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Pat_04 Pre-Treatment KIAA0562 9731 37 1 3765332 3765332 Missense_Mutation SNP G A 7 24 c.127C>T c.(127-129)CCA>TCA p.P43S

Pat_04 Pre-Treatment SPSB1 80176 37 1 9416327 9416327 Missense_Mutation SNP C T 4 19 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_04 Pre-Treatment TNFRSF8 943 37 1 12164438 12164438 Missense_Mutation SNP G A 10 75 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_04 Pre-Treatment VPS13D 55187 37 1 12343000 12343000 Missense_Mutation SNP C T 14 96 c.4841C>T c.(4840-4842)TCC>TTC p.S1614F

Pat_04 Pre-Treatment PRAMEF6 440561 37 1 13001331 13001331 Missense_Mutation SNP C T 14 363 c.352G>A c.(352-354)GAA>AAA p.E118K

Pat_04 Pre-Treatment CLCNKA 1187 37 1 16351312 16351312 Missense_Mutation SNP C T 8 43 c.284C>T c.(283-285)TCC>TTC p.S95F

Pat_04 Pre-Treatment ACTL8 81569 37 1 18152898 18152898 Missense_Mutation SNP G A 5 67 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_04 Pre-Treatment CAMK2N1 55450 37 1 20810152 20810152 Missense_Mutation SNP G A 13 71 c.227C>T c.(226-228)CCT>CTT p.P76L

Pat_04 Pre-Treatment CSMD2 114784 37 1 34276436 34276436 Missense_Mutation SNP G A 13 113 c.1234C>T c.(1234-1236)CCC>TCC p.P412S

Pat_04 Pre-Treatment SFPQ 6421 37 1 35656483 35656483 Missense_Mutation SNP A T 7 41 c.1131T>A c.(1129-1131)AAT>AAA p.N377K

Pat_04 Pre-Treatment CSF3R 1441 37 1 36939068 36939068 Missense_Mutation SNP G A 7 107 c.641C>T c.(640-642)TCC>TTC p.S214F

Pat_04 Pre-Treatment GRIK3 2899 37 1 37291235 37291235 Missense_Mutation SNP C T 3 28 c.1723G>A c.(1723-1725)GGG>AGG p.G575R

Pat_04 Pre-Treatment DNALI1 7802 37 1 38022543 38022543 Missense_Mutation SNP A G 6 53 c.14A>G c.(13-15)AAC>AGC p.N5S

Pat_04 Pre-Treatment DNALI1 7802 37 1 38023207 38023207 Missense_Mutation SNP C T 20 88 c.151C>T c.(151-153)CGG>TGG p.R51W

Pat_04 Pre-Treatment CYP4X1 260293 37 1 47514288 47514288 Nonsense_Mutation SNP G A 19 106 c.1259G>A c.(1258-1260)TGG>TAG p.W420*

Pat_04 Pre-Treatment PODN 127435 37 1 53542998 53542998 Missense_Mutation SNP C A 19 98 c.862C>A c.(862-864)CTG>ATG p.L288M

Pat_04 Pre-Treatment LRRC42 115353 37 1 54432030 54432030 Missense_Mutation SNP C T 15 75 c.989C>T c.(988-990)CCT>CTT p.P330L

Pat_04 Pre-Treatment C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 19 136 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_04 Pre-Treatment UBE2U 148581 37 1 64671364 64671364 Missense_Mutation SNP G A 5 89 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_04 Pre-Treatment SERBP1 26135 37 1 67881007 67881007 Missense_Mutation SNP A G 11 85 c.1012T>C c.(1012-1014)TCG>CCG p.S338P

Pat_04 Pre-Treatment RPE65 6121 37 1 68896804 68896804 Missense_Mutation SNP G A 10 49 c.1394C>T c.(1393-1395)TCA>TTA p.S465L

Pat_04 Pre-Treatment LRRIQ3 127255 37 1 74507480 74507480 Missense_Mutation SNP G A 9 47 c.1135C>T c.(1135-1137)CCT>TCT p.P379S

Pat_04 Pre-Treatment C1orf173 127254 37 1 75037778 75037778 Missense_Mutation SNP C T 9 70 c.3616G>A c.(3616-3618)GAA>AAA p.E1206K

Pat_04 Pre-Treatment C1orf173 127254 37 1 75039017 75039017 Missense_Mutation SNP C T 15 113 c.2377G>A c.(2377-2379)GGG>AGG p.G793R

Pat_04 Pre-Treatment SLC44A5 204962 37 1 75679418 75679418 Missense_Mutation SNP G A 17 107 c.1934C>T c.(1933-1935)TCT>TTT p.S645F

Pat_04 Pre-Treatment NEXN 91624 37 1 78392256 78392256 Missense_Mutation SNP G A 7 35 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_04 Pre-Treatment NEXN 91624 37 1 78401698 78401698 Missense_Mutation SNP T G 5 30 c.1442T>G c.(1441-1443)ATT>AGT p.I481S

Pat_04 Pre-Treatment CLCA4 22802 37 1 87025664 87025664 Missense_Mutation SNP G A 6 44 c.209G>A c.(208-210)AGA>AAA p.R70K

Pat_04 Pre-Treatment CDC7 8317 37 1 91967356 91967356 Nonsense_Mutation SNP T A 4 65 c.83T>A c.(82-84)TTA>TAA p.L28*

Pat_04 Pre-Treatment OLFML3 56944 37 1 114523090 114523090 Missense_Mutation SNP C T 15 42 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_04 Pre-Treatment CD2 914 37 1 117303169 117303169 Nonsense_Mutation SNP G A 11 66 c.528G>A c.(526-528)TGG>TGA p.W176*

Pat_04 Pre-Treatment HSD3B1 3283 37 1 120056726 120056727 Missense_Mutation DNP GG AA 11 64 c.580_581GG>AA c.(580-582)GGA>AAA p.G194K

Pat_04 Pre-Treatment NBPF10 100132406 37 1 145327549 145327550 Missense_Mutation DNP AT TC 6 34 c.4331_4332AT>TC c.(4330-4332)AAT>ATC p.N1444I

Pat_04 Pre-Treatment ECM1 1893 37 1 150482203 150482203 Missense_Mutation SNP C T 24 133 c.188C>T c.(187-189)TCT>TTT p.S63F

Pat_04 Pre-Treatment HRNR 388697 37 1 152192982 152192982 Missense_Mutation SNP C T 13 93 c.1123G>A c.(1123-1125)GGA>AGA p.G375R

Pat_04 Pre-Treatment FLG 2312 37 1 152279644 152279644 Missense_Mutation SNP C T 20 152 c.7718G>A c.(7717-7719)AGT>AAT p.S2573N

Pat_04 Pre-Treatment SPRR2G 6706 37 1 153122531 153122531 Missense_Mutation SNP G A 23 173 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_04 Pre-Treatment NPR1 4881 37 1 153654983 153654983 Missense_Mutation SNP G A 8 47 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_04 Pre-Treatment NUP210L 91181 37 1 154061958 154061958 Missense_Mutation SNP G A 32 203 c.2300C>T c.(2299-2301)CCA>CTA p.P767L

Pat_04 Pre-Treatment PKLR 5313 37 1 155262980 155262980 Missense_Mutation SNP G A 16 134 c.1424C>T c.(1423-1425)ACC>ATC p.T475I

Pat_04 Pre-Treatment PAQR6 79957 37 1 156215359 156215359 Missense_Mutation SNP G A 8 61 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_04 Pre-Treatment IQGAP3 128239 37 1 156518436 156518436 Missense_Mutation SNP G A 6 65 c.1930C>T c.(1930-1932)CCC>TCC p.P644S

Pat_04 Pre-Treatment OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 22 108 c.364C>T c.(364-366)CGC>TGC p.R122C



Pat_04 Pre-Treatment OR10Z1 128368 37 1 158576979 158576979 Missense_Mutation SNP C T 16 111 c.751C>T c.(751-753)CAT>TAT p.H251Y

Pat_04 Pre-Treatment FCER1A 2205 37 1 159273945 159273945 Missense_Mutation SNP G A 9 90 c.304G>A c.(304-306)GAA>AAA p.E102K

Pat_04 Pre-Treatment FCER1A 2205 37 1 159275948 159275948 Missense_Mutation SNP G A 7 75 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_04 Pre-Treatment APCS 325 37 1 159558454 159558454 Missense_Mutation SNP G A 9 62 c.628G>A c.(628-630)GAA>AAA p.E210K

Pat_04 Pre-Treatment FCRL6 343413 37 1 159779306 159779306 Missense_Mutation SNP C T 9 38 c.719C>T c.(718-720)TCC>TTC p.S240F

Pat_04 Pre-Treatment SLAMF9 89886 37 1 159923915 159923915 Missense_Mutation SNP G A 10 58 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_04 Pre-Treatment SLAMF1 6504 37 1 160616672 160616672 Missense_Mutation SNP T C 4 31 c.64A>G c.(64-66)AGC>GGC p.S22G

Pat_04 Pre-Treatment ILDR2 387597 37 1 166927005 166927006 Splice_Site DNP CC TT 7 51 c.379_splice c.e2+1 p.D127_splice

Pat_04 Pre-Treatment ADCY10 55811 37 1 167839549 167839549 Missense_Mutation SNP C T 5 40 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_04 Pre-Treatment F5 2153 37 1 169495256 169495256 Splice_Site SNP C T 4 31 c.5600_splice c.e18-1 p.G1867_splice

Pat_04 Pre-Treatment FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 6 36 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_04 Pre-Treatment C1orf9 51430 37 1 172522463 172522463 Missense_Mutation SNP T C 16 108 c.241T>C c.(241-243)TCT>CCT p.S81P

Pat_04 Pre-Treatment PAPPA2 60676 37 1 176680981 176680981 Missense_Mutation SNP C T 16 122 c.3662C>T c.(3661-3663)TCA>TTA p.S1221L

Pat_04 Pre-Treatment ANGPTL1 9068 37 1 178820285 178820285 Missense_Mutation SNP C T 15 85 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_04 Pre-Treatment LHX4 89884 37 1 180243389 180243389 Missense_Mutation SNP G A 13 79 c.848G>A c.(847-849)GGA>GAA p.G283E

Pat_04 Pre-Treatment FAM129A 116496 37 1 184792417 184792417 Missense_Mutation SNP C T 7 54 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_04 Pre-Treatment PTGS2 5743 37 1 186645203 186645203 Missense_Mutation SNP G C 22 190 c.1084C>G c.(1084-1086)CGT>GGT p.R362G

Pat_04 Pre-Treatment PTGS2 5743 37 1 186648489 186648489 Missense_Mutation SNP G A 8 40 c.134C>T c.(133-135)ACC>ATC p.T45I

Pat_04 Pre-Treatment CFH 3075 37 1 196715001 196715001 Missense_Mutation SNP C T 8 76 c.3365C>T c.(3364-3366)TCA>TTA p.S1122L

Pat_04 Pre-Treatment CFHR5 81494 37 1 196953127 196953127 Missense_Mutation SNP C T 5 47 c.290C>T c.(289-291)TCT>TTT p.S97F

Pat_04 Pre-Treatment F13B 2165 37 1 197032172 197032172 Missense_Mutation SNP A C 18 101 c.80T>G c.(79-81)TTT>TGT p.F27C

Pat_04 Pre-Treatment ZBTB41 360023 37 1 197168712 197168712 Missense_Mutation SNP G A 9 40 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_04 Pre-Treatment PTPRC 5788 37 1 198700830 198700830 Missense_Mutation SNP G A 15 89 c.1943G>A c.(1942-1944)GGA>GAA p.G648E

Pat_04 Pre-Treatment CAMSAP1L1 23271 37 1 200816379 200816379 Missense_Mutation SNP C T 6 59 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_04 Pre-Treatment MAPKAPK2 9261 37 1 206904574 206904574 Missense_Mutation SNP C T 7 57 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_04 Pre-Treatment C4BPA 722 37 1 207288861 207288861 Splice_Site SNP G A 13 45 c.428_splice c.e4+1 p.G143_splice

Pat_04 Pre-Treatment CD34 947 37 1 208061265 208061265 Missense_Mutation SNP C T 5 12 c.976G>A c.(976-978)GAA>AAA p.E326K

Pat_04 Pre-Treatment INTS7 25896 37 1 212115237 212115237 Missense_Mutation SNP G A 25 136 c.2818C>T c.(2818-2820)CGC>TGC p.R940C

Pat_04 Pre-Treatment CENPF 1063 37 1 214818698 214818698 Missense_Mutation SNP C G 12 78 c.5785C>G c.(5785-5787)CAA>GAA p.Q1929E

Pat_04 Pre-Treatment CENPF 1063 37 1 214819239 214819239 Nonsense_Mutation SNP C G 9 27 c.6326C>G c.(6325-6327)TCA>TGA p.S2109*

Pat_04 Pre-Treatment CENPF 1063 37 1 214819542 214819542 Missense_Mutation SNP C G 2 13 c.6629C>G c.(6628-6630)TCT>TGT p.S2210C

Pat_04 Pre-Treatment USH2A 7399 37 1 215848705 215848705 Missense_Mutation SNP C T 14 105 c.12548G>A c.(12547-12549)GGA>GAA p.G4183E

Pat_04 Pre-Treatment USH2A 7399 37 1 215848928 215848928 Missense_Mutation SNP C T 5 36 c.12325G>A c.(12325-12327)GAG>AAG p.E4109K

Pat_04 Pre-Treatment C1orf65 164127 37 1 223568129 223568129 Missense_Mutation SNP G A 4 20 c.1312G>A c.(1312-1314)GAC>AAC p.D438N

Pat_04 Pre-Treatment LEFTY1 10637 37 1 226075325 226075325 Missense_Mutation SNP G A 3 26 c.511C>T c.(511-513)CAC>TAC p.H171Y

Pat_04 Pre-Treatment NID1 4811 37 1 236142388 236142388 Missense_Mutation SNP C T 9 36 c.3529G>A c.(3529-3531)GAT>AAT p.D1177N

Pat_04 Pre-Treatment ERO1LB 56605 37 1 236399699 236399699 Splice_Site SNP C T 10 50 c.506_splice c.e7-1 p.D169_splice

Pat_04 Pre-Treatment EDARADD 128178 37 1 236590728 236590728 Missense_Mutation SNP G A 8 27 c.197G>A c.(196-198)CGA>CAA p.R66Q

Pat_04 Pre-Treatment FMN2 56776 37 1 240370756 240370756 Missense_Mutation SNP C T 16 133 c.2644C>T c.(2644-2646)CCT>TCT p.P882S

Pat_04 Pre-Treatment NLRP3 114548 37 1 247588630 247588630 Missense_Mutation SNP G A 5 14 c.1885G>A c.(1885-1887)GAA>AAA p.E629K

Pat_04 Pre-Treatment OR2M3 127062 37 1 248366913 248366913 Missense_Mutation SNP C T 19 214 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_04 Pre-Treatment AKR1C2 1646 37 10 5040933 5040933 Missense_Mutation SNP C T 8 58 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_04 Pre-Treatment PRKCQ 5588 37 10 6539184 6539184 Missense_Mutation SNP C T 20 133 c.572G>A c.(571-573)CGA>CAA p.R191Q

Pat_04 Pre-Treatment FAM171A1 221061 37 10 15296720 15296720 Missense_Mutation SNP C T 4 11 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_04 Pre-Treatment FAM188A 80013 37 10 15879309 15879309 Missense_Mutation SNP G A 19 79 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_04 Pre-Treatment NEBL 10529 37 10 21141577 21141577 Missense_Mutation SNP C T 4 13 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_04 Pre-Treatment SPAG6 9576 37 10 22653876 22653876 Missense_Mutation SNP T G 5 46 c.216T>G c.(214-216)AAT>AAG p.N72K



Pat_04 Pre-Treatment KIAA1217 56243 37 10 24508702 24508702 Missense_Mutation SNP G A 11 57 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_04 Pre-Treatment ARMC4 55130 37 10 28151512 28151512 Missense_Mutation SNP C T 4 16 c.2650G>A c.(2650-2652)GAA>AAA p.E884K

Pat_04 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 4 52 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_04 Pre-Treatment ANKRD30A 91074 37 10 37442579 37442579 Missense_Mutation SNP G A 7 123 c.1619G>A c.(1618-1620)GGA>GAA p.G540E

Pat_04 Pre-Treatment GDF10 2662 37 10 48426748 48426748 Missense_Mutation SNP G A 14 82 c.1259C>T c.(1258-1260)TCC>TTC p.S420F

Pat_04 Pre-Treatment C10orf71 118461 37 10 50531497 50531497 Missense_Mutation SNP C T 6 37 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_04 Pre-Treatment OGDHL 55753 37 10 50944432 50944432 Missense_Mutation SNP C T 14 127 c.2725G>A c.(2725-2727)GAG>AAG p.E909K

Pat_04 Pre-Treatment PCDH15 65217 37 10 55582222 55582222 Missense_Mutation SNP G A 4 10 c.5264C>T c.(5263-5265)CCT>CTT p.P1755L

Pat_04 Pre-Treatment PCDH15 65217 37 10 55582895 55582895 Missense_Mutation SNP C T 8 63 c.4591G>A c.(4591-4593)GAA>AAA p.E1531K

Pat_04 Pre-Treatment BICC1 80114 37 10 60566860 60566860 Missense_Mutation SNP A C 21 81 c.2318A>C c.(2317-2319)AAG>ACG p.K773T

Pat_04 Pre-Treatment FAM13C 220965 37 10 61029693 61029693 Missense_Mutation SNP C T 7 66 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_04 Pre-Treatment ANK3 288 37 10 61835412 61835412 Missense_Mutation SNP C T 3 27 c.5227G>A c.(5227-5229)GAA>AAA p.E1743K

Pat_04 Pre-Treatment ANK3 288 37 10 61835855 61835855 Missense_Mutation SNP G A 15 100 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_04 Pre-Treatment ADAMTS14 140766 37 10 72511379 72511379 Missense_Mutation SNP C T 4 32 c.2573C>T c.(2572-2574)CCC>CTC p.P858L

Pat_04 Pre-Treatment LIPF 8513 37 10 90435380 90435380 Missense_Mutation SNP G A 10 46 c.854G>A c.(853-855)GGA>GAA p.G285E

Pat_04 Pre-Treatment CYP26A1 1592 37 10 94836867 94836867 Missense_Mutation SNP C T 5 26 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_04 Pre-Treatment GPR120 338557 37 10 95335855 95335855 Missense_Mutation SNP C T 8 78 c.575C>T c.(574-576)TCG>TTG p.S192L

Pat_04 Pre-Treatment CYP2C18 1562 37 10 96447650 96447650 Missense_Mutation SNP G A 10 96 c.292G>A c.(292-294)GGA>AGA p.G98R

Pat_04 Pre-Treatment CYP2C8 1558 37 10 96802823 96802823 Missense_Mutation SNP C T 7 26 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_04 Pre-Treatment INA 9118 37 10 105048248 105048248 Missense_Mutation SNP C T 11 109 c.1322C>T c.(1321-1323)TCC>TTC p.S441F

Pat_04 Pre-Treatment PCGF6 84108 37 10 105106997 105106997 Missense_Mutation SNP G A 4 46 c.671C>T c.(670-672)CCT>CTT p.P224L

Pat_04 Pre-Treatment TAF5 6877 37 10 105147305 105147305 Missense_Mutation SNP C T 12 63 c.2035C>T c.(2035-2037)CCC>TCC p.P679S

Pat_04 Pre-Treatment CCDC147 159686 37 10 106160585 106160585 Missense_Mutation SNP C T 6 40 c.1963C>T c.(1963-1965)CTC>TTC p.L655F

Pat_04 Pre-Treatment AFAP1L2 84632 37 10 116075447 116075447 Nonsense_Mutation SNP G A 3 13 c.484C>T c.(484-486)CAG>TAG p.Q162*

Pat_04 Pre-Treatment HTRA1 5654 37 10 124248449 124248449 Missense_Mutation SNP A T 11 122 c.504A>T c.(502-504)AAA>AAT p.K168N

Pat_04 Pre-Treatment DMBT1 1755 37 10 124336068 124336068 Missense_Mutation SNP G A 34 150 c.437G>A c.(436-438)GGC>GAC p.G146D

Pat_04 Pre-Treatment DMBT1 1755 37 10 124351788 124351788 Missense_Mutation SNP G A 29 199 c.2177G>A c.(2176-2178)GGA>GAA p.G726E

Pat_04 Pre-Treatment DMBT1 1755 37 10 124358589 124358589 Missense_Mutation SNP G A 11 86 c.3256G>A c.(3256-3258)GAA>AAA p.E1086K

Pat_04 Pre-Treatment C10orf120 399814 37 10 124457694 124457694 Missense_Mutation SNP C T 11 60 c.563G>A c.(562-564)AGG>AAG p.R188K

Pat_04 Pre-Treatment MKI67 4288 37 10 129901363 129901363 Missense_Mutation SNP G A 16 101 c.8741C>T c.(8740-8742)CCC>CTC p.P2914L

Pat_04 Pre-Treatment CDHR5 53841 37 11 618803 618803 Missense_Mutation SNP T C 3 119 c.1756A>G c.(1756-1758)ATG>GTG p.M586V

Pat_04 Pre-Treatment MUC5B 727897 37 11 1158952 1158952 Missense_Mutation SNP G A 8 50 c.1130G>A c.(1129-1131)GGG>GAG p.G377E

Pat_04 Pre-Treatment MUC5B 727897 37 11 1159051 1159051 Missense_Mutation SNP C T 9 53 c.1229C>T c.(1228-1230)TCC>TTC p.S410F

Pat_04 Pre-Treatment OR52K2 119774 37 11 4471474 4471474 Missense_Mutation SNP G A 9 49 c.905G>A c.(904-906)CGT>CAT p.R302H

Pat_04 Pre-Treatment OR52K1 390036 37 11 4510305 4510305 Missense_Mutation SNP G A 14 75 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_04 Pre-Treatment OR51E2 81285 37 11 4703494 4703494 Missense_Mutation SNP G A 5 29 c.448C>T c.(448-450)CGC>TGC p.R150C

Pat_04 Pre-Treatment OR51B2 79345 37 11 5344611 5344611 Missense_Mutation SNP G A 8 34 c.917C>T c.(916-918)TCT>TTT p.S306F

Pat_04 Pre-Treatment DCHS1 8642 37 11 6647528 6647528 Missense_Mutation SNP C T 3 18 c.6448G>A c.(6448-6450)GGA>AGA p.G2150R

Pat_04 Pre-Treatment OR10A4 283297 37 11 6898467 6898467 Missense_Mutation SNP G C 10 67 c.589G>C c.(589-591)GAA>CAA p.E197Q

Pat_04 Pre-Treatment OR10A6 390093 37 11 7949304 7949304 Missense_Mutation SNP C T 15 109 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_04 Pre-Treatment OR10A6 390093 37 11 7949711 7949711 Missense_Mutation SNP G A 3 21 c.499C>T c.(499-501)CCC>TCC p.P167S

Pat_04 Pre-Treatment NLRP10 338322 37 11 7982236 7982236 Missense_Mutation SNP C T 13 60 c.923G>A c.(922-924)CGT>CAT p.R308H

Pat_04 Pre-Treatment LMO1 4004 37 11 8251941 8251941 Missense_Mutation SNP C T 17 109 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_04 Pre-Treatment SLC6A5 9152 37 11 20658828 20658828 Missense_Mutation SNP G A 5 57 c.1848G>A c.(1846-1848)ATG>ATA p.M616I

Pat_04 Pre-Treatment NELL1 4745 37 11 20949942 20949942 Missense_Mutation SNP G A 30 147 c.914G>A c.(913-915)CGA>CAA p.R305Q

Pat_04 Pre-Treatment SYT13 57586 37 11 45265844 45265844 Missense_Mutation SNP C T 7 72 c.1040G>A c.(1039-1041)CGA>CAA p.R347Q

Pat_04 Pre-Treatment PHF21A 51317 37 11 46098346 46098346 Missense_Mutation SNP G A 17 80 c.112C>T c.(112-114)CAT>TAT p.H38Y



Pat_04 Pre-Treatment LRP4 4038 37 11 46896442 46896442 Missense_Mutation SNP G A 13 127 c.4138C>T c.(4138-4140)CCT>TCT p.P1380S

Pat_04 Pre-Treatment LOC440040 440040 37 11 49597970 49597970 Missense_Mutation SNP G A 10 36 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_04 Pre-Treatment OR4C6 219432 37 11 55433183 55433183 Nonsense_Mutation SNP C T 5 91 c.541C>T c.(541-543)CAG>TAG p.Q181*

Pat_04 Pre-Treatment OR5L2 26338 37 11 55594988 55594988 Missense_Mutation SNP G A 20 159 c.294G>A c.(292-294)ATG>ATA p.M98I

Pat_04 Pre-Treatment OR8K3 219473 37 11 56086408 56086408 Missense_Mutation SNP C T 5 26 c.626C>T c.(625-627)TCA>TTA p.S209L

Pat_04 Pre-Treatment OR5M8 219484 37 11 56258200 56258200 Missense_Mutation SNP G A 5 22 c.647C>T c.(646-648)TCC>TTC p.S216F

Pat_04 Pre-Treatment OR5AP2 338675 37 11 56409825 56409825 Missense_Mutation SNP C T 10 58 c.91G>A c.(91-93)GGA>AGA p.G31R

Pat_04 Pre-Treatment SERPING1 710 37 11 57373665 57373665 Missense_Mutation SNP C T 16 152 c.868C>T c.(868-870)CTC>TTC p.L290F

Pat_04 Pre-Treatment OR6Q1 219952 37 11 57799199 57799199 Missense_Mutation SNP C T 15 111 c.775C>T c.(775-777)CTT>TTT p.L259F

Pat_04 Pre-Treatment OR5AN1 390195 37 11 59132740 59132740 Missense_Mutation SNP G A 9 55 c.809G>A c.(808-810)AGC>AAC p.S270N

Pat_04 Pre-Treatment OR4D11 219986 37 11 59271557 59271557 Missense_Mutation SNP G A 28 166 c.509G>A c.(508-510)GGA>GAA p.G170E

Pat_04 Pre-Treatment SCGB1D1 10648 37 11 61960872 61960872 Missense_Mutation SNP G A 5 36 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_04 Pre-Treatment EML3 256364 37 11 62377131 62377131 Missense_Mutation SNP G A 14 217 c.604C>T c.(604-606)CCT>TCT p.P202S

Pat_04 Pre-Treatment TTC9C 283237 37 11 62502877 62502877 Missense_Mutation SNP G A 3 41 c.262G>A c.(262-264)GTG>ATG p.V88M

Pat_04 Pre-Treatment SLC22A25 387601 37 11 62931333 62931333 Missense_Mutation SNP T A 20 70 c.1607A>T c.(1606-1608)AAT>ATT p.N536I

Pat_04 Pre-Treatment NPAS4 266743 37 11 66190283 66190283 Missense_Mutation SNP C T 17 98 c.569C>T c.(568-570)GCT>GTT p.A190V

Pat_04 Pre-Treatment NPAS4 266743 37 11 66192379 66192379 Missense_Mutation SNP C T 15 100 c.2018C>T c.(2017-2019)TCC>TTC p.S673F

Pat_04 Pre-Treatment ACTN3 89 37 11 66325562 66325562 Missense_Mutation SNP C T 5 21 c.1193C>T c.(1192-1194)TCG>TTG p.S398L

Pat_04 Pre-Treatment GPR152 390212 37 11 67219541 67219541 Missense_Mutation SNP C T 5 32 c.655G>A c.(655-657)GCC>ACC p.A219T

Pat_04 Pre-Treatment SHANK2 22941 37 11 70331654 70331654 Missense_Mutation SNP G A 8 88 c.4744C>T c.(4744-4746)CCC>TCC p.P1582S

Pat_04 Pre-Treatment SHANK2 22941 37 11 70349008 70349008 Missense_Mutation SNP C T 11 100 c.2090G>A c.(2089-2091)GGC>GAC p.G697D

Pat_04 Pre-Treatment ARHGEF17 9828 37 11 73073768 73073768 Missense_Mutation SNP C T 10 64 c.4985C>T c.(4984-4986)TCC>TTC p.S1662F

Pat_04 Pre-Treatment CNTN5 53942 37 11 99827585 99827585 Missense_Mutation SNP G A 13 76 c.721G>A c.(721-723)GAA>AAA p.E241K

Pat_04 Pre-Treatment MMP13 4322 37 11 102826054 102826054 Missense_Mutation SNP C T 21 103 c.289G>A c.(289-291)GGG>AGG p.G97R

Pat_04 Pre-Treatment DDI1 414301 37 11 103908697 103908697 Missense_Mutation SNP G A 5 34 c.1147G>A c.(1147-1149)GAA>AAA p.E383K

Pat_04 Pre-Treatment ARHGAP20 57569 37 11 110485305 110485305 Missense_Mutation SNP C T 19 87 c.610G>A c.(610-612)GAC>AAC p.D204N

Pat_04 Pre-Treatment PPP2R1B 5519 37 11 111613299 111613299 Missense_Mutation SNP G A 11 48 c.1645C>T c.(1645-1647)CGC>TGC p.R549C

Pat_04 Pre-Treatment BCO2 83875 37 11 112064712 112064712 Missense_Mutation SNP G A 5 45 c.628G>A c.(628-630)GAA>AAA p.E210K

Pat_04 Pre-Treatment NCAM1 4684 37 11 113102999 113102999 Missense_Mutation SNP C T 8 63 c.1072C>T c.(1072-1074)CGG>TGG p.R358W

Pat_04 Pre-Treatment HTR3A 3359 37 11 113860388 113860388 Missense_Mutation SNP C T 18 91 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_04 Pre-Treatment APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 28 172 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_04 Pre-Treatment POU2F3 25833 37 11 120139927 120139927 Nonsense_Mutation SNP C T 3 37 c.106C>T c.(106-108)CGA>TGA p.R36*

Pat_04 Pre-Treatment SORL1 6653 37 11 121425911 121425911 Missense_Mutation SNP G A 5 59 c.2455G>A c.(2455-2457)GGA>AGA p.G819R

Pat_04 Pre-Treatment OR8G2 26492 37 11 124095851 124095851 Missense_Mutation SNP C T 37 180 c.454C>T c.(454-456)CAC>TAC p.H152Y

Pat_04 Pre-Treatment OR8B8 26493 37 11 124310962 124310962 Missense_Mutation SNP G A 6 50 c.20C>T c.(19-21)TCC>TTC p.S7F

Pat_04 Pre-Treatment STT3A 3703 37 11 125472736 125472736 Missense_Mutation SNP C T 12 74 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_04 Pre-Treatment NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 4 23 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_04 Pre-Treatment ENO2 2026 37 12 7026828 7026828 Missense_Mutation SNP C T 8 64 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_04 Pre-Treatment CD163L1 283316 37 12 7586282 7586282 Missense_Mutation SNP C T 22 93 c.133G>A c.(133-135)GAT>AAT p.D45N

Pat_04 Pre-Treatment CD163 9332 37 12 7635262 7635262 Missense_Mutation SNP C T 17 106 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_04 Pre-Treatment AICDA 57379 37 12 8757868 8757868 Missense_Mutation SNP C T 5 25 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_04 Pre-Treatment PIK3C2G 5288 37 12 18699326 18699326 Missense_Mutation SNP C T 3 15 c.3427C>T c.(3427-3429)CCA>TCA p.P1143S

Pat_04 Pre-Treatment PDE3A 5139 37 12 20766384 20766384 Missense_Mutation SNP G A 7 35 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_04 Pre-Treatment IAPP 3375 37 12 21526270 21526270 Splice_Site SNP G A 6 41 c.-14_splice c.e2-1

Pat_04 Pre-Treatment TM7SF3 51768 37 12 27128554 27128554 Missense_Mutation SNP G A 10 22 c.1325C>T c.(1324-1326)TCG>TTG p.S442L

Pat_04 Pre-Treatment ARID2 196528 37 12 46243512 46243512 Missense_Mutation SNP T C 29 222 c.1865T>C c.(1864-1866)GTT>GCT p.V622A

Pat_04 Pre-Treatment OR8S1 341568 37 12 48920268 48920268 Missense_Mutation SNP C T 3 47 c.854C>T c.(853-855)TCC>TTC p.S285F



Pat_04 Pre-Treatment SPATS2 65244 37 12 49918579 49918579 Missense_Mutation SNP C T 24 142 c.1226C>T c.(1225-1227)CCT>CTT p.P409L

Pat_04 Pre-Treatment FAM186B 84070 37 12 49992716 49992716 Missense_Mutation SNP T C 9 33 c.2186A>G c.(2185-2187)AAC>AGC p.N729S

Pat_04 Pre-Treatment SMARCD1 6602 37 12 50492520 50492521 Missense_Mutation DNP CC TT 7 64 c.1416_1417CC>TTc.(1414-1419)AACCCA>AATTCAp.P473S

Pat_04 Pre-Treatment GPD1 2819 37 12 50501428 50501428 Missense_Mutation SNP G A 28 163 c.691G>A c.(691-693)GGA>AGA p.G231R

Pat_04 Pre-Treatment DIP2B 57609 37 12 51112507 51112507 Missense_Mutation SNP C T 5 37 c.2867C>T c.(2866-2868)TCC>TTC p.S956F

Pat_04 Pre-Treatment KRT73 319101 37 12 53012103 53012103 Missense_Mutation SNP C T 22 171 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_04 Pre-Treatment KRT76 51350 37 12 53169247 53169247 Missense_Mutation SNP G A 20 84 c.740C>T c.(739-741)TCA>TTA p.S247L

Pat_04 Pre-Treatment RARG 5916 37 12 53605618 53605619 Missense_Mutation DNP CC TT 4 25 c.1206_1207GG>AAc.(1204-1209)ATGGAG>ATAAAGp.402_403ME>IK

Pat_04 Pre-Treatment SP7 121340 37 12 53722944 53722945 Missense_Mutation DNP GG AA 7 98 c.281_282CC>TT c.(280-282)CCC>CTT p.P94L

Pat_04 Pre-Treatment OR6C6 283365 37 12 55688815 55688815 Missense_Mutation SNP C T 9 29 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_04 Pre-Treatment OR6C75 390323 37 12 55759078 55759078 Missense_Mutation SNP C T 16 108 c.184C>T c.(184-186)CGG>TGG p.R62W

Pat_04 Pre-Treatment AGAP2 116986 37 12 58135698 58135698 Nonsense_Mutation SNP G A 24 126 c.157C>T c.(157-159)CGA>TGA p.R53*

Pat_04 Pre-Treatment AVIL 10677 37 12 58203639 58203639 Missense_Mutation SNP C T 12 55 c.796G>A c.(796-798)GAG>AAG p.E266K

Pat_04 Pre-Treatment C12orf66 144577 37 12 64588160 64588160 Missense_Mutation SNP G A 6 42 c.800C>T c.(799-801)GCC>GTC p.A267V

Pat_04 Pre-Treatment GRIP1 23426 37 12 66911727 66911727 Missense_Mutation SNP G A 9 61 c.532C>T c.(532-534)CGT>TGT p.R178C

Pat_04 Pre-Treatment TRHDE 29953 37 12 72771887 72771887 Missense_Mutation SNP C T 9 57 c.1166C>T c.(1165-1167)TCC>TTC p.S389F

Pat_04 Pre-Treatment KCNC2 3747 37 12 75441969 75441969 Missense_Mutation SNP C T 32 186 c.1744G>A c.(1744-1746)GAT>AAT p.D582N

Pat_04 Pre-Treatment NAV3 89795 37 12 78516155 78516156 Missense_Mutation DNP GG AA 10 95 c.4185_4186GG>AAc.(4183-4188)GAGGTC>GAAATCp.V1396I

Pat_04 Pre-Treatment LRRIQ1 84125 37 12 85517918 85517918 Missense_Mutation SNP G A 15 47 c.3628G>A c.(3628-3630)GAA>AAA p.E1210K

Pat_04 Pre-Treatment TMCC3 57458 37 12 94975716 94975716 Missense_Mutation SNP G A 4 62 c.677C>T c.(676-678)TCC>TTC p.S226F

Pat_04 Pre-Treatment TMPO 7112 37 12 98938042 98938043 Nonsense_Mutation DNP GG AA 8 56 c.698_699GG>AA c.(697-699)TGG>TAA p.W233*

Pat_04 Pre-Treatment MYBPC1 4604 37 12 102061659 102061659 Missense_Mutation SNP C T 4 14 c.2485C>T c.(2485-2487)CTC>TTC p.L829F

Pat_04 Pre-Treatment STAB2 55576 37 12 104131460 104131460 Missense_Mutation SNP C T 16 90 c.5599C>T c.(5599-5601)CTC>TTC p.L1867F

Pat_04 Pre-Treatment SELPLG 6404 37 12 109017999 109017999 Missense_Mutation SNP C T 5 31 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_04 Pre-Treatment MAPKAPK5 8550 37 12 112308962 112308962 Missense_Mutation SNP C T 17 122 c.557C>T c.(556-558)ACC>ATC p.T186I

Pat_04 Pre-Treatment NOS1 4842 37 12 117696239 117696239 Missense_Mutation SNP C T 6 26 c.2494G>A c.(2494-2496)GAA>AAA p.E832K

Pat_04 Pre-Treatment WDR66 144406 37 12 122437800 122437800 Missense_Mutation SNP G A 14 64 c.3185G>A c.(3184-3186)GGG>GAG p.G1062E

Pat_04 Pre-Treatment PITPNM2 57605 37 12 123475211 123475211 Missense_Mutation SNP G A 4 42 c.2450C>T c.(2449-2451)GCC>GTC p.A817V

Pat_04 Pre-Treatment TMEM132B 114795 37 12 126135239 126135239 Missense_Mutation SNP G A 7 45 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_04 Pre-Treatment TMEM132B 114795 37 12 126137083 126137083 Missense_Mutation SNP G C 8 79 c.1996G>C c.(1996-1998)GCT>CCT p.A666P

Pat_04 Pre-Treatment ZNF140 7699 37 12 133682816 133682816 Missense_Mutation SNP G A 23 132 c.953G>A c.(952-954)CGA>CAA p.R318Q

Pat_04 Pre-Treatment GJB6 10804 37 13 20797567 20797567 Missense_Mutation SNP G A 40 198 c.53C>T c.(52-54)ACC>ATC p.T18I

Pat_04 Pre-Treatment KL 9365 37 13 33629411 33629411 Missense_Mutation SNP C T 13 44 c.1558C>T c.(1558-1560)CCC>TCC p.P520S

Pat_04 Pre-Treatment C13orf23 80209 37 13 39602432 39602432 Missense_Mutation SNP G A 3 28 c.301C>T c.(301-303)CGT>TGT p.R101C

Pat_04 Pre-Treatment KIAA0564 23078 37 13 42263512 42263512 Missense_Mutation SNP A G 9 42 c.4109T>C c.(4108-4110)GTT>GCT p.V1370A

Pat_04 Pre-Treatment DACH1 1602 37 13 72134038 72134038 Missense_Mutation SNP C T 3 17 c.1349G>A c.(1348-1350)AGA>AAA p.R450K

Pat_04 Pre-Treatment POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 5 214 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_04 Pre-Treatment OR4K2 390431 37 14 20345124 20345124 Missense_Mutation SNP C T 12 111 c.698C>T c.(697-699)TCA>TTA p.S233L

Pat_04 Pre-Treatment OR4K1 79544 37 14 20404138 20404138 Missense_Mutation SNP C T 17 78 c.313C>T c.(313-315)CAC>TAC p.H105Y

Pat_04 Pre-Treatment OR4K13 390433 37 14 20502223 20502224 Nonsense_Mutation DNP CG TA 7 59 c.694_695CG>TA c.(694-696)CGA>TAA p.R232*

Pat_04 Pre-Treatment OR10G3 26533 37 14 22038587 22038587 Missense_Mutation SNP C A 6 43 c.289G>T c.(289-291)GGC>TGC p.G97C

Pat_04 Pre-Treatment OR4E2 26686 37 14 22133562 22133562 Missense_Mutation SNP G A 30 165 c.266G>A c.(265-267)AGA>AAA p.R89K

Pat_04 Pre-Treatment AKAP6 9472 37 14 33291502 33291502 Missense_Mutation SNP G A 4 25 c.4483G>A c.(4483-4485)GAG>AAG p.E1495K

Pat_04 Pre-Treatment AKAP6 9472 37 14 33292790 33292790 Missense_Mutation SNP G A 5 44 c.5771G>A c.(5770-5772)GGG>GAG p.G1924E

Pat_04 Pre-Treatment RALGAPA1 253959 37 14 36217895 36217895 Missense_Mutation SNP G A 10 38 c.1147C>T c.(1147-1149)CTC>TTC p.L383F

Pat_04 Pre-Treatment SSTR1 6751 37 14 38679634 38679634 Missense_Mutation SNP C T 15 77 c.1040C>T c.(1039-1041)GCG>GTG p.A347V

Pat_04 Pre-Treatment TRAPPC6B 122553 37 14 39623414 39623414 Splice_Site SNP C T 5 15 c.351_splice c.e4+1 p.K117_splice



Pat_04 Pre-Treatment C14orf105 55195 37 14 57947409 57947409 Missense_Mutation SNP C T 9 42 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_04 Pre-Treatment C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 10 71 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_04 Pre-Treatment ADAM21 8747 37 14 70924389 70924389 Missense_Mutation SNP C T 13 124 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_04 Pre-Treatment DCAF4 26094 37 14 73425449 73425449 Missense_Mutation SNP C T 28 131 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_04 Pre-Treatment MLH3 27030 37 14 75516045 75516045 Missense_Mutation SNP C T 8 32 c.314G>A c.(313-315)AGT>AAT p.S105N

Pat_04 Pre-Treatment NRXN3 9369 37 14 79432412 79432412 Missense_Mutation SNP G A 11 41 c.1321G>A c.(1321-1323)GAA>AAA p.E441K

Pat_04 Pre-Treatment C14orf145 145508 37 14 81302605 81302605 Missense_Mutation SNP G A 23 117 c.1001C>T c.(1000-1002)TCC>TTC p.S334F

Pat_04 Pre-Treatment GALC 2581 37 14 88417058 88417058 Missense_Mutation SNP A C 3 32 c.1196T>G c.(1195-1197)CTT>CGT p.L399R

Pat_04 Pre-Treatment ATG2B 55102 37 14 96783592 96783592 Missense_Mutation SNP G A 8 30 c.3100C>T c.(3100-3102)CGT>TGT p.R1034C

Pat_04 Pre-Treatment AK7 122481 37 14 96912921 96912921 Missense_Mutation SNP C T 9 62 c.847C>T c.(847-849)CAT>TAT p.H283Y

Pat_04 Pre-Treatment C14orf177 283598 37 14 99183486 99183486 Missense_Mutation SNP G A 11 48 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_04 Pre-Treatment OR4N4 283694 37 15 22383010 22383010 Missense_Mutation SNP G A 16 104 c.538G>A c.(538-540)GAT>AAT p.D180N

Pat_04 Pre-Treatment GOLGA8DP 100132979 37 15 22709716 22709716 Splice_Site SNP C T 10 93 c.172_splice c.e10-1 p.V58_splice

Pat_04 Pre-Treatment MAGEL2 54551 37 15 23890470 23890470 Missense_Mutation SNP G A 10 70 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_04 Pre-Treatment NDN 4692 37 15 23932346 23932346 Missense_Mutation SNP C T 6 35 c.19G>A c.(19-21)GAT>AAT p.D7N

Pat_04 Pre-Treatment GABRB3 2562 37 15 26825489 26825489 Nonsense_Mutation SNP G T 10 107 c.659C>A c.(658-660)TCG>TAG p.S220*

Pat_04 Pre-Treatment GABRB3 2562 37 15 27184461 27184461 Nonsense_Mutation SNP C T 17 61 c.123G>A c.(121-123)TGG>TGA p.W41*

Pat_04 Pre-Treatment TRPM1 4308 37 15 31318400 31318401 Missense_Mutation DNP CC TT 4 32 c.3504_3505GG>AAc.(3502-3507)CGGGAG>CGAAAGp.E1169K

Pat_04 Pre-Treatment FMN1 342184 37 15 33261588 33261588 Missense_Mutation SNP C T 24 186 c.1645G>A c.(1645-1647)GAG>AAG p.E549K

Pat_04 Pre-Treatment CHRM5 1133 37 15 34355453 34355453 Missense_Mutation SNP C T 35 182 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_04 Pre-Treatment C15orf53 400359 37 15 38990511 38990511 Missense_Mutation SNP G A 6 51 c.305G>A c.(304-306)GGA>GAA p.G102E

Pat_04 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138213 42138213 Nonsense_Mutation SNP G A 7 39 c.1568G>A c.(1567-1569)TGG>TAG p.W523*

Pat_04 Pre-Treatment SPTBN5 51332 37 15 42173383 42173383 Missense_Mutation SNP G A 5 26 c.2402C>T c.(2401-2403)CCC>CTC p.P801L

Pat_04 Pre-Treatment ZFP106 64397 37 15 42743893 42743893 Missense_Mutation SNP C T 8 36 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_04 Pre-Treatment TGM5 9333 37 15 43527730 43527730 Missense_Mutation SNP C T 9 53 c.1651G>A c.(1651-1653)GAT>AAT p.D551N

Pat_04 Pre-Treatment TUBGCP4 27229 37 15 43668311 43668311 Missense_Mutation SNP C T 49 140 c.94C>T c.(94-96)CCT>TCT p.P32S

Pat_04 Pre-Treatment FBN1 2200 37 15 48808466 48808466 Missense_Mutation SNP G A 16 133 c.1241C>T c.(1240-1242)CCT>CTT p.P414L

Pat_04 Pre-Treatment SHC4 399694 37 15 49176530 49176530 Missense_Mutation SNP T A 8 45 c.755A>T c.(754-756)AAA>ATA p.K252I

Pat_04 Pre-Treatment TRPM7 54822 37 15 50888521 50888521 Missense_Mutation SNP G A 13 31 c.3221C>T c.(3220-3222)CCA>CTA p.P1074L

Pat_04 Pre-Treatment GCNT3 9245 37 15 59910526 59910526 Missense_Mutation SNP C T 10 54 c.89C>T c.(88-90)TCT>TTT p.S30F

Pat_04 Pre-Treatment ZNF609 23060 37 15 64968294 64968294 Missense_Mutation SNP C T 9 78 c.3241C>T c.(3241-3243)CCC>TCC p.P1081S

Pat_04 Pre-Treatment MAP2K1 5604 37 15 66729162 66729162 Missense_Mutation SNP C T 13 63 c.370C>T c.(370-372)CCG>TCG p.P124S

Pat_04 Pre-Treatment LBXCOR1 390598 37 15 68125575 68125576 Missense_Mutation DNP CC TT 5 67 c.2651_2652CC>TTc.(2650-2652)GCC>GTT p.A884V

Pat_04 Pre-Treatment STRA6 64220 37 15 74487802 74487802 Nonsense_Mutation SNP C T 4 18 c.438G>A c.(436-438)TGG>TGA p.W146*

Pat_04 Pre-Treatment NRG4 145957 37 15 76301551 76301551 Missense_Mutation SNP G A 24 72 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_04 Pre-Treatment SCAPER 49855 37 15 76726576 76726576 Missense_Mutation SNP C T 17 105 c.3154G>A c.(3154-3156)GGA>AGA p.G1052R

Pat_04 Pre-Treatment AP3B2 8120 37 15 83350179 83350179 Missense_Mutation SNP G A 5 45 c.514C>T c.(514-516)CTC>TTC p.L172F

Pat_04 Pre-Treatment ADAMTSL3 57188 37 15 84566668 84566668 Missense_Mutation SNP G A 10 90 c.1526G>A c.(1525-1527)CGC>CAC p.R509H

Pat_04 Pre-Treatment POLG 5428 37 15 89870446 89870446 Missense_Mutation SNP G A 8 104 c.1385C>T c.(1384-1386)TCG>TTG p.S462L

Pat_04 Pre-Treatment PDIA2 64714 37 16 333362 333362 Missense_Mutation SNP G A 4 40 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_04 Pre-Treatment IFT140 9742 37 16 1636207 1636207 Missense_Mutation SNP C T 14 88 c.1079G>A c.(1078-1080)AGC>AAC p.S360N

Pat_04 Pre-Treatment PRSS22 64063 37 16 2905608 2905608 Missense_Mutation SNP A C 16 78 c.526T>G c.(526-528)TGG>GGG p.W176G

Pat_04 Pre-Treatment C16orf68 79091 37 16 8722796 8722796 Nonsense_Mutation SNP C T 10 52 c.343C>T c.(343-345)CAG>TAG p.Q115*

Pat_04 Pre-Treatment MYH11 4629 37 16 15818560 15818560 Missense_Mutation SNP C T 14 115 c.4060G>A c.(4060-4062)GAG>AAG p.E1354K

Pat_04 Pre-Treatment ACSM5 54988 37 16 20441100 20441100 Missense_Mutation SNP G A 6 50 c.1102G>A c.(1102-1104)GAA>AAA p.E368K

Pat_04 Pre-Treatment ACSM5 54988 37 16 20442640 20442640 Nonsense_Mutation SNP T G 13 84 c.1305T>G c.(1303-1305)TAT>TAG p.Y435*

Pat_04 Pre-Treatment ACSM2B 348158 37 16 20570625 20570625 Missense_Mutation SNP G A 7 40 c.322C>T c.(322-324)CGT>TGT p.R108C



Pat_04 Pre-Treatment ADCY7 113 37 16 50339482 50339482 Missense_Mutation SNP G A 21 88 c.1664G>A c.(1663-1665)GGG>GAG p.G555E

Pat_04 Pre-Treatment SALL1 6299 37 16 51173753 51173753 Missense_Mutation SNP G A 8 55 c.2380C>T c.(2380-2382)CCC>TCC p.P794S

Pat_04 Pre-Treatment NLRC5 84166 37 16 57059817 57059817 Missense_Mutation SNP C T 9 63 c.962C>T c.(961-963)CCA>CTA p.P321L

Pat_04 Pre-Treatment ELMO3 79767 37 16 67236560 67236560 Missense_Mutation SNP C T 9 41 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_04 Pre-Treatment LCAT 3931 37 16 67974168 67974168 Missense_Mutation SNP G A 8 46 c.962C>T c.(961-963)TCA>TTA p.S321L

Pat_04 Pre-Treatment MLKL 197259 37 16 74719425 74719425 Missense_Mutation SNP G A 11 29 c.779C>T c.(778-780)CCC>CTC p.P260L

Pat_04 Pre-Treatment COTL1 23406 37 16 84600458 84600458 Missense_Mutation SNP G T 7 36 c.422C>A c.(421-423)ACG>AAG p.T141K

Pat_04 Pre-Treatment CTU2 348180 37 16 88778062 88778062 Missense_Mutation SNP C T 10 61 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_04 Pre-Treatment SERPINF2 5345 37 17 1657799 1657799 Missense_Mutation SNP G A 13 90 c.1447G>A c.(1447-1449)GAT>AAT p.D483N

Pat_04 Pre-Treatment OR1G1 8390 37 17 3029911 3029911 Missense_Mutation SNP G A 6 43 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_04 Pre-Treatment SPNS3 201305 37 17 4352673 4352673 Missense_Mutation SNP A G 3 15 c.914A>G c.(913-915)AAC>AGC p.N305S

Pat_04 Pre-Treatment ASGR2 433 37 17 7017463 7017463 Missense_Mutation SNP G A 18 95 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_04 Pre-Treatment SENP3 26168 37 17 7473708 7473709 Missense_Mutation DNP CC TT 4 69 c.1376_1377CC>TTc.(1375-1377)CCC>CTT p.P459L

Pat_04 Pre-Treatment C17orf68 80169 37 17 8132180 8132181 Missense_Mutation DNP GG AA 3 14 c.3251_3252CC>TTc.(3250-3252)GCC>GTT p.A1084V

Pat_04 Pre-Treatment PFAS 5198 37 17 8169252 8169253 Missense_Mutation DNP CC TT 11 44 c.2618_2619CC>TT c.(2617-2619)TCC>TTT p.S873F

Pat_04 Pre-Treatment USP43 124739 37 17 9596484 9596484 Missense_Mutation SNP C T 3 29 c.1394C>T c.(1393-1395)TCT>TTT p.S465F

Pat_04 Pre-Treatment MYH8 4626 37 17 10323496 10323496 Missense_Mutation SNP G A 5 46 c.49C>T c.(49-51)CCC>TCC p.P17S

Pat_04 Pre-Treatment MYH1 4619 37 17 10419317 10419317 Missense_Mutation SNP C T 19 138 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_04 Pre-Treatment MYH2 4620 37 17 10432122 10432122 Missense_Mutation SNP C T 13 65 c.3629G>A c.(3628-3630)GGG>GAG p.G1210E

Pat_04 Pre-Treatment MYH2 4620 37 17 10436665 10436665 Missense_Mutation SNP C T 15 82 c.2378G>A c.(2377-2379)CGA>CAA p.R793Q

Pat_04 Pre-Treatment MYH3 4621 37 17 10545802 10545802 Missense_Mutation SNP A G 7 96 c.1820T>C c.(1819-1821)GTT>GCT p.V607A

Pat_04 Pre-Treatment DNAH9 1770 37 17 11775104 11775104 Splice_Site SNP G A 9 40 c.10242_splice c.e52+1 p.K3414_splice

Pat_04 Pre-Treatment RICH2 9912 37 17 12832325 12832325 Missense_Mutation SNP G A 4 34 c.544G>A c.(544-546)GAA>AAA p.E182K

Pat_04 Pre-Treatment MPRIP 23164 37 17 17062245 17062245 Missense_Mutation SNP G A 3 39 c.1975G>A c.(1975-1977)GTC>ATC p.V659I

Pat_04 Pre-Treatment TOP3A 7156 37 17 18194301 18194301 Missense_Mutation SNP A T 9 64 c.1322T>A c.(1321-1323)TTC>TAC p.F441Y

Pat_04 Pre-Treatment EPN2 22905 37 17 19237275 19237275 Missense_Mutation SNP C T 6 25 c.1634C>T c.(1633-1635)CCC>CTC p.P545L

Pat_04 Pre-Treatment FLJ40504 284085 37 17 26604047 26604047 Nonsense_Mutation SNP C T 5 28 c.428G>A c.(427-429)TGG>TAG p.W143*

Pat_04 Pre-Treatment PHF12 57649 37 17 27233933 27233933 Missense_Mutation SNP G A 31 158 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_04 Pre-Treatment NUFIP2 57532 37 17 27613355 27613355 Missense_Mutation SNP G A 11 49 c.1657C>T c.(1657-1659)CCC>TCC p.P553S

Pat_04 Pre-Treatment SLFN11 91607 37 17 33690601 33690601 Missense_Mutation SNP C T 19 149 c.226G>A c.(226-228)GAT>AAT p.D76N

Pat_04 Pre-Treatment SLFN13 146857 37 17 33768054 33768054 Missense_Mutation SNP G A 20 74 c.2254C>T c.(2254-2256)CCT>TCT p.P752S

Pat_04 Pre-Treatment SLFN12L 342615 37 17 33802424 33802424 Missense_Mutation SNP T A 3 22 c.1372A>T c.(1372-1374)ATA>TTA p.I458L

Pat_04 Pre-Treatment CASC3 22794 37 17 38319744 38319744 Missense_Mutation SNP C T 10 51 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_04 Pre-Treatment KRT10 3858 37 17 38975078 38975078 Missense_Mutation SNP G A 10 33 c.1709C>T c.(1708-1710)TCT>TTT p.S570F

Pat_04 Pre-Treatment KRT34 3885 37 17 39535652 39535652 Missense_Mutation SNP G A 47 99 c.955C>T c.(955-957)CGC>TGC p.R319C

Pat_04 Pre-Treatment HAP1 9001 37 17 39881183 39881183 Missense_Mutation SNP C T 99 217 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_04 Pre-Treatment CD300LG 146894 37 17 41930375 41930375 Missense_Mutation SNP G A 21 42 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_04 Pre-Treatment CRHR1 1394 37 17 43898765 43898765 Missense_Mutation SNP C T 29 82 c.286C>T c.(286-288)CGC>TGC p.R96C

Pat_04 Pre-Treatment MAPT 4137 37 17 44060753 44060753 Missense_Mutation SNP G A 3 21 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_04 Pre-Treatment ITGB3 3690 37 17 45369775 45369775 Missense_Mutation SNP G A 40 68 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_04 Pre-Treatment HOXB5 3215 37 17 46669678 46669678 Missense_Mutation SNP C T 49 126 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_04 Pre-Treatment CACNA1G 8913 37 17 48669445 48669445 Nonsense_Mutation SNP C T 9 37 c.2902C>T c.(2902-2904)CAG>TAG p.Q968*

Pat_04 Pre-Treatment ABCC3 8714 37 17 48745099 48745099 Nonsense_Mutation SNP G A 16 30 c.1616G>A c.(1615-1617)TGG>TAG p.W539*

Pat_04 Pre-Treatment ANKFN1 162282 37 17 54403614 54403614 Missense_Mutation SNP G A 25 54 c.95G>A c.(94-96)AGG>AAG p.R32K

Pat_04 Pre-Treatment TBX4 9496 37 17 59560825 59560825 Missense_Mutation SNP C T 14 31 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_04 Pre-Treatment MED13 9969 37 17 60088215 60088215 Missense_Mutation SNP G A 17 43 c.1663C>T c.(1663-1665)CCT>TCT p.P555S

Pat_04 Pre-Treatment ACE 1636 37 17 61560491 61560491 Missense_Mutation SNP C T 43 130 c.1444C>T c.(1444-1446)CGT>TGT p.R482C



Pat_04 Pre-Treatment ABCA5 23461 37 17 67270238 67270238 Nonsense_Mutation SNP G A 7 19 c.2626C>T c.(2626-2628)CAG>TAG p.Q876*

Pat_04 Pre-Treatment C17orf28 283987 37 17 72947703 72947703 Missense_Mutation SNP C T 5 10 c.2329G>A c.(2329-2331)GAC>AAC p.D777N

Pat_04 Pre-Treatment SUMO2 6613 37 17 73178912 73178913 Missense_Mutation DNP GG AT 3 8 c.17_18CC>AT c.(16-18)CCC>CAT p.P6H

Pat_04 Pre-Treatment ASPSCR1 79058 37 17 79954390 79954390 Missense_Mutation SNP C T 4 8 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_04 Pre-Treatment LAMA1 284217 37 18 7015798 7015798 Missense_Mutation SNP G A 22 156 c.3049C>T c.(3049-3051)CCC>TCC p.P1017S

Pat_04 Pre-Treatment CTAGE1 64693 37 18 19996208 19996208 Missense_Mutation SNP C T 10 72 c.1567G>A c.(1567-1569)GGA>AGA p.G523R

Pat_04 Pre-Treatment LAMA3 3909 37 18 21404431 21404431 Missense_Mutation SNP C T 14 85 c.2473C>T c.(2473-2475)CCA>TCA p.P825S

Pat_04 Pre-Treatment DSC2 1824 37 18 28648063 28648063 Missense_Mutation SNP C T 10 64 c.2624G>A c.(2623-2625)CGA>CAA p.R875Q

Pat_04 Pre-Treatment DSG3 1830 37 18 29052358 29052358 Missense_Mutation SNP G A 6 54 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_04 Pre-Treatment DSG2 1829 37 18 29101149 29101149 Missense_Mutation SNP G A 13 71 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_04 Pre-Treatment ASXL3 80816 37 18 31324838 31324838 Missense_Mutation SNP G A 8 72 c.5026G>A c.(5026-5028)GAC>AAC p.D1676N

Pat_04 Pre-Treatment LIPG 9388 37 18 47109952 47109953 Missense_Mutation DNP CC TT 9 101 c.1184_1185CC>TT c.(1183-1185)ACC>ATT p.T395I

Pat_04 Pre-Treatment CTDP1 9150 37 18 77474496 77474496 Missense_Mutation SNP C T 4 32 c.1036C>T c.(1036-1038)CAT>TAT p.H346Y

Pat_04 Pre-Treatment RANBP3 8498 37 19 5923844 5923844 Nonsense_Mutation SNP G A 5 35 c.1078C>T c.(1078-1080)CAG>TAG p.Q360*

Pat_04 Pre-Treatment PNPLA6 10908 37 19 7607951 7607951 Missense_Mutation SNP T A 8 50 c.1616T>A c.(1615-1617)ATT>AAT p.I539N

Pat_04 Pre-Treatment KIAA1543 57662 37 19 7677786 7677786 Missense_Mutation SNP G A 8 25 c.2407G>A c.(2407-2409)GAC>AAC p.D803N

Pat_04 Pre-Treatment CD209 30835 37 19 7810698 7810698 Missense_Mutation SNP A G 5 164 c.454T>C c.(454-456)TGG>CGG p.W152R

Pat_04 Pre-Treatment MUC16 94025 37 19 8966784 8966784 Missense_Mutation SNP T A 3 9 c.43169A>T c.(43168-43170)GAC>GTC p.D14390V

Pat_04 Pre-Treatment MUC16 94025 37 19 9056502 9056502 Missense_Mutation SNP G A 10 84 c.30944C>T c.(30943-30945)GCT>GTT p.A10315V

Pat_04 Pre-Treatment MUC16 94025 37 19 9073306 9073306 Missense_Mutation SNP C A 18 78 c.14140G>T c.(14140-14142)GGG>TGG p.G4714W

Pat_04 Pre-Treatment MUC16 94025 37 19 9075757 9075757 Missense_Mutation SNP C T 8 11 c.11689G>A c.(11689-11691)GTT>ATT p.V3897I

Pat_04 Pre-Treatment MUC16 94025 37 19 9086149 9086149 Missense_Mutation SNP C T 6 28 c.5666G>A c.(5665-5667)GGA>GAA p.G1889E

Pat_04 Pre-Treatment CARM1 10498 37 19 11024650 11024650 Missense_Mutation SNP C T 13 22 c.767C>T c.(766-768)TCG>TTG p.S256L

Pat_04 Pre-Treatment ZNF788 388507 37 19 12223831 12223831 Missense_Mutation SNP G A 13 18 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_04 Pre-Treatment ZNF20 7568 37 19 12243437 12243437 Nonsense_Mutation SNP G A 36 109 c.1564C>T c.(1564-1566)CGA>TGA p.R522*

Pat_04 Pre-Treatment RFX1 5989 37 19 14093039 14093039 Missense_Mutation SNP G T 4 19 c.515C>A c.(514-516)GCT>GAT p.A172D

Pat_04 Pre-Treatment ILVBL 10994 37 19 15226693 15226693 Missense_Mutation SNP G A 6 24 c.1582C>T c.(1582-1584)CTC>TTC p.L528F

Pat_04 Pre-Treatment RASAL3 64926 37 19 15564018 15564018 Missense_Mutation SNP G A 6 14 c.2570C>T c.(2569-2571)TCC>TTC p.S857F

Pat_04 Pre-Treatment OR10H2 26538 37 19 15839265 15839266 Missense_Mutation DNP CC TT 19 37 c.412_413CC>TT c.(412-414)CCA>TTA p.P138L

Pat_04 Pre-Treatment USHBP1 83878 37 19 17369091 17369091 Missense_Mutation SNP C T 14 59 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_04 Pre-Treatment SSBP4 170463 37 19 18542851 18542852 Missense_Mutation DNP CC TT 3 22 c.607_608CC>TT c.(607-609)CCT>TTT p.P203F

Pat_04 Pre-Treatment HAPLN4 404037 37 19 19369386 19369386 Missense_Mutation SNP G A 8 58 c.763C>T c.(763-765)CGC>TGC p.R255C

Pat_04 Pre-Treatment CILP2 148113 37 19 19654548 19654549 Missense_Mutation DNP GG AA 45 180 c.1194_1195GG>AAc.(1192-1197)GAGGAC>GAAAACp.D399N

Pat_04 Pre-Treatment GMIP 51291 37 19 19745413 19745413 Missense_Mutation SNP G A 23 184 c.1987C>T c.(1987-1989)CCC>TCC p.P663S

Pat_04 Pre-Treatment ZNF208 7757 37 19 22156029 22156029 Missense_Mutation SNP G A 7 16 c.1507C>T c.(1507-1509)CAT>TAT p.H503Y

Pat_04 Pre-Treatment ZNF208 7757 37 19 22171587 22171587 Missense_Mutation SNP A G 26 71 c.128T>C c.(127-129)CTG>CCG p.L43P

Pat_04 Pre-Treatment ZNF257 113835 37 19 22270877 22270877 Missense_Mutation SNP G A 5 24 c.325G>A c.(325-327)GAG>AAG p.E109K

Pat_04 Pre-Treatment ZNF536 9745 37 19 30935299 30935299 Missense_Mutation SNP C T 4 15 c.830C>T c.(829-831)ACC>ATC p.T277I

Pat_04 Pre-Treatment SIPA1L3 23094 37 19 38655182 38655182 Missense_Mutation SNP C T 14 81 c.3844C>T c.(3844-3846)CAC>TAC p.H1282Y

Pat_04 Pre-Treatment LRFN1 57622 37 19 39798424 39798424 Missense_Mutation SNP C T 4 15 c.2165G>A c.(2164-2166)CGC>CAC p.R722H

Pat_04 Pre-Treatment LGALS14 56891 37 19 40197259 40197259 Missense_Mutation SNP C T 40 238 c.38C>T c.(37-39)TCC>TTC p.S13F

Pat_04 Pre-Treatment FCGBP 8857 37 19 40364385 40364385 Missense_Mutation SNP G A 10 72 c.14257C>T c.(14257-14259)CCT>TCT p.P4753S

Pat_04 Pre-Treatment CEACAM21 90273 37 19 42091803 42091803 Missense_Mutation SNP G A 19 102 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_04 Pre-Treatment PSG3 5671 37 19 43243017 43243017 Missense_Mutation SNP C T 36 290 c.289G>A c.(289-291)GGA>AGA p.G97R

Pat_04 Pre-Treatment PSG6 5675 37 19 43414992 43414992 Missense_Mutation SNP G A 25 145 c.446C>T c.(445-447)TCC>TTC p.S149F

Pat_04 Pre-Treatment EXOC3L2 90332 37 19 45716515 45716515 Missense_Mutation SNP C T 8 15 c.1042G>A c.(1042-1044)GAG>AAG p.E348K

Pat_04 Pre-Treatment DHX34 9704 37 19 47856918 47856918 Nonsense_Mutation SNP C T 4 31 c.631C>T c.(631-633)CAG>TAG p.Q211*



Pat_04 Pre-Treatment CPT1C 126129 37 19 50195561 50195561 Missense_Mutation SNP G A 9 67 c.52G>A c.(52-54)GGG>AGG p.G18R

Pat_04 Pre-Treatment KLK6 5653 37 19 51462539 51462539 Missense_Mutation SNP G A 4 49 c.616C>T c.(616-618)CAC>TAC p.H206Y

Pat_04 Pre-Treatment ZNF160 90338 37 19 53577477 53577477 Missense_Mutation SNP C T 9 44 c.187G>A c.(187-189)GGG>AGG p.G63R

Pat_04 Pre-Treatment BIRC8 112401 37 19 53793465 53793465 Missense_Mutation SNP G A 5 20 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_04 Pre-Treatment ZNF331 55422 37 19 54081132 54081132 Missense_Mutation SNP G A 6 53 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_04 Pre-Treatment PRKCG 5582 37 19 54395828 54395828 Missense_Mutation SNP C T 4 18 c.752C>T c.(751-753)TCC>TTC p.S251F

Pat_04 Pre-Treatment CACNG7 59284 37 19 54416194 54416194 Missense_Mutation SNP G A 4 46 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_04 Pre-Treatment LILRB2 10288 37 19 54782149 54782149 Missense_Mutation SNP G A 14 94 c.1223C>T c.(1222-1224)TCT>TTT p.S408F

Pat_04 Pre-Treatment NLRP9 338321 37 19 56243785 56243785 Missense_Mutation SNP C T 23 138 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_04 Pre-Treatment ZNF776 284309 37 19 58265313 58265313 Missense_Mutation SNP C T 8 53 c.815C>T c.(814-816)TCA>TTA p.S272L

Pat_04 Pre-Treatment CMPK2 129607 37 2 6991588 6991588 Missense_Mutation SNP G A 3 34 c.1219C>T c.(1219-1221)CGT>TGT p.R407C

Pat_04 Pre-Treatment TAF1B 9014 37 2 10059864 10059864 Missense_Mutation SNP C T 4 45 c.1480C>T c.(1480-1482)CTT>TTT p.L494F

Pat_04 Pre-Treatment APOB 338 37 2 21230175 21230175 Missense_Mutation SNP G A 4 24 c.9565C>T c.(9565-9567)CCT>TCT p.P3189S

Pat_04 Pre-Treatment APOB 338 37 2 21232704 21232704 Missense_Mutation SNP C T 9 56 c.7036G>A c.(7036-7038)GAG>AAG p.E2346K

Pat_04 Pre-Treatment APOB 338 37 2 21234639 21234639 Missense_Mutation SNP C T 15 98 c.5101G>A c.(5101-5103)GGG>AGG p.G1701R

Pat_04 Pre-Treatment APOB 338 37 2 21260958 21260958 Missense_Mutation SNP C T 6 52 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_04 Pre-Treatment C2orf16 84226 37 2 27801613 27801613 Missense_Mutation SNP G A 5 36 c.2174G>A c.(2173-2175)GGG>GAG p.G725E

Pat_04 Pre-Treatment ZNF512 84450 37 2 27844168 27844169 Missense_Mutation DNP CC TT 5 48 c.1544_1545CC>TTc.(1543-1545)CCC>CTT p.P515L

Pat_04 Pre-Treatment XDH 7498 37 2 31596764 31596764 Missense_Mutation SNP G A 6 47 c.1661C>T c.(1660-1662)CCC>CTC p.P554L

Pat_04 Pre-Treatment TTC27 55622 37 2 32983371 32983371 Missense_Mutation SNP C T 5 34 c.1465C>T c.(1465-1467)CTT>TTT p.L489F

Pat_04 Pre-Treatment SOS1 6654 37 2 39237821 39237821 Missense_Mutation SNP A G 7 30 c.2414T>C c.(2413-2415)GTT>GCT p.V805A

Pat_04 Pre-Treatment SRBD1 55133 37 2 45808918 45808918 Nonsense_Mutation SNP G A 3 29 c.847C>T c.(847-849)CAG>TAG p.Q283*

Pat_04 Pre-Treatment GTF2A1L 11036 37 2 48960051 48960051 Missense_Mutation SNP C T 22 116 c.1349C>T c.(1348-1350)TCG>TTG p.S450L

Pat_04 Pre-Treatment CD207 50489 37 2 71062706 71062706 Missense_Mutation SNP G A 7 64 c.106C>T c.(106-108)CCG>TCG p.P36S

Pat_04 Pre-Treatment SLC4A5 57835 37 2 74452032 74452032 Missense_Mutation SNP C T 4 39 c.3229G>A c.(3229-3231)GAA>AAA p.E1077K

Pat_04 Pre-Treatment CTNNA2 1496 37 2 80801392 80801392 Missense_Mutation SNP G A 16 152 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_04 Pre-Treatment TEKT4 150483 37 2 95541342 95541342 Missense_Mutation SNP G A 11 85 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_04 Pre-Treatment VWA3B 200403 37 2 98846646 98846646 Nonsense_Mutation SNP C T 5 29 c.2284C>T c.(2284-2286)CAG>TAG p.Q762*

Pat_04 Pre-Treatment AFF3 3899 37 2 100170815 100170815 Missense_Mutation SNP C T 21 168 c.3517G>A c.(3517-3519)GAC>AAC p.D1173N

Pat_04 Pre-Treatment PDCL3 79031 37 2 101183064 101183064 Missense_Mutation SNP G A 13 87 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_04 Pre-Treatment WASH2P 375260 37 2 114355096 114355097 Missense_Mutation DNP CC TT 3 30 c.473_474CC>TT c.(472-474)TCC>TTT p.S158F

Pat_04 Pre-Treatment CNTNAP5 129684 37 2 125671785 125671785 Missense_Mutation SNP G A 9 42 c.3841G>A c.(3841-3843)GAA>AAA p.E1281K

Pat_04 Pre-Treatment TUBA3D 113457 37 2 132240324 132240324 Missense_Mutation SNP C T 29 251 c.1256C>T c.(1255-1257)TCT>TTT p.S419F

Pat_04 Pre-Treatment THSD7B 80731 37 2 137872735 137872735 Missense_Mutation SNP C T 7 48 c.1148C>T c.(1147-1149)TCT>TTT p.S383F

Pat_04 Pre-Treatment RIF1 55183 37 2 152315402 152315403 Missense_Mutation DNP CC TT 5 66 c.2933_2934CC>TT c.(2932-2934)TCC>TTT p.S978F

Pat_04 Pre-Treatment NEB 4703 37 2 152483656 152483656 Missense_Mutation SNP C T 8 68 c.9478G>A c.(9478-9480)GAT>AAT p.D3160N

Pat_04 Pre-Treatment NEB 4703 37 2 152522767 152522767 Missense_Mutation SNP G A 37 178 c.4868C>T c.(4867-4869)ACC>ATC p.T1623I

Pat_04 Pre-Treatment GALNT5 11227 37 2 158152976 158152976 Missense_Mutation SNP C T 4 40 c.1948C>T c.(1948-1950)CCT>TCT p.P650S

Pat_04 Pre-Treatment LY75 4065 37 2 160628523 160628523 Missense_Mutation SNP C T 14 53 c.5461G>A c.(5461-5463)GTA>ATA p.V1821I

Pat_04 Pre-Treatment DPP4 1803 37 2 162875748 162875748 Missense_Mutation SNP C T 9 52 c.1283G>A c.(1282-1284)GGA>GAA p.G428E

Pat_04 Pre-Treatment SCN9A 6335 37 2 167129097 167129097 Missense_Mutation SNP C T 7 30 c.3130G>A c.(3130-3132)GAA>AAA p.E1044K

Pat_04 Pre-Treatment XIRP2 129446 37 2 168099400 168099400 Missense_Mutation SNP C T 7 32 c.1498C>T c.(1498-1500)CGT>TGT p.R500C

Pat_04 Pre-Treatment XIRP2 129446 37 2 168100876 168100876 Missense_Mutation SNP C A 6 61 c.2974C>A c.(2974-2976)CAA>AAA p.Q992K

Pat_04 Pre-Treatment MYO3B 140469 37 2 171259392 171259392 Missense_Mutation SNP G A 12 92 c.2164G>A c.(2164-2166)GAT>AAT p.D722N

Pat_04 Pre-Treatment HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 15 98 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_04 Pre-Treatment PRKRA 8575 37 2 179300872 179300872 Missense_Mutation SNP C T 4 32 c.784G>A c.(784-786)GAT>AAT p.D262N

Pat_04 Pre-Treatment TTN 7273 37 2 179584992 179584992 Splice_Site SNP C T 3 21 c.19646_splice c.e78-1 p.E6549_splice



Pat_04 Pre-Treatment TTN 7273 37 2 179638691 179638691 Missense_Mutation SNP G A 15 98 c.7204C>T c.(7204-7206)CAC>TAC p.H2402Y

Pat_04 Pre-Treatment COL5A2 1290 37 2 189916129 189916129 Missense_Mutation SNP G A 6 38 c.2848C>T c.(2848-2850)CAT>TAT p.H950Y

Pat_04 Pre-Treatment COL5A2 1290 37 2 189917690 189917690 Missense_Mutation SNP C T 4 31 c.2608G>A c.(2608-2610)GGA>AGA p.G870R

Pat_04 Pre-Treatment SLC40A1 30061 37 2 190428819 190428819 Missense_Mutation SNP C T 10 32 c.893G>A c.(892-894)GGA>GAA p.G298E

Pat_04 Pre-Treatment AOX1 316 37 2 201515720 201515720 Missense_Mutation SNP G T 8 39 c.2871G>T c.(2869-2871)AAG>AAT p.K957N

Pat_04 Pre-Treatment PIKFYVE 200576 37 2 209169680 209169680 Missense_Mutation SNP C T 14 67 c.1579C>T c.(1579-1581)CAT>TAT p.H527Y

Pat_04 Pre-Treatment PIKFYVE 200576 37 2 209219937 209219937 Missense_Mutation SNP C T 13 56 c.6205C>T c.(6205-6207)CCG>TCG p.P2069S

Pat_04 Pre-Treatment MAP2 4133 37 2 210557907 210557907 Missense_Mutation SNP C T 5 50 c.1013C>T c.(1012-1014)TCG>TTG p.S338L

Pat_04 Pre-Treatment ACADL 33 37 2 211074927 211074927 Missense_Mutation SNP C T 5 101 c.596G>A c.(595-597)GGA>GAA p.G199E

Pat_04 Pre-Treatment MYL1 4632 37 2 211179727 211179727 Missense_Mutation SNP C T 20 92 c.40G>A c.(40-42)GCT>ACT p.A14T

Pat_04 Pre-Treatment CPS1 1373 37 2 211525356 211525356 Missense_Mutation SNP C T 11 56 c.3904C>T c.(3904-3906)CCT>TCT p.P1302S

Pat_04 Pre-Treatment C2orf62 375307 37 2 219221619 219221620 Missense_Mutation DNP GG TA 7 96 c.12_13GG>TA c.(10-15)AAGGTT>AATATT p.4_5KV>NI

Pat_04 Pre-Treatment WNT10A 80326 37 2 219754924 219754924 Missense_Mutation SNP C T 8 19 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_04 Pre-Treatment CCDC108 255101 37 2 219874711 219874711 Missense_Mutation SNP C T 4 20 c.4405G>A c.(4405-4407)GAG>AAG p.E1469K

Pat_04 Pre-Treatment SP100 6672 37 2 231380144 231380144 Missense_Mutation SNP C T 8 37 c.2429C>T c.(2428-2430)ACC>ATC p.T810I

Pat_04 Pre-Treatment ALPP 250 37 2 233246398 233246398 Missense_Mutation SNP C T 3 24 c.1501C>T c.(1501-1503)CCC>TCC p.P501S

Pat_04 Pre-Treatment UGT1A10 54575 37 2 234545275 234545275 Missense_Mutation SNP G A 19 97 c.107G>A c.(106-108)AGT>AAT p.S36N

Pat_04 Pre-Treatment UGT1A10 54575 37 2 234545511 234545511 Missense_Mutation SNP G T 7 55 c.343G>T c.(343-345)GGT>TGT p.G115C

Pat_04 Pre-Treatment LRRFIP1 9208 37 2 238664828 238664828 Missense_Mutation SNP G A 3 21 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_04 Pre-Treatment RBM44 375316 37 2 238725794 238725794 Missense_Mutation SNP G A 5 50 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_04 Pre-Treatment FERMT1 55612 37 20 6064715 6064715 Missense_Mutation SNP C T 11 33 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_04 Pre-Treatment PAK7 57144 37 20 9561213 9561213 Missense_Mutation SNP G A 10 92 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_04 Pre-Treatment SEL1L2 80343 37 20 13936742 13936742 Missense_Mutation SNP C T 3 15 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_04 Pre-Treatment SLC24A3 57419 37 20 19566085 19566085 Missense_Mutation SNP G A 15 118 c.509G>A c.(508-510)GGG>GAG p.G170E

Pat_04 Pre-Treatment GZF1 64412 37 20 23346126 23346126 Missense_Mutation SNP A G 9 51 c.1106A>G c.(1105-1107)CAC>CGC p.H369R

Pat_04 Pre-Treatment NINL 22981 37 20 25439044 25439044 Missense_Mutation SNP G A 13 67 c.3818C>T c.(3817-3819)GCC>GTC p.A1273V

Pat_04 Pre-Treatment TTLL9 164395 37 20 30497607 30497607 Missense_Mutation SNP G A 9 33 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_04 Pre-Treatment PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 6 62 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_04 Pre-Treatment C20orf132 140699 37 20 35738689 35738689 Missense_Mutation SNP G A 19 100 c.2914C>T c.(2914-2916)CCC>TCC p.P972S

Pat_04 Pre-Treatment TOX2 84969 37 20 42635337 42635337 Missense_Mutation SNP C T 7 72 c.343C>T c.(343-345)CCT>TCT p.P115S

Pat_04 Pre-Treatment PABPC1L 80336 37 20 43559174 43559175 Missense_Mutation DNP CC TT 24 168 c.1046_1047CC>TTc.(1045-1047)GCC>GTT p.A349V

Pat_04 Pre-Treatment SEMG2 6407 37 20 43851853 43851853 Missense_Mutation SNP C T 4 46 c.1580C>T c.(1579-1581)TCT>TTT p.S527F

Pat_04 Pre-Treatment RBPJL 11317 37 20 43936864 43936864 Missense_Mutation SNP G A 12 33 c.104G>A c.(103-105)AGG>AAG p.R35K

Pat_04 Pre-Treatment SLC13A3 64849 37 20 45188756 45188756 Nonsense_Mutation SNP G A 28 226 c.1714C>T c.(1714-1716)CAG>TAG p.Q572*

Pat_04 Pre-Treatment FAM65C 140876 37 20 49204357 49204357 Missense_Mutation SNP C T 8 41 c.2722G>A c.(2722-2724)GAA>AAA p.E908K

Pat_04 Pre-Treatment CASS4 57091 37 20 55033439 55033439 Missense_Mutation SNP C T 4 36 c.1997C>T c.(1996-1998)CCT>CTT p.P666L

Pat_04 Pre-Treatment LIPI 149998 37 21 15535839 15535839 Nonsense_Mutation SNP G A 10 64 c.970C>T c.(970-972)CAA>TAA p.Q324*

Pat_04 Pre-Treatment NCAM2 4685 37 21 22910264 22910264 Missense_Mutation SNP G A 3 12 c.2500G>A c.(2500-2502)GAC>AAC p.D834N

Pat_04 Pre-Treatment KRTAP13-2 337959 37 21 31744348 31744348 Missense_Mutation SNP C T 9 36 c.184G>A c.(184-186)GAG>AAG p.E62K

Pat_04 Pre-Treatment RUNX1 861 37 21 36171700 36171700 Missense_Mutation SNP C T 18 102 c.784G>A c.(784-786)GGA>AGA p.G262R

Pat_04 Pre-Treatment KCNJ6 3763 37 21 39087056 39087056 Missense_Mutation SNP T C 9 55 c.404A>G c.(403-405)AAC>AGC p.N135S

Pat_04 Pre-Treatment DSCAM 1826 37 21 41539173 41539173 Missense_Mutation SNP G A 10 69 c.2990C>T c.(2989-2991)TCA>TTA p.S997L

Pat_04 Pre-Treatment PRDM15 63977 37 21 43259872 43259872 Missense_Mutation SNP G A 20 104 c.1829C>T c.(1828-1830)CCC>CTC p.P610L

Pat_04 Pre-Treatment TFF1 7031 37 21 43783369 43783369 Missense_Mutation SNP G A 6 34 c.233C>T c.(232-234)CCA>CTA p.P78L

Pat_04 Pre-Treatment TRPM2 7226 37 21 45798932 45798932 Missense_Mutation SNP C T 11 84 c.1067C>T c.(1066-1068)TCG>TTG p.S356L

Pat_04 Pre-Treatment C21orf29 54084 37 21 45949798 45949798 Missense_Mutation SNP C T 4 18 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_04 Pre-Treatment DGCR8 54487 37 22 20073602 20073602 Missense_Mutation SNP C T 5 42 c.116C>T c.(115-117)CCC>CTC p.P39L



Pat_04 Pre-Treatment UBE2L3 7332 37 22 21947243 21947243 Missense_Mutation SNP C T 9 33 c.121C>T c.(121-123)CCT>TCT p.P41S

Pat_04 Pre-Treatment C22orf43 51233 37 22 23959845 23959845 Splice_Site SNP C T 4 49 c.437_splice c.e7-1 p.C146_splice

Pat_04 Pre-Treatment CABIN1 23523 37 22 24459467 24459467 Missense_Mutation SNP G A 34 207 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_04 Pre-Treatment UPB1 51733 37 22 24906761 24906761 Missense_Mutation SNP G A 18 78 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_04 Pre-Treatment PES1 23481 37 22 30980371 30980371 Missense_Mutation SNP G A 5 25 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_04 Pre-Treatment SLC5A1 6523 37 22 32498055 32498055 Missense_Mutation SNP G T 4 33 c.1496G>T c.(1495-1497)CGT>CTT p.R499L

Pat_04 Pre-Treatment BPIL2 254240 37 22 32810372 32810372 Missense_Mutation SNP G A 15 59 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_04 Pre-Treatment NCF4 4689 37 22 37273776 37273776 Missense_Mutation SNP C T 3 20 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_04 Pre-Treatment CSF2RB 1439 37 22 37326728 37326728 Missense_Mutation SNP T A 4 29 c.868T>A c.(868-870)TCC>ACC p.S290T

Pat_04 Pre-Treatment SOX10 6663 37 22 38374125 38374125 Missense_Mutation SNP T C 4 6 c.446A>G c.(445-447)GAC>GGC p.D149G

Pat_04 Pre-Treatment MGAT3 4248 37 22 39884316 39884316 Missense_Mutation SNP C T 9 79 c.964C>T c.(964-966)CCG>TCG p.P322S

Pat_04 Pre-Treatment SAMM50 25813 37 22 44364653 44364653 Missense_Mutation SNP C T 17 92 c.277C>T c.(277-279)CTT>TTT p.L93F

Pat_04 Pre-Treatment TUBGCP6 85378 37 22 50656440 50656440 Missense_Mutation SNP G A 4 25 c.5275C>T c.(5275-5277)CCT>TCT p.P1759S

Pat_04 Pre-Treatment SRGAP3 9901 37 3 9027574 9027574 Missense_Mutation SNP C T 7 54 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_04 Pre-Treatment C3orf24 115795 37 3 10146112 10146112 Missense_Mutation SNP C T 13 104 c.347G>A c.(346-348)GGG>GAG p.G116E

Pat_04 Pre-Treatment ATP2B2 491 37 3 10370737 10370737 Missense_Mutation SNP G T 11 56 c.3493C>A c.(3493-3495)CAT>AAT p.H1165N

Pat_04 Pre-Treatment SLC6A11 6538 37 3 10858146 10858146 Missense_Mutation SNP G A 5 28 c.196G>A c.(196-198)GAG>AAG p.E66K

Pat_04 Pre-Treatment KCNH8 131096 37 3 19436767 19436767 Missense_Mutation SNP G A 22 77 c.1141G>A c.(1141-1143)GAG>AAG p.E381K

Pat_04 Pre-Treatment RARB 5915 37 3 25611288 25611288 Missense_Mutation SNP C T 4 28 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_04 Pre-Treatment NEK10 152110 37 3 27332853 27332853 Missense_Mutation SNP T C 4 21 c.1505A>G c.(1504-1506)AAT>AGT p.N502S

Pat_04 Pre-Treatment STAC 6769 37 3 36534652 36534652 Missense_Mutation SNP C T 5 30 c.697C>T c.(697-699)CTT>TTT p.L233F

Pat_04 Pre-Treatment SCN5A 6331 37 3 38645271 38645271 Missense_Mutation SNP C T 15 67 c.1822G>A c.(1822-1824)GAC>AAC p.D608N

Pat_04 Pre-Treatment SCN11A 11280 37 3 38949439 38949439 Splice_Site SNP C T 4 26 c.1473_splice c.e10+1 p.K491_splice

Pat_04 Pre-Treatment XIRP1 165904 37 3 39228008 39228008 Missense_Mutation SNP C T 5 73 c.2929G>A c.(2929-2931)GAC>AAC p.D977N

Pat_04 Pre-Treatment CYP8B1 1582 37 3 42916636 42916637 Missense_Mutation DNP CC TT 6 49 c.672_673GG>AAc.(670-675)CGGGAG>CGAAAGp.E225K

Pat_04 Pre-Treatment SLC6A20 54716 37 3 45801369 45801369 Nonsense_Mutation SNP G A 19 93 c.1609C>T c.(1609-1611)CAA>TAA p.Q537*

Pat_04 Pre-Treatment FYCO1 79443 37 3 46021220 46021220 Missense_Mutation SNP G A 5 81 c.265C>T c.(265-267)CGC>TGC p.R89C

Pat_04 Pre-Treatment SMARCC1 6599 37 3 47727558 47727558 Missense_Mutation SNP A C 27 165 c.1366T>G c.(1366-1368)TCA>GCA p.S456A

Pat_04 Pre-Treatment DHX30 22907 37 3 47888205 47888206 Missense_Mutation DNP CC TT 4 35 c.1643_1644CC>TTc.(1642-1644)CCC>CTT p.P548L

Pat_04 Pre-Treatment CELSR3 1951 37 3 48667522 48667523 Missense_Mutation DNP GG AA 11 75 c.11609_11610CC>TTc.(11608-11610)TCC>TTT p.S3870F

Pat_04 Pre-Treatment DOCK3 1795 37 3 51350306 51350306 Missense_Mutation SNP G A 4 16 c.3226G>A c.(3226-3228)GAA>AAA p.E1076K

Pat_04 Pre-Treatment ROBO2 6092 37 3 77657012 77657012 Missense_Mutation SNP C T 5 35 c.3200C>T c.(3199-3201)TCC>TTC p.S1067F

Pat_04 Pre-Treatment OR5H1 26341 37 3 97852001 97852001 Missense_Mutation SNP C T 13 41 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_04 Pre-Treatment OR5H14 403273 37 3 97868569 97868569 Missense_Mutation SNP C T 19 135 c.340C>T c.(340-342)CTC>TTC p.L114F

Pat_04 Pre-Treatment SENP7 57337 37 3 101086756 101086756 Missense_Mutation SNP G A 9 64 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_04 Pre-Treatment MORC1 27136 37 3 108682434 108682434 Nonsense_Mutation SNP G A 3 11 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_04 Pre-Treatment CD96 10225 37 3 111296349 111296349 Missense_Mutation SNP G A 21 127 c.544G>A c.(544-546)GAA>AAA p.E182K

Pat_04 Pre-Treatment STXBP5L 9515 37 3 120957925 120957925 Missense_Mutation SNP C T 7 27 c.1292C>T c.(1291-1293)TCT>TTT p.S431F

Pat_04 Pre-Treatment STXBP5L 9515 37 3 121100155 121100155 Missense_Mutation SNP C T 3 29 c.2435C>T c.(2434-2436)TCC>TTC p.S812F

Pat_04 Pre-Treatment STXBP5L 9515 37 3 121132090 121132090 Missense_Mutation SNP G A 14 84 c.3106G>A c.(3106-3108)GAA>AAA p.E1036K

Pat_04 Pre-Treatment GOLGB1 2804 37 3 121413651 121413651 Nonsense_Mutation SNP G A 12 150 c.5704C>T c.(5704-5706)CAA>TAA p.Q1902*

Pat_04 Pre-Treatment SEMA5B 54437 37 3 122634315 122634315 Missense_Mutation SNP G A 10 66 c.1960C>T c.(1960-1962)CCA>TCA p.P654S

Pat_04 Pre-Treatment MYLK 4638 37 3 123457826 123457826 Missense_Mutation SNP C T 10 24 c.506G>A c.(505-507)CGA>CAA p.R169Q

Pat_04 Pre-Treatment TF 7018 37 3 133475789 133475789 Missense_Mutation SNP C T 8 58 c.806C>T c.(805-807)ACC>ATC p.T269I

Pat_04 Pre-Treatment TRIM42 287015 37 3 140407128 140407128 Missense_Mutation SNP G A 12 96 c.1604G>A c.(1603-1605)CGA>CAA p.R535Q

Pat_04 Pre-Treatment PLS1 5357 37 3 142430803 142430803 Missense_Mutation SNP C G 20 116 c.1844C>G c.(1843-1845)ACG>AGG p.T615R

Pat_04 Pre-Treatment MED12L 116931 37 3 150883728 150883728 Missense_Mutation SNP C T 4 50 c.1453C>T c.(1453-1455)CAT>TAT p.H485Y



Pat_04 Pre-Treatment IFT80 57560 37 3 160075309 160075309 Missense_Mutation SNP T A 5 49 c.607A>T c.(607-609)ATT>TTT p.I203F

Pat_04 Pre-Treatment PRKCI 5584 37 3 170009711 170009711 Missense_Mutation SNP T A 6 31 c.1273T>A c.(1273-1275)TTA>ATA p.L425I

Pat_04 Pre-Treatment MFN1 55669 37 3 179082192 179082192 Missense_Mutation SNP C T 8 40 c.644C>T c.(643-645)ACG>ATG p.T215M

Pat_04 Pre-Treatment DCUN1D1 54165 37 3 182683508 182683508 Missense_Mutation SNP G A 11 60 c.37C>T c.(37-39)CGT>TGT p.R13C

Pat_04 Pre-Treatment LAMP3 27074 37 3 182853615 182853615 Missense_Mutation SNP G A 67 432 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_04 Pre-Treatment EHHADH 1962 37 3 184911242 184911242 Missense_Mutation SNP G A 7 59 c.944C>T c.(943-945)TCT>TTT p.S315F

Pat_04 Pre-Treatment ETV5 2119 37 3 185797804 185797804 Missense_Mutation SNP G A 5 21 c.452C>T c.(451-453)CCC>CTC p.P151L

Pat_04 Pre-Treatment KNG1 3827 37 3 186460017 186460017 Missense_Mutation SNP C T 14 74 c.1832C>T c.(1831-1833)TCC>TTC p.S611F

Pat_04 Pre-Treatment MUC4 4585 37 3 195515915 195515915 Missense_Mutation SNP C T 4 41 c.2536G>A c.(2536-2538)GAA>AAA p.E846K

Pat_04 Pre-Treatment ADD1 118 37 4 2930044 2930045 Missense_Mutation DNP CC TT 3 24 c.2008_2009CC>TTc.(2008-2010)CCC>TTC p.P670F

Pat_04 Pre-Treatment SLC2A9 56606 37 4 9943645 9943645 Missense_Mutation SNP C T 12 53 c.706G>A c.(706-708)GGA>AGA p.G236R

Pat_04 Pre-Treatment KCNIP4 80333 37 4 20852291 20852291 Splice_Site SNP C T 3 21 c.113_splice c.e2-1 p.D38_splice

Pat_04 Pre-Treatment ANAPC4 29945 37 4 25382044 25382044 Missense_Mutation SNP C T 8 45 c.178C>T c.(178-180)CCA>TCA p.P60S

Pat_04 Pre-Treatment FRYL 285527 37 4 48542086 48542086 Splice_Site SNP C T 5 18 c.6296_splice c.e47-1 p.G2099_splice

Pat_04 Pre-Treatment UGT2B10 7365 37 4 69693142 69693142 Missense_Mutation SNP T A 18 102 c.1183T>A c.(1183-1185)TTT>ATT p.F395I

Pat_04 Pre-Treatment MTTP 4547 37 4 100521808 100521808 Missense_Mutation SNP G A 4 70 c.1154G>A c.(1153-1155)AGC>AAC p.S385N

Pat_04 Pre-Treatment ENPEP 2028 37 4 111397871 111397871 Missense_Mutation SNP C T 16 92 c.301C>T c.(301-303)CAC>TAC p.H101Y

Pat_04 Pre-Treatment ENPEP 2028 37 4 111397893 111397893 Missense_Mutation SNP C T 19 116 c.323C>T c.(322-324)CCC>CTC p.P108L

Pat_04 Pre-Treatment FAT4 79633 37 4 126367498 126367498 Missense_Mutation SNP G A 8 77 c.7244G>A c.(7243-7245)GGA>GAA p.G2415E

Pat_04 Pre-Treatment PCDH18 54510 37 4 138442599 138442599 Missense_Mutation SNP C T 12 52 c.2992G>A c.(2992-2994)GAT>AAT p.D998N

Pat_04 Pre-Treatment SLC10A7 84068 37 4 147214126 147214126 Missense_Mutation SNP G A 8 24 c.728C>T c.(727-729)TCT>TTT p.S243F

Pat_04 Pre-Treatment PET112L 5188 37 4 152609912 152609912 Missense_Mutation SNP C T 5 32 c.1201G>A c.(1201-1203)GAA>AAA p.E401K

Pat_04 Pre-Treatment DCHS2 54798 37 4 155157307 155157307 Missense_Mutation SNP C T 18 80 c.7132G>A c.(7132-7134)GAT>AAT p.D2378N

Pat_04 Pre-Treatment FGA 2243 37 4 155507312 155507313 Missense_Mutation DNP CC TT 13 133 c.1268_1269GG>AAc.(1267-1269)GGG>GAA p.G423E

Pat_04 Pre-Treatment SH3RF1 57630 37 4 170057764 170057764 Missense_Mutation SNP G A 9 35 c.773C>T c.(772-774)TCG>TTG p.S258L

Pat_04 Pre-Treatment SORBS2 8470 37 4 186545315 186545315 Missense_Mutation SNP G A 8 51 c.1256C>T c.(1255-1257)CCC>CTC p.P419L

Pat_04 Pre-Treatment LPCAT1 79888 37 5 1494881 1494881 Missense_Mutation SNP G A 9 83 c.427C>T c.(427-429)CCT>TCT p.P143S

Pat_04 Pre-Treatment SEMA5A 9037 37 5 9063103 9063103 Missense_Mutation SNP C T 10 70 c.2414G>A c.(2413-2415)CGG>CAG p.R805Q

Pat_04 Pre-Treatment DNAH5 1767 37 5 13701415 13701415 Missense_Mutation SNP C T 8 69 c.13469G>A c.(13468-13470)GGA>GAA p.G4490E

Pat_04 Pre-Treatment DNAH5 1767 37 5 13714558 13714558 Missense_Mutation SNP C T 19 119 c.13081G>A c.(13081-13083)GAT>AAT p.D4361N

Pat_04 Pre-Treatment DNAH5 1767 37 5 13871769 13871769 Missense_Mutation SNP C T 6 30 c.3502G>A c.(3502-3504)GAA>AAA p.E1168K

Pat_04 Pre-Treatment TRIO 7204 37 5 14498726 14498726 Missense_Mutation SNP C T 17 124 c.8309C>T c.(8308-8310)TCG>TTG p.S2770L

Pat_04 Pre-Treatment CDH18 1016 37 5 19544029 19544029 Missense_Mutation SNP C T 7 56 c.1339G>A c.(1339-1341)GAC>AAC p.D447N

Pat_04 Pre-Treatment CDH9 1007 37 5 26906133 26906133 Missense_Mutation SNP G A 9 152 c.746C>T c.(745-747)TCT>TTT p.S249F

Pat_04 Pre-Treatment AGXT2 64902 37 5 35010230 35010230 Missense_Mutation SNP C T 16 68 c.1213G>A c.(1213-1215)GAA>AAA p.E405K

Pat_04 Pre-Treatment C9 735 37 5 39341321 39341321 Missense_Mutation SNP C T 15 141 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_04 Pre-Treatment HEATR7B2 133558 37 5 41038915 41038915 Missense_Mutation SNP G A 5 21 c.2137C>T c.(2137-2139)CCC>TCC p.P713S

Pat_04 Pre-Treatment HCN1 348980 37 5 45267313 45267313 Missense_Mutation SNP C T 17 81 c.1661G>A c.(1660-1662)CGA>CAA p.R554Q

Pat_04 Pre-Treatment IL31RA 133396 37 5 55203220 55203220 Missense_Mutation SNP C T 4 51 c.1286C>T c.(1285-1287)TCT>TTT p.S429F

Pat_04 Pre-Treatment BDP1 55814 37 5 70785458 70785458 Missense_Mutation SNP T A 6 43 c.1441T>A c.(1441-1443)TTA>ATA p.L481I

Pat_04 Pre-Treatment MAP1B 4131 37 5 71494189 71494190 Missense_Mutation DNP CC TT 13 71 c.5007_5008CC>TTc.(5005-5010)CACCCT>CATTCTp.P1670S

Pat_04 Pre-Treatment FAM169A 26049 37 5 74100362 74100362 Missense_Mutation SNP C T 12 105 c.868G>A c.(868-870)GAA>AAA p.E290K

Pat_04 Pre-Treatment PDE8B 8622 37 5 76714110 76714110 Missense_Mutation SNP C G 6 92 c.1968C>G c.(1966-1968)GAC>GAG p.D656E

Pat_04 Pre-Treatment VCAN 1462 37 5 82875858 82875858 Missense_Mutation SNP C T 13 87 c.9940C>T c.(9940-9942)CGT>TGT p.R3314C

Pat_04 Pre-Treatment VCAN 1462 37 5 82876246 82876246 Missense_Mutation SNP G A 3 27 c.10184G>A c.(10183-10185)AGG>AAG p.R3395K

Pat_04 Pre-Treatment GPR98 84059 37 5 89949427 89949427 Missense_Mutation SNP C T 10 22 c.4036C>T c.(4036-4038)CCC>TCC p.P1346S

Pat_04 Pre-Treatment CAST 831 37 5 96062522 96062522 Missense_Mutation SNP G A 6 49 c.46G>A c.(46-48)GAA>AAA p.E16K



Pat_04 Pre-Treatment CAST 831 37 5 96093305 96093305 Missense_Mutation SNP C T 8 61 c.1531C>T c.(1531-1533)CTT>TTT p.L511F

Pat_04 Pre-Treatment CHD1 1105 37 5 98192317 98192317 Missense_Mutation SNP G A 7 30 c.4900C>T c.(4900-4902)CAC>TAC p.H1634Y

Pat_04 Pre-Treatment MAN2A1 4124 37 5 109200786 109200786 Missense_Mutation SNP G A 10 90 c.3221G>A c.(3220-3222)GGG>GAG p.G1074E

Pat_04 Pre-Treatment STARD4 134429 37 5 110837710 110837710 Missense_Mutation SNP C T 23 93 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_04 Pre-Treatment SHROOM1 134549 37 5 132160400 132160400 Missense_Mutation SNP G A 10 62 c.1148C>T c.(1147-1149)CCC>CTC p.P383L

Pat_04 Pre-Treatment PCDHA1 56147 37 5 140167451 140167451 Missense_Mutation SNP G A 22 138 c.1576G>A c.(1576-1578)GAG>AAG p.E526K

Pat_04 Pre-Treatment PCDHA2 56146 37 5 140176383 140176383 Nonsense_Mutation SNP C T 14 94 c.1834C>T c.(1834-1836)CAG>TAG p.Q612*

Pat_04 Pre-Treatment PCDHA3 56145 37 5 140180999 140180999 Missense_Mutation SNP G A 23 142 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_04 Pre-Treatment PCDHA4 56144 37 5 140187313 140187313 Missense_Mutation SNP G A 7 30 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_04 Pre-Treatment PCDHA5 56143 37 5 140201564 140201564 Missense_Mutation SNP G C 32 132 c.204G>C c.(202-204)AAG>AAC p.K68N

Pat_04 Pre-Treatment PCDHA7 56141 37 5 140214360 140214360 Missense_Mutation SNP C T 18 200 c.392C>T c.(391-393)CCG>CTG p.P131L

Pat_04 Pre-Treatment PCDHB4 56131 37 5 140502392 140502392 Missense_Mutation SNP G A 8 68 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_04 Pre-Treatment PCDHB6 56130 37 5 140530635 140530635 Missense_Mutation SNP G A 5 26 c.797G>A c.(796-798)AGA>AAA p.R266K

Pat_04 Pre-Treatment PCDHB16 57717 37 5 140562587 140562587 Missense_Mutation SNP G T 7 24 c.453G>T c.(451-453)GAG>GAT p.E151D

Pat_04 Pre-Treatment PCDHGA1 56114 37 5 140712562 140712562 Missense_Mutation SNP C T 24 215 c.2311C>T c.(2311-2313)CCC>TCC p.P771S

Pat_04 Pre-Treatment PCDHGA3 56112 37 5 140725366 140725366 Missense_Mutation SNP C T 12 80 c.1766C>T c.(1765-1767)ACC>ATC p.T589I

Pat_04 Pre-Treatment PCDHGA3 56112 37 5 140725489 140725489 Missense_Mutation SNP G A 7 67 c.1889G>A c.(1888-1890)CGA>CAA p.R630Q

Pat_04 Pre-Treatment TCERG1 10915 37 5 145843320 145843320 Missense_Mutation SNP C T 44 174 c.1099C>T c.(1099-1101)CGT>TGT p.R367C

Pat_04 Pre-Treatment PPP2R2B 5521 37 5 145969685 145969685 Missense_Mutation SNP G A 20 99 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_04 Pre-Treatment JAKMIP2 9832 37 5 147024427 147024427 Missense_Mutation SNP C T 4 54 c.1069G>A c.(1069-1071)GAA>AAA p.E357K

Pat_04 Pre-Treatment GRIA1 2890 37 5 153077667 153077667 Missense_Mutation SNP G A 17 88 c.1198G>A c.(1198-1200)GAT>AAT p.D400N

Pat_04 Pre-Treatment CCNJL 79616 37 5 159686764 159686764 Missense_Mutation SNP G A 16 99 c.439C>T c.(439-441)CGG>TGG p.R147W

Pat_04 Pre-Treatment ODZ2 57451 37 5 167420031 167420031 Missense_Mutation SNP G A 12 94 c.1030G>A c.(1030-1032)GTT>ATT p.V344I

Pat_04 Pre-Treatment SLIT3 6586 37 5 168175380 168175380 Missense_Mutation SNP C T 5 54 c.2197G>A c.(2197-2199)GAG>AAG p.E733K

Pat_04 Pre-Treatment FOXI1 2299 37 5 169535146 169535146 Missense_Mutation SNP C T 10 36 c.668C>T c.(667-669)TCC>TTC p.S223F

Pat_04 Pre-Treatment EIF4E1B 253314 37 5 176072457 176072457 Missense_Mutation SNP G A 10 32 c.554G>A c.(553-555)GGG>GAG p.G185E

Pat_04 Pre-Treatment ZFP2 80108 37 5 178358462 178358462 Missense_Mutation SNP G A 10 49 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_04 Pre-Treatment KAAG1 353219 37 6 24358066 24358066 Missense_Mutation SNP G A 12 22 c.199G>A c.(199-201)GGA>AGA p.G67R

Pat_04 Pre-Treatment OR2B3 442184 37 6 29054557 29054557 Missense_Mutation SNP C T 4 27 c.469G>A c.(469-471)GTG>ATG p.V157M

Pat_04 Pre-Treatment HLA-DOA 3111 37 6 32975249 32975249 Missense_Mutation SNP C T 43 152 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_04 Pre-Treatment BRPF3 27154 37 6 36169418 36169418 Missense_Mutation SNP C T 3 15 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_04 Pre-Treatment YIPF3 25844 37 6 43480605 43480605 Missense_Mutation SNP C T 3 17 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_04 Pre-Treatment MEP1A 4224 37 6 46777273 46777273 Missense_Mutation SNP G A 23 92 c.379G>A c.(379-381)GGG>AGG p.G127R

Pat_04 Pre-Treatment CRISP2 7180 37 6 49663558 49663558 Missense_Mutation SNP C T 8 65 c.595G>A c.(595-597)GGA>AGA p.G199R

Pat_04 Pre-Treatment PGK2 5232 37 6 49754814 49754814 Missense_Mutation SNP C T 8 55 c.87G>A c.(85-87)ATG>ATA p.M29I

Pat_04 Pre-Treatment FAM83B 222584 37 6 54735177 54735177 Missense_Mutation SNP G A 12 80 c.133G>A c.(133-135)GAA>AAA p.E45K

Pat_04 Pre-Treatment BMP5 653 37 6 55623909 55623909 Nonsense_Mutation SNP C T 9 51 c.1109G>A c.(1108-1110)TGG>TAG p.W370*

Pat_04 Pre-Treatment BEND6 221336 37 6 56879993 56879993 Missense_Mutation SNP G A 12 53 c.361G>A c.(361-363)GGT>AGT p.G121S

Pat_04 Pre-Treatment PHF3 23469 37 6 64413499 64413499 Missense_Mutation SNP C T 4 30 c.3305C>T c.(3304-3306)TCT>TTT p.S1102F

Pat_04 Pre-Treatment COL9A1 1297 37 6 70990558 70990558 Missense_Mutation SNP C T 3 14 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_04 Pre-Treatment KCNQ5 56479 37 6 73904661 73904661 Missense_Mutation SNP G A 7 50 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_04 Pre-Treatment GJA10 84694 37 6 90605358 90605358 Missense_Mutation SNP G A 4 34 c.1171G>A c.(1171-1173)GAC>AAC p.D391N

Pat_04 Pre-Treatment C6orf167 253714 37 6 97702456 97702456 Missense_Mutation SNP G A 8 17 c.1096C>T c.(1096-1098)CGC>TGC p.R366C

Pat_04 Pre-Treatment SIM1 6492 37 6 100841729 100841729 Missense_Mutation SNP G A 7 36 c.1204C>T c.(1204-1206)CAT>TAT p.H402Y

Pat_04 Pre-Treatment REV3L 5980 37 6 111688989 111688989 Missense_Mutation SNP G A 11 91 c.6002C>T c.(6001-6003)CCA>CTA p.P2001L

Pat_04 Pre-Treatment ROS1 6098 37 6 117662685 117662685 Nonsense_Mutation SNP G A 10 59 c.4780C>T c.(4780-4782)CAG>TAG p.Q1594*

Pat_04 Pre-Treatment MAN1A1 4121 37 6 119522499 119522499 Missense_Mutation SNP C T 6 28 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q



Pat_04 Pre-Treatment PTPRK 5796 37 6 128306900 128306900 Missense_Mutation SNP G A 5 52 c.3214C>T c.(3214-3216)CCT>TCT p.P1072S

Pat_04 Pre-Treatment SYNE1 23345 37 6 152583252 152583252 Missense_Mutation SNP C T 6 49 c.18887G>A c.(18886-18888)AGA>AAA p.R6296K

Pat_04 Pre-Treatment SYNE1 23345 37 6 152706973 152706973 Missense_Mutation SNP C T 5 39 c.8488G>A c.(8488-8490)GAA>AAA p.E2830K

Pat_04 Pre-Treatment MYCT1 80177 37 6 153043059 153043059 Missense_Mutation SNP C T 14 104 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_04 Pre-Treatment LPA 4018 37 6 161022099 161022099 Missense_Mutation SNP C T 10 71 c.2977G>A c.(2977-2979)GAT>AAT p.D993N

Pat_04 Pre-Treatment PACRG 135138 37 6 163510440 163510440 Missense_Mutation SNP G A 10 40 c.613G>A c.(613-615)GGG>AGG p.G205R

Pat_04 Pre-Treatment TCP10L2 401285 37 6 167591993 167591993 Missense_Mutation SNP C T 22 138 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_04 Pre-Treatment MAD1L1 8379 37 7 2265161 2265161 Missense_Mutation SNP G A 5 25 c.175C>T c.(175-177)CGT>TGT p.R59C

Pat_04 Pre-Treatment ACTB 60 37 7 5568184 5568184 Missense_Mutation SNP C T 9 54 c.530G>A c.(529-531)CGT>CAT p.R177H

Pat_04 Pre-Treatment DNAH11 8701 37 7 21730448 21730448 Missense_Mutation SNP C T 33 133 c.6011C>T c.(6010-6012)CCG>CTG p.P2004L

Pat_04 Pre-Treatment DNAH11 8701 37 7 21827019 21827019 Missense_Mutation SNP G A 6 31 c.9763G>A c.(9763-9765)GTT>ATT p.V3255I

Pat_04 Pre-Treatment STK31 56164 37 7 23830450 23830450 Missense_Mutation SNP G A 12 48 c.2645G>A c.(2644-2646)CGA>CAA p.R882Q

Pat_04 Pre-Treatment NPC1L1 29881 37 7 44579280 44579280 Missense_Mutation SNP C T 7 58 c.716G>A c.(715-717)GGG>GAG p.G239E

Pat_04 Pre-Treatment WBSCR17 64409 37 7 71135003 71135003 Missense_Mutation SNP G A 22 49 c.1313G>A c.(1312-1314)AGG>AAG p.R438K

Pat_04 Pre-Treatment BAZ1B 9031 37 7 72865214 72865215 Missense_Mutation DNP GG AA 22 138 c.3542_3543CC>TT c.(3541-3543)TCC>TTT p.S1181F

Pat_04 Pre-Treatment MAGI2 9863 37 7 77756606 77756606 Missense_Mutation SNP G A 24 252 c.3331C>T c.(3331-3333)CCC>TCC p.P1111S

Pat_04 Pre-Treatment PCLO 27445 37 7 82538294 82538294 Missense_Mutation SNP C T 5 53 c.13336G>A c.(13336-13338)GAT>AAT p.D4446N

Pat_04 Pre-Treatment PCLO 27445 37 7 82544905 82544905 Missense_Mutation SNP G A 9 62 c.12397C>T c.(12397-12399)CGT>TGT p.R4133C

Pat_04 Pre-Treatment PCLO 27445 37 7 82578956 82578956 Missense_Mutation SNP C T 18 186 c.10948G>A c.(10948-10950)GAT>AAT p.D3650N

Pat_04 Pre-Treatment PCLO 27445 37 7 82580479 82580479 Missense_Mutation SNP G A 3 25 c.9425C>T c.(9424-9426)TCA>TTA p.S3142L

Pat_04 Pre-Treatment PCLO 27445 37 7 82582341 82582341 Missense_Mutation SNP C T 6 60 c.7928G>A c.(7927-7929)GGA>GAA p.G2643E

Pat_04 Pre-Treatment PCLO 27445 37 7 82764798 82764798 Missense_Mutation SNP G A 5 57 c.2068C>T c.(2068-2070)CCA>TCA p.P690S

Pat_04 Pre-Treatment ABCB1 5243 37 7 87175304 87175304 Missense_Mutation SNP G A 13 95 c.1762C>T c.(1762-1764)CGT>TGT p.R588C

Pat_04 Pre-Treatment AKAP9 10142 37 7 91712907 91712907 Nonsense_Mutation SNP C T 7 73 c.8584C>T c.(8584-8586)CAG>TAG p.Q2862*

Pat_04 Pre-Treatment HEPACAM2 253012 37 7 92826842 92826842 Missense_Mutation SNP G A 3 23 c.1094C>T c.(1093-1095)TCC>TTC p.S365F

Pat_04 Pre-Treatment HEPACAM2 253012 37 7 92844875 92844875 Missense_Mutation SNP T A 15 71 c.554A>T c.(553-555)AAT>ATT p.N185I

Pat_04 Pre-Treatment ARPC1B 10095 37 7 98984382 98984382 Missense_Mutation SNP G A 19 127 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_04 Pre-Treatment TRIM4 89122 37 7 99490070 99490070 Missense_Mutation SNP G A 35 258 c.1219C>T c.(1219-1221)CGT>TGT p.R407C

Pat_04 Pre-Treatment STAG3 10734 37 7 99787166 99787166 Missense_Mutation SNP C T 39 88 c.814C>T c.(814-816)CCA>TCA p.P272S

Pat_04 Pre-Treatment C7orf61 402573 37 7 100061186 100061186 Missense_Mutation SNP G A 6 40 c.187C>T c.(187-189)CCA>TCA p.P63S

Pat_04 Pre-Treatment MYL10 93408 37 7 101266307 101266307 Missense_Mutation SNP C T 11 57 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_04 Pre-Treatment RELN 5649 37 7 103113269 103113269 Missense_Mutation SNP C T 10 52 c.10373G>A c.(10372-10374)CGA>CAA p.R3458Q

Pat_04 Pre-Treatment RELN 5649 37 7 103180703 103180703 Missense_Mutation SNP G A 12 100 c.6871C>T c.(6871-6873)CTT>TTT p.L2291F

Pat_04 Pre-Treatment RELN 5649 37 7 103629593 103629593 Missense_Mutation SNP C T 15 61 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_04 Pre-Treatment BCAP29 55973 37 7 107258776 107258776 Missense_Mutation SNP C T 5 43 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_04 Pre-Treatment TFEC 22797 37 7 115596807 115596807 Missense_Mutation SNP C T 10 69 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_04 Pre-Treatment MET 4233 37 7 116339706 116339706 Missense_Mutation SNP G A 13 76 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_04 Pre-Treatment NRF1 4899 37 7 129349000 129349000 Missense_Mutation SNP C T 26 237 c.692C>T c.(691-693)CCC>CTC p.P231L

Pat_04 Pre-Treatment NRF1 4899 37 7 129394921 129394921 Missense_Mutation SNP G A 9 78 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_04 Pre-Treatment CPA1 1357 37 7 130023244 130023244 Missense_Mutation SNP G A 8 52 c.496G>A c.(496-498)GGC>AGC p.G166S

Pat_04 Pre-Treatment MEST 4232 37 7 130138283 130138283 Missense_Mutation SNP G A 12 81 c.500G>A c.(499-501)CGG>CAG p.R167Q

Pat_04 Pre-Treatment PLXNA4 91584 37 7 132193185 132193185 Missense_Mutation SNP C T 7 66 c.268G>A c.(268-270)GAG>AAG p.E90K

Pat_04 Pre-Treatment CREB3L2 64764 37 7 137567192 137567192 Missense_Mutation SNP C T 16 102 c.1453G>A c.(1453-1455)GAG>AAG p.E485K

Pat_04 Pre-Treatment TMEM213 155006 37 7 138486131 138486131 Missense_Mutation SNP G A 4 20 c.142G>A c.(142-144)GAG>AAG p.E48K

Pat_04 Pre-Treatment TBXAS1 6916 37 7 139717589 139717589 Missense_Mutation SNP C T 13 142 c.1624C>T c.(1624-1626)CAC>TAC p.H542Y

Pat_04 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 31 71 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_04 Pre-Treatment TAS2R38 5726 37 7 141673021 141673021 Missense_Mutation SNP G A 5 50 c.469C>T c.(469-471)CTC>TTC p.L157F



Pat_04 Pre-Treatment TAS2R39 259285 37 7 142881106 142881106 Missense_Mutation SNP A G 5 53 c.595A>G c.(595-597)ACA>GCA p.T199A

Pat_04 Pre-Treatment FAM131B 9715 37 7 143053747 143053747 Nonsense_Mutation SNP G A 39 224 c.895C>T c.(895-897)CGA>TGA p.R299*

Pat_04 Pre-Treatment FAM131B 9715 37 7 143056030 143056030 Nonsense_Mutation SNP C T 6 52 c.272G>A c.(271-273)TGG>TAG p.W91*

Pat_04 Pre-Treatment OR2A5 393046 37 7 143747858 143747858 Missense_Mutation SNP C T 30 196 c.364C>T c.(364-366)CGG>TGG p.R122W

Pat_04 Pre-Treatment SSPO 23145 37 7 149509361 149509362 Missense_Mutation DNP GG AA 3 16 c.9759_9760GG>AAc.(9757-9762)GGGGGA>GGAAGAp.G3254R

Pat_04 Pre-Treatment ZNF862 643641 37 7 149544869 149544869 Missense_Mutation SNP C T 5 14 c.287C>T c.(286-288)CCC>CTC p.P96L

Pat_04 Pre-Treatment ACCN3 9311 37 7 150747192 150747192 Splice_Site SNP G A 16 70 c.535_splice c.e2-1 p.I179_splice

Pat_04 Pre-Treatment GBX1 2636 37 7 150846152 150846152 Missense_Mutation SNP C T 53 393 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_04 Pre-Treatment CSMD1 64478 37 8 2820770 2820770 Nonsense_Mutation SNP C T 19 115 c.9431G>A c.(9430-9432)TGG>TAG p.W3144*

Pat_04 Pre-Treatment RP1L1 94137 37 8 10465655 10465655 Missense_Mutation SNP C T 17 122 c.5953G>A c.(5953-5955)GAG>AAG p.E1985K

Pat_04 Pre-Treatment MSR1 4481 37 8 15978011 15978011 Missense_Mutation SNP C T 32 194 c.1138G>A c.(1138-1140)GAA>AAA p.E380K

Pat_04 Pre-Treatment NAT2 10 37 8 18258373 18258373 Missense_Mutation SNP C T 6 43 c.860C>T c.(859-861)TCC>TTC p.S287F

Pat_04 Pre-Treatment SLC18A1 6570 37 8 20028976 20028976 Missense_Mutation SNP C T 18 95 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_04 Pre-Treatment PHYHIP 9796 37 8 22084457 22084457 Missense_Mutation SNP C T 13 73 c.247G>A c.(247-249)GAG>AAG p.E83K

Pat_04 Pre-Treatment PIWIL2 55124 37 8 22211798 22211798 Missense_Mutation SNP T A 20 87 c.2672T>A c.(2671-2673)CTT>CAT p.L891H

Pat_04 Pre-Treatment ADAM28 10863 37 8 24193049 24193049 Missense_Mutation SNP G A 8 37 c.1462G>A c.(1462-1464)GAT>AAT p.D488N

Pat_04 Pre-Treatment ADAM7 8756 37 8 24350704 24350704 Missense_Mutation SNP G A 10 26 c.1804G>A c.(1804-1806)GGC>AGC p.G602S

Pat_04 Pre-Treatment EBF2 64641 37 8 25708119 25708119 Missense_Mutation SNP C T 13 91 c.1687G>A c.(1687-1689)GGA>AGA p.G563R

Pat_04 Pre-Treatment EBF2 64641 37 8 25718744 25718744 Splice_Site SNP T C 11 61 c.1165_splice c.e13-1 p.D389_splice

Pat_04 Pre-Treatment TEX15 56154 37 8 30701904 30701904 Missense_Mutation SNP C T 19 123 c.4630G>A c.(4630-4632)GAA>AAA p.E1544K

Pat_04 Pre-Treatment ANK1 286 37 8 41550683 41550683 Missense_Mutation SNP C T 23 88 c.3569G>A c.(3568-3570)GGA>GAA p.G1190E

Pat_04 Pre-Treatment PXDNL 137902 37 8 52321545 52321545 Missense_Mutation SNP G A 5 58 c.2639C>T c.(2638-2640)TCA>TTA p.S880L

Pat_04 Pre-Treatment PXDNL 137902 37 8 52321663 52321663 Missense_Mutation SNP G A 3 28 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_04 Pre-Treatment PCMTD1 115294 37 8 52733153 52733153 Nonsense_Mutation SNP T A 5 184 c.832A>T c.(832-834)AGA>TGA p.R278*

Pat_04 Pre-Treatment RP1 6101 37 8 55539678 55539678 Missense_Mutation SNP C T 6 20 c.3236C>T c.(3235-3237)CCA>CTA p.P1079L

Pat_04 Pre-Treatment XKR4 114786 37 8 56015146 56015146 Missense_Mutation SNP G A 4 11 c.98G>A c.(97-99)GGA>GAA p.G33E

Pat_04 Pre-Treatment CSPP1 79848 37 8 68007843 68007843 Missense_Mutation SNP C T 10 34 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_04 Pre-Treatment C8orf34 116328 37 8 69358567 69358567 Missense_Mutation SNP C T 3 25 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_04 Pre-Treatment C8orf34 116328 37 8 69434034 69434034 Missense_Mutation SNP G A 3 42 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_04 Pre-Treatment KCNB2 9312 37 8 73849835 73849835 Missense_Mutation SNP C T 31 232 c.2245C>T c.(2245-2247)CCG>TCG p.P749S

Pat_04 Pre-Treatment ZFHX4 79776 37 8 77618289 77618289 Nonsense_Mutation SNP C T 3 21 c.1966C>T c.(1966-1968)CAG>TAG p.Q656*

Pat_04 Pre-Treatment TPD52 7163 37 8 80976726 80976726 Missense_Mutation SNP C T 17 98 c.242G>A c.(241-243)AGA>AAA p.R81K

Pat_04 Pre-Treatment PMP2 5375 37 8 82357197 82357197 Missense_Mutation SNP C T 4 31 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_04 Pre-Treatment RGS22 26166 37 8 101075717 101075717 Missense_Mutation SNP C T 9 50 c.1279G>A c.(1279-1281)GGA>AGA p.G427R

Pat_04 Pre-Treatment SNX31 169166 37 8 101629886 101629886 Missense_Mutation SNP C T 10 70 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_04 Pre-Treatment CSMD3 114788 37 8 113301606 113301606 Missense_Mutation SNP G C 17 152 c.9136C>G c.(9136-9138)CCT>GCT p.P3046A

Pat_04 Pre-Treatment ZHX2 22882 37 8 123964603 123964603 Missense_Mutation SNP C T 11 51 c.853C>T c.(853-855)CCT>TCT p.P285S

Pat_04 Pre-Treatment FAM83A 84985 37 8 124195392 124195392 Missense_Mutation SNP C T 12 76 c.296C>T c.(295-297)TCC>TTC p.S99F

Pat_04 Pre-Treatment ADCY8 114 37 8 132051738 132051738 Missense_Mutation SNP G A 5 30 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_04 Pre-Treatment COL22A1 169044 37 8 139845361 139845361 Missense_Mutation SNP C T 10 59 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_04 Pre-Treatment ZNF16 7564 37 8 146157650 146157650 Missense_Mutation SNP G A 15 135 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_04 Pre-Treatment KDM4C 23081 37 9 7174607 7174607 Nonsense_Mutation SNP C T 20 102 c.3049C>T c.(3049-3051)CAA>TAA p.Q1017*

Pat_04 Pre-Treatment FREM1 158326 37 9 14841507 14841507 Missense_Mutation SNP C T 4 38 c.1819G>A c.(1819-1821)GAA>AAA p.E607K

Pat_04 Pre-Treatment CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 3 18 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_04 Pre-Treatment ANXA2P2 304 37 9 33625005 33625005 Missense_Mutation SNP G A 4 37 c.734G>A c.(733-735)AGG>AAG p.R245K

Pat_04 Pre-Treatment FAM75A6 389730 37 9 43627750 43627751 Missense_Mutation DNP CC TT 37 238 c.936_937GG>AAc.(934-939)ATGGAA>ATAAAAp.312_313ME>IK

Pat_04 Pre-Treatment FOXD4L5 653427 37 9 70177790 70177790 Missense_Mutation SNP C T 6 73 c.194G>A c.(193-195)GGC>GAC p.G65D



Pat_04 Pre-Treatment APBA1 320 37 9 72131466 72131466 Missense_Mutation SNP C T 3 7 c.661G>A c.(661-663)GAC>AAC p.D221N

Pat_04 Pre-Treatment MAMDC2 256691 37 9 72785420 72785420 Missense_Mutation SNP G C 11 64 c.1524G>C c.(1522-1524)GAG>GAC p.E508D

Pat_04 Pre-Treatment TRPM3 80036 37 9 73233959 73233959 Missense_Mutation SNP C T 6 41 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_04 Pre-Treatment TMC1 117531 37 9 75445446 75445446 Splice_Site SNP G A 5 35 c.2208_splice c.e22+1 p.M736_splice

Pat_04 Pre-Treatment PCSK5 5125 37 9 78601135 78601135 Missense_Mutation SNP C T 14 85 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_04 Pre-Treatment PCSK5 5125 37 9 78804019 78804019 Missense_Mutation SNP C T 5 45 c.2390C>T c.(2389-2391)GCT>GTT p.A797V

Pat_04 Pre-Treatment PRUNE2 158471 37 9 79322383 79322383 Missense_Mutation SNP C T 3 34 c.4807G>A c.(4807-4809)GAG>AAG p.E1603K

Pat_04 Pre-Treatment PRUNE2 158471 37 9 79326139 79326139 Missense_Mutation SNP C T 3 23 c.1051G>A c.(1051-1053)GAA>AAA p.E351K

Pat_04 Pre-Treatment GRIN3A 116443 37 9 104449125 104449125 Missense_Mutation SNP G A 9 27 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_04 Pre-Treatment OR13F1 138805 37 9 107266743 107266743 Missense_Mutation SNP C T 26 117 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_04 Pre-Treatment EPB41L4B 54566 37 9 112020521 112020521 Missense_Mutation SNP G A 9 30 c.688C>T c.(688-690)CGG>TGG p.R230W

Pat_04 Pre-Treatment MUSK 4593 37 9 113563038 113563038 Missense_Mutation SNP G A 4 26 c.2380G>A c.(2380-2382)GAG>AAG p.E794K

Pat_04 Pre-Treatment C9orf84 158401 37 9 114510461 114510461 Missense_Mutation SNP C T 12 53 c.689G>A c.(688-690)GGA>GAA p.G230E

Pat_04 Pre-Treatment OR1N2 138882 37 9 125315890 125315890 Missense_Mutation SNP C T 17 67 c.442C>T c.(442-444)CAT>TAT p.H148Y

Pat_04 Pre-Treatment CIZ1 25792 37 9 130938729 130938729 Missense_Mutation SNP G A 13 57 c.1844C>T c.(1843-1845)CCT>CTT p.P615L

Pat_04 Pre-Treatment GPR107 57720 37 9 132839594 132839594 Missense_Mutation SNP A G 7 45 c.323A>G c.(322-324)TAC>TGC p.Y108C

Pat_04 Pre-Treatment ASS1 445 37 9 133355154 133355154 Missense_Mutation SNP C T 21 69 c.740C>T c.(739-741)TCC>TTC p.S247F

Pat_04 Pre-Treatment NUP214 8021 37 9 134025772 134025772 Missense_Mutation SNP C T 5 73 c.2102C>T c.(2101-2103)CCT>CTT p.P701L

Pat_04 Pre-Treatment ADAMTS13 11093 37 9 136319646 136319646 Missense_Mutation SNP G A 5 44 c.3154G>A c.(3154-3156)GAG>AAG p.E1052K

Pat_04 Pre-Treatment COL5A1 1289 37 9 137622248 137622248 Missense_Mutation SNP C T 6 40 c.1091C>T c.(1090-1092)CCC>CTC p.P364L

Pat_04 Pre-Treatment COL5A1 1289 37 9 137702140 137702140 Missense_Mutation SNP G A 5 53 c.3514G>A c.(3514-3516)GAC>AAC p.D1172N

Pat_04 Pre-Treatment CAMSAP1 157922 37 9 138714655 138714655 Missense_Mutation SNP C T 5 38 c.1852G>A c.(1852-1854)GGG>AGG p.G618R

Pat_04 Pre-Treatment NOTCH1 4851 37 9 139410495 139410495 Missense_Mutation SNP G A 17 96 c.1607C>T c.(1606-1608)CCC>CTC p.P536L

Pat_04 Pre-Treatment EDF1 8721 37 9 139757778 139757778 Missense_Mutation SNP G A 12 69 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_04 Pre-Treatment NDOR1 27158 37 9 140100762 140100762 Splice_Site SNP G A 5 189 c.213_splice c.e2+1 p.K71_splice

Pat_04 Pre-Treatment MXRA5 25878 37 X 3248116 3248116 Missense_Mutation SNP G A 3 10 c.652C>T c.(652-654)CCG>TCG p.P218S

Pat_04 Pre-Treatment FRMPD4 9758 37 X 12735733 12735733 Missense_Mutation SNP G A 30 70 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_04 Pre-Treatment ZRSR2 8233 37 X 15838410 15838410 Missense_Mutation SNP C T 25 93 c.908C>T c.(907-909)CCC>CTC p.P303L

Pat_04 Pre-Treatment BEND2 139105 37 X 18221675 18221675 Missense_Mutation SNP C T 6 40 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_04 Pre-Treatment SH3KBP1 30011 37 X 19764542 19764542 Missense_Mutation SNP C T 11 29 c.180G>A c.(178-180)ATG>ATA p.M60I

Pat_04 Pre-Treatment CNKSR2 22866 37 X 21450761 21450761 Missense_Mutation SNP C A 6 51 c.260C>A c.(259-261)ACC>AAC p.T87N

Pat_04 Pre-Treatment ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 31 57 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_04 Pre-Treatment PPP1R3F 89801 37 X 49142945 49142945 Missense_Mutation SNP C T 6 14 c.1793C>T c.(1792-1794)TCG>TTG p.S598L

Pat_04 Pre-Treatment MAGEE2 139599 37 X 75004584 75004584 Missense_Mutation SNP C T 4 18 c.303G>A c.(301-303)ATG>ATA p.M101I

Pat_04 Pre-Treatment PCDH11X 27328 37 X 91090729 91090729 Nonsense_Mutation SNP C T 40 63 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_04 Pre-Treatment BEX1 55859 37 X 102318005 102318005 Missense_Mutation SNP C T 28 56 c.198G>A c.(196-198)ATG>ATA p.M66I

Pat_04 Pre-Treatment NRK 203447 37 X 105168911 105168911 Missense_Mutation SNP G A 14 23 c.3200G>A c.(3199-3201)CGA>CAA p.R1067Q

Pat_04 Pre-Treatment TRPC5 7224 37 X 111155953 111155953 Missense_Mutation SNP C T 19 53 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_04 Pre-Treatment ZCCHC16 340595 37 X 111698539 111698539 Missense_Mutation SNP G A 18 43 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_04 Pre-Treatment SASH3 54440 37 X 128922438 128922438 Missense_Mutation SNP C T 7 14 c.185C>T c.(184-186)CCA>CTA p.P62L

Pat_04 Pre-Treatment IGSF1 3547 37 X 130415793 130415793 Missense_Mutation SNP C T 9 15 c.1372G>A c.(1372-1374)GAA>AAA p.E458K

Pat_04 Pre-Treatment SAGE1 55511 37 X 134988220 134988220 Missense_Mutation SNP G A 13 29 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_04 Pre-Treatment GPR112 139378 37 X 135427792 135427792 Missense_Mutation SNP G A 16 29 c.1927G>A c.(1927-1929)GAT>AAT p.D643N

Pat_04 Pre-Treatment CDR1 1038 37 X 139865876 139865876 Missense_Mutation SNP C T 14 36 c.656G>A c.(655-657)GGA>GAA p.G219E

Pat_04 Pre-Treatment GABRE 2564 37 X 151124290 151124290 Missense_Mutation SNP C T 22 47 c.827G>A c.(826-828)CGG>CAG p.R276Q

Pat_04 Pre-Treatment MAGEA10 4109 37 X 151303876 151303876 Missense_Mutation SNP C T 23 37 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_04 Pre-Treatment MAGEA6 4105 37 X 151870118 151870118 Missense_Mutation SNP G A 28 69 c.808G>A c.(808-810)GAG>AAG p.E270K



Pat_04 Pre-Treatment USP9Y 8287 37 Y 14872445 14872445 Missense_Mutation SNP C T 8 10 c.1798C>T c.(1798-1800)CGC>TGC p.R600C

Pat_04 Post-Resistance DNALI1 7802 37 1 38023207 38023207 Missense_Mutation SNP C T 5 124 c.151C>T c.(151-153)CGG>TGG p.R51W

Pat_04 Post-Resistance SLAMF9 89886 37 1 159923915 159923915 Missense_Mutation SNP G A 3 57 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_04 Post-Resistance SLAMF1 6504 37 1 160616672 160616672 Missense_Mutation SNP T C 3 31 c.64A>G c.(64-66)AGC>GGC p.S22G

Pat_04 Post-Resistance CAMSAP1L1 23271 37 1 200816379 200816379 Missense_Mutation SNP C T 4 94 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_04 Post-Resistance CENPF 1063 37 1 214819239 214819239 Nonsense_Mutation SNP C G 4 78 c.6326C>G c.(6325-6327)TCA>TGA p.S2109*

Pat_04 Post-Resistance BICC1 80114 37 10 60566860 60566860 Missense_Mutation SNP A C 6 130 c.2318A>C c.(2317-2319)AAG>ACG p.K773T

Pat_04 Post-Resistance OR10A4 283297 37 11 6898467 6898467 Missense_Mutation SNP G C 5 112 c.589G>C c.(589-591)GAA>CAA p.E197Q

Pat_04 Post-Resistance OR4D11 219986 37 11 59271557 59271557 Missense_Mutation SNP G A 7 235 c.509G>A c.(508-510)GGA>GAA p.G170E

Pat_04 Post-Resistance CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 4 118 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_04 Post-Resistance DCAF4 26094 37 14 73425449 73425449 Missense_Mutation SNP C T 6 161 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_04 Post-Resistance TUBGCP4 27229 37 15 43668311 43668311 Missense_Mutation SNP C T 7 215 c.94C>T c.(94-96)CCT>TCT p.P32S

Pat_04 Post-Resistance ACSM2B 348158 37 16 20570625 20570625 Missense_Mutation SNP G A 3 51 c.322C>T c.(322-324)CGT>TGT p.R108C

Pat_04 Post-Resistance SENP3 26168 37 17 7473708 7473709 Missense_Mutation DNP CC TT 4 100 c.1376_1377CC>TTc.(1375-1377)CCC>CTT p.P459L

Pat_04 Post-Resistance HAP1 9001 37 17 39881183 39881183 Missense_Mutation SNP C T 24 364 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_04 Post-Resistance MAPT 4137 37 17 44060753 44060753 Missense_Mutation SNP G A 4 25 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_04 Post-Resistance ITGB3 3690 37 17 45369775 45369775 Missense_Mutation SNP G A 4 114 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_04 Post-Resistance HOXB5 3215 37 17 46669678 46669678 Missense_Mutation SNP C T 6 203 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_04 Post-Resistance MED13 9969 37 17 60088215 60088215 Missense_Mutation SNP G A 4 89 c.1663C>T c.(1663-1665)CCT>TCT p.P555S

Pat_04 Post-Resistance APOB 338 37 2 21232704 21232704 Missense_Mutation SNP C T 3 59 c.7036G>A c.(7036-7038)GAG>AAG p.E2346K

Pat_04 Post-Resistance SLC4A5 57835 37 2 74452032 74452032 Missense_Mutation SNP C T 3 39 c.3229G>A c.(3229-3231)GAA>AAA p.E1077K

Pat_04 Post-Resistance RBM44 375316 37 2 238725794 238725794 Missense_Mutation SNP G A 8 81 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_04 Post-Resistance KCNK15 60598 37 20 43378866 43378866 Missense_Mutation SNP G T 6 15 c.380G>T c.(379-381)AGC>ATC p.S127I

Pat_04 Post-Resistance ZSWIM3 140831 37 20 44506623 44506623 Missense_Mutation SNP G A 3 57 c.1426G>A c.(1426-1428)GCA>ACA p.A476T

Pat_04 Post-Resistance SLC13A3 64849 37 20 45188756 45188756 Nonsense_Mutation SNP G A 9 275 c.1714C>T c.(1714-1716)CAG>TAG p.Q572*

Pat_04 Post-Resistance SCN5A 6331 37 3 38645271 38645271 Missense_Mutation SNP C T 4 67 c.1822G>A c.(1822-1824)GAC>AAC p.D608N

Pat_04 Post-Resistance GOLGB1 2804 37 3 121413651 121413651 Nonsense_Mutation SNP G A 5 172 c.5704C>T c.(5704-5706)CAA>TAA p.Q1902*

Pat_04 Post-Resistance EBF1 1879 37 5 158223448 158223448 Missense_Mutation SNP C T 4 70 c.814G>A c.(814-816)GGA>AGA p.G272R

Pat_04 Post-Resistance HLA-DOA 3111 37 6 32975249 32975249 Missense_Mutation SNP C T 9 245 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_04 Post-Resistance MEP1A 4224 37 6 46777273 46777273 Missense_Mutation SNP G A 7 172 c.379G>A c.(379-381)GGG>AGG p.G127R

Pat_04 Post-Resistance PTPRK 5796 37 6 128306900 128306900 Missense_Mutation SNP G A 4 85 c.3214C>T c.(3214-3216)CCT>TCT p.P1072S

Pat_04 Post-Resistance NPC1L1 29881 37 7 44579280 44579280 Missense_Mutation SNP C T 4 106 c.716G>A c.(715-717)GGG>GAG p.G239E

Pat_04 Post-Resistance BAZ1B 9031 37 7 72865214 72865215 Missense_Mutation DNP GG AA 6 139 c.3542_3543CC>TT c.(3541-3543)TCC>TTT p.S1181F

Pat_04 Post-Resistance STAG3 10734 37 7 99787166 99787166 Missense_Mutation SNP C T 8 113 c.814C>T c.(814-816)CCA>TCA p.P272S

Pat_04 Post-Resistance TFEC 22797 37 7 115596807 115596807 Missense_Mutation SNP C T 5 62 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_04 Post-Resistance TAS2R39 259285 37 7 142881106 142881106 Missense_Mutation SNP A G 4 59 c.595A>G c.(595-597)ACA>GCA p.T199A

Pat_04 Post-Resistance ADAM7 8756 37 8 24350704 24350704 Missense_Mutation SNP G A 3 36 c.1804G>A c.(1804-1806)GGC>AGC p.G602S

Pat_04 Post-Resistance ANK1 286 37 8 41550683 41550683 Missense_Mutation SNP C T 5 113 c.3569G>A c.(3568-3570)GGA>GAA p.G1190E

Pat_04 Post-Resistance ZRSR2 8233 37 X 15838410 15838410 Missense_Mutation SNP C T 4 103 c.908C>T c.(907-909)CCC>CTC p.P303L

Pat_04 Post-Resistance NRK 203447 37 X 105168911 105168911 Missense_Mutation SNP G A 4 48 c.3200G>A c.(3199-3201)CGA>CAA p.R1067Q

Pat_04 Post-Resistance MAGEA6 4105 37 X 151870118 151870118 Missense_Mutation SNP G A 5 102 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_07 Post-Resistance CDK11B 984 37 1 1572288 1572288 Missense_Mutation SNP G A 3 58 c.1771C>T c.(1771-1773)CGC>TGC p.R591C

Pat_07 Post-Resistance SPATA21 374955 37 1 16730232 16730232 Missense_Mutation SNP C T 70 189 c.991G>A c.(991-993)GAA>AAA p.E331K

Pat_07 Post-Resistance C1orf172 126695 37 1 27278407 27278407 Missense_Mutation SNP C T 19 40 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_07 Post-Resistance SLC1A7 6512 37 1 53556345 53556345 Missense_Mutation SNP C T 3 49 c.1165G>A c.(1165-1167)GCC>ACC p.A389T

Pat_07 Post-Resistance MTMR11 10903 37 1 149903250 149903250 Nonsense_Mutation SNP G A 6 234 c.1192C>T c.(1192-1194)CGA>TGA p.R398*

Pat_07 Post-Resistance TCHH 7062 37 1 152084627 152084627 Missense_Mutation SNP C G 4 120 c.1066G>C c.(1066-1068)GAG>CAG p.E356Q



Pat_07 Post-Resistance RPTN 126638 37 1 152128617 152128617 Missense_Mutation SNP T C 18 773 c.958A>G c.(958-960)AGT>GGT p.S320G

Pat_07 Post-Resistance DENND4B 9909 37 1 153907256 153907256 Missense_Mutation SNP T A 3 43 c.2753A>T c.(2752-2754)GAG>GTG p.E918V

Pat_07 Post-Resistance C1orf156 92342 37 1 169761849 169761849 Missense_Mutation SNP C T 4 118 c.988G>A c.(988-990)GTA>ATA p.V330I

Pat_07 Post-Resistance USH2A 7399 37 1 216498769 216498769 Missense_Mutation SNP G T 48 263 c.1021C>A c.(1021-1023)CCT>ACT p.P341T

Pat_07 Post-Resistance OBSCN 84033 37 1 228473933 228473933 Missense_Mutation SNP C G 3 55 c.9159C>G c.(9157-9159)ATC>ATG p.I3053M

Pat_07 Post-Resistance CSTF2T 23283 37 10 53458337 53458337 Missense_Mutation SNP G A 4 147 c.973C>T c.(973-975)CCT>TCT p.P325S

Pat_07 Post-Resistance PTEN 5728 37 10 89685305 89685305 Missense_Mutation SNP T G 34 44 c.200T>G c.(199-201)ATA>AGA p.I67R

Pat_07 Post-Resistance LRP4 4038 37 11 46920467 46920467 Missense_Mutation SNP C T 3 57 c.664G>A c.(664-666)GAG>AAG p.E222K

Pat_07 Post-Resistance OR5I1 10798 37 11 55703585 55703585 Missense_Mutation SNP C T 21 42 c.292G>A c.(292-294)GGG>AGG p.G98R

Pat_07 Post-Resistance OR5M1 390168 37 11 56380362 56380362 Missense_Mutation SNP T G 3 34 c.617A>C c.(616-618)AAT>ACT p.N206T

Pat_07 Post-Resistance VWCE 220001 37 11 61040737 61040737 Nonsense_Mutation SNP G A 3 42 c.1633C>T c.(1633-1635)CGA>TGA p.R545*

Pat_07 Post-Resistance TRPC6 7225 37 11 101342884 101342884 Missense_Mutation SNP G A 64 265 c.2189C>T c.(2188-2190)TCA>TTA p.S730L

Pat_07 Post-Resistance PIH1D2 120379 37 11 111942424 111942424 Missense_Mutation SNP G A 4 156 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_07 Post-Resistance TROAP 10024 37 12 49724403 49724403 Missense_Mutation SNP A G 5 71 c.1775A>G c.(1774-1776)TAC>TGC p.Y592C

Pat_07 Post-Resistance HOXC6 3223 37 12 54422448 54422448 Missense_Mutation SNP G A 4 103 c.143G>A c.(142-144)CGG>CAG p.R48Q

Pat_07 Post-Resistance R3HDM2 22864 37 12 57660556 57660556 Missense_Mutation SNP G A 13 50 c.2047C>T c.(2047-2049)CCC>TCC p.P683S

Pat_07 Post-Resistance ANO4 121601 37 12 101514302 101514302 Missense_Mutation SNP C T 4 81 c.2575C>T c.(2575-2577)CGG>TGG p.R859W

Pat_07 Post-Resistance STAB2 55576 37 12 104031803 104031803 Missense_Mutation SNP C T 110 227 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_07 Post-Resistance FICD 11153 37 12 108910963 108910963 Missense_Mutation SNP G A 4 69 c.214G>A c.(214-216)GCC>ACC p.A72T

Pat_07 Post-Resistance GPC6 10082 37 13 94197599 94197599 Missense_Mutation SNP G A 81 266 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_07 Post-Resistance OR6S1 341799 37 14 21109390 21109390 Missense_Mutation SNP C T 4 80 c.461G>A c.(460-462)GGA>GAA p.G154E

Pat_07 Post-Resistance ABHD4 63874 37 14 23072420 23072420 Missense_Mutation SNP G T 7 50 c.238G>T c.(238-240)GGC>TGC p.G80C

Pat_07 Post-Resistance SLC35F4 341880 37 14 58030954 58030954 Missense_Mutation SNP C T 11 51 c.1465G>A c.(1465-1467)GAA>AAA p.E489K

Pat_07 Post-Resistance PACS2 23241 37 14 105849187 105849187 Missense_Mutation SNP G T 4 63 c.1550G>T c.(1549-1551)TGC>TTC p.C517F

Pat_07 Post-Resistance MAN2A2 4122 37 15 91455366 91455366 Missense_Mutation SNP C T 4 112 c.2203C>T c.(2203-2205)CGC>TGC p.R735C

Pat_07 Post-Resistance PARN 5073 37 16 14530588 14530588 Missense_Mutation SNP G A 3 42 c.1906C>T c.(1906-1908)CCT>TCT p.P636S

Pat_07 Post-Resistance KCTD19 146212 37 16 67323581 67323581 Missense_Mutation SNP G A 4 67 c.2672C>T c.(2671-2673)ACA>ATA p.T891I

Pat_07 Post-Resistance KCTD19 146212 37 16 67337074 67337074 Nonsense_Mutation SNP G T 4 126 c.618C>A c.(616-618)TGC>TGA p.C206*

Pat_07 Post-Resistance HYDIN 54768 37 16 71007806 71007806 Missense_Mutation SNP C T 29 240 c.5152G>A c.(5152-5154)GAA>AAA p.E1718K

Pat_07 Post-Resistance USP10 9100 37 16 84812668 84812668 Missense_Mutation SNP C T 7 150 c.2377C>T c.(2377-2379)CGC>TGC p.R793C

Pat_07 Post-Resistance ZCCHC14 23174 37 16 87445310 87445310 Missense_Mutation SNP G A 3 52 c.2606C>T c.(2605-2607)ACG>ATG p.T869M

Pat_07 Post-Resistance TP53 7157 37 17 7579313 7579313 Missense_Mutation SNP G C 58 69 c.374C>G c.(373-375)ACG>AGG p.T125R

Pat_07 Post-Resistance MYH13 8735 37 17 10216027 10216027 Missense_Mutation SNP G A 4 15 c.4229C>T c.(4228-4230)ACG>ATG p.T1410M

Pat_07 Post-Resistance MYH3 4621 37 17 10538859 10538859 Missense_Mutation SNP C G 4 110 c.3997G>C c.(3997-3999)GCC>CCC p.A1333P

Pat_07 Post-Resistance PSMB3 5691 37 17 36916709 36916709 Missense_Mutation SNP G C 4 98 c.322G>C c.(322-324)GTC>CTC p.V108L

Pat_07 Post-Resistance CCR10 2826 37 17 40831789 40831789 Missense_Mutation SNP C T 3 49 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_07 Post-Resistance FASN 2194 37 17 80045872 80045872 Missense_Mutation SNP G T 13 21 c.2824C>A c.(2824-2826)CGT>AGT p.R942S

Pat_07 Post-Resistance MC5R 4161 37 18 13826482 13826482 Missense_Mutation SNP G A 3 58 c.718G>A c.(718-720)GTC>ATC p.V240I

Pat_07 Post-Resistance CABYR 26256 37 18 21736742 21736742 Missense_Mutation SNP T C 20 36 c.1277T>C c.(1276-1278)ATA>ACA p.I426T

Pat_07 Post-Resistance C19orf26 255057 37 19 1231136 1231136 Missense_Mutation SNP C T 4 63 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_07 Post-Resistance LRG1 116844 37 19 4538365 4538365 Missense_Mutation SNP G A 106 150 c.631C>T c.(631-633)CCG>TCG p.P211S

Pat_07 Post-Resistance CD209 30835 37 19 7810767 7810767 Missense_Mutation SNP G A 5 155 c.385C>T c.(385-387)CGG>TGG p.R129W

Pat_07 Post-Resistance BEST2 54831 37 19 12863491 12863491 Missense_Mutation SNP T A 4 75 c.85T>A c.(85-87)TAC>AAC p.Y29N

Pat_07 Post-Resistance CCDC105 126402 37 19 15124565 15124565 Missense_Mutation SNP G A 9 14 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_07 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 4 143 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_07 Post-Resistance MLL4 9757 37 19 36223350 36223350 Missense_Mutation SNP C G 4 54 c.5900C>G c.(5899-5901)CCA>CGA p.P1967R

Pat_07 Post-Resistance MLL4 9757 37 19 36223454 36223454 Missense_Mutation SNP C T 6 42 c.6004C>T c.(6004-6006)CCC>TCC p.P2002S



Pat_07 Post-Resistance MLL4 9757 37 19 36223614 36223614 Missense_Mutation SNP C T 4 14 c.6164C>T c.(6163-6165)GCC>GTC p.A2055V

Pat_07 Post-Resistance RYR1 6261 37 19 39068576 39068576 Missense_Mutation SNP G A 35 195 c.14191G>A c.(14191-14193)GAC>AAC p.D4731N

Pat_07 Post-Resistance RYR1 6261 37 19 39070688 39070688 Missense_Mutation SNP G A 32 148 c.14431G>A c.(14431-14433)GCT>ACT p.A4811T

Pat_07 Post-Resistance DMPK 1760 37 19 46274654 46274654 Missense_Mutation SNP G A 3 38 c.1631C>T c.(1630-1632)GCT>GTT p.A544V

Pat_07 Post-Resistance NUCB1 4924 37 19 49407692 49407692 Missense_Mutation SNP C T 4 78 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_07 Post-Resistance PRR12 57479 37 19 50102575 50102575 Missense_Mutation SNP C T 4 70 c.3725C>T c.(3724-3726)TCG>TTG p.S1242L

Pat_07 Post-Resistance GALP 85569 37 19 56688491 56688491 Missense_Mutation SNP C T 10 41 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_07 Post-Resistance ZNF324B 388569 37 19 58966859 58966859 Missense_Mutation SNP G A 3 65 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_07 Post-Resistance ZNF512 84450 37 2 27844283 27844283 Missense_Mutation SNP G C 3 68 c.1659G>C c.(1657-1659)CAG>CAC p.Q553H

Pat_07 Post-Resistance SLC8A1 6546 37 2 40656685 40656685 Missense_Mutation SNP C A 4 76 c.736G>T c.(736-738)GTT>TTT p.V246F

Pat_07 Post-Resistance XPO1 7514 37 2 61725837 61725837 Missense_Mutation SNP T C 5 181 c.730A>G c.(730-732)ACC>GCC p.T244A

Pat_07 Post-Resistance ACTR1B 10120 37 2 98274713 98274713 Missense_Mutation SNP T C 18 70 c.724A>G c.(724-726)ACG>GCG p.T242A

Pat_07 Post-Resistance ARHGAP15 55843 37 2 144008140 144008140 Missense_Mutation SNP G A 27 190 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_07 Post-Resistance TTN 7273 37 2 179418692 179418692 Nonsense_Mutation SNP G A 9 39 c.81442C>T c.(81442-81444)CAG>TAG p.Q27148*

Pat_07 Post-Resistance C20orf118 140711 37 20 35507585 35507585 Nonsense_Mutation SNP C T 10 46 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_07 Post-Resistance AURKA 6790 37 20 54963222 54963222 Missense_Mutation SNP C A 49 114 c.32G>T c.(31-33)GGA>GTA p.G11V

Pat_07 Post-Resistance PIGP 51227 37 21 38444778 38444778 Missense_Mutation SNP G T 129 284 c.110C>A c.(109-111)GCG>GAG p.A37E

Pat_07 Post-Resistance PLAC4 191585 37 21 42551255 42551255 Missense_Mutation SNP G A 3 30 c.301C>T c.(301-303)CCC>TCC p.P101S

Pat_07 Post-Resistance SCN5A 6331 37 3 38591907 38591907 Missense_Mutation SNP C T 37 79 c.5956G>A c.(5956-5958)GAT>AAT p.D1986N

Pat_07 Post-Resistance SCN5A 6331 37 3 38601660 38601660 Missense_Mutation SNP C T 3 21 c.4223G>A c.(4222-4224)GGG>GAG p.G1408E

Pat_07 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 3 71 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_07 Post-Resistance ITIH4 3700 37 3 52853421 52853421 Missense_Mutation SNP G A 4 65 c.2065C>T c.(2065-2067)CGT>TGT p.R689C

Pat_07 Post-Resistance CACNA2D3 55799 37 3 54905569 54905569 Missense_Mutation SNP G A 19 55 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_07 Post-Resistance WDR52 55779 37 3 113138974 113138974 Missense_Mutation SNP C T 4 149 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_07 Post-Resistance PAQR3 152559 37 4 79845092 79845092 Missense_Mutation SNP G A 4 104 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_07 Post-Resistance SKP2 6502 37 5 36182097 36182097 Missense_Mutation SNP A T 22 98 c.1239A>T c.(1237-1239)AAA>AAT p.K413N

Pat_07 Post-Resistance SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 226 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_07 Post-Resistance ZFYVE16 9765 37 5 79744086 79744086 Missense_Mutation SNP A G 64 136 c.2966A>G c.(2965-2967)AAT>AGT p.N989S

Pat_07 Post-Resistance GPR98 84059 37 5 89949385 89949385 Missense_Mutation SNP G A 4 102 c.3994G>A c.(3994-3996)GGA>AGA p.G1332R

Pat_07 Post-Resistance UNC5A 90249 37 5 176304697 176304697 Missense_Mutation SNP G A 3 17 c.1628G>A c.(1627-1629)AGC>AAC p.S543N

Pat_07 Post-Resistance HLA-J 3137 37 6 29977342 29977342 Missense_Mutation SNP A T 6 168 c.361A>T c.(361-363)AGG>TGG p.R121W

Pat_07 Post-Resistance ITPR3 3710 37 6 33661448 33661448 Missense_Mutation SNP C T 4 102 c.7751C>T c.(7750-7752)ACG>ATG p.T2584M

Pat_07 Post-Resistance CAPN11 11131 37 6 44145101 44145101 Missense_Mutation SNP C T 4 117 c.1360C>T c.(1360-1362)CGG>TGG p.R454W

Pat_07 Post-Resistance KLHL31 401265 37 6 53519236 53519236 Missense_Mutation SNP T C 125 390 c.835A>G c.(835-837)ATG>GTG p.M279V

Pat_07 Post-Resistance SNAP91 9892 37 6 84317520 84317520 Missense_Mutation SNP G A 7 76 c.920C>T c.(919-921)CCA>CTA p.P307L

Pat_07 Post-Resistance INTS1 26173 37 7 1542573 1542573 Missense_Mutation SNP G A 60 160 c.313C>T c.(313-315)CCG>TCG p.P105S

Pat_07 Post-Resistance BZW2 28969 37 7 16734531 16734531 Missense_Mutation SNP C T 44 139 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_07 Post-Resistance DNAH11 8701 37 7 21727099 21727099 Missense_Mutation SNP G A 3 67 c.5899G>A c.(5899-5901)GTA>ATA p.V1967I

Pat_07 Post-Resistance AEBP1 165 37 7 44148898 44148898 Missense_Mutation SNP G A 3 44 c.1108G>A c.(1108-1110)GGC>AGC p.G370S

Pat_07 Post-Resistance DYNC1I1 1780 37 7 95709792 95709792 Missense_Mutation SNP G A 70 255 c.1819G>A c.(1819-1821)GTT>ATT p.V607I

Pat_07 Post-Resistance CCDC136 64753 37 7 128457843 128457843 Missense_Mutation SNP C T 86 235 c.3395C>T c.(3394-3396)TCC>TTC p.S1132F

Pat_07 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 60 220 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_07 Post-Resistance CNTNAP2 26047 37 7 146829338 146829338 Missense_Mutation SNP G A 33 150 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_07 Post-Resistance HTR5A 3361 37 7 154875949 154875949 Missense_Mutation SNP C T 4 46 c.826C>T c.(826-828)CGG>TGG p.R276W

Pat_07 Post-Resistance ADAM2 2515 37 8 39624492 39624492 Missense_Mutation SNP G A 61 306 c.1382C>T c.(1381-1383)TCA>TTA p.S461L

Pat_07 Post-Resistance VDAC3 7419 37 8 42262973 42262973 Missense_Mutation SNP A G 42 102 c.845A>G c.(844-846)GAA>GGA p.E282G

Pat_07 Post-Resistance FLJ46321 389763 37 9 84609997 84609997 Missense_Mutation SNP G A 3 41 c.4612G>A c.(4612-4614)GTG>ATG p.V1538M



Pat_07 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 59 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_07 Post-Resistance SVEP1 79987 37 9 113228255 113228255 Missense_Mutation SNP G A 3 50 c.3212C>T c.(3211-3213)TCG>TTG p.S1071L

Pat_07 Post-Resistance TEX11 56159 37 X 69811630 69811630 Missense_Mutation SNP T A 26 103 c.2156A>T c.(2155-2157)AAT>ATT p.N719I

Pat_07 Pre-Treatment SPATA21 374955 37 1 16730232 16730232 Missense_Mutation SNP C T 18 50 c.991G>A c.(991-993)GAA>AAA p.E331K

Pat_07 Pre-Treatment C1orf172 126695 37 1 27278407 27278407 Missense_Mutation SNP C T 6 2 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_07 Pre-Treatment CDC20 991 37 1 43826466 43826466 Missense_Mutation SNP C T 3 28 c.911C>T c.(910-912)ACA>ATA p.T304I

Pat_07 Pre-Treatment USH2A 7399 37 1 216498769 216498769 Missense_Mutation SNP G T 12 39 c.1021C>A c.(1021-1023)CCT>ACT p.P341T

Pat_07 Pre-Treatment PTEN 5728 37 10 89685305 89685305 Missense_Mutation SNP T G 2 2 c.200T>G c.(199-201)ATA>AGA p.I67R

Pat_07 Pre-Treatment TH 7054 37 11 2189789 2189789 Missense_Mutation SNP T C 2 6 c.512A>G c.(511-513)GAC>GGC p.D171G

Pat_07 Pre-Treatment OR5I1 10798 37 11 55703585 55703585 Missense_Mutation SNP C T 6 3 c.292G>A c.(292-294)GGG>AGG p.G98R

Pat_07 Pre-Treatment TRPC6 7225 37 11 101342884 101342884 Missense_Mutation SNP G A 23 21 c.2189C>T c.(2188-2190)TCA>TTA p.S730L

Pat_07 Pre-Treatment ESPL1 9700 37 12 53686437 53686437 Missense_Mutation SNP T A 5 16 c.5992T>A c.(5992-5994)TAT>AAT p.Y1998N

Pat_07 Pre-Treatment NUP37 79023 37 12 102470618 102470618 Missense_Mutation SNP G C 2 4 c.730C>G c.(730-732)CAA>GAA p.Q244E

Pat_07 Pre-Treatment STAB2 55576 37 12 104031803 104031803 Missense_Mutation SNP C T 33 26 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_07 Pre-Treatment GPC6 10082 37 13 94197599 94197599 Missense_Mutation SNP G A 20 30 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_07 Pre-Treatment AKAP6 9472 37 14 33014743 33014743 Missense_Mutation SNP C G 3 26 c.884C>G c.(883-885)TCT>TGT p.S295C

Pat_07 Pre-Treatment SLC35F4 341880 37 14 58030954 58030954 Missense_Mutation SNP C T 4 7 c.1465G>A c.(1465-1467)GAA>AAA p.E489K

Pat_07 Pre-Treatment NPIP 9284 37 16 15045731 15045731 Missense_Mutation SNP C T 5 49 c.902C>T c.(901-903)GCG>GTG p.A301V

Pat_07 Pre-Treatment ZNF768 79724 37 16 30536380 30536380 Missense_Mutation SNP G T 3 22 c.1081C>A c.(1081-1083)CTG>ATG p.L361M

Pat_07 Pre-Treatment HYDIN 54768 37 16 71007806 71007806 Missense_Mutation SNP C T 11 56 c.5152G>A c.(5152-5154)GAA>AAA p.E1718K

Pat_07 Pre-Treatment TP53 7157 37 17 7579313 7579313 Missense_Mutation SNP G C 9 11 c.374C>G c.(373-375)ACG>AGG p.T125R

Pat_07 Pre-Treatment PIK3R5 23533 37 17 8794225 8794225 Missense_Mutation SNP C A 2 2 c.487G>T c.(487-489)GTG>TTG p.V163L

Pat_07 Pre-Treatment KSR1 8844 37 17 25938606 25938606 Missense_Mutation SNP A G 2 5 c.2099A>G c.(2098-2100)GAA>GGA p.E700G

Pat_07 Pre-Treatment FASN 2194 37 17 80045872 80045872 Missense_Mutation SNP G T 4 7 c.2824C>A c.(2824-2826)CGT>AGT p.R942S

Pat_07 Pre-Treatment POTEC 388468 37 18 14542843 14542843 Nonsense_Mutation SNP C T 5 87 c.303G>A c.(301-303)TGG>TGA p.W101*

Pat_07 Pre-Treatment CABYR 26256 37 18 21736742 21736742 Missense_Mutation SNP T C 9 0 c.1277T>C c.(1276-1278)ATA>ACA p.I426T

Pat_07 Pre-Treatment MYO5B 4645 37 18 47364067 47364067 Missense_Mutation SNP C T 3 36 c.4958G>A c.(4957-4959)TGC>TAC p.C1653Y

Pat_07 Pre-Treatment LRG1 116844 37 19 4538365 4538365 Missense_Mutation SNP G A 36 39 c.631C>T c.(631-633)CCG>TCG p.P211S

Pat_07 Pre-Treatment PRAM1 84106 37 19 8555381 8555381 Missense_Mutation SNP G A 2 3 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_07 Pre-Treatment CCDC105 126402 37 19 15124565 15124565 Missense_Mutation SNP G A 4 2 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_07 Pre-Treatment MLL4 9757 37 19 36223454 36223454 Missense_Mutation SNP C T 5 10 c.6004C>T c.(6004-6006)CCC>TCC p.P2002S

Pat_07 Pre-Treatment MLL4 9757 37 19 36223614 36223614 Missense_Mutation SNP C T 2 1 c.6164C>T c.(6163-6165)GCC>GTC p.A2055V

Pat_07 Pre-Treatment RYR1 6261 37 19 39068576 39068576 Missense_Mutation SNP G A 13 28 c.14191G>A c.(14191-14193)GAC>AAC p.D4731N

Pat_07 Pre-Treatment RYR1 6261 37 19 39070688 39070688 Missense_Mutation SNP G A 9 26 c.14431G>A c.(14431-14433)GCT>ACT p.A4811T

Pat_07 Pre-Treatment PSG8 440533 37 19 43258518 43258518 Missense_Mutation SNP C T 5 82 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_07 Pre-Treatment ZNF880 400713 37 19 52877636 52877636 Missense_Mutation SNP C T 3 8 c.224C>T c.(223-225)GCA>GTA p.A75V

Pat_07 Pre-Treatment BRSK1 84446 37 19 55814773 55814773 Missense_Mutation SNP G A 3 26 c.1123G>A c.(1123-1125)GTT>ATT p.V375I

Pat_07 Pre-Treatment ZNF71 58491 37 19 57133922 57133922 Missense_Mutation SNP G T 4 62 c.1267G>T c.(1267-1269)GCC>TCC p.A423S

Pat_07 Pre-Treatment TLX2 3196 37 2 74743207 74743207 Missense_Mutation SNP C G 3 13 c.746C>G c.(745-747)CCG>CGG p.P249R

Pat_07 Pre-Treatment ACTR1B 10120 37 2 98274713 98274713 Missense_Mutation SNP T C 4 22 c.724A>G c.(724-726)ACG>GCG p.T242A

Pat_07 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 5 112 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_07 Pre-Treatment ARHGAP15 55843 37 2 144008140 144008140 Missense_Mutation SNP G A 4 17 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_07 Pre-Treatment SP3 6670 37 2 174820556 174820556 Missense_Mutation SNP T C 17 54 c.684A>G c.(682-684)ATA>ATG p.I228M

Pat_07 Pre-Treatment TTN 7273 37 2 179418692 179418692 Nonsense_Mutation SNP G A 5 10 c.81442C>T c.(81442-81444)CAG>TAG p.Q27148*

Pat_07 Pre-Treatment AURKA 6790 37 20 54963222 54963222 Missense_Mutation SNP C A 12 19 c.32G>T c.(31-33)GGA>GTA p.G11V

Pat_07 Pre-Treatment PIGP 51227 37 21 38444778 38444778 Missense_Mutation SNP G T 21 42 c.110C>A c.(109-111)GCG>GAG p.A37E

Pat_07 Pre-Treatment SCN5A 6331 37 3 38591907 38591907 Missense_Mutation SNP C T 7 19 c.5956G>A c.(5956-5958)GAT>AAT p.D1986N



Pat_07 Pre-Treatment CACNA2D3 55799 37 3 54905569 54905569 Missense_Mutation SNP G A 4 19 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_07 Pre-Treatment PPP2R3A 5523 37 3 135825106 135825106 Missense_Mutation SNP G A 3 17 c.3271G>A c.(3271-3273)GCT>ACT p.A1091T

Pat_07 Pre-Treatment PHC3 80012 37 3 169866990 169866990 Missense_Mutation SNP G A 2 5 c.421C>T c.(421-423)CGT>TGT p.R141C

Pat_07 Pre-Treatment CRMP1 1400 37 4 5830394 5830394 Missense_Mutation SNP G A 2 5 c.1283C>T c.(1282-1284)GCG>GTG p.A428V

Pat_07 Pre-Treatment SKP2 6502 37 5 36182097 36182097 Missense_Mutation SNP A T 3 16 c.1239A>T c.(1237-1239)AAA>AAT p.K413N

Pat_07 Pre-Treatment ZFYVE16 9765 37 5 79744086 79744086 Missense_Mutation SNP A G 8 10 c.2966A>G c.(2965-2967)AAT>AGT p.N989S

Pat_07 Pre-Treatment FBLL1 345630 37 5 167957226 167957226 Missense_Mutation SNP C G 2 8 c.432C>G c.(430-432)ATC>ATG p.I144M

Pat_07 Pre-Treatment KLHL31 401265 37 6 53519236 53519236 Missense_Mutation SNP T C 41 66 c.835A>G c.(835-837)ATG>GTG p.M279V

Pat_07 Pre-Treatment INTS1 26173 37 7 1542573 1542573 Missense_Mutation SNP G A 21 42 c.313C>T c.(313-315)CCG>TCG p.P105S

Pat_07 Pre-Treatment BZW2 28969 37 7 16734531 16734531 Missense_Mutation SNP C T 9 22 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_07 Pre-Treatment STK31 56164 37 7 23821044 23821044 Missense_Mutation SNP G C 3 10 c.1972G>C c.(1972-1974)GAT>CAT p.D658H

Pat_07 Pre-Treatment CCDC146 57639 37 7 76908259 76908259 Missense_Mutation SNP G C 2 10 c.1535G>C c.(1534-1536)AGA>ACA p.R512T

Pat_07 Pre-Treatment DYNC1I1 1780 37 7 95709792 95709792 Missense_Mutation SNP G A 17 32 c.1819G>A c.(1819-1821)GTT>ATT p.V607I

Pat_07 Pre-Treatment CCDC136 64753 37 7 128457843 128457843 Missense_Mutation SNP C T 18 75 c.3395C>T c.(3394-3396)TCC>TTC p.S1132F

Pat_07 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 8 17 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_07 Pre-Treatment CNTNAP2 26047 37 7 146829338 146829338 Missense_Mutation SNP G A 8 35 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_07 Pre-Treatment ADAM2 2515 37 8 39624492 39624492 Missense_Mutation SNP G A 14 26 c.1382C>T c.(1381-1383)TCA>TTA p.S461L

Pat_07 Pre-Treatment VDAC3 7419 37 8 42262973 42262973 Missense_Mutation SNP A G 5 16 c.845A>G c.(844-846)GAA>GGA p.E282G

Pat_07 Pre-Treatment GSDMC 56169 37 8 130760981 130760981 Missense_Mutation SNP C A 5 24 c.1293G>T c.(1291-1293)AGG>AGT p.R431S

Pat_07 Pre-Treatment BAI1 575 37 8 143559674 143559674 Missense_Mutation SNP A G 2 3 c.1514A>G c.(1513-1515)CAG>CGG p.Q505R

Pat_07 Pre-Treatment RGS3 5998 37 9 116346689 116346689 Missense_Mutation SNP C G 2 5 c.2997C>G c.(2995-2997)TTC>TTG p.F999L

Pat_07 Pre-Treatment PRICKLE3 4007 37 X 49034778 49034778 Missense_Mutation SNP C T 2 4 c.611G>A c.(610-612)CGT>CAT p.R204H

Pat_07 Pre-Treatment FOXP3 50943 37 X 49107805 49107805 Missense_Mutation SNP G A 2 2 c.1286C>T c.(1285-1287)CCT>CTT p.P429L

Pat_07 Pre-Treatment TEX11 56159 37 X 69811630 69811630 Missense_Mutation SNP T A 9 16 c.2156A>T c.(2155-2157)AAT>ATT p.N719I

Pat_14 Pre-Treatment CHD5 26038 37 1 6195368 6195368 Missense_Mutation SNP C T 63 237 c.2792G>A c.(2791-2793)CGG>CAG p.R931Q

Pat_14 Pre-Treatment CASZ1 54897 37 1 10720030 10720030 Missense_Mutation SNP G A 79 184 c.1069C>T c.(1069-1071)CCC>TCC p.P357S

Pat_14 Pre-Treatment FBLIM1 54751 37 1 16093915 16093915 Missense_Mutation SNP C T 65 176 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_14 Pre-Treatment HSPB7 27129 37 1 16342172 16342172 Missense_Mutation SNP G A 76 199 c.416C>T c.(415-417)TCG>TTG p.S139L

Pat_14 Pre-Treatment PLA2G2D 26279 37 1 20442962 20442962 Missense_Mutation SNP G A 41 163 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_14 Pre-Treatment EIF4G3 8672 37 1 21306872 21306872 Missense_Mutation SNP G A 15 70 c.280C>T c.(280-282)CCT>TCT p.P94S

Pat_14 Pre-Treatment ALPL 249 37 1 21887685 21887685 Missense_Mutation SNP C T 20 90 c.277C>T c.(277-279)CCC>TCC p.P93S

Pat_14 Pre-Treatment HSPG2 3339 37 1 22170789 22170789 Missense_Mutation SNP G A 60 222 c.8468C>T c.(8467-8469)CCA>CTA p.P2823L

Pat_14 Pre-Treatment GRHL3 57822 37 1 24663027 24663027 Missense_Mutation SNP C A 5 421 c.337C>A c.(337-339)CAC>AAC p.H113N

Pat_14 Pre-Treatment CCDC21 64793 37 1 26595111 26595111 Missense_Mutation SNP G C 3 152 c.1479G>C c.(1477-1479)CAG>CAC p.Q493H

Pat_14 Pre-Treatment FAM76A 199870 37 1 28081811 28081811 Missense_Mutation SNP G T 6 360 c.705G>T c.(703-705)AAG>AAT p.K235N

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42047984 42047984 Missense_Mutation SNP G A 93 363 c.2485C>T c.(2485-2487)CCA>TCA p.P829S

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42050203 42050203 Missense_Mutation SNP G A 126 564 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_14 Pre-Treatment ERMAP 114625 37 1 43308877 43308877 Nonsense_Mutation SNP C T 30 93 c.1402C>T c.(1402-1404)CAG>TAG p.Q468*

Pat_14 Pre-Treatment TIE1 7075 37 1 43779472 43779472 Missense_Mutation SNP C A 4 50 c.2242C>A c.(2242-2244)CAA>AAA p.Q748K

Pat_14 Pre-Treatment PTPRF 5792 37 1 44072115 44072115 Missense_Mutation SNP G A 122 354 c.3688G>A c.(3688-3690)GAA>AAA p.E1230K

Pat_14 Pre-Treatment ZCCHC11 23318 37 1 52896717 52896717 Missense_Mutation SNP G A 76 329 c.4676C>T c.(4675-4677)TCC>TTC p.S1559F

Pat_14 Pre-Treatment ZCCHC11 23318 37 1 52962816 52962816 Missense_Mutation SNP G A 25 127 c.1039C>T c.(1039-1041)CCT>TCT p.P347S

Pat_14 Pre-Treatment CDCP2 200008 37 1 54606902 54606902 Missense_Mutation SNP G A 35 128 c.632C>T c.(631-633)CCC>CTC p.P211L

Pat_14 Pre-Treatment DAB1 1600 37 1 57756681 57756681 Nonsense_Mutation SNP G A 68 243 c.22C>T c.(22-24)CAA>TAA p.Q8*

Pat_14 Pre-Treatment FGGY 55277 37 1 60019876 60019876 Nonsense_Mutation SNP G T 42 182 c.880G>T c.(880-882)GGA>TGA p.G294*

Pat_14 Pre-Treatment C1orf87 127795 37 1 60520908 60520908 Missense_Mutation SNP C T 133 588 c.310G>A c.(310-312)GGG>AGG p.G104R

Pat_14 Pre-Treatment ANGPTL3 27329 37 1 63070330 63070331 Nonsense_Mutation DNP GG TA 41 201 c.1225_1226GG>TAc.(1225-1227)GGA>TAA p.G409*



Pat_14 Pre-Treatment C1orf173 127254 37 1 75065504 75065504 Missense_Mutation SNP T G 106 238 c.1601A>C c.(1600-1602)AAA>ACA p.K534T

Pat_14 Pre-Treatment LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 42 166 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_14 Pre-Treatment LPHN2 23266 37 1 82433875 82433875 Missense_Mutation SNP G A 104 341 c.2464G>A c.(2464-2466)GAA>AAA p.E822K

Pat_14 Pre-Treatment LPHN2 23266 37 1 82437570 82437570 Missense_Mutation SNP A T 27 111 c.2938A>T c.(2938-2940)AGC>TGC p.S980C

Pat_14 Pre-Treatment AKNAD1 254268 37 1 109377579 109377579 Missense_Mutation SNP C T 52 143 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_14 Pre-Treatment NOTCH2 4853 37 1 120506410 120506410 Nonsense_Mutation SNP C A 6 278 c.1702G>T c.(1702-1704)GAG>TAG p.E568*

Pat_14 Pre-Treatment SV2A 9900 37 1 149883419 149883419 Missense_Mutation SNP C T 23 137 c.736G>A c.(736-738)GCC>ACC p.A246T

Pat_14 Pre-Treatment OTUD7B 56957 37 1 149937753 149937753 Missense_Mutation SNP G A 24 109 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_14 Pre-Treatment HRNR 388697 37 1 152191730 152191730 Missense_Mutation SNP C T 34 162 c.2375G>A c.(2374-2376)GGC>GAC p.G792D

Pat_14 Pre-Treatment CRNN 49860 37 1 152382612 152382612 Missense_Mutation SNP G T 9 816 c.946C>A c.(946-948)CAG>AAG p.Q316K

Pat_14 Pre-Treatment FCRL4 83417 37 1 157559111 157559111 Missense_Mutation SNP C T 45 203 c.190G>A c.(190-192)GGA>AGA p.G64R

Pat_14 Pre-Treatment FCRL3 115352 37 1 157665275 157665275 Missense_Mutation SNP G A 78 278 c.1255C>T c.(1255-1257)CAT>TAT p.H419Y

Pat_14 Pre-Treatment OR10T2 128360 37 1 158368890 158368890 Missense_Mutation SNP G A 94 390 c.367C>T c.(367-369)CGC>TGC p.R123C

Pat_14 Pre-Treatment SPTA1 6708 37 1 158651382 158651382 Missense_Mutation SNP G A 6 476 c.466C>T c.(466-468)CGG>TGG p.R156W

Pat_14 Pre-Treatment OR6K2 81448 37 1 158669671 158669671 Missense_Mutation SNP G A 38 110 c.772C>T c.(772-774)CTC>TTC p.L258F

Pat_14 Pre-Treatment ARHGAP30 257106 37 1 161019028 161019028 Missense_Mutation SNP C T 104 333 c.1783G>A c.(1783-1785)GGC>AGC p.G595S

Pat_14 Pre-Treatment ARHGAP30 257106 37 1 161022509 161022509 Missense_Mutation SNP G T 5 185 c.743C>A c.(742-744)CCA>CAA p.P248Q

Pat_14 Pre-Treatment PVRL4 81607 37 1 161044155 161044155 Missense_Mutation SNP C T 46 247 c.1009G>A c.(1009-1011)GAA>AAA p.E337K

Pat_14 Pre-Treatment DEDD 9191 37 1 161094217 161094217 Missense_Mutation SNP C A 6 414 c.36G>T c.(34-36)TGG>TGT p.W12C

Pat_14 Pre-Treatment HSPA7 3311 37 1 161576424 161576424 Missense_Mutation SNP C A 27 116 c.344C>A c.(343-345)ACG>AAG p.T115K

Pat_14 Pre-Treatment NUF2 83540 37 1 163297332 163297332 Nonsense_Mutation SNP C T 87 296 c.178C>T c.(178-180)CGA>TGA p.R60*

Pat_14 Pre-Treatment ILDR2 387597 37 1 166927137 166927137 Missense_Mutation SNP C T 108 364 c.248G>A c.(247-249)AGA>AAA p.R83K

Pat_14 Pre-Treatment SLC9A11 284525 37 1 173506179 173506179 Splice_Site SNP C T 68 260 c.1558_splice c.e14-1 p.S520_splice

Pat_14 Pre-Treatment SEC16B 89866 37 1 177913715 177913715 Missense_Mutation SNP G A 139 441 c.1862C>T c.(1861-1863)TCC>TTC p.S621F

Pat_14 Pre-Treatment C1orf49 84066 37 1 178483877 178483877 Missense_Mutation SNP A G 44 167 c.133A>G c.(133-135)AAA>GAA p.K45E

Pat_14 Pre-Treatment CRB1 23418 37 1 197390634 197390634 Missense_Mutation SNP C T 139 492 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_14 Pre-Treatment PKP1 5317 37 1 201286742 201286742 Missense_Mutation SNP C T 35 160 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_14 Pre-Treatment CR2 1380 37 1 207648462 207648463 Missense_Mutation DNP GT TC 22 537 c.2440_2441GT>TCc.(2440-2442)GTT>TCT p.V814S

Pat_14 Pre-Treatment IRF6 3664 37 1 209961966 209961966 Missense_Mutation SNP C T 40 99 c.1203G>A c.(1201-1203)ATG>ATA p.M401I

Pat_14 Pre-Treatment C1orf107 27042 37 1 210012390 210012390 Missense_Mutation SNP C T 58 228 c.1199C>T c.(1198-1200)CCC>CTC p.P400L

Pat_14 Pre-Treatment KCNH1 3756 37 1 211256133 211256133 Missense_Mutation SNP G T 7 504 c.547C>A c.(547-549)CGC>AGC p.R183S

Pat_14 Pre-Treatment USH2A 7399 37 1 216348660 216348660 Missense_Mutation SNP G A 35 143 c.4561C>T c.(4561-4563)CGT>TGT p.R1521C

Pat_14 Pre-Treatment DEGS1 8560 37 1 224377361 224377361 Missense_Mutation SNP G T 6 475 c.165G>T c.(163-165)TTG>TTT p.L55F

Pat_14 Pre-Treatment OBSCN 84033 37 1 228466922 228466922 Missense_Mutation SNP G A 4 122 c.7173G>A c.(7171-7173)ATG>ATA p.M2391I

Pat_14 Pre-Treatment OBSCN 84033 37 1 228481282 228481282 Missense_Mutation SNP G A 60 186 c.11096G>A c.(11095-11097)GGG>GAG p.G3699E

Pat_14 Pre-Treatment SLC35F3 148641 37 1 234041310 234041310 Missense_Mutation SNP G A 24 65 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_14 Pre-Treatment TBCE 6905 37 1 235594040 235594040 Missense_Mutation SNP C T 32 104 c.581C>T c.(580-582)CCC>CTC p.P194L

Pat_14 Pre-Treatment MTR 4548 37 1 236979780 236979780 Missense_Mutation SNP G T 7 646 c.701G>T c.(700-702)CGG>CTG p.R234L

Pat_14 Pre-Treatment RYR2 6262 37 1 237791305 237791305 Missense_Mutation SNP C A 42 167 c.6365C>A c.(6364-6366)TCC>TAC p.S2122Y

Pat_14 Pre-Treatment GREM2 64388 37 1 240656286 240656286 Missense_Mutation SNP C A 4 222 c.490G>T c.(490-492)GAC>TAC p.D164Y

Pat_14 Pre-Treatment SDCCAG8 10806 37 1 243456460 243456460 Missense_Mutation SNP C T 89 337 c.614C>T c.(613-615)CCA>CTA p.P205L

Pat_14 Pre-Treatment KIF26B 55083 37 1 245847653 245847653 Nonsense_Mutation SNP C T 27 86 c.2377C>T c.(2377-2379)CAG>TAG p.Q793*

Pat_14 Pre-Treatment OR2G2 81470 37 1 247751937 247751937 Missense_Mutation SNP G A 64 233 c.276G>A c.(274-276)ATG>ATA p.M92I

Pat_14 Pre-Treatment OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 222 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_14 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 7 204 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_14 Pre-Treatment PITRM1 10531 37 10 3197815 3197815 Missense_Mutation SNP G A 74 331 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_14 Pre-Treatment AKR1C3 8644 37 10 5147829 5147829 Missense_Mutation SNP G A 13 81 c.889G>A c.(889-891)GAT>AAT p.D297N



Pat_14 Pre-Treatment BEND7 222389 37 10 13481404 13481404 Missense_Mutation SNP T C 3 245 c.1175A>G c.(1174-1176)AAG>AGG p.K392R

Pat_14 Pre-Treatment CDNF 441549 37 10 14867561 14867561 Missense_Mutation SNP C A 6 597 c.302G>T c.(301-303)CGC>CTC p.R101L

Pat_14 Pre-Treatment PLXDC2 84898 37 10 20335828 20335828 Nonsense_Mutation SNP C T 94 319 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_14 Pre-Treatment NEBL 10529 37 10 21074831 21074831 Missense_Mutation SNP C T 48 258 c.2890G>A c.(2890-2892)GAT>AAT p.D964N

Pat_14 Pre-Treatment KIAA1217 56243 37 10 24762896 24762896 Missense_Mutation SNP G A 28 96 c.1586G>A c.(1585-1587)GGA>GAA p.G529E

Pat_14 Pre-Treatment ARMC4 55130 37 10 28224135 28224135 Missense_Mutation SNP C T 89 217 c.2299G>A c.(2299-2301)GAT>AAT p.D767N

Pat_14 Pre-Treatment ZEB1 6935 37 10 31810788 31810788 Missense_Mutation SNP C A 5 249 c.2525C>A c.(2524-2526)GCA>GAA p.A842E

Pat_14 Pre-Treatment GDF10 2662 37 10 48438431 48438431 Missense_Mutation SNP C T 8 63 c.280G>A c.(280-282)GGA>AGA p.G94R

Pat_14 Pre-Treatment A1CF 29974 37 10 52603788 52603788 Missense_Mutation SNP C T 54 217 c.194G>A c.(193-195)CGA>CAA p.R65Q

Pat_14 Pre-Treatment PCDH15 65217 37 10 55698632 55698632 Nonsense_Mutation SNP G A 66 328 c.3316C>T c.(3316-3318)CGA>TGA p.R1106*

Pat_14 Pre-Treatment PCDH15 65217 37 10 55782797 55782797 Missense_Mutation SNP C T 71 281 c.2381G>A c.(2380-2382)GGA>GAA p.G794E

Pat_14 Pre-Treatment ANK3 288 37 10 61822910 61822910 Missense_Mutation SNP C G 12 114 c.12554G>C c.(12553-12555)AGT>ACT p.S4185T

Pat_14 Pre-Treatment ANK3 288 37 10 62149254 62149254 Missense_Mutation SNP C T 19 176 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_14 Pre-Treatment ARID5B 84159 37 10 63851834 63851834 Missense_Mutation SNP C T 92 243 c.2612C>T c.(2611-2613)CCT>CTT p.P871L

Pat_14 Pre-Treatment LRRTM3 347731 37 10 68687134 68687134 Missense_Mutation SNP C T 77 459 c.460C>T c.(460-462)CGG>TGG p.R154W

Pat_14 Pre-Treatment MYPN 84665 37 10 69908165 69908165 Missense_Mutation SNP C T 137 418 c.1186C>T c.(1186-1188)CCA>TCA p.P396S

Pat_14 Pre-Treatment NEUROG3 50674 37 10 71332702 71332702 Missense_Mutation SNP G T 5 173 c.98C>A c.(97-99)ACG>AAG p.T33K

Pat_14 Pre-Treatment SLC29A3 55315 37 10 73121911 73121911 Missense_Mutation SNP C T 61 620 c.974C>T c.(973-975)GCC>GTC p.A325V

Pat_14 Pre-Treatment NRG3 10718 37 10 84118593 84118593 Missense_Mutation SNP G A 56 193 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_14 Pre-Treatment OPN4 94233 37 10 88421097 88421097 Missense_Mutation SNP C T 59 320 c.1025C>T c.(1024-1026)TCT>TTT p.S342F

Pat_14 Pre-Treatment FAM35A 54537 37 10 88911122 88911122 Missense_Mutation SNP G C 4 158 c.11G>C c.(10-12)GGA>GCA p.G4A

Pat_14 Pre-Treatment PDE6C 5146 37 10 95422350 95422351 Missense_Mutation DNP CC TT 21 161 c.2317_2318CC>TT c.(2317-2319)CCT>TTT p.P773F

Pat_14 Pre-Treatment PDLIM1 9124 37 10 97023643 97023643 Missense_Mutation SNP C T 74 211 c.511G>A c.(511-513)GGG>AGG p.G171R

Pat_14 Pre-Treatment CRTAC1 55118 37 10 99655022 99655022 Missense_Mutation SNP G A 58 190 c.1466C>T c.(1465-1467)CCC>CTC p.P489L

Pat_14 Pre-Treatment SORCS3 22986 37 10 107022096 107022096 Missense_Mutation SNP C T 49 280 c.3451C>T c.(3451-3453)CCT>TCT p.P1151S

Pat_14 Pre-Treatment PNLIPRP2 5408 37 10 118386465 118386465 Missense_Mutation SNP C T 18 84 c.424C>T c.(424-426)CGG>TGG p.R142W

Pat_14 Pre-Treatment C10orf46 143384 37 10 120450911 120450911 Nonsense_Mutation SNP C T 57 320 c.891G>A c.(889-891)TGG>TGA p.W297*

Pat_14 Pre-Treatment INPP5F 22876 37 10 121563697 121563697 Missense_Mutation SNP T A 71 206 c.1129T>A c.(1129-1131)TTG>ATG p.L377M

Pat_14 Pre-Treatment GPR123 84435 37 10 134910478 134910478 Missense_Mutation SNP G A 38 185 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_14 Pre-Treatment TRPM5 29850 37 11 2434754 2434754 Missense_Mutation SNP C T 33 104 c.1955G>A c.(1954-1956)GGA>GAA p.G652E

Pat_14 Pre-Treatment MRGPRE 116534 37 11 3249972 3249972 Missense_Mutation SNP C G 3 188 c.55G>C c.(55-57)GAT>CAT p.D19H

Pat_14 Pre-Treatment UBQLNL 143630 37 11 5537092 5537092 Missense_Mutation SNP A G 85 386 c.580T>C c.(580-582)TTC>CTC p.F194L

Pat_14 Pre-Treatment OR52H1 390067 37 11 5565843 5565843 Missense_Mutation SNP G C 4 367 c.911C>G c.(910-912)ACC>AGC p.T304S

Pat_14 Pre-Treatment TRIM5 85363 37 11 5686554 5686554 Missense_Mutation SNP G A 63 225 c.967C>T c.(967-969)CCG>TCG p.P323S

Pat_14 Pre-Treatment OR52L1 338751 37 11 6007290 6007290 Missense_Mutation SNP G A 15 64 c.871C>T c.(871-873)CAT>TAT p.H291Y

Pat_14 Pre-Treatment DNHD1 144132 37 11 6532555 6532555 Missense_Mutation SNP T A 55 225 c.1288T>A c.(1288-1290)TGC>AGC p.C430S

Pat_14 Pre-Treatment PIK3C2A 5286 37 11 17151004 17151004 Missense_Mutation SNP G A 52 202 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_14 Pre-Treatment MRGPRX1 259249 37 11 18956018 18956018 Missense_Mutation SNP G A 82 308 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_14 Pre-Treatment ANO5 203859 37 11 22248977 22248977 Missense_Mutation SNP C T 112 319 c.493C>T c.(493-495)CCT>TCT p.P165S

Pat_14 Pre-Treatment ANO5 203859 37 11 22291925 22291925 Missense_Mutation SNP G A 97 263 c.1966G>A c.(1966-1968)GAG>AAG p.E656K

Pat_14 Pre-Treatment APIP 51074 37 11 34904298 34904298 Missense_Mutation SNP G A 63 238 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_14 Pre-Treatment RAG2 5897 37 11 36615495 36615495 Missense_Mutation SNP G A 70 294 c.224C>T c.(223-225)CCA>CTA p.P75L

Pat_14 Pre-Treatment F2 2147 37 11 46747649 46747649 Missense_Mutation SNP G A 109 398 c.800G>A c.(799-801)GGG>GAG p.G267E

Pat_14 Pre-Treatment FOLH1 2346 37 11 49190795 49190795 Missense_Mutation SNP G A 32 127 c.1324C>T c.(1324-1326)CTT>TTT p.L442F

Pat_14 Pre-Treatment OR4C12 283093 37 11 50003139 50003139 Nonsense_Mutation SNP C T 21 129 c.899G>A c.(898-900)TGG>TAG p.W300*

Pat_14 Pre-Treatment OR4C16 219428 37 11 55339875 55339875 Missense_Mutation SNP C T 117 594 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_14 Pre-Treatment OR5D14 219436 37 11 55563888 55563888 Missense_Mutation SNP T A 45 201 c.857T>A c.(856-858)ATG>AAG p.M286K



Pat_14 Pre-Treatment OR8K5 219453 37 11 55927247 55927247 Missense_Mutation SNP G A 49 248 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_14 Pre-Treatment OR5T1 390155 37 11 56043488 56043489 Missense_Mutation DNP TT AC 138 547 c.374_375TT>AC c.(373-375)TTT>TAC p.F125Y

Pat_14 Pre-Treatment HRASLS5 117245 37 11 63231049 63231049 Missense_Mutation SNP C T 89 298 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_14 Pre-Treatment PRDX5 25824 37 11 64088247 64088247 Missense_Mutation SNP C A 9 719 c.421C>A c.(421-423)CAC>AAC p.H141N

Pat_14 Pre-Treatment EHD1 10938 37 11 64622143 64622143 Missense_Mutation SNP C A 75 232 c.1267G>T c.(1267-1269)GGG>TGG p.G423W

Pat_14 Pre-Treatment BATF2 116071 37 11 64756651 64756651 Missense_Mutation SNP G A 29 159 c.775C>T c.(775-777)CAC>TAC p.H259Y

Pat_14 Pre-Treatment SPDYC 387778 37 11 64939917 64939917 Missense_Mutation SNP C A 7 676 c.357C>A c.(355-357)AAC>AAA p.N119K

Pat_14 Pre-Treatment PCNXL3 399909 37 11 65391983 65391983 Missense_Mutation SNP C A 4 104 c.2758C>A c.(2758-2760)CTG>ATG p.L920M

Pat_14 Pre-Treatment NPAS4 266743 37 11 66190234 66190234 Missense_Mutation SNP C T 78 337 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_14 Pre-Treatment ANKRD13D 338692 37 11 67067357 67067357 Missense_Mutation SNP G A 5 366 c.679G>A c.(679-681)GGG>AGG p.G227R

Pat_14 Pre-Treatment PITPNM1 9600 37 11 67267481 67267481 Splice_Site SNP C T 31 87 c.968_splice c.e6-1 p.G323_splice

Pat_14 Pre-Treatment THRSP 7069 37 11 77775144 77775144 Missense_Mutation SNP G A 50 188 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_14 Pre-Treatment NARS2 79731 37 11 78270604 78270604 Missense_Mutation SNP C T 110 357 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_14 Pre-Treatment ODZ4 26011 37 11 78423527 78423527 Missense_Mutation SNP C T 29 236 c.4054G>A c.(4054-4056)GGC>AGC p.G1352S

Pat_14 Pre-Treatment CCDC81 60494 37 11 86123469 86123469 Missense_Mutation SNP T C 124 496 c.1259T>C c.(1258-1260)CTT>CCT p.L420P

Pat_14 Pre-Treatment PGR 5241 37 11 100999605 100999605 Missense_Mutation SNP C T 47 123 c.197G>A c.(196-198)GGA>GAA p.G66E

Pat_14 Pre-Treatment C11orf70 85016 37 11 101946634 101946634 Missense_Mutation SNP G A 40 147 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_14 Pre-Treatment MMP10 4319 37 11 102647343 102647343 Nonsense_Mutation SNP C A 6 422 c.787G>T c.(787-789)GGA>TGA p.G263*

Pat_14 Pre-Treatment MMP12 4321 37 11 102734918 102734918 Missense_Mutation SNP C T 29 115 c.1271G>A c.(1270-1272)GGA>GAA p.G424E

Pat_14 Pre-Treatment CASP4 837 37 11 104820317 104820317 Missense_Mutation SNP C T 136 576 c.734G>A c.(733-735)AGT>AAT p.S245N

Pat_14 Pre-Treatment GUCY1A2 2977 37 11 106681104 106681104 Missense_Mutation SNP C T 51 199 c.1307G>A c.(1306-1308)CGA>CAA p.R436Q

Pat_14 Pre-Treatment LAYN 143903 37 11 111414717 111414717 Missense_Mutation SNP G A 44 185 c.179G>A c.(178-180)CGA>CAA p.R60Q

Pat_14 Pre-Treatment NCAM1 4684 37 11 113104016 113104016 Missense_Mutation SNP C T 30 77 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_14 Pre-Treatment NNMT 4837 37 11 114183057 114183057 Missense_Mutation SNP G T 40 153 c.653G>T c.(652-654)CGG>CTG p.R218L

Pat_14 Pre-Treatment TMPRSS4 56649 37 11 117969708 117969708 Missense_Mutation SNP C T 62 273 c.52C>T c.(52-54)CCC>TCC p.P18S

Pat_14 Pre-Treatment GRIK4 2900 37 11 120837994 120837994 Missense_Mutation SNP G A 22 140 c.2357G>A c.(2356-2358)GGA>GAA p.G786E

Pat_14 Pre-Treatment SORL1 6653 37 11 121492954 121492954 Missense_Mutation SNP G A 24 101 c.6148G>A c.(6148-6150)GAA>AAA p.E2050K

Pat_14 Pre-Treatment OR4D5 219875 37 11 123810920 123810920 Missense_Mutation SNP G A 156 553 c.597G>A c.(595-597)ATG>ATA p.M199I

Pat_14 Pre-Treatment OR10S1 219873 37 11 123848328 123848328 Missense_Mutation SNP T C 88 334 c.71A>G c.(70-72)CAC>CGC p.H24R

Pat_14 Pre-Treatment PANX3 116337 37 11 124482962 124482962 Missense_Mutation SNP C T 41 232 c.268C>T c.(268-270)CAC>TAC p.H90Y

Pat_14 Pre-Treatment KCNJ1 3758 37 11 128709089 128709089 Missense_Mutation SNP C T 33 150 c.1107G>A c.(1105-1107)ATG>ATA p.M369I

Pat_14 Pre-Treatment SLC6A12 6539 37 12 319047 319047 Missense_Mutation SNP G A 111 356 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_14 Pre-Treatment CACNA1C 775 37 12 2705123 2705123 Missense_Mutation SNP C T 50 242 c.2747C>T c.(2746-2748)TCC>TTC p.S916F

Pat_14 Pre-Treatment FGF6 2251 37 12 4554433 4554433 Missense_Mutation SNP G A 14 64 c.304C>T c.(304-306)CCC>TCC p.P102S

Pat_14 Pre-Treatment GALNT8 26290 37 12 4881716 4881716 Missense_Mutation SNP G A 73 255 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_14 Pre-Treatment VWF 7450 37 12 6155903 6155903 Missense_Mutation SNP G A 60 273 c.2267C>T c.(2266-2268)CCC>CTC p.P756L

Pat_14 Pre-Treatment C1S 716 37 12 7169837 7169837 Missense_Mutation SNP G A 93 234 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_14 Pre-Treatment C1R 715 37 12 7188116 7188116 Missense_Mutation SNP G A 23 72 c.1838C>T c.(1837-1839)CCC>CTC p.P613L

Pat_14 Pre-Treatment CLEC6A 93978 37 12 8608733 8608733 Missense_Mutation SNP G A 51 205 c.26G>A c.(25-27)AGT>AAT p.S9N

Pat_14 Pre-Treatment KLRD1 3824 37 12 10460576 10460576 Splice_Site SNP G A 5 34 c.-99_splice c.e2-1

Pat_14 Pre-Treatment TAS2R7 50837 37 12 10954929 10954929 Missense_Mutation SNP C T 61 190 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_14 Pre-Treatment PRB3 5544 37 12 11420521 11420521 Missense_Mutation SNP C T 6 314 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_14 Pre-Treatment PRB2 653247 37 12 11545928 11545928 Missense_Mutation SNP G A 128 564 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_14 Pre-Treatment PLBD1 79887 37 12 14659191 14659191 Missense_Mutation SNP C T 37 133 c.1384G>A c.(1384-1386)GAT>AAT p.D462N

Pat_14 Pre-Treatment RERGL 79785 37 12 18241861 18241861 Missense_Mutation SNP A T 88 348 c.85T>A c.(85-87)TTC>ATC p.F29I

Pat_14 Pre-Treatment RERGL 79785 37 12 18241863 18241863 Missense_Mutation SNP C T 88 348 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_14 Pre-Treatment PIK3C2G 5288 37 12 18716344 18716344 Missense_Mutation SNP G A 18 71 c.3691G>A c.(3691-3693)GAA>AAA p.E1231K



Pat_14 Pre-Treatment PIK3C2G 5288 37 12 18747486 18747486 Missense_Mutation SNP C T 39 205 c.3947C>T c.(3946-3948)TCA>TTA p.S1316L

Pat_14 Pre-Treatment PPFIBP1 8496 37 12 27844758 27844758 Missense_Mutation SNP C A 6 429 c.2780C>A c.(2779-2781)CCA>CAA p.P927Q

Pat_14 Pre-Treatment CNTN1 1272 37 12 41337941 41337941 Missense_Mutation SNP A T 28 159 c.1652A>T c.(1651-1653)AAA>ATA p.K551I

Pat_14 Pre-Treatment ADAMTS20 80070 37 12 43822473 43822473 Missense_Mutation SNP G T 16 56 c.3619C>A c.(3619-3621)CCT>ACT p.P1207T

Pat_14 Pre-Treatment SLC38A1 81539 37 12 46598337 46598337 Missense_Mutation SNP C A 5 428 c.683G>T c.(682-684)TGT>TTT p.C228F

Pat_14 Pre-Treatment FAM113B 91523 37 12 47629943 47629943 Missense_Mutation SNP G A 116 432 c.1097G>A c.(1096-1098)GGT>GAT p.G366D

Pat_14 Pre-Treatment COL2A1 1280 37 12 48376302 48376302 Missense_Mutation SNP C T 38 100 c.2284G>A c.(2284-2286)GGG>AGG p.G762R

Pat_14 Pre-Treatment MLL2 8085 37 12 49445925 49445925 Missense_Mutation SNP G A 16 83 c.1541C>T c.(1540-1542)CCA>CTA p.P514L

Pat_14 Pre-Treatment SLC11A2 4891 37 12 51388361 51388361 Missense_Mutation SNP T A 81 340 c.1043A>T c.(1042-1044)GAT>GTT p.D348V

Pat_14 Pre-Treatment KRT72 140807 37 12 52985397 52985397 Nonsense_Mutation SNP G A 71 333 c.814C>T c.(814-816)CAG>TAG p.Q272*

Pat_14 Pre-Treatment KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 4 75 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_14 Pre-Treatment EIF4B 1975 37 12 53421607 53421607 Missense_Mutation SNP T C 3 331 c.709T>C c.(709-711)TAT>CAT p.Y237H

Pat_14 Pre-Treatment HOXC9 3225 37 12 54396315 54396315 Missense_Mutation SNP A G 52 186 c.640A>G c.(640-642)AAT>GAT p.N214D

Pat_14 Pre-Treatment DGKA 1606 37 12 56333012 56333012 Missense_Mutation SNP G T 6 368 c.517G>T c.(517-519)GGC>TGC p.G173C

Pat_14 Pre-Treatment ANKRD52 283373 37 12 56647157 56647157 Missense_Mutation SNP C A 102 428 c.1015G>T c.(1015-1017)GGG>TGG p.G339W

Pat_14 Pre-Treatment MYO1A 4640 37 12 57430162 57430162 Nonsense_Mutation SNP G A 13 436 c.2278C>T c.(2278-2280)CGA>TGA p.R760*

Pat_14 Pre-Treatment MYO1A 4640 37 12 57437652 57437652 Missense_Mutation SNP G A 49 145 c.880C>T c.(880-882)CGT>TGT p.R294C

Pat_14 Pre-Treatment SLC26A10 65012 37 12 58016715 58016715 Missense_Mutation SNP C A 5 175 c.937C>A c.(937-939)CAG>AAG p.Q313K

Pat_14 Pre-Treatment BEST3 144453 37 12 70049336 70049336 Missense_Mutation SNP G A 34 140 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_14 Pre-Treatment TRHDE 29953 37 12 72680600 72680600 Missense_Mutation SNP G A 125 397 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_14 Pre-Treatment C12orf50 160419 37 12 88420303 88420303 Missense_Mutation SNP G A 49 142 c.95C>T c.(94-96)CCT>CTT p.P32L

Pat_14 Pre-Treatment DUSP6 1848 37 12 89743104 89743104 Missense_Mutation SNP G A 94 318 c.1073C>T c.(1072-1074)CCA>CTA p.P358L

Pat_14 Pre-Treatment DCN 1634 37 12 91550900 91550900 Missense_Mutation SNP G A 90 351 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_14 Pre-Treatment EEA1 8411 37 12 93245024 93245024 Missense_Mutation SNP C G 3 155 c.661G>C c.(661-663)GAA>CAA p.E221Q

Pat_14 Pre-Treatment NTN4 59277 37 12 96181219 96181219 Missense_Mutation SNP G A 51 221 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_14 Pre-Treatment ANKS1B 56899 37 12 99640084 99640084 Missense_Mutation SNP C T 14 63 c.2315G>A c.(2314-2316)AGA>AAA p.R772K

Pat_14 Pre-Treatment SLC17A8 246213 37 12 100751255 100751255 Missense_Mutation SNP T C 49 155 c.86T>C c.(85-87)TTG>TCG p.L29S

Pat_14 Pre-Treatment GNPTAB 79158 37 12 102158687 102158687 Missense_Mutation SNP G T 32 117 c.2008C>A c.(2008-2010)CCC>ACC p.P670T

Pat_14 Pre-Treatment WSCD2 9671 37 12 108618518 108618518 Missense_Mutation SNP G A 86 353 c.685G>A c.(685-687)GGA>AGA p.G229R

Pat_14 Pre-Treatment DTX1 1840 37 12 113515335 113515335 Missense_Mutation SNP T G 7 271 c.366T>G c.(364-366)GAT>GAG p.D122E

Pat_14 Pre-Treatment LHX5 64211 37 12 113907044 113907044 Missense_Mutation SNP C T 85 271 c.280G>A c.(280-282)GTG>ATG p.V94M

Pat_14 Pre-Treatment TBX3 6926 37 12 115115433 115115433 Missense_Mutation SNP G A 63 274 c.893C>T c.(892-894)CCT>CTT p.P298L

Pat_14 Pre-Treatment TBX3 6926 37 12 115120950 115120950 Missense_Mutation SNP G A 57 259 c.56C>T c.(55-57)CCG>CTG p.P19L

Pat_14 Pre-Treatment PIWIL1 9271 37 12 130846145 130846145 Missense_Mutation SNP C A 9 446 c.1969C>A c.(1969-1971)CGC>AGC p.R657S

Pat_14 Pre-Treatment DDX51 317781 37 12 132627346 132627346 Missense_Mutation SNP G C 4 465 c.597C>G c.(595-597)ATC>ATG p.I199M

Pat_14 Pre-Treatment MIPEP 4285 37 13 24436442 24436442 Missense_Mutation SNP G A 13 37 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_14 Pre-Treatment MTUS2 23281 37 13 29599623 29599623 Missense_Mutation SNP G A 25 54 c.818G>A c.(817-819)GGG>GAG p.G273E

Pat_14 Pre-Treatment MTUS2 23281 37 13 29600712 29600712 Missense_Mutation SNP G A 33 73 c.1907G>A c.(1906-1908)AGG>AAG p.R636K

Pat_14 Pre-Treatment FRY 10129 37 13 32691490 32691490 Missense_Mutation SNP C T 50 107 c.344C>T c.(343-345)TCC>TTC p.S115F

Pat_14 Pre-Treatment FRY 10129 37 13 32786506 32786506 Missense_Mutation SNP G A 8 110 c.4669G>A c.(4669-4671)GAA>AAA p.E1557K

Pat_14 Pre-Treatment PDS5B 23047 37 13 33258144 33258144 Missense_Mutation SNP G A 80 491 c.1187G>A c.(1186-1188)AGA>AAA p.R396K

Pat_14 Pre-Treatment C13orf23 80209 37 13 39588439 39588439 Missense_Mutation SNP G A 4 207 c.950C>T c.(949-951)CCA>CTA p.P317L

Pat_14 Pre-Treatment ELF1 1997 37 13 41507692 41507692 Missense_Mutation SNP G A 99 502 c.1729C>T c.(1729-1731)CAT>TAT p.H577Y

Pat_14 Pre-Treatment ATP7B 540 37 13 52534336 52534336 Missense_Mutation SNP G A 130 188 c.2069C>T c.(2068-2070)CCA>CTA p.P690L

Pat_14 Pre-Treatment SLITRK6 84189 37 13 86369430 86369430 Missense_Mutation SNP C T 37 101 c.1214G>A c.(1213-1215)GGA>GAA p.G405E

Pat_14 Pre-Treatment ABCC4 10257 37 13 95673860 95673860 Missense_Mutation SNP G A 102 445 c.3947C>T c.(3946-3948)TCG>TTG p.S1316L

Pat_14 Pre-Treatment DOCK9 23348 37 13 99554550 99554550 Missense_Mutation SNP G A 28 192 c.1375C>T c.(1375-1377)CCG>TCG p.P459S



Pat_14 Pre-Treatment CARS2 79587 37 13 111299538 111299538 Missense_Mutation SNP A G 3 164 c.1103T>C c.(1102-1104)CTG>CCG p.L368P

Pat_14 Pre-Treatment GRK1 6011 37 13 114321898 114321898 Missense_Mutation SNP C G 3 190 c.197C>G c.(196-198)CCC>CGC p.P66R

Pat_14 Pre-Treatment OR4N5 390437 37 14 20612317 20612317 Nonsense_Mutation SNP C A 6 598 c.423C>A c.(421-423)TGC>TGA p.C141*

Pat_14 Pre-Treatment SLC7A8 23428 37 14 23635719 23635719 Nonsense_Mutation SNP G T 8 473 c.182C>A c.(181-183)TCG>TAG p.S61*

Pat_14 Pre-Treatment DHRS4L1 728635 37 14 24506951 24506951 Splice_Site SNP G A 23 99 c.129_splice c.e2-1 p.W43_splice

Pat_14 Pre-Treatment NYNRIN 57523 37 14 24885336 24885336 Missense_Mutation SNP G A 28 89 c.4381G>A c.(4381-4383)GAT>AAT p.D1461N

Pat_14 Pre-Treatment CTSG 1511 37 14 25043966 25043966 Missense_Mutation SNP G A 95 189 c.254C>T c.(253-255)ACC>ATC p.T85I

Pat_14 Pre-Treatment SRP54 6729 37 14 35483027 35483027 Missense_Mutation SNP C T 43 143 c.805C>T c.(805-807)CCG>TCG p.P269S

Pat_14 Pre-Treatment FANCM 57697 37 14 45633748 45633748 Missense_Mutation SNP T G 21 33 c.1768T>G c.(1768-1770)TCT>GCT p.S590A

Pat_14 Pre-Treatment PYGL 5836 37 14 51404530 51404530 Missense_Mutation SNP A G 19 325 c.269T>C c.(268-270)TTT>TCT p.F90S

Pat_14 Pre-Treatment TBPL2 387332 37 14 55890921 55890921 Missense_Mutation SNP C T 93 256 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_14 Pre-Treatment RAB15 376267 37 14 65417845 65417845 Missense_Mutation SNP T C 3 311 c.271A>G c.(271-273)AGC>GGC p.S91G

Pat_14 Pre-Treatment GALNTL1 57452 37 14 69805425 69805426 Missense_Mutation DNP GG TT 5 290 c.1025_1026GG>TTc.(1024-1026)CGG>CTT p.R342L

Pat_14 Pre-Treatment SIPA1L1 26037 37 14 72190563 72190563 Missense_Mutation SNP G A 86 191 c.4471G>A c.(4471-4473)GAA>AAA p.E1491K

Pat_14 Pre-Treatment ZFYVE1 53349 37 14 73441645 73441645 Missense_Mutation SNP G A 72 215 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_14 Pre-Treatment C14orf179 112752 37 14 76548655 76548655 Missense_Mutation SNP G A 214 506 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_14 Pre-Treatment C14orf174 161394 37 14 77845247 77845247 Missense_Mutation SNP G A 107 253 c.1486G>A c.(1486-1488)GAT>AAT p.D496N

Pat_14 Pre-Treatment SEL1L 6400 37 14 81969220 81969220 Missense_Mutation SNP G A 5 173 c.622C>T c.(622-624)CGG>TGG p.R208W

Pat_14 Pre-Treatment CCDC88C 440193 37 14 91780236 91780236 Missense_Mutation SNP C T 23 37 c.1924G>A c.(1924-1926)GAG>AAG p.E642K

Pat_14 Pre-Treatment DICER1 23405 37 14 95556978 95556978 Missense_Mutation SNP C A 6 582 c.5626G>T c.(5626-5628)GGG>TGG p.G1876W

Pat_14 Pre-Treatment CCNK 8812 37 14 99968696 99968696 Missense_Mutation SNP C T 32 75 c.728C>T c.(727-729)CCG>CTG p.P243L

Pat_14 Pre-Treatment TDRD9 122402 37 14 104490968 104490968 Missense_Mutation SNP A G 3 346 c.2669A>G c.(2668-2670)GAC>GGC p.D890G

Pat_14 Pre-Treatment INF2 64423 37 14 105179249 105179249 Nonsense_Mutation SNP G T 5 200 c.2695G>T c.(2695-2697)GAG>TAG p.E899*

Pat_14 Pre-Treatment CYFIP1 23191 37 15 22990172 22990172 Missense_Mutation SNP A G 3 331 c.2792A>G c.(2791-2793)GAG>GGG p.E931G

Pat_14 Pre-Treatment HERC2 8924 37 15 28377302 28377302 Missense_Mutation SNP C A 4 136 c.12514G>T c.(12514-12516)GGG>TGG p.G4172W

Pat_14 Pre-Treatment KLF13 51621 37 15 31664395 31664395 Missense_Mutation SNP C T 18 86 c.760C>T c.(760-762)CCG>TCG p.P254S

Pat_14 Pre-Treatment RYR3 6263 37 15 33954667 33954667 Missense_Mutation SNP G A 10 75 c.4936G>A c.(4936-4938)GAG>AAG p.E1646K

Pat_14 Pre-Treatment SLC12A6 9990 37 15 34543111 34543111 Missense_Mutation SNP G A 36 179 c.1481C>T c.(1480-1482)CCC>CTC p.P494L

Pat_14 Pre-Treatment GJD2 57369 37 15 35045277 35045277 Missense_Mutation SNP G A 56 344 c.368C>T c.(367-369)TCC>TTC p.S123F

Pat_14 Pre-Treatment RASGRP1 10125 37 15 38818501 38818501 Missense_Mutation SNP G T 5 270 c.325C>A c.(325-327)CTC>ATC p.L109I

Pat_14 Pre-Treatment VPS18 57617 37 15 41193079 41193079 Missense_Mutation SNP C T 64 336 c.2063C>T c.(2062-2064)GCC>GTC p.A688V

Pat_14 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42127058 42127058 Missense_Mutation SNP C A 23 217 c.185C>A c.(184-186)CCG>CAG p.P62Q

Pat_14 Pre-Treatment TGM5 9333 37 15 43525409 43525409 Missense_Mutation SNP A T 27 166 c.2143T>A c.(2143-2145)TAT>AAT p.Y715N

Pat_14 Pre-Treatment MYEF2 50804 37 15 48444477 48444477 Missense_Mutation SNP C A 7 541 c.1092G>T c.(1090-1092)ATG>ATT p.M364I

Pat_14 Pre-Treatment TRPM7 54822 37 15 50926736 50926736 Missense_Mutation SNP G A 17 78 c.850C>T c.(850-852)CCT>TCT p.P284S

Pat_14 Pre-Treatment DMXL2 23312 37 15 51758498 51758498 Missense_Mutation SNP G A 22 123 c.7400C>T c.(7399-7401)CCT>CTT p.P2467L

Pat_14 Pre-Treatment UNC13C 440279 37 15 54305717 54305717 Missense_Mutation SNP C T 42 255 c.617C>T c.(616-618)TCC>TTC p.S206F

Pat_14 Pre-Treatment UNC13C 440279 37 15 54307600 54307600 Missense_Mutation SNP C T 55 156 c.2500C>T c.(2500-2502)CGG>TGG p.R834W

Pat_14 Pre-Treatment DENND4A 10260 37 15 65960342 65960342 Missense_Mutation SNP C A 5 260 c.4775G>T c.(4774-4776)GGC>GTC p.G1592V

Pat_14 Pre-Treatment NOX5 79400 37 15 69335023 69335023 Missense_Mutation SNP C T 57 229 c.1525C>T c.(1525-1527)CGG>TGG p.R509W

Pat_14 Pre-Treatment GRAMD2 196996 37 15 72454678 72454679 Missense_Mutation DNP GG AA 21 215 c.996_997CC>TTc.(994-999)TTCCGT>TTTTGT p.R333C

Pat_14 Pre-Treatment STRA6 64220 37 15 74476238 74476238 Nonsense_Mutation SNP C T 112 374 c.1259G>A c.(1258-1260)TGG>TAG p.W420*

Pat_14 Pre-Treatment MESDC2 23184 37 15 81271702 81271702 Missense_Mutation SNP T C 4 323 c.563A>G c.(562-564)CAG>CGG p.Q188R

Pat_14 Pre-Treatment FAM154B 283726 37 15 82575383 82575383 Missense_Mutation SNP C T 42 226 c.1177C>T c.(1177-1179)CCT>TCT p.P393S

Pat_14 Pre-Treatment ADAMTSL3 57188 37 15 84558978 84558978 Missense_Mutation SNP G A 5 405 c.1190G>A c.(1189-1191)AGC>AAC p.S397N

Pat_14 Pre-Treatment ADAMTSL3 57188 37 15 84568434 84568434 Missense_Mutation SNP A G 25 110 c.1651A>G c.(1651-1653)AAA>GAA p.K551E

Pat_14 Pre-Treatment SLC28A1 9154 37 15 85478657 85478657 Missense_Mutation SNP G A 90 290 c.1489G>A c.(1489-1491)GAG>AAG p.E497K



Pat_14 Pre-Treatment BLM 641 37 15 91358373 91358373 Missense_Mutation SNP C T 72 321 c.4118C>T c.(4117-4119)TCC>TTC p.S1373F

Pat_14 Pre-Treatment SV2B 9899 37 15 91809816 91809816 Missense_Mutation SNP C T 66 182 c.1013C>T c.(1012-1014)TCC>TTC p.S338F

Pat_14 Pre-Treatment IGF1R 3480 37 15 99251225 99251225 Missense_Mutation SNP G A 64 294 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_14 Pre-Treatment AMDHD2 51005 37 16 2578360 2578360 Missense_Mutation SNP G A 5 275 c.841G>A c.(841-843)GCC>ACC p.A281T

Pat_14 Pre-Treatment MEFV 4210 37 16 3304352 3304352 Missense_Mutation SNP C T 60 196 c.716G>A c.(715-717)CGA>CAA p.R239Q

Pat_14 Pre-Treatment ZNF597 146434 37 16 3486952 3486952 Missense_Mutation SNP A T 73 207 c.747T>A c.(745-747)TTT>TTA p.F249L

Pat_14 Pre-Treatment NAT15 79903 37 16 3526336 3526336 Missense_Mutation SNP G A 4 131 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_14 Pre-Treatment CREBBP 1387 37 16 3777898 3777898 Missense_Mutation SNP G T 9 627 c.7150C>A c.(7150-7152)CAC>AAC p.H2384N

Pat_14 Pre-Treatment TFAP4 7023 37 16 4308090 4308090 Missense_Mutation SNP C A 9 88 c.983G>T c.(982-984)CGG>CTG p.R328L

Pat_14 Pre-Treatment GRIN2A 2903 37 16 9857524 9857524 Missense_Mutation SNP C T 77 281 c.3877G>A c.(3877-3879)GAT>AAT p.D1293N

Pat_14 Pre-Treatment CPPED1 55313 37 16 12798754 12798754 Missense_Mutation SNP C T 36 152 c.442G>A c.(442-444)GAT>AAT p.D148N

Pat_14 Pre-Treatment TMC7 79905 37 16 19067890 19067890 Missense_Mutation SNP C A 8 347 c.1898C>A c.(1897-1899)CCG>CAG p.P633Q

Pat_14 Pre-Treatment DNAH3 55567 37 16 21011603 21011603 Nonsense_Mutation SNP G A 68 278 c.6364C>T c.(6364-6366)CGA>TGA p.R2122*

Pat_14 Pre-Treatment ZKSCAN2 342357 37 16 25258412 25258413 Nonsense_Mutation DNP GG AA 55 314 c.1104_1105CC>TTc.(1102-1107)CCCCGA>CCTTGAp.R369*

Pat_14 Pre-Treatment JMJD5 79831 37 16 27224960 27224960 Missense_Mutation SNP C T 74 260 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_14 Pre-Treatment IL21R 50615 37 16 27445671 27445671 Nonsense_Mutation SNP G A 44 221 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_14 Pre-Treatment ATP2A1 487 37 16 28914229 28914229 Missense_Mutation SNP A G 26 79 c.2741A>G c.(2740-2742)AAC>AGC p.N914S

Pat_14 Pre-Treatment LAT 27040 37 16 28997920 28997920 Missense_Mutation SNP G T 62 193 c.370G>T c.(370-372)GGG>TGG p.G124W

Pat_14 Pre-Treatment ITGAL 3683 37 16 30506115 30506115 Missense_Mutation SNP C T 85 327 c.1447C>T c.(1447-1449)CCA>TCA p.P483S

Pat_14 Pre-Treatment PRSS36 146547 37 16 31153226 31153226 Missense_Mutation SNP C T 62 274 c.1577G>A c.(1576-1578)GGA>GAA p.G526E

Pat_14 Pre-Treatment ITGAD 3681 37 16 31414929 31414929 Missense_Mutation SNP G A 87 271 c.667G>A c.(667-669)GGC>AGC p.G223S

Pat_14 Pre-Treatment ITGAD 3681 37 16 31424409 31424409 Splice_Site SNP G A 85 290 c.1839_splice c.e16-1 p.R613_splice

Pat_14 Pre-Treatment DNAJA2 10294 37 16 46991096 46991096 Missense_Mutation SNP G A 116 456 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_14 Pre-Treatment NOD2 64127 37 16 50745620 50745620 Missense_Mutation SNP G A 25 112 c.1798G>A c.(1798-1800)GAA>AAA p.E600K

Pat_14 Pre-Treatment CHD9 80205 37 16 53260396 53260396 Missense_Mutation SNP C T 57 229 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_14 Pre-Treatment GOT2 2806 37 16 58743443 58743443 Missense_Mutation SNP G T 9 772 c.1048C>A c.(1048-1050)CGC>AGC p.R350S

Pat_14 Pre-Treatment CDH8 1006 37 16 61859038 61859038 Missense_Mutation SNP T G 63 236 c.713A>C c.(712-714)GAG>GCG p.E238A

Pat_14 Pre-Treatment CDH5 1003 37 16 66434769 66434769 Missense_Mutation SNP C T 85 303 c.1687C>T c.(1687-1689)CCA>TCA p.P563S

Pat_14 Pre-Treatment ACD 65057 37 16 67694191 67694191 Missense_Mutation SNP C T 18 32 c.191G>A c.(190-192)AGG>AAG p.R64K

Pat_14 Pre-Treatment HYDIN 54768 37 16 70852271 70852271 Missense_Mutation SNP G T 22 87 c.14629C>A c.(14629-14631)CAG>AAG p.Q4877K

Pat_14 Pre-Treatment HYDIN 54768 37 16 70926314 70926314 Missense_Mutation SNP G A 35 403 c.9364C>T c.(9364-9366)CAT>TAT p.H3122Y

Pat_14 Pre-Treatment HYDIN 54768 37 16 71025252 71025252 Missense_Mutation SNP C T 50 202 c.3833G>A c.(3832-3834)AGA>AAA p.R1278K

Pat_14 Pre-Treatment ADAMTS18 170692 37 16 77331258 77331258 Missense_Mutation SNP G A 112 420 c.2729C>T c.(2728-2730)TCC>TTC p.S910F

Pat_14 Pre-Treatment BCMO1 53630 37 16 81279203 81279203 Missense_Mutation SNP G A 35 171 c.188G>A c.(187-189)AGA>AAA p.R63K

Pat_14 Pre-Treatment OSGIN1 29948 37 16 83999411 83999411 Missense_Mutation SNP C G 23 142 c.1482C>G c.(1480-1482)GAC>GAG p.D494E

Pat_14 Pre-Treatment LRRC50 123872 37 16 84189196 84189196 Missense_Mutation SNP C T 126 512 c.583C>T c.(583-585)CCA>TCA p.P195S

Pat_14 Pre-Treatment PELP1 27043 37 17 4576107 4576108 Missense_Mutation DNP GG AA 18 50 c.2178_2179CC>TTc.(2176-2181)GGCCCT>GGTTCTp.P727S

Pat_14 Pre-Treatment PER1 5187 37 17 8052016 8052016 Missense_Mutation SNP G A 163 221 c.994C>T c.(994-996)CCT>TCT p.P332S

Pat_14 Pre-Treatment SPDYE4 388333 37 17 8656483 8656483 Nonsense_Mutation SNP C T 73 113 c.687G>A c.(685-687)TGG>TGA p.W229*

Pat_14 Pre-Treatment MYH4 4622 37 17 10348621 10348622 Missense_Mutation DNP CC TT 214 308 c.5227_5228GG>AAc.(5227-5229)GGA>AAA p.G1743K

Pat_14 Pre-Treatment MYH4 4622 37 17 10369870 10369870 Missense_Mutation SNP C T 320 384 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_14 Pre-Treatment DNAH9 1770 37 17 11772556 11772556 Missense_Mutation SNP C T 136 196 c.10039C>T c.(10039-10041)CTT>TTT p.L3347F

Pat_14 Pre-Treatment MAP2K4 6416 37 17 11998935 11998935 Missense_Mutation SNP T C 189 217 c.437T>C c.(436-438)CTT>CCT p.L146P

Pat_14 Pre-Treatment DRG2 1819 37 17 18010522 18010522 Missense_Mutation SNP C T 87 146 c.1063C>T c.(1063-1065)CAT>TAT p.H355Y

Pat_14 Pre-Treatment CCL11 6356 37 17 32612736 32612736 Translation_Start_Site SNP A T 46 35 c.-91A>T c.(-93--89)AAAGG>AATGG

Pat_14 Pre-Treatment HNF1B 6928 37 17 36091704 36091704 Missense_Mutation SNP G C 3 265 c.927C>G c.(925-927)TTC>TTG p.F309L

Pat_14 Pre-Treatment WIPF2 147179 37 17 38421101 38421101 Missense_Mutation SNP C T 169 267 c.673C>T c.(673-675)CCT>TCT p.P225S



Pat_14 Pre-Treatment KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 3 19 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_14 Pre-Treatment KRT13 3860 37 17 39659290 39659290 Missense_Mutation SNP G T 8 846 c.796C>A c.(796-798)CCA>ACA p.P266T

Pat_14 Pre-Treatment PRR15L 79170 37 17 46030561 46030561 Missense_Mutation SNP G A 194 261 c.40C>T c.(40-42)CGG>TGG p.R14W

Pat_14 Pre-Treatment CA10 56934 37 17 49713248 49713248 Missense_Mutation SNP T A 105 152 c.757A>T c.(757-759)ATG>TTG p.M253L

Pat_14 Pre-Treatment TMEM49 81671 37 17 57915754 57915754 Missense_Mutation SNP C A 6 170 c.1073C>A c.(1072-1074)CCA>CAA p.P358Q

Pat_14 Pre-Treatment ACE 1636 37 17 61566036 61566036 Missense_Mutation SNP G A 5 363 c.2333G>A c.(2332-2334)CGG>CAG p.R778Q

Pat_14 Pre-Treatment KCNH6 81033 37 17 61619707 61619707 Missense_Mutation SNP G T 7 389 c.2060G>T c.(2059-2061)CGG>CTG p.R687L

Pat_14 Pre-Treatment ABCA10 10349 37 17 67150435 67150435 Missense_Mutation SNP C T 72 343 c.3727G>A c.(3727-3729)GCT>ACT p.A1243T

Pat_14 Pre-Treatment CDC42EP4 23580 37 17 71282170 71282170 Missense_Mutation SNP G A 5 174 c.470C>T c.(469-471)GCG>GTG p.A157V

Pat_14 Pre-Treatment NAT9 26151 37 17 72769065 72769065 Missense_Mutation SNP T G 3 231 c.304A>C c.(304-306)ACC>CCC p.T102P

Pat_14 Pre-Treatment AZI1 22994 37 17 79180631 79180631 Missense_Mutation SNP C T 5 294 c.428G>A c.(427-429)CGG>CAG p.R143Q

Pat_14 Pre-Treatment TGIF1 7050 37 18 3457741 3457741 Missense_Mutation SNP T C 98 231 c.1009T>C c.(1009-1011)TTC>CTC p.F337L

Pat_14 Pre-Treatment APCDD1 147495 37 18 10471774 10471774 Missense_Mutation SNP G A 4 184 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_14 Pre-Treatment ZNF532 55205 37 18 56601744 56601744 Missense_Mutation SNP C T 138 400 c.2426C>T c.(2425-2427)TCT>TTT p.S809F

Pat_14 Pre-Treatment MC4R 4160 37 18 58039374 58039374 Missense_Mutation SNP G A 75 135 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_14 Pre-Treatment SERPINB2 5055 37 18 61570201 61570201 Missense_Mutation SNP G A 49 93 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_14 Pre-Treatment KCNG2 26251 37 18 77659043 77659043 Nonsense_Mutation SNP G T 4 95 c.628G>T c.(628-630)GAG>TAG p.E210*

Pat_14 Pre-Treatment WDR18 57418 37 19 990886 990886 Missense_Mutation SNP C T 43 154 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_14 Pre-Treatment MIDN 90007 37 19 1257216 1257216 Missense_Mutation SNP C T 50 208 c.1352C>T c.(1351-1353)TCC>TTC p.S451F

Pat_14 Pre-Treatment ADAT3 113179 37 19 1912950 1912950 Missense_Mutation SNP G A 6 363 c.856G>A c.(856-858)GTG>ATG p.V286M

Pat_14 Pre-Treatment MLLT1 4298 37 19 6213774 6213774 Missense_Mutation SNP T C 81 384 c.1442A>G c.(1441-1443)AAG>AGG p.K481R

Pat_14 Pre-Treatment SH2D3A 10045 37 19 6755140 6755140 Missense_Mutation SNP G A 7 738 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_14 Pre-Treatment CD320 51293 37 19 8367766 8367767 Missense_Mutation DNP GC AA 45 126 c.600_601GC>TTc.(598-603)GGGCCC>GGTTCCp.P201S

Pat_14 Pre-Treatment MUC16 94025 37 19 9047354 9047354 Missense_Mutation SNP G T 79 332 c.34277C>A c.(34276-34278)TCT>TAT p.S11426Y

Pat_14 Pre-Treatment MUC16 94025 37 19 9061335 9061335 Missense_Mutation SNP G A 37 136 c.26111C>T c.(26110-26112)TCC>TTC p.S8704F

Pat_14 Pre-Treatment MUC16 94025 37 19 9062852 9062852 Missense_Mutation SNP C A 40 168 c.24594G>T c.(24592-24594)ATG>ATT p.M8198I

Pat_14 Pre-Treatment MUC16 94025 37 19 9063976 9063976 Missense_Mutation SNP C T 66 226 c.23470G>A c.(23470-23472)GAG>AAG p.E7824K

Pat_14 Pre-Treatment MUC16 94025 37 19 9083554 9083554 Missense_Mutation SNP C T 94 291 c.8261G>A c.(8260-8262)GGA>GAA p.G2754E

Pat_14 Pre-Treatment OR7D4 125958 37 19 9324939 9324939 Missense_Mutation SNP G A 84 389 c.575C>T c.(574-576)ACC>ATC p.T192I

Pat_14 Pre-Treatment TYK2 7297 37 19 10479071 10479071 Missense_Mutation SNP G A 86 240 c.217C>T c.(217-219)CTC>TTC p.L73F

Pat_14 Pre-Treatment CCDC151 115948 37 19 11537729 11537729 Missense_Mutation SNP C T 64 169 c.576G>A c.(574-576)ATG>ATA p.M192I

Pat_14 Pre-Treatment ZNF823 55552 37 19 11833661 11833661 Missense_Mutation SNP G A 74 422 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_14 Pre-Treatment CACNA1A 773 37 19 13397485 13397485 Missense_Mutation SNP C T 34 102 c.3388G>A c.(3388-3390)GGG>AGG p.G1130R

Pat_14 Pre-Treatment CACNA1A 773 37 19 13419021 13419021 Missense_Mutation SNP G A 27 77 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_14 Pre-Treatment OR1I1 126370 37 19 15198581 15198581 Nonsense_Mutation SNP G A 34 157 c.705G>A c.(703-705)TGG>TGA p.W235*

Pat_14 Pre-Treatment CYP4F3 4051 37 19 15760899 15760899 Missense_Mutation SNP G A 105 346 c.824G>A c.(823-825)CGC>CAC p.R275H

Pat_14 Pre-Treatment OR10H3 26532 37 19 15852299 15852299 Missense_Mutation SNP C T 152 624 c.97C>T c.(97-99)CTC>TTC p.L33F

Pat_14 Pre-Treatment C19orf42 79086 37 19 16770257 16770257 Missense_Mutation SNP T C 14 60 c.70A>G c.(70-72)AAA>GAA p.K24E

Pat_14 Pre-Treatment CPAMD8 27151 37 19 17100494 17100494 Nonsense_Mutation SNP G A 59 299 c.1495C>T c.(1495-1497)CAG>TAG p.Q499*

Pat_14 Pre-Treatment USHBP1 83878 37 19 17373526 17373527 Missense_Mutation DNP GG AA 63 199 c.476_477CC>TT c.(475-477)TCC>TTT p.S159F

Pat_14 Pre-Treatment BST2 684 37 19 17516235 17516235 Missense_Mutation SNP G T 5 222 c.150C>A c.(148-150)AGC>AGA p.S50R

Pat_14 Pre-Treatment ZNF493 284443 37 19 21606030 21606030 Missense_Mutation SNP C T 73 220 c.185C>T c.(184-186)TCA>TTA p.S62L

Pat_14 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 198 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_14 Pre-Treatment ZNF257 113835 37 19 22255698 22255698 Missense_Mutation SNP G A 87 384 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_14 Pre-Treatment ZNF676 163223 37 19 22363786 22363786 Missense_Mutation SNP T C 4 263 c.733A>G c.(733-735)ATA>GTA p.I245V

Pat_14 Pre-Treatment ZNF254 9534 37 19 24310427 24310427 Missense_Mutation SNP A G 4 88 c.1625A>G c.(1624-1626)GAA>GGA p.E542G

Pat_14 Pre-Treatment ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 4 85 c.1648A>G c.(1648-1650)AAA>GAA p.K550E



Pat_14 Pre-Treatment CCDC123 84902 37 19 33417101 33417101 Missense_Mutation SNP G T 7 776 c.1159C>A c.(1159-1161)CTC>ATC p.L387I

Pat_14 Pre-Treatment SBSN 374897 37 19 36018946 36018947 Missense_Mutation DNP CG AT 6 661 c.237_238CG>ATc.(235-240)ACCGGC>ACATGC p.G80C

Pat_14 Pre-Treatment MLL4 9757 37 19 36210698 36210698 Missense_Mutation SNP G A 110 504 c.449G>A c.(448-450)CGA>CAA p.R150Q

Pat_14 Pre-Treatment MLL4 9757 37 19 36211733 36211733 Missense_Mutation SNP C T 3 27 c.1484C>T c.(1483-1485)CCC>CTC p.P495L

Pat_14 Pre-Treatment ZNF790 388536 37 19 37310689 37310689 Missense_Mutation SNP G C 37 178 c.557C>G c.(556-558)ACT>AGT p.T186S

Pat_14 Pre-Treatment ZFP30 22835 37 19 38127104 38127104 Missense_Mutation SNP C T 32 121 c.338G>A c.(337-339)GGA>GAA p.G113E

Pat_14 Pre-Treatment RYR1 6261 37 19 38943640 38943640 Missense_Mutation SNP C A 4 115 c.1426C>A c.(1426-1428)CTC>ATC p.L476I

Pat_14 Pre-Treatment MAP4K1 11184 37 19 39100292 39100292 Missense_Mutation SNP C T 33 99 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_14 Pre-Treatment CLC 1178 37 19 40222064 40222064 Missense_Mutation SNP C T 187 611 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_14 Pre-Treatment PRX 57716 37 19 40902350 40902350 Missense_Mutation SNP G A 105 423 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_14 Pre-Treatment ADCK4 79934 37 19 41220022 41220022 Missense_Mutation SNP C A 7 433 c.239G>T c.(238-240)CGA>CTA p.R80L

Pat_14 Pre-Treatment CEACAM6 4680 37 19 42265289 42265289 Missense_Mutation SNP C A 136 599 c.557C>A c.(556-558)CCG>CAG p.P186Q

Pat_14 Pre-Treatment GRIK5 2901 37 19 42546734 42546734 Nonsense_Mutation SNP C T 109 333 c.1443G>A c.(1441-1443)TGG>TGA p.W481*

Pat_14 Pre-Treatment ZNF235 9310 37 19 44792651 44792651 Missense_Mutation SNP G A 90 288 c.937C>T c.(937-939)CGT>TGT p.R313C

Pat_14 Pre-Treatment GLTSCR2 29997 37 19 48253489 48253489 Missense_Mutation SNP C T 35 182 c.344C>T c.(343-345)CCC>CTC p.P115L

Pat_14 Pre-Treatment RPL18 6141 37 19 49120056 49120056 Missense_Mutation SNP C A 6 431 c.224G>T c.(223-225)CGG>CTG p.R75L

Pat_14 Pre-Treatment SIGLEC12 89858 37 19 52003546 52003546 Missense_Mutation SNP C T 59 283 c.436G>A c.(436-438)GAC>AAC p.D146N

Pat_14 Pre-Treatment ZNF845 91664 37 19 53856479 53856479 Missense_Mutation SNP G A 24 157 c.2551G>A c.(2551-2553)GCA>ACA p.A851T

Pat_14 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 5 113 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_14 Pre-Treatment LILRB3 11025 37 19 54722249 54722249 Missense_Mutation SNP C A 10 484 c.1574G>T c.(1573-1575)AGG>ATG p.R525M

Pat_14 Pre-Treatment LILRB4 11006 37 19 55175850 55175850 Missense_Mutation SNP G A 91 318 c.569G>A c.(568-570)GGG>GAG p.G190E

Pat_14 Pre-Treatment KIR3DL1 3811 37 19 55333028 55333028 Missense_Mutation SNP G A 89 367 c.664G>A c.(664-666)GAG>AAG p.E222K

Pat_14 Pre-Treatment NLRP9 338321 37 19 56243555 56243555 Missense_Mutation SNP C T 38 168 c.1642G>A c.(1642-1644)GGT>AGT p.G548S

Pat_14 Pre-Treatment PEG3 5178 37 19 57335765 57335765 Missense_Mutation SNP C T 6 462 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_14 Pre-Treatment ZIM3 114026 37 19 57646558 57646558 Missense_Mutation SNP T C 70 276 c.1147A>G c.(1147-1149)AAA>GAA p.K383E

Pat_14 Pre-Treatment ZNF776 284309 37 19 58264977 58264977 Nonsense_Mutation SNP C A 6 297 c.479C>A c.(478-480)TCA>TAA p.S160*

Pat_14 Pre-Treatment ZNF417 147687 37 19 58420829 58420829 Missense_Mutation SNP A C 7 385 c.817T>G c.(817-819)TGT>GGT p.C273G

Pat_14 Pre-Treatment ZNF418 147686 37 19 58437669 58437669 Missense_Mutation SNP G T 91 320 c.1880C>A c.(1879-1881)TCC>TAC p.S627Y

Pat_14 Pre-Treatment ZNF135 7694 37 19 58579005 58579005 Missense_Mutation SNP C A 6 213 c.1189C>A c.(1189-1191)CAT>AAT p.H397N

Pat_14 Pre-Treatment PXDN 7837 37 2 1653202 1653202 Missense_Mutation SNP G A 70 306 c.2350C>T c.(2350-2352)CAC>TAC p.H784Y

Pat_14 Pre-Treatment MYT1L 23040 37 2 1906950 1906950 Missense_Mutation SNP G A 76 240 c.1934C>T c.(1933-1935)TCG>TTG p.S645L

Pat_14 Pre-Treatment MYT1L 23040 37 2 1926607 1926608 Missense_Mutation DNP CC TT 111 369 c.933_934GG>AAc.(931-936)ATGGAA>ATAAAAp.311_312ME>IK

Pat_14 Pre-Treatment KLF11 8462 37 2 10188198 10188198 Missense_Mutation SNP A G 3 307 c.734A>G c.(733-735)GAC>GGC p.D245G

Pat_14 Pre-Treatment NBAS 51594 37 2 15319125 15319125 Missense_Mutation SNP G A 57 259 c.6827C>T c.(6826-6828)ACG>ATG p.T2276M

Pat_14 Pre-Treatment RHOQ 23433 37 2 46803262 46803262 Missense_Mutation SNP A G 3 148 c.238A>G c.(238-240)ATG>GTG p.M80V

Pat_14 Pre-Treatment PSME4 23198 37 2 54114545 54114545 Missense_Mutation SNP G A 55 217 c.4580C>T c.(4579-4581)TCG>TTG p.S1527L

Pat_14 Pre-Treatment PUS10 150962 37 2 61236080 61236080 Missense_Mutation SNP G A 4 81 c.197C>T c.(196-198)CCA>CTA p.P66L

Pat_14 Pre-Treatment GKN1 56287 37 2 69207165 69207165 Missense_Mutation SNP C T 96 279 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_14 Pre-Treatment CNGA3 1261 37 2 98994194 98994194 Missense_Mutation SNP G A 18 117 c.146G>A c.(145-147)GGG>GAG p.G49E

Pat_14 Pre-Treatment C2orf55 343990 37 2 99439615 99439615 Missense_Mutation SNP T A 22 56 c.1121A>T c.(1120-1122)GAG>GTG p.E374V

Pat_14 Pre-Treatment TBC1D8 11138 37 2 101650036 101650037 Missense_Mutation DNP GG AA 69 252 c.1742_1743CC>TTc.(1741-1743)GCC>GTT p.A581V

Pat_14 Pre-Treatment RGPD4 285190 37 2 108496501 108496501 Missense_Mutation SNP C T 118 480 c.5002C>T c.(5002-5004)CAC>TAC p.H1668Y

Pat_14 Pre-Treatment SLC5A7 60482 37 2 108627121 108627121 Missense_Mutation SNP C T 35 157 c.1547C>T c.(1546-1548)GCT>GTT p.A516V

Pat_14 Pre-Treatment PCDP1 200373 37 2 120409605 120409605 Missense_Mutation SNP G A 56 234 c.1516G>A c.(1516-1518)GAA>AAA p.E506K

Pat_14 Pre-Treatment CNTNAP5 129684 37 2 124979360 124979360 Missense_Mutation SNP G A 17 81 c.161G>A c.(160-162)AGC>AAC p.S54N

Pat_14 Pre-Treatment CNTNAP5 129684 37 2 125367477 125367477 Missense_Mutation SNP A C 57 264 c.1853A>C c.(1852-1854)CAG>CCG p.Q618P

Pat_14 Pre-Treatment HS6ST1 9394 37 2 129026421 129026421 Missense_Mutation SNP A G 4 276 c.551T>C c.(550-552)CTA>CCA p.L184P



Pat_14 Pre-Treatment IMP4 92856 37 2 131103457 131103457 Missense_Mutation SNP C T 22 135 c.545C>T c.(544-546)GCC>GTC p.A182V

Pat_14 Pre-Treatment LOC401010 401010 37 2 132201466 132201466 Missense_Mutation SNP G A 63 196 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_14 Pre-Treatment NCKAP5 344148 37 2 133541688 133541688 Missense_Mutation SNP G A 46 308 c.2696C>T c.(2695-2697)CCT>CTT p.P899L

Pat_14 Pre-Treatment THSD7B 80731 37 2 137814118 137814118 Missense_Mutation SNP G A 17 85 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_14 Pre-Treatment THSD7B 80731 37 2 137814551 137814551 Missense_Mutation SNP T G 122 441 c.608T>G c.(607-609)CTT>CGT p.L203R

Pat_14 Pre-Treatment THSD7B 80731 37 2 138420994 138420994 Missense_Mutation SNP G A 6 29 c.4413G>A c.(4411-4413)ATG>ATA p.M1471I

Pat_14 Pre-Treatment LRP1B 53353 37 2 141122229 141122229 Splice_Site SNP C T 25 97 c.11131_splice c.e72+1 p.V3711_splice

Pat_14 Pre-Treatment LRP1B 53353 37 2 141259366 141259366 Missense_Mutation SNP C T 37 161 c.8740G>A c.(8740-8742)GAT>AAT p.D2914N

Pat_14 Pre-Treatment LRP1B 53353 37 2 141946145 141946145 Missense_Mutation SNP T G 78 199 c.858A>C c.(856-858)CAA>CAC p.Q286H

Pat_14 Pre-Treatment KYNU 8942 37 2 143743562 143743562 Missense_Mutation SNP G A 61 208 c.874G>A c.(874-876)GAA>AAA p.E292K

Pat_14 Pre-Treatment NEB 4703 37 2 152473940 152473940 Missense_Mutation SNP G A 4 36 c.10390C>T c.(10390-10392)CAT>TAT p.H3464Y

Pat_14 Pre-Treatment FMNL2 114793 37 2 153435429 153435429 Missense_Mutation SNP C T 24 141 c.733C>T c.(733-735)CCA>TCA p.P245S

Pat_14 Pre-Treatment KCNJ3 3760 37 2 155711613 155711613 Missense_Mutation SNP G A 39 170 c.1294G>A c.(1294-1296)GAC>AAC p.D432N

Pat_14 Pre-Treatment UPP2 151531 37 2 158974352 158974352 Missense_Mutation SNP C T 82 314 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_14 Pre-Treatment SLC4A10 57282 37 2 162738887 162738887 Missense_Mutation SNP G A 15 56 c.1127G>A c.(1126-1128)GGA>GAA p.G376E

Pat_14 Pre-Treatment KCNH7 90134 37 2 163291770 163291770 Missense_Mutation SNP C T 57 251 c.1892G>A c.(1891-1893)GGG>GAG p.G631E

Pat_14 Pre-Treatment COBLL1 22837 37 2 165542499 165542499 Missense_Mutation SNP C T 58 227 c.3659G>A c.(3658-3660)AGA>AAA p.R1220K

Pat_14 Pre-Treatment SCN3A 6328 37 2 165947616 165947616 Missense_Mutation SNP C T 101 310 c.5047G>A c.(5047-5049)GAA>AAA p.E1683K

Pat_14 Pre-Treatment SCN2A 6326 37 2 166167031 166167031 Missense_Mutation SNP C T 50 200 c.896C>T c.(895-897)TCA>TTA p.S299L

Pat_14 Pre-Treatment SCN9A 6335 37 2 167160796 167160796 Nonsense_Mutation SNP G A 24 96 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_14 Pre-Treatment LRP2 4036 37 2 170103911 170103911 Missense_Mutation SNP G A 60 239 c.2885C>T c.(2884-2886)TCG>TTG p.S962L

Pat_14 Pre-Treatment TTN 7273 37 2 179496982 179496982 Missense_Mutation SNP C T 15 46 c.35935G>A c.(35935-35937)GAA>AAA p.E11979K

Pat_14 Pre-Treatment TTN 7273 37 2 179594264 179594264 Missense_Mutation SNP G A 53 214 c.14887C>T c.(14887-14889)CCT>TCT p.P4963S

Pat_14 Pre-Treatment TTN 7273 37 2 179595259 179595259 Missense_Mutation SNP G T 9 657 c.14269C>A c.(14269-14271)CAA>AAA p.Q4757K

Pat_14 Pre-Treatment TTN 7273 37 2 179597833 179597833 Missense_Mutation SNP G A 22 95 c.12338C>T c.(12337-12339)CCA>CTA p.P4113L

Pat_14 Pre-Treatment TTN 7273 37 2 179612065 179612065 Missense_Mutation SNP C T 40 206 c.15062G>A c.(15061-15063)GGA>GAA p.G5021E

Pat_14 Pre-Treatment TTN 7273 37 2 179615447 179615447 Missense_Mutation SNP C T 20 73 c.11680G>A c.(11680-11682)GAA>AAA p.E3894K

Pat_14 Pre-Treatment TTN 7273 37 2 179616446 179616446 Missense_Mutation SNP G A 76 218 c.10681C>T c.(10681-10683)CAC>TAC p.H3561Y

Pat_14 Pre-Treatment TTN 7273 37 2 179641217 179641217 Missense_Mutation SNP G A 73 295 c.5374C>T c.(5374-5376)CTT>TTT p.L1792F

Pat_14 Pre-Treatment WDR75 84128 37 2 190329839 190329839 Missense_Mutation SNP A T 4 153 c.1148A>T c.(1147-1149)TAT>TTT p.Y383F

Pat_14 Pre-Treatment OBFC2A 64859 37 2 192550343 192550343 Missense_Mutation SNP G A 6 38 c.464G>A c.(463-465)GGC>GAC p.G155D

Pat_14 Pre-Treatment DNAH7 56171 37 2 196723344 196723344 Missense_Mutation SNP C T 23 99 c.7921G>A c.(7921-7923)GAA>AAA p.E2641K

Pat_14 Pre-Treatment DNAH7 56171 37 2 196884016 196884016 Missense_Mutation SNP C T 40 153 c.747G>A c.(745-747)ATG>ATA p.M249I

Pat_14 Pre-Treatment PGAP1 80055 37 2 197791194 197791194 Missense_Mutation SNP C A 7 773 c.147G>T c.(145-147)CAG>CAT p.Q49H

Pat_14 Pre-Treatment NBEAL1 65065 37 2 204045126 204045126 Missense_Mutation SNP G T 85 373 c.6399G>T c.(6397-6399)CAG>CAT p.Q2133H

Pat_14 Pre-Treatment ZDBF2 57683 37 2 207170939 207170939 Missense_Mutation SNP C T 18 78 c.1687C>T c.(1687-1689)CGG>TGG p.R563W

Pat_14 Pre-Treatment C2orf80 389073 37 2 209036721 209036721 Missense_Mutation SNP G T 11 816 c.445C>A c.(445-447)CGC>AGC p.R149S

Pat_14 Pre-Treatment ERBB4 2066 37 2 212295699 212295699 Missense_Mutation SNP C T 92 333 c.2614G>A c.(2614-2616)GAA>AAA p.E872K

Pat_14 Pre-Treatment TNS1 7145 37 2 218712377 218712377 Missense_Mutation SNP G A 49 147 c.2488C>T c.(2488-2490)CCA>TCA p.P830S

Pat_14 Pre-Treatment TNS1 7145 37 2 218745694 218745694 Nonsense_Mutation SNP A C 59 200 c.981T>G c.(979-981)TAT>TAG p.Y327*

Pat_14 Pre-Treatment GLB1L 79411 37 2 220102571 220102571 Missense_Mutation SNP C T 53 275 c.1450G>A c.(1450-1452)GGG>AGG p.G484R

Pat_14 Pre-Treatment GMPPA 29926 37 2 220366237 220366237 Missense_Mutation SNP C A 7 667 c.178C>A c.(178-180)CAA>AAA p.Q60K

Pat_14 Pre-Treatment ACCN4 55515 37 2 220400018 220400018 Nonsense_Mutation SNP A T 10 70 c.1525A>T c.(1525-1527)AAG>TAG p.K509*

Pat_14 Pre-Treatment SPHKAP 80309 37 2 228881246 228881246 Missense_Mutation SNP C T 28 133 c.4324G>A c.(4324-4326)GAA>AAA p.E1442K

Pat_14 Pre-Treatment GPR55 9290 37 2 231775425 231775425 Nonsense_Mutation SNP G A 55 228 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_14 Pre-Treatment INPP5D 3635 37 2 233995276 233995276 Missense_Mutation SNP G A 40 91 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_14 Pre-Treatment DEFB125 245938 37 20 76774 76774 Missense_Mutation SNP G A 135 646 c.187G>A c.(187-189)GAA>AAA p.E63K



Pat_14 Pre-Treatment C20orf27 54976 37 20 3734734 3734734 Missense_Mutation SNP C T 46 74 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_14 Pre-Treatment SMOX 54498 37 20 4155742 4155742 Missense_Mutation SNP C A 7 694 c.40C>A c.(40-42)CCT>ACT p.P14T

Pat_14 Pre-Treatment PAK7 57144 37 20 9546769 9546769 Missense_Mutation SNP G A 24 89 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_14 Pre-Treatment SSTR4 6754 37 20 23016400 23016400 Missense_Mutation SNP G A 125 456 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_14 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 7 274 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_14 Pre-Treatment COMMD7 149951 37 20 31294383 31294383 Splice_Site SNP A G 3 154 c.336_splice c.e5+1 p.K112_splice

Pat_14 Pre-Treatment MYH7B 57644 37 20 33586662 33586662 Nonsense_Mutation SNP G A 21 157 c.4260G>A c.(4258-4260)TGG>TGA p.W1420*

Pat_14 Pre-Treatment CHD6 84181 37 20 40054738 40054738 Missense_Mutation SNP C A 9 772 c.4124G>T c.(4123-4125)CGG>CTG p.R1375L

Pat_14 Pre-Treatment PTPRT 11122 37 20 40827982 40827982 Missense_Mutation SNP C T 115 252 c.2389G>A c.(2389-2391)GAG>AAG p.E797K

Pat_14 Pre-Treatment MYBL2 4605 37 20 42344630 42344630 Missense_Mutation SNP G A 222 436 c.2006G>A c.(2005-2007)GGG>GAG p.G669E

Pat_14 Pre-Treatment TOX2 84969 37 20 42635208 42635208 Missense_Mutation SNP A T 180 295 c.214A>T c.(214-216)AAC>TAC p.N72Y

Pat_14 Pre-Treatment SEMG1 6406 37 20 43836308 43836308 Missense_Mutation SNP C T 57 357 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_14 Pre-Treatment SDC4 6385 37 20 43959102 43959102 Missense_Mutation SNP A G 112 177 c.349T>C c.(349-351)TCA>CCA p.S117P

Pat_14 Pre-Treatment SLC9A8 23315 37 20 48491319 48491319 Missense_Mutation SNP C T 253 480 c.1036C>T c.(1036-1038)CTC>TTC p.L346F

Pat_14 Pre-Treatment CASS4 57091 37 20 55028094 55028094 Missense_Mutation SNP C T 40 160 c.1862C>T c.(1861-1863)TCA>TTA p.S621L

Pat_14 Pre-Treatment TAF4 6874 37 20 60578276 60578276 Nonsense_Mutation SNP G T 6 548 c.2426C>A c.(2425-2427)TCG>TAG p.S809*

Pat_14 Pre-Treatment OSBPL2 9885 37 20 60866788 60866788 Nonsense_Mutation SNP G T 81 454 c.1279G>T c.(1279-1281)GAG>TAG p.E427*

Pat_14 Pre-Treatment EEF1A2 1917 37 20 62121835 62121836 Missense_Mutation DNP GG AA 41 74 c.1025_1026CC>TT c.(1024-1026)TCC>TTT p.S342F

Pat_14 Pre-Treatment SRMS 6725 37 20 62174747 62174747 Missense_Mutation SNP C T 5 402 c.565G>A c.(565-567)GGC>AGC p.G189S

Pat_14 Pre-Treatment TPTE 7179 37 21 10914373 10914373 Missense_Mutation SNP C T 24 121 c.1346G>A c.(1345-1347)GGA>GAA p.G449E

Pat_14 Pre-Treatment POTED 317754 37 21 14983006 14983006 Missense_Mutation SNP C T 12 153 c.457C>T c.(457-459)CCC>TCC p.P153S

Pat_14 Pre-Treatment USP25 29761 37 21 17236609 17236609 Missense_Mutation SNP G A 4 283 c.2360G>A c.(2359-2361)AGG>AAG p.R787K

Pat_14 Pre-Treatment CYYR1 116159 37 21 27840893 27840893 Missense_Mutation SNP G A 70 243 c.392C>T c.(391-393)CCA>CTA p.P131L

Pat_14 Pre-Treatment GRIK1 2897 37 21 30968846 30968846 Missense_Mutation SNP C A 86 396 c.1251G>T c.(1249-1251)AAG>AAT p.K417N

Pat_14 Pre-Treatment KCNE2 9992 37 21 35742905 35742905 Missense_Mutation SNP C T 56 218 c.128C>T c.(127-129)GCT>GTT p.A43V

Pat_14 Pre-Treatment CHAF1B 8208 37 21 37785564 37785564 Missense_Mutation SNP C T 4 215 c.1444C>T c.(1444-1446)CGG>TGG p.R482W

Pat_14 Pre-Treatment TFF1 7031 37 21 43783391 43783391 Missense_Mutation SNP G A 51 134 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_14 Pre-Treatment RSPH1 89765 37 21 43913099 43913099 Missense_Mutation SNP C T 169 604 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_14 Pre-Treatment KRTAP10-7 386675 37 21 46020592 46020592 Missense_Mutation SNP C T 47 143 c.71C>T c.(70-72)TCC>TTC p.S24F

Pat_14 Pre-Treatment KRTAP10-12 386685 37 21 46117718 46117718 Missense_Mutation SNP C A 9 672 c.602C>A c.(601-603)CCT>CAT p.P201H

Pat_14 Pre-Treatment PCNT 5116 37 21 47754654 47754654 Missense_Mutation SNP C A 8 599 c.611C>A c.(610-612)CCA>CAA p.P204Q

Pat_14 Pre-Treatment SLC25A1 6576 37 22 19164124 19164124 Missense_Mutation SNP G T 4 251 c.714C>A c.(712-714)AAC>AAA p.N238K

Pat_14 Pre-Treatment CCDC116 164592 37 22 21991067 21991067 Missense_Mutation SNP C T 81 93 c.1550C>T c.(1549-1551)TCC>TTC p.S517F

Pat_14 Pre-Treatment HPS4 89781 37 22 26864540 26864540 Missense_Mutation SNP G A 105 120 c.646C>T c.(646-648)CAC>TAC p.H216Y

Pat_14 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 6 299 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_14 Pre-Treatment MYH9 4627 37 22 36697687 36697687 Missense_Mutation SNP G A 74 91 c.2524C>T c.(2524-2526)CGG>TGG p.R842W

Pat_14 Pre-Treatment TMPRSS6 164656 37 22 37482392 37482392 Missense_Mutation SNP C T 32 43 c.931G>A c.(931-933)GTC>ATC p.V311I

Pat_14 Pre-Treatment PICK1 9463 37 22 38461035 38461035 Missense_Mutation SNP G T 8 551 c.180G>T c.(178-180)TTG>TTT p.L60F

Pat_14 Pre-Treatment DDX17 10521 37 22 38882109 38882109 Missense_Mutation SNP C A 5 313 c.2027G>T c.(2026-2028)AGC>ATC p.S676I

Pat_14 Pre-Treatment GRAP2 9402 37 22 40356161 40356161 Missense_Mutation SNP C A 238 272 c.273C>A c.(271-273)GAC>GAA p.D91E

Pat_14 Pre-Treatment TTLL12 23170 37 22 43579143 43579143 Missense_Mutation SNP C A 6 470 c.190G>T c.(190-192)GGG>TGG p.G64W

Pat_14 Pre-Treatment PLXNB2 23654 37 22 50720285 50720285 Missense_Mutation SNP G A 4 224 c.3343C>T c.(3343-3345)CGG>TGG p.R1115W

Pat_14 Pre-Treatment CNTN6 27255 37 3 1424632 1424632 Missense_Mutation SNP C T 64 229 c.2173C>T c.(2173-2175)CCA>TCA p.P725S

Pat_14 Pre-Treatment CNTN4 152330 37 3 3097837 3097837 Missense_Mutation SNP C T 69 300 c.3014C>T c.(3013-3015)TCG>TTG p.S1005L

Pat_14 Pre-Treatment ITPR1 3708 37 3 4808220 4808220 Missense_Mutation SNP T C 3 214 c.5407T>C c.(5407-5409)TTT>CTT p.F1803L

Pat_14 Pre-Treatment GRIP2 80852 37 3 14552975 14552975 Missense_Mutation SNP T A 36 72 c.2027A>T c.(2026-2028)AAA>ATA p.K676I

Pat_14 Pre-Treatment THRB 7068 37 3 24169132 24169132 Missense_Mutation SNP C T 133 496 c.1002G>A c.(1000-1002)ATG>ATA p.M334I



Pat_14 Pre-Treatment TGFBR2 7048 37 3 30733067 30733067 Missense_Mutation SNP C G 72 248 c.1680C>G c.(1678-1680)GAC>GAG p.D560E

Pat_14 Pre-Treatment GADL1 339896 37 3 30769837 30769837 Missense_Mutation SNP C T 40 162 c.1463G>A c.(1462-1464)GGA>GAA p.G488E

Pat_14 Pre-Treatment ZNF860 344787 37 3 32031383 32031383 Missense_Mutation SNP G A 85 284 c.812G>A c.(811-813)CGA>CAA p.R271Q

Pat_14 Pre-Treatment ARPP21 10777 37 3 35729257 35729257 Missense_Mutation SNP T A 43 214 c.288T>A c.(286-288)AGT>AGA p.S96R

Pat_14 Pre-Treatment TRANK1 9881 37 3 36880179 36880179 Missense_Mutation SNP C G 19 96 c.3527G>C c.(3526-3528)GGT>GCT p.G1176A

Pat_14 Pre-Treatment GOLGA4 2803 37 3 37388719 37388719 Nonsense_Mutation SNP G T 5 407 c.6508G>T c.(6508-6510)GGA>TGA p.G2170*

Pat_14 Pre-Treatment TTC21A 199223 37 3 39151609 39151609 Missense_Mutation SNP C T 49 160 c.247C>T c.(247-249)CAC>TAC p.H83Y

Pat_14 Pre-Treatment TRAK1 22906 37 3 42229637 42229637 Missense_Mutation SNP C A 6 379 c.581C>A c.(580-582)CCG>CAG p.P194Q

Pat_14 Pre-Treatment ZNF167 55888 37 3 44612818 44612818 Missense_Mutation SNP G A 75 213 c.2216G>A c.(2215-2217)CGA>CAA p.R739Q

Pat_14 Pre-Treatment LIMD1 8994 37 3 45637266 45637266 Missense_Mutation SNP G A 4 181 c.895G>A c.(895-897)GCA>ACA p.A299T

Pat_14 Pre-Treatment CCRL2 9034 37 3 46450597 46450597 Missense_Mutation SNP G A 100 296 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_14 Pre-Treatment ALS2CL 259173 37 3 46712485 46712485 Nonsense_Mutation SNP C A 115 401 c.2851G>T c.(2851-2853)GAG>TAG p.E951*

Pat_14 Pre-Treatment COL7A1 1294 37 3 48618019 48618019 Nonsense_Mutation SNP G A 4 116 c.5047C>T c.(5047-5049)CGA>TGA p.R1683*

Pat_14 Pre-Treatment IMPDH2 3615 37 3 49065338 49065338 Missense_Mutation SNP C A 4 86 c.336G>T c.(334-336)CAG>CAT p.Q112H

Pat_14 Pre-Treatment WNT5A 7474 37 3 55504548 55504548 Missense_Mutation SNP T G 14 38 c.715A>C c.(715-717)AAG>CAG p.K239Q

Pat_14 Pre-Treatment CADPS 8618 37 3 62518660 62518660 Missense_Mutation SNP C T 85 303 c.2177G>A c.(2176-2178)CGA>CAA p.R726Q

Pat_14 Pre-Treatment ADAMTS9 56999 37 3 64592701 64592701 Missense_Mutation SNP C A 24 536 c.3409G>T c.(3409-3411)GGG>TGG p.G1137W

Pat_14 Pre-Treatment TMF1 7110 37 3 69097491 69097491 Missense_Mutation SNP G A 146 616 c.365C>T c.(364-366)TCA>TTA p.S122L

Pat_14 Pre-Treatment LMOD3 56203 37 3 69168038 69168038 Missense_Mutation SNP G C 13 86 c.1468C>G c.(1468-1470)CTG>GTG p.L490V

Pat_14 Pre-Treatment VGLL3 389136 37 3 87017835 87017835 Missense_Mutation SNP T A 21 93 c.842A>T c.(841-843)AAG>ATG p.K281M

Pat_14 Pre-Treatment EPHA6 285220 37 3 96945187 96945187 Missense_Mutation SNP G A 83 336 c.1194G>A c.(1192-1194)ATG>ATA p.M398I

Pat_14 Pre-Treatment CD96 10225 37 3 111298054 111298054 Missense_Mutation SNP A G 67 274 c.772A>G c.(772-774)AGG>GGG p.R258G

Pat_14 Pre-Treatment TAGLN3 29114 37 3 111719719 111719719 Missense_Mutation SNP C T 117 405 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_14 Pre-Treatment C3orf15 89876 37 3 119449097 119449097 Missense_Mutation SNP A T 83 320 c.891A>T c.(889-891)AAA>AAT p.K297N

Pat_14 Pre-Treatment STXBP5L 9515 37 3 120924797 120924797 Missense_Mutation SNP C T 30 151 c.905C>T c.(904-906)TCT>TTT p.S302F

Pat_14 Pre-Treatment SLC15A2 6565 37 3 121613331 121613331 Missense_Mutation SNP C T 82 260 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_14 Pre-Treatment CCDC14 64770 37 3 123663780 123663780 Missense_Mutation SNP G A 32 135 c.1403C>T c.(1402-1404)CCA>CTA p.P468L

Pat_14 Pre-Treatment SLC12A8 84561 37 3 124839501 124839501 Missense_Mutation SNP C T 20 87 c.766G>A c.(766-768)GAC>AAC p.D256N

Pat_14 Pre-Treatment EEFSEC 60678 37 3 127983587 127983587 Missense_Mutation SNP T C 3 197 c.749T>C c.(748-750)ATC>ACC p.I250T

Pat_14 Pre-Treatment PLXND1 23129 37 3 129289909 129289910 Missense_Mutation DNP CG AT 6 740 c.3573_3574CG>ATc.(3571-3576)CCCGGG>CCATGGp.G1192W

Pat_14 Pre-Treatment TMEM108 66000 37 3 133099648 133099648 Missense_Mutation SNP G A 47 185 c.1093G>A c.(1093-1095)GAT>AAT p.D365N

Pat_14 Pre-Treatment RAB6B 51560 37 3 133558447 133558447 Nonsense_Mutation SNP G A 92 317 c.304C>T c.(304-306)CAA>TAA p.Q102*

Pat_14 Pre-Treatment DZIP1L 199221 37 3 137787171 137787171 Nonsense_Mutation SNP G A 4 208 c.1654C>T c.(1654-1656)CAG>TAG p.Q552*

Pat_14 Pre-Treatment SIAH2 6478 37 3 150460311 150460311 Missense_Mutation SNP G T 6 443 c.592C>A c.(592-594)CTT>ATT p.L198I

Pat_14 Pre-Treatment IGSF10 285313 37 3 151163294 151163294 Missense_Mutation SNP G T 4 238 c.4475C>A c.(4474-4476)ACT>AAT p.T1492N

Pat_14 Pre-Treatment SERPINI2 5276 37 3 167189388 167189388 Missense_Mutation SNP C T 74 305 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_14 Pre-Treatment NAALADL2 254827 37 3 175181255 175181255 Missense_Mutation SNP G A 16 58 c.1301G>A c.(1300-1302)GGA>GAA p.G434E

Pat_14 Pre-Treatment CCDC39 339829 37 3 180377266 180377266 Missense_Mutation SNP C T 34 148 c.712G>A c.(712-714)GAT>AAT p.D238N

Pat_14 Pre-Treatment EIF4G1 1981 37 3 184052572 184052572 Missense_Mutation SNP C T 100 366 c.4676C>T c.(4675-4677)GCC>GTC p.A1559V

Pat_14 Pre-Treatment C3orf70 285382 37 3 184800847 184800847 Missense_Mutation SNP G A 93 455 c.701C>T c.(700-702)TCC>TTC p.S234F

Pat_14 Pre-Treatment RTP1 132112 37 3 186915381 186915381 Nonsense_Mutation SNP G A 85 301 c.78G>A c.(76-78)TGG>TGA p.W26*

Pat_14 Pre-Treatment MASP1 5648 37 3 187003740 187003740 Missense_Mutation SNP G A 69 246 c.110C>T c.(109-111)CCA>CTA p.P37L

Pat_14 Pre-Treatment RTP2 344892 37 3 187416366 187416366 Missense_Mutation SNP G A 49 185 c.598C>T c.(598-600)CGC>TGC p.R200C

Pat_14 Pre-Treatment LEPREL1 55214 37 3 189711976 189711976 Missense_Mutation SNP C T 44 205 c.730G>A c.(730-732)GAT>AAT p.D244N

Pat_14 Pre-Treatment ATP13A5 344905 37 3 193031914 193031914 Missense_Mutation SNP T A 40 465 c.2227A>T c.(2227-2229)ATC>TTC p.I743F

Pat_14 Pre-Treatment MUC4 4585 37 3 195516473 195516473 Missense_Mutation SNP C T 103 305 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_14 Pre-Treatment LMLN 89782 37 3 197717465 197717465 Missense_Mutation SNP G A 84 275 c.965G>A c.(964-966)CGA>CAA p.R322Q



Pat_14 Pre-Treatment ZNF595 152687 37 4 59969 59969 Missense_Mutation SNP C T 10 280 c.149C>T c.(148-150)CCA>CTA p.P50L

Pat_14 Pre-Treatment PDE6B 5158 37 4 628610 628610 Missense_Mutation SNP G A 66 151 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_14 Pre-Treatment FGFRL1 53834 37 4 1018918 1018918 Missense_Mutation SNP C T 15 40 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_14 Pre-Treatment SLBP 7884 37 4 1695421 1695421 Missense_Mutation SNP G T 6 246 c.716C>A c.(715-717)CCC>CAC p.P239H

Pat_14 Pre-Treatment SH3TC1 54436 37 4 8226937 8226937 Missense_Mutation SNP G A 31 46 c.1279G>A c.(1279-1281)GAA>AAA p.E427K

Pat_14 Pre-Treatment STIM2 57620 37 4 27024457 27024457 Missense_Mutation SNP C A 5 243 c.2365C>A c.(2365-2367)CGC>AGC p.R789S

Pat_14 Pre-Treatment TLR10 81793 37 4 38777034 38777034 Missense_Mutation SNP G T 47 106 c.178C>A c.(178-180)CTT>ATT p.L60I

Pat_14 Pre-Treatment KIAA1211 57482 37 4 57182501 57182501 Missense_Mutation SNP G A 32 63 c.2833G>A c.(2833-2835)GCT>ACT p.A945T

Pat_14 Pre-Treatment TMPRSS11B 132724 37 4 69100328 69100328 Missense_Mutation SNP C T 57 159 c.322G>A c.(322-324)GGT>AGT p.G108S

Pat_14 Pre-Treatment CCDC158 339965 37 4 77292608 77292608 Missense_Mutation SNP C T 47 75 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_14 Pre-Treatment CXCL13 10563 37 4 78528940 78528940 Nonsense_Mutation SNP C T 71 154 c.148C>T c.(148-150)CGA>TGA p.R50*

Pat_14 Pre-Treatment NKX6-1 4825 37 4 85416846 85416847 Missense_Mutation DNP CC TT 83 281 c.821_822GG>AA c.(820-822)GGG>GAA p.G274E

Pat_14 Pre-Treatment MEPE 56955 37 4 88767137 88767137 Missense_Mutation SNP C T 23 52 c.1117C>T c.(1117-1119)CAT>TAT p.H373Y

Pat_14 Pre-Treatment ABCG2 9429 37 4 89052255 89052255 Missense_Mutation SNP C A 8 589 c.489G>T c.(487-489)AGG>AGT p.R163S

Pat_14 Pre-Treatment FAM190A 401145 37 4 91234040 91234040 Missense_Mutation SNP C T 7 14 c.1351C>T c.(1351-1353)CGT>TGT p.R451C

Pat_14 Pre-Treatment FAM190A 401145 37 4 91549378 91549378 Nonsense_Mutation SNP C T 22 52 c.1927C>T c.(1927-1929)CAA>TAA p.Q643*

Pat_14 Pre-Treatment ADH4 127 37 4 100052663 100052663 Missense_Mutation SNP C T 55 121 c.835G>A c.(835-837)GAA>AAA p.E279K

Pat_14 Pre-Treatment ANK2 287 37 4 114254292 114254292 Missense_Mutation SNP G A 5 297 c.3307G>A c.(3307-3309)GAC>AAC p.D1103N

Pat_14 Pre-Treatment PDE5A 8654 37 4 120419851 120419851 Missense_Mutation SNP C T 111 185 c.2533G>A c.(2533-2535)GGC>AGC p.G845S

Pat_14 Pre-Treatment PRDM5 11107 37 4 121774608 121774608 Missense_Mutation SNP G A 232 491 c.265C>T c.(265-267)CCA>TCA p.P89S

Pat_14 Pre-Treatment FAT4 79633 37 4 126237672 126237672 Missense_Mutation SNP G T 6 433 c.106G>T c.(106-108)GGG>TGG p.G36W

Pat_14 Pre-Treatment HHIP 64399 37 4 145567955 145567955 Missense_Mutation SNP A G 32 97 c.128A>G c.(127-129)AAC>AGC p.N43S

Pat_14 Pre-Treatment DCHS2 54798 37 4 155219534 155219534 Missense_Mutation SNP C A 7 321 c.4567G>T c.(4567-4569)GGT>TGT p.G1523C

Pat_14 Pre-Treatment FGA 2243 37 4 155507677 155507677 Missense_Mutation SNP G T 4 248 c.904C>A c.(904-906)CCT>ACT p.P302T

Pat_14 Pre-Treatment GUCY1B3 2983 37 4 156723706 156723706 Missense_Mutation SNP C T 17 42 c.1388C>T c.(1387-1389)TCC>TTC p.S463F

Pat_14 Pre-Treatment CTSO 1519 37 4 156858553 156858553 Missense_Mutation SNP G A 47 123 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_14 Pre-Treatment NEIL3 55247 37 4 178274739 178274739 Missense_Mutation SNP T G 7 268 c.1317T>G c.(1315-1317)GAT>GAG p.D439E

Pat_14 Pre-Treatment PDLIM3 27295 37 4 186435488 186435488 Missense_Mutation SNP C A 5 327 c.334G>T c.(334-336)GGG>TGG p.G112W

Pat_14 Pre-Treatment SORBS2 8470 37 4 186544155 186544155 Missense_Mutation SNP C A 8 230 c.2416G>T c.(2416-2418)GGG>TGG p.G806W

Pat_14 Pre-Treatment CTNND2 1501 37 5 11565098 11565098 Missense_Mutation SNP C T 46 151 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_14 Pre-Treatment DNAH5 1767 37 5 13781040 13781040 Missense_Mutation SNP C T 50 140 c.8849G>A c.(8848-8850)GGA>GAA p.G2950E

Pat_14 Pre-Treatment FAM105B 90268 37 5 14678841 14678841 Missense_Mutation SNP A G 44 112 c.281A>G c.(280-282)AAA>AGA p.K94R

Pat_14 Pre-Treatment PRDM9 56979 37 5 23523433 23523433 Missense_Mutation SNP G A 51 210 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_14 Pre-Treatment SPEF2 79925 37 5 35771819 35771819 Missense_Mutation SNP G A 9 40 c.3910G>A c.(3910-3912)GAG>AAG p.E1304K

Pat_14 Pre-Treatment FYB 2533 37 5 39202834 39202834 Missense_Mutation SNP C T 17 37 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_14 Pre-Treatment HEATR7B2 133558 37 5 41045898 41045898 Nonsense_Mutation SNP G A 161 522 c.1786C>T c.(1786-1788)CAG>TAG p.Q596*

Pat_14 Pre-Treatment OXCT1 5019 37 5 41853607 41853607 Missense_Mutation SNP G A 4 169 c.328C>T c.(328-330)CGC>TGC p.R110C

Pat_14 Pre-Treatment GHR 2690 37 5 42695140 42695140 Missense_Mutation SNP A G 48 134 c.388A>G c.(388-390)ACT>GCT p.T130A

Pat_14 Pre-Treatment IL31RA 133396 37 5 55202002 55202002 Missense_Mutation SNP T A 114 293 c.1138T>A c.(1138-1140)TCT>ACT p.S380T

Pat_14 Pre-Treatment HAPLN1 1404 37 5 82948521 82948521 Missense_Mutation SNP G A 89 273 c.223C>T c.(223-225)CAT>TAT p.H75Y

Pat_14 Pre-Treatment ARSK 153642 37 5 94918703 94918703 Missense_Mutation SNP G A 6 396 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_14 Pre-Treatment APC 324 37 5 112174268 112174268 Missense_Mutation SNP A C 69 201 c.2977A>C c.(2977-2979)AAG>CAG p.K993Q

Pat_14 Pre-Treatment CHSY3 337876 37 5 129520087 129520087 Missense_Mutation SNP C T 38 114 c.1252C>T c.(1252-1254)CGC>TGC p.R418C

Pat_14 Pre-Treatment FNIP1 96459 37 5 131066631 131066631 Missense_Mutation SNP G A 61 132 c.320C>T c.(319-321)TCT>TTT p.S107F

Pat_14 Pre-Treatment IL13 3596 37 5 131995518 131995518 Missense_Mutation SNP G T 37 82 c.331G>T c.(331-333)GGG>TGG p.G111W

Pat_14 Pre-Treatment DDX46 9879 37 5 134154607 134154607 Missense_Mutation SNP G A 35 91 c.2887G>A c.(2887-2889)GAA>AAA p.E963K

Pat_14 Pre-Treatment TRPC7 57113 37 5 135587487 135587487 Missense_Mutation SNP C T 4 161 c.1426G>A c.(1426-1428)GGG>AGG p.G476R



Pat_14 Pre-Treatment KLHL3 26249 37 5 137045463 137045463 Missense_Mutation SNP G A 99 243 c.217C>T c.(217-219)CCC>TCC p.P73S

Pat_14 Pre-Treatment PCDHA7 56141 37 5 140215352 140215352 Missense_Mutation SNP G A 77 166 c.1384G>A c.(1384-1386)GTG>ATG p.V462M

Pat_14 Pre-Treatment PCDHB7 56129 37 5 140553374 140553374 Missense_Mutation SNP C G 4 321 c.958C>G c.(958-960)CAG>GAG p.Q320E

Pat_14 Pre-Treatment GNPDA1 10007 37 5 141385873 141385873 Missense_Mutation SNP G T 5 216 c.245C>A c.(244-246)CCG>CAG p.P82Q

Pat_14 Pre-Treatment SPINK1 6690 37 5 147209175 147209175 Missense_Mutation SNP G A 63 124 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_14 Pre-Treatment CSF1R 1436 37 5 149460362 149460362 Missense_Mutation SNP C T 15 44 c.275G>A c.(274-276)GGA>GAA p.G92E

Pat_14 Pre-Treatment TIMD4 91937 37 5 156375486 156375486 Nonsense_Mutation SNP G C 4 172 c.785C>G c.(784-786)TCA>TGA p.S262*

Pat_14 Pre-Treatment ODZ2 57451 37 5 167671462 167671462 Missense_Mutation SNP G A 26 58 c.5531G>A c.(5530-5532)CGA>CAA p.R1844Q

Pat_14 Pre-Treatment FGF18 8817 37 5 170863238 170863238 Missense_Mutation SNP C T 4 101 c.211C>T c.(211-213)CGC>TGC p.R71C

Pat_14 Pre-Treatment C5orf41 153222 37 5 172518273 172518273 Missense_Mutation SNP T C 14 47 c.1091T>C c.(1090-1092)GTT>GCT p.V364A

Pat_14 Pre-Treatment HMP19 51617 37 5 173473792 173473792 Missense_Mutation SNP G A 111 233 c.34G>A c.(34-36)GGA>AGA p.G12R

Pat_14 Pre-Treatment UNC5A 90249 37 5 176305503 176305503 Missense_Mutation SNP G A 67 150 c.2047G>A c.(2047-2049)GGC>AGC p.G683S

Pat_14 Pre-Treatment MYLK4 340156 37 6 2689143 2689143 Missense_Mutation SNP C A 7 753 c.283G>T c.(283-285)GCC>TCC p.A95S

Pat_14 Pre-Treatment C6orf146 222826 37 6 4069088 4069088 Missense_Mutation SNP C T 26 140 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_14 Pre-Treatment DSP 1832 37 6 7574391 7574391 Missense_Mutation SNP G A 67 283 c.2203G>A c.(2203-2205)GGT>AGT p.G735S

Pat_14 Pre-Treatment HIVEP1 3096 37 6 12164204 12164204 Missense_Mutation SNP C T 44 159 c.7667C>T c.(7666-7668)CCC>CTC p.P2556L

Pat_14 Pre-Treatment EDN1 1906 37 6 12294298 12294298 Missense_Mutation SNP T G 81 334 c.358T>G c.(358-360)TGG>GGG p.W120G

Pat_14 Pre-Treatment BTN3A1 11119 37 6 26406217 26406217 Missense_Mutation SNP C T 98 434 c.166C>T c.(166-168)CCG>TCG p.P56S

Pat_14 Pre-Treatment PRSS16 10279 37 6 27216651 27216651 Missense_Mutation SNP G T 6 327 c.263G>T c.(262-264)TGG>TTG p.W88L

Pat_14 Pre-Treatment SCAND3 114821 37 6 28542612 28542612 Missense_Mutation SNP G A 35 124 c.1870C>T c.(1870-1872)CAT>TAT p.H624Y

Pat_14 Pre-Treatment OR5V1 81696 37 6 29323149 29323149 Missense_Mutation SNP G A 134 482 c.824C>T c.(823-825)TCA>TTA p.S275L

Pat_14 Pre-Treatment TNF 7124 37 6 31545084 31545084 Missense_Mutation SNP C T 82 257 c.472C>T c.(472-474)CGC>TGC p.R158C

Pat_14 Pre-Treatment EHMT2 10919 37 6 31847961 31847961 Nonsense_Mutation SNP G T 5 197 c.3533C>A c.(3532-3534)TCA>TAA p.S1178*

Pat_14 Pre-Treatment TNXB 7148 37 6 32032724 32032724 Missense_Mutation SNP G A 7 99 c.6715C>T c.(6715-6717)CGG>TGG p.R2239W

Pat_14 Pre-Treatment SPDEF 25803 37 6 34507032 34507032 Missense_Mutation SNP T A 154 517 c.824A>T c.(823-825)GAG>GTG p.E275V

Pat_14 Pre-Treatment C6orf222 389384 37 6 36291138 36291138 Missense_Mutation SNP C T 87 330 c.1403G>A c.(1402-1404)CGA>CAA p.R468Q

Pat_14 Pre-Treatment DNAH8 1769 37 6 38790614 38790614 Missense_Mutation SNP G A 15 67 c.2873G>A c.(2872-2874)AGA>AAA p.R958K

Pat_14 Pre-Treatment DNAH8 1769 37 6 38793989 38793989 Missense_Mutation SNP G A 43 133 c.3254G>A c.(3253-3255)CGA>CAA p.R1085Q

Pat_14 Pre-Treatment DNAH8 1769 37 6 38863996 38863996 Missense_Mutation SNP G A 26 144 c.8284G>A c.(8284-8286)GAA>AAA p.E2762K

Pat_14 Pre-Treatment CUL9 23113 37 6 43188237 43188237 Missense_Mutation SNP A C 9 775 c.6323A>C c.(6322-6324)AAC>ACC p.N2108T

Pat_14 Pre-Treatment CLIC5 53405 37 6 45922948 45922948 Missense_Mutation SNP G A 48 142 c.574C>T c.(574-576)CCT>TCT p.P192S

Pat_14 Pre-Treatment TDRD6 221400 37 6 46659919 46659919 Missense_Mutation SNP C T 143 594 c.4054C>T c.(4054-4056)CCT>TCT p.P1352S

Pat_14 Pre-Treatment GPR115 221393 37 6 47681717 47681717 Missense_Mutation SNP C T 52 209 c.736C>T c.(736-738)CAC>TAC p.H246Y

Pat_14 Pre-Treatment PGK2 5232 37 6 49754605 49754605 Missense_Mutation SNP C T 42 287 c.296G>A c.(295-297)TGT>TAT p.C99Y

Pat_14 Pre-Treatment MCM3 4172 37 6 52147627 52147627 Missense_Mutation SNP G A 18 108 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_14 Pre-Treatment TINAG 27283 37 6 54245350 54245350 Missense_Mutation SNP G T 22 164 c.1277G>T c.(1276-1278)GGG>GTG p.G426V

Pat_14 Pre-Treatment FAM83B 222584 37 6 54804839 54804839 Missense_Mutation SNP G A 37 249 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_14 Pre-Treatment GFRAL 389400 37 6 55223831 55223831 Missense_Mutation SNP C T 94 375 c.847C>T c.(847-849)CTT>TTT p.L283F

Pat_14 Pre-Treatment HMGCLL1 54511 37 6 55406860 55406860 Missense_Mutation SNP T C 35 112 c.277A>G c.(277-279)AAG>GAG p.K93E

Pat_14 Pre-Treatment BMP5 653 37 6 55620477 55620477 Missense_Mutation SNP G A 51 182 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_14 Pre-Treatment COL21A1 81578 37 6 55932118 55932118 Missense_Mutation SNP C T 38 162 c.2102G>A c.(2101-2103)GGA>GAA p.G701E

Pat_14 Pre-Treatment COL21A1 81578 37 6 56021744 56021744 Missense_Mutation SNP C T 16 88 c.1375G>A c.(1375-1377)GAC>AAC p.D459N

Pat_14 Pre-Treatment COL21A1 81578 37 6 56035908 56035908 Missense_Mutation SNP C T 74 298 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_14 Pre-Treatment BAI3 577 37 6 69349189 69349189 Missense_Mutation SNP G A 63 194 c.622G>A c.(622-624)GAC>AAC p.D208N

Pat_14 Pre-Treatment COL19A1 1310 37 6 70639347 70639348 Missense_Mutation DNP GT AA 26 165 c.421_422GT>AA c.(421-423)GTG>AAG p.V141K

Pat_14 Pre-Treatment COL12A1 1303 37 6 75893077 75893077 Missense_Mutation SNP C T 125 462 c.1580G>A c.(1579-1581)AGA>AAA p.R527K

Pat_14 Pre-Treatment IMPG1 3617 37 6 76660536 76660536 Missense_Mutation SNP C T 29 100 c.1567G>A c.(1567-1569)GAT>AAT p.D523N



Pat_14 Pre-Treatment DOPEY1 23033 37 6 83840033 83840033 Missense_Mutation SNP C A 6 220 c.2533C>A c.(2533-2535)CAG>AAG p.Q845K

Pat_14 Pre-Treatment GJB7 375519 37 6 87994082 87994082 Missense_Mutation SNP C A 6 418 c.549G>T c.(547-549)TTG>TTT p.L183F

Pat_14 Pre-Treatment ANKRD6 22881 37 6 90340178 90340179 Missense_Mutation DNP GG AA 40 189 c.1639_1640GG>AAc.(1639-1641)GGT>AAT p.G547N

Pat_14 Pre-Treatment GPR63 81491 37 6 97246787 97246787 Missense_Mutation SNP A C 74 264 c.821T>G c.(820-822)TTG>TGG p.L274W

Pat_14 Pre-Treatment WISP3 8838 37 6 112389575 112389575 Missense_Mutation SNP G A 29 85 c.757G>A c.(757-759)GAC>AAC p.D253N

Pat_14 Pre-Treatment LAMA4 3910 37 6 112454670 112454670 Missense_Mutation SNP G A 77 256 c.3577C>T c.(3577-3579)CCC>TCC p.P1193S

Pat_14 Pre-Treatment C6orf191 253582 37 6 130164717 130164717 Missense_Mutation SNP C T 85 374 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_14 Pre-Treatment EPB41L2 2037 37 6 131216236 131216236 Missense_Mutation SNP C A 82 566 c.1260G>T c.(1258-1260)AAG>AAT p.K420N

Pat_14 Pre-Treatment TBPL1 9519 37 6 134308154 134308154 Missense_Mutation SNP T G 4 200 c.537T>G c.(535-537)TTT>TTG p.F179L

Pat_14 Pre-Treatment PDE7B 27115 37 6 136468578 136468578 Missense_Mutation SNP C T 94 385 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_14 Pre-Treatment TAB2 23118 37 6 149691140 149691140 Missense_Mutation SNP C A 5 285 c.7C>A c.(7-9)CAA>AAA p.Q3K

Pat_14 Pre-Treatment SYNE1 23345 37 6 152728184 152728184 Missense_Mutation SNP G A 102 403 c.6688C>T c.(6688-6690)CAC>TAC p.H2230Y

Pat_14 Pre-Treatment VIP 7432 37 6 153073313 153073313 Missense_Mutation SNP A T 33 129 c.1A>T c.(1-3)ATG>TTG p.M1L

Pat_14 Pre-Treatment C6orf35 729515 37 6 157739911 157739911 Missense_Mutation SNP G A 63 193 c.230C>T c.(229-231)TCC>TTC p.S77F

Pat_14 Pre-Treatment SYNJ2 8871 37 6 158485655 158485656 Missense_Mutation DNP CC TT 133 395 c.1232_1233CC>TT c.(1231-1233)ACC>ATT p.T411I

Pat_14 Pre-Treatment SLC22A1 6580 37 6 160575922 160575922 Missense_Mutation SNP C T 51 205 c.1478C>T c.(1477-1479)GCC>GTC p.A493V

Pat_14 Pre-Treatment LPA 4018 37 6 161027610 161027610 Missense_Mutation SNP C A 9 627 c.2684G>T c.(2683-2685)TGG>TTG p.W895L

Pat_14 Pre-Treatment TTYH3 80727 37 7 2686861 2686861 Missense_Mutation SNP C T 8 48 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_14 Pre-Treatment DGKB 1607 37 7 14622740 14622740 Missense_Mutation SNP G A 38 118 c.1459C>T c.(1459-1461)CCT>TCT p.P487S

Pat_14 Pre-Treatment DGKB 1607 37 7 14758224 14758224 Missense_Mutation SNP C T 49 157 c.409G>A c.(409-411)GAC>AAC p.D137N

Pat_14 Pre-Treatment ABCB5 340273 37 7 20721158 20721158 Missense_Mutation SNP G A 5 265 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_14 Pre-Treatment ABCB5 340273 37 7 20782689 20782689 Missense_Mutation SNP G A 44 102 c.1879G>A c.(1879-1881)GGA>AGA p.G627R

Pat_14 Pre-Treatment ABCB5 340273 37 7 20795245 20795245 Nonstop_Mutation SNP T C 5 212 c.2437T>C c.(2437-2439)TGA>CGA p.*813R

Pat_14 Pre-Treatment INMT 11185 37 7 30795335 30795335 Missense_Mutation SNP G T 7 266 c.660G>T c.(658-660)GAG>GAT p.E220D

Pat_14 Pre-Treatment AVL9 23080 37 7 32598232 32598232 Missense_Mutation SNP T C 4 261 c.671T>C c.(670-672)CTT>CCT p.L224P

Pat_14 Pre-Treatment FKBP9 11328 37 7 33035909 33035909 Missense_Mutation SNP C A 5 190 c.1174C>A c.(1174-1176)CTC>ATC p.L392I

Pat_14 Pre-Treatment BBS9 27241 37 7 33312753 33312753 Nonsense_Mutation SNP C T 92 307 c.832C>T c.(832-834)CGA>TGA p.R278*

Pat_14 Pre-Treatment HERPUD2 64224 37 7 35678059 35678059 Missense_Mutation SNP C T 40 154 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_14 Pre-Treatment WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 62 253 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_14 Pre-Treatment NCF1 653361 37 7 74203043 74203043 Missense_Mutation SNP C G 20 11 c.1046C>G c.(1045-1047)CCG>CGG p.P349R

Pat_14 Pre-Treatment PCLO 27445 37 7 82579285 82579285 Missense_Mutation SNP C T 47 177 c.10619G>A c.(10618-10620)CGG>CAG p.R3540Q

Pat_14 Pre-Treatment PCLO 27445 37 7 82582375 82582375 Missense_Mutation SNP G A 57 233 c.7894C>T c.(7894-7896)CCA>TCA p.P2632S

Pat_14 Pre-Treatment PCLO 27445 37 7 82764221 82764221 Missense_Mutation SNP C T 149 644 c.2645G>A c.(2644-2646)CGA>CAA p.R882Q

Pat_14 Pre-Treatment NPTX2 4885 37 7 98254422 98254422 Missense_Mutation SNP G A 81 314 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_14 Pre-Treatment TRRAP 8295 37 7 98509802 98509802 Missense_Mutation SNP C T 82 376 c.2165C>T c.(2164-2166)TCC>TTC p.S722F

Pat_14 Pre-Treatment TRRAP 8295 37 7 98569556 98569557 Nonsense_Mutation DNP CC TT 77 227 c.7806_7807CC>TTc.(7804-7809)CTCCGA>CTTTGAp.R2603*

Pat_14 Pre-Treatment TAF6 6878 37 7 99705102 99705102 Missense_Mutation SNP C A 8 707 c.1801G>T c.(1801-1803)GGG>TGG p.G601W

Pat_14 Pre-Treatment ZAN 7455 37 7 100350453 100350453 Missense_Mutation SNP T C 5 278 c.2725T>C c.(2725-2727)TCC>CCC p.S909P

Pat_14 Pre-Treatment ZAN 7455 37 7 100350456 100350456 Missense_Mutation SNP C A 8 274 c.2728C>A c.(2728-2730)CCA>ACA p.P910T

Pat_14 Pre-Treatment AP1S1 1174 37 7 100802423 100802423 Missense_Mutation SNP C A 4 119 c.375C>A c.(373-375)GAC>GAA p.D125E

Pat_14 Pre-Treatment LAMB4 22798 37 7 107756552 107756552 Missense_Mutation SNP G A 84 345 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_14 Pre-Treatment IFRD1 3475 37 7 112108165 112108165 Missense_Mutation SNP G A 4 210 c.1036G>A c.(1036-1038)GTG>ATG p.V346M

Pat_14 Pre-Treatment CTTNBP2 83992 37 7 117431611 117431611 Missense_Mutation SNP G A 93 334 c.1639C>T c.(1639-1641)CCA>TCA p.P547S

Pat_14 Pre-Treatment CTTNBP2 83992 37 7 117432130 117432130 Missense_Mutation SNP G A 65 233 c.1120C>T c.(1120-1122)CCA>TCA p.P374S

Pat_14 Pre-Treatment PTPRZ1 5803 37 7 121652066 121652066 Missense_Mutation SNP C T 97 417 c.2966C>T c.(2965-2967)GCC>GTC p.A989V

Pat_14 Pre-Treatment AASS 10157 37 7 121716632 121716632 Missense_Mutation SNP G A 38 130 c.2692C>T c.(2692-2694)CCC>TCC p.P898S

Pat_14 Pre-Treatment CADPS2 93664 37 7 122261678 122261678 Missense_Mutation SNP C T 36 142 c.961G>A c.(961-963)GAA>AAA p.E321K



Pat_14 Pre-Treatment BPGM 669 37 7 134346804 134346804 Missense_Mutation SNP C T 34 231 c.545C>T c.(544-546)ACC>ATC p.T182I

Pat_14 Pre-Treatment DENND2A 27147 37 7 140301680 140301680 Missense_Mutation SNP C T 27 76 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_14 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 63 267 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_14 Pre-Treatment OR9A4 130075 37 7 141619270 141619270 Missense_Mutation SNP C T 79 340 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_14 Pre-Treatment MGAM 8972 37 7 141732625 141732625 Missense_Mutation SNP G A 9 74 c.1585G>A c.(1585-1587)GAT>AAT p.D529N

Pat_14 Pre-Treatment KEL 3792 37 7 142640601 142640601 Missense_Mutation SNP G A 6 307 c.1675C>T c.(1675-1677)CCC>TCC p.P559S

Pat_14 Pre-Treatment OR9A2 135924 37 7 142723766 142723766 Missense_Mutation SNP C T 82 242 c.454G>A c.(454-456)GAA>AAA p.E152K

Pat_14 Pre-Treatment OR6V1 346517 37 7 142749456 142749456 Missense_Mutation SNP C A 118 346 c.19C>A c.(19-21)CCC>ACC p.P7T

Pat_14 Pre-Treatment ABCF2 10061 37 7 150921095 150921095 Missense_Mutation SNP G A 103 275 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_14 Pre-Treatment SMARCD3 6604 37 7 150936538 150936538 Nonsense_Mutation SNP C A 6 180 c.1342G>T c.(1342-1344)GAG>TAG p.E448*

Pat_14 Pre-Treatment RBM33 155435 37 7 155534718 155534718 Missense_Mutation SNP G A 5 163 c.2255G>A c.(2254-2256)AGC>AAC p.S752N

Pat_14 Pre-Treatment MYOM2 9172 37 8 2021482 2021483 Missense_Mutation DNP CC TT 56 168 c.1022_1023CC>TT c.(1021-1023)TCC>TTT p.S341F

Pat_14 Pre-Treatment MYOM2 9172 37 8 2071239 2071239 Splice_Site SNP G A 45 130 c.3567_splice c.e29+1 p.K1189_splice

Pat_14 Pre-Treatment CSMD1 64478 37 8 2876014 2876014 Missense_Mutation SNP C T 183 574 c.8017G>A c.(8017-8019)GAA>AAA p.E2673K

Pat_14 Pre-Treatment CSMD1 64478 37 8 3165278 3165278 Missense_Mutation SNP G A 67 391 c.3892C>T c.(3892-3894)CCG>TCG p.P1298S

Pat_14 Pre-Treatment DEFA6 1671 37 8 6782377 6782377 Missense_Mutation SNP G A 88 297 c.266C>T c.(265-267)ACT>ATT p.T89I

Pat_14 Pre-Treatment ZDHHC2 51201 37 8 17055156 17055156 Missense_Mutation SNP G A 90 330 c.439G>A c.(439-441)GAT>AAT p.D147N

Pat_14 Pre-Treatment SLC18A1 6570 37 8 20008178 20008178 Missense_Mutation SNP G A 146 552 c.1093C>T c.(1093-1095)CGG>TGG p.R365W

Pat_14 Pre-Treatment SLC25A37 51312 37 8 23429298 23429298 Missense_Mutation SNP C T 36 129 c.947C>T c.(946-948)TCT>TTT p.S316F

Pat_14 Pre-Treatment ADAM28 10863 37 8 24199262 24199262 Missense_Mutation SNP G A 59 337 c.1822G>A c.(1822-1824)GAT>AAT p.D608N

Pat_14 Pre-Treatment ADAM7 8756 37 8 24339789 24339789 Missense_Mutation SNP A C 63 326 c.840A>C c.(838-840)AAA>AAC p.K280N

Pat_14 Pre-Treatment CLU 1191 37 8 27457371 27457371 Missense_Mutation SNP C T 13 101 c.1090G>A c.(1090-1092)GAG>AAG p.E364K

Pat_14 Pre-Treatment ELP3 55140 37 8 28017935 28017935 Missense_Mutation SNP C T 37 134 c.1447C>T c.(1447-1449)CCT>TCT p.P483S

Pat_14 Pre-Treatment POTEA 340441 37 8 43155707 43155707 Missense_Mutation SNP G A 69 277 c.635G>A c.(634-636)CGA>CAA p.R212Q

Pat_14 Pre-Treatment PCMTD1 115294 37 8 52733158 52733158 Missense_Mutation SNP C T 30 556 c.827G>A c.(826-828)AGG>AAG p.R276K

Pat_14 Pre-Treatment RB1CC1 9821 37 8 53570266 53570266 Missense_Mutation SNP G T 8 393 c.2123C>A c.(2122-2124)CCA>CAA p.P708Q

Pat_14 Pre-Treatment XKR4 114786 37 8 56015355 56015355 Missense_Mutation SNP G A 30 92 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_14 Pre-Treatment CLVS1 157807 37 8 62289312 62289312 Missense_Mutation SNP C T 40 170 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_14 Pre-Treatment CYP7B1 9420 37 8 65537058 65537058 Missense_Mutation SNP G A 42 195 c.161C>T c.(160-162)CCT>CTT p.P54L

Pat_14 Pre-Treatment KCNB2 9312 37 8 73480219 73480219 Missense_Mutation SNP G A 36 177 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_14 Pre-Treatment RUNX1T1 862 37 8 92982891 92982891 Missense_Mutation SNP T C 49 182 c.1534A>G c.(1534-1536)AGC>GGC p.S512G

Pat_14 Pre-Treatment RAD54B 25788 37 8 95416372 95416372 Missense_Mutation SNP C A 4 177 c.877G>T c.(877-879)GTA>TTA p.V293L

Pat_14 Pre-Treatment MATN2 4147 37 8 99040006 99040006 Missense_Mutation SNP G C 3 186 c.2305G>C c.(2305-2307)GGA>CGA p.G769R

Pat_14 Pre-Treatment ODF1 4956 37 8 103564256 103564256 Missense_Mutation SNP G A 24 103 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_14 Pre-Treatment TM7SF4 81501 37 8 105367211 105367211 Missense_Mutation SNP C T 34 150 c.1136C>T c.(1135-1137)CCT>CTT p.P379L

Pat_14 Pre-Treatment PKHD1L1 93035 37 8 110478926 110478926 Missense_Mutation SNP C T 28 82 c.8533C>T c.(8533-8535)CAC>TAC p.H2845Y

Pat_14 Pre-Treatment CSMD3 114788 37 8 113267629 113267629 Missense_Mutation SNP G T 18 101 c.9890C>A c.(9889-9891)CCT>CAT p.P3297H

Pat_14 Pre-Treatment PTK2 5747 37 8 141745399 141745399 Missense_Mutation SNP A G 3 93 c.1981T>C c.(1981-1983)TAT>CAT p.Y661H

Pat_14 Pre-Treatment RECQL4 9401 37 8 145740757 145740757 Missense_Mutation SNP G A 32 112 c.1343C>T c.(1342-1344)CCC>CTC p.P448L

Pat_14 Pre-Treatment DOCK8 81704 37 9 422104 422104 Missense_Mutation SNP C T 72 173 c.4210C>T c.(4210-4212)CAT>TAT p.H1404Y

Pat_14 Pre-Treatment PTPRD 5789 37 9 8375948 8375948 Missense_Mutation SNP A G 52 117 c.4649T>C c.(4648-4650)GTT>GCT p.V1550A

Pat_14 Pre-Treatment ARID3C 138715 37 9 34627758 34627758 Missense_Mutation SNP G A 43 99 c.254C>T c.(253-255)TCG>TTG p.S85L

Pat_14 Pre-Treatment CNTNAP3 79937 37 9 39109157 39109157 Nonsense_Mutation SNP G A 29 91 c.2365C>T c.(2365-2367)CAG>TAG p.Q789*

Pat_14 Pre-Treatment TRPM3 80036 37 9 73399102 73399102 Missense_Mutation SNP G A 72 261 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_14 Pre-Treatment PRUNE2 158471 37 9 79320862 79320862 Missense_Mutation SNP C T 99 420 c.6328G>A c.(6328-6330)GAT>AAT p.D2110N

Pat_14 Pre-Treatment PRUNE2 158471 37 9 79323973 79323973 Missense_Mutation SNP C T 110 383 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_14 Pre-Treatment FOXB2 442425 37 9 79634773 79634773 Missense_Mutation SNP A G 49 181 c.203A>G c.(202-204)AAC>AGC p.N68S



Pat_14 Pre-Treatment SLC28A3 64078 37 9 86893162 86893162 Missense_Mutation SNP T G 51 147 c.2047A>C c.(2047-2049)AAC>CAC p.N683H

Pat_14 Pre-Treatment DIRAS2 54769 37 9 93375767 93375767 Missense_Mutation SNP G T 7 357 c.343C>A c.(343-345)CCC>ACC p.P115T

Pat_14 Pre-Treatment FAM120AOS 158293 37 9 96214912 96214912 Missense_Mutation SNP C A 31 117 c.80G>T c.(79-81)AGT>ATT p.S27I

Pat_14 Pre-Treatment FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 161 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_14 Pre-Treatment GABBR2 9568 37 9 101235533 101235533 Missense_Mutation SNP G T 5 253 c.894C>A c.(892-894)AAC>AAA p.N298K

Pat_14 Pre-Treatment NR4A3 8013 37 9 102590490 102590490 Missense_Mutation SNP C T 108 423 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_14 Pre-Treatment STX17 55014 37 9 102722408 102722408 Missense_Mutation SNP C A 88 404 c.553C>A c.(553-555)CTG>ATG p.L185M

Pat_14 Pre-Treatment PPP3R2 5535 37 9 104356864 104356864 Nonsense_Mutation SNP G A 77 286 c.349C>T c.(349-351)CAG>TAG p.Q117*

Pat_14 Pre-Treatment PPP3R2 5535 37 9 104357094 104357094 Missense_Mutation SNP G A 80 222 c.119C>T c.(118-120)TCT>TTT p.S40F

Pat_14 Pre-Treatment OR13C8 138802 37 9 107332262 107332262 Missense_Mutation SNP A C 22 206 c.814A>C c.(814-816)AAT>CAT p.N272H

Pat_14 Pre-Treatment OR13C9 286362 37 9 107379777 107379777 Missense_Mutation SNP C T 52 178 c.709G>A c.(709-711)GCT>ACT p.A237T

Pat_14 Pre-Treatment SVEP1 79987 37 9 113265384 113265384 Missense_Mutation SNP C T 83 292 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_14 Pre-Treatment SVEP1 79987 37 9 113265434 113265434 Missense_Mutation SNP A G 121 379 c.1367T>C c.(1366-1368)ATG>ACG p.M456T

Pat_14 Pre-Treatment ZNF483 158399 37 9 114304974 114304974 Missense_Mutation SNP G C 55 193 c.1759G>C c.(1759-1761)GCC>CCC p.A587P

Pat_14 Pre-Treatment PAPPA 5069 37 9 119028231 119028231 Missense_Mutation SNP G A 47 148 c.2828G>A c.(2827-2829)GGA>GAA p.G943E

Pat_14 Pre-Treatment MEGF9 1955 37 9 123367743 123367743 Nonsense_Mutation SNP G A 31 113 c.1645C>T c.(1645-1647)CAA>TAA p.Q549*

Pat_14 Pre-Treatment LRRC8A 56262 37 9 131669646 131669646 Missense_Mutation SNP C T 82 226 c.203C>T c.(202-204)TCG>TTG p.S68L

Pat_14 Pre-Treatment RAPGEF1 2889 37 9 134501482 134501482 Missense_Mutation SNP A G 3 88 c.1478T>C c.(1477-1479)CTG>CCG p.L493P

Pat_14 Pre-Treatment COL5A1 1289 37 9 137701116 137701116 Missense_Mutation SNP C T 6 32 c.3454C>T c.(3454-3456)CCT>TCT p.P1152S

Pat_14 Pre-Treatment GLT6D1 360203 37 9 138516147 138516147 Missense_Mutation SNP C A 6 345 c.627G>T c.(625-627)GAG>GAT p.E209D

Pat_14 Pre-Treatment PMPCA 23203 37 9 139307004 139307004 Missense_Mutation SNP G A 34 150 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_14 Pre-Treatment FUT7 2529 37 9 139925577 139925577 Missense_Mutation SNP G A 6 326 c.614C>T c.(613-615)GCC>GTC p.A205V

Pat_14 Pre-Treatment NDOR1 27158 37 9 140109367 140109367 Missense_Mutation SNP C T 73 210 c.962C>T c.(961-963)TCC>TTC p.S321F

Pat_14 Pre-Treatment SLC25A6 293 37 X 1508364 1508364 Missense_Mutation SNP G A 104 433 c.368C>T c.(367-369)GCC>GTC p.A123V

Pat_14 Pre-Treatment XG 7499 37 X 2712599 2712599 Missense_Mutation SNP G A 28 159 c.277G>A c.(277-279)GAT>AAT p.D93N

Pat_14 Pre-Treatment GYG2 8908 37 X 2777926 2777926 Missense_Mutation SNP G A 31 124 c.750G>A c.(748-750)ATG>ATA p.M250I

Pat_14 Pre-Treatment ARSH 347527 37 X 2933220 2933220 Missense_Mutation SNP C T 17 66 c.550C>T c.(550-552)CCC>TCC p.P184S

Pat_14 Pre-Treatment MXRA5 25878 37 X 3235375 3235375 Missense_Mutation SNP T A 13 66 c.6347A>T c.(6346-6348)GAC>GTC p.D2116V

Pat_14 Pre-Treatment MXRA5 25878 37 X 3239504 3239504 Missense_Mutation SNP G T 30 111 c.4222C>A c.(4222-4224)CCC>ACC p.P1408T

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5811450 5811450 Missense_Mutation SNP G A 26 201 c.1859C>T c.(1858-1860)TCA>TTA p.S620L

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5827142 5827142 Missense_Mutation SNP G A 49 197 c.764C>T c.(763-765)GCT>GTT p.A255V

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5827172 5827172 Missense_Mutation SNP G A 42 184 c.734C>T c.(733-735)CCC>CTC p.P245L

Pat_14 Pre-Treatment VCX 26609 37 X 7811770 7811770 Missense_Mutation SNP G A 57 639 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_14 Pre-Treatment WWC3 55841 37 X 10102545 10102545 Missense_Mutation SNP G A 7 444 c.2672G>A c.(2671-2673)CGC>CAC p.R891H

Pat_14 Pre-Treatment HCCS 3052 37 X 11135447 11135447 Missense_Mutation SNP G A 127 581 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_14 Pre-Treatment HCCS 3052 37 X 11139100 11139100 Missense_Mutation SNP C T 72 439 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_14 Pre-Treatment GLRA2 2742 37 X 14550453 14550453 Missense_Mutation SNP G A 58 345 c.161G>A c.(160-162)AGG>AAG p.R54K

Pat_14 Pre-Treatment MOSPD2 158747 37 X 14929528 14929528 Missense_Mutation SNP T C 19 66 c.872T>C c.(871-873)CTT>CCT p.L291P

Pat_14 Pre-Treatment SCML1 6322 37 X 17768162 17768162 Missense_Mutation SNP C A 8 568 c.452C>A c.(451-453)CCG>CAG p.P151Q

Pat_14 Pre-Treatment GPR64 10149 37 X 19025376 19025376 Missense_Mutation SNP A T 84 427 c.1666T>A c.(1666-1668)TTA>ATA p.L556I

Pat_14 Pre-Treatment PDHA1 5160 37 X 19371203 19371203 Missense_Mutation SNP G A 100 571 c.422G>A c.(421-423)CGA>CAA p.R141Q

Pat_14 Pre-Treatment MAP3K15 389840 37 X 19416419 19416419 Missense_Mutation SNP C T 137 685 c.416G>A c.(415-417)GGG>GAG p.G139E

Pat_14 Pre-Treatment MAP7D2 256714 37 X 20028977 20028978 Missense_Mutation DNP GG AA 67 397 c.2142_2143CC>TTc.(2140-2145)AACCTT>AATTTT p.L715F

Pat_14 Pre-Treatment ZNF645 158506 37 X 22291373 22291373 Nonsense_Mutation SNP G T 6 520 c.265G>T c.(265-267)GGA>TGA p.G89*

Pat_14 Pre-Treatment SAT1 6303 37 X 23801803 23801803 Missense_Mutation SNP A G 37 129 c.95A>G c.(94-96)GAA>GGA p.E32G

Pat_14 Pre-Treatment PDK3 5165 37 X 24521545 24521545 Missense_Mutation SNP C A 72 216 c.422C>A c.(421-423)CCT>CAT p.P141H

Pat_14 Pre-Treatment POLA1 5422 37 X 24735407 24735407 Missense_Mutation SNP G A 64 207 c.689G>A c.(688-690)GGC>GAC p.G230D



Pat_14 Pre-Treatment MAGEB18 286514 37 X 26157394 26157394 Missense_Mutation SNP G A 21 58 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_14 Pre-Treatment GPR34 2857 37 X 41555572 41555572 Missense_Mutation SNP T C 4 119 c.686T>C c.(685-687)CTA>CCA p.L229P

Pat_14 Pre-Treatment GPR34 2857 37 X 41555592 41555592 Missense_Mutation SNP C T 18 69 c.706C>T c.(706-708)CTT>TTT p.L236F

Pat_14 Pre-Treatment MAOB 4129 37 X 43656391 43656391 Missense_Mutation SNP G A 71 343 c.599C>T c.(598-600)TCG>TTG p.S200L

Pat_14 Pre-Treatment USP11 8237 37 X 47104279 47104279 Missense_Mutation SNP C T 41 158 c.2171C>T c.(2170-2172)TCC>TTC p.S724F

Pat_14 Pre-Treatment ZNF41 7592 37 X 47307289 47307289 Missense_Mutation SNP C T 37 193 c.2006G>A c.(2005-2007)AGA>AAA p.R669K

Pat_14 Pre-Treatment PPP1R3F 89801 37 X 49142678 49142679 Missense_Mutation DNP GG AA 24 127 c.1526_1527GG>AAc.(1525-1527)GGG>GAA p.G509E

Pat_14 Pre-Treatment DGKK 139189 37 X 50119065 50119065 Missense_Mutation SNP G T 18 117 c.3372C>A c.(3370-3372)GAC>GAA p.D1124E

Pat_14 Pre-Treatment SSX7 280658 37 X 52682006 52682006 Missense_Mutation SNP G A 50 287 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_14 Pre-Treatment TSPYL2 64061 37 X 53111883 53111883 Missense_Mutation SNP C T 5 17 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_14 Pre-Treatment ITIH5L 347365 37 X 54781500 54781500 Missense_Mutation SNP C T 83 381 c.3152G>A c.(3151-3153)GGA>GAA p.G1051E

Pat_14 Pre-Treatment TRO 7216 37 X 54949425 54949425 Missense_Mutation SNP C A 5 180 c.460C>A c.(460-462)CAA>AAA p.Q154K

Pat_14 Pre-Treatment HEPH 9843 37 X 65408222 65408222 Missense_Mutation SNP C T 4 17 c.656C>T c.(655-657)CCT>CTT p.P219L

Pat_14 Pre-Treatment PJA1 64219 37 X 68381389 68381389 Missense_Mutation SNP C T 56 209 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_14 Pre-Treatment DGAT2L6 347516 37 X 69419665 69419665 Missense_Mutation SNP G T 5 214 c.200G>T c.(199-201)GGC>GTC p.G67V

Pat_14 Pre-Treatment TAF1 6872 37 X 70597592 70597592 Missense_Mutation SNP C T 65 345 c.851C>T c.(850-852)TCA>TTA p.S284L

Pat_14 Pre-Treatment NAP1L2 4674 37 X 72433494 72433494 Missense_Mutation SNP G A 38 103 c.835C>T c.(835-837)CCT>TCT p.P279S

Pat_14 Pre-Treatment TNMD 64102 37 X 99852643 99852643 Missense_Mutation SNP C T 54 180 c.566C>T c.(565-567)ACT>ATT p.T189I

Pat_14 Pre-Treatment DRP2 1821 37 X 100497387 100497387 Missense_Mutation SNP T A 139 596 c.902T>A c.(901-903)ATT>AAT p.I301N

Pat_14 Pre-Treatment ARMCX1 51309 37 X 100808511 100808511 Missense_Mutation SNP G A 88 493 c.598G>A c.(598-600)GAT>AAT p.D200N

Pat_14 Pre-Treatment ARMCX1 51309 37 X 100809053 100809053 Missense_Mutation SNP A T 17 99 c.1140A>T c.(1138-1140)GAA>GAT p.E380D

Pat_14 Pre-Treatment ARMCX3 51566 37 X 100881069 100881069 Missense_Mutation SNP C A 7 616 c.1100C>A c.(1099-1101)GCC>GAC p.A367D

Pat_14 Pre-Treatment ZMAT1 84460 37 X 101139146 101139146 Missense_Mutation SNP C T 112 649 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_14 Pre-Treatment GPRASP1 9737 37 X 101912133 101912133 Nonsense_Mutation SNP C T 131 474 c.3292C>T c.(3292-3294)CAG>TAG p.Q1098*

Pat_14 Pre-Treatment NRK 203447 37 X 105150462 105150462 Missense_Mutation SNP C T 8 29 c.901C>T c.(901-903)CGT>TGT p.R301C

Pat_14 Pre-Treatment SERPINA7 6906 37 X 105279352 105279352 Missense_Mutation SNP G A 117 364 c.647C>T c.(646-648)CCA>CTA p.P216L

Pat_14 Pre-Treatment SERPINA7 6906 37 X 105280502 105280502 Missense_Mutation SNP C T 121 483 c.548G>A c.(547-549)GGG>GAG p.G183E

Pat_14 Pre-Treatment MORC4 79710 37 X 106201686 106201686 Missense_Mutation SNP G A 4 242 c.1265C>T c.(1264-1266)CCT>CTT p.P422L

Pat_14 Pre-Treatment ATG4A 115201 37 X 107396209 107396209 Missense_Mutation SNP G A 19 111 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_14 Pre-Treatment COL4A5 1287 37 X 107925011 107925011 Missense_Mutation SNP C T 66 226 c.4109C>T c.(4108-4110)CCT>CTT p.P1370L

Pat_14 Pre-Treatment COL4A5 1287 37 X 107938575 107938575 Missense_Mutation SNP C T 76 412 c.4900C>T c.(4900-4902)CCC>TCC p.P1634S

Pat_14 Pre-Treatment RGAG1 57529 37 X 109695288 109695288 Missense_Mutation SNP G A 90 306 c.1443G>A c.(1441-1443)ATG>ATA p.M481I

Pat_14 Pre-Treatment HTR2C 3358 37 X 113965791 113965791 Missense_Mutation SNP G A 107 521 c.124G>A c.(124-126)GAT>AAT p.D42N

Pat_14 Pre-Treatment SLC6A14 11254 37 X 115573945 115573945 Missense_Mutation SNP C T 89 386 c.437C>T c.(436-438)TCT>TTT p.S146F

Pat_14 Pre-Treatment THOC2 57187 37 X 122800960 122800960 Missense_Mutation SNP C T 57 272 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_14 Pre-Treatment MST4 51765 37 X 131188719 131188719 Missense_Mutation SNP T A 56 324 c.103T>A c.(103-105)TTT>ATT p.F35I

Pat_14 Pre-Treatment GPC3 2719 37 X 132887882 132887882 Missense_Mutation SNP G A 61 316 c.659C>T c.(658-660)TCC>TTC p.S220F

Pat_14 Pre-Treatment DDX26B 203522 37 X 134703264 134703264 Missense_Mutation SNP G A 47 229 c.1195G>A c.(1195-1197)GAC>AAC p.D399N

Pat_14 Pre-Treatment MAP7D3 79649 37 X 135313960 135313960 Missense_Mutation SNP G A 56 331 c.1156C>T c.(1156-1158)CCG>TCG p.P386S

Pat_14 Pre-Treatment SPANXE 171489 37 X 140785698 140785698 Missense_Mutation SNP C T 146 591 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_14 Pre-Treatment FMR1 2332 37 X 147014282 147014282 Missense_Mutation SNP G A 19 88 c.880G>A c.(880-882)GGC>AGC p.G294S

Pat_14 Pre-Treatment FMR1 2332 37 X 147019004 147019004 Missense_Mutation SNP C T 24 200 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_14 Pre-Treatment FMR1NB 158521 37 X 147088287 147088287 Missense_Mutation SNP G A 90 533 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_14 Pre-Treatment MTM1 4534 37 X 149831957 149831957 Missense_Mutation SNP G A 23 139 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_14 Pre-Treatment MTM1 4534 37 X 149832076 149832076 Missense_Mutation SNP G C 69 336 c.1638G>C c.(1636-1638)AAG>AAC p.K546N

Pat_14 Pre-Treatment HMGB3 3149 37 X 150156314 150156314 Missense_Mutation SNP G A 33 183 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_14 Pre-Treatment IDH3G 3421 37 X 153052370 153052370 Missense_Mutation SNP C A 7 660 c.810G>T c.(808-810)ATG>ATT p.M270I



Pat_14 Pre-Treatment FLNA 2316 37 X 153580606 153580606 Missense_Mutation SNP C T 15 75 c.6712G>A c.(6712-6714)GCC>ACC p.A2238T

Pat_14 Pre-Treatment FAM50A 9130 37 X 153673981 153673981 Missense_Mutation SNP G A 69 220 c.112G>A c.(112-114)GAG>AAG p.E38K

Pat_14 Post-Resistance MRPL20 55052 37 1 1337517 1337517 Missense_Mutation SNP C A 6 631 c.396G>T c.(394-396)TTG>TTT p.L132F

Pat_14 Post-Resistance SLC35E2 9906 37 1 1670392 1670392 Missense_Mutation SNP G A 3 46 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_14 Post-Resistance PRDM16 63976 37 1 3342201 3342201 Missense_Mutation SNP G A 4 293 c.2996G>A c.(2995-2997)CGG>CAG p.R999Q

Pat_14 Post-Resistance PIK3CD 5293 37 1 9780004 9780004 Missense_Mutation SNP T G 22 690 c.1268T>G c.(1267-1269)CTC>CGC p.L423R

Pat_14 Post-Resistance MTHFR 4524 37 1 11860307 11860307 Missense_Mutation SNP C T 7 740 c.548G>A c.(547-549)CGA>CAA p.R183Q

Pat_14 Post-Resistance VPS13D 55187 37 1 12387746 12387746 Missense_Mutation SNP G A 8 625 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_14 Post-Resistance TMEM82 388595 37 1 16073424 16073424 Missense_Mutation SNP G A 3 69 c.820G>A c.(820-822)GGC>AGC p.G274S

Pat_14 Post-Resistance ARHGEF19 128272 37 1 16528960 16528960 Missense_Mutation SNP G A 4 132 c.2017C>T c.(2017-2019)CTC>TTC p.L673F

Pat_14 Post-Resistance TAS1R2 80834 37 1 19175834 19175834 Splice_Site SNP C T 4 134 c.1467_splice c.e4+1 p.T489_splice

Pat_14 Post-Resistance UBR4 23352 37 1 19500845 19500845 Missense_Mutation SNP T C 10 135 c.2950A>G c.(2950-2952)AGG>GGG p.R984G

Pat_14 Post-Resistance TMCO4 255104 37 1 20009544 20009544 Missense_Mutation SNP C T 5 421 c.1894G>A c.(1894-1896)GGG>AGG p.G632R

Pat_14 Post-Resistance ZNF683 257101 37 1 26688465 26688465 Missense_Mutation SNP G A 4 249 c.1252C>T c.(1252-1254)CGC>TGC p.R418C

Pat_14 Post-Resistance GPN2 54707 37 1 27216448 27216448 Missense_Mutation SNP G A 3 64 c.140C>T c.(139-141)CCG>CTG p.P47L

Pat_14 Post-Resistance EYA3 2140 37 1 28362145 28362146 Missense_Mutation DNP GG AA 9 595 c.270_271CC>TTc.(268-273)TACCCT>TATTCT p.P91S

Pat_14 Post-Resistance MATN1 4146 37 1 31188972 31188972 Missense_Mutation SNP G A 4 301 c.991C>T c.(991-993)CGC>TGC p.R331C

Pat_14 Post-Resistance HCRTR1 3061 37 1 32089159 32089159 Nonsense_Mutation SNP G A 5 137 c.774G>A c.(772-774)TGG>TGA p.W258*

Pat_14 Post-Resistance NASP 4678 37 1 46068000 46068000 Missense_Mutation SNP G A 6 536 c.181G>A c.(181-183)GCA>ACA p.A61T

Pat_14 Post-Resistance LEPR 3953 37 1 66102393 66102393 Missense_Mutation SNP G A 6 480 c.3193G>A c.(3193-3195)GGA>AGA p.G1065R

Pat_14 Post-Resistance SGIP1 84251 37 1 67155937 67155937 Missense_Mutation SNP C T 5 651 c.1508C>T c.(1507-1509)GCT>GTT p.A503V

Pat_14 Post-Resistance ZZZ3 26009 37 1 78097637 78097637 Missense_Mutation SNP G A 5 435 c.1403C>T c.(1402-1404)TCT>TTT p.S468F

Pat_14 Post-Resistance SPATA1 64173 37 1 84988111 84988111 Missense_Mutation SNP G A 6 468 c.248G>A c.(247-249)CGT>CAT p.R83H

Pat_14 Post-Resistance MCOLN2 255231 37 1 85403726 85403726 Missense_Mutation SNP T C 3 233 c.1150A>G c.(1150-1152)ACC>GCC p.T384A

Pat_14 Post-Resistance GFI1 2672 37 1 92944274 92944274 Missense_Mutation SNP A G 6 358 c.961T>C c.(961-963)TTC>CTC p.F321L

Pat_14 Post-Resistance WDR77 79084 37 1 111985384 111985384 Splice_Site SNP C T 3 101 c.692_splice c.e8-1 p.G231_splice

Pat_14 Post-Resistance VANGL1 81839 37 1 116225094 116225094 Missense_Mutation SNP G A 6 335 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_14 Post-Resistance REG4 83998 37 1 120345764 120345764 Missense_Mutation SNP G A 4 198 c.92C>T c.(91-93)GCT>GTT p.A31V

Pat_14 Post-Resistance POGZ 23126 37 1 151414670 151414670 Missense_Mutation SNP G A 4 184 c.11C>T c.(10-12)ACC>ATC p.T4I

Pat_14 Post-Resistance RPTN 126638 37 1 152127833 152127833 Missense_Mutation SNP G A 13 846 c.1742C>T c.(1741-1743)TCC>TTC p.S581F

Pat_14 Post-Resistance NUP210L 91181 37 1 154029322 154029322 Missense_Mutation SNP C T 6 332 c.3209G>A c.(3208-3210)AGA>AAA p.R1070K

Pat_14 Post-Resistance THBS3 7059 37 1 155172167 155172167 Missense_Mutation SNP G A 5 371 c.983C>T c.(982-984)CCG>CTG p.P328L

Pat_14 Post-Resistance CCT3 7203 37 1 156287302 156287302 Nonsense_Mutation SNP G A 43 695 c.796C>T c.(796-798)CGA>TGA p.R266*

Pat_14 Post-Resistance DCAF8 50717 37 1 160208525 160208525 Missense_Mutation SNP G A 4 112 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_14 Post-Resistance SLAMF6 114836 37 1 160460002 160460002 Missense_Mutation SNP C T 29 498 c.782G>A c.(781-783)CGA>CAA p.R261Q

Pat_14 Post-Resistance ADAMTS4 9507 37 1 161161952 161161952 Missense_Mutation SNP G A 4 271 c.1990C>T c.(1990-1992)CGC>TGC p.R664C

Pat_14 Post-Resistance TMCO1 54499 37 1 165697280 165697280 Missense_Mutation SNP G A 7 331 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_14 Post-Resistance GPR161 23432 37 1 168066390 168066390 Missense_Mutation SNP C A 4 299 c.455G>T c.(454-456)TGG>TTG p.W152L

Pat_14 Post-Resistance FMO1 2326 37 1 171254581 171254581 Missense_Mutation SNP C G 3 181 c.1497C>G c.(1495-1497)ATC>ATG p.I499M

Pat_14 Post-Resistance ANGPTL1 9068 37 1 178834461 178834461 Missense_Mutation SNP G C 3 150 c.451C>G c.(451-453)CTT>GTT p.L151V

Pat_14 Post-Resistance HMCN1 83872 37 1 186076094 186076094 Missense_Mutation SNP C G 4 446 c.10849C>G c.(10849-10851)CAT>GAT p.H3617D

Pat_14 Post-Resistance PRG4 10216 37 1 186276415 186276415 Missense_Mutation SNP C G 3 282 c.1564C>G c.(1564-1566)CCT>GCT p.P522A

Pat_14 Post-Resistance TPR 7175 37 1 186289534 186289534 Missense_Mutation SNP C A 4 204 c.6478G>T c.(6478-6480)GGT>TGT p.G2160C

Pat_14 Post-Resistance NEK7 140609 37 1 198231733 198231733 Missense_Mutation SNP G A 5 601 c.227G>A c.(226-228)CGT>CAT p.R76H

Pat_14 Post-Resistance PKP1 5317 37 1 201294905 201294905 Missense_Mutation SNP C T 4 239 c.2108C>T c.(2107-2109)GCT>GTT p.A703V

Pat_14 Post-Resistance NFASC 23114 37 1 204944482 204944482 Missense_Mutation SNP G A 15 507 c.1642G>A c.(1642-1644)GAC>AAC p.D548N

Pat_14 Post-Resistance RASSF5 83593 37 1 206757842 206757842 Missense_Mutation SNP G A 6 704 c.814G>A c.(814-816)GCT>ACT p.A272T



Pat_14 Post-Resistance CD55 1604 37 1 207499054 207499054 Missense_Mutation SNP C T 6 455 c.566C>T c.(565-567)TCA>TTA p.S189L

Pat_14 Post-Resistance ANGEL2 90806 37 1 213178649 213178649 Missense_Mutation SNP C T 4 264 c.860G>A c.(859-861)GGA>GAA p.G287E

Pat_14 Post-Resistance HHIPL2 79802 37 1 222705401 222705401 Missense_Mutation SNP C T 4 112 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_14 Post-Resistance SCCPDH 51097 37 1 246930548 246930548 Missense_Mutation SNP C A 4 277 c.1236C>A c.(1234-1236)GAC>GAA p.D412E

Pat_14 Post-Resistance CAMK1D 57118 37 10 12833213 12833213 Missense_Mutation SNP G A 4 438 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_14 Post-Resistance LOC387646 387646 37 10 27538021 27538021 Missense_Mutation SNP G A 7 585 c.1372C>T c.(1372-1374)CCA>TCA p.P458S

Pat_14 Post-Resistance LOC387646 387646 37 10 27539257 27539257 Missense_Mutation SNP C T 5 230 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_14 Post-Resistance ANKRD30A 91074 37 10 37441009 37441009 Missense_Mutation SNP C T 7 288 c.1499C>T c.(1498-1500)TCC>TTC p.S500F

Pat_14 Post-Resistance PCDH15 65217 37 10 55719502 55719502 Missense_Mutation SNP C T 4 174 c.3112G>A c.(3112-3114)GAG>AAG p.E1038K

Pat_14 Post-Resistance LRRTM3 347731 37 10 68686937 68686937 Missense_Mutation SNP C T 4 481 c.263C>T c.(262-264)ACC>ATC p.T88I

Pat_14 Post-Resistance AGAP5 729092 37 10 75434521 75434521 Missense_Mutation SNP G A 7 576 c.1897C>T c.(1897-1899)CGC>TGC p.R633C

Pat_14 Post-Resistance KIAA0913 23053 37 10 75553993 75553993 Missense_Mutation SNP G A 5 557 c.2714G>A c.(2713-2715)CGG>CAG p.R905Q

Pat_14 Post-Resistance LGI1 9211 37 10 95556737 95556737 Missense_Mutation SNP T C 4 311 c.851T>C c.(850-852)GTA>GCA p.V284A

Pat_14 Post-Resistance PDLIM1 9124 37 10 97007004 97007004 Missense_Mutation SNP A G 14 272 c.653T>C c.(652-654)GTT>GCT p.V218A

Pat_14 Post-Resistance CWF19L1 55280 37 10 101997957 101997957 Missense_Mutation SNP G A 4 492 c.1076C>T c.(1075-1077)TCT>TTT p.S359F

Pat_14 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 6 38 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_14 Post-Resistance TECTB 6975 37 10 114046122 114046122 Missense_Mutation SNP G C 4 303 c.456G>C c.(454-456)GAG>GAC p.E152D

Pat_14 Post-Resistance PNLIP 5406 37 10 118315596 118315596 Missense_Mutation SNP G A 30 610 c.896G>A c.(895-897)GGA>GAA p.G299E

Pat_14 Post-Resistance VAX1 11023 37 10 118896051 118896051 Missense_Mutation SNP G A 4 134 c.361C>T c.(361-363)CGC>TGC p.R121C

Pat_14 Post-Resistance SIRT3 23410 37 11 224158 224158 Missense_Mutation SNP G A 4 187 c.889C>T c.(889-891)CCG>TCG p.P297S

Pat_14 Post-Resistance CDHR5 53841 37 11 617476 617476 Missense_Mutation SNP C T 4 201 c.2413G>A c.(2413-2415)GTT>ATT p.V805I

Pat_14 Post-Resistance CEND1 51286 37 11 788498 788498 Missense_Mutation SNP G A 7 610 c.79C>T c.(79-81)CCC>TCC p.P27S

Pat_14 Post-Resistance MUC5B 727897 37 11 1270916 1270916 Missense_Mutation SNP C T 5 457 c.14225C>T c.(14224-14226)CCG>CTG p.P4742L

Pat_14 Post-Resistance KRTAP5-1 387264 37 11 1606443 1606443 Missense_Mutation SNP T C 5 490 c.37A>G c.(37-39)AGC>GGC p.S13G

Pat_14 Post-Resistance NUP98 4928 37 11 3726490 3726490 Missense_Mutation SNP C T 4 323 c.3022G>A c.(3022-3024)GAA>AAA p.E1008K

Pat_14 Post-Resistance OR52I2 143502 37 11 4608538 4608538 Missense_Mutation SNP C T 5 210 c.496C>T c.(496-498)CTC>TTC p.L166F

Pat_14 Post-Resistance MUC15 143662 37 11 26582751 26582751 Missense_Mutation SNP G A 5 175 c.866C>T c.(865-867)CCG>CTG p.P289L

Pat_14 Post-Resistance PDHX 8050 37 11 35016537 35016537 Missense_Mutation SNP G A 5 487 c.1324G>A c.(1324-1326)GTT>ATT p.V442I

Pat_14 Post-Resistance PAMR1 25891 37 11 35456299 35456299 Missense_Mutation SNP G A 7 491 c.1387C>T c.(1387-1389)CCG>TCG p.P463S

Pat_14 Post-Resistance CD82 3732 37 11 44621717 44621717 Missense_Mutation SNP G A 5 364 c.73G>A c.(73-75)GCA>ACA p.A25T

Pat_14 Post-Resistance KIAA0652 9776 37 11 46690091 46690091 Missense_Mutation SNP C A 7 503 c.1195C>A c.(1195-1197)CCC>ACC p.P399T

Pat_14 Post-Resistance NR1H3 10062 37 11 47283236 47283236 Missense_Mutation SNP C T 4 255 c.847C>T c.(847-849)CGG>TGG p.R283W

Pat_14 Post-Resistance OR5L2 26338 37 11 55595079 55595079 Missense_Mutation SNP C T 8 623 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_14 Post-Resistance TMEM132A 54972 37 11 60703700 60703700 Missense_Mutation SNP C T 4 227 c.2393C>T c.(2392-2394)GCA>GTA p.A798V

Pat_14 Post-Resistance DAK 26007 37 11 61105443 61105444 Missense_Mutation DNP GG AA 6 336 c.34_35GG>AA c.(34-36)GGC>AAC p.G12N

Pat_14 Post-Resistance SLC22A9 114571 37 11 63137889 63137889 Missense_Mutation SNP G A 22 354 c.361G>A c.(361-363)GTG>ATG p.V121M

Pat_14 Post-Resistance PYGM 5837 37 11 64514193 64514193 Missense_Mutation SNP G A 4 282 c.2467C>T c.(2467-2469)CGG>TGG p.R823W

Pat_14 Post-Resistance KDM2A 22992 37 11 66983373 66983373 Missense_Mutation SNP G A 7 813 c.640G>A c.(640-642)GAC>AAC p.D214N

Pat_14 Post-Resistance LRP5 4041 37 11 68216515 68216515 Missense_Mutation SNP T C 4 428 c.4825T>C c.(4825-4827)TCC>CCC p.S1609P

Pat_14 Post-Resistance FOLR1 2348 37 11 71906493 71906493 Nonsense_Mutation SNP G A 23 417 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_14 Post-Resistance INPPL1 3636 37 11 71944716 71944716 Missense_Mutation SNP G A 5 579 c.2140G>A c.(2140-2142)GTC>ATC p.V714I

Pat_14 Post-Resistance FAM168A 23201 37 11 73120604 73120604 Missense_Mutation SNP G A 35 419 c.550C>T c.(550-552)CCT>TCT p.P184S

Pat_14 Post-Resistance RSF1 51773 37 11 77402217 77402217 Missense_Mutation SNP G A 4 356 c.2887C>T c.(2887-2889)CGT>TGT p.R963C

Pat_14 Post-Resistance USP35 57558 37 11 77921641 77921641 Missense_Mutation SNP C T 7 458 c.2740C>T c.(2740-2742)CCT>TCT p.P914S

Pat_14 Post-Resistance PRSS23 11098 37 11 86518693 86518693 Missense_Mutation SNP G A 5 580 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_14 Post-Resistance ENDOD1 23052 37 11 94862534 94862534 Missense_Mutation SNP C T 6 484 c.1294C>T c.(1294-1296)CGT>TGT p.R432C

Pat_14 Post-Resistance ELMOD1 55531 37 11 107535837 107535837 Missense_Mutation SNP C T 9 542 c.919C>T c.(919-921)CGC>TGC p.R307C



Pat_14 Post-Resistance RAB39 54734 37 11 107799505 107799505 Missense_Mutation SNP G A 3 46 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_14 Post-Resistance CUL5 8065 37 11 107940828 107940828 Missense_Mutation SNP G A 6 503 c.786G>A c.(784-786)ATG>ATA p.M262I

Pat_14 Post-Resistance SIDT2 51092 37 11 117063304 117063304 Missense_Mutation SNP C T 4 387 c.1996C>T c.(1996-1998)CGC>TGC p.R666C

Pat_14 Post-Resistance SLC37A4 2542 37 11 118896706 118896706 Missense_Mutation SNP G A 3 73 c.955C>T c.(955-957)CGG>TGG p.R319W

Pat_14 Post-Resistance NLRX1 79671 37 11 119045519 119045519 Missense_Mutation SNP C T 4 186 c.1207C>T c.(1207-1209)CGC>TGC p.R403C

Pat_14 Post-Resistance SORL1 6653 37 11 121448004 121448004 Missense_Mutation SNP C T 4 371 c.3475C>T c.(3475-3477)CGG>TGG p.R1159W

Pat_14 Post-Resistance OR8D4 338662 37 11 123777707 123777707 Missense_Mutation SNP C T 35 655 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_14 Post-Resistance C11orf45 219833 37 11 128774412 128774412 Missense_Mutation SNP G A 4 367 c.50C>T c.(49-51)CCG>CTG p.P17L

Pat_14 Post-Resistance LOC100288778 100288778 37 12 88651 88651 Missense_Mutation SNP A G 5 36 c.160A>G c.(160-162)AGC>GGC p.S54G

Pat_14 Post-Resistance CD4 920 37 12 6927640 6927640 Missense_Mutation SNP G A 4 281 c.1210G>A c.(1210-1212)GGC>AGC p.G404S

Pat_14 Post-Resistance CLEC4A 50856 37 12 8278202 8278202 Missense_Mutation SNP C T 9 327 c.128C>T c.(127-129)CCC>CTC p.P43L

Pat_14 Post-Resistance CLEC4E 26253 37 12 8692544 8692544 Splice_Site SNP C T 4 364 c.38_splice c.e2-1 p.E13_splice

Pat_14 Post-Resistance A2ML1 144568 37 12 9007419 9007419 Missense_Mutation SNP G A 4 301 c.2756G>A c.(2755-2757)TGC>TAC p.C919Y

Pat_14 Post-Resistance A2M 2 37 12 9254219 9254219 Missense_Mutation SNP C T 4 162 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_14 Post-Resistance PRB3 5544 37 12 11420521 11420521 Missense_Mutation SNP C T 9 332 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_14 Post-Resistance PRB4 5545 37 12 11461694 11461694 Missense_Mutation SNP G A 8 704 c.223C>T c.(223-225)CCA>TCA p.P75S

Pat_14 Post-Resistance SLCO1B1 10599 37 12 21331569 21331569 Missense_Mutation SNP C T 8 361 c.541C>T c.(541-543)CGT>TGT p.R181C

Pat_14 Post-Resistance C12orf35 55196 37 12 32134340 32134340 Missense_Mutation SNP G A 5 185 c.451G>A c.(451-453)GCA>ACA p.A151T

Pat_14 Post-Resistance KIF21A 55605 37 12 39726854 39726854 Missense_Mutation SNP A G 4 397 c.2543T>C c.(2542-2544)GTT>GCT p.V848A

Pat_14 Post-Resistance FAM113B 91523 37 12 47629250 47629251 Missense_Mutation DNP CC TT 9 293 c.404_405CC>TT c.(403-405)TCC>TTT p.S135F

Pat_14 Post-Resistance CCNT1 904 37 12 49087735 49087735 Missense_Mutation SNP G A 4 463 c.1262C>T c.(1261-1263)GCT>GTT p.A421V

Pat_14 Post-Resistance FMNL3 91010 37 12 50043290 50043290 Missense_Mutation SNP G A 5 320 c.2267C>T c.(2266-2268)TCC>TTC p.S756F

Pat_14 Post-Resistance KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 4 49 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_14 Post-Resistance ATF7 11016 37 12 53925613 53925613 Missense_Mutation SNP G A 4 94 c.875C>T c.(874-876)ACT>ATT p.T292I

Pat_14 Post-Resistance ORMDL2 29095 37 12 56213210 56213210 Missense_Mutation SNP G A 13 599 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_14 Post-Resistance BAZ2A 11176 37 12 56993106 56993106 Missense_Mutation SNP G A 4 114 c.5215C>T c.(5215-5217)CCA>TCA p.P1739S

Pat_14 Post-Resistance ATP5B 506 37 12 57032915 57032915 Missense_Mutation SNP G C 5 706 c.1464C>G c.(1462-1464)ATC>ATG p.I488M

Pat_14 Post-Resistance ARHGAP9 64333 37 12 57872988 57872988 Missense_Mutation SNP C T 4 332 c.415G>A c.(415-417)GAA>AAA p.E139K

Pat_14 Post-Resistance LGR5 8549 37 12 71978321 71978321 Missense_Mutation SNP C T 7 292 c.2531C>T c.(2530-2532)TCA>TTA p.S844L

Pat_14 Post-Resistance TPH2 121278 37 12 72338465 72338465 Missense_Mutation SNP C A 5 418 c.539C>A c.(538-540)CCA>CAA p.P180Q

Pat_14 Post-Resistance C12orf50 160419 37 12 88381686 88381686 Missense_Mutation SNP G A 4 336 c.758C>T c.(757-759)ACG>ATG p.T253M

Pat_14 Post-Resistance STAB2 55576 37 12 104049270 104049270 Missense_Mutation SNP G A 4 354 c.1645G>A c.(1645-1647)GTT>ATT p.V549I

Pat_14 Post-Resistance RFX4 5992 37 12 107090148 107090148 Missense_Mutation SNP G A 4 478 c.757G>A c.(757-759)GGC>AGC p.G253S

Pat_14 Post-Resistance UBE3B 89910 37 12 109928880 109928880 Missense_Mutation SNP C T 4 399 c.661C>T c.(661-663)CGT>TGT p.R221C

Pat_14 Post-Resistance P2RX4 5025 37 12 121660807 121660807 Missense_Mutation SNP C T 4 182 c.485C>T c.(484-486)GCG>GTG p.A162V

Pat_14 Post-Resistance ANAPC5 51433 37 12 121766151 121766151 Missense_Mutation SNP C G 9 203 c.1272G>C c.(1270-1272)CAG>CAC p.Q424H

Pat_14 Post-Resistance CLIP1 6249 37 12 122862135 122862135 Missense_Mutation SNP G A 5 561 c.458C>T c.(457-459)ACG>ATG p.T153M

Pat_14 Post-Resistance SLC15A4 121260 37 12 129278838 129278838 Missense_Mutation SNP G A 5 303 c.1637C>T c.(1636-1638)ACC>ATC p.T546I

Pat_14 Post-Resistance TMEM132D 121256 37 12 129694154 129694154 Missense_Mutation SNP C T 4 288 c.1354G>A c.(1354-1356)GTG>ATG p.V452M

Pat_14 Post-Resistance TMEM132D 121256 37 12 130185201 130185201 Missense_Mutation SNP G A 4 252 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_14 Post-Resistance PIWIL1 9271 37 12 130847613 130847613 Missense_Mutation SNP G A 4 327 c.2119G>A c.(2119-2121)GGC>AGC p.G707S

Pat_14 Post-Resistance SFRS8 6433 37 12 132199411 132199411 Missense_Mutation SNP A C 4 325 c.433A>C c.(433-435)AGC>CGC p.S145R

Pat_14 Post-Resistance PARP4 143 37 13 25023942 25023942 Missense_Mutation SNP G A 16 435 c.3028C>T c.(3028-3030)CGT>TGT p.R1010C

Pat_14 Post-Resistance FRY 10129 37 13 32783778 32783778 Missense_Mutation SNP C A 4 393 c.4332C>A c.(4330-4332)AAC>AAA p.N1444K

Pat_14 Post-Resistance CSNK1A1L 122011 37 13 37679360 37679360 Missense_Mutation SNP C T 5 433 c.34G>A c.(34-36)GTT>ATT p.V12I

Pat_14 Post-Resistance ENOX1 55068 37 13 43788193 43788193 Missense_Mutation SNP G A 4 314 c.1865C>T c.(1864-1866)ACG>ATG p.T622M

Pat_14 Post-Resistance COL4A1 1282 37 13 110827023 110827023 Missense_Mutation SNP C T 5 298 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E



Pat_14 Post-Resistance TUBGCP3 10426 37 13 113212517 113212517 Missense_Mutation SNP G A 9 95 c.541C>T c.(541-543)CTC>TTC p.L181F

Pat_14 Post-Resistance PARP2 10038 37 14 20822408 20822408 Splice_Site SNP T C 3 167 c.802_splice c.e8+2 p.G268_splice

Pat_14 Post-Resistance TEP1 7011 37 14 20854275 20854275 Missense_Mutation SNP G A 10 310 c.2941C>T c.(2941-2943)CCC>TCC p.P981S

Pat_14 Post-Resistance CHD8 57680 37 14 21862547 21862547 Missense_Mutation SNP G A 3 109 c.4651C>T c.(4651-4653)CGC>TGC p.R1551C

Pat_14 Post-Resistance TOX4 9878 37 14 21957005 21957005 Missense_Mutation SNP G A 5 451 c.575G>A c.(574-576)CGG>CAG p.R192Q

Pat_14 Post-Resistance ACIN1 22985 37 14 23538765 23538765 Missense_Mutation SNP C T 5 237 c.2359G>A c.(2359-2361)GAA>AAA p.E787K

Pat_14 Post-Resistance IPO4 79711 37 14 24654449 24654449 Nonsense_Mutation SNP C A 4 271 c.1348G>T c.(1348-1350)GGA>TGA p.G450*

Pat_14 Post-Resistance NOVA1 4857 37 14 26917194 26917194 Missense_Mutation SNP G A 10 404 c.1495C>T c.(1495-1497)CGG>TGG p.R499W

Pat_14 Post-Resistance SEC23A 10484 37 14 39560787 39560787 Missense_Mutation SNP A G 5 490 c.497T>C c.(496-498)CTT>CCT p.L166P

Pat_14 Post-Resistance MIA2 117153 37 14 39716391 39716391 Missense_Mutation SNP G A 5 361 c.613G>A c.(613-615)GAA>AAA p.E205K

Pat_14 Post-Resistance FSCB 84075 37 14 44975634 44975634 Missense_Mutation SNP G A 6 691 c.557C>T c.(556-558)TCG>TTG p.S186L

Pat_14 Post-Resistance DLGAP5 9787 37 14 55637464 55637464 Missense_Mutation SNP C G 17 486 c.1343G>C c.(1342-1344)TGC>TCC p.C448S

Pat_14 Post-Resistance DACT1 51339 37 14 59112128 59112128 Missense_Mutation SNP G A 4 400 c.787G>A c.(787-789)GGG>AGG p.G263R

Pat_14 Post-Resistance TMEM30B 161291 37 14 61747099 61747099 Missense_Mutation SNP G A 4 226 c.767C>T c.(766-768)ACG>ATG p.T256M

Pat_14 Post-Resistance KCNH5 27133 37 14 63269251 63269251 Missense_Mutation SNP G C 3 138 c.1618C>G c.(1618-1620)CTA>GTA p.L540V

Pat_14 Post-Resistance SYNE2 23224 37 14 64564748 64564748 Missense_Mutation SNP G A 5 227 c.12190G>A c.(12190-12192)GTA>ATA p.V4064I

Pat_14 Post-Resistance ADAM20 8748 37 14 70990196 70990196 Missense_Mutation SNP G A 5 696 c.1429C>T c.(1429-1431)CGG>TGG p.R477W

Pat_14 Post-Resistance BTBD7 55727 37 14 93709199 93709199 Missense_Mutation SNP T C 3 242 c.2819A>G c.(2818-2820)CAG>CGG p.Q940R

Pat_14 Post-Resistance HHIPL1 84439 37 14 100123450 100123450 Missense_Mutation SNP C T 7 828 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_14 Post-Resistance CXADRP2 646243 37 15 22016479 22016479 Missense_Mutation SNP C G 3 226 c.238G>C c.(238-240)GTA>CTA p.V80L

Pat_14 Post-Resistance VPS18 57617 37 15 41192067 41192067 Missense_Mutation SNP G A 4 217 c.1051G>A c.(1051-1053)GGG>AGG p.G351R

Pat_14 Post-Resistance DLL4 54567 37 15 41229632 41229632 Missense_Mutation SNP C T 7 713 c.1960C>T c.(1960-1962)CGG>TGG p.R654W

Pat_14 Post-Resistance RPAP1 26015 37 15 41819381 41819381 Missense_Mutation SNP A G 3 289 c.1730T>C c.(1729-1731)CTG>CCG p.L577P

Pat_14 Post-Resistance MAPKBP1 23005 37 15 42104784 42104784 Missense_Mutation SNP G A 4 429 c.569G>A c.(568-570)AGC>AAC p.S190N

Pat_14 Post-Resistance UBR1 197131 37 15 43330042 43330042 Missense_Mutation SNP G A 4 233 c.1951C>T c.(1951-1953)CGT>TGT p.R651C

Pat_14 Post-Resistance WDR76 79968 37 15 44158523 44158523 Missense_Mutation SNP G A 4 372 c.1814G>A c.(1813-1815)CGG>CAG p.R605Q

Pat_14 Post-Resistance GALK2 2585 37 15 49620159 49620159 Missense_Mutation SNP G A 4 368 c.1180G>A c.(1180-1182)GCT>ACT p.A394T

Pat_14 Post-Resistance SLC27A2 11001 37 15 50518269 50518269 Missense_Mutation SNP C T 5 331 c.1252C>T c.(1252-1254)CCC>TCC p.P418S

Pat_14 Post-Resistance CYP19A1 1588 37 15 51514680 51514680 Missense_Mutation SNP G A 4 201 c.494C>T c.(493-495)GCT>GTT p.A165V

Pat_14 Post-Resistance CILP 8483 37 15 65496902 65496902 Missense_Mutation SNP G T 4 149 c.623C>A c.(622-624)CCA>CAA p.P208Q

Pat_14 Post-Resistance HCN4 10021 37 15 73616107 73616107 Missense_Mutation SNP G A 4 184 c.2327C>T c.(2326-2328)CCG>CTG p.P776L

Pat_14 Post-Resistance CYP1A1 1543 37 15 75013595 75013595 Missense_Mutation SNP A G 4 449 c.1111T>C c.(1111-1113)TTC>CTC p.F371L

Pat_14 Post-Resistance C15orf17 57184 37 15 75195124 75195125 Missense_Mutation DNP CC TT 4 242 c.432_433GG>AAc.(430-435)CAGGTG>CAAATG p.V145M

Pat_14 Post-Resistance IL16 3603 37 15 81585370 81585370 Missense_Mutation SNP T C 3 252 c.1894T>C c.(1894-1896)TGT>CGT p.C632R

Pat_14 Post-Resistance MEX3B 84206 37 15 82336691 82336691 Missense_Mutation SNP G T 7 269 c.520C>A c.(520-522)CTC>ATC p.L174I

Pat_14 Post-Resistance EFTUD1 79631 37 15 82512090 82512090 Missense_Mutation SNP A G 4 230 c.1514T>C c.(1513-1515)TTT>TCT p.F505S

Pat_14 Post-Resistance AKAP13 11214 37 15 86124220 86124220 Missense_Mutation SNP A G 6 586 c.2921A>G c.(2920-2922)AAG>AGG p.K974R

Pat_14 Post-Resistance ACAN 176 37 15 89402396 89402396 Missense_Mutation SNP G A 4 251 c.6580G>A c.(6580-6582)GAC>AAC p.D2194N

Pat_14 Post-Resistance FURIN 5045 37 15 91423995 91423995 Missense_Mutation SNP C T 3 103 c.1631C>T c.(1630-1632)TCT>TTT p.S544F

Pat_14 Post-Resistance ADAMTS17 170691 37 15 100692818 100692818 Missense_Mutation SNP T C 3 346 c.1472A>G c.(1471-1473)GAG>GGG p.E491G

Pat_14 Post-Resistance IFT140 9742 37 16 1634306 1634306 Missense_Mutation SNP G A 4 168 c.1271C>T c.(1270-1272)CCG>CTG p.P424L

Pat_14 Post-Resistance A2BP1 54715 37 16 7568246 7568246 Missense_Mutation SNP C T 6 608 c.125C>T c.(124-126)ACG>ATG p.T42M

Pat_14 Post-Resistance GP2 2813 37 16 20327283 20327283 Missense_Mutation SNP C T 4 406 c.1505G>A c.(1504-1506)CGG>CAG p.R502Q

Pat_14 Post-Resistance ARHGAP17 55114 37 16 24942360 24942360 Missense_Mutation SNP G A 6 697 c.2260C>T c.(2260-2262)CCT>TCT p.P754S

Pat_14 Post-Resistance CLN3 1201 37 16 28499967 28499967 Missense_Mutation SNP G A 5 652 c.239C>T c.(238-240)ACG>ATG p.T80M

Pat_14 Post-Resistance SH2B1 25970 37 16 28878676 28878676 Missense_Mutation SNP C T 18 749 c.964C>T c.(964-966)CCC>TCC p.P322S

Pat_14 Post-Resistance FBXL19 54620 37 16 30938689 30938689 Missense_Mutation SNP G A 3 44 c.298G>A c.(298-300)GTG>ATG p.V100M



Pat_14 Post-Resistance HSD3B7 80270 37 16 30997438 30997438 Missense_Mutation SNP G A 5 146 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_14 Post-Resistance PDXDC2 283970 37 16 70016263 70016263 Missense_Mutation SNP C T 5 156 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_14 Post-Resistance CNTNAP4 85445 37 16 76528834 76528834 Missense_Mutation SNP G A 14 514 c.2108G>A c.(2107-2109)GGA>GAA p.G703E

Pat_14 Post-Resistance CDH13 1012 37 16 83636110 83636110 Missense_Mutation SNP G A 5 761 c.1012G>A c.(1012-1014)GGA>AGA p.G338R

Pat_14 Post-Resistance KIAA1609 57707 37 16 84516203 84516203 Missense_Mutation SNP C T 27 318 c.1072G>A c.(1072-1074)GGA>AGA p.G358R

Pat_14 Post-Resistance NLRP1 22861 37 17 5463015 5463015 Missense_Mutation SNP C T 10 622 c.1001G>A c.(1000-1002)GGG>GAG p.G334E

Pat_14 Post-Resistance AIPL1 23746 37 17 6328839 6328839 Missense_Mutation SNP G A 4 196 c.1096C>T c.(1096-1098)CCC>TCC p.P366S

Pat_14 Post-Resistance AIPL1 23746 37 17 6331798 6331798 Missense_Mutation SNP C T 5 201 c.305G>A c.(304-306)CGG>CAG p.R102Q

Pat_14 Post-Resistance NEURL4 84461 37 17 7220648 7220648 Missense_Mutation SNP G A 9 240 c.4360C>T c.(4360-4362)CCT>TCT p.P1454S

Pat_14 Post-Resistance C17orf74 201243 37 17 7329696 7329696 Missense_Mutation SNP G A 5 209 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_14 Post-Resistance DNAH2 146754 37 17 7727548 7727548 Missense_Mutation SNP G A 4 138 c.11588G>A c.(11587-11589)CGC>CAC p.R3863H

Pat_14 Post-Resistance CHD3 1107 37 17 7807866 7807866 Missense_Mutation SNP C T 4 231 c.4001C>T c.(4000-4002)GCC>GTC p.A1334V

Pat_14 Post-Resistance GUCY2D 3000 37 17 7919139 7919139 Missense_Mutation SNP G A 4 137 c.3023G>A c.(3022-3024)CGC>CAC p.R1008H

Pat_14 Post-Resistance FLII 2314 37 17 18151926 18151926 Missense_Mutation SNP G A 5 183 c.2128C>T c.(2128-2130)CCC>TCC p.P710S

Pat_14 Post-Resistance LGALS9C 654346 37 17 18387258 18387258 Missense_Mutation SNP G A 4 266 c.109G>A c.(109-111)GTT>ATT p.V37I

Pat_14 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 7 618 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_14 Post-Resistance SEZ6 124925 37 17 27285151 27285151 Missense_Mutation SNP G A 4 342 c.2116C>T c.(2116-2118)CGC>TGC p.R706C

Pat_14 Post-Resistance TMEM132E 124842 37 17 32964715 32964715 Missense_Mutation SNP G A 4 293 c.2419G>A c.(2419-2421)GTC>ATC p.V807I

Pat_14 Post-Resistance KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 5 36 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_14 Post-Resistance CNTNAP1 8506 37 17 40844667 40844667 Missense_Mutation SNP G A 6 336 c.2681G>A c.(2680-2682)CGG>CAG p.R894Q

Pat_14 Post-Resistance PLEKHM1 9842 37 17 43516901 43516901 Missense_Mutation SNP A G 5 286 c.3001T>C c.(3001-3003)TGC>CGC p.C1001R

Pat_14 Post-Resistance NPEPPS 9520 37 17 45662879 45662879 Missense_Mutation SNP G A 5 302 c.662G>A c.(661-663)CGG>CAG p.R221Q

Pat_14 Post-Resistance B4GALNT2 124872 37 17 47218694 47218694 Nonsense_Mutation SNP C T 13 541 c.280C>T c.(280-282)CAA>TAA p.Q94*

Pat_14 Post-Resistance TOB1 10140 37 17 48940765 48940765 Missense_Mutation SNP G A 4 400 c.614C>T c.(613-615)TCT>TTT p.S205F

Pat_14 Post-Resistance SPAG9 9043 37 17 49073942 49073942 Missense_Mutation SNP G A 8 187 c.1952C>T c.(1951-1953)CCT>CTT p.P651L

Pat_14 Post-Resistance PCTP 58488 37 17 53851097 53851097 Missense_Mutation SNP C T 5 165 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_14 Post-Resistance VEZF1 7716 37 17 56052085 56052085 Missense_Mutation SNP G A 5 805 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_14 Post-Resistance BZRAP1 9256 37 17 56386642 56386642 Missense_Mutation SNP T C 3 150 c.3991A>G c.(3991-3993)AGC>GGC p.S1331G

Pat_14 Post-Resistance CSHL1 1444 37 17 61987841 61987841 Missense_Mutation SNP G A 5 614 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_14 Post-Resistance ABCA9 10350 37 17 67041360 67041360 Missense_Mutation SNP G A 4 167 c.422C>T c.(421-423)TCT>TTT p.S141F

Pat_14 Post-Resistance CASKIN2 57513 37 17 73498943 73498943 Missense_Mutation SNP G A 4 194 c.2212C>T c.(2212-2214)CGG>TGG p.R738W

Pat_14 Post-Resistance UNC13D 201294 37 17 73831985 73831985 Missense_Mutation SNP G A 5 374 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_14 Post-Resistance SEC14L1 6397 37 17 75196737 75196737 Missense_Mutation SNP T C 16 422 c.991T>C c.(991-993)TGG>CGG p.W331R

Pat_14 Post-Resistance CCDC40 55036 37 17 78013907 78013907 Missense_Mutation SNP T G 6 274 c.390T>G c.(388-390)GAT>GAG p.D130E

Pat_14 Post-Resistance RNF213 57674 37 17 78326796 78326796 Missense_Mutation SNP G A 5 285 c.4579G>A c.(4579-4581)GAT>AAT p.D1527N

Pat_14 Post-Resistance FOXK2 3607 37 17 80559253 80559253 Missense_Mutation SNP G A 4 314 c.1861G>A c.(1861-1863)GGT>AGT p.G621S

Pat_14 Post-Resistance APCDD1 147495 37 18 10487662 10487662 Missense_Mutation SNP G A 4 371 c.1172G>A c.(1171-1173)GGG>GAG p.G391E

Pat_14 Post-Resistance SPIRE1 56907 37 18 12452287 12452287 Missense_Mutation SNP G A 4 145 c.1979C>T c.(1978-1980)ACT>ATT p.T660I

Pat_14 Post-Resistance FAM59A 64762 37 18 29850273 29850273 Missense_Mutation SNP G A 4 174 c.1640C>T c.(1639-1641)CCC>CTC p.P547L

Pat_14 Post-Resistance ASXL3 80816 37 18 31323920 31323920 Missense_Mutation SNP C T 5 382 c.4108C>T c.(4108-4110)CCT>TCT p.P1370S

Pat_14 Post-Resistance KIAA1328 57536 37 18 34647216 34647216 Missense_Mutation SNP C T 13 306 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_14 Post-Resistance ZNF555 148254 37 19 2853183 2853183 Missense_Mutation SNP G A 3 103 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_14 Post-Resistance TLE6 79816 37 19 2987935 2987935 Missense_Mutation SNP G A 3 72 c.296G>A c.(295-297)GGT>GAT p.G99D

Pat_14 Post-Resistance TJP3 27134 37 19 3736227 3736227 Missense_Mutation SNP G A 4 192 c.1291G>A c.(1291-1293)GGG>AGG p.G431R

Pat_14 Post-Resistance UBXN6 80700 37 19 4453936 4453936 Nonsense_Mutation SNP G A 5 365 c.238C>T c.(238-240)CGA>TGA p.R80*

Pat_14 Post-Resistance PLIN4 729359 37 19 4512254 4512254 Missense_Mutation SNP G A 6 667 c.1676C>T c.(1675-1677)ACG>ATG p.T559M

Pat_14 Post-Resistance LASS4 79603 37 19 8320743 8320743 Missense_Mutation SNP G A 4 305 c.448G>A c.(448-450)GGC>AGC p.G150S



Pat_14 Post-Resistance ADAMTS10 81794 37 19 8651052 8651052 Missense_Mutation SNP G T 13 112 c.2614C>A c.(2614-2616)CTG>ATG p.L872M

Pat_14 Post-Resistance ZNF844 284391 37 19 12187475 12187475 Missense_Mutation SNP C G 7 178 c.1540C>G c.(1540-1542)CAT>GAT p.H514D

Pat_14 Post-Resistance ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 6 663 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_14 Post-Resistance FBXW9 84261 37 19 12807325 12807325 Missense_Mutation SNP G C 4 218 c.71C>G c.(70-72)ACA>AGA p.T24R

Pat_14 Post-Resistance NOTCH3 4854 37 19 15289953 15289953 Missense_Mutation SNP G A 4 144 c.3601C>T c.(3601-3603)CGC>TGC p.R1201C

Pat_14 Post-Resistance CHERP 10523 37 19 16643452 16643452 Missense_Mutation SNP G A 4 204 c.631C>T c.(631-633)CGG>TGG p.R211W

Pat_14 Post-Resistance MYO9B 4650 37 19 17316119 17316119 Missense_Mutation SNP C A 4 253 c.5038C>A c.(5038-5040)CAC>AAC p.H1680N

Pat_14 Post-Resistance ZNF93 81931 37 19 20045359 20045359 Missense_Mutation SNP C T 5 88 c.1595C>T c.(1594-1596)ACT>ATT p.T532I

Pat_14 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 200 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_14 Post-Resistance ZNF208 7757 37 19 22154648 22154648 Missense_Mutation SNP C T 8 489 c.2804G>A c.(2803-2805)GGC>GAC p.G935D

Pat_14 Post-Resistance ZNF492 57615 37 19 22847710 22847710 Missense_Mutation SNP A G 3 164 c.1239A>G c.(1237-1239)ATA>ATG p.I413M

Pat_14 Post-Resistance ZNF254 9534 37 19 24310427 24310427 Missense_Mutation SNP A G 4 121 c.1625A>G c.(1624-1626)GAA>GGA p.E542G

Pat_14 Post-Resistance ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 5 116 c.1648A>G c.(1648-1650)AAA>GAA p.K550E

Pat_14 Post-Resistance ZNF599 148103 37 19 35250121 35250121 Missense_Mutation SNP G A 4 327 c.1585C>T c.(1585-1587)CAC>TAC p.H529Y

Pat_14 Post-Resistance FAM187B 148109 37 19 35719243 35719243 Missense_Mutation SNP G A 35 435 c.341C>T c.(340-342)ACC>ATC p.T114I

Pat_14 Post-Resistance RBM42 79171 37 19 36124129 36124129 Missense_Mutation SNP C G 9 388 c.659C>G c.(658-660)TCC>TGC p.S220C

Pat_14 Post-Resistance SIPA1L3 23094 37 19 38682888 38682888 Missense_Mutation SNP G A 5 137 c.4534G>A c.(4534-4536)GAT>AAT p.D1512N

Pat_14 Post-Resistance NCCRP1 342897 37 19 39691050 39691050 Missense_Mutation SNP C T 5 605 c.613C>T c.(613-615)CGC>TGC p.R205C

Pat_14 Post-Resistance AXL 558 37 19 41762394 41762394 Missense_Mutation SNP G A 8 562 c.2074G>A c.(2074-2076)GGG>AGG p.G692R

Pat_14 Post-Resistance PSG1 5669 37 19 43382115 43382115 Missense_Mutation SNP C T 19 480 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_14 Post-Resistance FOSB 2354 37 19 45973932 45973932 Missense_Mutation SNP G A 9 684 c.172G>A c.(172-174)GTC>ATC p.V58I

Pat_14 Post-Resistance STRN4 29888 37 19 47241447 47241447 Missense_Mutation SNP T C 4 451 c.434A>G c.(433-435)GAG>GGG p.E145G

Pat_14 Post-Resistance ZC3H4 23211 37 19 47585519 47585519 Missense_Mutation SNP G A 4 368 c.1252C>T c.(1252-1254)CTC>TTC p.L418F

Pat_14 Post-Resistance MYBPC2 4606 37 19 50939956 50939956 Missense_Mutation SNP C T 21 420 c.428C>T c.(427-429)ACC>ATC p.T143I

Pat_14 Post-Resistance ZNF845 91664 37 19 53855196 53855196 Missense_Mutation SNP T C 4 479 c.1268T>C c.(1267-1269)ATG>ACG p.M423T

Pat_14 Post-Resistance LILRB1 10859 37 19 55146187 55146187 Nonsense_Mutation SNP C T 5 480 c.1456C>T c.(1456-1458)CGA>TGA p.R486*

Pat_14 Post-Resistance SUV420H2 84787 37 19 55853392 55853392 Missense_Mutation SNP C T 5 302 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_14 Post-Resistance GREB1 9687 37 2 11758857 11758857 Missense_Mutation SNP T C 3 104 c.3856T>C c.(3856-3858)TCC>CCC p.S1286P

Pat_14 Post-Resistance DNAJC27 51277 37 2 25186339 25186339 Missense_Mutation SNP G A 4 201 c.175C>T c.(175-177)CAC>TAC p.H59Y

Pat_14 Post-Resistance IFT172 26160 37 2 27706202 27706202 Missense_Mutation SNP G A 4 374 c.524C>T c.(523-525)ACC>ATC p.T175I

Pat_14 Post-Resistance RHOQ 23433 37 2 46803262 46803262 Missense_Mutation SNP A G 6 177 c.238A>G c.(238-240)ATG>GTG p.M80V

Pat_14 Post-Resistance EHBP1 23301 37 2 63092007 63092007 Missense_Mutation SNP C T 13 278 c.1004C>T c.(1003-1005)TCT>TTT p.S335F

Pat_14 Post-Resistance DYSF 8291 37 2 71891405 71891405 Missense_Mutation SNP G A 5 314 c.4894G>A c.(4894-4896)GAG>AAG p.E1632K

Pat_14 Post-Resistance SPR 6697 37 2 73118620 73118620 Missense_Mutation SNP A G 3 234 c.740A>G c.(739-741)AAG>AGG p.K247R

Pat_14 Post-Resistance RAB11FIP5 26056 37 2 73316241 73316241 Missense_Mutation SNP G A 4 267 c.634C>T c.(634-636)CTC>TTC p.L212F

Pat_14 Post-Resistance DQX1 165545 37 2 74747144 74747144 Missense_Mutation SNP G A 4 357 c.1513C>T c.(1513-1515)CGT>TGT p.R505C

Pat_14 Post-Resistance CIAO1 9391 37 2 96934352 96934352 Missense_Mutation SNP G A 4 275 c.647G>A c.(646-648)CGT>CAT p.R216H

Pat_14 Post-Resistance RALB 5899 37 2 121043657 121043657 Missense_Mutation SNP A G 3 197 c.322A>G c.(322-324)AGG>GGG p.R108G

Pat_14 Post-Resistance CNTNAP5 129684 37 2 125204410 125204410 Missense_Mutation SNP G A 4 326 c.814G>A c.(814-816)GTC>ATC p.V272I

Pat_14 Post-Resistance MCM6 4175 37 2 136626254 136626254 Missense_Mutation SNP C T 5 656 c.542G>A c.(541-543)CGA>CAA p.R181Q

Pat_14 Post-Resistance THSD7B 80731 37 2 137814304 137814304 Missense_Mutation SNP A G 5 367 c.361A>G c.(361-363)ACT>GCT p.T121A

Pat_14 Post-Resistance LRP1B 53353 37 2 141208202 141208202 Missense_Mutation SNP G A 8 354 c.9992C>T c.(9991-9993)CCA>CTA p.P3331L

Pat_14 Post-Resistance GTDC1 79712 37 2 144714897 144714897 Missense_Mutation SNP G A 7 117 c.995C>T c.(994-996)TCA>TTA p.S332L

Pat_14 Post-Resistance NEB 4703 37 2 152372987 152372987 Missense_Mutation SNP G T 4 121 c.17788C>A c.(17788-17790)CAG>AAG p.Q5930K

Pat_14 Post-Resistance NEB 4703 37 2 152524349 152524349 Missense_Mutation SNP G A 4 229 c.4688C>T c.(4687-4689)GCT>GTT p.A1563V

Pat_14 Post-Resistance XIRP2 129446 37 2 168104942 168104942 Missense_Mutation SNP C T 5 611 c.7040C>T c.(7039-7041)CCT>CTT p.P2347L

Pat_14 Post-Resistance GAD1 2571 37 2 171686086 171686086 Missense_Mutation SNP G A 6 493 c.247G>A c.(247-249)GAC>AAC p.D83N



Pat_14 Post-Resistance TTN 7273 37 2 179414500 179414500 Missense_Mutation SNP G A 4 239 c.84245C>T c.(84244-84246)GCT>GTT p.A28082V

Pat_14 Post-Resistance TTN 7273 37 2 179648466 179648466 Missense_Mutation SNP G A 4 424 c.2822C>T c.(2821-2823)ACT>ATT p.T941I

Pat_14 Post-Resistance ZNF804A 91752 37 2 185802120 185802120 Missense_Mutation SNP C T 4 260 c.1997C>T c.(1996-1998)TCC>TTC p.S666F

Pat_14 Post-Resistance HIBCH 26275 37 2 191161649 191161649 Missense_Mutation SNP C T 4 186 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_14 Post-Resistance DNAH7 56171 37 2 196729009 196729009 Missense_Mutation SNP A G 5 439 c.7370T>C c.(7369-7371)CTT>CCT p.L2457P

Pat_14 Post-Resistance FAM126B 285172 37 2 201846171 201846171 Missense_Mutation SNP C A 5 155 c.1415G>T c.(1414-1416)GGC>GTC p.G472V

Pat_14 Post-Resistance GPR1 2825 37 2 207041771 207041771 Nonsense_Mutation SNP C T 14 715 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_14 Post-Resistance STK36 27148 37 2 219549917 219549917 Missense_Mutation SNP G A 4 315 c.1346G>A c.(1345-1347)CGC>CAC p.R449H

Pat_14 Post-Resistance GMPPA 29926 37 2 220366688 220366688 Missense_Mutation SNP G A 8 723 c.358G>A c.(358-360)GAC>AAC p.D120N

Pat_14 Post-Resistance CHPF 79586 37 2 220405271 220405271 Missense_Mutation SNP G A 4 80 c.1162C>T c.(1162-1164)CGC>TGC p.R388C

Pat_14 Post-Resistance GIGYF2 26058 37 2 233613724 233613724 Missense_Mutation SNP T C 5 729 c.199T>C c.(199-201)TTT>CTT p.F67L

Pat_14 Post-Resistance CAPN10 11132 37 2 241534672 241534672 Missense_Mutation SNP C T 4 175 c.1229C>T c.(1228-1230)GCG>GTG p.A410V

Pat_14 Post-Resistance UBOX5 22888 37 20 3102308 3102308 Missense_Mutation SNP G A 3 76 c.977C>T c.(976-978)GCC>GTC p.A326V

Pat_14 Post-Resistance KIF16B 55614 37 20 16488677 16488678 Missense_Mutation DNP GG AA 8 788 c.624_625CC>TTc.(622-627)AACCGG>AATTGGp.R209W

Pat_14 Post-Resistance SLC24A3 57419 37 20 19261698 19261698 Missense_Mutation SNP G A 5 269 c.238G>A c.(238-240)GGA>AGA p.G80R

Pat_14 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 7 527 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_14 Post-Resistance FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 6 284 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_14 Post-Resistance C20orf160 140706 37 20 30617510 30617510 Missense_Mutation SNP G A 4 316 c.1207G>A c.(1207-1209)GTA>ATA p.V403I

Pat_14 Post-Resistance ASXL1 171023 37 20 31022349 31022349 Missense_Mutation SNP A G 3 147 c.1834A>G c.(1834-1836)AGG>GGG p.R612G

Pat_14 Post-Resistance RALGAPB 57148 37 20 37153566 37153566 Missense_Mutation SNP C T 11 702 c.1765C>T c.(1765-1767)CTT>TTT p.L589F

Pat_14 Post-Resistance TOP1 7150 37 20 39742758 39742759 Missense_Mutation DNP CC TT 6 484 c.1601_1602CC>TT c.(1600-1602)TCC>TTT p.S534F

Pat_14 Post-Resistance TP53TG5 27296 37 20 44002605 44002605 Missense_Mutation SNP C T 4 487 c.815G>A c.(814-816)AGA>AAA p.R272K

Pat_14 Post-Resistance ATP9A 10079 37 20 50273517 50273517 Missense_Mutation SNP T C 3 163 c.1466A>G c.(1465-1467)GAA>GGA p.E489G

Pat_14 Post-Resistance RTEL1 51750 37 20 62319071 62319071 Missense_Mutation SNP C T 3 36 c.1429C>T c.(1429-1431)CTT>TTT p.L477F

Pat_14 Post-Resistance ZNF512B 57473 37 20 62593633 62593633 Missense_Mutation SNP G A 4 323 c.2258C>T c.(2257-2259)CCC>CTC p.P753L

Pat_14 Post-Resistance KRTAP19-3 337970 37 21 31864146 31864146 Missense_Mutation SNP A T 13 706 c.130T>A c.(130-132)TAC>AAC p.Y44N

Pat_14 Post-Resistance PPIL2 23759 37 22 22024860 22024860 Missense_Mutation SNP C T 21 427 c.88C>T c.(88-90)CCA>TCA p.P30S

Pat_14 Post-Resistance BCR 613 37 22 23654017 23654017 Missense_Mutation SNP G A 4 284 c.3316G>A c.(3316-3318)GAC>AAC p.D1106N

Pat_14 Post-Resistance SUSD2 56241 37 22 24580812 24580812 Missense_Mutation SNP C T 9 163 c.686C>T c.(685-687)TCT>TTT p.S229F

Pat_14 Post-Resistance AP1B1 162 37 22 29737502 29737502 Missense_Mutation SNP G A 5 158 c.1784C>T c.(1783-1785)CCT>CTT p.P595L

Pat_14 Post-Resistance NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 8 281 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_14 Post-Resistance ELFN2 114794 37 22 37771400 37771400 Missense_Mutation SNP C T 4 226 c.175G>A c.(175-177)GAC>AAC p.D59N

Pat_14 Post-Resistance TRIOBP 11078 37 22 38111837 38111837 Missense_Mutation SNP C T 4 103 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_14 Post-Resistance CSNK1E 1454 37 22 38699005 38699005 Missense_Mutation SNP G A 4 234 c.197C>T c.(196-198)CCG>CTG p.P66L

Pat_14 Post-Resistance L3MBTL2 83746 37 22 41609924 41609924 Missense_Mutation SNP G A 4 413 c.290G>A c.(289-291)GGT>GAT p.G97D

Pat_14 Post-Resistance ZC3H7B 23264 37 22 41742126 41742126 Missense_Mutation SNP G C 4 432 c.1579G>C c.(1579-1581)GAC>CAC p.D527H

Pat_14 Post-Resistance ZC3H7B 23264 37 22 41752721 41752721 Missense_Mutation SNP G A 5 376 c.2590G>A c.(2590-2592)GAG>AAG p.E864K

Pat_14 Post-Resistance ARPP21 10777 37 3 35758848 35758848 Missense_Mutation SNP C T 5 262 c.994C>T c.(994-996)CGG>TGG p.R332W

Pat_14 Post-Resistance ITGA9 3680 37 3 37555329 37555329 Missense_Mutation SNP G A 4 218 c.973G>A c.(973-975)GCC>ACC p.A325T

Pat_14 Post-Resistance SLC22A13 9390 37 3 38316485 38316485 Missense_Mutation SNP G A 5 392 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_14 Post-Resistance SCN5A 6331 37 3 38639332 38639332 Missense_Mutation SNP G A 19 429 c.2150C>T c.(2149-2151)CCG>CTG p.P717L

Pat_14 Post-Resistance CTNNB1 1499 37 3 41266655 41266655 Missense_Mutation SNP G A 4 330 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_14 Post-Resistance TRAK1 22906 37 3 42251330 42251330 Missense_Mutation SNP G A 4 442 c.1816G>A c.(1816-1818)GGT>AGT p.G606S

Pat_14 Post-Resistance TRAK1 22906 37 3 42251351 42251351 Missense_Mutation SNP C T 4 473 c.1837C>T c.(1837-1839)CGG>TGG p.R613W

Pat_14 Post-Resistance LARS2 23395 37 3 45517981 45517981 Missense_Mutation SNP G A 6 567 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_14 Post-Resistance CCR9 10803 37 3 45942572 45942572 Missense_Mutation SNP C T 5 746 c.292C>T c.(292-294)CTT>TTT p.L98F

Pat_14 Post-Resistance CXCR6 10663 37 3 45988712 45988712 Missense_Mutation SNP T C 3 239 c.739T>C c.(739-741)TTC>CTC p.F247L



Pat_14 Post-Resistance MYL3 4634 37 3 46901025 46901025 Missense_Mutation SNP C T 5 351 c.421G>A c.(421-423)GAC>AAC p.D141N

Pat_14 Post-Resistance CCDC51 79714 37 3 48475137 48475137 Missense_Mutation SNP G A 6 585 c.457C>T c.(457-459)CTC>TTC p.L153F

Pat_14 Post-Resistance CELSR3 1951 37 3 48694384 48694384 Missense_Mutation SNP C A 3 33 c.4146G>T c.(4144-4146)GAG>GAT p.E1382D

Pat_14 Post-Resistance MST1R 4486 37 3 49924924 49924924 Missense_Mutation SNP T C 3 231 c.4019A>G c.(4018-4020)GAG>GGG p.E1340G

Pat_14 Post-Resistance DOCK3 1795 37 3 51393845 51393845 Missense_Mutation SNP G T 8 582 c.4424G>T c.(4423-4425)TGG>TTG p.W1475L

Pat_14 Post-Resistance ABHD6 57406 37 3 58253031 58253031 Missense_Mutation SNP G A 4 246 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_14 Post-Resistance PRICKLE2 166336 37 3 64132635 64132635 Missense_Mutation SNP C T 6 377 c.1531G>A c.(1531-1533)GGG>AGG p.G511R

Pat_14 Post-Resistance LRIG1 26018 37 3 66444614 66444614 Missense_Mutation SNP C T 5 125 c.1318G>A c.(1318-1320)GAC>AAC p.D440N

Pat_14 Post-Resistance EPHA3 2042 37 3 89445067 89445067 Missense_Mutation SNP C T 6 695 c.1387C>T c.(1387-1389)CCT>TCT p.P463S

Pat_14 Post-Resistance EPHA6 285220 37 3 96945167 96945167 Missense_Mutation SNP C T 16 355 c.1174C>T c.(1174-1176)CCA>TCA p.P392S

Pat_14 Post-Resistance SIDT1 54847 37 3 113321944 113321944 Missense_Mutation SNP G A 5 303 c.1210G>A c.(1210-1212)GAC>AAC p.D404N

Pat_14 Post-Resistance DRD3 1814 37 3 113866406 113866406 Splice_Site SNP T C 3 216 c.384_splice c.e5-1 p.R128_splice

Pat_14 Post-Resistance UPK1B 7348 37 3 118913151 118913152 Missense_Mutation DNP CC TT 8 515 c.554_555CC>TT c.(553-555)CCC>CTT p.P185L

Pat_14 Post-Resistance TMEM39A 55254 37 3 119180867 119180867 Missense_Mutation SNP G C 3 271 c.55C>G c.(55-57)CCT>GCT p.P19A

Pat_14 Post-Resistance HEG1 57493 37 3 124689597 124689598 Missense_Mutation DNP CC TT 4 77 c.4044_4045GG>AAc.(4042-4047)CCGGCC>CCAACCp.A1349T

Pat_14 Post-Resistance ACAD11 84129 37 3 132358402 132358402 Missense_Mutation SNP A T 4 309 c.636T>A c.(634-636)AAT>AAA p.N212K

Pat_14 Post-Resistance BFSP2 8419 37 3 133185671 133185671 Splice_Site SNP G A 4 265 c.892_splice c.e5-1 p.Q298_splice

Pat_14 Post-Resistance FAM194A 131831 37 3 150377899 150377899 Missense_Mutation SNP C T 6 479 c.1772G>A c.(1771-1773)GGA>GAA p.G591E

Pat_14 Post-Resistance GFM1 85476 37 3 158408011 158408011 Missense_Mutation SNP C T 7 663 c.1969C>T c.(1969-1971)CCA>TCA p.P657S

Pat_14 Post-Resistance MECOM 2122 37 3 168810866 168810866 Missense_Mutation SNP G A 5 413 c.2480C>T c.(2479-2481)TCT>TTT p.S827F

Pat_14 Post-Resistance ABCC5 10057 37 3 183679394 183679394 Missense_Mutation SNP T C 9 389 c.2284A>G c.(2284-2286)ACG>GCG p.T762A

Pat_14 Post-Resistance ATP13A4 84239 37 3 193174929 193174929 Missense_Mutation SNP C G 4 577 c.1775G>C c.(1774-1776)GGA>GCA p.G592A

Pat_14 Post-Resistance ZNF595 152687 37 4 86680 86680 Missense_Mutation SNP G T 3 88 c.1286G>T c.(1285-1287)TGT>TTT p.C429F

Pat_14 Post-Resistance ZNF518B 85460 37 4 10446454 10446454 Missense_Mutation SNP G A 5 502 c.1499C>T c.(1498-1500)GCT>GTT p.A500V

Pat_14 Post-Resistance SLIT2 9353 37 4 20568984 20568984 Missense_Mutation SNP G A 13 678 c.2825G>A c.(2824-2826)CGA>CAA p.R942Q

Pat_14 Post-Resistance TEC 7006 37 4 48147510 48147510 Nonsense_Mutation SNP G A 7 698 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_14 Post-Resistance SLAIN2 57606 37 4 48384798 48384798 Missense_Mutation SNP G A 20 429 c.1076G>A c.(1075-1077)AGA>AAA p.R359K

Pat_14 Post-Resistance CENPC1 1060 37 4 68374698 68374698 Missense_Mutation SNP T C 3 259 c.1738A>G c.(1738-1740)AGG>GGG p.R580G

Pat_14 Post-Resistance GK2 2712 37 4 80327898 80327898 Missense_Mutation SNP C T 24 486 c.1457G>A c.(1456-1458)CGA>CAA p.R486Q

Pat_14 Post-Resistance PTPN13 5783 37 4 87728980 87728980 Missense_Mutation SNP G A 4 319 c.7013G>A c.(7012-7014)CGA>CAA p.R2338Q

Pat_14 Post-Resistance HSPA4L 22824 37 4 128722393 128722393 Splice_Site SNP G A 4 188 c.529_splice c.e5+1 p.V177_splice

Pat_14 Post-Resistance HSPA4L 22824 37 4 128726356 128726356 Missense_Mutation SNP G A 6 251 c.1114G>A c.(1114-1116)GTT>ATT p.V372I

Pat_14 Post-Resistance OTUD4 54726 37 4 146064530 146064530 Missense_Mutation SNP G A 11 239 c.1475C>T c.(1474-1476)TCT>TTT p.S492F

Pat_14 Post-Resistance SH3D19 152503 37 4 152095993 152095993 Nonsense_Mutation SNP G A 7 810 c.523C>T c.(523-525)CAA>TAA p.Q175*

Pat_14 Post-Resistance SH3D19 152503 37 4 152096238 152096238 Missense_Mutation SNP G A 5 471 c.278C>T c.(277-279)GCG>GTG p.A93V

Pat_14 Post-Resistance FGB 2244 37 4 155487659 155487660 Missense_Mutation DNP GG AA 4 412 c.325_326GG>AA c.(325-327)GGA>AAA p.G109K

Pat_14 Post-Resistance MFAP3L 9848 37 4 170912598 170912598 Nonsense_Mutation SNP G T 8 333 c.1161C>A c.(1159-1161)TAC>TAA p.Y387*

Pat_14 Post-Resistance ENPP6 133121 37 4 185038920 185038920 Missense_Mutation SNP A T 8 566 c.667T>A c.(667-669)TGG>AGG p.W223R

Pat_14 Post-Resistance C5orf22 55322 37 5 31535966 31535966 Missense_Mutation SNP T G 23 445 c.343T>G c.(343-345)TTA>GTA p.L115V

Pat_14 Post-Resistance ADAMTS12 81792 37 5 33561164 33561164 Missense_Mutation SNP A G 6 524 c.4093T>C c.(4093-4095)TGT>CGT p.C1365R

Pat_14 Post-Resistance LMBRD2 92255 37 5 36136535 36136535 Missense_Mutation SNP T G 4 438 c.623A>C c.(622-624)GAA>GCA p.E208A

Pat_14 Post-Resistance C6 729 37 5 41159266 41159266 Missense_Mutation SNP G A 6 362 c.1774C>T c.(1774-1776)CCT>TCT p.P592S

Pat_14 Post-Resistance C5orf39 389289 37 5 43039815 43039815 Missense_Mutation SNP C T 5 476 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_14 Post-Resistance NNT 23530 37 5 43702770 43702770 Missense_Mutation SNP G A 4 286 c.3043G>A c.(3043-3045)GCA>ACA p.A1015T

Pat_14 Post-Resistance MAP3K1 4214 37 5 56170995 56170995 Missense_Mutation SNP G A 4 189 c.1823G>A c.(1822-1824)GGC>GAC p.G608D

Pat_14 Post-Resistance POLK 51426 37 5 74892412 74892412 Missense_Mutation SNP G A 8 709 c.1894G>A c.(1894-1896)GGG>AGG p.G632R

Pat_14 Post-Resistance CMYA5 202333 37 5 79034663 79034663 Missense_Mutation SNP G A 4 262 c.10075G>A c.(10075-10077)GGT>AGT p.G3359S



Pat_14 Post-Resistance PCSK1 5122 37 5 95746650 95746650 Missense_Mutation SNP C T 10 561 c.923G>A c.(922-924)GGA>GAA p.G308E

Pat_14 Post-Resistance GDF9 2661 37 5 132197700 132197700 Missense_Mutation SNP G A 4 161 c.946C>T c.(946-948)CGT>TGT p.R316C

Pat_14 Post-Resistance TRPC7 57113 37 5 135651286 135651286 Missense_Mutation SNP T C 3 160 c.959A>G c.(958-960)AAG>AGG p.K320R

Pat_14 Post-Resistance KDM3B 51780 37 5 137763748 137763749 Missense_Mutation DNP CC TT 10 781 c.4726_4727CC>TTc.(4726-4728)CCC>TTC p.P1576F

Pat_14 Post-Resistance PCDHA12 56137 37 5 140256817 140256817 Missense_Mutation SNP C T 5 377 c.1760C>T c.(1759-1761)GCG>GTG p.A587V

Pat_14 Post-Resistance PCDHAC1 56135 37 5 140308149 140308149 Missense_Mutation SNP C T 8 672 c.1672C>T c.(1672-1674)CCC>TCC p.P558S

Pat_14 Post-Resistance PCDHB7 56129 37 5 140553044 140553044 Missense_Mutation SNP T G 6 275 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_14 Post-Resistance PCDHGA6 56109 37 5 140754614 140754614 Missense_Mutation SNP C T 12 712 c.964C>T c.(964-966)CGG>TGG p.R322W

Pat_14 Post-Resistance LARP1 23367 37 5 154181706 154181706 Missense_Mutation SNP G A 5 507 c.1856G>A c.(1855-1857)CGG>CAG p.R619Q

Pat_14 Post-Resistance FAM71B 153745 37 5 156590333 156590333 Missense_Mutation SNP C T 4 456 c.943G>A c.(943-945)GGA>AGA p.G315R

Pat_14 Post-Resistance CYFIP2 26999 37 5 156752647 156752647 Splice_Site SNP G A 3 114 c.1982_splice c.e19+1 p.E661_splice

Pat_14 Post-Resistance GABRA6 2559 37 5 161113355 161113355 Splice_Site SNP G A 5 482 c.157_splice c.e2+1 p.G53_splice

Pat_14 Post-Resistance GABRG2 2566 37 5 161576150 161576150 Missense_Mutation SNP C A 5 465 c.959C>A c.(958-960)ACC>AAC p.T320N

Pat_14 Post-Resistance ODZ2 57451 37 5 167545386 167545386 Missense_Mutation SNP G A 6 697 c.1903G>A c.(1903-1905)GTG>ATG p.V635M

Pat_14 Post-Resistance CCDC99 54908 37 5 169028328 169028328 Missense_Mutation SNP C T 5 381 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_14 Post-Resistance BNIP1 662 37 5 172581385 172581385 Missense_Mutation SNP G A 4 74 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_14 Post-Resistance AGXT2L2 85007 37 5 177641822 177641822 Nonsense_Mutation SNP C A 5 183 c.1147G>T c.(1147-1149)GAA>TAA p.E383*

Pat_14 Post-Resistance GRM6 2916 37 5 178413942 178413942 Missense_Mutation SNP G A 4 82 c.1397C>T c.(1396-1398)GCG>GTG p.A466V

Pat_14 Post-Resistance DSP 1832 37 6 7542195 7542195 Missense_Mutation SNP G A 3 63 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_14 Post-Resistance KIF13A 63971 37 6 17796976 17796976 Missense_Mutation SNP G A 4 376 c.2866C>T c.(2866-2868)CAC>TAC p.H956Y

Pat_14 Post-Resistance TRIM38 10475 37 6 25973502 25973502 Missense_Mutation SNP G A 4 204 c.863G>A c.(862-864)AGG>AAG p.R288K

Pat_14 Post-Resistance HLA-F 3134 37 6 29694752 29694752 Missense_Mutation SNP C T 5 402 c.1129C>T c.(1129-1131)CGG>TGG p.R377W

Pat_14 Post-Resistance RNF39 80352 37 6 30039106 30039106 Missense_Mutation SNP C T 5 24 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_14 Post-Resistance MDC1 9656 37 6 30670608 30670608 Missense_Mutation SNP G A 4 344 c.5912C>T c.(5911-5913)ACC>ATC p.T1971I

Pat_14 Post-Resistance MDC1 9656 37 6 30673197 30673197 Missense_Mutation SNP A G 5 734 c.3763T>C c.(3763-3765)TCC>CCC p.S1255P

Pat_14 Post-Resistance MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 3 136 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_14 Post-Resistance FKBPL 63943 37 6 32097007 32097007 Missense_Mutation SNP G A 4 289 c.551C>T c.(550-552)CCT>CTT p.P184L

Pat_14 Post-Resistance HLA-DQB1 3119 37 6 32629750 32629750 Missense_Mutation SNP C T 9 332 c.655G>A c.(655-657)GAG>AAG p.E219K

Pat_14 Post-Resistance IP6K3 117283 37 6 33703198 33703198 Missense_Mutation SNP T C 3 190 c.56A>G c.(55-57)GAG>GGG p.E19G

Pat_14 Post-Resistance ZNF318 24149 37 6 43306907 43306907 Nonsense_Mutation SNP G C 4 374 c.4829C>G c.(4828-4830)TCA>TGA p.S1610*

Pat_14 Post-Resistance MRPL14 64928 37 6 44081926 44081926 Missense_Mutation SNP G A 6 635 c.92C>T c.(91-93)GCG>GTG p.A31V

Pat_14 Post-Resistance GCLC 2729 37 6 53387279 53387279 Missense_Mutation SNP C T 4 398 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_14 Post-Resistance GJA10 84694 37 6 90605005 90605005 Missense_Mutation SNP G T 4 230 c.818G>T c.(817-819)TGC>TTC p.C273F

Pat_14 Post-Resistance MCHR2 84539 37 6 100390897 100390897 Missense_Mutation SNP G A 6 499 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_14 Post-Resistance AKD1 221264 37 6 109863293 109863293 Missense_Mutation SNP G A 5 74 c.3307C>T c.(3307-3309)CTT>TTT p.L1103F

Pat_14 Post-Resistance TAAR9 134860 37 6 132859993 132859994 Missense_Mutation DNP GG AA 5 315 c.565_566GG>AA c.(565-567)GGC>AAC p.G189N

Pat_14 Post-Resistance TAAR2 9287 37 6 132939068 132939068 Missense_Mutation SNP C T 4 469 c.277G>A c.(277-279)GGA>AGA p.G93R

Pat_14 Post-Resistance MTHFD1L 25902 37 6 151258007 151258007 Missense_Mutation SNP G A 5 456 c.1324G>A c.(1324-1326)GCA>ACA p.A442T

Pat_14 Post-Resistance SYNE1 23345 37 6 152644827 152644827 Missense_Mutation SNP G A 10 224 c.15703C>T c.(15703-15705)CCT>TCT p.P5235S

Pat_14 Post-Resistance LPA 4018 37 6 160998262 160998262 Missense_Mutation SNP T G 5 552 c.4537A>C c.(4537-4539)ATA>CTA p.I1513L

Pat_14 Post-Resistance PLG 5340 37 6 161139864 161139864 Missense_Mutation SNP C T 5 163 c.1090C>T c.(1090-1092)CCC>TCC p.P364S

Pat_14 Post-Resistance MICALL2 79778 37 7 1488316 1488316 Missense_Mutation SNP G A 4 425 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_14 Post-Resistance MAD1L1 8379 37 7 2255527 2255527 Missense_Mutation SNP T C 3 374 c.917A>G c.(916-918)GAG>GGG p.E306G

Pat_14 Post-Resistance FOXK1 221937 37 7 4794206 4794206 Missense_Mutation SNP C T 6 129 c.863C>T c.(862-864)TCG>TTG p.S288L

Pat_14 Post-Resistance SLC29A4 222962 37 7 5336750 5336750 Missense_Mutation SNP G A 4 170 c.803G>A c.(802-804)AGC>AAC p.S268N

Pat_14 Post-Resistance TBX20 57057 37 7 35242077 35242077 Missense_Mutation SNP G A 3 51 c.1309C>T c.(1309-1311)CGC>TGC p.R437C

Pat_14 Post-Resistance ABCA13 154664 37 7 48528941 48528941 Missense_Mutation SNP G A 3 91 c.13291G>A c.(13291-13293)GGA>AGA p.G4431R



Pat_14 Post-Resistance NCF1 653361 37 7 74203043 74203043 Missense_Mutation SNP C G 14 17 c.1046C>G c.(1045-1047)CCG>CGG p.P349R

Pat_14 Post-Resistance SEMA3E 9723 37 7 83029517 83029517 Missense_Mutation SNP G A 33 575 c.1193C>T c.(1192-1194)CCT>CTT p.P398L

Pat_14 Post-Resistance SHFM1 7979 37 7 96303133 96303133 Missense_Mutation SNP G A 6 284 c.209C>T c.(208-210)CCG>CTG p.P70L

Pat_14 Post-Resistance MEPCE 56257 37 7 100028939 100028939 Missense_Mutation SNP G A 5 179 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_14 Post-Resistance SERPINE1 5054 37 7 100775236 100775236 Missense_Mutation SNP G A 6 666 c.586G>A c.(586-588)GGC>AGC p.G196S

Pat_14 Post-Resistance MYL10 93408 37 7 101256984 101256984 Missense_Mutation SNP T G 5 252 c.540A>C c.(538-540)AAA>AAC p.K180N

Pat_14 Post-Resistance LAMB1 3912 37 7 107594047 107594047 Missense_Mutation SNP G A 4 449 c.3007C>T c.(3007-3009)CAC>TAC p.H1003Y

Pat_14 Post-Resistance SLC13A1 6561 37 7 122811882 122811882 Nonsense_Mutation SNP C T 18 505 c.305G>A c.(304-306)TGG>TAG p.W102*

Pat_14 Post-Resistance IQUB 154865 37 7 123097521 123097521 Missense_Mutation SNP T C 22 778 c.2107A>G c.(2107-2109)AAA>GAA p.K703E

Pat_14 Post-Resistance IMPDH1 3614 37 7 128040908 128040908 Missense_Mutation SNP G A 5 474 c.287C>T c.(286-288)ACC>ATC p.T96I

Pat_14 Post-Resistance ZYX 7791 37 7 143087029 143087029 Missense_Mutation SNP G A 5 447 c.1573G>A c.(1573-1575)GCC>ACC p.A525T

Pat_14 Post-Resistance SSPO 23145 37 7 149492654 149492654 Missense_Mutation SNP C T 4 228 c.6434C>T c.(6433-6435)TCC>TTC p.S2145F

Pat_14 Post-Resistance KCNH2 3757 37 7 150654525 150654525 Missense_Mutation SNP G A 4 164 c.982C>T c.(982-984)CGC>TGC p.R328C

Pat_14 Post-Resistance ARHGEF10 9639 37 8 1876747 1876747 Missense_Mutation SNP C T 4 284 c.2852C>T c.(2851-2853)CCG>CTG p.P951L

Pat_14 Post-Resistance USP17L2 377630 37 8 11996169 11996169 Missense_Mutation SNP C T 5 246 c.101G>A c.(100-102)CGG>CAG p.R34Q

Pat_14 Post-Resistance MYST3 7994 37 8 41790228 41790228 Missense_Mutation SNP A G 5 271 c.5510T>C c.(5509-5511)ATT>ACT p.I1837T

Pat_14 Post-Resistance VDAC3 7419 37 8 42260935 42260935 Missense_Mutation SNP G T 5 414 c.658G>T c.(658-660)GGC>TGC p.G220C

Pat_14 Post-Resistance CHRNB3 1142 37 8 42563922 42563922 Missense_Mutation SNP G A 11 355 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_14 Post-Resistance POTEA 340441 37 8 43152432 43152432 Missense_Mutation SNP G A 5 487 c.418G>A c.(418-420)GTA>ATA p.V140I

Pat_14 Post-Resistance SNTG1 54212 37 8 51314853 51314853 Missense_Mutation SNP G A 45 453 c.111G>A c.(109-111)ATG>ATA p.M37I

Pat_14 Post-Resistance SOX17 64321 37 8 55370914 55370914 Missense_Mutation SNP G T 4 120 c.216G>T c.(214-216)ATG>ATT p.M72I

Pat_14 Post-Resistance CSMD3 114788 37 8 113649069 113649069 Missense_Mutation SNP C T 4 368 c.3692G>A c.(3691-3693)AGT>AAT p.S1231N

Pat_14 Post-Resistance ZFAT 57623 37 8 135612684 135612684 Missense_Mutation SNP C T 6 520 c.2470G>A c.(2470-2472)GCA>ACA p.A824T

Pat_14 Post-Resistance ZFAT 57623 37 8 135622838 135622838 Missense_Mutation SNP G A 4 299 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_14 Post-Resistance CYP11B1 1584 37 8 143958489 143958489 Missense_Mutation SNP C T 3 60 c.545G>A c.(544-546)GGG>GAG p.G182E

Pat_14 Post-Resistance KIAA1432 57589 37 9 5763645 5763645 Missense_Mutation SNP C T 4 390 c.2381C>T c.(2380-2382)GCT>GTT p.A794V

Pat_14 Post-Resistance RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 6 330 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_14 Post-Resistance KIAA1797 54914 37 9 20874719 20874719 Missense_Mutation SNP G A 5 475 c.2230G>A c.(2230-2232)GAT>AAT p.D744N

Pat_14 Post-Resistance LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C T 13 110 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_14 Post-Resistance TMC1 117531 37 9 75309467 75309467 Missense_Mutation SNP G A 4 171 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_14 Post-Resistance GNA14 9630 37 9 80043941 80043941 Missense_Mutation SNP A G 9 749 c.605T>C c.(604-606)GTT>GCT p.V202A

Pat_14 Post-Resistance NTRK2 4915 37 9 87359971 87359971 Missense_Mutation SNP G A 6 348 c.1279G>A c.(1279-1281)GGT>AGT p.G427S

Pat_14 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 118 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_14 Post-Resistance ZNF462 58499 37 9 109746481 109746481 Missense_Mutation SNP C T 7 460 c.6847C>T c.(6847-6849)CCC>TCC p.P2283S

Pat_14 Post-Resistance SLC31A1 1317 37 9 116022686 116022686 Missense_Mutation SNP G A 6 579 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_14 Post-Resistance COL27A1 85301 37 9 116930718 116930718 Missense_Mutation SNP G A 4 125 c.883G>A c.(883-885)GCC>ACC p.A295T

Pat_14 Post-Resistance TNC 3371 37 9 117826314 117826314 Missense_Mutation SNP G A 11 685 c.3521C>T c.(3520-3522)GCC>GTC p.A1174V

Pat_14 Post-Resistance ASTN2 23245 37 9 120053778 120053778 Missense_Mutation SNP C T 5 178 c.457G>A c.(457-459)GCG>ACG p.A153T

Pat_14 Post-Resistance SETX 23064 37 9 135203113 135203113 Missense_Mutation SNP T C 3 410 c.3872A>G c.(3871-3873)AAG>AGG p.K1291R

Pat_14 Post-Resistance TMEM8C 389827 37 9 136389862 136389862 Missense_Mutation SNP C A 4 185 c.105G>T c.(103-105)ATG>ATT p.M35I

Pat_14 Post-Resistance NOTCH1 4851 37 9 139411819 139411819 Missense_Mutation SNP C T 3 55 c.1460G>A c.(1459-1461)TGC>TAC p.C487Y

Pat_14 Post-Resistance GRIN1 2902 37 9 140055804 140055804 Missense_Mutation SNP G A 4 222 c.1403G>A c.(1402-1404)CGG>CAG p.R468Q

Pat_14 Post-Resistance EHMT1 79813 37 9 140611486 140611486 Missense_Mutation SNP C T 5 193 c.494C>T c.(493-495)CCA>CTA p.P165L

Pat_14 Post-Resistance PIR 8544 37 X 15474002 15474002 Missense_Mutation SNP G A 6 526 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_14 Post-Resistance IL1RAPL1 11141 37 X 29414442 29414442 Missense_Mutation SNP T C 3 278 c.430T>C c.(430-432)TAT>CAT p.Y144H

Pat_14 Post-Resistance TAB3 257397 37 X 30872463 30872463 Missense_Mutation SNP G A 4 415 c.1319C>T c.(1318-1320)ACT>ATT p.T440I

Pat_14 Post-Resistance DMD 1756 37 X 32583858 32583858 Nonsense_Mutation SNP C T 6 715 c.1953G>A c.(1951-1953)TGG>TGA p.W651*



Pat_14 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 9 408 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_14 Post-Resistance RBM10 8241 37 X 47030588 47030588 Missense_Mutation SNP G T 3 82 c.363G>T c.(361-363)GAG>GAT p.E121D

Pat_14 Post-Resistance WDR13 64743 37 X 48460495 48460495 Missense_Mutation SNP G A 4 166 c.1055G>A c.(1054-1056)AGC>AAC p.S352N

Pat_14 Post-Resistance TEX11 56159 37 X 69849510 69849510 Missense_Mutation SNP C T 6 407 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_14 Post-Resistance KIAA2022 340533 37 X 73963437 73963438 Missense_Mutation DNP CC TT 5 590 c.954_955GG>AAc.(952-957)CAGGAC>CAAAAC p.D319N

Pat_14 Post-Resistance ATP7A 538 37 X 77258680 77258680 Missense_Mutation SNP G A 8 790 c.1654G>A c.(1654-1656)GGA>AGA p.G552R

Pat_14 Post-Resistance ARL13A 392509 37 X 100240658 100240658 Missense_Mutation SNP C T 4 339 c.133C>T c.(133-135)CTT>TTT p.L45F

Pat_14 Post-Resistance DRP2 1821 37 X 100500047 100500047 Missense_Mutation SNP A G 6 644 c.1096A>G c.(1096-1098)AAA>GAA p.K366E

Pat_14 Post-Resistance MORC4 79710 37 X 106185282 106185282 Missense_Mutation SNP G A 4 397 c.2546C>T c.(2545-2547)ACC>ATC p.T849I

Pat_14 Post-Resistance IRS4 8471 37 X 107976582 107976582 Missense_Mutation SNP G A 5 407 c.2993C>T c.(2992-2994)CCT>CTT p.P998L

Pat_14 Post-Resistance DCX 1641 37 X 110576315 110576315 Missense_Mutation SNP G A 5 203 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_14 Post-Resistance TRPC5 7224 37 X 111090573 111090573 Missense_Mutation SNP G A 6 515 c.1469C>T c.(1468-1470)TCG>TTG p.S490L

Pat_14 Post-Resistance RPL39 6170 37 X 118923908 118923908 Missense_Mutation SNP G A 14 455 c.70C>T c.(70-72)CCC>TCC p.P24S

Pat_14 Post-Resistance DDX26B 203522 37 X 134654864 134654864 Translation_Start_Site SNP G A 4 378 c.-53G>A c.(-55--51)CAGTG>CAATG

Pat_14 Post-Resistance MAP7D3 79649 37 X 135314011 135314011 Missense_Mutation SNP G A 5 442 c.1105C>T c.(1105-1107)CTC>TTC p.L369F

Pat_14 Post-Resistance MAGEA11 4110 37 X 148797987 148797987 Missense_Mutation SNP G A 5 453 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_14 Post-Resistance MTMR1 8776 37 X 149912863 149912863 Missense_Mutation SNP G A 9 704 c.1480G>A c.(1480-1482)GAT>AAT p.D494N

Pat_14 Post-Resistance TMEM187 8269 37 X 153248187 153248187 Missense_Mutation SNP G A 5 255 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_14 Post-Resistance MPP1 4354 37 X 154014640 154014640 Missense_Mutation SNP T A 10 845 c.516A>T c.(514-516)AAA>AAT p.K172N

Pat_14 Post-Resistance TMLHE 55217 37 X 154741371 154741371 Missense_Mutation SNP G A 6 635 c.721C>T c.(721-723)CGG>TGG p.R241W

Pat_15 Pre-Treatment PLEKHG5 57449 37 1 6528263 6528263 Missense_Mutation SNP G A 18 14 c.2801C>T c.(2800-2802)TCC>TTC p.S934F

Pat_15 Pre-Treatment PRAMEF4 400735 37 1 12943025 12943025 Missense_Mutation SNP C T 25 30 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_15 Pre-Treatment ATP13A2 23400 37 1 17332247 17332247 Missense_Mutation SNP G A 10 11 c.37C>T c.(37-39)CCC>TCC p.P13S

Pat_15 Pre-Treatment KLHDC7A 127707 37 1 18809751 18809751 Missense_Mutation SNP C T 70 78 c.2276C>T c.(2275-2277)ACC>ATC p.T759I

Pat_15 Pre-Treatment SYTL1 84958 37 1 27673988 27673988 Nonsense_Mutation SNP C T 23 41 c.268C>T c.(268-270)CAG>TAG p.Q90*

Pat_15 Pre-Treatment TESK2 10420 37 1 45813599 45813599 Missense_Mutation SNP G A 49 57 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_15 Pre-Treatment PODN 127435 37 1 53544264 53544264 Missense_Mutation SNP T C 17 21 c.1226T>C c.(1225-1227)TTG>TCG p.L409S

Pat_15 Pre-Treatment ELTD1 64123 37 1 79412055 79412055 Missense_Mutation SNP T G 12 1 c.229A>C c.(229-231)AAC>CAC p.N77H

Pat_15 Pre-Treatment CLCA4 22802 37 1 87031683 87031683 Missense_Mutation SNP G A 36 1 c.934G>A c.(934-936)GAT>AAT p.D312N

Pat_15 Pre-Treatment ACP6 51205 37 1 147131860 147131860 Missense_Mutation SNP G A 14 20 c.250C>T c.(250-252)CCA>TCA p.P84S

Pat_15 Pre-Treatment NBPF16 728936 37 1 148754841 148754841 Missense_Mutation SNP C G 3 28 c.1497C>G c.(1495-1497)AGC>AGG p.S499R

Pat_15 Pre-Treatment CD1E 913 37 1 158325309 158325309 Missense_Mutation SNP G A 5 12 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_15 Pre-Treatment OR10Z1 128368 37 1 158576814 158576814 Missense_Mutation SNP G A 41 41 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_15 Pre-Treatment DNM3 26052 37 1 172017826 172017826 Missense_Mutation SNP C T 31 42 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_15 Pre-Treatment SLC9A11 284525 37 1 173552668 173552668 Missense_Mutation SNP C T 16 21 c.617G>A c.(616-618)AGA>AAA p.R206K

Pat_15 Pre-Treatment ASTN1 460 37 1 176992682 176992683 Missense_Mutation DNP CC TT 10 18 c.1295_1296GG>AAc.(1294-1296)GGG>GAA p.G432E

Pat_15 Pre-Treatment CFHR3 10878 37 1 196748941 196748941 Missense_Mutation SNP C T 2 2 c.268C>T c.(268-270)CCT>TCT p.P90S

Pat_15 Pre-Treatment CFHR5 81494 37 1 196953100 196953100 Missense_Mutation SNP C T 14 11 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_15 Pre-Treatment F13B 2165 37 1 197026464 197026464 Missense_Mutation SNP C T 27 50 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_15 Pre-Treatment HEATR1 55127 37 1 236730082 236730082 Missense_Mutation SNP G A 28 39 c.4172C>T c.(4171-4173)CCG>CTG p.P1391L

Pat_15 Pre-Treatment FAM171A1 221061 37 10 15296773 15296773 Missense_Mutation SNP G A 15 1 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_15 Pre-Treatment C10orf72 196740 37 10 50227768 50227768 Missense_Mutation SNP G A 11 0 c.890C>T c.(889-891)CCC>CTC p.P297L

Pat_15 Pre-Treatment C10orf71 118461 37 10 50532304 50532304 Missense_Mutation SNP C T 10 1 c.1714C>T c.(1714-1716)CCC>TCC p.P572S

Pat_15 Pre-Treatment CPEB3 22849 37 10 93902788 93902788 Missense_Mutation SNP T C 33 0 c.1451A>G c.(1450-1452)AAA>AGA p.K484R

Pat_15 Pre-Treatment HELLS 3070 37 10 96361363 96361363 Missense_Mutation SNP C T 4 2 c.2501C>T c.(2500-2502)CCT>CTT p.P834L

Pat_15 Pre-Treatment CYP2C18 1562 37 10 96448031 96448031 Missense_Mutation SNP G A 26 3 c.481G>A c.(481-483)GCC>ACC p.A161T

Pat_15 Pre-Treatment CYP2C18 1562 37 10 96454828 96454828 Nonsense_Mutation SNP G A 3 0 c.636G>A c.(634-636)TGG>TGA p.W212*



Pat_15 Pre-Treatment CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 10 1 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_15 Pre-Treatment C10orf62 414157 37 10 99349869 99349869 Missense_Mutation SNP C T 34 2 c.215C>T c.(214-216)ACG>ATG p.T72M

Pat_15 Pre-Treatment NRAP 4892 37 10 115388776 115388776 Missense_Mutation SNP T C 39 0 c.2045A>G c.(2044-2046)CAG>CGG p.Q682R

Pat_15 Pre-Treatment OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 24 0 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_15 Pre-Treatment ZNF215 7762 37 11 6976921 6976921 Missense_Mutation SNP A G 2 17 c.713A>G c.(712-714)GAC>GGC p.D238G

Pat_15 Pre-Treatment PTH 5741 37 11 13514049 13514049 Missense_Mutation SNP T A 15 1 c.251A>T c.(250-252)AAA>ATA p.K84I

Pat_15 Pre-Treatment AGBL2 79841 37 11 47698946 47698946 Missense_Mutation SNP T G 13 0 c.2024A>C c.(2023-2025)CAG>CCG p.Q675P

Pat_15 Pre-Treatment OR5L2 26338 37 11 55595616 55595616 Missense_Mutation SNP A C 8 3 c.922A>C c.(922-924)AAA>CAA p.K308Q

Pat_15 Pre-Treatment OR8H3 390152 37 11 55889999 55889999 Missense_Mutation SNP C T 71 8 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_15 Pre-Treatment OR5T3 390154 37 11 56019973 56019973 Missense_Mutation SNP G A 20 0 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_15 Pre-Treatment OR9G9 504191 37 11 56467892 56467892 Missense_Mutation SNP A G 15 32 c.29A>G c.(28-30)GAG>GGG p.E10G

Pat_15 Pre-Treatment DTX4 23220 37 11 58949848 58949848 Missense_Mutation SNP A G 4 1 c.848A>G c.(847-849)AAG>AGG p.K283R

Pat_15 Pre-Treatment ARAP1 116985 37 11 72421519 72421519 Missense_Mutation SNP G A 26 43 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_15 Pre-Treatment TMEM126B 55863 37 11 85347238 85347238 Missense_Mutation SNP G A 6 0 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_15 Pre-Treatment KDM4DL 390245 37 11 94759611 94759611 Nonsense_Mutation SNP G A 14 0 c.890G>A c.(889-891)TGG>TAG p.W297*

Pat_15 Pre-Treatment CNTN5 53942 37 11 100095458 100095458 Missense_Mutation SNP T G 21 0 c.1919T>G c.(1918-1920)ATC>AGC p.I640S

Pat_15 Pre-Treatment PGR 5241 37 11 100962501 100962501 Missense_Mutation SNP C T 20 0 c.1896G>A c.(1894-1896)ATG>ATA p.M632I

Pat_15 Pre-Treatment GUCY1A2 2977 37 11 106810341 106810341 Nonsense_Mutation SNP G A 14 0 c.1051C>T c.(1051-1053)CGA>TGA p.R351*

Pat_15 Pre-Treatment AQP2 359 37 12 50344822 50344822 Missense_Mutation SNP C T 29 2 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_15 Pre-Treatment KRT75 9119 37 12 52825810 52825810 Missense_Mutation SNP C T 32 26 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_15 Pre-Treatment STAB2 55576 37 12 104063395 104063395 Missense_Mutation SNP G A 23 21 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_15 Pre-Treatment UNC119B 84747 37 12 121157744 121157744 Missense_Mutation SNP C T 41 35 c.665C>T c.(664-666)CCT>CTT p.P222L

Pat_15 Pre-Treatment DNAH10 196385 37 12 124402294 124402295 Missense_Mutation DNP GG AA 2 0 c.10812_10813GG>AAc.(10810-10815)ACGGGG>ACAAGGp.G3605R

Pat_15 Pre-Treatment SLITRK1 114798 37 13 84453751 84453751 Missense_Mutation SNP G A 24 0 c.1892C>T c.(1891-1893)TCC>TTC p.S631F

Pat_15 Pre-Treatment DOCK9 23348 37 13 99478165 99478165 Missense_Mutation SNP G A 7 1 c.4987C>T c.(4987-4989)CCC>TCC p.P1663S

Pat_15 Pre-Treatment POTEG 404785 37 14 19553522 19553522 Missense_Mutation SNP A G 11 112 c.106A>G c.(106-108)AGG>GGG p.R36G

Pat_15 Pre-Treatment SEL1L 6400 37 14 82000079 82000079 Missense_Mutation SNP G A 22 0 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_15 Pre-Treatment SLC24A4 123041 37 14 92953088 92953088 Missense_Mutation SNP C T 46 0 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_15 Pre-Treatment KIAA1409 57578 37 14 93994911 93994911 Missense_Mutation SNP T G 28 3 c.440T>G c.(439-441)ATA>AGA p.I147R

Pat_15 Pre-Treatment MAP2K1 5604 37 15 66729163 66729163 Missense_Mutation SNP C T 60 42 c.371C>T c.(370-372)CCG>CTG p.P124L

Pat_15 Pre-Treatment GRAMD2 196996 37 15 72456010 72456010 Missense_Mutation SNP G A 21 11 c.689C>T c.(688-690)CCA>CTA p.P230L

Pat_15 Pre-Treatment C15orf39 56905 37 15 75500784 75500784 Missense_Mutation SNP C T 7 11 c.2395C>T c.(2395-2397)CCC>TCC p.P799S

Pat_15 Pre-Treatment ACSBG1 23205 37 15 78466162 78466162 Missense_Mutation SNP G T 33 19 c.1862C>A c.(1861-1863)ACC>AAC p.T621N

Pat_15 Pre-Treatment SLCO3A1 28232 37 15 92397255 92397255 Missense_Mutation SNP C G 2 24 c.117C>G c.(115-117)ATC>ATG p.I39M

Pat_15 Pre-Treatment BTBD12 84464 37 16 3640521 3640521 Missense_Mutation SNP G A 37 41 c.3118C>T c.(3118-3120)CCC>TCC p.P1040S

Pat_15 Pre-Treatment MGRN1 23295 37 16 4731705 4731705 Missense_Mutation SNP C T 26 36 c.1286C>T c.(1285-1287)CCC>CTC p.P429L

Pat_15 Pre-Treatment COG7 91949 37 16 23409399 23409399 Missense_Mutation SNP A C 21 41 c.1855T>G c.(1855-1857)TTT>GTT p.F619V

Pat_15 Pre-Treatment HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 7 12 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_15 Pre-Treatment NOD2 64127 37 16 50733452 50733452 Missense_Mutation SNP G A 88 97 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_15 Pre-Treatment CES7 221223 37 16 55907781 55907781 Nonsense_Mutation SNP C T 20 20 c.242G>A c.(241-243)TGG>TAG p.W81*

Pat_15 Pre-Treatment TXNL4B 54957 37 16 72120568 72120568 Missense_Mutation SNP G A 29 40 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_15 Pre-Treatment CLEC18B 497190 37 16 74447009 74447009 Missense_Mutation SNP C T 23 38 c.602G>A c.(601-603)GGT>GAT p.G201D

Pat_15 Pre-Treatment TRAPPC2L 51693 37 16 88925060 88925060 Missense_Mutation SNP G A 122 137 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_15 Pre-Treatment ANKRD11 29123 37 16 89351925 89351925 Missense_Mutation SNP G A 40 46 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_15 Pre-Treatment OR3A2 4995 37 17 3181572 3181572 Missense_Mutation SNP A T 17 0 c.658T>A c.(658-660)TTG>ATG p.L220M

Pat_15 Pre-Treatment TP53 7157 37 17 7574003 7574003 Nonsense_Mutation SNP G A 28 0 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_15 Pre-Treatment NCOR1 9611 37 17 15938172 15938172 Missense_Mutation SNP C T 32 1 c.7042G>A c.(7042-7044)GAA>AAA p.E2348K



Pat_15 Pre-Treatment SLFN13 146857 37 17 33768288 33768288 Missense_Mutation SNP G A 52 37 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_15 Pre-Treatment GAS2L2 246176 37 17 34072788 34072788 Nonsense_Mutation SNP C T 30 12 c.1728G>A c.(1726-1728)TGG>TGA p.W576*

Pat_15 Pre-Treatment KRT222 125113 37 17 38816377 38816378 Missense_Mutation DNP CC TG 32 26 c.307_308GG>CA c.(307-309)GGA>CAA p.G103Q

Pat_15 Pre-Treatment TTLL6 284076 37 17 46846574 46846574 Missense_Mutation SNP C T 24 61 c.2453G>A c.(2452-2454)AGC>AAC p.S818N

Pat_15 Pre-Treatment B4GALNT2 124872 37 17 47210448 47210448 Missense_Mutation SNP G A 8 9 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_15 Pre-Treatment ANKFN1 162282 37 17 54520276 54520276 Missense_Mutation SNP G A 38 14 c.1090G>A c.(1090-1092)GCA>ACA p.A364T

Pat_15 Pre-Treatment KCNH6 81033 37 17 61621705 61621705 Missense_Mutation SNP G A 9 22 c.2437G>A c.(2437-2439)GAA>AAA p.E813K

Pat_15 Pre-Treatment SCN4A 6329 37 17 62018276 62018276 Missense_Mutation SNP G A 8 13 c.5366C>T c.(5365-5367)TCG>TTG p.S1789L

Pat_15 Pre-Treatment KCNJ16 3773 37 17 68128770 68128770 Missense_Mutation SNP C T 11 48 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_15 Pre-Treatment CD300C 10871 37 17 72540900 72540900 Missense_Mutation SNP G A 17 69 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_15 Pre-Treatment MGAT5B 146664 37 17 74936524 74936524 Missense_Mutation SNP C T 32 66 c.1652C>T c.(1651-1653)CCC>CTC p.P551L

Pat_15 Pre-Treatment NPTX1 4884 37 17 78444806 78444806 Missense_Mutation SNP G A 9 33 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_15 Pre-Treatment DSC1 1823 37 18 28720185 28720185 Missense_Mutation SNP C G 32 33 c.1340G>C c.(1339-1341)AGC>ACC p.S447T

Pat_15 Pre-Treatment DSG1 1828 37 18 28934588 28934588 Missense_Mutation SNP C T 68 59 c.2429C>T c.(2428-2430)TCT>TTT p.S810F

Pat_15 Pre-Treatment RNF165 494470 37 18 44036562 44036562 Missense_Mutation SNP G A 40 53 c.1004G>A c.(1003-1005)CGA>CAA p.R335Q

Pat_15 Pre-Treatment SERPINB11 89778 37 18 61377533 61377533 Missense_Mutation SNP C T 10 13 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_15 Pre-Treatment MIER2 54531 37 19 334444 334444 Missense_Mutation SNP G A 31 54 c.199C>T c.(199-201)CCA>TCA p.P67S

Pat_15 Pre-Treatment MADCAM1 8174 37 19 501699 501699 Missense_Mutation SNP C T 31 18 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_15 Pre-Treatment C3 718 37 19 6686166 6686166 Missense_Mutation SNP C T 42 87 c.3779G>A c.(3778-3780)AGA>AAA p.R1260K

Pat_15 Pre-Treatment VAV1 7409 37 19 6828459 6828459 Missense_Mutation SNP G A 24 16 c.1053G>A c.(1051-1053)ATG>ATA p.M351I

Pat_15 Pre-Treatment FBN3 84467 37 19 8155007 8155007 Missense_Mutation SNP C T 11 11 c.6160G>A c.(6160-6162)GAA>AAA p.E2054K

Pat_15 Pre-Treatment MUC16 94025 37 19 9068553 9068553 Missense_Mutation SNP G A 16 85 c.18893C>T c.(18892-18894)TCT>TTT p.S6298F

Pat_15 Pre-Treatment MUC16 94025 37 19 9085237 9085237 Missense_Mutation SNP G A 9 8 c.6578C>T c.(6577-6579)TCC>TTC p.S2193F

Pat_15 Pre-Treatment MUC16 94025 37 19 9089503 9089503 Missense_Mutation SNP G A 51 26 c.2312C>T c.(2311-2313)TCC>TTC p.S771F

Pat_15 Pre-Treatment ZNF560 147741 37 19 9578116 9578116 Missense_Mutation SNP G A 6 18 c.1507C>T c.(1507-1509)CTT>TTT p.L503F

Pat_15 Pre-Treatment ZNF302 55900 37 19 35175919 35175919 Missense_Mutation SNP C T 7 12 c.1109C>T c.(1108-1110)TCG>TTG p.S370L

Pat_15 Pre-Treatment LIG1 3978 37 19 48660312 48660312 Missense_Mutation SNP G A 34 102 c.329C>T c.(328-330)CCC>CTC p.P110L

Pat_15 Pre-Treatment MYH14 79784 37 19 50789874 50789874 Missense_Mutation SNP G A 4 2 c.4552G>A c.(4552-4554)GAG>AAG p.E1518K

Pat_15 Pre-Treatment KLK5 25818 37 19 51453324 51453324 Missense_Mutation SNP G A 13 10 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_15 Pre-Treatment ZNF761 388561 37 19 53959722 53959722 Missense_Mutation SNP G A 10 41 c.1961G>A c.(1960-1962)AGA>AAA p.R654K

Pat_15 Pre-Treatment ZNF470 388566 37 19 57089054 57089054 Missense_Mutation SNP T A 20 15 c.1257T>A c.(1255-1257)CAT>CAA p.H419Q

Pat_15 Pre-Treatment PEG3 5178 37 19 57335821 57335821 Missense_Mutation SNP C T 36 24 c.203G>A c.(202-204)CGA>CAA p.R68Q

Pat_15 Pre-Treatment ZNF749 388567 37 19 57956341 57956341 Nonsense_Mutation SNP G T 11 27 c.1825G>T c.(1825-1827)GAA>TAA p.E609*

Pat_15 Pre-Treatment ZNF549 256051 37 19 58050291 58050291 Missense_Mutation SNP C T 18 34 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_15 Pre-Treatment MSGN1 343930 37 2 17998224 17998224 Missense_Mutation SNP C T 16 314 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_15 Pre-Treatment TMEM17 200728 37 2 62728427 62728427 Missense_Mutation SNP G A 41 25 c.514C>T c.(514-516)CGT>TGT p.R172C

Pat_15 Pre-Treatment LOXL3 84695 37 2 74761292 74761292 Missense_Mutation SNP G A 3 53 c.2011C>T c.(2011-2013)CGG>TGG p.R671W

Pat_15 Pre-Treatment IL1A 3552 37 2 113539322 113539322 Missense_Mutation SNP A T 34 21 c.178T>A c.(178-180)TCT>ACT p.S60T

Pat_15 Pre-Treatment THSD7B 80731 37 2 137814051 137814051 Nonsense_Mutation SNP G A 15 34 c.108G>A c.(106-108)TGG>TGA p.W36*

Pat_15 Pre-Treatment SCN1A 6323 37 2 166872167 166872167 Missense_Mutation SNP G A 19 38 c.3467C>T c.(3466-3468)CCC>CTC p.P1156L

Pat_15 Pre-Treatment LRP2 4036 37 2 170092425 170092425 Missense_Mutation SNP C T 35 15 c.4845G>A c.(4843-4845)ATG>ATA p.M1615I

Pat_15 Pre-Treatment SP3 6670 37 2 174819867 174819867 Missense_Mutation SNP G A 19 20 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_15 Pre-Treatment OSBPL6 114880 37 2 179236922 179236922 Nonsense_Mutation SNP C T 24 18 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_15 Pre-Treatment TTN 7273 37 2 179472244 179472244 Missense_Mutation SNP C T 60 146 c.45467G>A c.(45466-45468)GGA>GAA p.G15156E

Pat_15 Pre-Treatment TTN 7273 37 2 179611961 179611961 Missense_Mutation SNP C T 4 21 c.15166G>A c.(15166-15168)GGG>AGG p.G5056R

Pat_15 Pre-Treatment DNAH7 56171 37 2 196834754 196834754 Missense_Mutation SNP G A 17 18 c.2123C>T c.(2122-2124)TCA>TTA p.S708L

Pat_15 Pre-Treatment ORC2L 4999 37 2 201785036 201785036 Missense_Mutation SNP A C 18 11 c.1375T>G c.(1375-1377)TCC>GCC p.S459A



Pat_15 Pre-Treatment PARD3B 117583 37 2 206165386 206165386 Missense_Mutation SNP G A 15 49 c.2318G>A c.(2317-2319)CGA>CAA p.R773Q

Pat_15 Pre-Treatment ABCB6 10058 37 2 220078321 220078322 Missense_Mutation DNP GT AG 20 14 c.1645_1646AC>CTc.(1645-1647)ACC>CTC p.T549L

Pat_15 Pre-Treatment UGT1A8 54576 37 2 234527050 234527050 Missense_Mutation SNP G A 62 186 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_15 Pre-Treatment ANGPT4 51378 37 20 896818 896818 Missense_Mutation SNP G A 17 42 c.40C>T c.(40-42)CTT>TTT p.L14F

Pat_15 Pre-Treatment PROKR2 128674 37 20 5294778 5294778 Missense_Mutation SNP G A 44 33 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_15 Pre-Treatment ISM1 140862 37 20 13273020 13273020 Splice_Site SNP G A 8 10 c.788_splice c.e5-1 p.G263_splice

Pat_15 Pre-Treatment SEL1L2 80343 37 20 13867031 13867031 Missense_Mutation SNP T A 14 29 c.803A>T c.(802-804)GAA>GTA p.E268V

Pat_15 Pre-Treatment DEFB123 245936 37 20 30037844 30037844 Missense_Mutation SNP G A 61 70 c.71G>A c.(70-72)AGA>AAA p.R24K

Pat_15 Pre-Treatment EPB41L1 2036 37 20 34785884 34785884 Missense_Mutation SNP G A 44 47 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q

Pat_15 Pre-Treatment SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 58 75 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_15 Pre-Treatment NCAM2 4685 37 21 22664426 22664426 Missense_Mutation SNP C T 19 21 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_15 Pre-Treatment RCAN1 1827 37 21 35893880 35893880 Missense_Mutation SNP G A 12 10 c.503C>T c.(502-504)CCG>CTG p.P168L

Pat_15 Pre-Treatment CLDN14 23562 37 21 37833465 37833465 Missense_Mutation SNP C T 23 30 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_15 Pre-Treatment TMPRSS3 64699 37 21 43795974 43795974 Missense_Mutation SNP C T 25 103 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_15 Pre-Treatment SEZ6L 23544 37 22 26761419 26761419 Missense_Mutation SNP G A 14 17 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_15 Pre-Treatment TRIOBP 11078 37 22 38121864 38121864 Missense_Mutation SNP C T 142 64 c.3301C>T c.(3301-3303)CCC>TCC p.P1101S

Pat_15 Pre-Treatment MGAT3 4248 37 22 39884748 39884748 Missense_Mutation SNP G A 9 17 c.1396G>A c.(1396-1398)GAC>AAC p.D466N

Pat_15 Pre-Treatment MOV10L1 54456 37 22 50563983 50563983 Missense_Mutation SNP C T 22 15 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_15 Pre-Treatment EOMES 8320 37 3 27761764 27761764 Missense_Mutation SNP G A 62 108 c.934C>T c.(934-936)CAC>TAC p.H312Y

Pat_15 Pre-Treatment SCN5A 6331 37 3 38651383 38651383 Missense_Mutation SNP A G 20 41 c.776T>C c.(775-777)TTC>TCC p.F259S

Pat_15 Pre-Treatment SCN10A 6336 37 3 38833541 38833541 Missense_Mutation SNP G A 51 119 c.389C>T c.(388-390)TCG>TTG p.S130L

Pat_15 Pre-Treatment SCN11A 11280 37 3 38938485 38938485 Missense_Mutation SNP C T 27 22 c.2254G>A c.(2254-2256)GGG>AGG p.G752R

Pat_15 Pre-Treatment NAT6 24142 37 3 50334112 50334113 Missense_Mutation DNP GG AA 29 23 c.782_783CC>TT c.(781-783)CCC>CTT p.P261L

Pat_15 Pre-Treatment DNAH1 25981 37 3 52396446 52396446 Missense_Mutation SNP C T 18 14 c.5023C>T c.(5023-5025)CCA>TCA p.P1675S

Pat_15 Pre-Treatment NSUN3 63899 37 3 93813923 93813923 Missense_Mutation SNP C T 19 85 c.668C>T c.(667-669)TCT>TTT p.S223F

Pat_15 Pre-Treatment OR5H15 403274 37 3 97888187 97888187 Missense_Mutation SNP T C 5 2 c.644T>C c.(643-645)CTT>CCT p.L215P

Pat_15 Pre-Treatment OR5K1 26339 37 3 98189268 98189268 Missense_Mutation SNP C T 9 15 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_15 Pre-Treatment ZBED2 79413 37 3 111312555 111312555 Missense_Mutation SNP C T 66 66 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_15 Pre-Treatment KIAA2018 205717 37 3 113388981 113388981 Missense_Mutation SNP G A 28 29 c.146C>T c.(145-147)CCT>CTT p.P49L

Pat_15 Pre-Treatment PARP14 54625 37 3 122411238 122411238 Missense_Mutation SNP C T 20 11 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_15 Pre-Treatment COL6A6 131873 37 3 130287019 130287019 Missense_Mutation SNP C T 68 126 c.1972C>T c.(1972-1974)CGG>TGG p.R658W

Pat_15 Pre-Treatment TMEM108 66000 37 3 133099154 133099154 Missense_Mutation SNP G A 29 42 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_15 Pre-Treatment PRR23A 729627 37 3 138724642 138724642 Missense_Mutation SNP C T 12 19 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_15 Pre-Treatment GK5 256356 37 3 141905075 141905075 Missense_Mutation SNP G A 55 30 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_15 Pre-Treatment CP 1356 37 3 148930484 148930484 Missense_Mutation SNP C T 9 9 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_15 Pre-Treatment ZBBX 79740 37 3 167045887 167045887 Missense_Mutation SNP C T 40 41 c.705G>A c.(703-705)ATG>ATA p.M235I

Pat_15 Pre-Treatment MECOM 2122 37 3 168833285 168833285 Missense_Mutation SNP C T 5 32 c.1811G>A c.(1810-1812)CGA>CAA p.R604Q

Pat_15 Pre-Treatment TP63 8626 37 3 189608604 189608604 Missense_Mutation SNP C T 55 47 c.1679C>T c.(1678-1680)TCA>TTA p.S560L

Pat_15 Pre-Treatment DLG1 1739 37 3 197009603 197009603 Missense_Mutation SNP T G 4 145 c.265A>C c.(265-267)AGC>CGC p.S89R

Pat_15 Pre-Treatment SLC2A9 56606 37 4 10027572 10027572 Missense_Mutation SNP C T 17 19 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_15 Pre-Treatment ZNF518B 85460 37 4 10445035 10445035 Missense_Mutation SNP A G 14 23 c.2918T>C c.(2917-2919)GTT>GCT p.V973A

Pat_15 Pre-Treatment FAM114A1 92689 37 4 38937371 38937371 Missense_Mutation SNP C T 19 9 c.1496C>T c.(1495-1497)TCT>TTT p.S499F

Pat_15 Pre-Treatment YIPF7 285525 37 4 44624506 44624506 Missense_Mutation SNP C T 6 6 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_15 Pre-Treatment SPATA18 132671 37 4 52945993 52945994 Missense_Mutation DNP GG AA 66 38 c.1263_1264GG>AAc.(1261-1266)CAGGAG>CAAAAGp.E422K

Pat_15 Pre-Treatment CCDC158 339965 37 4 77288596 77288596 Missense_Mutation SNP C T 39 18 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_15 Pre-Treatment LEF1 51176 37 4 108985500 108985500 Missense_Mutation SNP G A 28 19 c.1157C>T c.(1156-1158)TCT>TTT p.S386F

Pat_15 Pre-Treatment ANK2 287 37 4 114279594 114279594 Missense_Mutation SNP C T 36 40 c.9820C>T c.(9820-9822)CCC>TCC p.P3274S



Pat_15 Pre-Treatment SYNPO2 171024 37 4 119947945 119947945 Missense_Mutation SNP C T 28 9 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_15 Pre-Treatment WDR17 116966 37 4 177046428 177046428 Missense_Mutation SNP T C 25 43 c.784T>C c.(784-786)TTT>CTT p.F262L

Pat_15 Pre-Treatment FAM173B 134145 37 5 10239375 10239376 Missense_Mutation DNP CC TT 29 65 c.109_110GG>AA c.(109-111)GGG>AAG p.G37K

Pat_15 Pre-Treatment DNAH5 1767 37 5 13901435 13901435 Missense_Mutation SNP T G 11 16 c.1978A>C c.(1978-1980)ATT>CTT p.I660L

Pat_15 Pre-Treatment TTC33 23548 37 5 40730441 40730441 Missense_Mutation SNP G A 46 53 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_15 Pre-Treatment HCN1 348980 37 5 45303881 45303881 Missense_Mutation SNP C T 62 58 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_15 Pre-Treatment MARVELD2 153562 37 5 68728909 68728909 Missense_Mutation SNP G A 80 92 c.1492G>A c.(1492-1494)GAA>AAA p.E498K

Pat_15 Pre-Treatment BDP1 55814 37 5 70838063 70838063 Missense_Mutation SNP C T 21 32 c.6383C>T c.(6382-6384)ACC>ATC p.T2128I

Pat_15 Pre-Treatment CMYA5 202333 37 5 79025094 79025094 Missense_Mutation SNP C T 6 4 c.506C>T c.(505-507)CCT>CTT p.P169L

Pat_15 Pre-Treatment GPR98 84059 37 5 90086870 90086870 Missense_Mutation SNP G A 11 9 c.14224G>A c.(14224-14226)GAA>AAA p.E4742K

Pat_15 Pre-Treatment NRG2 9542 37 5 139232080 139232080 Missense_Mutation SNP G A 47 45 c.1481C>T c.(1480-1482)TCT>TTT p.S494F

Pat_15 Pre-Treatment PCDHB2 56133 37 5 140474559 140474559 Missense_Mutation SNP C T 23 20 c.185C>T c.(184-186)GCT>GTT p.A62V

Pat_15 Pre-Treatment PCDHB8 56128 37 5 140559872 140559872 Missense_Mutation SNP G A 41 56 c.2257G>A c.(2257-2259)GAG>AAG p.E753K

Pat_15 Pre-Treatment PCDHGB5 56101 37 5 140779112 140779112 Missense_Mutation SNP C T 12 8 c.1418C>T c.(1417-1419)TCG>TTG p.S473L

Pat_15 Pre-Treatment C5orf40 408263 37 5 156770294 156770294 Missense_Mutation SNP G A 27 45 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_15 Pre-Treatment TMED9 54732 37 5 177020742 177020742 Missense_Mutation SNP C T 83 120 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_15 Pre-Treatment NEDD9 4739 37 6 11185787 11185787 Missense_Mutation SNP G A 51 56 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_15 Pre-Treatment C6orf105 84830 37 6 11766609 11766609 Splice_Site SNP C T 30 20 c.289_splice c.e3-1 p.F97_splice

Pat_15 Pre-Treatment HIVEP1 3096 37 6 12122375 12122375 Missense_Mutation SNP C T 14 16 c.2347C>T c.(2347-2349)CCC>TCC p.P783S

Pat_15 Pre-Treatment ZNF193 7746 37 6 28200708 28200708 Missense_Mutation SNP A C 3 43 c.937A>C c.(937-939)AAG>CAG p.K313Q

Pat_15 Pre-Treatment OR12D3 81797 37 6 29343062 29343062 Missense_Mutation SNP C T 7 1 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_15 Pre-Treatment OR2H1 26716 37 6 29430333 29430333 Missense_Mutation SNP C T 19 47 c.787C>T c.(787-789)CCG>TCG p.P263S

Pat_15 Pre-Treatment UBD 10537 37 6 29524095 29524095 Missense_Mutation SNP C T 20 9 c.60G>A c.(58-60)ATG>ATA p.M20I

Pat_15 Pre-Treatment DNAH8 1769 37 6 38750805 38750805 Missense_Mutation SNP C T 30 11 c.1634C>T c.(1633-1635)CCG>CTG p.P545L

Pat_15 Pre-Treatment TTBK1 84630 37 6 43251530 43251530 Missense_Mutation SNP C T 11 30 c.3052C>T c.(3052-3054)CCG>TCG p.P1018S

Pat_15 Pre-Treatment GPR116 221395 37 6 46834662 46834662 Missense_Mutation SNP C T 14 15 c.1834G>A c.(1834-1836)GCA>ACA p.A612T

Pat_15 Pre-Treatment BMP5 653 37 6 55659083 55659083 Missense_Mutation SNP C T 11 21 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_15 Pre-Treatment MDN1 23195 37 6 90400405 90400406 Missense_Mutation DNP GG AA 25 14 c.10735_10736CC>TTc.(10735-10737)CCC>TTC p.P3579F

Pat_15 Pre-Treatment BACH2 60468 37 6 90642342 90642342 Missense_Mutation SNP C T 15 5 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_15 Pre-Treatment EPHA7 2045 37 6 94066675 94066675 Missense_Mutation SNP C T 24 55 c.1084G>A c.(1084-1086)GAT>AAT p.D362N

Pat_15 Pre-Treatment RFX6 222546 37 6 117248274 117248274 Missense_Mutation SNP A C 25 58 c.1970A>C c.(1969-1971)AAC>ACC p.N657T

Pat_15 Pre-Treatment KIAA1244 57221 37 6 138584659 138584659 Missense_Mutation SNP T G 14 22 c.2039T>G c.(2038-2040)CTG>CGG p.L680R

Pat_15 Pre-Treatment HECA 51696 37 6 139488098 139488098 Missense_Mutation SNP T A 13 53 c.949T>A c.(949-951)TTC>ATC p.F317I

Pat_15 Pre-Treatment HIVEP2 3097 37 6 143081427 143081427 Missense_Mutation SNP T C 4 199 c.5998A>G c.(5998-6000)AGG>GGG p.R2000G

Pat_15 Pre-Treatment TIAM2 26230 37 6 155504535 155504535 Missense_Mutation SNP G A 32 45 c.2965G>A c.(2965-2967)GAC>AAC p.D989N

Pat_15 Pre-Treatment SLC22A3 6581 37 6 160831795 160831795 Missense_Mutation SNP C T 17 35 c.892C>T c.(892-894)CGG>TGG p.R298W

Pat_15 Pre-Treatment STK31 56164 37 7 23809328 23809328 Missense_Mutation SNP G A 48 49 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_15 Pre-Treatment ADCYAP1R1 117 37 7 31117659 31117659 Missense_Mutation SNP G A 38 56 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_15 Pre-Treatment TXNDC3 51314 37 7 37924797 37924797 Nonsense_Mutation SNP G A 11 13 c.1190G>A c.(1189-1191)TGG>TAG p.W397*

Pat_15 Pre-Treatment ZNF479 90827 37 7 57187720 57187720 Missense_Mutation SNP C T 29 30 c.1402G>A c.(1402-1404)GAA>AAA p.E468K

Pat_15 Pre-Treatment MAGI2 9863 37 7 77973134 77973134 Missense_Mutation SNP G A 25 35 c.1369C>T c.(1369-1371)CCG>TCG p.P457S

Pat_15 Pre-Treatment ABCB4 5244 37 7 87083905 87083905 Missense_Mutation SNP T G 4 11 c.290A>C c.(289-291)AAC>ACC p.N97T

Pat_15 Pre-Treatment ZNF804B 219578 37 7 88963666 88963666 Nonsense_Mutation SNP G A 27 31 c.1370G>A c.(1369-1371)TGG>TAG p.W457*

Pat_15 Pre-Treatment ZNF804B 219578 37 7 88964142 88964142 Missense_Mutation SNP G C 6 9 c.1846G>C c.(1846-1848)GCA>CCA p.A616P

Pat_15 Pre-Treatment TRRAP 8295 37 7 98602945 98602945 Missense_Mutation SNP C T 34 42 c.10685C>T c.(10684-10686)ACC>ATC p.T3562I

Pat_15 Pre-Treatment RELN 5649 37 7 103155634 103155634 Missense_Mutation SNP G A 14 30 c.8117C>T c.(8116-8118)TCA>TTA p.S2706L

Pat_15 Pre-Treatment WNT2 7472 37 7 116955394 116955394 Missense_Mutation SNP C T 6 11 c.319G>A c.(319-321)GAA>AAA p.E107K



Pat_15 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 31 41 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_15 Pre-Treatment FAM115C 285966 37 7 143421630 143421630 Missense_Mutation SNP G T 3 4 c.2345G>T c.(2344-2346)TGG>TTG p.W782L

Pat_15 Pre-Treatment OR2F2 135948 37 7 143632858 143632858 Missense_Mutation SNP C T 36 36 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_15 Pre-Treatment CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 19 17 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_15 Pre-Treatment GIMAP8 155038 37 7 150171171 150171171 Missense_Mutation SNP C T 59 47 c.754C>T c.(754-756)CTT>TTT p.L252F

Pat_15 Pre-Treatment NOS3 4846 37 7 150698472 150698472 Missense_Mutation SNP G A 36 33 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_15 Pre-Treatment PAXIP1 22976 37 7 154774994 154774994 Missense_Mutation SNP C A 12 22 c.373G>T c.(373-375)GGG>TGG p.G125W

Pat_15 Pre-Treatment SPAG11B 10407 37 8 7320378 7320378 Missense_Mutation SNP G A 27 41 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_15 Pre-Treatment STC1 6781 37 8 23708930 23708930 Missense_Mutation SNP C T 69 47 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_15 Pre-Treatment ADAMDEC1 27299 37 8 24251634 24251634 Missense_Mutation SNP G A 7 18 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_15 Pre-Treatment ADAM18 8749 37 8 39537690 39537690 Missense_Mutation SNP C T 5 10 c.1766C>T c.(1765-1767)TCA>TTA p.S589L

Pat_15 Pre-Treatment DCAF4L2 138009 37 8 88886025 88886025 Missense_Mutation SNP C T 37 20 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_15 Pre-Treatment HRSP12 10247 37 8 99116755 99116755 Missense_Mutation SNP G A 39 26 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_15 Pre-Treatment GRHL2 79977 37 8 102643916 102643916 Missense_Mutation SNP G A 7 9 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_15 Pre-Treatment FAM135B 51059 37 8 139163688 139163688 Missense_Mutation SNP C T 6 18 c.3030G>A c.(3028-3030)ATG>ATA p.M1010I

Pat_15 Pre-Treatment APBA1 320 37 9 72131644 72131644 Missense_Mutation SNP C T 5 12 c.483G>A c.(481-483)ATG>ATA p.M161I

Pat_15 Pre-Treatment PCSK5 5125 37 9 78601135 78601136 Missense_Mutation DNP CC TT 36 35 c.385_386CC>TT c.(385-387)CCC>TTC p.P129F

Pat_15 Pre-Treatment OR1L4 254973 37 9 125487162 125487162 Missense_Mutation SNP G A 5 19 c.894G>A c.(892-894)ATG>ATA p.M298I

Pat_15 Pre-Treatment IER5L 389792 37 9 131939665 131939665 Missense_Mutation SNP G A 3 3 c.667C>T c.(667-669)CCG>TCG p.P223S

Pat_15 Pre-Treatment LAMC3 10319 37 9 133907487 133907487 Missense_Mutation SNP G A 46 95 c.734G>A c.(733-735)GGG>GAG p.G245E

Pat_15 Pre-Treatment IL3RA 3563 37 X 1497566 1497566 Missense_Mutation SNP G A 6 27 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_15 Pre-Treatment MXRA5 25878 37 X 3240542 3240542 Missense_Mutation SNP C T 78 23 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_15 Pre-Treatment FAM9B 171483 37 X 8995964 8995964 Missense_Mutation SNP C T 16 51 c.437G>A c.(436-438)AGT>AAT p.S146N

Pat_15 Pre-Treatment MAGEB1 4112 37 X 30269273 30269273 Nonsense_Mutation SNP G A 5 10 c.663G>A c.(661-663)TGG>TGA p.W221*

Pat_15 Pre-Treatment SSX5 6758 37 X 48051681 48051681 Missense_Mutation SNP C T 110 35 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_15 Pre-Treatment TBC1D25 4943 37 X 48417570 48417570 Nonsense_Mutation SNP C T 7 22 c.541C>T c.(541-543)CAA>TAA p.Q181*

Pat_15 Pre-Treatment DGKK 139189 37 X 50121099 50121099 Missense_Mutation SNP G A 39 22 c.3109C>T c.(3109-3111)CGG>TGG p.R1037W

Pat_15 Pre-Treatment BMP15 9210 37 X 50659560 50659560 Missense_Mutation SNP T C 63 35 c.1132T>C c.(1132-1134)TAC>CAC p.Y378H

Pat_15 Pre-Treatment SPANXN5 494197 37 X 52826389 52826389 Splice_Site SNP G A 51 28 c.1_splice c.e1-1 p.M1_splice

Pat_15 Pre-Treatment NHSL2 340527 37 X 71359877 71359877 Missense_Mutation SNP G A 5 18 c.2479G>A c.(2479-2481)GAC>AAC p.D827N

Pat_15 Pre-Treatment RPS6KA6 27330 37 X 83319404 83319404 Missense_Mutation SNP T C 7 9 c.2119A>G c.(2119-2121)ATG>GTG p.M707V

Pat_15 Pre-Treatment WDR44 54521 37 X 117566799 117566799 Missense_Mutation SNP G A 33 113 c.1793G>A c.(1792-1794)CGG>CAG p.R598Q

Pat_15 Pre-Treatment UTP14A 10813 37 X 129041393 129041393 Missense_Mutation SNP A G 18 61 c.77A>G c.(76-78)TAC>TGC p.Y26C

Pat_15 Pre-Treatment RBMX2 51634 37 X 129546533 129546533 Missense_Mutation SNP C T 12 26 c.680C>T c.(679-681)TCC>TTC p.S227F

Pat_15 Pre-Treatment GPC3 2719 37 X 132670264 132670265 Nonsense_Mutation DNP GG TA 50 31 c.1630_1631CC>TAc.(1630-1632)CCG>TAG p.P544*

Pat_15 Pre-Treatment BRS3 680 37 X 135572476 135572476 Missense_Mutation SNP C T 4 10 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_15 Pre-Treatment FGF13 2258 37 X 137715099 137715099 Missense_Mutation SNP C T 13 34 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_15 Pre-Treatment MAGEA3 4102 37 X 151935794 151935794 Nonsense_Mutation SNP G A 121 52 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_15 Pre-Treatment SPRY3 10251 37 X 155004072 155004072 Missense_Mutation SNP G A 21 77 c.539G>A c.(538-540)AGC>AAC p.S180N

Pat_15 Pre-Treatment SPRY3 10251 37 X 155004080 155004080 Missense_Mutation SNP G C 21 75 c.547G>C c.(547-549)GAT>CAT p.D183H

Pat_15 Post-Resistance GABRD 2563 37 1 1956458 1956458 Missense_Mutation SNP C T 4 218 c.146C>T c.(145-147)GCC>GTC p.A49V

Pat_15 Post-Resistance PLEKHG5 57449 37 1 6528263 6528263 Missense_Mutation SNP G A 37 90 c.2801C>T c.(2800-2802)TCC>TTC p.S934F

Pat_15 Post-Resistance PRAMEF4 400735 37 1 12943025 12943025 Missense_Mutation SNP C T 72 246 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_15 Post-Resistance TMEM51 55092 37 1 15541590 15541590 Missense_Mutation SNP G C 3 345 c.7G>C c.(7-9)GCC>CCC p.A3P

Pat_15 Post-Resistance EPHA2 1969 37 1 16461548 16461548 Missense_Mutation SNP T C 49 664 c.1565A>G c.(1564-1566)CAC>CGC p.H522R

Pat_15 Post-Resistance ATP13A2 23400 37 1 17332247 17332247 Missense_Mutation SNP G A 25 64 c.37C>T c.(37-39)CCC>TCC p.P13S

Pat_15 Post-Resistance KLHDC7A 127707 37 1 18809751 18809751 Missense_Mutation SNP C T 153 477 c.2276C>T c.(2275-2277)ACC>ATC p.T759I



Pat_15 Post-Resistance UBR4 23352 37 1 19431583 19431583 Missense_Mutation SNP C T 5 288 c.12604G>A c.(12604-12606)GCT>ACT p.A4202T

Pat_15 Post-Resistance NBPF3 84224 37 1 21807432 21807432 Missense_Mutation SNP A G 5 671 c.1391A>G c.(1390-1392)AAG>AGG p.K464R

Pat_15 Post-Resistance EPHA8 2046 37 1 22927891 22927891 Missense_Mutation SNP G A 5 418 c.2828G>A c.(2827-2829)CGC>CAC p.R943H

Pat_15 Post-Resistance CATSPER4 378807 37 1 26524479 26524479 Missense_Mutation SNP G A 6 609 c.589G>A c.(589-591)GTG>ATG p.V197M

Pat_15 Post-Resistance SYTL1 84958 37 1 27673988 27673988 Nonsense_Mutation SNP C T 74 262 c.268C>T c.(268-270)CAG>TAG p.Q90*

Pat_15 Post-Resistance EIF3I 8668 37 1 32692039 32692039 Missense_Mutation SNP G T 8 843 c.436G>T c.(436-438)GAC>TAC p.D146Y

Pat_15 Post-Resistance EIF2C4 192670 37 1 36307229 36307229 Missense_Mutation SNP G A 4 406 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_15 Post-Resistance CDC20 991 37 1 43824999 43824999 Missense_Mutation SNP C T 4 239 c.113C>T c.(112-114)CCG>CTG p.P38L

Pat_15 Post-Resistance TESK2 10420 37 1 45813599 45813599 Missense_Mutation SNP G A 75 316 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_15 Post-Resistance RAD54L 8438 37 1 46739343 46739343 Missense_Mutation SNP A G 3 159 c.1534A>G c.(1534-1536)AGC>GGC p.S512G

Pat_15 Post-Resistance SPATA6 54558 37 1 48861020 48861020 Missense_Mutation SNP G A 5 190 c.787C>T c.(787-789)CCC>TCC p.P263S

Pat_15 Post-Resistance PODN 127435 37 1 53544264 53544264 Missense_Mutation SNP T C 46 159 c.1226T>C c.(1225-1227)TTG>TCG p.L409S

Pat_15 Post-Resistance PARS2 25973 37 1 55223505 55223505 Missense_Mutation SNP G A 4 353 c.1330C>T c.(1330-1332)CCT>TCT p.P444S

Pat_15 Post-Resistance HOOK1 51361 37 1 60330906 60330906 Missense_Mutation SNP T A 4 196 c.1733T>A c.(1732-1734)ATA>AAA p.I578K

Pat_15 Post-Resistance CACHD1 57685 37 1 65016314 65016314 Nonsense_Mutation SNP C A 4 205 c.83C>A c.(82-84)TCA>TAA p.S28*

Pat_15 Post-Resistance ELTD1 64123 37 1 79412055 79412055 Missense_Mutation SNP T G 33 75 c.229A>C c.(229-231)AAC>CAC p.N77H

Pat_15 Post-Resistance CLCA4 22802 37 1 87031683 87031683 Missense_Mutation SNP G A 64 187 c.934G>A c.(934-936)GAT>AAT p.D312N

Pat_15 Post-Resistance NOTCH2 4853 37 1 120612013 120612013 Missense_Mutation SNP G A 6 85 c.8C>T c.(7-9)GCC>GTC p.A3V

Pat_15 Post-Resistance ACP6 51205 37 1 147131860 147131860 Missense_Mutation SNP G A 45 130 c.250C>T c.(250-252)CCA>TCA p.P84S

Pat_15 Post-Resistance FLG2 388698 37 1 152326724 152326724 Nonsense_Mutation SNP C A 5 372 c.3538G>T c.(3538-3540)GGA>TGA p.G1180*

Pat_15 Post-Resistance CD1E 913 37 1 158325309 158325309 Missense_Mutation SNP G A 34 131 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_15 Post-Resistance OR10Z1 128368 37 1 158576814 158576814 Missense_Mutation SNP G A 99 331 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_15 Post-Resistance OR6K6 128371 37 1 158725536 158725536 Missense_Mutation SNP T C 5 433 c.931T>C c.(931-933)TTT>CTT p.F311L

Pat_15 Post-Resistance FCRL6 343413 37 1 159778148 159778148 Missense_Mutation SNP G A 4 157 c.233G>A c.(232-234)CGT>CAT p.R78H

Pat_15 Post-Resistance ARHGAP30 257106 37 1 161021422 161021422 Missense_Mutation SNP C T 4 222 c.1102G>A c.(1102-1104)GCA>ACA p.A368T

Pat_15 Post-Resistance DNM3 26052 37 1 172017826 172017826 Missense_Mutation SNP C T 69 199 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_15 Post-Resistance SLC9A11 284525 37 1 173552668 173552668 Missense_Mutation SNP C T 46 171 c.617G>A c.(616-618)AGA>AAA p.R206K

Pat_15 Post-Resistance ASTN1 460 37 1 176992682 176992683 Missense_Mutation DNP CC TT 32 151 c.1295_1296GG>AAc.(1294-1296)GGG>GAA p.G432E

Pat_15 Post-Resistance PRG4 10216 37 1 186276959 186276959 Missense_Mutation SNP A G 3 396 c.2108A>G c.(2107-2109)GAG>GGG p.E703G

Pat_15 Post-Resistance CFHR3 10878 37 1 196748941 196748941 Missense_Mutation SNP C T 10 27 c.268C>T c.(268-270)CCT>TCT p.P90S

Pat_15 Post-Resistance CFHR5 81494 37 1 196953100 196953100 Missense_Mutation SNP C T 40 130 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_15 Post-Resistance F13B 2165 37 1 197026464 197026464 Missense_Mutation SNP C T 98 366 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_15 Post-Resistance ASPM 259266 37 1 197115477 197115478 Missense_Mutation DNP CC TT 22 51 c.90_91GG>AAc.(88-93)GAGGAG>GAAAAG p.E31K

Pat_15 Post-Resistance DYRK3 8444 37 1 206821132 206821132 Missense_Mutation SNP T C 4 540 c.589T>C c.(589-591)TAT>CAT p.Y197H

Pat_15 Post-Resistance PLXNA2 5362 37 1 208390847 208390847 Missense_Mutation SNP G A 6 705 c.421C>T c.(421-423)CGG>TGG p.R141W

Pat_15 Post-Resistance HHAT 55733 37 1 210761301 210761301 Missense_Mutation SNP C T 6 314 c.1103C>T c.(1102-1104)ACG>ATG p.T368M

Pat_15 Post-Resistance USH2A 7399 37 1 215990535 215990535 Missense_Mutation SNP G A 4 248 c.9374C>T c.(9373-9375)TCT>TTT p.S3125F

Pat_15 Post-Resistance EPRS 2058 37 1 220179511 220179511 Missense_Mutation SNP C A 5 483 c.1887G>T c.(1885-1887)TTG>TTT p.L629F

Pat_15 Post-Resistance HLX 3142 37 1 221057861 221057861 Missense_Mutation SNP G A 3 65 c.1282G>A c.(1282-1284)GGC>AGC p.G428S

Pat_15 Post-Resistance HEATR1 55127 37 1 236730082 236730082 Missense_Mutation SNP G A 57 210 c.4172C>T c.(4171-4173)CCG>CTG p.P1391L

Pat_15 Post-Resistance GTPBP4 23560 37 10 1046616 1046616 Splice_Site SNP G A 3 67 c.655_splice c.e7-1 p.V219_splice

Pat_15 Post-Resistance UCMA 221044 37 10 13275586 13275586 Missense_Mutation SNP G A 4 453 c.172C>T c.(172-174)CTC>TTC p.L58F

Pat_15 Post-Resistance FAM171A1 221061 37 10 15296773 15296773 Missense_Mutation SNP G A 27 99 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_15 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 7 153 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_15 Post-Resistance C10orf72 196740 37 10 50227768 50227768 Missense_Mutation SNP G A 42 122 c.890C>T c.(889-891)CCC>CTC p.P297L

Pat_15 Post-Resistance C10orf71 118461 37 10 50532304 50532304 Missense_Mutation SNP C T 51 113 c.1714C>T c.(1714-1716)CCC>TCC p.P572S

Pat_15 Post-Resistance CTNNA3 29119 37 10 68526077 68526077 Missense_Mutation SNP T C 4 446 c.1226A>G c.(1225-1227)AAG>AGG p.K409R



Pat_15 Post-Resistance CPEB3 22849 37 10 93902788 93902788 Missense_Mutation SNP T C 65 196 c.1451A>G c.(1450-1452)AAA>AGA p.K484R

Pat_15 Post-Resistance IDE 3416 37 10 94216180 94216180 Missense_Mutation SNP C A 5 256 c.2832G>T c.(2830-2832)TTG>TTT p.L944F

Pat_15 Post-Resistance PLCE1 51196 37 10 96033331 96033331 Missense_Mutation SNP G A 3 106 c.4519G>A c.(4519-4521)GAA>AAA p.E1507K

Pat_15 Post-Resistance HELLS 3070 37 10 96361363 96361363 Missense_Mutation SNP C T 32 90 c.2501C>T c.(2500-2502)CCT>CTT p.P834L

Pat_15 Post-Resistance CYP2C18 1562 37 10 96448031 96448031 Missense_Mutation SNP G A 102 196 c.481G>A c.(481-483)GCC>ACC p.A161T

Pat_15 Post-Resistance CYP2C18 1562 37 10 96454828 96454828 Nonsense_Mutation SNP G A 21 34 c.636G>A c.(634-636)TGG>TGA p.W212*

Pat_15 Post-Resistance CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 22 50 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_15 Post-Resistance C10orf62 414157 37 10 99349869 99349869 Missense_Mutation SNP C T 62 161 c.215C>T c.(214-216)ACG>ATG p.T72M

Pat_15 Post-Resistance SH3PXD2A 9644 37 10 105362640 105362640 Missense_Mutation SNP G A 6 758 c.2251C>T c.(2251-2253)CGG>TGG p.R751W

Pat_15 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 3 129 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_15 Post-Resistance NRAP 4892 37 10 115388776 115388776 Missense_Mutation SNP T C 61 132 c.2045A>G c.(2044-2046)CAG>CGG p.Q682R

Pat_15 Post-Resistance NHLRC2 374354 37 10 115664694 115664694 Missense_Mutation SNP C A 4 344 c.1823C>A c.(1822-1824)GCG>GAG p.A608E

Pat_15 Post-Resistance LRRC56 115399 37 11 541577 541577 Missense_Mutation SNP C T 5 287 c.218C>T c.(217-219)ACG>ATG p.T73M

Pat_15 Post-Resistance OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 40 135 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_15 Post-Resistance UBQLN3 50613 37 11 5530256 5530256 Missense_Mutation SNP G A 4 392 c.533C>T c.(532-534)CCG>CTG p.P178L

Pat_15 Post-Resistance MRVI1 10335 37 11 10598004 10598004 Missense_Mutation SNP A G 3 285 c.2614T>C c.(2614-2616)TAC>CAC p.Y872H

Pat_15 Post-Resistance PTH 5741 37 11 13514049 13514049 Missense_Mutation SNP T A 76 153 c.251A>T c.(250-252)AAA>ATA p.K84I

Pat_15 Post-Resistance ARFGAP2 84364 37 11 47196645 47196645 Missense_Mutation SNP C A 6 586 c.401G>T c.(400-402)TGG>TTG p.W134L

Pat_15 Post-Resistance AGBL2 79841 37 11 47698946 47698946 Missense_Mutation SNP T G 30 57 c.2024A>C c.(2023-2025)CAG>CCG p.Q675P

Pat_15 Post-Resistance OR5L2 26338 37 11 55595616 55595616 Missense_Mutation SNP A C 22 98 c.922A>C c.(922-924)AAA>CAA p.K308Q

Pat_15 Post-Resistance OR8H3 390152 37 11 55889999 55889999 Missense_Mutation SNP C T 202 503 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_15 Post-Resistance OR5T3 390154 37 11 56019973 56019973 Missense_Mutation SNP G A 71 169 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_15 Post-Resistance OR9G9 504191 37 11 56467892 56467892 Missense_Mutation SNP A G 25 256 c.29A>G c.(28-30)GAG>GGG p.E10G

Pat_15 Post-Resistance DTX4 23220 37 11 58949848 58949848 Missense_Mutation SNP A G 19 53 c.848A>G c.(847-849)AAG>AGG p.K283R

Pat_15 Post-Resistance CYBASC3 220002 37 11 61118495 61118495 Missense_Mutation SNP G A 4 189 c.673C>T c.(673-675)CGC>TGC p.R225C

Pat_15 Post-Resistance KCNK7 10089 37 11 65360983 65360983 Missense_Mutation SNP G A 4 225 c.682C>T c.(682-684)CCC>TCC p.P228S

Pat_15 Post-Resistance ADRBK1 156 37 11 67049161 67049161 Missense_Mutation SNP C T 4 311 c.788C>T c.(787-789)ACG>ATG p.T263M

Pat_15 Post-Resistance LRP5 4041 37 11 68216515 68216515 Missense_Mutation SNP T C 4 438 c.4825T>C c.(4825-4827)TCC>CCC p.S1609P

Pat_15 Post-Resistance ARAP1 116985 37 11 72421519 72421519 Missense_Mutation SNP G A 42 290 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_15 Post-Resistance ARHGEF17 9828 37 11 73021314 73021314 Missense_Mutation SNP C A 6 154 c.1631C>A c.(1630-1632)GCA>GAA p.A544E

Pat_15 Post-Resistance TMEM126B 55863 37 11 85347238 85347238 Missense_Mutation SNP G A 21 49 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_15 Post-Resistance GRM5 2915 37 11 88780558 88780558 Missense_Mutation SNP C A 4 208 c.483G>T c.(481-483)TTG>TTT p.L161F

Pat_15 Post-Resistance KDM4DL 390245 37 11 94759611 94759611 Nonsense_Mutation SNP G A 26 52 c.890G>A c.(889-891)TGG>TAG p.W297*

Pat_15 Post-Resistance CNTN5 53942 37 11 100095458 100095458 Missense_Mutation SNP T G 66 170 c.1919T>G c.(1918-1920)ATC>AGC p.I640S

Pat_15 Post-Resistance PGR 5241 37 11 100962501 100962501 Missense_Mutation SNP C T 27 149 c.1896G>A c.(1894-1896)ATG>ATA p.M632I

Pat_15 Post-Resistance GUCY1A2 2977 37 11 106810341 106810341 Nonsense_Mutation SNP G A 42 64 c.1051C>T c.(1051-1053)CGA>TGA p.R351*

Pat_15 Post-Resistance ARHGAP20 57569 37 11 110462808 110462808 Missense_Mutation SNP G T 5 453 c.1036C>A c.(1036-1038)CAC>AAC p.H346N

Pat_15 Post-Resistance TMEM25 84866 37 11 118403728 118403728 Missense_Mutation SNP C A 4 151 c.479C>A c.(478-480)CCG>CAG p.P160Q

Pat_15 Post-Resistance GRIK4 2900 37 11 120827502 120827502 Nonsense_Mutation SNP G T 4 473 c.1714G>T c.(1714-1716)GAG>TAG p.E572*

Pat_15 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 7 253 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_15 Post-Resistance NINJ2 4815 37 12 772558 772558 Missense_Mutation SNP G A 6 527 c.107C>T c.(106-108)CCG>CTG p.P36L

Pat_15 Post-Resistance C1S 716 37 12 7172542 7172542 Missense_Mutation SNP G A 4 390 c.656G>A c.(655-657)CGG>CAG p.R219Q

Pat_15 Post-Resistance PRR4 11272 37 12 10999736 10999736 Missense_Mutation SNP T C 5 786 c.331A>G c.(331-333)AGC>GGC p.S111G

Pat_15 Post-Resistance CREBL2 1389 37 12 12765117 12765117 Missense_Mutation SNP G A 4 420 c.11G>A c.(10-12)AGT>AAT p.S4N

Pat_15 Post-Resistance LRMP 4033 37 12 25260902 25260902 Missense_Mutation SNP G A 5 364 c.1408G>A c.(1408-1410)GCT>ACT p.A470T

Pat_15 Post-Resistance SFRS2IP 9169 37 12 46320998 46320998 Missense_Mutation SNP T C 4 200 c.2486A>G c.(2485-2487)AAG>AGG p.K829R

Pat_15 Post-Resistance CCNT1 904 37 12 49087790 49087790 Missense_Mutation SNP G T 6 686 c.1207C>A c.(1207-1209)CAG>AAG p.Q403K



Pat_15 Post-Resistance AQP2 359 37 12 50344822 50344822 Missense_Mutation SNP C T 33 99 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_15 Post-Resistance SLC11A2 4891 37 12 51394183 51394183 Missense_Mutation SNP C A 5 219 c.449G>T c.(448-450)TGG>TTG p.W150L

Pat_15 Post-Resistance KRT75 9119 37 12 52825810 52825810 Missense_Mutation SNP C T 52 212 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_15 Post-Resistance NFE2 4778 37 12 54686462 54686462 Missense_Mutation SNP C T 4 295 c.818G>A c.(817-819)CGG>CAG p.R273Q

Pat_15 Post-Resistance RDH5 5959 37 12 56115517 56115517 Missense_Mutation SNP G A 4 293 c.355G>A c.(355-357)GGA>AGA p.G119R

Pat_15 Post-Resistance NACA 4666 37 12 57118247 57118247 Missense_Mutation SNP T C 4 70 c.59A>G c.(58-60)CAG>CGG p.Q20R

Pat_15 Post-Resistance SLC5A8 160728 37 12 101603571 101603571 Missense_Mutation SNP G A 4 211 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_15 Post-Resistance UTP20 27340 37 12 101711330 101711330 Missense_Mutation SNP C A 5 298 c.2627C>A c.(2626-2628)GCA>GAA p.A876E

Pat_15 Post-Resistance STAB2 55576 37 12 104063395 104063395 Missense_Mutation SNP G A 67 234 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_15 Post-Resistance TPCN1 53373 37 12 113706592 113706592 Missense_Mutation SNP G A 4 213 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_15 Post-Resistance SDSL 113675 37 12 113873331 113873331 Missense_Mutation SNP G A 6 699 c.641G>A c.(640-642)GGC>GAC p.G214D

Pat_15 Post-Resistance UNC119B 84747 37 12 121157744 121157744 Missense_Mutation SNP C T 73 186 c.665C>T c.(664-666)CCT>CTT p.P222L

Pat_15 Post-Resistance VPS33A 65082 37 12 122748200 122748200 Missense_Mutation SNP G A 4 152 c.215C>T c.(214-216)CCG>CTG p.P72L

Pat_15 Post-Resistance RNF6 6049 37 13 26788595 26788595 Missense_Mutation SNP G T 5 331 c.1424C>A c.(1423-1425)CCA>CAA p.P475Q

Pat_15 Post-Resistance TSC22D1 8848 37 13 45149288 45149288 Missense_Mutation SNP G A 4 382 c.923C>T c.(922-924)ACT>ATT p.T308I

Pat_15 Post-Resistance UTP14C 9724 37 13 52604045 52604045 Missense_Mutation SNP G A 4 287 c.1105G>A c.(1105-1107)GGA>AGA p.G369R

Pat_15 Post-Resistance SLITRK1 114798 37 13 84453751 84453751 Missense_Mutation SNP G A 86 88 c.1892C>T c.(1891-1893)TCC>TTC p.S631F

Pat_15 Post-Resistance DOCK9 23348 37 13 99478165 99478165 Missense_Mutation SNP G A 25 29 c.4987C>T c.(4987-4989)CCC>TCC p.P1663S

Pat_15 Post-Resistance NOVA1 4857 37 14 26917974 26917974 Missense_Mutation SNP G T 5 353 c.715C>A c.(715-717)CAG>AAG p.Q239K

Pat_15 Post-Resistance DAAM1 23002 37 14 59834280 59834280 Missense_Mutation SNP A G 3 145 c.2990A>G c.(2989-2991)AAG>AGG p.K997R

Pat_15 Post-Resistance LTBP2 4053 37 14 74975535 74975535 Missense_Mutation SNP T C 3 135 c.3524A>G c.(3523-3525)GAG>GGG p.E1175G

Pat_15 Post-Resistance SEL1L 6400 37 14 82000079 82000079 Missense_Mutation SNP G A 39 73 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_15 Post-Resistance SLC24A4 123041 37 14 92953088 92953088 Missense_Mutation SNP C T 77 143 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_15 Post-Resistance KIAA1409 57578 37 14 93994911 93994911 Missense_Mutation SNP T G 98 196 c.440T>G c.(439-441)ATA>AGA p.I147R

Pat_15 Post-Resistance SERPINA11 256394 37 14 94912800 94912800 Missense_Mutation SNP G T 7 344 c.785C>A c.(784-786)ACC>AAC p.T262N

Pat_15 Post-Resistance AHNAK2 113146 37 14 105422953 105422953 Missense_Mutation SNP C T 4 400 c.287G>A c.(286-288)CGG>CAG p.R96Q

Pat_15 Post-Resistance MAGEL2 54551 37 15 23889390 23889390 Missense_Mutation SNP A C 3 123 c.1691T>G c.(1690-1692)CTA>CGA p.L564R

Pat_15 Post-Resistance GABRB3 2562 37 15 26793230 26793230 Missense_Mutation SNP T A 29 666 c.1132A>T c.(1132-1134)ATG>TTG p.M378L

Pat_15 Post-Resistance GREM1 26585 37 15 33023142 33023142 Missense_Mutation SNP C T 4 161 c.251C>T c.(250-252)ACG>ATG p.T84M

Pat_15 Post-Resistance BMF 90427 37 15 40396398 40396398 Missense_Mutation SNP G A 6 781 c.436C>T c.(436-438)CGG>TGG p.R146W

Pat_15 Post-Resistance EHD4 30844 37 15 42193253 42193253 Missense_Mutation SNP T C 3 121 c.1216A>G c.(1216-1218)AGC>GGC p.S406G

Pat_15 Post-Resistance KIAA1370 56204 37 15 52877033 52877033 Missense_Mutation SNP C A 4 96 c.2986G>T c.(2986-2988)GTA>TTA p.V996L

Pat_15 Post-Resistance RFX7 64864 37 15 56386544 56386544 Nonsense_Mutation SNP G A 5 465 c.3382C>T c.(3382-3384)CAG>TAG p.Q1128*

Pat_15 Post-Resistance SLTM 79811 37 15 59175909 59175909 Missense_Mutation SNP G A 5 458 c.2912C>T c.(2911-2913)CCA>CTA p.P971L

Pat_15 Post-Resistance RNF111 54778 37 15 59359058 59359058 Missense_Mutation SNP G A 4 398 c.1462G>A c.(1462-1464)GGA>AGA p.G488R

Pat_15 Post-Resistance VPS13C 54832 37 15 62208095 62208095 Missense_Mutation SNP G A 4 325 c.8182C>T c.(8182-8184)CGC>TGC p.R2728C

Pat_15 Post-Resistance FBXL22 283807 37 15 63893617 63893617 Missense_Mutation SNP T G 6 33 c.458T>G c.(457-459)TTG>TGG p.L153W

Pat_15 Post-Resistance ZNF609 23060 37 15 64966288 64966288 Missense_Mutation SNP G A 6 576 c.1235G>A c.(1234-1236)GGC>GAC p.G412D

Pat_15 Post-Resistance MAP2K1 5604 37 15 66729163 66729163 Missense_Mutation SNP C T 118 236 c.371C>T c.(370-372)CCG>CTG p.P124L

Pat_15 Post-Resistance GRAMD2 196996 37 15 72456010 72456010 Missense_Mutation SNP G A 52 136 c.689C>T c.(688-690)CCA>CTA p.P230L

Pat_15 Post-Resistance CD276 80381 37 15 73996161 73996161 Missense_Mutation SNP G A 4 250 c.895G>A c.(895-897)GAA>AAA p.E299K

Pat_15 Post-Resistance UBL7 84993 37 15 74741588 74741588 Missense_Mutation SNP G A 4 257 c.821C>T c.(820-822)ACC>ATC p.T274I

Pat_15 Post-Resistance C15orf39 56905 37 15 75500784 75500784 Missense_Mutation SNP C T 18 69 c.2395C>T c.(2395-2397)CCC>TCC p.P799S

Pat_15 Post-Resistance HMG20A 10363 37 15 77750795 77750795 Missense_Mutation SNP G C 3 363 c.46G>C c.(46-48)GAT>CAT p.D16H

Pat_15 Post-Resistance ACSBG1 23205 37 15 78466162 78466162 Missense_Mutation SNP G T 61 177 c.1862C>A c.(1861-1863)ACC>AAC p.T621N

Pat_15 Post-Resistance KIAA1024 23251 37 15 79750210 79750210 Missense_Mutation SNP G A 4 487 c.1721G>A c.(1720-1722)AGC>AAC p.S574N

Pat_15 Post-Resistance LRRK1 79705 37 15 101569437 101569437 Missense_Mutation SNP G A 4 241 c.2963G>A c.(2962-2964)AGC>AAC p.S988N



Pat_15 Post-Resistance WDR90 197335 37 16 716594 716594 Missense_Mutation SNP C T 4 154 c.4880C>T c.(4879-4881)ACG>ATG p.T1627M

Pat_15 Post-Resistance BTBD12 84464 37 16 3634827 3634827 Missense_Mutation SNP G A 6 717 c.4682C>T c.(4681-4683)ACG>ATG p.T1561M

Pat_15 Post-Resistance BTBD12 84464 37 16 3640521 3640521 Missense_Mutation SNP G A 65 225 c.3118C>T c.(3118-3120)CCC>TCC p.P1040S

Pat_15 Post-Resistance MGRN1 23295 37 16 4731705 4731705 Missense_Mutation SNP C T 58 148 c.1286C>T c.(1285-1287)CCC>CTC p.P429L

Pat_15 Post-Resistance ABCC6 368 37 16 16251532 16251532 Missense_Mutation SNP G C 3 196 c.3870C>G c.(3868-3870)CAC>CAG p.H1290Q

Pat_15 Post-Resistance COG7 91949 37 16 23409399 23409399 Missense_Mutation SNP A C 55 251 c.1855T>G c.(1855-1857)TTT>GTT p.F619V

Pat_15 Post-Resistance HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 31 111 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_15 Post-Resistance ZNF629 23361 37 16 30795033 30795033 Missense_Mutation SNP A G 3 196 c.616T>C c.(616-618)TAC>CAC p.Y206H

Pat_15 Post-Resistance ABCC12 94160 37 16 48175173 48175173 Missense_Mutation SNP C G 5 256 c.367G>C c.(367-369)GTG>CTG p.V123L

Pat_15 Post-Resistance NOD2 64127 37 16 50733452 50733452 Missense_Mutation SNP G A 201 420 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_15 Post-Resistance CES7 221223 37 16 55907781 55907781 Nonsense_Mutation SNP C T 28 125 c.242G>A c.(241-243)TGG>TAG p.W81*

Pat_15 Post-Resistance KATNB1 10300 37 16 57789260 57789260 Missense_Mutation SNP G A 4 187 c.1420G>A c.(1420-1422)GTG>ATG p.V474M

Pat_15 Post-Resistance CES3 23491 37 16 66997147 66997147 Missense_Mutation SNP G A 5 446 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_15 Post-Resistance FHOD1 29109 37 16 67264550 67264550 Missense_Mutation SNP G A 6 769 c.2812C>T c.(2812-2814)CGC>TGC p.R938C

Pat_15 Post-Resistance SLC7A6OS 84138 37 16 68337993 68337993 Missense_Mutation SNP G A 5 412 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_15 Post-Resistance TXNL4B 54957 37 16 72120568 72120568 Missense_Mutation SNP G A 54 287 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_15 Post-Resistance CLEC18B 497190 37 16 74447009 74447009 Missense_Mutation SNP C T 69 175 c.602G>A c.(601-603)GGT>GAT p.G201D

Pat_15 Post-Resistance TRAPPC2L 51693 37 16 88925060 88925060 Missense_Mutation SNP G A 168 518 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_15 Post-Resistance ANKRD11 29123 37 16 89351925 89351925 Missense_Mutation SNP G A 85 219 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_15 Post-Resistance CDK10 8558 37 16 89755676 89755676 Missense_Mutation SNP G A 4 352 c.104G>A c.(103-105)AGT>AAT p.S35N

Pat_15 Post-Resistance OR3A2 4995 37 17 3181572 3181572 Missense_Mutation SNP A T 57 131 c.658T>A c.(658-660)TTG>ATG p.L220M

Pat_15 Post-Resistance OR1E2 8388 37 17 3336519 3336519 Missense_Mutation SNP C A 4 151 c.617G>T c.(616-618)TGG>TTG p.W206L

Pat_15 Post-Resistance GLTPD2 388323 37 17 4692317 4692317 Missense_Mutation SNP C T 4 94 c.11C>T c.(10-12)GCG>GTG p.A4V

Pat_15 Post-Resistance KIF1C 10749 37 17 4926841 4926841 Missense_Mutation SNP G A 4 195 c.2707G>A c.(2707-2709)GCC>ACC p.A903T

Pat_15 Post-Resistance TP53 7157 37 17 7574003 7574003 Nonsense_Mutation SNP G A 54 99 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_15 Post-Resistance ALOX12B 242 37 17 7984230 7984230 Missense_Mutation SNP G A 5 351 c.499C>T c.(499-501)CGG>TGG p.R167W

Pat_15 Post-Resistance MYH10 4628 37 17 8381736 8381736 Missense_Mutation SNP G A 4 372 c.5533C>T c.(5533-5535)CGT>TGT p.R1845C

Pat_15 Post-Resistance CCDC42 146849 37 17 8647476 8647476 Missense_Mutation SNP G A 4 183 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_15 Post-Resistance USP43 124739 37 17 9613321 9613321 Missense_Mutation SNP G A 5 166 c.2060G>A c.(2059-2061)AGC>AAC p.S687N

Pat_15 Post-Resistance MYH13 8735 37 17 10216600 10216600 Missense_Mutation SNP C A 8 538 c.4056G>T c.(4054-4056)GAG>GAT p.E1352D

Pat_15 Post-Resistance NCOR1 9611 37 17 15938172 15938172 Missense_Mutation SNP C T 89 178 c.7042G>A c.(7042-7044)GAA>AAA p.E2348K

Pat_15 Post-Resistance UBB 7314 37 17 16285453 16285453 Missense_Mutation SNP C A 4 285 c.232C>A c.(232-234)CAG>AAG p.Q78K

Pat_15 Post-Resistance FOXN1 8456 37 17 26861352 26861352 Missense_Mutation SNP G A 4 427 c.931G>A c.(931-933)GCA>ACA p.A311T

Pat_15 Post-Resistance LRRC37B2 147172 37 17 28961033 28961033 Missense_Mutation SNP T G 3 95 c.496T>G c.(496-498)TAT>GAT p.Y166D

Pat_15 Post-Resistance SLFN13 146857 37 17 33768288 33768288 Missense_Mutation SNP G A 113 305 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_15 Post-Resistance GAS2L2 246176 37 17 34072788 34072788 Nonsense_Mutation SNP C T 61 183 c.1728G>A c.(1726-1728)TGG>TGA p.W576*

Pat_15 Post-Resistance ERBB2 2064 37 17 37864622 37864622 Missense_Mutation SNP A G 3 359 c.274A>G c.(274-276)AGG>GGG p.R92G

Pat_15 Post-Resistance IKZF3 22806 37 17 37947831 37947831 Missense_Mutation SNP G A 4 303 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_15 Post-Resistance KRT222 125113 37 17 38816377 38816378 Missense_Mutation DNP CC TG 55 237 c.307_308GG>CA c.(307-309)GGA>CAA p.G103Q

Pat_15 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 6 226 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_15 Post-Resistance KLHL11 55175 37 17 40010117 40010117 Missense_Mutation SNP C A 7 609 c.2002G>T c.(2002-2004)GGC>TGC p.G668C

Pat_15 Post-Resistance BECN1 8678 37 17 40970804 40970804 Splice_Site SNP C T 4 234 c.351_splice c.e5+1 p.K117_splice

Pat_15 Post-Resistance GPATCH8 23131 37 17 42512474 42512474 Missense_Mutation SNP C T 19 172 c.307G>A c.(307-309)GTA>ATA p.V103I

Pat_15 Post-Resistance TTLL6 284076 37 17 46846574 46846574 Missense_Mutation SNP C T 42 298 c.2453G>A c.(2452-2454)AGC>AAC p.S818N

Pat_15 Post-Resistance B4GALNT2 124872 37 17 47210448 47210448 Missense_Mutation SNP G A 16 57 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_15 Post-Resistance ANKFN1 162282 37 17 54520276 54520276 Missense_Mutation SNP G A 77 239 c.1090G>A c.(1090-1092)GCA>ACA p.A364T

Pat_15 Post-Resistance KCNH6 81033 37 17 61621705 61621705 Missense_Mutation SNP G A 24 156 c.2437G>A c.(2437-2439)GAA>AAA p.E813K



Pat_15 Post-Resistance ABCA6 23460 37 17 67096999 67096999 Missense_Mutation SNP C A 5 228 c.2951G>T c.(2950-2952)GGG>GTG p.G984V

Pat_15 Post-Resistance KCNJ16 3773 37 17 68128770 68128770 Missense_Mutation SNP C T 54 376 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_15 Post-Resistance CD300C 10871 37 17 72540900 72540900 Missense_Mutation SNP G A 39 265 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_15 Post-Resistance NUP85 79902 37 17 73208113 73208113 Missense_Mutation SNP G T 4 166 c.317G>T c.(316-318)CGA>CTA p.R106L

Pat_15 Post-Resistance MGAT5B 146664 37 17 74936524 74936524 Missense_Mutation SNP C T 54 395 c.1652C>T c.(1651-1653)CCC>CTC p.P551L

Pat_15 Post-Resistance USP36 57602 37 17 76810604 76810604 Missense_Mutation SNP G A 4 201 c.1054C>T c.(1054-1056)CGT>TGT p.R352C

Pat_15 Post-Resistance SLC26A11 284129 37 17 78201660 78201660 Missense_Mutation SNP C G 6 416 c.637C>G c.(637-639)CTG>GTG p.L213V

Pat_15 Post-Resistance NPTX1 4884 37 17 78444806 78444806 Missense_Mutation SNP G A 23 147 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_15 Post-Resistance ACTG1 71 37 17 79478120 79478120 Missense_Mutation SNP C T 4 381 c.817G>A c.(817-819)GGC>AGC p.G273S

Pat_15 Post-Resistance SPIRE1 56907 37 18 12506574 12506574 Missense_Mutation SNP G A 6 675 c.874C>T c.(874-876)CGG>TGG p.R292W

Pat_15 Post-Resistance DSC1 1823 37 18 28720185 28720185 Missense_Mutation SNP C G 84 290 c.1340G>C c.(1339-1341)AGC>ACC p.S447T

Pat_15 Post-Resistance DSG1 1828 37 18 28934588 28934588 Missense_Mutation SNP C T 113 433 c.2429C>T c.(2428-2430)TCT>TTT p.S810F

Pat_15 Post-Resistance ASXL3 80816 37 18 31319233 31319233 Missense_Mutation SNP G A 4 95 c.1865G>A c.(1864-1866)TGT>TAT p.C622Y

Pat_15 Post-Resistance RNF165 494470 37 18 44036562 44036562 Missense_Mutation SNP G A 123 393 c.1004G>A c.(1003-1005)CGA>CAA p.R335Q

Pat_15 Post-Resistance LIPG 9388 37 18 47093924 47093924 Missense_Mutation SNP A G 4 312 c.392A>G c.(391-393)TAC>TGC p.Y131C

Pat_15 Post-Resistance SERPINB11 89778 37 18 61377533 61377533 Missense_Mutation SNP C T 56 175 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_15 Post-Resistance MIER2 54531 37 19 334444 334444 Missense_Mutation SNP G A 63 369 c.199C>T c.(199-201)CCA>TCA p.P67S

Pat_15 Post-Resistance MADCAM1 8174 37 19 501699 501699 Missense_Mutation SNP C T 42 111 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_15 Post-Resistance MED16 10025 37 19 889802 889802 Missense_Mutation SNP G A 3 75 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_15 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 135 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_15 Post-Resistance ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 5 291 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_15 Post-Resistance ZNF57 126295 37 19 2917901 2917901 Missense_Mutation SNP A G 3 261 c.1282A>G c.(1282-1284)ACC>GCC p.T428A

Pat_15 Post-Resistance TNFSF9 8744 37 19 6531088 6531088 Missense_Mutation SNP C T 4 350 c.41C>T c.(40-42)CCG>CTG p.P14L

Pat_15 Post-Resistance C3 718 37 19 6686166 6686166 Missense_Mutation SNP C T 77 614 c.3779G>A c.(3778-3780)AGA>AAA p.R1260K

Pat_15 Post-Resistance VAV1 7409 37 19 6828459 6828459 Missense_Mutation SNP G A 39 127 c.1053G>A c.(1051-1053)ATG>ATA p.M351I

Pat_15 Post-Resistance FBN3 84467 37 19 8155007 8155007 Missense_Mutation SNP C T 51 129 c.6160G>A c.(6160-6162)GAA>AAA p.E2054K

Pat_15 Post-Resistance MYO1F 4542 37 19 8595411 8595411 Missense_Mutation SNP G A 6 626 c.2090C>T c.(2089-2091)GCC>GTC p.A697V

Pat_15 Post-Resistance MUC16 94025 37 19 9016993 9016993 Missense_Mutation SNP G A 5 347 c.38002C>T c.(38002-38004)CCC>TCC p.P12668S

Pat_15 Post-Resistance MUC16 94025 37 19 9068553 9068553 Missense_Mutation SNP G A 66 431 c.18893C>T c.(18892-18894)TCT>TTT p.S6298F

Pat_15 Post-Resistance MUC16 94025 37 19 9085237 9085237 Missense_Mutation SNP G A 12 80 c.6578C>T c.(6577-6579)TCC>TTC p.S2193F

Pat_15 Post-Resistance MUC16 94025 37 19 9089503 9089503 Missense_Mutation SNP G A 125 455 c.2312C>T c.(2311-2313)TCC>TTC p.S771F

Pat_15 Post-Resistance ZNF560 147741 37 19 9578116 9578116 Missense_Mutation SNP G A 34 190 c.1507C>T c.(1507-1509)CTT>TTT p.L503F

Pat_15 Post-Resistance DNMT1 1786 37 19 10305545 10305545 Missense_Mutation SNP G A 4 171 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_15 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 5 349 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_15 Post-Resistance EMR2 30817 37 19 14875368 14875368 Missense_Mutation SNP G T 4 154 c.961C>A c.(961-963)CTG>ATG p.L321M

Pat_15 Post-Resistance ABHD8 79575 37 19 17412212 17412212 Missense_Mutation SNP G A 4 200 c.214C>T c.(214-216)CTC>TTC p.L72F

Pat_15 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 6 199 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_15 Post-Resistance ZNF208 7757 37 19 22156590 22156590 Missense_Mutation SNP C T 5 279 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_15 Post-Resistance ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 198 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_15 Post-Resistance ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A C 3 122 c.1385T>G c.(1384-1386)ATC>AGC p.I462S

Pat_15 Post-Resistance ZNF302 55900 37 19 35175919 35175919 Missense_Mutation SNP C T 8 106 c.1109C>T c.(1108-1110)TCG>TTG p.S370L

Pat_15 Post-Resistance SUPT5H 6829 37 19 39964104 39964104 Missense_Mutation SNP G A 5 317 c.2435G>A c.(2434-2436)AGC>AAC p.S812N

Pat_15 Post-Resistance BLVRB 645 37 19 40957283 40957283 Missense_Mutation SNP G A 3 61 c.451C>T c.(451-453)CCG>TCG p.P151S

Pat_15 Post-Resistance CADM4 199731 37 19 44130387 44130387 Missense_Mutation SNP G A 4 212 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_15 Post-Resistance HIF3A 64344 37 19 46825161 46825161 Missense_Mutation SNP G A 4 196 c.1273G>A c.(1273-1275)GCT>ACT p.A425T

Pat_15 Post-Resistance ZC3H4 23211 37 19 47572412 47572412 Missense_Mutation SNP C G 5 333 c.2335G>C c.(2335-2337)GAG>CAG p.E779Q

Pat_15 Post-Resistance LIG1 3978 37 19 48660312 48660312 Missense_Mutation SNP G A 90 651 c.329C>T c.(328-330)CCC>CTC p.P110L



Pat_15 Post-Resistance PPP1R15A 23645 37 19 49377986 49377986 Nonsense_Mutation SNP G A 4 323 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_15 Post-Resistance MYH14 79784 37 19 50789874 50789874 Missense_Mutation SNP G A 13 33 c.4552G>A c.(4552-4554)GAG>AAG p.E1518K

Pat_15 Post-Resistance KLK5 25818 37 19 51453324 51453324 Missense_Mutation SNP G A 37 107 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_15 Post-Resistance ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 8 712 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_15 Post-Resistance ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 5 651 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_15 Post-Resistance ZNF845 91664 37 19 53855196 53855197 Missense_Mutation DNP TG CA 7 463 c.1268_1269TG>CAc.(1267-1269)ATG>ACA p.M423T

Pat_15 Post-Resistance ZNF761 388561 37 19 53959722 53959722 Missense_Mutation SNP G A 39 303 c.1961G>A c.(1960-1962)AGA>AAA p.R654K

Pat_15 Post-Resistance RPS9 6203 37 19 54710159 54710159 Missense_Mutation SNP G A 4 214 c.236G>A c.(235-237)CGG>CAG p.R79Q

Pat_15 Post-Resistance ZNF667 63934 37 19 56972086 56972086 Missense_Mutation SNP C A 5 370 c.132G>T c.(130-132)TTG>TTT p.L44F

Pat_15 Post-Resistance ZNF470 388566 37 19 57089054 57089054 Missense_Mutation SNP T A 82 182 c.1257T>A c.(1255-1257)CAT>CAA p.H419Q

Pat_15 Post-Resistance PEG3 5178 37 19 57335821 57335821 Missense_Mutation SNP C T 122 265 c.203G>A c.(202-204)CGA>CAA p.R68Q

Pat_15 Post-Resistance ZNF749 388567 37 19 57956341 57956341 Nonsense_Mutation SNP G T 36 237 c.1825G>T c.(1825-1827)GAA>TAA p.E609*

Pat_15 Post-Resistance ZNF419 79744 37 19 58005146 58005146 Missense_Mutation SNP C G 3 458 c.1221C>G c.(1219-1221)TTC>TTG p.F407L

Pat_15 Post-Resistance ZNF549 256051 37 19 58050291 58050291 Missense_Mutation SNP C T 34 272 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_15 Post-Resistance ZNF132 7691 37 19 58945225 58945225 Missense_Mutation SNP C A 4 228 c.1586G>T c.(1585-1587)AGC>ATC p.S529I

Pat_15 Post-Resistance MSGN1 343930 37 2 17998224 17998224 Missense_Mutation SNP C T 46 586 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_15 Post-Resistance KCNS3 3790 37 2 18112936 18112936 Missense_Mutation SNP G A 4 344 c.661G>A c.(661-663)GTG>ATG p.V221M

Pat_15 Post-Resistance ADCY3 109 37 2 25062892 25062892 Missense_Mutation SNP C A 4 406 c.1205G>T c.(1204-1206)CGG>CTG p.R402L

Pat_15 Post-Resistance KIF3C 3797 37 2 26204389 26204389 Missense_Mutation SNP C T 5 440 c.398G>A c.(397-399)CGC>CAC p.R133H

Pat_15 Post-Resistance NRBP1 29959 37 2 27662739 27662739 Missense_Mutation SNP C T 5 430 c.1010C>T c.(1009-1011)GCG>GTG p.A337V

Pat_15 Post-Resistance C2orf16 84226 37 2 27804726 27804726 Nonsense_Mutation SNP G T 8 779 c.5287G>T c.(5287-5289)GAG>TAG p.E1763*

Pat_15 Post-Resistance SPTBN1 6711 37 2 54839304 54839304 Missense_Mutation SNP C T 4 320 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_15 Post-Resistance TMEM17 200728 37 2 62728427 62728427 Missense_Mutation SNP G A 84 259 c.514C>T c.(514-516)CGT>TGT p.R172C

Pat_15 Post-Resistance TGFBRAP1 9392 37 2 105915093 105915093 Missense_Mutation SNP G A 5 214 c.758C>T c.(757-759)GCG>GTG p.A253V

Pat_15 Post-Resistance IL1A 3552 37 2 113539322 113539322 Missense_Mutation SNP A T 102 226 c.178T>A c.(178-180)TCT>ACT p.S60T

Pat_15 Post-Resistance ERCC3 2071 37 2 128044304 128044304 Missense_Mutation SNP G C 6 517 c.1317C>G c.(1315-1317)ATC>ATG p.I439M

Pat_15 Post-Resistance THSD7B 80731 37 2 137814051 137814051 Nonsense_Mutation SNP G A 43 275 c.108G>A c.(106-108)TGG>TGA p.W36*

Pat_15 Post-Resistance SCN1A 6323 37 2 166872167 166872167 Missense_Mutation SNP G A 60 348 c.3467C>T c.(3466-3468)CCC>CTC p.P1156L

Pat_15 Post-Resistance XIRP2 129446 37 2 168107398 168107398 Missense_Mutation SNP C A 5 477 c.9496C>A c.(9496-9498)CAC>AAC p.H3166N

Pat_15 Post-Resistance LRP2 4036 37 2 170092425 170092425 Missense_Mutation SNP C T 60 202 c.4845G>A c.(4843-4845)ATG>ATA p.M1615I

Pat_15 Post-Resistance SP3 6670 37 2 174819867 174819867 Missense_Mutation SNP G A 52 152 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_15 Post-Resistance SP3 6670 37 2 174820401 174820401 Missense_Mutation SNP G A 4 412 c.839C>T c.(838-840)TCG>TTG p.S280L

Pat_15 Post-Resistance OSBPL6 114880 37 2 179236922 179236922 Nonsense_Mutation SNP C T 55 215 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_15 Post-Resistance TTN 7273 37 2 179472244 179472244 Missense_Mutation SNP C T 94 716 c.45467G>A c.(45466-45468)GGA>GAA p.G15156E

Pat_15 Post-Resistance TTN 7273 37 2 179579099 179579099 Missense_Mutation SNP G A 5 344 c.22670C>T c.(22669-22671)CCA>CTA p.P7557L

Pat_15 Post-Resistance TTN 7273 37 2 179611961 179611961 Missense_Mutation SNP C T 27 205 c.15166G>A c.(15166-15168)GGG>AGG p.G5056R

Pat_15 Post-Resistance ASNSD1 54529 37 2 190532243 190532243 Missense_Mutation SNP G A 6 780 c.1385G>A c.(1384-1386)TGT>TAT p.C462Y

Pat_15 Post-Resistance DNAH7 56171 37 2 196834754 196834754 Missense_Mutation SNP G A 51 163 c.2123C>T c.(2122-2124)TCA>TTA p.S708L

Pat_15 Post-Resistance ORC2L 4999 37 2 201785036 201785036 Missense_Mutation SNP A C 57 160 c.1375T>G c.(1375-1377)TCC>GCC p.S459A

Pat_15 Post-Resistance PARD3B 117583 37 2 206165386 206165386 Missense_Mutation SNP G A 43 403 c.2318G>A c.(2317-2319)CGA>CAA p.R773Q

Pat_15 Post-Resistance C2orf24 27013 37 2 220039772 220039772 Missense_Mutation SNP G A 4 352 c.319C>T c.(319-321)CGG>TGG p.R107W

Pat_15 Post-Resistance ABCB6 10058 37 2 220078321 220078322 Missense_Mutation DNP GT AG 58 163 c.1645_1646AC>CTc.(1645-1647)ACC>CTC p.T549L

Pat_15 Post-Resistance UGT1A8 54576 37 2 234527050 234527050 Missense_Mutation SNP G A 133 726 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_15 Post-Resistance ANGPT4 51378 37 20 896818 896818 Missense_Mutation SNP G A 55 157 c.40C>T c.(40-42)CTT>TTT p.L14F

Pat_15 Post-Resistance PROKR2 128674 37 20 5294778 5294778 Missense_Mutation SNP G A 97 262 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_15 Post-Resistance GPCPD1 56261 37 20 5550886 5550886 Splice_Site SNP C A 4 215 c.1057_splice c.e12-1 p.G353_splice

Pat_15 Post-Resistance BMP2 650 37 20 6759302 6759302 Missense_Mutation SNP G A 4 86 c.757G>A c.(757-759)GAT>AAT p.D253N



Pat_15 Post-Resistance ISM1 140862 37 20 13273020 13273020 Splice_Site SNP G A 16 53 c.788_splice c.e5-1 p.G263_splice

Pat_15 Post-Resistance SEL1L2 80343 37 20 13867031 13867031 Missense_Mutation SNP T A 44 142 c.803A>T c.(802-804)GAA>GTA p.E268V

Pat_15 Post-Resistance DEFB123 245936 37 20 30037844 30037844 Missense_Mutation SNP G A 131 343 c.71G>A c.(70-72)AGA>AAA p.R24K

Pat_15 Post-Resistance EPB41L1 2036 37 20 34785884 34785884 Missense_Mutation SNP G A 100 271 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q

Pat_15 Post-Resistance SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 117 470 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_15 Post-Resistance NCOA3 8202 37 20 46264358 46264358 Missense_Mutation SNP G T 6 333 c.1405G>T c.(1405-1407)GGG>TGG p.G469W

Pat_15 Post-Resistance SLCO4A1 28231 37 20 61288117 61288117 Missense_Mutation SNP G A 4 185 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_15 Post-Resistance SRMS 6725 37 20 62173897 62173897 Missense_Mutation SNP G T 4 236 c.683C>A c.(682-684)TCC>TAC p.S228Y

Pat_15 Post-Resistance ARFRP1 10139 37 20 62338413 62338413 Missense_Mutation SNP A G 3 130 c.31T>C c.(31-33)TAC>CAC p.Y11H

Pat_15 Post-Resistance NCAM2 4685 37 21 22664426 22664426 Missense_Mutation SNP C T 60 218 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_15 Post-Resistance RCAN1 1827 37 21 35893880 35893880 Missense_Mutation SNP G A 27 96 c.503C>T c.(502-504)CCG>CTG p.P168L

Pat_15 Post-Resistance CLDN14 23562 37 21 37833465 37833465 Missense_Mutation SNP C T 61 217 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_15 Post-Resistance TMPRSS3 64699 37 21 43795974 43795974 Missense_Mutation SNP C T 49 430 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_15 Post-Resistance WDR4 10785 37 21 44282413 44282413 Missense_Mutation SNP G A 14 83 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_15 Post-Resistance LSS 4047 37 21 47614504 47614504 Missense_Mutation SNP C T 4 178 c.1889G>A c.(1888-1890)GGG>GAG p.G630E

Pat_15 Post-Resistance SEZ6L 23544 37 22 26761419 26761419 Missense_Mutation SNP G A 47 248 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_15 Post-Resistance TRIOBP 11078 37 22 38121864 38121864 Missense_Mutation SNP C T 175 504 c.3301C>T c.(3301-3303)CCC>TCC p.P1101S

Pat_15 Post-Resistance MGAT3 4248 37 22 39884748 39884748 Missense_Mutation SNP G A 13 88 c.1396G>A c.(1396-1398)GAC>AAC p.D466N

Pat_15 Post-Resistance POLDIP3 84271 37 22 42998840 42998840 Missense_Mutation SNP G A 5 553 c.386C>T c.(385-387)GCT>GTT p.A129V

Pat_15 Post-Resistance MOV10L1 54456 37 22 50563983 50563983 Missense_Mutation SNP C T 38 206 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_15 Post-Resistance CAV3 859 37 3 8787386 8787386 Missense_Mutation SNP T C 3 117 c.289T>C c.(289-291)TTC>CTC p.F97L

Pat_15 Post-Resistance BRPF1 7862 37 3 9776336 9776336 Missense_Mutation SNP G A 4 322 c.512G>A c.(511-513)AGC>AAC p.S171N

Pat_15 Post-Resistance XPC 7508 37 3 14190192 14190192 Missense_Mutation SNP G T 5 297 c.2290C>A c.(2290-2292)CCC>ACC p.P764T

Pat_15 Post-Resistance EOMES 8320 37 3 27761764 27761764 Missense_Mutation SNP G A 96 626 c.934C>T c.(934-936)CAC>TAC p.H312Y

Pat_15 Post-Resistance SCN5A 6331 37 3 38651383 38651383 Missense_Mutation SNP A G 45 319 c.776T>C c.(775-777)TTC>TCC p.F259S

Pat_15 Post-Resistance SCN10A 6336 37 3 38833541 38833541 Missense_Mutation SNP G A 71 624 c.389C>T c.(388-390)TCG>TTG p.S130L

Pat_15 Post-Resistance SCN11A 11280 37 3 38938485 38938485 Missense_Mutation SNP C T 59 230 c.2254G>A c.(2254-2256)GGG>AGG p.G752R

Pat_15 Post-Resistance CCR9 10803 37 3 45942900 45942900 Missense_Mutation SNP G A 5 365 c.620G>A c.(619-621)AGC>AAC p.S207N

Pat_15 Post-Resistance SHISA5 51246 37 3 48510919 48510919 Missense_Mutation SNP G A 6 303 c.484C>T c.(484-486)CCT>TCT p.P162S

Pat_15 Post-Resistance UBA7 7318 37 3 49845261 49845261 Missense_Mutation SNP G T 6 121 c.2623C>A c.(2623-2625)CCA>ACA p.P875T

Pat_15 Post-Resistance NAT6 24142 37 3 50334112 50334113 Missense_Mutation DNP GG AA 73 211 c.782_783CC>TT c.(781-783)CCC>CTT p.P261L

Pat_15 Post-Resistance GRM2 2912 37 3 51751789 51751789 Missense_Mutation SNP G A 4 244 c.2501G>A c.(2500-2502)CGC>CAC p.R834H

Pat_15 Post-Resistance GLYCTK 132158 37 3 52325843 52325843 Missense_Mutation SNP G A 4 333 c.610G>A c.(610-612)GCC>ACC p.A204T

Pat_15 Post-Resistance DNAH1 25981 37 3 52366226 52366226 Missense_Mutation SNP C T 3 47 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_15 Post-Resistance DNAH1 25981 37 3 52396446 52396446 Missense_Mutation SNP C T 36 109 c.5023C>T c.(5023-5025)CCA>TCA p.P1675S

Pat_15 Post-Resistance BAP1 8314 37 3 52437720 52437720 Missense_Mutation SNP G A 4 121 c.1441C>T c.(1441-1443)CAC>TAC p.H481Y

Pat_15 Post-Resistance STAB1 23166 37 3 52555956 52555956 Missense_Mutation SNP G A 4 214 c.6260G>A c.(6259-6261)CGT>CAT p.R2087H

Pat_15 Post-Resistance SPATA12 353324 37 3 57108230 57108230 Nonsense_Mutation SNP G T 6 717 c.508G>T c.(508-510)GAG>TAG p.E170*

Pat_15 Post-Resistance NSUN3 63899 37 3 93813923 93813923 Missense_Mutation SNP C T 47 414 c.668C>T c.(667-669)TCT>TTT p.S223F

Pat_15 Post-Resistance OR5H15 403274 37 3 97888187 97888187 Missense_Mutation SNP T C 20 48 c.644T>C c.(643-645)CTT>CCT p.L215P

Pat_15 Post-Resistance OR5K1 26339 37 3 98189268 98189268 Missense_Mutation SNP C T 29 123 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_15 Post-Resistance GPR128 84873 37 3 100374026 100374026 Splice_Site SNP G A 4 247 c.1726_splice c.e12+1 p.G576_splice

Pat_15 Post-Resistance ZBED2 79413 37 3 111312555 111312555 Missense_Mutation SNP C T 171 402 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_15 Post-Resistance KIAA2018 205717 37 3 113388981 113388981 Missense_Mutation SNP G A 82 196 c.146C>T c.(145-147)CCT>CTT p.P49L

Pat_15 Post-Resistance STXBP5L 9515 37 3 120957925 120957925 Missense_Mutation SNP C T 32 166 c.1292C>T c.(1291-1293)TCT>TTT p.S431F

Pat_15 Post-Resistance PARP14 54625 37 3 122411238 122411238 Missense_Mutation SNP C T 90 155 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_15 Post-Resistance COL6A6 131873 37 3 130287019 130287019 Missense_Mutation SNP C T 117 603 c.1972C>T c.(1972-1974)CGG>TGG p.R658W



Pat_15 Post-Resistance TMEM108 66000 37 3 133099154 133099154 Missense_Mutation SNP G A 57 193 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_15 Post-Resistance PPP2R3A 5523 37 3 135820941 135820941 Missense_Mutation SNP G A 4 330 c.3020G>A c.(3019-3021)CGG>CAG p.R1007Q

Pat_15 Post-Resistance PRR23A 729627 37 3 138724642 138724642 Missense_Mutation SNP C T 35 119 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_15 Post-Resistance GK5 256356 37 3 141905075 141905075 Missense_Mutation SNP G A 134 249 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_15 Post-Resistance CHST2 9435 37 3 142840380 142840380 Missense_Mutation SNP G A 4 180 c.722G>A c.(721-723)GGG>GAG p.G241E

Pat_15 Post-Resistance CP 1356 37 3 148930484 148930484 Missense_Mutation SNP C T 48 108 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_15 Post-Resistance ZBBX 79740 37 3 167045887 167045887 Missense_Mutation SNP C T 104 222 c.705G>A c.(703-705)ATG>ATA p.M235I

Pat_15 Post-Resistance MECOM 2122 37 3 168833285 168833285 Missense_Mutation SNP C T 38 145 c.1811G>A c.(1810-1812)CGA>CAA p.R604Q

Pat_15 Post-Resistance EIF4G1 1981 37 3 184045084 184045084 Missense_Mutation SNP G A 6 490 c.3509G>A c.(3508-3510)CGT>CAT p.R1170H

Pat_15 Post-Resistance CHRD 8646 37 3 184100315 184100315 Missense_Mutation SNP G A 6 562 c.838G>A c.(838-840)GCA>ACA p.A280T

Pat_15 Post-Resistance TP63 8626 37 3 189608604 189608604 Missense_Mutation SNP C T 120 304 c.1679C>T c.(1678-1680)TCA>TTA p.S560L

Pat_15 Post-Resistance MUC4 4585 37 3 195495909 195495909 Missense_Mutation SNP G A 4 227 c.13129C>T c.(13129-13131)CTC>TTC p.L4377F

Pat_15 Post-Resistance ZNF141 7700 37 4 367194 367194 Missense_Mutation SNP C T 5 237 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_15 Post-Resistance ZNF141 7700 37 4 367226 367226 Missense_Mutation SNP A G 3 189 c.1000A>G c.(1000-1002)ACT>GCT p.T334A

Pat_15 Post-Resistance OTOP1 133060 37 4 4199303 4199303 Missense_Mutation SNP G A 4 358 c.1258C>T c.(1258-1260)CGC>TGC p.R420C

Pat_15 Post-Resistance SLC2A9 56606 37 4 10027572 10027572 Missense_Mutation SNP C T 29 137 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_15 Post-Resistance ZNF518B 85460 37 4 10445035 10445035 Missense_Mutation SNP A G 34 284 c.2918T>C c.(2917-2919)GTT>GCT p.V973A

Pat_15 Post-Resistance SLIT2 9353 37 4 20569198 20569198 Missense_Mutation SNP G A 4 300 c.2908G>A c.(2908-2910)GGA>AGA p.G970R

Pat_15 Post-Resistance FAM114A1 92689 37 4 38937371 38937371 Missense_Mutation SNP C T 38 138 c.1496C>T c.(1495-1497)TCT>TTT p.S499F

Pat_15 Post-Resistance YIPF7 285525 37 4 44624506 44624506 Missense_Mutation SNP C T 50 128 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_15 Post-Resistance SPATA18 132671 37 4 52945993 52945994 Missense_Mutation DNP GG AA 134 430 c.1263_1264GG>AAc.(1261-1266)CAGGAG>CAAAAGp.E422K

Pat_15 Post-Resistance KDR 3791 37 4 55964878 55964878 Missense_Mutation SNP G A 5 348 c.2359C>T c.(2359-2361)CGG>TGG p.R787W

Pat_15 Post-Resistance ENAM 10117 37 4 71510004 71510004 Missense_Mutation SNP G A 4 324 c.2861G>A c.(2860-2862)AGG>AAG p.R954K

Pat_15 Post-Resistance CCDC158 339965 37 4 77288596 77288596 Missense_Mutation SNP C T 70 174 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_15 Post-Resistance BMP2K 55589 37 4 79792085 79792085 Missense_Mutation SNP G C 3 159 c.1380G>C c.(1378-1380)CAG>CAC p.Q460H

Pat_15 Post-Resistance DAPP1 27071 37 4 100774378 100774378 Missense_Mutation SNP C T 10 73 c.362C>T c.(361-363)ACT>ATT p.T121I

Pat_15 Post-Resistance LEF1 51176 37 4 108985500 108985500 Missense_Mutation SNP G A 67 160 c.1157C>T c.(1156-1158)TCT>TTT p.S386F

Pat_15 Post-Resistance ANK2 287 37 4 114279594 114279594 Missense_Mutation SNP C T 126 296 c.9820C>T c.(9820-9822)CCC>TCC p.P3274S

Pat_15 Post-Resistance SYNPO2 171024 37 4 119947945 119947945 Missense_Mutation SNP C T 69 150 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_15 Post-Resistance KIAA0922 23240 37 4 154553895 154553895 Nonsense_Mutation SNP G A 4 219 c.4230G>A c.(4228-4230)TGG>TGA p.W1410*

Pat_15 Post-Resistance GALNTL6 442117 37 4 173730599 173730599 Missense_Mutation SNP G T 5 280 c.641G>T c.(640-642)CGG>CTG p.R214L

Pat_15 Post-Resistance WDR17 116966 37 4 177046428 177046428 Missense_Mutation SNP T C 61 348 c.784T>C c.(784-786)TTT>CTT p.F262L

Pat_15 Post-Resistance TRIML1 339976 37 4 189061099 189061099 Missense_Mutation SNP C A 4 244 c.387C>A c.(385-387)AGC>AGA p.S129R

Pat_15 Post-Resistance FAM173B 134145 37 5 10239375 10239376 Missense_Mutation DNP CC TT 62 426 c.109_110GG>AA c.(109-111)GGG>AAG p.G37K

Pat_15 Post-Resistance DNAH5 1767 37 5 13901435 13901435 Missense_Mutation SNP T G 50 151 c.1978A>C c.(1978-1980)ATT>CTT p.I660L

Pat_15 Post-Resistance C5orf42 65250 37 5 37183163 37183163 Missense_Mutation SNP C A 6 271 c.5120G>T c.(5119-5121)TGG>TTG p.W1707L

Pat_15 Post-Resistance TTC33 23548 37 5 40730441 40730441 Missense_Mutation SNP G A 60 277 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_15 Post-Resistance HCN1 348980 37 5 45303881 45303881 Missense_Mutation SNP C T 127 474 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_15 Post-Resistance MARVELD2 153562 37 5 68728909 68728909 Missense_Mutation SNP G A 140 490 c.1492G>A c.(1492-1494)GAA>AAA p.E498K

Pat_15 Post-Resistance BDP1 55814 37 5 70838063 70838063 Missense_Mutation SNP C T 41 161 c.6383C>T c.(6382-6384)ACC>ATC p.T2128I

Pat_15 Post-Resistance ENC1 8507 37 5 73931196 73931196 Missense_Mutation SNP G A 4 237 c.1115C>T c.(1114-1116)GCC>GTC p.A372V

Pat_15 Post-Resistance F2RL1 2150 37 5 76129526 76129526 Missense_Mutation SNP G A 7 722 c.1094G>A c.(1093-1095)CGC>CAC p.R365H

Pat_15 Post-Resistance CMYA5 202333 37 5 79025094 79025094 Missense_Mutation SNP C T 13 79 c.506C>T c.(505-507)CCT>CTT p.P169L

Pat_15 Post-Resistance SPZ1 84654 37 5 79616947 79616947 Missense_Mutation SNP G A 6 351 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_15 Post-Resistance GPR98 84059 37 5 90086870 90086870 Missense_Mutation SNP G A 27 74 c.14224G>A c.(14224-14226)GAA>AAA p.E4742K

Pat_15 Post-Resistance FAM174A 345757 37 5 99871538 99871538 Missense_Mutation SNP G A 4 137 c.304G>A c.(304-306)GAA>AAA p.E102K

Pat_15 Post-Resistance FSTL4 23105 37 5 132535139 132535139 Missense_Mutation SNP T C 3 400 c.2177A>G c.(2176-2178)TAT>TGT p.Y726C



Pat_15 Post-Resistance NRG2 9542 37 5 139232080 139232080 Missense_Mutation SNP G A 106 243 c.1481C>T c.(1480-1482)TCT>TTT p.S494F

Pat_15 Post-Resistance PCDHB2 56133 37 5 140474559 140474559 Missense_Mutation SNP C T 54 193 c.185C>T c.(184-186)GCT>GTT p.A62V

Pat_15 Post-Resistance PCDHB8 56128 37 5 140559872 140559872 Missense_Mutation SNP G A 98 336 c.2257G>A c.(2257-2259)GAG>AAG p.E753K

Pat_15 Post-Resistance PCDHGB5 56101 37 5 140779112 140779112 Missense_Mutation SNP C T 23 80 c.1418C>T c.(1417-1419)TCG>TTG p.S473L

Pat_15 Post-Resistance YIPF5 81555 37 5 143545158 143545158 Missense_Mutation SNP C A 5 451 c.121G>T c.(121-123)GGC>TGC p.G41C

Pat_15 Post-Resistance PCYOX1L 78991 37 5 148742211 148742211 Missense_Mutation SNP G C 4 268 c.100G>C c.(100-102)GCT>CCT p.A34P

Pat_15 Post-Resistance PDGFRB 5159 37 5 149498342 149498342 Missense_Mutation SNP G A 5 607 c.2872C>T c.(2872-2874)CTC>TTC p.L958F

Pat_15 Post-Resistance C5orf40 408263 37 5 156770294 156770294 Missense_Mutation SNP G A 103 384 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_15 Post-Resistance DOCK2 1794 37 5 169472901 169472901 Missense_Mutation SNP C A 6 397 c.3958C>A c.(3958-3960)CAG>AAG p.Q1320K

Pat_15 Post-Resistance TSPAN17 26262 37 5 176079915 176079915 Splice_Site SNP G A 5 378 c.456_splice c.e4+1 p.Y152_splice

Pat_15 Post-Resistance TMED9 54732 37 5 177020742 177020742 Missense_Mutation SNP C T 147 544 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_15 Post-Resistance ZNF454 285676 37 5 178392900 178392900 Missense_Mutation SNP A G 3 277 c.1495A>G c.(1495-1497)AAT>GAT p.N499D

Pat_15 Post-Resistance MGAT1 4245 37 5 180219454 180219454 Missense_Mutation SNP G A 4 413 c.518C>T c.(517-519)CCG>CTG p.P173L

Pat_15 Post-Resistance TRIM41 90933 37 5 180660728 180660728 Missense_Mutation SNP G A 5 331 c.1256G>A c.(1255-1257)AGG>AAG p.R419K

Pat_15 Post-Resistance SYCP2L 221711 37 6 10894172 10894172 Nonsense_Mutation SNP G T 7 56 c.151G>T c.(151-153)GAG>TAG p.E51*

Pat_15 Post-Resistance NEDD9 4739 37 6 11185787 11185787 Missense_Mutation SNP G A 80 280 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_15 Post-Resistance C6orf105 84830 37 6 11766609 11766609 Splice_Site SNP C T 35 197 c.289_splice c.e3-1 p.F97_splice

Pat_15 Post-Resistance HIVEP1 3096 37 6 12122375 12122375 Missense_Mutation SNP C T 30 174 c.2347C>T c.(2347-2349)CCC>TCC p.P783S

Pat_15 Post-Resistance OR12D3 81797 37 6 29343062 29343062 Missense_Mutation SNP C T 25 74 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_15 Post-Resistance OR2H1 26716 37 6 29430333 29430333 Missense_Mutation SNP C T 33 321 c.787C>T c.(787-789)CCG>TCG p.P263S

Pat_15 Post-Resistance UBD 10537 37 6 29524095 29524095 Missense_Mutation SNP C T 59 146 c.60G>A c.(58-60)ATG>ATA p.M20I

Pat_15 Post-Resistance MDC1 9656 37 6 30673061 30673061 Missense_Mutation SNP G A 6 757 c.3899C>T c.(3898-3900)CCT>CTT p.P1300L

Pat_15 Post-Resistance CCHCR1 54535 37 6 31116267 31116267 Missense_Mutation SNP G A 4 217 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_15 Post-Resistance WDR46 9277 37 6 33255136 33255136 Missense_Mutation SNP G A 4 246 c.875C>T c.(874-876)ACA>ATA p.T292I

Pat_15 Post-Resistance SCUBE3 222663 37 6 35195465 35195465 Missense_Mutation SNP G A 4 206 c.194G>A c.(193-195)GGC>GAC p.G65D

Pat_15 Post-Resistance RNF8 9025 37 6 37358522 37358522 Missense_Mutation SNP G C 4 216 c.1446G>C c.(1444-1446)AAG>AAC p.K482N

Pat_15 Post-Resistance DNAH8 1769 37 6 38750805 38750805 Missense_Mutation SNP C T 36 143 c.1634C>T c.(1633-1635)CCG>CTG p.P545L

Pat_15 Post-Resistance TTBK1 84630 37 6 43251530 43251530 Missense_Mutation SNP C T 17 159 c.3052C>T c.(3052-3054)CCG>TCG p.P1018S

Pat_15 Post-Resistance GPR116 221395 37 6 46834662 46834662 Missense_Mutation SNP C T 43 134 c.1834G>A c.(1834-1836)GCA>ACA p.A612T

Pat_15 Post-Resistance FBXO9 26268 37 6 52947334 52947334 Nonsense_Mutation SNP C T 4 285 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_15 Post-Resistance BMP5 653 37 6 55659083 55659083 Missense_Mutation SNP C T 24 169 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_15 Post-Resistance COL12A1 1303 37 6 75807004 75807004 Missense_Mutation SNP C A 4 348 c.8542G>T c.(8542-8544)GGT>TGT p.G2848C

Pat_15 Post-Resistance MDN1 23195 37 6 90400405 90400406 Missense_Mutation DNP GG AA 60 182 c.10735_10736CC>TTc.(10735-10737)CCC>TTC p.P3579F

Pat_15 Post-Resistance BACH2 60468 37 6 90642342 90642342 Missense_Mutation SNP C T 22 89 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_15 Post-Resistance EPHA7 2045 37 6 94066675 94066675 Missense_Mutation SNP C T 21 273 c.1084G>A c.(1084-1086)GAT>AAT p.D362N

Pat_15 Post-Resistance ASCC3 10973 37 6 101215121 101215121 Missense_Mutation SNP G A 5 442 c.1496C>T c.(1495-1497)GCC>GTC p.A499V

Pat_15 Post-Resistance WASF1 8936 37 6 110423000 110423000 Missense_Mutation SNP C T 8 562 c.1313G>A c.(1312-1314)CGA>CAA p.R438Q

Pat_15 Post-Resistance RFX6 222546 37 6 117248274 117248274 Missense_Mutation SNP A C 36 446 c.1970A>C c.(1969-1971)AAC>ACC p.N657T

Pat_15 Post-Resistance KIAA1244 57221 37 6 138584659 138584659 Missense_Mutation SNP T G 23 153 c.2039T>G c.(2038-2040)CTG>CGG p.L680R

Pat_15 Post-Resistance HECA 51696 37 6 139488098 139488098 Missense_Mutation SNP T A 37 257 c.949T>A c.(949-951)TTC>ATC p.F317I

Pat_15 Post-Resistance TIAM2 26230 37 6 155504535 155504535 Missense_Mutation SNP G A 91 228 c.2965G>A c.(2965-2967)GAC>AAC p.D989N

Pat_15 Post-Resistance SLC22A3 6581 37 6 160831795 160831795 Missense_Mutation SNP C T 40 253 c.892C>T c.(892-894)CGG>TGG p.R298W

Pat_15 Post-Resistance STK31 56164 37 7 23809328 23809328 Missense_Mutation SNP G A 90 416 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_15 Post-Resistance ADCYAP1R1 117 37 7 31117659 31117659 Missense_Mutation SNP G A 69 404 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_15 Post-Resistance TXNDC3 51314 37 7 37924797 37924797 Nonsense_Mutation SNP G A 24 132 c.1190G>A c.(1189-1191)TGG>TAG p.W397*

Pat_15 Post-Resistance POU6F2 11281 37 7 39379598 39379598 Missense_Mutation SNP C A 7 464 c.869C>A c.(868-870)CCA>CAA p.P290Q

Pat_15 Post-Resistance LANCL2 55915 37 7 55459549 55459549 Missense_Mutation SNP G A 4 351 c.268G>A c.(268-270)GAA>AAA p.E90K



Pat_15 Post-Resistance ZNF479 90827 37 7 57187720 57187720 Missense_Mutation SNP C T 61 342 c.1402G>A c.(1402-1404)GAA>AAA p.E468K

Pat_15 Post-Resistance ZNF727 442319 37 7 63538638 63538638 Missense_Mutation SNP G C 4 80 c.1211G>C c.(1210-1212)AGC>ACC p.S404T

Pat_15 Post-Resistance ZNF679 168417 37 7 63726725 63726725 Missense_Mutation SNP A C 18 126 c.714A>C c.(712-714)AAA>AAC p.K238N

Pat_15 Post-Resistance MAGI2 9863 37 7 77973134 77973134 Missense_Mutation SNP G A 69 191 c.1369C>T c.(1369-1371)CCG>TCG p.P457S

Pat_15 Post-Resistance ABCB4 5244 37 7 87083905 87083905 Missense_Mutation SNP T G 31 77 c.290A>C c.(289-291)AAC>ACC p.N97T

Pat_15 Post-Resistance ZNF804B 219578 37 7 88963666 88963666 Nonsense_Mutation SNP G A 77 177 c.1370G>A c.(1369-1371)TGG>TAG p.W457*

Pat_15 Post-Resistance ZNF804B 219578 37 7 88964142 88964142 Missense_Mutation SNP G C 38 102 c.1846G>C c.(1846-1848)GCA>CCA p.A616P

Pat_15 Post-Resistance TRRAP 8295 37 7 98602945 98602945 Missense_Mutation SNP C T 40 231 c.10685C>T c.(10684-10686)ACC>ATC p.T3562I

Pat_15 Post-Resistance ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 9 453 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_15 Post-Resistance MUC17 140453 37 7 100684677 100684677 Missense_Mutation SNP G A 7 851 c.9980G>A c.(9979-9981)GGT>GAT p.G3327D

Pat_15 Post-Resistance DPY19L2P2 349152 37 7 102825947 102825947 Missense_Mutation SNP A G 5 320 c.1048T>C c.(1048-1050)TGT>CGT p.C350R

Pat_15 Post-Resistance RELN 5649 37 7 103155634 103155634 Missense_Mutation SNP G A 35 127 c.8117C>T c.(8116-8118)TCA>TTA p.S2706L

Pat_15 Post-Resistance CADPS2 93664 37 7 121960292 121960292 Missense_Mutation SNP G T 5 360 c.3818C>A c.(3817-3819)ACA>AAA p.T1273K

Pat_15 Post-Resistance GPR37 2861 37 7 124386991 124386991 Missense_Mutation SNP G A 5 469 c.1430C>T c.(1429-1431)ACC>ATC p.T477I

Pat_15 Post-Resistance FLNC 2318 37 7 128494136 128494136 Missense_Mutation SNP G A 4 132 c.6593G>A c.(6592-6594)GGC>GAC p.G2198D

Pat_15 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 740 148 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_15 Post-Resistance FAM115C 285966 37 7 143421630 143421630 Missense_Mutation SNP G T 7 58 c.2345G>T c.(2344-2346)TGG>TTG p.W782L

Pat_15 Post-Resistance OR2F2 135948 37 7 143632858 143632858 Missense_Mutation SNP C T 45 259 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_15 Post-Resistance CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 44 138 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_15 Post-Resistance GIMAP8 155038 37 7 150171171 150171171 Missense_Mutation SNP C T 136 393 c.754C>T c.(754-756)CTT>TTT p.L252F

Pat_15 Post-Resistance NOS3 4846 37 7 150698472 150698472 Missense_Mutation SNP G A 44 184 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_15 Post-Resistance PAXIP1 22976 37 7 154774994 154774994 Missense_Mutation SNP C A 24 87 c.373G>T c.(373-375)GGG>TGG p.G125W

Pat_15 Post-Resistance SPAG11B 10407 37 8 7320378 7320378 Missense_Mutation SNP G A 78 419 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_15 Post-Resistance STC1 6781 37 8 23708930 23708930 Missense_Mutation SNP C T 141 318 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_15 Post-Resistance ADAMDEC1 27299 37 8 24251634 24251634 Missense_Mutation SNP G A 24 220 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_15 Post-Resistance ZNF703 80139 37 8 37556061 37556061 Missense_Mutation SNP T C 3 129 c.1642T>C c.(1642-1644)TAT>CAT p.Y548H

Pat_15 Post-Resistance ADAM18 8749 37 8 39537690 39537690 Missense_Mutation SNP C T 13 139 c.1766C>T c.(1765-1767)TCA>TTA p.S589L

Pat_15 Post-Resistance SGK196 84197 37 8 42958806 42958806 Missense_Mutation SNP G T 5 624 c.115G>T c.(115-117)GAC>TAC p.D39Y

Pat_15 Post-Resistance NSMAF 8439 37 8 59496726 59496726 Missense_Mutation SNP C G 4 455 c.2693G>C c.(2692-2694)TGT>TCT p.C898S

Pat_15 Post-Resistance DCAF4L2 138009 37 8 88886025 88886025 Missense_Mutation SNP C T 71 198 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_15 Post-Resistance NECAB1 64168 37 8 91893351 91893351 Missense_Mutation SNP C A 3 39 c.350C>A c.(349-351)ACA>AAA p.T117K

Pat_15 Post-Resistance HRSP12 10247 37 8 99116755 99116755 Missense_Mutation SNP G A 69 243 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_15 Post-Resistance GRHL2 79977 37 8 102643916 102643916 Missense_Mutation SNP G A 31 121 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_15 Post-Resistance SNTB1 6641 37 8 121823920 121823920 Missense_Mutation SNP G A 5 235 c.164C>T c.(163-165)GCG>GTG p.A55V

Pat_15 Post-Resistance FAM135B 51059 37 8 139163688 139163688 Missense_Mutation SNP C T 21 141 c.3030G>A c.(3028-3030)ATG>ATA p.M1010I

Pat_15 Post-Resistance BAI1 575 37 8 143603440 143603440 Missense_Mutation SNP C T 4 181 c.3139C>T c.(3139-3141)CGC>TGC p.R1047C

Pat_15 Post-Resistance ZNF250 58500 37 8 146107447 146107447 Missense_Mutation SNP C T 5 251 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_15 Post-Resistance FAM122A 116224 37 9 71395823 71395823 Missense_Mutation SNP G A 5 775 c.743G>A c.(742-744)AGC>AAC p.S248N

Pat_15 Post-Resistance APBA1 320 37 9 72131644 72131644 Missense_Mutation SNP C T 15 71 c.483G>A c.(481-483)ATG>ATA p.M161I

Pat_15 Post-Resistance PCSK5 5125 37 9 78601135 78601136 Missense_Mutation DNP CC TT 87 313 c.385_386CC>TT c.(385-387)CCC>TTC p.P129F

Pat_15 Post-Resistance SLC35D2 11046 37 9 99113404 99113404 Missense_Mutation SNP C T 4 345 c.469G>A c.(469-471)GGG>AGG p.G157R

Pat_15 Post-Resistance OR1L4 254973 37 9 125487162 125487162 Missense_Mutation SNP G A 20 151 c.894G>A c.(892-894)ATG>ATA p.M298I

Pat_15 Post-Resistance LRSAM1 90678 37 9 130241662 130241662 Nonsense_Mutation SNP G T 5 303 c.781G>T c.(781-783)GAA>TAA p.E261*

Pat_15 Post-Resistance IER5L 389792 37 9 131939665 131939665 Missense_Mutation SNP G A 20 26 c.667C>T c.(667-669)CCG>TCG p.P223S

Pat_15 Post-Resistance LAMC3 10319 37 9 133907487 133907487 Missense_Mutation SNP G A 74 418 c.734G>A c.(733-735)GGG>GAG p.G245E

Pat_15 Post-Resistance COL5A1 1289 37 9 137701066 137701066 Missense_Mutation SNP G A 7 25 c.3404G>A c.(3403-3405)GGT>GAT p.G1135D

Pat_15 Post-Resistance NELF 26012 37 9 140343925 140343925 Missense_Mutation SNP G A 5 184 c.1514C>T c.(1513-1515)ACG>ATG p.T505M



Pat_15 Post-Resistance IL3RA 3563 37 X 1497566 1497566 Missense_Mutation SNP G A 12 112 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_15 Post-Resistance MXRA5 25878 37 X 3240542 3240542 Missense_Mutation SNP C T 109 272 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_15 Post-Resistance FAM9B 171483 37 X 8995964 8995964 Missense_Mutation SNP C T 43 310 c.437G>A c.(436-438)AGT>AAT p.S146N

Pat_15 Post-Resistance MAGEB1 4112 37 X 30269273 30269273 Nonsense_Mutation SNP G A 14 75 c.663G>A c.(661-663)TGG>TGA p.W221*

Pat_15 Post-Resistance RPGR 6103 37 X 38146469 38146469 Missense_Mutation SNP C T 14 74 c.1783G>A c.(1783-1785)GAT>AAT p.D595N

Pat_15 Post-Resistance RBM10 8241 37 X 47032530 47032530 Missense_Mutation SNP C T 4 295 c.436C>T c.(436-438)CGT>TGT p.R146C

Pat_15 Post-Resistance SSX5 6758 37 X 48051681 48051681 Missense_Mutation SNP C T 226 540 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_15 Post-Resistance TBC1D25 4943 37 X 48417570 48417570 Nonsense_Mutation SNP C T 28 159 c.541C>T c.(541-543)CAA>TAA p.Q181*

Pat_15 Post-Resistance HDAC6 10013 37 X 48664806 48664806 Missense_Mutation SNP C A 5 287 c.469C>A c.(469-471)CAG>AAG p.Q157K

Pat_15 Post-Resistance FOXP3 50943 37 X 49113925 49113925 Missense_Mutation SNP G A 20 151 c.413C>T c.(412-414)ACT>ATT p.T138I

Pat_15 Post-Resistance DGKK 139189 37 X 50121099 50121099 Missense_Mutation SNP G A 86 306 c.3109C>T c.(3109-3111)CGG>TGG p.R1037W

Pat_15 Post-Resistance BMP15 9210 37 X 50659560 50659560 Missense_Mutation SNP T C 120 394 c.1132T>C c.(1132-1134)TAC>CAC p.Y378H

Pat_15 Post-Resistance SPANXN5 494197 37 X 52826389 52826389 Splice_Site SNP G A 100 374 c.1_splice c.e1-1 p.M1_splice

Pat_15 Post-Resistance IQSEC2 23096 37 X 53279908 53279908 Missense_Mutation SNP C T 5 126 c.1850G>A c.(1849-1851)CGC>CAC p.R617H

Pat_15 Post-Resistance NHSL2 340527 37 X 71359877 71359877 Missense_Mutation SNP G A 15 91 c.2479G>A c.(2479-2481)GAC>AAC p.D827N

Pat_15 Post-Resistance RPS6KA6 27330 37 X 83319404 83319404 Missense_Mutation SNP T C 18 99 c.2119A>G c.(2119-2121)ATG>GTG p.M707V

Pat_15 Post-Resistance BTK 695 37 X 100617183 100617183 Missense_Mutation SNP G A 5 436 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_15 Post-Resistance MORF4L2 9643 37 X 102931453 102931453 Nonsense_Mutation SNP G T 5 459 c.503C>A c.(502-504)TCG>TAG p.S168*

Pat_15 Post-Resistance TEX13A 56157 37 X 104463861 104463861 Missense_Mutation SNP A G 3 233 c.1015T>C c.(1015-1017)TTT>CTT p.F339L

Pat_15 Post-Resistance NRK 203447 37 X 105150405 105150405 Splice_Site SNP A G 2 32 c.846_splice c.e11-2 p.W282_splice

Pat_15 Post-Resistance CLDN2 9075 37 X 106171813 106171813 Missense_Mutation SNP G A 5 375 c.355G>A c.(355-357)GTA>ATA p.V119I

Pat_15 Post-Resistance WDR44 54521 37 X 117566799 117566799 Missense_Mutation SNP G A 86 654 c.1793G>A c.(1792-1794)CGG>CAG p.R598Q

Pat_15 Post-Resistance AKAP14 158798 37 X 119048663 119048663 Missense_Mutation SNP A T 19 115 c.263A>T c.(262-264)AAG>ATG p.K88M

Pat_15 Post-Resistance UTP14A 10813 37 X 129041393 129041393 Missense_Mutation SNP A G 32 242 c.77A>G c.(76-78)TAC>TGC p.Y26C

Pat_15 Post-Resistance RBMX2 51634 37 X 129546533 129546533 Missense_Mutation SNP C T 34 214 c.680C>T c.(679-681)TCC>TTC p.S227F

Pat_15 Post-Resistance MBNL3 55796 37 X 131526325 131526325 Missense_Mutation SNP G A 4 226 c.380C>T c.(379-381)CCT>CTT p.P127L

Pat_15 Post-Resistance GPC3 2719 37 X 132670264 132670265 Nonsense_Mutation DNP GG TA 85 306 c.1630_1631CC>TAc.(1630-1632)CCG>TAG p.P544*

Pat_15 Post-Resistance BRS3 680 37 X 135572476 135572476 Missense_Mutation SNP C T 18 146 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_15 Post-Resistance FGF13 2258 37 X 137715099 137715099 Missense_Mutation SNP C T 64 349 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_15 Post-Resistance MAGEA3 4102 37 X 151935794 151935794 Nonsense_Mutation SNP G A 203 447 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_15 Post-Resistance SPRY3 10251 37 X 155004072 155004072 Missense_Mutation SNP G A 67 495 c.539G>A c.(538-540)AGC>AAC p.S180N

Pat_15 Post-Resistance SPRY3 10251 37 X 155004080 155004080 Missense_Mutation SNP G C 62 486 c.547G>C c.(547-549)GAT>CAT p.D183H

Pat_26 Pre-Treatment CCNL2 81669 37 1 1326156 1326156 Missense_Mutation SNP C T 6 363 c.749G>A c.(748-750)CGG>CAG p.R250Q

Pat_26 Pre-Treatment NADK 65220 37 1 1687996 1687996 Missense_Mutation SNP C T 4 168 c.445G>A c.(445-447)GCC>ACC p.A149T

Pat_26 Pre-Treatment CHD5 26038 37 1 6208967 6208967 Missense_Mutation SNP T A 153 246 c.1330A>T c.(1330-1332)AAC>TAC p.N444Y

Pat_26 Pre-Treatment RPL22 6146 37 1 6253023 6253023 Missense_Mutation SNP A G 69 155 c.209T>C c.(208-210)ATC>ACC p.I70T

Pat_26 Pre-Treatment CLSTN1 22883 37 1 9804587 9804587 Missense_Mutation SNP C T 60 99 c.1100G>A c.(1099-1101)GGC>GAC p.G367D

Pat_26 Pre-Treatment CLCN6 1185 37 1 11896071 11896071 Missense_Mutation SNP C T 4 185 c.1841C>T c.(1840-1842)CCG>CTG p.P614L

Pat_26 Pre-Treatment PRAMEF12 390999 37 1 12835134 12835134 Missense_Mutation SNP G A 63 118 c.124G>A c.(124-126)GAG>AAG p.E42K

Pat_26 Pre-Treatment RSC1A1 6248 37 1 15988098 15988098 Missense_Mutation SNP C T 6 579 c.1735C>T c.(1735-1737)CGC>TGC p.R579C

Pat_26 Pre-Treatment CLCNKB 1188 37 1 16372179 16372179 Missense_Mutation SNP G A 4 173 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_26 Pre-Treatment CLCNKB 1188 37 1 16382951 16382951 Missense_Mutation SNP C T 219 511 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_26 Pre-Treatment HTR6 3362 37 1 20005079 20005079 Missense_Mutation SNP C T 69 127 c.734C>T c.(733-735)CCA>CTA p.P245L

Pat_26 Pre-Treatment RAP1GAP 5909 37 1 21924548 21924548 Missense_Mutation SNP C T 4 43 c.1889G>A c.(1888-1890)CGA>CAA p.R630Q

Pat_26 Pre-Treatment HSPG2 3339 37 1 22166016 22166016 Missense_Mutation SNP G A 68 87 c.9737C>T c.(9736-9738)TCC>TTC p.S3246F

Pat_26 Pre-Treatment HSPG2 3339 37 1 22201165 22201165 Missense_Mutation SNP G A 4 63 c.3472C>T c.(3472-3474)CGC>TGC p.R1158C

Pat_26 Pre-Treatment HSPG2 3339 37 1 22207917 22207917 Missense_Mutation SNP T C 243 424 c.1733A>G c.(1732-1734)CAC>CGC p.H578R



Pat_26 Pre-Treatment WDTC1 23038 37 1 27627806 27627806 Missense_Mutation SNP G A 5 276 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_26 Pre-Treatment MAP3K6 9064 37 1 27690481 27690481 Missense_Mutation SNP C T 4 118 c.791G>A c.(790-792)CGG>CAG p.R264Q

Pat_26 Pre-Treatment GMEB1 10691 37 1 29019522 29019522 Nonsense_Mutation SNP G A 81 162 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_26 Pre-Treatment GMEB1 10691 37 1 29029024 29029024 Missense_Mutation SNP G A 4 165 c.703G>A c.(703-705)GCT>ACT p.A235T

Pat_26 Pre-Treatment ZBTB8A 653121 37 1 33065841 33065841 Missense_Mutation SNP G A 3 22 c.1147G>A c.(1147-1149)GCT>ACT p.A383T

Pat_26 Pre-Treatment KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 4 59 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_26 Pre-Treatment ZSWIM5 57643 37 1 45485767 45485767 Missense_Mutation SNP C T 5 153 c.2666G>A c.(2665-2667)CGA>CAA p.R889Q

Pat_26 Pre-Treatment ZSWIM5 57643 37 1 45500051 45500051 Nonsense_Mutation SNP C T 158 295 c.2382G>A c.(2380-2382)TGG>TGA p.W794*

Pat_26 Pre-Treatment CYP4A11 1579 37 1 47399864 47399864 Missense_Mutation SNP C T 35 53 c.1072G>A c.(1072-1074)GGA>AGA p.G358R

Pat_26 Pre-Treatment TAL1 6886 37 1 47691430 47691430 Missense_Mutation SNP G A 3 24 c.131C>T c.(130-132)GCG>GTG p.A44V

Pat_26 Pre-Treatment CYB5RL 606495 37 1 54653410 54653411 Missense_Mutation DNP CC TT 24 101 c.349_350GG>AA c.(349-351)GGG>AAG p.G117K

Pat_26 Pre-Treatment KANK4 163782 37 1 62739144 62739145 Missense_Mutation DNP CC TT 29 78 c.1631_1632GG>AAc.(1630-1632)GGG>GAA p.G544E

Pat_26 Pre-Treatment LEPR 3953 37 1 66075751 66075751 Nonsense_Mutation SNP G A 117 190 c.1874G>A c.(1873-1875)TGG>TAG p.W625*

Pat_26 Pre-Treatment C1orf173 127254 37 1 75055569 75055569 Missense_Mutation SNP T G 57 91 c.1922A>C c.(1921-1923)GAA>GCA p.E641A

Pat_26 Pre-Treatment CLCA4 22802 37 1 87025931 87025931 Missense_Mutation SNP G A 126 183 c.338G>A c.(337-339)AGA>AAA p.R113K

Pat_26 Pre-Treatment CCBL2 56267 37 1 89420900 89420900 Missense_Mutation SNP G A 51 82 c.796C>T c.(796-798)CCA>TCA p.P266S

Pat_26 Pre-Treatment DBT 1629 37 1 100715333 100715334 Missense_Mutation DNP CC TT 130 262 c.43_44GG>AA c.(43-45)GGG>AAG p.G15K

Pat_26 Pre-Treatment COL11A1 1301 37 1 103488309 103488309 Missense_Mutation SNP T C 69 92 c.1234A>G c.(1234-1236)ACA>GCA p.T412A

Pat_26 Pre-Treatment EPS8L3 79574 37 1 110301230 110301230 Missense_Mutation SNP C T 31 72 c.517G>A c.(517-519)GAA>AAA p.E173K

Pat_26 Pre-Treatment CHIA 27159 37 1 111862000 111862000 Missense_Mutation SNP G A 24 82 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_26 Pre-Treatment NBPF7 343505 37 1 120381953 120381953 Missense_Mutation SNP T C 7 420 c.692A>G c.(691-693)TAT>TGT p.Y231C

Pat_26 Pre-Treatment C1orf51 148523 37 1 150255843 150255843 Missense_Mutation SNP C T 7 541 c.166C>T c.(166-168)CGG>TGG p.R56W

Pat_26 Pre-Treatment SETDB1 9869 37 1 150933578 150933578 Missense_Mutation SNP G A 4 190 c.3040G>A c.(3040-3042)GCT>ACT p.A1014T

Pat_26 Pre-Treatment TCHHL1 126637 37 1 152058977 152058977 Missense_Mutation SNP C T 71 162 c.1181G>A c.(1180-1182)AGG>AAG p.R394K

Pat_26 Pre-Treatment TCHH 7062 37 1 152084545 152084546 Missense_Mutation DNP AG TC 4 68 c.1147_1148CT>GAc.(1147-1149)CTG>GAG p.L383E

Pat_26 Pre-Treatment HRNR 388697 37 1 152188190 152188191 Missense_Mutation DNP CC TT 46 789 c.5914_5915GG>AAc.(5914-5916)GGG>AAG p.G1972K

Pat_26 Pre-Treatment IVL 3713 37 1 152882733 152882733 Missense_Mutation SNP G A 15 31 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_26 Pre-Treatment SHC1 6464 37 1 154941887 154941887 Missense_Mutation SNP G A 4 160 c.533C>T c.(532-534)GCC>GTC p.A178V

Pat_26 Pre-Treatment PKLR 5313 37 1 155264330 155264330 Missense_Mutation SNP G A 4 167 c.908C>T c.(907-909)CCG>CTG p.P303L

Pat_26 Pre-Treatment UBQLN4 56893 37 1 156023426 156023426 Missense_Mutation SNP T C 44 58 c.67A>G c.(67-69)AAG>GAG p.K23E

Pat_26 Pre-Treatment SLC25A44 9673 37 1 156177775 156177775 Missense_Mutation SNP C T 61 141 c.724C>T c.(724-726)CCC>TCC p.P242S

Pat_26 Pre-Treatment IQGAP3 128239 37 1 156526371 156526371 Missense_Mutation SNP G A 35 100 c.1244C>T c.(1243-1245)TCG>TTG p.S415L

Pat_26 Pre-Treatment OR10K1 391109 37 1 158435545 158435545 Missense_Mutation SNP T C 124 203 c.194T>C c.(193-195)ATC>ACC p.I65T

Pat_26 Pre-Treatment SPTA1 6708 37 1 158637692 158637692 Missense_Mutation SNP A G 9 41 c.1994T>C c.(1993-1995)GTT>GCT p.V665A

Pat_26 Pre-Treatment SLAMF9 89886 37 1 159922273 159922273 Missense_Mutation SNP C T 155 338 c.443G>A c.(442-444)GGT>GAT p.G148D

Pat_26 Pre-Treatment FAM5B 57795 37 1 177249624 177249624 Missense_Mutation SNP G A 46 76 c.1312G>A c.(1312-1314)GAA>AAA p.E438K

Pat_26 Pre-Treatment PLA2G4A 5321 37 1 186919851 186919851 Missense_Mutation SNP G A 4 173 c.1327G>A c.(1327-1329)GAA>AAA p.E443K

Pat_26 Pre-Treatment B3GALT2 8707 37 1 193149624 193149624 Missense_Mutation SNP G A 4 151 c.1069C>T c.(1069-1071)CCC>TCC p.P357S

Pat_26 Pre-Treatment ASPM 259266 37 1 197101477 197101477 Missense_Mutation SNP G A 4 186 c.2425C>T c.(2425-2427)CGT>TGT p.R809C

Pat_26 Pre-Treatment PLEKHA6 22874 37 1 204214787 204214787 Missense_Mutation SNP C T 93 153 c.1988G>A c.(1987-1989)AGG>AAG p.R663K

Pat_26 Pre-Treatment LRRN2 10446 37 1 204588452 204588452 Missense_Mutation SNP C T 55 99 c.669G>A c.(667-669)ATG>ATA p.M223I

Pat_26 Pre-Treatment LGTN 1939 37 1 206784591 206784591 Missense_Mutation SNP C T 4 160 c.193G>A c.(193-195)GTG>ATG p.V65M

Pat_26 Pre-Treatment CR2 1380 37 1 207642243 207642243 Missense_Mutation SNP G A 28 42 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_26 Pre-Treatment KCNH1 3756 37 1 210857201 210857201 Missense_Mutation SNP C T 4 174 c.2392G>A c.(2392-2394)GTA>ATA p.V798I

Pat_26 Pre-Treatment USH2A 7399 37 1 216373318 216373318 Missense_Mutation SNP T G 82 114 c.3462A>C c.(3460-3462)TTA>TTC p.L1154F

Pat_26 Pre-Treatment IARS2 55699 37 1 220287738 220287738 Missense_Mutation SNP G T 139 234 c.1562G>T c.(1561-1563)TGT>TTT p.C521F

Pat_26 Pre-Treatment TP53BP2 7159 37 1 223986100 223986100 Missense_Mutation SNP G A 5 348 c.1765C>T c.(1765-1767)CGG>TGG p.R589W



Pat_26 Pre-Treatment CDC42BPA 8476 37 1 227387267 227387267 Missense_Mutation SNP G C 4 120 c.441C>G c.(439-441)GAC>GAG p.D147E

Pat_26 Pre-Treatment GJC2 57165 37 1 228346181 228346181 Missense_Mutation SNP C T 6 437 c.722C>T c.(721-723)CCG>CTG p.P241L

Pat_26 Pre-Treatment OBSCN 84033 37 1 228556579 228556579 Missense_Mutation SNP G A 5 316 c.19924G>A c.(19924-19926)GAA>AAA p.E6642K

Pat_26 Pre-Treatment OBSCN 84033 37 1 228557898 228557898 Missense_Mutation SNP C T 4 167 c.20125C>T c.(20125-20127)CGG>TGG p.R6709W

Pat_26 Pre-Treatment ACTN2 88 37 1 236911034 236911034 Nonsense_Mutation SNP C T 37 57 c.1474C>T c.(1474-1476)CGA>TGA p.R492*

Pat_26 Pre-Treatment FMN2 56776 37 1 240370570 240370570 Missense_Mutation SNP G A 5 186 c.2458G>A c.(2458-2460)GCT>ACT p.A820T

Pat_26 Pre-Treatment CNST 163882 37 1 246810825 246810825 Missense_Mutation SNP G A 9 635 c.1322G>A c.(1321-1323)CGT>CAT p.R441H

Pat_26 Pre-Treatment TUBB8 347688 37 10 93674 93674 Missense_Mutation SNP G C 3 91 c.658C>G c.(658-660)CCC>GCC p.P220A

Pat_26 Pre-Treatment IL2RA 3559 37 10 6066213 6066213 Missense_Mutation SNP G A 51 69 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_26 Pre-Treatment RBM17 84991 37 10 6143307 6143307 Missense_Mutation SNP G A 4 165 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_26 Pre-Treatment ITIH5 80760 37 10 7608059 7608059 Nonsense_Mutation SNP G A 4 184 c.2461C>T c.(2461-2463)CGA>TGA p.R821*

Pat_26 Pre-Treatment KIAA1217 56243 37 10 24762599 24762599 Missense_Mutation SNP G A 4 185 c.1289G>A c.(1288-1290)CGG>CAG p.R430Q

Pat_26 Pre-Treatment KIAA1217 56243 37 10 24822108 24822108 Missense_Mutation SNP C T 48 113 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_26 Pre-Treatment GPR158 57512 37 10 25701332 25701332 Missense_Mutation SNP C T 163 407 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_26 Pre-Treatment KIAA1462 57608 37 10 30318160 30318160 Missense_Mutation SNP C T 78 163 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_26 Pre-Treatment PARD3 56288 37 10 34671581 34671581 Missense_Mutation SNP C T 4 124 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_26 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 15 141 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_26 Pre-Treatment ANKRD30A 91074 37 10 37430910 37430910 Missense_Mutation SNP C T 5 163 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_26 Pre-Treatment ZNF248 57209 37 10 38120643 38120643 Missense_Mutation SNP G A 80 137 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_26 Pre-Treatment RBP3 5949 37 10 48388771 48388771 Missense_Mutation SNP G A 51 90 c.2107C>T c.(2107-2109)CAC>TAC p.H703Y

Pat_26 Pre-Treatment RBP3 5949 37 10 48389305 48389305 Missense_Mutation SNP C T 21 59 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_26 Pre-Treatment RBP3 5949 37 10 48389757 48389757 Missense_Mutation SNP G A 37 98 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_26 Pre-Treatment ANK3 288 37 10 61898789 61898789 Missense_Mutation SNP C T 84 136 c.2671G>A c.(2671-2673)GAA>AAA p.E891K

Pat_26 Pre-Treatment ANK3 288 37 10 61941146 61941146 Nonsense_Mutation SNP G A 92 190 c.2125C>T c.(2125-2127)CGA>TGA p.R709*

Pat_26 Pre-Treatment RHOBTB1 9886 37 10 62645968 62645968 Missense_Mutation SNP C A 4 163 c.1477G>T c.(1477-1479)GAT>TAT p.D493Y

Pat_26 Pre-Treatment LRRTM3 347731 37 10 68687639 68687640 Missense_Mutation DNP CC TT 24 58 c.965_966CC>TT c.(964-966)TCC>TTT p.S322F

Pat_26 Pre-Treatment STOX1 219736 37 10 70644422 70644422 Missense_Mutation SNP C G 81 167 c.870C>G c.(868-870)CAC>CAG p.H290Q

Pat_26 Pre-Treatment SEC24C 9632 37 10 75519901 75519901 Nonsense_Mutation SNP C T 114 259 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_26 Pre-Treatment MMRN2 79812 37 10 88703034 88703034 Missense_Mutation SNP C T 5 261 c.1507G>A c.(1507-1509)GTC>ATC p.V503I

Pat_26 Pre-Treatment FAM35A 54537 37 10 88917886 88917886 Missense_Mutation SNP G A 4 92 c.1607G>A c.(1606-1608)AGT>AAT p.S536N

Pat_26 Pre-Treatment PIPSL 266971 37 10 95719536 95719536 Missense_Mutation SNP C T 54 115 c.1618G>A c.(1618-1620)GAT>AAT p.D540N

Pat_26 Pre-Treatment PLCE1 51196 37 10 96076413 96076413 Missense_Mutation SNP A G 18 39 c.6242A>G c.(6241-6243)CAG>CGG p.Q2081R

Pat_26 Pre-Treatment CYP2C19 1557 37 10 96609752 96609752 Missense_Mutation SNP C T 101 180 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_26 Pre-Treatment LOXL4 84171 37 10 100016625 100016625 Missense_Mutation SNP C T 5 252 c.1340G>A c.(1339-1341)GGG>GAG p.G447E

Pat_26 Pre-Treatment GBF1 8729 37 10 104126216 104126216 Missense_Mutation SNP G A 4 157 c.2383G>A c.(2383-2385)GCA>ACA p.A795T

Pat_26 Pre-Treatment C10orf26 54838 37 10 104557799 104557799 Missense_Mutation SNP C A 6 249 c.77C>A c.(76-78)ACA>AAA p.T26K

Pat_26 Pre-Treatment C10orf79 80217 37 10 105890056 105890056 Missense_Mutation SNP T G 55 120 c.4839A>C c.(4837-4839)AAA>AAC p.K1613N

Pat_26 Pre-Treatment AFAP1L2 84632 37 10 116068248 116068248 Missense_Mutation SNP G A 130 137 c.911C>T c.(910-912)GCT>GTT p.A304V

Pat_26 Pre-Treatment KCNK18 338567 37 10 118957156 118957156 Missense_Mutation SNP G A 4 140 c.157G>A c.(157-159)GCA>ACA p.A53T

Pat_26 Pre-Treatment TACC2 10579 37 10 123988957 123988957 Missense_Mutation SNP G A 243 593 c.7993G>A c.(7993-7995)GAC>AAC p.D2665N

Pat_26 Pre-Treatment DMBT1 1755 37 10 124350190 124350190 Missense_Mutation SNP C T 270 405 c.2117C>T c.(2116-2118)TCC>TTC p.S706F

Pat_26 Pre-Treatment CUZD1 50624 37 10 124595694 124595694 Missense_Mutation SNP C A 88 209 c.990G>T c.(988-990)AAG>AAT p.K330N

Pat_26 Pre-Treatment C10orf90 118611 37 10 128193393 128193393 Nonsense_Mutation SNP C A 45 140 c.376G>T c.(376-378)GAG>TAG p.E126*

Pat_26 Pre-Treatment PWWP2B 170394 37 10 134218351 134218351 Missense_Mutation SNP C T 4 114 c.347C>T c.(346-348)CCG>CTG p.P116L

Pat_26 Pre-Treatment KNDC1 85442 37 10 135013019 135013019 Missense_Mutation SNP C T 56 205 c.2816C>T c.(2815-2817)TCC>TTC p.S939F

Pat_26 Pre-Treatment ADAM8 101 37 10 135085316 135085316 Missense_Mutation SNP C T 4 178 c.983G>A c.(982-984)AGC>AAC p.S328N

Pat_26 Pre-Treatment SYCE1 93426 37 10 135369530 135369530 Missense_Mutation SNP C T 79 216 c.550G>A c.(550-552)GAG>AAG p.E184K



Pat_26 Pre-Treatment OSBPL5 114879 37 11 3129158 3129158 Missense_Mutation SNP C T 4 120 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_26 Pre-Treatment OR51Q1 390061 37 11 5444196 5444196 Missense_Mutation SNP C T 67 209 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_26 Pre-Treatment OR56A5 390084 37 11 5988988 5988988 Missense_Mutation SNP G A 7 8 c.737C>T c.(736-738)TCC>TTC p.S246F

Pat_26 Pre-Treatment OR52L1 338751 37 11 6008061 6008061 Missense_Mutation SNP C T 14 27 c.100G>A c.(100-102)GGG>AGG p.G34R

Pat_26 Pre-Treatment ZNF214 7761 37 11 7021649 7021649 Missense_Mutation SNP C T 54 81 c.1265G>A c.(1264-1266)GGC>GAC p.G422D

Pat_26 Pre-Treatment RBMXL2 27288 37 11 7111168 7111168 Missense_Mutation SNP C T 69 92 c.817C>T c.(817-819)CAT>TAT p.H273Y

Pat_26 Pre-Treatment NRIP3 56675 37 11 9007284 9007284 Missense_Mutation SNP C T 4 182 c.536G>A c.(535-537)CGC>CAC p.R179H

Pat_26 Pre-Treatment SCUBE2 57758 37 11 9049060 9049060 Missense_Mutation SNP G A 52 69 c.2465C>T c.(2464-2466)TCC>TTC p.S822F

Pat_26 Pre-Treatment DENND5A 23258 37 11 9228225 9228225 Missense_Mutation SNP C T 7 366 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_26 Pre-Treatment CSNK2A1P 283106 37 11 11373631 11373631 Missense_Mutation SNP C T 4 189 c.1036G>A c.(1036-1038)GTC>ATC p.V346I

Pat_26 Pre-Treatment MICALCL 84953 37 11 12316354 12316354 Missense_Mutation SNP C T 3 11 c.1376C>T c.(1375-1377)CCT>CTT p.P459L

Pat_26 Pre-Treatment ARNTL 406 37 11 13397274 13397275 Missense_Mutation DNP AG TA 27 59 c.1290_1291AG>TAc.(1288-1293)GAAGTA>GATATAp.430_431EV>DI

Pat_26 Pre-Treatment LDHA 3939 37 11 18426998 18426998 Missense_Mutation SNP C T 4 142 c.713C>T c.(712-714)GCT>GTT p.A238V

Pat_26 Pre-Treatment PRMT3 10196 37 11 20529860 20529861 Nonsense_Mutation DNP GA TT 30 49 c.1497_1498GA>TTc.(1495-1500)TTGAAA>TTTTAAp.499_500LK>F*

Pat_26 Pre-Treatment SLC6A5 9152 37 11 20649627 20649627 Nonsense_Mutation SNP C A 4 132 c.1497C>A c.(1495-1497)TAC>TAA p.Y499*

Pat_26 Pre-Treatment CHST1 8534 37 11 45671392 45671392 Missense_Mutation SNP C T 4 132 c.1082G>A c.(1081-1083)CGC>CAC p.R361H

Pat_26 Pre-Treatment MAPK8IP1 9479 37 11 45925556 45925556 Missense_Mutation SNP G A 155 372 c.1510G>A c.(1510-1512)GAA>AAA p.E504K

Pat_26 Pre-Treatment GYLTL1B 120071 37 11 45949470 45949470 Splice_Site SNP G A 56 72 c.1605_splice c.e12-1 p.R535_splice

Pat_26 Pre-Treatment FOLH1 2346 37 11 49175447 49175447 Missense_Mutation SNP C T 42 82 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_26 Pre-Treatment OR4A15 81328 37 11 55136144 55136144 Missense_Mutation SNP G A 31 51 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_26 Pre-Treatment P2RX3 5024 37 11 57137381 57137381 Missense_Mutation SNP G A 5 190 c.1105G>A c.(1105-1107)GCG>ACG p.A369T

Pat_26 Pre-Treatment CTNND1 1500 37 11 57572210 57572210 Missense_Mutation SNP C A 4 139 c.1680C>A c.(1678-1680)TTC>TTA p.F560L

Pat_26 Pre-Treatment OR5B3 441608 37 11 58170239 58170239 Missense_Mutation SNP G A 19 18 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_26 Pre-Treatment MS4A4A 51338 37 11 60064709 60064709 Missense_Mutation SNP G A 60 114 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_26 Pre-Treatment TMEM132A 54972 37 11 60702845 60702845 Missense_Mutation SNP G A 5 76 c.1958G>A c.(1957-1959)CGG>CAG p.R653Q

Pat_26 Pre-Treatment RPLP0P2 113157 37 11 61404326 61404326 Missense_Mutation SNP G A 4 162 c.175G>A c.(175-177)GCC>ACC p.A59T

Pat_26 Pre-Treatment FADS2 9415 37 11 61608002 61608002 Missense_Mutation SNP A C 159 170 c.515A>C c.(514-516)CAG>CCG p.Q172P

Pat_26 Pre-Treatment INCENP 3619 37 11 61897748 61897748 Missense_Mutation SNP C T 5 171 c.749C>T c.(748-750)ACG>ATG p.T250M

Pat_26 Pre-Treatment EML3 256364 37 11 62374475 62374475 Missense_Mutation SNP G A 4 135 c.1459C>T c.(1459-1461)CGG>TGG p.R487W

Pat_26 Pre-Treatment GPR137 56834 37 11 64054028 64054028 Missense_Mutation SNP C T 5 250 c.32C>T c.(31-33)GCT>GTT p.A11V

Pat_26 Pre-Treatment CDC42BPG 55561 37 11 64596984 64596984 Missense_Mutation SNP C T 4 58 c.3926G>A c.(3925-3927)CGT>CAT p.R1309H

Pat_26 Pre-Treatment SIPA1 6494 37 11 65413346 65413346 Missense_Mutation SNP C G 64 234 c.1181C>G c.(1180-1182)TCC>TGC p.S394C

Pat_26 Pre-Treatment KLC2 64837 37 11 66030347 66030347 Missense_Mutation SNP C T 208 380 c.592C>T c.(592-594)CTC>TTC p.L198F

Pat_26 Pre-Treatment CCS 9973 37 11 66373047 66373047 Missense_Mutation SNP G A 30 63 c.655G>A c.(655-657)GGG>AGG p.G219R

Pat_26 Pre-Treatment FGF19 9965 37 11 69518121 69518121 Missense_Mutation SNP T C 27 30 c.244A>G c.(244-246)ATC>GTC p.I82V

Pat_26 Pre-Treatment SHANK2 22941 37 11 70319273 70319273 Missense_Mutation SNP C T 87 162 c.5251G>A c.(5251-5253)GAT>AAT p.D1751N

Pat_26 Pre-Treatment INPPL1 3636 37 11 71946922 71946922 Missense_Mutation SNP C T 114 143 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_26 Pre-Treatment ARAP1 116985 37 11 72424274 72424274 Missense_Mutation SNP C T 4 148 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_26 Pre-Treatment RELT 84957 37 11 73105710 73105710 Missense_Mutation SNP C T 56 50 c.977C>T c.(976-978)CCG>CTG p.P326L

Pat_26 Pre-Treatment C2CD3 26005 37 11 73803545 73803545 Missense_Mutation SNP G A 4 180 c.3433C>T c.(3433-3435)CGT>TGT p.R1145C

Pat_26 Pre-Treatment THRSP 7069 37 11 77775184 77775184 Missense_Mutation SNP G A 4 126 c.257G>A c.(256-258)GGC>GAC p.G86D

Pat_26 Pre-Treatment FAT3 120114 37 11 92615946 92615946 Missense_Mutation SNP G C 10 25 c.12324G>C c.(12322-12324)GAG>GAC p.E4108D

Pat_26 Pre-Treatment HEPHL1 341208 37 11 93797538 93797538 Nonsense_Mutation SNP C T 30 41 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_26 Pre-Treatment PDGFD 80310 37 11 103870789 103870789 Missense_Mutation SNP C T 37 82 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Pre-Treatment GRIA4 2893 37 11 105483095 105483096 Missense_Mutation DNP CC TT 51 111 c.181_182CC>TT c.(181-183)CCT>TTT p.P61F

Pat_26 Pre-Treatment FAM55A 120400 37 11 114393075 114393075 Missense_Mutation SNP G A 130 171 c.833C>T c.(832-834)CCT>CTT p.P278L

Pat_26 Pre-Treatment PHLDB1 23187 37 11 118498590 118498590 Missense_Mutation SNP C T 12 30 c.1051C>T c.(1051-1053)CGG>TGG p.R351W



Pat_26 Pre-Treatment USP2 9099 37 11 119243422 119243422 Missense_Mutation SNP C T 4 186 c.769G>A c.(769-771)GGC>AGC p.G257S

Pat_26 Pre-Treatment CCDC15 80071 37 11 124857827 124857827 Missense_Mutation SNP G T 10 451 c.1705G>T c.(1705-1707)GTT>TTT p.V569F

Pat_26 Pre-Treatment KCNJ5 3762 37 11 128781257 128781257 Missense_Mutation SNP G A 5 350 c.89G>A c.(88-90)CGC>CAC p.R30H

Pat_26 Pre-Treatment VPS26B 112936 37 11 134113147 134113147 Missense_Mutation SNP C T 4 156 c.680C>T c.(679-681)ACG>ATG p.T227M

Pat_26 Pre-Treatment GLB1L2 89944 37 11 134241034 134241034 Missense_Mutation SNP C T 6 192 c.1348C>T c.(1348-1350)CGG>TGG p.R450W

Pat_26 Pre-Treatment MLF2 8079 37 12 6861105 6861105 Missense_Mutation SNP G A 99 198 c.166C>T c.(166-168)CGC>TGC p.R56C

Pat_26 Pre-Treatment PHB2 11331 37 12 7079605 7079605 Nonsense_Mutation SNP G C 3 36 c.102C>G c.(100-102)TAC>TAG p.Y34*

Pat_26 Pre-Treatment GDF3 9573 37 12 7848090 7848090 Missense_Mutation SNP G A 8 140 c.235C>T c.(235-237)CGC>TGC p.R79C

Pat_26 Pre-Treatment DPPA3 359787 37 12 7864169 7864169 Missense_Mutation SNP G A 29 78 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Pre-Treatment CLEC4E 26253 37 12 8687260 8687260 Missense_Mutation SNP G A 26 48 c.634C>T c.(634-636)CCT>TCT p.P212S

Pat_26 Pre-Treatment A2M 2 37 12 9264799 9264799 Missense_Mutation SNP G A 46 70 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_26 Pre-Treatment PIK3C2G 5288 37 12 18552721 18552721 Missense_Mutation SNP C T 21 32 c.2132C>T c.(2131-2133)ACC>ATC p.T711I

Pat_26 Pre-Treatment SLCO1C1 53919 37 12 20874764 20874764 Missense_Mutation SNP C T 36 85 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_26 Pre-Treatment GYS2 2998 37 12 21712612 21712612 Missense_Mutation SNP C T 23 56 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_26 Pre-Treatment LRRK2 120892 37 12 40677921 40677921 Nonsense_Mutation SNP T G 22 19 c.2486T>G c.(2485-2487)TTA>TGA p.L829*

Pat_26 Pre-Treatment ADAMTS20 80070 37 12 43945044 43945044 Missense_Mutation SNP C T 17 45 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_26 Pre-Treatment IRAK4 51135 37 12 44165165 44165165 Missense_Mutation SNP C T 28 74 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_26 Pre-Treatment SFRS2IP 9169 37 12 46321745 46321745 Missense_Mutation SNP T A 46 91 c.1739A>T c.(1738-1740)AAT>ATT p.N580I

Pat_26 Pre-Treatment ADCY6 112 37 12 49164660 49164660 Missense_Mutation SNP C T 4 165 c.3145G>A c.(3145-3147)GAT>AAT p.D1049N

Pat_26 Pre-Treatment TROAP 10024 37 12 49724357 49724357 Missense_Mutation SNP G A 5 139 c.1729G>A c.(1729-1731)GTA>ATA p.V577I

Pat_26 Pre-Treatment KRT7 3855 37 12 52629068 52629068 Missense_Mutation SNP C G 3 109 c.454C>G c.(454-456)CTT>GTT p.L152V

Pat_26 Pre-Treatment KRT75 9119 37 12 52825359 52825359 Missense_Mutation SNP C T 77 159 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_26 Pre-Treatment KRT5 3852 37 12 52913836 52913836 Missense_Mutation SNP C T 5 339 c.245G>A c.(244-246)AGC>AAC p.S82N

Pat_26 Pre-Treatment KRT74 121391 37 12 52960769 52960769 Missense_Mutation SNP C T 182 251 c.1574G>A c.(1573-1575)AGG>AAG p.R525K

Pat_26 Pre-Treatment ITGB7 3695 37 12 53587011 53587011 Missense_Mutation SNP G A 6 169 c.1639C>T c.(1639-1641)CGC>TGC p.R547C

Pat_26 Pre-Treatment NEUROD4 58158 37 12 55420303 55420303 Missense_Mutation SNP C T 22 73 c.80C>T c.(79-81)TCC>TTC p.S27F

Pat_26 Pre-Treatment TMEM194A 23306 37 12 57466641 57466641 Missense_Mutation SNP C T 5 214 c.182G>A c.(181-183)CGT>CAT p.R61H

Pat_26 Pre-Treatment NAV3 89795 37 12 78400838 78400838 Missense_Mutation SNP C T 53 92 c.1520C>T c.(1519-1521)CCT>CTT p.P507L

Pat_26 Pre-Treatment ACSS3 79611 37 12 81528778 81528778 Missense_Mutation SNP G A 5 98 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_26 Pre-Treatment CEP290 80184 37 12 88453692 88453692 Missense_Mutation SNP G A 5 13 c.6628C>T c.(6628-6630)CGT>TGT p.R2210C

Pat_26 Pre-Treatment SLC17A8 246213 37 12 100813848 100813848 Missense_Mutation SNP G A 12 37 c.1681G>A c.(1681-1683)GAA>AAA p.E561K

Pat_26 Pre-Treatment ACACB 32 37 12 109675040 109675040 Missense_Mutation SNP G A 6 524 c.4517G>A c.(4516-4518)CGT>CAT p.R1506H

Pat_26 Pre-Treatment ACACB 32 37 12 109677677 109677677 Missense_Mutation SNP C T 4 132 c.4705C>T c.(4705-4707)CTC>TTC p.L1569F

Pat_26 Pre-Treatment KCTD10 83892 37 12 109889456 109889456 Missense_Mutation SNP G A 4 183 c.886C>T c.(886-888)CGC>TGC p.R296C

Pat_26 Pre-Treatment C12orf51 283450 37 12 112622629 112622629 Missense_Mutation SNP C T 4 161 c.8875G>A c.(8875-8877)GCC>ACC p.A2959T

Pat_26 Pre-Treatment C12orf51 283450 37 12 112673400 112673400 Missense_Mutation SNP G A 15 41 c.4367C>T c.(4366-4368)CCC>CTC p.P1456L

Pat_26 Pre-Treatment NOS1 4842 37 12 117655918 117655918 Missense_Mutation SNP C T 263 461 c.4222G>A c.(4222-4224)GAA>AAA p.E1408K

Pat_26 Pre-Treatment SRRM4 84530 37 12 119592047 119592047 Splice_Site SNP G A 3 22 c.1392_splice c.e12-1 p.R464_splice

Pat_26 Pre-Treatment DNAH10 196385 37 12 124416393 124416393 Missense_Mutation SNP G A 79 161 c.12773G>A c.(12772-12774)AGG>AAG p.R4258K

Pat_26 Pre-Treatment EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 178 285 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_26 Pre-Treatment TPTE2 93492 37 13 20010385 20010385 Missense_Mutation SNP C T 16 30 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_26 Pre-Treatment SPG20 23111 37 13 36909531 36909531 Missense_Mutation SNP G A 10 33 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_26 Pre-Treatment C13orf23 80209 37 13 39587324 39587324 Missense_Mutation SNP G A 4 159 c.2065C>T c.(2065-2067)CCC>TCC p.P689S

Pat_26 Pre-Treatment C13orf23 80209 37 13 39588230 39588230 Missense_Mutation SNP G A 4 160 c.1159C>T c.(1159-1161)CGG>TGG p.R387W

Pat_26 Pre-Treatment RCBTB2 1102 37 13 49077000 49077000 Missense_Mutation SNP G A 5 265 c.977C>T c.(976-978)ACG>ATG p.T326M

Pat_26 Pre-Treatment COL4A2 1284 37 13 111080895 111080895 Missense_Mutation SNP G A 54 81 c.442G>A c.(442-444)GGG>AGG p.G148R

Pat_26 Pre-Treatment POTEG 404785 37 14 19563496 19563496 Missense_Mutation SNP C G 6 394 c.1010C>G c.(1009-1011)TCT>TGT p.S337C



Pat_26 Pre-Treatment CHD8 57680 37 14 21873900 21873901 Missense_Mutation DNP CC TA 172 366 c.2193_2194GG>TAc.(2191-2196)GGGGAT>GGTAATp.D732N

Pat_26 Pre-Treatment MYH6 4624 37 14 23865496 23865496 Missense_Mutation SNP C T 6 489 c.2426G>A c.(2425-2427)CGC>CAC p.R809H

Pat_26 Pre-Treatment NYNRIN 57523 37 14 24877187 24877187 Missense_Mutation SNP G T 69 154 c.311G>T c.(310-312)TGG>TTG p.W104L

Pat_26 Pre-Treatment FOXG1 2290 37 14 29236526 29236526 Missense_Mutation SNP C T 4 72 c.41C>T c.(40-42)CCC>CTC p.P14L

Pat_26 Pre-Treatment KCNH5 27133 37 14 63174459 63174459 Missense_Mutation SNP C T 106 159 c.2734G>A c.(2734-2736)GAA>AAA p.E912K

Pat_26 Pre-Treatment ESR2 2100 37 14 64746815 64746815 Missense_Mutation SNP G A 213 429 c.419C>T c.(418-420)CCA>CTA p.P140L

Pat_26 Pre-Treatment SPTB 6710 37 14 65260468 65260468 Missense_Mutation SNP C A 4 149 c.1913G>T c.(1912-1914)CGA>CTA p.R638L

Pat_26 Pre-Treatment RDH12 145226 37 14 68195937 68195938 Missense_Mutation DNP CC TT 209 401 c.688_689CC>TT c.(688-690)CCA>TTA p.P230L

Pat_26 Pre-Treatment PCNX 22990 37 14 71540340 71540340 Missense_Mutation SNP C T 6 287 c.4931C>T c.(4930-4932)CCT>CTT p.P1644L

Pat_26 Pre-Treatment BATF 10538 37 14 75991472 75991472 Missense_Mutation SNP C T 22 47 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Pre-Treatment PTPN21 11099 37 14 88945940 88945940 Missense_Mutation SNP G C 17 35 c.1835C>G c.(1834-1836)CCC>CGC p.P612R

Pat_26 Pre-Treatment KIAA1409 57578 37 14 94121601 94121601 Missense_Mutation SNP T G 72 87 c.5956T>G c.(5956-5958)TTA>GTA p.L1986V

Pat_26 Pre-Treatment OTUB2 78990 37 14 94503808 94503808 Missense_Mutation SNP G A 4 107 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_26 Pre-Treatment SERPINA11 256394 37 14 94912755 94912755 Missense_Mutation SNP A G 69 148 c.830T>C c.(829-831)GTC>GCC p.V277A

Pat_26 Pre-Treatment TNFAIP2 7127 37 14 103598032 103598032 Missense_Mutation SNP G A 26 44 c.1355G>A c.(1354-1356)GGC>GAC p.G452D

Pat_26 Pre-Treatment ZFYVE21 79038 37 14 104195467 104195467 Missense_Mutation SNP A C 102 135 c.474A>C c.(472-474)GAA>GAC p.E158D

Pat_26 Pre-Treatment C15orf2 23742 37 15 24921709 24921709 Missense_Mutation SNP C T 38 67 c.695C>T c.(694-696)TCC>TTC p.S232F

Pat_26 Pre-Treatment APBA2 321 37 15 29346439 29346439 Missense_Mutation SNP G A 6 291 c.352G>A c.(352-354)GGG>AGG p.G118R

Pat_26 Pre-Treatment TRPM1 4308 37 15 31294509 31294509 Missense_Mutation SNP G A 76 149 c.4328C>T c.(4327-4329)TCC>TTC p.S1443F

Pat_26 Pre-Treatment EIF2AK4 440275 37 15 40284383 40284383 Missense_Mutation SNP G A 4 174 c.2639G>A c.(2638-2640)AGC>AAC p.S880N

Pat_26 Pre-Treatment CASC5 57082 37 15 40951646 40951646 Missense_Mutation SNP G A 5 279 c.6901G>A c.(6901-6903)GTT>ATT p.V2301I

Pat_26 Pre-Treatment TYRO3 7301 37 15 41870343 41870343 Missense_Mutation SNP C T 4 85 c.2542C>T c.(2542-2544)CGG>TGG p.R848W

Pat_26 Pre-Treatment MGA 23269 37 15 42032237 42032237 Missense_Mutation SNP C T 6 357 c.269C>T c.(268-270)ACT>ATT p.T90I

Pat_26 Pre-Treatment PLA2G4E 123745 37 15 42280247 42280247 Missense_Mutation SNP C T 4 92 c.1744G>A c.(1744-1746)GAA>AAA p.E582K

Pat_26 Pre-Treatment CAPN3 825 37 15 42652253 42652253 Missense_Mutation SNP G A 277 424 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_26 Pre-Treatment TMOD3 29766 37 15 52188725 52188725 Splice_Site SNP T C 5 235 c.735_splice c.e7+2 p.T245_splice

Pat_26 Pre-Treatment UNC13C 440279 37 15 54307264 54307264 Missense_Mutation SNP C T 11 16 c.2164C>T c.(2164-2166)CCA>TCA p.P722S

Pat_26 Pre-Treatment UNC13C 440279 37 15 54792293 54792293 Missense_Mutation SNP G T 4 78 c.5077G>T c.(5077-5079)GTC>TTC p.V1693F

Pat_26 Pre-Treatment RFX7 64864 37 15 56386019 56386019 Missense_Mutation SNP C T 5 193 c.3907G>A c.(3907-3909)GAT>AAT p.D1303N

Pat_26 Pre-Treatment NOX5 79400 37 15 69320658 69320658 Missense_Mutation SNP G A 5 193 c.278G>A c.(277-279)AGC>AAC p.S93N

Pat_26 Pre-Treatment MYO9A 4649 37 15 72244206 72244206 Missense_Mutation SNP C A 5 182 c.2214G>T c.(2212-2214)TTG>TTT p.L738F

Pat_26 Pre-Treatment ISLR2 57611 37 15 74425750 74425750 Missense_Mutation SNP G C 77 130 c.655G>C c.(655-657)GGG>CGG p.G219R

Pat_26 Pre-Treatment CCDC33 80125 37 15 74559027 74559027 Missense_Mutation SNP C T 99 211 c.328C>T c.(328-330)CTC>TTC p.L110F

Pat_26 Pre-Treatment ADAMTSL3 57188 37 15 84651796 84651796 Missense_Mutation SNP G A 4 101 c.3416G>A c.(3415-3417)CGG>CAG p.R1139Q

Pat_26 Pre-Treatment NTRK3 4916 37 15 88727501 88727501 Missense_Mutation SNP G A 4 157 c.278C>T c.(277-279)ACG>ATG p.T93M

Pat_26 Pre-Treatment PCSK6 5046 37 15 101933424 101933424 Missense_Mutation SNP C T 13 29 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_26 Pre-Treatment OR4F15 390649 37 15 102359169 102359169 Nonsense_Mutation SNP G A 155 240 c.780G>A c.(778-780)TGG>TGA p.W260*

Pat_26 Pre-Treatment MPG 4350 37 16 135516 135516 Missense_Mutation SNP G A 6 161 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_26 Pre-Treatment TMEM8A 58986 37 16 427097 427097 Missense_Mutation SNP G A 132 331 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_26 Pre-Treatment PIGQ 9091 37 16 624666 624666 Missense_Mutation SNP G A 19 38 c.592G>A c.(592-594)GCC>ACC p.A198T

Pat_26 Pre-Treatment CCNF 899 37 16 2499427 2499427 Missense_Mutation SNP G A 5 227 c.1363G>A c.(1363-1365)GCA>ACA p.A455T

Pat_26 Pre-Treatment SRRM2 23524 37 16 2820426 2820426 Missense_Mutation SNP C T 4 105 c.8095C>T c.(8095-8097)CGC>TGC p.R2699C

Pat_26 Pre-Treatment KREMEN2 79412 37 16 3016700 3016700 Missense_Mutation SNP C T 4 182 c.544C>T c.(544-546)CGG>TGG p.R182W

Pat_26 Pre-Treatment A2BP1 54715 37 16 7726824 7726824 Missense_Mutation SNP G A 105 189 c.979G>A c.(979-981)GCT>ACT p.A327T

Pat_26 Pre-Treatment USP7 7874 37 16 9004607 9004607 Missense_Mutation SNP A C 82 135 c.1156T>G c.(1156-1158)TTA>GTA p.L386V

Pat_26 Pre-Treatment GRIN2A 2903 37 16 9858471 9858471 Missense_Mutation SNP T G 41 69 c.2930A>C c.(2929-2931)AAC>ACC p.N977T

Pat_26 Pre-Treatment TMC7 79905 37 16 19049221 19049221 Missense_Mutation SNP G A 30 95 c.1031G>A c.(1030-1032)CGG>CAG p.R344Q



Pat_26 Pre-Treatment TMC7 79905 37 16 19051720 19051720 Missense_Mutation SNP G A 5 284 c.1289G>A c.(1288-1290)CGC>CAC p.R430H

Pat_26 Pre-Treatment C16orf88 400506 37 16 19718435 19718435 Missense_Mutation SNP G A 4 82 c.1174C>T c.(1174-1176)CGC>TGC p.R392C

Pat_26 Pre-Treatment ACSM2B 348158 37 16 20559454 20559454 Missense_Mutation SNP G A 92 183 c.1028C>T c.(1027-1029)CCA>CTA p.P343L

Pat_26 Pre-Treatment USP31 57478 37 16 23091371 23091371 Missense_Mutation SNP G A 4 180 c.2072C>T c.(2071-2073)CCG>CTG p.P691L

Pat_26 Pre-Treatment ERN2 10595 37 16 23702196 23702196 Missense_Mutation SNP C T 24 60 c.2881G>A c.(2881-2883)GAC>AAC p.D961N

Pat_26 Pre-Treatment PRKCB 5579 37 16 24196465 24196465 Missense_Mutation SNP G A 89 155 c.1567G>A c.(1567-1569)GAT>AAT p.D523N

Pat_26 Pre-Treatment GTF3C1 2975 37 16 27480794 27480794 Missense_Mutation SNP C T 7 264 c.4892G>A c.(4891-4893)CGG>CAG p.R1631Q

Pat_26 Pre-Treatment C16orf93 90835 37 16 30770779 30770779 Missense_Mutation SNP G A 6 150 c.541C>T c.(541-543)CGG>TGG p.R181W

Pat_26 Pre-Treatment ABCC11 85320 37 16 48209286 48209286 Missense_Mutation SNP G A 42 93 c.3581C>T c.(3580-3582)CCC>CTC p.P1194L

Pat_26 Pre-Treatment BRD7 29117 37 16 50354573 50354573 Splice_Site SNP C T 6 381 c.1612_splice c.e15+1 p.E538_splice

Pat_26 Pre-Treatment IRX3 79191 37 16 54319429 54319430 Nonsense_Mutation DNP GG AA 11 17 c.363_364CC>TTc.(361-366)GGCCAG>GGTTAG p.Q122*

Pat_26 Pre-Treatment C16orf80 29105 37 16 58148803 58148803 Nonsense_Mutation SNP G A 5 264 c.487C>T c.(487-489)CGA>TGA p.R163*

Pat_26 Pre-Treatment B3GNT9 84752 37 16 67183730 67183730 Missense_Mutation SNP G A 4 61 c.659C>T c.(658-660)CCC>CTC p.P220L

Pat_26 Pre-Treatment LOC283922 283922 37 16 74366443 74366443 Missense_Mutation SNP G A 9 11 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_26 Pre-Treatment ADAMTS18 170692 37 16 77359782 77359782 Missense_Mutation SNP T A 99 117 c.2013A>T c.(2011-2013)AAA>AAT p.K671N

Pat_26 Pre-Treatment VAT1L 57687 37 16 77850891 77850891 Missense_Mutation SNP G A 147 228 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_26 Pre-Treatment CRISPLD2 83716 37 16 84906599 84906599 Missense_Mutation SNP C T 216 298 c.983C>T c.(982-984)TCG>TTG p.S328L

Pat_26 Pre-Treatment FAM92B 339145 37 16 85143843 85143843 Missense_Mutation SNP G A 4 187 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_26 Pre-Treatment SLC7A5 8140 37 16 87871496 87871496 Missense_Mutation SNP C A 4 92 c.1095G>T c.(1093-1095)ATG>ATT p.M365I

Pat_26 Pre-Treatment ABR 29 37 17 953422 953422 Splice_Site SNP C T 37 68 c.1660_splice c.e16-1 p.E554_splice

Pat_26 Pre-Treatment DPH1 1801 37 17 1940207 1940207 Missense_Mutation SNP G A 4 126 c.652G>A c.(652-654)GGC>AGC p.G218S

Pat_26 Pre-Treatment SMG6 23293 37 17 1972173 1972173 Missense_Mutation SNP G A 43 129 c.3734C>T c.(3733-3735)CCT>CTT p.P1245L

Pat_26 Pre-Treatment P2RX5 5026 37 17 3593794 3593794 Missense_Mutation SNP G A 4 89 c.460C>T c.(460-462)CGG>TGG p.R154W

Pat_26 Pre-Treatment ATP2A3 489 37 17 3840720 3840720 Missense_Mutation SNP C T 4 121 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_26 Pre-Treatment MYBBP1A 10514 37 17 4448928 4448928 Missense_Mutation SNP G A 6 184 c.2050C>T c.(2050-2052)CGT>TGT p.R684C

Pat_26 Pre-Treatment PLD2 5338 37 17 4725974 4725974 Missense_Mutation SNP C T 6 303 c.2617C>T c.(2617-2619)CGG>TGG p.R873W

Pat_26 Pre-Treatment CAMTA2 23125 37 17 4885114 4885114 Missense_Mutation SNP C T 4 42 c.424G>A c.(424-426)GTC>ATC p.V142I

Pat_26 Pre-Treatment KIF1C 10749 37 17 4904079 4904079 Missense_Mutation SNP C T 141 256 c.119C>T c.(118-120)CCT>CTT p.P40L

Pat_26 Pre-Treatment ZBTB4 57659 37 17 7366704 7366704 Missense_Mutation SNP G A 4 29 c.1597C>T c.(1597-1599)CCC>TCC p.P533S

Pat_26 Pre-Treatment AMAC1L3 643664 37 17 7386000 7386000 Missense_Mutation SNP G A 49 101 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_26 Pre-Treatment ALOXE3 59344 37 17 8000085 8000085 Missense_Mutation SNP C T 27 53 c.1996G>A c.(1996-1998)GAG>AAG p.E666K

Pat_26 Pre-Treatment ARHGEF15 22899 37 17 8219159 8219159 Missense_Mutation SNP C T 4 160 c.1508C>T c.(1507-1509)CCT>CTT p.P503L

Pat_26 Pre-Treatment MYH8 4626 37 17 10315967 10315967 Missense_Mutation SNP A G 174 465 c.1226T>C c.(1225-1227)GTT>GCT p.V409A

Pat_26 Pre-Treatment MYH4 4622 37 17 10356968 10356968 Missense_Mutation SNP C T 147 238 c.2926G>A c.(2926-2928)GAG>AAG p.E976K

Pat_26 Pre-Treatment MYH1 4619 37 17 10406565 10406565 Missense_Mutation SNP C T 45 96 c.2692G>A c.(2692-2694)GAA>AAA p.E898K

Pat_26 Pre-Treatment DNAH9 1770 37 17 11593135 11593136 Missense_Mutation DNP GG AA 11 12 c.3996_3997GG>AAc.(3994-3999)ATGGAG>ATAAAGp.1332_1333ME>IK

Pat_26 Pre-Treatment MYOCD 93649 37 17 12647615 12647616 Missense_Mutation DNP CC TT 33 111 c.833_834CC>TT c.(832-834)TCC>TTT p.S278F

Pat_26 Pre-Treatment CDRT1 374286 37 17 15522784 15522784 Missense_Mutation SNP G A 49 513 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Pre-Treatment ZNF286A 57335 37 17 15619675 15619676 Missense_Mutation DNP GG AA 6 26 c.637_638GG>AA c.(637-639)GGA>AAA p.G213K

Pat_26 Pre-Treatment MPRIP 23164 37 17 17046078 17046078 Missense_Mutation SNP G A 4 149 c.1034G>A c.(1033-1035)CGG>CAG p.R345Q

Pat_26 Pre-Treatment C17orf39 79018 37 17 17968502 17968502 Missense_Mutation SNP C T 77 157 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_26 Pre-Treatment FLII 2314 37 17 18151111 18151111 Missense_Mutation SNP C T 4 174 c.2347G>A c.(2347-2349)GAC>AAC p.D783N

Pat_26 Pre-Treatment TOP3A 7156 37 17 18208438 18208438 Missense_Mutation SNP C T 5 233 c.487G>A c.(487-489)GTG>ATG p.V163M

Pat_26 Pre-Treatment FBXW10 10517 37 17 18647600 18647600 Missense_Mutation SNP C T 85 182 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Pre-Treatment MFAP4 4239 37 17 19288516 19288516 Missense_Mutation SNP G A 7 260 c.416C>T c.(415-417)ACG>ATG p.T139M

Pat_26 Pre-Treatment IFT20 90410 37 17 26657555 26657555 Splice_Site SNP C T 59 110 c.128_splice c.e3-1 p.K43_splice

Pat_26 Pre-Treatment ACCN1 40 37 17 31355368 31355368 Missense_Mutation SNP C T 61 99 c.877G>A c.(877-879)GAG>AAG p.E293K



Pat_26 Pre-Treatment C17orf78 284099 37 17 35746197 35746197 Missense_Mutation SNP C T 3 18 c.650C>T c.(649-651)GCC>GTC p.A217V

Pat_26 Pre-Treatment SRCIN1 80725 37 17 36707439 36707439 Missense_Mutation SNP C T 16 18 c.2914G>A c.(2914-2916)GGC>AGC p.G972S

Pat_26 Pre-Treatment PIP4K2B 8396 37 17 36940540 36940540 Nonsense_Mutation SNP G A 4 159 c.310C>T c.(310-312)CGA>TGA p.R104*

Pat_26 Pre-Treatment STAC2 342667 37 17 37369806 37369806 Missense_Mutation SNP C T 159 285 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_26 Pre-Treatment KRT16 3868 37 17 39767374 39767374 Missense_Mutation SNP C T 179 376 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_26 Pre-Treatment KLHL10 317719 37 17 40001942 40001942 Missense_Mutation SNP G A 4 187 c.1249G>A c.(1249-1251)GCC>ACC p.A417T

Pat_26 Pre-Treatment TUBG2 27175 37 17 40818663 40818663 Missense_Mutation SNP C T 6 284 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_26 Pre-Treatment CNTNAP1 8506 37 17 40838985 40838985 Missense_Mutation SNP G A 4 132 c.965G>A c.(964-966)GGC>GAC p.G322D

Pat_26 Pre-Treatment SLC4A1 6521 37 17 42335380 42335380 Missense_Mutation SNP G A 4 185 c.1256C>T c.(1255-1257)CCC>CTC p.P419L

Pat_26 Pre-Treatment KIF18B 146909 37 17 43011708 43011708 Missense_Mutation SNP G A 4 48 c.778C>T c.(778-780)CGG>TGG p.R260W

Pat_26 Pre-Treatment DCAKD 79877 37 17 43101938 43101938 Missense_Mutation SNP G A 6 231 c.559C>T c.(559-561)CGC>TGC p.R187C

Pat_26 Pre-Treatment ARHGAP27 201176 37 17 43481696 43481696 Missense_Mutation SNP G A 4 105 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_26 Pre-Treatment GOSR2 9570 37 17 45006917 45006917 Missense_Mutation SNP C T 4 182 c.61C>T c.(61-63)CGC>TGC p.R21C

Pat_26 Pre-Treatment COL1A1 1277 37 17 48278816 48278816 Missense_Mutation SNP G A 4 150 c.59C>T c.(58-60)ACG>ATG p.T20M

Pat_26 Pre-Treatment XYLT2 64132 37 17 48431912 48431912 Missense_Mutation SNP G A 4 140 c.772G>A c.(772-774)GAG>AAG p.E258K

Pat_26 Pre-Treatment CHAD 1101 37 17 48545571 48545571 Missense_Mutation SNP C T 5 229 c.604G>A c.(604-606)GTG>ATG p.V202M

Pat_26 Pre-Treatment STXBP4 252983 37 17 53076778 53076778 Missense_Mutation SNP G A 4 165 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_26 Pre-Treatment 4-Sep 5414 37 17 56599121 56599122 Missense_Mutation DNP GG AA 117 201 c.890_891CC>TT c.(889-891)CCC>CTT p.P297L

Pat_26 Pre-Treatment CA4 762 37 17 58235695 58235695 Missense_Mutation SNP A T 106 172 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_26 Pre-Treatment MED13 9969 37 17 60033088 60033088 Missense_Mutation SNP G A 4 169 c.5735C>T c.(5734-5736)GCT>GTT p.A1912V

Pat_26 Pre-Treatment ACE 1636 37 17 61570849 61570849 Missense_Mutation SNP G A 81 142 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_26 Pre-Treatment PSMC5 5705 37 17 61908260 61908260 Missense_Mutation SNP C T 42 78 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_26 Pre-Treatment SCN4A 6329 37 17 62025357 62025357 Missense_Mutation SNP C T 4 143 c.3211G>A c.(3211-3213)GTC>ATC p.V1071I

Pat_26 Pre-Treatment CCDC46 201134 37 17 63637111 63637111 Missense_Mutation SNP C T 74 146 c.2770G>A c.(2770-2772)GAA>AAA p.E924K

Pat_26 Pre-Treatment ABCA9 10350 37 17 66982452 66982452 Missense_Mutation SNP C T 4 117 c.4061G>A c.(4060-4062)GGG>GAG p.G1354E

Pat_26 Pre-Treatment OTOP3 347741 37 17 72938043 72938043 Nonsense_Mutation SNP C T 5 136 c.538C>T c.(538-540)CGA>TGA p.R180*

Pat_26 Pre-Treatment FBF1 85302 37 17 73911211 73911211 Missense_Mutation SNP G A 4 58 c.2470C>T c.(2470-2472)CGG>TGG p.R824W

Pat_26 Pre-Treatment CANT1 124583 37 17 76993085 76993085 Missense_Mutation SNP G A 247 513 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_26 Pre-Treatment C17orf70 80233 37 17 79514124 79514124 Missense_Mutation SNP G A 4 134 c.1984C>T c.(1984-1986)CAC>TAC p.H662Y

Pat_26 Pre-Treatment CSNK1D 1453 37 17 80210954 80210954 Missense_Mutation SNP C T 5 215 c.503G>A c.(502-504)CGT>CAT p.R168H

Pat_26 Pre-Treatment LAMA1 284217 37 18 6986168 6986168 Missense_Mutation SNP G A 6 368 c.5347C>T c.(5347-5349)CTC>TTC p.L1783F

Pat_26 Pre-Treatment LAMA3 3909 37 18 21526172 21526172 Missense_Mutation SNP G A 63 28 c.9275G>A c.(9274-9276)GGA>GAA p.G3092E

Pat_26 Pre-Treatment SETBP1 26040 37 18 42643613 42643613 Missense_Mutation SNP G C 15 39 c.4741G>C c.(4741-4743)GCC>CCC p.A1581P

Pat_26 Pre-Treatment RNF165 494470 37 18 44035938 44035938 Missense_Mutation SNP G A 32 42 c.818G>A c.(817-819)CGA>CAA p.R273Q

Pat_26 Pre-Treatment STARD6 147323 37 18 51863532 51863532 Missense_Mutation SNP G A 74 125 c.230C>T c.(229-231)TCA>TTA p.S77L

Pat_26 Pre-Treatment NEDD4L 23327 37 18 55833021 55833021 Missense_Mutation SNP G A 6 19 c.50G>A c.(49-51)GGA>GAA p.G17E

Pat_26 Pre-Treatment CCBE1 147372 37 18 57115221 57115221 Missense_Mutation SNP G A 86 141 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_26 Pre-Treatment SERPINB2 5055 37 18 61582740 61582740 Missense_Mutation SNP C T 36 97 c.419C>T c.(418-420)TCC>TTC p.S140F

Pat_26 Pre-Treatment ATP9B 374868 37 18 77132838 77132838 Missense_Mutation SNP C T 37 60 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_26 Pre-Treatment NFATC1 4772 37 18 77171045 77171045 Missense_Mutation SNP C T 19 30 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_26 Pre-Treatment PCSK4 54760 37 19 1483328 1483328 Missense_Mutation SNP G A 4 33 c.1526C>T c.(1525-1527)TCG>TTG p.S509L

Pat_26 Pre-Treatment PCSK4 54760 37 19 1486989 1486989 Missense_Mutation SNP C T 6 449 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_26 Pre-Treatment SPPL2B 56928 37 19 2345328 2345328 Missense_Mutation SNP G A 4 160 c.1354G>A c.(1354-1356)GCC>ACC p.A452T

Pat_26 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 6 103 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_26 Pre-Treatment TJP3 27134 37 19 3734334 3734334 Missense_Mutation SNP A G 52 137 c.986A>G c.(985-987)GAC>GGC p.D329G

Pat_26 Pre-Treatment UHRF1 29128 37 19 4954685 4954685 Missense_Mutation SNP C T 12 15 c.1982C>T c.(1981-1983)TCC>TTC p.S661F

Pat_26 Pre-Treatment RFX2 5990 37 19 6013085 6013085 Missense_Mutation SNP G A 205 381 c.811C>T c.(811-813)CGT>TGT p.R271C



Pat_26 Pre-Treatment C3 718 37 19 6712584 6712584 Missense_Mutation SNP G A 216 347 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_26 Pre-Treatment PNPLA6 10908 37 19 7620564 7620564 Missense_Mutation SNP C T 4 113 c.3038C>T c.(3037-3039)ACG>ATG p.T1013M

Pat_26 Pre-Treatment NDUFA7 4701 37 19 8381449 8381449 Missense_Mutation SNP C T 5 185 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_26 Pre-Treatment MUC16 94025 37 19 9009608 9009608 Missense_Mutation SNP C T 189 351 c.39118G>A c.(39118-39120)GAG>AAG p.E13040K

Pat_26 Pre-Treatment MUC16 94025 37 19 9071925 9071925 Missense_Mutation SNP G A 194 420 c.15521C>T c.(15520-15522)TCC>TTC p.S5174F

Pat_26 Pre-Treatment ZNF699 374879 37 19 9406866 9406866 Missense_Mutation SNP G A 57 101 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_26 Pre-Treatment KRI1 65095 37 19 10670123 10670123 Missense_Mutation SNP C T 5 170 c.1124G>A c.(1123-1125)CGG>CAG p.R375Q

Pat_26 Pre-Treatment SMARCA4 6597 37 19 11136975 11136975 Splice_Site SNP G A 47 111 c.3169_splice c.e23-1 p.E1057_splice

Pat_26 Pre-Treatment ZNF625 90589 37 19 12257002 12257002 Missense_Mutation SNP C T 41 72 c.31G>A c.(31-33)GAT>AAT p.D11N

Pat_26 Pre-Treatment C19orf43 79002 37 19 12841792 12841792 Missense_Mutation SNP G A 4 174 c.514C>T c.(514-516)CGG>TGG p.R172W

Pat_26 Pre-Treatment TRMT1 55621 37 19 13216194 13216194 Missense_Mutation SNP C T 201 277 c.1720G>A c.(1720-1722)GAA>AAA p.E574K

Pat_26 Pre-Treatment LPHN1 22859 37 19 14273598 14273598 Missense_Mutation SNP C T 4 133 c.1030G>A c.(1030-1032)GTG>ATG p.V344M

Pat_26 Pre-Treatment NOTCH3 4854 37 19 15299917 15299917 Missense_Mutation SNP G A 5 309 c.1261C>T c.(1261-1263)CGT>TGT p.R421C

Pat_26 Pre-Treatment EPS15L1 58513 37 19 16515431 16515431 Missense_Mutation SNP C T 4 189 c.1396G>A c.(1396-1398)GTC>ATC p.V466I

Pat_26 Pre-Treatment NWD1 284434 37 19 16861221 16861221 Nonsense_Mutation SNP C T 21 42 c.1768C>T c.(1768-1770)CGA>TGA p.R590*

Pat_26 Pre-Treatment MAST3 23031 37 19 18239751 18239751 Missense_Mutation SNP G A 4 160 c.1126G>A c.(1126-1128)GGA>AGA p.G376R

Pat_26 Pre-Treatment MAST3 23031 37 19 18242814 18242814 Missense_Mutation SNP C A 6 304 c.1441C>A c.(1441-1443)CTG>ATG p.L481M

Pat_26 Pre-Treatment PGPEP1 54858 37 19 18453701 18453701 Missense_Mutation SNP G A 5 308 c.67G>A c.(67-69)GCC>ACC p.A23T

Pat_26 Pre-Treatment PBX4 80714 37 19 19681432 19681432 Missense_Mutation SNP C T 50 105 c.404G>A c.(403-405)CGA>CAA p.R135Q

Pat_26 Pre-Treatment ZNF682 91120 37 19 20117740 20117740 Missense_Mutation SNP G A 7 15 c.571C>T c.(571-573)CAT>TAT p.H191Y

Pat_26 Pre-Treatment ZNF676 163223 37 19 22363227 22363227 Missense_Mutation SNP C G 5 221 c.1292G>C c.(1291-1293)AGC>ACC p.S431T

Pat_26 Pre-Treatment ZNF98 148198 37 19 22574760 22574760 Missense_Mutation SNP C A 4 94 c.1277G>T c.(1276-1278)AGA>ATA p.R426I

Pat_26 Pre-Treatment ZNF536 9745 37 19 31039483 31039483 Missense_Mutation SNP C T 67 132 c.2957C>T c.(2956-2958)TCC>TTC p.S986F

Pat_26 Pre-Treatment TSHZ3 57616 37 19 31769341 31769341 Missense_Mutation SNP G C 72 121 c.1358C>G c.(1357-1359)ACG>AGG p.T453R

Pat_26 Pre-Treatment GPATCH1 55094 37 19 33603401 33603401 Missense_Mutation SNP G A 6 385 c.1774G>A c.(1774-1776)GGG>AGG p.G592R

Pat_26 Pre-Treatment ZNF567 163081 37 19 37210680 37210680 Missense_Mutation SNP C T 4 155 c.1054C>T c.(1054-1056)CTC>TTC p.L352F

Pat_26 Pre-Treatment SIPA1L3 23094 37 19 38621187 38621187 Missense_Mutation SNP G A 82 180 c.2918G>A c.(2917-2919)GGG>GAG p.G973E

Pat_26 Pre-Treatment C19orf33 64073 37 19 38795321 38795321 Missense_Mutation SNP G C 4 146 c.196G>C c.(196-198)GTG>CTG p.V66L

Pat_26 Pre-Treatment SIRT2 22933 37 19 39384056 39384056 Missense_Mutation SNP C T 4 135 c.224G>A c.(223-225)CGC>CAC p.R75H

Pat_26 Pre-Treatment TIMM50 92609 37 19 39976330 39976330 Missense_Mutation SNP G A 108 214 c.684G>A c.(682-684)ATG>ATA p.M228I

Pat_26 Pre-Treatment FCGBP 8857 37 19 40373993 40373993 Missense_Mutation SNP C T 20 183 c.12085G>A c.(12085-12087)GGG>AGG p.G4029R

Pat_26 Pre-Treatment FCGBP 8857 37 19 40391996 40391996 Splice_Site SNP A G 53 114 c.8388_splice c.e17+1 p.E2796_splice

Pat_26 Pre-Treatment ZNF574 64763 37 19 42584599 42584599 Missense_Mutation SNP G A 5 333 c.1841G>A c.(1840-1842)CGC>CAC p.R614H

Pat_26 Pre-Treatment ZNF526 116115 37 19 42729055 42729055 Missense_Mutation SNP C T 6 342 c.500C>T c.(499-501)ACG>ATG p.T167M

Pat_26 Pre-Treatment CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 83 162 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_26 Pre-Treatment CADM4 199731 37 19 44130363 44130363 Missense_Mutation SNP C T 5 190 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_26 Pre-Treatment ZNF226 7769 37 19 44680470 44680470 Missense_Mutation SNP T C 115 190 c.1055T>C c.(1054-1056)GTT>GCT p.V352A

Pat_26 Pre-Treatment CBLC 23624 37 19 45296788 45296788 Missense_Mutation SNP G A 4 130 c.1195G>A c.(1195-1197)GTG>ATG p.V399M

Pat_26 Pre-Treatment PPM1N 147699 37 19 46003802 46003803 Missense_Mutation DNP GG AA 26 50 c.1146_1147GG>AAc.(1144-1149)GGGGGA>GGAAGAp.G383R

Pat_26 Pre-Treatment QPCTL 54814 37 19 46205173 46205173 Splice_Site SNP G A 6 131 c.1003_splice c.e6+1 p.G335_splice

Pat_26 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 10 474 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_26 Pre-Treatment CCDC155 147872 37 19 49900950 49900950 Missense_Mutation SNP G A 123 291 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_26 Pre-Treatment ALDH16A1 126133 37 19 49971731 49971731 Missense_Mutation SNP G A 8 756 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_26 Pre-Treatment MYBPC2 4606 37 19 50964868 50964868 Missense_Mutation SNP G A 54 91 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_26 Pre-Treatment KLK1 3816 37 19 51323644 51323645 Missense_Mutation DNP GG TA 149 356 c.261_262CC>TAc.(259-264)GCCCAG>GCTAAG p.Q88K

Pat_26 Pre-Treatment KLK8 11202 37 19 51499463 51499463 Missense_Mutation SNP G A 47 113 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_26 Pre-Treatment KLK9 284366 37 19 51512494 51512494 Missense_Mutation SNP C T 17 36 c.145G>A c.(145-147)GGG>AGG p.G49R



Pat_26 Pre-Treatment KLK12 43849 37 19 51532685 51532685 Missense_Mutation SNP C A 4 165 c.620G>T c.(619-621)GGG>GTG p.G207V

Pat_26 Pre-Treatment SIGLEC10 89790 37 19 51918507 51918507 Missense_Mutation SNP C T 83 188 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_26 Pre-Treatment ZNF468 90333 37 19 53357599 53357599 Splice_Site SNP C T 21 30 c.-72_splice c.e2-1

Pat_26 Pre-Treatment DPRX 503834 37 19 54140195 54140195 Missense_Mutation SNP C T 81 212 c.529C>T c.(529-531)CAT>TAT p.H177Y

Pat_26 Pre-Treatment SYT5 6861 37 19 55686566 55686566 Missense_Mutation SNP C T 12 13 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_26 Pre-Treatment NLRP5 126206 37 19 56539255 56539255 Missense_Mutation SNP G A 15 42 c.1656G>A c.(1654-1656)ATG>ATA p.M552I

Pat_26 Pre-Treatment ZNF583 147949 37 19 56934818 56934818 Missense_Mutation SNP G A 38 83 c.791G>A c.(790-792)GGA>GAA p.G264E

Pat_26 Pre-Treatment ZSCAN4 201516 37 19 58187625 58187625 Missense_Mutation SNP G A 38 91 c.112G>A c.(112-114)GGG>AGG p.G38R

Pat_26 Pre-Treatment ZNF135 7694 37 19 58578529 58578529 Missense_Mutation SNP G A 5 331 c.713G>A c.(712-714)AGC>AAC p.S238N

Pat_26 Pre-Treatment MYT1L 23040 37 2 1983518 1983518 Missense_Mutation SNP C T 4 118 c.32G>A c.(31-33)CGC>CAC p.R11H

Pat_26 Pre-Treatment NBAS 51594 37 2 15696937 15696937 Nonsense_Mutation SNP A T 51 88 c.179T>A c.(178-180)TTA>TAA p.L60*

Pat_26 Pre-Treatment DDX1 1653 37 2 15769796 15769796 Missense_Mutation SNP G A 4 104 c.1946G>A c.(1945-1947)TGT>TAT p.C649Y

Pat_26 Pre-Treatment APOB 338 37 2 21236086 21236086 Missense_Mutation SNP G A 172 274 c.4162C>T c.(4162-4164)CGT>TGT p.R1388C

Pat_26 Pre-Treatment DPYSL5 56896 37 2 27164901 27164901 Missense_Mutation SNP G T 126 229 c.1173G>T c.(1171-1173)AAG>AAT p.K391N

Pat_26 Pre-Treatment DNAJC5G 285126 37 2 27503075 27503075 Missense_Mutation SNP G A 109 183 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_26 Pre-Treatment NLRC4 58484 37 2 32475886 32475886 Missense_Mutation SNP C T 32 46 c.1047G>A c.(1045-1047)ATG>ATA p.M349I

Pat_26 Pre-Treatment FAM98A 25940 37 2 33809982 33809982 Missense_Mutation SNP C T 5 317 c.1418G>A c.(1417-1419)CGT>CAT p.R473H

Pat_26 Pre-Treatment VIT 5212 37 2 37035774 37035774 Missense_Mutation SNP G A 5 338 c.1549G>A c.(1549-1551)GGC>AGC p.G517S

Pat_26 Pre-Treatment EIF2AK2 5610 37 2 37365691 37365691 Missense_Mutation SNP G A 4 188 c.554C>T c.(553-555)ACG>ATG p.T185M

Pat_26 Pre-Treatment LRPPRC 10128 37 2 44201383 44201383 Missense_Mutation SNP G A 4 133 c.1061C>T c.(1060-1062)GCG>GTG p.A354V

Pat_26 Pre-Treatment MSH6 2956 37 2 48033373 48033373 Missense_Mutation SNP C A 4 144 c.3677C>A c.(3676-3678)GCA>GAA p.A1226E

Pat_26 Pre-Treatment TSPYL6 388951 37 2 54483054 54483054 Missense_Mutation SNP G A 5 181 c.235C>T c.(235-237)CGC>TGC p.R79C

Pat_26 Pre-Treatment BCL11A 53335 37 2 60689281 60689281 Missense_Mutation SNP C T 30 39 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_26 Pre-Treatment USP34 9736 37 2 61605504 61605504 Missense_Mutation SNP G C 55 113 c.1070C>G c.(1069-1071)ACA>AGA p.T357R

Pat_26 Pre-Treatment DYSF 8291 37 2 71797734 71797734 Missense_Mutation SNP G A 39 62 c.3037G>A c.(3037-3039)GAG>AAG p.E1013K

Pat_26 Pre-Treatment DYSF 8291 37 2 71801437 71801437 Missense_Mutation SNP G A 6 319 c.3284G>A c.(3283-3285)CGC>CAC p.R1095H

Pat_26 Pre-Treatment SLC4A5 57835 37 2 74481792 74481792 Missense_Mutation SNP G A 158 290 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_26 Pre-Treatment DCTN1 1639 37 2 74592757 74592757 Missense_Mutation SNP G A 5 206 c.2914C>T c.(2914-2916)CGG>TGG p.R972W

Pat_26 Pre-Treatment TLX2 3196 37 2 74742790 74742790 Missense_Mutation SNP G A 7 495 c.431G>A c.(430-432)CGC>CAC p.R144H

Pat_26 Pre-Treatment DQX1 165545 37 2 74751396 74751396 Missense_Mutation SNP G A 6 368 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_26 Pre-Treatment HK2 3099 37 2 75094769 75094769 Missense_Mutation SNP G A 236 454 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_26 Pre-Treatment LOC285033 285033 37 2 96906408 96906408 Missense_Mutation SNP C T 60 72 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_26 Pre-Treatment NCAPH 23397 37 2 97019928 97019928 Missense_Mutation SNP C T 8 361 c.1010C>T c.(1009-1011)TCG>TTG p.S337L

Pat_26 Pre-Treatment TSGA10 80705 37 2 99634699 99634699 Missense_Mutation SNP C T 46 89 c.2036G>A c.(2035-2037)CGA>CAA p.R679Q

Pat_26 Pre-Treatment REV1 51455 37 2 100052317 100052317 Nonsense_Mutation SNP G A 5 316 c.1300C>T c.(1300-1302)CGA>TGA p.R434*

Pat_26 Pre-Treatment ST6GAL2 84620 37 2 107459818 107459818 Missense_Mutation SNP G A 25 48 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_26 Pre-Treatment ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 47 69 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_26 Pre-Treatment RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 202 322 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_26 Pre-Treatment SLC5A7 60482 37 2 108626702 108626702 Missense_Mutation SNP A T 63 120 c.1128A>T c.(1126-1128)GAA>GAT p.E376D

Pat_26 Pre-Treatment SULT1C2 6819 37 2 108921643 108921643 Nonsense_Mutation SNP G A 100 197 c.518G>A c.(517-519)TGG>TAG p.W173*

Pat_26 Pre-Treatment SULT1C4 27233 37 2 108999611 108999611 Missense_Mutation SNP G T 34 57 c.456G>T c.(454-456)ATG>ATT p.M152I

Pat_26 Pre-Treatment NCKAP5 344148 37 2 133540369 133540370 Missense_Mutation DNP CA TT 6 19 c.4014_4015TG>AAc.(4012-4017)GTTGGG>GTAAGGp.G1339R

Pat_26 Pre-Treatment LCT 3938 37 2 136566672 136566672 Missense_Mutation SNP C T 19 24 c.3245G>A c.(3244-3246)GGG>GAG p.G1082E

Pat_26 Pre-Treatment THSD7B 80731 37 2 137872755 137872755 Missense_Mutation SNP G A 68 91 c.1168G>A c.(1168-1170)GAT>AAT p.D390N

Pat_26 Pre-Treatment LRP1B 53353 37 2 141298592 141298592 Missense_Mutation SNP T C 115 166 c.7463A>G c.(7462-7464)AAT>AGT p.N2488S

Pat_26 Pre-Treatment NEB 4703 37 2 152466537 152466537 Missense_Mutation SNP C T 27 60 c.11387G>A c.(11386-11388)GGA>GAA p.G3796E

Pat_26 Pre-Treatment TANC1 85461 37 2 160076367 160076367 Missense_Mutation SNP G A 5 137 c.3667G>A c.(3667-3669)GAT>AAT p.D1223N



Pat_26 Pre-Treatment GRB14 2888 37 2 165365320 165365320 Missense_Mutation SNP C T 59 131 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_26 Pre-Treatment SCN3A 6328 37 2 166032843 166032843 Missense_Mutation SNP G A 56 84 c.62C>T c.(61-63)TCT>TTT p.S21F

Pat_26 Pre-Treatment LRP2 4036 37 2 170147469 170147469 Missense_Mutation SNP C T 34 101 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_26 Pre-Treatment TTN 7273 37 2 179416831 179416831 Missense_Mutation SNP C T 102 175 c.83092G>A c.(83092-83094)GAA>AAA p.E27698K

Pat_26 Pre-Treatment TTN 7273 37 2 179427038 179427038 Missense_Mutation SNP C T 44 83 c.76117G>A c.(76117-76119)GAA>AAA p.E25373K

Pat_26 Pre-Treatment TTN 7273 37 2 179430017 179430017 Missense_Mutation SNP C T 37 121 c.73138G>A c.(73138-73140)GGA>AGA p.G24380R

Pat_26 Pre-Treatment TTN 7273 37 2 179452410 179452410 Missense_Mutation SNP C T 22 36 c.55922G>A c.(55921-55923)CGA>CAA p.R18641Q

Pat_26 Pre-Treatment TTN 7273 37 2 179473588 179473588 Missense_Mutation SNP T C 45 97 c.44446A>G c.(44446-44448)ACC>GCC p.T14816A

Pat_26 Pre-Treatment TTN 7273 37 2 179569999 179569999 Missense_Mutation SNP C T 8 18 c.25774G>A c.(25774-25776)GAA>AAA p.E8592K

Pat_26 Pre-Treatment COL3A1 1281 37 2 189868772 189868772 Missense_Mutation SNP G A 4 89 c.2726G>A c.(2725-2727)GGT>GAT p.G909D

Pat_26 Pre-Treatment COL5A2 1290 37 2 189910528 189910528 Missense_Mutation SNP G A 40 94 c.3307C>T c.(3307-3309)CCG>TCG p.P1103S

Pat_26 Pre-Treatment COL5A2 1290 37 2 189936782 189936782 Missense_Mutation SNP C A 3 12 c.1142G>T c.(1141-1143)GGA>GTA p.G381V

Pat_26 Pre-Treatment SLC40A1 30061 37 2 190426638 190426638 Missense_Mutation SNP C T 4 89 c.1682G>A c.(1681-1683)AGG>AAG p.R561K

Pat_26 Pre-Treatment ANKAR 150709 37 2 190606067 190606067 Splice_Site SNP G A 20 44 c.3488_splice c.e19-1 p.G1163_splice

Pat_26 Pre-Treatment NAB1 4664 37 2 191550329 191550329 Missense_Mutation SNP C T 43 89 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_26 Pre-Treatment SDPR 8436 37 2 192701440 192701440 Missense_Mutation SNP C T 7 22 c.487G>A c.(487-489)GAA>AAA p.E163K

Pat_26 Pre-Treatment TMEFF2 23671 37 2 192818525 192818525 Missense_Mutation SNP T C 5 166 c.908A>G c.(907-909)AAG>AGG p.K303R

Pat_26 Pre-Treatment CCDC150 284992 37 2 197511152 197511152 Missense_Mutation SNP C A 7 287 c.100C>A c.(100-102)CAA>AAA p.Q34K

Pat_26 Pre-Treatment ANKRD44 91526 37 2 197987432 197987432 Missense_Mutation SNP G A 6 180 c.635C>T c.(634-636)GCT>GTT p.A212V

Pat_26 Pre-Treatment AOX1 316 37 2 201523919 201523919 Missense_Mutation SNP C T 4 144 c.3203C>T c.(3202-3204)TCG>TTG p.S1068L

Pat_26 Pre-Treatment ICA1L 130026 37 2 203684548 203684548 Missense_Mutation SNP G A 50 84 c.434C>T c.(433-435)ACC>ATC p.T145I

Pat_26 Pre-Treatment CPS1 1373 37 2 211444459 211444459 Missense_Mutation SNP G A 52 127 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Pre-Treatment VWC2L 402117 37 2 215279114 215279114 Missense_Mutation SNP G A 26 45 c.197G>A c.(196-198)CGA>CAA p.R66Q

Pat_26 Pre-Treatment BARD1 580 37 2 215633994 215633994 Missense_Mutation SNP C T 4 124 c.1357G>A c.(1357-1359)GAT>AAT p.D453N

Pat_26 Pre-Treatment ATIC 471 37 2 216182921 216182921 Missense_Mutation SNP G A 134 255 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_26 Pre-Treatment VIL1 7429 37 2 219301222 219301222 Missense_Mutation SNP T C 198 357 c.1844T>C c.(1843-1845)CTG>CCG p.L615P

Pat_26 Pre-Treatment TTLL4 9654 37 2 219603034 219603034 Missense_Mutation SNP C T 56 124 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_26 Pre-Treatment KCNE4 23704 37 2 223917957 223917957 Missense_Mutation SNP A G 4 169 c.409A>G c.(409-411)ACC>GCC p.T137A

Pat_26 Pre-Treatment ALPPL2 251 37 2 233272555 233272555 Missense_Mutation SNP G A 76 121 c.476G>A c.(475-477)GGA>GAA p.G159E

Pat_26 Pre-Treatment DGKD 8527 37 2 234368933 234368933 Missense_Mutation SNP G A 80 127 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_26 Pre-Treatment PER2 8864 37 2 239186525 239186525 Missense_Mutation SNP G A 29 71 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_26 Pre-Treatment ANO7 50636 37 2 242139610 242139610 Missense_Mutation SNP C T 89 110 c.686C>T c.(685-687)TCC>TTC p.S229F

Pat_26 Pre-Treatment ANO7 50636 37 2 242149925 242149925 Missense_Mutation SNP G A 5 346 c.1663G>A c.(1663-1665)GTC>ATC p.V555I

Pat_26 Pre-Treatment FARP2 9855 37 2 242380792 242380792 Missense_Mutation SNP C T 118 163 c.1232C>T c.(1231-1233)CCC>CTC p.P411L

Pat_26 Pre-Treatment TGM3 7053 37 20 2320592 2320592 Missense_Mutation SNP G A 4 79 c.1893G>A c.(1891-1893)ATG>ATA p.M631I

Pat_26 Pre-Treatment TMC2 117532 37 20 2572971 2572971 Missense_Mutation SNP C T 117 154 c.850C>T c.(850-852)CCC>TCC p.P284S

Pat_26 Pre-Treatment PRND 23627 37 20 4705663 4705663 Missense_Mutation SNP C T 4 186 c.466C>T c.(466-468)CGG>TGG p.R156W

Pat_26 Pre-Treatment RIN2 54453 37 20 19941428 19941428 Missense_Mutation SNP G A 9 19 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_26 Pre-Treatment REM1 28954 37 20 30070268 30070268 Missense_Mutation SNP G A 6 161 c.602G>A c.(601-603)CGC>CAC p.R201H

Pat_26 Pre-Treatment XKR7 343702 37 20 30585052 30585052 Missense_Mutation SNP C T 71 157 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_26 Pre-Treatment HCK 3055 37 20 30671801 30671801 Missense_Mutation SNP C G 64 133 c.637C>G c.(637-639)CGA>GGA p.R213G

Pat_26 Pre-Treatment ITCH 83737 37 20 32981622 32981622 Missense_Mutation SNP C T 131 240 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_26 Pre-Treatment RBM12 10137 37 20 34242575 34242575 Missense_Mutation SNP G A 4 156 c.670C>T c.(670-672)CCC>TCC p.P224S

Pat_26 Pre-Treatment DLGAP4 22839 37 20 35127676 35127676 Missense_Mutation SNP C T 5 352 c.2042C>T c.(2041-2043)TCG>TTG p.S681L

Pat_26 Pre-Treatment NCOA5 57727 37 20 44699128 44699128 Missense_Mutation SNP G A 151 284 c.86C>T c.(85-87)TCC>TTC p.S29F

Pat_26 Pre-Treatment STAU1 6780 37 20 47739771 47739771 Missense_Mutation SNP G A 81 173 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_26 Pre-Treatment NFATC2 4773 37 20 50139963 50139963 Missense_Mutation SNP G A 4 48 c.817C>T c.(817-819)CGG>TGG p.R273W



Pat_26 Pre-Treatment LAMA5 3911 37 20 60885365 60885365 Missense_Mutation SNP G A 4 151 c.10603C>T c.(10603-10605)CTC>TTC p.L3535F

Pat_26 Pre-Treatment LAMA5 3911 37 20 60921968 60921968 Splice_Site SNP C T 5 289 c.1072_splice c.e7+1 p.S358_splice

Pat_26 Pre-Treatment UCKL1 54963 37 20 62571742 62571742 Missense_Mutation SNP G A 4 124 c.1399C>T c.(1399-1401)CGC>TGC p.R467C

Pat_26 Pre-Treatment TCEA2 6919 37 20 62700845 62700845 Splice_Site SNP G A 4 187 c.460_splice c.e5+1 p.H154_splice

Pat_26 Pre-Treatment SON 6651 37 21 34924871 34924871 Nonsense_Mutation SNP C T 5 310 c.3334C>T c.(3334-3336)CGA>TGA p.R1112*

Pat_26 Pre-Treatment MCM3AP 8888 37 21 47693423 47693423 Missense_Mutation SNP C T 5 112 c.2075G>A c.(2074-2076)CGG>CAG p.R692Q

Pat_26 Pre-Treatment HIRA 7290 37 22 19375245 19375245 Missense_Mutation SNP C T 5 87 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_26 Pre-Treatment CDC45 8318 37 22 19471512 19471512 Missense_Mutation SNP G A 4 192 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_26 Pre-Treatment TRMT2A 27037 37 22 20103604 20103604 Missense_Mutation SNP G A 5 389 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_26 Pre-Treatment RIMBP3 85376 37 22 20457214 20457214 Missense_Mutation SNP G A 22 47 c.4088C>T c.(4087-4089)CCC>CTC p.P1363L

Pat_26 Pre-Treatment ADRBK2 157 37 22 26107059 26107059 Missense_Mutation SNP C T 4 139 c.1420C>T c.(1420-1422)CGG>TGG p.R474W

Pat_26 Pre-Treatment SRRD 402055 37 22 26884387 26884387 Missense_Mutation SNP C T 155 271 c.542C>T c.(541-543)CCT>CTT p.P181L

Pat_26 Pre-Treatment EMID1 129080 37 22 29627106 29627106 Missense_Mutation SNP G A 4 188 c.557G>A c.(556-558)AGC>AAC p.S186N

Pat_26 Pre-Treatment GAS2L1 10634 37 22 29708404 29708404 Missense_Mutation SNP G A 4 136 c.1964G>A c.(1963-1965)CGC>CAC p.R655H

Pat_26 Pre-Treatment GAL3ST1 9514 37 22 30951719 30951719 Missense_Mutation SNP C T 124 248 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Pre-Treatment TCN2 6948 37 22 31008971 31008971 Missense_Mutation SNP G T 48 131 c.369G>T c.(367-369)AAG>AAT p.K123N

Pat_26 Pre-Treatment SMTN 6525 37 22 31487688 31487688 Missense_Mutation SNP C T 86 206 c.1487C>T c.(1486-1488)CCG>CTG p.P496L

Pat_26 Pre-Treatment SFI1 9814 37 22 32000931 32000931 Missense_Mutation SNP G A 7 57 c.2054G>A c.(2053-2055)CGC>CAC p.R685H

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38119918 38119918 Missense_Mutation SNP C G 9 293 c.1355C>G c.(1354-1356)ACA>AGA p.T452R

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38120437 38120437 Missense_Mutation SNP G C 7 442 c.1874G>C c.(1873-1875)AGA>ACA p.R625T

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38151639 38151639 Missense_Mutation SNP G A 6 311 c.5660G>A c.(5659-5661)CGT>CAT p.R1887H

Pat_26 Pre-Treatment MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 6 240 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_26 Pre-Treatment EP300 2033 37 22 41531849 41531850 Missense_Mutation DNP GG AA 47 130 c.1561_1562GG>AAc.(1561-1563)GGA>AAA p.G521K

Pat_26 Pre-Treatment CYP2D6 1565 37 22 42523908 42523908 Missense_Mutation SNP C T 115 280 c.921G>A c.(919-921)ATG>ATA p.M307I

Pat_26 Pre-Treatment CYP2D7P1 1564 37 22 42537916 42537916 Nonsense_Mutation SNP G A 3 40 c.535C>T c.(535-537)CGA>TGA p.R179*

Pat_26 Pre-Treatment CERK 64781 37 22 47116880 47116880 Missense_Mutation SNP C T 7 595 c.175G>A c.(175-177)GCC>ACC p.A59T

Pat_26 Pre-Treatment PLXNB2 23654 37 22 50716022 50716022 Missense_Mutation SNP G A 5 276 c.5194C>T c.(5194-5196)CGC>TGC p.R1732C

Pat_26 Pre-Treatment SAPS2 9701 37 22 50873439 50873439 Missense_Mutation SNP G A 4 181 c.1445G>A c.(1444-1446)CGG>CAG p.R482Q

Pat_26 Pre-Treatment SAPS2 9701 37 22 50874861 50874861 Missense_Mutation SNP C T 9 20 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_26 Pre-Treatment CHL1 10752 37 3 382573 382573 Missense_Mutation SNP C T 19 82 c.482C>T c.(481-483)CCT>CTT p.P161L

Pat_26 Pre-Treatment ITPR1 3708 37 3 4829776 4829776 Missense_Mutation SNP G C 5 23 c.6617G>C c.(6616-6618)CGG>CCG p.R2206P

Pat_26 Pre-Treatment C3orf32 51066 37 3 8669448 8669448 Missense_Mutation SNP C T 4 168 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_26 Pre-Treatment ATG7 10533 37 3 11402205 11402205 Missense_Mutation SNP C T 236 442 c.1630C>T c.(1630-1632)CCT>TCT p.P544S

Pat_26 Pre-Treatment IQSEC1 9922 37 3 12963729 12963729 Missense_Mutation SNP C T 5 141 c.1786G>A c.(1786-1788)GAG>AAG p.E596K

Pat_26 Pre-Treatment ZNF385D 79750 37 3 21552508 21552508 Missense_Mutation SNP G A 37 48 c.284C>T c.(283-285)GCT>GTT p.A95V

Pat_26 Pre-Treatment ARPP21 10777 37 3 35833903 35833903 Missense_Mutation SNP G A 135 245 c.2062G>A c.(2062-2064)GGA>AGA p.G688R

Pat_26 Pre-Treatment SLC22A13 9390 37 3 38307500 38307500 Missense_Mutation SNP G A 5 215 c.149G>A c.(148-150)TGT>TAT p.C50Y

Pat_26 Pre-Treatment XYLB 9942 37 3 38416711 38416711 Missense_Mutation SNP G T 5 202 c.965G>T c.(964-966)TGC>TTC p.C322F

Pat_26 Pre-Treatment SCN11A 11280 37 3 38946734 38946734 Nonsense_Mutation SNP G A 103 151 c.1552C>T c.(1552-1554)CAA>TAA p.Q518*

Pat_26 Pre-Treatment SCN11A 11280 37 3 38949450 38949450 Missense_Mutation SNP C A 13 68 c.1463G>T c.(1462-1464)TGC>TTC p.C488F

Pat_26 Pre-Treatment ZNF502 91392 37 3 44763369 44763369 Missense_Mutation SNP A G 3 86 c.1060A>G c.(1060-1062)AAA>GAA p.K354E

Pat_26 Pre-Treatment CDCP1 64866 37 3 45127257 45127257 Missense_Mutation SNP G A 4 121 c.2384C>T c.(2383-2385)CCT>CTT p.P795L

Pat_26 Pre-Treatment CDCP1 64866 37 3 45153823 45153823 Missense_Mutation SNP C T 239 378 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_26 Pre-Treatment CCRL2 9034 37 3 46450190 46450190 Missense_Mutation SNP C T 4 178 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_26 Pre-Treatment PRSS50 29122 37 3 46753818 46753818 Missense_Mutation SNP C T 27 23 c.1076G>A c.(1075-1077)GGG>GAG p.G359E

Pat_26 Pre-Treatment CELSR3 1951 37 3 48683635 48683635 Missense_Mutation SNP C T 4 137 c.7351G>A c.(7351-7353)GGA>AGA p.G2451R

Pat_26 Pre-Treatment BSN 8927 37 3 49694737 49694737 Missense_Mutation SNP G A 4 123 c.7748G>A c.(7747-7749)AGC>AAC p.S2583N



Pat_26 Pre-Treatment ABHD14B 84836 37 3 52005634 52005634 Missense_Mutation SNP G A 41 53 c.53C>T c.(52-54)GCC>GTC p.A18V

Pat_26 Pre-Treatment DUSP7 1849 37 3 52085136 52085136 Missense_Mutation SNP C T 4 159 c.955G>A c.(955-957)GAA>AAA p.E319K

Pat_26 Pre-Treatment GLYCTK 132158 37 3 52324365 52324365 Missense_Mutation SNP G A 4 116 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_26 Pre-Treatment BAP1 8314 37 3 52437677 52437677 Missense_Mutation SNP G A 4 95 c.1484C>T c.(1483-1485)ACG>ATG p.T495M

Pat_26 Pre-Treatment FAM107A 11170 37 3 58555481 58555481 Missense_Mutation SNP T C 32 63 c.107A>G c.(106-108)AAC>AGC p.N36S

Pat_26 Pre-Treatment SUCLG2 8801 37 3 67571047 67571048 Missense_Mutation DNP AG TT 5 176 c.428_429CT>AA c.(427-429)GCT>GAA p.A143E

Pat_26 Pre-Treatment ROBO2 6092 37 3 77637968 77637968 Missense_Mutation SNP T G 49 94 c.2567T>G c.(2566-2568)GTG>GGG p.V856G

Pat_26 Pre-Treatment CRYBG3 131544 37 3 97596417 97596417 Missense_Mutation SNP C T 33 60 c.535C>T c.(535-537)CTC>TTC p.L179F

Pat_26 Pre-Treatment CBLB 868 37 3 105464833 105464833 Missense_Mutation SNP G A 93 148 c.773C>T c.(772-774)CCA>CTA p.P258L

Pat_26 Pre-Treatment GUCA1C 9626 37 3 108672495 108672495 Missense_Mutation SNP C T 89 178 c.115G>A c.(115-117)GAA>AAA p.E39K

Pat_26 Pre-Treatment MORC1 27136 37 3 108751574 108751574 Missense_Mutation SNP C T 12 29 c.1558G>A c.(1558-1560)GAA>AAA p.E520K

Pat_26 Pre-Treatment WDR52 55779 37 3 113146126 113146126 Missense_Mutation SNP C T 28 39 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_26 Pre-Treatment POLQ 10721 37 3 121256023 121256023 Missense_Mutation SNP C T 87 182 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_26 Pre-Treatment SLC15A2 6565 37 3 121647395 121647395 Missense_Mutation SNP C T 66 145 c.1334C>T c.(1333-1335)TCC>TTC p.S445F

Pat_26 Pre-Treatment MYLK 4638 37 3 123457860 123457861 Missense_Mutation DNP CC TT 20 60 c.471_472GG>AAc.(469-474)GGGGAG>GGAAAGp.E158K

Pat_26 Pre-Treatment KALRN 8997 37 3 123987869 123987869 Missense_Mutation SNP G A 4 27 c.730G>A c.(730-732)GAG>AAG p.E244K

Pat_26 Pre-Treatment UMPS 7372 37 3 124449427 124449427 Missense_Mutation SNP T C 5 173 c.109T>C c.(109-111)TAC>CAC p.Y37H

Pat_26 Pre-Treatment SEC61A1 29927 37 3 127786827 127786827 Missense_Mutation SNP T C 176 362 c.1169T>C c.(1168-1170)GTT>GCT p.V390A

Pat_26 Pre-Treatment COL6A6 131873 37 3 130311915 130311915 Missense_Mutation SNP G A 184 325 c.4382G>A c.(4381-4383)GGG>GAG p.G1461E

Pat_26 Pre-Treatment ATP2C1 27032 37 3 130698165 130698165 Missense_Mutation SNP C T 93 134 c.1643C>T c.(1642-1644)CCT>CTT p.P548L

Pat_26 Pre-Treatment DNAJC13 23317 37 3 132169656 132169656 Missense_Mutation SNP G A 30 68 c.502G>A c.(502-504)GGA>AGA p.G168R

Pat_26 Pre-Treatment AMOTL2 51421 37 3 134090038 134090038 Nonsense_Mutation SNP G A 35 57 c.412C>T c.(412-414)CAG>TAG p.Q138*

Pat_26 Pre-Treatment PCCB 5096 37 3 136012707 136012707 Splice_Site SNP G A 5 225 c.763_splice c.e7+1 p.G255_splice

Pat_26 Pre-Treatment HPS3 84343 37 3 148876530 148876530 Missense_Mutation SNP G A 5 380 c.1769G>A c.(1768-1770)CGC>CAC p.R590H

Pat_26 Pre-Treatment WWTR1 25937 37 3 149238728 149238728 Missense_Mutation SNP C T 5 337 c.1067G>A c.(1066-1068)CGT>CAT p.R356H

Pat_26 Pre-Treatment B3GNT5 84002 37 3 182988256 182988256 Missense_Mutation SNP C T 92 166 c.670C>T c.(670-672)CAT>TAT p.H224Y

Pat_26 Pre-Treatment YEATS2 55689 37 3 183493736 183493736 Missense_Mutation SNP G A 6 336 c.2402G>A c.(2401-2403)AGT>AAT p.S801N

Pat_26 Pre-Treatment DVL3 1857 37 3 183885727 183885727 Missense_Mutation SNP T C 72 186 c.1372T>C c.(1372-1374)TTC>CTC p.F458L

Pat_26 Pre-Treatment FAM131A 131408 37 3 184062624 184062624 Missense_Mutation SNP G A 4 139 c.874G>A c.(874-876)GCC>ACC p.A292T

Pat_26 Pre-Treatment FAM43A 131583 37 3 194407998 194407998 Missense_Mutation SNP G A 3 24 c.443G>A c.(442-444)CGG>CAG p.R148Q

Pat_26 Pre-Treatment OSTalpha 200931 37 3 195955029 195955029 Missense_Mutation SNP G A 207 392 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_26 Pre-Treatment GAK 2580 37 4 843685 843685 Missense_Mutation SNP C T 4 66 c.3829G>A c.(3829-3831)GAC>AAC p.D1277N

Pat_26 Pre-Treatment MAEA 10296 37 4 1326630 1326630 Missense_Mutation SNP G A 4 102 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_26 Pre-Treatment ZFYVE28 57732 37 4 2307157 2307157 Missense_Mutation SNP C T 4 144 c.910G>A c.(910-912)GCT>ACT p.A304T

Pat_26 Pre-Treatment RGS12 6002 37 4 3418686 3418686 Missense_Mutation SNP C T 118 231 c.2474C>T c.(2473-2475)TCC>TTC p.S825F

Pat_26 Pre-Treatment JAKMIP1 152789 37 4 6087308 6087308 Missense_Mutation SNP C T 136 266 c.673G>A c.(673-675)GAA>AAA p.E225K

Pat_26 Pre-Treatment GBA3 57733 37 4 22748945 22748945 Missense_Mutation SNP G A 66 146 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_26 Pre-Treatment LIMCH1 22998 37 4 41682113 41682113 Missense_Mutation SNP G A 13 18 c.2458G>A c.(2458-2460)GAG>AAG p.E820K

Pat_26 Pre-Treatment GABRB1 2560 37 4 47408782 47408782 Missense_Mutation SNP G A 51 124 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_26 Pre-Treatment KDR 3791 37 4 55984966 55984966 Missense_Mutation SNP C T 50 80 c.163G>A c.(163-165)GGA>AGA p.G55R

Pat_26 Pre-Treatment PAICS 10606 37 4 57325591 57325591 Nonsense_Mutation SNP C T 27 69 c.1165C>T c.(1165-1167)CAG>TAG p.Q389*

Pat_26 Pre-Treatment EPHA5 2044 37 4 66230894 66230894 Missense_Mutation SNP G A 4 120 c.2077C>T c.(2077-2079)CGT>TGT p.R693C

Pat_26 Pre-Treatment GNRHR 2798 37 4 68619972 68619972 Missense_Mutation SNP G A 5 353 c.82C>T c.(82-84)CTC>TTC p.L28F

Pat_26 Pre-Treatment TMPRSS11B 132724 37 4 69097030 69097030 Missense_Mutation SNP C T 40 59 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_26 Pre-Treatment UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 39 103 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_26 Pre-Treatment UGT2B28 54490 37 4 70148286 70148286 Missense_Mutation SNP G A 68 125 c.776G>A c.(775-777)CGA>CAA p.R259Q

Pat_26 Pre-Treatment AMBN 258 37 4 71471945 71471945 Missense_Mutation SNP G A 34 74 c.842G>A c.(841-843)GGA>GAA p.G281E



Pat_26 Pre-Treatment PTPN13 5783 37 4 87687584 87687584 Splice_Site SNP G T 3 35 c.4244_splice c.e27-1 p.G1415_splice

Pat_26 Pre-Treatment HERC3 8916 37 4 89571065 89571065 Missense_Mutation SNP G A 4 158 c.301G>A c.(301-303)GAC>AAC p.D101N

Pat_26 Pre-Treatment MTTP 4547 37 4 100515972 100515972 Missense_Mutation SNP G A 7 249 c.841G>A c.(841-843)GAT>AAT p.D281N

Pat_26 Pre-Treatment CENPE 1062 37 4 104057392 104057392 Missense_Mutation SNP G A 35 93 c.6428C>T c.(6427-6429)TCA>TTA p.S2143L

Pat_26 Pre-Treatment GSTCD 79807 37 4 106766720 106766721 Missense_Mutation DNP GG AA 36 56 c.1888_1889GG>AAc.(1888-1890)GGA>AAA p.G630K

Pat_26 Pre-Treatment ANK2 287 37 4 114163336 114163336 Nonsense_Mutation SNP C T 4 164 c.862C>T c.(862-864)CGA>TGA p.R288*

Pat_26 Pre-Treatment BBS12 166379 37 4 123664573 123664573 Missense_Mutation SNP C T 4 137 c.1526C>T c.(1525-1527)ACT>ATT p.T509I

Pat_26 Pre-Treatment FAT4 79633 37 4 126372621 126372621 Missense_Mutation SNP G A 94 156 c.10450G>A c.(10450-10452)GAT>AAT p.D3484N

Pat_26 Pre-Treatment FAT4 79633 37 4 126398438 126398438 Missense_Mutation SNP G A 73 145 c.12422G>A c.(12421-12423)GGA>GAA p.G4141E

Pat_26 Pre-Treatment ARFIP1 27236 37 4 153750801 153750802 Missense_Mutation DNP CC TT 65 136 c.16_17CC>TT c.(16-18)CCC>TTC p.P6F

Pat_26 Pre-Treatment GLRA3 8001 37 4 175598335 175598335 Missense_Mutation SNP G A 44 83 c.821C>T c.(820-822)TCA>TTA p.S274L

Pat_26 Pre-Treatment AGA 175 37 4 178361497 178361497 Missense_Mutation SNP C T 6 420 c.211G>A c.(211-213)GGC>AGC p.G71S

Pat_26 Pre-Treatment LPCAT1 79888 37 5 1481075 1481075 Missense_Mutation SNP G A 7 517 c.743C>T c.(742-744)ACG>ATG p.T248M

Pat_26 Pre-Treatment IRX4 50805 37 5 1879941 1879941 Missense_Mutation SNP C T 28 34 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_26 Pre-Treatment MED10 84246 37 5 6372626 6372626 Missense_Mutation SNP G A 8 225 c.398C>T c.(397-399)CCG>CTG p.P133L

Pat_26 Pre-Treatment CTNND2 1501 37 5 10992705 10992705 Missense_Mutation SNP G A 61 133 c.3169C>T c.(3169-3171)CCC>TCC p.P1057S

Pat_26 Pre-Treatment DNAH5 1767 37 5 13771050 13771050 Missense_Mutation SNP C T 36 73 c.9413G>A c.(9412-9414)AGT>AAT p.S3138N

Pat_26 Pre-Treatment 11-Mar 441061 37 5 16091014 16091014 Missense_Mutation SNP C T 24 67 c.870G>A c.(868-870)ATG>ATA p.M290I

Pat_26 Pre-Treatment CDH18 1016 37 5 19721546 19721546 Missense_Mutation SNP C T 50 148 c.553G>A c.(553-555)GAT>AAT p.D185N

Pat_26 Pre-Treatment CDH18 1016 37 5 19839093 19839093 Missense_Mutation SNP C T 25 78 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Pre-Treatment PRDM9 56979 37 5 23509648 23509648 Missense_Mutation SNP G A 80 173 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_26 Pre-Treatment CDH10 1008 37 5 24487995 24487995 Missense_Mutation SNP T A 43 65 c.2144A>T c.(2143-2145)AAT>ATT p.N715I

Pat_26 Pre-Treatment RNASEN 29102 37 5 31410922 31410922 Missense_Mutation SNP C T 5 228 c.3598G>A c.(3598-3600)GCC>ACC p.A1200T

Pat_26 Pre-Treatment PDZD2 23037 37 5 32052798 32052798 Missense_Mutation SNP G A 5 327 c.1747G>A c.(1747-1749)GTC>ATC p.V583I

Pat_26 Pre-Treatment PDZD2 23037 37 5 32087434 32087434 Missense_Mutation SNP G A 91 90 c.3880G>A c.(3880-3882)GAG>AAG p.E1294K

Pat_26 Pre-Treatment PDZD2 23037 37 5 32089159 32089159 Missense_Mutation SNP G A 4 74 c.5605G>A c.(5605-5607)GCA>ACA p.A1869T

Pat_26 Pre-Treatment C5orf42 65250 37 5 37169549 37169549 Missense_Mutation SNP C T 4 89 c.6577G>A c.(6577-6579)GGA>AGA p.G2193R

Pat_26 Pre-Treatment RICTOR 253260 37 5 38959295 38959295 Splice_Site SNP A T 4 104 c.2178_splice c.e22+1 p.D726_splice

Pat_26 Pre-Treatment C6 729 37 5 41186251 41186251 Missense_Mutation SNP C T 26 60 c.647G>A c.(646-648)GGA>GAA p.G216E

Pat_26 Pre-Treatment IPO11 51194 37 5 61887486 61887486 Missense_Mutation SNP G A 31 52 c.2665G>A c.(2665-2667)GGA>AGA p.G889R

Pat_26 Pre-Treatment MARVELD2 153562 37 5 68728399 68728399 Missense_Mutation SNP A G 26 57 c.1228A>G c.(1228-1230)AAT>GAT p.N410D

Pat_26 Pre-Treatment ENC1 8507 37 5 73930869 73930869 Missense_Mutation SNP G A 46 111 c.1442C>T c.(1441-1443)CCC>CTC p.P481L

Pat_26 Pre-Treatment PDE8B 8622 37 5 76714055 76714055 Missense_Mutation SNP G A 16 37 c.1913G>A c.(1912-1914)GGA>GAA p.G638E

Pat_26 Pre-Treatment ANKRD34B 340120 37 5 79854638 79854638 Missense_Mutation SNP G A 34 70 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_26 Pre-Treatment NBPF22P 285622 37 5 85578532 85578532 Missense_Mutation SNP G T 6 191 c.9G>T c.(7-9)TTG>TTT p.L3F

Pat_26 Pre-Treatment GPR98 84059 37 5 89933551 89933551 Missense_Mutation SNP C T 4 19 c.2026C>T c.(2026-2028)CCC>TCC p.P676S

Pat_26 Pre-Treatment GPR98 84059 37 5 90024556 90024556 Missense_Mutation SNP C T 94 197 c.10232C>T c.(10231-10233)GCC>GTC p.A3411V

Pat_26 Pre-Treatment GPR98 84059 37 5 90111487 90111487 Missense_Mutation SNP G A 5 15 c.16130G>A c.(16129-16131)GGA>GAA p.G5377E

Pat_26 Pre-Treatment PAM 5066 37 5 102345512 102345512 Missense_Mutation SNP G A 30 60 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_26 Pre-Treatment ZNF474 133923 37 5 121488745 121488745 Missense_Mutation SNP G A 4 117 c.1060G>A c.(1060-1062)GCA>ACA p.A354T

Pat_26 Pre-Treatment SNCAIP 9627 37 5 121739548 121739548 Missense_Mutation SNP G A 143 109 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_26 Pre-Treatment PCDHA1 56147 37 5 140166416 140166416 Missense_Mutation SNP G A 32 21 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_26 Pre-Treatment PCDHA3 56145 37 5 140182635 140182635 Missense_Mutation SNP C T 5 243 c.1853C>T c.(1852-1854)GCG>GTG p.A618V

Pat_26 Pre-Treatment PCDHA4 56144 37 5 140188460 140188460 Missense_Mutation SNP C A 4 112 c.1688C>A c.(1687-1689)CCA>CAA p.P563Q

Pat_26 Pre-Treatment PCDHGB3 56102 37 5 140752101 140752101 Missense_Mutation SNP C T 92 66 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_26 Pre-Treatment FAT2 2196 37 5 150885533 150885533 Missense_Mutation SNP C T 6 280 c.12643G>A c.(12643-12645)GTG>ATG p.V4215M

Pat_26 Pre-Treatment FAT2 2196 37 5 150917383 150917383 Missense_Mutation SNP G A 6 212 c.9164C>T c.(9163-9165)GCG>GTG p.A3055V



Pat_26 Pre-Treatment GLRA1 2741 37 5 151239530 151239530 Missense_Mutation SNP C T 57 97 c.292G>A c.(292-294)GAC>AAC p.D98N

Pat_26 Pre-Treatment MFAP3 4238 37 5 153432575 153432575 Missense_Mutation SNP C T 117 205 c.391C>T c.(391-393)CGT>TGT p.R131C

Pat_26 Pre-Treatment NIPAL4 348938 37 5 156899928 156899928 Missense_Mutation SNP C T 51 106 c.1361C>T c.(1360-1362)TCA>TTA p.S454L

Pat_26 Pre-Treatment GABRB2 2561 37 5 160753392 160753392 Missense_Mutation SNP C T 90 164 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_26 Pre-Treatment DOCK2 1794 37 5 169461429 169461429 Missense_Mutation SNP C A 5 186 c.3494C>A c.(3493-3495)CCA>CAA p.P1165Q

Pat_26 Pre-Treatment MGAT4B 11282 37 5 179228422 179228422 Missense_Mutation SNP G A 5 309 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_26 Pre-Treatment FARS2 10667 37 6 5771562 5771562 Missense_Mutation SNP G A 5 265 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_26 Pre-Treatment RREB1 6239 37 6 7231502 7231502 Missense_Mutation SNP C T 191 359 c.3170C>T c.(3169-3171)CCC>CTC p.P1057L

Pat_26 Pre-Treatment PHACTR1 221692 37 6 13053737 13053737 Missense_Mutation SNP G A 4 101 c.391G>A c.(391-393)GAA>AAA p.E131K

Pat_26 Pre-Treatment TBC1D7 51256 37 6 13327103 13327103 Missense_Mutation SNP G A 4 122 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_26 Pre-Treatment NKAPL 222698 37 6 28227372 28227372 Missense_Mutation SNP C T 4 107 c.223C>T c.(223-225)CTC>TTC p.L75F

Pat_26 Pre-Treatment SCAND3 114821 37 6 28540442 28540442 Missense_Mutation SNP C T 73 110 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_26 Pre-Treatment DDR1 780 37 6 30857092 30857092 Missense_Mutation SNP G A 5 139 c.302G>A c.(301-303)GGC>GAC p.G101D

Pat_26 Pre-Treatment PSORS1C2 170680 37 6 31105837 31105837 Nonsense_Mutation SNP C T 5 140 c.302G>A c.(301-303)TGG>TAG p.W101*

Pat_26 Pre-Treatment BAT2 7916 37 6 31592996 31592996 Missense_Mutation SNP C T 71 120 c.512C>T c.(511-513)CCG>CTG p.P171L

Pat_26 Pre-Treatment BAT2 7916 37 6 31593808 31593808 Missense_Mutation SNP G A 5 183 c.851G>A c.(850-852)CGT>CAT p.R284H

Pat_26 Pre-Treatment BAT2 7916 37 6 31599185 31599185 Missense_Mutation SNP G A 3 25 c.2735G>A c.(2734-2736)GGC>GAC p.G912D

Pat_26 Pre-Treatment C4A 720 37 6 31963519 31963519 Missense_Mutation SNP C T 74 300 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_26 Pre-Treatment TNXB 7148 37 6 32037342 32037342 Missense_Mutation SNP C T 4 188 c.5575G>A c.(5575-5577)GTC>ATC p.V1859I

Pat_26 Pre-Treatment TAPBP 6892 37 6 33281045 33281045 Nonsense_Mutation SNP G A 5 281 c.418C>T c.(418-420)CGA>TGA p.R140*

Pat_26 Pre-Treatment ITPR3 3710 37 6 33647686 33647686 Missense_Mutation SNP G A 4 114 c.4000G>A c.(4000-4002)GTG>ATG p.V1334M

Pat_26 Pre-Treatment SPDEF 25803 37 6 34512223 34512223 Missense_Mutation SNP C T 4 106 c.10G>A c.(10-12)GCC>ACC p.A4T

Pat_26 Pre-Treatment DNAH8 1769 37 6 38875853 38875853 Missense_Mutation SNP C T 22 31 c.8819C>T c.(8818-8820)TCA>TTA p.S2940L

Pat_26 Pre-Treatment GLP1R 2740 37 6 39046935 39046935 Missense_Mutation SNP A T 180 318 c.1002A>T c.(1000-1002)AAA>AAT p.K334N

Pat_26 Pre-Treatment LRFN2 57497 37 6 40399991 40399991 Missense_Mutation SNP G A 5 251 c.862C>T c.(862-864)CCG>TCG p.P288S

Pat_26 Pre-Treatment FOXP4 116113 37 6 41555536 41555536 Missense_Mutation SNP C T 12 26 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_26 Pre-Treatment CUL9 23113 37 6 43166401 43166401 Missense_Mutation SNP G A 7 495 c.2858G>A c.(2857-2859)CGA>CAA p.R953Q

Pat_26 Pre-Treatment SLC22A7 10864 37 6 43266358 43266358 Missense_Mutation SNP G A 14 19 c.262G>A c.(262-264)GCT>ACT p.A88T

Pat_26 Pre-Treatment GTPBP2 54676 37 6 43592343 43592343 Missense_Mutation SNP C T 59 89 c.1004G>A c.(1003-1005)CGG>CAG p.R335Q

Pat_26 Pre-Treatment TMEM63B 55362 37 6 44117686 44117686 Missense_Mutation SNP G A 44 74 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_26 Pre-Treatment RUNX2 860 37 6 45480097 45480097 Missense_Mutation SNP G A 5 355 c.974G>A c.(973-975)CGG>CAG p.R325Q

Pat_26 Pre-Treatment COL21A1 81578 37 6 55933885 55933885 Missense_Mutation SNP C T 13 18 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_26 Pre-Treatment BAI3 577 37 6 70082297 70082297 Splice_Site SNP G A 10 12 c.4240_splice c.e30-1 p.R1414_splice

Pat_26 Pre-Treatment COL9A1 1297 37 6 70990721 70990721 Missense_Mutation SNP G A 3 46 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_26 Pre-Treatment GPR63 81491 37 6 97247496 97247496 Missense_Mutation SNP G A 37 69 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_26 Pre-Treatment WISP3 8838 37 6 112390739 112390739 Nonsense_Mutation SNP G A 48 75 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_26 Pre-Treatment NT5DC1 221294 37 6 116544279 116544279 Missense_Mutation SNP C T 95 58 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_26 Pre-Treatment ROS1 6098 37 6 117650583 117650583 Missense_Mutation SNP G A 26 31 c.5275C>T c.(5275-5277)CCC>TCC p.P1759S

Pat_26 Pre-Treatment GJA1 2697 37 6 121768405 121768405 Missense_Mutation SNP G A 4 195 c.412G>A c.(412-414)GGT>AGT p.G138S

Pat_26 Pre-Treatment NCOA7 135112 37 6 126242132 126242132 Missense_Mutation SNP G A 4 139 c.2288G>A c.(2287-2289)AGC>AAC p.S763N

Pat_26 Pre-Treatment ARG1 383 37 6 131900341 131900341 Missense_Mutation SNP G A 49 31 c.221G>A c.(220-222)GGA>GAA p.G74E

Pat_26 Pre-Treatment CTAGE9 643854 37 6 132031227 132031227 Missense_Mutation SNP G A 42 19 c.931C>T c.(931-933)CCG>TCG p.P311S

Pat_26 Pre-Treatment IL20RA 53832 37 6 137338238 137338238 Missense_Mutation SNP G A 19 13 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_26 Pre-Treatment LATS1 9113 37 6 149997811 149997811 Nonsense_Mutation SNP G A 31 17 c.2656C>T c.(2656-2658)CGA>TGA p.R886*

Pat_26 Pre-Treatment PPP1R14C 81706 37 6 150535953 150535953 Nonsense_Mutation SNP C A 4 120 c.380C>A c.(379-381)TCA>TAA p.S127*

Pat_26 Pre-Treatment SYNE1 23345 37 6 152730807 152730807 Missense_Mutation SNP C T 56 33 c.6268G>A c.(6268-6270)GAA>AAA p.E2090K

Pat_26 Pre-Treatment RSPH3 83861 37 6 159403527 159403527 Missense_Mutation SNP C T 4 85 c.1112G>A c.(1111-1113)CGA>CAA p.R371Q



Pat_26 Pre-Treatment PHF10 55274 37 6 170115848 170115848 Missense_Mutation SNP C T 44 37 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_26 Pre-Treatment CHST12 55501 37 7 2472575 2472575 Missense_Mutation SNP G A 4 159 c.301G>A c.(301-303)GTG>ATG p.V101M

Pat_26 Pre-Treatment RADIL 55698 37 7 4874803 4874803 Missense_Mutation SNP G A 22 51 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_26 Pre-Treatment USP42 84132 37 7 6189601 6189601 Missense_Mutation SNP G A 4 60 c.1774G>A c.(1774-1776)GTG>ATG p.V592M

Pat_26 Pre-Treatment USP42 84132 37 7 6194300 6194300 Missense_Mutation SNP G A 4 114 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_26 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 108 159 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_26 Pre-Treatment THSD7A 221981 37 7 11521546 11521546 Missense_Mutation SNP G A 4 152 c.1886C>T c.(1885-1887)GCC>GTC p.A629V

Pat_26 Pre-Treatment KLHL7 55975 37 7 23164306 23164306 Splice_Site SNP G C 3 91 c.224_splice c.e3-1 p.T75_splice

Pat_26 Pre-Treatment DFNA5 1687 37 7 24789342 24789342 Missense_Mutation SNP C T 90 182 c.52G>A c.(52-54)GAC>AAC p.D18N

Pat_26 Pre-Treatment EVX1 2128 37 7 27285964 27285964 Missense_Mutation SNP C T 4 69 c.1144C>T c.(1144-1146)CTC>TTC p.L382F

Pat_26 Pre-Treatment ADCYAP1R1 117 37 7 31146156 31146156 Missense_Mutation SNP G A 6 314 c.1265G>A c.(1264-1266)CGT>CAT p.R422H

Pat_26 Pre-Treatment OGDH 4967 37 7 44734078 44734078 Missense_Mutation SNP C T 79 128 c.1571C>T c.(1570-1572)CCG>CTG p.P524L

Pat_26 Pre-Treatment ADCY1 107 37 7 45743044 45743044 Missense_Mutation SNP C T 5 149 c.2524C>T c.(2524-2526)CCG>TCG p.P842S

Pat_26 Pre-Treatment TNS3 64759 37 7 47343138 47343138 Missense_Mutation SNP G A 7 14 c.2867C>T c.(2866-2868)CCC>CTC p.P956L

Pat_26 Pre-Treatment PKD1L1 168507 37 7 47867041 47867041 Missense_Mutation SNP C T 4 82 c.6761G>A c.(6760-6762)CGC>CAC p.R2254H

Pat_26 Pre-Treatment PKD1L1 168507 37 7 47904813 47904813 Splice_Site SNP C T 12 23 c.4149_splice c.e26+1 p.K1383_splice

Pat_26 Pre-Treatment ABCA13 154664 37 7 48353922 48353922 Missense_Mutation SNP G A 14 17 c.9775G>A c.(9775-9777)GAT>AAT p.D3259N

Pat_26 Pre-Treatment NCF1 653361 37 7 74193632 74193632 Missense_Mutation SNP G A 5 324 c.259G>A c.(259-261)GCC>ACC p.A87T

Pat_26 Pre-Treatment DTX2 113878 37 7 76134733 76134733 Missense_Mutation SNP T C 13 29 c.1684T>C c.(1684-1686)TTC>CTC p.F562L

Pat_26 Pre-Treatment PCLO 27445 37 7 82764309 82764309 Missense_Mutation SNP C T 66 148 c.2557G>A c.(2557-2559)GAA>AAA p.E853K

Pat_26 Pre-Treatment SEMA3A 10371 37 7 83592633 83592633 Missense_Mutation SNP C T 57 115 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_26 Pre-Treatment STEAP2 261729 37 7 89856645 89856645 Missense_Mutation SNP G A 4 176 c.853G>A c.(853-855)GGC>AGC p.G285S

Pat_26 Pre-Treatment SAMD9 54809 37 7 92732185 92732186 Missense_Mutation DNP GG AA 35 44 c.3225_3226CC>TTc.(3223-3228)ATCCAT>ATTTATp.H1076Y

Pat_26 Pre-Treatment COL1A2 1278 37 7 94055131 94055131 Missense_Mutation SNP G A 8 15 c.2905G>A c.(2905-2907)GTG>ATG p.V969M

Pat_26 Pre-Treatment ARPC1B 10095 37 7 98988637 98988637 Missense_Mutation SNP G A 4 101 c.622G>A c.(622-624)GTC>ATC p.V208I

Pat_26 Pre-Treatment ZKSCAN1 7586 37 7 99621904 99621904 Missense_Mutation SNP G A 4 148 c.554G>A c.(553-555)CGG>CAG p.R185Q

Pat_26 Pre-Treatment STAG3 10734 37 7 99796940 99796940 Missense_Mutation SNP G A 6 293 c.1523G>A c.(1522-1524)CGG>CAG p.R508Q

Pat_26 Pre-Treatment EPHB4 2050 37 7 100410379 100410379 Missense_Mutation SNP G A 21 54 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_26 Pre-Treatment PMPCB 9512 37 7 102949522 102949522 Missense_Mutation SNP C T 4 160 c.973C>T c.(973-975)CGC>TGC p.R325C

Pat_26 Pre-Treatment MLL5 55904 37 7 104742439 104742439 Missense_Mutation SNP G A 5 310 c.1994G>A c.(1993-1995)CGT>CAT p.R665H

Pat_26 Pre-Treatment SRPK2 6733 37 7 104783638 104783638 Missense_Mutation SNP G A 59 136 c.920C>T c.(919-921)ACC>ATC p.T307I

Pat_26 Pre-Treatment PPP1R3A 5506 37 7 113519690 113519690 Missense_Mutation SNP C T 31 53 c.1457G>A c.(1456-1458)CGA>CAA p.R486Q

Pat_26 Pre-Treatment ASB15 142685 37 7 123269228 123269228 Missense_Mutation SNP G A 21 59 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_26 Pre-Treatment PAX4 5078 37 7 127253881 127253881 Missense_Mutation SNP C T 4 138 c.467G>A c.(466-468)GGT>GAT p.G156D

Pat_26 Pre-Treatment OPN1SW 611 37 7 128413880 128413880 Missense_Mutation SNP C T 6 155 c.750G>A c.(748-750)ATG>ATA p.M250I

Pat_26 Pre-Treatment RAB19 401409 37 7 140107616 140107616 Missense_Mutation SNP G A 4 185 c.170G>A c.(169-171)CGT>CAT p.R57H

Pat_26 Pre-Treatment DENND2A 27147 37 7 140301735 140301735 Missense_Mutation SNP C T 63 103 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_26 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 47 120 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_26 Pre-Treatment MGAM 8972 37 7 141731520 141731520 Missense_Mutation SNP C T 78 175 c.1511C>T c.(1510-1512)CCC>CTC p.P504L

Pat_26 Pre-Treatment C7orf34 135927 37 7 142636842 142636842 Missense_Mutation SNP C T 14 31 c.199C>T c.(199-201)CCC>TCC p.P67S

Pat_26 Pre-Treatment OR2F2 135948 37 7 143633023 143633023 Missense_Mutation SNP G A 50 94 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_26 Pre-Treatment PDIA4 9601 37 7 148705250 148705250 Splice_Site SNP C T 4 111 c.1131_splice c.e7+1 p.Q377_splice

Pat_26 Pre-Treatment SSPO 23145 37 7 149477388 149477388 Missense_Mutation SNP G A 4 25 c.1459G>A c.(1459-1461)GAG>AAG p.E487K

Pat_26 Pre-Treatment GIMAP5 55340 37 7 150439711 150439711 Missense_Mutation SNP G C 126 256 c.484G>C c.(484-486)GAT>CAT p.D162H

Pat_26 Pre-Treatment KCNH2 3757 37 7 150649680 150649680 Missense_Mutation SNP T A 8 655 c.1390A>T c.(1390-1392)ATT>TTT p.I464F

Pat_26 Pre-Treatment VIPR2 7434 37 7 158902542 158902542 Missense_Mutation SNP G A 73 151 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_26 Pre-Treatment CSMD1 64478 37 8 3059206 3059206 Missense_Mutation SNP C T 19 37 c.5029G>A c.(5029-5031)GAT>AAT p.D1677N



Pat_26 Pre-Treatment AGPAT5 55326 37 8 6588251 6588251 Missense_Mutation SNP C G 8 273 c.309C>G c.(307-309)GAC>GAG p.D103E

Pat_26 Pre-Treatment BLK 640 37 8 11405589 11405589 Missense_Mutation SNP G A 5 346 c.224G>A c.(223-225)CGG>CAG p.R75Q

Pat_26 Pre-Treatment PCM1 5108 37 8 17823629 17823629 Missense_Mutation SNP G A 4 134 c.2977G>A c.(2977-2979)GTA>ATA p.V993I

Pat_26 Pre-Treatment ASAH1 427 37 8 17924743 17924743 Missense_Mutation SNP G A 4 119 c.368C>T c.(367-369)ACT>ATT p.T123I

Pat_26 Pre-Treatment SLC18A1 6570 37 8 20007227 20007227 Missense_Mutation SNP G A 43 67 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_26 Pre-Treatment XPO7 23039 37 8 21844746 21844746 Missense_Mutation SNP C T 4 184 c.1672C>T c.(1672-1674)CGT>TGT p.R558C

Pat_26 Pre-Treatment ADAMDEC1 27299 37 8 24251607 24251607 Missense_Mutation SNP G A 43 97 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_26 Pre-Treatment ADAM7 8756 37 8 24300055 24300055 Missense_Mutation SNP G A 121 212 c.122G>A c.(121-123)CGA>CAA p.R41Q

Pat_26 Pre-Treatment ADAM7 8756 37 8 24339742 24339742 Missense_Mutation SNP G A 18 32 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_26 Pre-Treatment BNIP3L 665 37 8 26252780 26252780 Missense_Mutation SNP G A 40 98 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Pre-Treatment BNIP3L 665 37 8 26252782 26252782 Missense_Mutation SNP T A 42 97 c.321T>A c.(319-321)GAT>GAA p.D107E

Pat_26 Pre-Treatment SCARA3 51435 37 8 27516870 27516870 Missense_Mutation SNP G A 31 57 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_26 Pre-Treatment FBXO16 157574 37 8 28340887 28340887 Missense_Mutation SNP T G 162 245 c.77A>C c.(76-78)AAC>ACC p.N26T

Pat_26 Pre-Treatment ADAM32 203102 37 8 39022685 39022685 Missense_Mutation SNP T C 2 5 c.803T>C c.(802-804)CTA>CCA p.L268P

Pat_26 Pre-Treatment MCM4 4173 37 8 48877195 48877195 Missense_Mutation SNP C T 42 72 c.755C>T c.(754-756)TCA>TTA p.S252L

Pat_26 Pre-Treatment MCM4 4173 37 8 48885469 48885469 Missense_Mutation SNP C T 4 177 c.1981C>T c.(1981-1983)CGT>TGT p.R661C

Pat_26 Pre-Treatment PXDNL 137902 37 8 52321593 52321593 Missense_Mutation SNP C T 4 112 c.2591G>A c.(2590-2592)CGC>CAC p.R864H

Pat_26 Pre-Treatment FAM110B 90362 37 8 59058956 59058956 Missense_Mutation SNP C T 58 64 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_26 Pre-Treatment NSMAF 8439 37 8 59508216 59508216 Missense_Mutation SNP C T 31 64 c.1795G>A c.(1795-1797)GAA>AAA p.E599K

Pat_26 Pre-Treatment YTHDF3 253943 37 8 64100034 64100034 Missense_Mutation SNP G T 4 152 c.1465G>T c.(1465-1467)GCT>TCT p.A489S

Pat_26 Pre-Treatment ARFGEF1 10565 37 8 68170417 68170417 Missense_Mutation SNP G A 32 51 c.2344C>T c.(2344-2346)CGT>TGT p.R782C

Pat_26 Pre-Treatment SLCO5A1 81796 37 8 70585280 70585280 Missense_Mutation SNP G A 5 241 c.2371C>T c.(2371-2373)CGG>TGG p.R791W

Pat_26 Pre-Treatment CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 29 106 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_26 Pre-Treatment INTS8 55656 37 8 95840000 95840000 Missense_Mutation SNP C T 151 250 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_26 Pre-Treatment VPS13B 157680 37 8 100791192 100791192 Missense_Mutation SNP C T 131 233 c.7787C>T c.(7786-7788)TCT>TTT p.S2596F

Pat_26 Pre-Treatment UBR5 51366 37 8 103316274 103316274 Missense_Mutation SNP C T 4 88 c.2951G>A c.(2950-2952)CGA>CAA p.R984Q

Pat_26 Pre-Treatment TRHR 7201 37 8 110131570 110131570 Missense_Mutation SNP C A 76 192 c.1083C>A c.(1081-1083)GAC>GAA p.D361E

Pat_26 Pre-Treatment SLC30A8 169026 37 8 118147586 118147586 Missense_Mutation SNP C T 6 382 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_26 Pre-Treatment SAMD12 401474 37 8 119593082 119593082 Missense_Mutation SNP C T 36 92 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_26 Pre-Treatment COL14A1 7373 37 8 121210152 121210152 Missense_Mutation SNP G A 20 32 c.695G>A c.(694-696)GGA>GAA p.G232E

Pat_26 Pre-Treatment ADCY8 114 37 8 131880114 131880114 Missense_Mutation SNP G T 33 92 c.2188C>A c.(2188-2190)CAA>AAA p.Q730K

Pat_26 Pre-Treatment TG 7038 37 8 133900276 133900276 Missense_Mutation SNP G A 9 139 c.2224G>A c.(2224-2226)GTG>ATG p.V742M

Pat_26 Pre-Treatment COL22A1 169044 37 8 139815131 139815131 Missense_Mutation SNP C T 69 112 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_26 Pre-Treatment COL22A1 169044 37 8 139839023 139839023 Missense_Mutation SNP C T 16 35 c.847G>A c.(847-849)GAT>AAT p.D283N

Pat_26 Pre-Treatment MAPK15 225689 37 8 144803950 144803950 Missense_Mutation SNP C T 63 160 c.1358C>T c.(1357-1359)CCC>CTC p.P453L

Pat_26 Pre-Treatment EPPK1 83481 37 8 144942527 144942527 Missense_Mutation SNP C T 143 236 c.4895G>A c.(4894-4896)GGA>GAA p.G1632E

Pat_26 Pre-Treatment GPAA1 8733 37 8 145139945 145139945 Splice_Site SNP C T 4 181 c.1165_splice c.e9-1 p.A389_splice

Pat_26 Pre-Treatment SHARPIN 81858 37 8 145154311 145154311 Missense_Mutation SNP G A 6 287 c.791C>T c.(790-792)CCG>CTG p.P264L

Pat_26 Pre-Treatment CPSF1 29894 37 8 145621935 145621935 Missense_Mutation SNP G A 126 220 c.2704C>T c.(2704-2706)CGT>TGT p.R902C

Pat_26 Pre-Treatment KANK1 23189 37 9 738505 738505 Splice_Site SNP G A 5 150 c.3553_splice c.e12+1 p.D1185_splice

Pat_26 Pre-Treatment VLDLR 7436 37 9 2639918 2639918 Nonsense_Mutation SNP C T 5 340 c.262C>T c.(262-264)CGA>TGA p.R88*

Pat_26 Pre-Treatment ADAMTSL1 92949 37 9 18905849 18905849 Missense_Mutation SNP G A 4 68 c.4921G>A c.(4921-4923)GGC>AGC p.G1641S

Pat_26 Pre-Treatment CDKN2A 1029 37 9 21971017 21971017 Missense_Mutation SNP G A 92 39 c.341C>T c.(340-342)CCC>CTC p.P114L

Pat_26 Pre-Treatment TAF1L 138474 37 9 32633981 32633981 Missense_Mutation SNP G A 44 83 c.1597C>T c.(1597-1599)CCT>TCT p.P533S

Pat_26 Pre-Treatment UNC13B 10497 37 9 35400332 35400332 Missense_Mutation SNP T G 173 271 c.4129T>G c.(4129-4131)TTC>GTC p.F1377V

Pat_26 Pre-Treatment TLN1 7094 37 9 35724203 35724203 Missense_Mutation SNP G A 6 210 c.640C>T c.(640-642)CTC>TTC p.L214F

Pat_26 Pre-Treatment HRCT1 646962 37 9 35906475 35906475 Missense_Mutation SNP G A 7 338 c.191G>A c.(190-192)CGG>CAG p.R64Q



Pat_26 Pre-Treatment MELK 9833 37 9 36677266 36677266 Missense_Mutation SNP C T 4 137 c.1888C>T c.(1888-1890)CGG>TGG p.R630W

Pat_26 Pre-Treatment SHB 6461 37 9 37974811 37974811 Missense_Mutation SNP G A 11 151 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_26 Pre-Treatment ALDH1B1 219 37 9 38395779 38395779 Missense_Mutation SNP C T 90 155 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_26 Pre-Treatment PRUNE2 158471 37 9 79323461 79323462 Missense_Mutation DNP TG AA 3 23 c.3728_3729CA>TT c.(3727-3729)TCA>TTT p.S1243F

Pat_26 Pre-Treatment SHC3 53358 37 9 91690061 91690061 Missense_Mutation SNP G A 4 91 c.692C>T c.(691-693)ACG>ATG p.T231M

Pat_26 Pre-Treatment PTCH1 5727 37 9 98209618 98209618 Missense_Mutation SNP G A 38 36 c.3920C>T c.(3919-3921)CCC>CTC p.P1307L

Pat_26 Pre-Treatment SVEP1 79987 37 9 113171099 113171099 Missense_Mutation SNP G A 167 118 c.6781C>T c.(6781-6783)CCT>TCT p.P2261S

Pat_26 Pre-Treatment ZNF883 169834 37 9 115760269 115760269 Missense_Mutation SNP G A 21 20 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_26 Pre-Treatment ALAD 210 37 9 116152752 116152752 Missense_Mutation SNP G A 4 100 c.503C>T c.(502-504)TCG>TTG p.S168L

Pat_26 Pre-Treatment PAPPA 5069 37 9 119124940 119124940 Missense_Mutation SNP G A 28 26 c.4417G>A c.(4417-4419)GAG>AAG p.E1473K

Pat_26 Pre-Treatment C5 727 37 9 123752040 123752040 Missense_Mutation SNP A G 3 77 c.2960T>C c.(2959-2961)ATC>ACC p.I987T

Pat_26 Pre-Treatment MORN5 254956 37 9 124931981 124931981 Missense_Mutation SNP G A 4 190 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_26 Pre-Treatment MRRF 92399 37 9 125033246 125033246 Missense_Mutation SNP G A 6 308 c.76G>A c.(76-78)GTT>ATT p.V26I

Pat_26 Pre-Treatment CRB2 286204 37 9 126133014 126133014 Missense_Mutation SNP C T 76 33 c.1682C>T c.(1681-1683)CCG>CTG p.P561L

Pat_26 Pre-Treatment NEK6 10783 37 9 127088681 127088681 Missense_Mutation SNP G A 4 190 c.478G>A c.(478-480)GTG>ATG p.V160M

Pat_26 Pre-Treatment WDR38 401551 37 9 127619155 127619155 Missense_Mutation SNP C T 5 292 c.763C>T c.(763-765)CGC>TGC p.R255C

Pat_26 Pre-Treatment SH2D3C 10044 37 9 130511626 130511626 Missense_Mutation SNP C T 4 160 c.1003G>A c.(1003-1005)GGA>AGA p.G335R

Pat_26 Pre-Treatment DNM1 1759 37 9 130996357 130996357 Missense_Mutation SNP C T 3 68 c.1393C>T c.(1393-1395)CGG>TGG p.R465W

Pat_26 Pre-Treatment ASB6 140459 37 9 132400230 132400230 Missense_Mutation SNP C T 32 47 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_26 Pre-Treatment NUP214 8021 37 9 134103565 134103565 Missense_Mutation SNP C T 4 158 c.5921C>T c.(5920-5922)CCA>CTA p.P1974L

Pat_26 Pre-Treatment TTF1 7270 37 9 135251433 135251433 Nonsense_Mutation SNP G A 37 63 c.2587C>T c.(2587-2589)CGA>TGA p.R863*

Pat_26 Pre-Treatment REXO4 57109 37 9 136277539 136277539 Missense_Mutation SNP G T 234 431 c.790C>A c.(790-792)CGT>AGT p.R264S

Pat_26 Pre-Treatment COL5A1 1289 37 9 137622245 137622245 Missense_Mutation SNP A G 48 117 c.1088A>G c.(1087-1089)AAC>AGC p.N363S

Pat_26 Pre-Treatment NOTCH1 4851 37 9 139405210 139405210 Missense_Mutation SNP G A 4 186 c.2635C>T c.(2635-2637)CGG>TGG p.R879W

Pat_26 Pre-Treatment ABCA2 20 37 9 139910568 139910568 Missense_Mutation SNP C T 7 389 c.3160G>A c.(3160-3162)GAC>AAC p.D1054N

Pat_26 Pre-Treatment EHMT1 79813 37 9 140646844 140646844 Missense_Mutation SNP G A 38 60 c.1232G>A c.(1231-1233)GGT>GAT p.G411D

Pat_26 Pre-Treatment P2RY8 286530 37 X 1584415 1584415 Missense_Mutation SNP C T 73 149 c.1037G>A c.(1036-1038)GGA>GAA p.G346E

Pat_26 Pre-Treatment SCML2 10389 37 X 18323215 18323215 Missense_Mutation SNP G A 182 65 c.607C>T c.(607-609)CAT>TAT p.H203Y

Pat_26 Pre-Treatment RS1 6247 37 X 18660260 18660260 Missense_Mutation SNP G A 4 192 c.539C>T c.(538-540)TCG>TTG p.S180L

Pat_26 Pre-Treatment DCAF8L1 139425 37 X 27999163 27999163 Missense_Mutation SNP C T 91 38 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_26 Pre-Treatment BCOR 54880 37 X 39934294 39934294 Missense_Mutation SNP C T 4 99 c.305G>A c.(304-306)CGG>CAG p.R102Q

Pat_26 Pre-Treatment EBP 10682 37 X 48386759 48386759 Missense_Mutation SNP C T 13 8 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_26 Pre-Treatment SHROOM4 57477 37 X 50351180 50351180 Missense_Mutation SNP T C 3 51 c.2962A>G c.(2962-2964)ATG>GTG p.M988V

Pat_26 Pre-Treatment MTMR8 55613 37 X 63548752 63548752 Missense_Mutation SNP G A 13 3 c.1381C>T c.(1381-1383)CCT>TCT p.P461S

Pat_26 Pre-Treatment GJB1 2705 37 X 70444122 70444122 Missense_Mutation SNP G A 4 164 c.565G>A c.(565-567)GTC>ATC p.V189I

Pat_26 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 7 112 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_26 Pre-Treatment PHKA1 5255 37 X 71802396 71802396 Missense_Mutation SNP C T 4 59 c.3350G>A c.(3349-3351)CGT>CAT p.R1117H

Pat_26 Pre-Treatment BRWD3 254065 37 X 79943625 79943625 Splice_Site SNP C T 55 26 c.3808_splice c.e34-1 p.D1270_splice

Pat_26 Pre-Treatment BRWD3 254065 37 X 79978255 79978255 Missense_Mutation SNP T A 4 79 c.1682A>T c.(1681-1683)TAT>TTT p.Y561F

Pat_26 Pre-Treatment KLHL4 56062 37 X 86880764 86880764 Missense_Mutation SNP T C 3 44 c.1292T>C c.(1291-1293)CTT>CCT p.L431P

Pat_26 Pre-Treatment TAF7L 54457 37 X 100547925 100547925 Missense_Mutation SNP G A 5 341 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Pre-Treatment BTK 695 37 X 100611788 100611788 Missense_Mutation SNP C T 4 149 c.1333G>A c.(1333-1335)GAA>AAA p.E445K

Pat_26 Pre-Treatment NRK 203447 37 X 105159770 105159770 Missense_Mutation SNP C T 58 15 c.2398C>T c.(2398-2400)CAT>TAT p.H800Y

Pat_26 Pre-Treatment VSIG1 340547 37 X 107320552 107320552 Nonsense_Mutation SNP G T 127 45 c.1105G>T c.(1105-1107)GAG>TAG p.E369*

Pat_26 Pre-Treatment COL4A5 1287 37 X 107858195 107858195 Missense_Mutation SNP G A 46 23 c.2450G>A c.(2449-2451)GGA>GAA p.G817E

Pat_26 Pre-Treatment COL4A5 1287 37 X 107923915 107923915 Missense_Mutation SNP C T 41 18 c.3949C>T c.(3949-3951)CCT>TCT p.P1317S

Pat_26 Pre-Treatment IRS4 8471 37 X 107977986 107977986 Missense_Mutation SNP C T 6 348 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q



Pat_26 Pre-Treatment TMEM164 84187 37 X 109416580 109416580 Missense_Mutation SNP G A 7 153 c.795G>A c.(793-795)ATG>ATA p.M265I

Pat_26 Pre-Treatment SLC6A14 11254 37 X 115582616 115582616 Missense_Mutation SNP G A 29 15 c.940G>A c.(940-942)GAT>AAT p.D314N

Pat_26 Pre-Treatment NKRF 55922 37 X 118723625 118723625 Missense_Mutation SNP C T 5 253 c.1763G>A c.(1762-1764)CGG>CAG p.R588Q

Pat_26 Pre-Treatment OCRL 4952 37 X 128722937 128722937 Missense_Mutation SNP G A 5 202 c.2416G>A c.(2416-2418)GAG>AAG p.E806K

Pat_26 Pre-Treatment IGSF1 3547 37 X 130410004 130410004 Missense_Mutation SNP T A 70 21 c.2827A>T c.(2827-2829)ATC>TTC p.I943F

Pat_26 Pre-Treatment GPR112 139378 37 X 135427418 135427418 Missense_Mutation SNP C T 4 115 c.1553C>T c.(1552-1554)CCT>CTT p.P518L

Pat_26 Pre-Treatment BRS3 680 37 X 135574449 135574449 Missense_Mutation SNP C T 5 184 c.1115C>T c.(1114-1116)CCG>CTG p.P372L

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140993780 140993780 Missense_Mutation SNP C T 8 370 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 9 162 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140994585 140994585 Missense_Mutation SNP A T 9 165 c.1395A>T c.(1393-1395)AGA>AGT p.R465S

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140995273 140995273 Missense_Mutation SNP C T 40 13 c.2083C>T c.(2083-2085)CCT>TCT p.P695S

Pat_26 Pre-Treatment FLNA 2316 37 X 153593043 153593043 Missense_Mutation SNP C T 4 120 c.1873G>A c.(1873-1875)GAC>AAC p.D625N

Pat_26 Post-Resistance ATAD3B 83858 37 1 1431000 1431000 Missense_Mutation SNP C T 3 60 c.1750C>T c.(1750-1752)CCC>TCC p.P584S

Pat_26 Post-Resistance CHD5 26038 37 1 6208967 6208967 Missense_Mutation SNP T A 15 272 c.1330A>T c.(1330-1332)AAC>TAC p.N444Y

Pat_26 Post-Resistance RPL22 6146 37 1 6253023 6253023 Missense_Mutation SNP A G 35 210 c.209T>C c.(208-210)ATC>ACC p.I70T

Pat_26 Post-Resistance CLSTN1 22883 37 1 9804587 9804587 Missense_Mutation SNP C T 12 112 c.1100G>A c.(1099-1101)GGC>GAC p.G367D

Pat_26 Post-Resistance PRAMEF12 390999 37 1 12835134 12835134 Missense_Mutation SNP G A 10 113 c.124G>A c.(124-126)GAG>AAG p.E42K

Pat_26 Post-Resistance TMEM82 388595 37 1 16069534 16069534 Missense_Mutation SNP G A 19 202 c.181G>A c.(181-183)GAA>AAA p.E61K

Pat_26 Post-Resistance CLCNKB 1188 37 1 16382951 16382951 Missense_Mutation SNP C T 38 654 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_26 Post-Resistance HSPG2 3339 37 1 22166016 22166016 Missense_Mutation SNP G A 15 84 c.9737C>T c.(9736-9738)TCC>TTC p.S3246F

Pat_26 Post-Resistance GMEB1 10691 37 1 29019522 29019522 Nonsense_Mutation SNP G A 20 192 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_26 Post-Resistance MTF1 4520 37 1 38281155 38281155 Missense_Mutation SNP G A 6 151 c.1915C>T c.(1915-1917)CGG>TGG p.R639W

Pat_26 Post-Resistance ZSWIM5 57643 37 1 45500051 45500051 Nonsense_Mutation SNP C T 33 400 c.2382G>A c.(2380-2382)TGG>TGA p.W794*

Pat_26 Post-Resistance CYB5RL 606495 37 1 54653410 54653411 Missense_Mutation DNP CC TT 5 122 c.349_350GG>AA c.(349-351)GGG>AAG p.G117K

Pat_26 Post-Resistance C1orf173 127254 37 1 75055569 75055569 Missense_Mutation SNP T G 7 151 c.1922A>C c.(1921-1923)GAA>GCA p.E641A

Pat_26 Post-Resistance CLCA4 22802 37 1 87025931 87025931 Missense_Mutation SNP G A 24 332 c.338G>A c.(337-339)AGA>AAA p.R113K

Pat_26 Post-Resistance CCBL2 56267 37 1 89420900 89420900 Missense_Mutation SNP G A 4 128 c.796C>T c.(796-798)CCA>TCA p.P266S

Pat_26 Post-Resistance DBT 1629 37 1 100715333 100715334 Missense_Mutation DNP CC TT 14 408 c.43_44GG>AA c.(43-45)GGG>AAG p.G15K

Pat_26 Post-Resistance COL11A1 1301 37 1 103488309 103488309 Missense_Mutation SNP T C 23 212 c.1234A>G c.(1234-1236)ACA>GCA p.T412A

Pat_26 Post-Resistance EPS8L3 79574 37 1 110301230 110301230 Missense_Mutation SNP C T 4 104 c.517G>A c.(517-519)GAA>AAA p.E173K

Pat_26 Post-Resistance NBPF10 100132406 37 1 145362111 145362111 Missense_Mutation SNP T G 7 271 c.9644T>G c.(9643-9645)CTG>CGG p.L3215R

Pat_26 Post-Resistance TCHHL1 126637 37 1 152058977 152058977 Missense_Mutation SNP C T 37 237 c.1181G>A c.(1180-1182)AGG>AAG p.R394K

Pat_26 Post-Resistance HRNR 388697 37 1 152188190 152188191 Missense_Mutation DNP CC TT 37 813 c.5914_5915GG>AAc.(5914-5916)GGG>AAG p.G1972K

Pat_26 Post-Resistance IVL 3713 37 1 152882733 152882733 Missense_Mutation SNP G A 9 45 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_26 Post-Resistance UBQLN4 56893 37 1 156023426 156023426 Missense_Mutation SNP T C 21 83 c.67A>G c.(67-69)AAG>GAG p.K23E

Pat_26 Post-Resistance IQGAP3 128239 37 1 156526371 156526371 Missense_Mutation SNP G A 18 127 c.1244C>T c.(1243-1245)TCG>TTG p.S415L

Pat_26 Post-Resistance OR10K1 391109 37 1 158435545 158435545 Missense_Mutation SNP T C 20 404 c.194T>C c.(193-195)ATC>ACC p.I65T

Pat_26 Post-Resistance SLAMF9 89886 37 1 159922273 159922273 Missense_Mutation SNP C T 76 467 c.443G>A c.(442-444)GGT>GAT p.G148D

Pat_26 Post-Resistance FAM5B 57795 37 1 177249624 177249624 Missense_Mutation SNP G A 7 114 c.1312G>A c.(1312-1314)GAA>AAA p.E438K

Pat_26 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 4 128 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_26 Post-Resistance PLEKHA6 22874 37 1 204214787 204214787 Missense_Mutation SNP C T 19 201 c.1988G>A c.(1987-1989)AGG>AAG p.R663K

Pat_26 Post-Resistance LRRN2 10446 37 1 204588452 204588452 Missense_Mutation SNP C T 10 103 c.669G>A c.(667-669)ATG>ATA p.M223I

Pat_26 Post-Resistance CR2 1380 37 1 207642243 207642243 Missense_Mutation SNP G A 6 83 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_26 Post-Resistance IARS2 55699 37 1 220287738 220287738 Missense_Mutation SNP G T 61 462 c.1562G>T c.(1561-1563)TGT>TTT p.C521F

Pat_26 Post-Resistance PCNXL2 80003 37 1 233231594 233231594 Missense_Mutation SNP G A 5 49 c.3853C>T c.(3853-3855)CAC>TAC p.H1285Y

Pat_26 Post-Resistance ACTN2 88 37 1 236911034 236911034 Nonsense_Mutation SNP C T 13 103 c.1474C>T c.(1474-1476)CGA>TGA p.R492*

Pat_26 Post-Resistance MTR 4548 37 1 236966868 236966868 Missense_Mutation SNP C T 24 274 c.175C>T c.(175-177)CAT>TAT p.H59Y



Pat_26 Post-Resistance IL2RA 3559 37 10 6066213 6066213 Missense_Mutation SNP G A 9 125 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_26 Post-Resistance KIAA1217 56243 37 10 24822108 24822108 Missense_Mutation SNP C T 12 136 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_26 Post-Resistance GPR158 57512 37 10 25701332 25701332 Missense_Mutation SNP C T 44 644 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_26 Post-Resistance MYO3A 53904 37 10 26312962 26312962 Missense_Mutation SNP C A 20 560 c.743C>A c.(742-744)CCA>CAA p.P248Q

Pat_26 Post-Resistance KIAA1462 57608 37 10 30318160 30318160 Missense_Mutation SNP C T 36 248 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_26 Post-Resistance ZNF248 57209 37 10 38120643 38120643 Missense_Mutation SNP G A 25 224 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_26 Post-Resistance RBP3 5949 37 10 48389305 48389305 Missense_Mutation SNP C T 6 52 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_26 Post-Resistance RBP3 5949 37 10 48389757 48389757 Missense_Mutation SNP G A 6 85 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_26 Post-Resistance ANK3 288 37 10 61898789 61898789 Missense_Mutation SNP C T 27 257 c.2671G>A c.(2671-2673)GAA>AAA p.E891K

Pat_26 Post-Resistance ANK3 288 37 10 61941146 61941146 Nonsense_Mutation SNP G A 11 276 c.2125C>T c.(2125-2127)CGA>TGA p.R709*

Pat_26 Post-Resistance LRRTM3 347731 37 10 68687639 68687640 Missense_Mutation DNP CC TT 6 83 c.965_966CC>TT c.(964-966)TCC>TTT p.S322F

Pat_26 Post-Resistance STOX1 219736 37 10 70644422 70644422 Missense_Mutation SNP C G 24 197 c.870C>G c.(868-870)CAC>CAG p.H290Q

Pat_26 Post-Resistance SEC24C 9632 37 10 75519901 75519901 Nonsense_Mutation SNP C T 29 359 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_26 Post-Resistance PIPSL 266971 37 10 95719536 95719536 Missense_Mutation SNP C T 12 156 c.1618G>A c.(1618-1620)GAT>AAT p.D540N

Pat_26 Post-Resistance CYP2C19 1557 37 10 96609752 96609752 Missense_Mutation SNP C T 21 309 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_26 Post-Resistance C10orf79 80217 37 10 105890056 105890056 Missense_Mutation SNP T G 12 180 c.4839A>C c.(4837-4839)AAA>AAC p.K1613N

Pat_26 Post-Resistance WDR11 55717 37 10 122626180 122626180 Missense_Mutation SNP C T 56 399 c.1094C>T c.(1093-1095)CCT>CTT p.P365L

Pat_26 Post-Resistance TACC2 10579 37 10 123988957 123988957 Missense_Mutation SNP G A 35 798 c.7993G>A c.(7993-7995)GAC>AAC p.D2665N

Pat_26 Post-Resistance DMBT1 1755 37 10 124350190 124350190 Missense_Mutation SNP C T 30 379 c.2117C>T c.(2116-2118)TCC>TTC p.S706F

Pat_26 Post-Resistance CUZD1 50624 37 10 124595694 124595694 Missense_Mutation SNP C A 11 298 c.990G>T c.(988-990)AAG>AAT p.K330N

Pat_26 Post-Resistance C10orf90 118611 37 10 128193393 128193393 Nonsense_Mutation SNP C A 11 102 c.376G>T c.(376-378)GAG>TAG p.E126*

Pat_26 Post-Resistance KNDC1 85442 37 10 135013019 135013019 Missense_Mutation SNP C T 9 135 c.2816C>T c.(2815-2817)TCC>TTC p.S939F

Pat_26 Post-Resistance SYCE1 93426 37 10 135369530 135369530 Missense_Mutation SNP C T 8 191 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_26 Post-Resistance OR51Q1 390061 37 11 5444196 5444196 Missense_Mutation SNP C T 31 284 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_26 Post-Resistance OR52N4 390072 37 11 5776203 5776203 Missense_Mutation SNP G A 12 148 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_26 Post-Resistance RBMXL2 27288 37 11 7111168 7111168 Missense_Mutation SNP C T 6 92 c.817C>T c.(817-819)CAT>TAT p.H273Y

Pat_26 Post-Resistance ARNTL 406 37 11 13397274 13397275 Missense_Mutation DNP AG TA 7 77 c.1290_1291AG>TAc.(1288-1293)GAAGTA>GATATAp.430_431EV>DI

Pat_26 Post-Resistance PRDM11 56981 37 11 45246185 45246185 Missense_Mutation SNP C T 37 316 c.1262C>T c.(1261-1263)TCA>TTA p.S421L

Pat_26 Post-Resistance GYLTL1B 120071 37 11 45949470 45949470 Splice_Site SNP G A 14 123 c.1605_splice c.e12-1 p.R535_splice

Pat_26 Post-Resistance FOLH1 2346 37 11 49175447 49175447 Missense_Mutation SNP C T 13 153 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_26 Post-Resistance OR4A15 81328 37 11 55136144 55136144 Missense_Mutation SNP G A 9 107 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_26 Post-Resistance ZDHHC5 25921 37 11 57456099 57456099 Nonsense_Mutation SNP C T 6 289 c.346C>T c.(346-348)CGA>TGA p.R116*

Pat_26 Post-Resistance OR5B3 441608 37 11 58170239 58170239 Missense_Mutation SNP G A 4 65 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_26 Post-Resistance MS4A4A 51338 37 11 60064709 60064709 Missense_Mutation SNP G A 31 234 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_26 Post-Resistance FADS2 9415 37 11 61608002 61608002 Missense_Mutation SNP A C 38 357 c.515A>C c.(514-516)CAG>CCG p.Q172P

Pat_26 Post-Resistance SLC22A6 9356 37 11 62748482 62748483 Missense_Mutation DNP GG AA 6 143 c.1011_1012CC>TTc.(1009-1014)CACCTC>CATTTCp.L338F

Pat_26 Post-Resistance SIPA1 6494 37 11 65413346 65413346 Missense_Mutation SNP C G 9 316 c.1181C>G c.(1180-1182)TCC>TGC p.S394C

Pat_26 Post-Resistance KLC2 64837 37 11 66030347 66030347 Missense_Mutation SNP C T 52 607 c.592C>T c.(592-594)CTC>TTC p.L198F

Pat_26 Post-Resistance CCS 9973 37 11 66373047 66373047 Missense_Mutation SNP G A 15 101 c.655G>A c.(655-657)GGG>AGG p.G219R

Pat_26 Post-Resistance FGF19 9965 37 11 69518121 69518121 Missense_Mutation SNP T C 8 43 c.244A>G c.(244-246)ATC>GTC p.I82V

Pat_26 Post-Resistance INPPL1 3636 37 11 71946922 71946922 Missense_Mutation SNP C T 33 192 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_26 Post-Resistance RELT 84957 37 11 73105710 73105710 Missense_Mutation SNP C T 10 89 c.977C>T c.(976-978)CCG>CTG p.P326L

Pat_26 Post-Resistance HEPHL1 341208 37 11 93797538 93797538 Nonsense_Mutation SNP C T 7 99 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_26 Post-Resistance GRIA4 2893 37 11 105483095 105483096 Missense_Mutation DNP CC TT 11 148 c.181_182CC>TT c.(181-183)CCT>TTT p.P61F

Pat_26 Post-Resistance SIK2 23235 37 11 111590703 111590703 Missense_Mutation SNP C A 4 110 c.1471C>A c.(1471-1473)CAA>AAA p.Q491K

Pat_26 Post-Resistance IGSF9B 22997 37 11 133802070 133802070 Missense_Mutation SNP C T 3 20 c.1006G>A c.(1006-1008)GTG>ATG p.V336M

Pat_26 Post-Resistance MLF2 8079 37 12 6861105 6861105 Missense_Mutation SNP G A 32 366 c.166C>T c.(166-168)CGC>TGC p.R56C



Pat_26 Post-Resistance CLEC4E 26253 37 12 8687260 8687260 Missense_Mutation SNP G A 6 119 c.634C>T c.(634-636)CCT>TCT p.P212S

Pat_26 Post-Resistance A2M 2 37 12 9264799 9264799 Missense_Mutation SNP G A 20 147 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_26 Post-Resistance PRB4 5545 37 12 11461775 11461775 Missense_Mutation SNP G T 31 399 c.142C>A c.(142-144)CAA>AAA p.Q48K

Pat_26 Post-Resistance PIK3C2G 5288 37 12 18552721 18552721 Missense_Mutation SNP C T 5 68 c.2132C>T c.(2131-2133)ACC>ATC p.T711I

Pat_26 Post-Resistance SLCO1C1 53919 37 12 20874764 20874764 Missense_Mutation SNP C T 16 120 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_26 Post-Resistance LRRK2 120892 37 12 40677921 40677921 Nonsense_Mutation SNP T G 8 82 c.2486T>G c.(2485-2487)TTA>TGA p.L829*

Pat_26 Post-Resistance IRAK4 51135 37 12 44165165 44165165 Missense_Mutation SNP C T 5 145 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_26 Post-Resistance KRT75 9119 37 12 52825359 52825359 Missense_Mutation SNP C T 8 247 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_26 Post-Resistance KRT74 121391 37 12 52960769 52960769 Missense_Mutation SNP C T 20 370 c.1574G>A c.(1573-1575)AGG>AAG p.R525K

Pat_26 Post-Resistance NAV3 89795 37 12 78400838 78400838 Missense_Mutation SNP C T 10 138 c.1520C>T c.(1519-1521)CCT>CTT p.P507L

Pat_26 Post-Resistance C12orf51 283450 37 12 112673400 112673400 Missense_Mutation SNP G A 6 69 c.4367C>T c.(4366-4368)CCC>CTC p.P1456L

Pat_26 Post-Resistance NOS1 4842 37 12 117655918 117655918 Missense_Mutation SNP C T 24 740 c.4222G>A c.(4222-4224)GAA>AAA p.E1408K

Pat_26 Post-Resistance SRRM4 84530 37 12 119592047 119592047 Splice_Site SNP G A 3 12 c.1392_splice c.e12-1 p.R464_splice

Pat_26 Post-Resistance DNAH10 196385 37 12 124416393 124416393 Missense_Mutation SNP G A 30 215 c.12773G>A c.(12772-12774)AGG>AAG p.R4258K

Pat_26 Post-Resistance EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 19 435 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_26 Post-Resistance TPTE2 93492 37 13 20010385 20010385 Missense_Mutation SNP C T 8 33 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_26 Post-Resistance CENPJ 55835 37 13 25479499 25479499 Nonsense_Mutation SNP G A 26 281 c.2677C>T c.(2677-2679)CAA>TAA p.Q893*

Pat_26 Post-Resistance SPG20 23111 37 13 36909531 36909531 Missense_Mutation SNP G A 5 43 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_26 Post-Resistance C13orf18 80183 37 13 47011869 47011869 Translation_Start_Site SNP C T 6 38 c.-604G>A c.(-606--602)GCGTG>GCATG

Pat_26 Post-Resistance CHD8 57680 37 14 21873900 21873901 Missense_Mutation DNP CC TA 41 617 c.2193_2194GG>TAc.(2191-2196)GGGGAT>GGTAATp.D732N

Pat_26 Post-Resistance SALL2 6297 37 14 21992852 21992852 Missense_Mutation SNP C T 5 65 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_26 Post-Resistance ADCY4 196883 37 14 24799117 24799117 Missense_Mutation SNP C A 53 634 c.1166G>T c.(1165-1167)TGG>TTG p.W389L

Pat_26 Post-Resistance NYNRIN 57523 37 14 24877187 24877187 Missense_Mutation SNP G T 24 185 c.311G>T c.(310-312)TGG>TTG p.W104L

Pat_26 Post-Resistance C14orf166 51637 37 14 52460480 52460480 Missense_Mutation SNP C G 22 213 c.226C>G c.(226-228)CGA>GGA p.R76G

Pat_26 Post-Resistance KCNH5 27133 37 14 63174459 63174459 Missense_Mutation SNP C T 24 278 c.2734G>A c.(2734-2736)GAA>AAA p.E912K

Pat_26 Post-Resistance ESR2 2100 37 14 64746815 64746815 Missense_Mutation SNP G A 50 633 c.419C>T c.(418-420)CCA>CTA p.P140L

Pat_26 Post-Resistance RDH12 145226 37 14 68195937 68195938 Missense_Mutation DNP CC TT 42 437 c.688_689CC>TT c.(688-690)CCA>TTA p.P230L

Pat_26 Post-Resistance BATF 10538 37 14 75991472 75991472 Missense_Mutation SNP C T 7 108 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Post-Resistance PTPN21 11099 37 14 88945940 88945940 Missense_Mutation SNP G C 5 31 c.1835C>G c.(1834-1836)CCC>CGC p.P612R

Pat_26 Post-Resistance KIAA1409 57578 37 14 94121601 94121601 Missense_Mutation SNP T G 27 157 c.5956T>G c.(5956-5958)TTA>GTA p.L1986V

Pat_26 Post-Resistance SERPINA11 256394 37 14 94912755 94912755 Missense_Mutation SNP A G 7 173 c.830T>C c.(829-831)GTC>GCC p.V277A

Pat_26 Post-Resistance TNFAIP2 7127 37 14 103598032 103598032 Missense_Mutation SNP G A 6 44 c.1355G>A c.(1354-1356)GGC>GAC p.G452D

Pat_26 Post-Resistance ZFYVE21 79038 37 14 104195467 104195467 Missense_Mutation SNP A C 23 205 c.474A>C c.(472-474)GAA>GAC p.E158D

Pat_26 Post-Resistance KIF26A 26153 37 14 104641431 104641431 Missense_Mutation SNP C T 3 30 c.2306C>T c.(2305-2307)ACG>ATG p.T769M

Pat_26 Post-Resistance CASC5 57082 37 15 40915757 40915757 Missense_Mutation SNP G A 4 100 c.3373G>A c.(3373-3375)GAA>AAA p.E1125K

Pat_26 Post-Resistance CAPN3 825 37 15 42652253 42652253 Missense_Mutation SNP G A 67 609 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_26 Post-Resistance PCSK6 5046 37 15 101933424 101933424 Missense_Mutation SNP C T 3 36 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_26 Post-Resistance OR4F15 390649 37 15 102359169 102359169 Nonsense_Mutation SNP G A 17 378 c.780G>A c.(778-780)TGG>TGA p.W260*

Pat_26 Post-Resistance TMEM8A 58986 37 16 427097 427097 Missense_Mutation SNP G A 25 385 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_26 Post-Resistance PIGQ 9091 37 16 624666 624666 Missense_Mutation SNP G A 4 26 c.592G>A c.(592-594)GCC>ACC p.A198T

Pat_26 Post-Resistance TBC1D24 57465 37 16 2546985 2546985 Missense_Mutation SNP C T 9 216 c.836C>T c.(835-837)ACG>ATG p.T279M

Pat_26 Post-Resistance GRIN2A 2903 37 16 9858471 9858471 Missense_Mutation SNP T G 11 108 c.2930A>C c.(2929-2931)AAC>ACC p.N977T

Pat_26 Post-Resistance DEXI 28955 37 16 11035603 11035603 Missense_Mutation SNP A G 17 243 c.260T>C c.(259-261)CTC>CCC p.L87P

Pat_26 Post-Resistance TMC7 79905 37 16 19049221 19049221 Missense_Mutation SNP G A 4 113 c.1031G>A c.(1030-1032)CGG>CAG p.R344Q

Pat_26 Post-Resistance ACSM2B 348158 37 16 20559454 20559454 Missense_Mutation SNP G A 21 280 c.1028C>T c.(1027-1029)CCA>CTA p.P343L

Pat_26 Post-Resistance ZP2 7783 37 16 21213081 21213081 Missense_Mutation SNP G A 37 284 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_26 Post-Resistance SCNN1B 6338 37 16 23360188 23360188 Missense_Mutation SNP A T 5 154 c.268A>T c.(268-270)ATG>TTG p.M90L



Pat_26 Post-Resistance PRKCB 5579 37 16 24196465 24196465 Missense_Mutation SNP G A 9 249 c.1567G>A c.(1567-1569)GAT>AAT p.D523N

Pat_26 Post-Resistance ABCC11 85320 37 16 48209286 48209286 Missense_Mutation SNP G A 8 77 c.3581C>T c.(3580-3582)CCC>CTC p.P1194L

Pat_26 Post-Resistance HEATR3 55027 37 16 50118111 50118111 Missense_Mutation SNP C T 6 191 c.1199C>T c.(1198-1200)TCC>TTC p.S400F

Pat_26 Post-Resistance CDH3 1001 37 16 68679319 68679319 Missense_Mutation SNP C T 4 104 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_26 Post-Resistance ADAMTS18 170692 37 16 77359782 77359782 Missense_Mutation SNP T A 9 229 c.2013A>T c.(2011-2013)AAA>AAT p.K671N

Pat_26 Post-Resistance VAT1L 57687 37 16 77850891 77850891 Missense_Mutation SNP G A 16 290 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_26 Post-Resistance KCNG4 93107 37 16 84270809 84270809 Missense_Mutation SNP C T 5 183 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_26 Post-Resistance CRISPLD2 83716 37 16 84906599 84906599 Missense_Mutation SNP C T 22 367 c.983C>T c.(982-984)TCG>TTG p.S328L

Pat_26 Post-Resistance ABR 29 37 17 953422 953422 Splice_Site SNP C T 4 89 c.1660_splice c.e16-1 p.E554_splice

Pat_26 Post-Resistance SMG6 23293 37 17 1972173 1972173 Missense_Mutation SNP G A 13 165 c.3734C>T c.(3733-3735)CCT>CTT p.P1245L

Pat_26 Post-Resistance AMAC1L3 643664 37 17 7386000 7386000 Missense_Mutation SNP G A 25 182 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_26 Post-Resistance MYH8 4626 37 17 10315967 10315967 Missense_Mutation SNP A G 50 649 c.1226T>C c.(1225-1227)GTT>GCT p.V409A

Pat_26 Post-Resistance MYH4 4622 37 17 10356968 10356968 Missense_Mutation SNP C T 47 488 c.2926G>A c.(2926-2928)GAG>AAG p.E976K

Pat_26 Post-Resistance MYH1 4619 37 17 10406565 10406565 Missense_Mutation SNP C T 12 160 c.2692G>A c.(2692-2694)GAA>AAA p.E898K

Pat_26 Post-Resistance MYH2 4620 37 17 10428264 10428264 Missense_Mutation SNP C T 25 310 c.4781G>A c.(4780-4782)AGA>AAA p.R1594K

Pat_26 Post-Resistance CDRT1 374286 37 17 15522784 15522784 Missense_Mutation SNP G A 9 672 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Post-Resistance C17orf39 79018 37 17 17968502 17968502 Missense_Mutation SNP C T 30 176 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_26 Post-Resistance FBXW10 10517 37 17 18647600 18647600 Missense_Mutation SNP C T 30 267 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Post-Resistance IFT20 90410 37 17 26657555 26657555 Splice_Site SNP C T 26 212 c.128_splice c.e3-1 p.K43_splice

Pat_26 Post-Resistance ACCN1 40 37 17 31355368 31355368 Missense_Mutation SNP C T 9 122 c.877G>A c.(877-879)GAG>AAG p.E293K

Pat_26 Post-Resistance SRCIN1 80725 37 17 36707439 36707439 Missense_Mutation SNP C T 5 33 c.2914G>A c.(2914-2916)GGC>AGC p.G972S

Pat_26 Post-Resistance STAC2 342667 37 17 37369806 37369806 Missense_Mutation SNP C T 36 396 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_26 Post-Resistance KRT16 3868 37 17 39767374 39767374 Missense_Mutation SNP C T 48 426 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_26 Post-Resistance 4-Sep 5414 37 17 56599121 56599122 Missense_Mutation DNP GG AA 31 294 c.890_891CC>TT c.(889-891)CCC>CTT p.P297L

Pat_26 Post-Resistance CA4 762 37 17 58235695 58235695 Missense_Mutation SNP A T 19 190 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_26 Post-Resistance ACE 1636 37 17 61570849 61570849 Missense_Mutation SNP G A 21 189 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_26 Post-Resistance PSMC5 5705 37 17 61908260 61908260 Missense_Mutation SNP C T 18 193 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_26 Post-Resistance TEX2 55852 37 17 62271078 62271078 Missense_Mutation SNP G A 5 134 c.2017C>T c.(2017-2019)CGC>TGC p.R673C

Pat_26 Post-Resistance CCDC46 201134 37 17 63637111 63637111 Missense_Mutation SNP C T 23 269 c.2770G>A c.(2770-2772)GAA>AAA p.E924K

Pat_26 Post-Resistance CANT1 124583 37 17 76993085 76993085 Missense_Mutation SNP G A 61 621 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_26 Post-Resistance TXNDC2 84203 37 18 9886894 9886894 Missense_Mutation SNP A G 9 267 c.418A>G c.(418-420)AAA>GAA p.K140E

Pat_26 Post-Resistance POTEC 388468 37 18 14542880 14542880 Missense_Mutation SNP G A 21 656 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_26 Post-Resistance ROCK1 6093 37 18 18586707 18586707 Nonsense_Mutation SNP G A 20 359 c.1591C>T c.(1591-1593)CAG>TAG p.Q531*

Pat_26 Post-Resistance LAMA3 3909 37 18 21526172 21526172 Missense_Mutation SNP G A 7 189 c.9275G>A c.(9274-9276)GGA>GAA p.G3092E

Pat_26 Post-Resistance SETBP1 26040 37 18 42643613 42643613 Missense_Mutation SNP G C 10 30 c.4741G>C c.(4741-4743)GCC>CCC p.A1581P

Pat_26 Post-Resistance RNF165 494470 37 18 44035938 44035938 Missense_Mutation SNP G A 7 69 c.818G>A c.(817-819)CGA>CAA p.R273Q

Pat_26 Post-Resistance STARD6 147323 37 18 51863532 51863532 Missense_Mutation SNP G A 7 259 c.230C>T c.(229-231)TCA>TTA p.S77L

Pat_26 Post-Resistance CCBE1 147372 37 18 57115221 57115221 Missense_Mutation SNP G A 11 189 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_26 Post-Resistance SERPINB2 5055 37 18 61582740 61582740 Missense_Mutation SNP C T 12 197 c.419C>T c.(418-420)TCC>TTC p.S140F

Pat_26 Post-Resistance ATP9B 374868 37 18 77132838 77132838 Missense_Mutation SNP C T 10 120 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_26 Post-Resistance NFATC1 4772 37 18 77171045 77171045 Missense_Mutation SNP C T 11 41 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_26 Post-Resistance TJP3 27134 37 19 3728653 3728653 Missense_Mutation SNP G A 4 80 c.157G>A c.(157-159)GGT>AGT p.G53S

Pat_26 Post-Resistance TJP3 27134 37 19 3734334 3734334 Missense_Mutation SNP A G 7 182 c.986A>G c.(985-987)GAC>GGC p.D329G

Pat_26 Post-Resistance ZFR2 23217 37 19 3831498 3831498 Missense_Mutation SNP G A 3 14 c.655C>T c.(655-657)CCT>TCT p.P219S

Pat_26 Post-Resistance RFX2 5990 37 19 6013085 6013085 Missense_Mutation SNP G A 16 453 c.811C>T c.(811-813)CGT>TGT p.R271C

Pat_26 Post-Resistance C3 718 37 19 6712584 6712584 Missense_Mutation SNP G A 28 448 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_26 Post-Resistance MUC16 94025 37 19 9071925 9071925 Missense_Mutation SNP G A 38 551 c.15521C>T c.(15520-15522)TCC>TTC p.S5174F



Pat_26 Post-Resistance ZNF699 374879 37 19 9406866 9406866 Missense_Mutation SNP G A 6 216 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_26 Post-Resistance SMARCA4 6597 37 19 11136975 11136975 Splice_Site SNP G A 15 111 c.3169_splice c.e23-1 p.E1057_splice

Pat_26 Post-Resistance ACP5 54 37 19 11688119 11688119 Missense_Mutation SNP G A 4 122 c.14C>T c.(13-15)ACG>ATG p.T5M

Pat_26 Post-Resistance ZNF625 90589 37 19 12257002 12257002 Missense_Mutation SNP C T 7 117 c.31G>A c.(31-33)GAT>AAT p.D11N

Pat_26 Post-Resistance TRMT1 55621 37 19 13216194 13216194 Missense_Mutation SNP C T 49 411 c.1720G>A c.(1720-1722)GAA>AAA p.E574K

Pat_26 Post-Resistance LPHN1 22859 37 19 14273589 14273589 Missense_Mutation SNP C G 4 95 c.1039G>C c.(1039-1041)GCC>CCC p.A347P

Pat_26 Post-Resistance ELL 8178 37 19 18572645 18572645 Missense_Mutation SNP G A 10 288 c.487C>T c.(487-489)CGG>TGG p.R163W

Pat_26 Post-Resistance PBX4 80714 37 19 19681432 19681432 Missense_Mutation SNP C T 5 128 c.404G>A c.(403-405)CGA>CAA p.R135Q

Pat_26 Post-Resistance ZNF536 9745 37 19 31039483 31039483 Missense_Mutation SNP C T 10 140 c.2957C>T c.(2956-2958)TCC>TTC p.S986F

Pat_26 Post-Resistance TSHZ3 57616 37 19 31769341 31769341 Missense_Mutation SNP G C 18 176 c.1358C>G c.(1357-1359)ACG>AGG p.T453R

Pat_26 Post-Resistance SIPA1L3 23094 37 19 38621187 38621187 Missense_Mutation SNP G A 25 188 c.2918G>A c.(2917-2919)GGG>GAG p.G973E

Pat_26 Post-Resistance SIPA1L3 23094 37 19 38643532 38643532 Missense_Mutation SNP G A 7 333 c.3586G>A c.(3586-3588)GAT>AAT p.D1196N

Pat_26 Post-Resistance TIMM50 92609 37 19 39976330 39976330 Missense_Mutation SNP G A 40 234 c.684G>A c.(682-684)ATG>ATA p.M228I

Pat_26 Post-Resistance FCGBP 8857 37 19 40373993 40373993 Missense_Mutation SNP C T 5 172 c.12085G>A c.(12085-12087)GGG>AGG p.G4029R

Pat_26 Post-Resistance CYP2A6 1548 37 19 41354650 41354650 Missense_Mutation SNP C T 4 52 c.362G>A c.(361-363)GGG>GAG p.G121E

Pat_26 Post-Resistance CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 12 226 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_26 Post-Resistance PPM1N 147699 37 19 46003802 46003803 Missense_Mutation DNP GG AA 5 87 c.1146_1147GG>AAc.(1144-1149)GGGGGA>GGAAGAp.G383R

Pat_26 Post-Resistance CCDC155 147872 37 19 49900950 49900950 Missense_Mutation SNP G A 42 377 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_26 Post-Resistance SCAF1 58506 37 19 50150084 50150085 Missense_Mutation DNP AC TT 4 61 c.475_476AC>TT c.(475-477)ACG>TTG p.T159L

Pat_26 Post-Resistance MYBPC2 4606 37 19 50964868 50964868 Missense_Mutation SNP G A 7 92 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_26 Post-Resistance KLK1 3816 37 19 51323644 51323645 Missense_Mutation DNP GG TA 42 566 c.261_262CC>TAc.(259-264)GCCCAG>GCTAAG p.Q88K

Pat_26 Post-Resistance KLK8 11202 37 19 51499463 51499463 Missense_Mutation SNP G A 6 147 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_26 Post-Resistance SIGLEC10 89790 37 19 51918507 51918507 Missense_Mutation SNP C T 28 236 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_26 Post-Resistance ZNF432 9668 37 19 52537586 52537586 Missense_Mutation SNP C T 20 241 c.1346G>A c.(1345-1347)CGA>CAA p.R449Q

Pat_26 Post-Resistance ZNF578 147660 37 19 53014626 53014626 Missense_Mutation SNP C G 6 385 c.992C>G c.(991-993)ACA>AGA p.T331R

Pat_26 Post-Resistance ZSCAN4 201516 37 19 58187625 58187625 Missense_Mutation SNP G A 16 147 c.112G>A c.(112-114)GGG>AGG p.G38R

Pat_26 Post-Resistance NBAS 51594 37 2 15696937 15696937 Nonsense_Mutation SNP A T 29 242 c.179T>A c.(178-180)TTA>TAA p.L60*

Pat_26 Post-Resistance APOB 338 37 2 21236086 21236086 Missense_Mutation SNP G A 31 472 c.4162C>T c.(4162-4164)CGT>TGT p.R1388C

Pat_26 Post-Resistance DPYSL5 56896 37 2 27164901 27164901 Missense_Mutation SNP G T 12 290 c.1173G>T c.(1171-1173)AAG>AAT p.K391N

Pat_26 Post-Resistance DNAJC5G 285126 37 2 27503075 27503075 Missense_Mutation SNP G A 20 305 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_26 Post-Resistance RBKS 64080 37 2 28050589 28050589 Missense_Mutation SNP C T 3 70 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_26 Post-Resistance XDH 7498 37 2 31605866 31605867 Splice_Site DNP CC TT 4 127 c.1038_splice c.e11+1 p.A346_splice

Pat_26 Post-Resistance PRKCE 5581 37 2 46207491 46207491 Missense_Mutation SNP G T 26 224 c.664G>T c.(664-666)GGG>TGG p.G222W

Pat_26 Post-Resistance BCL11A 53335 37 2 60689281 60689281 Missense_Mutation SNP C T 6 108 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_26 Post-Resistance USP34 9736 37 2 61605504 61605504 Missense_Mutation SNP G C 26 187 c.1070C>G c.(1069-1071)ACA>AGA p.T357R

Pat_26 Post-Resistance DYSF 8291 37 2 71797734 71797734 Missense_Mutation SNP G A 6 72 c.3037G>A c.(3037-3039)GAG>AAG p.E1013K

Pat_26 Post-Resistance SLC4A5 57835 37 2 74481792 74481792 Missense_Mutation SNP G A 36 418 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_26 Post-Resistance TRIM43 129868 37 2 96259896 96259896 Missense_Mutation SNP C T 3 75 c.125C>T c.(124-126)TCG>TTG p.S42L

Pat_26 Post-Resistance LOC285033 285033 37 2 96906408 96906408 Missense_Mutation SNP C T 15 144 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_26 Post-Resistance TSGA10 80705 37 2 99634699 99634699 Missense_Mutation SNP C T 23 155 c.2036G>A c.(2035-2037)CGA>CAA p.R679Q

Pat_26 Post-Resistance ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 4 77 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_26 Post-Resistance RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 60 654 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_26 Post-Resistance SLC5A7 60482 37 2 108626702 108626702 Missense_Mutation SNP A T 15 152 c.1128A>T c.(1126-1128)GAA>GAT p.E376D

Pat_26 Post-Resistance SULT1C2 6819 37 2 108921643 108921643 Nonsense_Mutation SNP G A 29 283 c.518G>A c.(517-519)TGG>TAG p.W173*

Pat_26 Post-Resistance SULT1C4 27233 37 2 108999611 108999611 Missense_Mutation SNP G T 12 105 c.456G>T c.(454-456)ATG>ATT p.M152I

Pat_26 Post-Resistance PSD4 23550 37 2 113955328 113955328 Missense_Mutation SNP G A 8 183 c.2462G>A c.(2461-2463)GGA>GAA p.G821E

Pat_26 Post-Resistance RALB 5899 37 2 121047325 121047325 Missense_Mutation SNP G A 3 74 c.493G>A c.(493-495)GTG>ATG p.V165M



Pat_26 Post-Resistance LRP1B 53353 37 2 141298592 141298592 Missense_Mutation SNP T C 54 352 c.7463A>G c.(7462-7464)AAT>AGT p.N2488S

Pat_26 Post-Resistance LRP1B 53353 37 2 141359209 141359209 Splice_Site SNP C T 5 41 c.6800_splice c.e42-1 p.N2267_splice

Pat_26 Post-Resistance NEB 4703 37 2 152466537 152466537 Missense_Mutation SNP C T 6 80 c.11387G>A c.(11386-11388)GGA>GAA p.G3796E

Pat_26 Post-Resistance GRB14 2888 37 2 165365320 165365320 Missense_Mutation SNP C T 10 229 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_26 Post-Resistance SCN3A 6328 37 2 166032843 166032843 Missense_Mutation SNP G A 19 196 c.62C>T c.(61-63)TCT>TTT p.S21F

Pat_26 Post-Resistance XIRP2 129446 37 2 167760216 167760216 Missense_Mutation SNP C T 3 86 c.224C>T c.(223-225)CCG>CTG p.P75L

Pat_26 Post-Resistance LRP2 4036 37 2 170147469 170147469 Missense_Mutation SNP C T 12 136 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_26 Post-Resistance TTN 7273 37 2 179416831 179416831 Missense_Mutation SNP C T 32 346 c.83092G>A c.(83092-83094)GAA>AAA p.E27698K

Pat_26 Post-Resistance TTN 7273 37 2 179427038 179427038 Missense_Mutation SNP C T 8 110 c.76117G>A c.(76117-76119)GAA>AAA p.E25373K

Pat_26 Post-Resistance TTN 7273 37 2 179430017 179430017 Missense_Mutation SNP C T 7 222 c.73138G>A c.(73138-73140)GGA>AGA p.G24380R

Pat_26 Post-Resistance TTN 7273 37 2 179569999 179569999 Missense_Mutation SNP C T 5 71 c.25774G>A c.(25774-25776)GAA>AAA p.E8592K

Pat_26 Post-Resistance FAM171B 165215 37 2 187615998 187615998 Missense_Mutation SNP C T 11 102 c.862C>T c.(862-864)CGC>TGC p.R288C

Pat_26 Post-Resistance COL5A2 1290 37 2 189910528 189910528 Missense_Mutation SNP G A 8 134 c.3307C>T c.(3307-3309)CCG>TCG p.P1103S

Pat_26 Post-Resistance ANKAR 150709 37 2 190606067 190606067 Splice_Site SNP G A 11 132 c.3488_splice c.e19-1 p.G1163_splice

Pat_26 Post-Resistance NAB1 4664 37 2 191550329 191550329 Missense_Mutation SNP C T 22 192 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_26 Post-Resistance ICA1L 130026 37 2 203684548 203684548 Missense_Mutation SNP G A 19 119 c.434C>T c.(433-435)ACC>ATC p.T145I

Pat_26 Post-Resistance CPS1 1373 37 2 211444459 211444459 Missense_Mutation SNP G A 26 241 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Post-Resistance ATIC 471 37 2 216182921 216182921 Missense_Mutation SNP G A 54 386 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_26 Post-Resistance VIL1 7429 37 2 219301222 219301222 Missense_Mutation SNP T C 41 483 c.1844T>C c.(1843-1845)CTG>CCG p.L615P

Pat_26 Post-Resistance TTLL4 9654 37 2 219603034 219603034 Missense_Mutation SNP C T 21 200 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_26 Post-Resistance SGPP2 130367 37 2 223389667 223389667 Missense_Mutation SNP C T 4 133 c.563C>T c.(562-564)CCA>CTA p.P188L

Pat_26 Post-Resistance ALPPL2 251 37 2 233272555 233272555 Missense_Mutation SNP G A 23 154 c.476G>A c.(475-477)GGA>GAA p.G159E

Pat_26 Post-Resistance PER2 8864 37 2 239186525 239186525 Missense_Mutation SNP G A 9 87 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_26 Post-Resistance ANO7 50636 37 2 242139610 242139610 Missense_Mutation SNP C T 16 127 c.686C>T c.(685-687)TCC>TTC p.S229F

Pat_26 Post-Resistance FARP2 9855 37 2 242380792 242380792 Missense_Mutation SNP C T 36 222 c.1232C>T c.(1231-1233)CCC>CTC p.P411L

Pat_26 Post-Resistance D2HGDH 728294 37 2 242695408 242695408 Missense_Mutation SNP G A 4 107 c.1285G>A c.(1285-1287)GTG>ATG p.V429M

Pat_26 Post-Resistance TMC2 117532 37 20 2572971 2572971 Missense_Mutation SNP C T 16 258 c.850C>T c.(850-852)CCC>TCC p.P284S

Pat_26 Post-Resistance SEL1L2 80343 37 20 13846138 13846138 Missense_Mutation SNP A C 8 91 c.1427T>G c.(1426-1428)CTA>CGA p.L476R

Pat_26 Post-Resistance XKR7 343702 37 20 30585052 30585052 Missense_Mutation SNP C T 6 193 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_26 Post-Resistance ITCH 83737 37 20 32981622 32981622 Missense_Mutation SNP C T 11 425 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_26 Post-Resistance STAU1 6780 37 20 47739771 47739771 Missense_Mutation SNP G A 18 190 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_26 Post-Resistance DDX27 55661 37 20 47858702 47858702 Missense_Mutation SNP G A 4 114 c.2168G>A c.(2167-2169)CGG>CAG p.R723Q

Pat_26 Post-Resistance SRRD 402055 37 22 26884387 26884387 Missense_Mutation SNP C T 62 558 c.542C>T c.(541-543)CCT>CTT p.P181L

Pat_26 Post-Resistance GAL3ST1 9514 37 22 30951719 30951719 Missense_Mutation SNP C T 17 249 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Post-Resistance TCN2 6948 37 22 31008971 31008971 Missense_Mutation SNP G T 6 155 c.369G>T c.(367-369)AAG>AAT p.K123N

Pat_26 Post-Resistance SMTN 6525 37 22 31487688 31487688 Missense_Mutation SNP C T 13 248 c.1487C>T c.(1486-1488)CCG>CTG p.P496L

Pat_26 Post-Resistance SYNGR1 9145 37 22 39777743 39777743 Missense_Mutation SNP G A 5 252 c.526G>A c.(526-528)GCC>ACC p.A176T

Pat_26 Post-Resistance EP300 2033 37 22 41531849 41531850 Missense_Mutation DNP GG AA 16 178 c.1561_1562GG>AAc.(1561-1563)GGA>AAA p.G521K

Pat_26 Post-Resistance CYP2D6 1565 37 22 42523908 42523908 Missense_Mutation SNP C T 20 303 c.921G>A c.(919-921)ATG>ATA p.M307I

Pat_26 Post-Resistance SAPS2 9701 37 22 50874861 50874861 Missense_Mutation SNP C T 7 20 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_26 Post-Resistance SBF1 6305 37 22 50885576 50885576 Missense_Mutation SNP C T 3 54 c.5677G>A c.(5677-5679)GCC>ACC p.A1893T

Pat_26 Post-Resistance CHL1 10752 37 3 382573 382573 Missense_Mutation SNP C T 18 146 c.482C>T c.(481-483)CCT>CTT p.P161L

Pat_26 Post-Resistance ZNF385D 79750 37 3 21552508 21552508 Missense_Mutation SNP G A 7 95 c.284C>T c.(283-285)GCT>GTT p.A95V

Pat_26 Post-Resistance ARPP21 10777 37 3 35833903 35833903 Missense_Mutation SNP G A 39 440 c.2062G>A c.(2062-2064)GGA>AGA p.G688R

Pat_26 Post-Resistance SCN11A 11280 37 3 38946734 38946734 Nonsense_Mutation SNP G A 30 257 c.1552C>T c.(1552-1554)CAA>TAA p.Q518*

Pat_26 Post-Resistance SCN11A 11280 37 3 38949450 38949450 Missense_Mutation SNP C A 11 91 c.1463G>T c.(1462-1464)TGC>TTC p.C488F

Pat_26 Post-Resistance VIPR1 7433 37 3 42577630 42577630 Missense_Mutation SNP G A 3 43 c.1231G>A c.(1231-1233)GTC>ATC p.V411I



Pat_26 Post-Resistance CDCP1 64866 37 3 45153823 45153823 Missense_Mutation SNP C T 95 669 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_26 Post-Resistance CBLB 868 37 3 105464833 105464833 Missense_Mutation SNP G A 37 366 c.773C>T c.(772-774)CCA>CTA p.P258L

Pat_26 Post-Resistance GUCA1C 9626 37 3 108672495 108672495 Missense_Mutation SNP C T 27 299 c.115G>A c.(115-117)GAA>AAA p.E39K

Pat_26 Post-Resistance WDR52 55779 37 3 113146126 113146126 Missense_Mutation SNP C T 6 110 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_26 Post-Resistance POLQ 10721 37 3 121256023 121256023 Missense_Mutation SNP C T 24 314 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_26 Post-Resistance SLC15A2 6565 37 3 121647395 121647395 Missense_Mutation SNP C T 26 281 c.1334C>T c.(1333-1335)TCC>TTC p.S445F

Pat_26 Post-Resistance MYLK 4638 37 3 123457860 123457861 Missense_Mutation DNP CC TT 4 80 c.471_472GG>AAc.(469-474)GGGGAG>GGAAAGp.E158K

Pat_26 Post-Resistance SEC61A1 29927 37 3 127786827 127786827 Missense_Mutation SNP T C 53 495 c.1169T>C c.(1168-1170)GTT>GCT p.V390A

Pat_26 Post-Resistance COL6A6 131873 37 3 130311915 130311915 Missense_Mutation SNP G A 52 589 c.4382G>A c.(4381-4383)GGG>GAG p.G1461E

Pat_26 Post-Resistance ATP2C1 27032 37 3 130698165 130698165 Missense_Mutation SNP C T 41 290 c.1643C>T c.(1642-1644)CCT>CTT p.P548L

Pat_26 Post-Resistance DNAJC13 23317 37 3 132169656 132169656 Missense_Mutation SNP G A 18 142 c.502G>A c.(502-504)GGA>AGA p.G168R

Pat_26 Post-Resistance AMOTL2 51421 37 3 134090038 134090038 Nonsense_Mutation SNP G A 9 64 c.412C>T c.(412-414)CAG>TAG p.Q138*

Pat_26 Post-Resistance B3GNT5 84002 37 3 182988256 182988256 Missense_Mutation SNP C T 33 370 c.670C>T c.(670-672)CAT>TAT p.H224Y

Pat_26 Post-Resistance DVL3 1857 37 3 183885727 183885727 Missense_Mutation SNP T C 19 299 c.1372T>C c.(1372-1374)TTC>CTC p.F458L

Pat_26 Post-Resistance OSTalpha 200931 37 3 195955029 195955029 Missense_Mutation SNP G A 59 624 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_26 Post-Resistance RGS12 6002 37 4 3418686 3418686 Missense_Mutation SNP C T 32 294 c.2474C>T c.(2473-2475)TCC>TTC p.S825F

Pat_26 Post-Resistance GBA3 57733 37 4 22748945 22748945 Missense_Mutation SNP G A 11 282 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_26 Post-Resistance GABRB1 2560 37 4 47408782 47408782 Missense_Mutation SNP G A 17 163 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_26 Post-Resistance KDR 3791 37 4 55984966 55984966 Missense_Mutation SNP C T 4 96 c.163G>A c.(163-165)GGA>AGA p.G55R

Pat_26 Post-Resistance UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 13 190 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_26 Post-Resistance UGT2B28 54490 37 4 70148286 70148286 Missense_Mutation SNP G A 28 251 c.776G>A c.(775-777)CGA>CAA p.R259Q

Pat_26 Post-Resistance CENPE 1062 37 4 104057392 104057392 Missense_Mutation SNP G A 14 152 c.6428C>T c.(6427-6429)TCA>TTA p.S2143L

Pat_26 Post-Resistance GSTCD 79807 37 4 106766720 106766721 Missense_Mutation DNP GG AA 6 97 c.1888_1889GG>AAc.(1888-1890)GGA>AAA p.G630K

Pat_26 Post-Resistance FAT4 79633 37 4 126372621 126372621 Missense_Mutation SNP G A 33 247 c.10450G>A c.(10450-10452)GAT>AAT p.D3484N

Pat_26 Post-Resistance FAT4 79633 37 4 126398438 126398438 Missense_Mutation SNP G A 38 342 c.12422G>A c.(12421-12423)GGA>GAA p.G4141E

Pat_26 Post-Resistance ARFIP1 27236 37 4 153750802 153750802 Missense_Mutation SNP C T 5 251 c.17C>T c.(16-18)CCC>CTC p.P6L

Pat_26 Post-Resistance GLRA3 8001 37 4 175598335 175598335 Missense_Mutation SNP G A 12 133 c.821C>T c.(820-822)TCA>TTA p.S274L

Pat_26 Post-Resistance CTNND2 1501 37 5 10992705 10992705 Missense_Mutation SNP G A 8 155 c.3169C>T c.(3169-3171)CCC>TCC p.P1057S

Pat_26 Post-Resistance FBXL7 23194 37 5 15928154 15928154 Missense_Mutation SNP C T 3 80 c.283C>T c.(283-285)CGC>TGC p.R95C

Pat_26 Post-Resistance CDH18 1016 37 5 19721546 19721546 Missense_Mutation SNP C T 13 211 c.553G>A c.(553-555)GAT>AAT p.D185N

Pat_26 Post-Resistance CDH18 1016 37 5 19839093 19839093 Missense_Mutation SNP C T 13 118 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Post-Resistance PRDM9 56979 37 5 23509648 23509648 Missense_Mutation SNP G A 23 239 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_26 Post-Resistance CDH10 1008 37 5 24487995 24487995 Missense_Mutation SNP T A 9 181 c.2144A>T c.(2143-2145)AAT>ATT p.N715I

Pat_26 Post-Resistance PDZD2 23037 37 5 32087434 32087434 Missense_Mutation SNP G A 18 117 c.3880G>A c.(3880-3882)GAG>AAG p.E1294K

Pat_26 Post-Resistance LMBRD2 92255 37 5 36123060 36123060 Missense_Mutation SNP G A 5 25 c.826C>T c.(826-828)CCT>TCT p.P276S

Pat_26 Post-Resistance MARVELD2 153562 37 5 68728399 68728399 Missense_Mutation SNP A G 10 88 c.1228A>G c.(1228-1230)AAT>GAT p.N410D

Pat_26 Post-Resistance ENC1 8507 37 5 73930869 73930869 Missense_Mutation SNP G A 15 177 c.1442C>T c.(1441-1443)CCC>CTC p.P481L

Pat_26 Post-Resistance SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 6 151 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_26 Post-Resistance ANKRD34B 340120 37 5 79854638 79854638 Missense_Mutation SNP G A 14 106 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_26 Post-Resistance GPR98 84059 37 5 89988548 89988548 Missense_Mutation SNP C T 6 28 c.7078C>T c.(7078-7080)CGT>TGT p.R2360C

Pat_26 Post-Resistance GPR98 84059 37 5 90024556 90024556 Missense_Mutation SNP C T 24 275 c.10232C>T c.(10231-10233)GCC>GTC p.A3411V

Pat_26 Post-Resistance GPR98 84059 37 5 90111487 90111487 Missense_Mutation SNP G A 3 21 c.16130G>A c.(16129-16131)GGA>GAA p.G5377E

Pat_26 Post-Resistance PAM 5066 37 5 102345512 102345512 Missense_Mutation SNP G A 15 145 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_26 Post-Resistance SNCAIP 9627 37 5 121739548 121739548 Missense_Mutation SNP G A 16 344 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_26 Post-Resistance KIF3A 11127 37 5 132051999 132051999 Missense_Mutation SNP G A 4 153 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_26 Post-Resistance PCDHA1 56147 37 5 140166416 140166416 Missense_Mutation SNP G A 17 77 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_26 Post-Resistance PCDHGB3 56102 37 5 140752101 140752101 Missense_Mutation SNP C T 20 209 c.2140C>T c.(2140-2142)CGC>TGC p.R714C



Pat_26 Post-Resistance PPARGC1B 133522 37 5 149212900 149212900 Missense_Mutation SNP C T 4 73 c.1264C>T c.(1264-1266)CGG>TGG p.R422W

Pat_26 Post-Resistance MFAP3 4238 37 5 153432575 153432575 Missense_Mutation SNP C T 43 369 c.391C>T c.(391-393)CGT>TGT p.R131C

Pat_26 Post-Resistance EBF1 1879 37 5 158523996 158523996 Missense_Mutation SNP C T 3 64 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_26 Post-Resistance GABRB2 2561 37 5 160753392 160753392 Missense_Mutation SNP C T 12 204 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_26 Post-Resistance SCAND3 114821 37 6 28540442 28540442 Missense_Mutation SNP C T 20 185 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_26 Post-Resistance TRIM26 7726 37 6 30166508 30166508 Missense_Mutation SNP G A 3 56 c.373C>T c.(373-375)CGG>TGG p.R125W

Pat_26 Post-Resistance C4A 720 37 6 31963519 31963519 Missense_Mutation SNP C T 18 320 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_26 Post-Resistance DNAH8 1769 37 6 38875853 38875853 Missense_Mutation SNP C T 4 58 c.8819C>T c.(8818-8820)TCA>TTA p.S2940L

Pat_26 Post-Resistance GLP1R 2740 37 6 39046935 39046935 Missense_Mutation SNP A T 40 450 c.1002A>T c.(1000-1002)AAA>AAT p.K334N

Pat_26 Post-Resistance SLC22A7 10864 37 6 43266358 43266358 Missense_Mutation SNP G A 6 40 c.262G>A c.(262-264)GCT>ACT p.A88T

Pat_26 Post-Resistance MEP1A 4224 37 6 46800961 46800961 Missense_Mutation SNP C T 20 158 c.1295C>T c.(1294-1296)CCC>CTC p.P432L

Pat_26 Post-Resistance GPR110 266977 37 6 46977301 46977301 Missense_Mutation SNP G A 4 68 c.1870C>T c.(1870-1872)CGT>TGT p.R624C

Pat_26 Post-Resistance COL21A1 81578 37 6 55933885 55933885 Missense_Mutation SNP C T 5 44 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_26 Post-Resistance BAI3 577 37 6 70082297 70082297 Splice_Site SNP G A 4 41 c.4240_splice c.e30-1 p.R1414_splice

Pat_26 Post-Resistance WISP3 8838 37 6 112390739 112390739 Nonsense_Mutation SNP G A 12 154 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_26 Post-Resistance NT5DC1 221294 37 6 116544279 116544279 Missense_Mutation SNP C T 26 217 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_26 Post-Resistance ARG1 383 37 6 131900341 131900341 Missense_Mutation SNP G A 8 117 c.221G>A c.(220-222)GGA>GAA p.G74E

Pat_26 Post-Resistance CTAGE9 643854 37 6 132031227 132031227 Missense_Mutation SNP G A 19 73 c.931C>T c.(931-933)CCG>TCG p.P311S

Pat_26 Post-Resistance LATS1 9113 37 6 149997811 149997811 Nonsense_Mutation SNP G A 13 58 c.2656C>T c.(2656-2658)CGA>TGA p.R886*

Pat_26 Post-Resistance SYNE1 23345 37 6 152730807 152730807 Missense_Mutation SNP C T 17 156 c.6268G>A c.(6268-6270)GAA>AAA p.E2090K

Pat_26 Post-Resistance PHF10 55274 37 6 170115848 170115848 Missense_Mutation SNP C T 20 151 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_26 Post-Resistance DLL1 28514 37 6 170592725 170592725 Missense_Mutation SNP C T 3 28 c.1642G>A c.(1642-1644)GTG>ATG p.V548M

Pat_26 Post-Resistance RADIL 55698 37 7 4874803 4874803 Missense_Mutation SNP G A 4 56 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_26 Post-Resistance RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 26 418 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_26 Post-Resistance DFNA5 1687 37 7 24789342 24789342 Missense_Mutation SNP C T 39 338 c.52G>A c.(52-54)GAC>AAC p.D18N

Pat_26 Post-Resistance OGDH 4967 37 7 44734078 44734078 Missense_Mutation SNP C T 14 149 c.1571C>T c.(1570-1572)CCG>CTG p.P524L

Pat_26 Post-Resistance TNS3 64759 37 7 47343138 47343138 Missense_Mutation SNP G A 7 19 c.2867C>T c.(2866-2868)CCC>CTC p.P956L

Pat_26 Post-Resistance ABCA13 154664 37 7 48353922 48353922 Missense_Mutation SNP G A 6 37 c.9775G>A c.(9775-9777)GAT>AAT p.D3259N

Pat_26 Post-Resistance AUTS2 26053 37 7 70255866 70255866 Missense_Mutation SNP C A 5 100 c.3664C>A c.(3664-3666)CCG>ACG p.P1222T

Pat_26 Post-Resistance DTX2 113878 37 7 76134733 76134733 Missense_Mutation SNP T C 4 42 c.1684T>C c.(1684-1686)TTC>CTC p.F562L

Pat_26 Post-Resistance RSBN1L 222194 37 7 77408468 77408468 Missense_Mutation SNP G A 3 72 c.2524G>A c.(2524-2526)GAT>AAT p.D842N

Pat_26 Post-Resistance PCLO 27445 37 7 82764309 82764309 Missense_Mutation SNP C T 24 271 c.2557G>A c.(2557-2559)GAA>AAA p.E853K

Pat_26 Post-Resistance SEMA3A 10371 37 7 83592633 83592633 Missense_Mutation SNP C T 22 241 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_26 Post-Resistance EPHB4 2050 37 7 100410379 100410379 Missense_Mutation SNP G A 8 66 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_26 Post-Resistance SPDYE6 729597 37 7 101989089 101989089 Missense_Mutation SNP C T 9 271 c.784G>A c.(784-786)GAC>AAC p.D262N

Pat_26 Post-Resistance SRPK2 6733 37 7 104783638 104783638 Missense_Mutation SNP G A 26 191 c.920C>T c.(919-921)ACC>ATC p.T307I

Pat_26 Post-Resistance MGAM 8972 37 7 141731520 141731520 Missense_Mutation SNP C T 32 298 c.1511C>T c.(1510-1512)CCC>CTC p.P504L

Pat_26 Post-Resistance OR2F2 135948 37 7 143633023 143633023 Missense_Mutation SNP G A 10 160 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_26 Post-Resistance GIMAP5 55340 37 7 150439711 150439711 Missense_Mutation SNP G C 33 476 c.484G>C c.(484-486)GAT>CAT p.D162H

Pat_26 Post-Resistance VIPR2 7434 37 7 158902542 158902542 Missense_Mutation SNP G A 20 220 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_26 Post-Resistance CSMD1 64478 37 8 3059206 3059206 Missense_Mutation SNP C T 3 42 c.5029G>A c.(5029-5031)GAT>AAT p.D1677N

Pat_26 Post-Resistance SLC18A1 6570 37 8 20007227 20007227 Missense_Mutation SNP G A 7 96 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_26 Post-Resistance HR 55806 37 8 21976539 21976540 Missense_Mutation DNP GG AA 9 197 c.3136_3137CC>TTc.(3136-3138)CCG>TTG p.P1046L

Pat_26 Post-Resistance ADAMDEC1 27299 37 8 24251607 24251607 Missense_Mutation SNP G A 15 205 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_26 Post-Resistance ADAM7 8756 37 8 24339742 24339742 Missense_Mutation SNP G A 9 99 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_26 Post-Resistance BNIP3L 665 37 8 26252780 26252780 Missense_Mutation SNP G A 17 143 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Post-Resistance BNIP3L 665 37 8 26252782 26252782 Missense_Mutation SNP T A 17 149 c.321T>A c.(319-321)GAT>GAA p.D107E



Pat_26 Post-Resistance SCARA3 51435 37 8 27516870 27516870 Missense_Mutation SNP G A 7 92 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_26 Post-Resistance FBXO16 157574 37 8 28340887 28340887 Missense_Mutation SNP T G 27 342 c.77A>C c.(76-78)AAC>ACC p.N26T

Pat_26 Post-Resistance MCM4 4173 37 8 48877195 48877195 Missense_Mutation SNP C T 18 158 c.755C>T c.(754-756)TCA>TTA p.S252L

Pat_26 Post-Resistance FAM110B 90362 37 8 59058956 59058956 Missense_Mutation SNP C T 16 115 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_26 Post-Resistance NSMAF 8439 37 8 59508216 59508216 Missense_Mutation SNP C T 20 110 c.1795G>A c.(1795-1797)GAA>AAA p.E599K

Pat_26 Post-Resistance ARFGEF1 10565 37 8 68170417 68170417 Missense_Mutation SNP G A 10 109 c.2344C>T c.(2344-2346)CGT>TGT p.R782C

Pat_26 Post-Resistance CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 11 177 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_26 Post-Resistance INTS8 55656 37 8 95840000 95840000 Missense_Mutation SNP C T 48 467 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_26 Post-Resistance VPS13B 157680 37 8 100791192 100791192 Missense_Mutation SNP C T 24 363 c.7787C>T c.(7786-7788)TCT>TTT p.S2596F

Pat_26 Post-Resistance TRHR 7201 37 8 110131570 110131570 Missense_Mutation SNP C A 23 304 c.1083C>A c.(1081-1083)GAC>GAA p.D361E

Pat_26 Post-Resistance COL14A1 7373 37 8 121210152 121210152 Missense_Mutation SNP G A 5 74 c.695G>A c.(694-696)GGA>GAA p.G232E

Pat_26 Post-Resistance ADCY8 114 37 8 131880114 131880114 Missense_Mutation SNP G T 17 144 c.2188C>A c.(2188-2190)CAA>AAA p.Q730K

Pat_26 Post-Resistance COL22A1 169044 37 8 139727950 139727950 Missense_Mutation SNP C T 21 191 c.2492G>A c.(2491-2493)GGA>GAA p.G831E

Pat_26 Post-Resistance COL22A1 169044 37 8 139815131 139815131 Missense_Mutation SNP C T 16 124 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_26 Post-Resistance MAPK15 225689 37 8 144803950 144803950 Missense_Mutation SNP C T 20 125 c.1358C>T c.(1357-1359)CCC>CTC p.P453L

Pat_26 Post-Resistance EPPK1 83481 37 8 144942527 144942527 Missense_Mutation SNP C T 16 304 c.4895G>A c.(4894-4896)GGA>GAA p.G1632E

Pat_26 Post-Resistance CPSF1 29894 37 8 145621935 145621935 Missense_Mutation SNP G A 26 221 c.2704C>T c.(2704-2706)CGT>TGT p.R902C

Pat_26 Post-Resistance RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 5 237 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_26 Post-Resistance GLDC 2731 37 9 6534743 6534743 Missense_Mutation SNP G A 4 159 c.2884C>T c.(2884-2886)CGG>TGG p.R962W

Pat_26 Post-Resistance CDKN2A 1029 37 9 21971017 21971017 Missense_Mutation SNP G A 20 97 c.341C>T c.(340-342)CCC>CTC p.P114L

Pat_26 Post-Resistance UNC13B 10497 37 9 35400332 35400332 Missense_Mutation SNP T G 44 370 c.4129T>G c.(4129-4131)TTC>GTC p.F1377V

Pat_26 Post-Resistance ALDH1B1 219 37 9 38395779 38395779 Missense_Mutation SNP C T 26 181 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_26 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 4 68 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_26 Post-Resistance COL15A1 1306 37 9 101797339 101797339 Missense_Mutation SNP A G 3 102 c.2123A>G c.(2122-2124)AAG>AGG p.K708R

Pat_26 Post-Resistance SVEP1 79987 37 9 113171099 113171099 Missense_Mutation SNP G A 33 347 c.6781C>T c.(6781-6783)CCT>TCT p.P2261S

Pat_26 Post-Resistance ZNF883 169834 37 9 115760269 115760269 Missense_Mutation SNP G A 7 94 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_26 Post-Resistance CRB2 286204 37 9 126133014 126133014 Missense_Mutation SNP C T 4 82 c.1682C>T c.(1681-1683)CCG>CTG p.P561L

Pat_26 Post-Resistance PPP2R4 5524 37 9 131890300 131890300 Missense_Mutation SNP G A 3 45 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_26 Post-Resistance ASB6 140459 37 9 132400230 132400230 Missense_Mutation SNP C T 7 77 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_26 Post-Resistance TTF1 7270 37 9 135251433 135251433 Nonsense_Mutation SNP G A 6 144 c.2587C>T c.(2587-2589)CGA>TGA p.R863*

Pat_26 Post-Resistance REXO4 57109 37 9 136277539 136277539 Missense_Mutation SNP G T 72 571 c.790C>A c.(790-792)CGT>AGT p.R264S

Pat_26 Post-Resistance C9orf172 389813 37 9 139740328 139740328 Missense_Mutation SNP C T 3 24 c.1462C>T c.(1462-1464)CGG>TGG p.R488W

Pat_26 Post-Resistance SCML2 10389 37 X 18323215 18323215 Missense_Mutation SNP G A 49 279 c.607C>T c.(607-609)CAT>TAT p.H203Y

Pat_26 Post-Resistance DCAF8L1 139425 37 X 27999163 27999163 Missense_Mutation SNP C T 20 143 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_26 Post-Resistance BRWD3 254065 37 X 79943625 79943625 Splice_Site SNP C T 16 94 c.3808_splice c.e34-1 p.D1270_splice

Pat_26 Post-Resistance NRK 203447 37 X 105159770 105159770 Missense_Mutation SNP C T 17 71 c.2398C>T c.(2398-2400)CAT>TAT p.H800Y

Pat_26 Post-Resistance VSIG1 340547 37 X 107320552 107320552 Nonsense_Mutation SNP G T 34 158 c.1105G>T c.(1105-1107)GAG>TAG p.E369*

Pat_26 Post-Resistance COL4A5 1287 37 X 107858195 107858195 Missense_Mutation SNP G A 19 68 c.2450G>A c.(2449-2451)GGA>GAA p.G817E

Pat_26 Post-Resistance COL4A5 1287 37 X 107923915 107923915 Missense_Mutation SNP C T 7 64 c.3949C>T c.(3949-3951)CCT>TCT p.P1317S

Pat_26 Post-Resistance IGSF1 3547 37 X 130410004 130410004 Missense_Mutation SNP T A 15 71 c.2827A>T c.(2827-2829)ATC>TTC p.I943F

Pat_26 Post-Resistance MAGEC1 9947 37 X 140995273 140995273 Missense_Mutation SNP C T 8 31 c.2083C>T c.(2083-2085)CCT>TCT p.P695S

Pat_29 Pre-Treatment PTEN 5728 37 10 89653815 89653815 Missense_Mutation SNP C A 19 114 c.113C>A c.(112-114)CCT>CAT p.P38H

Pat_29 Pre-Treatment GOLGA8E 390535 37 15 23444064 23444064 Missense_Mutation SNP G C 12 35 c.719G>C c.(718-720)AGT>ACT p.S240T

Pat_29 Pre-Treatment MPP2 4355 37 17 41957260 41957260 Missense_Mutation SNP G A 15 123 c.1378C>T c.(1378-1380)CGC>TGC p.R460C

Pat_29 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 5 56 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_29 Pre-Treatment SCN9A 6335 37 2 167133552 167133552 Missense_Mutation SNP C T 52 404 c.2782G>A c.(2782-2784)GCT>ACT p.A928T

Pat_29 Pre-Treatment PTGIS 5740 37 20 48129665 48129665 Missense_Mutation SNP G T 6 69 c.1158C>A c.(1156-1158)TTC>TTA p.F386L



Pat_29 Pre-Treatment HDAC10 83933 37 22 50686538 50686538 Missense_Mutation SNP G A 5 38 c.1118C>T c.(1117-1119)TCC>TTC p.S373F

Pat_29 Pre-Treatment MAGI1 9223 37 3 66023938 66023938 Missense_Mutation SNP G T 16 109 c.46C>A c.(46-48)CAC>AAC p.H16N

Pat_29 Pre-Treatment PIK3R1 5295 37 5 67588090 67588090 Missense_Mutation SNP T G 14 113 c.920T>G c.(919-921)CTG>CGG p.L307R

Pat_29 Post-Resistance AMY2B 280 37 1 104120142 104120142 Missense_Mutation SNP A G 6 142 c.1132A>G c.(1132-1134)AAT>GAT p.N378D

Pat_29 Post-Resistance NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 4 10 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_29 Post-Resistance PRG4 10216 37 1 186276052 186276052 Missense_Mutation SNP A C 6 57 c.1201A>C c.(1201-1203)ACC>CCC p.T401P

Pat_29 Post-Resistance PTEN 5728 37 10 89653815 89653815 Missense_Mutation SNP C A 7 74 c.113C>A c.(112-114)CCT>CAT p.P38H

Pat_29 Post-Resistance LOC220429 220429 37 13 50466624 50466624 Missense_Mutation SNP G T 6 53 c.1898G>T c.(1897-1899)CGC>CTC p.R633L

Pat_29 Post-Resistance GOLGA8E 390535 37 15 23444064 23444064 Missense_Mutation SNP G C 3 40 c.719G>C c.(718-720)AGT>ACT p.S240T

Pat_29 Post-Resistance SMG1 23049 37 16 18887642 18887642 Missense_Mutation SNP T C 3 25 c.1694A>G c.(1693-1695)TAT>TGT p.Y565C

Pat_29 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 83 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_29 Post-Resistance MPP2 4355 37 17 41957260 41957260 Missense_Mutation SNP G A 14 135 c.1378C>T c.(1378-1380)CGC>TGC p.R460C

Pat_29 Post-Resistance RNF157 114804 37 17 74163736 74163736 Missense_Mutation SNP C T 3 61 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_29 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 9 165 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_29 Post-Resistance ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 5 81 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_29 Post-Resistance ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 5 117 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_29 Post-Resistance SCN9A 6335 37 2 167133552 167133552 Missense_Mutation SNP C T 35 353 c.2782G>A c.(2782-2784)GCT>ACT p.A928T

Pat_29 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 5 128 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_29 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 3 63 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_29 Post-Resistance PTGIS 5740 37 20 48129665 48129665 Missense_Mutation SNP G T 11 69 c.1158C>A c.(1156-1158)TTC>TTA p.F386L

Pat_29 Post-Resistance CCT8 10694 37 21 30440001 30440001 Missense_Mutation SNP A G 4 84 c.257T>C c.(256-258)ATT>ACT p.I86T

Pat_29 Post-Resistance PCNT 5116 37 21 47754527 47754527 Missense_Mutation SNP A G 6 168 c.484A>G c.(484-486)AGT>GGT p.S162G

Pat_29 Post-Resistance ZNF721 170960 37 4 435653 435653 Missense_Mutation SNP C T 3 60 c.2603G>A c.(2602-2604)GGA>GAA p.G868E

Pat_29 Post-Resistance PIK3R1 5295 37 5 67588090 67588090 Missense_Mutation SNP T G 12 82 c.920T>G c.(919-921)CTG>CGG p.L307R

Pat_29 Post-Resistance C6orf129 154467 37 6 37451045 37451045 Missense_Mutation SNP G A 3 45 c.211C>T c.(211-213)CGG>TGG p.R71W

Pat_29 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 3 47 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_29 Post-Resistance SYBU 55638 37 8 110592227 110592227 Missense_Mutation SNP C G 10 76 c.535G>C c.(535-537)GGT>CGT p.G179R

Pat_34 Pre-Treatment CPSF3L 54973 37 1 1249257 1249257 Missense_Mutation SNP A T 45 58 c.812T>A c.(811-813)CTG>CAG p.L271Q

Pat_34 Pre-Treatment TAS1R3 83756 37 1 1267227 1267227 Missense_Mutation SNP A G 14 26 c.401A>G c.(400-402)TAC>TGC p.Y134C

Pat_34 Pre-Treatment TAS1R1 80835 37 1 6635049 6635049 Missense_Mutation SNP C T 8 30 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_34 Pre-Treatment KLHL21 9903 37 1 6653672 6653673 Missense_Mutation DNP AC CT 11 45 c.1546_1547GT>AGc.(1546-1548)GTC>AGC p.V516S

Pat_34 Pre-Treatment CAMTA1 23261 37 1 7806003 7806003 Missense_Mutation SNP C T 67 104 c.4469C>T c.(4468-4470)CCC>CTC p.P1490L

Pat_34 Pre-Treatment SLC2A7 155184 37 1 9063499 9063499 Missense_Mutation SNP G A 22 55 c.1399C>T c.(1399-1401)CCG>TCG p.P467S

Pat_34 Pre-Treatment PTCHD2 57540 37 1 11574470 11574470 Missense_Mutation SNP G A 3 49 c.1340G>A c.(1339-1341)GGG>GAG p.G447E

Pat_34 Pre-Treatment UQCRHL 440567 37 1 16133889 16133889 Missense_Mutation SNP G A 73 181 c.256C>T c.(256-258)CTC>TTC p.L86F

Pat_34 Pre-Treatment KLHDC7A 127707 37 1 18807959 18807959 Missense_Mutation SNP G A 17 29 c.484G>A c.(484-486)GGC>AGC p.G162S

Pat_34 Pre-Treatment PAX7 5081 37 1 19062357 19062357 Missense_Mutation SNP G A 32 62 c.1387G>A c.(1387-1389)GGC>AGC p.G463S

Pat_34 Pre-Treatment USP48 84196 37 1 22055189 22055189 Missense_Mutation SNP G A 42 99 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_34 Pre-Treatment RHCE 6006 37 1 25718584 25718584 Missense_Mutation SNP A T 52 112 c.535T>A c.(535-537)TTT>ATT p.F179I

Pat_34 Pre-Treatment MAP3K6 9064 37 1 27683183 27683183 Missense_Mutation SNP G A 11 31 c.3422C>T c.(3421-3423)TCC>TTC p.S1141F

Pat_34 Pre-Treatment C1orf94 84970 37 1 34667756 34667756 Missense_Mutation SNP C T 34 75 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_34 Pre-Treatment YRDC 79693 37 1 38272853 38272853 Missense_Mutation SNP T C 37 56 c.424A>G c.(424-426)AAA>GAA p.K142E

Pat_34 Pre-Treatment HPCAL4 51440 37 1 40150247 40150247 Missense_Mutation SNP G A 18 40 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_34 Pre-Treatment BMP8B 656 37 1 40228808 40228809 Missense_Mutation DNP CC TG 49 84 c.1014_1015GG>CAc.(1012-1017)CTGGAC>CTCAACp.D339N

Pat_34 Pre-Treatment ERMAP 114625 37 1 43308649 43308649 Missense_Mutation SNP C T 34 99 c.1174C>T c.(1174-1176)CGC>TGC p.R392C

Pat_34 Pre-Treatment CYP4A11 1579 37 1 47399642 47399642 Missense_Mutation SNP G A 16 23 c.1198C>T c.(1198-1200)CCT>TCT p.P400S

Pat_34 Pre-Treatment CYP4A11 1579 37 1 47399647 47399647 Missense_Mutation SNP G A 16 23 c.1193C>T c.(1192-1194)ACC>ATC p.T398I



Pat_34 Pre-Treatment C1orf168 199920 37 1 57189346 57189346 Missense_Mutation SNP G A 7 22 c.1889C>T c.(1888-1890)CCT>CTT p.P630L

Pat_34 Pre-Treatment TM2D1 83941 37 1 62190753 62190754 Missense_Mutation DNP CC TT 33 41 c.39_40GG>AAc.(37-42)GAGGCC>GAAACC p.A14T

Pat_34 Pre-Treatment KANK4 163782 37 1 62739098 62739098 Missense_Mutation SNP T A 16 18 c.1678A>T c.(1678-1680)ATT>TTT p.I560F

Pat_34 Pre-Treatment GNG12 55970 37 1 68171168 68171168 Missense_Mutation SNP G A 25 42 c.185C>T c.(184-186)CCT>CTT p.P62L

Pat_34 Pre-Treatment GBP2 2634 37 1 89573974 89573974 Missense_Mutation SNP C T 21 53 c.1660G>A c.(1660-1662)GAA>AAA p.E554K

Pat_34 Pre-Treatment HFM1 164045 37 1 91841113 91841113 Missense_Mutation SNP T G 51 74 c.1567A>C c.(1567-1569)ATG>CTG p.M523L

Pat_34 Pre-Treatment ARHGAP29 9411 37 1 94650565 94650565 Missense_Mutation SNP C T 22 65 c.1972G>A c.(1972-1974)GGT>AGT p.G658S

Pat_34 Pre-Treatment DPYD 1806 37 1 98348842 98348842 Missense_Mutation SNP C T 28 54 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_34 Pre-Treatment COL11A1 1301 37 1 103427740 103427740 Missense_Mutation SNP C T 27 48 c.3106G>A c.(3106-3108)GGA>AGA p.G1036R

Pat_34 Pre-Treatment FNDC7 163479 37 1 109270504 109270504 Missense_Mutation SNP C T 62 115 c.1186C>T c.(1186-1188)CGT>TGT p.R396C

Pat_34 Pre-Treatment CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 18 55 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_34 Pre-Treatment NBPF10 100132406 37 1 145360574 145360574 Missense_Mutation SNP G C 9 110 c.9424G>C c.(9424-9426)GAT>CAT p.D3142H

Pat_34 Pre-Treatment ANKRD35 148741 37 1 145561208 145561208 Missense_Mutation SNP G A 14 15 c.896G>A c.(895-897)AGG>AAG p.R299K

Pat_34 Pre-Treatment FLG2 388698 37 1 152325517 152325517 Missense_Mutation SNP C T 92 152 c.4745G>A c.(4744-4746)AGT>AAT p.S1582N

Pat_34 Pre-Treatment KPRP 448834 37 1 152733041 152733041 Missense_Mutation SNP G A 10 24 c.977G>A c.(976-978)CGA>CAA p.R326Q

Pat_34 Pre-Treatment BCAN 63827 37 1 156616754 156616754 Missense_Mutation SNP G A 5 14 c.253G>A c.(253-255)GGC>AGC p.G85S

Pat_34 Pre-Treatment OR6N2 81442 37 1 158746611 158746611 Missense_Mutation SNP C T 26 72 c.815G>A c.(814-816)CGA>CAA p.R272Q

Pat_34 Pre-Treatment ITLN1 55600 37 1 160849190 160849190 Missense_Mutation SNP C T 55 92 c.700G>A c.(700-702)GGA>AGA p.G234R

Pat_34 Pre-Treatment FMO4 2329 37 1 171310709 171310709 Nonsense_Mutation SNP C T 28 67 c.1408C>T c.(1408-1410)CAG>TAG p.Q470*

Pat_34 Pre-Treatment TNFSF18 8995 37 1 173010845 173010845 Missense_Mutation SNP G A 48 115 c.262C>T c.(262-264)CCC>TCC p.P88S

Pat_34 Pre-Treatment TNN 63923 37 1 175092658 175092658 Missense_Mutation SNP G A 23 53 c.2773G>A c.(2773-2775)GAG>AAG p.E925K

Pat_34 Pre-Treatment ABL2 27 37 1 179077623 179077623 Missense_Mutation SNP G T 20 36 c.2779C>A c.(2779-2781)CAC>AAC p.H927N

Pat_34 Pre-Treatment CEP350 9857 37 1 180063085 180063085 Missense_Mutation SNP A T 19 23 c.7845A>T c.(7843-7845)AAA>AAT p.K2615N

Pat_34 Pre-Treatment SMG7 9887 37 1 183486887 183486887 Missense_Mutation SNP C T 85 222 c.244C>T c.(244-246)CCG>TCG p.P82S

Pat_34 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 7 125 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_34 Pre-Treatment PRG4 10216 37 1 186276169 186276169 Missense_Mutation SNP C A 6 79 c.1318C>A c.(1318-1320)CCC>ACC p.P440T

Pat_34 Pre-Treatment FAM5C 339479 37 1 190067918 190067918 Missense_Mutation SNP G A 39 102 c.1531C>T c.(1531-1533)CAT>TAT p.H511Y

Pat_34 Pre-Treatment CFHR4 10877 37 1 196887393 196887393 Missense_Mutation SNP G A 22 39 c.853G>A c.(853-855)GGA>AGA p.G285R

Pat_34 Pre-Treatment CFHR5 81494 37 1 196953220 196953220 Missense_Mutation SNP C T 38 100 c.383C>T c.(382-384)TCG>TTG p.S128L

Pat_34 Pre-Treatment KIF14 9928 37 1 200574433 200574433 Missense_Mutation SNP G A 29 72 c.1724C>T c.(1723-1725)ACC>ATC p.T575I

Pat_34 Pre-Treatment CACNA1S 779 37 1 201009767 201009767 Missense_Mutation SNP G A 10 28 c.5209C>T c.(5209-5211)CCT>TCT p.P1737S

Pat_34 Pre-Treatment TNNT2 7139 37 1 201342349 201342349 Missense_Mutation SNP C T 56 88 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_34 Pre-Treatment LAMB3 3914 37 1 209791821 209791821 Missense_Mutation SNP A G 14 43 c.2885T>C c.(2884-2886)TTG>TCG p.L962S

Pat_34 Pre-Treatment SUSD4 55061 37 1 223396599 223396599 Missense_Mutation SNP A T 22 41 c.1436T>A c.(1435-1437)ATT>AAT p.I479N

Pat_34 Pre-Treatment KIAA1383 54627 37 1 232940851 232940851 Missense_Mutation SNP C T 59 78 c.82C>T c.(82-84)CTC>TTC p.L28F

Pat_34 Pre-Treatment TOMM20 9804 37 1 235277223 235277223 Missense_Mutation SNP C T 49 65 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_34 Pre-Treatment RGS7 6000 37 1 241261981 241261981 Missense_Mutation SNP G A 11 27 c.160C>T c.(160-162)CCT>TCT p.P54S

Pat_34 Pre-Treatment OR2W5 441932 37 1 247655048 247655048 Missense_Mutation SNP C T 38 86 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_34 Pre-Treatment OR2M7 391196 37 1 248486965 248486965 Missense_Mutation SNP C T 48 66 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_34 Pre-Treatment BEND7 222389 37 10 13534798 13534798 Missense_Mutation SNP T A 10 25 c.494A>T c.(493-495)AAA>ATA p.K165I

Pat_34 Pre-Treatment NEBL 10529 37 10 21102872 21102872 Missense_Mutation SNP G A 17 63 c.2342C>T c.(2341-2343)TCA>TTA p.S781L

Pat_34 Pre-Treatment KIAA1217 56243 37 10 24820788 24820788 Missense_Mutation SNP G A 14 41 c.3112G>A c.(3112-3114)GAA>AAA p.E1038K

Pat_34 Pre-Treatment MYO3A 53904 37 10 26417388 26417388 Missense_Mutation SNP C T 24 53 c.2183C>T c.(2182-2184)TCC>TTC p.S728F

Pat_34 Pre-Treatment ACBD5 91452 37 10 27499931 27499931 Missense_Mutation SNP G A 73 150 c.1016C>T c.(1015-1017)TCT>TTT p.S339F

Pat_34 Pre-Treatment KIAA1462 57608 37 10 30316735 30316735 Missense_Mutation SNP C T 15 31 c.2342G>A c.(2341-2343)CGA>CAA p.R781Q

Pat_34 Pre-Treatment ZNF33A 7581 37 10 38344719 38344719 Missense_Mutation SNP C T 78 161 c.1664C>T c.(1663-1665)CCC>CTC p.P555L

Pat_34 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 6 129 c.524A>G c.(523-525)AAT>AGT p.N175S



Pat_34 Pre-Treatment RTKN2 219790 37 10 63957995 63957995 Missense_Mutation SNP T G 83 133 c.1502A>C c.(1501-1503)AAG>ACG p.K501T

Pat_34 Pre-Treatment CTNNA3 29119 37 10 68381479 68381479 Missense_Mutation SNP C T 21 68 c.1345G>A c.(1345-1347)GCC>ACC p.A449T

Pat_34 Pre-Treatment RRP12 23223 37 10 99126533 99126533 Missense_Mutation SNP C T 38 93 c.3181G>A c.(3181-3183)GAG>AAG p.E1061K

Pat_34 Pre-Treatment PSD 5662 37 10 104176662 104176662 Missense_Mutation SNP G A 10 23 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_34 Pre-Treatment COL17A1 1308 37 10 105810641 105810641 Missense_Mutation SNP C T 12 51 c.2057G>A c.(2056-2058)GGG>GAG p.G686E

Pat_34 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 98 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_34 Pre-Treatment OR52R1 119695 37 11 4824842 4824842 Missense_Mutation SNP G A 24 61 c.1006C>T c.(1006-1008)CCA>TCA p.P336S

Pat_34 Pre-Treatment MMP26 56547 37 11 5011900 5011900 Nonsense_Mutation SNP G A 52 64 c.393G>A c.(391-393)TGG>TGA p.W131*

Pat_34 Pre-Treatment OR52B6 340980 37 11 5602186 5602186 Missense_Mutation SNP C G 5 33 c.80C>G c.(79-81)ACT>AGT p.T27S

Pat_34 Pre-Treatment OR56A3 390083 37 11 5969466 5969466 Missense_Mutation SNP G A 32 45 c.890G>A c.(889-891)GGG>GAG p.G297E

Pat_34 Pre-Treatment OR56A1 120796 37 11 6048048 6048048 Missense_Mutation SNP G A 34 55 c.887C>T c.(886-888)CCT>CTT p.P296L

Pat_34 Pre-Treatment FAM160A2 84067 37 11 6244994 6244994 Missense_Mutation SNP G A 39 74 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_34 Pre-Treatment OR10A6 390093 37 11 7949948 7949948 Missense_Mutation SNP C T 61 86 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_34 Pre-Treatment STK33 65975 37 11 8496277 8496277 Missense_Mutation SNP C T 19 40 c.176G>A c.(175-177)AGA>AAA p.R59K

Pat_34 Pre-Treatment RNF141 50862 37 11 10555660 10555660 Missense_Mutation SNP A C 127 249 c.46T>G c.(46-48)TTA>GTA p.L16V

Pat_34 Pre-Treatment ANO3 63982 37 11 26621181 26621181 Missense_Mutation SNP T A 51 83 c.1756T>A c.(1756-1758)TTC>ATC p.F586I

Pat_34 Pre-Treatment MPPED2 744 37 11 30516918 30516918 Missense_Mutation SNP G A 47 117 c.461C>T c.(460-462)TCC>TTC p.S154F

Pat_34 Pre-Treatment LRP4 4038 37 11 46920574 46920574 Missense_Mutation SNP A C 12 25 c.557T>G c.(556-558)GTG>GGG p.V186G

Pat_34 Pre-Treatment OR4X2 119764 37 11 48266686 48266686 Missense_Mutation SNP C T 51 102 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_34 Pre-Treatment OR4S2 219431 37 11 55418495 55418495 Missense_Mutation SNP G A 39 84 c.116G>A c.(115-117)GGA>GAA p.G39E

Pat_34 Pre-Treatment OR5L1 219437 37 11 55579578 55579578 Missense_Mutation SNP G A 87 162 c.636G>A c.(634-636)ATG>ATA p.M212I

Pat_34 Pre-Treatment OR5D18 219438 37 11 55588003 55588003 Missense_Mutation SNP G A 43 84 c.898G>A c.(898-900)GAT>AAT p.D300N

Pat_34 Pre-Treatment OR5J2 282775 37 11 55944567 55944568 Missense_Mutation DNP CC TT 52 122 c.474_475CC>TTc.(472-477)ATCCAC>ATTTAC p.H159Y

Pat_34 Pre-Treatment OR10Q1 219960 37 11 57995785 57995785 Missense_Mutation SNP G A 17 32 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_34 Pre-Treatment OR5A1 219982 37 11 59211441 59211441 Missense_Mutation SNP C T 75 130 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_34 Pre-Treatment OR4D6 219983 37 11 59224986 59224986 Missense_Mutation SNP G A 36 73 c.553G>A c.(553-555)GTA>ATA p.V185I

Pat_34 Pre-Treatment SLC22A11 55867 37 11 64323786 64323786 Nonsense_Mutation SNP G A 4 7 c.315G>A c.(313-315)TGG>TGA p.W105*

Pat_34 Pre-Treatment MEN1 4221 37 11 64575049 64575049 Missense_Mutation SNP G A 33 24 c.773C>T c.(772-774)TCG>TTG p.S258L

Pat_34 Pre-Treatment TSGA10IP 254187 37 11 65714942 65714942 Nonsense_Mutation SNP C T 5 12 c.646C>T c.(646-648)CAG>TAG p.Q216*

Pat_34 Pre-Treatment CPT1A 1374 37 11 68564371 68564371 Missense_Mutation SNP G A 24 49 c.724C>T c.(724-726)CTC>TTC p.L242F

Pat_34 Pre-Treatment USP35 57558 37 11 77920570 77920570 Missense_Mutation SNP G A 19 24 c.1669G>A c.(1669-1671)GAG>AAG p.E557K

Pat_34 Pre-Treatment CCDC83 220047 37 11 85593676 85593676 Missense_Mutation SNP G A 22 66 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_34 Pre-Treatment PGR 5241 37 11 100920777 100920777 Missense_Mutation SNP C T 30 48 c.2371G>A c.(2371-2373)GAA>AAA p.E791K

Pat_34 Pre-Treatment MMP3 4314 37 11 102713427 102713427 Nonsense_Mutation SNP C T 14 45 c.326G>A c.(325-327)TGG>TAG p.W109*

Pat_34 Pre-Treatment MMP13 4322 37 11 102815074 102815074 Missense_Mutation SNP C T 111 172 c.1337G>A c.(1336-1338)GGA>GAA p.G446E

Pat_34 Pre-Treatment MMP13 4322 37 11 102826171 102826171 Missense_Mutation SNP C T 71 178 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_34 Pre-Treatment MMP13 4322 37 11 102826209 102826209 Missense_Mutation SNP G A 82 185 c.134C>T c.(133-135)TCA>TTA p.S45L

Pat_34 Pre-Treatment CASP4 837 37 11 104819383 104819383 Missense_Mutation SNP C A 42 99 c.802G>T c.(802-804)GTC>TTC p.V268F

Pat_34 Pre-Treatment APOA5 116519 37 11 116661479 116661479 Missense_Mutation SNP C T 35 68 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_34 Pre-Treatment CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 9 200 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_34 Pre-Treatment IGSF9B 22997 37 11 133801026 133801026 Missense_Mutation SNP C T 16 29 c.1372G>A c.(1372-1374)GGG>AGG p.G458R

Pat_34 Pre-Treatment SLC6A13 6540 37 12 344366 344366 Missense_Mutation SNP G A 21 45 c.721C>T c.(721-723)CCT>TCT p.P241S

Pat_34 Pre-Treatment B4GALNT3 283358 37 12 662585 662585 Missense_Mutation SNP T G 11 29 c.1496T>G c.(1495-1497)TTC>TGC p.F499C

Pat_34 Pre-Treatment DDX47 51202 37 12 12976886 12976886 Missense_Mutation SNP G A 79 149 c.833G>A c.(832-834)AGA>AAA p.R278K

Pat_34 Pre-Treatment COL2A1 1280 37 12 48393734 48393734 Missense_Mutation SNP G A 38 69 c.260C>T c.(259-261)CCC>CTC p.P87L

Pat_34 Pre-Treatment ASB8 140461 37 12 48545051 48545051 Missense_Mutation SNP G A 38 79 c.167C>T c.(166-168)CCC>CTC p.P56L

Pat_34 Pre-Treatment ZNF641 121274 37 12 48741114 48741114 Missense_Mutation SNP G A 13 17 c.239C>T c.(238-240)CCC>CTC p.P80L



Pat_34 Pre-Treatment KRT83 3889 37 12 52709803 52709803 Missense_Mutation SNP G A 26 46 c.1136C>T c.(1135-1137)GCC>GTC p.A379V

Pat_34 Pre-Treatment KRT71 112802 37 12 52940196 52940196 Missense_Mutation SNP G A 15 46 c.1199C>T c.(1198-1200)GCC>GTC p.A400V

Pat_34 Pre-Treatment SOAT2 8435 37 12 53512692 53512692 Nonsense_Mutation SNP G A 36 84 c.882G>A c.(880-882)TGG>TGA p.W294*

Pat_34 Pre-Treatment HOXC6 3223 37 12 54422402 54422402 Missense_Mutation SNP C T 39 66 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_34 Pre-Treatment GPR84 53831 37 12 54757263 54757263 Missense_Mutation SNP G A 10 39 c.373C>T c.(373-375)CCT>TCT p.P125S

Pat_34 Pre-Treatment OR6C1 390321 37 12 55714642 55714642 Missense_Mutation SNP G A 19 49 c.259G>A c.(259-261)GAT>AAT p.D87N

Pat_34 Pre-Treatment OR6C68 403284 37 12 55887086 55887086 Missense_Mutation SNP C T 19 28 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_34 Pre-Treatment ERBB3 2065 37 12 56489517 56489517 Missense_Mutation SNP G A 61 78 c.1982G>A c.(1981-1983)GGC>GAC p.G661D

Pat_34 Pre-Treatment MIP 4284 37 12 56848061 56848061 Nonsense_Mutation SNP G A 32 77 c.337C>T c.(337-339)CGA>TGA p.R113*

Pat_34 Pre-Treatment CAPS2 84698 37 12 75692690 75692690 Missense_Mutation SNP G A 26 50 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_34 Pre-Treatment ACSS3 79611 37 12 81627225 81627225 Missense_Mutation SNP G A 82 126 c.1694G>A c.(1693-1695)AGA>AAA p.R565K

Pat_34 Pre-Treatment C12orf12 196477 37 12 91347831 91347831 Missense_Mutation SNP G A 39 26 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_34 Pre-Treatment USP44 84101 37 12 95914958 95914958 Missense_Mutation SNP C T 49 116 c.1754G>A c.(1753-1755)CGA>CAA p.R585Q

Pat_34 Pre-Treatment SLC17A8 246213 37 12 100811903 100811903 Missense_Mutation SNP C T 44 98 c.1394C>T c.(1393-1395)CCC>CTC p.P465L

Pat_34 Pre-Treatment MYBPC1 4604 37 12 102025848 102025848 Missense_Mutation SNP G A 58 117 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_34 Pre-Treatment STAB2 55576 37 12 103984679 103984679 Missense_Mutation SNP G A 44 54 c.86G>A c.(85-87)AGA>AAA p.R29K

Pat_34 Pre-Treatment NUAK1 9891 37 12 106461061 106461061 Missense_Mutation SNP G A 38 71 c.1505C>T c.(1504-1506)CCC>CTC p.P502L

Pat_34 Pre-Treatment MED13L 23389 37 12 116420380 116420380 Missense_Mutation SNP G A 9 45 c.4984C>T c.(4984-4986)CCC>TCC p.P1662S

Pat_34 Pre-Treatment GCN1L1 10985 37 12 120594729 120594729 Missense_Mutation SNP G A 42 101 c.3155C>T c.(3154-3156)TCG>TTG p.S1052L

Pat_34 Pre-Treatment DNAH10 196385 37 12 124330625 124330625 Missense_Mutation SNP G A 30 53 c.5384G>A c.(5383-5385)GGC>GAC p.G1795D

Pat_34 Pre-Treatment TMEM132D 121256 37 12 129559037 129559037 Missense_Mutation SNP G A 17 30 c.2683C>T c.(2683-2685)CCC>TCC p.P895S

Pat_34 Pre-Treatment NBEA 26960 37 13 35756549 35756549 Missense_Mutation SNP C T 56 97 c.4715C>T c.(4714-4716)TCG>TTG p.S1572L

Pat_34 Pre-Treatment FREM2 341640 37 13 39263960 39263960 Missense_Mutation SNP A T 21 59 c.2479A>T c.(2479-2481)AAC>TAC p.N827Y

Pat_34 Pre-Treatment NALCN 259232 37 13 101755534 101755534 Missense_Mutation SNP C T 64 131 c.3046G>A c.(3046-3048)GAA>AAA p.E1016K

Pat_34 Pre-Treatment COL4A1 1282 37 13 110838732 110838732 Missense_Mutation SNP C T 58 109 c.1897G>A c.(1897-1899)GGT>AGT p.G633S

Pat_34 Pre-Treatment ADCY4 196883 37 14 24795044 24795044 Missense_Mutation SNP C T 5 24 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_34 Pre-Treatment NFATC4 4776 37 14 24845785 24845785 Missense_Mutation SNP C T 13 29 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_34 Pre-Treatment STRN3 29966 37 14 31420127 31420127 Missense_Mutation SNP G A 36 80 c.484C>T c.(484-486)CCC>TCC p.P162S

Pat_34 Pre-Treatment AKAP6 9472 37 14 33292765 33292765 Missense_Mutation SNP G A 23 47 c.5746G>A c.(5746-5748)GTA>ATA p.V1916I

Pat_34 Pre-Treatment NPAS3 64067 37 14 33684606 33684606 Missense_Mutation SNP G A 25 36 c.359G>A c.(358-360)GGC>GAC p.G120D

Pat_34 Pre-Treatment SPTB 6710 37 14 65260474 65260474 Missense_Mutation SNP G A 28 45 c.1907C>T c.(1906-1908)TCC>TTC p.S636F

Pat_34 Pre-Treatment SLC8A3 6547 37 14 70634304 70634304 Missense_Mutation SNP C T 14 29 c.836G>A c.(835-837)GGT>GAT p.G279D

Pat_34 Pre-Treatment TMEM90A 646658 37 14 74876101 74876101 Missense_Mutation SNP G A 44 91 c.347C>T c.(346-348)ACC>ATC p.T116I

Pat_34 Pre-Treatment GPR68 8111 37 14 91700776 91700776 Missense_Mutation SNP C T 3 8 c.619G>A c.(619-621)GGC>AGC p.G207S

Pat_34 Pre-Treatment CATSPERB 79820 37 14 92047331 92047331 Missense_Mutation SNP G A 23 38 c.3253C>T c.(3253-3255)CCG>TCG p.P1085S

Pat_34 Pre-Treatment SERPINA4 5267 37 14 95033402 95033402 Missense_Mutation SNP G A 14 24 c.745G>A c.(745-747)GAC>AAC p.D249N

Pat_34 Pre-Treatment DICER1 23405 37 14 95595923 95595923 Missense_Mutation SNP G A 24 64 c.620C>T c.(619-621)GCT>GTT p.A207V

Pat_34 Pre-Treatment GOLGA8E 390535 37 15 23444052 23444052 Missense_Mutation SNP G A 4 28 c.707G>A c.(706-708)CGG>CAG p.R236Q

Pat_34 Pre-Treatment APBA2 321 37 15 29398915 29398915 Missense_Mutation SNP G C 23 63 c.1810G>C c.(1810-1812)GGC>CGC p.G604R

Pat_34 Pre-Treatment TRPM1 4308 37 15 31294602 31294602 Missense_Mutation SNP G A 73 130 c.4235C>T c.(4234-4236)TCC>TTC p.S1412F

Pat_34 Pre-Treatment C15orf55 256646 37 15 34646835 34646835 Missense_Mutation SNP G A 41 83 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_34 Pre-Treatment THBS1 7057 37 15 39881178 39881178 Missense_Mutation SNP C T 154 320 c.1664C>T c.(1663-1665)CCC>CTC p.P555L

Pat_34 Pre-Treatment GCOM1 145781 37 15 57967226 57967226 Missense_Mutation SNP G A 16 44 c.1264G>A c.(1264-1266)GAA>AAA p.E422K

Pat_34 Pre-Treatment LIPC 3990 37 15 58830612 58830612 Missense_Mutation SNP G A 140 262 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_34 Pre-Treatment IQCH 64799 37 15 67687881 67687881 Missense_Mutation SNP G A 38 96 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_34 Pre-Treatment TBC1D2B 23102 37 15 78290635 78290635 Missense_Mutation SNP C T 3 20 c.2759G>A c.(2758-2760)CGA>CAA p.R920Q

Pat_34 Pre-Treatment KIAA1024 23251 37 15 79750195 79750195 Missense_Mutation SNP A G 91 55 c.1706A>G c.(1705-1707)AAT>AGT p.N569S



Pat_34 Pre-Treatment KIAA1199 57214 37 15 81199085 81199085 Missense_Mutation SNP T C 33 75 c.1493T>C c.(1492-1494)ATC>ACC p.I498T

Pat_34 Pre-Treatment BNC1 646 37 15 83926276 83926276 Missense_Mutation SNP G A 31 108 c.2903C>T c.(2902-2904)TCG>TTG p.S968L

Pat_34 Pre-Treatment LRRC28 123355 37 15 99892582 99892582 Nonsense_Mutation SNP C T 149 133 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_34 Pre-Treatment CACNA1H 8912 37 16 1262003 1262003 Missense_Mutation SNP G T 59 131 c.4624G>T c.(4624-4626)GTC>TTC p.V1542F

Pat_34 Pre-Treatment MEFV 4210 37 16 3306401 3306401 Nonsense_Mutation SNP C A 16 87 c.187G>T c.(187-189)GAA>TAA p.E63*

Pat_34 Pre-Treatment GRIN2A 2903 37 16 9858426 9858426 Missense_Mutation SNP T C 17 40 c.2975A>G c.(2974-2976)AAC>AGC p.N992S

Pat_34 Pre-Treatment GRIN2A 2903 37 16 9858531 9858531 Missense_Mutation SNP C T 38 85 c.2870G>A c.(2869-2871)GGA>GAA p.G957E

Pat_34 Pre-Treatment DNAH3 55567 37 16 20976195 20976195 Missense_Mutation SNP C T 11 25 c.9011G>A c.(9010-9012)GGA>GAA p.G3004E

Pat_34 Pre-Treatment CACNG3 10368 37 16 24268230 24268230 Missense_Mutation SNP G A 20 43 c.155G>A c.(154-156)AGG>AAG p.R52K

Pat_34 Pre-Treatment MYLPF 29895 37 16 30387514 30387514 Missense_Mutation SNP G A 44 76 c.145G>A c.(145-147)GAC>AAC p.D49N

Pat_34 Pre-Treatment SRCAP 10847 37 16 30750632 30750632 Nonsense_Mutation SNP C T 21 46 c.9271C>T c.(9271-9273)CAG>TAG p.Q3091*

Pat_34 Pre-Treatment TSNAXIP1 55815 37 16 67854818 67854818 Missense_Mutation SNP G A 138 254 c.62G>A c.(61-63)CGA>CAA p.R21Q

Pat_34 Pre-Treatment KIAA1609 57707 37 16 84520258 84520258 Missense_Mutation SNP C T 31 48 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_34 Pre-Treatment PRPF8 10594 37 17 1563786 1563786 Missense_Mutation SNP C G 105 204 c.4725G>C c.(4723-4725)CAG>CAC p.Q1575H

Pat_34 Pre-Treatment KIAA0664 23277 37 17 2601572 2601572 Missense_Mutation SNP G A 4 9 c.1465C>T c.(1465-1467)CCC>TCC p.P489S

Pat_34 Pre-Treatment ALOX12 239 37 17 6913569 6913569 Missense_Mutation SNP C A 17 37 c.1819C>A c.(1819-1821)CTG>ATG p.L607M

Pat_34 Pre-Treatment FXR2 9513 37 17 7498047 7498047 Missense_Mutation SNP C A 43 106 c.860G>T c.(859-861)AGC>ATC p.S287I

Pat_34 Pre-Treatment DNAH9 1770 37 17 11556287 11556287 Missense_Mutation SNP G A 21 47 c.2563G>A c.(2563-2565)GAA>AAA p.E855K

Pat_34 Pre-Treatment MEIS3P1 4213 37 17 15690494 15690494 Nonsense_Mutation SNP C T 12 18 c.310C>T c.(310-312)CGA>TGA p.R104*

Pat_34 Pre-Treatment MYO15A 51168 37 17 18040988 18040988 Missense_Mutation SNP G A 8 20 c.4870G>A c.(4870-4872)GAG>AAG p.E1624K

Pat_34 Pre-Treatment KIAA0100 9703 37 17 26960304 26960304 Missense_Mutation SNP G A 53 122 c.3581C>T c.(3580-3582)TCT>TTT p.S1194F

Pat_34 Pre-Treatment ERAL1 26284 37 17 27183350 27183350 Missense_Mutation SNP C T 75 138 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_34 Pre-Treatment PHF12 57649 37 17 27251145 27251145 Missense_Mutation SNP G A 3 33 c.497C>T c.(496-498)ACA>ATA p.T166I

Pat_34 Pre-Treatment GSDMB 55876 37 17 38073346 38073346 Missense_Mutation SNP G T 22 46 c.224C>A c.(223-225)TCT>TAT p.S75Y

Pat_34 Pre-Treatment KRTAP1-5 83895 37 17 39183145 39183145 Missense_Mutation SNP A G 12 44 c.263T>C c.(262-264)ATC>ACC p.I88T

Pat_34 Pre-Treatment KRTAP1-3 81850 37 17 39190779 39190779 Missense_Mutation SNP T C 3 31 c.295A>G c.(295-297)AGT>GGT p.S99G

Pat_34 Pre-Treatment KRT33B 3884 37 17 39525713 39525713 Missense_Mutation SNP G A 19 48 c.290C>T c.(289-291)CCC>CTC p.P97L

Pat_34 Pre-Treatment HSPB9 94086 37 17 40275328 40275328 Missense_Mutation SNP G A 22 46 c.460G>A c.(460-462)GCT>ACT p.A154T

Pat_34 Pre-Treatment TUBG2 27175 37 17 40818392 40818392 Missense_Mutation SNP C T 7 60 c.1048C>T c.(1048-1050)CCG>TCG p.P350S

Pat_34 Pre-Treatment FZD2 2535 37 17 42636130 42636130 Missense_Mutation SNP G A 34 61 c.1074G>A c.(1072-1074)ATG>ATA p.M358I

Pat_34 Pre-Treatment CLTC 1213 37 17 57742161 57742161 Missense_Mutation SNP C T 20 85 c.1535C>T c.(1534-1536)CCA>CTA p.P512L

Pat_34 Pre-Treatment KCNH6 81033 37 17 61622585 61622585 Missense_Mutation SNP C T 7 27 c.2651C>T c.(2650-2652)CCA>CTA p.P884L

Pat_34 Pre-Treatment USH1G 124590 37 17 72916405 72916406 Missense_Mutation DNP GG AA 6 28 c.525_526CC>TTc.(523-528)ACCCTC>ACTTTC p.L176F

Pat_34 Pre-Treatment KIAA0802 23255 37 18 8718510 8718510 Missense_Mutation SNP G A 23 48 c.62G>A c.(61-63)CGA>CAA p.R21Q

Pat_34 Pre-Treatment POTEC 388468 37 18 14542791 14542791 Missense_Mutation SNP C T 7 102 c.355G>A c.(355-357)GCT>ACT p.A119T

Pat_34 Pre-Treatment DSG3 1830 37 18 29044209 29044209 Missense_Mutation SNP G A 24 91 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_34 Pre-Treatment C18orf25 147339 37 18 43796140 43796141 Missense_Mutation DNP CT TG 128 278 c.294_295CT>TGc.(292-297)TCCTCT>TCTGCT p.S99A

Pat_34 Pre-Treatment DCC 1630 37 18 50589821 50589821 Nonsense_Mutation SNP C T 22 82 c.1132C>T c.(1132-1134)CAG>TAG p.Q378*

Pat_34 Pre-Treatment SERPINB13 5275 37 18 61264422 61264422 Missense_Mutation SNP C T 13 27 c.1001C>T c.(1000-1002)TCC>TTC p.S334F

Pat_34 Pre-Treatment MUC16 94025 37 19 9066695 9066695 Missense_Mutation SNP C T 46 123 c.20751G>A c.(20749-20751)ATG>ATA p.M6917I

Pat_34 Pre-Treatment MUC16 94025 37 19 9088391 9088391 Missense_Mutation SNP C T 6 16 c.3424G>A c.(3424-3426)GAT>AAT p.D1142N

Pat_34 Pre-Treatment ZNF491 126069 37 19 11916917 11916917 Nonsense_Mutation SNP C A 30 77 c.149C>A c.(148-150)TCA>TAA p.S50*

Pat_34 Pre-Treatment ZNF700 90592 37 19 12036029 12036029 Missense_Mutation SNP C T 21 57 c.4C>T c.(4-6)CCC>TCC p.P2S

Pat_34 Pre-Treatment ZNF799 90576 37 19 12502496 12502496 Missense_Mutation SNP G A 20 52 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_34 Pre-Treatment ZNF443 10224 37 19 12542270 12542270 Missense_Mutation SNP G A 16 245 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_34 Pre-Treatment IL27RA 9466 37 19 14157320 14157320 Missense_Mutation SNP G A 44 90 c.1031G>A c.(1030-1032)GGG>GAG p.G344E

Pat_34 Pre-Treatment CYP4F12 66002 37 19 15807869 15807869 Missense_Mutation SNP G A 16 42 c.1549G>A c.(1549-1551)GAG>AAG p.E517K



Pat_34 Pre-Treatment KIAA1683 80726 37 19 18377809 18377809 Missense_Mutation SNP G A 11 21 c.541C>T c.(541-543)CTT>TTT p.L181F

Pat_34 Pre-Treatment KIAA1683 80726 37 19 18377976 18377976 Missense_Mutation SNP G A 10 29 c.374C>T c.(373-375)TCC>TTC p.S125F

Pat_34 Pre-Treatment ZNF682 91120 37 19 20117152 20117152 Missense_Mutation SNP G C 36 81 c.1159C>G c.(1159-1161)CAC>GAC p.H387D

Pat_34 Pre-Treatment ZNF208 7757 37 19 22155698 22155698 Missense_Mutation SNP C T 31 77 c.1838G>A c.(1837-1839)AGA>AAA p.R613K

Pat_34 Pre-Treatment ANKRD27 84079 37 19 33135332 33135332 Missense_Mutation SNP T C 131 229 c.424A>G c.(424-426)AGA>GGA p.R142G

Pat_34 Pre-Treatment WDR62 284403 37 19 36590388 36590388 Nonsense_Mutation SNP C T 29 39 c.2608C>T c.(2608-2610)CAA>TAA p.Q870*

Pat_34 Pre-Treatment SHKBP1 92799 37 19 41094620 41094620 Missense_Mutation SNP C T 41 71 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_34 Pre-Treatment BCAM 4059 37 19 45316847 45316847 Missense_Mutation SNP G A 30 53 c.754G>A c.(754-756)GAC>AAC p.D252N

Pat_34 Pre-Treatment KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 7 16 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_34 Pre-Treatment SIGLEC10 89790 37 19 51918540 51918540 Missense_Mutation SNP C T 13 43 c.1225G>A c.(1225-1227)GTC>ATC p.V409I

Pat_34 Pre-Treatment ZNF614 80110 37 19 52519323 52519323 Missense_Mutation SNP G A 50 111 c.1528C>T c.(1528-1530)CCT>TCT p.P510S

Pat_34 Pre-Treatment ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 6 174 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_34 Pre-Treatment LILRA4 23547 37 19 54848372 54848372 Missense_Mutation SNP G C 10 33 c.995C>G c.(994-996)CCC>CGC p.P332R

Pat_34 Pre-Treatment NCR1 9437 37 19 55424071 55424071 Nonsense_Mutation SNP G A 32 49 c.747G>A c.(745-747)TGG>TGA p.W249*

Pat_34 Pre-Treatment NLRP7 199713 37 19 55450863 55450863 Missense_Mutation SNP C T 9 29 c.1324G>A c.(1324-1326)GAG>AAG p.E442K

Pat_34 Pre-Treatment BRSK1 84446 37 19 55816721 55816721 Missense_Mutation SNP C T 23 43 c.1750C>T c.(1750-1752)CCA>TCA p.P584S

Pat_34 Pre-Treatment NLRP8 126205 37 19 56473497 56473497 Missense_Mutation SNP G A 31 84 c.2107G>A c.(2107-2109)GAT>AAT p.D703N

Pat_34 Pre-Treatment ZNF583 147949 37 19 56934995 56934995 Missense_Mutation SNP C T 55 59 c.968C>T c.(967-969)CCT>CTT p.P323L

Pat_34 Pre-Treatment ZNF470 388566 37 19 57089330 57089330 Nonsense_Mutation SNP T A 22 75 c.1533T>A c.(1531-1533)TGT>TGA p.C511*

Pat_34 Pre-Treatment ZSCAN4 201516 37 19 58189890 58189890 Missense_Mutation SNP G A 26 64 c.919G>A c.(919-921)GGA>AGA p.G307R

Pat_34 Pre-Treatment TPO 7173 37 2 1437254 1437254 Missense_Mutation SNP C T 8 40 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_34 Pre-Treatment MYT1L 23040 37 2 1926615 1926615 Missense_Mutation SNP C T 37 104 c.926G>A c.(925-927)GGA>GAA p.G309E

Pat_34 Pre-Treatment GRHL1 29841 37 2 10101402 10101402 Missense_Mutation SNP G T 45 127 c.506G>T c.(505-507)GGA>GTA p.G169V

Pat_34 Pre-Treatment ASXL2 55252 37 2 25973219 25973219 Missense_Mutation SNP C A 67 85 c.1206G>T c.(1204-1206)AAG>AAT p.K402N

Pat_34 Pre-Treatment C2orf70 339778 37 2 26800463 26800463 Missense_Mutation SNP G A 43 74 c.428G>A c.(427-429)AGG>AAG p.R143K

Pat_34 Pre-Treatment C2orf71 388939 37 2 29295418 29295419 Missense_Mutation DNP CC TT 28 43 c.1709_1710GG>AAc.(1708-1710)GGG>GAA p.G570E

Pat_34 Pre-Treatment SLC8A1 6546 37 2 40342607 40342607 Missense_Mutation SNP G A 19 31 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_34 Pre-Treatment STON1-GTF2A1L 286749 37 2 48808409 48808409 Missense_Mutation SNP G A 8 36 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_34 Pre-Treatment LHCGR 3973 37 2 48915903 48915903 Missense_Mutation SNP G A 63 112 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_34 Pre-Treatment FSHR 2492 37 2 49191025 49191025 Missense_Mutation SNP G A 81 163 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_34 Pre-Treatment ALMS1 7840 37 2 73676976 73676976 Nonsense_Mutation SNP C T 25 88 c.3325C>T c.(3325-3327)CAA>TAA p.Q1109*

Pat_34 Pre-Treatment CNGA3 1261 37 2 99013639 99013639 Missense_Mutation SNP T G 13 42 c.2006T>G c.(2005-2007)GTG>GGG p.V669G

Pat_34 Pre-Treatment IL1RL1 9173 37 2 102958742 102958742 Missense_Mutation SNP G A 14 38 c.670G>A c.(670-672)GAA>AAA p.E224K

Pat_34 Pre-Treatment GCC2 9648 37 2 109088421 109088421 Missense_Mutation SNP T C 26 29 c.2636T>C c.(2635-2637)TTA>TCA p.L879S

Pat_34 Pre-Treatment CBWD2 150472 37 2 114195560 114195561 Missense_Mutation DNP GG AA 115 214 c.115_116GG>AA c.(115-117)GGC>AAC p.G39N

Pat_34 Pre-Treatment LCT 3938 37 2 136566093 136566093 Missense_Mutation SNP C T 73 173 c.3824G>A c.(3823-3825)GGA>GAA p.G1275E

Pat_34 Pre-Treatment ZEB2 9839 37 2 145156983 145156983 Missense_Mutation SNP G A 67 97 c.1771C>T c.(1771-1773)CCT>TCT p.P591S

Pat_34 Pre-Treatment XIRP2 129446 37 2 168107372 168107372 Missense_Mutation SNP G A 31 53 c.9470G>A c.(9469-9471)AGG>AAG p.R3157K

Pat_34 Pre-Treatment NEUROD1 4760 37 2 182543365 182543365 Missense_Mutation SNP C T 6 11 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_34 Pre-Treatment PDE1A 5136 37 2 183387049 183387049 Missense_Mutation SNP G A 36 125 c.55C>T c.(55-57)CTT>TTT p.L19F

Pat_34 Pre-Treatment ITGAV 3685 37 2 187490312 187490312 Missense_Mutation SNP C T 19 35 c.521C>T c.(520-522)TCA>TTA p.S174L

Pat_34 Pre-Treatment COL5A2 1290 37 2 189899755 189899755 Missense_Mutation SNP C T 40 51 c.4240G>A c.(4240-4242)GAT>AAT p.D1414N

Pat_34 Pre-Treatment DNAH7 56171 37 2 196699031 196699031 Nonsense_Mutation SNP C T 13 34 c.8999G>A c.(8998-9000)TGG>TAG p.W3000*

Pat_34 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 7 272 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_34 Pre-Treatment MYL1 4632 37 2 211179730 211179730 Missense_Mutation SNP C T 31 83 c.37G>A c.(37-39)GCG>ACG p.A13T

Pat_34 Pre-Treatment STK36 27148 37 2 219549881 219549881 Missense_Mutation SNP C T 29 39 c.1310C>T c.(1309-1311)CCT>CTT p.P437L

Pat_34 Pre-Treatment SPEG 10290 37 2 220309459 220309459 Missense_Mutation SNP C T 6 7 c.473C>T c.(472-474)CCC>CTC p.P158L



Pat_34 Pre-Treatment SPEG 10290 37 2 220354390 220354390 Missense_Mutation SNP C T 56 166 c.8650C>T c.(8650-8652)CCA>TCA p.P2884S

Pat_34 Pre-Treatment INHA 3623 37 2 220439748 220439748 Missense_Mutation SNP C T 44 100 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_34 Pre-Treatment EPHA4 2043 37 2 222429090 222429090 Missense_Mutation SNP C T 73 158 c.184G>A c.(184-186)GAA>AAA p.E62K

Pat_34 Pre-Treatment COL4A4 1286 37 2 227920783 227920783 Missense_Mutation SNP G A 22 18 c.2594C>T c.(2593-2595)CCA>CTA p.P865L

Pat_34 Pre-Treatment COL4A4 1286 37 2 227945173 227945173 Missense_Mutation SNP C T 31 73 c.1789G>A c.(1789-1791)GAT>AAT p.D597N

Pat_34 Pre-Treatment ITM2C 81618 37 2 231738206 231738206 Missense_Mutation SNP G A 14 42 c.195G>A c.(193-195)ATG>ATA p.M65I

Pat_34 Pre-Treatment NMUR1 10316 37 2 232390057 232390057 Nonsense_Mutation SNP C T 26 45 c.978G>A c.(976-978)TGG>TGA p.W326*

Pat_34 Pre-Treatment CRNKL1 51340 37 20 20032949 20032950 Missense_Mutation DNP GG AA 24 59 c.520_521CC>TT c.(520-522)CCC>TTC p.P174F

Pat_34 Pre-Treatment EPB41L1 2036 37 20 34763552 34763552 Missense_Mutation SNP C T 21 43 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_34 Pre-Treatment LBP 3929 37 20 36999956 36999956 Missense_Mutation SNP G A 15 45 c.1250G>A c.(1249-1251)GGA>GAA p.G417E

Pat_34 Pre-Treatment PPP1R16B 26051 37 20 37536813 37536813 Missense_Mutation SNP A G 19 27 c.1171A>G c.(1171-1173)ACA>GCA p.T391A

Pat_34 Pre-Treatment CTCFL 140690 37 20 56094410 56094410 Missense_Mutation SNP C T 67 141 c.778G>A c.(778-780)GAT>AAT p.D260N

Pat_34 Pre-Treatment GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 23 41 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_34 Pre-Treatment SYCP2 10388 37 20 58452447 58452447 Missense_Mutation SNP G A 35 63 c.3143C>T c.(3142-3144)CCA>CTA p.P1048L

Pat_34 Pre-Treatment PTK6 5753 37 20 62164008 62164008 Missense_Mutation SNP C T 29 40 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_34 Pre-Treatment IL17RA 23765 37 22 17583143 17583143 Missense_Mutation SNP C T 44 110 c.713C>T c.(712-714)CCG>CTG p.P238L

Pat_34 Pre-Treatment PES1 23481 37 22 30977000 30977000 Missense_Mutation SNP C T 15 26 c.911G>A c.(910-912)GGG>GAG p.G304E

Pat_34 Pre-Treatment SYN3 8224 37 22 33327460 33327461 Missense_Mutation DNP AT TA 25 32 c.375_376AT>TAc.(373-378)GAATTC>GATATCp.125_126EF>DI

Pat_34 Pre-Treatment APOL5 80831 37 22 36123223 36123223 Missense_Mutation SNP C T 36 64 c.1108C>T c.(1108-1110)CGT>TGT p.R370C

Pat_34 Pre-Treatment EFCAB6 64800 37 22 44068143 44068143 Missense_Mutation SNP G A 16 43 c.1462C>T c.(1462-1464)CTC>TTC p.L488F

Pat_34 Pre-Treatment CRELD2 79174 37 22 50320924 50320924 Missense_Mutation SNP C T 44 136 c.1031C>T c.(1030-1032)CCG>CTG p.P344L

Pat_34 Pre-Treatment PLXNB2 23654 37 22 50728418 50728418 Missense_Mutation SNP G A 24 28 c.596C>T c.(595-597)GCC>GTC p.A199V

Pat_34 Pre-Treatment CHL1 10752 37 3 443320 443320 Missense_Mutation SNP G A 28 43 c.3349G>A c.(3349-3351)GAA>AAA p.E1117K

Pat_34 Pre-Treatment SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 42 80 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_34 Pre-Treatment ZFYVE20 64145 37 3 15123998 15123998 Missense_Mutation SNP G A 44 105 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_34 Pre-Treatment ZNF385D 79750 37 3 21467063 21467063 Missense_Mutation SNP C T 22 56 c.773G>A c.(772-774)GGA>GAA p.G258E

Pat_34 Pre-Treatment DLEC1 9940 37 3 38135198 38135198 Missense_Mutation SNP G A 23 42 c.1859G>A c.(1858-1860)CGA>CAA p.R620Q

Pat_34 Pre-Treatment DLEC1 9940 37 3 38138190 38138190 Missense_Mutation SNP G A 65 107 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_34 Pre-Treatment SCN5A 6331 37 3 38592959 38592959 Missense_Mutation SNP C T 44 85 c.4904G>A c.(4903-4905)AGA>AAA p.R1635K

Pat_34 Pre-Treatment SCN11A 11280 37 3 38889129 38889129 Missense_Mutation SNP G A 10 29 c.4432C>T c.(4432-4434)CGG>TGG p.R1478W

Pat_34 Pre-Treatment ALS2CL 259173 37 3 46717781 46717781 Nonsense_Mutation SNP G A 28 41 c.2140C>T c.(2140-2142)CAG>TAG p.Q714*

Pat_34 Pre-Treatment NAT6 24142 37 3 50334738 50334738 Missense_Mutation SNP G A 15 38 c.157C>T c.(157-159)CCA>TCA p.P53S

Pat_34 Pre-Treatment RBM15B 29890 37 3 51430589 51430589 Missense_Mutation SNP C T 23 46 c.1759C>T c.(1759-1761)CCC>TCC p.P587S

Pat_34 Pre-Treatment DNAH1 25981 37 3 52430710 52430710 Missense_Mutation SNP C T 28 36 c.11507C>T c.(11506-11508)CCC>CTC p.P3836L

Pat_34 Pre-Treatment DNAH1 25981 37 3 52431891 52431891 Missense_Mutation SNP G A 9 21 c.11956G>A c.(11956-11958)GAG>AAG p.E3986K

Pat_34 Pre-Treatment BAP1 8314 37 3 52440379 52440379 Missense_Mutation SNP C T 42 61 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_34 Pre-Treatment PHF7 51533 37 3 52455718 52455718 Nonsense_Mutation SNP C T 28 59 c.628C>T c.(628-630)CGA>TGA p.R210*

Pat_34 Pre-Treatment STAB1 23166 37 3 52539103 52539103 Missense_Mutation SNP C T 11 33 c.1462C>T c.(1462-1464)CAC>TAC p.H488Y

Pat_34 Pre-Treatment ERC2 26059 37 3 56330247 56330247 Missense_Mutation SNP C T 85 186 c.874G>A c.(874-876)GAA>AAA p.E292K

Pat_34 Pre-Treatment ADAMTS9 56999 37 3 64672429 64672429 Missense_Mutation SNP A T 15 38 c.331T>A c.(331-333)TTT>ATT p.F111I

Pat_34 Pre-Treatment MAGI1 9223 37 3 65369230 65369230 Missense_Mutation SNP C T 32 62 c.2485G>A c.(2485-2487)GGT>AGT p.G829S

Pat_34 Pre-Treatment EPHA3 2042 37 3 89259565 89259565 Missense_Mutation SNP G A 139 196 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_34 Pre-Treatment OR5K2 402135 37 3 98216796 98216797 Missense_Mutation DNP GG AA 58 125 c.272_273GG>AA c.(271-273)AGG>AAA p.R91K

Pat_34 Pre-Treatment MYH15 22989 37 3 108204049 108204049 Missense_Mutation SNP G A 45 130 c.1063C>T c.(1063-1065)CCT>TCT p.P355S

Pat_34 Pre-Treatment TRAT1 50852 37 3 108568024 108568024 Missense_Mutation SNP G A 22 58 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_34 Pre-Treatment CASR 846 37 3 121980930 121980930 Missense_Mutation SNP G A 15 19 c.1048G>A c.(1048-1050)GAG>AAG p.E350K

Pat_34 Pre-Treatment PODXL2 50512 37 3 127379563 127379563 Missense_Mutation SNP C T 32 54 c.692C>T c.(691-693)TCA>TTA p.S231L



Pat_34 Pre-Treatment KBTBD12 166348 37 3 127702997 127702998 Nonsense_Mutation DNP GG AA 33 93 c.1748_1749GG>AAc.(1747-1749)TGG>TAA p.W583*

Pat_34 Pre-Treatment PIK3R4 30849 37 3 130409479 130409479 Nonsense_Mutation SNP G A 19 42 c.3118C>T c.(3118-3120)CGA>TGA p.R1040*

Pat_34 Pre-Treatment ANAPC13 25847 37 3 134197511 134197511 Missense_Mutation SNP G A 68 87 c.146C>T c.(145-147)TCT>TTT p.S49F

Pat_34 Pre-Treatment SI 6476 37 3 164725741 164725741 Nonsense_Mutation SNP G A 69 162 c.4225C>T c.(4225-4227)CAA>TAA p.Q1409*

Pat_34 Pre-Treatment SI 6476 37 3 164748501 164748501 Missense_Mutation SNP G A 116 187 c.2891C>T c.(2890-2892)ACG>ATG p.T964M

Pat_34 Pre-Treatment SERPINI2 5276 37 3 167170732 167170732 Missense_Mutation SNP C T 10 37 c.956G>A c.(955-957)GGA>GAA p.G319E

Pat_34 Pre-Treatment ATP11B 23200 37 3 182615093 182615093 Missense_Mutation SNP G A 37 85 c.3051G>A c.(3049-3051)ATG>ATA p.M1017I

Pat_34 Pre-Treatment ECE2 9718 37 3 184008359 184008359 Missense_Mutation SNP C T 73 149 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_34 Pre-Treatment PDGFRA 5156 37 4 55144652 55144652 Missense_Mutation SNP G A 30 61 c.2126G>A c.(2125-2127)GGA>GAA p.G709E

Pat_34 Pre-Treatment AASDH 132949 37 4 57215455 57215455 Missense_Mutation SNP G A 29 118 c.2462C>T c.(2461-2463)TCT>TTT p.S821F

Pat_34 Pre-Treatment PPEF2 5470 37 4 76811162 76811162 Missense_Mutation SNP G A 59 152 c.365C>T c.(364-366)CCA>CTA p.P122L

Pat_34 Pre-Treatment FRAS1 80144 37 4 79400632 79400632 Missense_Mutation SNP G A 26 42 c.8203G>A c.(8203-8205)GGG>AGG p.G2735R

Pat_34 Pre-Treatment WDFY3 23001 37 4 85715869 85715869 Missense_Mutation SNP G A 8 30 c.3290C>T c.(3289-3291)CCC>CTC p.P1097L

Pat_34 Pre-Treatment ADH1A 124 37 4 100205934 100205934 Missense_Mutation SNP G A 20 47 c.286C>T c.(286-288)CCT>TCT p.P96S

Pat_34 Pre-Treatment SYNPO2 171024 37 4 119951711 119951711 Missense_Mutation SNP G A 76 166 c.1781G>A c.(1780-1782)GGG>GAG p.G594E

Pat_34 Pre-Treatment SCLT1 132320 37 4 129924980 129924981 Missense_Mutation DNP GG AA 35 73 c.341_342CC>TT c.(340-342)CCC>CTT p.P114L

Pat_34 Pre-Treatment DCHS2 54798 37 4 155241618 155241618 Missense_Mutation SNP C T 66 116 c.3568G>A c.(3568-3570)GAT>AAT p.D1190N

Pat_34 Pre-Treatment DCHS2 54798 37 4 155242155 155242155 Missense_Mutation SNP C T 29 104 c.3031G>A c.(3031-3033)GAA>AAA p.E1011K

Pat_34 Pre-Treatment GLRB 2743 37 4 158057999 158057999 Missense_Mutation SNP C T 33 69 c.571C>T c.(571-573)CCC>TCC p.P191S

Pat_34 Pre-Treatment RXFP1 59350 37 4 159533469 159533469 Missense_Mutation SNP G A 11 34 c.635G>A c.(634-636)CGA>CAA p.R212Q

Pat_34 Pre-Treatment KLHL2 11275 37 4 166220758 166220758 Missense_Mutation SNP T A 40 77 c.871T>A c.(871-873)TTA>ATA p.L291I

Pat_34 Pre-Treatment TLL1 7092 37 4 167022028 167022028 Nonstop_Mutation SNP A C 7 13 c.3042A>C c.(3040-3042)TAA>TAC p.*1014Y

Pat_34 Pre-Treatment SPOCK3 50859 37 4 167833862 167833862 Nonsense_Mutation SNP C T 16 56 c.392G>A c.(391-393)TGG>TAG p.W131*

Pat_34 Pre-Treatment VEGFC 7424 37 4 177650855 177650855 Missense_Mutation SNP T A 50 81 c.193A>T c.(193-195)AGT>TGT p.S65C

Pat_34 Pre-Treatment NSUN2 54888 37 5 6600050 6600050 Missense_Mutation SNP G A 49 86 c.2293C>T c.(2293-2295)CCA>TCA p.P765S

Pat_34 Pre-Treatment CDH18 1016 37 5 19747261 19747261 Missense_Mutation SNP C T 48 99 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_34 Pre-Treatment CAPSL 133690 37 5 35910616 35910616 Missense_Mutation SNP T A 5 22 c.167A>T c.(166-168)AAT>ATT p.N56I

Pat_34 Pre-Treatment FGF10 2255 37 5 44305174 44305174 Missense_Mutation SNP C T 37 97 c.550G>A c.(550-552)GGA>AGA p.G184R

Pat_34 Pre-Treatment RAB3C 115827 37 5 58120900 58120900 Missense_Mutation SNP C T 53 70 c.407C>T c.(406-408)GCC>GTC p.A136V

Pat_34 Pre-Treatment PIK3R1 5295 37 5 67589660 67589660 Nonsense_Mutation SNP C T 26 64 c.1423C>T c.(1423-1425)CAG>TAG p.Q475*

Pat_34 Pre-Treatment SLC30A5 64924 37 5 68409009 68409009 Missense_Mutation SNP T G 24 44 c.490T>G c.(490-492)TTG>GTG p.L164V

Pat_34 Pre-Treatment WDR41 55255 37 5 76728976 76728976 Missense_Mutation SNP A G 63 100 c.1364T>C c.(1363-1365)TTA>TCA p.L455S

Pat_34 Pre-Treatment VCAN 1462 37 5 82818080 82818080 Missense_Mutation SNP C T 31 95 c.3955C>T c.(3955-3957)CAC>TAC p.H1319Y

Pat_34 Pre-Treatment EDIL3 10085 37 5 83402499 83402499 Missense_Mutation SNP C T 43 95 c.619G>A c.(619-621)GCT>ACT p.A207T

Pat_34 Pre-Treatment PAM 5066 37 5 102360975 102360975 Missense_Mutation SNP C T 40 103 c.2626C>T c.(2626-2628)CCG>TCG p.P876S

Pat_34 Pre-Treatment MEGF10 84466 37 5 126771158 126771159 Nonsense_Mutation DNP GG AA 51 72 c.2081_2082GG>AAc.(2080-2082)TGG>TAA p.W694*

Pat_34 Pre-Treatment PRRC1 133619 37 5 126860501 126860501 Missense_Mutation SNP C T 113 250 c.382C>T c.(382-384)CCT>TCT p.P128S

Pat_34 Pre-Treatment PCDHA7 56141 37 5 140216016 140216016 Missense_Mutation SNP C T 44 90 c.2048C>T c.(2047-2049)TCG>TTG p.S683L

Pat_34 Pre-Treatment PCDHA11 56138 37 5 140249746 140249746 Missense_Mutation SNP C T 24 48 c.1058C>T c.(1057-1059)TCC>TTC p.S353F

Pat_34 Pre-Treatment PCDHB4 56131 37 5 140503385 140503385 Missense_Mutation SNP C T 26 54 c.1805C>T c.(1804-1806)TCG>TTG p.S602L

Pat_34 Pre-Treatment PCDHB8 56128 37 5 140558145 140558145 Missense_Mutation SNP C T 21 114 c.530C>T c.(529-531)TCC>TTC p.S177F

Pat_34 Pre-Treatment JAKMIP2 9832 37 5 147051353 147051353 Missense_Mutation SNP C T 10 33 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_34 Pre-Treatment GRIA1 2890 37 5 152873499 152873499 Missense_Mutation SNP C T 45 85 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_34 Pre-Treatment FBXW11 23291 37 5 171326098 171326098 Nonsense_Mutation SNP C T 34 37 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_34 Pre-Treatment RNF44 22838 37 5 175956549 175956549 Missense_Mutation SNP C T 22 94 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_34 Pre-Treatment UNC5A 90249 37 5 176306446 176306446 Missense_Mutation SNP G A 33 62 c.2320G>A c.(2320-2322)GGT>AGT p.G774S

Pat_34 Pre-Treatment HIVEP1 3096 37 6 12122235 12122235 Missense_Mutation SNP G A 4 82 c.2207G>A c.(2206-2208)CGC>CAC p.R736H



Pat_34 Pre-Treatment ZNF391 346157 37 6 27368259 27368259 Missense_Mutation SNP C T 48 76 c.110C>T c.(109-111)TCT>TTT p.S37F

Pat_34 Pre-Treatment OR2B6 26212 37 6 27925904 27925904 Missense_Mutation SNP G A 16 60 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_34 Pre-Treatment SCAND3 114821 37 6 28543374 28543374 Missense_Mutation SNP C T 32 124 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_34 Pre-Treatment OR14J1 442191 37 6 29274969 29274969 Missense_Mutation SNP G A 96 80 c.503G>A c.(502-504)GGG>GAG p.G168E

Pat_34 Pre-Treatment CSNK2B 1460 37 6 31634628 31634628 Missense_Mutation SNP T A 28 87 c.20T>A c.(19-21)GTG>GAG p.V7E

Pat_34 Pre-Treatment MSH5 4439 37 6 31728479 31728480 Missense_Mutation DNP AC TT 36 111 c.1825_1826AC>TT c.(1825-1827)ACA>TTA p.T609L

Pat_34 Pre-Treatment EHMT2 10919 37 6 31854456 31854456 Missense_Mutation SNP C T 12 39 c.2245G>A c.(2245-2247)GAG>AAG p.E749K

Pat_34 Pre-Treatment HLA-DQB2 3120 37 6 32726774 32726774 Missense_Mutation SNP C T 7 104 c.499G>A c.(499-501)GCC>ACC p.A167T

Pat_34 Pre-Treatment TULP1 7287 37 6 35473947 35473948 Missense_Mutation DNP CC TT 3 20 c.831_832GG>AAc.(829-834)AAGGAG>AAAAAG p.E278K

Pat_34 Pre-Treatment SLC26A8 116369 37 6 35967813 35967813 Missense_Mutation SNP G A 53 197 c.401C>T c.(400-402)TCG>TTG p.S134L

Pat_34 Pre-Treatment DNAH8 1769 37 6 38897346 38897347 Nonsense_Mutation DNP CC TT 143 153 c.10527_10528CC>TTc.(10525-10530)GGCCGA>GGTTGAp.R3510*

Pat_34 Pre-Treatment TTBK1 84630 37 6 43222346 43222346 Missense_Mutation SNP G A 39 77 c.533G>A c.(532-534)GGG>GAG p.G178E

Pat_34 Pre-Treatment ZNF318 24149 37 6 43305131 43305131 Missense_Mutation SNP G A 11 33 c.6605C>T c.(6604-6606)TCC>TTC p.S2202F

Pat_34 Pre-Treatment SPATS1 221409 37 6 44329579 44329579 Missense_Mutation SNP C T 92 144 c.424C>T c.(424-426)CGT>TGT p.R142C

Pat_34 Pre-Treatment TFAP2D 83741 37 6 50681806 50681806 Missense_Mutation SNP A G 20 47 c.38A>G c.(37-39)GAG>GGG p.E13G

Pat_34 Pre-Treatment GFRAL 389400 37 6 55266626 55266626 Missense_Mutation SNP C T 29 75 c.1160C>T c.(1159-1161)TCG>TTG p.S387L

Pat_34 Pre-Treatment BAI3 577 37 6 70042848 70042848 Missense_Mutation SNP A C 58 71 c.3136A>C c.(3136-3138)AAA>CAA p.K1046Q

Pat_34 Pre-Treatment BAI3 577 37 6 70071078 70071078 Missense_Mutation SNP G A 6 26 c.3913G>A c.(3913-3915)GAA>AAA p.E1305K

Pat_34 Pre-Treatment TTK 7272 37 6 80749438 80749438 Missense_Mutation SNP C T 63 127 c.2156C>T c.(2155-2157)TCC>TTC p.S719F

Pat_34 Pre-Treatment C6orf58 352999 37 6 127901476 127901476 Missense_Mutation SNP C T 60 61 c.455C>T c.(454-456)TCA>TTA p.S152L

Pat_34 Pre-Treatment EPB41L2 2037 37 6 131191209 131191209 Missense_Mutation SNP C T 37 45 c.2101G>A c.(2101-2103)GAC>AAC p.D701N

Pat_34 Pre-Treatment BCLAF1 9774 37 6 136599198 136599198 Missense_Mutation SNP G A 7 58 c.821C>T c.(820-822)TCT>TTT p.S274F

Pat_34 Pre-Treatment ECT2L 345930 37 6 139135637 139135637 Missense_Mutation SNP G A 24 23 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_34 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 211 85 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_34 Pre-Treatment AUTS2 26053 37 7 70240352 70240352 Missense_Mutation SNP C T 108 34 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_34 Pre-Treatment TYW1B 441250 37 7 72081809 72081809 Missense_Mutation SNP T C 6 140 c.1633A>G c.(1633-1635)AGA>GGA p.R545G

Pat_34 Pre-Treatment NSUN5P2 260294 37 7 72420466 72420466 Missense_Mutation SNP C T 7 57 c.122G>A c.(121-123)CGC>CAC p.R41H

Pat_34 Pre-Treatment WBSCR28 135886 37 7 73279685 73279685 Missense_Mutation SNP G T 16 15 c.435G>T c.(433-435)TTG>TTT p.L145F

Pat_34 Pre-Treatment PION 54103 37 7 76958695 76958695 Missense_Mutation SNP C T 45 29 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_34 Pre-Treatment SEMA3E 9723 37 7 82997177 82997177 Missense_Mutation SNP C T 70 24 c.2053G>A c.(2053-2055)GAC>AAC p.D685N

Pat_34 Pre-Treatment CROT 54677 37 7 87022093 87022093 Missense_Mutation SNP G T 64 29 c.1552G>T c.(1552-1554)GGT>TGT p.G518C

Pat_34 Pre-Treatment HEPACAM2 253012 37 7 92848544 92848544 Missense_Mutation SNP C T 55 25 c.300G>A c.(298-300)ATG>ATA p.M100I

Pat_34 Pre-Treatment ZAN 7455 37 7 100353009 100353009 Nonsense_Mutation SNP C A 51 21 c.3285C>A c.(3283-3285)TGC>TGA p.C1095*

Pat_34 Pre-Treatment LAMB4 22798 37 7 107717454 107717454 Missense_Mutation SNP C T 62 35 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_34 Pre-Treatment CFTR 1080 37 7 117232010 117232010 Missense_Mutation SNP A T 57 27 c.1789A>T c.(1789-1791)AAC>TAC p.N597Y

Pat_34 Pre-Treatment SLC13A1 6561 37 7 122768932 122768932 Missense_Mutation SNP C T 47 22 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_34 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 96 42 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_34 Pre-Treatment PIP 5304 37 7 142836684 142836685 Missense_Mutation DNP CC TT 86 76 c.390_391CC>TTc.(388-393)ATCCCC>ATTTCC p.P131S

Pat_34 Pre-Treatment EPHA1 2041 37 7 143091909 143091909 Missense_Mutation SNP C T 34 18 c.2344G>A c.(2344-2346)GAA>AAA p.E782K

Pat_34 Pre-Treatment SSPO 23145 37 7 149481966 149481966 Missense_Mutation SNP C T 28 14 c.2756C>T c.(2755-2757)TCA>TTA p.S919L

Pat_34 Pre-Treatment CSMD1 64478 37 8 3265475 3265475 Missense_Mutation SNP C T 13 20 c.2020G>A c.(2020-2022)GAA>AAA p.E674K

Pat_34 Pre-Treatment NAT2 10 37 8 18257798 18257799 Missense_Mutation DNP CC TT 30 64 c.285_286CC>TTc.(283-288)ATCCCT>ATTTCT p.P96S

Pat_34 Pre-Treatment SH2D4A 63898 37 8 19214768 19214768 Missense_Mutation SNP C T 69 143 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_34 Pre-Treatment LOXL2 4017 37 8 23225606 23225606 Missense_Mutation SNP C T 36 67 c.259G>A c.(259-261)GAC>AAC p.D87N

Pat_34 Pre-Treatment SCARA5 286133 37 8 27764748 27764748 Missense_Mutation SNP C T 26 49 c.1013G>A c.(1012-1014)AGA>AAA p.R338K

Pat_34 Pre-Treatment TEX15 56154 37 8 30695023 30695023 Missense_Mutation SNP G A 7 32 c.7628C>T c.(7627-7629)TCA>TTA p.S2543L

Pat_34 Pre-Treatment ADAM2 2515 37 8 39604085 39604085 Missense_Mutation SNP G A 11 49 c.2080C>T c.(2080-2082)CCT>TCT p.P694S



Pat_34 Pre-Treatment CHRNA6 8973 37 8 42611759 42611759 Missense_Mutation SNP C T 62 74 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_34 Pre-Treatment CLVS1 157807 37 8 62212408 62212408 Missense_Mutation SNP C T 14 33 c.22C>T c.(22-24)CCA>TCA p.P8S

Pat_34 Pre-Treatment CLVS1 157807 37 8 62370966 62370966 Missense_Mutation SNP G A 31 69 c.842G>A c.(841-843)GGA>GAA p.G281E

Pat_34 Pre-Treatment TRPA1 8989 37 8 72963103 72963103 Nonsense_Mutation SNP C T 24 53 c.1815G>A c.(1813-1815)TGG>TGA p.W605*

Pat_34 Pre-Treatment EPPK1 83481 37 8 144942264 144942264 Missense_Mutation SNP C T 15 56 c.5158G>A c.(5158-5160)GAC>AAC p.D1720N

Pat_34 Pre-Treatment PTPRD 5789 37 9 8485920 8485920 Missense_Mutation SNP A T 39 43 c.2897T>A c.(2896-2898)CTC>CAC p.L966H

Pat_34 Pre-Treatment FREM1 158326 37 9 14842347 14842347 Missense_Mutation SNP C T 30 29 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_34 Pre-Treatment TAF1L 138474 37 9 32633458 32633458 Missense_Mutation SNP C T 32 30 c.2120G>A c.(2119-2121)GGA>GAA p.G707E

Pat_34 Pre-Treatment RECK 8434 37 9 36083496 36083496 Missense_Mutation SNP C T 27 17 c.574C>T c.(574-576)CCA>TCA p.P192S

Pat_34 Pre-Treatment UBQLN1 29979 37 9 86294917 86294917 Missense_Mutation SNP C T 33 17 c.484G>A c.(484-486)GGT>AGT p.G162S

Pat_34 Pre-Treatment INVS 27130 37 9 102866838 102866838 Missense_Mutation SNP C T 26 30 c.35C>T c.(34-36)TCA>TTA p.S12L

Pat_34 Pre-Treatment ABCA1 19 37 9 107594964 107594964 Missense_Mutation SNP A C 42 42 c.1400T>G c.(1399-1401)TTG>TGG p.L467W

Pat_34 Pre-Treatment FCN2 2220 37 9 137772689 137772689 Missense_Mutation SNP G A 8 9 c.22G>A c.(22-24)GGG>AGG p.G8R

Pat_34 Pre-Treatment CACNA1B 774 37 9 140811767 140811767 Missense_Mutation SNP C T 22 65 c.850C>T c.(850-852)CGG>TGG p.R284W

Pat_34 Pre-Treatment ATXN3L 92552 37 X 13337593 13337593 Missense_Mutation SNP C T 65 32 c.461G>A c.(460-462)CGA>CAA p.R154Q

Pat_34 Pre-Treatment ACE2 59272 37 X 15599367 15599367 Nonsense_Mutation SNP C T 142 38 c.1047G>A c.(1045-1047)TGG>TGA p.W349*

Pat_34 Pre-Treatment CXorf22 170063 37 X 35966478 35966478 Missense_Mutation SNP C T 59 22 c.565C>T c.(565-567)CCA>TCA p.P189S

Pat_34 Pre-Treatment CXorf22 170063 37 X 35993371 35993371 Missense_Mutation SNP G A 47 42 c.2362G>A c.(2362-2364)GAT>AAT p.D788N

Pat_34 Pre-Treatment SLC9A7 84679 37 X 46466433 46466433 Missense_Mutation SNP G A 32 19 c.2132C>T c.(2131-2133)TCG>TTG p.S711L

Pat_34 Pre-Treatment OPHN1 4983 37 X 67421548 67421548 Missense_Mutation SNP G A 42 14 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_34 Pre-Treatment TRMT2B 79979 37 X 100274023 100274023 Missense_Mutation SNP G A 49 21 c.1325C>T c.(1324-1326)GCC>GTC p.A442V

Pat_34 Pre-Treatment HTR2C 3358 37 X 114141666 114141666 Nonsense_Mutation SNP G A 53 16 c.1065G>A c.(1063-1065)TGG>TGA p.W355*

Pat_34 Pre-Treatment MST4 51765 37 X 131202291 131202291 Missense_Mutation SNP G A 60 34 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_34 Pre-Treatment MAGEC2 51438 37 X 141291601 141291601 Missense_Mutation SNP G A 23 7 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_34 Pre-Treatment GABRA3 2556 37 X 151336938 151336938 Missense_Mutation SNP G A 62 40 c.1241C>T c.(1240-1242)TCC>TTC p.S414F

Pat_46 Pre-Treatment AGRN 375790 37 1 985282 985282 Splice_Site SNP G A 8 18 c.4745_splice c.e27-1 p.G1582_splice

Pat_46 Pre-Treatment ACTRT2 140625 37 1 2938383 2938383 Nonsense_Mutation SNP C T 5 15 c.133C>T c.(133-135)CAG>TAG p.Q45*

Pat_46 Pre-Treatment CAMTA1 23261 37 1 7724780 7724780 Missense_Mutation SNP G A 5 16 c.2173G>A c.(2173-2175)GGG>AGG p.G725R

Pat_46 Pre-Treatment RERE 473 37 1 8557562 8557562 Missense_Mutation SNP G A 32 79 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_46 Pre-Treatment PRAMEF12 390999 37 1 12835119 12835119 Missense_Mutation SNP C T 7 22 c.109C>T c.(109-111)CCC>TCC p.P37S

Pat_46 Pre-Treatment PRAMEF11 440560 37 1 12884991 12884991 Missense_Mutation SNP G A 52 76 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Pre-Treatment PRAMEF8 391002 37 1 12979781 12979781 Missense_Mutation SNP G A 13 36 c.973G>A c.(973-975)GAC>AAC p.D325N

Pat_46 Pre-Treatment PRAMEF18 391003 37 1 13695812 13695812 Missense_Mutation SNP G A 12 124 c.1153C>T c.(1153-1155)CAC>TAC p.H385Y

Pat_46 Pre-Treatment TMCO4 255104 37 1 20009888 20009888 Missense_Mutation SNP G A 9 17 c.1550C>T c.(1549-1551)GCC>GTC p.A517V

Pat_46 Pre-Treatment KIF17 57576 37 1 20998491 20998491 Missense_Mutation SNP C T 11 15 c.2662G>A c.(2662-2664)GAA>AAA p.E888K

Pat_46 Pre-Treatment EIF4G3 8672 37 1 21180063 21180063 Missense_Mutation SNP T G 6 14 c.3373A>C c.(3373-3375)ACC>CCC p.T1125P

Pat_46 Pre-Treatment TMEM57 55219 37 1 25773296 25773296 Missense_Mutation SNP C T 3 11 c.124C>T c.(124-126)CTC>TTC p.L42F

Pat_46 Pre-Treatment C1orf172 126695 37 1 27278781 27278781 Missense_Mutation SNP C T 10 23 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_46 Pre-Treatment BAI2 576 37 1 32202278 32202278 Missense_Mutation SNP G A 9 21 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_46 Pre-Treatment COL9A2 1298 37 1 40767522 40767522 Missense_Mutation SNP C T 5 15 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_46 Pre-Treatment TIE1 7075 37 1 43777724 43777724 Missense_Mutation SNP C T 21 52 c.1552C>T c.(1552-1554)CGT>TGT p.R518C

Pat_46 Pre-Treatment PTCH2 8643 37 1 45293837 45293837 Missense_Mutation SNP A T 15 32 c.1736T>A c.(1735-1737)ATC>AAC p.I579N

Pat_46 Pre-Treatment PRKAA2 5563 37 1 57140179 57140179 Missense_Mutation SNP C T 4 32 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_46 Pre-Treatment C1orf168 199920 37 1 57254664 57254664 Missense_Mutation SNP G A 19 50 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_46 Pre-Treatment C8A 731 37 1 57341860 57341860 Missense_Mutation SNP G A 14 35 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_46 Pre-Treatment C8A 731 37 1 57349289 57349289 Missense_Mutation SNP G A 10 35 c.790G>A c.(790-792)GGT>AGT p.G264S

Pat_46 Pre-Treatment C8A 731 37 1 57378223 57378223 Missense_Mutation SNP C T 22 60 c.1528C>T c.(1528-1530)CTC>TTC p.L510F



Pat_46 Pre-Treatment C8B 732 37 1 57417816 57417816 Missense_Mutation SNP G A 27 111 c.571C>T c.(571-573)CTT>TTT p.L191F

Pat_46 Pre-Treatment NFIA 4774 37 1 61554084 61554085 Nonsense_Mutation DNP GA AT 31 109 c.291_292GA>ATc.(289-294)GGGAAA>GGATAA p.K98*

Pat_46 Pre-Treatment ANGPTL3 27329 37 1 63069640 63069640 Missense_Mutation SNP G A 5 12 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_46 Pre-Treatment JAK1 3716 37 1 65344731 65344732 Missense_Mutation DNP GG AA 5 20 c.305_306CC>TT c.(304-306)TCC>TTT p.S102F

Pat_46 Pre-Treatment C1orf173 127254 37 1 75102109 75102109 Missense_Mutation SNP G A 65 164 c.458C>T c.(457-459)CCA>CTA p.P153L

Pat_46 Pre-Treatment FRRS1 391059 37 1 100176461 100176461 Missense_Mutation SNP G A 11 29 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_46 Pre-Treatment AGL 178 37 1 100327245 100327245 Missense_Mutation SNP C T 16 65 c.269C>T c.(268-270)TCA>TTA p.S90L

Pat_46 Pre-Treatment GSTM5 2949 37 1 110256309 110256309 Missense_Mutation SNP C T 7 23 c.286C>T c.(286-288)CGT>TGT p.R96C

Pat_46 Pre-Treatment OVGP1 5016 37 1 111964197 111964197 Missense_Mutation SNP G A 10 23 c.707C>T c.(706-708)CCC>CTC p.P236L

Pat_46 Pre-Treatment WDR77 79084 37 1 111991249 111991249 Missense_Mutation SNP G A 43 87 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_46 Pre-Treatment RSBN1 54665 37 1 114340403 114340403 Nonsense_Mutation SNP A T 45 72 c.959T>A c.(958-960)TTA>TAA p.L320*

Pat_46 Pre-Treatment VTCN1 79679 37 1 117695923 117695923 Nonsense_Mutation SNP G A 16 37 c.514C>T c.(514-516)CGA>TGA p.R172*

Pat_46 Pre-Treatment SPAG17 200162 37 1 118570912 118570912 Missense_Mutation SNP C T 25 70 c.3715G>A c.(3715-3717)GGA>AGA p.G1239R

Pat_46 Pre-Treatment WARS2 10352 37 1 119619088 119619088 Missense_Mutation SNP G A 18 77 c.233C>T c.(232-234)TCC>TTC p.S78F

Pat_46 Pre-Treatment ITGA10 8515 37 1 145533166 145533166 Missense_Mutation SNP C T 3 62 c.1261C>T c.(1261-1263)CCC>TCC p.P421S

Pat_46 Pre-Treatment ANKRD35 148741 37 1 145561391 145561391 Missense_Mutation SNP C T 15 7 c.1079C>T c.(1078-1080)TCT>TTT p.S360F

Pat_46 Pre-Treatment ECM1 1893 37 1 150483973 150483973 Missense_Mutation SNP C T 23 130 c.749C>T c.(748-750)TCG>TTG p.S250L

Pat_46 Pre-Treatment HRNR 388697 37 1 152192583 152192583 Missense_Mutation SNP C T 72 362 c.1522G>A c.(1522-1524)GGA>AGA p.G508R

Pat_46 Pre-Treatment HRNR 388697 37 1 152193753 152193753 Missense_Mutation SNP C T 44 35 c.352G>A c.(352-354)GAG>AAG p.E118K

Pat_46 Pre-Treatment FLG 2312 37 1 152280773 152280773 Missense_Mutation SNP C T 49 240 c.6589G>A c.(6589-6591)GAA>AAA p.E2197K

Pat_46 Pre-Treatment FLG 2312 37 1 152286716 152286716 Missense_Mutation SNP C T 21 20 c.646G>A c.(646-648)GAT>AAT p.D216N

Pat_46 Pre-Treatment CRNN 49860 37 1 152382906 152382906 Missense_Mutation SNP C T 118 83 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_46 Pre-Treatment LCE1E 353135 37 1 152760070 152760070 Missense_Mutation SNP C T 45 16 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_46 Pre-Treatment FAM189B 10712 37 1 155220484 155220484 Missense_Mutation SNP G A 23 24 c.1093C>T c.(1093-1095)CGC>TGC p.R365C

Pat_46 Pre-Treatment OR10K1 391109 37 1 158435659 158435659 Missense_Mutation SNP C T 18 129 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_46 Pre-Treatment SPTA1 6708 37 1 158646045 158646045 Missense_Mutation SNP G A 47 285 c.998C>T c.(997-999)TCC>TTC p.S333F

Pat_46 Pre-Treatment OR10J3 441911 37 1 159284365 159284365 Missense_Mutation SNP A C 39 196 c.85T>G c.(85-87)TTT>GTT p.F29V

Pat_46 Pre-Treatment PVRL4 81607 37 1 161049730 161049730 Missense_Mutation SNP G A 62 50 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_46 Pre-Treatment ADAMTS4 9507 37 1 161163432 161163432 Missense_Mutation SNP G A 268 244 c.1733C>T c.(1732-1734)TCA>TTA p.S578L

Pat_46 Pre-Treatment F5 2153 37 1 169512194 169512194 Missense_Mutation SNP G A 228 151 c.2134C>T c.(2134-2136)CGT>TGT p.R712C

Pat_46 Pre-Treatment SELE 6401 37 1 169698486 169698486 Nonsense_Mutation SNP G A 7 46 c.931C>T c.(931-933)CAG>TAG p.Q311*

Pat_46 Pre-Treatment PAPPA2 60676 37 1 176709263 176709263 Missense_Mutation SNP C T 19 124 c.4082C>T c.(4081-4083)TCC>TTC p.S1361F

Pat_46 Pre-Treatment ASTN1 460 37 1 176833520 176833520 Missense_Mutation SNP C T 20 94 c.3785G>A c.(3784-3786)GGA>GAA p.G1262E

Pat_46 Pre-Treatment CACNA1E 777 37 1 181745241 181745241 Missense_Mutation SNP T C 35 253 c.5144T>C c.(5143-5145)CTC>CCC p.L1715P

Pat_46 Pre-Treatment HMCN1 83872 37 1 186024803 186024803 Missense_Mutation SNP C T 43 210 c.7141C>T c.(7141-7143)CAT>TAT p.H2381Y

Pat_46 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 4 108 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_46 Pre-Treatment RGS21 431704 37 1 192335238 192335238 Nonsense_Mutation SNP G A 11 13 c.443G>A c.(442-444)TGG>TAG p.W148*

Pat_46 Pre-Treatment CRB1 23418 37 1 197404528 197404528 Missense_Mutation SNP G A 8 49 c.3535G>A c.(3535-3537)GAT>AAT p.D1179N

Pat_46 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 3 62 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_46 Pre-Treatment SNRPE 6635 37 1 203834217 203834217 Missense_Mutation SNP C T 19 94 c.193C>T c.(193-195)CAT>TAT p.H65Y

Pat_46 Pre-Treatment C4BPA 722 37 1 207297538 207297538 Missense_Mutation SNP C T 86 69 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_46 Pre-Treatment CR1 1378 37 1 207762056 207762056 Missense_Mutation SNP G A 11 36 c.4397G>A c.(4396-4398)GGA>GAA p.G1466E

Pat_46 Pre-Treatment USH2A 7399 37 1 215844436 215844436 Missense_Mutation SNP C T 54 27 c.14011G>A c.(14011-14013)GAA>AAA p.E4671K

Pat_46 Pre-Treatment OBSCN 84033 37 1 228468465 228468465 Missense_Mutation SNP C T 12 4 c.8165C>T c.(8164-8166)TCC>TTC p.S2722F

Pat_46 Pre-Treatment SLC35F3 148641 37 1 234367322 234367322 Missense_Mutation SNP C T 32 126 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_46 Pre-Treatment RYR2 6262 37 1 237777611 237777611 Missense_Mutation SNP C T 25 19 c.5183C>T c.(5182-5184)CCC>CTC p.P1728L

Pat_46 Pre-Treatment FMN2 56776 37 1 240255852 240255852 Missense_Mutation SNP G A 4 1 c.443G>A c.(442-444)GGG>GAG p.G148E



Pat_46 Pre-Treatment FMN2 56776 37 1 240371051 240371051 Missense_Mutation SNP C T 17 140 c.2939C>T c.(2938-2940)CCT>CTT p.P980L

Pat_46 Pre-Treatment OR2L13 284521 37 1 248263515 248263515 Missense_Mutation SNP C T 55 54 c.838C>T c.(838-840)CTT>TTT p.L280F

Pat_46 Pre-Treatment TUBAL3 79861 37 10 5436006 5436006 Missense_Mutation SNP A T 19 81 c.815T>A c.(814-816)ATA>AAA p.I272K

Pat_46 Pre-Treatment OLAH 55301 37 10 15107598 15107598 Missense_Mutation SNP C T 6 19 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_46 Pre-Treatment FAM171A1 221061 37 10 15255489 15255489 Missense_Mutation SNP T G 17 31 c.2098A>C c.(2098-2100)AAG>CAG p.K700Q

Pat_46 Pre-Treatment ITGA8 8516 37 10 15590507 15590507 Missense_Mutation SNP C T 24 39 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_46 Pre-Treatment ITGA8 8516 37 10 15646281 15646281 Missense_Mutation SNP C T 15 37 c.2044G>A c.(2044-2046)GGA>AGA p.G682R

Pat_46 Pre-Treatment NEBL 10529 37 10 21120192 21120192 Missense_Mutation SNP C T 18 50 c.1604G>A c.(1603-1605)GGA>GAA p.G535E

Pat_46 Pre-Treatment PIP4K2A 5305 37 10 22898620 22898620 Missense_Mutation SNP G C 45 111 c.171C>G c.(169-171)ATC>ATG p.I57M

Pat_46 Pre-Treatment PTCHD3 374308 37 10 27702954 27702954 Missense_Mutation SNP G A 14 39 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_46 Pre-Treatment MPP7 143098 37 10 28408594 28408594 Missense_Mutation SNP G A 23 61 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_46 Pre-Treatment ANKRD30A 91074 37 10 37490242 37490242 Missense_Mutation SNP G A 7 27 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_46 Pre-Treatment ZNF37A 7587 37 10 38407040 38407040 Missense_Mutation SNP C T 9 33 c.961C>T c.(961-963)CAT>TAT p.H321Y

Pat_46 Pre-Treatment ALOX5 240 37 10 45939214 45939214 Missense_Mutation SNP G A 7 17 c.1612G>A c.(1612-1614)GAG>AAG p.E538K

Pat_46 Pre-Treatment FRMPD2 143162 37 10 49430394 49430394 Missense_Mutation SNP G A 23 69 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_46 Pre-Treatment OGDHL 55753 37 10 50953927 50953927 Missense_Mutation SNP C T 17 47 c.1393G>A c.(1393-1395)GAT>AAT p.D465N

Pat_46 Pre-Treatment NCOA4 8031 37 10 51579247 51579247 Missense_Mutation SNP C T 31 114 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_46 Pre-Treatment PCDH15 65217 37 10 55955628 55955628 Missense_Mutation SNP G A 11 34 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Pre-Treatment ANK3 288 37 10 61829433 61829433 Missense_Mutation SNP C T 8 42 c.11206G>A c.(11206-11208)GAA>AAA p.E3736K

Pat_46 Pre-Treatment CTNNA3 29119 37 10 67862998 67862998 Missense_Mutation SNP C T 10 30 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_46 Pre-Treatment COL13A1 1305 37 10 71712675 71712675 Missense_Mutation SNP G A 7 25 c.2063G>A c.(2062-2064)GGG>GAG p.G688E

Pat_46 Pre-Treatment OIT3 170392 37 10 74658610 74658610 Missense_Mutation SNP G A 5 19 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_46 Pre-Treatment C10orf55 414236 37 10 75671974 75671974 Missense_Mutation SNP G A 12 61 c.29C>T c.(28-30)TCG>TTG p.S10L

Pat_46 Pre-Treatment SFTPA1 653509 37 10 81373492 81373492 Splice_Site SNP G A 24 69 c.371_splice c.e6-1 p.A124_splice

Pat_46 Pre-Treatment IFIT1 3434 37 10 91162729 91162729 Missense_Mutation SNP G A 48 108 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_46 Pre-Treatment CYP2C18 1562 37 10 96447594 96447594 Missense_Mutation SNP G A 32 92 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_46 Pre-Treatment TACC2 10579 37 10 123970436 123970436 Missense_Mutation SNP G A 12 45 c.6496G>A c.(6496-6498)GGG>AGG p.G2166R

Pat_46 Pre-Treatment GPR26 2849 37 10 125434378 125434378 Missense_Mutation SNP G A 11 22 c.713G>A c.(712-714)CGA>CAA p.R238Q

Pat_46 Pre-Treatment CPXM2 119587 37 10 125528202 125528202 Missense_Mutation SNP C T 38 109 c.1139G>A c.(1138-1140)GGC>GAC p.G380D

Pat_46 Pre-Treatment C10orf137 26098 37 10 127424384 127424384 Missense_Mutation SNP C T 33 78 c.1669C>T c.(1669-1671)CCA>TCA p.P557S

Pat_46 Pre-Treatment ADAM12 8038 37 10 127760213 127760213 Missense_Mutation SNP G A 18 42 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_46 Pre-Treatment C10orf90 118611 37 10 128192921 128192921 Missense_Mutation SNP G C 40 81 c.848C>G c.(847-849)CCC>CGC p.P283R

Pat_46 Pre-Treatment OR52E2 119678 37 11 5080110 5080110 Missense_Mutation SNP G A 12 23 c.748C>T c.(748-750)CTT>TTT p.L250F

Pat_46 Pre-Treatment OR52E8 390079 37 11 5878290 5878290 Missense_Mutation SNP C T 12 23 c.643G>A c.(643-645)GAT>AAT p.D215N

Pat_46 Pre-Treatment OR52L1 338751 37 11 6007836 6007836 Missense_Mutation SNP C T 6 28 c.325G>A c.(325-327)GAG>AAG p.E109K

Pat_46 Pre-Treatment CNGA4 1262 37 11 6261737 6261737 Missense_Mutation SNP C T 11 27 c.713C>T c.(712-714)CCA>CTA p.P238L

Pat_46 Pre-Treatment DCHS1 8642 37 11 6662520 6662520 Missense_Mutation SNP G A 13 53 c.325C>T c.(325-327)CGT>TGT p.R109C

Pat_46 Pre-Treatment OR2AG1 144125 37 11 6806965 6806966 Missense_Mutation DNP GG AA 11 30 c.697_698GG>AA c.(697-699)GGG>AAG p.G233K

Pat_46 Pre-Treatment ZNF215 7762 37 11 6964847 6964847 Missense_Mutation SNP A C 31 70 c.687A>C c.(685-687)AAA>AAC p.K229N

Pat_46 Pre-Treatment NLRP14 338323 37 11 7064044 7064044 Missense_Mutation SNP G A 15 46 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_46 Pre-Treatment NLRP14 338323 37 11 7064261 7064261 Missense_Mutation SNP G A 26 52 c.1004G>A c.(1003-1005)AGA>AAA p.R335K

Pat_46 Pre-Treatment NLRP14 338323 37 11 7091675 7091675 Missense_Mutation SNP T C 17 23 c.3134T>C c.(3133-3135)CTA>CCA p.L1045P

Pat_46 Pre-Treatment ST5 6764 37 11 8751675 8751675 Missense_Mutation SNP G A 28 55 c.1162C>T c.(1162-1164)CCC>TCC p.P388S

Pat_46 Pre-Treatment IGSF22 283284 37 11 18731120 18731120 Missense_Mutation SNP C T 11 35 c.2812G>A c.(2812-2814)GAG>AAG p.E938K

Pat_46 Pre-Treatment GAS2 2620 37 11 22707294 22707294 Missense_Mutation SNP G A 10 25 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_46 Pre-Treatment CSTF3 1479 37 11 33124691 33124691 Missense_Mutation SNP G A 18 32 c.625C>T c.(625-627)CGG>TGG p.R209W

Pat_46 Pre-Treatment RAG2 5897 37 11 36615100 36615100 Missense_Mutation SNP G A 32 86 c.619C>T c.(619-621)CAT>TAT p.H207Y



Pat_46 Pre-Treatment PHF21A 51317 37 11 45987010 45987011 Missense_Mutation DNP GG AA 13 40 c.848_849CC>TT c.(847-849)CCC>CTT p.P283L

Pat_46 Pre-Treatment PTPRJ 5795 37 11 48134313 48134313 Missense_Mutation SNP C T 58 98 c.130C>T c.(130-132)CCT>TCT p.P44S

Pat_46 Pre-Treatment OR4A47 403253 37 11 48510571 48510571 Missense_Mutation SNP C T 20 31 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Pre-Treatment TRIM48 79097 37 11 55032647 55032647 Missense_Mutation SNP G A 49 24 c.316G>A c.(316-318)GAG>AAG p.E106K

Pat_46 Pre-Treatment OR4C6 219432 37 11 55432600 55432600 Splice_Site SNP G A 17 15 c.-41_splice c.e3-1

Pat_46 Pre-Treatment OR5L2 26338 37 11 55594915 55594915 Missense_Mutation SNP C T 143 90 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_46 Pre-Treatment OR5AS1 219447 37 11 55798826 55798826 Missense_Mutation SNP C T 13 64 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_46 Pre-Treatment OR8H2 390151 37 11 55873258 55873258 Missense_Mutation SNP G A 5 27 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_46 Pre-Treatment OR8J1 219477 37 11 56128414 56128414 Missense_Mutation SNP C T 22 29 c.692C>T c.(691-693)TCA>TTA p.S231L

Pat_46 Pre-Treatment APLNR 187 37 11 57004463 57004463 Missense_Mutation SNP C T 9 58 c.16G>A c.(16-18)GAT>AAT p.D6N

Pat_46 Pre-Treatment SSRP1 6749 37 11 57099948 57099948 Missense_Mutation SNP G A 55 239 c.781C>T c.(781-783)CCC>TCC p.P261S

Pat_46 Pre-Treatment FAM111A 63901 37 11 58919839 58919839 Missense_Mutation SNP C T 13 108 c.698C>T c.(697-699)TCC>TTC p.S233F

Pat_46 Pre-Treatment OR4D11 219986 37 11 59271374 59271374 Missense_Mutation SNP G A 64 44 c.326G>A c.(325-327)GGG>GAG p.G109E

Pat_46 Pre-Treatment OR4D9 390199 37 11 59283079 59283079 Missense_Mutation SNP G A 47 253 c.694G>A c.(694-696)GGC>AGC p.G232S

Pat_46 Pre-Treatment MS4A2 2206 37 11 59861474 59861474 Missense_Mutation SNP G A 28 133 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_46 Pre-Treatment DAK 26007 37 11 61105584 61105584 Missense_Mutation SNP C T 33 24 c.175C>T c.(175-177)CAT>TAT p.H59Y

Pat_46 Pre-Treatment MTA2 9219 37 11 62366028 62366028 Missense_Mutation SNP G A 63 315 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_46 Pre-Treatment SLC22A25 387601 37 11 62933592 62933592 Missense_Mutation SNP C T 48 30 c.1209G>A c.(1207-1209)ATG>ATA p.M403I

Pat_46 Pre-Treatment SLC22A10 387775 37 11 63057642 63057642 Missense_Mutation SNP C T 25 14 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_46 Pre-Treatment SLC22A10 387775 37 11 63072267 63072267 Missense_Mutation SNP G A 18 90 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_46 Pre-Treatment SLC22A12 116085 37 11 64359368 64359368 Missense_Mutation SNP G A 22 24 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_46 Pre-Treatment CDC42BPG 55561 37 11 64606627 64606627 Missense_Mutation SNP G A 61 55 c.754C>T c.(754-756)CAC>TAC p.H252Y

Pat_46 Pre-Treatment TM7SF2 7108 37 11 64883503 64883503 Missense_Mutation SNP G A 54 45 c.1235G>A c.(1234-1236)CGC>CAC p.R412H

Pat_46 Pre-Treatment CABP2 51475 37 11 67286622 67286622 Missense_Mutation SNP C T 27 19 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_46 Pre-Treatment PPFIA1 8500 37 11 70194471 70194471 Missense_Mutation SNP G A 52 65 c.2108G>A c.(2107-2109)CGA>CAA p.R703Q

Pat_46 Pre-Treatment ODZ4 26011 37 11 78381419 78381419 Missense_Mutation SNP C T 3 5 c.5971G>A c.(5971-5973)GAC>AAC p.D1991N

Pat_46 Pre-Treatment PICALM 8301 37 11 85718599 85718599 Missense_Mutation SNP G A 78 82 c.793C>T c.(793-795)CCA>TCA p.P265S

Pat_46 Pre-Treatment MTNR1B 4544 37 11 92715261 92715261 Missense_Mutation SNP T A 49 49 c.872T>A c.(871-873)GTC>GAC p.V291D

Pat_46 Pre-Treatment HEPHL1 341208 37 11 93808340 93808340 Missense_Mutation SNP G A 6 5 c.1505G>A c.(1504-1506)GGA>GAA p.G502E

Pat_46 Pre-Treatment TRPC6 7225 37 11 101342086 101342086 Missense_Mutation SNP C T 16 31 c.2237G>A c.(2236-2238)AGG>AAG p.R746K

Pat_46 Pre-Treatment HTR3A 3359 37 11 113848499 113848499 Missense_Mutation SNP G A 7 8 c.92G>A c.(91-93)AGG>AAG p.R31K

Pat_46 Pre-Treatment APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 28 55 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_46 Pre-Treatment TECTA 7007 37 11 121036027 121036027 Missense_Mutation SNP G A 9 8 c.5318G>A c.(5317-5319)CGA>CAA p.R1773Q

Pat_46 Pre-Treatment SPA17 53340 37 11 124564280 124564280 Missense_Mutation SNP G A 8 21 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_46 Pre-Treatment DCP1B 196513 37 12 2062350 2062350 Missense_Mutation SNP C G 2 20 c.756G>C c.(754-756)CAG>CAC p.Q252H

Pat_46 Pre-Treatment A2M 2 37 12 9232385 9232385 Missense_Mutation SNP T A 7 11 c.2881A>T c.(2881-2883)AAC>TAC p.N961Y

Pat_46 Pre-Treatment PZP 5858 37 12 9305466 9305466 Missense_Mutation SNP C T 19 49 c.4075G>A c.(4075-4077)GAT>AAT p.D1359N

Pat_46 Pre-Treatment PRB2 653247 37 12 11546515 11546515 Missense_Mutation SNP C T 35 77 c.497G>A c.(496-498)GGA>GAA p.G166E

Pat_46 Pre-Treatment PIK3C2G 5288 37 12 18699323 18699323 Missense_Mutation SNP C T 6 11 c.3424C>T c.(3424-3426)CGT>TGT p.R1142C

Pat_46 Pre-Treatment PIK3C2G 5288 37 12 18747456 18747456 Missense_Mutation SNP C T 20 48 c.3917C>T c.(3916-3918)TCT>TTT p.S1306F

Pat_46 Pre-Treatment PLCZ1 89869 37 12 18837172 18837172 Missense_Mutation SNP G A 19 47 c.1633C>T c.(1633-1635)CAT>TAT p.H545Y

Pat_46 Pre-Treatment CAPZA3 93661 37 12 18891857 18891857 Missense_Mutation SNP G A 4 15 c.655G>A c.(655-657)GCT>ACT p.A219T

Pat_46 Pre-Treatment ABCC9 10060 37 12 21997810 21997810 Missense_Mutation SNP C T 8 30 c.3136G>A c.(3136-3138)GGC>AGC p.G1046S

Pat_46 Pre-Treatment OVCH1 341350 37 12 29598333 29598333 Missense_Mutation SNP C T 5 12 c.2759G>A c.(2758-2760)GGA>GAA p.G920E

Pat_46 Pre-Treatment C12orf72 254013 37 12 31814975 31814975 Missense_Mutation SNP C T 10 21 c.88C>T c.(88-90)CCC>TCC p.P30S

Pat_46 Pre-Treatment PKP2 5318 37 12 33003862 33003862 Missense_Mutation SNP C T 13 40 c.1216G>A c.(1216-1218)GTT>ATT p.V406I

Pat_46 Pre-Treatment C12orf40 283461 37 12 40114899 40114899 Missense_Mutation SNP C T 23 68 c.1805C>T c.(1804-1806)TCT>TTT p.S602F



Pat_46 Pre-Treatment CACNB3 784 37 12 49218065 49218065 Missense_Mutation SNP G A 4 24 c.316G>A c.(316-318)GGG>AGG p.G106R

Pat_46 Pre-Treatment GALNT6 11226 37 12 51773135 51773135 Missense_Mutation SNP G A 4 24 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_46 Pre-Treatment KRT6B 3854 37 12 52841737 52841737 Missense_Mutation SNP C T 32 59 c.1249G>A c.(1249-1251)GAG>AAG p.E417K

Pat_46 Pre-Treatment ESPL1 9700 37 12 53673634 53673634 Missense_Mutation SNP G A 4 120 c.2483G>A c.(2482-2484)TGT>TAT p.C828Y

Pat_46 Pre-Treatment ESPL1 9700 37 12 53677195 53677195 Missense_Mutation SNP C T 23 46 c.2950C>T c.(2950-2952)CTT>TTT p.L984F

Pat_46 Pre-Treatment OR6C76 390326 37 12 55820086 55820086 Missense_Mutation SNP G A 22 95 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_46 Pre-Treatment ERBB3 2065 37 12 56482351 56482351 Missense_Mutation SNP C T 120 193 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_46 Pre-Treatment ERBB3 2065 37 12 56493646 56493646 Missense_Mutation SNP C T 20 42 c.2962C>T c.(2962-2964)CCT>TCT p.P988S

Pat_46 Pre-Treatment TSFM 10102 37 12 58179958 58179958 Missense_Mutation SNP C T 3 6 c.244C>T c.(244-246)CTC>TTC p.L82F

Pat_46 Pre-Treatment MDM2 4193 37 12 69233409 69233409 Missense_Mutation SNP C T 21 55 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_46 Pre-Treatment SYT1 6857 37 12 79693221 79693221 Missense_Mutation SNP C T 28 64 c.700C>T c.(700-702)CGT>TGT p.R234C

Pat_46 Pre-Treatment ACSS3 79611 37 12 81503391 81503391 Missense_Mutation SNP G A 14 40 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_46 Pre-Treatment PPFIA2 8499 37 12 81657060 81657060 Missense_Mutation SNP C T 5 10 c.3665G>A c.(3664-3666)GGA>GAA p.G1222E

Pat_46 Pre-Treatment SCYL2 55681 37 12 100691888 100691888 Missense_Mutation SNP C T 9 17 c.415C>T c.(415-417)CCT>TCT p.P139S

Pat_46 Pre-Treatment SLC5A8 160728 37 12 101551118 101551118 Missense_Mutation SNP G A 12 24 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_46 Pre-Treatment OAS1 4938 37 12 113357332 113357332 Nonsense_Mutation SNP G T 22 55 c.1177G>T c.(1177-1179)GAG>TAG p.E393*

Pat_46 Pre-Treatment CCDC60 160777 37 12 119909929 119909929 Missense_Mutation SNP G A 33 75 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_46 Pre-Treatment OASL 8638 37 12 121458618 121458618 Missense_Mutation SNP G A 22 36 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_46 Pre-Treatment DNAH10 196385 37 12 124281297 124281297 Missense_Mutation SNP G A 23 42 c.1727G>A c.(1726-1728)CGA>CAA p.R576Q

Pat_46 Pre-Treatment RIMBP2 23504 37 12 130926662 130926662 Missense_Mutation SNP G A 4 8 c.1184C>T c.(1183-1185)TCC>TTC p.S395F

Pat_46 Pre-Treatment GJB2 2706 37 13 20763467 20763467 Missense_Mutation SNP G A 15 36 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_46 Pre-Treatment PAN3 255967 37 13 28846200 28846200 Nonsense_Mutation SNP C T 16 45 c.1603C>T c.(1603-1605)CAG>TAG p.Q535*

Pat_46 Pre-Treatment RXFP2 122042 37 13 32355867 32355867 Missense_Mutation SNP C T 21 32 c.845C>T c.(844-846)TCG>TTG p.S282L

Pat_46 Pre-Treatment STARD13 90627 37 13 33704213 33704213 Missense_Mutation SNP C T 11 17 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_46 Pre-Treatment SPG20 23111 37 13 36905658 36905658 Missense_Mutation SNP G A 20 72 c.886C>T c.(886-888)CCT>TCT p.P296S

Pat_46 Pre-Treatment RB1 5925 37 13 48934240 48934240 Missense_Mutation SNP C T 16 53 c.695C>T c.(694-696)CCC>CTC p.P232L

Pat_46 Pre-Treatment LECT1 11061 37 13 53298197 53298197 Missense_Mutation SNP C T 12 25 c.403G>A c.(403-405)GCG>ACG p.A135T

Pat_46 Pre-Treatment SCEL 8796 37 13 78130735 78130735 Missense_Mutation SNP G A 58 133 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_46 Pre-Treatment DZIP1 22873 37 13 96241436 96241436 Missense_Mutation SNP G A 10 32 c.1999C>T c.(1999-2001)CCT>TCT p.P667S

Pat_46 Pre-Treatment ATP11A 23250 37 13 113508817 113508817 Missense_Mutation SNP G A 3 51 c.2216G>A c.(2215-2217)GGG>GAG p.G739E

Pat_46 Pre-Treatment OR4Q3 441669 37 14 20216488 20216488 Missense_Mutation SNP A T 17 29 c.902A>T c.(901-903)AAG>ATG p.K301M

Pat_46 Pre-Treatment OR11G2 390439 37 14 20665672 20665672 Missense_Mutation SNP G A 4 20 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_46 Pre-Treatment MYH6 4624 37 14 23876313 23876314 Missense_Mutation DNP GG AA 41 113 c.119_120CC>TT c.(118-120)CCC>CTT p.P40L

Pat_46 Pre-Treatment NPAS3 64067 37 14 33684488 33684488 Missense_Mutation SNP C T 26 67 c.241C>T c.(241-243)CCT>TCT p.P81S

Pat_46 Pre-Treatment MIPOL1 145282 37 14 37838774 37838774 Missense_Mutation SNP C T 19 47 c.881C>T c.(880-882)TCA>TTA p.S294L

Pat_46 Pre-Treatment RPL10L 140801 37 14 47120366 47120366 Missense_Mutation SNP G A 15 54 c.574C>T c.(574-576)CCT>TCT p.P192S

Pat_46 Pre-Treatment PTGDR 5729 37 14 52741476 52741476 Missense_Mutation SNP G A 4 25 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_46 Pre-Treatment C14orf101 54916 37 14 57070568 57070568 Missense_Mutation SNP C T 3 42 c.380C>T c.(379-381)GCG>GTG p.A127V

Pat_46 Pre-Treatment PPM1A 5494 37 14 60749713 60749713 Nonsense_Mutation SNP A T 19 42 c.292A>T c.(292-294)AAG>TAG p.K98*

Pat_46 Pre-Treatment PPM1A 5494 37 14 60752390 60752391 Missense_Mutation DNP CC TT 24 83 c.883_884CC>TT c.(883-885)CCC>TTC p.P295F

Pat_46 Pre-Treatment PTPN21 11099 37 14 88951470 88951470 Missense_Mutation SNP G A 25 39 c.1028C>T c.(1027-1029)CCG>CTG p.P343L

Pat_46 Pre-Treatment TDP1 55775 37 14 90446978 90446978 Splice_Site SNP T C 9 22 c.884_splice c.e8+2 p.G295_splice

Pat_46 Pre-Treatment CATSPERB 79820 37 14 92136196 92136196 Missense_Mutation SNP G A 9 25 c.1249C>T c.(1249-1251)CAT>TAT p.H417Y

Pat_46 Pre-Treatment CATSPERB 79820 37 14 92159779 92159779 Missense_Mutation SNP C T 13 43 c.661G>A c.(661-663)GAT>AAT p.D221N

Pat_46 Pre-Treatment KIAA1409 57578 37 14 93944038 93944038 Missense_Mutation SNP G A 36 112 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Pre-Treatment PRIMA1 145270 37 14 94245551 94245551 Missense_Mutation SNP G A 7 10 c.200C>T c.(199-201)CCG>CTG p.P67L

Pat_46 Pre-Treatment SERPINA4 5267 37 14 95029923 95029923 Missense_Mutation SNP C T 15 37 c.104C>T c.(103-105)TCC>TTC p.S35F



Pat_46 Pre-Treatment C14orf177 283598 37 14 99182719 99182719 Missense_Mutation SNP G T 3 4 c.191G>T c.(190-192)AGG>ATG p.R64M

Pat_46 Pre-Treatment TECPR2 9895 37 14 102900690 102900691 Missense_Mutation DNP GG AA 22 51 c.1536_1537GG>AAc.(1534-1539)CTGGGC>CTAAGCp.G513S

Pat_46 Pre-Treatment TECPR2 9895 37 14 102901094 102901094 Missense_Mutation SNP C T 9 22 c.1940C>T c.(1939-1941)TCA>TTA p.S647L

Pat_46 Pre-Treatment CDC42BPB 9578 37 14 103434988 103434988 Missense_Mutation SNP T A 24 55 c.2061A>T c.(2059-2061)AAA>AAT p.K687N

Pat_46 Pre-Treatment AKT1 207 37 14 105240265 105240265 Missense_Mutation SNP T C 9 9 c.686A>G c.(685-687)TAC>TGC p.Y229C

Pat_46 Pre-Treatment TJP1 7082 37 15 30026556 30026556 Missense_Mutation SNP T C 22 19 c.1438A>G c.(1438-1440)AGA>GGA p.R480G

Pat_46 Pre-Treatment BUB1B 701 37 15 40457265 40457265 Missense_Mutation SNP C T 65 81 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_46 Pre-Treatment RPAP1 26015 37 15 41817292 41817293 Nonsense_Mutation DNP GG AA 10 16 c.1971_1972CC>TTc.(1969-1974)CCCCAA>CCTTAAp.Q658*

Pat_46 Pre-Treatment TYRO3 7301 37 15 41860520 41860520 Missense_Mutation SNP G A 4 59 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_46 Pre-Treatment GANC 2595 37 15 42632068 42632068 Missense_Mutation SNP C T 22 21 c.2045C>T c.(2044-2046)TCT>TTT p.S682F

Pat_46 Pre-Treatment ZFP106 64397 37 15 42734497 42734498 Missense_Mutation DNP GA AT 17 47 c.3467_3468TC>AT c.(3466-3468)TTC>TAT p.F1156Y

Pat_46 Pre-Treatment UNC13C 440279 37 15 54305661 54305661 Nonsense_Mutation SNP G A 25 25 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_46 Pre-Treatment RNF111 54778 37 15 59323443 59323443 Missense_Mutation SNP C T 29 54 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_46 Pre-Treatment FAM81A 145773 37 15 59752164 59752164 Missense_Mutation SNP C T 3 20 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_46 Pre-Treatment DENND4A 10260 37 15 66048767 66048767 Missense_Mutation SNP G A 19 40 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_46 Pre-Treatment LRRC49 54839 37 15 71329552 71329552 Missense_Mutation SNP G A 12 26 c.1738G>A c.(1738-1740)GGA>AGA p.G580R

Pat_46 Pre-Treatment PARP6 56965 37 15 72552884 72552884 Missense_Mutation SNP G A 168 156 c.691C>T c.(691-693)CCC>TCC p.P231S

Pat_46 Pre-Treatment HCN4 10021 37 15 73616108 73616108 Missense_Mutation SNP G A 12 13 c.2326C>T c.(2326-2328)CCG>TCG p.P776S

Pat_46 Pre-Treatment CYP11A1 1583 37 15 74630935 74630935 Missense_Mutation SNP C T 50 62 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_46 Pre-Treatment MAN2C1 4123 37 15 75648366 75648366 Missense_Mutation SNP G A 3 3 c.3004C>T c.(3004-3006)CTC>TTC p.L1002F

Pat_46 Pre-Treatment RASGRF1 5923 37 15 79296299 79296299 Missense_Mutation SNP C T 10 36 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_46 Pre-Treatment KIAA1199 57214 37 15 81201454 81201454 Missense_Mutation SNP A G 21 34 c.1604A>G c.(1603-1605)AAG>AGG p.K535R

Pat_46 Pre-Treatment TMC3 342125 37 15 81633741 81633741 Nonsense_Mutation SNP G A 4 30 c.1834C>T c.(1834-1836)CGA>TGA p.R612*

Pat_46 Pre-Treatment BNC1 646 37 15 83935634 83935634 Missense_Mutation SNP G A 36 119 c.389C>T c.(388-390)GCC>GTC p.A130V

Pat_46 Pre-Treatment ALPK3 57538 37 15 85400266 85400266 Missense_Mutation SNP C T 5 40 c.2903C>T c.(2902-2904)CCA>CTA p.P968L

Pat_46 Pre-Treatment SLCO3A1 28232 37 15 92671649 92671649 Missense_Mutation SNP C T 48 162 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_46 Pre-Treatment RAB11FIP3 9727 37 16 553054 553054 Missense_Mutation SNP C T 16 22 c.1352C>T c.(1351-1353)TCC>TTC p.S451F

Pat_46 Pre-Treatment WDR90 197335 37 16 715701 715701 Missense_Mutation SNP C T 39 69 c.4334C>T c.(4333-4335)CCC>CTC p.P1445L

Pat_46 Pre-Treatment CLDN9 9080 37 16 3063829 3063829 Missense_Mutation SNP C T 4 17 c.466C>T c.(466-468)CTC>TTC p.L156F

Pat_46 Pre-Treatment ZSCAN10 84891 37 16 3140474 3140474 Missense_Mutation SNP C T 22 67 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_46 Pre-Treatment BTBD12 84464 37 16 3639345 3639345 Missense_Mutation SNP G A 19 48 c.4294C>T c.(4294-4296)CCC>TCC p.P1432S

Pat_46 Pre-Treatment TXNDC11 51061 37 16 11781756 11781756 Nonsense_Mutation SNP G A 22 38 c.2191C>T c.(2191-2193)CAG>TAG p.Q731*

Pat_46 Pre-Treatment MYH11 4629 37 16 15847317 15847317 Missense_Mutation SNP T G 20 49 c.1798A>C c.(1798-1800)AAT>CAT p.N600H

Pat_46 Pre-Treatment ABCC1 4363 37 16 16230351 16230351 Missense_Mutation SNP C T 10 15 c.4142C>T c.(4141-4143)TCG>TTG p.S1381L

Pat_46 Pre-Treatment SMG1 23049 37 16 18902236 18902236 Missense_Mutation SNP A C 17 52 c.557T>G c.(556-558)GTT>GGT p.V186G

Pat_46 Pre-Treatment COQ7 10229 37 16 19088679 19088679 Missense_Mutation SNP G A 9 11 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_46 Pre-Treatment ACSM5 54988 37 16 20451185 20451185 Missense_Mutation SNP C T 7 36 c.1600C>T c.(1600-1602)CGG>TGG p.R534W

Pat_46 Pre-Treatment SLC7A5P2 387254 37 16 21531296 21531297 Missense_Mutation DNP GG AA 8 55 c.390_391CC>TTc.(388-393)TTCCTC>TTTTTC p.L131F

Pat_46 Pre-Treatment CACNG3 10368 37 16 24358111 24358111 Missense_Mutation SNP G A 9 36 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_46 Pre-Treatment GSG1L 146395 37 16 27802741 27802742 Missense_Mutation DNP CC TT 11 21 c.945_946GG>AAc.(943-948)CAGGAA>CAAAAA p.E316K

Pat_46 Pre-Treatment NFATC2IP 84901 37 16 28975053 28975053 Missense_Mutation SNP C T 21 44 c.1129C>T c.(1129-1131)CAC>TAC p.H377Y

Pat_46 Pre-Treatment SEZ6L2 26470 37 16 29891358 29891359 Missense_Mutation DNP GG AA 3 10 c.1399_1400CC>TTc.(1399-1401)CCC>TTC p.P467F

Pat_46 Pre-Treatment SETD1A 9739 37 16 30975992 30975992 Missense_Mutation SNP C T 41 80 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_46 Pre-Treatment ADCY7 113 37 16 50339705 50339705 Missense_Mutation SNP C T 22 28 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_46 Pre-Treatment SALL1 6299 37 16 51172844 51172844 Missense_Mutation SNP G A 9 23 c.3289C>T c.(3289-3291)CCT>TCT p.P1097S

Pat_46 Pre-Treatment NLRC5 84166 37 16 57063972 57063972 Missense_Mutation SNP C T 26 53 c.2393C>T c.(2392-2394)CCT>CTT p.P798L

Pat_46 Pre-Treatment CNOT1 23019 37 16 58589203 58589203 Missense_Mutation SNP G A 19 41 c.2843C>T c.(2842-2844)TCC>TTC p.S948F



Pat_46 Pre-Treatment FHOD1 29109 37 16 67281301 67281301 Nonsense_Mutation SNP C A 17 17 c.13G>T c.(13-15)GAA>TAA p.E5*

Pat_46 Pre-Treatment HYDIN 54768 37 16 70891632 70891632 Missense_Mutation SNP G A 6 67 c.12268C>T c.(12268-12270)CTC>TTC p.L4090F

Pat_46 Pre-Treatment TAT 6898 37 16 71610233 71610233 Missense_Mutation SNP G A 17 24 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Pre-Treatment ADAT1 23536 37 16 75637046 75637046 Missense_Mutation SNP A G 43 83 c.1313T>C c.(1312-1314)CTC>CCC p.L438P

Pat_46 Pre-Treatment CDYL2 124359 37 16 80718827 80718827 Missense_Mutation SNP G A 14 23 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_46 Pre-Treatment CDH13 1012 37 16 83065713 83065713 Missense_Mutation SNP A G 9 5 c.256A>G c.(256-258)AAC>GAC p.N86D

Pat_46 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 4 79 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_46 Pre-Treatment TRPV3 162514 37 17 3430168 3430168 Missense_Mutation SNP A C 11 15 c.1557T>G c.(1555-1557)GAT>GAG p.D519E

Pat_46 Pre-Treatment TEKT1 83659 37 17 6716194 6716194 Missense_Mutation SNP C T 25 95 c.808G>A c.(808-810)GAT>AAT p.D270N

Pat_46 Pre-Treatment WRAP53 55135 37 17 7604862 7604862 Missense_Mutation SNP C T 21 55 c.817C>T c.(817-819)CAC>TAC p.H273Y

Pat_46 Pre-Treatment ARHGEF15 22899 37 17 8216390 8216390 Missense_Mutation SNP C T 21 58 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_46 Pre-Treatment USP43 124739 37 17 9631397 9631397 Missense_Mutation SNP C T 6 15 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_46 Pre-Treatment MYH1 4619 37 17 10399641 10399641 Missense_Mutation SNP C T 28 52 c.4882G>A c.(4882-4884)GAA>AAA p.E1628K

Pat_46 Pre-Treatment MYH2 4620 37 17 10432384 10432384 Missense_Mutation SNP C T 10 25 c.3367G>A c.(3367-3369)GAG>AAG p.E1123K

Pat_46 Pre-Treatment RICH2 9912 37 17 12847457 12847457 Missense_Mutation SNP G A 14 24 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_46 Pre-Treatment KIAA0100 9703 37 17 26961586 26961586 Missense_Mutation SNP G A 17 46 c.3019C>T c.(3019-3021)CTT>TTT p.L1007F

Pat_46 Pre-Treatment PHF12 57649 37 17 27248740 27248740 Missense_Mutation SNP G A 13 53 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_46 Pre-Treatment NF1 4763 37 17 29677227 29677227 Nonsense_Mutation SNP C T 24 59 c.7348C>T c.(7348-7350)CGA>TGA p.R2450*

Pat_46 Pre-Treatment ACCN1 40 37 17 31350879 31350879 Missense_Mutation SNP G A 12 12 c.1196C>T c.(1195-1197)TCA>TTA p.S399L

Pat_46 Pre-Treatment ACCN1 40 37 17 31438943 31438943 Missense_Mutation SNP C T 32 74 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_46 Pre-Treatment UNC45B 146862 37 17 33491151 33491151 Missense_Mutation SNP G A 65 202 c.1117G>A c.(1117-1119)GAT>AAT p.D373N

Pat_46 Pre-Treatment SLFN12L 342615 37 17 33802259 33802259 Missense_Mutation SNP C T 10 19 c.1537G>A c.(1537-1539)GAG>AAG p.E513K

Pat_46 Pre-Treatment KRT32 3882 37 17 39619092 39619092 Missense_Mutation SNP C T 22 23 c.1207G>A c.(1207-1209)GAG>AAG p.E403K

Pat_46 Pre-Treatment KRT9 3857 37 17 39727863 39727863 Missense_Mutation SNP C T 4 8 c.382G>A c.(382-384)GGG>AGG p.G128R

Pat_46 Pre-Treatment KRT14 3861 37 17 39742707 39742707 Missense_Mutation SNP G A 17 38 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_46 Pre-Treatment WNK4 65266 37 17 40932960 40932960 Missense_Mutation SNP G A 55 31 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_46 Pre-Treatment MEOX1 4222 37 17 41719375 41719375 Missense_Mutation SNP C T 47 65 c.668G>A c.(667-669)AGG>AAG p.R223K

Pat_46 Pre-Treatment TMEM101 84336 37 17 42092239 42092239 Missense_Mutation SNP A G 3 67 c.82T>C c.(82-84)TTT>CTT p.F28L

Pat_46 Pre-Treatment KIAA1267 284058 37 17 44249109 44249109 Missense_Mutation SNP G A 33 55 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_46 Pre-Treatment KPNA2 3838 37 17 66033562 66033562 Missense_Mutation SNP C T 31 84 c.164C>T c.(163-165)TCA>TTA p.S55L

Pat_46 Pre-Treatment C17orf28 283987 37 17 72959073 72959073 Missense_Mutation SNP C T 15 47 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_46 Pre-Treatment FOXJ1 2302 37 17 74133889 74133889 Missense_Mutation SNP C A 3 11 c.811G>T c.(811-813)GGG>TGG p.G271W

Pat_46 Pre-Treatment 9-Sep 10801 37 17 75398213 75398213 Missense_Mutation SNP C T 18 42 c.149C>T c.(148-150)CCC>CTC p.P50L

Pat_46 Pre-Treatment LGALS3BP 3959 37 17 76968668 76968668 Missense_Mutation SNP G A 4 33 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_46 Pre-Treatment SMCHD1 23347 37 18 2750443 2750443 Missense_Mutation SNP C T 5 7 c.4103C>T c.(4102-4104)CCC>CTC p.P1368L

Pat_46 Pre-Treatment TXNDC2 84203 37 18 9887184 9887184 Missense_Mutation SNP G C 30 77 c.708G>C c.(706-708)GAG>GAC p.E236D

Pat_46 Pre-Treatment ANKRD30B 374860 37 18 14799105 14799105 Missense_Mutation SNP C T 11 33 c.2035C>T c.(2035-2037)CCT>TCT p.P679S

Pat_46 Pre-Treatment NPC1 4864 37 18 21134821 21134821 Nonsense_Mutation SNP A T 15 43 c.1454T>A c.(1453-1455)TTA>TAA p.L485*

Pat_46 Pre-Treatment NPC1 4864 37 18 21134840 21134840 Missense_Mutation SNP A T 20 46 c.1435T>A c.(1435-1437)TGC>AGC p.C479S

Pat_46 Pre-Treatment LAMA3 3909 37 18 21487610 21487610 Missense_Mutation SNP G A 51 131 c.6815G>A c.(6814-6816)GGT>GAT p.G2272D

Pat_46 Pre-Treatment CDH2 1000 37 18 25570308 25570308 Missense_Mutation SNP C T 14 34 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_46 Pre-Treatment DSC3 1825 37 18 28584314 28584314 Missense_Mutation SNP G A 8 17 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Pre-Treatment DSC2 1824 37 18 28672144 28672144 Nonsense_Mutation SNP T A 16 30 c.274A>T c.(274-276)AGA>TGA p.R92*

Pat_46 Pre-Treatment DSC1 1823 37 18 28714650 28714651 Missense_Mutation DNP AT TA 11 18 c.1760_1761AT>TA c.(1759-1761)AAT>ATA p.N587I

Pat_46 Pre-Treatment KIAA1012 22878 37 18 29470717 29470717 Missense_Mutation SNP C T 22 80 c.1709G>A c.(1708-1710)CGA>CAA p.R570Q

Pat_46 Pre-Treatment RIT2 6014 37 18 40695456 40695456 Missense_Mutation SNP G A 32 61 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_46 Pre-Treatment SLC14A1 6563 37 18 43319493 43319493 Missense_Mutation SNP G A 19 39 c.812G>A c.(811-813)GGA>GAA p.G271E



Pat_46 Pre-Treatment PSTPIP2 9050 37 18 43570702 43570702 Missense_Mutation SNP G A 6 13 c.941C>T c.(940-942)CCT>CTT p.P314L

Pat_46 Pre-Treatment TCEB3B 51224 37 18 44560363 44560363 Missense_Mutation SNP C T 4 8 c.1273G>A c.(1273-1275)GAT>AAT p.D425N

Pat_46 Pre-Treatment TCEB3B 51224 37 18 44561172 44561172 Missense_Mutation SNP C T 6 18 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Pre-Treatment DCC 1630 37 18 50432428 50432428 Missense_Mutation SNP C T 13 58 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_46 Pre-Treatment DCC 1630 37 18 50741963 50741963 Missense_Mutation SNP C T 33 88 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Pre-Treatment ALPK2 115701 37 18 56246363 56246363 Missense_Mutation SNP G A 24 54 c.1645C>T c.(1645-1647)CCG>TCG p.P549S

Pat_46 Pre-Treatment SERPINB7 8710 37 18 61465919 61465919 Missense_Mutation SNP G A 36 92 c.536G>A c.(535-537)GGC>GAC p.G179D

Pat_46 Pre-Treatment CDH7 1005 37 18 63547837 63547837 Missense_Mutation SNP G A 11 20 c.2065G>A c.(2065-2067)GAA>AAA p.E689K

Pat_46 Pre-Treatment ZNF516 9658 37 18 74092154 74092154 Missense_Mutation SNP G A 17 38 c.1916C>T c.(1915-1917)ACC>ATC p.T639I

Pat_46 Pre-Treatment SALL3 27164 37 18 76753541 76753541 Missense_Mutation SNP C T 3 14 c.1550C>T c.(1549-1551)CCC>CTC p.P517L

Pat_46 Pre-Treatment HCN2 610 37 19 613987 613987 Missense_Mutation SNP C T 3 70 c.1961C>T c.(1960-1962)ACG>ATG p.T654M

Pat_46 Pre-Treatment CNN2 1265 37 19 1037859 1037859 Missense_Mutation SNP C T 32 28 c.890C>T c.(889-891)CCT>CTT p.P297L

Pat_46 Pre-Treatment ZNF556 80032 37 19 2877942 2877942 Missense_Mutation SNP C T 16 6 c.986C>T c.(985-987)TCC>TTC p.S329F

Pat_46 Pre-Treatment PIP5K1C 23396 37 19 3661061 3661061 Missense_Mutation SNP G A 50 25 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_46 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 3 63 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_46 Pre-Treatment MUC16 94025 37 19 9045834 9045834 Missense_Mutation SNP C T 20 16 c.35797G>A c.(35797-35799)GAA>AAA p.E11933K

Pat_46 Pre-Treatment MUC16 94025 37 19 9045848 9045848 Missense_Mutation SNP G A 22 14 c.35783C>T c.(35782-35784)TCA>TTA p.S11928L

Pat_46 Pre-Treatment MUC16 94025 37 19 9068949 9068949 Missense_Mutation SNP G A 22 18 c.18497C>T c.(18496-18498)TCT>TTT p.S6166F

Pat_46 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 3 28 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_46 Pre-Treatment CYP4F22 126410 37 19 15651274 15651274 Missense_Mutation SNP T C 41 39 c.685T>C c.(685-687)TAT>CAT p.Y229H

Pat_46 Pre-Treatment OR10H2 26538 37 19 15839088 15839088 Missense_Mutation SNP C T 13 14 c.235C>T c.(235-237)CCG>TCG p.P79S

Pat_46 Pre-Treatment USHBP1 83878 37 19 17367350 17367350 Missense_Mutation SNP C T 41 26 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_46 Pre-Treatment ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 5 71 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_46 Pre-Treatment ZNF93 81931 37 19 20045266 20045266 Missense_Mutation SNP A G 5 69 c.1502A>G c.(1501-1503)AAA>AGA p.K501R

Pat_46 Pre-Treatment ZNF626 199777 37 19 20807643 20807643 Missense_Mutation SNP C T 3 90 c.1040G>A c.(1039-1041)GGC>GAC p.G347D

Pat_46 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 4 78 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_46 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 5 61 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_46 Pre-Treatment ZNF257 113835 37 19 22271507 22271507 Missense_Mutation SNP G A 20 77 c.955G>A c.(955-957)GAA>AAA p.E319K

Pat_46 Pre-Treatment ZNF676 163223 37 19 22363003 22363003 Missense_Mutation SNP T C 24 73 c.1516A>G c.(1516-1518)AAA>GAA p.K506E

Pat_46 Pre-Treatment ZNF676 163223 37 19 22363008 22363008 Missense_Mutation SNP C G 3 91 c.1511G>C c.(1510-1512)CGC>CCC p.R504P

Pat_46 Pre-Treatment ZNF98 148198 37 19 22574629 22574629 Missense_Mutation SNP C T 21 60 c.1408G>A c.(1408-1410)GCT>ACT p.A470T

Pat_46 Pre-Treatment ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 3 81 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_46 Pre-Treatment ZNF99 7652 37 19 22942448 22942448 Missense_Mutation SNP T A 3 5 c.326A>T c.(325-327)GAT>GTT p.D109V

Pat_46 Pre-Treatment LRP3 4037 37 19 33695665 33695665 Missense_Mutation SNP T C 10 22 c.382T>C c.(382-384)TTC>CTC p.F128L

Pat_46 Pre-Treatment KIRREL2 84063 37 19 36357300 36357300 Missense_Mutation SNP C T 44 120 c.2033C>T c.(2032-2034)TCC>TTC p.S678F

Pat_46 Pre-Treatment ZNF565 147929 37 19 36673967 36673967 Missense_Mutation SNP G A 11 47 c.901C>T c.(901-903)CAC>TAC p.H301Y

Pat_46 Pre-Treatment ZNF383 163087 37 19 37734537 37734537 Missense_Mutation SNP C T 10 31 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_46 Pre-Treatment DLL3 10683 37 19 39998559 39998559 Missense_Mutation SNP C T 4 25 c.1763C>T c.(1762-1764)GCG>GTG p.A588V

Pat_46 Pre-Treatment CLC 1178 37 19 40225069 40225070 Missense_Mutation DNP GG AT 47 121 c.156_157CC>ATc.(154-159)TTCCAT>TTATATp.52_53FH>LY

Pat_46 Pre-Treatment SHKBP1 92799 37 19 41086687 41086687 Missense_Mutation SNP C T 21 39 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_46 Pre-Treatment CEACAM5 1048 37 19 42213788 42213788 Missense_Mutation SNP G A 26 82 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_46 Pre-Treatment GRIK5 2901 37 19 42525609 42525609 Nonsense_Mutation SNP C T 5 9 c.1715G>A c.(1714-1716)TGG>TAG p.W572*

Pat_46 Pre-Treatment PSG8 440533 37 19 43262211 43262211 Missense_Mutation SNP C T 86 165 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_46 Pre-Treatment PSG1 5669 37 19 43376195 43376195 Missense_Mutation SNP C T 21 45 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_46 Pre-Treatment PSG9 5678 37 19 43762435 43762435 Missense_Mutation SNP G A 42 96 c.1162C>T c.(1162-1164)CAT>TAT p.H388Y

Pat_46 Pre-Treatment ZNF233 353355 37 19 44777762 44777762 Missense_Mutation SNP G A 5 15 c.949G>A c.(949-951)GGT>AGT p.G317S

Pat_46 Pre-Treatment PPP5C 5536 37 19 46887130 46887130 Missense_Mutation SNP C T 25 76 c.793C>T c.(793-795)CCC>TCC p.P265S



Pat_46 Pre-Treatment EHD2 30846 37 19 48220035 48220035 Missense_Mutation SNP G A 7 19 c.166G>A c.(166-168)GAC>AAC p.D56N

Pat_46 Pre-Treatment ZNF175 7728 37 19 52091536 52091536 Missense_Mutation SNP C T 11 25 c.1952C>T c.(1951-1953)TCG>TTG p.S651L

Pat_46 Pre-Treatment SIGLEC5 8778 37 19 52131203 52131203 Missense_Mutation SNP G A 11 32 c.881C>T c.(880-882)TCC>TTC p.S294F

Pat_46 Pre-Treatment FPR2 2358 37 19 52272576 52272576 Missense_Mutation SNP G A 16 30 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_46 Pre-Treatment FPR3 2359 37 19 52327313 52327313 Missense_Mutation SNP G A 17 62 c.312G>A c.(310-312)ATG>ATA p.M104I

Pat_46 Pre-Treatment ZNF611 81856 37 19 53209661 53209661 Missense_Mutation SNP G A 20 51 c.647C>T c.(646-648)TCA>TTA p.S216L

Pat_46 Pre-Treatment ZNF415 55786 37 19 53612783 53612783 Missense_Mutation SNP C T 12 34 c.659G>A c.(658-660)GGT>GAT p.G220D

Pat_46 Pre-Treatment KIR2DS4 3809 37 19 55351067 55351067 Missense_Mutation SNP G A 37 112 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_46 Pre-Treatment NLRP8 126205 37 19 56490764 56490764 Missense_Mutation SNP G A 18 53 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_46 Pre-Treatment ZFP28 140612 37 19 57066001 57066001 Missense_Mutation SNP C T 17 51 c.1847C>T c.(1846-1848)CCT>CTT p.P616L

Pat_46 Pre-Treatment ZNF329 79673 37 19 58640786 58640786 Missense_Mutation SNP G A 42 122 c.85C>T c.(85-87)CCC>TCC p.P29S

Pat_46 Pre-Treatment ZNF8 7554 37 19 58805844 58805844 Missense_Mutation SNP C T 11 21 c.670C>T c.(670-672)CCA>TCA p.P224S

Pat_46 Pre-Treatment PXDN 7837 37 2 1667507 1667507 Missense_Mutation SNP G C 4 55 c.1437C>G c.(1435-1437)CAC>CAG p.H479Q

Pat_46 Pre-Treatment APOB 338 37 2 21256261 21256261 Missense_Mutation SNP G A 15 28 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_46 Pre-Treatment ATAD2B 54454 37 2 24046313 24046313 Missense_Mutation SNP C T 20 28 c.1946G>A c.(1945-1947)AGT>AAT p.S649N

Pat_46 Pre-Treatment KIF3C 3797 37 2 26204074 26204074 Missense_Mutation SNP C T 4 81 c.713G>A c.(712-714)CGA>CAA p.R238Q

Pat_46 Pre-Treatment SLC5A6 8884 37 2 27425706 27425706 Missense_Mutation SNP G A 32 69 c.1250C>T c.(1249-1251)TCC>TTC p.S417F

Pat_46 Pre-Treatment C2orf16 84226 37 2 27804700 27804700 Missense_Mutation SNP C T 75 199 c.5261C>T c.(5260-5262)TCT>TTT p.S1754F

Pat_46 Pre-Treatment FAM179A 165186 37 2 29225533 29225533 Missense_Mutation SNP G A 3 18 c.559G>A c.(559-561)GCC>ACC p.A187T

Pat_46 Pre-Treatment C2orf71 388939 37 2 29296101 29296101 Missense_Mutation SNP G A 32 46 c.1027C>T c.(1027-1029)CTC>TTC p.L343F

Pat_46 Pre-Treatment HEATR5B 54497 37 2 37227870 37227870 Missense_Mutation SNP G A 18 50 c.5404C>T c.(5404-5406)CCT>TCT p.P1802S

Pat_46 Pre-Treatment CEBPZ 10153 37 2 37455246 37455246 Nonsense_Mutation SNP G A 8 27 c.1090C>T c.(1090-1092)CGA>TGA p.R364*

Pat_46 Pre-Treatment LOC728819 728819 37 2 43902786 43902786 Missense_Mutation SNP A T 8 20 c.676T>A c.(676-678)TAT>AAT p.Y226N

Pat_46 Pre-Treatment FSHR 2492 37 2 49190018 49190018 Missense_Mutation SNP C T 5 17 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_46 Pre-Treatment ETAA1 54465 37 2 67631235 67631235 Missense_Mutation SNP C T 3 11 c.1421C>T c.(1420-1422)TCC>TTC p.S474F

Pat_46 Pre-Treatment CCT7 10574 37 2 73474975 73474975 Missense_Mutation SNP C T 16 31 c.704C>T c.(703-705)CCC>CTC p.P235L

Pat_46 Pre-Treatment ALMS1 7840 37 2 73675797 73675797 Missense_Mutation SNP C T 32 81 c.2146C>T c.(2146-2148)CCC>TCC p.P716S

Pat_46 Pre-Treatment CTNNA2 1496 37 2 80874951 80874951 Missense_Mutation SNP C T 29 52 c.2816C>T c.(2815-2817)TCG>TTG p.S939L

Pat_46 Pre-Treatment SFTPB 6439 37 2 85893781 85893781 Missense_Mutation SNP C T 3 111 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_46 Pre-Treatment EIF2AK3 9451 37 2 88874860 88874860 Missense_Mutation SNP G A 38 91 c.2141C>T c.(2140-2142)CCT>CTT p.P714L

Pat_46 Pre-Treatment VWA3B 200403 37 2 98844782 98844782 Missense_Mutation SNP G A 16 26 c.2137G>A c.(2137-2139)GAT>AAT p.D713N

Pat_46 Pre-Treatment SLC9A4 389015 37 2 103142776 103142776 Missense_Mutation SNP G A 28 66 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_46 Pre-Treatment RANBP2 5903 37 2 109384260 109384260 Missense_Mutation SNP G A 5 244 c.7265G>A c.(7264-7266)CGT>CAT p.R2422H

Pat_46 Pre-Treatment IL1A 3552 37 2 113532775 113532775 Missense_Mutation SNP C T 25 71 c.685G>A c.(685-687)GGC>AGC p.G229S

Pat_46 Pre-Treatment IL1B 3553 37 2 113587942 113587942 Missense_Mutation SNP G A 16 32 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_46 Pre-Treatment NCKAP5 344148 37 2 133489429 133489429 Missense_Mutation SNP G A 13 25 c.5324C>T c.(5323-5325)TCC>TTC p.S1775F

Pat_46 Pre-Treatment YSK4 80122 37 2 135763044 135763044 Missense_Mutation SNP G A 18 34 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_46 Pre-Treatment ARHGAP15 55843 37 2 143974010 143974010 Missense_Mutation SNP C G 6 24 c.292C>G c.(292-294)CTA>GTA p.L98V

Pat_46 Pre-Treatment NEB 4703 37 2 152370918 152370918 Missense_Mutation SNP C T 39 106 c.17938G>A c.(17938-17940)GAA>AAA p.E5980K

Pat_46 Pre-Treatment CCDC148 130940 37 2 159077171 159077171 Missense_Mutation SNP C T 6 8 c.1306G>A c.(1306-1308)GAT>AAT p.D436N

Pat_46 Pre-Treatment LY75 4065 37 2 160742933 160742933 Missense_Mutation SNP G A 13 38 c.911C>T c.(910-912)CCA>CTA p.P304L

Pat_46 Pre-Treatment ITGB6 3694 37 2 161052127 161052127 Splice_Site SNP C T 15 34 c.347_splice c.e4-1 p.G116_splice

Pat_46 Pre-Treatment SCN3A 6328 37 2 165953782 165953782 Missense_Mutation SNP A C 5 67 c.4219T>G c.(4219-4221)TAT>GAT p.Y1407D

Pat_46 Pre-Treatment SCN1A 6323 37 2 166897895 166897895 Nonsense_Mutation SNP C T 21 70 c.2228G>A c.(2227-2229)TGG>TAG p.W743*

Pat_46 Pre-Treatment G6PC2 57818 37 2 169761055 169761055 Nonsense_Mutation SNP G A 94 229 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_46 Pre-Treatment ITGA6 3655 37 2 173339794 173339794 Missense_Mutation SNP C T 10 38 c.1124C>T c.(1123-1125)TCT>TTT p.S375F

Pat_46 Pre-Treatment PDE11A 50940 37 2 178879150 178879150 Missense_Mutation SNP C T 12 27 c.950G>A c.(949-951)GGA>GAA p.G317E



Pat_46 Pre-Treatment TTN 7273 37 2 179417758 179417758 Missense_Mutation SNP G A 6 6 c.82165C>T c.(82165-82167)CCT>TCT p.P27389S

Pat_46 Pre-Treatment TTN 7273 37 2 179426396 179426397 Missense_Mutation DNP GG AA 8 21 c.76758_76759CC>TTc.(76756-76761)CCCCCA>CCTTCAp.P25587S

Pat_46 Pre-Treatment TTN 7273 37 2 179431936 179431936 Nonsense_Mutation SNP C T 17 52 c.71219G>A c.(71218-71220)TGG>TAG p.W23740*

Pat_46 Pre-Treatment TTN 7273 37 2 179435273 179435273 Missense_Mutation SNP T C 5 10 c.67882A>G c.(67882-67884)ACT>GCT p.T22628A

Pat_46 Pre-Treatment TTN 7273 37 2 179439473 179439473 Missense_Mutation SNP C G 16 57 c.63682G>C c.(63682-63684)GAG>CAG p.E21228Q

Pat_46 Pre-Treatment TTN 7273 37 2 179464532 179464532 Missense_Mutation SNP C T 11 19 c.48392G>A c.(48391-48393)GGA>GAA p.G16131E

Pat_46 Pre-Treatment TTN 7273 37 2 179475048 179475048 Missense_Mutation SNP C T 14 34 c.43501G>A c.(43501-43503)GAA>AAA p.E14501K

Pat_46 Pre-Treatment TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 17 46 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_46 Pre-Treatment TTN 7273 37 2 179542534 179542534 Missense_Mutation SNP C T 19 52 c.30373G>A c.(30373-30375)GAA>AAA p.E10125K

Pat_46 Pre-Treatment TTN 7273 37 2 179584152 179584152 Missense_Mutation SNP G A 17 28 c.20233C>T c.(20233-20235)CGC>TGC p.R6745C

Pat_46 Pre-Treatment ZNF804A 91752 37 2 185802432 185802432 Missense_Mutation SNP G A 17 35 c.2309G>A c.(2308-2310)CGA>CAA p.R770Q

Pat_46 Pre-Treatment CLK1 1195 37 2 201724923 201724923 Nonsense_Mutation SNP T A 41 142 c.406A>T c.(406-408)AAA>TAA p.K136*

Pat_46 Pre-Treatment ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 5 14 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_46 Pre-Treatment CRYGC 1420 37 2 208994365 208994365 Missense_Mutation SNP C T 53 123 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Pre-Treatment MAP2 4133 37 2 210570403 210570403 Missense_Mutation SNP T A 56 130 c.4684T>A c.(4684-4686)TCC>ACC p.S1562T

Pat_46 Pre-Treatment MYL1 4632 37 2 211163257 211163257 Missense_Mutation SNP C T 11 21 c.191G>A c.(190-192)AGA>AAA p.R64K

Pat_46 Pre-Treatment SLC4A3 6508 37 2 220496794 220496794 Missense_Mutation SNP C T 7 10 c.916C>T c.(916-918)CGC>TGC p.R306C

Pat_46 Pre-Treatment SLC4A3 6508 37 2 220498087 220498087 Missense_Mutation SNP C T 14 30 c.1369C>T c.(1369-1371)CCC>TCC p.P457S

Pat_46 Pre-Treatment PAX3 5077 37 2 223160307 223160307 Missense_Mutation SNP A T 34 63 c.391T>A c.(391-393)TGG>AGG p.W131R

Pat_46 Pre-Treatment SPHKAP 80309 37 2 228860378 228860378 Missense_Mutation SNP G A 7 7 c.4481C>T c.(4480-4482)GCT>GTT p.A1494V

Pat_46 Pre-Treatment PID1 55022 37 2 229890692 229890692 Missense_Mutation SNP C T 13 33 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_46 Pre-Treatment SP140 11262 37 2 231108493 231108493 Missense_Mutation SNP G A 25 62 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_46 Pre-Treatment ITM2C 81618 37 2 231742251 231742251 Missense_Mutation SNP G A 3 59 c.698G>A c.(697-699)CGG>CAG p.R233Q

Pat_46 Pre-Treatment NMUR1 10316 37 2 232393481 232393481 Missense_Mutation SNP A G 11 56 c.251T>C c.(250-252)GTC>GCC p.V84A

Pat_46 Pre-Treatment UGT1A1 54658 37 2 234669433 234669433 Missense_Mutation SNP C T 26 74 c.500C>T c.(499-501)CCC>CTC p.P167L

Pat_46 Pre-Treatment RSPO4 343637 37 20 947880 947880 Missense_Mutation SNP C T 20 44 c.346G>A c.(346-348)GGG>AGG p.G116R

Pat_46 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 4 133 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_46 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 4 130 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_46 Pre-Treatment DEFB115 245929 37 20 29847311 29847311 Missense_Mutation SNP C T 7 23 c.143C>T c.(142-144)TCA>TTA p.S48L

Pat_46 Pre-Treatment DEFB116 245930 37 20 29891208 29891208 Missense_Mutation SNP G A 22 38 c.116C>T c.(115-117)CCA>CTA p.P39L

Pat_46 Pre-Treatment C20orf185 359710 37 20 31644471 31644471 Missense_Mutation SNP G A 9 17 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_46 Pre-Treatment NECAB3 63941 37 20 32257228 32257228 Missense_Mutation SNP C T 33 106 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_46 Pre-Treatment ACSS2 55902 37 20 33502209 33502209 Missense_Mutation SNP C T 12 25 c.803C>T c.(802-804)CCC>CTC p.P268L

Pat_46 Pre-Treatment PTPRT 11122 37 20 40735493 40735493 Missense_Mutation SNP C G 17 49 c.3323G>C c.(3322-3324)GGG>GCG p.G1108A

Pat_46 Pre-Treatment PTPRT 11122 37 20 40743942 40743942 Missense_Mutation SNP C T 25 45 c.2996G>A c.(2995-2997)CGA>CAA p.R999Q

Pat_46 Pre-Treatment PTPRT 11122 37 20 40747054 40747054 Missense_Mutation SNP C T 21 55 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_46 Pre-Treatment PTPRT 11122 37 20 41100912 41100912 Missense_Mutation SNP C T 15 36 c.1444G>A c.(1444-1446)GAA>AAA p.E482K

Pat_46 Pre-Treatment PTPRT 11122 37 20 41306689 41306689 Missense_Mutation SNP C T 4 23 c.970G>A c.(970-972)GAA>AAA p.E324K

Pat_46 Pre-Treatment MMP9 4318 37 20 44639672 44639672 Missense_Mutation SNP C T 12 33 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_46 Pre-Treatment CDH22 64405 37 20 44815559 44815559 Missense_Mutation SNP G A 50 132 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_46 Pre-Treatment SLC13A3 64849 37 20 45224923 45224923 Missense_Mutation SNP C T 34 93 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_46 Pre-Treatment SULF2 55959 37 20 46295003 46295004 Splice_Site DNP CC TT 16 63 c.1805_splice c.e12+1 p.R602_splice

Pat_46 Pre-Treatment KCNB1 3745 37 20 47990627 47990627 Nonsense_Mutation SNP C T 14 50 c.1470G>A c.(1468-1470)TGG>TGA p.W490*

Pat_46 Pre-Treatment CASS4 57091 37 20 55033513 55033513 Missense_Mutation SNP C A 30 66 c.2071C>A c.(2071-2073)CAC>AAC p.H691N

Pat_46 Pre-Treatment ZNF831 128611 37 20 57766991 57766991 Missense_Mutation SNP C T 7 3 c.917C>T c.(916-918)TCG>TTG p.S306L

Pat_46 Pre-Treatment ZNF831 128611 37 20 57770957 57770957 Nonsense_Mutation SNP C T 36 102 c.3772C>T c.(3772-3774)CAG>TAG p.Q1258*

Pat_46 Pre-Treatment ZNF831 128611 37 20 57829544 57829544 Missense_Mutation SNP G A 13 40 c.4780G>A c.(4780-4782)GGC>AGC p.G1594S



Pat_46 Pre-Treatment ADRM1 11047 37 20 60882672 60882672 Missense_Mutation SNP C T 3 46 c.644C>T c.(643-645)GCG>GTG p.A215V

Pat_46 Pre-Treatment ITSN1 6453 37 21 35140024 35140024 Nonsense_Mutation SNP C T 7 37 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_46 Pre-Treatment DSCAM 1826 37 21 41550881 41550881 Missense_Mutation SNP C T 9 28 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_46 Pre-Treatment UBASH3A 53347 37 21 43826440 43826440 Missense_Mutation SNP G A 10 47 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_46 Pre-Treatment DGCR2 9993 37 22 19028601 19028601 Missense_Mutation SNP G A 10 34 c.1366C>T c.(1366-1368)CAC>TAC p.H456Y

Pat_46 Pre-Treatment ZNF74 7625 37 22 20760788 20760788 Missense_Mutation SNP G A 4 126 c.1465G>A c.(1465-1467)GTG>ATG p.V489M

Pat_46 Pre-Treatment MYO18B 84700 37 22 26286768 26286768 Missense_Mutation SNP G A 18 36 c.4360G>A c.(4360-4362)GAT>AAT p.D1454N

Pat_46 Pre-Treatment ASPHD2 57168 37 22 26829939 26829939 Missense_Mutation SNP G A 12 33 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_46 Pre-Treatment RBM9 23543 37 22 36155947 36155947 Missense_Mutation SNP G A 28 41 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_46 Pre-Treatment CSF2RB 1439 37 22 37333540 37333540 Missense_Mutation SNP G A 4 13 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_46 Pre-Treatment CSF2RB 1439 37 22 37334044 37334044 Missense_Mutation SNP C T 4 32 c.2194C>T c.(2194-2196)CCC>TCC p.P732S

Pat_46 Pre-Treatment RANGAP1 5905 37 22 41657514 41657514 Missense_Mutation SNP A C 5 21 c.551T>G c.(550-552)GTC>GGC p.V184G

Pat_46 Pre-Treatment PMM1 5372 37 22 41973333 41973333 Missense_Mutation SNP G A 23 60 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_46 Pre-Treatment PMM1 5372 37 22 41973900 41973900 Missense_Mutation SNP G A 20 54 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_46 Pre-Treatment SREBF2 6721 37 22 42296417 42296417 Missense_Mutation SNP C T 8 28 c.2822C>T c.(2821-2823)TCC>TTC p.S941F

Pat_46 Pre-Treatment TNFRSF13C 115650 37 22 42321522 42321522 Missense_Mutation SNP G A 7 33 c.404C>T c.(403-405)CCG>CTG p.P135L

Pat_46 Pre-Treatment PHF21B 112885 37 22 45309869 45309869 Missense_Mutation SNP G A 18 27 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_46 Pre-Treatment GTSE1 51512 37 22 46704247 46704247 Missense_Mutation SNP C T 22 58 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_46 Pre-Treatment MOV10L1 54456 37 22 50537923 50537923 Missense_Mutation SNP C T 5 13 c.334C>T c.(334-336)CCC>TCC p.P112S

Pat_46 Pre-Treatment PANX2 56666 37 22 50617383 50617383 Missense_Mutation SNP G A 5 15 c.1711G>A c.(1711-1713)GAA>AAA p.E571K

Pat_46 Pre-Treatment KLHDC7B 113730 37 22 50988202 50988202 Missense_Mutation SNP C T 4 10 c.1607C>T c.(1606-1608)ACC>ATC p.T536I

Pat_46 Pre-Treatment ACR 49 37 22 51178379 51178379 Missense_Mutation SNP C T 5 20 c.539C>T c.(538-540)GCC>GTC p.A180V

Pat_46 Pre-Treatment IRAK2 3656 37 3 10268062 10268062 Missense_Mutation SNP C T 10 22 c.1217C>T c.(1216-1218)GCC>GTC p.A406V

Pat_46 Pre-Treatment IQSEC1 9922 37 3 12957209 12957209 Missense_Mutation SNP G A 40 99 c.2087C>T c.(2086-2088)CCC>CTC p.P696L

Pat_46 Pre-Treatment NR2C2 7182 37 3 15055225 15055226 Missense_Mutation DNP TC GT 10 28 c.202_203TC>GT c.(202-204)TCC>GTC p.S68V

Pat_46 Pre-Treatment SCN5A 6331 37 3 38646255 38646255 Missense_Mutation SNP G A 13 14 c.1483C>T c.(1483-1485)CCC>TCC p.P495S

Pat_46 Pre-Treatment SCN10A 6336 37 3 38739255 38739255 Missense_Mutation SNP T C 8 21 c.5456A>G c.(5455-5457)GAT>GGT p.D1819G

Pat_46 Pre-Treatment XIRP1 165904 37 3 39227066 39227066 Missense_Mutation SNP G A 10 38 c.3871C>T c.(3871-3873)CTT>TTT p.L1291F

Pat_46 Pre-Treatment MYRIP 25924 37 3 40211568 40211568 Missense_Mutation SNP C T 3 87 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_46 Pre-Treatment MYRIP 25924 37 3 40275539 40275539 Missense_Mutation SNP G A 25 42 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_46 Pre-Treatment ULK4 54986 37 3 41860958 41860958 Missense_Mutation SNP G A 15 29 c.1805C>T c.(1804-1806)CCC>CTC p.P602L

Pat_46 Pre-Treatment CCBP2 1238 37 3 42906733 42906733 Missense_Mutation SNP C T 16 42 c.739C>T c.(739-741)CGG>TGG p.R247W

Pat_46 Pre-Treatment COL7A1 1294 37 3 48629552 48629552 Missense_Mutation SNP G A 20 42 c.1223C>T c.(1222-1224)TCC>TTC p.S408F

Pat_46 Pre-Treatment QARS 5859 37 3 49137892 49137892 Splice_Site SNP C T 12 27 c.977_splice c.e12-1 p.G326_splice

Pat_46 Pre-Treatment DOCK3 1795 37 3 51101878 51101878 Splice_Site SNP G A 27 58 c.316_splice c.e6-1 p.K106_splice

Pat_46 Pre-Treatment DOCK3 1795 37 3 51352520 51352520 Missense_Mutation SNP G A 14 34 c.3363G>A c.(3361-3363)ATG>ATA p.M1121I

Pat_46 Pre-Treatment CACNA1D 776 37 3 53835211 53835211 Missense_Mutation SNP G A 18 54 c.5167G>A c.(5167-5169)GAT>AAT p.D1723N

Pat_46 Pre-Treatment CACNA2D3 55799 37 3 55107857 55107857 Missense_Mutation SNP C T 5 8 c.3154C>T c.(3154-3156)CCA>TCA p.P1052S

Pat_46 Pre-Treatment ERC2 26059 37 3 55922538 55922538 Missense_Mutation SNP C T 31 79 c.2443G>A c.(2443-2445)GAA>AAA p.E815K

Pat_46 Pre-Treatment RPP14 11102 37 3 58303182 58303182 Missense_Mutation SNP C T 7 13 c.334C>T c.(334-336)CTT>TTT p.L112F

Pat_46 Pre-Treatment CADPS 8618 37 3 62522224 62522224 Missense_Mutation SNP C T 26 89 c.1999G>A c.(1999-2001)GAA>AAA p.E667K

Pat_46 Pre-Treatment ADAMTS9 56999 37 3 64640105 64640105 Missense_Mutation SNP G A 26 89 c.1240C>T c.(1240-1242)CCC>TCC p.P414S

Pat_46 Pre-Treatment KBTBD8 84541 37 3 67054118 67054118 Missense_Mutation SNP C T 8 21 c.727C>T c.(727-729)CCT>TCT p.P243S

Pat_46 Pre-Treatment FAM86D 692099 37 3 75472210 75472211 Missense_Mutation DNP GG AA 19 46 c.639_640CC>TTc.(637-642)GGCCGG>GGTTGGp.R214W

Pat_46 Pre-Treatment EPHA3 2042 37 3 89528644 89528644 Missense_Mutation SNP C T 6 17 c.2944C>T c.(2944-2946)CCC>TCC p.P982S

Pat_46 Pre-Treatment EPHA6 285220 37 3 97124042 97124042 Missense_Mutation SNP G A 7 6 c.1655G>A c.(1654-1656)AGC>AAC p.S552N

Pat_46 Pre-Treatment EPHA6 285220 37 3 97167559 97167559 Missense_Mutation SNP G A 28 22 c.1879G>A c.(1879-1881)GAA>AAA p.E627K



Pat_46 Pre-Treatment MYH15 22989 37 3 108117645 108117645 Missense_Mutation SNP C T 68 74 c.5032G>A c.(5032-5034)GAT>AAT p.D1678N

Pat_46 Pre-Treatment CD86 942 37 3 121838341 121838341 Missense_Mutation SNP C T 6 17 c.950C>T c.(949-951)TCG>TTG p.S317L

Pat_46 Pre-Treatment FAM162A 26355 37 3 122126227 122126228 Missense_Mutation DNP GG AA 13 23 c.363_364GG>AAc.(361-366)GAGGGC>GAAAGCp.G122S

Pat_46 Pre-Treatment EEFSEC 60678 37 3 127981041 127981041 Missense_Mutation SNP C T 9 29 c.595C>T c.(595-597)CCA>TCA p.P199S

Pat_46 Pre-Treatment C3orf36 80111 37 3 133647323 133647323 Missense_Mutation SNP C G 4 7 c.325G>C c.(325-327)GGG>CGG p.G109R

Pat_46 Pre-Treatment IL20RB 53833 37 3 136699340 136699340 Missense_Mutation SNP C T 38 125 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_46 Pre-Treatment CLSTN2 64084 37 3 140284946 140284946 Missense_Mutation SNP G A 5 21 c.2719G>A c.(2719-2721)GAA>AAA p.E907K

Pat_46 Pre-Treatment ATR 545 37 3 142188288 142188288 Missense_Mutation SNP C T 26 68 c.6443G>A c.(6442-6444)CGA>CAA p.R2148Q

Pat_46 Pre-Treatment MED12L 116931 37 3 150845664 150845664 Missense_Mutation SNP C T 9 27 c.449C>T c.(448-450)TCT>TTT p.S150F

Pat_46 Pre-Treatment TRIM59 286827 37 3 160156050 160156050 Missense_Mutation SNP A C 13 34 c.922T>G c.(922-924)TCT>GCT p.S308A

Pat_46 Pre-Treatment SI 6476 37 3 164735377 164735377 Missense_Mutation SNP G A 17 59 c.3718C>T c.(3718-3720)CGG>TGG p.R1240W

Pat_46 Pre-Treatment SLITRK3 22865 37 3 164906436 164906436 Missense_Mutation SNP G A 13 17 c.2183C>T c.(2182-2184)TCC>TTC p.S728F

Pat_46 Pre-Treatment SERPINI2 5276 37 3 167189541 167189541 Missense_Mutation SNP C T 33 64 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_46 Pre-Treatment WDR49 151790 37 3 167322110 167322110 Missense_Mutation SNP G A 18 43 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_46 Pre-Treatment EIF2B5 8893 37 3 183861313 183861313 Missense_Mutation SNP C T 22 45 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_46 Pre-Treatment C3orf65 646600 37 3 185434414 185434414 Missense_Mutation SNP G A 8 6 c.247G>A c.(247-249)GAA>AAA p.E83K

Pat_46 Pre-Treatment TPRG1 285386 37 3 188956652 188956652 Missense_Mutation SNP C T 27 78 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_46 Pre-Treatment C3orf21 152002 37 3 194790515 194790516 Missense_Mutation DNP CC TT 6 24 c.1110_1111GG>AAc.(1108-1113)GAGGCC>GAAACCp.A371T

Pat_46 Pre-Treatment PDE6B 5158 37 4 647869 647869 Missense_Mutation SNP G A 9 40 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_46 Pre-Treatment WHSC1 7468 37 4 1961339 1961339 Missense_Mutation SNP C T 29 60 c.3127C>T c.(3127-3129)CCG>TCG p.P1043S

Pat_46 Pre-Treatment SH3TC1 54436 37 4 8239332 8239332 Missense_Mutation SNP G A 12 32 c.3688G>A c.(3688-3690)GAG>AAG p.E1230K

Pat_46 Pre-Treatment CPZ 8532 37 4 8621304 8621304 Missense_Mutation SNP C T 6 13 c.1919C>T c.(1918-1920)TCG>TTG p.S640L

Pat_46 Pre-Treatment ZNF518B 85460 37 4 10446289 10446289 Missense_Mutation SNP G A 14 28 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_46 Pre-Treatment DCAF16 54876 37 4 17805374 17805374 Missense_Mutation SNP G A 33 84 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_46 Pre-Treatment SLIT2 9353 37 4 20543159 20543159 Missense_Mutation SNP G A 17 32 c.2060G>A c.(2059-2061)GGA>GAA p.G687E

Pat_46 Pre-Treatment GBA3 57733 37 4 22820361 22820361 Missense_Mutation SNP G A 2 5 c.1225G>A c.(1225-1227)GTC>ATC p.V409I

Pat_46 Pre-Treatment DHX15 1665 37 4 24544625 24544625 Missense_Mutation SNP C T 45 81 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_46 Pre-Treatment TMPRSS11D 9407 37 4 68698974 68698974 Missense_Mutation SNP C T 23 58 c.640G>A c.(640-642)GGC>AGC p.G214S

Pat_46 Pre-Treatment UGT2B4 7363 37 4 70350974 70350974 Missense_Mutation SNP G A 79 167 c.1262C>T c.(1261-1263)TCG>TTG p.S421L

Pat_46 Pre-Treatment CSN1S1 1446 37 4 70802196 70802196 Missense_Mutation SNP G A 4 17 c.152G>A c.(151-153)AGG>AAG p.R51K

Pat_46 Pre-Treatment PROL1 58503 37 4 71265005 71265005 Missense_Mutation SNP G A 8 21 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_46 Pre-Treatment SHROOM3 57619 37 4 77661164 77661164 Missense_Mutation SNP C T 3 97 c.1838C>T c.(1837-1839)GCG>GTG p.A613V

Pat_46 Pre-Treatment FRAS1 80144 37 4 79400818 79400818 Missense_Mutation SNP G A 19 37 c.8389G>A c.(8389-8391)GAT>AAT p.D2797N

Pat_46 Pre-Treatment NAA11 84779 37 4 80246788 80246788 Missense_Mutation SNP G A 6 33 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_46 Pre-Treatment ANTXR2 118429 37 4 80952816 80952816 Missense_Mutation SNP G A 4 13 c.827C>T c.(826-828)TCT>TTT p.S276F

Pat_46 Pre-Treatment RASGEF1B 153020 37 4 82369228 82369228 Missense_Mutation SNP C T 11 43 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_46 Pre-Treatment WDFY3 23001 37 4 85722863 85722863 Missense_Mutation SNP G A 43 68 c.2762C>T c.(2761-2763)CCG>CTG p.P921L

Pat_46 Pre-Treatment C4orf37 285555 37 4 98480246 98480246 Missense_Mutation SNP C T 22 38 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_46 Pre-Treatment ENPEP 2028 37 4 111436534 111436534 Missense_Mutation SNP G A 11 29 c.1445G>A c.(1444-1446)GGA>GAA p.G482E

Pat_46 Pre-Treatment PITX2 5308 37 4 111542496 111542496 Missense_Mutation SNP C T 14 21 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_46 Pre-Treatment C4orf31 79625 37 4 121958606 121958606 Missense_Mutation SNP G A 36 98 c.520C>T c.(520-522)CCT>TCT p.P174S

Pat_46 Pre-Treatment ADAD1 132612 37 4 123317478 123317478 Missense_Mutation SNP C T 12 22 c.670C>T c.(670-672)CGT>TGT p.R224C

Pat_46 Pre-Treatment FAT4 79633 37 4 126367686 126367686 Missense_Mutation SNP C T 32 94 c.7432C>T c.(7432-7434)CCT>TCT p.P2478S

Pat_46 Pre-Treatment PCDH18 54510 37 4 138450896 138450896 Missense_Mutation SNP G A 8 35 c.2347C>T c.(2347-2349)CCT>TCT p.P783S

Pat_46 Pre-Treatment PCDH18 54510 37 4 138451292 138451292 Missense_Mutation SNP C T 49 107 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_46 Pre-Treatment UCP1 7350 37 4 141483360 141483360 Missense_Mutation SNP C T 43 98 c.796G>A c.(796-798)GCT>ACT p.A266T

Pat_46 Pre-Treatment UCP1 7350 37 4 141484553 141484553 Missense_Mutation SNP C T 28 82 c.445G>A c.(445-447)GGA>AGA p.G149R



Pat_46 Pre-Treatment RNF150 57484 37 4 141832457 141832457 Missense_Mutation SNP C T 20 37 c.1039G>A c.(1039-1041)GGA>AGA p.G347R

Pat_46 Pre-Treatment GYPA 2993 37 4 145040883 145040883 Missense_Mutation SNP G A 12 37 c.188C>T c.(187-189)TCA>TTA p.S63L

Pat_46 Pre-Treatment HHIP 64399 37 4 145629453 145629453 Missense_Mutation SNP G A 15 35 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_46 Pre-Treatment DDX60L 91351 37 4 169348425 169348425 Missense_Mutation SNP G A 6 24 c.1726C>T c.(1726-1728)CTC>TTC p.L576F

Pat_46 Pre-Treatment ADAM29 11086 37 4 175897562 175897562 Missense_Mutation SNP G A 20 54 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_46 Pre-Treatment VEGFC 7424 37 4 177608980 177608980 Missense_Mutation SNP C T 23 51 c.806G>A c.(805-807)GGA>GAA p.G269E

Pat_46 Pre-Treatment PDCD6 10016 37 5 306758 306758 Missense_Mutation SNP G A 22 63 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_46 Pre-Treatment SLC6A18 348932 37 5 1225747 1225747 Missense_Mutation SNP G A 13 57 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_46 Pre-Treatment TERT 7015 37 5 1272361 1272361 Missense_Mutation SNP C T 8 18 c.2321G>A c.(2320-2322)CGA>CAA p.R774Q

Pat_46 Pre-Treatment SLC6A3 6531 37 5 1443135 1443135 Missense_Mutation SNP G A 10 27 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_46 Pre-Treatment CDH18 1016 37 5 19483585 19483585 Missense_Mutation SNP C T 16 30 c.1707G>A c.(1705-1707)ATG>ATA p.M569I

Pat_46 Pre-Treatment AGXT2 64902 37 5 35035333 35035333 Missense_Mutation SNP G A 20 44 c.575C>T c.(574-576)TCT>TTT p.S192F

Pat_46 Pre-Treatment PRLR 5618 37 5 35065648 35065648 Missense_Mutation SNP C T 12 31 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_46 Pre-Treatment EGFLAM 133584 37 5 38438503 38438503 Missense_Mutation SNP G A 9 18 c.2410G>A c.(2410-2412)GAG>AAG p.E804K

Pat_46 Pre-Treatment C7 730 37 5 40964918 40964918 Missense_Mutation SNP C T 29 64 c.1825C>T c.(1825-1827)CCA>TCA p.P609S

Pat_46 Pre-Treatment HEATR7B2 133558 37 5 41033154 41033154 Missense_Mutation SNP C T 15 27 c.2350G>A c.(2350-2352)GGT>AGT p.G784S

Pat_46 Pre-Treatment HTR1A 3350 37 5 63257543 63257543 Missense_Mutation SNP C T 10 14 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_46 Pre-Treatment MAP1B 4131 37 5 71493512 71493512 Missense_Mutation SNP C T 5 8 c.4330C>T c.(4330-4332)CCA>TCA p.P1444S

Pat_46 Pre-Treatment NSA2 10412 37 5 74064801 74064801 Missense_Mutation SNP C T 5 15 c.49C>T c.(49-51)CGT>TGT p.R17C

Pat_46 Pre-Treatment LOC644936 644936 37 5 79595930 79595930 Missense_Mutation SNP G A 3 11 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Pre-Treatment GPR98 84059 37 5 89949088 89949089 Missense_Mutation DNP CC TT 12 14 c.3697_3698CC>TT c.(3697-3699)CCA>TTA p.P1233L

Pat_46 Pre-Treatment GPR98 84059 37 5 90000242 90000242 Missense_Mutation SNP G A 3 12 c.8323G>A c.(8323-8325)GAT>AAT p.D2775N

Pat_46 Pre-Treatment GPR98 84059 37 5 90002111 90002111 Missense_Mutation SNP G A 5 17 c.8630G>A c.(8629-8631)GGA>GAA p.G2877E

Pat_46 Pre-Treatment GPR98 84059 37 5 90016807 90016807 Nonsense_Mutation SNP C T 19 69 c.9679C>T c.(9679-9681)CGA>TGA p.R3227*

Pat_46 Pre-Treatment SNCAIP 9627 37 5 121761182 121761182 Missense_Mutation SNP G A 14 68 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_46 Pre-Treatment MEGF10 84466 37 5 126732229 126732229 Missense_Mutation SNP G A 67 114 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_46 Pre-Treatment FSTL4 23105 37 5 132939572 132939572 Missense_Mutation SNP C T 33 85 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_46 Pre-Treatment PCDHA3 56145 37 5 140181752 140181752 Missense_Mutation SNP G A 25 43 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_46 Pre-Treatment PCDHA7 56141 37 5 140214185 140214185 Missense_Mutation SNP G A 56 127 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_46 Pre-Treatment PCDHA13 56136 37 5 140263676 140263676 Missense_Mutation SNP C T 29 55 c.1823C>T c.(1822-1824)TCG>TTG p.S608L

Pat_46 Pre-Treatment PCDHB1 29930 37 5 140432910 140432910 Nonsense_Mutation SNP C T 4 18 c.1855C>T c.(1855-1857)CAA>TAA p.Q619*

Pat_46 Pre-Treatment PCDHB5 26167 37 5 140516773 140516773 Missense_Mutation SNP C T 5 59 c.1757C>T c.(1756-1758)ACC>ATC p.T586I

Pat_46 Pre-Treatment PCDHB7 56129 37 5 140554176 140554176 Missense_Mutation SNP C T 3 75 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_46 Pre-Treatment PCDHB11 56125 37 5 140581524 140581524 Missense_Mutation SNP C T 40 70 c.2177C>T c.(2176-2178)TCG>TTG p.S726L

Pat_46 Pre-Treatment PCDHB12 56124 37 5 140590287 140590287 Missense_Mutation SNP C T 33 153 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_46 Pre-Treatment PCDHGC4 56098 37 5 140866751 140866751 Missense_Mutation SNP C T 9 32 c.2011C>T c.(2011-2013)CCA>TCA p.P671S

Pat_46 Pre-Treatment PCDH1 5097 37 5 141236930 141236930 Missense_Mutation SNP G A 9 24 c.3206C>T c.(3205-3207)CCG>CTG p.P1069L

Pat_46 Pre-Treatment PCDH12 51294 37 5 141335229 141335229 Missense_Mutation SNP C T 7 50 c.2188G>A c.(2188-2190)GGG>AGG p.G730R

Pat_46 Pre-Treatment ADRB2 154 37 5 148207458 148207458 Missense_Mutation SNP C T 5 22 c.1064C>T c.(1063-1065)TCC>TTC p.S355F

Pat_46 Pre-Treatment SLC26A2 1836 37 5 149357514 149357514 Missense_Mutation SNP C T 25 54 c.299C>T c.(298-300)CCA>CTA p.P100L

Pat_46 Pre-Treatment FAM71B 153745 37 5 156592693 156592693 Missense_Mutation SNP C T 12 73 c.487G>A c.(487-489)GAT>AAT p.D163N

Pat_46 Pre-Treatment ATP10B 23120 37 5 160018110 160018110 Missense_Mutation SNP C T 11 30 c.3601G>A c.(3601-3603)GAT>AAT p.D1201N

Pat_46 Pre-Treatment GABRA6 2559 37 5 161128618 161128618 Missense_Mutation SNP C A 19 50 c.1201C>A c.(1201-1203)CCT>ACT p.P401T

Pat_46 Pre-Treatment FAM153B 202134 37 5 175528070 175528070 Missense_Mutation SNP G A 13 81 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_46 Pre-Treatment UNC5A 90249 37 5 176306404 176306404 Missense_Mutation SNP C T 17 43 c.2278C>T c.(2278-2280)CGG>TGG p.R760W

Pat_46 Pre-Treatment FAM153C 653316 37 5 177473889 177473889 Missense_Mutation SNP C T 15 33 c.290C>T c.(289-291)TCC>TTC p.S97F

Pat_46 Pre-Treatment DSP 1832 37 6 7570741 7570742 Missense_Mutation DNP CC TT 35 125 c.1646_1647CC>TT c.(1645-1647)TCC>TTT p.S549F



Pat_46 Pre-Treatment BMP6 654 37 6 7845540 7845540 Nonsense_Mutation SNP C T 7 28 c.832C>T c.(832-834)CAA>TAA p.Q278*

Pat_46 Pre-Treatment HIVEP1 3096 37 6 12015883 12015883 Missense_Mutation SNP C T 25 161 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_46 Pre-Treatment RANBP9 10048 37 6 13711709 13711709 Missense_Mutation SNP G T 3 34 c.29C>A c.(28-30)CCG>CAG p.P10Q

Pat_46 Pre-Treatment CAP2 10486 37 6 17507904 17507904 Missense_Mutation SNP G A 14 126 c.477G>A c.(475-477)ATG>ATA p.M159I

Pat_46 Pre-Treatment LRRC16A 55604 37 6 25516015 25516015 Missense_Mutation SNP G A 17 24 c.1745G>A c.(1744-1746)GGA>GAA p.G582E

Pat_46 Pre-Treatment HIST1H2BE 8344 37 6 26184054 26184054 Missense_Mutation SNP C T 41 135 c.31C>T c.(31-33)CCG>TCG p.P11S

Pat_46 Pre-Treatment BTN2A3 54718 37 6 26431314 26431314 Missense_Mutation SNP T A 15 19 c.1232T>A c.(1231-1233)CTG>CAG p.L411Q

Pat_46 Pre-Treatment BTN1A1 696 37 6 26508950 26508950 Missense_Mutation SNP G A 79 111 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_46 Pre-Treatment PRSS16 10279 37 6 27222818 27222818 Missense_Mutation SNP G A 42 89 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_46 Pre-Treatment GPX5 2880 37 6 28497304 28497304 Missense_Mutation SNP C T 60 56 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_46 Pre-Treatment PPP1R11 6992 37 6 30037019 30037019 Missense_Mutation SNP C T 136 176 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_46 Pre-Treatment MDC1 9656 37 6 30680836 30680836 Missense_Mutation SNP G A 41 116 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_46 Pre-Treatment DPCR1 135656 37 6 30919743 30919743 Missense_Mutation SNP G A 4 28 c.3502G>A c.(3502-3504)GAA>AAA p.E1168K

Pat_46 Pre-Treatment C6orf15 29113 37 6 31079628 31079628 Missense_Mutation SNP G A 8 27 c.508C>T c.(508-510)CAC>TAC p.H170Y

Pat_46 Pre-Treatment TNF 7124 37 6 31543429 31543429 Translation_Start_Site SNP C T 8 44 c.-89C>T c.(-91--87)GACGC>GATGC

Pat_46 Pre-Treatment TNF 7124 37 6 31545117 31545117 Missense_Mutation SNP C T 40 51 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_46 Pre-Treatment AIF1 199 37 6 31584627 31584627 Missense_Mutation SNP G A 5 63 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_46 Pre-Treatment CYP21A2 1589 37 6 32008885 32008885 Missense_Mutation SNP G A 5 32 c.1462G>A c.(1462-1464)GCC>ACC p.A488T

Pat_46 Pre-Treatment COL11A2 1302 37 6 33138143 33138144 Missense_Mutation DNP GG AA 7 26 c.3541_3542CC>TTc.(3541-3543)CCC>TTC p.P1181F

Pat_46 Pre-Treatment SLC39A7 7922 37 6 33170381 33170381 Missense_Mutation SNP G A 7 34 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_46 Pre-Treatment DNAH8 1769 37 6 38867559 38867559 Missense_Mutation SNP G A 19 87 c.8420G>A c.(8419-8421)CGA>CAA p.R2807Q

Pat_46 Pre-Treatment DNAH8 1769 37 6 38980323 38980323 Missense_Mutation SNP G A 23 187 c.12973G>A c.(12973-12975)GAA>AAA p.E4325K

Pat_46 Pre-Treatment XPO5 57510 37 6 43541245 43541245 Missense_Mutation SNP C T 20 37 c.199G>A c.(199-201)GGC>AGC p.G67S

Pat_46 Pre-Treatment CRISP2 7180 37 6 49660530 49660530 Missense_Mutation SNP C T 19 23 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_46 Pre-Treatment LRRC1 55227 37 6 53764608 53764608 Missense_Mutation SNP C T 19 17 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_46 Pre-Treatment FAM83B 222584 37 6 54805519 54805519 Missense_Mutation SNP C T 5 21 c.1750C>T c.(1750-1752)CCT>TCT p.P584S

Pat_46 Pre-Treatment FAM83B 222584 37 6 54806308 54806308 Missense_Mutation SNP G A 9 10 c.2539G>A c.(2539-2541)GAA>AAA p.E847K

Pat_46 Pre-Treatment BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 19 28 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_46 Pre-Treatment GUSBL2 375513 37 6 58250821 58250821 Missense_Mutation SNP G A 9 30 c.431C>T c.(430-432)TCG>TTG p.S144L

Pat_46 Pre-Treatment EYS 346007 37 6 66054034 66054034 Missense_Mutation SNP G A 13 19 c.1496C>T c.(1495-1497)GCC>GTC p.A499V

Pat_46 Pre-Treatment RIMS1 22999 37 6 72968786 72968786 Missense_Mutation SNP G A 19 18 c.3025G>A c.(3025-3027)GAT>AAT p.D1009N

Pat_46 Pre-Treatment UBE2CBP 90025 37 6 83667051 83667051 Missense_Mutation SNP G A 24 32 c.1129C>T c.(1129-1131)CGC>TGC p.R377C

Pat_46 Pre-Treatment EPHA7 2045 37 6 93964415 93964415 Missense_Mutation SNP C T 24 45 c.2482G>A c.(2482-2484)GAA>AAA p.E828K

Pat_46 Pre-Treatment DDO 8528 37 6 110726085 110726085 Missense_Mutation SNP C T 10 15 c.434G>A c.(433-435)CGA>CAA p.R145Q

Pat_46 Pre-Treatment DSE 29940 37 6 116752138 116752138 Nonsense_Mutation SNP T A 25 25 c.692T>A c.(691-693)TTA>TAA p.L231*

Pat_46 Pre-Treatment TMEM200A 114801 37 6 130762249 130762249 Missense_Mutation SNP G A 6 8 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_46 Pre-Treatment BCLAF1 9774 37 6 136599063 136599063 Missense_Mutation SNP G A 8 93 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_46 Pre-Treatment IL20RA 53832 37 6 137332467 137332467 Nonsense_Mutation SNP C T 23 29 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_46 Pre-Treatment KIAA1244 57221 37 6 138628471 138628471 Missense_Mutation SNP G A 45 43 c.3910G>A c.(3910-3912)GAA>AAA p.E1304K

Pat_46 Pre-Treatment SYNE1 23345 37 6 152454491 152454491 Missense_Mutation SNP G A 31 47 c.25921C>T c.(25921-25923)CGG>TGG p.R8641W

Pat_46 Pre-Treatment MLLT4 4301 37 6 168352148 168352149 Missense_Mutation DNP CC TT 29 56 c.4090_4091CC>TT c.(4090-4092)CCT>TTT p.P1364F

Pat_46 Pre-Treatment CARD11 84433 37 7 2968290 2968290 Missense_Mutation SNP C T 35 47 c.1696G>A c.(1696-1698)GAG>AAG p.E566K

Pat_46 Pre-Treatment LOC389458 389458 37 7 5112052 5112052 Missense_Mutation SNP C T 4 6 c.359C>T c.(358-360)CCG>CTG p.P120L

Pat_46 Pre-Treatment RSPH10B2 728194 37 7 5983103 5983103 Missense_Mutation SNP C T 3 35 c.1610G>A c.(1609-1611)GGC>GAC p.G537D

Pat_46 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 39 132 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_46 Pre-Treatment THSD7A 221981 37 7 11485877 11485877 Missense_Mutation SNP C T 45 138 c.2875G>A c.(2875-2877)GAC>AAC p.D959N

Pat_46 Pre-Treatment PRPS1L1 221823 37 7 18067003 18067003 Nonsense_Mutation SNP G A 27 72 c.403C>T c.(403-405)CAG>TAG p.Q135*



Pat_46 Pre-Treatment ITGB8 3696 37 7 20441600 20441600 Missense_Mutation SNP C T 80 265 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_46 Pre-Treatment DNAH11 8701 37 7 21908587 21908587 Missense_Mutation SNP G A 11 16 c.11966G>A c.(11965-11967)GGA>GAA p.G3989E

Pat_46 Pre-Treatment RAPGEF5 9771 37 7 22259516 22259516 Missense_Mutation SNP G A 23 26 c.506C>T c.(505-507)ACG>ATG p.T169M

Pat_46 Pre-Treatment GGCT 79017 37 7 30538488 30538488 Missense_Mutation SNP T G 16 43 c.354A>C c.(352-354)AAA>AAC p.K118N

Pat_46 Pre-Treatment ADCYAP1R1 117 37 7 31146129 31146129 Missense_Mutation SNP G A 26 35 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_46 Pre-Treatment DPY19L2P1 554236 37 7 35130022 35130022 Missense_Mutation SNP C T 24 126 c.1163G>A c.(1162-1164)CGA>CAA p.R388Q

Pat_46 Pre-Treatment TBX20 57057 37 7 35242110 35242110 Nonsense_Mutation SNP G A 8 17 c.1276C>T c.(1276-1278)CAG>TAG p.Q426*

Pat_46 Pre-Treatment TXNDC3 51314 37 7 37907434 37907434 Missense_Mutation SNP G A 35 29 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_46 Pre-Treatment TBRG4 9238 37 7 45143798 45143798 Missense_Mutation SNP G A 12 56 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_46 Pre-Treatment CDC14C 168448 37 7 48965358 48965358 Missense_Mutation SNP C T 14 41 c.1090C>T c.(1090-1092)CTC>TTC p.L364F

Pat_46 Pre-Treatment VSTM2A 222008 37 7 54610488 54610488 Missense_Mutation SNP G A 23 27 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_46 Pre-Treatment ZNF479 90827 37 7 57193770 57193770 Missense_Mutation SNP C T 21 87 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_46 Pre-Treatment ZNF716 441234 37 7 57528735 57528735 Missense_Mutation SNP G A 11 24 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_46 Pre-Treatment ZNF679 168417 37 7 63721281 63721281 Missense_Mutation SNP G A 5 26 c.236G>A c.(235-237)AGA>AAA p.R79K

Pat_46 Pre-Treatment WBSCR17 64409 37 7 71036340 71036340 Missense_Mutation SNP C T 24 57 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_46 Pre-Treatment HGF 3082 37 7 81335690 81335690 Missense_Mutation SNP C T 59 142 c.1670G>A c.(1669-1671)GGA>GAA p.G557E

Pat_46 Pre-Treatment CALCR 799 37 7 93098063 93098063 Missense_Mutation SNP G A 32 79 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_46 Pre-Treatment LMTK2 22853 37 7 97833294 97833294 Missense_Mutation SNP C T 10 35 c.4279C>T c.(4279-4281)CCT>TCT p.P1427S

Pat_46 Pre-Treatment STAG3 10734 37 7 99802959 99802959 Missense_Mutation SNP G A 14 35 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_46 Pre-Treatment ZAN 7455 37 7 100365586 100365586 Missense_Mutation SNP G A 5 21 c.4993G>A c.(4993-4995)GAA>AAA p.E1665K

Pat_46 Pre-Treatment MUC17 140453 37 7 100682297 100682297 Missense_Mutation SNP A G 104 233 c.7600A>G c.(7600-7602)ACC>GCC p.T2534A

Pat_46 Pre-Treatment RABL5 64792 37 7 100958513 100958513 Missense_Mutation SNP G A 12 19 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_46 Pre-Treatment RELN 5649 37 7 103205974 103205974 Nonsense_Mutation SNP C T 7 10 c.4961G>A c.(4960-4962)TGG>TAG p.W1654*

Pat_46 Pre-Treatment RELN 5649 37 7 103214615 103214615 Missense_Mutation SNP C T 49 70 c.4435G>A c.(4435-4437)GAT>AAT p.D1479N

Pat_46 Pre-Treatment RELN 5649 37 7 103243912 103243912 Missense_Mutation SNP C T 16 58 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_46 Pre-Treatment PPP1R3A 5506 37 7 113517816 113517816 Missense_Mutation SNP C T 21 65 c.3331G>A c.(3331-3333)GAA>AAA p.E1111K

Pat_46 Pre-Treatment WNT2 7472 37 7 116937870 116937870 Missense_Mutation SNP G A 59 108 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_46 Pre-Treatment CFTR 1080 37 7 117174417 117174417 Missense_Mutation SNP G A 13 41 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_46 Pre-Treatment PTPRZ1 5803 37 7 121653193 121653193 Missense_Mutation SNP C T 68 171 c.4093C>T c.(4093-4095)CAT>TAT p.H1365Y

Pat_46 Pre-Treatment DGKI 9162 37 7 137271862 137271862 Missense_Mutation SNP C T 166 84 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_46 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 77 43 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_46 Pre-Treatment BRAF 673 37 7 140494149 140494149 Missense_Mutation SNP G A 110 63 c.1099C>T c.(1099-1101)CCC>TCC p.P367S

Pat_46 Pre-Treatment CLEC5A 23601 37 7 141635652 141635652 Missense_Mutation SNP C T 101 53 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_46 Pre-Treatment TAS2R38 5726 37 7 141673425 141673425 Missense_Mutation SNP G A 27 181 c.65C>T c.(64-66)TCA>TTA p.S22L

Pat_46 Pre-Treatment PRSS1 5644 37 7 142460779 142460779 Missense_Mutation SNP G A 76 31 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_46 Pre-Treatment TRY6 154754 37 7 142479974 142479974 Missense_Mutation SNP C T 27 247 c.106C>T c.(106-108)CCC>TCC p.P36S

Pat_46 Pre-Treatment OR6V1 346517 37 7 142750081 142750081 Missense_Mutation SNP C T 118 137 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_46 Pre-Treatment FAM115C 285966 37 7 143417077 143417077 Missense_Mutation SNP G A 13 7 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_46 Pre-Treatment OR2A5 393046 37 7 143748144 143748144 Missense_Mutation SNP C T 42 202 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_46 Pre-Treatment SSPO 23145 37 7 149492370 149492370 Missense_Mutation SNP G A 65 23 c.6259G>A c.(6259-6261)GAA>AAA p.E2087K

Pat_46 Pre-Treatment GIMAP4 55303 37 7 150269283 150269283 Missense_Mutation SNP G A 7 23 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_46 Pre-Treatment KCNH2 3757 37 7 150648777 150648777 Nonsense_Mutation SNP C T 12 35 c.1704G>A c.(1702-1704)TGG>TGA p.W568*

Pat_46 Pre-Treatment CSMD1 64478 37 8 2876151 2876151 Missense_Mutation SNP G A 3 28 c.7880C>T c.(7879-7881)TCC>TTC p.S2627F

Pat_46 Pre-Treatment CSMD1 64478 37 8 3265610 3265610 Missense_Mutation SNP C T 4 33 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_46 Pre-Treatment BLK 640 37 8 11412979 11412979 Missense_Mutation SNP G A 19 43 c.758G>A c.(757-759)GGC>GAC p.G253D

Pat_46 Pre-Treatment USP17L2 377630 37 8 11995806 11995806 Missense_Mutation SNP C T 5 31 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Pre-Treatment TNFRSF10D 8793 37 8 23003424 23003424 Missense_Mutation SNP C T 9 57 c.493G>A c.(493-495)GGG>AGG p.G165R



Pat_46 Pre-Treatment ADAM7 8756 37 8 24346730 24346730 Missense_Mutation SNP G A 13 57 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_46 Pre-Treatment EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 4 39 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_46 Pre-Treatment EBF2 64641 37 8 25744298 25744298 Missense_Mutation SNP C T 6 26 c.982G>A c.(982-984)GGA>AGA p.G328R

Pat_46 Pre-Treatment PNMA2 10687 37 8 26365277 26365277 Missense_Mutation SNP C T 12 15 c.995G>A c.(994-996)CGG>CAG p.R332Q

Pat_46 Pre-Treatment ADAM32 203102 37 8 39008925 39008925 Missense_Mutation SNP A G 2 12 c.383A>G c.(382-384)TAT>TGT p.Y128C

Pat_46 Pre-Treatment IDO2 169355 37 8 39872871 39872871 Missense_Mutation SNP G A 10 21 c.1013G>A c.(1012-1014)GGA>GAA p.G338E

Pat_46 Pre-Treatment SLC20A2 6575 37 8 42302254 42302254 Missense_Mutation SNP C T 4 13 c.640G>A c.(640-642)GCC>ACC p.A214T

Pat_46 Pre-Treatment RP1 6101 37 8 55539065 55539065 Missense_Mutation SNP G A 9 21 c.2623G>A c.(2623-2625)GAT>AAT p.D875N

Pat_46 Pre-Treatment XKR4 114786 37 8 56436473 56436473 Missense_Mutation SNP G A 30 44 c.1640G>A c.(1639-1641)CGG>CAG p.R547Q

Pat_46 Pre-Treatment CA8 767 37 8 61178606 61178606 Missense_Mutation SNP G A 3 19 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_46 Pre-Treatment CYP7B1 9420 37 8 65528256 65528257 Missense_Mutation DNP TC AT 38 72 c.841_842GA>AT c.(841-843)GAA>ATA p.E281I

Pat_46 Pre-Treatment SGK3 23678 37 8 67759522 67759522 Missense_Mutation SNP C T 14 29 c.1169C>T c.(1168-1170)TCC>TTC p.S390F

Pat_46 Pre-Treatment SLCO5A1 81796 37 8 70594486 70594486 Missense_Mutation SNP G A 34 90 c.1715C>T c.(1714-1716)TCA>TTA p.S572L

Pat_46 Pre-Treatment NCOA2 10499 37 8 71069454 71069454 Missense_Mutation SNP C G 14 44 c.1146G>C c.(1144-1146)ATG>ATC p.M382I

Pat_46 Pre-Treatment CA1 759 37 8 86249277 86249277 Missense_Mutation SNP G A 5 22 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_46 Pre-Treatment CDH17 1015 37 8 95188867 95188867 Missense_Mutation SNP G A 6 23 c.326C>T c.(325-327)CCA>CTA p.P109L

Pat_46 Pre-Treatment RGS22 26166 37 8 101075915 101075915 Missense_Mutation SNP G A 6 21 c.1081C>T c.(1081-1083)CAT>TAT p.H361Y

Pat_46 Pre-Treatment RIMS2 9699 37 8 104898050 104898050 Missense_Mutation SNP G A 8 18 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110394750 110394750 Missense_Mutation SNP G A 32 112 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110413769 110413769 Missense_Mutation SNP C T 10 43 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110457449 110457449 Missense_Mutation SNP G A 18 31 c.5351G>A c.(5350-5352)GGA>GAA p.G1784E

Pat_46 Pre-Treatment FER1L6 654463 37 8 125076600 125076600 Missense_Mutation SNP C T 26 57 c.3341C>T c.(3340-3342)TCG>TTG p.S1114L

Pat_46 Pre-Treatment MGC70857 414919 37 8 145753440 145753440 Missense_Mutation SNP G A 10 23 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_46 Pre-Treatment ADAMTSL1 92949 37 9 18662013 18662013 Missense_Mutation SNP G A 39 47 c.1027G>A c.(1027-1029)GAG>AAG p.E343K

Pat_46 Pre-Treatment SLC24A2 25769 37 9 19786182 19786182 Missense_Mutation SNP C T 17 22 c.683G>A c.(682-684)AGA>AAA p.R228K

Pat_46 Pre-Treatment TAF1L 138474 37 9 32635478 32635478 Missense_Mutation SNP G A 22 27 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_46 Pre-Treatment ALDH1B1 219 37 9 38397279 38397279 Missense_Mutation SNP G A 5 5 c.1534G>A c.(1534-1536)GTT>ATT p.V512I

Pat_46 Pre-Treatment ANXA1 301 37 9 75775212 75775212 Missense_Mutation SNP G A 38 68 c.304G>A c.(304-306)GGT>AGT p.G102S

Pat_46 Pre-Treatment TRPM6 140803 37 9 77386635 77386635 Nonsense_Mutation SNP G A 15 46 c.3520C>T c.(3520-3522)CGA>TGA p.R1174*

Pat_46 Pre-Treatment TRPM6 140803 37 9 77400944 77400944 Nonsense_Mutation SNP G C 22 51 c.2765C>G c.(2764-2766)TCA>TGA p.S922*

Pat_46 Pre-Treatment NTRK2 4915 37 9 87563428 87563428 Missense_Mutation SNP G A 12 22 c.1768G>A c.(1768-1770)GAG>AAG p.E590K

Pat_46 Pre-Treatment C9orf79 286234 37 9 90503694 90503694 Missense_Mutation SNP C T 10 24 c.4292C>T c.(4291-4293)CCA>CTA p.P1431L

Pat_46 Pre-Treatment NFIL3 4783 37 9 94172686 94172686 Missense_Mutation SNP C T 11 62 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_46 Pre-Treatment ECM2 1842 37 9 95280064 95280064 Missense_Mutation SNP C T 24 40 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_46 Pre-Treatment FGD3 89846 37 9 95776206 95776206 Missense_Mutation SNP G A 31 111 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_46 Pre-Treatment PPP3R2 5535 37 9 104357194 104357194 Missense_Mutation SNP C T 22 46 c.19G>A c.(19-21)GAG>AAG p.E7K

Pat_46 Pre-Treatment GRIN3A 116443 37 9 104432484 104432484 Missense_Mutation SNP G A 17 25 c.2210C>T c.(2209-2211)CCA>CTA p.P737L

Pat_46 Pre-Treatment GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 3 16 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_46 Pre-Treatment OR13C4 138804 37 9 107289213 107289213 Missense_Mutation SNP G A 36 86 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_46 Pre-Treatment C9orf5 23731 37 9 111795771 111795771 Missense_Mutation SNP G A 19 39 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_46 Pre-Treatment SVEP1 79987 37 9 113169529 113169529 Missense_Mutation SNP C T 35 68 c.8351G>A c.(8350-8352)GGA>GAA p.G2784E

Pat_46 Pre-Treatment SVEP1 79987 37 9 113170760 113170760 Missense_Mutation SNP G A 9 23 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_46 Pre-Treatment SVEP1 79987 37 9 113276344 113276344 Missense_Mutation SNP C T 6 14 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_46 Pre-Treatment SVEP1 79987 37 9 113312330 113312330 Missense_Mutation SNP C T 29 76 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_46 Pre-Treatment TNC 3371 37 9 117853113 117853113 Missense_Mutation SNP G A 46 115 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_46 Pre-Treatment DBC1 1620 37 9 122001016 122001016 Missense_Mutation SNP G A 13 36 c.602C>T c.(601-603)CCT>CTT p.P201L

Pat_46 Pre-Treatment TRAF1 7185 37 9 123673716 123673716 Missense_Mutation SNP C T 9 23 c.781G>A c.(781-783)GAG>AAG p.E261K



Pat_46 Pre-Treatment PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 14 25 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_46 Pre-Treatment OR1L3 26735 37 9 125437757 125437757 Missense_Mutation SNP G A 34 78 c.349G>A c.(349-351)GCT>ACT p.A117T

Pat_46 Pre-Treatment GLE1 2733 37 9 131300352 131300352 Missense_Mutation SNP C T 10 12 c.1864C>T c.(1864-1866)CTC>TTC p.L622F

Pat_46 Pre-Treatment PKN3 29941 37 9 131469652 131469652 Missense_Mutation SNP C T 15 23 c.803C>T c.(802-804)TCA>TTA p.S268L

Pat_46 Pre-Treatment KCNT1 57582 37 9 138657003 138657003 Missense_Mutation SNP G A 15 44 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_46 Pre-Treatment ARSF 416 37 X 3002685 3002685 Missense_Mutation SNP G C 6 13 c.808G>C c.(808-810)GAA>CAA p.E270Q

Pat_46 Pre-Treatment TBL1X 6907 37 X 9652089 9652089 Missense_Mutation SNP C T 9 59 c.218C>T c.(217-219)TCC>TTC p.S73F

Pat_46 Pre-Treatment ARHGAP6 395 37 X 11272704 11272704 Missense_Mutation SNP C A 8 56 c.712G>T c.(712-714)GAC>TAC p.D238Y

Pat_46 Pre-Treatment TLR7 51284 37 X 12904279 12904279 Missense_Mutation SNP G A 11 33 c.652G>A c.(652-654)GCC>ACC p.A218T

Pat_46 Pre-Treatment GEMIN8 54960 37 X 14027232 14027232 Missense_Mutation SNP C T 5 62 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_46 Pre-Treatment GLRA2 2742 37 X 14550395 14550395 Missense_Mutation SNP G A 16 73 c.103G>A c.(103-105)GGA>AGA p.G35R

Pat_46 Pre-Treatment GLRA2 2742 37 X 14550467 14550467 Missense_Mutation SNP G A 38 57 c.175G>A c.(175-177)GAT>AAT p.D59N

Pat_46 Pre-Treatment RAI2 10742 37 X 17818903 17818903 Missense_Mutation SNP C T 6 42 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_46 Pre-Treatment PDHA1 5160 37 X 19368083 19368083 Missense_Mutation SNP G A 8 41 c.146G>A c.(145-147)GGC>GAC p.G49D

Pat_46 Pre-Treatment RPS6KA3 6197 37 X 20252902 20252902 Missense_Mutation SNP C T 5 74 c.100G>A c.(100-102)GGA>AGA p.G34R

Pat_46 Pre-Treatment APOO 79135 37 X 23898990 23898990 Missense_Mutation SNP G A 12 14 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_46 Pre-Treatment RPGR 6103 37 X 38147138 38147138 Missense_Mutation SNP C T 16 76 c.1729G>A c.(1729-1731)GAA>AAA p.E577K

Pat_46 Pre-Treatment USP9X 8239 37 X 41084022 41084022 Missense_Mutation SNP G A 19 94 c.6779G>A c.(6778-6780)GGT>GAT p.G2260D

Pat_46 Pre-Treatment CASK 8573 37 X 41393962 41393962 Missense_Mutation SNP G A 23 51 c.2299C>T c.(2299-2301)CCA>TCA p.P767S

Pat_46 Pre-Treatment CXorf36 79742 37 X 45059986 45059986 Missense_Mutation SNP G A 5 6 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Pre-Treatment ZNF182 7569 37 X 47837038 47837038 Missense_Mutation SNP G A 28 40 c.448C>T c.(448-450)CTT>TTT p.L150F

Pat_46 Pre-Treatment WAS 7454 37 X 48549500 48549500 Missense_Mutation SNP G A 5 52 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_46 Pre-Treatment RRAGB 10325 37 X 55779873 55779873 Missense_Mutation SNP G A 5 23 c.745G>A c.(745-747)GAA>AAA p.E249K

Pat_46 Pre-Treatment KIF4A 24137 37 X 69563831 69563831 Missense_Mutation SNP C T 3 12 c.1430C>T c.(1429-1431)TCG>TTG p.S477L

Pat_46 Pre-Treatment NAP1L2 4674 37 X 72433746 72433746 Missense_Mutation SNP C T 16 17 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_46 Pre-Treatment NAP1L2 4674 37 X 72434160 72434160 Missense_Mutation SNP C T 8 10 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_46 Pre-Treatment NXF3 56000 37 X 102338545 102338545 Missense_Mutation SNP G A 50 49 c.427C>T c.(427-429)CCA>TCA p.P143S

Pat_46 Pre-Treatment NRK 203447 37 X 105181449 105181449 Missense_Mutation SNP G A 3 3 c.3674G>A c.(3673-3675)GGA>GAA p.G1225E

Pat_46 Pre-Treatment COL4A5 1287 37 X 107834341 107834341 Nonsense_Mutation SNP C T 12 7 c.1219C>T c.(1219-1221)CAG>TAG p.Q407*

Pat_46 Pre-Treatment COL4A5 1287 37 X 107840679 107840679 Missense_Mutation SNP C T 4 15 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_46 Pre-Treatment TRPC5 7224 37 X 111019987 111019987 Nonsense_Mutation SNP T A 22 23 c.2476A>T c.(2476-2478)AAG>TAG p.K826*

Pat_46 Pre-Treatment TFDP3 51270 37 X 132351393 132351393 Missense_Mutation SNP C T 13 14 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_46 Pre-Treatment SAGE1 55511 37 X 134994087 134994087 Missense_Mutation SNP G A 9 15 c.2496G>A c.(2494-2496)ATG>ATA p.M832I

Pat_46 Pre-Treatment MCF2 4168 37 X 138669924 138669924 Nonsense_Mutation SNP G A 16 26 c.2473C>T c.(2473-2475)CAA>TAA p.Q825*

Pat_46 Pre-Treatment PASD1 139135 37 X 150789990 150789990 Missense_Mutation SNP G A 14 16 c.344G>A c.(343-345)GGA>GAA p.G115E

Pat_46 Pre-Treatment MAGEA6 4105 37 X 151870202 151870202 Missense_Mutation SNP C T 31 51 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_46 Pre-Treatment MAGEA3 4102 37 X 151935227 151935227 Missense_Mutation SNP C T 45 56 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_46 Post-Resistance RERE 473 37 1 8557562 8557562 Missense_Mutation SNP G A 7 77 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_46 Post-Resistance PRAMEF12 390999 37 1 12835119 12835119 Missense_Mutation SNP C T 4 16 c.109C>T c.(109-111)CCC>TCC p.P37S

Pat_46 Post-Resistance PRAMEF11 440560 37 1 12884991 12884991 Missense_Mutation SNP G A 9 81 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Post-Resistance PRAMEF8 391002 37 1 12979781 12979781 Missense_Mutation SNP G A 3 22 c.973G>A c.(973-975)GAC>AAC p.D325N

Pat_46 Post-Resistance TMEM50A 23585 37 1 25679423 25679423 Missense_Mutation SNP A G 8 79 c.325A>G c.(325-327)ATT>GTT p.I109V

Pat_46 Post-Resistance TMEM57 55219 37 1 25773296 25773296 Missense_Mutation SNP C T 3 17 c.124C>T c.(124-126)CTC>TTC p.L42F

Pat_46 Post-Resistance CSMD2 114784 37 1 34008335 34008335 Missense_Mutation SNP C T 5 12 c.8830G>A c.(8830-8832)GAC>AAC p.D2944N

Pat_46 Post-Resistance PTCH2 8643 37 1 45293837 45293837 Missense_Mutation SNP A T 5 16 c.1736T>A c.(1735-1737)ATC>AAC p.I579N

Pat_46 Post-Resistance KIAA0494 9813 37 1 47155318 47155318 Missense_Mutation SNP G A 15 92 c.736C>T c.(736-738)CCG>TCG p.P246S

Pat_46 Post-Resistance PPAP2B 8613 37 1 56977670 56977670 Missense_Mutation SNP C T 4 45 c.788G>A c.(787-789)GGA>GAA p.G263E



Pat_46 Post-Resistance PRKAA2 5563 37 1 57140179 57140179 Missense_Mutation SNP C T 11 53 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_46 Post-Resistance C1orf168 199920 37 1 57219580 57219580 Missense_Mutation SNP C T 6 46 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_46 Post-Resistance C1orf168 199920 37 1 57254664 57254664 Missense_Mutation SNP G A 4 39 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_46 Post-Resistance C8A 731 37 1 57341860 57341860 Missense_Mutation SNP G A 4 38 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_46 Post-Resistance C8A 731 37 1 57378223 57378223 Missense_Mutation SNP C T 7 40 c.1528C>T c.(1528-1530)CTC>TTC p.L510F

Pat_46 Post-Resistance C8B 732 37 1 57417816 57417816 Missense_Mutation SNP G A 9 108 c.571C>T c.(571-573)CTT>TTT p.L191F

Pat_46 Post-Resistance NFIA 4774 37 1 61554084 61554085 Nonsense_Mutation DNP GA AT 10 130 c.291_292GA>ATc.(289-294)GGGAAA>GGATAA p.K98*

Pat_46 Post-Resistance ANGPTL3 27329 37 1 63069640 63069640 Missense_Mutation SNP G A 7 44 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_46 Post-Resistance WDR78 79819 37 1 67337106 67337106 Missense_Mutation SNP C T 3 22 c.887G>A c.(886-888)GGA>GAA p.G296E

Pat_46 Post-Resistance LRRIQ3 127255 37 1 74507177 74507177 Nonsense_Mutation SNP G A 8 87 c.1438C>T c.(1438-1440)CAG>TAG p.Q480*

Pat_46 Post-Resistance LRRC8D 55144 37 1 90400752 90400752 Missense_Mutation SNP G A 5 65 c.2125G>A c.(2125-2127)GAG>AAG p.E709K

Pat_46 Post-Resistance FRRS1 391059 37 1 100176461 100176461 Missense_Mutation SNP G A 3 19 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_46 Post-Resistance AGL 178 37 1 100327245 100327245 Missense_Mutation SNP C T 8 78 c.269C>T c.(268-270)TCA>TTA p.S90L

Pat_46 Post-Resistance OLFM3 118427 37 1 102296359 102296359 Missense_Mutation SNP C T 10 72 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_46 Post-Resistance C1orf103 55791 37 1 111490682 111490682 Missense_Mutation SNP C T 12 99 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_46 Post-Resistance OVGP1 5016 37 1 111964197 111964197 Missense_Mutation SNP G A 5 46 c.707C>T c.(706-708)CCC>CTC p.P236L

Pat_46 Post-Resistance WDR77 79084 37 1 111991249 111991249 Missense_Mutation SNP G A 4 43 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_46 Post-Resistance RSBN1 54665 37 1 114340403 114340403 Nonsense_Mutation SNP A T 11 88 c.959T>A c.(958-960)TTA>TAA p.L320*

Pat_46 Post-Resistance VTCN1 79679 37 1 117699309 117699309 Missense_Mutation SNP C T 6 41 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_46 Post-Resistance SPAG17 200162 37 1 118570912 118570912 Missense_Mutation SNP C T 11 55 c.3715G>A c.(3715-3717)GGA>AGA p.G1239R

Pat_46 Post-Resistance WARS2 10352 37 1 119619088 119619088 Missense_Mutation SNP G A 6 54 c.233C>T c.(232-234)TCC>TTC p.S78F

Pat_46 Post-Resistance HIST2H2AB 317772 37 1 149859168 149859168 Missense_Mutation SNP C T 15 136 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_46 Post-Resistance ECM1 1893 37 1 150483973 150483973 Missense_Mutation SNP C T 6 40 c.749C>T c.(748-750)TCG>TTG p.S250L

Pat_46 Post-Resistance C1orf56 54964 37 1 151021165 151021165 Missense_Mutation SNP G A 17 168 c.842G>A c.(841-843)AGT>AAT p.S281N

Pat_46 Post-Resistance HRNR 388697 37 1 152192583 152192583 Missense_Mutation SNP C T 17 220 c.1522G>A c.(1522-1524)GGA>AGA p.G508R

Pat_46 Post-Resistance HRNR 388697 37 1 152193753 152193753 Missense_Mutation SNP C T 18 53 c.352G>A c.(352-354)GAG>AAG p.E118K

Pat_46 Post-Resistance FLG 2312 37 1 152286716 152286716 Missense_Mutation SNP C T 13 46 c.646G>A c.(646-648)GAT>AAT p.D216N

Pat_46 Post-Resistance CRNN 49860 37 1 152382906 152382906 Missense_Mutation SNP C T 28 80 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_46 Post-Resistance LCE1E 353135 37 1 152760070 152760070 Missense_Mutation SNP C T 5 26 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_46 Post-Resistance UBAP2L 9898 37 1 154221896 154221896 Missense_Mutation SNP C T 10 91 c.1196C>T c.(1195-1197)CCA>CTA p.P399L

Pat_46 Post-Resistance DCST1 149095 37 1 155015964 155015964 Missense_Mutation SNP C T 5 24 c.1151C>T c.(1150-1152)ACT>ATT p.T384I

Pat_46 Post-Resistance FAM189B 10712 37 1 155220484 155220484 Missense_Mutation SNP G A 5 13 c.1093C>T c.(1093-1095)CGC>TGC p.R365C

Pat_46 Post-Resistance OR10K1 391109 37 1 158435659 158435659 Missense_Mutation SNP C T 7 58 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_46 Post-Resistance SPTA1 6708 37 1 158646045 158646045 Missense_Mutation SNP G A 16 141 c.998C>T c.(997-999)TCC>TTC p.S333F

Pat_46 Post-Resistance OR10J3 441911 37 1 159284365 159284365 Missense_Mutation SNP A C 12 198 c.85T>G c.(85-87)TTT>GTT p.F29V

Pat_46 Post-Resistance PVRL4 81607 37 1 161049730 161049730 Missense_Mutation SNP G A 10 42 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_46 Post-Resistance ADAMTS4 9507 37 1 161163432 161163432 Missense_Mutation SNP G A 41 141 c.1733C>T c.(1732-1734)TCA>TTA p.S578L

Pat_46 Post-Resistance F5 2153 37 1 169512194 169512194 Missense_Mutation SNP G A 67 118 c.2134C>T c.(2134-2136)CGT>TGT p.R712C

Pat_46 Post-Resistance SELE 6401 37 1 169698486 169698486 Nonsense_Mutation SNP G A 4 24 c.931C>T c.(931-933)CAG>TAG p.Q311*

Pat_46 Post-Resistance BAT2L2 23215 37 1 171509906 171509906 Missense_Mutation SNP C T 8 48 c.3295C>T c.(3295-3297)CCA>TCA p.P1099S

Pat_46 Post-Resistance ASTN1 460 37 1 176833520 176833520 Missense_Mutation SNP C T 6 55 c.3785G>A c.(3784-3786)GGA>GAA p.G1262E

Pat_46 Post-Resistance CACNA1E 777 37 1 181745241 181745241 Missense_Mutation SNP T C 12 156 c.5144T>C c.(5143-5145)CTC>CCC p.L1715P

Pat_46 Post-Resistance HMCN1 83872 37 1 186024803 186024803 Missense_Mutation SNP C T 13 112 c.7141C>T c.(7141-7143)CAT>TAT p.H2381Y

Pat_46 Post-Resistance HMCN1 83872 37 1 186121957 186121957 Missense_Mutation SNP G A 7 130 c.14972G>A c.(14971-14973)AGT>AAT p.S4991N

Pat_46 Post-Resistance RGS21 431704 37 1 192335238 192335238 Nonsense_Mutation SNP G A 15 34 c.443G>A c.(442-444)TGG>TAG p.W148*

Pat_46 Post-Resistance CAMSAP1L1 23271 37 1 200818755 200818755 Missense_Mutation SNP C T 6 102 c.2891C>T c.(2890-2892)CCT>CTT p.P964L

Pat_46 Post-Resistance SNRPE 6635 37 1 203834217 203834217 Missense_Mutation SNP C T 14 91 c.193C>T c.(193-195)CAT>TAT p.H65Y



Pat_46 Post-Resistance C4BPA 722 37 1 207297538 207297538 Missense_Mutation SNP C T 16 71 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_46 Post-Resistance INTS7 25896 37 1 212151816 212151816 Missense_Mutation SNP C T 6 33 c.1268G>A c.(1267-1269)AGG>AAG p.R423K

Pat_46 Post-Resistance USH2A 7399 37 1 215844436 215844436 Missense_Mutation SNP C T 18 39 c.14011G>A c.(14011-14013)GAA>AAA p.E4671K

Pat_46 Post-Resistance USH2A 7399 37 1 215847707 215847707 Missense_Mutation SNP C T 6 68 c.13546G>A c.(13546-13548)GGG>AGG p.G4516R

Pat_46 Post-Resistance RAB3GAP2 25782 37 1 220369723 220369723 Missense_Mutation SNP G A 6 47 c.829C>T c.(829-831)CCC>TCC p.P277S

Pat_46 Post-Resistance MOSC2 54996 37 1 220955223 220955223 Missense_Mutation SNP C T 11 125 c.988C>T c.(988-990)CCT>TCT p.P330S

Pat_46 Post-Resistance OBSCN 84033 37 1 228468465 228468465 Missense_Mutation SNP C T 3 2 c.8165C>T c.(8164-8166)TCC>TTC p.S2722F

Pat_46 Post-Resistance SLC35F3 148641 37 1 234367322 234367322 Missense_Mutation SNP C T 11 72 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_46 Post-Resistance RYR2 6262 37 1 237777611 237777611 Missense_Mutation SNP C T 4 12 c.5183C>T c.(5182-5184)CCC>CTC p.P1728L

Pat_46 Post-Resistance OR2W5 441932 37 1 247655264 247655264 Missense_Mutation SNP C T 5 61 c.835C>T c.(835-837)CAC>TAC p.H279Y

Pat_46 Post-Resistance OR2L13 284521 37 1 248263515 248263515 Missense_Mutation SNP C T 16 27 c.838C>T c.(838-840)CTT>TTT p.L280F

Pat_46 Post-Resistance TUBAL3 79861 37 10 5436006 5436006 Missense_Mutation SNP A T 9 52 c.815T>A c.(814-816)ATA>AAA p.I272K

Pat_46 Post-Resistance OLAH 55301 37 10 15107598 15107598 Missense_Mutation SNP C T 4 32 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_46 Post-Resistance ITGA8 8516 37 10 15590507 15590507 Missense_Mutation SNP C T 8 35 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_46 Post-Resistance ITGA8 8516 37 10 15646281 15646281 Missense_Mutation SNP C T 5 37 c.2044G>A c.(2044-2046)GGA>AGA p.G682R

Pat_46 Post-Resistance PIP4K2A 5305 37 10 22898620 22898620 Missense_Mutation SNP G C 17 82 c.171C>G c.(169-171)ATC>ATG p.I57M

Pat_46 Post-Resistance PTCHD3 374308 37 10 27702954 27702955 Missense_Mutation DNP GG AA 4 23 c.225_226CC>TTc.(223-228)CCCCCC>CCTTCC p.P76S

Pat_46 Post-Resistance MPP7 143098 37 10 28408594 28408594 Missense_Mutation SNP G A 13 100 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_46 Post-Resistance ANKRD30A 91074 37 10 37490242 37490242 Missense_Mutation SNP G A 4 44 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_46 Post-Resistance ZNF37A 7587 37 10 38407040 38407040 Missense_Mutation SNP C T 6 50 c.961C>T c.(961-963)CAT>TAT p.H321Y

Pat_46 Post-Resistance FRMPD2 143162 37 10 49430394 49430394 Missense_Mutation SNP G A 8 52 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_46 Post-Resistance OGDHL 55753 37 10 50953927 50953927 Missense_Mutation SNP C T 4 26 c.1393G>A c.(1393-1395)GAT>AAT p.D465N

Pat_46 Post-Resistance NCOA4 8031 37 10 51579247 51579247 Missense_Mutation SNP C T 19 95 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_46 Post-Resistance PCDH15 65217 37 10 55955628 55955628 Missense_Mutation SNP G A 4 46 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Post-Resistance BICC1 80114 37 10 60558923 60558923 Missense_Mutation SNP C T 5 9 c.1636C>T c.(1636-1638)CCT>TCT p.P546S

Pat_46 Post-Resistance ANK3 288 37 10 61829433 61829433 Missense_Mutation SNP C T 6 63 c.11206G>A c.(11206-11208)GAA>AAA p.E3736K

Pat_46 Post-Resistance COL13A1 1305 37 10 71712675 71712675 Missense_Mutation SNP G A 5 28 c.2063G>A c.(2062-2064)GGG>GAG p.G688E

Pat_46 Post-Resistance C10orf55 414236 37 10 75671974 75671974 Missense_Mutation SNP G A 4 40 c.29C>T c.(28-30)TCG>TTG p.S10L

Pat_46 Post-Resistance SFTPA1 653509 37 10 81373492 81373492 Splice_Site SNP G A 5 60 c.371_splice c.e6-1 p.A124_splice

Pat_46 Post-Resistance IFIT1 3434 37 10 91162729 91162729 Missense_Mutation SNP G A 15 130 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_46 Post-Resistance CYP2C18 1562 37 10 96447594 96447594 Missense_Mutation SNP G A 10 81 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_46 Post-Resistance FAM178A 55719 37 10 102684341 102684341 Missense_Mutation SNP C T 7 99 c.1583C>T c.(1582-1584)ACT>ATT p.T528I

Pat_46 Post-Resistance TACC2 10579 37 10 123970436 123970436 Missense_Mutation SNP G A 15 81 c.6496G>A c.(6496-6498)GGG>AGG p.G2166R

Pat_46 Post-Resistance C10orf137 26098 37 10 127424384 127424384 Missense_Mutation SNP C T 9 71 c.1669C>T c.(1669-1671)CCA>TCA p.P557S

Pat_46 Post-Resistance C10orf90 118611 37 10 128192921 128192921 Missense_Mutation SNP G C 6 61 c.848C>G c.(847-849)CCC>CGC p.P283R

Pat_46 Post-Resistance ZNF215 7762 37 11 6964847 6964847 Missense_Mutation SNP A C 12 100 c.687A>C c.(685-687)AAA>AAC p.K229N

Pat_46 Post-Resistance NLRP14 338323 37 11 7064044 7064044 Missense_Mutation SNP G A 9 69 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_46 Post-Resistance NLRP14 338323 37 11 7091675 7091675 Missense_Mutation SNP T C 6 41 c.3134T>C c.(3133-3135)CTA>CCA p.L1045P

Pat_46 Post-Resistance PPFIBP2 8495 37 11 7586787 7586787 Missense_Mutation SNP C T 7 104 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_46 Post-Resistance ST5 6764 37 11 8751675 8751675 Missense_Mutation SNP G A 6 47 c.1162C>T c.(1162-1164)CCC>TCC p.P388S

Pat_46 Post-Resistance TEAD1 7003 37 11 12901301 12901301 Missense_Mutation SNP C T 5 36 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_46 Post-Resistance BTBD10 84280 37 11 13424775 13424775 Missense_Mutation SNP C T 21 126 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_46 Post-Resistance GAS2 2620 37 11 22707294 22707294 Missense_Mutation SNP G A 7 40 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_46 Post-Resistance CCDC73 493860 37 11 32720870 32720870 Missense_Mutation SNP C T 4 31 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_46 Post-Resistance CSTF3 1479 37 11 33124691 33124691 Missense_Mutation SNP G A 9 37 c.625C>T c.(625-627)CGG>TGG p.R209W

Pat_46 Post-Resistance RAG2 5897 37 11 36615100 36615100 Missense_Mutation SNP G A 7 88 c.619C>T c.(619-621)CAT>TAT p.H207Y

Pat_46 Post-Resistance PTPMT1 114971 37 11 47587227 47587227 Missense_Mutation SNP C T 2 2 c.53C>T c.(52-54)CCG>CTG p.P18L



Pat_46 Post-Resistance PTPRJ 5795 37 11 48134313 48134313 Missense_Mutation SNP C T 15 80 c.130C>T c.(130-132)CCT>TCT p.P44S

Pat_46 Post-Resistance TRIM48 79097 37 11 55032647 55032647 Missense_Mutation SNP G A 15 37 c.316G>A c.(316-318)GAG>AAG p.E106K

Pat_46 Post-Resistance OR4C6 219432 37 11 55432600 55432600 Splice_Site SNP G A 7 18 c.-41_splice c.e3-1

Pat_46 Post-Resistance OR5L2 26338 37 11 55594915 55594915 Missense_Mutation SNP C T 48 81 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_46 Post-Resistance OR5AS1 219447 37 11 55798826 55798826 Missense_Mutation SNP C T 5 32 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_46 Post-Resistance OR8H2 390151 37 11 55873258 55873258 Missense_Mutation SNP G A 8 44 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_46 Post-Resistance OR8J1 219477 37 11 56128414 56128414 Missense_Mutation SNP C T 8 21 c.692C>T c.(691-693)TCA>TTA p.S231L

Pat_46 Post-Resistance FAM111A 63901 37 11 58919839 58919839 Missense_Mutation SNP C T 5 74 c.698C>T c.(697-699)TCC>TTC p.S233F

Pat_46 Post-Resistance OR4D11 219986 37 11 59271374 59271374 Missense_Mutation SNP G A 12 39 c.326G>A c.(325-327)GGG>GAG p.G109E

Pat_46 Post-Resistance OR4D9 390199 37 11 59283079 59283079 Missense_Mutation SNP G A 7 100 c.694G>A c.(694-696)GGC>AGC p.G232S

Pat_46 Post-Resistance OSBP 5007 37 11 59344425 59344425 Missense_Mutation SNP G A 21 222 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_46 Post-Resistance MS4A2 2206 37 11 59861474 59861474 Missense_Mutation SNP G A 7 73 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_46 Post-Resistance DAK 26007 37 11 61105584 61105584 Missense_Mutation SNP C T 4 16 c.175C>T c.(175-177)CAT>TAT p.H59Y

Pat_46 Post-Resistance AHNAK 79026 37 11 62292075 62292075 Missense_Mutation SNP G A 5 45 c.9814C>T c.(9814-9816)CCA>TCA p.P3272S

Pat_46 Post-Resistance MTA2 9219 37 11 62366028 62366028 Missense_Mutation SNP G A 23 177 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_46 Post-Resistance SLC22A25 387601 37 11 62933592 62933592 Missense_Mutation SNP C T 18 21 c.1209G>A c.(1207-1209)ATG>ATA p.M403I

Pat_46 Post-Resistance SLC22A10 387775 37 11 63057642 63057642 Missense_Mutation SNP C T 7 11 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_46 Post-Resistance SLC22A10 387775 37 11 63072267 63072267 Missense_Mutation SNP G A 10 63 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_46 Post-Resistance SLC22A12 116085 37 11 64359368 64359368 Missense_Mutation SNP G A 5 8 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_46 Post-Resistance CDC42BPG 55561 37 11 64606627 64606627 Missense_Mutation SNP G A 15 36 c.754C>T c.(754-756)CAC>TAC p.H252Y

Pat_46 Post-Resistance TM7SF2 7108 37 11 64882284 64882284 Missense_Mutation SNP G A 4 32 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_46 Post-Resistance TM7SF2 7108 37 11 64883503 64883503 Missense_Mutation SNP G A 9 24 c.1235G>A c.(1234-1236)CGC>CAC p.R412H

Pat_46 Post-Resistance NPAS4 266743 37 11 66192378 66192378 Missense_Mutation SNP T A 9 43 c.2017T>A c.(2017-2019)TCC>ACC p.S673T

Pat_46 Post-Resistance CABP2 51475 37 11 67286622 67286622 Missense_Mutation SNP C T 4 43 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_46 Post-Resistance PPFIA1 8500 37 11 70194471 70194471 Missense_Mutation SNP G A 7 56 c.2108G>A c.(2107-2109)CGA>CAA p.R703Q

Pat_46 Post-Resistance SYTL2 54843 37 11 85425493 85425493 Missense_Mutation SNP C T 5 62 c.1673G>A c.(1672-1674)AGG>AAG p.R558K

Pat_46 Post-Resistance PICALM 8301 37 11 85718599 85718599 Missense_Mutation SNP G A 14 106 c.793C>T c.(793-795)CCA>TCA p.P265S

Pat_46 Post-Resistance TRPC6 7225 37 11 101342086 101342086 Missense_Mutation SNP C T 5 44 c.2237G>A c.(2236-2238)AGG>AAG p.R746K

Pat_46 Post-Resistance APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 7 56 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_46 Post-Resistance SPA17 53340 37 11 124564280 124564280 Missense_Mutation SNP G A 8 61 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_46 Post-Resistance NFRKB 4798 37 11 129740050 129740050 Missense_Mutation SNP G A 4 51 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_46 Post-Resistance WNK1 65125 37 12 995120 995120 Missense_Mutation SNP C T 9 167 c.5150C>T c.(5149-5151)CCA>CTA p.P1717L

Pat_46 Post-Resistance PRB2 653247 37 12 11546515 11546515 Missense_Mutation SNP C T 20 133 c.497G>A c.(496-498)GGA>GAA p.G166E

Pat_46 Post-Resistance PIK3C2G 5288 37 12 18747456 18747456 Missense_Mutation SNP C T 7 62 c.3917C>T c.(3916-3918)TCT>TTT p.S1306F

Pat_46 Post-Resistance PLCZ1 89869 37 12 18837172 18837172 Missense_Mutation SNP G A 6 54 c.1633C>T c.(1633-1635)CAT>TAT p.H545Y

Pat_46 Post-Resistance ABCC9 10060 37 12 21997810 21997810 Missense_Mutation SNP C T 6 30 c.3136G>A c.(3136-3138)GGC>AGC p.G1046S

Pat_46 Post-Resistance OVCH1 341350 37 12 29598333 29598333 Missense_Mutation SNP C T 3 13 c.2759G>A c.(2758-2760)GGA>GAA p.G920E

Pat_46 Post-Resistance C12orf40 283461 37 12 40114899 40114899 Missense_Mutation SNP C T 12 81 c.1805C>T c.(1804-1806)TCT>TTT p.S602F

Pat_46 Post-Resistance ZNF641 121274 37 12 48737343 48737343 Nonsense_Mutation SNP G A 4 19 c.730C>T c.(730-732)CAG>TAG p.Q244*

Pat_46 Post-Resistance DIP2B 57609 37 12 51084862 51084862 Missense_Mutation SNP G A 7 53 c.1582G>A c.(1582-1584)GGA>AGA p.G528R

Pat_46 Post-Resistance GALNT6 11226 37 12 51773135 51773135 Missense_Mutation SNP G A 3 19 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_46 Post-Resistance KRT6B 3854 37 12 52841737 52841737 Missense_Mutation SNP C T 4 48 c.1249G>A c.(1249-1251)GAG>AAG p.E417K

Pat_46 Post-Resistance ESPL1 9700 37 12 53677195 53677195 Missense_Mutation SNP C T 5 64 c.2950C>T c.(2950-2952)CTT>TTT p.L984F

Pat_46 Post-Resistance OR6C76 390326 37 12 55820086 55820086 Missense_Mutation SNP G A 16 93 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_46 Post-Resistance ERBB3 2065 37 12 56482351 56482351 Missense_Mutation SNP C T 21 123 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_46 Post-Resistance ERBB3 2065 37 12 56493646 56493646 Missense_Mutation SNP C T 7 35 c.2962C>T c.(2962-2964)CCT>TCT p.P988S

Pat_46 Post-Resistance TAC3 6866 37 12 57406203 57406203 Missense_Mutation SNP G A 4 31 c.326C>T c.(325-327)CCC>CTC p.P109L



Pat_46 Post-Resistance MDM2 4193 37 12 69233409 69233409 Missense_Mutation SNP C T 16 82 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_46 Post-Resistance ACSS3 79611 37 12 81503391 81503391 Missense_Mutation SNP G A 8 43 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_46 Post-Resistance SCYL2 55681 37 12 100676720 100676720 Splice_Site SNP G A 3 20 c.-27_splice c.e2-1

Pat_46 Post-Resistance SLC5A8 160728 37 12 101551118 101551118 Missense_Mutation SNP G A 7 20 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_46 Post-Resistance CCDC63 160762 37 12 111342415 111342415 Missense_Mutation SNP G A 4 39 c.1366G>A c.(1366-1368)GAC>AAC p.D456N

Pat_46 Post-Resistance ATXN2 6311 37 12 111923086 111923086 Missense_Mutation SNP G A 10 121 c.2987C>T c.(2986-2988)ACA>ATA p.T996I

Pat_46 Post-Resistance CLIP1 6249 37 12 122862378 122862378 Missense_Mutation SNP C T 13 134 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_46 Post-Resistance DNAH10 196385 37 12 124281297 124281297 Missense_Mutation SNP G A 8 42 c.1727G>A c.(1726-1728)CGA>CAA p.R576Q

Pat_46 Post-Resistance GALNT9 50614 37 12 132681768 132681768 Missense_Mutation SNP G A 3 16 c.1696C>T c.(1696-1698)CGC>TGC p.R566C

Pat_46 Post-Resistance CHFR 55743 37 12 133438221 133438221 Splice_Site SNP C T 3 9 c.620_splice c.e7-1 p.G207_splice

Pat_46 Post-Resistance CHFR 55743 37 12 133448918 133448918 Missense_Mutation SNP G A 8 92 c.296C>T c.(295-297)ACT>ATT p.T99I

Pat_46 Post-Resistance GJB2 2706 37 13 20763467 20763467 Missense_Mutation SNP G A 4 23 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_46 Post-Resistance PAN3 255967 37 13 28846200 28846200 Nonsense_Mutation SNP C T 9 61 c.1603C>T c.(1603-1605)CAG>TAG p.Q535*

Pat_46 Post-Resistance STARD13 90627 37 13 33704213 33704213 Missense_Mutation SNP C T 2 5 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_46 Post-Resistance SPG20 23111 37 13 36905658 36905658 Missense_Mutation SNP G A 8 68 c.886C>T c.(886-888)CCT>TCT p.P296S

Pat_46 Post-Resistance NUFIP1 26747 37 13 45517755 45517755 Missense_Mutation SNP C T 7 110 c.1193G>A c.(1192-1194)AGC>AAC p.S398N

Pat_46 Post-Resistance SCEL 8796 37 13 78130735 78130735 Missense_Mutation SNP G A 20 137 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_46 Post-Resistance COL4A1 1282 37 13 110864805 110864805 Missense_Mutation SNP G A 8 120 c.346C>T c.(346-348)CCG>TCG p.P116S

Pat_46 Post-Resistance TMEM55B 90809 37 14 20928435 20928435 Missense_Mutation SNP C T 5 49 c.356G>A c.(355-357)GGG>GAG p.G119E

Pat_46 Post-Resistance REM2 161253 37 14 23354141 23354141 Missense_Mutation SNP G A 5 28 c.362G>A c.(361-363)GGG>GAG p.G121E

Pat_46 Post-Resistance MYH6 4624 37 14 23876313 23876314 Missense_Mutation DNP GG AA 12 109 c.119_120CC>TT c.(118-120)CCC>CTT p.P40L

Pat_46 Post-Resistance NPAS3 64067 37 14 33684488 33684488 Missense_Mutation SNP C T 7 59 c.241C>T c.(241-243)CCT>TCT p.P81S

Pat_46 Post-Resistance MIPOL1 145282 37 14 37838774 37838774 Missense_Mutation SNP C T 6 39 c.881C>T c.(880-882)TCA>TTA p.S294L

Pat_46 Post-Resistance SOS2 6655 37 14 50611980 50611980 Missense_Mutation SNP C T 7 78 c.2575G>A c.(2575-2577)GTT>ATT p.V859I

Pat_46 Post-Resistance PTGDR 5729 37 14 52741476 52741476 Missense_Mutation SNP G A 4 23 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_46 Post-Resistance TOMM20L 387990 37 14 58869404 58869404 Missense_Mutation SNP G A 11 72 c.187G>A c.(187-189)GAT>AAT p.D63N

Pat_46 Post-Resistance PPM1A 5494 37 14 60749713 60749713 Nonsense_Mutation SNP A T 4 42 c.292A>T c.(292-294)AAG>TAG p.K98*

Pat_46 Post-Resistance PPM1A 5494 37 14 60752390 60752391 Missense_Mutation DNP CC TT 12 97 c.883_884CC>TT c.(883-885)CCC>TTC p.P295F

Pat_46 Post-Resistance NEK9 91754 37 14 75553828 75553828 Missense_Mutation SNP C T 7 116 c.2710G>A c.(2710-2712)GGT>AGT p.G904S

Pat_46 Post-Resistance KIAA1409 57578 37 14 93944038 93944038 Missense_Mutation SNP G A 8 77 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Post-Resistance DICER1 23405 37 14 95571421 95571421 Missense_Mutation SNP G A 7 85 c.3256C>T c.(3256-3258)CCT>TCT p.P1086S

Pat_46 Post-Resistance TECPR2 9895 37 14 102901094 102901094 Missense_Mutation SNP C T 3 23 c.1940C>T c.(1939-1941)TCA>TTA p.S647L

Pat_46 Post-Resistance CDC42BPB 9578 37 14 103434988 103434988 Missense_Mutation SNP T A 6 54 c.2061A>T c.(2059-2061)AAA>AAT p.K687N

Pat_46 Post-Resistance MTA1 9112 37 14 105932778 105932778 Missense_Mutation SNP C T 3 10 c.1640C>T c.(1639-1641)CCC>CTC p.P547L

Pat_46 Post-Resistance TJP1 7082 37 15 30026556 30026556 Missense_Mutation SNP T C 20 39 c.1438A>G c.(1438-1440)AGA>GGA p.R480G

Pat_46 Post-Resistance BUB1B 701 37 15 40457265 40457265 Missense_Mutation SNP C T 19 45 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_46 Post-Resistance RPAP1 26015 37 15 41817292 41817293 Nonsense_Mutation DNP GG AA 3 8 c.1971_1972CC>TTc.(1969-1974)CCCCAA>CCTTAAp.Q658*

Pat_46 Post-Resistance GANC 2595 37 15 42632068 42632068 Missense_Mutation SNP C T 6 20 c.2045C>T c.(2044-2046)TCT>TTT p.S682F

Pat_46 Post-Resistance CTDSPL2 51496 37 15 44751361 44751361 Missense_Mutation SNP C T 12 95 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_46 Post-Resistance GABPB1 2553 37 15 50593519 50593519 Missense_Mutation SNP G A 8 145 c.518C>T c.(517-519)ACT>ATT p.T173I

Pat_46 Post-Resistance WDR72 256764 37 15 54003587 54003587 Missense_Mutation SNP C T 5 67 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_46 Post-Resistance UNC13C 440279 37 15 54305661 54305661 Nonsense_Mutation SNP G A 14 60 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_46 Post-Resistance RNF111 54778 37 15 59323443 59323443 Missense_Mutation SNP C T 12 49 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_46 Post-Resistance HERC1 8925 37 15 63986325 63986325 Missense_Mutation SNP C T 4 19 c.5512G>A c.(5512-5514)GTT>ATT p.V1838I

Pat_46 Post-Resistance CSNK1G1 53944 37 15 64499716 64499716 Missense_Mutation SNP C T 5 23 c.757G>A c.(757-759)GGA>AGA p.G253R

Pat_46 Post-Resistance DENND4A 10260 37 15 66048767 66048767 Missense_Mutation SNP G A 11 52 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_46 Post-Resistance IQCH 64799 37 15 67793004 67793004 Missense_Mutation SNP G A 5 35 c.3004G>A c.(3004-3006)GTA>ATA p.V1002I



Pat_46 Post-Resistance LRRC49 54839 37 15 71329552 71329552 Missense_Mutation SNP G A 14 103 c.1738G>A c.(1738-1740)GGA>AGA p.G580R

Pat_46 Post-Resistance PARP6 56965 37 15 72552884 72552884 Missense_Mutation SNP G A 26 146 c.691C>T c.(691-693)CCC>TCC p.P231S

Pat_46 Post-Resistance CYP11A1 1583 37 15 74630935 74630935 Missense_Mutation SNP C T 6 58 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_46 Post-Resistance KIAA1199 57214 37 15 81201454 81201454 Missense_Mutation SNP A G 4 13 c.1604A>G c.(1603-1605)AAG>AGG p.K535R

Pat_46 Post-Resistance ALPK3 57538 37 15 85400266 85400266 Missense_Mutation SNP C T 9 60 c.2903C>T c.(2902-2904)CCA>CTA p.P968L

Pat_46 Post-Resistance SLCO3A1 28232 37 15 92671649 92671649 Missense_Mutation SNP C T 6 82 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_46 Post-Resistance IGF1R 3480 37 15 99478232 99478232 Missense_Mutation SNP G A 4 47 c.3136G>A c.(3136-3138)GAG>AAG p.E1046K

Pat_46 Post-Resistance PKD1 5310 37 16 2158389 2158389 Missense_Mutation SNP A G 3 17 c.6779T>C c.(6778-6780)ATT>ACT p.I2260T

Pat_46 Post-Resistance BTBD12 84464 37 16 3640514 3640514 Missense_Mutation SNP C T 3 18 c.3125G>A c.(3124-3126)GGC>GAC p.G1042D

Pat_46 Post-Resistance SMG1 23049 37 16 18902236 18902236 Missense_Mutation SNP A C 6 50 c.557T>G c.(556-558)GTT>GGT p.V186G

Pat_46 Post-Resistance CACNG3 10368 37 16 24358111 24358111 Missense_Mutation SNP G A 5 39 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_46 Post-Resistance SETD1A 9739 37 16 30975992 30975992 Missense_Mutation SNP C T 8 50 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_46 Post-Resistance GPT2 84706 37 16 46958446 46958446 Missense_Mutation SNP A T 5 26 c.1358A>T c.(1357-1359)GAG>GTG p.E453V

Pat_46 Post-Resistance CDH11 1009 37 16 65032695 65032695 Missense_Mutation SNP C T 5 22 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_46 Post-Resistance CMTM3 123920 37 16 66642333 66642333 Missense_Mutation SNP A C 7 30 c.269A>C c.(268-270)AAT>ACT p.N90T

Pat_46 Post-Resistance KIAA0895L 653319 37 16 67210754 67210754 Missense_Mutation SNP C T 6 46 c.1376G>A c.(1375-1377)CGG>CAG p.R459Q

Pat_46 Post-Resistance TAT 6898 37 16 71610233 71610233 Missense_Mutation SNP G A 4 42 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Post-Resistance ADAT1 23536 37 16 75637046 75637046 Missense_Mutation SNP A G 13 126 c.1313T>C c.(1312-1314)CTC>CCC p.L438P

Pat_46 Post-Resistance GAN 8139 37 16 81411197 81411197 Missense_Mutation SNP C T 6 78 c.1790C>T c.(1789-1791)CCT>CTT p.P597L

Pat_46 Post-Resistance HSDL1 83693 37 16 84163799 84163800 Missense_Mutation DNP CC TT 11 69 c.457_458GG>AA c.(457-459)GGT>AAT p.G153N

Pat_46 Post-Resistance NLRP1 22861 37 17 5436241 5436241 Missense_Mutation SNP C T 3 22 c.3197G>A c.(3196-3198)GGG>GAG p.G1066E

Pat_46 Post-Resistance ADORA2B 136 37 17 15878556 15878556 Missense_Mutation SNP C T 6 100 c.899C>T c.(898-900)ACT>ATT p.T300I

Pat_46 Post-Resistance CCDC144NL 339184 37 17 20799030 20799030 Missense_Mutation SNP G A 7 39 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_46 Post-Resistance PHF12 57649 37 17 27248740 27248740 Missense_Mutation SNP G A 11 78 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_46 Post-Resistance NF1 4763 37 17 29677227 29677227 Nonsense_Mutation SNP C T 19 114 c.7348C>T c.(7348-7350)CGA>TGA p.R2450*

Pat_46 Post-Resistance UNC45B 146862 37 17 33491151 33491151 Missense_Mutation SNP G A 10 117 c.1117G>A c.(1117-1119)GAT>AAT p.D373N

Pat_46 Post-Resistance KRT32 3882 37 17 39619092 39619092 Missense_Mutation SNP C T 3 12 c.1207G>A c.(1207-1209)GAG>AAG p.E403K

Pat_46 Post-Resistance KRT14 3861 37 17 39742707 39742707 Missense_Mutation SNP G A 6 31 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_46 Post-Resistance WNK4 65266 37 17 40932960 40932960 Missense_Mutation SNP G A 5 15 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_46 Post-Resistance MEOX1 4222 37 17 41719375 41719375 Missense_Mutation SNP C T 16 60 c.668G>A c.(667-669)AGG>AAG p.R223K

Pat_46 Post-Resistance KIAA1267 284058 37 17 44249109 44249109 Missense_Mutation SNP G A 27 89 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_46 Post-Resistance HLF 3131 37 17 53345193 53345193 Missense_Mutation SNP G A 6 58 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_46 Post-Resistance KPNA2 3838 37 17 66033562 66033562 Missense_Mutation SNP C T 10 64 c.164C>T c.(163-165)TCA>TTA p.S55L

Pat_46 Post-Resistance ICT1 3396 37 17 73013191 73013191 Missense_Mutation SNP G A 4 50 c.205G>A c.(205-207)GAC>AAC p.D69N

Pat_46 Post-Resistance ATP5H 10476 37 17 73036233 73036233 Missense_Mutation SNP G A 11 174 c.245C>T c.(244-246)CCA>CTA p.P82L

Pat_46 Post-Resistance SMCHD1 23347 37 18 2750443 2750443 Missense_Mutation SNP C T 3 8 c.4103C>T c.(4102-4104)CCC>CTC p.P1368L

Pat_46 Post-Resistance TXNDC2 84203 37 18 9887184 9887184 Missense_Mutation SNP G C 12 78 c.708G>C c.(706-708)GAG>GAC p.E236D

Pat_46 Post-Resistance ANKRD30B 374860 37 18 14799105 14799105 Missense_Mutation SNP C T 5 58 c.2035C>T c.(2035-2037)CCT>TCT p.P679S

Pat_46 Post-Resistance NPC1 4864 37 18 21134821 21134821 Nonsense_Mutation SNP A T 6 35 c.1454T>A c.(1453-1455)TTA>TAA p.L485*

Pat_46 Post-Resistance NPC1 4864 37 18 21134840 21134840 Missense_Mutation SNP A T 7 38 c.1435T>A c.(1435-1437)TGC>AGC p.C479S

Pat_46 Post-Resistance LAMA3 3909 37 18 21419844 21419844 Missense_Mutation SNP C T 9 70 c.3287C>T c.(3286-3288)TCG>TTG p.S1096L

Pat_46 Post-Resistance LAMA3 3909 37 18 21487610 21487610 Missense_Mutation SNP G A 17 115 c.6815G>A c.(6814-6816)GGT>GAT p.G2272D

Pat_46 Post-Resistance DSC3 1825 37 18 28584314 28584314 Missense_Mutation SNP G A 4 34 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Post-Resistance DSC2 1824 37 18 28672144 28672144 Nonsense_Mutation SNP T A 5 54 c.274A>T c.(274-276)AGA>TGA p.R92*

Pat_46 Post-Resistance KIAA1012 22878 37 18 29470717 29470717 Missense_Mutation SNP C T 6 74 c.1709G>A c.(1708-1710)CGA>CAA p.R570Q

Pat_46 Post-Resistance PSTPIP2 9050 37 18 43570702 43570702 Missense_Mutation SNP G A 5 34 c.941C>T c.(940-942)CCT>CTT p.P314L

Pat_46 Post-Resistance TCEB3B 51224 37 18 44560363 44560363 Missense_Mutation SNP C T 7 21 c.1273G>A c.(1273-1275)GAT>AAT p.D425N



Pat_46 Post-Resistance TCEB3B 51224 37 18 44561172 44561172 Missense_Mutation SNP C T 5 17 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Post-Resistance DCC 1630 37 18 50432428 50432428 Missense_Mutation SNP C T 5 47 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_46 Post-Resistance DCC 1630 37 18 50741963 50741963 Missense_Mutation SNP C T 9 81 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Post-Resistance ALPK2 115701 37 18 56246363 56246363 Missense_Mutation SNP G A 8 48 c.1645C>T c.(1645-1647)CCG>TCG p.P549S

Pat_46 Post-Resistance SERPINB7 8710 37 18 61465919 61465919 Missense_Mutation SNP G A 11 78 c.536G>A c.(535-537)GGC>GAC p.G179D

Pat_46 Post-Resistance CDH7 1005 37 18 63547837 63547837 Missense_Mutation SNP G A 7 42 c.2065G>A c.(2065-2067)GAA>AAA p.E689K

Pat_46 Post-Resistance CNN2 1265 37 19 1037859 1037859 Missense_Mutation SNP C T 7 25 c.890C>T c.(889-891)CCT>CTT p.P297L

Pat_46 Post-Resistance PIP5K1C 23396 37 19 3661061 3661061 Missense_Mutation SNP G A 11 30 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_46 Post-Resistance CREB3L3 84699 37 19 4157169 4157169 Missense_Mutation SNP G A 5 26 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_46 Post-Resistance ZNF557 79230 37 19 7076509 7076509 Missense_Mutation SNP G A 5 58 c.217G>A c.(217-219)GCC>ACC p.A73T

Pat_46 Post-Resistance MUC16 94025 37 19 9045834 9045834 Missense_Mutation SNP C T 9 21 c.35797G>A c.(35797-35799)GAA>AAA p.E11933K

Pat_46 Post-Resistance MUC16 94025 37 19 9045848 9045848 Missense_Mutation SNP G A 9 17 c.35783C>T c.(35782-35784)TCA>TTA p.S11928L

Pat_46 Post-Resistance MUC16 94025 37 19 9068949 9068949 Missense_Mutation SNP G A 7 30 c.18497C>T c.(18496-18498)TCT>TTT p.S6166F

Pat_46 Post-Resistance ZNF562 54811 37 19 9764053 9764053 Missense_Mutation SNP C T 7 30 c.853G>A c.(853-855)GAG>AAG p.E285K

Pat_46 Post-Resistance CYP4F22 126410 37 19 15651274 15651274 Missense_Mutation SNP T C 8 31 c.685T>C c.(685-687)TAT>CAT p.Y229H

Pat_46 Post-Resistance USHBP1 83878 37 19 17367350 17367350 Missense_Mutation SNP C T 3 16 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_46 Post-Resistance ZNF676 163223 37 19 22363003 22363003 Missense_Mutation SNP T C 10 89 c.1516A>G c.(1516-1518)AAA>GAA p.K506E

Pat_46 Post-Resistance ZNF507 22847 37 19 32873430 32873430 Nonsense_Mutation SNP G A 7 83 c.2418G>A c.(2416-2418)TGG>TGA p.W806*

Pat_46 Post-Resistance KIRREL2 84063 37 19 36357300 36357300 Missense_Mutation SNP C T 9 96 c.2033C>T c.(2032-2034)TCC>TTC p.S678F

Pat_46 Post-Resistance ZNF565 147929 37 19 36673967 36673967 Missense_Mutation SNP G A 6 33 c.901C>T c.(901-903)CAC>TAC p.H301Y

Pat_46 Post-Resistance ZNF383 163087 37 19 37734537 37734537 Missense_Mutation SNP C T 6 47 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_46 Post-Resistance CLC 1178 37 19 40225070 40225070 Missense_Mutation SNP G T 7 96 c.156C>A c.(154-156)TTC>TTA p.F52L

Pat_46 Post-Resistance SHKBP1 92799 37 19 41086687 41086687 Missense_Mutation SNP C T 5 33 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_46 Post-Resistance CEACAM5 1048 37 19 42213788 42213788 Missense_Mutation SNP G A 5 63 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_46 Post-Resistance PSG8 440533 37 19 43262211 43262211 Missense_Mutation SNP C T 21 154 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_46 Post-Resistance PSG1 5669 37 19 43376195 43376195 Missense_Mutation SNP C T 12 46 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_46 Post-Resistance PSG9 5678 37 19 43762435 43762435 Missense_Mutation SNP G A 16 128 c.1162C>T c.(1162-1164)CAT>TAT p.H388Y

Pat_46 Post-Resistance CCDC9 26093 37 19 47761596 47761596 Translation_Start_Site SNP G A 3 24 c.-61G>A c.(-63--59)CAGTG>CAATG

Pat_46 Post-Resistance ZNF175 7728 37 19 52091536 52091536 Missense_Mutation SNP C T 4 32 c.1952C>T c.(1951-1953)TCG>TTG p.S651L

Pat_46 Post-Resistance SIGLEC5 8778 37 19 52131203 52131203 Missense_Mutation SNP G A 5 28 c.881C>T c.(880-882)TCC>TTC p.S294F

Pat_46 Post-Resistance FPR2 2358 37 19 52272576 52272576 Missense_Mutation SNP G A 3 18 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_46 Post-Resistance FPR3 2359 37 19 52327313 52327313 Missense_Mutation SNP G A 6 39 c.312G>A c.(310-312)ATG>ATA p.M104I

Pat_46 Post-Resistance ZNF611 81856 37 19 53209661 53209661 Missense_Mutation SNP G A 9 93 c.647C>T c.(646-648)TCA>TTA p.S216L

Pat_46 Post-Resistance KIR2DS4 3809 37 19 55351067 55351067 Missense_Mutation SNP G A 5 55 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_46 Post-Resistance NLRP8 126205 37 19 56490764 56490764 Missense_Mutation SNP G A 8 36 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_46 Post-Resistance ZFP28 140612 37 19 57066001 57066001 Missense_Mutation SNP C T 5 66 c.1847C>T c.(1846-1848)CCT>CTT p.P616L

Pat_46 Post-Resistance ZNF329 79673 37 19 58640786 58640786 Missense_Mutation SNP G A 14 127 c.85C>T c.(85-87)CCC>TCC p.P29S

Pat_46 Post-Resistance ATAD2B 54454 37 2 24046313 24046313 Missense_Mutation SNP C T 4 23 c.1946G>A c.(1945-1947)AGT>AAT p.S649N

Pat_46 Post-Resistance GPN1 11321 37 2 27864126 27864126 Missense_Mutation SNP G A 8 65 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_46 Post-Resistance C2orf71 388939 37 2 29296101 29296101 Missense_Mutation SNP G A 6 24 c.1027C>T c.(1027-1029)CTC>TTC p.L343F

Pat_46 Post-Resistance CCT7 10574 37 2 73474975 73474975 Missense_Mutation SNP C T 6 40 c.704C>T c.(703-705)CCC>CTC p.P235L

Pat_46 Post-Resistance ALMS1 7840 37 2 73651805 73651805 Missense_Mutation SNP C T 4 27 c.1015C>T c.(1015-1017)CGT>TGT p.R339C

Pat_46 Post-Resistance CTNNA2 1496 37 2 80874951 80874951 Missense_Mutation SNP C T 13 100 c.2816C>T c.(2815-2817)TCG>TTG p.S939L

Pat_46 Post-Resistance EIF2AK3 9451 37 2 88874860 88874860 Missense_Mutation SNP G A 8 87 c.2141C>T c.(2140-2142)CCT>CTT p.P714L

Pat_46 Post-Resistance SLC9A4 389015 37 2 103142776 103142776 Missense_Mutation SNP G A 9 59 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_46 Post-Resistance IL1A 3552 37 2 113532775 113532775 Missense_Mutation SNP C T 5 60 c.685G>A c.(685-687)GGC>AGC p.G229S

Pat_46 Post-Resistance NCKAP5 344148 37 2 133489429 133489429 Missense_Mutation SNP G A 4 35 c.5324C>T c.(5323-5325)TCC>TTC p.S1775F



Pat_46 Post-Resistance ARHGAP15 55843 37 2 143974010 143974010 Missense_Mutation SNP C G 5 41 c.292C>G c.(292-294)CTA>GTA p.L98V

Pat_46 Post-Resistance CCDC148 130940 37 2 159077171 159077171 Missense_Mutation SNP C T 9 26 c.1306G>A c.(1306-1308)GAT>AAT p.D436N

Pat_46 Post-Resistance LY75 4065 37 2 160742933 160742933 Missense_Mutation SNP G A 7 36 c.911C>T c.(910-912)CCA>CTA p.P304L

Pat_46 Post-Resistance ITGB6 3694 37 2 161052127 161052127 Splice_Site SNP C T 5 34 c.347_splice c.e4-1 p.G116_splice

Pat_46 Post-Resistance SCN1A 6323 37 2 166897895 166897895 Nonsense_Mutation SNP C T 9 85 c.2228G>A c.(2227-2229)TGG>TAG p.W743*

Pat_46 Post-Resistance G6PC2 57818 37 2 169761055 169761055 Nonsense_Mutation SNP G A 22 164 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_46 Post-Resistance UBR3 130507 37 2 170938268 170938268 Missense_Mutation SNP G A 5 45 c.5582G>A c.(5581-5583)AGA>AAA p.R1861K

Pat_46 Post-Resistance ITGA6 3655 37 2 173339794 173339794 Missense_Mutation SNP C T 5 31 c.1124C>T c.(1123-1125)TCT>TTT p.S375F

Pat_46 Post-Resistance TTN 7273 37 2 179401036 179401036 Missense_Mutation SNP C T 3 23 c.92734G>A c.(92734-92736)GAA>AAA p.E30912K

Pat_46 Post-Resistance TTN 7273 37 2 179431936 179431936 Nonsense_Mutation SNP C T 8 67 c.71219G>A c.(71218-71220)TGG>TAG p.W23740*

Pat_46 Post-Resistance TTN 7273 37 2 179435273 179435273 Missense_Mutation SNP T C 3 21 c.67882A>G c.(67882-67884)ACT>GCT p.T22628A

Pat_46 Post-Resistance TTN 7273 37 2 179439473 179439473 Missense_Mutation SNP C G 4 40 c.63682G>C c.(63682-63684)GAG>CAG p.E21228Q

Pat_46 Post-Resistance TTN 7273 37 2 179475048 179475048 Missense_Mutation SNP C T 7 45 c.43501G>A c.(43501-43503)GAA>AAA p.E14501K

Pat_46 Post-Resistance TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 7 99 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_46 Post-Resistance TTN 7273 37 2 179517063 179517063 Missense_Mutation SNP G A 13 122 c.31837C>T c.(31837-31839)CCC>TCC p.P10613S

Pat_46 Post-Resistance TTN 7273 37 2 179542534 179542534 Missense_Mutation SNP C T 12 79 c.30373G>A c.(30373-30375)GAA>AAA p.E10125K

Pat_46 Post-Resistance TTN 7273 37 2 179584152 179584152 Missense_Mutation SNP G A 5 22 c.20233C>T c.(20233-20235)CGC>TGC p.R6745C

Pat_46 Post-Resistance ZNF804A 91752 37 2 185802432 185802432 Missense_Mutation SNP G A 10 37 c.2309G>A c.(2308-2310)CGA>CAA p.R770Q

Pat_46 Post-Resistance CLK1 1195 37 2 201724923 201724923 Nonsense_Mutation SNP T A 15 105 c.406A>T c.(406-408)AAA>TAA p.K136*

Pat_46 Post-Resistance ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 4 21 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_46 Post-Resistance CRYGC 1420 37 2 208994365 208994365 Missense_Mutation SNP C T 7 74 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Post-Resistance MAP2 4133 37 2 210558852 210558852 Missense_Mutation SNP G A 3 20 c.1958G>A c.(1957-1959)AGT>AAT p.S653N

Pat_46 Post-Resistance MAP2 4133 37 2 210570403 210570403 Missense_Mutation SNP T A 16 127 c.4684T>A c.(4684-4686)TCC>ACC p.S1562T

Pat_46 Post-Resistance MYL1 4632 37 2 211163257 211163257 Missense_Mutation SNP C T 9 25 c.191G>A c.(190-192)AGA>AAA p.R64K

Pat_46 Post-Resistance SLC23A3 151295 37 2 220032706 220032706 Missense_Mutation SNP G A 6 47 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_46 Post-Resistance SLC4A3 6508 37 2 220496794 220496794 Missense_Mutation SNP C T 3 24 c.916C>T c.(916-918)CGC>TGC p.R306C

Pat_46 Post-Resistance SP140 11262 37 2 231108493 231108493 Missense_Mutation SNP G A 9 36 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_46 Post-Resistance NMUR1 10316 37 2 232393481 232393481 Missense_Mutation SNP A G 3 19 c.251T>C c.(250-252)GTC>GCC p.V84A

Pat_46 Post-Resistance SPTLC3 55304 37 20 13098356 13098356 Missense_Mutation SNP A G 5 20 c.1136A>G c.(1135-1137)TAC>TGC p.Y379C

Pat_46 Post-Resistance C20orf3 57136 37 20 24964594 24964594 Missense_Mutation SNP G A 4 31 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_46 Post-Resistance DEFB116 245930 37 20 29891208 29891208 Missense_Mutation SNP G A 7 47 c.116C>T c.(115-117)CCA>CTA p.P39L

Pat_46 Post-Resistance NECAB3 63941 37 20 32257228 32257228 Missense_Mutation SNP C T 8 55 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_46 Post-Resistance PTPRT 11122 37 20 40735493 40735493 Missense_Mutation SNP C G 3 34 c.3323G>C c.(3322-3324)GGG>GCG p.G1108A

Pat_46 Post-Resistance PTPRT 11122 37 20 40743942 40743942 Missense_Mutation SNP C T 4 49 c.2996G>A c.(2995-2997)CGA>CAA p.R999Q

Pat_46 Post-Resistance PTPRT 11122 37 20 40747054 40747054 Missense_Mutation SNP C T 5 35 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_46 Post-Resistance MMP9 4318 37 20 44639672 44639672 Missense_Mutation SNP C T 7 18 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_46 Post-Resistance CDH22 64405 37 20 44815559 44815559 Missense_Mutation SNP G A 8 78 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_46 Post-Resistance SLC13A3 64849 37 20 45224923 45224923 Missense_Mutation SNP C T 7 73 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_46 Post-Resistance KCNB1 3745 37 20 47990627 47990627 Nonsense_Mutation SNP C T 10 72 c.1470G>A c.(1468-1470)TGG>TGA p.W490*

Pat_46 Post-Resistance ZNF831 128611 37 20 57770957 57770957 Nonsense_Mutation SNP C T 8 92 c.3772C>T c.(3772-3774)CAG>TAG p.Q1258*

Pat_46 Post-Resistance ZNF831 128611 37 20 57829544 57829544 Missense_Mutation SNP G A 5 37 c.4780G>A c.(4780-4782)GGC>AGC p.G1594S

Pat_46 Post-Resistance ITSN1 6453 37 21 35140024 35140024 Nonsense_Mutation SNP C T 8 40 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_46 Post-Resistance DSCAM 1826 37 21 41550881 41550881 Missense_Mutation SNP C T 4 20 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_46 Post-Resistance UBASH3A 53347 37 21 43826440 43826440 Missense_Mutation SNP G A 4 41 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_46 Post-Resistance MYO18B 84700 37 22 26286768 26286768 Missense_Mutation SNP G A 5 23 c.4360G>A c.(4360-4362)GAT>AAT p.D1454N

Pat_46 Post-Resistance ASPHD2 57168 37 22 26829939 26829939 Missense_Mutation SNP G A 3 22 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_46 Post-Resistance SOX10 6663 37 22 38370118 38370118 Missense_Mutation SNP G A 8 147 c.785C>T c.(784-786)TCC>TTC p.S262F



Pat_46 Post-Resistance RANGAP1 5905 37 22 41657514 41657514 Missense_Mutation SNP A C 5 28 c.551T>G c.(550-552)GTC>GGC p.V184G

Pat_46 Post-Resistance PMM1 5372 37 22 41973333 41973333 Missense_Mutation SNP G A 7 44 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_46 Post-Resistance PMM1 5372 37 22 41973900 41973900 Missense_Mutation SNP G A 4 25 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_46 Post-Resistance PACSIN2 11252 37 22 43289619 43289619 Missense_Mutation SNP C T 4 48 c.61G>A c.(61-63)GTC>ATC p.V21I

Pat_46 Post-Resistance PHF21B 112885 37 22 45309869 45309869 Missense_Mutation SNP G A 5 15 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_46 Post-Resistance ACR 49 37 22 51178379 51178379 Missense_Mutation SNP C T 3 9 c.539C>T c.(538-540)GCC>GTC p.A180V

Pat_46 Post-Resistance IQSEC1 9922 37 3 12957209 12957209 Missense_Mutation SNP G A 7 48 c.2087C>T c.(2086-2088)CCC>CTC p.P696L

Pat_46 Post-Resistance MYRIP 25924 37 3 40275539 40275539 Missense_Mutation SNP G A 7 36 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_46 Post-Resistance CCBP2 1238 37 3 42906733 42906733 Missense_Mutation SNP C T 4 44 c.739C>T c.(739-741)CGG>TGG p.R247W

Pat_46 Post-Resistance SEMA3B 7869 37 3 50307880 50307880 Missense_Mutation SNP C T 6 45 c.284C>T c.(283-285)CCT>CTT p.P95L

Pat_46 Post-Resistance DOCK3 1795 37 3 51101878 51101878 Splice_Site SNP G A 11 83 c.316_splice c.e6-1 p.K106_splice

Pat_46 Post-Resistance DOCK3 1795 37 3 51352520 51352520 Missense_Mutation SNP G A 4 35 c.3363G>A c.(3361-3363)ATG>ATA p.M1121I

Pat_46 Post-Resistance CACNA1D 776 37 3 53835211 53835211 Missense_Mutation SNP G A 6 43 c.5167G>A c.(5167-5169)GAT>AAT p.D1723N

Pat_46 Post-Resistance ERC2 26059 37 3 55922538 55922538 Missense_Mutation SNP C T 11 65 c.2443G>A c.(2443-2445)GAA>AAA p.E815K

Pat_46 Post-Resistance CADPS 8618 37 3 62522224 62522224 Missense_Mutation SNP C T 12 73 c.1999G>A c.(1999-2001)GAA>AAA p.E667K

Pat_46 Post-Resistance ADAMTS9 56999 37 3 64640105 64640105 Missense_Mutation SNP G A 5 72 c.1240C>T c.(1240-1242)CCC>TCC p.P414S

Pat_46 Post-Resistance EPHA6 285220 37 3 97167559 97167559 Missense_Mutation SNP G A 5 67 c.1879G>A c.(1879-1881)GAA>AAA p.E627K

Pat_46 Post-Resistance DCBLD2 131566 37 3 98520477 98520477 Missense_Mutation SNP C T 3 12 c.1687G>A c.(1687-1689)GGC>AGC p.G563S

Pat_46 Post-Resistance MYH15 22989 37 3 108117645 108117645 Missense_Mutation SNP C T 19 133 c.5032G>A c.(5032-5034)GAT>AAT p.D1678N

Pat_46 Post-Resistance EAF2 55840 37 3 121575857 121575857 Splice_Site SNP G A 7 54 c.339_splice c.e4-1 p.R113_splice

Pat_46 Post-Resistance CD86 942 37 3 121838341 121838341 Missense_Mutation SNP C T 5 47 c.950C>T c.(949-951)TCG>TTG p.S317L

Pat_46 Post-Resistance EEFSEC 60678 37 3 127981041 127981041 Missense_Mutation SNP C T 6 39 c.595C>T c.(595-597)CCA>TCA p.P199S

Pat_46 Post-Resistance IL20RB 53833 37 3 136699340 136699340 Missense_Mutation SNP C T 15 110 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_46 Post-Resistance ATR 545 37 3 142188288 142188288 Missense_Mutation SNP C T 11 57 c.6443G>A c.(6442-6444)CGA>CAA p.R2148Q

Pat_46 Post-Resistance MED12L 116931 37 3 150845664 150845664 Missense_Mutation SNP C T 6 42 c.449C>T c.(448-450)TCT>TTT p.S150F

Pat_46 Post-Resistance TRIM59 286827 37 3 160156050 160156050 Missense_Mutation SNP A C 11 81 c.922T>G c.(922-924)TCT>GCT p.S308A

Pat_46 Post-Resistance SERPINI2 5276 37 3 167189541 167189541 Missense_Mutation SNP C T 14 113 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_46 Post-Resistance WDR49 151790 37 3 167322110 167322110 Missense_Mutation SNP G A 4 38 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_46 Post-Resistance EIF2B5 8893 37 3 183861313 183861313 Missense_Mutation SNP C T 6 27 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_46 Post-Resistance TPRG1 285386 37 3 188956652 188956652 Missense_Mutation SNP C T 4 50 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_46 Post-Resistance WHSC1 7468 37 4 1961339 1961339 Missense_Mutation SNP C T 8 47 c.3127C>T c.(3127-3129)CCG>TCG p.P1043S

Pat_46 Post-Resistance ZFYVE28 57732 37 4 2306844 2306844 Missense_Mutation SNP C T 4 18 c.1223G>A c.(1222-1224)GGG>GAG p.G408E

Pat_46 Post-Resistance ZNF518B 85460 37 4 10446289 10446289 Missense_Mutation SNP G A 10 47 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_46 Post-Resistance DCAF16 54876 37 4 17805374 17805374 Missense_Mutation SNP G A 9 68 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_46 Post-Resistance SLIT2 9353 37 4 20543159 20543159 Missense_Mutation SNP G A 7 41 c.2060G>A c.(2059-2061)GGA>GAA p.G687E

Pat_46 Post-Resistance DHX15 1665 37 4 24544625 24544625 Missense_Mutation SNP C T 11 91 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_46 Post-Resistance TEC 7006 37 4 48147095 48147095 Splice_Site SNP C T 6 63 c.1470_splice c.e14+1 p.L490_splice

Pat_46 Post-Resistance EPHA5 2044 37 4 66356268 66356268 Missense_Mutation SNP C T 5 43 c.1229G>A c.(1228-1230)GGT>GAT p.G410D

Pat_46 Post-Resistance TMPRSS11D 9407 37 4 68698974 68698974 Missense_Mutation SNP C T 5 35 c.640G>A c.(640-642)GGC>AGC p.G214S

Pat_46 Post-Resistance UGT2B4 7363 37 4 70350974 70350974 Missense_Mutation SNP G A 17 173 c.1262C>T c.(1261-1263)TCG>TTG p.S421L

Pat_46 Post-Resistance CSN1S1 1446 37 4 70802196 70802196 Missense_Mutation SNP G A 3 15 c.152G>A c.(151-153)AGG>AAG p.R51K

Pat_46 Post-Resistance PROL1 58503 37 4 71265005 71265005 Missense_Mutation SNP G A 9 43 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_46 Post-Resistance NAA11 84779 37 4 80246788 80246788 Missense_Mutation SNP G A 4 22 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_46 Post-Resistance ANTXR2 118429 37 4 80952816 80952816 Missense_Mutation SNP G A 4 7 c.827C>T c.(826-828)TCT>TTT p.S276F

Pat_46 Post-Resistance WDFY3 23001 37 4 85722863 85722863 Missense_Mutation SNP G A 11 66 c.2762C>T c.(2761-2763)CCG>CTG p.P921L

Pat_46 Post-Resistance C4orf37 285555 37 4 98480246 98480246 Missense_Mutation SNP C T 9 91 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_46 Post-Resistance INTS12 57117 37 4 106604152 106604152 Missense_Mutation SNP G A 9 111 c.1127C>T c.(1126-1128)TCA>TTA p.S376L



Pat_46 Post-Resistance ENPEP 2028 37 4 111436534 111436534 Missense_Mutation SNP G A 9 48 c.1445G>A c.(1444-1446)GGA>GAA p.G482E

Pat_46 Post-Resistance PITX2 5308 37 4 111542496 111542496 Missense_Mutation SNP C T 5 24 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_46 Post-Resistance UGT8 7368 37 4 115544379 115544379 Missense_Mutation SNP G A 6 54 c.343G>A c.(343-345)GAC>AAC p.D115N

Pat_46 Post-Resistance KIAA1109 84162 37 4 123175410 123175410 Missense_Mutation SNP G A 7 46 c.5983G>A c.(5983-5985)GAT>AAT p.D1995N

Pat_46 Post-Resistance ANKRD50 57182 37 4 125593264 125593264 Missense_Mutation SNP C T 14 118 c.1168G>A c.(1168-1170)GAT>AAT p.D390N

Pat_46 Post-Resistance FAT4 79633 37 4 126240196 126240196 Missense_Mutation SNP C T 3 23 c.2630C>T c.(2629-2631)ACT>ATT p.T877I

Pat_46 Post-Resistance FAT4 79633 37 4 126367686 126367686 Missense_Mutation SNP C T 7 74 c.7432C>T c.(7432-7434)CCT>TCT p.P2478S

Pat_46 Post-Resistance PCDH18 54510 37 4 138451292 138451292 Missense_Mutation SNP C T 14 99 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_46 Post-Resistance UCP1 7350 37 4 141483360 141483360 Missense_Mutation SNP C T 10 107 c.796G>A c.(796-798)GCT>ACT p.A266T

Pat_46 Post-Resistance UCP1 7350 37 4 141484553 141484553 Missense_Mutation SNP C T 11 91 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_46 Post-Resistance RNF150 57484 37 4 141832457 141832457 Missense_Mutation SNP C T 4 33 c.1039G>A c.(1039-1041)GGA>AGA p.G347R

Pat_46 Post-Resistance GYPA 2993 37 4 145040883 145040883 Missense_Mutation SNP G A 5 60 c.188C>T c.(187-189)TCA>TTA p.S63L

Pat_46 Post-Resistance HHIP 64399 37 4 145629453 145629453 Missense_Mutation SNP G A 5 30 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_46 Post-Resistance DDX60L 91351 37 4 169348425 169348425 Missense_Mutation SNP G A 6 29 c.1726C>T c.(1726-1728)CTC>TTC p.L576F

Pat_46 Post-Resistance ADAM29 11086 37 4 175897562 175897562 Missense_Mutation SNP G A 7 58 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_46 Post-Resistance WDR17 116966 37 4 177041134 177041134 Missense_Mutation SNP C T 8 91 c.496C>T c.(496-498)CAC>TAC p.H166Y

Pat_46 Post-Resistance VEGFC 7424 37 4 177608980 177608980 Missense_Mutation SNP C T 6 34 c.806G>A c.(805-807)GGA>GAA p.G269E

Pat_46 Post-Resistance PDCD6 10016 37 5 306758 306758 Missense_Mutation SNP G A 7 39 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_46 Post-Resistance SLC6A18 348932 37 5 1225747 1225747 Missense_Mutation SNP G A 3 22 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_46 Post-Resistance TAS2R1 50834 37 5 9629784 9629784 Missense_Mutation SNP T C 2 19 c.361A>G c.(361-363)AGG>GGG p.R121G

Pat_46 Post-Resistance PRLR 5618 37 5 35065648 35065648 Missense_Mutation SNP C T 6 35 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_46 Post-Resistance HEATR7B2 133558 37 5 41033154 41033154 Missense_Mutation SNP C T 4 19 c.2350G>A c.(2350-2352)GGT>AGT p.G784S

Pat_46 Post-Resistance DHX29 54505 37 5 54593223 54593223 Missense_Mutation SNP C T 4 32 c.265G>A c.(265-267)GTA>ATA p.V89I

Pat_46 Post-Resistance ERCC8 1161 37 5 60199531 60199531 Missense_Mutation SNP C T 8 82 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_46 Post-Resistance MAP1B 4131 37 5 71493512 71493512 Missense_Mutation SNP C T 3 24 c.4330C>T c.(4330-4332)CCA>TCA p.P1444S

Pat_46 Post-Resistance TMEM174 134288 37 5 72469955 72469955 Missense_Mutation SNP C T 5 41 c.695C>T c.(694-696)CCT>CTT p.P232L

Pat_46 Post-Resistance LOC644936 644936 37 5 79595930 79595930 Missense_Mutation SNP G A 4 8 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Post-Resistance GPR98 84059 37 5 90016807 90016807 Nonsense_Mutation SNP C T 8 79 c.9679C>T c.(9679-9681)CGA>TGA p.R3227*

Pat_46 Post-Resistance LNPEP 4012 37 5 96329625 96329625 Missense_Mutation SNP G A 6 56 c.1357G>A c.(1357-1359)GCG>ACG p.A453T

Pat_46 Post-Resistance SRP19 6728 37 5 112203167 112203167 Missense_Mutation SNP G A 5 50 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_46 Post-Resistance CEP120 153241 37 5 122726902 122726902 Missense_Mutation SNP G A 9 107 c.940C>T c.(940-942)CCA>TCA p.P314S

Pat_46 Post-Resistance LMNB1 4001 37 5 126147552 126147552 Missense_Mutation SNP G A 4 40 c.901G>A c.(901-903)GAG>AAG p.E301K

Pat_46 Post-Resistance MEGF10 84466 37 5 126732229 126732229 Missense_Mutation SNP G A 12 96 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_46 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139892499 139892499 Missense_Mutation SNP T G 8 57 c.4191T>G c.(4189-4191)ATT>ATG p.I1397M

Pat_46 Post-Resistance PCDHA3 56145 37 5 140181752 140181752 Missense_Mutation SNP G A 6 66 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_46 Post-Resistance PCDHA7 56141 37 5 140214185 140214185 Missense_Mutation SNP G A 14 94 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_46 Post-Resistance PCDHA13 56136 37 5 140263676 140263676 Missense_Mutation SNP C T 8 54 c.1823C>T c.(1822-1824)TCG>TTG p.S608L

Pat_46 Post-Resistance PCDHB11 56125 37 5 140581524 140581524 Missense_Mutation SNP C T 8 75 c.2177C>T c.(2176-2178)TCG>TTG p.S726L

Pat_46 Post-Resistance PCDHB12 56124 37 5 140590287 140590287 Missense_Mutation SNP C T 6 98 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_46 Post-Resistance PCDH1 5097 37 5 141236930 141236930 Missense_Mutation SNP G A 3 9 c.3206C>T c.(3205-3207)CCG>CTG p.P1069L

Pat_46 Post-Resistance SLC26A2 1836 37 5 149357514 149357514 Missense_Mutation SNP C T 7 70 c.299C>T c.(298-300)CCA>CTA p.P100L

Pat_46 Post-Resistance ATP10B 23120 37 5 160018110 160018110 Missense_Mutation SNP C T 3 22 c.3601G>A c.(3601-3603)GAT>AAT p.D1201N

Pat_46 Post-Resistance GABRA6 2559 37 5 161128618 161128618 Missense_Mutation SNP C A 7 45 c.1201C>A c.(1201-1203)CCT>ACT p.P401T

Pat_46 Post-Resistance WWC1 23286 37 5 167836957 167836957 Missense_Mutation SNP G A 13 65 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_46 Post-Resistance SLIT3 6586 37 5 168098219 168098219 Missense_Mutation SNP G A 4 19 c.4111C>T c.(4111-4113)CCC>TCC p.P1371S

Pat_46 Post-Resistance FAM153C 653316 37 5 177473889 177473889 Missense_Mutation SNP C T 7 27 c.290C>T c.(289-291)TCC>TTC p.S97F

Pat_46 Post-Resistance DSP 1832 37 6 7570741 7570742 Missense_Mutation DNP CC TT 5 59 c.1646_1647CC>TT c.(1645-1647)TCC>TTT p.S549F



Pat_46 Post-Resistance HIVEP1 3096 37 6 12015883 12015883 Missense_Mutation SNP C T 12 132 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_46 Post-Resistance CAP2 10486 37 6 17507904 17507904 Missense_Mutation SNP G A 7 122 c.477G>A c.(475-477)ATG>ATA p.M159I

Pat_46 Post-Resistance LRRC16A 55604 37 6 25516015 25516015 Missense_Mutation SNP G A 8 14 c.1745G>A c.(1744-1746)GGA>GAA p.G582E

Pat_46 Post-Resistance HIST1H2BE 8344 37 6 26184054 26184054 Missense_Mutation SNP C T 11 61 c.31C>T c.(31-33)CCG>TCG p.P11S

Pat_46 Post-Resistance BTN2A3 54718 37 6 26431314 26431314 Missense_Mutation SNP T A 3 24 c.1232T>A c.(1231-1233)CTG>CAG p.L411Q

Pat_46 Post-Resistance BTN1A1 696 37 6 26508950 26508950 Missense_Mutation SNP G A 22 70 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_46 Post-Resistance PRSS16 10279 37 6 27222818 27222818 Missense_Mutation SNP G A 9 68 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_46 Post-Resistance GPX5 2880 37 6 28497304 28497304 Missense_Mutation SNP C T 12 49 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_46 Post-Resistance PPP1R11 6992 37 6 30037019 30037019 Missense_Mutation SNP C T 38 106 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_46 Post-Resistance MDC1 9656 37 6 30680836 30680836 Missense_Mutation SNP G A 4 50 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_46 Post-Resistance C6orf15 29113 37 6 31079628 31079628 Missense_Mutation SNP G A 4 29 c.508C>T c.(508-510)CAC>TAC p.H170Y

Pat_46 Post-Resistance BAT1 7919 37 6 31498949 31498949 Missense_Mutation SNP C T 8 86 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_46 Post-Resistance TNF 7124 37 6 31545117 31545117 Missense_Mutation SNP C T 7 18 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_46 Post-Resistance BAT3 7917 37 6 31615444 31615444 Missense_Mutation SNP G A 6 40 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_46 Post-Resistance SLC39A7 7922 37 6 33170381 33170381 Missense_Mutation SNP G A 7 40 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_46 Post-Resistance DNAH8 1769 37 6 38919096 38919096 Missense_Mutation SNP C T 9 63 c.11600C>T c.(11599-11601)TCT>TTT p.S3867F

Pat_46 Post-Resistance DNAH8 1769 37 6 38980323 38980323 Missense_Mutation SNP G A 13 143 c.12973G>A c.(12973-12975)GAA>AAA p.E4325K

Pat_46 Post-Resistance XPO5 57510 37 6 43541245 43541245 Missense_Mutation SNP C T 5 50 c.199G>A c.(199-201)GGC>AGC p.G67S

Pat_46 Post-Resistance CRISP2 7180 37 6 49660530 49660530 Missense_Mutation SNP C T 8 45 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_46 Post-Resistance LRRC1 55227 37 6 53764608 53764608 Missense_Mutation SNP C T 6 34 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_46 Post-Resistance FAM83B 222584 37 6 54805519 54805519 Missense_Mutation SNP C T 4 31 c.1750C>T c.(1750-1752)CCT>TCT p.P584S

Pat_46 Post-Resistance FAM83B 222584 37 6 54806308 54806308 Missense_Mutation SNP G A 5 32 c.2539G>A c.(2539-2541)GAA>AAA p.E847K

Pat_46 Post-Resistance BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 15 75 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_46 Post-Resistance GUSBL2 375513 37 6 58250821 58250821 Missense_Mutation SNP G A 3 20 c.431C>T c.(430-432)TCG>TTG p.S144L

Pat_46 Post-Resistance RIMS1 22999 37 6 72968786 72968786 Missense_Mutation SNP G A 5 33 c.3025G>A c.(3025-3027)GAT>AAT p.D1009N

Pat_46 Post-Resistance UBE2CBP 90025 37 6 83667051 83667051 Missense_Mutation SNP G A 9 48 c.1129C>T c.(1129-1131)CGC>TGC p.R377C

Pat_46 Post-Resistance EPHA7 2045 37 6 93964415 93964415 Missense_Mutation SNP C T 7 35 c.2482G>A c.(2482-2484)GAA>AAA p.E828K

Pat_46 Post-Resistance SIM1 6492 37 6 100838850 100838850 Missense_Mutation SNP T G 11 57 c.1688A>C c.(1687-1689)AAA>ACA p.K563T

Pat_46 Post-Resistance DDO 8528 37 6 110726085 110726085 Missense_Mutation SNP C T 5 30 c.434G>A c.(433-435)CGA>CAA p.R145Q

Pat_46 Post-Resistance DSE 29940 37 6 116752138 116752138 Nonsense_Mutation SNP T A 5 34 c.692T>A c.(691-693)TTA>TAA p.L231*

Pat_46 Post-Resistance ARHGAP18 93663 37 6 129901275 129901275 Missense_Mutation SNP C T 4 44 c.1840G>A c.(1840-1842)GGG>AGG p.G614R

Pat_46 Post-Resistance IL20RA 53832 37 6 137332467 137332467 Nonsense_Mutation SNP C T 9 57 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_46 Post-Resistance KIAA1244 57221 37 6 138628471 138628471 Missense_Mutation SNP G A 15 64 c.3910G>A c.(3910-3912)GAA>AAA p.E1304K

Pat_46 Post-Resistance SYNE1 23345 37 6 152454491 152454491 Missense_Mutation SNP G A 9 80 c.25921C>T c.(25921-25923)CGG>TGG p.R8641W

Pat_46 Post-Resistance MLLT4 4301 37 6 168352148 168352149 Missense_Mutation DNP CC TT 8 69 c.4090_4091CC>TT c.(4090-4092)CCT>TTT p.P1364F

Pat_46 Post-Resistance THSD7A 221981 37 7 11441554 11441554 Nonsense_Mutation SNP G A 9 109 c.4279C>T c.(4279-4281)CAG>TAG p.Q1427*

Pat_46 Post-Resistance THSD7A 221981 37 7 11485877 11485877 Missense_Mutation SNP C T 19 136 c.2875G>A c.(2875-2877)GAC>AAC p.D959N

Pat_46 Post-Resistance PRPS1L1 221823 37 7 18067003 18067003 Nonsense_Mutation SNP G A 9 62 c.403C>T c.(403-405)CAG>TAG p.Q135*

Pat_46 Post-Resistance HDAC9 9734 37 7 18788643 18788643 Missense_Mutation SNP C T 5 23 c.1916C>T c.(1915-1917)CCC>CTC p.P639L

Pat_46 Post-Resistance ITGB8 3696 37 7 20441600 20441600 Missense_Mutation SNP C T 33 222 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_46 Post-Resistance RAPGEF5 9771 37 7 22259516 22259516 Missense_Mutation SNP G A 12 65 c.506C>T c.(505-507)ACG>ATG p.T169M

Pat_46 Post-Resistance GGCT 79017 37 7 30538488 30538488 Missense_Mutation SNP T G 15 87 c.354A>C c.(352-354)AAA>AAC p.K118N

Pat_46 Post-Resistance ADCYAP1R1 117 37 7 31146129 31146129 Missense_Mutation SNP G A 6 31 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_46 Post-Resistance TXNDC3 51314 37 7 37907434 37907434 Missense_Mutation SNP G A 7 45 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_46 Post-Resistance VSTM2A 222008 37 7 54610488 54610488 Missense_Mutation SNP G A 10 68 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_46 Post-Resistance ZNF716 441234 37 7 57528735 57528735 Missense_Mutation SNP G A 7 28 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_46 Post-Resistance ZNF679 168417 37 7 63721281 63721281 Missense_Mutation SNP G A 5 40 c.236G>A c.(235-237)AGA>AAA p.R79K



Pat_46 Post-Resistance ZNF107 51427 37 7 64126635 64126635 Translation_Start_Site SNP C T 7 62 c.-661C>T c.(-663--659)GACGC>GATGC

Pat_46 Post-Resistance HGF 3082 37 7 81335690 81335690 Missense_Mutation SNP C T 19 116 c.1670G>A c.(1669-1671)GGA>GAA p.G557E

Pat_46 Post-Resistance RUNDC3B 154661 37 7 87280226 87280226 Missense_Mutation SNP G A 5 55 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_46 Post-Resistance FZD1 8321 37 7 90895178 90895178 Missense_Mutation SNP T C 5 41 c.983T>C c.(982-984)GTG>GCG p.V328A

Pat_46 Post-Resistance CALCR 799 37 7 93098063 93098063 Missense_Mutation SNP G A 11 82 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_46 Post-Resistance SRRT 51593 37 7 100482042 100482042 Missense_Mutation SNP G C 2 8 c.811G>C c.(811-813)GAG>CAG p.E271Q

Pat_46 Post-Resistance MUC17 140453 37 7 100682297 100682297 Missense_Mutation SNP A G 33 168 c.7600A>G c.(7600-7602)ACC>GCC p.T2534A

Pat_46 Post-Resistance RABL5 64792 37 7 100958513 100958513 Missense_Mutation SNP G A 4 25 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_46 Post-Resistance RELN 5649 37 7 103214615 103214615 Missense_Mutation SNP C T 21 98 c.4435G>A c.(4435-4437)GAT>AAT p.D1479N

Pat_46 Post-Resistance RELN 5649 37 7 103243912 103243912 Missense_Mutation SNP C T 4 38 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_46 Post-Resistance PPP1R3A 5506 37 7 113517816 113517816 Missense_Mutation SNP C T 8 78 c.3331G>A c.(3331-3333)GAA>AAA p.E1111K

Pat_46 Post-Resistance WNT2 7472 37 7 116937870 116937870 Missense_Mutation SNP G A 18 94 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_46 Post-Resistance CFTR 1080 37 7 117174417 117174417 Missense_Mutation SNP G A 6 65 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_46 Post-Resistance PTPRZ1 5803 37 7 121653193 121653193 Missense_Mutation SNP C T 20 122 c.4093C>T c.(4093-4095)CAT>TAT p.H1365Y

Pat_46 Post-Resistance DGKI 9162 37 7 137271862 137271862 Missense_Mutation SNP C T 34 46 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_46 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 34 64 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_46 Post-Resistance BRAF 673 37 7 140494149 140494149 Missense_Mutation SNP G A 55 54 c.1099C>T c.(1099-1101)CCC>TCC p.P367S

Pat_46 Post-Resistance CLEC5A 23601 37 7 141635652 141635652 Missense_Mutation SNP C T 24 55 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_46 Post-Resistance TAS2R38 5726 37 7 141673425 141673425 Missense_Mutation SNP G A 7 101 c.65C>T c.(64-66)TCA>TTA p.S22L

Pat_46 Post-Resistance PRSS1 5644 37 7 142460779 142460779 Missense_Mutation SNP G A 14 30 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_46 Post-Resistance OR6V1 346517 37 7 142750081 142750081 Missense_Mutation SNP C T 28 76 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_46 Post-Resistance FAM115C 285966 37 7 143417077 143417077 Missense_Mutation SNP G A 5 9 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_46 Post-Resistance OR2A5 393046 37 7 143748144 143748144 Missense_Mutation SNP C T 11 87 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_46 Post-Resistance EZH2 2146 37 7 148506474 148506474 Missense_Mutation SNP C T 10 135 c.2023G>A c.(2023-2025)GTG>ATG p.V675M

Pat_46 Post-Resistance SSPO 23145 37 7 149492370 149492370 Missense_Mutation SNP G A 11 22 c.6259G>A c.(6259-6261)GAA>AAA p.E2087K

Pat_46 Post-Resistance AGAP3 116988 37 7 150817132 150817132 Missense_Mutation SNP C T 3 18 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_46 Post-Resistance MYOM2 9172 37 8 2088749 2088749 Missense_Mutation SNP A G 5 47 c.3904A>G c.(3904-3906)ACT>GCT p.T1302A

Pat_46 Post-Resistance CSMD1 64478 37 8 2944658 2944658 Missense_Mutation SNP C T 4 24 c.7438G>A c.(7438-7440)GGC>AGC p.G2480S

Pat_46 Post-Resistance CSMD1 64478 37 8 3265610 3265610 Missense_Mutation SNP C T 5 47 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_46 Post-Resistance FGF20 26281 37 8 16850627 16850627 Missense_Mutation SNP G A 6 70 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_46 Post-Resistance SH2D4A 63898 37 8 19250880 19250880 Missense_Mutation SNP C T 9 61 c.1100C>T c.(1099-1101)CCC>CTC p.P367L

Pat_46 Post-Resistance POLR3D 661 37 8 22107963 22107963 Missense_Mutation SNP G A 7 37 c.1129G>A c.(1129-1131)GGA>AGA p.G377R

Pat_46 Post-Resistance ADAM7 8756 37 8 24346730 24346730 Missense_Mutation SNP G A 5 54 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_46 Post-Resistance EBF2 64641 37 8 25744298 25744298 Missense_Mutation SNP C T 11 36 c.982G>A c.(982-984)GGA>AGA p.G328R

Pat_46 Post-Resistance PNMA2 10687 37 8 26365277 26365277 Missense_Mutation SNP C T 4 21 c.995G>A c.(994-996)CGG>CAG p.R332Q

Pat_46 Post-Resistance IDO1 3620 37 8 39776418 39776418 Missense_Mutation SNP G A 6 52 c.388G>A c.(388-390)GTC>ATC p.V130I

Pat_46 Post-Resistance IDO2 169355 37 8 39872871 39872871 Missense_Mutation SNP G A 4 15 c.1013G>A c.(1012-1014)GGA>GAA p.G338E

Pat_46 Post-Resistance GINS4 84296 37 8 41393924 41393924 Missense_Mutation SNP C T 4 23 c.142C>T c.(142-144)CCT>TCT p.P48S

Pat_46 Post-Resistance SLC20A2 6575 37 8 42302254 42302254 Missense_Mutation SNP C T 4 22 c.640G>A c.(640-642)GCC>ACC p.A214T

Pat_46 Post-Resistance MCM4 4173 37 8 48875363 48875363 Missense_Mutation SNP G A 16 137 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_46 Post-Resistance EFCAB1 79645 37 8 49637324 49637324 Missense_Mutation SNP G A 4 39 c.613C>T c.(613-615)CCA>TCA p.P205S

Pat_46 Post-Resistance RP1 6101 37 8 55539065 55539065 Missense_Mutation SNP G A 6 38 c.2623G>A c.(2623-2625)GAT>AAT p.D875N

Pat_46 Post-Resistance CA8 767 37 8 61178606 61178606 Missense_Mutation SNP G A 3 23 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_46 Post-Resistance CYP7B1 9420 37 8 65528256 65528257 Missense_Mutation DNP TC AT 8 96 c.841_842GA>AT c.(841-843)GAA>ATA p.E281I

Pat_46 Post-Resistance SGK3 23678 37 8 67759522 67759522 Missense_Mutation SNP C T 7 52 c.1169C>T c.(1168-1170)TCC>TTC p.S390F

Pat_46 Post-Resistance CA1 759 37 8 86249277 86249277 Missense_Mutation SNP G A 4 30 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_46 Post-Resistance RGS22 26166 37 8 101075915 101075915 Missense_Mutation SNP G A 9 26 c.1081C>T c.(1081-1083)CAT>TAT p.H361Y



Pat_46 Post-Resistance RIMS2 9699 37 8 104898050 104898050 Missense_Mutation SNP G A 4 10 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110394750 110394750 Missense_Mutation SNP G A 14 128 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110413769 110413769 Missense_Mutation SNP C T 5 50 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110457449 110457449 Missense_Mutation SNP G A 5 32 c.5351G>A c.(5350-5352)GGA>GAA p.G1784E

Pat_46 Post-Resistance FER1L6 654463 37 8 125076600 125076600 Missense_Mutation SNP C T 5 75 c.3341C>T c.(3340-3342)TCG>TTG p.S1114L

Pat_46 Post-Resistance KIFC2 90990 37 8 145697560 145697560 Nonsense_Mutation SNP C T 4 13 c.1525C>T c.(1525-1527)CAG>TAG p.Q509*

Pat_46 Post-Resistance MGC70857 414919 37 8 145753440 145753440 Missense_Mutation SNP G A 3 17 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_46 Post-Resistance ADAMTSL1 92949 37 9 18662013 18662013 Missense_Mutation SNP G A 21 88 c.1027G>A c.(1027-1029)GAG>AAG p.E343K

Pat_46 Post-Resistance SLC24A2 25769 37 9 19786182 19786182 Missense_Mutation SNP C T 7 40 c.683G>A c.(682-684)AGA>AAA p.R228K

Pat_46 Post-Resistance TAF1L 138474 37 9 32635478 32635478 Missense_Mutation SNP G A 6 56 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_46 Post-Resistance NUDT2 318 37 9 34339095 34339095 Missense_Mutation SNP G T 5 33 c.58G>T c.(58-60)GAC>TAC p.D20Y

Pat_46 Post-Resistance ANXA1 301 37 9 75775212 75775212 Missense_Mutation SNP G A 18 78 c.304G>A c.(304-306)GGT>AGT p.G102S

Pat_46 Post-Resistance TRPM6 140803 37 9 77386635 77386635 Nonsense_Mutation SNP G A 6 56 c.3520C>T c.(3520-3522)CGA>TGA p.R1174*

Pat_46 Post-Resistance TRPM6 140803 37 9 77400944 77400944 Nonsense_Mutation SNP G C 15 62 c.2765C>G c.(2764-2766)TCA>TGA p.S922*

Pat_46 Post-Resistance HNRNPK 3190 37 9 86587088 86587088 Missense_Mutation SNP C T 5 68 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_46 Post-Resistance RMI1 80010 37 9 86617448 86617448 Missense_Mutation SNP C T 16 127 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_46 Post-Resistance C9orf79 286234 37 9 90503694 90503694 Missense_Mutation SNP C T 3 21 c.4292C>T c.(4291-4293)CCA>CTA p.P1431L

Pat_46 Post-Resistance NFIL3 4783 37 9 94172686 94172686 Missense_Mutation SNP C T 11 118 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_46 Post-Resistance ECM2 1842 37 9 95280064 95280064 Missense_Mutation SNP C T 6 50 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_46 Post-Resistance FGD3 89846 37 9 95776206 95776206 Missense_Mutation SNP G A 13 81 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_46 Post-Resistance PTPDC1 138639 37 9 96860382 96860382 Nonsense_Mutation SNP C T 4 19 c.1372C>T c.(1372-1374)CAG>TAG p.Q458*

Pat_46 Post-Resistance PPP3R2 5535 37 9 104357194 104357194 Missense_Mutation SNP C T 6 45 c.19G>A c.(19-21)GAG>AAG p.E7K

Pat_46 Post-Resistance GRIN3A 116443 37 9 104432484 104432484 Missense_Mutation SNP G A 8 40 c.2210C>T c.(2209-2211)CCA>CTA p.P737L

Pat_46 Post-Resistance OR13C4 138804 37 9 107289213 107289213 Missense_Mutation SNP G A 13 80 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_46 Post-Resistance ABCA1 19 37 9 107574961 107574961 Missense_Mutation SNP C T 5 59 c.3944G>A c.(3943-3945)GGG>GAG p.G1315E

Pat_46 Post-Resistance IKBKAP 8518 37 9 111665890 111665890 Missense_Mutation SNP G A 12 63 c.1703C>T c.(1702-1704)TCA>TTA p.S568L

Pat_46 Post-Resistance C9orf5 23731 37 9 111795771 111795771 Missense_Mutation SNP G A 4 31 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_46 Post-Resistance SVEP1 79987 37 9 113170760 113170760 Missense_Mutation SNP G A 3 18 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_46 Post-Resistance SVEP1 79987 37 9 113312330 113312330 Missense_Mutation SNP C T 6 71 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_46 Post-Resistance KIAA0368 23392 37 9 114184472 114184472 Missense_Mutation SNP G A 8 57 c.1808C>T c.(1807-1809)CCA>CTA p.P603L

Pat_46 Post-Resistance FKBP15 23307 37 9 115940928 115940928 Missense_Mutation SNP C T 3 11 c.2068G>A c.(2068-2070)GTG>ATG p.V690M

Pat_46 Post-Resistance TNC 3371 37 9 117853113 117853113 Missense_Mutation SNP G A 13 66 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_46 Post-Resistance DBC1 1620 37 9 122001016 122001016 Missense_Mutation SNP G A 6 24 c.602C>T c.(601-603)CCT>CTT p.P201L

Pat_46 Post-Resistance PSMD5 5711 37 9 123605142 123605142 Missense_Mutation SNP C T 2 1 c.46G>A c.(46-48)GAA>AAA p.E16K

Pat_46 Post-Resistance KCNT1 57582 37 9 138657003 138657003 Missense_Mutation SNP G A 5 28 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_46 Post-Resistance TBL1X 6907 37 X 9652089 9652089 Missense_Mutation SNP C T 5 48 c.218C>T c.(217-219)TCC>TTC p.S73F

Pat_46 Post-Resistance ARHGAP6 395 37 X 11272704 11272704 Missense_Mutation SNP C A 10 57 c.712G>T c.(712-714)GAC>TAC p.D238Y

Pat_46 Post-Resistance GEMIN8 54960 37 X 14027232 14027232 Missense_Mutation SNP C T 13 54 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_46 Post-Resistance GLRA2 2742 37 X 14550395 14550395 Missense_Mutation SNP G A 12 76 c.103G>A c.(103-105)GGA>AGA p.G35R

Pat_46 Post-Resistance GLRA2 2742 37 X 14550467 14550467 Missense_Mutation SNP G A 10 96 c.175G>A c.(175-177)GAT>AAT p.D59N

Pat_46 Post-Resistance RAI2 10742 37 X 17818903 17818903 Missense_Mutation SNP C T 4 39 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_46 Post-Resistance PDHA1 5160 37 X 19368083 19368083 Missense_Mutation SNP G A 5 26 c.146G>A c.(145-147)GGC>GAC p.G49D

Pat_46 Post-Resistance RPS6KA3 6197 37 X 20252902 20252902 Missense_Mutation SNP C T 7 52 c.100G>A c.(100-102)GGA>AGA p.G34R

Pat_46 Post-Resistance APOO 79135 37 X 23898990 23898990 Missense_Mutation SNP G A 4 28 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_46 Post-Resistance KLHL15 80311 37 X 24006750 24006750 Missense_Mutation SNP G A 11 96 c.1103C>T c.(1102-1104)CCA>CTA p.P368L

Pat_46 Post-Resistance FAM47C 442444 37 X 37026904 37026904 Missense_Mutation SNP A G 3 21 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_46 Post-Resistance USP9X 8239 37 X 41084022 41084022 Missense_Mutation SNP G A 6 78 c.6779G>A c.(6778-6780)GGT>GAT p.G2260D



Pat_46 Post-Resistance CASK 8573 37 X 41393962 41393962 Missense_Mutation SNP G A 18 70 c.2299C>T c.(2299-2301)CCA>TCA p.P767S

Pat_46 Post-Resistance ZNF182 7569 37 X 47837038 47837038 Missense_Mutation SNP G A 9 56 c.448C>T c.(448-450)CTT>TTT p.L150F

Pat_46 Post-Resistance MTMR8 55613 37 X 63444876 63444876 Missense_Mutation SNP G A 3 13 c.1780C>T c.(1780-1782)CGT>TGT p.R594C

Pat_46 Post-Resistance FOXO4 4303 37 X 70321554 70321554 Missense_Mutation SNP G A 3 24 c.1474G>A c.(1474-1476)GAT>AAT p.D492N

Pat_46 Post-Resistance ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 5 54 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_46 Post-Resistance NAP1L2 4674 37 X 72433746 72433746 Missense_Mutation SNP C T 4 18 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_46 Post-Resistance NAP1L2 4674 37 X 72434160 72434160 Missense_Mutation SNP C T 7 21 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_46 Post-Resistance RLIM 51132 37 X 73814150 73814150 Missense_Mutation SNP C T 7 52 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_46 Post-Resistance KIAA2022 340533 37 X 73963274 73963274 Missense_Mutation SNP C A 12 49 c.1118G>T c.(1117-1119)TGG>TTG p.W373L

Pat_46 Post-Resistance DRP2 1821 37 X 100490897 100490897 Missense_Mutation SNP G A 11 82 c.166G>A c.(166-168)GTT>ATT p.V56I

Pat_46 Post-Resistance ARMCX3 51566 37 X 100880625 100880625 Missense_Mutation SNP C T 5 53 c.656C>T c.(655-657)TCT>TTT p.S219F

Pat_46 Post-Resistance NXF3 56000 37 X 102338545 102338545 Missense_Mutation SNP G A 15 91 c.427C>T c.(427-429)CCA>TCA p.P143S

Pat_46 Post-Resistance COL4A6 1288 37 X 107408689 107408689 Missense_Mutation SNP C T 4 12 c.3722G>A c.(3721-3723)GGT>GAT p.G1241D

Pat_46 Post-Resistance COL4A6 1288 37 X 107448668 107448668 Splice_Site SNP C T 11 200 c.690_splice c.e11+1 p.K230_splice

Pat_46 Post-Resistance COL4A5 1287 37 X 107834341 107834341 Nonsense_Mutation SNP C T 4 33 c.1219C>T c.(1219-1221)CAG>TAG p.Q407*

Pat_46 Post-Resistance COL4A5 1287 37 X 107840679 107840679 Missense_Mutation SNP C T 4 45 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_46 Post-Resistance GUCY2F 2986 37 X 108636233 108636233 Missense_Mutation SNP G A 11 138 c.2476C>T c.(2476-2478)CGG>TGG p.R826W

Pat_46 Post-Resistance TRPC5 7224 37 X 111019987 111019987 Nonsense_Mutation SNP T A 5 44 c.2476A>T c.(2476-2478)AAG>TAG p.K826*

Pat_46 Post-Resistance PLS3 5358 37 X 114877821 114877821 Splice_Site SNP G A 5 35 c.1183_splice c.e10+1 p.G395_splice

Pat_46 Post-Resistance CUL4B 8450 37 X 119691888 119691888 Missense_Mutation SNP G A 4 37 c.617C>T c.(616-618)CCT>CTT p.P206L

Pat_46 Post-Resistance GRIA3 2892 37 X 122598729 122598729 Missense_Mutation SNP C T 9 95 c.2090C>T c.(2089-2091)GCT>GTT p.A697V

Pat_46 Post-Resistance SAGE1 55511 37 X 134994087 134994087 Missense_Mutation SNP G A 4 39 c.2496G>A c.(2494-2496)ATG>ATA p.M832I

Pat_46 Post-Resistance MAP7D3 79649 37 X 135309517 135309517 Missense_Mutation SNP C T 6 87 c.1960G>A c.(1960-1962)GAT>AAT p.D654N

Pat_46 Post-Resistance MCF2 4168 37 X 138678928 138678928 Missense_Mutation SNP C T 6 49 c.2057G>A c.(2056-2058)GGA>GAA p.G686E

Pat_46 Post-Resistance UBE2NL 389898 37 X 142967564 142967564 Missense_Mutation SNP C T 13 77 c.362C>T c.(361-363)CCA>CTA p.P121L

Pat_46 Post-Resistance AFF2 2334 37 X 148037446 148037446 Missense_Mutation SNP G A 11 127 c.1871G>A c.(1870-1872)AGG>AAG p.R624K

Pat_46 Post-Resistance MAGEA6 4105 37 X 151870202 151870202 Missense_Mutation SNP C T 5 42 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_46 Post-Resistance MAGEA3 4102 37 X 151935227 151935227 Missense_Mutation SNP C T 10 60 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_46 Post-Resistance F8 2157 37 X 154132706 154132706 Missense_Mutation SNP C T 7 124 c.5680G>A c.(5680-5682)GAA>AAA p.E1894K

Pat_46 Post-Resistance F8 2157 37 X 154159268 154159268 Missense_Mutation SNP C T 6 42 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_48 Pre-Treatment GIPC2 54810 37 1 78585136 78585136 Missense_Mutation SNP G A 9 27 c.667G>A c.(667-669)GCA>ACA p.A223T

Pat_48 Pre-Treatment CLCA2 9635 37 1 86890069 86890069 Missense_Mutation SNP A G 6 29 c.139A>G c.(139-141)ATT>GTT p.I47V

Pat_48 Pre-Treatment DUSP27 92235 37 1 167097709 167097709 Missense_Mutation SNP C T 5 4 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_48 Pre-Treatment CACNA1E 777 37 1 181549815 181549815 Missense_Mutation SNP C T 55 54 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_48 Pre-Treatment OR14A16 284532 37 1 247978163 247978163 Missense_Mutation SNP C T 7 26 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_48 Pre-Treatment OR14A16 284532 37 1 247978557 247978557 Missense_Mutation SNP C T 42 39 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_48 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 3 23 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_48 Pre-Treatment ZNF239 8187 37 10 44052942 44052942 Missense_Mutation SNP G A 8 21 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_48 Pre-Treatment C10orf72 196740 37 10 50285269 50285269 Missense_Mutation SNP G A 15 7 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_48 Pre-Treatment OR52J3 119679 37 11 5068593 5068593 Missense_Mutation SNP C T 12 53 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_48 Pre-Treatment IGSF22 283284 37 11 18741637 18741637 Missense_Mutation SNP C T 4 31 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_48 Pre-Treatment OR4C46 119749 37 11 51515587 51515587 Missense_Mutation SNP A T 12 40 c.306A>T c.(304-306)GAA>GAT p.E102D

Pat_48 Pre-Treatment OR10W1 81341 37 11 58034652 58034652 Missense_Mutation SNP G A 7 63 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_48 Pre-Treatment SLC22A10 387775 37 11 63067056 63067056 Missense_Mutation SNP G A 3 39 c.1025G>A c.(1024-1026)CGC>CAC p.R342H

Pat_48 Pre-Treatment CLEC9A 283420 37 12 10215746 10215746 Nonsense_Mutation SNP C T 28 81 c.412C>T c.(412-414)CAA>TAA p.Q138*

Pat_48 Pre-Treatment PRB3 5544 37 12 11420152 11420152 Missense_Mutation SNP G A 3 34 c.904C>T c.(904-906)CCT>TCT p.P302S

Pat_48 Pre-Treatment PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 3 27 c.217C>T c.(217-219)CCT>TCT p.P73S



Pat_48 Pre-Treatment OR4K1 79544 37 14 20404061 20404061 Missense_Mutation SNP C T 13 11 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_48 Pre-Treatment EFTUD1 79631 37 15 82512090 82512090 Missense_Mutation SNP A G 2 20 c.1514T>C c.(1513-1515)TTT>TCT p.F505S

Pat_48 Pre-Treatment GRIN2A 2903 37 16 9857895 9857895 Missense_Mutation SNP C T 6 31 c.3506G>A c.(3505-3507)CGG>CAG p.R1169Q

Pat_48 Pre-Treatment SPIRE2 84501 37 16 89895131 89895131 Missense_Mutation SNP G A 2 3 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_48 Pre-Treatment DNAH2 146754 37 17 7697572 7697572 Missense_Mutation SNP G A 19 16 c.7570G>A c.(7570-7572)GAA>AAA p.E2524K

Pat_48 Pre-Treatment EVPLL 645027 37 17 18286166 18286166 Missense_Mutation SNP C T 8 10 c.499C>T c.(499-501)CCG>TCG p.P167S

Pat_48 Pre-Treatment SGCA 6442 37 17 48245758 48245758 Missense_Mutation SNP G A 2 5 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_48 Pre-Treatment KIF2B 84643 37 17 51901215 51901215 Missense_Mutation SNP C T 7 28 c.821C>T c.(820-822)GCC>GTC p.A274V

Pat_48 Pre-Treatment CXXC1 30827 37 18 47812290 47812290 Missense_Mutation SNP C G 4 42 c.468G>C c.(466-468)CAG>CAC p.Q156H

Pat_48 Pre-Treatment ZNF563 147837 37 19 12430274 12430274 Missense_Mutation SNP C G 19 48 c.565G>C c.(565-567)GTA>CTA p.V189L

Pat_48 Pre-Treatment LILRA3 11026 37 19 54803582 54803582 Missense_Mutation SNP C T 11 21 c.242G>A c.(241-243)GGC>GAC p.G81D

Pat_48 Pre-Treatment SNTG2 54221 37 2 1094046 1094046 Missense_Mutation SNP C T 15 13 c.275C>T c.(274-276)TCT>TTT p.S92F

Pat_48 Pre-Treatment REG1B 5968 37 2 79313967 79313967 Missense_Mutation SNP C T 14 55 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_48 Pre-Treatment LRP2 4036 37 2 170094612 170094612 Missense_Mutation SNP C T 6 21 c.4495G>A c.(4495-4497)GAC>AAC p.D1499N

Pat_48 Pre-Treatment TTN 7273 37 2 179472587 179472587 Missense_Mutation SNP G A 55 81 c.45223C>T c.(45223-45225)CGG>TGG p.R15075W

Pat_48 Pre-Treatment HECW2 57520 37 2 197297975 197297975 Missense_Mutation SNP C T 12 35 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_48 Pre-Treatment SNTA1 6640 37 20 32000563 32000563 Missense_Mutation SNP C A 3 26 c.727G>T c.(727-729)GGT>TGT p.G243C

Pat_48 Pre-Treatment CDH26 60437 37 20 58559801 58559801 Missense_Mutation SNP G A 30 53 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_48 Pre-Treatment SMTN 6525 37 22 31495070 31495070 Missense_Mutation SNP G A 3 42 c.2356G>A c.(2356-2358)GCC>ACC p.A786T

Pat_48 Pre-Treatment ATP2B2 491 37 3 10401759 10401759 Missense_Mutation SNP C T 17 38 c.1708G>A c.(1708-1710)GAG>AAG p.E570K

Pat_48 Pre-Treatment COL6A6 131873 37 3 130300841 130300841 Missense_Mutation SNP T G 2 4 c.3899T>G c.(3898-3900)CTT>CGT p.L1300R

Pat_48 Pre-Treatment PPARGC1A 10891 37 4 23815404 23815404 Missense_Mutation SNP G A 4 22 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_48 Pre-Treatment DMXL1 1657 37 5 118482588 118482588 Nonsense_Mutation SNP C T 38 65 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_48 Pre-Treatment PCDHA12 56137 37 5 140255890 140255890 Missense_Mutation SNP C T 21 21 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_48 Pre-Treatment ITK 3702 37 5 156635937 156635937 Missense_Mutation SNP G A 16 32 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_48 Pre-Treatment OR2B2 81697 37 6 27879370 27879370 Missense_Mutation SNP G A 27 33 c.728C>T c.(727-729)TCC>TTC p.S243F

Pat_48 Pre-Treatment ITPR3 3710 37 6 33663553 33663553 Missense_Mutation SNP G A 3 37 c.8012G>A c.(8011-8013)CGC>CAC p.R2671H

Pat_48 Pre-Treatment AKAP9 10142 37 7 91726492 91726492 Nonsense_Mutation SNP G T 3 8 c.10219G>T c.(10219-10221)GAG>TAG p.E3407*

Pat_48 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 70 69 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_48 Pre-Treatment CNPY1 285888 37 7 155301649 155301649 Missense_Mutation SNP T C 8 16 c.84A>G c.(82-84)ATA>ATG p.I28M

Pat_48 Pre-Treatment EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 12 44 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_48 Pre-Treatment ST18 9705 37 8 53084412 53084412 Missense_Mutation SNP C T 21 166 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_48 Pre-Treatment COL14A1 7373 37 8 121295981 121295981 Missense_Mutation SNP A G 9 36 c.3931A>G c.(3931-3933)AAA>GAA p.K1311E

Pat_48 Pre-Treatment SVEP1 79987 37 9 113169542 113169542 Missense_Mutation SNP G A 30 19 c.8338C>T c.(8338-8340)CCA>TCA p.P2780S

Pat_48 Pre-Treatment MXRA5 25878 37 X 3228326 3228326 Missense_Mutation SNP T C 15 4 c.7918A>G c.(7918-7920)AAC>GAC p.N2640D

Pat_48 Post-Resistance GIPC2 54810 37 1 78585136 78585136 Missense_Mutation SNP G A 3 43 c.667G>A c.(667-669)GCA>ACA p.A223T

Pat_48 Post-Resistance CLCA2 9635 37 1 86890069 86890069 Missense_Mutation SNP A G 10 36 c.139A>G c.(139-141)ATT>GTT p.I47V

Pat_48 Post-Resistance HORMAD1 84072 37 1 150680884 150680884 Splice_Site SNP C T 13 22 c.396_splice c.e9-1 p.S132_splice

Pat_48 Post-Resistance DUSP27 92235 37 1 167097709 167097709 Missense_Mutation SNP C T 9 16 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_48 Post-Resistance CACNA1E 777 37 1 181549815 181549815 Missense_Mutation SNP C T 53 136 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_48 Post-Resistance OR14A16 284532 37 1 247978163 247978163 Missense_Mutation SNP C T 12 55 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_48 Post-Resistance OR14A16 284532 37 1 247978557 247978557 Missense_Mutation SNP C T 30 100 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_48 Post-Resistance ZNF239 8187 37 10 44052942 44052942 Missense_Mutation SNP G A 24 39 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_48 Post-Resistance C10orf72 196740 37 10 50285269 50285269 Missense_Mutation SNP G A 14 23 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_48 Post-Resistance BUB3 9184 37 10 124914464 124914464 Nonsense_Mutation SNP C T 3 91 c.31C>T c.(31-33)CAG>TAG p.Q11*

Pat_48 Post-Resistance OR52J3 119679 37 11 5068593 5068593 Missense_Mutation SNP C T 19 82 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_48 Post-Resistance IGSF22 283284 37 11 18741637 18741637 Missense_Mutation SNP C T 18 57 c.492G>A c.(490-492)ATG>ATA p.M164I



Pat_48 Post-Resistance OR4C46 119749 37 11 51515587 51515587 Missense_Mutation SNP A T 11 72 c.306A>T c.(304-306)GAA>GAT p.E102D

Pat_48 Post-Resistance OR10W1 81341 37 11 58034652 58034652 Missense_Mutation SNP G A 13 71 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_48 Post-Resistance CLEC9A 283420 37 12 10215746 10215746 Nonsense_Mutation SNP C T 27 134 c.412C>T c.(412-414)CAA>TAA p.Q138*

Pat_48 Post-Resistance TPCN1 53373 37 12 113729700 113729700 Missense_Mutation SNP G A 3 61 c.2050G>A c.(2050-2052)GCC>ACC p.A684T

Pat_48 Post-Resistance CIT 11113 37 12 120128123 120128123 Missense_Mutation SNP C T 5 8 c.5893G>A c.(5893-5895)GAG>AAG p.E1965K

Pat_48 Post-Resistance KNTC1 9735 37 12 123071263 123071263 Missense_Mutation SNP C T 4 31 c.3689C>T c.(3688-3690)CCC>CTC p.P1230L

Pat_48 Post-Resistance OR4K1 79544 37 14 20404061 20404061 Missense_Mutation SNP C T 49 38 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_48 Post-Resistance ADAM20 8748 37 14 70991270 70991270 Missense_Mutation SNP C T 3 61 c.355G>A c.(355-357)GGA>AGA p.G119R

Pat_48 Post-Resistance PKD1 5310 37 16 2154550 2154550 Missense_Mutation SNP C T 3 6 c.8110G>A c.(8110-8112)GCG>ACG p.A2704T

Pat_48 Post-Resistance GRIN2A 2903 37 16 9857895 9857895 Missense_Mutation SNP C T 23 71 c.3506G>A c.(3505-3507)CGG>CAG p.R1169Q

Pat_48 Post-Resistance DNAH2 146754 37 17 7697572 7697572 Missense_Mutation SNP G A 7 32 c.7570G>A c.(7570-7572)GAA>AAA p.E2524K

Pat_48 Post-Resistance EVPLL 645027 37 17 18286166 18286166 Missense_Mutation SNP C T 7 13 c.499C>T c.(499-501)CCG>TCG p.P167S

Pat_48 Post-Resistance SGCA 6442 37 17 48245758 48245758 Missense_Mutation SNP G A 5 5 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_48 Post-Resistance ZNF563 147837 37 19 12430274 12430274 Missense_Mutation SNP C G 39 112 c.565G>C c.(565-567)GTA>CTA p.V189L

Pat_48 Post-Resistance ZNF534 147658 37 19 52942028 52942028 Missense_Mutation SNP G A 15 21 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_48 Post-Resistance LILRA3 11026 37 19 54803582 54803582 Missense_Mutation SNP C T 17 27 c.242G>A c.(241-243)GGC>GAC p.G81D

Pat_48 Post-Resistance SNTG2 54221 37 2 1094046 1094046 Missense_Mutation SNP C T 42 23 c.275C>T c.(274-276)TCT>TTT p.S92F

Pat_48 Post-Resistance TTN 7273 37 2 179472587 179472587 Missense_Mutation SNP G A 161 58 c.45223C>T c.(45223-45225)CGG>TGG p.R15075W

Pat_48 Post-Resistance CSNK2A1 1457 37 20 470440 470440 Missense_Mutation SNP T C 3 83 c.707A>G c.(706-708)CAT>CGT p.H236R

Pat_48 Post-Resistance FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 4 50 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_48 Post-Resistance CDH26 60437 37 20 58559801 58559801 Missense_Mutation SNP G A 52 75 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_48 Post-Resistance KRTAP12-3 386683 37 21 46078147 46078147 Missense_Mutation SNP T C 5 40 c.251T>C c.(250-252)CTC>CCC p.L84P

Pat_48 Post-Resistance ATP2B2 491 37 3 10401759 10401759 Missense_Mutation SNP C T 18 41 c.1708G>A c.(1708-1710)GAG>AAG p.E570K

Pat_48 Post-Resistance GHSR 2693 37 3 172165537 172165538 Missense_Mutation DNP GG AA 7 19 c.666_667CC>TTc.(664-669)TTCCTT>TTTTTT p.L223F

Pat_48 Post-Resistance PIK3CA 5290 37 3 178952085 178952085 Missense_Mutation SNP A G 23 96 c.3140A>G c.(3139-3141)CAT>CGT p.H1047R

Pat_48 Post-Resistance ABCC5 10057 37 3 183679443 183679443 Splice_Site SNP C T 24 85 c.2236_splice c.e16-1 p.Y746_splice

Pat_48 Post-Resistance PPARGC1A 10891 37 4 23815404 23815404 Missense_Mutation SNP G A 13 49 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_48 Post-Resistance FSTL5 56884 37 4 162421220 162421220 Missense_Mutation SNP T A 4 33 c.1406A>T c.(1405-1407)GAA>GTA p.E469V

Pat_48 Post-Resistance PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C T 5 140 c.2054C>T c.(2053-2055)ACA>ATA p.T685I

Pat_48 Post-Resistance DMXL1 1657 37 5 118482588 118482588 Nonsense_Mutation SNP C T 27 65 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_48 Post-Resistance PCDHA12 56137 37 5 140255890 140255890 Missense_Mutation SNP C T 29 90 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_48 Post-Resistance ITK 3702 37 5 156635937 156635937 Missense_Mutation SNP G A 17 59 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_48 Post-Resistance OR2B2 81697 37 6 27879370 27879370 Missense_Mutation SNP G A 34 52 c.728C>T c.(727-729)TCC>TTC p.S243F

Pat_48 Post-Resistance OR2W1 26692 37 6 29012935 29012935 Nonsense_Mutation SNP A C 11 52 c.18T>G c.(16-18)TAT>TAG p.Y6*

Pat_48 Post-Resistance SYNGAP1 8831 37 6 33400584 33400584 Splice_Site SNP G A 3 71 c.509_splice c.e5+1 p.R170_splice

Pat_48 Post-Resistance AKAP9 10142 37 7 91726492 91726492 Nonsense_Mutation SNP G T 9 16 c.10219G>T c.(10219-10221)GAG>TAG p.E3407*

Pat_48 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 56 94 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_48 Post-Resistance SSBP1 6742 37 7 141445300 141445300 Nonsense_Mutation SNP C T 15 125 c.319C>T c.(319-321)CGA>TGA p.R107*

Pat_48 Post-Resistance CNPY1 285888 37 7 155301649 155301649 Missense_Mutation SNP T C 33 34 c.84A>G c.(82-84)ATA>ATG p.I28M

Pat_48 Post-Resistance EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 26 63 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_48 Post-Resistance GSR 2936 37 8 30539534 30539534 Missense_Mutation SNP A G 26 142 c.1198T>C c.(1198-1200)TAT>CAT p.Y400H

Pat_48 Post-Resistance ST18 9705 37 8 53084412 53084412 Missense_Mutation SNP C T 34 362 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_48 Post-Resistance COL14A1 7373 37 8 121295981 121295981 Missense_Mutation SNP A G 43 99 c.3931A>G c.(3931-3933)AAA>GAA p.K1311E

Pat_48 Post-Resistance C8orf73 642475 37 8 144650052 144650052 Nonsense_Mutation SNP G A 7 48 c.1771C>T c.(1771-1773)CGA>TGA p.R591*

Pat_48 Post-Resistance SVEP1 79987 37 9 113169542 113169542 Missense_Mutation SNP G A 58 38 c.8338C>T c.(8338-8340)CCA>TCA p.P2780S

Pat_48 Post-Resistance TRUB2 26995 37 9 131083986 131083986 Missense_Mutation SNP C T 3 6 c.133G>A c.(133-135)GCT>ACT p.A45T

Pat_48 Post-Resistance MXRA5 25878 37 X 3228326 3228326 Missense_Mutation SNP T C 10 10 c.7918A>G c.(7918-7920)AAC>GAC p.N2640D



Pat_48 Post-Resistance FAM120C 54954 37 X 54209061 54209061 Missense_Mutation SNP G A 2 6 c.571C>T c.(571-573)CGG>TGG p.R191W

Pat_49 Post-Resistance COL16A1 1307 37 1 32148563 32148563 Missense_Mutation SNP G A 3 46 c.2510C>T c.(2509-2511)CCT>CTT p.P837L

Pat_49 Post-Resistance AK3L1 205 37 1 65656511 65656511 Missense_Mutation SNP T A 6 16 c.264T>A c.(262-264)GAT>GAA p.D88E

Pat_49 Post-Resistance IL12RB2 3595 37 1 67861606 67861606 Missense_Mutation SNP T C 19 65 c.2423T>C c.(2422-2424)CTC>CCC p.L808P

Pat_49 Post-Resistance AGL 178 37 1 100327118 100327118 Missense_Mutation SNP A G 6 12 c.142A>G c.(142-144)ACA>GCA p.T48A

Pat_49 Post-Resistance ANP32E 81611 37 1 150198989 150198989 Missense_Mutation SNP T A 4 17 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_49 Post-Resistance GBA 2629 37 1 155209424 155209424 Missense_Mutation SNP G A 6 11 c.437C>T c.(436-438)TCG>TTG p.S146L

Pat_49 Post-Resistance TPR 7175 37 1 186292909 186292909 Missense_Mutation SNP C T 9 25 c.6206G>A c.(6205-6207)CGA>CAA p.R2069Q

Pat_49 Post-Resistance FAM5C 339479 37 1 190423812 190423812 Missense_Mutation SNP C T 6 9 c.209G>A c.(208-210)GGA>GAA p.G70E

Pat_49 Post-Resistance CRB1 23418 37 1 197390934 197390934 Missense_Mutation SNP C T 13 21 c.1976C>T c.(1975-1977)TCG>TTG p.S659L

Pat_49 Post-Resistance PRKCQ 5588 37 10 6483994 6483994 Missense_Mutation SNP C T 8 18 c.1697G>A c.(1696-1698)GGG>GAG p.G566E

Pat_49 Post-Resistance UPF2 26019 37 10 12021112 12021112 Missense_Mutation SNP T A 15 14 c.1897A>T c.(1897-1899)ATG>TTG p.M633L

Pat_49 Post-Resistance ADAMTS14 140766 37 10 72513618 72513618 Missense_Mutation SNP G A 3 6 c.2792G>A c.(2791-2793)CGG>CAG p.R931Q

Pat_49 Post-Resistance ITPRIP 85450 37 10 106074705 106074705 Missense_Mutation SNP G A 25 12 c.1105C>T c.(1105-1107)CCC>TCC p.P369S

Pat_49 Post-Resistance BET1L 51272 37 11 205975 205975 Missense_Mutation SNP A G 19 57 c.88T>C c.(88-90)TCC>CCC p.S30P

Pat_49 Post-Resistance OR56A3 390083 37 11 5968605 5968605 Missense_Mutation SNP C T 5 7 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_49 Post-Resistance NAT10 55226 37 11 34163857 34163857 Missense_Mutation SNP G T 6 19 c.2847G>T c.(2845-2847)AAG>AAT p.K949N

Pat_49 Post-Resistance SLC1A2 6506 37 11 35308478 35308478 Missense_Mutation SNP G A 29 58 c.1112C>T c.(1111-1113)ACC>ATC p.T371I

Pat_49 Post-Resistance OR5D13 390142 37 11 55541256 55541256 Missense_Mutation SNP T A 20 36 c.343T>A c.(343-345)TTC>ATC p.F115I

Pat_49 Post-Resistance OR5AR1 219493 37 11 56431439 56431439 Missense_Mutation SNP C T 22 50 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_49 Post-Resistance TMEM132A 54972 37 11 60702238 60702238 Splice_Site SNP T G 13 9 c.1836_splice c.e9+2 p.E612_splice

Pat_49 Post-Resistance AHNAK 79026 37 11 62294795 62294796 Missense_Mutation DNP GG AT 25 57 c.7093_7094CC>AT c.(7093-7095)CCA>ATA p.P2365I

Pat_49 Post-Resistance POLA2 23649 37 11 65047045 65047045 Missense_Mutation SNP T C 8 47 c.692T>C c.(691-693)CTC>CCC p.L231P

Pat_49 Post-Resistance FRMD8 83786 37 11 65161799 65161799 Missense_Mutation SNP C T 3 5 c.484C>T c.(484-486)CCG>TCG p.P162S

Pat_49 Post-Resistance KRTAP5-8 57830 37 11 71249558 71249558 Missense_Mutation SNP T A 7 226 c.457T>A c.(457-459)TGC>AGC p.C153S

Pat_49 Post-Resistance HEPHL1 341208 37 11 93834384 93834384 Missense_Mutation SNP G A 11 30 c.2458G>A c.(2458-2460)GGC>AGC p.G820S

Pat_49 Post-Resistance TTC12 54970 37 11 113196299 113196299 Missense_Mutation SNP A G 2 21 c.376A>G c.(376-378)ATC>GTC p.I126V

Pat_49 Post-Resistance OR8G2 26492 37 11 124096240 124096240 Missense_Mutation SNP G A 3 9 c.843G>A c.(841-843)ATG>ATA p.M281I

Pat_49 Post-Resistance SLC6A12 6539 37 12 305370 305370 Missense_Mutation SNP G A 2 3 c.1246C>T c.(1246-1248)CGG>TGG p.R416W

Pat_49 Post-Resistance B4GALNT3 283358 37 12 665952 665952 Missense_Mutation SNP C T 4 6 c.2300C>T c.(2299-2301)ACC>ATC p.T767I

Pat_49 Post-Resistance ITPR2 3709 37 12 26553126 26553126 Missense_Mutation SNP C T 17 40 c.7465G>A c.(7465-7467)GTG>ATG p.V2489M

Pat_49 Post-Resistance DIP2B 57609 37 12 51097957 51097957 Missense_Mutation SNP G T 15 23 c.2360G>T c.(2359-2361)GGG>GTG p.G787V

Pat_49 Post-Resistance NAV3 89795 37 12 78574780 78574780 Missense_Mutation SNP G A 17 14 c.5647G>A c.(5647-5649)GGA>AGA p.G1883R

Pat_49 Post-Resistance C12orf63 374467 37 12 97073462 97073462 Missense_Mutation SNP C T 14 32 c.923C>T c.(922-924)TCC>TTC p.S308F

Pat_49 Post-Resistance SLC17A8 246213 37 12 100813710 100813710 Missense_Mutation SNP C T 3 8 c.1543C>T c.(1543-1545)CTC>TTC p.L515F

Pat_49 Post-Resistance ALDH1L2 160428 37 12 105467639 105467639 Missense_Mutation SNP C T 21 15 c.193G>A c.(193-195)GCT>ACT p.A65T

Pat_49 Post-Resistance GTF2H3 2967 37 12 124118393 124118393 Translation_Start_Site SNP G A 9 55 c.-13G>A c.(-15--11)AGGTG>AGATG

Pat_49 Post-Resistance EP400 57634 37 12 132516601 132516601 Missense_Mutation SNP T C 11 49 c.5858T>C c.(5857-5859)GTG>GCG p.V1953A

Pat_49 Post-Resistance LMO7 4008 37 13 76381683 76381683 Missense_Mutation SNP A G 3 14 c.565A>G c.(565-567)AAA>GAA p.K189E

Pat_49 Post-Resistance CDKL1 8814 37 14 50883181 50883181 Splice_Site SNP G A 9 11 c.1_splice c.e1-1 p.M1_splice

Pat_49 Post-Resistance CLMN 79789 37 14 95663021 95663021 Missense_Mutation SNP G A 10 20 c.2522C>T c.(2521-2523)TCC>TTC p.S841F

Pat_49 Post-Resistance BCL11B 64919 37 14 99641426 99641426 Missense_Mutation SNP C T 3 23 c.1747G>A c.(1747-1749)GCG>ACG p.A583T

Pat_49 Post-Resistance GOLGA8G 283768 37 15 28769153 28769153 Missense_Mutation SNP T C 3 19 c.701A>G c.(700-702)GAG>GGG p.E234G

Pat_49 Post-Resistance TGM7 116179 37 15 43577124 43577124 Missense_Mutation SNP G A 3 45 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_49 Post-Resistance IQCH 64799 37 15 67713773 67713773 Missense_Mutation SNP C T 8 14 c.2363C>T c.(2362-2364)ACC>ATC p.T788I

Pat_49 Post-Resistance GOLGA6A 342096 37 15 74372995 74372995 Missense_Mutation SNP C T 3 25 c.166G>A c.(166-168)GAG>AAG p.E56K

Pat_49 Post-Resistance IREB2 3658 37 15 78755351 78755352 Missense_Mutation DNP AC TT 14 54 c.194_195AC>TT c.(193-195)AAC>ATT p.N65I



Pat_49 Post-Resistance RASGRF1 5923 37 15 79265755 79265755 Missense_Mutation SNP G A 5 34 c.3550C>T c.(3550-3552)CCA>TCA p.P1184S

Pat_49 Post-Resistance LRRK1 79705 37 15 101586260 101586260 Missense_Mutation SNP C T 31 56 c.3038C>T c.(3037-3039)ACC>ATC p.T1013I

Pat_49 Post-Resistance WFIKKN1 117166 37 16 683041 683041 Missense_Mutation SNP G A 3 29 c.631G>A c.(631-633)GGC>AGC p.G211S

Pat_49 Post-Resistance ZNF205 7755 37 16 3169496 3169496 Missense_Mutation SNP C T 3 1 c.835C>T c.(835-837)CCG>TCG p.P279S

Pat_49 Post-Resistance RSL1D1 26156 37 16 11941535 11941535 Missense_Mutation SNP G A 5 38 c.374C>T c.(373-375)ACC>ATC p.T125I

Pat_49 Post-Resistance XYLT1 64131 37 16 17202673 17202673 Missense_Mutation SNP C T 4 24 c.2759G>A c.(2758-2760)TGT>TAT p.C920Y

Pat_49 Post-Resistance DNAH3 55567 37 16 20986583 20986583 Missense_Mutation SNP A C 7 52 c.8231T>G c.(8230-8232)GTT>GGT p.V2744G

Pat_49 Post-Resistance HEATR3 55027 37 16 50102761 50102761 Missense_Mutation SNP G C 10 49 c.382G>C c.(382-384)GTT>CTT p.V128L

Pat_49 Post-Resistance SALL1 6299 37 16 51176030 51176030 Missense_Mutation SNP G A 13 69 c.103C>T c.(103-105)CGC>TGC p.R35C

Pat_49 Post-Resistance OGFOD1 55239 37 16 56504456 56504456 Missense_Mutation SNP G C 14 13 c.1038G>C c.(1036-1038)AAG>AAC p.K346N

Pat_49 Post-Resistance BBS2 583 37 16 56531693 56531693 Missense_Mutation SNP G A 5 38 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_49 Post-Resistance CDYL2 124359 37 16 80646560 80646560 Missense_Mutation SNP G A 15 25 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_49 Post-Resistance ANKRD11 29123 37 16 89352018 89352018 Missense_Mutation SNP G A 10 27 c.932C>T c.(931-933)TCC>TTC p.S311F

Pat_49 Post-Resistance C17orf97 400566 37 17 263584 263584 Missense_Mutation SNP C T 3 35 c.980C>T c.(979-981)ACT>ATT p.T327I

Pat_49 Post-Resistance P2RX1 5023 37 17 3819429 3819429 Missense_Mutation SNP C T 11 60 c.91G>A c.(91-93)GTT>ATT p.V31I

Pat_49 Post-Resistance TEKT3 64518 37 17 15234809 15234809 Missense_Mutation SNP T G 5 17 c.94A>C c.(94-96)AGC>CGC p.S32R

Pat_49 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 6 61 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_49 Post-Resistance GHDC 84514 37 17 40342744 40342744 Missense_Mutation SNP C T 7 24 c.1186G>A c.(1186-1188)GAT>AAT p.D396N

Pat_49 Post-Resistance TBC1D3P2 440452 37 17 60349342 60349342 Missense_Mutation SNP C T 6 165 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_49 Post-Resistance SOCS3 9021 37 17 76354699 76354699 Missense_Mutation SNP G A 10 15 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_49 Post-Resistance AFG3L2 10939 37 18 12351210 12351210 Splice_Site SNP C A 5 19 c.1427_splice c.e12-1 p.G476_splice

Pat_49 Post-Resistance INO80C 125476 37 18 33048651 33048651 Missense_Mutation SNP G A 25 37 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_49 Post-Resistance DCC 1630 37 18 50918073 50918073 Missense_Mutation SNP C A 11 30 c.2504C>A c.(2503-2505)ACC>AAC p.T835N

Pat_49 Post-Resistance TNFRSF11A 8792 37 18 60036217 60036217 Missense_Mutation SNP C T 3 24 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_49 Post-Resistance CSNK1G2 1455 37 19 1969835 1969835 Missense_Mutation SNP G A 7 3 c.64G>A c.(64-66)GGC>AGC p.G22S

Pat_49 Post-Resistance DPP9 91039 37 19 4702054 4702054 Missense_Mutation SNP G A 17 59 c.997C>T c.(997-999)CGG>TGG p.R333W

Pat_49 Post-Resistance OR7D4 125958 37 19 9325267 9325267 Missense_Mutation SNP C T 12 25 c.247G>A c.(247-249)GTG>ATG p.V83M

Pat_49 Post-Resistance ILVBL 10994 37 19 15233968 15233968 Missense_Mutation SNP G A 20 32 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_49 Post-Resistance ZNF99 7652 37 19 22939999 22939999 Missense_Mutation SNP C T 7 13 c.2332G>A c.(2332-2334)GAA>AAA p.E778K

Pat_49 Post-Resistance KCNK6 9424 37 19 38817514 38817514 Missense_Mutation SNP T G 15 49 c.604T>G c.(604-606)TTG>GTG p.L202V

Pat_49 Post-Resistance FCGBP 8857 37 19 40408560 40408560 Missense_Mutation SNP G A 4 15 c.4279C>T c.(4279-4281)CCC>TCC p.P1427S

Pat_49 Post-Resistance PSG8 440533 37 19 43262152 43262152 Splice_Site SNP A C 24 104 c.709_splice c.e3+1 p.P237_splice

Pat_49 Post-Resistance IRGC 56269 37 19 44222774 44222774 Missense_Mutation SNP G A 25 34 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_49 Post-Resistance PNKP 11284 37 19 50368527 50368527 Missense_Mutation SNP G A 15 27 c.355C>T c.(355-357)CCG>TCG p.P119S

Pat_49 Post-Resistance KIR3DL2 3812 37 19 55363717 55363717 Missense_Mutation SNP C T 16 40 c.335C>T c.(334-336)CCC>CTC p.P112L

Pat_49 Post-Resistance NLRP13 126204 37 19 56419257 56419257 Missense_Mutation SNP T C 26 43 c.2348A>G c.(2347-2349)AAG>AGG p.K783R

Pat_49 Post-Resistance C2orf42 54980 37 2 70392719 70392719 Missense_Mutation SNP G A 4 16 c.1193C>T c.(1192-1194)GCC>GTC p.A398V

Pat_49 Post-Resistance ERCC3 2071 37 2 128018874 128018874 Missense_Mutation SNP T A 6 19 c.1994A>T c.(1993-1995)CAG>CTG p.Q665L

Pat_49 Post-Resistance LRP1B 53353 37 2 141609275 141609275 Missense_Mutation SNP C T 6 34 c.4657G>A c.(4657-4659)GCC>ACC p.A1553T

Pat_49 Post-Resistance CYTIP 9595 37 2 158272395 158272395 Missense_Mutation SNP C T 8 31 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_49 Post-Resistance ACVR1 90 37 2 158636932 158636932 Missense_Mutation SNP G T 6 16 c.248C>A c.(247-249)ACC>AAC p.T83N

Pat_49 Post-Resistance TTN 7273 37 2 179459164 179459164 Missense_Mutation SNP C T 4 23 c.50353G>A c.(50353-50355)GAT>AAT p.D16785N

Pat_49 Post-Resistance AOX1 316 37 2 201507424 201507424 Missense_Mutation SNP C T 4 14 c.2747C>T c.(2746-2748)TCC>TTC p.S916F

Pat_49 Post-Resistance COL6A3 1293 37 2 238283655 238283655 Missense_Mutation SNP C T 5 24 c.3079G>A c.(3079-3081)GAA>AAA p.E1027K

Pat_49 Post-Resistance C20orf26 26074 37 20 20208996 20208996 Missense_Mutation SNP C T 29 65 c.2036C>T c.(2035-2037)TCC>TTC p.S679F

Pat_49 Post-Resistance MYH7B 57644 37 20 33570285 33570285 Missense_Mutation SNP C T 12 61 c.677C>T c.(676-678)ACG>ATG p.T226M

Pat_49 Post-Resistance GNAS 2778 37 20 57415537 57415537 Missense_Mutation SNP G A 34 144 c.376G>A c.(376-378)GAG>AAG p.E126K



Pat_49 Post-Resistance SLCO4A1 28231 37 20 61290067 61290067 Missense_Mutation SNP G A 15 20 c.835G>A c.(835-837)GGC>AGC p.G279S

Pat_49 Post-Resistance ZBTB46 140685 37 20 62421827 62421827 Missense_Mutation SNP A G 8 36 c.284T>C c.(283-285)CTG>CCG p.L95P

Pat_49 Post-Resistance ETS2 2114 37 21 40191544 40191544 Missense_Mutation SNP C T 8 13 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_49 Post-Resistance KRTAP10-11 386678 37 21 46066427 46066427 Missense_Mutation SNP C A 20 81 c.52C>A c.(52-54)CAG>AAG p.Q18K

Pat_49 Post-Resistance NEFH 4744 37 22 29885781 29885781 Missense_Mutation SNP T A 4 81 c.2152T>A c.(2152-2154)TCC>ACC p.S718T

Pat_49 Post-Resistance NEFH 4744 37 22 29885998 29885998 Missense_Mutation SNP A T 5 23 c.2369A>T c.(2368-2370)AAG>ATG p.K790M

Pat_49 Post-Resistance TMEM184B 25829 37 22 38622865 38622865 Missense_Mutation SNP A G 2 8 c.538T>C c.(538-540)TTC>CTC p.F180L

Pat_49 Post-Resistance PNPLA3 80339 37 22 44328953 44328953 Missense_Mutation SNP C T 24 50 c.682C>T c.(682-684)CCC>TCC p.P228S

Pat_49 Post-Resistance CPT1B 1375 37 22 51009598 51009598 Missense_Mutation SNP C A 17 41 c.1864G>T c.(1864-1866)GGG>TGG p.G622W

Pat_49 Post-Resistance XIRP1 165904 37 3 39228610 39228610 Missense_Mutation SNP C T 3 13 c.2327G>A c.(2326-2328)CGG>CAG p.R776Q

Pat_49 Post-Resistance COL7A1 1294 37 3 48604437 48604437 Missense_Mutation SNP C T 5 4 c.8129G>A c.(8128-8130)GGC>GAC p.G2710D

Pat_49 Post-Resistance FAM3D 131177 37 3 58631315 58631315 Missense_Mutation SNP G A 3 29 c.184C>T c.(184-186)CCA>TCA p.P62S

Pat_49 Post-Resistance FAM86D 692099 37 3 75475622 75475622 Nonsense_Mutation SNP G A 14 65 c.616C>T c.(616-618)CAG>TAG p.Q206*

Pat_49 Post-Resistance OR5AC2 81050 37 3 97806176 97806176 Missense_Mutation SNP G A 13 27 c.160G>A c.(160-162)GAC>AAC p.D54N

Pat_49 Post-Resistance OR5H6 79295 37 3 97983342 97983342 Missense_Mutation SNP C T 18 40 c.214C>T c.(214-216)CAT>TAT p.H72Y

Pat_49 Post-Resistance POLQ 10721 37 3 121206296 121206296 Missense_Mutation SNP T C 20 40 c.5482A>G c.(5482-5484)ATT>GTT p.I1828V

Pat_49 Post-Resistance MYLK 4638 37 3 123452908 123452908 Missense_Mutation SNP C T 3 12 c.935G>A c.(934-936)AGC>AAC p.S312N

Pat_49 Post-Resistance PODXL2 50512 37 3 127379452 127379452 Missense_Mutation SNP G A 9 30 c.581G>A c.(580-582)GGA>GAA p.G194E

Pat_49 Post-Resistance ZNF721 170960 37 4 436628 436628 Missense_Mutation SNP A T 5 53 c.1628T>A c.(1627-1629)ATC>AAC p.I543N

Pat_49 Post-Resistance ZNF721 170960 37 4 436647 436647 Missense_Mutation SNP C T 4 48 c.1609G>A c.(1609-1611)GCC>ACC p.A537T

Pat_49 Post-Resistance OTOP1 133060 37 4 4190678 4190678 Missense_Mutation SNP C T 8 39 c.1691G>A c.(1690-1692)GGC>GAC p.G564D

Pat_49 Post-Resistance GABRG1 2565 37 4 46099335 46099335 Missense_Mutation SNP C T 4 28 c.136G>A c.(136-138)GAT>AAT p.D46N

Pat_49 Post-Resistance ADH1A 124 37 4 100201357 100201357 Missense_Mutation SNP G A 16 49 c.908C>T c.(907-909)TCA>TTA p.S303L

Pat_49 Post-Resistance MAP9 79884 37 4 156268946 156268946 Missense_Mutation SNP T C 3 15 c.1933A>G c.(1933-1935)AAA>GAA p.K645E

Pat_49 Post-Resistance SLC12A7 10723 37 5 1083982 1083982 Missense_Mutation SNP G A 15 45 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_49 Post-Resistance CDH18 1016 37 5 19473613 19473613 Missense_Mutation SNP G A 3 11 c.2095C>T c.(2095-2097)CCC>TCC p.P699S

Pat_49 Post-Resistance CDH6 1004 37 5 31305531 31305531 Missense_Mutation SNP T C 7 42 c.1250T>C c.(1249-1251)GTC>GCC p.V417A

Pat_49 Post-Resistance C5orf42 65250 37 5 37108562 37108562 Missense_Mutation SNP G A 10 26 c.9250C>T c.(9250-9252)CCG>TCG p.P3084S

Pat_49 Post-Resistance PPAP2A 8611 37 5 54771240 54771240 Missense_Mutation SNP G A 4 11 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_49 Post-Resistance GPR98 84059 37 5 90124894 90124894 Missense_Mutation SNP C T 28 51 c.16502C>T c.(16501-16503)TCT>TTT p.S5501F

Pat_49 Post-Resistance ELL2 22936 37 5 95224676 95224676 Missense_Mutation SNP G A 2 2 c.1822C>T c.(1822-1824)CAT>TAT p.H608Y

Pat_49 Post-Resistance RIOK2 55781 37 5 96508946 96508946 Missense_Mutation SNP G A 7 24 c.520C>T c.(520-522)CCA>TCA p.P174S

Pat_49 Post-Resistance MCC 4163 37 5 112379327 112379327 Missense_Mutation SNP C T 11 33 c.2086G>A c.(2086-2088)GAG>AAG p.E696K

Pat_49 Post-Resistance CHSY3 337876 37 5 129520444 129520444 Missense_Mutation SNP T C 7 16 c.1609T>C c.(1609-1611)TAC>CAC p.Y537H

Pat_49 Post-Resistance RPP40 10799 37 6 4995482 4995482 Missense_Mutation SNP G A 20 10 c.922C>T c.(922-924)CCA>TCA p.P308S

Pat_49 Post-Resistance ETV7 51513 37 6 36339107 36339107 Missense_Mutation SNP C T 8 3 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_49 Post-Resistance UBR2 23304 37 6 42633184 42633184 Missense_Mutation SNP T C 178 441 c.3736T>C c.(3736-3738)TGG>CGG p.W1246R

Pat_49 Post-Resistance UBR2 23304 37 6 42633226 42633226 Missense_Mutation SNP C A 94 248 c.3778C>A c.(3778-3780)CTT>ATT p.L1260I

Pat_49 Post-Resistance MAP3K4 4216 37 6 161469799 161469799 Missense_Mutation SNP C G 4 14 c.495C>G c.(493-495)TTC>TTG p.F165L

Pat_49 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 3 40 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_49 Post-Resistance SDK1 221935 37 7 4091391 4091391 Missense_Mutation SNP C T 15 57 c.2840C>T c.(2839-2841)TCC>TTC p.S947F

Pat_49 Post-Resistance MYO1G 64005 37 7 45005268 45005269 Missense_Mutation DNP GG AA 5 35 c.2348_2349CC>TTc.(2347-2349)CCC>CTT p.P783L

Pat_49 Post-Resistance ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 4 24 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_49 Post-Resistance AUTS2 26053 37 7 70229874 70229874 Missense_Mutation SNP C T 3 39 c.1351C>T c.(1351-1353)CCC>TCC p.P451S

Pat_49 Post-Resistance KIAA1324L 222223 37 7 86521053 86521053 Missense_Mutation SNP G A 15 25 c.3017C>T c.(3016-3018)TCT>TTT p.S1006F

Pat_49 Post-Resistance KCND2 3751 37 7 119915065 119915065 Missense_Mutation SNP G A 13 94 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_49 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 27 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E



Pat_49 Post-Resistance OR9A4 130075 37 7 141619283 141619283 Missense_Mutation SNP C T 18 15 c.608C>T c.(607-609)GCT>GTT p.A203V

Pat_49 Post-Resistance MGAM 8972 37 7 141750570 141750570 Missense_Mutation SNP T A 7 7 c.2711T>A c.(2710-2712)ATT>AAT p.I904N

Pat_49 Post-Resistance TRY6 154754 37 7 142481775 142481775 Splice_Site SNP G A 50 8 c.455_splice c.e4-1 p.A152_splice

Pat_49 Post-Resistance ZNF786 136051 37 7 148769113 148769114 Missense_Mutation DNP GG AA 7 6 c.750_751CC>TTc.(748-753)CGCCGG>CGTTGGp.R251W

Pat_49 Post-Resistance ZFPM2 23414 37 8 106813457 106813457 Missense_Mutation SNP G A 64 30 c.1147G>A c.(1147-1149)GAG>AAG p.E383K

Pat_49 Post-Resistance DENND3 22898 37 8 142200513 142200513 Missense_Mutation SNP T C 8 40 c.3136T>C c.(3136-3138)TGC>CGC p.C1046R

Pat_49 Post-Resistance PTPRD 5789 37 9 8341914 8341914 Missense_Mutation SNP C T 6 5 c.4726G>A c.(4726-4728)GAA>AAA p.E1576K

Pat_49 Post-Resistance TEK 7010 37 9 27212859 27212859 Missense_Mutation SNP C G 9 6 c.2841C>G c.(2839-2841)GAC>GAG p.D947E

Pat_49 Post-Resistance FAM22G 441457 37 9 99697727 99697727 Missense_Mutation SNP G C 77 41 c.831G>C c.(829-831)GAG>GAC p.E277D

Pat_49 Post-Resistance OFD1 8481 37 X 13771510 13771510 Missense_Mutation SNP A G 4 35 c.1079A>G c.(1078-1080)GAC>GGC p.D360G

Pat_49 Post-Resistance FAM48B1 100130302 37 X 24381778 24381778 Missense_Mutation SNP G A 14 38 c.901G>A c.(901-903)GCC>ACC p.A301T

Pat_49 Post-Resistance USP51 158880 37 X 55513698 55513698 Missense_Mutation SNP G A 4 14 c.1675C>T c.(1675-1677)CCA>TCA p.P559S

Pat_49 Post-Resistance FGF16 8823 37 X 76711891 76711891 Missense_Mutation SNP G A 8 36 c.229G>A c.(229-231)GAT>AAT p.D77N

Pat_49 Post-Resistance ARL13A 392509 37 X 100241834 100241834 Missense_Mutation SNP A G 6 6 c.430A>G c.(430-432)ATT>GTT p.I144V

Pat_49 Post-Resistance NXF5 55998 37 X 101096684 101096684 Missense_Mutation SNP C T 47 85 c.202G>A c.(202-204)GAT>AAT p.D68N

Pat_49 Post-Resistance GPRASP2 114928 37 X 101970977 101970977 Missense_Mutation SNP G A 14 15 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_49 Post-Resistance H2BFM 286436 37 X 103294880 103294880 Missense_Mutation SNP A G 3 14 c.337A>G c.(337-339)ACC>GCC p.T113A

Pat_49 Post-Resistance NRK 203447 37 X 105167141 105167141 Missense_Mutation SNP C T 24 49 c.2642C>T c.(2641-2643)TCA>TTA p.S881L

Pat_49 Post-Resistance LHFPL1 340596 37 X 111914593 111914593 Missense_Mutation SNP C T 46 129 c.26G>A c.(25-27)GGA>GAA p.G9E

Pat_49 Post-Resistance ODZ1 10178 37 X 123654454 123654454 Missense_Mutation SNP G A 34 47 c.3214C>T c.(3214-3216)CCC>TCC p.P1072S

Pat_49 Post-Resistance BRS3 680 37 X 135570618 135570618 Missense_Mutation SNP C A 12 81 c.345C>A c.(343-345)TTC>TTA p.F115L

Pat_49 Post-Resistance MAGEC3 139081 37 X 140984949 140984949 Missense_Mutation SNP C T 10 17 c.1405C>T c.(1405-1407)CTC>TTC p.L469F

Pat_49 Post-Resistance GABRA3 2556 37 X 151514055 151514055 Missense_Mutation SNP C T 15 43 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_50 Pre-Treatment DVL1 1855 37 1 1277436 1277436 Missense_Mutation SNP C T 3 6 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_50 Pre-Treatment KIAA1751 85452 37 1 1890560 1890560 Missense_Mutation SNP G A 33 53 c.1850C>T c.(1849-1851)TCG>TTG p.S617L

Pat_50 Pre-Treatment NPHP4 261734 37 1 6012873 6012873 Missense_Mutation SNP G A 3 7 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_50 Pre-Treatment PRAMEF1 65121 37 1 12853499 12853499 Missense_Mutation SNP G A 39 73 c.123G>A c.(121-123)ATG>ATA p.M41I

Pat_50 Pre-Treatment KIAA1522 57648 37 1 33235549 33235549 Missense_Mutation SNP C T 10 4 c.592C>T c.(592-594)CCC>TCC p.P198S

Pat_50 Pre-Treatment LRRIQ3 127255 37 1 74507479 74507479 Missense_Mutation SNP G A 24 50 c.1136C>T c.(1135-1137)CCT>CTT p.P379L

Pat_50 Pre-Treatment COL24A1 255631 37 1 86523621 86523621 Missense_Mutation SNP C T 29 36 c.1844G>A c.(1843-1845)GGT>GAT p.G615D

Pat_50 Pre-Treatment SYT6 148281 37 1 114680470 114680470 Missense_Mutation SNP C T 46 69 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_50 Pre-Treatment NGF 4803 37 1 115829314 115829314 Missense_Mutation SNP C A 27 42 c.103G>T c.(103-105)GCC>TCC p.A35S

Pat_50 Pre-Treatment WDR3 10885 37 1 118499713 118499713 Missense_Mutation SNP G T 38 74 c.2476G>T c.(2476-2478)GTG>TTG p.V826L

Pat_50 Pre-Treatment OTUD7B 56957 37 1 149939374 149939374 Missense_Mutation SNP G A 53 70 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_50 Pre-Treatment GABPB2 126626 37 1 151090674 151090674 Missense_Mutation SNP G A 32 51 c.1289G>A c.(1288-1290)GGG>GAG p.G430E

Pat_50 Pre-Treatment S100A7A 338324 37 1 153391748 153391748 Missense_Mutation SNP G A 72 41 c.269G>A c.(268-270)AGC>AAC p.S90N

Pat_50 Pre-Treatment SLC39A1 27173 37 1 153933163 153933163 Missense_Mutation SNP A C 33 144 c.386T>G c.(385-387)ATC>AGC p.I129S

Pat_50 Pre-Treatment YY1AP1 55249 37 1 155629899 155629900 Missense_Mutation DNP GG AA 11 80 c.1939_1940CC>TTc.(1939-1941)CCC>TTC p.P647F

Pat_50 Pre-Treatment FCRL1 115350 37 1 157772325 157772325 Missense_Mutation SNP C T 109 56 c.449G>A c.(448-450)GGG>GAG p.G150E

Pat_50 Pre-Treatment CD1A 909 37 1 158225110 158225110 Missense_Mutation SNP C T 118 40 c.295C>T c.(295-297)CGT>TGT p.R99C

Pat_50 Pre-Treatment OR10K1 391109 37 1 158436249 158436249 Missense_Mutation SNP G A 207 97 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_50 Pre-Treatment SPTA1 6708 37 1 158607893 158607893 Missense_Mutation SNP C T 33 112 c.5119G>A c.(5119-5121)GAA>AAA p.E1707K

Pat_50 Pre-Treatment F11R 50848 37 1 160970564 160970564 Missense_Mutation SNP G A 91 51 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_50 Pre-Treatment ATF6 22926 37 1 161789463 161789463 Missense_Mutation SNP G A 27 20 c.950G>A c.(949-951)CGA>CAA p.R317Q

Pat_50 Pre-Treatment EDEM3 80267 37 1 184688682 184688682 Missense_Mutation SNP C G 144 58 c.972G>C c.(970-972)AGG>AGC p.R324S

Pat_50 Pre-Treatment PTPRC 5788 37 1 198685892 198685892 Missense_Mutation SNP C T 21 46 c.1367C>T c.(1366-1368)TCA>TTA p.S456L

Pat_50 Pre-Treatment NFASC 23114 37 1 204948583 204948583 Missense_Mutation SNP G A 100 234 c.2072G>A c.(2071-2073)CGG>CAG p.R691Q



Pat_50 Pre-Treatment USH2A 7399 37 1 216371732 216371732 Missense_Mutation SNP C T 68 47 c.4006G>A c.(4006-4008)GAG>AAG p.E1336K

Pat_50 Pre-Treatment FH 2271 37 1 241669350 241669350 Missense_Mutation SNP C T 42 24 c.857G>A c.(856-858)AGA>AAA p.R286K

Pat_50 Pre-Treatment OR2M3 127062 37 1 248367019 248367019 Missense_Mutation SNP C T 141 690 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_50 Pre-Treatment MYO3A 53904 37 10 26490216 26490216 Missense_Mutation SNP G A 6 3 c.4568G>A c.(4567-4569)CGA>CAA p.R1523Q

Pat_50 Pre-Treatment ARMC4 55130 37 10 28272855 28272855 Missense_Mutation SNP C T 31 15 c.736G>A c.(736-738)GAA>AAA p.E246K

Pat_50 Pre-Treatment PCDH15 65217 37 10 55566459 55566459 Missense_Mutation SNP C T 95 57 c.4929G>A c.(4927-4929)ATG>ATA p.M1643I

Pat_50 Pre-Treatment EGR2 1959 37 10 64573485 64573485 Missense_Mutation SNP C T 5 3 c.913G>A c.(913-915)GCC>ACC p.A305T

Pat_50 Pre-Treatment POLR3A 11128 37 10 79741292 79741292 Missense_Mutation SNP G A 267 129 c.3785C>T c.(3784-3786)GCC>GTC p.A1262V

Pat_50 Pre-Treatment COL17A1 1308 37 10 105792721 105792721 Missense_Mutation SNP C T 4 3 c.4300G>A c.(4300-4302)GGA>AGA p.G1434R

Pat_50 Pre-Treatment SORCS3 22986 37 10 107005328 107005328 Missense_Mutation SNP C T 71 42 c.2897C>T c.(2896-2898)TCC>TTC p.S966F

Pat_50 Pre-Treatment DCLRE1A 9937 37 10 115596901 115596901 Missense_Mutation SNP G A 85 38 c.2882C>T c.(2881-2883)CCT>CTT p.P961L

Pat_50 Pre-Treatment INPP5F 22876 37 10 121571446 121571446 Missense_Mutation SNP C T 24 14 c.1865C>T c.(1864-1866)GCC>GTC p.A622V

Pat_50 Pre-Treatment MUC6 4588 37 11 1020098 1020098 Missense_Mutation SNP G A 4 3 c.3800C>T c.(3799-3801)TCC>TTC p.S1267F

Pat_50 Pre-Treatment KCNQ1 3784 37 11 2604711 2604711 Nonsense_Mutation SNP G A 64 116 c.968G>A c.(967-969)TGG>TAG p.W323*

Pat_50 Pre-Treatment OR51G2 81282 37 11 4936698 4936698 Missense_Mutation SNP G A 13 19 c.196C>T c.(196-198)CTC>TTC p.L66F

Pat_50 Pre-Treatment OR56A5 390084 37 11 5988824 5988824 Missense_Mutation SNP C T 11 38 c.901G>A c.(901-903)GAG>AAG p.E301K

Pat_50 Pre-Treatment ABCC8 6833 37 11 17449861 17449861 Missense_Mutation SNP C T 48 70 c.2015G>A c.(2014-2016)GGC>GAC p.G672D

Pat_50 Pre-Treatment USH1C 10083 37 11 17547952 17547952 Missense_Mutation SNP C T 10 18 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_50 Pre-Treatment SLC17A6 57084 37 11 22364792 22364792 Splice_Site SNP G A 48 82 c.340_splice c.e3-1 p.K114_splice

Pat_50 Pre-Treatment OR4X2 119764 37 11 48266909 48266909 Missense_Mutation SNP C T 52 69 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_50 Pre-Treatment FOLH1 2346 37 11 49204734 49204734 Missense_Mutation SNP G A 22 44 c.887C>T c.(886-888)CCA>CTA p.P296L

Pat_50 Pre-Treatment OR10Q1 219960 37 11 57995785 57995785 Missense_Mutation SNP G A 30 43 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_50 Pre-Treatment CD5 921 37 11 60886756 60886757 Missense_Mutation DNP GG AA 44 68 c.514_515GG>AA c.(514-516)GGC>AAC p.G172N

Pat_50 Pre-Treatment SLC22A6 9356 37 11 62747211 62747211 Missense_Mutation SNP G A 14 22 c.1247C>T c.(1246-1248)CCC>CTC p.P416L

Pat_50 Pre-Treatment SLC22A10 387775 37 11 63064783 63064783 Missense_Mutation SNP G A 36 94 c.515G>A c.(514-516)CGA>CAA p.R172Q

Pat_50 Pre-Treatment CCDC87 55231 37 11 66358610 66358610 Missense_Mutation SNP G A 25 47 c.1877C>T c.(1876-1878)GCC>GTC p.A626V

Pat_50 Pre-Treatment FCHSD2 9873 37 11 72695210 72695210 Missense_Mutation SNP C T 22 44 c.628G>A c.(628-630)GAT>AAT p.D210N

Pat_50 Pre-Treatment DLG2 1740 37 11 84245620 84245620 Missense_Mutation SNP G A 47 98 c.197C>T c.(196-198)CCT>CTT p.P66L

Pat_50 Pre-Treatment GRM5 2915 37 11 88301106 88301106 Missense_Mutation SNP G A 24 37 c.1745C>T c.(1744-1746)GCA>GTA p.A582V

Pat_50 Pre-Treatment TECTA 7007 37 11 121030881 121030881 Missense_Mutation SNP G A 48 30 c.4727G>A c.(4726-4728)GGT>GAT p.G1576D

Pat_50 Pre-Treatment CACNA1C 775 37 12 2714279 2714279 Missense_Mutation SNP G A 32 54 c.3053G>A c.(3052-3054)CGA>CAA p.R1018Q

Pat_50 Pre-Treatment C1R 715 37 12 7188356 7188356 Missense_Mutation SNP C T 63 118 c.1598G>A c.(1597-1599)GGA>GAA p.G533E

Pat_50 Pre-Treatment CD163 9332 37 12 7637812 7637812 Missense_Mutation SNP G A 26 42 c.2659C>T c.(2659-2661)CCC>TCC p.P887S

Pat_50 Pre-Treatment PZP 5858 37 12 9356381 9356381 Missense_Mutation SNP G A 31 57 c.250C>T c.(250-252)CAC>TAC p.H84Y

Pat_50 Pre-Treatment PRB2 653247 37 12 11546389 11546389 Missense_Mutation SNP C T 37 77 c.623G>A c.(622-624)GGA>GAA p.G208E

Pat_50 Pre-Treatment MANSC1 54682 37 12 12483724 12483724 Missense_Mutation SNP G A 16 31 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_50 Pre-Treatment GUCY2C 2984 37 12 14769616 14769616 Missense_Mutation SNP C T 62 103 c.2921G>A c.(2920-2922)AGA>AAA p.R974K

Pat_50 Pre-Treatment GYS2 2998 37 12 21690022 21690022 Missense_Mutation SNP C T 27 47 c.1978G>A c.(1978-1980)GAA>AAA p.E660K

Pat_50 Pre-Treatment ARNTL2 56938 37 12 27543031 27543031 Missense_Mutation SNP G A 89 125 c.778G>A c.(778-780)GGT>AGT p.G260S

Pat_50 Pre-Treatment ALG10 84920 37 12 34179706 34179706 Missense_Mutation SNP G T 60 164 c.1278G>T c.(1276-1278)AGG>AGT p.R426S

Pat_50 Pre-Treatment MLL2 8085 37 12 49424716 49424716 Missense_Mutation SNP C T 9 15 c.13631G>A c.(13630-13632)GGG>GAG p.G4544E

Pat_50 Pre-Treatment ITGB7 3695 37 12 53589178 53589178 Missense_Mutation SNP G A 39 82 c.1141C>T c.(1141-1143)CTC>TTC p.L381F

Pat_50 Pre-Treatment HOXC11 3227 37 12 54367101 54367101 Missense_Mutation SNP G T 22 38 c.76G>T c.(76-78)GGG>TGG p.G26W

Pat_50 Pre-Treatment RASSF9 9182 37 12 86198653 86198653 Missense_Mutation SNP C T 64 119 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_50 Pre-Treatment DCN 1634 37 12 91539975 91539975 Missense_Mutation SNP G A 33 54 c.940C>T c.(940-942)CCA>TCA p.P314S

Pat_50 Pre-Treatment UHRF1BP1L 23074 37 12 100453301 100453301 Missense_Mutation SNP G A 20 30 c.1754C>T c.(1753-1755)CCT>CTT p.P585L

Pat_50 Pre-Treatment C12orf48 55010 37 12 102559652 102559652 Missense_Mutation SNP C T 25 44 c.812C>T c.(811-813)CCA>CTA p.P271L



Pat_50 Pre-Treatment STAB2 55576 37 12 103984763 103984763 Missense_Mutation SNP G A 60 72 c.170G>A c.(169-171)GGT>GAT p.G57D

Pat_50 Pre-Treatment NT5DC3 51559 37 12 104171671 104171671 Missense_Mutation SNP G A 24 42 c.1583C>T c.(1582-1584)CCC>CTC p.P528L

Pat_50 Pre-Treatment SETD8 387893 37 12 123875282 123875282 Missense_Mutation SNP G A 5 82 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_50 Pre-Treatment POLE 5426 37 12 133201341 133201341 Missense_Mutation SNP G A 28 58 c.6803C>T c.(6802-6804)TCG>TTG p.S2268L

Pat_50 Pre-Treatment SGCG 6445 37 13 23869586 23869586 Missense_Mutation SNP G A 46 79 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_50 Pre-Treatment RNF17 56163 37 13 25338391 25338391 Missense_Mutation SNP G A 10 17 c.50G>A c.(49-51)CGA>CAA p.R17Q

Pat_50 Pre-Treatment RPL21 6144 37 13 27830643 27830643 Missense_Mutation SNP C T 11 13 c.464C>T c.(463-465)CCC>CTC p.P155L

Pat_50 Pre-Treatment P704P 641455 37 14 20020119 20020119 Missense_Mutation SNP C G 5 132 c.102G>C c.(100-102)TGG>TGC p.W34C

Pat_50 Pre-Treatment OR10G3 26533 37 14 22038227 22038227 Missense_Mutation SNP G A 39 32 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_50 Pre-Treatment GALNTL1 57452 37 14 69813821 69813821 Missense_Mutation SNP G A 32 10 c.1336G>A c.(1336-1338)GGC>AGC p.G446S

Pat_50 Pre-Treatment DIO2 1734 37 14 80669327 80669327 Missense_Mutation SNP G A 28 16 c.527C>T c.(526-528)TCC>TTC p.S176F

Pat_50 Pre-Treatment GALC 2581 37 14 88434719 88434719 Missense_Mutation SNP G A 54 27 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_50 Pre-Treatment SERPINA10 51156 37 14 94756345 94756345 Missense_Mutation SNP G A 25 15 c.586C>T c.(586-588)CGC>TGC p.R196C

Pat_50 Pre-Treatment BDKRB2 624 37 14 96707003 96707003 Nonsense_Mutation SNP G A 110 43 c.338G>A c.(337-339)TGG>TAG p.W113*

Pat_50 Pre-Treatment TP53BP1 7158 37 15 43712661 43712661 Missense_Mutation SNP G A 144 64 c.4508C>T c.(4507-4509)TCT>TTT p.S1503F

Pat_50 Pre-Treatment DUOX2 50506 37 15 45393022 45393022 Missense_Mutation SNP C T 7 17 c.2936G>A c.(2935-2937)GGA>GAA p.G979E

Pat_50 Pre-Treatment MYO5C 55930 37 15 52510745 52510745 Missense_Mutation SNP C T 23 30 c.3925G>A c.(3925-3927)GAA>AAA p.E1309K

Pat_50 Pre-Treatment UNC13C 440279 37 15 54306933 54306934 Missense_Mutation DNP GG AA 8 95 c.1833_1834GG>AAc.(1831-1836)CAGGGT>CAAAGTp.G612S

Pat_50 Pre-Treatment SPESP1 246777 37 15 69223036 69223036 Missense_Mutation SNP C T 58 78 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_50 Pre-Treatment FAM154B 283726 37 15 82574540 82574540 Missense_Mutation SNP G A 46 85 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_50 Pre-Treatment SSTR5 6755 37 16 1129185 1129185 Missense_Mutation SNP C T 20 34 c.317C>T c.(316-318)CCC>CTC p.P106L

Pat_50 Pre-Treatment UNKL 64718 37 16 1417751 1417751 Missense_Mutation SNP G A 16 7 c.815C>T c.(814-816)CCA>CTA p.P272L

Pat_50 Pre-Treatment IGFALS 3483 37 16 1840633 1840633 Missense_Mutation SNP C G 2 10 c.1786G>C c.(1786-1788)GAC>CAC p.D596H

Pat_50 Pre-Treatment ADCY9 115 37 16 4042200 4042200 Missense_Mutation SNP C A 79 34 c.2154G>T c.(2152-2154)AAG>AAT p.K718N

Pat_50 Pre-Treatment USP7 7874 37 16 8989007 8989007 Missense_Mutation SNP C T 232 169 c.2920G>A c.(2920-2922)GAA>AAA p.E974K

Pat_50 Pre-Treatment GRIN2A 2903 37 16 9858007 9858007 Missense_Mutation SNP G A 73 64 c.3394C>T c.(3394-3396)CCA>TCA p.P1132S

Pat_50 Pre-Treatment ATF7IP2 80063 37 16 10524907 10524907 Missense_Mutation SNP G A 86 60 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_50 Pre-Treatment ACSM1 116285 37 16 20702348 20702348 Missense_Mutation SNP C T 33 79 c.163G>A c.(163-165)GTA>ATA p.V55I

Pat_50 Pre-Treatment ZNF646 9726 37 16 31090592 31090592 Missense_Mutation SNP G A 92 90 c.2947G>A c.(2947-2949)GGG>AGG p.G983R

Pat_50 Pre-Treatment GNAO1 2775 37 16 56309868 56309868 Missense_Mutation SNP G A 3 24 c.187G>A c.(187-189)GGA>AGA p.G63R

Pat_50 Pre-Treatment NLRC5 84166 37 16 57092967 57092967 Missense_Mutation SNP C T 87 58 c.3914C>T c.(3913-3915)TCA>TTA p.S1305L

Pat_50 Pre-Treatment SPG7 6687 37 16 89611170 89611170 Missense_Mutation SNP C T 42 29 c.1439C>T c.(1438-1440)CCC>CTC p.P480L

Pat_50 Pre-Treatment DPH1 1801 37 17 1936837 1936837 Missense_Mutation SNP C T 4 55 c.115C>T c.(115-117)CCT>TCT p.P39S

Pat_50 Pre-Treatment SLC2A4 6517 37 17 7186907 7186907 Missense_Mutation SNP C T 39 23 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_50 Pre-Treatment STX8 9482 37 17 9471692 9471692 Missense_Mutation SNP G A 7 8 c.113C>T c.(112-114)CCA>CTA p.P38L

Pat_50 Pre-Treatment TBC1D3 729873 37 17 36288203 36288203 Nonsense_Mutation SNP C T 66 543 c.289C>T c.(289-291)CGA>TGA p.R97*

Pat_50 Pre-Treatment KRT24 192666 37 17 38859487 38859487 Missense_Mutation SNP A T 95 139 c.459T>A c.(457-459)AAT>AAA p.N153K

Pat_50 Pre-Treatment KRT25 147183 37 17 38911541 38911541 Translation_Start_Site SNP G A 21 15 c.-17C>T c.(-19--15)AACGC>AATGC

Pat_50 Pre-Treatment PHB 5245 37 17 47489114 47489114 Missense_Mutation SNP G A 25 39 c.176C>T c.(175-177)CCG>CTG p.P59L

Pat_50 Pre-Treatment LRRC59 55379 37 17 48470215 48470215 Missense_Mutation SNP C A 43 81 c.209G>T c.(208-210)AGT>ATT p.S70I

Pat_50 Pre-Treatment ANKFN1 162282 37 17 54403587 54403587 Missense_Mutation SNP G A 41 80 c.68G>A c.(67-69)GGA>GAA p.G23E

Pat_50 Pre-Treatment MPO 4353 37 17 56355368 56355368 Missense_Mutation SNP C T 39 102 c.1024G>A c.(1024-1026)GTG>ATG p.V342M

Pat_50 Pre-Treatment SMARCD2 6603 37 17 61914292 61914292 Missense_Mutation SNP T C 56 64 c.557A>G c.(556-558)AAG>AGG p.K186R

Pat_50 Pre-Treatment MGAT5B 146664 37 17 74902134 74902134 Missense_Mutation SNP C T 48 87 c.923C>T c.(922-924)TCC>TTC p.S308F

Pat_50 Pre-Treatment NOL4 8715 37 18 31673540 31673540 Missense_Mutation SNP C T 19 20 c.661G>A c.(661-663)GAT>AAT p.D221N

Pat_50 Pre-Treatment FHOD3 80206 37 18 34298461 34298461 Nonsense_Mutation SNP T A 31 45 c.2624T>A c.(2623-2625)TTA>TAA p.L875*

Pat_50 Pre-Treatment SLC14A2 8170 37 18 43205738 43205738 Missense_Mutation SNP C T 13 28 c.241C>T c.(241-243)CGG>TGG p.R81W



Pat_50 Pre-Treatment MYO5B 4645 37 18 47563269 47563269 Missense_Mutation SNP C T 16 29 c.406G>A c.(406-408)GAC>AAC p.D136N

Pat_50 Pre-Treatment DCC 1630 37 18 50451618 50451618 Missense_Mutation SNP C A 46 76 c.863C>A c.(862-864)TCT>TAT p.S288Y

Pat_50 Pre-Treatment EMR1 2015 37 19 6901985 6901985 Missense_Mutation SNP C T 90 123 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_50 Pre-Treatment ZNF699 374879 37 19 9407410 9407410 Nonsense_Mutation SNP G A 48 93 c.670C>T c.(670-672)CAG>TAG p.Q224*

Pat_50 Pre-Treatment ABHD8 79575 37 19 17411692 17411692 Missense_Mutation SNP C T 114 189 c.734G>A c.(733-735)CGA>CAA p.R245Q

Pat_50 Pre-Treatment AXL 558 37 19 41758775 41758775 Missense_Mutation SNP G A 13 35 c.1829G>A c.(1828-1830)CGA>CAA p.R610Q

Pat_50 Pre-Treatment PSG1 5669 37 19 43383685 43383685 Missense_Mutation SNP C T 58 93 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_50 Pre-Treatment CEACAM20 125931 37 19 45016125 45016125 Missense_Mutation SNP G A 8 20 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_50 Pre-Treatment CCDC8 83987 37 19 46915238 46915238 Missense_Mutation SNP C T 54 47 c.830G>A c.(829-831)CGC>CAC p.R277H

Pat_50 Pre-Treatment KCNC3 3748 37 19 50826610 50826610 Missense_Mutation SNP G A 33 72 c.1600C>T c.(1600-1602)CCT>TCT p.P534S

Pat_50 Pre-Treatment ZNF610 162963 37 19 52852406 52852406 Splice_Site SNP G A 22 45 c.-18_splice c.e3-1

Pat_50 Pre-Treatment ZNF331 55422 37 19 54080277 54080277 Missense_Mutation SNP G A 43 94 c.463G>A c.(463-465)GGT>AGT p.G155S

Pat_50 Pre-Treatment NLRP7 199713 37 19 55444994 55444994 Missense_Mutation SNP C T 20 34 c.2585G>A c.(2584-2586)GGG>GAG p.G862E

Pat_50 Pre-Treatment ALK 238 37 2 29455223 29455223 Missense_Mutation SNP C T 35 58 c.2579G>A c.(2578-2580)AGA>AAA p.R860K

Pat_50 Pre-Treatment FUNDC2P2 388965 37 2 84518171 84518171 Missense_Mutation SNP G A 49 99 c.229G>A c.(229-231)GGA>AGA p.G77R

Pat_50 Pre-Treatment IL1RL1 9173 37 2 102968248 102968248 Missense_Mutation SNP G A 11 10 c.1538G>A c.(1537-1539)AGG>AAG p.R513K

Pat_50 Pre-Treatment IL18RAP 8807 37 2 103061800 103061800 Missense_Mutation SNP G A 19 44 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_50 Pre-Treatment MARCO 8685 37 2 119750806 119750806 Missense_Mutation SNP T A 95 156 c.1359T>A c.(1357-1359)AAT>AAA p.N453K

Pat_50 Pre-Treatment RAB6C 84084 37 2 130738023 130738023 Missense_Mutation SNP G A 99 193 c.335G>A c.(334-336)AGA>AAA p.R112K

Pat_50 Pre-Treatment YSK4 80122 37 2 135738574 135738574 Missense_Mutation SNP C T 19 52 c.3737G>A c.(3736-3738)CGG>CAG p.R1246Q

Pat_50 Pre-Treatment THSD7B 80731 37 2 138208505 138208505 Missense_Mutation SNP G A 22 30 c.2957G>A c.(2956-2958)GGA>GAA p.G986E

Pat_50 Pre-Treatment NEB 4703 37 2 152522870 152522870 Missense_Mutation SNP C T 33 49 c.4765G>A c.(4765-4767)GGA>AGA p.G1589R

Pat_50 Pre-Treatment SCN3A 6328 37 2 166011012 166011012 Missense_Mutation SNP C T 27 71 c.1330G>A c.(1330-1332)GAA>AAA p.E444K

Pat_50 Pre-Treatment SCN1A 6323 37 2 166900483 166900483 Missense_Mutation SNP C T 48 70 c.1739G>A c.(1738-1740)CGA>CAA p.R580Q

Pat_50 Pre-Treatment TTN 7273 37 2 179454177 179454177 Missense_Mutation SNP C T 16 42 c.54571G>A c.(54571-54573)GAA>AAA p.E18191K

Pat_50 Pre-Treatment TTN 7273 37 2 179472521 179472521 Missense_Mutation SNP C T 33 61 c.45289G>A c.(45289-45291)GAA>AAA p.E15097K

Pat_50 Pre-Treatment TTN 7273 37 2 179542377 179542377 Missense_Mutation SNP A C 9 11 c.30530T>G c.(30529-30531)GTT>GGT p.V10177G

Pat_50 Pre-Treatment TTN 7273 37 2 179603955 179603955 Missense_Mutation SNP C T 12 11 c.13492G>A c.(13492-13494)GAA>AAA p.E4498K

Pat_50 Pre-Treatment TTN 7273 37 2 179648811 179648811 Missense_Mutation SNP C T 72 101 c.2761G>A c.(2761-2763)GGA>AGA p.G921R

Pat_50 Pre-Treatment CCDC141 285025 37 2 179732779 179732779 Missense_Mutation SNP C T 30 53 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_50 Pre-Treatment CALCRL 10203 37 2 188216840 188216840 Splice_Site SNP C T 38 76 c.1128_splice c.e13+1 p.Q376_splice

Pat_50 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 8 217 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_50 Pre-Treatment IKZF2 22807 37 2 213872485 213872485 Missense_Mutation SNP G T 25 44 c.1180C>A c.(1180-1182)CAG>AAG p.Q394K

Pat_50 Pre-Treatment SPAG16 79582 37 2 214794733 214794733 Missense_Mutation SNP G A 34 94 c.1264G>A c.(1264-1266)GAT>AAT p.D422N

Pat_50 Pre-Treatment SLC19A3 80704 37 2 228563559 228563559 Missense_Mutation SNP C A 11 37 c.872G>T c.(871-873)GGT>GTT p.G291V

Pat_50 Pre-Treatment INPP5D 3635 37 2 233990542 233990542 Missense_Mutation SNP C T 12 25 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_50 Pre-Treatment SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 38 78 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_50 Pre-Treatment CSTL1 128817 37 20 23421110 23421110 Missense_Mutation SNP G A 89 111 c.206G>A c.(205-207)CGA>CAA p.R69Q

Pat_50 Pre-Treatment FRG1B 284802 37 20 29614323 29614323 Translation_Start_Site SNP C T 4 51 c.-10C>T c.(-12--8)TACGT>TATGT

Pat_50 Pre-Treatment CDK5RAP1 51654 37 20 31984608 31984608 Missense_Mutation SNP G A 70 133 c.263C>T c.(262-264)CCC>CTC p.P88L

Pat_50 Pre-Treatment PHF20 51230 37 20 34459629 34459629 Missense_Mutation SNP C T 96 172 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_50 Pre-Treatment USP25 29761 37 21 17172094 17172094 Missense_Mutation SNP G A 16 24 c.574G>A c.(574-576)GAA>AAA p.E192K

Pat_50 Pre-Treatment DSCAM 1826 37 21 41452132 41452133 Missense_Mutation DNP CC TT 25 91 c.4366_4367GG>AAc.(4366-4368)GGA>AAA p.G1456K

Pat_50 Pre-Treatment CRYAA 1409 37 21 44589354 44589354 Missense_Mutation SNP C T 95 163 c.145C>T c.(145-147)CGC>TGC p.R49C

Pat_50 Pre-Treatment KRTAP10-7 386675 37 21 46020555 46020555 Missense_Mutation SNP G A 19 48 c.34G>A c.(34-36)GAC>AAC p.D12N

Pat_50 Pre-Treatment DIP2A 23181 37 21 47975994 47975994 Missense_Mutation SNP C T 62 111 c.3488C>T c.(3487-3489)GCG>GTG p.A1163V

Pat_50 Pre-Treatment SGSM1 129049 37 22 25294443 25294443 Missense_Mutation SNP C T 39 75 c.2692C>T c.(2692-2694)CTC>TTC p.L898F



Pat_50 Pre-Treatment SAMM50 25813 37 22 44377322 44377323 Missense_Mutation DNP CC TT 46 89 c.988_989CC>TT c.(988-990)CCG>TTG p.P330L

Pat_50 Pre-Treatment TTC38 55020 37 22 46674503 46674503 Missense_Mutation SNP C T 33 89 c.560C>T c.(559-561)TCT>TTT p.S187F

Pat_50 Pre-Treatment HDAC10 83933 37 22 50687265 50687265 Missense_Mutation SNP G A 10 27 c.811C>T c.(811-813)CCT>TCT p.P271S

Pat_50 Pre-Treatment CHL1 10752 37 3 391049 391049 Missense_Mutation SNP C T 7 6 c.808C>T c.(808-810)CCA>TCA p.P270S

Pat_50 Pre-Treatment TMEM43 79188 37 3 14172412 14172412 Missense_Mutation SNP G A 26 72 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_50 Pre-Treatment TRIM71 131405 37 3 32932354 32932354 Missense_Mutation SNP G A 35 52 c.1658G>A c.(1657-1659)CGA>CAA p.R553Q

Pat_50 Pre-Treatment SCN10A 6336 37 3 38753837 38753837 Missense_Mutation SNP G A 69 121 c.3904C>T c.(3904-3906)CTC>TTC p.L1302F

Pat_50 Pre-Treatment SCN11A 11280 37 3 38950574 38950574 Missense_Mutation SNP C T 57 132 c.1213G>A c.(1213-1215)GAG>AAG p.E405K

Pat_50 Pre-Treatment ZDHHC3 51304 37 3 44968333 44968333 Missense_Mutation SNP C T 38 48 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_50 Pre-Treatment CELSR3 1951 37 3 48677875 48677875 Missense_Mutation SNP C T 25 73 c.9143G>A c.(9142-9144)GGT>GAT p.G3048D

Pat_50 Pre-Treatment STAB1 23166 37 3 52547899 52547899 Missense_Mutation SNP G A 167 218 c.3349G>A c.(3349-3351)GTC>ATC p.V1117I

Pat_50 Pre-Treatment CACNA2D3 55799 37 3 55021771 55021771 Missense_Mutation SNP C T 8 16 c.2681C>T c.(2680-2682)TCC>TTC p.S894F

Pat_50 Pre-Treatment DNASE1L3 1776 37 3 58178442 58178442 Missense_Mutation SNP C T 20 22 c.890G>A c.(889-891)AGG>AAG p.R297K

Pat_50 Pre-Treatment PLSCR4 57088 37 3 145913062 145913062 Missense_Mutation SNP G A 86 58 c.794C>T c.(793-795)TCC>TTC p.S265F

Pat_50 Pre-Treatment BCHE 590 37 3 165547930 165547930 Nonsense_Mutation SNP G A 31 55 c.892C>T c.(892-894)CAA>TAA p.Q298*

Pat_50 Pre-Treatment ZBBX 79740 37 3 167039963 167039963 Missense_Mutation SNP C T 23 43 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_50 Pre-Treatment ZBBX 79740 37 3 167051692 167051692 Missense_Mutation SNP C T 20 39 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_50 Pre-Treatment MUC4 4585 37 3 195505836 195505836 Missense_Mutation SNP G C 4 8 c.12231C>G c.(12229-12231)CAC>CAG p.H4077Q

Pat_50 Pre-Treatment ZNF718 255403 37 4 59997 59997 Missense_Mutation SNP A C 21 330 c.177A>C c.(175-177)AGA>AGC p.R59S

Pat_50 Pre-Treatment WHSC1 7468 37 4 1906028 1906028 Missense_Mutation SNP C T 58 74 c.683C>T c.(682-684)TCC>TTC p.S228F

Pat_50 Pre-Treatment DOK7 285489 37 4 3494893 3494893 Missense_Mutation SNP G A 9 13 c.1180G>A c.(1180-1182)GAG>AAG p.E394K

Pat_50 Pre-Treatment BEND4 389206 37 4 42119597 42119597 Missense_Mutation SNP C T 5 9 c.1543G>A c.(1543-1545)GAT>AAT p.D515N

Pat_50 Pre-Treatment CWH43 80157 37 4 48996789 48996789 Nonsense_Mutation SNP G A 44 61 c.665G>A c.(664-666)TGG>TAG p.W222*

Pat_50 Pre-Treatment KDR 3791 37 4 55962492 55962492 Missense_Mutation SNP C G 29 57 c.2632G>C c.(2632-2634)GAG>CAG p.E878Q

Pat_50 Pre-Treatment UGT2A3 79799 37 4 69798408 69798408 Nonsense_Mutation SNP G A 99 148 c.934C>T c.(934-936)CAA>TAA p.Q312*

Pat_50 Pre-Treatment ADH1B 125 37 4 100235028 100235028 Missense_Mutation SNP C T 85 166 c.778G>A c.(778-780)GAT>AAT p.D260N

Pat_50 Pre-Treatment ADH7 131 37 4 100341788 100341788 Missense_Mutation SNP G A 40 54 c.763C>T c.(763-765)CCC>TCC p.P255S

Pat_50 Pre-Treatment MTTP 4547 37 4 100504612 100504612 Missense_Mutation SNP A T 41 47 c.331A>T c.(331-333)ATG>TTG p.M111L

Pat_50 Pre-Treatment BANK1 55024 37 4 102776251 102776251 Missense_Mutation SNP G A 12 18 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_50 Pre-Treatment FAT4 79633 37 4 126370438 126370438 Missense_Mutation SNP C T 34 72 c.8267C>T c.(8266-8268)TCA>TTA p.S2756L

Pat_50 Pre-Treatment FAT4 79633 37 4 126371365 126371365 Missense_Mutation SNP G A 20 38 c.9194G>A c.(9193-9195)GGA>GAA p.G3065E

Pat_50 Pre-Treatment FAT4 79633 37 4 126372196 126372196 Missense_Mutation SNP G A 24 47 c.10025G>A c.(10024-10026)CGA>CAA p.R3342Q

Pat_50 Pre-Treatment FAT4 79633 37 4 126373455 126373455 Missense_Mutation SNP C T 30 50 c.11284C>T c.(11284-11286)CTT>TTT p.L3762F

Pat_50 Pre-Treatment PET112L 5188 37 4 152637172 152637172 Missense_Mutation SNP G A 20 32 c.752C>T c.(751-753)GCG>GTG p.A251V

Pat_50 Pre-Treatment ANP32C 23520 37 4 165118284 165118284 Missense_Mutation SNP C T 9 16 c.580G>A c.(580-582)GGT>AGT p.G194S

Pat_50 Pre-Treatment ODZ3 55714 37 4 183652198 183652198 Missense_Mutation SNP G A 46 66 c.2873G>A c.(2872-2874)GGA>GAA p.G958E

Pat_50 Pre-Treatment CDH18 1016 37 5 19473516 19473516 Missense_Mutation SNP G A 24 41 c.2192C>T c.(2191-2193)CCT>CTT p.P731L

Pat_50 Pre-Treatment HCN1 348980 37 5 45262124 45262124 Missense_Mutation SNP G A 30 52 c.2572C>T c.(2572-2574)CCA>TCA p.P858S

Pat_50 Pre-Treatment HCN1 348980 37 5 45262208 45262208 Missense_Mutation SNP C T 7 16 c.2488G>A c.(2488-2490)GGG>AGG p.G830R

Pat_50 Pre-Treatment DEPDC1B 55789 37 5 59941334 59941334 Missense_Mutation SNP G A 27 50 c.563C>T c.(562-564)TCT>TTT p.S188F

Pat_50 Pre-Treatment THBS4 7060 37 5 79357530 79357530 Missense_Mutation SNP C T 53 77 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_50 Pre-Treatment VCAN 1462 37 5 82837487 82837487 Missense_Mutation SNP C G 31 50 c.8665C>G c.(8665-8667)CCT>GCT p.P2889A

Pat_50 Pre-Treatment EDIL3 10085 37 5 83360543 83360543 Missense_Mutation SNP C T 27 36 c.928G>A c.(928-930)GAA>AAA p.E310K

Pat_50 Pre-Treatment GPR98 84059 37 5 90052379 90052379 Missense_Mutation SNP G A 25 51 c.11689G>A c.(11689-11691)GAA>AAA p.E3897K

Pat_50 Pre-Treatment LMNB1 4001 37 5 126154785 126154785 Missense_Mutation SNP G A 25 57 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_50 Pre-Treatment ADAMTS19 171019 37 5 128887601 128887601 Splice_Site SNP G A 14 21 c.1354_splice c.e7+1 p.G452_splice

Pat_50 Pre-Treatment PCDHA4 56144 37 5 140188712 140188712 Missense_Mutation SNP T C 98 149 c.1940T>C c.(1939-1941)CTA>CCA p.L647P



Pat_50 Pre-Treatment PCDHB1 29930 37 5 140431179 140431179 Missense_Mutation SNP G T 18 19 c.124G>T c.(124-126)GGC>TGC p.G42C

Pat_50 Pre-Treatment PCDHB5 26167 37 5 140515473 140515473 Missense_Mutation SNP C T 49 71 c.457C>T c.(457-459)CCC>TCC p.P153S

Pat_50 Pre-Treatment PPARGC1B 133522 37 5 149212480 149212480 Missense_Mutation SNP G A 66 33 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_50 Pre-Treatment GEMIN5 25929 37 5 154304034 154304035 Missense_Mutation DNP GG AA 128 69 c.1373_1374CC>TT c.(1372-1374)TCC>TTT p.S458F

Pat_50 Pre-Treatment GABRB2 2561 37 5 160763764 160763764 Missense_Mutation SNP G T 5 176 c.554C>A c.(553-555)ACT>AAT p.T185N

Pat_50 Pre-Treatment SLIT3 6586 37 5 168216586 168216586 Missense_Mutation SNP C T 21 23 c.1058G>A c.(1057-1059)GGC>GAC p.G353D

Pat_50 Pre-Treatment N4BP3 23138 37 5 177547467 177547467 Missense_Mutation SNP C T 30 61 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_50 Pre-Treatment COL11A2 1302 37 6 33136336 33136336 Missense_Mutation SNP G A 24 6 c.3920C>T c.(3919-3921)CCC>CTC p.P1307L

Pat_50 Pre-Treatment BMP5 653 37 6 55638936 55638936 Missense_Mutation SNP C T 112 40 c.938G>A c.(937-939)CGA>CAA p.R313Q

Pat_50 Pre-Treatment PRIM2 5558 37 6 57512660 57512660 Missense_Mutation SNP G A 39 452 c.1488G>A c.(1486-1488)ATG>ATA p.M496I

Pat_50 Pre-Treatment BAI3 577 37 6 69772894 69772894 Missense_Mutation SNP C T 149 34 c.2402C>T c.(2401-2403)TCG>TTG p.S801L

Pat_50 Pre-Treatment TULP4 56995 37 6 158923787 158923787 Missense_Mutation SNP C T 13 3 c.3092C>T c.(3091-3093)CCA>CTA p.P1031L

Pat_50 Pre-Treatment MAP3K4 4216 37 6 161523006 161523006 Missense_Mutation SNP C T 50 12 c.3757C>T c.(3757-3759)CCC>TCC p.P1253S

Pat_50 Pre-Treatment FSCN1 6624 37 7 5644942 5644942 Missense_Mutation SNP C T 44 96 c.1319C>T c.(1318-1320)GCG>GTG p.A440V

Pat_50 Pre-Treatment TAX1BP1 8887 37 7 27825049 27825049 Missense_Mutation SNP G A 52 165 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_50 Pre-Treatment LOC168474 168474 37 7 64313602 64313602 Missense_Mutation SNP G A 44 80 c.25C>T c.(25-27)CTT>TTT p.L9F

Pat_50 Pre-Treatment TYW1B 441250 37 7 72209576 72209576 Missense_Mutation SNP C G 5 135 c.967G>C c.(967-969)GAT>CAT p.D323H

Pat_50 Pre-Treatment TRIM50 135892 37 7 72727081 72727081 Missense_Mutation SNP C T 5 18 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_50 Pre-Treatment VPS37D 155382 37 7 73085570 73085570 Missense_Mutation SNP C T 5 9 c.620C>T c.(619-621)CCA>CTA p.P207L

Pat_50 Pre-Treatment RSBN1L 222194 37 7 77325812 77325812 Missense_Mutation SNP A T 63 189 c.26A>T c.(25-27)CAC>CTC p.H9L

Pat_50 Pre-Treatment ZNF804B 219578 37 7 88964065 88964065 Missense_Mutation SNP A T 38 36 c.1769A>T c.(1768-1770)GAT>GTT p.D590V

Pat_50 Pre-Treatment AKAP9 10142 37 7 91667802 91667802 Missense_Mutation SNP A T 56 98 c.4408A>T c.(4408-4410)AAT>TAT p.N1470Y

Pat_50 Pre-Treatment TECPR1 25851 37 7 97872900 97872900 Missense_Mutation SNP G A 9 63 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_50 Pre-Treatment TRRAP 8295 37 7 98522843 98522843 Missense_Mutation SNP G A 67 273 c.2932G>A c.(2932-2934)GAG>AAG p.E978K

Pat_50 Pre-Treatment CYP3A5 1577 37 7 99272200 99272200 Nonsense_Mutation SNP C T 65 63 c.174G>A c.(172-174)TGG>TGA p.W58*

Pat_50 Pre-Treatment TRIM56 81844 37 7 100732610 100732610 Missense_Mutation SNP G A 46 178 c.2017G>A c.(2017-2019)GGG>AGG p.G673R

Pat_50 Pre-Treatment CFTR 1080 37 7 117180254 117180254 Missense_Mutation SNP C T 43 54 c.970C>T c.(970-972)CCC>TCC p.P324S

Pat_50 Pre-Treatment FLNC 2318 37 7 128491610 128491610 Missense_Mutation SNP G A 62 151 c.5770G>A c.(5770-5772)GGA>AGA p.G1924R

Pat_50 Pre-Treatment AKR1D1 6718 37 7 137782687 137782687 Missense_Mutation SNP G A 40 110 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_50 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 38 116 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_50 Pre-Treatment KIAA1147 57189 37 7 141364711 141364711 Missense_Mutation SNP C T 6 12 c.1096G>A c.(1096-1098)GAG>AAG p.E366K

Pat_50 Pre-Treatment OR9A4 130075 37 7 141619129 141619129 Missense_Mutation SNP G A 57 125 c.454G>A c.(454-456)GGG>AGG p.G152R

Pat_50 Pre-Treatment MGAM 8972 37 7 141727431 141727431 Missense_Mutation SNP C T 13 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_50 Pre-Treatment OR2A5 393046 37 7 143747845 143747845 Missense_Mutation SNP G A 82 243 c.351G>A c.(349-351)ATG>ATA p.M117I

Pat_50 Pre-Treatment ZNF425 155054 37 7 148801272 148801272 Missense_Mutation SNP G A 19 37 c.1691C>T c.(1690-1692)TCC>TTC p.S564F

Pat_50 Pre-Treatment ZNF425 155054 37 7 148801879 148801879 Missense_Mutation SNP C T 27 74 c.1084G>A c.(1084-1086)GAG>AAG p.E362K

Pat_50 Pre-Treatment PDGFRL 5157 37 8 17486262 17486262 Missense_Mutation SNP G T 13 28 c.772G>T c.(772-774)GTC>TTC p.V258F

Pat_50 Pre-Treatment SLC39A14 23516 37 8 22277162 22277162 Missense_Mutation SNP C T 28 50 c.1430C>T c.(1429-1431)ACC>ATC p.T477I

Pat_50 Pre-Treatment TACC1 6867 37 8 38677627 38677627 Missense_Mutation SNP C T 14 24 c.865C>T c.(865-867)CCT>TCT p.P289S

Pat_50 Pre-Treatment IDO2 169355 37 8 39840204 39840204 Missense_Mutation SNP G A 8 18 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_50 Pre-Treatment DKK4 27121 37 8 42232314 42232314 Missense_Mutation SNP C T 67 286 c.380G>A c.(379-381)AGG>AAG p.R127K

Pat_50 Pre-Treatment C8orf40 114926 37 8 42401673 42401673 Missense_Mutation SNP G A 65 160 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_50 Pre-Treatment C8orf22 492307 37 8 49985441 49985441 Nonsense_Mutation SNP C T 103 87 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_50 Pre-Treatment PXDNL 137902 37 8 52320998 52320999 Missense_Mutation DNP AG TA 12 15 c.3185_3186CT>TA c.(3184-3186)CCT>CTA p.P1062L

Pat_50 Pre-Treatment RP1 6101 37 8 55537472 55537472 Missense_Mutation SNP G A 26 28 c.1030G>A c.(1030-1032)GAA>AAA p.E344K

Pat_50 Pre-Treatment ARMC1 55156 37 8 66539551 66539551 Missense_Mutation SNP G A 84 153 c.83C>T c.(82-84)CCG>CTG p.P28L

Pat_50 Pre-Treatment VCPIP1 80124 37 8 67576520 67576520 Missense_Mutation SNP C T 37 48 c.2674G>A c.(2674-2676)GAA>AAA p.E892K



Pat_50 Pre-Treatment ZFHX4 79776 37 8 77690621 77690621 Missense_Mutation SNP G A 87 205 c.3193G>A c.(3193-3195)GAG>AAG p.E1065K

Pat_50 Pre-Treatment ANGPT1 284 37 8 108315583 108315583 Missense_Mutation SNP C T 27 40 c.821G>A c.(820-822)GGA>GAA p.G274E

Pat_50 Pre-Treatment PKHD1L1 93035 37 8 110477438 110477438 Missense_Mutation SNP G A 34 80 c.8377G>A c.(8377-8379)GAA>AAA p.E2793K

Pat_50 Pre-Treatment EPPK1 83481 37 8 144946434 144946434 Missense_Mutation SNP C T 20 24 c.988G>A c.(988-990)GAC>AAC p.D330N

Pat_50 Pre-Treatment SPATC1 375686 37 8 145095916 145095916 Missense_Mutation SNP C T 47 108 c.1214C>T c.(1213-1215)CCA>CTA p.P405L

Pat_50 Pre-Treatment DMRT3 58524 37 9 990295 990295 Missense_Mutation SNP G A 35 15 c.709G>A c.(709-711)GGG>AGG p.G237R

Pat_50 Pre-Treatment FREM1 158326 37 9 14737509 14737509 Missense_Mutation SNP G A 4 7 c.6425C>T c.(6424-6426)TCT>TTT p.S2142F

Pat_50 Pre-Treatment PTCH1 5727 37 9 98211496 98211496 Missense_Mutation SNP G A 2 2 c.3659C>T c.(3658-3660)TCC>TTC p.S1220F

Pat_50 Pre-Treatment TNFSF15 9966 37 9 117552881 117552881 Missense_Mutation SNP C T 14 26 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_50 Pre-Treatment ASTN2 23245 37 9 119739028 119739028 Missense_Mutation SNP G T 35 61 c.1628C>A c.(1627-1629)CCT>CAT p.P543H

Pat_50 Pre-Treatment FAM129B 64855 37 9 130270409 130270409 Missense_Mutation SNP G A 21 54 c.1505C>T c.(1504-1506)CCG>CTG p.P502L

Pat_50 Pre-Treatment LCN10 414332 37 9 139636390 139636390 Missense_Mutation SNP G A 6 5 c.200C>T c.(199-201)GCG>GTG p.A67V

Pat_50 Pre-Treatment ANAPC2 29882 37 9 140076151 140076151 Missense_Mutation SNP G A 3 13 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_50 Pre-Treatment MXRA5 25878 37 X 3242018 3242018 Missense_Mutation SNP C T 7 3 c.1708G>A c.(1708-1710)GTA>ATA p.V570I

Pat_50 Pre-Treatment ACOT9 23597 37 X 23748990 23748990 Missense_Mutation SNP G A 43 11 c.278C>T c.(277-279)CCT>CTT p.P93L

Pat_50 Pre-Treatment USP11 8237 37 X 47100745 47100745 Missense_Mutation SNP C A 47 13 c.1045C>A c.(1045-1047)CGC>AGC p.R349S

Pat_50 Pre-Treatment DGKK 139189 37 X 50122653 50122653 Missense_Mutation SNP T C 30 15 c.2834A>G c.(2833-2835)AAC>AGC p.N945S

Pat_50 Pre-Treatment BMP15 9210 37 X 50659404 50659404 Nonsense_Mutation SNP C T 91 24 c.976C>T c.(976-978)CGA>TGA p.R326*

Pat_50 Pre-Treatment DACH2 117154 37 X 86069716 86069716 Missense_Mutation SNP G T 18 8 c.1563G>T c.(1561-1563)AAG>AAT p.K521N

Pat_50 Pre-Treatment TRPC5 7224 37 X 111097211 111097211 Missense_Mutation SNP G A 21 5 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_50 Pre-Treatment AGTR2 186 37 X 115303706 115303706 Missense_Mutation SNP G A 51 12 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_50 Pre-Treatment UTY 7404 37 Y 15467220 15467220 Missense_Mutation SNP G T 5 7 c.1433C>A c.(1432-1434)ACT>AAT p.T478N

Pat_54 Pre-Treatment MIIP 60672 37 1 12081815 12081815 Missense_Mutation SNP G A 3 26 c.32G>A c.(31-33)CGG>CAG p.R11Q

Pat_54 Pre-Treatment MYOM3 127294 37 1 24426248 24426248 Missense_Mutation SNP C T 42 70 c.578G>A c.(577-579)CGG>CAG p.R193Q

Pat_54 Pre-Treatment UBXN11 91544 37 1 26628209 26628209 Nonsense_Mutation SNP G A 3 42 c.76C>T c.(76-78)CGA>TGA p.R26*

Pat_54 Pre-Treatment ZNF683 257101 37 1 26689618 26689618 Missense_Mutation SNP G A 4 35 c.1042C>T c.(1042-1044)CGT>TGT p.R348C

Pat_54 Pre-Treatment CCDC17 149483 37 1 46088654 46088654 Missense_Mutation SNP C T 3 42 c.629G>A c.(628-630)CGC>CAC p.R210H

Pat_54 Pre-Treatment DAB1 1600 37 1 57476832 57476832 Missense_Mutation SNP C T 93 96 c.1558G>A c.(1558-1560)GAA>AAA p.E520K

Pat_54 Pre-Treatment PALMD 54873 37 1 100155377 100155377 Missense_Mutation SNP C T 62 79 c.1561C>T c.(1561-1563)CCA>TCA p.P521S

Pat_54 Pre-Treatment C1orf103 55791 37 1 111506306 111506306 Nonsense_Mutation SNP G T 4 21 c.5C>A c.(4-6)TCA>TAA p.S2*

Pat_54 Pre-Treatment AMPD1 270 37 1 115217461 115217462 Missense_Mutation DNP GG AA 34 51 c.1711_1712CC>TT c.(1711-1713)CCT>TTT p.P571F

Pat_54 Pre-Treatment RORC 6097 37 1 151780010 151780010 Missense_Mutation SNP G A 4 63 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_54 Pre-Treatment TCHHL1 126637 37 1 152060576 152060576 Missense_Mutation SNP A G 59 56 c.44T>C c.(43-45)TTC>TCC p.F15S

Pat_54 Pre-Treatment CD1C 911 37 1 158263018 158263018 Missense_Mutation SNP G A 126 197 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_54 Pre-Treatment PBX1 5087 37 1 164769081 164769081 Missense_Mutation SNP C T 3 38 c.656C>T c.(655-657)ACG>ATG p.T219M

Pat_54 Pre-Treatment HMCN1 83872 37 1 186077644 186077644 Missense_Mutation SNP G A 75 94 c.10904G>A c.(10903-10905)CGG>CAG p.R3635Q

Pat_54 Pre-Treatment OPTC 26254 37 1 203467929 203467929 Missense_Mutation SNP G A 4 79 c.491G>A c.(490-492)CGC>CAC p.R164H

Pat_54 Pre-Treatment SLC41A1 254428 37 1 205768949 205768949 Nonsense_Mutation SNP C A 4 27 c.490G>T c.(490-492)GGA>TGA p.G164*

Pat_54 Pre-Treatment TLR5 7100 37 1 223285778 223285778 Missense_Mutation SNP G A 26 31 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_54 Pre-Treatment PCNXL2 80003 37 1 233134884 233134884 Missense_Mutation SNP C T 13 27 c.5570G>A c.(5569-5571)AGA>AAA p.R1857K

Pat_54 Pre-Treatment CEP170 9859 37 1 243328992 243328992 Missense_Mutation SNP G A 77 592 c.2270C>T c.(2269-2271)GCT>GTT p.A757V

Pat_54 Pre-Treatment KIF26B 55083 37 1 245851056 245851056 Missense_Mutation SNP C T 2 1 c.4771C>T c.(4771-4773)CGG>TGG p.R1591W

Pat_54 Pre-Treatment OR2W3 343171 37 1 248059147 248059147 Missense_Mutation SNP G A 32 78 c.259G>A c.(259-261)GGA>AGA p.G87R

Pat_54 Pre-Treatment OR2L8 391190 37 1 248112588 248112588 Missense_Mutation SNP G A 107 192 c.429G>A c.(427-429)ATG>ATA p.M143I

Pat_54 Pre-Treatment MLLT10 8028 37 10 22016848 22016848 Missense_Mutation SNP T A 41 69 c.2102T>A c.(2101-2103)CTC>CAC p.L701H

Pat_54 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 5 92 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_54 Pre-Treatment TACR2 6865 37 10 71175934 71175934 Missense_Mutation SNP G A 4 45 c.146C>T c.(145-147)ACG>ATG p.T49M



Pat_54 Pre-Treatment CDH23 64072 37 10 73562965 73562965 Splice_Site SNP G C 2 2 c.7661_splice c.e53-1 p.E2554_splice

Pat_54 Pre-Treatment MYOF 26509 37 10 95132803 95132803 Missense_Mutation SNP G A 4 88 c.2341C>T c.(2341-2343)CGG>TGG p.R781W

Pat_54 Pre-Treatment PLCE1 51196 37 10 95931110 95931110 Missense_Mutation SNP C T 73 29 c.1666C>T c.(1666-1668)CTT>TTT p.L556F

Pat_54 Pre-Treatment ENTPD1 953 37 10 97607282 97607282 Missense_Mutation SNP A G 4 71 c.893A>G c.(892-894)AAG>AGG p.K298R

Pat_54 Pre-Treatment PDZD7 79955 37 10 102780377 102780377 Missense_Mutation SNP C T 3 25 c.926G>A c.(925-927)CGA>CAA p.R309Q

Pat_54 Pre-Treatment HABP2 3026 37 10 115343993 115343993 Missense_Mutation SNP C T 35 14 c.1324C>T c.(1324-1326)CCC>TCC p.P442S

Pat_54 Pre-Treatment VWA2 340706 37 10 116038556 116038556 Nonsense_Mutation SNP G A 4 34 c.779G>A c.(778-780)TGG>TAG p.W260*

Pat_54 Pre-Treatment C10orf82 143379 37 10 118424324 118424324 Missense_Mutation SNP A T 83 21 c.409T>A c.(409-411)TTC>ATC p.F137I

Pat_54 Pre-Treatment SLC17A6 57084 37 11 22380960 22380960 Missense_Mutation SNP G A 18 33 c.460G>A c.(460-462)GTT>ATT p.V154I

Pat_54 Pre-Treatment FADS2 9415 37 11 61605353 61605353 Missense_Mutation SNP G A 4 42 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_54 Pre-Treatment WDR74 54663 37 11 62607032 62607032 Missense_Mutation SNP G A 6 125 c.11C>T c.(10-12)GCT>GTT p.A4V

Pat_54 Pre-Treatment C11orf2 738 37 11 64878928 64878928 Missense_Mutation SNP T C 43 41 c.2218T>C c.(2218-2220)TGG>CGG p.W740R

Pat_54 Pre-Treatment CATSPER1 117144 37 11 65792842 65792842 Missense_Mutation SNP C T 35 16 c.1009G>A c.(1009-1011)GAT>AAT p.D337N

Pat_54 Pre-Treatment KRTAP5-9 3846 37 11 71259984 71259984 Missense_Mutation SNP C T 47 89 c.281C>T c.(280-282)TCA>TTA p.S94L

Pat_54 Pre-Treatment PAAF1 80227 37 11 73610270 73610270 Missense_Mutation SNP C T 4 83 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_54 Pre-Treatment RNF169 254225 37 11 74547747 74547747 Missense_Mutation SNP G A 4 91 c.2099G>A c.(2098-2100)CGG>CAG p.R700Q

Pat_54 Pre-Treatment CREBZF 58487 37 11 85375769 85375769 Missense_Mutation SNP G A 22 21 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_54 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 7 64 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_54 Pre-Treatment AMOTL1 154810 37 11 94599225 94599225 Missense_Mutation SNP G A 4 92 c.2380G>A c.(2380-2382)GTT>ATT p.V794I

Pat_54 Pre-Treatment HINFP 25988 37 11 119002563 119002563 Missense_Mutation SNP C T 4 48 c.547C>T c.(547-549)CGC>TGC p.R183C

Pat_54 Pre-Treatment CACNA1C 775 37 12 2786272 2786272 Missense_Mutation SNP C T 13 32 c.4985C>T c.(4984-4986)ACC>ATC p.T1662I

Pat_54 Pre-Treatment NDUFA9 4704 37 12 4796218 4796218 Missense_Mutation SNP C T 4 44 c.1078C>T c.(1078-1080)CGC>TGC p.R360C

Pat_54 Pre-Treatment CD163 9332 37 12 7654044 7654044 Missense_Mutation SNP C T 66 118 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_54 Pre-Treatment STYK1 55359 37 12 10783893 10783893 Missense_Mutation SNP G A 22 68 c.202C>T c.(202-204)CCT>TCT p.P68S

Pat_54 Pre-Treatment GUCY2C 2984 37 12 14836145 14836145 Missense_Mutation SNP C T 53 51 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_54 Pre-Treatment GRASP 160622 37 12 52408555 52408555 Missense_Mutation SNP C T 2 0 c.760C>T c.(760-762)CCG>TCG p.P254S

Pat_54 Pre-Treatment KIAA0748 9840 37 12 55357630 55357630 Missense_Mutation SNP C T 53 68 c.551G>A c.(550-552)CGA>CAA p.R184Q

Pat_54 Pre-Treatment FAM119B 25895 37 12 58174134 58174134 Missense_Mutation SNP G A 4 64 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_54 Pre-Treatment SRGAP1 57522 37 12 64456734 64456734 Missense_Mutation SNP C A 4 62 c.839C>A c.(838-840)GCC>GAC p.A280D

Pat_54 Pre-Treatment LEMD3 23592 37 12 65639998 65639998 Nonsense_Mutation SNP C T 113 92 c.2629C>T c.(2629-2631)CAG>TAG p.Q877*

Pat_54 Pre-Treatment ANO4 121601 37 12 101510497 101510497 Nonsense_Mutation SNP C T 91 17 c.2491C>T c.(2491-2493)CGA>TGA p.R831*

Pat_54 Pre-Treatment ASCL1 429 37 12 103352363 103352363 Missense_Mutation SNP A T 7 1 c.341A>T c.(340-342)CAG>CTG p.Q114L

Pat_54 Pre-Treatment MYL2 4633 37 12 111348978 111348978 Missense_Mutation SNP A G 66 114 c.404T>C c.(403-405)GTT>GCT p.V135A

Pat_54 Pre-Treatment ALDH2 217 37 12 112241685 112241685 Nonsense_Mutation SNP G T 4 43 c.1429G>T c.(1429-1431)GGA>TGA p.G477*

Pat_54 Pre-Treatment C12orf51 283450 37 12 112703772 112703772 Missense_Mutation SNP C A 4 47 c.1112G>T c.(1111-1113)GGA>GTA p.G371V

Pat_54 Pre-Treatment OAS2 4939 37 12 113435446 113435446 Missense_Mutation SNP C T 26 32 c.749C>T c.(748-750)ACC>ATC p.T250I

Pat_54 Pre-Treatment DHX37 57647 37 12 125465142 125465142 Missense_Mutation SNP G A 3 26 c.632C>T c.(631-633)CCG>CTG p.P211L

Pat_54 Pre-Treatment CKAP2 26586 37 13 53035029 53035029 Splice_Site SNP A T 5 71 c.156_splice c.e3-2 p.S52_splice

Pat_54 Pre-Treatment LOC647288 647288 37 13 75814354 75814354 Missense_Mutation SNP C G 9 104 c.123G>C c.(121-123)TGG>TGC p.W41C

Pat_54 Pre-Treatment OR4K5 79317 37 14 20389181 20389181 Missense_Mutation SNP G A 70 250 c.416G>A c.(415-417)AGG>AAG p.R139K

Pat_54 Pre-Treatment CLEC14A 161198 37 14 38724021 38724021 Missense_Mutation SNP C A 4 32 c.1207G>T c.(1207-1209)GTG>TTG p.V403L

Pat_54 Pre-Treatment ARID4A 5926 37 14 58831016 58831016 Missense_Mutation SNP C T 56 150 c.2209C>T c.(2209-2211)CCA>TCA p.P737S

Pat_54 Pre-Treatment AHNAK2 113146 37 14 105416167 105416167 Missense_Mutation SNP G A 56 74 c.5621C>T c.(5620-5622)CCG>CTG p.P1874L

Pat_54 Pre-Treatment MKRN3 7681 37 15 23810949 23810949 Missense_Mutation SNP C T 9 2 c.20C>T c.(19-21)CCC>CTC p.P7L

Pat_54 Pre-Treatment DUOXA1 90527 37 15 45412968 45412968 Missense_Mutation SNP A G 79 114 c.376T>C c.(376-378)TAC>CAC p.Y126H

Pat_54 Pre-Treatment SLC27A2 11001 37 15 50489714 50489714 Missense_Mutation SNP G A 45 64 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_54 Pre-Treatment DMXL2 23312 37 15 51763533 51763533 Missense_Mutation SNP G A 117 197 c.7276C>T c.(7276-7278)CCT>TCT p.P2426S



Pat_54 Pre-Treatment GRINL1A 81488 37 15 58001466 58001466 Missense_Mutation SNP G A 4 77 c.668G>A c.(667-669)AGT>AAT p.S223N

Pat_54 Pre-Treatment ALDH1A2 8854 37 15 58258016 58258016 Missense_Mutation SNP G C 4 77 c.808C>G c.(808-810)CTT>GTT p.L270V

Pat_54 Pre-Treatment MEGF11 84465 37 15 66249895 66249895 Missense_Mutation SNP G A 4 25 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_54 Pre-Treatment IQCH 64799 37 15 67713708 67713708 Missense_Mutation SNP A T 34 51 c.2298A>T c.(2296-2298)AAA>AAT p.K766N

Pat_54 Pre-Treatment CD276 80381 37 15 73995154 73995154 Missense_Mutation SNP G A 11 17 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_54 Pre-Treatment CLK3 1198 37 15 74922126 74922126 Missense_Mutation SNP C A 4 22 c.1819C>A c.(1819-1821)CAG>AAG p.Q607K

Pat_54 Pre-Treatment DET1 55070 37 15 89056264 89056265 Missense_Mutation DNP GG AA 17 56 c.1570_1571CC>TT c.(1570-1572)CCT>TTT p.P524F

Pat_54 Pre-Treatment CRAMP1L 57585 37 16 1719001 1719001 Splice_Site SNP G A 4 34 c.3335_splice c.e18-1 p.G1112_splice

Pat_54 Pre-Treatment GRIN2A 2903 37 16 9857692 9857692 Missense_Mutation SNP C T 30 42 c.3709G>A c.(3709-3711)GAT>AAT p.D1237N

Pat_54 Pre-Treatment SCNN1G 6340 37 16 23200768 23200768 Missense_Mutation SNP C T 63 101 c.394C>T c.(394-396)CCA>TCA p.P132S

Pat_54 Pre-Treatment ZNF319 57567 37 16 58031403 58031403 Missense_Mutation SNP C T 4 83 c.767G>A c.(766-768)CGG>CAG p.R256Q

Pat_54 Pre-Treatment FUK 197258 37 16 70508488 70508488 Missense_Mutation SNP C G 2 3 c.2046C>G c.(2044-2046)ATC>ATG p.I682M

Pat_54 Pre-Treatment CHST4 10164 37 16 71570893 71570893 Missense_Mutation SNP G A 37 35 c.313G>A c.(313-315)GAC>AAC p.D105N

Pat_54 Pre-Treatment LRRC50 123872 37 16 84203728 84203728 Missense_Mutation SNP G A 28 37 c.1294G>A c.(1294-1296)GAG>AAG p.E432K

Pat_54 Pre-Treatment TMEM88 92162 37 17 7758793 7758793 Missense_Mutation SNP G A 4 93 c.241G>A c.(241-243)GCG>ACG p.A81T

Pat_54 Pre-Treatment MYH13 8735 37 17 10215380 10215380 Nonsense_Mutation SNP C T 26 23 c.4379G>A c.(4378-4380)TGG>TAG p.W1460*

Pat_54 Pre-Treatment MYOCD 93649 37 17 12661487 12661487 Missense_Mutation SNP C T 30 60 c.2144C>T c.(2143-2145)TCA>TTA p.S715L

Pat_54 Pre-Treatment MYO15A 51168 37 17 18025416 18025417 Missense_Mutation DNP CC TT 7 27 c.3302_3303CC>TTc.(3301-3303)CCC>CTT p.P1101L

Pat_54 Pre-Treatment SLFN11 91607 37 17 33690140 33690141 Missense_Mutation DNP CC TT 57 90 c.686_687GG>AA c.(685-687)AGG>AAA p.R229K

Pat_54 Pre-Treatment TCAP 8557 37 17 37821998 37821998 Missense_Mutation SNP G A 3 14 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_54 Pre-Treatment WIPF2 147179 37 17 38416832 38416832 Nonsense_Mutation SNP C T 82 107 c.109C>T c.(109-111)CGA>TGA p.R37*

Pat_54 Pre-Treatment KPNB1 3837 37 17 45734389 45734389 Nonsense_Mutation SNP C A 4 76 c.446C>A c.(445-447)TCG>TAG p.S149*

Pat_54 Pre-Treatment CD300A 11314 37 17 72469768 72469768 Missense_Mutation SNP T C 4 89 c.134T>C c.(133-135)CTC>CCC p.L45P

Pat_54 Pre-Treatment ST6GALNAC1 55808 37 17 74621474 74621474 Missense_Mutation SNP C T 19 35 c.1741G>A c.(1741-1743)GAT>AAT p.D581N

Pat_54 Pre-Treatment ROCK1 6093 37 18 18564360 18564360 Missense_Mutation SNP A G 62 85 c.2441T>C c.(2440-2442)TTA>TCA p.L814S

Pat_54 Pre-Treatment LAMA3 3909 37 18 21501017 21501017 Missense_Mutation SNP C T 31 52 c.8042C>T c.(8041-8043)TCG>TTG p.S2681L

Pat_54 Pre-Treatment CXXC1 30827 37 18 47812290 47812290 Missense_Mutation SNP C G 4 47 c.468G>C c.(466-468)CAG>CAC p.Q156H

Pat_54 Pre-Treatment LMAN1 3998 37 18 57016392 57016393 Missense_Mutation DNP GG AT 90 162 c.715_716CC>AT c.(715-717)CCT>ATT p.P239I

Pat_54 Pre-Treatment ATP9B 374868 37 18 77134011 77134011 Missense_Mutation SNP G A 4 88 c.3184G>A c.(3184-3186)GTC>ATC p.V1062I

Pat_54 Pre-Treatment NFATC1 4772 37 18 77170984 77170984 Missense_Mutation SNP T C 4 36 c.709T>C c.(709-711)TCC>CCC p.S237P

Pat_54 Pre-Treatment KCNG2 26251 37 18 77659606 77659606 Missense_Mutation SNP G T 4 73 c.1191G>T c.(1189-1191)ATG>ATT p.M397I

Pat_54 Pre-Treatment CSNK1G2 1455 37 19 1980168 1980168 Missense_Mutation SNP G A 29 50 c.1214G>A c.(1213-1215)AGG>AAG p.R405K

Pat_54 Pre-Treatment DOT1L 84444 37 19 2216629 2216629 Missense_Mutation SNP C T 4 71 c.2273C>T c.(2272-2274)CCG>CTG p.P758L

Pat_54 Pre-Treatment NFIC 4782 37 19 3381956 3381956 Missense_Mutation SNP G A 4 95 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_54 Pre-Treatment INSR 3643 37 19 7168079 7168080 Missense_Mutation DNP AA GG 34 49 c.1509_1510TT>CCc.(1507-1512)TCTTAC>TCCCACp.Y504H

Pat_54 Pre-Treatment FBN3 84467 37 19 8183894 8183894 Missense_Mutation SNP C T 3 26 c.3224G>A c.(3223-3225)TGT>TAT p.C1075Y

Pat_54 Pre-Treatment RAD23A 5886 37 19 13060127 13060127 Nonsense_Mutation SNP C T 4 94 c.718C>T c.(718-720)CAG>TAG p.Q240*

Pat_54 Pre-Treatment WIZ 58525 37 19 15537901 15537901 Missense_Mutation SNP G A 4 25 c.1495C>T c.(1495-1497)CGG>TGG p.R499W

Pat_54 Pre-Treatment OR10H5 284433 37 19 15905351 15905351 Missense_Mutation SNP C T 25 42 c.493C>T c.(493-495)CAC>TAC p.H165Y

Pat_54 Pre-Treatment CILP2 148113 37 19 19655285 19655285 Missense_Mutation SNP C T 38 40 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_54 Pre-Treatment ZNF98 148198 37 19 22574496 22574496 Missense_Mutation SNP C T 81 172 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_54 Pre-Treatment ZNF536 9745 37 19 31040061 31040061 Missense_Mutation SNP G A 42 64 c.3535G>A c.(3535-3537)GAT>AAT p.D1179N

Pat_54 Pre-Treatment CCDC123 84902 37 19 33450921 33450921 Missense_Mutation SNP G A 3 39 c.190C>T c.(190-192)CGG>TGG p.R64W

Pat_54 Pre-Treatment RASGRP4 115727 37 19 38910631 38910631 Missense_Mutation SNP G A 6 47 c.532C>T c.(532-534)CCC>TCC p.P178S

Pat_54 Pre-Treatment RYR1 6261 37 19 38951170 38951170 Missense_Mutation SNP T C 31 66 c.2516T>C c.(2515-2517)GTG>GCG p.V839A

Pat_54 Pre-Treatment LTBP4 8425 37 19 41115562 41115562 Missense_Mutation SNP G T 3 23 c.1754G>T c.(1753-1755)TGC>TTC p.C585F

Pat_54 Pre-Treatment TRAPPC6A 79090 37 19 45668433 45668433 Missense_Mutation SNP G C 2 5 c.104C>G c.(103-105)TCG>TGG p.S35W



Pat_54 Pre-Treatment NOSIP 51070 37 19 50060161 50060161 Missense_Mutation SNP C T 4 11 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_54 Pre-Treatment NR1H2 7376 37 19 50885834 50885834 Missense_Mutation SNP C T 4 75 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_54 Pre-Treatment SYT3 84258 37 19 51140638 51140638 Missense_Mutation SNP G A 3 31 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_54 Pre-Treatment NLRP12 91662 37 19 54308587 54308587 Missense_Mutation SNP C T 50 77 c.2361G>A c.(2359-2361)ATG>ATA p.M787I

Pat_54 Pre-Treatment LILRA2 11027 37 19 55098691 55098691 Missense_Mutation SNP G A 47 60 c.1330G>A c.(1330-1332)GAT>AAT p.D444N

Pat_54 Pre-Treatment NLRP8 126205 37 19 56459510 56459510 Missense_Mutation SNP G C 3 37 c.242G>C c.(241-243)TGG>TCG p.W81S

Pat_54 Pre-Treatment C2orf43 60526 37 2 20939959 20939959 Missense_Mutation SNP G A 59 55 c.475C>T c.(475-477)CGT>TGT p.R159C

Pat_54 Pre-Treatment APOB 338 37 2 21245826 21245826 Missense_Mutation SNP C T 41 62 c.2693G>A c.(2692-2694)GGG>GAG p.G898E

Pat_54 Pre-Treatment SLC4A1AP 22950 37 2 27888056 27888056 Missense_Mutation SNP G T 119 181 c.915G>T c.(913-915)AAG>AAT p.K305N

Pat_54 Pre-Treatment SPR 6697 37 2 73118628 73118628 Missense_Mutation SNP T C 33 55 c.748T>C c.(748-750)TTC>CTC p.F250L

Pat_54 Pre-Treatment TET3 200424 37 2 74328434 74328434 Missense_Mutation SNP C T 3 26 c.4114C>T c.(4114-4116)CGG>TGG p.R1372W

Pat_54 Pre-Treatment KRCC1 51315 37 2 88327862 88327862 Missense_Mutation SNP G A 37 37 c.221C>T c.(220-222)TCA>TTA p.S74L

Pat_54 Pre-Treatment CNGA3 1261 37 2 98996705 98996705 Missense_Mutation SNP C T 4 87 c.283C>T c.(283-285)CCG>TCG p.P95S

Pat_54 Pre-Treatment TBC1D8 11138 37 2 101650113 101650113 Missense_Mutation SNP G A 4 65 c.1666C>T c.(1666-1668)CGC>TGC p.R556C

Pat_54 Pre-Treatment SH3RF3 344558 37 2 109964181 109964181 Missense_Mutation SNP G A 4 35 c.625G>A c.(625-627)GAA>AAA p.E209K

Pat_54 Pre-Treatment INHBB 3625 37 2 121104080 121104080 Missense_Mutation SNP G C 2 6 c.316G>C c.(316-318)GCC>CCC p.A106P

Pat_54 Pre-Treatment LRP1B 53353 37 2 141130635 141130635 Nonsense_Mutation SNP C T 105 156 c.10710G>A c.(10708-10710)TGG>TGA p.W3570*

Pat_54 Pre-Treatment LRP2 4036 37 2 170031891 170031891 Missense_Mutation SNP G A 40 51 c.10580C>T c.(10579-10581)CCT>CTT p.P3527L

Pat_54 Pre-Treatment TTN 7273 37 2 179433220 179433220 Missense_Mutation SNP G T 4 71 c.69935C>A c.(69934-69936)ACA>AAA p.T23312K

Pat_54 Pre-Treatment TTN 7273 37 2 179621344 179621344 Missense_Mutation SNP G A 32 37 c.10346C>T c.(10345-10347)TCC>TTC p.S3449F

Pat_54 Pre-Treatment SATB2 23314 37 2 200233369 200233369 Missense_Mutation SNP T G 60 81 c.659A>C c.(658-660)CAG>CCG p.Q220P

Pat_54 Pre-Treatment TRAK2 66008 37 2 202245723 202245723 Missense_Mutation SNP G A 83 167 c.2288C>T c.(2287-2289)CCC>CTC p.P763L

Pat_54 Pre-Treatment STK36 27148 37 2 219557366 219557366 Missense_Mutation SNP C T 28 51 c.1976C>T c.(1975-1977)TCC>TTC p.S659F

Pat_54 Pre-Treatment ABCB6 10058 37 2 220080797 220080797 Missense_Mutation SNP C A 4 28 c.1076G>T c.(1075-1077)CGC>CTC p.R359L

Pat_54 Pre-Treatment SPHKAP 80309 37 2 228882449 228882449 Missense_Mutation SNP C T 43 54 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_54 Pre-Treatment GPR35 2859 37 2 241569971 241569971 Missense_Mutation SNP G A 13 13 c.602G>A c.(601-603)AGG>AAG p.R201K

Pat_54 Pre-Treatment FRG1B 284802 37 20 29628236 29628236 Missense_Mutation SNP G C 14 549 c.148G>C c.(148-150)GCT>CCT p.A50P

Pat_54 Pre-Treatment DNMT3B 1789 37 20 31387093 31387093 Missense_Mutation SNP G A 4 41 c.1718G>A c.(1717-1719)CGG>CAG p.R573Q

Pat_54 Pre-Treatment EPB41L1 2036 37 20 34763552 34763552 Missense_Mutation SNP C T 43 52 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_54 Pre-Treatment C20orf132 140699 37 20 35749373 35749373 Missense_Mutation SNP C T 17 37 c.2073G>A c.(2071-2073)ATG>ATA p.M691I

Pat_54 Pre-Treatment NCOA3 8202 37 20 46256364 46256364 Missense_Mutation SNP C T 100 140 c.592C>T c.(592-594)CGT>TGT p.R198C

Pat_54 Pre-Treatment LAMA5 3911 37 20 60887493 60887493 Missense_Mutation SNP G A 3 21 c.9323C>T c.(9322-9324)ACG>ATG p.T3108M

Pat_54 Pre-Treatment TPTE 7179 37 21 10914373 10914373 Missense_Mutation SNP C T 12 70 c.1346G>A c.(1345-1347)GGA>GAA p.G449E

Pat_54 Pre-Treatment NRIP1 8204 37 21 16338494 16338494 Missense_Mutation SNP G A 4 76 c.2020C>T c.(2020-2022)CTC>TTC p.L674F

Pat_54 Pre-Treatment KRTAP24-1 643803 37 21 31654844 31654844 Missense_Mutation SNP C A 6 137 c.407G>T c.(406-408)CGA>CTA p.R136L

Pat_54 Pre-Treatment ERG 2078 37 21 39755465 39755465 Missense_Mutation SNP G A 6 33 c.1321C>T c.(1321-1323)CAC>TAC p.H441Y

Pat_54 Pre-Treatment UBASH3A 53347 37 21 43862610 43862610 Missense_Mutation SNP T G 76 81 c.1535T>G c.(1534-1536)TTT>TGT p.F512C

Pat_54 Pre-Treatment SLC25A18 83733 37 22 18072870 18072870 Nonsense_Mutation SNP G A 21 52 c.816G>A c.(814-816)TGG>TGA p.W272*

Pat_54 Pre-Treatment BCR 613 37 22 23524202 23524202 Missense_Mutation SNP G T 4 47 c.1055G>T c.(1054-1056)CGC>CTC p.R352L

Pat_54 Pre-Treatment MYO18B 84700 37 22 26423117 26423117 Missense_Mutation SNP G A 26 31 c.7177G>A c.(7177-7179)GAT>AAT p.D2393N

Pat_54 Pre-Treatment MYH9 4627 37 22 36708162 36708162 Missense_Mutation SNP G A 48 77 c.1660C>T c.(1660-1662)CCC>TCC p.P554S

Pat_54 Pre-Treatment CACNG2 10369 37 22 36962426 36962426 Missense_Mutation SNP C T 31 69 c.410G>A c.(409-411)AGT>AAT p.S137N

Pat_54 Pre-Treatment TRIOBP 11078 37 22 38120833 38120833 Missense_Mutation SNP C T 66 85 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_54 Pre-Treatment KDELR3 11015 37 22 38878539 38878539 Nonstop_Mutation SNP T C 59 85 c.643T>C c.(643-645)TGA>CGA p.*215R

Pat_54 Pre-Treatment ACO2 50 37 22 41923423 41923423 Missense_Mutation SNP C A 26 50 c.2085C>A c.(2083-2085)CAC>CAA p.H695Q

Pat_54 Pre-Treatment TSPO 706 37 22 43558971 43558971 Missense_Mutation SNP C T 2 2 c.203C>T c.(202-204)GCG>GTG p.A68V

Pat_54 Pre-Treatment PNPLA5 150379 37 22 44277442 44277442 Missense_Mutation SNP T A 3 10 c.1195A>T c.(1195-1197)ATC>TTC p.I399F



Pat_54 Pre-Treatment ZNF385D 79750 37 3 21552450 21552450 Missense_Mutation SNP C T 36 55 c.342G>A c.(340-342)ATG>ATA p.M114I

Pat_54 Pre-Treatment XIRP1 165904 37 3 39230164 39230164 Missense_Mutation SNP C T 4 84 c.773G>A c.(772-774)CGG>CAG p.R258Q

Pat_54 Pre-Treatment AMT 275 37 3 49456545 49456545 Missense_Mutation SNP C G 3 32 c.736G>C c.(736-738)GCT>CCT p.A246P

Pat_54 Pre-Treatment GRM2 2912 37 3 51743354 51743354 Missense_Mutation SNP C T 24 23 c.355C>T c.(355-357)CAC>TAC p.H119Y

Pat_54 Pre-Treatment DNAH1 25981 37 3 52415658 52415658 Missense_Mutation SNP G A 8 4 c.7611G>A c.(7609-7611)ATG>ATA p.M2537I

Pat_54 Pre-Treatment IL17RD 54756 37 3 57143616 57143616 Missense_Mutation SNP G A 50 86 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_54 Pre-Treatment FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 53 67 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_54 Pre-Treatment MAGI1 9223 37 3 65456160 65456160 Splice_Site SNP C G 5 58 c.758_splice c.e5-1 p.A253_splice

Pat_54 Pre-Treatment CCDC80 151887 37 3 112358233 112358233 Missense_Mutation SNP C T 4 53 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_54 Pre-Treatment PLS1 5357 37 3 142389898 142389898 Missense_Mutation SNP G A 120 166 c.298G>A c.(298-300)GAA>AAA p.E100K

Pat_54 Pre-Treatment GK2 2712 37 4 80329072 80329072 Missense_Mutation SNP C T 79 124 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_54 Pre-Treatment HERC6 55008 37 4 89311882 89311882 Missense_Mutation SNP C T 4 39 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_54 Pre-Treatment MMRN1 22915 37 4 90816651 90816651 Nonsense_Mutation SNP C T 44 45 c.529C>T c.(529-531)CGA>TGA p.R177*

Pat_54 Pre-Treatment FABP2 2169 37 4 120241839 120241839 Missense_Mutation SNP C T 48 89 c.226G>A c.(226-228)GGA>AGA p.G76R

Pat_54 Pre-Treatment FAT4 79633 37 4 126237652 126237652 Missense_Mutation SNP G T 6 130 c.86G>T c.(85-87)TGG>TTG p.W29L

Pat_54 Pre-Treatment GRIA2 2891 37 4 158281253 158281253 Missense_Mutation SNP C T 64 75 c.2249C>T c.(2248-2250)TCC>TTC p.S750F

Pat_54 Pre-Treatment C4orf45 152940 37 4 159836407 159836407 Missense_Mutation SNP C A 4 39 c.461G>T c.(460-462)TGG>TTG p.W154L

Pat_54 Pre-Treatment MTNR1A 4543 37 4 187454897 187454897 Nonsense_Mutation SNP C T 70 66 c.999G>A c.(997-999)TGG>TGA p.W333*

Pat_54 Pre-Treatment FRG1 2483 37 4 190878596 190878596 Missense_Mutation SNP G A 8 225 c.476G>A c.(475-477)TGC>TAC p.C159Y

Pat_54 Pre-Treatment TUBB4Q 56604 37 4 190904535 190904535 Missense_Mutation SNP G A 22 4 c.445C>T c.(445-447)CTT>TTT p.L149F

Pat_54 Pre-Treatment DNAH5 1767 37 5 13883031 13883031 Missense_Mutation SNP G T 4 63 c.3156C>A c.(3154-3156)AGC>AGA p.S1052R

Pat_54 Pre-Treatment SLC45A2 51151 37 5 33984420 33984420 Missense_Mutation SNP G A 3 14 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_54 Pre-Treatment PARP8 79668 37 5 50092850 50092850 Missense_Mutation SNP G A 4 68 c.1463G>A c.(1462-1464)CGT>CAT p.R488H

Pat_54 Pre-Treatment SNX18 112574 37 5 53815031 53815031 Missense_Mutation SNP G A 4 33 c.1249G>A c.(1249-1251)GCT>ACT p.A417T

Pat_54 Pre-Treatment PCSK1 5122 37 5 95728961 95728961 Missense_Mutation SNP C T 46 16 c.2006G>A c.(2005-2007)CGA>CAA p.R669Q

Pat_54 Pre-Treatment SHROOM1 134549 37 5 132159156 132159156 Missense_Mutation SNP C G 2 4 c.2012G>C c.(2011-2013)CGG>CCG p.R671P

Pat_54 Pre-Treatment KLHL3 26249 37 5 136961519 136961519 Missense_Mutation SNP G A 4 80 c.1658C>T c.(1657-1659)TCG>TTG p.S553L

Pat_54 Pre-Treatment NRG2 9542 37 5 139228173 139228173 Missense_Mutation SNP C T 2 0 c.1882G>A c.(1882-1884)GCC>ACC p.A628T

Pat_54 Pre-Treatment JAKMIP2 9832 37 5 147051353 147051353 Missense_Mutation SNP C T 19 9 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_54 Pre-Treatment C5orf40 408263 37 5 156769905 156769905 Missense_Mutation SNP C A 4 32 c.640G>T c.(640-642)GAC>TAC p.D214Y

Pat_54 Pre-Treatment STK10 6793 37 5 171520724 171520724 Missense_Mutation SNP C T 3 26 c.1246G>A c.(1246-1248)GTG>ATG p.V416M

Pat_54 Pre-Treatment UIMC1 51720 37 5 176334117 176334117 Missense_Mutation SNP G A 25 17 c.1910C>T c.(1909-1911)TCA>TTA p.S637L

Pat_54 Pre-Treatment SLC34A1 6569 37 5 176825036 176825036 Missense_Mutation SNP C T 4 89 c.1669C>T c.(1669-1671)CTC>TTC p.L557F

Pat_54 Pre-Treatment FARS2 10667 37 6 5771589 5771589 Missense_Mutation SNP G A 25 64 c.1283G>A c.(1282-1284)AGA>AAA p.R428K

Pat_54 Pre-Treatment TRIM15 89870 37 6 30139833 30139833 Missense_Mutation SNP G A 2 3 c.1105G>A c.(1105-1107)GGG>AGG p.G369R

Pat_54 Pre-Treatment MICB 4277 37 6 31473468 31473468 Missense_Mutation SNP G A 29 38 c.145G>A c.(145-147)GGA>AGA p.G49R

Pat_54 Pre-Treatment LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 6 17 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_54 Pre-Treatment DNAH8 1769 37 6 38905839 38905839 Missense_Mutation SNP G A 4 67 c.11002G>A c.(11002-11004)GCA>ACA p.A3668T

Pat_54 Pre-Treatment GPR115 221393 37 6 47682606 47682606 Missense_Mutation SNP G A 100 101 c.1625G>A c.(1624-1626)GGC>GAC p.G542D

Pat_54 Pre-Treatment COL12A1 1303 37 6 75829185 75829185 Missense_Mutation SNP G A 58 20 c.7091C>T c.(7090-7092)TCA>TTA p.S2364L

Pat_54 Pre-Treatment FABP7 2173 37 6 123102265 123102265 Missense_Mutation SNP C A 4 87 c.274C>A c.(274-276)CTT>ATT p.L92I

Pat_54 Pre-Treatment MAP7 9053 37 6 136682273 136682273 Missense_Mutation SNP G A 3 35 c.1571C>T c.(1570-1572)ACG>ATG p.T524M

Pat_54 Pre-Treatment ADAT2 134637 37 6 143759801 143759801 Missense_Mutation SNP G A 94 34 c.127C>T c.(127-129)CCT>TCT p.P43S

Pat_54 Pre-Treatment GRM1 2911 37 6 146720715 146720715 Missense_Mutation SNP G A 4 39 c.2540G>A c.(2539-2541)CGC>CAC p.R847H

Pat_54 Pre-Treatment IGF2R 3482 37 6 160461747 160461747 Missense_Mutation SNP C T 4 93 c.1471C>T c.(1471-1473)CGC>TGC p.R491C

Pat_54 Pre-Treatment MLLT4 4301 37 6 168316019 168316019 Missense_Mutation SNP C T 3 28 c.2447C>T c.(2446-2448)GCG>GTG p.A816V

Pat_54 Pre-Treatment DGKB 1607 37 7 14647077 14647077 Missense_Mutation SNP C T 69 62 c.1418G>A c.(1417-1419)GGA>GAA p.G473E



Pat_54 Pre-Treatment UPP1 7378 37 7 48139293 48139293 Missense_Mutation SNP C T 76 83 c.71C>T c.(70-72)CCA>CTA p.P24L

Pat_54 Pre-Treatment ABCA13 154664 37 7 48314172 48314172 Missense_Mutation SNP G A 99 82 c.4909G>A c.(4909-4911)GAT>AAT p.D1637N

Pat_54 Pre-Treatment HGF 3082 37 7 81372774 81372774 Missense_Mutation SNP C T 27 39 c.760G>A c.(760-762)GGC>AGC p.G254S

Pat_54 Pre-Treatment CUX1 1523 37 7 101882615 101882615 Missense_Mutation SNP G A 4 46 c.3638G>A c.(3637-3639)CGG>CAG p.R1213Q

Pat_54 Pre-Treatment PPP1R3A 5506 37 7 113518778 113518778 Missense_Mutation SNP C T 28 31 c.2369G>A c.(2368-2370)CGA>CAA p.R790Q

Pat_54 Pre-Treatment KCND2 3751 37 7 119915104 119915104 Missense_Mutation SNP C T 44 51 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_54 Pre-Treatment C7orf58 79974 37 7 120911459 120911459 Missense_Mutation SNP G A 93 127 c.2843G>A c.(2842-2844)GGG>GAG p.G948E

Pat_54 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 79 97 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_54 Pre-Treatment PRSS37 136242 37 7 141536292 141536292 Missense_Mutation SNP C T 39 43 c.611G>A c.(610-612)GGA>GAA p.G204E

Pat_54 Pre-Treatment OR9A2 135924 37 7 142724121 142724121 Missense_Mutation SNP G C 31 36 c.99C>G c.(97-99)TTC>TTG p.F33L

Pat_54 Pre-Treatment OR2F2 135948 37 7 143633062 143633062 Missense_Mutation SNP C T 4 93 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_54 Pre-Treatment TNFRSF10D 8793 37 8 23012464 23012464 Missense_Mutation SNP C T 10 23 c.179G>A c.(178-180)CGG>CAG p.R60Q

Pat_54 Pre-Treatment LOXL2 4017 37 8 23191094 23191095 Missense_Mutation DNP GG TA 27 22 c.785_786CC>TA c.(784-786)TCC>TTA p.S262L

Pat_54 Pre-Treatment PURG 29942 37 8 30889547 30889547 Missense_Mutation SNP C T 5 89 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_54 Pre-Treatment PMP2 5375 37 8 82357090 82357090 Missense_Mutation SNP C T 184 91 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_54 Pre-Treatment CA1 759 37 8 86240815 86240815 Missense_Mutation SNP C T 310 131 c.760G>A c.(760-762)GGC>AGC p.G254S

Pat_54 Pre-Treatment CDH17 1015 37 8 95164286 95164286 Missense_Mutation SNP G A 37 151 c.1606C>T c.(1606-1608)CCT>TCT p.P536S

Pat_54 Pre-Treatment MTERFD1 51001 37 8 97258585 97258585 Missense_Mutation SNP C T 110 70 c.775G>A c.(775-777)GAT>AAT p.D259N

Pat_54 Pre-Treatment TRPS1 7227 37 8 116632264 116632264 Missense_Mutation SNP G A 53 125 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_54 Pre-Treatment DEPDC6 64798 37 8 121019091 121019091 Missense_Mutation SNP C T 133 61 c.973C>T c.(973-975)CCG>TCG p.P325S

Pat_54 Pre-Treatment NFKBIL2 4796 37 8 145661076 145661076 Missense_Mutation SNP G A 4 76 c.2740C>T c.(2740-2742)CCC>TCC p.P914S

Pat_54 Pre-Treatment SLC1A1 6505 37 9 4572341 4572341 Missense_Mutation SNP C G 329 46 c.720C>G c.(718-720)TTC>TTG p.F240L

Pat_54 Pre-Treatment RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 3 20 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_54 Pre-Treatment CER1 9350 37 9 14722348 14722348 Missense_Mutation SNP C T 31 5 c.323G>A c.(322-324)GGG>GAG p.G108E

Pat_54 Pre-Treatment TAF1L 138474 37 9 32631815 32631815 Missense_Mutation SNP G A 3 39 c.3763C>T c.(3763-3765)CGG>TGG p.R1255W

Pat_54 Pre-Treatment PIGO 84720 37 9 35090224 35090224 Missense_Mutation SNP G A 4 82 c.2908C>T c.(2908-2910)CGG>TGG p.R970W

Pat_54 Pre-Treatment LOC286238 286238 37 9 91262333 91262333 Missense_Mutation SNP C T 14 13 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_54 Pre-Treatment ROR2 4920 37 9 94486974 94486974 Missense_Mutation SNP G A 3 29 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_54 Pre-Treatment OR13C3 138803 37 9 107298641 107298641 Missense_Mutation SNP G A 119 160 c.454C>T c.(454-456)CGT>TGT p.R152C

Pat_54 Pre-Treatment UCK1 83549 37 9 134404363 134404363 Missense_Mutation SNP C T 4 77 c.571G>A c.(571-573)GTG>ATG p.V191M

Pat_54 Pre-Treatment PNPLA7 375775 37 9 140356758 140356758 Missense_Mutation SNP G A 5 128 c.3443C>T c.(3442-3444)ACG>ATG p.T1148M

Pat_54 Pre-Treatment ARSF 416 37 X 3030250 3030250 Missense_Mutation SNP G A 30 46 c.1426G>A c.(1426-1428)GTA>ATA p.V476I

Pat_54 Pre-Treatment MXRA5 25878 37 X 3228497 3228497 Missense_Mutation SNP C T 3 5 c.7747G>A c.(7747-7749)GAT>AAT p.D2583N

Pat_54 Pre-Treatment DDX53 168400 37 X 23018769 23018769 Missense_Mutation SNP G A 87 109 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_54 Pre-Treatment MAGEB1 4112 37 X 30269335 30269335 Missense_Mutation SNP G A 4 63 c.725G>A c.(724-726)CGT>CAT p.R242H

Pat_54 Pre-Treatment HUWE1 10075 37 X 53577633 53577633 Missense_Mutation SNP T C 39 70 c.9482A>G c.(9481-9483)CAT>CGT p.H3161R

Pat_54 Pre-Treatment WNK3 65267 37 X 54275818 54275818 Missense_Mutation SNP G A 4 96 c.2963C>T c.(2962-2964)CCA>CTA p.P988L

Pat_54 Pre-Treatment ZDHHC15 158866 37 X 74648947 74648947 Missense_Mutation SNP G A 64 58 c.569C>T c.(568-570)ACG>ATG p.T190M

Pat_54 Pre-Treatment ESX1 80712 37 X 103495237 103495237 Missense_Mutation SNP G A 9 6 c.893C>T c.(892-894)CCG>CTG p.P298L

Pat_54 Pre-Treatment LRCH2 57631 37 X 114418999 114418999 Missense_Mutation SNP C T 24 33 c.596G>A c.(595-597)GGG>GAG p.G199E

Pat_54 Pre-Treatment DOCK11 139818 37 X 117758535 117758535 Missense_Mutation SNP C T 226 452 c.3505C>T c.(3505-3507)CCC>TCC p.P1169S

Pat_54 Pre-Treatment CT47B1 643311 37 X 120007788 120007788 Missense_Mutation SNP C T 311 475 c.862G>A c.(862-864)GAT>AAT p.D288N

Pat_54 Pre-Treatment STAG2 10735 37 X 123181208 123181208 Missense_Mutation SNP G A 78 102 c.672G>A c.(670-672)ATG>ATA p.M224I

Pat_54 Pre-Treatment CD99L2 83692 37 X 149983391 149983391 Missense_Mutation SNP G A 165 299 c.221C>T c.(220-222)GCT>GTT p.A74V

Pat_54 Pre-Treatment PLXNA3 55558 37 X 153694839 153694839 Missense_Mutation SNP G A 21 27 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_55 Pre-Treatment TESK2 10420 37 1 45810777 45810777 Missense_Mutation SNP G T 48 93 c.1451C>A c.(1450-1452)CCA>CAA p.P484Q

Pat_55 Pre-Treatment LPHN2 23266 37 1 82408887 82408887 Missense_Mutation SNP G A 30 39 c.632G>A c.(631-633)GGA>GAA p.G211E



Pat_55 Pre-Treatment PKN2 5586 37 1 89298971 89298971 Missense_Mutation SNP C A 24 31 c.2795C>A c.(2794-2796)CCA>CAA p.P932Q

Pat_55 Pre-Treatment TBX15 6913 37 1 119427953 119427953 Missense_Mutation SNP C T 22 12 c.893G>A c.(892-894)CGA>CAA p.R298Q

Pat_55 Pre-Treatment ITGA10 8515 37 1 145533490 145533490 Missense_Mutation SNP G A 10 22 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_55 Pre-Treatment TCHHL1 126637 37 1 152058489 152058489 Missense_Mutation SNP C T 21 35 c.1669G>A c.(1669-1671)GAA>AAA p.E557K

Pat_55 Pre-Treatment RGS16 6004 37 1 182571247 182571247 Missense_Mutation SNP C G 26 186 c.241G>C c.(241-243)GCT>CCT p.A81P

Pat_55 Pre-Treatment LAMC1 3915 37 1 183095388 183095389 Missense_Mutation DNP GG AA 40 74 c.2935_2936GG>AAc.(2935-2937)GGC>AAC p.G979N

Pat_55 Pre-Treatment AKT3 10000 37 1 243859016 243859016 Missense_Mutation SNP C T 5 7 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_55 Pre-Treatment ABCC2 1244 37 10 101591417 101591417 Missense_Mutation SNP C T 30 66 c.2933C>T c.(2932-2934)TCG>TTG p.S978L

Pat_55 Pre-Treatment MMP26 56547 37 11 5010966 5010967 Missense_Mutation DNP GG AA 6 24 c.188_189GG>AA c.(187-189)CGG>CAA p.R63Q

Pat_55 Pre-Treatment LPXN 9404 37 11 58295144 58295144 Missense_Mutation SNP G A 11 17 c.944C>T c.(943-945)CCA>CTA p.P315L

Pat_55 Pre-Treatment CCDC91 55297 37 12 28544279 28544279 Missense_Mutation SNP G A 16 35 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_55 Pre-Treatment SLC24A6 80024 37 12 113745599 113745600 Missense_Mutation DNP GG AA 29 8 c.1307_1308CC>TTc.(1306-1308)GCC>GTT p.A436V

Pat_55 Pre-Treatment ATP12A 479 37 13 25272803 25272803 Missense_Mutation SNP T C 3 22 c.1520T>C c.(1519-1521)ATC>ACC p.I507T

Pat_55 Pre-Treatment OR4K13 390433 37 14 20502407 20502407 Missense_Mutation SNP G A 25 34 c.511C>T c.(511-513)CCC>TCC p.P171S

Pat_55 Pre-Treatment SLC8A3 6547 37 14 70634811 70634811 Missense_Mutation SNP C T 10 10 c.329G>A c.(328-330)AGG>AAG p.R110K

Pat_55 Pre-Treatment SIPA1L1 26037 37 14 72200448 72200448 Missense_Mutation SNP G A 20 40 c.4990G>A c.(4990-4992)GAC>AAC p.D1664N

Pat_55 Pre-Treatment AQR 9716 37 15 35252991 35252991 Missense_Mutation SNP C T 4 4 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_55 Pre-Treatment CGNL1 84952 37 15 57820877 57820877 Missense_Mutation SNP G A 53 75 c.3065G>A c.(3064-3066)CGG>CAG p.R1022Q

Pat_55 Pre-Treatment ST8SIA2 8128 37 15 92977587 92977587 Missense_Mutation SNP C T 14 42 c.272C>T c.(271-273)ACG>ATG p.T91M

Pat_55 Pre-Treatment ADCY9 115 37 16 4016579 4016579 Missense_Mutation SNP C T 38 77 c.3259G>A c.(3259-3261)GAG>AAG p.E1087K

Pat_55 Pre-Treatment RRN3 54700 37 16 15179515 15179515 Missense_Mutation SNP A T 6 10 c.513T>A c.(511-513)GAT>GAA p.D171E

Pat_55 Pre-Treatment ADAMTS18 170692 37 16 77398138 77398138 Missense_Mutation SNP C T 37 73 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_55 Pre-Treatment LRRC50 123872 37 16 84203783 84203783 Missense_Mutation SNP C T 18 28 c.1349C>T c.(1348-1350)CCG>CTG p.P450L

Pat_55 Pre-Treatment CHD3 1107 37 17 7797762 7797762 Missense_Mutation SNP G A 47 63 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_55 Pre-Treatment CCT6B 10693 37 17 33267624 33267624 Missense_Mutation SNP G A 6 22 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_55 Pre-Treatment ACACA 31 37 17 35479508 35479508 Missense_Mutation SNP C T 51 105 c.5972G>A c.(5971-5973)CGA>CAA p.R1991Q

Pat_55 Pre-Treatment CD300LG 146894 37 17 41930295 41930295 Missense_Mutation SNP C T 32 90 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_55 Pre-Treatment KIAA1328 57536 37 18 34802008 34802008 Nonsense_Mutation SNP C T 4 17 c.1552C>T c.(1552-1554)CAG>TAG p.Q518*

Pat_55 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 4 30 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_55 Pre-Treatment OR7A10 390892 37 19 14952652 14952652 Missense_Mutation SNP A G 4 52 c.38T>C c.(37-39)CTT>CCT p.L13P

Pat_55 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 4 48 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_55 Pre-Treatment ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 5 122 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_55 Pre-Treatment RYR1 6261 37 19 39018357 39018357 Missense_Mutation SNP C T 14 14 c.10757C>T c.(10756-10758)GCC>GTC p.A3586V

Pat_55 Pre-Treatment ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 16 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_55 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 127 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_55 Pre-Treatment ZNF761 388561 37 19 53958318 53958318 Missense_Mutation SNP C T 35 60 c.557C>T c.(556-558)ACC>ATC p.T186I

Pat_55 Pre-Treatment HEATR5B 54497 37 2 37283664 37283664 Missense_Mutation SNP G A 21 116 c.2318C>T c.(2317-2319)CCC>CTC p.P773L

Pat_55 Pre-Treatment ZNF638 27332 37 2 71577099 71577099 Missense_Mutation SNP T C 15 119 c.1015T>C c.(1015-1017)TCG>CCG p.S339P

Pat_55 Pre-Treatment ZEB2 9839 37 2 145157238 145157238 Missense_Mutation SNP G A 28 66 c.1516C>T c.(1516-1518)CCT>TCT p.P506S

Pat_55 Pre-Treatment RQCD1 9125 37 2 219449405 219449406 Missense_Mutation DNP CC TT 82 51 c.391_392CC>TT c.(391-393)CCC>TTC p.P131F

Pat_55 Pre-Treatment TGM3 7053 37 20 2308804 2308804 Nonsense_Mutation SNP C T 26 77 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_55 Pre-Treatment LPIN3 64900 37 20 39978485 39978485 Missense_Mutation SNP C T 4 22 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_55 Pre-Treatment XKR3 150165 37 22 17265144 17265144 Missense_Mutation SNP G A 7 19 c.745C>T c.(745-747)CGT>TGT p.R249C

Pat_55 Pre-Treatment SCN10A 6336 37 3 38760146 38760146 Missense_Mutation SNP T C 36 63 c.3679A>G c.(3679-3681)AAT>GAT p.N1227D

Pat_55 Pre-Treatment RRP9 9136 37 3 51969478 51969478 Missense_Mutation SNP T C 15 31 c.851A>G c.(850-852)GAC>GGC p.D284G

Pat_55 Pre-Treatment NISCH 11188 37 3 52492810 52492810 Missense_Mutation SNP C T 11 29 c.310C>T c.(310-312)CCT>TCT p.P104S

Pat_55 Pre-Treatment SH3BP2 6452 37 4 2831570 2831570 Missense_Mutation SNP G A 3 72 c.937G>A c.(937-939)GGG>AGG p.G313R



Pat_55 Pre-Treatment LPHN3 23284 37 4 62363063 62363063 Missense_Mutation SNP C T 4 15 c.52C>T c.(52-54)CAT>TAT p.H18Y

Pat_55 Pre-Treatment MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 7 292 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_55 Pre-Treatment MMRN1 22915 37 4 90874228 90874228 Missense_Mutation SNP C T 17 35 c.3346C>T c.(3346-3348)CCT>TCT p.P1116S

Pat_55 Pre-Treatment DCHS2 54798 37 4 155287505 155287505 Missense_Mutation SNP G A 14 42 c.551C>T c.(550-552)ACG>ATG p.T184M

Pat_55 Pre-Treatment TRIML2 205860 37 4 189022221 189022221 Missense_Mutation SNP C T 4 17 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_55 Pre-Treatment MYO10 4651 37 5 16763627 16763627 Nonsense_Mutation SNP C T 16 139 c.1457G>A c.(1456-1458)TGG>TAG p.W486*

Pat_55 Pre-Treatment DPYSL3 1809 37 5 146785236 146785236 Missense_Mutation SNP G A 95 85 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_55 Pre-Treatment KPNA5 3841 37 6 117043419 117043419 Missense_Mutation SNP C T 16 6 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_55 Pre-Treatment PLEKHG1 57480 37 6 151151742 151151742 Nonsense_Mutation SNP C T 24 14 c.1495C>T c.(1495-1497)CAG>TAG p.Q499*

Pat_55 Pre-Treatment ABCA13 154664 37 7 48314892 48314892 Missense_Mutation SNP A G 6 36 c.5629A>G c.(5629-5631)AGC>GGC p.S1877G

Pat_55 Pre-Treatment CCDC136 64753 37 7 128455933 128455933 Missense_Mutation SNP C T 14 8 c.3311C>T c.(3310-3312)TCC>TTC p.S1104F

Pat_55 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 34 40 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_55 Pre-Treatment CNTNAP2 26047 37 7 147844762 147844762 Missense_Mutation SNP G A 9 45 c.2734G>A c.(2734-2736)GGC>AGC p.G912S

Pat_55 Pre-Treatment ZNF425 155054 37 7 148800760 148800760 Missense_Mutation SNP C T 5 13 c.2203G>A c.(2203-2205)GGG>AGG p.G735R

Pat_55 Pre-Treatment KIF13B 23303 37 8 29006228 29006229 Missense_Mutation DNP GG AA 10 34 c.1678_1679CC>TTc.(1678-1680)CCC>TTC p.P560F

Pat_55 Pre-Treatment TOX 9760 37 8 59750713 59750713 Missense_Mutation SNP G A 28 90 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_55 Pre-Treatment MPDZ 8777 37 9 13223586 13223586 Missense_Mutation SNP C T 18 8 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_55 Pre-Treatment MAOB 4129 37 X 43637936 43637936 Missense_Mutation SNP G A 6 5 c.1130C>T c.(1129-1131)GCT>GTT p.A377V

Pat_55 Pre-Treatment ZNF81 347344 37 X 47775358 47775358 Missense_Mutation SNP G A 13 22 c.1313G>A c.(1312-1314)GGA>GAA p.G438E

Pat_55 Pre-Treatment HUWE1 10075 37 X 53610865 53610866 Missense_Mutation DNP CC TT 27 45 c.5172_5173GG>AAc.(5170-5175)TTGGCC>TTAACCp.A1725T

Pat_55 Pre-Treatment HUWE1 10075 37 X 53652192 53652192 Missense_Mutation SNP G C 15 90 c.1517C>G c.(1516-1518)GCA>GGA p.A506G

Pat_55 Pre-Treatment KIAA2022 340533 37 X 73960365 73960365 Missense_Mutation SNP C T 7 7 c.4027G>A c.(4027-4029)GAA>AAA p.E1343K

Pat_55 Pre-Treatment POF1B 79983 37 X 84600936 84600936 Missense_Mutation SNP C T 51 125 c.653G>A c.(652-654)GGA>GAA p.G218E

Pat_55 Pre-Treatment COL4A5 1287 37 X 107923946 107923946 Missense_Mutation SNP G A 17 19 c.3980G>A c.(3979-3981)GGA>GAA p.G1327E

Pat_55 Pre-Treatment DOCK11 139818 37 X 117695382 117695382 Missense_Mutation SNP C T 19 25 c.595C>T c.(595-597)CCT>TCT p.P199S

Pat_55 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 3 66 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_55 Pre-Treatment MAGEA10 4109 37 X 151303080 151303080 Missense_Mutation SNP T C 34 55 c.1013A>G c.(1012-1014)GAA>GGA p.E338G

Pat_60 Pre-Treatment MIB2 142678 37 1 1560692 1560692 Missense_Mutation SNP G A 2 0 c.922G>A c.(922-924)GTG>ATG p.V308M

Pat_60 Pre-Treatment PLEKHG5 57449 37 1 6531685 6531685 Missense_Mutation SNP G A 2 1 c.1312C>T c.(1312-1314)CGC>TGC p.R438C

Pat_60 Pre-Treatment PRDM2 7799 37 1 14107382 14107382 Missense_Mutation SNP C T 29 111 c.3092C>T c.(3091-3093)CCC>CTC p.P1031L

Pat_60 Pre-Treatment AGMAT 79814 37 1 15904220 15904220 Missense_Mutation SNP C T 10 35 c.860G>A c.(859-861)GGG>GAG p.G287E

Pat_60 Pre-Treatment AGMAT 79814 37 1 15911204 15911204 Missense_Mutation SNP G A 2 2 c.259C>T c.(259-261)CGG>TGG p.R87W

Pat_60 Pre-Treatment UBR4 23352 37 1 19467910 19467910 Missense_Mutation SNP G A 8 30 c.8419C>T c.(8419-8421)CCA>TCA p.P2807S

Pat_60 Pre-Treatment LCK 3932 37 1 32740638 32740638 Missense_Mutation SNP G A 4 82 c.232G>A c.(232-234)GGA>AGA p.G78R

Pat_60 Pre-Treatment GRIK3 2899 37 1 37325557 37325557 Missense_Mutation SNP C T 4 40 c.848G>A c.(847-849)CGG>CAG p.R283Q

Pat_60 Pre-Treatment EIF2B3 8891 37 1 45363093 45363093 Missense_Mutation SNP G A 4 40 c.590C>T c.(589-591)ACG>ATG p.T197M

Pat_60 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 65 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_60 Pre-Treatment INADL 10207 37 1 62582843 62582843 Nonsense_Mutation SNP C T 21 97 c.4843C>T c.(4843-4845)CGA>TGA p.R1615*

Pat_60 Pre-Treatment KANK4 163782 37 1 62740084 62740084 Missense_Mutation SNP C T 3 11 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_60 Pre-Treatment C1orf146 388649 37 1 92710383 92710383 Missense_Mutation SNP A C 33 131 c.377A>C c.(376-378)AAT>ACT p.N126T

Pat_60 Pre-Treatment COL11A1 1301 37 1 103470043 103470043 Missense_Mutation SNP C T 14 64 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_60 Pre-Treatment PRMT6 55170 37 1 107599699 107599699 Missense_Mutation SNP G A 3 29 c.362G>A c.(361-363)CGG>CAG p.R121Q

Pat_60 Pre-Treatment C1orf194 127003 37 1 109649210 109649210 Missense_Mutation SNP C T 39 140 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_60 Pre-Treatment SYCP1 6847 37 1 115428861 115428861 Missense_Mutation SNP C T 50 160 c.1121C>T c.(1120-1122)TCG>TTG p.S374L

Pat_60 Pre-Treatment PHGDH 26227 37 1 120285616 120285616 Missense_Mutation SNP C T 4 77 c.1396C>T c.(1396-1398)CTC>TTC p.L466F

Pat_60 Pre-Treatment NOTCH2NL 388677 37 1 145290447 145290447 Missense_Mutation SNP C T 21 546 c.653C>T c.(652-654)CCT>CTT p.P218L

Pat_60 Pre-Treatment NBPF10 100132406 37 1 145304523 145304523 Missense_Mutation SNP C T 70 433 c.1456C>T c.(1456-1458)CAT>TAT p.H486Y



Pat_60 Pre-Treatment RPRD2 23248 37 1 150429902 150429902 Missense_Mutation SNP C T 50 147 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_60 Pre-Treatment RFX5 5993 37 1 151315846 151315846 Missense_Mutation SNP G A 16 41 c.830C>T c.(829-831)GCC>GTC p.A277V

Pat_60 Pre-Treatment S100A7L2 645922 37 1 153410754 153410754 Missense_Mutation SNP G A 15 73 c.85C>T c.(85-87)CGC>TGC p.R29C

Pat_60 Pre-Treatment UBE2Q1 55585 37 1 154528003 154528003 Missense_Mutation SNP C A 4 71 c.438G>T c.(436-438)TTG>TTT p.L146F

Pat_60 Pre-Treatment OR10K1 391109 37 1 158435891 158435891 Missense_Mutation SNP C A 31 176 c.540C>A c.(538-540)GAC>GAA p.D180E

Pat_60 Pre-Treatment SLAMF7 57823 37 1 160722031 160722031 Missense_Mutation SNP C T 3 67 c.929C>T c.(928-930)CCG>CTG p.P310L

Pat_60 Pre-Treatment FMO2 2327 37 1 171173088 171173088 Missense_Mutation SNP C T 3 63 c.712C>T c.(712-714)CGG>TGG p.R238W

Pat_60 Pre-Treatment RABGAP1L 9910 37 1 174363191 174363191 Missense_Mutation SNP C T 64 120 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_60 Pre-Treatment ZNF648 127665 37 1 182026271 182026271 Missense_Mutation SNP C T 2 0 c.875G>A c.(874-876)GGC>GAC p.G292D

Pat_60 Pre-Treatment RGS18 64407 37 1 192128444 192128444 Missense_Mutation SNP G A 12 62 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_60 Pre-Treatment DDX59 83479 37 1 200633067 200633067 Missense_Mutation SNP G A 17 84 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_60 Pre-Treatment CAMSAP1L1 23271 37 1 200819038 200819038 Missense_Mutation SNP A T 4 61 c.3174A>T c.(3172-3174)AAA>AAT p.K1058N

Pat_60 Pre-Treatment LGR6 59352 37 1 202270330 202270330 Missense_Mutation SNP C T 6 36 c.896C>T c.(895-897)TCG>TTG p.S299L

Pat_60 Pre-Treatment TMCC2 9911 37 1 205238112 205238112 Missense_Mutation SNP C T 11 50 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_60 Pre-Treatment HEATR1 55127 37 1 236729334 236729334 Missense_Mutation SNP T A 4 39 c.4320A>T c.(4318-4320)TTA>TTT p.L1440F

Pat_60 Pre-Treatment ACTN2 88 37 1 236924453 236924453 Missense_Mutation SNP C T 4 45 c.2506C>T c.(2506-2508)CGG>TGG p.R836W

Pat_60 Pre-Treatment SMYD3 64754 37 1 246498703 246498703 Missense_Mutation SNP G A 54 147 c.302C>T c.(301-303)TCC>TTC p.S101F

Pat_60 Pre-Treatment C1orf150 148823 37 1 247737445 247737445 Missense_Mutation SNP G A 22 101 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_60 Pre-Treatment C10orf18 54906 37 10 5788409 5788409 Missense_Mutation SNP G A 3 52 c.3025G>A c.(3025-3027)GCA>ACA p.A1009T

Pat_60 Pre-Treatment TAF3 83860 37 10 8006435 8006435 Missense_Mutation SNP C T 7 16 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_60 Pre-Treatment CAMK1D 57118 37 10 12803005 12803005 Missense_Mutation SNP G A 7 47 c.358G>A c.(358-360)GAT>AAT p.D120N

Pat_60 Pre-Treatment MYO3A 53904 37 10 26355954 26355954 Missense_Mutation SNP C T 28 104 c.1004C>T c.(1003-1005)TCC>TTC p.S335F

Pat_60 Pre-Treatment APBB1IP 54518 37 10 26849663 26849663 Missense_Mutation SNP G A 7 35 c.1259G>A c.(1258-1260)GGG>GAG p.G420E

Pat_60 Pre-Treatment ARMC4 55130 37 10 28225687 28225688 Nonsense_Mutation DNP CC TT 49 162 c.2219_2220GG>AAc.(2218-2220)TGG>TAA p.W740*

Pat_60 Pre-Treatment ANKRD30A 91074 37 10 37425564 37425564 Missense_Mutation SNP G A 6 22 c.617G>A c.(616-618)CGA>CAA p.R206Q

Pat_60 Pre-Treatment ARHGAP22 58504 37 10 49667836 49667836 Missense_Mutation SNP G A 3 31 c.550C>T c.(550-552)CGG>TGG p.R184W

Pat_60 Pre-Treatment OGDHL 55753 37 10 50948765 50948765 Missense_Mutation SNP C T 2 2 c.2131G>A c.(2131-2133)GGA>AGA p.G711R

Pat_60 Pre-Treatment MBL2 4153 37 10 54531224 54531224 Missense_Mutation SNP C T 25 65 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_60 Pre-Treatment PCDH15 65217 37 10 55570336 55570336 Missense_Mutation SNP C T 29 137 c.4498G>A c.(4498-4500)GAA>AAA p.E1500K

Pat_60 Pre-Treatment MYOF 26509 37 10 95157032 95157032 Missense_Mutation SNP C T 4 70 c.1306G>A c.(1306-1308)GAA>AAA p.E436K

Pat_60 Pre-Treatment CYP2C9 1559 37 10 96745844 96745844 Missense_Mutation SNP C T 50 133 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_60 Pre-Treatment SCD 6319 37 10 102120518 102120518 Missense_Mutation SNP C T 50 101 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_60 Pre-Treatment PPRC1 23082 37 10 103904025 103904025 Missense_Mutation SNP C T 3 48 c.3569C>T c.(3568-3570)CCT>CTT p.P1190L

Pat_60 Pre-Treatment SORCS1 114815 37 10 108366965 108366965 Missense_Mutation SNP G A 22 45 c.3124C>T c.(3124-3126)CCA>TCA p.P1042S

Pat_60 Pre-Treatment KIAA1598 57698 37 10 118687348 118687348 Missense_Mutation SNP G A 55 117 c.1067C>T c.(1066-1068)CCT>CTT p.P356L

Pat_60 Pre-Treatment DMBT1 1755 37 10 124395670 124395670 Missense_Mutation SNP G A 4 13 c.6325G>A c.(6325-6327)GGG>AGG p.G2109R

Pat_60 Pre-Treatment DMBT1 1755 37 10 124399773 124399773 Missense_Mutation SNP C A 20 80 c.6773C>A c.(6772-6774)TCC>TAC p.S2258Y

Pat_60 Pre-Treatment JAKMIP3 282973 37 10 133954015 133954015 Missense_Mutation SNP T C 2 6 c.1405T>C c.(1405-1407)TCC>CCC p.S469P

Pat_60 Pre-Treatment KRTAP5-1 387264 37 11 1606166 1606166 Missense_Mutation SNP G C 4 32 c.314C>G c.(313-315)TCC>TGC p.S105C

Pat_60 Pre-Treatment OR51A4 401666 37 11 4967801 4967801 Missense_Mutation SNP G A 15 34 c.530C>T c.(529-531)TCC>TTC p.S177F

Pat_60 Pre-Treatment HBE1 3046 37 11 5290787 5290787 Missense_Mutation SNP G A 13 41 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_60 Pre-Treatment TRIM6-TRIM34 445372 37 11 5664622 5664622 Missense_Mutation SNP C T 22 81 c.2212C>T c.(2212-2214)CGT>TGT p.R738C

Pat_60 Pre-Treatment TRIM22 10346 37 11 5729503 5729503 Missense_Mutation SNP G A 3 58 c.874G>A c.(874-876)GAG>AAG p.E292K

Pat_60 Pre-Treatment TRIM3 10612 37 11 6477363 6477363 Missense_Mutation SNP C T 3 57 c.1472G>A c.(1471-1473)GGT>GAT p.G491D

Pat_60 Pre-Treatment SPON1 10418 37 11 14063077 14063077 Missense_Mutation SNP G A 32 219 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_60 Pre-Treatment KCNJ11 3767 37 11 17408942 17408942 Missense_Mutation SNP G A 5 14 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_60 Pre-Treatment SLC6A5 9152 37 11 20639381 20639381 Nonsense_Mutation SNP G A 28 75 c.1211G>A c.(1210-1212)TGG>TAG p.W404*



Pat_60 Pre-Treatment QSER1 79832 37 11 32956501 32956501 Missense_Mutation SNP C T 52 186 c.3310C>T c.(3310-3312)CCA>TCA p.P1104S

Pat_60 Pre-Treatment DAGLA 747 37 11 61498913 61498913 Missense_Mutation SNP C T 5 92 c.974C>T c.(973-975)TCG>TTG p.S325L

Pat_60 Pre-Treatment LRRN4CL 221091 37 11 62455559 62455559 Missense_Mutation SNP T A 3 23 c.422A>T c.(421-423)AAG>ATG p.K141M

Pat_60 Pre-Treatment ESRRA 2101 37 11 64083386 64083386 Missense_Mutation SNP A G 3 26 c.1220A>G c.(1219-1221)AAG>AGG p.K407R

Pat_60 Pre-Treatment RIN1 9610 37 11 66103142 66103142 Missense_Mutation SNP C G 2 7 c.394G>C c.(394-396)GAG>CAG p.E132Q

Pat_60 Pre-Treatment NPAS4 266743 37 11 66190601 66190601 Missense_Mutation SNP A G 5 8 c.706A>G c.(706-708)ATC>GTC p.I236V

Pat_60 Pre-Treatment PPP1CA 5499 37 11 67168288 67168288 Missense_Mutation SNP C T 5 138 c.290G>A c.(289-291)GGC>GAC p.G97D

Pat_60 Pre-Treatment IL18BP 10068 37 11 71712851 71712851 Missense_Mutation SNP C T 4 56 c.529C>T c.(529-531)CCC>TCC p.P177S

Pat_60 Pre-Treatment P2RY2 5029 37 11 72945673 72945673 Missense_Mutation SNP G A 3 8 c.469G>A c.(469-471)GTG>ATG p.V157M

Pat_60 Pre-Treatment MOGAT2 80168 37 11 75431138 75431138 Missense_Mutation SNP C T 6 150 c.193C>T c.(193-195)CGG>TGG p.R65W

Pat_60 Pre-Treatment DRD2 1813 37 11 113283314 113283314 Missense_Mutation SNP C T 9 32 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_60 Pre-Treatment TMPRSS4 56649 37 11 117975469 117975469 Missense_Mutation SNP C T 10 35 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_60 Pre-Treatment TECTA 7007 37 11 121032866 121032866 Missense_Mutation SNP G T 3 49 c.5059G>T c.(5059-5061)GGT>TGT p.G1687C

Pat_60 Pre-Treatment CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 10 248 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_60 Pre-Treatment SLC2A14 144195 37 12 7970507 7970507 Missense_Mutation SNP G A 3 17 c.1264C>T c.(1264-1266)CGC>TGC p.R422C

Pat_60 Pre-Treatment RECQL 5965 37 12 21624361 21624361 Splice_Site SNP C T 4 51 c.1667_splice c.e14+1 p.K556_splice

Pat_60 Pre-Treatment GYS2 2998 37 12 21692230 21692230 Missense_Mutation SNP G A 32 142 c.1852C>T c.(1852-1854)CCA>TCA p.P618S

Pat_60 Pre-Treatment BCAT1 586 37 12 24982759 24982759 Missense_Mutation SNP G T 3 43 c.1117C>A c.(1117-1119)CAG>AAG p.Q373K

Pat_60 Pre-Treatment TMTC1 83857 37 12 29673644 29673644 Nonsense_Mutation SNP T A 16 44 c.1471A>T c.(1471-1473)AAA>TAA p.K491*

Pat_60 Pre-Treatment CACNB3 784 37 12 49219475 49219475 Missense_Mutation SNP C T 20 88 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_60 Pre-Treatment KRT74 121391 37 12 52966259 52966259 Missense_Mutation SNP G T 4 63 c.664C>A c.(664-666)CTG>ATG p.L222M

Pat_60 Pre-Treatment KRT79 338785 37 12 53225247 53225247 Missense_Mutation SNP C T 29 91 c.641G>A c.(640-642)GGG>GAG p.G214E

Pat_60 Pre-Treatment ESPL1 9700 37 12 53668692 53668692 Missense_Mutation SNP C T 4 41 c.1598C>T c.(1597-1599)GCC>GTC p.A533V

Pat_60 Pre-Treatment SLC26A10 65012 37 12 58015202 58015202 Missense_Mutation SNP C G 2 4 c.547C>G c.(547-549)CTC>GTC p.L183V

Pat_60 Pre-Treatment PTPRB 5787 37 12 70956819 70956819 Missense_Mutation SNP C T 4 27 c.3319G>A c.(3319-3321)GCC>ACC p.A1107T

Pat_60 Pre-Treatment ACSS3 79611 37 12 81610767 81610767 Missense_Mutation SNP G A 19 39 c.1442G>A c.(1441-1443)GGA>GAA p.G481E

Pat_60 Pre-Treatment RFX4 5992 37 12 107075789 107075789 Missense_Mutation SNP C T 33 88 c.334C>T c.(334-336)CCT>TCT p.P112S

Pat_60 Pre-Treatment RASAL1 8437 37 12 113539775 113539775 Missense_Mutation SNP C T 33 66 c.2141G>A c.(2140-2142)GGG>GAG p.G714E

Pat_60 Pre-Treatment HPD 3242 37 12 122277882 122277882 Missense_Mutation SNP G A 4 111 c.1027C>T c.(1027-1029)CGG>TGG p.R343W

Pat_60 Pre-Treatment TMEM132D 121256 37 12 129563125 129563125 Missense_Mutation SNP A G 17 27 c.2069T>C c.(2068-2070)ATC>ACC p.I690T

Pat_60 Pre-Treatment FARP1 10160 37 13 99083480 99083480 Missense_Mutation SNP G A 2 0 c.2089G>A c.(2089-2091)GAG>AAG p.E697K

Pat_60 Pre-Treatment FAM70B 348013 37 13 114514844 114514844 Missense_Mutation SNP C T 23 46 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_60 Pre-Treatment OR4N5 390437 37 14 20612733 20612733 Missense_Mutation SNP C T 27 112 c.839C>T c.(838-840)CCT>CTT p.P280L

Pat_60 Pre-Treatment TEP1 7011 37 14 20864835 20864835 Missense_Mutation SNP C T 4 42 c.1604G>A c.(1603-1605)CGG>CAG p.R535Q

Pat_60 Pre-Treatment ZNF219 51222 37 14 21559639 21559639 Missense_Mutation SNP C T 4 67 c.1495G>A c.(1495-1497)GAT>AAT p.D499N

Pat_60 Pre-Treatment CHD8 57680 37 14 21860068 21860068 Nonsense_Mutation SNP A T 12 62 c.5972T>A c.(5971-5973)TTG>TAG p.L1991*

Pat_60 Pre-Treatment FAM179B 23116 37 14 45431830 45431830 Missense_Mutation SNP C T 3 18 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_60 Pre-Treatment C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 25 52 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_60 Pre-Treatment PLEKHG3 26030 37 14 65208999 65208999 Missense_Mutation SNP G A 18 32 c.2764G>A c.(2764-2766)GTC>ATC p.V922I

Pat_60 Pre-Treatment GALNTL1 57452 37 14 69806275 69806275 Missense_Mutation SNP G A 16 47 c.1126G>A c.(1126-1128)GAT>AAT p.D376N

Pat_60 Pre-Treatment C14orf115 55237 37 14 74824993 74824993 Missense_Mutation SNP C T 3 10 c.1507C>T c.(1507-1509)CCC>TCC p.P503S

Pat_60 Pre-Treatment C14orf115 55237 37 14 74825503 74825503 Missense_Mutation SNP G A 5 33 c.2017G>A c.(2017-2019)GAG>AAG p.E673K

Pat_60 Pre-Treatment TTLL5 23093 37 14 76184295 76184295 Missense_Mutation SNP G A 4 77 c.832G>A c.(832-834)GAT>AAT p.D278N

Pat_60 Pre-Treatment CCDC88C 440193 37 14 91760643 91760643 Missense_Mutation SNP C T 3 7 c.3986G>A c.(3985-3987)GGG>GAG p.G1329E

Pat_60 Pre-Treatment ADSSL1 122622 37 14 105208199 105208199 Missense_Mutation SNP G T 4 43 c.808G>T c.(808-810)GTG>TTG p.V270L

Pat_60 Pre-Treatment OR4N3P 390539 37 15 22414263 22414263 Missense_Mutation SNP G A 16 280 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_60 Pre-Treatment SLC28A2 9153 37 15 45556117 45556117 Missense_Mutation SNP G T 5 44 c.485G>T c.(484-486)TGG>TTG p.W162L



Pat_60 Pre-Treatment UNC13C 440279 37 15 54685300 54685300 Missense_Mutation SNP G A 19 75 c.4768G>A c.(4768-4770)GAT>AAT p.D1590N

Pat_60 Pre-Treatment NPTN 27020 37 15 73862544 73862544 Missense_Mutation SNP A C 17 113 c.1061T>G c.(1060-1062)GTG>GGG p.V354G

Pat_60 Pre-Treatment SCAPER 49855 37 15 76696982 76696982 Missense_Mutation SNP G A 4 65 c.3350C>T c.(3349-3351)GCC>GTC p.A1117V

Pat_60 Pre-Treatment ADAMTSL3 57188 37 15 84324532 84324532 Missense_Mutation SNP C T 4 24 c.19C>T c.(19-21)CCC>TCC p.P7S

Pat_60 Pre-Treatment ZNF592 9640 37 15 85327009 85327009 Missense_Mutation SNP C T 9 71 c.1103C>T c.(1102-1104)TCC>TTC p.S368F

Pat_60 Pre-Treatment SLC28A1 9154 37 15 85476379 85476379 Missense_Mutation SNP G A 87 150 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_60 Pre-Treatment ACAN 176 37 15 89386843 89386843 Missense_Mutation SNP G A 4 66 c.1015G>A c.(1015-1017)GAC>AAC p.D339N

Pat_60 Pre-Treatment CHD2 1106 37 15 93567784 93567784 Missense_Mutation SNP C A 4 76 c.5336C>A c.(5335-5337)CCA>CAA p.P1779Q

Pat_60 Pre-Treatment MEF2A 4205 37 15 100214629 100214629 Missense_Mutation SNP C T 192 239 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_60 Pre-Treatment PDIA2 64714 37 16 332826 332826 Translation_Start_Site SNP G A 2 0 c.-343G>A c.(-345--341)CCGTG>CCATG

Pat_60 Pre-Treatment TMEM8A 58986 37 16 427387 427387 Missense_Mutation SNP G C 2 7 c.498C>G c.(496-498)ATC>ATG p.I166M

Pat_60 Pre-Treatment ZNF598 90850 37 16 2052425 2052425 Splice_Site SNP C T 4 65 c.678_splice c.e7-1 p.S226_splice

Pat_60 Pre-Treatment PRSS33 260429 37 16 2835914 2835914 Missense_Mutation SNP C T 2 2 c.128G>A c.(127-129)GGC>GAC p.G43D

Pat_60 Pre-Treatment GRIN2A 2903 37 16 9858006 9858006 Missense_Mutation SNP G A 15 64 c.3395C>T c.(3394-3396)CCA>CTA p.P1132L

Pat_60 Pre-Treatment PDILT 204474 37 16 20384233 20384233 Missense_Mutation SNP G A 13 23 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_60 Pre-Treatment USP31 57478 37 16 23083444 23083444 Missense_Mutation SNP C A 5 45 c.2410G>T c.(2410-2412)GCA>TCA p.A804S

Pat_60 Pre-Treatment UBFD1 56061 37 16 23569454 23569454 Missense_Mutation SNP C T 4 59 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_60 Pre-Treatment ZNF629 23361 37 16 30795131 30795131 Missense_Mutation SNP G A 3 26 c.518C>T c.(517-519)ACG>ATG p.T173M

Pat_60 Pre-Treatment ITGAD 3681 37 16 31429882 31429882 Missense_Mutation SNP G A 4 68 c.2777G>A c.(2776-2778)AGC>AAC p.S926N

Pat_60 Pre-Treatment BRD7 29117 37 16 50354288 50354288 Nonsense_Mutation SNP G A 27 83 c.1627C>T c.(1627-1629)CAG>TAG p.Q543*

Pat_60 Pre-Treatment NKD1 85407 37 16 50583455 50583455 Nonsense_Mutation SNP C T 3 8 c.181C>T c.(181-183)CGA>TGA p.R61*

Pat_60 Pre-Treatment TOX3 27324 37 16 52497934 52497934 Missense_Mutation SNP G A 9 33 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_60 Pre-Treatment KLHL36 79786 37 16 84695383 84695383 Missense_Mutation SNP G A 4 25 c.1495G>A c.(1495-1497)GGG>AGG p.G499R

Pat_60 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 66 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_60 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 4 54 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_60 Pre-Treatment GEMIN4 50628 37 17 650856 650856 Missense_Mutation SNP G A 3 30 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_60 Pre-Treatment MYH2 4620 37 17 10435009 10435009 Missense_Mutation SNP C T 20 43 c.2638G>A c.(2638-2640)GAA>AAA p.E880K

Pat_60 Pre-Treatment MYH2 4620 37 17 10435020 10435020 Missense_Mutation SNP C T 9 67 c.2627G>A c.(2626-2628)AGG>AAG p.R876K

Pat_60 Pre-Treatment CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 5 11 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_60 Pre-Treatment LLGL1 3996 37 17 18139948 18139948 Nonsense_Mutation SNP G A 3 34 c.1380G>A c.(1378-1380)TGG>TGA p.W460*

Pat_60 Pre-Treatment SMCR7 125170 37 17 18167296 18167296 Missense_Mutation SNP C T 2 0 c.583C>T c.(583-585)CGT>TGT p.R195C

Pat_60 Pre-Treatment SPAG5 10615 37 17 26919042 26919042 Missense_Mutation SNP C T 3 46 c.1220G>A c.(1219-1221)GGC>GAC p.G407D

Pat_60 Pre-Treatment SRCIN1 80725 37 17 36700119 36700119 Missense_Mutation SNP G A 4 10 c.3356C>T c.(3355-3357)CCC>CTC p.P1119L

Pat_60 Pre-Treatment WIPF2 147179 37 17 38418845 38418845 Nonsense_Mutation SNP C T 15 48 c.265C>T c.(265-267)CAA>TAA p.Q89*

Pat_60 Pre-Treatment KLHL11 55175 37 17 40010222 40010222 Nonsense_Mutation SNP G A 3 50 c.1897C>T c.(1897-1899)CGA>TGA p.R633*

Pat_60 Pre-Treatment CNTD1 124817 37 17 40957867 40957867 Missense_Mutation SNP C T 4 64 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_60 Pre-Treatment OSBPL7 114881 37 17 45885688 45885688 Missense_Mutation SNP T C 6 30 c.2498A>G c.(2497-2499)TAT>TGT p.Y833C

Pat_60 Pre-Treatment KCNH6 81033 37 17 61611628 61611628 Missense_Mutation SNP G A 3 30 c.1057G>A c.(1057-1059)GCC>ACC p.A353T

Pat_60 Pre-Treatment ABCA6 23460 37 17 67079429 67079429 Missense_Mutation SNP G A 19 68 c.4399C>T c.(4399-4401)CTC>TTC p.L1467F

Pat_60 Pre-Treatment DNAI2 64446 37 17 72310300 72310300 Missense_Mutation SNP G C 2 7 c.1763G>C c.(1762-1764)GGA>GCA p.G588A

Pat_60 Pre-Treatment CD300C 10871 37 17 72539093 72539093 Missense_Mutation SNP G A 7 23 c.434C>T c.(433-435)TCC>TTC p.S145F

Pat_60 Pre-Treatment RNF213 57674 37 17 78319066 78319066 Missense_Mutation SNP G A 5 95 c.1150G>A c.(1150-1152)GAC>AAC p.D384N

Pat_60 Pre-Treatment LAMA1 284217 37 18 7015756 7015756 Missense_Mutation SNP C T 4 71 c.3091G>A c.(3091-3093)GGG>AGG p.G1031R

Pat_60 Pre-Treatment LAMA3 3909 37 18 21329415 21329415 Missense_Mutation SNP G A 5 23 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_60 Pre-Treatment PHLPP1 23239 37 18 60582241 60582241 Missense_Mutation SNP G A 4 22 c.1268G>A c.(1267-1269)CGC>CAC p.R423H

Pat_60 Pre-Treatment CDH7 1005 37 18 63547825 63547825 Missense_Mutation SNP G A 22 66 c.2053G>A c.(2053-2055)GAT>AAT p.D685N

Pat_60 Pre-Treatment NETO1 81832 37 18 70417450 70417450 Missense_Mutation SNP C T 9 28 c.1388G>A c.(1387-1389)GGA>GAA p.G463E



Pat_60 Pre-Treatment C19orf59 199675 37 19 7743386 7743386 Missense_Mutation SNP C T 8 27 c.383C>T c.(382-384)TCC>TTC p.S128F

Pat_60 Pre-Treatment TSPAN16 26526 37 19 11408863 11408863 Missense_Mutation SNP G A 12 38 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_60 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 10 225 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_60 Pre-Treatment RFX1 5989 37 19 14074714 14074714 Nonsense_Mutation SNP G A 2 0 c.2317C>T c.(2317-2319)CAG>TAG p.Q773*

Pat_60 Pre-Treatment CPAMD8 27151 37 19 17010338 17010338 Missense_Mutation SNP C T 7 35 c.4937G>A c.(4936-4938)GGG>GAG p.G1646E

Pat_60 Pre-Treatment ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 6 198 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_60 Pre-Treatment LGI4 163175 37 19 35617799 35617799 Missense_Mutation SNP C T 7 17 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_60 Pre-Treatment FXYD1 5348 37 19 35631041 35631041 Missense_Mutation SNP G A 20 52 c.58G>A c.(58-60)GCA>ACA p.A20T

Pat_60 Pre-Treatment PSG11 5680 37 19 43522979 43522979 Missense_Mutation SNP C T 41 190 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_60 Pre-Treatment GPR77 27202 37 19 47844378 47844378 Missense_Mutation SNP C T 14 40 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_60 Pre-Treatment PRR12 57479 37 19 50100975 50100975 Missense_Mutation SNP G C 2 6 c.3383G>C c.(3382-3384)TGC>TCC p.C1128S

Pat_60 Pre-Treatment PRR12 57479 37 19 50104837 50104837 Nonsense_Mutation SNP C T 2 1 c.4435C>T c.(4435-4437)CAG>TAG p.Q1479*

Pat_60 Pre-Treatment SHANK1 50944 37 19 51207744 51207744 Nonsense_Mutation SNP G A 21 47 c.1105C>T c.(1105-1107)CGA>TGA p.R369*

Pat_60 Pre-Treatment ZNF616 90317 37 19 52619191 52619191 Missense_Mutation SNP C T 7 185 c.1226G>A c.(1225-1227)TGC>TAC p.C409Y

Pat_60 Pre-Treatment ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 24 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_60 Pre-Treatment ZNF816A 125893 37 19 53454058 53454058 Missense_Mutation SNP C G 9 423 c.970G>C c.(970-972)GAG>CAG p.E324Q

Pat_60 Pre-Treatment VN1R2 317701 37 19 53762364 53762364 Missense_Mutation SNP T A 15 62 c.736T>A c.(736-738)TTG>ATG p.L246M

Pat_60 Pre-Treatment NLRP12 91662 37 19 54313084 54313084 Missense_Mutation SNP G A 6 16 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_60 Pre-Treatment LILRA3 11026 37 19 54802025 54802025 Missense_Mutation SNP G A 10 77 c.1163C>T c.(1162-1164)ACC>ATC p.T388I

Pat_60 Pre-Treatment LILRB1 10859 37 19 55146569 55146569 Missense_Mutation SNP G C 2 3 c.1498G>C c.(1498-1500)GAT>CAT p.D500H

Pat_60 Pre-Treatment NLRP2 55655 37 19 55501464 55501464 Missense_Mutation SNP C T 3 49 c.2441C>T c.(2440-2442)ACG>ATG p.T814M

Pat_60 Pre-Treatment TNNT1 7138 37 19 55652634 55652634 Missense_Mutation SNP C T 4 21 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_60 Pre-Treatment PTPRH 5794 37 19 55710101 55710101 Missense_Mutation SNP C T 8 24 c.1600G>A c.(1600-1602)GAA>AAA p.E534K

Pat_60 Pre-Treatment SAPS1 22870 37 19 55741984 55741985 Missense_Mutation DNP GA AC 7 6 c.2638_2639TC>GTc.(2638-2640)TCC>GTC p.S880V

Pat_60 Pre-Treatment ZNF582 147948 37 19 56903117 56903117 Missense_Mutation SNP G A 12 70 c.5C>T c.(4-6)TCC>TTC p.S2F

Pat_60 Pre-Treatment ZNF324B 388569 37 19 58966837 58966837 Missense_Mutation SNP G A 3 34 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_60 Pre-Treatment ZNF512 84450 37 2 27844170 27844170 Missense_Mutation SNP G A 5 61 c.1546G>A c.(1546-1548)GAG>AAG p.E516K

Pat_60 Pre-Treatment CAPN13 92291 37 2 30974117 30974117 Missense_Mutation SNP C T 5 38 c.1088G>A c.(1087-1089)GGA>GAA p.G363E

Pat_60 Pre-Treatment PPM1B 5495 37 2 44428478 44428478 Missense_Mutation SNP C T 107 328 c.140C>T c.(139-141)CCT>CTT p.P47L

Pat_60 Pre-Treatment TSPYL6 388951 37 2 54483258 54483258 Missense_Mutation SNP C T 4 50 c.31G>A c.(31-33)GCT>ACT p.A11T

Pat_60 Pre-Treatment AFF3 3899 37 2 100182007 100182007 Missense_Mutation SNP C T 41 79 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_60 Pre-Treatment TBC1D8 11138 37 2 101654100 101654100 Missense_Mutation SNP G A 15 68 c.1301C>T c.(1300-1302)TCT>TTT p.S434F

Pat_60 Pre-Treatment RNF149 284996 37 2 101898386 101898386 Missense_Mutation SNP G A 6 158 c.1094C>T c.(1093-1095)GCT>GTT p.A365V

Pat_60 Pre-Treatment IL18R1 8809 37 2 103013120 103013120 Missense_Mutation SNP G A 12 58 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_60 Pre-Treatment SULT1C2 6819 37 2 108921994 108921994 Missense_Mutation SNP C T 17 37 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_60 Pre-Treatment RABL2A 11159 37 2 114392676 114392676 Missense_Mutation SNP C T 11 37 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_60 Pre-Treatment MARCO 8685 37 2 119750742 119750742 Missense_Mutation SNP G A 14 73 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_60 Pre-Treatment TFCP2L1 29842 37 2 122004453 122004453 Missense_Mutation SNP C T 24 68 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_60 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 5 103 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_60 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 5 124 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_60 Pre-Treatment POTEF 728378 37 2 130877893 130877893 Missense_Mutation SNP G A 5 130 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_60 Pre-Treatment R3HDM1 23518 37 2 136409471 136409471 Missense_Mutation SNP C T 4 53 c.1792C>T c.(1792-1794)CCA>TCA p.P598S

Pat_60 Pre-Treatment THSD7B 80731 37 2 137814542 137814542 Missense_Mutation SNP C T 27 131 c.599C>T c.(598-600)TCC>TTC p.S200F

Pat_60 Pre-Treatment ZEB2 9839 37 2 145161680 145161680 Missense_Mutation SNP G A 11 36 c.610C>T c.(610-612)CCA>TCA p.P204S

Pat_60 Pre-Treatment NEB 4703 37 2 152548828 152548828 Missense_Mutation SNP A T 19 60 c.1945T>A c.(1945-1947)TAC>AAC p.Y649N

Pat_60 Pre-Treatment SCN1A 6323 37 2 166872150 166872150 Missense_Mutation SNP C T 48 122 c.3484G>A c.(3484-3486)GAA>AAA p.E1162K

Pat_60 Pre-Treatment PPIG 9360 37 2 170465247 170465247 Missense_Mutation SNP C A 4 88 c.356C>A c.(355-357)ACA>AAA p.T119K



Pat_60 Pre-Treatment COL3A1 1281 37 2 189854850 189854850 Missense_Mutation SNP G A 16 75 c.719G>A c.(718-720)GGA>GAA p.G240E

Pat_60 Pre-Treatment CCDC150 284992 37 2 197583288 197583288 Missense_Mutation SNP C T 4 78 c.1928C>T c.(1927-1929)GCG>GTG p.A643V

Pat_60 Pre-Treatment MARS2 92935 37 2 198570245 198570245 Missense_Mutation SNP A G 13 31 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_60 Pre-Treatment CDK15 65061 37 2 202672367 202672367 Splice_Site SNP G A 4 72 c.273_splice c.e2+1 p.W91_splice

Pat_60 Pre-Treatment CXCR2 3579 37 2 218999955 218999955 Missense_Mutation SNP G A 4 35 c.431G>A c.(430-432)CGT>CAT p.R144H

Pat_60 Pre-Treatment RNF25 64320 37 2 219529257 219529257 Missense_Mutation SNP G A 3 26 c.803C>T c.(802-804)CCT>CTT p.P268L

Pat_60 Pre-Treatment EPHA4 2043 37 2 222428987 222428987 Missense_Mutation SNP C T 19 111 c.287G>A c.(286-288)AGG>AAG p.R96K

Pat_60 Pre-Treatment COL4A4 1286 37 2 227953434 227953434 Missense_Mutation SNP G A 11 22 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_60 Pre-Treatment AGFG1 3267 37 2 228384716 228384716 Missense_Mutation SNP C T 39 112 c.314C>T c.(313-315)CCA>CTA p.P105L

Pat_60 Pre-Treatment INPP5D 3635 37 2 234079721 234079721 Missense_Mutation SNP A T 3 27 c.1912A>T c.(1912-1914)ATC>TTC p.I638F

Pat_60 Pre-Treatment SH3BP4 23677 37 2 235950285 235950285 Missense_Mutation SNP G A 3 39 c.872G>A c.(871-873)AGG>AAG p.R291K

Pat_60 Pre-Treatment HDLBP 3069 37 2 242176128 242176128 Missense_Mutation SNP C T 3 34 c.2806G>A c.(2806-2808)GAG>AAG p.E936K

Pat_60 Pre-Treatment HDLBP 3069 37 2 242186295 242186295 Missense_Mutation SNP G A 7 159 c.1822C>T c.(1822-1824)CGT>TGT p.R608C

Pat_60 Pre-Treatment CRNKL1 51340 37 20 20029140 20029140 Missense_Mutation SNP C T 5 56 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_60 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 11 273 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_60 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 10 270 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_60 Pre-Treatment CBFA2T2 9139 37 20 32217691 32217691 Missense_Mutation SNP G A 3 30 c.1226G>A c.(1225-1227)AGC>AAC p.S409N

Pat_60 Pre-Treatment FAM83C 128876 37 20 33874856 33874856 Missense_Mutation SNP C T 4 25 c.1726G>A c.(1726-1728)GGT>AGT p.G576S

Pat_60 Pre-Treatment NCOA3 8202 37 20 46265037 46265038 Missense_Mutation DNP CC TT 21 71 c.1907_1908CC>TT c.(1906-1908)TCC>TTT p.S636F

Pat_60 Pre-Treatment ZNFX1 57169 37 20 47887292 47887292 Missense_Mutation SNP G A 33 140 c.1057C>T c.(1057-1059)CTT>TTT p.L353F

Pat_60 Pre-Treatment SLC9A8 23315 37 20 48503428 48503428 Missense_Mutation SNP C T 12 45 c.1631C>T c.(1630-1632)ACG>ATG p.T544M

Pat_60 Pre-Treatment TPTE 7179 37 21 10934997 10934997 Missense_Mutation SNP C T 13 220 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_60 Pre-Treatment BAGE2 85319 37 21 11058226 11058226 Missense_Mutation SNP G C 27 87 c.214C>G c.(214-216)CCT>GCT p.P72A

Pat_60 Pre-Treatment SAMSN1 64092 37 21 15884895 15884895 Splice_Site SNP C T 12 79 c.280_splice c.e4-1 p.D94_splice

Pat_60 Pre-Treatment KRTAP24-1 643803 37 21 31655006 31655006 Missense_Mutation SNP C A 4 61 c.245G>T c.(244-246)AGT>ATT p.S82I

Pat_60 Pre-Treatment KRTAP13-2 337959 37 21 31744209 31744209 Missense_Mutation SNP C T 4 61 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_60 Pre-Treatment UBASH3A 53347 37 21 43846901 43846901 Missense_Mutation SNP G A 3 54 c.1142G>A c.(1141-1143)AGG>AAG p.R381K

Pat_60 Pre-Treatment KRTAP10-6 386674 37 21 46011562 46011562 Missense_Mutation SNP G C 4 56 c.804C>G c.(802-804)CAC>CAG p.H268Q

Pat_60 Pre-Treatment POTEH 23784 37 22 16287387 16287387 Missense_Mutation SNP C T 3 52 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_60 Pre-Treatment POTEH 23784 37 22 16287542 16287542 Missense_Mutation SNP C T 6 170 c.344G>A c.(343-345)AGC>AAC p.S115N

Pat_60 Pre-Treatment GGT1 2678 37 22 25024123 25024123 Missense_Mutation SNP C T 4 66 c.1412C>T c.(1411-1413)GCT>GTT p.A471V

Pat_60 Pre-Treatment IGLL3 91353 37 22 25715872 25715872 Missense_Mutation SNP C T 4 58 c.494C>T c.(493-495)ACC>ATC p.T165I

Pat_60 Pre-Treatment CCDC157 550631 37 22 30772519 30772519 Missense_Mutation SNP C T 6 201 c.2044C>T c.(2044-2046)CCT>TCT p.P682S

Pat_60 Pre-Treatment MORC2 22880 37 22 31328692 31328692 Missense_Mutation SNP C T 3 33 c.2401G>A c.(2401-2403)GAT>AAT p.D801N

Pat_60 Pre-Treatment PPARA 5465 37 22 46627789 46627789 Missense_Mutation SNP G A 3 43 c.812G>A c.(811-813)CGC>CAC p.R271H

Pat_60 Pre-Treatment CELSR1 9620 37 22 46930933 46930933 Missense_Mutation SNP C T 4 37 c.2135G>A c.(2134-2136)CGC>CAC p.R712H

Pat_60 Pre-Treatment SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 6 34 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_60 Pre-Treatment FGD5 152273 37 3 14861314 14861314 Missense_Mutation SNP G T 2 0 c.736G>T c.(736-738)GCT>TCT p.A246S

Pat_60 Pre-Treatment LRRC3B 116135 37 3 26751407 26751407 Missense_Mutation SNP G A 12 37 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_60 Pre-Treatment C3orf35 339883 37 3 37458971 37458971 Missense_Mutation SNP C T 10 20 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_60 Pre-Treatment SCN11A 11280 37 3 38913199 38913199 Missense_Mutation SNP C T 7 33 c.3496G>A c.(3496-3498)GTG>ATG p.V1166M

Pat_60 Pre-Treatment KBTBD5 131377 37 3 42728002 42728002 Missense_Mutation SNP G A 46 102 c.892G>A c.(892-894)GCC>ACC p.A298T

Pat_60 Pre-Treatment CCR9 10803 37 3 45942741 45942741 Missense_Mutation SNP C A 4 33 c.461C>A c.(460-462)GCA>GAA p.A154E

Pat_60 Pre-Treatment COL7A1 1294 37 3 48602626 48602626 Missense_Mutation SNP G A 3 12 c.8536C>T c.(8536-8538)CCC>TCC p.P2846S

Pat_60 Pre-Treatment UBA7 7318 37 3 49850941 49850941 Missense_Mutation SNP G A 11 47 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_60 Pre-Treatment ADAMTS9 56999 37 3 64579933 64579933 Splice_Site SNP C T 25 86 c.4356_splice c.e28+1 p.S1452_splice

Pat_60 Pre-Treatment EPHA3 2042 37 3 89499348 89499348 Missense_Mutation SNP G A 11 38 c.2518G>A c.(2518-2520)GGC>AGC p.G840S



Pat_60 Pre-Treatment ABI3BP 25890 37 3 100497211 100497211 Missense_Mutation SNP C T 3 54 c.2117G>A c.(2116-2118)CGC>CAC p.R706H

Pat_60 Pre-Treatment ALCAM 214 37 3 105268981 105268981 Missense_Mutation SNP C T 54 210 c.1385C>T c.(1384-1386)TCT>TTT p.S462F

Pat_60 Pre-Treatment CCDC54 84692 37 3 107096571 107096571 Missense_Mutation SNP C T 54 179 c.137C>T c.(136-138)CCC>CTC p.P46L

Pat_60 Pre-Treatment GUCA1C 9626 37 3 108626922 108626922 Missense_Mutation SNP C T 3 38 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_60 Pre-Treatment DPPA2 151871 37 3 109023481 109023481 Missense_Mutation SNP G A 8 51 c.695C>T c.(694-696)TCG>TTG p.S232L

Pat_60 Pre-Treatment CD96 10225 37 3 111263979 111263979 Missense_Mutation SNP G A 29 145 c.148G>A c.(148-150)GTA>ATA p.V50I

Pat_60 Pre-Treatment KIAA2018 205717 37 3 113379206 113379206 Missense_Mutation SNP G T 3 56 c.1323C>A c.(1321-1323)AAC>AAA p.N441K

Pat_60 Pre-Treatment ATP6V1A 523 37 3 113513976 113513976 Missense_Mutation SNP C T 18 58 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_60 Pre-Treatment RHO 6010 37 3 129251606 129251606 Missense_Mutation SNP G A 4 35 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_60 Pre-Treatment COL6A6 131873 37 3 130282320 130282320 Missense_Mutation SNP G A 9 27 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_60 Pre-Treatment GRK7 131890 37 3 141526568 141526568 Missense_Mutation SNP G A 24 71 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_60 Pre-Treatment GRK7 131890 37 3 141535584 141535584 Missense_Mutation SNP C T 9 81 c.1354C>T c.(1354-1356)CAT>TAT p.H452Y

Pat_60 Pre-Treatment PLSCR4 57088 37 3 145924423 145924423 Missense_Mutation SNP G A 4 64 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_60 Pre-Treatment PIK3CA 5290 37 3 178936076 178936076 Missense_Mutation SNP C T 24 89 c.1618C>T c.(1618-1620)CTC>TTC p.L540F

Pat_60 Pre-Treatment ABCF3 55324 37 3 183906159 183906159 Missense_Mutation SNP G A 4 96 c.800G>A c.(799-801)AGG>AAG p.R267K

Pat_60 Pre-Treatment MASP1 5648 37 3 187003811 187003812 Missense_Mutation DNP GG AA 6 35 c.38_39CC>TT c.(37-39)TCC>TTT p.S13F

Pat_60 Pre-Treatment BCL6 604 37 3 187451346 187451346 Missense_Mutation SNP G A 55 169 c.136C>T c.(136-138)CAT>TAT p.H46Y

Pat_60 Pre-Treatment ZNF595 152687 37 4 59971 59971 Missense_Mutation SNP G A 22 482 c.151G>A c.(151-153)GAC>AAC p.D51N

Pat_60 Pre-Treatment SORCS2 57537 37 4 7398082 7398082 Missense_Mutation SNP G A 3 24 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_60 Pre-Treatment DHX15 1665 37 4 24556475 24556475 Missense_Mutation SNP G A 63 221 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_60 Pre-Treatment TBC1D19 55296 37 4 26616029 26616029 Splice_Site SNP G A 15 75 c.173_splice c.e3-1 p.G58_splice

Pat_60 Pre-Treatment LRRC66 339977 37 4 52862055 52862055 Missense_Mutation SNP G T 3 14 c.1133C>A c.(1132-1134)GCG>GAG p.A378E

Pat_60 Pre-Treatment ARL9 132946 37 4 57384885 57384885 Missense_Mutation SNP C A 5 112 c.58C>A c.(58-60)CTA>ATA p.L20I

Pat_60 Pre-Treatment MUC7 4589 37 4 71347312 71347312 Missense_Mutation SNP C T 79 225 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_60 Pre-Treatment NPFFR2 10886 37 4 73013491 73013491 Missense_Mutation SNP G A 14 52 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_60 Pre-Treatment GPRIN3 285513 37 4 90170888 90170888 Missense_Mutation SNP G T 5 113 c.374C>A c.(373-375)CCA>CAA p.P125Q

Pat_60 Pre-Treatment EMCN 51705 37 4 101331494 101331494 Missense_Mutation SNP C T 44 116 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_60 Pre-Treatment HSPA4L 22824 37 4 128732745 128732745 Missense_Mutation SNP C A 4 59 c.1532C>A c.(1531-1533)CCA>CAA p.P511Q

Pat_60 Pre-Treatment PCDH18 54510 37 4 138451711 138451711 Missense_Mutation SNP C T 24 107 c.1532G>A c.(1531-1533)GGA>GAA p.G511E

Pat_60 Pre-Treatment MAML3 55534 37 4 140641414 140641414 Missense_Mutation SNP C T 3 39 c.2465G>A c.(2464-2466)CGG>CAG p.R822Q

Pat_60 Pre-Treatment SORBS2 8470 37 4 186545415 186545415 Missense_Mutation SNP C T 11 14 c.1156G>A c.(1156-1158)GAT>AAT p.D386N

Pat_60 Pre-Treatment DNAH5 1767 37 5 13769246 13769246 Splice_Site SNP C T 19 100 c.9721_splice c.e58-1 p.V3241_splice

Pat_60 Pre-Treatment DNAH5 1767 37 5 13865814 13865814 Missense_Mutation SNP C T 12 37 c.4318G>A c.(4318-4320)GAA>AAA p.E1440K

Pat_60 Pre-Treatment PDZD2 23037 37 5 31799647 31799647 Missense_Mutation SNP G A 15 60 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_60 Pre-Treatment ADAMTS12 81792 37 5 33648935 33648935 Missense_Mutation SNP C T 15 52 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_60 Pre-Treatment EGFLAM 133584 37 5 38370509 38370509 Missense_Mutation SNP G A 3 27 c.657G>A c.(655-657)ATG>ATA p.M219I

Pat_60 Pre-Treatment OSMR 9180 37 5 38904103 38904103 Missense_Mutation SNP C T 9 47 c.1111C>T c.(1111-1113)CAT>TAT p.H371Y

Pat_60 Pre-Treatment FBXL21 26223 37 5 135277202 135277202 Missense_Mutation SNP A C 6 29 c.1147A>C c.(1147-1149)ATC>CTC p.I383L

Pat_60 Pre-Treatment PCDHA5 56143 37 5 140202306 140202306 Missense_Mutation SNP G A 12 26 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_60 Pre-Treatment PCDHA5 56143 37 5 140202678 140202678 Missense_Mutation SNP G A 4 42 c.1318G>A c.(1318-1320)GTG>ATG p.V440M

Pat_60 Pre-Treatment PCDHA13 56136 37 5 140263608 140263609 Missense_Mutation DNP GG AA 4 19 c.1755_1756GG>AAc.(1753-1758)GTGGGT>GTAAGTp.G586S

Pat_60 Pre-Treatment PCDHB17 54661 37 5 140536776 140536776 Missense_Mutation SNP T G 5 11 c.1197T>G c.(1195-1197)AAT>AAG p.N399K

Pat_60 Pre-Treatment PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 36 162 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_60 Pre-Treatment SPINK5 11005 37 5 147503414 147503414 Nonsense_Mutation SNP C T 17 52 c.2557C>T c.(2557-2559)CGA>TGA p.R853*

Pat_60 Pre-Treatment FBXO38 81545 37 5 147807131 147807131 Missense_Mutation SNP G T 4 31 c.2274G>T c.(2272-2274)GAG>GAT p.E758D

Pat_60 Pre-Treatment FAT2 2196 37 5 150932903 150932903 Missense_Mutation SNP G A 3 51 c.3991C>T c.(3991-3993)CGG>TGG p.R1331W

Pat_60 Pre-Treatment ODZ2 57451 37 5 167517603 167517603 Missense_Mutation SNP G A 16 46 c.1540G>A c.(1540-1542)GGG>AGG p.G514R



Pat_60 Pre-Treatment DCDC2 51473 37 6 24278352 24278352 Missense_Mutation SNP C T 4 51 c.847G>A c.(847-849)GTG>ATG p.V283M

Pat_60 Pre-Treatment KIAA0319 9856 37 6 24556868 24556868 Nonsense_Mutation SNP G A 4 35 c.2824C>T c.(2824-2826)CAG>TAG p.Q942*

Pat_60 Pre-Treatment ZNF165 7718 37 6 28057020 28057020 Missense_Mutation SNP C G 3 72 c.1230C>G c.(1228-1230)AAC>AAG p.N410K

Pat_60 Pre-Treatment HLA-L 3139 37 6 30229388 30229388 Missense_Mutation SNP C T 5 126 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_60 Pre-Treatment BAT5 7920 37 6 31659379 31659379 Missense_Mutation SNP C T 4 44 c.820G>A c.(820-822)GCT>ACT p.A274T

Pat_60 Pre-Treatment FKBP5 2289 37 6 35558971 35558971 Missense_Mutation SNP G A 20 96 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_60 Pre-Treatment BRPF3 27154 37 6 36178152 36178152 Missense_Mutation SNP C T 13 44 c.2026C>T c.(2026-2028)CAC>TAC p.H676Y

Pat_60 Pre-Treatment C6orf222 389384 37 6 36298400 36298400 Missense_Mutation SNP T A 7 28 c.68A>T c.(67-69)CAG>CTG p.Q23L

Pat_60 Pre-Treatment MEP1A 4224 37 6 46797239 46797239 Missense_Mutation SNP G A 41 162 c.1075G>A c.(1075-1077)GTT>ATT p.V359I

Pat_60 Pre-Treatment FAM83B 222584 37 6 54804943 54804943 Missense_Mutation SNP G A 16 66 c.1174G>A c.(1174-1176)GAA>AAA p.E392K

Pat_60 Pre-Treatment BAI3 577 37 6 69728368 69728368 Missense_Mutation SNP C T 36 80 c.2084C>T c.(2083-2085)TCA>TTA p.S695L

Pat_60 Pre-Treatment COL9A1 1297 37 6 70990720 70990720 Missense_Mutation SNP G A 5 16 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_60 Pre-Treatment ROS1 6098 37 6 117700235 117700235 Missense_Mutation SNP G A 19 69 c.2584C>T c.(2584-2586)CTT>TTT p.L862F

Pat_60 Pre-Treatment DCBLD1 285761 37 6 117841060 117841061 Missense_Mutation DNP CC TA 39 94 c.407_408CC>TA c.(406-408)TCC>TTA p.S136L

Pat_60 Pre-Treatment SAMD3 154075 37 6 130465688 130465688 Missense_Mutation SNP C T 8 56 c.1540G>A c.(1540-1542)GGA>AGA p.G514R

Pat_60 Pre-Treatment TMEM200A 114801 37 6 130762526 130762526 Missense_Mutation SNP G A 15 49 c.959G>A c.(958-960)AGG>AAG p.R320K

Pat_60 Pre-Treatment TMEM200A 114801 37 6 130762853 130762853 Missense_Mutation SNP G A 17 73 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_60 Pre-Treatment TXLNB 167838 37 6 139609804 139609804 Missense_Mutation SNP C T 19 62 c.233G>A c.(232-234)GGG>GAG p.G78E

Pat_60 Pre-Treatment NOX3 50508 37 6 155717999 155717999 Missense_Mutation SNP G A 57 154 c.1678C>T c.(1678-1680)CAT>TAT p.H560Y

Pat_60 Pre-Treatment TAGAP 117289 37 6 159465024 159465024 Missense_Mutation SNP C T 46 284 c.67G>A c.(67-69)GAA>AAA p.E23K

Pat_60 Pre-Treatment IGF2R 3482 37 6 160461636 160461636 Missense_Mutation SNP T C 31 99 c.1360T>C c.(1360-1362)TGC>CGC p.C454R

Pat_60 Pre-Treatment RPS6KA2 6196 37 6 166923789 166923789 Missense_Mutation SNP G A 20 72 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_60 Pre-Treatment THBS2 7058 37 6 169648945 169648945 Missense_Mutation SNP C T 4 75 c.176G>A c.(175-177)CGC>CAC p.R59H

Pat_60 Pre-Treatment DPY19L2P1 554236 37 7 35131480 35131480 Missense_Mutation SNP A T 5 86 c.1106T>A c.(1105-1107)CTT>CAT p.L369H

Pat_60 Pre-Treatment NPC1L1 29881 37 7 44578911 44578911 Missense_Mutation SNP G A 4 36 c.1085C>T c.(1084-1086)CCG>CTG p.P362L

Pat_60 Pre-Treatment TNS3 64759 37 7 47343018 47343018 Missense_Mutation SNP G A 15 13 c.2987C>T c.(2986-2988)CCT>CTT p.P996L

Pat_60 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 85 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_60 Pre-Treatment ZNF727 442319 37 7 63538818 63538818 Missense_Mutation SNP C T 8 76 c.1391C>T c.(1390-1392)TCC>TTC p.S464F

Pat_60 Pre-Treatment TPST1 8460 37 7 65706122 65706122 Missense_Mutation SNP T A 46 63 c.710T>A c.(709-711)GTT>GAT p.V237D

Pat_60 Pre-Treatment SPDYE5 442590 37 7 75130895 75130895 Missense_Mutation SNP C T 14 313 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_60 Pre-Treatment POR 5447 37 7 75609725 75609725 Missense_Mutation SNP G T 4 58 c.435G>T c.(433-435)GAG>GAT p.E145D

Pat_60 Pre-Treatment PCLO 27445 37 7 82583326 82583326 Missense_Mutation SNP C T 75 172 c.6943G>A c.(6943-6945)GAA>AAA p.E2315K

Pat_60 Pre-Treatment PCLO 27445 37 7 82764435 82764435 Missense_Mutation SNP C T 31 119 c.2431G>A c.(2431-2433)GAA>AAA p.E811K

Pat_60 Pre-Treatment C7orf63 79846 37 7 89912208 89912208 Missense_Mutation SNP C T 65 115 c.1375C>T c.(1375-1377)CCG>TCG p.P459S

Pat_60 Pre-Treatment COL1A2 1278 37 7 94054936 94054936 Missense_Mutation SNP C A 21 89 c.2796C>A c.(2794-2796)AAC>AAA p.N932K

Pat_60 Pre-Treatment TECPR1 25851 37 7 97851045 97851045 Missense_Mutation SNP G A 13 24 c.3085C>T c.(3085-3087)CCG>TCG p.P1029S

Pat_60 Pre-Treatment RINT1 60561 37 7 105182999 105183000 Missense_Mutation DNP CC TT 58 102 c.418_419CC>TT c.(418-420)CCT>TTT p.P140F

Pat_60 Pre-Treatment CHRM2 1129 37 7 136700538 136700538 Missense_Mutation SNP C T 43 72 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_60 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 60 154 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_60 Pre-Treatment MGAM 8972 37 7 141736669 141736669 Missense_Mutation SNP C T 46 137 c.2123C>T c.(2122-2124)TCC>TTC p.S708F

Pat_60 Pre-Treatment TRPV5 56302 37 7 142612674 142612674 Missense_Mutation SNP G A 23 49 c.1187C>T c.(1186-1188)GCT>GTT p.A396V

Pat_60 Pre-Treatment TMEM176A 55365 37 7 150501550 150501550 Missense_Mutation SNP C A 4 63 c.656C>A c.(655-657)CCA>CAA p.P219Q

Pat_60 Pre-Treatment SLC4A2 6522 37 7 150761646 150761646 Missense_Mutation SNP C T 26 160 c.251C>T c.(250-252)CCA>CTA p.P84L

Pat_60 Pre-Treatment OR4F21 441308 37 8 116882 116882 Missense_Mutation SNP G A 7 160 c.143C>T c.(142-144)TCT>TTT p.S48F

Pat_60 Pre-Treatment TEX15 56154 37 8 30701064 30701064 Missense_Mutation SNP C T 8 52 c.5470G>A c.(5470-5472)GAC>AAC p.D1824N

Pat_60 Pre-Treatment IDO2 169355 37 8 39871214 39871214 Missense_Mutation SNP C T 6 11 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_60 Pre-Treatment PXDNL 137902 37 8 52233411 52233411 Missense_Mutation SNP A G 34 112 c.4193T>C c.(4192-4194)GTT>GCT p.V1398A



Pat_60 Pre-Treatment RP1 6101 37 8 55539311 55539311 Missense_Mutation SNP C T 7 27 c.2869C>T c.(2869-2871)CCC>TCC p.P957S

Pat_60 Pre-Treatment RSPO2 340419 37 8 109001454 109001454 Missense_Mutation SNP G A 16 45 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_60 Pre-Treatment PKHD1L1 93035 37 8 110422157 110422157 Missense_Mutation SNP G A 12 48 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_60 Pre-Treatment PHF20L1 51105 37 8 133854806 133854806 Nonsense_Mutation SNP C T 4 86 c.2434C>T c.(2434-2436)CGA>TGA p.R812*

Pat_60 Pre-Treatment NAPRT1 93100 37 8 144657647 144657647 Missense_Mutation SNP C T 6 32 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_60 Pre-Treatment SCRIB 23513 37 8 144892711 144892711 Missense_Mutation SNP C T 4 29 c.1468G>A c.(1468-1470)GGG>AGG p.G490R

Pat_60 Pre-Treatment HEATR7A 727957 37 8 145235352 145235352 Missense_Mutation SNP C T 3 28 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_60 Pre-Treatment FOXH1 8928 37 8 145700055 145700055 Missense_Mutation SNP G A 2 1 c.664C>T c.(664-666)CTT>TTT p.L222F

Pat_60 Pre-Treatment C9orf66 157983 37 9 214571 214571 Missense_Mutation SNP C G 3 48 c.826G>C c.(826-828)GTA>CTA p.V276L

Pat_60 Pre-Treatment TAF1L 138474 37 9 32635567 32635567 Missense_Mutation SNP C T 3 35 c.11G>A c.(10-12)GGC>GAC p.G4D

Pat_60 Pre-Treatment ECM2 1842 37 9 95277148 95277148 Missense_Mutation SNP C A 4 79 c.819G>T c.(817-819)GAG>GAT p.E273D

Pat_60 Pre-Treatment FBP1 2203 37 9 97367767 97367767 Missense_Mutation SNP G A 4 17 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_60 Pre-Treatment TDRD7 23424 37 9 100227273 100227273 Missense_Mutation SNP G A 4 41 c.1592G>A c.(1591-1593)CGG>CAG p.R531Q

Pat_60 Pre-Treatment LPPR1 54886 37 9 104048494 104048494 Missense_Mutation SNP C T 17 59 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_60 Pre-Treatment DFNB31 25861 37 9 117228648 117228648 Missense_Mutation SNP G A 4 70 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_60 Pre-Treatment TNC 3371 37 9 117849526 117849526 Missense_Mutation SNP T A 4 64 c.484A>T c.(484-486)AGC>TGC p.S162C

Pat_60 Pre-Treatment C9orf86 55684 37 9 139726805 139726805 Missense_Mutation SNP C T 8 17 c.688C>T c.(688-690)CCA>TCA p.P230S

Pat_60 Pre-Treatment MAP3K15 389840 37 X 19389142 19389142 Missense_Mutation SNP C A 3 20 c.1760G>T c.(1759-1761)TGG>TTG p.W587L

Pat_60 Pre-Treatment ZNF645 158506 37 X 22292379 22292379 Missense_Mutation SNP G A 3 41 c.1271G>A c.(1270-1272)CGG>CAG p.R424Q

Pat_60 Pre-Treatment USP11 8237 37 X 47092338 47092338 Missense_Mutation SNP G A 48 42 c.25G>A c.(25-27)GGG>AGG p.G9R

Pat_60 Pre-Treatment MED12 9968 37 X 70343001 70343001 Nonsense_Mutation SNP C A 4 56 c.1542C>A c.(1540-1542)TGC>TGA p.C514*

Pat_60 Pre-Treatment NLGN3 54413 37 X 70389720 70389720 Missense_Mutation SNP G A 2 0 c.2260G>A c.(2260-2262)GAG>AAG p.E754K

Pat_60 Pre-Treatment RHOXF2B 727940 37 X 119211063 119211063 Nonsense_Mutation SNP C T 7 7 c.270G>A c.(268-270)TGG>TGA p.W90*

Pat_60 Pre-Treatment ACTRT1 139741 37 X 127185072 127185072 Nonsense_Mutation SNP G A 37 57 c.1114C>T c.(1114-1116)CAA>TAA p.Q372*

Pat_60 Pre-Treatment GABRQ 55879 37 X 151821199 151821199 Missense_Mutation SNP G A 5 23 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_60 Pre-Treatment FAM58A 92002 37 X 152860138 152860138 Splice_Site SNP C T 4 19 c.111_splice c.e2-1 p.R37_splice

Pat_60 Post-Resistance RER1 11079 37 1 2334544 2334544 Missense_Mutation SNP G A 4 175 c.572G>A c.(571-573)GGC>GAC p.G191D

Pat_60 Post-Resistance PLEKHG5 57449 37 1 6528590 6528590 Missense_Mutation SNP G A 4 47 c.2474C>T c.(2473-2475)ACG>ATG p.T825M

Pat_60 Post-Resistance PGD 5226 37 1 10477527 10477527 Missense_Mutation SNP G A 4 112 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_60 Post-Resistance PRDM2 7799 37 1 14106586 14106586 Missense_Mutation SNP G A 4 129 c.2296G>A c.(2296-2298)GCC>ACC p.A766T

Pat_60 Post-Resistance PRDM2 7799 37 1 14107382 14107382 Missense_Mutation SNP C T 38 146 c.3092C>T c.(3091-3093)CCC>CTC p.P1031L

Pat_60 Post-Resistance AGMAT 79814 37 1 15904220 15904220 Missense_Mutation SNP C T 18 84 c.860G>A c.(859-861)GGG>GAG p.G287E

Pat_60 Post-Resistance SPEN 23013 37 1 16261229 16261229 Missense_Mutation SNP G A 4 98 c.8494G>A c.(8494-8496)GCC>ACC p.A2832T

Pat_60 Post-Resistance ZBTB17 7709 37 1 16268546 16268546 Missense_Mutation SNP C T 4 54 c.2330G>A c.(2329-2331)CGC>CAC p.R777H

Pat_60 Post-Resistance FBXO42 54455 37 1 16583189 16583189 Missense_Mutation SNP C A 4 134 c.568G>T c.(568-570)GGT>TGT p.G190C

Pat_60 Post-Resistance PAX7 5081 37 1 19062346 19062346 Missense_Mutation SNP G A 4 91 c.1376G>A c.(1375-1377)GGC>GAC p.G459D

Pat_60 Post-Resistance RAP1GAP 5909 37 1 21926018 21926018 Missense_Mutation SNP G A 4 61 c.1745C>T c.(1744-1746)ACG>ATG p.T582M

Pat_60 Post-Resistance RUNX3 864 37 1 25254076 25254076 Missense_Mutation SNP C T 4 147 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_60 Post-Resistance UBXN11 91544 37 1 26610879 26610879 Missense_Mutation SNP G A 4 69 c.947C>T c.(946-948)GCC>GTC p.A316V

Pat_60 Post-Resistance SF3A3 10946 37 1 38435058 38435058 Nonsense_Mutation SNP G A 4 119 c.1249C>T c.(1249-1251)CGA>TGA p.R417*

Pat_60 Post-Resistance MACF1 23499 37 1 39896494 39896494 Missense_Mutation SNP G A 4 157 c.12571G>A c.(12571-12573)GAT>AAT p.D4191N

Pat_60 Post-Resistance KDM4A 9682 37 1 44137341 44137341 Missense_Mutation SNP C G 3 98 c.1529C>G c.(1528-1530)TCT>TGT p.S510C

Pat_60 Post-Resistance OSBPL9 114883 37 1 52252264 52252264 Missense_Mutation SNP G A 4 134 c.1975G>A c.(1975-1977)GAT>AAT p.D659N

Pat_60 Post-Resistance CPT2 1376 37 1 53676382 53676382 Missense_Mutation SNP G A 4 63 c.1036G>A c.(1036-1038)GAT>AAT p.D346N

Pat_60 Post-Resistance INADL 10207 37 1 62582843 62582843 Nonsense_Mutation SNP C T 44 182 c.4843C>T c.(4843-4845)CGA>TGA p.R1615*

Pat_60 Post-Resistance KANK4 163782 37 1 62740084 62740084 Missense_Mutation SNP C T 10 39 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_60 Post-Resistance C1orf146 388649 37 1 92710383 92710383 Missense_Mutation SNP A C 38 161 c.377A>C c.(376-378)AAT>ACT p.N126T



Pat_60 Post-Resistance COL11A1 1301 37 1 103470043 103470043 Missense_Mutation SNP C T 26 101 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_60 Post-Resistance CLCC1 23155 37 1 109479710 109479710 Missense_Mutation SNP C T 4 175 c.1372G>A c.(1372-1374)GTG>ATG p.V458M

Pat_60 Post-Resistance C1orf194 127003 37 1 109649210 109649210 Missense_Mutation SNP C T 75 204 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_60 Post-Resistance KIAA1324 57535 37 1 109707201 109707201 Missense_Mutation SNP G A 4 182 c.355G>A c.(355-357)GGC>AGC p.G119S

Pat_60 Post-Resistance KCNA10 3744 37 1 111061007 111061007 Missense_Mutation SNP G A 4 129 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_60 Post-Resistance SYCP1 6847 37 1 115428861 115428861 Missense_Mutation SNP C T 85 283 c.1121C>T c.(1120-1122)TCG>TTG p.S374L

Pat_60 Post-Resistance ATP1A1 476 37 1 116946598 116946598 Splice_Site SNP G A 4 137 c.3043_splice c.e22+1 p.G1015_splice

Pat_60 Post-Resistance PHGDH 26227 37 1 120277981 120277981 Missense_Mutation SNP G A 4 128 c.707G>A c.(706-708)CGT>CAT p.R236H

Pat_60 Post-Resistance NOTCH2NL 388677 37 1 145290447 145290447 Missense_Mutation SNP C T 30 662 c.653C>T c.(652-654)CCT>CTT p.P218L

Pat_60 Post-Resistance NBPF10 100132406 37 1 145304523 145304523 Missense_Mutation SNP C T 75 609 c.1456C>T c.(1456-1458)CAT>TAT p.H486Y

Pat_60 Post-Resistance ITGA10 8515 37 1 145527721 145527721 Missense_Mutation SNP G A 4 115 c.161G>A c.(160-162)CGA>CAA p.R54Q

Pat_60 Post-Resistance RPRD2 23248 37 1 150429902 150429902 Missense_Mutation SNP C T 80 231 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_60 Post-Resistance PSMD4 5710 37 1 151237946 151237946 Missense_Mutation SNP C T 4 70 c.515C>T c.(514-516)ACA>ATA p.T172I

Pat_60 Post-Resistance RFX5 5993 37 1 151315846 151315846 Missense_Mutation SNP G A 32 66 c.830C>T c.(829-831)GCC>GTC p.A277V

Pat_60 Post-Resistance TCHH 7062 37 1 152083040 152083040 Missense_Mutation SNP G A 4 172 c.2653C>T c.(2653-2655)CGC>TGC p.R885C

Pat_60 Post-Resistance S100A7L2 645922 37 1 153410754 153410754 Missense_Mutation SNP G A 27 87 c.85C>T c.(85-87)CGC>TGC p.R29C

Pat_60 Post-Resistance ADAR 103 37 1 154558299 154558299 Missense_Mutation SNP C A 4 45 c.3245G>T c.(3244-3246)TGT>TTT p.C1082F

Pat_60 Post-Resistance RUSC1 23623 37 1 155292654 155292654 Missense_Mutation SNP C T 3 37 c.1090C>T c.(1090-1092)CCT>TCT p.P364S

Pat_60 Post-Resistance ASH1L 55870 37 1 155451975 155451975 Missense_Mutation SNP G A 4 108 c.686C>T c.(685-687)CCT>CTT p.P229L

Pat_60 Post-Resistance IQGAP3 128239 37 1 156526468 156526468 Missense_Mutation SNP G A 3 60 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_60 Post-Resistance CD1A 909 37 1 158226022 158226022 Missense_Mutation SNP G A 4 165 c.554G>A c.(553-555)CGT>CAT p.R185H

Pat_60 Post-Resistance OR10K1 391109 37 1 158435891 158435891 Missense_Mutation SNP C A 85 336 c.540C>A c.(538-540)GAC>GAA p.D180E

Pat_60 Post-Resistance DUSP12 11266 37 1 161719662 161719662 Missense_Mutation SNP C T 3 26 c.71C>T c.(70-72)GCC>GTC p.A24V

Pat_60 Post-Resistance FMO2 2327 37 1 171174431 171174431 Missense_Mutation SNP G A 4 67 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_60 Post-Resistance RABGAP1L 9910 37 1 174363191 174363191 Missense_Mutation SNP C T 48 205 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_60 Post-Resistance LAMC2 3918 37 1 183205739 183205739 Missense_Mutation SNP G T 4 183 c.2601G>T c.(2599-2601)CAG>CAT p.Q867H

Pat_60 Post-Resistance RGS18 64407 37 1 192128444 192128444 Missense_Mutation SNP G A 24 82 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_60 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 6 195 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_60 Post-Resistance KIF14 9928 37 1 200574445 200574445 Missense_Mutation SNP T A 6 200 c.1712A>T c.(1711-1713)CAT>CTT p.H571L

Pat_60 Post-Resistance DDX59 83479 37 1 200633067 200633067 Missense_Mutation SNP G A 29 122 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_60 Post-Resistance RNPEP 6051 37 1 201965280 201965280 Missense_Mutation SNP G A 3 79 c.743G>A c.(742-744)CGG>CAG p.R248Q

Pat_60 Post-Resistance LGR6 59352 37 1 202270330 202270330 Missense_Mutation SNP C T 19 69 c.896C>T c.(895-897)TCG>TTG p.S299L

Pat_60 Post-Resistance PPP1R15B 84919 37 1 204380470 204380470 Missense_Mutation SNP A G 5 169 c.70T>C c.(70-72)TTT>CTT p.F24L

Pat_60 Post-Resistance MDM4 4194 37 1 204513793 204513793 Missense_Mutation SNP G A 4 150 c.803G>A c.(802-804)GGG>GAG p.G268E

Pat_60 Post-Resistance TMCC2 9911 37 1 205238112 205238112 Missense_Mutation SNP C T 46 110 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_60 Post-Resistance PFKFB2 5208 37 1 207235391 207235391 Missense_Mutation SNP G A 4 147 c.179G>A c.(178-180)CGC>CAC p.R60H

Pat_60 Post-Resistance EPRS 2058 37 1 220146710 220146710 Missense_Mutation SNP G A 5 242 c.4114C>T c.(4114-4116)CGT>TGT p.R1372C

Pat_60 Post-Resistance C1orf57 84284 37 1 233092163 233092163 Missense_Mutation SNP C A 4 91 c.268C>A c.(268-270)CAG>AAG p.Q90K

Pat_60 Post-Resistance SMYD3 64754 37 1 246498703 246498703 Missense_Mutation SNP G A 91 272 c.302C>T c.(301-303)TCC>TTC p.S101F

Pat_60 Post-Resistance C1orf150 148823 37 1 247737445 247737445 Missense_Mutation SNP G A 64 310 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_60 Post-Resistance OR2T12 127064 37 1 248458256 248458256 Missense_Mutation SNP A G 4 109 c.625T>C c.(625-627)TTT>CTT p.F209L

Pat_60 Post-Resistance TAF3 83860 37 10 8006435 8006435 Missense_Mutation SNP C T 13 25 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_60 Post-Resistance CAMK1D 57118 37 10 12803005 12803005 Missense_Mutation SNP G A 20 121 c.358G>A c.(358-360)GAT>AAT p.D120N

Pat_60 Post-Resistance PIP4K2A 5305 37 10 22830768 22830768 Missense_Mutation SNP G A 4 165 c.1001C>T c.(1000-1002)CCG>CTG p.P334L

Pat_60 Post-Resistance MYO3A 53904 37 10 26355954 26355954 Missense_Mutation SNP C T 35 169 c.1004C>T c.(1003-1005)TCC>TTC p.S335F

Pat_60 Post-Resistance APBB1IP 54518 37 10 26849663 26849663 Missense_Mutation SNP G A 17 67 c.1259G>A c.(1258-1260)GGG>GAG p.G420E

Pat_60 Post-Resistance ARMC4 55130 37 10 28225687 28225688 Nonsense_Mutation DNP CC TT 73 322 c.2219_2220GG>AAc.(2218-2220)TGG>TAA p.W740*



Pat_60 Post-Resistance SVIL 6840 37 10 29784024 29784024 Missense_Mutation SNP C T 6 48 c.3751G>A c.(3751-3753)GAA>AAA p.E1251K

Pat_60 Post-Resistance C10orf68 79741 37 10 33135342 33135342 Missense_Mutation SNP G T 4 194 c.1372G>T c.(1372-1374)GAT>TAT p.D458Y

Pat_60 Post-Resistance ANKRD30A 91074 37 10 37425564 37425564 Missense_Mutation SNP G A 13 46 c.617G>A c.(616-618)CGA>CAA p.R206Q

Pat_60 Post-Resistance MBL2 4153 37 10 54531224 54531224 Missense_Mutation SNP C T 27 118 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_60 Post-Resistance PCDH15 65217 37 10 55570336 55570336 Missense_Mutation SNP C T 58 157 c.4498G>A c.(4498-4500)GAA>AAA p.E1500K

Pat_60 Post-Resistance DLG5 9231 37 10 79565517 79565518 Missense_Mutation DNP CC TT 30 104 c.5069_5070GG>AAc.(5068-5070)CGG>CAA p.R1690Q

Pat_60 Post-Resistance ACTA2 59 37 10 90697849 90697849 Missense_Mutation SNP G A 4 147 c.959C>T c.(958-960)ACG>ATG p.T320M

Pat_60 Post-Resistance CYP2C9 1559 37 10 96745844 96745844 Missense_Mutation SNP C T 72 315 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_60 Post-Resistance DNTT 1791 37 10 98064324 98064324 Missense_Mutation SNP G A 4 98 c.70G>A c.(70-72)GCC>ACC p.A24T

Pat_60 Post-Resistance SLIT1 6585 37 10 98823964 98823964 Missense_Mutation SNP G A 13 24 c.590C>T c.(589-591)CCC>CTC p.P197L

Pat_60 Post-Resistance SCD 6319 37 10 102120518 102120518 Missense_Mutation SNP C T 85 154 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_60 Post-Resistance MRPL43 84545 37 10 102739080 102739080 Missense_Mutation SNP G A 4 125 c.578C>T c.(577-579)CCA>CTA p.P193L

Pat_60 Post-Resistance SORCS1 114815 37 10 108366965 108366965 Missense_Mutation SNP G A 22 61 c.3124C>T c.(3124-3126)CCA>TCA p.P1042S

Pat_60 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 9 41 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_60 Post-Resistance KIAA1598 57698 37 10 118687348 118687348 Missense_Mutation SNP G A 59 223 c.1067C>T c.(1066-1068)CCT>CTT p.P356L

Pat_60 Post-Resistance EIF3A 8661 37 10 120801755 120801755 Missense_Mutation SNP T A 6 338 c.3277A>T c.(3277-3279)ATG>TTG p.M1093L

Pat_60 Post-Resistance DMBT1 1755 37 10 124395670 124395670 Missense_Mutation SNP G A 5 45 c.6325G>A c.(6325-6327)GGG>AGG p.G2109R

Pat_60 Post-Resistance DMBT1 1755 37 10 124399773 124399773 Missense_Mutation SNP C A 45 123 c.6773C>A c.(6772-6774)TCC>TAC p.S2258Y

Pat_60 Post-Resistance FAM175B 23172 37 10 126523485 126523485 Missense_Mutation SNP G A 5 172 c.1193G>A c.(1192-1194)CGA>CAA p.R398Q

Pat_60 Post-Resistance ANO9 338440 37 11 433344 433344 Missense_Mutation SNP G A 3 37 c.320C>T c.(319-321)GCC>GTC p.A107V

Pat_60 Post-Resistance SYT8 90019 37 11 1858477 1858477 Missense_Mutation SNP C T 7 11 c.1022C>T c.(1021-1023)CCC>CTC p.P341L

Pat_60 Post-Resistance DNHD1 144132 37 11 6540836 6540836 Missense_Mutation SNP G A 4 193 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_60 Post-Resistance CYP2R1 120227 37 11 14902017 14902017 Missense_Mutation SNP G T 4 125 c.665C>A c.(664-666)GCC>GAC p.A222D

Pat_60 Post-Resistance KCNJ11 3767 37 11 17408942 17408942 Missense_Mutation SNP G A 7 17 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_60 Post-Resistance SLC6A5 9152 37 11 20639381 20639381 Nonsense_Mutation SNP G A 47 125 c.1211G>A c.(1210-1212)TGG>TAG p.W404*

Pat_60 Post-Resistance QSER1 79832 37 11 32956501 32956501 Missense_Mutation SNP C T 71 113 c.3310C>T c.(3310-3312)CCA>TCA p.P1104S

Pat_60 Post-Resistance CDCA5 113130 37 11 64851021 64851021 Missense_Mutation SNP G A 4 105 c.143C>T c.(142-144)ACA>ATA p.T48I

Pat_60 Post-Resistance NPAS4 266743 37 11 66190601 66190601 Missense_Mutation SNP A G 5 14 c.706A>G c.(706-708)ATC>GTC p.I236V

Pat_60 Post-Resistance DRD2 1813 37 11 113283314 113283314 Missense_Mutation SNP C T 20 35 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_60 Post-Resistance TMPRSS4 56649 37 11 117975469 117975469 Missense_Mutation SNP C T 21 79 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_60 Post-Resistance TREH 11181 37 11 118529412 118529412 Missense_Mutation SNP C T 2 1 c.1576G>A c.(1576-1578)GGG>AGG p.G526R

Pat_60 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 11 387 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_60 Post-Resistance RPUSD4 84881 37 11 126075452 126075452 Missense_Mutation SNP C T 4 146 c.707G>A c.(706-708)CGC>CAC p.R236H

Pat_60 Post-Resistance FAM118B 79607 37 11 126132015 126132015 Missense_Mutation SNP G A 4 177 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_60 Post-Resistance IGSF9B 22997 37 11 133792616 133792616 Missense_Mutation SNP G A 2 2 c.2129C>T c.(2128-2130)CCG>CTG p.P710L

Pat_60 Post-Resistance CACNA1C 775 37 12 2690883 2690883 Missense_Mutation SNP G A 5 34 c.2023G>A c.(2023-2025)GGA>AGA p.G675R

Pat_60 Post-Resistance C12orf32 83695 37 12 2997518 2997518 Missense_Mutation SNP G A 4 163 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_60 Post-Resistance VWF 7450 37 12 6138549 6138549 Missense_Mutation SNP G A 5 201 c.2926C>T c.(2926-2928)CGC>TGC p.R976C

Pat_60 Post-Resistance A2ML1 144568 37 12 9010693 9010693 Missense_Mutation SNP A G 7 8 c.3259A>G c.(3259-3261)ATG>GTG p.M1087V

Pat_60 Post-Resistance A2ML1 144568 37 12 9016423 9016423 Missense_Mutation SNP C T 4 139 c.3536C>T c.(3535-3537)CCA>CTA p.P1179L

Pat_60 Post-Resistance CD69 969 37 12 9907192 9907192 Missense_Mutation SNP A C 95 317 c.482T>G c.(481-483)TTT>TGT p.F161C

Pat_60 Post-Resistance PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 6 348 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_60 Post-Resistance LRP6 4040 37 12 12274091 12274091 Missense_Mutation SNP G A 3 46 c.4811C>T c.(4810-4812)CCG>CTG p.P1604L

Pat_60 Post-Resistance GYS2 2998 37 12 21692230 21692230 Missense_Mutation SNP G A 76 327 c.1852C>T c.(1852-1854)CCA>TCA p.P618S

Pat_60 Post-Resistance TMTC1 83857 37 12 29673644 29673644 Nonsense_Mutation SNP T A 26 89 c.1471A>T c.(1471-1473)AAA>TAA p.K491*

Pat_60 Post-Resistance SLC2A13 114134 37 12 40441979 40441979 Missense_Mutation SNP G A 5 322 c.590C>T c.(589-591)GCG>GTG p.A197V

Pat_60 Post-Resistance PFKM 5213 37 12 48538907 48538907 Missense_Mutation SNP C T 4 129 c.2086C>T c.(2086-2088)CGT>TGT p.R696C



Pat_60 Post-Resistance CACNB3 784 37 12 49219475 49219475 Missense_Mutation SNP C T 36 125 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_60 Post-Resistance RACGAP1 29127 37 12 50390908 50390908 Missense_Mutation SNP C T 4 149 c.959G>A c.(958-960)CGT>CAT p.R320H

Pat_60 Post-Resistance KRT8 3856 37 12 53292473 53292473 Missense_Mutation SNP C T 5 200 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_60 Post-Resistance ESPL1 9700 37 12 53680574 53680574 Missense_Mutation SNP C T 3 85 c.4054C>T c.(4054-4056)CGG>TGG p.R1352W

Pat_60 Post-Resistance KIF5A 3798 37 12 57957435 57957435 Missense_Mutation SNP G T 4 185 c.250G>T c.(250-252)GCT>TCT p.A84S

Pat_60 Post-Resistance RAP1B 5908 37 12 69050092 69050092 Missense_Mutation SNP A G 4 236 c.331A>G c.(331-333)ATG>GTG p.M111V

Pat_60 Post-Resistance PTPRB 5787 37 12 70956819 70956819 Missense_Mutation SNP C T 11 31 c.3319G>A c.(3319-3321)GCC>ACC p.A1107T

Pat_60 Post-Resistance PTPRB 5787 37 12 71029645 71029645 Missense_Mutation SNP C T 4 37 c.257G>A c.(256-258)CGC>CAC p.R86H

Pat_60 Post-Resistance PTPRR 5801 37 12 71155318 71155318 Missense_Mutation SNP C T 6 345 c.560G>A c.(559-561)CGT>CAT p.R187H

Pat_60 Post-Resistance TBC1D15 64786 37 12 72307707 72307707 Splice_Site SNP G A 5 194 c.1518_splice c.e13+1 p.M506_splice

Pat_60 Post-Resistance ACSS3 79611 37 12 81610767 81610767 Missense_Mutation SNP G A 27 92 c.1442G>A c.(1441-1443)GGA>GAA p.G481E

Pat_60 Post-Resistance SLC41A2 84102 37 12 105321753 105321753 Missense_Mutation SNP G T 4 123 c.553C>A c.(553-555)CAG>AAG p.Q185K

Pat_60 Post-Resistance RFX4 5992 37 12 107075789 107075789 Missense_Mutation SNP C T 65 200 c.334C>T c.(334-336)CCT>TCT p.P112S

Pat_60 Post-Resistance RASAL1 8437 37 12 113539775 113539775 Missense_Mutation SNP C T 41 120 c.2141G>A c.(2140-2142)GGG>GAG p.G714E

Pat_60 Post-Resistance RNF10 9921 37 12 121002888 121002888 Missense_Mutation SNP G A 5 386 c.1679G>A c.(1678-1680)CGT>CAT p.R560H

Pat_60 Post-Resistance ANAPC5 51433 37 12 121773427 121773427 Missense_Mutation SNP C T 5 311 c.859G>A c.(859-861)GAA>AAA p.E287K

Pat_60 Post-Resistance TMEM132D 121256 37 12 129563125 129563125 Missense_Mutation SNP A G 31 131 c.2069T>C c.(2068-2070)ATC>ACC p.I690T

Pat_60 Post-Resistance NUPL1 9818 37 13 25894666 25894666 Splice_Site SNP A T 4 117 c.711_splice c.e8-2 p.E237_splice

Pat_60 Post-Resistance RNF6 6049 37 13 26788695 26788695 Missense_Mutation SNP G A 5 192 c.1324C>T c.(1324-1326)CGC>TGC p.R442C

Pat_60 Post-Resistance FLT1 2321 37 13 29004251 29004251 Missense_Mutation SNP C T 4 89 c.1042G>A c.(1042-1044)GCT>ACT p.A348T

Pat_60 Post-Resistance DGKH 160851 37 13 42739570 42739570 Splice_Site SNP G A 4 169 c.958_splice c.e8+1 p.G320_splice

Pat_60 Post-Resistance ATP7B 540 37 13 52511468 52511468 Missense_Mutation SNP C T 4 57 c.3965G>A c.(3964-3966)CGC>CAC p.R1322H

Pat_60 Post-Resistance DIAPH3 81624 37 13 60384961 60384961 Missense_Mutation SNP G A 3 75 c.3124C>T c.(3124-3126)CGC>TGC p.R1042C

Pat_60 Post-Resistance LMO7 4008 37 13 76397821 76397821 Missense_Mutation SNP C A 4 170 c.2062C>A c.(2062-2064)CAG>AAG p.Q688K

Pat_60 Post-Resistance TPP2 7174 37 13 103299599 103299599 Nonsense_Mutation SNP G T 4 95 c.2533G>T c.(2533-2535)GAA>TAA p.E845*

Pat_60 Post-Resistance COL4A2 1284 37 13 111147701 111147701 Missense_Mutation SNP A C 30 90 c.3647A>C c.(3646-3648)CAC>CCC p.H1216P

Pat_60 Post-Resistance FAM70B 348013 37 13 114514844 114514844 Missense_Mutation SNP C T 44 85 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_60 Post-Resistance OR4N5 390437 37 14 20612733 20612733 Missense_Mutation SNP C T 86 260 c.839C>T c.(838-840)CCT>CTT p.P280L

Pat_60 Post-Resistance CHD8 57680 37 14 21860068 21860068 Nonsense_Mutation SNP A T 19 85 c.5972T>A c.(5971-5973)TTG>TAG p.L1991*

Pat_60 Post-Resistance MRPL52 122704 37 14 23303432 23303432 Nonsense_Mutation SNP C T 4 136 c.274C>T c.(274-276)CAG>TAG p.Q92*

Pat_60 Post-Resistance LRP10 26020 37 14 23345043 23345043 Missense_Mutation SNP C T 4 87 c.886C>T c.(886-888)CGT>TGT p.R296C

Pat_60 Post-Resistance REM2 161253 37 14 23354093 23354093 Missense_Mutation SNP A G 3 75 c.314A>G c.(313-315)GAG>GGG p.E105G

Pat_60 Post-Resistance RBM23 55147 37 14 23375485 23375485 Missense_Mutation SNP C T 5 155 c.320G>A c.(319-321)CGT>CAT p.R107H

Pat_60 Post-Resistance PRMT5 10419 37 14 23392017 23392017 Missense_Mutation SNP G A 3 69 c.1513C>T c.(1513-1515)CGG>TGG p.R505W

Pat_60 Post-Resistance C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 18 82 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_60 Post-Resistance PLEKHG3 26030 37 14 65194686 65194686 Missense_Mutation SNP C T 2 0 c.337C>T c.(337-339)CGC>TGC p.R113C

Pat_60 Post-Resistance GALNTL1 57452 37 14 69806275 69806275 Missense_Mutation SNP G A 36 104 c.1126G>A c.(1126-1128)GAT>AAT p.D376N

Pat_60 Post-Resistance SFRS5 6430 37 14 70238000 70238000 Missense_Mutation SNP G A 5 383 c.641G>A c.(640-642)CGG>CAG p.R214Q

Pat_60 Post-Resistance ADAM20 8748 37 14 70990455 70990455 Missense_Mutation SNP C A 4 124 c.1170G>T c.(1168-1170)TTG>TTT p.L390F

Pat_60 Post-Resistance C14orf115 55237 37 14 74825503 74825503 Missense_Mutation SNP G A 27 50 c.2017G>A c.(2017-2019)GAG>AAG p.E673K

Pat_60 Post-Resistance ANGEL1 23357 37 14 77275950 77275950 Missense_Mutation SNP G A 4 152 c.101C>T c.(100-102)GCG>GTG p.A34V

Pat_60 Post-Resistance CCDC88C 440193 37 14 91760643 91760643 Missense_Mutation SNP C T 5 26 c.3986G>A c.(3985-3987)GGG>GAG p.G1329E

Pat_60 Post-Resistance DLK1 8788 37 14 101198450 101198450 Missense_Mutation SNP G A 25 113 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_60 Post-Resistance OR4N3P 390539 37 15 22414263 22414263 Missense_Mutation SNP G A 41 671 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_60 Post-Resistance DLL4 54567 37 15 41228860 41228860 Missense_Mutation SNP C T 3 37 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_60 Post-Resistance UNC13C 440279 37 15 54685300 54685300 Missense_Mutation SNP G A 44 106 c.4768G>A c.(4768-4770)GAT>AAT p.D1590N

Pat_60 Post-Resistance HERC1 8925 37 15 63950785 63950785 Missense_Mutation SNP G A 4 110 c.9557C>T c.(9556-9558)GCC>GTC p.A3186V



Pat_60 Post-Resistance TIPIN 54962 37 15 66641409 66641409 Missense_Mutation SNP A G 3 61 c.464T>C c.(463-465)GTT>GCT p.V155A

Pat_60 Post-Resistance GRAMD2 196996 37 15 72462197 72462197 Missense_Mutation SNP G C 4 176 c.125C>G c.(124-126)CCG>CGG p.P42R

Pat_60 Post-Resistance PKM2 5315 37 15 72492040 72492040 Missense_Mutation SNP C T 4 89 c.1547G>A c.(1546-1548)CGC>CAC p.R516H

Pat_60 Post-Resistance NPTN 27020 37 15 73862544 73862544 Missense_Mutation SNP A C 33 184 c.1061T>G c.(1060-1062)GTG>GGG p.V354G

Pat_60 Post-Resistance ADAMTSL3 57188 37 15 84324532 84324532 Missense_Mutation SNP C T 20 41 c.19C>T c.(19-21)CCC>TCC p.P7S

Pat_60 Post-Resistance ZNF592 9640 37 15 85327009 85327009 Missense_Mutation SNP C T 16 109 c.1103C>T c.(1102-1104)TCC>TTC p.S368F

Pat_60 Post-Resistance ALPK3 57538 37 15 85407771 85407771 Missense_Mutation SNP G A 4 135 c.5204G>A c.(5203-5205)CGG>CAG p.R1735Q

Pat_60 Post-Resistance SLC28A1 9154 37 15 85476379 85476379 Missense_Mutation SNP G A 188 272 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_60 Post-Resistance MAN2A2 4122 37 15 91448870 91448870 Missense_Mutation SNP G A 4 91 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_60 Post-Resistance IGF1R 3480 37 15 99465453 99465453 Missense_Mutation SNP G A 5 133 c.2278G>A c.(2278-2280)GCA>ACA p.A760T

Pat_60 Post-Resistance MEF2A 4205 37 15 100214629 100214629 Missense_Mutation SNP C T 254 396 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_60 Post-Resistance BAIAP3 8938 37 16 1394480 1394480 Missense_Mutation SNP G A 4 83 c.1718G>A c.(1717-1719)CGT>CAT p.R573H

Pat_60 Post-Resistance BTBD12 84464 37 16 3647932 3647932 Missense_Mutation SNP C T 4 95 c.1232G>A c.(1231-1233)CGG>CAG p.R411Q

Pat_60 Post-Resistance GRIN2A 2903 37 16 9858006 9858006 Missense_Mutation SNP G A 37 152 c.3395C>T c.(3394-3396)CCA>CTA p.P1132L

Pat_60 Post-Resistance SMG1 23049 37 16 18845658 18845658 Missense_Mutation SNP C T 4 81 c.8433G>A c.(8431-8433)ATG>ATA p.M2811I

Pat_60 Post-Resistance PDILT 204474 37 16 20384233 20384233 Missense_Mutation SNP G A 25 86 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_60 Post-Resistance ACSM2B 348158 37 16 20576125 20576125 Missense_Mutation SNP C T 4 97 c.43G>A c.(43-45)GGT>AGT p.G15S

Pat_60 Post-Resistance SCNN1G 6340 37 16 23226699 23226699 Missense_Mutation SNP C T 4 141 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_60 Post-Resistance NSMCE1 197370 37 16 27268846 27268846 Missense_Mutation SNP G A 5 186 c.46C>T c.(46-48)CGG>TGG p.R16W

Pat_60 Post-Resistance KIAA0556 23247 37 16 27761489 27761489 Missense_Mutation SNP G A 4 102 c.3208G>A c.(3208-3210)GTT>ATT p.V1070I

Pat_60 Post-Resistance BRD7 29117 37 16 50354288 50354288 Nonsense_Mutation SNP G A 53 128 c.1627C>T c.(1627-1629)CAG>TAG p.Q543*

Pat_60 Post-Resistance TOX3 27324 37 16 52497934 52497934 Missense_Mutation SNP G A 33 65 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_60 Post-Resistance AKTIP 64400 37 16 53532384 53532384 Missense_Mutation SNP G A 4 123 c.167C>T c.(166-168)CCT>CTT p.P56L

Pat_60 Post-Resistance NFATC3 4775 37 16 68200795 68200795 Nonsense_Mutation SNP C T 4 105 c.1651C>T c.(1651-1653)CGA>TGA p.R551*

Pat_60 Post-Resistance ST3GAL2 6483 37 16 70415743 70415743 Missense_Mutation SNP G A 5 139 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_60 Post-Resistance HYDIN 54768 37 16 71004449 71004449 Missense_Mutation SNP C T 17 43 c.5590G>A c.(5590-5592)GAT>AAT p.D1864N

Pat_60 Post-Resistance CLEC18B 497190 37 16 74446957 74446957 Nonsense_Mutation SNP C T 8 45 c.654G>A c.(652-654)TGG>TGA p.W218*

Pat_60 Post-Resistance ATMIN 23300 37 16 81078113 81078113 Missense_Mutation SNP A G 4 141 c.2010A>G c.(2008-2010)ATA>ATG p.I670M

Pat_60 Post-Resistance KIAA1609 57707 37 16 84513551 84513551 Missense_Mutation SNP C T 3 54 c.1339G>A c.(1339-1341)GAA>AAA p.E447K

Pat_60 Post-Resistance ZDHHC7 55625 37 16 85010098 85010098 Missense_Mutation SNP G T 3 32 c.778C>A c.(778-780)CCC>ACC p.P260T

Pat_60 Post-Resistance JPH3 57338 37 16 87678403 87678403 Missense_Mutation SNP G A 3 49 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_60 Post-Resistance FANCA 2175 37 16 89836993 89836993 Missense_Mutation SNP G A 4 11 c.2201C>T c.(2200-2202)TCC>TTC p.S734F

Pat_60 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 100 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_60 Post-Resistance C17orf97 400566 37 17 263346 263346 Missense_Mutation SNP G A 5 93 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_60 Post-Resistance SCARF1 8578 37 17 1538786 1538786 Missense_Mutation SNP G A 4 133 c.1759C>T c.(1759-1761)CGG>TGG p.R587W

Pat_60 Post-Resistance CTNS 1497 37 17 3560052 3560052 Missense_Mutation SNP T A 6 150 c.644T>A c.(643-645)CTC>CAC p.L215H

Pat_60 Post-Resistance USP6 9098 37 17 5040979 5040979 Missense_Mutation SNP G A 7 533 c.859G>A c.(859-861)GTG>ATG p.V287M

Pat_60 Post-Resistance NLRP1 22861 37 17 5461927 5461927 Missense_Mutation SNP C T 15 78 c.2089G>A c.(2089-2091)GGG>AGG p.G697R

Pat_60 Post-Resistance ALOXE3 59344 37 17 8018372 8018372 Nonsense_Mutation SNP C T 33 115 c.438G>A c.(436-438)TGG>TGA p.W146*

Pat_60 Post-Resistance SLC25A35 399512 37 17 8194183 8194183 Nonsense_Mutation SNP G A 4 148 c.706C>T c.(706-708)CAG>TAG p.Q236*

Pat_60 Post-Resistance MYH4 4622 37 17 10351355 10351355 Missense_Mutation SNP T C 11 232 c.4745A>G c.(4744-4746)GAA>GGA p.E1582G

Pat_60 Post-Resistance MYH2 4620 37 17 10435009 10435009 Missense_Mutation SNP C T 48 144 c.2638G>A c.(2638-2640)GAA>AAA p.E880K

Pat_60 Post-Resistance MYH2 4620 37 17 10435020 10435020 Missense_Mutation SNP C T 44 161 c.2627G>A c.(2626-2628)AGG>AAG p.R876K

Pat_60 Post-Resistance TRIM16 10626 37 17 15532480 15532480 Missense_Mutation SNP C T 4 113 c.1144G>A c.(1144-1146)GCA>ACA p.A382T

Pat_60 Post-Resistance CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 10 47 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_60 Post-Resistance LGALS9C 654346 37 17 18395795 18395795 Missense_Mutation SNP C T 22 134 c.697C>T c.(697-699)CCG>TCG p.P233S

Pat_60 Post-Resistance ACACA 31 37 17 35454791 35454791 Missense_Mutation SNP G A 5 178 c.6583C>T c.(6583-6585)CGG>TGG p.R2195W



Pat_60 Post-Resistance HNF1B 6928 37 17 36059083 36059083 Missense_Mutation SNP T C 3 72 c.1652A>G c.(1651-1653)CAG>CGG p.Q551R

Pat_60 Post-Resistance CSF3 1440 37 17 38172082 38172082 Missense_Mutation SNP C T 3 18 c.179C>T c.(178-180)GCG>GTG p.A60V

Pat_60 Post-Resistance WIPF2 147179 37 17 38418845 38418845 Nonsense_Mutation SNP C T 31 64 c.265C>T c.(265-267)CAA>TAA p.Q89*

Pat_60 Post-Resistance KRTAP1-1 81851 37 17 39197597 39197597 Missense_Mutation SNP C T 29 43 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_60 Post-Resistance KAT2A 2648 37 17 40269499 40269499 Missense_Mutation SNP C T 3 54 c.1544G>A c.(1543-1545)CGG>CAG p.R515Q

Pat_60 Post-Resistance CCDC103 388389 37 17 42979934 42979934 Missense_Mutation SNP C T 4 118 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_60 Post-Resistance KPNB1 3837 37 17 45757957 45757957 Missense_Mutation SNP G A 4 173 c.2552G>A c.(2551-2553)CGG>CAG p.R851Q

Pat_60 Post-Resistance OSBPL7 114881 37 17 45885688 45885688 Missense_Mutation SNP T C 12 45 c.2498A>G c.(2497-2499)TAT>TGT p.Y833C

Pat_60 Post-Resistance CDK5RAP3 80279 37 17 46058837 46058837 Missense_Mutation SNP G A 4 191 c.1490G>A c.(1489-1491)CGC>CAC p.R497H

Pat_60 Post-Resistance HSF5 124535 37 17 56557433 56557433 Missense_Mutation SNP G A 5 179 c.746C>T c.(745-747)TCA>TTA p.S249L

Pat_60 Post-Resistance PRR11 55771 37 17 57262915 57262915 Missense_Mutation SNP G A 4 123 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_60 Post-Resistance PLEKHM1P 440456 37 17 62796646 62796646 Missense_Mutation SNP G A 8 32 c.394C>T c.(394-396)CCC>TCC p.P132S

Pat_60 Post-Resistance BPTF 2186 37 17 65850238 65850238 Missense_Mutation SNP C T 4 185 c.796C>T c.(796-798)CGC>TGC p.R266C

Pat_60 Post-Resistance ABCA6 23460 37 17 67079429 67079429 Missense_Mutation SNP G A 16 95 c.4399C>T c.(4399-4401)CTC>TTC p.L1467F

Pat_60 Post-Resistance CD300C 10871 37 17 72539117 72539117 Missense_Mutation SNP G A 15 59 c.410C>T c.(409-411)ACC>ATC p.T137I

Pat_60 Post-Resistance KIAA0195 9772 37 17 73489599 73489599 Missense_Mutation SNP C T 4 72 c.2114C>T c.(2113-2115)ACC>ATC p.T705I

Pat_60 Post-Resistance NPLOC4 55666 37 17 79573769 79573769 Missense_Mutation SNP G A 3 48 c.602C>T c.(601-603)CCG>CTG p.P201L

Pat_60 Post-Resistance RBBP8 5932 37 18 20606151 20606151 Missense_Mutation SNP G A 4 124 c.2642G>A c.(2641-2643)CGT>CAT p.R881H

Pat_60 Post-Resistance LAMA3 3909 37 18 21329415 21329415 Missense_Mutation SNP G A 7 30 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_60 Post-Resistance DSC3 1825 37 18 28576947 28576947 Missense_Mutation SNP C T 33 77 c.2303G>A c.(2302-2304)GGA>GAA p.G768E

Pat_60 Post-Resistance TTR 7276 37 18 29178613 29178613 Missense_Mutation SNP C T 4 103 c.419C>T c.(418-420)GCT>GTT p.A140V

Pat_60 Post-Resistance CDH7 1005 37 18 63547825 63547825 Missense_Mutation SNP G A 37 123 c.2053G>A c.(2053-2055)GAT>AAT p.D685N

Pat_60 Post-Resistance NETO1 81832 37 18 70417450 70417450 Missense_Mutation SNP C T 14 69 c.1388G>A c.(1387-1389)GGA>GAA p.G463E

Pat_60 Post-Resistance HCN2 610 37 19 615927 615927 Missense_Mutation SNP G A 4 35 c.2123G>A c.(2122-2124)GGT>GAT p.G708D

Pat_60 Post-Resistance DPP9 91039 37 19 4714134 4714134 Missense_Mutation SNP G A 3 54 c.272C>T c.(271-273)ACG>ATG p.T91M

Pat_60 Post-Resistance TICAM1 148022 37 19 4816882 4816882 Missense_Mutation SNP G A 3 52 c.1508C>T c.(1507-1509)ACG>ATG p.T503M

Pat_60 Post-Resistance TICAM1 148022 37 19 4817390 4817390 Missense_Mutation SNP G A 4 95 c.1000C>T c.(1000-1002)CTC>TTC p.L334F

Pat_60 Post-Resistance SH2D3A 10045 37 19 6755143 6755143 Missense_Mutation SNP C T 5 266 c.680G>A c.(679-681)CGT>CAT p.R227H

Pat_60 Post-Resistance C19orf59 199675 37 19 7743386 7743386 Missense_Mutation SNP C T 8 55 c.383C>T c.(382-384)TCC>TTC p.S128F

Pat_60 Post-Resistance CD209 30835 37 19 7810835 7810835 Missense_Mutation SNP T C 5 243 c.317A>G c.(316-318)CAG>CGG p.Q106R

Pat_60 Post-Resistance MUC16 94025 37 19 9089200 9089200 Missense_Mutation SNP G A 3 7 c.2615C>T c.(2614-2616)CCA>CTA p.P872L

Pat_60 Post-Resistance TYK2 7297 37 19 10461832 10461832 Missense_Mutation SNP G A 12 13 c.3325C>T c.(3325-3327)CTT>TTT p.L1109F

Pat_60 Post-Resistance QTRT1 81890 37 19 10823303 10823303 Missense_Mutation SNP C T 4 142 c.860C>T c.(859-861)GCG>GTG p.A287V

Pat_60 Post-Resistance TSPAN16 26526 37 19 11408863 11408863 Missense_Mutation SNP G A 24 60 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_60 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 8 337 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_60 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 338 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_60 Post-Resistance ZNF878 729747 37 19 12155757 12155757 Missense_Mutation SNP C A 10 292 c.600G>T c.(598-600)AGG>AGT p.R200S

Pat_60 Post-Resistance ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 6 147 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_60 Post-Resistance IL27RA 9466 37 19 14160009 14160009 Missense_Mutation SNP C T 4 72 c.1285C>T c.(1285-1287)CCT>TCT p.P429S

Pat_60 Post-Resistance FAM129C 199786 37 19 17653011 17653011 Missense_Mutation SNP C T 4 151 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_60 Post-Resistance RFXANK 8625 37 19 19308410 19308410 Missense_Mutation SNP G A 3 40 c.418G>A c.(418-420)GTT>ATT p.V140I

Pat_60 Post-Resistance CILP2 148113 37 19 19656316 19656316 Missense_Mutation SNP G A 3 14 c.2962G>A c.(2962-2964)GCA>ACA p.A988T

Pat_60 Post-Resistance ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 5 345 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_60 Post-Resistance ZNF93 81931 37 19 20045266 20045266 Missense_Mutation SNP A G 7 378 c.1502A>G c.(1501-1503)AAA>AGA p.K501R

Pat_60 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 4 142 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_60 Post-Resistance ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 6 196 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_60 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 7 173 c.1249A>G c.(1249-1251)AAG>GAG p.K417E



Pat_60 Post-Resistance ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 8 533 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_60 Post-Resistance C19orf2 8725 37 19 30500088 30500088 Missense_Mutation SNP G T 5 54 c.863G>T c.(862-864)TGT>TTT p.C288F

Pat_60 Post-Resistance ANKRD27 84079 37 19 33089136 33089136 Missense_Mutation SNP G A 5 202 c.3068C>T c.(3067-3069)ACG>ATG p.T1023M

Pat_60 Post-Resistance SLC7A10 56301 37 19 33703799 33703799 Missense_Mutation SNP G A 4 44 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_60 Post-Resistance LGI4 163175 37 19 35617799 35617799 Missense_Mutation SNP C T 14 27 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_60 Post-Resistance FXYD1 5348 37 19 35631041 35631041 Missense_Mutation SNP G A 20 85 c.58G>A c.(58-60)GCA>ACA p.A20T

Pat_60 Post-Resistance PRODH2 58510 37 19 36297393 36297393 Missense_Mutation SNP C T 4 165 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_60 Post-Resistance ZFP82 284406 37 19 36883767 36883767 Missense_Mutation SNP G A 31 115 c.1475C>T c.(1474-1476)TCC>TTC p.S492F

Pat_60 Post-Resistance HKR1 284459 37 19 37854172 37854172 Missense_Mutation SNP C T 5 245 c.1475C>T c.(1474-1476)ACG>ATG p.T492M

Pat_60 Post-Resistance PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 7 290 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_60 Post-Resistance CEACAM3 1084 37 19 42300616 42300616 Missense_Mutation SNP C T 4 118 c.7C>T c.(7-9)CCC>TCC p.P3S

Pat_60 Post-Resistance PSG11 5680 37 19 43522979 43522979 Missense_Mutation SNP C T 117 423 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_60 Post-Resistance QPCTL 54814 37 19 46198776 46198776 Missense_Mutation SNP C A 5 231 c.433C>A c.(433-435)CCA>ACA p.P145T

Pat_60 Post-Resistance TRPM4 54795 37 19 49703901 49703901 Missense_Mutation SNP G A 4 88 c.2812G>A c.(2812-2814)GGC>AGC p.G938S

Pat_60 Post-Resistance MED25 81857 37 19 50333849 50333849 Missense_Mutation SNP C T 7 21 c.901C>T c.(901-903)CCT>TCT p.P301S

Pat_60 Post-Resistance SHANK1 50944 37 19 51207744 51207744 Nonsense_Mutation SNP G A 46 140 c.1105C>T c.(1105-1107)CGA>TGA p.R369*

Pat_60 Post-Resistance VN1R2 317701 37 19 53762364 53762364 Missense_Mutation SNP T A 37 123 c.736T>A c.(736-738)TTG>ATG p.L246M

Pat_60 Post-Resistance NLRP12 91662 37 19 54313084 54313084 Missense_Mutation SNP G A 27 100 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_60 Post-Resistance LILRA3 11026 37 19 54802025 54802025 Missense_Mutation SNP G A 55 190 c.1163C>T c.(1162-1164)ACC>ATC p.T388I

Pat_60 Post-Resistance TNNT1 7138 37 19 55652634 55652634 Missense_Mutation SNP C T 13 41 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_60 Post-Resistance PTPRH 5794 37 19 55710101 55710101 Missense_Mutation SNP C T 22 55 c.1600G>A c.(1600-1602)GAA>AAA p.E534K

Pat_60 Post-Resistance SAPS1 22870 37 19 55741984 55741985 Missense_Mutation DNP GA AC 7 12 c.2638_2639TC>GTc.(2638-2640)TCC>GTC p.S880V

Pat_60 Post-Resistance NLRP8 126205 37 19 56466334 56466334 Missense_Mutation SNP G A 32 118 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_60 Post-Resistance ZNF582 147948 37 19 56903117 56903117 Missense_Mutation SNP G A 38 143 c.5C>T c.(4-6)TCC>TTC p.S2F

Pat_60 Post-Resistance ZNF324B 388569 37 19 58965148 58965148 Missense_Mutation SNP G A 4 159 c.80G>A c.(79-81)CGC>CAC p.R27H

Pat_60 Post-Resistance CHMP2A 27243 37 19 59063796 59063796 Missense_Mutation SNP G A 4 80 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_60 Post-Resistance C2orf44 80304 37 2 24262277 24262277 Missense_Mutation SNP C A 4 143 c.88G>T c.(88-90)GAT>TAT p.D30Y

Pat_60 Post-Resistance DPYSL5 56896 37 2 27121449 27121449 Missense_Mutation SNP G A 4 115 c.82G>A c.(82-84)GTC>ATC p.V28I

Pat_60 Post-Resistance CAPN13 92291 37 2 30974117 30974117 Missense_Mutation SNP C T 13 51 c.1088G>A c.(1087-1089)GGA>GAA p.G363E

Pat_60 Post-Resistance PPM1B 5495 37 2 44428478 44428478 Missense_Mutation SNP C T 140 405 c.140C>T c.(139-141)CCT>CTT p.P47L

Pat_60 Post-Resistance BMP10 27302 37 2 69093407 69093407 Missense_Mutation SNP G T 4 101 c.631C>A c.(631-633)CAA>AAA p.Q211K

Pat_60 Post-Resistance GMCL1 64395 37 2 70068151 70068151 Missense_Mutation SNP G A 4 135 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_60 Post-Resistance ALMS1 7840 37 2 73830432 73830432 Splice_Site SNP G A 4 147 c.12365_splice c.e23+1 p.R4122_splice

Pat_60 Post-Resistance CTNNA2 1496 37 2 79878741 79878741 Missense_Mutation SNP G A 4 191 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_60 Post-Resistance TMEM127 55654 37 2 96919572 96919572 Nonsense_Mutation SNP G A 4 64 c.691C>T c.(691-693)CAG>TAG p.Q231*

Pat_60 Post-Resistance C2orf55 343990 37 2 99438325 99438325 Missense_Mutation SNP C T 9 34 c.2411G>A c.(2410-2412)GGA>GAA p.G804E

Pat_60 Post-Resistance AFF3 3899 37 2 100182007 100182007 Missense_Mutation SNP C T 39 155 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_60 Post-Resistance TBC1D8 11138 37 2 101654100 101654100 Missense_Mutation SNP G A 24 127 c.1301C>T c.(1300-1302)TCT>TTT p.S434F

Pat_60 Post-Resistance IL18R1 8809 37 2 103013120 103013120 Missense_Mutation SNP G A 43 84 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_60 Post-Resistance C2orf40 84417 37 2 106688341 106688341 Nonsense_Mutation SNP C T 31 100 c.121C>T c.(121-123)CGA>TGA p.R41*

Pat_60 Post-Resistance SULT1C2 6819 37 2 108921994 108921994 Missense_Mutation SNP C T 24 98 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_60 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 3 23 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_60 Post-Resistance RABL2A 11159 37 2 114392676 114392676 Missense_Mutation SNP C T 35 81 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_60 Post-Resistance MARCO 8685 37 2 119750742 119750742 Missense_Mutation SNP G A 48 143 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_60 Post-Resistance TFCP2L1 29842 37 2 122004453 122004453 Missense_Mutation SNP C T 27 125 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_60 Post-Resistance THSD7B 80731 37 2 137814542 137814542 Missense_Mutation SNP C T 67 235 c.599C>T c.(598-600)TCC>TTC p.S200F

Pat_60 Post-Resistance ZEB2 9839 37 2 145161680 145161680 Missense_Mutation SNP G A 36 89 c.610C>T c.(610-612)CCA>TCA p.P204S



Pat_60 Post-Resistance NEB 4703 37 2 152548828 152548828 Missense_Mutation SNP A T 17 95 c.1945T>A c.(1945-1947)TAC>AAC p.Y649N

Pat_60 Post-Resistance RPRM 56475 37 2 154334953 154334953 Missense_Mutation SNP C T 3 45 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_60 Post-Resistance SCN1A 6323 37 2 166872150 166872150 Missense_Mutation SNP C T 83 254 c.3484G>A c.(3484-3486)GAA>AAA p.E1162K

Pat_60 Post-Resistance STK39 27347 37 2 169038500 169038500 Missense_Mutation SNP C T 4 173 c.309G>A c.(307-309)ATG>ATA p.M103I

Pat_60 Post-Resistance LRP2 4036 37 2 170048380 170048380 Missense_Mutation SNP G T 4 186 c.8994C>A c.(8992-8994)TTC>TTA p.F2998L

Pat_60 Post-Resistance METTL5 29081 37 2 170676111 170676111 Missense_Mutation SNP C T 4 140 c.449G>A c.(448-450)AGA>AAA p.R150K

Pat_60 Post-Resistance COL3A1 1281 37 2 189854850 189854850 Missense_Mutation SNP G A 34 157 c.719G>A c.(718-720)GGA>GAA p.G240E

Pat_60 Post-Resistance MARS2 92935 37 2 198570245 198570245 Missense_Mutation SNP A G 20 53 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_60 Post-Resistance CCNYL1 151195 37 2 208618390 208618390 Missense_Mutation SNP G A 4 185 c.895G>A c.(895-897)GGT>AGT p.G299S

Pat_60 Post-Resistance DES 1674 37 2 220283231 220283231 Missense_Mutation SNP G A 3 23 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_60 Post-Resistance EPHA4 2043 37 2 222428987 222428987 Missense_Mutation SNP C T 48 209 c.287G>A c.(286-288)AGG>AAG p.R96K

Pat_60 Post-Resistance COL4A4 1286 37 2 227953434 227953434 Missense_Mutation SNP G A 19 82 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_60 Post-Resistance AGFG1 3267 37 2 228384716 228384716 Missense_Mutation SNP C T 74 173 c.314C>T c.(313-315)CCA>CTA p.P105L

Pat_60 Post-Resistance INPP5D 3635 37 2 234079721 234079721 Missense_Mutation SNP A T 13 53 c.1912A>T c.(1912-1914)ATC>TTC p.I638F

Pat_60 Post-Resistance LRRFIP1 9208 37 2 238668812 238668812 Missense_Mutation SNP T A 4 141 c.853T>A c.(853-855)TTA>ATA p.L285I

Pat_60 Post-Resistance CPXM1 56265 37 20 2777038 2777038 Missense_Mutation SNP C T 29 89 c.1097G>A c.(1096-1098)GGG>GAG p.G366E

Pat_60 Post-Resistance PANK2 80025 37 20 3869901 3869901 Missense_Mutation SNP G A 3 37 c.154G>A c.(154-156)GGA>AGA p.G52R

Pat_60 Post-Resistance ANKRD5 63926 37 20 10019194 10019194 Missense_Mutation SNP G A 4 104 c.245G>A c.(244-246)TGT>TAT p.C82Y

Pat_60 Post-Resistance ZNF341 84905 37 20 32379219 32379219 Missense_Mutation SNP G A 3 32 c.2461G>A c.(2461-2463)GCT>ACT p.A821T

Pat_60 Post-Resistance MMP24 10893 37 20 33862287 33862287 Missense_Mutation SNP G A 4 102 c.1813G>A c.(1813-1815)GTG>ATG p.V605M

Pat_60 Post-Resistance FAM83C 128876 37 20 33874856 33874856 Missense_Mutation SNP C T 9 29 c.1726G>A c.(1726-1728)GGT>AGT p.G576S

Pat_60 Post-Resistance PIGT 51604 37 20 44049037 44049037 Nonsense_Mutation SNP C T 3 47 c.835C>T c.(835-837)CGA>TGA p.R279*

Pat_60 Post-Resistance NCOA3 8202 37 20 46265037 46265038 Missense_Mutation DNP CC TT 38 110 c.1907_1908CC>TT c.(1906-1908)TCC>TTT p.S636F

Pat_60 Post-Resistance PREX1 57580 37 20 47266569 47266569 Missense_Mutation SNP C T 4 70 c.2993G>A c.(2992-2994)CGC>CAC p.R998H

Pat_60 Post-Resistance ZNFX1 57169 37 20 47887292 47887292 Missense_Mutation SNP G A 76 238 c.1057C>T c.(1057-1059)CTT>TTT p.L353F

Pat_60 Post-Resistance SLC9A8 23315 37 20 48503428 48503428 Missense_Mutation SNP C T 16 84 c.1631C>T c.(1630-1632)ACG>ATG p.T544M

Pat_60 Post-Resistance NFATC2 4773 37 20 50092091 50092091 Missense_Mutation SNP G A 5 256 c.1439C>T c.(1438-1440)ACG>ATG p.T480M

Pat_60 Post-Resistance ZFP64 55734 37 20 50701503 50701503 Missense_Mutation SNP G A 4 86 c.1531C>T c.(1531-1533)CGC>TGC p.R511C

Pat_60 Post-Resistance ZNF217 7764 37 20 52193618 52193618 Missense_Mutation SNP T C 6 392 c.1685A>G c.(1684-1686)GAT>GGT p.D562G

Pat_60 Post-Resistance CTSZ 1522 37 20 57576697 57576697 Missense_Mutation SNP G A 4 78 c.310C>T c.(310-312)CGG>TGG p.R104W

Pat_60 Post-Resistance OGFR 11054 37 20 61441864 61441864 Nonsense_Mutation SNP C T 4 117 c.412C>T c.(412-414)CGA>TGA p.R138*

Pat_60 Post-Resistance TPTE 7179 37 21 10934997 10934997 Missense_Mutation SNP C T 41 436 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_60 Post-Resistance SAMSN1 64092 37 21 15884895 15884895 Splice_Site SNP C T 26 123 c.280_splice c.e4-1 p.D94_splice

Pat_60 Post-Resistance RNF160 26046 37 21 30353449 30353449 Missense_Mutation SNP C T 4 96 c.940G>A c.(940-942)GTA>ATA p.V314I

Pat_60 Post-Resistance CHAF1B 8208 37 21 37775128 37775128 Missense_Mutation SNP G A 7 556 c.736G>A c.(736-738)GGA>AGA p.G246R

Pat_60 Post-Resistance POTEH 23784 37 22 16287387 16287387 Missense_Mutation SNP C T 20 140 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_60 Post-Resistance PPIL2 23759 37 22 22043087 22043087 Missense_Mutation SNP G A 4 187 c.1088G>A c.(1087-1089)CGC>CAC p.R363H

Pat_60 Post-Resistance ADORA2A 135 37 22 24837399 24837399 Missense_Mutation SNP G A 4 38 c.1181G>A c.(1180-1182)TGC>TAC p.C394Y

Pat_60 Post-Resistance PIWIL3 440822 37 22 25130079 25130079 Missense_Mutation SNP C T 4 152 c.1679G>A c.(1678-1680)CGG>CAG p.R560Q

Pat_60 Post-Resistance PIWIL3 440822 37 22 25145722 25145722 Missense_Mutation SNP T C 4 151 c.1154A>G c.(1153-1155)AAG>AGG p.K385R

Pat_60 Post-Resistance HPS4 89781 37 22 26854486 26854486 Missense_Mutation SNP G A 4 99 c.1771C>T c.(1771-1773)CCC>TCC p.P591S

Pat_60 Post-Resistance OSM 5008 37 22 30659934 30659934 Missense_Mutation SNP G A 4 181 c.697C>T c.(697-699)CGC>TGC p.R233C

Pat_60 Post-Resistance TIMP3 7078 37 22 33253267 33253267 Missense_Mutation SNP T G 30 130 c.236T>G c.(235-237)GTG>GGG p.V79G

Pat_60 Post-Resistance LARGE 9215 37 22 33673126 33673126 Missense_Mutation SNP G A 4 174 c.1993C>T c.(1993-1995)CGT>TGT p.R665C

Pat_60 Post-Resistance MYH9 4627 37 22 36737462 36737462 Missense_Mutation SNP G A 5 176 c.443C>T c.(442-444)CCT>CTT p.P148L

Pat_60 Post-Resistance C22orf33 339669 37 22 37398038 37398038 Missense_Mutation SNP C T 4 53 c.329G>A c.(328-330)GGA>GAA p.G110E

Pat_60 Post-Resistance ENTHD1 150350 37 22 40140135 40140135 Missense_Mutation SNP G A 32 131 c.1373C>T c.(1372-1374)TCC>TTC p.S458F



Pat_60 Post-Resistance MKL1 57591 37 22 40814967 40814967 Missense_Mutation SNP G A 4 60 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_60 Post-Resistance ZC3H7B 23264 37 22 41753416 41753416 Missense_Mutation SNP G A 4 161 c.2917G>A c.(2917-2919)GCC>ACC p.A973T

Pat_60 Post-Resistance CELSR1 9620 37 22 46930127 46930127 Missense_Mutation SNP C T 4 137 c.2941G>A c.(2941-2943)GCC>ACC p.A981T

Pat_60 Post-Resistance PLXNB2 23654 37 22 50721158 50721158 Missense_Mutation SNP G A 4 20 c.2969C>T c.(2968-2970)CCG>CTG p.P990L

Pat_60 Post-Resistance CNTN4 152330 37 3 2944618 2944618 Missense_Mutation SNP C T 4 65 c.1136C>T c.(1135-1137)GCT>GTT p.A379V

Pat_60 Post-Resistance SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 30 74 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_60 Post-Resistance GRIP2 80852 37 3 14558673 14558673 Missense_Mutation SNP G A 8 42 c.1499C>T c.(1498-1500)TCC>TTC p.S500F

Pat_60 Post-Resistance C3orf20 84077 37 3 14725869 14725869 Missense_Mutation SNP G A 4 123 c.605G>A c.(604-606)AGC>AAC p.S202N

Pat_60 Post-Resistance TOP2B 7155 37 3 25665167 25665167 Missense_Mutation SNP G A 4 98 c.2566C>T c.(2566-2568)CGT>TGT p.R856C

Pat_60 Post-Resistance LRRC3B 116135 37 3 26751407 26751407 Missense_Mutation SNP G A 13 90 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_60 Post-Resistance SUSD5 26032 37 3 33195084 33195084 Missense_Mutation SNP G A 4 66 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_60 Post-Resistance C3orf35 339883 37 3 37458971 37458971 Missense_Mutation SNP C T 11 58 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_60 Post-Resistance SCN11A 11280 37 3 38913199 38913199 Missense_Mutation SNP C T 18 66 c.3496G>A c.(3496-3498)GTG>ATG p.V1166M

Pat_60 Post-Resistance KBTBD5 131377 37 3 42728002 42728002 Missense_Mutation SNP G A 63 258 c.892G>A c.(892-894)GCC>ACC p.A298T

Pat_60 Post-Resistance SLC6A20 54716 37 3 45804477 45804477 Missense_Mutation SNP G A 5 195 c.1391C>T c.(1390-1392)GCG>GTG p.A464V

Pat_60 Post-Resistance C3orf71 646450 37 3 48955819 48955819 Missense_Mutation SNP G A 5 175 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_60 Post-Resistance UBA7 7318 37 3 49850941 49850941 Missense_Mutation SNP G A 30 93 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_60 Post-Resistance HYAL2 8692 37 3 50355847 50355847 Missense_Mutation SNP G A 4 83 c.1135C>T c.(1135-1137)CGC>TGC p.R379C

Pat_60 Post-Resistance DOCK3 1795 37 3 51378711 51378712 Nonsense_Mutation DNP GG AA 10 36 c.3810_3811GG>AAc.(3808-3813)TGGGAG>TGAAAGp.1270_1271WE>*K

Pat_60 Post-Resistance EPHA3 2042 37 3 89499348 89499348 Missense_Mutation SNP G A 28 80 c.2518G>A c.(2518-2520)GGC>AGC p.G840S

Pat_60 Post-Resistance ALCAM 214 37 3 105268981 105268981 Missense_Mutation SNP C T 97 482 c.1385C>T c.(1384-1386)TCT>TTT p.S462F

Pat_60 Post-Resistance CCDC54 84692 37 3 107096571 107096571 Missense_Mutation SNP C T 65 282 c.137C>T c.(136-138)CCC>CTC p.P46L

Pat_60 Post-Resistance DPPA2 151871 37 3 109023481 109023481 Missense_Mutation SNP G A 19 118 c.695C>T c.(694-696)TCG>TTG p.S232L

Pat_60 Post-Resistance CD96 10225 37 3 111263979 111263979 Missense_Mutation SNP G A 66 203 c.148G>A c.(148-150)GTA>ATA p.V50I

Pat_60 Post-Resistance ATP6V1A 523 37 3 113513976 113513976 Missense_Mutation SNP C T 35 113 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_60 Post-Resistance KALRN 8997 37 3 123946875 123946875 Missense_Mutation SNP C T 70 207 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_60 Post-Resistance RHO 6010 37 3 129251606 129251606 Missense_Mutation SNP G A 20 61 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_60 Post-Resistance COL6A6 131873 37 3 130282320 130282320 Missense_Mutation SNP G A 16 60 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_60 Post-Resistance CLDN18 51208 37 3 137717873 137717873 Nonsense_Mutation SNP C T 4 170 c.163C>T c.(163-165)CGA>TGA p.R55*

Pat_60 Post-Resistance GRK7 131890 37 3 141535584 141535584 Missense_Mutation SNP C T 45 154 c.1354C>T c.(1354-1356)CAT>TAT p.H452Y

Pat_60 Post-Resistance ZIC1 7545 37 3 147130368 147130368 Missense_Mutation SNP G A 4 142 c.1046G>A c.(1045-1047)CGC>CAC p.R349H

Pat_60 Post-Resistance IGSF10 285313 37 3 151156133 151156134 Nonsense_Mutation DNP CC TT 57 197 c.6215_6216GG>AAc.(6214-6216)TGG>TAA p.W2072*

Pat_60 Post-Resistance PIK3CA 5290 37 3 178936076 178936076 Missense_Mutation SNP C T 48 125 c.1618C>T c.(1618-1620)CTC>TTC p.L540F

Pat_60 Post-Resistance ATP11B 23200 37 3 182598736 182598736 Missense_Mutation SNP G A 4 169 c.2476G>A c.(2476-2478)GTA>ATA p.V826I

Pat_60 Post-Resistance VPS8 23355 37 3 184586815 184586815 Missense_Mutation SNP G A 3 41 c.1582G>A c.(1582-1584)GCA>ACA p.A528T

Pat_60 Post-Resistance MASP1 5648 37 3 187003811 187003812 Missense_Mutation DNP GG AA 18 85 c.38_39CC>TT c.(37-39)TCC>TTT p.S13F

Pat_60 Post-Resistance BCL6 604 37 3 187451346 187451346 Missense_Mutation SNP G A 70 248 c.136C>T c.(136-138)CAT>TAT p.H46Y

Pat_60 Post-Resistance LEPREL1 55214 37 3 189705374 189705374 Missense_Mutation SNP T A 22 90 c.1040A>T c.(1039-1041)GAT>GTT p.D347V

Pat_60 Post-Resistance ZNF595 152687 37 4 59971 59971 Missense_Mutation SNP G A 40 845 c.151G>A c.(151-153)GAC>AAC p.D51N

Pat_60 Post-Resistance RGS12 6002 37 4 3418818 3418818 Missense_Mutation SNP A G 3 36 c.2606A>G c.(2605-2607)AAG>AGG p.K869R

Pat_60 Post-Resistance ACOX3 8310 37 4 8418142 8418142 Missense_Mutation SNP G A 4 162 c.107C>T c.(106-108)GCG>GTG p.A36V

Pat_60 Post-Resistance DHX15 1665 37 4 24556475 24556475 Missense_Mutation SNP G A 89 244 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_60 Post-Resistance TBC1D19 55296 37 4 26616029 26616029 Splice_Site SNP G A 28 133 c.173_splice c.e3-1 p.G58_splice

Pat_60 Post-Resistance KLHL5 51088 37 4 39098412 39098412 Missense_Mutation SNP G A 4 186 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_60 Post-Resistance UGDH 7358 37 4 39512092 39512092 Missense_Mutation SNP C T 4 166 c.544G>A c.(544-546)GGG>AGG p.G182R

Pat_60 Post-Resistance FRYL 285527 37 4 48551532 48551532 Missense_Mutation SNP T C 3 72 c.4742A>G c.(4741-4743)GAT>GGT p.D1581G

Pat_60 Post-Resistance ARL9 132946 37 4 57384853 57384853 Missense_Mutation SNP G A 4 194 c.26G>A c.(25-27)AGT>AAT p.S9N



Pat_60 Post-Resistance MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 9 504 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_60 Post-Resistance MUC7 4589 37 4 71347312 71347312 Missense_Mutation SNP C T 120 481 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_60 Post-Resistance NPFFR2 10886 37 4 73013491 73013491 Missense_Mutation SNP G A 35 105 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_60 Post-Resistance SHROOM3 57619 37 4 77661877 77661877 Missense_Mutation SNP G A 4 129 c.2551G>A c.(2551-2553)GGG>AGG p.G851R

Pat_60 Post-Resistance CNOT6L 246175 37 4 78663361 78663361 Missense_Mutation SNP G A 3 78 c.806C>T c.(805-807)GCC>GTC p.A269V

Pat_60 Post-Resistance EMCN 51705 37 4 101331494 101331494 Missense_Mutation SNP C T 70 225 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_60 Post-Resistance ELOVL6 79071 37 4 110972801 110972801 Missense_Mutation SNP C T 4 101 c.491G>A c.(490-492)GGT>GAT p.G164D

Pat_60 Post-Resistance PCDH18 54510 37 4 138451711 138451711 Missense_Mutation SNP C T 52 209 c.1532G>A c.(1531-1533)GGA>GAA p.G511E

Pat_60 Post-Resistance FGB 2244 37 4 155488947 155488947 Nonsense_Mutation SNP C A 7 294 c.693C>A c.(691-693)TGC>TGA p.C231*

Pat_60 Post-Resistance SORBS2 8470 37 4 186545415 186545415 Missense_Mutation SNP C T 19 38 c.1156G>A c.(1156-1158)GAT>AAT p.D386N

Pat_60 Post-Resistance SLC6A19 340024 37 5 1217046 1217046 Missense_Mutation SNP G A 4 118 c.1159G>A c.(1159-1161)GCC>ACC p.A387T

Pat_60 Post-Resistance IRX1 79192 37 5 3600291 3600291 Missense_Mutation SNP C A 3 57 c.1229C>A c.(1228-1230)CCA>CAA p.P410Q

Pat_60 Post-Resistance DNAH5 1767 37 5 13769246 13769246 Splice_Site SNP C T 70 264 c.9721_splice c.e58-1 p.V3241_splice

Pat_60 Post-Resistance DNAH5 1767 37 5 13865814 13865814 Missense_Mutation SNP C T 16 104 c.4318G>A c.(4318-4320)GAA>AAA p.E1440K

Pat_60 Post-Resistance PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 4 145 c.1886G>C c.(1885-1887)AGA>ACA p.R629T

Pat_60 Post-Resistance CDH10 1008 37 5 24491748 24491748 Missense_Mutation SNP G A 4 139 c.1813C>T c.(1813-1815)CTC>TTC p.L605F

Pat_60 Post-Resistance ADAMTS12 81792 37 5 33648935 33648935 Missense_Mutation SNP C T 22 81 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_60 Post-Resistance EGFLAM 133584 37 5 38370509 38370509 Missense_Mutation SNP G A 14 55 c.657G>A c.(655-657)ATG>ATA p.M219I

Pat_60 Post-Resistance OSMR 9180 37 5 38904103 38904103 Missense_Mutation SNP C T 23 102 c.1111C>T c.(1111-1113)CAT>TAT p.H371Y

Pat_60 Post-Resistance IL6ST 3572 37 5 55260069 55260069 Missense_Mutation SNP G A 5 158 c.563C>T c.(562-564)ACT>ATT p.T188I

Pat_60 Post-Resistance MAST4 375449 37 5 66459994 66459994 Missense_Mutation SNP G A 5 10 c.4420G>A c.(4420-4422)GGC>AGC p.G1474S

Pat_60 Post-Resistance FBN2 2201 37 5 127681049 127681049 Missense_Mutation SNP C T 4 155 c.3217G>A c.(3217-3219)GAC>AAC p.D1073N

Pat_60 Post-Resistance FBXL21 26223 37 5 135277202 135277202 Missense_Mutation SNP A C 12 23 c.1147A>C c.(1147-1149)ATC>CTC p.I383L

Pat_60 Post-Resistance UBE2D2 7322 37 5 139003042 139003042 Missense_Mutation SNP G A 4 141 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_60 Post-Resistance PCDHA13 56136 37 5 140263608 140263609 Missense_Mutation DNP GG AA 22 34 c.1755_1756GG>AAc.(1753-1758)GTGGGT>GTAAGTp.G586S

Pat_60 Post-Resistance PCDHB1 29930 37 5 140432969 140432969 Missense_Mutation SNP G T 4 144 c.1914G>T c.(1912-1914)ATG>ATT p.M638I

Pat_60 Post-Resistance PCDHGA3 56112 37 5 140725042 140725042 Missense_Mutation SNP G A 4 154 c.1442G>A c.(1441-1443)AGC>AAC p.S481N

Pat_60 Post-Resistance PCDHGA3 56112 37 5 140725705 140725705 Missense_Mutation SNP G A 4 100 c.2105G>A c.(2104-2106)TGC>TAC p.C702Y

Pat_60 Post-Resistance PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 85 165 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_60 Post-Resistance G3BP1 10146 37 5 151179525 151179525 Nonsense_Mutation SNP C T 4 89 c.919C>T c.(919-921)CGA>TGA p.R307*

Pat_60 Post-Resistance RARS 5917 37 5 167944932 167944932 Missense_Mutation SNP C T 4 145 c.1738C>T c.(1738-1740)CGG>TGG p.R580W

Pat_60 Post-Resistance DSP 1832 37 6 7578114 7578114 Missense_Mutation SNP C A 4 122 c.2980C>A c.(2980-2982)CAA>AAA p.Q994K

Pat_60 Post-Resistance BTN3A3 10384 37 6 26448550 26448550 Missense_Mutation SNP G A 4 156 c.790G>A c.(790-792)GCA>ACA p.A264T

Pat_60 Post-Resistance MDC1 9656 37 6 30673208 30673208 Missense_Mutation SNP T C 7 344 c.3752A>G c.(3751-3753)CAG>CGG p.Q1251R

Pat_60 Post-Resistance TNXB 7148 37 6 32023823 32023823 Missense_Mutation SNP T C 5 83 c.8272A>G c.(8272-8274)ATC>GTC p.I2758V

Pat_60 Post-Resistance GRM4 2914 37 6 33995965 33995965 Missense_Mutation SNP G A 4 40 c.2621C>T c.(2620-2622)ACG>ATG p.T874M

Pat_60 Post-Resistance FKBP5 2289 37 6 35558971 35558971 Missense_Mutation SNP G A 56 132 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_60 Post-Resistance BRPF3 27154 37 6 36178152 36178152 Missense_Mutation SNP C T 21 70 c.2026C>T c.(2026-2028)CAC>TAC p.H676Y

Pat_60 Post-Resistance C6orf222 389384 37 6 36298400 36298400 Missense_Mutation SNP T A 29 85 c.68A>T c.(67-69)CAG>CTG p.Q23L

Pat_60 Post-Resistance SLC22A7 10864 37 6 43270428 43270428 Missense_Mutation SNP G A 4 7 c.1312G>A c.(1312-1314)GGG>AGG p.G438R

Pat_60 Post-Resistance TJAP1 93643 37 6 43473429 43473429 Missense_Mutation SNP A T 4 21 c.1510A>T c.(1510-1512)AGG>TGG p.R504W

Pat_60 Post-Resistance ENPP5 59084 37 6 46135935 46135935 Missense_Mutation SNP G A 4 173 c.65C>T c.(64-66)TCT>TTT p.S22F

Pat_60 Post-Resistance MEP1A 4224 37 6 46797239 46797239 Missense_Mutation SNP G A 70 258 c.1075G>A c.(1075-1077)GTT>ATT p.V359I

Pat_60 Post-Resistance GPR111 222611 37 6 47649532 47649532 Missense_Mutation SNP C A 4 119 c.1237C>A c.(1237-1239)CAA>AAA p.Q413K

Pat_60 Post-Resistance FAM83B 222584 37 6 54804943 54804943 Missense_Mutation SNP G A 39 149 c.1174G>A c.(1174-1176)GAA>AAA p.E392K

Pat_60 Post-Resistance BAI3 577 37 6 69728368 69728368 Missense_Mutation SNP C T 66 185 c.2084C>T c.(2083-2085)TCA>TTA p.S695L

Pat_60 Post-Resistance COL9A1 1297 37 6 70990720 70990720 Missense_Mutation SNP G A 20 27 c.899C>T c.(898-900)CCC>CTC p.P300L



Pat_60 Post-Resistance SNX14 57231 37 6 86235901 86235901 Missense_Mutation SNP A G 3 54 c.2050T>C c.(2050-2052)TCC>CCC p.S684P

Pat_60 Post-Resistance ANKRD6 22881 37 6 90340517 90340517 Missense_Mutation SNP G A 3 43 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_60 Post-Resistance REV3L 5980 37 6 111689143 111689143 Missense_Mutation SNP G A 4 124 c.5848C>T c.(5848-5850)CGT>TGT p.R1950C

Pat_60 Post-Resistance ROS1 6098 37 6 117700235 117700235 Missense_Mutation SNP G A 27 115 c.2584C>T c.(2584-2586)CTT>TTT p.L862F

Pat_60 Post-Resistance DCBLD1 285761 37 6 117841060 117841061 Missense_Mutation DNP CC TA 47 166 c.407_408CC>TA c.(406-408)TCC>TTA p.S136L

Pat_60 Post-Resistance C6orf174 387104 37 6 127836060 127836060 Missense_Mutation SNP G A 4 150 c.1234C>T c.(1234-1236)CGC>TGC p.R412C

Pat_60 Post-Resistance SAMD3 154075 37 6 130465688 130465688 Missense_Mutation SNP C T 14 90 c.1540G>A c.(1540-1542)GGA>AGA p.G514R

Pat_60 Post-Resistance TMEM200A 114801 37 6 130762526 130762526 Missense_Mutation SNP G A 27 69 c.959G>A c.(958-960)AGG>AAG p.R320K

Pat_60 Post-Resistance TMEM200A 114801 37 6 130762853 130762853 Missense_Mutation SNP G A 38 125 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_60 Post-Resistance TXLNB 167838 37 6 139609804 139609804 Missense_Mutation SNP C T 33 110 c.233G>A c.(232-234)GGG>GAG p.G78E

Pat_60 Post-Resistance SYNE1 23345 37 6 152651594 152651594 Missense_Mutation SNP G T 4 170 c.14226C>A c.(14224-14226)AGC>AGA p.S4742R

Pat_60 Post-Resistance NOX3 50508 37 6 155717999 155717999 Missense_Mutation SNP G A 59 191 c.1678C>T c.(1678-1680)CAT>TAT p.H560Y

Pat_60 Post-Resistance TAGAP 117289 37 6 159465024 159465024 Missense_Mutation SNP C T 73 257 c.67G>A c.(67-69)GAA>AAA p.E23K

Pat_60 Post-Resistance IGF2R 3482 37 6 160461636 160461636 Missense_Mutation SNP T C 39 177 c.1360T>C c.(1360-1362)TGC>CGC p.C454R

Pat_60 Post-Resistance RPS6KA2 6196 37 6 166923789 166923789 Missense_Mutation SNP G A 36 82 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_60 Post-Resistance THBS2 7058 37 6 169626274 169626274 Splice_Site SNP C T 4 151 c.2538_splice c.e17+1 p.Q846_splice

Pat_60 Post-Resistance NOD1 10392 37 7 30491021 30491021 Missense_Mutation SNP G A 4 55 c.2012C>T c.(2011-2013)GCG>GTG p.A671V

Pat_60 Post-Resistance DPY19L2P1 554236 37 7 35121264 35121264 Missense_Mutation SNP C G 4 163 c.1342G>C c.(1342-1344)GCC>CCC p.A448P

Pat_60 Post-Resistance CDK13 8621 37 7 40132797 40132797 Nonsense_Mutation SNP C T 4 166 c.3649C>T c.(3649-3651)CAA>TAA p.Q1217*

Pat_60 Post-Resistance ZMIZ2 83637 37 7 44799025 44799025 Missense_Mutation SNP T G 5 33 c.959T>G c.(958-960)CTG>CGG p.L320R

Pat_60 Post-Resistance TNS3 64759 37 7 47343018 47343018 Missense_Mutation SNP G A 13 61 c.2987C>T c.(2986-2988)CCT>CTT p.P996L

Pat_60 Post-Resistance ZNF727 442319 37 7 63538818 63538818 Missense_Mutation SNP C T 18 104 c.1391C>T c.(1390-1392)TCC>TTC p.S464F

Pat_60 Post-Resistance TPST1 8460 37 7 65706122 65706122 Missense_Mutation SNP T A 49 85 c.710T>A c.(709-711)GTT>GAT p.V237D

Pat_60 Post-Resistance POM121 9883 37 7 72413479 72413479 Missense_Mutation SNP G A 4 143 c.2947G>A c.(2947-2949)GCC>ACC p.A983T

Pat_60 Post-Resistance NCF1B 654816 37 7 72639986 72639986 Missense_Mutation SNP G A 4 112 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_60 Post-Resistance TRIM50 135892 37 7 72738623 72738623 Missense_Mutation SNP C T 3 48 c.163G>A c.(163-165)GTG>ATG p.V55M

Pat_60 Post-Resistance PCLO 27445 37 7 82583326 82583326 Missense_Mutation SNP C T 177 429 c.6943G>A c.(6943-6945)GAA>AAA p.E2315K

Pat_60 Post-Resistance PCLO 27445 37 7 82764435 82764435 Missense_Mutation SNP C T 58 353 c.2431G>A c.(2431-2433)GAA>AAA p.E811K

Pat_60 Post-Resistance PCLO 27445 37 7 82784561 82784561 Missense_Mutation SNP G T 4 121 c.1396C>A c.(1396-1398)CCA>ACA p.P466T

Pat_60 Post-Resistance C7orf63 79846 37 7 89912208 89912208 Missense_Mutation SNP C T 75 129 c.1375C>T c.(1375-1377)CCG>TCG p.P459S

Pat_60 Post-Resistance COL1A2 1278 37 7 94054936 94054936 Missense_Mutation SNP C A 79 196 c.2796C>A c.(2794-2796)AAC>AAA p.N932K

Pat_60 Post-Resistance TECPR1 25851 37 7 97851045 97851045 Missense_Mutation SNP G A 28 61 c.3085C>T c.(3085-3087)CCG>TCG p.P1029S

Pat_60 Post-Resistance RINT1 60561 37 7 105182999 105183000 Missense_Mutation DNP CC TT 85 194 c.418_419CC>TT c.(418-420)CCT>TTT p.P140F

Pat_60 Post-Resistance CTTNBP2 83992 37 7 117432598 117432598 Nonsense_Mutation SNP G A 8 122 c.652C>T c.(652-654)CGA>TGA p.R218*

Pat_60 Post-Resistance RNF148 378925 37 7 122342636 122342636 Missense_Mutation SNP C T 31 100 c.169G>A c.(169-171)GGA>AGA p.G57R

Pat_60 Post-Resistance FLNC 2318 37 7 128478750 128478750 Missense_Mutation SNP C T 5 256 c.1304C>T c.(1303-1305)ACG>ATG p.T435M

Pat_60 Post-Resistance TMEM209 84928 37 7 129813718 129813718 Missense_Mutation SNP G A 108 650 c.1406C>T c.(1405-1407)CCC>CTC p.P469L

Pat_60 Post-Resistance CHRM2 1129 37 7 136700538 136700538 Missense_Mutation SNP C T 67 161 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_60 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 121 235 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_60 Post-Resistance MGAM 8972 37 7 141736669 141736669 Missense_Mutation SNP C T 142 396 c.2123C>T c.(2122-2124)TCC>TTC p.S708F

Pat_60 Post-Resistance TRPV5 56302 37 7 142612674 142612674 Missense_Mutation SNP G A 44 113 c.1187C>T c.(1186-1188)GCT>GTT p.A396V

Pat_60 Post-Resistance SLC4A2 6522 37 7 150761646 150761646 Missense_Mutation SNP C T 36 228 c.251C>T c.(250-252)CCA>CTA p.P84L

Pat_60 Post-Resistance RBM33 155435 37 7 155537881 155537881 Missense_Mutation SNP G A 4 61 c.2564G>A c.(2563-2565)GGT>GAT p.G855D

Pat_60 Post-Resistance FAM167A 83648 37 8 11301715 11301715 Missense_Mutation SNP G A 10 14 c.206C>T c.(205-207)GCG>GTG p.A69V

Pat_60 Post-Resistance C8orf79 57604 37 8 12878820 12878820 Missense_Mutation SNP G A 6 172 c.632G>A c.(631-633)CGG>CAG p.R211Q

Pat_60 Post-Resistance LOXL2 4017 37 8 23186065 23186065 Missense_Mutation SNP C T 4 148 c.980G>A c.(979-981)CGA>CAA p.R327Q

Pat_60 Post-Resistance CHRNA2 1135 37 8 27320702 27320702 Missense_Mutation SNP C T 19 46 c.1258G>A c.(1258-1260)GAG>AAG p.E420K



Pat_60 Post-Resistance INTS9 55756 37 8 28638399 28638399 Missense_Mutation SNP T C 4 190 c.1211A>G c.(1210-1212)GAC>GGC p.D404G

Pat_60 Post-Resistance TEX15 56154 37 8 30701064 30701064 Missense_Mutation SNP C T 18 99 c.5470G>A c.(5470-5472)GAC>AAC p.D1824N

Pat_60 Post-Resistance ADAM2 2515 37 8 39678544 39678544 Missense_Mutation SNP A G 7 229 c.490T>C c.(490-492)TCC>CCC p.S164P

Pat_60 Post-Resistance IDO2 169355 37 8 39871214 39871214 Missense_Mutation SNP C T 8 29 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_60 Post-Resistance PXDNL 137902 37 8 52233411 52233411 Missense_Mutation SNP A G 76 251 c.4193T>C c.(4192-4194)GTT>GCT p.V1398A

Pat_60 Post-Resistance RP1 6101 37 8 55539311 55539311 Missense_Mutation SNP C T 13 76 c.2869C>T c.(2869-2871)CCC>TCC p.P957S

Pat_60 Post-Resistance CA13 377677 37 8 86171748 86171748 Missense_Mutation SNP G A 4 159 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_60 Post-Resistance CA1 759 37 8 86250519 86250519 Missense_Mutation SNP G A 78 346 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_60 Post-Resistance RPL30 6156 37 8 99054923 99054923 Missense_Mutation SNP G A 4 192 c.248C>T c.(247-249)ACA>ATA p.T83I

Pat_60 Post-Resistance VPS13B 157680 37 8 100654205 100654205 Missense_Mutation SNP G A 5 299 c.5462G>A c.(5461-5463)CGT>CAT p.R1821H

Pat_60 Post-Resistance RSPO2 340419 37 8 109001454 109001454 Missense_Mutation SNP G A 28 122 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_60 Post-Resistance PKHD1L1 93035 37 8 110422157 110422157 Missense_Mutation SNP G A 16 50 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_60 Post-Resistance TAF2 6873 37 8 120744407 120744407 Missense_Mutation SNP C A 5 169 c.3357G>T c.(3355-3357)TTG>TTT p.L1119F

Pat_60 Post-Resistance WDR67 93594 37 8 124156984 124156984 Missense_Mutation SNP C T 10 55 c.2863C>T c.(2863-2865)CGT>TGT p.R955C

Pat_60 Post-Resistance FAM49B 51571 37 8 130866534 130866534 Missense_Mutation SNP C T 5 315 c.494G>A c.(493-495)CGT>CAT p.R165H

Pat_60 Post-Resistance SLA 6503 37 8 134060132 134060132 Nonsense_Mutation SNP G A 4 94 c.295C>T c.(295-297)CAG>TAG p.Q99*

Pat_60 Post-Resistance FREM1 158326 37 9 14859217 14859217 Missense_Mutation SNP G A 3 62 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_60 Post-Resistance RUSC2 9853 37 9 35556355 35556355 Missense_Mutation SNP T C 3 84 c.2893T>C c.(2893-2895)TTT>CTT p.F965L

Pat_60 Post-Resistance NPR2 4882 37 9 35799708 35799708 Missense_Mutation SNP G A 4 118 c.967G>A c.(967-969)GTG>ATG p.V323M

Pat_60 Post-Resistance PAX5 5079 37 9 36966665 36966665 Missense_Mutation SNP G A 3 58 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_60 Post-Resistance FOXD4L5 653427 37 9 70177752 70177752 Missense_Mutation SNP C T 6 211 c.232G>A c.(232-234)GGC>AGC p.G78S

Pat_60 Post-Resistance PIP5K1B 8395 37 9 71509553 71509553 Missense_Mutation SNP G A 4 152 c.770G>A c.(769-771)CGG>CAG p.R257Q

Pat_60 Post-Resistance WNK2 65268 37 9 96051292 96051292 Missense_Mutation SNP G C 2 6 c.4367G>C c.(4366-4368)GGT>GCT p.G1456A

Pat_60 Post-Resistance FBP1 2203 37 9 97367767 97367767 Missense_Mutation SNP G A 14 29 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_60 Post-Resistance HSD17B3 3293 37 9 99003072 99003072 Missense_Mutation SNP C T 4 96 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_60 Post-Resistance LPPR1 54886 37 9 104048494 104048494 Missense_Mutation SNP C T 46 81 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_60 Post-Resistance ZNF189 7743 37 9 104171614 104171614 Missense_Mutation SNP A T 4 105 c.1564A>T c.(1564-1566)AGT>TGT p.S522C

Pat_60 Post-Resistance PTGS1 5742 37 9 125154705 125154705 Missense_Mutation SNP C T 4 89 c.1682C>T c.(1681-1683)GCC>GTC p.A561V

Pat_60 Post-Resistance FPGS 2356 37 9 130571982 130571982 Nonsense_Mutation SNP G A 3 27 c.1080G>A c.(1078-1080)TGG>TGA p.W360*

Pat_60 Post-Resistance SPTAN1 6709 37 9 131344986 131344986 Missense_Mutation SNP G A 4 176 c.1664G>A c.(1663-1665)CGC>CAC p.R555H

Pat_60 Post-Resistance ZER1 10444 37 9 131516203 131516203 Missense_Mutation SNP T C 2 5 c.194A>G c.(193-195)GAG>GGG p.E65G

Pat_60 Post-Resistance SH3GLB2 56904 37 9 131772409 131772409 Missense_Mutation SNP C A 4 60 c.728G>T c.(727-729)AGT>ATT p.S243I

Pat_60 Post-Resistance MED27 9442 37 9 134814787 134814787 Missense_Mutation SNP C G 3 73 c.554G>C c.(553-555)GGA>GCA p.G185A

Pat_60 Post-Resistance C9orf86 55684 37 9 139726805 139726805 Missense_Mutation SNP C T 13 37 c.688C>T c.(688-690)CCA>TCA p.P230S

Pat_60 Post-Resistance ANAPC2 29882 37 9 140082098 140082098 Missense_Mutation SNP T C 3 69 c.575A>G c.(574-576)GAA>GGA p.E192G

Pat_60 Post-Resistance ASMTL 8623 37 X 1537003 1537003 Missense_Mutation SNP G A 3 39 c.1385C>T c.(1384-1386)ACG>ATG p.T462M

Pat_60 Post-Resistance PTCHD1 139411 37 X 23398090 23398090 Missense_Mutation SNP G A 5 272 c.734G>A c.(733-735)AGC>AAC p.S245N

Pat_60 Post-Resistance USP11 8237 37 X 47092338 47092338 Missense_Mutation SNP G A 48 39 c.25G>A c.(25-27)GGG>AGG p.G9R

Pat_60 Post-Resistance MAGED1 9500 37 X 51643393 51643393 Splice_Site SNP G A 4 27 c.1959_splice c.e11+1 p.E653_splice

Pat_60 Post-Resistance PJA1 64219 37 X 68382694 68382694 Missense_Mutation SNP C T 24 24 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_60 Post-Resistance NLGN3 54413 37 X 70389720 70389720 Missense_Mutation SNP G A 5 8 c.2260G>A c.(2260-2262)GAG>AAG p.E754K

Pat_60 Post-Resistance ATRX 546 37 X 76855029 76855029 Missense_Mutation SNP T C 6 509 c.5807A>G c.(5806-5808)AAG>AGG p.K1936R

Pat_60 Post-Resistance PCDH19 57526 37 X 99662793 99662793 Missense_Mutation SNP C T 4 121 c.803G>A c.(802-804)GGC>GAC p.G268D

Pat_60 Post-Resistance NOX1 27035 37 X 100117659 100117659 Missense_Mutation SNP G A 5 387 c.488C>T c.(487-489)ACG>ATG p.T163M

Pat_60 Post-Resistance ARMCX5 64860 37 X 101857282 101857282 Missense_Mutation SNP G T 4 68 c.213G>T c.(211-213)ATG>ATT p.M71I

Pat_60 Post-Resistance RGAG1 57529 37 X 109697656 109697656 Missense_Mutation SNP C T 4 109 c.3811C>T c.(3811-3813)CGG>TGG p.R1271W

Pat_60 Post-Resistance RHOXF2B 727940 37 X 119211063 119211063 Nonsense_Mutation SNP C T 21 31 c.270G>A c.(268-270)TGG>TGA p.W90*



Pat_60 Post-Resistance ACTRT1 139741 37 X 127185072 127185072 Nonsense_Mutation SNP G A 87 133 c.1114C>T c.(1114-1116)CAA>TAA p.Q372*

Pat_60 Post-Resistance MAGEC1 9947 37 X 140993959 140993959 Nonsense_Mutation SNP C T 14 212 c.769C>T c.(769-771)CAG>TAG p.Q257*

Pat_60 Post-Resistance SLITRK4 139065 37 X 142717365 142717365 Missense_Mutation SNP C A 4 190 c.1560G>T c.(1558-1560)TTG>TTT p.L520F

Pat_60 Post-Resistance FMR1NB 158521 37 X 147090174 147090174 Missense_Mutation SNP C T 3 67 c.575C>T c.(574-576)GCG>GTG p.A192V

Pat_60 Post-Resistance MAMLD1 10046 37 X 149638078 149638078 Missense_Mutation SNP G A 4 83 c.233G>A c.(232-234)GGC>GAC p.G78D

Pat_60 Post-Resistance GABRQ 55879 37 X 151821199 151821199 Missense_Mutation SNP G A 50 52 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_60 Post-Resistance FAM58A 92002 37 X 152860138 152860138 Splice_Site SNP C T 23 21 c.111_splice c.e2-1 p.R37_splice

Pat_60 Post-Resistance NAA10 8260 37 X 153195459 153195459 Missense_Mutation SNP G T 4 49 c.689C>A c.(688-690)GCC>GAC p.A230D

Pat_65 Pre-Treatment MMEL1 79258 37 1 2528092 2528092 Missense_Mutation SNP G A 4 204 c.1309C>T c.(1309-1311)CGT>TGT p.R437C

Pat_65 Pre-Treatment PER3 8863 37 1 7890053 7890053 Missense_Mutation SNP G A 8 242 c.3019G>A c.(3019-3021)GCT>ACT p.A1007T

Pat_65 Pre-Treatment RERE 473 37 1 8418949 8418949 Missense_Mutation SNP G A 5 250 c.3646C>T c.(3646-3648)CGC>TGC p.R1216C

Pat_65 Pre-Treatment CLSTN1 22883 37 1 9791341 9791341 Missense_Mutation SNP G A 6 489 c.2671C>T c.(2671-2673)CGG>TGG p.R891W

Pat_65 Pre-Treatment PRDM2 7799 37 1 14075950 14075950 Missense_Mutation SNP G A 4 58 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_65 Pre-Treatment ESPNP 284729 37 1 17034085 17034085 Nonsense_Mutation SNP C T 3 33 c.405G>A c.(403-405)TGG>TGA p.W135*

Pat_65 Pre-Treatment PADI6 353238 37 1 17708479 17708479 Missense_Mutation SNP C A 5 220 c.571C>A c.(571-573)CAG>AAG p.Q191K

Pat_65 Pre-Treatment PHACTR4 65979 37 1 28793081 28793081 Missense_Mutation SNP G A 5 256 c.625G>A c.(625-627)GCT>ACT p.A209T

Pat_65 Pre-Treatment RBBP4 5928 37 1 33134600 33134600 Missense_Mutation SNP G A 4 234 c.628G>A c.(628-630)GTT>ATT p.V210I

Pat_65 Pre-Treatment KIAA1522 57648 37 1 33236639 33236639 Missense_Mutation SNP G A 5 242 c.1682G>A c.(1681-1683)CGC>CAC p.R561H

Pat_65 Pre-Treatment CLSPN 63967 37 1 36226459 36226459 Missense_Mutation SNP C G 5 220 c.1063G>C c.(1063-1065)GAA>CAA p.E355Q

Pat_65 Pre-Treatment THRAP3 9967 37 1 36748255 36748255 Missense_Mutation SNP C T 5 303 c.91C>T c.(91-93)CGG>TGG p.R31W

Pat_65 Pre-Treatment MACF1 23499 37 1 39549961 39549961 Missense_Mutation SNP G A 4 277 c.71G>A c.(70-72)CGA>CAA p.R24Q

Pat_65 Pre-Treatment KIAA0494 9813 37 1 47181982 47181982 Missense_Mutation SNP C T 4 148 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_65 Pre-Treatment STIL 6491 37 1 47726112 47726112 Missense_Mutation SNP C T 4 230 c.2926G>A c.(2926-2928)GTT>ATT p.V976I

Pat_65 Pre-Treatment GLIS1 148979 37 1 54059801 54059801 Missense_Mutation SNP C T 4 119 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_65 Pre-Treatment CELSR2 1952 37 1 109794316 109794316 Missense_Mutation SNP C T 4 178 c.1615C>T c.(1615-1617)CGC>TGC p.R539C

Pat_65 Pre-Treatment CELSR2 1952 37 1 109807532 109807532 Missense_Mutation SNP C T 172 340 c.5507C>T c.(5506-5508)CCG>CTG p.P1836L

Pat_65 Pre-Treatment SLC6A17 388662 37 1 110734723 110734723 Missense_Mutation SNP G A 6 298 c.994G>A c.(994-996)GAT>AAT p.D332N

Pat_65 Pre-Treatment SLC6A17 388662 37 1 110737360 110737360 Missense_Mutation SNP G A 6 328 c.1459G>A c.(1459-1461)GAC>AAC p.D487N

Pat_65 Pre-Treatment MOV10 4343 37 1 113237483 113237483 Missense_Mutation SNP G A 4 223 c.1585G>A c.(1585-1587)GGC>AGC p.G529S

Pat_65 Pre-Treatment LRIG2 9860 37 1 113637047 113637047 Missense_Mutation SNP G A 6 388 c.602G>A c.(601-603)CGT>CAT p.R201H

Pat_65 Pre-Treatment CD2 914 37 1 117303224 117303224 Missense_Mutation SNP G A 65 187 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_65 Pre-Treatment NOTCH2 4853 37 1 120506320 120506320 Missense_Mutation SNP C T 8 804 c.1792G>A c.(1792-1794)GGG>AGG p.G598R

Pat_65 Pre-Treatment PDE4DIP 9659 37 1 144879284 144879284 Missense_Mutation SNP G A 64 264 c.4166C>T c.(4165-4167)TCG>TTG p.S1389L

Pat_65 Pre-Treatment LIX1L 128077 37 1 145477408 145477408 Missense_Mutation SNP G A 3 42 c.250G>A c.(250-252)GTG>ATG p.V84M

Pat_65 Pre-Treatment BCL9 607 37 1 147092225 147092225 Missense_Mutation SNP C T 53 23 c.2264C>T c.(2263-2265)TCA>TTA p.S755L

Pat_65 Pre-Treatment PI4KB 5298 37 1 151288450 151288450 Missense_Mutation SNP C T 5 199 c.508G>A c.(508-510)GAG>AAG p.E170K

Pat_65 Pre-Treatment INTS3 65123 37 1 153740181 153740181 Missense_Mutation SNP G A 5 307 c.2122G>A c.(2122-2124)GAG>AAG p.E708K

Pat_65 Pre-Treatment CHRNB2 1141 37 1 154543672 154543672 Missense_Mutation SNP G A 5 416 c.373G>A c.(373-375)GGC>AGC p.G125S

Pat_65 Pre-Treatment MRPL24 79590 37 1 156708166 156708166 Missense_Mutation SNP C T 8 846 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_65 Pre-Treatment LY9 4063 37 1 160786536 160786536 Missense_Mutation SNP G A 16 241 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_65 Pre-Treatment UCK2 7371 37 1 165860559 165860559 Missense_Mutation SNP G A 4 301 c.356G>A c.(355-357)CGG>CAG p.R119Q

Pat_65 Pre-Treatment TNN 63923 37 1 175046699 175046699 Missense_Mutation SNP G A 4 83 c.145G>A c.(145-147)GAT>AAT p.D49N

Pat_65 Pre-Treatment RASAL2 9462 37 1 178427390 178427390 Missense_Mutation SNP G A 6 187 c.2540G>A c.(2539-2541)CGG>CAG p.R847Q

Pat_65 Pre-Treatment PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 4 169 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_65 Pre-Treatment PTPRC 5788 37 1 198721496 198721496 Missense_Mutation SNP C T 15 253 c.3320C>T c.(3319-3321)TCC>TTC p.S1107F

Pat_65 Pre-Treatment GPR37L1 9283 37 1 202097164 202097164 Missense_Mutation SNP G A 4 262 c.926G>A c.(925-927)CGC>CAC p.R309H

Pat_65 Pre-Treatment PTPN7 5778 37 1 202126888 202126888 Missense_Mutation SNP G C 210 110 c.370C>G c.(370-372)CGA>GGA p.R124G



Pat_65 Pre-Treatment PTPN14 5784 37 1 214549623 214549623 Missense_Mutation SNP C T 6 189 c.2846G>A c.(2845-2847)CGA>CAA p.R949Q

Pat_65 Pre-Treatment OBSCN 84033 37 1 228402500 228402500 Missense_Mutation SNP A G 3 56 c.1529A>G c.(1528-1530)AAG>AGG p.K510R

Pat_65 Pre-Treatment ACTN2 88 37 1 236902617 236902617 Missense_Mutation SNP C T 6 607 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_65 Pre-Treatment CNST 163882 37 1 246755003 246755003 Missense_Mutation SNP G A 7 435 c.139G>A c.(139-141)GGG>AGG p.G47R

Pat_65 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 5 354 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_65 Pre-Treatment PGBD2 267002 37 1 249212114 249212114 Missense_Mutation SNP G A 4 150 c.1331G>A c.(1330-1332)CGG>CAG p.R444Q

Pat_65 Pre-Treatment CACNB2 783 37 10 18795450 18795451 Missense_Mutation DNP CC TT 38 63 c.644_645CC>TT c.(643-645)TCC>TTT p.S215F

Pat_65 Pre-Treatment KIAA1462 57608 37 10 30318556 30318556 Missense_Mutation SNP C T 6 449 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 5 134 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 8 144 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 10 114 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_65 Pre-Treatment PGBD3 267004 37 10 50723897 50723897 Missense_Mutation SNP C A 5 287 c.1264G>T c.(1264-1266)GCC>TCC p.A422S

Pat_65 Pre-Treatment OGDHL 55753 37 10 50953529 50953529 Missense_Mutation SNP C T 4 173 c.1490G>A c.(1489-1491)CGG>CAG p.R497Q

Pat_65 Pre-Treatment SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 53 87 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_65 Pre-Treatment JMJD1C 221037 37 10 64944404 64944404 Missense_Mutation SNP G A 4 199 c.6925C>T c.(6925-6927)CGT>TGT p.R2309C

Pat_65 Pre-Treatment PLA2G12B 84647 37 10 74701011 74701011 Missense_Mutation SNP G A 6 644 c.382C>T c.(382-384)CGC>TGC p.R128C

Pat_65 Pre-Treatment KIAA0913 23053 37 10 75557222 75557222 Missense_Mutation SNP C T 4 100 c.3506C>T c.(3505-3507)GCC>GTC p.A1169V

Pat_65 Pre-Treatment PANK1 53354 37 10 91353604 91353604 Nonsense_Mutation SNP G A 6 536 c.1453C>T c.(1453-1455)CGA>TGA p.R485*

Pat_65 Pre-Treatment HECTD2 143279 37 10 93242776 93242776 Missense_Mutation SNP G A 4 184 c.764G>A c.(763-765)CGA>CAA p.R255Q

Pat_65 Pre-Treatment UBTD1 80019 37 10 99327791 99327791 Missense_Mutation SNP G A 6 326 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_65 Pre-Treatment POLL 27343 37 10 103340109 103340109 Missense_Mutation SNP C T 91 110 c.1259G>A c.(1258-1260)CGG>CAG p.R420Q

Pat_65 Pre-Treatment ITPRIP 85450 37 10 106075233 106075233 Missense_Mutation SNP C T 4 217 c.577G>A c.(577-579)GTG>ATG p.V193M

Pat_65 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 6 27 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_65 Pre-Treatment DPYSL4 10570 37 10 134010404 134010404 Missense_Mutation SNP G A 4 202 c.518G>A c.(517-519)CGG>CAG p.R173Q

Pat_65 Pre-Treatment DPYSL4 10570 37 10 134016193 134016193 Missense_Mutation SNP C T 4 156 c.1325C>T c.(1324-1326)GCG>GTG p.A442V

Pat_65 Pre-Treatment TALDO1 6888 37 11 764390 764390 Missense_Mutation SNP G A 4 130 c.938G>A c.(937-939)CGC>CAC p.R313H

Pat_65 Pre-Treatment TRIM21 6737 37 11 4411261 4411261 Missense_Mutation SNP G A 34 73 c.379C>T c.(379-381)CCT>TCT p.P127S

Pat_65 Pre-Treatment OR51F1 256892 37 11 4791114 4791114 Missense_Mutation SNP G A 37 66 c.34C>T c.(34-36)CCA>TCA p.P12S

Pat_65 Pre-Treatment HPX 3263 37 11 6458877 6458877 Missense_Mutation SNP G A 4 170 c.496C>T c.(496-498)CGC>TGC p.R166C

Pat_65 Pre-Treatment SBF2 81846 37 11 9871756 9871756 Missense_Mutation SNP G A 45 98 c.2620C>T c.(2620-2622)CTT>TTT p.L874F

Pat_65 Pre-Treatment PSMA1 5682 37 11 14532449 14532449 Missense_Mutation SNP G A 4 231 c.593C>T c.(592-594)ACG>ATG p.T198M

Pat_65 Pre-Treatment ABCC8 6833 37 11 17464321 17464321 Missense_Mutation SNP G A 5 226 c.1576C>T c.(1576-1578)CGC>TGC p.R526C

Pat_65 Pre-Treatment NELL1 4745 37 11 20699519 20699519 Missense_Mutation SNP G A 4 275 c.97G>A c.(97-99)GTC>ATC p.V33I

Pat_65 Pre-Treatment ANO3 63982 37 11 26681879 26681879 Missense_Mutation SNP G A 6 489 c.2834G>A c.(2833-2835)CGA>CAA p.R945Q

Pat_65 Pre-Treatment F2 2147 37 11 46747651 46747651 Missense_Mutation SNP G A 5 399 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_65 Pre-Treatment OR5AR1 219493 37 11 56431526 56431526 Missense_Mutation SNP G A 6 378 c.365G>A c.(364-366)CGT>CAT p.R122H

Pat_65 Pre-Treatment OR4D10 390197 37 11 59245348 59245348 Nonsense_Mutation SNP G A 120 260 c.446G>A c.(445-447)TGG>TAG p.W149*

Pat_65 Pre-Treatment DDB1 1642 37 11 61071414 61071414 Missense_Mutation SNP C T 5 321 c.2755G>A c.(2755-2757)GAC>AAC p.D919N

Pat_65 Pre-Treatment PLCB3 5331 37 11 64030025 64030025 Missense_Mutation SNP C T 5 211 c.2185C>T c.(2185-2187)CGG>TGG p.R729W

Pat_65 Pre-Treatment CD248 57124 37 11 66083598 66083598 Missense_Mutation SNP G A 4 159 c.901C>T c.(901-903)CGG>TGG p.R301W

Pat_65 Pre-Treatment RBM4B 83759 37 11 66436559 66436559 Missense_Mutation SNP C T 4 264 c.616G>A c.(616-618)GGG>AGG p.G206R

Pat_65 Pre-Treatment SPTBN2 6712 37 11 66472458 66472458 Missense_Mutation SNP C A 4 146 c.2289G>T c.(2287-2289)TTG>TTT p.L763F

Pat_65 Pre-Treatment TSKU 25987 37 11 76506727 76506727 Missense_Mutation SNP G A 4 134 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_65 Pre-Treatment MYO7A 4647 37 11 76867967 76867967 Missense_Mutation SNP G A 5 279 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_65 Pre-Treatment MMP8 4317 37 11 102592182 102592182 Missense_Mutation SNP C T 69 145 c.572G>A c.(571-573)GGA>GAA p.G191E

Pat_65 Pre-Treatment MMP12 4321 37 11 102734976 102734976 Missense_Mutation SNP C T 18 61 c.1213G>A c.(1213-1215)GAA>AAA p.E405K

Pat_65 Pre-Treatment FXYD2 486 37 11 117695380 117695380 Missense_Mutation SNP G A 4 253 c.14C>T c.(13-15)TCG>TTG p.S5L



Pat_65 Pre-Treatment TMEM25 84866 37 11 118403655 118403655 Missense_Mutation SNP G A 5 249 c.406G>A c.(406-408)GGC>AGC p.G136S

Pat_65 Pre-Treatment ZNF202 7753 37 11 123598937 123598937 Missense_Mutation SNP A G 4 269 c.736T>C c.(736-738)TTT>CTT p.F246L

Pat_65 Pre-Treatment OR10S1 219873 37 11 123848217 123848217 Missense_Mutation SNP G A 32 42 c.182C>T c.(181-183)ACT>ATT p.T61I

Pat_65 Pre-Treatment OR10G7 390265 37 11 123909343 123909343 Nonsense_Mutation SNP G T 101 514 c.366C>A c.(364-366)TAC>TAA p.Y122*

Pat_65 Pre-Treatment VAMP1 6843 37 12 6575461 6575461 Missense_Mutation SNP C T 5 304 c.59G>A c.(58-60)GGT>GAT p.G20D

Pat_65 Pre-Treatment ETV6 2120 37 12 12022670 12022670 Missense_Mutation SNP G A 6 435 c.776G>A c.(775-777)CGG>CAG p.R259Q

Pat_65 Pre-Treatment RPL13AP20 387841 37 12 13028751 13028751 Missense_Mutation SNP G C 32 65 c.319G>C c.(319-321)GGC>CGC p.G107R

Pat_65 Pre-Treatment SLCO1C1 53919 37 12 20874891 20874891 Missense_Mutation SNP C T 28 37 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_65 Pre-Treatment IFLTD1 160492 37 12 25672949 25672949 Missense_Mutation SNP C T 6 146 c.796G>A c.(796-798)GTT>ATT p.V266I

Pat_65 Pre-Treatment C12orf54 121273 37 12 48877092 48877092 Missense_Mutation SNP C T 81 189 c.13C>T c.(13-15)CCC>TCC p.P5S

Pat_65 Pre-Treatment TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 12 129 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_65 Pre-Treatment LETMD1 25875 37 12 51449775 51449775 Missense_Mutation SNP C T 4 234 c.631C>T c.(631-633)CGG>TGG p.R211W

Pat_65 Pre-Treatment KRT86 3892 37 12 52699156 52699156 Missense_Mutation SNP C T 7 689 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_65 Pre-Treatment AMHR2 269 37 12 53823690 53823690 Nonsense_Mutation SNP C T 4 160 c.1216C>T c.(1216-1218)CGA>TGA p.R406*

Pat_65 Pre-Treatment NFE2 4778 37 12 54688973 54688974 Missense_Mutation DNP CT TG 82 229 c.59_60AG>CA c.(58-60)GAG>GCA p.E20A

Pat_65 Pre-Treatment ACAD10 80724 37 12 112130602 112130602 Missense_Mutation SNP G A 6 488 c.89G>A c.(88-90)GGG>GAG p.G30E

Pat_65 Pre-Treatment FBXW8 26259 37 12 117462033 117462034 Missense_Mutation DNP GG AA 53 135 c.1449_1450GG>AAc.(1447-1452)ATGGAT>ATAAATp.483_484MD>IN

Pat_65 Pre-Treatment CCDC60 160777 37 12 119926577 119926577 Missense_Mutation SNP C T 76 163 c.463C>T c.(463-465)CGC>TGC p.R155C

Pat_65 Pre-Treatment GOLGA3 2802 37 12 133385015 133385015 Missense_Mutation SNP G A 5 472 c.640C>T c.(640-642)CGC>TGC p.R214C

Pat_65 Pre-Treatment PARP4 143 37 13 25000674 25000674 Missense_Mutation SNP G A 4 214 c.4909C>T c.(4909-4911)CGC>TGC p.R1637C

Pat_65 Pre-Treatment PABPC3 5042 37 13 25670931 25670931 Nonsense_Mutation SNP G T 5 174 c.595G>T c.(595-597)GGA>TGA p.G199*

Pat_65 Pre-Treatment FREM2 341640 37 13 39264066 39264066 Missense_Mutation SNP C T 4 181 c.2585C>T c.(2584-2586)GCC>GTC p.A862V

Pat_65 Pre-Treatment FREM2 341640 37 13 39266018 39266018 Missense_Mutation SNP G A 8 522 c.4537G>A c.(4537-4539)GAT>AAT p.D1513N

Pat_65 Pre-Treatment RCBTB1 55213 37 13 50141334 50141334 Missense_Mutation SNP C T 4 164 c.82G>A c.(82-84)GGC>AGC p.G28S

Pat_65 Pre-Treatment LOC220429 220429 37 13 50466425 50466425 Missense_Mutation SNP C T 52 90 c.1699C>T c.(1699-1701)CAC>TAC p.H567Y

Pat_65 Pre-Treatment RNF113B 140432 37 13 98829120 98829120 Missense_Mutation SNP G A 4 130 c.371C>T c.(370-372)ACG>ATG p.T124M

Pat_65 Pre-Treatment PSMB11 122706 37 14 23512120 23512120 Missense_Mutation SNP G A 5 131 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_65 Pre-Treatment IPO4 79711 37 14 24653268 24653268 Missense_Mutation SNP G A 4 217 c.1805C>T c.(1804-1806)GCG>GTG p.A602V

Pat_65 Pre-Treatment TM9SF1 10548 37 14 24659625 24659625 Missense_Mutation SNP G A 4 204 c.1388C>T c.(1387-1389)ACT>ATT p.T463I

Pat_65 Pre-Treatment HECTD1 25831 37 14 31585636 31585636 Missense_Mutation SNP T G 70 150 c.5424A>C c.(5422-5424)GAA>GAC p.E1808D

Pat_65 Pre-Treatment AKAP6 9472 37 14 33069982 33069982 Missense_Mutation SNP G A 4 173 c.2714G>A c.(2713-2715)GGG>GAG p.G905E

Pat_65 Pre-Treatment AKAP6 9472 37 14 33292951 33292951 Missense_Mutation SNP A G 4 233 c.5932A>G c.(5932-5934)ACT>GCT p.T1978A

Pat_65 Pre-Treatment OTX2 5015 37 14 57268637 57268637 Missense_Mutation SNP C A 4 156 c.686G>T c.(685-687)AGC>ATC p.S229I

Pat_65 Pre-Treatment RTN1 6252 37 14 60063471 60063471 Missense_Mutation SNP C T 147 287 c.2323G>A c.(2323-2325)GCT>ACT p.A775T

Pat_65 Pre-Treatment PAPLN 89932 37 14 73732131 73732131 Missense_Mutation SNP G A 4 257 c.3179G>A c.(3178-3180)CGG>CAG p.R1060Q

Pat_65 Pre-Treatment C14orf43 91748 37 14 74205340 74205340 Missense_Mutation SNP G A 4 176 c.1372C>T c.(1372-1374)CGC>TGC p.R458C

Pat_65 Pre-Treatment C14orf43 91748 37 14 74205754 74205754 Nonsense_Mutation SNP C A 4 63 c.958G>T c.(958-960)GAA>TAA p.E320*

Pat_65 Pre-Treatment TTLL5 23093 37 14 76165558 76165558 Nonsense_Mutation SNP G A 37 103 c.530G>A c.(529-531)TGG>TAG p.W177*

Pat_65 Pre-Treatment WARS 7453 37 14 100835507 100835507 Missense_Mutation SNP G A 4 148 c.16C>T c.(16-18)CCC>TCC p.P6S

Pat_65 Pre-Treatment KIAA0284 283638 37 14 105349558 105349558 Missense_Mutation SNP G A 12 681 c.764G>A c.(763-765)GGT>GAT p.G255D

Pat_65 Pre-Treatment ATP10A 57194 37 15 25958904 25958904 Missense_Mutation SNP C T 6 251 c.2261G>A c.(2260-2262)CGG>CAG p.R754Q

Pat_65 Pre-Treatment GABRG3 2567 37 15 27777804 27777804 Missense_Mutation SNP C T 35 84 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_65 Pre-Treatment DLL4 54567 37 15 41228851 41228851 Missense_Mutation SNP C T 4 63 c.1666C>T c.(1666-1668)CGG>TGG p.R556W

Pat_65 Pre-Treatment TUBGCP4 27229 37 15 43677989 43677989 Missense_Mutation SNP C T 4 208 c.724C>T c.(724-726)CGC>TGC p.R242C

Pat_65 Pre-Treatment HERC1 8925 37 15 63970126 63970126 Missense_Mutation SNP G A 7 633 c.6988C>T c.(6988-6990)CGC>TGC p.R2330C

Pat_65 Pre-Treatment LBXCOR1 390598 37 15 68119364 68119365 Missense_Mutation DNP CC TT 14 39 c.1066_1067CC>TT c.(1066-1068)CCT>TTT p.P356F

Pat_65 Pre-Treatment PTPN9 5780 37 15 75819488 75819488 Missense_Mutation SNP G A 5 312 c.178C>T c.(178-180)CGT>TGT p.R60C



Pat_65 Pre-Treatment SNX33 257364 37 15 75941463 75941463 Missense_Mutation SNP C T 153 327 c.20C>T c.(19-21)GCC>GTC p.A7V

Pat_65 Pre-Treatment IREB2 3658 37 15 78790399 78790399 Missense_Mutation SNP G A 6 446 c.2806G>A c.(2806-2808)GTG>ATG p.V936M

Pat_65 Pre-Treatment STARD5 80765 37 15 81605689 81605689 Missense_Mutation SNP G A 5 502 c.550C>T c.(550-552)CTC>TTC p.L184F

Pat_65 Pre-Treatment PDIA2 64714 37 16 334584 334584 Missense_Mutation SNP G A 17 35 c.397G>A c.(397-399)GAG>AAG p.E133K

Pat_65 Pre-Treatment SOLH 6650 37 16 598100 598100 Missense_Mutation SNP G A 3 17 c.1262G>A c.(1261-1263)TGT>TAT p.C421Y

Pat_65 Pre-Treatment IFT140 9742 37 16 1570021 1570021 Missense_Mutation SNP C T 4 127 c.3901G>A c.(3901-3903)GAC>AAC p.D1301N

Pat_65 Pre-Treatment IFT140 9742 37 16 1575305 1575305 Missense_Mutation SNP G A 19 341 c.2791C>T c.(2791-2793)CGC>TGC p.R931C

Pat_65 Pre-Treatment TBC1D24 57465 37 16 2546352 2546352 Missense_Mutation SNP C T 4 257 c.203C>T c.(202-204)ACG>ATG p.T68M

Pat_65 Pre-Treatment TBC1D24 57465 37 16 2546873 2546873 Missense_Mutation SNP C T 4 196 c.724C>T c.(724-726)CGC>TGC p.R242C

Pat_65 Pre-Treatment SRRM2 23524 37 16 2817091 2817091 Missense_Mutation SNP A G 85 189 c.6562A>G c.(6562-6564)ATC>GTC p.I2188V

Pat_65 Pre-Treatment BTBD12 84464 37 16 3641121 3641121 Missense_Mutation SNP C T 5 221 c.2518G>A c.(2518-2520)GAA>AAA p.E840K

Pat_65 Pre-Treatment ATF7IP2 80063 37 16 10532009 10532009 Missense_Mutation SNP G T 5 179 c.1012G>T c.(1012-1014)GAT>TAT p.D338Y

Pat_65 Pre-Treatment NPIP 9284 37 16 15045791 15045791 Missense_Mutation SNP C T 8 591 c.962C>T c.(961-963)CCA>CTA p.P321L

Pat_65 Pre-Treatment DNAH3 55567 37 16 21051173 21051173 Splice_Site SNP C T 103 230 c.4730_splice c.e33+1 p.S1577_splice

Pat_65 Pre-Treatment NDUFAB1 4706 37 16 23598564 23598564 Missense_Mutation SNP C T 4 227 c.245G>A c.(244-246)CGT>CAT p.R82H

Pat_65 Pre-Treatment TNRC6A 27327 37 16 24816962 24816962 Missense_Mutation SNP G A 6 594 c.4159G>A c.(4159-4161)GGT>AGT p.G1387S

Pat_65 Pre-Treatment HEATR3 55027 37 16 50112912 50112912 Missense_Mutation SNP G A 4 123 c.1024G>A c.(1024-1026)GTT>ATT p.V342I

Pat_65 Pre-Treatment ARL2BP 23568 37 16 57286171 57286171 Missense_Mutation SNP C T 4 207 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_65 Pre-Treatment CDH16 1014 37 16 66943281 66943281 Missense_Mutation SNP C T 4 169 c.2281G>A c.(2281-2283)GTG>ATG p.V761M

Pat_65 Pre-Treatment DDX28 55794 37 16 68055631 68055631 Missense_Mutation SNP C T 4 182 c.1475G>A c.(1474-1476)GGG>GAG p.G492E

Pat_65 Pre-Treatment VAC14 55697 37 16 70818015 70818015 Splice_Site SNP C T 6 239 c.594_splice c.e5+1 p.W198_splice

Pat_65 Pre-Treatment CHST4 10164 37 16 71570876 71570876 Missense_Mutation SNP G A 69 138 c.296G>A c.(295-297)CGG>CAG p.R99Q

Pat_65 Pre-Treatment PHLPP2 23035 37 16 71710415 71710415 Missense_Mutation SNP C T 4 217 c.1406G>A c.(1405-1407)CGG>CAG p.R469Q

Pat_65 Pre-Treatment CLEC3A 10143 37 16 78062081 78062081 Nonsense_Mutation SNP C T 4 100 c.193C>T c.(193-195)CAG>TAG p.Q65*

Pat_65 Pre-Treatment MBTPS1 8720 37 16 84104299 84104299 Missense_Mutation SNP G A 5 357 c.1676C>T c.(1675-1677)TCG>TTG p.S559L

Pat_65 Pre-Treatment TAF1C 9013 37 16 84213175 84213175 Missense_Mutation SNP C T 4 92 c.1982G>A c.(1981-1983)CGC>CAC p.R661H

Pat_65 Pre-Treatment SERPINF2 5345 37 17 1650407 1650408 Missense_Mutation DNP CC AT 22 45 c.462_463CC>ATc.(460-465)GACCTG>GAATTG p.D154E

Pat_65 Pre-Treatment RPA1 6117 37 17 1780522 1780522 Missense_Mutation SNP C T 4 260 c.604C>T c.(604-606)CGT>TGT p.R202C

Pat_65 Pre-Treatment OR3A1 4994 37 17 3195650 3195650 Missense_Mutation SNP C A 4 149 c.227G>T c.(226-228)TGC>TTC p.C76F

Pat_65 Pre-Treatment ZMYND15 84225 37 17 4647542 4647542 Missense_Mutation SNP G A 90 205 c.1436G>A c.(1435-1437)GGG>GAG p.G479E

Pat_65 Pre-Treatment FAM64A 54478 37 17 6350844 6350844 Missense_Mutation SNP G A 130 245 c.356G>A c.(355-357)AGG>AAG p.R119K

Pat_65 Pre-Treatment DNAH2 146754 37 17 7640548 7640548 Missense_Mutation SNP G A 4 278 c.1142G>A c.(1141-1143)CGG>CAG p.R381Q

Pat_65 Pre-Treatment DNAH2 146754 37 17 7683487 7683487 Missense_Mutation SNP G A 6 616 c.5735G>A c.(5734-5736)CGC>CAC p.R1912H

Pat_65 Pre-Treatment MYH4 4622 37 17 10355278 10355278 Missense_Mutation SNP C T 103 219 c.3718G>A c.(3718-3720)GAG>AAG p.E1240K

Pat_65 Pre-Treatment DNAH9 1770 37 17 11540095 11540095 Missense_Mutation SNP G A 125 280 c.1780G>A c.(1780-1782)GAA>AAA p.E594K

Pat_65 Pre-Treatment C17orf76 388341 37 17 16365643 16365643 Missense_Mutation SNP G A 4 158 c.304C>T c.(304-306)CGG>TGG p.R102W

Pat_65 Pre-Treatment SREBF1 6720 37 17 17723595 17723595 Missense_Mutation SNP G A 5 379 c.332C>T c.(331-333)CCG>CTG p.P111L

Pat_65 Pre-Treatment EPN2 22905 37 17 19186863 19186863 Missense_Mutation SNP G A 4 168 c.431G>A c.(430-432)AGG>AAG p.R144K

Pat_65 Pre-Treatment GIT1 28964 37 17 27904247 27904247 Missense_Mutation SNP G A 6 453 c.1000C>T c.(1000-1002)CGC>TGC p.R334C

Pat_65 Pre-Treatment RNF135 84282 37 17 29324337 29324337 Missense_Mutation SNP C T 4 187 c.757C>T c.(757-759)CGG>TGG p.R253W

Pat_65 Pre-Treatment PIP4K2B 8396 37 17 36934618 36934618 Missense_Mutation SNP G A 6 529 c.662C>T c.(661-663)ACG>ATG p.T221M

Pat_65 Pre-Treatment ERBB2 2064 37 17 37871746 37871746 Missense_Mutation SNP G A 4 237 c.1270G>A c.(1270-1272)GTC>ATC p.V424I

Pat_65 Pre-Treatment KRT23 25984 37 17 39086344 39086344 Missense_Mutation SNP C T 30 72 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_65 Pre-Treatment CNTNAP1 8506 37 17 40839014 40839014 Missense_Mutation SNP G A 5 269 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_65 Pre-Treatment CCDC56 28958 37 17 40947839 40947839 Missense_Mutation SNP C T 4 96 c.419G>A c.(418-420)CGC>CAC p.R140H

Pat_65 Pre-Treatment CDC27 996 37 17 45234366 45234366 Missense_Mutation SNP G A 5 309 c.755C>T c.(754-756)TCC>TTC p.S252F

Pat_65 Pre-Treatment OSBPL7 114881 37 17 45890750 45890750 Missense_Mutation SNP G A 4 116 c.1619C>T c.(1618-1620)GCT>GTT p.A540V



Pat_65 Pre-Treatment PHB 5245 37 17 47489082 47489082 Missense_Mutation SNP G A 4 192 c.208C>T c.(208-210)CGT>TGT p.R70C

Pat_65 Pre-Treatment AKAP1 8165 37 17 55195774 55195774 Missense_Mutation SNP G A 5 393 c.2533G>A c.(2533-2535)GCC>ACC p.A845T

Pat_65 Pre-Treatment ABCA9 10350 37 17 67028403 67028403 Nonsense_Mutation SNP G A 4 185 c.1291C>T c.(1291-1293)CGA>TGA p.R431*

Pat_65 Pre-Treatment FBF1 85302 37 17 73922171 73922171 Missense_Mutation SNP G A 3 69 c.766C>T c.(766-768)CGC>TGC p.R256C

Pat_65 Pre-Treatment EMILIN2 84034 37 18 2909817 2909817 Missense_Mutation SNP G A 5 237 c.2824G>A c.(2824-2826)GGG>AGG p.G942R

Pat_65 Pre-Treatment LAMA1 284217 37 18 6948540 6948540 Missense_Mutation SNP G A 91 161 c.8572C>T c.(8572-8574)CCT>TCT p.P2858S

Pat_65 Pre-Treatment LAMA1 284217 37 18 6971871 6971871 Missense_Mutation SNP C T 5 390 c.6884G>A c.(6883-6885)CGT>CAT p.R2295H

Pat_65 Pre-Treatment RALBP1 10928 37 18 9530883 9530883 Missense_Mutation SNP G A 5 142 c.1399G>A c.(1399-1401)GTT>ATT p.V467I

Pat_65 Pre-Treatment TXNDC2 84203 37 18 9887437 9887437 Missense_Mutation SNP G A 13 505 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_65 Pre-Treatment TXNDC2 84203 37 18 9887452 9887452 Missense_Mutation SNP G A 8 514 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_65 Pre-Treatment KIAA1012 22878 37 18 29419285 29419285 Missense_Mutation SNP G A 29 67 c.3973C>T c.(3973-3975)CAT>TAT p.H1325Y

Pat_65 Pre-Treatment ACAA2 10449 37 18 47310261 47310261 Missense_Mutation SNP C T 4 217 c.1150G>A c.(1150-1152)GGA>AGA p.G384R

Pat_65 Pre-Treatment SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 56 112 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_65 Pre-Treatment CDH19 28513 37 18 64176387 64176387 Missense_Mutation SNP G A 5 536 c.1673C>T c.(1672-1674)CCG>CTG p.P558L

Pat_65 Pre-Treatment MED16 10025 37 19 889781 889781 Missense_Mutation SNP C T 26 42 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_65 Pre-Treatment LMNB2 84823 37 19 2434378 2434378 Missense_Mutation SNP C T 4 201 c.1057G>A c.(1057-1059)GAG>AAG p.E353K

Pat_65 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 5 169 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_65 Pre-Treatment AES 166 37 19 3057730 3057730 Missense_Mutation SNP C T 4 236 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_65 Pre-Treatment EEF2 1938 37 19 3979865 3979865 Missense_Mutation SNP C A 4 98 c.1546G>T c.(1546-1548)GAC>TAC p.D516Y

Pat_65 Pre-Treatment PLIN4 729359 37 19 4510875 4510875 Missense_Mutation SNP C A 27 124 c.3055G>T c.(3055-3057)GGG>TGG p.G1019W

Pat_65 Pre-Treatment PLIN4 729359 37 19 4511345 4511345 Missense_Mutation SNP G T 5 354 c.2585C>A c.(2584-2586)GCC>GAC p.A862D

Pat_65 Pre-Treatment DPP9 91039 37 19 4704265 4704265 Missense_Mutation SNP G A 5 293 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_65 Pre-Treatment FUT5 2527 37 19 5867303 5867303 Nonsense_Mutation SNP C T 63 125 c.434G>A c.(433-435)TGG>TAG p.W145*

Pat_65 Pre-Treatment GTF2F1 2962 37 19 6383373 6383373 Missense_Mutation SNP C T 5 204 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_65 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 9 330 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_65 Pre-Treatment CLEC4M 10332 37 19 7830867 7830868 Missense_Mutation DNP CC GG 9 222 c.489_490CC>GGc.(487-492)ACCCGG>ACGGGGp.R164G

Pat_65 Pre-Treatment MAP2K7 5609 37 19 7968947 7968947 Missense_Mutation SNP A T 5 76 c.118A>T c.(118-120)AGG>TGG p.R40W

Pat_65 Pre-Treatment ELAVL1 1994 37 19 8032566 8032566 Missense_Mutation SNP G T 5 164 c.539C>A c.(538-540)ACA>AAA p.T180K

Pat_65 Pre-Treatment FBN3 84467 37 19 8196706 8196706 Missense_Mutation SNP G C 22 42 c.1722C>G c.(1720-1722)GAC>GAG p.D574E

Pat_65 Pre-Treatment MUC16 94025 37 19 9063807 9063807 Missense_Mutation SNP G A 82 162 c.23639C>T c.(23638-23640)TCA>TTA p.S7880L

Pat_65 Pre-Treatment MAST1 22983 37 19 12985295 12985295 Missense_Mutation SNP C T 4 68 c.4324C>T c.(4324-4326)CGG>TGG p.R1442W

Pat_65 Pre-Treatment WIZ 58525 37 19 15538201 15538201 Missense_Mutation SNP C T 4 115 c.1195G>A c.(1195-1197)GAC>AAC p.D399N

Pat_65 Pre-Treatment CYP4F3 4051 37 19 15763737 15763737 Missense_Mutation SNP G A 74 143 c.1090G>A c.(1090-1092)GAC>AAC p.D364N

Pat_65 Pre-Treatment ZNF90 7643 37 19 20230036 20230036 Missense_Mutation SNP G T 7 298 c.1673G>T c.(1672-1674)AGT>ATT p.S558I

Pat_65 Pre-Treatment ZNF430 80264 37 19 21240543 21240543 Missense_Mutation SNP G A 8 347 c.1429G>A c.(1429-1431)GTA>ATA p.V477I

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476249 21476249 Missense_Mutation SNP T C 10 332 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 4 188 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476603 21476603 Missense_Mutation SNP C T 5 426 c.1165G>A c.(1165-1167)GAG>AAG p.E389K

Pat_65 Pre-Treatment ZNF493 284443 37 19 21607059 21607059 Missense_Mutation SNP C G 5 220 c.1214C>G c.(1213-1215)ACT>AGT p.T405S

Pat_65 Pre-Treatment ZNF98 148198 37 19 22574676 22574676 Missense_Mutation SNP A C 6 272 c.1361T>G c.(1360-1362)ATA>AGA p.I454R

Pat_65 Pre-Treatment ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 12 210 c.1648A>G c.(1648-1650)AAA>GAA p.K550E

Pat_65 Pre-Treatment NFKBID 84807 37 19 36380809 36380809 Missense_Mutation SNP C T 6 352 c.871G>A c.(871-873)GGG>AGG p.G291R

Pat_65 Pre-Treatment ERF 2077 37 19 42753854 42753854 Missense_Mutation SNP G A 4 133 c.410C>T c.(409-411)TCG>TTG p.S137L

Pat_65 Pre-Treatment CIC 23152 37 19 42791752 42791752 Missense_Mutation SNP G A 5 310 c.638G>A c.(637-639)CGG>CAG p.R213Q

Pat_65 Pre-Treatment CIC 23152 37 19 42793183 42793183 Missense_Mutation SNP G A 5 499 c.1075G>A c.(1075-1077)GGG>AGG p.G359R

Pat_65 Pre-Treatment LIPE 3991 37 19 42911936 42911936 Missense_Mutation SNP G A 4 120 c.1664C>T c.(1663-1665)GCC>GTC p.A555V

Pat_65 Pre-Treatment PSG6 5675 37 19 43585170 43585170 Missense_Mutation SNP C T 160 342 c.293G>A c.(292-294)CGA>CAA p.R98Q



Pat_65 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 10 411 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_65 Pre-Treatment GRLF1 2909 37 19 47423683 47423683 Missense_Mutation SNP G A 4 255 c.1751G>A c.(1750-1752)CGG>CAG p.R584Q

Pat_65 Pre-Treatment SPHK2 56848 37 19 49131527 49131527 Missense_Mutation SNP C T 4 176 c.865C>T c.(865-867)CAC>TAC p.H289Y

Pat_65 Pre-Treatment IRF3 3661 37 19 50165513 50165513 Missense_Mutation SNP C T 5 219 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_65 Pre-Treatment SIGLEC6 946 37 19 52034696 52034696 Missense_Mutation SNP C T 4 286 c.145G>A c.(145-147)GTA>ATA p.V49I

Pat_65 Pre-Treatment ZNF528 84436 37 19 52918874 52918874 Missense_Mutation SNP T G 7 268 c.769T>G c.(769-771)TCA>GCA p.S257A

Pat_65 Pre-Treatment ZNF816A 125893 37 19 53453583 53453583 Missense_Mutation SNP G T 5 304 c.1445C>A c.(1444-1446)ACA>AAA p.T482K

Pat_65 Pre-Treatment LILRB5 10990 37 19 54759278 54759278 Missense_Mutation SNP G A 4 143 c.823C>T c.(823-825)CTC>TTC p.L275F

Pat_65 Pre-Treatment CCDC106 29903 37 19 56163951 56163951 Missense_Mutation SNP G A 4 165 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_65 Pre-Treatment GALP 85569 37 19 56694582 56694582 Splice_Site SNP G A 4 206 c.295_splice c.e5+1 p.D99_splice

Pat_65 Pre-Treatment ZSCAN4 201516 37 19 58189533 58189533 Splice_Site SNP G A 77 145 c.563_splice c.e5-1 p.G188_splice

Pat_65 Pre-Treatment COLEC11 78989 37 2 3691583 3691583 Missense_Mutation SNP G A 5 447 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_65 Pre-Treatment GRHL1 29841 37 2 10133365 10133365 Missense_Mutation SNP G A 4 169 c.1492G>A c.(1492-1494)GGT>AGT p.G498S

Pat_65 Pre-Treatment APOB 338 37 2 21229136 21229136 Missense_Mutation SNP G A 5 355 c.10604C>T c.(10603-10605)ACT>ATT p.T3535I

Pat_65 Pre-Treatment ATAD2B 54454 37 2 24118737 24118737 Missense_Mutation SNP C T 5 268 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_65 Pre-Treatment NCOA1 8648 37 2 24933956 24933956 Missense_Mutation SNP G A 4 161 c.2575G>A c.(2575-2577)GCC>ACC p.A859T

Pat_65 Pre-Treatment CAD 790 37 2 27464072 27464072 Missense_Mutation SNP G A 6 565 c.5785G>A c.(5785-5787)GTC>ATC p.V1929I

Pat_65 Pre-Treatment XDH 7498 37 2 31560538 31560538 Missense_Mutation SNP C T 5 413 c.3920G>A c.(3919-3921)CGC>CAC p.R1307H

Pat_65 Pre-Treatment BIRC6 57448 37 2 32703713 32703713 Missense_Mutation SNP G A 4 174 c.7079G>A c.(7078-7080)CGC>CAC p.R2360H

Pat_65 Pre-Treatment PSME4 23198 37 2 54150222 54150222 Missense_Mutation SNP G A 5 356 c.1942C>T c.(1942-1944)CCC>TCC p.P648S

Pat_65 Pre-Treatment PSME4 23198 37 2 54155364 54155364 Missense_Mutation SNP G A 4 195 c.1393C>T c.(1393-1395)CGC>TGC p.R465C

Pat_65 Pre-Treatment RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 17 221 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_65 Pre-Treatment GFPT1 2673 37 2 69590794 69590794 Missense_Mutation SNP C T 27 62 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_65 Pre-Treatment DQX1 165545 37 2 74749737 74749737 Missense_Mutation SNP C T 7 359 c.1465G>A c.(1465-1467)GAG>AAG p.E489K

Pat_65 Pre-Treatment FAM176A 84141 37 2 75745202 75745202 Missense_Mutation SNP G A 4 234 c.65C>T c.(64-66)GCG>GTG p.A22V

Pat_65 Pre-Treatment IMMT 10989 37 2 86393689 86393689 Missense_Mutation SNP G A 4 177 c.734C>T c.(733-735)GCG>GTG p.A245V

Pat_65 Pre-Treatment LMAN2L 81562 37 2 97377624 97377624 Missense_Mutation SNP G A 5 430 c.646C>T c.(646-648)CGC>TGC p.R216C

Pat_65 Pre-Treatment AFF3 3899 37 2 100210409 100210409 Missense_Mutation SNP C T 3 38 c.1714G>A c.(1714-1716)GCG>ACG p.A572T

Pat_65 Pre-Treatment CBWD2 150472 37 2 114218249 114218249 Splice_Site SNP G A 12 177 c.529_splice c.e7-1 p.H177_splice

Pat_65 Pre-Treatment WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 6 48 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_65 Pre-Treatment POTEE 445582 37 2 131976198 131976198 Missense_Mutation SNP A G 5 445 c.223A>G c.(223-225)AGT>GGT p.S75G

Pat_65 Pre-Treatment ITGB6 3694 37 2 160980358 160980358 Missense_Mutation SNP C T 5 433 c.1925G>A c.(1924-1926)CGA>CAA p.R642Q

Pat_65 Pre-Treatment TTN 7273 37 2 179669338 179669338 Missense_Mutation SNP G A 5 152 c.32C>T c.(31-33)CCG>CTG p.P11L

Pat_65 Pre-Treatment ZSWIM2 151112 37 2 187693420 187693420 Missense_Mutation SNP G A 43 84 c.1193C>T c.(1192-1194)TCA>TTA p.S398L

Pat_65 Pre-Treatment NBEAL1 65065 37 2 204001498 204001498 Splice_Site SNP G A 6 400 c.4478_splice c.e28+1 p.T1493_splice

Pat_65 Pre-Treatment CRYGA 1418 37 2 209025629 209025629 Missense_Mutation SNP G A 6 525 c.424C>T c.(424-426)CGG>TGG p.R142W

Pat_65 Pre-Treatment PTH2R 5746 37 2 209271775 209271775 Missense_Mutation SNP G A 5 326 c.7G>A c.(7-9)GGG>AGG p.G3R

Pat_65 Pre-Treatment SPEG 10290 37 2 220353355 220353355 Missense_Mutation SNP G A 4 176 c.7994G>A c.(7993-7995)AGC>AAC p.S2665N

Pat_65 Pre-Treatment KIAA1486 57624 37 2 226378287 226378287 Missense_Mutation SNP C T 45 109 c.422C>T c.(421-423)CCC>CTC p.P141L

Pat_65 Pre-Treatment IRS1 3667 37 2 227661578 227661578 Missense_Mutation SNP C T 4 121 c.1877G>A c.(1876-1878)CGA>CAA p.R626Q

Pat_65 Pre-Treatment COL4A3 1285 37 2 228172425 228172425 Splice_Site SNP G A 4 182 c.4253_splice c.e48-1 p.G1418_splice

Pat_65 Pre-Treatment ARMC9 80210 37 2 232127058 232127058 Missense_Mutation SNP G A 6 562 c.1066G>A c.(1066-1068)GTT>ATT p.V356I

Pat_65 Pre-Treatment NMUR1 10316 37 2 232393418 232393418 Missense_Mutation SNP G A 6 466 c.314C>T c.(313-315)TCG>TTG p.S105L

Pat_65 Pre-Treatment NEU2 4759 37 2 233897427 233897427 Missense_Mutation SNP G A 5 463 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_65 Pre-Treatment PRNP 5621 37 20 4680318 4680318 Missense_Mutation SNP G A 4 214 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_65 Pre-Treatment RBL1 5933 37 20 35651207 35651207 Missense_Mutation SNP C T 4 204 c.2405G>A c.(2404-2406)CGC>CAC p.R802H

Pat_65 Pre-Treatment LPIN3 64900 37 20 39974612 39974612 Missense_Mutation SNP G A 4 231 c.169G>A c.(169-171)GTC>ATC p.V57I



Pat_65 Pre-Treatment WFDC8 90199 37 20 44180787 44180787 Missense_Mutation SNP G C 44 103 c.604C>G c.(604-606)CCA>GCA p.P202A

Pat_65 Pre-Treatment MMP9 4318 37 20 44641918 44641918 Missense_Mutation SNP G A 6 643 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_65 Pre-Treatment ATP9A 10079 37 20 50241846 50241846 Missense_Mutation SNP G A 4 191 c.1901C>T c.(1900-1902)ACG>ATG p.T634M

Pat_65 Pre-Treatment TSHZ2 128553 37 20 51871822 51871822 Missense_Mutation SNP G A 88 169 c.1825G>A c.(1825-1827)GAA>AAA p.E609K

Pat_65 Pre-Treatment EDN3 1908 37 20 57899500 57899500 Missense_Mutation SNP G A 107 230 c.703G>A c.(703-705)GAA>AAA p.E235K

Pat_65 Pre-Treatment ZNF512B 57473 37 20 62597990 62597990 Missense_Mutation SNP C T 4 178 c.538G>A c.(538-540)GTC>ATC p.V180I

Pat_65 Pre-Treatment UMODL1 89766 37 21 43547792 43547792 Missense_Mutation SNP C T 4 91 c.3541C>T c.(3541-3543)CCC>TCC p.P1181S

Pat_65 Pre-Treatment PCNT 5116 37 21 47831565 47831565 Missense_Mutation SNP G A 4 150 c.5578G>A c.(5578-5580)GAA>AAA p.E1860K

Pat_65 Pre-Treatment MICAL3 57553 37 22 18300668 18300668 Missense_Mutation SNP C T 4 91 c.4759G>A c.(4759-4761)GCG>ACG p.A1587T

Pat_65 Pre-Treatment C1QTNF6 114904 37 22 37578529 37578529 Missense_Mutation SNP G A 4 225 c.479C>T c.(478-480)GCG>GTG p.A160V

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120437 38120437 Missense_Mutation SNP G C 7 535 c.1874G>C c.(1873-1875)AGA>ACA p.R625T

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120668 38120668 Missense_Mutation SNP A T 7 331 c.2105A>T c.(2104-2106)CAA>CTA p.Q702L

Pat_65 Pre-Treatment MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 6 272 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_65 Pre-Treatment SMC1B 27127 37 22 45789558 45789558 Missense_Mutation SNP C T 4 180 c.1501G>A c.(1501-1503)GCA>ACA p.A501T

Pat_65 Pre-Treatment ARSA 410 37 22 51065300 51065300 Missense_Mutation SNP G A 6 504 c.640C>T c.(640-642)CGC>TGC p.R214C

Pat_65 Pre-Treatment GRM7 2917 37 3 7188164 7188164 Missense_Mutation SNP C T 6 442 c.545C>T c.(544-546)ACG>ATG p.T182M

Pat_65 Pre-Treatment GRM7 2917 37 3 7456728 7456728 Missense_Mutation SNP C T 4 134 c.1052C>T c.(1051-1053)ACG>ATG p.T351M

Pat_65 Pre-Treatment ATP2B2 491 37 3 10442706 10442706 Missense_Mutation SNP C T 52 83 c.712G>A c.(712-714)GAA>AAA p.E238K

Pat_65 Pre-Treatment ZNF860 344787 37 3 32031840 32031840 Missense_Mutation SNP G C 4 90 c.1269G>C c.(1267-1269)GAG>GAC p.E423D

Pat_65 Pre-Treatment ARPP21 10777 37 3 35763105 35763105 Missense_Mutation SNP G A 20 62 c.1004G>A c.(1003-1005)AGA>AAA p.R335K

Pat_65 Pre-Treatment TRANK1 9881 37 3 36898026 36898026 Missense_Mutation SNP C T 6 468 c.1405G>A c.(1405-1407)GAC>AAC p.D469N

Pat_65 Pre-Treatment ZNF621 285268 37 3 40571763 40571763 Missense_Mutation SNP G A 4 244 c.215G>A c.(214-216)GGC>GAC p.G72D

Pat_65 Pre-Treatment KBTBD5 131377 37 3 42730184 42730184 Missense_Mutation SNP G A 4 230 c.1396G>A c.(1396-1398)GTA>ATA p.V466I

Pat_65 Pre-Treatment LTF 4057 37 3 46495836 46495836 Missense_Mutation SNP C T 127 327 c.662G>A c.(661-663)GGG>GAG p.G221E

Pat_65 Pre-Treatment ALS2CL 259173 37 3 46716140 46716140 Missense_Mutation SNP C T 4 202 c.2345G>A c.(2344-2346)CGG>CAG p.R782Q

Pat_65 Pre-Treatment CELSR3 1951 37 3 48699362 48699362 Missense_Mutation SNP G A 79 137 c.706C>T c.(706-708)CCA>TCA p.P236S

Pat_65 Pre-Treatment GMPPB 29925 37 3 49760118 49760118 Missense_Mutation SNP G A 4 184 c.472C>T c.(472-474)CGG>TGG p.R158W

Pat_65 Pre-Treatment RAD54L2 23132 37 3 51697329 51697329 Missense_Mutation SNP C T 4 116 c.4297C>T c.(4297-4299)CGG>TGG p.R1433W

Pat_65 Pre-Treatment STAB1 23166 37 3 52554552 52554552 Missense_Mutation SNP G C 60 116 c.5636G>C c.(5635-5637)CGG>CCG p.R1879P

Pat_65 Pre-Treatment TMEM110 375346 37 3 52876888 52876888 Missense_Mutation SNP G A 4 107 c.707C>T c.(706-708)TCG>TTG p.S236L

Pat_65 Pre-Treatment GPR27 2850 37 3 71803846 71803846 Missense_Mutation SNP C T 3 39 c.646C>T c.(646-648)CCC>TCC p.P216S

Pat_65 Pre-Treatment FLJ10213 55096 37 3 73111864 73111864 Missense_Mutation SNP G A 4 273 c.632G>A c.(631-633)CGA>CAA p.R211Q

Pat_65 Pre-Treatment PDZRN3 23024 37 3 73433967 73433967 Missense_Mutation SNP A G 15 41 c.1750T>C c.(1750-1752)TCG>CCG p.S584P

Pat_65 Pre-Treatment OR5H15 403274 37 3 97887932 97887932 Missense_Mutation SNP T C 145 259 c.389T>C c.(388-390)TTA>TCA p.L130S

Pat_65 Pre-Treatment FAM55C 91775 37 3 101504465 101504465 Missense_Mutation SNP C T 6 601 c.25C>T c.(25-27)CGG>TGG p.R9W

Pat_65 Pre-Treatment FAM55C 91775 37 3 101535709 101535709 Nonsense_Mutation SNP G A 66 99 c.993G>A c.(991-993)TGG>TGA p.W331*

Pat_65 Pre-Treatment ATG3 64422 37 3 112277264 112277264 Missense_Mutation SNP C T 54 129 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_65 Pre-Treatment ARHGAP31 57514 37 3 119121119 119121119 Missense_Mutation SNP C T 4 233 c.1520C>T c.(1519-1521)ACG>ATG p.T507M

Pat_65 Pre-Treatment C3orf1 51300 37 3 119236128 119236128 Nonsense_Mutation SNP C T 6 612 c.673C>T c.(673-675)CGA>TGA p.R225*

Pat_65 Pre-Treatment DTX3L 151636 37 3 122289501 122289501 Missense_Mutation SNP G A 4 245 c.2135G>A c.(2134-2136)CGG>CAG p.R712Q

Pat_65 Pre-Treatment HSPBAP1 79663 37 3 122459659 122459659 Missense_Mutation SNP C A 6 237 c.1000G>T c.(1000-1002)GAT>TAT p.D334Y

Pat_65 Pre-Treatment B3GNT5 84002 37 3 182988272 182988272 Missense_Mutation SNP C T 6 435 c.686C>T c.(685-687)CCC>CTC p.P229L

Pat_65 Pre-Treatment IGF2BP2 10644 37 3 185364845 185364845 Missense_Mutation SNP C T 6 430 c.1675G>A c.(1675-1677)GTC>ATC p.V559I

Pat_65 Pre-Treatment IGF2BP2 10644 37 3 185416115 185416115 Missense_Mutation SNP C T 4 233 c.260G>A c.(259-261)CGA>CAA p.R87Q

Pat_65 Pre-Treatment MUC4 4585 37 3 195505772 195505772 Missense_Mutation SNP C G 4 42 c.12295G>C c.(12295-12297)GTC>CTC p.V4099L

Pat_65 Pre-Treatment MUC4 4585 37 3 195505829 195505829 Missense_Mutation SNP G A 4 31 c.12238C>T c.(12238-12240)CCT>TCT p.P4080S

Pat_65 Pre-Treatment KIAA0226 9711 37 3 197431550 197431550 Missense_Mutation SNP T C 68 130 c.326A>G c.(325-327)GAC>GGC p.D109G



Pat_65 Pre-Treatment ZNF141 7700 37 4 367161 367161 Missense_Mutation SNP A C 4 291 c.935A>C c.(934-936)AAA>ACA p.K312T

Pat_65 Pre-Treatment HTT 3064 37 4 3230426 3230426 Missense_Mutation SNP G A 4 75 c.7939G>A c.(7939-7941)GAC>AAC p.D2647N

Pat_65 Pre-Treatment FRYL 285527 37 4 48591761 48591761 Splice_Site SNP C T 4 202 c.1640_splice c.e18+1 p.T547_splice

Pat_65 Pre-Treatment SGMS2 166929 37 4 108816945 108816945 Missense_Mutation SNP C T 4 227 c.236C>T c.(235-237)ACG>ATG p.T79M

Pat_65 Pre-Treatment TRPC3 7222 37 4 122854046 122854046 Missense_Mutation SNP C T 5 290 c.367G>A c.(367-369)GGC>AGC p.G123S

Pat_65 Pre-Treatment OTUD4 54726 37 4 146065495 146065495 Missense_Mutation SNP C T 6 617 c.1319G>A c.(1318-1320)CGG>CAG p.R440Q

Pat_65 Pre-Treatment ZNF827 152485 37 4 146824080 146824080 Missense_Mutation SNP C T 4 187 c.331G>A c.(331-333)GAT>AAT p.D111N

Pat_65 Pre-Treatment MAP9 79884 37 4 156294408 156294409 Missense_Mutation DNP AC TT 42 150 c.360_361GT>AAc.(358-363)GGGTGT>GGAAGT p.C121S

Pat_65 Pre-Treatment TDO2 6999 37 4 156830052 156830052 Missense_Mutation SNP G A 7 385 c.317G>A c.(316-318)AGG>AAG p.R106K

Pat_65 Pre-Treatment TMEM192 201931 37 4 166009643 166009643 Missense_Mutation SNP A G 4 117 c.551T>C c.(550-552)CTG>CCG p.L184P

Pat_65 Pre-Treatment GALNTL6 442117 37 4 173269760 173269760 Missense_Mutation SNP G A 6 562 c.473G>A c.(472-474)CGG>CAG p.R158Q

Pat_65 Pre-Treatment PRDM9 56979 37 5 23510044 23510044 Missense_Mutation SNP G A 69 120 c.209G>A c.(208-210)CGA>CAA p.R70Q

Pat_65 Pre-Treatment UGT3A2 167127 37 5 36039579 36039579 Missense_Mutation SNP C T 78 137 c.1075G>A c.(1075-1077)GCT>ACT p.A359T

Pat_65 Pre-Treatment ADAMTS6 11174 37 5 64492856 64492856 Missense_Mutation SNP G A 32 95 c.2698C>T c.(2698-2700)CCA>TCA p.P900S

Pat_65 Pre-Treatment TAF9 6880 37 5 68661089 68661089 Missense_Mutation SNP G A 6 521 c.476C>T c.(475-477)ACT>ATT p.T159I

Pat_65 Pre-Treatment MEF2C 4208 37 5 88018554 88018554 Missense_Mutation SNP G A 8 380 c.1289C>T c.(1288-1290)TCG>TTG p.S430L

Pat_65 Pre-Treatment TTC37 9652 37 5 94814124 94814124 Missense_Mutation SNP G A 78 167 c.4235C>T c.(4234-4236)TCC>TTC p.S1412F

Pat_65 Pre-Treatment YTHDC2 64848 37 5 112889355 112889355 Missense_Mutation SNP G A 6 516 c.1936G>A c.(1936-1938)GAC>AAC p.D646N

Pat_65 Pre-Treatment BRD8 10902 37 5 137502305 137502305 Missense_Mutation SNP G T 4 174 c.899C>A c.(898-900)CCT>CAT p.P300H

Pat_65 Pre-Treatment PCDHA3 56145 37 5 140182959 140182959 Missense_Mutation SNP C T 5 307 c.2177C>T c.(2176-2178)CCG>CTG p.P726L

Pat_65 Pre-Treatment PCDHA8 56140 37 5 140223265 140223265 Missense_Mutation SNP G A 45 12 c.2359G>A c.(2359-2361)GAA>AAA p.E787K

Pat_65 Pre-Treatment PCDHA12 56137 37 5 140257294 140257294 Missense_Mutation SNP G A 50 94 c.2237G>A c.(2236-2238)GGG>GAG p.G746E

Pat_65 Pre-Treatment TNIP1 10318 37 5 150436398 150436398 Missense_Mutation SNP G A 4 158 c.556C>T c.(556-558)CGC>TGC p.R186C

Pat_65 Pre-Treatment ADAM19 8728 37 5 156936308 156936308 Splice_Site SNP C T 4 194 c.905_splice c.e9+1 p.T302_splice

Pat_65 Pre-Treatment ODZ2 57451 37 5 167689477 167689477 Nonsense_Mutation SNP C T 3 22 c.7960C>T c.(7960-7962)CGA>TGA p.R2654*

Pat_65 Pre-Treatment HK3 3101 37 5 176314737 176314737 Missense_Mutation SNP C T 4 170 c.1315G>A c.(1315-1317)GTC>ATC p.V439I

Pat_65 Pre-Treatment FGFR4 2264 37 5 176524649 176524649 Missense_Mutation SNP T C 4 156 c.2381T>C c.(2380-2382)TTC>TCC p.F794S

Pat_65 Pre-Treatment GRM6 2916 37 5 178418522 178418522 Missense_Mutation SNP C T 202 483 c.760G>A c.(760-762)GAA>AAA p.E254K

Pat_65 Pre-Treatment FLT4 2324 37 5 180043408 180043408 Missense_Mutation SNP G A 5 268 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_65 Pre-Treatment OR2V2 285659 37 5 180582588 180582588 Missense_Mutation SNP G A 6 632 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_65 Pre-Treatment HUS1B 135458 37 6 656422 656422 Missense_Mutation SNP C T 7 816 c.523G>A c.(523-525)GTG>ATG p.V175M

Pat_65 Pre-Treatment TUBB2B 347733 37 6 3225029 3225029 Missense_Mutation SNP C T 5 283 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_65 Pre-Treatment HLA-H 3136 37 6 29856489 29856489 Missense_Mutation SNP G A 7 228 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_65 Pre-Treatment PPP1R10 5514 37 6 30574582 30574582 Missense_Mutation SNP C T 5 208 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_65 Pre-Treatment DHX16 8449 37 6 30630755 30630755 Missense_Mutation SNP C T 5 446 c.1361G>A c.(1360-1362)CGG>CAG p.R454Q

Pat_65 Pre-Treatment NRM 11270 37 6 30656692 30656692 Missense_Mutation SNP C T 4 141 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_65 Pre-Treatment ZBTB12 221527 37 6 31868812 31868812 Missense_Mutation SNP C T 125 200 c.271G>A c.(271-273)GGC>AGC p.G91S

Pat_65 Pre-Treatment LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 4 60 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_65 Pre-Treatment DNAH8 1769 37 6 38820545 38820545 Missense_Mutation SNP G A 6 277 c.4891G>A c.(4891-4893)GTC>ATC p.V1631I

Pat_65 Pre-Treatment TTBK1 84630 37 6 43226825 43226825 Missense_Mutation SNP G A 5 258 c.1066G>A c.(1066-1068)GAG>AAG p.E356K

Pat_65 Pre-Treatment AARS2 57505 37 6 44269817 44269817 Missense_Mutation SNP G A 4 227 c.2578C>T c.(2578-2580)CGT>TGT p.R860C

Pat_65 Pre-Treatment PHF3 23469 37 6 64421921 64421921 Missense_Mutation SNP A C 70 113 c.4437A>C c.(4435-4437)CAA>CAC p.Q1479H

Pat_65 Pre-Treatment TPBG 7162 37 6 83074893 83074893 Missense_Mutation SNP C T 4 152 c.215C>T c.(214-216)GCG>GTG p.A72V

Pat_65 Pre-Treatment SLC35A1 10559 37 6 88210957 88210957 Missense_Mutation SNP G A 4 241 c.436G>A c.(436-438)GTT>ATT p.V146I

Pat_65 Pre-Treatment ORC3L 23595 37 6 88304120 88304120 Missense_Mutation SNP C A 4 132 c.74C>A c.(73-75)CCA>CAA p.P25Q

Pat_65 Pre-Treatment GRIK2 2898 37 6 102124549 102124549 Missense_Mutation SNP G A 4 112 c.593G>A c.(592-594)CGA>CAA p.R198Q

Pat_65 Pre-Treatment REPS1 85021 37 6 139266381 139266381 Missense_Mutation SNP C A 4 81 c.603G>T c.(601-603)TGG>TGT p.W201C



Pat_65 Pre-Treatment NOX3 50508 37 6 155743916 155743916 Missense_Mutation SNP G A 7 672 c.1220C>T c.(1219-1221)GCG>GTG p.A407V

Pat_65 Pre-Treatment TULP4 56995 37 6 158882724 158882724 Missense_Mutation SNP G A 5 275 c.989G>A c.(988-990)CGT>CAT p.R330H

Pat_65 Pre-Treatment SDK1 221935 37 7 4189032 4189032 Missense_Mutation SNP G A 3 44 c.4562G>A c.(4561-4563)CGG>CAG p.R1521Q

Pat_65 Pre-Treatment OSBPL3 26031 37 7 24874289 24874289 Missense_Mutation SNP G A 6 414 c.1562C>T c.(1561-1563)CCG>CTG p.P521L

Pat_65 Pre-Treatment CPVL 54504 37 7 29152381 29152381 Missense_Mutation SNP C T 72 121 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_65 Pre-Treatment NEUROD6 63974 37 7 31378158 31378158 Missense_Mutation SNP G A 49 89 c.725C>T c.(724-726)TCC>TTC p.S242F

Pat_65 Pre-Treatment IGFBP3 3486 37 7 45954519 45954519 Missense_Mutation SNP C T 4 173 c.776G>A c.(775-777)CGG>CAG p.R259Q

Pat_65 Pre-Treatment ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 5 329 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_65 Pre-Treatment ZNF735 730291 37 7 63680397 63680397 Missense_Mutation SNP A G 5 435 c.968A>G c.(967-969)AAA>AGA p.K323R

Pat_65 Pre-Treatment ZNF735 730291 37 7 63680406 63680406 Missense_Mutation SNP C A 7 427 c.977C>A c.(976-978)ACA>AAA p.T326K

Pat_65 Pre-Treatment ZNF92 168374 37 7 64863839 64863840 Missense_Mutation DNP CC AT 5 316 c.812_813CC>AT c.(811-813)ACC>AAT p.T271N

Pat_65 Pre-Treatment GTPBP10 85865 37 7 89982259 89982259 Missense_Mutation SNP T G 139 36 c.163T>G c.(163-165)TTA>GTA p.L55V

Pat_65 Pre-Treatment TRRAP 8295 37 7 98563361 98563361 Missense_Mutation SNP C T 5 303 c.6998C>T c.(6997-6999)ACG>ATG p.T2333M

Pat_65 Pre-Treatment ACHE 43 37 7 100489992 100489992 Nonsense_Mutation SNP G A 4 265 c.1516C>T c.(1516-1518)CGA>TGA p.R506*

Pat_65 Pre-Treatment MUC17 140453 37 7 100684253 100684253 Missense_Mutation SNP G A 8 876 c.9556G>A c.(9556-9558)GCA>ACA p.A3186T

Pat_65 Pre-Treatment CFTR 1080 37 7 117175426 117175426 Missense_Mutation SNP T C 4 138 c.704T>C c.(703-705)CTT>CCT p.L235P

Pat_65 Pre-Treatment CTTNBP2 83992 37 7 117431380 117431380 Missense_Mutation SNP C G 4 156 c.1870G>C c.(1870-1872)GCA>CCA p.A624P

Pat_65 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 154 73 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_65 Pre-Treatment GALNTL5 168391 37 7 151699961 151699961 Missense_Mutation SNP G A 150 50 c.821G>A c.(820-822)GGA>GAA p.G274E

Pat_65 Pre-Treatment EN2 2020 37 7 155251298 155251298 Missense_Mutation SNP C T 3 42 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_65 Pre-Treatment UBE3C 9690 37 7 157041215 157041215 Missense_Mutation SNP G A 6 597 c.2635G>A c.(2635-2637)GAT>AAT p.D879N

Pat_65 Pre-Treatment DLGAP2 9228 37 8 1497601 1497601 Missense_Mutation SNP C G 47 353 c.742C>G c.(742-744)CCC>GCC p.P248A

Pat_65 Pre-Treatment ADAM2 2515 37 8 39682391 39682391 Missense_Mutation SNP C T 14 56 c.214G>A c.(214-216)GTT>ATT p.V72I

Pat_65 Pre-Treatment ZMAT4 79698 37 8 40554908 40554908 Missense_Mutation SNP C T 63 61 c.205G>A c.(205-207)GAC>AAC p.D69N

Pat_65 Pre-Treatment PLAT 5327 37 8 42033531 42033531 Missense_Mutation SNP G A 5 186 c.1669C>T c.(1669-1671)CGT>TGT p.R557C

Pat_65 Pre-Treatment HGSNAT 138050 37 8 43014188 43014188 Splice_Site SNP G A 4 245 c.493_splice c.e4+1 p.P165_splice

Pat_65 Pre-Treatment KCNS2 3788 37 8 99440329 99440329 Missense_Mutation SNP C T 7 180 c.122C>T c.(121-123)ACG>ATG p.T41M

Pat_65 Pre-Treatment PKHD1L1 93035 37 8 110457287 110457287 Missense_Mutation SNP G A 244 254 c.5189G>A c.(5188-5190)GGA>GAA p.G1730E

Pat_65 Pre-Treatment GRINA 2907 37 8 145066663 145066663 Missense_Mutation SNP G A 4 256 c.853G>A c.(853-855)GTG>ATG p.V285M

Pat_65 Pre-Treatment DMRTA1 63951 37 9 22451762 22451762 Missense_Mutation SNP T A 4 63 c.1367T>A c.(1366-1368)CTA>CAA p.L456Q

Pat_65 Pre-Treatment ACO1 48 37 9 32436330 32436330 Missense_Mutation SNP C T 5 343 c.2182C>T c.(2182-2184)CGC>TGC p.R728C

Pat_65 Pre-Treatment LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C A 7 52 c.490C>A c.(490-492)CCC>ACC p.P164T

Pat_65 Pre-Treatment AGTPBP1 23287 37 9 88247645 88247646 Missense_Mutation DNP GG AA 52 72 c.1946_1947CC>TTc.(1945-1947)CCC>CTT p.P649L

Pat_65 Pre-Treatment KIAA1529 57653 37 9 100056345 100056345 Missense_Mutation SNP G A 6 183 c.203G>A c.(202-204)CGC>CAC p.R68H

Pat_65 Pre-Treatment ANKS6 203286 37 9 101552632 101552632 Missense_Mutation SNP C T 4 144 c.616G>A c.(616-618)GTG>ATG p.V206M

Pat_65 Pre-Treatment C9orf80 58493 37 9 115451893 115451893 Missense_Mutation SNP C G 4 118 c.133G>C c.(133-135)GCA>CCA p.A45P

Pat_65 Pre-Treatment OR1N2 138882 37 9 125315993 125315993 Missense_Mutation SNP G A 4 140 c.545G>A c.(544-546)CGC>CAC p.R182H

Pat_65 Pre-Treatment RXRA 6256 37 9 137328339 137328339 Missense_Mutation SNP C T 101 197 c.1268C>T c.(1267-1269)CCG>CTG p.P423L

Pat_65 Pre-Treatment NACC2 138151 37 9 138905119 138905120 Missense_Mutation DNP CC TT 87 154 c.1180_1181GG>AAc.(1180-1182)GGG>AAG p.G394K

Pat_65 Pre-Treatment NOTCH1 4851 37 9 139395158 139395158 Missense_Mutation SNP G A 8 475 c.5780C>T c.(5779-5781)ACG>ATG p.T1927M

Pat_65 Pre-Treatment MID1 4281 37 X 10463658 10463658 Missense_Mutation SNP C T 4 248 c.830G>A c.(829-831)CGA>CAA p.R277Q

Pat_65 Pre-Treatment TLR8 51311 37 X 12938514 12938514 Missense_Mutation SNP G A 4 251 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_65 Pre-Treatment PCYT1B 9468 37 X 24690709 24690709 Missense_Mutation SNP C T 4 218 c.41G>A c.(40-42)CGC>CAC p.R14H

Pat_65 Pre-Treatment POLA1 5422 37 X 24721465 24721465 Splice_Site SNP G A 4 95 c.247_splice c.e3+1 p.D83_splice

Pat_65 Pre-Treatment DGKK 139189 37 X 50213347 50213347 Missense_Mutation SNP G A 7 322 c.331C>T c.(331-333)CCA>TCA p.P111S

Pat_65 Pre-Treatment ZMYM3 9203 37 X 70468943 70468943 Missense_Mutation SNP C T 8 529 c.1547G>A c.(1546-1548)CGT>CAT p.R516H

Pat_65 Pre-Treatment TAF1 6872 37 X 70626490 70626490 Missense_Mutation SNP C T 4 88 c.3998C>T c.(3997-3999)GCG>GTG p.A1333V



Pat_65 Pre-Treatment NAP1L2 4674 37 X 72433704 72433704 Missense_Mutation SNP C T 10 39 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_65 Pre-Treatment DOCK11 139818 37 X 117773430 117773430 Missense_Mutation SNP G A 144 134 c.4034G>A c.(4033-4035)GGA>GAA p.G1345E

Pat_65 Pre-Treatment ACTRT1 139741 37 X 127185115 127185115 Missense_Mutation SNP C A 19 428 c.1071G>T c.(1069-1071)TGG>TGT p.W357C

Pat_65 Pre-Treatment MAGEA8 4107 37 X 149013756 149013756 Missense_Mutation SNP G A 4 278 c.710G>A c.(709-711)AGG>AAG p.R237K

Pat_65 Pre-Treatment SLC10A3 8273 37 X 153715905 153715905 Missense_Mutation SNP C T 4 97 c.1375G>A c.(1375-1377)GAG>AAG p.E459K

Pat_65 Pre-Treatment CTAG2 30848 37 X 153880823 153880823 Nonsense_Mutation SNP G A 4 186 c.352C>T c.(352-354)CGA>TGA p.R118*

Pat_65 Pre-Treatment IL9R 3581 37 X 155232601 155232601 Missense_Mutation SNP G A 4 220 c.59G>A c.(58-60)CGA>CAA p.R20Q

Pat_66 Pre-Treatment MMEL1 79258 37 1 2524280 2524280 Missense_Mutation SNP C T 24 18 c.1993G>A c.(1993-1995)GAA>AAA p.E665K

Pat_66 Pre-Treatment RPL22 6146 37 1 6253010 6253011 Missense_Mutation DNP GG AA 44 74 c.221_222CC>TT c.(220-222)TCC>TTT p.S74F

Pat_66 Pre-Treatment TNFRSF8 943 37 1 12175771 12175771 Missense_Mutation SNP G A 3 31 c.931G>A c.(931-933)GTC>ATC p.V311I

Pat_66 Pre-Treatment TNFRSF1B 7133 37 1 12253087 12253087 Missense_Mutation SNP C T 45 10 c.719C>T c.(718-720)TCC>TTC p.S240F

Pat_66 Pre-Treatment DHRS3 9249 37 1 12632834 12632834 Missense_Mutation SNP C T 14 0 c.746G>A c.(745-747)AGG>AAG p.R249K

Pat_66 Pre-Treatment PRAMEF1 65121 37 1 12855948 12855948 Missense_Mutation SNP G A 5 214 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_66 Pre-Treatment SPEN 23013 37 1 16254758 16254758 Missense_Mutation SNP G A 5 168 c.2023G>A c.(2023-2025)GAT>AAT p.D675N

Pat_66 Pre-Treatment CLCNKB 1188 37 1 16376354 16376354 Missense_Mutation SNP G A 76 141 c.911G>A c.(910-912)CGA>CAA p.R304Q

Pat_66 Pre-Treatment PADI3 51702 37 1 17606895 17606895 Missense_Mutation SNP G A 51 20 c.1606G>A c.(1606-1608)GAC>AAC p.D536N

Pat_66 Pre-Treatment AKR7L 246181 37 1 19595147 19595148 Missense_Mutation DNP GG AA 29 47 c.752_753CC>TT c.(751-753)GCC>GTT p.A251V

Pat_66 Pre-Treatment PLA2G2E 30814 37 1 20248809 20248809 Missense_Mutation SNP C T 10 18 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_66 Pre-Treatment EPHB2 2048 37 1 23233295 23233295 Missense_Mutation SNP G A 16 36 c.1981G>A c.(1981-1983)GAG>AAG p.E661K

Pat_66 Pre-Treatment MYOM3 127294 37 1 24413262 24413262 Missense_Mutation SNP G A 41 49 c.1670C>T c.(1669-1671)TCC>TTC p.S557F

Pat_66 Pre-Treatment RPS6KA1 6195 37 1 26883580 26883580 Missense_Mutation SNP G A 4 91 c.1073G>A c.(1072-1074)CGC>CAC p.R358H

Pat_66 Pre-Treatment KPNA6 23633 37 1 32632830 32632830 Missense_Mutation SNP C T 101 173 c.1177C>T c.(1177-1179)CGT>TGT p.R393C

Pat_66 Pre-Treatment PHC2 1912 37 1 33796967 33796967 Missense_Mutation SNP G A 153 20 c.1985C>T c.(1984-1986)TCC>TTC p.S662F

Pat_66 Pre-Treatment CSMD2 114784 37 1 34038256 34038256 Missense_Mutation SNP C T 21 40 c.7618G>A c.(7618-7620)GGA>AGA p.G2540R

Pat_66 Pre-Treatment C1orf94 84970 37 1 34677886 34677886 Missense_Mutation SNP C T 29 41 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_66 Pre-Treatment NFYC 4802 37 1 41236234 41236234 Missense_Mutation SNP C A 3 9 c.1111C>A c.(1111-1113)CAG>AAG p.Q371K

Pat_66 Pre-Treatment CCDC30 728621 37 1 43110444 43110444 Missense_Mutation SNP G A 35 54 c.1856G>A c.(1855-1857)CGA>CAA p.R619Q

Pat_66 Pre-Treatment C1orf50 79078 37 1 43240523 43240523 Missense_Mutation SNP C T 73 6 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_66 Pre-Treatment WDR65 149465 37 1 43663258 43663258 Missense_Mutation SNP C T 98 128 c.1157C>T c.(1156-1158)CCA>CTA p.P386L

Pat_66 Pre-Treatment PDZK1IP1 10158 37 1 47655595 47655595 Missense_Mutation SNP G A 10 16 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_66 Pre-Treatment ELAVL4 1996 37 1 50661383 50661383 Missense_Mutation SNP C T 148 19 c.659C>T c.(658-660)GCC>GTC p.A220V

Pat_66 Pre-Treatment C1orf175 374977 37 1 55166993 55166993 Missense_Mutation SNP G A 13 6 c.3283G>A c.(3283-3285)GAC>AAC p.D1095N

Pat_66 Pre-Treatment PCSK9 255738 37 1 55512304 55512304 Missense_Mutation SNP G A 28 31 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_66 Pre-Treatment PPAP2B 8613 37 1 56989520 56989520 Missense_Mutation SNP G A 21 47 c.608C>T c.(607-609)TCC>TTC p.S203F

Pat_66 Pre-Treatment C1orf168 199920 37 1 57185864 57185864 Missense_Mutation SNP G A 18 18 c.2113C>T c.(2113-2115)CGT>TGT p.R705C

Pat_66 Pre-Treatment C8A 731 37 1 57351708 57351708 Missense_Mutation SNP C T 37 2 c.964C>T c.(964-966)CCA>TCA p.P322S

Pat_66 Pre-Treatment C1orf87 127795 37 1 60505761 60505761 Missense_Mutation SNP G A 30 38 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_66 Pre-Treatment ATG4C 84938 37 1 63307135 63307135 Nonsense_Mutation SNP C T 36 65 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_66 Pre-Treatment ELTD1 64123 37 1 79392644 79392644 Missense_Mutation SNP G A 31 4 c.1010C>T c.(1009-1011)TCA>TTA p.S337L

Pat_66 Pre-Treatment ELTD1 64123 37 1 79402013 79402013 Missense_Mutation SNP A T 59 100 c.844T>A c.(844-846)TTT>ATT p.F282I

Pat_66 Pre-Treatment LPHN2 23266 37 1 82434986 82434986 Missense_Mutation SNP G A 65 86 c.2597G>A c.(2596-2598)CGA>CAA p.R866Q

Pat_66 Pre-Treatment BTBD8 284697 37 1 92568178 92568178 Missense_Mutation SNP G A 36 44 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_66 Pre-Treatment ABCA4 24 37 1 94544208 94544208 Missense_Mutation SNP C T 339 49 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_66 Pre-Treatment PALMD 54873 37 1 100154655 100154655 Missense_Mutation SNP G A 31 37 c.839G>A c.(838-840)GGA>GAA p.G280E

Pat_66 Pre-Treatment CDC14A 8556 37 1 100949903 100949903 Nonsense_Mutation SNP C T 12 3 c.1033C>T c.(1033-1035)CGA>TGA p.R345*

Pat_66 Pre-Treatment COL11A1 1301 37 1 103354187 103354187 Splice_Site SNP C T 42 6 c.4555_splice c.e62-1 p.G1519_splice

Pat_66 Pre-Treatment CLCC1 23155 37 1 109477342 109477342 Missense_Mutation SNP C T 51 52 c.1606G>A c.(1606-1608)GGT>AGT p.G536S



Pat_66 Pre-Treatment AMPD2 271 37 1 110169919 110169919 Missense_Mutation SNP C T 4 176 c.1003C>T c.(1003-1005)CGC>TGC p.R335C

Pat_66 Pre-Treatment DENND2C 163259 37 1 115142028 115142028 Missense_Mutation SNP G A 42 63 c.2150C>T c.(2149-2151)CCG>CTG p.P717L

Pat_66 Pre-Treatment AMPD1 270 37 1 115220959 115220959 Missense_Mutation SNP G A 62 123 c.1087C>T c.(1087-1089)CAT>TAT p.H363Y

Pat_66 Pre-Treatment SPAG17 200162 37 1 118548203 118548203 Missense_Mutation SNP G A 14 26 c.4610C>T c.(4609-4611)TCT>TTT p.S1537F

Pat_66 Pre-Treatment SPAG17 200162 37 1 118567995 118567996 Missense_Mutation DNP GG AA 60 19 c.3774_3775CC>TTc.(3772-3777)GTCCGT>GTTTGTp.R1259C

Pat_66 Pre-Treatment HSD3B1 3283 37 1 120050113 120050113 Missense_Mutation SNP G A 56 547 c.14G>A c.(13-15)AGC>AAC p.S5N

Pat_66 Pre-Treatment ADAM30 11085 37 1 120437687 120437687 Missense_Mutation SNP G A 30 857 c.1273C>T c.(1273-1275)CGG>TGG p.R425W

Pat_66 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 6 508 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 144873949 144873949 Missense_Mutation SNP C T 66 831 c.5008G>A c.(5008-5010)GAA>AAA p.E1670K

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 144911896 144911896 Missense_Mutation SNP G A 203 669 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 145021144 145021144 Missense_Mutation SNP C T 20 733 c.44G>A c.(43-45)GGG>GAG p.G15E

Pat_66 Pre-Treatment ITGA10 8515 37 1 145533143 145533143 Missense_Mutation SNP G A 4 118 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_66 Pre-Treatment FMO5 2330 37 1 146658634 146658634 Missense_Mutation SNP C A 38 69 c.1447G>T c.(1447-1449)GGG>TGG p.G483W

Pat_66 Pre-Treatment FMO5 2330 37 1 146658675 146658675 Missense_Mutation SNP G A 4 134 c.1406C>T c.(1405-1407)ACT>ATT p.T469I

Pat_66 Pre-Treatment GJA5 2702 37 1 147230556 147230556 Missense_Mutation SNP G A 4 181 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_66 Pre-Treatment RORC 6097 37 1 151787506 151787506 Missense_Mutation SNP G A 32 150 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_66 Pre-Treatment TCHHL1 126637 37 1 152059317 152059317 Missense_Mutation SNP C T 42 252 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_66 Pre-Treatment TCHH 7062 37 1 152085463 152085463 Missense_Mutation SNP A G 12 66 c.230T>C c.(229-231)TTT>TCT p.F77S

Pat_66 Pre-Treatment FLG 2312 37 1 152278795 152278795 Missense_Mutation SNP G A 121 798 c.8567C>T c.(8566-8568)TCG>TTG p.S2856L

Pat_66 Pre-Treatment CRNN 49860 37 1 152382770 152382770 Missense_Mutation SNP T C 12 628 c.788A>G c.(787-789)GAC>GGC p.D263G

Pat_66 Pre-Treatment SPRR1A 6698 37 1 152957867 152957867 Missense_Mutation SNP C T 57 356 c.161C>T c.(160-162)CCT>CTT p.P54L

Pat_66 Pre-Treatment PGLYRP4 57115 37 1 153317697 153317697 Missense_Mutation SNP C T 48 61 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_66 Pre-Treatment SHE 126669 37 1 154461646 154461646 Missense_Mutation SNP C T 81 58 c.905G>A c.(904-906)AGG>AAG p.R302K

Pat_66 Pre-Treatment GON4L 54856 37 1 155736404 155736404 Nonsense_Mutation SNP G A 130 81 c.2860C>T c.(2860-2862)CGA>TGA p.R954*

Pat_66 Pre-Treatment BCAN 63827 37 1 156616815 156616815 Missense_Mutation SNP G A 3 40 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_66 Pre-Treatment PEAR1 375033 37 1 156876497 156876497 Missense_Mutation SNP G A 47 203 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_66 Pre-Treatment SPTA1 6708 37 1 158617387 158617387 Missense_Mutation SNP C T 84 160 c.3838G>A c.(3838-3840)GAT>AAT p.D1280N

Pat_66 Pre-Treatment SPTA1 6708 37 1 158623143 158623143 Missense_Mutation SNP C A 4 192 c.3109G>T c.(3109-3111)GAT>TAT p.D1037Y

Pat_66 Pre-Treatment SPTA1 6708 37 1 158648325 158648325 Splice_Site SNP C T 15 72 c.679_splice c.e6-1 p.E227_splice

Pat_66 Pre-Treatment FCRL6 343413 37 1 159778010 159778010 Missense_Mutation SNP G A 69 63 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_66 Pre-Treatment CCDC19 25790 37 1 159847207 159847207 Missense_Mutation SNP C T 143 381 c.1090G>A c.(1090-1092)GAG>AAG p.E364K

Pat_66 Pre-Treatment KCNJ10 3766 37 1 160011806 160011806 Missense_Mutation SNP T C 65 293 c.517A>G c.(517-519)AAG>GAG p.K173E

Pat_66 Pre-Treatment CD84 8832 37 1 160518077 160518077 Missense_Mutation SNP G A 43 101 c.1007C>T c.(1006-1008)CCT>CTT p.P336L

Pat_66 Pre-Treatment CD244 51744 37 1 160811406 160811406 Missense_Mutation SNP A G 31 59 c.347T>C c.(346-348)GTT>GCT p.V116A

Pat_66 Pre-Treatment ITLN2 142683 37 1 160922485 160922485 Missense_Mutation SNP C T 112 68 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_66 Pre-Treatment POU2F1 5451 37 1 167370724 167370724 Missense_Mutation SNP G A 4 148 c.1417G>A c.(1417-1419)GCA>ACA p.A473T

Pat_66 Pre-Treatment ADCY10 55811 37 1 167839543 167839543 Missense_Mutation SNP C T 24 94 c.1568G>A c.(1567-1569)AGC>AAC p.S523N

Pat_66 Pre-Treatment DCAF6 55827 37 1 168044611 168044611 Missense_Mutation SNP C T 4 106 c.2521C>T c.(2521-2523)CGG>TGG p.R841W

Pat_66 Pre-Treatment F5 2153 37 1 169510846 169510846 Missense_Mutation SNP C T 63 287 c.3482G>A c.(3481-3483)CGA>CAA p.R1161Q

Pat_66 Pre-Treatment F5 2153 37 1 169512248 169512248 Missense_Mutation SNP C T 57 316 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_66 Pre-Treatment C1orf9 51430 37 1 172544695 172544695 Missense_Mutation SNP C T 30 132 c.1195C>T c.(1195-1197)CAT>TAT p.H399Y

Pat_66 Pre-Treatment TNR 7143 37 1 175332955 175332955 Missense_Mutation SNP G A 50 47 c.2596C>T c.(2596-2598)CCC>TCC p.P866S

Pat_66 Pre-Treatment TNR 7143 37 1 175372582 175372582 Missense_Mutation SNP C T 118 548 c.670G>A c.(670-672)GAG>AAG p.E224K

Pat_66 Pre-Treatment PAPPA2 60676 37 1 176525780 176525780 Missense_Mutation SNP C T 178 294 c.322C>T c.(322-324)CCC>TCC p.P108S

Pat_66 Pre-Treatment PAPPA2 60676 37 1 176564722 176564722 Missense_Mutation SNP C T 40 66 c.1982C>T c.(1981-1983)TCA>TTA p.S661L

Pat_66 Pre-Treatment FAM5B 57795 37 1 177250146 177250146 Missense_Mutation SNP G A 43 66 c.1834G>A c.(1834-1836)GAC>AAC p.D612N

Pat_66 Pre-Treatment C1orf125 126859 37 1 179460799 179460799 Missense_Mutation SNP G A 144 277 c.2218G>A c.(2218-2220)GGA>AGA p.G740R



Pat_66 Pre-Treatment C1orf125 126859 37 1 179502990 179502990 Missense_Mutation SNP G A 113 217 c.2776G>A c.(2776-2778)GAA>AAA p.E926K

Pat_66 Pre-Treatment TDRD5 163589 37 1 179603683 179603683 Nonsense_Mutation SNP G A 38 202 c.1218G>A c.(1216-1218)TGG>TGA p.W406*

Pat_66 Pre-Treatment TDRD5 163589 37 1 179631290 179631290 Missense_Mutation SNP G A 42 240 c.2212G>A c.(2212-2214)GAT>AAT p.D738N

Pat_66 Pre-Treatment CEP350 9857 37 1 180063743 180063743 Missense_Mutation SNP C T 12 61 c.8503C>T c.(8503-8505)CCC>TCC p.P2835S

Pat_66 Pre-Treatment CACNA1E 777 37 1 181727969 181727969 Missense_Mutation SNP G A 70 139 c.4570G>A c.(4570-4572)GAA>AAA p.E1524K

Pat_66 Pre-Treatment CACNA1E 777 37 1 181754457 181754457 Missense_Mutation SNP C T 31 54 c.5582C>T c.(5581-5583)TCT>TTT p.S1861F

Pat_66 Pre-Treatment DHX9 1660 37 1 182845668 182845668 Missense_Mutation SNP G A 4 159 c.2116G>A c.(2116-2118)GTA>ATA p.V706I

Pat_66 Pre-Treatment DHX9 1660 37 1 182852412 182852412 Missense_Mutation SNP G A 4 160 c.3053G>A c.(3052-3054)CGT>CAT p.R1018H

Pat_66 Pre-Treatment FAM129A 116496 37 1 184764647 184764647 Missense_Mutation SNP C T 201 167 c.2251G>A c.(2251-2253)GAG>AAG p.E751K

Pat_66 Pre-Treatment HMCN1 83872 37 1 185951498 185951498 Missense_Mutation SNP C T 4 229 c.2767C>T c.(2767-2769)CGG>TGG p.R923W

Pat_66 Pre-Treatment TPR 7175 37 1 186305706 186305706 Nonsense_Mutation SNP G A 5 262 c.4627C>T c.(4627-4629)CGA>TGA p.R1543*

Pat_66 Pre-Treatment F13B 2165 37 1 197030191 197030191 Missense_Mutation SNP G A 31 30 c.466C>T c.(466-468)CCT>TCT p.P156S

Pat_66 Pre-Treatment ASPM 259266 37 1 197073189 197073189 Missense_Mutation SNP G A 62 351 c.5192C>T c.(5191-5193)TCT>TTT p.S1731F

Pat_66 Pre-Treatment CRB1 23418 37 1 197298046 197298046 Missense_Mutation SNP G A 25 101 c.565G>A c.(565-567)GAA>AAA p.E189K

Pat_66 Pre-Treatment CRB1 23418 37 1 197390166 197390166 Missense_Mutation SNP C T 43 229 c.1208C>T c.(1207-1209)TCA>TTA p.S403L

Pat_66 Pre-Treatment CRB1 23418 37 1 197396686 197396686 Missense_Mutation SNP G A 51 39 c.2231G>A c.(2230-2232)CGA>CAA p.R744Q

Pat_66 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 5 184 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_66 Pre-Treatment CACNA1S 779 37 1 201031145 201031145 Missense_Mutation SNP C T 26 79 c.2980G>A c.(2980-2982)GAC>AAC p.D994N

Pat_66 Pre-Treatment ATP2B4 493 37 1 203669940 203669940 Missense_Mutation SNP G A 33 156 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_66 Pre-Treatment TMCC2 9911 37 1 205211090 205211090 Missense_Mutation SNP C T 23 108 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_66 Pre-Treatment SRGAP2 23380 37 1 206623810 206623810 Missense_Mutation SNP G A 11 103 c.1918G>A c.(1918-1920)GAA>AAA p.E640K

Pat_66 Pre-Treatment DYRK3 8444 37 1 206811054 206811054 Missense_Mutation SNP G A 88 178 c.137G>A c.(136-138)TGT>TAT p.C46Y

Pat_66 Pre-Treatment PIGR 5284 37 1 207106409 207106409 Missense_Mutation SNP C T 28 135 c.1808G>A c.(1807-1809)AGG>AAG p.R603K

Pat_66 Pre-Treatment CR2 1380 37 1 207642174 207642174 Missense_Mutation SNP C T 66 66 c.664C>T c.(664-666)CCC>TCC p.P222S

Pat_66 Pre-Treatment CR1 1378 37 1 207679317 207679317 Missense_Mutation SNP C T 42 230 c.190C>T c.(190-192)CCC>TCC p.P64S

Pat_66 Pre-Treatment G0S2 50486 37 1 209849265 209849265 Missense_Mutation SNP C T 6 32 c.236C>T c.(235-237)GCC>GTC p.A79V

Pat_66 Pre-Treatment KCNH1 3756 37 1 211192571 211192571 Missense_Mutation SNP G A 45 105 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_66 Pre-Treatment DTL 51514 37 1 212274211 212274211 Missense_Mutation SNP C T 29 133 c.1879C>T c.(1879-1881)CCG>TCG p.P627S

Pat_66 Pre-Treatment FAM71A 149647 37 1 212799828 212799828 Missense_Mutation SNP C T 30 75 c.1609C>T c.(1609-1611)CTT>TTT p.L537F

Pat_66 Pre-Treatment PROX1 5629 37 1 214170159 214170159 Missense_Mutation SNP C T 19 123 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_66 Pre-Treatment USH2A 7399 37 1 216040499 216040499 Missense_Mutation SNP C T 23 81 c.8695G>A c.(8695-8697)GAA>AAA p.E2899K

Pat_66 Pre-Treatment HHIPL2 79802 37 1 222713487 222713487 Missense_Mutation SNP G A 91 77 c.1315C>T c.(1315-1317)CGG>TGG p.R439W

Pat_66 Pre-Treatment TP53BP2 7159 37 1 223987704 223987704 Missense_Mutation SNP C T 4 217 c.1382G>A c.(1381-1383)CGT>CAT p.R461H

Pat_66 Pre-Treatment GUK1 2987 37 1 228334563 228334563 Nonsense_Mutation SNP G T 128 157 c.175G>T c.(175-177)GAG>TAG p.E59*

Pat_66 Pre-Treatment OBSCN 84033 37 1 228523512 228523512 Missense_Mutation SNP G A 54 145 c.16426G>A c.(16426-16428)GAG>AAG p.E5476K

Pat_66 Pre-Treatment TRIM67 440730 37 1 231299671 231299671 Missense_Mutation SNP G A 18 15 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_66 Pre-Treatment SIPA1L2 57568 37 1 232574866 232574866 Missense_Mutation SNP G A 25 71 c.4019C>T c.(4018-4020)TCC>TTC p.S1340F

Pat_66 Pre-Treatment KIAA1804 84451 37 1 233515051 233515051 Missense_Mutation SNP G C 122 161 c.2299G>C c.(2299-2301)GCT>CCT p.A767P

Pat_66 Pre-Treatment LYST 1130 37 1 235972754 235972754 Missense_Mutation SNP A G 68 79 c.1364T>C c.(1363-1365)CTG>CCG p.L455P

Pat_66 Pre-Treatment RYR2 6262 37 1 237881784 237881784 Missense_Mutation SNP G A 54 41 c.10517G>A c.(10516-10518)CGA>CAA p.R3506Q

Pat_66 Pre-Treatment CHRM3 1131 37 1 240072495 240072495 Missense_Mutation SNP C T 153 142 c.1744C>T c.(1744-1746)CAC>TAC p.H582Y

Pat_66 Pre-Treatment FMN2 56776 37 1 240370261 240370261 Missense_Mutation SNP G A 28 124 c.2149G>A c.(2149-2151)GCC>ACC p.A717T

Pat_66 Pre-Treatment FMN2 56776 37 1 240371033 240371033 Missense_Mutation SNP G A 166 470 c.2921G>A c.(2920-2922)GGA>GAA p.G974E

Pat_66 Pre-Treatment FMN2 56776 37 1 240635749 240635749 Missense_Mutation SNP G A 45 120 c.5138G>A c.(5137-5139)GGA>GAA p.G1713E

Pat_66 Pre-Treatment OR2G3 81469 37 1 247768951 247768951 Missense_Mutation SNP C T 32 135 c.64C>T c.(64-66)CGT>TGT p.R22C

Pat_66 Pre-Treatment TRIM58 25893 37 1 248039747 248039747 Missense_Mutation SNP G A 18 117 c.1417G>A c.(1417-1419)GAT>AAT p.D473N

Pat_66 Pre-Treatment OR2M4 26245 37 1 248403078 248403078 Missense_Mutation SNP C T 31 197 c.848C>T c.(847-849)CCT>CTT p.P283L



Pat_66 Pre-Treatment OR2M7 391196 37 1 248487446 248487446 Missense_Mutation SNP C T 268 486 c.425G>A c.(424-426)GGA>GAA p.G142E

Pat_66 Pre-Treatment OR2T4 127074 37 1 248525495 248525495 Missense_Mutation SNP G A 218 236 c.613G>A c.(613-615)GAG>AAG p.E205K

Pat_66 Pre-Treatment OR2T3 343173 37 1 248636667 248636667 Nonsense_Mutation SNP C T 22 103 c.16C>T c.(16-18)CAG>TAG p.Q6*

Pat_66 Pre-Treatment FBXO18 84893 37 10 5963488 5963488 Missense_Mutation SNP C T 4 84 c.2278C>T c.(2278-2280)CGG>TGG p.R760W

Pat_66 Pre-Treatment ITIH5 80760 37 10 7618968 7618968 Missense_Mutation SNP C T 22 25 c.1426G>A c.(1426-1428)GAT>AAT p.D476N

Pat_66 Pre-Treatment KIAA1217 56243 37 10 24832481 24832481 Missense_Mutation SNP G A 30 34 c.4282G>A c.(4282-4284)GGG>AGG p.G1428R

Pat_66 Pre-Treatment GPR158 57512 37 10 25887388 25887388 Missense_Mutation SNP C T 97 123 c.2833C>T c.(2833-2835)CAC>TAC p.H945Y

Pat_66 Pre-Treatment MYO3A 53904 37 10 26285456 26285456 Missense_Mutation SNP G A 34 50 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_66 Pre-Treatment GAD2 2572 37 10 26558061 26558061 Missense_Mutation SNP C T 20 40 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_66 Pre-Treatment PTCHD3 374308 37 10 27687287 27687287 Missense_Mutation SNP G A 15 21 c.2240C>T c.(2239-2241)TCC>TTC p.S747F

Pat_66 Pre-Treatment PTCHD3 374308 37 10 27702468 27702468 Missense_Mutation SNP C T 18 15 c.712G>A c.(712-714)GAT>AAT p.D238N

Pat_66 Pre-Treatment NRP1 8829 37 10 33559629 33559629 Missense_Mutation SNP G A 34 57 c.404C>T c.(403-405)TCC>TTC p.S135F

Pat_66 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 7 146 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_66 Pre-Treatment ANKRD30A 91074 37 10 37508235 37508235 Missense_Mutation SNP C T 26 44 c.3427C>T c.(3427-3429)CAT>TAT p.H1143Y

Pat_66 Pre-Treatment RET 5979 37 10 43597970 43597970 Missense_Mutation SNP C T 35 24 c.518C>T c.(517-519)TCC>TTC p.S173F

Pat_66 Pre-Treatment HNRNPA3P1 10151 37 10 44285799 44285799 Missense_Mutation SNP C T 4 17 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_66 Pre-Treatment PPYR1 5540 37 10 47086856 47086856 Missense_Mutation SNP G A 14 67 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_66 Pre-Treatment LRRC18 474354 37 10 50122059 50122059 Missense_Mutation SNP G A 16 35 c.142C>T c.(142-144)CGC>TGC p.R48C

Pat_66 Pre-Treatment DRGX 644168 37 10 50594888 50594888 Missense_Mutation SNP C T 75 119 c.266G>A c.(265-267)AGA>AAA p.R89K

Pat_66 Pre-Treatment ASAH2 56624 37 10 51974546 51974546 Missense_Mutation SNP C T 9 45 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_66 Pre-Treatment PCDH15 65217 37 10 55568568 55568568 Missense_Mutation SNP C T 15 20 c.5257G>A c.(5257-5259)GAA>AAA p.E1753K

Pat_66 Pre-Treatment PCDH15 65217 37 10 55996643 55996643 Nonsense_Mutation SNP G A 61 108 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_66 Pre-Treatment ANK3 288 37 10 61830234 61830234 Missense_Mutation SNP C T 18 56 c.10405G>A c.(10405-10407)GAG>AAG p.E3469K

Pat_66 Pre-Treatment AIFM2 84883 37 10 71877624 71877624 Missense_Mutation SNP G A 26 31 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_66 Pre-Treatment UNC5B 219699 37 10 73058927 73058927 Missense_Mutation SNP G A 81 115 c.2731G>A c.(2731-2733)GAA>AAA p.E911K

Pat_66 Pre-Treatment CDH23 64072 37 10 73270964 73270964 Missense_Mutation SNP C T 46 62 c.424C>T c.(424-426)CCT>TCT p.P142S

Pat_66 Pre-Treatment OIT3 170392 37 10 74666458 74666458 Missense_Mutation SNP G A 143 250 c.649G>A c.(649-651)GAT>AAT p.D217N

Pat_66 Pre-Treatment PLAU 5328 37 10 75671985 75671985 Missense_Mutation SNP G A 4 73 c.98G>A c.(97-99)TGT>TAT p.C33Y

Pat_66 Pre-Treatment RPS24 6229 37 10 79795158 79795158 Missense_Mutation SNP C T 75 116 c.52C>T c.(52-54)CTT>TTT p.L18F

Pat_66 Pre-Treatment OPN4 94233 37 10 88415938 88415938 Nonsense_Mutation SNP G A 27 50 c.171G>A c.(169-171)TGG>TGA p.W57*

Pat_66 Pre-Treatment ANKRD22 118932 37 10 90582747 90582747 Missense_Mutation SNP C T 50 65 c.527G>A c.(526-528)CGG>CAG p.R176Q

Pat_66 Pre-Treatment ACTA2 59 37 10 90699264 90699264 Missense_Mutation SNP C T 4 148 c.808G>A c.(808-810)GGG>AGG p.G270R

Pat_66 Pre-Treatment LIPA 3988 37 10 90984889 90984889 Missense_Mutation SNP G A 131 177 c.635C>T c.(634-636)CCT>CTT p.P212L

Pat_66 Pre-Treatment IFIT1B 439996 37 10 91143767 91143767 Missense_Mutation SNP G A 104 147 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_66 Pre-Treatment PDE6C 5146 37 10 95372651 95372651 Missense_Mutation SNP G A 34 52 c.169G>A c.(169-171)GAG>AAG p.E57K

Pat_66 Pre-Treatment PDE6C 5146 37 10 95380518 95380518 Missense_Mutation SNP G A 46 54 c.610G>A c.(610-612)GAA>AAA p.E204K

Pat_66 Pre-Treatment PLCE1 51196 37 10 96025599 96025599 Missense_Mutation SNP G A 39 58 c.4165G>A c.(4165-4167)GAG>AAG p.E1389K

Pat_66 Pre-Treatment COX15 1355 37 10 101486739 101486739 Missense_Mutation SNP G A 4 67 c.568C>T c.(568-570)CTC>TTC p.L190F

Pat_66 Pre-Treatment SEMA4G 57715 37 10 102733352 102733352 Missense_Mutation SNP G A 4 52 c.322G>A c.(322-324)GGG>AGG p.G108R

Pat_66 Pre-Treatment PPRC1 23082 37 10 103908203 103908203 Missense_Mutation SNP C T 44 77 c.4475C>T c.(4474-4476)TCC>TTC p.S1492F

Pat_66 Pre-Treatment CCDC147 159686 37 10 106130749 106130749 Nonsense_Mutation SNP C T 24 33 c.1027C>T c.(1027-1029)CAA>TAA p.Q343*

Pat_66 Pre-Treatment C10orf81 79949 37 10 115528596 115528596 Missense_Mutation SNP T C 37 47 c.364T>C c.(364-366)TCC>CCC p.S122P

Pat_66 Pre-Treatment C10orf81 79949 37 10 115536905 115536905 Missense_Mutation SNP C T 17 24 c.1054C>T c.(1054-1056)CCA>TCA p.P352S

Pat_66 Pre-Treatment VWA2 340706 37 10 116042283 116042283 Missense_Mutation SNP G A 36 64 c.842G>A c.(841-843)AGA>AAA p.R281K

Pat_66 Pre-Treatment ABLIM1 3983 37 10 116232858 116232859 Missense_Mutation DNP CC TT 48 72 c.1152_1153GG>AAc.(1150-1155)AAGGAT>AAAAATp.D385N

Pat_66 Pre-Treatment FAM160B1 57700 37 10 116606865 116606865 Missense_Mutation SNP C T 28 39 c.1585C>T c.(1585-1587)CCA>TCA p.P529S

Pat_66 Pre-Treatment ATRNL1 26033 37 10 117154214 117154214 Missense_Mutation SNP G A 19 51 c.3221G>A c.(3220-3222)GGA>GAA p.G1074E



Pat_66 Pre-Treatment ATRNL1 26033 37 10 117154237 117154237 Missense_Mutation SNP G A 19 45 c.3244G>A c.(3244-3246)GGA>AGA p.G1082R

Pat_66 Pre-Treatment C10orf96 374355 37 10 118084841 118084841 Missense_Mutation SNP G A 10 28 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_66 Pre-Treatment PDZD8 118987 37 10 119049715 119049715 Nonsense_Mutation SNP G A 44 59 c.1243C>T c.(1243-1245)CGA>TGA p.R415*

Pat_66 Pre-Treatment RAB11FIP2 22841 37 10 119799657 119799657 Missense_Mutation SNP G A 59 94 c.773C>T c.(772-774)TCC>TTC p.S258F

Pat_66 Pre-Treatment WDR11 55717 37 10 122650387 122650387 Missense_Mutation SNP C A 5 110 c.2503C>A c.(2503-2505)CAA>AAA p.Q835K

Pat_66 Pre-Treatment TACC2 10579 37 10 123970328 123970328 Missense_Mutation SNP C T 103 100 c.6388C>T c.(6388-6390)CCG>TCG p.P2130S

Pat_66 Pre-Treatment DMBT1 1755 37 10 124399739 124399739 Missense_Mutation SNP G A 104 118 c.6739G>A c.(6739-6741)GAA>AAA p.E2247K

Pat_66 Pre-Treatment C10orf90 118611 37 10 128193141 128193141 Missense_Mutation SNP G A 29 54 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_66 Pre-Treatment MGMT 4255 37 10 131557529 131557529 Missense_Mutation SNP C T 37 65 c.431C>T c.(430-432)TCT>TTT p.S144F

Pat_66 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 29 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_66 Pre-Treatment B4GALNT4 338707 37 11 380161 380161 Missense_Mutation SNP G A 23 9 c.2674G>A c.(2674-2676)GAG>AAG p.E892K

Pat_66 Pre-Treatment MUC6 4588 37 11 1018596 1018596 Missense_Mutation SNP G A 4 127 c.4205C>T c.(4204-4206)ACC>ATC p.T1402I

Pat_66 Pre-Treatment MUC2 4583 37 11 1087928 1087928 Missense_Mutation SNP G A 8 30 c.3403G>A c.(3403-3405)GAG>AAG p.E1135K

Pat_66 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 88 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_66 Pre-Treatment OR52K2 119774 37 11 4470799 4470799 Missense_Mutation SNP C T 42 123 c.230C>T c.(229-231)TCC>TTC p.S77F

Pat_66 Pre-Treatment OR52K1 390036 37 11 4510449 4510449 Missense_Mutation SNP C T 16 57 c.319C>T c.(319-321)CAC>TAC p.H107Y

Pat_66 Pre-Treatment OR51E1 143503 37 11 4673818 4673818 Missense_Mutation SNP C T 58 165 c.62C>T c.(61-63)CCT>CTT p.P21L

Pat_66 Pre-Treatment OR52J3 119679 37 11 5068657 5068657 Missense_Mutation SNP G A 20 51 c.902G>A c.(901-903)CGA>CAA p.R301Q

Pat_66 Pre-Treatment OR52E2 119678 37 11 5080127 5080127 Missense_Mutation SNP G A 25 68 c.731C>T c.(730-732)TCA>TTA p.S244L

Pat_66 Pre-Treatment OR52A5 390054 37 11 5153503 5153503 Missense_Mutation SNP G A 10 55 c.370C>T c.(370-372)CGC>TGC p.R124C

Pat_66 Pre-Treatment HBG2 3048 37 11 5275587 5275587 Missense_Mutation SNP C T 39 306 c.250G>A c.(250-252)GGC>AGC p.G84S

Pat_66 Pre-Treatment HBE1 3046 37 11 5289767 5289767 Missense_Mutation SNP C T 104 278 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_66 Pre-Treatment OR51I1 390063 37 11 5462162 5462162 Missense_Mutation SNP G A 7 26 c.583C>T c.(583-585)CAT>TAT p.H195Y

Pat_66 Pre-Treatment OR51I1 390063 37 11 5462402 5462402 Missense_Mutation SNP C T 23 52 c.343G>A c.(343-345)GGC>AGC p.G115S

Pat_66 Pre-Treatment OR52N2 390077 37 11 5842451 5842451 Missense_Mutation SNP G A 80 59 c.886G>A c.(886-888)GGA>AGA p.G296R

Pat_66 Pre-Treatment ZNF215 7762 37 11 6962867 6962867 Nonsense_Mutation SNP C T 36 66 c.466C>T c.(466-468)CGA>TGA p.R156*

Pat_66 Pre-Treatment RBMXL2 27288 37 11 7110403 7110403 Missense_Mutation SNP G A 30 70 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_66 Pre-Treatment OR10A3 26496 37 11 7960946 7960946 Missense_Mutation SNP C T 36 117 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_66 Pre-Treatment STK33 65975 37 11 8414233 8414233 Missense_Mutation SNP G A 22 45 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_66 Pre-Treatment STK33 65975 37 11 8496281 8496281 Missense_Mutation SNP C T 19 52 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_66 Pre-Treatment SCUBE2 57758 37 11 9100985 9100985 Missense_Mutation SNP G A 143 107 c.328C>T c.(328-330)CGT>TGT p.R110C

Pat_66 Pre-Treatment SPON1 10418 37 11 14280867 14280867 Missense_Mutation SNP C T 14 48 c.1534C>T c.(1534-1536)CCC>TCC p.P512S

Pat_66 Pre-Treatment PLEKHA7 144100 37 11 16848076 16848076 Missense_Mutation SNP C T 114 74 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_66 Pre-Treatment TPH1 7166 37 11 18042606 18042606 Missense_Mutation SNP C T 112 285 c.1267G>A c.(1267-1269)GAG>AAG p.E423K

Pat_66 Pre-Treatment IGSF22 283284 37 11 18731951 18731951 Missense_Mutation SNP C T 71 72 c.2624G>A c.(2623-2625)CGA>CAA p.R875Q

Pat_66 Pre-Treatment DCDC1 341019 37 11 31327239 31327239 Missense_Mutation SNP G A 155 111 c.677C>T c.(676-678)CCT>CTT p.P226L

Pat_66 Pre-Treatment WT1 7490 37 11 32417935 32417935 Missense_Mutation SNP C T 19 67 c.1117G>A c.(1117-1119)GGA>AGA p.G373R

Pat_66 Pre-Treatment CCDC73 493860 37 11 32663586 32663586 Missense_Mutation SNP C T 16 56 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_66 Pre-Treatment PAMR1 25891 37 11 35453921 35453921 Missense_Mutation SNP C T 37 111 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_66 Pre-Treatment RAG2 5897 37 11 36615492 36615492 Missense_Mutation SNP G T 4 165 c.227C>A c.(226-228)GCC>GAC p.A76D

Pat_66 Pre-Treatment CHST1 8534 37 11 45671975 45671975 Missense_Mutation SNP C T 47 25 c.499G>A c.(499-501)GAC>AAC p.D167N

Pat_66 Pre-Treatment OR4A47 403253 37 11 48510399 48510399 Missense_Mutation SNP C T 12 27 c.55C>T c.(55-57)CCA>TCA p.P19S

Pat_66 Pre-Treatment LOC440040 440040 37 11 49598368 49598368 Missense_Mutation SNP G A 31 52 c.481G>A c.(481-483)GTT>ATT p.V161I

Pat_66 Pre-Treatment OR4A5 81318 37 11 51412108 51412108 Missense_Mutation SNP C T 35 80 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_66 Pre-Treatment OR4P4 81300 37 11 55405837 55405837 Missense_Mutation SNP G A 48 148 c.4G>A c.(4-6)GAA>AAA p.E2K

Pat_66 Pre-Treatment OR10AG1 282770 37 11 55735269 55735269 Missense_Mutation SNP C T 16 38 c.671G>A c.(670-672)GGA>GAA p.G224E

Pat_66 Pre-Treatment OR10AG1 282770 37 11 55735468 55735468 Missense_Mutation SNP G A 27 48 c.472C>T c.(472-474)CCC>TCC p.P158S



Pat_66 Pre-Treatment OR8H3 390152 37 11 55889867 55889867 Missense_Mutation SNP G A 93 217 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_66 Pre-Treatment LRRC55 219527 37 11 56949959 56949959 Missense_Mutation SNP C T 28 58 c.592C>T c.(592-594)CCC>TCC p.P198S

Pat_66 Pre-Treatment TCN1 6947 37 11 59623449 59623449 Missense_Mutation SNP G A 44 117 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_66 Pre-Treatment SLC22A25 387601 37 11 62997084 62997084 Missense_Mutation SNP C T 10 55 c.41G>A c.(40-42)GGG>GAG p.G14E

Pat_66 Pre-Treatment RTN3 10313 37 11 63488139 63488139 Missense_Mutation SNP C T 21 97 c.2165C>T c.(2164-2166)CCT>CTT p.P722L

Pat_66 Pre-Treatment C11orf84 144097 37 11 63585435 63585435 Missense_Mutation SNP G A 5 65 c.286G>A c.(286-288)GCT>ACT p.A96T

Pat_66 Pre-Treatment SLC22A11 55867 37 11 64323790 64323790 Missense_Mutation SNP G A 25 62 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_66 Pre-Treatment ATG2A 23130 37 11 64673934 64673934 Missense_Mutation SNP G A 20 44 c.3055C>T c.(3055-3057)CCA>TCA p.P1019S

Pat_66 Pre-Treatment SLC22A20 440044 37 11 64981843 64981843 Missense_Mutation SNP C T 38 28 c.422C>T c.(421-423)TCC>TTC p.S141F

Pat_66 Pre-Treatment CORO1B 57175 37 11 67209258 67209258 Nonsense_Mutation SNP G A 4 127 c.400C>T c.(400-402)CGA>TGA p.R134*

Pat_66 Pre-Treatment GSTP1 2950 37 11 67354022 67354022 Missense_Mutation SNP C T 13 31 c.607C>T c.(607-609)CCC>TCC p.P203S

Pat_66 Pre-Treatment CPT1A 1374 37 11 68542901 68542901 Splice_Site SNP C T 40 103 c.1459_splice c.e13-1 p.Y487_splice

Pat_66 Pre-Treatment MRGPRD 116512 37 11 68747555 68747555 Missense_Mutation SNP G A 16 40 c.901C>T c.(901-903)CGC>TGC p.R301C

Pat_66 Pre-Treatment C2CD3 26005 37 11 73806308 73806308 Missense_Mutation SNP G A 107 79 c.3125C>T c.(3124-3126)TCC>TTC p.S1042F

Pat_66 Pre-Treatment WNT11 7481 37 11 75902646 75902646 Missense_Mutation SNP C T 36 59 c.852G>A c.(850-852)ATG>ATA p.M284I

Pat_66 Pre-Treatment MYO7A 4647 37 11 76900471 76900472 Missense_Mutation DNP TC AT 23 92 c.3586_3587TC>AT c.(3586-3588)TCT>ATT p.S1196I

Pat_66 Pre-Treatment GDPD4 220032 37 11 76944140 76944140 Missense_Mutation SNP G A 28 79 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_66 Pre-Treatment THRSP 7069 37 11 77774983 77774983 Missense_Mutation SNP G A 4 92 c.56G>A c.(55-57)CGG>CAG p.R19Q

Pat_66 Pre-Treatment CCDC83 220047 37 11 85584267 85584267 Missense_Mutation SNP G A 13 41 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_66 Pre-Treatment CCDC81 60494 37 11 86098570 86098570 Missense_Mutation SNP C T 84 56 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_66 Pre-Treatment TRIM49 57093 37 11 89531599 89531599 Missense_Mutation SNP C A 23 105 c.1058G>T c.(1057-1059)TGG>TTG p.W353L

Pat_66 Pre-Treatment SLC36A4 120103 37 11 92916023 92916023 Missense_Mutation SNP G A 45 139 c.308C>T c.(307-309)TCT>TTT p.S103F

Pat_66 Pre-Treatment CCDC67 159989 37 11 93088694 93088694 Nonsense_Mutation SNP C T 17 45 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_66 Pre-Treatment CNTN5 53942 37 11 100061937 100061937 Missense_Mutation SNP G A 19 56 c.1660G>A c.(1660-1662)GAA>AAA p.E554K

Pat_66 Pre-Treatment C11orf65 160140 37 11 108256687 108256687 Nonsense_Mutation SNP C T 103 225 c.747G>A c.(745-747)TGG>TGA p.W249*

Pat_66 Pre-Treatment POU2AF1 5450 37 11 111228415 111228415 Missense_Mutation SNP C T 6 16 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_66 Pre-Treatment TTC12 54970 37 11 113234613 113234613 Missense_Mutation SNP C T 21 71 c.1780C>T c.(1780-1782)CAT>TAT p.H594Y

Pat_66 Pre-Treatment FAM55A 120400 37 11 114400973 114400973 Missense_Mutation SNP C T 26 67 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_66 Pre-Treatment DSCAML1 57453 37 11 117299054 117299054 Missense_Mutation SNP G A 33 96 c.6332C>T c.(6331-6333)ACC>ATC p.T2111I

Pat_66 Pre-Treatment TMPRSS13 84000 37 11 117789469 117789469 Missense_Mutation SNP G A 30 87 c.106C>T c.(106-108)CCA>TCA p.P36S

Pat_66 Pre-Treatment TMPRSS13 84000 37 11 117789522 117789522 Missense_Mutation SNP C T 34 75 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_66 Pre-Treatment IL10RA 3587 37 11 117870019 117870019 Missense_Mutation SNP C T 71 39 c.1400C>T c.(1399-1401)TCG>TTG p.S467L

Pat_66 Pre-Treatment MLL 4297 37 11 118342464 118342464 Missense_Mutation SNP C T 24 61 c.590C>T c.(589-591)TCC>TTC p.S197F

Pat_66 Pre-Treatment BCL9L 283149 37 11 118773200 118773200 Nonsense_Mutation SNP C A 4 45 c.1252G>T c.(1252-1254)GAG>TAG p.E418*

Pat_66 Pre-Treatment TRIM29 23650 37 11 120008255 120008255 Missense_Mutation SNP G A 16 79 c.485C>T c.(484-486)TCA>TTA p.S162L

Pat_66 Pre-Treatment POU2F3 25833 37 11 120170352 120170352 Missense_Mutation SNP C T 50 142 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_66 Pre-Treatment TECTA 7007 37 11 120998545 120998545 Missense_Mutation SNP C T 72 119 c.1859C>T c.(1858-1860)TCG>TTG p.S620L

Pat_66 Pre-Treatment OR10S1 219873 37 11 123847618 123847618 Missense_Mutation SNP C T 53 35 c.781G>A c.(781-783)GGG>AGG p.G261R

Pat_66 Pre-Treatment CACNA1C 775 37 12 2714297 2714297 Missense_Mutation SNP G A 30 106 c.3071G>A c.(3070-3072)AGG>AAG p.R1024K

Pat_66 Pre-Treatment CACNA1C 775 37 12 2794921 2794921 Missense_Mutation SNP G A 23 97 c.5842G>A c.(5842-5844)GAA>AAA p.E1948K

Pat_66 Pre-Treatment NRIP2 83714 37 12 2939989 2939989 Missense_Mutation SNP C T 31 153 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment CHD4 1108 37 12 6702276 6702276 Missense_Mutation SNP A C 84 80 c.2633T>G c.(2632-2634)CTG>CGG p.L878R

Pat_66 Pre-Treatment ACRBP 84519 37 12 6753751 6753751 Nonsense_Mutation SNP G A 30 93 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_66 Pre-Treatment ACSM4 341392 37 12 7457006 7457006 Missense_Mutation SNP C T 97 356 c.79C>T c.(79-81)CAC>TAC p.H27Y

Pat_66 Pre-Treatment CD163L1 283316 37 12 7585299 7585299 Missense_Mutation SNP C T 38 144 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_66 Pre-Treatment CD163 9332 37 12 7632593 7632593 Splice_Site SNP C T 9 55 c.3344_splice c.e16-1 p.E1115_splice

Pat_66 Pre-Treatment CLEC4C 170482 37 12 7883403 7883403 Missense_Mutation SNP C T 113 177 c.487G>A c.(487-489)GAA>AAA p.E163K



Pat_66 Pre-Treatment PZP 5858 37 12 9360916 9360916 Missense_Mutation SNP G A 37 134 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_66 Pre-Treatment GRIN2B 2904 37 12 13717329 13717329 Missense_Mutation SNP G A 52 268 c.2843C>T c.(2842-2844)TCC>TTC p.S948F

Pat_66 Pre-Treatment GUCY2C 2984 37 12 14805929 14805929 Missense_Mutation SNP C T 65 263 c.1490G>A c.(1489-1491)CGA>CAA p.R497Q

Pat_66 Pre-Treatment PTPRO 5800 37 12 15677760 15677760 Missense_Mutation SNP C T 66 71 c.1904C>T c.(1903-1905)CCG>CTG p.P635L

Pat_66 Pre-Treatment SLCO1B3 28234 37 12 21015405 21015405 Missense_Mutation SNP C T 68 264 c.541C>T c.(541-543)CGT>TGT p.R181C

Pat_66 Pre-Treatment PKP2 5318 37 12 32949074 32949074 Nonsense_Mutation SNP G A 42 161 c.2458C>T c.(2458-2460)CAG>TAG p.Q820*

Pat_66 Pre-Treatment PKP2 5318 37 12 32975517 32975517 Missense_Mutation SNP C T 48 147 c.1855G>A c.(1855-1857)GAG>AAG p.E619K

Pat_66 Pre-Treatment PDZRN4 29951 37 12 41966248 41966248 Missense_Mutation SNP G A 36 61 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_66 Pre-Treatment ADAMTS20 80070 37 12 43821115 43821115 Missense_Mutation SNP C T 17 46 c.4103G>A c.(4102-4104)GGA>GAA p.G1368E

Pat_66 Pre-Treatment FAM113B 91523 37 12 47629420 47629420 Missense_Mutation SNP G A 28 2 c.574G>A c.(574-576)GAA>AAA p.E192K

Pat_66 Pre-Treatment COL2A1 1280 37 12 48381456 48381456 Missense_Mutation SNP C T 21 2 c.1159G>A c.(1159-1161)GGT>AGT p.G387S

Pat_66 Pre-Treatment COL2A1 1280 37 12 48391659 48391659 Missense_Mutation SNP C T 157 23 c.424G>A c.(424-426)GAA>AAA p.E142K

Pat_66 Pre-Treatment TROAP 10024 37 12 49724474 49724474 Missense_Mutation SNP C T 28 43 c.1846C>T c.(1846-1848)CCA>TCA p.P616S

Pat_66 Pre-Treatment NCKAP5L 57701 37 12 50196918 50196918 Missense_Mutation SNP C T 4 127 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_66 Pre-Treatment RACGAP1 29127 37 12 50390867 50390867 Missense_Mutation SNP G A 76 13 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_66 Pre-Treatment BIN2 51411 37 12 51685722 51685722 Nonsense_Mutation SNP G A 3 60 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_66 Pre-Treatment SLC4A8 9498 37 12 51856106 51856106 Missense_Mutation SNP G A 4 135 c.1114G>A c.(1114-1116)GTA>ATA p.V372I

Pat_66 Pre-Treatment KRT5 3852 37 12 52913609 52913609 Missense_Mutation SNP C T 155 14 c.472G>A c.(472-474)GAC>AAC p.D158N

Pat_66 Pre-Treatment KRT71 112802 37 12 52946833 52946833 Missense_Mutation SNP C T 45 62 c.29G>A c.(28-30)GGA>GAA p.G10E

Pat_66 Pre-Treatment KRT1 3848 37 12 53074098 53074098 Missense_Mutation SNP C A 4 167 c.35G>T c.(34-36)CGA>CTA p.R12L

Pat_66 Pre-Treatment KRT77 374454 37 12 53086344 53086344 Missense_Mutation SNP C T 28 32 c.1288G>A c.(1288-1290)GAC>AAC p.D430N

Pat_66 Pre-Treatment KRT79 338785 37 12 53225263 53225263 Missense_Mutation SNP G A 74 96 c.625C>T c.(625-627)CTT>TTT p.L209F

Pat_66 Pre-Treatment OR9K2 441639 37 12 55524113 55524113 Missense_Mutation SNP G A 39 52 c.561G>A c.(559-561)ATG>ATA p.M187I

Pat_66 Pre-Treatment PA2G4 5036 37 12 56500493 56500493 Missense_Mutation SNP G A 95 14 c.210G>A c.(208-210)ATG>ATA p.M70I

Pat_66 Pre-Treatment RBMS2 5939 37 12 56975929 56975929 Missense_Mutation SNP C T 4 167 c.866C>T c.(865-867)TCG>TTG p.S289L

Pat_66 Pre-Treatment INHBC 3626 37 12 57843650 57843650 Missense_Mutation SNP C T 36 56 c.904C>T c.(904-906)CTC>TTC p.L302F

Pat_66 Pre-Treatment FRS2 10818 37 12 69968724 69968724 Missense_Mutation SNP C A 4 116 c.1516C>A c.(1516-1518)CTG>ATG p.L506M

Pat_66 Pre-Treatment LRRC10 376132 37 12 70004495 70004495 Missense_Mutation SNP G C 27 4 c.124C>G c.(124-126)CGC>GGC p.R42G

Pat_66 Pre-Treatment BEST3 144453 37 12 70049336 70049336 Missense_Mutation SNP G A 13 23 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_66 Pre-Treatment PTPRR 5801 37 12 71092066 71092066 Missense_Mutation SNP G A 31 38 c.1258C>T c.(1258-1260)CGC>TGC p.R420C

Pat_66 Pre-Treatment SLC41A2 84102 37 12 105199060 105199060 Missense_Mutation SNP C T 268 58 c.1592G>A c.(1591-1593)GGA>GAA p.G531E

Pat_66 Pre-Treatment CMKLR1 1240 37 12 108686279 108686279 Missense_Mutation SNP C A 4 92 c.461G>T c.(460-462)CGC>CTC p.R154L

Pat_66 Pre-Treatment ATXN2 6311 37 12 111891568 111891568 Missense_Mutation SNP C T 3 47 c.3826G>A c.(3826-3828)GGT>AGT p.G1276S

Pat_66 Pre-Treatment RPH3A 22895 37 12 113327831 113327831 Missense_Mutation SNP G A 232 21 c.1566G>A c.(1564-1566)ATG>ATA p.M522I

Pat_66 Pre-Treatment TBX5 6910 37 12 114793909 114793909 Missense_Mutation SNP C T 66 11 c.985G>A c.(985-987)GAA>AAA p.E329K

Pat_66 Pre-Treatment KSR2 283455 37 12 117907512 117907512 Missense_Mutation SNP C T 11 5 c.2714G>A c.(2713-2715)CGA>CAA p.R905Q

Pat_66 Pre-Treatment GCN1L1 10985 37 12 120602516 120602516 Missense_Mutation SNP G A 4 95 c.1622C>T c.(1621-1623)ACT>ATT p.T541I

Pat_66 Pre-Treatment CLIP1 6249 37 12 122839678 122839678 Missense_Mutation SNP C T 4 182 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_66 Pre-Treatment KNTC1 9735 37 12 123087161 123087161 Missense_Mutation SNP C T 9 17 c.4699C>T c.(4699-4701)CCT>TCT p.P1567S

Pat_66 Pre-Treatment GPR109A 338442 37 12 123187791 123187791 Missense_Mutation SNP C T 19 134 c.40G>A c.(40-42)GAC>AAC p.D14N

Pat_66 Pre-Treatment GPR109B 8843 37 12 123201245 123201245 Missense_Mutation SNP C T 25 42 c.40G>A c.(40-42)GAC>AAC p.D14N

Pat_66 Pre-Treatment ZNF664 144348 37 12 124496836 124496836 Missense_Mutation SNP C T 16 120 c.145C>T c.(145-147)CAT>TAT p.H49Y

Pat_66 Pre-Treatment TUBA3C 7278 37 13 19748014 19748014 Missense_Mutation SNP C T 94 121 c.1342G>A c.(1342-1344)GAA>AAA p.E448K

Pat_66 Pre-Treatment TPTE2 93492 37 13 20000591 20000591 Missense_Mutation SNP C T 54 304 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_66 Pre-Treatment LATS2 26524 37 13 21563291 21563291 Missense_Mutation SNP G A 16 25 c.628C>T c.(628-630)CCG>TCG p.P210S

Pat_66 Pre-Treatment SACS 26278 37 13 23906683 23906683 Missense_Mutation SNP C T 49 58 c.11332G>A c.(11332-11334)GAA>AAA p.E3778K

Pat_66 Pre-Treatment SACS 26278 37 13 23911221 23911221 Missense_Mutation SNP G A 43 50 c.6794C>T c.(6793-6795)TCC>TTC p.S2265F



Pat_66 Pre-Treatment TNFRSF19 55504 37 13 24200917 24200917 Missense_Mutation SNP C T 49 65 c.431C>T c.(430-432)CCT>CTT p.P144L

Pat_66 Pre-Treatment ATP12A 479 37 13 25275001 25275001 Missense_Mutation SNP G A 49 156 c.1822G>A c.(1822-1824)GAT>AAT p.D608N

Pat_66 Pre-Treatment RNF17 56163 37 13 25367193 25367193 Missense_Mutation SNP G A 18 74 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_66 Pre-Treatment FAM123A 219287 37 13 25744067 25744067 Missense_Mutation SNP C T 30 51 c.1691G>A c.(1690-1692)GGA>GAA p.G564E

Pat_66 Pre-Treatment GPR12 2835 37 13 27333591 27333591 Missense_Mutation SNP G A 27 159 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_66 Pre-Treatment FLT3 2322 37 13 28597508 28597508 Missense_Mutation SNP C T 18 66 c.2397G>A c.(2395-2397)ATG>ATA p.M799I

Pat_66 Pre-Treatment MTUS2 23281 37 13 29898806 29898806 Missense_Mutation SNP C T 12 17 c.2893C>T c.(2893-2895)CCT>TCT p.P965S

Pat_66 Pre-Treatment SLC7A1 6541 37 13 30097424 30097424 Missense_Mutation SNP G A 42 225 c.1028C>T c.(1027-1029)TCC>TTC p.S343F

Pat_66 Pre-Treatment RXFP2 122042 37 13 32332428 32332428 Missense_Mutation SNP C T 147 155 c.128C>T c.(127-129)CCT>CTT p.P43L

Pat_66 Pre-Treatment RXFP2 122042 37 13 32367034 32367034 Missense_Mutation SNP G A 40 67 c.1595G>A c.(1594-1596)CGA>CAA p.R532Q

Pat_66 Pre-Treatment BRCA2 675 37 13 32953493 32953493 Missense_Mutation SNP C T 48 53 c.8794C>T c.(8794-8796)CAC>TAC p.H2932Y

Pat_66 Pre-Treatment KL 9365 37 13 33638147 33638147 Missense_Mutation SNP G A 111 114 c.2863G>A c.(2863-2865)GGC>AGC p.G955S

Pat_66 Pre-Treatment SMAD9 4093 37 13 37453501 37453501 Missense_Mutation SNP G A 22 71 c.326C>T c.(325-327)CCG>CTG p.P109L

Pat_66 Pre-Treatment POSTN 10631 37 13 38137477 38137477 Missense_Mutation SNP G A 16 49 c.2504C>T c.(2503-2505)TCT>TTT p.S835F

Pat_66 Pre-Treatment TRPC4 7223 37 13 38320108 38320108 Missense_Mutation SNP C T 246 324 c.863G>A c.(862-864)AGA>AAA p.R288K

Pat_66 Pre-Treatment FREM2 341640 37 13 39264248 39264248 Missense_Mutation SNP C T 24 110 c.2767C>T c.(2767-2769)CAT>TAT p.H923Y

Pat_66 Pre-Treatment HTR2A 3356 37 13 47409577 47409577 Missense_Mutation SNP C T 48 53 c.811G>A c.(811-813)GAT>AAT p.D271N

Pat_66 Pre-Treatment LOC220429 220429 37 13 50467032 50467032 Missense_Mutation SNP C T 129 113 c.2306C>T c.(2305-2307)TCC>TTC p.S769F

Pat_66 Pre-Treatment ATP7B 540 37 13 52524456 52524456 Missense_Mutation SNP C T 38 46 c.2527G>A c.(2527-2529)GGG>AGG p.G843R

Pat_66 Pre-Treatment CKAP2 26586 37 13 53035367 53035367 Missense_Mutation SNP C T 51 62 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_66 Pre-Treatment PCDH9 5101 37 13 67801017 67801017 Missense_Mutation SNP C T 31 144 c.1556G>A c.(1555-1557)CGA>CAA p.R519Q

Pat_66 Pre-Treatment DACH1 1602 37 13 72063191 72063191 Missense_Mutation SNP G A 108 418 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_66 Pre-Treatment C13orf37 440145 37 13 73293130 73293130 Missense_Mutation SNP G A 5 303 c.185C>T c.(184-186)TCG>TTG p.S62L

Pat_66 Pre-Treatment SLITRK1 114798 37 13 84455341 84455341 Missense_Mutation SNP G A 56 208 c.302C>T c.(301-303)GCT>GTT p.A101V

Pat_66 Pre-Treatment CLDN10 9071 37 13 96229529 96229529 Missense_Mutation SNP C T 32 55 c.509C>T c.(508-510)TCA>TTA p.S170L

Pat_66 Pre-Treatment CLYBL 171425 37 13 100425206 100425206 Missense_Mutation SNP C T 65 64 c.191C>T c.(190-192)TCC>TTC p.S64F

Pat_66 Pre-Treatment TMTC4 84899 37 13 101287277 101287277 Splice_Site SNP C A 4 140 c.1317_splice c.e10+1 p.K439_splice

Pat_66 Pre-Treatment TMTC4 84899 37 13 101315295 101315295 Missense_Mutation SNP G A 76 81 c.418C>T c.(418-420)CGG>TGG p.R140W

Pat_66 Pre-Treatment KDELC1 79070 37 13 103449193 103449193 Nonsense_Mutation SNP G A 22 62 c.349C>T c.(349-351)CAA>TAA p.Q117*

Pat_66 Pre-Treatment GRTP1 79774 37 13 114005181 114005181 Missense_Mutation SNP C T 127 157 c.448G>A c.(448-450)GGA>AGA p.G150R

Pat_66 Pre-Treatment ADPRHL1 113622 37 13 114098878 114098878 Missense_Mutation SNP G A 5 231 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_66 Pre-Treatment OR4K5 79317 37 14 20388989 20388989 Missense_Mutation SNP C T 93 433 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_66 Pre-Treatment OR4K1 79544 37 14 20404108 20404108 Missense_Mutation SNP G A 46 158 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_66 Pre-Treatment RPGRIP1 57096 37 14 21795853 21795853 Missense_Mutation SNP C T 34 97 c.2782C>T c.(2782-2784)CCC>TCC p.P928S

Pat_66 Pre-Treatment CDH24 64403 37 14 23518872 23518872 Missense_Mutation SNP C T 18 66 c.1675G>A c.(1675-1677)GGC>AGC p.G559S

Pat_66 Pre-Treatment MYH6 4624 37 14 23856757 23856757 Missense_Mutation SNP G A 36 73 c.4631C>T c.(4630-4632)TCA>TTA p.S1544L

Pat_66 Pre-Treatment DCAF11 80344 37 14 24587633 24587633 Missense_Mutation SNP G A 6 228 c.614G>A c.(613-615)CGT>CAT p.R205H

Pat_66 Pre-Treatment CTSG 1511 37 14 25043589 25043589 Missense_Mutation SNP C T 69 135 c.456G>A c.(454-456)ATG>ATA p.M152I

Pat_66 Pre-Treatment TBPL2 387332 37 14 55895616 55895616 Missense_Mutation SNP C T 112 80 c.865G>A c.(865-867)GAT>AAT p.D289N

Pat_66 Pre-Treatment DAAM1 23002 37 14 59835509 59835509 Missense_Mutation SNP C T 39 114 c.3169C>T c.(3169-3171)CGC>TGC p.R1057C

Pat_66 Pre-Treatment SYNE2 23224 37 14 64494362 64494362 Missense_Mutation SNP C T 66 55 c.6565C>T c.(6565-6567)CTC>TTC p.L2189F

Pat_66 Pre-Treatment SYNE2 23224 37 14 64656922 64656922 Missense_Mutation SNP G A 4 124 c.18005G>A c.(18004-18006)CGT>CAT p.R6002H

Pat_66 Pre-Treatment ADAM21 8747 37 14 70924496 70924496 Missense_Mutation SNP G A 27 108 c.280G>A c.(280-282)GAT>AAT p.D94N

Pat_66 Pre-Treatment ADAM20 8748 37 14 70990444 70990444 Missense_Mutation SNP A G 49 119 c.1181T>C c.(1180-1182)CTT>CCT p.L394P

Pat_66 Pre-Treatment RGS6 9628 37 14 72976951 72976951 Missense_Mutation SNP G A 70 183 c.1055G>A c.(1054-1056)CGA>CAA p.R352Q

Pat_66 Pre-Treatment RBM25 58517 37 14 73570131 73570131 Missense_Mutation SNP C T 37 26 c.1099C>T c.(1099-1101)CGT>TGT p.R367C

Pat_66 Pre-Treatment PAPLN 89932 37 14 73729141 73729141 Missense_Mutation SNP G A 8 19 c.2329G>A c.(2329-2331)GGC>AGC p.G777S



Pat_66 Pre-Treatment YLPM1 56252 37 14 75230767 75230767 Missense_Mutation SNP C T 48 117 c.575C>T c.(574-576)TCG>TTG p.S192L

Pat_66 Pre-Treatment NEK9 91754 37 14 75568371 75568371 Missense_Mutation SNP G A 4 181 c.1829C>T c.(1828-1830)GCT>GTT p.A610V

Pat_66 Pre-Treatment NRXN3 9369 37 14 79181123 79181123 Missense_Mutation SNP G A 7 555 c.566G>A c.(565-567)CGC>CAC p.R189H

Pat_66 Pre-Treatment FLRT2 23768 37 14 86088927 86088927 Missense_Mutation SNP C T 93 179 c.1069C>T c.(1069-1071)CTT>TTT p.L357F

Pat_66 Pre-Treatment KCNK10 54207 37 14 88651959 88651959 Missense_Mutation SNP C T 34 91 c.1537G>A c.(1537-1539)GAG>AAG p.E513K

Pat_66 Pre-Treatment EML5 161436 37 14 89082537 89082537 Missense_Mutation SNP C T 5 368 c.5846G>A c.(5845-5847)CGA>CAA p.R1949Q

Pat_66 Pre-Treatment DDX24 57062 37 14 94528802 94528802 Missense_Mutation SNP G A 35 84 c.884C>T c.(883-885)TCT>TTT p.S295F

Pat_66 Pre-Treatment PPP4R4 57718 37 14 94741717 94741717 Missense_Mutation SNP C T 100 309 c.2456C>T c.(2455-2457)TCA>TTA p.S819L

Pat_66 Pre-Treatment BDKRB2 624 37 14 96707554 96707554 Missense_Mutation SNP C T 46 17 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_66 Pre-Treatment EML1 2009 37 14 100331938 100331938 Missense_Mutation SNP C T 16 57 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_66 Pre-Treatment WDR25 79446 37 14 100934439 100934439 Missense_Mutation SNP C T 79 160 c.904C>T c.(904-906)CCC>TCC p.P302S

Pat_66 Pre-Treatment DYNC1H1 1778 37 14 102478718 102478718 Missense_Mutation SNP C T 35 105 c.6925C>T c.(6925-6927)CCA>TCA p.P2309S

Pat_66 Pre-Treatment RCOR1 23186 37 14 103188553 103188553 Missense_Mutation SNP G A 84 58 c.1210G>A c.(1210-1212)GCA>ACA p.A404T

Pat_66 Pre-Treatment MARK3 4140 37 14 103958212 103958212 Missense_Mutation SNP G A 4 132 c.1685G>A c.(1684-1686)CGT>CAT p.R562H

Pat_66 Pre-Treatment TDRD9 122402 37 14 104516010 104516010 Nonsense_Mutation SNP G A 7 17 c.4040G>A c.(4039-4041)TGG>TAG p.W1347*

Pat_66 Pre-Treatment KIF26A 26153 37 14 104642925 104642925 Missense_Mutation SNP C T 9 37 c.3800C>T c.(3799-3801)TCC>TTC p.S1267F

Pat_66 Pre-Treatment AHNAK2 113146 37 14 105416293 105416293 Missense_Mutation SNP G A 267 192 c.5495C>T c.(5494-5496)TCG>TTG p.S1832L

Pat_66 Pre-Treatment MKRN3 7681 37 15 23811414 23811414 Missense_Mutation SNP C G 38 37 c.485C>G c.(484-486)GCT>GGT p.A162G

Pat_66 Pre-Treatment NDN 4692 37 15 23931560 23931560 Missense_Mutation SNP C T 16 41 c.805G>A c.(805-807)GAA>AAA p.E269K

Pat_66 Pre-Treatment OCA2 4948 37 15 28273183 28273184 Missense_Mutation DNP GG AA 81 94 c.348_349CC>TTc.(346-351)TACCAT>TATTAT p.H117Y

Pat_66 Pre-Treatment RYR3 6263 37 15 33765692 33765692 Missense_Mutation SNP G A 17 101 c.124G>A c.(124-126)GGA>AGA p.G42R

Pat_66 Pre-Treatment RYR3 6263 37 15 33831613 33831613 Nonsense_Mutation SNP C T 12 14 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_66 Pre-Treatment RYR3 6263 37 15 34040343 34040343 Missense_Mutation SNP G A 52 116 c.8018G>A c.(8017-8019)CGA>CAA p.R2673Q

Pat_66 Pre-Treatment PLCB2 5330 37 15 40585831 40585831 Missense_Mutation SNP C T 72 60 c.2156G>A c.(2155-2157)CGA>CAA p.R719Q

Pat_66 Pre-Treatment ATP8B4 79895 37 15 50223388 50223388 Missense_Mutation SNP C T 31 122 c.1570G>A c.(1570-1572)GGA>AGA p.G524R

Pat_66 Pre-Treatment SCG3 29106 37 15 51984482 51984482 Missense_Mutation SNP G A 57 86 c.817G>A c.(817-819)GAA>AAA p.E273K

Pat_66 Pre-Treatment UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 5 57 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_66 Pre-Treatment UNC13C 440279 37 15 54914563 54914563 Missense_Mutation SNP C T 67 128 c.6145C>T c.(6145-6147)CAT>TAT p.H2049Y

Pat_66 Pre-Treatment CGNL1 84952 37 15 57731680 57731680 Missense_Mutation SNP G A 52 137 c.1483G>A c.(1483-1485)GAG>AAG p.E495K

Pat_66 Pre-Treatment LACTB 114294 37 15 63419580 63419580 Missense_Mutation SNP C T 86 70 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_66 Pre-Treatment RBPMS2 348093 37 15 65040652 65040652 Missense_Mutation SNP G A 4 111 c.533C>T c.(532-534)ACT>ATT p.T178I

Pat_66 Pre-Treatment DPP8 54878 37 15 65739250 65739250 Missense_Mutation SNP G A 139 135 c.2669C>T c.(2668-2670)TCA>TTA p.S890L

Pat_66 Pre-Treatment SMAD6 4091 37 15 67073466 67073466 Nonsense_Mutation SNP C T 15 27 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_66 Pre-Treatment IQCH 64799 37 15 67664995 67664995 Missense_Mutation SNP G A 29 256 c.1300G>A c.(1300-1302)GCC>ACC p.A434T

Pat_66 Pre-Treatment IQCH 64799 37 15 67713830 67713830 Missense_Mutation SNP G A 67 48 c.2420G>A c.(2419-2421)GGA>GAA p.G807E

Pat_66 Pre-Treatment LBXCOR1 390598 37 15 68123158 68123158 Missense_Mutation SNP G A 221 228 c.2386G>A c.(2386-2388)GAA>AAA p.E796K

Pat_66 Pre-Treatment ITGA11 22801 37 15 68603395 68603395 Nonsense_Mutation SNP C T 17 18 c.3111G>A c.(3109-3111)TGG>TGA p.W1037*

Pat_66 Pre-Treatment LRRC49 54839 37 15 71300951 71300951 Missense_Mutation SNP C T 12 32 c.1403C>T c.(1402-1404)TCT>TTT p.S468F

Pat_66 Pre-Treatment CT62 196993 37 15 71403603 71403603 Missense_Mutation SNP C T 34 62 c.298G>A c.(298-300)GAA>AAA p.E100K

Pat_66 Pre-Treatment LMAN1L 79748 37 15 75114194 75114194 Missense_Mutation SNP C T 43 115 c.1084C>T c.(1084-1086)CCA>TCA p.P362S

Pat_66 Pre-Treatment LMAN1L 79748 37 15 75115013 75115013 Missense_Mutation SNP G A 61 42 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_66 Pre-Treatment ADAMTS7 11173 37 15 79059783 79059783 Missense_Mutation SNP C T 21 36 c.2797G>A c.(2797-2799)GAA>AAA p.E933K

Pat_66 Pre-Treatment IL16 3603 37 15 81585092 81585092 Missense_Mutation SNP T G 35 24 c.1616T>G c.(1615-1617)ATC>AGC p.I539S

Pat_66 Pre-Treatment FSD2 123722 37 15 83431013 83431013 Missense_Mutation SNP C T 13 71 c.1838G>A c.(1837-1839)GGA>GAA p.G613E

Pat_66 Pre-Treatment BNC1 646 37 15 83926294 83926294 Missense_Mutation SNP C T 39 114 c.2885G>A c.(2884-2886)GGC>GAC p.G962D

Pat_66 Pre-Treatment BNC1 646 37 15 83933555 83933555 Nonsense_Mutation SNP T A 29 88 c.448A>T c.(448-450)AAG>TAG p.K150*

Pat_66 Pre-Treatment SH3GL3 6457 37 15 84241415 84241415 Nonsense_Mutation SNP C T 5 57 c.430C>T c.(430-432)CAG>TAG p.Q144*



Pat_66 Pre-Treatment NTRK3 4916 37 15 88420258 88420258 Missense_Mutation SNP C T 52 99 c.2428G>A c.(2428-2430)GAA>AAA p.E810K

Pat_66 Pre-Treatment MFGE8 4240 37 15 89453073 89453073 Missense_Mutation SNP G A 115 110 c.155C>T c.(154-156)TCG>TTG p.S52L

Pat_66 Pre-Treatment VPS33B 26276 37 15 91548939 91548939 Missense_Mutation SNP G A 4 235 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_66 Pre-Treatment C16orf11 146325 37 16 615167 615167 Missense_Mutation SNP C T 41 26 c.1576C>T c.(1576-1578)CCA>TCA p.P526S

Pat_66 Pre-Treatment MSLNL 401827 37 16 830540 830540 Missense_Mutation SNP G A 7 321 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_66 Pre-Treatment CASKIN1 57524 37 16 2235338 2235339 Missense_Mutation DNP CC TT 10 51 c.1119_1120GG>AAc.(1117-1122)GAGGAG>GAAAAGp.E374K

Pat_66 Pre-Treatment SRRM2 23524 37 16 2816986 2816986 Missense_Mutation SNP G A 4 151 c.6457G>A c.(6457-6459)GGC>AGC p.G2153S

Pat_66 Pre-Treatment CREBBP 1387 37 16 3860755 3860755 Missense_Mutation SNP G A 53 18 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_66 Pre-Treatment SEC14L5 9717 37 16 5040771 5040771 Missense_Mutation SNP C T 25 56 c.349C>T c.(349-351)CAC>TAC p.H117Y

Pat_66 Pre-Treatment GRIN2A 2903 37 16 9857682 9857682 Missense_Mutation SNP A G 22 74 c.3719T>C c.(3718-3720)CTG>CCG p.L1240P

Pat_66 Pre-Treatment GRIN2A 2903 37 16 9862737 9862737 Missense_Mutation SNP G A 47 161 c.2566C>T c.(2566-2568)CGG>TGG p.R856W

Pat_66 Pre-Treatment TEKT5 146279 37 16 10769907 10769907 Nonsense_Mutation SNP C T 40 143 c.995G>A c.(994-996)TGG>TAG p.W332*

Pat_66 Pre-Treatment FAM18A 780776 37 16 10867934 10867934 Missense_Mutation SNP C T 14 23 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_66 Pre-Treatment ABCC6P1 653190 37 16 18603920 18603920 Missense_Mutation SNP C T 7 29 c.887C>T c.(886-888)GCC>GTC p.A296V

Pat_66 Pre-Treatment SMG1 23049 37 16 18844335 18844335 Missense_Mutation SNP G A 258 130 c.8719C>T c.(8719-8721)CTT>TTT p.L2907F

Pat_66 Pre-Treatment TMC5 79838 37 16 19490792 19490792 Missense_Mutation SNP C T 242 124 c.2209C>T c.(2209-2211)CTT>TTT p.L737F

Pat_66 Pre-Treatment DNAH3 55567 37 16 20974776 20974776 Missense_Mutation SNP C T 10 51 c.10430G>A c.(10429-10431)CGA>CAA p.R3477Q

Pat_66 Pre-Treatment DNAH3 55567 37 16 20981309 20981309 Missense_Mutation SNP C T 30 65 c.8263G>A c.(8263-8265)GAA>AAA p.E2755K

Pat_66 Pre-Treatment DNAH3 55567 37 16 21042407 21042407 Nonsense_Mutation SNP C T 21 64 c.5399G>A c.(5398-5400)TGG>TAG p.W1800*

Pat_66 Pre-Treatment SLC5A11 115584 37 16 24902310 24902310 Missense_Mutation SNP G A 81 192 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_66 Pre-Treatment HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 5 41 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_66 Pre-Treatment XPO6 23214 37 16 28187341 28187341 Missense_Mutation SNP G A 18 67 c.283C>T c.(283-285)CTT>TTT p.L95F

Pat_66 Pre-Treatment CLN3 1201 37 16 28493675 28493675 Missense_Mutation SNP G A 17 27 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_66 Pre-Treatment DOC2A 8448 37 16 30020384 30020384 Missense_Mutation SNP G A 30 101 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_66 Pre-Treatment ZNF764 92595 37 16 30567066 30567066 Missense_Mutation SNP G A 3 19 c.676C>T c.(676-678)CGT>TGT p.R226C

Pat_66 Pre-Treatment ZNF689 115509 37 16 30616361 30616361 Missense_Mutation SNP G A 4 139 c.727C>T c.(727-729)CGG>TGG p.R243W

Pat_66 Pre-Treatment SRCAP 10847 37 16 30736222 30736222 Missense_Mutation SNP C T 95 49 c.5477C>T c.(5476-5478)TCG>TTG p.S1826L

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927522 31927522 Missense_Mutation SNP A G 7 183 c.1952A>G c.(1951-1953)CAG>CGG p.Q651R

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 8 202 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 6 154 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927702 31927702 Missense_Mutation SNP G C 5 156 c.2132G>C c.(2131-2133)AGT>ACT p.S711T

Pat_66 Pre-Treatment ABCC12 94160 37 16 48145507 48145507 Missense_Mutation SNP C T 126 439 c.2191G>A c.(2191-2193)GAA>AAA p.E731K

Pat_66 Pre-Treatment ABCC12 94160 37 16 48149436 48149436 Missense_Mutation SNP C T 29 70 c.1879G>A c.(1879-1881)GAC>AAC p.D627N

Pat_66 Pre-Treatment NOD2 64127 37 16 50750505 50750505 Missense_Mutation SNP G A 11 39 c.2470G>A c.(2470-2472)GAT>AAT p.D824N

Pat_66 Pre-Treatment MMP2 4313 37 16 55523700 55523700 Missense_Mutation SNP G A 4 78 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_66 Pre-Treatment CES1 1066 37 16 55857517 55857517 Missense_Mutation SNP C T 21 51 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_66 Pre-Treatment NLRC5 84166 37 16 57113531 57113531 Missense_Mutation SNP G A 64 131 c.5311G>A c.(5311-5313)GAA>AAA p.E1771K

Pat_66 Pre-Treatment SLC9A5 6553 37 16 67292224 67292224 Nonsense_Mutation SNP G A 13 37 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_66 Pre-Treatment WWP2 11060 37 16 69967937 69967937 Missense_Mutation SNP G A 4 193 c.1747G>A c.(1747-1749)GGA>AGA p.G583R

Pat_66 Pre-Treatment PDPR 55066 37 16 70163019 70163019 Missense_Mutation SNP C A 5 234 c.601C>A c.(601-603)CAA>AAA p.Q201K

Pat_66 Pre-Treatment ZFHX3 463 37 16 72833968 72833968 Nonsense_Mutation SNP G A 28 106 c.3925C>T c.(3925-3927)CGA>TGA p.R1309*

Pat_66 Pre-Treatment CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 34 25 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_66 Pre-Treatment LDHD 197257 37 16 75148832 75148832 Missense_Mutation SNP C T 25 97 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_66 Pre-Treatment ADAMTS18 170692 37 16 77327052 77327052 Missense_Mutation SNP G A 31 114 c.3110C>T c.(3109-3111)CCT>CTT p.P1037L

Pat_66 Pre-Treatment ADAMTS18 170692 37 16 77389970 77389970 Missense_Mutation SNP C A 4 119 c.1327G>T c.(1327-1329)GGT>TGT p.G443C

Pat_66 Pre-Treatment WWOX 51741 37 16 79245565 79245565 Missense_Mutation SNP G A 74 40 c.1117G>A c.(1117-1119)GGG>AGG p.G373R

Pat_66 Pre-Treatment CDYL2 124359 37 16 80638323 80638323 Missense_Mutation SNP G T 72 49 c.1483C>A c.(1483-1485)CTT>ATT p.L495I



Pat_66 Pre-Treatment JPH3 57338 37 16 87723781 87723782 Missense_Mutation DNP GG AA 8 1 c.1815_1816GG>AAc.(1813-1818)GAGGAG>GAAAAGp.E606K

Pat_66 Pre-Treatment PITPNA 5306 37 17 1451670 1451670 Missense_Mutation SNP G A 4 67 c.209C>T c.(208-210)ACG>ATG p.T70M

Pat_66 Pre-Treatment USP6 9098 37 17 5041493 5041493 Missense_Mutation SNP G A 78 98 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_66 Pre-Treatment USP6 9098 37 17 5073977 5073977 Missense_Mutation SNP G A 42 12 c.3721G>A c.(3721-3723)GAC>AAC p.D1241N

Pat_66 Pre-Treatment DLG4 1742 37 17 7095296 7095296 Missense_Mutation SNP G A 51 8 c.2021C>T c.(2020-2022)TCG>TTG p.S674L

Pat_66 Pre-Treatment DNAH2 146754 37 17 7690282 7690282 Missense_Mutation SNP G A 42 60 c.6534G>A c.(6532-6534)ATG>ATA p.M2178I

Pat_66 Pre-Treatment DNAH2 146754 37 17 7700533 7700533 Missense_Mutation SNP G A 116 20 c.7903G>A c.(7903-7905)GAT>AAT p.D2635N

Pat_66 Pre-Treatment KDM6B 23135 37 17 7749407 7749407 Missense_Mutation SNP C T 31 2 c.248C>T c.(247-249)CCA>CTA p.P83L

Pat_66 Pre-Treatment KDM6B 23135 37 17 7750454 7750454 Missense_Mutation SNP C T 63 130 c.941C>T c.(940-942)CCA>CTA p.P314L

Pat_66 Pre-Treatment CHD3 1107 37 17 7797155 7797155 Nonsense_Mutation SNP C T 4 228 c.826C>T c.(826-828)CGA>TGA p.R276*

Pat_66 Pre-Treatment ARHGEF15 22899 37 17 8215586 8215587 Missense_Mutation DNP CC TT 111 120 c.229_230CC>TT c.(229-231)CCC>TTC p.P77F

Pat_66 Pre-Treatment PIK3R6 146850 37 17 8726352 8726352 Missense_Mutation SNP C T 89 18 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_66 Pre-Treatment MYH4 4622 37 17 10351274 10351274 Missense_Mutation SNP A G 4 226 c.4826T>C c.(4825-4827)ATC>ACC p.I1609T

Pat_66 Pre-Treatment MYH3 4621 37 17 10555756 10555756 Missense_Mutation SNP T A 4 85 c.329A>T c.(328-330)TAC>TTC p.Y110F

Pat_66 Pre-Treatment DNAH9 1770 37 17 11865266 11865266 Missense_Mutation SNP G A 91 11 c.12926G>A c.(12925-12927)CGA>CAA p.R4309Q

Pat_66 Pre-Treatment ZNF624 57547 37 17 16525645 16525645 Missense_Mutation SNP G C 4 167 c.2555C>G c.(2554-2556)ACT>AGT p.T852S

Pat_66 Pre-Treatment TNFRSF13B 23495 37 17 16852099 16852099 Missense_Mutation SNP G A 4 172 c.398C>T c.(397-399)TCG>TTG p.S133L

Pat_66 Pre-Treatment TMEM132E 124842 37 17 32953976 32953976 Missense_Mutation SNP G A 77 8 c.628G>A c.(628-630)GAC>AAC p.D210N

Pat_66 Pre-Treatment TMEM132E 124842 37 17 32956071 32956071 Missense_Mutation SNP G A 108 21 c.916G>A c.(916-918)GAA>AAA p.E306K

Pat_66 Pre-Treatment DDX52 11056 37 17 35990143 35990143 Missense_Mutation SNP G A 37 51 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_66 Pre-Treatment THRA 7067 37 17 38233835 38233835 Missense_Mutation SNP C T 143 21 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_66 Pre-Treatment KRT35 3886 37 17 39634732 39634732 Missense_Mutation SNP C T 58 60 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_66 Pre-Treatment KRT36 8689 37 17 39642662 39642662 Missense_Mutation SNP G A 23 13 c.1370C>T c.(1369-1371)TCC>TTC p.S457F

Pat_66 Pre-Treatment JUP 3728 37 17 39919495 39919495 Missense_Mutation SNP C T 85 12 c.1237G>A c.(1237-1239)GGC>AGC p.G413S

Pat_66 Pre-Treatment VAT1 10493 37 17 41168547 41168547 Missense_Mutation SNP G A 3 36 c.875C>T c.(874-876)ACG>ATG p.T292M

Pat_66 Pre-Treatment GPATCH8 23131 37 17 42478520 42478520 Missense_Mutation SNP G A 119 145 c.925C>T c.(925-927)CCT>TCT p.P309S

Pat_66 Pre-Treatment WNT9B 7484 37 17 44950091 44950091 Missense_Mutation SNP G A 9 29 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_66 Pre-Treatment ITGB3 3690 37 17 45377890 45377890 Missense_Mutation SNP G A 19 38 c.1960G>A c.(1960-1962)GAA>AAA p.E654K

Pat_66 Pre-Treatment SKAP1 8631 37 17 46248022 46248022 Splice_Site SNP C T 60 95 c.827_splice c.e10-1 p.D276_splice

Pat_66 Pre-Treatment COL1A1 1277 37 17 48269226 48269226 Missense_Mutation SNP C T 10 3 c.2050G>A c.(2050-2052)GAG>AAG p.E684K

Pat_66 Pre-Treatment ABCC3 8714 37 17 48734461 48734462 Missense_Mutation DNP GG AA 27 46 c.403_404GG>AA c.(403-405)GGG>AAG p.G135K

Pat_66 Pre-Treatment ABCC3 8714 37 17 48753849 48753849 Missense_Mutation SNP C T 79 99 c.3278C>T c.(3277-3279)TCC>TTC p.S1093F

Pat_66 Pre-Treatment BPTF 2186 37 17 65940393 65940393 Missense_Mutation SNP C A 5 150 c.6605C>A c.(6604-6606)CCA>CAA p.P2202Q

Pat_66 Pre-Treatment ABCA9 10350 37 17 66980206 66980206 Missense_Mutation SNP C T 55 63 c.4490G>A c.(4489-4491)GGA>GAA p.G1497E

Pat_66 Pre-Treatment KIF19 124602 37 17 72338051 72338051 Missense_Mutation SNP G A 136 20 c.157G>A c.(157-159)GAC>AAC p.D53N

Pat_66 Pre-Treatment BTBD17 388419 37 17 72356148 72356148 Missense_Mutation SNP C T 33 53 c.322G>A c.(322-324)GAG>AAG p.E108K

Pat_66 Pre-Treatment BTBD17 388419 37 17 72356307 72356307 Missense_Mutation SNP C T 10 10 c.163G>A c.(163-165)GAG>AAG p.E55K

Pat_66 Pre-Treatment CD300LF 146722 37 17 72691330 72691330 Missense_Mutation SNP C T 54 3 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_66 Pre-Treatment C17orf28 283987 37 17 72959865 72959865 Nonsense_Mutation SNP C T 5 3 c.357G>A c.(355-357)TGG>TGA p.W119*

Pat_66 Pre-Treatment EVPL 2125 37 17 74006052 74006052 Missense_Mutation SNP C G 152 22 c.3234G>C c.(3232-3234)GAG>GAC p.E1078D

Pat_66 Pre-Treatment TNRC6C 57690 37 17 76045412 76045412 Missense_Mutation SNP C T 34 26 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_66 Pre-Treatment ENPP7 339221 37 17 77707317 77707317 Missense_Mutation SNP G A 122 162 c.265G>A c.(265-267)GAG>AAG p.E89K

Pat_66 Pre-Treatment ENPP7 339221 37 17 77709088 77709088 Missense_Mutation SNP G A 17 20 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_66 Pre-Treatment CCDC40 55036 37 17 78061471 78061471 Missense_Mutation SNP G A 54 7 c.2515G>A c.(2515-2517)GAC>AAC p.D839N

Pat_66 Pre-Treatment CARD14 79092 37 17 78162308 78162308 Missense_Mutation SNP G A 58 6 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_66 Pre-Treatment NPLOC4 55666 37 17 79536082 79536082 Missense_Mutation SNP G A 72 7 c.1409C>T c.(1408-1410)CCA>CTA p.P470L

Pat_66 Pre-Treatment CLUL1 27098 37 18 624944 624944 Missense_Mutation SNP C T 20 58 c.335C>T c.(334-336)TCC>TTC p.S112F



Pat_66 Pre-Treatment SMCHD1 23347 37 18 2688411 2688411 Missense_Mutation SNP C T 33 112 c.658C>T c.(658-660)CGT>TGT p.R220C

Pat_66 Pre-Treatment MYOM1 8736 37 18 3151719 3151719 Missense_Mutation SNP C T 85 94 c.1816G>A c.(1816-1818)GAT>AAT p.D606N

Pat_66 Pre-Treatment DLGAP1 9229 37 18 3879714 3879714 Missense_Mutation SNP G A 41 95 c.355C>T c.(355-357)CAC>TAC p.H119Y

Pat_66 Pre-Treatment LAMA1 284217 37 18 6956684 6956684 Missense_Mutation SNP G A 64 34 c.8045C>T c.(8044-8046)GCT>GTT p.A2682V

Pat_66 Pre-Treatment LRRC30 339291 37 18 7231617 7231617 Missense_Mutation SNP G A 85 44 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_66 Pre-Treatment POTEC 388468 37 18 14542991 14542991 Missense_Mutation SNP G A 8 517 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_66 Pre-Treatment LAMA3 3909 37 18 21438774 21438774 Missense_Mutation SNP C T 94 201 c.4403C>T c.(4402-4404)TCA>TTA p.S1468L

Pat_66 Pre-Treatment LAMA3 3909 37 18 21487860 21487860 Missense_Mutation SNP G A 43 92 c.6976G>A c.(6976-6978)GAA>AAA p.E2326K

Pat_66 Pre-Treatment LAMA3 3909 37 18 21519250 21519250 Missense_Mutation SNP C T 103 285 c.8926C>T c.(8926-8928)CCA>TCA p.P2976S

Pat_66 Pre-Treatment TTC39C 125488 37 18 21662896 21662896 Missense_Mutation SNP C T 74 184 c.835C>T c.(835-837)CAT>TAT p.H279Y

Pat_66 Pre-Treatment DSG1 1828 37 18 28908228 28908229 Missense_Mutation DNP GG AA 40 94 c.293_294GG>AA c.(292-294)GGG>GAA p.G98E

Pat_66 Pre-Treatment DSG1 1828 37 18 28914126 28914126 Missense_Mutation SNP G A 28 87 c.966G>A c.(964-966)ATG>ATA p.M322I

Pat_66 Pre-Treatment DSG4 147409 37 18 28968334 28968334 Missense_Mutation SNP G A 30 57 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_66 Pre-Treatment DSG4 147409 37 18 28993511 28993511 Nonsense_Mutation SNP C T 98 85 c.3076C>T c.(3076-3078)CGA>TGA p.R1026*

Pat_66 Pre-Treatment MYO5B 4645 37 18 47432825 47432825 Missense_Mutation SNP G A 76 56 c.2378C>T c.(2377-2379)ACC>ATC p.T793I

Pat_66 Pre-Treatment DCC 1630 37 18 51013302 51013302 Missense_Mutation SNP G A 56 173 c.3872G>A c.(3871-3873)CGA>CAA p.R1291Q

Pat_66 Pre-Treatment TCF4 6925 37 18 52942936 52942936 Nonsense_Mutation SNP G A 332 217 c.703C>T c.(703-705)CAG>TAG p.Q235*

Pat_66 Pre-Treatment LMAN1 3998 37 18 57006123 57006123 Missense_Mutation SNP G A 72 54 c.1018C>T c.(1018-1020)CGT>TGT p.R340C

Pat_66 Pre-Treatment SERPINB3 6317 37 18 61322991 61322991 Missense_Mutation SNP G A 57 120 c.1073C>T c.(1072-1074)TCA>TTA p.S358L

Pat_66 Pre-Treatment SERPINB10 5273 37 18 61584708 61584708 Missense_Mutation SNP G A 10 27 c.187G>A c.(187-189)GAC>AAC p.D63N

Pat_66 Pre-Treatment SERPINB10 5273 37 18 61597359 61597359 Missense_Mutation SNP G A 69 62 c.571G>A c.(571-573)GGA>AGA p.G191R

Pat_66 Pre-Treatment DSEL 92126 37 18 65180770 65180770 Nonsense_Mutation SNP C T 54 58 c.1106G>A c.(1105-1107)TGG>TAG p.W369*

Pat_66 Pre-Treatment ELANE 1991 37 19 853306 853306 Missense_Mutation SNP C T 12 25 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_66 Pre-Treatment C19orf29 58509 37 19 3614531 3614531 Missense_Mutation SNP T C 3 33 c.1219A>G c.(1219-1221)AAG>GAG p.K407E

Pat_66 Pre-Treatment HDGFRP2 84717 37 19 4501303 4501303 Missense_Mutation SNP G T 57 39 c.1890G>T c.(1888-1890)AGG>AGT p.R630S

Pat_66 Pre-Treatment TMEM146 257062 37 19 5754206 5754206 Missense_Mutation SNP G A 91 240 c.1228G>A c.(1228-1230)GAA>AAA p.E410K

Pat_66 Pre-Treatment FUT5 2527 37 19 5867287 5867287 Missense_Mutation SNP C T 22 43 c.450G>A c.(448-450)ATG>ATA p.M150I

Pat_66 Pre-Treatment TUBB4 10382 37 19 6495665 6495665 Missense_Mutation SNP C T 4 110 c.845G>A c.(844-846)CGG>CAG p.R282Q

Pat_66 Pre-Treatment C3 718 37 19 6711077 6711077 Missense_Mutation SNP G A 14 330 c.1400C>T c.(1399-1401)CCC>CTC p.P467L

Pat_66 Pre-Treatment VAV1 7409 37 19 6853048 6853048 Missense_Mutation SNP C T 27 93 c.2290C>T c.(2290-2292)CCC>TCC p.P764S

Pat_66 Pre-Treatment MUC16 94025 37 19 9026235 9026235 Missense_Mutation SNP C T 137 377 c.36751G>A c.(36751-36753)GGC>AGC p.G12251S

Pat_66 Pre-Treatment MUC16 94025 37 19 9069882 9069882 Missense_Mutation SNP C T 88 64 c.17564G>A c.(17563-17565)GGA>GAA p.G5855E

Pat_66 Pre-Treatment MUC16 94025 37 19 9076395 9076395 Missense_Mutation SNP C T 42 114 c.11051G>A c.(11050-11052)AGC>AAC p.S3684N

Pat_66 Pre-Treatment MUC16 94025 37 19 9087904 9087904 Missense_Mutation SNP G A 21 40 c.3911C>T c.(3910-3912)TCA>TTA p.S1304L

Pat_66 Pre-Treatment OR7E24 26648 37 19 9362042 9362042 Missense_Mutation SNP G A 24 67 c.323G>A c.(322-324)AGA>AAA p.R108K

Pat_66 Pre-Treatment SMARCA4 6597 37 19 11135028 11135028 Missense_Mutation SNP G A 4 121 c.2995G>A c.(2995-2997)GAC>AAC p.D999N

Pat_66 Pre-Treatment PRKCSH 5589 37 19 11552081 11552081 Missense_Mutation SNP C T 135 92 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_66 Pre-Treatment ZNF440 126070 37 19 11942890 11942890 Missense_Mutation SNP G A 5 173 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_66 Pre-Treatment ZNF700 90592 37 19 12060746 12060747 Missense_Mutation DNP AG GA 9 355 c.1907_1908AG>GAc.(1906-1908)CAG>CGA p.Q636R

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 9 305 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187334 12187334 Missense_Mutation SNP G A 6 249 c.1399G>A c.(1399-1401)GAA>AAA p.E467K

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 5 201 c.1459T>C c.(1459-1461)TTT>CTT p.F487L

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 5 143 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_66 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 6 338 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_66 Pre-Treatment BEST2 54831 37 19 12866232 12866232 Missense_Mutation SNP C T 34 85 c.676C>T c.(676-678)CAC>TAC p.H226Y

Pat_66 Pre-Treatment MAST1 22983 37 19 12976158 12976158 Missense_Mutation SNP C T 27 53 c.1667C>T c.(1666-1668)CCC>CTC p.P556L

Pat_66 Pre-Treatment EMR3 84658 37 19 14774286 14774286 Missense_Mutation SNP C T 33 110 c.143G>A c.(142-144)GGA>GAA p.G48E



Pat_66 Pre-Treatment CYP4F22 126410 37 19 15648767 15648767 Nonsense_Mutation SNP C T 40 103 c.634C>T c.(634-636)CAG>TAG p.Q212*

Pat_66 Pre-Treatment OR10H4 126541 37 19 16060671 16060671 Missense_Mutation SNP C T 88 202 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_66 Pre-Treatment CALR3 125972 37 19 16593379 16593379 Missense_Mutation SNP G A 29 84 c.800C>T c.(799-801)CCA>CTA p.P267L

Pat_66 Pre-Treatment UNC13A 23025 37 19 17780476 17780476 Missense_Mutation SNP C T 6 14 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_66 Pre-Treatment PDE4C 5143 37 19 18330058 18330058 Missense_Mutation SNP C T 22 54 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_66 Pre-Treatment SFRS14 10147 37 19 19105258 19105258 Missense_Mutation SNP C T 5 361 c.3166G>A c.(3166-3168)GGG>AGG p.G1056R

Pat_66 Pre-Treatment SFRS14 10147 37 19 19115132 19115132 Missense_Mutation SNP G A 7 8 c.2774C>T c.(2773-2775)CCC>CTC p.P925L

Pat_66 Pre-Treatment GATAD2A 54815 37 19 19603483 19603483 Missense_Mutation SNP C T 4 153 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_66 Pre-Treatment ZNF93 81931 37 19 20045187 20045187 Missense_Mutation SNP C T 67 231 c.1423C>T c.(1423-1425)CAT>TAT p.H475Y

Pat_66 Pre-Treatment ZNF737 100129842 37 19 20727684 20727684 Missense_Mutation SNP G C 4 193 c.1325C>G c.(1324-1326)ACA>AGA p.T442R

Pat_66 Pre-Treatment ZNF208 7757 37 19 22154249 22154249 Missense_Mutation SNP A G 7 194 c.3203T>C c.(3202-3204)CTC>CCC p.L1068P

Pat_66 Pre-Treatment ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 9 185 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_66 Pre-Treatment ZNF208 7757 37 19 22156484 22156484 Missense_Mutation SNP G T 6 304 c.1352C>A c.(1351-1353)ACA>AAA p.T451K

Pat_66 Pre-Treatment ZNF208 7757 37 19 22156652 22156652 Missense_Mutation SNP T G 5 244 c.1184A>C c.(1183-1185)AAA>ACA p.K395T

Pat_66 Pre-Treatment ZNF257 113835 37 19 22271685 22271685 Missense_Mutation SNP G A 16 85 c.1133G>A c.(1132-1134)GGA>GAA p.G378E

Pat_66 Pre-Treatment ZNF676 163223 37 19 22363812 22363812 Missense_Mutation SNP C T 84 333 c.707G>A c.(706-708)CGA>CAA p.R236Q

Pat_66 Pre-Treatment ZNF99 7652 37 19 22940128 22940128 Nonsense_Mutation SNP T A 76 128 c.2203A>T c.(2203-2205)AAA>TAA p.K735*

Pat_66 Pre-Treatment ZNF99 7652 37 19 22941833 22941833 Missense_Mutation SNP G T 43 109 c.605C>A c.(604-606)GCT>GAT p.A202D

Pat_66 Pre-Treatment ZNF91 7644 37 19 23545434 23545434 Missense_Mutation SNP C A 4 152 c.347G>T c.(346-348)GGA>GTA p.G116V

Pat_66 Pre-Treatment ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A C 4 148 c.1385T>G c.(1384-1386)ATC>AGC p.I462S

Pat_66 Pre-Treatment ZNF681 148213 37 19 23926859 23926859 Missense_Mutation SNP C T 187 128 c.1493G>A c.(1492-1494)AGA>AAA p.R498K

Pat_66 Pre-Treatment RPSAP58 388524 37 19 24010418 24010418 Missense_Mutation SNP C T 36 56 c.455C>T c.(454-456)TCT>TTT p.S152F

Pat_66 Pre-Treatment ZNF536 9745 37 19 30935574 30935574 Missense_Mutation SNP G A 56 155 c.1105G>A c.(1105-1107)GAC>AAC p.D369N

Pat_66 Pre-Treatment ZNF30 90075 37 19 35435302 35435302 Missense_Mutation SNP C A 4 78 c.1432C>A c.(1432-1434)CAT>AAT p.H478N

Pat_66 Pre-Treatment SCN1B 6324 37 19 35524553 35524553 Missense_Mutation SNP G A 83 166 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_66 Pre-Treatment ZNF570 148268 37 19 37966904 37966904 Missense_Mutation SNP C T 20 50 c.155C>T c.(154-156)TCA>TTA p.S52L

Pat_66 Pre-Treatment SIPA1L3 23094 37 19 38610020 38610020 Missense_Mutation SNP C T 166 93 c.2366C>T c.(2365-2367)TCC>TTC p.S789F

Pat_66 Pre-Treatment ACTN4 81 37 19 39217717 39217717 Missense_Mutation SNP C T 68 56 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_66 Pre-Treatment RINL 126432 37 19 39360246 39360247 Missense_Mutation DNP CC TT 42 50 c.1098_1099GG>AAc.(1096-1101)ATGGAG>ATAAAGp.366_367ME>IK

Pat_66 Pre-Treatment PSMC4 5704 37 19 40485793 40485793 Missense_Mutation SNP G A 5 220 c.743G>A c.(742-744)CGG>CAG p.R248Q

Pat_66 Pre-Treatment ZNF780B 163131 37 19 40541904 40541904 Missense_Mutation SNP G A 47 182 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_66 Pre-Treatment SERTAD3 29946 37 19 40947752 40947753 Missense_Mutation DNP GG AA 17 0 c.235_236CC>TT c.(235-237)CCC>TTC p.P79F

Pat_66 Pre-Treatment LTBP4 8425 37 19 41114441 41114441 Missense_Mutation SNP C T 11 1 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_66 Pre-Treatment AXL 558 37 19 41743919 41743919 Missense_Mutation SNP C T 57 102 c.854C>T c.(853-855)TCG>TTG p.S285L

Pat_66 Pre-Treatment CEACAM5 1048 37 19 42213826 42213826 Nonsense_Mutation SNP C T 138 240 c.292C>T c.(292-294)CGA>TGA p.R98*

Pat_66 Pre-Treatment ARHGEF1 9138 37 19 42410699 42410699 Missense_Mutation SNP C T 25 4 c.2582C>T c.(2581-2583)CCC>CTC p.P861L

Pat_66 Pre-Treatment PSG8 440533 37 19 43268118 43268118 Missense_Mutation SNP C T 17 358 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment PSG8 440533 37 19 43268263 43268264 Missense_Mutation DNP TG CA 7 272 c.234_235CA>TGc.(232-237)TACATT>TATGTT p.I79V

Pat_66 Pre-Treatment ZNF221 7638 37 19 44470916 44470916 Missense_Mutation SNP C T 38 64 c.1262C>T c.(1261-1263)TCC>TTC p.S421F

Pat_66 Pre-Treatment CEACAM20 125931 37 19 45026779 45026779 Missense_Mutation SNP G A 47 5 c.635C>T c.(634-636)ACG>ATG p.T212M

Pat_66 Pre-Treatment CEACAM16 388551 37 19 45211412 45211412 Missense_Mutation SNP C T 3 28 c.1220C>T c.(1219-1221)ACA>ATA p.T407I

Pat_66 Pre-Treatment SFRS16 11129 37 19 45570779 45570779 Missense_Mutation SNP C T 22 0 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_66 Pre-Treatment CKM 1158 37 19 45811702 45811702 Missense_Mutation SNP C T 29 46 c.742G>A c.(742-744)GAG>AAG p.E248K

Pat_66 Pre-Treatment FBXO46 23403 37 19 46216507 46216507 Nonsense_Mutation SNP G A 31 37 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_66 Pre-Treatment NOVA2 4858 37 19 46443167 46443167 Missense_Mutation SNP G A 5 63 c.1433C>T c.(1432-1434)ACC>ATC p.T478I

Pat_66 Pre-Treatment ZC3H4 23211 37 19 47570496 47570496 Missense_Mutation SNP G A 21 19 c.3029C>T c.(3028-3030)CCC>CTC p.P1010L

Pat_66 Pre-Treatment RUVBL2 10856 37 19 49518890 49518890 Missense_Mutation SNP G A 4 139 c.1313G>A c.(1312-1314)CGC>CAC p.R438H



Pat_66 Pre-Treatment TEAD2 8463 37 19 49862699 49862699 Missense_Mutation SNP C T 6 341 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_66 Pre-Treatment SIGLEC9 27180 37 19 51628484 51628484 Missense_Mutation SNP G A 63 125 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_66 Pre-Treatment ZNF841 284371 37 19 52569533 52569533 Missense_Mutation SNP A C 4 89 c.1254T>G c.(1252-1254)ATT>ATG p.I418M

Pat_66 Pre-Treatment ZNF28 7576 37 19 53302984 53302985 Missense_Mutation DNP TT GA 8 363 c.2113_2114AA>TC c.(2113-2115)AAC>TCC p.N705S

Pat_66 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 10 401 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_66 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 10 283 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_66 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 12 265 c.1436C>T c.(1435-1437)ACA>ATA p.T479I

Pat_66 Pre-Treatment ZNF761 388561 37 19 53958983 53958983 Missense_Mutation SNP A C 5 342 c.1222A>C c.(1222-1224)AAA>CAA p.K408Q

Pat_66 Pre-Treatment ZNF331 55422 37 19 54074897 54074897 Nonsense_Mutation SNP C T 155 235 c.49C>T c.(49-51)CAG>TAG p.Q17*

Pat_66 Pre-Treatment NLRP12 91662 37 19 54314371 54314371 Missense_Mutation SNP C T 30 44 c.542G>A c.(541-543)CGG>CAG p.R181Q

Pat_66 Pre-Treatment MYADM 91663 37 19 54376901 54376901 Missense_Mutation SNP C T 13 11 c.118C>T c.(118-120)CGC>TGC p.R40C

Pat_66 Pre-Treatment CNOT3 4849 37 19 54651962 54651962 Missense_Mutation SNP C T 15 12 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_66 Pre-Treatment LILRA2 11027 37 19 55086452 55086452 Missense_Mutation SNP C T 55 103 c.607C>T c.(607-609)CCC>TCC p.P203S

Pat_66 Pre-Treatment LILRA1 11024 37 19 55106402 55106402 Missense_Mutation SNP G A 26 40 c.343G>A c.(343-345)GAG>AAG p.E115K

Pat_66 Pre-Treatment NCR1 9437 37 19 55417580 55417580 Splice_Site SNP G A 4 166 c.34_splice c.e1+1 p.G12_splice

Pat_66 Pre-Treatment NLRP13 126204 37 19 56423340 56423340 Missense_Mutation SNP C T 17 23 c.1843G>A c.(1843-1845)GAA>AAA p.E615K

Pat_66 Pre-Treatment ZNF582 147948 37 19 56896125 56896125 Missense_Mutation SNP G A 25 46 c.661C>T c.(661-663)CAT>TAT p.H221Y

Pat_66 Pre-Treatment PEG3 5178 37 19 57325629 57325629 Missense_Mutation SNP G A 51 50 c.4181C>T c.(4180-4182)GCT>GTT p.A1394V

Pat_66 Pre-Treatment USP29 57663 37 19 57642078 57642078 Missense_Mutation SNP G A 12 35 c.2035G>A c.(2035-2037)GAG>AAG p.E679K

Pat_66 Pre-Treatment ZNF419 79744 37 19 58005274 58005274 Missense_Mutation SNP T C 4 184 c.1349T>C c.(1348-1350)ATT>ACT p.I450T

Pat_66 Pre-Treatment ZNF419 79744 37 19 58005314 58005314 Missense_Mutation SNP G C 4 212 c.1389G>C c.(1387-1389)TTG>TTC p.L463F

Pat_66 Pre-Treatment ZNF671 79891 37 19 58231944 58231944 Missense_Mutation SNP C T 4 209 c.1510G>A c.(1510-1512)GAA>AAA p.E504K

Pat_66 Pre-Treatment ZNF552 79818 37 19 58319596 58319596 Missense_Mutation SNP G A 130 18 c.1036C>T c.(1036-1038)CAC>TAC p.H346Y

Pat_66 Pre-Treatment TPO 7173 37 2 1459902 1459902 Missense_Mutation SNP G A 32 18 c.667G>A c.(667-669)GAT>AAT p.D223N

Pat_66 Pre-Treatment ALLC 55821 37 2 3727551 3727551 Nonsense_Mutation SNP C T 24 86 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_66 Pre-Treatment ALLC 55821 37 2 3730661 3730661 Missense_Mutation SNP C T 121 343 c.508C>T c.(508-510)CCA>TCA p.P170S

Pat_66 Pre-Treatment HPCAL1 3241 37 2 10560110 10560110 Missense_Mutation SNP G A 89 62 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_66 Pre-Treatment NT5C1B 93034 37 2 18758038 18758038 Splice_Site SNP C T 36 133 c.1324_splice c.e8+1 p.G442_splice

Pat_66 Pre-Treatment APOB 338 37 2 21233256 21233256 Missense_Mutation SNP C T 11 40 c.6484G>A c.(6484-6486)GAT>AAT p.D2162N

Pat_66 Pre-Treatment OTOF 9381 37 2 26703859 26703859 Missense_Mutation SNP C T 11 52 c.1598G>A c.(1597-1599)GGC>GAC p.G533D

Pat_66 Pre-Treatment SLC4A1AP 22950 37 2 27900650 27900650 Nonsense_Mutation SNP C A 4 132 c.1622C>A c.(1621-1623)TCA>TAA p.S541*

Pat_66 Pre-Treatment C2orf71 388939 37 2 29296383 29296383 Missense_Mutation SNP C T 84 63 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_66 Pre-Treatment CAPN13 92291 37 2 30961151 30961151 Missense_Mutation SNP C T 11 43 c.1603G>A c.(1603-1605)GGG>AGG p.G535R

Pat_66 Pre-Treatment XDH 7498 37 2 31589745 31589745 Missense_Mutation SNP C T 68 182 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_66 Pre-Treatment XDH 7498 37 2 31625943 31625944 Missense_Mutation DNP GG AA 79 251 c.167_168CC>TT c.(166-168)TCC>TTT p.S56F

Pat_66 Pre-Treatment MEMO1 51072 37 2 32145948 32145948 Missense_Mutation SNP G A 90 66 c.244C>T c.(244-246)CAT>TAT p.H82Y

Pat_66 Pre-Treatment SLC30A6 55676 37 2 32445559 32445559 Missense_Mutation SNP C T 100 91 c.1163C>T c.(1162-1164)TCA>TTA p.S388L

Pat_66 Pre-Treatment NRXN1 9378 37 2 50779970 50779970 Missense_Mutation SNP G A 21 38 c.1634C>T c.(1633-1635)TCA>TTA p.S545L

Pat_66 Pre-Treatment BCL11A 53335 37 2 60688543 60688543 Missense_Mutation SNP C T 19 8 c.1504G>A c.(1504-1506)GAG>AAG p.E502K

Pat_66 Pre-Treatment SLC1A4 6509 37 2 65228592 65228592 Missense_Mutation SNP C T 40 133 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_66 Pre-Treatment ETAA1 54465 37 2 67630832 67630832 Missense_Mutation SNP C T 31 83 c.1018C>T c.(1018-1020)CCA>TCA p.P340S

Pat_66 Pre-Treatment GKN1 56287 37 2 69207927 69207927 Missense_Mutation SNP C T 26 49 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_66 Pre-Treatment ADD2 119 37 2 70906086 70906086 Missense_Mutation SNP C T 53 79 c.1133G>A c.(1132-1134)AGA>AAA p.R378K

Pat_66 Pre-Treatment ACTG2 72 37 2 74136218 74136218 Missense_Mutation SNP G A 5 302 c.403G>A c.(403-405)GTC>ATC p.V135I

Pat_66 Pre-Treatment DQX1 165545 37 2 74746263 74746263 Missense_Mutation SNP C T 36 72 c.1901G>A c.(1900-1902)AGA>AAA p.R634K

Pat_66 Pre-Treatment DQX1 165545 37 2 74746696 74746696 Missense_Mutation SNP C T 74 185 c.1793G>A c.(1792-1794)GGA>GAA p.G598E

Pat_66 Pre-Treatment CTNNA2 1496 37 2 80782922 80782922 Nonsense_Mutation SNP C T 44 134 c.1645C>T c.(1645-1647)CGA>TGA p.R549*



Pat_66 Pre-Treatment ST3GAL5 8869 37 2 86074997 86074997 Missense_Mutation SNP C T 113 76 c.649G>A c.(649-651)GAT>AAT p.D217N

Pat_66 Pre-Treatment KRCC1 51315 37 2 88327934 88327934 Missense_Mutation SNP A G 21 44 c.149T>C c.(148-150)GTT>GCT p.V50A

Pat_66 Pre-Treatment EIF2AK3 9451 37 2 88874650 88874650 Missense_Mutation SNP G A 146 368 c.2351C>T c.(2350-2352)TCC>TTC p.S784F

Pat_66 Pre-Treatment ZNF514 84874 37 2 95815412 95815412 Missense_Mutation SNP G A 87 41 c.818C>T c.(817-819)TCG>TTG p.S273L

Pat_66 Pre-Treatment NMS 129521 37 2 101086963 101086963 Missense_Mutation SNP C T 76 199 c.13C>T c.(13-15)CGT>TGT p.R5C

Pat_66 Pre-Treatment IL18R1 8809 37 2 102979152 102979152 Missense_Mutation SNP G T 5 266 c.32G>T c.(31-33)TGG>TTG p.W11L

Pat_66 Pre-Treatment IL18R1 8809 37 2 103003322 103003322 Missense_Mutation SNP A T 22 59 c.811A>T c.(811-813)ACT>TCT p.T271S

Pat_66 Pre-Treatment IL18R1 8809 37 2 103011009 103011009 Missense_Mutation SNP G A 33 73 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_66 Pre-Treatment RGPD4 285190 37 2 108455395 108455395 Missense_Mutation SNP G A 118 302 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment RGPD4 285190 37 2 108475865 108475865 Missense_Mutation SNP C T 31 209 c.1489C>T c.(1489-1491)CAC>TAC p.H497Y

Pat_66 Pre-Treatment SULT1C2 6819 37 2 108910209 108910210 Nonsense_Mutation DNP GG AA 55 44 c.86_87GG>AA c.(85-87)TGG>TAA p.W29*

Pat_66 Pre-Treatment RANBP2 5903 37 2 109382649 109382649 Missense_Mutation SNP C T 48 158 c.5654C>T c.(5653-5655)ACC>ATC p.T1885I

Pat_66 Pre-Treatment IL1B 3553 37 2 113591100 113591100 Missense_Mutation SNP C T 48 149 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_66 Pre-Treatment MARCO 8685 37 2 119732096 119732096 Splice_Site SNP G A 17 29 c.569_splice c.e6-1 p.G190_splice

Pat_66 Pre-Treatment GLI2 2736 37 2 121740454 121740454 Missense_Mutation SNP G A 61 149 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_66 Pre-Treatment GLI2 2736 37 2 121743896 121743896 Missense_Mutation SNP G A 57 34 c.1999G>A c.(1999-2001)GAG>AAG p.E667K

Pat_66 Pre-Treatment BIN1 274 37 2 127808489 127808489 Splice_Site SNP C T 28 81 c.1462_splice c.e17-1 p.S488_splice

Pat_66 Pre-Treatment ERCC3 2071 37 2 128015227 128015227 Missense_Mutation SNP C T 41 103 c.2294G>A c.(2293-2295)CGG>CAG p.R765Q

Pat_66 Pre-Treatment POTEF 728378 37 2 130877816 130877816 Missense_Mutation SNP C T 95 336 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_66 Pre-Treatment LOC150786 150786 37 2 132120554 132120554 Missense_Mutation SNP G A 32 117 c.740C>T c.(739-741)TCA>TTA p.S247L

Pat_66 Pre-Treatment LCT 3938 37 2 136561509 136561509 Missense_Mutation SNP C T 10 23 c.4654G>A c.(4654-4656)GCA>ACA p.A1552T

Pat_66 Pre-Treatment THSD7B 80731 37 2 137814013 137814013 Missense_Mutation SNP G A 17 62 c.70G>A c.(70-72)GAC>AAC p.D24N

Pat_66 Pre-Treatment LRP1B 53353 37 2 140992454 140992454 Splice_Site SNP C T 29 17 c.13561_splice c.e90-1 p.A4521_splice

Pat_66 Pre-Treatment ZEB2 9839 37 2 145157783 145157783 Missense_Mutation SNP G A 49 34 c.971C>T c.(970-972)TCC>TTC p.S324F

Pat_66 Pre-Treatment KIF5C 3800 37 2 149793849 149793849 Missense_Mutation SNP G A 9 18 c.343G>A c.(343-345)GAT>AAT p.D115N

Pat_66 Pre-Treatment NEB 4703 37 2 152404848 152404848 Missense_Mutation SNP G A 4 163 c.15028C>T c.(15028-15030)CGG>TGG p.R5010W

Pat_66 Pre-Treatment GALNT13 114805 37 2 155102466 155102466 Missense_Mutation SNP G C 69 41 c.828G>C c.(826-828)AGG>AGC p.R276S

Pat_66 Pre-Treatment GALNT5 11227 37 2 158114925 158114925 Missense_Mutation SNP G A 89 70 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_66 Pre-Treatment CYTIP 9595 37 2 158272265 158272265 Missense_Mutation SNP C T 23 83 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_66 Pre-Treatment LY75 4065 37 2 160671981 160671981 Missense_Mutation SNP C T 24 42 c.4484G>A c.(4483-4485)GGA>GAA p.G1495E

Pat_66 Pre-Treatment LY75 4065 37 2 160732154 160732154 Missense_Mutation SNP G A 118 83 c.1775C>T c.(1774-1776)GCT>GTT p.A592V

Pat_66 Pre-Treatment FIGN 55137 37 2 164467030 164467030 Missense_Mutation SNP G A 38 107 c.1312C>T c.(1312-1314)CTC>TTC p.L438F

Pat_66 Pre-Treatment FIGN 55137 37 2 164467113 164467113 Missense_Mutation SNP G A 35 73 c.1229C>T c.(1228-1230)TCA>TTA p.S410L

Pat_66 Pre-Treatment SLC38A11 151258 37 2 165809258 165809258 Missense_Mutation SNP G A 30 73 c.20C>T c.(19-21)CCT>CTT p.P7L

Pat_66 Pre-Treatment SCN3A 6328 37 2 165997486 165997486 Missense_Mutation SNP G A 21 60 c.1694C>T c.(1693-1695)TCC>TTC p.S565F

Pat_66 Pre-Treatment SCN2A 6326 37 2 166243485 166243485 Nonsense_Mutation SNP G A 94 58 c.4781G>A c.(4780-4782)TGG>TAG p.W1594*

Pat_66 Pre-Treatment SCN1A 6323 37 2 166892893 166892893 Missense_Mutation SNP C T 18 26 c.3061G>A c.(3061-3063)GAA>AAA p.E1021K

Pat_66 Pre-Treatment SCN1A 6323 37 2 166900267 166900267 Missense_Mutation SNP G A 43 138 c.1955C>T c.(1954-1956)TCC>TTC p.S652F

Pat_66 Pre-Treatment XIRP2 129446 37 2 168103996 168103996 Missense_Mutation SNP C T 24 61 c.6094C>T c.(6094-6096)CGT>TGT p.R2032C

Pat_66 Pre-Treatment XIRP2 129446 37 2 168104704 168104704 Missense_Mutation SNP G A 21 61 c.6802G>A c.(6802-6804)GAA>AAA p.E2268K

Pat_66 Pre-Treatment LRP2 4036 37 2 170048385 170048385 Missense_Mutation SNP C T 38 103 c.8989G>A c.(8989-8991)GAA>AAA p.E2997K

Pat_66 Pre-Treatment LRP2 4036 37 2 170139487 170139487 Missense_Mutation SNP C T 140 104 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_66 Pre-Treatment KLHL23 151230 37 2 170606024 170606024 Missense_Mutation SNP G A 24 81 c.1459G>A c.(1459-1461)GAA>AAA p.E487K

Pat_66 Pre-Treatment HOXD8 3234 37 2 176996223 176996223 Nonsense_Mutation SNP G A 93 239 c.756G>A c.(754-756)TGG>TGA p.W252*

Pat_66 Pre-Treatment PDE11A 50940 37 2 178682595 178682595 Missense_Mutation SNP C T 22 56 c.1634G>A c.(1633-1635)CGA>CAA p.R545Q

Pat_66 Pre-Treatment OSBPL6 114880 37 2 179255827 179255827 Missense_Mutation SNP G A 44 116 c.2329G>A c.(2329-2331)GAA>AAA p.E777K

Pat_66 Pre-Treatment TTN 7273 37 2 179406231 179406231 Missense_Mutation SNP C T 13 28 c.89869G>A c.(89869-89871)GAT>AAT p.D29957N



Pat_66 Pre-Treatment TTN 7273 37 2 179419273 179419273 Missense_Mutation SNP C T 27 50 c.81097G>A c.(81097-81099)GGA>AGA p.G27033R

Pat_66 Pre-Treatment TTN 7273 37 2 179425040 179425040 Missense_Mutation SNP C T 52 31 c.78115G>A c.(78115-78117)GAT>AAT p.D26039N

Pat_66 Pre-Treatment TTN 7273 37 2 179435849 179435849 Missense_Mutation SNP G A 99 59 c.67306C>T c.(67306-67308)CGT>TGT p.R22436C

Pat_66 Pre-Treatment TTN 7273 37 2 179439721 179439721 Missense_Mutation SNP C T 14 45 c.63434G>A c.(63433-63435)GGA>GAA p.G21145E

Pat_66 Pre-Treatment TTN 7273 37 2 179444905 179444905 Missense_Mutation SNP G A 43 14 c.59405C>T c.(59404-59406)TCT>TTT p.S19802F

Pat_66 Pre-Treatment TTN 7273 37 2 179446868 179446868 Nonsense_Mutation SNP C T 37 97 c.58524G>A c.(58522-58524)TGG>TGA p.W19508*

Pat_66 Pre-Treatment TTN 7273 37 2 179464532 179464532 Missense_Mutation SNP C T 40 40 c.48392G>A c.(48391-48393)GGA>GAA p.G16131E

Pat_66 Pre-Treatment TTN 7273 37 2 179470324 179470324 Missense_Mutation SNP C T 57 177 c.45994G>A c.(45994-45996)GAA>AAA p.E15332K

Pat_66 Pre-Treatment TTN 7273 37 2 179474864 179474864 Missense_Mutation SNP C T 62 44 c.43685G>A c.(43684-43686)GGA>GAA p.G14562E

Pat_66 Pre-Treatment TTN 7273 37 2 179489312 179489312 Missense_Mutation SNP C T 59 35 c.36991G>A c.(36991-36993)GAA>AAA p.E12331K

Pat_66 Pre-Treatment TTN 7273 37 2 179495061 179495061 Missense_Mutation SNP A T 24 60 c.36484T>A c.(36484-36486)TCC>ACC p.S12162T

Pat_66 Pre-Treatment TTN 7273 37 2 179499351 179499351 Missense_Mutation SNP C T 136 98 c.34453G>A c.(34453-34455)GAA>AAA p.E11485K

Pat_66 Pre-Treatment TTN 7273 37 2 179592936 179592936 Missense_Mutation SNP C T 11 38 c.15883G>A c.(15883-15885)GAA>AAA p.E5295K

Pat_66 Pre-Treatment TTN 7273 37 2 179593309 179593309 Missense_Mutation SNP C T 9 38 c.15612G>A c.(15610-15612)ATG>ATA p.M5204I

Pat_66 Pre-Treatment TTN 7273 37 2 179600403 179600403 Missense_Mutation SNP C T 15 48 c.11038G>A c.(11038-11040)GAT>AAT p.D3680N

Pat_66 Pre-Treatment TTN 7273 37 2 179613248 179613248 Missense_Mutation SNP C T 40 112 c.13879G>A c.(13879-13881)GAT>AAT p.D4627N

Pat_66 Pre-Treatment TTN 7273 37 2 179615363 179615363 Missense_Mutation SNP C T 10 34 c.11764G>A c.(11764-11766)GAA>AAA p.E3922K

Pat_66 Pre-Treatment TTN 7273 37 2 179650604 179650604 Missense_Mutation SNP C T 32 42 c.2341G>A c.(2341-2343)GAT>AAT p.D781N

Pat_66 Pre-Treatment CCDC141 285025 37 2 179718227 179718227 Missense_Mutation SNP G A 46 109 c.1460C>T c.(1459-1461)TCA>TTA p.S487L

Pat_66 Pre-Treatment SESTD1 91404 37 2 180014055 180014055 Missense_Mutation SNP T C 3 62 c.550A>G c.(550-552)AGT>GGT p.S184G

Pat_66 Pre-Treatment ZNF385B 151126 37 2 180383269 180383269 Missense_Mutation SNP G A 43 96 c.493C>T c.(493-495)CGC>TGC p.R165C

Pat_66 Pre-Treatment PDE1A 5136 37 2 183129074 183129074 Missense_Mutation SNP C T 19 85 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_66 Pre-Treatment ZNF804A 91752 37 2 185803418 185803418 Missense_Mutation SNP C T 44 98 c.3295C>T c.(3295-3297)CAT>TAT p.H1099Y

Pat_66 Pre-Treatment ZSWIM2 151112 37 2 187697937 187697937 Missense_Mutation SNP G A 15 21 c.851C>T c.(850-852)TCA>TTA p.S284L

Pat_66 Pre-Treatment COL3A1 1281 37 2 189873887 189873887 Missense_Mutation SNP C T 41 108 c.3763C>T c.(3763-3765)CGT>TGT p.R1255C

Pat_66 Pre-Treatment COL5A2 1290 37 2 189898855 189898855 Missense_Mutation SNP C T 31 56 c.4441G>A c.(4441-4443)GAT>AAT p.D1481N

Pat_66 Pre-Treatment STAT1 6772 37 2 191841637 191841637 Missense_Mutation SNP G A 31 85 c.1988C>T c.(1987-1989)CCC>CTC p.P663L

Pat_66 Pre-Treatment DNAH7 56171 37 2 196726661 196726661 Missense_Mutation SNP C T 21 30 c.7516G>A c.(7516-7518)GAA>AAA p.E2506K

Pat_66 Pre-Treatment DNAH7 56171 37 2 196728926 196728926 Missense_Mutation SNP G A 32 77 c.7453C>T c.(7453-7455)CGT>TGT p.R2485C

Pat_66 Pre-Treatment DNAH7 56171 37 2 196729451 196729451 Missense_Mutation SNP G A 49 168 c.6928C>T c.(6928-6930)CCC>TCC p.P2310S

Pat_66 Pre-Treatment DNAH7 56171 37 2 196746518 196746518 Splice_Site SNP C T 35 86 c.5961_splice c.e36+1 p.T1987_splice

Pat_66 Pre-Treatment BMPR2 659 37 2 203378445 203378445 Missense_Mutation SNP C T 31 86 c.422C>T c.(421-423)CCA>CTA p.P141L

Pat_66 Pre-Treatment PARD3B 117583 37 2 205983712 205983712 Missense_Mutation SNP G A 42 101 c.748G>A c.(748-750)GAA>AAA p.E250K

Pat_66 Pre-Treatment ZDBF2 57683 37 2 207174227 207174227 Missense_Mutation SNP G A 41 46 c.4975G>A c.(4975-4977)GGA>AGA p.G1659R

Pat_66 Pre-Treatment C2orf80 389073 37 2 209036796 209036796 Missense_Mutation SNP G A 182 137 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_66 Pre-Treatment MYL1 4632 37 2 211163161 211163161 Missense_Mutation SNP C T 76 73 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_66 Pre-Treatment ERBB4 2066 37 2 212288972 212288973 Missense_Mutation DNP GG AA 27 62 c.2773_2774CC>TT c.(2773-2775)CCA>TTA p.P925L

Pat_66 Pre-Treatment ERBB4 2066 37 2 212530121 212530122 Missense_Mutation DNP CC TT 81 61 c.1797_1798GG>AAc.(1795-1800)GGGGCA>GGAACAp.A600T

Pat_66 Pre-Treatment SPEG 10290 37 2 220332022 220332022 Missense_Mutation SNP G T 4 86 c.3008G>T c.(3007-3009)TGC>TTC p.C1003F

Pat_66 Pre-Treatment SPEG 10290 37 2 220355178 220355178 Missense_Mutation SNP G A 4 78 c.8969G>A c.(8968-8970)CGA>CAA p.R2990Q

Pat_66 Pre-Treatment COL4A4 1286 37 2 227886850 227886850 Missense_Mutation SNP C T 89 259 c.4130G>A c.(4129-4131)CGA>CAA p.R1377Q

Pat_66 Pre-Treatment WDR69 164781 37 2 228769705 228769705 Missense_Mutation SNP G A 53 148 c.709G>A c.(709-711)GGG>AGG p.G237R

Pat_66 Pre-Treatment SPHKAP 80309 37 2 228884799 228884799 Nonsense_Mutation SNP C T 108 153 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_66 Pre-Treatment SP140 11262 37 2 231112645 231112646 Missense_Mutation DNP GG AA 67 216 c.757_758GG>AA c.(757-759)GGG>AAG p.G253K

Pat_66 Pre-Treatment UGT1A7 54577 37 2 234591418 234591418 Nonsense_Mutation SNP C T 122 324 c.835C>T c.(835-837)CAG>TAG p.Q279*

Pat_66 Pre-Treatment RBM44 375316 37 2 238726382 238726382 Missense_Mutation SNP C T 20 29 c.823C>T c.(823-825)CAT>TAT p.H275Y

Pat_66 Pre-Treatment KIF1A 547 37 2 241715283 241715283 Missense_Mutation SNP G A 15 60 c.943C>T c.(943-945)CTC>TTC p.L315F



Pat_66 Pre-Treatment MCM8 84515 37 20 5965602 5965602 Missense_Mutation SNP G A 4 114 c.1909G>A c.(1909-1911)GTA>ATA p.V637I

Pat_66 Pre-Treatment LRRN4 164312 37 20 6022054 6022054 Missense_Mutation SNP G A 4 158 c.1837C>T c.(1837-1839)CGC>TGC p.R613C

Pat_66 Pre-Treatment PLCB1 23236 37 20 8709777 8709777 Nonsense_Mutation SNP G A 41 87 c.1844G>A c.(1843-1845)TGG>TAG p.W615*

Pat_66 Pre-Treatment PLCB4 5332 37 20 9424891 9424891 Splice_Site SNP G A 13 100 c.2844_splice c.e30+1 p.K948_splice

Pat_66 Pre-Treatment FLRT3 23767 37 20 14306937 14306937 Missense_Mutation SNP G A 102 256 c.1216C>T c.(1216-1218)CCC>TCC p.P406S

Pat_66 Pre-Treatment KIF16B 55614 37 20 16488739 16488739 Missense_Mutation SNP G A 85 179 c.563C>T c.(562-564)TCC>TTC p.S188F

Pat_66 Pre-Treatment CSRP2BP 57325 37 20 18142722 18142723 Missense_Mutation DNP CC GT 74 168 c.941_942CC>GT c.(940-942)TCC>TGT p.S314C

Pat_66 Pre-Treatment PAX1 5075 37 20 21687513 21687513 Missense_Mutation SNP T A 27 40 c.724T>A c.(724-726)TCG>ACG p.S242T

Pat_66 Pre-Treatment NINL 22981 37 20 25462646 25462646 Missense_Mutation SNP G A 32 98 c.1768C>T c.(1768-1770)CCG>TCG p.P590S

Pat_66 Pre-Treatment FRG1B 284802 37 20 29614323 29614323 Translation_Start_Site SNP C T 5 120 c.-10C>T c.(-12--8)TACGT>TATGT

Pat_66 Pre-Treatment FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 5 254 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_66 Pre-Treatment XKR7 343702 37 20 30584944 30584944 Missense_Mutation SNP C T 11 36 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_66 Pre-Treatment MYH7B 57644 37 20 33578870 33578870 Missense_Mutation SNP G A 4 148 c.2255G>A c.(2254-2256)CGG>CAG p.R752Q

Pat_66 Pre-Treatment GDF5 8200 37 20 34021854 34021854 Missense_Mutation SNP C T 20 52 c.1359G>A c.(1357-1359)ATG>ATA p.M453I

Pat_66 Pre-Treatment DHX35 60625 37 20 37650573 37650573 Missense_Mutation SNP C T 47 202 c.1588C>T c.(1588-1590)CAC>TAC p.H530Y

Pat_66 Pre-Treatment PTPRT 11122 37 20 40827958 40827958 Missense_Mutation SNP C T 120 413 c.2413G>A c.(2413-2415)GAC>AAC p.D805N

Pat_66 Pre-Treatment L3MBTL 26013 37 20 42157324 42157324 Missense_Mutation SNP C T 31 126 c.824C>T c.(823-825)TCG>TTG p.S275L

Pat_66 Pre-Treatment SEMG1 6406 37 20 43837052 43837052 Missense_Mutation SNP C A 4 136 c.1114C>A c.(1114-1116)CGC>AGC p.R372S

Pat_66 Pre-Treatment SEMG2 6407 37 20 43851414 43851414 Missense_Mutation SNP C A 7 226 c.1141C>A c.(1141-1143)CAA>AAA p.Q381K

Pat_66 Pre-Treatment SLC13A3 64849 37 20 45221058 45221058 Missense_Mutation SNP C T 49 116 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_66 Pre-Treatment SPATA2 9825 37 20 48523251 48523252 Missense_Mutation DNP GG AT 11 67 c.467_468CC>AT c.(466-468)ACC>AAT p.T156N

Pat_66 Pre-Treatment ATP9A 10079 37 20 50287677 50287677 Missense_Mutation SNP G A 90 80 c.1157C>T c.(1156-1158)TCG>TTG p.S386L

Pat_66 Pre-Treatment TSHZ2 128553 37 20 51870557 51870557 Missense_Mutation SNP C T 22 97 c.560C>T c.(559-561)TCG>TTG p.S187L

Pat_66 Pre-Treatment BMP7 655 37 20 55777567 55777567 Missense_Mutation SNP T G 31 45 c.724A>C c.(724-726)AAC>CAC p.N242H

Pat_66 Pre-Treatment RAB22A 57403 37 20 56928498 56928498 Missense_Mutation SNP C T 8 68 c.281C>T c.(280-282)TCA>TTA p.S94L

Pat_66 Pre-Treatment OSBPL2 9885 37 20 60854366 60854367 Nonsense_Mutation DNP CC TT 22 34 c.645_646CC>TTc.(643-648)CCCCGA>CCTTGA p.R216*

Pat_66 Pre-Treatment NTSR1 4923 37 20 61340978 61340978 Missense_Mutation SNP G A 22 85 c.419G>A c.(418-420)GGC>GAC p.G140D

Pat_66 Pre-Treatment DIDO1 11083 37 20 61513394 61513394 Missense_Mutation SNP G A 59 273 c.3914C>T c.(3913-3915)TCG>TTG p.S1305L

Pat_66 Pre-Treatment BIRC7 79444 37 20 61869930 61869930 Missense_Mutation SNP G A 80 129 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_66 Pre-Treatment PRIC285 85441 37 20 62198657 62198657 Missense_Mutation SNP G A 5 36 c.2054C>T c.(2053-2055)TCG>TTG p.S685L

Pat_66 Pre-Treatment TPTE 7179 37 21 10959769 10959769 Missense_Mutation SNP C T 32 233 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_66 Pre-Treatment NCAM2 4685 37 21 22849621 22849621 Missense_Mutation SNP G A 38 23 c.1906G>A c.(1906-1908)GAA>AAA p.E636K

Pat_66 Pre-Treatment CLDN17 26285 37 21 31538923 31538923 Missense_Mutation SNP G A 28 53 c.13C>T c.(13-15)CCC>TCC p.P5S

Pat_66 Pre-Treatment MRAP 56246 37 21 33684248 33684248 Missense_Mutation SNP G A 4 97 c.460G>A c.(460-462)GTC>ATC p.V154I

Pat_66 Pre-Treatment C21orf59 56683 37 21 33984471 33984471 Missense_Mutation SNP G A 3 12 c.83C>T c.(82-84)ACG>ATG p.T28M

Pat_66 Pre-Treatment SON 6651 37 21 34922916 34922916 Missense_Mutation SNP C T 8 27 c.1379C>T c.(1378-1380)TCC>TTC p.S460F

Pat_66 Pre-Treatment ITSN1 6453 37 21 35257793 35257793 Missense_Mutation SNP G A 65 161 c.4810G>A c.(4810-4812)GAA>AAA p.E1604K

Pat_66 Pre-Treatment DOPEY2 9980 37 21 37583858 37583858 Missense_Mutation SNP C T 55 147 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_66 Pre-Treatment KCNJ15 3772 37 21 39672104 39672104 Nonsense_Mutation SNP G A 32 97 c.921G>A c.(919-921)TGG>TGA p.W307*

Pat_66 Pre-Treatment DSCAM 1826 37 21 41465792 41465792 Missense_Mutation SNP C T 26 57 c.3706G>A c.(3706-3708)GAG>AAG p.E1236K

Pat_66 Pre-Treatment DSCAM 1826 37 21 41496210 41496210 Missense_Mutation SNP G A 51 94 c.3608C>T c.(3607-3609)TCC>TTC p.S1203F

Pat_66 Pre-Treatment DSCAM 1826 37 21 41684260 41684260 Missense_Mutation SNP A T 20 40 c.1810T>A c.(1810-1812)TTT>ATT p.F604I

Pat_66 Pre-Treatment AIRE 326 37 21 45709666 45709666 Missense_Mutation SNP G A 23 40 c.779G>A c.(778-780)GGA>GAA p.G260E

Pat_66 Pre-Treatment KRTAP12-1 353332 37 21 46101837 46101837 Missense_Mutation SNP G A 48 114 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_66 Pre-Treatment SLC19A1 6573 37 21 46951971 46951971 Missense_Mutation SNP G A 4 104 c.281C>T c.(280-282)CCG>CTG p.P94L

Pat_66 Pre-Treatment COL6A2 1292 37 21 47542801 47542801 Missense_Mutation SNP G A 49 37 c.1621G>A c.(1621-1623)GAC>AAC p.D541N

Pat_66 Pre-Treatment PCNT 5116 37 21 47754536 47754536 Missense_Mutation SNP C A 5 211 c.493C>A c.(493-495)CCA>ACA p.P165T



Pat_66 Pre-Treatment CCT8L2 150160 37 22 17072623 17072623 Missense_Mutation SNP C T 46 163 c.818G>A c.(817-819)GGA>GAA p.G273E

Pat_66 Pre-Treatment GNB1L 54584 37 22 19794277 19794277 Nonsense_Mutation SNP G A 10 25 c.421C>T c.(421-423)CAG>TAG p.Q141*

Pat_66 Pre-Treatment ARVCF 421 37 22 19965012 19965012 Missense_Mutation SNP G A 29 86 c.1796C>T c.(1795-1797)CCC>CTC p.P599L

Pat_66 Pre-Treatment RTN4R 65078 37 22 20229382 20229382 Missense_Mutation SNP G A 16 3 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_66 Pre-Treatment CABIN1 23523 37 22 24437594 24437594 Missense_Mutation SNP C T 111 118 c.218C>T c.(217-219)TCA>TTA p.S73L

Pat_66 Pre-Treatment MYO18B 84700 37 22 26423114 26423114 Missense_Mutation SNP G A 64 58 c.7174G>A c.(7174-7176)GAC>AAC p.D2392N

Pat_66 Pre-Treatment MYO18B 84700 37 22 26423139 26423139 Missense_Mutation SNP G A 70 34 c.7199G>A c.(7198-7200)GGA>GAA p.G2400E

Pat_66 Pre-Treatment LARGE 9215 37 22 33673104 33673104 Missense_Mutation SNP C T 55 81 c.2015G>A c.(2014-2016)CGG>CAG p.R672Q

Pat_66 Pre-Treatment C22orf33 339669 37 22 37396016 37396016 Missense_Mutation SNP C T 20 64 c.499G>A c.(499-501)GCT>ACT p.A167T

Pat_66 Pre-Treatment TMPRSS6 164656 37 22 37499391 37499391 Missense_Mutation SNP C T 44 167 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_66 Pre-Treatment PLA2G6 8398 37 22 38565377 38565378 Missense_Mutation DNP AG TA 30 84 c.56_57CT>TA c.(55-57)TCT>TTA p.S19L

Pat_66 Pre-Treatment MEI1 150365 37 22 42191808 42191808 Missense_Mutation SNP C T 16 37 c.3736C>T c.(3736-3738)CCC>TCC p.P1246S

Pat_66 Pre-Treatment SCUBE1 80274 37 22 43610249 43610249 Missense_Mutation SNP C T 15 104 c.1900G>A c.(1900-1902)GGG>AGG p.G634R

Pat_66 Pre-Treatment EFCAB6 64800 37 22 44004441 44004441 Nonsense_Mutation SNP G A 28 105 c.2602C>T c.(2602-2604)CGA>TGA p.R868*

Pat_66 Pre-Treatment C22orf9 23313 37 22 45607874 45607874 Missense_Mutation SNP G A 4 119 c.179C>T c.(178-180)GCG>GTG p.A60V

Pat_66 Pre-Treatment WNT7B 7477 37 22 46327115 46327115 Missense_Mutation SNP C T 35 128 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_66 Pre-Treatment TTLL8 164714 37 22 50488570 50488570 Missense_Mutation SNP G A 42 19 c.158C>T c.(157-159)CCG>CTG p.P53L

Pat_66 Pre-Treatment CNTN6 27255 37 3 1415682 1415682 Missense_Mutation SNP C T 50 68 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_66 Pre-Treatment GRM7 2917 37 3 7620373 7620373 Missense_Mutation SNP C T 71 11 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_66 Pre-Treatment C3orf24 115795 37 3 10146416 10146416 Missense_Mutation SNP C T 58 14 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_66 Pre-Treatment HRH1 3269 37 3 11301183 11301183 Missense_Mutation SNP C T 29 32 c.460C>T c.(460-462)CTC>TTC p.L154F

Pat_66 Pre-Treatment CAND2 23066 37 3 12858407 12858407 Missense_Mutation SNP C T 54 74 c.1976C>T c.(1975-1977)TCA>TTA p.S659L

Pat_66 Pre-Treatment CAND2 23066 37 3 12867118 12867118 Missense_Mutation SNP C T 16 4 c.3190C>T c.(3190-3192)CGG>TGG p.R1064W

Pat_66 Pre-Treatment NUP210 23225 37 3 13363156 13363156 Missense_Mutation SNP G A 62 64 c.5095C>T c.(5095-5097)CTT>TTT p.L1699F

Pat_66 Pre-Treatment NUP210 23225 37 3 13381425 13381425 Missense_Mutation SNP C T 4 224 c.3400G>A c.(3400-3402)GGG>AGG p.G1134R

Pat_66 Pre-Treatment SLC6A6 6533 37 3 14489157 14489157 Nonsense_Mutation SNP G A 240 300 c.432G>A c.(430-432)TGG>TGA p.W144*

Pat_66 Pre-Treatment LRRC3B 116135 37 3 26751500 26751500 Missense_Mutation SNP G A 36 24 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_66 Pre-Treatment NEK10 152110 37 3 27173423 27173423 Missense_Mutation SNP G A 14 25 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_66 Pre-Treatment ZNF860 344787 37 3 32031985 32031985 Missense_Mutation SNP C T 88 190 c.1414C>T c.(1414-1416)CAT>TAT p.H472Y

Pat_66 Pre-Treatment STAC 6769 37 3 36484943 36484943 Missense_Mutation SNP G A 33 41 c.199G>A c.(199-201)GAA>AAA p.E67K

Pat_66 Pre-Treatment TRANK1 9881 37 3 36874872 36874872 Missense_Mutation SNP C T 16 21 c.4420G>A c.(4420-4422)GAA>AAA p.E1474K

Pat_66 Pre-Treatment SCN5A 6331 37 3 38629009 38629009 Missense_Mutation SNP G A 19 30 c.2318C>T c.(2317-2319)CCC>CTC p.P773L

Pat_66 Pre-Treatment SCN10A 6336 37 3 38739346 38739346 Missense_Mutation SNP C T 17 25 c.5365G>A c.(5365-5367)GAC>AAC p.D1789N

Pat_66 Pre-Treatment SCN11A 11280 37 3 38908826 38908826 Nonsense_Mutation SNP G A 36 41 c.3937C>T c.(3937-3939)CAA>TAA p.Q1313*

Pat_66 Pre-Treatment SCN11A 11280 37 3 38991597 38991597 Missense_Mutation SNP C T 23 21 c.257G>A c.(256-258)CGA>CAA p.R86Q

Pat_66 Pre-Treatment XIRP1 165904 37 3 39229645 39229645 Missense_Mutation SNP C T 246 30 c.1292G>A c.(1291-1293)AGG>AAG p.R431K

Pat_66 Pre-Treatment TGM4 7047 37 3 44952874 44952874 Missense_Mutation SNP C T 99 13 c.1889C>T c.(1888-1890)TCC>TTC p.S630F

Pat_66 Pre-Treatment CCR2 729230 37 3 46401245 46401245 Missense_Mutation SNP G A 85 11 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_66 Pre-Treatment LTF 4057 37 3 46490487 46490487 Missense_Mutation SNP C T 3 52 c.1079G>A c.(1078-1080)CGG>CAG p.R360Q

Pat_66 Pre-Treatment BSN 8927 37 3 49695133 49695133 Missense_Mutation SNP G A 101 16 c.8144G>A c.(8143-8145)AGC>AAC p.S2715N

Pat_66 Pre-Treatment RNF123 63891 37 3 49753895 49753895 Missense_Mutation SNP G A 4 232 c.3485G>A c.(3484-3486)CGT>CAT p.R1162H

Pat_66 Pre-Treatment GRM2 2912 37 3 51752121 51752121 Missense_Mutation SNP C T 113 151 c.2612C>T c.(2611-2613)TCG>TTG p.S871L

Pat_66 Pre-Treatment CACNA2D3 55799 37 3 55108183 55108183 Nonsense_Mutation SNP C T 74 27 c.3226C>T c.(3226-3228)CAG>TAG p.Q1076*

Pat_66 Pre-Treatment ERC2 26059 37 3 56026131 56026131 Missense_Mutation SNP C T 167 24 c.2209G>A c.(2209-2211)GAG>AAG p.E737K

Pat_66 Pre-Treatment ERC2 26059 37 3 56114925 56114925 Missense_Mutation SNP C T 32 5 c.1561G>A c.(1561-1563)GGG>AGG p.G521R

Pat_66 Pre-Treatment DNAH12 201625 37 3 57494895 57494895 Missense_Mutation SNP C T 44 80 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_66 Pre-Treatment LRIG1 26018 37 3 66501990 66501990 Missense_Mutation SNP G A 61 158 c.358C>T c.(358-360)CTC>TTC p.L120F



Pat_66 Pre-Treatment CNTN3 5067 37 3 74350636 74350636 Missense_Mutation SNP C T 88 14 c.2008G>A c.(2008-2010)GAA>AAA p.E670K

Pat_66 Pre-Treatment FAM86D 692099 37 3 75475607 75475607 Missense_Mutation SNP C T 5 11 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_66 Pre-Treatment OR5H15 403274 37 3 97888247 97888247 Missense_Mutation SNP G A 26 31 c.704G>A c.(703-705)AGG>AAG p.R235K

Pat_66 Pre-Treatment OR5K4 403278 37 3 98073129 98073129 Missense_Mutation SNP G A 40 66 c.432G>A c.(430-432)ATG>ATA p.M144I

Pat_66 Pre-Treatment FILIP1L 11259 37 3 99567215 99567215 Missense_Mutation SNP T A 205 16 c.3305A>T c.(3304-3306)AAA>ATA p.K1102I

Pat_66 Pre-Treatment ATP6V1A 523 37 3 113524359 113524359 Missense_Mutation SNP C T 60 6 c.1748C>T c.(1747-1749)TCC>TTC p.S583F

Pat_66 Pre-Treatment DRD3 1814 37 3 113850076 113850076 Nonsense_Mutation SNP G A 75 110 c.895C>T c.(895-897)CGA>TGA p.R299*

Pat_66 Pre-Treatment FBXO40 51725 37 3 121341658 121341658 Missense_Mutation SNP G A 16 28 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_66 Pre-Treatment PDIA5 10954 37 3 122849328 122849328 Missense_Mutation SNP C T 22 12 c.775C>T c.(775-777)CCG>TCG p.P259S

Pat_66 Pre-Treatment SLCO2A1 6578 37 3 133667539 133667539 Missense_Mutation SNP G A 34 63 c.946C>T c.(946-948)CCA>TCA p.P316S

Pat_66 Pre-Treatment KY 339855 37 3 134348520 134348520 Missense_Mutation SNP C T 10 11 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_66 Pre-Treatment ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 49 7 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_66 Pre-Treatment TRIM42 287015 37 3 140397349 140397349 Missense_Mutation SNP G A 41 3 c.278G>A c.(277-279)AGC>AAC p.S93N

Pat_66 Pre-Treatment ATR 545 37 3 142188296 142188296 Missense_Mutation SNP C A 5 98 c.6435G>T c.(6433-6435)TTG>TTT p.L2145F

Pat_66 Pre-Treatment PLSCR2 57047 37 3 146159589 146159589 Missense_Mutation SNP C T 26 8 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_66 Pre-Treatment IGSF10 285313 37 3 151155772 151155772 Missense_Mutation SNP G A 54 63 c.6577C>T c.(6577-6579)CAT>TAT p.H2193Y

Pat_66 Pre-Treatment IGSF10 285313 37 3 151166374 151166374 Missense_Mutation SNP C T 51 88 c.1395G>A c.(1393-1395)ATG>ATA p.M465I

Pat_66 Pre-Treatment SLC33A1 9197 37 3 155551767 155551767 Missense_Mutation SNP C T 27 31 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_66 Pre-Treatment ZBBX 79740 37 3 167090658 167090658 Nonsense_Mutation SNP C T 23 47 c.32G>A c.(31-33)TGG>TAG p.W11*

Pat_66 Pre-Treatment SERPINI2 5276 37 3 167170732 167170732 Missense_Mutation SNP C T 49 5 c.956G>A c.(955-957)GGA>GAA p.G319E

Pat_66 Pre-Treatment MECOM 2122 37 3 169099121 169099121 Missense_Mutation SNP G A 107 10 c.229C>T c.(229-231)CCT>TCT p.P77S

Pat_66 Pre-Treatment LRRC31 79782 37 3 169579573 169579573 Nonsense_Mutation SNP C T 39 62 c.204G>A c.(202-204)TGG>TGA p.W68*

Pat_66 Pre-Treatment CCDC39 339829 37 3 180377491 180377491 Missense_Mutation SNP C T 21 35 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_66 Pre-Treatment ATP11B 23200 37 3 182591616 182591616 Nonsense_Mutation SNP C T 66 6 c.2065C>T c.(2065-2067)CGA>TGA p.R689*

Pat_66 Pre-Treatment SDHAP2 727956 37 3 195410687 195410687 Missense_Mutation SNP T A 5 34 c.584T>A c.(583-585)GTG>GAG p.V195E

Pat_66 Pre-Treatment SDHAP2 727956 37 3 195410689 195410689 Missense_Mutation SNP C T 5 34 c.586C>T c.(586-588)CAC>TAC p.H196Y

Pat_66 Pre-Treatment MUC4 4585 37 3 195511945 195511945 Missense_Mutation SNP G A 3 3 c.6506C>T c.(6505-6507)GCA>GTA p.A2169V

Pat_66 Pre-Treatment OSTalpha 200931 37 3 195944720 195944720 Missense_Mutation SNP G A 18 30 c.46G>A c.(46-48)GCA>ACA p.A16T

Pat_66 Pre-Treatment ZNF732 654254 37 4 266054 266054 Missense_Mutation SNP C T 41 75 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_66 Pre-Treatment ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 6 407 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388382 1388382 Missense_Mutation SNP C T 8 765 c.83C>T c.(82-84)GCC>GTC p.A28V

Pat_66 Pre-Treatment HAUS3 79441 37 4 2240511 2240511 Missense_Mutation SNP G A 16 79 c.1169C>T c.(1168-1170)TCA>TTA p.S390L

Pat_66 Pre-Treatment SH3BP2 6452 37 4 2831384 2831384 Missense_Mutation SNP G T 4 132 c.751G>T c.(751-753)GCT>TCT p.A251S

Pat_66 Pre-Treatment RGS12 6002 37 4 3318993 3318993 Missense_Mutation SNP G A 5 219 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_66 Pre-Treatment JAKMIP1 152789 37 4 6064113 6064113 Nonsense_Mutation SNP G A 29 126 c.1486C>T c.(1486-1488)CAG>TAG p.Q496*

Pat_66 Pre-Treatment WFS1 7466 37 4 6303507 6303507 Missense_Mutation SNP C T 92 293 c.1985C>T c.(1984-1986)TCC>TTC p.S662F

Pat_66 Pre-Treatment CCDC96 257236 37 4 7043324 7043324 Missense_Mutation SNP C T 309 391 c.1342G>A c.(1342-1344)GAA>AAA p.E448K

Pat_66 Pre-Treatment SORCS2 57537 37 4 7705016 7705016 Missense_Mutation SNP G A 30 18 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_66 Pre-Treatment CPZ 8532 37 4 8608525 8608525 Missense_Mutation SNP G A 34 55 c.968G>A c.(967-969)CGA>CAA p.R323Q

Pat_66 Pre-Treatment DRD5 1816 37 4 9784827 9784827 Missense_Mutation SNP G A 21 52 c.1174G>A c.(1174-1176)GAG>AAG p.E392K

Pat_66 Pre-Treatment C1QTNF7 114905 37 4 15437411 15437411 Missense_Mutation SNP G A 27 127 c.44G>A c.(43-45)AGT>AAT p.S15N

Pat_66 Pre-Treatment ARAP2 116984 37 4 36230679 36230679 Missense_Mutation SNP C T 16 99 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_66 Pre-Treatment BEND4 389206 37 4 42145862 42145862 Missense_Mutation SNP C T 25 21 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_66 Pre-Treatment GABRG1 2565 37 4 46125923 46125923 Missense_Mutation SNP G A 9 73 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_66 Pre-Treatment GABRA2 2555 37 4 46252411 46252411 Missense_Mutation SNP C T 70 161 c.1270G>A c.(1270-1272)GTT>ATT p.V424I

Pat_66 Pre-Treatment GABRB1 2560 37 4 47427775 47427775 Missense_Mutation SNP G A 71 86 c.1165G>A c.(1165-1167)GAC>AAC p.D389N

Pat_66 Pre-Treatment SLAIN2 57606 37 4 48384617 48384617 Missense_Mutation SNP C T 4 117 c.895C>T c.(895-897)CGG>TGG p.R299W



Pat_66 Pre-Treatment SLAIN2 57606 37 4 48384768 48384768 Missense_Mutation SNP C T 47 249 c.1046C>T c.(1045-1047)TCA>TTA p.S349L

Pat_66 Pre-Treatment CWH43 80157 37 4 49052739 49052739 Missense_Mutation SNP G A 38 140 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_66 Pre-Treatment GSX2 170825 37 4 54967865 54967865 Missense_Mutation SNP C T 106 292 c.691C>T c.(691-693)CGG>TGG p.R231W

Pat_66 Pre-Treatment CEP135 9662 37 4 56878072 56878072 Missense_Mutation SNP G A 5 173 c.2723G>A c.(2722-2724)CGA>CAA p.R908Q

Pat_66 Pre-Treatment LPHN3 23284 37 4 62845425 62845425 Missense_Mutation SNP C T 216 264 c.2746C>T c.(2746-2748)CTC>TTC p.L916F

Pat_66 Pre-Treatment UBA6 55236 37 4 68534319 68534319 Missense_Mutation SNP C T 23 90 c.743G>A c.(742-744)CGA>CAA p.R248Q

Pat_66 Pre-Treatment TMPRSS11A 339967 37 4 68784890 68784890 Missense_Mutation SNP C T 30 168 c.762G>A c.(760-762)ATG>ATA p.M254I

Pat_66 Pre-Treatment UGT2B7 7364 37 4 69962813 69962813 Missense_Mutation SNP C T 94 133 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_66 Pre-Treatment UGT2B11 10720 37 4 70078301 70078301 Missense_Mutation SNP G A 207 352 c.860C>T c.(859-861)CCC>CTC p.P287L

Pat_66 Pre-Treatment AFP 174 37 4 74319573 74319573 Missense_Mutation SNP T C 78 64 c.1744T>C c.(1744-1746)TGC>CGC p.C582R

Pat_66 Pre-Treatment CCDC158 339965 37 4 77274293 77274293 Missense_Mutation SNP C T 46 70 c.2428G>A c.(2428-2430)GAA>AAA p.E810K

Pat_66 Pre-Treatment CXCL13 10563 37 4 78526977 78526977 Splice_Site SNP G A 17 56 c.-41_splice c.e2-1

Pat_66 Pre-Treatment HNRPDL 9987 37 4 83349262 83349262 Missense_Mutation SNP C T 4 107 c.683G>A c.(682-684)GGG>GAG p.G228E

Pat_66 Pre-Treatment HERC5 51191 37 4 89381275 89381275 Missense_Mutation SNP T A 4 79 c.419T>A c.(418-420)ATA>AAA p.I140K

Pat_66 Pre-Treatment HERC5 51191 37 4 89383393 89383394 Missense_Mutation DNP CC AT 33 62 c.574_575CC>AT c.(574-576)CCC>ATC p.P192I

Pat_66 Pre-Treatment FAM13A 10144 37 4 89950665 89950665 Missense_Mutation SNP C T 157 205 c.163G>A c.(163-165)GAG>AAG p.E55K

Pat_66 Pre-Treatment GPRIN3 285513 37 4 90168956 90168956 Missense_Mutation SNP G A 33 211 c.2306C>T c.(2305-2307)CCT>CTT p.P769L

Pat_66 Pre-Treatment MMRN1 22915 37 4 90872783 90872783 Missense_Mutation SNP C T 4 99 c.3146C>T c.(3145-3147)CCG>CTG p.P1049L

Pat_66 Pre-Treatment RAP1GDS1 5910 37 4 99337994 99337994 Nonsense_Mutation SNP G T 5 195 c.862G>T c.(862-864)GAG>TAG p.E288*

Pat_66 Pre-Treatment CENPE 1062 37 4 104068791 104068791 Missense_Mutation SNP G A 31 81 c.3856C>T c.(3856-3858)CAT>TAT p.H1286Y

Pat_66 Pre-Treatment TACR3 6870 37 4 104640330 104640330 Missense_Mutation SNP G A 62 76 c.503C>T c.(502-504)GCT>GTT p.A168V

Pat_66 Pre-Treatment CFI 3426 37 4 110670438 110670438 Missense_Mutation SNP C T 364 390 c.1084G>A c.(1084-1086)GGA>AGA p.G362R

Pat_66 Pre-Treatment ENPEP 2028 37 4 111397844 111397844 Nonsense_Mutation SNP C T 32 151 c.274C>T c.(274-276)CGA>TGA p.R92*

Pat_66 Pre-Treatment METTL14 57721 37 4 119618418 119618419 Nonsense_Mutation DNP AG TT 4 110 c.585_586AG>TTc.(583-588)TTAGAA>TTTTAAp.195_196LE>F*

Pat_66 Pre-Treatment SYNPO2 171024 37 4 119951254 119951254 Missense_Mutation SNP G A 28 133 c.1324G>A c.(1324-1326)GAA>AAA p.E442K

Pat_66 Pre-Treatment FAT4 79633 37 4 126370225 126370225 Missense_Mutation SNP G A 98 318 c.8054G>A c.(8053-8055)CGA>CAA p.R2685Q

Pat_66 Pre-Treatment OTUD4 54726 37 4 146063437 146063437 Missense_Mutation SNP G A 127 239 c.1538C>T c.(1537-1539)TCT>TTT p.S513F

Pat_66 Pre-Treatment ZNF827 152485 37 4 146824058 146824058 Missense_Mutation SNP G A 19 87 c.353C>T c.(352-354)CCC>CTC p.P118L

Pat_66 Pre-Treatment EDNRA 1909 37 4 148406954 148406954 Missense_Mutation SNP C T 31 79 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_66 Pre-Treatment DCLK2 166614 37 4 151177262 151177262 Missense_Mutation SNP C T 22 58 c.2164C>T c.(2164-2166)CCT>TCT p.P722S

Pat_66 Pre-Treatment LRBA 987 37 4 151765281 151765281 Missense_Mutation SNP G A 175 244 c.4540C>T c.(4540-4542)CGG>TGG p.R1514W

Pat_66 Pre-Treatment TIGD4 201798 37 4 153690796 153690796 Missense_Mutation SNP G A 29 105 c.1361C>T c.(1360-1362)TCT>TTT p.S454F

Pat_66 Pre-Treatment TLR2 7097 37 4 154624199 154624199 Missense_Mutation SNP C T 26 29 c.140C>T c.(139-141)CCC>CTC p.P47L

Pat_66 Pre-Treatment NPY2R 4887 37 4 156135417 156135417 Missense_Mutation SNP C T 38 45 c.326C>T c.(325-327)ACC>ATC p.T109I

Pat_66 Pre-Treatment NPY5R 4889 37 4 164272282 164272282 Missense_Mutation SNP G A 32 106 c.857G>A c.(856-858)AGA>AAA p.R286K

Pat_66 Pre-Treatment TRIM61 391712 37 4 165891019 165891019 Missense_Mutation SNP C T 30 99 c.136G>A c.(136-138)GAT>AAT p.D46N

Pat_66 Pre-Treatment TRIM60 166655 37 4 165962177 165962177 Missense_Mutation SNP G A 61 65 c.953G>A c.(952-954)CGA>CAA p.R318Q

Pat_66 Pre-Treatment TLL1 7092 37 4 166999147 166999147 Missense_Mutation SNP G A 68 51 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_66 Pre-Treatment TLL1 7092 37 4 166999157 166999157 Missense_Mutation SNP C T 55 70 c.2417C>T c.(2416-2418)GCC>GTC p.A806V

Pat_66 Pre-Treatment DDX60 55601 37 4 169194513 169194513 Missense_Mutation SNP G A 22 114 c.2491C>T c.(2491-2493)CGT>TGT p.R831C

Pat_66 Pre-Treatment DDX60L 91351 37 4 169296578 169296578 Missense_Mutation SNP G A 7 45 c.4583C>T c.(4582-4584)TCC>TTC p.S1528F

Pat_66 Pre-Treatment DDX60L 91351 37 4 169340497 169340497 Missense_Mutation SNP G A 22 27 c.2566C>T c.(2566-2568)CGC>TGC p.R856C

Pat_66 Pre-Treatment DDX60L 91351 37 4 169344911 169344911 Missense_Mutation SNP C T 15 31 c.1945G>A c.(1945-1947)GAT>AAT p.D649N

Pat_66 Pre-Treatment PALLD 23022 37 4 169606664 169606664 Missense_Mutation SNP G A 85 280 c.1289G>A c.(1288-1290)CGA>CAA p.R430Q

Pat_66 Pre-Treatment PALLD 23022 37 4 169835133 169835133 Missense_Mutation SNP G A 66 214 c.2678G>A c.(2677-2679)CGA>CAA p.R893Q

Pat_66 Pre-Treatment ADAM29 11086 37 4 175898063 175898063 Missense_Mutation SNP G A 21 111 c.1387G>A c.(1387-1389)GAT>AAT p.D463N

Pat_66 Pre-Treatment VEGFC 7424 37 4 177649057 177649058 Missense_Mutation DNP CC TT 92 121 c.426_427GG>AAc.(424-429)AAGGAG>AAAAAG p.E143K



Pat_66 Pre-Treatment ODZ3 55714 37 4 183601824 183601824 Missense_Mutation SNP C T 29 47 c.1768C>T c.(1768-1770)CGT>TGT p.R590C

Pat_66 Pre-Treatment STOX2 56977 37 4 184930479 184930479 Missense_Mutation SNP G A 39 131 c.488G>A c.(487-489)AGG>AAG p.R163K

Pat_66 Pre-Treatment TLR3 7098 37 4 187003918 187003918 Missense_Mutation SNP C T 37 37 c.1078C>T c.(1078-1080)CTT>TTT p.L360F

Pat_66 Pre-Treatment KLKB1 3818 37 4 187155158 187155158 Nonsense_Mutation SNP C T 106 141 c.274C>T c.(274-276)CGA>TGA p.R92*

Pat_66 Pre-Treatment KLKB1 3818 37 4 187178430 187178430 Missense_Mutation SNP G A 80 112 c.1636G>A c.(1636-1638)GAA>AAA p.E546K

Pat_66 Pre-Treatment PAPD7 11044 37 5 6753031 6753031 Missense_Mutation SNP C T 63 39 c.1315C>T c.(1315-1317)CCT>TCT p.P439S

Pat_66 Pre-Treatment 6-Mar 10299 37 5 10417496 10417496 Missense_Mutation SNP C T 34 126 c.2263C>T c.(2263-2265)CCT>TCT p.P755S

Pat_66 Pre-Treatment DNAH5 1767 37 5 13811899 13811899 Missense_Mutation SNP C T 62 51 c.7264G>A c.(7264-7266)GAA>AAA p.E2422K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13811905 13811905 Missense_Mutation SNP C T 26 81 c.7258G>A c.(7258-7260)GAA>AAA p.E2420K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13829780 13829780 Missense_Mutation SNP C T 24 79 c.6283G>A c.(6283-6285)GAA>AAA p.E2095K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13830747 13830747 Missense_Mutation SNP G A 34 98 c.6020C>T c.(6019-6021)TCA>TTA p.S2007L

Pat_66 Pre-Treatment DNAH5 1767 37 5 13914025 13914025 Missense_Mutation SNP G C 13 44 c.1363C>G c.(1363-1365)CAA>GAA p.Q455E

Pat_66 Pre-Treatment TRIO 7204 37 5 14304621 14304621 Missense_Mutation SNP C T 67 132 c.1420C>T c.(1420-1422)CCC>TCC p.P474S

Pat_66 Pre-Treatment PRDM9 56979 37 5 23510065 23510065 Missense_Mutation SNP G A 28 78 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_66 Pre-Treatment PDZD2 23037 37 5 31799771 31799771 Missense_Mutation SNP G A 72 56 c.416G>A c.(415-417)CGG>CAG p.R139Q

Pat_66 Pre-Treatment EGFLAM 133584 37 5 38406275 38406275 Missense_Mutation SNP G A 20 59 c.760G>A c.(760-762)GAC>AAC p.D254N

Pat_66 Pre-Treatment LIFR 3977 37 5 38504188 38504188 Missense_Mutation SNP C T 41 85 c.1327G>A c.(1327-1329)GAT>AAT p.D443N

Pat_66 Pre-Treatment C9 735 37 5 39311419 39311419 Missense_Mutation SNP G A 54 42 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_66 Pre-Treatment DAB2 1601 37 5 39383265 39383265 Missense_Mutation SNP G A 75 162 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_66 Pre-Treatment HEATR7B2 133558 37 5 41000423 41000423 Missense_Mutation SNP G A 13 46 c.4381C>T c.(4381-4383)CCC>TCC p.P1461S

Pat_66 Pre-Treatment C6 729 37 5 41150076 41150076 Missense_Mutation SNP C T 29 68 c.2342G>A c.(2341-2343)GGA>GAA p.G781E

Pat_66 Pre-Treatment GHR 2690 37 5 42718182 42718182 Missense_Mutation SNP C T 25 84 c.904C>T c.(904-906)CCA>TCA p.P302S

Pat_66 Pre-Treatment HSPB3 8988 37 5 53751825 53751825 Missense_Mutation SNP C T 63 36 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_66 Pre-Treatment ZNF366 167465 37 5 71756663 71756663 Missense_Mutation SNP C T 37 61 c.661G>A c.(661-663)GAG>AAG p.E221K

Pat_66 Pre-Treatment RGNEF 64283 37 5 73163733 73163733 Missense_Mutation SNP C T 27 36 c.2185C>T c.(2185-2187)CTC>TTC p.L729F

Pat_66 Pre-Treatment CMYA5 202333 37 5 79026699 79026699 Missense_Mutation SNP C T 12 18 c.2111C>T c.(2110-2112)TCA>TTA p.S704L

Pat_66 Pre-Treatment CMYA5 202333 37 5 79030700 79030700 Missense_Mutation SNP G A 18 30 c.6112G>A c.(6112-6114)GAA>AAA p.E2038K

Pat_66 Pre-Treatment CMYA5 202333 37 5 79030895 79030895 Missense_Mutation SNP G A 14 20 c.6307G>A c.(6307-6309)GAA>AAA p.E2103K

Pat_66 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 4 109 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_66 Pre-Treatment GPR98 84059 37 5 89923367 89923367 Missense_Mutation SNP C T 56 90 c.1012C>T c.(1012-1014)CAT>TAT p.H338Y

Pat_66 Pre-Treatment GPR98 84059 37 5 90052422 90052422 Missense_Mutation SNP G A 15 9 c.11732G>A c.(11731-11733)GGA>GAA p.G3911E

Pat_66 Pre-Treatment GPR98 84059 37 5 90136435 90136435 Missense_Mutation SNP C T 29 39 c.16652C>T c.(16651-16653)TCT>TTT p.S5551F

Pat_66 Pre-Treatment C5orf13 9315 37 5 111066734 111066734 Missense_Mutation SNP G A 9 14 c.91C>T c.(91-93)CCT>TCT p.P31S

Pat_66 Pre-Treatment DMXL1 1657 37 5 118482639 118482639 Missense_Mutation SNP C T 17 42 c.2677C>T c.(2677-2679)CCT>TCT p.P893S

Pat_66 Pre-Treatment TRPC7 57113 37 5 135692498 135692498 Missense_Mutation SNP G A 34 51 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_66 Pre-Treatment PCDHA2 56146 37 5 140174976 140174976 Missense_Mutation SNP C T 37 46 c.427C>T c.(427-429)CCC>TCC p.P143S

Pat_66 Pre-Treatment PCDHA5 56143 37 5 140201464 140201464 Missense_Mutation SNP C T 4 88 c.104C>T c.(103-105)CCG>CTG p.P35L

Pat_66 Pre-Treatment PCDHA11 56138 37 5 140249730 140249730 Missense_Mutation SNP G A 41 53 c.1042G>A c.(1042-1044)GAA>AAA p.E348K

Pat_66 Pre-Treatment PCDHB1 29930 37 5 140431504 140431504 Missense_Mutation SNP C T 21 23 c.449C>T c.(448-450)TCA>TTA p.S150L

Pat_66 Pre-Treatment PCDHB3 56132 37 5 140481257 140481257 Missense_Mutation SNP G A 25 28 c.1024G>A c.(1024-1026)GAC>AAC p.D342N

Pat_66 Pre-Treatment PCDHB6 56130 37 5 140529986 140529986 Missense_Mutation SNP G A 40 53 c.148G>A c.(148-150)GAC>AAC p.D50N

Pat_66 Pre-Treatment PCDHB7 56129 37 5 140554416 140554416 Missense_Mutation SNP C T 29 337 c.2000C>T c.(1999-2001)TCC>TTC p.S667F

Pat_66 Pre-Treatment PCDHB8 56128 37 5 140558516 140558516 Missense_Mutation SNP G A 53 334 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_66 Pre-Treatment PCDHB13 56123 37 5 140595079 140595079 Missense_Mutation SNP G A 139 241 c.1384G>A c.(1384-1386)GAG>AAG p.E462K

Pat_66 Pre-Treatment PCDHGA6 56109 37 5 140753757 140753757 Missense_Mutation SNP C T 3 18 c.107C>T c.(106-108)CCC>CTC p.P36L

Pat_66 Pre-Treatment PCDH1 5097 37 5 141243755 141243755 Missense_Mutation SNP T A 31 31 c.2141A>T c.(2140-2142)TAT>TTT p.Y714F

Pat_66 Pre-Treatment PPP2R2B 5521 37 5 145979853 145979853 Splice_Site SNP C T 27 58 c.960_splice c.e7+1 p.Q320_splice



Pat_66 Pre-Treatment PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 65 97 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_66 Pre-Treatment HTR4 3360 37 5 147889397 147889397 Missense_Mutation SNP C T 16 25 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_66 Pre-Treatment KIF4B 285643 37 5 154395697 154395697 Missense_Mutation SNP G A 21 21 c.2278G>A c.(2278-2280)GCC>ACC p.A760T

Pat_66 Pre-Treatment KIF4B 285643 37 5 154395718 154395718 Missense_Mutation SNP C T 18 30 c.2299C>T c.(2299-2301)CTC>TTC p.L767F

Pat_66 Pre-Treatment MED7 9443 37 5 156566174 156566174 Missense_Mutation SNP A G 18 23 c.269T>C c.(268-270)TTG>TCG p.L90S

Pat_66 Pre-Treatment ODZ2 57451 37 5 167517676 167517676 Missense_Mutation SNP C T 62 99 c.1613C>T c.(1612-1614)GCC>GTC p.A538V

Pat_66 Pre-Treatment KCNIP1 30820 37 5 170162777 170162777 Missense_Mutation SNP G A 34 64 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_66 Pre-Treatment GFPT2 9945 37 5 179734231 179734231 Missense_Mutation SNP G A 8 15 c.1619C>T c.(1618-1620)TCG>TTG p.S540L

Pat_66 Pre-Treatment CNOT6 57472 37 5 179976951 179976951 Missense_Mutation SNP G T 4 190 c.133G>T c.(133-135)GCA>TCA p.A45S

Pat_66 Pre-Treatment HUS1B 135458 37 6 656730 656730 Missense_Mutation SNP G A 8 23 c.215C>T c.(214-216)TCG>TTG p.S72L

Pat_66 Pre-Treatment SYCP2L 221711 37 6 10891779 10891779 Missense_Mutation SNP G A 32 147 c.43G>A c.(43-45)GAT>AAT p.D15N

Pat_66 Pre-Treatment FAM65B 9750 37 6 24843752 24843752 Missense_Mutation SNP C T 30 28 c.1258G>A c.(1258-1260)GGA>AGA p.G420R

Pat_66 Pre-Treatment HIST1H2BA 255626 37 6 25727393 25727393 Missense_Mutation SNP G A 31 135 c.257G>A c.(256-258)AGC>AAC p.S86N

Pat_66 Pre-Treatment BTN3A3 10384 37 6 26452145 26452145 Missense_Mutation SNP G A 33 80 c.1261G>A c.(1261-1263)GGT>AGT p.G421S

Pat_66 Pre-Treatment HIST1H4J 8363 37 6 27791925 27791925 Missense_Mutation SNP G A 4 149 c.23G>A c.(22-24)GGG>GAG p.G8E

Pat_66 Pre-Treatment ZFP57 346171 37 6 29640902 29640902 Missense_Mutation SNP G A 16 135 c.986C>T c.(985-987)TCC>TTC p.S329F

Pat_66 Pre-Treatment RNF39 80352 37 6 30041250 30041250 Missense_Mutation SNP C T 26 146 c.573G>A c.(571-573)ATG>ATA p.M191I

Pat_66 Pre-Treatment TRIM10 10107 37 6 30128599 30128599 Missense_Mutation SNP C T 24 42 c.37G>A c.(37-39)GAA>AAA p.E13K

Pat_66 Pre-Treatment TCF19 6941 37 6 31129329 31129329 Missense_Mutation SNP C T 195 151 c.344C>T c.(343-345)TCG>TTG p.S115L

Pat_66 Pre-Treatment MICB 4277 37 6 31474038 31474039 Missense_Mutation DNP AG TA 55 157 c.444_445AG>TAc.(442-447)CAAGAA>CATAAAp.148_149QE>HK

Pat_66 Pre-Treatment CYP21A2 1589 37 6 32008268 32008268 Missense_Mutation SNP G A 15 106 c.1025G>A c.(1024-1026)CGG>CAG p.R342Q

Pat_66 Pre-Treatment TNXB 7148 37 6 32037621 32037621 Missense_Mutation SNP C T 36 45 c.5296G>A c.(5296-5298)GAT>AAT p.D1766N

Pat_66 Pre-Treatment C6orf10 10665 37 6 32333953 32333953 Missense_Mutation SNP C T 59 24 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_66 Pre-Treatment RGL2 5863 37 6 33262929 33262929 Missense_Mutation SNP G A 5 27 c.1184C>T c.(1183-1185)TCC>TTC p.S395F

Pat_66 Pre-Treatment ITPR3 3710 37 6 33645396 33645396 Missense_Mutation SNP C T 82 50 c.3638C>T c.(3637-3639)CCC>CTC p.P1213L

Pat_66 Pre-Treatment SCUBE3 222663 37 6 35211766 35211766 Missense_Mutation SNP G A 4 149 c.2098G>A c.(2098-2100)GTA>ATA p.V700I

Pat_66 Pre-Treatment C6orf81 221481 37 6 35715395 35715395 Missense_Mutation SNP G A 121 283 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_66 Pre-Treatment FGD2 221472 37 6 36976617 36976617 Missense_Mutation SNP G A 65 71 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_66 Pre-Treatment DNAH8 1769 37 6 38905953 38905953 Nonsense_Mutation SNP C T 75 138 c.11116C>T c.(11116-11118)CAG>TAG p.Q3706*

Pat_66 Pre-Treatment TSPO2 222642 37 6 41011781 41011781 Missense_Mutation SNP G T 4 170 c.418G>T c.(418-420)GCC>TCC p.A140S

Pat_66 Pre-Treatment TRERF1 55809 37 6 42236737 42236737 Missense_Mutation SNP G A 41 59 c.592C>T c.(592-594)CCT>TCT p.P198S

Pat_66 Pre-Treatment CUL7 9820 37 6 43020187 43020187 Missense_Mutation SNP C T 4 150 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_66 Pre-Treatment TDRD6 221400 37 6 46660726 46660726 Missense_Mutation SNP C T 6 207 c.4861C>T c.(4861-4863)CCT>TCT p.P1621S

Pat_66 Pre-Treatment GPR115 221393 37 6 47682058 47682058 Nonsense_Mutation SNP G A 40 106 c.1077G>A c.(1075-1077)TGG>TGA p.W359*

Pat_66 Pre-Treatment HCRTR2 3062 37 6 55142185 55142185 Missense_Mutation SNP G A 18 61 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_66 Pre-Treatment GFRAL 389400 37 6 55264208 55264208 Missense_Mutation SNP G A 33 173 c.1090G>A c.(1090-1092)GGA>AGA p.G364R

Pat_66 Pre-Treatment HMGCLL1 54511 37 6 55406625 55406625 Missense_Mutation SNP G A 71 80 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_66 Pre-Treatment BMP5 653 37 6 55739342 55739342 Missense_Mutation SNP C T 49 157 c.322G>A c.(322-324)GAG>AAG p.E108K

Pat_66 Pre-Treatment DST 667 37 6 56516016 56516016 Missense_Mutation SNP A G 16 37 c.1142T>C c.(1141-1143)GTT>GCT p.V381A

Pat_66 Pre-Treatment BEND6 221336 37 6 56857314 56857314 Missense_Mutation SNP G A 247 334 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_66 Pre-Treatment ZNF451 26036 37 6 57013017 57013017 Missense_Mutation SNP C T 14 34 c.2134C>T c.(2134-2136)CCA>TCA p.P712S

Pat_66 Pre-Treatment KCNQ5 56479 37 6 73879550 73879550 Missense_Mutation SNP C T 31 100 c.1550C>T c.(1549-1551)CCA>CTA p.P517L

Pat_66 Pre-Treatment CD109 135228 37 6 74446167 74446167 Missense_Mutation SNP C T 134 90 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_66 Pre-Treatment COL12A1 1303 37 6 75887486 75887486 Missense_Mutation SNP C T 182 483 c.2330G>A c.(2329-2331)AGA>AAA p.R777K

Pat_66 Pre-Treatment COL12A1 1303 37 6 75892963 75892963 Missense_Mutation SNP C T 49 137 c.1694G>A c.(1693-1695)AGG>AAG p.R565K

Pat_66 Pre-Treatment FILIP1 27145 37 6 76022929 76022929 Missense_Mutation SNP C T 15 53 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_66 Pre-Treatment LCA5 167691 37 6 80203380 80203380 Missense_Mutation SNP C T 22 41 c.808G>A c.(808-810)GAA>AAA p.E270K



Pat_66 Pre-Treatment IBTK 25998 37 6 82933317 82933317 Nonsense_Mutation SNP C A 4 63 c.964G>T c.(964-966)GGA>TGA p.G322*

Pat_66 Pre-Treatment DOPEY1 23033 37 6 83840052 83840052 Missense_Mutation SNP T G 35 76 c.2552T>G c.(2551-2553)GTT>GGT p.V851G

Pat_66 Pre-Treatment ME1 4199 37 6 83933615 83933615 Missense_Mutation SNP G A 28 70 c.1313C>T c.(1312-1314)CCA>CTA p.P438L

Pat_66 Pre-Treatment RARS2 57038 37 6 88224171 88224171 Missense_Mutation SNP C A 31 67 c.1697G>T c.(1696-1698)GGA>GTA p.G566V

Pat_66 Pre-Treatment UBE2J1 51465 37 6 90047951 90047951 Missense_Mutation SNP G A 78 56 c.401C>T c.(400-402)CCT>CTT p.P134L

Pat_66 Pre-Treatment KLHL32 114792 37 6 97587066 97587066 Missense_Mutation SNP G A 55 152 c.1771G>A c.(1771-1773)GGA>AGA p.G591R

Pat_66 Pre-Treatment SIM1 6492 37 6 100838394 100838394 Missense_Mutation SNP C T 116 80 c.2144G>A c.(2143-2145)GGA>GAA p.G715E

Pat_66 Pre-Treatment GRIK2 2898 37 6 102134176 102134176 Missense_Mutation SNP G A 78 69 c.899G>A c.(898-900)CGA>CAA p.R300Q

Pat_66 Pre-Treatment TUBE1 51175 37 6 112395985 112395985 Missense_Mutation SNP G A 24 69 c.881C>T c.(880-882)CCT>CTT p.P294L

Pat_66 Pre-Treatment FRK 2444 37 6 116265408 116265408 Missense_Mutation SNP T C 36 58 c.1139A>G c.(1138-1140)AAG>AGG p.K380R

Pat_66 Pre-Treatment DSE 29940 37 6 116757465 116757465 Missense_Mutation SNP G A 32 80 c.1834G>A c.(1834-1836)GGT>AGT p.G612S

Pat_66 Pre-Treatment GPRC6A 222545 37 6 117150200 117150200 Splice_Site SNP C T 16 26 c.-21_splice c.e1-1

Pat_66 Pre-Treatment RFX6 222546 37 6 117237412 117237412 Missense_Mutation SNP C T 77 208 c.907C>T c.(907-909)CTT>TTT p.L303F

Pat_66 Pre-Treatment MAN1A1 4121 37 6 119509588 119509589 Nonsense_Mutation DNP CC TT 39 129 c.1700_1701GG>AAc.(1699-1701)TGG>TAA p.W567*

Pat_66 Pre-Treatment PKIB 5570 37 6 123039097 123039097 Missense_Mutation SNP C T 92 45 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_66 Pre-Treatment CLVS2 134829 37 6 123332185 123332185 Missense_Mutation SNP G A 53 129 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_66 Pre-Treatment CLVS2 134829 37 6 123377000 123377000 Missense_Mutation SNP C T 65 131 c.725C>T c.(724-726)CCT>CTT p.P242L

Pat_66 Pre-Treatment C6orf174 387104 37 6 127796599 127796599 Missense_Mutation SNP C T 109 98 c.2572G>A c.(2572-2574)GAG>AAG p.E858K

Pat_66 Pre-Treatment THEMIS 387357 37 6 128150822 128150822 Missense_Mutation SNP C T 34 108 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_66 Pre-Treatment ENPP1 5167 37 6 132176145 132176145 Missense_Mutation SNP C T 26 61 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_66 Pre-Treatment IL22RA2 116379 37 6 137477948 137477948 Missense_Mutation SNP C T 55 99 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_66 Pre-Treatment TXLNB 167838 37 6 139563953 139563953 Missense_Mutation SNP G T 4 125 c.1765C>A c.(1765-1767)CAA>AAA p.Q589K

Pat_66 Pre-Treatment ULBP2 80328 37 6 150267721 150267721 Missense_Mutation SNP G A 53 188 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_66 Pre-Treatment TULP4 56995 37 6 158900787 158900787 Missense_Mutation SNP C T 23 59 c.1031C>T c.(1030-1032)CCC>CTC p.P344L

Pat_66 Pre-Treatment FNDC1 84624 37 6 159644649 159644649 Missense_Mutation SNP G A 16 41 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_66 Pre-Treatment FNDC1 84624 37 6 159646676 159646676 Missense_Mutation SNP G A 168 124 c.994G>A c.(994-996)GAA>AAA p.E332K

Pat_66 Pre-Treatment PNLDC1 154197 37 6 160232741 160232741 Missense_Mutation SNP G A 47 135 c.829G>A c.(829-831)GAT>AAT p.D277N

Pat_66 Pre-Treatment MLLT4 4301 37 6 168352389 168352389 Missense_Mutation SNP G A 5 283 c.4331G>A c.(4330-4332)CGC>CAC p.R1444H

Pat_66 Pre-Treatment GPER 2852 37 7 1131968 1131968 Missense_Mutation SNP G C 3 16 c.604G>C c.(604-606)GAC>CAC p.D202H

Pat_66 Pre-Treatment SDK1 221935 37 7 4153678 4153678 Missense_Mutation SNP G A 20 80 c.3595G>A c.(3595-3597)GAT>AAT p.D1199N

Pat_66 Pre-Treatment SDK1 221935 37 7 4277281 4277281 Nonsense_Mutation SNP C T 34 117 c.5995C>T c.(5995-5997)CAA>TAA p.Q1999*

Pat_66 Pre-Treatment COL28A1 340267 37 7 7570984 7570984 Missense_Mutation SNP G A 40 58 c.676C>T c.(676-678)CGT>TGT p.R226C

Pat_66 Pre-Treatment HDAC9 9734 37 7 18688097 18688097 Missense_Mutation SNP C T 72 75 c.1249C>T c.(1249-1251)CCC>TCC p.P417S

Pat_66 Pre-Treatment RAPGEF5 9771 37 7 22194161 22194161 Missense_Mutation SNP A T 67 106 c.1239T>A c.(1237-1239)AGT>AGA p.S413R

Pat_66 Pre-Treatment IGF2BP3 10643 37 7 23401193 23401193 Missense_Mutation SNP C T 48 197 c.361G>A c.(361-363)GTT>ATT p.V121I

Pat_66 Pre-Treatment TRA2A 29896 37 7 23545756 23545756 Splice_Site SNP C T 62 202 c.770_splice c.e6+1 p.R257_splice

Pat_66 Pre-Treatment TRA2A 29896 37 7 23552556 23552556 Missense_Mutation SNP C T 37 124 c.482G>A c.(481-483)GGA>GAA p.G161E

Pat_66 Pre-Treatment C7orf46 340277 37 7 23740429 23740429 Missense_Mutation SNP C T 54 245 c.770C>T c.(769-771)TCA>TTA p.S257L

Pat_66 Pre-Treatment HOXA3 3200 37 7 27149851 27149851 Missense_Mutation SNP G A 58 57 c.409C>T c.(409-411)CCT>TCT p.P137S

Pat_66 Pre-Treatment ADCYAP1R1 117 37 7 31146231 31146231 Missense_Mutation SNP C T 41 43 c.1340C>T c.(1339-1341)TCC>TTC p.S447F

Pat_66 Pre-Treatment CCDC129 223075 37 7 31683329 31683329 Missense_Mutation SNP C T 15 87 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_66 Pre-Treatment PDE1C 5137 37 7 31887625 31887625 Missense_Mutation SNP C T 35 131 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_66 Pre-Treatment PDE1C 5137 37 7 31912990 31912990 Missense_Mutation SNP G A 32 69 c.524C>T c.(523-525)TCC>TTC p.S175F

Pat_66 Pre-Treatment NPSR1 387129 37 7 34818083 34818083 Missense_Mutation SNP C T 4 86 c.290C>T c.(289-291)ACA>ATA p.T97I

Pat_66 Pre-Treatment DPY19L1 23333 37 7 35009080 35009080 Missense_Mutation SNP G A 18 113 c.760C>T c.(760-762)CCT>TCT p.P254S

Pat_66 Pre-Treatment DPY19L2P1 554236 37 7 35161208 35161208 Missense_Mutation SNP C T 20 82 c.499G>A c.(499-501)GAT>AAT p.D167N

Pat_66 Pre-Treatment CDK13 8621 37 7 40134171 40134171 Missense_Mutation SNP G T 6 343 c.4131G>T c.(4129-4131)TTG>TTT p.L1377F



Pat_66 Pre-Treatment PKD1L1 168507 37 7 47869170 47869170 Nonsense_Mutation SNP C T 217 264 c.6588G>A c.(6586-6588)TGG>TGA p.W2196*

Pat_66 Pre-Treatment IKZF1 10320 37 7 50468209 50468209 Missense_Mutation SNP G A 26 134 c.1444G>A c.(1444-1446)GGC>AGC p.G482S

Pat_66 Pre-Treatment COBL 23242 37 7 51152896 51152896 Nonsense_Mutation SNP C A 4 173 c.1063G>T c.(1063-1065)GAG>TAG p.E355*

Pat_66 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 136 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_66 Pre-Treatment CLDN3 1365 37 7 73183904 73183904 Missense_Mutation SNP A G 9 12 c.476T>C c.(475-477)ATG>ACG p.M159T

Pat_66 Pre-Treatment ELN 2006 37 7 73474260 73474260 Missense_Mutation SNP C T 117 334 c.1477C>T c.(1477-1479)CCT>TCT p.P493S

Pat_66 Pre-Treatment EIF4H 7458 37 7 73609166 73609166 Missense_Mutation SNP C T 42 61 c.565C>T c.(565-567)CCC>TCC p.P189S

Pat_66 Pre-Treatment POM121C 100101267 37 7 75051130 75051130 Missense_Mutation SNP G A 53 103 c.2405C>T c.(2404-2406)TCC>TTC p.S802F

Pat_66 Pre-Treatment ZP3 7784 37 7 76062838 76062838 Missense_Mutation SNP C T 5 317 c.587C>T c.(586-588)GCC>GTC p.A196V

Pat_66 Pre-Treatment PCLO 27445 37 7 82581211 82581211 Missense_Mutation SNP C T 15 105 c.9058G>A c.(9058-9060)GAC>AAC p.D3020N

Pat_66 Pre-Treatment PCLO 27445 37 7 82581886 82581886 Missense_Mutation SNP C T 39 156 c.8383G>A c.(8383-8385)GTG>ATG p.V2795M

Pat_66 Pre-Treatment PCLO 27445 37 7 82764398 82764398 Missense_Mutation SNP C T 73 231 c.2468G>A c.(2467-2469)CGA>CAA p.R823Q

Pat_66 Pre-Treatment PCLO 27445 37 7 82784411 82784411 Missense_Mutation SNP G A 6 413 c.1546C>T c.(1546-1548)CCA>TCA p.P516S

Pat_66 Pre-Treatment SEMA3E 9723 37 7 82996952 82996952 Missense_Mutation SNP G A 182 218 c.2278C>T c.(2278-2280)CGT>TGT p.R760C

Pat_66 Pre-Treatment ABCB1 5243 37 7 87179226 87179226 Missense_Mutation SNP C T 93 341 c.1495G>A c.(1495-1497)GAG>AAG p.E499K

Pat_66 Pre-Treatment CYP51A1 1595 37 7 91758208 91758208 Missense_Mutation SNP C T 105 421 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_66 Pre-Treatment SAMD9 54809 37 7 92733373 92733373 Missense_Mutation SNP C T 100 173 c.2038G>A c.(2038-2040)GAG>AAG p.E680K

Pat_66 Pre-Treatment SAMD9L 219285 37 7 92762385 92762385 Missense_Mutation SNP T A 22 88 c.2900A>T c.(2899-2901)TAT>TTT p.Y967F

Pat_66 Pre-Treatment HEPACAM2 253012 37 7 92848689 92848689 Missense_Mutation SNP G A 43 153 c.155C>T c.(154-156)CCC>CTC p.P52L

Pat_66 Pre-Treatment CALCR 799 37 7 93108698 93108698 Missense_Mutation SNP C T 123 443 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_66 Pre-Treatment ZKSCAN1 7586 37 7 99631659 99631659 Missense_Mutation SNP C T 26 108 c.1531C>T c.(1531-1533)CAC>TAC p.H511Y

Pat_66 Pre-Treatment ZNF3 7551 37 7 99669002 99669002 Missense_Mutation SNP C T 169 246 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_66 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 8 410 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_66 Pre-Treatment ACHE 43 37 7 100490217 100490217 Missense_Mutation SNP C T 25 28 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_66 Pre-Treatment MUC17 140453 37 7 100682094 100682094 Missense_Mutation SNP C T 9 850 c.7397C>T c.(7396-7398)ACG>ATG p.T2466M

Pat_66 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 9 861 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_66 Pre-Treatment MUC17 140453 37 7 100682158 100682158 Missense_Mutation SNP G C 8 859 c.7461G>C c.(7459-7461)ATG>ATC p.M2487I

Pat_66 Pre-Treatment MUC17 140453 37 7 100686392 100686392 Missense_Mutation SNP C T 80 251 c.11695C>T c.(11695-11697)CCT>TCT p.P3899S

Pat_66 Pre-Treatment LRRC17 10234 37 7 102585050 102585050 Missense_Mutation SNP G A 20 73 c.1322G>A c.(1321-1323)GGA>GAA p.G441E

Pat_66 Pre-Treatment FBXL13 222235 37 7 102604109 102604109 Missense_Mutation SNP C T 17 80 c.595G>A c.(595-597)GAT>AAT p.D199N

Pat_66 Pre-Treatment ARMC10 83787 37 7 102733020 102733020 Missense_Mutation SNP A G 6 171 c.625A>G c.(625-627)ACC>GCC p.T209A

Pat_66 Pre-Treatment DNAJC2 27000 37 7 102968109 102968109 Missense_Mutation SNP T C 39 62 c.424A>G c.(424-426)ACT>GCT p.T142A

Pat_66 Pre-Treatment RELN 5649 37 7 103130197 103130197 Missense_Mutation SNP C T 12 33 c.9755G>A c.(9754-9756)AGC>AAC p.S3252N

Pat_66 Pre-Treatment RELN 5649 37 7 103230142 103230142 Missense_Mutation SNP C T 122 141 c.4046G>A c.(4045-4047)GGA>GAA p.G1349E

Pat_66 Pre-Treatment PUS7 54517 37 7 105121497 105121497 Splice_Site SNP A G 39 48 c.1175_splice c.e9+1 p.R392_splice

Pat_66 Pre-Treatment LAMB1 3912 37 7 107580783 107580784 Missense_Mutation DNP CC TT 17 80 c.3411_3412GG>AAc.(3409-3414)AGGGGC>AGAAGCp.G1138S

Pat_66 Pre-Treatment LAMB1 3912 37 7 107626771 107626771 Missense_Mutation SNP G A 36 183 c.461C>T c.(460-462)TCC>TTC p.S154F

Pat_66 Pre-Treatment LAMB4 22798 37 7 107677900 107677900 Missense_Mutation SNP C T 82 317 c.4612G>A c.(4612-4614)GAT>AAT p.D1538N

Pat_66 Pre-Treatment CADPS2 93664 37 7 122001003 122001003 Missense_Mutation SNP G A 10 63 c.3452C>T c.(3451-3453)TCA>TTA p.S1151L

Pat_66 Pre-Treatment FLNC 2318 37 7 128492959 128492959 Missense_Mutation SNP C T 55 51 c.6082C>T c.(6082-6084)CCC>TCC p.P2028S

Pat_66 Pre-Treatment TSPAN33 340348 37 7 128807650 128807650 Nonsense_Mutation SNP C T 48 50 c.787C>T c.(787-789)CAG>TAG p.Q263*

Pat_66 Pre-Treatment KIAA1549 57670 37 7 138579122 138579122 Missense_Mutation SNP G A 129 227 c.3998C>T c.(3997-3999)CCT>CTT p.P1333L

Pat_66 Pre-Treatment KIAA1549 57670 37 7 138601892 138601892 Missense_Mutation SNP G A 21 90 c.2480C>T c.(2479-2481)TCT>TTT p.S827F

Pat_66 Pre-Treatment TBXAS1 6916 37 7 139655370 139655370 Missense_Mutation SNP G A 86 95 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_66 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 72 118 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_66 Pre-Treatment TAS2R4 50832 37 7 141478757 141478757 Missense_Mutation SNP C T 198 260 c.469C>T c.(469-471)CCT>TCT p.P157S

Pat_66 Pre-Treatment TRY6 154754 37 7 142479959 142479959 Missense_Mutation SNP G A 52 347 c.91G>A c.(91-93)GAG>AAG p.E31K



Pat_66 Pre-Treatment KEL 3792 37 7 142641771 142641771 Missense_Mutation SNP G A 17 41 c.1372C>T c.(1372-1374)CCC>TCC p.P458S

Pat_66 Pre-Treatment KEL 3792 37 7 142651429 142651429 Nonsense_Mutation SNP G A 29 93 c.766C>T c.(766-768)CAG>TAG p.Q256*

Pat_66 Pre-Treatment CLCN1 1180 37 7 143047677 143047677 Missense_Mutation SNP C T 191 245 c.2525C>T c.(2524-2526)TCA>TTA p.S842L

Pat_66 Pre-Treatment OR2F1 26211 37 7 143657212 143657212 Missense_Mutation SNP G A 257 313 c.149G>A c.(148-150)AGA>AAA p.R50K

Pat_66 Pre-Treatment ARHGEF5 7984 37 7 144062335 144062336 Missense_Mutation DNP CC TT 21 150 c.2573_2574CC>TT c.(2572-2574)TCC>TTT p.S858F

Pat_66 Pre-Treatment NOBOX 135935 37 7 144101747 144101747 Missense_Mutation SNP G A 50 244 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_66 Pre-Treatment TPK1 27010 37 7 144380069 144380069 Missense_Mutation SNP G A 66 212 c.118C>T c.(118-120)CTT>TTT p.L40F

Pat_66 Pre-Treatment CNTNAP2 26047 37 7 147259245 147259245 Missense_Mutation SNP C T 32 95 c.1793C>T c.(1792-1794)TCC>TTC p.S598F

Pat_66 Pre-Treatment ZNF425 155054 37 7 148802286 148802286 Missense_Mutation SNP G A 22 83 c.677C>T c.(676-678)TCG>TTG p.S226L

Pat_66 Pre-Treatment ZNF777 27153 37 7 149129231 149129231 Missense_Mutation SNP C A 4 183 c.2132G>T c.(2131-2133)CGC>CTC p.R711L

Pat_66 Pre-Treatment ZNF777 27153 37 7 149133705 149133705 Missense_Mutation SNP C T 4 127 c.1300G>A c.(1300-1302)GAA>AAA p.E434K

Pat_66 Pre-Treatment SSPO 23145 37 7 149509113 149509113 Missense_Mutation SNP C T 24 67 c.9659C>T c.(9658-9660)ACC>ATC p.T3220I

Pat_66 Pre-Treatment GIMAP8 155038 37 7 150164120 150164120 Missense_Mutation SNP G A 20 94 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_66 Pre-Treatment GIMAP8 155038 37 7 150171298 150171298 Missense_Mutation SNP G A 22 55 c.881G>A c.(880-882)AGA>AAA p.R294K

Pat_66 Pre-Treatment GIMAP7 168537 37 7 150217158 150217158 Missense_Mutation SNP A C 24 86 c.96A>C c.(94-96)GAA>GAC p.E32D

Pat_66 Pre-Treatment GIMAP6 474344 37 7 150325516 150325516 Missense_Mutation SNP C T 178 529 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_66 Pre-Treatment UBE3C 9690 37 7 156974272 156974272 Missense_Mutation SNP C T 19 110 c.677C>T c.(676-678)TCT>TTT p.S226F

Pat_66 Pre-Treatment MYOM2 9172 37 8 2005529 2005530 Missense_Mutation DNP CC TT 11 30 c.327_328CC>TTc.(325-330)GCCCAC>GCTTAC p.H110Y

Pat_66 Pre-Treatment CSMD1 64478 37 8 2855550 2855550 Missense_Mutation SNP G A 16 51 c.8363C>T c.(8362-8364)CCT>CTT p.P2788L

Pat_66 Pre-Treatment CSMD1 64478 37 8 2876022 2876022 Missense_Mutation SNP C T 373 271 c.8009G>A c.(8008-8010)AGC>AAC p.S2670N

Pat_66 Pre-Treatment CSMD1 64478 37 8 3474275 3474275 Missense_Mutation SNP G A 18 46 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_66 Pre-Treatment XKR5 389610 37 8 6682776 6682776 Missense_Mutation SNP C T 22 24 c.338G>A c.(337-339)CGA>CAA p.R113Q

Pat_66 Pre-Treatment RP1L1 94137 37 8 10464908 10464908 Missense_Mutation SNP C T 45 140 c.6700G>A c.(6700-6702)GAA>AAA p.E2234K

Pat_66 Pre-Treatment RP1L1 94137 37 8 10468055 10468055 Missense_Mutation SNP C A 12 27 c.3553G>T c.(3553-3555)GGG>TGG p.G1185W

Pat_66 Pre-Treatment HR 55806 37 8 21979204 21979204 Missense_Mutation SNP C T 48 28 c.2125G>A c.(2125-2127)GAA>AAA p.E709K

Pat_66 Pre-Treatment POLR3D 661 37 8 22108026 22108026 Missense_Mutation SNP C T 7 352 c.1192C>T c.(1192-1194)CGG>TGG p.R398W

Pat_66 Pre-Treatment LOXL2 4017 37 8 23217643 23217643 Missense_Mutation SNP G A 43 83 c.491C>T c.(490-492)CCT>CTT p.P164L

Pat_66 Pre-Treatment ADAM28 10863 37 8 24187516 24187516 Missense_Mutation SNP C T 42 120 c.991C>T c.(991-993)CTT>TTT p.L331F

Pat_66 Pre-Treatment ADAM7 8756 37 8 24350557 24350557 Missense_Mutation SNP G A 29 22 c.1657G>A c.(1657-1659)GAT>AAT p.D553N

Pat_66 Pre-Treatment NEFL 4747 37 8 24811034 24811034 Missense_Mutation SNP C T 11 16 c.1444G>A c.(1444-1446)GAC>AAC p.D482N

Pat_66 Pre-Treatment PNMA2 10687 37 8 26365883 26365883 Missense_Mutation SNP G A 55 44 c.389C>T c.(388-390)TCT>TTT p.S130F

Pat_66 Pre-Treatment BRF2 55290 37 8 37702440 37702440 Missense_Mutation SNP C A 4 96 c.828G>T c.(826-828)ATG>ATT p.M276I

Pat_66 Pre-Treatment ASH2L 9070 37 8 37972516 37972516 Nonsense_Mutation SNP C T 34 24 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_66 Pre-Treatment ANK1 286 37 8 41530173 41530173 Missense_Mutation SNP C T 108 82 c.4795G>A c.(4795-4797)GAG>AAG p.E1599K

Pat_66 Pre-Treatment EFCAB1 79645 37 8 49642299 49642299 Missense_Mutation SNP C T 22 59 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_66 Pre-Treatment RB1CC1 9821 37 8 53554996 53554996 Missense_Mutation SNP G T 44 90 c.4252C>A c.(4252-4254)CCA>ACA p.P1418T

Pat_66 Pre-Treatment RP1 6101 37 8 55534017 55534017 Missense_Mutation SNP C T 36 134 c.491C>T c.(490-492)CCG>CTG p.P164L

Pat_66 Pre-Treatment RP1 6101 37 8 55539216 55539216 Missense_Mutation SNP C T 15 40 c.2774C>T c.(2773-2775)CCA>CTA p.P925L

Pat_66 Pre-Treatment XKR4 114786 37 8 56436133 56436133 Missense_Mutation SNP G A 207 133 c.1300G>A c.(1300-1302)GAC>AAC p.D434N

Pat_66 Pre-Treatment XKR4 114786 37 8 56436373 56436373 Missense_Mutation SNP C T 41 108 c.1540C>T c.(1540-1542)CAT>TAT p.H514Y

Pat_66 Pre-Treatment CHD7 55636 37 8 61655535 61655535 Missense_Mutation SNP C T 4 80 c.1544C>T c.(1543-1545)CCT>CTT p.P515L

Pat_66 Pre-Treatment CHD7 55636 37 8 61769426 61769426 Missense_Mutation SNP C A 4 109 c.7587C>A c.(7585-7587)CAC>CAA p.H2529Q

Pat_66 Pre-Treatment SULF1 23213 37 8 70514018 70514018 Missense_Mutation SNP C T 89 303 c.1015C>T c.(1015-1017)CGT>TGT p.R339C

Pat_66 Pre-Treatment SULF1 23213 37 8 70517147 70517147 Missense_Mutation SNP G A 49 142 c.1357G>A c.(1357-1359)GCC>ACC p.A453T

Pat_66 Pre-Treatment C8orf84 157869 37 8 73979655 73979655 Missense_Mutation SNP C T 44 121 c.716G>A c.(715-717)CGG>CAG p.R239Q

Pat_66 Pre-Treatment HNF4G 3174 37 8 76456156 76456156 Missense_Mutation SNP G A 47 151 c.88G>A c.(88-90)GAT>AAT p.D30N

Pat_66 Pre-Treatment ZFHX4 79776 37 8 77763577 77763577 Missense_Mutation SNP G A 15 39 c.4285G>A c.(4285-4287)GAA>AAA p.E1429K



Pat_66 Pre-Treatment ZFHX4 79776 37 8 77763842 77763842 Missense_Mutation SNP C T 23 23 c.4550C>T c.(4549-4551)TCA>TTA p.S1517L

Pat_66 Pre-Treatment ZFHX4 79776 37 8 77766736 77766736 Missense_Mutation SNP C T 173 121 c.7444C>T c.(7444-7446)CCG>TCG p.P2482S

Pat_66 Pre-Treatment FABP12 646486 37 8 82441830 82441830 Missense_Mutation SNP C T 18 38 c.89G>A c.(88-90)AGC>AAC p.S30N

Pat_66 Pre-Treatment CA1 759 37 8 86240796 86240796 Missense_Mutation SNP G A 52 136 c.779C>T c.(778-780)TCA>TTA p.S260L

Pat_66 Pre-Treatment CA1 759 37 8 86250541 86250541 Missense_Mutation SNP C T 83 227 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_66 Pre-Treatment CNGB3 54714 37 8 87755783 87755783 Missense_Mutation SNP G A 71 45 c.73C>T c.(73-75)CGT>TGT p.R25C

Pat_66 Pre-Treatment DCAF4L2 138009 37 8 88885877 88885877 Missense_Mutation SNP G A 4 174 c.323C>T c.(322-324)ACG>ATG p.T108M

Pat_66 Pre-Treatment SLC26A7 115111 37 8 92330577 92330577 Missense_Mutation SNP C T 34 136 c.611C>T c.(610-612)CCA>CTA p.P204L

Pat_66 Pre-Treatment VPS13B 157680 37 8 100711962 100711962 Missense_Mutation SNP C T 27 79 c.6331C>T c.(6331-6333)CAT>TAT p.H2111Y

Pat_66 Pre-Treatment VPS13B 157680 37 8 100833705 100833705 Nonsense_Mutation SNP C T 60 136 c.9253C>T c.(9253-9255)CAG>TAG p.Q3085*

Pat_66 Pre-Treatment LRP12 29967 37 8 105507435 105507435 Missense_Mutation SNP G A 61 42 c.1583C>T c.(1582-1584)TCA>TTA p.S528L

Pat_66 Pre-Treatment ZFPM2 23414 37 8 106813433 106813433 Nonsense_Mutation SNP C T 78 236 c.1123C>T c.(1123-1125)CAG>TAG p.Q375*

Pat_66 Pre-Treatment ABRA 137735 37 8 107773437 107773437 Missense_Mutation SNP C T 40 75 c.974G>A c.(973-975)CGA>CAA p.R325Q

Pat_66 Pre-Treatment PKHD1L1 93035 37 8 110416854 110416854 Missense_Mutation SNP G A 15 40 c.1445G>A c.(1444-1446)CGA>CAA p.R482Q

Pat_66 Pre-Treatment PKHD1L1 93035 37 8 110516633 110516633 Missense_Mutation SNP G A 15 38 c.10906G>A c.(10906-10908)GAT>AAT p.D3636N

Pat_66 Pre-Treatment CSMD3 114788 37 8 113323251 113323251 Missense_Mutation SNP G A 122 72 c.7841C>T c.(7840-7842)TCC>TTC p.S2614F

Pat_66 Pre-Treatment SLC30A8 169026 37 8 118184870 118184870 Missense_Mutation SNP C T 56 161 c.1060C>T c.(1060-1062)CCA>TCA p.P354S

Pat_66 Pre-Treatment COL14A1 7373 37 8 121357721 121357721 Missense_Mutation SNP G A 22 39 c.4996G>A c.(4996-4998)GGA>AGA p.G1666R

Pat_66 Pre-Treatment ANXA13 312 37 8 124749565 124749565 Missense_Mutation SNP G A 39 90 c.10C>T c.(10-12)CGT>TGT p.R4C

Pat_66 Pre-Treatment COL22A1 169044 37 8 139675952 139675952 Missense_Mutation SNP G A 24 77 c.3182C>T c.(3181-3183)TCC>TTC p.S1061F

Pat_66 Pre-Treatment BAI1 575 37 8 143602191 143602191 Missense_Mutation SNP C T 22 75 c.2929C>T c.(2929-2931)CGC>TGC p.R977C

Pat_66 Pre-Treatment PTPRD 5789 37 9 8499838 8499838 Missense_Mutation SNP G A 31 25 c.2131C>T c.(2131-2133)CCT>TCT p.P711S

Pat_66 Pre-Treatment FREM1 158326 37 9 14842587 14842587 Missense_Mutation SNP C T 42 68 c.1465G>A c.(1465-1467)GAC>AAC p.D489N

Pat_66 Pre-Treatment ADAMTSL1 92949 37 9 18504842 18504842 Missense_Mutation SNP C T 4 140 c.79C>T c.(79-81)CGC>TGC p.R27C

Pat_66 Pre-Treatment TAF1L 138474 37 9 32632096 32632096 Missense_Mutation SNP C T 27 39 c.3482G>A c.(3481-3483)GGA>GAA p.G1161E

Pat_66 Pre-Treatment SIT1 27240 37 9 35650036 35650036 Missense_Mutation SNP G A 7 5 c.400C>T c.(400-402)CCT>TCT p.P134S

Pat_66 Pre-Treatment C9orf128 392307 37 9 35826156 35826156 Missense_Mutation SNP C T 41 2 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_66 Pre-Treatment FAM75A5 727905 37 9 65506476 65506476 Missense_Mutation SNP A C 4 27 c.1084T>G c.(1084-1086)TAT>GAT p.Y362D

Pat_66 Pre-Treatment VPS13A 23230 37 9 79936480 79936480 Missense_Mutation SNP C T 67 6 c.5648C>T c.(5647-5649)TCC>TTC p.S1883F

Pat_66 Pre-Treatment DIRAS2 54769 37 9 93375722 93375722 Missense_Mutation SNP C T 68 15 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_66 Pre-Treatment ROR2 4920 37 9 94486933 94486933 Missense_Mutation SNP C T 38 65 c.1843G>A c.(1843-1845)GAC>AAC p.D615N

Pat_66 Pre-Treatment GRIN3A 116443 37 9 104432595 104432595 Missense_Mutation SNP G A 79 145 c.2099C>T c.(2098-2100)CCA>CTA p.P700L

Pat_66 Pre-Treatment GRIN3A 116443 37 9 104449113 104449113 Missense_Mutation SNP C T 13 24 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_66 Pre-Treatment OR13C8 138802 37 9 107331728 107331728 Missense_Mutation SNP T G 105 12 c.280T>G c.(280-282)TTC>GTC p.F94V

Pat_66 Pre-Treatment KIAA1958 158405 37 9 115421766 115421766 Missense_Mutation SNP C T 7 13 c.1568C>T c.(1567-1569)TCG>TTG p.S523L

Pat_66 Pre-Treatment BSPRY 54836 37 9 116132216 116132216 Missense_Mutation SNP C T 41 3 c.1003C>T c.(1003-1005)CGT>TGT p.R335C

Pat_66 Pre-Treatment DBC1 1620 37 9 121929550 121929550 Missense_Mutation SNP G A 86 14 c.2098C>T c.(2098-2100)CGG>TGG p.R700W

Pat_66 Pre-Treatment OR1J1 347168 37 9 125239548 125239548 Missense_Mutation SNP G A 31 41 c.658C>T c.(658-660)CAC>TAC p.H220Y

Pat_66 Pre-Treatment OR1L8 138881 37 9 125329864 125329864 Missense_Mutation SNP T A 43 79 c.893A>T c.(892-894)AAA>ATA p.K298I

Pat_66 Pre-Treatment GAPVD1 26130 37 9 128116965 128116965 Missense_Mutation SNP G A 5 181 c.3656G>A c.(3655-3657)CGT>CAT p.R1219H

Pat_66 Pre-Treatment ST6GALNAC4 27090 37 9 130674947 130674947 Missense_Mutation SNP C T 17 17 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_66 Pre-Treatment NUP188 23511 37 9 131715114 131715114 Nonsense_Mutation SNP C A 4 92 c.150C>A c.(148-150)TAC>TAA p.Y50*

Pat_66 Pre-Treatment C9orf78 51759 37 9 132595784 132595784 Nonsense_Mutation SNP G A 88 15 c.208C>T c.(208-210)CAG>TAG p.Q70*

Pat_66 Pre-Treatment COL5A1 1289 37 9 137676892 137676892 Missense_Mutation SNP C T 23 28 c.2542C>T c.(2542-2544)CGC>TGC p.R848C

Pat_66 Pre-Treatment GLT6D1 360203 37 9 138516281 138516281 Missense_Mutation SNP C T 17 33 c.493G>A c.(493-495)GAG>AAG p.E165K

Pat_66 Pre-Treatment SOHLH1 402381 37 9 138586301 138586301 Missense_Mutation SNP G A 21 23 c.878C>T c.(877-879)TCT>TTT p.S293F

Pat_66 Pre-Treatment NOTCH1 4851 37 9 139410115 139410115 Missense_Mutation SNP A G 2 3 c.1723T>C c.(1723-1725)TGC>CGC p.C575R



Pat_66 Pre-Treatment CACNA1B 774 37 9 141012408 141012408 Missense_Mutation SNP G A 18 2 c.5788G>A c.(5788-5790)GAG>AAG p.E1930K

Pat_66 Pre-Treatment CSF2RA 1438 37 X 1409342 1409342 Missense_Mutation SNP G A 249 481 c.586G>A c.(586-588)GGA>AGA p.G196R

Pat_66 Pre-Treatment ARSF 416 37 X 3002631 3002631 Missense_Mutation SNP G A 81 8 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_66 Pre-Treatment OFD1 8481 37 X 13786855 13786855 Nonsense_Mutation SNP C T 265 13 c.2947C>T c.(2947-2949)CAA>TAA p.Q983*

Pat_66 Pre-Treatment ASB11 140456 37 X 15301686 15301686 Nonsense_Mutation SNP G A 260 21 c.913C>T c.(913-915)CAA>TAA p.Q305*

Pat_66 Pre-Treatment CA5B 11238 37 X 15794864 15794864 Missense_Mutation SNP G T 4 115 c.646G>T c.(646-648)GAC>TAC p.D216Y

Pat_66 Pre-Treatment MAP7D2 256714 37 X 20074807 20074807 Missense_Mutation SNP C T 67 4 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_66 Pre-Treatment PHEX 5251 37 X 22151661 22151661 Missense_Mutation SNP G A 4 81 c.1324G>A c.(1324-1326)GTT>ATT p.V442I

Pat_66 Pre-Treatment DDX53 168400 37 X 23019721 23019721 Missense_Mutation SNP G A 79 4 c.1547G>A c.(1546-1548)GGA>GAA p.G516E

Pat_66 Pre-Treatment ACOT9 23597 37 X 23723123 23723123 Missense_Mutation SNP A G 4 116 c.1067T>C c.(1066-1068)TTT>TCT p.F356S

Pat_66 Pre-Treatment KLHL15 80311 37 X 24006306 24006306 Missense_Mutation SNP T C 199 17 c.1547A>G c.(1546-1548)AAC>AGC p.N516S

Pat_66 Pre-Treatment MAGEB18 286514 37 X 26157979 26157979 Missense_Mutation SNP G A 26 26 c.877G>A c.(877-879)GAT>AAT p.D293N

Pat_66 Pre-Treatment MAGEB6 158809 37 X 26212462 26212462 Missense_Mutation SNP G A 45 8 c.499G>A c.(499-501)GAT>AAT p.D167N

Pat_66 Pre-Treatment MAGEB16 139604 37 X 35820977 35820977 Missense_Mutation SNP G A 55 5 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_66 Pre-Treatment FAM47C 442444 37 X 37028425 37028425 Missense_Mutation SNP A G 6 242 c.1942A>G c.(1942-1944)AAT>GAT p.N648D

Pat_66 Pre-Treatment CASK 8573 37 X 41646435 41646435 Missense_Mutation SNP C T 4 107 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_66 Pre-Treatment SLC38A5 92745 37 X 48320437 48320437 Missense_Mutation SNP G A 25 4 c.727C>T c.(727-729)CTC>TTC p.L243F

Pat_66 Pre-Treatment CCNB3 85417 37 X 50052469 50052469 Missense_Mutation SNP G A 28 39 c.1300G>A c.(1300-1302)GAA>AAA p.E434K

Pat_66 Pre-Treatment DGKK 139189 37 X 50122725 50122725 Missense_Mutation SNP C T 35 30 c.2762G>A c.(2761-2763)GGA>GAA p.G921E

Pat_66 Pre-Treatment IQSEC2 23096 37 X 53280121 53280121 Nonsense_Mutation SNP C T 4 31 c.1637G>A c.(1636-1638)TGG>TAG p.W546*

Pat_66 Pre-Treatment HUWE1 10075 37 X 53619395 53619395 Missense_Mutation SNP C T 4 222 c.3935G>A c.(3934-3936)CGC>CAC p.R1312H

Pat_66 Pre-Treatment FAM155B 27112 37 X 68725643 68725643 Missense_Mutation SNP C T 40 33 c.518C>T c.(517-519)TCC>TTC p.S173F

Pat_66 Pre-Treatment KIAA2022 340533 37 X 73961708 73961708 Missense_Mutation SNP G A 19 2 c.2684C>T c.(2683-2685)TCT>TTT p.S895F

Pat_66 Pre-Treatment ATRX 546 37 X 76855029 76855029 Missense_Mutation SNP T C 7 459 c.5807A>G c.(5806-5808)AAG>AGG p.K1936R

Pat_66 Pre-Treatment ATP7A 538 37 X 77267085 77267085 Missense_Mutation SNP C T 134 144 c.2086C>T c.(2086-2088)CAT>TAT p.H696Y

Pat_66 Pre-Treatment CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 29 1 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_66 Pre-Treatment PCDH19 57526 37 X 99662470 99662470 Missense_Mutation SNP G A 96 5 c.1126C>T c.(1126-1128)CGC>TGC p.R376C

Pat_66 Pre-Treatment NOX1 27035 37 X 100105165 100105165 Missense_Mutation SNP C T 54 5 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_66 Pre-Treatment DRP2 1821 37 X 100505510 100505510 Missense_Mutation SNP G A 69 3 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_66 Pre-Treatment ALG13 79868 37 X 110951623 110951623 Splice_Site SNP T A 5 241 c.750_splice c.e4+2 p.Q250_splice

Pat_66 Pre-Treatment C1GALT1C1 29071 37 X 119760088 119760088 Missense_Mutation SNP G A 105 9 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_66 Pre-Treatment ACTRT1 139741 37 X 127185392 127185392 Missense_Mutation SNP G A 157 25 c.794C>T c.(793-795)CCT>CTT p.P265L

Pat_66 Pre-Treatment XPNPEP2 7512 37 X 128880301 128880301 Missense_Mutation SNP G A 13 42 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_66 Pre-Treatment XPNPEP2 7512 37 X 128886312 128886312 Missense_Mutation SNP G A 38 62 c.1008G>A c.(1006-1008)ATG>ATA p.M336I

Pat_66 Pre-Treatment IGSF1 3547 37 X 130408659 130408659 Missense_Mutation SNP C T 255 23 c.3665G>A c.(3664-3666)GGA>GAA p.G1222E

Pat_66 Pre-Treatment USP26 83844 37 X 132160643 132160643 Missense_Mutation SNP C T 131 7 c.1606G>A c.(1606-1608)GAC>AAC p.D536N

Pat_66 Pre-Treatment GPR112 139378 37 X 135482020 135482020 Missense_Mutation SNP G A 79 5 c.8320G>A c.(8320-8322)GAT>AAT p.D2774N

Pat_66 Pre-Treatment ARHGEF6 9459 37 X 135760110 135760110 Missense_Mutation SNP C A 4 125 c.1836G>T c.(1834-1836)ATG>ATT p.M612I

Pat_66 Pre-Treatment MCF2 4168 37 X 138680593 138680593 Missense_Mutation SNP C T 65 5 c.1901G>A c.(1900-1902)CGA>CAA p.R634Q

Pat_66 Pre-Treatment SPANXC 64663 37 X 140335729 140335729 Missense_Mutation SNP G A 171 15 c.215C>T c.(214-216)GCC>GTC p.A72V

Pat_66 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 4 158 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_66 Pre-Treatment MAGEC2 51438 37 X 141291215 141291215 Missense_Mutation SNP C T 190 16 c.559G>A c.(559-561)GAG>AAG p.E187K

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142716788 142716788 Missense_Mutation SNP C T 56 61 c.2137G>A c.(2137-2139)GAT>AAT p.D713N

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142717159 142717159 Missense_Mutation SNP G A 4 155 c.1766C>T c.(1765-1767)GCA>GTA p.A589V

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142718881 142718881 Missense_Mutation SNP G A 78 4 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_66 Pre-Treatment MAGEA10 4109 37 X 151303640 151303640 Missense_Mutation SNP C T 54 51 c.453G>A c.(451-453)ATG>ATA p.M151I

Pat_66 Pre-Treatment GABRQ 55879 37 X 151820055 151820055 Missense_Mutation SNP C T 146 10 c.968C>T c.(967-969)TCC>TTC p.S323F



Pat_66 Pre-Treatment GABRQ 55879 37 X 151821038 151821038 Missense_Mutation SNP C T 48 43 c.1193C>T c.(1192-1194)TCT>TTT p.S398F

Pat_66 Pre-Treatment MAGEA12 4111 37 X 151900077 151900077 Missense_Mutation SNP G T 102 117 c.724C>A c.(724-726)CCC>ACC p.P242T

Pat_66 Pre-Treatment MAGEA3 4102 37 X 151935410 151935410 Missense_Mutation SNP C T 105 90 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_66 Pre-Treatment OPN1LW 5956 37 X 153421817 153421817 Missense_Mutation SNP G A 64 311 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_66 Pre-Treatment PLXNA3 55558 37 X 153692563 153692563 Missense_Mutation SNP G A 3 17 c.1735G>A c.(1735-1737)GCG>ACG p.A579T

Pat_04 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 79 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_04 Pre-Treatment SFRS11 9295 37 1 70705169 70705171 In_Frame_Del DEL AGG - 7 151 c.766_768delAGG c.(766-768)AGGdel p.R259del

Pat_04 Pre-Treatment ZC3H11A 9877 37 1 203786224 203786225 Frame_Shift_Ins INS - T 7 63 c.26_27insT c.(25-27)TATfs p.Y9fs

Pat_04 Pre-Treatment SCN3B 55800 37 11 123516308 123516308 Frame_Shift_Del DEL C - 12 155 c.206delG c.(205-207)GGTfs p.G69fs

Pat_04 Pre-Treatment EMG1 10436 37 12 7080212 7080213 Splice_Site INS - C 7 22 c.129_splice c.e2+1 p.L43_splice

Pat_04 Pre-Treatment CTNNB1 1499 37 3 41266115 41266120 In_Frame_Del DEL GGTGCC - 9 55 c.112_117delGGTGCCc.(112-117)GGTGCCdel p.GA38del

Pat_04 Pre-Treatment UGT2B10 7365 37 4 69696370 69696370 Frame_Shift_Del DEL A - 21 148 c.1360delA c.(1360-1362)AAGfs p.K454fs

Pat_04 Pre-Treatment POM121 9883 37 7 72412603 72412604 Frame_Shift_Ins INS - A 7 188 c.2071_2072insA c.(2071-2073)CAAfs p.Q691fs

Pat_04 Pre-Treatment SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 6 7 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_04 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 8 68 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_04 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 88 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_04 Post-Resistance CHGA 1113 37 14 93397924 93397926 In_Frame_Del DEL GAG - 7 24 c.685_687delGAG c.(685-687)GAGdel p.E236del

Pat_04 Post-Resistance GLG1 2734 37 16 74640754 74640756 In_Frame_Del DEL TGC - 2 4 c.237_239delGCAc.(235-240)CAGCAA>CAAp.79_80QQ>Q

Pat_04 Post-Resistance STRN4 29888 37 19 47226405 47226407 In_Frame_Del DEL GCT - 2 4 c.1729_1731delAGC c.(1729-1731)AGCdel p.S577del

Pat_04 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 7 133 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_04 Post-Resistance TBC1D22A 25771 37 22 47189675 47189675 Frame_Shift_Del DEL C - 2 4 c.397delC c.(397-399)CCCfs p.P133fs

Pat_04 Post-Resistance MAP3K15 389840 37 X 19389184 19389185 Splice_Site INS - A 2 4 c.1720_splice c.e25-1 p.V574_splice

Pat_07 Post-Resistance CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 510 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_07 Post-Resistance PIK3R3 8503 37 1 46546324 46546324 Frame_Shift_Del DEL C - 8 760 c.205delG c.(205-207)GATfs p.D69fs

Pat_07 Post-Resistance CTBS 1486 37 1 85039999 85040007 In_Frame_Del DEL GCAGCGCCA - 4 9 c.92_100delTGGCGCTGCc.(91-102)CTGGCGCTGCGG>CGGp.LAL31del

Pat_07 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 7 285 c.865delC c.(865-867)CTCfs p.L289fs

Pat_07 Post-Resistance BAT2L2 23215 37 1 171511149 171511149 Frame_Shift_Del DEL A - 11 162 c.4538delA c.(4537-4539)GAAfs p.E1513fs

Pat_07 Post-Resistance PRG4 10216 37 1 186276284 186276286 In_Frame_Del DEL CTC - 29 128 c.1433_1435delCTCc.(1432-1437)ACTCCC>ACC p.P479del

Pat_07 Post-Resistance KLHL12 59349 37 1 202862508 202862508 Frame_Shift_Del DEL C - 7 721 c.1439delG c.(1438-1440)GGAfs p.G480fs

Pat_07 Post-Resistance C10orf62 414157 37 10 99350236 99350237 Frame_Shift_Ins INS - CA 7 196 c.582_583insCA c.(580-585)AATCACfs p.N194fs

Pat_07 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 7 156 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_07 Post-Resistance PIK3C2A 5286 37 11 17191097 17191097 Frame_Shift_Del DEL T - 7 465 c.192delA c.(190-192)AAAfs p.K64fs

Pat_07 Post-Resistance FOXJ2 55810 37 12 8200558 8200560 In_Frame_Del DEL CAG - 14 97 c.898_900delCAG c.(898-900)CAGdel p.Q306del

Pat_07 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 7 350 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_07 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 11 499 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_07 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 8 318 c.522delA c.(520-522)CCAfs p.P174fs

Pat_07 Post-Resistance GSX1 219409 37 13 28367927 28367929 In_Frame_Del DEL GGC - 8 136 c.637_639delGGC c.(637-639)GGCdel p.G218del

Pat_07 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 7 818 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_07 Post-Resistance DZIP1 22873 37 13 96293930 96293930 Frame_Shift_Del DEL C - 7 324 c.216delG c.(214-216)CTGfs p.L72fs

Pat_07 Post-Resistance FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 7 70 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_07 Post-Resistance ZFHX3 463 37 16 72821594 72821596 In_Frame_Del DEL GCC - 7 139 c.10579_10581delGGCc.(10579-10581)GGCdel p.G3527del

Pat_07 Post-Resistance FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 7 273 c.1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_07 Post-Resistance CBX4 8535 37 17 77808241 77808243 In_Frame_Del DEL GTG - 7 38 c.1198_1200delCAC c.(1198-1200)CACdel p.H400del

Pat_07 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 15 470 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_07 Post-Resistance AXL 558 37 19 41743933 41743933 Frame_Shift_Del DEL C - 8 232 c.868delC c.(868-870)CCCfs p.P290fs

Pat_07 Post-Resistance HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 9 294 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_07 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 7 518 c.64_66delGAT c.(64-66)GATdel p.D26del



Pat_07 Post-Resistance INPP5D 3635 37 2 234113090 234113090 Frame_Shift_Del DEL C - 4 7 c.3294delC c.(3292-3294)GGCfs p.G1098fs

Pat_07 Post-Resistance RASSF2 9770 37 20 4776492 4776494 In_Frame_Del DEL AGG - 7 322 c.254_256delCCTc.(253-258)TCCTGG>TGG p.S85del

Pat_07 Post-Resistance MED15 51586 37 22 20918817 20918819 In_Frame_Del DEL CAG - 8 52 c.532_534delCAG c.(532-534)CAGdel p.Q188del

Pat_07 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 8 177 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_07 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 8 139 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_07 Post-Resistance SATB1 6304 37 3 18391133 18391135 In_Frame_Del DEL CTG - 13 103 c.1819_1821delCAG c.(1819-1821)CAGdel p.Q607del

Pat_07 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 14 294 c.1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_07 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 7 227 c.1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_07 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 18 290 c.6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389175 1389176 Frame_Shift_Del DEL CA - 13 501 c.876_877delCA c.(874-879)CTCACAfs p.L292fs

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389206 1389207 Frame_Shift_Del DEL CA - 7 525 c.907_908delCA c.(907-909)CACfs p.H303fs

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389297 1389298 Frame_Shift_Del DEL CA - 8 473 c.998_999delCA c.(997-999)TCAfs p.S333fs

Pat_07 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 270 c.792delT c.(790-792)TTTfs p.F264fs

Pat_07 Post-Resistance CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 8 149 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_07 Post-Resistance MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 6 9 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_07 Post-Resistance MRPS18B 28973 37 6 30587716 30587717 Frame_Shift_Ins INS - T 7 746 c.304_305insT c.(304-306)GGGfs p.G102fs

Pat_07 Post-Resistance KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 7 152 c.300_302delGCAc.(298-303)CAGCAA>CAAp.100_101QQ>Q

Pat_07 Post-Resistance SYNGAP1 8831 37 6 33410682 33410683 Frame_Shift_Del DEL CG - 7 272 c.2353_2354delCG c.(2353-2355)CGCfs p.R785fs

Pat_07 Post-Resistance TFEB 7942 37 6 41658830 41658832 In_Frame_Del DEL TGC - 7 51 c.120_122delGCAc.(118-123)CAGCAA>CAAp.40_41QQ>Q

Pat_07 Post-Resistance SENP6 26054 37 6 76376441 76376443 In_Frame_Del DEL TGA - 9 280 c.1008_1010delTGAc.(1006-1011)AGTGAT>AGT p.D341del

Pat_07 Post-Resistance C7orf59 389541 37 7 99751029 99751029 Frame_Shift_Del DEL G - 7 671 c.91delG c.(91-93)GGGfs p.G31fs

Pat_07 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 12 106 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_07 Post-Resistance ESCO2 157570 37 8 27634576 27634577 Frame_Shift_Ins INS - A 7 212 c.751_752insA c.(751-753)GAAfs p.E251fs

Pat_07 Post-Resistance WDR67 93594 37 8 124140520 124140521 Splice_Site INS - T 7 161 c.1885_splice c.e14-1 p.F629_splice

Pat_07 Post-Resistance SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 7 67 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_07 Post-Resistance HRCT1 646962 37 9 35906348 35906350 In_Frame_Del DEL CTG - 15 65 c.64_66delCTG c.(64-66)CTGdel p.L28del

Pat_07 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 7 113 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_07 Post-Resistance GUCY2F 2986 37 X 108619355 108619355 Frame_Shift_Del DEL T - 8 318 c.3192delA c.(3190-3192)AAAfs p.K1064fs

Pat_07 Pre-Treatment IQCC 55721 37 1 32671285 32671285 Frame_Shift_Del DEL G - 2 4 c.3delG c.(1-3)ATGfs p.M1fs

Pat_07 Pre-Treatment PRG4 10216 37 1 186276284 186276286 In_Frame_Del DEL CTC - 11 48 c.1433_1435delCTCc.(1432-1437)ACTCCC>ACC p.P479del

Pat_07 Pre-Treatment FAM84A 151354 37 2 14774313 14774315 In_Frame_Del DEL CCA - 3 5 c.210_212delCCAc.(208-213)CGCCAC>CGC p.H71del

Pat_07 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 2 4 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_07 Pre-Treatment ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 3 4 c.2637_2639delCTCc.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_14 Pre-Treatment MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 11 816 c.300delT c.(298-300)GCTfs p.A100fs

Pat_14 Pre-Treatment PRDM2 7799 37 1 14108728 14108728 Frame_Shift_Del DEL A - 7 934 c.4438delA c.(4438-4440)AAAfs p.K1480fs

Pat_14 Pre-Treatment ARHGEF10L 55160 37 1 17914103 17914103 Frame_Shift_Del DEL C - 8 1123 c.186delC c.(184-186)GACfs p.D62fs

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42046910 42046910 Frame_Shift_Del DEL G - 8 641 c.3559delC c.(3559-3561)CAAfs p.Q1187fs

Pat_14 Pre-Treatment RIMKLA 284716 37 1 42875776 42875778 In_Frame_Del DEL GGT - 9 674 c.603_605delGGTc.(601-606)CGGGTG>CGG p.V205del

Pat_14 Pre-Treatment B4GALT2 8704 37 1 44447007 44447009 In_Frame_Del DEL AGC - 10 321 c.175_177delAGC c.(175-177)AGCdel p.S65del

Pat_14 Pre-Treatment ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 7 529 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_14 Pre-Treatment SLC16A4 9122 37 1 110906427 110906427 Frame_Shift_Del DEL A - 7 180 c.1425delT c.(1423-1425)TTTfs p.F475fs

Pat_14 Pre-Treatment NOTCH2 4853 37 1 120612003 120612004 Frame_Shift_Del DEL GG - 14 96 c.17_18delCC c.(16-18)CCCfs p.P6fs

Pat_14 Pre-Treatment NOTCH2NL 388677 37 1 145281424 145281424 Frame_Shift_Del DEL T - 8 4298 c.354delT c.(352-354)AGTfs p.S118fs

Pat_14 Pre-Treatment ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 15 543 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_14 Pre-Treatment MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 7 370 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_14 Pre-Treatment TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 14 851 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_14 Pre-Treatment NES 10763 37 1 156642738 156642739 Frame_Shift_Ins INS - AG 8 510 c.1241_1242insCT c.(1240-1242)CTGfs p.L414fs



Pat_14 Pre-Treatment LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 13 280 c.783_785delGCAc.(781-786)CAGCAA>CAAp.261_262QQ>Q

Pat_14 Pre-Treatment NMNAT2 23057 37 1 183221843 183221853 Frame_Shift_Del DEL TCCACAACATG - 49 432c.847_857delCATGTTGTGGAc.(847-858)CATGTTGTGGATfs p.H283fs

Pat_14 Pre-Treatment CR1L 1379 37 1 207867814 207867814 Frame_Shift_Del DEL A - 7 1085 c.580delA c.(580-582)AAAfs p.K194fs

Pat_14 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 321 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_14 Pre-Treatment SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 13 1170 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_14 Pre-Treatment KIAA1217 56243 37 10 24822125 24822127 In_Frame_Del DEL GAA - 9 264 c.3373_3375delGAA c.(3373-3375)GAAdel p.E1129del

Pat_14 Pre-Treatment MPP7 143098 37 10 28413012 28413013 Frame_Shift_Ins INS - CTTC 62 626 c.562_563insGAAG c.(562-564)GTCfs p.V188fs

Pat_14 Pre-Treatment KIAA1462 57608 37 10 30316501 30316503 In_Frame_Del DEL CTG - 15 232 c.2574_2576delCAGc.(2572-2577)AGCAGT>AGTp.858_859SS>S

Pat_14 Pre-Treatment FRMPD2 143162 37 10 49409420 49409420 Frame_Shift_Del DEL T - 10 1255 c.1805delA c.(1804-1806)AAGfs p.K602fs

Pat_14 Pre-Treatment AGAP6 414189 37 10 51769413 51769413 Frame_Shift_Del DEL G - 7 1569 c.1528delG c.(1528-1530)GGCfs p.G510fs

Pat_14 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 9 1495 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_14 Pre-Treatment TBC1D12 23232 37 10 96281817 96281817 Frame_Shift_Del DEL T - 8 825 c.1867delT c.(1867-1869)TTTfs p.F623fs

Pat_14 Pre-Treatment APBB1 322 37 11 6432437 6432438 Frame_Shift_Del DEL GG - 7 716 c.140_141delCC c.(139-141)CCCfs p.P47fs

Pat_14 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 8 1465 c.302delG c.(301-303)GGTfs p.G101fs

Pat_14 Pre-Treatment MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 10 391 c.2441_2443delAGAc.(2440-2445)AAGAGC>AGC p.K814del

Pat_14 Pre-Treatment DAGLA 747 37 11 61507992 61507993 Frame_Shift_Del DEL CA - 7 1325 c.1911_1912delCA c.(1909-1914)TTCAATfs p.F637fs

Pat_14 Pre-Treatment FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 8 1259 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_14 Pre-Treatment SF3B2 10992 37 11 65836145 65836146 Frame_Shift_Ins INS - A 8 285 c.2617_2618insA c.(2617-2619)CAAfs p.Q873fs

Pat_14 Pre-Treatment LRFN4 78999 37 11 66625231 66625233 In_Frame_Del DEL CTG - 8 150 c.16_18delCTG c.(16-18)CTGdel p.L10del

Pat_14 Pre-Treatment ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 354 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_14 Pre-Treatment TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DELCTGGAGATGCCCGGC- 8 271c.215_229delGCCGGGCATCTCCAGc.(214-231)GGCCGGGCATCTCCAGCC>GCCp.GRASP72del

Pat_14 Pre-Treatment DDX23 9416 37 12 49224409 49224409 Frame_Shift_Del DEL G - 8 750 c.2306delC c.(2305-2307)ACAfs p.T769fs

Pat_14 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 19 1174 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_14 Pre-Treatment UTP20 27340 37 12 101767538 101767539 Frame_Shift_Ins INS - A 7 679 c.7124_7125insA c.(7123-7125)GCAfs p.A2375fs

Pat_14 Pre-Treatment TCHP 84260 37 12 110344434 110344435 Frame_Shift_Ins INS - A 10 274 c.514_515insA c.(514-516)GAAfs p.E172fs

Pat_14 Pre-Treatment IFT81 28981 37 12 110573200 110573202 In_Frame_Del DEL AGA - 89 362 c.654_656delAGAc.(652-657)AGAGAA>AGA p.E220del

Pat_14 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 13 811 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_14 Pre-Treatment ATP12A 479 37 13 25262564 25262564 Frame_Shift_Del DEL G - 7 1675 c.336delG c.(334-336)GTGfs p.V112fs

Pat_14 Pre-Treatment RNF6 6049 37 13 26788241 26788241 Frame_Shift_Del DEL A - 11 792 c.1778delT c.(1777-1779)TTAfs p.L593fs

Pat_14 Pre-Treatment SPG20 23111 37 13 36903501 36903501 Frame_Shift_Del DEL T - 9 1168 c.1162delA c.(1162-1164)AGGfs p.R388fs

Pat_14 Pre-Treatment ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 8 983 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_14 Pre-Treatment SLITRK1 114798 37 13 84455509 84455509 Frame_Shift_Del DEL T - 7 555 c.134delA c.(133-135)AAGfs p.K45fs

Pat_14 Pre-Treatment SLC10A2 6555 37 13 103705043 103705043 Frame_Shift_Del DEL G - 7 467 c.512delC c.(511-513)GCTfs p.A171fs

Pat_14 Pre-Treatment MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 10 344 c.2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_14 Pre-Treatment MYO1E 4643 37 15 59464100 59464101 Frame_Shift_Del DEL GG - 8 497 c.2475_2476delCC c.(2473-2478)TCCCTCfs p.S825fs

Pat_14 Pre-Treatment RHBDF1 64285 37 16 109811 109811 Frame_Shift_Del DEL T - 7 394 c.1736delA c.(1735-1737)AACfs p.N579fs

Pat_14 Pre-Treatment ABCA3 21 37 16 2369649 2369651 In_Frame_Del DEL AGC - 7 707 c.804_806delGCTc.(802-807)CTGCTC>CTCp.268_269LL>L

Pat_14 Pre-Treatment NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 412 c.890delA c.(889-891)AATfs p.N297fs

Pat_14 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL TCCACCCTCAGC - 8 49c.1440_1451delTCCACCCTCAGCc.(1438-1452)CTTCCACCCTCAGCT>CTTp.PPSA485del

Pat_14 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 10 415 c.1761_1763delCAGc.(1759-1764)GCCAGC>GCC p.S592del

Pat_14 Pre-Treatment ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 11 787 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_14 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 17 1610 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_14 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 252 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_14 Pre-Treatment IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 13 202 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_14 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 11 802 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_14 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 8 179 c.2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_14 Pre-Treatment TSR1 55720 37 17 2232706 2232707 Frame_Shift_Del DEL CC - 8 291 c.1833_1834delGGc.(1831-1836)AAGGAAfs p.K611fs



Pat_14 Pre-Treatment C17orf74 201243 37 17 7329686 7329688 In_Frame_Del DEL CGC - 9 462 c.376_378delCGC c.(376-378)CGCdel p.R130del

Pat_14 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 14 1091 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_14 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 16 1647 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_14 Pre-Treatment KRBA2 124751 37 17 8272612 8272613 Frame_Shift_Del DEL TC - 7 632 c.1318_1319delGA c.(1318-1320)GAAfs p.E440fs

Pat_14 Pre-Treatment NEK8 284086 37 17 27064478 27064480 In_Frame_Del DEL GCA - 7 482 c.773_775delGCAc.(772-777)TGCATC>TTCp.258_259CI>F

Pat_14 Pre-Treatment TIAF1 9220 37 17 27401055 27401056 Frame_Shift_Del DEL CA - 10 640 c.162_163delTG c.(160-165)TGTGGAfs p.C54fs

Pat_14 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 12 886 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_14 Pre-Treatment CDC27 996 37 17 45234336 45234336 Frame_Shift_Del DEL G - 16 475 c.785delC c.(784-786)CCAfs p.P262fs

Pat_14 Pre-Treatment COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 9 321 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_14 Pre-Treatment TEX2 55852 37 17 62291438 62291440 In_Frame_Del DEL TCC - 8 223 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_14 Pre-Treatment FECH 2235 37 18 55226435 55226435 Frame_Shift_Del DEL G - 8 701 c.746delC c.(745-747)CCAfs p.P249fs

Pat_14 Pre-Treatment DENND1C 79958 37 19 6477251 6477251 Frame_Shift_Del DEL G - 11 253 c.491delC c.(490-492)CCTfs p.P164fs

Pat_14 Pre-Treatment DNMT1 1786 37 19 10262139 10262139 Frame_Shift_Del DEL T - 7 806 c.2152delA c.(2152-2154)ATGfs p.M718fs

Pat_14 Pre-Treatment TYK2 7297 37 19 10463112 10463113 Frame_Shift_Ins INS - G 7 856 c.3315_3316insC c.(3313-3318)CCCACGfs p.P1105fs

Pat_14 Pre-Treatment OR7C2 26658 37 19 15052829 15052829 Frame_Shift_Del DEL T - 7 857 c.529delT c.(529-531)TTTfs p.F177fs

Pat_14 Pre-Treatment HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 17 1234 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_14 Pre-Treatment PLVAP 83483 37 19 17476920 17476921 Frame_Shift_Del DEL TG - 8 1313 c.453_454delCA c.(451-456)AACAAGfs p.N151fs

Pat_14 Pre-Treatment SFRS14 10147 37 19 19136394 19136394 Frame_Shift_Del DEL T - 15 761 c.763delA c.(763-765)ATAfs p.I255fs

Pat_14 Pre-Treatment CILP2 148113 37 19 19654512 19654512 Frame_Shift_Del DEL C - 10 1981 c.1158delC c.(1156-1158)GACfs p.D386fs

Pat_14 Pre-Treatment PRODH2 58510 37 19 36293092 36293092 Splice_Site DEL C - 7 1218 c.1426_splice c.e10+1 p.G476_splice

Pat_14 Pre-Treatment B3GNT8 374907 37 19 41931997 41931999 In_Frame_Del DEL CAG - 8 548 c.685_687delCTG c.(685-687)CTGdel p.L229del

Pat_14 Pre-Treatment ZNF574 64763 37 19 42584303 42584304 Frame_Shift_Del DEL CA - 8 2054 c.1545_1546delCAc.(1543-1548)CGCACAfs p.R515fs

Pat_14 Pre-Treatment DHX34 9704 37 19 47883158 47883160 In_Frame_Del DEL GGA - 9 212 c.2898_2900delGGAc.(2896-2901)CTGGAG>CTG p.E971del

Pat_14 Pre-Treatment KLK1 3816 37 19 51326962 51326963 Frame_Shift_Ins INS - C 9 363 c.42_43insG c.(40-45)GGGACTfs p.G14fs

Pat_14 Pre-Treatment LIM2 3982 37 19 51883791 51883791 Frame_Shift_Del DEL C - 8 1249 c.428delG c.(427-429)GGCfs p.G143fs

Pat_14 Pre-Treatment KIR2DL4 3805 37 19 55324675 55324675 Splice_Site DEL A - 8 201 c.801_splice c.e6+1 p.S267_splice

Pat_14 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 7 436 c.1449_1451delAGCc.(1447-1452)GCAGCT>GCTp.483_484AA>A

Pat_14 Pre-Treatment GPR113 165082 37 2 26534413 26534413 Frame_Shift_Del DEL C - 7 728 c.2183delG c.(2182-2184)GGTfs p.G728fs

Pat_14 Pre-Treatment HEATR5B 54497 37 2 37234330 37234330 Frame_Shift_Del DEL G - 8 751 c.4640delC c.(4639-4641)TCAfs p.S1547fs

Pat_14 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 279 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_14 Pre-Treatment MAP4K3 8491 37 2 39552702 39552702 Frame_Shift_Del DEL G - 9 679 c.875delC c.(874-876)CCAfs p.P292fs

Pat_14 Pre-Treatment VPS24 51652 37 2 86732976 86732978 In_Frame_Del DEL TCC - 8 242 c.618_620delGGAc.(616-621)GAGGAA>GAAp.206_207EE>E

Pat_14 Pre-Treatment LY75 4065 37 2 160738814 160738814 Frame_Shift_Del DEL T - 7 891 c.1067delA c.(1066-1068)TACfs p.Y356fs

Pat_14 Pre-Treatment KBTBD10 10324 37 2 170366496 170366496 Frame_Shift_Del DEL A - 11 752 c.208delA c.(208-210)AAAfs p.K70fs

Pat_14 Pre-Treatment GTF3C3 9330 37 2 197649613 197649614 Frame_Shift_Ins INS - T 8 166 c.1081_1082insA c.(1081-1083)ACTfs p.T361fs

Pat_14 Pre-Treatment ABCA12 26154 37 2 215876785 215876786 Frame_Shift_Del DEL GA - 8 798 c.2030_2031delTC c.(2029-2031)CTCfs p.L677fs

Pat_14 Pre-Treatment TRPM8 79054 37 2 234879010 234879010 Frame_Shift_Del DEL C - 9 2217 c.2295delC c.(2293-2295)CACfs p.H765fs

Pat_14 Pre-Treatment PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 11 1258 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_14 Pre-Treatment CHGB 1114 37 20 5903283 5903285 In_Frame_Del DEL GAG - 8 235 c.493_495delGAG c.(493-495)GAGdel p.E169del

Pat_14 Pre-Treatment GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 9 146 c.901_903delGAG c.(901-903)GAGdel p.E306del

Pat_14 Pre-Treatment FRG1B 284802 37 20 29628310 29628312 In_Frame_Del DEL AGG - 7 348 c.222_224delAGGc.(220-225)GCAGGA>GCA p.G75del

Pat_14 Pre-Treatment SGK2 10110 37 20 42195105 42195105 Frame_Shift_Del DEL C - 7 1033 c.150delC c.(148-150)GTCfs p.V50fs

Pat_14 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 7 1326 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_14 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 938 c.1640_1642delAGGc.(1639-1644)GAGGTG>GTG p.E547del

Pat_14 Pre-Treatment TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 7 788 c.641delG c.(640-642)GGTfs p.G214fs

Pat_14 Pre-Treatment DYRK1A 1859 37 21 38884370 38884372 In_Frame_Del DEL CAC - 7 182 c.1828_1830delCAC c.(1828-1830)CACdel p.H619del

Pat_14 Pre-Treatment TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 7 1227 c.1760_1762delCCTc.(1759-1764)GCCTCC>GCC p.S589del



Pat_14 Pre-Treatment PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 9 183 c.1143_1145delGGAc.(1141-1146)GGGGAG>GGG p.E388del

Pat_14 Pre-Treatment BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 13 328 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_14 Pre-Treatment PNPLA5 150379 37 22 44285319 44285319 Frame_Shift_Del DEL G - 8 1396 c.592delC c.(592-594)CAGfs p.Q198fs

Pat_14 Pre-Treatment TATDN2 9797 37 3 10291121 10291123 In_Frame_Del DEL CTC - 8 959 c.237_239delCTCc.(235-240)AACTCC>AAC p.S83del

Pat_14 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 168 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_14 Pre-Treatment ZNF621 285268 37 3 40573864 40573864 Frame_Shift_Del DEL C - 61 279 c.603delC c.(601-603)CACfs p.H201fs

Pat_14 Pre-Treatment KIF15 56992 37 3 44872462 44872462 Frame_Shift_Del DEL G - 7 927 c.3123delG c.(3121-3123)CTGfs p.L1041fs

Pat_14 Pre-Treatment CDC25A 993 37 3 48200922 48200923 Frame_Shift_Del DEL TC - 10 538 c.1345_1346delGA c.(1345-1347)GATfs p.D449fs

Pat_14 Pre-Treatment ATRIP 84126 37 3 48505451 48505453 In_Frame_Del DEL CTG - 7 1100 c.1894_1896delCTG c.(1894-1896)CTGdel p.L635del

Pat_14 Pre-Treatment MED12L 116931 37 3 150877786 150877786 Frame_Shift_Del DEL C - 8 530 c.1005delC c.(1003-1005)GGCfs p.G335fs

Pat_14 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 8 550 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_14 Pre-Treatment OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 9 147c.310_318delCTGCTGTGGc.(310-318)CTGCTGTGGdelp.LLW104del

Pat_14 Pre-Treatment EVC 2121 37 4 5809995 5809997 In_Frame_Del DEL CAG - 9 347 c.2629_2631delCAG c.(2629-2631)CAGdel p.Q880del

Pat_14 Pre-Treatment ADAD1 132612 37 4 123302211 123302211 Frame_Shift_Del DEL A - 7 224 c.237delA c.(235-237)CCAfs p.P79fs

Pat_14 Pre-Treatment INTU 27152 37 4 128564917 128564917 Frame_Shift_Del DEL A - 7 149 c.388delA c.(388-390)AAAfs p.K130fs

Pat_14 Pre-Treatment PDZD2 23037 37 5 32089576 32089576 Frame_Shift_Del DEL G - 7 867 c.6022delG c.(6022-6024)GAAfs p.E2008fs

Pat_14 Pre-Treatment SLC45A2 51151 37 5 33951732 33951732 Frame_Shift_Del DEL G - 8 586 c.1083delC c.(1081-1083)CTCfs p.L361fs

Pat_14 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 11 156 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_14 Pre-Treatment KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 8 161 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_14 Pre-Treatment UIMC1 51720 37 5 176397741 176397741 Splice_Site DEL A - 7 1013 c.357_splice c.e4+1 p.N119_splice

Pat_14 Pre-Treatment ZNF184 7738 37 6 27420810 27420810 Frame_Shift_Del DEL T - 8 944 c.528delA c.(526-528)AAAfs p.K176fs

Pat_14 Pre-Treatment OR2J2 26707 37 6 29141422 29141422 Frame_Shift_Del DEL A - 7 323 c.10delA c.(10-12)AAAfs p.K4fs

Pat_14 Pre-Treatment CDSN 1041 37 6 31084620 31084622 In_Frame_Del DEL CCA - 7 120 c.770_772delTGGc.(769-774)GTGGAC>GAC p.V257del

Pat_14 Pre-Treatment BAT2 7916 37 6 31597456 31597457 Frame_Shift_Ins INS - C 7 117 c.2088_2089insC c.(2086-2091)CCACCCfs p.P696fs

Pat_14 Pre-Treatment TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 399 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_14 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 7 1142 c.662delA c.(661-663)AAGfs p.K221fs

Pat_14 Pre-Treatment GRM1 2911 37 6 146755219 146755221 In_Frame_Del DEL GAG - 7 732 c.2872_2874delGAG c.(2872-2874)GAGdel p.E961del

Pat_14 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 7 1175 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_14 Pre-Treatment AGPAT4 56895 37 6 161560589 161560589 Frame_Shift_Del DEL G - 8 742 c.907delC c.(907-909)CGGfs p.R303fs

Pat_14 Pre-Treatment SKAP2 8935 37 7 26729949 26729949 Frame_Shift_Del DEL C - 7 745 c.829delG c.(829-831)GAAfs p.E277fs

Pat_14 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 8 154 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_14 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 9 171 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_14 Pre-Treatment DDC 1644 37 7 50531075 50531075 Frame_Shift_Del DEL T - 9 481 c.1297delA c.(1297-1299)ATCfs p.I433fs

Pat_14 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 9 975 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_14 Pre-Treatment COL1A2 1278 37 7 94050333 94050333 Frame_Shift_Del DEL C - 7 511 c.2308delC c.(2308-2310)CCCfs p.P770fs

Pat_14 Pre-Treatment TRRAP 8295 37 7 98554101 98554101 Frame_Shift_Del DEL T - 87 423 c.6155delT c.(6154-6156)GTGfs p.V2052fs

Pat_14 Pre-Treatment SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 8 223 c.304delG c.(304-306)GGGfs p.G102fs

Pat_14 Pre-Treatment ARHGEF5 7984 37 7 144076999 144077000 Frame_Shift_Del DEL GG - 7 1275 c.4644_4645delGGc.(4642-4647)CTGGAGfs p.L1548fs

Pat_14 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 9 366 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_14 Pre-Treatment PUF60 22827 37 8 144906520 144906522 In_Frame_Del DEL GCC - 7 256 c.72_74delGGC c.(70-75)GCGGCA>GCA p.24_25AA>A

Pat_14 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 7 815 c.4455_splice c.e30+1 p.E1485_splice

Pat_14 Pre-Treatment RLN2 6019 37 9 5304560 5304561 Frame_Shift_Ins INS - A 7 426 c.20_21insT c.(19-21)TTCfs p.F7fs

Pat_14 Pre-Treatment C9orf131 138724 37 9 35045129 35045129 Frame_Shift_Del DEL C - 7 2294 c.2503delC c.(2503-2505)CCCfs p.P835fs

Pat_14 Pre-Treatment HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 9 45 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_14 Pre-Treatment ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 590 c.2748_2750delGGAc.(2746-2751)GAGGAA>GAAp.916_917EE>E

Pat_14 Pre-Treatment FKBP15 23307 37 9 115933927 115933928 Frame_Shift_Ins INS - AGAAA 10 63 c.2591_2592insTTTCT c.(2590-2592)AAGfs p.K864fs

Pat_14 Pre-Treatment FKBP15 23307 37 9 115969556 115969556 Frame_Shift_Del DEL T - 8 1780 c.190delA c.(190-192)ACAfs p.T64fs



Pat_14 Pre-Treatment GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 8 837 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_14 Pre-Treatment ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 30 476 c.1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_14 Pre-Treatment TTF1 7270 37 9 135277388 135277388 Frame_Shift_Del DEL T - 9 223 c.821delA c.(820-822)AAGfs p.K274fs

Pat_14 Pre-Treatment ADAMTS13 11093 37 9 136302969 136302969 Frame_Shift_Del DEL C - 8 1002 c.1536delC c.(1534-1536)GGCfs p.G512fs

Pat_14 Pre-Treatment NOTCH1 4851 37 9 139393375 139393376 Frame_Shift_Del DEL AG - 7 1403 c.6155_6156delCT c.(6154-6156)GCTfs p.A2052fs

Pat_14 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 9 282 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_14 Pre-Treatment ZBED1 9189 37 X 2408742 2408742 Frame_Shift_Del DEL C - 7 1201 c.19delG c.(19-21)GAGfs p.E7fs

Pat_14 Pre-Treatment RBM10 8241 37 X 47030467 47030469 In_Frame_Del DEL GGC - 9 250 c.242_244delGGCc.(241-246)AGGCGG>AGGp.81_82RR>R

Pat_14 Pre-Treatment SHROOM4 57477 37 X 50350672 50350674 In_Frame_Del DEL TCT - 7 34 c.3468_3470delAGAc.(3466-3471)GAAGAG>GAGp.1156_1157EE>E

Pat_14 Pre-Treatment NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DELTCCTCGAGGCAGCC - 11 60

Pat_14 Pre-Treatment XAGE3 170626 37 X 52893878 52893878 Frame_Shift_Del DEL C - 8 469 c.239delG c.(238-240)GGTfs p.G80fs

Pat_14 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 10 1236 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_14 Pre-Treatment MAGEA10 4109 37 X 151303906 151303908 In_Frame_Del DEL AGG - 13 315 c.185_187delCCTc.(184-189)TCCTGC>TGC p.S62del

Pat_14 Post-Resistance PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 8 226 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_14 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 232 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_14 Post-Resistance ARID1A 8289 37 1 27105931 27105931 Frame_Shift_Del DEL G - 7 760 c.5542delG c.(5542-5544)GGGfs p.G1848fs

Pat_14 Post-Resistance GPR3 2827 37 1 27721235 27721237 In_Frame_Del DEL CTG - 7 1311 c.933_935delCTGc.(931-936)GTCTGC>GTC p.C315del

Pat_14 Post-Resistance USP1 7398 37 1 62916272 62916272 Frame_Shift_Del DEL A - 8 270 c.1978delA c.(1978-1980)AAAfs p.K660fs

Pat_14 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 11 800 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_14 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 8 435 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_14 Post-Resistance AGL 178 37 1 100378028 100378028 Frame_Shift_Del DEL A - 7 397 c.3904delA c.(3904-3906)AAAfs p.K1302fs

Pat_14 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 8 414 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_14 Post-Resistance ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 7 846 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_14 Post-Resistance NOTCH2 4853 37 1 120612003 120612004 Frame_Shift_Del DEL GG - 27 126 c.17_18delCC c.(16-18)CCCfs p.P6fs

Pat_14 Post-Resistance PDE4DIP 9659 37 1 144917828 144917828 Frame_Shift_Del DEL A - 7 1899 c.1458delT c.(1456-1458)GTTfs p.V486fs

Pat_14 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 10 615 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_14 Post-Resistance PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 10 1444 c.716delA c.(715-717)GAAfs p.E239fs

Pat_14 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 15 608 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_14 Post-Resistance FLG2 388698 37 1 152328808 152328809 Frame_Shift_Del DEL CC - 8 1568 c.1453_1454delGG c.(1453-1455)GGCfs p.G485fs

Pat_14 Post-Resistance CD84 8832 37 1 160549189 160549189 Frame_Shift_Del DEL C - 7 621 c.39delG c.(37-39)CTGfs p.L13fs

Pat_14 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 12 618 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_14 Post-Resistance LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 9 193 c.783_785delGCAc.(781-786)CAGCAA>CAAp.261_262QQ>Q

Pat_14 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 10 1212 c.394delC c.(394-396)CCCfs p.P132fs

Pat_14 Post-Resistance ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 10 383 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_14 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 7 1071 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_14 Post-Resistance C10orf140 387640 37 10 21805466 21805467 In_Frame_Ins INS - CCTCCT 7 8 c.1285_1286insAGGAGGc.(1285-1287)GGG>GAGGAGGGGp.428_429insEE

Pat_14 Post-Resistance KIAA1462 57608 37 10 30316501 30316503 In_Frame_Del DEL CTG - 10 251 c.2574_2576delCAGc.(2572-2577)AGCAGT>AGTp.858_859SS>S

Pat_14 Post-Resistance HELLS 3070 37 10 96331163 96331163 Frame_Shift_Del DEL A - 7 195 c.454delA c.(454-456)AAAfs p.K152fs

Pat_14 Post-Resistance C10orf62 414157 37 10 99350237 99350238 Frame_Shift_Del DEL CA - 7 501 c.583_584delCA c.(583-585)CACfs p.H195fs

Pat_14 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 8 614 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_14 Post-Resistance PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 7 456 c.1847_1849delAGCc.(1846-1851)AAGCAG>AAG p.Q620del

Pat_14 Post-Resistance F2 2147 37 11 46760648 46760648 Frame_Shift_Del DEL G - 8 615 c.1705delG c.(1705-1707)GGGfs p.G569fs

Pat_14 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 14 1109 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_14 Post-Resistance FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 7 1213 c.736delC c.(736-738)CCCfs p.P246fs

Pat_14 Post-Resistance CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 8 2347 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_14 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 1405 c.3440_3442delCCAc.(3439-3444)ACCAAC>AAC p.T1147del

Pat_14 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 8 828 c.691_693delCTG c.(691-693)CTGdel p.L234del



Pat_14 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 16 849 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_14 Post-Resistance TMEM19 55266 37 12 72094757 72094757 Frame_Shift_Del DEL T - 7 1353 c.993delT c.(991-993)GGTfs p.G331fs

Pat_14 Post-Resistance KSR2 283455 37 12 118198939 118198939 Frame_Shift_Del DEL G - 11 1581 c.776delC c.(775-777)CCGfs p.P259fs

Pat_14 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 17 696 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_14 Post-Resistance FRY 10129 37 13 32653102 32653102 Frame_Shift_Del DEL A - 9 1574 c.202delA c.(202-204)AAAfs p.K68fs

Pat_14 Post-Resistance SLAIN1 122060 37 13 78320722 78320722 Frame_Shift_Del DEL A - 8 620 c.498delA c.(496-498)GGAfs p.G166fs

Pat_14 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 7 539 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_14 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 7 582 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_14 Post-Resistance YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 49 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_14 Post-Resistance DYNC1H1 1778 37 14 102445788 102445788 Frame_Shift_Del DEL T - 11 574 c.477delT c.(475-477)CCTfs p.P159fs

Pat_14 Post-Resistance ADAL 161823 37 15 43641115 43641115 Frame_Shift_Del DEL A - 7 367 c.563delA c.(562-564)CAAfs p.Q188fs

Pat_14 Post-Resistance ABCA3 21 37 16 2369649 2369651 In_Frame_Del DEL AGC - 7 518 c.804_806delGCTc.(802-807)CTGCTC>CTCp.268_269LL>L

Pat_14 Post-Resistance GSPT1 2935 37 16 12009530 12009531 In_Frame_Ins INS - CCG 6 10 c.47_48insCGG c.(46-48)GGG>GGCGGG p.16_16G>GG

Pat_14 Post-Resistance KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 8 606 c.360_362delTGGc.(358-363)GGTGGC>GGCp.120_121GG>G

Pat_14 Post-Resistance CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 12 1568 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_14 Post-Resistance SETD1A 9739 37 16 30977317 30977317 Frame_Shift_Del DEL C - 7 396 c.2115delC c.(2113-2115)GGCfs p.G705fs

Pat_14 Post-Resistance FTO 79068 37 16 54145739 54145739 Frame_Shift_Del DEL A - 10 1484 c.1430delA c.(1429-1431)GAAfs p.E477fs

Pat_14 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 11 181 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_14 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 749 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_14 Post-Resistance CSNK2A2 1459 37 16 58198019 58198020 Frame_Shift_Del DEL CA - 8 617 c.1008_1009delTG c.(1006-1011)TGTGCAfs p.C336fs

Pat_14 Post-Resistance C16orf3 750 37 16 90095685 90095685 Frame_Shift_Del DEL C - 7 641 c.66delG c.(64-66)TGGfs p.W22fs

Pat_14 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 29 1465 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_14 Post-Resistance MYH10 4628 37 17 8397095 8397097 In_Frame_Del DEL CCT - 9 209 c.4070_4072delAGGc.(4069-4074)GAGGCC>GCCp.E1357del

Pat_14 Post-Resistance EPN2 22905 37 17 19232950 19232950 Frame_Shift_Del DEL A - 9 308 c.1401delA c.(1399-1401)TCAfs p.S467fs

Pat_14 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 885 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_14 Post-Resistance FKBP10 60681 37 17 39975559 39975559 Frame_Shift_Del DEL C - 7 333 c.825delC c.(823-825)CTCfs p.L275fs

Pat_14 Post-Resistance BRCA1 672 37 17 41246532 41246532 Frame_Shift_Del DEL T - 7 891 c.1016delA c.(1015-1017)AAGfs p.K339fs

Pat_14 Post-Resistance CDC27 996 37 17 45234336 45234336 Frame_Shift_Del DEL G - 15 455 c.785delC c.(784-786)CCAfs p.P262fs

Pat_14 Post-Resistance COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 10 332 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_14 Post-Resistance MRC2 9902 37 17 60757562 60757564 In_Frame_Del DEL ACG - 10 278 c.2330_2332delACGc.(2329-2334)CACGAC>CAC p.D781del

Pat_14 Post-Resistance CDC42EP4 23580 37 17 71281585 71281587 In_Frame_Del DEL TCC - 11 634 c.1053_1055delGGAc.(1051-1056)GAGGAT>GAT p.E351del

Pat_14 Post-Resistance ITGB4 3691 37 17 73726384 73726384 Frame_Shift_Del DEL C - 8 345 c.801delC c.(799-801)TTCfs p.F267fs

Pat_14 Post-Resistance OSBPL1A 114876 37 18 21750331 21750331 Frame_Shift_Del DEL T - 7 357 c.2378delA c.(2377-2379)AATfs p.N793fs

Pat_14 Post-Resistance SH2D3A 10045 37 19 6755180 6755180 Frame_Shift_Del DEL G - 7 925 c.643delC c.(643-645)CGGfs p.R215fs

Pat_14 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 8 998 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_14 Post-Resistance NCAN 1463 37 19 19360601 19360603 In_Frame_Del DEL CAC - 7 264 c.3847_3849delCAC c.(3847-3849)CACdel p.H1287del

Pat_14 Post-Resistance ZFP14 57677 37 19 36832330 36832330 Frame_Shift_Del DEL T - 7 769 c.398delA c.(397-399)AAGfs p.K133fs

Pat_14 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 1083 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_14 Post-Resistance C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 10 1226 c.471delC c.(469-471)CCCfs p.P157fs

Pat_14 Post-Resistance NUCB1 4924 37 19 49425109 49425111 In_Frame_Del DEL AGC - 7 259 c.1199_1201delAGCc.(1198-1203)AAGCAG>AAG p.Q407del

Pat_14 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 10 379 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del

Pat_14 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 8 237 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_14 Post-Resistance PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 8 471 c.1449_1451delAGCc.(1447-1452)GCAGCT>GCTp.483_484AA>A

Pat_14 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 349 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_14 Post-Resistance KBTBD10 10324 37 2 170366496 170366496 Frame_Shift_Del DEL A - 11 820 c.208delA c.(208-210)AAAfs p.K70fs

Pat_14 Post-Resistance DCAF17 80067 37 2 172309687 172309687 Frame_Shift_Del DEL T - 8 410 c.591delT c.(589-591)CCTfs p.P197fs

Pat_14 Post-Resistance GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 8 166 c.901_903delGAG c.(901-903)GAGdel p.E306del



Pat_14 Post-Resistance E2F1 1869 37 20 32267581 32267582 Frame_Shift_Del DEL GG - 7 546 c.551_552delCC c.(550-552)TCCfs p.S184fs

Pat_14 Post-Resistance RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 8 165 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_14 Post-Resistance TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 10 747 c.641delG c.(640-642)GGTfs p.G214fs

Pat_14 Post-Resistance DRG1 4733 37 22 31796702 31796704 In_Frame_Del DEL GGT - 8 469 c.139_141delGGT c.(139-141)GGTdel p.G52del

Pat_14 Post-Resistance FBXO7 25793 37 22 32894235 32894235 Frame_Shift_Del DEL G - 7 1077 c.1287delG c.(1285-1287)TTGfs p.L429fs

Pat_14 Post-Resistance SAPS2 9701 37 22 50876653 50876655 In_Frame_Del DEL TGA - 7 741 c.1890_1892delTGAc.(1888-1893)TTTGAT>TTT p.D633del

Pat_14 Post-Resistance ITPR1 3708 37 3 4774895 4774895 Frame_Shift_Del DEL G - 7 433 c.5200delG c.(5200-5202)GGGfs p.G1734fs

Pat_14 Post-Resistance EDEM1 9695 37 3 5248941 5248941 Frame_Shift_Del DEL T - 11 678 c.1321delT c.(1321-1323)TTTfs p.F441fs

Pat_14 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 12 199 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_14 Post-Resistance ACVR2B 93 37 3 38524693 38524693 Frame_Shift_Del DEL C - 8 710 c.1409delC c.(1408-1410)TCCfs p.S470fs

Pat_14 Post-Resistance PLXNB1 5364 37 3 48465002 48465003 Frame_Shift_Ins INS - A 9 503 c.1018_1019insT c.(1018-1020)TGCfs p.C340fs

Pat_14 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 9 476 c.4289_splice c.e25-1 p.E1430_splice

Pat_14 Post-Resistance TMCC1 23023 37 3 129546680 129546682 In_Frame_Del DEL GCA - 8 332 c.540_542delTGCc.(538-543)GCTGCA>GCAp.180_181AA>A

Pat_14 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 7 490 c.1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_14 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 8 557 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_14 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 134c.310_318delCTGCTGTGGc.(310-318)CTGCTGTGGdelp.LLW104del

Pat_14 Post-Resistance C1QTNF7 114905 37 4 15444120 15444120 Frame_Shift_Del DEL C - 7 893 c.567delC c.(565-567)TTCfs p.F189fs

Pat_14 Post-Resistance YTHDC1 91746 37 4 69202891 69202893 In_Frame_Del DEL TCC - 7 207 c.735_737delGGAc.(733-738)GAGGAA>GAAp.245_246EE>E

Pat_14 Post-Resistance PKD2 5311 37 4 88986559 88986559 Frame_Shift_Del DEL A - 7 498 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_14 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 10 223 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_14 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 7 391 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_14 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 10 338 c.2460_2462delCACc.(2458-2463)GTCACC>GTC p.T826del

Pat_14 Post-Resistance EXOSC9 5393 37 4 122728764 122728764 Frame_Shift_Del DEL T - 7 765 c.592delT c.(592-594)TTTfs p.F198fs

Pat_14 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 1131 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_14 Post-Resistance AFF4 27125 37 5 132270259 132270259 Frame_Shift_Del DEL T - 8 1055 c.498delA c.(496-498)AAAfs p.K166fs

Pat_14 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 8 677 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_14 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 11 197 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_14 Post-Resistance HNRNPH1 3187 37 5 179043184 179043187 Frame_Shift_Del DEL GCTG - 7 1314 c.1240_1243delCAGCc.(1240-1245)CAGCAGfs p.Q414fs

Pat_14 Post-Resistance TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 7 409 c.1319_1321delAGGc.(1318-1323)GAGGGC>GGC p.E440del

Pat_14 Post-Resistance BAT2 7916 37 6 31597456 31597457 Frame_Shift_Ins INS - C 10 117 c.2088_2089insC c.(2086-2091)CCACCCfs p.P696fs

Pat_14 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 8 319 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_14 Post-Resistance REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 8 1421 c.422delA c.(421-423)AAGfs p.K141fs

Pat_14 Post-Resistance GRM1 2911 37 6 146350671 146350672 Frame_Shift_Ins INS - T 7 622 c.18_19insT c.(16-21)TTGTTTfs p.L6fs

Pat_14 Post-Resistance NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 8 1330 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_14 Post-Resistance PURB 5814 37 7 44924044 44924046 In_Frame_Del DEL CGC - 8 906 c.902_904delGCGc.(901-906)GGCGAA>GAA p.G301del

Pat_14 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 10 496 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_14 Post-Resistance SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 7 230 c.304delG c.(304-306)GGGfs p.G102fs

Pat_14 Post-Resistance NAPEPLD 222236 37 7 102760122 102760123 Frame_Shift_Ins INS - A 7 426 c.842_843insT c.(841-843)TTCfs p.F281fs

Pat_14 Post-Resistance RINT1 60561 37 7 105190759 105190759 Frame_Shift_Del DEL G - 8 973 c.1159delG c.(1159-1161)GATfs p.D387fs

Pat_14 Post-Resistance CBLL1 79872 37 7 107395909 107395909 Frame_Shift_Del DEL A - 8 1050 c.413delA c.(412-414)GAAfs p.E138fs

Pat_14 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 94 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_14 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 8 802 c.528delT c.(526-528)AATfs p.N176fs

Pat_14 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 9 478 c.350delT c.(349-351)TTGfs p.L117fs

Pat_14 Post-Resistance SGK223 157285 37 8 8176387 8176388 In_Frame_Ins INS - GGGGCG 16 49 c.3497_3498insCGCCCCc.(3496-3498)CCG>CCCGCCCCGp.1166_1166P>PAP

Pat_14 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 9 605 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_14 Post-Resistance UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 7 493 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_14 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 297 c.97_99delCAG c.(97-99)CAGdel p.Q37del



Pat_14 Post-Resistance PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 10 591 c.4455_splice c.e30+1 p.E1485_splice

Pat_14 Post-Resistance TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 10 489 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_14 Post-Resistance HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 8 62 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_14 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 10 566 c.2748_2750delGGAc.(2746-2751)GAGGAA>GAAp.916_917EE>E

Pat_14 Post-Resistance ECM2 1842 37 9 95277146 95277148 In_Frame_Del DEL TCC - 7 476 c.819_821delGGAc.(817-822)GAGGAT>GAT p.E273del

Pat_14 Post-Resistance IPPK 64768 37 9 95418781 95418781 Frame_Shift_Del DEL T - 8 730 c.182delA c.(181-183)AATfs p.N61fs

Pat_14 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 11 945 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_14 Post-Resistance ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 20 403 c.1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_14 Post-Resistance SNAPC4 6621 37 9 139286460 139286462 In_Frame_Del DEL CTC - 7 644 c.907_909delGAG c.(907-909)GAGdel p.E303del

Pat_14 Post-Resistance DMD 1756 37 X 32361293 32361293 Frame_Shift_Del DEL T - 8 648 c.5697delA c.(5695-5697)AAAfs p.K1899fs

Pat_14 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DELTCCTCGAGGCAGCC - 14 68

Pat_14 Post-Resistance FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 9 690 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_14 Post-Resistance PAK3 5063 37 X 110406206 110406208 In_Frame_Del DEL GAA - 7 432 c.577_579delGAA c.(577-579)GAAdel p.E197del

Pat_14 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 10 777 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_14 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 13 1371 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_14 Post-Resistance MAGEA10 4109 37 X 151303906 151303908 In_Frame_Del DEL AGG - 8 273 c.185_187delCCTc.(184-189)TCCTGC>TGC p.S62del

Pat_15 Pre-Treatment DHX37 57647 37 12 125465270 125465272 In_Frame_Del DEL CTC - 2 4 c.502_504delGAG c.(502-504)GAGdel p.E168del

Pat_15 Pre-Treatment ZIC5 85416 37 13 100622668 100622670 In_Frame_Del DEL GGC - 3 5 c.1260_1262delGCCc.(1258-1263)CCGCCA>CCAp.420_421PP>P

Pat_15 Pre-Treatment BAHCC1 57597 37 17 79424588 79424590 In_Frame_Del DEL AAG - 3 5 c.5011_5013delAAG c.(5011-5013)AAGdel p.K1674del

Pat_15 Pre-Treatment GTF2F1 2962 37 19 6381410 6381412 In_Frame_Del DEL CTC - 2 4 c.976_978delGAG c.(976-978)GAGdel p.E326del

Pat_15 Pre-Treatment MYCN 4613 37 2 16082314 16082314 Frame_Shift_Del DEL C - 9 553 c.128delC c.(127-129)ACCfs p.T43fs

Pat_15 Pre-Treatment THNSL2 55258 37 2 88482314 88482315 Frame_Shift_Del DEL TC - 7 977 c.899_900delTC c.(898-900)TTCfs p.F300fs

Pat_15 Pre-Treatment COX5B 1329 37 2 98263824 98263842 Frame_Shift_Del DELGGCCCCAAAGGGAGCTTCA- 12 74c.195_213delGGCCCCAAAGGGAGCTTCAc.(193-213)CTGGCCCCAAAGGGAGCTTCAfsp.L65fs

Pat_15 Pre-Treatment CLTCL1 8218 37 22 19213154 19213154 Frame_Shift_Del DEL C - 2 4 c.1950delG c.(1948-1950)TGGfs p.W650fs

Pat_15 Pre-Treatment ARHGAP39 80728 37 8 145773342 145773344 In_Frame_Del DEL CTG - 10 4 c.1126_1128delCAG c.(1126-1128)CAGdel p.Q376del

Pat_15 Post-Resistance MEGF6 1953 37 1 3418424 3418424 Frame_Shift_Del DEL G - 7 266 c.2250delC c.(2248-2250)CCCfs p.P750fs

Pat_15 Post-Resistance PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 16 323 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_15 Post-Resistance ZDHHC18 84243 37 1 27180318 27180318 Frame_Shift_Del DEL T - 7 1027 c.1151delT c.(1150-1152)GTAfs p.V384fs

Pat_15 Post-Resistance DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 7 674 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_15 Post-Resistance TRIT1 54802 37 1 40313257 40313257 Frame_Shift_Del DEL T - 7 1189 c.891delA c.(889-891)AAAfs p.K297fs

Pat_15 Post-Resistance PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 13 582 c.3519_3521delGCGc.(3517-3522)CAGCGG>CAGp.R1178del

Pat_15 Post-Resistance ANKRD13C 81573 37 1 70819873 70819873 Frame_Shift_Del DEL G - 7 1245 c.219delC c.(217-219)CCCfs p.P73fs

Pat_15 Post-Resistance ST6GALNAC5 81849 37 1 77334277 77334279 In_Frame_Del DEL GCA - 9 187 c.111_113delGCAc.(109-114)CCGCAG>CCG p.Q49del

Pat_15 Post-Resistance GSTM3 2947 37 1 110282062 110282062 Frame_Shift_Del DEL C - 8 1780 c.178delG c.(178-180)GACfs p.D60fs

Pat_15 Post-Resistance VANGL1 81839 37 1 116206586 116206586 Frame_Shift_Del DEL T - 8 542 c.509delT c.(508-510)CTTfs p.L170fs

Pat_15 Post-Resistance LINGO4 339398 37 1 151773603 151773603 Frame_Shift_Del DEL A - 9 842 c.1578delT c.(1576-1578)TTTfs p.F526fs

Pat_15 Post-Resistance NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 7 962 c.1812delC c.(1810-1812)GACfs p.D604fs

Pat_15 Post-Resistance CR2 1380 37 1 207642044 207642044 Frame_Shift_Del DEL C - 8 1132 c.618delC c.(616-618)GTCfs p.V206fs

Pat_15 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 22 65c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_15 Post-Resistance INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 9 1366 c.2862_2864delGCAc.(2860-2865)CAGCAA>CAAp.954_955QQ>Q

Pat_15 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 334 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_15 Post-Resistance STAM 8027 37 10 17756616 17756618 In_Frame_Del DEL CTG - 8 412 c.1460_1462delCTGc.(1459-1464)ACTGCT>ACT p.A491del

Pat_15 Post-Resistance ERCC6 2074 37 10 50732139 50732141 In_Frame_Del DEL CCT - 7 582 c.1335_1337delAGGc.(1333-1338)GGAGGT>GGTp.445_446GG>G

Pat_15 Post-Resistance PLAU 5328 37 10 75673298 75673298 Frame_Shift_Del DEL A - 8 1353 c.462delA c.(460-462)GGAfs p.G154fs

Pat_15 Post-Resistance CCNJ 54619 37 10 97816696 97816697 Frame_Shift_Del DEL GG - 7 429 c.519_520delGG c.(517-522)TTGGAAfs p.L173fs

Pat_15 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 868 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_15 Post-Resistance SMPD1 6609 37 11 6412853 6412854 Frame_Shift_Ins INS - C 7 40 c.558_559insC c.(556-561)CCGCCCfs p.P186fs



Pat_15 Post-Resistance KCNA4 3739 37 11 30034029 30034031 In_Frame_Del DEL TGG - 9 269 c.195_197delCCAc.(193-198)CACCAG>CAG p.H65del

Pat_15 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 11 433 c.259delA c.(259-261)AAAfs p.K87fs

Pat_15 Post-Resistance CCDC73 493860 37 11 32635951 32635951 Frame_Shift_Del DEL T - 10 111 c.1913delA c.(1912-1914)AATfs p.N638fs

Pat_15 Post-Resistance ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 8 577 c.709delC c.(709-711)CTGfs p.L237fs

Pat_15 Post-Resistance MTA2 9219 37 11 62361728 62361729 Splice_Site INS - A 14 680 c.1841_splice c.e17+1 p.R614_splice

Pat_15 Post-Resistance KLC2 64837 37 11 66033664 66033664 Frame_Shift_Del DEL C - 7 152 c.1703delC c.(1702-1704)ACCfs p.T568fs

Pat_15 Post-Resistance CASP1 834 37 11 104901070 104901070 Frame_Shift_Del DEL T - 8 597 c.614delA c.(613-615)AATfs p.N205fs

Pat_15 Post-Resistance TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DELCTGGAGATGCCCGGC- 9 248c.215_229delGCCGGGCATCTCCAGc.(214-231)GGCCGGGCATCTCCAGCC>GCCp.GRASP72del

Pat_15 Post-Resistance IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 484 c.1623_1625delGCCc.(1621-1626)CCGCCA>CCAp.541_542PP>P

Pat_15 Post-Resistance CLEC4A 50856 37 12 8281936 8281937 Frame_Shift_Ins INS - A 9 175 c.276_277insA c.(274-279)GTGAAAfs p.V92fs

Pat_15 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 16 865 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_15 Post-Resistance TMBIM4 51643 37 12 66531936 66531937 Frame_Shift_Ins INS - A 7 82 c.520_521insT c.(520-522)TATfs p.Y174fs

Pat_15 Post-Resistance C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 8 824 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_15 Post-Resistance ANKRD13A 88455 37 12 110471746 110471750 Frame_Shift_Del DEL AGTCC - 9 117 c.1493_1497delAGTCCc.(1492-1497)GAGTCCfs p.E498fs

Pat_15 Post-Resistance SRRM4 84530 37 12 119594378 119594380 In_Frame_Del DEL CAG - 8 270 c.1611_1613delCAGc.(1609-1614)TACAGC>TAC p.S542del

Pat_15 Post-Resistance VPS33A 65082 37 12 122748169 122748169 Frame_Shift_Del DEL A - 7 211 c.246delT c.(244-246)TTTfs p.F82fs

Pat_15 Post-Resistance EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAA 10 281 c.8226_8227insCAA c.(8224-8229)insCAA p.2748_2749insQ

Pat_15 Post-Resistance B3GALTL 145173 37 13 31803392 31803392 Frame_Shift_Del DEL A - 11 434 c.231delA c.(229-231)TTAfs p.L77fs

Pat_15 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 645 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_15 Post-Resistance GAS6 2621 37 13 114542717 114542718 Frame_Shift_Ins INS - C 8 884 c.449_450insG c.(448-450)GGCfs p.G150fs

Pat_15 Post-Resistance PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 8 720 c.539delA c.(538-540)GAAfs p.E180fs

Pat_15 Post-Resistance KTN1 3895 37 14 56137475 56137475 Frame_Shift_Del DEL A - 7 348 c.3296delA c.(3295-3297)GAAfs p.E1099fs

Pat_15 Post-Resistance SYNE2 23224 37 14 64488704 64488704 Frame_Shift_Del DEL A - 8 337 c.5482delA c.(5482-5484)AAAfs p.K1828fs

Pat_15 Post-Resistance ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 8 709 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_15 Post-Resistance HERC2 8924 37 15 28474843 28474843 Frame_Shift_Del DEL T - 8 1202 c.4960delA c.(4960-4962)ATGfs p.M1654fs

Pat_15 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 10 1318 c.1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_15 Post-Resistance MAP1A 4130 37 15 43820164 43820164 Frame_Shift_Del DEL G - 7 942 c.6493delG c.(6493-6495)GCTfs p.A2165fs

Pat_15 Post-Resistance SIN3A 25942 37 15 75702506 75702507 Frame_Shift_Del DEL CC - 7 874 c.1129_1130delGG c.(1129-1131)GGAfs p.G377fs

Pat_15 Post-Resistance WDR90 197335 37 16 709106 709106 Frame_Shift_Del DEL C - 9 544 c.3032delC c.(3031-3033)GCCfs p.A1011fs

Pat_15 Post-Resistance UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 19 1076 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_15 Post-Resistance NOMO1 23420 37 16 14980695 14980695 Frame_Shift_Del DEL C - 7 1517 c.3300delC c.(3298-3300)TTCfs p.F1100fs

Pat_15 Post-Resistance TMC7 79905 37 16 19058506 19058506 Frame_Shift_Del DEL T - 7 2074 c.1675delT c.(1675-1677)TTTfs p.F559fs

Pat_15 Post-Resistance POLR3E 55718 37 16 22339834 22339834 Frame_Shift_Del DEL C - 15 820 c.1870delC c.(1870-1872)CCCfs p.P624fs

Pat_15 Post-Resistance RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 14 296 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_15 Post-Resistance PRRT2 112476 37 16 29825016 29825016 Frame_Shift_Del DEL C - 10 89 c.641delC c.(640-642)GCCfs p.A214fs

Pat_15 Post-Resistance EDC4 23644 37 16 67913786 67913788 In_Frame_Del DEL AGC - 11 213 c.1855_1857delAGC c.(1855-1857)AGCdel p.S629del

Pat_15 Post-Resistance ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 7 1010 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_15 Post-Resistance CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 9 292 c.2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_15 Post-Resistance TIAF1 9220 37 17 27401055 27401056 Frame_Shift_Del DEL CA - 7 492 c.162_163delTG c.(160-165)TGTGGAfs p.C54fs

Pat_15 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 9 1466 c.863delC c.(862-864)CCGfs p.P288fs

Pat_15 Post-Resistance ACACA 31 37 17 35600371 35600371 Frame_Shift_Del DEL G - 11 1395 c.2736delC c.(2734-2736)CCCfs p.P912fs

Pat_15 Post-Resistance CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 7 259 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_15 Post-Resistance VEZF1 7716 37 17 56056605 56056607 In_Frame_Del DEL TGC - 7 839 c.1044_1046delGCAc.(1042-1047)CAGCAA>CAAp.348_349QQ>Q

Pat_15 Post-Resistance USP32 84669 37 17 58257949 58257949 Frame_Shift_Del DEL T - 10 834 c.4598delA c.(4597-4599)AACfs p.N1533fs

Pat_15 Post-Resistance TNRC6C 57690 37 17 76046786 76046788 In_Frame_Del DEL CTG - 7 835 c.1643_1645delCTGc.(1642-1647)ACTGCT>ACT p.A552del

Pat_15 Post-Resistance SLC26A11 284129 37 17 78201649 78201651 In_Frame_Del DEL TGC - 8 839 c.626_628delTGCc.(625-630)ATGCTG>ATG p.L213del

Pat_15 Post-Resistance CEP192 55125 37 18 13052949 13052951 In_Frame_Del DEL CAG - 10 1139 c.3049_3051delCAG c.(3049-3051)CAGdel p.Q1020del



Pat_15 Post-Resistance GALNT1 2589 37 18 33234733 33234733 Frame_Shift_Del DEL A - 9 501 c.107delA c.(106-108)GAAfs p.E36fs

Pat_15 Post-Resistance CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 8 244 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_15 Post-Resistance C3 718 37 19 6707846 6707847 Frame_Shift_Del DEL GT - 7 566 c.1939_1940delAC c.(1939-1941)ACGfs p.T647fs

Pat_15 Post-Resistance SLC44A2 57153 37 19 10741961 10741961 Frame_Shift_Del DEL A - 9 1255 c.341delA c.(340-342)GAAfs p.E114fs

Pat_15 Post-Resistance NFIX 4784 37 19 13192587 13192589 In_Frame_Del DEL ACC - 16 435 c.1196_1198delACCc.(1195-1200)TACCAC>TAC p.H403del

Pat_15 Post-Resistance CIB3 117286 37 19 16275653 16275654 Frame_Shift_Ins INS - C 8 911 c.417_418insG c.(415-420)GGGCTGfs p.G139fs

Pat_15 Post-Resistance CHERP 10523 37 19 16633994 16633994 Frame_Shift_Del DEL G - 7 555 c.1849delC c.(1849-1851)CATfs p.H617fs

Pat_15 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 9 1228 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_15 Post-Resistance BCKDHA 593 37 19 41916544 41916544 Frame_Shift_Del DEL C - 7 505 c.111delC c.(109-111)CACfs p.H37fs

Pat_15 Post-Resistance SFRS16 11129 37 19 45556129 45556129 Frame_Shift_Del DEL C - 8 701 c.278delC c.(277-279)ACCfs p.T93fs

Pat_15 Post-Resistance KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 7 441 c.541_543delGAG c.(541-543)GAGdel p.E184del

Pat_15 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 12 842 c.1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_15 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 9 409 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del

Pat_15 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 7 158 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_15 Post-Resistance ADCY3 109 37 2 25141215 25141217 In_Frame_Del DEL CTG - 9 246 c.640_642delCAG c.(640-642)CAGdel p.Q214del

Pat_15 Post-Resistance SULT6B1 391365 37 2 37414553 37414553 Frame_Shift_Del DEL T - 7 161 c.143delA c.(142-144)AAGfs p.K48fs

Pat_15 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 289 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_15 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 9 805 c.1407_1409delCCAc.(1405-1410)CACCAA>CAA p.H469del

Pat_15 Post-Resistance KRCC1 51315 37 2 88327599 88327599 Frame_Shift_Del DEL T - 7 358 c.484delA c.(484-486)AGGfs p.R162fs

Pat_15 Post-Resistance THNSL2 55258 37 2 88482314 88482315 Frame_Shift_Del DEL TC - 9 1827 c.899_900delTC c.(898-900)TTCfs p.F300fs

Pat_15 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 10 420 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_15 Post-Resistance COX5B 1329 37 2 98263824 98263842 Frame_Shift_Del DELGGCCCCAAAGGGAGCTTCA- 25 466c.195_213delGGCCCCAAAGGGAGCTTCAc.(193-213)CTGGCCCCAAAGGGAGCTTCAfsp.L65fs

Pat_15 Post-Resistance NEB 4703 37 2 152550847 152550847 Frame_Shift_Del DEL T - 9 1003 c.1886delA c.(1885-1887)AACfs p.N629fs

Pat_15 Post-Resistance C2orf67 151050 37 2 210887680 210887680 Frame_Shift_Del DEL T - 8 125 c.2957delA c.(2956-2958)AATfs p.N986fs

Pat_15 Post-Resistance SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 9 1339 c.591delT c.(589-591)GCTfs p.A197fs

Pat_15 Post-Resistance FAM134A 79137 37 2 220046969 220046970 Frame_Shift_Del DEL CC - 8 977 c.1250_1251delCC c.(1249-1251)TCCfs p.S417fs

Pat_15 Post-Resistance BCL2L1 598 37 20 30309591 30309591 Frame_Shift_Del DEL A - 7 2171 c.431delT c.(430-432)TTCfs p.F144fs

Pat_15 Post-Resistance EIF2S2 8894 37 20 32693175 32693175 Frame_Shift_Del DEL T - 7 765 c.192delA c.(190-192)AAAfs p.K64fs

Pat_15 Post-Resistance RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 13 182 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_15 Post-Resistance RNF160 26046 37 21 30339206 30339206 Frame_Shift_Del DEL T - 10 46 c.1745delA c.(1744-1746)AATfs p.N582fs

Pat_15 Post-Resistance COL18A1 80781 37 21 46911183 46911183 Frame_Shift_Del DEL C - 7 287 c.3357delC c.(3355-3357)GGCfs p.G1119fs

Pat_15 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 7 342 c.518delG c.(517-519)GGCfs p.G173fs

Pat_15 Post-Resistance HMGXB4 10042 37 22 35661544 35661544 Frame_Shift_Del DEL A - 12 176 c.1163delA c.(1162-1164)GAAfs p.E388fs

Pat_15 Post-Resistance SGSM3 27352 37 22 40803318 40803318 Frame_Shift_Del DEL A - 7 706 c.1354delA c.(1354-1356)AAAfs p.K452fs

Pat_15 Post-Resistance EP300 2033 37 22 41574379 41574381 In_Frame_Del DEL CAG - 7 271 c.6664_6666delCAG c.(6664-6666)CAGdel p.Q2225del

Pat_15 Post-Resistance DYNC1LI1 51143 37 3 32571050 32571050 Frame_Shift_Del DEL T - 7 136 c.1288delA c.(1288-1290)ATTfs p.I430fs

Pat_15 Post-Resistance NKTR 4820 37 3 42679486 42679486 Frame_Shift_Del DEL A - 7 332 c.2290delA c.(2290-2292)AAAfs p.K764fs

Pat_15 Post-Resistance CCR3 1232 37 3 46306948 46306948 Frame_Shift_Del DEL T - 7 1514 c.299delT c.(298-300)GTTfs p.V100fs

Pat_15 Post-Resistance QARS 5859 37 3 49137217 49137220 Frame_Shift_Del DEL GAGT - 7 800 c.1362_1365delACTCc.(1360-1365)TCACTCfs p.S454fs

Pat_15 Post-Resistance EPHA3 2042 37 3 89498505 89498506 Frame_Shift_Del DEL GG - 8 938 c.2477_2478delGG c.(2476-2478)TGGfs p.W826fs

Pat_15 Post-Resistance ZPLD1 131368 37 3 102181181 102181182 Frame_Shift_Ins INS - A 12 437 c.639_640insA c.(637-642)ACCAAAfs p.T213fs

Pat_15 Post-Resistance CDV3 55573 37 3 133292940 133292942 In_Frame_Del DEL AAG - 7 68 c.52_54delAAG c.(52-54)AAGdel p.K22del

Pat_15 Post-Resistance TXNDC6 347736 37 3 138023752 138023752 Frame_Shift_Del DEL G - 8 1042 c.754delC c.(754-756)CGTfs p.R252fs

Pat_15 Post-Resistance GOLIM4 27333 37 3 167747642 167747644 In_Frame_Del DEL CTG - 8 249 c.1357_1359delCAG c.(1357-1359)CAGdel p.Q453del

Pat_15 Post-Resistance ATP13A3 79572 37 3 194147849 194147850 Frame_Shift_Ins INS - A 7 337 c.3079_3080insT c.(3079-3081)TGGfs p.W1027fs

Pat_15 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 544 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_15 Post-Resistance UGDH 7358 37 4 39515752 39515753 Frame_Shift_Ins INS - A 7 357 c.214_215insT c.(214-216)TCTfs p.S72fs



Pat_15 Post-Resistance OCIAD2 132299 37 4 48894833 48894833 Frame_Shift_Del DEL A - 14 1544 c.339delT c.(337-339)TTTfs p.F113fs

Pat_15 Post-Resistance NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 7 990 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_15 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 10 227 c.2274_2276delCTGc.(2272-2277)CTCTGC>CTC p.C763del

Pat_15 Post-Resistance ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 168 c.1028_1030delCACc.(1027-1032)CCACAA>CAA p.P343del

Pat_15 Post-Resistance FAT1 2195 37 4 187540708 187540708 Frame_Shift_Del DEL T - 7 1432 c.7032delA c.(7030-7032)CTAfs p.L2344fs

Pat_15 Post-Resistance DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 8 1229 c.877delA c.(877-879)AGAfs p.R293fs

Pat_15 Post-Resistance ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 13 1307 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_15 Post-Resistance MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 12 50 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_15 Post-Resistance ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 11 829 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_15 Post-Resistance KDM3B 51780 37 5 137713477 137713477 Frame_Shift_Del DEL G - 8 642 c.543delG c.(541-543)TTGfs p.L181fs

Pat_15 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 16 2239 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_15 Post-Resistance C5orf40 408263 37 5 156769910 156769910 Frame_Shift_Del DEL C - 8 435 c.635delG c.(634-636)GGTfs p.G212fs

Pat_15 Post-Resistance GABBR1 2550 37 6 29577144 29577144 Frame_Shift_Del DEL G - 8 335 c.1721delC c.(1720-1722)CCAfs p.P574fs

Pat_15 Post-Resistance FUCA2 2519 37 6 143832707 143832708 In_Frame_Ins INS - GCAGCA 7 11 c.64_65insTGCTGCc.(64-66)CCG>CTGCTGCCGp.21_22insLL

Pat_15 Post-Resistance GRM1 2911 37 6 146755630 146755632 In_Frame_Del DEL GAC - 10 830 c.3283_3285delGAC c.(3283-3285)GACdel p.D1099del

Pat_15 Post-Resistance GRM1 2911 37 6 146755723 146755725 In_Frame_Del DEL GAG - 8 465 c.3376_3378delGAG c.(3376-3378)GAGdel p.E1129del

Pat_15 Post-Resistance EIF3B 8662 37 7 2404086 2404086 Frame_Shift_Del DEL G - 8 571 c.1079delG c.(1078-1080)TGGfs p.W360fs

Pat_15 Post-Resistance TRIL 9865 37 7 28996482 28996482 Frame_Shift_Del DEL G - 7 624 c.1181delC c.(1180-1182)CCGfs p.P394fs

Pat_15 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 9 203 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_15 Post-Resistance HECW1 23072 37 7 43601485 43601486 Frame_Shift_Del DEL TA - 7 358 c.4781_4782delTA c.(4780-4782)TTAfs p.L1594fs

Pat_15 Post-Resistance C7orf57 136288 37 7 48092369 48092371 In_Frame_Del DEL GCA - 7 488 c.678_680delGCAc.(676-681)TTGCAG>TTG p.Q230del

Pat_15 Post-Resistance STYXL1 51657 37 7 75651194 75651196 In_Frame_Del DEL ATC - 9 1717 c.280_282delGAT c.(280-282)GATdel p.D94del

Pat_15 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 9 152 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_15 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 629 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_15 Post-Resistance ERI1 90459 37 8 8875845 8875845 Frame_Shift_Del DEL A - 8 283 c.621delA c.(619-621)CTAfs p.L207fs

Pat_15 Post-Resistance CHD7 55636 37 8 61735158 61735158 Frame_Shift_Del DEL T - 7 975 c.3054delT c.(3052-3054)CCTfs p.P1018fs

Pat_15 Post-Resistance SLC26A7 115111 37 8 92261932 92261932 Frame_Shift_Del DEL C - 8 407 c.53delC c.(52-54)ACCfs p.T18fs

Pat_15 Post-Resistance RGS22 26166 37 8 100990177 100990178 Frame_Shift_Ins INS - T 10 194 c.3486_3487insA c.(3484-3489)AAATTGfs p.K1162fs

Pat_15 Post-Resistance UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 10 492 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_15 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 50 c.2637_2639delCTCc.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_15 Post-Resistance ZC3H3 23144 37 8 144621235 144621235 Frame_Shift_Del DEL C - 7 391 c.302delG c.(301-303)GGCfs p.G101fs

Pat_15 Post-Resistance ARHGAP39 80728 37 8 145773342 145773344 In_Frame_Del DEL CTG - 22 33 c.1126_1128delCAG c.(1126-1128)CAGdel p.Q376del

Pat_15 Post-Resistance PIGO 84720 37 9 35091693 35091693 Frame_Shift_Del DEL G - 7 285 c.2191delC c.(2191-2193)CGTfs p.R731fs

Pat_15 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 13 160 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_15 Post-Resistance C9orf43 257169 37 9 116187646 116187648 In_Frame_Del DEL GCA - 10 245 c.888_890delGCAc.(886-891)CGGCAG>CGG p.Q304del

Pat_15 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 7 1035 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_15 Post-Resistance C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 12 357 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_15 Post-Resistance NUP188 23511 37 9 131768602 131768602 Frame_Shift_Del DEL C - 7 1361 c.5028delC c.(5026-5028)CACfs p.H1676fs

Pat_15 Post-Resistance C9orf86 55684 37 9 139734633 139734635 In_Frame_Del DEL AGA - 8 323 c.1958_1960delAGAc.(1957-1962)GAGAAG>GAG p.K660del

Pat_15 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 10 196 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_15 Post-Resistance SSX1 6756 37 X 48125727 48125727 Frame_Shift_Del DEL A - 7 1659 c.472delA c.(472-474)AAAfs p.K158fs

Pat_15 Post-Resistance NAP1L3 4675 37 X 92928153 92928155 In_Frame_Del DEL TGC - 8 99 c.149_151delGCAc.(148-153)AGCACT>ACT p.S50del

Pat_15 Post-Resistance ARHGAP36 158763 37 X 130215725 130215725 Frame_Shift_Del DEL T - 7 1051 c.86delT c.(85-87)ATTfs p.I29fs

Pat_15 Post-Resistance IGSF1 3547 37 X 130411036 130411036 Frame_Shift_Del DEL C - 11 2828 c.2485delG c.(2485-2487)GCCfs p.A829fs

Pat_15 Post-Resistance AFF2 2334 37 X 147733548 147733548 Frame_Shift_Del DEL A - 11 1185 c.76delA c.(76-78)AAAfs p.K26fs

Pat_15 Post-Resistance PNMA3 29944 37 X 152225444 152225444 Frame_Shift_Del DEL G - 9 881 c.32delG c.(31-33)CGGfs p.R11fs

Pat_26 Pre-Treatment DFFA 1676 37 1 10532411 10532411 Frame_Shift_Del DEL G - 178 360 c.105delC c.(103-105)GCCfs p.A35fs



Pat_26 Pre-Treatment VPS13D 55187 37 1 12520281 12520282 Frame_Shift_Del DEL TA - 8 512 c.12492_12493delTAc.(12490-12495)GTTATAfs p.V4164fs

Pat_26 Pre-Treatment NBPF1 55672 37 1 16895577 16895577 Frame_Shift_Del DEL C - 12 5547 c.2605delG c.(2605-2607)GACfs p.D869fs

Pat_26 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 13 184 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_26 Pre-Treatment EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 277 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_26 Pre-Treatment KIAA0467 23334 37 1 43890849 43890849 Frame_Shift_Del DEL C - 8 634 c.90delC c.(88-90)TTCfs p.F30fs

Pat_26 Pre-Treatment ZCCHC11 23318 37 1 52991351 52991351 Frame_Shift_Del DEL C - 7 813 c.602delG c.(601-603)GGAfs p.G201fs

Pat_26 Pre-Treatment C1orf173 127254 37 1 75102057 75102057 Frame_Shift_Del DEL G - 10 1087 c.510delC c.(508-510)CCCfs p.P170fs

Pat_26 Pre-Treatment C1orf183 55924 37 1 112270274 112270274 Frame_Shift_Del DEL G - 7 497 c.210delC c.(208-210)CCCfs p.P70fs

Pat_26 Pre-Treatment OTUD7B 56957 37 1 149916736 149916737 Frame_Shift_Del DEL TG - 7 995 c.1551_1552delCA c.(1549-1554)CTCAAGfs p.L517fs

Pat_26 Pre-Treatment TCHH 7062 37 1 152082254 152082254 Frame_Shift_Del DEL G - 7 432 c.3439delC c.(3439-3441)CAGfs p.Q1147fs

Pat_26 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 9 587 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_26 Pre-Treatment RC3H1 149041 37 1 173930212 173930213 Splice_Site DEL TA - 8 288 c.2370_splice c.e12+1 p.E790_splice

Pat_26 Pre-Treatment PRG4 10216 37 1 186276256 186276257 In_Frame_Ins INS - CCA 12 361 c.1405_1406insCCAc.(1405-1407)CCC>CCCACCp.471_472insT

Pat_26 Pre-Treatment PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 8 860 c.1582_1583insAGGc.(1582-1584)AAG>AAGGAGp.528_529insE

Pat_26 Pre-Treatment ASPM 259266 37 1 197065191 197065192 Frame_Shift_Del DEL AG - 8 421 c.8923_8924delCT c.(8923-8925)CTAfs p.L2975fs

Pat_26 Pre-Treatment TMEM9 252839 37 1 201115871 201115871 Frame_Shift_Del DEL G - 7 878 c.264delC c.(262-264)ATCfs p.I88fs

Pat_26 Pre-Treatment PLXNA2 5362 37 1 208315787 208315787 Frame_Shift_Del DEL G - 10 793 c.1393delC c.(1393-1395)CATfs p.H465fs

Pat_26 Pre-Treatment FBXO28 23219 37 1 224345250 224345250 Frame_Shift_Del DEL G - 8 1361 c.909delG c.(907-909)CTGfs p.L303fs

Pat_26 Pre-Treatment DIP2C 22982 37 10 412274 412275 Frame_Shift_Del DEL CA - 7 160 c.2208_2209delTG c.(2206-2211)TGTGCAfs p.C736fs

Pat_26 Pre-Treatment LARP4B 23185 37 10 863709 863709 Frame_Shift_Del DEL C - 8 960 c.1651delG c.(1651-1653)GAAfs p.E551fs

Pat_26 Pre-Treatment GDI2 2665 37 10 5808206 5808206 Frame_Shift_Del DEL G - 7 321 c.1189delC c.(1189-1191)CAGfs p.Q397fs

Pat_26 Pre-Treatment OPTN 10133 37 10 13151192 13151192 Frame_Shift_Del DEL C - 7 877 c.70delC c.(70-72)CCCfs p.P24fs

Pat_26 Pre-Treatment UNC5B 219699 37 10 73046457 73046457 Frame_Shift_Del DEL C - 8 990 c.564delC c.(562-564)CTCfs p.L188fs

Pat_26 Pre-Treatment ARHGAP19 84986 37 10 99019160 99019160 Frame_Shift_Del DEL T - 7 478 c.839delA c.(838-840)AATfs p.N280fs

Pat_26 Pre-Treatment CRTAC1 55118 37 10 99771034 99771034 Frame_Shift_Del DEL G - 7 1048 c.85delC c.(85-87)CAGfs p.Q29fs

Pat_26 Pre-Treatment CHST15 51363 37 10 125801815 125801816 Splice_Site DEL AC - 8 589 c.1033_splice c.e3+1 p.G345_splice

Pat_26 Pre-Treatment OR51B6 390058 37 11 5373493 5373493 Frame_Shift_Del DEL T - 14 442 c.756delT c.(754-756)ACTfs p.T252fs

Pat_26 Pre-Treatment DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 8 40 c.8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_26 Pre-Treatment DCHS1 8642 37 11 6662746 6662748 In_Frame_Del DEL CAG - 9 72 c.97_99delCTG c.(97-99)CTGdel p.L33del

Pat_26 Pre-Treatment EIF4G2 1982 37 11 10827460 10827460 Frame_Shift_Del DEL A - 7 1349 c.242delT c.(241-243)GTAfs p.V81fs

Pat_26 Pre-Treatment TCP11L1 55346 37 11 33083158 33083158 Frame_Shift_Del DEL G - 7 169 c.858delG c.(856-858)GTGfs p.V286fs

Pat_26 Pre-Treatment DGKZ 8525 37 11 46400752 46400753 Splice_Site INS - C 9 677 c.3104_splice c.e30-1 p.A1035_splice

Pat_26 Pre-Treatment OR8H2 390151 37 11 55873096 55873097 Frame_Shift_Del DEL AC - 8 746 c.578_579delAC c.(577-579)TACfs p.Y193fs

Pat_26 Pre-Treatment OSBP 5007 37 11 59345731 59345731 Frame_Shift_Del DEL C - 7 596 c.1951delG c.(1951-1953)GAAfs p.E651fs

Pat_26 Pre-Treatment UBXN1 51035 37 11 62445420 62445420 Frame_Shift_Del DEL T - 7 320 c.461delA c.(460-462)AAGfs p.K154fs

Pat_26 Pre-Treatment C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 13 54 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_26 Pre-Treatment SLC22A12 116085 37 11 64368393 64368393 Frame_Shift_Del DEL C - 8 777 c.1581delC c.(1579-1581)ATCfs p.I527fs

Pat_26 Pre-Treatment DRAP1 10589 37 11 65688844 65688844 Frame_Shift_Del DEL C - 7 1049 c.556delC c.(556-558)CCCfs p.P186fs

Pat_26 Pre-Treatment CTTN 2017 37 11 70279751 70279752 Splice_Site DEL AG - 7 493 c.1445_splice c.e17-1 p.E482_splice

Pat_26 Pre-Treatment ARAP1 116985 37 11 72412796 72412796 Frame_Shift_Del DEL C - 8 1547 c.2200delG c.(2200-2202)GAAfs p.E734fs

Pat_26 Pre-Treatment MOGAT2 80168 37 11 75431068 75431068 Frame_Shift_Del DEL C - 7 817 c.123delC c.(121-123)CTCfs p.L41fs

Pat_26 Pre-Treatment GAB2 9846 37 11 77991651 77991651 Frame_Shift_Del DEL G - 7 858 c.372delC c.(370-372)AGCfs p.S124fs

Pat_26 Pre-Treatment ODZ4 26011 37 11 78399200 78399200 Frame_Shift_Del DEL G - 7 889 c.5159delC c.(5158-5160)ACAfs p.T1720fs

Pat_26 Pre-Treatment ATM 472 37 11 108173585 108173586 Frame_Shift_Del DEL AG - 7 172 c.5325_5326delAG c.(5323-5328)TTAGAAfs p.L1775fs

Pat_26 Pre-Treatment MLL 4297 37 11 118344186 118344186 Frame_Shift_Del DEL C - 7 845 c.2312delC c.(2311-2313)ACCfs p.T771fs

Pat_26 Pre-Treatment ARCN1 372 37 11 118463514 118463515 Frame_Shift_Del DEL GT - 8 1429 c.1075_1076delGT c.(1075-1077)GTAfs p.V359fs

Pat_26 Pre-Treatment PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 7 92 c.1331_1333delAGGc.(1330-1335)GAGGGC>GGC p.E444del



Pat_26 Pre-Treatment SRPR 6734 37 11 126136150 126136150 Frame_Shift_Del DEL C - 9 648 c.864delG c.(862-864)GGGfs p.G288fs

Pat_26 Pre-Treatment KDM5A 5927 37 12 465621 465639 Frame_Shift_Del DELGCCAAGCCCACAACCTTGG- 11 92c.737_755delCCAAGGTTGTGGGCTTGGCc.(736-756)CCCAAGGTTGTGGGCTTGGCAfsp.P246fs

Pat_26 Pre-Treatment IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 10 465 c.1623_1625delGCCc.(1621-1626)CCGCCA>CCAp.541_542PP>P

Pat_26 Pre-Treatment PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 12 180 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_26 Pre-Treatment LRP6 4040 37 12 12339897 12339897 Frame_Shift_Del DEL G - 9 1035 c.804delC c.(802-804)CCCfs p.P268fs

Pat_26 Pre-Treatment TMTC1 83857 37 12 29671459 29671460 Frame_Shift_Del DEL CC - 7 1113 c.1645_1646delGG c.(1645-1647)GGAfs p.G549fs

Pat_26 Pre-Treatment MLL2 8085 37 12 49445526 49445526 Frame_Shift_Del DEL G - 7 301 c.1940delC c.(1939-1941)CCAfs p.P647fs

Pat_26 Pre-Treatment SMARCC2 6601 37 12 56558379 56558381 In_Frame_Del DEL AGG - 7 184 c.3274_3276delCCT c.(3274-3276)CCTdel p.P1092del

Pat_26 Pre-Treatment MDM2 4193 37 12 69233316 69233317 Frame_Shift_Del DEL CA - 8 219 c.1181_1182delCA c.(1180-1182)TCAfs p.S394fs

Pat_26 Pre-Treatment CPSF6 11052 37 12 69652761 69652763 In_Frame_Del DEL TCC - 8 850 c.1086_1088delTCCc.(1084-1089)TTTCCT>TTT p.P365del

Pat_26 Pre-Treatment NAP1L1 4673 37 12 76444310 76444312 Splice_Site DEL CAT - 7 364 c.1059_splice c.e12+1 p.D353_splice

Pat_26 Pre-Treatment E2F7 144455 37 12 77458337 77458337 Frame_Shift_Del DEL C - 7 606 c.79delG c.(79-81)GAAfs p.E27fs

Pat_26 Pre-Treatment MYO1H 283446 37 12 109826602 109826602 Frame_Shift_Del DEL G - 7 1356 c.79delG c.(79-81)GCCfs p.A27fs

Pat_26 Pre-Treatment MVK 4598 37 12 110034312 110034312 Frame_Shift_Del DEL C - 8 677 c.1121delC c.(1120-1122)GCCfs p.A374fs

Pat_26 Pre-Treatment TCTN1 79600 37 12 111078894 111078894 Frame_Shift_Del DEL G - 8 588 c.1044delG c.(1042-1044)CTGfs p.L348fs

Pat_26 Pre-Treatment TBX5 6910 37 12 114832616 114832616 Frame_Shift_Del DEL T - 8 1003 c.593delA c.(592-594)AATfs p.N198fs

Pat_26 Pre-Treatment CIT 11113 37 12 120260622 120260622 Splice_Site DEL A - 7 410 c.1111_splice c.e9+1 p.S371_splice

Pat_26 Pre-Treatment CCDC92 80212 37 12 124421800 124421800 Frame_Shift_Del DEL G - 7 190 c.801delC c.(799-801)CCCfs p.P267fs

Pat_26 Pre-Treatment ZNF664 144348 37 12 124497356 124497357 Frame_Shift_Ins INS - AA 8 722 c.665_666insAA c.(664-666)ACAfs p.T222fs

Pat_26 Pre-Treatment SALL2 6297 37 14 21993077 21993079 In_Frame_Del DEL GAG - 12 194 c.783_785delCTC c.(781-786)TCCTCT>TCTp.261_262SS>S

Pat_26 Pre-Treatment CDH24 64403 37 14 23522825 23522825 Frame_Shift_Del DEL G - 7 450 c.1106delC c.(1105-1107)CCAfs p.P369fs

Pat_26 Pre-Treatment ACIN1 22985 37 14 23528677 23528678 Frame_Shift_Del DEL GA - 7 575 c.3705_3706delTC c.(3703-3708)GTTCAGfs p.V1235fs

Pat_26 Pre-Treatment EIF2S1 1965 37 14 67831574 67831574 Frame_Shift_Del DEL G - 7 845 c.90delG c.(88-90)ATGfs p.M30fs

Pat_26 Pre-Treatment YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 120 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_26 Pre-Treatment TTBK2 146057 37 15 43075682 43075683 Frame_Shift_Del DEL GG - 10 1523 c.1131_1132delCC c.(1129-1134)CCCCAGfs p.P377fs

Pat_26 Pre-Treatment MYO5C 55930 37 15 52537588 52537588 Frame_Shift_Del DEL T - 8 790 c.2141delA c.(2140-2142)AAGfs p.K714fs

Pat_26 Pre-Treatment CLN6 54982 37 15 68504027 68504028 Frame_Shift_Del DEL TG - 8 926 c.471_472delCA c.(469-474)CTCAAGfs p.L157fs

Pat_26 Pre-Treatment FANCI 55215 37 15 89804908 89804908 Frame_Shift_Del DEL G - 8 545 c.381delG c.(379-381)TTGfs p.L127fs

Pat_26 Pre-Treatment UNC45A 55898 37 15 91485796 91485796 Frame_Shift_Del DEL A - 7 222 c.817delA c.(817-819)AAAfs p.K273fs

Pat_26 Pre-Treatment ALDH1A3 220 37 15 101438350 101438350 Frame_Shift_Del DEL G - 9 292 c.843delG c.(841-843)CTGfs p.L281fs

Pat_26 Pre-Treatment TMC5 79838 37 16 19451676 19451676 Frame_Shift_Del DEL C - 8 806 c.316delC c.(316-318)CCAfs p.P106fs

Pat_26 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 7 330 c.1761_1763delCAGc.(1759-1764)GCCAGC>GCC p.S592del

Pat_26 Pre-Treatment SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 8 1617 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_26 Pre-Treatment ZNF423 23090 37 16 49660108 49660108 Frame_Shift_Del DEL G - 7 959 c.3550delC c.(3550-3552)CAAfs p.Q1184fs

Pat_26 Pre-Treatment SALL1 6299 37 16 51175656 51175658 In_Frame_Del DEL GCT - 7 81 c.475_477delAGC c.(475-477)AGCdel p.S159del

Pat_26 Pre-Treatment IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 16 248 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_26 Pre-Treatment CNGB1 1258 37 16 57983275 57983277 In_Frame_Del DEL TCC - 9 135 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_26 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 10 240 c.1836_1838delCAGc.(1834-1839)CCCAGC>CCC p.S617del

Pat_26 Pre-Treatment MLKL 197259 37 16 74709645 74709645 Frame_Shift_Del DEL C - 8 443 c.1056delG c.(1054-1056)TTGfs p.L352fs

Pat_26 Pre-Treatment CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 12 124 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_26 Pre-Treatment CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 7 192 c.2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_26 Pre-Treatment RANGRF 29098 37 17 8192137 8192137 Frame_Shift_Del DEL G - 7 683 c.31delG c.(31-33)GGGfs p.G11fs

Pat_26 Pre-Treatment MYH10 4628 37 17 8397095 8397097 In_Frame_Del DEL CCT - 11 153 c.4070_4072delAGGc.(4069-4074)GAGGCC>GCCp.E1357del

Pat_26 Pre-Treatment SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 8 236 c.1065_1067delGCTc.(1063-1068)CGGCTG>CGG p.L360del

Pat_26 Pre-Treatment MAP2K3 5606 37 17 21208366 21208367 Frame_Shift_Del DEL GA - 8 1244 c.700_701delGA c.(700-702)GAGfs p.E234fs

Pat_26 Pre-Treatment CCT6B 10693 37 17 33255998 33255998 Frame_Shift_Del DEL T - 7 216 c.1506delA c.(1504-1506)AAAfs p.K502fs

Pat_26 Pre-Treatment RARA 5914 37 17 38508619 38508619 Frame_Shift_Del DEL G - 8 897 c.667delG c.(667-669)GACfs p.D223fs



Pat_26 Pre-Treatment STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 8 272 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_26 Pre-Treatment MAP3K14 9020 37 17 43348580 43348581 Frame_Shift_Del DEL TG - 8 407 c.1665_1666delCA c.(1663-1668)TACATCfs p.Y555fs

Pat_26 Pre-Treatment HOXB6 3216 37 17 46673842 46673842 Frame_Shift_Del DEL T - 10 1019 c.608delA c.(607-609)AAGfs p.K203fs

Pat_26 Pre-Treatment KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 747 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_26 Pre-Treatment ACOX1 51 37 17 73944473 73944473 Frame_Shift_Del DEL C - 7 814 c.1794delG c.(1792-1794)CTGfs p.L598fs

Pat_26 Pre-Treatment PTPRM 5797 37 18 8379261 8379261 Frame_Shift_Del DEL C - 7 751 c.3670delC c.(3670-3672)CCCfs p.P1224fs

Pat_26 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 7 194 c.823_splice c.e8-1 p.P275_splice

Pat_26 Pre-Treatment ADNP2 22850 37 18 77894260 77894261 Frame_Shift_Ins INS - C 11 411 c.964_965insC c.(964-966)TCCfs p.S322fs

Pat_26 Pre-Treatment HMHA1 23526 37 19 1080256 1080256 Frame_Shift_Del DEL C - 7 1769 c.1706delC c.(1705-1707)TCCfs p.S569fs

Pat_26 Pre-Treatment SMARCA4 6597 37 19 11101874 11101875 Frame_Shift_Ins INS - CAGC 35 159 c.1294_1295insCAGC c.(1294-1296)ACAfs p.T432fs

Pat_26 Pre-Treatment CACNA1A 773 37 19 13445279 13445280 Frame_Shift_Del DEL CC - 8 366 c.1110_1111delGG c.(1108-1113)GTGGAGfs p.V370fs

Pat_26 Pre-Treatment KIAA0892 23383 37 19 19454650 19454651 Frame_Shift_Del DEL GG - 9 1366 c.978_979delGG c.(976-981)CTGGACfs p.L326fs

Pat_26 Pre-Treatment GATAD2A 54815 37 19 19613207 19613208 Frame_Shift_Del DEL CA - 8 962 c.1643_1644delCA c.(1642-1644)TCAfs p.S548fs

Pat_26 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 9 1659 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_26 Pre-Treatment CEACAM5 1048 37 19 42224866 42224866 Frame_Shift_Del DEL C - 13 1034 c.1796delC c.(1795-1797)TCCfs p.S599fs

Pat_26 Pre-Treatment DMWD 1762 37 19 46289148 46289148 Frame_Shift_Del DEL C - 7 1070 c.1606delG c.(1606-1608)GCAfs p.A536fs

Pat_26 Pre-Treatment PPP1R15A 23645 37 19 49376824 49376826 In_Frame_Del DEL GAT - 8 767 c.334_336delGAT c.(334-336)GATdel p.D115del

Pat_26 Pre-Treatment PTH2 113091 37 19 49926531 49926533 In_Frame_Del DEL CAG - 9 190 c.64_66delCTG c.(64-66)CTGdel p.L22del

Pat_26 Pre-Treatment SLC27A5 10998 37 19 59009902 59009903 Frame_Shift_Del DEL CA - 7 196 c.2052_2053delTG c.(2050-2055)TGTGAGfs p.C684fs

Pat_26 Pre-Treatment LPIN1 23175 37 2 11919735 11919736 Frame_Shift_Ins INS - CT 10 263 c.813_814insCT c.(811-816)ATGCTTfs p.M271fs

Pat_26 Pre-Treatment AGBL5 60509 37 2 27278901 27278901 Frame_Shift_Del DEL C - 12 1512 c.1260delC c.(1258-1260)ATCfs p.I420fs

Pat_26 Pre-Treatment LTBP1 4052 37 2 33413655 33413655 Frame_Shift_Del DEL C - 7 415 c.1438delC c.(1438-1440)CCTfs p.P480fs

Pat_26 Pre-Treatment VRK2 7444 37 2 58313511 58313511 Frame_Shift_Del DEL A - 7 573 c.294delA c.(292-294)TTAfs p.L98fs

Pat_26 Pre-Treatment TIA1 7072 37 2 70451722 70451723 Frame_Shift_Del DEL AG - 8 404 c.437_438delCT c.(436-438)TCTfs p.S146fs

Pat_26 Pre-Treatment DYSF 8291 37 2 71909688 71909688 Frame_Shift_Del DEL A - 7 637 c.6085delA c.(6085-6087)ACCfs p.T2029fs

Pat_26 Pre-Treatment ALMS1 7840 37 2 73613032 73613037 In_Frame_Del DEL GGAGGA - 8 47 c.36_41delGGAGGAc.(34-42)CTGGAGGAG>CTG p.EE27del

Pat_26 Pre-Treatment SEMA4C 54910 37 2 97533514 97533514 Splice_Site DEL C - 7 2093 c.109_splice c.e2+1 p.E37_splice

Pat_26 Pre-Treatment EIF5B 9669 37 2 100013270 100013271 Frame_Shift_Del DEL TT - 7 530 c.3302_3303delTT c.(3301-3303)ATTfs p.I1101fs

Pat_26 Pre-Treatment TMEM182 130827 37 2 103378742 103378742 Frame_Shift_Del DEL G - 9 268 c.66delG c.(64-66)TTGfs p.L22fs

Pat_26 Pre-Treatment IWS1 55677 37 2 128262634 128262634 Frame_Shift_Del DEL G - 8 581 c.845delC c.(844-846)CCAfs p.P282fs

Pat_26 Pre-Treatment ACVR2A 92 37 2 148683686 148683686 Frame_Shift_Del DEL A - 8 230 c.1303delA c.(1303-1305)AAAfs p.K435fs

Pat_26 Pre-Treatment COBLL1 22837 37 2 165552062 165552062 Frame_Shift_Del DEL C - 7 860 c.2155delG c.(2155-2157)GATfs p.D719fs

Pat_26 Pre-Treatment TMBIM1 64114 37 2 219144792 219144792 Frame_Shift_Del DEL C - 10 929 c.260delG c.(259-261)GGAfs p.G87fs

Pat_26 Pre-Treatment RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 13 1031 c.350delT c.(349-351)CTTfs p.L117fs

Pat_26 Pre-Treatment FARSB 10056 37 2 223464670 223464670 Frame_Shift_Del DEL C - 7 1141 c.1595delG c.(1594-1596)GGAfs p.G532fs

Pat_26 Pre-Treatment PSMD1 5707 37 2 232026183 232026183 Frame_Shift_Del DEL A - 8 1308 c.2348delA c.(2347-2349)TATfs p.Y783fs

Pat_26 Pre-Treatment DGKD 8527 37 2 234371306 234371306 Frame_Shift_Del DEL C - 8 1277 c.3111delC c.(3109-3111)TTCfs p.F1037fs

Pat_26 Pre-Treatment C20orf96 140680 37 20 257983 257984 Frame_Shift_Del DEL TC - 8 1116 c.606_607delGA c.(604-609)GAGAAGfs p.E202fs

Pat_26 Pre-Treatment ATRN 8455 37 20 3540068 3540068 Frame_Shift_Del DEL C - 7 585 c.1141delC c.(1141-1143)CCAfs p.P381fs

Pat_26 Pre-Treatment BTBD3 22903 37 20 11899028 11899030 In_Frame_Del DEL CAG - 7 592 c.105_107delCAGc.(103-108)ACCAGC>ACC p.S40del

Pat_26 Pre-Treatment ISM1 140862 37 20 13202444 13202446 In_Frame_Del DEL GCT - 4 9 c.21_23delGCT c.(19-24)GAGCTG>GAG p.L12del

Pat_26 Pre-Treatment BCL2L1 598 37 20 30309941 30309942 Frame_Shift_Del DEL AA - 8 574 c.80_81delTT c.(79-81)TTTfs p.F27fs

Pat_26 Pre-Treatment TM9SF4 9777 37 20 30729643 30729643 Frame_Shift_Del DEL A - 8 1001 c.473delA c.(472-474)GAAfs p.E158fs

Pat_26 Pre-Treatment CHMP4B 128866 37 20 32439998 32439999 Frame_Shift_Ins INS - A 8 977 c.599_600insA c.(598-600)CCAfs p.P200fs

Pat_26 Pre-Treatment RALGAPB 57148 37 20 37146233 37146233 Frame_Shift_Del DEL C - 8 735 c.1136delC c.(1135-1137)ACCfs p.T379fs

Pat_26 Pre-Treatment SYS1-DBNDD2 767557 37 20 44038638 44038640 In_Frame_Del DEL CCT - 8 30 c.344_346delCCTc.(343-348)ACCTCC>ACC p.S121del

Pat_26 Pre-Treatment LSM14B 149986 37 20 60706554 60706554 Frame_Shift_Del DEL C - 8 260 c.978delC c.(976-978)CTCfs p.L326fs



Pat_26 Pre-Treatment SH3BGR 6450 37 21 40823995 40823995 Frame_Shift_Del DEL G - 7 1071 c.162delG c.(160-162)TTGfs p.L54fs

Pat_26 Pre-Treatment PCNT 5116 37 21 47851962 47851963 Frame_Shift_Del DEL GA - 9 288 c.8584_8585delGA c.(8584-8586)GAGfs p.E2862fs

Pat_26 Pre-Treatment UFD1L 7353 37 22 19443251 19443253 In_Frame_Del DEL TTC - 8 1148 c.717_719delGAAc.(715-720)AAGAAA>AAAp.239_240KK>K

Pat_26 Pre-Treatment MED15 51586 37 22 20918817 20918819 In_Frame_Del DEL CAG - 8 104 c.532_534delCAG c.(532-534)CAGdel p.Q188del

Pat_26 Pre-Treatment C22orf45 646023 37 22 24827042 24827042 Frame_Shift_Del DEL C - 5 4 c.479delG c.(478-480)TGAfs p.*160fs

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38121934 38121934 Frame_Shift_Del DEL C - 7 846 c.3371delC c.(3370-3372)TCCfs p.S1124fs

Pat_26 Pre-Treatment FAM109B 150368 37 22 42473377 42473377 Frame_Shift_Del DEL G - 13 481 c.80delG c.(79-81)TGGfs p.W27fs

Pat_26 Pre-Treatment C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 600 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_26 Pre-Treatment TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 10 311 c.5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_26 Pre-Treatment CNTN4 152330 37 3 3078967 3078967 Frame_Shift_Del DEL G - 7 1499 c.2047delG c.(2047-2049)GGGfs p.G683fs

Pat_26 Pre-Treatment CIDEC 63924 37 3 9908869 9908869 Frame_Shift_Del DEL G - 11 832 c.666delC c.(664-666)CCCfs p.P222fs

Pat_26 Pre-Treatment FANCD2 2177 37 3 10136049 10136049 Splice_Site DEL T - 7 441 c.3963_splice c.e40+2 p.R1321_splice

Pat_26 Pre-Treatment SH3BP5 9467 37 3 15373833 15373835 In_Frame_Del DEL TCC - 7 57 c.81_83delGGA c.(79-84)GAGGAA>GAA p.27_28EE>E

Pat_26 Pre-Treatment NCKIPSD 51517 37 3 48717021 48717023 In_Frame_Del DEL CTG - 11 897 c.1474_1476delCAG c.(1474-1476)CAGdel p.Q492del

Pat_26 Pre-Treatment IMPDH2 3615 37 3 49062664 49062665 Frame_Shift_Del DEL TG - 7 1220 c.1044_1045delCA c.(1042-1047)TACAAGfs p.Y348fs

Pat_26 Pre-Treatment QARS 5859 37 3 49140808 49140808 Frame_Shift_Del DEL G - 8 1061 c.486delC c.(484-486)GGCfs p.G162fs

Pat_26 Pre-Treatment PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 13 1972 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_26 Pre-Treatment C3orf63 23272 37 3 56667404 56667404 Frame_Shift_Del DEL T - 8 477 c.3232delA c.(3232-3234)AGTfs p.S1078fs

Pat_26 Pre-Treatment GPR128 84873 37 3 100362146 100362146 Frame_Shift_Del DEL G - 7 1273 c.735delG c.(733-735)TTGfs p.L245fs

Pat_26 Pre-Treatment STAG1 10274 37 3 136096582 136096582 Frame_Shift_Del DEL C - 8 363 c.2290delG c.(2290-2292)GTAfs p.V764fs

Pat_26 Pre-Treatment FAM194A 131831 37 3 150421591 150421593 In_Frame_Del DEL TCC - 9 94 c.93_95delGGA c.(91-96)GAGGAA>GAA p.31_32EE>E

Pat_26 Pre-Treatment MBNL1 4154 37 3 152165430 152165430 Frame_Shift_Del DEL C - 7 465 c.883delC c.(883-885)CCCfs p.P295fs

Pat_26 Pre-Treatment IQCJ 654502 37 3 158983047 158983048 Frame_Shift_Del DEL GG - 8 488 c.335_336delGG c.(334-336)TGGfs p.W112fs

Pat_26 Pre-Treatment SI 6476 37 3 164741382 164741384 In_Frame_Del DEL GTG - 8 312 c.3073_3075delCAC c.(3073-3075)CACdel p.H1025del

Pat_26 Pre-Treatment FAM157A 728262 37 3 197880131 197880133 In_Frame_Del DEL GCA - 7 55 c.210_212delGCAc.(208-213)TGGCAG>TGG p.Q84del

Pat_26 Pre-Treatment CRIPAK 285464 37 4 1389360 1389361 Frame_Shift_Ins INS - CA 7 1947 c.1061_1062insCA c.(1060-1062)CTCfs p.L354fs

Pat_26 Pre-Treatment POLN 353497 37 4 2073875 2073875 Frame_Shift_Del DEL G - 8 685 c.2669delC c.(2668-2670)CCAfs p.P890fs

Pat_26 Pre-Treatment ADD1 118 37 4 2909553 2909554 Frame_Shift_Del DEL CC - 7 679 c.1497_1498delCCc.(1495-1500)GTCCAGfs p.V499fs

Pat_26 Pre-Treatment WFS1 7466 37 4 6303433 6303433 Frame_Shift_Del DEL G - 8 1645 c.1911delG c.(1909-1911)CTGfs p.L637fs

Pat_26 Pre-Treatment SHISA3 152573 37 4 42403363 42403363 Frame_Shift_Del DEL G - 7 312 c.612delG c.(610-612)CTGfs p.L204fs

Pat_26 Pre-Treatment REST 5978 37 4 57797637 57797638 Frame_Shift_Del DEL TT - 8 543 c.2613_2614delTT c.(2611-2616)AATTTAfs p.N871fs

Pat_26 Pre-Treatment MUC7 4589 37 4 71347351 71347351 Frame_Shift_Del DEL C - 7 1380 c.890delC c.(889-891)TCCfs p.S297fs

Pat_26 Pre-Treatment UTP3 57050 37 4 71555274 71555274 Frame_Shift_Del DEL G - 8 1051 c.880delG c.(880-882)GGAfs p.G294fs

Pat_26 Pre-Treatment RAB33B 83452 37 4 140375515 140375515 Frame_Shift_Del DEL G - 7 273 c.166delG c.(166-168)GGCfs p.G56fs

Pat_26 Pre-Treatment POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 10 32 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_26 Pre-Treatment FBXW7 55294 37 4 153244156 153244156 Frame_Shift_Del DEL C - 8 1107 c.2001delG c.(1999-2001)GGGfs p.G667fs

Pat_26 Pre-Treatment ADAMTS12 81792 37 5 33549462 33549462 Frame_Shift_Del DEL G - 8 786 c.4152delC c.(4150-4152)TTCfs p.F1384fs

Pat_26 Pre-Treatment ADAMTS12 81792 37 5 33616067 33616067 Frame_Shift_Del DEL A - 8 320 c.2254delT c.(2254-2256)TACfs p.Y752fs

Pat_26 Pre-Treatment PPAP2A 8611 37 5 54721111 54721128 In_Frame_Del DELTTCTTTCTTTAAAAGAAG- 17 77c.761_778delCTTCTTTTAAAGAAAGAAc.(760-780)ACTTCTTTTAAAGAAAGAAAA>AAAp.TSFKER254del

Pat_26 Pre-Treatment SFRS12 140890 37 5 65457960 65457960 Frame_Shift_Del DEL G - 8 463 c.87delG c.(85-87)TTGfs p.L29fs

Pat_26 Pre-Treatment BDP1 55814 37 5 70766233 70766233 Frame_Shift_Del DEL T - 8 160 c.931delT c.(931-933)TTTfs p.F311fs

Pat_26 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 10 105 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_26 Pre-Treatment PPARGC1B 133522 37 5 149216510 149216510 Frame_Shift_Del DEL G - 8 379 c.2492delG c.(2491-2493)TGCfs p.C831fs

Pat_26 Pre-Treatment GPX3 2878 37 5 150406548 150406549 Frame_Shift_Del DEL GA - 7 541 c.329_330delGA c.(328-330)GGAfs p.G110fs

Pat_26 Pre-Treatment ADRA1B 147 37 5 159344829 159344832 Frame_Shift_Del DEL GCTG - 14 851 c.917_920delGCTG c.(916-921)TGCTGGfs p.C306fs

Pat_26 Pre-Treatment SLU7 10569 37 5 159841420 159841421 Frame_Shift_Del DEL GA - 8 584 c.229_230delTC c.(229-231)TCAfs p.S77fs

Pat_26 Pre-Treatment NOP16 51491 37 5 175815281 175815281 Frame_Shift_Del DEL C - 8 639 c.171delG c.(169-171)GGGfs p.G57fs



Pat_26 Pre-Treatment UIMC1 51720 37 5 176395609 176395609 Frame_Shift_Del DEL T - 108 148 c.1147delA c.(1147-1149)AGCfs p.S383fs

Pat_26 Pre-Treatment NSD1 64324 37 5 176721165 176721165 Frame_Shift_Del DEL A - 8 588 c.6796delA c.(6796-6798)AAAfs p.K2266fs

Pat_26 Pre-Treatment FOXC1 2296 37 6 1611802 1611803 In_Frame_Ins INS - GGC 7 18 c.1122_1123insGGC c.(1120-1125)insGGC p.380_381insG

Pat_26 Pre-Treatment ZNF192 7745 37 6 28121376 28121376 Frame_Shift_Del DEL G - 7 351 c.1318delG c.(1318-1320)GGGfs p.G440fs

Pat_26 Pre-Treatment TRIM10 10107 37 6 30126250 30126250 Frame_Shift_Del DEL C - 8 1368 c.682delG c.(682-684)GAGfs p.E228fs

Pat_26 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 8 1179 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_26 Pre-Treatment EHMT2 10919 37 6 31857330 31857332 In_Frame_Del DEL TCC - 7 417 c.912_914delGGAc.(910-915)GAGGAA>GAAp.304_305EE>E

Pat_26 Pre-Treatment PHF1 5252 37 6 33380050 33380050 Frame_Shift_Del DEL C - 7 332 c.10delC c.(10-12)CCCfs p.P4fs

Pat_26 Pre-Treatment ZBTB9 221504 37 6 33423088 33423088 Frame_Shift_Del DEL C - 7 1723 c.211delC c.(211-213)CCTfs p.P71fs

Pat_26 Pre-Treatment FOXP4 116113 37 6 41555186 41555186 Frame_Shift_Del DEL C - 7 1022 c.808delC c.(808-810)CCCfs p.P270fs

Pat_26 Pre-Treatment DST 667 37 6 56382036 56382037 Frame_Shift_Ins INS - T 8 959 c.11959_11960insA c.(11959-11961)ATCfs p.I3987fs

Pat_26 Pre-Treatment FBXL4 26235 37 6 99322265 99322266 Frame_Shift_Del DEL TT - 7 341 c.1754_1755delAA c.(1753-1755)AAAfs p.K585fs

Pat_26 Pre-Treatment ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 9 80 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_26 Pre-Treatment DAGLB 221955 37 7 6474591 6474591 Frame_Shift_Del DEL C - 7 229 c.480delG c.(478-480)GGGfs p.G160fs

Pat_26 Pre-Treatment THSD7A 221981 37 7 11468637 11468637 Frame_Shift_Del DEL T - 8 1379 c.3180delA c.(3178-3180)AAAfs p.K1060fs

Pat_26 Pre-Treatment MACC1 346389 37 7 20199520 20199520 Frame_Shift_Del DEL T - 8 335 c.464delA c.(463-465)CAGfs p.Q155fs

Pat_26 Pre-Treatment AUTS2 26053 37 7 70229781 70229782 Frame_Shift_Ins INS - A 9 29 c.1258_1259insA c.(1258-1260)CCTfs p.P420fs

Pat_26 Pre-Treatment DTX2 113878 37 7 76112242 76112243 Frame_Shift_Ins INS - C 7 2349 c.686_687insC c.(685-687)CACfs p.H229fs

Pat_26 Pre-Treatment FGL2 10875 37 7 76826170 76826170 Frame_Shift_Del DEL C - 8 478 c.746delG c.(745-747)GGAfs p.G249fs

Pat_26 Pre-Treatment ZNF277 11179 37 7 111980965 111980965 Frame_Shift_Del DEL A - 7 663 c.1048delA c.(1048-1050)ATTfs p.I350fs

Pat_26 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 75 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_26 Pre-Treatment PSD3 23362 37 8 18490121 18490121 Splice_Site DEL A - 7 240 c.2410_splice c.e11+1 p.T804_splice

Pat_26 Pre-Treatment HNF4G 3174 37 8 76463653 76463653 Frame_Shift_Del DEL C - 8 335 c.272delC c.(271-273)ACCfs p.T91fs

Pat_26 Pre-Treatment CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 8 1066 c.359delA c.(358-360)AAGfs p.K120fs

Pat_26 Pre-Treatment RNF19A 25897 37 8 101276956 101276957 Frame_Shift_Del DEL CT - 23 1219 c.1248_1249delAG c.(1246-1251)ATAGCAfs p.I416fs

Pat_26 Pre-Treatment LRP12 29967 37 8 105503672 105503672 Frame_Shift_Del DEL C - 9 297 c.1809delG c.(1807-1809)TGGfs p.W603fs

Pat_26 Pre-Treatment ZFPM2 23414 37 8 106813426 106813426 Frame_Shift_Del DEL C - 8 794 c.1116delC c.(1114-1116)TTCfs p.F372fs

Pat_26 Pre-Treatment EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 7 1062 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_26 Pre-Treatment FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 833 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_26 Pre-Treatment LRRC24 441381 37 8 145749495 145749496 Frame_Shift_Del DEL TG - 8 1415 c.605_606delCA c.(604-606)ACAfs p.T202fs

Pat_26 Pre-Treatment KCNV2 169522 37 9 2718093 2718094 Frame_Shift_Del DEL CC - 4 3 c.354_355delCC c.(352-357)TTCCCCfs p.F118fs

Pat_26 Pre-Treatment NPR2 4882 37 9 35805643 35805643 Frame_Shift_Del DEL G - 8 639 c.2023delG c.(2023-2025)GATfs p.D675fs

Pat_26 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 8 407 c.394delC c.(394-396)CCCfs p.P132fs

Pat_26 Pre-Treatment SHROOM4 57477 37 X 50556964 50556964 Frame_Shift_Del DEL C - 43 19 c.55delG c.(55-57)GCAfs p.A19fs

Pat_26 Pre-Treatment TRMT2B 79979 37 X 100278466 100278467 Frame_Shift_Del DEL AA - 8 356 c.748_749delTT c.(748-750)TTAfs p.L250fs

Pat_26 Pre-Treatment MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 8 156 c.1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_26 Post-Resistance DFFA 1676 37 1 10532411 10532411 Frame_Shift_Del DEL G - 9 541 c.105delC c.(103-105)GCCfs p.A35fs

Pat_26 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 10 162 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_26 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 187 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_26 Post-Resistance PDE4DIP 9659 37 1 144873913 144873913 Frame_Shift_Del DEL G - 11 1806 c.5044delC c.(5044-5046)CAGfs p.Q1682fs

Pat_26 Post-Resistance ECM1 1893 37 1 150483467 150483467 Frame_Shift_Del DEL C - 9 1129 c.501delC c.(499-501)TTCfs p.F167fs

Pat_26 Post-Resistance ARNT 405 37 1 150789283 150789283 Frame_Shift_Del DEL G - 7 433 c.1783delC c.(1783-1785)CGGfs p.R595fs

Pat_26 Post-Resistance RFX5 5993 37 1 151315123 151315123 Frame_Shift_Del DEL T - 7 2538 c.1390delA c.(1390-1392)AGGfs p.R464fs

Pat_26 Post-Resistance GPATCH4 54865 37 1 156568057 156568058 Frame_Shift_Del DEL TG - 8 1878 c.222_223delCA c.(220-225)TTCAACfs p.F74fs

Pat_26 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 628 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_26 Post-Resistance PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 12 508 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_26 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 7 83 c.2093delA c.(2092-2094)CAAfs p.Q698fs



Pat_26 Post-Resistance ABI1 10006 37 10 27040624 27040626 In_Frame_Del DEL TGG - 8 367 c.1252_1254delCCA c.(1252-1254)CCAdel p.P418del

Pat_26 Post-Resistance PARD3 56288 37 10 34671501 34671501 Frame_Shift_Del DEL T - 7 422 c.1366delA c.(1366-1368)ATAfs p.I456fs

Pat_26 Post-Resistance PCDH15 65217 37 10 56077158 56077160 In_Frame_Del DEL GTG - 7 607 c.747_749delCACc.(745-750)ACCACT>ACTp.249_250TT>T

Pat_26 Post-Resistance STAMBPL1 57559 37 10 90682146 90682146 Frame_Shift_Del DEL A - 11 230 c.1207delA c.(1207-1209)AAAfs p.K403fs

Pat_26 Post-Resistance C10orf76 79591 37 10 103769184 103769184 Frame_Shift_Del DEL C - 8 1092 c.901delG c.(901-903)GCAfs p.A301fs

Pat_26 Post-Resistance C10orf118 55088 37 10 115891080 115891081 Frame_Shift_Del DEL TC - 8 710 c.1926_1927delGA c.(1924-1929)TTGAAAfs p.L642fs

Pat_26 Post-Resistance SBF2 81846 37 11 9864178 9864180 In_Frame_Del DEL CAT - 17 347 c.3248_3250delATGc.(3247-3252)GATGTA>GTA p.D1083del

Pat_26 Post-Resistance AHNAK 79026 37 11 62294917 62294917 Frame_Shift_Del DEL G - 7 708 c.6972delC c.(6970-6972)CCCfs p.P2324fs

Pat_26 Post-Resistance KAT5 10524 37 11 65480517 65480518 Frame_Shift_Del DEL AG - 8 494 c.273_274delAG c.(271-276)CCAGAGfs p.P91fs

Pat_26 Post-Resistance NDUFV1 4723 37 11 67379630 67379630 Frame_Shift_Del DEL G - 8 1354 c.1202delG c.(1201-1203)AGGfs p.R401fs

Pat_26 Post-Resistance PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 12 74 c.1331_1333delAGGc.(1330-1335)GAGGGC>GGC p.E444del

Pat_26 Post-Resistance CDON 50937 37 11 125889533 125889533 Frame_Shift_Del DEL T - 8 1082 c.477delA c.(475-477)AAAfs p.K159fs

Pat_26 Post-Resistance PRB2 653247 37 12 11546605 11546607 In_Frame_Del DEL GGA - 7 849 c.405_407delTCCc.(403-408)CCTCCA>CCAp.135_136PP>P

Pat_26 Post-Resistance C12orf35 55196 37 12 32134718 32134720 In_Frame_Del DEL CCT - 7 554 c.829_831delCCT c.(829-831)CCTdel p.P281del

Pat_26 Post-Resistance TENC1 23371 37 12 53452903 53452903 Frame_Shift_Del DEL C - 8 541 c.1478delC c.(1477-1479)ACCfs p.T493fs

Pat_26 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 7 383 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_26 Post-Resistance OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 7 174 c.592delT c.(592-594)TTTfs p.F198fs

Pat_26 Post-Resistance SMARCC2 6601 37 12 56558379 56558381 In_Frame_Del DEL AGG - 9 146 c.3274_3276delCCT c.(3274-3276)CCTdel p.P1092del

Pat_26 Post-Resistance TMEM194A 23306 37 12 57456936 57456936 Frame_Shift_Del DEL C - 8 2456 c.946delG c.(946-948)GAAfs p.E316fs

Pat_26 Post-Resistance APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 7 772 c.16delA c.(16-18)AAAfs p.K6fs

Pat_26 Post-Resistance PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 13 707 c.539delA c.(538-540)GAAfs p.E180fs

Pat_26 Post-Resistance ZFP36L1 677 37 14 69256523 69256524 Frame_Shift_Ins INS - T 10 1241 c.743_744insA c.(742-744)AATfs p.N248fs

Pat_26 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 9 638 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_26 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 10 1368 c.1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_26 Post-Resistance C15orf58 390637 37 15 90784232 90784232 Frame_Shift_Del DEL A - 9 1739 c.92delA c.(91-93)TATfs p.Y31fs

Pat_26 Post-Resistance SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 7 244 c.1761_1763delCAGc.(1759-1764)GCCAGC>GCC p.S592del

Pat_26 Post-Resistance KIAA0556 23247 37 16 27692779 27692779 Frame_Shift_Del DEL C - 9 843 c.868delC c.(868-870)CCCfs p.P290fs

Pat_26 Post-Resistance SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 7 1305 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_26 Post-Resistance CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 10 944 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_26 Post-Resistance CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 14 117 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_26 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 9 472 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_26 Post-Resistance NEK8 284086 37 17 27068996 27068996 Frame_Shift_Del DEL C - 7 1151 c.2070delC c.(2068-2070)GTCfs p.V690fs

Pat_26 Post-Resistance CASC3 22794 37 17 38324506 38324506 Frame_Shift_Del DEL C - 7 851 c.1801delC c.(1801-1803)CCCfs p.P601fs

Pat_26 Post-Resistance STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 8 234 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_26 Post-Resistance UBTF 7343 37 17 42290240 42290240 Frame_Shift_Del DEL G - 7 1510 c.607delC c.(607-609)CAGfs p.Q203fs

Pat_26 Post-Resistance UBTF 7343 37 17 42294029 42294029 Frame_Shift_Del DEL C - 7 1063 c.102delG c.(100-102)ATGfs p.M34fs

Pat_26 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 153 c.1509_1511delGGAc.(1507-1512)GAGGAT>GAT p.E503del

Pat_26 Post-Resistance CTDP1 9150 37 18 77477959 77477959 Frame_Shift_Del DEL G - 7 182 c.2360delG c.(2359-2361)CGGfs p.R787fs

Pat_26 Post-Resistance ACSBG2 81616 37 19 6147614 6147614 Frame_Shift_Del DEL C - 7 1117 c.225delC c.(223-225)GGCfs p.G75fs

Pat_26 Post-Resistance LGI4 163175 37 19 35625552 35625554 In_Frame_Del DEL CAG - 7 105 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_26 Post-Resistance RYR1 6261 37 19 38964047 38964047 Frame_Shift_Del DEL C - 7 348 c.3796delC c.(3796-3798)CCCfs p.P1266fs

Pat_26 Post-Resistance LENG8 114823 37 19 54963859 54963861 In_Frame_Del DEL GCA - 7 772 c.243_245delGCAc.(241-246)TTGCAG>TTG p.Q85del

Pat_26 Post-Resistance ZEB2 9839 37 2 145274887 145274887 Frame_Shift_Del DEL G - 9 888 c.31delC c.(31-33)CGGfs p.R11fs

Pat_26 Post-Resistance ANKRD44 91526 37 2 197943383 197943384 Frame_Shift_Del DEL TG - 7 16 c.1693_1694delCA c.(1693-1695)CATfs p.H565fs

Pat_26 Post-Resistance CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 8 204 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_26 Post-Resistance CTLA4 1493 37 2 204736166 204736166 Frame_Shift_Del DEL T - 7 748 c.523delT c.(523-525)TTTfs p.F175fs

Pat_26 Post-Resistance TNS1 7145 37 2 218712887 218712889 In_Frame_Del DEL GCT - 8 47 c.1976_1978delAGCc.(1975-1980)CAGCCT>CCT p.Q659del



Pat_26 Post-Resistance INPP5D 3635 37 2 234072358 234072359 Frame_Shift_Ins INS - C 7 653 c.1246_1247insC c.(1246-1248)GCCfs p.A416fs

Pat_26 Post-Resistance DSN1 79980 37 20 35399448 35399448 Frame_Shift_Del DEL T - 9 539 c.183delA c.(181-183)AAAfs p.K61fs

Pat_26 Post-Resistance PSMA7 5688 37 20 60714134 60714134 Frame_Shift_Del DEL C - 7 883 c.468delG c.(466-468)TGGfs p.W156fs

Pat_26 Post-Resistance TCFL5 10732 37 20 61490718 61490719 Frame_Shift_Del DEL CC - 8 1696 c.991_992delGG c.(991-993)GGAfs p.G331fs

Pat_26 Post-Resistance SLC5A4 6527 37 22 32614619 32614621 In_Frame_Del DEL TCC - 17 285 c.1860_1862delGGAc.(1858-1863)GAGGAA>GAAp.620_621EE>E

Pat_26 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 14 953 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_26 Post-Resistance C22orf9 23313 37 22 45598978 45598978 Frame_Shift_Del DEL G - 7 952 c.745delC c.(745-747)CAGfs p.Q249fs

Pat_26 Post-Resistance SRGAP3 9901 37 3 9034600 9034600 Frame_Shift_Del DEL C - 7 671 c.2548delG c.(2548-2550)GTGfs p.V850fs

Pat_26 Post-Resistance RAD54L2 23132 37 3 51624506 51624508 In_Frame_Del DEL GAG - 7 68 c.70_72delGAG c.(70-72)GAGdel p.E30del

Pat_26 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 2146 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_26 Post-Resistance ZNF721 170960 37 4 436417 436417 Frame_Shift_Del DEL G - 8 843 c.1839delC c.(1837-1839)TACfs p.Y613fs

Pat_26 Post-Resistance CRIPAK 285464 37 4 1389360 1389361 Frame_Shift_Ins INS - CA 8 1627 c.1061_1062insCA c.(1060-1062)CTCfs p.L354fs

Pat_26 Post-Resistance NUDT9 53343 37 4 88344097 88344098 Frame_Shift_Del DEL TC - 7 241 c.40_41delTC c.(40-42)TCTfs p.S14fs

Pat_26 Post-Resistance KIAA0922 23240 37 4 154523492 154523492 Splice_Site DEL T - 7 1008 c.2450_splice c.e22+2 p.V817_splice

Pat_26 Post-Resistance SH3RF1 57630 37 4 170043324 170043326 In_Frame_Del DEL CAG - 12 169 c.1271_1273delCTGc.(1270-1275)GCTGGA>GGA p.A424del

Pat_26 Post-Resistance PPAP2A 8611 37 5 54721111 54721128 In_Frame_Del DELTTCTTTCTTTAAAAGAAG- 8 181c.761_778delCTTCTTTTAAAGAAAGAAc.(760-780)ACTTCTTTTAAAGAAAGAAAA>AAAp.TSFKER254del

Pat_26 Post-Resistance CENPH 64946 37 5 68492902 68492902 Frame_Shift_Del DEL A - 7 204 c.337delA c.(337-339)AAAfs p.K113fs

Pat_26 Post-Resistance NUDT12 83594 37 5 102894977 102894978 Frame_Shift_Del DEL TC - 13 216 c.398_399delGA c.(397-399)AGAfs p.R133fs

Pat_26 Post-Resistance APC 324 37 5 112173349 112173350 Frame_Shift_Del DEL TC - 28 211 c.2058_2059delTC c.(2056-2061)AATCTCfs p.N686fs

Pat_26 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 20 328 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_26 Post-Resistance PPIC 5480 37 5 122365013 122365014 Frame_Shift_Del DEL AG - 8 303 c.217_218delCT c.(217-219)CTAfs p.L73fs

Pat_26 Post-Resistance TCF7 6932 37 5 133473765 133473765 Frame_Shift_Del DEL C - 7 1136 c.457delC c.(457-459)CCCfs p.P153fs

Pat_26 Post-Resistance FAT2 2196 37 5 150886794 150886794 Frame_Shift_Del DEL G - 8 484 c.12438delC c.(12436-12438)CCCfs p.P4146fs

Pat_26 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 14 561 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_26 Post-Resistance UIMC1 51720 37 5 176395609 176395609 Frame_Shift_Del DEL T - 29 201 c.1147delA c.(1147-1149)AGCfs p.S383fs

Pat_26 Post-Resistance NOL7 51406 37 6 13615667 13615668 In_Frame_Ins INS - GGA 4 7 c.77_78insGGA c.(76-78)TCG>TCGGAG p.30_31insE

Pat_26 Post-Resistance SYNGAP1 8831 37 6 33411201 33411203 In_Frame_Del DEL CAC - 9 270 c.2872_2874delCAC c.(2872-2874)CACdel p.H966del

Pat_26 Post-Resistance FAM162B 221303 37 6 117073772 117073772 Frame_Shift_Del DEL A - 7 669 c.477delT c.(475-477)GCTfs p.A159fs

Pat_26 Post-Resistance ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 10 56 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_26 Post-Resistance EIF3B 8662 37 7 2405996 2405997 Frame_Shift_Del DEL CT - 8 289 c.1202_1203delCT c.(1201-1203)CCTfs p.P401fs

Pat_26 Post-Resistance TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 8 931 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_26 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 13 185 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_26 Post-Resistance INHBA 3624 37 7 41739928 41739928 Frame_Shift_Del DEL C - 7 750 c.45delG c.(43-45)TGGfs p.W15fs

Pat_26 Post-Resistance TRRAP 8295 37 7 98569547 98569548 Frame_Shift_Del DEL GG - 7 446 c.7797_7798delGGc.(7795-7800)CTGGACfs p.L2599fs

Pat_26 Post-Resistance C8orf44 56260 37 8 67589968 67589968 Frame_Shift_Del DEL A - 8 487 c.25delA c.(25-27)AACfs p.N9fs

Pat_26 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 11 208 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_26 Post-Resistance BAG1 573 37 9 33255870 33255870 Frame_Shift_Del DEL T - 8 405 c.941delA c.(940-942)AAGfs p.K314fs

Pat_26 Post-Resistance CIZ1 25792 37 9 130950208 130950209 Frame_Shift_Del DEL CC - 8 792 c.291_292delGG c.(289-294)CTGGACfs p.L97fs

Pat_26 Post-Resistance PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 9 431 c.394delC c.(394-396)CCCfs p.P132fs

Pat_26 Post-Resistance LAS1L 81887 37 X 64732694 64732694 Frame_Shift_Del DEL C - 4 2 c.2166delG c.(2164-2166)GGGfs p.G722fs

Pat_26 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 7 234 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_29 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 7 92 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_29 Pre-Treatment RBMXL1 494115 37 1 89448604 89448605 Frame_Shift_Ins INS - GG 7 425 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_29 Pre-Treatment RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 10 1524 c.1691_1694delGACAc.(1690-1695)AGACAAfs p.R564fs

Pat_29 Pre-Treatment LOR 4014 37 1 153233508 153233510 In_Frame_Del DEL GCA - 4 5 c.83_85delGCA c.(82-87)GGCAGC>GGC p.S29del

Pat_29 Pre-Treatment ANK3 288 37 10 61828745 61828747 In_Frame_Del DEL GTG - 7 110 c.11892_11894delCACc.(11890-11895)ACCACT>ACTp.3964_3965TT>T

Pat_29 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 7 282 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del



Pat_29 Pre-Treatment NFRKB 4798 37 11 129752495 129752496 Frame_Shift_Ins INS - T 7 95 c.932_933insA c.(931-933)AAGfs p.K311fs

Pat_29 Pre-Treatment PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 28 478 c.937delG c.(937-939)GCGfs p.A313fs

Pat_29 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 8 290 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_29 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 72 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del

Pat_29 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 10 243 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_29 Pre-Treatment ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 12 112 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_29 Pre-Treatment FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 9 277 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_29 Pre-Treatment MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 8 26 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_29 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 7 182 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_29 Pre-Treatment EDEM1 9695 37 3 5248941 5248941 Frame_Shift_Del DEL T - 8 95 c.1321delT c.(1321-1323)TTTfs p.F441fs

Pat_29 Pre-Treatment FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 15 90 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_29 Pre-Treatment SASH1 23328 37 6 148664242 148664243 In_Frame_Ins INS - GAGCCC 4 6 c.39_40insGAGCCC c.(37-42)insGAGCCC p.23_24insEP

Pat_29 Pre-Treatment STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 8 97 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_29 Pre-Treatment VCP 7415 37 9 35059647 35059647 Frame_Shift_Del DEL T - 10 145 c.1847delA c.(1846-1848)AATfs p.N616fs

Pat_29 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 7 182 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_29 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 13 361 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_29 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 8 261 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_29 Post-Resistance ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 8 110 c.3978_3980delGCAc.(3976-3981)CCGCAG>CCGp.Q1334del

Pat_29 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 12 372 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_29 Post-Resistance KRTAP5-8 57830 37 11 71249125 71249126 In_Frame_Ins INS -GGCTGTGGCTCCGGCTGTGGG12 184c.24_25insGGCTGTGGCTCCGGCTGTGGGc.(22-27)insGGCTGTGGCTCCGGCTGTGGGp.22_23insGCGSGCG

Pat_29 Post-Resistance PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 13 535 c.937delG c.(937-939)GCGfs p.A313fs

Pat_29 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 8 114 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_29 Post-Resistance SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 10 211 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_29 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 11 456 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_29 Post-Resistance PFAS 5198 37 17 8167575 8167576 Frame_Shift_Ins INS - A 9 88 c.1837_1838insA c.(1837-1839)CAGfs p.Q613fs

Pat_29 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 11 296 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_29 Post-Resistance CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 7 189 c.729delT c.(727-729)CCCfs p.P243fs

Pat_29 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 11 124 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_29 Post-Resistance FRG1B 284802 37 20 29628226 29628226 Splice_Site DEL G - 11 209 c.139_splice c.e3-1 p.G47_splice

Pat_29 Post-Resistance FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 14 206 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_29 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 8 123 c.6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_29 Post-Resistance CRIPAK 285464 37 4 1389462 1389463 Frame_Shift_Del DEL CG - 8 557 c.1163_1164delCG c.(1162-1164)ACGfs p.T388fs

Pat_29 Post-Resistance FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 13 86 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_29 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 8 504 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_29 Post-Resistance PCDHB3 56132 37 5 140481964 140481976 Frame_Shift_Del DELCCGGGCGGCTGAG - 12 77c.1731_1743delCCGGGCGGCTGAGc.(1729-1743)CCCCGGGCGGCTGAGfsp.P577fs

Pat_29 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 8 69 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_29 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 208 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_34 Pre-Treatment PHACTR4 65979 37 1 28785729 28785730 Frame_Shift_Ins INS - A 8 104 c.150_151insA c.(148-153)AGGAAAfs p.R50fs

Pat_34 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 8 164 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_34 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 149 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_34 Pre-Treatment MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 10 308 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_34 Pre-Treatment TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 7 380 c.214delA c.(214-216)AGTfs p.S72fs

Pat_34 Pre-Treatment FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 4 7 c.2742_2744delTCCc.(2740-2745)CCTCCA>CCAp.914_915PP>P

Pat_34 Pre-Treatment CASP5 838 37 11 104879687 104879687 Frame_Shift_Del DEL T - 15 148 c.28delA c.(28-30)AGGfs p.R10fs

Pat_34 Pre-Treatment DDX6 1656 37 11 118629613 118629614 Splice_Site INS - G 7 420 c.865_splice c.e9-1 p.N289_splice

Pat_34 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 8 252 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_34 Pre-Treatment HOXC13 3229 37 12 54332774 54332776 In_Frame_Del DEL CGG - 3 4 c.84_86delCGG c.(82-87)ATCGGC>ATC p.G38del



Pat_34 Pre-Treatment OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 8 215 c.592delT c.(592-594)TTTfs p.F198fs

Pat_34 Pre-Treatment TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 14 720 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_34 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 9 224 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_34 Pre-Treatment HECTD1 25831 37 14 31597933 31597933 Frame_Shift_Del DEL A - 17 49 c.4644delT c.(4642-4644)TTTfs p.F1548fs

Pat_34 Pre-Treatment NIPA1 123606 37 15 23086365 23086367 In_Frame_Del DEL GCC - 2 4 c.45_47delGGC c.(43-48)GCGGCC>GCC p.15_16AA>A

Pat_34 Pre-Treatment SLTM 79811 37 15 59182525 59182526 Frame_Shift_Del DEL TC - 12 475 c.2033_2034delGA c.(2032-2034)AGAfs p.R678fs

Pat_34 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 8 906 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_34 Pre-Treatment RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 8 64 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_34 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 318 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_34 Pre-Treatment SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 134 c.2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_34 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 102 c.2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_34 Pre-Treatment KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 7 110 c.359delC c.(358-360)ACCfs p.T120fs

Pat_34 Pre-Treatment CCDC144B 284047 37 17 18498059 18498060 Splice_Site INS - A 2 4 c.1867_splice c.e9-1 p.E623_splice

Pat_34 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 14 264 c.2130_2132delGGAc.(2128-2133)GAGGAC>GAC p.E710del

Pat_34 Pre-Treatment LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 7 522 c.1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_34 Pre-Treatment PDZD2 23037 37 5 32090174 32090175 Frame_Shift_Ins INS - GG 94 163 c.6620_6621insGG c.(6619-6621)TCGfs p.S2207fs

Pat_34 Pre-Treatment OSMR 9180 37 5 38886195 38886195 Frame_Shift_Del DEL A - 36 39 c.894delA c.(892-894)ATAfs p.I298fs

Pat_34 Pre-Treatment APC 324 37 5 112173823 112173823 Frame_Shift_Del DEL T - 10 28 c.2532delT c.(2530-2532)TCTfs p.S844fs

Pat_34 Pre-Treatment TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 7 329 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_34 Pre-Treatment SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 7 258 c.361delA c.(361-363)ATGfs p.M121fs

Pat_34 Pre-Treatment MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 7 199 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_34 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 10 671 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_34 Pre-Treatment TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 7 97 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_34 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 7 133 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_34 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 7 644 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_34 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 8 399 c.233delT c.(232-234)ATTfs p.I78fs

Pat_34 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 8 171 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_34 Pre-Treatment FOXP2 93986 37 7 114270016 114270018 In_Frame_Del DEL CAG - 7 188 c.553_555delCAG c.(553-555)CAGdel p.Q191del

Pat_34 Pre-Treatment ZNF395 55893 37 8 28209226 28209228 In_Frame_Del DEL GCA - 8 159 c.1017_1019delTGCc.(1015-1020)GCTGCC>GCCp.339_340AA>A

Pat_34 Pre-Treatment ZFHX4 79776 37 8 77765299 77765301 In_Frame_Del DEL CCT - 9 7 c.6007_6009delCCT c.(6007-6009)CCTdel p.P2016del

Pat_34 Pre-Treatment KCNQ3 3786 37 8 133150233 133150233 Frame_Shift_Del DEL T - 8 200 c.1599delA c.(1597-1599)AAAfs p.K533fs

Pat_34 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 8 226 c.394delC c.(394-396)CCCfs p.P132fs

Pat_34 Pre-Treatment MAGEC1 9947 37 X 140994844 140994846 In_Frame_Del DEL CCT - 7 153 c.1654_1656delCCT c.(1654-1656)CCTdel p.P553del

Pat_46 Pre-Treatment SPRR3 6707 37 1 152975806 152975829 In_Frame_Del DELCCAGGCTACACCAAGGTCCCTGAA- 13 93c.310_333delCCAGGCTACACCAAGGTCCCTGAAc.(310-333)CCAGGCTACACCAAGGTCCCTGAAdelp.PGYTKVPE104del

Pat_46 Pre-Treatment TCF7L2 6934 37 10 114925316 114925317 Frame_Shift_Ins INS - A 7 97 c.1394_1395insA c.(1393-1395)AGAfs p.R465fs

Pat_46 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 169 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_46 Pre-Treatment ANXA2 302 37 15 60646357 60646358 Frame_Shift_Ins INS - C 20 60 c.583_584insG c.(583-585)GCTfs p.A195fs

Pat_46 Pre-Treatment NPIP 9284 37 16 15045758 15045759 Frame_Shift_Ins INS - GT 8 183 c.929_930insGT c.(928-930)GAGfs p.E310fs

Pat_46 Pre-Treatment SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 9 184 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_46 Pre-Treatment FAM83G 644815 37 17 18891619 18891620 Frame_Shift_Ins INS - AC 22 57 c.630_631insGT c.(628-633)AGTAACfs p.S210fs

Pat_46 Pre-Treatment PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 64 c.1509_1511delGGAc.(1507-1512)GAGGAT>GAT p.E503del

Pat_46 Pre-Treatment UNC13A 23025 37 19 17766924 17766926 In_Frame_Del DEL CCT - 2 4 c.1313_1315delAGGc.(1312-1317)GAGGTG>GTG p.E438del

Pat_46 Pre-Treatment LILRB1 10859 37 19 55143029 55143030 Frame_Shift_Ins INS - G 15 53 c.149_150insG c.(148-150)CAGfs p.Q50fs

Pat_46 Pre-Treatment SLC9A4 389015 37 2 103149137 103149137 Frame_Shift_Del DEL A - 10 67 c.2387delA c.(2386-2388)CAAfs p.Q796fs

Pat_46 Pre-Treatment TP53TG5 27296 37 20 44004170 44004170 Frame_Shift_Del DEL T - 12 54 c.277delA c.(277-279)ACAfs p.T93fs

Pat_46 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 9 234 c.896delA c.(895-897)AATfs p.N299fs

Pat_46 Pre-Treatment SLAIN2 57606 37 4 48344125 48344127 In_Frame_Del DEL GGA - 2 4 c.369_371delGGAc.(367-372)TGGGAG>TGG p.E128del



Pat_46 Pre-Treatment EYA4 2070 37 6 133802671 133802671 Frame_Shift_Del DEL T - 55 84 c.1041delT c.(1039-1041)TCTfs p.S347fs

Pat_46 Pre-Treatment BMP1 649 37 8 22054260 22054260 Frame_Shift_Del DEL C - 8 41 c.1833delC c.(1831-1833)TACfs p.Y611fs

Pat_46 Pre-Treatment CDKN2A 1029 37 9 21970915 21970915 Frame_Shift_Del DEL G - 50 30 c.443delC c.(442-444)GCGfs p.A148fs

Pat_46 Pre-Treatment PHF2 5253 37 9 96422612 96422612 Frame_Shift_Del DEL A - 4 4 c.1468delA c.(1468-1470)AAAfs p.K490fs

Pat_46 Pre-Treatment MXRA5 25878 37 X 3228759 3228759 Frame_Shift_Del DEL G - 2 4 c.7485delC c.(7483-7485)ATCfs p.I2495fs

Pat_46 Pre-Treatment CXorf23 256643 37 X 19983706 19983706 Frame_Shift_Del DEL G - 24 45 c.730delC c.(730-732)CTCfs p.L244fs

Pat_46 Post-Resistance PTPN6 5777 37 12 7070069 7070070 Frame_Shift_Del DEL CT - 2 4 c.1774_1775delCT c.(1774-1776)CTCfs p.L592fs

Pat_46 Post-Resistance CKB 1152 37 14 103988211 103988211 Frame_Shift_Del DEL A - 2 4 c.425delT c.(424-426)CTCfs p.L142fs

Pat_46 Post-Resistance SECTM1 6398 37 17 80285091 80285091 Frame_Shift_Del DEL G - 2 4 c.26delC c.(25-27)CCTfs p.P9fs

Pat_46 Post-Resistance KIAA0240 23506 37 6 42823616 42823616 Frame_Shift_Del DEL A - 7 178 c.2069delA c.(2068-2070)CAAfs p.Q690fs

Pat_46 Post-Resistance EYA4 2070 37 6 133802671 133802671 Frame_Shift_Del DEL T - 17 128 c.1041delT c.(1039-1041)TCTfs p.S347fs

Pat_46 Post-Resistance MLLT4 4301 37 6 168366692 168366694 In_Frame_Del DEL GAG - 2 4 c.5233_5235delGAG c.(5233-5235)GAGdel p.E1750del

Pat_46 Post-Resistance CXorf23 256643 37 X 19983706 19983706 Frame_Shift_Del DEL G - 9 44 c.730delC c.(730-732)CTCfs p.L244fs

Pat_48 Pre-Treatment PTEN 5728 37 10 89685308 89685309 Frame_Shift_Ins INS - CAAT 13 5 c.203_204insCAAT c.(202-204)TACfs p.Y68fs

Pat_48 Pre-Treatment ADCY4 196883 37 14 24803757 24803759 In_Frame_Del DEL CAG - 3 5 c.100_102delCTG c.(100-102)CTGdel p.L34del

Pat_48 Pre-Treatment EIF2AK4 440275 37 15 40282508 40282508 Frame_Shift_Del DEL T - 8 242 c.2561delT c.(2560-2562)ATTfs p.I854fs

Pat_48 Pre-Treatment LOC342346 342346 37 16 4650184 4650186 In_Frame_Del DEL CTG - 2 4 c.3292_3294delCTG c.(3292-3294)CTGdel p.L1101del

Pat_48 Pre-Treatment USP43 124739 37 17 9631801 9631801 Frame_Shift_Del DEL A - 2 4 c.2866delA c.(2866-2868)AAGfs p.K956fs

Pat_48 Pre-Treatment C18orf34 374864 37 18 30913143 30913143 Frame_Shift_Del DEL T - 3 4 c.874delA c.(874-876)ATGfs p.M292fs

Pat_48 Pre-Treatment TTN 7273 37 2 179502131 179502131 Frame_Shift_Del DEL T - 2 4 c.33188delA c.(33187-33189)AAGfs p.K11063fs

Pat_48 Pre-Treatment CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 7 187 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_48 Pre-Treatment CCDC96 257236 37 4 7044507 7044509 In_Frame_Del DEL CTC - 4 7 c.157_159delGAG c.(157-159)GAGdel p.E53del

Pat_48 Pre-Treatment LIAS 11019 37 4 39478697 39478697 Frame_Shift_Del DEL A - 2 4 c.1081delA c.(1081-1083)AAAfs p.K361fs

Pat_48 Pre-Treatment RGNEF 64283 37 5 73183484 73183484 Frame_Shift_Del DEL A - 2 4 c.3367delA c.(3367-3369)AAAfs p.K1123fs

Pat_48 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 14 106 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_48 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 8 86 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_48 Post-Resistance ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 7 111 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_48 Post-Resistance PTEN 5728 37 10 89685308 89685309 Frame_Shift_Ins INS - CAAT 8 28 c.203_204insCAAT c.(202-204)TACfs p.Y68fs

Pat_48 Post-Resistance ZIC2 7546 37 13 100634833 100634834 Frame_Shift_Del DEL AG - 2 4 c.515_516delAG c.(514-516)CAGfs p.Q172fs

Pat_48 Post-Resistance BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 3 6 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_48 Post-Resistance NME3 4832 37 16 1820705 1820705 Frame_Shift_Del DEL C - 2 4 c.455delG c.(454-456)CGCfs p.R152fs

Pat_48 Post-Resistance PABPN1L 390748 37 16 88931435 88931436 Frame_Shift_Del DEL GG - 2 4 c.560_561delCC c.(559-561)CCCfs p.P187fs

Pat_48 Post-Resistance C19orf20 91978 37 19 519175 519177 In_Frame_Del DEL GCC - 2 4 c.625_627delGCC c.(625-627)GCCdel p.A211del

Pat_48 Post-Resistance HIST1H1A 3024 37 6 26017448 26017448 Frame_Shift_Del DEL T - 7 230 c.513delA c.(511-513)AAAfs p.K171fs

Pat_48 Post-Resistance HOXA11 3207 37 7 27222462 27222462 Frame_Shift_Del DEL T - 7 261 c.895delA c.(895-897)ATTfs p.I299fs

Pat_48 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 9 221 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_48 Post-Resistance FAM83H 286077 37 8 144807177 144807179 Splice_Site DEL CCT - 3 6 c.4444_splice c.e7-1

Pat_49 Post-Resistance COL8A2 1296 37 1 36564899 36564900 Frame_Shift_Del DEL GG - 3 6 c.382_383delCC c.(382-384)CCAfs p.P128fs

Pat_49 Post-Resistance APBB1 322 37 11 6432078 6432080 In_Frame_Del DEL TCA - 3 3 c.498_500delTGAc.(496-501)GATGAA>GAA p.D166del

Pat_49 Post-Resistance ZDHHC13 54503 37 11 19174128 19174129 Frame_Shift_Del DEL CT - 3 4 c.770_771delCT c.(769-771)GCTfs p.A257fs

Pat_49 Post-Resistance ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 7 141 c.709delC c.(709-711)CTGfs p.L237fs

Pat_49 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 6 11 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_49 Post-Resistance C14orf45 80127 37 14 74489766 74489766 Frame_Shift_Del DEL G - 2 4 c.204delG c.(202-204)AAGfs p.K68fs

Pat_49 Post-Resistance PALM 5064 37 19 727620 727620 Frame_Shift_Del DEL G - 2 4 c.195delG c.(193-195)GAGfs p.E65fs

Pat_49 Post-Resistance COL5A3 50509 37 19 10079363 10079364 Frame_Shift_Del DEL GG - 2 4 c.4193_4194delCC c.(4192-4194)CCCfs p.P1398fs

Pat_49 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 9 172c.1682_1690delCCTCCAGAAc.(1681-1692)GCCTCCAGAACC>GCCp.SRT562del

Pat_49 Post-Resistance C22orf26 55267 37 22 46449890 46449890 Frame_Shift_Del DEL G - 2 4 c.84delC c.(82-84)CCCfs p.P28fs



Pat_49 Post-Resistance RPL9 6133 37 4 39459817 39459818 Frame_Shift_Ins INS - T 2 4 c.158_159insA c.(157-159)AAGfs p.K53fs

Pat_49 Post-Resistance NOL7 51406 37 6 13615698 13615698 Frame_Shift_Del DEL G - 2 4 c.108delG c.(106-108)TTGfs p.L36fs

Pat_49 Post-Resistance SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 8 63 c.361delA c.(361-363)ATGfs p.M121fs

Pat_49 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 7 117 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_49 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 7 129 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_49 Post-Resistance FAM83H 286077 37 8 144807177 144807179 Splice_Site DEL CCT - 4 9 c.4444_splice c.e7-1

Pat_49 Post-Resistance FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 367 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_50 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 439 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_50 Pre-Treatment KCNMA1 3778 37 10 79397371 79397373 In_Frame_Del DEL GCC - 2 4 c.28_30delGGC c.(28-30)GGCdel p.G10del

Pat_50 Pre-Treatment KIF21A 55605 37 12 39735366 39735368 In_Frame_Del DEL TCC - 8 118 c.1860_1862delGGAc.(1858-1863)GAGGAA>GAAp.620_621EE>E

Pat_50 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 8 255 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_50 Pre-Treatment CEP290 80184 37 12 88443088 88443090 In_Frame_Del DEL TTC - 9 44 c.7311_7313delGAAc.(7309-7314)AAGAAT>AAT p.K2437del

Pat_50 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL TCCACCCTCAGC - 8 48c.1440_1451delTCCACCCTCAGCc.(1438-1452)CTTCCACCCTCAGCT>CTTp.PPSA485del

Pat_50 Pre-Treatment ZNF207 7756 37 17 30685576 30685577 Frame_Shift_Del DEL AT - 54 89 c.223_224delAT c.(223-225)ATAfs p.I75fs

Pat_50 Pre-Treatment CYP4F3 4051 37 19 15769322 15769322 Frame_Shift_Del DEL T - 7 579 c.1271delT c.(1270-1272)GTTfs p.V424fs

Pat_50 Pre-Treatment ZNF471 57573 37 19 57022958 57022959 Frame_Shift_Del DEL AA - 54 76 c.18_19delAA c.(16-21)GTAAAAfs p.V6fs

Pat_50 Pre-Treatment PWP2 5822 37 21 45535692 45535694 In_Frame_Del DEL GAG - 7 90 c.727_729delGAG c.(727-729)GAGdel p.E247del

Pat_50 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 8 375 c.896delA c.(895-897)AATfs p.N299fs

Pat_50 Pre-Treatment PKD2 5311 37 4 88929174 88929176 In_Frame_Del DEL GAG - 5 11 c.289_291delGAG c.(289-291)GAGdel p.E102del

Pat_50 Pre-Treatment HMGCR 3156 37 5 74646970 74646973 Frame_Shift_Del DEL AACA - 41 69 c.1019_1022delAACAc.(1018-1023)GAACAAfs p.E340fs

Pat_50 Pre-Treatment CSNK1A1 1452 37 5 148891411 148891413 In_Frame_Del DEL TAA - 65 51 c.619_621delTTA c.(619-621)TTAdel p.L207del

Pat_50 Pre-Treatment BHLHE22 27319 37 8 65494020 65494021 In_Frame_Ins INS - GCA 9 8 c.673_674insGCAc.(673-675)GGC>GGCAGCp.234_235insS

Pat_54 Pre-Treatment PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 8 109 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_54 Pre-Treatment NBPF1 55672 37 1 16892196 16892196 Frame_Shift_Del DEL C - 7 3466 c.3221delG c.(3220-3222)TGCfs p.C1074fs

Pat_54 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 11 461 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_54 Pre-Treatment NRD1 4898 37 1 52305911 52305912 Frame_Shift_Ins INS - T 7 272 c.616_617insA c.(616-618)ACTfs p.T206fs

Pat_54 Pre-Treatment TTC22 55001 37 1 55252709 55252709 Frame_Shift_Del DEL T - 2 4 c.779delA c.(778-780)AAGfs p.K260fs

Pat_54 Pre-Treatment CTH 1491 37 1 70877106 70877106 Frame_Shift_Del DEL A - 7 632 c.8delA c.(7-9)GAAfs p.E3fs

Pat_54 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 193 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_54 Pre-Treatment DARC 2532 37 1 159176226 159176227 Frame_Shift_Del DEL GG - 8 557 c.997_998delGG c.(997-999)GGAfs p.G333fs

Pat_54 Pre-Treatment SDHC 6391 37 1 161310394 161310395 Frame_Shift_Del DEL CC - 9 791 c.190_191delCC c.(190-192)CCCfs p.P64fs

Pat_54 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 19 144 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_54 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 7 511 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_54 Pre-Treatment PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 7 337 c.1276_1277insAGGc.(1276-1278)AAG>AAGGAGp.426_427insE

Pat_54 Pre-Treatment PLA2G4A 5321 37 1 186916018 186916018 Frame_Shift_Del DEL T - 7 412 c.1189delT c.(1189-1191)TTTfs p.F397fs

Pat_54 Pre-Treatment DNAJC1 64215 37 10 22208818 22208818 Frame_Shift_Del DEL T - 8 675 c.578delA c.(577-579)AAGfs p.K193fs

Pat_54 Pre-Treatment ZEB1 6935 37 10 31810582 31810582 Frame_Shift_Del DEL A - 7 214 c.2319delA c.(2317-2319)GCAfs p.A773fs

Pat_54 Pre-Treatment RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 10 100 c.457delA c.(457-459)ATGfs p.M153fs

Pat_54 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 7 420 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_54 Pre-Treatment POLL 27343 37 10 103345131 103345133 In_Frame_Del DEL GGA - 9 88 c.513_515delTCCc.(511-516)CCTCCC>CCCp.171_172PP>P

Pat_54 Pre-Treatment OR52N5 390075 37 11 5799652 5799652 Frame_Shift_Del DEL A - 18 71 c.213delT c.(211-213)TTTfs p.F71fs

Pat_54 Pre-Treatment OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 9 448 c.525delT c.(523-525)CATfs p.H175fs

Pat_54 Pre-Treatment NOX4 50507 37 11 89106662 89106663 Splice_Site INS - A 12 486 c.1075_splice c.e12-1 p.C359_splice

Pat_54 Pre-Treatment PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 7 25 c.1331_1333delAGGc.(1330-1335)GAGGGC>GGC p.E444del

Pat_54 Pre-Treatment NFRKB 4798 37 11 129752495 129752496 Frame_Shift_Ins INS - T 8 212 c.932_933insA c.(931-933)AAGfs p.K311fs

Pat_54 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 8 271 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_54 Pre-Treatment FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 11 422 c.522delA c.(520-522)CCAfs p.P174fs



Pat_54 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 9 321 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_54 Pre-Treatment LIMA1 51474 37 12 50594574 50594574 Frame_Shift_Del DEL G - 8 1343 c.958delC c.(958-960)CAGfs p.Q320fs

Pat_54 Pre-Treatment SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 8 262 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_54 Pre-Treatment FBXO21 23014 37 12 117624320 117624320 Frame_Shift_Del DEL A - 7 227 c.432delT c.(430-432)TTTfs p.F144fs

Pat_54 Pre-Treatment EP400 57634 37 12 132466907 132466907 Frame_Shift_Del DEL G - 7 294 c.1813delG c.(1813-1815)GCAfs p.A605fs

Pat_54 Pre-Treatment XPO4 64328 37 13 21436858 21436858 Frame_Shift_Del DEL G - 7 473 c.315delC c.(313-315)CCCfs p.P105fs

Pat_54 Pre-Treatment SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 22 961 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_54 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 10 149 c.1503_1505delGCAc.(1501-1506)CAGCAA>CAAp.501_502QQ>Q

Pat_54 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 11 283 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_54 Pre-Treatment MBNL2 10150 37 13 97928604 97928604 Frame_Shift_Del DEL C - 8 788 c.115delC c.(115-117)CCCfs p.P39fs

Pat_54 Pre-Treatment FERMT2 10979 37 14 53339633 53339633 Frame_Shift_Del DEL T - 9 309 c.1157delA c.(1156-1158)AAGfs p.K386fs

Pat_54 Pre-Treatment SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 8 226 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_54 Pre-Treatment RBM25 58517 37 14 73572607 73572608 Frame_Shift_Del DEL AG - 10 91 c.1195_1196delAG c.(1195-1197)AGAfs p.R399fs

Pat_54 Pre-Treatment DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 8 247 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_54 Pre-Treatment C14orf49 161176 37 14 95916348 95916348 Frame_Shift_Del DEL C - 2 4 c.1369delG c.(1369-1371)GCCfs p.A457fs

Pat_54 Pre-Treatment KIF26A 26153 37 14 104642401 104642401 Frame_Shift_Del DEL G - 2 4 c.3276delG c.(3274-3276)GAGfs p.E1092fs

Pat_54 Pre-Treatment THBS1 7057 37 15 39885641 39885641 Frame_Shift_Del DEL C - 8 493 c.3039delC c.(3037-3039)TTCfs p.F1013fs

Pat_54 Pre-Treatment CASC4 113201 37 15 44624241 44624241 Frame_Shift_Del DEL A - 125 186 c.541delA c.(541-543)AAAfs p.K181fs

Pat_54 Pre-Treatment SPG11 80208 37 15 44905698 44905698 Frame_Shift_Del DEL T - 8 267 c.3075delA c.(3073-3075)AAAfs p.K1025fs

Pat_54 Pre-Treatment ARID3B 10620 37 15 74836290 74836292 In_Frame_Del DEL CAG - 9 57 c.13_15delCAG c.(13-15)CAGdel p.Q15del

Pat_54 Pre-Treatment CHD2 1106 37 15 93540315 93540316 Frame_Shift_Ins INS - A 10 181 c.3724_3725insA c.(3724-3726)GAAfs p.E1242fs

Pat_54 Pre-Treatment C16orf88 400506 37 16 19725706 19725706 Frame_Shift_Del DEL T - 15 129 c.652delA c.(652-654)ATCfs p.I218fs

Pat_54 Pre-Treatment RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 8 77 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_54 Pre-Treatment MYLPF 29895 37 16 30389140 30389140 Frame_Shift_Del DEL C - 10 136 c.429delC c.(427-429)TTCfs p.F143fs

Pat_54 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 236 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_54 Pre-Treatment ZFP90 146198 37 16 68598462 68598463 Frame_Shift_Ins INS - A 15 502 c.1772_1773insA c.(1771-1773)CGAfs p.R591fs

Pat_54 Pre-Treatment CTNS 1497 37 17 3543532 3543532 Frame_Shift_Del DEL T - 7 672 c.32delT c.(31-33)CTTfs p.L11fs

Pat_54 Pre-Treatment C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 7 228 c.1056_1058delGGAc.(1054-1059)GAGGAA>GAAp.352_353EE>E

Pat_54 Pre-Treatment PHF23 79142 37 17 7139558 7139558 Frame_Shift_Del DEL C - 8 715 c.688delG c.(688-690)GATfs p.D230fs

Pat_54 Pre-Treatment MYO15A 51168 37 17 18025395 18025396 Frame_Shift_Ins INS - CAGGGCCC 8 35c.3281_3282insCAGGGCCCc.(3280-3282)ATCfs p.I1094fs

Pat_54 Pre-Treatment MBTD1 54799 37 17 49281228 49281228 Frame_Shift_Del DEL C - 7 712 c.663delG c.(661-663)TGGfs p.W221fs

Pat_54 Pre-Treatment FTSJ3 117246 37 17 61901516 61901518 In_Frame_Del DEL TCC - 7 343 c.1080_1082delGGAc.(1078-1083)GAGGAA>GAAp.360_361EE>E

Pat_54 Pre-Treatment RBBP8 5932 37 18 20572852 20572853 Frame_Shift_Ins INS - A 12 235 c.1062_1063insA c.(1060-1065)GGGAAAfs p.G354fs

Pat_54 Pre-Treatment CNDP1 84735 37 18 72245406 72245407 Frame_Shift_Del DEL TC - 7 112 c.1011_1012delTC c.(1009-1014)ATTCTAfs p.I337fs

Pat_54 Pre-Treatment TCF3 6929 37 19 1620979 1620979 Frame_Shift_Del DEL G - 2 4 c.1081delC c.(1081-1083)CAGfs p.Q361fs

Pat_54 Pre-Treatment GATAD2A 54815 37 19 19616235 19616235 Frame_Shift_Del DEL G - 8 248 c.1854delG c.(1852-1854)CTGfs p.L618fs

Pat_54 Pre-Treatment ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 10 448 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_54 Pre-Treatment SOS1 6654 37 2 39224072 39224073 Frame_Shift_Del DEL GA - 8 603 c.3071_3072delTC c.(3070-3072)CTCfs p.L1024fs

Pat_54 Pre-Treatment EHBP1 23301 37 2 63206352 63206353 Frame_Shift_Del DEL GA - 7 398 c.2595_2596delGAc.(2593-2598)CTGAGAfs p.L865fs

Pat_54 Pre-Treatment TGOLN2 10618 37 2 85554537 85554537 Frame_Shift_Del DEL T - 7 2502 c.318delA c.(316-318)AAAfs p.K106fs

Pat_54 Pre-Treatment GPR148 344561 37 2 131487754 131487755 Frame_Shift_Del DEL TT - 4 9 c.1030_1031delTT c.(1030-1032)TTTfs p.F344fs

Pat_54 Pre-Treatment NEB 4703 37 2 152550852 152550853 Frame_Shift_Del DEL GG - 7 522 c.1880_1881delCC c.(1879-1881)GCCfs p.A627fs

Pat_54 Pre-Treatment 7-Mar 64844 37 2 160605268 160605268 Frame_Shift_Del DEL T - 9 1163 c.1467delT c.(1465-1467)CCTfs p.P489fs

Pat_54 Pre-Treatment PLA2R1 22925 37 2 160918876 160918878 In_Frame_Del DEL CAG - 4 6 c.37_39delCTG c.(37-39)CTGdel p.L13del

Pat_54 Pre-Treatment TTN 7273 37 2 179613763 179613763 Frame_Shift_Del DEL T - 8 124 c.13364delA c.(13363-13365)AAGfs p.K4455fs

Pat_54 Pre-Treatment GIGYF2 26058 37 2 233620985 233620987 In_Frame_Del DEL GAG - 8 195 c.320_322delGAGc.(319-324)CGAGGA>CGA p.G111del

Pat_54 Pre-Treatment MTERFD2 130916 37 2 242038902 242038903 Frame_Shift_Del DEL CA - 8 471 c.515_516delTG c.(514-516)GTGfs p.V172fs



Pat_54 Pre-Treatment PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 10 648 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_54 Pre-Treatment MCM8 84515 37 20 5935274 5935277 Frame_Shift_Del DEL TTGA - 77 154 c.274_277delTTGA c.(274-279)TTGATTfs p.L92fs

Pat_54 Pre-Treatment C20orf7 79133 37 20 13797838 13797838 Frame_Shift_Del DEL G - 9 800 c.1020delG c.(1018-1020)CCGfs p.P340fs

Pat_54 Pre-Treatment FRG1B 284802 37 20 29625899 29625900 Frame_Shift_Ins INS - AT 11 314 c.53_54insAT c.(52-54)AAAfs p.K18fs

Pat_54 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 534 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_54 Pre-Treatment STAU1 6780 37 20 47740939 47740939 Frame_Shift_Del DEL G - 10 999 c.795delC c.(793-795)ATCfs p.I265fs

Pat_54 Pre-Treatment ZNF295 49854 37 21 43412088 43412088 Frame_Shift_Del DEL G - 7 775 c.2117delC c.(2116-2118)CCAfs p.P706fs

Pat_54 Pre-Treatment MN1 4330 37 22 28193063 28193064 Frame_Shift_Del DEL GA - 4 6 c.3468_3469delTC c.(3466-3471)CTTCAGfs p.L1156fs

Pat_54 Pre-Treatment EDEM1 9695 37 3 5244752 5244752 Frame_Shift_Del DEL G - 7 582 c.960delG c.(958-960)CTGfs p.L320fs

Pat_54 Pre-Treatment TRAK1 22906 37 3 42235351 42235351 Frame_Shift_Del DEL G - 7 472 c.936delG c.(934-936)CTGfs p.L312fs

Pat_54 Pre-Treatment DNAH12 201625 37 3 57509312 57509313 Frame_Shift_Ins INS - T 7 220 c.276_277insA c.(274-279)AAAGGAfs p.K92fs

Pat_54 Pre-Treatment FGFBP1 9982 37 4 15938177 15938178 Frame_Shift_Ins INS - T 7 317 c.78_79insA c.(76-81)AAAGTGfs p.K26fs

Pat_54 Pre-Treatment TLR1 7096 37 4 38798502 38798503 Frame_Shift_Del DEL CC - 7 307 c.1950_1951delGGc.(1948-1953)TGGGTGfs p.W650fs

Pat_54 Pre-Treatment CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 10 200 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_54 Pre-Treatment CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 13 219 c.781delT c.(781-783)TTTfs p.F261fs

Pat_54 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 11 924 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_54 Pre-Treatment EMCN 51705 37 4 101338299 101338300 Splice_Site DEL CT - 8 420 c.665_splice c.e9-1 p.G222_splice

Pat_54 Pre-Treatment ZNF330 27309 37 4 142143532 142143532 Frame_Shift_Del DEL A - 7 142 c.7delA c.(7-9)AAAfs p.K3fs

Pat_54 Pre-Treatment OTUD4 54726 37 4 146059009 146059010 Frame_Shift_Del DEL TC - 9 488 c.2722_2723delGA c.(2722-2724)GAAfs p.E908fs

Pat_54 Pre-Treatment LRBA 987 37 4 151829814 151829814 Frame_Shift_Del DEL G - 7 240 c.1357delC c.(1357-1359)CAGfs p.Q453fs

Pat_54 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 486 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_54 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 7 501 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_54 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 9 358 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_54 Pre-Treatment C5orf25 375484 37 5 175717107 175717109 In_Frame_Del DEL AGC - 4 5 c.523_525delAGC c.(523-525)AGCdel p.S180del

Pat_54 Pre-Treatment PHACTR1 221692 37 6 13228080 13228080 Frame_Shift_Del DEL A - 7 337 c.1019delA c.(1018-1020)TACfs p.Y340fs

Pat_54 Pre-Treatment DEK 7913 37 6 18237737 18237737 Frame_Shift_Del DEL T - 7 234 c.773delA c.(772-774)AAGfs p.K258fs

Pat_54 Pre-Treatment GABBR1 2550 37 6 29577144 29577144 Frame_Shift_Del DEL G - 8 125 c.1721delC c.(1720-1722)CCAfs p.P574fs

Pat_54 Pre-Treatment ARHGAP18 93663 37 6 129959602 129959603 Frame_Shift_Ins INS - T 7 437 c.488_489insA c.(487-489)AACfs p.N163fs

Pat_54 Pre-Treatment HGC6.3 100128124 37 6 168376971 168376972 Frame_Shift_Ins INS - A 2 4 c.361_362insT c.(361-363)TCCfs p.S121fs

Pat_54 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 526 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_54 Pre-Treatment POU6F2 11281 37 7 39503812 39503812 Frame_Shift_Del DEL C - 7 506 c.1603delC c.(1603-1605)CCAfs p.P535fs

Pat_54 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 12 509 c.233delT c.(232-234)ATTfs p.I78fs

Pat_54 Pre-Treatment CYP51A1 1595 37 7 91752493 91752494 Frame_Shift_Ins INS - T 9 413 c.1026_1027insA c.(1024-1029)AAATGTfs p.K342fs

Pat_54 Pre-Treatment DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 9 492 c.754delT c.(754-756)TTTfs p.F252fs

Pat_54 Pre-Treatment CNOT4 4850 37 7 135098272 135098272 Frame_Shift_Del DEL C - 7 457 c.652delG c.(652-654)GATfs p.D218fs

Pat_54 Pre-Treatment PTPRN2 5799 37 7 158380330 158380332 In_Frame_Del DEL AGC - 2 4 c.30_32delGCT c.(28-33)CTGCTA>CTA p.10_11LL>L

Pat_54 Pre-Treatment RP1L1 94137 37 8 10465264 10465270 Frame_Shift_Del DEL CCTTCTG - 8 465c.6338_6344delCAGAAGGc.(6337-6345)GCAGAAGGTfs p.A2113fs

Pat_54 Pre-Treatment CCDC25 55246 37 8 27606054 27606055 Frame_Shift_Del DEL AG - 8 617 c.305_306delCT c.(304-306)GCTfs p.A102fs

Pat_54 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 8 1084 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_54 Pre-Treatment KCNB2 9312 37 8 73848175 73848175 Frame_Shift_Del DEL G - 7 1240 c.585delG c.(583-585)CTGfs p.L195fs

Pat_54 Pre-Treatment LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 10 462 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_54 Pre-Treatment SLC26A7 115111 37 8 92406218 92406218 Frame_Shift_Del DEL T - 12 431 c.1886delT c.(1885-1887)ATTfs p.I629fs

Pat_54 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 13 209 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_54 Pre-Treatment RGS22 26166 37 8 101076229 101076229 Frame_Shift_Del DEL T - 7 1438 c.767delA c.(766-768)AAGfs p.K256fs

Pat_54 Pre-Treatment ENY2 56943 37 8 110351560 110351562 In_Frame_Del DEL TGC - 8 659 c.95_97delTGC c.(94-99)TTGCTG>TTG p.32_33LL>L

Pat_54 Pre-Treatment TRPS1 7227 37 8 116632272 116632272 Frame_Shift_Del DEL T - 8 266 c.14delA c.(13-15)AAGfs p.K5fs

Pat_54 Pre-Treatment ANXA13 312 37 8 124707762 124707762 Frame_Shift_Del DEL T - 12 1413 c.451delA c.(451-453)ATCfs p.I151fs



Pat_54 Pre-Treatment GLIS3 169792 37 9 4118450 4118450 Frame_Shift_Del DEL G - 2 4 c.563delC c.(562-564)CCGfs p.P188fs

Pat_54 Pre-Treatment TLN1 7094 37 9 35716473 35716473 Frame_Shift_Del DEL C - 8 491 c.2539delG c.(2539-2541)GAAfs p.E847fs

Pat_54 Pre-Treatment TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 13 149 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_54 Pre-Treatment MAP7D2 256714 37 X 20031209 20031210 Frame_Shift_Del DEL CA - 11 1122 c.1724_1725delTG c.(1723-1725)GTGfs p.V575fs

Pat_54 Pre-Treatment SHROOM4 57477 37 X 50345634 50345634 Frame_Shift_Del DEL T - 7 398 c.3941delA c.(3940-3942)AAGfs p.K1314fs

Pat_54 Pre-Treatment MAGT1 84061 37 X 77131002 77131003 Frame_Shift_Del DEL CA - 8 653 c.290_291delTG c.(289-291)GTGfs p.V97fs

Pat_54 Pre-Treatment RBM41 55285 37 X 106312552 106312552 Frame_Shift_Del DEL T - 8 492 c.1008delA c.(1006-1008)AAAfs p.K336fs

Pat_54 Pre-Treatment GDI1 2664 37 X 153667141 153667141 Frame_Shift_Del DEL C - 10 861 c.184delC c.(184-186)CCCfs p.P62fs

Pat_55 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 13 232 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_55 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 12 173 c.865delC c.(865-867)CTCfs p.L289fs

Pat_55 Pre-Treatment CORO1B 57175 37 11 67208955 67208955 Frame_Shift_Del DEL A - 16 15 c.485delT c.(484-486)GTGfs p.V162fs

Pat_55 Pre-Treatment GSPT1 2935 37 16 12009530 12009531 In_Frame_Ins INS - CCG 5 10 c.47_48insCGG c.(46-48)GGG>GGCGGG p.16_16G>GG

Pat_55 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 9 127 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_55 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 9 193 c.1640_1642delAGGc.(1639-1644)GAGGTG>GTG p.E547del

Pat_55 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 7 153 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_55 Pre-Treatment TPRXL 348825 37 3 14105964 14105965 In_Frame_Ins INS - AGC 4 4 c.288_289insAGC c.(286-291)insAGC p.102_103insS

Pat_55 Pre-Treatment PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 7 100 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_55 Pre-Treatment KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 6 1 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_60 Pre-Treatment TNFRSF25 8718 37 1 6522977 6522978 Frame_Shift_Del DEL CC - 4 2 c.651_652delGG c.(649-654)GGGGCCfs p.G217fs

Pat_60 Pre-Treatment FDPS 2224 37 1 155279648 155279648 Frame_Shift_Del DEL G - 4 8 c.68delG c.(67-69)CGGfs p.R23fs

Pat_60 Pre-Treatment 8-Mar 220972 37 10 45953876 45953878 In_Frame_Del DEL GAG - 22 163 c.685_687delCTC c.(685-687)CTCdel p.L229del

Pat_60 Pre-Treatment C10orf58 84293 37 10 82182206 82182206 Frame_Shift_Del DEL A - 7 159 c.212delA c.(211-213)GAAfs p.E71fs

Pat_60 Pre-Treatment OR51M1 390059 37 11 5410982 5410982 Frame_Shift_Del DEL T - 9 300 c.354delT c.(352-354)TCTfs p.S118fs

Pat_60 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 7 467 c.302delG c.(301-303)GGTfs p.G101fs

Pat_60 Pre-Treatment CBX5 23468 37 12 54645832 54645832 Frame_Shift_Del DEL T - 7 317 c.317delA c.(316-318)AAGfs p.K106fs

Pat_60 Pre-Treatment KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 8 441 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_60 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 9 161 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_60 Pre-Treatment ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 8 474 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_60 Pre-Treatment NPIP 9284 37 16 15045758 15045759 Frame_Shift_Ins INS - GT 14 101 c.929_930insGT c.(928-930)GAGfs p.E310fs

Pat_60 Pre-Treatment TAOK2 9344 37 16 29994531 29994533 In_Frame_Del DEL GAG - 10 51 c.1138_1140delGAG c.(1138-1140)GAGdel p.E392del

Pat_60 Pre-Treatment TERF2 7014 37 16 69419367 69419367 Frame_Shift_Del DEL C - 8 286 c.276delG c.(274-276)GGGfs p.G92fs

Pat_60 Pre-Treatment STRN 6801 37 2 37113870 37113870 Frame_Shift_Del DEL T - 10 368 c.1031delA c.(1030-1032)AAGfs p.K344fs

Pat_60 Pre-Treatment SPEG 10290 37 2 220327081 220327082 Frame_Shift_Ins INS - G 2 4 c.2678_2679insG c.(2677-2679)CAGfs p.Q893fs

Pat_60 Pre-Treatment DSTN 11034 37 20 17581488 17581489 Frame_Shift_Ins INS - T 13 175 c.109_110insT c.(109-111)ATTfs p.I37fs

Pat_60 Pre-Treatment GGT7 2686 37 20 33447805 33447805 Frame_Shift_Del DEL C - 4 7 c.784delG c.(784-786)GCCfs p.A262fs

Pat_60 Pre-Treatment KRTAP19-1 337882 37 21 31852433 31852433 Frame_Shift_Del DEL A - 9 1443 c.204delT c.(202-204)TTTfs p.F68fs

Pat_60 Pre-Treatment GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 7 128 c.792delT c.(790-792)TTTfs p.F264fs

Pat_60 Pre-Treatment SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 8 118 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_60 Pre-Treatment MAST4 375449 37 5 66459466 66459466 Frame_Shift_Del DEL C - 5 3 c.3892delC c.(3892-3894)CAGfs p.Q1298fs

Pat_60 Pre-Treatment RHOBTB3 22836 37 5 95124535 95124535 Frame_Shift_Del DEL C - 7 151 c.1693delC c.(1693-1695)CAAfs p.Q565fs

Pat_60 Pre-Treatment RIOK2 55781 37 5 96503489 96503490 Frame_Shift_Del DEL TC - 7 354 c.1078_1079delGA c.(1078-1080)GAAfs p.E360fs

Pat_60 Pre-Treatment RAPGEF6 51735 37 5 130815369 130815369 Frame_Shift_Del DEL T - 12 245 c.1918delA c.(1918-1920)AGTfs p.S640fs

Pat_60 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 10 522 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_60 Pre-Treatment TTC16 158248 37 9 130493470 130493471 Frame_Shift_Del DEL CC - 4 6 c.2408_2409delCC c.(2407-2409)ACCfs p.T803fs

Pat_60 Pre-Treatment CACNA1B 774 37 9 140865845 140865846 Frame_Shift_Del DEL CG - 4 2 c.1344_1345delCG c.(1342-1347)TTCGCCfs p.F448fs

Pat_60 Pre-Treatment MED12 9968 37 X 70360680 70360682 In_Frame_Del DEL GCA - 5 7 c.6240_6242delGCAc.(6238-6243)CGGCAG>CGGp.Q2086del

Pat_60 Pre-Treatment ABCD1 215 37 X 152991116 152991116 Frame_Shift_Del DEL G - 2 4 c.395delG c.(394-396)TGGfs p.W132fs



Pat_60 Post-Resistance RPL22 6146 37 1 6257785 6257785 Frame_Shift_Del DEL T - 8 151 c.44delA c.(43-45)AAGfs p.K15fs

Pat_60 Post-Resistance ARID1A 8289 37 1 27105931 27105931 Frame_Shift_Del DEL G - 7 275 c.5542delG c.(5542-5544)GGGfs p.G1848fs

Pat_60 Post-Resistance PHACTR4 65979 37 1 28800272 28800273 Frame_Shift_Ins INS - C 7 481 c.1030_1031insC c.(1030-1032)TCCfs p.S344fs

Pat_60 Post-Resistance GBP7 388646 37 1 89613322 89613322 Frame_Shift_Del DEL C - 9 365 c.1293delG c.(1291-1293)GGGfs p.G431fs

Pat_60 Post-Resistance SLC16A4 9122 37 1 110906426 110906427 Frame_Shift_Ins INS - A 8 225 c.1425_1426insT c.(1423-1428)TTTGTAfs p.F475fs

Pat_60 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 9 562 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_60 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 7 225 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_60 Post-Resistance ZNF33A 7581 37 10 38345019 38345020 Frame_Shift_Del DEL AG - 7 303 c.1964_1965delAG c.(1963-1965)CAGfs p.Q655fs

Pat_60 Post-Resistance 8-Mar 220972 37 10 45953876 45953878 In_Frame_Del DEL GAG - 98 293 c.685_687delCTC c.(685-687)CTCdel p.L229del

Pat_60 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 10 673 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_60 Post-Resistance OR8D4 338662 37 11 123777441 123777442 Frame_Shift_Ins INS - T 13 760 c.303_304insT c.(301-306)CTGTTTfs p.L101fs

Pat_60 Post-Resistance GLB1L3 112937 37 11 134181005 134181005 Frame_Shift_Del DEL C - 8 942 c.1228delC c.(1228-1230)CCCfs p.P410fs

Pat_60 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 7 785 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_60 Post-Resistance PRB2 653247 37 12 11546856 11546858 In_Frame_Del DEL AGA - 8 503 c.154_156delTCT c.(154-156)TCTdel p.S52del

Pat_60 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 9 364 c.522delA c.(520-522)CCAfs p.P174fs

Pat_60 Post-Resistance KRT1 3848 37 12 53069236 53069256 In_Frame_Del DELTAGCTGCTACCTCCGGAGCCA- 4 7c.1656_1676delTGGCTCCGGAGGTAGCAGCTAc.(1654-1677)TATGGCTCCGGAGGTAGCAGCTAC>TACp.552_559YGSGGSSY>Y

Pat_60 Post-Resistance CBX5 23468 37 12 54645832 54645832 Frame_Shift_Del DEL T - 14 600 c.317delA c.(316-318)AAGfs p.K106fs

Pat_60 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 11 542 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_60 Post-Resistance MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 12 136 c.204delT c.(202-204)TATfs p.Y68fs

Pat_60 Post-Resistance IRAK3 11213 37 12 66610954 66610954 Frame_Shift_Del DEL A - 9 1711 c.592delA c.(592-594)AAAfs p.K198fs

Pat_60 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 10 512 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_60 Post-Resistance PWP1 11137 37 12 108105958 108105958 Frame_Shift_Del DEL T - 7 473 c.1467delT c.(1465-1467)CCTfs p.P489fs

Pat_60 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 9 203 c.483delT c.(481-483)TTTfs p.F161fs

Pat_60 Post-Resistance SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 20 889 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_60 Post-Resistance SPG20 23111 37 13 36903501 36903501 Frame_Shift_Del DEL T - 8 688 c.1162delA c.(1162-1164)AGGfs p.R388fs

Pat_60 Post-Resistance KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 7 660 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_60 Post-Resistance DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 13 453 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_60 Post-Resistance TOX4 9878 37 14 21961060 21961062 In_Frame_Del DEL GCT - 10 327 c.1285_1287delGCT c.(1285-1287)GCTdel p.A434del

Pat_60 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 16 311 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_60 Post-Resistance MLH3 27030 37 14 75514603 75514604 Frame_Shift_Ins INS - T 8 287 c.1755_1756insA c.(1753-1758)AAAGAAfs p.K585fs

Pat_60 Post-Resistance FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 7 40 c.1080_1082delCTCc.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_60 Post-Resistance DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 7 250 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_60 Post-Resistance RAGE 5891 37 14 102718302 102718303 Frame_Shift_Ins INS - T 8 252 c.313_314insA c.(313-315)ATTfs p.I105fs

Pat_60 Post-Resistance GABRG3 2567 37 15 27765237 27765237 Frame_Shift_Del DEL A - 8 88 c.832delA c.(832-834)AAAfs p.K278fs

Pat_60 Post-Resistance DMXL2 23312 37 15 51828841 51828857 Frame_Shift_Del DELCATCATTACTGTGGGAG- 32 388c.1820_1836delCTCCCACAGTAATGATGc.(1819-1836)GCTCCCACAGTAATGATGfsp.A607fs

Pat_60 Post-Resistance SLC24A1 9187 37 15 65943128 65943130 In_Frame_Del DEL GAG - 10 51 c.2641_2643delGAG c.(2641-2643)GAGdel p.E890del

Pat_60 Post-Resistance BLM 641 37 15 91310208 91310208 Frame_Shift_Del DEL A - 8 518 c.2262delA c.(2260-2262)TCAfs p.S754fs

Pat_60 Post-Resistance CHD2 1106 37 15 93545433 93545434 Frame_Shift_Ins INS - A 11 264 c.4164_4165insA c.(4162-4167)ATGAAAfs p.M1388fs

Pat_60 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 322 c.3300_3302delGCTc.(3298-3303)GGGCTG>GGGp.L1106del

Pat_60 Post-Resistance CCL17 6361 37 16 57447886 57447886 Frame_Shift_Del DEL G - 4 9 c.42delG c.(40-42)CTGfs p.L14fs

Pat_60 Post-Resistance MED9 55090 37 17 17394705 17394707 In_Frame_Del DEL CAG - 12 278 c.337_339delCAG c.(337-339)CAGdel p.Q117del

Pat_60 Post-Resistance CDC42EP4 23580 37 17 71281585 71281587 In_Frame_Del DEL TCC - 7 172 c.1053_1055delGGAc.(1051-1056)GAGGAT>GAT p.E351del

Pat_60 Post-Resistance SIRT6 51548 37 19 4180893 4180893 Frame_Shift_Del DEL G - 7 82 c.80delC c.(79-81)CCGfs p.P27fs

Pat_60 Post-Resistance CD3EAP 10849 37 19 45911859 45911861 In_Frame_Del DEL GAA - 7 311 c.633_635delGAAc.(631-636)CGGAAG>CGG p.K217del

Pat_60 Post-Resistance ODC1 4953 37 2 10583625 10583625 Frame_Shift_Del DEL A - 8 701 c.657delT c.(655-657)TTTfs p.F219fs

Pat_60 Post-Resistance BRE 9577 37 2 28521301 28521301 Frame_Shift_Del DEL A - 8 564 c.1031delA c.(1030-1032)CAAfs p.Q344fs

Pat_60 Post-Resistance FAM98A 25940 37 2 33813402 33813402 Frame_Shift_Del DEL T - 11 585 c.522delA c.(520-522)AAAfs p.K174fs



Pat_60 Post-Resistance EPAS1 2034 37 2 46607704 46607704 Frame_Shift_Del DEL G - 7 226 c.1893delG c.(1891-1893)ATGfs p.M631fs

Pat_60 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 14 415 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_60 Post-Resistance RGPD1 400966 37 2 87211874 87211875 Splice_Site INS - C 12 201 c.2582_splice c.e19-2 p.V861_splice

Pat_60 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 15 429 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_60 Post-Resistance AAMP 14 37 2 219134766 219134766 Frame_Shift_Del DEL G - 9 1020 c.44delC c.(43-45)CCAfs p.P15fs

Pat_60 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 9 1065 c.350delT c.(349-351)CTTfs p.L117fs

Pat_60 Post-Resistance USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 7 130 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_60 Post-Resistance PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 10 728 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_60 Post-Resistance ZMYND8 23613 37 20 45875071 45875072 Frame_Shift_Ins INS - T 8 422 c.1904_1905insA c.(1903-1905)AAGfs p.K635fs

Pat_60 Post-Resistance SYCP2 10388 37 20 58467047 58467047 Frame_Shift_Del DEL T - 14 207 c.2362delA c.(2362-2364)ATGfs p.M788fs

Pat_60 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 282 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_60 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 7 173 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_60 Post-Resistance TNRC6B 23112 37 22 40681767 40681767 Frame_Shift_Del DEL C - 7 1077 c.3701delC c.(3700-3702)TCCfs p.S1234fs

Pat_60 Post-Resistance FILIP1L 11259 37 3 99568272 99568273 Frame_Shift_Ins INS - T 8 354 c.2247_2248insA c.(2245-2250)AAACTAfs p.K749fs

Pat_60 Post-Resistance PCOLCE2 26577 37 3 142548586 142548586 Frame_Shift_Del DEL T - 7 610 c.813delA c.(811-813)AAAfs p.K271fs

Pat_60 Post-Resistance RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 8 1046 c.490delA c.(490-492)AGGfs p.R164fs

Pat_60 Post-Resistance GRK4 2868 37 4 3015470 3015470 Frame_Shift_Del DEL A - 8 327 c.656delA c.(655-657)CAAfs p.Q219fs

Pat_60 Post-Resistance RFC1 5981 37 4 39290395 39290395 Frame_Shift_Del DEL T - 7 241 c.3433delA c.(3433-3435)AGTfs p.S1145fs

Pat_60 Post-Resistance SEC24B 10427 37 4 110402913 110402915 In_Frame_Del DEL GAG - 8 464 c.1141_1143delGAG c.(1141-1143)GAGdel p.E384del

Pat_60 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 10 355 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_60 Post-Resistance TMEM192 201931 37 4 166033911 166033912 Frame_Shift_Ins INS - C 8 108 c.14_15insG c.(13-15)GGCfs p.G5fs

Pat_60 Post-Resistance ZFR 51663 37 5 32404161 32404161 Frame_Shift_Del DEL T - 11 379 c.1074delA c.(1072-1074)AAAfs p.K358fs

Pat_60 Post-Resistance LMNB1 4001 37 5 126168434 126168436 In_Frame_Del DEL GAG - 7 382 c.1660_1662delGAG c.(1660-1662)GAGdel p.E559del

Pat_60 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 9 333 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_60 Post-Resistance NRG2 9542 37 5 139422532 139422534 In_Frame_Del DEL GCT - 2 4 c.121_123delAGC c.(121-123)AGCdel p.S41del

Pat_60 Post-Resistance RBM27 54439 37 5 145647319 145647320 Frame_Shift_Ins INS - A 8 179 c.2439_2440insA c.(2437-2442)CTTAAAfs p.L813fs

Pat_60 Post-Resistance KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 8 109 c.300_302delGCAc.(298-303)CAGCAA>CAAp.100_101QQ>Q

Pat_60 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 7 65 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_60 Post-Resistance FOXP4 116113 37 6 41555186 41555186 Frame_Shift_Del DEL C - 7 196 c.808delC c.(808-810)CCCfs p.P270fs

Pat_60 Post-Resistance GRIK2 2898 37 6 102503432 102503432 Frame_Shift_Del DEL A - 12 472 c.2539delA c.(2539-2541)AAAfs p.K847fs

Pat_60 Post-Resistance FYN 2534 37 6 111983042 111983042 Frame_Shift_Del DEL T - 7 527 c.1514delA c.(1513-1515)AAGfs p.K505fs

Pat_60 Post-Resistance WISP3 8838 37 6 112389434 112389434 Frame_Shift_Del DEL A - 12 142 c.616delA c.(616-618)AAAfs p.K206fs

Pat_60 Post-Resistance C6orf174 387104 37 6 127804080 127804080 Frame_Shift_Del DEL T - 8 616 c.1535delA c.(1534-1536)AAGfs p.K512fs

Pat_60 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 8 453 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_60 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 7 276 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_60 Post-Resistance ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 9 777 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_60 Post-Resistance RSPH10B2 728194 37 7 6797480 6797480 Frame_Shift_Del DEL A - 7 554 c.172delA c.(172-174)AAAfs p.K58fs

Pat_60 Post-Resistance OSBPL3 26031 37 7 24910452 24910453 Frame_Shift_Del DEL TC - 7 192 c.279_280delGA c.(277-282)GAGAAGfs p.E93fs

Pat_60 Post-Resistance AEBP1 165 37 7 44153765 44153767 In_Frame_Del DEL GAG - 7 159 c.3382_3384delGAG c.(3382-3384)GAGdel p.E1132del

Pat_60 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 19 568 c.231delA c.(229-231)AAAfs p.K77fs

Pat_60 Post-Resistance ABCB4 5244 37 7 87032544 87032544 Frame_Shift_Del DEL T - 7 831 c.3561delA c.(3559-3561)AAAfs p.K1187fs

Pat_60 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 9 134 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_60 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 12 737 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_60 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 10 630 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_60 Post-Resistance LMTK2 22853 37 7 97820131 97820132 Frame_Shift_Del DEL AG - 9 1324 c.1090_1091delAG c.(1090-1092)AGAfs p.R364fs

Pat_60 Post-Resistance STAG3 10734 37 7 99802723 99802723 Frame_Shift_Del DEL C - 10 907 c.3047delC c.(3046-3048)TCCfs p.S1016fs

Pat_60 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 12 635 c.528delT c.(526-528)AATfs p.N176fs



Pat_60 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 9 377 c.350delT c.(349-351)TTGfs p.L117fs

Pat_60 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 14 347 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_60 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 8 428 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_60 Post-Resistance MYST3 7994 37 8 41836184 41836184 Frame_Shift_Del DEL T - 9 1560 c.1019delA c.(1018-1020)AACfs p.N340fs

Pat_60 Post-Resistance PCMTD1 115294 37 8 52733063 52733063 Frame_Shift_Del DEL T - 14 191 c.922delA c.(922-924)ATGfs p.M308fs

Pat_60 Post-Resistance PTPLAD2 401494 37 9 21007045 21007046 Frame_Shift_Ins INS - T 9 235 c.689_690insA c.(688-690)AAGfs p.K230fs

Pat_60 Post-Resistance NDOR1 27158 37 9 140100743 140100743 Frame_Shift_Del DEL C - 7 807 c.195delC c.(193-195)GACfs p.D65fs

Pat_60 Post-Resistance PASD1 139135 37 X 150817142 150817144 In_Frame_Del DEL GCT - 7 273 c.685_687delGCT c.(685-687)GCTdel p.A236del

Pat_60 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 9 170 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_65 Pre-Treatment ESPNP 284729 37 1 17034125 17034126 Frame_Shift_Ins INS - AGCT 11 54 c.364_365insAGCT c.(364-366)TGGfs p.W122fs

Pat_65 Pre-Treatment FAM43B 163933 37 1 20880268 20880270 In_Frame_Del DEL GAG - 11 63 c.802_804delGAG c.(802-804)GAGdel p.E272del

Pat_65 Pre-Treatment DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 9 518 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_65 Pre-Treatment TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 10 1315 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_65 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 7 1032 c.622delC c.(622-624)CCCfs p.P208fs

Pat_65 Pre-Treatment LOC200030 200030 37 1 148016436 148016436 Frame_Shift_Del DEL T - 8 1057 c.1826delA c.(1825-1827)AAGfs p.K609fs

Pat_65 Pre-Treatment LCE4A 199834 37 1 152681693 152681698 In_Frame_Del DEL TGTGGT - 7 244 c.142_147delTGTGGTc.(142-147)TGTGGTdel p.CG48del

Pat_65 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 10 354 c.2186_2188delACCc.(2185-2190)CACCGG>CGG p.H729del

Pat_65 Pre-Treatment LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 7 113 c.783_785delGCAc.(781-786)CAGCAA>CAAp.261_262QQ>Q

Pat_65 Pre-Treatment BAT2L2 23215 37 1 171511149 171511149 Frame_Shift_Del DEL A - 8 159 c.4538delA c.(4537-4539)GAAfs p.E1513fs

Pat_65 Pre-Treatment PRG4 10216 37 1 186276256 186276257 In_Frame_Ins INS - CCA 7 274 c.1405_1406insCCAc.(1405-1407)CCC>CCCACCp.471_472insT

Pat_65 Pre-Treatment PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 15 492 c.1523_1525delCCAc.(1522-1527)CCCACC>CCC p.T511del

Pat_65 Pre-Treatment GPATCH2 55105 37 1 217793189 217793189 Frame_Shift_Del DEL G - 7 251 c.709delC c.(709-711)CAGfs p.Q237fs

Pat_65 Pre-Treatment OBSCN 84033 37 1 228475979 228475980 Frame_Shift_Del DEL GT - 9 358 c.10029_10030delGTc.(10027-10032)TCGTGTfs p.S3343fs

Pat_65 Pre-Treatment SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 8 830 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_65 Pre-Treatment PCDH15 65217 37 10 55698620 55698620 Frame_Shift_Del DEL C - 7 365 c.3328delG c.(3328-3330)GATfs p.D1110fs

Pat_65 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 7 1007 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_65 Pre-Treatment C10orf26 54838 37 10 104569669 104569671 In_Frame_Del DEL CAT - 8 675 c.150_152delCAT c.(148-153)ACCATC>ACC p.I54del

Pat_65 Pre-Treatment MUC6 4588 37 11 1031058 1031059 Splice_Site INS - G 6 12 c.575_splice c.e6-1 p.G192_splice

Pat_65 Pre-Treatment DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 7 52 c.8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_65 Pre-Treatment PRMT3 10196 37 11 20424503 20424503 Frame_Shift_Del DEL C - 7 591 c.744delC c.(742-744)TACfs p.Y248fs

Pat_65 Pre-Treatment MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 8 230 c.2441_2443delAGAc.(2440-2445)AAGAGC>AGC p.K814del

Pat_65 Pre-Treatment FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 11 1343 c.736delC c.(736-738)CCCfs p.P246fs

Pat_65 Pre-Treatment C11orf95 65998 37 11 63531514 63531516 In_Frame_Del DEL CTC - 9 86 c.1579_1581delGAG c.(1579-1581)GAGdel p.E527del

Pat_65 Pre-Treatment C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 11 66 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_65 Pre-Treatment AIP 9049 37 11 67250670 67250670 Frame_Shift_Del DEL A - 8 617 c.41delA c.(40-42)CAAfs p.Q14fs

Pat_65 Pre-Treatment CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 7 144 c.205delA c.(205-207)AAAfs p.K69fs

Pat_65 Pre-Treatment CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 292 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_65 Pre-Treatment IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 376 c.1623_1625delGCCc.(1621-1626)CCGCCA>CCAp.541_542PP>P

Pat_65 Pre-Treatment C1R 715 37 12 7187850 7187851 Frame_Shift_Ins INS - T 7 469 c.2103_2104insA c.(2101-2106)ATGGAGfs p.M701fs

Pat_65 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 29 1425 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 444 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_65 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 8 1129 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 26 1664 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 24 1527 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_65 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 28 577 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_65 Pre-Treatment IFLTD1 160492 37 12 25679737 25679738 Frame_Shift_Del DEL GG - 7 1096 c.580_581delCC c.(580-582)CCAfs p.P194fs

Pat_65 Pre-Treatment FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 618 c.522delA c.(520-522)CCAfs p.P174fs



Pat_65 Pre-Treatment CACNB3 784 37 12 49220567 49220567 Frame_Shift_Del DEL G - 8 2265 c.920delG c.(919-921)CGGfs p.R307fs

Pat_65 Pre-Treatment WNT1 7471 37 12 49373295 49373295 Frame_Shift_Del DEL C - 9 437 c.149delC c.(148-150)TCCfs p.S50fs

Pat_65 Pre-Treatment PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 12 704 c.93delC c.(91-93)ATCfs p.I31fs

Pat_65 Pre-Treatment LRP1 4035 37 12 57572242 57572242 Frame_Shift_Del DEL G - 8 610 c.4462delG c.(4462-4464)GGGfs p.G1488fs

Pat_65 Pre-Treatment NAP1L1 4673 37 12 76454023 76454024 Frame_Shift_Del DEL GA - 8 674 c.242_243delTC c.(241-243)CTCfs p.L81fs

Pat_65 Pre-Treatment C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 11 647 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_65 Pre-Treatment NT5DC3 51559 37 12 104187016 104187016 Frame_Shift_Del DEL C - 7 1453 c.945delG c.(943-945)GGGfs p.G315fs

Pat_65 Pre-Treatment KNTC1 9735 37 12 123068869 123068870 Frame_Shift_Del DEL TA - 18 900 c.3308_3309delTA c.(3307-3309)CTAfs p.L1103fs

Pat_65 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 12 464 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_65 Pre-Treatment PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 20 1616 c.937delG c.(937-939)GCGfs p.A313fs

Pat_65 Pre-Treatment PABPC3 5042 37 13 25671333 25671333 Frame_Shift_Del DEL A - 8 777 c.997delA c.(997-999)AAAfs p.K333fs

Pat_65 Pre-Treatment RNF6 6049 37 13 26788241 26788241 Frame_Shift_Del DEL A - 10 602 c.1778delT c.(1777-1779)TTAfs p.L593fs

Pat_65 Pre-Treatment WASF3 10810 37 13 27255386 27255387 Frame_Shift_Ins INS - C 7 245 c.912_913insC c.(910-915)CCGCCCfs p.P304fs

Pat_65 Pre-Treatment LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 8 1210 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_65 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 7 370 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_65 Pre-Treatment TRPM1 4308 37 15 31362391 31362391 Frame_Shift_Del DEL G - 8 1453 c.56delC c.(55-57)CCTfs p.P19fs

Pat_65 Pre-Treatment NOX5 79400 37 15 69328208 69328210 In_Frame_Del DEL CTG - 8 1108 c.1120_1122delCTG c.(1120-1122)CTGdel p.L380del

Pat_65 Pre-Treatment POLG 5428 37 15 89876828 89876830 In_Frame_Del DEL TGC - 10 116 c.156_158delGCAc.(154-159)CAGCAA>CAAp.52_53QQ>Q

Pat_65 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 9 1732 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_65 Pre-Treatment SALL1 6299 37 16 51175655 51175656 In_Frame_Ins INS - GCT 18 45 c.477_478insAGC c.(475-480)insAGC p.159_160insS

Pat_65 Pre-Treatment PLD2 5338 37 17 4713029 4713029 Frame_Shift_Del DEL G - 8 906 c.658delG c.(658-660)GGCfs p.G220fs

Pat_65 Pre-Treatment DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 8 123 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_65 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 905 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_65 Pre-Treatment CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 16 124 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_65 Pre-Treatment CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 9 225 c.2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_65 Pre-Treatment SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 12 187 c.1065_1067delGCTc.(1063-1068)CGGCTG>CGG p.L360del

Pat_65 Pre-Treatment WSB1 26118 37 17 25636240 25636241 Frame_Shift_Del DEL TA - 7 1062 c.826_827delTA c.(826-828)TATfs p.Y276fs

Pat_65 Pre-Treatment SUPT6H 6830 37 17 27001303 27001305 In_Frame_Del DEL GAG - 9 248 c.112_114delGAG c.(112-114)GAGdel p.E43del

Pat_65 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 14 1112 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_65 Pre-Treatment CDC6 990 37 17 38457159 38457159 Frame_Shift_Del DEL T - 9 861 c.1329delT c.(1327-1329)GGTfs p.G443fs

Pat_65 Pre-Treatment KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 23 162 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_65 Pre-Treatment KCNH4 23415 37 17 40328258 40328259 Frame_Shift_Ins INS - C 8 560 c.642_643insG c.(640-645)GGGTCTfs p.G214fs

Pat_65 Pre-Treatment XYLT2 64132 37 17 48433967 48433967 Frame_Shift_Del DEL C - 8 357 c.1578delC c.(1576-1578)TACfs p.Y526fs

Pat_65 Pre-Treatment BPTF 2186 37 17 65822267 65822269 In_Frame_Del DEL GAG - 11 65 c.427_429delGAG c.(427-429)GAGdel p.E148del

Pat_65 Pre-Treatment ITGB4 3691 37 17 73732157 73732158 Frame_Shift_Del DEL GT - 9 1282 c.1683_1684delGT c.(1681-1686)CAGTGTfs p.Q561fs

Pat_65 Pre-Treatment SS18 6760 37 18 23619289 23619289 Frame_Shift_Del DEL G - 7 1142 c.739delC c.(739-741)CAGfs p.Q247fs

Pat_65 Pre-Treatment WDR7 23335 37 18 54358513 54358513 Frame_Shift_Del DEL G - 7 429 c.784delG c.(784-786)GGGfs p.G262fs

Pat_65 Pre-Treatment ALPK2 115701 37 18 56246440 56246440 Frame_Shift_Del DEL T - 8 1390 c.1568delA c.(1567-1569)AAGfs p.K523fs

Pat_65 Pre-Treatment CCDC159 126075 37 19 11459665 11459666 Frame_Shift_Ins INS - A 12 7 c.64_65insA c.(64-66)GAGfs p.E22fs

Pat_65 Pre-Treatment ECSIT 51295 37 19 11618820 11618821 Frame_Shift_Ins INS - G 7 787 c.781_782insC c.(781-783)CAGfs p.Q261fs

Pat_65 Pre-Treatment KIAA1683 80726 37 19 18378236 18378236 Frame_Shift_Del DEL G - 7 746 c.114delC c.(112-114)CCCfs p.P38fs

Pat_65 Pre-Treatment SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 983 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_65 Pre-Treatment ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 9 1036 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_65 Pre-Treatment SFRS16 11129 37 19 45567607 45567609 In_Frame_Del DEL CTC - 7 73 c.1128_1130delCTCc.(1126-1131)CGCTCC>CGC p.S385del

Pat_65 Pre-Treatment KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 12 460 c.541_543delGAG c.(541-543)GAGdel p.E184del

Pat_65 Pre-Treatment GLTSCR1 29998 37 19 48197891 48197891 Frame_Shift_Del DEL C - 7 202 c.2803delC c.(2803-2805)CCCfs p.P935fs

Pat_65 Pre-Treatment ZNF175 7728 37 19 52091415 52091416 Frame_Shift_Del DEL AG - 7 697 c.1831_1832delAG c.(1831-1833)AGAfs p.R611fs



Pat_65 Pre-Treatment CNOT3 4849 37 19 54656613 54656613 Frame_Shift_Del DEL C - 7 891 c.1914delC c.(1912-1914)CTCfs p.L638fs

Pat_65 Pre-Treatment NTSR2 23620 37 2 11810004 11810006 In_Frame_Del DEL CAG - 10 111 c.250_252delCTG c.(250-252)CTGdel p.L84del

Pat_65 Pre-Treatment KIF3C 3797 37 2 26203464 26203466 In_Frame_Del DEL GTT - 12 609 c.1321_1323delAAC c.(1321-1323)AACdel p.N441del

Pat_65 Pre-Treatment FAM98A 25940 37 2 33813402 33813402 Frame_Shift_Del DEL T - 7 499 c.522delA c.(520-522)AAAfs p.K174fs

Pat_65 Pre-Treatment RIF1 55183 37 2 152293790 152293790 Frame_Shift_Del DEL T - 9 673 c.1408delT c.(1408-1410)TTTfs p.F470fs

Pat_65 Pre-Treatment FN1 2335 37 2 216285432 216285433 Frame_Shift_Del DEL CG - 8 684 c.1638_1639delCG c.(1636-1641)TTCGGTfs p.F546fs

Pat_65 Pre-Treatment SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 10 1106 c.591delT c.(589-591)GCTfs p.A197fs

Pat_65 Pre-Treatment CCDC108 255101 37 2 219868691 219868692 Frame_Shift_Ins INS - T 7 1402 c.5537_5538insA c.(5536-5538)GAGfs p.E1846fs

Pat_65 Pre-Treatment TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 798 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_65 Pre-Treatment EMILIN3 90187 37 20 39990829 39990829 Frame_Shift_Del DEL C - 9 694 c.1380delG c.(1378-1380)GGGfs p.G460fs

Pat_65 Pre-Treatment WFDC3 140686 37 20 44417572 44417572 Frame_Shift_Del DEL T - 7 1524 c.209delA c.(208-210)AAGfs p.K70fs

Pat_65 Pre-Treatment SALL4 57167 37 20 50408526 50408526 Frame_Shift_Del DEL G - 8 1030 c.496delC c.(496-498)CAGfs p.Q166fs

Pat_65 Pre-Treatment KRTAP21-1 337977 37 21 32127578 32127578 Frame_Shift_Del DEL C - 15 1971 c.119delG c.(118-120)TGTfs p.C40fs

Pat_65 Pre-Treatment TXN2 25828 37 22 36872888 36872888 Frame_Shift_Del DEL G - 133 360 c.279delC c.(277-279)TGCfs p.C93fs

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120392 38120400 In_Frame_Del DEL CCTCCAGAA - 9 1028c.1829_1837delCCTCCAGAAc.(1828-1839)GCCTCCAGAACC>GCCp.SRT611del

Pat_65 Pre-Treatment POLR2F 5435 37 22 38363691 38363691 Frame_Shift_Del DEL G - 8 824 c.353delG c.(352-354)TGGfs p.W118fs

Pat_65 Pre-Treatment DDX17 10521 37 22 38881965 38881967 In_Frame_Del DEL GGA - 8 474 c.2169_2171delTCCc.(2167-2172)CCTCCC>CCCp.723_724PP>P

Pat_65 Pre-Treatment MGAT3 4248 37 22 39884335 39884335 Frame_Shift_Del DEL T - 8 567 c.983delT c.(982-984)CTTfs p.L328fs

Pat_65 Pre-Treatment MAPK8IP2 23542 37 22 51041769 51041771 In_Frame_Del DEL GAG - 10 65 c.289_291delGAG c.(289-291)GAGdel p.E103del

Pat_65 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 7 216 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_65 Pre-Treatment CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 9 658 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_65 Pre-Treatment CDCP1 64866 37 3 45127479 45127479 Frame_Shift_Del DEL T - 9 1588 c.2162delA c.(2161-2163)AAGfs p.K721fs

Pat_65 Pre-Treatment MAP4 4134 37 3 47913510 47913510 Frame_Shift_Del DEL G - 10 832 c.2403delC c.(2401-2403)TCCfs p.S801fs

Pat_65 Pre-Treatment USP4 7375 37 3 49321969 49321971 In_Frame_Del DEL TCT - 7 403 c.2318_2320delAGAc.(2317-2322)AAGACC>ACC p.K773del

Pat_65 Pre-Treatment RAD54L2 23132 37 3 51624506 51624508 In_Frame_Del DEL GAG - 7 85 c.70_72delGAG c.(70-72)GAGdel p.E30del

Pat_65 Pre-Treatment ITIH4 3700 37 3 52847474 52847474 Frame_Shift_Del DEL G - 7 664 c.2756delC c.(2755-2757)CCGfs p.P919fs

Pat_65 Pre-Treatment VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 16 203 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_65 Pre-Treatment OR5H14 403273 37 3 97868506 97868507 Frame_Shift_Del DEL TC - 8 1163 c.277_278delTC c.(277-279)TCTfs p.S93fs

Pat_65 Pre-Treatment ALCAM 214 37 3 105258856 105258856 Frame_Shift_Del DEL A - 8 368 c.768delA c.(766-768)CCAfs p.P256fs

Pat_65 Pre-Treatment EAF2 55840 37 3 121573658 121573659 Frame_Shift_Ins INS - A 8 502 c.326_327insA c.(325-327)GTAfs p.V109fs

Pat_65 Pre-Treatment P2RY1 5028 37 3 152554176 152554176 Frame_Shift_Del DEL G - 12 804 c.605delG c.(604-606)TGTfs p.C202fs

Pat_65 Pre-Treatment UGDH 7358 37 4 39515752 39515753 Frame_Shift_Ins INS - A 7 205 c.214_215insT c.(214-216)TCTfs p.S72fs

Pat_65 Pre-Treatment OCIAD2 132299 37 4 48894833 48894833 Frame_Shift_Del DEL A - 8 1459 c.339delT c.(337-339)TTTfs p.F113fs

Pat_65 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 9 366 c.317delT c.(316-318)ATTfs p.I106fs

Pat_65 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 9 293 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_65 Pre-Treatment OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 13 418 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_65 Pre-Treatment C4orf41 60684 37 4 184614176 184614178 In_Frame_Del DEL GGA - 7 479 c.2113_2115delGGA c.(2113-2115)GGAdel p.G708del

Pat_65 Pre-Treatment PDZD2 23037 37 5 32090059 32090061 In_Frame_Del DEL TCC - 8 662 c.6505_6507delTCC c.(6505-6507)TCCdel p.S2173del

Pat_65 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 21 965 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_65 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 346 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_65 Pre-Treatment FBXL21 26223 37 5 135273191 135273191 Frame_Shift_Del DEL G - 7 495 c.444delG c.(442-444)TTGfs p.L148fs

Pat_65 Pre-Treatment BRD8 10902 37 5 137495246 137495247 Frame_Shift_Del DEL AG - 9 435 c.2574_2575delCT c.(2572-2577)CTCTTTfs p.L858fs

Pat_65 Pre-Treatment NUDCD2 134492 37 5 162884088 162884089 Splice_Site INS - A 9 72 c.239_splice c.e3-1 p.E80_splice

Pat_65 Pre-Treatment CPLX2 10814 37 5 175306965 175306967 In_Frame_Del DEL GAG - 8 166 c.322_324delGAG c.(322-324)GAGdel p.E114del

Pat_65 Pre-Treatment C5orf25 375484 37 5 175740719 175740719 Frame_Shift_Del DEL T - 8 1497 c.1703delT c.(1702-1704)CTTfs p.L568fs

Pat_65 Pre-Treatment EXOC2 55770 37 6 637794 637794 Frame_Shift_Del DEL G - 9 1175 c.25delC c.(25-27)CTTfs p.L9fs

Pat_65 Pre-Treatment NKAPL 222698 37 6 28227519 28227520 Frame_Shift_Del DEL GA - 9 865 c.370_371delGA c.(370-372)GAGfs p.E124fs



Pat_65 Pre-Treatment PGBD1 84547 37 6 28254890 28254890 Frame_Shift_Del DEL A - 7 580 c.587delA c.(586-588)GAAfs p.E196fs

Pat_65 Pre-Treatment ZFP57 346171 37 6 29643729 29643730 Frame_Shift_Del DEL AA - 7 1124 c.230_231delTT c.(229-231)TTTfs p.F77fs

Pat_65 Pre-Treatment HLA-G 3135 37 6 29797196 29797196 Frame_Shift_Del DEL C - 8 1459 c.621delC c.(619-621)GACfs p.D207fs

Pat_65 Pre-Treatment DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 14 195 c.1353_1355delGGAc.(1351-1356)GAGGAA>GAAp.451_452EE>E

Pat_65 Pre-Treatment CNPY3 10695 37 6 42897358 42897360 In_Frame_Del DEL TGC - 7 101 c.50_52delTGC c.(49-54)TTGCTG>TTG p.17_18LL>L

Pat_65 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 10 1284 c.662delA c.(661-663)AAGfs p.K221fs

Pat_65 Pre-Treatment DDX43 55510 37 6 74117732 74117732 Frame_Shift_Del DEL A - 9 238 c.1087delA c.(1087-1089)AAAfs p.K363fs

Pat_65 Pre-Treatment SLC17A5 26503 37 6 74351590 74351590 Frame_Shift_Del DEL A - 7 671 c.349delT c.(349-351)TATfs p.Y117fs

Pat_65 Pre-Treatment TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 10 300 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_65 Pre-Treatment C6orf165 154313 37 6 88144700 88144700 Frame_Shift_Del DEL A - 8 271 c.1423delA c.(1423-1425)AAAfs p.K475fs

Pat_65 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 14 199 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_65 Pre-Treatment IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 8 620 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_65 Pre-Treatment OLIG3 167826 37 6 137815223 137815225 In_Frame_Del DEL GGC - 8 356 c.83_85delGCC c.(82-87)CGCCAC>CAC p.R28del

Pat_65 Pre-Treatment CCDC28A 25901 37 6 139097330 139097330 Frame_Shift_Del DEL A - 8 430 c.343delA c.(343-345)AAAfs p.K115fs

Pat_65 Pre-Treatment GRM1 2911 37 6 146755630 146755632 In_Frame_Del DEL GAC - 8 484 c.3283_3285delGAC c.(3283-3285)GACdel p.D1099del

Pat_65 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 13 244 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_65 Pre-Treatment ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 9 877 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_65 Pre-Treatment ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 8 488 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_65 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 7 667 c.796delG c.(796-798)GTCfs p.V266fs

Pat_65 Pre-Treatment GIGYF1 64599 37 7 100283635 100283637 In_Frame_Del DEL TCC - 11 221 c.1014_1016delGGAc.(1012-1017)GAGGAA>GAAp.338_339EE>E

Pat_65 Pre-Treatment FOXP2 93986 37 7 114270016 114270018 In_Frame_Del DEL CAG - 12 333 c.553_555delCAG c.(553-555)CAGdel p.Q191del

Pat_65 Pre-Treatment PAXIP1 22976 37 7 154760267 154760269 In_Frame_Del DEL CTG - 8 47 c.1642_1644delCAG c.(1642-1644)CAGdel p.Q548del

Pat_65 Pre-Treatment RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 16 492 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_65 Pre-Treatment MCPH1 79648 37 8 6289099 6289099 Frame_Shift_Del DEL A - 9 289 c.313delA c.(313-315)AAAfs p.K105fs

Pat_65 Pre-Treatment RP1L1 94137 37 8 10467706 10467707 In_Frame_Ins INS - CCC 14 654 c.3901_3902insGGGc.(3901-3903)GTG>GGGGTGp.1300_1301insG

Pat_65 Pre-Treatment SGCZ 137868 37 8 13959894 13959895 Frame_Shift_Del DEL TG - 7 534 c.734_735delCA c.(733-735)ACAfs p.T245fs

Pat_65 Pre-Treatment ERLIN2 11160 37 8 37597949 37597950 Frame_Shift_Del DEL AT - 8 1220 c.174_175delAT c.(172-177)TCATATfs p.S58fs

Pat_65 Pre-Treatment RAB11FIP1 80223 37 8 37728933 37728933 Frame_Shift_Del DEL T - 8 538 c.3387delA c.(3385-3387)AAAfs p.K1129fs

Pat_65 Pre-Treatment MYST3 7994 37 8 41792323 41792323 Frame_Shift_Del DEL C - 7 1714 c.3415delG c.(3415-3417)GAGfs p.E1139fs

Pat_65 Pre-Treatment ARFGEF1 10565 37 8 68152482 68152483 Frame_Shift_Del DEL TG - 9 721 c.2893_2894delCA c.(2893-2895)CAAfs p.Q965fs

Pat_65 Pre-Treatment SLC26A7 115111 37 8 92401631 92401631 Frame_Shift_Del DEL T - 9 1265 c.1741delT c.(1741-1743)TTTfs p.F581fs

Pat_65 Pre-Treatment TM7SF4 81501 37 8 105361700 105361700 Frame_Shift_Del DEL G - 7 1606 c.920delG c.(919-921)TGGfs p.W307fs

Pat_65 Pre-Treatment ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 266 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_65 Pre-Treatment FER1L6 654463 37 8 125080031 125080031 Frame_Shift_Del DEL A - 7 256 c.3702delA c.(3700-3702)GGAfs p.G1234fs

Pat_65 Pre-Treatment COL22A1 169044 37 8 139809072 139809072 Frame_Shift_Del DEL T - 7 1586 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_65 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 25 1223 c.4455_splice c.e30+1 p.E1485_splice

Pat_65 Pre-Treatment GRINA 2907 37 8 145065717 145065718 Frame_Shift_Ins INS - C 7 222 c.326_327insC c.(325-327)TTCfs p.F109fs

Pat_65 Pre-Treatment ADAMTSL1 92949 37 9 18680349 18680350 Frame_Shift_Ins INS - G 11 187 c.1176_1177insG c.(1174-1179)TGTGGGfs p.C392fs

Pat_65 Pre-Treatment VCP 7415 37 9 35062983 35062985 In_Frame_Del DEL AAG - 9 470 c.801_803delCTT c.(799-804)TTCTTG>TTG p.F267del

Pat_65 Pre-Treatment RALGDS 5900 37 9 135975698 135975700 In_Frame_Del DEL CTC - 7 1627 c.2524_2526delGAG c.(2524-2526)GAGdel p.E842del

Pat_65 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 23 265 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_65 Pre-Treatment ZMYND19 116225 37 9 140481541 140481542 Frame_Shift_Ins INS - C 8 572 c.236_237insG c.(235-237)GGCfs p.G79fs

Pat_65 Pre-Treatment PPP2R3B 28227 37 X 302052 302052 Frame_Shift_Del DEL T - 7 652 c.1165delA c.(1165-1167)ACAfs p.T389fs

Pat_65 Pre-Treatment NAP1L2 4674 37 X 72434104 72434104 Frame_Shift_Del DEL T - 7 541 c.225delA c.(223-225)AAAfs p.K75fs

Pat_65 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 22 1427 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_65 Pre-Treatment ATP2B3 492 37 X 152845611 152845611 Frame_Shift_Del DEL C - 11 534 c.3518delC c.(3517-3519)GCCfs p.A1173fs

Pat_66 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 19 138 c.732_733insA c.(730-735)AAACAGfs p.K244fs



Pat_66 Pre-Treatment ST6GALNAC5 81849 37 1 77334277 77334279 In_Frame_Del DEL GCA - 9 59 c.111_113delGCAc.(109-114)CCGCAG>CCG p.Q49del

Pat_66 Pre-Treatment ABCA4 24 37 1 94548992 94548992 Frame_Shift_Del DEL G - 7 362 c.774delC c.(772-774)CCCfs p.P258fs

Pat_66 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 9 879 c.622delC c.(622-624)CCCfs p.P208fs

Pat_66 Pre-Treatment LOC200030 200030 37 1 148016436 148016436 Frame_Shift_Del DEL T - 7 753 c.1826delA c.(1825-1827)AAGfs p.K609fs

Pat_66 Pre-Treatment TCHH 7062 37 1 152082301 152082303 In_Frame_Del DEL CTC - 7 499 c.3390_3392delGAGc.(3388-3393)AAGAGA>AAA p.R1133del

Pat_66 Pre-Treatment LMNA 4000 37 1 156106980 156106981 Frame_Shift_Del DEL GC - 18 15 c.1565_1566delGC c.(1564-1566)TGCfs p.C522fs

Pat_66 Pre-Treatment PVRL4 81607 37 1 161059028 161059030 In_Frame_Del DEL AGC - 8 577 c.57_59delGCT c.(55-60)CTGCTA>CTA p.19_20LL>L

Pat_66 Pre-Treatment PRG4 10216 37 1 186276010 186276011 In_Frame_Ins INS - AGG 7 721 c.1159_1160insAGGc.(1159-1161)AAG>AAGGAGp.387_388insE

Pat_66 Pre-Treatment PARP1 142 37 1 226570820 226570820 Frame_Shift_Del DEL G - 7 923 c.1076delC c.(1075-1077)CCAfs p.P359fs

Pat_66 Pre-Treatment OR2W5 441932 37 1 247654684 247654684 Frame_Shift_Del DEL G - 7 270 c.255delG c.(253-255)CTGfs p.L85fs

Pat_66 Pre-Treatment PGR 5241 37 11 100998255 100998255 Frame_Shift_Del DEL C - 4 9 c.1547delG c.(1546-1548)GGCfs p.G516fs

Pat_66 Pre-Treatment KDM5A 5927 37 12 416953 416953 Frame_Shift_Del DEL T - 8 184 c.3597delA c.(3595-3597)AAAfs p.K1199fs

Pat_66 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 18 828 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_66 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 13 417 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_66 Pre-Treatment ARNTL2 56938 37 12 27543043 27543044 Frame_Shift_Del DEL CA - 7 689 c.790_791delCA c.(790-792)CACfs p.H264fs

Pat_66 Pre-Treatment INTS6 26512 37 13 51948408 51948408 Frame_Shift_Del DEL T - 7 663 c.2040delA c.(2038-2040)AAAfs p.K680fs

Pat_66 Pre-Treatment LAMP1 3916 37 13 113964033 113964034 Frame_Shift_Ins INS - A 9 245 c.259_260insA c.(259-261)GACfs p.D87fs

Pat_66 Pre-Treatment ZNF828 283489 37 13 115090966 115090966 Frame_Shift_Del DEL T - 7 1340 c.1649delT c.(1648-1650)CTTfs p.L550fs

Pat_66 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 13 1750 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_66 Pre-Treatment PRRT2 112476 37 16 29825016 29825016 Frame_Shift_Del DEL C - 7 28 c.641delC c.(640-642)GCCfs p.A214fs

Pat_66 Pre-Treatment TBC1D3B 414059 37 17 34493617 34493617 Frame_Shift_Del DEL G - 2 4 c.1408delC c.(1408-1410)CGCfs p.R470fs

Pat_66 Pre-Treatment FBXO17 115290 37 19 39440619 39440619 Frame_Shift_Del DEL C - 2 4 c.341delG c.(340-342)TGCfs p.C114fs

Pat_66 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 8 719 c.275delC c.(274-276)CCAfs p.P92fs

Pat_66 Pre-Treatment DYSF 8291 37 2 71801420 71801422 In_Frame_Del DEL CCG - 7 339 c.3267_3269delCCGc.(3265-3270)TTCCGC>TTC p.R1093del

Pat_66 Pre-Treatment FAM117B 150864 37 2 203621969 203621969 Frame_Shift_Del DEL C - 8 118 c.1138delC c.(1138-1140)CCCfs p.P380fs

Pat_66 Pre-Treatment ALPP 250 37 2 233243529 233243531 In_Frame_Del DEL TGC - 8 98 c.17_19delTGC c.(16-21)ATGCTG>ATG p.L13del

Pat_66 Pre-Treatment ATRN 8455 37 20 3451934 3451936 In_Frame_Del DEL GCT - 2 4 c.180_182delGCTc.(178-183)CGGCTG>CGG p.L68del

Pat_66 Pre-Treatment SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 7 122 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_66 Pre-Treatment GART 2618 37 21 34904722 34904739 In_Frame_Del DELCAAGACCACTGGCCTTCA- 109 479c.440_457delTGAAGGCCAGTGGTCTTGc.(439-459)GTGAAGGCCAGTGGTCTTGCA>GCAp.VKASGL147del

Pat_66 Pre-Treatment PFKL 5211 37 21 45736153 45736155 In_Frame_Del DEL CAT - 7 275 c.774_776delCAT c.(772-777)AACATC>AAC p.I262del

Pat_66 Pre-Treatment PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 13 144 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_66 Pre-Treatment TOP3B 8940 37 22 22314097 22314097 Frame_Shift_Del DEL C - 7 568 c.1666delG c.(1666-1668)GTGfs p.V556fs

Pat_66 Pre-Treatment DDX17 10521 37 22 38895455 38895455 Frame_Shift_Del DEL C - 8 513 c.488delG c.(487-489)GGAfs p.G163fs

Pat_66 Pre-Treatment TAB1 10454 37 22 39772049 39772049 Frame_Shift_Del DEL C - 9 605 c.108delC c.(106-108)GACfs p.D36fs

Pat_66 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 8 610 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_66 Pre-Treatment EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 8 82 c.1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_66 Pre-Treatment GP5 2814 37 3 194117710 194117710 Frame_Shift_Del DEL C - 4 3 c.1302delG c.(1300-1302)GGGfs p.G434fs

Pat_66 Pre-Treatment TMEM175 84286 37 4 946206 946207 Frame_Shift_Del DEL TG - 7 487 c.430_431delTG c.(430-432)TGTfs p.C144fs

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 8 2214 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 14 808 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_66 Pre-Treatment NOP14 8602 37 4 2951689 2951689 Frame_Shift_Del DEL G - 7 558 c.1254delC c.(1252-1254)ACCfs p.T418fs

Pat_66 Pre-Treatment RGS12 6002 37 4 3430398 3430399 Frame_Shift_Ins INS - A 7 153 c.3525_3526insA c.(3523-3528)GGGAAAfs p.G1175fs

Pat_66 Pre-Treatment PROL1 58503 37 4 71275209 71275210 Frame_Shift_Del DEL CA - 7 487 c.164_165delCA c.(163-165)TCAfs p.S55fs

Pat_66 Pre-Treatment SEC31A 22872 37 4 83785675 83785677 In_Frame_Del DEL TGC - 7 216 c.1272_1274delGCAc.(1270-1275)CAGCAC>CAC p.Q424del

Pat_66 Pre-Treatment DMXL1 1657 37 5 118525523 118525524 Frame_Shift_Ins INS - G 7 256 c.7256_7257insG c.(7255-7257)GCGfs p.A2419fs

Pat_66 Pre-Treatment FOXC1 2296 37 6 1612018 1612020 In_Frame_Del DEL CGG - 5 10 c.1338_1340delCGGc.(1336-1341)CACGGC>CAC p.G456del

Pat_66 Pre-Treatment TUBB2A 7280 37 6 3154114 3154116 In_Frame_Del DEL CCT - 7 438 c.1319_1321delAGGc.(1318-1323)GAGGGC>GGC p.E440del



Pat_66 Pre-Treatment TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 9 351 c.1319_1321delAGGc.(1318-1323)GAGGGC>GGC p.E440del

Pat_66 Pre-Treatment HLA-J 3137 37 6 29977389 29977393 Frame_Shift_Del DEL CTTCT - 17 109 c.408_412delCTTCTc.(406-414)GACTTCTCTfs p.D136fs

Pat_66 Pre-Treatment GSTA2 2939 37 6 52617657 52617657 Frame_Shift_Del DEL C - 12 2573 c.409delG c.(409-411)GAAfs p.E137fs

Pat_66 Pre-Treatment GSTA1 2938 37 6 52658948 52658948 Frame_Shift_Del DEL T - 8 1987 c.389delA c.(388-390)AATfs p.N130fs

Pat_66 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 8 983 c.662delA c.(661-663)AAGfs p.K221fs

Pat_66 Pre-Treatment PRDM1 639 37 6 106552831 106552832 Frame_Shift_Del DEL CT - 8 954 c.796_797delCT c.(796-798)CTCfs p.L266fs

Pat_66 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 10 225 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_66 Pre-Treatment ZDHHC4 55146 37 7 6621849 6621849 Frame_Shift_Del DEL T - 7 520 c.337delT c.(337-339)TTTfs p.F113fs

Pat_66 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 568 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_66 Pre-Treatment INTS8 55656 37 8 95877882 95877882 Frame_Shift_Del DEL T - 9 592 c.2225delT c.(2224-2226)ATAfs p.I742fs

Pat_66 Pre-Treatment ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 36 c.2637_2639delCTCc.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_66 Pre-Treatment OFD1 8481 37 X 13764946 13764946 Frame_Shift_Del DEL A - 7 60 c.702delA c.(700-702)GCAfs p.A234fs

Pat_66 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 7 83 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_66 Pre-Treatment F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 11 139 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_01 Pre-Treatment PUSL1 126789 37 1 1245090 1245090 Missense_Mutation SNP C T 26 40 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_01 Pre-Treatment RER1 11079 37 1 2328642 2328642 Nonsense_Mutation SNP C T 186 268 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_01 Pre-Treatment MTOR 2475 37 1 11181367 11181367 Missense_Mutation SNP G A 4 241 c.6869C>T c.(6868-6870)GCC>GTC p.A2290V

Pat_01 Pre-Treatment PTCHD2 57540 37 1 11584007 11584007 Nonsense_Mutation SNP C T 57 78 c.2371C>T c.(2371-2373)CAG>TAG p.Q791*

Pat_01 Pre-Treatment FBXO44 93611 37 1 11718444 11718444 Missense_Mutation SNP C T 139 191 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_01 Pre-Treatment AADACL3 126767 37 1 12785574 12785574 Missense_Mutation SNP G A 116 122 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_01 Pre-Treatment LOC649330 649330 37 1 12907868 12907868 Missense_Mutation SNP C T 62 323 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_01 Pre-Treatment LOC440563 440563 37 1 13183695 13183695 Missense_Mutation SNP C T 64 94 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_01 Pre-Treatment NBPF1 55672 37 1 16914254 16914254 Missense_Mutation SNP C T 60 466 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_01 Pre-Treatment MRTO4 51154 37 1 19584386 19584386 Missense_Mutation SNP C T 141 160 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_01 Pre-Treatment RAP1GAP 5909 37 1 21940528 21940529 Missense_Mutation DNP GT AA 31 62 c.345_346AC>TTc.(343-348)TCACTC>TCTTTC p.L116F

Pat_01 Pre-Treatment NIPAL3 57185 37 1 24790583 24790583 Missense_Mutation SNP C T 23 65 c.994C>T c.(994-996)CCC>TCC p.P332S

Pat_01 Pre-Treatment PAFAH2 5051 37 1 26301009 26301009 Missense_Mutation SNP T C 3 203 c.891A>G c.(889-891)ATA>ATG p.I297M

Pat_01 Pre-Treatment ZNF683 257101 37 1 26691195 26691195 Missense_Mutation SNP G A 62 78 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_01 Pre-Treatment KPNA6 23633 37 1 32627987 32627987 Missense_Mutation SNP C T 319 366 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_01 Pre-Treatment GJA4 2701 37 1 35260770 35260770 Missense_Mutation SNP C T 65 100 c.956C>T c.(955-957)CCC>CTC p.P319L

Pat_01 Pre-Treatment CSF3R 1441 37 1 36941122 36941122 Missense_Mutation SNP C T 48 80 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_01 Pre-Treatment KIAA0467 23334 37 1 43893276 43893276 Missense_Mutation SNP C T 155 201 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_01 Pre-Treatment FAAH 2166 37 1 46872027 46872027 Missense_Mutation SNP C T 69 104 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_01 Pre-Treatment TMEM61 199964 37 1 55457633 55457633 Missense_Mutation SNP G A 4 142 c.490G>A c.(490-492)GCC>ACC p.A164T

Pat_01 Pre-Treatment C8A 731 37 1 57383305 57383305 Missense_Mutation SNP A C 65 16 c.1671A>C c.(1669-1671)GAA>GAC p.E557D

Pat_01 Pre-Treatment COL11A1 1301 37 1 103404641 103404641 Missense_Mutation SNP C T 218 51 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_01 Pre-Treatment CSF1 1435 37 1 110467429 110467429 Missense_Mutation SNP C T 21 26 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_01 Pre-Treatment OVGP1 5016 37 1 111957310 111957310 Missense_Mutation SNP G A 128 159 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_01 Pre-Treatment MAGI3 260425 37 1 114157228 114157228 Missense_Mutation SNP C T 110 147 c.1024C>T c.(1024-1026)CCT>TCT p.P342S

Pat_01 Pre-Treatment SYT6 148281 37 1 114640492 114640492 Missense_Mutation SNP G A 4 321 c.1117C>T c.(1117-1119)CAC>TAC p.H373Y

Pat_01 Pre-Treatment SYCP1 6847 37 1 115419372 115419372 Missense_Mutation SNP G A 11 15 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_01 Pre-Treatment SPAG17 200162 37 1 118558629 118558629 Missense_Mutation SNP G A 97 127 c.4246C>T c.(4246-4248)CCA>TCA p.P1416S

Pat_01 Pre-Treatment NOTCH2 4853 37 1 120465049 120465049 Missense_Mutation SNP G A 3 42 c.5023C>T c.(5023-5025)CGC>TGC p.R1675C

Pat_01 Pre-Treatment NBPF9 400818 37 1 144828599 144828599 Missense_Mutation SNP G A 6 370 c.2644G>A c.(2644-2646)GGA>AGA p.G882R

Pat_01 Pre-Treatment C1orf56 54964 37 1 151020540 151020540 Missense_Mutation SNP G A 4 108 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_01 Pre-Treatment POGZ 23126 37 1 151380907 151380907 Missense_Mutation SNP G C 4 179 c.2212C>G c.(2212-2214)CAG>GAG p.Q738E

Pat_01 Pre-Treatment RORC 6097 37 1 151785723 151785723 Missense_Mutation SNP C T 380 424 c.1166G>A c.(1165-1167)CGA>CAA p.R389Q



Pat_01 Pre-Treatment TCHH 7062 37 1 152082320 152082320 Missense_Mutation SNP T C 6 355 c.3373A>G c.(3373-3375)AGA>GGA p.R1125G

Pat_01 Pre-Treatment RPTN 126638 37 1 152128886 152128886 Missense_Mutation SNP C T 273 435 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_01 Pre-Treatment FLG 2312 37 1 152277449 152277449 Missense_Mutation SNP G T 7 898 c.9913C>A c.(9913-9915)CGC>AGC p.R3305S

Pat_01 Pre-Treatment FLG2 388698 37 1 152329769 152329769 Nonsense_Mutation SNP G A 267 335 c.493C>T c.(493-495)CAA>TAA p.Q165*

Pat_01 Pre-Treatment LCE1F 353137 37 1 152748887 152748887 Missense_Mutation SNP C T 132 156 c.40C>T c.(40-42)CCC>TCC p.P14S

Pat_01 Pre-Treatment PEAR1 375033 37 1 156874590 156874590 Missense_Mutation SNP C T 163 173 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_01 Pre-Treatment CD1C 911 37 1 158261934 158261934 Missense_Mutation SNP G C 118 156 c.389G>C c.(388-390)GGC>GCC p.G130A

Pat_01 Pre-Treatment OR10K2 391107 37 1 158389793 158389793 Missense_Mutation SNP C T 88 127 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_01 Pre-Treatment OR10J3 441911 37 1 159283990 159283990 Missense_Mutation SNP G A 67 108 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_01 Pre-Treatment PAPPA2 60676 37 1 176734857 176734857 Missense_Mutation SNP C T 265 400 c.4207C>T c.(4207-4209)CAT>TAT p.H1403Y

Pat_01 Pre-Treatment ASTN1 460 37 1 177001897 177001897 Missense_Mutation SNP G A 78 116 c.560C>T c.(559-561)CCG>CTG p.P187L

Pat_01 Pre-Treatment CEP350 9857 37 1 180062348 180062348 Missense_Mutation SNP C T 5 19 c.7108C>T c.(7108-7110)CCT>TCT p.P2370S

Pat_01 Pre-Treatment LAMC1 3915 37 1 182993000 182993000 Missense_Mutation SNP G A 5 142 c.149G>A c.(148-150)TGC>TAC p.C50Y

Pat_01 Pre-Treatment LAMC2 3918 37 1 183209476 183209476 Missense_Mutation SNP T C 117 131 c.3278T>C c.(3277-3279)GTT>GCT p.V1093A

Pat_01 Pre-Treatment NAV1 89796 37 1 201757704 201757704 Missense_Mutation SNP C T 183 205 c.3104C>T c.(3103-3105)TCC>TTC p.S1035F

Pat_01 Pre-Treatment LAX1 54900 37 1 203743384 203743385 Nonsense_Mutation DNP GG TA 23 38 c.772_773GG>TA c.(772-774)GGA>TAA p.G258*

Pat_01 Pre-Treatment NUAK2 81788 37 1 205273092 205273092 Missense_Mutation SNP C T 36 32 c.1373G>A c.(1372-1374)GGC>GAC p.G458D

Pat_01 Pre-Treatment LGTN 1939 37 1 206765163 206765163 Missense_Mutation SNP G A 190 227 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_01 Pre-Treatment ATF3 467 37 1 212791476 212791476 Missense_Mutation SNP C T 24 45 c.248C>T c.(247-249)CCT>CTT p.P83L

Pat_01 Pre-Treatment CAPN9 10753 37 1 230916452 230916453 Missense_Mutation DNP CC TT 101 118 c.1479_1480CC>TTc.(1477-1482)ACCCGG>ACTTGGp.R494W

Pat_01 Pre-Treatment IRF2BP2 359948 37 1 234745204 234745204 Missense_Mutation SNP G A 4 29 c.37C>T c.(37-39)CGG>TGG p.R13W

Pat_01 Pre-Treatment FMN2 56776 37 1 240371107 240371107 Missense_Mutation SNP C T 100 446 c.2995C>T c.(2995-2997)CCT>TCT p.P999S

Pat_01 Pre-Treatment FMN2 56776 37 1 240371239 240371239 Missense_Mutation SNP C T 14 266 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_01 Pre-Treatment PLD5 200150 37 1 242277217 242277217 Missense_Mutation SNP G C 4 251 c.1045C>G c.(1045-1047)CCT>GCT p.P349A

Pat_01 Pre-Treatment OR14I1 401994 37 1 248845214 248845214 Missense_Mutation SNP C T 75 99 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_01 Pre-Treatment PFKP 5214 37 10 3155375 3155375 Missense_Mutation SNP C T 23 23 c.1219C>T c.(1219-1221)CCA>TCA p.P407S

Pat_01 Pre-Treatment FBXO18 84893 37 10 5948525 5948525 Missense_Mutation SNP C T 148 160 c.683C>T c.(682-684)CCG>CTG p.P228L

Pat_01 Pre-Treatment MCM10 55388 37 10 13213185 13213186 Missense_Mutation DNP CC TT 33 50 c.271_272CC>TT c.(271-273)CCC>TTC p.P91F

Pat_01 Pre-Treatment NEBL 10529 37 10 21102879 21102879 Missense_Mutation SNP G A 98 133 c.2335C>T c.(2335-2337)CAT>TAT p.H779Y

Pat_01 Pre-Treatment PTCHD3 374308 37 10 27703073 27703073 Missense_Mutation SNP G A 292 379 c.107C>T c.(106-108)TCG>TTG p.S36L

Pat_01 Pre-Treatment KIAA1462 57608 37 10 30317681 30317681 Missense_Mutation SNP C T 191 225 c.1396G>A c.(1396-1398)GGA>AGA p.G466R

Pat_01 Pre-Treatment LOC100129055 100129055 37 10 38466905 38466905 Splice_Site SNP T G 33 38 c.365_splice c.e2+2

Pat_01 Pre-Treatment ZNF33B 7582 37 10 43088920 43088920 Missense_Mutation SNP C A 110 145 c.1478G>T c.(1477-1479)GGA>GTA p.G493V

Pat_01 Pre-Treatment RASSF4 83937 37 10 45486500 45486500 Missense_Mutation SNP G A 132 78 c.790G>A c.(790-792)GTG>ATG p.V264M

Pat_01 Pre-Treatment GPRIN2 9721 37 10 46999934 46999934 Missense_Mutation SNP C T 65 219 c.1054C>T c.(1054-1056)CCG>TCG p.P352S

Pat_01 Pre-Treatment CHAT 1103 37 10 50863218 50863218 Missense_Mutation SNP G A 475 156 c.1712G>A c.(1711-1713)AGA>AAA p.R571K

Pat_01 Pre-Treatment CTNNA3 29119 37 10 68381509 68381509 Missense_Mutation SNP C T 70 17 c.1315G>A c.(1315-1317)GAA>AAA p.E439K

Pat_01 Pre-Treatment CDH23 64072 37 10 73537639 73537639 Missense_Mutation SNP T C 3 101 c.5048T>C c.(5047-5049)TTC>TCC p.F1683S

Pat_01 Pre-Treatment KCNMA1 3778 37 10 78708959 78708959 Missense_Mutation SNP C T 192 45 c.2650G>A c.(2650-2652)GAG>AAG p.E884K

Pat_01 Pre-Treatment PTEN 5728 37 10 89692793 89692793 Missense_Mutation SNP C G 106 26 c.277C>G c.(277-279)CAT>GAT p.H93D

Pat_01 Pre-Treatment NOC3L 64318 37 10 96099543 96099543 Missense_Mutation SNP G A 59 7 c.1915C>T c.(1915-1917)CCA>TCA p.P639S

Pat_01 Pre-Treatment NOC3L 64318 37 10 96110005 96110006 Missense_Mutation DNP GG AA 169 39 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_01 Pre-Treatment CYP2C8 1558 37 10 96829152 96829152 Missense_Mutation SNP G A 73 12 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_01 Pre-Treatment DNMBP 23268 37 10 101715970 101715970 Missense_Mutation SNP G A 174 32 c.1261C>T c.(1261-1263)CAT>TAT p.H421Y

Pat_01 Pre-Treatment CPN1 1369 37 10 101835766 101835766 Missense_Mutation SNP G A 144 13 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_01 Pre-Treatment CYP17A1 1586 37 10 104593858 104593858 Missense_Mutation SNP C T 21 7 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_01 Pre-Treatment SORCS3 22986 37 10 106970954 106970954 Missense_Mutation SNP C T 83 16 c.2321C>T c.(2320-2322)CCA>CTA p.P774L



Pat_01 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 26 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_01 Pre-Treatment HABP2 3026 37 10 115335703 115335703 Missense_Mutation SNP C T 254 50 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_01 Pre-Treatment DMBT1 1755 37 10 124358346 124358346 Nonsense_Mutation SNP C T 505 107 c.3013C>T c.(3013-3015)CGA>TGA p.R1005*

Pat_01 Pre-Treatment LRDD 55367 37 11 801458 801458 Missense_Mutation SNP C T 16 19 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_01 Pre-Treatment TH 7054 37 11 2186514 2186514 Nonsense_Mutation SNP G A 181 235 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_01 Pre-Treatment OR52E2 119678 37 11 5080830 5080830 Missense_Mutation SNP G A 112 161 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_01 Pre-Treatment MRVI1 10335 37 11 10647848 10647848 Missense_Mutation SNP G A 29 33 c.1033C>T c.(1033-1035)CCG>TCG p.P345S

Pat_01 Pre-Treatment CYP2R1 120227 37 11 14901879 14901879 Missense_Mutation SNP C T 48 83 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_01 Pre-Treatment NAV2 89797 37 11 20065564 20065564 Missense_Mutation SNP C T 135 164 c.3014C>T c.(3013-3015)TCC>TTC p.S1005F

Pat_01 Pre-Treatment KCNA4 3739 37 11 30033313 30033313 Missense_Mutation SNP G A 108 155 c.913C>T c.(913-915)CCT>TCT p.P305S

Pat_01 Pre-Treatment DGKZ 8525 37 11 46397063 46397063 Missense_Mutation SNP G A 20 18 c.2356G>A c.(2356-2358)GTG>ATG p.V786M

Pat_01 Pre-Treatment OR4A15 81328 37 11 55135721 55135721 Missense_Mutation SNP C T 224 43 c.362C>T c.(361-363)TCC>TTC p.S121F

Pat_01 Pre-Treatment OR5D13 390142 37 11 55541751 55541751 Missense_Mutation SNP T C 63 78 c.838T>C c.(838-840)TAC>CAC p.Y280H

Pat_01 Pre-Treatment OR8K5 219453 37 11 55927516 55927516 Missense_Mutation SNP G A 189 257 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_01 Pre-Treatment MS4A2 2206 37 11 59863103 59863103 Missense_Mutation SNP G A 98 17 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_01 Pre-Treatment MS4A12 54860 37 11 60271189 60271189 Missense_Mutation SNP G A 108 26 c.487G>A c.(487-489)GGA>AGA p.G163R

Pat_01 Pre-Treatment INTS5 80789 37 11 62415054 62415054 Missense_Mutation SNP G A 192 44 c.2498C>T c.(2497-2499)CCC>CTC p.P833L

Pat_01 Pre-Treatment TSGA10IP 254187 37 11 65715236 65715236 Missense_Mutation SNP G A 5 15 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_01 Pre-Treatment MYEOV 26579 37 11 69063224 69063224 Missense_Mutation SNP G A 128 173 c.307G>A c.(307-309)GCT>ACT p.A103T

Pat_01 Pre-Treatment NEU3 10825 37 11 74717320 74717320 Missense_Mutation SNP G T 201 412 c.1169G>T c.(1168-1170)TGG>TTG p.W390L

Pat_01 Pre-Treatment DGAT2 84649 37 11 75501768 75501768 Missense_Mutation SNP C T 156 475 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_01 Pre-Treatment MYO7A 4647 37 11 76905558 76905558 Missense_Mutation SNP G A 16 36 c.4312G>A c.(4312-4314)GCC>ACC p.A1438T

Pat_01 Pre-Treatment MYO7A 4647 37 11 76924018 76924018 Missense_Mutation SNP C T 9 58 c.6376C>T c.(6376-6378)CCT>TCT p.P2126S

Pat_01 Pre-Treatment HEPHL1 341208 37 11 93779011 93779011 Missense_Mutation SNP C T 41 17 c.343C>T c.(343-345)CAT>TAT p.H115Y

Pat_01 Pre-Treatment C11orf65 160140 37 11 108277567 108277567 Missense_Mutation SNP C T 78 17 c.352G>A c.(352-354)GAT>AAT p.D118N

Pat_01 Pre-Treatment LAYN 143903 37 11 111430932 111430932 Missense_Mutation SNP G A 90 18 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_01 Pre-Treatment FAM55D 54827 37 11 114451040 114451040 Missense_Mutation SNP C G 126 20 c.913G>C c.(913-915)GAG>CAG p.E305Q

Pat_01 Pre-Treatment PRMT8 56341 37 12 3649787 3649787 Missense_Mutation SNP T C 20 260 c.91T>C c.(91-93)TCC>CCC p.S31P

Pat_01 Pre-Treatment EFCAB4B 84766 37 12 3789410 3789410 Missense_Mutation SNP C T 85 121 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_01 Pre-Treatment LAG3 3902 37 12 6887073 6887073 Missense_Mutation SNP C T 92 111 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_01 Pre-Treatment A2M 2 37 12 9231867 9231867 Missense_Mutation SNP C T 115 125 c.3092G>A c.(3091-3093)CGA>CAA p.R1031Q

Pat_01 Pre-Treatment TAS2R14 50840 37 12 11091472 11091472 Missense_Mutation SNP G A 48 63 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_01 Pre-Treatment KIAA1467 57613 37 12 13219625 13219625 Nonsense_Mutation SNP C T 170 204 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_01 Pre-Treatment C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 44 82 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_01 Pre-Treatment PIK3C2G 5288 37 12 18650562 18650562 Missense_Mutation SNP G A 64 78 c.2773G>A c.(2773-2775)GAT>AAT p.D925N

Pat_01 Pre-Treatment PIK3C2G 5288 37 12 18650568 18650568 Missense_Mutation SNP C T 66 80 c.2779C>T c.(2779-2781)CGT>TGT p.R927C

Pat_01 Pre-Treatment CAPZA3 93661 37 12 18891723 18891723 Nonsense_Mutation SNP G A 114 143 c.521G>A c.(520-522)TGG>TAG p.W174*

Pat_01 Pre-Treatment GYS2 2998 37 12 21693487 21693487 Missense_Mutation SNP G A 4 249 c.1666C>T c.(1666-1668)CGG>TGG p.R556W

Pat_01 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 5 76 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_01 Pre-Treatment YARS2 51067 37 12 32908550 32908550 Missense_Mutation SNP G A 112 137 c.259C>T c.(259-261)CTT>TTT p.L87F

Pat_01 Pre-Treatment CNTN1 1272 37 12 41330675 41330675 Missense_Mutation SNP C T 262 380 c.1078C>T c.(1078-1080)CCT>TCT p.P360S

Pat_01 Pre-Treatment GALNT6 11226 37 12 51773172 51773172 Missense_Mutation SNP C T 80 104 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_01 Pre-Treatment KRT86 3892 37 12 52699481 52699481 Missense_Mutation SNP G A 94 131 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_01 Pre-Treatment KRT72 140807 37 12 52992823 52992823 Missense_Mutation SNP T C 112 187 c.500A>G c.(499-501)AAC>AGC p.N167S

Pat_01 Pre-Treatment NCKAP1L 3071 37 12 54914488 54914488 Missense_Mutation SNP C T 352 403 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_01 Pre-Treatment LRP1 4035 37 12 57569758 57569758 Missense_Mutation SNP G A 149 145 c.3860G>A c.(3859-3861)GGA>GAA p.G1287E

Pat_01 Pre-Treatment DCTN2 10540 37 12 57929629 57929629 Splice_Site SNP C T 27 46 c.106_splice c.e3-1 p.E36_splice



Pat_01 Pre-Treatment B4GALNT1 2583 37 12 58024260 58024260 Splice_Site SNP C G 3 156 c.531_splice c.e5+1 p.Q177_splice

Pat_01 Pre-Treatment MGAT4C 25834 37 12 86373354 86373354 Missense_Mutation SNP C T 9 18 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_01 Pre-Treatment SLC5A8 160728 37 12 101584309 101584309 Missense_Mutation SNP T C 36 328 c.770A>G c.(769-771)TAC>TGC p.Y257C

Pat_01 Pre-Treatment MYBPC1 4604 37 12 102071915 102071915 Missense_Mutation SNP G C 115 155 c.3124G>C c.(3124-3126)GAT>CAT p.D1042H

Pat_01 Pre-Treatment STAB2 55576 37 12 103988190 103988190 Missense_Mutation SNP G A 281 370 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_01 Pre-Treatment MYO1H 283446 37 12 109835549 109835549 Missense_Mutation SNP G A 4 101 c.454G>A c.(454-456)GCC>ACC p.A152T

Pat_01 Pre-Treatment IQCD 115811 37 12 113645584 113645584 Missense_Mutation SNP G A 105 127 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_01 Pre-Treatment RBM19 9904 37 12 114377919 114377919 Missense_Mutation SNP G T 5 568 c.1784C>A c.(1783-1785)CCG>CAG p.P595Q

Pat_01 Pre-Treatment RNF10 9921 37 12 121004694 121004694 Missense_Mutation SNP C T 105 188 c.1952C>T c.(1951-1953)TCC>TTC p.S651F

Pat_01 Pre-Treatment SETD8 387893 37 12 123868746 123868746 Missense_Mutation SNP A G 43 47 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_01 Pre-Treatment TMEM132D 121256 37 12 129559240 129559240 Missense_Mutation SNP G A 120 154 c.2480C>T c.(2479-2481)CCC>CTC p.P827L

Pat_01 Pre-Treatment LATS2 26524 37 13 21562822 21562822 Missense_Mutation SNP G A 98 95 c.1097C>T c.(1096-1098)TCC>TTC p.S366F

Pat_01 Pre-Treatment FLT3 2322 37 13 28636067 28636067 Missense_Mutation SNP G A 80 120 c.305C>T c.(304-306)TCC>TTC p.S102F

Pat_01 Pre-Treatment BRCA2 675 37 13 32905117 32905117 Missense_Mutation SNP C T 46 66 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_01 Pre-Treatment SPERT 220082 37 13 46287918 46287918 Missense_Mutation SNP A T 15 19 c.758A>T c.(757-759)GAG>GTG p.E253V

Pat_01 Pre-Treatment NEK3 4752 37 13 52718870 52718870 Nonsense_Mutation SNP G A 47 58 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_01 Pre-Treatment THSD1 55901 37 13 52972272 52972272 Missense_Mutation SNP T C 222 257 c.116A>G c.(115-117)AAC>AGC p.N39S

Pat_01 Pre-Treatment C13orf34 79866 37 13 73303124 73303124 Missense_Mutation SNP C T 161 176 c.46C>T c.(46-48)CCA>TCA p.P16S

Pat_01 Pre-Treatment ERCC5 2073 37 13 103528102 103528103 Missense_Mutation DNP CC TT 51 82 c.3410_3411CC>TTc.(3409-3411)CCC>CTT p.P1137L

Pat_01 Pre-Treatment COL4A1 1282 37 13 110813633 110813633 Nonsense_Mutation SNP G A 4 179 c.4546C>T c.(4546-4548)CGA>TGA p.R1516*

Pat_01 Pre-Treatment ING1 3621 37 13 111371747 111371747 Missense_Mutation SNP C T 4 228 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_01 Pre-Treatment POTEG 404785 37 14 19574211 19574211 Missense_Mutation SNP G A 22 174 c.1268G>A c.(1267-1269)GGA>GAA p.G423E

Pat_01 Pre-Treatment OR4N2 390429 37 14 20295951 20295951 Missense_Mutation SNP T G 198 580 c.344T>G c.(343-345)CTT>CGT p.L115R

Pat_01 Pre-Treatment EDDM3B 64184 37 14 21238594 21238594 Nonsense_Mutation SNP G A 111 172 c.285G>A c.(283-285)TGG>TGA p.W95*

Pat_01 Pre-Treatment SUPT16H 11198 37 14 21820896 21820896 Missense_Mutation SNP G A 145 177 c.3080C>T c.(3079-3081)TCG>TTG p.S1027L

Pat_01 Pre-Treatment NYNRIN 57523 37 14 24886179 24886179 Missense_Mutation SNP C T 34 34 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_01 Pre-Treatment NOVA1 4857 37 14 26949277 26949277 Missense_Mutation SNP T C 173 189 c.353A>G c.(352-354)GAA>GGA p.E118G

Pat_01 Pre-Treatment ARHGAP5 394 37 14 32560909 32560909 Missense_Mutation SNP C T 74 108 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_01 Pre-Treatment MIA2 117153 37 14 39716382 39716382 Missense_Mutation SNP G A 122 137 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_01 Pre-Treatment SYT16 83851 37 14 62463164 62463164 Missense_Mutation SNP G A 167 223 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_01 Pre-Treatment ZFYVE26 23503 37 14 68233053 68233053 Missense_Mutation SNP G A 152 246 c.5902C>T c.(5902-5904)CCA>TCA p.P1968S

Pat_01 Pre-Treatment SIPA1L1 26037 37 14 72176267 72176267 Missense_Mutation SNP G A 4 132 c.4157G>A c.(4156-4158)CGG>CAG p.R1386Q

Pat_01 Pre-Treatment SIPA1L1 26037 37 14 72176309 72176309 Missense_Mutation SNP G A 50 115 c.4199G>A c.(4198-4200)AGC>AAC p.S1400N

Pat_01 Pre-Treatment NUMB 8650 37 14 73750939 73750939 Missense_Mutation SNP G A 127 190 c.799C>T c.(799-801)CCA>TCA p.P267S

Pat_01 Pre-Treatment STON2 85439 37 14 81744649 81744649 Nonsense_Mutation SNP C A 5 297 c.1006G>T c.(1006-1008)GAG>TAG p.E336*

Pat_01 Pre-Treatment KCNK10 54207 37 14 88693861 88693861 Missense_Mutation SNP G A 149 223 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_01 Pre-Treatment TTC7B 145567 37 14 91247111 91247111 Missense_Mutation SNP C A 4 267 c.416G>T c.(415-417)CGG>CTG p.R139L

Pat_01 Pre-Treatment FBLN5 10516 37 14 92353657 92353657 Splice_Site SNP C T 189 257 c.620_splice c.e7-1 p.D207_splice

Pat_01 Pre-Treatment TCL1B 9623 37 14 96152937 96152937 Missense_Mutation SNP G A 39 34 c.133G>A c.(133-135)GAA>AAA p.E45K

Pat_01 Pre-Treatment TCL1A 8115 37 14 96178108 96178108 Missense_Mutation SNP A C 40 73 c.329T>G c.(328-330)CTG>CGG p.L110R

Pat_01 Pre-Treatment TECPR2 9895 37 14 102916167 102916167 Missense_Mutation SNP G T 4 213 c.3277G>T c.(3277-3279)GGC>TGC p.G1093C

Pat_01 Pre-Treatment C14orf180 400258 37 14 105054646 105054646 Missense_Mutation SNP G A 180 312 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_01 Pre-Treatment AHNAK2 113146 37 14 105407164 105407164 Missense_Mutation SNP G A 4 105 c.14624C>T c.(14623-14625)CCC>CTC p.P4875L

Pat_01 Pre-Treatment NUDT14 256281 37 14 105642910 105642910 Missense_Mutation SNP T A 112 140 c.389A>T c.(388-390)CAC>CTC p.H130L

Pat_01 Pre-Treatment C15orf2 23742 37 15 24923518 24923518 Missense_Mutation SNP T C 130 233 c.2504T>C c.(2503-2505)ATC>ACC p.I835T

Pat_01 Pre-Treatment ARHGAP11A 9824 37 15 32917400 32917400 Missense_Mutation SNP A G 4 189 c.671A>G c.(670-672)CAG>CGG p.Q224R

Pat_01 Pre-Treatment RYR3 6263 37 15 33954496 33954496 Missense_Mutation SNP C T 21 36 c.4765C>T c.(4765-4767)CTC>TTC p.L1589F



Pat_01 Pre-Treatment EIF2AK4 440275 37 15 40241377 40241377 Missense_Mutation SNP C T 206 505 c.421C>T c.(421-423)CCT>TCT p.P141S

Pat_01 Pre-Treatment PLA2G4F 255189 37 15 42442639 42442639 Missense_Mutation SNP C T 56 113 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_01 Pre-Treatment CGNL1 84952 37 15 57730330 57730330 Missense_Mutation SNP C T 105 259 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_01 Pre-Treatment CGNL1 84952 37 15 57731143 57731143 Missense_Mutation SNP G A 76 163 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_01 Pre-Treatment NARG2 79664 37 15 60741638 60741638 Missense_Mutation SNP T C 126 312 c.1528A>G c.(1528-1530)ACA>GCA p.T510A

Pat_01 Pre-Treatment IQCH 64799 37 15 67681327 67681327 Missense_Mutation SNP G A 144 296 c.1615G>A c.(1615-1617)GCT>ACT p.A539T

Pat_01 Pre-Treatment C15orf17 57184 37 15 75198620 75198620 Missense_Mutation SNP T C 3 92 c.301A>G c.(301-303)AGG>GGG p.R101G

Pat_01 Pre-Treatment IL16 3603 37 15 81552144 81552144 Missense_Mutation SNP C T 158 107 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_01 Pre-Treatment RCCD1 91433 37 15 91504926 91504926 Missense_Mutation SNP A G 281 218 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_01 Pre-Treatment MCTP2 55784 37 15 94913329 94913329 Missense_Mutation SNP C T 74 120 c.1502C>T c.(1501-1503)TCC>TTC p.S501F

Pat_01 Pre-Treatment SOLH 6650 37 16 603470 603470 Missense_Mutation SNP C A 5 217 c.3215C>A c.(3214-3216)CCA>CAA p.P1072Q

Pat_01 Pre-Treatment CCDC78 124093 37 16 775481 775481 Missense_Mutation SNP G A 4 234 c.367C>T c.(367-369)CGG>TGG p.R123W

Pat_01 Pre-Treatment CACNA1H 8912 37 16 1270224 1270224 Missense_Mutation SNP G A 38 82 c.6292G>A c.(6292-6294)GAC>AAC p.D2098N

Pat_01 Pre-Treatment TELO2 9894 37 16 1556291 1556292 Missense_Mutation DNP CC TT 240 510 c.2087_2088CC>TTc.(2086-2088)GCC>GTT p.A696V

Pat_01 Pre-Treatment C16orf90 646174 37 16 3544626 3544626 Missense_Mutation SNP C T 58 94 c.298G>A c.(298-300)GCC>ACC p.A100T

Pat_01 Pre-Treatment GRIN2A 2903 37 16 9916133 9916133 Missense_Mutation SNP C T 92 379 c.2156G>A c.(2155-2157)AGC>AAC p.S719N

Pat_01 Pre-Treatment SRCAP 10847 37 16 30734010 30734010 Missense_Mutation SNP C T 504 75 c.3833C>T c.(3832-3834)TCG>TTG p.S1278L

Pat_01 Pre-Treatment PHKB 5257 37 16 47683017 47683017 Missense_Mutation SNP C T 126 44 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_01 Pre-Treatment CES3 23491 37 16 66997147 66997147 Missense_Mutation SNP G A 6 461 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_01 Pre-Treatment HSD17B2 3294 37 16 82069273 82069273 Nonsense_Mutation SNP C T 225 321 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_01 Pre-Treatment GGT6 124975 37 17 4462049 4462049 Missense_Mutation SNP C T 6 8 c.743G>A c.(742-744)CGA>CAA p.R248Q

Pat_01 Pre-Treatment SHBG 6462 37 17 7536230 7536230 Missense_Mutation SNP A T 37 49 c.1013A>T c.(1012-1014)AAC>ATC p.N338I

Pat_01 Pre-Treatment DNAH2 146754 37 17 7727448 7727448 Missense_Mutation SNP G A 136 210 c.11488G>A c.(11488-11490)GAT>AAT p.D3830N

Pat_01 Pre-Treatment MYH4 4622 37 17 10357171 10357171 Missense_Mutation SNP C T 199 315 c.2723G>A c.(2722-2724)AGA>AAA p.R908K

Pat_01 Pre-Treatment MYH4 4622 37 17 10359819 10359819 Missense_Mutation SNP C A 4 202 c.1951G>T c.(1951-1953)GTG>TTG p.V651L

Pat_01 Pre-Treatment MYH4 4622 37 17 10363572 10363572 Missense_Mutation SNP G A 210 235 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_01 Pre-Treatment KCNJ12 3768 37 17 21319835 21319835 Missense_Mutation SNP G A 28 192 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_01 Pre-Treatment MYO18A 399687 37 17 27493378 27493378 Missense_Mutation SNP G A 133 174 c.581C>T c.(580-582)CCT>CTT p.P194L

Pat_01 Pre-Treatment SLFN11 91607 37 17 33679659 33679659 Missense_Mutation SNP C T 36 56 c.2422G>A c.(2422-2424)GAT>AAT p.D808N

Pat_01 Pre-Treatment PEX12 5193 37 17 33904992 33904992 Nonsense_Mutation SNP G A 5 316 c.49C>T c.(49-51)CAG>TAG p.Q17*

Pat_01 Pre-Treatment KRT20 54474 37 17 39036935 39036935 Missense_Mutation SNP T A 145 160 c.561A>T c.(559-561)AAA>AAT p.K187N

Pat_01 Pre-Treatment TTC25 83538 37 17 40101446 40101446 Missense_Mutation SNP G A 30 53 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_01 Pre-Treatment ATP6V0A1 535 37 17 40642652 40642652 Missense_Mutation SNP C T 61 100 c.1171C>T c.(1171-1173)CCA>TCA p.P391S

Pat_01 Pre-Treatment RAMP2 10266 37 17 40914839 40914839 Nonsense_Mutation SNP G A 114 138 c.497G>A c.(496-498)TGG>TAG p.W166*

Pat_01 Pre-Treatment NSF 4905 37 17 44788422 44788422 Missense_Mutation SNP G A 4 240 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_01 Pre-Treatment TTLL6 284076 37 17 46862461 46862461 Missense_Mutation SNP G A 119 148 c.1864C>T c.(1864-1866)CCC>TCC p.P622S

Pat_01 Pre-Treatment UBE2Z 65264 37 17 46993463 46993463 Missense_Mutation SNP C T 43 75 c.604C>T c.(604-606)CCA>TCA p.P202S

Pat_01 Pre-Treatment WFIKKN2 124857 37 17 48918261 48918261 Missense_Mutation SNP G A 68 100 c.1612G>A c.(1612-1614)GCC>ACC p.A538T

Pat_01 Pre-Treatment PPM1E 22843 37 17 57046948 57046948 Missense_Mutation SNP G A 141 200 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_01 Pre-Treatment MRC2 9902 37 17 60766309 60766309 Nonsense_Mutation SNP C T 43 56 c.3322C>T c.(3322-3324)CAG>TAG p.Q1108*

Pat_01 Pre-Treatment CD300E 342510 37 17 72613523 72613523 Missense_Mutation SNP A G 70 110 c.122T>C c.(121-123)ATG>ACG p.M41T

Pat_01 Pre-Treatment DSC1 1823 37 18 28711805 28711805 Missense_Mutation SNP C T 52 78 c.2239G>A c.(2239-2241)GAA>AAA p.E747K

Pat_01 Pre-Treatment DSG2 1829 37 18 29104411 29104411 Missense_Mutation SNP G A 122 142 c.691G>A c.(691-693)GAA>AAA p.E231K

Pat_01 Pre-Treatment TCEB3B 51224 37 18 44560359 44560359 Missense_Mutation SNP G A 79 98 c.1277C>T c.(1276-1278)TCG>TTG p.S426L

Pat_01 Pre-Treatment DCC 1630 37 18 50432696 50432696 Missense_Mutation SNP C T 100 157 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_01 Pre-Treatment ALPK2 115701 37 18 56246968 56246968 Missense_Mutation SNP T C 140 233 c.1040A>G c.(1039-1041)AAC>AGC p.N347S

Pat_01 Pre-Treatment ZNF407 55628 37 18 72589239 72589239 Missense_Mutation SNP C T 126 132 c.4964C>T c.(4963-4965)CCG>CTG p.P1655L



Pat_01 Pre-Treatment MED16 10025 37 19 875420 875420 Missense_Mutation SNP G A 34 52 c.1595C>T c.(1594-1596)TCG>TTG p.S532L

Pat_01 Pre-Treatment WDR18 57418 37 19 984364 984365 Missense_Mutation DNP CC TT 28 29 c.11_12CC>TT c.(10-12)CCC>CTT p.P4L

Pat_01 Pre-Treatment ZNF556 80032 37 19 2878101 2878101 Missense_Mutation SNP C T 65 89 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_01 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 10 224 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_01 Pre-Treatment PTPRS 5802 37 19 5212427 5212427 Missense_Mutation SNP G A 26 28 c.4690C>T c.(4690-4692)CCA>TCA p.P1564S

Pat_01 Pre-Treatment RFX2 5990 37 19 6002814 6002814 Missense_Mutation SNP G A 4 69 c.1568C>T c.(1567-1569)GCG>GTG p.A523V

Pat_01 Pre-Treatment EMR1 2015 37 19 6908704 6908704 Missense_Mutation SNP C T 26 53 c.1043C>T c.(1042-1044)TCC>TTC p.S348F

Pat_01 Pre-Treatment FBN3 84467 37 19 8145902 8145902 Missense_Mutation SNP G A 63 73 c.7438C>T c.(7438-7440)CAC>TAC p.H2480Y

Pat_01 Pre-Treatment MUC16 94025 37 19 8959682 8959682 Missense_Mutation SNP C T 48 58 c.43450G>A c.(43450-43452)GAA>AAA p.E14484K

Pat_01 Pre-Treatment MUC16 94025 37 19 9013868 9013868 Missense_Mutation SNP G A 38 71 c.38522C>T c.(38521-38523)CCA>CTA p.P12841L

Pat_01 Pre-Treatment MUC16 94025 37 19 9016716 9016716 Missense_Mutation SNP C T 50 52 c.38021G>A c.(38020-38022)GGG>GAG p.G12674E

Pat_01 Pre-Treatment ZNF561 93134 37 19 9724705 9724705 Missense_Mutation SNP T A 130 171 c.316A>T c.(316-318)ATA>TTA p.I106L

Pat_01 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 7 249 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_01 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 8 90 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_01 Pre-Treatment IL27RA 9466 37 19 14157377 14157377 Missense_Mutation SNP A G 157 214 c.1088A>G c.(1087-1089)GAG>GGG p.E363G

Pat_01 Pre-Treatment NWD1 284434 37 19 16908555 16908555 Missense_Mutation SNP C T 139 368 c.3317C>T c.(3316-3318)TCG>TTG p.S1106L

Pat_01 Pre-Treatment UNC13A 23025 37 19 17743703 17743703 Missense_Mutation SNP G A 63 157 c.3580C>T c.(3580-3582)CGT>TGT p.R1194C

Pat_01 Pre-Treatment UNC13A 23025 37 19 17750670 17750671 Missense_Mutation DNP CC TT 79 268 c.3098_3099GG>AAc.(3097-3099)CGG>CAA p.R1033Q

Pat_01 Pre-Treatment UPF1 5976 37 19 18961603 18961603 Missense_Mutation SNP C T 21 60 c.736C>T c.(736-738)CCC>TCC p.P246S

Pat_01 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 93 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_01 Pre-Treatment ZNF99 7652 37 19 22939868 22939868 Missense_Mutation SNP C G 69 86 c.2463G>C c.(2461-2463)AAG>AAC p.K821N

Pat_01 Pre-Treatment UQCRFS1 7386 37 19 29698570 29698570 Missense_Mutation SNP G A 74 129 c.710C>T c.(709-711)CCT>CTT p.P237L

Pat_01 Pre-Treatment SLC7A9 11136 37 19 33355618 33355618 Missense_Mutation SNP G A 148 255 c.152C>T c.(151-153)TCC>TTC p.S51F

Pat_01 Pre-Treatment HPN 3249 37 19 35551596 35551596 Missense_Mutation SNP G A 153 179 c.686G>A c.(685-687)GGT>GAT p.G229D

Pat_01 Pre-Treatment NPHS1 4868 37 19 36322215 36322215 Missense_Mutation SNP C T 108 158 c.3370G>A c.(3370-3372)GAC>AAC p.D1124N

Pat_01 Pre-Treatment NPHS1 4868 37 19 36333452 36333452 Missense_Mutation SNP C T 73 99 c.2335G>A c.(2335-2337)GGA>AGA p.G779R

Pat_01 Pre-Treatment ZNF585B 92285 37 19 37677499 37677499 Nonsense_Mutation SNP G A 202 308 c.940C>T c.(940-942)CAG>TAG p.Q314*

Pat_01 Pre-Treatment CATSPERG 57828 37 19 38850110 38850110 Missense_Mutation SNP C A 4 217 c.1497C>A c.(1495-1497)AGC>AGA p.S499R

Pat_01 Pre-Treatment ZNF283 284349 37 19 44351759 44351759 Missense_Mutation SNP A C 4 111 c.1006A>C c.(1006-1008)AAA>CAA p.K336Q

Pat_01 Pre-Treatment ZNF229 7772 37 19 44933887 44933888 Missense_Mutation DNP CC TT 141 239 c.1068_1069GG>AAc.(1066-1071)AAGGGG>AAAAGGp.G357R

Pat_01 Pre-Treatment KLC3 147700 37 19 45852115 45852115 Missense_Mutation SNP G A 6 20 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_01 Pre-Treatment IRF2BP1 26145 37 19 46388908 46388908 Missense_Mutation SNP G T 3 47 c.125C>A c.(124-126)GCG>GAG p.A42E

Pat_01 Pre-Treatment FAM83E 54854 37 19 49104526 49104526 Missense_Mutation SNP G A 17 32 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_01 Pre-Treatment GYS1 2997 37 19 49472621 49472621 Missense_Mutation SNP G A 3 33 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_01 Pre-Treatment MED25 81857 37 19 50335400 50335400 Missense_Mutation SNP C T 54 79 c.1360C>T c.(1360-1362)CCC>TCC p.P454S

Pat_01 Pre-Treatment SPIB 6689 37 19 50926223 50926223 Missense_Mutation SNP G A 171 187 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_01 Pre-Treatment SHANK1 50944 37 19 51191261 51191261 Missense_Mutation SNP G A 143 178 c.2227C>T c.(2227-2229)CGC>TGC p.R743C

Pat_01 Pre-Treatment GPR32 2854 37 19 51274491 51274491 Missense_Mutation SNP G A 52 92 c.634G>A c.(634-636)GGA>AGA p.G212R

Pat_01 Pre-Treatment KLK5 25818 37 19 51451976 51451976 Missense_Mutation SNP T C 4 212 c.646A>G c.(646-648)AGG>GGG p.R216G

Pat_01 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 4 83 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_01 Pre-Treatment LILRB5 10990 37 19 54759200 54759200 Missense_Mutation SNP G A 83 146 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_01 Pre-Treatment NLRP2 55655 37 19 55494049 55494049 Missense_Mutation SNP C T 42 38 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_01 Pre-Treatment USP29 57663 37 19 57642039 57642039 Missense_Mutation SNP G A 43 66 c.1996G>A c.(1996-1998)GGA>AGA p.G666R

Pat_01 Pre-Treatment C2orf39 92749 37 2 26663249 26663249 Missense_Mutation SNP C T 29 62 c.892C>T c.(892-894)CTT>TTT p.L298F

Pat_01 Pre-Treatment SRD5A2 6716 37 2 31756517 31756517 Missense_Mutation SNP C T 10 13 c.471G>A c.(469-471)ATG>ATA p.M157I

Pat_01 Pre-Treatment SOS1 6654 37 2 39213333 39213333 Missense_Mutation SNP G A 199 370 c.3634C>T c.(3634-3636)CCC>TCC p.P1212S

Pat_01 Pre-Treatment EFEMP1 2202 37 2 56108861 56108861 Missense_Mutation SNP C T 252 343 c.526G>A c.(526-528)GAG>AAG p.E176K



Pat_01 Pre-Treatment FAM161A 84140 37 2 62081080 62081080 Missense_Mutation SNP C T 63 75 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_01 Pre-Treatment REV1 51455 37 2 100020202 100020203 Missense_Mutation DNP CT TC 167 258 c.3121_3122AG>GAc.(3121-3123)AGG>GAG p.R1041E

Pat_01 Pre-Treatment DBI 1622 37 2 120128380 120128380 Splice_Site SNP T C 3 118 c.190_splice c.e3+2 p.G64_splice

Pat_01 Pre-Treatment ARHGAP15 55843 37 2 144276883 144276883 Missense_Mutation SNP C T 155 231 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_01 Pre-Treatment NEB 4703 37 2 152518729 152518729 Missense_Mutation SNP G A 82 86 c.5890C>T c.(5890-5892)CCA>TCA p.P1964S

Pat_01 Pre-Treatment CACNB4 785 37 2 152727103 152727103 Missense_Mutation SNP T G 42 69 c.641A>C c.(640-642)GAT>GCT p.D214A

Pat_01 Pre-Treatment TANC1 85461 37 2 160087464 160087464 Missense_Mutation SNP C A 4 194 c.5527C>A c.(5527-5529)CAC>AAC p.H1843N

Pat_01 Pre-Treatment BAZ2B 29994 37 2 160242971 160242971 Nonsense_Mutation SNP G A 242 302 c.3364C>T c.(3364-3366)CAA>TAA p.Q1122*

Pat_01 Pre-Treatment KCNH7 90134 37 2 163693083 163693083 Missense_Mutation SNP C T 71 122 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_01 Pre-Treatment SCN3A 6328 37 2 165946757 165946757 Missense_Mutation SNP G A 16 29 c.5906C>T c.(5905-5907)TCC>TTC p.S1969F

Pat_01 Pre-Treatment LRP2 4036 37 2 170042104 170042104 Missense_Mutation SNP C G 23 375 c.9754G>C c.(9754-9756)GAG>CAG p.E3252Q

Pat_01 Pre-Treatment PPIG 9360 37 2 170463619 170463619 Missense_Mutation SNP G A 214 364 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_01 Pre-Treatment OSBPL6 114880 37 2 179213981 179213981 Missense_Mutation SNP C T 359 441 c.1018C>T c.(1018-1020)CGC>TGC p.R340C

Pat_01 Pre-Treatment TTN 7273 37 2 179426716 179426716 Missense_Mutation SNP A T 29 43 c.76439T>A c.(76438-76440)ATT>AAT p.I25480N

Pat_01 Pre-Treatment TTN 7273 37 2 179612027 179612027 Missense_Mutation SNP C T 91 136 c.15100G>A c.(15100-15102)GAA>AAA p.E5034K

Pat_01 Pre-Treatment TTN 7273 37 2 179613066 179613066 Missense_Mutation SNP C T 111 166 c.14061G>A c.(14059-14061)ATG>ATA p.M4687I

Pat_01 Pre-Treatment WDR12 55759 37 2 203757384 203757384 Nonsense_Mutation SNP G A 99 147 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_01 Pre-Treatment WDR12 55759 37 2 203760919 203760919 Missense_Mutation SNP T C 46 62 c.478A>G c.(478-480)AGT>GGT p.S160G

Pat_01 Pre-Treatment ABCA12 26154 37 2 215866284 215866284 Missense_Mutation SNP C T 191 252 c.2861G>A c.(2860-2862)GGA>GAA p.G954E

Pat_01 Pre-Treatment ALPI 248 37 2 233323569 233323569 Splice_Site SNP G A 23 18 c.1301_splice c.e11-1 p.G434_splice

Pat_01 Pre-Treatment DNAJB3 414061 37 2 234652346 234652346 Missense_Mutation SNP C T 201 208 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_01 Pre-Treatment COL6A3 1293 37 2 238267865 238267865 Missense_Mutation SNP C T 143 255 c.6338G>A c.(6337-6339)GGT>GAT p.G2113D

Pat_01 Pre-Treatment DEFB125 245938 37 20 76798 76798 Missense_Mutation SNP C T 292 385 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_01 Pre-Treatment PLCB4 5332 37 20 9404512 9404512 Missense_Mutation SNP C T 115 92 c.2401C>T c.(2401-2403)CTT>TTT p.L801F

Pat_01 Pre-Treatment PAK7 57144 37 20 9561331 9561331 Missense_Mutation SNP G A 288 379 c.451C>T c.(451-453)CTC>TTC p.L151F

Pat_01 Pre-Treatment CBFA2T2 9139 37 20 32194875 32194875 Missense_Mutation SNP C T 124 148 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_01 Pre-Treatment C20orf111 51526 37 20 42825898 42825898 Missense_Mutation SNP G A 85 116 c.673C>T c.(673-675)CCC>TCC p.P225S

Pat_01 Pre-Treatment TSHZ2 128553 37 20 51872939 51872939 Missense_Mutation SNP C T 59 98 c.2942C>T c.(2941-2943)CCA>CTA p.P981L

Pat_01 Pre-Treatment KCNQ2 3785 37 20 62039819 62039819 Missense_Mutation SNP C T 22 30 c.1834G>A c.(1834-1836)GAG>AAG p.E612K

Pat_01 Pre-Treatment TPTE 7179 37 21 10942755 10942755 Missense_Mutation SNP C T 197 614 c.686G>A c.(685-687)CGA>CAA p.R229Q

Pat_01 Pre-Treatment KRTAP10-8 386681 37 21 46032171 46032171 Missense_Mutation SNP G A 122 279 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_01 Pre-Treatment PCNT 5116 37 21 47836365 47836365 Missense_Mutation SNP C T 187 417 c.6533C>T c.(6532-6534)CCC>CTC p.P2178L

Pat_01 Pre-Treatment POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 76 669 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_01 Pre-Treatment CCT8L2 150160 37 22 17072146 17072147 Missense_Mutation DNP CC TT 41 89 c.1294_1295GG>AAc.(1294-1296)GGG>AAG p.G432K

Pat_01 Pre-Treatment RTN4R 65078 37 22 20229672 20229672 Missense_Mutation SNP C G 33 42 c.984G>C c.(982-984)GAG>GAC p.E328D

Pat_01 Pre-Treatment EMID1 129080 37 22 29630293 29630293 Splice_Site SNP G A 47 63 c.1024_splice c.e12-1 p.G342_splice

Pat_01 Pre-Treatment MTMR3 8897 37 22 30415933 30415933 Missense_Mutation SNP C T 183 195 c.2285C>T c.(2284-2286)TCA>TTA p.S762L

Pat_01 Pre-Treatment DEPDC5 9681 37 22 32200858 32200858 Missense_Mutation SNP C T 309 347 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_01 Pre-Treatment RASD2 23551 37 22 35947904 35947904 Missense_Mutation SNP G A 81 89 c.626G>A c.(625-627)GGT>GAT p.G209D

Pat_01 Pre-Treatment TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 286 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_01 Pre-Treatment ITPR1 3708 37 3 4725218 4725218 Missense_Mutation SNP C T 91 87 c.3283C>T c.(3283-3285)CTC>TTC p.L1095F

Pat_01 Pre-Treatment IL17RC 84818 37 3 9970171 9970171 Splice_Site SNP G A 5 424 c.1272_splice c.e11+1 p.D424_splice

Pat_01 Pre-Treatment FGD5 152273 37 3 14974174 14974174 Missense_Mutation SNP C T 131 209 c.4288C>T c.(4288-4290)CAC>TAC p.H1430Y

Pat_01 Pre-Treatment ZNF385D 79750 37 3 21478603 21478603 Missense_Mutation SNP C T 114 163 c.532G>A c.(532-534)GAA>AAA p.E178K

Pat_01 Pre-Treatment TRANK1 9881 37 3 36893807 36893807 Missense_Mutation SNP C T 13 15 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_01 Pre-Treatment VILL 50853 37 3 38043308 38043308 Missense_Mutation SNP C A 74 136 c.1436C>A c.(1435-1437)CCC>CAC p.P479H

Pat_01 Pre-Treatment DLEC1 9940 37 3 38134291 38134292 Missense_Mutation DNP CC TT 94 190 c.1676_1677CC>TT c.(1675-1677)TCC>TTT p.S559F



Pat_01 Pre-Treatment SCN10A 6336 37 3 38740026 38740026 Missense_Mutation SNP G A 100 135 c.4685C>T c.(4684-4686)TCA>TTA p.S1562L

Pat_01 Pre-Treatment MYRIP 25924 37 3 40251444 40251444 Missense_Mutation SNP G A 85 105 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_01 Pre-Treatment TRAK1 22906 37 3 42243999 42243999 Missense_Mutation SNP G A 52 49 c.1499G>A c.(1498-1500)AGG>AAG p.R500K

Pat_01 Pre-Treatment CCR1 1230 37 3 46244880 46244880 Missense_Mutation SNP G A 80 87 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_01 Pre-Treatment KLHL18 23276 37 3 47324519 47324519 Missense_Mutation SNP A T 32 33 c.64A>T c.(64-66)AGT>TGT p.S22C

Pat_01 Pre-Treatment BSN 8927 37 3 49689975 49689975 Missense_Mutation SNP C T 47 87 c.2986C>T c.(2986-2988)CCC>TCC p.P996S

Pat_01 Pre-Treatment OR5H15 403274 37 3 97887907 97887907 Missense_Mutation SNP C T 227 300 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_01 Pre-Treatment COL8A1 1295 37 3 99514930 99514930 Missense_Mutation SNP G A 86 95 c.2185G>A c.(2185-2187)GGG>AGG p.G729R

Pat_01 Pre-Treatment HHLA2 11148 37 3 108072466 108072466 Missense_Mutation SNP C T 88 125 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_01 Pre-Treatment C3orf30 152405 37 3 118865259 118865259 Missense_Mutation SNP G A 83 114 c.223G>A c.(223-225)GTA>ATA p.V75I

Pat_01 Pre-Treatment PARP9 83666 37 3 122278457 122278457 Missense_Mutation SNP G A 185 311 c.11C>T c.(10-12)TCC>TTC p.S4F

Pat_01 Pre-Treatment FAIM 55179 37 3 138340328 138340328 Missense_Mutation SNP G A 118 132 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_01 Pre-Treatment PLSCR4 57088 37 3 145912973 145912973 Missense_Mutation SNP G A 157 148 c.883C>T c.(883-885)CAC>TAC p.H295Y

Pat_01 Pre-Treatment SLC2A2 6514 37 3 170716922 170716922 Missense_Mutation SNP G A 132 161 c.1102C>T c.(1102-1104)CTC>TTC p.L368F

Pat_01 Pre-Treatment TNFSF10 8743 37 3 172227075 172227075 Missense_Mutation SNP C T 77 108 c.350G>A c.(349-351)AGA>AAA p.R117K

Pat_01 Pre-Treatment KCNMB2 10242 37 3 178545976 178545976 Missense_Mutation SNP G A 177 220 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_01 Pre-Treatment EPHB3 2049 37 3 184290328 184290328 Missense_Mutation SNP C T 105 149 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_01 Pre-Treatment TP63 8626 37 3 189586470 189586470 Missense_Mutation SNP C T 156 212 c.1094C>T c.(1093-1095)TCG>TTG p.S365L

Pat_01 Pre-Treatment PPARGC1A 10891 37 4 23815370 23815370 Missense_Mutation SNP G A 69 101 c.1736C>T c.(1735-1737)TCC>TTC p.S579F

Pat_01 Pre-Treatment CCKAR 886 37 4 26483678 26483678 Missense_Mutation SNP C T 127 199 c.869G>A c.(868-870)AGC>AAC p.S290N

Pat_01 Pre-Treatment TLR10 81793 37 4 38777051 38777051 Missense_Mutation SNP T G 79 111 c.161A>C c.(160-162)GAT>GCT p.D54A

Pat_01 Pre-Treatment SHISA3 152573 37 4 42403461 42403461 Missense_Mutation SNP C T 136 141 c.710C>T c.(709-711)TCC>TTC p.S237F

Pat_01 Pre-Treatment GABRA2 2555 37 4 46307695 46307695 Nonsense_Mutation SNP C T 67 82 c.593G>A c.(592-594)TGG>TAG p.W198*

Pat_01 Pre-Treatment CORIN 10699 37 4 47647188 47647188 Missense_Mutation SNP C T 135 248 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_01 Pre-Treatment OCIAD2 132299 37 4 48901867 48901867 Missense_Mutation SNP C T 102 176 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_01 Pre-Treatment LNX1 84708 37 4 54364972 54364972 Missense_Mutation SNP T A 102 161 c.814A>T c.(814-816)ATT>TTT p.I272F

Pat_01 Pre-Treatment LPHN3 23284 37 4 62903453 62903453 Missense_Mutation SNP G A 120 180 c.3392G>A c.(3391-3393)CGA>CAA p.R1131Q

Pat_01 Pre-Treatment UGT2B10 7365 37 4 69693259 69693259 Missense_Mutation SNP G A 201 331 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_01 Pre-Treatment UGT2B7 7364 37 4 69962580 69962580 Missense_Mutation SNP A T 34 29 c.342A>T c.(340-342)GAA>GAT p.E114D

Pat_01 Pre-Treatment ANKRD17 26057 37 4 73984530 73984530 Missense_Mutation SNP T C 246 361 c.4063A>G c.(4063-4065)ACT>GCT p.T1355A

Pat_01 Pre-Treatment GK2 2712 37 4 80327902 80327902 Missense_Mutation SNP C T 156 214 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_01 Pre-Treatment HERC5 51191 37 4 89425504 89425504 Missense_Mutation SNP C T 71 146 c.2704C>T c.(2704-2706)CCC>TCC p.P902S

Pat_01 Pre-Treatment UNC5C 8633 37 4 96104089 96104089 Missense_Mutation SNP C T 168 234 c.2410G>A c.(2410-2412)GGA>AGA p.G804R

Pat_01 Pre-Treatment EGF 1950 37 4 110921002 110921002 Missense_Mutation SNP G A 196 237 c.3173G>A c.(3172-3174)AGG>AAG p.R1058K

Pat_01 Pre-Treatment PITX2 5308 37 4 111542415 111542415 Missense_Mutation SNP C T 64 99 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_01 Pre-Treatment DCHS2 54798 37 4 155157358 155157358 Missense_Mutation SNP G A 212 287 c.7081C>T c.(7081-7083)CAT>TAT p.H2361Y

Pat_01 Pre-Treatment DCHS2 54798 37 4 155298407 155298407 Missense_Mutation SNP C T 102 173 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_01 Pre-Treatment CLCN3 1182 37 4 170613292 170613292 Missense_Mutation SNP A T 144 186 c.757A>T c.(757-759)ATC>TTC p.I253F

Pat_01 Pre-Treatment ASB5 140458 37 4 177190238 177190238 Missense_Mutation SNP G A 93 162 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_01 Pre-Treatment ODZ3 55714 37 4 183652119 183652119 Missense_Mutation SNP C T 64 116 c.2794C>T c.(2794-2796)CCA>TCA p.P932S

Pat_01 Pre-Treatment CAPSL 133690 37 5 35904702 35904702 Missense_Mutation SNP G A 179 261 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_01 Pre-Treatment HEATR7B2 133558 37 5 41042300 41042300 Nonsense_Mutation SNP C T 5 15 c.1847G>A c.(1846-1848)TGG>TAG p.W616*

Pat_01 Pre-Treatment C5orf34 375444 37 5 43509374 43509374 Missense_Mutation SNP G A 105 145 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_01 Pre-Treatment NNT 23530 37 5 43704409 43704409 Missense_Mutation SNP C A 6 535 c.3164C>A c.(3163-3165)CCA>CAA p.P1055Q

Pat_01 Pre-Treatment SKIV2L2 23517 37 5 54662656 54662656 Missense_Mutation SNP C T 212 282 c.1763C>T c.(1762-1764)TCC>TTC p.S588F

Pat_01 Pre-Treatment MAST4 375449 37 5 66460811 66460812 Missense_Mutation DNP CC AT 20 29 c.5237_5238CC>ATc.(5236-5238)CCC>CAT p.P1746H

Pat_01 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 263 c.427G>C c.(427-429)GAG>CAG p.E143Q



Pat_01 Pre-Treatment C5orf13 9315 37 5 111066622 111066622 Missense_Mutation SNP A G 197 260 c.203T>C c.(202-204)TTT>TCT p.F68S

Pat_01 Pre-Treatment SLC27A6 28965 37 5 128364084 128364084 Missense_Mutation SNP G A 118 130 c.1501G>A c.(1501-1503)GGA>AGA p.G501R

Pat_01 Pre-Treatment ACSL6 23305 37 5 131308419 131308419 Nonsense_Mutation SNP G A 116 218 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_01 Pre-Treatment PCDHB10 56126 37 5 140574481 140574481 Missense_Mutation SNP G A 54 88 c.2356G>A c.(2356-2358)GAA>AAA p.E786K

Pat_01 Pre-Treatment PCDHGA2 56113 37 5 140718983 140718983 Missense_Mutation SNP G A 160 184 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_01 Pre-Treatment PCDHGA2 56113 37 5 140720289 140720289 Missense_Mutation SNP C T 238 298 c.1751C>T c.(1750-1752)CCC>CTC p.P584L

Pat_01 Pre-Treatment PCDHGA8 9708 37 5 140772898 140772898 Missense_Mutation SNP G A 138 167 c.518G>A c.(517-519)AGC>AAC p.S173N

Pat_01 Pre-Treatment GRIA1 2890 37 5 153144170 153144170 Missense_Mutation SNP G A 45 66 c.2000G>A c.(1999-2001)GGA>GAA p.G667E

Pat_01 Pre-Treatment HAVCR2 84868 37 5 156514235 156514235 Missense_Mutation SNP C T 72 120 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_01 Pre-Treatment LSM11 134353 37 5 157182040 157182040 Missense_Mutation SNP C T 92 101 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_01 Pre-Treatment GABRP 2568 37 5 170239094 170239094 Missense_Mutation SNP G A 168 153 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_01 Pre-Treatment COL23A1 91522 37 5 177689243 177689244 Missense_Mutation DNP CC TT 11 16 c.649_650GG>AA c.(649-651)GGA>AAA p.G217K

Pat_01 Pre-Treatment PECI 10455 37 6 4133937 4133937 Missense_Mutation SNP T C 4 312 c.59A>G c.(58-60)CAG>CGG p.Q20R

Pat_01 Pre-Treatment ATXN1 6310 37 6 16327485 16327485 Missense_Mutation SNP G A 138 304 c.1057C>T c.(1057-1059)CCT>TCT p.P353S

Pat_01 Pre-Treatment ZNF184 7738 37 6 27419417 27419417 Missense_Mutation SNP G A 108 195 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_01 Pre-Treatment MDC1 9656 37 6 30672158 30672158 Missense_Mutation SNP G A 464 297 c.4802C>T c.(4801-4803)ACA>ATA p.T1601I

Pat_01 Pre-Treatment BAT2 7916 37 6 31595857 31595857 Missense_Mutation SNP C T 219 396 c.1606C>T c.(1606-1608)CCA>TCA p.P536S

Pat_01 Pre-Treatment BAT3 7917 37 6 31612903 31612903 Missense_Mutation SNP G A 182 428 c.1207C>T c.(1207-1209)CCT>TCT p.P403S

Pat_01 Pre-Treatment LY6G6F 259215 37 6 31685384 31685384 Missense_Mutation SNP C T 240 603 c.952C>T c.(952-954)CCA>TCA p.P318S

Pat_01 Pre-Treatment C2 717 37 6 31903781 31903781 Missense_Mutation SNP G A 100 239 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_01 Pre-Treatment TNXB 7148 37 6 32029318 32029318 Missense_Mutation SNP C T 89 209 c.7348G>A c.(7348-7350)GGG>AGG p.G2450R

Pat_01 Pre-Treatment TNXB 7148 37 6 32038093 32038093 Missense_Mutation SNP G A 23 64 c.5089C>T c.(5089-5091)CCT>TCT p.P1697S

Pat_01 Pre-Treatment HLA-DMB 3109 37 6 32903140 32903140 Missense_Mutation SNP G A 335 269 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_01 Pre-Treatment FKBP5 2289 37 6 35545009 35545009 Missense_Mutation SNP G T 6 616 c.1028C>A c.(1027-1029)GCC>GAC p.A343D

Pat_01 Pre-Treatment FGD2 221472 37 6 36988331 36988331 Missense_Mutation SNP G A 16 70 c.1137G>A c.(1135-1137)ATG>ATA p.M379I

Pat_01 Pre-Treatment AARS2 57505 37 6 44275040 44275040 Missense_Mutation SNP C T 4 151 c.986G>A c.(985-987)CGC>CAC p.R329H

Pat_01 Pre-Treatment PGK2 5232 37 6 49753750 49753750 Missense_Mutation SNP T A 7 603 c.1151A>T c.(1150-1152)AAC>ATC p.N384I

Pat_01 Pre-Treatment IL17F 112744 37 6 52103546 52103546 Missense_Mutation SNP G A 69 68 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_01 Pre-Treatment FAM83B 222584 37 6 54804808 54804808 Missense_Mutation SNP G A 68 126 c.1039G>A c.(1039-1041)GAA>AAA p.E347K

Pat_01 Pre-Treatment COL21A1 81578 37 6 55935569 55935569 Missense_Mutation SNP C T 29 42 c.1993G>A c.(1993-1995)GGG>AGG p.G665R

Pat_01 Pre-Treatment SMAP1 60682 37 6 71570002 71570002 Missense_Mutation SNP T G 195 171 c.1369T>G c.(1369-1371)TCA>GCA p.S457A

Pat_01 Pre-Treatment FILIP1 27145 37 6 76063340 76063340 Missense_Mutation SNP C T 174 208 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_01 Pre-Treatment CASP8AP2 9994 37 6 90577172 90577172 Missense_Mutation SNP C T 86 16 c.4163C>T c.(4162-4164)CCA>CTA p.P1388L

Pat_01 Pre-Treatment GJA10 84694 37 6 90604719 90604719 Missense_Mutation SNP C T 256 42 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_01 Pre-Treatment AIM1 202 37 6 107016361 107016361 Missense_Mutation SNP G A 161 39 c.5092G>A c.(5092-5094)GAT>AAT p.D1698N

Pat_01 Pre-Treatment RFX6 222546 37 6 117248438 117248438 Missense_Mutation SNP C T 147 31 c.2134C>T c.(2134-2136)CAC>TAC p.H712Y

Pat_01 Pre-Treatment ROS1 6098 37 6 117730754 117730754 Missense_Mutation SNP C T 65 23 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_01 Pre-Treatment CLDN20 49861 37 6 155596924 155596924 Missense_Mutation SNP C A 4 236 c.71C>A c.(70-72)GCC>GAC p.A24D

Pat_01 Pre-Treatment RADIL 55698 37 7 4841376 4841376 Missense_Mutation SNP G A 24 35 c.2750C>T c.(2749-2751)CCC>CTC p.P917L

Pat_01 Pre-Treatment PRPS1L1 221823 37 7 18066867 18066867 Missense_Mutation SNP G A 106 142 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_01 Pre-Treatment CREB5 9586 37 7 28547317 28547317 Missense_Mutation SNP G A 167 243 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_01 Pre-Treatment C7orf10 79783 37 7 40900016 40900016 Missense_Mutation SNP G A 192 191 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_01 Pre-Treatment HECW1 23072 37 7 43400569 43400569 Missense_Mutation SNP C T 84 132 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_01 Pre-Treatment TBRG4 9238 37 7 45144223 45144223 Missense_Mutation SNP G A 51 76 c.821C>T c.(820-822)CCC>CTC p.P274L

Pat_01 Pre-Treatment TNS3 64759 37 7 47451336 47451337 Missense_Mutation DNP CC TT 28 37 c.711_712GG>AAc.(709-714)AAGGGA>AAAAGA p.G238R

Pat_01 Pre-Treatment EGFR 1956 37 7 55266497 55266497 Missense_Mutation SNP G A 119 147 c.2789G>A c.(2788-2790)GGA>GAA p.G930E

Pat_01 Pre-Treatment ABCB4 5244 37 7 87060829 87060829 Missense_Mutation SNP C T 241 295 c.1784G>A c.(1783-1785)CGA>CAA p.R595Q



Pat_01 Pre-Treatment SAMD9 54809 37 7 92735311 92735311 Missense_Mutation SNP C T 139 200 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_01 Pre-Treatment TRRAP 8295 37 7 98509757 98509757 Missense_Mutation SNP C T 159 231 c.2120C>T c.(2119-2121)TCC>TTC p.S707F

Pat_01 Pre-Treatment OR2AE1 81392 37 7 99473956 99473956 Missense_Mutation SNP C T 64 75 c.701G>A c.(700-702)AGA>AAA p.R234K

Pat_01 Pre-Treatment ZAN 7455 37 7 100371434 100371434 Missense_Mutation SNP A G 25 27 c.5725A>G c.(5725-5727)AAA>GAA p.K1909E

Pat_01 Pre-Treatment MUC17 140453 37 7 100686354 100686354 Missense_Mutation SNP C T 191 271 c.11657C>T c.(11656-11658)CCA>CTA p.P3886L

Pat_01 Pre-Treatment MOGAT3 346606 37 7 100839568 100839568 Missense_Mutation SNP C A 19 20 c.771G>T c.(769-771)AAG>AAT p.K257N

Pat_01 Pre-Treatment RELN 5649 37 7 103137012 103137012 Missense_Mutation SNP C T 167 222 c.9154G>A c.(9154-9156)GAA>AAA p.E3052K

Pat_01 Pre-Treatment PIK3CG 5294 37 7 106519963 106519963 Splice_Site SNP G A 98 156 c.2392_splice c.e6-1 p.I798_splice

Pat_01 Pre-Treatment SLC26A3 1811 37 7 107418680 107418680 Missense_Mutation SNP C T 68 107 c.1454G>A c.(1453-1455)GGG>GAG p.G485E

Pat_01 Pre-Treatment PTPRZ1 5803 37 7 121608040 121608040 Missense_Mutation SNP C T 108 131 c.160C>T c.(160-162)CCA>TCA p.P54S

Pat_01 Pre-Treatment SLC13A4 26266 37 7 135392875 135392875 Missense_Mutation SNP C T 217 252 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_01 Pre-Treatment KIAA1549 57670 37 7 138522701 138522701 Missense_Mutation SNP G A 57 105 c.5803C>T c.(5803-5805)CTC>TTC p.L1935F

Pat_01 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 225 175 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_01 Pre-Treatment KIAA1147 57189 37 7 141364740 141364740 Missense_Mutation SNP G A 4 96 c.1067C>T c.(1066-1068)GCT>GTT p.A356V

Pat_01 Pre-Treatment C7orf34 135927 37 7 142637618 142637618 Missense_Mutation SNP G A 212 426 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_01 Pre-Treatment CLCN1 1180 37 7 143036696 143036696 Missense_Mutation SNP G T 84 232 c.1564G>T c.(1564-1566)GGG>TGG p.G522W

Pat_01 Pre-Treatment SLC39A14 23516 37 8 22265980 22265980 Missense_Mutation SNP C A 3 60 c.428C>A c.(427-429)ACG>AAG p.T143K

Pat_01 Pre-Treatment DOCK5 80005 37 8 25253110 25253110 Nonsense_Mutation SNP G T 157 30 c.4579G>T c.(4579-4581)GAG>TAG p.E1527*

Pat_01 Pre-Treatment RP1 6101 37 8 55538849 55538849 Missense_Mutation SNP C T 45 59 c.2407C>T c.(2407-2409)CCT>TCT p.P803S

Pat_01 Pre-Treatment PREX2 80243 37 8 69000012 69000012 Missense_Mutation SNP T C 276 405 c.2081T>C c.(2080-2082)TTT>TCT p.F694S

Pat_01 Pre-Treatment ZFHX4 79776 37 8 77763772 77763772 Missense_Mutation SNP C T 46 54 c.4480C>T c.(4480-4482)CGT>TGT p.R1494C

Pat_01 Pre-Treatment SLC7A13 157724 37 8 87229869 87229869 Missense_Mutation SNP A G 185 221 c.1009T>C c.(1009-1011)TTT>CTT p.F337L

Pat_01 Pre-Treatment RGS22 26166 37 8 101020740 101020740 Missense_Mutation SNP C T 42 51 c.2224G>A c.(2224-2226)GAA>AAA p.E742K

Pat_01 Pre-Treatment TMEM74 157753 37 8 109796543 109796543 Missense_Mutation SNP C T 96 125 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_01 Pre-Treatment FER1L6 654463 37 8 124998329 124998329 Missense_Mutation SNP G A 55 115 c.1432G>A c.(1432-1434)GAA>AAA p.E478K

Pat_01 Pre-Treatment FAM135B 51059 37 8 139255192 139255192 Missense_Mutation SNP G A 102 140 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_01 Pre-Treatment PYCRL 65263 37 8 144689142 144689142 Missense_Mutation SNP G A 112 161 c.353C>T c.(352-354)TCT>TTT p.S118F

Pat_01 Pre-Treatment ZNF707 286075 37 8 144776319 144776320 Missense_Mutation DNP CC TT 10 12 c.735_736CC>TTc.(733-738)GACCGC>GATTGC p.R246C

Pat_01 Pre-Treatment IL33 90865 37 9 6251250 6251250 Missense_Mutation SNP G A 230 38 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_01 Pre-Treatment TAF1L 138474 37 9 32630610 32630610 Missense_Mutation SNP C T 235 36 c.4968G>A c.(4966-4968)ATG>ATA p.M1656I

Pat_01 Pre-Treatment GBA2 57704 37 9 35748472 35748472 Missense_Mutation SNP A G 181 27 c.230T>C c.(229-231)ATG>ACG p.M77T

Pat_01 Pre-Treatment PRUNE2 158471 37 9 79326061 79326061 Missense_Mutation SNP G A 28 52 c.1129C>T c.(1129-1131)CCC>TCC p.P377S

Pat_01 Pre-Treatment PHF2 5253 37 9 96422487 96422487 Missense_Mutation SNP C T 32 36 c.1343C>T c.(1342-1344)GCC>GTC p.A448V

Pat_01 Pre-Treatment HIATL1 84641 37 9 97207294 97207294 Missense_Mutation SNP G A 222 347 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_01 Pre-Treatment BAAT 570 37 9 104124894 104124894 Missense_Mutation SNP G A 96 91 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_01 Pre-Treatment OR13C4 138804 37 9 107288802 107288802 Nonsense_Mutation SNP G T 11 595 c.689C>A c.(688-690)TCG>TAG p.S230*

Pat_01 Pre-Treatment COL27A1 85301 37 9 117068933 117068934 Missense_Mutation DNP GG AA 45 108 c.5072_5073GG>AAc.(5071-5073)AGG>AAA p.R1691K

Pat_01 Pre-Treatment TLR4 7099 37 9 120475271 120475271 Nonsense_Mutation SNP C T 91 194 c.865C>T c.(865-867)CGA>TGA p.R289*

Pat_01 Pre-Treatment OR1J2 26740 37 9 125273462 125273462 Missense_Mutation SNP C T 96 117 c.382C>T c.(382-384)CAC>TAC p.H128Y

Pat_01 Pre-Treatment OR1N2 138882 37 9 125316037 125316037 Missense_Mutation SNP G A 230 299 c.589G>A c.(589-591)GAT>AAT p.D197N

Pat_01 Pre-Treatment ABL1 25 37 9 133760646 133760646 Missense_Mutation SNP C T 185 191 c.2969C>T c.(2968-2970)TCG>TTG p.S990L

Pat_01 Pre-Treatment LAMC3 10319 37 9 133946908 133946908 Missense_Mutation SNP G A 43 175 c.3107G>A c.(3106-3108)GGG>GAG p.G1036E

Pat_01 Pre-Treatment ARHGAP6 395 37 X 11196354 11196354 Nonsense_Mutation SNP C A 25 1 c.1495G>T c.(1495-1497)GAA>TAA p.E499*

Pat_01 Pre-Treatment GSPT2 23708 37 X 51488398 51488398 Missense_Mutation SNP C T 156 10 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_01 Pre-Treatment TCEAL6 158931 37 X 101395871 101395871 Missense_Mutation SNP C T 142 11 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_01 Pre-Treatment MUM1L1 139221 37 X 105450125 105450125 Missense_Mutation SNP G A 50 3 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_01 Pre-Treatment CAPN6 827 37 X 110491174 110491174 Missense_Mutation SNP G A 430 47 c.1531C>T c.(1531-1533)CGT>TGT p.R511C



Pat_01 Pre-Treatment GRIA3 2892 37 X 122459990 122459990 Missense_Mutation SNP G A 209 16 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_01 Pre-Treatment CXorf66 347487 37 X 139038701 139038701 Missense_Mutation SNP G A 332 41 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_01 Post-Resistance PUSL1 126789 37 1 1245090 1245090 Missense_Mutation SNP C T 4 19 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_01 Post-Resistance RER1 11079 37 1 2328642 2328642 Nonsense_Mutation SNP C T 102 269 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_01 Post-Resistance EXOSC10 5394 37 1 11129748 11129748 Missense_Mutation SNP C T 7 757 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_01 Post-Resistance MTOR 2475 37 1 11259457 11259457 Missense_Mutation SNP G A 4 248 c.4111C>T c.(4111-4113)CCC>TCC p.P1371S

Pat_01 Post-Resistance PTCHD2 57540 37 1 11584007 11584007 Nonsense_Mutation SNP C T 25 50 c.2371C>T c.(2371-2373)CAG>TAG p.Q791*

Pat_01 Post-Resistance FBXO44 93611 37 1 11718444 11718444 Missense_Mutation SNP C T 59 201 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_01 Post-Resistance AADACL3 126767 37 1 12785574 12785574 Missense_Mutation SNP G A 39 121 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_01 Post-Resistance LOC649330 649330 37 1 12907868 12907868 Missense_Mutation SNP C T 47 325 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_01 Post-Resistance LOC440563 440563 37 1 13183695 13183695 Missense_Mutation SNP C T 33 86 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_01 Post-Resistance NBPF1 55672 37 1 16914254 16914254 Missense_Mutation SNP C T 36 464 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_01 Post-Resistance PADI3 51702 37 1 17593271 17593271 Missense_Mutation SNP C T 5 338 c.466C>T c.(466-468)CGT>TGT p.R156C

Pat_01 Post-Resistance PADI3 51702 37 1 17607200 17607200 Missense_Mutation SNP G A 4 309 c.1670G>A c.(1669-1671)CGG>CAG p.R557Q

Pat_01 Post-Resistance UBR4 23352 37 1 19449373 19449373 Missense_Mutation SNP G A 5 398 c.9770C>T c.(9769-9771)ACA>ATA p.T3257I

Pat_01 Post-Resistance MRTO4 51154 37 1 19584386 19584386 Missense_Mutation SNP C T 87 250 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_01 Post-Resistance NBPF3 84224 37 1 21798107 21798107 Missense_Mutation SNP G C 7 659 c.492G>C c.(490-492)CAG>CAC p.Q164H

Pat_01 Post-Resistance RAP1GAP 5909 37 1 21940528 21940529 Missense_Mutation DNP GT AA 13 61 c.345_346AC>TTc.(343-348)TCACTC>TCTTTC p.L116F

Pat_01 Post-Resistance NIPAL3 57185 37 1 24790583 24790583 Missense_Mutation SNP C T 12 93 c.994C>T c.(994-996)CCC>TCC p.P332S

Pat_01 Post-Resistance ZNF683 257101 37 1 26691195 26691195 Missense_Mutation SNP G A 36 62 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_01 Post-Resistance KPNA6 23633 37 1 32627987 32627987 Missense_Mutation SNP C T 166 506 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_01 Post-Resistance TRIM62 55223 37 1 33625433 33625433 Missense_Mutation SNP C T 6 417 c.617G>A c.(616-618)CGC>CAC p.R206H

Pat_01 Post-Resistance GJA4 2701 37 1 35260770 35260770 Missense_Mutation SNP C T 21 80 c.956C>T c.(955-957)CCC>CTC p.P319L

Pat_01 Post-Resistance CSF3R 1441 37 1 36941122 36941122 Missense_Mutation SNP C T 20 72 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_01 Post-Resistance GRIK3 2899 37 1 37356679 37356679 Missense_Mutation SNP G A 7 616 c.134C>T c.(133-135)GCG>GTG p.A45V

Pat_01 Post-Resistance RSPO1 284654 37 1 38095330 38095330 Missense_Mutation SNP G A 4 92 c.4C>T c.(4-6)CGG>TGG p.R2W

Pat_01 Post-Resistance EPHA10 284656 37 1 38186225 38186225 Missense_Mutation SNP C T 3 31 c.2210G>A c.(2209-2211)CGG>CAG p.R737Q

Pat_01 Post-Resistance KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 4 43 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_01 Post-Resistance CLDN19 149461 37 1 43203975 43203975 Missense_Mutation SNP G A 4 137 c.398C>T c.(397-399)ACT>ATT p.T133I

Pat_01 Post-Resistance MPL 4352 37 1 43804223 43804223 Missense_Mutation SNP C T 4 251 c.223C>T c.(223-225)CGT>TGT p.R75C

Pat_01 Post-Resistance KIAA0467 23334 37 1 43893276 43893276 Missense_Mutation SNP C T 66 189 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_01 Post-Resistance MAST2 23139 37 1 46463409 46463409 Missense_Mutation SNP G T 9 616 c.606G>T c.(604-606)TTG>TTT p.L202F

Pat_01 Post-Resistance FAAH 2166 37 1 46872027 46872027 Missense_Mutation SNP C T 24 103 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_01 Post-Resistance FAAH 2166 37 1 46876526 46876526 Missense_Mutation SNP G A 4 196 c.1316G>A c.(1315-1317)CGT>CAT p.R439H

Pat_01 Post-Resistance C8A 731 37 1 57383305 57383305 Missense_Mutation SNP A C 35 98 c.1671A>C c.(1669-1671)GAA>GAC p.E557D

Pat_01 Post-Resistance DAB1 1600 37 1 57480703 57480703 Nonsense_Mutation SNP G A 4 208 c.1297C>T c.(1297-1299)CAG>TAG p.Q433*

Pat_01 Post-Resistance MIER1 57708 37 1 67436559 67436559 Missense_Mutation SNP C T 89 222 c.841C>T c.(841-843)CTT>TTT p.L281F

Pat_01 Post-Resistance PALMD 54873 37 1 100152323 100152323 Missense_Mutation SNP C T 5 380 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_01 Post-Resistance COL11A1 1301 37 1 103404641 103404641 Missense_Mutation SNP C T 148 455 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_01 Post-Resistance SLC25A24 29957 37 1 108697685 108697685 Missense_Mutation SNP G A 5 381 c.742C>T c.(742-744)CGC>TGC p.R248C

Pat_01 Post-Resistance CSF1 1435 37 1 110467429 110467429 Missense_Mutation SNP C T 11 20 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_01 Post-Resistance OVGP1 5016 37 1 111957310 111957310 Missense_Mutation SNP G A 65 128 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_01 Post-Resistance KCND3 3752 37 1 112525240 112525240 Missense_Mutation SNP G A 4 175 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_01 Post-Resistance MAGI3 260425 37 1 114157228 114157228 Missense_Mutation SNP C T 86 241 c.1024C>T c.(1024-1026)CCT>TCT p.P342S

Pat_01 Post-Resistance AMPD1 270 37 1 115217374 115217374 Missense_Mutation SNP T C 4 215 c.1799A>G c.(1798-1800)AAG>AGG p.K600R

Pat_01 Post-Resistance SYCP1 6847 37 1 115419372 115419372 Missense_Mutation SNP G A 3 14 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_01 Post-Resistance SPAG17 200162 37 1 118558629 118558629 Missense_Mutation SNP G A 70 192 c.4246C>T c.(4246-4248)CCA>TCA p.P1416S



Pat_01 Post-Resistance TXNIP 10628 37 1 145439827 145439827 Missense_Mutation SNP G T 43 405 c.373G>T c.(373-375)GTG>TTG p.V125L

Pat_01 Post-Resistance RORC 6097 37 1 151785723 151785723 Missense_Mutation SNP C T 166 655 c.1166G>A c.(1165-1167)CGA>CAA p.R389Q

Pat_01 Post-Resistance RPTN 126638 37 1 152128886 152128886 Missense_Mutation SNP C T 285 425 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_01 Post-Resistance FLG2 388698 37 1 152329769 152329769 Nonsense_Mutation SNP G A 120 467 c.493C>T c.(493-495)CAA>TAA p.Q165*

Pat_01 Post-Resistance LCE1F 353137 37 1 152748887 152748887 Missense_Mutation SNP C T 79 229 c.40C>T c.(40-42)CCC>TCC p.P14S

Pat_01 Post-Resistance GATAD2B 57459 37 1 153788749 153788749 Missense_Mutation SNP C A 5 374 c.1216G>T c.(1216-1218)GGC>TGC p.G406C

Pat_01 Post-Resistance SLC39A1 27173 37 1 153935074 153935074 Missense_Mutation SNP G A 4 119 c.118C>T c.(118-120)CTC>TTC p.L40F

Pat_01 Post-Resistance RUSC1 23623 37 1 155292114 155292114 Missense_Mutation SNP G A 4 275 c.550G>A c.(550-552)GCC>ACC p.A184T

Pat_01 Post-Resistance PEAR1 375033 37 1 156874590 156874590 Missense_Mutation SNP C T 47 242 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_01 Post-Resistance PEAR1 375033 37 1 156880536 156880536 Splice_Site SNP G A 5 260 c.1951_splice c.e15+1 p.P651_splice

Pat_01 Post-Resistance CD1C 911 37 1 158261934 158261934 Missense_Mutation SNP G C 127 211 c.389G>C c.(388-390)GGC>GCC p.G130A

Pat_01 Post-Resistance OR10K2 391107 37 1 158389793 158389793 Missense_Mutation SNP C T 44 234 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_01 Post-Resistance OR6K6 128371 37 1 158725536 158725536 Missense_Mutation SNP T C 5 437 c.931T>C c.(931-933)TTT>CTT p.F311L

Pat_01 Post-Resistance OR10J3 441911 37 1 159283990 159283990 Missense_Mutation SNP G A 85 99 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_01 Post-Resistance COPA 1314 37 1 160302304 160302304 Missense_Mutation SNP G A 7 587 c.430C>T c.(430-432)CAC>TAC p.H144Y

Pat_01 Post-Resistance PAPPA2 60676 37 1 176734857 176734857 Missense_Mutation SNP C T 119 535 c.4207C>T c.(4207-4209)CAT>TAT p.H1403Y

Pat_01 Post-Resistance ASTN1 460 37 1 177001897 177001897 Missense_Mutation SNP G A 85 127 c.560C>T c.(559-561)CCG>CTG p.P187L

Pat_01 Post-Resistance CEP350 9857 37 1 180062348 180062348 Missense_Mutation SNP C T 6 23 c.7108C>T c.(7108-7110)CCT>TCT p.P2370S

Pat_01 Post-Resistance KIAA1614 57710 37 1 180886095 180886095 Missense_Mutation SNP G A 5 282 c.856G>A c.(856-858)GCT>ACT p.A286T

Pat_01 Post-Resistance KIAA1614 57710 37 1 180904393 180904393 Missense_Mutation SNP G A 3 36 c.1348G>A c.(1348-1350)GTG>ATG p.V450M

Pat_01 Post-Resistance LAMC2 3918 37 1 183209476 183209476 Missense_Mutation SNP T C 68 273 c.3278T>C c.(3277-3279)GTT>GCT p.V1093A

Pat_01 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 7 344 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_01 Post-Resistance NAV1 89796 37 1 201757704 201757704 Missense_Mutation SNP C T 166 256 c.3104C>T c.(3103-3105)TCC>TTC p.S1035F

Pat_01 Post-Resistance ATP2B4 493 37 1 203668653 203668653 Missense_Mutation SNP G A 6 382 c.457G>A c.(457-459)GCA>ACA p.A153T

Pat_01 Post-Resistance LAX1 54900 37 1 203743384 203743385 Nonsense_Mutation DNP GG TA 55 71 c.772_773GG>TA c.(772-774)GGA>TAA p.G258*

Pat_01 Post-Resistance ZC3H11A 9877 37 1 203821508 203821508 Nonsense_Mutation SNP C G 6 266 c.2414C>G c.(2413-2415)TCA>TGA p.S805*

Pat_01 Post-Resistance NUAK2 81788 37 1 205273092 205273092 Missense_Mutation SNP C T 24 40 c.1373G>A c.(1372-1374)GGC>GAC p.G458D

Pat_01 Post-Resistance CTSE 1510 37 1 206318358 206318358 Missense_Mutation SNP G A 4 180 c.116G>A c.(115-117)CGG>CAG p.R39Q

Pat_01 Post-Resistance LGTN 1939 37 1 206765163 206765163 Missense_Mutation SNP G A 219 325 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_01 Post-Resistance ATF3 467 37 1 212791476 212791476 Missense_Mutation SNP C T 29 46 c.248C>T c.(247-249)CCT>CTT p.P83L

Pat_01 Post-Resistance FAM71A 149647 37 1 212799737 212799737 Missense_Mutation SNP C A 4 308 c.1518C>A c.(1516-1518)CAC>CAA p.H506Q

Pat_01 Post-Resistance OBSCN 84033 37 1 228456389 228456389 Missense_Mutation SNP G A 4 206 c.5020G>A c.(5020-5022)GTG>ATG p.V1674M

Pat_01 Post-Resistance FMN2 56776 37 1 240371107 240371107 Missense_Mutation SNP C T 76 470 c.2995C>T c.(2995-2997)CCT>TCT p.P999S

Pat_01 Post-Resistance FMN2 56776 37 1 240371239 240371239 Missense_Mutation SNP C T 9 307 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_01 Post-Resistance ZNF695 57116 37 1 247150500 247150500 Missense_Mutation SNP A T 4 112 c.1317T>A c.(1315-1317)GAT>GAA p.D439E

Pat_01 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 9 355 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_01 Post-Resistance OR14I1 401994 37 1 248845214 248845214 Missense_Mutation SNP C T 62 225 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_01 Post-Resistance FBXO18 84893 37 10 5948525 5948525 Missense_Mutation SNP C T 86 130 c.683C>T c.(682-684)CCG>CTG p.P228L

Pat_01 Post-Resistance PFKFB3 5209 37 10 6257204 6257204 Missense_Mutation SNP C A 4 165 c.223C>A c.(223-225)CGC>AGC p.R75S

Pat_01 Post-Resistance SEPHS1 22929 37 10 13361156 13361156 Missense_Mutation SNP C T 5 211 c.1165G>A c.(1165-1167)GGG>AGG p.G389R

Pat_01 Post-Resistance ACBD5 91452 37 10 27499796 27499796 Missense_Mutation SNP C A 5 398 c.1151G>T c.(1150-1152)CGG>CTG p.R384L

Pat_01 Post-Resistance KIAA1462 57608 37 10 30317681 30317681 Missense_Mutation SNP C T 66 168 c.1396G>A c.(1396-1398)GGA>AGA p.G466R

Pat_01 Post-Resistance NRP1 8829 37 10 33515181 33515181 Missense_Mutation SNP C T 4 152 c.1018G>A c.(1018-1020)GGG>AGG p.G340R

Pat_01 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 6 179 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_01 Post-Resistance LOC100129055 100129055 37 10 38466905 38466905 Splice_Site SNP T G 24 36 c.365_splice c.e2+2

Pat_01 Post-Resistance CTNNA3 29119 37 10 68381509 68381509 Missense_Mutation SNP C T 60 113 c.1315G>A c.(1315-1317)GAA>AAA p.E439K

Pat_01 Post-Resistance SGPL1 8879 37 10 72637040 72637040 Missense_Mutation SNP C T 4 232 c.1655C>T c.(1654-1656)ACC>ATC p.T552I



Pat_01 Post-Resistance DNAJB12 54788 37 10 74103148 74103148 Missense_Mutation SNP G T 3 31 c.535C>A c.(535-537)CCT>ACT p.P179T

Pat_01 Post-Resistance KCNMA1 3778 37 10 78708959 78708959 Missense_Mutation SNP C T 119 204 c.2650G>A c.(2650-2652)GAG>AAG p.E884K

Pat_01 Post-Resistance ZMIZ1 57178 37 10 81065994 81065994 Missense_Mutation SNP T C 3 112 c.2561T>C c.(2560-2562)ATC>ACC p.I854T

Pat_01 Post-Resistance NOC3L 64318 37 10 96099543 96099543 Missense_Mutation SNP G A 68 117 c.1915C>T c.(1915-1917)CCA>TCA p.P639S

Pat_01 Post-Resistance NOC3L 64318 37 10 96110005 96110006 Missense_Mutation DNP GG AA 118 289 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_01 Post-Resistance CYP2C8 1558 37 10 96829152 96829152 Missense_Mutation SNP G A 57 83 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_01 Post-Resistance DNMBP 23268 37 10 101715970 101715970 Missense_Mutation SNP G A 95 196 c.1261C>T c.(1261-1263)CAT>TAT p.H421Y

Pat_01 Post-Resistance CPN1 1369 37 10 101835766 101835766 Missense_Mutation SNP G A 98 129 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_01 Post-Resistance CYP17A1 1586 37 10 104593858 104593858 Missense_Mutation SNP C T 16 32 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_01 Post-Resistance SORCS3 22986 37 10 106970954 106970954 Missense_Mutation SNP C T 92 120 c.2321C>T c.(2320-2322)CCA>CTA p.P774L

Pat_01 Post-Resistance HABP2 3026 37 10 115335703 115335703 Missense_Mutation SNP C T 128 294 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_01 Post-Resistance WDR11 55717 37 10 122649430 122649430 Missense_Mutation SNP G T 4 154 c.2252G>T c.(2251-2253)TGG>TTG p.W751L

Pat_01 Post-Resistance DMBT1 1755 37 10 124358346 124358346 Nonsense_Mutation SNP C T 219 410 c.3013C>T c.(3013-3015)CGA>TGA p.R1005*

Pat_01 Post-Resistance C11orf35 256329 37 11 558623 558623 Missense_Mutation SNP G A 3 30 c.302C>T c.(301-303)CCG>CTG p.P101L

Pat_01 Post-Resistance PHRF1 57661 37 11 607432 607432 Missense_Mutation SNP G C 4 219 c.1976G>C c.(1975-1977)CGC>CCC p.R659P

Pat_01 Post-Resistance LRDD 55367 37 11 801458 801458 Missense_Mutation SNP C T 3 25 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_01 Post-Resistance DUSP8 1850 37 11 1580220 1580220 Missense_Mutation SNP G A 3 43 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_01 Post-Resistance TH 7054 37 11 2186514 2186514 Nonsense_Mutation SNP G A 57 183 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_01 Post-Resistance TRPM5 29850 37 11 2428999 2428999 Missense_Mutation SNP C T 4 236 c.2926G>A c.(2926-2928)GCC>ACC p.A976T

Pat_01 Post-Resistance OR51G2 81282 37 11 4936318 4936318 Missense_Mutation SNP C A 22 142 c.576G>T c.(574-576)TTG>TTT p.L192F

Pat_01 Post-Resistance OR52E2 119678 37 11 5080830 5080830 Missense_Mutation SNP G A 83 281 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_01 Post-Resistance TRIM3 10612 37 11 6472620 6472620 Missense_Mutation SNP G A 5 326 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_01 Post-Resistance MRVI1 10335 37 11 10647848 10647848 Missense_Mutation SNP G A 21 24 c.1033C>T c.(1033-1035)CCG>TCG p.P345S

Pat_01 Post-Resistance CYP2R1 120227 37 11 14901879 14901879 Missense_Mutation SNP C T 46 109 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_01 Post-Resistance ABCC8 6833 37 11 17419957 17419957 Missense_Mutation SNP C T 4 180 c.3682G>A c.(3682-3684)GAA>AAA p.E1228K

Pat_01 Post-Resistance TSG101 7251 37 11 18524059 18524059 Missense_Mutation SNP G T 4 169 c.614C>A c.(613-615)CCT>CAT p.P205H

Pat_01 Post-Resistance NAV2 89797 37 11 20065564 20065564 Missense_Mutation SNP C T 85 239 c.3014C>T c.(3013-3015)TCC>TTC p.S1005F

Pat_01 Post-Resistance KCNA4 3739 37 11 30033313 30033313 Missense_Mutation SNP G A 49 177 c.913C>T c.(913-915)CCT>TCT p.P305S

Pat_01 Post-Resistance LMO2 4005 37 11 33881054 33881054 Missense_Mutation SNP G A 5 303 c.325C>T c.(325-327)CGG>TGG p.R109W

Pat_01 Post-Resistance MAPK8IP1 9479 37 11 45925551 45925551 Missense_Mutation SNP G A 4 259 c.1505G>A c.(1504-1506)CGA>CAA p.R502Q

Pat_01 Post-Resistance OR4A15 81328 37 11 55135721 55135721 Missense_Mutation SNP C T 111 237 c.362C>T c.(361-363)TCC>TTC p.S121F

Pat_01 Post-Resistance OR5D13 390142 37 11 55541751 55541751 Missense_Mutation SNP T C 35 97 c.838T>C c.(838-840)TAC>CAC p.Y280H

Pat_01 Post-Resistance OR8K5 219453 37 11 55927516 55927516 Missense_Mutation SNP G A 140 422 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_01 Post-Resistance OR8J1 219477 37 11 56128479 56128479 Missense_Mutation SNP G T 7 511 c.757G>T c.(757-759)GGG>TGG p.G253W

Pat_01 Post-Resistance MS4A2 2206 37 11 59863103 59863103 Missense_Mutation SNP G A 70 121 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_01 Post-Resistance MS4A12 54860 37 11 60271189 60271189 Missense_Mutation SNP G A 65 161 c.487G>A c.(487-489)GGA>AGA p.G163R

Pat_01 Post-Resistance FADS2 9415 37 11 61615706 61615706 Missense_Mutation SNP G T 5 359 c.694G>T c.(694-696)GAT>TAT p.D232Y

Pat_01 Post-Resistance INTS5 80789 37 11 62415054 62415054 Missense_Mutation SNP G A 119 187 c.2498C>T c.(2497-2499)CCC>CTC p.P833L

Pat_01 Post-Resistance SART1 9092 37 11 65731545 65731545 Missense_Mutation SNP C T 4 186 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_01 Post-Resistance MYEOV 26579 37 11 69063224 69063224 Missense_Mutation SNP G A 71 202 c.307G>A c.(307-309)GCT>ACT p.A103T

Pat_01 Post-Resistance NEU3 10825 37 11 74717320 74717320 Missense_Mutation SNP G T 79 338 c.1169G>T c.(1168-1170)TGG>TTG p.W390L

Pat_01 Post-Resistance MAP6 4135 37 11 75298246 75298246 Missense_Mutation SNP G T 6 275 c.2300C>A c.(2299-2301)CCA>CAA p.P767Q

Pat_01 Post-Resistance DGAT2 84649 37 11 75501768 75501768 Missense_Mutation SNP C T 79 335 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_01 Post-Resistance MYO7A 4647 37 11 76924018 76924018 Missense_Mutation SNP C T 7 29 c.6376C>T c.(6376-6378)CCT>TCT p.P2126S

Pat_01 Post-Resistance ODZ4 26011 37 11 78380693 78380693 Missense_Mutation SNP G A 6 472 c.6697C>T c.(6697-6699)CGG>TGG p.R2233W

Pat_01 Post-Resistance PRSS23 11098 37 11 86518819 86518819 Missense_Mutation SNP C T 5 298 c.134C>T c.(133-135)ACC>ATC p.T45I

Pat_01 Post-Resistance TYR 7299 37 11 88924446 88924446 Missense_Mutation SNP G A 5 338 c.896G>A c.(895-897)CGT>CAT p.R299H



Pat_01 Post-Resistance HEPHL1 341208 37 11 93779011 93779011 Missense_Mutation SNP C T 40 65 c.343C>T c.(343-345)CAT>TAT p.H115Y

Pat_01 Post-Resistance C11orf65 160140 37 11 108277567 108277567 Missense_Mutation SNP C T 81 116 c.352G>A c.(352-354)GAT>AAT p.D118N

Pat_01 Post-Resistance C11orf53 341032 37 11 111156543 111156543 Missense_Mutation SNP G A 4 237 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_01 Post-Resistance LAYN 143903 37 11 111430932 111430932 Missense_Mutation SNP G A 62 92 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_01 Post-Resistance FAM55D 54827 37 11 114451040 114451040 Missense_Mutation SNP C G 70 137 c.913G>C c.(913-915)GAG>CAG p.E305Q

Pat_01 Post-Resistance OR10S1 219873 37 11 123847813 123847813 Missense_Mutation SNP G A 4 190 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_01 Post-Resistance LAG3 3902 37 12 6887073 6887073 Missense_Mutation SNP C T 50 183 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_01 Post-Resistance A2M 2 37 12 9231867 9231867 Missense_Mutation SNP C T 70 239 c.3092G>A c.(3091-3093)CGA>CAA p.R1031Q

Pat_01 Post-Resistance TAS2R14 50840 37 12 11091472 11091472 Missense_Mutation SNP G A 25 93 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_01 Post-Resistance KIAA1467 57613 37 12 13219625 13219625 Nonsense_Mutation SNP C T 94 293 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_01 Post-Resistance C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 15 77 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_01 Post-Resistance PIK3C2G 5288 37 12 18650562 18650562 Missense_Mutation SNP G A 46 152 c.2773G>A c.(2773-2775)GAT>AAT p.D925N

Pat_01 Post-Resistance PIK3C2G 5288 37 12 18650568 18650568 Missense_Mutation SNP C T 49 154 c.2779C>T c.(2779-2781)CGT>TGT p.R927C

Pat_01 Post-Resistance CAPZA3 93661 37 12 18891723 18891723 Nonsense_Mutation SNP G A 66 200 c.521G>A c.(520-522)TGG>TAG p.W174*

Pat_01 Post-Resistance YARS2 51067 37 12 32908550 32908550 Missense_Mutation SNP G A 52 170 c.259C>T c.(259-261)CTT>TTT p.L87F

Pat_01 Post-Resistance CNTN1 1272 37 12 41330675 41330675 Missense_Mutation SNP C T 163 481 c.1078C>T c.(1078-1080)CCT>TCT p.P360S

Pat_01 Post-Resistance C1QL4 338761 37 12 49726992 49726992 Missense_Mutation SNP C T 25 88 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_01 Post-Resistance KCNH3 23416 37 12 49951176 49951176 Missense_Mutation SNP G A 3 66 c.2692G>A c.(2692-2694)GGA>AGA p.G898R

Pat_01 Post-Resistance DIP2B 57609 37 12 51133321 51133321 Missense_Mutation SNP G A 5 142 c.4306G>A c.(4306-4308)GGA>AGA p.G1436R

Pat_01 Post-Resistance SLC11A2 4891 37 12 51384723 51384723 Missense_Mutation SNP C T 4 416 c.1430G>A c.(1429-1431)CGG>CAG p.R477Q

Pat_01 Post-Resistance GALNT6 11226 37 12 51752996 51752996 Missense_Mutation SNP G A 6 719 c.1288C>T c.(1288-1290)CGC>TGC p.R430C

Pat_01 Post-Resistance GALNT6 11226 37 12 51773172 51773172 Missense_Mutation SNP C T 45 123 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_01 Post-Resistance KRT86 3892 37 12 52699481 52699481 Missense_Mutation SNP G A 43 111 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_01 Post-Resistance KRT72 140807 37 12 52992823 52992823 Missense_Mutation SNP T C 47 159 c.500A>G c.(499-501)AAC>AGC p.N167S

Pat_01 Post-Resistance NCKAP1L 3071 37 12 54914488 54914488 Missense_Mutation SNP C T 165 537 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_01 Post-Resistance ERBB3 2065 37 12 56477573 56477573 Missense_Mutation SNP G A 6 750 c.121G>A c.(121-123)GAT>AAT p.D41N

Pat_01 Post-Resistance ZC3H10 84872 37 12 56514428 56514428 Missense_Mutation SNP G A 3 61 c.82G>A c.(82-84)GGG>AGG p.G28R

Pat_01 Post-Resistance LRP1 4035 37 12 57569758 57569758 Missense_Mutation SNP G A 47 125 c.3860G>A c.(3859-3861)GGA>GAA p.G1287E

Pat_01 Post-Resistance DCTN2 10540 37 12 57929629 57929629 Splice_Site SNP C T 11 34 c.106_splice c.e3-1 p.E36_splice

Pat_01 Post-Resistance TMTC2 160335 37 12 83290051 83290051 Missense_Mutation SNP C A 5 477 c.1109C>A c.(1108-1110)GCA>GAA p.A370E

Pat_01 Post-Resistance MGAT4C 25834 37 12 86373354 86373354 Missense_Mutation SNP C T 9 13 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_01 Post-Resistance SLC5A8 160728 37 12 101584307 101584307 Missense_Mutation SNP C T 6 456 c.772G>A c.(772-774)GGT>AGT p.G258S

Pat_01 Post-Resistance MYBPC1 4604 37 12 102071915 102071915 Missense_Mutation SNP G C 95 245 c.3124G>C c.(3124-3126)GAT>CAT p.D1042H

Pat_01 Post-Resistance PAH 5053 37 12 103234285 103234285 Missense_Mutation SNP G A 5 369 c.1208C>T c.(1207-1209)GCT>GTT p.A403V

Pat_01 Post-Resistance STAB2 55576 37 12 103988190 103988190 Missense_Mutation SNP G A 195 505 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_01 Post-Resistance IQCD 115811 37 12 113645584 113645584 Missense_Mutation SNP G A 62 205 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_01 Post-Resistance RNF10 9921 37 12 121004694 121004694 Missense_Mutation SNP C T 85 215 c.1952C>T c.(1951-1953)TCC>TTC p.S651F

Pat_01 Post-Resistance P2RX7 5027 37 12 121622268 121622268 Missense_Mutation SNP C A 4 81 c.1451C>A c.(1450-1452)CCA>CAA p.P484Q

Pat_01 Post-Resistance SETD8 387893 37 12 123868746 123868746 Missense_Mutation SNP A G 25 79 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_01 Post-Resistance TMEM132D 121256 37 12 129559240 129559240 Missense_Mutation SNP G A 76 177 c.2480C>T c.(2479-2481)CCC>CTC p.P827L

Pat_01 Post-Resistance EP400 57634 37 12 132514687 132514687 Missense_Mutation SNP G A 5 407 c.5738G>A c.(5737-5739)AGC>AAC p.S1913N

Pat_01 Post-Resistance LATS2 26524 37 13 21562822 21562822 Missense_Mutation SNP G A 34 121 c.1097C>T c.(1096-1098)TCC>TTC p.S366F

Pat_01 Post-Resistance FLT3 2322 37 13 28636067 28636067 Missense_Mutation SNP G A 42 171 c.305C>T c.(304-306)TCC>TTC p.S102F

Pat_01 Post-Resistance FRY 10129 37 13 32810251 32810251 Missense_Mutation SNP G A 6 321 c.5752G>A c.(5752-5754)GCT>ACT p.A1918T

Pat_01 Post-Resistance BRCA2 675 37 13 32905117 32905117 Missense_Mutation SNP C T 36 97 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_01 Post-Resistance ELF1 1997 37 13 41508063 41508063 Missense_Mutation SNP G C 9 764 c.1358C>G c.(1357-1359)GCC>GGC p.A453G

Pat_01 Post-Resistance SPERT 220082 37 13 46287918 46287918 Missense_Mutation SNP A T 8 10 c.758A>T c.(757-759)GAG>GTG p.E253V



Pat_01 Post-Resistance NEK3 4752 37 13 52718870 52718870 Nonsense_Mutation SNP G A 39 138 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_01 Post-Resistance THSD1 55901 37 13 52972272 52972272 Missense_Mutation SNP T C 116 347 c.116A>G c.(115-117)AAC>AGC p.N39S

Pat_01 Post-Resistance C13orf34 79866 37 13 73303124 73303124 Missense_Mutation SNP C T 111 305 c.46C>T c.(46-48)CCA>TCA p.P16S

Pat_01 Post-Resistance TMTC4 84899 37 13 101315255 101315255 Missense_Mutation SNP G A 5 327 c.458C>T c.(457-459)GCG>GTG p.A153V

Pat_01 Post-Resistance ERCC5 2073 37 13 103528102 103528103 Missense_Mutation DNP CC TT 28 75 c.3410_3411CC>TTc.(3409-3411)CCC>CTT p.P1137L

Pat_01 Post-Resistance GAS6 2621 37 13 114537621 114537621 Missense_Mutation SNP C T 4 130 c.737G>A c.(736-738)CGC>CAC p.R246H

Pat_01 Post-Resistance POTEG 404785 37 14 19574211 19574211 Missense_Mutation SNP G A 14 154 c.1268G>A c.(1267-1269)GGA>GAA p.G423E

Pat_01 Post-Resistance OR4N2 390429 37 14 20295951 20295951 Missense_Mutation SNP T G 98 605 c.344T>G c.(343-345)CTT>CGT p.L115R

Pat_01 Post-Resistance EDDM3B 64184 37 14 21238594 21238594 Nonsense_Mutation SNP G A 73 214 c.285G>A c.(283-285)TGG>TGA p.W95*

Pat_01 Post-Resistance SUPT16H 11198 37 14 21820896 21820896 Missense_Mutation SNP G A 99 284 c.3080C>T c.(3079-3081)TCG>TTG p.S1027L

Pat_01 Post-Resistance MYH7 4625 37 14 23885002 23885002 Missense_Mutation SNP C T 4 181 c.4993G>A c.(4993-4995)GAC>AAC p.D1665N

Pat_01 Post-Resistance TGM1 7051 37 14 24727800 24727800 Missense_Mutation SNP C A 4 166 c.1239G>T c.(1237-1239)ATG>ATT p.M413I

Pat_01 Post-Resistance NYNRIN 57523 37 14 24886179 24886179 Missense_Mutation SNP C T 15 36 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_01 Post-Resistance NOVA1 4857 37 14 26949277 26949277 Missense_Mutation SNP T C 149 334 c.353A>G c.(352-354)GAA>GGA p.E118G

Pat_01 Post-Resistance ARHGAP5 394 37 14 32560909 32560909 Missense_Mutation SNP C T 61 170 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_01 Post-Resistance MIA2 117153 37 14 39716382 39716382 Missense_Mutation SNP G A 77 270 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_01 Post-Resistance SYT16 83851 37 14 62463164 62463164 Missense_Mutation SNP G A 88 258 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_01 Post-Resistance ZFYVE26 23503 37 14 68233053 68233053 Missense_Mutation SNP G A 77 259 c.5902C>T c.(5902-5904)CCA>TCA p.P1968S

Pat_01 Post-Resistance SIPA1L1 26037 37 14 72176309 72176309 Missense_Mutation SNP G A 39 155 c.4199G>A c.(4198-4200)AGC>AAC p.S1400N

Pat_01 Post-Resistance DCAF4 26094 37 14 73404717 73404717 Nonsense_Mutation SNP C T 5 196 c.31C>T c.(31-33)CGA>TGA p.R11*

Pat_01 Post-Resistance NUMB 8650 37 14 73750939 73750939 Missense_Mutation SNP G A 97 218 c.799C>T c.(799-801)CCA>TCA p.P267S

Pat_01 Post-Resistance KCNK10 54207 37 14 88693861 88693861 Missense_Mutation SNP G A 212 163 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_01 Post-Resistance ZC3H14 79882 37 14 89078090 89078090 Missense_Mutation SNP G A 5 465 c.2206G>A c.(2206-2208)GAA>AAA p.E736K

Pat_01 Post-Resistance CCDC88C 440193 37 14 91744472 91744472 Missense_Mutation SNP G A 4 50 c.4852C>T c.(4852-4854)CGG>TGG p.R1618W

Pat_01 Post-Resistance FBLN5 10516 37 14 92353657 92353657 Splice_Site SNP C T 212 193 c.620_splice c.e7-1 p.D207_splice

Pat_01 Post-Resistance C15orf2 23742 37 15 24923518 24923518 Missense_Mutation SNP T C 95 195 c.2504T>C c.(2503-2505)ATC>ACC p.I835T

Pat_01 Post-Resistance RYR3 6263 37 15 33954496 33954496 Missense_Mutation SNP C T 12 36 c.4765C>T c.(4765-4767)CTC>TTC p.L1589F

Pat_01 Post-Resistance EIF2AK4 440275 37 15 40241377 40241377 Missense_Mutation SNP C T 179 577 c.421C>T c.(421-423)CCT>TCT p.P141S

Pat_01 Post-Resistance PLA2G4F 255189 37 15 42442639 42442639 Missense_Mutation SNP C T 21 113 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_01 Post-Resistance CGNL1 84952 37 15 57730330 57730330 Missense_Mutation SNP C T 75 245 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_01 Post-Resistance CGNL1 84952 37 15 57731143 57731143 Missense_Mutation SNP G A 63 219 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_01 Post-Resistance RNF111 54778 37 15 59376341 59376341 Missense_Mutation SNP C T 5 268 c.2311C>T c.(2311-2313)CGC>TGC p.R771C

Pat_01 Post-Resistance ZNF609 23060 37 15 64966162 64966162 Missense_Mutation SNP G A 6 464 c.1109G>A c.(1108-1110)GGT>GAT p.G370D

Pat_01 Post-Resistance IQCH 64799 37 15 67681327 67681327 Missense_Mutation SNP G A 87 370 c.1615G>A c.(1615-1617)GCT>ACT p.A539T

Pat_01 Post-Resistance TLE3 7090 37 15 70347482 70347482 Missense_Mutation SNP G A 4 263 c.1493C>T c.(1492-1494)ACG>ATG p.T498M

Pat_01 Post-Resistance IL16 3603 37 15 81552144 81552144 Missense_Mutation SNP C T 108 198 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_01 Post-Resistance IL16 3603 37 15 81584930 81584930 Missense_Mutation SNP G A 4 210 c.1454G>A c.(1453-1455)CGG>CAG p.R485Q

Pat_01 Post-Resistance AP3B2 8120 37 15 83334325 83334325 Missense_Mutation SNP G A 4 258 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_01 Post-Resistance BNC1 646 37 15 83932525 83932525 Missense_Mutation SNP C T 4 219 c.1478G>A c.(1477-1479)CGC>CAC p.R493H

Pat_01 Post-Resistance BLM 641 37 15 91312750 91312750 Missense_Mutation SNP C T 5 193 c.2489C>T c.(2488-2490)ACG>ATG p.T830M

Pat_01 Post-Resistance MAN2A2 4122 37 15 91450665 91450665 Missense_Mutation SNP G A 5 281 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_01 Post-Resistance RCCD1 91433 37 15 91504926 91504926 Missense_Mutation SNP A G 142 264 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_01 Post-Resistance MCTP2 55784 37 15 94913329 94913329 Missense_Mutation SNP C T 77 200 c.1502C>T c.(1501-1503)TCC>TTC p.S501F

Pat_01 Post-Resistance CACNA1H 8912 37 16 1270224 1270224 Missense_Mutation SNP G A 10 42 c.6292G>A c.(6292-6294)GAC>AAC p.D2098N

Pat_01 Post-Resistance TELO2 9894 37 16 1556291 1556292 Missense_Mutation DNP CC TT 99 337 c.2087_2088CC>TTc.(2086-2088)GCC>GTT p.A696V

Pat_01 Post-Resistance C16orf90 646174 37 16 3544626 3544626 Missense_Mutation SNP C T 14 70 c.298G>A c.(298-300)GCC>ACC p.A100T

Pat_01 Post-Resistance ABAT 18 37 16 8870303 8870303 Missense_Mutation SNP G A 4 167 c.1225G>A c.(1225-1227)GCC>ACC p.A409T



Pat_01 Post-Resistance GRIN2A 2903 37 16 9916133 9916133 Missense_Mutation SNP C T 49 381 c.2156G>A c.(2155-2157)AGC>AAC p.S719N

Pat_01 Post-Resistance NUBP1 4682 37 16 10855287 10855287 Missense_Mutation SNP G A 5 431 c.673G>A c.(673-675)GGG>AGG p.G225R

Pat_01 Post-Resistance ERN2 10595 37 16 23703591 23703591 Missense_Mutation SNP C T 4 118 c.2306G>A c.(2305-2307)AGC>AAC p.S769N

Pat_01 Post-Resistance SRCAP 10847 37 16 30734010 30734010 Missense_Mutation SNP C T 244 407 c.3833C>T c.(3832-3834)TCG>TTG p.S1278L

Pat_01 Post-Resistance PHKB 5257 37 16 47683017 47683017 Missense_Mutation SNP C T 87 163 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_01 Post-Resistance CES2 8824 37 16 66974428 66974428 Nonsense_Mutation SNP G T 6 360 c.838G>T c.(838-840)GGA>TGA p.G280*

Pat_01 Post-Resistance ACD 65057 37 16 67694117 67694117 Missense_Mutation SNP C T 5 184 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_01 Post-Resistance HSD17B2 3294 37 16 82069273 82069273 Nonsense_Mutation SNP C T 134 444 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_01 Post-Resistance SPG7 6687 37 16 89592858 89592858 Missense_Mutation SNP G A 5 408 c.740G>A c.(739-741)CGA>CAA p.R247Q

Pat_01 Post-Resistance PAFAH1B1 5048 37 17 2583545 2583545 Missense_Mutation SNP G A 6 659 c.1090G>A c.(1090-1092)GTA>ATA p.V364I

Pat_01 Post-Resistance SHBG 6462 37 17 7536230 7536230 Missense_Mutation SNP A T 17 48 c.1013A>T c.(1012-1014)AAC>ATC p.N338I

Pat_01 Post-Resistance DNAH2 146754 37 17 7727448 7727448 Missense_Mutation SNP G A 87 241 c.11488G>A c.(11488-11490)GAT>AAT p.D3830N

Pat_01 Post-Resistance DNAH2 146754 37 17 7735904 7735904 Missense_Mutation SNP C A 7 680 c.12734C>A c.(12733-12735)CCC>CAC p.P4245H

Pat_01 Post-Resistance MYH4 4622 37 17 10357171 10357171 Missense_Mutation SNP C T 114 349 c.2723G>A c.(2722-2724)AGA>AAA p.R908K

Pat_01 Post-Resistance MYH4 4622 37 17 10363572 10363572 Missense_Mutation SNP G A 120 339 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_01 Post-Resistance MAP2K4 6416 37 17 11998959 11998959 Missense_Mutation SNP G T 6 711 c.461G>T c.(460-462)CGG>CTG p.R154L

Pat_01 Post-Resistance NCOR1 9611 37 17 15973659 15973659 Missense_Mutation SNP G A 5 291 c.4333C>T c.(4333-4335)CGT>TGT p.R1445C

Pat_01 Post-Resistance FLII 2314 37 17 18151015 18151015 Missense_Mutation SNP G A 3 42 c.2443C>T c.(2443-2445)CGC>TGC p.R815C

Pat_01 Post-Resistance KCNJ12 3768 37 17 21319835 21319835 Missense_Mutation SNP G A 13 119 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_01 Post-Resistance MYO18A 399687 37 17 27493378 27493378 Missense_Mutation SNP G A 73 205 c.581C>T c.(580-582)CCT>CTT p.P194L

Pat_01 Post-Resistance EVI2B 2124 37 17 29632188 29632188 Missense_Mutation SNP G A 7 861 c.440C>T c.(439-441)ACT>ATT p.T147I

Pat_01 Post-Resistance SLFN11 91607 37 17 33679659 33679659 Missense_Mutation SNP C T 25 55 c.2422G>A c.(2422-2424)GAT>AAT p.D808N

Pat_01 Post-Resistance KRT20 54474 37 17 39036935 39036935 Missense_Mutation SNP T A 67 176 c.561A>T c.(559-561)AAA>AAT p.K187N

Pat_01 Post-Resistance TTC25 83538 37 17 40101446 40101446 Missense_Mutation SNP G A 26 58 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_01 Post-Resistance NKIRAS2 28511 37 17 40175718 40175718 Missense_Mutation SNP G A 4 270 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_01 Post-Resistance ATP6V0A1 535 37 17 40642652 40642652 Missense_Mutation SNP C T 37 122 c.1171C>T c.(1171-1173)CCA>TCA p.P391S

Pat_01 Post-Resistance RAMP2 10266 37 17 40914839 40914839 Nonsense_Mutation SNP G A 54 168 c.497G>A c.(496-498)TGG>TAG p.W166*

Pat_01 Post-Resistance MPP2 4355 37 17 41960323 41960323 Missense_Mutation SNP G A 5 359 c.536C>T c.(535-537)CCT>CTT p.P179L

Pat_01 Post-Resistance TTLL6 284076 37 17 46862461 46862461 Missense_Mutation SNP G A 49 146 c.1864C>T c.(1864-1866)CCC>TCC p.P622S

Pat_01 Post-Resistance WFIKKN2 124857 37 17 48918261 48918261 Missense_Mutation SNP G A 54 89 c.1612G>A c.(1612-1614)GCC>ACC p.A538T

Pat_01 Post-Resistance UTP18 51096 37 17 49337947 49337947 Missense_Mutation SNP T C 3 56 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_01 Post-Resistance TMEM100 55273 37 17 53798217 53798217 Missense_Mutation SNP G A 5 204 c.215C>T c.(214-216)ACC>ATC p.T72I

Pat_01 Post-Resistance PPM1E 22843 37 17 57046948 57046948 Missense_Mutation SNP G A 122 288 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_01 Post-Resistance MRC2 9902 37 17 60766309 60766309 Nonsense_Mutation SNP C T 21 53 c.3322C>T c.(3322-3324)CAG>TAG p.Q1108*

Pat_01 Post-Resistance ABCA9 10350 37 17 67045529 67045529 Missense_Mutation SNP G A 5 421 c.199C>T c.(199-201)CGT>TGT p.R67C

Pat_01 Post-Resistance CD300E 342510 37 17 72613523 72613523 Missense_Mutation SNP A G 26 99 c.122T>C c.(121-123)ATG>ACG p.M41T

Pat_01 Post-Resistance ACOX1 51 37 17 73953636 73953636 Nonsense_Mutation SNP G A 4 186 c.442C>T c.(442-444)CGA>TGA p.R148*

Pat_01 Post-Resistance BAHCC1 57597 37 17 79425454 79425454 Missense_Mutation SNP G A 3 31 c.5305G>A c.(5305-5307)GCC>ACC p.A1769T

Pat_01 Post-Resistance PYCR1 5831 37 17 79892944 79892944 Missense_Mutation SNP G A 4 81 c.398C>T c.(397-399)ACC>ATC p.T133I

Pat_01 Post-Resistance UTS2R 2837 37 17 80332543 80332543 Missense_Mutation SNP G C 3 92 c.343G>C c.(343-345)GAG>CAG p.E115Q

Pat_01 Post-Resistance DSG2 1829 37 18 29104411 29104411 Missense_Mutation SNP G A 76 288 c.691G>A c.(691-693)GAA>AAA p.E231K

Pat_01 Post-Resistance TCEB3B 51224 37 18 44560359 44560359 Missense_Mutation SNP G A 40 98 c.1277C>T c.(1276-1278)TCG>TTG p.S426L

Pat_01 Post-Resistance DCC 1630 37 18 50432696 50432696 Missense_Mutation SNP C T 75 257 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_01 Post-Resistance ALPK2 115701 37 18 56246968 56246968 Missense_Mutation SNP T C 104 322 c.1040A>G c.(1039-1041)AAC>AGC p.N347S

Pat_01 Post-Resistance ZNF407 55628 37 18 72589239 72589239 Missense_Mutation SNP C T 56 174 c.4964C>T c.(4963-4965)CCG>CTG p.P1655L

Pat_01 Post-Resistance SALL3 27164 37 18 76757027 76757027 Missense_Mutation SNP G A 4 231 c.3608G>A c.(3607-3609)CGG>CAG p.R1203Q

Pat_01 Post-Resistance WDR18 57418 37 19 984364 984365 Missense_Mutation DNP CC TT 16 19 c.11_12CC>TT c.(10-12)CCC>CTT p.P4L



Pat_01 Post-Resistance GPX4 2879 37 19 1105450 1105450 Nonsense_Mutation SNP C T 4 219 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_01 Post-Resistance ZNF556 80032 37 19 2878101 2878101 Missense_Mutation SNP C T 37 56 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_01 Post-Resistance ADAMTS10 81794 37 19 8670136 8670136 Missense_Mutation SNP G A 3 29 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_01 Post-Resistance MUC16 94025 37 19 8959682 8959682 Missense_Mutation SNP C T 22 38 c.43450G>A c.(43450-43452)GAA>AAA p.E14484K

Pat_01 Post-Resistance MUC16 94025 37 19 9016716 9016716 Missense_Mutation SNP C T 22 52 c.38021G>A c.(38020-38022)GGG>GAG p.G12674E

Pat_01 Post-Resistance MUC16 94025 37 19 9066120 9066120 Missense_Mutation SNP G A 3 92 c.21326C>T c.(21325-21327)CCT>CTT p.P7109L

Pat_01 Post-Resistance MUC16 94025 37 19 9068104 9068104 Missense_Mutation SNP G T 5 342 c.19342C>A c.(19342-19344)CAA>AAA p.Q6448K

Pat_01 Post-Resistance ZNF559 84527 37 19 9452752 9452752 Missense_Mutation SNP G A 4 185 c.625G>A c.(625-627)GGA>AGA p.G209R

Pat_01 Post-Resistance ECSIT 51295 37 19 11624916 11624916 Nonsense_Mutation SNP C A 4 58 c.217G>T c.(217-219)GAG>TAG p.E73*

Pat_01 Post-Resistance KLF1 10661 37 19 12997929 12997929 Missense_Mutation SNP G A 5 329 c.26C>T c.(25-27)CCC>CTC p.P9L

Pat_01 Post-Resistance RAD23A 5886 37 19 13059604 13059604 Nonsense_Mutation SNP C T 5 383 c.577C>T c.(577-579)CGA>TGA p.R193*

Pat_01 Post-Resistance TPM4 7171 37 19 16178496 16178496 Missense_Mutation SNP G A 9 224 c.62G>A c.(61-63)CGC>CAC p.R21H

Pat_01 Post-Resistance UNC13A 23025 37 19 17743703 17743703 Missense_Mutation SNP G A 35 87 c.3580C>T c.(3580-3582)CGT>TGT p.R1194C

Pat_01 Post-Resistance UNC13A 23025 37 19 17750670 17750671 Missense_Mutation DNP CC TT 33 160 c.3098_3099GG>AAc.(3097-3099)CGG>CAA p.R1033Q

Pat_01 Post-Resistance ZNF737 100129842 37 19 20728113 20728113 Missense_Mutation SNP A T 4 54 c.896T>A c.(895-897)ATC>AAC p.I299N

Pat_01 Post-Resistance ZNF737 100129842 37 19 20728170 20728170 Missense_Mutation SNP G C 3 63 c.839C>G c.(838-840)ACT>AGT p.T280S

Pat_01 Post-Resistance ZNF430 80264 37 19 21240468 21240468 Missense_Mutation SNP A T 4 108 c.1354A>T c.(1354-1356)ACT>TCT p.T452S

Pat_01 Post-Resistance ZNF492 57615 37 19 22846958 22846958 Missense_Mutation SNP C T 5 16 c.487C>T c.(487-489)CAT>TAT p.H163Y

Pat_01 Post-Resistance ZNF99 7652 37 19 22939868 22939868 Missense_Mutation SNP C G 57 93 c.2463G>C c.(2461-2463)AAG>AAC p.K821N

Pat_01 Post-Resistance UQCRFS1 7386 37 19 29698570 29698570 Missense_Mutation SNP G A 49 165 c.710C>T c.(709-711)CCT>CTT p.P237L

Pat_01 Post-Resistance SLC7A9 11136 37 19 33355618 33355618 Missense_Mutation SNP G A 70 240 c.152C>T c.(151-153)TCC>TTC p.S51F

Pat_01 Post-Resistance HPN 3249 37 19 35551379 35551379 Missense_Mutation SNP G C 4 348 c.583G>C c.(583-585)GGG>CGG p.G195R

Pat_01 Post-Resistance HPN 3249 37 19 35551596 35551596 Missense_Mutation SNP G A 65 173 c.686G>A c.(685-687)GGT>GAT p.G229D

Pat_01 Post-Resistance USF2 7392 37 19 35769642 35769642 Missense_Mutation SNP C A 7 600 c.769C>A c.(769-771)CAG>AAG p.Q257K

Pat_01 Post-Resistance RBM42 79171 37 19 36122254 36122254 Missense_Mutation SNP G A 4 346 c.389G>A c.(388-390)CGG>CAG p.R130Q

Pat_01 Post-Resistance RBM42 79171 37 19 36125267 36125267 Nonsense_Mutation SNP G A 3 51 c.1127G>A c.(1126-1128)TGG>TAG p.W376*

Pat_01 Post-Resistance NPHS1 4868 37 19 36322215 36322215 Missense_Mutation SNP C T 42 163 c.3370G>A c.(3370-3372)GAC>AAC p.D1124N

Pat_01 Post-Resistance NPHS1 4868 37 19 36333452 36333452 Missense_Mutation SNP C T 30 99 c.2335G>A c.(2335-2337)GGA>AGA p.G779R

Pat_01 Post-Resistance ZNF585B 92285 37 19 37677499 37677499 Nonsense_Mutation SNP G A 100 371 c.940C>T c.(940-942)CAG>TAG p.Q314*

Pat_01 Post-Resistance ZNF283 284349 37 19 44351864 44351864 Missense_Mutation SNP G T 5 272 c.1111G>T c.(1111-1113)GGT>TGT p.G371C

Pat_01 Post-Resistance ZNF229 7772 37 19 44933887 44933888 Missense_Mutation DNP CC TT 57 190 c.1068_1069GG>AAc.(1066-1071)AAGGGG>AAAAGGp.G357R

Pat_01 Post-Resistance KLC3 147700 37 19 45852115 45852115 Missense_Mutation SNP G A 5 11 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_01 Post-Resistance SYMPK 8189 37 19 46326698 46326698 Missense_Mutation SNP G A 4 198 c.2632C>T c.(2632-2634)CGG>TGG p.R878W

Pat_01 Post-Resistance EHD2 30846 37 19 48220167 48220167 Missense_Mutation SNP G A 4 142 c.298G>A c.(298-300)GTC>ATC p.V100I

Pat_01 Post-Resistance FAM83E 54854 37 19 49104526 49104526 Missense_Mutation SNP G A 8 22 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_01 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 82 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_01 Post-Resistance MED25 81857 37 19 50335400 50335400 Missense_Mutation SNP C T 22 51 c.1360C>T c.(1360-1362)CCC>TCC p.P454S

Pat_01 Post-Resistance SPIB 6689 37 19 50926223 50926223 Missense_Mutation SNP G A 83 231 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_01 Post-Resistance MYBPC2 4606 37 19 50939283 50939283 Missense_Mutation SNP G A 3 23 c.211G>A c.(211-213)GTC>ATC p.V71I

Pat_01 Post-Resistance SHANK1 50944 37 19 51191261 51191261 Missense_Mutation SNP G A 60 189 c.2227C>T c.(2227-2229)CGC>TGC p.R743C

Pat_01 Post-Resistance GPR32 2854 37 19 51274491 51274491 Missense_Mutation SNP G A 21 91 c.634G>A c.(634-636)GGA>AGA p.G212R

Pat_01 Post-Resistance ZNF614 80110 37 19 52519785 52519785 Missense_Mutation SNP G A 5 333 c.1066C>T c.(1066-1068)CGC>TGC p.R356C

Pat_01 Post-Resistance ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 5 252 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_01 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 12 96 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_01 Post-Resistance LILRB5 10990 37 19 54759200 54759200 Missense_Mutation SNP G A 41 143 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_01 Post-Resistance NLRP2 55655 37 19 55494049 55494049 Missense_Mutation SNP C T 6 36 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_01 Post-Resistance SUV420H2 84787 37 19 55854192 55854192 Missense_Mutation SNP G A 4 296 c.359G>A c.(358-360)GGG>GAG p.G120E



Pat_01 Post-Resistance ZNF581 51545 37 19 56156401 56156401 Missense_Mutation SNP G A 4 413 c.464G>A c.(463-465)CGG>CAG p.R155Q

Pat_01 Post-Resistance USP29 57663 37 19 57642039 57642039 Missense_Mutation SNP G A 27 60 c.1996G>A c.(1996-1998)GGA>AGA p.G666R

Pat_01 Post-Resistance RSAD2 91543 37 2 7030435 7030435 Missense_Mutation SNP G T 5 232 c.867G>T c.(865-867)TTG>TTT p.L289F

Pat_01 Post-Resistance NBAS 51594 37 2 15601422 15601422 Missense_Mutation SNP G T 5 392 c.2242C>A c.(2242-2244)CAT>AAT p.H748N

Pat_01 Post-Resistance FAM179A 165186 37 2 29222211 29222211 Nonsense_Mutation SNP C T 3 42 c.304C>T c.(304-306)CAG>TAG p.Q102*

Pat_01 Post-Resistance SRD5A2 6716 37 2 31756517 31756517 Missense_Mutation SNP C T 6 12 c.471G>A c.(469-471)ATG>ATA p.M157I

Pat_01 Post-Resistance SOS1 6654 37 2 39213333 39213333 Missense_Mutation SNP G A 140 521 c.3634C>T c.(3634-3636)CCC>TCC p.P1212S

Pat_01 Post-Resistance EFEMP1 2202 37 2 56108861 56108861 Missense_Mutation SNP C T 200 492 c.526G>A c.(526-528)GAG>AAG p.E176K

Pat_01 Post-Resistance FAM161A 84140 37 2 62081080 62081080 Missense_Mutation SNP C T 44 123 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_01 Post-Resistance SEMA4F 10505 37 2 74906728 74906728 Missense_Mutation SNP C T 6 817 c.1705C>T c.(1705-1707)CGT>TGT p.R569C

Pat_01 Post-Resistance C2orf3 6936 37 2 75916281 75916281 Missense_Mutation SNP A C 90 232 c.1410T>G c.(1408-1410)ATT>ATG p.I470M

Pat_01 Post-Resistance REV1 51455 37 2 100020202 100020203 Missense_Mutation DNP CT TC 114 397 c.3121_3122AG>GAc.(3121-3123)AGG>GAG p.R1041E

Pat_01 Post-Resistance PSD4 23550 37 2 113940340 113940340 Missense_Mutation SNP G A 5 76 c.307G>A c.(307-309)GAT>AAT p.D103N

Pat_01 Post-Resistance PSD4 23550 37 2 113940344 113940344 Missense_Mutation SNP C T 5 73 c.311C>T c.(310-312)GCT>GTT p.A104V

Pat_01 Post-Resistance ARHGAP15 55843 37 2 144276883 144276883 Missense_Mutation SNP C T 137 455 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_01 Post-Resistance NEB 4703 37 2 152518729 152518729 Missense_Mutation SNP G A 54 123 c.5890C>T c.(5890-5892)CCA>TCA p.P1964S

Pat_01 Post-Resistance CACNB4 785 37 2 152727103 152727103 Missense_Mutation SNP T G 36 131 c.641A>C c.(640-642)GAT>GCT p.D214A

Pat_01 Post-Resistance BAZ2B 29994 37 2 160242971 160242971 Nonsense_Mutation SNP G A 146 501 c.3364C>T c.(3364-3366)CAA>TAA p.Q1122*

Pat_01 Post-Resistance KCNH7 90134 37 2 163693083 163693083 Missense_Mutation SNP C T 40 132 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_01 Post-Resistance SCN3A 6328 37 2 165946757 165946757 Missense_Mutation SNP G A 10 37 c.5906C>T c.(5905-5907)TCC>TTC p.S1969F

Pat_01 Post-Resistance LRP2 4036 37 2 170044739 170044739 Missense_Mutation SNP G T 5 421 c.9069C>A c.(9067-9069)GAC>GAA p.D3023E

Pat_01 Post-Resistance PPIG 9360 37 2 170463619 170463619 Missense_Mutation SNP G A 158 507 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_01 Post-Resistance DCAF17 80067 37 2 172306454 172306454 Missense_Mutation SNP C A 5 313 c.524C>A c.(523-525)GCA>GAA p.A175E

Pat_01 Post-Resistance OSBPL6 114880 37 2 179213981 179213981 Missense_Mutation SNP C T 239 568 c.1018C>T c.(1018-1020)CGC>TGC p.R340C

Pat_01 Post-Resistance TTN 7273 37 2 179400097 179400097 Missense_Mutation SNP C T 96 240 c.93541G>A c.(93541-93543)GTG>ATG p.V31181M

Pat_01 Post-Resistance TTN 7273 37 2 179413669 179413669 Missense_Mutation SNP C T 5 336 c.84980G>A c.(84979-84981)CGA>CAA p.R28327Q

Pat_01 Post-Resistance TTN 7273 37 2 179426716 179426716 Missense_Mutation SNP A T 26 69 c.76439T>A c.(76438-76440)ATT>AAT p.I25480N

Pat_01 Post-Resistance TTN 7273 37 2 179612027 179612027 Missense_Mutation SNP C T 46 152 c.15100G>A c.(15100-15102)GAA>AAA p.E5034K

Pat_01 Post-Resistance TTN 7273 37 2 179613066 179613066 Missense_Mutation SNP C T 79 216 c.14061G>A c.(14059-14061)ATG>ATA p.M4687I

Pat_01 Post-Resistance CCDC141 285025 37 2 179736940 179736940 Missense_Mutation SNP G A 4 212 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_01 Post-Resistance WDR12 55759 37 2 203757384 203757384 Nonsense_Mutation SNP G A 105 285 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_01 Post-Resistance ABI2 10152 37 2 204260420 204260420 Missense_Mutation SNP G A 5 425 c.767G>A c.(766-768)AGC>AAC p.S256N

Pat_01 Post-Resistance ABCA12 26154 37 2 215866284 215866284 Missense_Mutation SNP C T 139 425 c.2861G>A c.(2860-2862)GGA>GAA p.G954E

Pat_01 Post-Resistance GLB1L 79411 37 2 220101964 220101964 Missense_Mutation SNP G A 4 283 c.1795C>T c.(1795-1797)CTC>TTC p.L599F

Pat_01 Post-Resistance GLB1L 79411 37 2 220104504 220104504 Missense_Mutation SNP C A 4 238 c.773G>T c.(772-774)GGG>GTG p.G258V

Pat_01 Post-Resistance PTPRN 5798 37 2 220162747 220162747 Missense_Mutation SNP C A 4 259 c.1747G>T c.(1747-1749)GCC>TCC p.A583S

Pat_01 Post-Resistance ALPI 248 37 2 233323569 233323569 Splice_Site SNP G A 11 24 c.1301_splice c.e11-1 p.G434_splice

Pat_01 Post-Resistance DNAJB3 414061 37 2 234652346 234652346 Missense_Mutation SNP C T 72 243 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_01 Post-Resistance COL6A3 1293 37 2 238267865 238267865 Missense_Mutation SNP C T 75 279 c.6338G>A c.(6337-6339)GGT>GAT p.G2113D

Pat_01 Post-Resistance RAMP1 10267 37 2 238785940 238785940 Missense_Mutation SNP C A 5 330 c.127C>A c.(127-129)CAG>AAG p.Q43K

Pat_01 Post-Resistance RNPEPL1 57140 37 2 241515022 241515022 Missense_Mutation SNP G A 4 112 c.812G>A c.(811-813)CGG>CAG p.R271Q

Pat_01 Post-Resistance BOK 666 37 2 242501783 242501783 Missense_Mutation SNP C T 4 179 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_01 Post-Resistance DEFB125 245938 37 20 76798 76798 Missense_Mutation SNP C T 190 466 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_01 Post-Resistance TGM3 7053 37 20 2291716 2291716 Missense_Mutation SNP G A 5 411 c.481G>A c.(481-483)GGC>AGC p.G161S

Pat_01 Post-Resistance FASTKD5 60493 37 20 3128950 3128950 Missense_Mutation SNP C T 14 34 c.767G>A c.(766-768)CGC>CAC p.R256H

Pat_01 Post-Resistance ATRN 8455 37 20 3543099 3543099 Missense_Mutation SNP C A 5 326 c.1624C>A c.(1624-1626)CAG>AAG p.Q542K

Pat_01 Post-Resistance PLCB4 5332 37 20 9404512 9404512 Missense_Mutation SNP C T 48 127 c.2401C>T c.(2401-2403)CTT>TTT p.L801F



Pat_01 Post-Resistance PAK7 57144 37 20 9561331 9561331 Missense_Mutation SNP G A 164 504 c.451C>T c.(451-453)CTC>TTC p.L151F

Pat_01 Post-Resistance PYGB 5834 37 20 25255312 25255312 Missense_Mutation SNP G A 5 518 c.613G>A c.(613-615)GGA>AGA p.G205R

Pat_01 Post-Resistance FRG1B 284802 37 20 29625885 29625885 Missense_Mutation SNP A T 5 249 c.39A>T c.(37-39)AAA>AAT p.K13N

Pat_01 Post-Resistance ASXL1 171023 37 20 31023766 31023766 Missense_Mutation SNP G A 4 208 c.3251G>A c.(3250-3252)AGT>AAT p.S1084N

Pat_01 Post-Resistance DNMT3B 1789 37 20 31385087 31385087 Missense_Mutation SNP G A 6 230 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_01 Post-Resistance CBFA2T2 9139 37 20 32194875 32194875 Missense_Mutation SNP C T 77 226 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_01 Post-Resistance PLCG1 5335 37 20 39793679 39793679 Missense_Mutation SNP G A 4 103 c.1324G>A c.(1324-1326)GTG>ATG p.V442M

Pat_01 Post-Resistance PTPRT 11122 37 20 40735458 40735458 Missense_Mutation SNP G A 5 307 c.3358C>T c.(3358-3360)CGG>TGG p.R1120W

Pat_01 Post-Resistance C20orf111 51526 37 20 42825898 42825898 Missense_Mutation SNP G A 46 147 c.673C>T c.(673-675)CCC>TCC p.P225S

Pat_01 Post-Resistance ZMYND8 23613 37 20 45905157 45905157 Missense_Mutation SNP G A 4 171 c.1321C>T c.(1321-1323)CAC>TAC p.H441Y

Pat_01 Post-Resistance TSHZ2 128553 37 20 51872939 51872939 Missense_Mutation SNP C T 24 66 c.2942C>T c.(2941-2943)CCA>CTA p.P981L

Pat_01 Post-Resistance RAE1 8480 37 20 55948597 55948597 Missense_Mutation SNP G A 6 305 c.709G>A c.(709-711)GAG>AAG p.E237K

Pat_01 Post-Resistance CDH26 60437 37 20 58567473 58567473 Missense_Mutation SNP G A 4 163 c.1324G>A c.(1324-1326)GAC>AAC p.D442N

Pat_01 Post-Resistance TPTE 7179 37 21 10942755 10942755 Missense_Mutation SNP C T 97 694 c.686G>A c.(685-687)CGA>CAA p.R229Q

Pat_01 Post-Resistance DSCAM 1826 37 21 42080568 42080568 Missense_Mutation SNP C A 111 490 c.173G>T c.(172-174)TGG>TTG p.W58L

Pat_01 Post-Resistance PWP2 5822 37 21 45545973 45545973 Missense_Mutation SNP G A 4 208 c.2047G>A c.(2047-2049)GCG>ACG p.A683T

Pat_01 Post-Resistance KRTAP10-8 386681 37 21 46032171 46032171 Missense_Mutation SNP G A 44 150 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_01 Post-Resistance PCNT 5116 37 21 47836365 47836365 Missense_Mutation SNP C T 66 312 c.6533C>T c.(6532-6534)CCC>CTC p.P2178L

Pat_01 Post-Resistance POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 44 716 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_01 Post-Resistance CCT8L2 150160 37 22 17072146 17072147 Missense_Mutation DNP CC TT 20 67 c.1294_1295GG>AAc.(1294-1296)GGG>AAG p.G432K

Pat_01 Post-Resistance EMID1 129080 37 22 29630293 29630293 Splice_Site SNP G A 24 66 c.1024_splice c.e12-1 p.G342_splice

Pat_01 Post-Resistance MTMR3 8897 37 22 30415933 30415933 Missense_Mutation SNP C T 95 174 c.2285C>T c.(2284-2286)TCA>TTA p.S762L

Pat_01 Post-Resistance CCDC157 550631 37 22 30772519 30772519 Missense_Mutation SNP C T 9 651 c.2044C>T c.(2044-2046)CCT>TCT p.P682S

Pat_01 Post-Resistance DEPDC5 9681 37 22 32200858 32200858 Missense_Mutation SNP C T 222 471 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_01 Post-Resistance TOM1 10043 37 22 35719804 35719804 Missense_Mutation SNP G A 6 335 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_01 Post-Resistance RASD2 23551 37 22 35947904 35947904 Missense_Mutation SNP G A 35 102 c.626G>A c.(625-627)GGT>GAT p.G209D

Pat_01 Post-Resistance MYH9 4627 37 22 36680543 36680543 Missense_Mutation SNP G A 4 171 c.5498C>T c.(5497-5499)GCC>GTC p.A1833V

Pat_01 Post-Resistance TRIOBP 11078 37 22 38119860 38119860 Missense_Mutation SNP G A 4 236 c.1297G>A c.(1297-1299)GCC>ACC p.A433T

Pat_01 Post-Resistance ADSL 158 37 22 40757531 40757531 Nonsense_Mutation SNP C A 6 516 c.902C>A c.(901-903)TCA>TAA p.S301*

Pat_01 Post-Resistance XRCC6 2547 37 22 42032630 42032630 Missense_Mutation SNP G A 5 355 c.445G>A c.(445-447)GTC>ATC p.V149I

Pat_01 Post-Resistance SERHL2 253190 37 22 42956229 42956229 Missense_Mutation SNP G A 4 260 c.571G>A c.(571-573)GGG>AGG p.G191R

Pat_01 Post-Resistance SETMAR 6419 37 3 4354792 4354792 Nonsense_Mutation SNP C T 4 138 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_01 Post-Resistance ITPR1 3708 37 3 4725218 4725218 Missense_Mutation SNP C T 47 100 c.3283C>T c.(3283-3285)CTC>TTC p.L1095F

Pat_01 Post-Resistance OXTR 5021 37 3 8809536 8809536 Missense_Mutation SNP C T 4 116 c.338G>A c.(337-339)CGC>CAC p.R113H

Pat_01 Post-Resistance ATG7 10533 37 3 11399971 11399971 Missense_Mutation SNP G A 5 350 c.1364G>A c.(1363-1365)CGC>CAC p.R455H

Pat_01 Post-Resistance CAND2 23066 37 3 12869077 12869077 Missense_Mutation SNP G A 5 361 c.3349G>A c.(3349-3351)GGG>AGG p.G1117R

Pat_01 Post-Resistance FGD5 152273 37 3 14974174 14974174 Missense_Mutation SNP C T 60 270 c.4288C>T c.(4288-4290)CAC>TAC p.H1430Y

Pat_01 Post-Resistance KAT2B 8850 37 3 20167436 20167436 Missense_Mutation SNP G A 6 635 c.1453G>A c.(1453-1455)GCA>ACA p.A485T

Pat_01 Post-Resistance FBXL2 25827 37 3 33427035 33427035 Missense_Mutation SNP G A 6 701 c.1207G>A c.(1207-1209)GTC>ATC p.V403I

Pat_01 Post-Resistance CLASP2 23122 37 3 33704961 33704961 Missense_Mutation SNP C T 4 350 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_01 Post-Resistance TRANK1 9881 37 3 36873315 36873315 Missense_Mutation SNP G A 4 257 c.5977C>T c.(5977-5979)CGC>TGC p.R1993C

Pat_01 Post-Resistance TRANK1 9881 37 3 36893807 36893807 Missense_Mutation SNP C T 6 29 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_01 Post-Resistance VILL 50853 37 3 38043308 38043308 Missense_Mutation SNP C A 58 208 c.1436C>A c.(1435-1437)CCC>CAC p.P479H

Pat_01 Post-Resistance DLEC1 9940 37 3 38134291 38134292 Missense_Mutation DNP CC TT 43 232 c.1676_1677CC>TT c.(1675-1677)TCC>TTT p.S559F

Pat_01 Post-Resistance SCN10A 6336 37 3 38740026 38740026 Missense_Mutation SNP G A 45 148 c.4685C>T c.(4684-4686)TCA>TTA p.S1562L

Pat_01 Post-Resistance MYRIP 25924 37 3 40251444 40251444 Missense_Mutation SNP G A 53 149 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_01 Post-Resistance TRAK1 22906 37 3 42243999 42243999 Missense_Mutation SNP G A 22 57 c.1499G>A c.(1498-1500)AGG>AAG p.R500K



Pat_01 Post-Resistance ANO10 55129 37 3 43642014 43642014 Nonsense_Mutation SNP G A 6 262 c.199C>T c.(199-201)CAG>TAG p.Q67*

Pat_01 Post-Resistance CCR1 1230 37 3 46244880 46244880 Missense_Mutation SNP G A 37 119 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_01 Post-Resistance KLHL18 23276 37 3 47324519 47324519 Missense_Mutation SNP A T 27 32 c.64A>T c.(64-66)AGT>TGT p.S22C

Pat_01 Post-Resistance COL7A1 1294 37 3 48606836 48606836 Missense_Mutation SNP C A 5 383 c.7658G>T c.(7657-7659)CGG>CTG p.R2553L

Pat_01 Post-Resistance BSN 8927 37 3 49689975 49689975 Missense_Mutation SNP C T 20 69 c.2986C>T c.(2986-2988)CCC>TCC p.P996S

Pat_01 Post-Resistance DNAH1 25981 37 3 52387600 52387600 Missense_Mutation SNP G A 3 37 c.3431G>A c.(3430-3432)AGC>AAC p.S1144N

Pat_01 Post-Resistance DNAH1 25981 37 3 52428596 52428596 Missense_Mutation SNP C T 4 161 c.10742C>T c.(10741-10743)CCA>CTA p.P3581L

Pat_01 Post-Resistance PHF7 51533 37 3 52456871 52456871 Missense_Mutation SNP A G 4 460 c.893A>G c.(892-894)GAG>GGG p.E298G

Pat_01 Post-Resistance ROBO1 6091 37 3 78696802 78696802 Missense_Mutation SNP G A 6 776 c.2816C>T c.(2815-2817)CCG>CTG p.P939L

Pat_01 Post-Resistance OR5H15 403274 37 3 97887907 97887907 Missense_Mutation SNP C T 123 398 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_01 Post-Resistance COL8A1 1295 37 3 99514930 99514930 Missense_Mutation SNP G A 47 131 c.2185G>A c.(2185-2187)GGG>AGG p.G729R

Pat_01 Post-Resistance HHLA2 11148 37 3 108072466 108072466 Missense_Mutation SNP C T 37 155 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_01 Post-Resistance C3orf30 152405 37 3 118865259 118865259 Missense_Mutation SNP G A 49 127 c.223G>A c.(223-225)GTA>ATA p.V75I

Pat_01 Post-Resistance PARP9 83666 37 3 122278457 122278457 Missense_Mutation SNP G A 120 469 c.11C>T c.(10-12)TCC>TTC p.S4F

Pat_01 Post-Resistance PLXND1 23129 37 3 129280710 129280710 Missense_Mutation SNP C T 4 399 c.4862G>A c.(4861-4863)CGG>CAG p.R1621Q

Pat_01 Post-Resistance FAIM 55179 37 3 138340328 138340328 Missense_Mutation SNP G A 105 219 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_01 Post-Resistance SLC9A9 285195 37 3 143292992 143292992 Missense_Mutation SNP G A 4 241 c.938C>T c.(937-939)ACC>ATC p.T313I

Pat_01 Post-Resistance PLSCR4 57088 37 3 145912973 145912973 Missense_Mutation SNP G A 98 300 c.883C>T c.(883-885)CAC>TAC p.H295Y

Pat_01 Post-Resistance MED12L 116931 37 3 151129198 151129198 Missense_Mutation SNP G A 5 468 c.5938G>A c.(5938-5940)GTG>ATG p.V1980M

Pat_01 Post-Resistance IGSF10 285313 37 3 151165431 151165431 Missense_Mutation SNP G A 5 215 c.2338C>T c.(2338-2340)CCC>TCC p.P780S

Pat_01 Post-Resistance SLC2A2 6514 37 3 170716922 170716922 Missense_Mutation SNP G A 113 264 c.1102C>T c.(1102-1104)CTC>TTC p.L368F

Pat_01 Post-Resistance TNFSF10 8743 37 3 172227075 172227075 Missense_Mutation SNP C T 51 214 c.350G>A c.(349-351)AGA>AAA p.R117K

Pat_01 Post-Resistance NCEH1 57552 37 3 172351338 172351338 Missense_Mutation SNP C G 4 331 c.1274G>C c.(1273-1275)AGC>ACC p.S425T

Pat_01 Post-Resistance KCNMB2 10242 37 3 178545976 178545976 Missense_Mutation SNP G A 129 355 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_01 Post-Resistance FAM131A 131408 37 3 184060025 184060025 Missense_Mutation SNP G T 4 229 c.404G>T c.(403-405)CGC>CTC p.R135L

Pat_01 Post-Resistance EPHB3 2049 37 3 184290328 184290328 Missense_Mutation SNP C T 50 135 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_01 Post-Resistance TP63 8626 37 3 189586470 189586470 Missense_Mutation SNP C T 127 340 c.1094C>T c.(1093-1095)TCG>TTG p.S365L

Pat_01 Post-Resistance IL1RAP 3556 37 3 190338217 190338217 Missense_Mutation SNP G A 6 662 c.691G>A c.(691-693)GTA>ATA p.V231I

Pat_01 Post-Resistance MUC4 4585 37 3 195479245 195479245 Missense_Mutation SNP G A 5 174 c.15197C>T c.(15196-15198)TCG>TTG p.S5066L

Pat_01 Post-Resistance ZNF721 170960 37 4 436628 436628 Missense_Mutation SNP A T 5 345 c.1628T>A c.(1627-1629)ATC>AAC p.I543N

Pat_01 Post-Resistance ZNF721 170960 37 4 436647 436647 Missense_Mutation SNP C T 9 347 c.1609G>A c.(1609-1611)GCC>ACC p.A537T

Pat_01 Post-Resistance PIGG 54872 37 4 509834 509834 Missense_Mutation SNP C T 4 345 c.974C>T c.(973-975)CCG>CTG p.P325L

Pat_01 Post-Resistance DGKQ 1609 37 4 962665 962665 Missense_Mutation SNP G A 3 46 c.385C>T c.(385-387)CTC>TTC p.L129F

Pat_01 Post-Resistance ZFYVE28 57732 37 4 2341259 2341259 Missense_Mutation SNP G A 3 45 c.442C>T c.(442-444)CGG>TGG p.R148W

Pat_01 Post-Resistance PPARGC1A 10891 37 4 23815370 23815370 Missense_Mutation SNP G A 54 145 c.1736C>T c.(1735-1737)TCC>TTC p.S579F

Pat_01 Post-Resistance TLR10 81793 37 4 38777051 38777051 Missense_Mutation SNP T G 47 175 c.161A>C c.(160-162)GAT>GCT p.D54A

Pat_01 Post-Resistance SHISA3 152573 37 4 42403461 42403461 Missense_Mutation SNP C T 62 193 c.710C>T c.(709-711)TCC>TTC p.S237F

Pat_01 Post-Resistance GABRA2 2555 37 4 46307695 46307695 Nonsense_Mutation SNP C T 37 116 c.593G>A c.(592-594)TGG>TAG p.W198*

Pat_01 Post-Resistance CORIN 10699 37 4 47647188 47647188 Missense_Mutation SNP C T 97 297 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_01 Post-Resistance OCIAD2 132299 37 4 48901867 48901867 Missense_Mutation SNP C T 97 293 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_01 Post-Resistance LNX1 84708 37 4 54364972 54364972 Missense_Mutation SNP T A 75 178 c.814A>T c.(814-816)ATT>TTT p.I272F

Pat_01 Post-Resistance LPHN3 23284 37 4 62903453 62903453 Missense_Mutation SNP G A 107 328 c.3392G>A c.(3391-3393)CGA>CAA p.R1131Q

Pat_01 Post-Resistance UGT2B10 7365 37 4 69693259 69693259 Missense_Mutation SNP G A 103 383 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_01 Post-Resistance UGT2B7 7364 37 4 69962580 69962580 Missense_Mutation SNP A T 19 48 c.342A>T c.(340-342)GAA>GAT p.E114D

Pat_01 Post-Resistance MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 14 677 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_01 Post-Resistance GC 2638 37 4 72631267 72631267 Nonsense_Mutation SNP G A 6 394 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_01 Post-Resistance ANKRD17 26057 37 4 73984530 73984530 Missense_Mutation SNP T C 179 518 c.4063A>G c.(4063-4065)ACT>GCT p.T1355A



Pat_01 Post-Resistance PPEF2 5470 37 4 76787390 76787390 Missense_Mutation SNP C A 5 478 c.1872G>T c.(1870-1872)GAG>GAT p.E624D

Pat_01 Post-Resistance GK2 2712 37 4 80327902 80327902 Missense_Mutation SNP C T 103 261 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_01 Post-Resistance HERC5 51191 37 4 89425504 89425504 Missense_Mutation SNP C T 50 224 c.2704C>T c.(2704-2706)CCC>TCC p.P902S

Pat_01 Post-Resistance UNC5C 8633 37 4 96104089 96104089 Missense_Mutation SNP C T 122 260 c.2410G>A c.(2410-2412)GGA>AGA p.G804R

Pat_01 Post-Resistance EGF 1950 37 4 110921002 110921002 Missense_Mutation SNP G A 110 292 c.3173G>A c.(3172-3174)AGG>AAG p.R1058K

Pat_01 Post-Resistance ENPEP 2028 37 4 111441369 111441369 Splice_Site SNP A T 4 229 c.1576_splice c.e10-2 p.A526_splice

Pat_01 Post-Resistance PITX2 5308 37 4 111542415 111542415 Missense_Mutation SNP C T 42 123 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_01 Post-Resistance FAT4 79633 37 4 126370224 126370224 Nonsense_Mutation SNP C T 8 685 c.8053C>T c.(8053-8055)CGA>TGA p.R2685*

Pat_01 Post-Resistance ELMOD2 255520 37 4 141461344 141461344 Missense_Mutation SNP C T 4 136 c.422C>T c.(421-423)ACG>ATG p.T141M

Pat_01 Post-Resistance DCHS2 54798 37 4 155157358 155157358 Missense_Mutation SNP G A 128 337 c.7081C>T c.(7081-7083)CAT>TAT p.H2361Y

Pat_01 Post-Resistance DCHS2 54798 37 4 155298407 155298407 Missense_Mutation SNP C T 73 245 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_01 Post-Resistance CLCN3 1182 37 4 170613292 170613292 Missense_Mutation SNP A T 67 310 c.757A>T c.(757-759)ATC>TTC p.I253F

Pat_01 Post-Resistance ASB5 140458 37 4 177138062 177138062 Missense_Mutation SNP C T 5 451 c.769G>A c.(769-771)GCA>ACA p.A257T

Pat_01 Post-Resistance ASB5 140458 37 4 177190238 177190238 Missense_Mutation SNP G A 91 272 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_01 Post-Resistance ODZ3 55714 37 4 183652119 183652119 Missense_Mutation SNP C T 56 130 c.2794C>T c.(2794-2796)CCA>TCA p.P932S

Pat_01 Post-Resistance STOX2 56977 37 4 184930961 184930961 Missense_Mutation SNP G A 3 36 c.970G>A c.(970-972)GTG>ATG p.V324M

Pat_01 Post-Resistance FAM149A 25854 37 4 187086560 187086560 Missense_Mutation SNP C T 6 246 c.1106C>T c.(1105-1107)CCG>CTG p.P369L

Pat_01 Post-Resistance C5orf23 79614 37 5 32789844 32789844 Missense_Mutation SNP G A 5 364 c.337G>A c.(337-339)GTC>ATC p.V113I

Pat_01 Post-Resistance CAPSL 133690 37 5 35904702 35904702 Missense_Mutation SNP G A 149 412 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_01 Post-Resistance EGFLAM 133584 37 5 38431379 38431379 Missense_Mutation SNP G A 4 219 c.2155G>A c.(2155-2157)GGA>AGA p.G719R

Pat_01 Post-Resistance HEATR7B2 133558 37 5 41042300 41042300 Nonsense_Mutation SNP C T 10 11 c.1847G>A c.(1846-1848)TGG>TAG p.W616*

Pat_01 Post-Resistance C5orf34 375444 37 5 43509374 43509374 Missense_Mutation SNP G A 82 195 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_01 Post-Resistance SKIV2L2 23517 37 5 54662656 54662656 Missense_Mutation SNP C T 103 393 c.1763C>T c.(1762-1764)TCC>TTC p.S588F

Pat_01 Post-Resistance MAST4 375449 37 5 66460811 66460812 Missense_Mutation DNP CC AT 12 46 c.5237_5238CC>ATc.(5236-5238)CCC>CAT p.P1746H

Pat_01 Post-Resistance ZFYVE16 9765 37 5 79770564 79770564 Missense_Mutation SNP G A 4 206 c.4376G>A c.(4375-4377)AGT>AAT p.S1459N

Pat_01 Post-Resistance RASA1 5921 37 5 86685291 86685291 Missense_Mutation SNP G A 9 653 c.3007G>A c.(3007-3009)GTG>ATG p.V1003M

Pat_01 Post-Resistance TTC37 9652 37 5 94833154 94833154 Missense_Mutation SNP C T 4 207 c.3602G>A c.(3601-3603)CGA>CAA p.R1201Q

Pat_01 Post-Resistance CAST 831 37 5 96086361 96086361 Nonsense_Mutation SNP C A 6 254 c.1250C>A c.(1249-1251)TCA>TAA p.S417*

Pat_01 Post-Resistance C5orf13 9315 37 5 111066622 111066622 Missense_Mutation SNP A G 121 331 c.203T>C c.(202-204)TTT>TCT p.F68S

Pat_01 Post-Resistance LOX 4015 37 5 121412595 121412595 Missense_Mutation SNP G T 6 313 c.733C>A c.(733-735)CTG>ATG p.L245M

Pat_01 Post-Resistance SLC27A6 28965 37 5 128364084 128364084 Missense_Mutation SNP G A 76 256 c.1501G>A c.(1501-1503)GGA>AGA p.G501R

Pat_01 Post-Resistance CHSY3 337876 37 5 129520415 129520415 Missense_Mutation SNP G A 4 244 c.1580G>A c.(1579-1581)CGC>CAC p.R527H

Pat_01 Post-Resistance ACSL6 23305 37 5 131308419 131308419 Nonsense_Mutation SNP G A 65 237 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_01 Post-Resistance HSPA9 3313 37 5 137892158 137892158 Missense_Mutation SNP C T 6 760 c.1945G>A c.(1945-1947)GAA>AAA p.E649K

Pat_01 Post-Resistance PCDHB10 56126 37 5 140574481 140574481 Missense_Mutation SNP G A 40 89 c.2356G>A c.(2356-2358)GAA>AAA p.E786K

Pat_01 Post-Resistance PCDHGA2 56113 37 5 140718983 140718983 Missense_Mutation SNP G A 60 191 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_01 Post-Resistance PCDHGA2 56113 37 5 140720289 140720289 Missense_Mutation SNP C T 148 314 c.1751C>T c.(1750-1752)CCC>CTC p.P584L

Pat_01 Post-Resistance PCDHGA8 9708 37 5 140772898 140772898 Missense_Mutation SNP G A 56 160 c.518G>A c.(517-519)AGC>AAC p.S173N

Pat_01 Post-Resistance PCDH12 51294 37 5 141335609 141335609 Missense_Mutation SNP G A 5 210 c.1808C>T c.(1807-1809)ACT>ATT p.T603I

Pat_01 Post-Resistance GM2A 2760 37 5 150646936 150646936 Missense_Mutation SNP G A 4 182 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_01 Post-Resistance GRIA1 2890 37 5 153144170 153144170 Missense_Mutation SNP G A 36 101 c.2000G>A c.(1999-2001)GGA>GAA p.G667E

Pat_01 Post-Resistance HAVCR2 84868 37 5 156514235 156514235 Missense_Mutation SNP C T 37 163 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_01 Post-Resistance LSM11 134353 37 5 157182040 157182040 Missense_Mutation SNP C T 64 122 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_01 Post-Resistance GABRP 2568 37 5 170239094 170239094 Missense_Mutation SNP G A 80 265 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_01 Post-Resistance STC2 8614 37 5 172755184 172755184 Missense_Mutation SNP G A 5 332 c.13C>T c.(13-15)CGG>TGG p.R5W

Pat_01 Post-Resistance GFPT2 9945 37 5 179762866 179762866 Missense_Mutation SNP G A 4 175 c.302C>T c.(301-303)GCT>GTT p.A101V

Pat_01 Post-Resistance GNB2L1 10399 37 5 180665127 180665127 Missense_Mutation SNP G A 5 432 c.749C>T c.(748-750)GCT>GTT p.A250V



Pat_01 Post-Resistance ATXN1 6310 37 6 16327485 16327485 Missense_Mutation SNP G A 78 245 c.1057C>T c.(1057-1059)CCT>TCT p.P353S

Pat_01 Post-Resistance KDM1B 221656 37 6 18207708 18207708 Missense_Mutation SNP C T 5 410 c.1130C>T c.(1129-1131)TCG>TTG p.S377L

Pat_01 Post-Resistance ZNF184 7738 37 6 27419417 27419417 Missense_Mutation SNP G A 46 232 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_01 Post-Resistance HLA-A 3105 37 6 29912859 29912859 Missense_Mutation SNP C A 6 291 c.1036C>A c.(1036-1038)CAG>AAG p.Q346K

Pat_01 Post-Resistance MDC1 9656 37 6 30672158 30672158 Missense_Mutation SNP G A 299 391 c.4802C>T c.(4801-4803)ACA>ATA p.T1601I

Pat_01 Post-Resistance MICB 4277 37 6 31473433 31473433 Missense_Mutation SNP A G 5 425 c.110A>G c.(109-111)CAG>CGG p.Q37R

Pat_01 Post-Resistance BAT2 7916 37 6 31595857 31595857 Missense_Mutation SNP C T 87 343 c.1606C>T c.(1606-1608)CCA>TCA p.P536S

Pat_01 Post-Resistance BAT3 7917 37 6 31612903 31612903 Missense_Mutation SNP G A 93 343 c.1207C>T c.(1207-1209)CCT>TCT p.P403S

Pat_01 Post-Resistance LY6G6F 259215 37 6 31685384 31685384 Missense_Mutation SNP C T 134 632 c.952C>T c.(952-954)CCA>TCA p.P318S

Pat_01 Post-Resistance C2 717 37 6 31903781 31903781 Missense_Mutation SNP G A 50 187 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_01 Post-Resistance TNXB 7148 37 6 32029318 32029318 Missense_Mutation SNP C T 51 177 c.7348G>A c.(7348-7350)GGG>AGG p.G2450R

Pat_01 Post-Resistance TNXB 7148 37 6 32038093 32038093 Missense_Mutation SNP G A 19 30 c.5089C>T c.(5089-5091)CCT>TCT p.P1697S

Pat_01 Post-Resistance HLA-DMB 3109 37 6 32903140 32903140 Missense_Mutation SNP G A 213 362 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_01 Post-Resistance FGD2 221472 37 6 36988331 36988331 Missense_Mutation SNP G A 9 64 c.1137G>A c.(1135-1137)ATG>ATA p.M379I

Pat_01 Post-Resistance TMEM63B 55362 37 6 44104121 44104121 Missense_Mutation SNP G A 5 324 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_01 Post-Resistance CAPN11 11131 37 6 44144382 44144382 Missense_Mutation SNP G A 5 325 c.1066G>A c.(1066-1068)GGG>AGG p.G356R

Pat_01 Post-Resistance MEP1A 4224 37 6 46801249 46801249 Missense_Mutation SNP C T 5 455 c.1583C>T c.(1582-1584)ACT>ATT p.T528I

Pat_01 Post-Resistance IL17F 112744 37 6 52103546 52103546 Missense_Mutation SNP G A 46 131 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_01 Post-Resistance MCM3 4172 37 6 52148092 52148092 Missense_Mutation SNP C T 5 424 c.191G>A c.(190-192)CGG>CAG p.R64Q

Pat_01 Post-Resistance KLHL31 401265 37 6 53519577 53519577 Missense_Mutation SNP C T 4 318 c.494G>A c.(493-495)CGG>CAG p.R165Q

Pat_01 Post-Resistance FAM83B 222584 37 6 54804808 54804808 Missense_Mutation SNP G A 59 137 c.1039G>A c.(1039-1041)GAA>AAA p.E347K

Pat_01 Post-Resistance COL21A1 81578 37 6 55935569 55935569 Missense_Mutation SNP C T 20 91 c.1993G>A c.(1993-1995)GGG>AGG p.G665R

Pat_01 Post-Resistance SMAP1 60682 37 6 71570002 71570002 Missense_Mutation SNP T G 160 342 c.1369T>G c.(1369-1371)TCA>GCA p.S457A

Pat_01 Post-Resistance FILIP1 27145 37 6 76063340 76063340 Missense_Mutation SNP C T 106 307 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_01 Post-Resistance CASP8AP2 9994 37 6 90577172 90577172 Missense_Mutation SNP C T 48 110 c.4163C>T c.(4162-4164)CCA>CTA p.P1388L

Pat_01 Post-Resistance GJA10 84694 37 6 90604719 90604719 Missense_Mutation SNP C T 115 255 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_01 Post-Resistance AIM1 202 37 6 107016361 107016361 Missense_Mutation SNP G A 127 262 c.5092G>A c.(5092-5094)GAT>AAT p.D1698N

Pat_01 Post-Resistance FOXO3 2309 37 6 108985003 108985003 Missense_Mutation SNP C T 4 107 c.967C>T c.(967-969)CGC>TGC p.R323C

Pat_01 Post-Resistance LAMA4 3910 37 6 112437179 112437179 Nonsense_Mutation SNP C A 5 255 c.4999G>T c.(4999-5001)GGA>TGA p.G1667*

Pat_01 Post-Resistance RFX6 222546 37 6 117248438 117248438 Missense_Mutation SNP C T 116 179 c.2134C>T c.(2134-2136)CAC>TAC p.H712Y

Pat_01 Post-Resistance ROS1 6098 37 6 117730754 117730754 Missense_Mutation SNP C T 50 129 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_01 Post-Resistance GJA1 2697 37 6 121768295 121768295 Missense_Mutation SNP G A 4 136 c.302G>A c.(301-303)CGA>CAA p.R101Q

Pat_01 Post-Resistance SYNJ2 8871 37 6 158487565 158487565 Missense_Mutation SNP G A 4 194 c.1615G>A c.(1615-1617)GTG>ATG p.V539M

Pat_01 Post-Resistance KIF25 3834 37 6 168430266 168430266 Missense_Mutation SNP A C 4 278 c.1A>C c.(1-3)ATG>CTG p.M1L

Pat_01 Post-Resistance GPR146 115330 37 7 1097176 1097176 Missense_Mutation SNP G A 4 62 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_01 Post-Resistance RADIL 55698 37 7 4841376 4841376 Missense_Mutation SNP G A 7 29 c.2750C>T c.(2749-2751)CCC>CTC p.P917L

Pat_01 Post-Resistance WIPI2 26100 37 7 5232787 5232787 Missense_Mutation SNP G A 6 481 c.113G>A c.(112-114)CGT>CAT p.R38H

Pat_01 Post-Resistance PRPS1L1 221823 37 7 18066867 18066867 Missense_Mutation SNP G A 69 188 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_01 Post-Resistance CREB5 9586 37 7 28547317 28547317 Missense_Mutation SNP G A 116 359 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_01 Post-Resistance C7orf10 79783 37 7 40900016 40900016 Missense_Mutation SNP G A 76 211 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_01 Post-Resistance HECW1 23072 37 7 43400569 43400569 Missense_Mutation SNP C T 60 176 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_01 Post-Resistance TBRG4 9238 37 7 45144223 45144223 Missense_Mutation SNP G A 16 87 c.821C>T c.(820-822)CCC>CTC p.P274L

Pat_01 Post-Resistance TNS3 64759 37 7 47451336 47451337 Missense_Mutation DNP CC TT 22 51 c.711_712GG>AAc.(709-714)AAGGGA>AAAAGA p.G238R

Pat_01 Post-Resistance EGFR 1956 37 7 55266497 55266497 Missense_Mutation SNP G A 76 198 c.2789G>A c.(2788-2790)GGA>GAA p.G930E

Pat_01 Post-Resistance CLDN4 1364 37 7 73246133 73246133 Missense_Mutation SNP G A 6 426 c.602G>A c.(601-603)CGC>CAC p.R201H

Pat_01 Post-Resistance MAGI2 9863 37 7 77885454 77885454 Missense_Mutation SNP G T 10 94 c.1853C>A c.(1852-1854)ACT>AAT p.T618N

Pat_01 Post-Resistance ABCB4 5244 37 7 87060829 87060829 Missense_Mutation SNP C T 173 449 c.1784G>A c.(1783-1785)CGA>CAA p.R595Q



Pat_01 Post-Resistance SAMD9 54809 37 7 92735311 92735311 Missense_Mutation SNP C T 95 313 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_01 Post-Resistance TRRAP 8295 37 7 98509757 98509757 Missense_Mutation SNP C T 88 288 c.2120C>T c.(2119-2121)TCC>TTC p.S707F

Pat_01 Post-Resistance OR2AE1 81392 37 7 99473956 99473956 Missense_Mutation SNP C T 32 78 c.701G>A c.(700-702)AGA>AAA p.R234K

Pat_01 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 106 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_01 Post-Resistance ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 4 82 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_01 Post-Resistance ZAN 7455 37 7 100371434 100371434 Missense_Mutation SNP A G 6 29 c.5725A>G c.(5725-5727)AAA>GAA p.K1909E

Pat_01 Post-Resistance SLC12A9 56996 37 7 100453367 100453367 Missense_Mutation SNP G A 5 457 c.356G>A c.(355-357)AGC>AAC p.S119N

Pat_01 Post-Resistance MUC17 140453 37 7 100686354 100686354 Missense_Mutation SNP C T 73 274 c.11657C>T c.(11656-11658)CCA>CTA p.P3886L

Pat_01 Post-Resistance MOGAT3 346606 37 7 100839568 100839568 Missense_Mutation SNP C A 10 19 c.771G>T c.(769-771)AAG>AAT p.K257N

Pat_01 Post-Resistance RELN 5649 37 7 103137012 103137012 Missense_Mutation SNP C T 114 328 c.9154G>A c.(9154-9156)GAA>AAA p.E3052K

Pat_01 Post-Resistance PIK3CG 5294 37 7 106519963 106519963 Splice_Site SNP G A 66 247 c.2392_splice c.e6-1 p.I798_splice

Pat_01 Post-Resistance SLC26A3 1811 37 7 107418680 107418680 Missense_Mutation SNP C T 43 165 c.1454G>A c.(1453-1455)GGG>GAG p.G485E

Pat_01 Post-Resistance SLC26A3 1811 37 7 107420160 107420160 Missense_Mutation SNP G T 5 417 c.1360C>A c.(1360-1362)CAG>AAG p.Q454K

Pat_01 Post-Resistance PTPRZ1 5803 37 7 121608040 121608040 Missense_Mutation SNP C T 51 198 c.160C>T c.(160-162)CCA>TCA p.P54S

Pat_01 Post-Resistance SLC13A4 26266 37 7 135392875 135392875 Missense_Mutation SNP C T 110 302 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_01 Post-Resistance KIAA1549 57670 37 7 138522701 138522701 Missense_Mutation SNP G A 35 126 c.5803C>T c.(5803-5805)CTC>TTC p.L1935F

Pat_01 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 185 285 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_01 Post-Resistance C7orf34 135927 37 7 142637618 142637618 Missense_Mutation SNP G A 135 393 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_01 Post-Resistance OR6V1 346517 37 7 142749903 142749903 Missense_Mutation SNP C T 5 391 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_01 Post-Resistance CLCN1 1180 37 7 143029958 143029958 Missense_Mutation SNP G A 6 625 c.1393G>A c.(1393-1395)GTC>ATC p.V465I

Pat_01 Post-Resistance CLCN1 1180 37 7 143036696 143036696 Missense_Mutation SNP G T 85 296 c.1564G>T c.(1564-1566)GGG>TGG p.G522W

Pat_01 Post-Resistance KCNH2 3757 37 7 150654507 150654507 Missense_Mutation SNP G A 4 167 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_01 Post-Resistance ENTPD4 9583 37 8 23305381 23305381 Missense_Mutation SNP G A 6 361 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_01 Post-Resistance DOCK5 80005 37 8 25253110 25253110 Nonsense_Mutation SNP G T 88 180 c.4579G>T c.(4579-4581)GAG>TAG p.E1527*

Pat_01 Post-Resistance WHSC1L1 54904 37 8 38173456 38173456 Missense_Mutation SNP C T 5 507 c.1960G>A c.(1960-1962)GAT>AAT p.D654N

Pat_01 Post-Resistance ADAM2 2515 37 8 39606935 39606935 Missense_Mutation SNP G T 157 517 c.1910C>A c.(1909-1911)GCT>GAT p.A637D

Pat_01 Post-Resistance RP1 6101 37 8 55538849 55538849 Missense_Mutation SNP C T 21 94 c.2407C>T c.(2407-2409)CCT>TCT p.P803S

Pat_01 Post-Resistance PREX2 80243 37 8 69000012 69000012 Missense_Mutation SNP T C 161 551 c.2081T>C c.(2080-2082)TTT>TCT p.F694S

Pat_01 Post-Resistance ZFHX4 79776 37 8 77763772 77763772 Missense_Mutation SNP C T 37 75 c.4480C>T c.(4480-4482)CGT>TGT p.R1494C

Pat_01 Post-Resistance SLC7A13 157724 37 8 87229869 87229869 Missense_Mutation SNP A G 138 354 c.1009T>C c.(1009-1011)TTT>CTT p.F337L

Pat_01 Post-Resistance RGS22 26166 37 8 101020740 101020740 Missense_Mutation SNP C T 21 91 c.2224G>A c.(2224-2226)GAA>AAA p.E742K

Pat_01 Post-Resistance TMEM74 157753 37 8 109796543 109796543 Missense_Mutation SNP C T 54 126 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_01 Post-Resistance FAM135B 51059 37 8 139255192 139255192 Missense_Mutation SNP G A 68 176 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_01 Post-Resistance SLC45A4 57210 37 8 142228976 142228976 Missense_Mutation SNP C T 4 154 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_01 Post-Resistance PYCRL 65263 37 8 144689142 144689142 Missense_Mutation SNP G A 45 162 c.353C>T c.(352-354)TCT>TTT p.S118F

Pat_01 Post-Resistance ZNF707 286075 37 8 144776319 144776320 Missense_Mutation DNP CC TT 9 11 c.735_736CC>TTc.(733-738)GACCGC>GATTGC p.R246C

Pat_01 Post-Resistance SCRIB 23513 37 8 144886826 144886826 Missense_Mutation SNP A T 5 68 c.2921T>A c.(2920-2922)ATA>AAA p.I974K

Pat_01 Post-Resistance NRBP2 340371 37 8 144918164 144918164 Missense_Mutation SNP G A 3 60 c.1354C>T c.(1354-1356)CGG>TGG p.R452W

Pat_01 Post-Resistance IL33 90865 37 9 6251250 6251250 Missense_Mutation SNP G A 166 222 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_01 Post-Resistance ADAMTSL1 92949 37 9 18657704 18657704 Nonsense_Mutation SNP G A 4 301 c.902G>A c.(901-903)TGG>TAG p.W301*

Pat_01 Post-Resistance TAF1L 138474 37 9 32630610 32630610 Missense_Mutation SNP C T 121 197 c.4968G>A c.(4966-4968)ATG>ATA p.M1656I

Pat_01 Post-Resistance GBA2 57704 37 9 35748472 35748472 Missense_Mutation SNP A G 91 127 c.230T>C c.(229-231)ATG>ACG p.M77T

Pat_01 Post-Resistance PRUNE2 158471 37 9 79326061 79326061 Missense_Mutation SNP G A 20 49 c.1129C>T c.(1129-1131)CCC>TCC p.P377S

Pat_01 Post-Resistance PHF2 5253 37 9 96422487 96422487 Missense_Mutation SNP C T 7 26 c.1343C>T c.(1342-1344)GCC>GTC p.A448V

Pat_01 Post-Resistance HIATL1 84641 37 9 97207294 97207294 Missense_Mutation SNP G A 175 528 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_01 Post-Resistance BAAT 570 37 9 104124894 104124894 Missense_Mutation SNP G A 36 146 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_01 Post-Resistance RNF20 56254 37 9 104302911 104302911 Missense_Mutation SNP G A 7 320 c.437G>A c.(436-438)CGA>CAA p.R146Q



Pat_01 Post-Resistance ACTL7B 10880 37 9 111617721 111617721 Missense_Mutation SNP C T 4 125 c.490G>A c.(490-492)GCG>ACG p.A164T

Pat_01 Post-Resistance C9orf152 401546 37 9 112963727 112963727 Missense_Mutation SNP G A 4 158 c.221C>T c.(220-222)TCG>TTG p.S74L

Pat_01 Post-Resistance FKBP15 23307 37 9 115959229 115959229 Missense_Mutation SNP C T 4 211 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_01 Post-Resistance COL27A1 85301 37 9 117068933 117068934 Missense_Mutation DNP GG AA 37 77 c.5072_5073GG>AAc.(5071-5073)AGG>AAA p.R1691K

Pat_01 Post-Resistance TLR4 7099 37 9 120475271 120475271 Nonsense_Mutation SNP C T 63 267 c.865C>T c.(865-867)CGA>TGA p.R289*

Pat_01 Post-Resistance OR1J2 26740 37 9 125273462 125273462 Missense_Mutation SNP C T 42 150 c.382C>T c.(382-384)CAC>TAC p.H128Y

Pat_01 Post-Resistance OR1N2 138882 37 9 125316037 125316037 Missense_Mutation SNP G A 125 353 c.589G>A c.(589-591)GAT>AAT p.D197N

Pat_01 Post-Resistance FAM125B 89853 37 9 129184183 129184183 Missense_Mutation SNP G A 5 501 c.713G>A c.(712-714)CGG>CAG p.R238Q

Pat_01 Post-Resistance ABL1 25 37 9 133760646 133760646 Missense_Mutation SNP C T 62 196 c.2969C>T c.(2968-2970)TCG>TTG p.S990L

Pat_01 Post-Resistance LAMC3 10319 37 9 133946908 133946908 Missense_Mutation SNP G A 11 163 c.3107G>A c.(3106-3108)GGG>GAG p.G1036E

Pat_01 Post-Resistance RXRA 6256 37 9 137321028 137321028 Missense_Mutation SNP G A 5 245 c.985G>A c.(985-987)GGG>AGG p.G329R

Pat_01 Post-Resistance SLC34A3 142680 37 9 140126529 140126529 Missense_Mutation SNP T C 4 409 c.91T>C c.(91-93)TCC>CCC p.S31P

Pat_01 Post-Resistance SCML2 10389 37 X 18342090 18342090 Nonsense_Mutation SNP G A 6 188 c.286C>T c.(286-288)CGA>TGA p.R96*

Pat_01 Post-Resistance CNKSR2 22866 37 X 21550159 21550159 Missense_Mutation SNP G A 4 115 c.1277G>A c.(1276-1278)GGA>GAA p.G426E

Pat_01 Post-Resistance GSPT2 23708 37 X 51488398 51488398 Missense_Mutation SNP C T 89 67 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_01 Post-Resistance FAM123B 139285 37 X 63413019 63413019 Missense_Mutation SNP C T 4 188 c.148G>A c.(148-150)GGT>AGT p.G50S

Pat_01 Post-Resistance TAF1 6872 37 X 70680617 70680617 Missense_Mutation SNP G A 9 10 c.5360G>A c.(5359-5361)GGG>GAG p.G1787E

Pat_01 Post-Resistance FAM46D 169966 37 X 79698739 79698739 Missense_Mutation SNP G A 4 81 c.701G>A c.(700-702)GGT>GAT p.G234D

Pat_01 Post-Resistance TCEAL6 158931 37 X 101395871 101395871 Missense_Mutation SNP C T 54 69 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_01 Post-Resistance MUM1L1 139221 37 X 105450125 105450125 Missense_Mutation SNP G A 18 25 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_01 Post-Resistance CAPN6 827 37 X 110491174 110491174 Missense_Mutation SNP G A 252 241 c.1531C>T c.(1531-1533)CGT>TGT p.R511C

Pat_01 Post-Resistance GRIA3 2892 37 X 122459990 122459990 Missense_Mutation SNP G A 166 128 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_01 Post-Resistance CXorf66 347487 37 X 139038701 139038701 Missense_Mutation SNP G A 288 203 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_01 Post-Resistance PLXNA3 55558 37 X 153700967 153700967 Missense_Mutation SNP G A 4 259 c.5555G>A c.(5554-5556)CGG>CAG p.R1852Q

Pat_02 Post-Resistance PANK4 55229 37 1 2447075 2447075 Missense_Mutation SNP C T 4 104 c.1300G>A c.(1300-1302)GAC>AAC p.D434N

Pat_02 Post-Resistance H6PD 9563 37 1 9323666 9323666 Missense_Mutation SNP T G 46 68 c.1114T>G c.(1114-1116)TTG>GTG p.L372V

Pat_02 Post-Resistance UBE4B 10277 37 1 10166338 10166338 Missense_Mutation SNP G A 7 153 c.893G>A c.(892-894)CGT>CAT p.R298H

Pat_02 Post-Resistance MIIP 60672 37 1 12091778 12091778 Splice_Site SNP G A 4 207 c.1081_splice c.e10-1 p.A361_splice

Pat_02 Post-Resistance IGSF21 84966 37 1 18691963 18691963 Missense_Mutation SNP G A 163 50 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_02 Post-Resistance ARID1A 8289 37 1 27101115 27101115 Missense_Mutation SNP C T 5 125 c.4397C>T c.(4396-4398)GCA>GTA p.A1466V

Pat_02 Post-Resistance SDC3 9672 37 1 31349506 31349506 Missense_Mutation SNP G A 3 44 c.763C>T c.(763-765)CGG>TGG p.R255W

Pat_02 Post-Resistance GJB5 2709 37 1 35222956 35222956 Missense_Mutation SNP C T 4 79 c.25C>T c.(25-27)CTC>TTC p.L9F

Pat_02 Post-Resistance TFAP2E 339488 37 1 36054150 36054150 Missense_Mutation SNP G A 6 71 c.782G>A c.(781-783)CGC>CAC p.R261H

Pat_02 Post-Resistance SLC6A9 6536 37 1 44463225 44463225 Missense_Mutation SNP G A 4 144 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_02 Post-Resistance DHCR24 1718 37 1 55319179 55319179 Missense_Mutation SNP T C 3 57 c.1325A>G c.(1324-1326)GAG>GGG p.E442G

Pat_02 Post-Resistance JUN 3725 37 1 59248082 59248082 Missense_Mutation SNP G A 4 101 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_02 Post-Resistance LPAR3 23566 37 1 85331140 85331140 Missense_Mutation SNP G T 24 42 c.664C>A c.(664-666)CCG>ACG p.P222T

Pat_02 Post-Resistance GBP3 2635 37 1 89477642 89477642 Missense_Mutation SNP C T 4 103 c.937G>A c.(937-939)GCA>ACA p.A313T

Pat_02 Post-Resistance LRRC8D 55144 37 1 90398877 90398877 Missense_Mutation SNP G A 4 61 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_02 Post-Resistance ALX3 257 37 1 110607256 110607257 Missense_Mutation DNP GG AA 49 29 c.546_547CC>TTc.(544-549)GCCCGG>GCTTGGp.R183W

Pat_02 Post-Resistance NBPF16 728936 37 1 148753314 148753314 Missense_Mutation SNP A G 10 69 c.1331A>G c.(1330-1332)TAT>TGT p.Y444C

Pat_02 Post-Resistance SCNM1 79005 37 1 151141482 151141482 Missense_Mutation SNP G A 113 30 c.614G>A c.(613-615)GGA>GAA p.G205E

Pat_02 Post-Resistance RPTN 126638 37 1 152128617 152128617 Missense_Mutation SNP T C 9 876 c.958A>G c.(958-960)AGT>GGT p.S320G

Pat_02 Post-Resistance FLG 2312 37 1 152280647 152280647 Missense_Mutation SNP G A 215 64 c.6715C>T c.(6715-6717)CGG>TGG p.R2239W

Pat_02 Post-Resistance FLG 2312 37 1 152282909 152282909 Missense_Mutation SNP C T 7 584 c.4453G>A c.(4453-4455)GGT>AGT p.G1485S

Pat_02 Post-Resistance ADAR 103 37 1 154569345 154569345 Missense_Mutation SNP G A 4 138 c.2206C>T c.(2206-2208)CGC>TGC p.R736C

Pat_02 Post-Resistance ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 5 119 c.643G>A c.(643-645)GGT>AGT p.G215S



Pat_02 Post-Resistance HCN3 57657 37 1 155254346 155254346 Missense_Mutation SNP G A 4 86 c.887G>A c.(886-888)CGC>CAC p.R296H

Pat_02 Post-Resistance MEX3A 92312 37 1 156047240 156047240 Missense_Mutation SNP C T 4 33 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_02 Post-Resistance IQGAP3 128239 37 1 156535853 156535853 Missense_Mutation SNP C A 6 262 c.326G>T c.(325-327)TGG>TTG p.W109L

Pat_02 Post-Resistance FCRL5 83416 37 1 157516746 157516746 Missense_Mutation SNP C A 4 134 c.294G>T c.(292-294)TTG>TTT p.L98F

Pat_02 Post-Resistance FCGR2C 9103 37 1 161565349 161565349 Missense_Mutation SNP C G 4 300 c.767C>G c.(766-768)TCC>TGC p.S256C

Pat_02 Post-Resistance F5 2153 37 1 169510354 169510354 Missense_Mutation SNP A G 8 760 c.3974T>C c.(3973-3975)CTC>CCC p.L1325P

Pat_02 Post-Resistance C1orf105 92346 37 1 172434464 172434464 Nonsense_Mutation SNP C T 64 32 c.367C>T c.(367-369)CAG>TAG p.Q123*

Pat_02 Post-Resistance TNR 7143 37 1 175372465 175372465 Missense_Mutation SNP C T 70 11 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_02 Post-Resistance PAPPA2 60676 37 1 176564299 176564299 Missense_Mutation SNP G T 21 37 c.1559G>T c.(1558-1560)CGG>CTG p.R520L

Pat_02 Post-Resistance LAMC1 3915 37 1 183072636 183072636 Missense_Mutation SNP G A 7 81 c.592G>A c.(592-594)GGG>AGG p.G198R

Pat_02 Post-Resistance DSTYK 25778 37 1 205138570 205138570 Nonsense_Mutation SNP G A 6 185 c.1045C>T c.(1045-1047)CAG>TAG p.Q349*

Pat_02 Post-Resistance SMYD2 56950 37 1 214498026 214498026 Missense_Mutation SNP C T 72 43 c.577C>T c.(577-579)CAT>TAT p.H193Y

Pat_02 Post-Resistance ZNF669 79862 37 1 247263846 247263846 Missense_Mutation SNP C T 4 207 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_02 Post-Resistance DIP2C 22982 37 10 410435 410435 Missense_Mutation SNP G A 4 187 c.2356C>T c.(2356-2358)CTC>TTC p.L786F

Pat_02 Post-Resistance ADARB2 105 37 10 1279761 1279761 Missense_Mutation SNP G A 77 44 c.1388C>T c.(1387-1389)TCG>TTG p.S463L

Pat_02 Post-Resistance SFMBT2 57713 37 10 7262417 7262417 Missense_Mutation SNP G A 234 223 c.1286C>T c.(1285-1287)TCC>TTC p.S429F

Pat_02 Post-Resistance C10orf140 387640 37 10 21804291 21804291 Missense_Mutation SNP C A 44 156 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_02 Post-Resistance EPC1 80314 37 10 32560521 32560521 Missense_Mutation SNP G A 98 261 c.2399C>T c.(2398-2400)TCC>TTC p.S800F

Pat_02 Post-Resistance ANKRD30A 91074 37 10 37508119 37508119 Missense_Mutation SNP G A 163 220 c.3311G>A c.(3310-3312)AGG>AAG p.R1104K

Pat_02 Post-Resistance HNRNPF 3185 37 10 43882221 43882221 Missense_Mutation SNP G A 4 178 c.1112C>T c.(1111-1113)GCG>GTG p.A371V

Pat_02 Post-Resistance ANK3 288 37 10 61829763 61829763 Missense_Mutation SNP C T 27 82 c.10876G>A c.(10876-10878)GAA>AAA p.E3626K

Pat_02 Post-Resistance LDB3 11155 37 10 88476299 88476299 Missense_Mutation SNP G A 231 158 c.1447G>A c.(1447-1449)GAG>AAG p.E483K

Pat_02 Post-Resistance MMRN2 79812 37 10 88702692 88702692 Missense_Mutation SNP C T 25 18 c.1849G>A c.(1849-1851)GAG>AAG p.E617K

Pat_02 Post-Resistance LIPJ 142910 37 10 90362398 90362398 Nonsense_Mutation SNP G A 33 73 c.789G>A c.(787-789)TGG>TGA p.W263*

Pat_02 Post-Resistance PIPSL 266971 37 10 95719963 95719963 Missense_Mutation SNP A T 47 96 c.1191T>A c.(1189-1191)TTT>TTA p.F397L

Pat_02 Post-Resistance DNTT 1791 37 10 98080472 98080472 Missense_Mutation SNP C A 6 219 c.605C>A c.(604-606)CCA>CAA p.P202Q

Pat_02 Post-Resistance CYP17A1 1586 37 10 104592293 104592293 Missense_Mutation SNP G A 4 156 c.1114C>T c.(1114-1116)CCC>TCC p.P372S

Pat_02 Post-Resistance SORCS3 22986 37 10 106924131 106924131 Nonsense_Mutation SNP G A 28 57 c.1803G>A c.(1801-1803)TGG>TGA p.W601*

Pat_02 Post-Resistance GRK5 2869 37 10 121203251 121203251 Missense_Mutation SNP C T 10 16 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_02 Post-Resistance WDR11 55717 37 10 122626197 122626197 Missense_Mutation SNP G A 5 228 c.1111G>A c.(1111-1113)GCC>ACC p.A371T

Pat_02 Post-Resistance TACC2 10579 37 10 123844357 123844357 Missense_Mutation SNP C T 33 70 c.2342C>T c.(2341-2343)CCC>CTC p.P781L

Pat_02 Post-Resistance DMBT1 1755 37 10 124361487 124361487 Missense_Mutation SNP G A 135 46 c.3518G>A c.(3517-3519)GGA>GAA p.G1173E

Pat_02 Post-Resistance KRTAP5-3 387266 37 11 1629039 1629039 Missense_Mutation SNP A T 6 304 c.577T>A c.(577-579)TGC>AGC p.C193S

Pat_02 Post-Resistance OR51D1 390038 37 11 4661948 4661948 Missense_Mutation SNP G A 37 62 c.928G>A c.(928-930)GAG>AAG p.E310K

Pat_02 Post-Resistance OR52H1 390067 37 11 5565961 5565961 Missense_Mutation SNP A T 58 113 c.793T>A c.(793-795)TTC>ATC p.F265I

Pat_02 Post-Resistance APBB1 322 37 11 6425007 6425007 Missense_Mutation SNP G A 4 131 c.767C>T c.(766-768)CCG>CTG p.P256L

Pat_02 Post-Resistance PPFIBP2 8495 37 11 7672156 7672156 Missense_Mutation SNP C T 4 152 c.2207C>T c.(2206-2208)GCA>GTA p.A736V

Pat_02 Post-Resistance ST5 6764 37 11 8720827 8720827 Missense_Mutation SNP G A 4 185 c.2831C>T c.(2830-2832)CCC>CTC p.P944L

Pat_02 Post-Resistance DENND5A 23258 37 11 9165725 9165725 Missense_Mutation SNP T C 4 145 c.3223A>G c.(3223-3225)AGG>GGG p.R1075G

Pat_02 Post-Resistance CTR9 9646 37 11 10795560 10795560 Missense_Mutation SNP G A 4 129 c.2729G>A c.(2728-2730)CGT>CAT p.R910H

Pat_02 Post-Resistance ABCC8 6833 37 11 17452420 17452420 Missense_Mutation SNP C A 7 258 c.1758G>T c.(1756-1758)TTG>TTT p.L586F

Pat_02 Post-Resistance DEPDC7 91614 37 11 33052941 33052941 Missense_Mutation SNP C T 4 92 c.800C>T c.(799-801)TCG>TTG p.S267L

Pat_02 Post-Resistance CAT 847 37 11 34478338 34478338 Missense_Mutation SNP G A 47 53 c.1030G>A c.(1030-1032)GAG>AAG p.E344K

Pat_02 Post-Resistance DGKZ 8525 37 11 46388933 46388933 Missense_Mutation SNP G A 4 73 c.821G>A c.(820-822)AGT>AAT p.S274N

Pat_02 Post-Resistance MTCH2 23788 37 11 47644265 47644265 Missense_Mutation SNP C A 4 72 c.813G>T c.(811-813)ATG>ATT p.M271I

Pat_02 Post-Resistance OR8H2 390151 37 11 55872537 55872537 Missense_Mutation SNP A G 5 363 c.19A>G c.(19-21)AAC>GAC p.N7D

Pat_02 Post-Resistance SSRP1 6749 37 11 57094314 57094314 Missense_Mutation SNP A T 7 27 c.1921T>A c.(1921-1923)TCC>ACC p.S641T



Pat_02 Post-Resistance FADS1 3992 37 11 61579965 61579965 Missense_Mutation SNP G A 4 127 c.662C>T c.(661-663)GCG>GTG p.A221V

Pat_02 Post-Resistance PYGM 5837 37 11 64522942 64522942 Missense_Mutation SNP G A 4 137 c.749C>T c.(748-750)CCC>CTC p.P250L

Pat_02 Post-Resistance CDC42BPG 55561 37 11 64601265 64601265 Missense_Mutation SNP C T 47 37 c.2510G>A c.(2509-2511)AGG>AAG p.R837K

Pat_02 Post-Resistance ATG2A 23130 37 11 64684568 64684568 Nonsense_Mutation SNP C A 6 242 c.40G>T c.(40-42)GAG>TAG p.E14*

Pat_02 Post-Resistance EHBP1L1 254102 37 11 65349588 65349588 Missense_Mutation SNP C T 9 31 c.1445C>T c.(1444-1446)CCA>CTA p.P482L

Pat_02 Post-Resistance BBS1 582 37 11 66293622 66293622 Missense_Mutation SNP G A 4 165 c.1139G>A c.(1138-1140)CGG>CAG p.R380Q

Pat_02 Post-Resistance SSH3 54961 37 11 67075057 67075057 Missense_Mutation SNP G A 4 168 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_02 Post-Resistance PITPNM1 9600 37 11 67265710 67265710 Missense_Mutation SNP G A 4 88 c.1568C>T c.(1567-1569)ACC>ATC p.T523I

Pat_02 Post-Resistance KRTAP5-10 387273 37 11 71276959 71276959 Missense_Mutation SNP G A 5 202 c.326G>A c.(325-327)GGC>GAC p.G109D

Pat_02 Post-Resistance OR2AT4 341152 37 11 74799858 74799858 Missense_Mutation SNP C T 103 121 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_02 Post-Resistance TSKU 25987 37 11 76507090 76507090 Missense_Mutation SNP C T 4 168 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_02 Post-Resistance SYTL2 54843 37 11 85445603 85445603 Missense_Mutation SNP G A 53 138 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_02 Post-Resistance FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G C 35 253 c.682G>C c.(682-684)GAT>CAT p.D228H

Pat_02 Post-Resistance CASP5 838 37 11 104871092 104871092 Missense_Mutation SNP G A 6 285 c.848C>T c.(847-849)CCG>CTG p.P283L

Pat_02 Post-Resistance GLB1L2 89944 37 11 134244085 134244085 Missense_Mutation SNP C T 4 109 c.1642C>T c.(1642-1644)CCT>TCT p.P548S

Pat_02 Post-Resistance ANO2 57101 37 12 5915230 5915230 Missense_Mutation SNP C T 31 34 c.966G>A c.(964-966)ATG>ATA p.M322I

Pat_02 Post-Resistance COPS7A 50813 37 12 6838528 6838528 Missense_Mutation SNP G A 4 166 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_02 Post-Resistance ACSM4 341392 37 12 7457031 7457031 Missense_Mutation SNP T C 90 107 c.104T>C c.(103-105)CTT>CCT p.L35P

Pat_02 Post-Resistance PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 6 322 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_02 Post-Resistance CAPZA3 93661 37 12 18891609 18891609 Missense_Mutation SNP G A 37 69 c.407G>A c.(406-408)GGA>GAA p.G136E

Pat_02 Post-Resistance COL2A1 1280 37 12 48376705 48376705 Missense_Mutation SNP G A 4 142 c.2119C>T c.(2119-2121)CGT>TGT p.R707C

Pat_02 Post-Resistance CCNT1 904 37 12 49087949 49087949 Missense_Mutation SNP G A 36 71 c.1048C>T c.(1048-1050)CGG>TGG p.R350W

Pat_02 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 4 89 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_02 Post-Resistance BIN2 51411 37 12 51685575 51685575 Missense_Mutation SNP C T 17 50 c.1315G>A c.(1315-1317)GCC>ACC p.A439T

Pat_02 Post-Resistance ESPL1 9700 37 12 53684700 53684700 Missense_Mutation SNP G A 3 10 c.5440G>A c.(5440-5442)GGC>AGC p.G1814S

Pat_02 Post-Resistance SMARCC2 6601 37 12 56583164 56583164 Missense_Mutation SNP G A 4 139 c.82C>T c.(82-84)CGG>TGG p.R28W

Pat_02 Post-Resistance SLC39A5 283375 37 12 56631072 56631072 Nonsense_Mutation SNP G A 4 75 c.1427G>A c.(1426-1428)TGG>TAG p.W476*

Pat_02 Post-Resistance B4GALNT1 2583 37 12 58021527 58021527 Missense_Mutation SNP G A 11 20 c.1258C>T c.(1258-1260)CAC>TAC p.H420Y

Pat_02 Post-Resistance OS9 10956 37 12 58109684 58109684 Missense_Mutation SNP C T 6 360 c.721C>T c.(721-723)CCG>TCG p.P241S

Pat_02 Post-Resistance APAF1 317 37 12 99061402 99061402 Missense_Mutation SNP G A 4 145 c.1474G>A c.(1474-1476)GCC>ACC p.A492T

Pat_02 Post-Resistance GAS2L3 283431 37 12 101012343 101012343 Missense_Mutation SNP G A 4 132 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_02 Post-Resistance CRY1 1407 37 12 107391819 107391819 Missense_Mutation SNP G C 4 188 c.1163C>G c.(1162-1164)GCA>GGA p.A388G

Pat_02 Post-Resistance TCHP 84260 37 12 110346484 110346484 Missense_Mutation SNP C T 4 12 c.793C>T c.(793-795)CGG>TGG p.R265W

Pat_02 Post-Resistance ACAD10 80724 37 12 112194136 112194136 Splice_Site SNP G A 13 18 c.3040_splice c.e21-1 p.A1014_splice

Pat_02 Post-Resistance KSR2 283455 37 12 117977577 117977577 Missense_Mutation SNP G T 4 105 c.1547C>A c.(1546-1548)CCC>CAC p.P516H

Pat_02 Post-Resistance NOC4L 79050 37 12 132631868 132631868 Missense_Mutation SNP G A 4 14 c.388G>A c.(388-390)GGA>AGA p.G130R

Pat_02 Post-Resistance POLE 5426 37 12 133237686 133237686 Missense_Mutation SNP C A 5 288 c.2929G>T c.(2929-2931)GGG>TGG p.G977W

Pat_02 Post-Resistance GJA3 2700 37 13 20716802 20716802 Missense_Mutation SNP G A 4 80 c.626C>T c.(625-627)GCG>GTG p.A209V

Pat_02 Post-Resistance FLT1 2321 37 13 28913433 28913433 Missense_Mutation SNP G A 22 26 c.2360C>T c.(2359-2361)TCT>TTT p.S787F

Pat_02 Post-Resistance NBEA 26960 37 13 35756497 35756497 Missense_Mutation SNP G A 47 70 c.4663G>A c.(4663-4665)GAT>AAT p.D1555N

Pat_02 Post-Resistance COG3 83548 37 13 46039319 46039319 Missense_Mutation SNP G A 4 147 c.148G>A c.(148-150)GCA>ACA p.A50T

Pat_02 Post-Resistance LOC220429 220429 37 13 50466381 50466381 Missense_Mutation SNP G A 47 46 c.1655G>A c.(1654-1656)GGG>GAG p.G552E

Pat_02 Post-Resistance C13orf1 57213 37 13 50495655 50495655 Missense_Mutation SNP G A 4 215 c.452C>T c.(451-453)CCA>CTA p.P151L

Pat_02 Post-Resistance TDRD3 81550 37 13 61102941 61102941 Missense_Mutation SNP T C 29 36 c.1303T>C c.(1303-1305)TAT>CAT p.Y435H

Pat_02 Post-Resistance DACH1 1602 37 13 72131228 72131228 Missense_Mutation SNP G A 50 176 c.1498C>T c.(1498-1500)CCT>TCT p.P500S

Pat_02 Post-Resistance C13orf39 196541 37 13 103346827 103346827 Missense_Mutation SNP C T 8 22 c.22G>A c.(22-24)GCG>ACG p.A8T

Pat_02 Post-Resistance METTL3 56339 37 14 21966454 21966454 Missense_Mutation SNP C T 4 132 c.1691G>A c.(1690-1692)CGG>CAG p.R564Q



Pat_02 Post-Resistance THTPA 79178 37 14 24026349 24026349 Nonsense_Mutation SNP G A 4 86 c.383G>A c.(382-384)TGG>TAG p.W128*

Pat_02 Post-Resistance PYGL 5836 37 14 51382590 51382591 Missense_Mutation DNP GG AA 32 54 c.1191_1192CC>TTc.(1189-1194)CTCCCT>CTTTCTp.P398S

Pat_02 Post-Resistance KCNH5 27133 37 14 63417027 63417027 Missense_Mutation SNP G A 4 164 c.1193C>T c.(1192-1194)ACT>ATT p.T398I

Pat_02 Post-Resistance FNTB 2342 37 14 65390803 65390803 Missense_Mutation SNP C T 43 81 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_02 Post-Resistance PLEKHH1 57475 37 14 68043130 68043130 Missense_Mutation SNP C T 4 97 c.2371C>T c.(2371-2373)CTC>TTC p.L791F

Pat_02 Post-Resistance PCNX 22990 37 14 71575507 71575507 Missense_Mutation SNP C T 33 58 c.6488C>T c.(6487-6489)TCA>TTA p.S2163L

Pat_02 Post-Resistance SIPA1L1 26037 37 14 72176188 72176188 Missense_Mutation SNP G A 4 87 c.4078G>A c.(4078-4080)GCA>ACA p.A1360T

Pat_02 Post-Resistance ACOT6 641372 37 14 74086109 74086109 Missense_Mutation SNP G A 36 50 c.190G>A c.(190-192)GAT>AAT p.D64N

Pat_02 Post-Resistance AHSA1 10598 37 14 77926131 77926131 Missense_Mutation SNP G A 4 212 c.253G>A c.(253-255)GTC>ATC p.V85I

Pat_02 Post-Resistance C14orf145 145508 37 14 81251316 81251316 Missense_Mutation SNP C T 6 145 c.2134G>A c.(2134-2136)GAA>AAA p.E712K

Pat_02 Post-Resistance BTBD7 55727 37 14 93730273 93730273 Missense_Mutation SNP G A 51 92 c.1229C>T c.(1228-1230)TCT>TTT p.S410F

Pat_02 Post-Resistance KIAA1409 57578 37 14 94071278 94071278 Missense_Mutation SNP C T 9 21 c.3260C>T c.(3259-3261)GCT>GTT p.A1087V

Pat_02 Post-Resistance PACS2 23241 37 14 105859672 105859672 Missense_Mutation SNP G A 19 29 c.2551G>A c.(2551-2553)GTC>ATC p.V851I

Pat_02 Post-Resistance OCA2 4948 37 15 28202788 28202788 Missense_Mutation SNP C A 28 25 c.1730G>T c.(1729-1731)GGG>GTG p.G577V

Pat_02 Post-Resistance PLCB2 5330 37 15 40582260 40582260 Missense_Mutation SNP G A 58 44 c.3233C>T c.(3232-3234)TCC>TTC p.S1078F

Pat_02 Post-Resistance MAP1A 4130 37 15 43813975 43813975 Missense_Mutation SNP C G 4 89 c.304C>G c.(304-306)CTG>GTG p.L102V

Pat_02 Post-Resistance HERC1 8925 37 15 63916019 63916019 Missense_Mutation SNP G A 6 284 c.13516C>T c.(13516-13518)CGC>TGC p.R4506C

Pat_02 Post-Resistance HCN4 10021 37 15 73615699 73615699 Missense_Mutation SNP T A 4 4 c.2735A>T c.(2734-2736)AAG>ATG p.K912M

Pat_02 Post-Resistance BCL2A1 597 37 15 80263245 80263245 Missense_Mutation SNP G T 371 251 c.217C>A c.(217-219)CAA>AAA p.Q73K

Pat_02 Post-Resistance MEX3B 84206 37 15 82336750 82336750 Missense_Mutation SNP G A 4 123 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_02 Post-Resistance AGBL1 123624 37 15 86791075 86791075 Missense_Mutation SNP G A 5 270 c.562G>A c.(562-564)GCA>ACA p.A188T

Pat_02 Post-Resistance FANCI 55215 37 15 89804943 89804943 Missense_Mutation SNP C T 7 385 c.416C>T c.(415-417)ACG>ATG p.T139M

Pat_02 Post-Resistance MESP2 145873 37 15 90321375 90321375 Missense_Mutation SNP A T 52 41 c.1004A>T c.(1003-1005)CAG>CTG p.Q335L

Pat_02 Post-Resistance HS3ST6 64711 37 16 1961974 1961974 Missense_Mutation SNP C T 4 38 c.553G>A c.(553-555)GTG>ATG p.V185M

Pat_02 Post-Resistance CASKIN1 57524 37 16 2236767 2236767 Missense_Mutation SNP C T 4 129 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_02 Post-Resistance PRSS22 64063 37 16 2905646 2905646 Missense_Mutation SNP G A 64 165 c.488C>T c.(487-489)CCT>CTT p.P163L

Pat_02 Post-Resistance PKMYT1 9088 37 16 3024313 3024313 Missense_Mutation SNP G A 3 25 c.1085C>T c.(1084-1086)CCG>CTG p.P362L

Pat_02 Post-Resistance IL32 9235 37 16 3117607 3117607 Missense_Mutation SNP G T 59 178 c.245G>T c.(244-246)CGT>CTT p.R82L

Pat_02 Post-Resistance C16orf71 146562 37 16 4790598 4790598 Missense_Mutation SNP G A 4 104 c.721G>A c.(721-723)GCT>ACT p.A241T

Pat_02 Post-Resistance CIITA 4261 37 16 11000747 11000747 Missense_Mutation SNP G T 5 171 c.1398G>T c.(1396-1398)CAG>CAT p.Q466H

Pat_02 Post-Resistance TXNDC11 51061 37 16 11778031 11778031 Missense_Mutation SNP G A 41 55 c.2305C>T c.(2305-2307)CCC>TCC p.P769S

Pat_02 Post-Resistance GSPT1 2935 37 16 11971296 11971296 Missense_Mutation SNP G C 17 37 c.1156C>G c.(1156-1158)CTT>GTT p.L386V

Pat_02 Post-Resistance ABCC1 4363 37 16 16138351 16138351 Missense_Mutation SNP C T 17 57 c.854C>T c.(853-855)CCG>CTG p.P285L

Pat_02 Post-Resistance SYT17 51760 37 16 19236121 19236121 Missense_Mutation SNP C T 77 89 c.1189C>T c.(1189-1191)CCC>TCC p.P397S

Pat_02 Post-Resistance GPR139 124274 37 16 20043605 20043605 Missense_Mutation SNP C T 79 71 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_02 Post-Resistance ARHGAP17 55114 37 16 24942614 24942614 Missense_Mutation SNP T C 4 301 c.2006A>G c.(2005-2007)AAG>AGG p.K669R

Pat_02 Post-Resistance IL21R 50615 37 16 27457411 27457411 Splice_Site SNP T A 3 33 c.867_splice c.e8+2 p.K289_splice

Pat_02 Post-Resistance GTF3C1 2975 37 16 27506194 27506194 Missense_Mutation SNP G A 5 129 c.2668C>T c.(2668-2670)CCC>TCC p.P890S

Pat_02 Post-Resistance SULT1A2 6799 37 16 28606997 28606997 Splice_Site SNP C T 4 192 c.149_splice c.e3-1 p.G50_splice

Pat_02 Post-Resistance TBC1D10B 26000 37 16 30370102 30370102 Missense_Mutation SNP A G 3 60 c.1679T>C c.(1678-1680)CTG>CCG p.L560P

Pat_02 Post-Resistance PRSS36 146547 37 16 31152904 31152904 Missense_Mutation SNP G A 37 101 c.1787C>T c.(1786-1788)CCA>CTA p.P596L

Pat_02 Post-Resistance N4BP1 9683 37 16 48580158 48580158 Missense_Mutation SNP G C 39 149 c.2233C>G c.(2233-2235)CAG>GAG p.Q745E

Pat_02 Post-Resistance BRD7 29117 37 16 50373952 50373952 Missense_Mutation SNP G A 48 191 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_02 Post-Resistance TOX3 27324 37 16 52473606 52473606 Missense_Mutation SNP G A 4 161 c.1262C>T c.(1261-1263)ACG>ATG p.T421M

Pat_02 Post-Resistance CDH8 1006 37 16 62055094 62055094 Missense_Mutation SNP C T 28 81 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_02 Post-Resistance B3GNT9 84752 37 16 67183209 67183209 Missense_Mutation SNP C T 3 30 c.1180G>A c.(1180-1182)GCT>ACT p.A394T

Pat_02 Post-Resistance ADAMTS18 170692 37 16 77329007 77329007 Missense_Mutation SNP C A 41 102 c.2819G>T c.(2818-2820)TGG>TTG p.W940L



Pat_02 Post-Resistance LRRC50 123872 37 16 84203797 84203797 Missense_Mutation SNP G A 4 163 c.1363G>A c.(1363-1365)GTT>ATT p.V455I

Pat_02 Post-Resistance TRPV3 162514 37 17 3419802 3419802 Missense_Mutation SNP C T 4 193 c.2147G>A c.(2146-2148)CGG>CAG p.R716Q

Pat_02 Post-Resistance TRPV3 162514 37 17 3436091 3436092 Missense_Mutation DNP CC TT 19 66 c.924_925GG>AAc.(922-927)GAGGAC>GAAAACp.D309N

Pat_02 Post-Resistance GSG2 83903 37 17 3629315 3629315 Missense_Mutation SNP G A 86 138 c.2086G>A c.(2086-2088)GAT>AAT p.D696N

Pat_02 Post-Resistance ZNF594 84622 37 17 5086549 5086549 Missense_Mutation SNP G A 6 200 c.1003C>T c.(1003-1005)CGC>TGC p.R335C

Pat_02 Post-Resistance FBXO39 162517 37 17 6683191 6683191 Missense_Mutation SNP G A 37 52 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_02 Post-Resistance HES7 84667 37 17 8025134 8025134 Missense_Mutation SNP G A 15 23 c.433C>T c.(433-435)CCA>TCA p.P145S

Pat_02 Post-Resistance C17orf63 55731 37 17 27086148 27086148 Missense_Mutation SNP G T 4 54 c.829C>A c.(829-831)CAG>AAG p.Q277K

Pat_02 Post-Resistance RHOT1 55288 37 17 30528069 30528069 Missense_Mutation SNP G A 4 100 c.1195G>A c.(1195-1197)GTT>ATT p.V399I

Pat_02 Post-Resistance RHBDL3 162494 37 17 30625211 30625211 Missense_Mutation SNP G A 5 98 c.769G>A c.(769-771)GGT>AGT p.G257S

Pat_02 Post-Resistance DDX52 11056 37 17 36002256 36002256 Missense_Mutation SNP C A 4 36 c.169G>T c.(169-171)GGT>TGT p.G57C

Pat_02 Post-Resistance ZPBP2 124626 37 17 38031517 38031517 Missense_Mutation SNP G A 12 33 c.719G>A c.(718-720)CGA>CAA p.R240Q

Pat_02 Post-Resistance MED24 9862 37 17 38185157 38185157 Missense_Mutation SNP G A 56 101 c.1331C>T c.(1330-1332)TCC>TTC p.S444F

Pat_02 Post-Resistance KRT25 147183 37 17 38905539 38905539 Missense_Mutation SNP C T 43 115 c.1214G>A c.(1213-1215)GGA>GAA p.G405E

Pat_02 Post-Resistance KRT33A 3883 37 17 39506953 39506953 Missense_Mutation SNP G A 4 83 c.67C>T c.(67-69)CCC>TCC p.P23S

Pat_02 Post-Resistance WNK4 65266 37 17 40947840 40947840 Missense_Mutation SNP G A 4 79 c.3220G>A c.(3220-3222)GAC>AAC p.D1074N

Pat_02 Post-Resistance HDAC5 10014 37 17 42165927 42165927 Missense_Mutation SNP C T 4 87 c.1427G>A c.(1426-1428)CGT>CAT p.R476H

Pat_02 Post-Resistance ITGA2B 3674 37 17 42452064 42452064 Missense_Mutation SNP G A 4 115 c.2906C>T c.(2905-2907)GCG>GTG p.A969V

Pat_02 Post-Resistance FZD2 2535 37 17 42635928 42635928 Missense_Mutation SNP C T 6 57 c.872C>T c.(871-873)TCG>TTG p.S291L

Pat_02 Post-Resistance EFTUD2 9343 37 17 42942324 42942324 Missense_Mutation SNP C G 4 275 c.1259G>C c.(1258-1260)TGC>TCC p.C420S

Pat_02 Post-Resistance ABCC3 8714 37 17 48741383 48741383 Missense_Mutation SNP G C 4 131 c.1249G>C c.(1249-1251)GCC>CCC p.A417P

Pat_02 Post-Resistance NME1-NME2 654364 37 17 49233058 49233058 Missense_Mutation SNP G A 4 153 c.118G>A c.(118-120)GGG>AGG p.G40R

Pat_02 Post-Resistance ANKFN1 162282 37 17 54428221 54428221 Missense_Mutation SNP C T 81 52 c.292C>T c.(292-294)CGC>TGC p.R98C

Pat_02 Post-Resistance EPX 8288 37 17 56280605 56280605 Missense_Mutation SNP G T 5 126 c.1872G>T c.(1870-1872)TTG>TTT p.L624F

Pat_02 Post-Resistance SCN4A 6329 37 17 62049821 62049821 Missense_Mutation SNP C T 4 78 c.283G>A c.(283-285)GTA>ATA p.V95I

Pat_02 Post-Resistance RGS9 8787 37 17 63173858 63173858 Missense_Mutation SNP G A 62 215 c.591G>A c.(589-591)ATG>ATA p.M197I

Pat_02 Post-Resistance SLC9A3R1 9368 37 17 72758269 72758269 Missense_Mutation SNP C G 4 183 c.560C>G c.(559-561)CCG>CGG p.P187R

Pat_02 Post-Resistance RECQL5 9400 37 17 73623540 73623540 Missense_Mutation SNP C T 70 189 c.2938G>A c.(2938-2940)GAA>AAA p.E980K

Pat_02 Post-Resistance UBE2O 63893 37 17 74387583 74387583 Missense_Mutation SNP C T 5 277 c.3320G>A c.(3319-3321)CGC>CAC p.R1107H

Pat_02 Post-Resistance USP36 57602 37 17 76799510 76799510 Missense_Mutation SNP G A 87 94 c.2767C>T c.(2767-2769)CTT>TTT p.L923F

Pat_02 Post-Resistance CANT1 124583 37 17 76993313 76993313 Missense_Mutation SNP T C 6 595 c.392A>G c.(391-393)AAG>AGG p.K131R

Pat_02 Post-Resistance TBCD 6904 37 17 80882868 80882868 Missense_Mutation SNP C T 4 11 c.2314C>T c.(2314-2316)CGC>TGC p.R772C

Pat_02 Post-Resistance PPP4R1 9989 37 18 9583215 9583215 Missense_Mutation SNP G A 4 111 c.818C>T c.(817-819)GCT>GTT p.A273V

Pat_02 Post-Resistance TXNDC2 84203 37 18 9886894 9886894 Missense_Mutation SNP A G 4 279 c.418A>G c.(418-420)AAA>GAA p.K140E

Pat_02 Post-Resistance ASXL3 80816 37 18 31323203 31323203 Missense_Mutation SNP C T 25 11 c.3391C>T c.(3391-3393)CCT>TCT p.P1131S

Pat_02 Post-Resistance ASXL3 80816 37 18 31325379 31325379 Missense_Mutation SNP G A 165 459 c.5567G>A c.(5566-5568)GGG>GAG p.G1856E

Pat_02 Post-Resistance TCF4 6925 37 18 52901848 52901848 Missense_Mutation SNP G A 151 126 c.1417C>T c.(1417-1419)CCG>TCG p.P473S

Pat_02 Post-Resistance SERPINB4 6318 37 18 61328342 61328342 Missense_Mutation SNP C T 167 134 c.109G>A c.(109-111)GCA>ACA p.A37T

Pat_02 Post-Resistance SERPINB2 5055 37 18 61570220 61570220 Missense_Mutation SNP C T 4 185 c.929C>T c.(928-930)CCC>CTC p.P310L

Pat_02 Post-Resistance SALL3 27164 37 18 76754432 76754432 Missense_Mutation SNP C T 6 56 c.2441C>T c.(2440-2442)GCG>GTG p.A814V

Pat_02 Post-Resistance TMPRSS9 360200 37 19 2415763 2415763 Missense_Mutation SNP G A 63 60 c.1567G>A c.(1567-1569)GAA>AAA p.E523K

Pat_02 Post-Resistance ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 9 143 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_02 Post-Resistance C19orf28 126321 37 19 3548013 3548013 Missense_Mutation SNP C A 35 76 c.670G>T c.(670-672)GTG>TTG p.V224L

Pat_02 Post-Resistance MAP2K2 5605 37 19 4117584 4117584 Missense_Mutation SNP G A 42 122 c.136C>T c.(136-138)CTT>TTT p.L46F

Pat_02 Post-Resistance SHD 56961 37 19 4290446 4290446 Missense_Mutation SNP G A 4 172 c.839G>A c.(838-840)AGC>AAC p.S280N

Pat_02 Post-Resistance ARRDC5 645432 37 19 4902842 4902842 Missense_Mutation SNP G A 67 84 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_02 Post-Resistance PTPRS 5802 37 19 5244224 5244224 Missense_Mutation SNP G A 4 97 c.1258C>T c.(1258-1260)CGC>TGC p.R420C



Pat_02 Post-Resistance MCOLN1 57192 37 19 7589984 7589984 Nonsense_Mutation SNP C T 23 89 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_02 Post-Resistance MUC16 94025 37 19 9069874 9069874 Missense_Mutation SNP C T 117 98 c.17572G>A c.(17572-17574)GAA>AAA p.E5858K

Pat_02 Post-Resistance OR7E24 26648 37 19 9361936 9361936 Missense_Mutation SNP C T 4 208 c.217C>T c.(217-219)CTC>TTC p.L73F

Pat_02 Post-Resistance ZNF700 90592 37 19 12060061 12060061 Missense_Mutation SNP C T 29 76 c.1222C>T c.(1222-1224)CAT>TAT p.H408Y

Pat_02 Post-Resistance ZNF878 729747 37 19 12155673 12155673 Missense_Mutation SNP A C 7 400 c.684T>G c.(682-684)AGT>AGG p.S228R

Pat_02 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 4 151 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_02 Post-Resistance ZNF564 163050 37 19 12637555 12637555 Missense_Mutation SNP T C 6 260 c.1367A>G c.(1366-1368)AAA>AGA p.K456R

Pat_02 Post-Resistance TRMT1 55621 37 19 13223529 13223529 Missense_Mutation SNP C T 5 226 c.860G>A c.(859-861)TGC>TAC p.C287Y

Pat_02 Post-Resistance CACNA1A 773 37 19 13443692 13443692 Missense_Mutation SNP G A 20 74 c.1246C>T c.(1246-1248)CCC>TCC p.P416S

Pat_02 Post-Resistance USHBP1 83878 37 19 17366283 17366283 Missense_Mutation SNP G A 5 228 c.1603C>T c.(1603-1605)CGG>TGG p.R535W

Pat_02 Post-Resistance ANO8 57719 37 19 17435723 17435723 Missense_Mutation SNP G A 5 297 c.3134C>T c.(3133-3135)CCG>CTG p.P1045L

Pat_02 Post-Resistance COMP 1311 37 19 18898299 18898299 Splice_Site SNP C T 4 166 c.1135_splice c.e10+1 p.R379_splice

Pat_02 Post-Resistance TSSK6 83983 37 19 19626088 19626089 Missense_Mutation DNP GG AA 47 41 c.148_149CC>TT c.(148-150)CCG>TTG p.P50L

Pat_02 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 4 143 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_02 Post-Resistance ATP4A 495 37 19 36044045 36044045 Missense_Mutation SNP G A 5 239 c.2645C>T c.(2644-2646)ACG>ATG p.T882M

Pat_02 Post-Resistance THAP8 199745 37 19 36530878 36530878 Missense_Mutation SNP G A 5 133 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_02 Post-Resistance ZNF585B 92285 37 19 37676149 37676149 Missense_Mutation SNP G A 74 206 c.2290C>T c.(2290-2292)CAT>TAT p.H764Y

Pat_02 Post-Resistance SIPA1L3 23094 37 19 38600987 38600987 Nonsense_Mutation SNP C T 20 71 c.2254C>T c.(2254-2256)CGA>TGA p.R752*

Pat_02 Post-Resistance SYCN 342898 37 19 39694677 39694677 Missense_Mutation SNP C A 6 22 c.218G>T c.(217-219)TGG>TTG p.W73L

Pat_02 Post-Resistance MED29 55588 37 19 39888248 39888248 Missense_Mutation SNP C T 4 145 c.575C>T c.(574-576)GCC>GTC p.A192V

Pat_02 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 5 289 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_02 Post-Resistance SPTBN4 57731 37 19 41066113 41066113 Missense_Mutation SNP G A 4 109 c.5719G>A c.(5719-5721)GGT>AGT p.G1907S

Pat_02 Post-Resistance CYP2B6 1555 37 19 41518343 41518343 Missense_Mutation SNP C T 5 132 c.1105C>T c.(1105-1107)CAC>TAC p.H369Y

Pat_02 Post-Resistance CYP2S1 29785 37 19 41709378 41709378 Missense_Mutation SNP C T 17 26 c.1000C>T c.(1000-1002)CGG>TGG p.R334W

Pat_02 Post-Resistance CEACAM6 4680 37 19 42265903 42265903 Missense_Mutation SNP C T 28 106 c.730C>T c.(730-732)CCC>TCC p.P244S

Pat_02 Post-Resistance ZC3H4 23211 37 19 47575940 47575940 Missense_Mutation SNP C T 15 54 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_02 Post-Resistance LIG1 3978 37 19 48636318 48636318 Missense_Mutation SNP C A 7 487 c.1646G>T c.(1645-1647)CGG>CTG p.R549L

Pat_02 Post-Resistance FAM83E 54854 37 19 49113164 49113164 Missense_Mutation SNP C G 3 138 c.727G>C c.(727-729)GAC>CAC p.D243H

Pat_02 Post-Resistance FUZ 80199 37 19 50310433 50310433 Missense_Mutation SNP A G 5 191 c.1232T>C c.(1231-1233)CTG>CCG p.L411P

Pat_02 Post-Resistance ZNF845 91664 37 19 53855196 53855196 Missense_Mutation SNP T C 4 242 c.1268T>C c.(1267-1269)ATG>ACG p.M423T

Pat_02 Post-Resistance LILRB1 10859 37 19 55144109 55144109 Missense_Mutation SNP C T 4 139 c.856C>T c.(856-858)CCT>TCT p.P286S

Pat_02 Post-Resistance LILRB4 11006 37 19 55175463 55175463 Missense_Mutation SNP C G 5 177 c.322C>G c.(322-324)CAG>GAG p.Q108E

Pat_02 Post-Resistance PPP1R12C 54776 37 19 55607264 55607264 Missense_Mutation SNP G A 128 79 c.1198C>T c.(1198-1200)CCG>TCG p.P400S

Pat_02 Post-Resistance ZNF583 147949 37 19 56934293 56934293 Missense_Mutation SNP C T 15 123 c.266C>T c.(265-267)TCA>TTA p.S89L

Pat_02 Post-Resistance ZNF274 10782 37 19 58721354 58721354 Missense_Mutation SNP G A 4 163 c.767G>A c.(766-768)GGC>GAC p.G256D

Pat_02 Post-Resistance ROCK2 9475 37 2 11337309 11337309 Missense_Mutation SNP G A 97 114 c.3445C>T c.(3445-3447)CCA>TCA p.P1149S

Pat_02 Post-Resistance KRTCAP3 200634 37 2 27666038 27666038 Missense_Mutation SNP G A 62 215 c.371G>A c.(370-372)GGT>GAT p.G124D

Pat_02 Post-Resistance SIX3 6496 37 2 45169790 45169790 Missense_Mutation SNP C T 3 24 c.547C>T c.(547-549)CGC>TGC p.R183C

Pat_02 Post-Resistance EPAS1 2034 37 2 46597051 46597051 Missense_Mutation SNP A G 3 71 c.865A>G c.(865-867)ATG>GTG p.M289V

Pat_02 Post-Resistance WDR54 84058 37 2 74650623 74650623 Missense_Mutation SNP G A 4 257 c.371G>A c.(370-372)CGG>CAG p.R124Q

Pat_02 Post-Resistance PROM2 150696 37 2 95952320 95952320 Splice_Site SNP G C 7 44 c.2040_splice c.e17+1 p.V680_splice

Pat_02 Post-Resistance IL18RAP 8807 37 2 103040432 103040432 Missense_Mutation SNP G A 42 51 c.232G>A c.(232-234)GAC>AAC p.D78N

Pat_02 Post-Resistance UXS1 80146 37 2 106729173 106729173 Missense_Mutation SNP G A 4 97 c.793C>T c.(793-795)CGC>TGC p.R265C

Pat_02 Post-Resistance INSIG2 51141 37 2 118860893 118860893 Missense_Mutation SNP G A 5 233 c.365G>A c.(364-366)AGT>AAT p.S122N

Pat_02 Post-Resistance EPB41L5 57669 37 2 120918494 120918494 Nonsense_Mutation SNP G T 5 321 c.1831G>T c.(1831-1833)GAG>TAG p.E611*

Pat_02 Post-Resistance GLI2 2736 37 2 121747862 121747862 Nonsense_Mutation SNP G T 5 173 c.4372G>T c.(4372-4374)GGA>TGA p.G1458*

Pat_02 Post-Resistance SCN9A 6335 37 2 167151136 167151136 Missense_Mutation SNP A T 16 37 c.938T>A c.(937-939)CTC>CAC p.L313H



Pat_02 Post-Resistance PDK1 5163 37 2 173435524 173435524 Missense_Mutation SNP C T 4 143 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_02 Post-Resistance HOXD10 3236 37 2 176983724 176983724 Missense_Mutation SNP C A 4 138 c.788C>A c.(787-789)GCA>GAA p.A263E

Pat_02 Post-Resistance TTN 7273 37 2 179584164 179584164 Missense_Mutation SNP G A 26 100 c.20221C>T c.(20221-20223)CCT>TCT p.P6741S

Pat_02 Post-Resistance TTN 7273 37 2 179605802 179605802 Missense_Mutation SNP G A 79 305 c.11645C>T c.(11644-11646)CCA>CTA p.P3882L

Pat_02 Post-Resistance TTN 7273 37 2 179632760 179632760 Missense_Mutation SNP C T 41 151 c.9286G>A c.(9286-9288)GAA>AAA p.E3096K

Pat_02 Post-Resistance CALCRL 10203 37 2 188216932 188216932 Missense_Mutation SNP C T 21 99 c.1037G>A c.(1036-1038)GGC>GAC p.G346D

Pat_02 Post-Resistance MYO1B 4430 37 2 192225446 192225446 Missense_Mutation SNP G A 94 226 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_02 Post-Resistance DNAH7 56171 37 2 196825573 196825573 Missense_Mutation SNP G A 96 93 c.2302C>T c.(2302-2304)CGT>TGT p.R768C

Pat_02 Post-Resistance CPS1 1373 37 2 211518789 211518789 Missense_Mutation SNP G A 101 94 c.3521G>A c.(3520-3522)CGA>CAA p.R1174Q

Pat_02 Post-Resistance VIL1 7429 37 2 219297613 219297613 Missense_Mutation SNP C T 4 111 c.1439C>T c.(1438-1440)CCA>CTA p.P480L

Pat_02 Post-Resistance AGAP1 116987 37 2 236659084 236659084 Missense_Mutation SNP G A 87 258 c.625G>A c.(625-627)GAG>AAG p.E209K

Pat_02 Post-Resistance IQCA1 79781 37 2 237300651 237300651 Missense_Mutation SNP G A 5 204 c.1381C>T c.(1381-1383)CGC>TGC p.R461C

Pat_02 Post-Resistance HDAC4 9759 37 2 240056075 240056075 Missense_Mutation SNP A G 3 50 c.1160T>C c.(1159-1161)CTT>CCT p.L387P

Pat_02 Post-Resistance ANO7 50636 37 2 242154310 242154310 Missense_Mutation SNP C T 4 101 c.1981C>T c.(1981-1983)CTC>TTC p.L661F

Pat_02 Post-Resistance GPCPD1 56261 37 20 5564948 5564948 Missense_Mutation SNP C T 4 195 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_02 Post-Resistance CSRP2BP 57325 37 20 18139799 18139799 Nonsense_Mutation SNP C A 13 126 c.572C>A c.(571-573)TCA>TAA p.S191*

Pat_02 Post-Resistance CST4 1472 37 20 23669492 23669492 Missense_Mutation SNP G A 4 158 c.115C>T c.(115-117)CTC>TTC p.L39F

Pat_02 Post-Resistance ITCH 83737 37 20 33049960 33049960 Missense_Mutation SNP C T 61 80 c.1481C>T c.(1480-1482)CCA>CTA p.P494L

Pat_02 Post-Resistance CEP250 11190 37 20 34097836 34097836 Missense_Mutation SNP G A 4 169 c.7018G>A c.(7018-7020)GGA>AGA p.G2340R

Pat_02 Post-Resistance PLCG1 5335 37 20 39795117 39795117 Missense_Mutation SNP T G 3 97 c.2002T>G c.(2002-2004)TGG>GGG p.W668G

Pat_02 Post-Resistance PTPRT 11122 37 20 41306578 41306578 Missense_Mutation SNP G A 4 240 c.1081C>T c.(1081-1083)CTC>TTC p.L361F

Pat_02 Post-Resistance WFDC10A 140832 37 20 44258532 44258532 Missense_Mutation SNP A T 4 164 c.80A>T c.(79-81)AAG>ATG p.K27M

Pat_02 Post-Resistance KCNB1 3745 37 20 47989852 47989852 Nonsense_Mutation SNP C A 5 225 c.2245G>T c.(2245-2247)GAG>TAG p.E749*

Pat_02 Post-Resistance ZGPAT 84619 37 20 62365029 62365029 Missense_Mutation SNP G A 5 306 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_02 Post-Resistance TPTE 7179 37 21 10921987 10921987 Missense_Mutation SNP C T 22 119 c.1036G>A c.(1036-1038)GGA>AGA p.G346R

Pat_02 Post-Resistance KRTAP24-1 643803 37 21 31655039 31655039 Missense_Mutation SNP C A 105 90 c.212G>T c.(211-213)TGC>TTC p.C71F

Pat_02 Post-Resistance GART 2618 37 21 34889834 34889834 Missense_Mutation SNP C A 6 485 c.1784G>T c.(1783-1785)CGA>CTA p.R595L

Pat_02 Post-Resistance DOPEY2 9980 37 21 37572684 37572684 Missense_Mutation SNP C T 4 229 c.376C>T c.(376-378)CTC>TTC p.L126F

Pat_02 Post-Resistance C21orf33 8209 37 21 45563173 45563173 Missense_Mutation SNP A G 51 50 c.608A>G c.(607-609)AAG>AGG p.K203R

Pat_02 Post-Resistance KRTAP10-11 386678 37 21 46066487 46066487 Missense_Mutation SNP G A 51 134 c.112G>A c.(112-114)GCC>ACC p.A38T

Pat_02 Post-Resistance KRTAP12-3 386683 37 21 46078068 46078068 Missense_Mutation SNP G A 6 376 c.172G>A c.(172-174)GTG>ATG p.V58M

Pat_02 Post-Resistance FTCD 10841 37 21 47571497 47571497 Missense_Mutation SNP C A 4 138 c.611G>T c.(610-612)CGG>CTG p.R204L

Pat_02 Post-Resistance PCNT 5116 37 21 47817317 47817317 Missense_Mutation SNP G A 5 170 c.4355G>A c.(4354-4356)GGG>GAG p.G1452E

Pat_02 Post-Resistance VPREB3 29802 37 22 24095185 24095185 Missense_Mutation SNP G A 4 134 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_02 Post-Resistance SUSD2 56241 37 22 24584196 24584196 Missense_Mutation SNP G A 4 138 c.2345G>A c.(2344-2346)CGC>CAC p.R782H

Pat_02 Post-Resistance RNF185 91445 37 22 31600480 31600480 Missense_Mutation SNP C T 110 95 c.487C>T c.(487-489)CCT>TCT p.P163S

Pat_02 Post-Resistance MGAT3 4248 37 22 39884185 39884185 Missense_Mutation SNP C T 4 233 c.833C>T c.(832-834)CCG>CTG p.P278L

Pat_02 Post-Resistance SGSM3 27352 37 22 40804428 40804428 Missense_Mutation SNP G A 4 114 c.1777G>A c.(1777-1779)GAG>AAG p.E593K

Pat_02 Post-Resistance EP300 2033 37 22 41564581 41564581 Missense_Mutation SNP G A 4 178 c.4003G>A c.(4003-4005)GTA>ATA p.V1335I

Pat_02 Post-Resistance TCF20 6942 37 22 42610675 42610675 Missense_Mutation SNP G A 5 185 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_02 Post-Resistance TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 177 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_02 Post-Resistance PLXNB2 23654 37 22 50718981 50718981 Missense_Mutation SNP G A 6 190 c.4112C>T c.(4111-4113)ACG>ATG p.T1371M

Pat_02 Post-Resistance NCAPH2 29781 37 22 50960618 50960618 Missense_Mutation SNP G A 4 156 c.1171G>A c.(1171-1173)GTC>ATC p.V391I

Pat_02 Post-Resistance SRGAP3 9901 37 3 9034696 9034696 Missense_Mutation SNP C T 68 13 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_02 Post-Resistance SLC4A7 9497 37 3 27439823 27439823 Missense_Mutation SNP C A 4 166 c.2422G>T c.(2422-2424)GTA>TTA p.V808L

Pat_02 Post-Resistance CTNNB1 1499 37 3 41266136 41266136 Missense_Mutation SNP T C 41 93 c.133T>C c.(133-135)TCT>CCT p.S45P

Pat_02 Post-Resistance CCBP2 1238 37 3 42906595 42906595 Missense_Mutation SNP G A 4 160 c.601G>A c.(601-603)GGG>AGG p.G201R



Pat_02 Post-Resistance CDCP1 64866 37 3 45153928 45153928 Missense_Mutation SNP G A 469 116 c.302C>T c.(301-303)TCA>TTA p.S101L

Pat_02 Post-Resistance KIF9 64147 37 3 47277934 47277934 Missense_Mutation SNP C T 4 102 c.2100G>A c.(2098-2100)ATG>ATA p.M700I

Pat_02 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 4 43 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_02 Post-Resistance BSN 8927 37 3 49699728 49699728 Missense_Mutation SNP T C 3 45 c.10450T>C c.(10450-10452)TCA>CCA p.S3484P

Pat_02 Post-Resistance CDHR4 389118 37 3 49836771 49836771 Missense_Mutation SNP G A 4 45 c.149C>T c.(148-150)ACA>ATA p.T50I

Pat_02 Post-Resistance DOCK3 1795 37 3 51263088 51263088 Missense_Mutation SNP C T 143 66 c.1261C>T c.(1261-1263)CGC>TGC p.R421C

Pat_02 Post-Resistance RBM15B 29890 37 3 51431274 51431274 Missense_Mutation SNP G A 4 36 c.2444G>A c.(2443-2445)GGT>GAT p.G815D

Pat_02 Post-Resistance NISCH 11188 37 3 52522296 52522296 Missense_Mutation SNP C T 4 161 c.2788C>T c.(2788-2790)CGT>TGT p.R930C

Pat_02 Post-Resistance ERC2 26059 37 3 55922487 55922487 Missense_Mutation SNP C T 177 50 c.2494G>A c.(2494-2496)GAA>AAA p.E832K

Pat_02 Post-Resistance NSUN3 63899 37 3 93845251 93845251 Missense_Mutation SNP T G 3 87 c.940T>G c.(940-942)TTA>GTA p.L314V

Pat_02 Post-Resistance ZPLD1 131368 37 3 102171787 102171787 Missense_Mutation SNP G T 4 100 c.131G>T c.(130-132)TGT>TTT p.C44F

Pat_02 Post-Resistance CD200R1 131450 37 3 112642585 112642585 Missense_Mutation SNP T C 62 25 c.917A>G c.(916-918)AAC>AGC p.N306S

Pat_02 Post-Resistance ADPRH 141 37 3 119301188 119301188 Missense_Mutation SNP G A 4 124 c.172G>A c.(172-174)GTG>ATG p.V58M

Pat_02 Post-Resistance MYLK 4638 37 3 123356964 123356964 Missense_Mutation SNP C T 4 97 c.4915G>A c.(4915-4917)GGC>AGC p.G1639S

Pat_02 Post-Resistance CCDC48 79825 37 3 128755927 128755927 Missense_Mutation SNP C A 3 18 c.1557C>A c.(1555-1557)GAC>GAA p.D519E

Pat_02 Post-Resistance NUDT16 131870 37 3 131101010 131101010 Missense_Mutation SNP G A 5 72 c.160G>A c.(160-162)GCT>ACT p.A54T

Pat_02 Post-Resistance LRRC31 79782 37 3 169569529 169569529 Missense_Mutation SNP G A 43 34 c.1037C>T c.(1036-1038)TCA>TTA p.S346L

Pat_02 Post-Resistance NAALADL2 254827 37 3 175184905 175184905 Missense_Mutation SNP G A 4 104 c.1466G>A c.(1465-1467)CGA>CAA p.R489Q

Pat_02 Post-Resistance FXR1 8087 37 3 180685998 180685998 Missense_Mutation SNP G A 4 147 c.1358G>A c.(1357-1359)CGA>CAA p.R453Q

Pat_02 Post-Resistance EIF2B5 8893 37 3 183855532 183855532 Missense_Mutation SNP C T 89 31 c.445C>T c.(445-447)CTT>TTT p.L149F

Pat_02 Post-Resistance ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 3 84 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_02 Post-Resistance TACC3 10460 37 4 1730378 1730378 Missense_Mutation SNP C T 115 70 c.1249C>T c.(1249-1251)CCG>TCG p.P417S

Pat_02 Post-Resistance GPR78 27201 37 4 8584263 8584263 Missense_Mutation SNP G A 4 69 c.674G>A c.(673-675)CGG>CAG p.R225Q

Pat_02 Post-Resistance BOD1L 259282 37 4 13603683 13603683 Missense_Mutation SNP T C 3 118 c.4841A>G c.(4840-4842)GAA>GGA p.E1614G

Pat_02 Post-Resistance LOC344967 344967 37 4 40045496 40045496 Missense_Mutation SNP A T 4 52 c.160T>A c.(160-162)TCC>ACC p.S54T

Pat_02 Post-Resistance UGT2A1 10941 37 4 70455304 70455304 Missense_Mutation SNP C T 166 71 c.1370G>A c.(1369-1371)CGA>CAA p.R457Q

Pat_02 Post-Resistance PRSS12 8492 37 4 119204150 119204150 Missense_Mutation SNP C T 5 293 c.2156G>A c.(2155-2157)CGA>CAA p.R719Q

Pat_02 Post-Resistance FAT4 79633 37 4 126336563 126336563 Missense_Mutation SNP G A 71 217 c.6445G>A c.(6445-6447)GAT>AAT p.D2149N

Pat_02 Post-Resistance PLK4 10733 37 4 128814897 128814897 Missense_Mutation SNP G A 80 462 c.2423G>A c.(2422-2424)GGT>GAT p.G808D

Pat_02 Post-Resistance TBC1D9 23158 37 4 141583078 141583078 Missense_Mutation SNP G A 5 66 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_02 Post-Resistance USP38 84640 37 4 144124642 144124642 Missense_Mutation SNP A C 134 86 c.1132A>C c.(1132-1134)ACA>CCA p.T378P

Pat_02 Post-Resistance DCHS2 54798 37 4 155157832 155157832 Missense_Mutation SNP C A 4 245 c.6607G>T c.(6607-6609)GTC>TTC p.V2203F

Pat_02 Post-Resistance FNIP2 57600 37 4 159790387 159790387 Missense_Mutation SNP G A 4 165 c.2599G>A c.(2599-2601)GGT>AGT p.G867S

Pat_02 Post-Resistance ODZ3 55714 37 4 183710474 183710474 Missense_Mutation SNP G A 37 85 c.5533G>A c.(5533-5535)GGA>AGA p.G1845R

Pat_02 Post-Resistance FAT1 2195 37 4 187557367 187557367 Missense_Mutation SNP C T 5 173 c.3995G>A c.(3994-3996)CGC>CAC p.R1332H

Pat_02 Post-Resistance ZFP42 132625 37 4 188924340 188924340 Missense_Mutation SNP G A 37 194 c.379G>A c.(379-381)GTA>ATA p.V127I

Pat_02 Post-Resistance DAB2 1601 37 5 39381588 39381588 Missense_Mutation SNP G A 4 237 c.1472C>T c.(1471-1473)GCT>GTT p.A491V

Pat_02 Post-Resistance CCL28 56477 37 5 43382119 43382119 Missense_Mutation SNP G A 4 111 c.227C>T c.(226-228)CCG>CTG p.P76L

Pat_02 Post-Resistance MAP3K1 4214 37 5 56161183 56161183 Missense_Mutation SNP G A 28 74 c.1052G>A c.(1051-1053)CGT>CAT p.R351H

Pat_02 Post-Resistance JMY 133746 37 5 78611961 78611961 Missense_Mutation SNP T A 5 75 c.2798T>A c.(2797-2799)GTA>GAA p.V933E

Pat_02 Post-Resistance CMYA5 202333 37 5 79027271 79027271 Missense_Mutation SNP C T 63 17 c.2683C>T c.(2683-2685)CCC>TCC p.P895S

Pat_02 Post-Resistance GPR98 84059 37 5 89986740 89986740 Missense_Mutation SNP G A 18 35 c.6833G>A c.(6832-6834)GGA>GAA p.G2278E

Pat_02 Post-Resistance ERAP2 64167 37 5 96224902 96224902 Missense_Mutation SNP C T 4 114 c.863C>T c.(862-864)GCA>GTA p.A288V

Pat_02 Post-Resistance DMXL1 1657 37 5 118469331 118469331 Missense_Mutation SNP G A 4 113 c.1712G>A c.(1711-1713)CGT>CAT p.R571H

Pat_02 Post-Resistance FBN2 2201 37 5 127645674 127645674 Splice_Site SNP C T 4 206 c.5200_splice c.e40+1 p.D1734_splice

Pat_02 Post-Resistance KIF20A 10112 37 5 137519758 137519758 Missense_Mutation SNP G A 4 135 c.1316G>A c.(1315-1317)CGC>CAC p.R439H

Pat_02 Post-Resistance PCDHA6 56142 37 5 140208464 140208464 Missense_Mutation SNP G A 31 76 c.788G>A c.(787-789)AGA>AAA p.R263K



Pat_02 Post-Resistance PCDHA8 56140 37 5 140221712 140221712 Missense_Mutation SNP C G 9 85 c.806C>G c.(805-807)CCG>CGG p.P269R

Pat_02 Post-Resistance PCDHA12 56137 37 5 140255196 140255196 Missense_Mutation SNP C T 104 26 c.139C>T c.(139-141)CGC>TGC p.R47C

Pat_02 Post-Resistance PCDHGA11 56105 37 5 140802136 140802136 Missense_Mutation SNP G A 5 263 c.1342G>A c.(1342-1344)GAT>AAT p.D448N

Pat_02 Post-Resistance PDGFRB 5159 37 5 149497218 149497218 Missense_Mutation SNP C A 5 144 c.3100G>T c.(3100-3102)GAC>TAC p.D1034Y

Pat_02 Post-Resistance TNIP1 10318 37 5 150413198 150413198 Missense_Mutation SNP G A 4 113 c.1750C>T c.(1750-1752)CCA>TCA p.P584S

Pat_02 Post-Resistance GABRA6 2559 37 5 161113333 161113333 Missense_Mutation SNP C T 67 118 c.136C>T c.(136-138)CGG>TGG p.R46W

Pat_02 Post-Resistance ODZ2 57451 37 5 167689471 167689471 Missense_Mutation SNP A G 2 5 c.7954A>G c.(7954-7956)AGG>GGG p.R2652G

Pat_02 Post-Resistance STK10 6793 37 5 171471996 171471996 Missense_Mutation SNP G A 4 131 c.2797C>T c.(2797-2799)CGG>TGG p.R933W

Pat_02 Post-Resistance PDLIM7 9260 37 5 176911119 176911119 Missense_Mutation SNP G A 4 144 c.1123C>T c.(1123-1125)CGG>TGG p.R375W

Pat_02 Post-Resistance DOK3 79930 37 5 176936820 176936820 Missense_Mutation SNP G A 5 99 c.34C>T c.(34-36)CGT>TGT p.R12C

Pat_02 Post-Resistance RASGEF1C 255426 37 5 179554673 179554673 Missense_Mutation SNP C A 37 12 c.650G>T c.(649-651)CGG>CTG p.R217L

Pat_02 Post-Resistance PRSS16 10279 37 6 27215684 27215684 Nonsense_Mutation SNP G T 42 91 c.94G>T c.(94-96)GAG>TAG p.E32*

Pat_02 Post-Resistance ZNF323 64288 37 6 28294491 28294491 Missense_Mutation SNP T C 93 154 c.673A>G c.(673-675)AAG>GAG p.K225E

Pat_02 Post-Resistance GPX6 257202 37 6 28472193 28472193 Nonsense_Mutation SNP C T 67 74 c.542G>A c.(541-543)TGG>TAG p.W181*

Pat_02 Post-Resistance TREM1 54210 37 6 41250190 41250190 Nonsense_Mutation SNP G A 40 56 c.349C>T c.(349-351)CAG>TAG p.Q117*

Pat_02 Post-Resistance TRERF1 55809 37 6 42236589 42236589 Missense_Mutation SNP C T 80 123 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_02 Post-Resistance TTBK1 84630 37 6 43226814 43226814 Missense_Mutation SNP G A 4 99 c.1055G>A c.(1054-1056)CGG>CAG p.R352Q

Pat_02 Post-Resistance SLC22A7 10864 37 6 43271969 43271969 Missense_Mutation SNP G A 4 140 c.1579G>A c.(1579-1581)GTG>ATG p.V527M

Pat_02 Post-Resistance XPO5 57510 37 6 43535029 43535029 Nonsense_Mutation SNP C T 41 45 c.711G>A c.(709-711)TGG>TGA p.W237*

Pat_02 Post-Resistance RIMS1 22999 37 6 73000460 73000460 Missense_Mutation SNP T A 65 156 c.3633T>A c.(3631-3633)CAT>CAA p.H1211Q

Pat_02 Post-Resistance COL12A1 1303 37 6 75843624 75843624 Missense_Mutation SNP G A 59 267 c.5614C>T c.(5614-5616)CGT>TGT p.R1872C

Pat_02 Post-Resistance PPIL6 285755 37 6 109748299 109748299 Missense_Mutation SNP C T 16 20 c.481G>A c.(481-483)GAG>AAG p.E161K

Pat_02 Post-Resistance MAD1L1 8379 37 7 2188797 2188797 Missense_Mutation SNP C T 4 90 c.1063G>A c.(1063-1065)GTC>ATC p.V355I

Pat_02 Post-Resistance CARD11 84433 37 7 2977639 2977639 Missense_Mutation SNP G A 5 306 c.1045C>T c.(1045-1047)CTC>TTC p.L349F

Pat_02 Post-Resistance MEOX2 4223 37 7 15652223 15652223 Missense_Mutation SNP A C 84 99 c.704T>G c.(703-705)TTC>TGC p.F235C

Pat_02 Post-Resistance INMT 11185 37 7 30795310 30795310 Missense_Mutation SNP C T 64 92 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_02 Post-Resistance BBS9 27241 37 7 33312736 33312736 Missense_Mutation SNP A G 119 163 c.815A>G c.(814-816)AAG>AGG p.K272R

Pat_02 Post-Resistance BMPER 168667 37 7 34192733 34192733 Missense_Mutation SNP G A 192 281 c.1906G>A c.(1906-1908)GAT>AAT p.D636N

Pat_02 Post-Resistance SAMD9L 219285 37 7 92762896 92762896 Missense_Mutation SNP G A 103 214 c.2389C>T c.(2389-2391)CCT>TCT p.P797S

Pat_02 Post-Resistance CCDC132 55610 37 7 92938190 92938190 Missense_Mutation SNP G T 5 264 c.1684G>T c.(1684-1686)GAT>TAT p.D562Y

Pat_02 Post-Resistance TRRAP 8295 37 7 98581022 98581022 Missense_Mutation SNP G A 5 300 c.8941G>A c.(8941-8943)GTG>ATG p.V2981M

Pat_02 Post-Resistance CYP3A7 1551 37 7 99306869 99306869 Missense_Mutation SNP C T 68 50 c.1042G>A c.(1042-1044)GAT>AAT p.D348N

Pat_02 Post-Resistance MUC17 140453 37 7 100678524 100678524 Missense_Mutation SNP G A 259 527 c.3827G>A c.(3826-3828)GGA>GAA p.G1276E

Pat_02 Post-Resistance PLOD3 8985 37 7 100854914 100854914 Missense_Mutation SNP G A 7 51 c.1316C>T c.(1315-1317)GCC>GTC p.A439V

Pat_02 Post-Resistance LRWD1 222229 37 7 102113015 102113015 Missense_Mutation SNP C T 4 55 c.1649C>T c.(1648-1650)TCG>TTG p.S550L

Pat_02 Post-Resistance RELN 5649 37 7 103293071 103293071 Missense_Mutation SNP G A 152 139 c.1690C>T c.(1690-1692)CTC>TTC p.L564F

Pat_02 Post-Resistance PIK3CG 5294 37 7 106509799 106509799 Nonsense_Mutation SNP G A 105 280 c.1793G>A c.(1792-1794)TGG>TAG p.W598*

Pat_02 Post-Resistance MET 4233 37 7 116409720 116409720 Missense_Mutation SNP G A 4 163 c.2605G>A c.(2605-2607)GCA>ACA p.A869T

Pat_02 Post-Resistance WNT2 7472 37 7 116955208 116955208 Missense_Mutation SNP G A 6 306 c.505C>T c.(505-507)CGC>TGC p.R169C

Pat_02 Post-Resistance CADPS2 93664 37 7 122001057 122001057 Missense_Mutation SNP A C 29 83 c.3398T>G c.(3397-3399)GTG>GGG p.V1133G

Pat_02 Post-Resistance DENND2A 27147 37 7 140221853 140221853 Missense_Mutation SNP G A 5 215 c.2713C>T c.(2713-2715)CGC>TGC p.R905C

Pat_02 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 673 123 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_02 Post-Resistance TRY6 154754 37 7 142482242 142482242 Missense_Mutation SNP G A 10 122 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_02 Post-Resistance ABP1 26 37 7 150554789 150554789 Missense_Mutation SNP C T 101 108 c.1231C>T c.(1231-1233)CAT>TAT p.H411Y

Pat_02 Post-Resistance RP1L1 94137 37 8 10466247 10466247 Missense_Mutation SNP C A 87 137 c.5361G>T c.(5359-5361)TTG>TTT p.L1787F

Pat_02 Post-Resistance FAM86B1 85002 37 8 12042891 12042891 Missense_Mutation SNP C T 6 131 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_02 Post-Resistance ADAM28 10863 37 8 24187552 24187552 Missense_Mutation SNP C A 6 141 c.1027C>A c.(1027-1029)CAC>AAC p.H343N



Pat_02 Post-Resistance TRIM35 23087 37 8 27145096 27145096 Missense_Mutation SNP T G 7 7 c.1453A>C c.(1453-1455)ATC>CTC p.I485L

Pat_02 Post-Resistance RP1 6101 37 8 55540842 55540842 Missense_Mutation SNP C T 33 71 c.4400C>T c.(4399-4401)TCT>TTT p.S1467F

Pat_02 Post-Resistance UBXN2B 137886 37 8 59345791 59345791 Missense_Mutation SNP C A 6 401 c.412C>A c.(412-414)CAG>AAG p.Q138K

Pat_02 Post-Resistance HNF4G 3174 37 8 76476288 76476288 Missense_Mutation SNP C T 135 193 c.1184C>T c.(1183-1185)TCA>TTA p.S395L

Pat_02 Post-Resistance ZFHX4 79776 37 8 77767909 77767909 Missense_Mutation SNP C T 24 48 c.8617C>T c.(8617-8619)CCC>TCC p.P2873S

Pat_02 Post-Resistance RIMS2 9699 37 8 105001576 105001576 Missense_Mutation SNP G A 6 457 c.2305G>A c.(2305-2307)GGA>AGA p.G769R

Pat_02 Post-Resistance ZFPM2 23414 37 8 106813502 106813502 Missense_Mutation SNP G A 115 175 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_02 Post-Resistance KLHL38 340359 37 8 124664485 124664485 Missense_Mutation SNP G A 5 302 c.682C>T c.(682-684)CAC>TAC p.H228Y

Pat_02 Post-Resistance KCNQ3 3786 37 8 133492560 133492560 Missense_Mutation SNP G A 3 27 c.220C>T c.(220-222)CGC>TGC p.R74C

Pat_02 Post-Resistance FAM135B 51059 37 8 139164008 139164008 Missense_Mutation SNP G A 4 246 c.2710C>T c.(2710-2712)CCA>TCA p.P904S

Pat_02 Post-Resistance EPPK1 83481 37 8 144943163 144943163 Missense_Mutation SNP C T 4 132 c.4259G>A c.(4258-4260)CGC>CAC p.R1420H

Pat_02 Post-Resistance OPLAH 26873 37 8 145112821 145112821 Missense_Mutation SNP C G 3 50 c.1094G>C c.(1093-1095)GGC>GCC p.G365A

Pat_02 Post-Resistance NFKBIL2 4796 37 8 145659473 145659473 Missense_Mutation SNP G A 4 73 c.3275C>T c.(3274-3276)GCT>GTT p.A1092V

Pat_02 Post-Resistance GPT 2875 37 8 145729775 145729775 Missense_Mutation SNP G A 4 106 c.88G>A c.(88-90)GTG>ATG p.V30M

Pat_02 Post-Resistance PTPRD 5789 37 9 8518175 8518175 Missense_Mutation SNP C T 331 54 c.1216G>A c.(1216-1218)GAA>AAA p.E406K

Pat_02 Post-Resistance KIAA1797 54914 37 9 20881874 20881874 Missense_Mutation SNP G T 4 200 c.2322G>T c.(2320-2322)TTG>TTT p.L774F

Pat_02 Post-Resistance PTENP1 11191 37 9 33676158 33676158 Missense_Mutation SNP C A 38 36 c.390G>T c.(388-390)AAG>AAT p.K130N

Pat_02 Post-Resistance SEMA4D 10507 37 9 92002306 92002306 Missense_Mutation SNP C T 4 146 c.1325G>A c.(1324-1326)AGC>AAC p.S442N

Pat_02 Post-Resistance TEX10 54881 37 9 103066078 103066078 Nonsense_Mutation SNP G A 4 230 c.2512C>T c.(2512-2514)CGA>TGA p.R838*

Pat_02 Post-Resistance ST6GALNAC4 27090 37 9 130677018 130677018 Missense_Mutation SNP C T 54 6 c.115G>A c.(115-117)GAC>AAC p.D39N

Pat_02 Post-Resistance LAMC3 10319 37 9 133911584 133911584 Missense_Mutation SNP G A 4 165 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_02 Post-Resistance COL5A1 1289 37 9 137688743 137688744 Missense_Mutation DNP CC GT 38 16 c.2894_2895CC>GTc.(2893-2895)CCC>CGT p.P965R

Pat_02 Post-Resistance CACNA1B 774 37 9 140851279 140851279 Missense_Mutation SNP G A 4 119 c.1243G>A c.(1243-1245)GTG>ATG p.V415M

Pat_02 Post-Resistance CACNA1B 774 37 9 141014668 141014668 Missense_Mutation SNP C T 3 13 c.6082C>T c.(6082-6084)CGG>TGG p.R2028W

Pat_02 Post-Resistance FRMPD4 9758 37 X 12693004 12693004 Missense_Mutation SNP C T 4 174 c.445C>T c.(445-447)CTC>TTC p.L149F

Pat_02 Post-Resistance MAGEB4 4115 37 X 30261045 30261045 Missense_Mutation SNP C T 67 13 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_02 Post-Resistance CXorf22 170063 37 X 35993821 35993821 Missense_Mutation SNP G A 113 23 c.2504G>A c.(2503-2505)AGT>AAT p.S835N

Pat_02 Post-Resistance CXorf36 79742 37 X 45051207 45051207 Missense_Mutation SNP G A 37 5 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_02 Post-Resistance SUV39H1 6839 37 X 48558860 48558860 Nonsense_Mutation SNP G T 4 117 c.544G>T c.(544-546)GAG>TAG p.E182*

Pat_02 Post-Resistance PQBP1 10084 37 X 48760219 48760219 Missense_Mutation SNP C T 3 21 c.656C>T c.(655-657)ACA>ATA p.T219I

Pat_02 Post-Resistance CCNB3 85417 37 X 50089666 50089666 Missense_Mutation SNP C T 136 21 c.3670C>T c.(3670-3672)CGT>TGT p.R1224C

Pat_02 Post-Resistance HUWE1 10075 37 X 53571556 53571556 Missense_Mutation SNP C T 3 44 c.11216G>A c.(11215-11217)CGG>CAG p.R3739Q

Pat_02 Post-Resistance EDA2R 60401 37 X 65835823 65835823 Missense_Mutation SNP G A 39 34 c.40C>T c.(40-42)CGG>TGG p.R14W

Pat_02 Post-Resistance ERCC6L 54821 37 X 71427913 71427913 Missense_Mutation SNP G A 4 113 c.704C>T c.(703-705)ACC>ATC p.T235I

Pat_02 Post-Resistance MCART6 401612 37 X 103349781 103349781 Missense_Mutation SNP G A 4 96 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_02 Post-Resistance AKAP14 158798 37 X 119048672 119048672 Missense_Mutation SNP C T 4 56 c.272C>T c.(271-273)TCT>TTT p.S91F

Pat_02 Post-Resistance DCAF12L2 340578 37 X 125299771 125299771 Missense_Mutation SNP G A 4 32 c.137C>T c.(136-138)GCG>GTG p.A46V

Pat_02 Post-Resistance PASD1 139135 37 X 150844497 150844497 Missense_Mutation SNP G A 133 34 c.2204G>A c.(2203-2205)GGA>GAA p.G735E

Pat_02 Post-Resistance ATP2B3 492 37 X 152845623 152845623 Missense_Mutation SNP C T 151 19 c.3530C>T c.(3529-3531)CCG>CTG p.P1177L

Pat_02 Post-Resistance TAZ 6901 37 X 153649015 153649015 Missense_Mutation SNP G A 4 170 c.718G>A c.(718-720)GGG>AGG p.G240R

Pat_02 Post-Resistance PLXNA3 55558 37 X 153690600 153690600 Missense_Mutation SNP C A 5 121 c.1267C>A c.(1267-1269)CGC>AGC p.R423S

Pat_05 Pre-Treatment SCNN1D 6339 37 1 1226943 1226943 Missense_Mutation SNP G A 9 11 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_05 Pre-Treatment LRRC47 57470 37 1 3703694 3703694 Missense_Mutation SNP C T 4 157 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_05 Pre-Treatment DFFB 1677 37 1 3786321 3786321 Missense_Mutation SNP A C 10 37 c.663A>C c.(661-663)GAA>GAC p.E221D

Pat_05 Pre-Treatment PIK3CD 5293 37 1 9783205 9783205 Missense_Mutation SNP C T 277 330 c.2449C>T c.(2449-2451)CCC>TCC p.P817S

Pat_05 Pre-Treatment LOC649330 649330 37 1 12907865 12907865 Missense_Mutation SNP C T 42 256 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_05 Pre-Treatment CLCNKA 1187 37 1 16351384 16351384 Missense_Mutation SNP G A 66 55 c.356G>A c.(355-357)GGA>GAA p.G119E



Pat_05 Pre-Treatment EIF4G3 8672 37 1 21299593 21299593 Splice_Site SNP C T 36 149 c.326_splice c.e6-1 p.G109_splice

Pat_05 Pre-Treatment NBPF3 84224 37 1 21798156 21798156 Missense_Mutation SNP C G 4 287 c.541C>G c.(541-543)CAG>GAG p.Q181E

Pat_05 Pre-Treatment HSPG2 3339 37 1 22172603 22172603 Missense_Mutation SNP G A 5 205 c.8462C>T c.(8461-8463)CCC>CTC p.P2821L

Pat_05 Pre-Treatment PDIK1L 149420 37 1 26448998 26448998 Missense_Mutation SNP G A 6 245 c.956G>A c.(955-957)CGT>CAT p.R319H

Pat_05 Pre-Treatment SFN 2810 37 1 27189752 27189752 Missense_Mutation SNP G A 5 168 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_05 Pre-Treatment FAM46B 115572 37 1 27333219 27333219 Missense_Mutation SNP G A 6 560 c.494C>T c.(493-495)ACG>ATG p.T165M

Pat_05 Pre-Treatment ZBTB8A 653121 37 1 33058747 33058747 Missense_Mutation SNP C T 71 229 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_05 Pre-Treatment EIF2C4 192670 37 1 36288575 36288575 Missense_Mutation SNP C T 5 337 c.298C>T c.(298-300)CGG>TGG p.R100W

Pat_05 Pre-Treatment EPHA10 284656 37 1 38227610 38227611 Missense_Mutation DNP TG CT 119 143 c.316_317CA>AG c.(316-318)CAG>AGG p.Q106R

Pat_05 Pre-Treatment MACF1 23499 37 1 39765970 39765970 Missense_Mutation SNP G A 5 274 c.2585G>A c.(2584-2586)AGT>AAT p.S862N

Pat_05 Pre-Treatment TMCO2 127391 37 1 40713883 40713883 Missense_Mutation SNP G A 79 87 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_05 Pre-Treatment EBNA1BP2 10969 37 1 43630421 43630421 Nonsense_Mutation SNP T A 82 74 c.763A>T c.(763-765)AAA>TAA p.K255*

Pat_05 Pre-Treatment PTPRF 5792 37 1 44069738 44069738 Missense_Mutation SNP G A 4 123 c.2915G>A c.(2914-2916)CGC>CAC p.R972H

Pat_05 Pre-Treatment CYP4Z1 199974 37 1 47571867 47571867 Missense_Mutation SNP G A 116 109 c.1135G>A c.(1135-1137)GTA>ATA p.V379I

Pat_05 Pre-Treatment TAL1 6886 37 1 47689711 47689711 Missense_Mutation SNP C T 4 299 c.506G>A c.(505-507)AGG>AAG p.R169K

Pat_05 Pre-Treatment INADL 10207 37 1 62614022 62614022 Missense_Mutation SNP C T 150 194 c.5338C>T c.(5338-5340)CTT>TTT p.L1780F

Pat_05 Pre-Treatment ROR1 4919 37 1 64608246 64608246 Missense_Mutation SNP C T 4 236 c.1087C>T c.(1087-1089)CGC>TGC p.R363C

Pat_05 Pre-Treatment RPE65 6121 37 1 68912507 68912507 Missense_Mutation SNP C T 31 191 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Pre-Treatment SLC44A5 204962 37 1 75708697 75708697 Splice_Site SNP C T 57 67 c.346_splice c.e8-1 p.I116_splice

Pat_05 Pre-Treatment AMPD2 271 37 1 110172946 110172946 Missense_Mutation SNP G A 6 571 c.2237G>A c.(2236-2238)CGG>CAG p.R746Q

Pat_05 Pre-Treatment KCND3 3752 37 1 112525062 112525062 Missense_Mutation SNP T C 47 57 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_05 Pre-Treatment SYT6 148281 37 1 114680572 114680572 Missense_Mutation SNP G A 4 136 c.361C>T c.(361-363)CGC>TGC p.R121C

Pat_05 Pre-Treatment CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 22 66 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_05 Pre-Treatment HMGCS2 3158 37 1 120302578 120302579 Missense_Mutation DNP GG AA 25 45 c.593_594CC>TT c.(592-594)GCC>GTT p.A198V

Pat_05 Pre-Treatment NOTCH2 4853 37 1 120458306 120458306 Missense_Mutation SNP G A 6 420 c.7039C>T c.(7039-7041)CGT>TGT p.R2347C

Pat_05 Pre-Treatment NOTCH2 4853 37 1 120461053 120461053 Missense_Mutation SNP C T 74 273 c.5905G>A c.(5905-5907)GAT>AAT p.D1969N

Pat_05 Pre-Treatment CA14 23632 37 1 150236277 150236277 Missense_Mutation SNP G A 5 411 c.947G>A c.(946-948)CGG>CAG p.R316Q

Pat_05 Pre-Treatment ECM1 1893 37 1 150482217 150482217 Missense_Mutation SNP C T 143 272 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_05 Pre-Treatment TCHHL1 126637 37 1 152058383 152058383 Missense_Mutation SNP G T 47 342 c.1775C>A c.(1774-1776)CCA>CAA p.P592Q

Pat_05 Pre-Treatment RPTN 126638 37 1 152129112 152129112 Missense_Mutation SNP C T 353 480 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_05 Pre-Treatment NES 10763 37 1 156642586 156642586 Missense_Mutation SNP G A 110 199 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_05 Pre-Treatment ARHGEF11 9826 37 1 156909613 156909613 Missense_Mutation SNP T C 34 80 c.3703A>G c.(3703-3705)ACA>GCA p.T1235A

Pat_05 Pre-Treatment FCRL5 83416 37 1 157508968 157508968 Missense_Mutation SNP G A 32 55 c.1310C>T c.(1309-1311)TCT>TTT p.S437F

Pat_05 Pre-Treatment FCRL4 83417 37 1 157559113 157559113 Missense_Mutation SNP C A 5 169 c.188G>T c.(187-189)TGG>TTG p.W63L

Pat_05 Pre-Treatment FCRL1 115350 37 1 157771292 157771292 Missense_Mutation SNP G A 4 167 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_05 Pre-Treatment CD1C 911 37 1 158261967 158261967 Nonsense_Mutation SNP T A 170 180 c.422T>A c.(421-423)TTA>TAA p.L141*

Pat_05 Pre-Treatment FCRL6 343413 37 1 159779435 159779435 Missense_Mutation SNP C T 73 105 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_05 Pre-Treatment IGSF8 93185 37 1 160062228 160062228 Missense_Mutation SNP G A 4 129 c.1570C>T c.(1570-1572)CCC>TCC p.P524S

Pat_05 Pre-Treatment NR1I3 9970 37 1 161200970 161200970 Nonsense_Mutation SNP G A 27 64 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_05 Pre-Treatment DUSP12 11266 37 1 161722242 161722242 Missense_Mutation SNP G A 271 363 c.662G>A c.(661-663)TGT>TAT p.C221Y

Pat_05 Pre-Treatment TNR 7143 37 1 175331865 175331865 Missense_Mutation SNP C T 87 208 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_05 Pre-Treatment TNR 7143 37 1 175334197 175334197 Missense_Mutation SNP C A 4 163 c.2536G>T c.(2536-2538)GCT>TCT p.A846S

Pat_05 Pre-Treatment IVNS1ABP 10625 37 1 185274667 185274667 Splice_Site SNP C T 6 465 c.765_splice c.e8+1 p.Q255_splice

Pat_05 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 7 291 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_05 Pre-Treatment PRG4 10216 37 1 186276169 186276169 Missense_Mutation SNP C A 7 154 c.1318C>A c.(1318-1320)CCC>ACC p.P440T

Pat_05 Pre-Treatment CR1 1378 37 1 207741267 207741267 Missense_Mutation SNP G A 6 654 c.2701G>A c.(2701-2703)GAC>AAC p.D901N

Pat_05 Pre-Treatment GPATCH2 55105 37 1 217622647 217622647 Missense_Mutation SNP G A 6 425 c.1310C>T c.(1309-1311)ACG>ATG p.T437M



Pat_05 Pre-Treatment DISP1 84976 37 1 223178708 223178709 Missense_Mutation DNP GG AA 68 168 c.3969_3970GG>AAc.(3967-3972)GAGGGC>GAAAGCp.G1324S

Pat_05 Pre-Treatment OBSCN 84033 37 1 228557681 228557681 Missense_Mutation SNP G A 5 304 c.20006G>A c.(20005-20007)CGT>CAT p.R6669H

Pat_05 Pre-Treatment MTR 4548 37 1 236979830 236979831 Missense_Mutation DNP GG AA 167 212 c.751_752GG>AA c.(751-753)GGA>AAA p.G251K

Pat_05 Pre-Treatment MTR 4548 37 1 237044081 237044081 Missense_Mutation SNP C T 4 305 c.2621C>T c.(2620-2622)CCG>CTG p.P874L

Pat_05 Pre-Treatment TRIM58 25893 37 1 248039457 248039457 Missense_Mutation SNP C T 84 184 c.1127C>T c.(1126-1128)TCT>TTT p.S376F

Pat_05 Pre-Treatment PTER 9317 37 10 16553071 16553071 Missense_Mutation SNP G A 3 41 c.866G>A c.(865-867)TGT>TAT p.C289Y

Pat_05 Pre-Treatment PTCHD3 374308 37 10 27688070 27688070 Missense_Mutation SNP G A 4 200 c.1457C>T c.(1456-1458)GCG>GTG p.A486V

Pat_05 Pre-Treatment ZNF438 220929 37 10 31139194 31139194 Missense_Mutation SNP G A 4 293 c.140C>T c.(139-141)ACG>ATG p.T47M

Pat_05 Pre-Treatment ITGB1 3688 37 10 33200994 33200994 Missense_Mutation SNP C T 4 186 c.1528G>A c.(1528-1530)GAA>AAA p.E510K

Pat_05 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 5 116 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_05 Pre-Treatment RASSF4 83937 37 10 45465703 45465703 Missense_Mutation SNP C T 157 114 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_05 Pre-Treatment GPRIN2 9721 37 10 46999128 46999128 Missense_Mutation SNP G A 4 29 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_05 Pre-Treatment HNRNPH3 3189 37 10 70098394 70098394 Missense_Mutation SNP G A 5 479 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_05 Pre-Treatment CCAR1 55749 37 10 70551009 70551009 Missense_Mutation SNP G T 4 205 c.3439G>T c.(3439-3441)GGT>TGT p.G1147C

Pat_05 Pre-Treatment HK1 3098 37 10 71129293 71129293 Missense_Mutation SNP C T 98 34 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_05 Pre-Treatment NPFFR1 64106 37 10 72020400 72020400 Missense_Mutation SNP C T 13 9 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_05 Pre-Treatment UNC5B 219699 37 10 73050752 73050752 Missense_Mutation SNP G A 6 384 c.1180G>A c.(1180-1182)GTG>ATG p.V394M

Pat_05 Pre-Treatment CDH23 64072 37 10 73537617 73537617 Missense_Mutation SNP G A 4 80 c.5026G>A c.(5026-5028)GCA>ACA p.A1676T

Pat_05 Pre-Treatment SH2D4B 387694 37 10 82363523 82363523 Missense_Mutation SNP C G 4 33 c.832C>G c.(832-834)CTG>GTG p.L278V

Pat_05 Pre-Treatment GPAM 57678 37 10 113926167 113926167 Missense_Mutation SNP G A 79 61 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_05 Pre-Treatment TCF7L2 6934 37 10 114901057 114901057 Missense_Mutation SNP G A 32 96 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_05 Pre-Treatment PNLIPRP1 5407 37 10 118352022 118352022 Missense_Mutation SNP G A 78 44 c.299G>A c.(298-300)GGA>GAA p.G100E

Pat_05 Pre-Treatment C10orf84 63877 37 10 120070744 120070744 Nonsense_Mutation SNP G A 4 144 c.625C>T c.(625-627)CGA>TGA p.R209*

Pat_05 Pre-Treatment EIF3A 8661 37 10 120801755 120801755 Missense_Mutation SNP T A 7 465 c.3277A>T c.(3277-3279)ATG>TTG p.M1093L

Pat_05 Pre-Treatment TACC2 10579 37 10 123842215 123842215 Missense_Mutation SNP G C 3 77 c.200G>C c.(199-201)AGC>ACC p.S67T

Pat_05 Pre-Treatment CPXM2 119587 37 10 125516869 125516869 Splice_Site SNP C T 5 263 c.1778_splice c.e12-1 p.S593_splice

Pat_05 Pre-Treatment RIC8A 60626 37 11 212899 212899 Missense_Mutation SNP C T 4 76 c.1273C>T c.(1273-1275)CTC>TTC p.L425F

Pat_05 Pre-Treatment ATHL1 80162 37 11 293177 293177 Missense_Mutation SNP G A 5 475 c.1285G>A c.(1285-1287)GAC>AAC p.D429N

Pat_05 Pre-Treatment KRTAP5-4 387267 37 11 1642992 1642992 Missense_Mutation SNP C T 4 130 c.470G>A c.(469-471)TGT>TAT p.C157Y

Pat_05 Pre-Treatment HBBP1 3044 37 11 5264439 5264439 Missense_Mutation SNP G A 33 10 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_05 Pre-Treatment CNGA4 1262 37 11 6261640 6261640 Missense_Mutation SNP C T 5 149 c.616C>T c.(616-618)CCC>TCC p.P206S

Pat_05 Pre-Treatment SPON1 10418 37 11 14287201 14287201 Missense_Mutation SNP G A 25 10 c.2392G>A c.(2392-2394)GAG>AAG p.E798K

Pat_05 Pre-Treatment TRAF6 7189 37 11 36518686 36518686 Missense_Mutation SNP G A 5 189 c.578C>T c.(577-579)GCT>GTT p.A193V

Pat_05 Pre-Treatment OR4C13 283092 37 11 49974799 49974799 Missense_Mutation SNP G A 97 64 c.825G>A c.(823-825)ATG>ATA p.M275I

Pat_05 Pre-Treatment DDB1 1642 37 11 61068382 61068382 Missense_Mutation SNP G A 4 152 c.3238C>T c.(3238-3240)CGG>TGG p.R1080W

Pat_05 Pre-Treatment DAK 26007 37 11 61106607 61106607 Missense_Mutation SNP G A 5 110 c.263G>A c.(262-264)AGC>AAC p.S88N

Pat_05 Pre-Treatment FADS3 3995 37 11 61646018 61646018 Missense_Mutation SNP G A 4 137 c.713C>T c.(712-714)GCG>GTG p.A238V

Pat_05 Pre-Treatment CDC42BPG 55561 37 11 64599058 64599058 Missense_Mutation SNP G A 4 75 c.3223C>T c.(3223-3225)CCC>TCC p.P1075S

Pat_05 Pre-Treatment MUS81 80198 37 11 65632028 65632028 Missense_Mutation SNP G A 4 166 c.1120G>A c.(1120-1122)GTC>ATC p.V374I

Pat_05 Pre-Treatment SPTBN2 6712 37 11 66468356 66468356 Missense_Mutation SNP G A 3 41 c.3214C>T c.(3214-3216)CGC>TGC p.R1072C

Pat_05 Pre-Treatment PITPNM1 9600 37 11 67262337 67262337 Missense_Mutation SNP G A 6 382 c.2722C>T c.(2722-2724)CGC>TGC p.R908C

Pat_05 Pre-Treatment LRP5 4041 37 11 68191091 68191091 Missense_Mutation SNP C G 4 155 c.3162C>G c.(3160-3162)AGC>AGG p.S1054R

Pat_05 Pre-Treatment LRP5 4041 37 11 68205968 68205968 Missense_Mutation SNP C T 72 39 c.4166C>T c.(4165-4167)CCC>CTC p.P1389L

Pat_05 Pre-Treatment CPT1A 1374 37 11 68562334 68562334 Missense_Mutation SNP C T 4 228 c.817G>A c.(817-819)GGC>AGC p.G273S

Pat_05 Pre-Treatment SHANK2 22941 37 11 70331942 70331942 Missense_Mutation SNP C T 3 39 c.4456G>A c.(4456-4458)GTC>ATC p.V1486I

Pat_05 Pre-Treatment PDE2A 5138 37 11 72299879 72299879 Missense_Mutation SNP G A 5 116 c.1019C>T c.(1018-1020)ACT>ATT p.T340I

Pat_05 Pre-Treatment ARAP1 116985 37 11 72397100 72397100 Missense_Mutation SNP G A 4 118 c.4322C>T c.(4321-4323)GCG>GTG p.A1441V



Pat_05 Pre-Treatment RSF1 51773 37 11 77378399 77378399 Missense_Mutation SNP G A 4 177 c.3889C>T c.(3889-3891)CGC>TGC p.R1297C

Pat_05 Pre-Treatment GAB2 9846 37 11 77937876 77937876 Missense_Mutation SNP C T 4 180 c.842G>A c.(841-843)AGC>AAC p.S281N

Pat_05 Pre-Treatment HEPHL1 341208 37 11 93826703 93826703 Nonsense_Mutation SNP G A 167 119 c.2331G>A c.(2329-2331)TGG>TGA p.W777*

Pat_05 Pre-Treatment CNTN5 53942 37 11 100061987 100061987 Splice_Site SNP T C 32 23 c.1708_splice c.e14+2 p.E570_splice

Pat_05 Pre-Treatment YAP1 10413 37 11 102033218 102033218 Missense_Mutation SNP C T 304 208 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_05 Pre-Treatment SIK2 23235 37 11 111574103 111574103 Nonsense_Mutation SNP C T 4 221 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_05 Pre-Treatment ALG9 79796 37 11 111728344 111728344 Missense_Mutation SNP G A 4 174 c.682C>T c.(682-684)CCA>TCA p.P228S

Pat_05 Pre-Treatment REXO2 25996 37 11 114314636 114314636 Missense_Mutation SNP G A 4 59 c.290G>A c.(289-291)TGT>TAT p.C97Y

Pat_05 Pre-Treatment FAM55D 54827 37 11 114451024 114451024 Missense_Mutation SNP C A 4 176 c.929G>T c.(928-930)GGA>GTA p.G310V

Pat_05 Pre-Treatment UBE4A 9354 37 11 118244386 118244386 Missense_Mutation SNP G A 4 89 c.1102G>A c.(1102-1104)GCC>ACC p.A368T

Pat_05 Pre-Treatment GRIK4 2900 37 11 120732828 120732828 Missense_Mutation SNP C T 4 173 c.905C>T c.(904-906)GCG>GTG p.A302V

Pat_05 Pre-Treatment NCAPD3 23310 37 11 134038828 134038828 Missense_Mutation SNP A G 45 63 c.3223T>C c.(3223-3225)TTC>CTC p.F1075L

Pat_05 Pre-Treatment WNK1 65125 37 12 988911 988911 Missense_Mutation SNP C T 6 595 c.2546C>T c.(2545-2547)CCT>CTT p.P849L

Pat_05 Pre-Treatment MLF2 8079 37 12 6861201 6861201 Missense_Mutation SNP G A 4 237 c.70C>T c.(70-72)CGT>TGT p.R24C

Pat_05 Pre-Treatment GDF3 9573 37 12 7842689 7842689 Missense_Mutation SNP G A 42 93 c.880C>T c.(880-882)CAT>TAT p.H294Y

Pat_05 Pre-Treatment A2M 2 37 12 9254150 9254150 Missense_Mutation SNP G A 4 145 c.1387C>T c.(1387-1389)CCC>TCC p.P463S

Pat_05 Pre-Treatment BCL2L14 79370 37 12 12232613 12232613 Missense_Mutation SNP C T 5 331 c.374C>T c.(373-375)TCG>TTG p.S125L

Pat_05 Pre-Treatment RPL13AP20 387841 37 12 13028826 13028826 Missense_Mutation SNP G A 5 32 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_05 Pre-Treatment KIAA1467 57613 37 12 13215874 13215874 Nonsense_Mutation SNP C T 134 552 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_05 Pre-Treatment ARHGDIB 397 37 12 15095590 15095590 Missense_Mutation SNP G A 83 120 c.472C>T c.(472-474)CCA>TCA p.P158S

Pat_05 Pre-Treatment KIAA0528 9847 37 12 22627777 22627777 Missense_Mutation SNP G A 5 275 c.1951C>T c.(1951-1953)CGC>TGC p.R651C

Pat_05 Pre-Treatment C12orf71 728858 37 12 27234382 27234382 Missense_Mutation SNP C T 5 235 c.535G>A c.(535-537)GCC>ACC p.A179T

Pat_05 Pre-Treatment COL2A1 1280 37 12 48367925 48367925 Missense_Mutation SNP G A 4 159 c.4264C>T c.(4264-4266)CGG>TGG p.R1422W

Pat_05 Pre-Treatment ANP32D 23519 37 12 48866508 48866508 Missense_Mutation SNP G A 42 235 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_05 Pre-Treatment METTL7A 25840 37 12 51319096 51319096 Missense_Mutation SNP G A 4 83 c.275G>A c.(274-276)TGC>TAC p.C92Y

Pat_05 Pre-Treatment ITGA5 3678 37 12 54798495 54798495 Missense_Mutation SNP C T 29 133 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_05 Pre-Treatment PDE1B 5153 37 12 54943765 54943765 Missense_Mutation SNP T G 9 38 c.109T>G c.(109-111)TCT>GCT p.S37A

Pat_05 Pre-Treatment OR6C2 341416 37 12 55846399 55846399 Missense_Mutation SNP G A 91 120 c.402G>A c.(400-402)ATG>ATA p.M134I

Pat_05 Pre-Treatment SPRYD4 283377 37 12 56863096 56863096 Missense_Mutation SNP G A 6 589 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_05 Pre-Treatment NXPH4 11247 37 12 57619184 57619184 Missense_Mutation SNP G A 20 68 c.581G>A c.(580-582)GGG>GAG p.G194E

Pat_05 Pre-Treatment OS9 10956 37 12 58089596 58089596 Missense_Mutation SNP G A 163 202 c.373G>A c.(373-375)GGA>AGA p.G125R

Pat_05 Pre-Treatment FAM19A2 338811 37 12 62147474 62147474 Missense_Mutation SNP C T 48 202 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_05 Pre-Treatment TRHDE 29953 37 12 72866886 72866886 Missense_Mutation SNP G A 6 601 c.1375G>A c.(1375-1377)GTG>ATG p.V459M

Pat_05 Pre-Treatment SYT1 6857 37 12 79842697 79842697 Splice_Site SNP G A 88 127 c.1063_splice c.e12-1 p.K355_splice

Pat_05 Pre-Treatment CEP290 80184 37 12 88452799 88452799 Splice_Site SNP T C 3 53 c.6646_splice c.e49-1 p.E2216_splice

Pat_05 Pre-Treatment C12orf12 196477 37 12 91347894 91347894 Missense_Mutation SNP C T 4 140 c.626G>A c.(625-627)CGT>CAT p.R209H

Pat_05 Pre-Treatment UTP20 27340 37 12 101736806 101736806 Missense_Mutation SNP G A 80 112 c.4384G>A c.(4384-4386)GAA>AAA p.E1462K

Pat_05 Pre-Treatment C12orf51 283450 37 12 112654950 112654950 Missense_Mutation SNP G A 3 52 c.5858C>T c.(5857-5859)GCC>GTC p.A1953V

Pat_05 Pre-Treatment C12orf51 283450 37 12 112696965 112696965 Missense_Mutation SNP G A 5 344 c.1682C>T c.(1681-1683)GCG>GTG p.A561V

Pat_05 Pre-Treatment RNFT2 84900 37 12 117188100 117188100 Nonsense_Mutation SNP C T 27 18 c.538C>T c.(538-540)CAG>TAG p.Q180*

Pat_05 Pre-Treatment CCDC60 160777 37 12 119866487 119866487 Splice_Site SNP G A 6 14 c.91_splice c.e2-1 p.V31_splice

Pat_05 Pre-Treatment COX6A1 1337 37 12 120875979 120875979 Missense_Mutation SNP G A 4 89 c.50G>A c.(49-51)CGC>CAC p.R17H

Pat_05 Pre-Treatment ACADS 35 37 12 121176677 121176677 Missense_Mutation SNP C T 4 198 c.988C>T c.(988-990)CGC>TGC p.R330C

Pat_05 Pre-Treatment PITPNM2 57605 37 12 123482049 123482049 Missense_Mutation SNP C T 4 154 c.1295G>A c.(1294-1296)GGC>GAC p.G432D

Pat_05 Pre-Treatment DNAH10 196385 37 12 124408932 124408932 Missense_Mutation SNP G A 16 38 c.11365G>A c.(11365-11367)GGG>AGG p.G3789R

Pat_05 Pre-Treatment SFRS8 6433 37 12 132195896 132195896 Missense_Mutation SNP C T 5 203 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_05 Pre-Treatment POLE 5426 37 12 133210876 133210876 Missense_Mutation SNP G A 4 55 c.5900C>T c.(5899-5901)GCG>GTG p.A1967V



Pat_05 Pre-Treatment SPATA13 221178 37 13 24863146 24863146 Nonsense_Mutation SNP C T 4 162 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_05 Pre-Treatment TRPC4 7223 37 13 38211066 38211066 Missense_Mutation SNP C T 80 86 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_05 Pre-Treatment LHFP 10186 37 13 40175295 40175295 Missense_Mutation SNP G A 4 107 c.59C>T c.(58-60)GCT>GTT p.A20V

Pat_05 Pre-Treatment ELF1 1997 37 13 41515372 41515372 Missense_Mutation SNP G A 6 392 c.941C>T c.(940-942)TCG>TTG p.S314L

Pat_05 Pre-Treatment KIAA0564 23078 37 13 42164868 42164868 Missense_Mutation SNP G C 4 288 c.5020C>G c.(5020-5022)CAA>GAA p.Q1674E

Pat_05 Pre-Treatment COG3 83548 37 13 46070347 46070347 Missense_Mutation SNP G A 4 272 c.1388G>A c.(1387-1389)CGG>CAG p.R463Q

Pat_05 Pre-Treatment ATP7B 540 37 13 52518298 52518298 Missense_Mutation SNP C T 49 40 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_05 Pre-Treatment SCEL 8796 37 13 78173856 78173856 Missense_Mutation SNP G A 3 69 c.890G>A c.(889-891)AGT>AAT p.S297N

Pat_05 Pre-Treatment POTEG 404785 37 14 19566058 19566058 Missense_Mutation SNP G A 4 234 c.1102G>A c.(1102-1104)GTC>ATC p.V368I

Pat_05 Pre-Treatment MYH6 4624 37 14 23873585 23873586 Missense_Mutation DNP CC TT 65 47 c.654_655GG>AAc.(652-657)GAGGAC>GAAAACp.D219N

Pat_05 Pre-Treatment FAM158A 51016 37 14 24608377 24608377 Missense_Mutation SNP G A 6 541 c.469C>T c.(469-471)CGG>TGG p.R157W

Pat_05 Pre-Treatment RIPK3 11035 37 14 24807650 24807650 Missense_Mutation SNP A G 39 172 c.595T>C c.(595-597)TCC>CCC p.S199P

Pat_05 Pre-Treatment NFATC4 4776 37 14 24843005 24843005 Missense_Mutation SNP G A 5 96 c.1664G>A c.(1663-1665)CGG>CAG p.R555Q

Pat_05 Pre-Treatment RALGAPA1 253959 37 14 36211615 36211615 Missense_Mutation SNP C T 7 7 c.1408G>A c.(1408-1410)GAC>AAC p.D470N

Pat_05 Pre-Treatment MIA2 117153 37 14 39717268 39717268 Missense_Mutation SNP C T 96 73 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_05 Pre-Treatment MIA2 117153 37 14 39722048 39722048 Nonsense_Mutation SNP C G 55 112 c.1664C>G c.(1663-1665)TCA>TGA p.S555*

Pat_05 Pre-Treatment SDCCAG1 9147 37 14 50269427 50269427 Missense_Mutation SNP G A 25 54 c.1934C>T c.(1933-1935)CCT>CTT p.P645L

Pat_05 Pre-Treatment SIX1 6495 37 14 61113294 61113294 Missense_Mutation SNP C T 45 22 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_05 Pre-Treatment SPTB 6710 37 14 65220427 65220427 Missense_Mutation SNP C T 4 141 c.6430G>A c.(6430-6432)GAT>AAT p.D2144N

Pat_05 Pre-Treatment ZFYVE26 23503 37 14 68260920 68260920 Missense_Mutation SNP C T 320 175 c.2369G>A c.(2368-2370)AGT>AAT p.S790N

Pat_05 Pre-Treatment PCNX 22990 37 14 71462618 71462618 Missense_Mutation SNP G A 4 245 c.2605G>A c.(2605-2607)GGT>AGT p.G869S

Pat_05 Pre-Treatment CRIP1 1396 37 14 105954671 105954671 Missense_Mutation SNP G A 4 155 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_05 Pre-Treatment THBS1 7057 37 15 39885837 39885837 Missense_Mutation SNP G A 6 230 c.3235G>A c.(3235-3237)GCC>ACC p.A1079T

Pat_05 Pre-Treatment EIF2AK4 440275 37 15 40284403 40284403 Missense_Mutation SNP G A 45 150 c.2659G>A c.(2659-2661)GGA>AGA p.G887R

Pat_05 Pre-Treatment CDAN1 146059 37 15 43026214 43026214 Missense_Mutation SNP G A 36 130 c.1289C>T c.(1288-1290)GCT>GTT p.A430V

Pat_05 Pre-Treatment TP53BP1 7158 37 15 43714147 43714147 Missense_Mutation SNP C T 74 97 c.3991G>A c.(3991-3993)GGG>AGG p.G1331R

Pat_05 Pre-Treatment SLC12A1 6557 37 15 48521475 48521475 Missense_Mutation SNP G A 3 29 c.814G>A c.(814-816)GTT>ATT p.V272I

Pat_05 Pre-Treatment FBN1 2200 37 15 48766757 48766757 Missense_Mutation SNP G A 5 349 c.4055C>T c.(4054-4056)CCC>CTC p.P1352L

Pat_05 Pre-Treatment MAP2K1 5604 37 15 66777460 66777460 Missense_Mutation SNP G T 4 108 c.826G>T c.(826-828)GGG>TGG p.G276W

Pat_05 Pre-Treatment TLE3 7090 37 15 70344778 70344778 Missense_Mutation SNP T C 3 116 c.2069A>G c.(2068-2070)AAG>AGG p.K690R

Pat_05 Pre-Treatment MYO9A 4649 37 15 72338507 72338507 Missense_Mutation SNP C T 4 318 c.398G>A c.(397-399)AGG>AAG p.R133K

Pat_05 Pre-Treatment TMEM202 338949 37 15 72700185 72700185 Missense_Mutation SNP C T 81 46 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_05 Pre-Treatment CYP1A2 1544 37 15 75042776 75042776 Missense_Mutation SNP G A 4 252 c.697G>A c.(697-699)GGG>AGG p.G233R

Pat_05 Pre-Treatment PSTPIP1 9051 37 15 77329473 77329473 Missense_Mutation SNP G A 3 56 c.1207G>A c.(1207-1209)GGG>AGG p.G403R

Pat_05 Pre-Treatment AKAP13 11214 37 15 86124402 86124402 Missense_Mutation SNP G A 4 170 c.3103G>A c.(3103-3105)GCA>ACA p.A1035T

Pat_05 Pre-Treatment ZNF710 374655 37 15 90622960 90622960 Nonsense_Mutation SNP G T 34 211 c.1894G>T c.(1894-1896)GAG>TAG p.E632*

Pat_05 Pre-Treatment LRRK1 79705 37 15 101523854 101523854 Missense_Mutation SNP C T 4 154 c.383C>T c.(382-384)GCG>GTG p.A128V

Pat_05 Pre-Treatment LRRK1 79705 37 15 101586289 101586289 Missense_Mutation SNP G A 4 159 c.3067G>A c.(3067-3069)GTT>ATT p.V1023I

Pat_05 Pre-Treatment TELO2 9894 37 16 1555588 1555588 Missense_Mutation SNP C A 4 54 c.2020C>A c.(2020-2022)CAG>AAG p.Q674K

Pat_05 Pre-Treatment MAPK8IP3 23162 37 16 1810460 1810460 Missense_Mutation SNP G A 4 202 c.1381G>A c.(1381-1383)GAG>AAG p.E461K

Pat_05 Pre-Treatment SPSB3 90864 37 16 1828154 1828154 Missense_Mutation SNP G A 16 60 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_05 Pre-Treatment RPL3L 6123 37 16 2002897 2002897 Missense_Mutation SNP G A 4 259 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_05 Pre-Treatment CASKIN1 57524 37 16 2237368 2237368 Missense_Mutation SNP G A 4 159 c.712C>T c.(712-714)CGG>TGG p.R238W

Pat_05 Pre-Treatment PRSS22 64063 37 16 2903228 2903228 Missense_Mutation SNP C T 4 92 c.820G>A c.(820-822)GTC>ATC p.V274I

Pat_05 Pre-Treatment PRSS22 64063 37 16 2903246 2903246 Missense_Mutation SNP C T 26 46 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Pre-Treatment MMP25 64386 37 16 3107383 3107383 Missense_Mutation SNP C T 5 178 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_05 Pre-Treatment TIGD7 91151 37 16 3350332 3350332 Missense_Mutation SNP C T 5 239 c.283G>A c.(283-285)GGT>AGT p.G95S



Pat_05 Pre-Treatment CREBBP 1387 37 16 3819211 3819212 Missense_Mutation DNP GG AA 88 99 c.3023_3024CC>TTc.(3022-3024)CCC>CTT p.P1008L

Pat_05 Pre-Treatment GRIN2A 2903 37 16 9857613 9857613 Missense_Mutation SNP C T 17 23 c.3788G>A c.(3787-3789)GGG>GAG p.G1263E

Pat_05 Pre-Treatment GRIN2A 2903 37 16 9934962 9934962 Splice_Site SNP C A 21 99 c.1329_splice c.e6-1 p.N443_splice

Pat_05 Pre-Treatment ATF7IP2 80063 37 16 10524659 10524659 Missense_Mutation SNP C T 4 127 c.182C>T c.(181-183)ACG>ATG p.T61M

Pat_05 Pre-Treatment KIAA0430 9665 37 16 15716945 15716945 Missense_Mutation SNP G A 4 281 c.2306C>T c.(2305-2307)CCG>CTG p.P769L

Pat_05 Pre-Treatment TMC7 79905 37 16 19027793 19027793 Missense_Mutation SNP G A 5 155 c.333G>A c.(331-333)ATG>ATA p.M111I

Pat_05 Pre-Treatment TMC5 79838 37 16 19451823 19451823 Missense_Mutation SNP C T 89 135 c.463C>T c.(463-465)CAT>TAT p.H155Y

Pat_05 Pre-Treatment DCUN1D3 123879 37 16 20871519 20871519 Missense_Mutation SNP G A 6 497 c.604C>T c.(604-606)CGG>TGG p.R202W

Pat_05 Pre-Treatment POLR3E 55718 37 16 22320292 22320292 Missense_Mutation SNP G A 4 202 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_05 Pre-Treatment PRKCB 5579 37 16 24104192 24104192 Missense_Mutation SNP C T 44 168 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_05 Pre-Treatment SRCAP 10847 37 16 30748905 30748905 Missense_Mutation SNP C T 4 309 c.7544C>T c.(7543-7545)CCA>CTA p.P2515L

Pat_05 Pre-Treatment ZNF646 9726 37 16 31088970 31088970 Missense_Mutation SNP C T 28 29 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_05 Pre-Treatment CHD9 80205 37 16 53348813 53348813 Missense_Mutation SNP C T 140 143 c.7441C>T c.(7441-7443)CCT>TCT p.P2481S

Pat_05 Pre-Treatment RBL2 5934 37 16 53513130 53513130 Missense_Mutation SNP G A 4 192 c.2768G>A c.(2767-2769)CGG>CAG p.R923Q

Pat_05 Pre-Treatment RFWD3 55159 37 16 74683038 74683038 Missense_Mutation SNP G A 163 164 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_05 Pre-Treatment PKD1L2 114780 37 16 81167302 81167302 Missense_Mutation SNP G A 21 32 c.5723C>T c.(5722-5724)CCC>CTC p.P1908L

Pat_05 Pre-Treatment PLCG2 5336 37 16 81888165 81888165 Missense_Mutation SNP T A 65 288 c.310T>A c.(310-312)TTC>ATC p.F104I

Pat_05 Pre-Treatment ZCCHC14 23174 37 16 87445340 87445340 Missense_Mutation SNP G A 3 49 c.2576C>T c.(2575-2577)ACC>ATC p.T859I

Pat_05 Pre-Treatment CAMKK1 84254 37 17 3773120 3773120 Missense_Mutation SNP G A 48 170 c.1187C>T c.(1186-1188)ACG>ATG p.T396M

Pat_05 Pre-Treatment MYBBP1A 10514 37 17 4452718 4452718 Missense_Mutation SNP G A 4 156 c.1339C>T c.(1339-1341)CGG>TGG p.R447W

Pat_05 Pre-Treatment CAMTA2 23125 37 17 4883851 4883851 Missense_Mutation SNP G A 6 410 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_05 Pre-Treatment FBXO39 162517 37 17 6684059 6684059 Missense_Mutation SNP G A 19 19 c.872G>A c.(871-873)CGG>CAG p.R291Q

Pat_05 Pre-Treatment ACAP1 9744 37 17 7246739 7246739 Missense_Mutation SNP G A 4 169 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_05 Pre-Treatment SUPT6H 6830 37 17 27023987 27023987 Missense_Mutation SNP C T 177 291 c.4096C>T c.(4096-4098)CAC>TAC p.H1366Y

Pat_05 Pre-Treatment LRRC37B 114659 37 17 30349585 30349585 Missense_Mutation SNP C T 70 129 c.1420C>T c.(1420-1422)CAT>TAT p.H474Y

Pat_05 Pre-Treatment LRRC37B 114659 37 17 30361940 30361940 Missense_Mutation SNP G A 4 161 c.1988G>A c.(1987-1989)CGC>CAC p.R663H

Pat_05 Pre-Treatment SRCIN1 80725 37 17 36717729 36717729 Missense_Mutation SNP G A 4 80 c.1670C>T c.(1669-1671)CCG>CTG p.P557L

Pat_05 Pre-Treatment KRT27 342574 37 17 38933948 38933948 Missense_Mutation SNP T G 207 382 c.1009A>C c.(1009-1011)AGT>CGT p.S337R

Pat_05 Pre-Treatment STAT5B 6777 37 17 40376882 40376882 Missense_Mutation SNP G A 4 188 c.290C>T c.(289-291)ACG>ATG p.T97M

Pat_05 Pre-Treatment BRCA1 672 37 17 41244316 41244316 Missense_Mutation SNP G A 144 270 c.3232C>T c.(3232-3234)CCA>TCA p.P1078S

Pat_05 Pre-Treatment RUNDC3A 10900 37 17 42390577 42390577 Missense_Mutation SNP G A 4 169 c.329G>A c.(328-330)AGC>AAC p.S110N

Pat_05 Pre-Treatment FMNL1 752 37 17 43320500 43320500 Missense_Mutation SNP G A 117 219 c.2026G>A c.(2026-2028)GAT>AAT p.D676N

Pat_05 Pre-Treatment WNT9B 7484 37 17 44953705 44953705 Missense_Mutation SNP G A 4 95 c.695G>A c.(694-696)CGT>CAT p.R232H

Pat_05 Pre-Treatment ITGB3 3690 37 17 45376743 45376743 Missense_Mutation SNP C T 6 656 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_05 Pre-Treatment TBX21 30009 37 17 45822470 45822470 Missense_Mutation SNP G A 3 51 c.1346G>A c.(1345-1347)CGC>CAC p.R449H

Pat_05 Pre-Treatment OSBPL7 114881 37 17 45895918 45895918 Missense_Mutation SNP C T 4 180 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_05 Pre-Treatment CACNA1G 8913 37 17 48650037 48650037 Missense_Mutation SNP G A 8 13 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_05 Pre-Treatment SPAG9 9043 37 17 49079164 49079164 Missense_Mutation SNP C T 167 263 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_05 Pre-Treatment OR4D1 26689 37 17 56232773 56232773 Missense_Mutation SNP C T 69 142 c.259C>T c.(259-261)CAT>TAT p.H87Y

Pat_05 Pre-Treatment TEX14 56155 37 17 56663170 56663170 Missense_Mutation SNP C T 6 484 c.3080G>A c.(3079-3081)AGC>AAC p.S1027N

Pat_05 Pre-Treatment TBC1D3P2 440452 37 17 60351236 60351236 Nonsense_Mutation SNP G A 72 229 c.79C>T c.(79-81)CGA>TGA p.R27*

Pat_05 Pre-Treatment ERN1 2081 37 17 62131707 62131707 Missense_Mutation SNP G A 4 68 c.1856C>T c.(1855-1857)TCG>TTG p.S619L

Pat_05 Pre-Treatment TEX2 55852 37 17 62291312 62291312 Missense_Mutation SNP G A 8 754 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_05 Pre-Treatment MRPL38 64978 37 17 73897876 73897877 Nonsense_Mutation DNP GG AA 61 145 c.507_508CC>TTc.(505-510)CCCCGA>CCTTGA p.R170*

Pat_05 Pre-Treatment QRICH2 84074 37 17 74288788 74288788 Missense_Mutation SNP C A 6 216 c.1522G>T c.(1522-1524)GGC>TGC p.G508C

Pat_05 Pre-Treatment SYNGR2 9144 37 17 76166913 76166913 Missense_Mutation SNP G A 6 605 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_05 Pre-Treatment PGS1 9489 37 17 76399780 76399780 Missense_Mutation SNP G A 4 235 c.1012G>A c.(1012-1014)GCA>ACA p.A338T



Pat_05 Pre-Treatment BAHCC1 57597 37 17 79430706 79430706 Missense_Mutation SNP G A 5 163 c.7690G>A c.(7690-7692)GTG>ATG p.V2564M

Pat_05 Pre-Treatment KIAA0802 23255 37 18 8783903 8783903 Missense_Mutation SNP G A 4 213 c.793G>A c.(793-795)GGT>AGT p.G265S

Pat_05 Pre-Treatment MC5R 4161 37 18 13826417 13826417 Missense_Mutation SNP G A 4 287 c.653G>A c.(652-654)CGG>CAG p.R218Q

Pat_05 Pre-Treatment HAUS1 115106 37 18 43704860 43704860 Splice_Site SNP G A 4 149 c.738_splice c.e7+1 p.P246_splice

Pat_05 Pre-Treatment C18orf25 147339 37 18 43796277 43796277 Missense_Mutation SNP G A 4 141 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_05 Pre-Treatment ME2 4200 37 18 48442612 48442612 Missense_Mutation SNP A C 84 169 c.467A>C c.(466-468)AAG>ACG p.K156T

Pat_05 Pre-Treatment MBD2 8932 37 18 51731459 51731459 Missense_Mutation SNP C T 38 130 c.611G>A c.(610-612)AGC>AAC p.S204N

Pat_05 Pre-Treatment KIAA1468 57614 37 18 59949653 59949653 Missense_Mutation SNP G A 6 422 c.3229G>A c.(3229-3231)GCA>ACA p.A1077T

Pat_05 Pre-Treatment NETO1 81832 37 18 70423314 70423314 Missense_Mutation SNP C T 111 104 c.937G>A c.(937-939)GGA>AGA p.G313R

Pat_05 Pre-Treatment DAPK3 1613 37 19 3960100 3960100 Missense_Mutation SNP C T 8 531 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_05 Pre-Treatment FSD1 79187 37 19 4306225 4306225 Missense_Mutation SNP G A 5 238 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_05 Pre-Treatment PLIN4 729359 37 19 4513325 4513325 Missense_Mutation SNP G T 59 223 c.605C>A c.(604-606)GCC>GAC p.A202D

Pat_05 Pre-Treatment PNPLA6 10908 37 19 7605827 7605827 Missense_Mutation SNP C T 4 81 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_05 Pre-Treatment XAB2 56949 37 19 7684735 7684735 Missense_Mutation SNP C T 4 166 c.2404G>A c.(2404-2406)GCC>ACC p.A802T

Pat_05 Pre-Treatment CLEC4M 10332 37 19 7833780 7833780 Missense_Mutation SNP C T 36 187 c.1037C>T c.(1036-1038)GCG>GTG p.A346V

Pat_05 Pre-Treatment ADAMTS10 81794 37 19 8670190 8670190 Missense_Mutation SNP C T 6 9 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_05 Pre-Treatment MUC16 94025 37 19 9061896 9061896 Missense_Mutation SNP G C 58 59 c.25550C>G c.(25549-25551)ACA>AGA p.T8517R

Pat_05 Pre-Treatment CARM1 10498 37 19 11018769 11018769 Missense_Mutation SNP G A 6 353 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_05 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 4 145 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_05 Pre-Treatment ZNF443 10224 37 19 12542199 12542199 Missense_Mutation SNP G A 14 354 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_05 Pre-Treatment ZNF709 163051 37 19 12577561 12577561 Missense_Mutation SNP G A 53 62 c.107C>T c.(106-108)ACC>ATC p.T36I

Pat_05 Pre-Treatment ZNF490 57474 37 19 12692177 12692177 Nonsense_Mutation SNP G A 17 73 c.712C>T c.(712-714)CGA>TGA p.R238*

Pat_05 Pre-Treatment SYDE1 85360 37 19 15221541 15221541 Missense_Mutation SNP C G 2 9 c.1285C>G c.(1285-1287)CTG>GTG p.L429V

Pat_05 Pre-Treatment TMEM38A 79041 37 19 16799109 16799109 Missense_Mutation SNP C T 4 73 c.827C>T c.(826-828)TCG>TTG p.S276L

Pat_05 Pre-Treatment NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 29 104 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_05 Pre-Treatment ARRDC2 27106 37 19 18120628 18120628 Missense_Mutation SNP G A 4 277 c.629G>A c.(628-630)GGC>GAC p.G210D

Pat_05 Pre-Treatment ZNF431 170959 37 19 21366278 21366278 Missense_Mutation SNP A C 26 19 c.1172A>C c.(1171-1173)AAA>ACA p.K391T

Pat_05 Pre-Treatment ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 3 122 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_05 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 3 61 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_05 Pre-Treatment LGI4 163175 37 19 35625512 35625512 Missense_Mutation SNP C T 11 21 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_05 Pre-Treatment ARHGAP33 115703 37 19 36268739 36268739 Nonsense_Mutation SNP C T 4 226 c.118C>T c.(118-120)CGA>TGA p.R40*

Pat_05 Pre-Treatment LRFN3 79414 37 19 36431189 36431189 Missense_Mutation SNP G A 3 27 c.862G>A c.(862-864)GAG>AAG p.E288K

Pat_05 Pre-Treatment COX7A1 1346 37 19 36642432 36642432 Missense_Mutation SNP G A 4 264 c.119C>T c.(118-120)CCG>CTG p.P40L

Pat_05 Pre-Treatment ZNF569 148266 37 19 37903561 37903561 Missense_Mutation SNP A G 47 219 c.1999T>C c.(1999-2001)TGT>CGT p.C667R

Pat_05 Pre-Treatment ZNF793 390927 37 19 38023312 38023312 Missense_Mutation SNP C T 4 55 c.70C>T c.(70-72)CGG>TGG p.R24W

Pat_05 Pre-Treatment ZNF571 51276 37 19 38055543 38055543 Missense_Mutation SNP C G 20 22 c.1787G>C c.(1786-1788)AGA>ACA p.R596T

Pat_05 Pre-Treatment RYR1 6261 37 19 38993310 38993310 Missense_Mutation SNP G A 5 151 c.7778G>A c.(7777-7779)CGT>CAT p.R2593H

Pat_05 Pre-Treatment ATP1A3 478 37 19 42474393 42474393 Missense_Mutation SNP G A 4 104 c.2486C>T c.(2485-2487)CCG>CTG p.P829L

Pat_05 Pre-Treatment ATP1A3 478 37 19 42482889 42482889 Missense_Mutation SNP G A 4 190 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_05 Pre-Treatment ATP1A3 478 37 19 42486240 42486240 Missense_Mutation SNP C T 4 117 c.1012G>A c.(1012-1014)GCC>ACC p.A338T

Pat_05 Pre-Treatment XRCC1 7515 37 19 44048333 44048333 Missense_Mutation SNP G A 3 41 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_05 Pre-Treatment IRGC 56269 37 19 44223896 44223896 Missense_Mutation SNP G A 3 35 c.1186G>A c.(1186-1188)GCC>ACC p.A396T

Pat_05 Pre-Treatment ZNF45 7596 37 19 44418575 44418575 Missense_Mutation SNP C T 4 83 c.1013G>A c.(1012-1014)GGC>GAC p.G338D

Pat_05 Pre-Treatment EXOC3L2 90332 37 19 45731020 45731020 Missense_Mutation SNP G A 3 43 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_05 Pre-Treatment SLC8A2 6543 37 19 47944435 47944435 Missense_Mutation SNP G A 4 246 c.1876C>T c.(1876-1878)CTC>TTC p.L626F

Pat_05 Pre-Treatment EHD2 30846 37 19 48229081 48229081 Missense_Mutation SNP C T 4 172 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_05 Pre-Treatment TRPM4 54795 37 19 49669383 49669383 Missense_Mutation SNP G A 3 25 c.178G>A c.(178-180)GTG>ATG p.V60M



Pat_05 Pre-Treatment TSKS 60385 37 19 50265367 50265367 Missense_Mutation SNP G C 4 214 c.293C>G c.(292-294)ACA>AGA p.T98R

Pat_05 Pre-Treatment MED25 81857 37 19 50333404 50333404 Missense_Mutation SNP G A 4 135 c.748G>A c.(748-750)GCC>ACC p.A250T

Pat_05 Pre-Treatment ZNF766 90321 37 19 52793753 52793753 Missense_Mutation SNP C T 5 67 c.709C>T c.(709-711)CGT>TGT p.R237C

Pat_05 Pre-Treatment NLRP12 91662 37 19 54313859 54313859 Missense_Mutation SNP G A 4 143 c.1054C>T c.(1054-1056)CGT>TGT p.R352C

Pat_05 Pre-Treatment LILRA1 11024 37 19 55106787 55106787 Missense_Mutation SNP C T 82 118 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_05 Pre-Treatment FCAR 2204 37 19 55396680 55396680 Missense_Mutation SNP C T 21 20 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_05 Pre-Treatment NLRP2 55655 37 19 55493593 55493593 Missense_Mutation SNP C T 108 130 c.527C>T c.(526-528)CCT>CTT p.P176L

Pat_05 Pre-Treatment BRSK1 84446 37 19 55817693 55817694 Missense_Mutation DNP CC TT 45 60 c.1964_1965CC>TT c.(1963-1965)TCC>TTT p.S655F

Pat_05 Pre-Treatment ZNF579 163033 37 19 56090054 56090054 Missense_Mutation SNP G A 4 103 c.952C>T c.(952-954)CGC>TGC p.R318C

Pat_05 Pre-Treatment NLRP8 126205 37 19 56499245 56499245 Missense_Mutation SNP G A 75 88 c.3113G>A c.(3112-3114)GGA>GAA p.G1038E

Pat_05 Pre-Treatment ZNF749 388567 37 19 57956264 57956264 Missense_Mutation SNP G A 4 86 c.1748G>A c.(1747-1749)CGT>CAT p.R583H

Pat_05 Pre-Treatment ZNF211 10520 37 19 58153436 58153436 Missense_Mutation SNP C T 4 228 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_05 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 212 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_05 Pre-Treatment ZNF274 10782 37 19 58722998 58722998 Missense_Mutation SNP A G 3 147 c.925A>G c.(925-927)AGG>GGG p.R309G

Pat_05 Pre-Treatment ZNF446 55663 37 19 58988812 58988812 Missense_Mutation SNP G C 3 150 c.227G>C c.(226-228)GGC>GCC p.G76A

Pat_05 Pre-Treatment CGREF1 10669 37 2 27327236 27327236 Translation_Start_Site SNP C A 4 76 c.-1G>T c.(-3-1)AAGGA>AATGA

Pat_05 Pre-Treatment TRIM54 57159 37 2 27529154 27529154 Missense_Mutation SNP G A 4 120 c.940G>A c.(940-942)GTA>ATA p.V314I

Pat_05 Pre-Treatment GCKR 2646 37 2 27729725 27729725 Missense_Mutation SNP G A 5 266 c.1039G>A c.(1039-1041)GTA>ATA p.V347I

Pat_05 Pre-Treatment DPY30 84661 37 2 32254736 32254736 Missense_Mutation SNP G A 5 180 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_05 Pre-Treatment LTBP1 4052 37 2 33173962 33173962 Missense_Mutation SNP G A 4 202 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_05 Pre-Treatment ANTXR1 84168 37 2 69472492 69472492 Missense_Mutation SNP C T 6 0 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_05 Pre-Treatment ZNF638 27332 37 2 71595579 71595579 Missense_Mutation SNP G A 5 317 c.2063G>A c.(2062-2064)TGT>TAT p.C688Y

Pat_05 Pre-Treatment DUSP11 8446 37 2 73989939 73989939 Missense_Mutation SNP G A 4 231 c.983C>T c.(982-984)CCT>CTT p.P328L

Pat_05 Pre-Treatment CNNM4 26504 37 2 97464940 97464940 Missense_Mutation SNP G A 4 173 c.1828G>A c.(1828-1830)GAC>AAC p.D610N

Pat_05 Pre-Treatment ST6GAL2 84620 37 2 107423220 107423220 Missense_Mutation SNP C T 38 110 c.1504G>A c.(1504-1506)GAT>AAT p.D502N

Pat_05 Pre-Treatment PSD4 23550 37 2 113958879 113958879 Missense_Mutation SNP A T 51 80 c.3058A>T c.(3058-3060)AGC>TGC p.S1020C

Pat_05 Pre-Treatment PCDP1 200373 37 2 120383201 120383201 Missense_Mutation SNP C T 4 217 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_05 Pre-Treatment CNTNAP5 129684 37 2 124999956 124999956 Missense_Mutation SNP G A 12 29 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_05 Pre-Treatment POTEF 728378 37 2 130832668 130832668 Missense_Mutation SNP C T 62 78 c.2377G>A c.(2377-2379)GAG>AAG p.E793K

Pat_05 Pre-Treatment THSD7B 80731 37 2 138030231 138030231 Missense_Mutation SNP C T 21 29 c.2302C>T c.(2302-2304)CGG>TGG p.R768W

Pat_05 Pre-Treatment MBD5 55777 37 2 149247322 149247322 Missense_Mutation SNP G A 4 198 c.3422G>A c.(3421-3423)AGT>AAT p.S1141N

Pat_05 Pre-Treatment MMADHC 27249 37 2 150427616 150427616 Missense_Mutation SNP G T 6 557 c.679C>A c.(679-681)CCA>ACA p.P227T

Pat_05 Pre-Treatment NEB 4703 37 2 152506691 152506691 Missense_Mutation SNP T G 35 56 c.7430A>C c.(7429-7431)GAT>GCT p.D2477A

Pat_05 Pre-Treatment LRP2 4036 37 2 170175284 170175284 Missense_Mutation SNP G A 5 410 c.298C>T c.(298-300)CGT>TGT p.R100C

Pat_05 Pre-Treatment DYNC1I2 1781 37 2 172583344 172583344 Missense_Mutation SNP C T 63 80 c.914C>T c.(913-915)GCC>GTC p.A305V

Pat_05 Pre-Treatment DYNC1I2 1781 37 2 172583346 172583346 Missense_Mutation SNP C T 62 81 c.916C>T c.(916-918)CCT>TCT p.P306S

Pat_05 Pre-Treatment CIR1 9541 37 2 175213415 175213415 Missense_Mutation SNP C T 4 241 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_05 Pre-Treatment DFNB59 494513 37 2 179320879 179320879 Splice_Site SNP G A 6 124 c.549_splice c.e4+1 p.R183_splice

Pat_05 Pre-Treatment TTN 7273 37 2 179404396 179404396 Missense_Mutation SNP G A 85 115 c.90692C>T c.(90691-90693)CCA>CTA p.P30231L

Pat_05 Pre-Treatment TTN 7273 37 2 179629358 179629358 Missense_Mutation SNP G A 54 158 c.9884C>T c.(9883-9885)ACG>ATG p.T3295M

Pat_05 Pre-Treatment TTN 7273 37 2 179664293 179664293 Missense_Mutation SNP G A 43 139 c.835C>T c.(835-837)CGG>TGG p.R279W

Pat_05 Pre-Treatment DNAH7 56171 37 2 196620918 196620918 Missense_Mutation SNP G A 81 92 c.11525C>T c.(11524-11526)CCA>CTA p.P3842L

Pat_05 Pre-Treatment DNAH7 56171 37 2 196749415 196749415 Missense_Mutation SNP C T 27 165 c.5657G>A c.(5656-5658)CGA>CAA p.R1886Q

Pat_05 Pre-Treatment AOX1 316 37 2 201477335 201477335 Missense_Mutation SNP G A 61 246 c.1267G>A c.(1267-1269)GAA>AAA p.E423K

Pat_05 Pre-Treatment NBEAL1 65065 37 2 204009383 204009383 Nonsense_Mutation SNP C T 61 255 c.4822C>T c.(4822-4824)CAG>TAG p.Q1608*

Pat_05 Pre-Treatment CRYGD 1421 37 2 208986579 208986579 Missense_Mutation SNP G A 4 254 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_05 Pre-Treatment IKZF2 22807 37 2 213872562 213872562 Missense_Mutation SNP A T 18 28 c.1103T>A c.(1102-1104)ATT>AAT p.I368N



Pat_05 Pre-Treatment COL4A4 1286 37 2 227876983 227876983 Missense_Mutation SNP C T 4 97 c.4247G>A c.(4246-4248)AGG>AAG p.R1416K

Pat_05 Pre-Treatment C2orf57 165100 37 2 232458669 232458669 Missense_Mutation SNP G A 60 82 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_05 Pre-Treatment COL6A3 1293 37 2 238280543 238280543 Missense_Mutation SNP C T 31 62 c.4117G>A c.(4117-4119)GCA>ACA p.A1373T

Pat_05 Pre-Treatment SNRPB 6628 37 20 2443314 2443314 Missense_Mutation SNP G A 4 265 c.653C>T c.(652-654)CCG>CTG p.P218L

Pat_05 Pre-Treatment TMC2 117532 37 20 2573005 2573005 Missense_Mutation SNP G A 5 413 c.884G>A c.(883-885)CGG>CAG p.R295Q

Pat_05 Pre-Treatment BTBD3 22903 37 20 11903598 11903598 Missense_Mutation SNP G T 51 125 c.853G>T c.(853-855)GTT>TTT p.V285F

Pat_05 Pre-Treatment MACROD2 140733 37 20 15913932 15913932 Missense_Mutation SNP C T 40 53 c.787C>T c.(787-789)CCA>TCA p.P263S

Pat_05 Pre-Treatment ZNF133 7692 37 20 18297438 18297438 Missense_Mutation SNP C T 4 155 c.1943C>T c.(1942-1944)TCG>TTG p.S648L

Pat_05 Pre-Treatment CST2 1470 37 20 23807156 23807156 Missense_Mutation SNP G A 23 59 c.142C>T c.(142-144)CTT>TTT p.L48F

Pat_05 Pre-Treatment ZNF341 84905 37 20 32341156 32341156 Missense_Mutation SNP C T 3 25 c.668C>T c.(667-669)GCT>GTT p.A223V

Pat_05 Pre-Treatment ITCH 83737 37 20 33045246 33045246 Missense_Mutation SNP G A 4 226 c.1385G>A c.(1384-1386)CGA>CAA p.R462Q

Pat_05 Pre-Treatment CTNNBL1 56259 37 20 36361375 36361375 Missense_Mutation SNP G T 4 119 c.125G>T c.(124-126)CGG>CTG p.R42L

Pat_05 Pre-Treatment PLCG1 5335 37 20 39795470 39795470 Missense_Mutation SNP G A 5 376 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_05 Pre-Treatment PTPRT 11122 37 20 41514545 41514545 Missense_Mutation SNP C T 4 193 c.116G>A c.(115-117)AGC>AAC p.S39N

Pat_05 Pre-Treatment GDAP1L1 78997 37 20 42887229 42887229 Missense_Mutation SNP G A 3 27 c.529G>A c.(529-531)GCC>ACC p.A177T

Pat_05 Pre-Treatment FITM2 128486 37 20 42935818 42935818 Missense_Mutation SNP G A 71 50 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_05 Pre-Treatment SEMG1 6406 37 20 43836440 43836440 Missense_Mutation SNP G A 4 229 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_05 Pre-Treatment ARFGEF2 10564 37 20 47614885 47614885 Missense_Mutation SNP G A 5 501 c.3275G>A c.(3274-3276)CGC>CAC p.R1092H

Pat_05 Pre-Treatment CSTF1 1477 37 20 54974209 54974209 Missense_Mutation SNP G A 8 657 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_05 Pre-Treatment TMPRSS15 5651 37 21 19737500 19737500 Missense_Mutation SNP G A 79 291 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_05 Pre-Treatment BACH1 571 37 21 30698389 30698389 Missense_Mutation SNP A C 81 70 c.244A>C c.(244-246)AAA>CAA p.K82Q

Pat_05 Pre-Treatment KRTAP24-1 643803 37 21 31654667 31654667 Missense_Mutation SNP G A 38 162 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_05 Pre-Treatment DSCAM 1826 37 21 41465753 41465753 Missense_Mutation SNP G A 19 71 c.3745C>T c.(3745-3747)CCC>TCC p.P1249S

Pat_05 Pre-Treatment C2CD2 25966 37 21 43319356 43319356 Missense_Mutation SNP G A 3 47 c.1676C>T c.(1675-1677)CCG>CTG p.P559L

Pat_05 Pre-Treatment PWP2 5822 37 21 45550523 45550523 Missense_Mutation SNP C T 34 57 c.2630C>T c.(2629-2631)TCC>TTC p.S877F

Pat_05 Pre-Treatment ICOSLG 23308 37 21 45655347 45655347 Missense_Mutation SNP C T 4 113 c.505G>A c.(505-507)GTG>ATG p.V169M

Pat_05 Pre-Treatment TRPM2 7226 37 21 45819208 45819208 Missense_Mutation SNP G A 57 46 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_05 Pre-Treatment PRMT2 3275 37 21 48064360 48064360 Missense_Mutation SNP C T 6 466 c.287C>T c.(286-288)ACG>ATG p.T96M

Pat_05 Pre-Treatment CCT8L2 150160 37 22 17072668 17072668 Missense_Mutation SNP G A 4 170 c.773C>T c.(772-774)ACG>ATG p.T258M

Pat_05 Pre-Treatment GAB4 128954 37 22 17447197 17447197 Missense_Mutation SNP G A 3 44 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_05 Pre-Treatment C22orf29 79680 37 22 19839682 19839682 Missense_Mutation SNP G A 94 195 c.103C>T c.(103-105)CCT>TCT p.P35S

Pat_05 Pre-Treatment DGCR8 54487 37 22 20073637 20073637 Missense_Mutation SNP G A 4 194 c.151G>A c.(151-153)GTT>ATT p.V51I

Pat_05 Pre-Treatment GNAZ 2781 37 22 23438492 23438492 Missense_Mutation SNP G A 4 201 c.610G>A c.(610-612)GGG>AGG p.G204R

Pat_05 Pre-Treatment SLC2A11 66035 37 22 24224998 24224998 Missense_Mutation SNP A G 3 69 c.926A>G c.(925-927)AAG>AGG p.K309R

Pat_05 Pre-Treatment CYTSA 23384 37 22 24730421 24730421 Missense_Mutation SNP G A 5 388 c.2440G>A c.(2440-2442)GTT>ATT p.V814I

Pat_05 Pre-Treatment TFIP11 24144 37 22 26890130 26890130 Missense_Mutation SNP C T 101 188 c.2133G>A c.(2131-2133)ATG>ATA p.M711I

Pat_05 Pre-Treatment CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 6 173 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_05 Pre-Treatment SMTN 6525 37 22 31492782 31492782 Missense_Mutation SNP G A 4 182 c.1925G>A c.(1924-1926)CGC>CAC p.R642H

Pat_05 Pre-Treatment PLA2G3 50487 37 22 31533809 31533809 Missense_Mutation SNP G A 85 148 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_05 Pre-Treatment BPIL2 254240 37 22 32831798 32831798 Missense_Mutation SNP G A 4 194 c.817C>T c.(817-819)CGC>TGC p.R273C

Pat_05 Pre-Treatment FAM83F 113828 37 22 40417674 40417674 Missense_Mutation SNP C T 28 67 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_05 Pre-Treatment ZC3H7B 23264 37 22 41716718 41716718 Splice_Site SNP G A 5 283 c.53_splice c.e2+1 p.Q18_splice

Pat_05 Pre-Treatment PLXNB2 23654 37 22 50716039 50716039 Missense_Mutation SNP G A 4 189 c.5177C>T c.(5176-5178)ACG>ATG p.T1726M

Pat_05 Pre-Treatment SHANK3 85358 37 22 51160550 51160550 Missense_Mutation SNP G A 10 10 c.4337G>A c.(4336-4338)AGG>AAG p.R1446K

Pat_05 Pre-Treatment CNTN4 152330 37 3 3067852 3067852 Missense_Mutation SNP C T 6 171 c.1553C>T c.(1552-1554)CCG>CTG p.P518L

Pat_05 Pre-Treatment LHFPL4 375323 37 3 9594264 9594264 Missense_Mutation SNP C T 4 74 c.100G>A c.(100-102)GCC>ACC p.A34T

Pat_05 Pre-Treatment BTD 686 37 3 15685958 15685958 Missense_Mutation SNP G A 6 538 c.595G>A c.(595-597)GTG>ATG p.V199M



Pat_05 Pre-Treatment SATB1 6304 37 3 18391108 18391108 Nonsense_Mutation SNP G A 4 61 c.1846C>T c.(1846-1848)CAG>TAG p.Q616*

Pat_05 Pre-Treatment STT3B 201595 37 3 31667620 31667620 Splice_Site SNP G A 4 194 c.2073_splice c.e13+1 p.R691_splice

Pat_05 Pre-Treatment ZNF860 344787 37 3 32032046 32032046 Missense_Mutation SNP G A 12 198 c.1475G>A c.(1474-1476)CGT>CAT p.R492H

Pat_05 Pre-Treatment CNOT10 25904 37 3 32774919 32774919 Missense_Mutation SNP C T 61 46 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_05 Pre-Treatment CCR9 10803 37 3 45942970 45942970 Missense_Mutation SNP G A 52 37 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_05 Pre-Treatment ATRIP 84126 37 3 48506434 48506434 Missense_Mutation SNP G A 4 218 c.2260G>A c.(2260-2262)GGG>AGG p.G754R

Pat_05 Pre-Treatment PFKFB4 5210 37 3 48573700 48573700 Missense_Mutation SNP G A 5 203 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_05 Pre-Treatment USP19 10869 37 3 49151487 49151487 Missense_Mutation SNP C T 6 168 c.2134G>A c.(2134-2136)GAA>AAA p.E712K

Pat_05 Pre-Treatment AMT 275 37 3 49455331 49455331 Missense_Mutation SNP C T 4 86 c.953G>A c.(952-954)CGG>CAG p.R318Q

Pat_05 Pre-Treatment BSN 8927 37 3 49699702 49699702 Missense_Mutation SNP G A 3 40 c.10424G>A c.(10423-10425)CGA>CAA p.R3475Q

Pat_05 Pre-Treatment UBA7 7318 37 3 49847481 49847481 Missense_Mutation SNP G A 4 138 c.1769C>T c.(1768-1770)GCT>GTT p.A590V

Pat_05 Pre-Treatment DOCK3 1795 37 3 51418535 51418535 Missense_Mutation SNP G A 4 225 c.5638G>A c.(5638-5640)GGC>AGC p.G1880S

Pat_05 Pre-Treatment IQCF2 389123 37 3 51897231 51897231 Missense_Mutation SNP C T 28 88 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_05 Pre-Treatment PCBP4 57060 37 3 51992100 51992100 Missense_Mutation SNP G A 5 276 c.1189C>T c.(1189-1191)CGG>TGG p.R397W

Pat_05 Pre-Treatment PBRM1 55193 37 3 52643768 52643768 Nonsense_Mutation SNP G A 128 72 c.2128C>T c.(2128-2130)CGA>TGA p.R710*

Pat_05 Pre-Treatment PRKCD 5580 37 3 53212443 53212443 Missense_Mutation SNP C T 58 18 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_05 Pre-Treatment C3orf67 200844 37 3 58849358 58849358 Missense_Mutation SNP T C 68 94 c.1144A>G c.(1144-1146)AAA>GAA p.K382E

Pat_05 Pre-Treatment ROBO2 6092 37 3 77542449 77542449 Missense_Mutation SNP C T 95 176 c.722C>T c.(721-723)GCT>GTT p.A241V

Pat_05 Pre-Treatment VGLL3 389136 37 3 87017908 87017908 Missense_Mutation SNP G A 17 54 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_05 Pre-Treatment RPL24 6152 37 3 101400004 101400004 Missense_Mutation SNP G A 282 416 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_05 Pre-Treatment IFT57 55081 37 3 107910402 107910402 Missense_Mutation SNP G A 4 279 c.743C>T c.(742-744)CCG>CTG p.P248L

Pat_05 Pre-Treatment PHLDB2 90102 37 3 111693337 111693337 Missense_Mutation SNP C T 218 316 c.3689C>T c.(3688-3690)TCG>TTG p.S1230L

Pat_05 Pre-Treatment ZBTB20 26137 37 3 114069979 114069979 Missense_Mutation SNP G A 7 537 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_05 Pre-Treatment CASR 846 37 3 122003250 122003250 Missense_Mutation SNP G A 4 182 c.2449G>A c.(2449-2451)GTC>ATC p.V817I

Pat_05 Pre-Treatment KALRN 8997 37 3 124438217 124438217 Missense_Mutation SNP G A 4 240 c.8861G>A c.(8860-8862)CGC>CAC p.R2954H

Pat_05 Pre-Treatment ROPN1B 152015 37 3 125691013 125691013 Missense_Mutation SNP A G 4 123 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_05 Pre-Treatment PLXNA1 5361 37 3 126749143 126749143 Missense_Mutation SNP C T 5 264 c.5050C>T c.(5050-5052)CGG>TGG p.R1684W

Pat_05 Pre-Treatment TF 7018 37 3 133478099 133478099 Missense_Mutation SNP T C 114 197 c.1129T>C c.(1129-1131)TGG>CGG p.W377R

Pat_05 Pre-Treatment SLCO2A1 6578 37 3 133654663 133654663 Missense_Mutation SNP C T 16 31 c.1769G>A c.(1768-1770)AGG>AAG p.R590K

Pat_05 Pre-Treatment TSC22D2 9819 37 3 150127751 150127751 Missense_Mutation SNP G A 7 607 c.614G>A c.(613-615)AGC>AAC p.S205N

Pat_05 Pre-Treatment IGSF10 285313 37 3 151165878 151165878 Missense_Mutation SNP T C 101 181 c.1891A>G c.(1891-1893)AGA>GGA p.R631G

Pat_05 Pre-Treatment DHX36 170506 37 3 154006677 154006677 Missense_Mutation SNP G A 86 145 c.2009C>T c.(2008-2010)TCC>TTC p.S670F

Pat_05 Pre-Treatment PLCH1 23007 37 3 155286035 155286035 Missense_Mutation SNP C G 15 47 c.814G>C c.(814-816)GTT>CTT p.V272L

Pat_05 Pre-Treatment WDR49 151790 37 3 167217991 167217991 Missense_Mutation SNP T G 82 301 c.1925A>C c.(1924-1926)GAA>GCA p.E642A

Pat_05 Pre-Treatment SLC7A14 57709 37 3 170216467 170216467 Missense_Mutation SNP C T 4 206 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_05 Pre-Treatment CCDC39 339829 37 3 180372597 180372597 Missense_Mutation SNP T C 52 102 c.883A>G c.(883-885)ACG>GCG p.T295A

Pat_05 Pre-Treatment MAP3K13 9175 37 3 185155242 185155243 Nonsense_Mutation DNP GG AA 81 221 c.483_484GG>AAc.(481-486)TGGGAA>TGAAAAp.161_162WE>*K

Pat_05 Pre-Treatment ATP13A4 84239 37 3 193156375 193156375 Splice_Site SNP T C 3 95 c.2563_splice c.e23-1 p.A855_splice

Pat_05 Pre-Treatment FAM193A 8603 37 4 2733531 2733531 Missense_Mutation SNP G A 4 219 c.3734G>A c.(3733-3735)CGA>CAA p.R1245Q

Pat_05 Pre-Treatment BOD1L 259282 37 4 13603609 13603609 Missense_Mutation SNP C T 6 464 c.4915G>A c.(4915-4917)GAA>AAA p.E1639K

Pat_05 Pre-Treatment FGFBP1 9982 37 4 15938093 15938093 Missense_Mutation SNP C A 5 242 c.163G>T c.(163-165)GGG>TGG p.G55W

Pat_05 Pre-Treatment PI4K2B 55300 37 4 25278666 25278666 Missense_Mutation SNP G A 4 206 c.1303G>A c.(1303-1305)GGG>AGG p.G435R

Pat_05 Pre-Treatment ZCCHC4 29063 37 4 25353242 25353242 Nonsense_Mutation SNP G A 130 139 c.942G>A c.(940-942)TGG>TGA p.W314*

Pat_05 Pre-Treatment KLHL5 51088 37 4 39088270 39088270 Missense_Mutation SNP C T 5 224 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_05 Pre-Treatment ATP8A1 10396 37 4 42448649 42448649 Missense_Mutation SNP C T 35 97 c.2909G>A c.(2908-2910)GGA>GAA p.G970E

Pat_05 Pre-Treatment GRXCR1 389207 37 4 43032429 43032429 Missense_Mutation SNP C T 57 206 c.745C>T c.(745-747)CCA>TCA p.P249S

Pat_05 Pre-Treatment USP46 64854 37 4 53464829 53464829 Missense_Mutation SNP C T 28 24 c.964G>A c.(964-966)GGC>AGC p.G322S



Pat_05 Pre-Treatment LNX1 84708 37 4 54374296 54374296 Missense_Mutation SNP G A 15 35 c.479C>T c.(478-480)CCC>CTC p.P160L

Pat_05 Pre-Treatment SRP72 6731 37 4 57333815 57333815 Missense_Mutation SNP G A 5 101 c.14G>A c.(13-15)GGC>GAC p.G5D

Pat_05 Pre-Treatment EPHA5 2044 37 4 66217147 66217147 Missense_Mutation SNP C T 5 255 c.2468G>A c.(2467-2469)CGG>CAG p.R823Q

Pat_05 Pre-Treatment UGT2A3 79799 37 4 69817162 69817162 Missense_Mutation SNP G A 28 41 c.317C>T c.(316-318)TCA>TTA p.S106L

Pat_05 Pre-Treatment UGT2B4 7363 37 4 70359495 70359495 Nonsense_Mutation SNP C T 50 182 c.786G>A c.(784-786)TGG>TGA p.W262*

Pat_05 Pre-Treatment GC 2638 37 4 72631312 72631312 Missense_Mutation SNP C T 4 252 c.310G>A c.(310-312)GTT>ATT p.V104I

Pat_05 Pre-Treatment ANKRD17 26057 37 4 73962892 73962892 Missense_Mutation SNP C T 163 582 c.5119G>A c.(5119-5121)GTA>ATA p.V1707I

Pat_05 Pre-Treatment PARM1 25849 37 4 75937682 75937682 Missense_Mutation SNP C T 22 79 c.91C>T c.(91-93)CTT>TTT p.L31F

Pat_05 Pre-Treatment RASGEF1B 153020 37 4 82362046 82362046 Missense_Mutation SNP C T 5 471 c.1046G>A c.(1045-1047)CGA>CAA p.R349Q

Pat_05 Pre-Treatment MTTP 4547 37 4 100530020 100530020 Missense_Mutation SNP C T 81 234 c.1655C>T c.(1654-1656)CCA>CTA p.P552L

Pat_05 Pre-Treatment UCP1 7350 37 4 141488965 141488965 Missense_Mutation SNP G A 4 141 c.293C>T c.(292-294)ACG>ATG p.T98M

Pat_05 Pre-Treatment IL15 3600 37 4 142651081 142651081 Missense_Mutation SNP C T 64 234 c.322C>T c.(322-324)CAT>TAT p.H108Y

Pat_05 Pre-Treatment TRIM2 23321 37 4 154217177 154217177 Missense_Mutation SNP T G 40 108 c.1418T>G c.(1417-1419)ATC>AGC p.I473S

Pat_05 Pre-Treatment NAF1 92345 37 4 164050291 164050291 Missense_Mutation SNP T C 15 49 c.1243A>G c.(1243-1245)AAT>GAT p.N415D

Pat_05 Pre-Treatment DDX60L 91351 37 4 169377245 169377245 Missense_Mutation SNP C T 4 115 c.782G>A c.(781-783)CGT>CAT p.R261H

Pat_05 Pre-Treatment ADAM29 11086 37 4 175897365 175897365 Missense_Mutation SNP A C 59 151 c.689A>C c.(688-690)AAT>ACT p.N230T

Pat_05 Pre-Treatment TRIML2 205860 37 4 189012598 189012598 Missense_Mutation SNP C T 99 112 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_05 Pre-Treatment TRIO 7204 37 5 14280541 14280541 Missense_Mutation SNP C T 60 62 c.343C>T c.(343-345)CCC>TCC p.P115S

Pat_05 Pre-Treatment CDH6 1004 37 5 31267705 31267705 Missense_Mutation SNP G A 30 99 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_05 Pre-Treatment PDZD2 23037 37 5 32088467 32088467 Missense_Mutation SNP C T 5 246 c.4913C>T c.(4912-4914)CCG>CTG p.P1638L

Pat_05 Pre-Treatment SKP2 6502 37 5 36184070 36184070 Missense_Mutation SNP T G 14 105 c.1190T>G c.(1189-1191)TTT>TGT p.F397C

Pat_05 Pre-Treatment NIPBL 25836 37 5 37027515 37027515 Splice_Site SNP G A 6 470 c.5862_splice c.e32+1 p.N1954_splice

Pat_05 Pre-Treatment EMB 133418 37 5 49707083 49707083 Missense_Mutation SNP C T 74 162 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_05 Pre-Treatment BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 7 141 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_05 Pre-Treatment FAM169A 26049 37 5 74137411 74137411 Missense_Mutation SNP C A 50 167 c.91G>T c.(91-93)GAC>TAC p.D31Y

Pat_05 Pre-Treatment POC5 134359 37 5 74981222 74981222 Missense_Mutation SNP G A 4 278 c.1217C>T c.(1216-1218)CCT>CTT p.P406L

Pat_05 Pre-Treatment VCAN 1462 37 5 82786240 82786240 Missense_Mutation SNP G A 5 457 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_05 Pre-Treatment C5orf36 285600 37 5 93872768 93872768 Missense_Mutation SNP G A 26 96 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_05 Pre-Treatment ANKRD32 84250 37 5 94027853 94027853 Missense_Mutation SNP C T 5 294 c.2587C>T c.(2587-2589)CGT>TGT p.R863C

Pat_05 Pre-Treatment FAM81B 153643 37 5 94749692 94749692 Missense_Mutation SNP G A 54 174 c.335G>A c.(334-336)GGT>GAT p.G112D

Pat_05 Pre-Treatment EPB41L4A 64097 37 5 111540171 111540171 Missense_Mutation SNP G A 5 252 c.1277C>T c.(1276-1278)TCT>TTT p.S426F

Pat_05 Pre-Treatment SEMA6A 57556 37 5 115783196 115783196 Missense_Mutation SNP C T 7 712 c.2206G>A c.(2206-2208)GGC>AGC p.G736S

Pat_05 Pre-Treatment FBN2 2201 37 5 127624885 127624885 Missense_Mutation SNP C T 61 211 c.6571G>A c.(6571-6573)GAC>AAC p.D2191N

Pat_05 Pre-Treatment SLC27A6 28965 37 5 128363006 128363006 Missense_Mutation SNP G A 5 292 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_05 Pre-Treatment WNT8A 7478 37 5 137426715 137426715 Missense_Mutation SNP G A 4 200 c.1009G>A c.(1009-1011)GCA>ACA p.A337T

Pat_05 Pre-Treatment KIF20A 10112 37 5 137520005 137520005 Missense_Mutation SNP G A 6 505 c.1430G>A c.(1429-1431)CGT>CAT p.R477H

Pat_05 Pre-Treatment PCDHA13 56136 37 5 140263298 140263298 Missense_Mutation SNP C T 35 139 c.1445C>T c.(1444-1446)GCG>GTG p.A482V

Pat_05 Pre-Treatment PCDHB7 56129 37 5 140554401 140554401 Missense_Mutation SNP T A 30 80 c.1985T>A c.(1984-1986)CTG>CAG p.L662Q

Pat_05 Pre-Treatment PCDHGA12 26025 37 5 140810870 140810870 Missense_Mutation SNP G A 5 302 c.544G>A c.(544-546)GTG>ATG p.V182M

Pat_05 Pre-Treatment RELL2 285613 37 5 141019543 141019543 Missense_Mutation SNP C T 55 194 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_05 Pre-Treatment SH3TC2 79628 37 5 148406153 148406153 Missense_Mutation SNP C T 5 242 c.3035G>A c.(3034-3036)CGG>CAG p.R1012Q

Pat_05 Pre-Treatment GRPEL2 134266 37 5 148730807 148730807 Nonsense_Mutation SNP C T 4 196 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_05 Pre-Treatment PPARGC1B 133522 37 5 149212436 149212436 Missense_Mutation SNP C T 64 83 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_05 Pre-Treatment PDE6A 5145 37 5 149242693 149242693 Missense_Mutation SNP G A 7 676 c.2495C>T c.(2494-2496)TCG>TTG p.S832L

Pat_05 Pre-Treatment CSF1R 1436 37 5 149433887 149433887 Missense_Mutation SNP G A 4 239 c.2761C>T c.(2761-2763)CGG>TGG p.R921W

Pat_05 Pre-Treatment GALNT10 55568 37 5 153755941 153755941 Missense_Mutation SNP G A 4 85 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_05 Pre-Treatment HAVCR2 84868 37 5 156525886 156525886 Missense_Mutation SNP G A 14 95 c.505C>T c.(505-507)CCT>TCT p.P169S



Pat_05 Pre-Treatment GABRA1 2554 37 5 161302610 161302610 Missense_Mutation SNP C T 82 306 c.521C>T c.(520-522)CCT>CTT p.P174L

Pat_05 Pre-Treatment SLIT3 6586 37 5 168093534 168093534 Missense_Mutation SNP G T 13 30 c.4497C>A c.(4495-4497)TTC>TTA p.F1499L

Pat_05 Pre-Treatment UNC5A 90249 37 5 176305636 176305637 Missense_Mutation DNP CC TT 17 73 c.2180_2181CC>TT c.(2179-2181)ACC>ATT p.T727I

Pat_05 Pre-Treatment DDX41 51428 37 5 176939374 176939374 Missense_Mutation SNP C T 5 212 c.1570G>A c.(1570-1572)GGG>AGG p.G524R

Pat_05 Pre-Treatment RNF130 55819 37 5 179440179 179440179 Missense_Mutation SNP C T 6 366 c.575G>A c.(574-576)CGT>CAT p.R192H

Pat_05 Pre-Treatment GCM2 9247 37 6 10875166 10875166 Missense_Mutation SNP C T 39 101 c.583G>A c.(583-585)GCA>ACA p.A195T

Pat_05 Pre-Treatment SLC17A4 10050 37 6 25769267 25769267 Missense_Mutation SNP C T 52 132 c.146C>T c.(145-147)TCA>TTA p.S49L

Pat_05 Pre-Treatment BTN1A1 696 37 6 26501521 26501521 Missense_Mutation SNP G A 4 227 c.7G>A c.(7-9)GTT>ATT p.V3I

Pat_05 Pre-Treatment ABCF1 23 37 6 30553992 30553992 Missense_Mutation SNP C T 56 109 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_05 Pre-Treatment LY6G5B 58496 37 6 31639713 31639713 Missense_Mutation SNP C T 145 332 c.260C>T c.(259-261)ACC>ATC p.T87I

Pat_05 Pre-Treatment C6orf27 80737 37 6 31741166 31741166 Missense_Mutation SNP G A 3 58 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_05 Pre-Treatment C2 717 37 6 31903727 31903727 Missense_Mutation SNP G A 4 311 c.877G>A c.(877-879)GTT>ATT p.V293I

Pat_05 Pre-Treatment FKBPL 63943 37 6 32096828 32096828 Missense_Mutation SNP G A 5 240 c.730C>T c.(730-732)CCC>TCC p.P244S

Pat_05 Pre-Treatment EGFL8 80864 37 6 32135197 32135198 Missense_Mutation DNP GC TG 84 99 c.672_673GC>TGc.(670-675)CGGCTG>CGTGTG p.L225V

Pat_05 Pre-Treatment PFDN6 10471 37 6 33258515 33258515 Missense_Mutation SNP C T 4 233 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_05 Pre-Treatment ITPR3 3710 37 6 33663491 33663491 Missense_Mutation SNP G A 127 224 c.7950G>A c.(7948-7950)ATG>ATA p.M2650I

Pat_05 Pre-Treatment FGD2 221472 37 6 36982714 36982714 Missense_Mutation SNP A G 36 77 c.929A>G c.(928-930)GAG>GGG p.E310G

Pat_05 Pre-Treatment FRS3 10817 37 6 41740560 41740561 Missense_Mutation DNP GG AT 49 160 c.390_391CC>ATc.(388-393)CTCCCT>CTATCT p.P131S

Pat_05 Pre-Treatment TAF8 129685 37 6 42044898 42044898 Missense_Mutation SNP G A 4 168 c.841G>A c.(841-843)GGT>AGT p.G281S

Pat_05 Pre-Treatment DLK2 65989 37 6 43418776 43418776 Missense_Mutation SNP C T 4 178 c.653G>A c.(652-654)AGC>AAC p.S218N

Pat_05 Pre-Treatment RSPH9 221421 37 6 43618212 43618212 Missense_Mutation SNP G A 76 147 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_05 Pre-Treatment BMP5 653 37 6 55620369 55620369 Missense_Mutation SNP A T 17 127 c.1327T>A c.(1327-1329)TAT>AAT p.Y443N

Pat_05 Pre-Treatment BCKDHB 594 37 6 80878662 80878662 Missense_Mutation SNP G A 4 131 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_05 Pre-Treatment GPR63 81491 37 6 97247429 97247429 Missense_Mutation SNP G A 57 41 c.179C>T c.(178-180)ACC>ATC p.T60I

Pat_05 Pre-Treatment PRDM13 59336 37 6 100056673 100056673 Nonsense_Mutation SNP G A 35 22 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_05 Pre-Treatment LAMA4 3910 37 6 112537649 112537649 Missense_Mutation SNP G A 5 220 c.217C>T c.(217-219)CAC>TAC p.H73Y

Pat_05 Pre-Treatment FAM26D 221301 37 6 116879223 116879223 Missense_Mutation SNP G A 5 376 c.365G>A c.(364-366)CGC>CAC p.R122H

Pat_05 Pre-Treatment KPNA5 3841 37 6 117043355 117043355 Missense_Mutation SNP G A 5 283 c.823G>A c.(823-825)GTG>ATG p.V275M

Pat_05 Pre-Treatment TAAR9 134860 37 6 132859898 132859898 Missense_Mutation SNP G T 4 201 c.470G>T c.(469-471)TGG>TTG p.W157L

Pat_05 Pre-Treatment KIAA1244 57221 37 6 138584535 138584535 Missense_Mutation SNP G A 4 155 c.1915G>A c.(1915-1917)GAT>AAT p.D639N

Pat_05 Pre-Treatment TAB2 23118 37 6 149700178 149700178 Missense_Mutation SNP C T 4 161 c.1127C>T c.(1126-1128)ACG>ATG p.T376M

Pat_05 Pre-Treatment SERAC1 84947 37 6 158567889 158567889 Missense_Mutation SNP G A 5 367 c.412C>T c.(412-414)CGG>TGG p.R138W

Pat_05 Pre-Treatment SLC22A1 6580 37 6 160557636 160557636 Missense_Mutation SNP C T 4 258 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_05 Pre-Treatment HEATR2 54919 37 7 803533 803533 Missense_Mutation SNP C T 6 566 c.1705C>T c.(1705-1707)CGG>TGG p.R569W

Pat_05 Pre-Treatment GPER 2852 37 7 1132266 1132266 Missense_Mutation SNP C T 6 244 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_05 Pre-Treatment C7orf27 221927 37 7 2581453 2581453 Missense_Mutation SNP C T 4 112 c.1033G>A c.(1033-1035)GCA>ACA p.A345T

Pat_05 Pre-Treatment CARD11 84433 37 7 2946323 2946323 Missense_Mutation SNP C G 4 219 c.3414G>C c.(3412-3414)AAG>AAC p.K1138N

Pat_05 Pre-Treatment PAPOLB 56903 37 7 4899659 4899659 Missense_Mutation SNP G A 51 54 c.1783C>T c.(1783-1785)CCT>TCT p.P595S

Pat_05 Pre-Treatment FBXL18 80028 37 7 5545111 5545111 Missense_Mutation SNP G A 5 255 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_05 Pre-Treatment GLCCI1 113263 37 7 8110650 8110650 Missense_Mutation SNP C T 7 430 c.1066C>T c.(1066-1068)CGC>TGC p.R356C

Pat_05 Pre-Treatment THSD7A 221981 37 7 11450924 11450924 Missense_Mutation SNP C A 106 119 c.3708G>T c.(3706-3708)GAG>GAT p.E1236D

Pat_05 Pre-Treatment ABCB5 340273 37 7 20766661 20766661 Splice_Site SNP A G 115 112 c.1291_splice c.e13-2 p.I431_splice

Pat_05 Pre-Treatment HOXA13 3209 37 7 27237911 27237911 Missense_Mutation SNP G A 7 751 c.1073C>T c.(1072-1074)ACG>ATG p.T358M

Pat_05 Pre-Treatment TXNDC3 51314 37 7 37907463 37907463 Missense_Mutation SNP C A 21 105 c.781C>A c.(781-783)CAG>AAG p.Q261K

Pat_05 Pre-Treatment MRPS24 64951 37 7 43906339 43906339 Missense_Mutation SNP G A 5 430 c.463C>T c.(463-465)CTC>TTC p.L155F

Pat_05 Pre-Treatment POLM 27434 37 7 44116204 44116204 Missense_Mutation SNP C T 5 394 c.739G>A c.(739-741)GGT>AGT p.G247S

Pat_05 Pre-Treatment MYO1G 64005 37 7 45005386 45005386 Missense_Mutation SNP C T 74 123 c.2231G>A c.(2230-2232)CGG>CAG p.R744Q



Pat_05 Pre-Treatment MYO1G 64005 37 7 45010555 45010555 Missense_Mutation SNP G A 4 74 c.950C>T c.(949-951)ACA>ATA p.T317I

Pat_05 Pre-Treatment ADCY1 107 37 7 45719384 45719384 Missense_Mutation SNP C T 4 304 c.1975C>T c.(1975-1977)CGG>TGG p.R659W

Pat_05 Pre-Treatment COBL 23242 37 7 51111341 51111342 Missense_Mutation DNP GG AA 68 78 c.1144_1145CC>TT c.(1144-1146)CCG>TTG p.P382L

Pat_05 Pre-Treatment FZD9 8326 37 7 72849988 72849988 Missense_Mutation SNP C T 50 109 c.1651C>T c.(1651-1653)CGG>TGG p.R551W

Pat_05 Pre-Treatment ELN 2006 37 7 73470634 73470634 Missense_Mutation SNP C T 160 186 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_05 Pre-Treatment SPDYE5 442590 37 7 75130868 75130868 Splice_Site SNP G A 7 533 c.744_splice c.e6-1 p.W248_splice

Pat_05 Pre-Treatment HIP1 3092 37 7 75211413 75211413 Missense_Mutation SNP C T 3 75 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_05 Pre-Treatment GRM3 2913 37 7 86394825 86394825 Missense_Mutation SNP G A 6 517 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_05 Pre-Treatment ABCB4 5244 37 7 87060845 87060845 Nonsense_Mutation SNP G A 8 604 c.1768C>T c.(1768-1770)CGA>TGA p.R590*

Pat_05 Pre-Treatment ANKIB1 54467 37 7 91948770 91948770 Missense_Mutation SNP C T 6 400 c.613C>T c.(613-615)CGG>TGG p.R205W

Pat_05 Pre-Treatment COL1A2 1278 37 7 94038912 94038912 Missense_Mutation SNP G A 117 272 c.928G>A c.(928-930)GGT>AGT p.G310S

Pat_05 Pre-Treatment SLC25A13 10165 37 7 95820559 95820559 Missense_Mutation SNP C A 26 153 c.616G>T c.(616-618)GCT>TCT p.A206S

Pat_05 Pre-Treatment ZNF3 7551 37 7 99669283 99669283 Missense_Mutation SNP C T 5 279 c.824G>A c.(823-825)CGG>CAG p.R275Q

Pat_05 Pre-Treatment PVRIG 79037 37 7 99817740 99817740 Missense_Mutation SNP C T 3 28 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_05 Pre-Treatment ZAN 7455 37 7 100355916 100355916 Missense_Mutation SNP C T 4 145 c.3401C>T c.(3400-3402)ACA>ATA p.T1134I

Pat_05 Pre-Treatment MUC17 140453 37 7 100679376 100679376 Missense_Mutation SNP G A 7 709 c.4679G>A c.(4678-4680)GGT>GAT p.G1560D

Pat_05 Pre-Treatment MUC17 140453 37 7 100687017 100687017 Missense_Mutation SNP C T 77 160 c.12320C>T c.(12319-12321)ACG>ATG p.T4107M

Pat_05 Pre-Treatment FBXL13 222235 37 7 102566739 102566739 Missense_Mutation SNP G A 4 190 c.860C>T c.(859-861)ACG>ATG p.T287M

Pat_05 Pre-Treatment RELN 5649 37 7 103138275 103138275 Missense_Mutation SNP G A 5 279 c.8942C>T c.(8941-8943)ACC>ATC p.T2981I

Pat_05 Pre-Treatment DOCK4 9732 37 7 111368532 111368532 Missense_Mutation SNP G A 4 153 c.5699C>T c.(5698-5700)CCG>CTG p.P1900L

Pat_05 Pre-Treatment PPP1R3A 5506 37 7 113558921 113558921 Missense_Mutation SNP C T 174 183 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Pre-Treatment CFTR 1080 37 7 117175335 117175335 Missense_Mutation SNP C T 316 339 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_05 Pre-Treatment GPR37 2861 37 7 124386989 124386989 Nonsense_Mutation SNP G A 5 455 c.1432C>T c.(1432-1434)CGA>TGA p.R478*

Pat_05 Pre-Treatment RBM28 55131 37 7 127965930 127965930 Nonsense_Mutation SNP G A 5 288 c.1144C>T c.(1144-1146)CAG>TAG p.Q382*

Pat_05 Pre-Treatment PLXNA4 91584 37 7 131817905 131817905 Missense_Mutation SNP G T 125 175 c.5492C>A c.(5491-5493)GCA>GAA p.A1831E

Pat_05 Pre-Treatment PLXNA4 91584 37 7 131872367 131872367 Splice_Site SNP C T 96 250 c.2857_splice c.e15-1 p.T953_splice

Pat_05 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 170 228 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_05 Pre-Treatment TRYX3 136541 37 7 141954881 141954881 Missense_Mutation SNP C T 279 376 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_05 Pre-Treatment CLCN1 1180 37 7 143049018 143049018 Missense_Mutation SNP G A 121 162 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_05 Pre-Treatment OR2F2 135948 37 7 143633121 143633121 Missense_Mutation SNP C G 103 234 c.796C>G c.(796-798)CCC>GCC p.P266A

Pat_05 Pre-Treatment ABCB8 11194 37 7 150737671 150737672 Missense_Mutation DNP CC TT 89 282 c.1389_1390CC>TTc.(1387-1392)GTCCCC>GTTTCCp.P464S

Pat_05 Pre-Treatment ARHGEF10 9639 37 8 1851525 1851525 Missense_Mutation SNP G A 4 141 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_05 Pre-Treatment ZDHHC2 51201 37 8 17067922 17067922 Missense_Mutation SNP A G 58 50 c.883A>G c.(883-885)ACT>GCT p.T295A

Pat_05 Pre-Treatment HR 55806 37 8 21984772 21984772 Missense_Mutation SNP G A 5 265 c.1183C>T c.(1183-1185)CGC>TGC p.R395C

Pat_05 Pre-Treatment BIN3 55909 37 8 22481830 22481830 Missense_Mutation SNP C T 4 85 c.385G>A c.(385-387)GAA>AAA p.E129K

Pat_05 Pre-Treatment TNFRSF10A 8797 37 8 23054654 23054654 Missense_Mutation SNP G A 101 111 c.1078C>T c.(1078-1080)CCC>TCC p.P360S

Pat_05 Pre-Treatment ADRA1A 148 37 8 26722089 26722089 Missense_Mutation SNP C A 3 69 c.398G>T c.(397-399)CGC>CTC p.R133L

Pat_05 Pre-Treatment HMBOX1 79618 37 8 28827691 28827691 Missense_Mutation SNP G A 4 261 c.155G>A c.(154-156)CGT>CAT p.R52H

Pat_05 Pre-Treatment RAB11FIP1 80223 37 8 37720621 37720621 Missense_Mutation SNP G A 70 49 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_05 Pre-Treatment ASH2L 9070 37 8 37963921 37963921 Missense_Mutation SNP G A 4 231 c.214G>A c.(214-216)GGT>AGT p.G72S

Pat_05 Pre-Treatment RB1CC1 9821 37 8 53586653 53586653 Missense_Mutation SNP C T 7 819 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_05 Pre-Treatment RP1 6101 37 8 55533983 55533983 Missense_Mutation SNP C T 257 67 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_05 Pre-Treatment CPA6 57094 37 8 68334828 68334828 Missense_Mutation SNP G A 7 512 c.1225C>T c.(1225-1227)CTC>TTC p.L409F

Pat_05 Pre-Treatment PREX2 80243 37 8 69136830 69136830 Missense_Mutation SNP G A 5 250 c.4744G>A c.(4744-4746)GTC>ATC p.V1582I

Pat_05 Pre-Treatment CALB1 793 37 8 91090621 91090621 Missense_Mutation SNP C T 52 553 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_05 Pre-Treatment VPS13B 157680 37 8 100861005 100861005 Missense_Mutation SNP T C 591 139 c.10019T>C c.(10018-10020)GTT>GCT p.V3340A

Pat_05 Pre-Treatment OXR1 55074 37 8 107763045 107763045 Missense_Mutation SNP C T 4 252 c.2501C>T c.(2500-2502)GCG>GTG p.A834V



Pat_05 Pre-Treatment ABRA 137735 37 8 107773354 107773354 Missense_Mutation SNP G A 7 671 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_05 Pre-Treatment FAM83A 84985 37 8 124219632 124219632 Missense_Mutation SNP G A 3 66 c.1009G>A c.(1009-1011)GGC>AGC p.G337S

Pat_05 Pre-Treatment FER1L6 654463 37 8 124988301 124988301 Missense_Mutation SNP G A 210 64 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_05 Pre-Treatment SPATC1 375686 37 8 145095874 145095874 Missense_Mutation SNP G A 5 335 c.1172G>A c.(1171-1173)CGT>CAT p.R391H

Pat_05 Pre-Treatment ADCK5 203054 37 8 145603079 145603079 Nonsense_Mutation SNP C T 4 55 c.16C>T c.(16-18)CAG>TAG p.Q6*

Pat_05 Pre-Treatment C9orf82 79886 37 9 26887429 26887429 Missense_Mutation SNP A G 3 89 c.386T>C c.(385-387)CTG>CCG p.L129P

Pat_05 Pre-Treatment TAF1L 138474 37 9 32632706 32632706 Missense_Mutation SNP T C 37 162 c.2872A>G c.(2872-2874)ATT>GTT p.I958V

Pat_05 Pre-Treatment CNTNAP3 79937 37 9 39177472 39177472 Missense_Mutation SNP G A 4 119 c.770C>T c.(769-771)GCT>GTT p.A257V

Pat_05 Pre-Treatment TMC1 117531 37 9 75387387 75387387 Missense_Mutation SNP G A 111 416 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_05 Pre-Treatment PRUNE2 158471 37 9 79324445 79324445 Missense_Mutation SNP C A 56 214 c.2745G>T c.(2743-2745)AAG>AAT p.K915N

Pat_05 Pre-Treatment SHC3 53358 37 9 91793326 91793326 Missense_Mutation SNP G A 4 150 c.50C>T c.(49-51)TCG>TTG p.S17L

Pat_05 Pre-Treatment WNK2 65268 37 9 96009925 96009925 Missense_Mutation SNP C T 13 6 c.1643C>T c.(1642-1644)CCC>CTC p.P548L

Pat_05 Pre-Treatment TMOD1 7111 37 9 100286484 100286484 Missense_Mutation SNP G A 4 225 c.14G>A c.(13-15)CGA>CAA p.R5Q

Pat_05 Pre-Treatment KIAA0368 23392 37 9 114190363 114190363 Missense_Mutation SNP G A 108 90 c.1543C>T c.(1543-1545)CGC>TGC p.R515C

Pat_05 Pre-Treatment TNFSF15 9966 37 9 117554687 117554687 Missense_Mutation SNP C T 34 96 c.301G>A c.(301-303)GTT>ATT p.V101I

Pat_05 Pre-Treatment SPTAN1 6709 37 9 131394948 131394948 Missense_Mutation SNP G A 4 165 c.7096G>A c.(7096-7098)GAA>AAA p.E2366K

Pat_05 Pre-Treatment FAM73B 84895 37 9 131825860 131825860 Missense_Mutation SNP G A 4 190 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_05 Pre-Treatment LAMC3 10319 37 9 133914341 133914341 Missense_Mutation SNP G A 4 73 c.1067G>A c.(1066-1068)CGT>CAT p.R356H

Pat_05 Pre-Treatment POMT1 10585 37 9 134396829 134396829 Missense_Mutation SNP C T 4 167 c.1861C>T c.(1861-1863)CGG>TGG p.R621W

Pat_05 Pre-Treatment ENTPD2 954 37 9 139945566 139945566 Missense_Mutation SNP G A 4 169 c.562C>T c.(562-564)CGG>TGG p.R188W

Pat_05 Pre-Treatment UAP1L1 91373 37 9 139974488 139974488 Missense_Mutation SNP G A 5 185 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_05 Pre-Treatment ASMTL 8623 37 X 1546781 1546781 Missense_Mutation SNP G A 42 114 c.743C>T c.(742-744)CCC>CTC p.P248L

Pat_05 Pre-Treatment ZBED1 9189 37 X 2406806 2406806 Missense_Mutation SNP C T 4 266 c.1955G>A c.(1954-1956)CGG>CAG p.R652Q

Pat_05 Pre-Treatment CLCN4 1183 37 X 10188809 10188809 Missense_Mutation SNP G A 5 268 c.2084G>A c.(2083-2085)CGC>CAC p.R695H

Pat_05 Pre-Treatment TLR7 51284 37 X 12904646 12904646 Missense_Mutation SNP C T 4 90 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_05 Pre-Treatment PIGA 5277 37 X 15339849 15339849 Nonsense_Mutation SNP G A 6 498 c.1234C>T c.(1234-1236)CGA>TGA p.R412*

Pat_05 Pre-Treatment MAP3K15 389840 37 X 19379645 19379645 Missense_Mutation SNP C T 5 273 c.2171G>A c.(2170-2172)CGG>CAG p.R724Q

Pat_05 Pre-Treatment MAGEB4 4115 37 X 30260287 30260287 Missense_Mutation SNP G A 4 71 c.35G>A c.(34-36)CGT>CAT p.R12H

Pat_05 Pre-Treatment SRPX 8406 37 X 38024076 38024076 Missense_Mutation SNP C T 3 89 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_05 Pre-Treatment MED14 9282 37 X 40556385 40556385 Missense_Mutation SNP G A 5 178 c.1541C>T c.(1540-1542)ACG>ATG p.T514M

Pat_05 Pre-Treatment DDX3X 1654 37 X 41205843 41205843 Missense_Mutation SNP G A 6 423 c.1583G>A c.(1582-1584)CGT>CAT p.R528H

Pat_05 Pre-Treatment SSX3 10214 37 X 48213515 48213515 Missense_Mutation SNP G A 4 139 c.199C>T c.(199-201)CTC>TTC p.L67F

Pat_05 Pre-Treatment MAGIX 79917 37 X 49021378 49021378 Missense_Mutation SNP G A 4 128 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_05 Pre-Treatment CACNA1F 778 37 X 49065778 49065778 Missense_Mutation SNP C T 3 20 c.4930G>A c.(4930-4932)GAA>AAA p.E1644K

Pat_05 Pre-Treatment CACNA1F 778 37 X 49071632 49071632 Missense_Mutation SNP G A 52 19 c.3544C>T c.(3544-3546)CGT>TGT p.R1182C

Pat_05 Pre-Treatment DGAT2L6 347516 37 X 69397467 69397467 Missense_Mutation SNP G A 128 32 c.35G>A c.(34-36)GGC>GAC p.G12D

Pat_05 Pre-Treatment RGAG4 340526 37 X 71349790 71349790 Missense_Mutation SNP C T 3 59 c.1601G>A c.(1600-1602)CGC>CAC p.R534H

Pat_05 Pre-Treatment ODZ1 10178 37 X 123517994 123517994 Missense_Mutation SNP G A 5 242 c.6766C>T c.(6766-6768)CGT>TGT p.R2256C

Pat_05 Pre-Treatment MST4 51765 37 X 131202261 131202261 Missense_Mutation SNP G A 93 36 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_05 Pre-Treatment SLITRK2 84631 37 X 144905883 144905883 Missense_Mutation SNP G A 4 208 c.1940G>A c.(1939-1941)CGA>CAA p.R647Q

Pat_05 Pre-Treatment MAGEA8 4107 37 X 149013954 149013954 Missense_Mutation SNP C T 132 36 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_05 Pre-Treatment ZNF185 7739 37 X 152083292 152083292 Missense_Mutation SNP G T 4 7 c.73G>T c.(73-75)GTT>TTT p.V25F

Pat_05 Pre-Treatment PDZD4 57595 37 X 153069188 153069188 Missense_Mutation SNP G A 4 122 c.1930C>T c.(1930-1932)CGG>TGG p.R644W

Pat_05 Pre-Treatment PLXNA3 55558 37 X 153694180 153694180 Missense_Mutation SNP G A 5 31 c.2522G>A c.(2521-2523)CGC>CAC p.R841H

Pat_05 Pre-Treatment PLXNA3 55558 37 X 153696502 153696502 Missense_Mutation SNP C T 4 133 c.3898C>T c.(3898-3900)CGG>TGG p.R1300W

Pat_05 Post-Resistance SCNN1D 6339 37 1 1226943 1226943 Missense_Mutation SNP G A 35 31 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_05 Post-Resistance DFFB 1677 37 1 3786321 3786321 Missense_Mutation SNP A C 17 37 c.663A>C c.(661-663)GAA>GAC p.E221D



Pat_05 Post-Resistance PIK3CD 5293 37 1 9783205 9783205 Missense_Mutation SNP C T 334 360 c.2449C>T c.(2449-2451)CCC>TCC p.P817S

Pat_05 Post-Resistance C1orf127 148345 37 1 11015213 11015213 Missense_Mutation SNP A G 47 170 c.362T>C c.(361-363)GTT>GCT p.V121A

Pat_05 Post-Resistance LOC649330 649330 37 1 12907865 12907865 Missense_Mutation SNP C T 72 360 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_05 Post-Resistance CLCNKA 1187 37 1 16351384 16351384 Missense_Mutation SNP G A 89 69 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_05 Post-Resistance PAX7 5081 37 1 19029699 19029699 Missense_Mutation SNP G A 31 60 c.1064G>A c.(1063-1065)CGC>CAC p.R355H

Pat_05 Post-Resistance EIF4G3 8672 37 1 21299593 21299593 Splice_Site SNP C T 40 102 c.326_splice c.e6-1 p.G109_splice

Pat_05 Post-Resistance SFN 2810 37 1 27190112 27190112 Missense_Mutation SNP G A 4 153 c.409G>A c.(409-411)GGT>AGT p.G137S

Pat_05 Post-Resistance ZBTB8A 653121 37 1 33058747 33058747 Missense_Mutation SNP C T 67 193 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_05 Post-Resistance EPHA10 284656 37 1 38227610 38227611 Missense_Mutation DNP TG CT 308 237 c.316_317CA>AG c.(316-318)CAG>AGG p.Q106R

Pat_05 Post-Resistance TMCO2 127391 37 1 40713883 40713883 Missense_Mutation SNP G A 67 71 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_05 Post-Resistance EBNA1BP2 10969 37 1 43630421 43630421 Nonsense_Mutation SNP T A 74 58 c.763A>T c.(763-765)AAA>TAA p.K255*

Pat_05 Post-Resistance CDC20 991 37 1 43824974 43824974 Missense_Mutation SNP C A 4 191 c.88C>A c.(88-90)CGC>AGC p.R30S

Pat_05 Post-Resistance CYP4Z1 199974 37 1 47571867 47571867 Missense_Mutation SNP G A 182 97 c.1135G>A c.(1135-1137)GTA>ATA p.V379I

Pat_05 Post-Resistance USP24 23358 37 1 55599790 55599790 Missense_Mutation SNP G A 33 61 c.2854C>T c.(2854-2856)CCA>TCA p.P952S

Pat_05 Post-Resistance INADL 10207 37 1 62614022 62614022 Missense_Mutation SNP C T 180 169 c.5338C>T c.(5338-5340)CTT>TTT p.L1780F

Pat_05 Post-Resistance EFCAB7 84455 37 1 63999792 63999792 Missense_Mutation SNP G A 4 305 c.709G>A c.(709-711)GCA>ACA p.A237T

Pat_05 Post-Resistance RPE65 6121 37 1 68912507 68912507 Missense_Mutation SNP C T 51 184 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Post-Resistance SLC44A5 204962 37 1 75708697 75708697 Splice_Site SNP C T 53 47 c.346_splice c.e8-1 p.I116_splice

Pat_05 Post-Resistance KCND3 3752 37 1 112525062 112525062 Missense_Mutation SNP T C 97 102 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_05 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 92 415 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_05 Post-Resistance CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 29 27 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_05 Post-Resistance HMGCS2 3158 37 1 120302578 120302579 Missense_Mutation DNP GG AA 62 60 c.593_594CC>TT c.(592-594)GCC>GTT p.A198V

Pat_05 Post-Resistance NOTCH2 4853 37 1 120461053 120461053 Missense_Mutation SNP C T 130 334 c.5905G>A c.(5905-5907)GAT>AAT p.D1969N

Pat_05 Post-Resistance LOC728989 728989 37 1 146493327 146493327 Missense_Mutation SNP G A 35 113 c.586C>T c.(586-588)CAT>TAT p.H196Y

Pat_05 Post-Resistance ECM1 1893 37 1 150482217 150482217 Missense_Mutation SNP C T 158 300 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_05 Post-Resistance TCHH 7062 37 1 152082220 152082220 Missense_Mutation SNP G T 4 183 c.3473C>A c.(3472-3474)CCG>CAG p.P1158Q

Pat_05 Post-Resistance RPTN 126638 37 1 152129112 152129112 Missense_Mutation SNP C T 441 464 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_05 Post-Resistance NES 10763 37 1 156642586 156642586 Missense_Mutation SNP G A 100 189 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_05 Post-Resistance NTRK1 4914 37 1 156845875 156845875 Missense_Mutation SNP T C 14 522 c.1505T>C c.(1504-1506)GTT>GCT p.V502A

Pat_05 Post-Resistance ARHGEF11 9826 37 1 156909613 156909613 Missense_Mutation SNP T C 46 122 c.3703A>G c.(3703-3705)ACA>GCA p.T1235A

Pat_05 Post-Resistance FCRL5 83416 37 1 157508968 157508968 Missense_Mutation SNP G A 60 81 c.1310C>T c.(1309-1311)TCT>TTT p.S437F

Pat_05 Post-Resistance CD1C 911 37 1 158261967 158261967 Nonsense_Mutation SNP T A 188 190 c.422T>A c.(421-423)TTA>TAA p.L141*

Pat_05 Post-Resistance CD1E 913 37 1 158326534 158326534 Missense_Mutation SNP C T 44 330 c.1015C>T c.(1015-1017)CTT>TTT p.L339F

Pat_05 Post-Resistance FCRL6 343413 37 1 159779435 159779435 Missense_Mutation SNP C T 124 118 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_05 Post-Resistance NR1I3 9970 37 1 161200970 161200970 Nonsense_Mutation SNP G A 19 51 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_05 Post-Resistance DUSP12 11266 37 1 161722242 161722242 Missense_Mutation SNP G A 222 226 c.662G>A c.(661-663)TGT>TAT p.C221Y

Pat_05 Post-Resistance TNR 7143 37 1 175331865 175331865 Missense_Mutation SNP C T 154 292 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_05 Post-Resistance PRG4 10216 37 1 186276544 186276544 Missense_Mutation SNP C A 4 168 c.1693C>A c.(1693-1695)CCC>ACC p.P565T

Pat_05 Post-Resistance DISP1 84976 37 1 223178708 223178709 Missense_Mutation DNP GG AA 111 242 c.3969_3970GG>AAc.(3967-3972)GAGGGC>GAAAGCp.G1324S

Pat_05 Post-Resistance DISC1 27185 37 1 231829992 231829992 Missense_Mutation SNP C G 40 180 c.488C>G c.(487-489)GCC>GGC p.A163G

Pat_05 Post-Resistance MTR 4548 37 1 236979830 236979831 Missense_Mutation DNP GG AA 158 206 c.751_752GG>AA c.(751-753)GGA>AAA p.G251K

Pat_05 Post-Resistance TRIM58 25893 37 1 248039457 248039457 Missense_Mutation SNP C T 104 254 c.1127C>T c.(1126-1128)TCT>TTT p.S376F

Pat_05 Post-Resistance OR2L13 284521 37 1 248262696 248262696 Missense_Mutation SNP A G 51 352 c.19A>G c.(19-21)ACT>GCT p.T7A

Pat_05 Post-Resistance ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 3 69 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_05 Post-Resistance RASSF4 83937 37 10 45465703 45465703 Missense_Mutation SNP C T 145 78 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_05 Post-Resistance GPRIN2 9721 37 10 46999128 46999128 Missense_Mutation SNP G A 19 53 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_05 Post-Resistance HK1 3098 37 10 71129293 71129293 Missense_Mutation SNP C T 122 41 c.788C>T c.(787-789)GCC>GTC p.A263V



Pat_05 Post-Resistance NPFFR1 64106 37 10 72020400 72020400 Missense_Mutation SNP C T 9 7 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_05 Post-Resistance GPAM 57678 37 10 113926167 113926167 Missense_Mutation SNP G A 58 34 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_05 Post-Resistance PNLIPRP1 5407 37 10 118352022 118352022 Missense_Mutation SNP G A 88 21 c.299G>A c.(298-300)GGA>GAA p.G100E

Pat_05 Post-Resistance KRTAP5-5 439915 37 11 1651459 1651459 Missense_Mutation SNP G T 4 60 c.389G>T c.(388-390)GGC>GTC p.G130V

Pat_05 Post-Resistance HBBP1 3044 37 11 5264439 5264439 Missense_Mutation SNP G A 44 9 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_05 Post-Resistance OLFML1 283298 37 11 7509550 7509550 Missense_Mutation SNP G A 4 149 c.322G>A c.(322-324)GCT>ACT p.A108T

Pat_05 Post-Resistance SPON1 10418 37 11 14287201 14287201 Missense_Mutation SNP G A 24 9 c.2392G>A c.(2392-2394)GAG>AAG p.E798K

Pat_05 Post-Resistance CRY2 1408 37 11 45892471 45892471 Missense_Mutation SNP G A 3 56 c.1691G>A c.(1690-1692)AGC>AAC p.S564N

Pat_05 Post-Resistance OR4C13 283092 37 11 49974799 49974799 Missense_Mutation SNP G A 96 33 c.825G>A c.(823-825)ATG>ATA p.M275I

Pat_05 Post-Resistance OR4A5 81318 37 11 51412302 51412302 Missense_Mutation SNP T C 27 49 c.94A>G c.(94-96)ACA>GCA p.T32A

Pat_05 Post-Resistance FEN1 2237 37 11 61563828 61563828 Missense_Mutation SNP G A 3 50 c.995G>A c.(994-996)CGC>CAC p.R332H

Pat_05 Post-Resistance LRP5 4041 37 11 68205968 68205968 Missense_Mutation SNP C T 108 49 c.4166C>T c.(4165-4167)CCC>CTC p.P1389L

Pat_05 Post-Resistance HEPHL1 341208 37 11 93826703 93826703 Nonsense_Mutation SNP G A 227 101 c.2331G>A c.(2329-2331)TGG>TGA p.W777*

Pat_05 Post-Resistance CNTN5 53942 37 11 100061987 100061987 Splice_Site SNP T C 25 8 c.1708_splice c.e14+2 p.E570_splice

Pat_05 Post-Resistance YAP1 10413 37 11 102033218 102033218 Missense_Mutation SNP C T 238 128 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_05 Post-Resistance NCAPD3 23310 37 11 134038828 134038828 Missense_Mutation SNP A G 104 42 c.3223T>C c.(3223-3225)TTC>CTC p.F1075L

Pat_05 Post-Resistance GDF3 9573 37 12 7842689 7842689 Missense_Mutation SNP G A 129 113 c.880C>T c.(880-882)CAT>TAT p.H294Y

Pat_05 Post-Resistance KIAA1467 57613 37 12 13215874 13215874 Nonsense_Mutation SNP C T 178 519 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_05 Post-Resistance ARHGDIB 397 37 12 15095590 15095590 Missense_Mutation SNP G A 101 109 c.472C>T c.(472-474)CCA>TCA p.P158S

Pat_05 Post-Resistance ANP32D 23519 37 12 48866508 48866508 Missense_Mutation SNP G A 76 244 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_05 Post-Resistance KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 3 38 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_05 Post-Resistance ITGA5 3678 37 12 54798495 54798495 Missense_Mutation SNP C T 38 120 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_05 Post-Resistance PDE1B 5153 37 12 54943765 54943765 Missense_Mutation SNP T G 17 61 c.109T>G c.(109-111)TCT>GCT p.S37A

Pat_05 Post-Resistance OR6C2 341416 37 12 55846399 55846399 Missense_Mutation SNP G A 92 91 c.402G>A c.(400-402)ATG>ATA p.M134I

Pat_05 Post-Resistance NXPH4 11247 37 12 57619184 57619184 Missense_Mutation SNP G A 39 78 c.581G>A c.(580-582)GGG>GAG p.G194E

Pat_05 Post-Resistance OS9 10956 37 12 58089596 58089596 Missense_Mutation SNP G A 139 130 c.373G>A c.(373-375)GGA>AGA p.G125R

Pat_05 Post-Resistance FAM19A2 338811 37 12 62147474 62147474 Missense_Mutation SNP C T 55 177 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_05 Post-Resistance SYT1 6857 37 12 79842697 79842697 Splice_Site SNP G A 101 91 c.1063_splice c.e12-1 p.K355_splice

Pat_05 Post-Resistance UTP20 27340 37 12 101736806 101736806 Missense_Mutation SNP G A 56 61 c.4384G>A c.(4384-4386)GAA>AAA p.E1462K

Pat_05 Post-Resistance TRPV4 59341 37 12 110232243 110232243 Missense_Mutation SNP T C 55 293 c.1382A>G c.(1381-1383)GAC>GGC p.D461G

Pat_05 Post-Resistance RNFT2 84900 37 12 117188100 117188100 Nonsense_Mutation SNP C T 27 36 c.538C>T c.(538-540)CAG>TAG p.Q180*

Pat_05 Post-Resistance CCDC60 160777 37 12 119866487 119866487 Splice_Site SNP G A 11 22 c.91_splice c.e2-1 p.V31_splice

Pat_05 Post-Resistance OGFOD2 79676 37 12 123463861 123463861 Missense_Mutation SNP C A 4 142 c.1021C>A c.(1021-1023)CCC>ACC p.P341T

Pat_05 Post-Resistance DNAH10 196385 37 12 124408932 124408932 Missense_Mutation SNP G A 28 29 c.11365G>A c.(11365-11367)GGG>AGG p.G3789R

Pat_05 Post-Resistance WASF3 10810 37 13 27250713 27250713 Missense_Mutation SNP C T 7 109 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_05 Post-Resistance TRPC4 7223 37 13 38211066 38211066 Missense_Mutation SNP C T 82 93 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_05 Post-Resistance ATP7B 540 37 13 52518298 52518298 Missense_Mutation SNP C T 89 106 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_05 Post-Resistance OR4K13 390433 37 14 20502121 20502121 Missense_Mutation SNP G A 19 34 c.797C>T c.(796-798)TCG>TTG p.S266L

Pat_05 Post-Resistance MYH6 4624 37 14 23873585 23873586 Missense_Mutation DNP CC TT 142 64 c.654_655GG>AAc.(652-657)GAGGAC>GAAAACp.D219N

Pat_05 Post-Resistance RALGAPA1 253959 37 14 36211615 36211615 Missense_Mutation SNP C T 3 0 c.1408G>A c.(1408-1410)GAC>AAC p.D470N

Pat_05 Post-Resistance MIA2 117153 37 14 39717268 39717268 Missense_Mutation SNP C T 101 29 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_05 Post-Resistance MUDENG 55745 37 14 57748805 57748805 Splice_Site SNP A G 15 21 c.949_splice c.e4-2 p.V317_splice

Pat_05 Post-Resistance SIX1 6495 37 14 61113294 61113294 Missense_Mutation SNP C T 53 9 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_05 Post-Resistance ZFYVE26 23503 37 14 68260920 68260920 Missense_Mutation SNP C T 349 163 c.2369G>A c.(2368-2370)AGT>AAT p.S790N

Pat_05 Post-Resistance TMEM63C 57156 37 14 77686405 77686405 Missense_Mutation SNP C T 8 3 c.287C>T c.(286-288)TCC>TTC p.S96F

Pat_05 Post-Resistance HERC2 8924 37 15 28358816 28358816 Missense_Mutation SNP T C 6 92 c.13922A>G c.(13921-13923)GAA>GGA p.E4641G

Pat_05 Post-Resistance EIF2AK4 440275 37 15 40284403 40284403 Missense_Mutation SNP G A 33 120 c.2659G>A c.(2659-2661)GGA>AGA p.G887R



Pat_05 Post-Resistance CDAN1 146059 37 15 43026214 43026214 Missense_Mutation SNP G A 40 106 c.1289C>T c.(1288-1290)GCT>GTT p.A430V

Pat_05 Post-Resistance TP53BP1 7158 37 15 43714147 43714147 Missense_Mutation SNP C T 90 84 c.3991G>A c.(3991-3993)GGG>AGG p.G1331R

Pat_05 Post-Resistance TMEM202 338949 37 15 72700185 72700185 Missense_Mutation SNP C T 56 55 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_05 Post-Resistance NEO1 4756 37 15 73541473 73541473 Missense_Mutation SNP A G 22 284 c.1679A>G c.(1678-1680)GAA>GGA p.E560G

Pat_05 Post-Resistance LOC645752 645752 37 15 78207888 78207888 Missense_Mutation SNP A C 3 75 c.1110T>G c.(1108-1110)AAT>AAG p.N370K

Pat_05 Post-Resistance ZNF710 374655 37 15 90622960 90622960 Nonsense_Mutation SNP G T 58 187 c.1894G>T c.(1894-1896)GAG>TAG p.E632*

Pat_05 Post-Resistance WASH3P 374666 37 15 102515344 102515344 Missense_Mutation SNP A C 4 56 c.568A>C c.(568-570)AAG>CAG p.K190Q

Pat_05 Post-Resistance SPSB3 90864 37 16 1828154 1828154 Missense_Mutation SNP G A 37 33 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_05 Post-Resistance PRSS22 64063 37 16 2903246 2903246 Missense_Mutation SNP C T 47 103 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Post-Resistance CREBBP 1387 37 16 3819211 3819212 Missense_Mutation DNP GG AA 68 154 c.3023_3024CC>TTc.(3022-3024)CCC>CTT p.P1008L

Pat_05 Post-Resistance GRIN2A 2903 37 16 9857613 9857613 Missense_Mutation SNP C T 16 81 c.3788G>A c.(3787-3789)GGG>GAG p.G1263E

Pat_05 Post-Resistance TMC5 79838 37 16 19451823 19451823 Missense_Mutation SNP C T 103 299 c.463C>T c.(463-465)CAT>TAT p.H155Y

Pat_05 Post-Resistance PRKCB 5579 37 16 24104192 24104192 Missense_Mutation SNP C T 127 104 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_05 Post-Resistance ZNF646 9726 37 16 31088970 31088970 Missense_Mutation SNP C T 13 58 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_05 Post-Resistance CHD9 80205 37 16 53348813 53348813 Missense_Mutation SNP C T 42 168 c.7441C>T c.(7441-7443)CCT>TCT p.P2481S

Pat_05 Post-Resistance CDH16 1014 37 16 66945995 66945995 Nonsense_Mutation SNP G A 4 118 c.1597C>T c.(1597-1599)CAG>TAG p.Q533*

Pat_05 Post-Resistance PLEKHG4 25894 37 16 67314032 67314032 Missense_Mutation SNP A G 4 171 c.85A>G c.(85-87)AGG>GGG p.R29G

Pat_05 Post-Resistance RFWD3 55159 37 16 74683038 74683038 Missense_Mutation SNP G A 73 171 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_05 Post-Resistance PKD1L2 114780 37 16 81167302 81167302 Missense_Mutation SNP G A 29 46 c.5723C>T c.(5722-5724)CCC>CTC p.P1908L

Pat_05 Post-Resistance PLCG2 5336 37 16 81888165 81888165 Missense_Mutation SNP T A 220 202 c.310T>A c.(310-312)TTC>ATC p.F104I

Pat_05 Post-Resistance CAMKK1 84254 37 17 3773120 3773120 Missense_Mutation SNP G A 74 269 c.1187C>T c.(1186-1188)ACG>ATG p.T396M

Pat_05 Post-Resistance FBXO39 162517 37 17 6684059 6684059 Missense_Mutation SNP G A 53 23 c.872G>A c.(871-873)CGG>CAG p.R291Q

Pat_05 Post-Resistance TEKT3 64518 37 17 15234473 15234473 Nonsense_Mutation SNP G A 42 103 c.430C>T c.(430-432)CAA>TAA p.Q144*

Pat_05 Post-Resistance MAP2K3 5606 37 17 21205486 21205486 Missense_Mutation SNP A G 16 220 c.431A>G c.(430-432)GAC>GGC p.D144G

Pat_05 Post-Resistance SUPT6H 6830 37 17 27023987 27023987 Missense_Mutation SNP C T 184 289 c.4096C>T c.(4096-4098)CAC>TAC p.H1366Y

Pat_05 Post-Resistance LRRC37B 114659 37 17 30349585 30349585 Missense_Mutation SNP C T 101 136 c.1420C>T c.(1420-1422)CAT>TAT p.H474Y

Pat_05 Post-Resistance STARD3 10948 37 17 37817338 37817338 Missense_Mutation SNP G A 4 154 c.1139G>A c.(1138-1140)CGG>CAG p.R380Q

Pat_05 Post-Resistance KRT27 342574 37 17 38933948 38933948 Missense_Mutation SNP T G 206 344 c.1009A>C c.(1009-1011)AGT>CGT p.S337R

Pat_05 Post-Resistance BRCA1 672 37 17 41244316 41244316 Missense_Mutation SNP G A 81 153 c.3232C>T c.(3232-3234)CCA>TCA p.P1078S

Pat_05 Post-Resistance DHX8 1659 37 17 41598239 41598239 Missense_Mutation SNP A G 3 313 c.3058A>G c.(3058-3060)AGG>GGG p.R1020G

Pat_05 Post-Resistance FMNL1 752 37 17 43320500 43320500 Missense_Mutation SNP G A 121 234 c.2026G>A c.(2026-2028)GAT>AAT p.D676N

Pat_05 Post-Resistance CACNA1G 8913 37 17 48650037 48650037 Missense_Mutation SNP G A 14 16 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_05 Post-Resistance SPAG9 9043 37 17 49079164 49079164 Missense_Mutation SNP C T 63 155 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_05 Post-Resistance SPAG9 9043 37 17 49157025 49157025 Missense_Mutation SNP T C 3 123 c.344A>G c.(343-345)AAG>AGG p.K115R

Pat_05 Post-Resistance OR4D1 26689 37 17 56232773 56232773 Missense_Mutation SNP C T 137 204 c.259C>T c.(259-261)CAT>TAT p.H87Y

Pat_05 Post-Resistance MRPL38 64978 37 17 73897876 73897877 Nonsense_Mutation DNP GG AA 79 125 c.507_508CC>TTc.(505-510)CCCCGA>CCTTGA p.R170*

Pat_05 Post-Resistance TMC8 147138 37 17 76128447 76128447 Missense_Mutation SNP C A 14 97 c.306C>A c.(304-306)TTC>TTA p.F102L

Pat_05 Post-Resistance CDH2 1000 37 18 25572789 25572789 Missense_Mutation SNP G A 53 106 c.1174C>T c.(1174-1176)CCT>TCT p.P392S

Pat_05 Post-Resistance CCDC68 80323 37 18 52605289 52605289 Missense_Mutation SNP C T 35 46 c.244G>A c.(244-246)GAT>AAT p.D82N

Pat_05 Post-Resistance NETO1 81832 37 18 70423314 70423314 Missense_Mutation SNP C T 53 104 c.937G>A c.(937-939)GGA>AGA p.G313R

Pat_05 Post-Resistance SLC25A41 284427 37 19 6433587 6433587 Missense_Mutation SNP G C 80 191 c.118C>G c.(118-120)CCA>GCA p.P40A

Pat_05 Post-Resistance CLEC4M 10332 37 19 7833780 7833780 Missense_Mutation SNP C T 67 249 c.1037C>T c.(1036-1038)GCG>GTG p.A346V

Pat_05 Post-Resistance ADAMTS10 81794 37 19 8670190 8670190 Missense_Mutation SNP C T 14 40 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_05 Post-Resistance MUC16 94025 37 19 9061896 9061896 Missense_Mutation SNP G C 61 193 c.25550C>G c.(25549-25551)ACA>AGA p.T8517R

Pat_05 Post-Resistance DNMT1 1786 37 19 10260302 10260302 Missense_Mutation SNP C A 6 572 c.2365G>T c.(2365-2367)GGG>TGG p.G789W

Pat_05 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 6 175 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_05 Post-Resistance ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 3 62 c.1459T>C c.(1459-1461)TTT>CTT p.F487L



Pat_05 Post-Resistance ZNF709 163051 37 19 12577561 12577561 Missense_Mutation SNP G A 35 122 c.107C>T c.(106-108)ACC>ATC p.T36I

Pat_05 Post-Resistance ZNF490 57474 37 19 12692177 12692177 Nonsense_Mutation SNP G A 30 50 c.712C>T c.(712-714)CGA>TGA p.R238*

Pat_05 Post-Resistance NOTCH3 4854 37 19 15290970 15290970 Missense_Mutation SNP G C 19 334 c.3240C>G c.(3238-3240)CAC>CAG p.H1080Q

Pat_05 Post-Resistance NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 113 121 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_05 Post-Resistance ZNF431 170959 37 19 21366278 21366278 Missense_Mutation SNP A C 11 34 c.1172A>C c.(1171-1173)AAA>ACA p.K391T

Pat_05 Post-Resistance LGI4 163175 37 19 35625512 35625512 Missense_Mutation SNP C T 12 22 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_05 Post-Resistance ZNF569 148266 37 19 37903561 37903561 Missense_Mutation SNP A G 112 108 c.1999T>C c.(1999-2001)TGT>CGT p.C667R

Pat_05 Post-Resistance ZNF571 51276 37 19 38055543 38055543 Missense_Mutation SNP C G 16 36 c.1787G>C c.(1786-1788)AGA>ACA p.R596T

Pat_05 Post-Resistance SHKBP1 92799 37 19 41094587 41094587 Missense_Mutation SNP T C 19 426 c.1394T>C c.(1393-1395)ATT>ACT p.I465T

Pat_05 Post-Resistance CARD8 22900 37 19 48724999 48724999 Missense_Mutation SNP T A 5 130 c.831A>T c.(829-831)AAA>AAT p.K277N

Pat_05 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 5 55 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_05 Post-Resistance ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 6 207 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_05 Post-Resistance ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 9 265 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_05 Post-Resistance LILRA1 11024 37 19 55106787 55106787 Missense_Mutation SNP C T 96 322 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_05 Post-Resistance LILRB1 10859 37 19 55146098 55146098 Missense_Mutation SNP G A 7 13 c.1367G>A c.(1366-1368)GGA>GAA p.G456E

Pat_05 Post-Resistance FCAR 2204 37 19 55396680 55396680 Missense_Mutation SNP C T 16 57 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_05 Post-Resistance NLRP2 55655 37 19 55493593 55493593 Missense_Mutation SNP C T 113 321 c.527C>T c.(526-528)CCT>CTT p.P176L

Pat_05 Post-Resistance BRSK1 84446 37 19 55817693 55817694 Missense_Mutation DNP CC TT 41 118 c.1964_1965CC>TT c.(1963-1965)TCC>TTT p.S655F

Pat_05 Post-Resistance NLRP8 126205 37 19 56499245 56499245 Missense_Mutation SNP G A 65 198 c.3113G>A c.(3112-3114)GGA>GAA p.G1038E

Pat_05 Post-Resistance CRIM1 51232 37 2 36726470 36726470 Missense_Mutation SNP G A 4 313 c.1481G>A c.(1480-1482)CGG>CAG p.R494Q

Pat_05 Post-Resistance LRPPRC 10128 37 2 44132911 44132911 Missense_Mutation SNP G T 37 70 c.3284C>A c.(3283-3285)ACC>AAC p.T1095N

Pat_05 Post-Resistance ANTXR1 84168 37 2 69472492 69472492 Missense_Mutation SNP C T 15 5 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_05 Post-Resistance ARID5A 10865 37 2 97217971 97217971 Missense_Mutation SNP C A 4 312 c.1706C>A c.(1705-1707)CCG>CAG p.P569Q

Pat_05 Post-Resistance ST6GAL2 84620 37 2 107423220 107423220 Missense_Mutation SNP C T 35 155 c.1504G>A c.(1504-1506)GAT>AAT p.D502N

Pat_05 Post-Resistance FBLN7 129804 37 2 112922604 112922604 Missense_Mutation SNP G A 4 145 c.262G>A c.(262-264)GCA>ACA p.A88T

Pat_05 Post-Resistance PSD4 23550 37 2 113958879 113958879 Missense_Mutation SNP A T 71 91 c.3058A>T c.(3058-3060)AGC>TGC p.S1020C

Pat_05 Post-Resistance CNTNAP5 129684 37 2 124999956 124999956 Missense_Mutation SNP G A 14 23 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_05 Post-Resistance POTEF 728378 37 2 130832668 130832668 Missense_Mutation SNP C T 173 106 c.2377G>A c.(2377-2379)GAG>AAG p.E793K

Pat_05 Post-Resistance THSD7B 80731 37 2 138030231 138030231 Missense_Mutation SNP C T 24 31 c.2302C>T c.(2302-2304)CGG>TGG p.R768W

Pat_05 Post-Resistance NMI 9111 37 2 152127343 152127343 Missense_Mutation SNP T G 16 87 c.788A>C c.(787-789)GAA>GCA p.E263A

Pat_05 Post-Resistance NEB 4703 37 2 152506691 152506691 Missense_Mutation SNP T G 48 43 c.7430A>C c.(7429-7431)GAT>GCT p.D2477A

Pat_05 Post-Resistance DYNC1I2 1781 37 2 172583344 172583344 Missense_Mutation SNP C T 62 38 c.914C>T c.(913-915)GCC>GTC p.A305V

Pat_05 Post-Resistance DYNC1I2 1781 37 2 172583346 172583346 Missense_Mutation SNP C T 62 37 c.916C>T c.(916-918)CCT>TCT p.P306S

Pat_05 Post-Resistance TTN 7273 37 2 179404396 179404396 Missense_Mutation SNP G A 133 111 c.90692C>T c.(90691-90693)CCA>CTA p.P30231L

Pat_05 Post-Resistance TTN 7273 37 2 179629358 179629358 Missense_Mutation SNP G A 66 146 c.9884C>T c.(9883-9885)ACG>ATG p.T3295M

Pat_05 Post-Resistance TTN 7273 37 2 179664293 179664293 Missense_Mutation SNP G A 39 129 c.835C>T c.(835-837)CGG>TGG p.R279W

Pat_05 Post-Resistance DNAH7 56171 37 2 196620918 196620918 Missense_Mutation SNP G A 96 72 c.11525C>T c.(11524-11526)CCA>CTA p.P3842L

Pat_05 Post-Resistance DNAH7 56171 37 2 196749415 196749415 Missense_Mutation SNP C T 42 147 c.5657G>A c.(5656-5658)CGA>CAA p.R1886Q

Pat_05 Post-Resistance AOX1 316 37 2 201477335 201477335 Missense_Mutation SNP G A 73 226 c.1267G>A c.(1267-1269)GAA>AAA p.E423K

Pat_05 Post-Resistance NBEAL1 65065 37 2 204009383 204009383 Nonsense_Mutation SNP C T 48 216 c.4822C>T c.(4822-4824)CAG>TAG p.Q1608*

Pat_05 Post-Resistance NBEAL1 65065 37 2 204082051 204082051 Missense_Mutation SNP G A 17 55 c.8059G>A c.(8059-8061)GAA>AAA p.E2687K

Pat_05 Post-Resistance IKZF2 22807 37 2 213872562 213872562 Missense_Mutation SNP A T 34 22 c.1103T>A c.(1102-1104)ATT>AAT p.I368N

Pat_05 Post-Resistance CHPF 79586 37 2 220405190 220405190 Missense_Mutation SNP G A 4 148 c.1243C>T c.(1243-1245)CGT>TGT p.R415C

Pat_05 Post-Resistance C2orf57 165100 37 2 232458669 232458669 Missense_Mutation SNP G A 113 82 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_05 Post-Resistance COL6A3 1293 37 2 238280543 238280543 Missense_Mutation SNP C T 38 109 c.4117G>A c.(4117-4119)GCA>ACA p.A1373T

Pat_05 Post-Resistance SIRPB2 284759 37 20 1471971 1471971 Missense_Mutation SNP G A 13 53 c.35C>T c.(34-36)GCC>GTC p.A12V

Pat_05 Post-Resistance MACROD2 140733 37 20 15913932 15913932 Missense_Mutation SNP C T 44 31 c.787C>T c.(787-789)CCA>TCA p.P263S



Pat_05 Post-Resistance CST2 1470 37 20 23807156 23807156 Missense_Mutation SNP G A 36 84 c.142C>T c.(142-144)CTT>TTT p.L48F

Pat_05 Post-Resistance FITM2 128486 37 20 42935818 42935818 Missense_Mutation SNP G A 121 69 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_05 Post-Resistance TMPRSS15 5651 37 21 19737500 19737500 Missense_Mutation SNP G A 64 190 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_05 Post-Resistance BACH1 571 37 21 30698389 30698389 Missense_Mutation SNP A C 17 51 c.244A>C c.(244-246)AAA>CAA p.K82Q

Pat_05 Post-Resistance KRTAP24-1 643803 37 21 31654667 31654667 Missense_Mutation SNP G A 44 78 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_05 Post-Resistance DSCAM 1826 37 21 41465753 41465753 Missense_Mutation SNP G A 38 56 c.3745C>T c.(3745-3747)CCC>TCC p.P1249S

Pat_05 Post-Resistance PWP2 5822 37 21 45550523 45550523 Missense_Mutation SNP C T 33 69 c.2630C>T c.(2629-2631)TCC>TTC p.S877F

Pat_05 Post-Resistance TRPM2 7226 37 21 45819208 45819208 Missense_Mutation SNP G A 44 99 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_05 Post-Resistance SLC25A18 83733 37 22 18070764 18070764 Missense_Mutation SNP G A 4 309 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_05 Post-Resistance C22orf29 79680 37 22 19839682 19839682 Missense_Mutation SNP G A 147 214 c.103C>T c.(103-105)CCT>TCT p.P35S

Pat_05 Post-Resistance ZNF280B 140883 37 22 22843674 22843674 Missense_Mutation SNP A G 4 158 c.50T>C c.(49-51)ATA>ACA p.I17T

Pat_05 Post-Resistance TFIP11 24144 37 22 26890130 26890130 Missense_Mutation SNP C T 83 131 c.2133G>A c.(2131-2133)ATG>ATA p.M711I

Pat_05 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 6 155 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_05 Post-Resistance PLA2G3 50487 37 22 31533809 31533809 Missense_Mutation SNP G A 190 263 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_05 Post-Resistance PLA2G6 8398 37 22 38522451 38522451 Nonsense_Mutation SNP G A 43 194 c.1354C>T c.(1354-1356)CAG>TAG p.Q452*

Pat_05 Post-Resistance FAM83F 113828 37 22 40417674 40417674 Missense_Mutation SNP C T 50 78 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_05 Post-Resistance ITPR1 3708 37 3 4776973 4776973 Nonsense_Mutation SNP C T 4 224 c.5335C>T c.(5335-5337)CGA>TGA p.R1779*

Pat_05 Post-Resistance CNOT10 25904 37 3 32774919 32774919 Missense_Mutation SNP C T 55 15 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_05 Post-Resistance CCR9 10803 37 3 45942970 45942970 Missense_Mutation SNP G A 157 32 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_05 Post-Resistance CDC25A 993 37 3 48200932 48200932 Nonsense_Mutation SNP T A 5 185 c.1336A>T c.(1336-1338)AGA>TGA p.R446*

Pat_05 Post-Resistance PBRM1 55193 37 3 52643768 52643768 Nonsense_Mutation SNP G A 130 32 c.2128C>T c.(2128-2130)CGA>TGA p.R710*

Pat_05 Post-Resistance PRKCD 5580 37 3 53212443 53212443 Missense_Mutation SNP C T 103 18 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_05 Post-Resistance ACTR8 93973 37 3 53910077 53910077 Missense_Mutation SNP G A 37 96 c.809C>T c.(808-810)GCC>GTC p.A270V

Pat_05 Post-Resistance C3orf63 23272 37 3 56657550 56657550 Missense_Mutation SNP C T 7 203 c.4345G>A c.(4345-4347)GAT>AAT p.D1449N

Pat_05 Post-Resistance C3orf67 200844 37 3 58849358 58849358 Missense_Mutation SNP T C 60 125 c.1144A>G c.(1144-1146)AAA>GAA p.K382E

Pat_05 Post-Resistance ROBO2 6092 37 3 77542449 77542449 Missense_Mutation SNP C T 144 140 c.722C>T c.(721-723)GCT>GTT p.A241V

Pat_05 Post-Resistance VGLL3 389136 37 3 87017908 87017908 Missense_Mutation SNP G A 39 48 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_05 Post-Resistance RPL24 6152 37 3 101400004 101400004 Missense_Mutation SNP G A 157 212 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_05 Post-Resistance PHLDB2 90102 37 3 111664169 111664169 Nonsense_Mutation SNP A T 4 136 c.2452A>T c.(2452-2454)AAA>TAA p.K818*

Pat_05 Post-Resistance PHLDB2 90102 37 3 111693337 111693337 Missense_Mutation SNP C T 169 215 c.3689C>T c.(3688-3690)TCG>TTG p.S1230L

Pat_05 Post-Resistance BOC 91653 37 3 112998766 112998766 Missense_Mutation SNP G A 69 218 c.2116G>A c.(2116-2118)GGT>AGT p.G706S

Pat_05 Post-Resistance TF 7018 37 3 133478099 133478099 Missense_Mutation SNP T C 49 179 c.1129T>C c.(1129-1131)TGG>CGG p.W377R

Pat_05 Post-Resistance SLCO2A1 6578 37 3 133654663 133654663 Missense_Mutation SNP C T 31 31 c.1769G>A c.(1768-1770)AGG>AAG p.R590K

Pat_05 Post-Resistance IGSF10 285313 37 3 151165878 151165878 Missense_Mutation SNP T C 56 144 c.1891A>G c.(1891-1893)AGA>GGA p.R631G

Pat_05 Post-Resistance DHX36 170506 37 3 154006677 154006677 Missense_Mutation SNP G A 19 82 c.2009C>T c.(2008-2010)TCC>TTC p.S670F

Pat_05 Post-Resistance PLCH1 23007 37 3 155286035 155286035 Missense_Mutation SNP C G 19 28 c.814G>C c.(814-816)GTT>CTT p.V272L

Pat_05 Post-Resistance WDR49 151790 37 3 167217991 167217991 Missense_Mutation SNP T G 30 202 c.1925A>C c.(1924-1926)GAA>GCA p.E642A

Pat_05 Post-Resistance CCDC39 339829 37 3 180372597 180372597 Missense_Mutation SNP T C 36 38 c.883A>G c.(883-885)ACG>GCG p.T295A

Pat_05 Post-Resistance MAP3K13 9175 37 3 185155242 185155243 Nonsense_Mutation DNP GG AA 112 113 c.483_484GG>AAc.(481-486)TGGGAA>TGAAAAp.161_162WE>*K

Pat_05 Post-Resistance ZCCHC4 29063 37 4 25353242 25353242 Nonsense_Mutation SNP G A 84 89 c.942G>A c.(940-942)TGG>TGA p.W314*

Pat_05 Post-Resistance ATP8A1 10396 37 4 42448649 42448649 Missense_Mutation SNP C T 22 105 c.2909G>A c.(2908-2910)GGA>GAA p.G970E

Pat_05 Post-Resistance GRXCR1 389207 37 4 43032429 43032429 Missense_Mutation SNP C T 59 185 c.745C>T c.(745-747)CCA>TCA p.P249S

Pat_05 Post-Resistance USP46 64854 37 4 53464829 53464829 Missense_Mutation SNP C T 21 13 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_05 Post-Resistance LNX1 84708 37 4 54374296 54374296 Missense_Mutation SNP G A 13 48 c.479C>T c.(478-480)CCC>CTC p.P160L

Pat_05 Post-Resistance UGT2A3 79799 37 4 69817162 69817162 Missense_Mutation SNP G A 37 24 c.317C>T c.(316-318)TCA>TTA p.S106L

Pat_05 Post-Resistance UGT2B4 7363 37 4 70359495 70359495 Nonsense_Mutation SNP C T 60 196 c.786G>A c.(784-786)TGG>TGA p.W262*

Pat_05 Post-Resistance PARM1 25849 37 4 75937682 75937682 Missense_Mutation SNP C T 30 103 c.91C>T c.(91-93)CTT>TTT p.L31F



Pat_05 Post-Resistance MTTP 4547 37 4 100530020 100530020 Missense_Mutation SNP C T 63 185 c.1655C>T c.(1654-1656)CCA>CTA p.P552L

Pat_05 Post-Resistance PCDH10 57575 37 4 134073761 134073761 Missense_Mutation SNP G T 5 165 c.2466G>T c.(2464-2466)CAG>CAT p.Q822H

Pat_05 Post-Resistance IL15 3600 37 4 142651081 142651081 Missense_Mutation SNP C T 61 197 c.322C>T c.(322-324)CAT>TAT p.H108Y

Pat_05 Post-Resistance EDNRA 1909 37 4 148407174 148407174 Missense_Mutation SNP G A 66 358 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_05 Post-Resistance TRIM2 23321 37 4 154217177 154217177 Missense_Mutation SNP T G 22 97 c.1418T>G c.(1417-1419)ATC>AGC p.I473S

Pat_05 Post-Resistance ADAM29 11086 37 4 175897365 175897365 Missense_Mutation SNP A C 39 120 c.689A>C c.(688-690)AAT>ACT p.N230T

Pat_05 Post-Resistance TRIML2 205860 37 4 189012598 189012598 Missense_Mutation SNP C T 113 128 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_05 Post-Resistance AHRR 57491 37 5 376820 376820 Missense_Mutation SNP C A 3 44 c.352C>A c.(352-354)CTG>ATG p.L118M

Pat_05 Post-Resistance TRIO 7204 37 5 14280541 14280541 Missense_Mutation SNP C T 68 66 c.343C>T c.(343-345)CCC>TCC p.P115S

Pat_05 Post-Resistance CDH6 1004 37 5 31267705 31267705 Missense_Mutation SNP G A 30 109 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_05 Post-Resistance SKP2 6502 37 5 36184070 36184070 Missense_Mutation SNP T G 15 74 c.1190T>G c.(1189-1191)TTT>TGT p.F397C

Pat_05 Post-Resistance C6 729 37 5 41161914 41161914 Nonsense_Mutation SNP C A 5 175 c.1339G>T c.(1339-1341)GGA>TGA p.G447*

Pat_05 Post-Resistance EMB 133418 37 5 49707083 49707083 Missense_Mutation SNP C T 78 96 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_05 Post-Resistance BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 6 120 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_05 Post-Resistance C5orf36 285600 37 5 93872768 93872768 Missense_Mutation SNP G A 32 85 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_05 Post-Resistance FAM81B 153643 37 5 94749692 94749692 Missense_Mutation SNP G A 39 107 c.335G>A c.(334-336)GGT>GAT p.G112D

Pat_05 Post-Resistance PHF15 23338 37 5 133914985 133914985 Missense_Mutation SNP G A 4 94 c.2351G>A c.(2350-2352)CGC>CAC p.R784H

Pat_05 Post-Resistance PCDHA13 56136 37 5 140263298 140263298 Missense_Mutation SNP C T 103 218 c.1445C>T c.(1444-1446)GCG>GTG p.A482V

Pat_05 Post-Resistance RELL2 285613 37 5 141019543 141019543 Missense_Mutation SNP C T 84 229 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_05 Post-Resistance PPARGC1B 133522 37 5 149212436 149212436 Missense_Mutation SNP C T 111 110 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_05 Post-Resistance HAVCR2 84868 37 5 156525886 156525886 Missense_Mutation SNP G A 21 66 c.505C>T c.(505-507)CCT>TCT p.P169S

Pat_05 Post-Resistance GABRA1 2554 37 5 161302610 161302610 Missense_Mutation SNP C T 77 249 c.521C>T c.(520-522)CCT>CTT p.P174L

Pat_05 Post-Resistance UNC5A 90249 37 5 176305636 176305637 Missense_Mutation DNP CC TT 40 173 c.2180_2181CC>TT c.(2179-2181)ACC>ATT p.T727I

Pat_05 Post-Resistance HK3 3101 37 5 176314556 176314556 Missense_Mutation SNP G A 9 120 c.1496C>T c.(1495-1497)GCG>GTG p.A499V

Pat_05 Post-Resistance TMED9 54732 37 5 177019253 177019253 Missense_Mutation SNP G A 6 59 c.38G>A c.(37-39)CGG>CAG p.R13Q

Pat_05 Post-Resistance F13A1 2162 37 6 6197494 6197494 Nonsense_Mutation SNP C T 33 289 c.1178G>A c.(1177-1179)TGG>TAG p.W393*

Pat_05 Post-Resistance GCM2 9247 37 6 10875166 10875166 Missense_Mutation SNP C T 72 132 c.583G>A c.(583-585)GCA>ACA p.A195T

Pat_05 Post-Resistance SLC17A4 10050 37 6 25769267 25769267 Missense_Mutation SNP C T 121 113 c.146C>T c.(145-147)TCA>TTA p.S49L

Pat_05 Post-Resistance ABCF1 23 37 6 30553992 30553992 Missense_Mutation SNP C T 52 122 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_05 Post-Resistance VARS2 57176 37 6 30892318 30892318 Missense_Mutation SNP A G 29 92 c.2654A>G c.(2653-2655)TAC>TGC p.Y885C

Pat_05 Post-Resistance LY6G5B 58496 37 6 31639713 31639713 Missense_Mutation SNP C T 185 353 c.260C>T c.(259-261)ACC>ATC p.T87I

Pat_05 Post-Resistance EGFL8 80864 37 6 32135197 32135198 Missense_Mutation DNP GC TG 118 107 c.672_673GC>TGc.(670-675)CGGCTG>CGTGTG p.L225V

Pat_05 Post-Resistance LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 8 72 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_05 Post-Resistance ITPR3 3710 37 6 33663491 33663491 Missense_Mutation SNP G A 221 228 c.7950G>A c.(7948-7950)ATG>ATA p.M2650I

Pat_05 Post-Resistance FGD2 221472 37 6 36982714 36982714 Missense_Mutation SNP A G 89 110 c.929A>G c.(928-930)GAG>GGG p.E310G

Pat_05 Post-Resistance FRS3 10817 37 6 41740560 41740561 Missense_Mutation DNP GG AT 182 169 c.390_391CC>ATc.(388-393)CTCCCT>CTATCT p.P131S

Pat_05 Post-Resistance RSPH9 221421 37 6 43618212 43618212 Missense_Mutation SNP G A 68 167 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_05 Post-Resistance PGK2 5232 37 6 49754405 49754405 Missense_Mutation SNP A G 22 175 c.496T>C c.(496-498)TTT>CTT p.F166L

Pat_05 Post-Resistance MDN1 23195 37 6 90504465 90504465 Nonsense_Mutation SNP C A 4 120 c.385G>T c.(385-387)GAG>TAG p.E129*

Pat_05 Post-Resistance GPR63 81491 37 6 97247429 97247429 Missense_Mutation SNP G A 81 34 c.179C>T c.(178-180)ACC>ATC p.T60I

Pat_05 Post-Resistance PRDM13 59336 37 6 100056673 100056673 Nonsense_Mutation SNP G A 57 22 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_05 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 8 161 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_05 Post-Resistance PAPOLB 56903 37 7 4899659 4899659 Missense_Mutation SNP G A 70 63 c.1783C>T c.(1783-1785)CCT>TCT p.P595S

Pat_05 Post-Resistance THSD7A 221981 37 7 11450924 11450924 Missense_Mutation SNP C A 87 75 c.3708G>T c.(3706-3708)GAG>GAT p.E1236D

Pat_05 Post-Resistance ABCB5 340273 37 7 20766661 20766661 Splice_Site SNP A G 70 83 c.1291_splice c.e13-2 p.I431_splice

Pat_05 Post-Resistance TRIL 9865 37 7 28996219 28996219 Missense_Mutation SNP G C 7 51 c.1444C>G c.(1444-1446)CTA>GTA p.L482V

Pat_05 Post-Resistance MYO1G 64005 37 7 45005386 45005386 Missense_Mutation SNP C T 151 142 c.2231G>A c.(2230-2232)CGG>CAG p.R744Q



Pat_05 Post-Resistance COBL 23242 37 7 51111341 51111342 Missense_Mutation DNP GG AA 115 97 c.1144_1145CC>TT c.(1144-1146)CCG>TTG p.P382L

Pat_05 Post-Resistance PHKG1 5260 37 7 56151072 56151072 Missense_Mutation SNP C T 4 290 c.446G>A c.(445-447)CGG>CAG p.R149Q

Pat_05 Post-Resistance FZD9 8326 37 7 72849988 72849988 Missense_Mutation SNP C T 56 131 c.1651C>T c.(1651-1653)CGG>TGG p.R551W

Pat_05 Post-Resistance ELN 2006 37 7 73470634 73470634 Missense_Mutation SNP C T 295 312 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_05 Post-Resistance MTERF 7978 37 7 91503306 91503306 Missense_Mutation SNP C T 4 147 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Post-Resistance COL1A2 1278 37 7 94038912 94038912 Missense_Mutation SNP G A 117 219 c.928G>A c.(928-930)GGT>AGT p.G310S

Pat_05 Post-Resistance LRCH4 4034 37 7 100173514 100173515 Missense_Mutation DNP GG AT 10 19 c.1755_1756CC>ATc.(1753-1758)ATCCAT>ATATAT p.H586Y

Pat_05 Post-Resistance FBXL13 222235 37 7 102473358 102473358 Missense_Mutation SNP C G 18 416 c.1783G>C c.(1783-1785)GAT>CAT p.D595H

Pat_05 Post-Resistance PPP1R3A 5506 37 7 113558921 113558921 Missense_Mutation SNP C T 120 129 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Post-Resistance CFTR 1080 37 7 117175335 117175335 Missense_Mutation SNP C T 285 341 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_05 Post-Resistance PLXNA4 91584 37 7 131817905 131817905 Missense_Mutation SNP G T 313 299 c.5492C>A c.(5491-5493)GCA>GAA p.A1831E

Pat_05 Post-Resistance PLXNA4 91584 37 7 131872367 131872367 Splice_Site SNP C T 217 437 c.2857_splice c.e15-1 p.T953_splice

Pat_05 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 144 174 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_05 Post-Resistance TRYX3 136541 37 7 141954881 141954881 Missense_Mutation SNP C T 335 362 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_05 Post-Resistance CLCN1 1180 37 7 143049018 143049018 Missense_Mutation SNP G A 251 283 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_05 Post-Resistance OR2F2 135948 37 7 143633121 143633121 Missense_Mutation SNP C G 116 242 c.796C>G c.(796-798)CCC>GCC p.P266A

Pat_05 Post-Resistance ABCB8 11194 37 7 150737671 150737672 Missense_Mutation DNP CC TT 113 317 c.1389_1390CC>TTc.(1387-1392)GTCCCC>GTTTCCp.P464S

Pat_05 Post-Resistance ZDHHC2 51201 37 8 17067922 17067922 Missense_Mutation SNP A G 37 17 c.883A>G c.(883-885)ACT>GCT p.T295A

Pat_05 Post-Resistance FAM160B2 64760 37 8 21955042 21955042 Missense_Mutation SNP C T 3 31 c.313C>T c.(313-315)CGG>TGG p.R105W

Pat_05 Post-Resistance TNFRSF10A 8797 37 8 23054654 23054654 Missense_Mutation SNP G A 134 78 c.1078C>T c.(1078-1080)CCC>TCC p.P360S

Pat_05 Post-Resistance RAB11FIP1 80223 37 8 37720621 37720621 Missense_Mutation SNP G A 115 29 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_05 Post-Resistance ADAM18 8749 37 8 39505896 39505896 Nonsense_Mutation SNP C A 3 48 c.1080C>A c.(1078-1080)TGC>TGA p.C360*

Pat_05 Post-Resistance RP1 6101 37 8 55533983 55533983 Missense_Mutation SNP C T 410 41 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_05 Post-Resistance VPS13B 157680 37 8 100861005 100861005 Missense_Mutation SNP T C 667 88 c.10019T>C c.(10018-10020)GTT>GCT p.V3340A

Pat_05 Post-Resistance EXT1 2131 37 8 118831989 118831989 Missense_Mutation SNP T C 18 478 c.1462A>G c.(1462-1464)ACC>GCC p.T488A

Pat_05 Post-Resistance FER1L6 654463 37 8 124988301 124988301 Missense_Mutation SNP G A 379 37 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_05 Post-Resistance TAF1L 138474 37 9 32632706 32632706 Missense_Mutation SNP T C 57 237 c.2872A>G c.(2872-2874)ATT>GTT p.I958V

Pat_05 Post-Resistance TMC1 117531 37 9 75387387 75387387 Missense_Mutation SNP G A 145 371 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_05 Post-Resistance PRUNE2 158471 37 9 79324445 79324445 Missense_Mutation SNP C A 65 227 c.2745G>T c.(2743-2745)AAG>AAT p.K915N

Pat_05 Post-Resistance WNK2 65268 37 9 96009925 96009925 Missense_Mutation SNP C T 13 8 c.1643C>T c.(1642-1644)CCC>CTC p.P548L

Pat_05 Post-Resistance SMC2 10592 37 9 106894344 106894344 Missense_Mutation SNP C G 7 37 c.3046C>G c.(3046-3048)CTT>GTT p.L1016V

Pat_05 Post-Resistance ABCA1 19 37 9 107593369 107593369 Missense_Mutation SNP C A 4 85 c.1729G>T c.(1729-1731)GGT>TGT p.G577C

Pat_05 Post-Resistance C9orf4 23732 37 9 111909331 111909331 Missense_Mutation SNP C T 6 345 c.615G>A c.(613-615)ATG>ATA p.M205I

Pat_05 Post-Resistance KIAA0368 23392 37 9 114190363 114190363 Missense_Mutation SNP G A 71 66 c.1543C>T c.(1543-1545)CGC>TGC p.R515C

Pat_05 Post-Resistance SNAPC4 6621 37 9 139286993 139286993 Missense_Mutation SNP T C 130 455 c.791A>G c.(790-792)GAG>GGG p.E264G

Pat_05 Post-Resistance TUBB2C 10383 37 9 140136962 140136962 Missense_Mutation SNP G T 4 158 c.292G>T c.(292-294)GGG>TGG p.G98W

Pat_05 Post-Resistance ASMTL 8623 37 X 1546781 1546781 Missense_Mutation SNP G A 105 158 c.743C>T c.(742-744)CCC>CTC p.P248L

Pat_05 Post-Resistance CXorf59 286464 37 X 36091411 36091411 Missense_Mutation SNP C A 63 122 c.346C>A c.(346-348)CAG>AAG p.Q116K

Pat_05 Post-Resistance CACNA1F 778 37 X 49071632 49071632 Missense_Mutation SNP G A 93 14 c.3544C>T c.(3544-3546)CGT>TGT p.R1182C

Pat_05 Post-Resistance DGAT2L6 347516 37 X 69397467 69397467 Missense_Mutation SNP G A 107 12 c.35G>A c.(34-36)GGC>GAC p.G12D

Pat_05 Post-Resistance BEX5 340542 37 X 101409030 101409030 Missense_Mutation SNP G A 4 95 c.208C>T c.(208-210)CGG>TGG p.R70W

Pat_05 Post-Resistance MST4 51765 37 X 131202261 131202261 Missense_Mutation SNP G A 80 16 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_05 Post-Resistance MAGEA8 4107 37 X 149013954 149013954 Missense_Mutation SNP C T 225 31 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_05 Post-Resistance L1CAM 3897 37 X 153136388 153136388 Missense_Mutation SNP C A 4 312 c.551G>T c.(550-552)CGG>CTG p.R184L

Pat_06 Pre-Treatment AGRN 375790 37 1 979032 979032 Missense_Mutation SNP C T 5 489 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_06 Pre-Treatment GLTPD1 80772 37 1 1262682 1262682 Missense_Mutation SNP C T 4 197 c.184C>T c.(184-186)CGG>TGG p.R62W

Pat_06 Pre-Treatment SSU72 29101 37 1 1509919 1509919 Missense_Mutation SNP G C 3 139 c.19C>G c.(19-21)CGG>GGG p.R7G



Pat_06 Pre-Treatment CDK11B 984 37 1 1571740 1571740 Missense_Mutation SNP C T 3 39 c.2021G>A c.(2020-2022)CGC>CAC p.R674H

Pat_06 Pre-Treatment RER1 11079 37 1 2332341 2332341 Missense_Mutation SNP C A 6 565 c.332C>A c.(331-333)CCC>CAC p.P111H

Pat_06 Pre-Treatment PANK4 55229 37 1 2445896 2445896 Missense_Mutation SNP G A 5 268 c.1384C>T c.(1384-1386)CGC>TGC p.R462C

Pat_06 Pre-Treatment ENO1 2023 37 1 8931965 8931965 Missense_Mutation SNP G A 6 758 c.166C>T c.(166-168)CGC>TGC p.R56C

Pat_06 Pre-Treatment PTCHD2 57540 37 1 11562754 11562754 Missense_Mutation SNP G C 3 157 c.1116G>C c.(1114-1116)ATG>ATC p.M372I

Pat_06 Pre-Treatment MFN2 9927 37 1 12057406 12057406 Missense_Mutation SNP G A 5 430 c.527G>A c.(526-528)GGC>GAC p.G176D

Pat_06 Pre-Treatment MIIP 60672 37 1 12081868 12081868 Missense_Mutation SNP C G 3 210 c.85C>G c.(85-87)CGG>GGG p.R29G

Pat_06 Pre-Treatment VPS13D 55187 37 1 12364562 12364562 Splice_Site SNP G C 3 70 c.6217_splice c.e26-1 p.E2073_splice

Pat_06 Pre-Treatment PLEKHM2 23207 37 1 16054618 16054618 Missense_Mutation SNP G A 3 75 c.1805G>A c.(1804-1806)CGA>CAA p.R602Q

Pat_06 Pre-Treatment SPEN 23013 37 1 16263839 16263839 Missense_Mutation SNP G A 6 173 c.10208G>A c.(10207-10209)CGC>CAC p.R3403H

Pat_06 Pre-Treatment ZBTB17 7709 37 1 16271225 16271225 Missense_Mutation SNP G A 4 277 c.1037C>T c.(1036-1038)CCG>CTG p.P346L

Pat_06 Pre-Treatment ARHGEF10L 55160 37 1 17934459 17934459 Missense_Mutation SNP C G 3 38 c.596C>G c.(595-597)TCC>TGC p.S199C

Pat_06 Pre-Treatment TAS1R2 80834 37 1 19181045 19181045 Missense_Mutation SNP C T 5 204 c.919G>A c.(919-921)GAC>AAC p.D307N

Pat_06 Pre-Treatment CAMK2N1 55450 37 1 20811727 20811727 Missense_Mutation SNP T C 3 55 c.146A>G c.(145-147)CAG>CGG p.Q49R

Pat_06 Pre-Treatment SRRM1 10250 37 1 24979023 24979023 Missense_Mutation SNP G C 3 139 c.824G>C c.(823-825)CGA>CCA p.R275P

Pat_06 Pre-Treatment RHCE 6006 37 1 25735272 25735272 Missense_Mutation SNP G C 3 108 c.237C>G c.(235-237)TTC>TTG p.F79L

Pat_06 Pre-Treatment SNRNP40 9410 37 1 31766192 31766192 Missense_Mutation SNP G A 4 169 c.145C>T c.(145-147)CCT>TCT p.P49S

Pat_06 Pre-Treatment S100PBP 64766 37 1 33318727 33318727 Missense_Mutation SNP C A 6 669 c.1072C>A c.(1072-1074)CAG>AAG p.Q358K

Pat_06 Pre-Treatment DLGAP3 58512 37 1 35351777 35351777 Missense_Mutation SNP C T 3 67 c.1496G>A c.(1495-1497)CGG>CAG p.R499Q

Pat_06 Pre-Treatment SFPQ 6421 37 1 35653674 35653674 Missense_Mutation SNP C T 6 746 c.1715G>A c.(1714-1716)CGT>CAT p.R572H

Pat_06 Pre-Treatment EIF2C1 26523 37 1 36367850 36367850 Missense_Mutation SNP G A 5 530 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_06 Pre-Treatment COL8A2 1296 37 1 36563511 36563511 Missense_Mutation SNP G A 3 71 c.1771C>T c.(1771-1773)CCC>TCC p.P591S

Pat_06 Pre-Treatment EPHA10 284656 37 1 38185243 38185243 Missense_Mutation SNP G A 5 365 c.2599C>T c.(2599-2601)CCC>TCC p.P867S

Pat_06 Pre-Treatment ZMYND12 84217 37 1 42921593 42921593 Missense_Mutation SNP G A 5 287 c.76C>T c.(76-78)CGG>TGG p.R26W

Pat_06 Pre-Treatment DMAP1 55929 37 1 44684119 44684119 Missense_Mutation SNP G A 6 703 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_06 Pre-Treatment PTCH2 8643 37 1 45293555 45293555 Missense_Mutation SNP C T 5 460 c.2018G>A c.(2017-2019)CGC>CAC p.R673H

Pat_06 Pre-Treatment PTCH2 8643 37 1 45298004 45298004 Missense_Mutation SNP C A 6 596 c.275G>T c.(274-276)CGG>CTG p.R92L

Pat_06 Pre-Treatment HECTD3 79654 37 1 45471752 45471752 Missense_Mutation SNP G A 6 579 c.1762C>T c.(1762-1764)CCC>TCC p.P588S

Pat_06 Pre-Treatment FAAH 2166 37 1 46871294 46871294 Missense_Mutation SNP G A 6 690 c.613G>A c.(613-615)GTG>ATG p.V205M

Pat_06 Pre-Treatment ZYG11B 79699 37 1 53236827 53236827 Missense_Mutation SNP A G 4 523 c.332A>G c.(331-333)GAT>GGT p.D111G

Pat_06 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 5 223 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_06 Pre-Treatment PRKAA2 5563 37 1 57170116 57170116 Nonsense_Mutation SNP C T 6 730 c.1261C>T c.(1261-1263)CGA>TGA p.R421*

Pat_06 Pre-Treatment CLCA1 1179 37 1 86960032 86960032 Missense_Mutation SNP C T 78 104 c.1843C>T c.(1843-1845)CGC>TGC p.R615C

Pat_06 Pre-Treatment CCDC18 343099 37 1 93646136 93646136 Missense_Mutation SNP A G 4 276 c.49A>G c.(49-51)AGT>GGT p.S17G

Pat_06 Pre-Treatment EXTL2 2135 37 1 101339811 101339811 Missense_Mutation SNP T C 3 151 c.680A>G c.(679-681)CAG>CGG p.Q227R

Pat_06 Pre-Treatment COL11A1 1301 37 1 103491773 103491773 Missense_Mutation SNP T C 6 688 c.896A>G c.(895-897)GAG>GGG p.E299G

Pat_06 Pre-Treatment SLC6A17 388662 37 1 110740738 110740738 Missense_Mutation SNP C A 5 138 c.1856C>A c.(1855-1857)GCA>GAA p.A619E

Pat_06 Pre-Treatment RBM15 64783 37 1 110884345 110884345 Missense_Mutation SNP G A 6 558 c.2318G>A c.(2317-2319)GGG>GAG p.G773E

Pat_06 Pre-Treatment KCNA2 3737 37 1 111146215 111146215 Missense_Mutation SNP G T 5 396 c.1190C>A c.(1189-1191)GCA>GAA p.A397E

Pat_06 Pre-Treatment ADAM30 11085 37 1 120438642 120438642 Missense_Mutation SNP T C 3 274 c.318A>G c.(316-318)ATA>ATG p.I106M

Pat_06 Pre-Treatment NBPF10 100132406 37 1 145325971 145325971 Missense_Mutation SNP G C 12 375 c.4069G>C c.(4069-4071)GAT>CAT p.D1357H

Pat_06 Pre-Treatment SV2A 9900 37 1 149883534 149883534 Splice_Site SNP T C 3 98 c.623_splice c.e3-1 p.G208_splice

Pat_06 Pre-Treatment OTUD7B 56957 37 1 149949378 149949378 Missense_Mutation SNP G A 6 751 c.68C>T c.(67-69)GCG>GTG p.A23V

Pat_06 Pre-Treatment CTSK 1513 37 1 150779272 150779272 Missense_Mutation SNP G A 4 394 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_06 Pre-Treatment CGN 57530 37 1 151491709 151491709 Missense_Mutation SNP C A 5 574 c.714C>A c.(712-714)AGC>AGA p.S238R

Pat_06 Pre-Treatment CRNN 49860 37 1 152382571 152382571 Missense_Mutation SNP C A 6 878 c.987G>T c.(985-987)GAG>GAT p.E329D

Pat_06 Pre-Treatment SNAPIN 23557 37 1 153631271 153631271 Missense_Mutation SNP G A 4 86 c.52G>A c.(52-54)GGG>AGG p.G18R



Pat_06 Pre-Treatment ADAM15 8751 37 1 155028269 155028269 Missense_Mutation SNP C T 8 664 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_06 Pre-Treatment SYT11 23208 37 1 155838499 155838499 Missense_Mutation SNP G A 5 326 c.778G>A c.(778-780)GAG>AAG p.E260K

Pat_06 Pre-Treatment CD1C 911 37 1 158259891 158259891 Missense_Mutation SNP C T 5 703 c.37C>T c.(37-39)CTC>TTC p.L13F

Pat_06 Pre-Treatment OR6K6 128371 37 1 158724691 158724691 Missense_Mutation SNP C T 7 572 c.86C>T c.(85-87)ACG>ATG p.T29M

Pat_06 Pre-Treatment KCNJ10 3766 37 1 160012006 160012006 Missense_Mutation SNP G A 5 461 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_06 Pre-Treatment IGSF8 93185 37 1 160064979 160064979 Missense_Mutation SNP G A 4 227 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_06 Pre-Treatment ATP1A2 477 37 1 160098563 160098563 Missense_Mutation SNP C T 6 520 c.1139C>T c.(1138-1140)ACC>ATC p.T380I

Pat_06 Pre-Treatment CD84 8832 37 1 160523255 160523255 Missense_Mutation SNP C A 5 654 c.673G>T c.(673-675)GGG>TGG p.G225W

Pat_06 Pre-Treatment USF1 7391 37 1 161012372 161012372 Nonsense_Mutation SNP G T 4 352 c.147C>A c.(145-147)TAC>TAA p.Y49*

Pat_06 Pre-Treatment PVRL4 81607 37 1 161042507 161042507 Missense_Mutation SNP G A 5 575 c.1477C>T c.(1477-1479)CGG>TGG p.R493W

Pat_06 Pre-Treatment PVRL4 81607 37 1 161042585 161042585 Missense_Mutation SNP G A 4 323 c.1399C>T c.(1399-1401)CGG>TGG p.R467W

Pat_06 Pre-Treatment FCRLB 127943 37 1 161693372 161693372 Missense_Mutation SNP G A 4 346 c.268G>A c.(268-270)GCA>ACA p.A90T

Pat_06 Pre-Treatment ATF6 22926 37 1 161771859 161771859 Missense_Mutation SNP T C 4 714 c.706T>C c.(706-708)TCT>CCT p.S236P

Pat_06 Pre-Treatment NOS1AP 9722 37 1 162325042 162325042 Missense_Mutation SNP G A 6 493 c.661G>A c.(661-663)GTG>ATG p.V221M

Pat_06 Pre-Treatment GPA33 10223 37 1 167023600 167023600 Missense_Mutation SNP G A 6 614 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_06 Pre-Treatment SELE 6401 37 1 169699756 169699756 Missense_Mutation SNP C G 5 204 c.532G>C c.(532-534)GTG>CTG p.V178L

Pat_06 Pre-Treatment C1orf129 80133 37 1 170961471 170961471 Splice_Site SNP G A 5 485 c.1194_splice c.e12+1 p.A398_splice

Pat_06 Pre-Treatment METTL13 51603 37 1 171753525 171753525 Missense_Mutation SNP A G 3 188 c.799A>G c.(799-801)AGT>GGT p.S267G

Pat_06 Pre-Treatment TNR 7143 37 1 175299353 175299353 Missense_Mutation SNP C T 4 306 c.3650G>A c.(3649-3651)AGG>AAG p.R1217K

Pat_06 Pre-Treatment TOR3A 64222 37 1 179054988 179054988 Missense_Mutation SNP C T 6 334 c.599C>T c.(598-600)ACG>ATG p.T200M

Pat_06 Pre-Treatment TOR1AIP1 26092 37 1 179886632 179886632 Missense_Mutation SNP G A 5 833 c.1010G>A c.(1009-1011)CGG>CAG p.R337Q

Pat_06 Pre-Treatment ACBD6 84320 37 1 180366741 180366741 Splice_Site SNP C A 5 538 c.574_splice c.e6-1 p.G192_splice

Pat_06 Pre-Treatment XPR1 9213 37 1 180805753 180805753 Nonsense_Mutation SNP C T 6 672 c.1402C>T c.(1402-1404)CGA>TGA p.R468*

Pat_06 Pre-Treatment ASPM 259266 37 1 197115590 197115590 Translation_Start_Site SNP G C 3 113 c.-22C>G c.(-24--20)ATCCA>ATGCA

Pat_06 Pre-Treatment IPO9 55705 37 1 201832695 201832695 Missense_Mutation SNP C T 5 587 c.1588C>T c.(1588-1590)CCC>TCC p.P530S

Pat_06 Pre-Treatment PLXNA2 5362 37 1 208266148 208266148 Missense_Mutation SNP G A 5 297 c.2080C>T c.(2080-2082)CGG>TGG p.R694W

Pat_06 Pre-Treatment KCNH1 3756 37 1 210977413 210977413 Missense_Mutation SNP G A 6 290 c.1558C>T c.(1558-1560)CGG>TGG p.R520W

Pat_06 Pre-Treatment PROX1 5629 37 1 214170314 214170314 Missense_Mutation SNP A G 4 702 c.436A>G c.(436-438)AGG>GGG p.R146G

Pat_06 Pre-Treatment KCTD3 51133 37 1 215749250 215749250 Missense_Mutation SNP A T 4 156 c.190A>T c.(190-192)ATT>TTT p.I64F

Pat_06 Pre-Treatment DUSP10 11221 37 1 221879470 221879470 Missense_Mutation SNP G A 6 807 c.1150C>T c.(1150-1152)CGG>TGG p.R384W

Pat_06 Pre-Treatment ITPKB 3707 37 1 226924741 226924741 Missense_Mutation SNP T C 4 587 c.419A>G c.(418-420)AAC>AGC p.N140S

Pat_06 Pre-Treatment C1orf69 200205 37 1 228362629 228362629 Missense_Mutation SNP G A 4 185 c.578G>A c.(577-579)CGC>CAC p.R193H

Pat_06 Pre-Treatment TBCE 6905 37 1 235597525 235597525 Missense_Mutation SNP C T 6 769 c.667C>T c.(667-669)CGG>TGG p.R223W

Pat_06 Pre-Treatment ZNF238 10472 37 1 244218521 244218521 Missense_Mutation SNP G A 5 392 c.1418G>A c.(1417-1419)CGC>CAC p.R473H

Pat_06 Pre-Treatment CNST 163882 37 1 246754935 246754935 Missense_Mutation SNP G A 5 741 c.71G>A c.(70-72)AGC>AAC p.S24N

Pat_06 Pre-Treatment CNST 163882 37 1 246805294 246805294 Missense_Mutation SNP G C 3 162 c.892G>C c.(892-894)GTG>CTG p.V298L

Pat_06 Pre-Treatment OR2W5 441932 37 1 247654941 247654941 Missense_Mutation SNP G A 8 488 c.512G>A c.(511-513)CGT>CAT p.R171H

Pat_06 Pre-Treatment ASB13 79754 37 10 5693320 5693320 Missense_Mutation SNP C T 3 38 c.238G>A c.(238-240)GCT>ACT p.A80T

Pat_06 Pre-Treatment CAMK1D 57118 37 10 12867639 12867639 Missense_Mutation SNP G A 6 725 c.989G>A c.(988-990)AGT>AAT p.S330N

Pat_06 Pre-Treatment SUV39H2 79723 37 10 14939434 14939434 Missense_Mutation SNP G A 9 790 c.587G>A c.(586-588)CGA>CAA p.R196Q

Pat_06 Pre-Treatment PLXDC2 84898 37 10 20465997 20465997 Missense_Mutation SNP C T 5 733 c.953C>T c.(952-954)TCG>TTG p.S318L

Pat_06 Pre-Treatment ARMC3 219681 37 10 23290947 23290947 Missense_Mutation SNP G A 4 342 c.1525G>A c.(1525-1527)GGT>AGT p.G509S

Pat_06 Pre-Treatment ABI1 10006 37 10 27066118 27066118 Missense_Mutation SNP G C 3 212 c.338C>G c.(337-339)ACA>AGA p.T113R

Pat_06 Pre-Treatment ZNF438 220929 37 10 31137631 31137631 Missense_Mutation SNP C T 6 541 c.1703G>A c.(1702-1704)TGT>TAT p.C568Y

Pat_06 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 8 269 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_06 Pre-Treatment ANKRD30A 91074 37 10 37431012 37431012 Missense_Mutation SNP T C 7 448 c.1019T>C c.(1018-1020)ATG>ACG p.M340T

Pat_06 Pre-Treatment ZNF33A 7581 37 10 38299713 38299713 Splice_Site SNP T C 4 300 c.-44_splice c.e1+2



Pat_06 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 9 380 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_06 Pre-Treatment HNRNPF 3185 37 10 43882717 43882717 Missense_Mutation SNP G A 7 469 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_06 Pre-Treatment TMEM72 643236 37 10 45427508 45427508 Missense_Mutation SNP T C 3 85 c.200T>C c.(199-201)ATC>ACC p.I67T

Pat_06 Pre-Treatment SYT15 83849 37 10 46967629 46967629 Missense_Mutation SNP G A 9 696 c.448C>T c.(448-450)CGG>TGG p.R150W

Pat_06 Pre-Treatment RBP3 5949 37 10 48389098 48389098 Missense_Mutation SNP G A 5 562 c.1780C>T c.(1780-1782)CCG>TCG p.P594S

Pat_06 Pre-Treatment ERCC6 2074 37 10 50678344 50678344 Missense_Mutation SNP C T 7 890 c.3662G>A c.(3661-3663)CGA>CAA p.R1221Q

Pat_06 Pre-Treatment ERCC6 2074 37 10 50740610 50740610 Missense_Mutation SNP C T 4 439 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_06 Pre-Treatment TMEM26 219623 37 10 63212688 63212688 Missense_Mutation SNP G A 5 655 c.152C>T c.(151-153)GCG>GTG p.A51V

Pat_06 Pre-Treatment HERC4 26091 37 10 69785304 69785304 Missense_Mutation SNP G A 5 795 c.907C>T c.(907-909)CGG>TGG p.R303W

Pat_06 Pre-Treatment USP54 159195 37 10 75258736 75258736 Missense_Mutation SNP G A 6 821 c.4706C>T c.(4705-4707)ACT>ATT p.T1569I

Pat_06 Pre-Treatment SEC24C 9632 37 10 75530531 75530531 Missense_Mutation SNP G A 5 576 c.3119G>A c.(3118-3120)CGG>CAG p.R1040Q

Pat_06 Pre-Treatment PLCE1 51196 37 10 95995712 95995712 Missense_Mutation SNP G T 6 515 c.2255G>T c.(2254-2256)CGA>CTA p.R752L

Pat_06 Pre-Treatment CYP2C19 1557 37 10 96580323 96580323 Missense_Mutation SNP C T 5 793 c.890C>T c.(889-891)GCT>GTT p.A297V

Pat_06 Pre-Treatment ABCC2 1244 37 10 101591759 101591759 Missense_Mutation SNP C G 4 756 c.3129C>G c.(3127-3129)TTC>TTG p.F1043L

Pat_06 Pre-Treatment DNMBP 23268 37 10 101657981 101657981 Missense_Mutation SNP G A 8 513 c.2782C>T c.(2782-2784)CGT>TGT p.R928C

Pat_06 Pre-Treatment CHUK 1147 37 10 101969453 101969453 Missense_Mutation SNP G A 5 236 c.1027C>T c.(1027-1029)CGT>TGT p.R343C

Pat_06 Pre-Treatment PKD2L1 9033 37 10 102057356 102057356 Missense_Mutation SNP A G 3 186 c.739T>C c.(739-741)TAC>CAC p.Y247H

Pat_06 Pre-Treatment TLX1NB 100038246 37 10 102849583 102849583 Missense_Mutation SNP G C 4 77 c.80C>G c.(79-81)GCC>GGC p.A27G

Pat_06 Pre-Treatment NOLC1 9221 37 10 103920824 103920824 Missense_Mutation SNP A G 4 211 c.1715A>G c.(1714-1716)AAG>AGG p.K572R

Pat_06 Pre-Treatment PSD 5662 37 10 104162968 104162968 Missense_Mutation SNP G A 3 60 c.3064C>T c.(3064-3066)CGG>TGG p.R1022W

Pat_06 Pre-Treatment ACTR1A 10121 37 10 104244119 104244119 Missense_Mutation SNP C G 3 165 c.455G>C c.(454-456)AGG>ACG p.R152T

Pat_06 Pre-Treatment C10orf26 54838 37 10 104569725 104569725 Missense_Mutation SNP G A 6 653 c.206G>A c.(205-207)CGC>CAC p.R69H

Pat_06 Pre-Treatment C10orf79 80217 37 10 105944874 105944874 Missense_Mutation SNP G T 5 602 c.2041C>A c.(2041-2043)CAC>AAC p.H681N

Pat_06 Pre-Treatment MXI1 4601 37 10 112044696 112044696 Missense_Mutation SNP G A 6 597 c.638G>A c.(637-639)AGT>AAT p.S213N

Pat_06 Pre-Treatment TCF7L2 6934 37 10 114905837 114905837 Missense_Mutation SNP G A 5 642 c.856G>A c.(856-858)GTC>ATC p.V286I

Pat_06 Pre-Treatment NHLRC2 374354 37 10 115636654 115636654 Missense_Mutation SNP G T 6 745 c.706G>T c.(706-708)GAT>TAT p.D236Y

Pat_06 Pre-Treatment BAG3 9531 37 10 121429423 121429423 Missense_Mutation SNP G A 5 650 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_06 Pre-Treatment TACC2 10579 37 10 123842617 123842617 Nonsense_Mutation SNP C A 4 174 c.602C>A c.(601-603)TCG>TAG p.S201*

Pat_06 Pre-Treatment TACC2 10579 37 10 123847176 123847176 Missense_Mutation SNP T C 3 109 c.5161T>C c.(5161-5163)TCC>CCC p.S1721P

Pat_06 Pre-Treatment BCCIP 56647 37 10 127541703 127541703 Missense_Mutation SNP G A 6 726 c.860G>A c.(859-861)CGG>CAG p.R287Q

Pat_06 Pre-Treatment ECHS1 1892 37 10 135180462 135180462 Missense_Mutation SNP C A 6 268 c.550G>T c.(550-552)GGG>TGG p.G184W

Pat_06 Pre-Treatment SYCE1 93426 37 10 135372449 135372449 Missense_Mutation SNP T C 3 154 c.203A>G c.(202-204)AAG>AGG p.K68R

Pat_06 Pre-Treatment PHRF1 57661 37 11 597017 597017 Missense_Mutation SNP G A 5 226 c.715G>A c.(715-717)GCT>ACT p.A239T

Pat_06 Pre-Treatment CDHR5 53841 37 11 618647 618647 Missense_Mutation SNP G C 4 611 c.1912C>G c.(1912-1914)CCA>GCA p.P638A

Pat_06 Pre-Treatment CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 8 735 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_06 Pre-Treatment AP2A2 161 37 11 993914 993914 Missense_Mutation SNP G A 5 66 c.1711G>A c.(1711-1713)GCA>ACA p.A571T

Pat_06 Pre-Treatment MUC6 4588 37 11 1016037 1016037 Missense_Mutation SNP G A 5 795 c.6764C>T c.(6763-6765)ACG>ATG p.T2255M

Pat_06 Pre-Treatment CTSD 1509 37 11 1782667 1782667 Missense_Mutation SNP G A 4 307 c.100C>T c.(100-102)CGG>TGG p.R34W

Pat_06 Pre-Treatment OR52B6 340980 37 11 5602528 5602528 Missense_Mutation SNP G A 6 706 c.422G>A c.(421-423)CGC>CAC p.R141H

Pat_06 Pre-Treatment OR52E8 390079 37 11 5878182 5878182 Missense_Mutation SNP C A 5 409 c.751G>T c.(751-753)GGT>TGT p.G251C

Pat_06 Pre-Treatment OR56A5 390084 37 11 5988961 5988961 Missense_Mutation SNP G C 3 118 c.764C>G c.(763-765)ACC>AGC p.T255S

Pat_06 Pre-Treatment ZNF143 7702 37 11 9546919 9546919 Missense_Mutation SNP C A 6 643 c.1819C>A c.(1819-1821)CAG>AAG p.Q607K

Pat_06 Pre-Treatment COPB1 1315 37 11 14508051 14508051 Splice_Site SNP C A 5 681 c.700_splice c.e7-1 p.V234_splice

Pat_06 Pre-Treatment SOX6 55553 37 11 16007783 16007783 Missense_Mutation SNP C T 6 820 c.2189G>A c.(2188-2190)CGG>CAG p.R730Q

Pat_06 Pre-Treatment NAV2 89797 37 11 20122603 20122603 Missense_Mutation SNP G A 7 688 c.6311G>A c.(6310-6312)GGC>GAC p.G2104D

Pat_06 Pre-Treatment FANCF 2188 37 11 22647140 22647140 Missense_Mutation SNP C A 6 215 c.217G>T c.(217-219)GGG>TGG p.G73W

Pat_06 Pre-Treatment MUC15 143662 37 11 26582619 26582619 Missense_Mutation SNP G A 5 708 c.998C>T c.(997-999)TCT>TTT p.S333F



Pat_06 Pre-Treatment BDNF 627 37 11 27679711 27679711 Missense_Mutation SNP C T 5 557 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_06 Pre-Treatment DGKZ 8525 37 11 46388099 46388099 Missense_Mutation SNP C T 3 59 c.293C>T c.(292-294)ACC>ATC p.T98I

Pat_06 Pre-Treatment F2 2147 37 11 46741256 46741256 Missense_Mutation SNP C A 3 60 c.84C>A c.(82-84)TTC>TTA p.F28L

Pat_06 Pre-Treatment DDB2 1643 37 11 47256216 47256216 Missense_Mutation SNP G A 5 396 c.695G>A c.(694-696)GGC>GAC p.G232D

Pat_06 Pre-Treatment OR5D16 390144 37 11 55607088 55607088 Missense_Mutation SNP G T 7 448 c.861G>T c.(859-861)TTG>TTT p.L287F

Pat_06 Pre-Treatment OR5T2 219464 37 11 56000379 56000379 Missense_Mutation SNP G A 4 347 c.283C>T c.(283-285)CAC>TAC p.H95Y

Pat_06 Pre-Treatment GIF 2694 37 11 59608632 59608632 Missense_Mutation SNP G A 5 755 c.677C>T c.(676-678)ACT>ATT p.T226I

Pat_06 Pre-Treatment PRPF19 27339 37 11 60670218 60670218 Nonsense_Mutation SNP G A 6 235 c.382C>T c.(382-384)CGA>TGA p.R128*

Pat_06 Pre-Treatment C11orf84 144097 37 11 63585579 63585579 Missense_Mutation SNP G A 4 300 c.430G>A c.(430-432)GCT>ACT p.A144T

Pat_06 Pre-Treatment KCNK4 50801 37 11 64065695 64065695 Missense_Mutation SNP G A 4 282 c.775G>A c.(775-777)GTA>ATA p.V259I

Pat_06 Pre-Treatment SAC3D1 29901 37 11 64812129 64812129 Missense_Mutation SNP G A 5 296 c.1007G>A c.(1006-1008)CGT>CAT p.R336H

Pat_06 Pre-Treatment POLA2 23649 37 11 65063399 65063399 Missense_Mutation SNP G A 8 800 c.1585G>A c.(1585-1587)GCA>ACA p.A529T

Pat_06 Pre-Treatment SART1 9092 37 11 65733209 65733209 Missense_Mutation SNP G T 6 286 c.697G>T c.(697-699)GTC>TTC p.V233F

Pat_06 Pre-Treatment RIN1 9610 37 11 66103348 66103348 Splice_Site SNP C G 3 75 c.268_splice c.e3-1 p.T90_splice

Pat_06 Pre-Treatment ACTN3 89 37 11 66325185 66325185 Missense_Mutation SNP C T 3 69 c.913C>T c.(913-915)CGC>TGC p.R305C

Pat_06 Pre-Treatment SPTBN2 6712 37 11 66467033 66467033 Missense_Mutation SNP G A 6 662 c.3620C>T c.(3619-3621)GCT>GTT p.A1207V

Pat_06 Pre-Treatment TBC1D10C 374403 37 11 67174358 67174358 Missense_Mutation SNP G A 6 596 c.709G>A c.(709-711)GTG>ATG p.V237M

Pat_06 Pre-Treatment CARNS1 57571 37 11 67187096 67187096 Missense_Mutation SNP G A 3 48 c.622G>A c.(622-624)GAG>AAG p.E208K

Pat_06 Pre-Treatment NDUFS8 4728 37 11 67800450 67800450 Missense_Mutation SNP G A 5 587 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_06 Pre-Treatment SUV420H1 51111 37 11 67925651 67925651 Missense_Mutation SNP C T 6 858 c.2162G>A c.(2161-2163)CGT>CAT p.R721H

Pat_06 Pre-Treatment CPT1A 1374 37 11 68560797 68560797 Missense_Mutation SNP G C 3 97 c.953C>G c.(952-954)CCA>CGA p.P318R

Pat_06 Pre-Treatment MRGPRF 116535 37 11 68772894 68772894 Missense_Mutation SNP C A 3 32 c.884G>T c.(883-885)GGG>GTG p.G295V

Pat_06 Pre-Treatment C11orf30 56946 37 11 76248884 76248884 Missense_Mutation SNP T C 4 487 c.2405T>C c.(2404-2406)CTG>CCG p.L802P

Pat_06 Pre-Treatment MYO7A 4647 37 11 76922326 76922326 Missense_Mutation SNP C T 3 43 c.6181C>T c.(6181-6183)CGG>TGG p.R2061W

Pat_06 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 6 237 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_06 Pre-Treatment FOLH1B 219595 37 11 89405075 89405075 Missense_Mutation SNP G A 5 461 c.202G>A c.(202-204)GGT>AGT p.G68S

Pat_06 Pre-Treatment NAALAD2 10003 37 11 89882229 89882229 Missense_Mutation SNP A G 8 641 c.437A>G c.(436-438)AAT>AGT p.N146S

Pat_06 Pre-Treatment FAT3 120114 37 11 92577545 92577545 Missense_Mutation SNP G A 4 170 c.11012G>A c.(11011-11013)CGC>CAC p.R3671H

Pat_06 Pre-Treatment AMOTL1 154810 37 11 94599195 94599195 Missense_Mutation SNP G C 3 212 c.2350G>C c.(2350-2352)GAC>CAC p.D784H

Pat_06 Pre-Treatment AMOTL1 154810 37 11 94602501 94602501 Missense_Mutation SNP G A 4 121 c.2627G>A c.(2626-2628)AGC>AAC p.S876N

Pat_06 Pre-Treatment CNTN5 53942 37 11 99872777 99872777 Missense_Mutation SNP G A 3 120 c.889G>A c.(889-891)GAA>AAA p.E297K

Pat_06 Pre-Treatment YAP1 10413 37 11 101984971 101984971 Missense_Mutation SNP G T 7 581 c.418G>T c.(418-420)GGG>TGG p.G140W

Pat_06 Pre-Treatment MMP7 4316 37 11 102401409 102401409 Missense_Mutation SNP G A 5 529 c.23C>T c.(22-24)GCT>GTT p.A8V

Pat_06 Pre-Treatment ARHGAP20 57569 37 11 110450900 110450900 Missense_Mutation SNP G A 5 823 c.2770C>T c.(2770-2772)CCC>TCC p.P924S

Pat_06 Pre-Treatment BTG4 54766 37 11 111365906 111365906 Missense_Mutation SNP G C 5 531 c.644C>G c.(643-645)GCT>GGT p.A215G

Pat_06 Pre-Treatment HTR3B 9177 37 11 113816851 113816851 Missense_Mutation SNP G A 4 343 c.1318G>A c.(1318-1320)GGC>AGC p.G440S

Pat_06 Pre-Treatment PAFAH1B2 5049 37 11 117023192 117023192 Missense_Mutation SNP C T 5 338 c.29C>T c.(28-30)GCT>GTT p.A10V

Pat_06 Pre-Treatment SIDT2 51092 37 11 117053466 117053466 Missense_Mutation SNP G A 4 139 c.646G>A c.(646-648)GTA>ATA p.V216I

Pat_06 Pre-Treatment PCSK7 9159 37 11 117094004 117094004 Missense_Mutation SNP G A 4 306 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_06 Pre-Treatment DSCAML1 57453 37 11 117352718 117352718 Missense_Mutation SNP G C 4 237 c.2699C>G c.(2698-2700)GCC>GGC p.A900G

Pat_06 Pre-Treatment TRIM29 23650 37 11 119988981 119988981 Missense_Mutation SNP G T 5 170 c.1577C>A c.(1576-1578)TCT>TAT p.S526Y

Pat_06 Pre-Treatment GRIK4 2900 37 11 120776054 120776054 Missense_Mutation SNP G A 6 652 c.1328G>A c.(1327-1329)CGC>CAC p.R443H

Pat_06 Pre-Treatment HSPA8 3312 37 11 122928494 122928494 Missense_Mutation SNP G A 5 459 c.1889C>T c.(1888-1890)GCT>GTT p.A630V

Pat_06 Pre-Treatment VWA5A 4013 37 11 123989321 123989321 Missense_Mutation SNP C G 3 206 c.551C>G c.(550-552)GCC>GGC p.A184G

Pat_06 Pre-Treatment SPA17 53340 37 11 124545192 124545192 Missense_Mutation SNP G A 5 548 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_06 Pre-Treatment ROBO3 64221 37 11 124742845 124742845 Missense_Mutation SNP T C 3 119 c.1396T>C c.(1396-1398)TCC>CCC p.S466P

Pat_06 Pre-Treatment HEPN1 641654 37 11 124789836 124789836 Missense_Mutation SNP G A 5 291 c.190G>A c.(190-192)GAA>AAA p.E64K



Pat_06 Pre-Treatment PKNOX2 63876 37 11 125221241 125221241 Missense_Mutation SNP A G 3 73 c.40A>G c.(40-42)ATG>GTG p.M14V

Pat_06 Pre-Treatment ACRV1 56 37 11 125548001 125548001 Missense_Mutation SNP C T 4 243 c.244G>A c.(244-246)GAG>AAG p.E82K

Pat_06 Pre-Treatment KIRREL3 84623 37 11 126343313 126343313 Missense_Mutation SNP C T 3 47 c.482G>A c.(481-483)CGT>CAT p.R161H

Pat_06 Pre-Treatment LOC100288778 100288778 37 12 90615 90615 Missense_Mutation SNP G T 3 45 c.621G>T c.(619-621)TTG>TTT p.L207F

Pat_06 Pre-Treatment CACNA2D4 93589 37 12 1969324 1969324 Missense_Mutation SNP C G 3 176 c.1927G>C c.(1927-1929)GAC>CAC p.D643H

Pat_06 Pre-Treatment KCNA6 3742 37 12 4919422 4919422 Missense_Mutation SNP G A 5 458 c.215G>A c.(214-216)CGG>CAG p.R72Q

Pat_06 Pre-Treatment CD9 928 37 12 6309672 6309672 Missense_Mutation SNP G A 5 326 c.7G>A c.(7-9)GTC>ATC p.V3I

Pat_06 Pre-Treatment PLEKHG6 55200 37 12 6428010 6428010 Missense_Mutation SNP G C 3 284 c.1375G>C c.(1375-1377)GAG>CAG p.E459Q

Pat_06 Pre-Treatment ZNF384 171017 37 12 6776926 6776926 Missense_Mutation SNP G A 7 850 c.1688C>T c.(1687-1689)ACT>ATT p.T563I

Pat_06 Pre-Treatment C12orf53 196500 37 12 6806933 6806933 Missense_Mutation SNP G A 3 71 c.43C>T c.(43-45)CTC>TTC p.L15F

Pat_06 Pre-Treatment CD163L1 283316 37 12 7527092 7527092 Missense_Mutation SNP C T 5 451 c.3355G>A c.(3355-3357)GGC>AGC p.G1119S

Pat_06 Pre-Treatment GPR19 2842 37 12 12815291 12815291 Missense_Mutation SNP G A 8 782 c.92C>T c.(91-93)ACA>ATA p.T31I

Pat_06 Pre-Treatment C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 4 234 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_06 Pre-Treatment C12orf72 254013 37 12 31815090 31815090 Missense_Mutation SNP A G 4 510 c.203A>G c.(202-204)CAG>CGG p.Q68R

Pat_06 Pre-Treatment FGD4 121512 37 12 32735075 32735075 Missense_Mutation SNP G A 8 566 c.274G>A c.(274-276)GGT>AGT p.G92S

Pat_06 Pre-Treatment DDX23 9416 37 12 49227133 49227133 Missense_Mutation SNP G A 259 420 c.1730C>T c.(1729-1731)CCA>CTA p.P577L

Pat_06 Pre-Treatment LMBR1L 55716 37 12 49495258 49495258 Missense_Mutation SNP C T 4 141 c.1005G>A c.(1003-1005)ATG>ATA p.M335I

Pat_06 Pre-Treatment FMNL3 91010 37 12 50043288 50043288 Missense_Mutation SNP C T 5 455 c.2269G>A c.(2269-2271)GTC>ATC p.V757I

Pat_06 Pre-Treatment SLC4A8 9498 37 12 51888762 51888762 Missense_Mutation SNP G A 7 465 c.2803G>A c.(2803-2805)GCA>ACA p.A935T

Pat_06 Pre-Treatment KRT86 3892 37 12 52702316 52702316 Missense_Mutation SNP T C 3 176 c.1408T>C c.(1408-1410)TGC>CGC p.C470R

Pat_06 Pre-Treatment KRT75 9119 37 12 52818456 52818456 Missense_Mutation SNP C T 4 433 c.1501G>A c.(1501-1503)GGC>AGC p.G501S

Pat_06 Pre-Treatment KRT8 3856 37 12 53292500 53292500 Missense_Mutation SNP C T 6 627 c.1165G>A c.(1165-1167)GCC>ACC p.A389T

Pat_06 Pre-Treatment AAAS 8086 37 12 53702942 53702942 Nonsense_Mutation SNP G A 6 794 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_06 Pre-Treatment AMHR2 269 37 12 53825045 53825045 Missense_Mutation SNP C T 5 459 c.1510C>T c.(1510-1512)CGC>TGC p.R504C

Pat_06 Pre-Treatment MMP19 4327 37 12 56231419 56231419 Missense_Mutation SNP G A 5 331 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_06 Pre-Treatment DGKA 1606 37 12 56334462 56334462 Missense_Mutation SNP C T 5 636 c.973C>T c.(973-975)CGG>TGG p.R325W

Pat_06 Pre-Treatment CS 1431 37 12 56667537 56667537 Missense_Mutation SNP G A 5 654 c.1064C>T c.(1063-1065)CCG>CTG p.P355L

Pat_06 Pre-Treatment TIMELESS 8914 37 12 56817194 56817194 Missense_Mutation SNP G A 6 511 c.2156C>T c.(2155-2157)GCC>GTC p.A719V

Pat_06 Pre-Treatment TAC3 6866 37 12 57406612 57406612 Nonsense_Mutation SNP G A 4 528 c.286C>T c.(286-288)CAG>TAG p.Q96*

Pat_06 Pre-Treatment LRP1 4035 37 12 57603830 57603830 Missense_Mutation SNP G A 5 464 c.12458G>A c.(12457-12459)CGC>CAC p.R4153H

Pat_06 Pre-Treatment IFNG 3458 37 12 68549234 68549234 Missense_Mutation SNP G T 6 579 c.400C>A c.(400-402)CAT>AAT p.H134N

Pat_06 Pre-Treatment CPSF6 11052 37 12 69656305 69656305 Missense_Mutation SNP A G 3 170 c.1622A>G c.(1621-1623)GAG>GGG p.E541G

Pat_06 Pre-Treatment TMTC2 160335 37 12 83251250 83251250 Missense_Mutation SNP G A 4 396 c.545G>A c.(544-546)AGC>AAC p.S182N

Pat_06 Pre-Treatment C12orf12 196477 37 12 91347305 91347305 Missense_Mutation SNP G C 4 212 c.1215C>G c.(1213-1215)AAC>AAG p.N405K

Pat_06 Pre-Treatment SART3 9733 37 12 108930528 108930528 Missense_Mutation SNP G C 3 221 c.1343C>G c.(1342-1344)GCC>GGC p.A448G

Pat_06 Pre-Treatment ACACB 32 37 12 109704069 109704069 Missense_Mutation SNP G A 4 293 c.7279G>A c.(7279-7281)GTG>ATG p.V2427M

Pat_06 Pre-Treatment C12orf51 283450 37 12 112600845 112600845 Splice_Site SNP C T 5 566 c.11854_splice c.e68+1 p.G3952_splice

Pat_06 Pre-Treatment C12orf51 283450 37 12 112674828 112674828 Missense_Mutation SNP C G 3 103 c.4099G>C c.(4099-4101)GCC>CCC p.A1367P

Pat_06 Pre-Treatment SLC24A6 80024 37 12 113753209 113753209 Missense_Mutation SNP G A 3 46 c.1066C>T c.(1066-1068)CGG>TGG p.R356W

Pat_06 Pre-Treatment MED13L 23389 37 12 116452921 116452921 Missense_Mutation SNP G T 6 658 c.1168C>A c.(1168-1170)CAG>AAG p.Q390K

Pat_06 Pre-Treatment MED13L 23389 37 12 116457208 116457208 Missense_Mutation SNP C T 4 458 c.830G>A c.(829-831)CGG>CAG p.R277Q

Pat_06 Pre-Treatment VSIG10 54621 37 12 118517169 118517169 Missense_Mutation SNP T C 3 219 c.907A>G c.(907-909)AGC>GGC p.S303G

Pat_06 Pre-Treatment CIT 11113 37 12 120135563 120135563 Missense_Mutation SNP G A 7 502 c.5657C>T c.(5656-5658)GCG>GTG p.A1886V

Pat_06 Pre-Treatment RPLP0 6175 37 12 120636757 120636757 Missense_Mutation SNP G C 3 150 c.365C>G c.(364-366)ACT>AGT p.T122S

Pat_06 Pre-Treatment CABP1 9478 37 12 121098115 121098115 Missense_Mutation SNP G A 4 161 c.802G>A c.(802-804)GAA>AAA p.E268K

Pat_06 Pre-Treatment CLIP1 6249 37 12 122862048 122862048 Missense_Mutation SNP G A 5 726 c.545C>T c.(544-546)ACG>ATG p.T182M

Pat_06 Pre-Treatment MPHOSPH9 10198 37 12 123705991 123705991 Missense_Mutation SNP G A 52 147 c.344C>T c.(343-345)TCT>TTT p.S115F



Pat_06 Pre-Treatment ATP6V0A2 23545 37 12 124242547 124242547 Missense_Mutation SNP T C 4 323 c.2539T>C c.(2539-2541)TCA>CCA p.S847P

Pat_06 Pre-Treatment TMEM132D 121256 37 12 130015713 130015713 Nonsense_Mutation SNP G A 5 406 c.1006C>T c.(1006-1008)CGA>TGA p.R336*

Pat_06 Pre-Treatment PUS1 80324 37 12 132416789 132416789 Missense_Mutation SNP T C 3 262 c.373T>C c.(373-375)TGT>CGT p.C125R

Pat_06 Pre-Treatment PUS1 80324 37 12 132426187 132426187 Missense_Mutation SNP G A 5 724 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_06 Pre-Treatment POLE 5426 37 12 133218233 133218233 Missense_Mutation SNP C T 4 188 c.5378G>A c.(5377-5379)AGG>AAG p.R1793K

Pat_06 Pre-Treatment ZNF10 7556 37 12 133732999 133732999 Missense_Mutation SNP C A 6 821 c.1167C>A c.(1165-1167)AGC>AGA p.S389R

Pat_06 Pre-Treatment GJB2 2706 37 13 20763513 20763513 Missense_Mutation SNP G A 4 354 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_06 Pre-Treatment IFT88 8100 37 13 21205209 21205209 Missense_Mutation SNP G A 5 468 c.1381G>A c.(1381-1383)GCT>ACT p.A461T

Pat_06 Pre-Treatment SACS 26278 37 13 23914963 23914963 Missense_Mutation SNP C G 4 746 c.3052G>C c.(3052-3054)GAG>CAG p.E1018Q

Pat_06 Pre-Treatment FREM2 341640 37 13 39265331 39265331 Missense_Mutation SNP G T 6 822 c.3850G>T c.(3850-3852)GGG>TGG p.G1284W

Pat_06 Pre-Treatment STOML3 161003 37 13 39550707 39550707 Missense_Mutation SNP G A 5 277 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_06 Pre-Treatment SIAH3 283514 37 13 46425647 46425647 Missense_Mutation SNP G A 4 497 c.118C>T c.(118-120)CCC>TCC p.P40S

Pat_06 Pre-Treatment C13orf18 80183 37 13 46919644 46919644 Missense_Mutation SNP G T 3 53 c.1723C>A c.(1723-1725)CTG>ATG p.L575M

Pat_06 Pre-Treatment C13orf18 80183 37 13 46924411 46924411 Missense_Mutation SNP G A 3 53 c.1406C>T c.(1405-1407)TCG>TTG p.S469L

Pat_06 Pre-Treatment RNF113B 140432 37 13 98829159 98829159 Missense_Mutation SNP G A 4 260 c.332C>T c.(331-333)ACC>ATC p.T111I

Pat_06 Pre-Treatment COL4A2 1284 37 13 111114691 111114691 Missense_Mutation SNP G A 5 442 c.1736G>A c.(1735-1737)CGC>CAC p.R579H

Pat_06 Pre-Treatment COL4A2 1284 37 13 111125465 111125465 Missense_Mutation SNP T A 3 39 c.2393T>A c.(2392-2394)CTT>CAT p.L798H

Pat_06 Pre-Treatment ING1 3621 37 13 111371695 111371695 Missense_Mutation SNP G A 5 491 c.685G>A c.(685-687)GAC>AAC p.D229N

Pat_06 Pre-Treatment ATP11A 23250 37 13 113508817 113508817 Missense_Mutation SNP G A 5 464 c.2216G>A c.(2215-2217)GGG>GAG p.G739E

Pat_06 Pre-Treatment PROZ 8858 37 13 113813020 113813020 Missense_Mutation SNP G C 3 80 c.46G>C c.(46-48)GCC>CCC p.A16P

Pat_06 Pre-Treatment PROZ 8858 37 13 113817386 113817386 Missense_Mutation SNP G A 3 34 c.323G>A c.(322-324)GGC>GAC p.G108D

Pat_06 Pre-Treatment CUL4A 8451 37 13 113889431 113889431 Missense_Mutation SNP G A 7 445 c.820G>A c.(820-822)GTA>ATA p.V274I

Pat_06 Pre-Treatment TTC5 91875 37 14 20763525 20763525 Missense_Mutation SNP G A 5 460 c.1004C>T c.(1003-1005)GCC>GTC p.A335V

Pat_06 Pre-Treatment RNASE2 6036 37 14 21424318 21424318 Missense_Mutation SNP G A 5 617 c.388G>A c.(388-390)GCA>ACA p.A130T

Pat_06 Pre-Treatment FLJ10357 55701 37 14 21552174 21552174 Missense_Mutation SNP G A 4 80 c.3754G>A c.(3754-3756)GAC>AAC p.D1252N

Pat_06 Pre-Treatment RPGRIP1 57096 37 14 21770737 21770737 Missense_Mutation SNP G A 3 52 c.581G>A c.(580-582)AGT>AAT p.S194N

Pat_06 Pre-Treatment DAD1 1603 37 14 23044076 23044076 Missense_Mutation SNP G T 6 506 c.269C>A c.(268-270)CCA>CAA p.P90Q

Pat_06 Pre-Treatment RBM23 55147 37 14 23371498 23371498 Nonsense_Mutation SNP G A 6 423 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_06 Pre-Treatment DHRS2 10202 37 14 24108425 24108425 Missense_Mutation SNP G A 5 672 c.178G>A c.(178-180)GGG>AGG p.G60R

Pat_06 Pre-Treatment DCAF11 80344 37 14 24589061 24589061 Missense_Mutation SNP G A 4 190 c.1048G>A c.(1048-1050)GCA>ACA p.A350T

Pat_06 Pre-Treatment IRF9 10379 37 14 24631376 24631376 Missense_Mutation SNP G A 6 769 c.23G>A c.(22-24)TGC>TAC p.C8Y

Pat_06 Pre-Treatment RIPK3 11035 37 14 24808715 24808715 Missense_Mutation SNP G A 6 796 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_06 Pre-Treatment AKAP6 9472 37 14 33147587 33147587 Missense_Mutation SNP G A 5 556 c.2801G>A c.(2800-2802)AGC>AAC p.S934N

Pat_06 Pre-Treatment FBXO33 254170 37 14 39868790 39868790 Nonsense_Mutation SNP G T 5 165 c.1598C>A c.(1597-1599)TCA>TAA p.S533*

Pat_06 Pre-Treatment C14orf104 55172 37 14 50101657 50101657 Missense_Mutation SNP G A 3 9 c.211C>T c.(211-213)CAC>TAC p.H71Y

Pat_06 Pre-Treatment PSMC6 5706 37 14 53184828 53184828 Missense_Mutation SNP G A 6 673 c.601G>A c.(601-603)GTT>ATT p.V201I

Pat_06 Pre-Treatment C14orf39 317761 37 14 60908831 60908831 Missense_Mutation SNP C A 6 511 c.1522G>T c.(1522-1524)GCA>TCA p.A508S

Pat_06 Pre-Treatment SPTB 6710 37 14 65239449 65239449 Missense_Mutation SNP C T 4 343 c.5402G>A c.(5401-5403)CGC>CAC p.R1801H

Pat_06 Pre-Treatment FUT8 2530 37 14 66096305 66096305 Missense_Mutation SNP G A 6 534 c.578G>A c.(577-579)CGG>CAG p.R193Q

Pat_06 Pre-Treatment KIAA0247 9766 37 14 70125355 70125355 Missense_Mutation SNP G A 5 588 c.46G>A c.(46-48)GTG>ATG p.V16M

Pat_06 Pre-Treatment ZFYVE1 53349 37 14 73444864 73444864 Missense_Mutation SNP C T 6 652 c.1498G>A c.(1498-1500)GCA>ACA p.A500T

Pat_06 Pre-Treatment RBM25 58517 37 14 73544119 73544119 Missense_Mutation SNP G A 5 388 c.199G>A c.(199-201)GCA>ACA p.A67T

Pat_06 Pre-Treatment COQ6 51004 37 14 74425701 74425701 Missense_Mutation SNP G A 4 328 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_06 Pre-Treatment YLPM1 56252 37 14 75230568 75230568 Missense_Mutation SNP C A 5 635 c.376C>A c.(376-378)CAG>AAG p.Q126K

Pat_06 Pre-Treatment PROX2 283571 37 14 75329681 75329681 Missense_Mutation SNP G A 4 375 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_06 Pre-Treatment MLH3 27030 37 14 75513336 75513336 Missense_Mutation SNP G A 6 737 c.3023C>T c.(3022-3024)CCG>CTG p.P1008L

Pat_06 Pre-Treatment KIAA1737 85457 37 14 77579861 77579861 Missense_Mutation SNP G T 5 602 c.400G>T c.(400-402)GTA>TTA p.V134L



Pat_06 Pre-Treatment KIAA1737 85457 37 14 77580273 77580273 Missense_Mutation SNP G A 5 512 c.812G>A c.(811-813)AGC>AAC p.S271N

Pat_06 Pre-Treatment DIO2 1734 37 14 80669258 80669258 Missense_Mutation SNP A G 4 417 c.596T>C c.(595-597)CTG>CCG p.L199P

Pat_06 Pre-Treatment C14orf102 55051 37 14 90767615 90767615 Missense_Mutation SNP C T 6 541 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_06 Pre-Treatment CALM1 801 37 14 90870735 90870735 Missense_Mutation SNP T C 4 694 c.298T>C c.(298-300)TAT>CAT p.Y100H

Pat_06 Pre-Treatment RIN3 79890 37 14 93119143 93119143 Missense_Mutation SNP C A 5 490 c.1749C>A c.(1747-1749)AGC>AGA p.S583R

Pat_06 Pre-Treatment BEGAIN 57596 37 14 101005646 101005646 Missense_Mutation SNP A G 3 212 c.442T>C c.(442-444)TCG>CCG p.S148P

Pat_06 Pre-Treatment KIF26A 26153 37 14 104639782 104639782 Missense_Mutation SNP G A 3 38 c.1799G>A c.(1798-1800)CGC>CAC p.R600H

Pat_06 Pre-Treatment CRIP1 1396 37 14 105954667 105954667 Splice_Site SNP G A 5 431 c.136_splice c.e4-1 p.H46_splice

Pat_06 Pre-Treatment HERC2P2 400322 37 15 23312230 23312230 Missense_Mutation SNP T C 3 136 c.2692A>G c.(2692-2694)ATG>GTG p.M898V

Pat_06 Pre-Treatment C15orf53 400359 37 15 38990504 38990504 Missense_Mutation SNP G A 6 303 c.298G>A c.(298-300)GTC>ATC p.V100I

Pat_06 Pre-Treatment BAHD1 22893 37 15 40754275 40754275 Missense_Mutation SNP C T 4 214 c.1597C>T c.(1597-1599)CGT>TGT p.R533C

Pat_06 Pre-Treatment RAD51 5888 37 15 41022087 41022087 Missense_Mutation SNP G A 5 376 c.811G>A c.(811-813)GCT>ACT p.A271T

Pat_06 Pre-Treatment INO80 54617 37 15 41346195 41346195 Missense_Mutation SNP G A 4 210 c.2206C>T c.(2206-2208)CAC>TAC p.H736Y

Pat_06 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42137219 42137219 Missense_Mutation SNP G A 3 38 c.1190G>A c.(1189-1191)TGC>TAC p.C397Y

Pat_06 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138219 42138219 Missense_Mutation SNP G A 4 215 c.1574G>A c.(1573-1575)CGC>CAC p.R525H

Pat_06 Pre-Treatment TUBGCP4 27229 37 15 43678142 43678142 Missense_Mutation SNP C A 4 128 c.877C>A c.(877-879)CTG>ATG p.L293M

Pat_06 Pre-Treatment DUOX1 53905 37 15 45428774 45428774 Missense_Mutation SNP G A 6 600 c.973G>A c.(973-975)GCC>ACC p.A325T

Pat_06 Pre-Treatment FBN1 2200 37 15 48725143 48725143 Missense_Mutation SNP C T 6 641 c.6659G>A c.(6658-6660)CGA>CAA p.R2220Q

Pat_06 Pre-Treatment C15orf33 196951 37 15 49833994 49833994 Missense_Mutation SNP C A 6 723 c.757G>T c.(757-759)GAT>TAT p.D253Y

Pat_06 Pre-Treatment ATP8B4 79895 37 15 50264941 50264941 Missense_Mutation SNP G A 6 219 c.1081C>T c.(1081-1083)CGG>TGG p.R361W

Pat_06 Pre-Treatment AQP9 366 37 15 58471493 58471493 Missense_Mutation SNP T C 3 117 c.662T>C c.(661-663)CTG>CCG p.L221P

Pat_06 Pre-Treatment LIPC 3990 37 15 58830669 58830669 Missense_Mutation SNP G A 6 822 c.226G>A c.(226-228)GGC>AGC p.G76S

Pat_06 Pre-Treatment LACTB 114294 37 15 63433955 63433955 Missense_Mutation SNP G A 4 495 c.1595G>A c.(1594-1596)AGC>AAC p.S532N

Pat_06 Pre-Treatment RAB8B 51762 37 15 63555808 63555808 Missense_Mutation SNP C T 4 185 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_06 Pre-Treatment FAM96A 84191 37 15 64365201 64365201 Nonsense_Mutation SNP G A 7 697 c.412C>T c.(412-414)CGA>TGA p.R138*

Pat_06 Pre-Treatment NOX5 79400 37 15 69223047 69223047 Missense_Mutation SNP G A 5 537 c.20G>A c.(19-21)GGC>GAC p.G7D

Pat_06 Pre-Treatment TLE3 7090 37 15 70344856 70344856 Missense_Mutation SNP G A 6 157 c.1991C>T c.(1990-1992)TCG>TTG p.S664L

Pat_06 Pre-Treatment TLE3 7090 37 15 70346798 70346798 Missense_Mutation SNP A G 4 373 c.1814T>C c.(1813-1815)CTG>CCG p.L605P

Pat_06 Pre-Treatment STOML1 9399 37 15 74276372 74276372 Missense_Mutation SNP C T 5 209 c.1103G>A c.(1102-1104)CGG>CAG p.R368Q

Pat_06 Pre-Treatment LINGO1 84894 37 15 77907197 77907197 Missense_Mutation SNP T C 3 137 c.1052A>G c.(1051-1053)GAG>GGG p.E351G

Pat_06 Pre-Treatment ADAMTS7 11173 37 15 79059759 79059759 Missense_Mutation SNP G A 4 273 c.2821C>T c.(2821-2823)CCC>TCC p.P941S

Pat_06 Pre-Treatment KIAA1024 23251 37 15 79748562 79748562 Missense_Mutation SNP G A 6 490 c.73G>A c.(73-75)GTT>ATT p.V25I

Pat_06 Pre-Treatment FAH 2184 37 15 80460423 80460423 Missense_Mutation SNP G A 5 287 c.485G>A c.(484-486)CGT>CAT p.R162H

Pat_06 Pre-Treatment BNC1 646 37 15 83932358 83932358 Missense_Mutation SNP C T 5 416 c.1645G>A c.(1645-1647)GAA>AAA p.E549K

Pat_06 Pre-Treatment WDR73 84942 37 15 85188797 85188797 Missense_Mutation SNP C A 3 66 c.788G>T c.(787-789)AGC>ATC p.S263I

Pat_06 Pre-Treatment AKAP13 11214 37 15 86124402 86124402 Missense_Mutation SNP G A 5 345 c.3103G>A c.(3103-3105)GCA>ACA p.A1035T

Pat_06 Pre-Treatment ANPEP 290 37 15 90344738 90344738 Missense_Mutation SNP C T 5 361 c.1670G>A c.(1669-1671)AGC>AAC p.S557N

Pat_06 Pre-Treatment TTLL13 440307 37 15 90800930 90800930 Missense_Mutation SNP G A 5 626 c.911G>A c.(910-912)CGG>CAG p.R304Q

Pat_06 Pre-Treatment PRC1 9055 37 15 91513716 91513716 Missense_Mutation SNP G A 8 626 c.1490C>T c.(1489-1491)ACG>ATG p.T497M

Pat_06 Pre-Treatment CHD2 1106 37 15 93540535 93540535 Missense_Mutation SNP G A 5 657 c.3787G>A c.(3787-3789)GTG>ATG p.V1263M

Pat_06 Pre-Treatment ADAMTS17 170691 37 15 100692893 100692893 Missense_Mutation SNP G A 5 561 c.1397C>T c.(1396-1398)CCG>CTG p.P466L

Pat_06 Pre-Treatment TM2D3 80213 37 15 102185305 102185305 Missense_Mutation SNP G A 4 212 c.563C>T c.(562-564)ACG>ATG p.T188M

Pat_06 Pre-Treatment TM2D3 80213 37 15 102186954 102186954 Missense_Mutation SNP G A 6 653 c.476C>T c.(475-477)ACG>ATG p.T159M

Pat_06 Pre-Treatment WASH3P 374666 37 15 102514187 102514187 Missense_Mutation SNP C T 3 101 c.158C>T c.(157-159)CCC>CTC p.P53L

Pat_06 Pre-Treatment WFIKKN1 117166 37 16 683596 683596 Missense_Mutation SNP G A 3 51 c.1186G>A c.(1186-1188)GGC>AGC p.G396S

Pat_06 Pre-Treatment RHOT2 89941 37 16 723559 723559 Missense_Mutation SNP G A 7 527 c.1810G>A c.(1810-1812)GCA>ACA p.A604T

Pat_06 Pre-Treatment METRN 79006 37 16 767370 767370 Missense_Mutation SNP G A 3 32 c.865G>A c.(865-867)GAG>AAG p.E289K



Pat_06 Pre-Treatment MSLNL 401827 37 16 825086 825086 Splice_Site SNP C T 3 29 c.1487_splice c.e7-1 p.G496_splice

Pat_06 Pre-Treatment TSC2 7249 37 16 2124250 2124250 Missense_Mutation SNP G C 3 246 c.2405G>C c.(2404-2406)AGC>ACC p.S802T

Pat_06 Pre-Treatment PKD1 5310 37 16 2160688 2160688 Missense_Mutation SNP G A 4 121 c.4480C>T c.(4480-4482)CGC>TGC p.R1494C

Pat_06 Pre-Treatment CLDN9 9080 37 16 3063490 3063490 Missense_Mutation SNP G A 5 676 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_06 Pre-Treatment OR1F2P 26184 37 16 3265972 3265972 Missense_Mutation SNP G A 6 431 c.263G>A c.(262-264)CGC>CAC p.R88H

Pat_06 Pre-Treatment CREBBP 1387 37 16 3795351 3795351 Missense_Mutation SNP C T 4 215 c.3841G>A c.(3841-3843)GTT>ATT p.V1281I

Pat_06 Pre-Treatment ADCY9 115 37 16 4163951 4163951 Missense_Mutation SNP C T 5 755 c.1493G>A c.(1492-1494)GGC>GAC p.G498D

Pat_06 Pre-Treatment ADCY9 115 37 16 4164821 4164821 Missense_Mutation SNP G A 5 345 c.623C>T c.(622-624)ACG>ATG p.T208M

Pat_06 Pre-Treatment CORO7 79585 37 16 4410468 4410468 Missense_Mutation SNP G A 3 88 c.1999C>T c.(1999-2001)CGG>TGG p.R667W

Pat_06 Pre-Treatment HMOX2 3163 37 16 4557769 4557769 Missense_Mutation SNP G A 4 279 c.260G>A c.(259-261)CGC>CAC p.R87H

Pat_06 Pre-Treatment CIITA 4261 37 16 11001044 11001044 Missense_Mutation SNP G C 3 116 c.1695G>C c.(1693-1695)GAG>GAC p.E565D

Pat_06 Pre-Treatment KIAA0430 9665 37 16 15711209 15711209 Missense_Mutation SNP C G 5 418 c.2904G>C c.(2902-2904)GAG>GAC p.E968D

Pat_06 Pre-Treatment MYH11 4629 37 16 15850338 15850338 Missense_Mutation SNP C G 4 432 c.1609G>C c.(1609-1611)GAG>CAG p.E537Q

Pat_06 Pre-Treatment ABCC1 4363 37 16 16173267 16173267 Missense_Mutation SNP G A 5 381 c.2047G>A c.(2047-2049)GGA>AGA p.G683R

Pat_06 Pre-Treatment GPRC5B 51704 37 16 19883402 19883402 Missense_Mutation SNP A G 3 133 c.766T>C c.(766-768)TTC>CTC p.F256L

Pat_06 Pre-Treatment PALB2 79728 37 16 23614890 23614890 Missense_Mutation SNP G A 5 462 c.3451C>T c.(3451-3453)CTC>TTC p.L1151F

Pat_06 Pre-Treatment ERN2 10595 37 16 23724538 23724538 Missense_Mutation SNP G A 3 26 c.115C>T c.(115-117)CCT>TCT p.P39S

Pat_06 Pre-Treatment SH2B1 25970 37 16 28878028 28878028 Missense_Mutation SNP G A 4 321 c.613G>A c.(613-615)GGG>AGG p.G205R

Pat_06 Pre-Treatment KIF22 3835 37 16 29809938 29809938 Missense_Mutation SNP G A 5 661 c.419G>A c.(418-420)AGC>AAC p.S140N

Pat_06 Pre-Treatment MVP 9961 37 16 29848185 29848185 Missense_Mutation SNP C G 3 153 c.815C>G c.(814-816)CCC>CGC p.P272R

Pat_06 Pre-Treatment TAOK2 9344 37 16 29990581 29990581 Missense_Mutation SNP C T 5 657 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_06 Pre-Treatment ZNF646 9726 37 16 31090124 31090124 Missense_Mutation SNP G T 6 804 c.2479G>T c.(2479-2481)GGG>TGG p.G827W

Pat_06 Pre-Treatment PRSS36 146547 37 16 31150725 31150725 Missense_Mutation SNP G A 5 490 c.2302C>T c.(2302-2304)CCG>TCG p.P768S

Pat_06 Pre-Treatment C16orf58 64755 37 16 31508206 31508206 Missense_Mutation SNP G C 3 119 c.666C>G c.(664-666)AAC>AAG p.N222K

Pat_06 Pre-Treatment NETO2 81831 37 16 47163191 47163191 Missense_Mutation SNP G A 6 797 c.176C>T c.(175-177)TCG>TTG p.S59L

Pat_06 Pre-Treatment LONP2 83752 37 16 48337150 48337150 Missense_Mutation SNP G A 8 810 c.1729G>A c.(1729-1731)GTG>ATG p.V577M

Pat_06 Pre-Treatment SIAH1 6477 37 16 48395912 48395912 Missense_Mutation SNP G A 4 228 c.428C>T c.(427-429)GCT>GTT p.A143V

Pat_06 Pre-Treatment CBLN1 869 37 16 49315218 49315218 Missense_Mutation SNP G C 3 194 c.159C>G c.(157-159)ATC>ATG p.I53M

Pat_06 Pre-Treatment ZNF423 23090 37 16 49672212 49672212 Missense_Mutation SNP G C 3 196 c.851C>G c.(850-852)ACC>AGC p.T284S

Pat_06 Pre-Treatment TOX3 27324 37 16 52497917 52497917 Missense_Mutation SNP G A 6 483 c.337C>T c.(337-339)CTC>TTC p.L113F

Pat_06 Pre-Treatment CAPNS2 84290 37 16 55601312 55601312 Missense_Mutation SNP G A 6 850 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_06 Pre-Treatment NLRC5 84166 37 16 57113186 57113186 Missense_Mutation SNP C A 5 341 c.5219C>A c.(5218-5220)CCG>CAG p.P1740Q

Pat_06 Pre-Treatment ZNF319 57567 37 16 58031472 58031472 Missense_Mutation SNP G A 5 445 c.698C>T c.(697-699)ACG>ATG p.T233M

Pat_06 Pre-Treatment SETD6 79918 37 16 58549945 58549945 Missense_Mutation SNP C T 3 56 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_06 Pre-Treatment GOT2 2806 37 16 58768141 58768141 Translation_Start_Site SNP G A 5 95 c.-8C>T c.(-10--6)TACGG>TATGG

Pat_06 Pre-Treatment CES3 23491 37 16 66998260 66998260 Missense_Mutation SNP C G 3 235 c.561C>G c.(559-561)AGC>AGG p.S187R

Pat_06 Pre-Treatment KIAA0895L 653319 37 16 67213728 67213728 Missense_Mutation SNP C T 5 442 c.704G>A c.(703-705)TGC>TAC p.C235Y

Pat_06 Pre-Treatment PLEKHG4 25894 37 16 67318652 67318652 Missense_Mutation SNP G A 4 199 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_06 Pre-Treatment ZDHHC1 29800 37 16 67432126 67432126 Missense_Mutation SNP G A 8 721 c.916C>T c.(916-918)CGG>TGG p.R306W

Pat_06 Pre-Treatment PMFBP1 83449 37 16 72170712 72170712 Missense_Mutation SNP T C 5 293 c.925A>G c.(925-927)AAG>GAG p.K309E

Pat_06 Pre-Treatment PKD1L2 114780 37 16 81199543 81199543 Missense_Mutation SNP C T 8 43 c.3119G>A c.(3118-3120)CGA>CAA p.R1040Q

Pat_06 Pre-Treatment PLCG2 5336 37 16 81929460 81929460 Nonsense_Mutation SNP G A 5 610 c.1121G>A c.(1120-1122)TGG>TAG p.W374*

Pat_06 Pre-Treatment PLCG2 5336 37 16 81929466 81929466 Missense_Mutation SNP G A 5 639 c.1127G>A c.(1126-1128)CGG>CAG p.R376Q

Pat_06 Pre-Treatment ZDHHC7 55625 37 16 85010044 85010044 Missense_Mutation SNP G A 4 207 c.832C>T c.(832-834)CCC>TCC p.P278S

Pat_06 Pre-Treatment ANKRD11 29123 37 16 89347191 89347191 Missense_Mutation SNP G A 5 186 c.5759C>T c.(5758-5760)ACG>ATG p.T1920M

Pat_06 Pre-Treatment RAP1GAP2 23108 37 17 2921464 2921464 Missense_Mutation SNP G A 3 40 c.1604G>A c.(1603-1605)AGC>AAC p.S535N

Pat_06 Pre-Treatment TRPV1 7442 37 17 3489127 3489127 Missense_Mutation SNP G C 3 148 c.1318C>G c.(1318-1320)CTG>GTG p.L440V



Pat_06 Pre-Treatment ATP2A3 489 37 17 3839752 3839752 Missense_Mutation SNP G A 5 341 c.2333C>T c.(2332-2334)ACG>ATG p.T778M

Pat_06 Pre-Treatment ANKFY1 51479 37 17 4082253 4082253 Nonsense_Mutation SNP G A 5 640 c.2497C>T c.(2497-2499)CGA>TGA p.R833*

Pat_06 Pre-Treatment PFN1 5216 37 17 4849266 4849266 Missense_Mutation SNP C A 6 439 c.352G>T c.(352-354)GGT>TGT p.G118C

Pat_06 Pre-Treatment CAMTA2 23125 37 17 4875559 4875559 Missense_Mutation SNP C T 6 568 c.2776G>A c.(2776-2778)GCT>ACT p.A926T

Pat_06 Pre-Treatment DERL2 51009 37 17 5384615 5384615 Splice_Site SNP C T 5 349 c.327_splice c.e4+1 p.T109_splice

Pat_06 Pre-Treatment C17orf81 23587 37 17 7160182 7160182 Missense_Mutation SNP G A 4 454 c.464G>A c.(463-465)AGC>AAC p.S155N

Pat_06 Pre-Treatment TNK1 8711 37 17 7287867 7287867 Missense_Mutation SNP G A 4 83 c.931G>A c.(931-933)GTG>ATG p.V311M

Pat_06 Pre-Treatment C17orf74 201243 37 17 7329660 7329660 Missense_Mutation SNP G A 5 532 c.350G>A c.(349-351)AGT>AAT p.S117N

Pat_06 Pre-Treatment ZBTB4 57659 37 17 7366712 7366712 Missense_Mutation SNP G A 4 95 c.1589C>T c.(1588-1590)GCA>GTA p.A530V

Pat_06 Pre-Treatment DNAH2 146754 37 17 7697644 7697644 Missense_Mutation SNP C T 5 353 c.7642C>T c.(7642-7644)CGC>TGC p.R2548C

Pat_06 Pre-Treatment USP43 124739 37 17 9604461 9604461 Nonsense_Mutation SNP C T 3 27 c.1561C>T c.(1561-1563)CGA>TGA p.R521*

Pat_06 Pre-Treatment MYH2 4620 37 17 10430055 10430055 Missense_Mutation SNP G A 6 606 c.4048C>T c.(4048-4050)CGG>TGG p.R1350W

Pat_06 Pre-Treatment MAP2K4 6416 37 17 12028632 12028632 Missense_Mutation SNP G A 5 726 c.835G>A c.(835-837)GCA>ACA p.A279T

Pat_06 Pre-Treatment ELAC2 60528 37 17 12920211 12920211 Missense_Mutation SNP C T 5 643 c.335G>A c.(334-336)CGA>CAA p.R112Q

Pat_06 Pre-Treatment TRIM16 10626 37 17 15554529 15554529 Missense_Mutation SNP G A 4 374 c.395C>T c.(394-396)CCT>CTT p.P132L

Pat_06 Pre-Treatment UNC119 9094 37 17 26874365 26874365 Missense_Mutation SNP G A 5 435 c.673C>T c.(673-675)CGG>TGG p.R225W

Pat_06 Pre-Treatment SUPT6H 6830 37 17 27003267 27003267 Missense_Mutation SNP A G 4 588 c.716A>G c.(715-717)GAG>GGG p.E239G

Pat_06 Pre-Treatment RFFL 117584 37 17 33348494 33348494 Missense_Mutation SNP T C 3 166 c.487A>G c.(487-489)ACC>GCC p.T163A

Pat_06 Pre-Treatment GAS2L2 246176 37 17 34074192 34074192 Missense_Mutation SNP T C 4 775 c.928A>G c.(928-930)ACC>GCC p.T310A

Pat_06 Pre-Treatment TAF15 8148 37 17 34151144 34151144 Missense_Mutation SNP G A 5 522 c.547G>A c.(547-549)GGA>AGA p.G183R

Pat_06 Pre-Treatment MLLT6 4302 37 17 36873805 36873805 Missense_Mutation SNP T C 3 208 c.1772T>C c.(1771-1773)CTC>CCC p.L591P

Pat_06 Pre-Treatment ERBB2 2064 37 17 37866359 37866359 Missense_Mutation SNP G A 5 678 c.664G>A c.(664-666)GGT>AGT p.G222S

Pat_06 Pre-Treatment GRB7 2886 37 17 37899492 37899492 Missense_Mutation SNP G A 6 319 c.523G>A c.(523-525)GGA>AGA p.G175R

Pat_06 Pre-Treatment IGFBP4 3487 37 17 38610289 38610289 Missense_Mutation SNP G A 7 736 c.617G>A c.(616-618)CGC>CAC p.R206H

Pat_06 Pre-Treatment KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 3 53 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_06 Pre-Treatment KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 4 194 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_06 Pre-Treatment KRTAP4-4 84616 37 17 39316769 39316769 Missense_Mutation SNP T A 7 582 c.175A>T c.(175-177)ACC>TCC p.T59S

Pat_06 Pre-Treatment KRT17 3872 37 17 39775940 39775940 Missense_Mutation SNP G A 7 415 c.1205C>T c.(1204-1206)CCG>CTG p.P402L

Pat_06 Pre-Treatment GRN 2896 37 17 42426831 42426831 Missense_Mutation SNP G T 5 418 c.176G>T c.(175-177)GGC>GTC p.G59V

Pat_06 Pre-Treatment ITGA2B 3674 37 17 42461287 42461287 Missense_Mutation SNP C G 3 151 c.973G>C c.(973-975)GCT>CCT p.A325P

Pat_06 Pre-Treatment NMT1 4836 37 17 43182301 43182301 Missense_Mutation SNP A G 3 256 c.1407A>G c.(1405-1407)ATA>ATG p.I469M

Pat_06 Pre-Treatment KPNB1 3837 37 17 45754426 45754426 Missense_Mutation SNP G A 5 680 c.2036G>A c.(2035-2037)CGT>CAT p.R679H

Pat_06 Pre-Treatment COL1A1 1277 37 17 48265326 48265326 Missense_Mutation SNP C A 6 612 c.3280G>T c.(3280-3282)GGT>TGT p.G1094C

Pat_06 Pre-Treatment MYCBPAP 84073 37 17 48605535 48605535 Missense_Mutation SNP G C 3 213 c.2440G>C c.(2440-2442)GTG>CTG p.V814L

Pat_06 Pre-Treatment CACNA1G 8913 37 17 48655687 48655687 Nonsense_Mutation SNP C A 5 282 c.2063C>A c.(2062-2064)TCA>TAA p.S688*

Pat_06 Pre-Treatment MPO 4353 37 17 56350963 56350963 Missense_Mutation SNP G A 281 493 c.1433C>T c.(1432-1434)ACG>ATG p.T478M

Pat_06 Pre-Treatment HSF5 124535 37 17 56565325 56565325 Missense_Mutation SNP C G 4 243 c.311G>C c.(310-312)GGC>GCC p.G104A

Pat_06 Pre-Treatment C17orf47 284083 37 17 56620550 56620550 Missense_Mutation SNP C T 4 259 c.998G>A c.(997-999)CGC>CAC p.R333H

Pat_06 Pre-Treatment HEATR6 63897 37 17 58120947 58120947 Missense_Mutation SNP G A 5 610 c.3523C>T c.(3523-3525)CTC>TTC p.L1175F

Pat_06 Pre-Treatment TANC2 26115 37 17 61497713 61497713 Missense_Mutation SNP G T 7 330 c.4370G>T c.(4369-4371)AGC>ATC p.S1457I

Pat_06 Pre-Treatment ERN1 2081 37 17 62144291 62144291 Missense_Mutation SNP C G 3 185 c.582G>C c.(580-582)AAG>AAC p.K194N

Pat_06 Pre-Treatment SMURF2 64750 37 17 62543799 62543799 Missense_Mutation SNP C A 7 617 c.1990G>T c.(1990-1992)GAT>TAT p.D664Y

Pat_06 Pre-Treatment LRRC37A3 374819 37 17 62891134 62891134 Missense_Mutation SNP G T 8 808 c.2242C>A c.(2242-2244)CTT>ATT p.L748I

Pat_06 Pre-Treatment PSMD12 5718 37 17 65362605 65362605 Missense_Mutation SNP C A 5 149 c.31G>T c.(31-33)GGG>TGG p.G11W

Pat_06 Pre-Treatment BPTF 2186 37 17 65955937 65955937 Missense_Mutation SNP C G 3 252 c.8207C>G c.(8206-8208)ACT>AGT p.T2736S

Pat_06 Pre-Treatment ARSG 22901 37 17 66339924 66339924 Missense_Mutation SNP G A 39 124 c.398G>A c.(397-399)GGG>GAG p.G133E

Pat_06 Pre-Treatment ABCA10 10349 37 17 67153007 67153007 Missense_Mutation SNP C T 4 136 c.3421G>A c.(3421-3423)GGA>AGA p.G1141R



Pat_06 Pre-Treatment OTOP3 347741 37 17 72943400 72943400 Missense_Mutation SNP G A 3 58 c.1450G>A c.(1450-1452)GGC>AGC p.G484S

Pat_06 Pre-Treatment KIAA0195 9772 37 17 73487517 73487517 Missense_Mutation SNP G A 5 473 c.1367G>A c.(1366-1368)CGC>CAC p.R456H

Pat_06 Pre-Treatment CASKIN2 57513 37 17 73500322 73500322 Missense_Mutation SNP G A 4 77 c.1441C>T c.(1441-1443)CGG>TGG p.R481W

Pat_06 Pre-Treatment RNF157 114804 37 17 74163736 74163736 Missense_Mutation SNP C T 8 514 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_06 Pre-Treatment UBE2O 63893 37 17 74395668 74395668 Missense_Mutation SNP G A 5 576 c.1490C>T c.(1489-1491)TCT>TTT p.S497F

Pat_06 Pre-Treatment ST6GALNAC1 55808 37 17 74621927 74621927 Missense_Mutation SNP G A 3 91 c.1579C>T c.(1579-1581)CTC>TTC p.L527F

Pat_06 Pre-Treatment CBX4 8535 37 17 77807880 77807880 Missense_Mutation SNP C T 5 391 c.1561G>A c.(1561-1563)GAG>AAG p.E521K

Pat_06 Pre-Treatment TBC1D16 125058 37 17 77987204 77987204 Missense_Mutation SNP G A 3 85 c.143C>T c.(142-144)CCG>CTG p.P48L

Pat_06 Pre-Treatment FASN 2194 37 17 80040889 80040889 Missense_Mutation SNP C G 4 248 c.5668G>C c.(5668-5670)GCT>CCT p.A1890P

Pat_06 Pre-Treatment TBCD 6904 37 17 80885162 80885162 Missense_Mutation SNP G A 4 144 c.2572G>A c.(2572-2574)GAC>AAC p.D858N

Pat_06 Pre-Treatment MYOM1 8736 37 18 3129428 3129428 Missense_Mutation SNP G A 6 589 c.2596C>T c.(2596-2598)CCG>TCG p.P866S

Pat_06 Pre-Treatment EPB41L3 23136 37 18 5478412 5478412 Missense_Mutation SNP G A 6 597 c.209C>T c.(208-210)GCT>GTT p.A70V

Pat_06 Pre-Treatment KIAA1632 57724 37 18 43456258 43456258 Missense_Mutation SNP A G 4 690 c.5992T>C c.(5992-5994)TCA>CCA p.S1998P

Pat_06 Pre-Treatment KIAA1632 57724 37 18 43529482 43529482 Missense_Mutation SNP C A 5 537 c.1465G>T c.(1465-1467)GGT>TGT p.G489C

Pat_06 Pre-Treatment ST8SIA5 29906 37 18 44260450 44260450 Missense_Mutation SNP C T 3 67 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_06 Pre-Treatment CCDC11 220136 37 18 47788477 47788477 Missense_Mutation SNP C T 6 790 c.182G>A c.(181-183)CGC>CAC p.R61H

Pat_06 Pre-Treatment ALPK2 115701 37 18 56202703 56202703 Missense_Mutation SNP T C 4 590 c.4716A>G c.(4714-4716)ATA>ATG p.I1572M

Pat_06 Pre-Treatment CDH19 28513 37 18 64235831 64235831 Missense_Mutation SNP C A 6 634 c.312G>T c.(310-312)AAG>AAT p.K104N

Pat_06 Pre-Treatment DSEL 92126 37 18 65179336 65179336 Missense_Mutation SNP T C 4 745 c.2540A>G c.(2539-2541)GAG>GGG p.E847G

Pat_06 Pre-Treatment FAM69C 125704 37 18 72109213 72109213 Missense_Mutation SNP C T 5 598 c.1015G>A c.(1015-1017)GCG>ACG p.A339T

Pat_06 Pre-Treatment REXO1 57455 37 19 1826936 1826936 Missense_Mutation SNP G A 3 52 c.1852C>T c.(1852-1854)CGG>TGG p.R618W

Pat_06 Pre-Treatment REXO1 57455 37 19 1828061 1828061 Missense_Mutation SNP G A 3 105 c.727C>T c.(727-729)CGG>TGG p.R243W

Pat_06 Pre-Treatment HMG20B 10362 37 19 3576268 3576268 Missense_Mutation SNP G A 4 395 c.482G>A c.(481-483)AGC>AAC p.S161N

Pat_06 Pre-Treatment DAPK3 1613 37 19 3964864 3964864 Missense_Mutation SNP C A 6 510 c.188G>T c.(187-189)CGG>CTG p.R63L

Pat_06 Pre-Treatment PLIN4 729359 37 19 4512545 4512545 Missense_Mutation SNP G A 8 667 c.1385C>T c.(1384-1386)GCT>GTT p.A462V

Pat_06 Pre-Treatment PTPRS 5802 37 19 5214699 5214699 Missense_Mutation SNP C T 3 90 c.4367G>A c.(4366-4368)CGG>CAG p.R1456Q

Pat_06 Pre-Treatment PTPRS 5802 37 19 5245864 5245864 Missense_Mutation SNP T G 3 136 c.911A>C c.(910-912)AAG>ACG p.K304T

Pat_06 Pre-Treatment RANBP3 8498 37 19 5918626 5918626 Nonsense_Mutation SNP G A 6 689 c.1354C>T c.(1354-1356)CGA>TGA p.R452*

Pat_06 Pre-Treatment DENND1C 79958 37 19 6480024 6480024 Missense_Mutation SNP G A 3 83 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_06 Pre-Treatment TNFSF9 8744 37 19 6532819 6532819 Missense_Mutation SNP C A 6 635 c.290C>A c.(289-291)GCC>GAC p.A97D

Pat_06 Pre-Treatment C3 718 37 19 6677992 6677992 Missense_Mutation SNP C A 12 572 c.4893G>T c.(4891-4893)TGG>TGT p.W1631C

Pat_06 Pre-Treatment TRIP10 9322 37 19 6750307 6750307 Missense_Mutation SNP G T 5 593 c.1400G>T c.(1399-1401)TGG>TTG p.W467L

Pat_06 Pre-Treatment ZNF557 79230 37 19 7076391 7076391 Splice_Site SNP G T 6 585 c.100_splice c.e5-1 p.G34_splice

Pat_06 Pre-Treatment XAB2 56949 37 19 7688136 7688136 Missense_Mutation SNP G A 4 437 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_06 Pre-Treatment CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 11 735 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_06 Pre-Treatment MUC16 94025 37 19 9061705 9061705 Missense_Mutation SNP C T 20 180 c.25741G>A c.(25741-25743)GAG>AAG p.E8581K

Pat_06 Pre-Treatment AP1M2 10053 37 19 10685123 10685123 Missense_Mutation SNP G A 3 29 c.1219C>T c.(1219-1221)CCC>TCC p.P407S

Pat_06 Pre-Treatment SLC44A2 57153 37 19 10742169 10742169 Nonsense_Mutation SNP C T 4 317 c.460C>T c.(460-462)CAA>TAA p.Q154*

Pat_06 Pre-Treatment DOCK6 57572 37 19 11333418 11333418 Missense_Mutation SNP G A 3 53 c.3233C>T c.(3232-3234)ACC>ATC p.T1078I

Pat_06 Pre-Treatment ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 6 166 c.1459T>C c.(1459-1461)TTT>CTT p.F487L

Pat_06 Pre-Treatment MAST1 22983 37 19 12969451 12969451 Missense_Mutation SNP G A 4 214 c.1264G>A c.(1264-1266)GAG>AAG p.E422K

Pat_06 Pre-Treatment CACNA1A 773 37 19 13397728 13397728 Missense_Mutation SNP G A 5 229 c.3145C>T c.(3145-3147)CGG>TGG p.R1049W

Pat_06 Pre-Treatment DCAF15 90379 37 19 14071323 14071323 Missense_Mutation SNP A G 3 47 c.1678A>G c.(1678-1680)ATG>GTG p.M560V

Pat_06 Pre-Treatment LPHN1 22859 37 19 14273754 14273754 Missense_Mutation SNP C A 3 57 c.874G>T c.(874-876)GTG>TTG p.V292L

Pat_06 Pre-Treatment DDX39 10212 37 19 14521140 14521140 Missense_Mutation SNP C T 5 398 c.620G>A c.(619-621)CGG>CAG p.R207Q

Pat_06 Pre-Treatment EMR3 84658 37 19 14748977 14748977 Missense_Mutation SNP G A 5 673 c.1424C>T c.(1423-1425)CCC>CTC p.P475L

Pat_06 Pre-Treatment RASAL3 64926 37 19 15565012 15565012 Missense_Mutation SNP G A 3 56 c.2227C>T c.(2227-2229)CTT>TTT p.L743F



Pat_06 Pre-Treatment OR10H5 284433 37 19 15904883 15904883 Missense_Mutation SNP G A 6 816 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_06 Pre-Treatment KLF2 10365 37 19 16437754 16437754 Missense_Mutation SNP C T 4 206 c.980C>T c.(979-981)ACG>ATG p.T327M

Pat_06 Pre-Treatment NWD1 284434 37 19 16884020 16884020 Missense_Mutation SNP C A 6 347 c.2494C>A c.(2494-2496)CAA>AAA p.Q832K

Pat_06 Pre-Treatment IL12RB1 3594 37 19 18197608 18197608 Missense_Mutation SNP A G 3 123 c.26T>C c.(25-27)GTC>GCC p.V9A

Pat_06 Pre-Treatment GDF1 2657 37 19 18995067 18995067 Missense_Mutation SNP G A 3 76 c.419C>T c.(418-420)CCG>CTG p.P140L

Pat_06 Pre-Treatment KIAA0892 23383 37 19 19455713 19455713 Missense_Mutation SNP C T 4 258 c.1133C>T c.(1132-1134)GCA>GTA p.A378V

Pat_06 Pre-Treatment ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 4 219 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_06 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 6 172 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_06 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 284 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_06 Pre-Treatment ZNF493 284443 37 19 21606614 21606614 Missense_Mutation SNP G A 6 209 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_06 Pre-Treatment ZNF208 7757 37 19 22155878 22155878 Missense_Mutation SNP G A 5 321 c.1658C>T c.(1657-1659)ACT>ATT p.T553I

Pat_06 Pre-Treatment ZNF681 148213 37 19 23927372 23927372 Missense_Mutation SNP C G 4 264 c.980G>C c.(979-981)AGA>ACA p.R327T

Pat_06 Pre-Treatment CCNE1 898 37 19 30308147 30308147 Missense_Mutation SNP G A 4 330 c.284G>A c.(283-285)CGG>CAG p.R95Q

Pat_06 Pre-Treatment TSHZ3 57616 37 19 31767905 31767905 Missense_Mutation SNP G A 6 256 c.2794C>T c.(2794-2796)CGG>TGG p.R932W

Pat_06 Pre-Treatment GPI 2821 37 19 34856194 34856194 Missense_Mutation SNP C T 4 195 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_06 Pre-Treatment GPI 2821 37 19 34890476 34890476 Missense_Mutation SNP C T 6 750 c.1414C>T c.(1414-1416)CGC>TGC p.R472C

Pat_06 Pre-Treatment ZNF30 90075 37 19 35434144 35434144 Missense_Mutation SNP G A 10 16 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_06 Pre-Treatment ZNF420 147923 37 19 37619123 37619123 Missense_Mutation SNP G C 3 284 c.1230G>C c.(1228-1230)CAG>CAC p.Q410H

Pat_06 Pre-Treatment RYR1 6261 37 19 39062761 39062761 Missense_Mutation SNP G A 4 528 c.13849G>A c.(13849-13851)GGA>AGA p.G4617R

Pat_06 Pre-Treatment HNRNPL 3191 37 19 39336518 39336518 Missense_Mutation SNP A G 4 670 c.599T>C c.(598-600)CTG>CCG p.L200P

Pat_06 Pre-Treatment PLEKHG2 64857 37 19 39915153 39915153 Missense_Mutation SNP C T 4 225 c.3380C>T c.(3379-3381)GCC>GTC p.A1127V

Pat_06 Pre-Treatment FCGBP 8857 37 19 40420050 40420050 Missense_Mutation SNP C T 85 258 c.2944G>A c.(2944-2946)GAC>AAC p.D982N

Pat_06 Pre-Treatment CYP2B6 1555 37 19 41522550 41522550 Splice_Site SNP G T 4 262 c.1295_splice c.e9-1 p.G432_splice

Pat_06 Pre-Treatment AXL 558 37 19 41725308 41725308 Missense_Mutation SNP G A 3 78 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_06 Pre-Treatment EXOSC5 56915 37 19 41893466 41893466 Missense_Mutation SNP G C 3 62 c.568C>G c.(568-570)CGG>GGG p.R190G

Pat_06 Pre-Treatment ZNF155 7711 37 19 44501058 44501058 Missense_Mutation SNP G A 6 596 c.1049G>A c.(1048-1050)GGA>GAA p.G350E

Pat_06 Pre-Treatment ZNF284 342909 37 19 44590236 44590236 Missense_Mutation SNP G A 5 292 c.605G>A c.(604-606)CGC>CAC p.R202H

Pat_06 Pre-Treatment MARK4 57787 37 19 45801061 45801061 Missense_Mutation SNP G A 3 34 c.1726G>A c.(1726-1728)GAC>AAC p.D576N

Pat_06 Pre-Treatment PTGIR 5739 37 19 47127113 47127113 Missense_Mutation SNP G A 3 83 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_06 Pre-Treatment GRLF1 2909 37 19 47425372 47425372 Missense_Mutation SNP G A 5 292 c.3440G>A c.(3439-3441)CGC>CAC p.R1147H

Pat_06 Pre-Treatment NAPA 8775 37 19 47995315 47995315 Missense_Mutation SNP T C 4 571 c.623A>G c.(622-624)AAG>AGG p.K208R

Pat_06 Pre-Treatment EHD2 30846 37 19 48244171 48244171 Missense_Mutation SNP C T 65 111 c.1114C>T c.(1114-1116)CAC>TAC p.H372Y

Pat_06 Pre-Treatment LIG1 3978 37 19 48640915 48640915 Missense_Mutation SNP G T 4 204 c.1118C>A c.(1117-1119)GCA>GAA p.A373E

Pat_06 Pre-Treatment GRIN2D 2906 37 19 48908576 48908576 Nonsense_Mutation SNP C T 3 103 c.1051C>T c.(1051-1053)CAG>TAG p.Q351*

Pat_06 Pre-Treatment CA11 770 37 19 49143533 49143533 Missense_Mutation SNP C A 6 425 c.290G>T c.(289-291)CGG>CTG p.R97L

Pat_06 Pre-Treatment FUT2 2524 37 19 49207114 49207114 Missense_Mutation SNP G A 6 578 c.901G>A c.(901-903)GGA>AGA p.G301R

Pat_06 Pre-Treatment BCAT2 587 37 19 49309887 49309887 Missense_Mutation SNP C T 5 700 c.187G>A c.(187-189)GAC>AAC p.D63N

Pat_06 Pre-Treatment PLEKHA4 57664 37 19 49341337 49341337 Missense_Mutation SNP G A 5 495 c.2014C>T c.(2014-2016)CGG>TGG p.R672W

Pat_06 Pre-Treatment CCDC155 147872 37 19 49897837 49897837 Missense_Mutation SNP G A 5 409 c.148G>A c.(148-150)GGC>AGC p.G50S

Pat_06 Pre-Treatment ALDH16A1 126133 37 19 49965932 49965932 Missense_Mutation SNP G A 4 161 c.1018G>A c.(1018-1020)GTG>ATG p.V340M

Pat_06 Pre-Treatment MED25 81857 37 19 50339086 50339086 Missense_Mutation SNP G C 3 71 c.1849G>C c.(1849-1851)GCC>CCC p.A617P

Pat_06 Pre-Treatment POLD1 5424 37 19 50909518 50909518 Missense_Mutation SNP C T 6 538 c.1322C>T c.(1321-1323)ACG>ATG p.T441M

Pat_06 Pre-Treatment LRRC4B 94030 37 19 51052058 51052058 Missense_Mutation SNP G A 3 35 c.38C>T c.(37-39)CCG>CTG p.P13L

Pat_06 Pre-Treatment ZNF578 147660 37 19 53014626 53014626 Missense_Mutation SNP C G 6 445 c.992C>G c.(991-993)ACA>AGA p.T331R

Pat_06 Pre-Treatment ZNF578 147660 37 19 53014710 53014710 Missense_Mutation SNP G C 8 434 c.1076G>C c.(1075-1077)AGA>ACA p.R359T

Pat_06 Pre-Treatment ZNF761 388561 37 19 53957922 53957922 Missense_Mutation SNP C T 6 453 c.161C>T c.(160-162)ACG>ATG p.T54M

Pat_06 Pre-Treatment TSEN34 79042 37 19 54696087 54696087 Missense_Mutation SNP G A 5 318 c.608G>A c.(607-609)CGT>CAT p.R203H



Pat_06 Pre-Treatment LILRA4 23547 37 19 54849290 54849290 Missense_Mutation SNP C G 3 218 c.572G>C c.(571-573)GGT>GCT p.G191A

Pat_06 Pre-Treatment SYT5 6861 37 19 55686662 55686662 Missense_Mutation SNP A G 4 114 c.586T>C c.(586-588)TAC>CAC p.Y196H

Pat_06 Pre-Treatment SAPS1 22870 37 19 55743297 55743297 Missense_Mutation SNP G A 3 72 c.2179C>T c.(2179-2181)CCC>TCC p.P727S

Pat_06 Pre-Treatment SAPS1 22870 37 19 55756504 55756504 Missense_Mutation SNP G A 4 150 c.602C>T c.(601-603)CCG>CTG p.P201L

Pat_06 Pre-Treatment U2AF2 11338 37 19 56180135 56180135 Missense_Mutation SNP G A 5 423 c.922G>A c.(922-924)GTG>ATG p.V308M

Pat_06 Pre-Treatment NLRP11 204801 37 19 56320822 56320822 Missense_Mutation SNP G A 6 618 c.1154C>T c.(1153-1155)ACT>ATT p.T385I

Pat_06 Pre-Treatment ZNF71 58491 37 19 57133523 57133523 Missense_Mutation SNP C T 5 428 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_06 Pre-Treatment SLC27A5 10998 37 19 59009938 59009938 Missense_Mutation SNP G A 4 171 c.2017C>T c.(2017-2019)CGG>TGG p.R673W

Pat_06 Pre-Treatment MYT1L 23040 37 2 1796174 1796174 Missense_Mutation SNP C G 3 148 c.3339G>C c.(3337-3339)CAG>CAC p.Q1113H

Pat_06 Pre-Treatment KCNF1 3754 37 2 11053168 11053168 Missense_Mutation SNP G A 4 183 c.616G>A c.(616-618)GAG>AAG p.E206K

Pat_06 Pre-Treatment DPYSL5 56896 37 2 27165503 27165503 Missense_Mutation SNP G A 4 303 c.1325G>A c.(1324-1326)CGG>CAG p.R442Q

Pat_06 Pre-Treatment ZNF513 130557 37 2 27601720 27601720 Missense_Mutation SNP G A 3 54 c.413C>T c.(412-414)CCG>CTG p.P138L

Pat_06 Pre-Treatment C2orf16 84226 37 2 27804774 27804774 Nonsense_Mutation SNP G T 8 827 c.5335G>T c.(5335-5337)GAG>TAG p.E1779*

Pat_06 Pre-Treatment FAM179A 165186 37 2 29222223 29222223 Missense_Mutation SNP C T 3 53 c.316C>T c.(316-318)CTC>TTC p.L106F

Pat_06 Pre-Treatment ALK 238 37 2 29519754 29519754 Missense_Mutation SNP C T 6 175 c.1817G>A c.(1816-1818)AGG>AAG p.R606K

Pat_06 Pre-Treatment HEATR5B 54497 37 2 37302641 37302641 Missense_Mutation SNP C A 6 794 c.584G>T c.(583-585)TGT>TTT p.C195F

Pat_06 Pre-Treatment PRKCE 5581 37 2 46234724 46234724 Missense_Mutation SNP G A 4 234 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_06 Pre-Treatment MSH2 4436 37 2 47739544 47739544 Missense_Mutation SNP C A 3 68 c.2737C>A c.(2737-2739)CAG>AAG p.Q913K

Pat_06 Pre-Treatment SPTBN1 6711 37 2 54858212 54858212 Missense_Mutation SNP G A 5 490 c.3028G>A c.(3028-3030)GCA>ACA p.A1010T

Pat_06 Pre-Treatment PAPOLG 64895 37 2 61014687 61014687 Missense_Mutation SNP G T 6 363 c.1328G>T c.(1327-1329)CGG>CTG p.R443L

Pat_06 Pre-Treatment MDH1 4190 37 2 63833082 63833082 Missense_Mutation SNP G C 4 794 c.799G>C c.(799-801)GTG>CTG p.V267L

Pat_06 Pre-Treatment HSPC159 29094 37 2 64683497 64683497 Missense_Mutation SNP C A 7 831 c.273C>A c.(271-273)TTC>TTA p.F91L

Pat_06 Pre-Treatment SFXN5 94097 37 2 73188358 73188358 Missense_Mutation SNP G A 5 190 c.847C>T c.(847-849)CGC>TGC p.R283C

Pat_06 Pre-Treatment CCT7 10574 37 2 73477522 73477522 Missense_Mutation SNP C T 5 545 c.1159C>T c.(1159-1161)CGG>TGG p.R387W

Pat_06 Pre-Treatment ACTG2 72 37 2 74135861 74135861 Missense_Mutation SNP T C 4 224 c.317T>C c.(316-318)CTC>CCC p.L106P

Pat_06 Pre-Treatment TTC31 64427 37 2 74710251 74710251 Missense_Mutation SNP G A 5 639 c.29G>A c.(28-30)CGG>CAG p.R10Q

Pat_06 Pre-Treatment ZNF2 7549 37 2 95843243 95843243 Missense_Mutation SNP G A 5 730 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_06 Pre-Treatment VWA3B 200403 37 2 98779371 98779371 Missense_Mutation SNP G A 4 237 c.1046G>A c.(1045-1047)AGC>AAC p.S349N

Pat_06 Pre-Treatment TBC1D8 11138 37 2 101654946 101654946 Missense_Mutation SNP C T 8 781 c.1207G>A c.(1207-1209)GAC>AAC p.D403N

Pat_06 Pre-Treatment IL1RL2 8808 37 2 102849561 102849561 Missense_Mutation SNP G A 6 341 c.1274G>A c.(1273-1275)GGC>GAC p.G425D

Pat_06 Pre-Treatment SULT1C2 6819 37 2 108910735 108910735 Missense_Mutation SNP G A 6 710 c.202G>A c.(202-204)GTG>ATG p.V68M

Pat_06 Pre-Treatment BCL2L11 10018 37 2 111881718 111881718 Splice_Site SNP T C 4 563 c.394_splice c.e2+2 p.A132_splice

Pat_06 Pre-Treatment LOC401010 401010 37 2 132200809 132200809 Missense_Mutation SNP A G 3 112 c.1193T>C c.(1192-1194)CTG>CCG p.L398P

Pat_06 Pre-Treatment GPR39 2863 37 2 133175192 133175192 Missense_Mutation SNP C T 6 549 c.577C>T c.(577-579)CGC>TGC p.R193C

Pat_06 Pre-Treatment THSD7B 80731 37 2 138169350 138169350 Missense_Mutation SNP G A 5 525 c.2774G>A c.(2773-2775)AGC>AAC p.S925N

Pat_06 Pre-Treatment THSD7B 80731 37 2 138208489 138208489 Missense_Mutation SNP T C 4 282 c.2941T>C c.(2941-2943)TGC>CGC p.C981R

Pat_06 Pre-Treatment MBD5 55777 37 2 149247153 149247153 Missense_Mutation SNP G A 7 598 c.3253G>A c.(3253-3255)GTA>ATA p.V1085I

Pat_06 Pre-Treatment LYPD6 130574 37 2 150305643 150305643 Missense_Mutation SNP G C 3 219 c.199G>C c.(199-201)GAC>CAC p.D67H

Pat_06 Pre-Treatment NEB 4703 37 2 152584266 152584266 Missense_Mutation SNP G A 4 355 c.233C>T c.(232-234)CCT>CTT p.P78L

Pat_06 Pre-Treatment CACNB4 785 37 2 152954896 152954896 Missense_Mutation SNP C A 6 647 c.95G>T c.(94-96)AGG>ATG p.R32M

Pat_06 Pre-Treatment ACVR1C 130399 37 2 158412733 158412733 Missense_Mutation SNP C G 3 143 c.416G>C c.(415-417)CGA>CCA p.R139P

Pat_06 Pre-Treatment SCN2A 6326 37 2 166245255 166245255 Missense_Mutation SNP C T 5 511 c.4939C>T c.(4939-4941)CGC>TGC p.R1647C

Pat_06 Pre-Treatment G6PC2 57818 37 2 169764282 169764282 Missense_Mutation SNP C T 5 356 c.761C>T c.(760-762)ACG>ATG p.T254M

Pat_06 Pre-Treatment MYO3B 140469 37 2 171376005 171376005 Missense_Mutation SNP G A 5 414 c.3530G>A c.(3529-3531)CGT>CAT p.R1177H

Pat_06 Pre-Treatment HAT1 8520 37 2 172822973 172822973 Missense_Mutation SNP G A 6 667 c.655G>A c.(655-657)GTA>ATA p.V219I

Pat_06 Pre-Treatment ITGA6 3655 37 2 173332254 173332254 Missense_Mutation SNP C T 5 503 c.353C>T c.(352-354)ACC>ATC p.T118I

Pat_06 Pre-Treatment CDCA7 83879 37 2 174223439 174223439 Splice_Site SNP G A 4 187 c.22_splice c.e2-1 p.Q8_splice



Pat_06 Pre-Treatment ATF2 1386 37 2 175979479 175979479 Missense_Mutation SNP C T 5 904 c.565G>A c.(565-567)GTA>ATA p.V189I

Pat_06 Pre-Treatment RBM45 129831 37 2 178977533 178977533 Missense_Mutation SNP A G 4 391 c.260A>G c.(259-261)CAT>CGT p.H87R

Pat_06 Pre-Treatment TTN 7273 37 2 179469616 179469616 Missense_Mutation SNP G A 4 271 c.46496C>T c.(46495-46497)TCC>TTC p.S15499F

Pat_06 Pre-Treatment TTN 7273 37 2 179472553 179472553 Missense_Mutation SNP G A 5 693 c.45257C>T c.(45256-45258)CCG>CTG p.P15086L

Pat_06 Pre-Treatment TTN 7273 37 2 179605181 179605181 Missense_Mutation SNP G A 4 167 c.12266C>T c.(12265-12267)GCG>GTG p.A4089V

Pat_06 Pre-Treatment TTN 7273 37 2 179610475 179610475 Missense_Mutation SNP C T 195 417 c.16652G>A c.(16651-16653)GGA>GAA p.G5551E

Pat_06 Pre-Treatment TTN 7273 37 2 179648873 179648873 Missense_Mutation SNP T C 5 625 c.2699A>G c.(2698-2700)AAG>AGG p.K900R

Pat_06 Pre-Treatment CWC22 57703 37 2 180809888 180809888 Nonsense_Mutation SNP G A 4 221 c.2695C>T c.(2695-2697)CGA>TGA p.R899*

Pat_06 Pre-Treatment SSFA2 6744 37 2 182780684 182780684 Missense_Mutation SNP T C 4 507 c.2317T>C c.(2317-2319)TAT>CAT p.Y773H

Pat_06 Pre-Treatment MSTN 2660 37 2 190926979 190926979 Missense_Mutation SNP G A 6 701 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_06 Pre-Treatment KCTD18 130535 37 2 201369598 201369598 Missense_Mutation SNP T C 5 362 c.245A>G c.(244-246)GAG>GGG p.E82G

Pat_06 Pre-Treatment CD28 940 37 2 204594418 204594418 Missense_Mutation SNP T C 6 808 c.457T>C c.(457-459)TTT>CTT p.F153L

Pat_06 Pre-Treatment PARD3B 117583 37 2 206305378 206305378 Missense_Mutation SNP C A 5 279 c.3026C>A c.(3025-3027)CCA>CAA p.P1009Q

Pat_06 Pre-Treatment EEF1B2 1933 37 2 207026761 207026761 Splice_Site SNP G T 5 499 c.331_splice c.e5-1 p.E111_splice

Pat_06 Pre-Treatment ZDBF2 57683 37 2 207173934 207173934 Missense_Mutation SNP G A 3 47 c.4682G>A c.(4681-4683)AGC>AAC p.S1561N

Pat_06 Pre-Treatment C2orf67 151050 37 2 210889861 210889861 Missense_Mutation SNP C A 7 758 c.2531G>T c.(2530-2532)TGG>TTG p.W844L

Pat_06 Pre-Treatment USP37 57695 37 2 219374792 219374792 Missense_Mutation SNP G A 5 583 c.935C>T c.(934-936)TCT>TTT p.S312F

Pat_06 Pre-Treatment RQCD1 9125 37 2 219457378 219457378 Missense_Mutation SNP C A 6 729 c.679C>A c.(679-681)CGT>AGT p.R227S

Pat_06 Pre-Treatment ZNF142 7701 37 2 219507245 219507245 Missense_Mutation SNP G A 4 267 c.3994C>T c.(3994-3996)CGC>TGC p.R1332C

Pat_06 Pre-Treatment TTLL4 9654 37 2 219602485 219602485 Missense_Mutation SNP C T 5 352 c.86C>T c.(85-87)CCT>CTT p.P29L

Pat_06 Pre-Treatment OBSL1 23363 37 2 220423961 220423961 Missense_Mutation SNP G A 5 738 c.3212C>T c.(3211-3213)ACT>ATT p.T1071I

Pat_06 Pre-Treatment SLC4A3 6508 37 2 220494381 220494381 Missense_Mutation SNP G A 4 128 c.575G>A c.(574-576)GGC>GAC p.G192D

Pat_06 Pre-Treatment COL4A4 1286 37 2 227896697 227896697 Missense_Mutation SNP C G 3 81 c.3781G>C c.(3781-3783)GGA>CGA p.G1261R

Pat_06 Pre-Treatment COL4A4 1286 37 2 227924297 227924297 Missense_Mutation SNP T C 5 492 c.2207A>G c.(2206-2208)AAG>AGG p.K736R

Pat_06 Pre-Treatment SPHKAP 80309 37 2 228858295 228858295 Missense_Mutation SNP T C 3 107 c.4676A>G c.(4675-4677)GAT>GGT p.D1559G

Pat_06 Pre-Treatment UGT1A7 54577 37 2 234590752 234590752 Missense_Mutation SNP G A 8 823 c.169G>A c.(169-171)GTA>ATA p.V57I

Pat_06 Pre-Treatment COL6A3 1293 37 2 238271946 238271946 Missense_Mutation SNP G A 5 403 c.6013C>T c.(6013-6015)CCC>TCC p.P2005S

Pat_06 Pre-Treatment ANKMY1 51281 37 2 241465678 241465678 Missense_Mutation SNP C T 5 465 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_06 Pre-Treatment KIF1A 547 37 2 241702471 241702471 Missense_Mutation SNP C T 3 51 c.1960G>A c.(1960-1962)GAG>AAG p.E654K

Pat_06 Pre-Treatment TRIB3 57761 37 20 372045 372045 Missense_Mutation SNP T C 3 139 c.406T>C c.(406-408)TTT>CTT p.F136L

Pat_06 Pre-Treatment TGM6 343641 37 20 2411570 2411570 Missense_Mutation SNP G A 5 637 c.1864G>A c.(1864-1866)GTT>ATT p.V622I

Pat_06 Pre-Treatment VPS16 64601 37 20 2844692 2844692 Missense_Mutation SNP G A 5 578 c.1574G>A c.(1573-1575)CGA>CAA p.R525Q

Pat_06 Pre-Treatment C20orf27 54976 37 20 3734797 3734797 Missense_Mutation SNP G A 3 60 c.433C>T c.(433-435)CAC>TAC p.H145Y

Pat_06 Pre-Treatment PYGB 5834 37 20 25263863 25263863 Missense_Mutation SNP C T 4 290 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_06 Pre-Treatment NINL 22981 37 20 25493625 25493625 Missense_Mutation SNP G T 5 464 c.295C>A c.(295-297)CCT>ACT p.P99T

Pat_06 Pre-Treatment BCL2L1 598 37 20 30309595 30309595 Missense_Mutation SNP A G 7 844 c.427T>C c.(427-429)TTT>CTT p.F143L

Pat_06 Pre-Treatment ASXL1 171023 37 20 31022862 31022862 Missense_Mutation SNP C T 9 284 c.2347C>T c.(2347-2349)CCG>TCG p.P783S

Pat_06 Pre-Treatment C20orf112 140688 37 20 31041111 31041111 Missense_Mutation SNP T C 3 161 c.761A>G c.(760-762)GAG>GGG p.E254G

Pat_06 Pre-Treatment DLGAP4 22839 37 20 35060143 35060143 Missense_Mutation SNP G A 4 264 c.23G>A c.(22-24)CGC>CAC p.R8H

Pat_06 Pre-Treatment KIAA0406 9675 37 20 36640866 36640866 Missense_Mutation SNP C A 5 298 c.1353G>T c.(1351-1353)TGG>TGT p.W451C

Pat_06 Pre-Treatment DHX35 60625 37 20 37634964 37634964 Missense_Mutation SNP G A 6 694 c.1187G>A c.(1186-1188)CGT>CAT p.R396H

Pat_06 Pre-Treatment CDH22 64405 37 20 44828101 44828101 Missense_Mutation SNP C T 5 130 c.1384G>A c.(1384-1386)GCC>ACC p.A462T

Pat_06 Pre-Treatment ARFGEF2 10564 37 20 47630450 47630450 Missense_Mutation SNP G A 6 531 c.4132G>A c.(4132-4134)GTG>ATG p.V1378M

Pat_06 Pre-Treatment SLC9A8 23315 37 20 48491287 48491287 Missense_Mutation SNP C T 6 658 c.1004C>T c.(1003-1005)ACG>ATG p.T335M

Pat_06 Pre-Treatment KCNG1 3755 37 20 49620679 49620679 Missense_Mutation SNP C T 4 241 c.1439G>A c.(1438-1440)CGG>CAG p.R480Q

Pat_06 Pre-Treatment PCK1 5105 37 20 56136544 56136544 Missense_Mutation SNP C A 5 468 c.77C>A c.(76-78)GCA>GAA p.A26E

Pat_06 Pre-Treatment APCDD1L 164284 37 20 57042680 57042680 Missense_Mutation SNP G C 3 127 c.223C>G c.(223-225)CGC>GGC p.R75G



Pat_06 Pre-Treatment EDN3 1908 37 20 57896188 57896188 Missense_Mutation SNP G T 6 690 c.482G>T c.(481-483)TGT>TTT p.C161F

Pat_06 Pre-Treatment OSBPL2 9885 37 20 60847197 60847197 Missense_Mutation SNP C T 4 329 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_06 Pre-Treatment OSBPL2 9885 37 20 60866810 60866810 Missense_Mutation SNP G A 7 611 c.1301G>A c.(1300-1302)CGG>CAG p.R434Q

Pat_06 Pre-Treatment ADRM1 11047 37 20 60881352 60881352 Missense_Mutation SNP G T 5 570 c.430G>T c.(430-432)GGC>TGC p.G144C

Pat_06 Pre-Treatment LAMA5 3911 37 20 60921230 60921230 Missense_Mutation SNP C A 5 101 c.1324G>T c.(1324-1326)GAC>TAC p.D442Y

Pat_06 Pre-Treatment COL20A1 57642 37 20 61959682 61959682 Splice_Site SNP G A 3 81 c.3614_splice c.e34-1 p.S1205_splice

Pat_06 Pre-Treatment PRIC285 85441 37 20 62197362 62197362 Missense_Mutation SNP C T 3 53 c.2813G>A c.(2812-2814)CGG>CAG p.R938Q

Pat_06 Pre-Treatment ZNF512B 57473 37 20 62598032 62598032 Nonsense_Mutation SNP G A 5 213 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_06 Pre-Treatment NCAM2 4685 37 21 22696706 22696706 Missense_Mutation SNP C T 6 681 c.623C>T c.(622-624)CCG>CTG p.P208L

Pat_06 Pre-Treatment USP16 10600 37 21 30414421 30414421 Missense_Mutation SNP G A 5 294 c.1118G>A c.(1117-1119)AGA>AAA p.R373K

Pat_06 Pre-Treatment CHAF1B 8208 37 21 37766943 37766943 Missense_Mutation SNP G A 5 383 c.476G>A c.(475-477)AGC>AAC p.S159N

Pat_06 Pre-Treatment UBE2G2 7327 37 21 46193549 46193549 Missense_Mutation SNP G T 5 371 c.298C>A c.(298-300)CCC>ACC p.P100T

Pat_06 Pre-Treatment MICAL3 57553 37 22 18370161 18370161 Missense_Mutation SNP T C 3 219 c.1932A>G c.(1930-1932)ATA>ATG p.I644M

Pat_06 Pre-Treatment GSTT2 2953 37 22 24300614 24300614 Missense_Mutation SNP G A 4 152 c.383C>T c.(382-384)CCC>CTC p.P128L

Pat_06 Pre-Treatment SUSD2 56241 37 22 24583962 24583962 Nonsense_Mutation SNP G T 8 626 c.2200G>T c.(2200-2202)GGA>TGA p.G734*

Pat_06 Pre-Treatment SGSM1 129049 37 22 25291235 25291235 Missense_Mutation SNP A G 3 155 c.2164A>G c.(2164-2166)AGC>GGC p.S722G

Pat_06 Pre-Treatment MN1 4330 37 22 28195963 28195963 Missense_Mutation SNP C T 4 50 c.569G>A c.(568-570)TGC>TAC p.C190Y

Pat_06 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 6 324 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_06 Pre-Treatment PES1 23481 37 22 30977004 30977004 Missense_Mutation SNP C T 5 210 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_06 Pre-Treatment RNF185 91445 37 22 31588673 31588673 Nonsense_Mutation SNP G A 5 602 c.180G>A c.(178-180)TGG>TGA p.W60*

Pat_06 Pre-Treatment MYH9 4627 37 22 36705381 36705381 Missense_Mutation SNP C A 4 346 c.1789G>T c.(1789-1791)GCC>TCC p.A597S

Pat_06 Pre-Treatment MAFF 23764 37 22 38610560 38610560 Missense_Mutation SNP G A 4 46 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_06 Pre-Treatment DDX17 10521 37 22 38882269 38882269 Missense_Mutation SNP T C 44 330 c.1867A>G c.(1867-1869)AGT>GGT p.S623G

Pat_06 Pre-Treatment L3MBTL2 83746 37 22 41616870 41616870 Missense_Mutation SNP G A 4 301 c.851G>A c.(850-852)CGG>CAG p.R284Q

Pat_06 Pre-Treatment ZC3H7B 23264 37 22 41752674 41752674 Missense_Mutation SNP G A 5 508 c.2543G>A c.(2542-2544)GGC>GAC p.G848D

Pat_06 Pre-Treatment XRCC6 2547 37 22 42049589 42049589 Missense_Mutation SNP G A 5 675 c.1186G>A c.(1186-1188)GCA>ACA p.A396T

Pat_06 Pre-Treatment WBP2NL 164684 37 22 42415422 42415422 Missense_Mutation SNP G A 4 191 c.170G>A c.(169-171)CGG>CAG p.R57Q

Pat_06 Pre-Treatment CYP2D7P1 1564 37 22 42537318 42537318 Missense_Mutation SNP T C 3 111 c.747A>G c.(745-747)ATA>ATG p.I249M

Pat_06 Pre-Treatment SCUBE1 80274 37 22 43606234 43606234 Missense_Mutation SNP C G 3 134 c.2396G>C c.(2395-2397)GGC>GCC p.G799A

Pat_06 Pre-Treatment SCUBE1 80274 37 22 43610116 43610116 Missense_Mutation SNP C T 5 304 c.2033G>A c.(2032-2034)CGC>CAC p.R678H

Pat_06 Pre-Treatment NUP50 10762 37 22 45574769 45574769 Missense_Mutation SNP G T 4 331 c.991G>T c.(991-993)GGT>TGT p.G331C

Pat_06 Pre-Treatment UPK3A 7380 37 22 45691499 45691499 Missense_Mutation SNP G A 7 353 c.763G>A c.(763-765)GTT>ATT p.V255I

Pat_06 Pre-Treatment FAM19A5 25817 37 22 48885418 48885418 Missense_Mutation SNP C T 3 19 c.14C>T c.(13-15)CCC>CTC p.P5L

Pat_06 Pre-Treatment HDAC10 83933 37 22 50687828 50687828 Nonsense_Mutation SNP G A 4 200 c.619C>T c.(619-621)CGA>TGA p.R207*

Pat_06 Pre-Treatment MAPK11 5600 37 22 50703839 50703839 Missense_Mutation SNP C G 4 347 c.926G>C c.(925-927)AGC>ACC p.S309T

Pat_06 Pre-Treatment PLXNB2 23654 37 22 50719060 50719060 Missense_Mutation SNP G A 4 187 c.4033C>T c.(4033-4035)CGC>TGC p.R1345C

Pat_06 Pre-Treatment PLXNB2 23654 37 22 50720723 50720723 Missense_Mutation SNP C T 4 296 c.3007G>A c.(3007-3009)GTC>ATC p.V1003I

Pat_06 Pre-Treatment CPT1B 1375 37 22 51014749 51014749 Missense_Mutation SNP G A 5 752 c.577C>T c.(577-579)CGC>TGC p.R193C

Pat_06 Pre-Treatment SHANK3 85358 37 22 51142344 51142344 Missense_Mutation SNP G A 3 63 c.1717G>A c.(1717-1719)GAC>AAC p.D573N

Pat_06 Pre-Treatment SHANK3 85358 37 22 51142363 51142363 Missense_Mutation SNP G A 3 55 c.1736G>A c.(1735-1737)AGC>AAC p.S579N

Pat_06 Pre-Treatment LRRN1 57633 37 3 3887416 3887416 Missense_Mutation SNP G A 6 614 c.1091G>A c.(1090-1092)CGT>CAT p.R364H

Pat_06 Pre-Treatment OXTR 5021 37 3 8809414 8809414 Missense_Mutation SNP G A 3 39 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_06 Pre-Treatment SLC6A11 6538 37 3 10858143 10858143 Missense_Mutation SNP G A 4 212 c.193G>A c.(193-195)GGG>AGG p.G65R

Pat_06 Pre-Treatment MKRN2 23609 37 3 12611568 12611568 Splice_Site SNP A T 5 592 c.156_splice c.e3-2 p.R52_splice

Pat_06 Pre-Treatment RAF1 5894 37 3 12641301 12641301 Missense_Mutation SNP G A 7 542 c.997C>T c.(997-999)CGT>TGT p.R333C

Pat_06 Pre-Treatment CAND2 23066 37 3 12856781 12856781 Missense_Mutation SNP G A 5 369 c.1148G>A c.(1147-1149)CGC>CAC p.R383H

Pat_06 Pre-Treatment KCNH8 131096 37 3 19575002 19575002 Missense_Mutation SNP G A 5 567 c.2735G>A c.(2734-2736)AGC>AAC p.S912N



Pat_06 Pre-Treatment ZCWPW2 152098 37 3 28454732 28454732 Nonsense_Mutation SNP G A 5 750 c.173G>A c.(172-174)TGG>TAG p.W58*

Pat_06 Pre-Treatment DCLK3 85443 37 3 36763056 36763056 Missense_Mutation SNP G A 6 531 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_06 Pre-Treatment C3orf23 285343 37 3 44408953 44408953 Nonsense_Mutation SNP C T 5 629 c.325C>T c.(325-327)CGA>TGA p.R109*

Pat_06 Pre-Treatment TMEM42 131616 37 3 44905831 44905831 Missense_Mutation SNP G A 6 327 c.335G>A c.(334-336)AGC>AAC p.S112N

Pat_06 Pre-Treatment TGM4 7047 37 3 44945455 44945455 Missense_Mutation SNP G A 6 563 c.1051G>A c.(1051-1053)GCA>ACA p.A351T

Pat_06 Pre-Treatment PRSS45 377047 37 3 46784443 46784443 Missense_Mutation SNP T C 3 122 c.413A>G c.(412-414)GAC>GGC p.D138G

Pat_06 Pre-Treatment NBEAL2 23218 37 3 47042490 47042490 Splice_Site SNP G A 4 103 c.4306_splice c.e28-1 p.Q1436_splice

Pat_06 Pre-Treatment NBEAL2 23218 37 3 47046741 47046741 Missense_Mutation SNP G A 4 194 c.6490G>A c.(6490-6492)GCA>ACA p.A2164T

Pat_06 Pre-Treatment TREX1 11277 37 3 48508332 48508332 Missense_Mutation SNP C A 5 373 c.443C>A c.(442-444)GCA>GAA p.A148E

Pat_06 Pre-Treatment COL7A1 1294 37 3 48624646 48624646 Missense_Mutation SNP T C 3 192 c.3116A>G c.(3115-3117)GAG>GGG p.E1039G

Pat_06 Pre-Treatment UQCRC1 7384 37 3 48637503 48637503 Missense_Mutation SNP C T 5 415 c.1295G>A c.(1294-1296)CGG>CAG p.R432Q

Pat_06 Pre-Treatment DALRD3 55152 37 3 49054762 49054762 Missense_Mutation SNP C A 5 675 c.826G>T c.(826-828)GGC>TGC p.G276C

Pat_06 Pre-Treatment C3orf54 389119 37 3 49842313 49842313 Missense_Mutation SNP C A 6 668 c.757C>A c.(757-759)CCA>ACA p.P253T

Pat_06 Pre-Treatment ZMYND10 51364 37 3 50382587 50382587 Missense_Mutation SNP G C 3 249 c.169C>G c.(169-171)CCC>GCC p.P57A

Pat_06 Pre-Treatment CACNA2D2 9254 37 3 50416528 50416528 Missense_Mutation SNP G A 4 262 c.1255C>T c.(1255-1257)CGG>TGG p.R419W

Pat_06 Pre-Treatment GPR62 118442 37 3 51989751 51989751 Missense_Mutation SNP C G 3 72 c.83C>G c.(82-84)GCA>GGA p.A28G

Pat_06 Pre-Treatment DNAH1 25981 37 3 52422617 52422617 Missense_Mutation SNP G A 3 97 c.9355G>A c.(9355-9357)GCT>ACT p.A3119T

Pat_06 Pre-Treatment STAB1 23166 37 3 52553979 52553979 Missense_Mutation SNP T C 3 123 c.5255T>C c.(5254-5256)CTG>CCG p.L1752P

Pat_06 Pre-Treatment STAB1 23166 37 3 52555459 52555459 Nonsense_Mutation SNP C A 5 485 c.5991C>A c.(5989-5991)TGC>TGA p.C1997*

Pat_06 Pre-Treatment ARHGEF3 50650 37 3 56763515 56763515 Missense_Mutation SNP G A 5 697 c.1364C>T c.(1363-1365)GCC>GTC p.A455V

Pat_06 Pre-Treatment PDE12 201626 37 3 57542450 57542450 Missense_Mutation SNP C T 4 227 c.344C>T c.(343-345)CCG>CTG p.P115L

Pat_06 Pre-Treatment SLMAP 7871 37 3 57743413 57743413 Missense_Mutation SNP C T 5 274 c.35C>T c.(34-36)CCG>CTG p.P12L

Pat_06 Pre-Treatment FLNB 2317 37 3 58134499 58134499 Missense_Mutation SNP G A 5 362 c.6011G>A c.(6010-6012)CGA>CAA p.R2004Q

Pat_06 Pre-Treatment FLNB 2317 37 3 58149042 58149042 Missense_Mutation SNP G C 3 285 c.7183G>C c.(7183-7185)GAA>CAA p.E2395Q

Pat_06 Pre-Treatment CPOX 1371 37 3 98307633 98307633 Missense_Mutation SNP C T 5 355 c.877G>A c.(877-879)GCT>ACT p.A293T

Pat_06 Pre-Treatment MYH15 22989 37 3 108107854 108107854 Missense_Mutation SNP C T 5 718 c.5558G>A c.(5557-5559)CGC>CAC p.R1853H

Pat_06 Pre-Treatment DRD3 1814 37 3 113866361 113866361 Missense_Mutation SNP C T 4 433 c.427G>A c.(427-429)GGA>AGA p.G143R

Pat_06 Pre-Treatment GSK3B 2932 37 3 119582436 119582436 Missense_Mutation SNP G A 4 153 c.926C>T c.(925-927)ACT>ATT p.T309I

Pat_06 Pre-Treatment POLQ 10721 37 3 121200622 121200622 Missense_Mutation SNP G A 5 517 c.6008C>T c.(6007-6009)CCG>CTG p.P2003L

Pat_06 Pre-Treatment PARP15 165631 37 3 122354745 122354745 Missense_Mutation SNP G A 6 433 c.1835G>A c.(1834-1836)AGA>AAA p.R612K

Pat_06 Pre-Treatment KALRN 8997 37 3 124438241 124438241 Missense_Mutation SNP G A 6 456 c.8885G>A c.(8884-8886)CGC>CAC p.R2962H

Pat_06 Pre-Treatment ITGB5 3693 37 3 124578098 124578098 Missense_Mutation SNP G A 5 623 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_06 Pre-Treatment MGLL 11343 37 3 127540645 127540645 Missense_Mutation SNP G A 7 687 c.17C>T c.(16-18)TCC>TTC p.S6F

Pat_06 Pre-Treatment EEFSEC 60678 37 3 128126978 128126978 Missense_Mutation SNP G A 5 164 c.1667G>A c.(1666-1668)CGT>CAT p.R556H

Pat_06 Pre-Treatment COPG 22820 37 3 128984621 128984621 Missense_Mutation SNP A G 3 132 c.1454A>G c.(1453-1455)GAG>GGG p.E485G

Pat_06 Pre-Treatment C3orf37 56941 37 3 129020824 129020824 Missense_Mutation SNP G A 4 453 c.667G>A c.(667-669)GTT>ATT p.V223I

Pat_06 Pre-Treatment RHO 6010 37 3 129251434 129251434 Missense_Mutation SNP G A 4 232 c.755G>A c.(754-756)CGC>CAC p.R252H

Pat_06 Pre-Treatment TMCC1 23023 37 3 129390101 129390101 Missense_Mutation SNP G A 4 182 c.583C>T c.(583-585)CGG>TGG p.R195W

Pat_06 Pre-Treatment COL6A6 131873 37 3 130381086 130381086 Nonsense_Mutation SNP C T 6 831 c.6436C>T c.(6436-6438)CGA>TGA p.R2146*

Pat_06 Pre-Treatment ACAD11 84129 37 3 132378514 132378514 Missense_Mutation SNP A G 4 399 c.82T>C c.(82-84)TAC>CAC p.Y28H

Pat_06 Pre-Treatment TF 7018 37 3 133494370 133494370 Missense_Mutation SNP C T 6 790 c.1781C>T c.(1780-1782)GCG>GTG p.A594V

Pat_06 Pre-Treatment RAB6B 51560 37 3 133614290 133614290 Missense_Mutation SNP A C 4 451 c.21T>G c.(19-21)TTT>TTG p.F7L

Pat_06 Pre-Treatment C3orf72 401089 37 3 138669327 138669327 Missense_Mutation SNP G T 6 303 c.441G>T c.(439-441)GAG>GAT p.E147D

Pat_06 Pre-Treatment ZBTB38 253461 37 3 141163446 141163446 Missense_Mutation SNP G A 5 664 c.2216G>A c.(2215-2217)AGC>AAC p.S739N

Pat_06 Pre-Treatment RASA2 5922 37 3 141289848 141289848 Missense_Mutation SNP G A 4 231 c.958G>A c.(958-960)GTG>ATG p.V320M

Pat_06 Pre-Treatment WWTR1 25937 37 3 149290707 149290707 Missense_Mutation SNP G A 6 500 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_06 Pre-Treatment LEKR1 389170 37 3 156710912 156710912 Missense_Mutation SNP C A 4 277 c.43C>A c.(43-45)CAG>AAG p.Q15K



Pat_06 Pre-Treatment RARRES1 5918 37 3 158415738 158415738 Missense_Mutation SNP C G 3 99 c.694G>C c.(694-696)GAT>CAT p.D232H

Pat_06 Pre-Treatment ABCC5 10057 37 3 183732084 183732084 Missense_Mutation SNP G A 5 545 c.97C>T c.(97-99)CGT>TGT p.R33C

Pat_06 Pre-Treatment PSMD2 5708 37 3 184020502 184020502 Missense_Mutation SNP G A 5 729 c.899G>A c.(898-900)CGG>CAG p.R300Q

Pat_06 Pre-Treatment CHRD 8646 37 3 184101422 184101422 Missense_Mutation SNP G A 4 269 c.1432G>A c.(1432-1434)GGA>AGA p.G478R

Pat_06 Pre-Treatment EIF4A2 1974 37 3 186501404 186501404 Missense_Mutation SNP C G 215 497 c.5C>G c.(4-6)TCT>TGT p.S2C

Pat_06 Pre-Treatment IL1RAP 3556 37 3 190338161 190338161 Missense_Mutation SNP G C 5 605 c.635G>C c.(634-636)TGT>TCT p.C212S

Pat_06 Pre-Treatment CCDC50 152137 37 3 191087826 191087826 Splice_Site SNP G A 5 646 c.448_splice c.e5+1 p.G150_splice

Pat_06 Pre-Treatment TFRC 7037 37 3 195802104 195802104 Missense_Mutation SNP T C 4 669 c.164A>G c.(163-165)AAT>AGT p.N55S

Pat_06 Pre-Treatment PCYT1A 5130 37 3 195974321 195974321 Missense_Mutation SNP C T 6 646 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_06 Pre-Treatment BDH1 622 37 3 197238896 197238896 Missense_Mutation SNP G A 8 767 c.902C>T c.(901-903)GCT>GTT p.A301V

Pat_06 Pre-Treatment CRIPAK 285464 37 4 1388561 1388561 Missense_Mutation SNP A T 6 896 c.262A>T c.(262-264)ACA>TCA p.T88S

Pat_06 Pre-Treatment CRIPAK 285464 37 4 1389002 1389002 Nonsense_Mutation SNP C T 5 848 c.703C>T c.(703-705)CGA>TGA p.R235*

Pat_06 Pre-Treatment POLN 353497 37 4 2159586 2159586 Missense_Mutation SNP T C 4 343 c.1664A>G c.(1663-1665)AAG>AGG p.K555R

Pat_06 Pre-Treatment HTT 3064 37 4 3184132 3184132 Missense_Mutation SNP G A 4 382 c.4807G>A c.(4807-4809)GAC>AAC p.D1603N

Pat_06 Pre-Treatment RGS12 6002 37 4 3424654 3424654 Missense_Mutation SNP G A 5 331 c.3056G>A c.(3055-3057)AGT>AAT p.S1019N

Pat_06 Pre-Treatment PPP2R2C 5522 37 4 6325271 6325271 Missense_Mutation SNP T C 3 132 c.1102A>G c.(1102-1104)AAC>GAC p.N368D

Pat_06 Pre-Treatment CCDC96 257236 37 4 7043747 7043747 Missense_Mutation SNP G T 6 587 c.919C>A c.(919-921)CAG>AAG p.Q307K

Pat_06 Pre-Treatment SH3TC1 54436 37 4 8237223 8237223 Missense_Mutation SNP G A 5 624 c.3346G>A c.(3346-3348)GCT>ACT p.A1116T

Pat_06 Pre-Treatment LDB2 9079 37 4 16504318 16504318 Missense_Mutation SNP G A 5 723 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_06 Pre-Treatment LAP3 51056 37 4 17609084 17609084 Missense_Mutation SNP G A 6 618 c.1432G>A c.(1432-1434)GCA>ACA p.A478T

Pat_06 Pre-Treatment GPR125 166647 37 4 22444334 22444334 Missense_Mutation SNP C A 4 450 c.859G>T c.(859-861)GAT>TAT p.D287Y

Pat_06 Pre-Treatment GPR125 166647 37 4 22456493 22456493 Missense_Mutation SNP G A 5 551 c.469C>T c.(469-471)CGG>TGG p.R157W

Pat_06 Pre-Treatment PPARGC1A 10891 37 4 23814645 23814645 Missense_Mutation SNP T C 4 764 c.1897A>G c.(1897-1899)AGG>GGG p.R633G

Pat_06 Pre-Treatment RBPJ 3516 37 4 26432059 26432059 Missense_Mutation SNP G A 5 775 c.1102G>A c.(1102-1104)GTA>ATA p.V368I

Pat_06 Pre-Treatment EPHA5 2044 37 4 66356248 66356248 Missense_Mutation SNP G A 4 481 c.1249C>T c.(1249-1251)CGG>TGG p.R417W

Pat_06 Pre-Treatment SLC4A4 8671 37 4 72215676 72215676 Missense_Mutation SNP G A 5 530 c.437G>A c.(436-438)AGC>AAC p.S146N

Pat_06 Pre-Treatment COX18 285521 37 4 73927540 73927540 Missense_Mutation SNP G A 4 278 c.818C>T c.(817-819)ACG>ATG p.T273M

Pat_06 Pre-Treatment ANKRD17 26057 37 4 73963913 73963913 Missense_Mutation SNP C T 6 850 c.4898G>A c.(4897-4899)CGT>CAT p.R1633H

Pat_06 Pre-Treatment KLHL8 57563 37 4 88106470 88106470 Missense_Mutation SNP G A 5 734 c.698C>T c.(697-699)GCT>GTT p.A233V

Pat_06 Pre-Treatment SPP1 6696 37 4 88901581 88901581 Missense_Mutation SNP C G 3 215 c.211C>G c.(211-213)CAA>GAA p.Q71E

Pat_06 Pre-Treatment HERC3 8916 37 4 89627981 89627981 Missense_Mutation SNP G A 4 453 c.3023G>A c.(3022-3024)GGG>GAG p.G1008E

Pat_06 Pre-Treatment ATOH1 474 37 4 94750976 94750976 Missense_Mutation SNP G A 5 546 c.899G>A c.(898-900)AGC>AAC p.S300N

Pat_06 Pre-Treatment UNC5C 8633 37 4 96141281 96141281 Missense_Mutation SNP T C 3 184 c.1155A>G c.(1153-1155)ATA>ATG p.I385M

Pat_06 Pre-Treatment MANBA 4126 37 4 103556001 103556001 Missense_Mutation SNP A G 4 406 c.2359T>C c.(2359-2361)TAC>CAC p.Y787H

Pat_06 Pre-Treatment ANK2 287 37 4 114203906 114203906 Missense_Mutation SNP G A 4 207 c.1957G>A c.(1957-1959)GCA>ACA p.A653T

Pat_06 Pre-Treatment SPATA5 166378 37 4 123868451 123868451 Missense_Mutation SNP G A 5 191 c.1522G>A c.(1522-1524)GCT>ACT p.A508T

Pat_06 Pre-Treatment PCDH10 57575 37 4 134072409 134072409 Missense_Mutation SNP G A 4 288 c.1114G>A c.(1114-1116)GCG>ACG p.A372T

Pat_06 Pre-Treatment USP38 84640 37 4 144130737 144130737 Missense_Mutation SNP C G 3 222 c.1424C>G c.(1423-1425)TCT>TGT p.S475C

Pat_06 Pre-Treatment ABCE1 6059 37 4 146029186 146029186 Missense_Mutation SNP T C 4 386 c.209T>C c.(208-210)TTA>TCA p.L70S

Pat_06 Pre-Treatment FHDC1 85462 37 4 153884196 153884196 Missense_Mutation SNP G A 6 767 c.943G>A c.(943-945)GTA>ATA p.V315I

Pat_06 Pre-Treatment RAPGEF2 9693 37 4 160266376 160266376 Missense_Mutation SNP C A 6 806 c.2914C>A c.(2914-2916)CAA>AAA p.Q972K

Pat_06 Pre-Treatment GK3P 2713 37 4 166200361 166200361 Missense_Mutation SNP C T 7 508 c.437G>A c.(436-438)AGC>AAC p.S146N

Pat_06 Pre-Treatment CLCN3 1182 37 4 170634391 170634391 Missense_Mutation SNP G A 5 700 c.2311G>A c.(2311-2313)GTG>ATG p.V771M

Pat_06 Pre-Treatment STOX2 56977 37 4 184930345 184930345 Missense_Mutation SNP C A 3 98 c.354C>A c.(352-354)CAC>CAA p.H118Q

Pat_06 Pre-Treatment STOX2 56977 37 4 184932540 184932540 Missense_Mutation SNP G A 5 495 c.2549G>A c.(2548-2550)AGC>AAC p.S850N

Pat_06 Pre-Treatment TUBB4Q 56604 37 4 190903752 190903752 Missense_Mutation SNP C T 6 783 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_06 Pre-Treatment RICTOR 253260 37 5 38942984 38942984 Missense_Mutation SNP G A 5 375 c.5003C>T c.(5002-5004)CCG>CTG p.P1668L



Pat_06 Pre-Treatment HEATR7B2 133558 37 5 41015484 41015484 Missense_Mutation SNP T C 3 223 c.2981A>G c.(2980-2982)AAG>AGG p.K994R

Pat_06 Pre-Treatment ISL1 3670 37 5 50679521 50679521 Missense_Mutation SNP G A 4 297 c.16G>A c.(16-18)GAT>AAT p.D6N

Pat_06 Pre-Treatment PELO 53918 37 5 52096401 52096401 Missense_Mutation SNP G A 4 323 c.173G>A c.(172-174)AGC>AAC p.S58N

Pat_06 Pre-Treatment DDX4 54514 37 5 55110932 55110932 Missense_Mutation SNP C A 9 768 c.1919C>A c.(1918-1920)GCA>GAA p.A640E

Pat_06 Pre-Treatment RGS7BP 401190 37 5 63803671 63803671 Missense_Mutation SNP G A 4 259 c.299G>A c.(298-300)CGT>CAT p.R100H

Pat_06 Pre-Treatment RGS7BP 401190 37 5 63871612 63871612 Missense_Mutation SNP G T 28 335 c.344G>T c.(343-345)GGT>GTT p.G115V

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64492900 64492900 Missense_Mutation SNP C T 5 575 c.2654G>A c.(2653-2655)AGT>AAT p.S885N

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64756033 64756033 Nonsense_Mutation SNP G A 5 741 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_06 Pre-Treatment BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 8 339 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_06 Pre-Treatment WDR41 55255 37 5 76736818 76736818 Missense_Mutation SNP C A 7 220 c.702G>T c.(700-702)TTG>TTT p.L234F

Pat_06 Pre-Treatment CMYA5 202333 37 5 79031109 79031109 Missense_Mutation SNP G A 61 117 c.6521G>A c.(6520-6522)GGA>GAA p.G2174E

Pat_06 Pre-Treatment HAPLN1 1404 37 5 82937463 82937463 Missense_Mutation SNP G A 6 812 c.917C>T c.(916-918)GCG>GTG p.A306V

Pat_06 Pre-Treatment LNPEP 4012 37 5 96315312 96315312 Missense_Mutation SNP G A 6 564 c.490G>A c.(490-492)GCA>ACA p.A164T

Pat_06 Pre-Treatment DTWD2 285605 37 5 118183873 118183873 Missense_Mutation SNP C T 5 418 c.638G>A c.(637-639)CGG>CAG p.R213Q

Pat_06 Pre-Treatment DMXL1 1657 37 5 118513729 118513729 Missense_Mutation SNP G A 5 537 c.6925G>A c.(6925-6927)GAG>AAG p.E2309K

Pat_06 Pre-Treatment SNCAIP 9627 37 5 121767682 121767682 Missense_Mutation SNP G A 6 365 c.1201G>A c.(1201-1203)GTA>ATA p.V401I

Pat_06 Pre-Treatment GRAMD3 65983 37 5 125816379 125816379 Missense_Mutation SNP C T 5 655 c.715C>T c.(715-717)CGC>TGC p.R239C

Pat_06 Pre-Treatment BRD8 10902 37 5 137503719 137503719 Missense_Mutation SNP C T 6 793 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_06 Pre-Treatment FAM53C 51307 37 5 137680844 137680844 Missense_Mutation SNP C T 6 395 c.467C>T c.(466-468)CCG>CTG p.P156L

Pat_06 Pre-Treatment CTNNA1 1495 37 5 138145828 138145828 Missense_Mutation SNP G A 5 615 c.403G>A c.(403-405)GTT>ATT p.V135I

Pat_06 Pre-Treatment PCDHA4 56144 37 5 140186912 140186912 Missense_Mutation SNP G A 6 542 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_06 Pre-Treatment PCDHA4 56144 37 5 140188628 140188628 Missense_Mutation SNP G A 7 667 c.1856G>A c.(1855-1857)CGC>CAC p.R619H

Pat_06 Pre-Treatment PCDHB8 56128 37 5 140558184 140558184 Missense_Mutation SNP G A 4 135 c.569G>A c.(568-570)AGG>AAG p.R190K

Pat_06 Pre-Treatment PCDHGA7 56108 37 5 140764210 140764210 Missense_Mutation SNP G A 6 793 c.1744G>A c.(1744-1746)GCA>ACA p.A582T

Pat_06 Pre-Treatment PCDHGB7 56099 37 5 140799101 140799101 Missense_Mutation SNP G A 4 165 c.1675G>A c.(1675-1677)GCA>ACA p.A559T

Pat_06 Pre-Treatment PCDHGA12 26025 37 5 140811950 140811950 Missense_Mutation SNP C T 5 802 c.1624C>T c.(1624-1626)CTC>TTC p.L542F

Pat_06 Pre-Treatment ARHGAP26 23092 37 5 142281595 142281595 Missense_Mutation SNP C A 6 443 c.693C>A c.(691-693)AGC>AGA p.S231R

Pat_06 Pre-Treatment TCERG1 10915 37 5 145838472 145838472 Missense_Mutation SNP G A 5 802 c.464G>A c.(463-465)CGT>CAT p.R155H

Pat_06 Pre-Treatment ARSI 340075 37 5 149676821 149676821 Missense_Mutation SNP A G 5 687 c.1666T>C c.(1666-1668)TTT>CTT p.F556L

Pat_06 Pre-Treatment SPARC 6678 37 5 151043744 151043744 Nonsense_Mutation SNP C A 6 319 c.787G>T c.(787-789)GAG>TAG p.E263*

Pat_06 Pre-Treatment FBLL1 345630 37 5 167957138 167957138 Missense_Mutation SNP G A 3 61 c.344G>A c.(343-345)CGC>CAC p.R115H

Pat_06 Pre-Treatment SH3PXD2B 285590 37 5 171766461 171766461 Missense_Mutation SNP G A 6 377 c.1648C>T c.(1648-1650)CGG>TGG p.R550W

Pat_06 Pre-Treatment UNC5A 90249 37 5 176301022 176301022 Missense_Mutation SNP G A 5 225 c.940G>A c.(940-942)GTC>ATC p.V314I

Pat_06 Pre-Treatment FGFR4 2264 37 5 176522545 176522545 Missense_Mutation SNP G A 3 34 c.1642G>A c.(1642-1644)GTG>ATG p.V548M

Pat_06 Pre-Treatment DDX41 51428 37 5 176941759 176941759 Missense_Mutation SNP C T 6 633 c.878G>A c.(877-879)CGC>CAC p.R293H

Pat_06 Pre-Treatment ADAMTS2 9509 37 5 178553062 178553062 Missense_Mutation SNP G A 6 632 c.2687C>T c.(2686-2688)GCC>GTC p.A896V

Pat_06 Pre-Treatment MAML1 9794 37 5 179193270 179193270 Missense_Mutation SNP C T 6 754 c.1259C>T c.(1258-1260)CCG>CTG p.P420L

Pat_06 Pre-Treatment PECI 10455 37 6 4130748 4130748 Missense_Mutation SNP G A 5 587 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_06 Pre-Treatment PECI 10455 37 6 4133832 4133832 Missense_Mutation SNP T C 4 620 c.164A>G c.(163-165)AAG>AGG p.K55R

Pat_06 Pre-Treatment TBC1D7 51256 37 6 13316811 13316811 Missense_Mutation SNP G A 5 660 c.511C>T c.(511-513)CCC>TCC p.P171S

Pat_06 Pre-Treatment CAP2 10486 37 6 17507511 17507511 Missense_Mutation SNP G A 6 741 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_06 Pre-Treatment CDKAL1 54901 37 6 20846368 20846368 Missense_Mutation SNP C A 7 614 c.701C>A c.(700-702)CCA>CAA p.P234Q

Pat_06 Pre-Treatment PRL 5617 37 6 22294729 22294729 Missense_Mutation SNP C T 84 253 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_06 Pre-Treatment BTN3A1 11119 37 6 26408075 26408075 Missense_Mutation SNP G A 5 881 c.610G>A c.(610-612)GTA>ATA p.V204I

Pat_06 Pre-Treatment HLA-E 3133 37 6 30459102 30459102 Missense_Mutation SNP G A 5 555 c.799G>A c.(799-801)GCT>ACT p.A267T

Pat_06 Pre-Treatment GNL1 2794 37 6 30515027 30515027 Missense_Mutation SNP C T 7 837 c.1303G>A c.(1303-1305)GCC>ACC p.A435T

Pat_06 Pre-Treatment LSM2 57819 37 6 31765619 31765619 Missense_Mutation SNP C T 6 854 c.203G>A c.(202-204)CGA>CAA p.R68Q



Pat_06 Pre-Treatment CFB 629 37 6 31901429 31901429 Missense_Mutation SNP G A 5 518 c.299G>A c.(298-300)CGG>CAG p.R100Q

Pat_06 Pre-Treatment ITPR3 3710 37 6 33654231 33654231 Missense_Mutation SNP G A 5 787 c.5914G>A c.(5914-5916)GCA>ACA p.A1972T

Pat_06 Pre-Treatment DEF6 50619 37 6 35285693 35285693 Missense_Mutation SNP G A 4 213 c.833G>A c.(832-834)CGC>CAC p.R278H

Pat_06 Pre-Treatment PPARD 5467 37 6 35393740 35393740 Missense_Mutation SNP G A 6 367 c.1210G>A c.(1210-1212)GCT>ACT p.A404T

Pat_06 Pre-Treatment TULP1 7287 37 6 35477014 35477014 Missense_Mutation SNP T C 4 872 c.794A>G c.(793-795)AAG>AGG p.K265R

Pat_06 Pre-Treatment TRERF1 55809 37 6 42237177 42237177 Missense_Mutation SNP G A 6 359 c.152C>T c.(151-153)TCG>TTG p.S51L

Pat_06 Pre-Treatment C6orf223 221416 37 6 43970473 43970473 Missense_Mutation SNP G A 3 48 c.339G>A c.(337-339)ATG>ATA p.M113I

Pat_06 Pre-Treatment TMEM63B 55362 37 6 44119605 44119605 Missense_Mutation SNP G A 6 458 c.1696G>A c.(1696-1698)GGC>AGC p.G566S

Pat_06 Pre-Treatment TCTE1 202500 37 6 44250134 44250134 Missense_Mutation SNP G A 5 372 c.1009C>T c.(1009-1011)CGT>TGT p.R337C

Pat_06 Pre-Treatment ENPP4 22875 37 6 46107679 46107679 Missense_Mutation SNP G T 7 715 c.359G>T c.(358-360)TGG>TTG p.W120L

Pat_06 Pre-Treatment ELOVL5 60481 37 6 53139987 53139987 Missense_Mutation SNP G A 6 495 c.397C>T c.(397-399)CGC>TGC p.R133C

Pat_06 Pre-Treatment BAI3 577 37 6 69646414 69646414 Missense_Mutation SNP A G 3 224 c.872A>G c.(871-873)GAA>GGA p.E291G

Pat_06 Pre-Treatment COL9A1 1297 37 6 70993524 70993524 Splice_Site SNP C G 24 32 c.697_splice c.e6-1 p.F233_splice

Pat_06 Pre-Treatment SMPD2 6610 37 6 109764797 109764797 Missense_Mutation SNP C T 4 133 c.961C>T c.(961-963)CGC>TGC p.R321C

Pat_06 Pre-Treatment C6orf186 728464 37 6 110636546 110636546 Missense_Mutation SNP C A 6 477 c.556G>T c.(556-558)GGG>TGG p.G186W

Pat_06 Pre-Treatment LAMA4 3910 37 6 112466034 112466034 Nonsense_Mutation SNP G A 5 433 c.2455C>T c.(2455-2457)CGA>TGA p.R819*

Pat_06 Pre-Treatment SLC35F1 222553 37 6 118556698 118556698 Nonsense_Mutation SNP C T 4 239 c.376C>T c.(376-378)CGA>TGA p.R126*

Pat_06 Pre-Treatment RNF146 81847 37 6 127608243 127608243 Missense_Mutation SNP G A 4 207 c.485G>A c.(484-486)CGT>CAT p.R162H

Pat_06 Pre-Treatment EYA4 2070 37 6 133849911 133849911 Missense_Mutation SNP C T 5 765 c.1888C>T c.(1888-1890)CTC>TTC p.L630F

Pat_06 Pre-Treatment IL20RA 53832 37 6 137323125 137323125 Missense_Mutation SNP C G 3 163 c.1232G>C c.(1231-1233)TGT>TCT p.C411S

Pat_06 Pre-Treatment ADAT2 134637 37 6 143771767 143771767 Missense_Mutation SNP G A 5 476 c.29C>T c.(28-30)GCT>GTT p.A10V

Pat_06 Pre-Treatment SHPRH 257218 37 6 146264619 146264619 Missense_Mutation SNP G A 5 616 c.1898C>T c.(1897-1899)GCT>GTT p.A633V

Pat_06 Pre-Treatment RBM16 22828 37 6 155116190 155116190 Missense_Mutation SNP C T 6 582 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_06 Pre-Treatment RSPH3 83861 37 6 159420638 159420638 Missense_Mutation SNP G A 5 412 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_06 Pre-Treatment MAP3K4 4216 37 6 161519315 161519315 Missense_Mutation SNP G A 6 807 c.3530G>A c.(3529-3531)CGG>CAG p.R1177Q

Pat_06 Pre-Treatment SMOC2 64094 37 6 168910632 168910632 Missense_Mutation SNP G A 4 294 c.122G>A c.(121-123)AGC>AAC p.S41N

Pat_06 Pre-Treatment CYP2W1 54905 37 7 1027080 1027080 Missense_Mutation SNP C A 3 47 c.1056C>A c.(1054-1056)CAC>CAA p.H352Q

Pat_06 Pre-Treatment TTYH3 80727 37 7 2696038 2696038 Missense_Mutation SNP G A 6 372 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_06 Pre-Treatment TTYH3 80727 37 7 2698609 2698609 Missense_Mutation SNP A G 4 759 c.1460A>G c.(1459-1461)GAG>GGG p.E487G

Pat_06 Pre-Treatment CARD11 84433 37 7 2949714 2949714 Missense_Mutation SNP C A 5 698 c.3230G>T c.(3229-3231)CGG>CTG p.R1077L

Pat_06 Pre-Treatment TNRC18 84629 37 7 5352438 5352438 Missense_Mutation SNP G A 3 49 c.8084C>T c.(8083-8085)GCG>GTG p.A2695V

Pat_06 Pre-Treatment FBXL18 80028 37 7 5540665 5540665 Missense_Mutation SNP A G 3 110 c.1235T>C c.(1234-1236)CTG>CCG p.L412P

Pat_06 Pre-Treatment USP42 84132 37 7 6178755 6178755 Missense_Mutation SNP G C 3 104 c.586G>C c.(586-588)GAA>CAA p.E196Q

Pat_06 Pre-Treatment C7orf70 84792 37 7 6370424 6370424 Missense_Mutation SNP C A 4 314 c.362G>T c.(361-363)GGT>GTT p.G121V

Pat_06 Pre-Treatment DGKB 1607 37 7 14722395 14722395 Missense_Mutation SNP A G 3 64 c.901T>C c.(901-903)TCC>CCC p.S301P

Pat_06 Pre-Treatment AHR 196 37 7 17373614 17373614 Missense_Mutation SNP C A 5 469 c.784C>A c.(784-786)CAG>AAG p.Q262K

Pat_06 Pre-Treatment FAM126A 84668 37 7 22985627 22985627 Missense_Mutation SNP G A 5 759 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_06 Pre-Treatment MPP6 51678 37 7 24720065 24720065 Missense_Mutation SNP G A 7 707 c.1372G>A c.(1372-1374)GCT>ACT p.A458T

Pat_06 Pre-Treatment POLM 27434 37 7 44113810 44113810 Missense_Mutation SNP C T 3 39 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_06 Pre-Treatment CDC14C 168448 37 7 48965490 48965490 Missense_Mutation SNP A G 3 70 c.1222A>G c.(1222-1224)AGA>GGA p.R408G

Pat_06 Pre-Treatment ZNF713 349075 37 7 56007015 56007015 Missense_Mutation SNP C G 3 372 c.609C>G c.(607-609)ATC>ATG p.I203M

Pat_06 Pre-Treatment GBAS 2631 37 7 56049244 56049245 Missense_Mutation DNP CG TA 7 507 c.357_358CG>TAc.(355-360)GGCGAG>GGTAAGp.E120K

Pat_06 Pre-Treatment ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 5 148 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_06 Pre-Treatment ZNF735 730291 37 7 63680424 63680424 Missense_Mutation SNP A G 3 182 c.995A>G c.(994-996)AAA>AGA p.K332R

Pat_06 Pre-Treatment ABHD11 83451 37 7 73151601 73151601 Missense_Mutation SNP G A 5 605 c.583C>T c.(583-585)CGC>TGC p.R195C

Pat_06 Pre-Treatment POM121C 100101267 37 7 75070845 75070845 Missense_Mutation SNP G A 25 48 c.656C>T c.(655-657)CCG>CTG p.P219L

Pat_06 Pre-Treatment POM121C 100101267 37 7 75113598 75113598 Splice_Site SNP T A 3 56 c.1_splice c.e1-1



Pat_06 Pre-Treatment FGL2 10875 37 7 76826077 76826077 Missense_Mutation SNP C G 4 606 c.839G>C c.(838-840)AGG>ACG p.R280T

Pat_06 Pre-Treatment SEMA3D 223117 37 7 84628872 84628872 Missense_Mutation SNP G A 5 666 c.2218C>T c.(2218-2220)CGG>TGG p.R740W

Pat_06 Pre-Treatment MTERF 7978 37 7 91503708 91503708 Missense_Mutation SNP G A 6 775 c.400C>T c.(400-402)CGT>TGT p.R134C

Pat_06 Pre-Treatment AKAP9 10142 37 7 91732059 91732059 Missense_Mutation SNP C T 6 833 c.11249C>T c.(11248-11250)ACG>ATG p.T3750M

Pat_06 Pre-Treatment TRRAP 8295 37 7 98495427 98495427 Missense_Mutation SNP G T 6 764 c.571G>T c.(571-573)GGT>TGT p.G191C

Pat_06 Pre-Treatment CNPY4 245812 37 7 99720426 99720426 Missense_Mutation SNP C A 4 204 c.362C>A c.(361-363)GCA>GAA p.A121E

Pat_06 Pre-Treatment MEPCE 56257 37 7 100028081 100028081 Missense_Mutation SNP G A 4 164 c.440G>A c.(439-441)GGC>GAC p.G147D

Pat_06 Pre-Treatment MEPCE 56257 37 7 100028454 100028454 Missense_Mutation SNP G C 4 687 c.813G>C c.(811-813)CAG>CAC p.Q271H

Pat_06 Pre-Treatment LRCH4 4034 37 7 100175810 100175810 Missense_Mutation SNP C G 3 213 c.920G>C c.(919-921)AGT>ACT p.S307T

Pat_06 Pre-Treatment ZAN 7455 37 7 100377273 100377273 Missense_Mutation SNP G A 3 19 c.6523G>A c.(6523-6525)GGT>AGT p.G2175S

Pat_06 Pre-Treatment ZAN 7455 37 7 100391814 100391814 Nonsense_Mutation SNP G T 6 383 c.8059G>T c.(8059-8061)GAG>TAG p.E2687*

Pat_06 Pre-Treatment ACHE 43 37 7 100490114 100490114 Missense_Mutation SNP G A 5 228 c.1394C>T c.(1393-1395)GCT>GTT p.A465V

Pat_06 Pre-Treatment MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 7 877 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_06 Pre-Treatment MUC17 140453 37 7 100681421 100681421 Missense_Mutation SNP G A 10 813 c.6724G>A c.(6724-6726)GCA>ACA p.A2242T

Pat_06 Pre-Treatment C7orf52 375607 37 7 100815749 100815749 Missense_Mutation SNP T C 3 97 c.721A>G c.(721-723)ACC>GCC p.T241A

Pat_06 Pre-Treatment RNF133 168433 37 7 122337948 122337948 Missense_Mutation SNP G T 6 710 c.1025C>A c.(1024-1026)CCT>CAT p.P342H

Pat_06 Pre-Treatment RBM28 55131 37 7 127964611 127964611 Splice_Site SNP C T 6 789 c.1339_splice c.e12+1 p.L447_splice

Pat_06 Pre-Treatment CPA1 1357 37 7 130023248 130023248 Missense_Mutation SNP G A 5 185 c.500G>A c.(499-501)AGT>AAT p.S167N

Pat_06 Pre-Treatment PLXNA4 91584 37 7 132192500 132192500 Missense_Mutation SNP G A 6 335 c.953C>T c.(952-954)GCG>GTG p.A318V

Pat_06 Pre-Treatment AKR1B1 231 37 7 134135558 134135558 Missense_Mutation SNP G C 3 218 c.331C>G c.(331-333)CAC>GAC p.H111D

Pat_06 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 200 393 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_06 Pre-Treatment MGAM 8972 37 7 141759717 141759717 Missense_Mutation SNP A G 3 146 c.4010A>G c.(4009-4011)GAT>GGT p.D1337G

Pat_06 Pre-Treatment EPHB6 2051 37 7 142566372 142566372 Missense_Mutation SNP G A 3 68 c.2161G>A c.(2161-2163)GCA>ACA p.A721T

Pat_06 Pre-Treatment CASP2 835 37 7 142991775 142991775 Missense_Mutation SNP G A 5 470 c.656G>A c.(655-657)CGC>CAC p.R219H

Pat_06 Pre-Treatment OR2A14 135941 37 7 143826560 143826560 Missense_Mutation SNP T C 4 654 c.355T>C c.(355-357)TAT>CAT p.Y119H

Pat_06 Pre-Treatment ZNF786 136051 37 7 148768900 148768900 Missense_Mutation SNP C T 3 81 c.964G>A c.(964-966)GGG>AGG p.G322R

Pat_06 Pre-Treatment KRBA1 84626 37 7 149418621 149418621 Missense_Mutation SNP C T 5 120 c.461C>T c.(460-462)CCC>CTC p.P154L

Pat_06 Pre-Treatment SSPO 23145 37 7 149492356 149492356 Missense_Mutation SNP C T 5 440 c.6245C>T c.(6244-6246)TCG>TTG p.S2082L

Pat_06 Pre-Treatment SSPO 23145 37 7 149500048 149500048 Nonsense_Mutation SNP G A 3 56 c.7674G>A c.(7672-7674)TGG>TGA p.W2558*

Pat_06 Pre-Treatment REPIN1 29803 37 7 150068614 150068614 Missense_Mutation SNP G C 3 148 c.284G>C c.(283-285)CGC>CCC p.R95P

Pat_06 Pre-Treatment ABCF2 10061 37 7 150915205 150915205 Missense_Mutation SNP C T 5 668 c.1300G>A c.(1300-1302)GCA>ACA p.A434T

Pat_06 Pre-Treatment HTR5A 3361 37 7 154862859 154862859 Missense_Mutation SNP G A 4 234 c.250G>A c.(250-252)GTC>ATC p.V84I

Pat_06 Pre-Treatment RBM33 155435 37 7 155473430 155473430 Missense_Mutation SNP C G 3 136 c.395C>G c.(394-396)TCT>TGT p.S132C

Pat_06 Pre-Treatment RBM33 155435 37 7 155556600 155556600 Missense_Mutation SNP C T 3 67 c.3074C>T c.(3073-3075)ACG>ATG p.T1025M

Pat_06 Pre-Treatment CSMD1 64478 37 8 2944633 2944633 Missense_Mutation SNP G A 4 299 c.7463C>T c.(7462-7464)ACG>ATG p.T2488M

Pat_06 Pre-Treatment RP1L1 94137 37 8 10480360 10480360 Missense_Mutation SNP G A 3 58 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_06 Pre-Treatment EGR3 1960 37 8 22548122 22548122 Missense_Mutation SNP G A 5 391 c.1028C>T c.(1027-1029)GCG>GTG p.A343V

Pat_06 Pre-Treatment TNFRSF10C 8794 37 8 22974315 22974315 Missense_Mutation SNP A T 6 568 c.551A>T c.(550-552)AAC>ATC p.N184I

Pat_06 Pre-Treatment ADAM7 8756 37 8 24300000 24300000 Nonsense_Mutation SNP G T 8 823 c.67G>T c.(67-69)GGA>TGA p.G23*

Pat_06 Pre-Treatment PTK2B 2185 37 8 27297910 27297910 Missense_Mutation SNP A G 4 573 c.1991A>G c.(1990-1992)TAC>TGC p.Y664C

Pat_06 Pre-Treatment PLEKHA2 59339 37 8 38808387 38808387 Missense_Mutation SNP T C 3 167 c.365T>C c.(364-366)CTA>CCA p.L122P

Pat_06 Pre-Treatment PLAT 5327 37 8 42048920 42048920 Nonsense_Mutation SNP G A 4 421 c.85C>T c.(85-87)CGA>TGA p.R29*

Pat_06 Pre-Treatment PRKDC 5591 37 8 48690333 48690333 Missense_Mutation SNP G A 8 684 c.11956C>T c.(11956-11958)CAC>TAC p.H3986Y

Pat_06 Pre-Treatment SNTG1 54212 37 8 51465674 51465674 Missense_Mutation SNP G C 4 449 c.745G>C c.(745-747)GCT>CCT p.A249P

Pat_06 Pre-Treatment PXDNL 137902 37 8 52321132 52321132 Missense_Mutation SNP G C 3 98 c.3052C>G c.(3052-3054)CTG>GTG p.L1018V

Pat_06 Pre-Treatment TGS1 96764 37 8 56698341 56698341 Missense_Mutation SNP G A 6 317 c.230G>A c.(229-231)AGC>AAC p.S77N

Pat_06 Pre-Treatment KCNB2 9312 37 8 73849007 73849007 Missense_Mutation SNP G A 5 579 c.1417G>A c.(1417-1419)GGA>AGA p.G473R



Pat_06 Pre-Treatment ZFHX4 79776 37 8 77766927 77766927 Missense_Mutation SNP C G 3 124 c.7635C>G c.(7633-7635)TGC>TGG p.C2545W

Pat_06 Pre-Treatment ZFHX4 79776 37 8 77767580 77767580 Missense_Mutation SNP C T 4 149 c.8288C>T c.(8287-8289)ACG>ATG p.T2763M

Pat_06 Pre-Treatment CA13 377677 37 8 86193498 86193498 Missense_Mutation SNP G A 6 826 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_06 Pre-Treatment SLC26A7 115111 37 8 92364117 92364117 Splice_Site SNP T C 71 476 c.1218_splice c.e11+2 p.M406_splice

Pat_06 Pre-Treatment INTS8 55656 37 8 95844352 95844352 Missense_Mutation SNP G C 4 383 c.703G>C c.(703-705)GAG>CAG p.E235Q

Pat_06 Pre-Treatment KCNS2 3788 37 8 99441018 99441018 Missense_Mutation SNP T C 4 522 c.811T>C c.(811-813)TTT>CTT p.F271L

Pat_06 Pre-Treatment CSMD3 114788 37 8 113697695 113697695 Nonsense_Mutation SNP G A 5 713 c.2422C>T c.(2422-2424)CGA>TGA p.R808*

Pat_06 Pre-Treatment FAM91A1 157769 37 8 124810390 124810390 Missense_Mutation SNP G A 6 687 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_06 Pre-Treatment RNF139 11236 37 8 125487504 125487504 Missense_Mutation SNP G A 5 686 c.154G>A c.(154-156)GTG>ATG p.V52M

Pat_06 Pre-Treatment MYC 4609 37 8 128750830 128750830 Missense_Mutation SNP G A 4 286 c.322G>A c.(322-324)GGA>AGA p.G108R

Pat_06 Pre-Treatment COL22A1 169044 37 8 139890167 139890167 Missense_Mutation SNP C T 3 45 c.484G>A c.(484-486)GCG>ACG p.A162T

Pat_06 Pre-Treatment TRAPPC9 83696 37 8 141370260 141370260 Missense_Mutation SNP G A 5 280 c.1384C>T c.(1384-1386)CGT>TGT p.R462C

Pat_06 Pre-Treatment TRAPPC9 83696 37 8 141461321 141461321 Missense_Mutation SNP C G 3 293 c.152G>C c.(151-153)CGA>CCA p.R51P

Pat_06 Pre-Treatment PLEC 5339 37 8 145009217 145009217 Missense_Mutation SNP G A 5 669 c.1198C>T c.(1198-1200)CCC>TCC p.P400S

Pat_06 Pre-Treatment GPR172A 79581 37 8 145583616 145583616 Missense_Mutation SNP C A 6 697 c.464C>A c.(463-465)GCC>GAC p.A155D

Pat_06 Pre-Treatment NFKBIL2 4796 37 8 145660443 145660443 Missense_Mutation SNP G A 3 51 c.2963C>T c.(2962-2964)GCC>GTC p.A988V

Pat_06 Pre-Treatment ZNF34 80778 37 8 145998713 145998713 Missense_Mutation SNP G A 4 409 c.1621C>T c.(1621-1623)CGG>TGG p.R541W

Pat_06 Pre-Treatment ZNF16 7564 37 8 146157752 146157752 Missense_Mutation SNP T C 88 181 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_06 Pre-Treatment DMRT1 1761 37 9 841892 841892 Missense_Mutation SNP C G 3 86 c.54C>G c.(52-54)CAC>CAG p.H18Q

Pat_06 Pre-Treatment TMEM215 401498 37 9 32784414 32784414 Missense_Mutation SNP G A 5 449 c.233G>A c.(232-234)CGC>CAC p.R78H

Pat_06 Pre-Treatment DNAI1 27019 37 9 34485483 34485483 Missense_Mutation SNP G A 4 278 c.229G>A c.(229-231)GCA>ACA p.A77T

Pat_06 Pre-Treatment KIAA1045 23349 37 9 34971302 34971302 Missense_Mutation SNP G A 5 694 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_06 Pre-Treatment PIGO 84720 37 9 35093420 35093420 Missense_Mutation SNP C G 3 230 c.937G>C c.(937-939)GAG>CAG p.E313Q

Pat_06 Pre-Treatment UNC13B 10497 37 9 35375125 35375125 Nonsense_Mutation SNP C A 6 810 c.1295C>A c.(1294-1296)TCA>TAA p.S432*

Pat_06 Pre-Treatment UNC13B 10497 37 9 35381166 35381166 Missense_Mutation SNP A G 4 300 c.2198A>G c.(2197-2199)GAG>GGG p.E733G

Pat_06 Pre-Treatment TLN1 7094 37 9 35698170 35698170 Splice_Site SNP C A 4 218 c.7372_splice c.e56-1 p.A2458_splice

Pat_06 Pre-Treatment GNE 10020 37 9 36246441 36246441 Missense_Mutation SNP A G 4 519 c.203T>C c.(202-204)ATT>ACT p.I68T

Pat_06 Pre-Treatment RORB 6096 37 9 77257530 77257530 Missense_Mutation SNP G A 5 347 c.469G>A c.(469-471)GTC>ATC p.V157I

Pat_06 Pre-Treatment TLE4 7091 37 9 82242364 82242364 Splice_Site SNP G A 5 527 c.369_splice c.e6+1 p.G123_splice

Pat_06 Pre-Treatment ZCCHC6 79670 37 9 88940263 88940263 Missense_Mutation SNP C T 5 646 c.1775G>A c.(1774-1776)CGC>CAC p.R592H

Pat_06 Pre-Treatment ECM2 1842 37 9 95277041 95277041 Missense_Mutation SNP G A 4 344 c.926C>T c.(925-927)CCT>CTT p.P309L

Pat_06 Pre-Treatment HABP4 22927 37 9 99227656 99227656 Missense_Mutation SNP G A 5 693 c.550G>A c.(550-552)GGA>AGA p.G184R

Pat_06 Pre-Treatment NR4A3 8013 37 9 102590767 102590767 Missense_Mutation SNP T C 5 433 c.443T>C c.(442-444)TTC>TCC p.F148S

Pat_06 Pre-Treatment ACTL7A 10881 37 9 111625278 111625278 Missense_Mutation SNP G T 4 375 c.676G>T c.(676-678)GTG>TTG p.V226L

Pat_06 Pre-Treatment KIAA0368 23392 37 9 114204596 114204596 Missense_Mutation SNP G T 4 113 c.913C>A c.(913-915)CAG>AAG p.Q305K

Pat_06 Pre-Treatment KIAA1958 158405 37 9 115336949 115336949 Missense_Mutation SNP G T 6 551 c.589G>T c.(589-591)GAT>TAT p.D197Y

Pat_06 Pre-Treatment GSN 2934 37 9 124073053 124073053 Missense_Mutation SNP G A 4 238 c.596G>A c.(595-597)CGT>CAT p.R199H

Pat_06 Pre-Treatment DENND1A 57706 37 9 126202749 126202749 Missense_Mutation SNP C T 6 366 c.1378G>A c.(1378-1380)GCC>ACC p.A460T

Pat_06 Pre-Treatment MAPKAP1 79109 37 9 128419995 128419995 Missense_Mutation SNP G A 5 478 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_06 Pre-Treatment FAM129B 64855 37 9 130286119 130286119 Missense_Mutation SNP G A 5 520 c.428C>T c.(427-429)ACG>ATG p.T143M

Pat_06 Pre-Treatment DNM1 1759 37 9 130982527 130982527 Missense_Mutation SNP G T 7 716 c.756G>T c.(754-756)TTG>TTT p.L252F

Pat_06 Pre-Treatment PRDM12 59335 37 9 133540159 133540159 Missense_Mutation SNP G A 3 49 c.119G>A c.(118-120)CGC>CAC p.R40H

Pat_06 Pre-Treatment LAMC3 10319 37 9 133920958 133920958 Missense_Mutation SNP G A 5 282 c.1430G>A c.(1429-1431)TGC>TAC p.C477Y

Pat_06 Pre-Treatment MED27 9442 37 9 134769315 134769315 Missense_Mutation SNP A T 4 425 c.638T>A c.(637-639)ATA>AAA p.I213K

Pat_06 Pre-Treatment MED22 6837 37 9 136208477 136208477 Missense_Mutation SNP C T 4 101 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_06 Pre-Treatment NACC2 138151 37 9 138908200 138908200 Missense_Mutation SNP G A 6 535 c.962C>T c.(961-963)CCT>CTT p.P321L

Pat_06 Pre-Treatment QSOX2 169714 37 9 139115638 139115638 Missense_Mutation SNP C G 3 176 c.646G>C c.(646-648)GAA>CAA p.E216Q



Pat_06 Pre-Treatment PMPCA 23203 37 9 139313544 139313544 Missense_Mutation SNP G A 5 512 c.1249G>A c.(1249-1251)GGA>AGA p.G417R

Pat_06 Pre-Treatment PHPT1 29085 37 9 139745228 139745228 Missense_Mutation SNP G A 5 337 c.307G>A c.(307-309)GCC>ACC p.A103T

Pat_06 Pre-Treatment EXD3 54932 37 9 140201553 140201553 Missense_Mutation SNP C A 3 71 c.2480G>T c.(2479-2481)CGG>CTG p.R827L

Pat_06 Pre-Treatment EHMT1 79813 37 9 140712582 140712582 Missense_Mutation SNP G A 5 407 c.3532G>A c.(3532-3534)GAC>AAC p.D1178N

Pat_06 Pre-Treatment CACNA1B 774 37 9 140953156 140953156 Missense_Mutation SNP G A 3 62 c.4444G>A c.(4444-4446)GCC>ACC p.A1482T

Pat_06 Pre-Treatment PPP2R3B 28227 37 X 306382 306382 Missense_Mutation SNP G A 5 529 c.905C>T c.(904-906)GCG>GTG p.A302V

Pat_06 Pre-Treatment ARSD 414 37 X 2827952 2827952 Missense_Mutation SNP G A 5 252 c.1204C>T c.(1204-1206)CTC>TTC p.L402F

Pat_06 Pre-Treatment ARSH 347527 37 X 2928111 2928111 Missense_Mutation SNP C A 5 538 c.133C>A c.(133-135)CTT>ATT p.L45I

Pat_06 Pre-Treatment HDHD1A 8226 37 X 6995345 6995345 Missense_Mutation SNP G C 3 133 c.426C>G c.(424-426)GAC>GAG p.D142E

Pat_06 Pre-Treatment SCML1 6322 37 X 17768311 17768311 Missense_Mutation SNP G A 6 682 c.601G>A c.(601-603)GCA>ACA p.A201T

Pat_06 Pre-Treatment CDKL5 6792 37 X 18622375 18622375 Missense_Mutation SNP G A 6 648 c.1331G>A c.(1330-1332)CGC>CAC p.R444H

Pat_06 Pre-Treatment MAP3K15 389840 37 X 19413274 19413274 Missense_Mutation SNP G A 6 710 c.544C>T c.(544-546)CGC>TGC p.R182C

Pat_06 Pre-Treatment KLHL34 257240 37 X 21675236 21675236 Missense_Mutation SNP C T 4 107 c.671G>A c.(670-672)CGC>CAC p.R224H

Pat_06 Pre-Treatment CHST7 56548 37 X 46433733 46433733 Nonsense_Mutation SNP C T 4 269 c.367C>T c.(367-369)CAG>TAG p.Q123*

Pat_06 Pre-Treatment ZNF182 7569 37 X 47842367 47842367 Missense_Mutation SNP G C 4 528 c.271C>G c.(271-273)CCA>GCA p.P91A

Pat_06 Pre-Treatment HDAC6 10013 37 X 48673420 48673420 Missense_Mutation SNP A G 3 103 c.1111A>G c.(1111-1113)ATG>GTG p.M371V

Pat_06 Pre-Treatment ERAS 3266 37 X 48688086 48688086 Missense_Mutation SNP C T 3 55 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_06 Pre-Treatment TIMM17B 10245 37 X 48751207 48751207 Missense_Mutation SNP A G 3 154 c.406T>C c.(406-408)TAC>CAC p.Y136H

Pat_06 Pre-Treatment PQBP1 10084 37 X 48760267 48760267 Missense_Mutation SNP C G 3 57 c.704C>G c.(703-705)GCA>GGA p.A235G

Pat_06 Pre-Treatment KCND1 3750 37 X 48822652 48822652 Missense_Mutation SNP C A 3 43 c.1528G>T c.(1528-1530)GGC>TGC p.G510C

Pat_06 Pre-Treatment GRIPAP1 56850 37 X 48831634 48831634 Missense_Mutation SNP C T 3 108 c.2366G>A c.(2365-2367)CGG>CAG p.R789Q

Pat_06 Pre-Treatment WDR45 11152 37 X 48935361 48935361 Missense_Mutation SNP C T 3 62 c.176G>A c.(175-177)CGC>CAC p.R59H

Pat_06 Pre-Treatment GPKOW 27238 37 X 48979909 48979909 Missense_Mutation SNP C T 4 136 c.164G>A c.(163-165)AGG>AAG p.R55K

Pat_06 Pre-Treatment NUDT10 170685 37 X 51075840 51075840 Missense_Mutation SNP C T 6 257 c.23C>T c.(22-24)ACA>ATA p.T8I

Pat_06 Pre-Treatment GNL3L 54552 37 X 54578727 54578727 Missense_Mutation SNP G A 5 776 c.1184G>A c.(1183-1185)GGG>GAG p.G395E

Pat_06 Pre-Treatment ZXDB 158586 37 X 57620786 57620786 Nonsense_Mutation SNP G T 7 720 c.2305G>T c.(2305-2307)GGA>TGA p.G769*

Pat_06 Pre-Treatment FAM123B 139285 37 X 63412575 63412575 Missense_Mutation SNP C G 3 129 c.592G>C c.(592-594)GAG>CAG p.E198Q

Pat_06 Pre-Treatment OPHN1 4983 37 X 67412767 67412767 Missense_Mutation SNP A G 5 501 c.1270T>C c.(1270-1272)TTT>CTT p.F424L

Pat_06 Pre-Treatment MED12 9968 37 X 70338611 70338611 Missense_Mutation SNP G A 4 69 c.7G>A c.(7-9)GCC>ACC p.A3T

Pat_06 Pre-Treatment ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 6 354 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_06 Pre-Treatment ACRC 93953 37 X 70823918 70823918 Missense_Mutation SNP C T 7 359 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_06 Pre-Treatment CXCR3 2833 37 X 70837057 70837057 Missense_Mutation SNP C G 3 66 c.265G>C c.(265-267)GAC>CAC p.D89H

Pat_06 Pre-Treatment SATL1 340562 37 X 84362573 84362573 Missense_Mutation SNP G T 5 599 c.1402C>A c.(1402-1404)CAA>AAA p.Q468K

Pat_06 Pre-Treatment DACH2 117154 37 X 85969692 85969692 Missense_Mutation SNP C A 7 761 c.1073C>A c.(1072-1074)CCA>CAA p.P358Q

Pat_06 Pre-Treatment GUCY2F 2986 37 X 108673592 108673592 Nonsense_Mutation SNP C A 6 812 c.1735G>T c.(1735-1737)GGA>TGA p.G579*

Pat_06 Pre-Treatment ACTRT1 139741 37 X 127185080 127185080 Missense_Mutation SNP G C 6 836 c.1106C>G c.(1105-1107)TCT>TGT p.S369C

Pat_06 Pre-Treatment ZNF280C 55609 37 X 129362974 129362974 Missense_Mutation SNP G A 6 855 c.1124C>T c.(1123-1125)ACA>ATA p.T375I

Pat_06 Pre-Treatment RBMX2 51634 37 X 129543337 129543337 Missense_Mutation SNP G A 6 804 c.280G>A c.(280-282)GTC>ATC p.V94I

Pat_06 Pre-Treatment IGSF1 3547 37 X 130419204 130419204 Missense_Mutation SNP G A 5 633 c.616C>T c.(616-618)CTC>TTC p.L206F

Pat_06 Pre-Treatment SPANXN2 494119 37 X 142795388 142795388 Missense_Mutation SNP T C 5 872 c.290A>G c.(289-291)CAG>CGG p.Q97R

Pat_06 Pre-Treatment PDZD4 57595 37 X 153069787 153069787 Missense_Mutation SNP G A 4 226 c.1331C>T c.(1330-1332)GCG>GTG p.A444V

Pat_06 Pre-Treatment FLNA 2316 37 X 153588658 153588658 Missense_Mutation SNP C T 80 127 c.3505G>A c.(3505-3507)GGG>AGG p.G1169R

Pat_06 Pre-Treatment FLNA 2316 37 X 153590869 153590869 Missense_Mutation SNP G A 6 767 c.2482C>T c.(2482-2484)CGC>TGC p.R828C

Pat_06 Pre-Treatment BRCC3 79184 37 X 154344379 154344379 Missense_Mutation SNP T A 6 222 c.671T>A c.(670-672)ATC>AAC p.I224N

Pat_06 Post-Resistance CHD5 26038 37 1 6188230 6188230 Missense_Mutation SNP G A 4 351 c.3779C>T c.(3778-3780)GCG>GTG p.A1260V

Pat_06 Post-Resistance PER3 8863 37 1 7880659 7880659 Missense_Mutation SNP G A 4 281 c.1892G>A c.(1891-1893)GGT>GAT p.G631D

Pat_06 Post-Resistance PER3 8863 37 1 7887738 7887738 Missense_Mutation SNP G A 5 443 c.2725G>A c.(2725-2727)GCA>ACA p.A909T



Pat_06 Post-Resistance SLC25A33 84275 37 1 9642420 9642420 Missense_Mutation SNP G C 38 176 c.827G>C c.(826-828)CGC>CCC p.R276P

Pat_06 Post-Resistance RBP7 116362 37 1 10067748 10067748 Missense_Mutation SNP T G 3 167 c.194T>G c.(193-195)TTT>TGT p.F65C

Pat_06 Post-Resistance PLOD1 5351 37 1 12023666 12023666 Missense_Mutation SNP G A 3 50 c.1175G>A c.(1174-1176)AGC>AAC p.S392N

Pat_06 Post-Resistance VPS13D 55187 37 1 12331126 12331126 Missense_Mutation SNP A G 5 380 c.2048A>G c.(2047-2049)CAG>CGG p.Q683R

Pat_06 Post-Resistance MST1P9 11223 37 1 17086103 17086103 Missense_Mutation SNP G C 3 238 c.794C>G c.(793-795)GCC>GGC p.A265G

Pat_06 Post-Resistance HP1BP3 50809 37 1 21071493 21071493 Nonsense_Mutation SNP G A 4 254 c.1459C>T c.(1459-1461)CAG>TAG p.Q487*

Pat_06 Post-Resistance E2F2 1870 37 1 23836582 23836582 Missense_Mutation SNP C G 3 62 c.1104G>C c.(1102-1104)TTG>TTC p.L368F

Pat_06 Post-Resistance RHCE 6006 37 1 25747287 25747287 Translation_Start_Site SNP G A 5 138 c.-9C>T c.(-11--7)GACGG>GATGG

Pat_06 Post-Resistance SEPN1 57190 37 1 26140653 26140653 Missense_Mutation SNP T C 3 182 c.1586T>C c.(1585-1587)CTG>CCG p.L529P

Pat_06 Post-Resistance PDIK1L 149420 37 1 26440781 26440781 Splice_Site SNP A G 3 76 c.-16_splice c.e2-2

Pat_06 Post-Resistance AHDC1 27245 37 1 27877945 27877945 Missense_Mutation SNP C G 3 196 c.682G>C c.(682-684)GAG>CAG p.E228Q

Pat_06 Post-Resistance BAI2 576 37 1 32193197 32193197 Missense_Mutation SNP T C 3 81 c.4582A>G c.(4582-4584)AGC>GGC p.S1528G

Pat_06 Post-Resistance EIF2C4 192670 37 1 36297718 36297718 Missense_Mutation SNP G A 171 536 c.1177G>A c.(1177-1179)GTC>ATC p.V393I

Pat_06 Post-Resistance ADPRHL2 54936 37 1 36557679 36557679 Missense_Mutation SNP G A 5 396 c.685G>A c.(685-687)GTC>ATC p.V229I

Pat_06 Post-Resistance ZC3H12A 80149 37 1 37948734 37948734 Missense_Mutation SNP G C 3 119 c.1322G>C c.(1321-1323)GGC>GCC p.G441A

Pat_06 Post-Resistance MACF1 23499 37 1 39782885 39782885 Splice_Site SNP G A 3 115 c.3604_splice c.e30-1 p.H1202_splice

Pat_06 Post-Resistance MACF1 23499 37 1 39934318 39934318 Missense_Mutation SNP G A 5 350 c.17132G>A c.(17131-17133)CGT>CAT p.R5711H

Pat_06 Post-Resistance FOXJ3 22887 37 1 42647587 42647587 Splice_Site SNP C T 4 279 c.1753_splice c.e14+1 p.G585_splice

Pat_06 Post-Resistance RIMKLA 284716 37 1 42880406 42880406 Missense_Mutation SNP G A 5 298 c.937G>A c.(937-939)GTC>ATC p.V313I

Pat_06 Post-Resistance WDR65 149465 37 1 43663269 43663269 Missense_Mutation SNP G A 5 769 c.1168G>A c.(1168-1170)GCA>ACA p.A390T

Pat_06 Post-Resistance KIAA0467 23334 37 1 43893032 43893032 Missense_Mutation SNP G A 4 344 c.817G>A c.(817-819)GCT>ACT p.A273T

Pat_06 Post-Resistance KIAA0467 23334 37 1 43897463 43897463 Missense_Mutation SNP G A 7 720 c.2468G>A c.(2467-2469)CGC>CAC p.R823H

Pat_06 Post-Resistance KIF2C 11004 37 1 45225987 45225987 Missense_Mutation SNP C A 5 316 c.1403C>A c.(1402-1404)TCC>TAC p.S468Y

Pat_06 Post-Resistance CYP4X1 260293 37 1 47501500 47501500 Missense_Mutation SNP G A 4 414 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_06 Post-Resistance PRKAA2 5563 37 1 57159461 57159461 Missense_Mutation SNP G T 6 634 c.499G>T c.(499-501)GGT>TGT p.G167C

Pat_06 Post-Resistance FGGY 55277 37 1 59787270 59787270 Missense_Mutation SNP G A 4 244 c.49G>A c.(49-51)GTT>ATT p.V17I

Pat_06 Post-Resistance LRRC40 55631 37 1 70671183 70671183 Missense_Mutation SNP G C 3 204 c.41C>G c.(40-42)GCT>GGT p.A14G

Pat_06 Post-Resistance CLCA1 1179 37 1 86960032 86960032 Missense_Mutation SNP C T 43 128 c.1843C>T c.(1843-1845)CGC>TGC p.R615C

Pat_06 Post-Resistance ZNF326 284695 37 1 90472996 90472996 Missense_Mutation SNP G C 5 829 c.302G>C c.(301-303)AGC>ACC p.S101T

Pat_06 Post-Resistance HSD3B2 3284 37 1 119985587 119985587 Missense_Mutation SNP G A 7 412 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_06 Post-Resistance HFE2 148738 37 1 145416929 145416929 Missense_Mutation SNP T C 4 450 c.1274T>C c.(1273-1275)ATT>ACT p.I425T

Pat_06 Post-Resistance ITGA10 8515 37 1 145539681 145539681 Splice_Site SNP A G 3 159 c.3115_splice c.e27-2 p.N1039_splice

Pat_06 Post-Resistance FLG 2312 37 1 152283940 152283940 Missense_Mutation SNP C G 9 696 c.3422G>C c.(3421-3423)AGA>ACA p.R1141T

Pat_06 Post-Resistance THBS3 7059 37 1 155168388 155168388 Missense_Mutation SNP C A 7 527 c.1886G>T c.(1885-1887)GGG>GTG p.G629V

Pat_06 Post-Resistance FCRL5 83416 37 1 157516756 157516756 Missense_Mutation SNP G T 142 360 c.284C>A c.(283-285)CCT>CAT p.P95H

Pat_06 Post-Resistance CD5L 922 37 1 157805934 157805934 Nonsense_Mutation SNP C A 6 325 c.67G>T c.(67-69)GGA>TGA p.G23*

Pat_06 Post-Resistance KCNJ9 3765 37 1 160054329 160054329 Missense_Mutation SNP C T 4 116 c.509C>T c.(508-510)ACG>ATG p.T170M

Pat_06 Post-Resistance CASQ1 844 37 1 160160635 160160635 Missense_Mutation SNP G A 5 510 c.94G>A c.(94-96)GTA>ATA p.V32I

Pat_06 Post-Resistance COPA 1314 37 1 160265619 160265619 Missense_Mutation SNP G A 6 570 c.2383C>T c.(2383-2385)CTC>TTC p.L795F

Pat_06 Post-Resistance F5 2153 37 1 169529941 169529941 Missense_Mutation SNP C A 6 784 c.437G>T c.(436-438)CGA>CTA p.R146L

Pat_06 Post-Resistance BAT2L2 23215 37 1 171548518 171548518 Missense_Mutation SNP C A 5 270 c.7179C>A c.(7177-7179)GAC>GAA p.D2393E

Pat_06 Post-Resistance KLHL20 27252 37 1 173722401 173722401 Missense_Mutation SNP G A 6 320 c.806G>A c.(805-807)GGC>GAC p.G269D

Pat_06 Post-Resistance CEP350 9857 37 1 180080277 180080277 Missense_Mutation SNP G A 4 266 c.9335G>A c.(9334-9336)GGG>GAG p.G3112E

Pat_06 Post-Resistance CACNA1S 779 37 1 201058518 201058518 Missense_Mutation SNP G C 3 219 c.768C>G c.(766-768)ATC>ATG p.I256M

Pat_06 Post-Resistance MYOG 4656 37 1 203053852 203053852 Missense_Mutation SNP G A 3 120 c.476C>T c.(475-477)CCC>CTC p.P159L

Pat_06 Post-Resistance SERTAD4 56256 37 1 210415389 210415389 Missense_Mutation SNP A G 3 224 c.778A>G c.(778-780)ATA>GTA p.I260V

Pat_06 Post-Resistance TMEM206 55248 37 1 212558701 212558701 Missense_Mutation SNP G A 6 547 c.410C>T c.(409-411)CCT>CTT p.P137L



Pat_06 Post-Resistance ITPKB 3707 37 1 226923287 226923287 Missense_Mutation SNP G A 6 771 c.1873C>T c.(1873-1875)CGC>TGC p.R625C

Pat_06 Post-Resistance ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 7 455 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_06 Post-Resistance OBSCN 84033 37 1 228466587 228466587 Missense_Mutation SNP G A 5 348 c.7057G>A c.(7057-7059)GCA>ACA p.A2353T

Pat_06 Post-Resistance TARBP1 6894 37 1 234569236 234569236 Missense_Mutation SNP T C 5 429 c.2314A>G c.(2314-2316)AGG>GGG p.R772G

Pat_06 Post-Resistance TBCE 6905 37 1 235582831 235582831 Missense_Mutation SNP G A 4 416 c.415G>A c.(415-417)GTA>ATA p.V139I

Pat_06 Post-Resistance KIF26B 55083 37 1 245861488 245861488 Missense_Mutation SNP G A 4 209 c.5905G>A c.(5905-5907)GTC>ATC p.V1969I

Pat_06 Post-Resistance OR2L8 391190 37 1 248112794 248112794 Missense_Mutation SNP G C 4 237 c.635G>C c.(634-636)GGT>GCT p.G212A

Pat_06 Post-Resistance OR2G6 391211 37 1 248685330 248685330 Missense_Mutation SNP G A 4 309 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_06 Post-Resistance SEPHS1 22929 37 10 13371732 13371732 Missense_Mutation SNP T C 3 95 c.617A>G c.(616-618)CAG>CGG p.Q206R

Pat_06 Post-Resistance FRMD4A 55691 37 10 13699067 13699067 Missense_Mutation SNP A G 3 156 c.2522T>C c.(2521-2523)ATC>ACC p.I841T

Pat_06 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 6 343 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_06 Post-Resistance ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 7 272 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_06 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 4 345 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_06 Post-Resistance ALOX5 240 37 10 45877943 45877943 Missense_Mutation SNP G A 5 624 c.163G>A c.(163-165)GAC>AAC p.D55N

Pat_06 Post-Resistance PARG 8505 37 10 51130381 51130381 Splice_Site SNP C T 3 46 c.1662_splice c.e6+1 p.K554_splice

Pat_06 Post-Resistance HK1 3098 37 10 71146161 71146161 Missense_Mutation SNP T C 3 188 c.1922T>C c.(1921-1923)ATA>ACA p.I641T

Pat_06 Post-Resistance COL13A1 1305 37 10 71678072 71678072 Missense_Mutation SNP A G 4 322 c.1028A>G c.(1027-1029)AAG>AGG p.K343R

Pat_06 Post-Resistance ADAMTS14 140766 37 10 72498728 72498728 Missense_Mutation SNP G A 4 261 c.1730G>A c.(1729-1731)CGG>CAG p.R577Q

Pat_06 Post-Resistance SEC24C 9632 37 10 75529694 75529694 Missense_Mutation SNP G A 7 839 c.2783G>A c.(2782-2784)CGT>CAT p.R928H

Pat_06 Post-Resistance RPS24 6229 37 10 79795129 79795129 Missense_Mutation SNP G A 5 527 c.23G>A c.(22-24)CGC>CAC p.R8H

Pat_06 Post-Resistance IDE 3416 37 10 94228662 94228662 Missense_Mutation SNP C T 4 268 c.2294G>A c.(2293-2295)CGG>CAG p.R765Q

Pat_06 Post-Resistance EXOSC1 51013 37 10 99205520 99205520 Missense_Mutation SNP C T 4 329 c.116G>A c.(115-117)GGC>GAC p.G39D

Pat_06 Post-Resistance PNLIPRP1 5407 37 10 118350691 118350691 Splice_Site SNP G C 3 221 c.49_splice c.e2+1 p.G17_splice

Pat_06 Post-Resistance TACC2 10579 37 10 123844309 123844309 Missense_Mutation SNP C T 6 571 c.2294C>T c.(2293-2295)CCG>CTG p.P765L

Pat_06 Post-Resistance PTPRE 5791 37 10 129868640 129868640 Missense_Mutation SNP C A 7 460 c.1219C>A c.(1219-1221)CTG>ATG p.L407M

Pat_06 Post-Resistance ADAM8 101 37 10 135080882 135080882 Missense_Mutation SNP C A 3 105 c.2098G>T c.(2098-2100)GTC>TTC p.V700F

Pat_06 Post-Resistance CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 7 745 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_06 Post-Resistance LRDD 55367 37 11 802256 802256 Missense_Mutation SNP G A 4 135 c.1115C>T c.(1114-1116)CCT>CTT p.P372L

Pat_06 Post-Resistance MUC5B 727897 37 11 1266026 1266026 Missense_Mutation SNP C A 137 517 c.9830C>A c.(9829-9831)ACA>AAA p.T3277K

Pat_06 Post-Resistance TRIM68 55128 37 11 4621595 4621595 Missense_Mutation SNP G A 4 266 c.1369C>T c.(1369-1371)CGC>TGC p.R457C

Pat_06 Post-Resistance FAM160A2 84067 37 11 6239988 6239988 Missense_Mutation SNP A G 4 462 c.1277T>C c.(1276-1278)CTT>CCT p.L426P

Pat_06 Post-Resistance OR6A2 8590 37 11 6816547 6816547 Missense_Mutation SNP G C 3 207 c.393C>G c.(391-393)ATC>ATG p.I131M

Pat_06 Post-Resistance ASCL3 56676 37 11 8959228 8959228 Nonsense_Mutation SNP C A 7 610 c.481G>T c.(481-483)GGA>TGA p.G161*

Pat_06 Post-Resistance MRVI1 10335 37 11 10631309 10631309 Missense_Mutation SNP G A 4 169 c.1537C>T c.(1537-1539)CGC>TGC p.R513C

Pat_06 Post-Resistance MRVI1 10335 37 11 10649551 10649551 Missense_Mutation SNP G A 4 285 c.674C>T c.(673-675)CCG>CTG p.P225L

Pat_06 Post-Resistance CTR9 9646 37 11 10785879 10785879 Missense_Mutation SNP G A 6 521 c.1309G>A c.(1309-1311)GCA>ACA p.A437T

Pat_06 Post-Resistance LGR4 55366 37 11 27389521 27389521 Missense_Mutation SNP A G 4 461 c.2749T>C c.(2749-2751)TCA>CCA p.S917P

Pat_06 Post-Resistance NR1H3 10062 37 11 47281984 47281984 Missense_Mutation SNP A G 6 352 c.257A>G c.(256-258)AAG>AGG p.K86R

Pat_06 Post-Resistance CELF1 10658 37 11 47496908 47496908 Missense_Mutation SNP G A 4 368 c.1169C>T c.(1168-1170)GCT>GTT p.A390V

Pat_06 Post-Resistance OR4C16 219428 37 11 55340006 55340006 Missense_Mutation SNP A C 22 770 c.403A>C c.(403-405)AGC>CGC p.S135R

Pat_06 Post-Resistance APLNR 187 37 11 57004082 57004082 Missense_Mutation SNP T C 3 62 c.397A>G c.(397-399)AGG>GGG p.R133G

Pat_06 Post-Resistance PRG3 10394 37 11 57145305 57145305 Missense_Mutation SNP A G 3 149 c.512T>C c.(511-513)CTG>CCG p.L171P

Pat_06 Post-Resistance PRG3 10394 37 11 57147026 57147026 Missense_Mutation SNP T A 6 481 c.316A>T c.(316-318)AGG>TGG p.R106W

Pat_06 Post-Resistance SF1 7536 37 11 64535238 64535238 Missense_Mutation SNP G A 5 298 c.1147C>T c.(1147-1149)CAT>TAT p.H383Y

Pat_06 Post-Resistance BATF2 116071 37 11 64764355 64764355 Missense_Mutation SNP G A 5 352 c.32C>T c.(31-33)ACC>ATC p.T11I

Pat_06 Post-Resistance CDC42EP2 10435 37 11 65088503 65088503 Missense_Mutation SNP G A 4 447 c.134G>A c.(133-135)AGT>AAT p.S45N

Pat_06 Post-Resistance OVOL1 5017 37 11 65562658 65562658 Missense_Mutation SNP A G 4 362 c.650A>G c.(649-651)GAG>GGG p.E217G



Pat_06 Post-Resistance GAL3ST3 89792 37 11 65810814 65810814 Missense_Mutation SNP G A 3 61 c.460C>T c.(460-462)CCG>TCG p.P154S

Pat_06 Post-Resistance RBM14 10432 37 11 66394038 66394038 Missense_Mutation SNP C A 7 200 c.1909C>A c.(1909-1911)CGC>AGC p.R637S

Pat_06 Post-Resistance ANO1 55107 37 11 69950240 69950240 Missense_Mutation SNP C T 4 148 c.676C>T c.(676-678)CGG>TGG p.R226W

Pat_06 Post-Resistance CTTN 2017 37 11 70271450 70271450 Missense_Mutation SNP T C 3 139 c.970T>C c.(970-972)TTT>CTT p.F324L

Pat_06 Post-Resistance LRTOMT 220074 37 11 71806493 71806493 Missense_Mutation SNP G A 5 288 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_06 Post-Resistance ARAP1 116985 37 11 72409088 72409088 Missense_Mutation SNP G A 3 51 c.2605C>T c.(2605-2607)CCC>TCC p.P869S

Pat_06 Post-Resistance DNAJB13 374407 37 11 73670659 73670659 Missense_Mutation SNP A G 4 386 c.293A>G c.(292-294)AAG>AGG p.K98R

Pat_06 Post-Resistance C2CD3 26005 37 11 73765718 73765718 Splice_Site SNP T C 3 331 c.5091_splice c.e26-1 p.R1697_splice

Pat_06 Post-Resistance XRRA1 143570 37 11 74554475 74554475 Missense_Mutation SNP C T 3 118 c.2149G>A c.(2149-2151)GAA>AAA p.E717K

Pat_06 Post-Resistance SLCO2B1 11309 37 11 74904599 74904599 Missense_Mutation SNP C T 5 232 c.1412C>T c.(1411-1413)GCG>GTG p.A471V

Pat_06 Post-Resistance MYO7A 4647 37 11 76871252 76871252 Missense_Mutation SNP T G 3 47 c.1124T>G c.(1123-1125)CTC>CGC p.L375R

Pat_06 Post-Resistance AQP11 282679 37 11 77301105 77301105 Nonsense_Mutation SNP C A 5 163 c.68C>A c.(67-69)TCG>TAG p.S23*

Pat_06 Post-Resistance FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 7 185 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_06 Post-Resistance RAB39 54734 37 11 107799505 107799505 Missense_Mutation SNP G A 3 55 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_06 Post-Resistance BCO2 83875 37 11 112046410 112046410 Missense_Mutation SNP C A 6 389 c.86C>A c.(85-87)CCA>CAA p.P29Q

Pat_06 Post-Resistance SIDT2 51092 37 11 117053495 117053495 Missense_Mutation SNP G A 4 136 c.675G>A c.(673-675)ATG>ATA p.M225I

Pat_06 Post-Resistance CBL 867 37 11 119169068 119169068 Missense_Mutation SNP G A 5 308 c.2252G>A c.(2251-2253)GGT>GAT p.G751D

Pat_06 Post-Resistance NFRKB 4798 37 11 129739513 129739513 Missense_Mutation SNP G A 4 261 c.3407C>T c.(3406-3408)GCT>GTT p.A1136V

Pat_06 Post-Resistance ACAD8 27034 37 11 134131232 134131232 Missense_Mutation SNP G A 5 523 c.905G>A c.(904-906)CGG>CAG p.R302Q

Pat_06 Post-Resistance LRTM2 654429 37 12 1943849 1943849 Missense_Mutation SNP G A 6 243 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_06 Post-Resistance DCP1B 196513 37 12 2062260 2062260 Missense_Mutation SNP G C 3 237 c.846C>G c.(844-846)CAC>CAG p.H282Q

Pat_06 Post-Resistance CHD4 1108 37 12 6703741 6703741 Missense_Mutation SNP C T 4 451 c.2197G>A c.(2197-2199)GGC>AGC p.G733S

Pat_06 Post-Resistance PHB2 11331 37 12 7077713 7077713 Missense_Mutation SNP T C 3 180 c.338A>G c.(337-339)AAT>AGT p.N113S

Pat_06 Post-Resistance ACSM4 341392 37 12 7463210 7463210 Missense_Mutation SNP A G 3 157 c.488A>G c.(487-489)AAG>AGG p.K163R

Pat_06 Post-Resistance MANSC1 54682 37 12 12483448 12483448 Missense_Mutation SNP G A 4 342 c.809C>T c.(808-810)CCT>CTT p.P270L

Pat_06 Post-Resistance ABCC9 10060 37 12 21968788 21968788 Missense_Mutation SNP T C 6 759 c.3932A>G c.(3931-3933)GAG>GGG p.E1311G

Pat_06 Post-Resistance DDX23 9416 37 12 49227133 49227133 Missense_Mutation SNP G A 163 485 c.1730C>T c.(1729-1731)CCA>CTA p.P577L

Pat_06 Post-Resistance C12orf44 60673 37 12 52467658 52467658 Missense_Mutation SNP C A 4 416 c.224C>A c.(223-225)GCC>GAC p.A75D

Pat_06 Post-Resistance KRT74 121391 37 12 52964517 52964517 Missense_Mutation SNP C T 5 424 c.944G>A c.(943-945)CGC>CAC p.R315H

Pat_06 Post-Resistance NFE2 4778 37 12 54687147 54687147 Nonsense_Mutation SNP C A 6 378 c.133G>T c.(133-135)GAG>TAG p.E45*

Pat_06 Post-Resistance ITGA7 3679 37 12 56096948 56096948 Missense_Mutation SNP G A 4 198 c.221C>T c.(220-222)GCT>GTT p.A74V

Pat_06 Post-Resistance LRP1 4035 37 12 57579344 57579344 Missense_Mutation SNP G A 4 263 c.6494G>A c.(6493-6495)GGG>GAG p.G2165E

Pat_06 Post-Resistance INHBE 83729 37 12 57850029 57850029 Missense_Mutation SNP C T 6 778 c.451C>T c.(451-453)CGC>TGC p.R151C

Pat_06 Post-Resistance SYT1 6857 37 12 79689885 79689885 Missense_Mutation SNP G A 6 653 c.511G>A c.(511-513)GCC>ACC p.A171T

Pat_06 Post-Resistance C12orf29 91298 37 12 88429460 88429460 Missense_Mutation SNP C G 3 89 c.35C>G c.(34-36)CCG>CGG p.P12R

Pat_06 Post-Resistance CHPT1 56994 37 12 102113926 102113926 Missense_Mutation SNP A G 3 132 c.674A>G c.(673-675)AAG>AGG p.K225R

Pat_06 Post-Resistance FOXN4 121643 37 12 109719400 109719400 Missense_Mutation SNP G C 3 90 c.1106C>G c.(1105-1107)GCA>GGA p.A369G

Pat_06 Post-Resistance UBE3B 89910 37 12 109939300 109939300 Missense_Mutation SNP G A 5 455 c.1243G>A c.(1243-1245)GCA>ACA p.A415T

Pat_06 Post-Resistance C12orf76 400073 37 12 110495075 110495075 Missense_Mutation SNP G C 3 220 c.218C>G c.(217-219)GCT>GGT p.A73G

Pat_06 Post-Resistance IFT81 28981 37 12 110573141 110573141 Missense_Mutation SNP G A 4 302 c.595G>A c.(595-597)GCT>ACT p.A199T

Pat_06 Post-Resistance C12orf51 283450 37 12 112646308 112646308 Missense_Mutation SNP T G 3 191 c.6728A>C c.(6727-6729)GAC>GCC p.D2243A

Pat_06 Post-Resistance C12orf51 283450 37 12 112670855 112670855 Missense_Mutation SNP C T 3 91 c.4684G>A c.(4684-4686)GGC>AGC p.G1562S

Pat_06 Post-Resistance DTX1 1840 37 12 113532899 113532899 Missense_Mutation SNP G A 4 240 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_06 Post-Resistance SIRT4 23409 37 12 120750395 120750395 Missense_Mutation SNP G A 3 81 c.634G>A c.(634-636)GTC>ATC p.V212I

Pat_06 Post-Resistance KDM2B 84678 37 12 121880585 121880585 Missense_Mutation SNP G A 3 63 c.2659C>T c.(2659-2661)CGG>TGG p.R887W

Pat_06 Post-Resistance PITPNM2 57605 37 12 123474421 123474421 Missense_Mutation SNP T G 12 74 c.2644A>C c.(2644-2646)ACC>CCC p.T882P

Pat_06 Post-Resistance MPHOSPH9 10198 37 12 123705991 123705991 Missense_Mutation SNP G A 20 103 c.344C>T c.(343-345)TCT>TTT p.S115F



Pat_06 Post-Resistance SCARB1 949 37 12 125298879 125298879 Missense_Mutation SNP C T 5 404 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_06 Post-Resistance POLE 5426 37 12 133244194 133244194 Missense_Mutation SNP C A 8 835 c.2214G>T c.(2212-2214)AAG>AAT p.K738N

Pat_06 Post-Resistance PXMP2 5827 37 12 133277860 133277860 Missense_Mutation SNP G A 5 466 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_06 Post-Resistance EFHA1 221154 37 13 22070202 22070202 Missense_Mutation SNP G A 4 375 c.1031C>T c.(1030-1032)CCT>CTT p.P344L

Pat_06 Post-Resistance HTR2A 3356 37 13 47470011 47470011 Missense_Mutation SNP A T 5 416 c.31T>A c.(31-33)TTG>ATG p.L11M

Pat_06 Post-Resistance MLNR 2862 37 13 49794771 49794771 Missense_Mutation SNP C G 3 140 c.298C>G c.(298-300)CGC>GGC p.R100G

Pat_06 Post-Resistance SETDB2 83852 37 13 50050973 50050973 Missense_Mutation SNP C A 143 503 c.703C>A c.(703-705)CCA>ACA p.P235T

Pat_06 Post-Resistance UGGT2 55757 37 13 96675903 96675903 Missense_Mutation SNP C T 4 398 c.352G>A c.(352-354)GCT>ACT p.A118T

Pat_06 Post-Resistance FAM155A 728215 37 13 108518718 108518718 Missense_Mutation SNP T C 4 264 c.227A>G c.(226-228)CAG>CGG p.Q76R

Pat_06 Post-Resistance COL4A1 1282 37 13 110823044 110823044 Missense_Mutation SNP C T 4 271 c.3592G>A c.(3592-3594)GGG>AGG p.G1198R

Pat_06 Post-Resistance RAB20 55647 37 13 111213811 111213811 Missense_Mutation SNP G A 4 327 c.56C>T c.(55-57)ACG>ATG p.T19M

Pat_06 Post-Resistance TMCO3 55002 37 13 114203816 114203816 Missense_Mutation SNP G A 4 406 c.1997G>A c.(1996-1998)AGG>AAG p.R666K

Pat_06 Post-Resistance LRRC16B 90668 37 14 24534879 24534879 Missense_Mutation SNP G A 6 597 c.3445G>A c.(3445-3447)GCA>ACA p.A1149T

Pat_06 Post-Resistance C14orf21 161424 37 14 24771294 24771294 Missense_Mutation SNP G A 5 415 c.932G>A c.(931-933)GGT>GAT p.G311D

Pat_06 Post-Resistance FANCM 57697 37 14 45642373 45642373 Missense_Mutation SNP T C 4 647 c.2276T>C c.(2275-2277)ATA>ACA p.I759T

Pat_06 Post-Resistance RPL10L 140801 37 14 47120617 47120617 Missense_Mutation SNP G A 4 472 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_06 Post-Resistance TRIM9 114088 37 14 51467475 51467475 Nonsense_Mutation SNP G A 6 438 c.1390C>T c.(1390-1392)CAG>TAG p.Q464*

Pat_06 Post-Resistance DDHD1 80821 37 14 53540470 53540470 Missense_Mutation SNP G C 11 393 c.1385C>G c.(1384-1386)ACT>AGT p.T462S

Pat_06 Post-Resistance PRKCH 5583 37 14 61789174 61789174 Missense_Mutation SNP G C 3 315 c.355G>C c.(355-357)GAG>CAG p.E119Q

Pat_06 Post-Resistance MPP5 64398 37 14 67745960 67745960 Missense_Mutation SNP T C 3 277 c.73T>C c.(73-75)TCA>CCA p.S25P

Pat_06 Post-Resistance PAPLN 89932 37 14 73731013 73731013 Missense_Mutation SNP G A 6 440 c.2956G>A c.(2956-2958)GAC>AAC p.D986N

Pat_06 Post-Resistance FLVCR2 55640 37 14 76045862 76045862 Missense_Mutation SNP G A 4 371 c.547G>A c.(547-549)GGC>AGC p.G183S

Pat_06 Post-Resistance TGFB3 7043 37 14 76438059 76438059 Nonsense_Mutation SNP C A 4 185 c.355G>T c.(355-357)GAA>TAA p.E119*

Pat_06 Post-Resistance SPTLC2 9517 37 14 78043193 78043193 Missense_Mutation SNP C A 6 802 c.548G>T c.(547-549)CGG>CTG p.R183L

Pat_06 Post-Resistance CCDC88C 440193 37 14 91763725 91763725 Missense_Mutation SNP T C 3 174 c.3890A>G c.(3889-3891)CAG>CGG p.Q1297R

Pat_06 Post-Resistance EVL 51466 37 14 100551122 100551122 Missense_Mutation SNP G A 5 494 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_06 Post-Resistance PPP2R5C 5527 37 14 102349868 102349868 Missense_Mutation SNP A G 5 355 c.598A>G c.(598-600)ATC>GTC p.I200V

Pat_06 Post-Resistance KIF26A 26153 37 14 104641515 104641515 Missense_Mutation SNP G T 6 92 c.2390G>T c.(2389-2391)GGG>GTG p.G797V

Pat_06 Post-Resistance TMEM179 388021 37 14 105070985 105070985 Missense_Mutation SNP C T 3 94 c.94G>A c.(94-96)GGC>AGC p.G32S

Pat_06 Post-Resistance MKRN3 7681 37 15 23811035 23811035 Nonsense_Mutation SNP G T 6 440 c.106G>T c.(106-108)GAG>TAG p.E36*

Pat_06 Post-Resistance SRP14 6727 37 15 40331084 40331084 Missense_Mutation SNP C G 3 173 c.90G>C c.(88-90)TTG>TTC p.L30F

Pat_06 Post-Resistance MGA 23269 37 15 41961367 41961367 Missense_Mutation SNP G A 4 432 c.275G>A c.(274-276)AGC>AAC p.S92N

Pat_06 Post-Resistance MGA 23269 37 15 42035149 42035149 Missense_Mutation SNP C T 4 148 c.4991C>T c.(4990-4992)ACT>ATT p.T1664I

Pat_06 Post-Resistance CDAN1 146059 37 15 43028876 43028876 Missense_Mutation SNP G A 3 74 c.193C>T c.(193-195)CTC>TTC p.L65F

Pat_06 Post-Resistance DUOX2 50506 37 15 45399164 45399164 Missense_Mutation SNP G A 3 43 c.1697C>T c.(1696-1698)GCA>GTA p.A566V

Pat_06 Post-Resistance GATM 2628 37 15 45658258 45658258 Nonsense_Mutation SNP G A 5 566 c.964C>T c.(964-966)CGA>TGA p.R322*

Pat_06 Post-Resistance SLC12A1 6557 37 15 48559860 48559860 Missense_Mutation SNP G A 6 738 c.2257G>A c.(2257-2259)GCA>ACA p.A753T

Pat_06 Post-Resistance ATP8B4 79895 37 15 50223403 50223403 Missense_Mutation SNP T G 6 385 c.1555A>C c.(1555-1557)ACA>CCA p.T519P

Pat_06 Post-Resistance C2CD4B 388125 37 15 62457078 62457078 Missense_Mutation SNP G A 3 48 c.106C>T c.(106-108)CCG>TCG p.P36S

Pat_06 Post-Resistance CCDC33 80125 37 15 74565112 74565112 Missense_Mutation SNP G T 6 194 c.639G>T c.(637-639)AAG>AAT p.K213N

Pat_06 Post-Resistance C15orf39 56905 37 15 75500955 75500955 Missense_Mutation SNP C T 3 49 c.2566C>T c.(2566-2568)CGG>TGG p.R856W

Pat_06 Post-Resistance SH2D7 646892 37 15 78390760 78390760 Missense_Mutation SNP G C 4 387 c.467G>C c.(466-468)CGG>CCG p.R156P

Pat_06 Post-Resistance IDH3A 3419 37 15 78454591 78454591 Missense_Mutation SNP G A 7 709 c.493G>A c.(493-495)GTG>ATG p.V165M

Pat_06 Post-Resistance HOMER2 9455 37 15 83532942 83532942 Missense_Mutation SNP C T 4 269 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_06 Post-Resistance LRRC28 123355 37 15 99892580 99892580 Missense_Mutation SNP G T 6 730 c.599G>T c.(598-600)GGT>GTT p.G200V

Pat_06 Post-Resistance PDIA2 64714 37 16 334792 334792 Missense_Mutation SNP G C 3 68 c.540G>C c.(538-540)CAG>CAC p.Q180H

Pat_06 Post-Resistance RAB11FIP3 9727 37 16 555582 555582 Missense_Mutation SNP A G 3 118 c.1454A>G c.(1453-1455)GAG>GGG p.E485G



Pat_06 Post-Resistance LMF1 64788 37 16 904562 904562 Missense_Mutation SNP G T 3 46 c.1674C>A c.(1672-1674)GAC>GAA p.D558E

Pat_06 Post-Resistance NUBP2 10101 37 16 1838600 1838600 Missense_Mutation SNP G A 3 68 c.701G>A c.(700-702)AGG>AAG p.R234K

Pat_06 Post-Resistance CASKIN1 57524 37 16 2229990 2229990 Missense_Mutation SNP G A 3 60 c.3379C>T c.(3379-3381)CGC>TGC p.R1127C

Pat_06 Post-Resistance DNASE1L2 1775 37 16 2287814 2287814 Missense_Mutation SNP G T 3 81 c.638G>T c.(637-639)CGG>CTG p.R213L

Pat_06 Post-Resistance GLIS2 84662 37 16 4385140 4385140 Missense_Mutation SNP G A 5 453 c.602G>A c.(601-603)GGG>GAG p.G201E

Pat_06 Post-Resistance C16orf72 29035 37 16 9210599 9210599 Missense_Mutation SNP T C 7 560 c.658T>C c.(658-660)TCG>CCG p.S220P

Pat_06 Post-Resistance ABCC6P1 653190 37 16 18586170 18586170 Missense_Mutation SNP G A 3 21 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_06 Post-Resistance GP2 2813 37 16 20334257 20334257 Nonsense_Mutation SNP C A 6 436 c.589G>T c.(589-591)GAG>TAG p.E197*

Pat_06 Post-Resistance DNAH3 55567 37 16 20975620 20975620 Missense_Mutation SNP T C 3 220 c.9586A>G c.(9586-9588)ATC>GTC p.I3196V

Pat_06 Post-Resistance LAT 27040 37 16 28997926 28997926 Missense_Mutation SNP G A 5 270 c.376G>A c.(376-378)GGA>AGA p.G126R

Pat_06 Post-Resistance ZNF764 92595 37 16 30569473 30569473 Missense_Mutation SNP G A 3 80 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_06 Post-Resistance ITGAM 3684 37 16 31289423 31289423 Missense_Mutation SNP G A 3 53 c.1349G>A c.(1348-1350)GGC>GAC p.G450D

Pat_06 Post-Resistance ITGAD 3681 37 16 31408747 31408747 Missense_Mutation SNP G A 3 67 c.205G>A c.(205-207)GCT>ACT p.A69T

Pat_06 Post-Resistance C16orf87 388272 37 16 46843668 46843668 Missense_Mutation SNP T C 3 283 c.193A>G c.(193-195)ACA>GCA p.T65A

Pat_06 Post-Resistance SALL1 6299 37 16 51173912 51173912 Missense_Mutation SNP G A 5 267 c.2221C>T c.(2221-2223)CGG>TGG p.R741W

Pat_06 Post-Resistance SALL1 6299 37 16 51175720 51175720 Missense_Mutation SNP C T 4 137 c.413G>A c.(412-414)GGC>GAC p.G138D

Pat_06 Post-Resistance ZNF319 57567 37 16 58031086 58031086 Missense_Mutation SNP G A 5 297 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_06 Post-Resistance CDH5 1003 37 16 66434682 66434682 Missense_Mutation SNP G A 6 761 c.1600G>A c.(1600-1602)GCC>ACC p.A534T

Pat_06 Post-Resistance CMTM2 146225 37 16 66613713 66613713 Missense_Mutation SNP G A 7 275 c.203G>A c.(202-204)TGT>TAT p.C68Y

Pat_06 Post-Resistance ACD 65057 37 16 67694333 67694333 Missense_Mutation SNP C T 4 113 c.49G>A c.(49-51)GCA>ACA p.A17T

Pat_06 Post-Resistance PLA2G15 23659 37 16 68293315 68293315 Missense_Mutation SNP T C 3 301 c.994T>C c.(994-996)TAT>CAT p.Y332H

Pat_06 Post-Resistance CIRH1A 84916 37 16 69199414 69199414 Missense_Mutation SNP C G 3 215 c.1818C>G c.(1816-1818)ATC>ATG p.I606M

Pat_06 Post-Resistance NFAT5 10725 37 16 69727269 69727269 Missense_Mutation SNP G A 5 705 c.3487G>A c.(3487-3489)GCA>ACA p.A1163T

Pat_06 Post-Resistance RFWD3 55159 37 16 74666547 74666547 Missense_Mutation SNP G A 4 209 c.1451C>T c.(1450-1452)ACT>ATT p.T484I

Pat_06 Post-Resistance MON1B 22879 37 16 77227620 77227620 Missense_Mutation SNP G A 6 497 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_06 Post-Resistance RAP1GAP2 23108 37 17 2921371 2921371 Missense_Mutation SNP G C 3 84 c.1511G>C c.(1510-1512)CGC>CCC p.R504P

Pat_06 Post-Resistance P2RX5 5026 37 17 3582885 3582885 Missense_Mutation SNP T C 3 164 c.1258A>G c.(1258-1260)AGG>GGG p.R420G

Pat_06 Post-Resistance C17orf85 55421 37 17 3716504 3716504 Missense_Mutation SNP C A 4 277 c.1697G>T c.(1696-1698)AGG>ATG p.R566M

Pat_06 Post-Resistance KIAA0753 9851 37 17 6510532 6510532 Missense_Mutation SNP C A 5 607 c.1888G>T c.(1888-1890)GCC>TCC p.A630S

Pat_06 Post-Resistance C17orf74 201243 37 17 7330508 7330508 Missense_Mutation SNP A G 4 323 c.1198A>G c.(1198-1200)ACC>GCC p.T400A

Pat_06 Post-Resistance PER1 5187 37 17 8052785 8052785 Nonsense_Mutation SNP G T 5 232 c.848C>A c.(847-849)TCA>TAA p.S283*

Pat_06 Post-Resistance NTN1 9423 37 17 8926555 8926555 Missense_Mutation SNP G A 3 47 c.865G>A c.(865-867)GGC>AGC p.G289S

Pat_06 Post-Resistance MYH2 4620 37 17 10442604 10442604 Missense_Mutation SNP C T 7 828 c.1334G>A c.(1333-1335)CGC>CAC p.R445H

Pat_06 Post-Resistance DNAH9 1770 37 17 11642312 11642312 Missense_Mutation SNP C T 6 347 c.5930C>T c.(5929-5931)GCT>GTT p.A1977V

Pat_06 Post-Resistance TBC1D26 353149 37 17 15644445 15644445 Missense_Mutation SNP T C 4 351 c.556T>C c.(556-558)TAC>CAC p.Y186H

Pat_06 Post-Resistance ZNF624 57547 37 17 16526963 16526963 Missense_Mutation SNP C G 3 239 c.1237G>C c.(1237-1239)GAG>CAG p.E413Q

Pat_06 Post-Resistance MPRIP 23164 37 17 17062123 17062123 Missense_Mutation SNP G A 5 401 c.1853G>A c.(1852-1854)CGG>CAG p.R618Q

Pat_06 Post-Resistance TRIM16L 147166 37 17 18638618 18638618 Missense_Mutation SNP G C 3 290 c.892G>C c.(892-894)GAT>CAT p.D298H

Pat_06 Post-Resistance RNF112 7732 37 17 19316950 19316950 Missense_Mutation SNP A G 3 217 c.781A>G c.(781-783)AGG>GGG p.R261G

Pat_06 Post-Resistance MYO18A 399687 37 17 27421041 27421041 Missense_Mutation SNP C T 4 191 c.4778G>A c.(4777-4779)CGG>CAG p.R1593Q

Pat_06 Post-Resistance ACACA 31 37 17 35601610 35601610 Missense_Mutation SNP G A 6 565 c.2525C>T c.(2524-2526)ACG>ATG p.T842M

Pat_06 Post-Resistance MED24 9862 37 17 38189634 38189634 Missense_Mutation SNP C T 3 110 c.635G>A c.(634-636)CGG>CAG p.R212Q

Pat_06 Post-Resistance KRTAP1-3 81850 37 17 39190656 39190656 Missense_Mutation SNP C G 4 408 c.418G>C c.(418-420)GAG>CAG p.E140Q

Pat_06 Post-Resistance KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 4 97 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_06 Post-Resistance KRT13 3860 37 17 39661436 39661436 Missense_Mutation SNP G A 8 737 c.367C>T c.(367-369)CGC>TGC p.R123C

Pat_06 Post-Resistance WNK4 65266 37 17 40933231 40933231 Missense_Mutation SNP G A 6 368 c.515G>A c.(514-516)CGA>CAA p.R172Q

Pat_06 Post-Resistance TMEM101 84336 37 17 42090407 42090407 Missense_Mutation SNP C A 4 264 c.435G>T c.(433-435)CAG>CAT p.Q145H



Pat_06 Post-Resistance PLCD3 113026 37 17 43195495 43195495 Missense_Mutation SNP G T 6 273 c.1126C>A c.(1126-1128)CAG>AAG p.Q376K

Pat_06 Post-Resistance CBX1 10951 37 17 46154339 46154339 Missense_Mutation SNP C G 4 461 c.28G>C c.(28-30)GTG>CTG p.V10L

Pat_06 Post-Resistance HOXB1 3211 37 17 46606940 46606940 Missense_Mutation SNP G C 4 308 c.875C>G c.(874-876)CCG>CGG p.P292R

Pat_06 Post-Resistance MSI2 124540 37 17 55729492 55729492 Missense_Mutation SNP G A 7 657 c.760G>A c.(760-762)GCA>ACA p.A254T

Pat_06 Post-Resistance MPO 4353 37 17 56350963 56350963 Missense_Mutation SNP G A 384 476 c.1433C>T c.(1432-1434)ACG>ATG p.T478M

Pat_06 Post-Resistance BCAS3 54828 37 17 59067378 59067378 Missense_Mutation SNP G A 6 684 c.1268G>A c.(1267-1269)AGT>AAT p.S423N

Pat_06 Post-Resistance MRC2 9902 37 17 60757617 60757617 Nonsense_Mutation SNP G A 4 247 c.2385G>A c.(2383-2385)TGG>TGA p.W795*

Pat_06 Post-Resistance TANC2 26115 37 17 61432228 61432228 Missense_Mutation SNP T C 5 816 c.1837T>C c.(1837-1839)TAC>CAC p.Y613H

Pat_06 Post-Resistance TANC2 26115 37 17 61483573 61483573 Missense_Mutation SNP G A 6 765 c.3302G>A c.(3301-3303)CGC>CAC p.R1101H

Pat_06 Post-Resistance TEX2 55852 37 17 62265647 62265647 Missense_Mutation SNP G A 6 614 c.2305C>T c.(2305-2307)CGG>TGG p.R769W

Pat_06 Post-Resistance BPTF 2186 37 17 65822438 65822438 Missense_Mutation SNP T C 3 300 c.598T>C c.(598-600)TAC>CAC p.Y200H

Pat_06 Post-Resistance ARSG 22901 37 17 66339924 66339924 Missense_Mutation SNP G A 31 191 c.398G>A c.(397-399)GGG>GAG p.G133E

Pat_06 Post-Resistance ABCA6 23460 37 17 67119437 67119437 Missense_Mutation SNP G A 4 342 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_06 Post-Resistance TNRC6C 57690 37 17 76047105 76047105 Missense_Mutation SNP C A 4 165 c.1962C>A c.(1960-1962)AAC>AAA p.N654K

Pat_06 Post-Resistance NOTUM 147111 37 17 79913328 79913328 Missense_Mutation SNP G A 4 114 c.1081C>T c.(1081-1083)CGG>TGG p.R361W

Pat_06 Post-Resistance PSMG2 56984 37 18 12706720 12706720 Missense_Mutation SNP G A 4 284 c.229G>A c.(229-231)GTG>ATG p.V77M

Pat_06 Post-Resistance DSC3 1825 37 18 28576918 28576918 Missense_Mutation SNP T C 5 194 c.2332A>G c.(2332-2334)ACC>GCC p.T778A

Pat_06 Post-Resistance ELP2 55250 37 18 33709903 33709903 Missense_Mutation SNP G A 5 436 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_06 Post-Resistance KIAA1632 57724 37 18 43496522 43496522 Missense_Mutation SNP G C 3 189 c.3265C>G c.(3265-3267)CTA>GTA p.L1089V

Pat_06 Post-Resistance POLI 11201 37 18 51804162 51804162 Nonsense_Mutation SNP C T 4 155 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_06 Post-Resistance ZNF236 7776 37 18 74631810 74631810 Missense_Mutation SNP C G 4 455 c.3347C>G c.(3346-3348)ACG>AGG p.T1116R

Pat_06 Post-Resistance MED16 10025 37 19 877161 877161 Nonsense_Mutation SNP G C 3 65 c.1373C>G c.(1372-1374)TCA>TGA p.S458*

Pat_06 Post-Resistance TCF3 6929 37 19 1622318 1622318 Missense_Mutation SNP C T 3 64 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_06 Post-Resistance ATP8B3 148229 37 19 1783118 1783118 Missense_Mutation SNP C T 3 123 c.3812G>A c.(3811-3813)CGG>CAG p.R1271Q

Pat_06 Post-Resistance LINGO3 645191 37 19 2290979 2290979 Missense_Mutation SNP A G 3 87 c.797T>C c.(796-798)CTG>CCG p.L266P

Pat_06 Post-Resistance LMNB2 84823 37 19 2456715 2456715 Missense_Mutation SNP G A 3 74 c.157C>T c.(157-159)CGG>TGG p.R53W

Pat_06 Post-Resistance ZNF57 126295 37 19 2918025 2918025 Missense_Mutation SNP T C 4 277 c.1406T>C c.(1405-1407)ATG>ACG p.M469T

Pat_06 Post-Resistance TLE6 79816 37 19 2987064 2987064 Translation_Start_Site SNP C G 3 184 c.0C>G c.(-2-2)ATCAT>ATGAT

Pat_06 Post-Resistance MPND 84954 37 19 4345742 4345742 Missense_Mutation SNP G C 3 125 c.295G>C c.(295-297)GGG>CGG p.G99R

Pat_06 Post-Resistance KDM4B 23030 37 19 5144155 5144155 Missense_Mutation SNP G A 4 405 c.2728G>A c.(2728-2730)GGT>AGT p.G910S

Pat_06 Post-Resistance SAFB2 9667 37 19 5592789 5592789 Missense_Mutation SNP G A 4 175 c.2317C>T c.(2317-2319)CGG>TGG p.R773W

Pat_06 Post-Resistance FUT3 2525 37 19 5844502 5844502 Missense_Mutation SNP G T 7 595 c.349C>A c.(349-351)CCT>ACT p.P117T

Pat_06 Post-Resistance PNPLA6 10908 37 19 7607465 7607465 Missense_Mutation SNP G A 4 196 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_06 Post-Resistance ZNF560 147741 37 19 9578478 9578478 Missense_Mutation SNP C T 6 553 c.1145G>A c.(1144-1146)GGC>GAC p.G382D

Pat_06 Post-Resistance MRPL4 51073 37 19 10370467 10370467 Missense_Mutation SNP C T 4 260 c.914C>T c.(913-915)GCG>GTG p.A305V

Pat_06 Post-Resistance TYK2 7297 37 19 10476414 10476414 Missense_Mutation SNP C G 3 95 c.790G>C c.(790-792)GAG>CAG p.E264Q

Pat_06 Post-Resistance RTBDN 83546 37 19 12940673 12940673 Missense_Mutation SNP G A 4 238 c.121C>T c.(121-123)CAC>TAC p.H41Y

Pat_06 Post-Resistance PKN1 5585 37 19 14580274 14580274 Missense_Mutation SNP G A 6 735 c.2098G>A c.(2098-2100)GGT>AGT p.G700S

Pat_06 Post-Resistance SIN3B 23309 37 19 16986980 16986980 Missense_Mutation SNP A G 3 166 c.2803A>G c.(2803-2805)AGG>GGG p.R935G

Pat_06 Post-Resistance KIAA1683 80726 37 19 18376614 18376614 Missense_Mutation SNP T C 3 140 c.1736A>G c.(1735-1737)AAG>AGG p.K579R

Pat_06 Post-Resistance ZNF93 81931 37 19 20045200 20045200 Missense_Mutation SNP A C 6 199 c.1436A>C c.(1435-1437)AAA>ACA p.K479T

Pat_06 Post-Resistance ZNF93 81931 37 19 20045284 20045284 Missense_Mutation SNP A C 6 171 c.1520A>C c.(1519-1521)AAA>ACA p.K507T

Pat_06 Post-Resistance ZNF85 7639 37 19 21132642 21132642 Missense_Mutation SNP T G 8 50 c.1322T>G c.(1321-1323)CTT>CGT p.L441R

Pat_06 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 201 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_06 Post-Resistance ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 6 181 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_06 Post-Resistance ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 8 201 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_06 Post-Resistance ZNF681 148213 37 19 23927139 23927139 Missense_Mutation SNP T G 7 135 c.1213A>C c.(1213-1215)AAG>CAG p.K405Q



Pat_06 Post-Resistance TSHZ3 57616 37 19 31768255 31768255 Missense_Mutation SNP G A 4 312 c.2444C>T c.(2443-2445)CCG>CTG p.P815L

Pat_06 Post-Resistance ZNF507 22847 37 19 32847588 32847588 Missense_Mutation SNP A G 3 367 c.2194A>G c.(2194-2196)AAT>GAT p.N732D

Pat_06 Post-Resistance ZNF30 90075 37 19 35434144 35434144 Missense_Mutation SNP G A 6 16 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_06 Post-Resistance FFAR2 2867 37 19 35940879 35940879 Missense_Mutation SNP G C 3 134 c.263G>C c.(262-264)GGC>GCC p.G88A

Pat_06 Post-Resistance RINL 126432 37 19 39360618 39360618 Missense_Mutation SNP T C 3 53 c.965A>G c.(964-966)GAT>GGT p.D322G

Pat_06 Post-Resistance PAF1 54623 37 19 39876648 39876648 Missense_Mutation SNP C G 3 295 c.1579G>C c.(1579-1581)GAT>CAT p.D527H

Pat_06 Post-Resistance PAF1 54623 37 19 39881474 39881474 Missense_Mutation SNP G A 3 53 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_06 Post-Resistance FCGBP 8857 37 19 40420050 40420050 Missense_Mutation SNP C T 78 271 c.2944G>A c.(2944-2946)GAC>AAC p.D982N

Pat_06 Post-Resistance HIPK4 147746 37 19 40886952 40886952 Missense_Mutation SNP C G 3 202 c.946G>C c.(946-948)GAC>CAC p.D316H

Pat_06 Post-Resistance CYP2A6 1548 37 19 41352877 41352877 Missense_Mutation SNP T C 4 367 c.734A>G c.(733-735)GAG>GGG p.E245G

Pat_06 Post-Resistance CYP2F1 1572 37 19 41628800 41628800 Missense_Mutation SNP G A 6 250 c.896G>A c.(895-897)GGC>GAC p.G299D

Pat_06 Post-Resistance CEACAM20 125931 37 19 45026903 45026903 Missense_Mutation SNP C A 3 69 c.511G>T c.(511-513)GTT>TTT p.V171F

Pat_06 Post-Resistance EHD2 30846 37 19 48244171 48244171 Missense_Mutation SNP C T 45 96 c.1114C>T c.(1114-1116)CAC>TAC p.H372Y

Pat_06 Post-Resistance PRRG2 5639 37 19 50086551 50086551 Missense_Mutation SNP G C 3 193 c.75G>C c.(73-75)GAG>GAC p.E25D

Pat_06 Post-Resistance AP2A1 160 37 19 50270424 50270424 Missense_Mutation SNP G A 4 475 c.34G>A c.(34-36)GGG>AGG p.G12R

Pat_06 Post-Resistance MED25 81857 37 19 50339574 50339574 Missense_Mutation SNP T C 3 108 c.2057T>C c.(2056-2058)CTG>CCG p.L686P

Pat_06 Post-Resistance MYH14 79784 37 19 50764812 50764812 Missense_Mutation SNP G T 13 170 c.2382G>T c.(2380-2382)CAG>CAT p.Q794H

Pat_06 Post-Resistance NAPSA 9476 37 19 50865325 50865325 Missense_Mutation SNP G C 3 102 c.250C>G c.(250-252)CTG>GTG p.L84V

Pat_06 Post-Resistance NR1H2 7376 37 19 50882003 50882003 Missense_Mutation SNP G A 5 370 c.700G>A c.(700-702)GCC>ACC p.A234T

Pat_06 Post-Resistance ZNF649 65251 37 19 52394769 52394769 Missense_Mutation SNP A C 4 325 c.620T>G c.(619-621)GTG>GGG p.V207G

Pat_06 Post-Resistance ZNF841 284371 37 19 52568410 52568410 Missense_Mutation SNP T C 3 87 c.2377A>G c.(2377-2379)AAT>GAT p.N793D

Pat_06 Post-Resistance ZNF600 162966 37 19 53269487 53269487 Missense_Mutation SNP G T 7 764 c.1522C>A c.(1522-1524)CGT>AGT p.R508S

Pat_06 Post-Resistance PRPF31 26121 37 19 54625963 54625963 Missense_Mutation SNP G A 6 581 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_06 Post-Resistance ZNF304 57343 37 19 57869118 57869118 Missense_Mutation SNP C A 5 412 c.1881C>A c.(1879-1881)AGC>AGA p.S627R

Pat_06 Post-Resistance CYS1 192668 37 2 10199005 10199005 Missense_Mutation SNP C T 3 66 c.452G>A c.(451-453)AGC>AAC p.S151N

Pat_06 Post-Resistance NTSR2 23620 37 2 11802254 11802254 Missense_Mutation SNP G T 7 816 c.737C>A c.(736-738)CCG>CAG p.P246Q

Pat_06 Post-Resistance MATN3 4148 37 2 20205877 20205877 Missense_Mutation SNP A G 3 294 c.418T>C c.(418-420)TAC>CAC p.Y140H

Pat_06 Post-Resistance CAD 790 37 2 27449125 27449125 Missense_Mutation SNP C A 7 569 c.1969C>A c.(1969-1971)CAG>AAG p.Q657K

Pat_06 Post-Resistance ZNF513 130557 37 2 27601381 27601381 Missense_Mutation SNP G A 6 572 c.752C>T c.(751-753)CCT>CTT p.P251L

Pat_06 Post-Resistance ZNF512 84450 37 2 27823636 27823636 Missense_Mutation SNP G A 4 306 c.536G>A c.(535-537)AGG>AAG p.R179K

Pat_06 Post-Resistance VIT 5212 37 2 36982146 36982146 Missense_Mutation SNP G A 4 434 c.358G>A c.(358-360)GGT>AGT p.G120S

Pat_06 Post-Resistance TMEM178 130733 37 2 39893503 39893503 Missense_Mutation SNP T C 3 68 c.389T>C c.(388-390)CTC>CCC p.L130P

Pat_06 Post-Resistance LRPPRC 10128 37 2 44132881 44132881 Missense_Mutation SNP G A 5 506 c.3314C>T c.(3313-3315)GCT>GTT p.A1105V

Pat_06 Post-Resistance MDH1 4190 37 2 63834072 63834072 Missense_Mutation SNP A C 4 305 c.956A>C c.(955-957)GAA>GCA p.E319A

Pat_06 Post-Resistance ADRA2B 151 37 2 96781851 96781851 Missense_Mutation SNP G C 3 105 c.38C>G c.(37-39)GCG>GGG p.A13G

Pat_06 Post-Resistance KIAA1310 55683 37 2 97270073 97270073 Nonsense_Mutation SNP G C 3 266 c.2063C>G c.(2062-2064)TCA>TGA p.S688*

Pat_06 Post-Resistance SLC9A2 6549 37 2 103321076 103321076 Missense_Mutation SNP G A 5 461 c.1919G>A c.(1918-1920)CGG>CAG p.R640Q

Pat_06 Post-Resistance FBLN7 129804 37 2 112917344 112917344 Missense_Mutation SNP G A 3 46 c.167G>A c.(166-168)CGC>CAC p.R56H

Pat_06 Post-Resistance ZC3H6 376940 37 2 113067600 113067600 Missense_Mutation SNP T C 3 138 c.475T>C c.(475-477)TAC>CAC p.Y159H

Pat_06 Post-Resistance UGGT1 56886 37 2 128900767 128900767 Missense_Mutation SNP G T 5 611 c.1819G>T c.(1819-1821)GGG>TGG p.G607W

Pat_06 Post-Resistance NCKAP5 344148 37 2 133541535 133541535 Missense_Mutation SNP G C 3 142 c.2849C>G c.(2848-2850)GCA>GGA p.A950G

Pat_06 Post-Resistance LCT 3938 37 2 136558358 136558358 Missense_Mutation SNP G A 4 285 c.4685C>T c.(4684-4686)ACT>ATT p.T1562I

Pat_06 Post-Resistance LCT 3938 37 2 136570402 136570402 Missense_Mutation SNP G C 3 233 c.1832C>G c.(1831-1833)CCA>CGA p.P611R

Pat_06 Post-Resistance KYNU 8942 37 2 143712436 143712436 Missense_Mutation SNP T G 3 276 c.431T>G c.(430-432)CTA>CGA p.L144R

Pat_06 Post-Resistance GALNT13 114805 37 2 155115620 155115620 Missense_Mutation SNP G T 10 700 c.944G>T c.(943-945)TGG>TTG p.W315L

Pat_06 Post-Resistance TTC30A 92104 37 2 178482916 178482916 Missense_Mutation SNP C A 6 779 c.514G>T c.(514-516)GCT>TCT p.A172S

Pat_06 Post-Resistance TTN 7273 37 2 179610475 179610475 Missense_Mutation SNP C T 139 497 c.16652G>A c.(16651-16653)GGA>GAA p.G5551E



Pat_06 Post-Resistance STAT1 6772 37 2 191841571 191841571 Missense_Mutation SNP T C 4 447 c.2054A>G c.(2053-2055)AAG>AGG p.K685R

Pat_06 Post-Resistance SDPR 8436 37 2 192711366 192711366 Missense_Mutation SNP C G 3 294 c.286G>C c.(286-288)GAC>CAC p.D96H

Pat_06 Post-Resistance RAPH1 65059 37 2 204305505 204305505 Missense_Mutation SNP G A 4 485 c.2408C>T c.(2407-2409)CCA>CTA p.P803L

Pat_06 Post-Resistance PARD3B 117583 37 2 206037092 206037092 Missense_Mutation SNP A G 3 199 c.1778A>G c.(1777-1779)GAG>GGG p.E593G

Pat_06 Post-Resistance ZDBF2 57683 37 2 207176040 207176040 Missense_Mutation SNP A G 3 36 c.6788A>G c.(6787-6789)AAG>AGG p.K2263R

Pat_06 Post-Resistance TNS1 7145 37 2 218696222 218696222 Missense_Mutation SNP A G 4 207 c.2954T>C c.(2953-2955)CTG>CCG p.L985P

Pat_06 Post-Resistance DOCK10 55619 37 2 225659740 225659740 Missense_Mutation SNP C A 6 748 c.5010G>T c.(5008-5010)CAG>CAT p.Q1670H

Pat_06 Post-Resistance DOCK10 55619 37 2 225710253 225710253 Missense_Mutation SNP T C 3 123 c.2342A>G c.(2341-2343)GAG>GGG p.E781G

Pat_06 Post-Resistance ATG16L1 55054 37 2 234171821 234171821 Missense_Mutation SNP G A 4 301 c.255G>A c.(253-255)ATG>ATA p.M85I

Pat_06 Post-Resistance USP40 55230 37 2 234431912 234431912 Missense_Mutation SNP G A 6 838 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_06 Post-Resistance GBX2 2637 37 2 237076365 237076365 Missense_Mutation SNP G A 3 112 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_06 Post-Resistance IQCA1 79781 37 2 237300984 237300984 Missense_Mutation SNP A G 3 33 c.1220T>C c.(1219-1221)ATG>ACG p.M407T

Pat_06 Post-Resistance PER2 8864 37 2 239171652 239171652 Missense_Mutation SNP G C 3 256 c.1094C>G c.(1093-1095)CCA>CGA p.P365R

Pat_06 Post-Resistance ASB1 51665 37 2 239342236 239342236 Missense_Mutation SNP C G 3 180 c.91C>G c.(91-93)CAT>GAT p.H31D

Pat_06 Post-Resistance GPC1 2817 37 2 241404077 241404077 Missense_Mutation SNP G A 5 241 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_06 Post-Resistance ANO7 50636 37 2 242152003 242152003 Missense_Mutation SNP G A 3 153 c.1852G>A c.(1852-1854)GGC>AGC p.G618S

Pat_06 Post-Resistance C2orf85 285093 37 2 242813889 242813889 Missense_Mutation SNP G A 3 88 c.182G>A c.(181-183)GGG>GAG p.G61E

Pat_06 Post-Resistance ATRN 8455 37 20 3528125 3528125 Nonsense_Mutation SNP C A 4 239 c.932C>A c.(931-933)TCA>TAA p.S311*

Pat_06 Post-Resistance PANK2 80025 37 20 3870051 3870051 Missense_Mutation SNP G A 3 27 c.304G>A c.(304-306)GCG>ACG p.A102T

Pat_06 Post-Resistance NKX2-4 644524 37 20 21377956 21377956 Missense_Mutation SNP T C 3 93 c.82A>G c.(82-84)AGC>GGC p.S28G

Pat_06 Post-Resistance SSTR4 6754 37 20 23016853 23016853 Missense_Mutation SNP G A 5 309 c.733G>A c.(733-735)GCT>ACT p.A245T

Pat_06 Post-Resistance SUN5 140732 37 20 31573702 31573702 Missense_Mutation SNP A G 3 280 c.737T>C c.(736-738)GTG>GCG p.V246A

Pat_06 Post-Resistance PROCR 10544 37 20 33762727 33762727 Missense_Mutation SNP G A 3 38 c.293G>A c.(292-294)CGC>CAC p.R98H

Pat_06 Post-Resistance SCAND1 51282 37 20 34542183 34542183 Missense_Mutation SNP C G 3 209 c.24G>C c.(22-24)TTG>TTC p.L8F

Pat_06 Post-Resistance SAMHD1 25939 37 20 35563541 35563541 Nonsense_Mutation SNP G A 4 418 c.400C>T c.(400-402)CGA>TGA p.R134*

Pat_06 Post-Resistance MYBL2 4605 37 20 42340156 42340156 Missense_Mutation SNP T C 3 139 c.1634T>C c.(1633-1635)TTG>TCG p.L545S

Pat_06 Post-Resistance ADA 100 37 20 43254215 43254215 Missense_Mutation SNP T C 3 69 c.473A>G c.(472-474)CAG>CGG p.Q158R

Pat_06 Post-Resistance TP53TG5 27296 37 20 44004010 44004010 Missense_Mutation SNP G A 6 732 c.437C>T c.(436-438)GCG>GTG p.A146V

Pat_06 Post-Resistance NEURL2 140825 37 20 44518913 44518913 Missense_Mutation SNP G A 5 290 c.718C>T c.(718-720)CGC>TGC p.R240C

Pat_06 Post-Resistance DDX27 55661 37 20 47853049 47853049 Splice_Site SNP T C 3 173 c.1780_splice c.e14+2 p.D594_splice

Pat_06 Post-Resistance B4GALT5 9334 37 20 48256244 48256244 Nonsense_Mutation SNP C T 6 711 c.888G>A c.(886-888)TGG>TGA p.W296*

Pat_06 Post-Resistance SLC9A8 23315 37 20 48431630 48431630 Missense_Mutation SNP C A 7 471 c.112C>A c.(112-114)CCT>ACT p.P38T

Pat_06 Post-Resistance SPATA2 9825 37 20 48522326 48522326 Missense_Mutation SNP G A 5 475 c.1393C>T c.(1393-1395)CGC>TGC p.R465C

Pat_06 Post-ResistanceTMEM189-UBE2V1 387522 37 20 48746152 48746152 Missense_Mutation SNP C T 4 465 c.409G>A c.(409-411)GGG>AGG p.G137R

Pat_06 Post-Resistance CASS4 57091 37 20 55033771 55033771 Missense_Mutation SNP C G 3 99 c.2329C>G c.(2329-2331)CAC>GAC p.H777D

Pat_06 Post-Resistance ZBP1 81030 37 20 56191510 56191510 Missense_Mutation SNP T C 4 441 c.49A>G c.(49-51)AGA>GGA p.R17G

Pat_06 Post-Resistance SS18L1 26039 37 20 60747785 60747785 Missense_Mutation SNP G A 5 472 c.964G>A c.(964-966)GCG>ACG p.A322T

Pat_06 Post-Resistance COL20A1 57642 37 20 61929285 61929285 Missense_Mutation SNP G A 5 383 c.106G>A c.(106-108)GTG>ATG p.V36M

Pat_06 Post-Resistance NRIP1 8204 37 21 16339298 16339298 Missense_Mutation SNP C G 6 808 c.1216G>C c.(1216-1218)GAG>CAG p.E406Q

Pat_06 Post-Resistance SYNJ1 8867 37 21 34067386 34067386 Missense_Mutation SNP T C 12 800 c.803A>G c.(802-804)AAT>AGT p.N268S

Pat_06 Post-Resistance MX2 4600 37 21 42754364 42754364 Missense_Mutation SNP G A 4 229 c.605G>A c.(604-606)CGG>CAG p.R202Q

Pat_06 Post-Resistance ICOSLG 23308 37 21 45655431 45655431 Missense_Mutation SNP G A 6 693 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_06 Post-Resistance COL6A2 1292 37 21 47542067 47542067 Missense_Mutation SNP G A 4 260 c.1567G>A c.(1567-1569)GCA>ACA p.A523T

Pat_06 Post-Resistance GAB4 128954 37 22 17489052 17489052 Translation_Start_Site SNP G A 3 42 c.-47C>T c.(-49--45)AACGC>AATGC

Pat_06 Post-Resistance MICAL3 57553 37 22 18300139 18300139 Missense_Mutation SNP G A 4 68 c.5288C>T c.(5287-5289)ACC>ATC p.T1763I

Pat_06 Post-Resistance MICAL3 57553 37 22 18300679 18300679 Missense_Mutation SNP G C 4 244 c.4748C>G c.(4747-4749)CCC>CGC p.P1583R

Pat_06 Post-Resistance ZDHHC8 29801 37 22 20127660 20127660 Missense_Mutation SNP G A 7 693 c.580G>A c.(580-582)GGC>AGC p.G194S



Pat_06 Post-Resistance KLHL22 84861 37 22 20800753 20800753 Missense_Mutation SNP C T 5 253 c.1516G>A c.(1516-1518)GGA>AGA p.G506R

Pat_06 Post-Resistance LOC391322 391322 37 22 24373625 24373625 Missense_Mutation SNP G A 3 71 c.124G>A c.(124-126)GTA>ATA p.V42I

Pat_06 Post-Resistance CABIN1 23523 37 22 24560506 24560506 Missense_Mutation SNP C A 5 301 c.4885C>A c.(4885-4887)CTT>ATT p.L1629I

Pat_06 Post-Resistance GGT5 2687 37 22 24628048 24628048 Missense_Mutation SNP T C 3 189 c.725A>G c.(724-726)CAG>CGG p.Q242R

Pat_06 Post-Resistance EWSR1 2130 37 22 29678453 29678453 Missense_Mutation SNP T C 3 268 c.488T>C c.(487-489)CTA>CCA p.L163P

Pat_06 Post-Resistance GAS2L1 10634 37 22 29704568 29704568 Missense_Mutation SNP T C 3 70 c.473T>C c.(472-474)GTG>GCG p.V158A

Pat_06 Post-Resistance CABP7 164633 37 22 30125524 30125524 Missense_Mutation SNP C T 6 443 c.614C>T c.(613-615)GCG>GTG p.A205V

Pat_06 Post-Resistance TOM1 10043 37 22 35730374 35730374 Missense_Mutation SNP C G 3 243 c.1081C>G c.(1081-1083)CGA>GGA p.R361G

Pat_06 Post-Resistance LGALS1 3956 37 22 38074611 38074611 Missense_Mutation SNP A G 3 107 c.211A>G c.(211-213)ACC>GCC p.T71A

Pat_06 Post-Resistance NFAM1 150372 37 22 42807425 42807425 Missense_Mutation SNP T C 3 80 c.439A>G c.(439-441)ATC>GTC p.I147V

Pat_06 Post-Resistance PANX2 56666 37 22 50609350 50609350 Missense_Mutation SNP T C 3 84 c.191T>C c.(190-192)CTG>CCG p.L64P

Pat_06 Post-Resistance CPT1B 1375 37 22 51012066 51012066 Missense_Mutation SNP T C 3 152 c.1049A>G c.(1048-1050)GAG>GGG p.E350G

Pat_06 Post-Resistance SETMAR 6419 37 3 4354858 4354858 Missense_Mutation SNP A G 4 240 c.433A>G c.(433-435)AAG>GAG p.K145E

Pat_06 Post-Resistance RAF1 5894 37 3 12626736 12626736 Missense_Mutation SNP C G 3 264 c.1553G>C c.(1552-1554)CGA>CCA p.R518P

Pat_06 Post-Resistance GPD1L 23171 37 3 32200561 32200561 Missense_Mutation SNP G A 4 468 c.812G>A c.(811-813)CGG>CAG p.R271Q

Pat_06 Post-Resistance DCLK3 85443 37 3 36763141 36763141 Missense_Mutation SNP T G 6 421 c.1462A>C c.(1462-1464)AAT>CAT p.N488H

Pat_06 Post-Resistance SETD2 29072 37 3 47162297 47162297 Missense_Mutation SNP T C 3 285 c.3829A>G c.(3829-3831)AGC>GGC p.S1277G

Pat_06 Post-Resistance TREX1 11277 37 3 48506398 48506398 Translation_Start_Site SNP G A 6 391 c.-1088G>Ac.(-1090--1086)GCGTG>GCATG

Pat_06 Post-Resistance BSN 8927 37 3 49690213 49690213 Missense_Mutation SNP G A 3 115 c.3224G>A c.(3223-3225)CGG>CAG p.R1075Q

Pat_06 Post-Resistance DOCK3 1795 37 3 51376408 51376408 Missense_Mutation SNP C T 3 102 c.3715C>T c.(3715-3717)CGC>TGC p.R1239C

Pat_06 Post-Resistance ATXN7 6314 37 3 63981284 63981284 Missense_Mutation SNP G A 5 852 c.1786G>A c.(1786-1788)GCA>ACA p.A596T

Pat_06 Post-Resistance ADAMTS9 56999 37 3 64673345 64673345 Translation_Start_Site SNP C T 3 55 c.-11G>A c.(-13--9)GGGTG>GGATG

Pat_06 Post-Resistance IMPG2 50939 37 3 101023117 101023117 Missense_Mutation SNP C A 4 325 c.374G>T c.(373-375)TGG>TTG p.W125L

Pat_06 Post-Resistance ADPRH 141 37 3 119306540 119306540 Missense_Mutation SNP T C 4 338 c.889T>C c.(889-891)TTT>CTT p.F297L

Pat_06 Post-Resistance CASR 846 37 3 121981026 121981026 Missense_Mutation SNP G A 92 275 c.1144G>A c.(1144-1146)GAC>AAC p.D382N

Pat_06 Post-Resistance CCDC14 64770 37 3 123633735 123633735 Nonsense_Mutation SNP G C 3 207 c.2753C>G c.(2752-2754)TCA>TGA p.S918*

Pat_06 Post-Resistance PLXNA1 5361 37 3 126708286 126708286 Missense_Mutation SNP C T 7 851 c.781C>T c.(781-783)CGG>TGG p.R261W

Pat_06 Post-Resistance MCM2 4171 37 3 127335840 127335840 Missense_Mutation SNP C T 6 688 c.1652C>T c.(1651-1653)GCG>GTG p.A551V

Pat_06 Post-Resistance KY 339855 37 3 134323197 134323197 Missense_Mutation SNP C T 4 465 c.1210G>A c.(1210-1212)GTG>ATG p.V404M

Pat_06 Post-Resistance DZIP1L 199221 37 3 137822486 137822486 Nonsense_Mutation SNP G A 3 89 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_06 Post-Resistance CLSTN2 64084 37 3 140178544 140178544 Missense_Mutation SNP G A 5 452 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_06 Post-Resistance GMPS 8833 37 3 155654264 155654264 Missense_Mutation SNP A G 8 619 c.1945A>G c.(1945-1947)ATA>GTA p.I649V

Pat_06 Post-Resistance SLC7A14 57709 37 3 170218966 170218966 Missense_Mutation SNP A C 72 267 c.473T>G c.(472-474)TTT>TGT p.F158C

Pat_06 Post-Resistance EIF4A2 1974 37 3 186501404 186501404 Missense_Mutation SNP C G 176 491 c.5C>G c.(4-6)TCT>TGT p.S2C

Pat_06 Post-Resistance ZNF732 654254 37 4 265139 265139 Missense_Mutation SNP C T 4 52 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_06 Post-Resistance TBC1D14 57533 37 4 7016285 7016285 Splice_Site SNP G A 4 166 c.1757_splice c.e12+1 p.W586_splice

Pat_06 Post-Resistance SH3TC1 54436 37 4 8230002 8230002 Nonsense_Mutation SNP C T 4 311 c.2581C>T c.(2581-2583)CAG>TAG p.Q861*

Pat_06 Post-Resistance BOD1L 259282 37 4 13601655 13601655 Missense_Mutation SNP G A 3 79 c.6869C>T c.(6868-6870)ACC>ATC p.T2290I

Pat_06 Post-Resistance PCDH7 5099 37 4 30724350 30724350 Missense_Mutation SNP G A 4 231 c.1306G>A c.(1306-1308)GTT>ATT p.V436I

Pat_06 Post-Resistance LRRC66 339977 37 4 52860732 52860732 Missense_Mutation SNP G A 4 285 c.2456C>T c.(2455-2457)CCG>CTG p.P819L

Pat_06 Post-Resistance PPBP 5473 37 4 74853048 74853048 Missense_Mutation SNP C A 5 648 c.328G>T c.(328-330)GCT>TCT p.A110S

Pat_06 Post-Resistance FRAS1 80144 37 4 79238664 79238664 Splice_Site SNP T C 3 132 c.1960_splice c.e17+2 p.A654_splice

Pat_06 Post-Resistance FRAS1 80144 37 4 79295316 79295316 Missense_Mutation SNP G A 6 679 c.3062G>A c.(3061-3063)TGC>TAC p.C1021Y

Pat_06 Post-Resistance BBS12 166379 37 4 123664066 123664066 Missense_Mutation SNP T C 3 265 c.1019T>C c.(1018-1020)GTA>GCA p.V340A

Pat_06 Post-Resistance MAML3 55534 37 4 140811349 140811349 Missense_Mutation SNP G A 5 649 c.1241C>T c.(1240-1242)GCT>GTT p.A414V

Pat_06 Post-Resistance CMYA5 202333 37 5 79031109 79031109 Missense_Mutation SNP G A 21 150 c.6521G>A c.(6520-6522)GGA>GAA p.G2174E

Pat_06 Post-Resistance FAM170A 340069 37 5 118969733 118969733 Missense_Mutation SNP C A 6 417 c.290C>A c.(289-291)CCC>CAC p.P97H



Pat_06 Post-Resistance ISOC1 51015 37 5 128430619 128430619 Missense_Mutation SNP T G 4 235 c.160T>G c.(160-162)TTC>GTC p.F54V

Pat_06 Post-Resistance PSD2 84249 37 5 139193889 139193889 Missense_Mutation SNP G T 6 258 c.956G>T c.(955-957)CGC>CTC p.R319L

Pat_06 Post-Resistance SLC4A9 83697 37 5 139747047 139747047 Missense_Mutation SNP G C 3 141 c.2128G>C c.(2128-2130)GCC>CCC p.A710P

Pat_06 Post-Resistance SLC35A4 113829 37 5 139947539 139947539 Missense_Mutation SNP T C 3 306 c.785T>C c.(784-786)CTA>CCA p.L262P

Pat_06 Post-Resistance PCDHA2 56146 37 5 140175828 140175828 Missense_Mutation SNP G A 6 739 c.1279G>A c.(1279-1281)GCA>ACA p.A427T

Pat_06 Post-Resistance PCDHA13 56136 37 5 140263132 140263132 Missense_Mutation SNP G A 6 858 c.1279G>A c.(1279-1281)GCG>ACG p.A427T

Pat_06 Post-Resistance PCDHGC4 56098 37 5 140864841 140864841 Missense_Mutation SNP C T 5 433 c.101C>T c.(100-102)CCG>CTG p.P34L

Pat_06 Post-Resistance DIAPH1 1729 37 5 140953306 140953306 Missense_Mutation SNP G A 3 89 c.2111C>T c.(2110-2112)CCT>CTT p.P704L

Pat_06 Post-Resistance CSNK1A1 1452 37 5 148886617 148886617 Missense_Mutation SNP A G 3 187 c.830T>C c.(829-831)CTG>CCG p.L277P

Pat_06 Post-Resistance GALNT10 55568 37 5 153792462 153792462 Missense_Mutation SNP G A 5 574 c.1400G>A c.(1399-1401)GGC>GAC p.G467D

Pat_06 Post-Resistance SAP30L 79685 37 5 153830726 153830726 Missense_Mutation SNP A G 3 233 c.277A>G c.(277-279)AGT>GGT p.S93G

Pat_06 Post-Resistance KCNMB1 3779 37 5 169805934 169805934 Missense_Mutation SNP C T 4 382 c.350G>A c.(349-351)CGG>CAG p.R117Q

Pat_06 Post-Resistance GFPT2 9945 37 5 179740862 179740862 Missense_Mutation SNP G A 4 94 c.1376C>T c.(1375-1377)ACC>ATC p.T459I

Pat_06 Post-Resistance SLC22A23 63027 37 6 3273527 3273527 Missense_Mutation SNP G A 6 757 c.1823C>T c.(1822-1824)ACG>ATG p.T608M

Pat_06 Post-Resistance PRL 5617 37 6 22294729 22294729 Missense_Mutation SNP C T 69 330 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_06 Post-Resistance ZSCAN23 222696 37 6 28403718 28403718 Missense_Mutation SNP C A 5 385 c.326G>T c.(325-327)AGA>ATA p.R109I

Pat_06 Post-Resistance CFB 629 37 6 31914934 31914934 Missense_Mutation SNP G A 5 596 c.449G>A c.(448-450)CGA>CAA p.R150Q

Pat_06 Post-Resistance SLC39A7 7922 37 6 33171342 33171342 Missense_Mutation SNP G A 4 371 c.1162G>A c.(1162-1164)GCA>ACA p.A388T

Pat_06 Post-Resistance ITPR3 3710 37 6 33635663 33635663 Missense_Mutation SNP G A 6 527 c.1808G>A c.(1807-1809)CGC>CAC p.R603H

Pat_06 Post-Resistance LEMD2 221496 37 6 33756788 33756788 Missense_Mutation SNP G A 4 233 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_06 Post-Resistance FGD2 221472 37 6 36995854 36995854 Missense_Mutation SNP T C 3 175 c.1883T>C c.(1882-1884)CTG>CCG p.L628P

Pat_06 Post-Resistance DAAM2 23500 37 6 39859198 39859198 Missense_Mutation SNP G C 3 104 c.2227G>C c.(2227-2229)GAC>CAC p.D743H

Pat_06 Post-Resistance ZNF318 24149 37 6 43322656 43322656 Missense_Mutation SNP G A 4 263 c.2416C>T c.(2416-2418)CCC>TCC p.P806S

Pat_06 Post-Resistance C6orf154 221424 37 6 43475355 43475355 Missense_Mutation SNP T C 3 255 c.719A>G c.(718-720)AAC>AGC p.N240S

Pat_06 Post-Resistance XPO5 57510 37 6 43523648 43523648 Missense_Mutation SNP T G 3 292 c.1366A>C c.(1366-1368)AAA>CAA p.K456Q

Pat_06 Post-Resistance SPATS1 221409 37 6 44320517 44320517 Missense_Mutation SNP C G 3 205 c.194C>G c.(193-195)CCC>CGC p.P65R

Pat_06 Post-Resistance TDRD6 221400 37 6 46657207 46657207 Missense_Mutation SNP C G 3 255 c.1342C>G c.(1342-1344)CAG>GAG p.Q448E

Pat_06 Post-Resistance PKHD1 5314 37 6 51875171 51875171 Missense_Mutation SNP G A 6 480 c.5687C>T c.(5686-5688)ACG>ATG p.T1896M

Pat_06 Post-Resistance COL9A1 1297 37 6 70993524 70993524 Splice_Site SNP C G 24 34 c.697_splice c.e6-1 p.F233_splice

Pat_06 Post-Resistance PHIP 55023 37 6 79695070 79695070 Missense_Mutation SNP T C 5 792 c.2536A>G c.(2536-2538)AGT>GGT p.S846G

Pat_06 Post-Resistance ME1 4199 37 6 84025099 84025099 Missense_Mutation SNP G A 5 364 c.634C>T c.(634-636)CGG>TGG p.R212W

Pat_06 Post-Resistance ANKRD6 22881 37 6 90322066 90322066 Missense_Mutation SNP T C 3 56 c.493T>C c.(493-495)TCC>CCC p.S165P

Pat_06 Post-Resistance USP45 85015 37 6 99887732 99887732 Splice_Site SNP C A 5 200 c.2074_splice c.e16-1 p.A692_splice

Pat_06 Post-Resistance LAMA4 3910 37 6 112512904 112512904 Missense_Mutation SNP C T 4 280 c.652G>A c.(652-654)GGA>AGA p.G218R

Pat_06 Post-Resistance LAMA2 3908 37 6 129775409 129775409 Missense_Mutation SNP A G 3 199 c.6683A>G c.(6682-6684)TAT>TGT p.Y2228C

Pat_06 Post-Resistance TMEM200A 114801 37 6 130762856 130762856 Missense_Mutation SNP A G 3 274 c.1289A>G c.(1288-1290)TAT>TGT p.Y430C

Pat_06 Post-Resistance HECA 51696 37 6 139495612 139495612 Missense_Mutation SNP G A 6 799 c.1403G>A c.(1402-1404)GGC>GAC p.G468D

Pat_06 Post-Resistance TXLNB 167838 37 6 139564000 139564000 Missense_Mutation SNP G A 4 302 c.1718C>T c.(1717-1719)CCT>CTT p.P573L

Pat_06 Post-Resistance GPR126 57211 37 6 142688774 142688774 Missense_Mutation SNP C A 4 191 c.172C>A c.(172-174)CCT>ACT p.P58T

Pat_06 Post-Resistance C6orf72 116254 37 6 149893643 149893643 Missense_Mutation SNP G C 3 210 c.181G>C c.(181-183)GTT>CTT p.V61L

Pat_06 Post-Resistance KATNA1 11104 37 6 149924440 149924440 Missense_Mutation SNP C G 48 100 c.693G>C c.(691-693)ATG>ATC p.M231I

Pat_06 Post-Resistance RSPH3 83861 37 6 159420638 159420638 Missense_Mutation SNP G A 5 428 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_06 Post-Resistance SLC22A2 6582 37 6 160645834 160645834 Missense_Mutation SNP C T 4 245 c.1504G>A c.(1504-1506)GTG>ATG p.V502M

Pat_06 Post-Resistance SFT2D1 113402 37 6 166755912 166755912 Missense_Mutation SNP C T 3 30 c.58G>A c.(58-60)GCG>ACG p.A20T

Pat_06 Post-Resistance INTS1 26173 37 7 1515926 1515926 Missense_Mutation SNP C A 3 79 c.5317G>T c.(5317-5319)GAT>TAT p.D1773Y

Pat_06 Post-Resistance SDK1 221935 37 7 4153892 4153892 Missense_Mutation SNP G A 3 54 c.3809G>A c.(3808-3810)CGG>CAG p.R1270Q

Pat_06 Post-Resistance FOXK1 221937 37 7 4794193 4794193 Missense_Mutation SNP G A 5 318 c.850G>A c.(850-852)GCA>ACA p.A284T



Pat_06 Post-Resistance DAGLB 221955 37 7 6464417 6464417 Missense_Mutation SNP A G 5 451 c.1106T>C c.(1105-1107)GTT>GCT p.V369A

Pat_06 Post-Resistance MIOS 54468 37 7 7612113 7612113 Missense_Mutation SNP G A 4 349 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_06 Post-Resistance SPDYE1 285955 37 7 44047000 44047000 Missense_Mutation SNP C T 7 828 c.766C>T c.(766-768)CCG>TCG p.P256S

Pat_06 Post-Resistance MYO1G 64005 37 7 45004684 45004684 Missense_Mutation SNP G A 6 635 c.2386C>T c.(2386-2388)CGG>TGG p.R796W

Pat_06 Post-Resistance IKZF1 10320 37 7 50468123 50468123 Missense_Mutation SNP G A 4 245 c.1358G>A c.(1357-1359)AGC>AAC p.S453N

Pat_06 Post-Resistance GRB10 2887 37 7 50672987 50672987 Missense_Mutation SNP C A 5 312 c.1389G>T c.(1387-1389)AGG>AGT p.R463S

Pat_06 Post-Resistance TYW1B 441250 37 7 72209564 72209564 Missense_Mutation SNP C T 5 386 c.979G>A c.(979-981)GAG>AAG p.E327K

Pat_06 Post-Resistance POM121C 100101267 37 7 75070845 75070845 Missense_Mutation SNP G A 41 59 c.656C>T c.(655-657)CCG>CTG p.P219L

Pat_06 Post-Resistance TMEM120A 83862 37 7 75617790 75617790 Missense_Mutation SNP G A 6 786 c.422C>T c.(421-423)ACC>ATC p.T141I

Pat_06 Post-Resistance CDK14 5218 37 7 90233532 90233532 Missense_Mutation SNP C A 3 55 c.92C>A c.(91-93)GCT>GAT p.A31D

Pat_06 Post-Resistance PEG10 23089 37 7 94293611 94293611 Missense_Mutation SNP G C 3 156 c.971G>C c.(970-972)CGC>CCC p.R324P

Pat_06 Post-Resistance AZGP1 563 37 7 99565784 99565784 Missense_Mutation SNP G A 4 395 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_06 Post-Resistance C7orf51 222950 37 7 100084595 100084595 Missense_Mutation SNP T C 3 98 c.220T>C c.(220-222)TGC>CGC p.C74R

Pat_06 Post-Resistance FBXO24 26261 37 7 100197706 100197706 Missense_Mutation SNP T C 3 129 c.1259T>C c.(1258-1260)CTG>CCG p.L420P

Pat_06 Post-Resistance GIGYF1 64599 37 7 100279543 100279543 Missense_Mutation SNP T C 3 219 c.2999A>G c.(2998-3000)GAG>GGG p.E1000G

Pat_06 Post-Resistance MUC17 140453 37 7 100683150 100683150 Missense_Mutation SNP A T 171 732 c.8453A>T c.(8452-8454)AAC>ATC p.N2818I

Pat_06 Post-Resistance VGF 7425 37 7 100807448 100807448 Missense_Mutation SNP G A 3 80 c.677C>T c.(676-678)CCG>CTG p.P226L

Pat_06 Post-Resistance C7orf52 375607 37 7 100815850 100815850 Missense_Mutation SNP G A 3 47 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_06 Post-Resistance PLOD3 8985 37 7 100855148 100855148 Missense_Mutation SNP C G 3 118 c.1211G>C c.(1210-1212)CGT>CCT p.R404P

Pat_06 Post-Resistance MYL10 93408 37 7 101267540 101267540 Missense_Mutation SNP G A 4 241 c.83C>T c.(82-84)CCG>CTG p.P28L

Pat_06 Post-Resistance DPY19L2P2 349152 37 7 102825947 102825947 Missense_Mutation SNP A G 6 609 c.1048T>C c.(1048-1050)TGT>CGT p.C350R

Pat_06 Post-Resistance COG5 10466 37 7 107204271 107204271 Missense_Mutation SNP G C 3 405 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_06 Post-Resistance CFTR 1080 37 7 117232572 117232572 Missense_Mutation SNP A G 3 243 c.2351A>G c.(2350-2352)CAC>CGC p.H784R

Pat_06 Post-Resistance GRM8 2918 37 7 126746570 126746570 Missense_Mutation SNP G A 5 452 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_06 Post-Resistance AKR1B1 231 37 7 134136435 134136435 Missense_Mutation SNP G A 6 530 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_06 Post-Resistance HIPK2 28996 37 7 139257680 139257680 Missense_Mutation SNP T G 3 177 c.3590A>C c.(3589-3591)TAC>TCC p.Y1197S

Pat_06 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 210 324 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_06 Post-Resistance EZH2 2146 37 7 148511118 148511118 Missense_Mutation SNP G A 8 796 c.1769C>T c.(1768-1770)GCC>GTC p.A590V

Pat_06 Post-Resistance SSPO 23145 37 7 149489010 149489010 Missense_Mutation SNP G A 4 220 c.5351G>A c.(5350-5352)CGC>CAC p.R1784H

Pat_06 Post-Resistance MCPH1 79648 37 8 6296572 6296572 Missense_Mutation SNP A G 3 123 c.535A>G c.(535-537)AGA>GGA p.R179G

Pat_06 Post-Resistance USP17L2 377630 37 8 11994912 11994912 Missense_Mutation SNP C T 6 370 c.1358G>A c.(1357-1359)AGA>AAA p.R453K

Pat_06 Post-Resistance SLC39A14 23516 37 8 22273697 22273697 Missense_Mutation SNP G A 6 353 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_06 Post-Resistance PTK2B 2185 37 8 27308269 27308269 Missense_Mutation SNP G C 3 250 c.2344G>C c.(2344-2346)GAG>CAG p.E782Q

Pat_06 Post-Resistance SCARA3 51435 37 8 27516933 27516933 Missense_Mutation SNP C T 3 66 c.1246C>T c.(1246-1248)CGC>TGC p.R416C

Pat_06 Post-Resistance RNF5P1 286140 37 8 38458594 38458594 Missense_Mutation SNP C T 5 337 c.125G>A c.(124-126)TGT>TAT p.C42Y

Pat_06 Post-Resistance FAM110B 90362 37 8 59059268 59059268 Missense_Mutation SNP C G 4 60 c.479C>G c.(478-480)GCG>GGG p.A160G

Pat_06 Post-Resistance ZFHX4 79776 37 8 77616835 77616835 Missense_Mutation SNP C G 3 241 c.512C>G c.(511-513)GCA>GGA p.A171G

Pat_06 Post-Resistance VPS13B 157680 37 8 100821631 100821631 Missense_Mutation SNP G A 5 355 c.8045G>A c.(8044-8046)GGC>GAC p.G2682D

Pat_06 Post-Resistance VPS13B 157680 37 8 100874058 100874058 Missense_Mutation SNP G A 3 69 c.11174G>A c.(11173-11175)CGG>CAG p.R3725Q

Pat_06 Post-Resistance PKHD1L1 93035 37 8 110504128 110504128 Nonsense_Mutation SNP C T 3 120 c.10141C>T c.(10141-10143)CGA>TGA p.R3381*

Pat_06 Post-Resistance DSCC1 79075 37 8 120867980 120867980 Missense_Mutation SNP G A 4 56 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_06 Post-Resistance COL14A1 7373 37 8 121292236 121292236 Missense_Mutation SNP A G 4 360 c.3544A>G c.(3544-3546)AGT>GGT p.S1182G

Pat_06 Post-Resistance ZHX2 22882 37 8 123965964 123965964 Nonsense_Mutation SNP C A 5 425 c.2214C>A c.(2212-2214)TGC>TGA p.C738*

Pat_06 Post-Resistance NDRG1 10397 37 8 134276788 134276788 Splice_Site SNP A G 4 455 c.205_splice c.e4+1 p.H69_splice

Pat_06 Post-Resistance DENND3 22898 37 8 142185524 142185524 Missense_Mutation SNP G T 7 374 c.2261G>T c.(2260-2262)GGC>GTC p.G754V

Pat_06 Post-Resistance GPR20 2843 37 8 142367263 142367263 Missense_Mutation SNP A G 3 62 c.761T>C c.(760-762)TTC>TCC p.F254S

Pat_06 Post-Resistance BAI1 575 37 8 143607961 143607961 Missense_Mutation SNP C T 4 226 c.3371C>T c.(3370-3372)ACG>ATG p.T1124M



Pat_06 Post-Resistance ZNF16 7564 37 8 146157752 146157752 Missense_Mutation SNP T C 63 199 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_06 Post-Resistance TYRP1 7306 37 9 12707996 12707996 Splice_Site SNP G C 3 91 c.1262_splice c.e7-1 p.D421_splice

Pat_06 Post-Resistance KLHL9 55958 37 9 21334255 21334255 Missense_Mutation SNP G A 4 288 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_06 Post-Resistance FBXO10 26267 37 9 37537229 37537229 Missense_Mutation SNP G A 4 156 c.1297C>T c.(1297-1299)CGC>TGC p.R433C

Pat_06 Post-Resistance TRPM3 80036 37 9 73233830 73233830 Missense_Mutation SNP C T 5 445 c.2275G>A c.(2275-2277)GAC>AAC p.D759N

Pat_06 Post-Resistance ZNF169 169841 37 9 97063314 97063314 Missense_Mutation SNP G T 5 302 c.1474G>T c.(1474-1476)GGG>TGG p.G492W

Pat_06 Post-Resistance ZNF462 58499 37 9 109691319 109691319 Missense_Mutation SNP G A 6 459 c.5126G>A c.(5125-5127)CGC>CAC p.R1709H

Pat_06 Post-Resistance KIAA0368 23392 37 9 114131392 114131392 Missense_Mutation SNP T C 3 180 c.5570A>G c.(5569-5571)AAG>AGG p.K1857R

Pat_06 Post-Resistance AKNA 80709 37 9 117099578 117099578 Missense_Mutation SNP G A 5 401 c.4076C>T c.(4075-4077)GCG>GTG p.A1359V

Pat_06 Post-Resistance FBXW2 26190 37 9 123550186 123550186 Missense_Mutation SNP C A 130 439 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_06 Post-Resistance ST6GALNAC4 27090 37 9 130676967 130676967 Missense_Mutation SNP A G 3 247 c.166T>C c.(166-168)TTC>CTC p.F56L

Pat_06 Post-Resistance ZER1 10444 37 9 131515603 131515603 Missense_Mutation SNP G A 3 63 c.586C>T c.(586-588)CGG>TGG p.R196W

Pat_06 Post-Resistance USP20 10868 37 9 132637886 132637886 Missense_Mutation SNP C A 5 424 c.2266C>A c.(2266-2268)CTG>ATG p.L756M

Pat_06 Post-Resistance FUBP3 8939 37 9 133506164 133506164 Missense_Mutation SNP G C 3 188 c.1267G>C c.(1267-1269)GAG>CAG p.E423Q

Pat_06 Post-Resistance BAT2L1 84726 37 9 134334694 134334694 Missense_Mutation SNP A G 3 117 c.1355A>G c.(1354-1356)CAG>CGG p.Q452R

Pat_06 Post-Resistance TTF1 7270 37 9 135266041 135266041 Missense_Mutation SNP C A 6 712 c.2165G>T c.(2164-2166)TGG>TTG p.W722L

Pat_06 Post-Resistance ADAMTS13 11093 37 9 136310144 136310144 Missense_Mutation SNP G A 3 101 c.2581G>A c.(2581-2583)GGG>AGG p.G861R

Pat_06 Post-Resistance DBH 1621 37 9 136505098 136505098 Missense_Mutation SNP A G 3 235 c.470A>G c.(469-471)AAG>AGG p.K157R

Pat_06 Post-Resistance FBXW5 54461 37 9 139837958 139837958 Missense_Mutation SNP G A 4 111 c.194C>T c.(193-195)GCG>GTG p.A65V

Pat_06 Post-Resistance GRIN1 2902 37 9 140057746 140057746 Missense_Mutation SNP G A 5 554 c.2297G>A c.(2296-2298)AGC>AAC p.S766N

Pat_06 Post-Resistance COBRA1 25920 37 9 140166616 140166616 Missense_Mutation SNP G A 6 403 c.1429G>A c.(1429-1431)GCC>ACC p.A477T

Pat_06 Post-Resistance TUBBP5 643224 37 9 141070695 141070695 Missense_Mutation SNP G A 4 26 c.98G>A c.(97-99)CGC>CAC p.R33H

Pat_06 Post-Resistance GPR64 10149 37 X 19031908 19031908 Missense_Mutation SNP G A 6 811 c.995C>T c.(994-996)ACC>ATC p.T332I

Pat_06 Post-Resistance PHEX 5251 37 X 22239812 22239812 Nonsense_Mutation SNP C A 6 560 c.1851C>A c.(1849-1851)TGC>TGA p.C617*

Pat_06 Post-Resistance DCAF8L1 139425 37 X 27998773 27998773 Missense_Mutation SNP G A 5 421 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_06 Post-Resistance DMD 1756 37 X 31366745 31366745 Missense_Mutation SNP C T 5 199 c.9091G>A c.(9091-9093)GTC>ATC p.V3031I

Pat_06 Post-Resistance FAM47C 442444 37 X 37027190 37027190 Missense_Mutation SNP T C 8 539 c.707T>C c.(706-708)CTG>CCG p.L236P

Pat_06 Post-Resistance SLC9A7 84679 37 X 46618310 46618310 Missense_Mutation SNP C T 3 86 c.155G>A c.(154-156)AGC>AAC p.S52N

Pat_06 Post-Resistance FTSJ1 24140 37 X 48340865 48340865 Missense_Mutation SNP T C 3 209 c.730T>C c.(730-732)TAT>CAT p.Y244H

Pat_06 Post-Resistance FTSJ1 24140 37 X 48341160 48341160 Missense_Mutation SNP G C 3 151 c.935G>C c.(934-936)TGC>TCC p.C312S

Pat_06 Post-Resistance CACNA1F 778 37 X 49081415 49081415 Missense_Mutation SNP G A 4 168 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_06 Post-Resistance GNL3L 54552 37 X 54565532 54565532 Nonsense_Mutation SNP C T 3 44 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_06 Post-Resistance GNL3L 54552 37 X 54569649 54569649 Missense_Mutation SNP T C 3 195 c.400T>C c.(400-402)TAC>CAC p.Y134H

Pat_06 Post-Resistance TRO 7216 37 X 54955605 54955605 Missense_Mutation SNP G T 9 427 c.2448G>T c.(2446-2448)ATG>ATT p.M816I

Pat_06 Post-Resistance RRAGB 10325 37 X 55757870 55757870 Missense_Mutation SNP T C 3 215 c.451T>C c.(451-453)TAT>CAT p.Y151H

Pat_06 Post-Resistance SYTL4 94121 37 X 99942091 99942091 Missense_Mutation SNP G A 5 565 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_06 Post-Resistance RAB40AL 282808 37 X 102192775 102192775 Missense_Mutation SNP C T 5 192 c.529C>T c.(529-531)CGG>TGG p.R177W

Pat_06 Post-Resistance IL1RAPL2 26280 37 X 104478654 104478654 Missense_Mutation SNP A G 4 379 c.509A>G c.(508-510)AAG>AGG p.K170R

Pat_06 Post-Resistance BCORL1 63035 37 X 129149296 129149296 Missense_Mutation SNP G A 4 467 c.2548G>A c.(2548-2550)GGG>AGG p.G850R

Pat_06 Post-Resistance AFF2 2334 37 X 148037917 148037917 Missense_Mutation SNP T C 8 684 c.2342T>C c.(2341-2343)ATT>ACT p.I781T

Pat_06 Post-Resistance PLXNB3 5365 37 X 153033099 153033099 Missense_Mutation SNP C A 6 68 c.817C>A c.(817-819)CTG>ATG p.L273M

Pat_06 Post-Resistance PLXNB3 5365 37 X 153042342 153042342 Missense_Mutation SNP G A 4 127 c.4834G>A c.(4834-4836)GTC>ATC p.V1612I

Pat_06 Post-Resistance L1CAM 3897 37 X 153130579 153130579 Missense_Mutation SNP C T 4 153 c.2836G>A c.(2836-2838)GGC>AGC p.G946S

Pat_06 Post-Resistance GAB3 139716 37 X 153925486 153925486 Missense_Mutation SNP G A 6 563 c.1345C>T c.(1345-1347)CGG>TGG p.R449W

Pat_08 Pre-Treatment ACAP3 116983 37 1 1230911 1230911 Missense_Mutation SNP G A 16 36 c.1729C>T c.(1729-1731)CGC>TGC p.R577C

Pat_08 Pre-Treatment PANK4 55229 37 1 2452281 2452281 Missense_Mutation SNP G A 28 39 c.487C>T c.(487-489)CCC>TCC p.P163S

Pat_08 Pre-Treatment UBE4B 10277 37 1 10211599 10211599 Missense_Mutation SNP C T 36 86 c.2906C>T c.(2905-2907)TCC>TTC p.S969F



Pat_08 Pre-Treatment PRAMEF8 391002 37 1 12979691 12979691 Missense_Mutation SNP G A 61 237 c.883G>A c.(883-885)GAG>AAG p.E295K

Pat_08 Pre-Treatment FBLIM1 54751 37 1 16093982 16093982 Missense_Mutation SNP C T 7 11 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_08 Pre-Treatment KDM4A 9682 37 1 44132167 44132167 Missense_Mutation SNP C T 79 120 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_08 Pre-Treatment C1orf168 199920 37 1 57216843 57216843 Nonsense_Mutation SNP G A 15 28 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_08 Pre-Treatment C8B 732 37 1 57422471 57422471 Missense_Mutation SNP C T 183 382 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_08 Pre-Treatment C1orf173 127254 37 1 75072512 75072512 Missense_Mutation SNP C T 57 93 c.1262G>A c.(1261-1263)GGA>GAA p.G421E

Pat_08 Pre-Treatment LPHN2 23266 37 1 82409213 82409213 Missense_Mutation SNP G A 45 84 c.958G>A c.(958-960)GTC>ATC p.V320I

Pat_08 Pre-Treatment TGFBR3 7049 37 1 92184982 92184982 Missense_Mutation SNP G A 73 146 c.1453C>T c.(1453-1455)CCT>TCT p.P485S

Pat_08 Pre-Treatment COL11A1 1301 37 1 103440405 103440405 Missense_Mutation SNP G A 16 31 c.2789C>T c.(2788-2790)CCT>CTT p.P930L

Pat_08 Pre-Treatment MAGI3 260425 37 1 114225824 114225824 Missense_Mutation SNP G A 24 54 c.3634G>A c.(3634-3636)GAA>AAA p.E1212K

Pat_08 Pre-Treatment TBX15 6913 37 1 119469191 119469191 Missense_Mutation SNP G A 26 54 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_08 Pre-Treatment C1orf43 25912 37 1 154180066 154180066 Missense_Mutation SNP T C 74 133 c.625A>G c.(625-627)ACT>GCT p.T209A

Pat_08 Pre-Treatment RUSC1 23623 37 1 155295412 155295412 Missense_Mutation SNP C T 32 91 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_08 Pre-Treatment CASQ1 844 37 1 160160558 160160558 Missense_Mutation SNP G A 21 47 c.17G>A c.(16-18)AGG>AAG p.R6K

Pat_08 Pre-Treatment C1orf192 257177 37 1 161335356 161335356 Missense_Mutation SNP A T 141 196 c.308T>A c.(307-309)CTC>CAC p.L103H

Pat_08 Pre-Treatment DARS2 55157 37 1 173802529 173802529 Missense_Mutation SNP C T 8 6 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_08 Pre-Treatment KIAA1614 57710 37 1 180885295 180885295 Missense_Mutation SNP C T 25 53 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_08 Pre-Treatment CACNA1E 777 37 1 181765951 181765951 Missense_Mutation SNP C T 11 14 c.6227C>T c.(6226-6228)TCC>TTC p.S2076F

Pat_08 Pre-Treatment KIF21B 23046 37 1 200945966 200945966 Missense_Mutation SNP C T 10 25 c.4381G>A c.(4381-4383)GTC>ATC p.V1461I

Pat_08 Pre-Treatment LGR6 59352 37 1 202276021 202276021 Missense_Mutation SNP G A 23 43 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_08 Pre-Treatment PIGR 5284 37 1 207110830 207110830 Missense_Mutation SNP G A 36 81 c.655C>T c.(655-657)CTC>TTC p.L219F

Pat_08 Pre-Treatment GPATCH2 55105 37 1 217604543 217604543 Missense_Mutation SNP G A 96 180 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_08 Pre-Treatment TLR5 7100 37 1 223286024 223286024 Missense_Mutation SNP C T 61 87 c.350G>A c.(349-351)GGA>GAA p.G117E

Pat_08 Pre-Treatment TTC13 79573 37 1 231060707 231060707 Missense_Mutation SNP G A 60 119 c.1601C>T c.(1600-1602)GCC>GTC p.A534V

Pat_08 Pre-Treatment SLC35F3 148641 37 1 234454596 234454596 Missense_Mutation SNP C T 59 117 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_08 Pre-Treatment NID1 4811 37 1 236187487 236187487 Missense_Mutation SNP G A 39 70 c.2011C>T c.(2011-2013)CCC>TCC p.P671S

Pat_08 Pre-Treatment RYR2 6262 37 1 237774224 237774224 Missense_Mutation SNP G A 17 36 c.4846G>A c.(4846-4848)GGC>AGC p.G1616S

Pat_08 Pre-Treatment NLRP3 114548 37 1 247582193 247582193 Missense_Mutation SNP C T 18 19 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_08 Pre-Treatment OR2G3 81469 37 1 247769368 247769368 Missense_Mutation SNP A G 54 81 c.481A>G c.(481-483)ACT>GCT p.T161A

Pat_08 Pre-Treatment CUBN 8029 37 10 17142048 17142048 Missense_Mutation SNP C T 179 69 c.1721G>A c.(1720-1722)AGA>AAA p.R574K

Pat_08 Pre-Treatment ASAH2 56624 37 10 52003017 52003017 Missense_Mutation SNP C T 136 88 c.455G>A c.(454-456)CGA>CAA p.R152Q

Pat_08 Pre-Treatment ARID5B 84159 37 10 63851366 63851366 Missense_Mutation SNP C T 47 26 c.2144C>T c.(2143-2145)CCT>CTT p.P715L

Pat_08 Pre-Treatment LRRTM3 347731 37 10 68687605 68687605 Missense_Mutation SNP G A 41 26 c.931G>A c.(931-933)GGG>AGG p.G311R

Pat_08 Pre-Treatment CYP2C18 1562 37 10 96466634 96466634 Missense_Mutation SNP G A 24 14 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_08 Pre-Treatment C10orf137 26098 37 10 127409788 127409788 Missense_Mutation SNP C T 83 39 c.124C>T c.(124-126)CTT>TTT p.L42F

Pat_08 Pre-Treatment ATHL1 80162 37 11 294703 294703 Missense_Mutation SNP C T 144 273 c.2168C>T c.(2167-2169)TCC>TTC p.S723F

Pat_08 Pre-Treatment MUC5B 727897 37 11 1262686 1262686 Missense_Mutation SNP G A 17 27 c.6655G>A c.(6655-6657)GAC>AAC p.D2219N

Pat_08 Pre-Treatment KRTAP5-5 439915 37 11 1651402 1651402 Missense_Mutation SNP C T 31 66 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_08 Pre-Treatment KCNQ1 3784 37 11 2606487 2606487 Missense_Mutation SNP A G 37 88 c.1078A>G c.(1078-1080)AGG>GGG p.R360G

Pat_08 Pre-Treatment SLC22A18 5002 37 11 2924603 2924603 Nonsense_Mutation SNP C T 38 85 c.28C>T c.(28-30)CAG>TAG p.Q10*

Pat_08 Pre-Treatment OR51S1 119692 37 11 4869568 4869568 Missense_Mutation SNP G A 69 123 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_08 Pre-Treatment OR51A4 401666 37 11 4967847 4967848 Missense_Mutation DNP GG AA 61 110 c.483_484CC>TTc.(481-486)TTCCCT>TTTTCT p.P162S

Pat_08 Pre-Treatment OR51I1 390063 37 11 5462416 5462416 Missense_Mutation SNP G A 28 47 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_08 Pre-Treatment UBQLNL 143630 37 11 5536653 5536653 Missense_Mutation SNP G A 80 119 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_08 Pre-Treatment OR52N5 390075 37 11 5799521 5799521 Missense_Mutation SNP C T 25 56 c.344G>A c.(343-345)GGG>GAG p.G115E

Pat_08 Pre-Treatment GTF2H1 2965 37 11 18379556 18379556 Missense_Mutation SNP C T 23 62 c.1318C>T c.(1318-1320)CTT>TTT p.L440F

Pat_08 Pre-Treatment CCDC34 91057 37 11 27379017 27379017 Missense_Mutation SNP G A 70 81 c.431C>T c.(430-432)CCA>CTA p.P144L



Pat_08 Pre-Treatment C11orf74 119710 37 11 36631726 36631726 Missense_Mutation SNP C T 33 50 c.73C>T c.(73-75)CTT>TTT p.L25F

Pat_08 Pre-Treatment CHST1 8534 37 11 45672110 45672110 Missense_Mutation SNP C T 34 51 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_08 Pre-Treatment RAPSN 5913 37 11 47463243 47463243 Missense_Mutation SNP C T 20 40 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_08 Pre-Treatment OR4D6 219983 37 11 59225019 59225019 Missense_Mutation SNP G A 63 87 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_08 Pre-Treatment AHNAK 79026 37 11 62286730 62286731 Missense_Mutation DNP GG AA 149 223 c.15158_15159CC>TTc.(15157-15159)GCC>GTT p.A5053V

Pat_08 Pre-Treatment TSGA10IP 254187 37 11 65714616 65714616 Missense_Mutation SNP C T 7 12 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_08 Pre-Treatment P4HA3 283208 37 11 74013458 74013458 Missense_Mutation SNP G A 84 146 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_08 Pre-Treatment C11orf67 28971 37 11 77553557 77553557 Missense_Mutation SNP A T 9 28 c.15A>T c.(13-15)GAA>GAT p.E5D

Pat_08 Pre-Treatment ODZ4 26011 37 11 78440676 78440676 Missense_Mutation SNP C T 51 99 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_08 Pre-Treatment TRPC6 7225 37 11 101375120 101375120 Missense_Mutation SNP T C 39 65 c.580A>G c.(580-582)ACC>GCC p.T194A

Pat_08 Pre-Treatment EXPH5 23086 37 11 108381210 108381210 Missense_Mutation SNP A G 138 188 c.5024T>C c.(5023-5025)ATT>ACT p.I1675T

Pat_08 Pre-Treatment USP28 57646 37 11 113701595 113701595 Missense_Mutation SNP G A 67 125 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_08 Pre-Treatment FAM55B 120406 37 11 114569092 114569092 Missense_Mutation SNP G A 9 20 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_08 Pre-Treatment DSCAML1 57453 37 11 117389456 117389456 Missense_Mutation SNP G A 14 36 c.1415C>T c.(1414-1416)TCG>TTG p.S472L

Pat_08 Pre-Treatment OR4D5 219875 37 11 123810973 123810973 Missense_Mutation SNP C T 102 221 c.650C>T c.(649-651)TCG>TTG p.S217L

Pat_08 Pre-Treatment VWA5A 4013 37 11 123994449 123994449 Missense_Mutation SNP G A 32 43 c.1102G>A c.(1102-1104)GAA>AAA p.E368K

Pat_08 Pre-Treatment OR8B8 26493 37 11 124310824 124310824 Missense_Mutation SNP G A 34 58 c.158C>T c.(157-159)TCT>TTT p.S53F

Pat_08 Pre-Treatment NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 17 24 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_08 Pre-Treatment DCP1B 196513 37 12 2061949 2061949 Missense_Mutation SNP C T 20 41 c.1157G>A c.(1156-1158)AGA>AAA p.R386K

Pat_08 Pre-Treatment CD163L1 283316 37 12 7596704 7596704 Missense_Mutation SNP G A 42 90 c.20C>T c.(19-21)TCG>TTG p.S7L

Pat_08 Pre-Treatment NANOG 79923 37 12 7947082 7947082 Missense_Mutation SNP G A 7 15 c.444G>A c.(442-444)ATG>ATA p.M148I

Pat_08 Pre-Treatment KLRC3 3823 37 12 10572989 10572989 Missense_Mutation SNP C T 60 161 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_08 Pre-Treatment ABCC9 10060 37 12 22065982 22065982 Missense_Mutation SNP G A 37 56 c.835C>T c.(835-837)CCA>TCA p.P279S

Pat_08 Pre-Treatment SYT10 341359 37 12 33579224 33579224 Missense_Mutation SNP C T 45 78 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Pre-Treatment ADAMTS20 80070 37 12 43769952 43769952 Splice_Site SNP C T 4 6 c.5221_splice c.e35-1 p.I1741_splice

Pat_08 Pre-Treatment ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 32 47 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_08 Pre-Treatment PUS7L 83448 37 12 44148157 44148157 Missense_Mutation SNP C T 60 120 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_08 Pre-Treatment COL2A1 1280 37 12 48389088 48389088 Missense_Mutation SNP G A 66 108 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_08 Pre-Treatment RND1 27289 37 12 49251927 49251927 Missense_Mutation SNP G A 40 47 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_08 Pre-Treatment KRT84 3890 37 12 52774929 52774929 Missense_Mutation SNP C T 71 170 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_08 Pre-Treatment KRT6B 3854 37 12 52844377 52844377 Missense_Mutation SNP C G 13 50 c.568G>C c.(568-570)GTT>CTT p.V190L

Pat_08 Pre-Treatment KRT6A 3853 37 12 52885322 52885322 Missense_Mutation SNP C T 28 90 c.739G>A c.(739-741)GAG>AAG p.E247K

Pat_08 Pre-Treatment OR6C75 390323 37 12 55759372 55759372 Missense_Mutation SNP C T 34 46 c.478C>T c.(478-480)CTT>TTT p.L160F

Pat_08 Pre-Treatment GLI1 2735 37 12 57860059 57860059 Missense_Mutation SNP G A 164 258 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_08 Pre-Treatment MSRB3 253827 37 12 65722374 65722374 Missense_Mutation SNP C T 45 64 c.275C>T c.(274-276)CCA>CTA p.P92L

Pat_08 Pre-Treatment PTPRB 5787 37 12 71002869 71002869 Missense_Mutation SNP C T 36 160 c.305G>A c.(304-306)AGA>AAA p.R102K

Pat_08 Pre-Treatment C12orf12 196477 37 12 91348220 91348220 Nonsense_Mutation SNP C T 13 18 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_08 Pre-Treatment AMDHD1 144193 37 12 96356148 96356148 Missense_Mutation SNP G A 23 46 c.829G>A c.(829-831)GGA>AGA p.G277R

Pat_08 Pre-Treatment MMAB 326625 37 12 110006647 110006647 Missense_Mutation SNP C T 49 75 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_08 Pre-Treatment HPD 3242 37 12 122286921 122286921 Missense_Mutation SNP C T 70 129 c.580G>A c.(580-582)GTG>ATG p.V194M

Pat_08 Pre-Treatment ZCCHC8 55596 37 12 122958814 122958814 Missense_Mutation SNP C T 42 95 c.1354G>A c.(1354-1356)GTA>ATA p.V452I

Pat_08 Pre-Treatment GTF2H3 2967 37 12 124144370 124144370 Missense_Mutation SNP G A 66 103 c.713G>A c.(712-714)AGA>AAA p.R238K

Pat_08 Pre-Treatment RIMBP2 23504 37 12 130926738 130926738 Missense_Mutation SNP A C 19 36 c.1108T>G c.(1108-1110)TGC>GGC p.C370G

Pat_08 Pre-Treatment TUBA3C 7278 37 13 19752472 19752472 Missense_Mutation SNP C T 45 72 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_08 Pre-Treatment WASF3 10810 37 13 27259911 27259911 Missense_Mutation SNP C T 24 37 c.1438C>T c.(1438-1440)CGG>TGG p.R480W

Pat_08 Pre-Treatment GPR12 2835 37 13 27333521 27333521 Nonsense_Mutation SNP G C 15 38 c.444C>G c.(442-444)TAC>TAG p.Y148*

Pat_08 Pre-Treatment NBEA 26960 37 13 36124729 36124729 Missense_Mutation SNP G A 13 30 c.6701G>A c.(6700-6702)CGA>CAA p.R2234Q



Pat_08 Pre-Treatment NALCN 259232 37 13 101936361 101936361 Missense_Mutation SNP C T 20 40 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Pre-Treatment NOVA1 4857 37 14 26917922 26917922 Missense_Mutation SNP G A 83 132 c.767C>T c.(766-768)GCC>GTC p.A256V

Pat_08 Pre-Treatment NPAS3 64067 37 14 34204525 34204525 Missense_Mutation SNP C T 49 97 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_08 Pre-Treatment RALGAPA1 253959 37 14 36191052 36191052 Missense_Mutation SNP A G 40 71 c.2108T>C c.(2107-2109)GTT>GCT p.V703A

Pat_08 Pre-Treatment PNN 5411 37 14 39649841 39649842 Missense_Mutation DNP GG AA 8 9 c.928_929GG>AA c.(928-930)GGT>AAT p.G310N

Pat_08 Pre-Treatment CDKL1 8814 37 14 50844945 50844945 Missense_Mutation SNP G A 21 25 c.1304C>T c.(1303-1305)CCC>CTC p.P435L

Pat_08 Pre-Treatment KCNH5 27133 37 14 63174583 63174583 Missense_Mutation SNP T A 47 76 c.2610A>T c.(2608-2610)AAA>AAT p.K870N

Pat_08 Pre-Treatment ZFYVE26 23503 37 14 68274583 68274583 Missense_Mutation SNP G A 68 122 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Pre-Treatment DPF3 8110 37 14 73141047 73141047 Missense_Mutation SNP G A 10 14 c.772C>T c.(772-774)CCC>TCC p.P258S

Pat_08 Pre-Treatment DPF3 8110 37 14 73190363 73190363 Missense_Mutation SNP C T 115 213 c.503G>A c.(502-504)CGA>CAA p.R168Q

Pat_08 Pre-Treatment NRXN3 9369 37 14 79181364 79181364 Missense_Mutation SNP G A 25 53 c.807G>A c.(805-807)ATG>ATA p.M269I

Pat_08 Pre-Treatment SERPINA10 51156 37 14 94754734 94754734 Missense_Mutation SNP C T 21 30 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_08 Pre-Treatment SERPINA1 5265 37 14 94847406 94847406 Missense_Mutation SNP A C 19 23 c.719T>G c.(718-720)GTG>GGG p.V240G

Pat_08 Pre-Treatment SERPINA9 327657 37 14 94935565 94935565 Missense_Mutation SNP G A 38 32 c.667C>T c.(667-669)CAC>TAC p.H223Y

Pat_08 Pre-Treatment THBS1 7057 37 15 39874759 39874759 Missense_Mutation SNP G A 20 45 c.433G>A c.(433-435)GAA>AAA p.E145K

Pat_08 Pre-Treatment DLL4 54567 37 15 41228744 41228744 Missense_Mutation SNP C T 11 17 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_08 Pre-Treatment UNC13C 440279 37 15 54305875 54305875 Missense_Mutation SNP G A 24 58 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_08 Pre-Treatment UNC13C 440279 37 15 54557657 54557657 Missense_Mutation SNP G A 3 2 c.3781G>A c.(3781-3783)GGA>AGA p.G1261R

Pat_08 Pre-Treatment UNC13C 440279 37 15 54825218 54825218 Missense_Mutation SNP G A 9 13 c.5650G>A c.(5650-5652)GAT>AAT p.D1884N

Pat_08 Pre-Treatment FEM1B 10116 37 15 68582681 68582681 Missense_Mutation SNP C T 46 81 c.985C>T c.(985-987)CTT>TTT p.L329F

Pat_08 Pre-Treatment CSPG4 1464 37 15 75982510 75982510 Missense_Mutation SNP G A 36 46 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_08 Pre-Treatment IREB2 3658 37 15 78789516 78789516 Missense_Mutation SNP C T 53 133 c.2644C>T c.(2644-2646)CAT>TAT p.H882Y

Pat_08 Pre-Treatment ITFG3 83986 37 16 314061 314061 Missense_Mutation SNP C T 21 56 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_08 Pre-Treatment PTX4 390667 37 16 1537629 1537629 Missense_Mutation SNP G A 12 27 c.469C>T c.(469-471)CAC>TAC p.H157Y

Pat_08 Pre-Treatment ABCC1 4363 37 16 16108367 16108367 Missense_Mutation SNP T C 44 32 c.371T>C c.(370-372)ATT>ACT p.I124T

Pat_08 Pre-Treatment DNAH3 55567 37 16 21098326 21098326 Nonsense_Mutation SNP C T 54 118 c.2721G>A c.(2719-2721)TGG>TGA p.W907*

Pat_08 Pre-Treatment RBBP6 5930 37 16 24580595 24580595 Missense_Mutation SNP C T 29 66 c.2584C>T c.(2584-2586)CCA>TCA p.P862S

Pat_08 Pre-Treatment C16orf78 123970 37 16 49407878 49407878 Missense_Mutation SNP G A 33 70 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_08 Pre-Treatment GALNS 2588 37 16 88902160 88902160 Missense_Mutation SNP G A 22 52 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_08 Pre-Treatment GALNS 2588 37 16 88904145 88904145 Missense_Mutation SNP G A 48 97 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_08 Pre-Treatment TRPV1 7442 37 17 3494574 3494574 Missense_Mutation SNP C T 17 18 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Pre-Treatment ZZEF1 23140 37 17 4013068 4013068 Missense_Mutation SNP T C 20 48 c.1156A>G c.(1156-1158)AAG>GAG p.K386E

Pat_08 Pre-Treatment DHX33 56919 37 17 5352203 5352203 Missense_Mutation SNP C T 35 34 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_08 Pre-Treatment PLSCR3 57048 37 17 7296213 7296213 Missense_Mutation SNP G A 206 407 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_08 Pre-Treatment GLP2R 9340 37 17 9729447 9729447 Missense_Mutation SNP G A 9 6 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_08 Pre-Treatment FOXN1 8456 37 17 26864216 26864216 Missense_Mutation SNP C T 28 96 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_08 Pre-Treatment SLC6A4 6532 37 17 28548904 28548904 Missense_Mutation SNP C T 45 103 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_08 Pre-Treatment C17orf66 256957 37 17 34192286 34192286 Missense_Mutation SNP C T 49 73 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_08 Pre-Treatment KRT17 3872 37 17 39775880 39775880 Missense_Mutation SNP G A 67 176 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_08 Pre-Treatment MPP2 4355 37 17 41956666 41956666 Missense_Mutation SNP C T 53 119 c.1594G>A c.(1594-1596)GGA>AGA p.G532R

Pat_08 Pre-Treatment FMNL1 752 37 17 43323883 43323883 Missense_Mutation SNP G A 49 82 c.3223G>A c.(3223-3225)GTG>ATG p.V1075M

Pat_08 Pre-Treatment KIAA1267 284058 37 17 44144090 44144090 Missense_Mutation SNP G C 25 19 c.1661C>G c.(1660-1662)CCT>CGT p.P554R

Pat_08 Pre-Treatment TEX14 56155 37 17 56671001 56671001 Missense_Mutation SNP C T 46 74 c.2509G>A c.(2509-2511)GGA>AGA p.G837R

Pat_08 Pre-Treatment RPTOR 57521 37 17 78919517 78919518 Missense_Mutation DNP CC TT 25 86 c.3076_3077CC>TTc.(3076-3078)CCC>TTC p.P1026F

Pat_08 Pre-Treatment CHMP1B 57132 37 18 11851859 11851859 Missense_Mutation SNP A C 178 225 c.349A>C c.(349-351)AAA>CAA p.K117Q

Pat_08 Pre-Treatment MC5R 4161 37 18 13825823 13825823 Missense_Mutation SNP A G 32 75 c.59A>G c.(58-60)AAC>AGC p.N20S

Pat_08 Pre-Treatment MEP1B 4225 37 18 29797780 29797780 Missense_Mutation SNP C T 23 40 c.1943C>T c.(1942-1944)TCC>TTC p.S648F



Pat_08 Pre-Treatment RIT2 6014 37 18 40323589 40323589 Missense_Mutation SNP G A 36 45 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_08 Pre-Treatment DCC 1630 37 18 50937005 50937005 Missense_Mutation SNP G A 32 51 c.3119G>A c.(3118-3120)AGG>AAG p.R1040K

Pat_08 Pre-Treatment SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 38 59 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Pre-Treatment SERPINB7 8710 37 18 61465976 61465976 Missense_Mutation SNP C T 50 115 c.593C>T c.(592-594)CCC>CTC p.P198L

Pat_08 Pre-Treatment NETO1 81832 37 18 70461455 70461455 Missense_Mutation SNP G A 16 24 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_08 Pre-Treatment C19orf21 126353 37 19 757983 757983 Missense_Mutation SNP G A 14 14 c.1037G>A c.(1036-1038)CGC>CAC p.R346H

Pat_08 Pre-Treatment FSD1 79187 37 19 4323535 4323535 Nonsense_Mutation SNP G A 9 19 c.1386G>A c.(1384-1386)TGG>TGA p.W462*

Pat_08 Pre-Treatment SEMA6B 10501 37 19 4550261 4550261 Missense_Mutation SNP C T 42 57 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_08 Pre-Treatment KIAA0355 9710 37 19 34791443 34791443 Missense_Mutation SNP C T 24 32 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_08 Pre-Treatment ZNF568 374900 37 19 37488299 37488299 Missense_Mutation SNP A G 4 6 c.1664A>G c.(1663-1665)GAA>GGA p.E555G

Pat_08 Pre-Treatment ZNF585B 92285 37 19 37677976 37677976 Missense_Mutation SNP C T 33 41 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_08 Pre-Treatment LRFN1 57622 37 19 39805289 39805289 Missense_Mutation SNP G A 11 9 c.688C>T c.(688-690)CTC>TTC p.L230F

Pat_08 Pre-Treatment LTBP4 8425 37 19 41128389 41128390 Missense_Mutation DNP CC TA 21 36 c.3502_3503CC>TAc.(3502-3504)CCC>TAC p.P1168Y

Pat_08 Pre-Treatment PSG4 5672 37 19 43702386 43702386 Missense_Mutation SNP G A 171 272 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_08 Pre-Treatment GEMIN7 79760 37 19 45593532 45593532 Nonsense_Mutation SNP C T 21 49 c.160C>T c.(160-162)CAG>TAG p.Q54*

Pat_08 Pre-Treatment GPR77 27202 37 19 47844070 47844070 Missense_Mutation SNP C T 23 63 c.14C>T c.(13-15)TCT>TTT p.S5F

Pat_08 Pre-Treatment CCDC155 147872 37 19 49898419 49898419 Missense_Mutation SNP C T 9 25 c.205C>T c.(205-207)CCC>TCC p.P69S

Pat_08 Pre-Treatment LILRB1 10859 37 19 55147034 55147034 Missense_Mutation SNP G A 43 129 c.1624G>A c.(1624-1626)GAG>AAG p.E542K

Pat_08 Pre-Treatment ZNF667 63934 37 19 56953336 56953336 Missense_Mutation SNP G A 35 60 c.1028C>T c.(1027-1029)TCA>TTA p.S343L

Pat_08 Pre-Treatment ZIM2 23619 37 19 57286247 57286247 Missense_Mutation SNP C T 12 33 c.1393G>A c.(1393-1395)GCC>ACC p.A465T

Pat_08 Pre-Treatment C2orf48 348738 37 2 10282381 10282382 Splice_Site DNP GG AA 64 163 c.73_splice c.e3-1 p.G25_splice

Pat_08 Pre-Treatment HS1BP3 64342 37 2 20838401 20838401 Missense_Mutation SNP G A 21 28 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Pre-Treatment APOB 338 37 2 21232695 21232695 Missense_Mutation SNP C T 26 54 c.7045G>A c.(7045-7047)GAA>AAA p.E2349K

Pat_08 Pre-Treatment ATAD2B 54454 37 2 24046220 24046220 Missense_Mutation SNP C T 16 33 c.2039G>A c.(2038-2040)AGA>AAA p.R680K

Pat_08 Pre-Treatment SLC4A1AP 22950 37 2 27886668 27886668 Missense_Mutation SNP C T 102 159 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_08 Pre-Treatment THADA 63892 37 2 43458330 43458331 Missense_Mutation DNP CC TT 17 32 c.5618_5619GG>AAc.(5617-5619)AGG>AAA p.R1873K

Pat_08 Pre-Treatment FSHR 2492 37 2 49190238 49190238 Missense_Mutation SNP C T 10 23 c.1722G>A c.(1720-1722)ATG>ATA p.M574I

Pat_08 Pre-Treatment ALMS1 7840 37 2 73681006 73681006 Missense_Mutation SNP C T 24 46 c.7355C>T c.(7354-7356)TCA>TTA p.S2452L

Pat_08 Pre-Treatment EPB41L5 57669 37 2 120848052 120848052 Nonsense_Mutation SNP C T 92 119 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_08 Pre-Treatment CNTNAP5 129684 37 2 125204485 125204485 Missense_Mutation SNP G A 75 122 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_08 Pre-Treatment POTEF 728378 37 2 130832812 130832812 Missense_Mutation SNP C T 19 58 c.2233G>A c.(2233-2235)GGG>AGG p.G745R

Pat_08 Pre-Treatment LOC401010 401010 37 2 132200831 132200831 Missense_Mutation SNP C T 5 6 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_08 Pre-Treatment LRP1B 53353 37 2 141116476 141116476 Missense_Mutation SNP C T 39 95 c.11171G>A c.(11170-11172)AGA>AAA p.R3724K

Pat_08 Pre-Treatment MBD5 55777 37 2 149226284 149226284 Missense_Mutation SNP C T 41 80 c.772C>T c.(772-774)CAT>TAT p.H258Y

Pat_08 Pre-Treatment NEB 4703 37 2 152381753 152381753 Missense_Mutation SNP C T 36 58 c.17093G>A c.(17092-17094)GGA>GAA p.G5698E

Pat_08 Pre-Treatment KCNJ3 3760 37 2 155711304 155711304 Missense_Mutation SNP C T 18 45 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_08 Pre-Treatment SCN9A 6335 37 2 167085452 167085452 Missense_Mutation SNP G A 34 74 c.3922C>T c.(3922-3924)CCT>TCT p.P1308S

Pat_08 Pre-Treatment TTN 7273 37 2 179393620 179393620 Missense_Mutation SNP C T 35 47 c.99154G>A c.(99154-99156)GAA>AAA p.E33052K

Pat_08 Pre-Treatment TTN 7273 37 2 179410756 179410756 Missense_Mutation SNP C T 15 37 c.87503G>A c.(87502-87504)GGA>GAA p.G29168E

Pat_08 Pre-Treatment TTN 7273 37 2 179428394 179428394 Missense_Mutation SNP T C 82 103 c.74761A>G c.(74761-74763)ACA>GCA p.T24921A

Pat_08 Pre-Treatment TTN 7273 37 2 179498194 179498194 Missense_Mutation SNP C T 32 40 c.35188G>A c.(35188-35190)GAA>AAA p.E11730K

Pat_08 Pre-Treatment TTN 7273 37 2 179629430 179629430 Missense_Mutation SNP G A 57 90 c.9812C>T c.(9811-9813)TCC>TTC p.S3271F

Pat_08 Pre-Treatment TTN 7273 37 2 179654118 179654118 Missense_Mutation SNP C T 41 63 c.2045G>A c.(2044-2046)AGA>AAA p.R682K

Pat_08 Pre-Treatment SGOL2 151246 37 2 201437870 201437870 Missense_Mutation SNP A T 25 46 c.2801A>T c.(2800-2802)CAA>CTA p.Q934L

Pat_08 Pre-Treatment CD28 940 37 2 204594385 204594385 Missense_Mutation SNP C T 68 128 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_08 Pre-Treatment CRYGD 1421 37 2 208988904 208988904 Missense_Mutation SNP C T 13 19 c.184G>A c.(184-186)GAC>AAC p.D62N

Pat_08 Pre-Treatment CPS1 1373 37 2 211460248 211460248 Missense_Mutation SNP C T 47 123 c.1301C>T c.(1300-1302)TCC>TTC p.S434F



Pat_08 Pre-Treatment VIL1 7429 37 2 219296642 219296642 Missense_Mutation SNP C A 11 32 c.1165C>A c.(1165-1167)CAG>AAG p.Q389K

Pat_08 Pre-Treatment SPHKAP 80309 37 2 228855801 228855801 Missense_Mutation SNP C T 30 44 c.4874G>A c.(4873-4875)CGA>CAA p.R1625Q

Pat_08 Pre-Treatment CHRND 1144 37 2 233399978 233399978 Missense_Mutation SNP G A 44 80 c.1510G>A c.(1510-1512)GGG>AGG p.G504R

Pat_08 Pre-Treatment CHRNG 1146 37 2 233408401 233408401 Missense_Mutation SNP G A 16 33 c.1027G>A c.(1027-1029)GTC>ATC p.V343I

Pat_08 Pre-Treatment C2orf85 285093 37 2 242813940 242813940 Missense_Mutation SNP G A 6 5 c.233G>A c.(232-234)AGG>AAG p.R78K

Pat_08 Pre-Treatment PTPRT 11122 37 20 41306649 41306649 Missense_Mutation SNP G A 70 120 c.1010C>T c.(1009-1011)ACC>ATC p.T337I

Pat_08 Pre-Treatment CDH22 64405 37 20 44869692 44869692 Missense_Mutation SNP A G 30 81 c.460T>C c.(460-462)TTC>CTC p.F154L

Pat_08 Pre-Treatment TPTE 7179 37 21 11012916 11012916 Splice_Site SNP C A 12 18 c.1704_splice c.e9+1

Pat_08 Pre-Treatment SH3BGR 6450 37 21 40883698 40883698 Missense_Mutation SNP C T 13 24 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_08 Pre-Treatment DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 40 55 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_08 Pre-Treatment SLC37A1 54020 37 21 43963662 43963662 Missense_Mutation SNP G A 53 77 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_08 Pre-Treatment KRTAP10-6 386674 37 21 46011918 46011918 Missense_Mutation SNP G A 57 278 c.448C>T c.(448-450)CCC>TCC p.P150S

Pat_08 Pre-Treatment RTN4R 65078 37 22 20230526 20230526 Missense_Mutation SNP G A 14 32 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_08 Pre-Treatment AP1B1 162 37 22 29727834 29727834 Missense_Mutation SNP G A 23 65 c.2381C>T c.(2380-2382)TCC>TTC p.S794F

Pat_08 Pre-Treatment LARGE 9215 37 22 34046453 34046453 Missense_Mutation SNP G A 74 72 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_08 Pre-Treatment CYP2D7P1 1564 37 22 42537597 42537597 Missense_Mutation SNP A G 15 48 c.662T>C c.(661-663)TTG>TCG p.L221S

Pat_08 Pre-Treatment NUP210 23225 37 3 13370433 13370433 Missense_Mutation SNP G A 11 27 c.4124C>T c.(4123-4125)TCC>TTC p.S1375F

Pat_08 Pre-Treatment FGD5 152273 37 3 14862578 14862578 Missense_Mutation SNP A G 17 46 c.2000A>G c.(1999-2001)AAC>AGC p.N667S

Pat_08 Pre-Treatment UBP1 7342 37 3 33453119 33453119 Missense_Mutation SNP A G 97 180 c.509T>C c.(508-510)GTT>GCT p.V170A

Pat_08 Pre-Treatment TRANK1 9881 37 3 36874752 36874752 Missense_Mutation SNP C T 28 49 c.4540G>A c.(4540-4542)GAA>AAA p.E1514K

Pat_08 Pre-Treatment LRRFIP2 9209 37 3 37150142 37150142 Missense_Mutation SNP A G 97 137 c.643T>C c.(643-645)TAT>CAT p.Y215H

Pat_08 Pre-Treatment HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 15 29 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_08 Pre-Treatment RHOA 387 37 3 49405936 49405936 Missense_Mutation SNP G A 56 68 c.202C>T c.(202-204)CGC>TGC p.R68C

Pat_08 Pre-Treatment CACNA1D 776 37 3 53766925 53766925 Missense_Mutation SNP A T 27 52 c.2557A>T c.(2557-2559)ATG>TTG p.M853L

Pat_08 Pre-Treatment C3orf26 84319 37 3 99536869 99536869 Missense_Mutation SNP G A 38 50 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_08 Pre-Treatment FBXO40 51725 37 3 121345753 121345753 Missense_Mutation SNP C T 20 22 c.2126C>T c.(2125-2127)TCC>TTC p.S709F

Pat_08 Pre-Treatment SLC15A2 6565 37 3 121613396 121613396 Nonsense_Mutation SNP C T 154 276 c.73C>T c.(73-75)CGA>TGA p.R25*

Pat_08 Pre-Treatment MECOM 2122 37 3 168838897 168838897 Missense_Mutation SNP G A 37 49 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_08 Pre-Treatment TP63 8626 37 3 189455588 189455588 Missense_Mutation SNP C T 48 89 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_08 Pre-Treatment TACC3 10460 37 4 1730226 1730226 Missense_Mutation SNP C T 13 29 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_08 Pre-Treatment UGT2A3 79799 37 4 69817123 69817123 Missense_Mutation SNP C T 18 17 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_08 Pre-Treatment PARM1 25849 37 4 75938040 75938040 Missense_Mutation SNP C T 99 195 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_08 Pre-Treatment NAA11 84779 37 4 80246759 80246759 Missense_Mutation SNP C T 15 18 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_08 Pre-Treatment ARHGAP24 83478 37 4 86863344 86863344 Missense_Mutation SNP C T 36 55 c.517C>T c.(517-519)CTC>TTC p.L173F

Pat_08 Pre-Treatment IBSP 3381 37 4 88732988 88732988 Missense_Mutation SNP G A 42 77 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_08 Pre-Treatment FAM190A 401145 37 4 91229782 91229782 Missense_Mutation SNP C T 11 27 c.347C>T c.(346-348)TCT>TTT p.S116F

Pat_08 Pre-Treatment ADH1A 124 37 4 100208729 100208729 Missense_Mutation SNP G A 14 41 c.112C>T c.(112-114)CGT>TGT p.R38C

Pat_08 Pre-Treatment ADH1C 126 37 4 100266089 100266089 Missense_Mutation SNP G A 77 154 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_08 Pre-Treatment FAT4 79633 37 4 126372799 126372799 Missense_Mutation SNP C T 48 96 c.10628C>T c.(10627-10629)CCC>CTC p.P3543L

Pat_08 Pre-Treatment PCDH18 54510 37 4 138451129 138451129 Missense_Mutation SNP G A 63 127 c.2114C>T c.(2113-2115)TCC>TTC p.S705F

Pat_08 Pre-Treatment LRBA 987 37 4 151837674 151837674 Missense_Mutation SNP C T 19 32 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_08 Pre-Treatment FSTL5 56884 37 4 162376261 162376261 Missense_Mutation SNP C A 38 57 c.1736G>T c.(1735-1737)GGG>GTG p.G579V

Pat_08 Pre-Treatment 1-Mar 55016 37 4 164507014 164507014 Missense_Mutation SNP G A 35 48 c.310C>T c.(310-312)CGC>TGC p.R104C

Pat_08 Pre-Treatment ANXA10 11199 37 4 169099049 169099049 Nonsense_Mutation SNP G A 66 137 c.543G>A c.(541-543)TGG>TGA p.W181*

Pat_08 Pre-Treatment GALNT7 51809 37 4 174242826 174242826 Missense_Mutation SNP A T 27 40 c.1932A>T c.(1930-1932)AAA>AAT p.K644N

Pat_08 Pre-Treatment SNX25 83891 37 4 186263251 186263251 Missense_Mutation SNP T C 84 112 c.1676T>C c.(1675-1677)TTA>TCA p.L559S

Pat_08 Pre-Treatment SEMA5A 9037 37 5 9197374 9197374 Missense_Mutation SNP C T 116 140 c.974G>A c.(973-975)AGC>AAC p.S325N



Pat_08 Pre-Treatment CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 36 67 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_08 Pre-Treatment DNAH5 1767 37 5 13754366 13754366 Missense_Mutation SNP C T 62 96 c.10501G>A c.(10501-10503)GAA>AAA p.E3501K

Pat_08 Pre-Treatment DNAH5 1767 37 5 13823476 13823476 Missense_Mutation SNP C T 15 20 c.6583G>A c.(6583-6585)GAT>AAT p.D2195N

Pat_08 Pre-Treatment CDH18 1016 37 5 19571761 19571761 Missense_Mutation SNP C T 65 90 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_08 Pre-Treatment RAI14 26064 37 5 34814746 34814746 Missense_Mutation SNP C T 63 90 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_08 Pre-Treatment UGT3A1 133688 37 5 35965946 35965946 Missense_Mutation SNP C T 28 32 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_08 Pre-Treatment SLC1A3 6507 37 5 36686171 36686171 Missense_Mutation SNP C T 21 56 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_08 Pre-Treatment RAB3C 115827 37 5 57913641 57913641 Missense_Mutation SNP G A 15 20 c.196G>A c.(196-198)GAT>AAT p.D66N

Pat_08 Pre-Treatment ADAMTS6 11174 37 5 64483859 64483859 Missense_Mutation SNP G A 61 86 c.2894C>T c.(2893-2895)GCT>GTT p.A965V

Pat_08 Pre-Treatment GPR98 84059 37 5 89949415 89949415 Missense_Mutation SNP C T 11 21 c.4024C>T c.(4024-4026)CCA>TCA p.P1342S

Pat_08 Pre-Treatment TSSK1B 83942 37 5 112770218 112770218 Missense_Mutation SNP C T 21 24 c.319G>A c.(319-321)GCC>ACC p.A107T

Pat_08 Pre-Treatment ADAMTS19 171019 37 5 128863489 128863489 Missense_Mutation SNP C T 74 26 c.1117C>T c.(1117-1119)CGT>TGT p.R373C

Pat_08 Pre-Treatment FSTL4 23105 37 5 132652260 132652260 Missense_Mutation SNP C T 24 12 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_08 Pre-Treatment PPP2R2B 5521 37 5 146017937 146017937 Missense_Mutation SNP C T 24 63 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_08 Pre-Treatment DPYSL3 1809 37 5 146781130 146781130 Missense_Mutation SNP G A 13 25 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_08 Pre-Treatment GABRA6 2559 37 5 161115979 161115979 Missense_Mutation SNP C T 80 37 c.250C>T c.(250-252)CGC>TGC p.R84C

Pat_08 Pre-Treatment ODZ2 57451 37 5 167622180 167622180 Splice_Site SNP G A 6 19 c.2754_splice c.e15-1 p.S918_splice

Pat_08 Pre-Treatment ARL10 285598 37 5 175793384 175793384 Missense_Mutation SNP C T 8 18 c.185C>T c.(184-186)CCC>CTC p.P62L

Pat_08 Pre-Treatment RASGEF1C 255426 37 5 179529070 179529070 Splice_Site SNP C T 14 18 c.1376_splice c.e12+1 p.R459_splice

Pat_08 Pre-Treatment MAK 4117 37 6 10802187 10802187 Missense_Mutation SNP C T 45 215 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_08 Pre-Treatment SCAND3 114821 37 6 28539827 28539828 Missense_Mutation DNP CC TT 26 91 c.3838_3839GG>AAc.(3838-3840)GGA>AAA p.G1280K

Pat_08 Pre-Treatment SCAND3 114821 37 6 28540785 28540785 Missense_Mutation SNP C T 14 35 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_08 Pre-Treatment OR2J2 26707 37 6 29141910 29141910 Nonsense_Mutation SNP G A 76 219 c.498G>A c.(496-498)TGG>TGA p.W166*

Pat_08 Pre-Treatment DDR1 780 37 6 30860230 30860230 Missense_Mutation SNP C T 28 71 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_08 Pre-Treatment TNXB 7148 37 6 32026008 32026008 Missense_Mutation SNP G A 35 92 c.7652C>T c.(7651-7653)TCC>TTC p.S2551F

Pat_08 Pre-Treatment HLA-DRA 3122 37 6 32410472 32410472 Splice_Site SNP T C 79 201 c.328_splice c.e2+2 p.V110_splice

Pat_08 Pre-Treatment COL11A2 1302 37 6 33136737 33136737 Missense_Mutation SNP G A 95 291 c.3847C>T c.(3847-3849)CCT>TCT p.P1283S

Pat_08 Pre-Treatment IP6K3 117283 37 6 33690517 33690517 Missense_Mutation SNP C T 50 161 c.1213G>A c.(1213-1215)GAT>AAT p.D405N

Pat_08 Pre-Treatment GLP1R 2740 37 6 39047471 39047471 Missense_Mutation SNP C T 25 90 c.1175C>T c.(1174-1176)TCC>TTC p.S392F

Pat_08 Pre-Treatment TREML4 285852 37 6 41196525 41196525 Missense_Mutation SNP G A 38 143 c.137G>A c.(136-138)AGA>AAA p.R46K

Pat_08 Pre-Treatment TDRD6 221400 37 6 46659190 46659190 Nonsense_Mutation SNP G T 77 203 c.3325G>T c.(3325-3327)GAA>TAA p.E1109*

Pat_08 Pre-Treatment GPR115 221393 37 6 47681873 47681873 Missense_Mutation SNP T G 36 39 c.892T>G c.(892-894)TTG>GTG p.L298V

Pat_08 Pre-Treatment FAM83B 222584 37 6 54735196 54735196 Missense_Mutation SNP G A 62 159 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_08 Pre-Treatment GFRAL 389400 37 6 55196641 55196641 Missense_Mutation SNP G A 32 71 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_08 Pre-Treatment KIAA1586 57691 37 6 56919090 56919090 Missense_Mutation SNP T G 26 46 c.1793T>G c.(1792-1794)TTT>TGT p.F598C

Pat_08 Pre-Treatment COL9A1 1297 37 6 70961981 70961981 Missense_Mutation SNP C T 47 53 c.1802G>A c.(1801-1803)GGA>GAA p.G601E

Pat_08 Pre-Treatment COL9A1 1297 37 6 70984435 70984435 Missense_Mutation SNP G A 30 39 c.1016C>T c.(1015-1017)TCA>TTA p.S339L

Pat_08 Pre-Treatment RIMS1 22999 37 6 73110352 73110352 Missense_Mutation SNP T C 63 120 c.5015T>C c.(5014-5016)CTC>CCC p.L1672P

Pat_08 Pre-Treatment EEF1A1 1915 37 6 74229701 74229701 Missense_Mutation SNP C T 46 53 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_08 Pre-Treatment CNR1 1268 37 6 88854819 88854819 Nonsense_Mutation SNP G A 13 18 c.175C>T c.(175-177)CAA>TAA p.Q59*

Pat_08 Pre-Treatment MCHR2 84539 37 6 100382356 100382356 Missense_Mutation SNP G A 24 41 c.625C>T c.(625-627)CCT>TCT p.P209S

Pat_08 Pre-Treatment RFX6 222546 37 6 117249966 117249966 Missense_Mutation SNP G A 76 124 c.2443G>A c.(2443-2445)GGA>AGA p.G815R

Pat_08 Pre-Treatment C6orf204 387119 37 6 118801656 118801656 Missense_Mutation SNP C T 34 52 c.1766G>A c.(1765-1767)AGA>AAA p.R589K

Pat_08 Pre-Treatment RSPO3 84870 37 6 127476496 127476496 Missense_Mutation SNP C T 39 58 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_08 Pre-Treatment PTPRK 5796 37 6 128388791 128388791 Missense_Mutation SNP C T 63 115 c.2030G>A c.(2029-2031)GGA>GAA p.G677E

Pat_08 Pre-Treatment L3MBTL3 84456 37 6 130425708 130425708 Missense_Mutation SNP C T 58 91 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_08 Pre-Treatment SAMD3 154075 37 6 130465798 130465798 Missense_Mutation SNP C T 38 59 c.1430G>A c.(1429-1431)AGG>AAG p.R477K



Pat_08 Pre-Treatment ALDH8A1 64577 37 6 135239986 135239986 Missense_Mutation SNP C T 84 123 c.1031G>A c.(1030-1032)AGA>AAA p.R344K

Pat_08 Pre-Treatment TIAM2 26230 37 6 155450436 155450436 Missense_Mutation SNP C T 33 62 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_08 Pre-Treatment ARID1B 57492 37 6 157522541 157522541 Missense_Mutation SNP G A 119 168 c.4759G>A c.(4759-4761)GAG>AAG p.E1587K

Pat_08 Pre-Treatment MLLT4 4301 37 6 168370511 168370511 Missense_Mutation SNP T A 16 15 c.5401T>A c.(5401-5403)TTC>ATC p.F1801I

Pat_08 Pre-Treatment INTS1 26173 37 7 1513911 1513911 Missense_Mutation SNP A G 17 79 c.5722T>C c.(5722-5724)TTC>CTC p.F1908L

Pat_08 Pre-Treatment SDK1 221935 37 7 4107511 4107511 Missense_Mutation SNP G A 12 34 c.2953G>A c.(2953-2955)GAC>AAC p.D985N

Pat_08 Pre-Treatment STK31 56164 37 7 23776524 23776524 Missense_Mutation SNP G A 13 52 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_08 Pre-Treatment HOXA4 3201 37 7 27168950 27168950 Missense_Mutation SNP G A 42 188 c.857C>T c.(856-858)TCG>TTG p.S286L

Pat_08 Pre-Treatment HECW1 23072 37 7 43351600 43351600 Missense_Mutation SNP C T 27 92 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_08 Pre-Treatment VOPP1 81552 37 7 55540681 55540681 Missense_Mutation SNP G A 11 44 c.386C>T c.(385-387)CCT>CTT p.P129L

Pat_08 Pre-Treatment ZNF679 168417 37 7 63726958 63726958 Missense_Mutation SNP G A 18 68 c.947G>A c.(946-948)AGA>AAA p.R316K

Pat_08 Pre-Treatment WBSCR17 64409 37 7 71177084 71177084 Missense_Mutation SNP C T 35 95 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_08 Pre-Treatment PCLO 27445 37 7 82544688 82544688 Missense_Mutation SNP G A 7 16 c.12614C>T c.(12613-12615)CCT>CTT p.P4205L

Pat_08 Pre-Treatment GRM3 2913 37 7 86394514 86394514 Missense_Mutation SNP G A 52 137 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_08 Pre-Treatment STEAP4 79689 37 7 87911999 87911999 Missense_Mutation SNP C T 22 100 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_08 Pre-Treatment DYNC1I1 1780 37 7 95662058 95662058 Missense_Mutation SNP G A 68 206 c.1247G>A c.(1246-1248)TGT>TAT p.C416Y

Pat_08 Pre-Treatment BAIAP2L1 55971 37 7 97991713 97991713 Missense_Mutation SNP C T 34 108 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_08 Pre-Treatment ACHE 43 37 7 100491517 100491517 Missense_Mutation SNP C T 96 255 c.337G>A c.(337-339)GGC>AGC p.G113S

Pat_08 Pre-Treatment CFTR 1080 37 7 117175443 117175443 Missense_Mutation SNP G A 27 76 c.721G>A c.(721-723)GGG>AGG p.G241R

Pat_08 Pre-Treatment KCND2 3751 37 7 119914743 119914743 Nonsense_Mutation SNP G A 58 174 c.57G>A c.(55-57)TGG>TGA p.W19*

Pat_08 Pre-Treatment RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 357 365 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_08 Pre-Treatment TSGA14 95681 37 7 130041725 130041725 Missense_Mutation SNP T A 44 99 c.639A>T c.(637-639)GAA>GAT p.E213D

Pat_08 Pre-Treatment TRIM24 8805 37 7 138266508 138266508 Missense_Mutation SNP C T 32 97 c.2785C>T c.(2785-2787)CCT>TCT p.P929S

Pat_08 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 115 92 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_08 Pre-Treatment TAS2R38 5726 37 7 141672855 141672855 Missense_Mutation SNP G A 31 32 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_08 Pre-Treatment TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 53 162 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_08 Pre-Treatment TRPV5 56302 37 7 142625242 142625242 Missense_Mutation SNP C T 33 95 c.850G>A c.(850-852)GAC>AAC p.D284N

Pat_08 Pre-Treatment CLCN1 1180 37 7 143018840 143018840 Missense_Mutation SNP C T 53 107 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_08 Pre-Treatment OR2F1 26211 37 7 143657859 143657859 Missense_Mutation SNP C A 26 85 c.796C>A c.(796-798)CCC>ACC p.P266T

Pat_08 Pre-Treatment ABP1 26 37 7 150554027 150554027 Missense_Mutation SNP G A 38 103 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_08 Pre-Treatment SCARA5 286133 37 8 27779754 27779754 Missense_Mutation SNP G A 7 13 c.250C>T c.(250-252)CCG>TCG p.P84S

Pat_08 Pre-Treatment GSR 2936 37 8 30553929 30553929 Missense_Mutation SNP A G 66 129 c.763T>C c.(763-765)TCT>CCT p.S255P

Pat_08 Pre-Treatment IDO2 169355 37 8 39845421 39845421 Missense_Mutation SNP G A 9 28 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_08 Pre-Treatment PXDNL 137902 37 8 52321700 52321700 Missense_Mutation SNP A T 7 11 c.2484T>A c.(2482-2484)GAT>GAA p.D828E

Pat_08 Pre-Treatment PXDNL 137902 37 8 52412271 52412271 Missense_Mutation SNP C T 78 140 c.440G>A c.(439-441)AGA>AAA p.R147K

Pat_08 Pre-Treatment RP1 6101 37 8 55537568 55537568 Nonsense_Mutation SNP C T 14 29 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_08 Pre-Treatment RP1 6101 37 8 55538973 55538973 Missense_Mutation SNP C T 23 34 c.2531C>T c.(2530-2532)TCT>TTT p.S844F

Pat_08 Pre-Treatment TRIM55 84675 37 8 67086730 67086730 Nonsense_Mutation SNP C T 49 75 c.1549C>T c.(1549-1551)CAG>TAG p.Q517*

Pat_08 Pre-Treatment CPA6 57094 37 8 68423876 68423876 Missense_Mutation SNP T G 67 85 c.332A>C c.(331-333)GAT>GCT p.D111A

Pat_08 Pre-Treatment KCNB2 9312 37 8 73480001 73480001 Missense_Mutation SNP G A 59 96 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_08 Pre-Treatment TRHR 7201 37 8 110100064 110100064 Missense_Mutation SNP G A 44 155 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_08 Pre-Treatment PKHD1L1 93035 37 8 110468517 110468517 Missense_Mutation SNP C T 25 50 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_08 Pre-Treatment CSMD3 114788 37 8 113326683 113326683 Missense_Mutation SNP T G 40 114 c.7524A>C c.(7522-7524)GAA>GAC p.E2508D

Pat_08 Pre-Treatment CSMD3 114788 37 8 113392596 113392596 Missense_Mutation SNP G A 63 192 c.6121C>T c.(6121-6123)CAT>TAT p.H2041Y

Pat_08 Pre-Treatment FER1L6 654463 37 8 125061918 125061918 Missense_Mutation SNP C T 39 86 c.2795C>T c.(2794-2796)CCC>CTC p.P932L

Pat_08 Pre-Treatment COL22A1 169044 37 8 139611032 139611032 Missense_Mutation SNP C T 41 98 c.4295G>A c.(4294-4296)GGA>GAA p.G1432E

Pat_08 Pre-Treatment PTPRD 5789 37 9 8341129 8341129 Missense_Mutation SNP C T 72 50 c.5087G>A c.(5086-5088)GGA>GAA p.G1696E



Pat_08 Pre-Treatment CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 9 5 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_08 Pre-Treatment TAF1L 138474 37 9 32633029 32633029 Missense_Mutation SNP T G 45 45 c.2549A>C c.(2548-2550)AAA>ACA p.K850T

Pat_08 Pre-Treatment OR2S2 56656 37 9 35957515 35957515 Missense_Mutation SNP G A 74 116 c.581C>T c.(580-582)TCC>TTC p.S194F

Pat_08 Pre-Treatment FRMPD1 22844 37 9 37692715 37692716 Missense_Mutation DNP GG AA 36 67 c.77_78GG>AA c.(76-78)CGG>CAA p.R26Q

Pat_08 Pre-Treatment FAM75A6 389730 37 9 43626820 43626820 Missense_Mutation SNP G C 9 22 c.1867C>G c.(1867-1869)CGG>GGG p.R623G

Pat_08 Pre-Treatment VPS13A 23230 37 9 79865130 79865130 Missense_Mutation SNP C T 48 101 c.2155C>T c.(2155-2157)CTT>TTT p.L719F

Pat_08 Pre-Treatment ZNF510 22869 37 9 99522622 99522622 Missense_Mutation SNP C A 31 71 c.490G>T c.(490-492)GTA>TTA p.V164L

Pat_08 Pre-Treatment OR13C9 286362 37 9 107380278 107380278 Missense_Mutation SNP C T 30 57 c.208G>A c.(208-210)GAC>AAC p.D70N

Pat_08 Pre-Treatment PTGS1 5742 37 9 125133515 125133515 Missense_Mutation SNP C T 28 56 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_08 Pre-Treatment NUP188 23511 37 9 131755873 131755873 Nonsense_Mutation SNP C T 62 134 c.2917C>T c.(2917-2919)CGA>TGA p.R973*

Pat_08 Pre-Treatment BAT2L1 84726 37 9 134350643 134350643 Missense_Mutation SNP C T 9 28 c.3127C>T c.(3127-3129)CCC>TCC p.P1043S

Pat_08 Pre-Treatment SURF6 6838 37 9 136200589 136200589 Nonsense_Mutation SNP G A 31 44 c.358C>T c.(358-360)CGA>TGA p.R120*

Pat_08 Pre-Treatment LCN10 414332 37 9 139636409 139636409 Missense_Mutation SNP C T 13 19 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_08 Pre-Treatment MXRA5 25878 37 X 3240874 3240874 Missense_Mutation SNP G A 17 33 c.2852C>T c.(2851-2853)TCG>TTG p.S951L

Pat_08 Pre-Treatment AMELX 265 37 X 11312955 11312955 Missense_Mutation SNP C T 85 173 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_08 Pre-Treatment PIGA 5277 37 X 15342966 15342966 Missense_Mutation SNP G A 17 56 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_08 Pre-Treatment YY2 404281 37 X 21871579 21871579 Missense_Mutation SNP C A 117 283 c.628C>A c.(628-630)CAA>AAA p.Q210K

Pat_08 Pre-Treatment MAGEB18 286514 37 X 26157607 26157607 Missense_Mutation SNP C T 9 14 c.505C>T c.(505-507)CCC>TCC p.P169S

Pat_08 Pre-Treatment OTC 5009 37 X 38212012 38212012 Missense_Mutation SNP G A 44 75 c.63G>A c.(61-63)ATG>ATA p.M21I

Pat_08 Pre-Treatment CXorf38 159013 37 X 40496317 40496317 Missense_Mutation SNP A T 48 85 c.563T>A c.(562-564)TTT>TAT p.F188Y

Pat_08 Pre-Treatment MTMR8 55613 37 X 63555965 63555965 Missense_Mutation SNP G A 38 66 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_08 Pre-Treatment EDA 1896 37 X 69247866 69247866 Missense_Mutation SNP C A 8 8 c.686C>A c.(685-687)CCT>CAT p.P229H

Pat_08 Pre-Treatment KIAA2022 340533 37 X 73960184 73960184 Missense_Mutation SNP C T 94 176 c.4208G>A c.(4207-4209)GGG>GAG p.G1403E

Pat_08 Pre-Treatment LPAR4 2846 37 X 78010473 78010473 Missense_Mutation SNP C T 119 222 c.107C>T c.(106-108)TCC>TTC p.S36F

Pat_08 Pre-Treatment APOOL 139322 37 X 84310875 84310875 Missense_Mutation SNP C T 13 19 c.338C>T c.(337-339)CCG>CTG p.P113L

Pat_08 Pre-Treatment KLHL4 56062 37 X 86880629 86880629 Missense_Mutation SNP C T 28 78 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_08 Pre-Treatment CXorf57 55086 37 X 105912404 105912404 Missense_Mutation SNP G A 155 349 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_08 Pre-Treatment TEX13B 56156 37 X 107225012 107225012 Missense_Mutation SNP C T 104 220 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_08 Pre-Treatment KIAA1210 57481 37 X 118222570 118222570 Missense_Mutation SNP G A 13 25 c.2623C>T c.(2623-2625)CTC>TTC p.L875F

Pat_08 Pre-Treatment ELF4 2000 37 X 129215252 129215252 Missense_Mutation SNP C T 121 251 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_08 Pre-Treatment IGSF1 3547 37 X 130419321 130419321 Missense_Mutation SNP C T 61 129 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_08 Pre-Treatment MAGEC1 9947 37 X 140994505 140994505 Missense_Mutation SNP C T 34 91 c.1315C>T c.(1315-1317)CCC>TCC p.P439S

Pat_08 Pre-Treatment FMR1 2332 37 X 147026391 147026391 Missense_Mutation SNP A G 11 22 c.1474A>G c.(1474-1476)ACT>GCT p.T492A

Pat_08 Pre-Treatment MAGEA4 4103 37 X 151092719 151092719 Nonsense_Mutation SNP C T 53 66 c.583C>T c.(583-585)CAG>TAG p.Q195*

Pat_08 Pre-Treatment MAGEA3 4102 37 X 151935383 151935383 Missense_Mutation SNP G A 57 137 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_08 Pre-Treatment PLXNA3 55558 37 X 153697535 153697535 Missense_Mutation SNP C T 27 97 c.4571C>T c.(4570-4572)CCC>CTC p.P1524L

Pat_08 Pre-Treatment F8 2157 37 X 154132258 154132258 Missense_Mutation SNP G A 93 128 c.5921C>T c.(5920-5922)TCT>TTT p.S1974F

Pat_08 Pre-Treatment TMLHE 55217 37 X 154736697 154736697 Missense_Mutation SNP G A 94 138 c.857C>T c.(856-858)CCT>CTT p.P286L

Pat_08 Post-Resistance ACAP3 116983 37 1 1230911 1230911 Missense_Mutation SNP G A 26 44 c.1729C>T c.(1729-1731)CGC>TGC p.R577C

Pat_08 Post-Resistance PANK4 55229 37 1 2452281 2452281 Missense_Mutation SNP G A 46 81 c.487C>T c.(487-489)CCC>TCC p.P163S

Pat_08 Post-Resistance PIK3CD 5293 37 1 9778878 9778878 Missense_Mutation SNP G A 5 214 c.1147G>A c.(1147-1149)GAC>AAC p.D383N

Pat_08 Post-Resistance UBE4B 10277 37 1 10211599 10211599 Missense_Mutation SNP C T 68 136 c.2906C>T c.(2905-2907)TCC>TTC p.S969F

Pat_08 Post-Resistance PRAMEF11 440560 37 1 12885059 12885059 Missense_Mutation SNP C G 6 334 c.1052G>C c.(1051-1053)TGC>TCC p.C351S

Pat_08 Post-Resistance PRAMEF8 391002 37 1 12979691 12979691 Missense_Mutation SNP G A 132 489 c.883G>A c.(883-885)GAG>AAG p.E295K

Pat_08 Post-Resistance FBLIM1 54751 37 1 16093982 16093982 Missense_Mutation SNP C T 14 26 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_08 Post-Resistance MST1P9 11223 37 1 17085872 17085872 Missense_Mutation SNP A G 5 38 c.949T>C c.(949-951)TGG>CGG p.W317R

Pat_08 Post-Resistance PIGV 55650 37 1 27120713 27120713 Missense_Mutation SNP T C 4 215 c.188T>C c.(187-189)CTG>CCG p.L63P



Pat_08 Post-Resistance SYTL1 84958 37 1 27675626 27675626 Missense_Mutation SNP C T 4 134 c.515C>T c.(514-516)GCG>GTG p.A172V

Pat_08 Post-Resistance KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 6 40 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_08 Post-Resistance BMP8B 656 37 1 40226129 40226129 Missense_Mutation SNP G T 5 490 c.1171C>A c.(1171-1173)CAC>AAC p.H391N

Pat_08 Post-Resistance KDM4A 9682 37 1 44132167 44132167 Missense_Mutation SNP C T 115 208 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_08 Post-Resistance BSND 7809 37 1 55472919 55472919 Missense_Mutation SNP A C 38 135 c.522A>C c.(520-522)GAA>GAC p.E174D

Pat_08 Post-Resistance C1orf168 199920 37 1 57216843 57216843 Nonsense_Mutation SNP G A 31 52 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_08 Post-Resistance C8B 732 37 1 57422471 57422471 Missense_Mutation SNP C T 304 554 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_08 Post-Resistance C1orf173 127254 37 1 75072512 75072512 Missense_Mutation SNP C T 101 184 c.1262G>A c.(1261-1263)GGA>GAA p.G421E

Pat_08 Post-Resistance LPHN2 23266 37 1 82409213 82409213 Missense_Mutation SNP G A 109 181 c.958G>A c.(958-960)GTC>ATC p.V320I

Pat_08 Post-Resistance TGFBR3 7049 37 1 92184982 92184982 Missense_Mutation SNP G A 188 318 c.1453C>T c.(1453-1455)CCT>TCT p.P485S

Pat_08 Post-Resistance CCDC76 54482 37 1 100605978 100605978 Missense_Mutation SNP C T 29 243 c.409C>T c.(409-411)CTT>TTT p.L137F

Pat_08 Post-Resistance COL11A1 1301 37 1 103440405 103440405 Missense_Mutation SNP G A 37 58 c.2789C>T c.(2788-2790)CCT>CTT p.P930L

Pat_08 Post-Resistance CELSR2 1952 37 1 109806965 109806965 Missense_Mutation SNP G A 5 341 c.5267G>A c.(5266-5268)CGT>CAT p.R1756H

Pat_08 Post-Resistance MAGI3 260425 37 1 114225824 114225824 Missense_Mutation SNP G A 65 99 c.3634G>A c.(3634-3636)GAA>AAA p.E1212K

Pat_08 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 61 567 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_08 Post-Resistance TBX15 6913 37 1 119469191 119469191 Missense_Mutation SNP G A 68 134 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_08 Post-Resistance NBPF7 343505 37 1 120381953 120381953 Missense_Mutation SNP T C 7 646 c.692A>G c.(691-693)TAT>TGT p.Y231C

Pat_08 Post-Resistance HIST2H2BE 8349 37 1 149858153 149858153 Missense_Mutation SNP T C 4 212 c.38A>G c.(37-39)AAG>AGG p.K13R

Pat_08 Post-Resistance CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 6 644 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_08 Post-Resistance CRNN 49860 37 1 152382770 152382770 Missense_Mutation SNP T C 6 730 c.788A>G c.(787-789)GAC>GGC p.D263G

Pat_08 Post-Resistance C1orf43 25912 37 1 154180066 154180066 Missense_Mutation SNP T C 93 136 c.625A>G c.(625-627)ACT>GCT p.T209A

Pat_08 Post-Resistance CLK2 1196 37 1 155236548 155236548 Missense_Mutation SNP C T 4 180 c.810G>A c.(808-810)ATG>ATA p.M270I

Pat_08 Post-Resistance RUSC1 23623 37 1 155295412 155295412 Missense_Mutation SNP C T 38 70 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_08 Post-Resistance CASQ1 844 37 1 160160558 160160558 Missense_Mutation SNP G A 47 79 c.17G>A c.(16-18)AGG>AAG p.R6K

Pat_08 Post-Resistance C1orf192 257177 37 1 161335356 161335356 Missense_Mutation SNP A T 156 291 c.308T>A c.(307-309)CTC>CAC p.L103H

Pat_08 Post-Resistance DUSP27 92235 37 1 167096296 167096296 Missense_Mutation SNP T A 3 39 c.1928T>A c.(1927-1929)ATG>AAG p.M643K

Pat_08 Post-Resistance DARS2 55157 37 1 173802529 173802529 Missense_Mutation SNP C T 13 16 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_08 Post-Resistance KIAA1614 57710 37 1 180885295 180885295 Missense_Mutation SNP C T 32 66 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_08 Post-Resistance CACNA1E 777 37 1 181765951 181765951 Missense_Mutation SNP C T 15 24 c.6227C>T c.(6226-6228)TCC>TTC p.S2076F

Pat_08 Post-Resistance KIF21B 23046 37 1 200945966 200945966 Missense_Mutation SNP C T 27 42 c.4381G>A c.(4381-4383)GTC>ATC p.V1461I

Pat_08 Post-Resistance LGR6 59352 37 1 202276021 202276021 Missense_Mutation SNP G A 48 108 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_08 Post-Resistance PIGR 5284 37 1 207110830 207110830 Missense_Mutation SNP G A 80 126 c.655C>T c.(655-657)CTC>TTC p.L219F

Pat_08 Post-Resistance GPATCH2 55105 37 1 217604543 217604543 Missense_Mutation SNP G A 195 304 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_08 Post-Resistance TLR5 7100 37 1 223286024 223286024 Missense_Mutation SNP C T 110 195 c.350G>A c.(349-351)GGA>GAA p.G117E

Pat_08 Post-Resistance PARP1 142 37 1 226555964 226555964 Missense_Mutation SNP G A 6 170 c.2213C>T c.(2212-2214)ACC>ATC p.T738I

Pat_08 Post-Resistance TTC13 79573 37 1 231060707 231060707 Missense_Mutation SNP G A 209 326 c.1601C>T c.(1600-1602)GCC>GTC p.A534V

Pat_08 Post-Resistance SLC35F3 148641 37 1 234454596 234454596 Missense_Mutation SNP C T 99 205 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_08 Post-Resistance NID1 4811 37 1 236187487 236187487 Missense_Mutation SNP G A 60 112 c.2011C>T c.(2011-2013)CCC>TCC p.P671S

Pat_08 Post-Resistance RYR2 6262 37 1 237774224 237774224 Missense_Mutation SNP G A 39 61 c.4846G>A c.(4846-4848)GGC>AGC p.G1616S

Pat_08 Post-Resistance NLRP3 114548 37 1 247582193 247582193 Missense_Mutation SNP C T 28 51 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_08 Post-Resistance OR2G3 81469 37 1 247769368 247769368 Missense_Mutation SNP A G 90 165 c.481A>G c.(481-483)ACT>GCT p.T161A

Pat_08 Post-Resistance OR2T3 343173 37 1 248637439 248637439 Missense_Mutation SNP C T 61 683 c.788C>T c.(787-789)ACC>ATC p.T263I

Pat_08 Post-Resistance ADARB2 105 37 10 1262945 1262945 Missense_Mutation SNP C T 12 47 c.1628G>A c.(1627-1629)GGC>GAC p.G543D

Pat_08 Post-Resistance AKR1C1 1645 37 10 5014844 5014844 Missense_Mutation SNP G A 96 184 c.749G>A c.(748-750)CGA>CAA p.R250Q

Pat_08 Post-Resistance DHTKD1 55526 37 10 12143176 12143176 Missense_Mutation SNP T C 13 26 c.1892T>C c.(1891-1893)CTA>CCA p.L631P

Pat_08 Post-Resistance CUBN 8029 37 10 17142048 17142048 Missense_Mutation SNP C T 182 266 c.1721G>A c.(1720-1722)AGA>AAA p.R574K

Pat_08 Post-Resistance CACNB2 783 37 10 18828535 18828535 Missense_Mutation SNP A G 90 125 c.1865A>G c.(1864-1866)AAC>AGC p.N622S



Pat_08 Post-Resistance PLXDC2 84898 37 10 20506391 20506391 Missense_Mutation SNP G A 58 73 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_08 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 8 197 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_08 Post-Resistance C10orf71 118461 37 10 50531430 50531430 Nonsense_Mutation SNP G A 22 9 c.840G>A c.(838-840)TGG>TGA p.W280*

Pat_08 Post-Resistance ASAH2 56624 37 10 52003017 52003017 Missense_Mutation SNP C T 277 146 c.455G>A c.(454-456)CGA>CAA p.R152Q

Pat_08 Post-Resistance ARID5B 84159 37 10 63851366 63851366 Missense_Mutation SNP C T 128 60 c.2144C>T c.(2143-2145)CCT>CTT p.P715L

Pat_08 Post-Resistance LRRTM3 347731 37 10 68687605 68687605 Missense_Mutation SNP G A 138 50 c.931G>A c.(931-933)GGG>AGG p.G311R

Pat_08 Post-Resistance PTEN 5728 37 10 89692886 89692886 Missense_Mutation SNP T C 201 228 c.370T>C c.(370-372)TGT>CGT p.C124R

Pat_08 Post-Resistance CYP2C18 1562 37 10 96466634 96466634 Missense_Mutation SNP G A 61 29 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_08 Post-Resistance ADRB1 153 37 10 115805027 115805027 Missense_Mutation SNP G A 3 71 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_08 Post-Resistance C10orf137 26098 37 10 127409788 127409788 Missense_Mutation SNP C T 87 58 c.124C>T c.(124-126)CTT>TTT p.L42F

Pat_08 Post-Resistance ATHL1 80162 37 11 294703 294703 Missense_Mutation SNP C T 213 326 c.2168C>T c.(2167-2169)TCC>TTC p.S723F

Pat_08 Post-Resistance MUC5B 727897 37 11 1262686 1262686 Missense_Mutation SNP G A 35 42 c.6655G>A c.(6655-6657)GAC>AAC p.D2219N

Pat_08 Post-Resistance KRTAP5-3 387266 37 11 1629152 1629152 Missense_Mutation SNP C A 9 829 c.464G>T c.(463-465)TGC>TTC p.C155F

Pat_08 Post-Resistance KRTAP5-5 439915 37 11 1651402 1651402 Missense_Mutation SNP C T 72 106 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_08 Post-Resistance KCNQ1 3784 37 11 2606487 2606487 Missense_Mutation SNP A G 40 117 c.1078A>G c.(1078-1080)AGG>GGG p.R360G

Pat_08 Post-Resistance SLC22A18 5002 37 11 2924603 2924603 Nonsense_Mutation SNP C T 46 73 c.28C>T c.(28-30)CAG>TAG p.Q10*

Pat_08 Post-Resistance OR51S1 119692 37 11 4869568 4869568 Missense_Mutation SNP G A 148 249 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_08 Post-Resistance OR51A4 401666 37 11 4967847 4967848 Missense_Mutation DNP GG AA 123 248 c.483_484CC>TTc.(481-486)TTCCCT>TTTTCT p.P162S

Pat_08 Post-Resistance OR51I1 390063 37 11 5462416 5462416 Missense_Mutation SNP G A 73 141 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_08 Post-Resistance UBQLNL 143630 37 11 5536653 5536653 Missense_Mutation SNP G A 93 191 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_08 Post-Resistance OR52N5 390075 37 11 5799521 5799521 Missense_Mutation SNP C T 103 157 c.344G>A c.(343-345)GGG>GAG p.G115E

Pat_08 Post-Resistance GTF2H1 2965 37 11 18379556 18379556 Missense_Mutation SNP C T 70 97 c.1318C>T c.(1318-1320)CTT>TTT p.L440F

Pat_08 Post-Resistance CCDC34 91057 37 11 27379017 27379017 Missense_Mutation SNP G A 88 116 c.431C>T c.(430-432)CCA>CTA p.P144L

Pat_08 Post-Resistance C11orf74 119710 37 11 36631726 36631726 Missense_Mutation SNP C T 48 99 c.73C>T c.(73-75)CTT>TTT p.L25F

Pat_08 Post-Resistance CHST1 8534 37 11 45672110 45672110 Missense_Mutation SNP C T 44 93 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_08 Post-Resistance DGKZ 8525 37 11 46396591 46396591 Missense_Mutation SNP C T 3 19 c.2270C>T c.(2269-2271)TCG>TTG p.S757L

Pat_08 Post-Resistance RAPSN 5913 37 11 47463243 47463243 Missense_Mutation SNP C T 57 64 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_08 Post-Resistance OR4C3 256144 37 11 48347478 48347478 Nonsense_Mutation SNP G A 4 54 c.986G>A c.(985-987)TGG>TAG p.W329*

Pat_08 Post-Resistance APLNR 187 37 11 57003806 57003806 Missense_Mutation SNP C T 4 220 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_08 Post-Resistance OR4D6 219983 37 11 59225019 59225019 Missense_Mutation SNP G A 108 128 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_08 Post-Resistance AHNAK 79026 37 11 62286730 62286731 Missense_Mutation DNP GG AA 196 394 c.15158_15159CC>TTc.(15157-15159)GCC>GTT p.A5053V

Pat_08 Post-Resistance TSGA10IP 254187 37 11 65714616 65714616 Missense_Mutation SNP C T 10 35 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_08 Post-Resistance CD248 57124 37 11 66082377 66082377 Missense_Mutation SNP C T 24 35 c.2122G>A c.(2122-2124)GTG>ATG p.V708M

Pat_08 Post-Resistance P4HA3 283208 37 11 74013458 74013458 Missense_Mutation SNP G A 197 273 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_08 Post-Resistance ACER3 55331 37 11 76726095 76726095 Nonsense_Mutation SNP C A 4 146 c.533C>A c.(532-534)TCA>TAA p.S178*

Pat_08 Post-Resistance C11orf67 28971 37 11 77553557 77553557 Missense_Mutation SNP A T 38 59 c.15A>T c.(13-15)GAA>GAT p.E5D

Pat_08 Post-Resistance INTS4 92105 37 11 77614629 77614629 Missense_Mutation SNP A G 5 93 c.2054T>C c.(2053-2055)TTG>TCG p.L685S

Pat_08 Post-Resistance ODZ4 26011 37 11 78440676 78440676 Missense_Mutation SNP C T 112 169 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_08 Post-Resistance TRPC6 7225 37 11 101375120 101375120 Missense_Mutation SNP T C 67 125 c.580A>G c.(580-582)ACC>GCC p.T194A

Pat_08 Post-Resistance EXPH5 23086 37 11 108381210 108381210 Missense_Mutation SNP A G 268 371 c.5024T>C c.(5023-5025)ATT>ACT p.I1675T

Pat_08 Post-Resistance USP28 57646 37 11 113701595 113701595 Missense_Mutation SNP G A 133 232 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_08 Post-Resistance FAM55B 120406 37 11 114569092 114569092 Missense_Mutation SNP G A 28 41 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_08 Post-Resistance DSCAML1 57453 37 11 117389456 117389456 Missense_Mutation SNP G A 30 46 c.1415C>T c.(1414-1416)TCG>TTG p.S472L

Pat_08 Post-Resistance TMPRSS13 84000 37 11 117789462 117789462 Missense_Mutation SNP T C 5 145 c.113A>G c.(112-114)CAG>CGG p.Q38R

Pat_08 Post-Resistance TMPRSS13 84000 37 11 117789465 117789465 Missense_Mutation SNP G C 5 146 c.110C>G c.(109-111)GCC>GGC p.A37G

Pat_08 Post-Resistance OR4D5 219875 37 11 123810973 123810973 Missense_Mutation SNP C T 238 422 c.650C>T c.(649-651)TCG>TTG p.S217L

Pat_08 Post-Resistance VWA5A 4013 37 11 123994449 123994449 Missense_Mutation SNP G A 50 97 c.1102G>A c.(1102-1104)GAA>AAA p.E368K



Pat_08 Post-Resistance OR8B8 26493 37 11 124310824 124310824 Missense_Mutation SNP G A 97 184 c.158C>T c.(157-159)TCT>TTT p.S53F

Pat_08 Post-Resistance NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 41 43 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_08 Post-Resistance DCP1B 196513 37 12 2061949 2061949 Missense_Mutation SNP C T 74 70 c.1157G>A c.(1156-1158)AGA>AAA p.R386K

Pat_08 Post-Resistance CD163L1 283316 37 12 7596704 7596704 Missense_Mutation SNP G A 67 145 c.20C>T c.(19-21)TCG>TTG p.S7L

Pat_08 Post-Resistance NANOG 79923 37 12 7947082 7947082 Missense_Mutation SNP G A 27 49 c.444G>A c.(442-444)ATG>ATA p.M148I

Pat_08 Post-Resistance KLRC3 3823 37 12 10572989 10572989 Missense_Mutation SNP C T 127 330 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_08 Post-Resistance PRB2 653247 37 12 11546417 11546417 Missense_Mutation SNP C T 136 194 c.595G>A c.(595-597)GGA>AGA p.G199R

Pat_08 Post-Resistance ABCC9 10060 37 12 22065982 22065982 Missense_Mutation SNP G A 68 118 c.835C>T c.(835-837)CCA>TCA p.P279S

Pat_08 Post-Resistance SYT10 341359 37 12 33579224 33579224 Missense_Mutation SNP C T 49 119 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Post-Resistance ADAMTS20 80070 37 12 43769952 43769952 Splice_Site SNP C T 4 9 c.5221_splice c.e35-1 p.I1741_splice

Pat_08 Post-Resistance ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 101 179 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_08 Post-Resistance PUS7L 83448 37 12 44148157 44148157 Missense_Mutation SNP C T 63 150 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_08 Post-Resistance COL2A1 1280 37 12 48389088 48389088 Missense_Mutation SNP G A 90 100 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_08 Post-Resistance RND1 27289 37 12 49251927 49251927 Missense_Mutation SNP G A 41 76 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_08 Post-Resistance KRT84 3890 37 12 52774929 52774929 Missense_Mutation SNP C T 168 283 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_08 Post-Resistance KRT6B 3854 37 12 52844377 52844377 Missense_Mutation SNP C G 79 199 c.568G>C c.(568-570)GTT>CTT p.V190L

Pat_08 Post-Resistance KRT6A 3853 37 12 52885322 52885322 Missense_Mutation SNP C T 127 281 c.739G>A c.(739-741)GAG>AAG p.E247K

Pat_08 Post-Resistance OR6C75 390323 37 12 55759372 55759372 Missense_Mutation SNP C T 44 96 c.478C>T c.(478-480)CTT>TTT p.L160F

Pat_08 Post-Resistance GLI1 2735 37 12 57860059 57860059 Missense_Mutation SNP G A 214 359 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_08 Post-Resistance MSRB3 253827 37 12 65722374 65722374 Missense_Mutation SNP C T 60 119 c.275C>T c.(274-276)CCA>CTA p.P92L

Pat_08 Post-Resistance PTPRB 5787 37 12 71002869 71002869 Missense_Mutation SNP C T 51 265 c.305G>A c.(304-306)AGA>AAA p.R102K

Pat_08 Post-Resistance C12orf12 196477 37 12 91348220 91348220 Nonsense_Mutation SNP C T 25 41 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_08 Post-Resistance AMDHD1 144193 37 12 96356148 96356148 Missense_Mutation SNP G A 57 140 c.829G>A c.(829-831)GGA>AGA p.G277R

Pat_08 Post-Resistance STAB2 55576 37 12 104046397 104046397 Missense_Mutation SNP G A 4 160 c.1321G>A c.(1321-1323)GGT>AGT p.G441S

Pat_08 Post-Resistance MMAB 326625 37 12 110006647 110006647 Missense_Mutation SNP C T 49 113 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_08 Post-Resistance ANAPC7 51434 37 12 110813898 110813898 Missense_Mutation SNP G T 4 220 c.1583C>A c.(1582-1584)GCA>GAA p.A528E

Pat_08 Post-Resistance OAS3 4940 37 12 113398950 113398950 Missense_Mutation SNP G A 3 87 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_08 Post-Resistance HPD 3242 37 12 122286921 122286921 Missense_Mutation SNP C T 100 170 c.580G>A c.(580-582)GTG>ATG p.V194M

Pat_08 Post-Resistance ZCCHC8 55596 37 12 122958814 122958814 Missense_Mutation SNP C T 83 111 c.1354G>A c.(1354-1356)GTA>ATA p.V452I

Pat_08 Post-Resistance CDK2AP1 8099 37 12 123751793 123751793 Missense_Mutation SNP G A 4 334 c.92C>T c.(91-93)ACG>ATG p.T31M

Pat_08 Post-Resistance GTF2H3 2967 37 12 124144370 124144370 Missense_Mutation SNP G A 83 137 c.713G>A c.(712-714)AGA>AAA p.R238K

Pat_08 Post-Resistance RIMBP2 23504 37 12 130926738 130926738 Missense_Mutation SNP A C 44 79 c.1108T>G c.(1108-1110)TGC>GGC p.C370G

Pat_08 Post-Resistance TUBA3C 7278 37 13 19752472 19752472 Missense_Mutation SNP C T 108 170 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_08 Post-Resistance WASF3 10810 37 13 27259911 27259911 Missense_Mutation SNP C T 55 61 c.1438C>T c.(1438-1440)CGG>TGG p.R480W

Pat_08 Post-Resistance GPR12 2835 37 13 27333521 27333521 Nonsense_Mutation SNP G C 55 132 c.444C>G c.(442-444)TAC>TAG p.Y148*

Pat_08 Post-Resistance NBEA 26960 37 13 36124729 36124729 Missense_Mutation SNP G A 29 48 c.6701G>A c.(6700-6702)CGA>CAA p.R2234Q

Pat_08 Post-Resistance EDNRB 1910 37 13 78477736 78477736 Missense_Mutation SNP C A 4 252 c.490G>T c.(490-492)GCA>TCA p.A164S

Pat_08 Post-Resistance NALCN 259232 37 13 101936361 101936361 Missense_Mutation SNP C T 40 74 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Post-Resistance NOVA1 4857 37 14 26917922 26917922 Missense_Mutation SNP G A 165 274 c.767C>T c.(766-768)GCC>GTC p.A256V

Pat_08 Post-Resistance NPAS3 64067 37 14 34204525 34204525 Missense_Mutation SNP C T 116 231 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_08 Post-Resistance RALGAPA1 253959 37 14 36191052 36191052 Missense_Mutation SNP A G 50 123 c.2108T>C c.(2107-2109)GTT>GCT p.V703A

Pat_08 Post-Resistance PNN 5411 37 14 39649841 39649842 Missense_Mutation DNP GG AA 27 47 c.928_929GG>AA c.(928-930)GGT>AAT p.G310N

Pat_08 Post-Resistance CDKL1 8814 37 14 50844945 50844945 Missense_Mutation SNP G A 32 46 c.1304C>T c.(1303-1305)CCC>CTC p.P435L

Pat_08 Post-Resistance KCNH5 27133 37 14 63174583 63174583 Missense_Mutation SNP T A 108 146 c.2610A>T c.(2608-2610)AAA>AAT p.K870N

Pat_08 Post-Resistance ZFYVE26 23503 37 14 68274583 68274583 Missense_Mutation SNP G A 134 212 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Post-Resistance DPF3 8110 37 14 73141047 73141047 Missense_Mutation SNP G A 23 49 c.772C>T c.(772-774)CCC>TCC p.P258S

Pat_08 Post-Resistance DPF3 8110 37 14 73190363 73190363 Missense_Mutation SNP C T 174 322 c.503G>A c.(502-504)CGA>CAA p.R168Q



Pat_08 Post-Resistance NRXN3 9369 37 14 79181364 79181364 Missense_Mutation SNP G A 95 135 c.807G>A c.(805-807)ATG>ATA p.M269I

Pat_08 Post-Resistance SERPINA10 51156 37 14 94754734 94754734 Missense_Mutation SNP C T 40 69 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_08 Post-Resistance SERPINA1 5265 37 14 94847406 94847406 Missense_Mutation SNP A C 20 42 c.719T>G c.(718-720)GTG>GGG p.V240G

Pat_08 Post-Resistance SERPINA9 327657 37 14 94935565 94935565 Missense_Mutation SNP G A 84 93 c.667C>T c.(667-669)CAC>TAC p.H223Y

Pat_08 Post-Resistance BRF1 2972 37 14 105752644 105752644 Missense_Mutation SNP G A 23 43 c.254C>T c.(253-255)ACC>ATC p.T85I

Pat_08 Post-Resistance NDN 4692 37 15 23932347 23932347 Missense_Mutation SNP C A 8 47 c.18G>T c.(16-18)AAG>AAT p.K6N

Pat_08 Post-Resistance THBS1 7057 37 15 39874759 39874759 Missense_Mutation SNP G A 34 64 c.433G>A c.(433-435)GAA>AAA p.E145K

Pat_08 Post-Resistance DLL4 54567 37 15 41228744 41228744 Missense_Mutation SNP C T 13 21 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_08 Post-Resistance UNC13C 440279 37 15 54305875 54305875 Missense_Mutation SNP G A 58 144 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_08 Post-Resistance UNC13C 440279 37 15 54557657 54557657 Missense_Mutation SNP G A 6 7 c.3781G>A c.(3781-3783)GGA>AGA p.G1261R

Pat_08 Post-Resistance UNC13C 440279 37 15 54825218 54825218 Missense_Mutation SNP G A 6 31 c.5650G>A c.(5650-5652)GAT>AAT p.D1884N

Pat_08 Post-Resistance FEM1B 10116 37 15 68582681 68582681 Missense_Mutation SNP C T 105 145 c.985C>T c.(985-987)CTT>TTT p.L329F

Pat_08 Post-Resistance CSPG4 1464 37 15 75982510 75982510 Missense_Mutation SNP G A 41 97 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_08 Post-Resistance IREB2 3658 37 15 78789516 78789516 Missense_Mutation SNP C T 91 208 c.2644C>T c.(2644-2646)CAT>TAT p.H882Y

Pat_08 Post-Resistance KIAA1199 57214 37 15 81225737 81225737 Missense_Mutation SNP G A 4 422 c.2945G>A c.(2944-2946)CGG>CAG p.R982Q

Pat_08 Post-Resistance ITFG3 83986 37 16 314061 314061 Missense_Mutation SNP C T 36 94 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_08 Post-Resistance PTX4 390667 37 16 1537629 1537629 Missense_Mutation SNP G A 18 19 c.469C>T c.(469-471)CAC>TAC p.H157Y

Pat_08 Post-Resistance ABCC1 4363 37 16 16108367 16108367 Missense_Mutation SNP T C 50 73 c.371T>C c.(370-372)ATT>ACT p.I124T

Pat_08 Post-Resistance DNAH3 55567 37 16 21098326 21098326 Nonsense_Mutation SNP C T 115 287 c.2721G>A c.(2719-2721)TGG>TGA p.W907*

Pat_08 Post-Resistance RBBP6 5930 37 16 24580595 24580595 Missense_Mutation SNP C T 71 123 c.2584C>T c.(2584-2586)CCA>TCA p.P862S

Pat_08 Post-Resistance ATP2A1 487 37 16 28890099 28890099 Missense_Mutation SNP A G 3 100 c.107A>G c.(106-108)TAC>TGC p.Y36C

Pat_08 Post-Resistance C16orf78 123970 37 16 49407878 49407878 Missense_Mutation SNP G A 137 213 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_08 Post-Resistance IRX5 10265 37 16 54965121 54965121 Missense_Mutation SNP C T 7 56 c.11C>T c.(10-12)CCG>CTG p.P4L

Pat_08 Post-Resistance CNOT1 23019 37 16 58621149 58621150 Missense_Mutation DNP CC AA 4 177 c.388_389GG>TT c.(388-390)GGC>TTC p.G130F

Pat_08 Post-Resistance GALNS 2588 37 16 88902160 88902160 Missense_Mutation SNP G A 53 81 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_08 Post-Resistance GALNS 2588 37 16 88904145 88904145 Missense_Mutation SNP G A 81 153 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_08 Post-Resistance SPG7 6687 37 16 89614503 89614503 Missense_Mutation SNP G A 5 246 c.1645G>A c.(1645-1647)GTG>ATG p.V549M

Pat_08 Post-Resistance TRPV1 7442 37 17 3494574 3494574 Missense_Mutation SNP C T 35 29 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Post-Resistance ZZEF1 23140 37 17 4013068 4013068 Missense_Mutation SNP T C 83 102 c.1156A>G c.(1156-1158)AAG>GAG p.K386E

Pat_08 Post-Resistance DHX33 56919 37 17 5352203 5352203 Missense_Mutation SNP C T 44 92 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_08 Post-Resistance PLSCR3 57048 37 17 7296213 7296213 Missense_Mutation SNP G A 306 491 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_08 Post-Resistance CHD3 1107 37 17 7807808 7807808 Missense_Mutation SNP C T 45 304 c.3943C>T c.(3943-3945)CCT>TCT p.P1315S

Pat_08 Post-Resistance GLP2R 9340 37 17 9729447 9729447 Missense_Mutation SNP G A 11 19 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_08 Post-Resistance MYO15A 51168 37 17 18022962 18022962 Missense_Mutation SNP C T 31 160 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_08 Post-Resistance FOXN1 8456 37 17 26864216 26864216 Missense_Mutation SNP C T 116 179 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_08 Post-Resistance SLC6A4 6532 37 17 28548904 28548904 Missense_Mutation SNP C T 78 166 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_08 Post-Resistance C17orf66 256957 37 17 34192286 34192286 Missense_Mutation SNP C T 81 143 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_08 Post-Resistance WIPF2 147179 37 17 38420847 38420847 Missense_Mutation SNP G A 244 394 c.419G>A c.(418-420)AGC>AAC p.S140N

Pat_08 Post-Resistance KRT17 3872 37 17 39775880 39775880 Missense_Mutation SNP G A 145 266 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_08 Post-Resistance MPP2 4355 37 17 41956666 41956666 Missense_Mutation SNP C T 167 283 c.1594G>A c.(1594-1596)GGA>AGA p.G532R

Pat_08 Post-Resistance FMNL1 752 37 17 43323883 43323883 Missense_Mutation SNP G A 75 144 c.3223G>A c.(3223-3225)GTG>ATG p.V1075M

Pat_08 Post-Resistance MAPT 4137 37 17 44061152 44061152 Missense_Mutation SNP C T 10 25 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_08 Post-Resistance KIAA1267 284058 37 17 44144090 44144090 Missense_Mutation SNP G C 34 46 c.1661C>G c.(1660-1662)CCT>CGT p.P554R

Pat_08 Post-Resistance TEX14 56155 37 17 56671001 56671001 Missense_Mutation SNP C T 74 125 c.2509G>A c.(2509-2511)GGA>AGA p.G837R

Pat_08 Post-Resistance CANT1 124583 37 17 76993313 76993313 Missense_Mutation SNP T C 6 699 c.392A>G c.(391-393)AAG>AGG p.K131R

Pat_08 Post-Resistance RPTOR 57521 37 17 78919517 78919518 Missense_Mutation DNP CC TT 66 114 c.3076_3077CC>TTc.(3076-3078)CCC>TTC p.P1026F

Pat_08 Post-Resistance CHMP1B 57132 37 18 11851859 11851859 Missense_Mutation SNP A C 200 339 c.349A>C c.(349-351)AAA>CAA p.K117Q



Pat_08 Post-Resistance MC5R 4161 37 18 13825823 13825823 Missense_Mutation SNP A G 81 127 c.59A>G c.(58-60)AAC>AGC p.N20S

Pat_08 Post-Resistance MEP1B 4225 37 18 29797780 29797780 Missense_Mutation SNP C T 32 85 c.1943C>T c.(1942-1944)TCC>TTC p.S648F

Pat_08 Post-Resistance RIT2 6014 37 18 40323589 40323589 Missense_Mutation SNP G A 64 103 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_08 Post-Resistance DCC 1630 37 18 50937005 50937005 Missense_Mutation SNP G A 66 105 c.3119G>A c.(3118-3120)AGG>AAG p.R1040K

Pat_08 Post-Resistance SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 96 130 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Post-Resistance SERPINB7 8710 37 18 61465976 61465976 Missense_Mutation SNP C T 130 207 c.593C>T c.(592-594)CCC>CTC p.P198L

Pat_08 Post-Resistance NETO1 81832 37 18 70461455 70461455 Missense_Mutation SNP G A 50 79 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_08 Post-Resistance ZNF57 126295 37 19 2917733 2917733 Missense_Mutation SNP G A 7 238 c.1114G>A c.(1114-1116)GCC>ACC p.A372T

Pat_08 Post-Resistance FSD1 79187 37 19 4323535 4323535 Nonsense_Mutation SNP G A 12 26 c.1386G>A c.(1384-1386)TGG>TGA p.W462*

Pat_08 Post-Resistance SEMA6B 10501 37 19 4550261 4550261 Missense_Mutation SNP C T 71 95 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_08 Post-Resistance ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 10 263 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_08 Post-Resistance ZNF333 84449 37 19 14815865 14815865 Splice_Site SNP G A 4 104 c.307_splice c.e6-1 p.G103_splice

Pat_08 Post-Resistance UNC13A 23025 37 19 17766939 17766939 Missense_Mutation SNP C T 8 8 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_08 Post-Resistance ZNF431 170959 37 19 21350459 21350459 Missense_Mutation SNP T A 5 437 c.309T>A c.(307-309)GAT>GAA p.D103E

Pat_08 Post-Resistance ZNF681 148213 37 19 23927372 23927372 Missense_Mutation SNP C G 12 516 c.980G>C c.(979-981)AGA>ACA p.R327T

Pat_08 Post-Resistance ZNF681 148213 37 19 23938352 23938352 Missense_Mutation SNP T C 5 359 c.5A>G c.(4-6)GAA>GGA p.E2G

Pat_08 Post-Resistance KIAA0355 9710 37 19 34791443 34791443 Missense_Mutation SNP C T 41 61 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_08 Post-Resistance CAPNS1 826 37 19 36633203 36633203 Missense_Mutation SNP G A 4 333 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_08 Post-Resistance ZNF585B 92285 37 19 37677976 37677976 Missense_Mutation SNP C T 64 123 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_08 Post-Resistance LRFN1 57622 37 19 39805289 39805289 Missense_Mutation SNP G A 19 21 c.688C>T c.(688-690)CTC>TTC p.L230F

Pat_08 Post-Resistance LTBP4 8425 37 19 41128389 41128390 Missense_Mutation DNP CC TA 17 42 c.3502_3503CC>TAc.(3502-3504)CCC>TAC p.P1168Y

Pat_08 Post-Resistance GEMIN7 79760 37 19 45593532 45593532 Nonsense_Mutation SNP C T 55 53 c.160C>T c.(160-162)CAG>TAG p.Q54*

Pat_08 Post-Resistance GPR77 27202 37 19 47844070 47844070 Missense_Mutation SNP C T 78 143 c.14C>T c.(13-15)TCT>TTT p.S5F

Pat_08 Post-Resistance CCDC155 147872 37 19 49898419 49898419 Missense_Mutation SNP C T 27 32 c.205C>T c.(205-207)CCC>TCC p.P69S

Pat_08 Post-Resistance ALDH16A1 126133 37 19 49962997 49962997 Missense_Mutation SNP G A 4 192 c.391G>A c.(391-393)GTT>ATT p.V131I

Pat_08 Post-Resistance ATF5 22809 37 19 50435876 50435876 Missense_Mutation SNP T C 7 25 c.376T>C c.(376-378)TCC>CCC p.S126P

Pat_08 Post-Resistance LILRA2 11027 37 19 55086932 55086932 Missense_Mutation SNP C T 4 200 c.865C>T c.(865-867)CAC>TAC p.H289Y

Pat_08 Post-Resistance LILRB1 10859 37 19 55147034 55147034 Missense_Mutation SNP G A 191 306 c.1624G>A c.(1624-1626)GAG>AAG p.E542K

Pat_08 Post-Resistance ZNF667 63934 37 19 56953336 56953336 Missense_Mutation SNP G A 79 123 c.1028C>T c.(1027-1029)TCA>TTA p.S343L

Pat_08 Post-Resistance ZIM2 23619 37 19 57286247 57286247 Missense_Mutation SNP C T 58 94 c.1393G>A c.(1393-1395)GCC>ACC p.A465T

Pat_08 Post-Resistance USP29 57663 37 19 57640433 57640433 Missense_Mutation SNP C A 6 172 c.390C>A c.(388-390)GAC>GAA p.D130E

Pat_08 Post-Resistance ASAP2 8853 37 2 9543385 9543385 Missense_Mutation SNP G T 4 130 c.2950G>T c.(2950-2952)GGC>TGC p.G984C

Pat_08 Post-Resistance C2orf48 348738 37 2 10282381 10282382 Splice_Site DNP GG AA 99 235 c.73_splice c.e3-1 p.G25_splice

Pat_08 Post-Resistance HS1BP3 64342 37 2 20838401 20838401 Missense_Mutation SNP G A 38 62 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Post-Resistance APOB 338 37 2 21232695 21232695 Missense_Mutation SNP C T 62 103 c.7045G>A c.(7045-7047)GAA>AAA p.E2349K

Pat_08 Post-Resistance ATAD2B 54454 37 2 24046220 24046220 Missense_Mutation SNP C T 39 72 c.2039G>A c.(2038-2040)AGA>AAA p.R680K

Pat_08 Post-Resistance SLC4A1AP 22950 37 2 27886668 27886668 Missense_Mutation SNP C T 174 316 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_08 Post-Resistance CRIM1 51232 37 2 36740798 36740798 Missense_Mutation SNP G A 4 189 c.1880G>A c.(1879-1881)CGG>CAG p.R627Q

Pat_08 Post-Resistance THADA 63892 37 2 43458330 43458331 Missense_Mutation DNP CC TT 18 34 c.5618_5619GG>AAc.(5617-5619)AGG>AAA p.R1873K

Pat_08 Post-Resistance FSHR 2492 37 2 49190238 49190238 Missense_Mutation SNP C T 49 63 c.1722G>A c.(1720-1722)ATG>ATA p.M574I

Pat_08 Post-Resistance ALMS1 7840 37 2 73681006 73681006 Missense_Mutation SNP C T 55 120 c.7355C>T c.(7354-7356)TCA>TTA p.S2452L

Pat_08 Post-Resistance EPB41L5 57669 37 2 120848052 120848052 Nonsense_Mutation SNP C T 114 160 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_08 Post-Resistance CNTNAP5 129684 37 2 125204485 125204485 Missense_Mutation SNP G A 215 269 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_08 Post-Resistance POTEF 728378 37 2 130832812 130832812 Missense_Mutation SNP C T 53 111 c.2233G>A c.(2233-2235)GGG>AGG p.G745R

Pat_08 Post-Resistance LOC401010 401010 37 2 132200831 132200831 Missense_Mutation SNP C T 19 24 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_08 Post-Resistance LRP1B 53353 37 2 141116476 141116476 Missense_Mutation SNP C T 143 210 c.11171G>A c.(11170-11172)AGA>AAA p.R3724K

Pat_08 Post-Resistance MBD5 55777 37 2 149226284 149226284 Missense_Mutation SNP C T 90 176 c.772C>T c.(772-774)CAT>TAT p.H258Y



Pat_08 Post-Resistance NEB 4703 37 2 152381753 152381753 Missense_Mutation SNP C T 42 83 c.17093G>A c.(17092-17094)GGA>GAA p.G5698E

Pat_08 Post-Resistance KCNJ3 3760 37 2 155711304 155711304 Missense_Mutation SNP C T 48 88 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_08 Post-Resistance SCN9A 6335 37 2 167085452 167085452 Missense_Mutation SNP G A 104 191 c.3922C>T c.(3922-3924)CCT>TCT p.P1308S

Pat_08 Post-Resistance DLX1 1745 37 2 172950632 172950632 Missense_Mutation SNP G A 5 401 c.227G>A c.(226-228)AGC>AAC p.S76N

Pat_08 Post-Resistance TTN 7273 37 2 179393620 179393620 Missense_Mutation SNP C T 55 86 c.99154G>A c.(99154-99156)GAA>AAA p.E33052K

Pat_08 Post-Resistance TTN 7273 37 2 179410756 179410756 Missense_Mutation SNP C T 37 37 c.87503G>A c.(87502-87504)GGA>GAA p.G29168E

Pat_08 Post-Resistance TTN 7273 37 2 179428394 179428394 Missense_Mutation SNP T C 160 209 c.74761A>G c.(74761-74763)ACA>GCA p.T24921A

Pat_08 Post-Resistance TTN 7273 37 2 179498194 179498194 Missense_Mutation SNP C T 63 94 c.35188G>A c.(35188-35190)GAA>AAA p.E11730K

Pat_08 Post-Resistance TTN 7273 37 2 179629430 179629430 Missense_Mutation SNP G A 99 199 c.9812C>T c.(9811-9813)TCC>TTC p.S3271F

Pat_08 Post-Resistance TTN 7273 37 2 179640313 179640313 Missense_Mutation SNP G A 52 96 c.6278C>T c.(6277-6279)TCT>TTT p.S2093F

Pat_08 Post-Resistance TTN 7273 37 2 179654118 179654118 Missense_Mutation SNP C T 99 174 c.2045G>A c.(2044-2046)AGA>AAA p.R682K

Pat_08 Post-Resistance SGOL2 151246 37 2 201437870 201437870 Missense_Mutation SNP A T 117 150 c.2801A>T c.(2800-2802)CAA>CTA p.Q934L

Pat_08 Post-Resistance CD28 940 37 2 204594385 204594385 Missense_Mutation SNP C T 79 138 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_08 Post-Resistance CRYGD 1421 37 2 208988904 208988904 Missense_Mutation SNP C T 37 64 c.184G>A c.(184-186)GAC>AAC p.D62N

Pat_08 Post-Resistance CPS1 1373 37 2 211460248 211460248 Missense_Mutation SNP C T 131 199 c.1301C>T c.(1300-1302)TCC>TTC p.S434F

Pat_08 Post-Resistance VIL1 7429 37 2 219296642 219296642 Missense_Mutation SNP C A 38 76 c.1165C>A c.(1165-1167)CAG>AAG p.Q389K

Pat_08 Post-Resistance SPHKAP 80309 37 2 228855801 228855801 Missense_Mutation SNP C T 67 107 c.4874G>A c.(4873-4875)CGA>CAA p.R1625Q

Pat_08 Post-Resistance CHRND 1144 37 2 233399978 233399978 Missense_Mutation SNP G A 98 124 c.1510G>A c.(1510-1512)GGG>AGG p.G504R

Pat_08 Post-Resistance CHRNG 1146 37 2 233408401 233408401 Missense_Mutation SNP G A 62 99 c.1027G>A c.(1027-1029)GTC>ATC p.V343I

Pat_08 Post-Resistance GPR35 2859 37 2 241569629 241569629 Missense_Mutation SNP C T 76 145 c.260C>T c.(259-261)CCG>CTG p.P87L

Pat_08 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 7 400 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_08 Post-Resistance NCOA6 23054 37 20 33337594 33337594 Missense_Mutation SNP C A 4 314 c.2404G>T c.(2404-2406)GGT>TGT p.G802C

Pat_08 Post-Resistance PTPRT 11122 37 20 41306649 41306649 Missense_Mutation SNP G A 89 142 c.1010C>T c.(1009-1011)ACC>ATC p.T337I

Pat_08 Post-Resistance CDH22 64405 37 20 44869692 44869692 Missense_Mutation SNP A G 58 165 c.460T>C c.(460-462)TTC>CTC p.F154L

Pat_08 Post-Resistance BAGE2 85319 37 21 11058168 11058168 Missense_Mutation SNP A T 4 258 c.272T>A c.(271-273)CTG>CAG p.L91Q

Pat_08 Post-Resistance SH3BGR 6450 37 21 40883698 40883698 Missense_Mutation SNP C T 48 66 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_08 Post-Resistance DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 75 136 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_08 Post-Resistance SLC37A1 54020 37 21 43963662 43963662 Missense_Mutation SNP G A 95 166 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_08 Post-Resistance KRTAP10-6 386674 37 21 46011918 46011918 Missense_Mutation SNP G A 183 567 c.448C>T c.(448-450)CCC>TCC p.P150S

Pat_08 Post-Resistance RTN4R 65078 37 22 20230526 20230526 Missense_Mutation SNP G A 25 45 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_08 Post-Resistance AP1B1 162 37 22 29727834 29727834 Missense_Mutation SNP G A 85 103 c.2381C>T c.(2380-2382)TCC>TTC p.S794F

Pat_08 Post-Resistance LARGE 9215 37 22 34046453 34046453 Missense_Mutation SNP G A 128 147 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_08 Post-Resistance SBF1 6305 37 22 50902808 50902808 Missense_Mutation SNP G A 4 267 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_08 Post-Resistance NUP210 23225 37 3 13370433 13370433 Missense_Mutation SNP G A 31 68 c.4124C>T c.(4123-4125)TCC>TTC p.S1375F

Pat_08 Post-Resistance FGD5 152273 37 3 14862578 14862578 Missense_Mutation SNP A G 66 93 c.2000A>G c.(1999-2001)AAC>AGC p.N667S

Pat_08 Post-Resistance UBP1 7342 37 3 33453119 33453119 Missense_Mutation SNP A G 147 239 c.509T>C c.(508-510)GTT>GCT p.V170A

Pat_08 Post-Resistance TRANK1 9881 37 3 36874752 36874752 Missense_Mutation SNP C T 42 83 c.4540G>A c.(4540-4542)GAA>AAA p.E1514K

Pat_08 Post-Resistance LRRFIP2 9209 37 3 37150142 37150142 Missense_Mutation SNP A G 127 194 c.643T>C c.(643-645)TAT>CAT p.Y215H

Pat_08 Post-Resistance HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 22 49 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_08 Post-Resistance SETD2 29072 37 3 47125298 47125298 Missense_Mutation SNP T C 4 405 c.5972A>G c.(5971-5973)GAG>GGG p.E1991G

Pat_08 Post-Resistance RHOA 387 37 3 49405936 49405936 Missense_Mutation SNP G A 117 138 c.202C>T c.(202-204)CGC>TGC p.R68C

Pat_08 Post-Resistance DNAH1 25981 37 3 52392656 52392656 Missense_Mutation SNP C T 18 87 c.4169C>T c.(4168-4170)CCC>CTC p.P1390L

Pat_08 Post-Resistance CACNA1D 776 37 3 53766925 53766925 Missense_Mutation SNP A T 53 78 c.2557A>T c.(2557-2559)ATG>TTG p.M853L

Pat_08 Post-Resistance CNTN3 5067 37 3 74385793 74385793 Missense_Mutation SNP C T 44 57 c.1381G>A c.(1381-1383)GAT>AAT p.D461N

Pat_08 Post-Resistance C3orf26 84319 37 3 99536869 99536869 Missense_Mutation SNP G A 80 81 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_08 Post-Resistance FBXO40 51725 37 3 121345753 121345753 Missense_Mutation SNP C T 39 65 c.2126C>T c.(2125-2127)TCC>TTC p.S709F

Pat_08 Post-Resistance SLC15A2 6565 37 3 121613396 121613396 Nonsense_Mutation SNP C T 324 477 c.73C>T c.(73-75)CGA>TGA p.R25*



Pat_08 Post-Resistance OTOL1 131149 37 3 161221408 161221408 Missense_Mutation SNP G A 23 48 c.1112G>A c.(1111-1113)GGG>GAG p.G371E

Pat_08 Post-Resistance MECOM 2122 37 3 168838897 168838897 Missense_Mutation SNP G A 56 96 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_08 Post-Resistance TP63 8626 37 3 189455588 189455588 Missense_Mutation SNP C T 84 130 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_08 Post-Resistance MUC4 4585 37 3 195508133 195508133 Missense_Mutation SNP G A 3 22 c.9934C>T c.(9934-9936)CCT>TCT p.P3312S

Pat_08 Post-Resistance MUC4 4585 37 3 195511925 195511925 Missense_Mutation SNP A G 6 25 c.6526T>C c.(6526-6528)TCT>CCT p.S2176P

Pat_08 Post-Resistance SLC26A1 10861 37 4 984951 984951 Missense_Mutation SNP C T 4 93 c.541G>A c.(541-543)GCC>ACC p.A181T

Pat_08 Post-Resistance TACC3 10460 37 4 1730226 1730226 Missense_Mutation SNP C T 35 78 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_08 Post-Resistance DEFB131 644414 37 4 9452106 9452106 Missense_Mutation SNP G A 14 50 c.79G>A c.(79-81)GAT>AAT p.D27N

Pat_08 Post-Resistance UGT2A3 79799 37 4 69817123 69817123 Missense_Mutation SNP C T 29 55 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_08 Post-Resistance PARM1 25849 37 4 75938040 75938040 Missense_Mutation SNP C T 304 419 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_08 Post-Resistance NAA11 84779 37 4 80246759 80246759 Missense_Mutation SNP C T 44 51 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_08 Post-Resistance ARHGAP24 83478 37 4 86863344 86863344 Missense_Mutation SNP C T 64 101 c.517C>T c.(517-519)CTC>TTC p.L173F

Pat_08 Post-Resistance DSPP 1834 37 4 88535148 88535148 Missense_Mutation SNP G A 4 328 c.1334G>A c.(1333-1335)AGC>AAC p.S445N

Pat_08 Post-Resistance IBSP 3381 37 4 88732988 88732988 Missense_Mutation SNP G A 104 218 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_08 Post-Resistance FAM190A 401145 37 4 91229782 91229782 Missense_Mutation SNP C T 48 43 c.347C>T c.(346-348)TCT>TTT p.S116F

Pat_08 Post-Resistance ADH1C 126 37 4 100266089 100266089 Missense_Mutation SNP G A 201 339 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_08 Post-Resistance FAT4 79633 37 4 126372799 126372799 Missense_Mutation SNP C T 149 240 c.10628C>T c.(10627-10629)CCC>CTC p.P3543L

Pat_08 Post-Resistance PCDH18 54510 37 4 138451129 138451129 Missense_Mutation SNP G A 149 260 c.2114C>T c.(2113-2115)TCC>TTC p.S705F

Pat_08 Post-Resistance LRBA 987 37 4 151837674 151837674 Missense_Mutation SNP C T 27 60 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_08 Post-Resistance FSTL5 56884 37 4 162376261 162376261 Missense_Mutation SNP C A 78 113 c.1736G>T c.(1735-1737)GGG>GTG p.G579V

Pat_08 Post-Resistance 1-Mar 55016 37 4 164507014 164507014 Missense_Mutation SNP G A 66 95 c.310C>T c.(310-312)CGC>TGC p.R104C

Pat_08 Post-Resistance ANXA10 11199 37 4 169099049 169099049 Nonsense_Mutation SNP G A 133 271 c.543G>A c.(541-543)TGG>TGA p.W181*

Pat_08 Post-Resistance GALNT7 51809 37 4 174242826 174242826 Missense_Mutation SNP A T 41 62 c.1932A>T c.(1930-1932)AAA>AAT p.K644N

Pat_08 Post-Resistance SNX25 83891 37 4 186263251 186263251 Missense_Mutation SNP T C 155 211 c.1676T>C c.(1675-1677)TTA>TCA p.L559S

Pat_08 Post-Resistance SEMA5A 9037 37 5 9197374 9197374 Missense_Mutation SNP C T 101 184 c.974G>A c.(973-975)AGC>AAC p.S325N

Pat_08 Post-Resistance CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 85 178 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_08 Post-Resistance DNAH5 1767 37 5 13714578 13714578 Missense_Mutation SNP G C 4 372 c.13061C>G c.(13060-13062)GCG>GGG p.A4354G

Pat_08 Post-Resistance DNAH5 1767 37 5 13823476 13823476 Missense_Mutation SNP C T 55 67 c.6583G>A c.(6583-6585)GAT>AAT p.D2195N

Pat_08 Post-Resistance CDH18 1016 37 5 19571761 19571761 Missense_Mutation SNP C T 114 152 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_08 Post-Resistance RAI14 26064 37 5 34814746 34814746 Missense_Mutation SNP C T 66 139 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_08 Post-Resistance UGT3A1 133688 37 5 35965946 35965946 Missense_Mutation SNP C T 45 78 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_08 Post-Resistance SLC1A3 6507 37 5 36686171 36686171 Missense_Mutation SNP C T 78 126 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_08 Post-Resistance PLK2 10769 37 5 57752362 57752362 Missense_Mutation SNP T C 4 390 c.1211A>G c.(1210-1212)AAG>AGG p.K404R

Pat_08 Post-Resistance RAB3C 115827 37 5 57913641 57913641 Missense_Mutation SNP G A 23 49 c.196G>A c.(196-198)GAT>AAT p.D66N

Pat_08 Post-Resistance ADAMTS6 11174 37 5 64483859 64483859 Missense_Mutation SNP G A 96 154 c.2894C>T c.(2893-2895)GCT>GTT p.A965V

Pat_08 Post-Resistance FAM169A 26049 37 5 74077829 74077829 Missense_Mutation SNP G A 15 136 c.1469C>T c.(1468-1470)CCA>CTA p.P490L

Pat_08 Post-Resistance SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 15 198 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_08 Post-Resistance GPR98 84059 37 5 89949415 89949415 Missense_Mutation SNP C T 38 57 c.4024C>T c.(4024-4026)CCA>TCA p.P1342S

Pat_08 Post-Resistance TSSK1B 83942 37 5 112770218 112770218 Missense_Mutation SNP C T 39 63 c.319G>A c.(319-321)GCC>ACC p.A107T

Pat_08 Post-Resistance ADAMTS19 171019 37 5 128863489 128863489 Missense_Mutation SNP C T 125 66 c.1117C>T c.(1117-1119)CGT>TGT p.R373C

Pat_08 Post-Resistance FSTL4 23105 37 5 132652260 132652260 Missense_Mutation SNP C T 46 17 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_08 Post-Resistance CTNNA1 1495 37 5 138265031 138265031 Missense_Mutation SNP G A 3 87 c.1996G>A c.(1996-1998)GGC>AGC p.G666S

Pat_08 Post-Resistance PCDHB17 54661 37 5 140536771 140536771 Missense_Mutation SNP G A 23 28 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_08 Post-Resistance PPP2R2B 5521 37 5 146017937 146017937 Missense_Mutation SNP C T 75 179 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_08 Post-Resistance DPYSL3 1809 37 5 146781130 146781130 Missense_Mutation SNP G A 36 42 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_08 Post-Resistance PDGFRB 5159 37 5 149510138 149510138 Missense_Mutation SNP G A 4 419 c.1331C>T c.(1330-1332)CCG>CTG p.P444L

Pat_08 Post-Resistance GABRA6 2559 37 5 161115979 161115979 Missense_Mutation SNP C T 100 67 c.250C>T c.(250-252)CGC>TGC p.R84C



Pat_08 Post-Resistance ODZ2 57451 37 5 167622180 167622180 Splice_Site SNP G A 15 27 c.2754_splice c.e15-1 p.S918_splice

Pat_08 Post-Resistance ARL10 285598 37 5 175793384 175793384 Missense_Mutation SNP C T 6 18 c.185C>T c.(184-186)CCC>CTC p.P62L

Pat_08 Post-Resistance RASGEF1C 255426 37 5 179529070 179529070 Splice_Site SNP C T 25 80 c.1376_splice c.e12+1 p.R459_splice

Pat_08 Post-Resistance FOXC1 2296 37 6 1611150 1611150 Missense_Mutation SNP A G 30 376 c.470A>G c.(469-471)GAC>GGC p.D157G

Pat_08 Post-Resistance DSP 1832 37 6 7580784 7580784 Missense_Mutation SNP T G 110 445 c.4361T>G c.(4360-4362)GTC>GGC p.V1454G

Pat_08 Post-Resistance MAK 4117 37 6 10802187 10802187 Missense_Mutation SNP C T 68 292 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_08 Post-Resistance HIVEP1 3096 37 6 12123018 12123018 Missense_Mutation SNP C T 140 587 c.2990C>T c.(2989-2991)CCT>CTT p.P997L

Pat_08 Post-Resistance SCAND3 114821 37 6 28539827 28539828 Missense_Mutation DNP CC TT 31 128 c.3838_3839GG>AAc.(3838-3840)GGA>AAA p.G1280K

Pat_08 Post-Resistance SCAND3 114821 37 6 28540785 28540785 Missense_Mutation SNP C T 52 129 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_08 Post-Resistance OR2J2 26707 37 6 29141910 29141910 Nonsense_Mutation SNP G A 200 499 c.498G>A c.(496-498)TGG>TGA p.W166*

Pat_08 Post-Resistance MDC1 9656 37 6 30672288 30672288 Missense_Mutation SNP C A 10 664 c.4672G>T c.(4672-4674)GGC>TGC p.G1558C

Pat_08 Post-Resistance DDR1 780 37 6 30860230 30860230 Missense_Mutation SNP C T 35 69 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_08 Post-Resistance TNXB 7148 37 6 32026008 32026008 Missense_Mutation SNP G A 43 144 c.7652C>T c.(7651-7653)TCC>TTC p.S2551F

Pat_08 Post-Resistance HLA-DRA 3122 37 6 32410472 32410472 Splice_Site SNP T C 192 436 c.328_splice c.e2+2 p.V110_splice

Pat_08 Post-Resistance COL11A2 1302 37 6 33136737 33136737 Missense_Mutation SNP G A 95 274 c.3847C>T c.(3847-3849)CCT>TCT p.P1283S

Pat_08 Post-Resistance LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 5 53 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_08 Post-Resistance IP6K3 117283 37 6 33690517 33690517 Missense_Mutation SNP C T 101 249 c.1213G>A c.(1213-1215)GAT>AAT p.D405N

Pat_08 Post-Resistance GLP1R 2740 37 6 39047471 39047471 Missense_Mutation SNP C T 50 160 c.1175C>T c.(1174-1176)TCC>TTC p.S392F

Pat_08 Post-Resistance TREML4 285852 37 6 41196525 41196525 Missense_Mutation SNP G A 112 352 c.137G>A c.(136-138)AGA>AAA p.R46K

Pat_08 Post-Resistance ZNF318 24149 37 6 43324886 43324886 Missense_Mutation SNP T C 18 365 c.1166A>G c.(1165-1167)GAC>GGC p.D389G

Pat_08 Post-Resistance POLH 5429 37 6 43582164 43582164 Missense_Mutation SNP C T 46 742 c.2012C>T c.(2011-2013)CCC>CTC p.P671L

Pat_08 Post-Resistance TDRD6 221400 37 6 46659190 46659190 Nonsense_Mutation SNP G T 141 338 c.3325G>T c.(3325-3327)GAA>TAA p.E1109*

Pat_08 Post-Resistance GPR115 221393 37 6 47681873 47681873 Missense_Mutation SNP T G 128 101 c.892T>G c.(892-894)TTG>GTG p.L298V

Pat_08 Post-Resistance FAM83B 222584 37 6 54735196 54735196 Missense_Mutation SNP G A 103 313 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_08 Post-Resistance GFRAL 389400 37 6 55196641 55196641 Missense_Mutation SNP G A 52 123 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_08 Post-Resistance KIAA1586 57691 37 6 56919090 56919090 Missense_Mutation SNP T G 42 98 c.1793T>G c.(1792-1794)TTT>TGT p.F598C

Pat_08 Post-Resistance COL9A1 1297 37 6 70961981 70961981 Missense_Mutation SNP C T 71 137 c.1802G>A c.(1801-1803)GGA>GAA p.G601E

Pat_08 Post-Resistance COL9A1 1297 37 6 70984435 70984435 Missense_Mutation SNP G A 49 78 c.1016C>T c.(1015-1017)TCA>TTA p.S339L

Pat_08 Post-Resistance RIMS1 22999 37 6 73110352 73110352 Missense_Mutation SNP T C 135 240 c.5015T>C c.(5014-5016)CTC>CCC p.L1672P

Pat_08 Post-Resistance EEF1A1 1915 37 6 74229701 74229701 Missense_Mutation SNP C T 62 87 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_08 Post-Resistance CNR1 1268 37 6 88854819 88854819 Nonsense_Mutation SNP G A 16 54 c.175C>T c.(175-177)CAA>TAA p.Q59*

Pat_08 Post-Resistance RFX6 222546 37 6 117249966 117249966 Missense_Mutation SNP G A 195 344 c.2443G>A c.(2443-2445)GGA>AGA p.G815R

Pat_08 Post-Resistance C6orf204 387119 37 6 118801656 118801656 Missense_Mutation SNP C T 55 106 c.1766G>A c.(1765-1767)AGA>AAA p.R589K

Pat_08 Post-Resistance FAM184A 79632 37 6 119345282 119345282 Missense_Mutation SNP C T 48 95 c.856G>A c.(856-858)GAT>AAT p.D286N

Pat_08 Post-Resistance RSPO3 84870 37 6 127476496 127476496 Missense_Mutation SNP C T 75 121 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_08 Post-Resistance PTPRK 5796 37 6 128388791 128388791 Missense_Mutation SNP C T 119 228 c.2030G>A c.(2029-2031)GGA>GAA p.G677E

Pat_08 Post-Resistance L3MBTL3 84456 37 6 130425708 130425708 Missense_Mutation SNP C T 118 166 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_08 Post-Resistance SAMD3 154075 37 6 130465798 130465798 Missense_Mutation SNP C T 92 147 c.1430G>A c.(1429-1431)AGG>AAG p.R477K

Pat_08 Post-Resistance ALDH8A1 64577 37 6 135239986 135239986 Missense_Mutation SNP C T 155 211 c.1031G>A c.(1030-1032)AGA>AAA p.R344K

Pat_08 Post-Resistance FBXO30 84085 37 6 146126961 146126961 Missense_Mutation SNP G A 54 432 c.581C>T c.(580-582)GCT>GTT p.A194V

Pat_08 Post-Resistance TIAM2 26230 37 6 155450436 155450436 Missense_Mutation SNP C T 75 172 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_08 Post-Resistance ARID1B 57492 37 6 157522541 157522541 Missense_Mutation SNP G A 235 421 c.4759G>A c.(4759-4761)GAG>AAG p.E1587K

Pat_08 Post-Resistance MLLT4 4301 37 6 168370511 168370511 Missense_Mutation SNP T A 32 34 c.5401T>A c.(5401-5403)TTC>ATC p.F1801I

Pat_08 Post-Resistance INTS1 26173 37 7 1513911 1513911 Missense_Mutation SNP A G 26 76 c.5722T>C c.(5722-5724)TTC>CTC p.F1908L

Pat_08 Post-Resistance SDK1 221935 37 7 4107511 4107511 Missense_Mutation SNP G A 12 43 c.2953G>A c.(2953-2955)GAC>AAC p.D985N

Pat_08 Post-Resistance KIAA0415 9907 37 7 4824003 4824003 Splice_Site SNP G A 3 48 c.790_splice c.e6+1 p.D264_splice

Pat_08 Post-Resistance STK31 56164 37 7 23776524 23776524 Missense_Mutation SNP G A 13 79 c.844G>A c.(844-846)GAA>AAA p.E282K



Pat_08 Post-Resistance HOXA4 3201 37 7 27168950 27168950 Missense_Mutation SNP G A 96 220 c.857C>T c.(856-858)TCG>TTG p.S286L

Pat_08 Post-Resistance HECW1 23072 37 7 43351600 43351600 Missense_Mutation SNP C T 87 268 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_08 Post-Resistance VOPP1 81552 37 7 55540681 55540681 Missense_Mutation SNP G A 41 90 c.386C>T c.(385-387)CCT>CTT p.P129L

Pat_08 Post-Resistance ZNF679 168417 37 7 63726958 63726958 Missense_Mutation SNP G A 135 429 c.947G>A c.(946-948)AGA>AAA p.R316K

Pat_08 Post-Resistance WBSCR17 64409 37 7 71177084 71177084 Missense_Mutation SNP C T 89 227 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_08 Post-Resistance PCLO 27445 37 7 82544688 82544688 Missense_Mutation SNP G A 30 70 c.12614C>T c.(12613-12615)CCT>CTT p.P4205L

Pat_08 Post-Resistance GRM3 2913 37 7 86394514 86394514 Missense_Mutation SNP G A 87 332 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_08 Post-Resistance STEAP4 79689 37 7 87911999 87911999 Missense_Mutation SNP C T 64 190 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_08 Post-Resistance DYNC1I1 1780 37 7 95662058 95662058 Missense_Mutation SNP G A 159 417 c.1247G>A c.(1246-1248)TGT>TAT p.C416Y

Pat_08 Post-Resistance BAIAP2L1 55971 37 7 97991713 97991713 Missense_Mutation SNP C T 63 213 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_08 Post-Resistance ACHE 43 37 7 100491517 100491517 Missense_Mutation SNP C T 115 275 c.337G>A c.(337-339)GGC>AGC p.G113S

Pat_08 Post-Resistance NRCAM 4897 37 7 107880409 107880409 Missense_Mutation SNP G A 73 258 c.100C>T c.(100-102)CTT>TTT p.L34F

Pat_08 Post-Resistance CFTR 1080 37 7 117175443 117175443 Missense_Mutation SNP G A 54 152 c.721G>A c.(721-723)GGG>AGG p.G241R

Pat_08 Post-Resistance KCND2 3751 37 7 119914743 119914743 Nonsense_Mutation SNP G A 128 326 c.57G>A c.(55-57)TGG>TGA p.W19*

Pat_08 Post-Resistance RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 463 402 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_08 Post-Resistance TSGA14 95681 37 7 130041725 130041725 Missense_Mutation SNP T A 83 191 c.639A>T c.(637-639)GAA>GAT p.E213D

Pat_08 Post-Resistance TRIM24 8805 37 7 138266508 138266508 Missense_Mutation SNP C T 32 98 c.2785C>T c.(2785-2787)CCT>TCT p.P929S

Pat_08 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 826 75 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_08 Post-Resistance TAS2R38 5726 37 7 141672855 141672855 Missense_Mutation SNP G A 483 146 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_08 Post-Resistance TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 24 341 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_08 Post-Resistance TRPV5 56302 37 7 142625242 142625242 Missense_Mutation SNP C T 57 137 c.850G>A c.(850-852)GAC>AAC p.D284N

Pat_08 Post-Resistance OR6V1 346517 37 7 142750371 142750371 Missense_Mutation SNP G A 15 29 c.934G>A c.(934-936)GCA>ACA p.A312T

Pat_08 Post-Resistance CLCN1 1180 37 7 143018840 143018840 Missense_Mutation SNP C T 74 130 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_08 Post-Resistance OR2F1 26211 37 7 143657859 143657859 Missense_Mutation SNP C A 36 245 c.796C>A c.(796-798)CCC>ACC p.P266T

Pat_08 Post-Resistance ABP1 26 37 7 150554027 150554027 Missense_Mutation SNP G A 93 231 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_08 Post-Resistance TNFRSF10C 8794 37 8 22974270 22974270 Missense_Mutation SNP A C 4 345 c.506A>C c.(505-507)AAC>ACC p.N169T

Pat_08 Post-Resistance SCARA5 286133 37 8 27779754 27779754 Missense_Mutation SNP G A 17 29 c.250C>T c.(250-252)CCG>TCG p.P84S

Pat_08 Post-Resistance GSR 2936 37 8 30553929 30553929 Missense_Mutation SNP A G 134 255 c.763T>C c.(763-765)TCT>CCT p.S255P

Pat_08 Post-Resistance IDO2 169355 37 8 39845421 39845421 Missense_Mutation SNP G A 21 22 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_08 Post-Resistance PXDNL 137902 37 8 52321700 52321700 Missense_Mutation SNP A T 13 31 c.2484T>A c.(2482-2484)GAT>GAA p.D828E

Pat_08 Post-Resistance PXDNL 137902 37 8 52412271 52412271 Missense_Mutation SNP C T 118 245 c.440G>A c.(439-441)AGA>AAA p.R147K

Pat_08 Post-Resistance RP1 6101 37 8 55537568 55537568 Nonsense_Mutation SNP C T 48 81 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_08 Post-Resistance RP1 6101 37 8 55538973 55538973 Missense_Mutation SNP C T 64 97 c.2531C>T c.(2530-2532)TCT>TTT p.S844F

Pat_08 Post-Resistance TRIM55 84675 37 8 67086730 67086730 Nonsense_Mutation SNP C T 131 197 c.1549C>T c.(1549-1551)CAG>TAG p.Q517*

Pat_08 Post-Resistance CPA6 57094 37 8 68423876 68423876 Missense_Mutation SNP T G 118 189 c.332A>C c.(331-333)GAT>GCT p.D111A

Pat_08 Post-Resistance KCNB2 9312 37 8 73480001 73480001 Missense_Mutation SNP G A 96 261 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_08 Post-Resistance UBR5 51366 37 8 103354847 103354847 Missense_Mutation SNP G A 4 318 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_08 Post-Resistance TRHR 7201 37 8 110100064 110100064 Missense_Mutation SNP G A 88 303 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_08 Post-Resistance PKHD1L1 93035 37 8 110468517 110468517 Missense_Mutation SNP C T 34 109 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_08 Post-Resistance CSMD3 114788 37 8 113326683 113326683 Missense_Mutation SNP T G 77 254 c.7524A>C c.(7522-7524)GAA>GAC p.E2508D

Pat_08 Post-Resistance CSMD3 114788 37 8 113392596 113392596 Missense_Mutation SNP G A 127 391 c.6121C>T c.(6121-6123)CAT>TAT p.H2041Y

Pat_08 Post-Resistance FER1L6 654463 37 8 125061918 125061918 Missense_Mutation SNP C T 90 175 c.2795C>T c.(2794-2796)CCC>CTC p.P932L

Pat_08 Post-Resistance COL22A1 169044 37 8 139611032 139611032 Missense_Mutation SNP C T 50 136 c.4295G>A c.(4294-4296)GGA>GAA p.G1432E

Pat_08 Post-Resistance TRAPPC9 83696 37 8 141460925 141460925 Missense_Mutation SNP T C 5 51 c.548A>G c.(547-549)GAG>GGG p.E183G

Pat_08 Post-Resistance EIF2C2 27161 37 8 141545667 141545667 Missense_Mutation SNP A G 75 202 c.2171T>C c.(2170-2172)GTT>GCT p.V724A

Pat_08 Post-Resistance PTPRD 5789 37 9 8341129 8341129 Missense_Mutation SNP C T 181 88 c.5087G>A c.(5086-5088)GGA>GAA p.G1696E

Pat_08 Post-Resistance CNTLN 54875 37 9 17466725 17466725 Missense_Mutation SNP G A 3 35 c.3688G>A c.(3688-3690)GTA>ATA p.V1230I



Pat_08 Post-Resistance CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 18 8 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_08 Post-Resistance TAF1L 138474 37 9 32633029 32633029 Missense_Mutation SNP T G 121 125 c.2549A>C c.(2548-2550)AAA>ACA p.K850T

Pat_08 Post-Resistance OR2S2 56656 37 9 35957515 35957515 Missense_Mutation SNP G A 186 301 c.581C>T c.(580-582)TCC>TTC p.S194F

Pat_08 Post-Resistance FRMPD1 22844 37 9 37692715 37692716 Missense_Mutation DNP GG AA 98 200 c.77_78GG>AA c.(76-78)CGG>CAA p.R26Q

Pat_08 Post-Resistance VPS13A 23230 37 9 79865130 79865130 Missense_Mutation SNP C T 124 226 c.2155C>T c.(2155-2157)CTT>TTT p.L719F

Pat_08 Post-Resistance FAM22F 54754 37 9 97082793 97082793 Missense_Mutation SNP C G 4 83 c.1065G>C c.(1063-1065)AAG>AAC p.K355N

Pat_08 Post-Resistance ZNF510 22869 37 9 99522622 99522622 Missense_Mutation SNP C A 83 124 c.490G>T c.(490-492)GTA>TTA p.V164L

Pat_08 Post-Resistance OR13C9 286362 37 9 107380278 107380278 Missense_Mutation SNP C T 103 170 c.208G>A c.(208-210)GAC>AAC p.D70N

Pat_08 Post-Resistance PTGS1 5742 37 9 125133515 125133515 Missense_Mutation SNP C T 36 78 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_08 Post-Resistance NUP188 23511 37 9 131755873 131755873 Nonsense_Mutation SNP C T 144 214 c.2917C>T c.(2917-2919)CGA>TGA p.R973*

Pat_08 Post-Resistance BAT2L1 84726 37 9 134350643 134350643 Missense_Mutation SNP C T 26 51 c.3127C>T c.(3127-3129)CCC>TCC p.P1043S

Pat_08 Post-Resistance SURF6 6838 37 9 136200589 136200589 Nonsense_Mutation SNP G A 49 65 c.358C>T c.(358-360)CGA>TGA p.R120*

Pat_08 Post-Resistance MRPS2 51116 37 9 138395713 138395713 Missense_Mutation SNP G A 4 215 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_08 Post-Resistance LCN10 414332 37 9 139636409 139636409 Missense_Mutation SNP C T 12 18 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_08 Post-Resistance MXRA5 25878 37 X 3240874 3240874 Missense_Mutation SNP G A 61 90 c.2852C>T c.(2851-2853)TCG>TTG p.S951L

Pat_08 Post-Resistance AMELX 265 37 X 11312955 11312955 Missense_Mutation SNP C T 142 262 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_08 Post-Resistance PIGA 5277 37 X 15342966 15342966 Missense_Mutation SNP G A 33 56 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_08 Post-Resistance YY2 404281 37 X 21871579 21871579 Missense_Mutation SNP C A 192 371 c.628C>A c.(628-630)CAA>AAA p.Q210K

Pat_08 Post-Resistance EIF2S3 1968 37 X 24089743 24089743 Missense_Mutation SNP G A 51 356 c.1081G>A c.(1081-1083)GTC>ATC p.V361I

Pat_08 Post-Resistance MAGEB18 286514 37 X 26157607 26157607 Missense_Mutation SNP C T 14 33 c.505C>T c.(505-507)CCC>TCC p.P169S

Pat_08 Post-Resistance FAM47C 442444 37 X 37028026 37028026 Missense_Mutation SNP T C 9 684 c.1543T>C c.(1543-1545)TCT>CCT p.S515P

Pat_08 Post-Resistance OTC 5009 37 X 38212012 38212012 Missense_Mutation SNP G A 81 139 c.63G>A c.(61-63)ATG>ATA p.M21I

Pat_08 Post-Resistance CXorf38 159013 37 X 40496317 40496317 Missense_Mutation SNP A T 78 102 c.563T>A c.(562-564)TTT>TAT p.F188Y

Pat_08 Post-Resistance RBM3 5935 37 X 48433978 48433978 Missense_Mutation SNP C T 3 78 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_08 Post-Resistance MTMR8 55613 37 X 63555965 63555965 Missense_Mutation SNP G A 46 107 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_08 Post-Resistance EDA 1896 37 X 69247866 69247866 Missense_Mutation SNP C A 13 26 c.686C>A c.(685-687)CCT>CAT p.P229H

Pat_08 Post-Resistance DLG3 1741 37 X 69712000 69712000 Missense_Mutation SNP A G 7 20 c.1564A>G c.(1564-1566)AGC>GGC p.S522G

Pat_08 Post-Resistance KIAA2022 340533 37 X 73960184 73960184 Missense_Mutation SNP C T 212 394 c.4208G>A c.(4207-4209)GGG>GAG p.G1403E

Pat_08 Post-Resistance LPAR4 2846 37 X 78010473 78010473 Missense_Mutation SNP C T 274 499 c.107C>T c.(106-108)TCC>TTC p.S36F

Pat_08 Post-Resistance APOOL 139322 37 X 84310875 84310875 Missense_Mutation SNP C T 19 52 c.338C>T c.(337-339)CCG>CTG p.P113L

Pat_08 Post-Resistance KLHL4 56062 37 X 86880629 86880629 Missense_Mutation SNP C T 72 148 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_08 Post-Resistance CXorf57 55086 37 X 105912404 105912404 Missense_Mutation SNP G A 308 532 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_08 Post-Resistance TEX13B 56156 37 X 107225012 107225012 Missense_Mutation SNP C T 268 454 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_08 Post-Resistance KIAA1210 57481 37 X 118222570 118222570 Missense_Mutation SNP G A 28 54 c.2623C>T c.(2623-2625)CTC>TTC p.L875F

Pat_08 Post-Resistance ELF4 2000 37 X 129215252 129215252 Missense_Mutation SNP C T 247 459 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_08 Post-Resistance IGSF1 3547 37 X 130419321 130419321 Missense_Mutation SNP C T 153 286 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_08 Post-Resistance MAGEC1 9947 37 X 140994505 140994505 Missense_Mutation SNP C T 137 307 c.1315C>T c.(1315-1317)CCC>TCC p.P439S

Pat_08 Post-Resistance FMR1 2332 37 X 147026391 147026391 Missense_Mutation SNP A G 36 50 c.1474A>G c.(1474-1476)ACT>GCT p.T492A

Pat_08 Post-Resistance MAGEA4 4103 37 X 151092719 151092719 Nonsense_Mutation SNP C T 130 242 c.583C>T c.(583-585)CAG>TAG p.Q195*

Pat_08 Post-Resistance MAGEA3 4102 37 X 151935383 151935383 Missense_Mutation SNP G A 192 397 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_08 Post-Resistance PLXNA3 55558 37 X 153697535 153697535 Missense_Mutation SNP C T 61 164 c.4571C>T c.(4570-4572)CCC>CTC p.P1524L

Pat_08 Post-Resistance F8 2157 37 X 154132258 154132258 Missense_Mutation SNP G A 171 306 c.5921C>T c.(5920-5922)TCT>TTT p.S1974F

Pat_08 Post-Resistance TMLHE 55217 37 X 154736697 154736697 Missense_Mutation SNP G A 229 280 c.857C>T c.(856-858)CCT>CTT p.P286L

Pat_11 Pre-Treatment KLHL17 339451 37 1 900402 900402 Missense_Mutation SNP G A 4 82 c.1760G>A c.(1759-1761)GGT>GAT p.G587D

Pat_11 Pre-Treatment PRDM16 63976 37 1 3319415 3319415 Missense_Mutation SNP G A 4 151 c.737G>A c.(736-738)CGG>CAG p.R246Q

Pat_11 Pre-Treatment SPSB1 80176 37 1 9416131 9416131 Nonsense_Mutation SNP C T 6 272 c.181C>T c.(181-183)CGA>TGA p.R61*

Pat_11 Pre-Treatment PEX14 5195 37 1 10689972 10689972 Missense_Mutation SNP T G 51 108 c.1062T>G c.(1060-1062)GAT>GAG p.D354E



Pat_11 Pre-Treatment OTUD3 23252 37 1 20234196 20234196 Missense_Mutation SNP C T 4 167 c.1154C>T c.(1153-1155)ACG>ATG p.T385M

Pat_11 Pre-Treatment ECE1 1889 37 1 21548295 21548295 Missense_Mutation SNP G A 6 601 c.2081C>T c.(2080-2082)TCG>TTG p.S694L

Pat_11 Pre-Treatment HSPG2 3339 37 1 22174273 22174273 Missense_Mutation SNP T G 30 36 c.7934A>C c.(7933-7935)CAG>CCG p.Q2645P

Pat_11 Pre-Treatment CELA3B 23436 37 1 22313162 22313162 Missense_Mutation SNP G A 4 109 c.781G>A c.(781-783)GAC>AAC p.D261N

Pat_11 Pre-Treatment EPHA8 2046 37 1 22927440 22927441 Missense_Mutation DNP GC AT 5 217 c.2588_2589GC>AT c.(2587-2589)TGC>TAT p.C863Y

Pat_11 Pre-Treatment MAN1C1 57134 37 1 26075788 26075788 Missense_Mutation SNP G A 4 82 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_11 Pre-Treatment AHDC1 27245 37 1 27876631 27876631 Missense_Mutation SNP G A 4 164 c.1996C>T c.(1996-1998)CGG>TGG p.R666W

Pat_11 Pre-Treatment EIF3I 8668 37 1 32691835 32691835 Missense_Mutation SNP G A 5 248 c.314G>A c.(313-315)GGC>GAC p.G105D

Pat_11 Pre-Treatment LCK 3932 37 1 32740659 32740659 Missense_Mutation SNP G A 35 159 c.253G>A c.(253-255)GGG>AGG p.G85R

Pat_11 Pre-Treatment KIAA0319L 79932 37 1 35900511 35900511 Missense_Mutation SNP C T 4 126 c.3134G>A c.(3133-3135)CGG>CAG p.R1045Q

Pat_11 Pre-Treatment NFYC 4802 37 1 41218859 41218859 Nonsense_Mutation SNP C T 16 70 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_11 Pre-Treatment HIVEP3 59269 37 1 42046388 42046388 Missense_Mutation SNP G A 4 167 c.4081C>T c.(4081-4083)CCC>TCC p.P1361S

Pat_11 Pre-Treatment PTPRF 5792 37 1 44075097 44075097 Missense_Mutation SNP G A 4 123 c.3901G>A c.(3901-3903)GGA>AGA p.G1301R

Pat_11 Pre-Treatment PRDX1 5052 37 1 45980605 45980605 Missense_Mutation SNP G A 4 216 c.323C>T c.(322-324)CCG>CTG p.P108L

Pat_11 Pre-Treatment PCSK9 255738 37 1 55509558 55509558 Missense_Mutation SNP G A 50 108 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_11 Pre-Treatment ROR1 4919 37 1 64515506 64515506 Missense_Mutation SNP C T 4 234 c.307C>T c.(307-309)CGG>TGG p.R103W

Pat_11 Pre-Treatment COL24A1 255631 37 1 86557972 86557972 Missense_Mutation SNP C T 4 95 c.1631G>A c.(1630-1632)GGT>GAT p.G544D

Pat_11 Pre-Treatment HFM1 164045 37 1 91781722 91781723 Missense_Mutation DNP GG AA 6 28 c.2917_2918CC>TTc.(2917-2919)CCC>TTC p.P973F

Pat_11 Pre-Treatment TGFBR3 7049 37 1 92195405 92195405 Missense_Mutation SNP C T 5 353 c.694G>A c.(694-696)GTA>ATA p.V232I

Pat_11 Pre-Treatment ALG14 199857 37 1 95448657 95448657 Missense_Mutation SNP G A 4 230 c.626C>T c.(625-627)TCG>TTG p.S209L

Pat_11 Pre-Treatment DPYD 1806 37 1 98058782 98058782 Missense_Mutation SNP G A 35 107 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_11 Pre-Treatment AMIGO1 57463 37 1 110050820 110050820 Missense_Mutation SNP G A 4 126 c.715C>T c.(715-717)CGG>TGG p.R239W

Pat_11 Pre-Treatment EPS8L3 79574 37 1 110294814 110294814 Missense_Mutation SNP G A 5 197 c.1237C>T c.(1237-1239)CGG>TGG p.R413W

Pat_11 Pre-Treatment RBM15 64783 37 1 110884345 110884345 Missense_Mutation SNP G A 5 257 c.2318G>A c.(2317-2319)GGG>GAG p.G773E

Pat_11 Pre-Treatment ATP5F1 515 37 1 111996918 111996918 Missense_Mutation SNP C T 52 125 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_11 Pre-Treatment RAP1A 5906 37 1 112247011 112247011 Missense_Mutation SNP G A 4 118 c.371G>A c.(370-372)CGA>CAA p.R124Q

Pat_11 Pre-Treatment DCLRE1B 64858 37 1 114449702 114449702 Missense_Mutation SNP G A 5 214 c.274G>A c.(274-276)GTA>ATA p.V92I

Pat_11 Pre-Treatment SYCP1 6847 37 1 115455721 115455721 Missense_Mutation SNP G A 42 87 c.1597G>A c.(1597-1599)GAA>AAA p.E533K

Pat_11 Pre-Treatment C1orf161 126868 37 1 116666738 116666738 Missense_Mutation SNP G A 4 177 c.241G>A c.(241-243)GGG>AGG p.G81R

Pat_11 Pre-Treatment TTF2 8458 37 1 117635516 117635516 Missense_Mutation SNP G A 5 159 c.2969G>A c.(2968-2970)AGC>AAC p.S990N

Pat_11 Pre-Treatment SPAG17 200162 37 1 118598455 118598455 Missense_Mutation SNP C T 8 20 c.2623G>A c.(2623-2625)GAG>AAG p.E875K

Pat_11 Pre-Treatment HSD3B2 3284 37 1 119985517 119985517 Missense_Mutation SNP C G 12 35 c.324C>G c.(322-324)ATC>ATG p.I108M

Pat_11 Pre-Treatment NBPF10 100132406 37 1 145360580 145360580 Missense_Mutation SNP A G 7 91 c.9430A>G c.(9430-9432)AAA>GAA p.K3144E

Pat_11 Pre-Treatment HIST2H2BE 8349 37 1 149858090 149858090 Missense_Mutation SNP C T 5 350 c.101G>A c.(100-102)CGC>CAC p.R34H

Pat_11 Pre-Treatment RPTN 126638 37 1 152128479 152128479 Missense_Mutation SNP G A 370 446 c.1096C>T c.(1096-1098)CAC>TAC p.H366Y

Pat_11 Pre-Treatment NUP210L 91181 37 1 153991444 153991444 Missense_Mutation SNP G A 39 131 c.4618C>T c.(4618-4620)CAT>TAT p.H1540Y

Pat_11 Pre-Treatment ADAR 103 37 1 154562404 154562404 Missense_Mutation SNP G A 4 151 c.2497C>T c.(2497-2499)CTC>TTC p.L833F

Pat_11 Pre-Treatment FCRL2 79368 37 1 157740438 157740438 Missense_Mutation SNP G A 4 55 c.71C>T c.(70-72)GCG>GTG p.A24V

Pat_11 Pre-Treatment TNN 63923 37 1 175067731 175067731 Missense_Mutation SNP G A 56 137 c.2119G>A c.(2119-2121)GAC>AAC p.D707N

Pat_11 Pre-Treatment ASTN1 460 37 1 176983946 176983946 Missense_Mutation SNP C T 215 435 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_11 Pre-Treatment IER5 51278 37 1 181058769 181058769 Missense_Mutation SNP G A 4 59 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_11 Pre-Treatment KCNT2 343450 37 1 196197409 196197409 Missense_Mutation SNP C T 4 110 c.3353G>A c.(3352-3354)AGA>AAA p.R1118K

Pat_11 Pre-Treatment GPR37L1 9283 37 1 202097367 202097367 Missense_Mutation SNP G A 6 419 c.1129G>A c.(1129-1131)GTC>ATC p.V377I

Pat_11 Pre-Treatment PLXNA2 5362 37 1 208391105 208391105 Missense_Mutation SNP C T 5 376 c.163G>A c.(163-165)GTC>ATC p.V55I

Pat_11 Pre-Treatment NEK2 4751 37 1 211843711 211843711 Missense_Mutation SNP C T 4 284 c.677G>A c.(676-678)GGG>GAG p.G226E

Pat_11 Pre-Treatment JMJD4 65094 37 1 227921686 227921686 Missense_Mutation SNP G A 41 103 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_11 Pre-Treatment TRIM17 51127 37 1 228596305 228596305 Missense_Mutation SNP G A 4 206 c.1031C>T c.(1030-1032)ACG>ATG p.T344M



Pat_11 Pre-Treatment TRIM67 440730 37 1 231299608 231299608 Missense_Mutation SNP G A 3 26 c.893G>A c.(892-894)CGC>CAC p.R298H

Pat_11 Pre-Treatment LYST 1130 37 1 235872531 235872531 Missense_Mutation SNP G A 4 89 c.10003C>T c.(10003-10005)CGT>TGT p.R3335C

Pat_11 Pre-Treatment OR2M5 127059 37 1 248309108 248309108 Missense_Mutation SNP G A 109 339 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_11 Pre-Treatment PFKP 5214 37 10 3162234 3162234 Missense_Mutation SNP G A 4 155 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_11 Pre-Treatment FAM107B 83641 37 10 14572407 14572407 Missense_Mutation SNP G T 4 97 c.52C>A c.(52-54)CAG>AAG p.Q18K

Pat_11 Pre-Treatment CUBN 8029 37 10 16932424 16932424 Missense_Mutation SNP C T 4 111 c.8701G>A c.(8701-8703)GTC>ATC p.V2901I

Pat_11 Pre-Treatment PDSS1 23590 37 10 27035313 27035313 Missense_Mutation SNP G A 4 114 c.1159G>A c.(1159-1161)GCA>ACA p.A387T

Pat_11 Pre-Treatment ARHGAP12 94134 37 10 32150388 32150388 Missense_Mutation SNP G A 4 80 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_11 Pre-Treatment ALOX5 240 37 10 45938974 45938974 Missense_Mutation SNP G A 3 39 c.1562G>A c.(1561-1563)CGC>CAC p.R521H

Pat_11 Pre-Treatment SIRT1 23411 37 10 69651214 69651214 Missense_Mutation SNP C T 4 131 c.844C>T c.(844-846)CGC>TGC p.R282C

Pat_11 Pre-Treatment MYPN 84665 37 10 69970102 69970102 Missense_Mutation SNP G A 4 153 c.3853G>A c.(3853-3855)GGA>AGA p.G1285R

Pat_11 Pre-Treatment CDHR1 92211 37 10 85974039 85974039 Missense_Mutation SNP C T 4 68 c.2242C>T c.(2242-2244)CCC>TCC p.P748S

Pat_11 Pre-Treatment CDHR1 92211 37 10 85974293 85974293 Missense_Mutation SNP G T 4 133 c.2496G>T c.(2494-2496)ATG>ATT p.M832I

Pat_11 Pre-Treatment BMPR1A 657 37 10 88659648 88659648 Splice_Site SNP G A 4 102 c.430_splice c.e6+1 p.G144_splice

Pat_11 Pre-Treatment PTEN 5728 37 10 89692902 89692902 Missense_Mutation SNP G A 94 112 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_11 Pre-Treatment BLNK 29760 37 10 97969643 97969643 Missense_Mutation SNP C T 120 161 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_11 Pre-Treatment TM9SF3 56889 37 10 98287230 98287230 Missense_Mutation SNP G A 4 76 c.1565C>T c.(1564-1566)GCT>GTT p.A522V

Pat_11 Pre-Treatment SLIT1 6585 37 10 98924646 98924647 Missense_Mutation DNP CC TT 43 55 c.198_199GG>AAc.(196-201)CTGGAA>CTAAAA p.E67K

Pat_11 Pre-Treatment PPRC1 23082 37 10 103901161 103901161 Missense_Mutation SNP C T 50 51 c.2896C>T c.(2896-2898)CCT>TCT p.P966S

Pat_11 Pre-Treatment SUFU 51684 37 10 104375134 104375134 Missense_Mutation SNP G A 8 215 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_11 Pre-Treatment ABLIM1 3983 37 10 116213233 116213233 Missense_Mutation SNP G A 5 79 c.1451C>T c.(1450-1452)CCG>CTG p.P484L

Pat_11 Pre-Treatment ATRNL1 26033 37 10 117226706 117226706 Missense_Mutation SNP C T 9 20 c.3440C>T c.(3439-3441)TCA>TTA p.S1147L

Pat_11 Pre-Treatment DMBT1 1755 37 10 124348552 124348552 Missense_Mutation SNP G A 6 582 c.1876G>A c.(1876-1878)GTG>ATG p.V626M

Pat_11 Pre-Treatment UTF1 8433 37 10 135044752 135044752 Missense_Mutation SNP G A 3 14 c.832G>A c.(832-834)GCC>ACC p.A278T

Pat_11 Pre-Treatment PTDSS2 81490 37 11 487014 487014 Missense_Mutation SNP G A 4 215 c.511G>A c.(511-513)GGG>AGG p.G171R

Pat_11 Pre-Treatment OR52B4 143496 37 11 4388924 4388924 Missense_Mutation SNP C A 13 34 c.602G>T c.(601-603)GGG>GTG p.G201V

Pat_11 Pre-Treatment OR51M1 390059 37 11 5411079 5411079 Missense_Mutation SNP C A 6 414 c.451C>A c.(451-453)CAG>AAG p.Q151K

Pat_11 Pre-Treatment OR52N5 390075 37 11 5799538 5799538 Missense_Mutation SNP C G 3 120 c.327G>C c.(325-327)CAG>CAC p.Q109H

Pat_11 Pre-Treatment C11orf16 56673 37 11 8942909 8942909 Missense_Mutation SNP C T 4 201 c.1358G>A c.(1357-1359)CGG>CAG p.R453Q

Pat_11 Pre-Treatment TEAD1 7003 37 11 12951761 12951761 Missense_Mutation SNP G A 4 241 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_11 Pre-Treatment PDE3B 5140 37 11 14666034 14666034 Missense_Mutation SNP G A 3 45 c.413G>A c.(412-414)CGG>CAG p.R138Q

Pat_11 Pre-Treatment CCDC34 91057 37 11 27384420 27384420 Missense_Mutation SNP C T 4 169 c.322G>A c.(322-324)GCG>ACG p.A108T

Pat_11 Pre-Treatment PAMR1 25891 37 11 35456088 35456088 Missense_Mutation SNP C T 4 298 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_11 Pre-Treatment OR4C6 219432 37 11 55432767 55432767 Missense_Mutation SNP T C 50 118 c.125T>C c.(124-126)CTT>CCT p.L42P

Pat_11 Pre-Treatment SSRP1 6749 37 11 57100260 57100260 Missense_Mutation SNP G A 4 107 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_11 Pre-Treatment ZDHHC5 25921 37 11 57457663 57457663 Missense_Mutation SNP G A 4 211 c.545G>A c.(544-546)CGC>CAC p.R182H

Pat_11 Pre-Treatment MS4A5 64232 37 11 60201352 60201352 Missense_Mutation SNP C A 5 210 c.454C>A c.(454-456)CAA>AAA p.Q152K

Pat_11 Pre-Treatment DAGLA 747 37 11 61511654 61511654 Missense_Mutation SNP G A 4 155 c.2822G>A c.(2821-2823)AGC>AAC p.S941N

Pat_11 Pre-Treatment FERMT3 83706 37 11 63990542 63990542 Missense_Mutation SNP G A 4 219 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_11 Pre-Treatment PYGM 5837 37 11 64514214 64514214 Missense_Mutation SNP G A 4 186 c.2446C>T c.(2446-2448)CGC>TGC p.R816C

Pat_11 Pre-Treatment SF1 7536 37 11 64535600 64535600 Missense_Mutation SNP G A 4 184 c.1046C>T c.(1045-1047)CCC>CTC p.P349L

Pat_11 Pre-Treatment CDC42BPG 55561 37 11 64599130 64599130 Missense_Mutation SNP C T 3 42 c.3151G>A c.(3151-3153)GAG>AAG p.E1051K

Pat_11 Pre-Treatment CAPN1 823 37 11 64974021 64974021 Nonsense_Mutation SNP C T 6 339 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_11 Pre-Treatment BBS1 582 37 11 66294257 66294257 Nonsense_Mutation SNP C T 6 365 c.1318C>T c.(1318-1320)CGA>TGA p.R440*

Pat_11 Pre-Treatment SHANK2 22941 37 11 70332923 70332923 Missense_Mutation SNP C T 29 146 c.3475G>A c.(3475-3477)GGT>AGT p.G1159S

Pat_11 Pre-Treatment ME3 10873 37 11 86267649 86267649 Missense_Mutation SNP G A 4 120 c.413C>T c.(412-414)ACG>ATG p.T138M

Pat_11 Pre-Treatment CNTN5 53942 37 11 100141922 100141922 Missense_Mutation SNP G T 4 62 c.2263G>T c.(2263-2265)GGG>TGG p.G755W



Pat_11 Pre-Treatment MMP12 4321 37 11 102738092 102738092 Missense_Mutation SNP G A 8 24 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_11 Pre-Treatment MPZL3 196264 37 11 118107921 118107921 Missense_Mutation SNP G A 5 241 c.295C>T c.(295-297)CGG>TGG p.R99W

Pat_11 Pre-Treatment PVRL1 5818 37 11 119547812 119547812 Missense_Mutation SNP G A 4 177 c.851C>T c.(850-852)ACG>ATG p.T284M

Pat_11 Pre-Treatment ARHGEF12 23365 37 11 120298811 120298811 Missense_Mutation SNP G A 7 438 c.440G>A c.(439-441)CGC>CAC p.R147H

Pat_11 Pre-Treatment PATE2 399967 37 11 125647312 125647312 Missense_Mutation SNP G A 28 77 c.307C>T c.(307-309)CAT>TAT p.H103Y

Pat_11 Pre-Treatment NFRKB 4798 37 11 129739745 129739745 Missense_Mutation SNP G A 28 39 c.3175C>T c.(3175-3177)CGC>TGC p.R1059C

Pat_11 Pre-Treatment WNK1 65125 37 12 993904 993904 Missense_Mutation SNP C T 4 187 c.3934C>T c.(3934-3936)CGT>TGT p.R1312C

Pat_11 Pre-Treatment CACNA1C 775 37 12 2659138 2659138 Missense_Mutation SNP G A 3 60 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_11 Pre-Treatment TEAD4 7004 37 12 3129886 3129886 Missense_Mutation SNP C G 4 135 c.667C>G c.(667-669)CTC>GTC p.L223V

Pat_11 Pre-Treatment KCNA6 3742 37 12 4919314 4919314 Missense_Mutation SNP G A 5 283 c.107G>A c.(106-108)GGC>GAC p.G36D

Pat_11 Pre-Treatment VWF 7450 37 12 6128346 6128346 Missense_Mutation SNP G A 4 180 c.4238C>T c.(4237-4239)CCG>CTG p.P1413L

Pat_11 Pre-Treatment A2M 2 37 12 9225445 9225445 Missense_Mutation SNP G A 3 22 c.3779C>T c.(3778-3780)GCT>GTT p.A1260V

Pat_11 Pre-Treatment GSG1 83445 37 12 13240841 13240841 Missense_Mutation SNP C T 22 31 c.634G>A c.(634-636)GGT>AGT p.G212S

Pat_11 Pre-Treatment PTPRO 5800 37 12 15673223 15673223 Missense_Mutation SNP G A 4 232 c.1868G>A c.(1867-1869)AGC>AAC p.S623N

Pat_11 Pre-Treatment ADAMTS20 80070 37 12 43826148 43826148 Missense_Mutation SNP C T 37 70 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K

Pat_11 Pre-Treatment ADAMTS20 80070 37 12 43944932 43944932 Missense_Mutation SNP G A 5 279 c.233C>T c.(232-234)ACC>ATC p.T78I

Pat_11 Pre-Treatment ANO6 196527 37 12 45795629 45795629 Missense_Mutation SNP G A 30 68 c.1438G>A c.(1438-1440)GTG>ATG p.V480M

Pat_11 Pre-Treatment ARID2 196528 37 12 46231461 46231461 Missense_Mutation SNP C A 4 179 c.1301C>A c.(1300-1302)ACA>AAA p.T434K

Pat_11 Pre-Treatment CACNB3 784 37 12 49220596 49220596 Missense_Mutation SNP G A 6 515 c.949G>A c.(949-951)GTA>ATA p.V317I

Pat_11 Pre-Treatment MLL2 8085 37 12 49435269 49435269 Missense_Mutation SNP C T 6 204 c.6284G>A c.(6283-6285)CGT>CAT p.R2095H

Pat_11 Pre-Treatment LMBR1L 55716 37 12 49498254 49498254 Missense_Mutation SNP C G 4 327 c.412G>C c.(412-414)GAG>CAG p.E138Q

Pat_11 Pre-Treatment ITGB7 3695 37 12 53594156 53594156 Missense_Mutation SNP C A 28 90 c.72G>T c.(70-72)AAG>AAT p.K24N

Pat_11 Pre-Treatment RARG 5916 37 12 53607478 53607478 Missense_Mutation SNP G A 4 197 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_11 Pre-Treatment ESPL1 9700 37 12 53684141 53684141 Missense_Mutation SNP G A 4 169 c.5252G>A c.(5251-5253)CGT>CAT p.R1751H

Pat_11 Pre-Treatment NEUROD4 58158 37 12 55420311 55420311 Missense_Mutation SNP G A 16 77 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_11 Pre-Treatment OR9K2 441639 37 12 55524145 55524145 Missense_Mutation SNP C T 42 107 c.593C>T c.(592-594)GCT>GTT p.A198V

Pat_11 Pre-Treatment OR6C65 403282 37 12 55794361 55794361 Missense_Mutation SNP G A 5 24 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_11 Pre-Treatment MMP19 4327 37 12 56233343 56233343 Missense_Mutation SNP C T 3 36 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_11 Pre-Treatment RAB5B 5869 37 12 56380860 56380860 Missense_Mutation SNP G A 4 166 c.116G>A c.(115-117)CGT>CAT p.R39H

Pat_11 Pre-Treatment SLC39A5 283375 37 12 56630374 56630374 Missense_Mutation SNP G A 5 210 c.1051G>A c.(1051-1053)GCT>ACT p.A351T

Pat_11 Pre-Treatment PAN2 9924 37 12 56716911 56716911 Missense_Mutation SNP G A 5 228 c.2440C>T c.(2440-2442)CGC>TGC p.R814C

Pat_11 Pre-Treatment CAPS2 84698 37 12 75676125 75676126 Missense_Mutation DNP GG AA 20 81 c.1574_1575CC>TTc.(1573-1575)GCC>GTT p.A525V

Pat_11 Pre-Treatment USP44 84101 37 12 95922687 95922687 Missense_Mutation SNP C T 26 41 c.1520G>A c.(1519-1521)GGA>GAA p.G507E

Pat_11 Pre-Treatment STAB2 55576 37 12 104049352 104049352 Missense_Mutation SNP C T 32 85 c.1727C>T c.(1726-1728)TCT>TTT p.S576F

Pat_11 Pre-Treatment POLR3B 55703 37 12 106763422 106763422 Missense_Mutation SNP G A 4 133 c.365G>A c.(364-366)GGC>GAC p.G122D

Pat_11 Pre-Treatment BTBD11 121551 37 12 107937863 107937863 Missense_Mutation SNP G A 19 70 c.1437G>A c.(1435-1437)ATG>ATA p.M479I

Pat_11 Pre-Treatment BRAP 8315 37 12 112119534 112119534 Missense_Mutation SNP G A 4 154 c.350C>T c.(349-351)TCT>TTT p.S117F

Pat_11 Pre-Treatment SBNO1 55206 37 12 123810824 123810824 Nonsense_Mutation SNP G A 5 376 c.1750C>T c.(1750-1752)CGA>TGA p.R584*

Pat_11 Pre-Treatment SCARB1 949 37 12 125270907 125270907 Missense_Mutation SNP C T 6 427 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_11 Pre-Treatment STARD13 90627 37 13 33692262 33692263 Missense_Mutation DNP CC TT 15 60 c.2220_2221GG>AAc.(2218-2223)CGGGAC>CGAAACp.D741N

Pat_11 Pre-Treatment TRPC4 7223 37 13 38211429 38211429 Missense_Mutation SNP G A 16 55 c.2545C>T c.(2545-2547)CAT>TAT p.H849Y

Pat_11 Pre-Treatment FREM2 341640 37 13 39338481 39338481 Nonsense_Mutation SNP G A 20 62 c.5304G>A c.(5302-5304)TGG>TGA p.W1768*

Pat_11 Pre-Treatment FNDC3A 22862 37 13 49781232 49781232 Missense_Mutation SNP G A 4 196 c.3298G>A c.(3298-3300)GAC>AAC p.D1100N

Pat_11 Pre-Treatment DACH1 1602 37 13 72440865 72440865 Missense_Mutation SNP G A 4 92 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_11 Pre-Treatment MYCBP2 23077 37 13 77754420 77754420 Missense_Mutation SNP G A 4 295 c.4861C>T c.(4861-4863)CGT>TGT p.R1621C

Pat_11 Pre-Treatment TGM1 7051 37 14 24724025 24724025 Missense_Mutation SNP G A 4 106 c.1933C>T c.(1933-1935)CGT>TGT p.R645C

Pat_11 Pre-Treatment ADCY4 196883 37 14 24799486 24799486 Missense_Mutation SNP G A 4 188 c.946C>T c.(946-948)CGG>TGG p.R316W



Pat_11 Pre-Treatment AKAP6 9472 37 14 33015522 33015522 Nonsense_Mutation SNP G T 5 181 c.1663G>T c.(1663-1665)GAG>TAG p.E555*

Pat_11 Pre-Treatment C14orf182 283551 37 14 50472409 50472409 Missense_Mutation SNP C T 6 631 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_11 Pre-Treatment SAV1 60485 37 14 51101951 51101951 Nonsense_Mutation SNP G A 4 217 c.1102C>T c.(1102-1104)CGA>TGA p.R368*

Pat_11 Pre-Treatment FERMT2 10979 37 14 53386014 53386014 Missense_Mutation SNP A G 57 128 c.218T>C c.(217-219)CTG>CCG p.L73P

Pat_11 Pre-Treatment ZFYVE1 53349 37 14 73464872 73464872 Missense_Mutation SNP G A 4 136 c.635C>T c.(634-636)CCG>CTG p.P212L

Pat_11 Pre-Treatment FOS 2353 37 14 75746817 75746817 Missense_Mutation SNP G A 4 217 c.379G>A c.(379-381)GGC>AGC p.G127S

Pat_11 Pre-Treatment STON2 85439 37 14 81737088 81737088 Missense_Mutation SNP C T 6 345 c.2539G>A c.(2539-2541)GTG>ATG p.V847M

Pat_11 Pre-Treatment SERPINA13 388007 37 14 95108015 95108015 Missense_Mutation SNP G A 23 72 c.532G>A c.(532-534)GAT>AAT p.D178N

Pat_11 Pre-Treatment TRAF3 7187 37 14 103369758 103369758 Missense_Mutation SNP G A 5 171 c.1127G>A c.(1126-1128)CGG>CAG p.R376Q

Pat_11 Pre-Treatment TNFAIP2 7127 37 14 103600073 103600073 Missense_Mutation SNP C T 4 44 c.1756C>T c.(1756-1758)CGC>TGC p.R586C

Pat_11 Pre-Treatment AHNAK2 113146 37 14 105416378 105416378 Missense_Mutation SNP G A 7 574 c.5410C>T c.(5410-5412)CGG>TGG p.R1804W

Pat_11 Pre-Treatment HERC2 8924 37 15 28361855 28361855 Missense_Mutation SNP G A 6 490 c.13565C>T c.(13564-13566)CCG>CTG p.P4522L

Pat_11 Pre-Treatment HERC2 8924 37 15 28446690 28446690 Missense_Mutation SNP G A 4 141 c.7628C>T c.(7627-7629)GCT>GTT p.A2543V

Pat_11 Pre-Treatment DISP2 85455 37 15 40659296 40659296 Missense_Mutation SNP G A 6 189 c.983G>A c.(982-984)CGG>CAG p.R328Q

Pat_11 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42140051 42140051 Missense_Mutation SNP C T 14 43 c.2339C>T c.(2338-2340)CCC>CTC p.P780L

Pat_11 Pre-Treatment PYGO1 26108 37 15 55839224 55839224 Missense_Mutation SNP G A 5 153 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_11 Pre-Treatment HERC1 8925 37 15 64045209 64045209 Missense_Mutation SNP C T 5 189 c.1850G>A c.(1849-1851)CGC>CAC p.R617H

Pat_11 Pre-Treatment DENND4A 10260 37 15 66021549 66021549 Missense_Mutation SNP G A 4 24 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_11 Pre-Treatment LRRC49 54839 37 15 71305234 71305234 Missense_Mutation SNP C T 46 88 c.1685C>T c.(1684-1686)TCC>TTC p.S562F

Pat_11 Pre-Treatment ISLR 3671 37 15 74467617 74467617 Missense_Mutation SNP G A 65 161 c.418G>A c.(418-420)GAC>AAC p.D140N

Pat_11 Pre-Treatment ZFAND6 54469 37 15 80429857 80429857 Missense_Mutation SNP G A 4 108 c.514G>A c.(514-516)GTA>ATA p.V172I

Pat_11 Pre-Treatment SH3GL3 6457 37 15 84257417 84257417 Missense_Mutation SNP A G 25 52 c.732A>G c.(730-732)ATA>ATG p.I244M

Pat_11 Pre-Treatment ACAN 176 37 15 89382124 89382124 Nonsense_Mutation SNP C T 113 302 c.301C>T c.(301-303)CAG>TAG p.Q101*

Pat_11 Pre-Treatment RHCG 51458 37 15 90021162 90021162 Missense_Mutation SNP C T 4 175 c.881G>A c.(880-882)GGT>GAT p.G294D

Pat_11 Pre-Treatment ANPEP 290 37 15 90335729 90335729 Missense_Mutation SNP C T 4 208 c.2314G>A c.(2314-2316)GTC>ATC p.V772I

Pat_11 Pre-Treatment IDH2 3418 37 15 90628327 90628327 Missense_Mutation SNP G A 4 186 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_11 Pre-Treatment CACNA1H 8912 37 16 1254407 1254407 Missense_Mutation SNP G A 61 110 c.2400G>A c.(2398-2400)ATG>ATA p.M800I

Pat_11 Pre-Treatment CACNA1H 8912 37 16 1270521 1270521 Missense_Mutation SNP C T 15 86 c.6589C>T c.(6589-6591)CCT>TCT p.P2197S

Pat_11 Pre-Treatment RPS2 6187 37 16 2012789 2012789 Missense_Mutation SNP C T 5 13 c.497G>A c.(496-498)CGC>CAC p.R166H

Pat_11 Pre-Treatment TBL3 10607 37 16 2024990 2024990 Missense_Mutation SNP G A 5 288 c.526G>A c.(526-528)GCC>ACC p.A176T

Pat_11 Pre-Treatment PKD1 5310 37 16 2153369 2153369 Missense_Mutation SNP C T 7 542 c.8689G>A c.(8689-8691)GTT>ATT p.V2897I

Pat_11 Pre-Treatment PKD1 5310 37 16 2153595 2153595 Missense_Mutation SNP G T 49 130 c.8463C>A c.(8461-8463)GAC>GAA p.D2821E

Pat_11 Pre-Treatment E4F1 1877 37 16 2283065 2283065 Missense_Mutation SNP G A 4 186 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_11 Pre-Treatment PRSS22 64063 37 16 2903258 2903258 Missense_Mutation SNP C T 4 129 c.790G>A c.(790-792)GAG>AAG p.E264K

Pat_11 Pre-Treatment TRAP1 10131 37 16 3713518 3713518 Missense_Mutation SNP G A 4 208 c.1615C>T c.(1615-1617)CTT>TTT p.L539F

Pat_11 Pre-Treatment CORO7 79585 37 16 4408068 4408068 Missense_Mutation SNP C T 44 106 c.2494G>A c.(2494-2496)GCT>ACT p.A832T

Pat_11 Pre-Treatment SEC14L5 9717 37 16 5041869 5041869 Nonsense_Mutation SNP G T 4 45 c.505G>T c.(505-507)GAG>TAG p.E169*

Pat_11 Pre-Treatment ABAT 18 37 16 8839938 8839938 Missense_Mutation SNP C T 29 48 c.151C>T c.(151-153)CCA>TCA p.P51S

Pat_11 Pre-Treatment CPPED1 55313 37 16 12798586 12798586 Nonsense_Mutation SNP G A 4 205 c.610C>T c.(610-612)CAG>TAG p.Q204*

Pat_11 Pre-Treatment SMG1 23049 37 16 18849753 18849753 Nonsense_Mutation SNP G A 4 126 c.7120C>T c.(7120-7122)CGA>TGA p.R2374*

Pat_11 Pre-Treatment UMOD 7369 37 16 20360480 20360480 Missense_Mutation SNP G A 4 153 c.143C>T c.(142-144)ACG>ATG p.T48M

Pat_11 Pre-Treatment CRYM 1428 37 16 21281121 21281121 Missense_Mutation SNP G A 77 187 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_11 Pre-Treatment SCNN1B 6338 37 16 23387165 23387165 Missense_Mutation SNP T C 4 167 c.1259T>C c.(1258-1260)TTC>TCC p.F420S

Pat_11 Pre-Treatment TNRC6A 27327 37 16 24802545 24802545 Missense_Mutation SNP C T 30 78 c.2582C>T c.(2581-2583)TCA>TTA p.S861L

Pat_11 Pre-Treatment HS3ST4 9951 37 16 26147376 26147376 Missense_Mutation SNP G A 11 15 c.1178G>A c.(1177-1179)GGG>GAG p.G393E

Pat_11 Pre-Treatment SPNS1 83985 37 16 28995158 28995158 Missense_Mutation SNP C T 5 313 c.1372C>T c.(1372-1374)CGG>TGG p.R458W

Pat_11 Pre-Treatment ARMC5 79798 37 16 31473898 31473898 Missense_Mutation SNP T C 4 149 c.1030T>C c.(1030-1032)TCC>CCC p.S344P



Pat_11 Pre-Treatment SLC5A2 6524 37 16 31494546 31494546 Missense_Mutation SNP C T 5 224 c.89C>T c.(88-90)GCT>GTT p.A30V

Pat_11 Pre-Treatment C16orf78 123970 37 16 49430391 49430391 Missense_Mutation SNP G A 4 174 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_11 Pre-Treatment RBL2 5934 37 16 53493466 53493466 Missense_Mutation SNP G A 4 193 c.1283G>A c.(1282-1284)CGT>CAT p.R428H

Pat_11 Pre-Treatment RSPRY1 89970 37 16 57238904 57238904 Missense_Mutation SNP C T 3 36 c.334C>T c.(334-336)CGG>TGG p.R112W

Pat_11 Pre-Treatment PARD6A 50855 37 16 67695840 67695840 Nonsense_Mutation SNP C T 5 321 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_11 Pre-Treatment RANBP10 57610 37 16 67762380 67762380 Missense_Mutation SNP G A 4 253 c.1387C>T c.(1387-1389)CCC>TCC p.P463S

Pat_11 Pre-Treatment TSNAXIP1 55815 37 16 67854842 67854842 Missense_Mutation SNP G A 5 368 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_11 Pre-Treatment ZFP90 146198 37 16 68598329 68598329 Missense_Mutation SNP C T 43 51 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_11 Pre-Treatment TERF2 7014 37 16 69390830 69390830 Missense_Mutation SNP G A 4 262 c.1474C>T c.(1474-1476)CGG>TGG p.R492W

Pat_11 Pre-Treatment FUK 197258 37 16 70503208 70503208 Missense_Mutation SNP G A 6 291 c.937G>A c.(937-939)GAT>AAT p.D313N

Pat_11 Pre-Treatment FUK 197258 37 16 70513230 70513230 Missense_Mutation SNP G A 4 95 c.3077G>A c.(3076-3078)GGT>GAT p.G1026D

Pat_11 Pre-Treatment NUDT7 283927 37 16 77769734 77769734 Missense_Mutation SNP G A 96 277 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_11 Pre-Treatment KIAA1609 57707 37 16 84520585 84520585 Missense_Mutation SNP G A 4 197 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_11 Pre-Treatment KLHL36 79786 37 16 84693409 84693409 Missense_Mutation SNP C T 84 101 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_11 Pre-Treatment ANKFY1 51479 37 17 4080447 4080447 Missense_Mutation SNP C T 74 156 c.2749G>A c.(2749-2751)GGC>AGC p.G917S

Pat_11 Pre-Treatment ARRB2 409 37 17 4621942 4621942 Missense_Mutation SNP G A 6 587 c.742G>A c.(742-744)GCC>ACC p.A248T

Pat_11 Pre-Treatment DNAH2 146754 37 17 7674673 7674673 Missense_Mutation SNP G A 5 262 c.4388G>A c.(4387-4389)CGC>CAC p.R1463H

Pat_11 Pre-Treatment PER1 5187 37 17 8050861 8050861 Missense_Mutation SNP G A 4 87 c.1424C>T c.(1423-1425)GCC>GTC p.A475V

Pat_11 Pre-Treatment MYOCD 93649 37 17 12666896 12666896 Missense_Mutation SNP G A 58 91 c.2752G>A c.(2752-2754)GAT>AAT p.D918N

Pat_11 Pre-Treatment ALDH3A2 224 37 17 19575219 19575219 Missense_Mutation SNP G A 4 303 c.1393G>A c.(1393-1395)GGT>AGT p.G465S

Pat_11 Pre-Treatment SLC47A2 146802 37 17 19609972 19609972 Missense_Mutation SNP C T 4 180 c.938G>A c.(937-939)AGC>AAC p.S313N

Pat_11 Pre-Treatment CORO6 84940 37 17 27948318 27948318 Missense_Mutation SNP G A 4 193 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_11 Pre-Treatment RHBDL3 162494 37 17 30648000 30648000 Missense_Mutation SNP G A 4 205 c.967G>A c.(967-969)GTG>ATG p.V323M

Pat_11 Pre-Treatment NLE1 54475 37 17 33460253 33460253 Missense_Mutation SNP G A 5 237 c.1382C>T c.(1381-1383)GCT>GTT p.A461V

Pat_11 Pre-Treatment KRTAP4-8 728224 37 17 39253949 39253949 Missense_Mutation SNP T A 3 23 c.388A>T c.(388-390)AGC>TGC p.S130C

Pat_11 Pre-Treatment DHX8 1659 37 17 41598212 41598212 Missense_Mutation SNP A T 4 168 c.3031A>T c.(3031-3033)ATG>TTG p.M1011L

Pat_11 Pre-Treatment HDAC5 10014 37 17 42157535 42157535 Missense_Mutation SNP C T 4 219 c.2884G>A c.(2884-2886)GGG>AGG p.G962R

Pat_11 Pre-Treatment GFAP 2670 37 17 42989041 42989041 Missense_Mutation SNP G A 4 157 c.905C>T c.(904-906)ACG>ATG p.T302M

Pat_11 Pre-Treatment TTLL6 284076 37 17 46863599 46863599 Missense_Mutation SNP C T 205 519 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_11 Pre-Treatment LPO 4025 37 17 56320353 56320353 Missense_Mutation SNP C T 6 343 c.13C>T c.(13-15)CTC>TTC p.L5F

Pat_11 Pre-Treatment LPO 4025 37 17 56329765 56329765 Missense_Mutation SNP G A 31 55 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_11 Pre-Treatment RNF43 54894 37 17 56435851 56435851 Missense_Mutation SNP G A 4 157 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_11 Pre-Treatment 4-Sep 5414 37 17 56602494 56602494 Missense_Mutation SNP G A 5 300 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_11 Pre-Treatment USP32 84669 37 17 58303400 58303400 Missense_Mutation SNP C T 4 185 c.1432G>A c.(1432-1434)GGC>AGC p.G478S

Pat_11 Pre-Treatment CYB561 1534 37 17 61513430 61513430 Missense_Mutation SNP C T 5 289 c.286G>A c.(286-288)GTC>ATC p.V96I

Pat_11 Pre-Treatment GPR142 350383 37 17 72368438 72368438 Missense_Mutation SNP C T 51 138 c.1088C>T c.(1087-1089)ACC>ATC p.T363I

Pat_11 Pre-Treatment CASKIN2 57513 37 17 73498070 73498070 Missense_Mutation SNP C T 4 177 c.3085G>A c.(3085-3087)GAG>AAG p.E1029K

Pat_11 Pre-Treatment DNAH17 8632 37 17 76423087 76423087 Missense_Mutation SNP C T 4 34 c.3691G>A c.(3691-3693)GCC>ACC p.A1231T

Pat_11 Pre-Treatment EIF4A3 9775 37 17 78115177 78115177 Missense_Mutation SNP G A 4 137 c.313C>T c.(313-315)CGT>TGT p.R105C

Pat_11 Pre-Treatment AZI1 22994 37 17 79164742 79164742 Missense_Mutation SNP G A 5 165 c.2917C>T c.(2917-2919)CGG>TGG p.R973W

Pat_11 Pre-Treatment DCXR 51181 37 17 79994441 79994441 Missense_Mutation SNP C T 5 259 c.427G>A c.(427-429)GTA>ATA p.V143I

Pat_11 Pre-Treatment PTPRM 5797 37 18 8394603 8394603 Missense_Mutation SNP C A 22 177 c.4299C>A c.(4297-4299)GAC>GAA p.D1433E

Pat_11 Pre-Treatment PPP4R1 9989 37 18 9583194 9583194 Missense_Mutation SNP G A 28 48 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_11 Pre-Treatment CEP192 55125 37 18 13099507 13099507 Missense_Mutation SNP C T 51 127 c.6590C>T c.(6589-6591)TCC>TTC p.S2197F

Pat_11 Pre-Treatment ESCO1 114799 37 18 19154035 19154035 Missense_Mutation SNP G A 6 489 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_11 Pre-Treatment FHOD3 80206 37 18 34298520 34298520 Missense_Mutation SNP C T 4 146 c.2683C>T c.(2683-2685)CGT>TGT p.R895C

Pat_11 Pre-Treatment KIAA0427 9811 37 18 46284699 46284699 Missense_Mutation SNP G A 7 701 c.994G>A c.(994-996)GAG>AAG p.E332K



Pat_11 Pre-Treatment ST8SIA3 51046 37 18 55027323 55027323 Missense_Mutation SNP G A 19 64 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_11 Pre-Treatment SERPINB2 5055 37 18 61569770 61569770 Missense_Mutation SNP G A 57 138 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_11 Pre-Treatment CDH7 1005 37 18 63477055 63477055 Missense_Mutation SNP G A 19 51 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_11 Pre-Treatment RTTN 25914 37 18 67795690 67795690 Missense_Mutation SNP G A 4 126 c.3047C>T c.(3046-3048)CCG>CTG p.P1016L

Pat_11 Pre-Treatment TCF3 6929 37 19 1632048 1632048 Missense_Mutation SNP G A 4 90 c.287C>T c.(286-288)CCG>CTG p.P96L

Pat_11 Pre-Treatment C19orf36 113177 37 19 2097949 2097949 Missense_Mutation SNP G A 4 121 c.392G>A c.(391-393)CGC>CAC p.R131H

Pat_11 Pre-Treatment CLEC4G 339390 37 19 7794294 7794294 Missense_Mutation SNP G T 5 141 c.840C>A c.(838-840)AGC>AGA p.S280R

Pat_11 Pre-Treatment LASS4 79603 37 19 8322862 8322862 Missense_Mutation SNP C T 57 178 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_11 Pre-Treatment MUC16 94025 37 19 9045986 9045986 Missense_Mutation SNP G A 114 217 c.35645C>T c.(35644-35646)TCT>TTT p.S11882F

Pat_11 Pre-Treatment MUC16 94025 37 19 9065407 9065407 Missense_Mutation SNP T G 3 70 c.22039A>C c.(22039-22041)ACC>CCC p.T7347P

Pat_11 Pre-Treatment MUC16 94025 37 19 9066660 9066660 Missense_Mutation SNP G A 133 246 c.20786C>T c.(20785-20787)TCC>TTC p.S6929F

Pat_11 Pre-Treatment MUC16 94025 37 19 9082547 9082547 Missense_Mutation SNP C T 107 216 c.9268G>A c.(9268-9270)GAG>AAG p.E3090K

Pat_11 Pre-Treatment MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 23 50 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_11 Pre-Treatment TYK2 7297 37 19 10465279 10465279 Missense_Mutation SNP G A 4 164 c.2624C>T c.(2623-2625)GCT>GTT p.A875V

Pat_11 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 7 199 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_11 Pre-Treatment SYCE2 256126 37 19 13029115 13029115 Missense_Mutation SNP G A 4 219 c.52C>T c.(52-54)CCG>TCG p.P18S

Pat_11 Pre-Treatment CACNA1A 773 37 19 13563820 13563820 Missense_Mutation SNP C T 31 90 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_11 Pre-Treatment ZSWIM4 65249 37 19 13939511 13939511 Missense_Mutation SNP G A 6 422 c.2081G>A c.(2080-2082)CGC>CAC p.R694H

Pat_11 Pre-Treatment CASP14 23581 37 19 15164421 15164421 Missense_Mutation SNP G A 37 101 c.156G>A c.(154-156)ATG>ATA p.M52I

Pat_11 Pre-Treatment OR1I1 126370 37 19 15197997 15197997 Nonsense_Mutation SNP G T 4 82 c.121G>T c.(121-123)GGA>TGA p.G41*

Pat_11 Pre-Treatment SLC35E1 79939 37 19 16666010 16666010 Missense_Mutation SNP C T 6 231 c.955G>A c.(955-957)GTC>ATC p.V319I

Pat_11 Pre-Treatment NWD1 284434 37 19 16860349 16860349 Missense_Mutation SNP G A 4 129 c.896G>A c.(895-897)CGC>CAC p.R299H

Pat_11 Pre-Treatment NR2F6 2063 37 19 17351518 17351518 Missense_Mutation SNP C T 7 526 c.335G>A c.(334-336)CGT>CAT p.R112H

Pat_11 Pre-Treatment NCAN 1463 37 19 19338690 19338690 Missense_Mutation SNP C T 73 182 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_11 Pre-Treatment ZNF93 81931 37 19 20045355 20045355 Missense_Mutation SNP C T 6 21 c.1591C>T c.(1591-1593)CAT>TAT p.H531Y

Pat_11 Pre-Treatment ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 8 24 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_11 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 3 36 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_11 Pre-Treatment ZNF208 7757 37 19 22156875 22156875 Missense_Mutation SNP C T 33 68 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_11 Pre-Treatment ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 6 32 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_11 Pre-Treatment ZNF507 22847 37 19 32845727 32845727 Missense_Mutation SNP G A 6 168 c.1991G>A c.(1990-1992)CGA>CAA p.R664Q

Pat_11 Pre-Treatment KCTD15 79047 37 19 34302452 34302452 Missense_Mutation SNP G A 4 108 c.688G>A c.(688-690)GTA>ATA p.V230I

Pat_11 Pre-Treatment ZNF420 147923 37 19 37619781 37619781 Missense_Mutation SNP C T 8 33 c.1888C>T c.(1888-1890)CTT>TTT p.L630F

Pat_11 Pre-Treatment SIPA1L3 23094 37 19 38631876 38631876 Missense_Mutation SNP G A 53 137 c.3196G>A c.(3196-3198)GAA>AAA p.E1066K

Pat_11 Pre-Treatment RYR1 6261 37 19 39008205 39008205 Missense_Mutation SNP G A 46 70 c.9892G>A c.(9892-9894)GCC>ACC p.A3298T

Pat_11 Pre-Treatment ZFP36 7538 37 19 39899302 39899302 Missense_Mutation SNP G A 4 122 c.944G>A c.(943-945)CGA>CAA p.R315Q

Pat_11 Pre-Treatment CYP2S1 29785 37 19 41704744 41704744 Missense_Mutation SNP C T 4 168 c.785C>T c.(784-786)TCG>TTG p.S262L

Pat_11 Pre-Treatment TMEM145 284339 37 19 42827873 42827873 Missense_Mutation SNP G A 5 323 c.1333G>A c.(1333-1335)GTG>ATG p.V445M

Pat_11 Pre-Treatment RTN2 6253 37 19 45997954 45997954 Missense_Mutation SNP G A 4 194 c.389C>T c.(388-390)GCG>GTG p.A130V

Pat_11 Pre-Treatment SYMPK 8189 37 19 46319222 46319222 Missense_Mutation SNP G A 3 34 c.3574C>T c.(3574-3576)CGG>TGG p.R1192W

Pat_11 Pre-Treatment CCDC9 26093 37 19 47767873 47767873 Missense_Mutation SNP G T 3 31 c.476G>T c.(475-477)CGG>CTG p.R159L

Pat_11 Pre-Treatment NLRP4 147945 37 19 56382227 56382227 Missense_Mutation SNP G A 46 122 c.2389G>A c.(2389-2391)GAA>AAA p.E797K

Pat_11 Pre-Treatment ASAP2 8853 37 2 9475268 9475268 Missense_Mutation SNP G A 4 163 c.809G>A c.(808-810)CGA>CAA p.R270Q

Pat_11 Pre-Treatment GREB1 9687 37 2 11777890 11777890 Missense_Mutation SNP C T 77 197 c.5395C>T c.(5395-5397)CCG>TCG p.P1799S

Pat_11 Pre-Treatment KCNS3 3790 37 2 18112978 18112978 Missense_Mutation SNP G A 5 297 c.703G>A c.(703-705)GGG>AGG p.G235R

Pat_11 Pre-Treatment PUM2 23369 37 2 20453619 20453619 Missense_Mutation SNP C A 4 247 c.3027G>T c.(3025-3027)ATG>ATT p.M1009I

Pat_11 Pre-Treatment HS1BP3 64342 37 2 20840820 20840820 Missense_Mutation SNP C T 131 297 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_11 Pre-Treatment APOB 338 37 2 21232284 21232284 Missense_Mutation SNP C T 35 76 c.7456G>A c.(7456-7458)GAC>AAC p.D2486N



Pat_11 Pre-Treatment POMC 5443 37 2 25384581 25384581 Missense_Mutation SNP G A 3 33 c.173C>T c.(172-174)ACT>ATT p.T58I

Pat_11 Pre-Treatment NRBP1 29959 37 2 27658073 27658073 Missense_Mutation SNP G A 5 274 c.640G>A c.(640-642)GGA>AGA p.G214R

Pat_11 Pre-Treatment CCDC121 79635 37 2 27850624 27850624 Missense_Mutation SNP G A 5 316 c.43C>T c.(43-45)CGG>TGG p.R15W

Pat_11 Pre-Treatment LBH 81606 37 2 30480434 30480434 Nonsense_Mutation SNP G T 31 63 c.265G>T c.(265-267)GAG>TAG p.E89*

Pat_11 Pre-Treatment NLRC4 58484 37 2 32477568 32477568 Missense_Mutation SNP T C 4 174 c.182A>G c.(181-183)AAG>AGG p.K61R

Pat_11 Pre-Treatment LTBP1 4052 37 2 33468797 33468797 Nonsense_Mutation SNP C T 54 137 c.1945C>T c.(1945-1947)CGA>TGA p.R649*

Pat_11 Pre-Treatment RASGRP3 25780 37 2 33745717 33745717 Missense_Mutation SNP G A 44 146 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_11 Pre-Treatment SFRS7 6432 37 2 38972328 38972328 Missense_Mutation SNP G A 4 180 c.664C>T c.(664-666)CGT>TGT p.R222C

Pat_11 Pre-Treatment DHX57 90957 37 2 39088696 39088696 Missense_Mutation SNP G A 14 72 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_11 Pre-Treatment RAB11FIP5 26056 37 2 73315325 73315325 Missense_Mutation SNP C T 4 259 c.1421G>A c.(1420-1422)CGG>CAG p.R474Q

Pat_11 Pre-Treatment REG3G 130120 37 2 79254993 79254993 Missense_Mutation SNP G T 5 188 c.394G>T c.(394-396)GCA>TCA p.A132S

Pat_11 Pre-Treatment STARD7 56910 37 2 96858130 96858130 Missense_Mutation SNP G A 4 273 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_11 Pre-Treatment SNRNP200 23020 37 2 96948966 96948966 Missense_Mutation SNP G A 4 229 c.4888C>T c.(4888-4890)CGC>TGC p.R1630C

Pat_11 Pre-Treatment SEMA4C 54910 37 2 97526382 97526382 Missense_Mutation SNP G A 43 141 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_11 Pre-Treatment ZAP70 7535 37 2 98349771 98349771 Missense_Mutation SNP C T 22 66 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_11 Pre-Treatment CHST10 9486 37 2 101014417 101014417 Missense_Mutation SNP G A 57 138 c.380C>T c.(379-381)CCC>CTC p.P127L

Pat_11 Pre-Treatment CKAP2L 150468 37 2 113514118 113514118 Missense_Mutation SNP G A 4 176 c.830C>T c.(829-831)ACG>ATG p.T277M

Pat_11 Pre-Treatment SLC35F5 80255 37 2 114500394 114500394 Missense_Mutation SNP G C 42 90 c.625C>G c.(625-627)CAT>GAT p.H209D

Pat_11 Pre-Treatment GLI2 2736 37 2 121747302 121747302 Missense_Mutation SNP G A 4 160 c.3812G>A c.(3811-3813)AGC>AAC p.S1271N

Pat_11 Pre-Treatment KIF5C 3800 37 2 149853804 149853804 Missense_Mutation SNP G A 32 66 c.2050G>A c.(2050-2052)GAT>AAT p.D684N

Pat_11 Pre-Treatment NEB 4703 37 2 152388337 152388337 Missense_Mutation SNP C T 4 53 c.16388G>A c.(16387-16389)CGT>CAT p.R5463H

Pat_11 Pre-Treatment GALNT13 114805 37 2 155099313 155099313 Missense_Mutation SNP G A 15 59 c.581G>A c.(580-582)CGA>CAA p.R194Q

Pat_11 Pre-Treatment DPP4 1803 37 2 162890087 162890087 Missense_Mutation SNP G A 44 116 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_11 Pre-Treatment MYO3B 140469 37 2 171070963 171070963 Missense_Mutation SNP G A 56 155 c.396G>A c.(394-396)ATG>ATA p.M132I

Pat_11 Pre-Treatment TLK1 9874 37 2 171974268 171974268 Missense_Mutation SNP C T 4 311 c.239G>A c.(238-240)AGT>AAT p.S80N

Pat_11 Pre-Treatment HOXD12 3238 37 2 176964663 176964663 Missense_Mutation SNP C T 16 47 c.134C>T c.(133-135)CCG>CTG p.P45L

Pat_11 Pre-Treatment ANKRD44 91526 37 2 197990134 197990134 Missense_Mutation SNP C T 4 185 c.521G>A c.(520-522)CGG>CAG p.R174Q

Pat_11 Pre-Treatment PLCL1 5334 37 2 198949130 198949130 Missense_Mutation SNP C T 4 227 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_11 Pre-Treatment GPBAR1 151306 37 2 219127739 219127739 Missense_Mutation SNP T C 3 112 c.292T>C c.(292-294)TCC>CCC p.S98P

Pat_11 Pre-Treatment PLCD4 84812 37 2 219499237 219499237 Missense_Mutation SNP C T 4 170 c.1780C>T c.(1780-1782)CGC>TGC p.R594C

Pat_11 Pre-Treatment PTPRN 5798 37 2 220161969 220161970 Missense_Mutation DNP CC TT 37 109 c.2073_2074GG>AAc.(2071-2076)ACGGGA>ACAAGAp.G692R

Pat_11 Pre-Treatment SLC4A3 6508 37 2 220502499 220502499 Missense_Mutation SNP G A 4 202 c.2732G>A c.(2731-2733)CGC>CAC p.R911H

Pat_11 Pre-Treatment SPHKAP 80309 37 2 228882842 228882842 Missense_Mutation SNP G A 5 290 c.2728C>T c.(2728-2730)CTT>TTT p.L910F

Pat_11 Pre-Treatment TRIP12 9320 37 2 230664071 230664071 Nonsense_Mutation SNP G A 4 175 c.3010C>T c.(3010-3012)CGA>TGA p.R1004*

Pat_11 Pre-Treatment C2orf57 165100 37 2 232457897 232457897 Nonsense_Mutation SNP C T 64 155 c.235C>T c.(235-237)CAG>TAG p.Q79*

Pat_11 Pre-Treatment FARP2 9855 37 2 242380731 242380731 Missense_Mutation SNP C T 56 154 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_11 Pre-Treatment TGM3 7053 37 20 2308864 2308864 Missense_Mutation SNP G A 4 266 c.1186G>A c.(1186-1188)GAC>AAC p.D396N

Pat_11 Pre-Treatment TGM6 343641 37 20 2381057 2381057 Missense_Mutation SNP G A 4 248 c.956G>A c.(955-957)CGG>CAG p.R319Q

Pat_11 Pre-Treatment VSX1 30813 37 20 25056997 25056997 Missense_Mutation SNP C T 4 108 c.998G>A c.(997-999)CGG>CAG p.R333Q

Pat_11 Pre-Treatment NINL 22981 37 20 25434259 25434259 Missense_Mutation SNP G A 57 126 c.3977C>T c.(3976-3978)TCC>TTC p.S1326F

Pat_11 Pre-Treatment FRG1B 284802 37 20 29625905 29625905 Missense_Mutation SNP T C 3 105 c.59T>C c.(58-60)CTT>CCT p.L20P

Pat_11 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 10 291 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_11 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 10 292 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_11 Pre-Treatment DEFB123 245936 37 20 30028545 30028545 Missense_Mutation SNP C T 134 312 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_11 Pre-Treatment DNMT3B 1789 37 20 31386388 31386388 Missense_Mutation SNP G A 4 95 c.1613G>A c.(1612-1614)CGC>CAC p.R538H

Pat_11 Pre-Treatment EDEM2 55741 37 20 33722668 33722668 Missense_Mutation SNP G A 4 177 c.575C>T c.(574-576)ACG>ATG p.T192M

Pat_11 Pre-Treatment TOP1 7150 37 20 39741459 39741459 Missense_Mutation SNP G A 4 115 c.1346G>A c.(1345-1347)CGG>CAG p.R449Q



Pat_11 Pre-Treatment C20orf111 51526 37 20 42826062 42826062 Missense_Mutation SNP G A 4 204 c.509C>T c.(508-510)ACC>ATC p.T170I

Pat_11 Pre-Treatment PABPC1L 80336 37 20 43559150 43559150 Missense_Mutation SNP C T 215 423 c.1022C>T c.(1021-1023)TCC>TTC p.S341F

Pat_11 Pre-Treatment SPATA2 9825 37 20 48524979 48524979 Missense_Mutation SNP G A 4 134 c.49C>T c.(49-51)CGG>TGG p.R17W

Pat_11 Pre-Treatment ZFP64 55734 37 20 50769739 50769739 Missense_Mutation SNP C T 5 218 c.992G>A c.(991-993)CGG>CAG p.R331Q

Pat_11 Pre-Treatment ZBTB46 140685 37 20 62422079 62422079 Missense_Mutation SNP G A 4 120 c.32C>T c.(31-33)ACG>ATG p.T11M

Pat_11 Pre-Treatment LIPI 149998 37 21 15535788 15535788 Missense_Mutation SNP G A 25 65 c.1021C>T c.(1021-1023)CTT>TTT p.L341F

Pat_11 Pre-Treatment BACH1 571 37 21 30693752 30693752 Missense_Mutation SNP G A 5 324 c.151G>A c.(151-153)GTG>ATG p.V51M

Pat_11 Pre-Treatment GRIK1 2897 37 21 30953811 30953811 Missense_Mutation SNP C T 4 190 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_11 Pre-Treatment PDE9A 5152 37 21 44181005 44181005 Missense_Mutation SNP G A 4 124 c.1073G>A c.(1072-1074)GGC>GAC p.G358D

Pat_11 Pre-Treatment CBS 875 37 21 44492171 44492171 Missense_Mutation SNP G A 4 193 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_11 Pre-Treatment C21orf56 84221 37 21 47588239 47588239 Missense_Mutation SNP C T 4 104 c.527G>A c.(526-528)AGG>AAG p.R176K

Pat_11 Pre-Treatment POTEH 23784 37 22 16287488 16287488 Missense_Mutation SNP C T 7 350 c.398G>A c.(397-399)AGC>AAC p.S133N

Pat_11 Pre-Treatment TSSK2 23617 37 22 19119966 19119966 Nonsense_Mutation SNP G T 6 205 c.1054G>T c.(1054-1056)GAG>TAG p.E352*

Pat_11 Pre-Treatment RTN4R 65078 37 22 20229989 20229989 Missense_Mutation SNP G A 4 214 c.667C>T c.(667-669)CGT>TGT p.R223C

Pat_11 Pre-Treatment SLC7A4 6545 37 22 21386095 21386095 Missense_Mutation SNP G A 4 116 c.7C>T c.(7-9)CGG>TGG p.R3W

Pat_11 Pre-Treatment NF2 4771 37 22 30074207 30074207 Missense_Mutation SNP C T 4 230 c.1469C>T c.(1468-1470)CCG>CTG p.P490L

Pat_11 Pre-Treatment OSBP2 23762 37 22 31285598 31285599 Missense_Mutation DNP GG AA 61 179 c.1598_1599GG>AAc.(1597-1599)CGG>CAA p.R533Q

Pat_11 Pre-Treatment PIK3IP1 113791 37 22 31686951 31686951 Missense_Mutation SNP C T 19 46 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_11 Pre-Treatment C22orf33 339669 37 22 37398027 37398027 Nonsense_Mutation SNP G A 18 39 c.340C>T c.(340-342)CAG>TAG p.Q114*

Pat_11 Pre-Treatment GGA1 26088 37 22 38028092 38028092 Missense_Mutation SNP G A 4 157 c.1618G>A c.(1618-1620)GTG>ATG p.V540M

Pat_11 Pre-Treatment GTPBP1 9567 37 22 39104928 39104928 Missense_Mutation SNP G A 4 247 c.271G>A c.(271-273)GGA>AGA p.G91R

Pat_11 Pre-Treatment CBX7 23492 37 22 39534694 39534694 Nonsense_Mutation SNP G A 4 210 c.193C>T c.(193-195)CGA>TGA p.R65*

Pat_11 Pre-Treatment TNRC6B 23112 37 22 40708530 40708530 Nonsense_Mutation SNP G A 18 61 c.4457G>A c.(4456-4458)TGG>TAG p.W1486*

Pat_11 Pre-Treatment MKL1 57591 37 22 40827438 40827438 Missense_Mutation SNP G A 198 475 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_11 Pre-Treatment POLDIP3 84271 37 22 42999126 42999126 Missense_Mutation SNP C A 91 267 c.100G>T c.(100-102)GTT>TTT p.V34F

Pat_11 Pre-Treatment SCUBE1 80274 37 22 43614435 43614435 Nonsense_Mutation SNP G A 5 193 c.1717C>T c.(1717-1719)CGA>TGA p.R573*

Pat_11 Pre-Treatment C22orf26 55267 37 22 46449739 46449739 Missense_Mutation SNP G A 3 15 c.235C>T c.(235-237)CTC>TTC p.L79F

Pat_11 Pre-Treatment TTLL8 164714 37 22 50469033 50469033 Missense_Mutation SNP G A 3 42 c.2029C>T c.(2029-2031)CTC>TTC p.L677F

Pat_11 Pre-Treatment IL5RA 3568 37 3 3146593 3146593 Missense_Mutation SNP C T 20 84 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_11 Pre-Treatment SETD5 55209 37 3 9476073 9476073 Missense_Mutation SNP G A 4 92 c.233G>A c.(232-234)TGT>TAT p.C78Y

Pat_11 Pre-Treatment ATP2B2 491 37 3 10391870 10391870 Missense_Mutation SNP C T 66 135 c.2330G>A c.(2329-2331)CGA>CAA p.R777Q

Pat_11 Pre-Treatment NUP210 23225 37 3 13364899 13364899 Missense_Mutation SNP G A 4 226 c.4678C>T c.(4678-4680)CGT>TGT p.R1560C

Pat_11 Pre-Treatment XPC 7508 37 3 14190138 14190138 Missense_Mutation SNP C T 4 202 c.2344G>A c.(2344-2346)GTG>ATG p.V782M

Pat_11 Pre-Treatment FGD5 152273 37 3 14949183 14949183 Missense_Mutation SNP G A 4 204 c.3301G>A c.(3301-3303)GTC>ATC p.V1101I

Pat_11 Pre-Treatment GADL1 339896 37 3 30880557 30880557 Missense_Mutation SNP C T 59 116 c.835G>A c.(835-837)GGA>AGA p.G279R

Pat_11 Pre-Treatment MYD88 4615 37 3 38181482 38181483 Missense_Mutation DNP CC TT 13 28 c.495_496CC>TTc.(493-498)GACCCC>GATTCC p.P166S

Pat_11 Pre-Treatment TRAK1 22906 37 3 42242402 42242402 Missense_Mutation SNP C T 180 350 c.1283C>T c.(1282-1284)TCC>TTC p.S428F

Pat_11 Pre-Treatment CCDC13 152206 37 3 42794147 42794147 Missense_Mutation SNP G A 5 150 c.433C>T c.(433-435)CGG>TGG p.R145W

Pat_11 Pre-Treatment XCR1 2829 37 3 46063010 46063010 Missense_Mutation SNP G A 3 29 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_11 Pre-Treatment PTPN23 25930 37 3 47446526 47446526 Missense_Mutation SNP C A 4 213 c.319C>A c.(319-321)CAT>AAT p.H107N

Pat_11 Pre-Treatment CSPG5 10675 37 3 47610605 47610605 Missense_Mutation SNP G A 14 23 c.1495C>T c.(1495-1497)CCC>TCC p.P499S

Pat_11 Pre-Treatment BSN 8927 37 3 49695090 49695090 Missense_Mutation SNP G A 4 209 c.8101G>A c.(8101-8103)GTC>ATC p.V2701I

Pat_11 Pre-Treatment DNAH1 25981 37 3 52406387 52406387 Missense_Mutation SNP A G 4 161 c.6811A>G c.(6811-6813)AGC>GGC p.S2271G

Pat_11 Pre-Treatment DNAH1 25981 37 3 52417438 52417438 Missense_Mutation SNP G A 4 91 c.7978G>A c.(7978-7980)GTC>ATC p.V2660I

Pat_11 Pre-Treatment NEK4 6787 37 3 52745882 52745882 Missense_Mutation SNP G A 4 142 c.2437C>T c.(2437-2439)CGT>TGT p.R813C

Pat_11 Pre-Treatment PRKCD 5580 37 3 53213714 53213714 Missense_Mutation SNP G T 3 22 c.237G>T c.(235-237)GAG>GAT p.E79D

Pat_11 Pre-Treatment ROBO2 6092 37 3 77089988 77089988 Missense_Mutation SNP C G 42 104 c.52C>G c.(52-54)CGG>GGG p.R18G



Pat_11 Pre-Treatment C3orf38 285237 37 3 88205268 88205268 Missense_Mutation SNP C T 20 48 c.473C>T c.(472-474)CCT>CTT p.P158L

Pat_11 Pre-Treatment EPHA6 285220 37 3 96706810 96706810 Missense_Mutation SNP T G 28 44 c.1087T>G c.(1087-1089)TAT>GAT p.Y363D

Pat_11 Pre-Treatment MORC1 27136 37 3 108813812 108813812 Missense_Mutation SNP G A 9 11 c.527C>T c.(526-528)CCA>CTA p.P176L

Pat_11 Pre-Treatment BOC 91653 37 3 113002341 113002341 Missense_Mutation SNP C T 5 189 c.2515C>T c.(2515-2517)CGG>TGG p.R839W

Pat_11 Pre-Treatment ZBTB20 26137 37 3 114070639 114070639 Missense_Mutation SNP C T 4 165 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_11 Pre-Treatment C3orf1 51300 37 3 119222428 119222428 Missense_Mutation SNP G A 4 68 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_11 Pre-Treatment ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 70 115 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_11 Pre-Treatment PLOD2 5352 37 3 145789204 145789204 Missense_Mutation SNP G A 4 138 c.1792C>T c.(1792-1794)CGT>TGT p.R598C

Pat_11 Pre-Treatment AGTR1 185 37 3 148458956 148458956 Missense_Mutation SNP G A 27 76 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Pre-Treatment CP 1356 37 3 148919931 148919931 Nonsense_Mutation SNP G A 4 96 c.1306C>T c.(1306-1308)CGA>TGA p.R436*

Pat_11 Pre-Treatment CP 1356 37 3 148939500 148939500 Missense_Mutation SNP C T 28 34 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_11 Pre-Treatment ZBBX 79740 37 3 167000053 167000053 Missense_Mutation SNP C T 5 19 c.2110G>A c.(2110-2112)GAA>AAA p.E704K

Pat_11 Pre-Treatment PHC3 80012 37 3 169820640 169820640 Missense_Mutation SNP G A 4 88 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_11 Pre-Treatment SLC2A2 6514 37 3 170723136 170723136 Nonsense_Mutation SNP G A 5 210 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_11 Pre-Treatment EIF2B5 8893 37 3 183861316 183861316 Missense_Mutation SNP C T 4 196 c.1832C>T c.(1831-1833)CCG>CTG p.P611L

Pat_11 Pre-Treatment ABCF3 55324 37 3 183906156 183906156 Missense_Mutation SNP G A 5 488 c.797G>A c.(796-798)CGG>CAG p.R266Q

Pat_11 Pre-Treatment TP63 8626 37 3 189455576 189455576 Missense_Mutation SNP G A 4 106 c.110G>A c.(109-111)CGA>CAA p.R37Q

Pat_11 Pre-Treatment ATP13A5 344905 37 3 193081090 193081090 Missense_Mutation SNP C T 21 65 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_11 Pre-Treatment LSG1 55341 37 3 194365433 194365433 Missense_Mutation SNP C T 4 45 c.1666G>A c.(1666-1668)GTA>ATA p.V556I

Pat_11 Pre-Treatment MUC4 4585 37 3 195509171 195509171 Missense_Mutation SNP G A 4 5 c.8896C>T c.(8896-8898)CTT>TTT p.L2966F

Pat_11 Pre-Treatment ZNF721 170960 37 4 435649 435649 Missense_Mutation SNP T G 7 55 c.2607A>C c.(2605-2607)GAA>GAC p.E869D

Pat_11 Pre-Treatment ZNF721 170960 37 4 436992 436992 Missense_Mutation SNP G C 28 53 c.1264C>G c.(1264-1266)CGT>GGT p.R422G

Pat_11 Pre-Treatment ZBTB49 166793 37 4 4314795 4314795 Missense_Mutation SNP C T 4 175 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_11 Pre-Treatment CC2D2A 57545 37 4 15552594 15552594 Missense_Mutation SNP G A 4 155 c.2329G>A c.(2329-2331)GTT>ATT p.V777I

Pat_11 Pre-Treatment SLIT2 9353 37 4 20530703 20530703 Missense_Mutation SNP C T 44 113 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_11 Pre-Treatment GPR125 166647 37 4 22425818 22425818 Missense_Mutation SNP G A 11 27 c.1601C>T c.(1600-1602)TCA>TTA p.S534L

Pat_11 Pre-Treatment NSUN7 79730 37 4 40810375 40810375 Missense_Mutation SNP G A 62 156 c.1576G>A c.(1576-1578)GCC>ACC p.A526T

Pat_11 Pre-Treatment NMU 10874 37 4 56496606 56496606 Missense_Mutation SNP C T 42 77 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Pre-Treatment UGT2B15 7366 37 4 69513083 69513083 Missense_Mutation SNP C T 22 65 c.1332G>A c.(1330-1332)ATG>ATA p.M444I

Pat_11 Pre-Treatment UGT2B10 7365 37 4 69693137 69693137 Missense_Mutation SNP C T 31 110 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_11 Pre-Treatment RUFY3 22902 37 4 71629283 71629283 Missense_Mutation SNP C T 11 28 c.367C>T c.(367-369)CTC>TTC p.L123F

Pat_11 Pre-Treatment ALB 213 37 4 74275124 74275124 Missense_Mutation SNP C T 27 59 c.535C>T c.(535-537)CTT>TTT p.L179F

Pat_11 Pre-Treatment CCDC158 339965 37 4 77278541 77278541 Missense_Mutation SNP C T 14 26 c.2159G>A c.(2158-2160)GGA>GAA p.G720E

Pat_11 Pre-Treatment BMP2K 55589 37 4 79832429 79832429 Missense_Mutation SNP C A 4 57 c.2728C>A c.(2728-2730)CAA>AAA p.Q910K

Pat_11 Pre-Treatment AGXT2L1 64850 37 4 109670491 109670491 Missense_Mutation SNP C T 47 105 c.830G>A c.(829-831)GGA>GAA p.G277E

Pat_11 Pre-Treatment EGF 1950 37 4 110890251 110890251 Missense_Mutation SNP G A 5 241 c.1700G>A c.(1699-1701)CGT>CAT p.R567H

Pat_11 Pre-Treatment NDST4 64579 37 4 115769417 115769417 Missense_Mutation SNP C T 22 51 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_11 Pre-Treatment FAT4 79633 37 4 126241411 126241411 Missense_Mutation SNP C T 46 110 c.3845C>T c.(3844-3846)TCC>TTC p.S1282F

Pat_11 Pre-Treatment FAT4 79633 37 4 126367659 126367659 Missense_Mutation SNP C T 55 135 c.7405C>T c.(7405-7407)CAC>TAC p.H2469Y

Pat_11 Pre-Treatment FAT4 79633 37 4 126411926 126411926 Missense_Mutation SNP C T 15 59 c.13949C>T c.(13948-13950)TCA>TTA p.S4650L

Pat_11 Pre-Treatment PET112L 5188 37 4 152637172 152637172 Missense_Mutation SNP G A 4 151 c.752C>T c.(751-753)GCG>GTG p.A251V

Pat_11 Pre-Treatment FHDC1 85462 37 4 153896764 153896764 Missense_Mutation SNP C T 5 274 c.2321C>T c.(2320-2322)TCG>TTG p.S774L

Pat_11 Pre-Treatment CLCN3 1182 37 4 170610226 170610226 Missense_Mutation SNP G A 4 275 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_11 Pre-Treatment ODZ3 55714 37 4 183609435 183609435 Missense_Mutation SNP G A 4 119 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_11 Pre-Treatment CYP4V2 285440 37 4 187115720 187115720 Missense_Mutation SNP T C 66 203 c.281T>C c.(280-282)GTC>GCC p.V94A

Pat_11 Pre-Treatment NSUN2 54888 37 5 6616948 6616948 Missense_Mutation SNP G T 4 206 c.913C>A c.(913-915)CGC>AGC p.R305S

Pat_11 Pre-Treatment FASTKD3 79072 37 5 7867769 7867769 Missense_Mutation SNP T C 3 50 c.428A>G c.(427-429)AAG>AGG p.K143R



Pat_11 Pre-Treatment PRDM9 56979 37 5 23527220 23527220 Missense_Mutation SNP T C 6 41 c.2023T>C c.(2023-2025)TGG>CGG p.W675R

Pat_11 Pre-Treatment PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C G 6 45 c.2054C>G c.(2053-2055)ACA>AGA p.T685R

Pat_11 Pre-Treatment SLC1A3 6507 37 5 36608694 36608694 Missense_Mutation SNP G A 4 226 c.169G>A c.(169-171)GCT>ACT p.A57T

Pat_11 Pre-Treatment PELO 53918 37 5 52097642 52097642 Missense_Mutation SNP C A 4 66 c.1126C>A c.(1126-1128)CAA>AAA p.Q376K

Pat_11 Pre-Treatment CMYA5 202333 37 5 79030152 79030152 Missense_Mutation SNP C T 17 25 c.5564C>T c.(5563-5565)TCA>TTA p.S1855L

Pat_11 Pre-Treatment RASGRF2 5924 37 5 80369205 80369205 Missense_Mutation SNP G A 4 89 c.821G>A c.(820-822)CGT>CAT p.R274H

Pat_11 Pre-Treatment KIF20A 10112 37 5 137517403 137517403 Missense_Mutation SNP T C 3 111 c.361T>C c.(361-363)TTC>CTC p.F121L

Pat_11 Pre-Treatment PCDHA4 56144 37 5 140188055 140188055 Missense_Mutation SNP G A 194 169 c.1283G>A c.(1282-1284)CGA>CAA p.R428Q

Pat_11 Pre-Treatment PCDHA13 56136 37 5 140264174 140264174 Missense_Mutation SNP C T 32 30 c.2321C>T c.(2320-2322)CCC>CTC p.P774L

Pat_11 Pre-Treatment ARHGAP26 23092 37 5 142513638 142513638 Missense_Mutation SNP C T 4 215 c.1805C>T c.(1804-1806)ACG>ATG p.T602M

Pat_11 Pre-Treatment TCOF1 6949 37 5 149749166 149749166 Splice_Site SNP G A 4 104 c.639_splice c.e6+1 p.E213_splice

Pat_11 Pre-Treatment CCDC69 26112 37 5 150581166 150581166 Missense_Mutation SNP C T 31 60 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_11 Pre-Treatment NIPAL4 348938 37 5 156899891 156899891 Missense_Mutation SNP G A 4 78 c.1324G>A c.(1324-1326)GTC>ATC p.V442I

Pat_11 Pre-Treatment DOCK2 1794 37 5 169506124 169506124 Missense_Mutation SNP G A 3 31 c.5140G>A c.(5140-5142)GCA>ACA p.A1714T

Pat_11 Pre-Treatment RIPK1 8737 37 6 3106280 3106280 Missense_Mutation SNP C A 4 144 c.1571C>A c.(1570-1572)CCA>CAA p.P524Q

Pat_11 Pre-Treatment RREB1 6239 37 6 7231562 7231562 Missense_Mutation SNP C T 50 170 c.3230C>T c.(3229-3231)TCG>TTG p.S1077L

Pat_11 Pre-Treatment OR2J2 26707 37 6 29142121 29142122 Nonsense_Mutation DNP AA TG 84 101 c.709_710AA>TG c.(709-711)AAA>TGA p.K237*

Pat_11 Pre-Treatment GTF2H4 2968 37 6 30877741 30877741 Missense_Mutation SNP G A 5 317 c.275G>A c.(274-276)GGC>GAC p.G92D

Pat_11 Pre-Treatment BAT5 7920 37 6 31658381 31658381 Splice_Site SNP T A 5 182 c.844_splice c.e10-1 p.V282_splice

Pat_11 Pre-Treatment VARS 7407 37 6 31753059 31753060 Missense_Mutation DNP GG AA 50 114 c.1310_1311CC>TT c.(1309-1311)TCC>TTT p.S437F

Pat_11 Pre-Treatment TNXB 7148 37 6 32029197 32029197 Missense_Mutation SNP G A 7 506 c.7469C>T c.(7468-7470)CCG>CTG p.P2490L

Pat_11 Pre-Treatment CYP39A1 51302 37 6 46609950 46609950 Missense_Mutation SNP G A 9 37 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_11 Pre-Treatment GPR111 222611 37 6 47649202 47649202 Missense_Mutation SNP G A 27 55 c.907G>A c.(907-909)GGA>AGA p.G303R

Pat_11 Pre-Treatment KHDRBS2 202559 37 6 62604676 62604676 Missense_Mutation SNP C T 16 56 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_11 Pre-Treatment FAM135A 57579 37 6 71235250 71235250 Missense_Mutation SNP T G 9 31 c.2463T>G c.(2461-2463)AAT>AAG p.N821K

Pat_11 Pre-Treatment COL12A1 1303 37 6 75812336 75812336 Missense_Mutation SNP C T 21 52 c.8392G>A c.(8392-8394)GGA>AGA p.G2798R

Pat_11 Pre-Treatment DOPEY1 23033 37 6 83823141 83823141 Splice_Site SNP G A 4 100 c.780_splice c.e7+1 p.Q260_splice

Pat_11 Pre-Treatment PRDM13 59336 37 6 100054917 100054917 Missense_Mutation SNP G A 3 36 c.7G>A c.(7-9)GGA>AGA p.G3R

Pat_11 Pre-Treatment ROS1 6098 37 6 117746814 117746814 Missense_Mutation SNP C A 28 130 c.6G>T c.(4-6)AAG>AAT p.K2N

Pat_11 Pre-Treatment THEMIS 387357 37 6 128134491 128134491 Missense_Mutation SNP C T 48 72 c.1295G>A c.(1294-1296)GGA>GAA p.G432E

Pat_11 Pre-Treatment GPR126 57211 37 6 142718806 142718806 Missense_Mutation SNP G A 14 29 c.1481G>A c.(1480-1482)GGA>GAA p.G494E

Pat_11 Pre-Treatment ULBP1 80329 37 6 150290274 150290274 Missense_Mutation SNP G A 4 232 c.403G>A c.(403-405)GGC>AGC p.G135S

Pat_11 Pre-Treatment OPRM1 4988 37 6 154412237 154412237 Missense_Mutation SNP G A 4 179 c.794G>A c.(793-795)CGC>CAC p.R265H

Pat_11 Pre-Treatment TIAM2 26230 37 6 155577870 155577870 Missense_Mutation SNP A G 4 238 c.4721A>G c.(4720-4722)GAC>GGC p.D1574G

Pat_11 Pre-Treatment EZR 7430 37 6 159187971 159187971 Missense_Mutation SNP C T 6 459 c.1736G>A c.(1735-1737)CGC>CAC p.R579H

Pat_11 Pre-Treatment TCP1 6950 37 6 160202027 160202027 Missense_Mutation SNP C A 5 180 c.913G>T c.(913-915)GCT>TCT p.A305S

Pat_11 Pre-Treatment TTLL2 83887 37 6 167754638 167754638 Nonsense_Mutation SNP T A 4 76 c.1250T>A c.(1249-1251)TTA>TAA p.L417*

Pat_11 Pre-Treatment MLLT4 4301 37 6 168303044 168303044 Missense_Mutation SNP G A 44 138 c.1625G>A c.(1624-1626)GGG>GAG p.G542E

Pat_11 Pre-Treatment SUN1 23353 37 7 897553 897553 Missense_Mutation SNP G A 6 508 c.1483G>A c.(1483-1485)GTG>ATG p.V495M

Pat_11 Pre-Treatment MICALL2 79778 37 7 1482008 1482008 Missense_Mutation SNP G A 102 366 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_11 Pre-Treatment FOXK1 221937 37 7 4798977 4798977 Missense_Mutation SNP G A 4 142 c.1447G>A c.(1447-1449)GTG>ATG p.V483M

Pat_11 Pre-Treatment USP42 84132 37 7 6194258 6194258 Missense_Mutation SNP C T 4 84 c.3073C>T c.(3073-3075)CGG>TGG p.R1025W

Pat_11 Pre-Treatment PDE1C 5137 37 7 31876841 31876841 Missense_Mutation SNP G A 4 173 c.1156C>T c.(1156-1158)CTC>TTC p.L386F

Pat_11 Pre-Treatment ZMIZ2 83637 37 7 44805829 44805829 Missense_Mutation SNP C T 143 128 c.2309C>T c.(2308-2310)ACC>ATC p.T770I

Pat_11 Pre-Treatment ABCA13 154664 37 7 48563857 48563858 Missense_Mutation DNP CT TC 5 33 c.14065_14066CT>TCc.(14065-14067)CTC>TCC p.L4689S

Pat_11 Pre-Treatment PHKG1 5260 37 7 56151087 56151087 Missense_Mutation SNP A G 124 143 c.431T>C c.(430-432)CTC>CCC p.L144P

Pat_11 Pre-Treatment RHBDD2 57414 37 7 75511410 75511410 Missense_Mutation SNP G C 4 165 c.442G>C c.(442-444)GTC>CTC p.V148L



Pat_11 Pre-Treatment PCLO 27445 37 7 82508726 82508726 Missense_Mutation SNP A C 7 26 c.13581T>G c.(13579-13581)AGT>AGG p.S4527R

Pat_11 Pre-Treatment PTCD1 26024 37 7 99032496 99032496 Missense_Mutation SNP G A 8 592 c.370C>T c.(370-372)CCG>TCG p.P124S

Pat_11 Pre-Treatment GAL3ST4 79690 37 7 99764196 99764196 Missense_Mutation SNP G A 5 308 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_11 Pre-Treatment C7orf51 222950 37 7 100086437 100086437 Missense_Mutation SNP G A 57 65 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_11 Pre-Treatment PRKRIP1 79706 37 7 102038134 102038134 Missense_Mutation SNP G A 7 479 c.194G>A c.(193-195)CGA>CAA p.R65Q

Pat_11 Pre-Treatment SLC26A4 5172 37 7 107336394 107336394 Missense_Mutation SNP C T 6 441 c.1454C>T c.(1453-1455)ACG>ATG p.T485M

Pat_11 Pre-Treatment LAMB4 22798 37 7 107671373 107671373 Nonsense_Mutation SNP G A 4 237 c.4870C>T c.(4870-4872)CGA>TGA p.R1624*

Pat_11 Pre-Treatment MET 4233 37 7 116435940 116435940 Splice_Site SNP G A 49 77 c.3936_splice c.e21-1 p.L1312_splice

Pat_11 Pre-Treatment GRM8 2918 37 7 126173209 126173209 Missense_Mutation SNP C T 13 59 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_11 Pre-Treatment NRF1 4899 37 7 129330250 129330250 Missense_Mutation SNP G A 6 455 c.470G>A c.(469-471)CGT>CAT p.R157H

Pat_11 Pre-Treatment PLXNA4 91584 37 7 131910920 131910920 Missense_Mutation SNP G A 6 634 c.1982C>T c.(1981-1983)TCG>TTG p.S661L

Pat_11 Pre-Treatment AKR1B10 57016 37 7 134216768 134216768 Missense_Mutation SNP G A 65 407 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_11 Pre-Treatment CNOT4 4850 37 7 135078712 135078712 Missense_Mutation SNP G A 4 239 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_11 Pre-Treatment ARHGEF5 7984 37 7 144077039 144077039 Missense_Mutation SNP C T 106 535 c.4684C>T c.(4684-4686)CCT>TCT p.P1562S

Pat_11 Pre-Treatment KRBA1 84626 37 7 149418501 149418501 Missense_Mutation SNP G A 4 296 c.341G>A c.(340-342)CGA>CAA p.R114Q

Pat_11 Pre-Treatment SSPO 23145 37 7 149475923 149475923 Missense_Mutation SNP G A 5 235 c.889G>A c.(889-891)GTC>ATC p.V297I

Pat_11 Pre-Treatment GIMAP6 474344 37 7 150325195 150325195 Missense_Mutation SNP C T 276 229 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_11 Pre-Treatment ACCN3 9311 37 7 150749528 150749528 Missense_Mutation SNP G A 5 303 c.1484G>A c.(1483-1485)CGA>CAA p.R495Q

Pat_11 Pre-Treatment C8orf58 541565 37 8 22459276 22459276 Missense_Mutation SNP C T 14 171 c.568C>T c.(568-570)CGC>TGC p.R190C

Pat_11 Pre-Treatment C8orf80 389643 37 8 27884505 27884505 Missense_Mutation SNP C T 102 237 c.2219G>A c.(2218-2220)GGG>GAG p.G740E

Pat_11 Pre-Treatment ADAM18 8749 37 8 39468096 39468096 Missense_Mutation SNP A C 3 33 c.393A>C c.(391-393)GAA>GAC p.E131D

Pat_11 Pre-Treatment RP1 6101 37 8 55540286 55540286 Missense_Mutation SNP C T 66 140 c.3844C>T c.(3844-3846)CCT>TCT p.P1282S

Pat_11 Pre-Treatment CYP7A1 1581 37 8 59405037 59405037 Missense_Mutation SNP G A 4 137 c.1090C>T c.(1090-1092)CGG>TGG p.R364W

Pat_11 Pre-Treatment C8orf34 116328 37 8 69358598 69358598 Nonsense_Mutation SNP T A 3 25 c.252T>A c.(250-252)TAT>TAA p.Y84*

Pat_11 Pre-Treatment PTDSS1 9791 37 8 97321795 97321795 Missense_Mutation SNP G A 4 178 c.1018G>A c.(1018-1020)GCT>ACT p.A340T

Pat_11 Pre-Treatment TRHR 7201 37 8 110100070 110100070 Missense_Mutation SNP A T 31 59 c.329A>T c.(328-330)AAT>ATT p.N110I

Pat_11 Pre-Treatment MTBP 27085 37 8 121518998 121518998 Missense_Mutation SNP C T 31 65 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_11 Pre-Treatment PHF20L1 51105 37 8 133858100 133858100 Missense_Mutation SNP C T 4 65 c.2986C>T c.(2986-2988)CGC>TGC p.R996C

Pat_11 Pre-Treatment GPR172A 79581 37 8 145583036 145583036 Missense_Mutation SNP A G 4 45 c.83A>G c.(82-84)AAT>AGT p.N28S

Pat_11 Pre-Treatment RECQL4 9401 37 8 145738862 145738862 Missense_Mutation SNP G A 4 128 c.2203C>T c.(2203-2205)CGT>TGT p.R735C

Pat_11 Pre-Treatment IFNA8 3445 37 9 21409416 21409416 Missense_Mutation SNP C T 57 62 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_11 Pre-Treatment C9orf71 169693 37 9 71152338 71152338 Missense_Mutation SNP T C 3 62 c.350A>G c.(349-351)GAG>GGG p.E117G

Pat_11 Pre-Treatment GNA14 9630 37 9 80043926 80043926 Missense_Mutation SNP G A 5 309 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_11 Pre-Treatment PHF2 5253 37 9 96436019 96436019 Missense_Mutation SNP G A 4 106 c.2501G>A c.(2500-2502)GGG>GAG p.G834E

Pat_11 Pre-Treatment TBC1D2 55357 37 9 100971098 100971098 Missense_Mutation SNP G A 4 145 c.2002C>T c.(2002-2004)CGC>TGC p.R668C

Pat_11 Pre-Treatment HSDL2 84263 37 9 115216443 115216443 Splice_Site SNP G A 4 108 c.1015_splice c.e9+1 p.G339_splice

Pat_11 Pre-Treatment COL27A1 85301 37 9 116930263 116930263 Missense_Mutation SNP G A 4 101 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_11 Pre-Treatment C5 727 37 9 123779710 123779710 Nonsense_Mutation SNP C T 3 55 c.1796G>A c.(1795-1797)TGG>TAG p.W599*

Pat_11 Pre-Treatment GOLGA2 2801 37 9 131022758 131022758 Missense_Mutation SNP C T 4 83 c.1663G>A c.(1663-1665)GGA>AGA p.G555R

Pat_11 Pre-Treatment SEC16A 9919 37 9 139372043 139372043 Missense_Mutation SNP G A 3 27 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_11 Pre-Treatment RNF208 727800 37 9 140115264 140115264 Missense_Mutation SNP G A 3 29 c.401C>T c.(400-402)TCG>TTG p.S134L

Pat_11 Pre-Treatment ZNF645 158506 37 X 22291533 22291533 Missense_Mutation SNP G A 29 13 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_11 Pre-Treatment KLHL15 80311 37 X 24006340 24006340 Missense_Mutation SNP C T 4 82 c.1513G>A c.(1513-1515)GAA>AAA p.E505K

Pat_11 Pre-Treatment MAGEB6 158809 37 X 26212382 26212382 Missense_Mutation SNP A G 5 71 c.419A>G c.(418-420)CAT>CGT p.H140R

Pat_11 Pre-Treatment MAGEB6 158809 37 X 26212388 26212388 Missense_Mutation SNP T C 5 73 c.425T>C c.(424-426)GTC>GCC p.V142A

Pat_11 Pre-Treatment RBM10 8241 37 X 47035968 47035968 Missense_Mutation SNP G A 4 110 c.646G>A c.(646-648)GAC>AAC p.D216N

Pat_11 Pre-Treatment CLCN5 1184 37 X 49853407 49853407 Missense_Mutation SNP G A 4 191 c.1400G>A c.(1399-1401)CGA>CAA p.R467Q



Pat_11 Pre-Treatment SMC1A 8243 37 X 53409199 53409199 Missense_Mutation SNP C T 4 101 c.3391G>A c.(3391-3393)GGG>AGG p.G1131R

Pat_11 Pre-Treatment NLGN3 54413 37 X 70375180 70375180 Missense_Mutation SNP G A 4 145 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_11 Pre-Treatment KIAA2022 340533 37 X 73960071 73960071 Missense_Mutation SNP C T 44 30 c.4321G>A c.(4321-4323)GGA>AGA p.G1441R

Pat_11 Pre-Treatment BEX4 56271 37 X 102471145 102471145 Missense_Mutation SNP G A 3 26 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_11 Pre-Treatment ALG13 79868 37 X 110951568 110951568 Nonsense_Mutation SNP C T 6 168 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_11 Pre-Treatment KLHL13 90293 37 X 117043419 117043419 Missense_Mutation SNP C T 19 16 c.1211G>A c.(1210-1212)GGA>GAA p.G404E

Pat_11 Pre-Treatment ODZ1 10178 37 X 123695521 123695521 Missense_Mutation SNP C T 4 145 c.2434G>A c.(2434-2436)GAT>AAT p.D812N

Pat_11 Pre-Treatment OCRL 4952 37 X 128691316 128691316 Missense_Mutation SNP C T 50 34 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_11 Pre-Treatment FMR1 2332 37 X 147024735 147024735 Missense_Mutation SNP C A 4 174 c.1360C>A c.(1360-1362)CGT>AGT p.R454S

Pat_11 Pre-Treatment MAGEA12 4111 37 X 151900637 151900637 Missense_Mutation SNP G A 4 123 c.164C>T c.(163-165)GCT>GTT p.A55V

Pat_11 Pre-Treatment PCDH11Y 83259 37 Y 4925057 4925057 Missense_Mutation SNP G A 19 19 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_11 Pre-Treatment PRKY 5616 37 Y 7172061 7172061 Missense_Mutation SNP G A 4 114 c.250G>A c.(250-252)GAC>AAC p.D84N

Pat_11 Post-Resistance TNFRSF4 7293 37 1 1148443 1148443 Missense_Mutation SNP G A 4 139 c.299C>T c.(298-300)ACG>ATG p.T100M

Pat_11 Post-Resistance PEX14 5195 37 1 10689972 10689972 Missense_Mutation SNP T G 72 104 c.1062T>G c.(1060-1062)GAT>GAG p.D354E

Pat_11 Post-Resistance HSPG2 3339 37 1 22160328 22160328 Missense_Mutation SNP G A 3 44 c.10811C>T c.(10810-10812)CCT>CTT p.P3604L

Pat_11 Post-Resistance HSPG2 3339 37 1 22174273 22174273 Missense_Mutation SNP T G 39 52 c.7934A>C c.(7933-7935)CAG>CCG p.Q2645P

Pat_11 Post-Resistance LCK 3932 37 1 32740659 32740659 Missense_Mutation SNP G A 96 225 c.253G>A c.(253-255)GGG>AGG p.G85R

Pat_11 Post-Resistance EPHA10 284656 37 1 38185610 38185610 Missense_Mutation SNP G A 4 199 c.2533C>T c.(2533-2535)CGG>TGG p.R845W

Pat_11 Post-Resistance NFYC 4802 37 1 41218859 41218859 Nonsense_Mutation SNP C T 68 160 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_11 Post-Resistance PCSK9 255738 37 1 55509558 55509558 Missense_Mutation SNP G A 44 116 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_11 Post-Resistance HFM1 164045 37 1 91781722 91781723 Missense_Mutation DNP GG AA 47 131 c.2917_2918CC>TTc.(2917-2919)CCC>TTC p.P973F

Pat_11 Post-Resistance DPYD 1806 37 1 98058782 98058782 Missense_Mutation SNP G A 119 238 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_11 Post-Resistance ATP5F1 515 37 1 111996918 111996918 Missense_Mutation SNP C T 169 282 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_11 Post-Resistance SYCP1 6847 37 1 115455721 115455721 Missense_Mutation SNP G A 132 205 c.1597G>A c.(1597-1599)GAA>AAA p.E533K

Pat_11 Post-Resistance SPAG17 200162 37 1 118598455 118598455 Missense_Mutation SNP C T 71 118 c.2623G>A c.(2623-2625)GAG>AAG p.E875K

Pat_11 Post-Resistance HSD3B2 3284 37 1 119985517 119985517 Missense_Mutation SNP C G 71 93 c.324C>G c.(322-324)ATC>ATG p.I108M

Pat_11 Post-Resistance NBPF10 100132406 37 1 145360574 145360574 Missense_Mutation SNP G C 4 52 c.9424G>C c.(9424-9426)GAT>CAT p.D3142H

Pat_11 Post-Resistance NBPF10 100132406 37 1 146398425 146398425 Missense_Mutation SNP C A 7 455 c.1224C>A c.(1222-1224)GAC>GAA p.D408E

Pat_11 Post-Resistance RPTN 126638 37 1 152128479 152128479 Missense_Mutation SNP G A 512 456 c.1096C>T c.(1096-1098)CAC>TAC p.H366Y

Pat_11 Post-Resistance NUP210L 91181 37 1 153991444 153991444 Missense_Mutation SNP G A 123 414 c.4618C>T c.(4618-4620)CAT>TAT p.H1540Y

Pat_11 Post-Resistance TNN 63923 37 1 175067731 175067731 Missense_Mutation SNP G A 81 143 c.2119G>A c.(2119-2121)GAC>AAC p.D707N

Pat_11 Post-Resistance ASTN1 460 37 1 176983946 176983946 Missense_Mutation SNP C T 375 536 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_11 Post-Resistance CAPN2 824 37 1 223958170 223958170 Missense_Mutation SNP G A 4 223 c.1846G>A c.(1846-1848)GTT>ATT p.V616I

Pat_11 Post-Resistance JMJD4 65094 37 1 227921686 227921686 Missense_Mutation SNP G A 78 133 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_11 Post-Resistance OR2G3 81469 37 1 247769014 247769014 Missense_Mutation SNP T G 34 744 c.127T>G c.(127-129)TTC>GTC p.F43V

Pat_11 Post-Resistance OR2M5 127059 37 1 248309108 248309108 Missense_Mutation SNP G A 294 549 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_11 Post-Resistance ITIH2 3698 37 10 7791188 7791188 Missense_Mutation SNP G A 9 463 c.2732G>A c.(2731-2733)GGA>GAA p.G911E

Pat_11 Post-Resistance PTEN 5728 37 10 89692902 89692902 Missense_Mutation SNP G A 275 149 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_11 Post-Resistance PIPSL 266971 37 10 95718629 95718629 Missense_Mutation SNP C T 4 135 c.2525G>A c.(2524-2526)GGC>GAC p.G842D

Pat_11 Post-Resistance BLNK 29760 37 10 97969643 97969643 Missense_Mutation SNP C T 298 164 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_11 Post-Resistance C10orf12 26148 37 10 98744038 98744038 Missense_Mutation SNP G A 4 278 c.2891G>A c.(2890-2892)AGT>AAT p.S964N

Pat_11 Post-Resistance SLIT1 6585 37 10 98924646 98924647 Missense_Mutation DNP CC TT 172 87 c.198_199GG>AAc.(196-201)CTGGAA>CTAAAA p.E67K

Pat_11 Post-Resistance PPRC1 23082 37 10 103901161 103901161 Missense_Mutation SNP C T 82 71 c.2896C>T c.(2896-2898)CCT>TCT p.P966S

Pat_11 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 4 64 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_11 Post-Resistance ATRNL1 26033 37 10 117226706 117226706 Missense_Mutation SNP C T 71 41 c.3440C>T c.(3439-3441)TCA>TTA p.S1147L

Pat_11 Post-Resistance ANO9 338440 37 11 431763 431763 Missense_Mutation SNP T C 4 159 c.470A>G c.(469-471)GAG>GGG p.E157G

Pat_11 Post-Resistance OR52B4 143496 37 11 4388924 4388924 Missense_Mutation SNP C A 73 148 c.602G>T c.(601-603)GGG>GTG p.G201V



Pat_11 Post-Resistance OR10A3 26496 37 11 7960409 7960409 Missense_Mutation SNP C G 5 268 c.659G>C c.(658-660)CGA>CCA p.R220P

Pat_11 Post-Resistance BDNF 627 37 11 27679663 27679663 Missense_Mutation SNP G A 276 380 c.449C>T c.(448-450)GCG>GTG p.A150V

Pat_11 Post-Resistance MADD 8567 37 11 47303960 47303960 Missense_Mutation SNP G A 4 295 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_11 Post-Resistance OR4C6 219432 37 11 55432767 55432767 Missense_Mutation SNP T C 249 401 c.125T>C c.(124-126)CTT>CCT p.L42P

Pat_11 Post-Resistance AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 15 843 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_11 Post-Resistance TMEM179B 374395 37 11 62557149 62557149 Missense_Mutation SNP G A 6 412 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_11 Post-Resistance SHANK2 22941 37 11 70332923 70332923 Missense_Mutation SNP C T 82 207 c.3475G>A c.(3475-3477)GGT>AGT p.G1159S

Pat_11 Post-Resistance MMP12 4321 37 11 102738092 102738092 Missense_Mutation SNP G A 29 39 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_11 Post-Resistance DSCAML1 57453 37 11 117309688 117309688 Nonsense_Mutation SNP G A 4 108 c.4336C>T c.(4336-4338)CAG>TAG p.Q1446*

Pat_11 Post-Resistance CXCR5 643 37 11 118764833 118764833 Missense_Mutation SNP C T 4 220 c.580C>T c.(580-582)CAT>TAT p.H194Y

Pat_11 Post-Resistance BCL9L 283149 37 11 118773151 118773151 Missense_Mutation SNP G A 26 53 c.1301C>T c.(1300-1302)CCC>CTC p.P434L

Pat_11 Post-Resistance PATE2 399967 37 11 125647312 125647312 Missense_Mutation SNP G A 95 169 c.307C>T c.(307-309)CAT>TAT p.H103Y

Pat_11 Post-Resistance NFRKB 4798 37 11 129739745 129739745 Missense_Mutation SNP G A 52 81 c.3175C>T c.(3175-3177)CGC>TGC p.R1059C

Pat_11 Post-Resistance CCDC77 84318 37 12 518560 518560 Missense_Mutation SNP C T 4 300 c.11C>T c.(10-12)ACC>ATC p.T4I

Pat_11 Post-Resistance GSG1 83445 37 12 13240841 13240841 Missense_Mutation SNP C T 48 79 c.634G>A c.(634-636)GGT>AGT p.G212S

Pat_11 Post-Resistance ADAMTS20 80070 37 12 43824179 43824179 Missense_Mutation SNP T A 14 194 c.3357A>T c.(3355-3357)GAA>GAT p.E1119D

Pat_11 Post-Resistance ADAMTS20 80070 37 12 43826148 43826148 Missense_Mutation SNP C T 79 160 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K

Pat_11 Post-Resistance ANO6 196527 37 12 45795629 45795629 Missense_Mutation SNP G A 122 228 c.1438G>A c.(1438-1440)GTG>ATG p.V480M

Pat_11 Post-Resistance ITGB7 3695 37 12 53594156 53594156 Missense_Mutation SNP C A 93 136 c.72G>T c.(70-72)AAG>AAT p.K24N

Pat_11 Post-Resistance NEUROD4 58158 37 12 55420311 55420311 Missense_Mutation SNP G A 63 108 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_11 Post-Resistance OR9K2 441639 37 12 55524145 55524145 Missense_Mutation SNP C T 123 176 c.593C>T c.(592-594)GCT>GTT p.A198V

Pat_11 Post-Resistance OR6C65 403282 37 12 55794361 55794361 Missense_Mutation SNP G A 43 81 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_11 Post-Resistance CAPS2 84698 37 12 75676125 75676126 Missense_Mutation DNP GG AA 157 362 c.1574_1575CC>TTc.(1573-1575)GCC>GTT p.A525V

Pat_11 Post-Resistance USP44 84101 37 12 95922687 95922687 Missense_Mutation SNP C T 61 91 c.1520G>A c.(1519-1521)GGA>GAA p.G507E

Pat_11 Post-Resistance C12orf63 374467 37 12 97057618 97057618 Missense_Mutation SNP G A 84 171 c.746G>A c.(745-747)CGA>CAA p.R249Q

Pat_11 Post-Resistance SLC17A8 246213 37 12 100813881 100813881 Nonsense_Mutation SNP G T 31 82 c.1714G>T c.(1714-1716)GAG>TAG p.E572*

Pat_11 Post-Resistance STAB2 55576 37 12 104049352 104049352 Missense_Mutation SNP C T 120 198 c.1727C>T c.(1726-1728)TCT>TTT p.S576F

Pat_11 Post-Resistance BTBD11 121551 37 12 107937863 107937863 Missense_Mutation SNP G A 58 142 c.1437G>A c.(1435-1437)ATG>ATA p.M479I

Pat_11 Post-Resistance MED13L 23389 37 12 116440889 116440889 Missense_Mutation SNP G A 4 295 c.2488C>T c.(2488-2490)CGC>TGC p.R830C

Pat_11 Post-Resistance DNAH10 196385 37 12 124265681 124265681 Missense_Mutation SNP G A 5 449 c.493G>A c.(493-495)GTC>ATC p.V165I

Pat_11 Post-Resistance STARD13 90627 37 13 33692262 33692263 Missense_Mutation DNP CC TT 202 144 c.2220_2221GG>AAc.(2218-2223)CGGGAC>CGAAACp.D741N

Pat_11 Post-Resistance TRPC4 7223 37 13 38211429 38211429 Missense_Mutation SNP G A 160 133 c.2545C>T c.(2545-2547)CAT>TAT p.H849Y

Pat_11 Post-Resistance FREM2 341640 37 13 39338481 39338481 Nonsense_Mutation SNP G A 72 257 c.5304G>A c.(5302-5304)TGG>TGA p.W1768*

Pat_11 Post-Resistance NUFIP1 26747 37 13 45523884 45523884 Missense_Mutation SNP G A 5 594 c.1111C>T c.(1111-1113)CTT>TTT p.L371F

Pat_11 Post-Resistance FAM155A 728215 37 13 108518718 108518718 Missense_Mutation SNP T C 4 240 c.227A>G c.(226-228)CAG>CGG p.Q76R

Pat_11 Post-Resistance ATP11A 23250 37 13 113470511 113470511 Missense_Mutation SNP G A 5 252 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_11 Post-Resistance C14orf126 112487 37 14 31926599 31926599 Missense_Mutation SNP T C 6 21 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_11 Post-Resistance FERMT2 10979 37 14 53386014 53386014 Missense_Mutation SNP A G 195 309 c.218T>C c.(217-219)CTG>CCG p.L73P

Pat_11 Post-Resistance SIPA1L1 26037 37 14 72055973 72055973 Missense_Mutation SNP G A 4 256 c.1384G>A c.(1384-1386)GTA>ATA p.V462I

Pat_11 Post-Resistance SERPINA13 388007 37 14 95108015 95108015 Missense_Mutation SNP G A 75 86 c.532G>A c.(532-534)GAT>AAT p.D178N

Pat_11 Post-Resistance INF2 64423 37 14 105181082 105181082 Missense_Mutation SNP G A 14 25 c.3583G>A c.(3583-3585)GAG>AAG p.E1195K

Pat_11 Post-Resistance TRPM1 4308 37 15 31354879 31354879 Missense_Mutation SNP T C 5 217 c.926A>G c.(925-927)CAG>CGG p.Q309R

Pat_11 Post-Resistance JMJD7-PLA2G4B 8681 37 15 42140051 42140051 Missense_Mutation SNP C T 25 42 c.2339C>T c.(2338-2340)CCC>CTC p.P780L

Pat_11 Post-Resistance TTBK2 146057 37 15 43038408 43038408 Missense_Mutation SNP A G 3 123 c.3320T>C c.(3319-3321)CTT>CCT p.L1107P

Pat_11 Post-Resistance DENND4A 10260 37 15 66021549 66021549 Missense_Mutation SNP G A 13 19 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_11 Post-Resistance LRRC49 54839 37 15 71305234 71305234 Missense_Mutation SNP C T 144 284 c.1685C>T c.(1684-1686)TCC>TTC p.S562F

Pat_11 Post-Resistance MYO9A 4649 37 15 72193624 72193624 Missense_Mutation SNP G A 4 170 c.3058C>T c.(3058-3060)CTC>TTC p.L1020F



Pat_11 Post-Resistance ISLR 3671 37 15 74467617 74467617 Missense_Mutation SNP G A 99 169 c.418G>A c.(418-420)GAC>AAC p.D140N

Pat_11 Post-Resistance SH3GL3 6457 37 15 84257417 84257417 Missense_Mutation SNP A G 65 94 c.732A>G c.(730-732)ATA>ATG p.I244M

Pat_11 Post-Resistance ACAN 176 37 15 89382124 89382124 Nonsense_Mutation SNP C T 234 337 c.301C>T c.(301-303)CAG>TAG p.Q101*

Pat_11 Post-Resistance CACNA1H 8912 37 16 1254407 1254407 Missense_Mutation SNP G A 71 143 c.2400G>A c.(2398-2400)ATG>ATA p.M800I

Pat_11 Post-Resistance CACNA1H 8912 37 16 1270521 1270521 Missense_Mutation SNP C T 24 72 c.6589C>T c.(6589-6591)CCT>TCT p.P2197S

Pat_11 Post-Resistance PKD1 5310 37 16 2153595 2153595 Missense_Mutation SNP G T 76 169 c.8463C>A c.(8461-8463)GAC>GAA p.D2821E

Pat_11 Post-Resistance SRRM2 23524 37 16 2816762 2816762 Missense_Mutation SNP G A 5 383 c.6233G>A c.(6232-6234)CGT>CAT p.R2078H

Pat_11 Post-Resistance CORO7 79585 37 16 4408068 4408068 Missense_Mutation SNP C T 73 119 c.2494G>A c.(2494-2496)GCT>ACT p.A832T

Pat_11 Post-Resistance ABAT 18 37 16 8839938 8839938 Missense_Mutation SNP C T 56 115 c.151C>T c.(151-153)CCA>TCA p.P51S

Pat_11 Post-Resistance ABAT 18 37 16 8844395 8844395 Missense_Mutation SNP A G 5 598 c.315A>G c.(313-315)ATA>ATG p.I105M

Pat_11 Post-Resistance SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 3 67 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_11 Post-Resistance CRYM 1428 37 16 21281121 21281121 Missense_Mutation SNP G A 164 295 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_11 Post-Resistance TNRC6A 27327 37 16 24802545 24802545 Missense_Mutation SNP C T 82 127 c.2582C>T c.(2581-2583)TCA>TTA p.S861L

Pat_11 Post-Resistance HS3ST4 9951 37 16 26147376 26147376 Missense_Mutation SNP G A 20 49 c.1178G>A c.(1177-1179)GGG>GAG p.G393E

Pat_11 Post-Resistance TUFM 7284 37 16 28854424 28854424 Missense_Mutation SNP G A 4 283 c.1240C>T c.(1240-1242)CGG>TGG p.R414W

Pat_11 Post-Resistance BCL7C 9274 37 16 30905235 30905235 Missense_Mutation SNP G A 5 249 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_11 Post-Resistance SLC5A2 6524 37 16 31498937 31498937 Missense_Mutation SNP G A 5 337 c.742G>A c.(742-744)GTG>ATG p.V248M

Pat_11 Post-Resistance SLC9A5 6553 37 16 67293737 67293737 Missense_Mutation SNP G A 6 288 c.1730G>A c.(1729-1731)AGT>AAT p.S577N

Pat_11 Post-Resistance TSNAXIP1 55815 37 16 67860079 67860079 Missense_Mutation SNP G A 5 191 c.1007G>A c.(1006-1008)CGC>CAC p.R336H

Pat_11 Post-Resistance PSKH1 5681 37 16 67943268 67943268 Missense_Mutation SNP G A 4 197 c.616G>A c.(616-618)GTC>ATC p.V206I

Pat_11 Post-Resistance CTRL 1506 37 16 67964841 67964841 Missense_Mutation SNP G A 5 289 c.218C>T c.(217-219)GCT>GTT p.A73V

Pat_11 Post-Resistance ZFP90 146198 37 16 68598329 68598329 Missense_Mutation SNP C T 131 132 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_11 Post-Resistance NUDT7 283927 37 16 77769734 77769734 Missense_Mutation SNP G A 237 532 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_11 Post-Resistance KLHL36 79786 37 16 84693409 84693409 Missense_Mutation SNP C T 203 182 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_11 Post-Resistance ANKFY1 51479 37 17 4080447 4080447 Missense_Mutation SNP C T 139 208 c.2749G>A c.(2749-2751)GGC>AGC p.G917S

Pat_11 Post-Resistance ALOX12 239 37 17 6902081 6902081 Missense_Mutation SNP G A 4 200 c.467G>A c.(466-468)CGT>CAT p.R156H

Pat_11 Post-Resistance MYOCD 93649 37 17 12666896 12666896 Missense_Mutation SNP G A 116 163 c.2752G>A c.(2752-2754)GAT>AAT p.D918N

Pat_11 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 5 203 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_11 Post-Resistance KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 11 92 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_11 Post-Resistance TTLL6 284076 37 17 46863599 46863599 Missense_Mutation SNP C T 331 590 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_11 Post-Resistance LPO 4025 37 17 56329765 56329765 Missense_Mutation SNP G A 59 87 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_11 Post-Resistance BPTF 2186 37 17 65822287 65822287 Missense_Mutation SNP C G 3 40 c.447C>G c.(445-447)GAC>GAG p.D149E

Pat_11 Post-Resistance GPR142 350383 37 17 72368438 72368438 Missense_Mutation SNP C T 122 196 c.1088C>T c.(1087-1089)ACC>ATC p.T363I

Pat_11 Post-Resistance PPP4R1 9989 37 18 9583194 9583194 Missense_Mutation SNP G A 102 153 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_11 Post-Resistance CEP192 55125 37 18 13099507 13099507 Missense_Mutation SNP C T 142 331 c.6590C>T c.(6589-6591)TCC>TTC p.S2197F

Pat_11 Post-Resistance ST8SIA3 51046 37 18 55027323 55027323 Missense_Mutation SNP G A 83 131 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_11 Post-Resistance SERPINB2 5055 37 18 61569770 61569770 Missense_Mutation SNP G A 154 289 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_11 Post-Resistance CDH7 1005 37 18 63477055 63477055 Missense_Mutation SNP G A 85 114 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_11 Post-Resistance RTTN 25914 37 18 67781759 67781759 Missense_Mutation SNP G A 5 466 c.3605C>T c.(3604-3606)GCT>GTT p.A1202V

Pat_11 Post-Resistance PNPLA6 10908 37 19 7619494 7619494 Missense_Mutation SNP G A 5 343 c.2549G>A c.(2548-2550)CGT>CAT p.R850H

Pat_11 Post-Resistance LASS4 79603 37 19 8322862 8322862 Missense_Mutation SNP C T 129 304 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_11 Post-Resistance MUC16 94025 37 19 9045986 9045986 Missense_Mutation SNP G A 175 317 c.35645C>T c.(35644-35646)TCT>TTT p.S11882F

Pat_11 Post-Resistance MUC16 94025 37 19 9066660 9066660 Missense_Mutation SNP G A 284 503 c.20786C>T c.(20785-20787)TCC>TTC p.S6929F

Pat_11 Post-Resistance MUC16 94025 37 19 9082547 9082547 Missense_Mutation SNP C T 254 371 c.9268G>A c.(9268-9270)GAG>AAG p.E3090K

Pat_11 Post-Resistance MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 37 91 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_11 Post-Resistance COL5A3 50509 37 19 10112244 10112244 Missense_Mutation SNP G A 4 286 c.1066C>T c.(1066-1068)CGG>TGG p.R356W

Pat_11 Post-Resistance CACNA1A 773 37 19 13563820 13563820 Missense_Mutation SNP C T 80 157 c.409G>A c.(409-411)GAA>AAA p.E137K



Pat_11 Post-Resistance CASP14 23581 37 19 15164421 15164421 Missense_Mutation SNP G A 95 216 c.156G>A c.(154-156)ATG>ATA p.M52I

Pat_11 Post-Resistance ILVBL 10994 37 19 15234224 15234224 Missense_Mutation SNP G A 4 236 c.299C>T c.(298-300)ACG>ATG p.T100M

Pat_11 Post-Resistance NCAN 1463 37 19 19338690 19338690 Missense_Mutation SNP C T 106 172 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_11 Post-Resistance ZNF93 81931 37 19 20045355 20045355 Missense_Mutation SNP C T 37 105 c.1591C>T c.(1591-1593)CAT>TAT p.H531Y

Pat_11 Post-Resistance ZNF43 7594 37 19 21991505 21991505 Missense_Mutation SNP T A 5 314 c.1334A>T c.(1333-1335)AAC>ATC p.N445I

Pat_11 Post-Resistance ZNF208 7757 37 19 22156875 22156875 Missense_Mutation SNP C T 132 182 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_11 Post-Resistance ZNF420 147923 37 19 37619781 37619781 Missense_Mutation SNP C T 57 99 c.1888C>T c.(1888-1890)CTT>TTT p.L630F

Pat_11 Post-Resistance SIPA1L3 23094 37 19 38631876 38631876 Missense_Mutation SNP G A 129 222 c.3196G>A c.(3196-3198)GAA>AAA p.E1066K

Pat_11 Post-Resistance RYR1 6261 37 19 39008205 39008205 Missense_Mutation SNP G A 70 119 c.9892G>A c.(9892-9894)GCC>ACC p.A3298T

Pat_11 Post-Resistance LGALS7B 653499 37 19 39281435 39281435 Missense_Mutation SNP G A 27 71 c.202G>A c.(202-204)GGC>AGC p.G68S

Pat_11 Post-Resistance CD3EAP 10849 37 19 45912107 45912107 Missense_Mutation SNP A G 5 289 c.881A>G c.(880-882)AAG>AGG p.K294R

Pat_11 Post-Resistance ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 7 765 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_11 Post-Resistance NLRP4 147945 37 19 56382227 56382227 Missense_Mutation SNP G A 99 186 c.2389G>A c.(2389-2391)GAA>AAA p.E797K

Pat_11 Post-Resistance GREB1 9687 37 2 11777890 11777890 Missense_Mutation SNP C T 124 212 c.5395C>T c.(5395-5397)CCG>TCG p.P1799S

Pat_11 Post-Resistance HS1BP3 64342 37 2 20840820 20840820 Missense_Mutation SNP C T 249 482 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_11 Post-Resistance APOB 338 37 2 21232284 21232284 Missense_Mutation SNP C T 119 214 c.7456G>A c.(7456-7458)GAC>AAC p.D2486N

Pat_11 Post-Resistance LBH 81606 37 2 30480434 30480434 Nonsense_Mutation SNP G T 59 106 c.265G>T c.(265-267)GAG>TAG p.E89*

Pat_11 Post-Resistance LTBP1 4052 37 2 33468797 33468797 Nonsense_Mutation SNP C T 173 298 c.1945C>T c.(1945-1947)CGA>TGA p.R649*

Pat_11 Post-Resistance RASGRP3 25780 37 2 33745717 33745717 Missense_Mutation SNP G A 198 316 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_11 Post-Resistance DHX57 90957 37 2 39088696 39088696 Missense_Mutation SNP G A 93 139 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_11 Post-Resistance ALMS1P 200420 37 2 73900940 73900940 Missense_Mutation SNP G A 6 11 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_11 Post-Resistance LRRTM1 347730 37 2 80530256 80530256 Missense_Mutation SNP G T 6 604 c.689C>A c.(688-690)CCG>CAG p.P230Q

Pat_11 Post-Resistance SEMA4C 54910 37 2 97526382 97526382 Missense_Mutation SNP G A 119 160 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_11 Post-Resistance ZAP70 7535 37 2 98349771 98349771 Missense_Mutation SNP C T 27 70 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_11 Post-Resistance CHST10 9486 37 2 101014417 101014417 Missense_Mutation SNP G A 115 187 c.380C>T c.(379-381)CCC>CTC p.P127L

Pat_11 Post-Resistance SLC35F5 80255 37 2 114500394 114500394 Missense_Mutation SNP G C 110 199 c.625C>G c.(625-627)CAT>GAT p.H209D

Pat_11 Post-Resistance LRP1B 53353 37 2 141625828 141625828 Missense_Mutation SNP G A 9 116 c.4174C>T c.(4174-4176)CTT>TTT p.L1392F

Pat_11 Post-Resistance KIF5C 3800 37 2 149853804 149853804 Missense_Mutation SNP G A 44 106 c.2050G>A c.(2050-2052)GAT>AAT p.D684N

Pat_11 Post-Resistance GALNT13 114805 37 2 155099313 155099313 Missense_Mutation SNP G A 69 115 c.581G>A c.(580-582)CGA>CAA p.R194Q

Pat_11 Post-Resistance ERMN 57471 37 2 158181947 158181947 Missense_Mutation SNP G A 5 274 c.208C>T c.(208-210)CTC>TTC p.L70F

Pat_11 Post-Resistance DPP4 1803 37 2 162890087 162890087 Missense_Mutation SNP G A 112 226 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_11 Post-Resistance MYO3B 140469 37 2 171070963 171070963 Missense_Mutation SNP G A 123 260 c.396G>A c.(394-396)ATG>ATA p.M132I

Pat_11 Post-Resistance HOXD12 3238 37 2 176964663 176964663 Missense_Mutation SNP C T 58 94 c.134C>T c.(133-135)CCG>CTG p.P45L

Pat_11 Post-Resistance TTN 7273 37 2 179604014 179604014 Missense_Mutation SNP T G 5 87 c.13433A>C c.(13432-13434)AAG>ACG p.K4478T

Pat_11 Post-Resistance SSFA2 6744 37 2 182780118 182780118 Missense_Mutation SNP C T 4 137 c.1751C>T c.(1750-1752)GCA>GTA p.A584V

Pat_11 Post-Resistance ZNF804A 91752 37 2 185801798 185801798 Missense_Mutation SNP G A 27 72 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_11 Post-Resistance DNAH7 56171 37 2 196636434 196636434 Missense_Mutation SNP A C 12 719 c.11383T>G c.(11383-11385)TTA>GTA p.L3795V

Pat_11 Post-Resistance MAP2 4133 37 2 210574868 210574868 Missense_Mutation SNP G A 4 155 c.4963G>A c.(4963-4965)GCG>ACG p.A1655T

Pat_11 Post-Resistance SLC23A3 151295 37 2 220028969 220028969 Missense_Mutation SNP G T 4 64 c.1259C>A c.(1258-1260)CCA>CAA p.P420Q

Pat_11 Post-Resistance PTPRN 5798 37 2 220161969 220161970 Missense_Mutation DNP CC TT 57 143 c.2073_2074GG>AAc.(2071-2076)ACGGGA>ACAAGAp.G692R

Pat_11 Post-Resistance PTPRN 5798 37 2 220172208 220172208 Missense_Mutation SNP G A 5 336 c.238C>T c.(238-240)CTC>TTC p.L80F

Pat_11 Post-Resistance C2orf57 165100 37 2 232457897 232457897 Nonsense_Mutation SNP C T 171 270 c.235C>T c.(235-237)CAG>TAG p.Q79*

Pat_11 Post-Resistance GIGYF2 26058 37 2 233681650 233681650 Missense_Mutation SNP G A 4 276 c.2278G>A c.(2278-2280)GAA>AAA p.E760K

Pat_11 Post-Resistance ESPNL 339768 37 2 239016478 239016478 Missense_Mutation SNP C T 3 33 c.719C>T c.(718-720)GCC>GTC p.A240V

Pat_11 Post-Resistance HDLBP 3069 37 2 242182015 242182015 Missense_Mutation SNP G A 4 132 c.2029C>T c.(2029-2031)CGC>TGC p.R677C

Pat_11 Post-Resistance FARP2 9855 37 2 242380731 242380731 Missense_Mutation SNP C T 139 238 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_11 Post-Resistance NINL 22981 37 20 25434259 25434259 Missense_Mutation SNP G A 75 157 c.3977C>T c.(3976-3978)TCC>TTC p.S1326F



Pat_11 Post-Resistance FRG1B 284802 37 20 29625905 29625905 Missense_Mutation SNP T C 5 438 c.59T>C c.(58-60)CTT>CCT p.L20P

Pat_11 Post-Resistance DEFB123 245936 37 20 30028545 30028545 Missense_Mutation SNP C T 275 478 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_11 Post-Resistance PABPC1L 80336 37 20 43559150 43559150 Missense_Mutation SNP C T 273 502 c.1022C>T c.(1021-1023)TCC>TTC p.S341F

Pat_11 Post-Resistance SEMG2 6407 37 20 43851414 43851414 Missense_Mutation SNP C A 5 350 c.1141C>A c.(1141-1143)CAA>AAA p.Q381K

Pat_11 Post-Resistance ZNF831 128611 37 20 57767060 57767060 Missense_Mutation SNP C T 35 43 c.986C>T c.(985-987)GCC>GTC p.A329V

Pat_11 Post-Resistance BAGE2 85319 37 21 11098839 11098839 Translation_Start_Site SNP C T 8 215 c.-121G>A c.(-123--119)CCGTG>CCATG

Pat_11 Post-Resistance LIPI 149998 37 21 15535788 15535788 Missense_Mutation SNP G A 139 262 c.1021C>T c.(1021-1023)CTT>TTT p.L341F

Pat_11 Post-Resistance KRTAP21-2 337978 37 21 32119310 32119310 Nonsense_Mutation SNP G A 5 558 c.211C>T c.(211-213)CGA>TGA p.R71*

Pat_11 Post-Resistance PPIL2 23759 37 22 22049690 22049690 Missense_Mutation SNP G A 19 32 c.1474G>A c.(1474-1476)GCA>ACA p.A492T

Pat_11 Post-Resistance OSBP2 23762 37 22 31285598 31285599 Missense_Mutation DNP GG AA 172 104 c.1598_1599GG>AAc.(1597-1599)CGG>CAA p.R533Q

Pat_11 Post-Resistance PIK3IP1 113791 37 22 31686951 31686951 Missense_Mutation SNP C T 27 15 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_11 Post-Resistance C22orf33 339669 37 22 37398027 37398027 Nonsense_Mutation SNP G A 28 61 c.340C>T c.(340-342)CAG>TAG p.Q114*

Pat_11 Post-Resistance TNRC6B 23112 37 22 40708530 40708530 Nonsense_Mutation SNP G A 105 249 c.4457G>A c.(4456-4458)TGG>TAG p.W1486*

Pat_11 Post-Resistance MKL1 57591 37 22 40827438 40827438 Missense_Mutation SNP G A 244 633 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_11 Post-Resistance CELSR1 9620 37 22 46795724 46795724 Missense_Mutation SNP G A 4 212 c.5302C>T c.(5302-5304)CGG>TGG p.R1768W

Pat_11 Post-Resistance IL5RA 3568 37 3 3146593 3146593 Missense_Mutation SNP C T 126 179 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_11 Post-Resistance ATP2B2 491 37 3 10391870 10391870 Missense_Mutation SNP C T 84 151 c.2330G>A c.(2329-2331)CGA>CAA p.R777Q

Pat_11 Post-Resistance GADL1 339896 37 3 30880557 30880557 Missense_Mutation SNP C T 102 194 c.835G>A c.(835-837)GGA>AGA p.G279R

Pat_11 Post-Resistance MYD88 4615 37 3 38181482 38181483 Missense_Mutation DNP CC TT 28 58 c.495_496CC>TTc.(493-498)GACCCC>GATTCC p.P166S

Pat_11 Post-Resistance TRAK1 22906 37 3 42242402 42242402 Missense_Mutation SNP C T 260 497 c.1283C>T c.(1282-1284)TCC>TTC p.S428F

Pat_11 Post-Resistance FYCO1 79443 37 3 45996861 45996861 Missense_Mutation SNP G A 7 709 c.3824C>T c.(3823-3825)CCG>CTG p.P1275L

Pat_11 Post-Resistance CSPG5 10675 37 3 47610605 47610605 Missense_Mutation SNP G A 24 49 c.1495C>T c.(1495-1497)CCC>TCC p.P499S

Pat_11 Post-Resistance RYBP 23429 37 3 72428255 72428255 Missense_Mutation SNP C G 4 330 c.340G>C c.(340-342)GAA>CAA p.E114Q

Pat_11 Post-Resistance ROBO2 6092 37 3 77089988 77089988 Missense_Mutation SNP C G 144 354 c.52C>G c.(52-54)CGG>GGG p.R18G

Pat_11 Post-Resistance C3orf38 285237 37 3 88205268 88205268 Missense_Mutation SNP C T 73 87 c.473C>T c.(472-474)CCT>CTT p.P158L

Pat_11 Post-Resistance EPHA6 285220 37 3 96706810 96706810 Missense_Mutation SNP T G 63 92 c.1087T>G c.(1087-1089)TAT>GAT p.Y363D

Pat_11 Post-Resistance MORC1 27136 37 3 108813812 108813812 Missense_Mutation SNP G A 58 88 c.527C>T c.(526-528)CCA>CTA p.P176L

Pat_11 Post-Resistance ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 71 168 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_11 Post-Resistance AGTR1 185 37 3 148458956 148458956 Missense_Mutation SNP G A 119 254 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Post-Resistance CP 1356 37 3 148924061 148924061 Missense_Mutation SNP C A 5 462 c.1102G>T c.(1102-1104)GGG>TGG p.G368W

Pat_11 Post-Resistance CP 1356 37 3 148939500 148939500 Missense_Mutation SNP C T 85 146 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_11 Post-Resistance ZBBX 79740 37 3 167000053 167000053 Missense_Mutation SNP C T 47 108 c.2110G>A c.(2110-2112)GAA>AAA p.E704K

Pat_11 Post-Resistance ATP13A5 344905 37 3 193081090 193081090 Missense_Mutation SNP C T 91 167 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_11 Post-Resistance ATP13A3 79572 37 3 194175075 194175075 Missense_Mutation SNP C A 5 225 c.677G>T c.(676-678)TGG>TTG p.W226L

Pat_11 Post-Resistance MUC4 4585 37 3 195505772 195505772 Missense_Mutation SNP C G 3 39 c.12295G>C c.(12295-12297)GTC>CTC p.V4099L

Pat_11 Post-Resistance ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 4 86 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_11 Post-Resistance ZNF721 170960 37 4 436992 436992 Missense_Mutation SNP G C 48 116 c.1264C>G c.(1264-1266)CGT>GGT p.R422G

Pat_11 Post-Resistance FAM193A 8603 37 4 2673929 2673929 Missense_Mutation SNP G A 5 238 c.1288G>A c.(1288-1290)GGA>AGA p.G430R

Pat_11 Post-Resistance SLIT2 9353 37 4 20530703 20530703 Missense_Mutation SNP C T 124 199 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_11 Post-Resistance GPR125 166647 37 4 22425818 22425818 Missense_Mutation SNP G A 31 67 c.1601C>T c.(1600-1602)TCA>TTA p.S534L

Pat_11 Post-Resistance NSUN7 79730 37 4 40810375 40810375 Missense_Mutation SNP G A 103 229 c.1576G>A c.(1576-1578)GCC>ACC p.A526T

Pat_11 Post-Resistance NMU 10874 37 4 56496606 56496606 Missense_Mutation SNP C T 113 168 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Post-Resistance UGT2B15 7366 37 4 69513083 69513083 Missense_Mutation SNP C T 110 238 c.1332G>A c.(1330-1332)ATG>ATA p.M444I

Pat_11 Post-Resistance UGT2B10 7365 37 4 69693137 69693137 Missense_Mutation SNP C T 222 404 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_11 Post-Resistance RUFY3 22902 37 4 71629283 71629283 Missense_Mutation SNP C T 51 105 c.367C>T c.(367-369)CTC>TTC p.L123F

Pat_11 Post-Resistance ALB 213 37 4 74275124 74275124 Missense_Mutation SNP C T 107 194 c.535C>T c.(535-537)CTT>TTT p.L179F

Pat_11 Post-Resistance USO1 8615 37 4 76714871 76714871 Missense_Mutation SNP G C 3 51 c.1269G>C c.(1267-1269)CAG>CAC p.Q423H



Pat_11 Post-Resistance CCDC158 339965 37 4 77278541 77278541 Missense_Mutation SNP C T 41 113 c.2159G>A c.(2158-2160)GGA>GAA p.G720E

Pat_11 Post-Resistance C4orf37 285555 37 4 99027141 99027141 Missense_Mutation SNP C T 22 61 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_11 Post-Resistance AGXT2L1 64850 37 4 109670491 109670491 Missense_Mutation SNP C T 114 236 c.830G>A c.(829-831)GGA>GAA p.G277E

Pat_11 Post-Resistance NDST4 64579 37 4 115769417 115769417 Missense_Mutation SNP C T 95 139 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_11 Post-Resistance FAT4 79633 37 4 126241411 126241411 Missense_Mutation SNP C T 137 266 c.3845C>T c.(3844-3846)TCC>TTC p.S1282F

Pat_11 Post-Resistance FAT4 79633 37 4 126367659 126367659 Missense_Mutation SNP C T 198 344 c.7405C>T c.(7405-7407)CAC>TAC p.H2469Y

Pat_11 Post-Resistance FAT4 79633 37 4 126411926 126411926 Missense_Mutation SNP C T 60 121 c.13949C>T c.(13948-13950)TCA>TTA p.S4650L

Pat_11 Post-Resistance TLL1 7092 37 4 167012495 167012495 Splice_Site SNP T C 24 82 c.2656_splice c.e19+2 p.E886_splice

Pat_11 Post-Resistance ODZ3 55714 37 4 183635341 183635341 Missense_Mutation SNP G A 4 153 c.2323G>A c.(2323-2325)GTA>ATA p.V775I

Pat_11 Post-Resistance CYP4V2 285440 37 4 187115720 187115720 Missense_Mutation SNP T C 155 293 c.281T>C c.(280-282)GTC>GCC p.V94A

Pat_11 Post-Resistance FAT1 2195 37 4 187539729 187539729 Missense_Mutation SNP A T 69 97 c.8011T>A c.(8011-8013)TTC>ATC p.F2671I

Pat_11 Post-Resistance CMYA5 202333 37 5 79030152 79030152 Missense_Mutation SNP C T 91 57 c.5564C>T c.(5563-5565)TCA>TTA p.S1855L

Pat_11 Post-Resistance SLC22A4 6583 37 5 131630533 131630533 Missense_Mutation SNP G A 3 32 c.224G>A c.(223-225)CGC>CAC p.R75H

Pat_11 Post-Resistance PCDHA4 56144 37 5 140188055 140188055 Missense_Mutation SNP G A 308 170 c.1283G>A c.(1282-1284)CGA>CAA p.R428Q

Pat_11 Post-Resistance PCDHA13 56136 37 5 140264174 140264174 Missense_Mutation SNP C T 53 27 c.2321C>T c.(2320-2322)CCC>CTC p.P774L

Pat_11 Post-Resistance PCDHB10 56126 37 5 140573462 140573462 Missense_Mutation SNP A C 195 139 c.1337A>C c.(1336-1338)GAC>GCC p.D446A

Pat_11 Post-Resistance ARAP3 64411 37 5 141053295 141053295 Missense_Mutation SNP G A 4 274 c.779C>T c.(778-780)TCG>TTG p.S260L

Pat_11 Post-Resistance CCDC69 26112 37 5 150581166 150581166 Missense_Mutation SNP C T 84 64 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_11 Post-Resistance C5orf25 375484 37 5 175740719 175740719 Missense_Mutation SNP T C 5 583 c.1703T>C c.(1702-1704)CTT>CCT p.L568P

Pat_11 Post-Resistance RREB1 6239 37 6 7231562 7231562 Missense_Mutation SNP C T 131 237 c.3230C>T c.(3229-3231)TCG>TTG p.S1077L

Pat_11 Post-Resistance OR2J2 26707 37 6 29142121 29142122 Nonsense_Mutation DNP AA TG 174 249 c.709_710AA>TG c.(709-711)AAA>TGA p.K237*

Pat_11 Post-Resistance VARS 7407 37 6 31753059 31753060 Missense_Mutation DNP GG AA 75 139 c.1310_1311CC>TT c.(1309-1311)TCC>TTT p.S437F

Pat_11 Post-Resistance CYP39A1 51302 37 6 46609950 46609950 Missense_Mutation SNP G A 70 118 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_11 Post-Resistance GPR111 222611 37 6 47649202 47649202 Missense_Mutation SNP G A 166 252 c.907G>A c.(907-909)GGA>AGA p.G303R

Pat_11 Post-Resistance TFAP2B 7021 37 6 50796357 50796357 Missense_Mutation SNP G A 5 490 c.566G>A c.(565-567)GGC>GAC p.G189D

Pat_11 Post-Resistance KHDRBS2 202559 37 6 62604676 62604676 Missense_Mutation SNP C T 41 53 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_11 Post-Resistance FAM135A 57579 37 6 71235250 71235250 Missense_Mutation SNP T G 67 125 c.2463T>G c.(2461-2463)AAT>AAG p.N821K

Pat_11 Post-Resistance COL12A1 1303 37 6 75812336 75812336 Missense_Mutation SNP C T 78 112 c.8392G>A c.(8392-8394)GGA>AGA p.G2798R

Pat_11 Post-Resistance ROS1 6098 37 6 117746814 117746814 Missense_Mutation SNP C A 165 314 c.6G>T c.(4-6)AAG>AAT p.K2N

Pat_11 Post-Resistance THEMIS 387357 37 6 128134491 128134491 Missense_Mutation SNP C T 107 191 c.1295G>A c.(1294-1296)GGA>GAA p.G432E

Pat_11 Post-Resistance GPR126 57211 37 6 142718806 142718806 Missense_Mutation SNP G A 50 98 c.1481G>A c.(1480-1482)GGA>GAA p.G494E

Pat_11 Post-Resistance TIAM2 26230 37 6 155577851 155577851 Missense_Mutation SNP C A 4 286 c.4702C>A c.(4702-4704)CTG>ATG p.L1568M

Pat_11 Post-Resistance MLLT4 4301 37 6 168303044 168303044 Missense_Mutation SNP G A 157 312 c.1625G>A c.(1624-1626)GGG>GAG p.G542E

Pat_11 Post-Resistance MICALL2 79778 37 7 1482008 1482008 Missense_Mutation SNP G A 160 510 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_11 Post-Resistance ZMIZ2 83637 37 7 44805829 44805829 Missense_Mutation SNP C T 202 157 c.2309C>T c.(2308-2310)ACC>ATC p.T770I

Pat_11 Post-Resistance PURB 5814 37 7 44924053 44924053 Missense_Mutation SNP C T 7 759 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_11 Post-Resistance ABCA13 154664 37 7 48563857 48563858 Missense_Mutation DNP CT TC 29 79 c.14065_14066CT>TCc.(14065-14067)CTC>TCC p.L4689S

Pat_11 Post-Resistance PHKG1 5260 37 7 56151087 56151087 Missense_Mutation SNP A G 187 152 c.431T>C c.(430-432)CTC>CCC p.L144P

Pat_11 Post-Resistance CLIP2 7461 37 7 73770864 73770864 Missense_Mutation SNP G A 4 312 c.928G>A c.(928-930)GCA>ACA p.A310T

Pat_11 Post-Resistance PCLO 27445 37 7 82508726 82508726 Missense_Mutation SNP A C 31 115 c.13581T>G c.(13579-13581)AGT>AGG p.S4527R

Pat_11 Post-Resistance CROT 54677 37 7 87005238 87005238 Missense_Mutation SNP G A 5 390 c.845G>A c.(844-846)AGT>AAT p.S282N

Pat_11 Post-Resistance C7orf51 222950 37 7 100086437 100086437 Missense_Mutation SNP G A 146 114 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_11 Post-Resistance MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 9 936 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_11 Post-Resistance MET 4233 37 7 116435940 116435940 Splice_Site SNP G A 222 205 c.3936_splice c.e21-1 p.L1312_splice

Pat_11 Post-Resistance GRM8 2918 37 7 126173209 126173209 Missense_Mutation SNP C T 62 211 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_11 Post-Resistance AKR1B10 57016 37 7 134216768 134216768 Missense_Mutation SNP G A 127 673 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_11 Post-Resistance ARHGEF5 7984 37 7 144077039 144077039 Missense_Mutation SNP C T 148 744 c.4684C>T c.(4684-4686)CCT>TCT p.P1562S



Pat_11 Post-Resistance GIMAP6 474344 37 7 150325195 150325195 Missense_Mutation SNP C T 463 262 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_11 Post-Resistance C8orf80 389643 37 8 27884505 27884505 Missense_Mutation SNP C T 222 401 c.2219G>A c.(2218-2220)GGG>GAG p.G740E

Pat_11 Post-Resistance RP1 6101 37 8 55540286 55540286 Missense_Mutation SNP C T 228 369 c.3844C>T c.(3844-3846)CCT>TCT p.P1282S

Pat_11 Post-Resistance GRHL2 79977 37 8 102555585 102555585 Missense_Mutation SNP C T 5 424 c.137C>T c.(136-138)GCA>GTA p.A46V

Pat_11 Post-Resistance ODF1 4956 37 8 103564056 103564056 Missense_Mutation SNP G T 7 817 c.101G>T c.(100-102)CGG>CTG p.R34L

Pat_11 Post-Resistance TRHR 7201 37 8 110100070 110100070 Missense_Mutation SNP A T 156 217 c.329A>T c.(328-330)AAT>ATT p.N110I

Pat_11 Post-Resistance MTBP 27085 37 8 121518998 121518998 Missense_Mutation SNP C T 104 167 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_11 Post-Resistance SQLE 6713 37 8 126033112 126033112 Missense_Mutation SNP G A 31 80 c.1531G>A c.(1531-1533)GTA>ATA p.V511I

Pat_11 Post-Resistance IFNA8 3445 37 9 21409416 21409416 Missense_Mutation SNP C T 146 104 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_11 Post-Resistance GNE 10020 37 9 36229078 36229078 Missense_Mutation SNP G A 4 313 c.1010C>T c.(1009-1011)GCT>GTT p.A337V

Pat_11 Post-Resistance ZNF645 158506 37 X 22291533 22291533 Missense_Mutation SNP G A 96 28 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_11 Post-Resistance KIAA2022 340533 37 X 73960071 73960071 Missense_Mutation SNP C T 117 52 c.4321G>A c.(4321-4323)GGA>AGA p.G1441R

Pat_11 Post-Resistance KLHL13 90293 37 X 117043419 117043419 Missense_Mutation SNP C T 88 30 c.1211G>A c.(1210-1212)GGA>GAA p.G404E

Pat_11 Post-Resistance OCRL 4952 37 X 128691316 128691316 Missense_Mutation SNP C T 87 38 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_11 Post-Resistance PCDH11Y 83259 37 Y 4925057 4925057 Missense_Mutation SNP G A 78 26 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_16 Post-Resistance KIAA1751 85452 37 1 1920014 1920014 Missense_Mutation SNP C A 37 87 c.233G>T c.(232-234)CGG>CTG p.R78L

Pat_16 Post-Resistance GPR157 80045 37 1 9164611 9164611 Missense_Mutation SNP G A 13 31 c.875C>T c.(874-876)TCT>TTT p.S292F

Pat_16 Post-Resistance CLCNKA 1187 37 1 16358320 16358320 Missense_Mutation SNP C T 109 74 c.1738C>T c.(1738-1740)CCC>TCC p.P580S

Pat_16 Post-Resistance EIF4G3 8672 37 1 21183973 21183973 Missense_Mutation SNP C T 6 534 c.3094G>A c.(3094-3096)GAA>AAA p.E1032K

Pat_16 Post-Resistance NBPF3 84224 37 1 21797199 21797199 Missense_Mutation SNP G A 74 84 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_16 Post-Resistance RHD 6007 37 1 25611201 25611201 Missense_Mutation SNP G A 4 180 c.286G>A c.(286-288)GGC>AGC p.G96S

Pat_16 Post-Resistance UBXN11 91544 37 1 26612001 26612001 Missense_Mutation SNP A T 5 22 c.806T>A c.(805-807)TTT>TAT p.F269Y

Pat_16 Post-Resistance ARID1A 8289 37 1 27107000 27107000 Missense_Mutation SNP C T 45 132 c.6611C>T c.(6610-6612)GCC>GTC p.A2204V

Pat_16 Post-Resistance HCRTR1 3061 37 1 32090687 32090687 Missense_Mutation SNP C T 3 33 c.1055C>T c.(1054-1056)GCT>GTT p.A352V

Pat_16 Post-Resistance ZSCAN20 7579 37 1 33945010 33945010 Missense_Mutation SNP C T 51 37 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_16 Post-Resistance CSMD2 114784 37 1 33992823 33992823 Missense_Mutation SNP G A 4 243 c.9775C>T c.(9775-9777)CGG>TGG p.R3259W

Pat_16 Post-Resistance CSMD2 114784 37 1 34015872 34015872 Missense_Mutation SNP C T 4 220 c.8390G>A c.(8389-8391)CGG>CAG p.R2797Q

Pat_16 Post-Resistance CSMD2 114784 37 1 34285316 34285316 Missense_Mutation SNP C T 8 57 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_16 Post-Resistance C1orf216 127703 37 1 36181844 36181844 Missense_Mutation SNP G A 4 124 c.79C>T c.(79-81)CTC>TTC p.L27F

Pat_16 Post-Resistance PABPC4 8761 37 1 40034556 40034556 Missense_Mutation SNP C T 4 276 c.794G>A c.(793-795)CGT>CAT p.R265H

Pat_16 Post-Resistance ZNF642 339559 37 1 40954845 40954845 Missense_Mutation SNP G A 184 132 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_16 Post-Resistance MUTYH 4595 37 1 45798966 45798966 Missense_Mutation SNP C T 4 102 c.370G>A c.(370-372)GCA>ACA p.A124T

Pat_16 Post-Resistance TOE1 114034 37 1 45808107 45808107 Nonsense_Mutation SNP C T 4 220 c.544C>T c.(544-546)CGA>TGA p.R182*

Pat_16 Post-Resistance ZFYVE9 9372 37 1 52798527 52798527 Missense_Mutation SNP G A 4 157 c.3526G>A c.(3526-3528)GTA>ATA p.V1176I

Pat_16 Post-Resistance C1orf163 65260 37 1 53153690 53153690 Missense_Mutation SNP T C 4 301 c.398A>G c.(397-399)AAG>AGG p.K133R

Pat_16 Post-Resistance GLIS1 148979 37 1 54060157 54060157 Missense_Mutation SNP C T 3 87 c.419G>A c.(418-420)CGG>CAG p.R140Q

Pat_16 Post-Resistance C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 212 161 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_16 Post-Resistance DNAJC6 9829 37 1 65858497 65858497 Missense_Mutation SNP C T 4 218 c.1681C>T c.(1681-1683)CGC>TGC p.R561C

Pat_16 Post-Resistance LRRC7 57554 37 1 70493918 70493918 Missense_Mutation SNP C T 82 78 c.1745C>T c.(1744-1746)TCT>TTT p.S582F

Pat_16 Post-Resistance C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T G 127 68 c.1625A>C c.(1624-1626)AAA>ACA p.K542T

Pat_16 Post-Resistance CLCA1 1179 37 1 86951080 86951080 Missense_Mutation SNP A T 47 79 c.790A>T c.(790-792)AAT>TAT p.N264Y

Pat_16 Post-Resistance SH3GLB1 51100 37 1 87208874 87208874 Nonsense_Mutation SNP C T 172 118 c.1054C>T c.(1054-1056)CAG>TAG p.Q352*

Pat_16 Post-Resistance ARHGAP29 9411 37 1 94654489 94654489 Missense_Mutation SNP A T 41 108 c.1585T>A c.(1585-1587)TTT>ATT p.F529I

Pat_16 Post-Resistance CD53 963 37 1 111434995 111434995 Missense_Mutation SNP G A 29 87 c.92G>A c.(91-93)GGG>GAG p.G31E

Pat_16 Post-Resistance SYCP1 6847 37 1 115469144 115469144 Missense_Mutation SNP G A 8 30 c.1886G>A c.(1885-1887)GGT>GAT p.G629D

Pat_16 Post-Resistance CASQ2 845 37 1 116244011 116244011 Missense_Mutation SNP C T 112 98 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_16 Post-Resistance PDE4DIP 9659 37 1 144881505 144881505 Nonsense_Mutation SNP G A 137 323 c.3691C>T c.(3691-3693)CAG>TAG p.Q1231*



Pat_16 Post-Resistance PDE4DIP 9659 37 1 145015949 145015949 Missense_Mutation SNP C T 53 629 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_16 Post-Resistance NBPF10 100132406 37 1 145323695 145323695 Missense_Mutation SNP C T 10 666 c.3757C>T c.(3757-3759)CCA>TCA p.P1253S

Pat_16 Post-Resistance NBPF10 100132406 37 1 145360560 145360560 Missense_Mutation SNP G A 5 244 c.9410G>A c.(9409-9411)AGC>AAC p.S3137N

Pat_16 Post-Resistance LASS2 29956 37 1 150939253 150939253 Missense_Mutation SNP C T 4 175 c.827G>A c.(826-828)CGA>CAA p.R276Q

Pat_16 Post-Resistance KPRP 448834 37 1 152733052 152733052 Missense_Mutation SNP T A 42 96 c.988T>A c.(988-990)TCC>ACC p.S330T

Pat_16 Post-Resistance S100A5 6276 37 1 153509861 153509861 Missense_Mutation SNP C T 4 252 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_16 Post-Resistance HCN3 57657 37 1 155254477 155254477 Missense_Mutation SNP G A 4 269 c.1018G>A c.(1018-1020)GCC>ACC p.A340T

Pat_16 Post-Resistance FCRL3 115352 37 1 157666963 157666963 Missense_Mutation SNP T G 59 16 c.811A>C c.(811-813)AAA>CAA p.K271Q

Pat_16 Post-Resistance ATP1A4 480 37 1 160141383 160141383 Missense_Mutation SNP T A 171 113 c.1690T>A c.(1690-1692)TTC>ATC p.F564I

Pat_16 Post-Resistance CD244 51744 37 1 160806026 160806026 Missense_Mutation SNP G A 16 81 c.868C>T c.(868-870)CCT>TCT p.P290S

Pat_16 Post-Resistance ARHGAP30 257106 37 1 161018907 161018907 Missense_Mutation SNP C T 220 208 c.1904G>A c.(1903-1905)GGA>GAA p.G635E

Pat_16 Post-Resistance NIT1 4817 37 1 161090340 161090340 Missense_Mutation SNP G A 4 215 c.769G>A c.(769-771)GCA>ACA p.A257T

Pat_16 Post-Resistance C1orf110 339512 37 1 162829392 162829392 Missense_Mutation SNP A T 17 53 c.45T>A c.(43-45)GAT>GAA p.D15E

Pat_16 Post-Resistance UCK2 7371 37 1 165865440 165865440 Missense_Mutation SNP G A 7 551 c.370G>A c.(370-372)GTT>ATT p.V124I

Pat_16 Post-Resistance MPZL1 9019 37 1 167757123 167757123 Missense_Mutation SNP G A 175 131 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_16 Post-Resistance SELL 6402 37 1 169670801 169670801 Missense_Mutation SNP C A 4 12 c.981G>T c.(979-981)AAG>AAT p.K327N

Pat_16 Post-Resistance SCYL3 57147 37 1 169823860 169823860 Missense_Mutation SNP C T 4 260 c.1720G>A c.(1720-1722)GAG>AAG p.E574K

Pat_16 Post-Resistance FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 46 39 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_16 Post-Resistance SLC9A11 284525 37 1 173490472 173490472 Missense_Mutation SNP C T 25 93 c.2707G>A c.(2707-2709)GGA>AGA p.G903R

Pat_16 Post-Resistance FAM5B 57795 37 1 177249565 177249565 Nonsense_Mutation SNP G A 44 164 c.1253G>A c.(1252-1254)TGG>TAG p.W418*

Pat_16 Post-Resistance C1orf49 84066 37 1 178489831 178489831 Missense_Mutation SNP A T 36 20 c.365A>T c.(364-366)GAG>GTG p.E122V

Pat_16 Post-Resistance C1orf125 126859 37 1 179414126 179414126 Missense_Mutation SNP G A 30 38 c.1585G>A c.(1585-1587)GAG>AAG p.E529K

Pat_16 Post-Resistance RGS16 6004 37 1 182572373 182572373 Missense_Mutation SNP C T 6 635 c.146G>A c.(145-147)AGC>AAC p.S49N

Pat_16 Post-Resistance HMCN1 83872 37 1 186077692 186077692 Missense_Mutation SNP C T 63 62 c.10952C>T c.(10951-10953)CCT>CTT p.P3651L

Pat_16 Post-Resistance CFH 3075 37 1 196684756 196684756 Missense_Mutation SNP G A 152 110 c.1553G>A c.(1552-1554)AGA>AAA p.R518K

Pat_16 Post-Resistance CFHR2 3080 37 1 196918654 196918654 Missense_Mutation SNP C T 9 40 c.128C>T c.(127-129)TCC>TTC p.S43F

Pat_16 Post-Resistance CFHR5 81494 37 1 196971612 196971612 Missense_Mutation SNP A G 20 59 c.1148A>G c.(1147-1149)GAA>GGA p.E383G

Pat_16 Post-Resistance CRB1 23418 37 1 197446813 197446813 Missense_Mutation SNP C T 27 119 c.4025C>T c.(4024-4026)TCC>TTC p.S1342F

Pat_16 Post-Resistance PIK3C2B 5287 37 1 204400899 204400899 Missense_Mutation SNP C T 7 613 c.4178G>A c.(4177-4179)CGA>CAA p.R1393Q

Pat_16 Post-Resistance SLC41A1 254428 37 1 205779410 205779410 Missense_Mutation SNP G A 4 232 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_16 Post-Resistance LAMB3 3914 37 1 209801395 209801395 Missense_Mutation SNP G A 3 58 c.1273C>T c.(1273-1275)CCG>TCG p.P425S

Pat_16 Post-Resistance TMEM206 55248 37 1 212550929 212550929 Missense_Mutation SNP C T 5 290 c.758G>A c.(757-759)CGG>CAG p.R253Q

Pat_16 Post-Resistance SPATA17 128153 37 1 217947824 217947824 Missense_Mutation SNP C T 18 58 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_16 Post-Resistance NVL 4931 37 1 224495956 224495956 Missense_Mutation SNP G A 28 86 c.352C>T c.(352-354)CAC>TAC p.H118Y

Pat_16 Post-Resistance ZP4 57829 37 1 238048472 238048472 Missense_Mutation SNP C T 44 49 c.1304G>A c.(1303-1305)AGG>AAG p.R435K

Pat_16 Post-Resistance KIF26B 55083 37 1 245848720 245848720 Missense_Mutation SNP C T 3 59 c.2435C>T c.(2434-2436)TCG>TTG p.S812L

Pat_16 Post-Resistance CNST 163882 37 1 246784866 246784866 Missense_Mutation SNP C T 177 154 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_16 Post-Resistance AHCTF1 25909 37 1 247012951 247012951 Missense_Mutation SNP A C 37 90 c.6357T>G c.(6355-6357)TTT>TTG p.F2119L

Pat_16 Post-Resistance PFKP 5214 37 10 3162204 3162204 Missense_Mutation SNP G A 4 290 c.1651G>A c.(1651-1653)GGG>AGG p.G551R

Pat_16 Post-Resistance ITIH2 3698 37 10 7773808 7773808 Missense_Mutation SNP G A 4 257 c.1496G>A c.(1495-1497)CGG>CAG p.R499Q

Pat_16 Post-Resistance FAM171A1 221061 37 10 15255386 15255386 Missense_Mutation SNP C T 76 109 c.2201G>A c.(2200-2202)GGA>GAA p.G734E

Pat_16 Post-Resistance CUBN 8029 37 10 16932454 16932454 Missense_Mutation SNP C T 4 137 c.8671G>A c.(8671-8673)GTT>ATT p.V2891I

Pat_16 Post-Resistance CUBN 8029 37 10 16967398 16967398 Missense_Mutation SNP G A 4 90 c.6488C>T c.(6487-6489)TCT>TTT p.S2163F

Pat_16 Post-Resistance PTCHD3 374308 37 10 27702480 27702480 Missense_Mutation SNP C T 3 50 c.700G>A c.(700-702)GGC>AGC p.G234S

Pat_16 Post-Resistance ANKRD30A 91074 37 10 37430661 37430661 Missense_Mutation SNP G A 49 15 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_16 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 85 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_16 Post-Resistance PRKG1 5592 37 10 54048576 54048576 Missense_Mutation SNP A C 24 6 c.1755A>C c.(1753-1755)AAA>AAC p.K585N



Pat_16 Post-Resistance BICC1 80114 37 10 60573673 60573673 Missense_Mutation SNP T G 143 34 c.2460T>G c.(2458-2460)AAT>AAG p.N820K

Pat_16 Post-Resistance MYPN 84665 37 10 69881782 69881782 Missense_Mutation SNP G A 41 12 c.587G>A c.(586-588)AGC>AAC p.S196N

Pat_16 Post-Resistance DDX21 9188 37 10 70728771 70728771 Missense_Mutation SNP C T 4 150 c.1130C>T c.(1129-1131)ACT>ATT p.T377I

Pat_16 Post-Resistance CDH23 64072 37 10 73466770 73466770 Missense_Mutation SNP G A 3 26 c.3070G>A c.(3070-3072)GTG>ATG p.V1024M

Pat_16 Post-Resistance STAMBPL1 57559 37 10 90672958 90672958 Missense_Mutation SNP C T 4 121 c.521C>T c.(520-522)TCG>TTG p.S174L

Pat_16 Post-Resistance CYP2C8 1558 37 10 96824645 96824645 Missense_Mutation SNP T G 183 24 c.554A>C c.(553-555)AAA>ACA p.K185T

Pat_16 Post-Resistance PIK3AP1 118788 37 10 98416562 98416562 Missense_Mutation SNP C T 4 323 c.560G>A c.(559-561)CGC>CAC p.R187H

Pat_16 Post-Resistance SLIT1 6585 37 10 98778837 98778837 Missense_Mutation SNP T G 120 23 c.2774A>C c.(2773-2775)AAG>ACG p.K925T

Pat_16 Post-Resistance SEMA4G 57715 37 10 102743232 102743232 Missense_Mutation SNP G A 32 32 c.1876G>A c.(1876-1878)GAT>AAT p.D626N

Pat_16 Post-Resistance POLL 27343 37 10 103342563 103342563 Missense_Mutation SNP A C 292 29 c.1151T>G c.(1150-1152)CTG>CGG p.L384R

Pat_16 Post-Resistance PDCD11 22984 37 10 105194638 105194638 Missense_Mutation SNP C T 17 29 c.3751C>T c.(3751-3753)CCC>TCC p.P1251S

Pat_16 Post-Resistance OBFC1 79991 37 10 105659885 105659885 Missense_Mutation SNP G A 5 198 c.392C>T c.(391-393)ACG>ATG p.T131M

Pat_16 Post-Resistance TACC2 10579 37 10 123845785 123845785 Missense_Mutation SNP C T 178 20 c.3770C>T c.(3769-3771)TCC>TTC p.S1257F

Pat_16 Post-Resistance CHST15 51363 37 10 125801958 125801958 Missense_Mutation SNP C T 3 64 c.892G>A c.(892-894)GTC>ATC p.V298I

Pat_16 Post-Resistance LRRC56 115399 37 11 554058 554058 Missense_Mutation SNP G A 154 20 c.1411G>A c.(1411-1413)GAC>AAC p.D471N

Pat_16 Post-Resistance EPS8L2 64787 37 11 726677 726677 Missense_Mutation SNP G A 4 5 c.1993G>A c.(1993-1995)GAG>AAG p.E665K

Pat_16 Post-Resistance MUC2 4583 37 11 1101129 1101129 Missense_Mutation SNP G A 114 115 c.14614G>A c.(14614-14616)GAG>AAG p.E4872K

Pat_16 Post-Resistance MUC5B 727897 37 11 1256566 1256566 Missense_Mutation SNP T G 52 53 c.4780T>G c.(4780-4782)TTC>GTC p.F1594V

Pat_16 Post-Resistance SLC22A18 5002 37 11 2929526 2929526 Missense_Mutation SNP G A 4 114 c.208G>A c.(208-210)GTG>ATG p.V70M

Pat_16 Post-Resistance OR51B2 79345 37 11 5345040 5345040 Missense_Mutation SNP G A 47 4 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_16 Post-Resistance OR5P2 120065 37 11 7817971 7817971 Missense_Mutation SNP A C 54 38 c.519T>G c.(517-519)TTT>TTG p.F173L

Pat_16 Post-Resistance PARVA 55742 37 11 12525959 12525959 Nonsense_Mutation SNP C T 39 61 c.640C>T c.(640-642)CAA>TAA p.Q214*

Pat_16 Post-Resistance PTPN5 84867 37 11 18764019 18764019 Missense_Mutation SNP G A 4 98 c.515C>T c.(514-516)CCA>CTA p.P172L

Pat_16 Post-Resistance KIF18A 81930 37 11 28045369 28045369 Missense_Mutation SNP C G 3 122 c.2533G>C c.(2533-2535)GAC>CAC p.D845H

Pat_16 Post-Resistance EXT2 2132 37 11 44228348 44228348 Missense_Mutation SNP C T 41 5 c.1501C>T c.(1501-1503)CTC>TTC p.L501F

Pat_16 Post-Resistance AMBRA1 55626 37 11 46567211 46567211 Nonsense_Mutation SNP C T 231 37 c.494G>A c.(493-495)TGG>TAG p.W165*

Pat_16 Post-Resistance ARHGAP1 392 37 11 46702064 46702065 Nonsense_Mutation DNP CC AA 92 5 c.792_793GG>TTc.(790-795)AGGGAG>AGTTAGp.264_265RE>S*

Pat_16 Post-Resistance F2 2147 37 11 46747480 46747480 Missense_Mutation SNP G A 131 114 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_16 Post-Resistance LRP4 4038 37 11 46894655 46894655 Missense_Mutation SNP G A 4 258 c.4579C>T c.(4579-4581)CGC>TGC p.R1527C

Pat_16 Post-Resistance DDB2 1643 37 11 47256351 47256351 Missense_Mutation SNP C T 67 19 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_16 Post-Resistance OR5M9 390162 37 11 56230826 56230826 Missense_Mutation SNP G A 28 6 c.52C>T c.(52-54)CGT>TGT p.R18C

Pat_16 Post-Resistance OR5B17 219965 37 11 58126355 58126355 Missense_Mutation SNP T C 69 7 c.188A>G c.(187-189)AAC>AGC p.N63S

Pat_16 Post-Resistance ZFP91 80829 37 11 58380251 58380251 Nonsense_Mutation SNP C T 85 21 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_16 Post-Resistance TCN1 6947 37 11 59620691 59620691 Missense_Mutation SNP C T 5 509 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_16 Post-Resistance OTUB1 55611 37 11 63764691 63764691 Missense_Mutation SNP G A 4 275 c.593G>A c.(592-594)CGG>CAG p.R198Q

Pat_16 Post-Resistance PLCB3 5331 37 11 64023930 64023930 Missense_Mutation SNP G A 5 434 c.781G>A c.(781-783)GAA>AAA p.E261K

Pat_16 Post-Resistance SPTBN2 6712 37 11 66466905 66466905 Missense_Mutation SNP G A 53 73 c.3748C>T c.(3748-3750)CGG>TGG p.R1250W

Pat_16 Post-Resistance LRP5 4041 37 11 68171099 68171099 Missense_Mutation SNP G A 4 191 c.1733G>A c.(1732-1734)CGG>CAG p.R578Q

Pat_16 Post-Resistance ARHGEF17 9828 37 11 73073492 73073492 Missense_Mutation SNP C T 17 4 c.4709C>T c.(4708-4710)TCG>TTG p.S1570L

Pat_16 Post-Resistance DNAJB13 374407 37 11 73677211 73677211 Missense_Mutation SNP C T 52 4 c.521C>T c.(520-522)ACC>ATC p.T174I

Pat_16 Post-Resistance DLG2 1740 37 11 83252744 83252744 Missense_Mutation SNP C T 4 175 c.1783G>A c.(1783-1785)GTC>ATC p.V595I

Pat_16 Post-Resistance HEPHL1 341208 37 11 93754593 93754593 Missense_Mutation SNP G A 79 129 c.59G>A c.(58-60)GGG>GAG p.G20E

Pat_16 Post-Resistance GRIA4 2893 37 11 105850461 105850461 Missense_Mutation SNP C T 34 6 c.2704C>T c.(2704-2706)CCA>TCA p.P902S

Pat_16 Post-Resistance DSCAML1 57453 37 11 117352818 117352819 Missense_Mutation DNP CC TT 57 9 c.2598_2599GG>AAc.(2596-2601)AAGGAG>AAAAAGp.E867K

Pat_16 Post-Resistance FOXRED1 55572 37 11 126142921 126142921 Missense_Mutation SNP C T 4 212 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_16 Post-Resistance FOXRED1 55572 37 11 126145996 126145996 Missense_Mutation SNP G A 4 102 c.853G>A c.(853-855)GCC>ACC p.A285T

Pat_16 Post-Resistance LTBR 4055 37 12 6495261 6495261 Missense_Mutation SNP G A 6 629 c.502G>A c.(502-504)GTC>ATC p.V168I



Pat_16 Post-Resistance AICDA 57379 37 12 8759595 8759595 Missense_Mutation SNP G A 3 49 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_16 Post-Resistance A2ML1 144568 37 12 8975263 8975263 Missense_Mutation SNP C T 67 134 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_16 Post-Resistance PRB3 5544 37 12 11420711 11420711 Missense_Mutation SNP G A 5 164 c.472C>T c.(472-474)CGT>TGT p.R158C

Pat_16 Post-Resistance GRIN2B 2904 37 12 13716732 13716732 Missense_Mutation SNP T A 31 32 c.3440A>T c.(3439-3441)GAG>GTG p.E1147V

Pat_16 Post-Resistance LRMP 4033 37 12 25260897 25260898 Missense_Mutation DNP AT TA 45 145 c.1403_1404AT>TA c.(1402-1404)GAT>GTA p.D468V

Pat_16 Post-Resistance PRKAG1 5571 37 12 49396783 49396784 Nonsense_Mutation DNP GG AA 50 132 c.894_895CC>TTc.(892-897)CACCGA>CATTGA p.R299*

Pat_16 Post-Resistance KRT4 3851 37 12 53202523 53202523 Missense_Mutation SNP C T 77 239 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_16 Post-Resistance KRT18 3875 37 12 53345602 53345602 Nonsense_Mutation SNP C T 33 78 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_16 Post-Resistance TENC1 23371 37 12 53454201 53454201 Missense_Mutation SNP C T 4 100 c.2630C>T c.(2629-2631)CCG>CTG p.P877L

Pat_16 Post-Resistance AMHR2 269 37 12 53823344 53823344 Missense_Mutation SNP C T 85 56 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_16 Post-Resistance GPR84 53831 37 12 54756926 54756926 Missense_Mutation SNP C T 5 646 c.710G>A c.(709-711)CGT>CAT p.R237H

Pat_16 Post-Resistance KIAA0748 9840 37 12 55368225 55368225 Missense_Mutation SNP G T 10 8 c.122C>A c.(121-123)CCA>CAA p.P41Q

Pat_16 Post-Resistance OR6C3 254786 37 12 55726023 55726023 Missense_Mutation SNP C T 125 435 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_16 Post-Resistance IKZF4 64375 37 12 56427051 56427051 Missense_Mutation SNP C T 109 240 c.943C>T c.(943-945)CGT>TGT p.R315C

Pat_16 Post-Resistance ZC3H10 84872 37 12 56514623 56514623 Missense_Mutation SNP C T 4 309 c.277C>T c.(277-279)CGT>TGT p.R93C

Pat_16 Post-Resistance PAN2 9924 37 12 56720105 56720105 Missense_Mutation SNP G A 3 52 c.1351C>T c.(1351-1353)CGC>TGC p.R451C

Pat_16 Post-Resistance HSD17B6 8630 37 12 57167787 57167787 Missense_Mutation SNP G A 4 110 c.151G>A c.(151-153)GCA>ACA p.A51T

Pat_16 Post-Resistance SLC16A7 9194 37 12 60173255 60173256 Missense_Mutation DNP GG AA 27 97 c.1232_1233GG>AAc.(1231-1233)GGG>GAA p.G411E

Pat_16 Post-Resistance C12orf56 115749 37 12 64746799 64746799 Missense_Mutation SNP C T 109 82 c.290G>A c.(289-291)AGA>AAA p.R97K

Pat_16 Post-Resistance SLC6A15 55117 37 12 85255686 85255686 Missense_Mutation SNP G A 5 203 c.1918C>T c.(1918-1920)CGT>TGT p.R640C

Pat_16 Post-Resistance RASSF9 9182 37 12 86198724 86198724 Missense_Mutation SNP T A 187 110 c.1064A>T c.(1063-1065)AAA>ATA p.K355I

Pat_16 Post-Resistance LUM 4060 37 12 91497952 91497952 Missense_Mutation SNP G A 33 127 c.1007C>T c.(1006-1008)ACT>ATT p.T336I

Pat_16 Post-Resistance HAL 3034 37 12 96370437 96370437 Missense_Mutation SNP G A 4 149 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_16 Post-Resistance UTP20 27340 37 12 101760395 101760395 Missense_Mutation SNP C T 6 434 c.6185C>T c.(6184-6186)CCC>CTC p.P2062L

Pat_16 Post-Resistance TDG 6996 37 12 104378525 104378525 Splice_Site SNP A C 3 65 c.793_splice c.e8-2 p.L265_splice

Pat_16 Post-Resistance FICD 11153 37 12 108912995 108912995 Missense_Mutation SNP C T 4 224 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_16 Post-Resistance MYO1H 283446 37 12 109883364 109883364 Missense_Mutation SNP G A 72 48 c.565G>A c.(565-567)GAC>AAC p.D189N

Pat_16 Post-Resistance GPN3 51184 37 12 110902973 110902973 Missense_Mutation SNP C T 5 414 c.95G>A c.(94-96)CGG>CAG p.R32Q

Pat_16 Post-Resistance TCTN1 79600 37 12 111085668 111085668 Missense_Mutation SNP C T 23 66 c.1735C>T c.(1735-1737)CCC>TCC p.P579S

Pat_16 Post-Resistance SH2B3 10019 37 12 111886044 111886044 Missense_Mutation SNP G A 95 60 c.1666G>A c.(1666-1668)GAA>AAA p.E556K

Pat_16 Post-Resistance RASAL1 8437 37 12 113543644 113543644 Nonsense_Mutation SNP G A 47 126 c.1702C>T c.(1702-1704)CGA>TGA p.R568*

Pat_16 Post-Resistance MED13L 23389 37 12 116429319 116429319 Missense_Mutation SNP A T 136 72 c.3440T>A c.(3439-3441)CTT>CAT p.L1147H

Pat_16 Post-Resistance OASL 8638 37 12 121458536 121458536 Missense_Mutation SNP C T 4 143 c.1373G>A c.(1372-1374)GGT>GAT p.G458D

Pat_16 Post-Resistance CAMKK2 10645 37 12 121712291 121712292 Missense_Mutation DNP CC TT 9 34 c.38_39GG>AA c.(37-39)CGG>CAA p.R13Q

Pat_16 Post-Resistance WDR66 144406 37 12 122405976 122405976 Missense_Mutation SNP C T 4 190 c.2672C>T c.(2671-2673)CCG>CTG p.P891L

Pat_16 Post-Resistance ABCB9 23457 37 12 123444668 123444668 Missense_Mutation SNP G A 5 361 c.115C>T c.(115-117)CGC>TGC p.R39C

Pat_16 Post-Resistance SNRNP35 11066 37 12 123950368 123950368 Missense_Mutation SNP A G 32 92 c.281A>G c.(280-282)TAC>TGC p.Y94C

Pat_16 Post-Resistance ATP6V0A2 23545 37 12 124229297 124229297 Missense_Mutation SNP C A 4 247 c.1480C>A c.(1480-1482)CCA>ACA p.P494T

Pat_16 Post-Resistance DNAH10 196385 37 12 124297919 124297919 Nonsense_Mutation SNP G A 67 215 c.2999G>A c.(2998-3000)TGG>TAG p.W1000*

Pat_16 Post-Resistance TMEM132C 92293 37 12 128899844 128899844 Missense_Mutation SNP T C 7 22 c.317T>C c.(316-318)ATG>ACG p.M106T

Pat_16 Post-Resistance PIWIL1 9271 37 12 130839140 130839140 Missense_Mutation SNP G A 72 48 c.1103G>A c.(1102-1104)AGA>AAA p.R368K

Pat_16 Post-Resistance RIMBP2 23504 37 12 130883705 130883705 Missense_Mutation SNP T A 135 91 c.3134A>T c.(3133-3135)AAG>ATG p.K1045M

Pat_16 Post-Resistance C13orf26 122046 37 13 31513882 31513882 Missense_Mutation SNP C T 5 241 c.113C>T c.(112-114)ACG>ATG p.T38M

Pat_16 Post-Resistance STARD13 90627 37 13 33704332 33704332 Missense_Mutation SNP G A 4 203 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_16 Post-Resistance MAB21L1 4081 37 13 36049629 36049629 Missense_Mutation SNP T A 53 211 c.647A>T c.(646-648)CAC>CTC p.H216L

Pat_16 Post-Resistance ALG5 29880 37 13 37539733 37539733 Missense_Mutation SNP G A 54 316 c.752C>T c.(751-753)TCA>TTA p.S251L

Pat_16 Post-Resistance SIAH3 283514 37 13 46358171 46358171 Missense_Mutation SNP C T 5 408 c.157G>A c.(157-159)GTC>ATC p.V53I



Pat_16 Post-Resistance ZC3H13 23091 37 13 46541662 46541662 Missense_Mutation SNP G A 101 173 c.4298C>T c.(4297-4299)TCC>TTC p.S1433F

Pat_16 Post-Resistance LOC220429 220429 37 13 50466930 50466930 Missense_Mutation SNP C T 35 82 c.2204C>T c.(2203-2205)CCA>CTA p.P735L

Pat_16 Post-Resistance WDFY2 115825 37 13 52293396 52293396 Missense_Mutation SNP G A 4 319 c.397G>A c.(397-399)GGA>AGA p.G133R

Pat_16 Post-Resistance KLHL1 57626 37 13 70413125 70413125 Missense_Mutation SNP C T 33 58 c.1397G>A c.(1396-1398)GGA>GAA p.G466E

Pat_16 Post-Resistance DACH1 1602 37 13 72063230 72063230 Missense_Mutation SNP A G 133 575 c.1621T>C c.(1621-1623)TCT>CCT p.S541P

Pat_16 Post-Resistance RNF219 79596 37 13 79191193 79191193 Missense_Mutation SNP G A 5 208 c.703C>T c.(703-705)CGC>TGC p.R235C

Pat_16 Post-Resistance HS6ST3 266722 37 13 96743633 96743633 Nonsense_Mutation SNP C T 4 91 c.517C>T c.(517-519)CAG>TAG p.Q173*

Pat_16 Post-Resistance HS6ST3 266722 37 13 97484796 97484796 Missense_Mutation SNP G A 4 168 c.760G>A c.(760-762)GAG>AAG p.E254K

Pat_16 Post-Resistance TPP2 7174 37 13 103288670 103288670 Nonsense_Mutation SNP C T 5 209 c.1606C>T c.(1606-1608)CGA>TGA p.R536*

Pat_16 Post-Resistance EDDM3A 10876 37 14 21216124 21216124 Missense_Mutation SNP G A 4 135 c.385G>A c.(385-387)GTA>ATA p.V129I

Pat_16 Post-Resistance SALL2 6297 37 14 21991923 21991923 Missense_Mutation SNP G A 4 154 c.1939C>T c.(1939-1941)CGC>TGC p.R647C

Pat_16 Post-Resistance MYH7 4625 37 14 23894617 23894617 Missense_Mutation SNP T G 63 94 c.2297A>C c.(2296-2298)AAG>ACG p.K766T

Pat_16 Post-Resistance TGM1 7051 37 14 24724283 24724283 Missense_Mutation SNP G A 4 172 c.1822C>T c.(1822-1824)CGC>TGC p.R608C

Pat_16 Post-Resistance TGM1 7051 37 14 24724445 24724445 Missense_Mutation SNP G A 4 191 c.1660C>T c.(1660-1662)CGG>TGG p.R554W

Pat_16 Post-Resistance FBXO33 254170 37 14 39868720 39868720 Nonstop_Mutation SNP C G 12 2 c.1668G>C c.(1666-1668)TAG>TAC p.*556Y

Pat_16 Post-Resistance PRPF39 55015 37 14 45571853 45571853 Missense_Mutation SNP C T 145 200 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_16 Post-Resistance SYNE2 23224 37 14 64683071 64683071 Missense_Mutation SNP C T 6 242 c.19439C>T c.(19438-19440)CCC>CTC p.P6480L

Pat_16 Post-Resistance PLEKHG3 26030 37 14 65209027 65209027 Missense_Mutation SNP G A 4 103 c.2792G>A c.(2791-2793)CGC>CAC p.R931H

Pat_16 Post-Resistance SLC8A3 6547 37 14 70635091 70635091 Missense_Mutation SNP C T 72 21 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_16 Post-Resistance NUMB 8650 37 14 73753887 73753887 Missense_Mutation SNP G A 5 380 c.586C>T c.(586-588)CGT>TGT p.R196C

Pat_16 Post-Resistance CATSPERB 79820 37 14 92088249 92088249 Missense_Mutation SNP C T 10 2 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_16 Post-Resistance SLC24A4 123041 37 14 92920299 92920299 Missense_Mutation SNP G A 111 19 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_16 Post-Resistance HSP90AA1 3320 37 14 102605674 102605675 Missense_Mutation DNP GG AA 15 4 c.67_68CC>TT c.(67-69)CCC>TTC p.P23F

Pat_16 Post-Resistance PPP1R13B 23368 37 14 104205122 104205122 Missense_Mutation SNP C T 5 318 c.2758G>A c.(2758-2760)GAA>AAA p.E920K

Pat_16 Post-Resistance MTA1 9112 37 14 105930777 105930777 Missense_Mutation SNP C T 86 138 c.1217C>T c.(1216-1218)TCT>TTT p.S406F

Pat_16 Post-Resistance ADAM6 8755 37 14 107087201 107087201 Splice_Site SNP G A 7 22 c.5152_splice c.e111+1

Pat_16 Post-Resistance OCA2 4948 37 15 28235790 28235790 Missense_Mutation SNP C T 6 381 c.1048G>A c.(1048-1050)GTG>ATG p.V350M

Pat_16 Post-Resistance APBA2 321 37 15 29398813 29398813 Nonsense_Mutation SNP C T 4 95 c.1708C>T c.(1708-1710)CAG>TAG p.Q570*

Pat_16 Post-Resistance CDAN1 146059 37 15 43024557 43024557 Missense_Mutation SNP G A 4 218 c.1507C>T c.(1507-1509)CGG>TGG p.R503W

Pat_16 Post-Resistance MFAP1 4236 37 15 44105192 44105192 Nonsense_Mutation SNP G A 194 478 c.880C>T c.(880-882)CGA>TGA p.R294*

Pat_16 Post-Resistance WDR76 79968 37 15 44127266 44127266 Missense_Mutation SNP C T 25 73 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_16 Post-Resistance HDC 3067 37 15 50540510 50540510 Missense_Mutation SNP G A 48 176 c.1072C>T c.(1072-1074)CGC>TGC p.R358C

Pat_16 Post-Resistance TRPM7 54822 37 15 50885856 50885856 Missense_Mutation SNP A G 18 66 c.3566T>C c.(3565-3567)TTT>TCT p.F1189S

Pat_16 Post-Resistance MYO5C 55930 37 15 52553323 52553323 Missense_Mutation SNP T A 28 71 c.1049A>T c.(1048-1050)GAG>GTG p.E350V

Pat_16 Post-Resistance CGNL1 84952 37 15 57730859 57730859 Missense_Mutation SNP C T 107 288 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_16 Post-Resistance BNIP2 663 37 15 59963387 59963387 Missense_Mutation SNP A C 5 15 c.1065T>G c.(1063-1065)GAT>GAG p.D355E

Pat_16 Post-Resistance NARG2 79664 37 15 60760375 60760375 Missense_Mutation SNP G A 16 57 c.293C>T c.(292-294)TCT>TTT p.S98F

Pat_16 Post-Resistance SNX22 79856 37 15 64446651 64446651 Missense_Mutation SNP G A 123 385 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_16 Post-Resistance CILP 8483 37 15 65502086 65502086 Missense_Mutation SNP C T 19 86 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_16 Post-Resistance HCN4 10021 37 15 73635803 73635803 Missense_Mutation SNP G A 4 188 c.1132C>T c.(1132-1134)CGC>TGC p.R378C

Pat_16 Post-Resistance LOXL1 4016 37 15 74235231 74235231 Missense_Mutation SNP A G 210 519 c.1139A>G c.(1138-1140)CAA>CGA p.Q380R

Pat_16 Post-Resistance ISLR 3671 37 15 74467929 74467929 Missense_Mutation SNP G A 45 86 c.730G>A c.(730-732)GGT>AGT p.G244S

Pat_16 Post-Resistance CCDC33 80125 37 15 74536345 74536345 Missense_Mutation SNP A C 92 86 c.41A>C c.(40-42)GAG>GCG p.E14A

Pat_16 Post-Resistance CCDC33 80125 37 15 74564051 74564051 Missense_Mutation SNP T A 101 65 c.554T>A c.(553-555)CTC>CAC p.L185H

Pat_16 Post-Resistance ARID3B 10620 37 15 74836597 74836597 Missense_Mutation SNP T C 23 120 c.320T>C c.(319-321)GTT>GCT p.V107A

Pat_16 Post-Resistance CIB2 10518 37 15 78401682 78401682 Missense_Mutation SNP C T 70 64 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_16 Post-Resistance ZFAND6 54469 37 15 80414108 80414108 Missense_Mutation SNP G A 6 208 c.209G>A c.(208-210)AGT>AAT p.S70N



Pat_16 Post-Resistance AGBL1 123624 37 15 86807702 86807702 Missense_Mutation SNP C T 18 28 c.1162C>T c.(1162-1164)CCT>TCT p.P388S

Pat_16 Post-Resistance RLBP1 6017 37 15 89755082 89755082 Missense_Mutation SNP T A 29 81 c.576A>T c.(574-576)GAA>GAT p.E192D

Pat_16 Post-Resistance SYNM 23336 37 15 99670016 99670016 Missense_Mutation SNP C T 4 122 c.1451C>T c.(1450-1452)TCG>TTG p.S484L

Pat_16 Post-Resistance SNRNP25 79622 37 16 105550 105550 Splice_Site SNP G A 5 431 c.160_splice c.e2+1 p.P54_splice

Pat_16 Post-Resistance BAIAP3 8938 37 16 1397918 1397918 Missense_Mutation SNP G T 4 309 c.3154G>T c.(3154-3156)GTG>TTG p.V1052L

Pat_16 Post-Resistance UNKL 64718 37 16 1453342 1453342 Missense_Mutation SNP A C 14 39 c.291T>G c.(289-291)TGT>TGG p.C97W

Pat_16 Post-Resistance ZSCAN10 84891 37 16 3142284 3142284 Missense_Mutation SNP G A 76 235 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_16 Post-Resistance 12-Sep 124404 37 16 4827818 4827818 Missense_Mutation SNP C T 9 15 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_16 Post-Resistance PPL 5493 37 16 4933884 4933884 Missense_Mutation SNP G A 5 347 c.4772C>T c.(4771-4773)ACG>ATG p.T1591M

Pat_16 Post-Resistance CIITA 4261 37 16 10996552 10996553 Missense_Mutation DNP CC TT 50 109 c.666_667CC>TTc.(664-669)CTCCCT>CTTTCT p.P223S

Pat_16 Post-Resistance MKL2 57496 37 16 14334250 14334250 Missense_Mutation SNP C A 181 234 c.988C>A c.(988-990)CTC>ATC p.L330I

Pat_16 Post-Resistance ABCC1 4363 37 16 16230359 16230359 Missense_Mutation SNP C T 74 69 c.4150C>T c.(4150-4152)CTC>TTC p.L1384F

Pat_16 Post-Resistance SYT17 51760 37 16 19191808 19191808 Missense_Mutation SNP G A 4 315 c.278G>A c.(277-279)CGC>CAC p.R93H

Pat_16 Post-Resistance DNAH3 55567 37 16 21098244 21098244 Missense_Mutation SNP C T 131 479 c.2803G>A c.(2803-2805)GAT>AAT p.D935N

Pat_16 Post-Resistance HS3ST4 9951 37 16 26147178 26147178 Missense_Mutation SNP C T 280 377 c.980C>T c.(979-981)TCC>TTC p.S327F

Pat_16 Post-Resistance APOB48R 55911 37 16 28507353 28507353 Missense_Mutation SNP G A 38 49 c.991G>A c.(991-993)GCC>ACC p.A331T

Pat_16 Post-Resistance TAOK2 9344 37 16 29999080 29999080 Missense_Mutation SNP C T 4 166 c.3487C>T c.(3487-3489)CGG>TGG p.R1163W

Pat_16 Post-Resistance CD2BP2 10421 37 16 30365585 30365585 Missense_Mutation SNP G A 145 671 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_16 Post-Resistance ZNF629 23361 37 16 30794825 30794825 Missense_Mutation SNP G A 4 272 c.824C>T c.(823-825)TCG>TTG p.S275L

Pat_16 Post-Resistance TRIM72 493829 37 16 31230643 31230643 Missense_Mutation SNP G A 65 261 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_16 Post-Resistance GPT2 84706 37 16 46943833 46943833 Missense_Mutation SNP C T 4 233 c.814C>T c.(814-816)CCC>TCC p.P272S

Pat_16 Post-Resistance PHKB 5257 37 16 47675596 47675596 Missense_Mutation SNP T C 4 153 c.1601T>C c.(1600-1602)CTT>CCT p.L534P

Pat_16 Post-Resistance SLC12A3 6559 37 16 56899385 56899385 Missense_Mutation SNP C T 6 357 c.238C>T c.(238-240)CGG>TGG p.R80W

Pat_16 Post-Resistance CCL22 6367 37 16 57394369 57394369 Missense_Mutation SNP G A 37 158 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_16 Post-Resistance KIFC3 3801 37 16 57805133 57805133 Missense_Mutation SNP G A 4 264 c.742C>T c.(742-744)CGG>TGG p.R248W

Pat_16 Post-Resistance MMP15 4324 37 16 58079166 58079166 Missense_Mutation SNP G A 12 67 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_16 Post-Resistance E2F4 1874 37 16 67228796 67228796 Missense_Mutation SNP C T 5 282 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_16 Post-Resistance ACD 65057 37 16 67694194 67694194 Missense_Mutation SNP G A 15 15 c.188C>T c.(187-189)CCG>CTG p.P63L

Pat_16 Post-Resistance LCAT 3931 37 16 67974220 67974220 Missense_Mutation SNP G A 4 206 c.910C>T c.(910-912)CGC>TGC p.R304C

Pat_16 Post-Resistance HYDIN 54768 37 16 70913367 70913367 Missense_Mutation SNP G A 80 95 c.10387C>T c.(10387-10389)CTC>TTC p.L3463F

Pat_16 Post-Resistance RFWD3 55159 37 16 74685992 74685992 Nonsense_Mutation SNP G A 70 92 c.547C>T c.(547-549)CAG>TAG p.Q183*

Pat_16 Post-Resistance CNTNAP4 85445 37 16 76461470 76461470 Missense_Mutation SNP G A 45 54 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_16 Post-Resistance CNTNAP4 85445 37 16 76495952 76495952 Missense_Mutation SNP C T 21 78 c.1433C>T c.(1432-1434)CCT>CTT p.P478L

Pat_16 Post-Resistance MBTPS1 8720 37 16 84135312 84135312 Missense_Mutation SNP T C 188 173 c.77A>G c.(76-78)GAA>GGA p.E26G

Pat_16 Post-Resistance PAFAH1B1 5048 37 17 2577469 2577469 Missense_Mutation SNP G A 6 195 c.787G>A c.(787-789)GTA>ATA p.V263I

Pat_16 Post-Resistance CTNS 1497 37 17 3561299 3561299 Missense_Mutation SNP C T 5 300 c.682C>T c.(682-684)CGC>TGC p.R228C

Pat_16 Post-Resistance P2RX1 5023 37 17 3806890 3806890 Missense_Mutation SNP A C 47 133 c.560T>G c.(559-561)CTT>CGT p.L187R

Pat_16 Post-Resistance VMO1 284013 37 17 4688833 4688833 Missense_Mutation SNP G A 33 103 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_16 Post-Resistance DHX33 56919 37 17 5359375 5359375 Missense_Mutation SNP G A 42 111 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_16 Post-Resistance POLR2A 5430 37 17 7399591 7399591 Missense_Mutation SNP G A 4 198 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_16 Post-Resistance DNAH2 146754 37 17 7681635 7681635 Nonsense_Mutation SNP C T 5 245 c.5389C>T c.(5389-5391)CGA>TGA p.R1797*

Pat_16 Post-Resistance MYH13 8735 37 17 10206529 10206529 Missense_Mutation SNP C T 315 272 c.5651G>A c.(5650-5652)AGG>AAG p.R1884K

Pat_16 Post-Resistance DNAH9 1770 37 17 11622751 11622751 Missense_Mutation SNP C T 86 97 c.5653C>T c.(5653-5655)CGC>TGC p.R1885C

Pat_16 Post-Resistance TRIM16 10626 37 17 15532015 15532015 Missense_Mutation SNP A G 14 30 c.1609T>C c.(1609-1611)TCC>CCC p.S537P

Pat_16 Post-Resistance SMCR8 140775 37 17 18220451 18220451 Missense_Mutation SNP G A 4 293 c.1348G>A c.(1348-1350)GAC>AAC p.D450N

Pat_16 Post-Resistance PRPSAP2 5636 37 17 18814494 18814494 Missense_Mutation SNP G T 4 268 c.663G>T c.(661-663)TTG>TTT p.L221F

Pat_16 Post-Resistance SLC47A1 55244 37 17 19470150 19470151 Missense_Mutation DNP CC TT 33 106 c.1154_1155CC>TT c.(1153-1155)TCC>TTT p.S385F



Pat_16 Post-Resistance CYTSB 92521 37 17 20108441 20108441 Missense_Mutation SNP G A 5 329 c.1079G>A c.(1078-1080)AGT>AAT p.S360N

Pat_16 Post-Resistance KCNJ12 3768 37 17 21319253 21319253 Missense_Mutation SNP C T 39 108 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_16 Post-Resistance UNC119 9094 37 17 26874779 26874779 Missense_Mutation SNP C T 5 306 c.526G>A c.(526-528)GAC>AAC p.D176N

Pat_16 Post-Resistance ALDOC 230 37 17 26902152 26902152 Missense_Mutation SNP C T 4 126 c.313G>A c.(313-315)GTG>ATG p.V105M

Pat_16 Post-Resistance SPAG5 10615 37 17 26905522 26905522 Missense_Mutation SNP G A 31 146 c.3223C>T c.(3223-3225)CTT>TTT p.L1075F

Pat_16 Post-Resistance SEZ6 124925 37 17 27309030 27309030 Missense_Mutation SNP C T 12 16 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_16 Post-Resistance NF1 4763 37 17 29684086 29684086 Missense_Mutation SNP A G 4 216 c.7847A>G c.(7846-7848)CAG>CGG p.Q2616R

Pat_16 Post-Resistance UTP6 55813 37 17 30211497 30211497 Missense_Mutation SNP G A 24 85 c.731C>T c.(730-732)TCG>TTG p.S244L

Pat_16 Post-Resistance MMP28 79148 37 17 34093655 34093655 Missense_Mutation SNP G A 13 41 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_16 Post-Resistance CASC3 22794 37 17 38320021 38320021 Missense_Mutation SNP C T 92 211 c.1073C>T c.(1072-1074)TCT>TTT p.S358F

Pat_16 Post-Resistance KRTAP9-2 83899 37 17 39383134 39383135 Nonsense_Mutation DNP CC TT 111 269 c.228_229CC>TTc.(226-231)TGCCAG>TGTTAG p.Q77*

Pat_16 Post-Resistance KRT31 3881 37 17 39552779 39552779 Missense_Mutation SNP C T 4 307 c.481G>A c.(481-483)GGT>AGT p.G161S

Pat_16 Post-Resistance KRT38 8687 37 17 39594372 39594372 Missense_Mutation SNP C T 4 288 c.1214G>A c.(1213-1215)CGG>CAG p.R405Q

Pat_16 Post-Resistance KRT32 3882 37 17 39623524 39623524 Missense_Mutation SNP G C 24 70 c.54C>G c.(52-54)TGC>TGG p.C18W

Pat_16 Post-Resistance LOC90586 90586 37 17 41019611 41019611 Missense_Mutation SNP G A 24 13 c.316G>A c.(316-318)GCT>ACT p.A106T

Pat_16 Post-Resistance DHX8 1659 37 17 41567763 41567763 Missense_Mutation SNP C T 57 49 c.239C>T c.(238-240)TCT>TTT p.S80F

Pat_16 Post-Resistance MYCBPAP 84073 37 17 48595953 48595953 Missense_Mutation SNP G A 86 262 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_16 Post-Resistance NME1-NME2 654364 37 17 49247332 49247332 Missense_Mutation SNP G A 5 276 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_16 Post-Resistance ANKFN1 162282 37 17 54450018 54450018 Missense_Mutation SNP G A 53 158 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_16 Post-Resistance EPX 8288 37 17 56277065 56277065 Missense_Mutation SNP C T 4 220 c.1447C>T c.(1447-1449)CGC>TGC p.R483C

Pat_16 Post-Resistance TRIM37 4591 37 17 57119173 57119173 Splice_Site SNP C T 4 90 c.1753_splice c.e17+1 p.G585_splice

Pat_16 Post-Resistance BCAS3 54828 37 17 58824632 58824632 Missense_Mutation SNP C T 120 294 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_16 Post-Resistance TBC1D3P2 440452 37 17 60345595 60345595 Missense_Mutation SNP G A 78 172 c.673C>T c.(673-675)CAC>TAC p.H225Y

Pat_16 Post-Resistance SCN4A 6329 37 17 62018424 62018424 Missense_Mutation SNP G A 4 172 c.5218C>T c.(5218-5220)CGG>TGG p.R1740W

Pat_16 Post-Resistance ABCA8 10351 37 17 66915450 66915450 Missense_Mutation SNP C T 34 91 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_16 Post-Resistance ABCA10 10349 37 17 67151960 67151960 Missense_Mutation SNP G A 235 148 c.3562C>T c.(3562-3564)CCA>TCA p.P1188S

Pat_16 Post-Resistance KCNJ16 3773 37 17 68128331 68128331 Nonsense_Mutation SNP C T 4 238 c.103C>T c.(103-105)CGA>TGA p.R35*

Pat_16 Post-Resistance RAB37 326624 37 17 72736931 72736931 Missense_Mutation SNP G A 5 627 c.118G>A c.(118-120)GTC>ATC p.V40I

Pat_16 Post-Resistance USH1G 124590 37 17 72916120 72916120 Missense_Mutation SNP G A 33 43 c.811C>T c.(811-813)CCG>TCG p.P271S

Pat_16 Post-Resistance PRPSAP1 5635 37 17 74324800 74324801 Missense_Mutation DNP GG AA 12 44 c.778_779CC>TT c.(778-780)CCA>TTA p.P260L

Pat_16 Post-Resistance ENPP7 339221 37 17 77709346 77709346 Missense_Mutation SNP G A 14 53 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_16 Post-Resistance RNF213 57674 37 17 78320995 78320995 Missense_Mutation SNP C T 11 19 c.3079C>T c.(3079-3081)CGT>TGT p.R1027C

Pat_16 Post-Resistance RPTOR 57521 37 17 78811731 78811731 Nonsense_Mutation SNP G A 17 58 c.1146G>A c.(1144-1146)TGG>TGA p.W382*

Pat_16 Post-Resistance GPS1 2873 37 17 80014551 80014551 Missense_Mutation SNP C T 3 37 c.1175C>T c.(1174-1176)GCC>GTC p.A392V

Pat_16 Post-Resistance USP14 9097 37 18 192846 192846 Missense_Mutation SNP G T 5 189 c.409G>T c.(409-411)GCA>TCA p.A137S

Pat_16 Post-Resistance EPB41L3 23136 37 18 5416253 5416253 Missense_Mutation SNP G A 4 162 c.1631C>T c.(1630-1632)CCG>CTG p.P544L

Pat_16 Post-Resistance L3MBTL4 91133 37 18 6215757 6215757 Missense_Mutation SNP A T 26 44 c.862T>A c.(862-864)TTT>ATT p.F288I

Pat_16 Post-Resistance ARHGAP28 79822 37 18 6894891 6894891 Splice_Site SNP G A 77 62 c.1374_splice c.e14+1 p.M458_splice

Pat_16 Post-Resistance LAMA1 284217 37 18 6950909 6950909 Missense_Mutation SNP G A 23 42 c.8269C>T c.(8269-8271)CAT>TAT p.H2757Y

Pat_16 Post-Resistance PTPRM 5797 37 18 7888152 7888152 Missense_Mutation SNP C T 68 139 c.245C>T c.(244-246)GCC>GTC p.A82V

Pat_16 Post-Resistance NDUFV2 4729 37 18 9122540 9122540 Missense_Mutation SNP G A 12 227 c.330G>A c.(328-330)ATG>ATA p.M110I

Pat_16 Post-Resistance DSC3 1825 37 18 28598156 28598156 Missense_Mutation SNP C T 31 39 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_16 Post-Resistance DSC2 1824 37 18 28662971 28662971 Missense_Mutation SNP A T 37 29 c.998T>A c.(997-999)TTT>TAT p.F333Y

Pat_16 Post-Resistance DSG1 1828 37 18 28914025 28914025 Missense_Mutation SNP G A 46 175 c.865G>A c.(865-867)GAG>AAG p.E289K

Pat_16 Post-Resistance DSG4 147409 37 18 28986205 28986205 Missense_Mutation SNP C T 116 84 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_16 Post-Resistance DSG2 1829 37 18 29122574 29122574 Missense_Mutation SNP G C 31 71 c.2093G>C c.(2092-2094)GGA>GCA p.G698A

Pat_16 Post-Resistance ASXL3 80816 37 18 31318749 31318749 Missense_Mutation SNP A G 34 103 c.1381A>G c.(1381-1383)AGT>GGT p.S461G



Pat_16 Post-Resistance ASXL3 80816 37 18 31319227 31319227 Missense_Mutation SNP G A 9 27 c.1859G>A c.(1858-1860)GGA>GAA p.G620E

Pat_16 Post-Resistance TCEB3C 162699 37 18 44555339 44555339 Missense_Mutation SNP G A 6 455 c.875C>T c.(874-876)ACC>ATC p.T292I

Pat_16 Post-Resistance MYO5B 4645 37 18 47398601 47398601 Missense_Mutation SNP G A 181 472 c.3539C>T c.(3538-3540)GCG>GTG p.A1180V

Pat_16 Post-Resistance DCC 1630 37 18 50832050 50832050 Missense_Mutation SNP G A 31 157 c.2014G>A c.(2014-2016)GAA>AAA p.E672K

Pat_16 Post-Resistance FECH 2235 37 18 55222097 55222097 Nonsense_Mutation SNP G A 69 150 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_16 Post-Resistance DOK6 220164 37 18 67425073 67425073 Missense_Mutation SNP C T 63 144 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_16 Post-Resistance RTTN 25914 37 18 67843991 67843991 Missense_Mutation SNP G A 6 408 c.1396C>T c.(1396-1398)CTT>TTT p.L466F

Pat_16 Post-Resistance CDC34 997 37 19 536298 536298 Missense_Mutation SNP G A 4 90 c.320G>A c.(319-321)GGG>GAG p.G107E

Pat_16 Post-Resistance ABCA7 10347 37 19 1046386 1046386 Missense_Mutation SNP C T 148 573 c.1603C>T c.(1603-1605)CCG>TCG p.P535S

Pat_16 Post-Resistance DOT1L 84444 37 19 2226980 2226980 Missense_Mutation SNP C T 25 91 c.4460C>T c.(4459-4461)TCC>TTC p.S1487F

Pat_16 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 8 144 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_16 Post-Resistance TLE2 7089 37 19 3005967 3005967 Splice_Site SNP C T 31 82 c.1501_splice c.e16-1 p.N501_splice

Pat_16 Post-Resistance PLIN4 729359 37 19 4511993 4511993 Missense_Mutation SNP G A 143 183 c.1937C>T c.(1936-1938)GCG>GTG p.A646V

Pat_16 Post-Resistance EMR1 2015 37 19 6921798 6921798 Missense_Mutation SNP T A 731 103 c.1695T>A c.(1693-1695)TTT>TTA p.F565L

Pat_16 Post-Resistance MUC16 94025 37 19 9009311 9009312 Missense_Mutation DNP GG AA 66 341 c.39161_39162CC>TTc.(39160-39162)TCC>TTT p.S13054F

Pat_16 Post-Resistance MUC16 94025 37 19 9059650 9059650 Missense_Mutation SNP G A 107 140 c.27796C>T c.(27796-27798)CTC>TTC p.L9266F

Pat_16 Post-Resistance MUC16 94025 37 19 9068622 9068622 Missense_Mutation SNP G A 90 99 c.18824C>T c.(18823-18825)TCA>TTA p.S6275L

Pat_16 Post-Resistance MUC16 94025 37 19 9072288 9072288 Missense_Mutation SNP G A 36 51 c.15158C>T c.(15157-15159)TCC>TTC p.S5053F

Pat_16 Post-Resistance ZNF560 147741 37 19 9578016 9578016 Missense_Mutation SNP C T 41 124 c.1607G>A c.(1606-1608)CGA>CAA p.R536Q

Pat_16 Post-Resistance ZNF561 93134 37 19 9721330 9721330 Missense_Mutation SNP G A 138 229 c.1007C>T c.(1006-1008)CCC>CTC p.P336L

Pat_16 Post-Resistance COL5A3 50509 37 19 10097252 10097252 Missense_Mutation SNP C T 73 253 c.2221G>A c.(2221-2223)GAT>AAT p.D741N

Pat_16 Post-Resistance PPAN-P2RY11 692312 37 19 10217217 10217217 Missense_Mutation SNP G A 3 5 c.59G>A c.(58-60)CGC>CAC p.R20H

Pat_16 Post-Resistance CDC37 11140 37 19 10514068 10514068 Missense_Mutation SNP G A 24 60 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_16 Post-Resistance ZNF440 126070 37 19 11942554 11942554 Missense_Mutation SNP G A 85 414 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_16 Post-Resistance ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 5 451 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_16 Post-Resistance GCDH 2639 37 19 13007772 13007772 Missense_Mutation SNP G A 6 306 c.901G>A c.(901-903)GTG>ATG p.V301M

Pat_16 Post-Resistance ZSWIM4 65249 37 19 13939480 13939480 Missense_Mutation SNP G A 5 642 c.2050G>A c.(2050-2052)GTA>ATA p.V684I

Pat_16 Post-Resistance MED26 9441 37 19 16687703 16687703 Missense_Mutation SNP G A 4 53 c.938C>T c.(937-939)CCG>CTG p.P313L

Pat_16 Post-Resistance ANKLE1 126549 37 19 17394769 17394769 Missense_Mutation SNP C T 202 177 c.1196C>T c.(1195-1197)CCT>CTT p.P399L

Pat_16 Post-Resistance UNC13A 23025 37 19 17766699 17766699 Missense_Mutation SNP C T 15 35 c.1540G>A c.(1540-1542)GAG>AAG p.E514K

Pat_16 Post-Resistance ARRDC2 27106 37 19 18121461 18121461 Missense_Mutation SNP C T 66 102 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_16 Post-Resistance SFRS14 10147 37 19 19115375 19115375 Missense_Mutation SNP G A 5 502 c.2531C>T c.(2530-2532)ACG>ATG p.T844M

Pat_16 Post-Resistance SF4 57794 37 19 19407930 19407930 Missense_Mutation SNP C T 5 96 c.1111G>A c.(1111-1113)GGG>AGG p.G371R

Pat_16 Post-Resistance ZNF253 56242 37 19 20002799 20002799 Missense_Mutation SNP A T 12 512 c.743A>T c.(742-744)AAA>ATA p.K248I

Pat_16 Post-Resistance ZNF253 56242 37 19 20002801 20002801 Missense_Mutation SNP A G 10 528 c.745A>G c.(745-747)ATT>GTT p.I249V

Pat_16 Post-Resistance ZNF93 81931 37 19 20044699 20044699 Missense_Mutation SNP C T 18 136 c.935C>T c.(934-936)CCC>CTC p.P312L

Pat_16 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 10 352 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_16 Post-Resistance ZNF85 7639 37 19 21132918 21132918 Missense_Mutation SNP C T 6 292 c.1598C>T c.(1597-1599)ACT>ATT p.T533I

Pat_16 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 9 362 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_16 Post-Resistance ZNF208 7757 37 19 22157069 22157069 Missense_Mutation SNP G A 63 96 c.767C>T c.(766-768)TCC>TTC p.S256F

Pat_16 Post-Resistance ZNF91 7644 37 19 23544808 23544808 Missense_Mutation SNP C T 7 506 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_16 Post-Resistance ZNF681 148213 37 19 23927358 23927358 Missense_Mutation SNP G A 148 352 c.994C>T c.(994-996)CAT>TAT p.H332Y

Pat_16 Post-Resistance ZNF681 148213 37 19 23937634 23937634 Missense_Mutation SNP C T 5 281 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_16 Post-Resistance GPATCH1 55094 37 19 33617614 33617614 Missense_Mutation SNP G A 4 216 c.2740G>A c.(2740-2742)GTG>ATG p.V914M

Pat_16 Post-Resistance PDCD2L 84306 37 19 34900181 34900181 Missense_Mutation SNP G A 6 314 c.452G>A c.(451-453)AGC>AAC p.S151N

Pat_16 Post-Resistance LGI4 163175 37 19 35624989 35624989 Missense_Mutation SNP C G 5 29 c.190G>C c.(190-192)GTC>CTC p.V64L

Pat_16 Post-Resistance MLL4 9757 37 19 36219960 36219960 Missense_Mutation SNP G A 5 289 c.4762G>A c.(4762-4764)GGG>AGG p.G1588R



Pat_16 Post-Resistance KIRREL2 84063 37 19 36357377 36357377 Missense_Mutation SNP C T 266 312 c.2110C>T c.(2110-2112)CTC>TTC p.L704F

Pat_16 Post-Resistance APLP1 333 37 19 36369539 36369539 Missense_Mutation SNP G A 63 99 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_16 Post-Resistance NFKBID 84807 37 19 36380815 36380815 Missense_Mutation SNP G A 6 309 c.865C>T c.(865-867)CGG>TGG p.R289W

Pat_16 Post-Resistance RYR1 6261 37 19 38939433 38939433 Missense_Mutation SNP C A 19 16 c.1102C>A c.(1102-1104)CTC>ATC p.L368I

Pat_16 Post-Resistance LGALS4 3960 37 19 39299478 39299478 Missense_Mutation SNP C T 73 269 c.245G>A c.(244-246)GGG>GAG p.G82E

Pat_16 Post-Resistance SIRT2 22933 37 19 39379771 39379771 Missense_Mutation SNP G A 5 352 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_16 Post-Resistance LGALS13 29124 37 19 40095879 40095879 Missense_Mutation SNP T A 47 160 c.154T>A c.(154-156)TTC>ATC p.F52I

Pat_16 Post-Resistance PRX 57716 37 19 40901021 40901021 Missense_Mutation SNP G A 63 68 c.3238C>T c.(3238-3240)CGT>TGT p.R1080C

Pat_16 Post-Resistance PRX 57716 37 19 40901635 40901635 Missense_Mutation SNP T G 15 75 c.2624A>C c.(2623-2625)AAA>ACA p.K875T

Pat_16 Post-Resistance CIC 23152 37 19 42794473 42794473 Missense_Mutation SNP C T 4 145 c.1553C>T c.(1552-1554)CCG>CTG p.P518L

Pat_16 Post-Resistance PSG8 440533 37 19 43258652 43258652 Missense_Mutation SNP T C 247 297 c.1076A>G c.(1075-1077)AAC>AGC p.N359S

Pat_16 Post-Resistance PSG6 5675 37 19 43529189 43529189 Nonsense_Mutation SNP C T 133 431 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_16 Post-Resistance CADM4 199731 37 19 44131825 44131825 Missense_Mutation SNP C T 210 217 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_16 Post-Resistance ZNF225 7768 37 19 44635194 44635194 Missense_Mutation SNP G A 5 422 c.427G>A c.(427-429)GTA>ATA p.V143I

Pat_16 Post-Resistance DACT3 147906 37 19 47151836 47151836 Missense_Mutation SNP G A 176 237 c.1793C>T c.(1792-1794)CCC>CTC p.P598L

Pat_16 Post-Resistance DHX34 9704 37 19 47858488 47858488 Missense_Mutation SNP C T 5 411 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_16 Post-Resistance EHD2 30846 37 19 48220222 48220222 Missense_Mutation SNP C T 5 317 c.353C>T c.(352-354)CCG>CTG p.P118L

Pat_16 Post-Resistance GRWD1 83743 37 19 48953958 48953958 Missense_Mutation SNP C T 45 145 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_16 Post-Resistance LMTK3 114783 37 19 49004787 49004787 Missense_Mutation SNP G A 16 69 c.914C>T c.(913-915)TCT>TTT p.S305F

Pat_16 Post-Resistance PLEKHA4 57664 37 19 49362834 49362834 Missense_Mutation SNP G A 4 200 c.584C>T c.(583-585)CCG>CTG p.P195L

Pat_16 Post-Resistance RUVBL2 10856 37 19 49507618 49507618 Missense_Mutation SNP G A 5 345 c.208G>A c.(208-210)GGT>AGT p.G70S

Pat_16 Post-Resistance ZNF473 25888 37 19 50549870 50549870 Missense_Mutation SNP C T 46 157 c.2170C>T c.(2170-2172)CAC>TAC p.H724Y

Pat_16 Post-Resistance LRRC4B 94030 37 19 51021739 51021739 Missense_Mutation SNP C T 4 109 c.1231G>A c.(1231-1233)GTG>ATG p.V411M

Pat_16 Post-Resistance SHANK1 50944 37 19 51171651 51171651 Missense_Mutation SNP C A 14 23 c.3566G>T c.(3565-3567)GGA>GTA p.G1189V

Pat_16 Post-Resistance ZNF175 7728 37 19 52089988 52089988 Missense_Mutation SNP T C 51 41 c.404T>C c.(403-405)TTA>TCA p.L135S

Pat_16 Post-Resistance ZNF611 81856 37 19 53217390 53217390 Missense_Mutation SNP C T 5 439 c.68G>A c.(67-69)CGC>CAC p.R23H

Pat_16 Post-Resistance ZNF677 342926 37 19 53741754 53741754 Missense_Mutation SNP C T 5 41 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_16 Post-Resistance ZNF525 170958 37 19 53884898 53884898 Missense_Mutation SNP G A 5 234 c.958G>A c.(958-960)GAA>AAA p.E320K

Pat_16 Post-Resistance DPRX 503834 37 19 54135382 54135382 Missense_Mutation SNP C T 65 242 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_16 Post-Resistance NLRP7 199713 37 19 55451046 55451047 Missense_Mutation DNP CC TT 40 93 c.1140_1141GG>AAc.(1138-1143)GGGGAG>GGAAAGp.E381K

Pat_16 Post-Resistance NLRP4 147945 37 19 56373376 56373376 Missense_Mutation SNP T A 52 127 c.2037T>A c.(2035-2037)TTT>TTA p.F679L

Pat_16 Post-Resistance NLRP8 126205 37 19 56466396 56466396 Missense_Mutation SNP G T 89 133 c.972G>T c.(970-972)ATG>ATT p.M324I

Pat_16 Post-Resistance PEG3 5178 37 19 57325633 57325633 Missense_Mutation SNP C T 58 185 c.4177G>A c.(4177-4179)GAG>AAG p.E1393K

Pat_16 Post-Resistance PEG3 5178 37 19 57327584 57327584 Missense_Mutation SNP T A 151 134 c.2226A>T c.(2224-2226)GAA>GAT p.E742D

Pat_16 Post-Resistance ZNF814 730051 37 19 58384399 58384399 Missense_Mutation SNP A G 5 185 c.2359T>C c.(2359-2361)TTC>CTC p.F787L

Pat_16 Post-Resistance ZNF606 80095 37 19 58490987 58490987 Missense_Mutation SNP A C 27 46 c.1061T>G c.(1060-1062)TTT>TGT p.F354C

Pat_16 Post-Resistance TTC15 51112 37 2 3405575 3405575 Missense_Mutation SNP C T 68 119 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_16 Post-Resistance RNF144A 9781 37 2 7170318 7170318 Missense_Mutation SNP G A 4 300 c.719G>A c.(718-720)CGG>CAG p.R240Q

Pat_16 Post-Resistance NBAS 51594 37 2 15506800 15506800 Missense_Mutation SNP G A 6 244 c.3721C>T c.(3721-3723)CGG>TGG p.R1241W

Pat_16 Post-Resistance FAM179A 165186 37 2 29225569 29225569 Missense_Mutation SNP G A 24 28 c.595G>A c.(595-597)GGG>AGG p.G199R

Pat_16 Post-Resistance CAPN13 92291 37 2 30977178 30977178 Missense_Mutation SNP T G 28 41 c.919A>C c.(919-921)AAA>CAA p.K307Q

Pat_16 Post-Resistance MAP4K3 8491 37 2 39487908 39487908 Missense_Mutation SNP A T 32 28 c.2147T>A c.(2146-2148)TTT>TAT p.F716Y

Pat_16 Post-Resistance AAK1 22848 37 2 69709908 69709908 Missense_Mutation SNP G A 4 138 c.2402C>T c.(2401-2403)TCT>TTT p.S801F

Pat_16 Post-Resistance MXD1 4084 37 2 70164473 70164473 Missense_Mutation SNP G A 4 164 c.425G>A c.(424-426)CGG>CAG p.R142Q

Pat_16 Post-Resistance MXD1 4084 37 2 70165315 70165315 Missense_Mutation SNP C T 5 283 c.565C>T c.(565-567)CGG>TGG p.R189W

Pat_16 Post-Resistance C2orf42 54980 37 2 70406670 70406670 Missense_Mutation SNP C T 4 196 c.928G>A c.(928-930)GTA>ATA p.V310I

Pat_16 Post-Resistance ADD2 119 37 2 70890612 70890612 Missense_Mutation SNP A T 73 43 c.2126T>A c.(2125-2127)TTC>TAC p.F709Y



Pat_16 Post-Resistance ADD2 119 37 2 70933534 70933534 Missense_Mutation SNP C T 93 41 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_16 Post-Resistance RAB11FIP5 26056 37 2 73315365 73315365 Missense_Mutation SNP G A 4 232 c.1381C>T c.(1381-1383)CGG>TGG p.R461W

Pat_16 Post-Resistance REG3G 130120 37 2 79254278 79254278 Missense_Mutation SNP G A 76 175 c.314G>A c.(313-315)GGG>GAG p.G105E

Pat_16 Post-Resistance RETSAT 54884 37 2 85581530 85581530 Missense_Mutation SNP G A 68 166 c.101C>T c.(100-102)TCC>TTC p.S34F

Pat_16 Post-Resistance SMYD1 150572 37 2 88396118 88396118 Missense_Mutation SNP G A 132 254 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_16 Post-Resistance AFF3 3899 37 2 100209977 100209978 Missense_Mutation DNP CC TT 21 84 c.2145_2146GG>AAc.(2143-2148)GGGGGC>GGAAGCp.G716S

Pat_16 Post-Resistance RGPD4 285190 37 2 108487252 108487252 Missense_Mutation SNP G A 58 176 c.2792G>A c.(2791-2793)GGA>GAA p.G931E

Pat_16 Post-Resistance SULT1C4 27233 37 2 108999916 108999916 Missense_Mutation SNP G A 46 158 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_16 Post-Resistance EDAR 10913 37 2 109513459 109513459 Missense_Mutation SNP C G 44 19 c.1251G>C c.(1249-1251)CAG>CAC p.Q417H

Pat_16 Post-Resistance SH3RF3 344558 37 2 110053444 110053444 Missense_Mutation SNP G A 74 141 c.1670G>A c.(1669-1671)GGG>GAG p.G557E

Pat_16 Post-Resistance GPR17 2840 37 2 128408607 128408608 Nonsense_Mutation DNP GG TA 56 172 c.382_383GG>TA c.(382-384)GGG>TAG p.G128*

Pat_16 Post-Resistance UGGT1 56886 37 2 128884989 128884989 Missense_Mutation SNP G C 32 76 c.1189G>C c.(1189-1191)GGA>CGA p.G397R

Pat_16 Post-Resistance THSD7B 80731 37 2 137852453 137852453 Nonsense_Mutation SNP C T 53 169 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_16 Post-Resistance THSD7B 80731 37 2 138373853 138373853 Missense_Mutation SNP G A 107 396 c.3445G>A c.(3445-3447)GAA>AAA p.E1149K

Pat_16 Post-Resistance LRP1B 53353 37 2 141459861 141459861 Missense_Mutation SNP C T 55 145 c.6151G>A c.(6151-6153)GAA>AAA p.E2051K

Pat_16 Post-Resistance LRP1B 53353 37 2 141945989 141945989 Splice_Site SNP C T 12 51 c.1013_splice c.e7+1 p.G338_splice

Pat_16 Post-Resistance TANC1 85461 37 2 160027046 160027046 Missense_Mutation SNP C T 51 135 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Post-Resistance BAZ2B 29994 37 2 160193521 160193521 Missense_Mutation SNP C T 4 246 c.5728G>A c.(5728-5730)GCA>ACA p.A1910T

Pat_16 Post-Resistance SLC4A10 57282 37 2 162728844 162728844 Missense_Mutation SNP G A 61 192 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_16 Post-Resistance HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 109 297 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_16 Post-Resistance TTN 7273 37 2 179454201 179454201 Missense_Mutation SNP C T 17 48 c.54547G>A c.(54547-54549)GAA>AAA p.E18183K

Pat_16 Post-Resistance TTN 7273 37 2 179469452 179469452 Missense_Mutation SNP C T 5 175 c.46660G>A c.(46660-46662)GTA>ATA p.V15554I

Pat_16 Post-Resistance TTN 7273 37 2 179641949 179641949 Missense_Mutation SNP C T 90 179 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S

Pat_16 Post-Resistance STAT4 6775 37 2 191937835 191937835 Missense_Mutation SNP T A 109 232 c.454A>T c.(454-456)AAC>TAC p.N152Y

Pat_16 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 21 359 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_16 Post-Resistance ABCA12 26154 37 2 215876250 215876250 Missense_Mutation SNP G A 37 110 c.2245C>T c.(2245-2247)CCA>TCA p.P749S

Pat_16 Post-Resistance CXCR2 3579 37 2 219000137 219000137 Missense_Mutation SNP G A 4 305 c.613G>A c.(613-615)GCA>ACA p.A205T

Pat_16 Post-Resistance COL4A3 1285 37 2 228147167 228147167 Missense_Mutation SNP G A 45 57 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_16 Post-Resistance COL4A3 1285 37 2 228168824 228168824 Missense_Mutation SNP G A 17 56 c.4117G>A c.(4117-4119)GGA>AGA p.G1373R

Pat_16 Post-Resistance SPHKAP 80309 37 2 228846519 228846519 Missense_Mutation SNP G A 36 133 c.5017C>T c.(5017-5019)CAT>TAT p.H1673Y

Pat_16 Post-Resistance SLC16A14 151473 37 2 230911393 230911393 Missense_Mutation SNP C A 18 40 c.449G>T c.(448-450)GGC>GTC p.G150V

Pat_16 Post-Resistance CHRND 1144 37 2 233394756 233394756 Missense_Mutation SNP C T 4 282 c.727C>T c.(727-729)CGC>TGC p.R243C

Pat_16 Post-Resistance USP40 55230 37 2 234442200 234442200 Missense_Mutation SNP C T 73 53 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_16 Post-Resistance TRPM8 79054 37 2 234846100 234846100 Missense_Mutation SNP C T 74 202 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_16 Post-Resistance TRPM8 79054 37 2 234873271 234873271 Splice_Site SNP G A 4 28 c.1750_splice c.e14-1 p.T584_splice

Pat_16 Post-Resistance MLPH 79083 37 2 238457876 238457876 Missense_Mutation SNP C T 36 73 c.1630C>T c.(1630-1632)CCC>TCC p.P544S

Pat_16 Post-Resistance TRAF3IP1 26146 37 2 239307420 239307420 Missense_Mutation SNP T G 115 104 c.1936T>G c.(1936-1938)TTA>GTA p.L646V

Pat_16 Post-Resistance THAP4 51078 37 2 242545816 242545817 Missense_Mutation DNP CC TT 14 14 c.1312_1313GG>AAc.(1312-1314)GGA>AAA p.G438K

Pat_16 Post-Resistance SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 62 238 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_16 Post-Resistance TGM6 343641 37 20 2411098 2411098 Missense_Mutation SNP G A 89 111 c.1685G>A c.(1684-1686)AGA>AAA p.R562K

Pat_16 Post-Resistance SNRPB 6628 37 20 2443296 2443296 Missense_Mutation SNP G A 5 396 c.671C>T c.(670-672)CCC>CTC p.P224L

Pat_16 Post-Resistance ATRN 8455 37 20 3541478 3541478 Missense_Mutation SNP G A 5 343 c.1373G>A c.(1372-1374)CGA>CAA p.R458Q

Pat_16 Post-Resistance C20orf94 128710 37 20 10582435 10582435 Missense_Mutation SNP C T 4 209 c.373C>T c.(373-375)CGT>TGT p.R125C

Pat_16 Post-Resistance BTBD3 22903 37 20 11899185 11899185 Missense_Mutation SNP C T 125 496 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_16 Post-Resistance CST9 128822 37 20 23584239 23584239 Missense_Mutation SNP A T 42 170 c.388T>A c.(388-390)TTT>ATT p.F130I

Pat_16 Post-Resistance ASXL1 171023 37 20 31023318 31023318 Missense_Mutation SNP C T 29 96 c.2803C>T c.(2803-2805)CCC>TCC p.P935S

Pat_16 Post-Resistance DNMT3B 1789 37 20 31368196 31368196 Missense_Mutation SNP G A 4 126 c.67G>A c.(67-69)GTC>ATC p.V23I



Pat_16 Post-Resistance C20orf185 359710 37 20 31657725 31657725 Missense_Mutation SNP C T 7 773 c.1181C>T c.(1180-1182)TCG>TTG p.S394L

Pat_16 Post-Resistance CBFA2T2 9139 37 20 32217603 32217603 Missense_Mutation SNP C T 74 89 c.1138C>T c.(1138-1140)CGT>TGT p.R380C

Pat_16 Post-Resistance RBM12 10137 37 20 34241449 34241449 Missense_Mutation SNP C T 5 400 c.1796G>A c.(1795-1797)CGT>CAT p.R599H

Pat_16 Post-Resistance PPP1R16B 26051 37 20 37524242 37524242 Missense_Mutation SNP T A 36 59 c.356T>A c.(355-357)CTG>CAG p.L119Q

Pat_16 Post-Resistance PLCG1 5335 37 20 39788777 39788777 Missense_Mutation SNP C T 4 300 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_16 Post-Resistance STK4 6789 37 20 43625841 43625841 Missense_Mutation SNP C T 69 270 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_16 Post-Resistance SEMG1 6406 37 20 43836962 43836962 Nonsense_Mutation SNP A T 16 74 c.1024A>T c.(1024-1026)AAG>TAG p.K342*

Pat_16 Post-Resistance TP53TG5 27296 37 20 44003936 44003936 Missense_Mutation SNP C T 95 140 c.511G>A c.(511-513)GGA>AGA p.G171R

Pat_16 Post-Resistance SLC12A5 57468 37 20 44684831 44684831 Missense_Mutation SNP A G 36 139 c.2899A>G c.(2899-2901)AAG>GAG p.K967E

Pat_16 Post-Resistance SNAI1 6615 37 20 48600613 48600613 Missense_Mutation SNP C T 104 180 c.335C>T c.(334-336)TCC>TTC p.S112F

Pat_16 Post-Resistance SALL4 57167 37 20 50407142 50407142 Missense_Mutation SNP G A 47 131 c.1880C>T c.(1879-1881)TCG>TTG p.S627L

Pat_16 Post-Resistance TFAP2C 7022 37 20 55208529 55208529 Missense_Mutation SNP C T 32 121 c.707C>T c.(706-708)TCT>TTT p.S236F

Pat_16 Post-Resistance LAMA5 3911 37 20 60885978 60885978 Missense_Mutation SNP G A 47 43 c.10261C>T c.(10261-10263)CGG>TGG p.R3421W

Pat_16 Post-Resistance DIDO1 11083 37 20 61511835 61511835 Missense_Mutation SNP C T 57 87 c.5473G>A c.(5473-5475)GGC>AGC p.G1825S

Pat_16 Post-Resistance KCNQ2 3785 37 20 62076642 62076642 Missense_Mutation SNP G A 5 297 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_16 Post-Resistance PRIC285 85441 37 20 62195457 62195457 Missense_Mutation SNP C T 4 67 c.4718G>A c.(4717-4719)CGG>CAG p.R1573Q

Pat_16 Post-Resistance SAMD10 140700 37 20 62608735 62608735 Missense_Mutation SNP C T 5 210 c.116G>A c.(115-117)CGG>CAG p.R39Q

Pat_16 Post-Resistance PCMTD2 55251 37 20 62891413 62891413 Missense_Mutation SNP C T 81 138 c.95C>T c.(94-96)GCT>GTT p.A32V

Pat_16 Post-Resistance TPTE 7179 37 21 10914379 10914379 Missense_Mutation SNP G A 11 77 c.1340C>T c.(1339-1341)TCA>TTA p.S447L

Pat_16 Post-Resistance APP 351 37 21 27254055 27254055 Missense_Mutation SNP G A 5 252 c.2239C>T c.(2239-2241)CGC>TGC p.R747C

Pat_16 Post-Resistance KCNJ6 3763 37 21 39087165 39087165 Missense_Mutation SNP C T 94 315 c.295G>A c.(295-297)GTT>ATT p.V99I

Pat_16 Post-Resistance PLAC4 191585 37 21 42551363 42551364 Missense_Mutation DNP AC GG 3 91 c.192_193GT>CCc.(190-195)ACGTTC>ACCCTC p.F65L

Pat_16 Post-Resistance C2CD2 25966 37 21 43319324 43319325 Missense_Mutation DNP GG AA 7 28 c.1707_1708CC>TTc.(1705-1710)TCCCTT>TCTTTTp.L570F

Pat_16 Post-Resistance ZNF295 49854 37 21 43411624 43411624 Missense_Mutation SNP A T 60 212 c.2581T>A c.(2581-2583)TCC>ACC p.S861T

Pat_16 Post-Resistance ABCG1 9619 37 21 43711687 43711687 Missense_Mutation SNP T C 115 150 c.1610T>C c.(1609-1611)TTT>TCT p.F537S

Pat_16 Post-Resistance SIK1 150094 37 21 44836701 44836701 Missense_Mutation SNP G A 12 48 c.2273C>T c.(2272-2274)CCC>CTC p.P758L

Pat_16 Post-Resistance KRTAP10-8 386681 37 21 46032217 46032217 Missense_Mutation SNP C T 5 175 c.200C>T c.(199-201)GCC>GTC p.A67V

Pat_16 Post-Resistance PCBP3 54039 37 21 47337538 47337538 Missense_Mutation SNP C T 87 261 c.712C>T c.(712-714)CCG>TCG p.P238S

Pat_16 Post-Resistance GNB1L 54584 37 22 19776285 19776285 Missense_Mutation SNP C T 4 131 c.931G>A c.(931-933)GCG>ACG p.A311T

Pat_16 Post-Resistance RGL4 266747 37 22 24036576 24036576 Missense_Mutation SNP G A 4 180 c.955G>A c.(955-957)GTC>ATC p.V319I

Pat_16 Post-Resistance GGT5 2687 37 22 24640582 24640582 Missense_Mutation SNP G A 64 103 c.112C>T c.(112-114)CCC>TCC p.P38S

Pat_16 Post-Resistance CRYBB2 1415 37 22 25625499 25625499 Missense_Mutation SNP C T 28 62 c.403C>T c.(403-405)CAT>TAT p.H135Y

Pat_16 Post-Resistance PES1 23481 37 22 30977009 30977009 Missense_Mutation SNP G A 63 49 c.902C>T c.(901-903)CCC>CTC p.P301L

Pat_16 Post-Resistance BPIL2 254240 37 22 32841915 32841915 Missense_Mutation SNP C T 71 58 c.443G>A c.(442-444)CGA>CAA p.R148Q

Pat_16 Post-Resistance RASD2 23551 37 22 35947968 35947968 Missense_Mutation SNP G A 68 53 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_16 Post-Resistance FOXRED2 80020 37 22 36894189 36894189 Missense_Mutation SNP G A 28 63 c.1231C>T c.(1231-1233)CGG>TGG p.R411W

Pat_16 Post-Resistance ELFN2 114794 37 22 37770901 37770901 Missense_Mutation SNP G A 4 63 c.674C>T c.(673-675)CCG>CTG p.P225L

Pat_16 Post-Resistance TRIOBP 11078 37 22 38120316 38120316 Missense_Mutation SNP C T 120 617 c.1753C>T c.(1753-1755)CCC>TCC p.P585S

Pat_16 Post-Resistance PDGFB 5155 37 22 39631866 39631866 Missense_Mutation SNP G A 23 68 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_16 Post-Resistance PARVG 64098 37 22 44583758 44583758 Nonsense_Mutation SNP C T 43 96 c.247C>T c.(247-249)CAG>TAG p.Q83*

Pat_16 Post-Resistance KLHDC7B 113730 37 22 50987478 50987478 Missense_Mutation SNP G A 4 12 c.883G>A c.(883-885)GGC>AGC p.G295S

Pat_16 Post-Resistance BRPF1 7862 37 3 9776260 9776260 Missense_Mutation SNP C T 46 65 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_16 Post-Resistance TMEM43 79188 37 3 14174407 14174407 Missense_Mutation SNP G A 5 204 c.484G>A c.(484-486)GAC>AAC p.D162N

Pat_16 Post-Resistance C3orf19 51244 37 3 14703141 14703141 Missense_Mutation SNP G A 3 74 c.412G>A c.(412-414)GGA>AGA p.G138R

Pat_16 Post-Resistance EAF1 85403 37 3 15471450 15471450 Missense_Mutation SNP C T 54 45 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_16 Post-Resistance SATB1 6304 37 3 18393533 18393533 Missense_Mutation SNP T A 149 233 c.1730A>T c.(1729-1731)CAT>CTT p.H577L

Pat_16 Post-Resistance KCNH8 131096 37 3 19492780 19492780 Missense_Mutation SNP C T 37 43 c.1709C>T c.(1708-1710)TCT>TTT p.S570F



Pat_16 Post-Resistance NEK10 152110 37 3 27213359 27213359 Missense_Mutation SNP A C 20 29 c.718T>G c.(718-720)TTA>GTA p.L240V

Pat_16 Post-Resistance GLB1 2720 37 3 33038614 33038614 Missense_Mutation SNP G A 51 60 c.1957C>T c.(1957-1959)CCC>TCC p.P653S

Pat_16 Post-Resistance STAC 6769 37 3 36484961 36484961 Missense_Mutation SNP G A 25 58 c.217G>A c.(217-219)GCA>ACA p.A73T

Pat_16 Post-Resistance TRANK1 9881 37 3 36873053 36873053 Missense_Mutation SNP A C 9 19 c.6239T>G c.(6238-6240)CTC>CGC p.L2080R

Pat_16 Post-Resistance ALS2CL 259173 37 3 46729657 46729657 Missense_Mutation SNP G A 4 100 c.233C>T c.(232-234)CCG>CTG p.P78L

Pat_16 Post-Resistance PTPN23 25930 37 3 47452005 47452005 Missense_Mutation SNP C T 4 117 c.2717C>T c.(2716-2718)CCC>CTC p.P906L

Pat_16 Post-Resistance LAMB2 3913 37 3 49163299 49163299 Missense_Mutation SNP G A 103 113 c.2369C>T c.(2368-2370)TCA>TTA p.S790L

Pat_16 Post-Resistance USP4 7375 37 3 49322316 49322316 Missense_Mutation SNP G A 24 53 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_16 Post-Resistance BSN 8927 37 3 49689742 49689742 Missense_Mutation SNP C T 3 35 c.2753C>T c.(2752-2754)ACC>ATC p.T918I

Pat_16 Post-Resistance SEMA3F 6405 37 3 50220182 50220182 Missense_Mutation SNP C T 45 69 c.869C>T c.(868-870)CCC>CTC p.P290L

Pat_16 Post-Resistance SEMA3F 6405 37 3 50225363 50225363 Missense_Mutation SNP C T 10 15 c.2173C>T c.(2173-2175)CCT>TCT p.P725S

Pat_16 Post-Resistance CACNA2D2 9254 37 3 50421769 50421769 Splice_Site SNP C T 99 205 c.511_splice c.e6-1 p.D171_splice

Pat_16 Post-Resistance DNAH1 25981 37 3 52397156 52397156 Missense_Mutation SNP C T 27 23 c.5240C>T c.(5239-5241)TCC>TTC p.S1747F

Pat_16 Post-Resistance ITIH3 3699 37 3 52831902 52831902 Missense_Mutation SNP G A 6 8 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_16 Post-Resistance SLMAP 7871 37 3 57898147 57898147 Missense_Mutation SNP G A 4 194 c.1688G>A c.(1687-1689)CGG>CAG p.R563Q

Pat_16 Post-Resistance FLNB 2317 37 3 58135678 58135678 Missense_Mutation SNP G A 5 342 c.6193G>A c.(6193-6195)GTG>ATG p.V2065M

Pat_16 Post-Resistance LRIG1 26018 37 3 66434654 66434654 Missense_Mutation SNP C T 6 523 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_16 Post-Resistance KBTBD8 84541 37 3 67058763 67058763 Missense_Mutation SNP G A 53 73 c.1760G>A c.(1759-1761)TGT>TAT p.C587Y

Pat_16 Post-Resistance FRMD4B 23150 37 3 69245538 69245538 Missense_Mutation SNP G A 15 42 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_16 Post-Resistance C3orf26 84319 37 3 99879299 99879299 Missense_Mutation SNP C A 3 24 c.179C>A c.(178-180)CCA>CAA p.P60Q

Pat_16 Post-Resistance FAM55C 91775 37 3 101520553 101520553 Missense_Mutation SNP C T 32 31 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_16 Post-Resistance MYH15 22989 37 3 108117510 108117510 Missense_Mutation SNP C T 72 105 c.5167G>A c.(5167-5169)GAA>AAA p.E1723K

Pat_16 Post-Resistance DPPA4 55211 37 3 109049541 109049541 Missense_Mutation SNP A C 35 69 c.509T>G c.(508-510)CTT>CGT p.L170R

Pat_16 Post-Resistance KIAA2018 205717 37 3 113375371 113375371 Missense_Mutation SNP G A 4 164 c.5158C>T c.(5158-5160)CGT>TGT p.R1720C

Pat_16 Post-Resistance KIAA2018 205717 37 3 113377026 113377026 Missense_Mutation SNP G A 20 32 c.3503C>T c.(3502-3504)TCA>TTA p.S1168L

Pat_16 Post-Resistance POPDC2 64091 37 3 119378790 119378790 Missense_Mutation SNP G A 4 232 c.481C>T c.(481-483)CTC>TTC p.L161F

Pat_16 Post-Resistance ABTB1 80325 37 3 127398861 127398861 Missense_Mutation SNP G A 5 314 c.1063G>A c.(1063-1065)GTC>ATC p.V355I

Pat_16 Post-Resistance GATA2 2624 37 3 128204758 128204758 Missense_Mutation SNP G A 17 43 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_16 Post-Resistance ACPP 55 37 3 132047117 132047117 Missense_Mutation SNP C T 75 53 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_16 Post-Resistance BFSP2 8419 37 3 133119121 133119121 Missense_Mutation SNP G A 4 81 c.194G>A c.(193-195)TGC>TAC p.C65Y

Pat_16 Post-Resistance SLCO2A1 6578 37 3 133661546 133661547 Missense_Mutation DNP GG AA 52 154 c.1527_1528CC>TTc.(1525-1530)GTCCCC>GTTTCCp.P510S

Pat_16 Post-Resistance EPHB1 2047 37 3 134851694 134851694 Missense_Mutation SNP G A 29 83 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_16 Post-Resistance HPS3 84343 37 3 148859158 148859158 Missense_Mutation SNP T C 159 301 c.961T>C c.(961-963)TAC>CAC p.Y321H

Pat_16 Post-Resistance CP 1356 37 3 148939527 148939527 Nonsense_Mutation SNP C T 16 53 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_16 Post-Resistance B3GALNT1 8706 37 3 160803907 160803907 Missense_Mutation SNP A C 13 24 c.636T>G c.(634-636)AAT>AAG p.N212K

Pat_16 Post-Resistance ZBBX 79740 37 3 167016179 167016179 Missense_Mutation SNP A T 38 75 c.1793T>A c.(1792-1794)TTT>TAT p.F598Y

Pat_16 Post-Resistance MECOM 2122 37 3 168825731 168825731 Missense_Mutation SNP G A 27 23 c.2023C>T c.(2023-2025)CCT>TCT p.P675S

Pat_16 Post-Resistance PHC3 80012 37 3 169847185 169847185 Missense_Mutation SNP G A 4 241 c.1039C>T c.(1039-1041)CCC>TCC p.P347S

Pat_16 Post-Resistance EIF2B5 8893 37 3 183855762 183855762 Missense_Mutation SNP C T 4 88 c.583C>T c.(583-585)CGT>TGT p.R195C

Pat_16 Post-Resistance DVL3 1857 37 3 183882369 183882369 Missense_Mutation SNP G A 5 181 c.443G>A c.(442-444)CGG>CAG p.R148Q

Pat_16 Post-Resistance TBCCD1 55171 37 3 186276241 186276241 Missense_Mutation SNP G A 88 200 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_16 Post-Resistance TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 36 61 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_16 Post-Resistance GP5 2814 37 3 194118968 194118968 Missense_Mutation SNP C T 3 54 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_16 Post-Resistance LSG1 55341 37 3 194373772 194373772 Missense_Mutation SNP G A 54 141 c.859C>T c.(859-861)CCA>TCA p.P287S

Pat_16 Post-Resistance TFRC 7037 37 3 195785162 195785162 Missense_Mutation SNP A G 146 86 c.1670T>C c.(1669-1671)TTT>TCT p.F557S

Pat_16 Post-Resistance LRRC33 375387 37 3 196387690 196387690 Missense_Mutation SNP C A 69 56 c.1176C>A c.(1174-1176)CAC>CAA p.H392Q

Pat_16 Post-Resistance ZNF141 7700 37 4 367161 367161 Missense_Mutation SNP A C 8 375 c.935A>C c.(934-936)AAA>ACA p.K312T



Pat_16 Post-Resistance NOP14 8602 37 4 2946914 2946914 Missense_Mutation SNP C T 3 39 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_16 Post-Resistance ZNF518B 85460 37 4 10444904 10444904 Missense_Mutation SNP G A 25 83 c.3049C>T c.(3049-3051)CAT>TAT p.H1017Y

Pat_16 Post-Resistance PPARGC1A 10891 37 4 23815598 23815598 Missense_Mutation SNP G A 73 264 c.1508C>T c.(1507-1509)TCA>TTA p.S503L

Pat_16 Post-Resistance DHX15 1665 37 4 24578242 24578242 Missense_Mutation SNP C T 3 48 c.131G>A c.(130-132)CGT>CAT p.R44H

Pat_16 Post-Resistance SEL1L3 23231 37 4 25789890 25789891 Missense_Mutation DNP CC TT 118 345 c.2172_2173GG>AAc.(2170-2175)ACGGAG>ACAAAGp.E725K

Pat_16 Post-Resistance KLB 152831 37 4 39409123 39409123 Missense_Mutation SNP G A 56 95 c.554G>A c.(553-555)AGA>AAA p.R185K

Pat_16 Post-Resistance NSUN7 79730 37 4 40792702 40792702 Missense_Mutation SNP C T 5 223 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_16 Post-Resistance KDR 3791 37 4 55976657 55976657 Missense_Mutation SNP C T 61 33 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_16 Post-Resistance LPHN3 23284 37 4 62363041 62363041 Missense_Mutation SNP G A 25 62 c.30G>A c.(28-30)ATG>ATA p.M10I

Pat_16 Post-Resistance TMPRSS11B 132724 37 4 69095235 69095235 Splice_Site SNP C T 20 86 c.687_splice c.e8-1 p.K229_splice

Pat_16 Post-Resistance SHROOM3 57619 37 4 77652072 77652072 Nonsense_Mutation SNP C T 148 415 c.571C>T c.(571-573)CAA>TAA p.Q191*

Pat_16 Post-Resistance FRAS1 80144 37 4 79351557 79351557 Missense_Mutation SNP G A 9 41 c.4955G>A c.(4954-4956)AGG>AAG p.R1652K

Pat_16 Post-Resistance GRID2 2895 37 4 94344063 94344063 Missense_Mutation SNP G A 33 89 c.1489G>A c.(1489-1491)GGA>AGA p.G497R

Pat_16 Post-Resistance PDHA2 5161 37 4 96761349 96761349 Missense_Mutation SNP A T 39 124 c.48A>T c.(46-48)AAA>AAT p.K16N

Pat_16 Post-Resistance ADH1C 126 37 4 100261800 100261800 Missense_Mutation SNP G A 319 245 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_16 Post-Resistance EGF 1950 37 4 110882040 110882040 Missense_Mutation SNP T A 155 83 c.1084T>A c.(1084-1086)TTT>ATT p.F362I

Pat_16 Post-Resistance ANK2 287 37 4 114158761 114158761 Missense_Mutation SNP G A 105 291 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_16 Post-Resistance PRDM5 11107 37 4 121737728 121737728 Missense_Mutation SNP A G 32 84 c.745T>C c.(745-747)TTT>CTT p.F249L

Pat_16 Post-Resistance ADAD1 132612 37 4 123317451 123317451 Missense_Mutation SNP G A 8 44 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_16 Post-Resistance NUDT6 11162 37 4 123843634 123843634 Missense_Mutation SNP C T 4 95 c.94G>A c.(94-96)GCA>ACA p.A32T

Pat_16 Post-Resistance FAT4 79633 37 4 126239412 126239412 Missense_Mutation SNP G A 4 276 c.1846G>A c.(1846-1848)GGA>AGA p.G616R

Pat_16 Post-Resistance FAT4 79633 37 4 126389676 126389676 Missense_Mutation SNP G A 64 71 c.11909G>A c.(11908-11910)GGA>GAA p.G3970E

Pat_16 Post-Resistance C4orf29 80167 37 4 128949889 128949889 Missense_Mutation SNP G A 4 266 c.959G>A c.(958-960)CGC>CAC p.R320H

Pat_16 Post-Resistance NAA15 80155 37 4 140275246 140275246 Missense_Mutation SNP C T 21 54 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Post-Resistance SLC10A7 84068 37 4 147227095 147227095 Missense_Mutation SNP G A 24 29 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_16 Post-Resistance FHDC1 85462 37 4 153896944 153896944 Missense_Mutation SNP C T 5 271 c.2501C>T c.(2500-2502)GCC>GTC p.A834V

Pat_16 Post-Resistance DCHS2 54798 37 4 155237118 155237118 Missense_Mutation SNP G A 26 72 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_16 Post-Resistance DCHS2 54798 37 4 155241752 155241752 Missense_Mutation SNP C T 5 287 c.3434G>A c.(3433-3435)CGA>CAA p.R1145Q

Pat_16 Post-Resistance FGA 2243 37 4 155507586 155507586 Missense_Mutation SNP C T 58 99 c.995G>A c.(994-996)GGA>GAA p.G332E

Pat_16 Post-Resistance CTSO 1519 37 4 156864377 156864377 Missense_Mutation SNP G A 53 127 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_16 Post-Resistance TRIM60 166655 37 4 165962593 165962593 Missense_Mutation SNP G A 12 40 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_16 Post-Resistance SPOCK3 50859 37 4 167656164 167656164 Missense_Mutation SNP C T 19 49 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_16 Post-Resistance DDX60 55601 37 4 169206544 169206544 Missense_Mutation SNP C T 17 20 c.1445G>A c.(1444-1446)AGT>AAT p.S482N

Pat_16 Post-Resistance FRG1 2483 37 4 190878651 190878651 Missense_Mutation SNP G A 6 232 c.531G>A c.(529-531)ATG>ATA p.M177I

Pat_16 Post-Resistance PRLR 5618 37 5 35065819 35065819 Missense_Mutation SNP G A 115 330 c.1241C>T c.(1240-1242)TCA>TTA p.S414L

Pat_16 Post-Resistance IL7R 3575 37 5 35867469 35867469 Missense_Mutation SNP G A 21 51 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_16 Post-Resistance UGT3A2 167127 37 5 36036065 36036065 Missense_Mutation SNP G A 4 154 c.1307C>T c.(1306-1308)GCG>GTG p.A436V

Pat_16 Post-Resistance EGFLAM 133584 37 5 38370447 38370447 Missense_Mutation SNP G A 86 50 c.595G>A c.(595-597)GAC>AAC p.D199N

Pat_16 Post-Resistance HCN1 348980 37 5 45267196 45267196 Missense_Mutation SNP C T 106 76 c.1778G>A c.(1777-1779)CGA>CAA p.R593Q

Pat_16 Post-Resistance HSPB3 8988 37 5 53751759 53751759 Missense_Mutation SNP A G 38 53 c.140A>G c.(139-141)AAA>AGA p.K47R

Pat_16 Post-Resistance HMGCR 3156 37 5 74646107 74646107 Missense_Mutation SNP C T 23 46 c.688C>T c.(688-690)CGT>TGT p.R230C

Pat_16 Post-Resistance CMYA5 202333 37 5 79033696 79033696 Missense_Mutation SNP A T 14 37 c.9108A>T c.(9106-9108)GAA>GAT p.E3036D

Pat_16 Post-Resistance FAM172A 83989 37 5 93217337 93217337 Missense_Mutation SNP G A 9 39 c.625C>T c.(625-627)CCG>TCG p.P209S

Pat_16 Post-Resistance FAM81B 153643 37 5 94756087 94756087 Missense_Mutation SNP C T 73 167 c.637C>T c.(637-639)CTT>TTT p.L213F

Pat_16 Post-Resistance PCSK1 5122 37 5 95743978 95743978 Missense_Mutation SNP G A 21 61 c.1145C>T c.(1144-1146)TCG>TTG p.S382L

Pat_16 Post-Resistance CAMK4 814 37 5 110560209 110560209 Missense_Mutation SNP T C 3 34 c.28T>C c.(28-30)TCC>CCC p.S10P

Pat_16 Post-Resistance CAMK4 814 37 5 110819954 110819954 Missense_Mutation SNP A T 41 23 c.1212A>T c.(1210-1212)AAA>AAT p.K404N



Pat_16 Post-Resistance PRR16 51334 37 5 120021953 120021953 Missense_Mutation SNP G A 4 138 c.464G>A c.(463-465)CGA>CAA p.R155Q

Pat_16 Post-Resistance ALDH7A1 501 37 5 125930712 125930712 Missense_Mutation SNP C G 28 7 c.179G>C c.(178-180)GGA>GCA p.G60A

Pat_16 Post-Resistance C5orf48 389320 37 5 125968322 125968322 Missense_Mutation SNP G A 34 73 c.171G>A c.(169-171)ATG>ATA p.M57I

Pat_16 Post-Resistance TMEM173 340061 37 5 138857920 138857920 Missense_Mutation SNP G A 4 221 c.694C>T c.(694-696)CAT>TAT p.H232Y

Pat_16 Post-Resistance HARS 3035 37 5 140054286 140054286 Missense_Mutation SNP C T 6 402 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_16 Post-Resistance PCDHA12 56137 37 5 140255958 140255958 Missense_Mutation SNP G A 91 71 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_16 Post-Resistance PCDHA12 56137 37 5 140256858 140256858 Missense_Mutation SNP T A 46 148 c.1801T>A c.(1801-1803)TCC>ACC p.S601T

Pat_16 Post-Resistance PCDHB3 56132 37 5 140480621 140480621 Missense_Mutation SNP T G 48 148 c.388T>G c.(388-390)TCT>GCT p.S130A

Pat_16 Post-Resistance PCDHB3 56132 37 5 140482598 140482598 Missense_Mutation SNP T A 164 120 c.2365T>A c.(2365-2367)TTC>ATC p.F789I

Pat_16 Post-Resistance PCDHB8 56128 37 5 140558076 140558076 Missense_Mutation SNP C T 34 714 c.461C>T c.(460-462)CCT>CTT p.P154L

Pat_16 Post-Resistance PCDHB8 56128 37 5 140559324 140559324 Missense_Mutation SNP C T 25 226 c.1709C>T c.(1708-1710)TCC>TTC p.S570F

Pat_16 Post-Resistance SLC25A2 83884 37 5 140682877 140682877 Missense_Mutation SNP A G 26 62 c.556T>C c.(556-558)TTT>CTT p.F186L

Pat_16 Post-Resistance PCDHGB3 56102 37 5 140751933 140751933 Missense_Mutation SNP G A 4 161 c.1972G>A c.(1972-1974)GTC>ATC p.V658I

Pat_16 Post-Resistance NDFIP1 80762 37 5 141511890 141511890 Missense_Mutation SNP C T 199 141 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_16 Post-Resistance KCTD16 57528 37 5 143853540 143853540 Missense_Mutation SNP G A 14 51 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_16 Post-Resistance TCERG1 10915 37 5 145850279 145850279 Missense_Mutation SNP C T 14 38 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_16 Post-Resistance HTR4 3360 37 5 147929772 147929772 Missense_Mutation SNP G A 81 251 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_16 Post-Resistance ABLIM3 22885 37 5 148619377 148619377 Missense_Mutation SNP T C 112 233 c.1130T>C c.(1129-1131)ATA>ACA p.I377T

Pat_16 Post-Resistance SLC6A7 6534 37 5 149574444 149574444 Missense_Mutation SNP T G 69 149 c.187T>G c.(187-189)TTC>GTC p.F63V

Pat_16 Post-Resistance ZNF300 91975 37 5 150275165 150275165 Missense_Mutation SNP C T 12 75 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_16 Post-Resistance SLC36A1 206358 37 5 150867748 150867748 Missense_Mutation SNP C T 55 40 c.1364C>T c.(1363-1365)GCT>GTT p.A455V

Pat_16 Post-Resistance HAVCR2 84868 37 5 156533766 156533766 Missense_Mutation SNP C T 4 275 c.266G>A c.(265-267)CGC>CAC p.R89H

Pat_16 Post-Resistance CYFIP2 26999 37 5 156768085 156768085 Missense_Mutation SNP C T 4 260 c.2593C>T c.(2593-2595)CGG>TGG p.R865W

Pat_16 Post-Resistance ADRA1B 147 37 5 159344336 159344336 Missense_Mutation SNP G A 42 111 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_16 Post-Resistance CCNJL 79616 37 5 159680534 159680534 Missense_Mutation SNP G A 5 217 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_16 Post-Resistance KCNMB1 3779 37 5 169810728 169810728 Nonsense_Mutation SNP C T 50 207 c.261G>A c.(259-261)TGG>TGA p.W87*

Pat_16 Post-Resistance KCNIP1 30820 37 5 170147349 170147349 Missense_Mutation SNP G A 49 132 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_16 Post-Resistance DDX41 51428 37 5 176939551 176939551 Missense_Mutation SNP G A 27 56 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_16 Post-Resistance ZNF354C 30832 37 5 178505930 178505930 Missense_Mutation SNP G A 41 97 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_16 Post-Resistance TBC1D9B 23061 37 5 179297386 179297386 Missense_Mutation SNP C T 4 250 c.2594G>A c.(2593-2595)CGG>CAG p.R865Q

Pat_16 Post-Resistance MAPK9 5601 37 5 179663484 179663484 Missense_Mutation SNP G A 5 311 c.1175C>T c.(1174-1176)TCG>TTG p.S392L

Pat_16 Post-Resistance GFPT2 9945 37 5 179729481 179729481 Missense_Mutation SNP A G 70 178 c.1946T>C c.(1945-1947)CTG>CCG p.L649P

Pat_16 Post-Resistance TRIM7 81786 37 5 180622549 180622549 Missense_Mutation SNP G A 38 84 c.1153C>T c.(1153-1155)CGC>TGC p.R385C

Pat_16 Post-Resistance EXOC2 55770 37 6 633049 633049 Nonsense_Mutation SNP G A 5 281 c.187C>T c.(187-189)CGA>TGA p.R63*

Pat_16 Post-Resistance F13A1 2162 37 6 6196100 6196100 Missense_Mutation SNP G A 4 213 c.1235C>T c.(1234-1236)CCC>CTC p.P412L

Pat_16 Post-Resistance HIVEP1 3096 37 6 12122090 12122090 Missense_Mutation SNP C T 34 113 c.2062C>T c.(2062-2064)CCA>TCA p.P688S

Pat_16 Post-Resistance SLC17A3 10786 37 6 25862532 25862532 Missense_Mutation SNP C T 5 223 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_16 Post-Resistance ZKSCAN3 80317 37 6 28327466 28327466 Missense_Mutation SNP C T 34 171 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_16 Post-Resistance OR2W1 26692 37 6 29012073 29012073 Missense_Mutation SNP T G 15 18 c.880A>C c.(880-882)AAT>CAT p.N294H

Pat_16 Post-Resistance MOG 4340 37 6 29635420 29635420 Missense_Mutation SNP G A 56 103 c.551G>A c.(550-552)GGA>GAA p.G184E

Pat_16 Post-Resistance PPP1R10 5514 37 6 30574254 30574254 Missense_Mutation SNP G A 4 272 c.625C>T c.(625-627)CGT>TGT p.R209C

Pat_16 Post-Resistance CFB 629 37 6 31914819 31914819 Missense_Mutation SNP G A 6 380 c.334G>A c.(334-336)GGG>AGG p.G112R

Pat_16 Post-Resistance ZBTB22 9278 37 6 33283015 33283015 Missense_Mutation SNP C T 5 201 c.1679G>A c.(1678-1680)CGA>CAA p.R560Q

Pat_16 Post-Resistance KIFC1 3833 37 6 33374019 33374019 Missense_Mutation SNP G A 6 553 c.1583G>A c.(1582-1584)CGC>CAC p.R528H

Pat_16 Post-Resistance SCUBE3 222663 37 6 35199628 35199628 Missense_Mutation SNP G A 6 269 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_16 Post-Resistance PI16 221476 37 6 36931352 36931352 Missense_Mutation SNP G A 63 241 c.1234G>A c.(1234-1236)GGT>AGT p.G412S

Pat_16 Post-Resistance CAPN11 11131 37 6 44144382 44144382 Missense_Mutation SNP G A 4 239 c.1066G>A c.(1066-1068)GGG>AGG p.G356R



Pat_16 Post-Resistance GPR116 221395 37 6 46849223 46849223 Missense_Mutation SNP C T 111 137 c.783G>A c.(781-783)ATG>ATA p.M261I

Pat_16 Post-Resistance TNFRSF21 27242 37 6 47254246 47254246 Missense_Mutation SNP G A 4 143 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_16 Post-Resistance GFRAL 389400 37 6 55196618 55196618 Missense_Mutation SNP G A 59 84 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_16 Post-Resistance HMGCLL1 54511 37 6 55364050 55364050 Missense_Mutation SNP G A 4 302 c.680C>T c.(679-681)CCG>CTG p.P227L

Pat_16 Post-Resistance ROS1 6098 37 6 117631320 117631321 Missense_Mutation DNP CC TT 50 118 c.6357_6358GG>AAc.(6355-6360)GGGGAA>GGAAAAp.E2120K

Pat_16 Post-Resistance VNN3 55350 37 6 133055815 133055815 Missense_Mutation SNP A T 34 4 c.17T>A c.(16-18)TTT>TAT p.F6Y

Pat_16 Post-Resistance IPCEF1 26034 37 6 154489155 154489155 Missense_Mutation SNP G A 4 280 c.1001C>T c.(1000-1002)TCG>TTG p.S334L

Pat_16 Post-Resistance MICALL2 79778 37 7 1482031 1482031 Missense_Mutation SNP G A 81 539 c.1508C>T c.(1507-1509)TCG>TTG p.S503L

Pat_16 Post-Resistance CHST12 55501 37 7 2473175 2473175 Missense_Mutation SNP G A 4 171 c.901G>A c.(901-903)GCC>ACC p.A301T

Pat_16 Post-Resistance CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 125 293 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_16 Post-Resistance KIAA0415 9907 37 7 4824677 4824677 Missense_Mutation SNP G A 4 168 c.929G>A c.(928-930)CGA>CAA p.R310Q

Pat_16 Post-Resistance ETV1 2115 37 7 13935508 13935508 Missense_Mutation SNP C T 15 96 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_16 Post-Resistance AGR2 10551 37 7 16841412 16841413 Missense_Mutation DNP TT CA 95 76 c.8_9AA>TG c.(7-9)AAA>ATG p.K3M

Pat_16 Post-Resistance DNAH11 8701 37 7 21784183 21784183 Missense_Mutation SNP G A 56 51 c.8303G>A c.(8302-8304)AGA>AAA p.R2768K

Pat_16 Post-Resistance STK31 56164 37 7 23768836 23768836 Missense_Mutation SNP C T 25 35 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_16 Post-Resistance SKAP2 8935 37 7 26765185 26765185 Splice_Site SNP C T 25 102 c.659_splice c.e9-1 p.D220_splice

Pat_16 Post-Resistance LOC402644 402644 37 7 28318921 28318922 Missense_Mutation DNP CT TC 154 144 c.397_398AG>GA c.(397-399)AGA>GAA p.R133E

Pat_16 Post-Resistance AQP1 358 37 7 30961729 30961729 Missense_Mutation SNP G A 5 355 c.433G>A c.(433-435)GGG>AGG p.G145R

Pat_16 Post-Resistance DPY19L2P1 554236 37 7 35163615 35163615 Missense_Mutation SNP C T 38 58 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_16 Post-Resistance PURB 5814 37 7 44924053 44924053 Missense_Mutation SNP C T 6 591 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_16 Post-Resistance VSTM2A 222008 37 7 54610419 54610419 Translation_Start_Site SNP T A 89 60 c.-4T>A c.(-6--2)TTTTG>TTATG

Pat_16 Post-Resistance ZNF716 441234 37 7 57529023 57529023 Missense_Mutation SNP T C 7 359 c.856T>C c.(856-858)TAC>CAC p.Y286H

Pat_16 Post-Resistance ZNF716 441234 37 7 57529048 57529048 Missense_Mutation SNP A G 8 426 c.881A>G c.(880-882)AAA>AGA p.K294R

Pat_16 Post-Resistance ZNF716 441234 37 7 57529057 57529057 Missense_Mutation SNP C A 8 438 c.890C>A c.(889-891)ACA>AAA p.T297K

Pat_16 Post-Resistance ZNF735 730291 37 7 63680426 63680426 Missense_Mutation SNP G A 6 434 c.997G>A c.(997-999)GCC>ACC p.A333T

Pat_16 Post-Resistance AUTS2 26053 37 7 70228066 70228066 Missense_Mutation SNP C T 24 128 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_16 Post-Resistance DTX2 113878 37 7 76132828 76132828 Missense_Mutation SNP G A 4 119 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_16 Post-Resistance SEMA3C 10512 37 7 80435062 80435062 Missense_Mutation SNP A T 18 28 c.551T>A c.(550-552)TTC>TAC p.F184Y

Pat_16 Post-Resistance HGF 3082 37 7 81372738 81372739 Nonsense_Mutation DNP GG AA 157 90 c.795_796CC>TTc.(793-798)GGCCAG>GGTTAG p.Q266*

Pat_16 Post-Resistance DMTF1 9988 37 7 86813826 86813826 Nonsense_Mutation SNP C T 4 185 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_16 Post-Resistance CCDC132 55610 37 7 92970884 92970884 Missense_Mutation SNP C T 49 190 c.2204C>T c.(2203-2205)TCC>TTC p.S735F

Pat_16 Post-Resistance SLC25A13 10165 37 7 95751046 95751046 Nonsense_Mutation SNP G A 6 466 c.1762C>T c.(1762-1764)CGA>TGA p.R588*

Pat_16 Post-Resistance CYP3A5 1577 37 7 99272168 99272168 Missense_Mutation SNP C T 111 115 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_16 Post-Resistance ACTL6B 51412 37 7 100252698 100252698 Missense_Mutation SNP T C 4 295 c.313A>G c.(313-315)AGC>GGC p.S105G

Pat_16 Post-Resistance ZAN 7455 37 7 100350024 100350024 Missense_Mutation SNP C T 7 413 c.2296C>T c.(2296-2298)CCC>TCC p.P766S

Pat_16 Post-Resistance ZAN 7455 37 7 100350033 100350033 Missense_Mutation SNP T C 7 424 c.2305T>C c.(2305-2307)TCC>CCC p.S769P

Pat_16 Post-Resistance ZAN 7455 37 7 100350052 100350052 Missense_Mutation SNP T C 5 450 c.2324T>C c.(2323-2325)ATC>ACC p.I775T

Pat_16 Post-Resistance EPHB4 2050 37 7 100405129 100405129 Missense_Mutation SNP A C 275 391 c.2192T>G c.(2191-2193)CTT>CGT p.L731R

Pat_16 Post-Resistance MUC17 140453 37 7 100678520 100678520 Missense_Mutation SNP G A 329 496 c.3823G>A c.(3823-3825)GAA>AAA p.E1275K

Pat_16 Post-Resistance ALKBH4 54784 37 7 102100061 102100061 Missense_Mutation SNP C T 6 493 c.311G>A c.(310-312)CGG>CAG p.R104Q

Pat_16 Post-Resistance SLC26A3 1811 37 7 107408046 107408046 Missense_Mutation SNP C T 26 54 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_16 Post-Resistance LAMB4 22798 37 7 107678038 107678038 Missense_Mutation SNP C T 113 106 c.4474G>A c.(4474-4476)GAA>AAA p.E1492K

Pat_16 Post-Resistance DOCK4 9732 37 7 111368526 111368526 Missense_Mutation SNP G A 29 114 c.5705C>T c.(5704-5706)CCG>CTG p.P1902L

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518058 113518058 Missense_Mutation SNP C T 147 331 c.3089G>A c.(3088-3090)GGA>GAA p.G1030E

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518735 113518735 Missense_Mutation SNP T G 20 117 c.2412A>C c.(2410-2412)GAA>GAC p.E804D

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518737 113518737 Missense_Mutation SNP C T 21 114 c.2410G>A c.(2410-2412)GAA>AAA p.E804K

Pat_16 Post-Resistance ING3 54556 37 7 120607624 120607624 Missense_Mutation SNP C T 22 115 c.478C>T c.(478-480)CAT>TAT p.H160Y



Pat_16 Post-Resistance FLNC 2318 37 7 128494697 128494697 Missense_Mutation SNP G A 16 58 c.6958G>A c.(6958-6960)GGA>AGA p.G2320R

Pat_16 Post-Resistance IRF5 3663 37 7 128588784 128588784 Missense_Mutation SNP G A 4 283 c.1427G>A c.(1426-1428)CGG>CAG p.R476Q

Pat_16 Post-Resistance FAM40B 57464 37 7 129122704 129122704 Missense_Mutation SNP G A 205 220 c.2071G>A c.(2071-2073)GCA>ACA p.A691T

Pat_16 Post-Resistance PLXNA4 91584 37 7 131859659 131859659 Missense_Mutation SNP C T 63 363 c.3895G>A c.(3895-3897)GAC>AAC p.D1299N

Pat_16 Post-Resistance AKR1B10 57016 37 7 134215537 134215537 Missense_Mutation SNP G A 5 519 c.209G>A c.(208-210)CGG>CAG p.R70Q

Pat_16 Post-Resistance UBN2 254048 37 7 138958812 138958812 Missense_Mutation SNP G A 4 109 c.1965G>A c.(1963-1965)ATG>ATA p.M655I

Pat_16 Post-Resistance JHDM1D 80853 37 7 139791679 139791679 Missense_Mutation SNP A C 74 272 c.2656T>G c.(2656-2658)TCC>GCC p.S886A

Pat_16 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 120 128 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_16 Post-Resistance TAS2R38 5726 37 7 141673404 141673404 Missense_Mutation SNP C T 158 294 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_16 Post-Resistance TRYX3 136541 37 7 141952429 141952429 Missense_Mutation SNP T C 77 110 c.439A>G c.(439-441)AAA>GAA p.K147E

Pat_16 Post-Resistance TRPV5 56302 37 7 142626540 142626540 Missense_Mutation SNP C T 5 326 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_16 Post-Resistance TAS2R60 338398 37 7 143140918 143140918 Missense_Mutation SNP T A 392 274 c.373T>A c.(373-375)TTC>ATC p.F125I

Pat_16 Post-Resistance ACCN3 9311 37 7 150749275 150749275 Missense_Mutation SNP G A 117 637 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_16 Post-Resistance CSMD1 64478 37 8 3216769 3216769 Missense_Mutation SNP G A 137 79 c.3212C>T c.(3211-3213)TCC>TTC p.S1071F

Pat_16 Post-Resistance SGK223 157285 37 8 8235459 8235459 Missense_Mutation SNP G A 4 291 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_16 Post-Resistance MTMR7 9108 37 8 17228656 17228656 Missense_Mutation SNP C T 128 450 c.200G>A c.(199-201)GGA>GAA p.G67E

Pat_16 Post-Resistance SORBS3 10174 37 8 22428730 22428730 Missense_Mutation SNP C T 21 163 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_16 Post-Resistance SLC25A37 51312 37 8 23423681 23423681 Missense_Mutation SNP C T 63 34 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_16 Post-Resistance EIF4EBP1 1978 37 8 37914667 37914667 Missense_Mutation SNP C T 284 132 c.214C>T c.(214-216)CCA>TCA p.P72S

Pat_16 Post-Resistance GINS4 84296 37 8 41397511 41397511 Missense_Mutation SNP C T 4 236 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_16 Post-Resistance ANK1 286 37 8 41551520 41551520 Missense_Mutation SNP C T 4 136 c.3428G>A c.(3427-3429)CGC>CAC p.R1143H

Pat_16 Post-Resistance SLC20A2 6575 37 8 42294807 42294807 Missense_Mutation SNP G A 39 145 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_16 Post-Resistance PXDNL 137902 37 8 52232512 52232512 Missense_Mutation SNP C T 76 37 c.4331G>A c.(4330-4332)GGA>GAA p.G1444E

Pat_16 Post-Resistance PXDNL 137902 37 8 52320945 52320946 Missense_Mutation DNP GG AA 9 52 c.3238_3239CC>TTc.(3238-3240)CCG>TTG p.P1080L

Pat_16 Post-Resistance TGS1 96764 37 8 56695312 56695312 Missense_Mutation SNP G A 4 248 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_16 Post-Resistance PENK 5179 37 8 57354297 57354297 Missense_Mutation SNP T A 21 95 c.338A>T c.(337-339)AAA>ATA p.K113I

Pat_16 Post-Resistance CLVS1 157807 37 8 62212762 62212762 Missense_Mutation SNP T C 29 129 c.376T>C c.(376-378)TTC>CTC p.F126L

Pat_16 Post-Resistance PI15 51050 37 8 75757656 75757656 Missense_Mutation SNP C T 79 289 c.565C>T c.(565-567)CAT>TAT p.H189Y

Pat_16 Post-Resistance CA1 759 37 8 86242024 86242024 Missense_Mutation SNP G A 19 21 c.563C>T c.(562-564)TCA>TTA p.S188L

Pat_16 Post-Resistance REXO1L1 254958 37 8 86574444 86574444 Missense_Mutation SNP C T 5 62 c.779G>A c.(778-780)CGC>CAC p.R260H

Pat_16 Post-Resistance ANGPT1 284 37 8 108334328 108334328 Missense_Mutation SNP C T 4 26 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_16 Post-Resistance ASAP1 50807 37 8 131088611 131088611 Missense_Mutation SNP G A 58 25 c.2684C>T c.(2683-2685)CCT>CTT p.P895L

Pat_16 Post-Resistance ADCY8 114 37 8 131880120 131880120 Missense_Mutation SNP C T 54 167 c.2182G>A c.(2182-2184)GCA>ACA p.A728T

Pat_16 Post-Resistance TG 7038 37 8 133925417 133925417 Missense_Mutation SNP C T 43 175 c.4285C>T c.(4285-4287)CAC>TAC p.H1429Y

Pat_16 Post-Resistance DENND3 22898 37 8 142202543 142202543 Missense_Mutation SNP C T 18 84 c.3253C>T c.(3253-3255)CCT>TCT p.P1085S

Pat_16 Post-Resistance LYPD2 137797 37 8 143832556 143832556 Missense_Mutation SNP G A 73 270 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_16 Post-Resistance CYP11B1 1584 37 8 143958215 143958215 Missense_Mutation SNP C T 27 14 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_16 Post-Resistance ZC3H3 23144 37 8 144550663 144550663 Missense_Mutation SNP C T 4 43 c.1994G>A c.(1993-1995)CGC>CAC p.R665H

Pat_16 Post-Resistance GPR172A 79581 37 8 145583036 145583036 Missense_Mutation SNP A G 4 97 c.83A>G c.(82-84)AAT>AGT p.N28S

Pat_16 Post-Resistance FOXH1 8928 37 8 145699782 145699782 Missense_Mutation SNP C T 168 72 c.937G>A c.(937-939)GTG>ATG p.V313M

Pat_16 Post-Resistance GPT 2875 37 8 145730425 145730425 Missense_Mutation SNP G A 4 152 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_16 Post-Resistance DOCK8 81704 37 9 386341 386341 Missense_Mutation SNP G A 4 159 c.2789G>A c.(2788-2790)CGC>CAC p.R930H

Pat_16 Post-Resistance VCP 7415 37 9 35059143 35059143 Missense_Mutation SNP C T 4 204 c.2078G>A c.(2077-2079)CGT>CAT p.R693H

Pat_16 Post-Resistance FAM75A6 389730 37 9 43627096 43627096 Missense_Mutation SNP G A 349 53 c.1591C>T c.(1591-1593)CTC>TTC p.L531F

Pat_16 Post-Resistance RMI1 80010 37 9 86617211 86617211 Missense_Mutation SNP C T 5 16 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_16 Post-Resistance C9orf102 375748 37 9 98691032 98691032 Missense_Mutation SNP C T 5 221 c.1670C>T c.(1669-1671)GCG>GTG p.A557V

Pat_16 Post-Resistance OR13C4 138804 37 9 107288820 107288820 Missense_Mutation SNP G A 223 34 c.671C>T c.(670-672)ACC>ATC p.T224I



Pat_16 Post-Resistance KIAA1958 158405 37 9 115336703 115336703 Missense_Mutation SNP C T 4 165 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_16 Post-Resistance ASTN2 23245 37 9 119858377 119858377 Missense_Mutation SNP C T 128 29 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_16 Post-Resistance CEP110 11064 37 9 123886288 123886288 Missense_Mutation SNP G A 4 112 c.1730G>A c.(1729-1731)CGT>CAT p.R577H

Pat_16 Post-Resistance STOM 2040 37 9 124111550 124111550 Missense_Mutation SNP G A 4 251 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_16 Post-Resistance COQ4 51117 37 9 131088075 131088075 Missense_Mutation SNP C T 108 23 c.317C>T c.(316-318)TCG>TTG p.S106L

Pat_16 Post-Resistance SPTAN1 6709 37 9 131339474 131339475 Nonsense_Mutation DNP CC TT 145 26 c.852_853CC>TTc.(850-855)GGCCGA>GGTTGA p.R285*

Pat_16 Post-Resistance FUBP3 8939 37 9 133506104 133506104 Missense_Mutation SNP C T 3 73 c.1207C>T c.(1207-1209)CGG>TGG p.R403W

Pat_16 Post-Resistance DPP7 29952 37 9 140006403 140006403 Missense_Mutation SNP G A 4 87 c.1129C>T c.(1129-1131)CTC>TTC p.L377F

Pat_16 Post-Resistance ANAPC2 29882 37 9 140082888 140082888 Missense_Mutation SNP G A 4 43 c.97C>T c.(97-99)CCG>TCG p.P33S

Pat_16 Post-Resistance SLC34A3 142680 37 9 140127244 140127244 Missense_Mutation SNP G A 61 20 c.313G>A c.(313-315)GCC>ACC p.A105T

Pat_16 Post-Resistance FAM9B 171483 37 X 8998366 8998366 Missense_Mutation SNP C T 8 5 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_16 Post-Resistance FRMPD4 9758 37 X 12712519 12712519 Missense_Mutation SNP T G 68 8 c.879T>G c.(877-879)GAT>GAG p.D293E

Pat_16 Post-Resistance RBBP7 5931 37 X 16870948 16870948 Missense_Mutation SNP G A 6 582 c.809C>T c.(808-810)GCG>GTG p.A270V

Pat_16 Post-Resistance POLA1 5422 37 X 25014054 25014054 Missense_Mutation SNP C T 71 18 c.4376C>T c.(4375-4377)GCC>GTC p.A1459V

Pat_16 Post-Resistance FAM47C 442444 37 X 37027345 37027345 Nonsense_Mutation SNP A T 44 81 c.862A>T c.(862-864)AAG>TAG p.K288*

Pat_16 Post-Resistance USP9X 8239 37 X 41029282 41029282 Nonsense_Mutation SNP C T 6 346 c.2671C>T c.(2671-2673)CGA>TGA p.R891*

Pat_16 Post-Resistance CLCN5 1184 37 X 49837183 49837183 Missense_Mutation SNP C T 78 131 c.145C>T c.(145-147)CAC>TAC p.H49Y

Pat_16 Post-Resistance MAGED2 10916 37 X 54837323 54837323 Nonsense_Mutation SNP C T 3 44 c.607C>T c.(607-609)CGA>TGA p.R203*

Pat_16 Post-Resistance SLC7A3 84889 37 X 70147375 70147375 Missense_Mutation SNP C T 3 59 c.1142G>A c.(1141-1143)CGC>CAC p.R381H

Pat_16 Post-Resistance MED12 9968 37 X 70345264 70345264 Nonsense_Mutation SNP C T 4 85 c.2290C>T c.(2290-2292)CGA>TGA p.R764*

Pat_16 Post-Resistance MAGEE1 57692 37 X 75649314 75649314 Missense_Mutation SNP T C 3 70 c.991T>C c.(991-993)TCC>CCC p.S331P

Pat_16 Post-Resistance CYLC1 1538 37 X 83129484 83129484 Missense_Mutation SNP G A 18 4 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_16 Post-Resistance ZNF711 7552 37 X 84519283 84519283 Missense_Mutation SNP G A 18 1 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_16 Post-Resistance ARMCX2 9823 37 X 100911659 100911659 Missense_Mutation SNP C T 5 214 c.916G>A c.(916-918)GAA>AAA p.E306K

Pat_16 Post-Resistance H2BFWT 158983 37 X 103267838 103267838 Missense_Mutation SNP G A 44 6 c.395C>T c.(394-396)ACC>ATC p.T132I

Pat_16 Post-Resistance IL1RAPL2 26280 37 X 105011625 105011625 Missense_Mutation SNP G A 139 28 c.2032G>A c.(2032-2034)GAG>AAG p.E678K

Pat_16 Post-Resistance GUCY2F 2986 37 X 108719089 108719089 Missense_Mutation SNP C T 146 22 c.77G>A c.(76-78)GGC>GAC p.G26D

Pat_16 Post-Resistance TRPC5 7224 37 X 111095642 111095642 Missense_Mutation SNP C T 180 38 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_16 Post-Resistance HTR2C 3358 37 X 114141526 114141526 Missense_Mutation SNP G A 109 17 c.925G>A c.(925-927)GCT>ACT p.A309T

Pat_16 Post-Resistance SLC6A14 11254 37 X 115586574 115586574 Nonsense_Mutation SNP G A 114 152 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_16 Post-Resistance ODZ1 10178 37 X 123654419 123654419 Nonsense_Mutation SNP C T 195 36 c.3249G>A c.(3247-3249)TGG>TGA p.W1083*

Pat_16 Post-Resistance PHF6 84295 37 X 133551320 133551320 Missense_Mutation SNP G A 4 91 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_16 Post-Resistance FGF13 2258 37 X 137717738 137717738 Missense_Mutation SNP G A 4 193 c.481C>T c.(481-483)CGT>TGT p.R161C

Pat_16 Post-Resistance GABRQ 55879 37 X 151819009 151819009 Missense_Mutation SNP G A 552 85 c.867G>A c.(865-867)ATG>ATA p.M289I

Pat_16 Post-Resistance IRAK1 3654 37 X 153278016 153278016 Missense_Mutation SNP C G 3 66 c.2044G>C c.(2044-2046)GAC>CAC p.D682H

Pat_16 Post-Resistance FAM50A 9130 37 X 153674018 153674018 Missense_Mutation SNP C T 131 17 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_16 Post-Resistance PLXNA3 55558 37 X 153688933 153688933 Missense_Mutation SNP G A 4 175 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_16 Pre-Treatment KIAA1751 85452 37 1 1920014 1920014 Missense_Mutation SNP C A 36 97 c.233G>T c.(232-234)CGG>CTG p.R78L

Pat_16 Pre-Treatment GPR157 80045 37 1 9164611 9164611 Missense_Mutation SNP G A 18 28 c.875C>T c.(874-876)TCT>TTT p.S292F

Pat_16 Pre-Treatment VPS13D 55187 37 1 12333084 12333084 Missense_Mutation SNP C T 4 246 c.2128C>T c.(2128-2130)CGG>TGG p.R710W

Pat_16 Pre-Treatment CLCNKA 1187 37 1 16358320 16358320 Missense_Mutation SNP C T 71 39 c.1738C>T c.(1738-1740)CCC>TCC p.P580S

Pat_16 Pre-Treatment NBPF3 84224 37 1 21797199 21797199 Missense_Mutation SNP G A 32 36 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_16 Pre-Treatment E2F2 1870 37 1 23848405 23848405 Missense_Mutation SNP G A 4 148 c.502C>T c.(502-504)CGC>TGC p.R168C

Pat_16 Pre-Treatment GALE 2582 37 1 24124709 24124709 Missense_Mutation SNP C A 4 95 c.249G>T c.(247-249)ATG>ATT p.M83I

Pat_16 Pre-Treatment SRRM1 10250 37 1 24993374 24993374 Missense_Mutation SNP C A 6 171 c.1697C>A c.(1696-1698)CCT>CAT p.P566H

Pat_16 Pre-Treatment SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 6 166 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_16 Pre-Treatment UBXN11 91544 37 1 26612001 26612001 Missense_Mutation SNP A T 19 39 c.806T>A c.(805-807)TTT>TAT p.F269Y



Pat_16 Pre-Treatment ARID1A 8289 37 1 27107000 27107000 Missense_Mutation SNP C T 54 117 c.6611C>T c.(6610-6612)GCC>GTC p.A2204V

Pat_16 Pre-Treatment ZSCAN20 7579 37 1 33945010 33945010 Missense_Mutation SNP C T 62 36 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_16 Pre-Treatment CSMD2 114784 37 1 34285316 34285316 Missense_Mutation SNP C T 3 20 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_16 Pre-Treatment ZNF642 339559 37 1 40954845 40954845 Missense_Mutation SNP G A 146 100 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_16 Pre-Treatment WDR65 149465 37 1 43672452 43672452 Missense_Mutation SNP C T 4 231 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_16 Pre-Treatment C1orf175 374977 37 1 55151979 55151979 Missense_Mutation SNP C T 3 65 c.2569C>T c.(2569-2571)CGT>TGT p.R857C

Pat_16 Pre-Treatment C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 194 108 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_16 Pre-Treatment LRRC7 57554 37 1 70493918 70493918 Missense_Mutation SNP C T 116 77 c.1745C>T c.(1744-1746)TCT>TTT p.S582F

Pat_16 Pre-Treatment C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T G 264 142 c.1625A>C c.(1624-1626)AAA>ACA p.K542T

Pat_16 Pre-Treatment CLCA1 1179 37 1 86951080 86951080 Missense_Mutation SNP A T 69 166 c.790A>T c.(790-792)AAT>TAT p.N264Y

Pat_16 Pre-Treatment SH3GLB1 51100 37 1 87208874 87208874 Nonsense_Mutation SNP C T 183 198 c.1054C>T c.(1054-1056)CAG>TAG p.Q352*

Pat_16 Pre-Treatment ARHGAP29 9411 37 1 94654489 94654489 Missense_Mutation SNP A T 132 217 c.1585T>A c.(1585-1587)TTT>ATT p.F529I

Pat_16 Pre-Treatment CD53 963 37 1 111434995 111434995 Missense_Mutation SNP G A 33 85 c.92G>A c.(91-93)GGG>GAG p.G31E

Pat_16 Pre-Treatment NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 185 532 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_16 Pre-Treatment SYCP1 6847 37 1 115469144 115469144 Missense_Mutation SNP G A 29 29 c.1886G>A c.(1885-1887)GGT>GAT p.G629D

Pat_16 Pre-Treatment CASQ2 845 37 1 116244011 116244011 Missense_Mutation SNP C T 92 64 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_16 Pre-Treatment NOTCH2 4853 37 1 120467982 120467982 Missense_Mutation SNP G A 6 579 c.4457C>T c.(4456-4458)ACG>ATG p.T1486M

Pat_16 Pre-Treatment PDE4DIP 9659 37 1 144881505 144881505 Nonsense_Mutation SNP G A 167 369 c.3691C>T c.(3691-3693)CAG>TAG p.Q1231*

Pat_16 Pre-Treatment PDE4DIP 9659 37 1 145015949 145015949 Missense_Mutation SNP C T 57 667 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_16 Pre-Treatment NBPF10 100132406 37 1 145311785 145311785 Splice_Site SNP C G 4 35 c.1854_splice c.e14-1 p.R618_splice

Pat_16 Pre-Treatment VPS45 11311 37 1 150064122 150064122 Missense_Mutation SNP G A 5 414 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_16 Pre-Treatment PSMD4 5710 37 1 151238835 151238835 Missense_Mutation SNP G A 5 228 c.815G>A c.(814-816)CGC>CAC p.R272H

Pat_16 Pre-Treatment LCE2A 353139 37 1 152671573 152671573 Missense_Mutation SNP G A 4 135 c.196G>A c.(196-198)GGC>AGC p.G66S

Pat_16 Pre-Treatment KPRP 448834 37 1 152733052 152733052 Missense_Mutation SNP T A 29 64 c.988T>A c.(988-990)TCC>ACC p.S330T

Pat_16 Pre-Treatment DCST1 149095 37 1 155015229 155015229 Missense_Mutation SNP G A 4 240 c.911G>A c.(910-912)CGC>CAC p.R304H

Pat_16 Pre-Treatment INSRR 3645 37 1 156811946 156811946 Missense_Mutation SNP G A 3 94 c.3355C>T c.(3355-3357)CGC>TGC p.R1119C

Pat_16 Pre-Treatment FCRL3 115352 37 1 157666963 157666963 Missense_Mutation SNP T G 57 28 c.811A>C c.(811-813)AAA>CAA p.K271Q

Pat_16 Pre-Treatment ATP1A4 480 37 1 160141383 160141383 Missense_Mutation SNP T A 245 106 c.1690T>A c.(1690-1692)TTC>ATC p.F564I

Pat_16 Pre-Treatment CD244 51744 37 1 160806026 160806026 Missense_Mutation SNP G A 24 70 c.868C>T c.(868-870)CCT>TCT p.P290S

Pat_16 Pre-Treatment ARHGAP30 257106 37 1 161018907 161018907 Missense_Mutation SNP C T 256 152 c.1904G>A c.(1903-1905)GGA>GAA p.G635E

Pat_16 Pre-Treatment NOS1AP 9722 37 1 162257220 162257220 Missense_Mutation SNP G T 10 140 c.264G>T c.(262-264)AAG>AAT p.K88N

Pat_16 Pre-Treatment C1orf110 339512 37 1 162829392 162829392 Missense_Mutation SNP A T 21 77 c.45T>A c.(43-45)GAT>GAA p.D15E

Pat_16 Pre-Treatment MPZL1 9019 37 1 167757123 167757123 Missense_Mutation SNP G A 239 156 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_16 Pre-Treatment FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 52 43 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_16 Pre-Treatment SLC9A11 284525 37 1 173490472 173490472 Missense_Mutation SNP C T 72 212 c.2707G>A c.(2707-2709)GGA>AGA p.G903R

Pat_16 Pre-Treatment FAM5B 57795 37 1 177249565 177249565 Nonsense_Mutation SNP G A 63 145 c.1253G>A c.(1252-1254)TGG>TAG p.W418*

Pat_16 Pre-Treatment C1orf49 84066 37 1 178489831 178489831 Missense_Mutation SNP A T 15 22 c.365A>T c.(364-366)GAG>GTG p.E122V

Pat_16 Pre-Treatment FAM20B 9917 37 1 179013184 179013184 Missense_Mutation SNP G A 4 137 c.202G>A c.(202-204)GCC>ACC p.A68T

Pat_16 Pre-Treatment C1orf125 126859 37 1 179414126 179414126 Missense_Mutation SNP G A 89 64 c.1585G>A c.(1585-1587)GAG>AAG p.E529K

Pat_16 Pre-Treatment HMCN1 83872 37 1 186077692 186077692 Missense_Mutation SNP C T 116 58 c.10952C>T c.(10951-10953)CCT>CTT p.P3651L

Pat_16 Pre-Treatment CFH 3075 37 1 196684756 196684756 Missense_Mutation SNP G A 215 155 c.1553G>A c.(1552-1554)AGA>AAA p.R518K

Pat_16 Pre-Treatment CFHR2 3080 37 1 196918654 196918654 Missense_Mutation SNP C T 24 75 c.128C>T c.(127-129)TCC>TTC p.S43F

Pat_16 Pre-Treatment CFHR5 81494 37 1 196971612 196971612 Missense_Mutation SNP A G 44 123 c.1148A>G c.(1147-1149)GAA>GGA p.E383G

Pat_16 Pre-Treatment CRB1 23418 37 1 197446813 197446813 Missense_Mutation SNP C T 29 97 c.4025C>T c.(4024-4026)TCC>TTC p.S1342F

Pat_16 Pre-Treatment USH2A 7399 37 1 215956214 215956214 Missense_Mutation SNP C T 4 123 c.10451G>A c.(10450-10452)CGA>CAA p.R3484Q

Pat_16 Pre-Treatment SPATA17 128153 37 1 217947824 217947824 Missense_Mutation SNP C T 30 77 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_16 Pre-Treatment TGFB2 7042 37 1 218609479 218609479 Missense_Mutation SNP T C 5 342 c.922T>C c.(922-924)TAT>CAT p.Y308H



Pat_16 Pre-Treatment LYPLAL1 127018 37 1 219347239 219347239 Missense_Mutation SNP G A 5 287 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_16 Pre-Treatment NVL 4931 37 1 224495956 224495956 Missense_Mutation SNP G A 38 84 c.352C>T c.(352-354)CAC>TAC p.H118Y

Pat_16 Pre-Treatment NID1 4811 37 1 236175236 236175236 Missense_Mutation SNP G A 4 313 c.2512C>T c.(2512-2514)CGT>TGT p.R838C

Pat_16 Pre-Treatment ZP4 57829 37 1 238048472 238048472 Missense_Mutation SNP C T 103 47 c.1304G>A c.(1303-1305)AGG>AAG p.R435K

Pat_16 Pre-Treatment OPN3 23596 37 1 241767747 241767747 Missense_Mutation SNP C T 4 171 c.508G>A c.(508-510)GGA>AGA p.G170R

Pat_16 Pre-Treatment CNST 163882 37 1 246784866 246784866 Missense_Mutation SNP C T 270 200 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_16 Pre-Treatment AHCTF1 25909 37 1 247012951 247012951 Missense_Mutation SNP A C 91 241 c.6357T>G c.(6355-6357)TTT>TTG p.F2119L

Pat_16 Pre-Treatment OR2G6 391211 37 1 248685890 248685890 Missense_Mutation SNP A G 3 48 c.943A>G c.(943-945)AAG>GAG p.K315E

Pat_16 Pre-Treatment C10orf18 54906 37 10 5791697 5791697 Missense_Mutation SNP C T 4 134 c.6313C>T c.(6313-6315)CGG>TGG p.R2105W

Pat_16 Pre-Treatment HSPA14 51182 37 10 14881937 14881937 Missense_Mutation SNP G A 5 440 c.91G>A c.(91-93)GGT>AGT p.G31S

Pat_16 Pre-Treatment FAM171A1 221061 37 10 15255386 15255386 Missense_Mutation SNP C T 42 56 c.2201G>A c.(2200-2202)GGA>GAA p.G734E

Pat_16 Pre-Treatment ANKRD30A 91074 37 10 37430661 37430661 Missense_Mutation SNP G A 49 11 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_16 Pre-Treatment TMEM72 643236 37 10 45423380 45423380 Missense_Mutation SNP G A 4 268 c.82G>A c.(82-84)GTG>ATG p.V28M

Pat_16 Pre-Treatment PARG 8505 37 10 51093329 51093329 Missense_Mutation SNP C T 4 116 c.1750G>A c.(1750-1752)GCA>ACA p.A584T

Pat_16 Pre-Treatment PRKG1 5592 37 10 54048576 54048576 Missense_Mutation SNP A C 71 1 c.1755A>C c.(1753-1755)AAA>AAC p.K585N

Pat_16 Pre-Treatment BICC1 80114 37 10 60573673 60573673 Missense_Mutation SNP T G 206 9 c.2460T>G c.(2458-2460)AAT>AAG p.N820K

Pat_16 Pre-Treatment MYPN 84665 37 10 69881782 69881782 Missense_Mutation SNP G A 67 4 c.587G>A c.(586-588)AGC>AAC p.S196N

Pat_16 Pre-Treatment CH25H 9023 37 10 90966538 90966538 Missense_Mutation SNP G A 4 219 c.512C>T c.(511-513)ACG>ATG p.T171M

Pat_16 Pre-Treatment CYP2C8 1558 37 10 96824645 96824645 Missense_Mutation SNP T G 196 2 c.554A>C c.(553-555)AAA>ACA p.K185T

Pat_16 Pre-Treatment SLIT1 6585 37 10 98778837 98778837 Missense_Mutation SNP T G 78 3 c.2774A>C c.(2773-2775)AAG>ACG p.K925T

Pat_16 Pre-Treatment SEMA4G 57715 37 10 102743232 102743232 Missense_Mutation SNP G A 41 34 c.1876G>A c.(1876-1878)GAT>AAT p.D626N

Pat_16 Pre-Treatment POLL 27343 37 10 103342563 103342563 Missense_Mutation SNP A C 143 9 c.1151T>G c.(1150-1152)CTG>CGG p.L384R

Pat_16 Pre-Treatment NPM3 10360 37 10 103542027 103542027 Missense_Mutation SNP G A 3 59 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_16 Pre-Treatment NFKB2 4791 37 10 104156558 104156558 Missense_Mutation SNP G A 5 177 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_16 Pre-Treatment PDCD11 22984 37 10 105194638 105194638 Missense_Mutation SNP C T 37 33 c.3751C>T c.(3751-3753)CCC>TCC p.P1251S

Pat_16 Pre-Treatment FGFR2 2263 37 10 123279680 123279680 Missense_Mutation SNP C T 15 9 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_16 Pre-Treatment TACC2 10579 37 10 123845785 123845785 Missense_Mutation SNP C T 91 2 c.3770C>T c.(3769-3771)TCC>TTC p.S1257F

Pat_16 Pre-Treatment HTRA1 5654 37 10 124271572 124271572 Missense_Mutation SNP C A 4 94 c.1265C>A c.(1264-1266)CCA>CAA p.P422Q

Pat_16 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 19 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_16 Pre-Treatment LRRC56 115399 37 11 554058 554058 Missense_Mutation SNP G A 83 1 c.1411G>A c.(1411-1413)GAC>AAC p.D471N

Pat_16 Pre-Treatment MUC2 4583 37 11 1101129 1101129 Missense_Mutation SNP G A 37 31 c.14614G>A c.(14614-14616)GAG>AAG p.E4872K

Pat_16 Pre-Treatment MUC5B 727897 37 11 1256566 1256566 Missense_Mutation SNP T G 9 16 c.4780T>G c.(4780-4782)TTC>GTC p.F1594V

Pat_16 Pre-Treatment MUC5B 727897 37 11 1265984 1265984 Missense_Mutation SNP G A 3 86 c.9788G>A c.(9787-9789)GGG>GAG p.G3263E

Pat_16 Pre-Treatment OR51B2 79345 37 11 5345040 5345040 Missense_Mutation SNP G A 108 1 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_16 Pre-Treatment OR51I2 390064 37 11 5475460 5475460 Missense_Mutation SNP G A 4 189 c.742G>A c.(742-744)GTA>ATA p.V248I

Pat_16 Pre-Treatment OR5P2 120065 37 11 7817971 7817971 Missense_Mutation SNP A C 64 51 c.519T>G c.(517-519)TTT>TTG p.F173L

Pat_16 Pre-Treatment PARVA 55742 37 11 12525959 12525959 Nonsense_Mutation SNP C T 39 42 c.640C>T c.(640-642)CAA>TAA p.Q214*

Pat_16 Pre-Treatment TCP11L1 55346 37 11 33087499 33087499 Missense_Mutation SNP G A 6 334 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_16 Pre-Treatment EXT2 2132 37 11 44228348 44228348 Missense_Mutation SNP C T 71 3 c.1501C>T c.(1501-1503)CTC>TTC p.L501F

Pat_16 Pre-Treatment AMBRA1 55626 37 11 46567211 46567211 Nonsense_Mutation SNP C T 151 4 c.494G>A c.(493-495)TGG>TAG p.W165*

Pat_16 Pre-Treatment AMBRA1 55626 37 11 46568751 46568751 Missense_Mutation SNP G A 5 267 c.290C>T c.(289-291)ACT>ATT p.T97I

Pat_16 Pre-Treatment ARHGAP1 392 37 11 46702064 46702065 Nonsense_Mutation DNP CC AA 94 2 c.792_793GG>TTc.(790-795)AGGGAG>AGTTAGp.264_265RE>S*

Pat_16 Pre-Treatment F2 2147 37 11 46747480 46747480 Missense_Mutation SNP G A 73 39 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_16 Pre-Treatment DDB2 1643 37 11 47256351 47256351 Missense_Mutation SNP C T 65 2 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_16 Pre-Treatment SPRYD5 84767 37 11 55653011 55653011 Missense_Mutation SNP G A 3 51 c.107G>A c.(106-108)CGG>CAG p.R36Q

Pat_16 Pre-Treatment OR5M9 390162 37 11 56230826 56230826 Missense_Mutation SNP G A 48 1 c.52C>T c.(52-54)CGT>TGT p.R18C

Pat_16 Pre-Treatment OR5B17 219965 37 11 58126355 58126355 Missense_Mutation SNP T C 81 7 c.188A>G c.(187-189)AAC>AGC p.N63S



Pat_16 Pre-Treatment ZFP91 80829 37 11 58380251 58380251 Nonsense_Mutation SNP C T 205 6 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_16 Pre-Treatment VWCE 220001 37 11 61053800 61053800 Missense_Mutation SNP C T 4 278 c.527G>A c.(526-528)CGC>CAC p.R176H

Pat_16 Pre-Treatment ACTN3 89 37 11 66323694 66323694 Missense_Mutation SNP C T 4 157 c.797C>T c.(796-798)GCT>GTT p.A266V

Pat_16 Pre-Treatment SPTBN2 6712 37 11 66466905 66466905 Missense_Mutation SNP G A 36 48 c.3748C>T c.(3748-3750)CGG>TGG p.R1250W

Pat_16 Pre-Treatment ARHGEF17 9828 37 11 73073492 73073492 Missense_Mutation SNP C T 8 0 c.4709C>T c.(4708-4710)TCG>TTG p.S1570L

Pat_16 Pre-Treatment DNAJB13 374407 37 11 73677211 73677211 Missense_Mutation SNP C T 43 1 c.521C>T c.(520-522)ACC>ATC p.T174I

Pat_16 Pre-Treatment HEPHL1 341208 37 11 93754593 93754593 Missense_Mutation SNP G A 63 77 c.59G>A c.(58-60)GGG>GAG p.G20E

Pat_16 Pre-Treatment PDGFD 80310 37 11 103797821 103797821 Missense_Mutation SNP C T 4 179 c.806G>A c.(805-807)CGT>CAT p.R269H

Pat_16 Pre-Treatment GRIA4 2893 37 11 105850461 105850461 Missense_Mutation SNP C T 47 0 c.2704C>T c.(2704-2706)CCA>TCA p.P902S

Pat_16 Pre-Treatment APOC3 345 37 11 116701338 116701338 Missense_Mutation SNP C T 3 45 c.40C>T c.(40-42)CTC>TTC p.L14F

Pat_16 Pre-Treatment DSCAML1 57453 37 11 117352818 117352819 Missense_Mutation DNP CC TT 46 1 c.2598_2599GG>AAc.(2596-2601)AAGGAG>AAAAAGp.E867K

Pat_16 Pre-Treatment RIMKLB 57494 37 12 8904628 8904628 Missense_Mutation SNP G A 5 408 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_16 Pre-Treatment A2ML1 144568 37 12 8975263 8975263 Missense_Mutation SNP C T 53 132 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_16 Pre-Treatment GRIN2B 2904 37 12 13716732 13716732 Missense_Mutation SNP T A 40 18 c.3440A>T c.(3439-3441)GAG>GTG p.E1147V

Pat_16 Pre-Treatment LRMP 4033 37 12 25260897 25260898 Missense_Mutation DNP AT TA 56 171 c.1403_1404AT>TA c.(1402-1404)GAT>GTA p.D468V

Pat_16 Pre-Treatment PRKAG1 5571 37 12 49396783 49396784 Nonsense_Mutation DNP GG AA 55 136 c.894_895CC>TTc.(892-897)CACCGA>CATTGA p.R299*

Pat_16 Pre-Treatment KRT4 3851 37 12 53202523 53202523 Missense_Mutation SNP C T 30 104 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_16 Pre-Treatment KRT18 3875 37 12 53345602 53345602 Nonsense_Mutation SNP C T 18 55 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_16 Pre-Treatment AMHR2 269 37 12 53823344 53823344 Missense_Mutation SNP C T 88 48 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_16 Pre-Treatment KIAA0748 9840 37 12 55368225 55368225 Missense_Mutation SNP G T 14 15 c.122C>A c.(121-123)CCA>CAA p.P41Q

Pat_16 Pre-Treatment OR6C3 254786 37 12 55726023 55726023 Missense_Mutation SNP C T 150 485 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_16 Pre-Treatment CDK2 1017 37 12 56365339 56365339 Missense_Mutation SNP C T 6 642 c.827C>T c.(826-828)TCG>TTG p.S276L

Pat_16 Pre-Treatment IKZF4 64375 37 12 56427051 56427051 Missense_Mutation SNP C T 94 203 c.943C>T c.(943-945)CGT>TGT p.R315C

Pat_16 Pre-Treatment TMEM194A 23306 37 12 57453807 57453807 Missense_Mutation SNP G A 4 237 c.1190C>T c.(1189-1191)ACG>ATG p.T397M

Pat_16 Pre-Treatment STAT6 6778 37 12 57500077 57500077 Missense_Mutation SNP C T 4 191 c.577G>A c.(577-579)GCC>ACC p.A193T

Pat_16 Pre-Treatment SLC16A7 9194 37 12 60173255 60173256 Missense_Mutation DNP GG AA 63 144 c.1232_1233GG>AAc.(1231-1233)GGG>GAA p.G411E

Pat_16 Pre-Treatment C12orf56 115749 37 12 64746799 64746799 Missense_Mutation SNP C T 81 79 c.290G>A c.(289-291)AGA>AAA p.R97K

Pat_16 Pre-Treatment CPSF6 11052 37 12 69652691 69652691 Missense_Mutation SNP C T 5 592 c.1016C>T c.(1015-1017)CCT>CTT p.P339L

Pat_16 Pre-Treatment RASSF9 9182 37 12 86198724 86198724 Missense_Mutation SNP T A 375 207 c.1064A>T c.(1063-1065)AAA>ATA p.K355I

Pat_16 Pre-Treatment LUM 4060 37 12 91497952 91497952 Missense_Mutation SNP G A 83 185 c.1007C>T c.(1006-1008)ACT>ATT p.T336I

Pat_16 Pre-Treatment MYO1H 283446 37 12 109883364 109883364 Missense_Mutation SNP G A 98 57 c.565G>A c.(565-567)GAC>AAC p.D189N

Pat_16 Pre-Treatment TCTN1 79600 37 12 111085668 111085668 Missense_Mutation SNP C T 26 83 c.1735C>T c.(1735-1737)CCC>TCC p.P579S

Pat_16 Pre-Treatment SH2B3 10019 37 12 111886044 111886044 Missense_Mutation SNP G A 70 34 c.1666G>A c.(1666-1668)GAA>AAA p.E556K

Pat_16 Pre-Treatment RASAL1 8437 37 12 113543644 113543644 Nonsense_Mutation SNP G A 40 79 c.1702C>T c.(1702-1704)CGA>TGA p.R568*

Pat_16 Pre-Treatment MED13L 23389 37 12 116429319 116429319 Missense_Mutation SNP A T 156 74 c.3440T>A c.(3439-3441)CTT>CAT p.L1147H

Pat_16 Pre-Treatment SNRNP35 11066 37 12 123950368 123950368 Missense_Mutation SNP A G 43 94 c.281A>G c.(280-282)TAC>TGC p.Y94C

Pat_16 Pre-Treatment DNAH10 196385 37 12 124297919 124297919 Nonsense_Mutation SNP G A 58 160 c.2999G>A c.(2998-3000)TGG>TAG p.W1000*

Pat_16 Pre-Treatment TMEM132B 114795 37 12 126139119 126139119 Missense_Mutation SNP C T 41 92 c.3100C>T c.(3100-3102)CCA>TCA p.P1034S

Pat_16 Pre-Treatment PIWIL1 9271 37 12 130839140 130839140 Missense_Mutation SNP G A 80 43 c.1103G>A c.(1102-1104)AGA>AAA p.R368K

Pat_16 Pre-Treatment RIMBP2 23504 37 12 130883705 130883705 Missense_Mutation SNP T A 130 80 c.3134A>T c.(3133-3135)AAG>ATG p.K1045M

Pat_16 Pre-Treatment MAB21L1 4081 37 13 36049629 36049629 Missense_Mutation SNP T A 93 213 c.647A>T c.(646-648)CAC>CTC p.H216L

Pat_16 Pre-Treatment ALG5 29880 37 13 37539733 37539733 Missense_Mutation SNP G A 81 317 c.752C>T c.(751-753)TCA>TTA p.S251L

Pat_16 Pre-Treatment ZC3H13 23091 37 13 46541662 46541662 Missense_Mutation SNP G A 240 245 c.4298C>T c.(4297-4299)TCC>TTC p.S1433F

Pat_16 Pre-Treatment LOC220429 220429 37 13 50466930 50466930 Missense_Mutation SNP C T 44 94 c.2204C>T c.(2203-2205)CCA>CTA p.P735L

Pat_16 Pre-Treatment KLHL1 57626 37 13 70413125 70413125 Missense_Mutation SNP C T 65 121 c.1397G>A c.(1396-1398)GGA>GAA p.G466E

Pat_16 Pre-Treatment DACH1 1602 37 13 72063230 72063230 Missense_Mutation SNP A G 174 650 c.1621T>C c.(1621-1623)TCT>CCT p.S541P

Pat_16 Pre-Treatment ACIN1 22985 37 14 23535213 23535213 Missense_Mutation SNP G A 3 61 c.2444C>T c.(2443-2445)TCG>TTG p.S815L



Pat_16 Pre-Treatment MYH7 4625 37 14 23894617 23894617 Missense_Mutation SNP T G 48 57 c.2297A>C c.(2296-2298)AAG>ACG p.K766T

Pat_16 Pre-Treatment DHRS1 115817 37 14 24768213 24768213 Missense_Mutation SNP C T 4 136 c.100G>A c.(100-102)GTT>ATT p.V34I

Pat_16 Pre-Treatment BAZ1A 11177 37 14 35245523 35245523 Missense_Mutation SNP C A 4 132 c.2435G>T c.(2434-2436)AGA>ATA p.R812I

Pat_16 Pre-Treatment FBXO33 254170 37 14 39868720 39868720 Nonstop_Mutation SNP C G 25 2 c.1668G>C c.(1666-1668)TAG>TAC p.*556Y

Pat_16 Pre-Treatment PRPF39 55015 37 14 45571853 45571853 Missense_Mutation SNP C T 270 285 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_16 Pre-Treatment KIAA0831 22863 37 14 55844779 55844779 Missense_Mutation SNP C T 3 79 c.1009G>A c.(1009-1011)GAA>AAA p.E337K

Pat_16 Pre-Treatment SLC8A3 6547 37 14 70635091 70635091 Missense_Mutation SNP C T 40 1 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_16 Pre-Treatment CATSPERB 79820 37 14 92088249 92088249 Missense_Mutation SNP C T 14 0 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_16 Pre-Treatment SLC24A4 123041 37 14 92920299 92920299 Missense_Mutation SNP G A 54 3 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_16 Pre-Treatment HSP90AA1 3320 37 14 102605674 102605675 Missense_Mutation DNP GG AA 38 0 c.67_68CC>TT c.(67-69)CCC>TTC p.P23F

Pat_16 Pre-Treatment ZNF839 55778 37 14 102807738 102807738 Missense_Mutation SNP G A 3 84 c.1658G>A c.(1657-1659)GGG>GAG p.G553E

Pat_16 Pre-Treatment CDC42BPB 9578 37 14 103406431 103406431 Missense_Mutation SNP G A 3 56 c.4543C>T c.(4543-4545)CTC>TTC p.L1515F

Pat_16 Pre-Treatment MTA1 9112 37 14 105930777 105930777 Missense_Mutation SNP C T 57 76 c.1217C>T c.(1216-1218)TCT>TTT p.S406F

Pat_16 Pre-Treatment ARHGAP11A 9824 37 15 32908542 32908542 Splice_Site SNP G A 4 110 c.129_splice c.e1+1 p.G43_splice

Pat_16 Pre-Treatment GPR176 11245 37 15 40094145 40094145 Missense_Mutation SNP G A 4 165 c.736C>T c.(736-738)CGG>TGG p.R246W

Pat_16 Pre-Treatment MFAP1 4236 37 15 44105192 44105192 Nonsense_Mutation SNP G A 232 537 c.880C>T c.(880-882)CGA>TGA p.R294*

Pat_16 Pre-Treatment WDR76 79968 37 15 44127266 44127266 Missense_Mutation SNP C T 34 75 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_16 Pre-Treatment HDC 3067 37 15 50540510 50540510 Missense_Mutation SNP G A 39 89 c.1072C>T c.(1072-1074)CGC>TGC p.R358C

Pat_16 Pre-Treatment TRPM7 54822 37 15 50885856 50885856 Missense_Mutation SNP A G 58 113 c.3566T>C c.(3565-3567)TTT>TCT p.F1189S

Pat_16 Pre-Treatment MYO5C 55930 37 15 52553323 52553323 Missense_Mutation SNP T A 29 57 c.1049A>T c.(1048-1050)GAG>GTG p.E350V

Pat_16 Pre-Treatment CGNL1 84952 37 15 57730859 57730859 Missense_Mutation SNP C T 137 251 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_16 Pre-Treatment BNIP2 663 37 15 59963387 59963387 Missense_Mutation SNP A C 7 15 c.1065T>G c.(1063-1065)GAT>GAG p.D355E

Pat_16 Pre-Treatment NARG2 79664 37 15 60760375 60760375 Missense_Mutation SNP G A 47 91 c.293C>T c.(292-294)TCT>TTT p.S98F

Pat_16 Pre-Treatment SNX22 79856 37 15 64446651 64446651 Missense_Mutation SNP G A 163 416 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_16 Pre-Treatment CILP 8483 37 15 65502086 65502086 Missense_Mutation SNP C T 37 99 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_16 Pre-Treatment LOXL1 4016 37 15 74235231 74235231 Missense_Mutation SNP A G 190 491 c.1139A>G c.(1138-1140)CAA>CGA p.Q380R

Pat_16 Pre-Treatment ISLR 3671 37 15 74467929 74467929 Missense_Mutation SNP G A 37 95 c.730G>A c.(730-732)GGT>AGT p.G244S

Pat_16 Pre-Treatment CCDC33 80125 37 15 74536345 74536345 Missense_Mutation SNP A C 54 73 c.41A>C c.(40-42)GAG>GCG p.E14A

Pat_16 Pre-Treatment CCDC33 80125 37 15 74564051 74564051 Missense_Mutation SNP T A 59 34 c.554T>A c.(553-555)CTC>CAC p.L185H

Pat_16 Pre-Treatment ARID3B 10620 37 15 74836597 74836597 Missense_Mutation SNP T C 45 161 c.320T>C c.(319-321)GTT>GCT p.V107A

Pat_16 Pre-Treatment CIB2 10518 37 15 78401682 78401682 Missense_Mutation SNP C T 64 46 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_16 Pre-Treatment ZNF592 9640 37 15 85327543 85327543 Missense_Mutation SNP A G 3 114 c.1637A>G c.(1636-1638)AAG>AGG p.K546R

Pat_16 Pre-Treatment AGBL1 123624 37 15 86807702 86807702 Missense_Mutation SNP C T 15 39 c.1162C>T c.(1162-1164)CCT>TCT p.P388S

Pat_16 Pre-Treatment RLBP1 6017 37 15 89755082 89755082 Missense_Mutation SNP T A 49 127 c.576A>T c.(574-576)GAA>GAT p.E192D

Pat_16 Pre-Treatment AP3S2 10239 37 15 90447182 90447182 Missense_Mutation SNP G A 3 88 c.335C>T c.(334-336)ACG>ATG p.T112M

Pat_16 Pre-Treatment SLCO3A1 28232 37 15 92671676 92671676 Missense_Mutation SNP G A 4 232 c.1469G>A c.(1468-1470)GGC>GAC p.G490D

Pat_16 Pre-Treatment AXIN1 8312 37 16 347134 347134 Missense_Mutation SNP G A 6 483 c.1877C>T c.(1876-1878)GCG>GTG p.A626V

Pat_16 Pre-Treatment UNKL 64718 37 16 1453342 1453342 Missense_Mutation SNP A C 36 31 c.291T>G c.(289-291)TGT>TGG p.C97W

Pat_16 Pre-Treatment MAPK8IP3 23162 37 16 1779539 1779539 Missense_Mutation SNP G A 3 54 c.562G>A c.(562-564)GGA>AGA p.G188R

Pat_16 Pre-Treatment PKD1 5310 37 16 2150460 2150460 Missense_Mutation SNP G A 4 84 c.9505C>T c.(9505-9507)CGG>TGG p.R3169W

Pat_16 Pre-Treatment C16orf79 283870 37 16 2259985 2259985 Missense_Mutation SNP C A 3 52 c.404G>T c.(403-405)CGG>CTG p.R135L

Pat_16 Pre-Treatment ZSCAN10 84891 37 16 3142284 3142284 Missense_Mutation SNP G A 48 154 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_16 Pre-Treatment CREBBP 1387 37 16 3819305 3819305 Missense_Mutation SNP G A 4 219 c.2930C>T c.(2929-2931)TCG>TTG p.S977L

Pat_16 Pre-Treatment 12-Sep 124404 37 16 4827818 4827818 Missense_Mutation SNP C T 5 6 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_16 Pre-Treatment CIITA 4261 37 16 10996552 10996553 Missense_Mutation DNP CC TT 74 79 c.666_667CC>TTc.(664-669)CTCCCT>CTTTCT p.P223S

Pat_16 Pre-Treatment MKL2 57496 37 16 14334250 14334250 Missense_Mutation SNP C A 104 83 c.988C>A c.(988-990)CTC>ATC p.L330I

Pat_16 Pre-Treatment ABCC1 4363 37 16 16230359 16230359 Missense_Mutation SNP C T 36 47 c.4150C>T c.(4150-4152)CTC>TTC p.L1384F



Pat_16 Pre-Treatment SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 3 30 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_16 Pre-Treatment DNAH3 55567 37 16 21098244 21098244 Missense_Mutation SNP C T 117 383 c.2803G>A c.(2803-2805)GAT>AAT p.D935N

Pat_16 Pre-Treatment CACNG3 10368 37 16 24373047 24373047 Missense_Mutation SNP C T 4 236 c.811C>T c.(811-813)CCC>TCC p.P271S

Pat_16 Pre-Treatment HS3ST4 9951 37 16 26147178 26147178 Missense_Mutation SNP C T 224 268 c.980C>T c.(979-981)TCC>TTC p.S327F

Pat_16 Pre-Treatment APOB48R 55911 37 16 28507353 28507353 Missense_Mutation SNP G A 32 33 c.991G>A c.(991-993)GCC>ACC p.A331T

Pat_16 Pre-Treatment CD2BP2 10421 37 16 30365585 30365585 Missense_Mutation SNP G A 175 662 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_16 Pre-Treatment FBXL19 54620 37 16 30938732 30938732 Missense_Mutation SNP G A 3 41 c.341G>A c.(340-342)TGT>TAT p.C114Y

Pat_16 Pre-Treatment TRIM72 493829 37 16 31230643 31230643 Missense_Mutation SNP G A 60 221 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_16 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 4 186 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_16 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 4 199 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_16 Pre-Treatment CCL22 6367 37 16 57394369 57394369 Missense_Mutation SNP G A 22 120 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_16 Pre-Treatment CNGB1 1258 37 16 57935297 57935297 Missense_Mutation SNP G A 4 269 c.2935C>T c.(2935-2937)CGC>TGC p.R979C

Pat_16 Pre-Treatment MMP15 4324 37 16 58079166 58079166 Missense_Mutation SNP G A 20 70 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_16 Pre-Treatment ACD 65057 37 16 67694194 67694194 Missense_Mutation SNP G A 20 24 c.188C>T c.(187-189)CCG>CTG p.P63L

Pat_16 Pre-Treatment HYDIN 54768 37 16 70913367 70913367 Missense_Mutation SNP G A 48 65 c.10387C>T c.(10387-10389)CTC>TTC p.L3463F

Pat_16 Pre-Treatment RFWD3 55159 37 16 74685992 74685992 Nonsense_Mutation SNP G A 89 82 c.547C>T c.(547-549)CAG>TAG p.Q183*

Pat_16 Pre-Treatment CNTNAP4 85445 37 16 76461470 76461470 Missense_Mutation SNP G A 58 50 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_16 Pre-Treatment CNTNAP4 85445 37 16 76495952 76495952 Missense_Mutation SNP C T 28 85 c.1433C>T c.(1432-1434)CCT>CTT p.P478L

Pat_16 Pre-Treatment MBTPS1 8720 37 16 84135312 84135312 Missense_Mutation SNP T C 168 158 c.77A>G c.(76-78)GAA>GGA p.E26G

Pat_16 Pre-Treatment ATP2C2 9914 37 16 84472866 84472866 Missense_Mutation SNP G A 4 138 c.1081G>A c.(1081-1083)GTG>ATG p.V361M

Pat_16 Pre-Treatment P2RX1 5023 37 17 3806890 3806890 Missense_Mutation SNP A C 37 100 c.560T>G c.(559-561)CTT>CGT p.L187R

Pat_16 Pre-Treatment VMO1 284013 37 17 4688833 4688833 Missense_Mutation SNP G A 31 82 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_16 Pre-Treatment DHX33 56919 37 17 5359375 5359375 Missense_Mutation SNP G A 43 84 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_16 Pre-Treatment DNAH2 146754 37 17 7643737 7643737 Splice_Site SNP G A 4 312 c.1377_splice c.e9-1 p.K459_splice

Pat_16 Pre-Treatment CHD3 1107 37 17 7797756 7797756 Missense_Mutation SNP G A 4 290 c.1099G>A c.(1099-1101)GGG>AGG p.G367R

Pat_16 Pre-Treatment CHD3 1107 37 17 7807196 7807196 Missense_Mutation SNP G A 4 196 c.3781G>A c.(3781-3783)GCT>ACT p.A1261T

Pat_16 Pre-Treatment MYH13 8735 37 17 10206529 10206529 Missense_Mutation SNP C T 209 149 c.5651G>A c.(5650-5652)AGG>AAG p.R1884K

Pat_16 Pre-Treatment DNAH9 1770 37 17 11622751 11622751 Missense_Mutation SNP C T 67 61 c.5653C>T c.(5653-5655)CGC>TGC p.R1885C

Pat_16 Pre-Treatment TRIM16 10626 37 17 15532015 15532015 Missense_Mutation SNP A G 25 36 c.1609T>C c.(1609-1611)TCC>CCC p.S537P

Pat_16 Pre-Treatment TOM1L2 146691 37 17 17788064 17788064 Nonsense_Mutation SNP G A 6 359 c.385C>T c.(385-387)CGA>TGA p.R129*

Pat_16 Pre-Treatment SLC47A1 55244 37 17 19470150 19470151 Missense_Mutation DNP CC TT 53 132 c.1154_1155CC>TT c.(1153-1155)TCC>TTT p.S385F

Pat_16 Pre-Treatment KCNJ12 3768 37 17 21319012 21319012 Missense_Mutation SNP C T 4 39 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_16 Pre-Treatment KCNJ12 3768 37 17 21319253 21319253 Missense_Mutation SNP C T 9 34 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_16 Pre-Treatment PIGS 94005 37 17 26888548 26888548 Missense_Mutation SNP C A 3 48 c.568G>T c.(568-570)GCC>TCC p.A190S

Pat_16 Pre-Treatment SPAG5 10615 37 17 26905522 26905522 Missense_Mutation SNP G A 84 197 c.3223C>T c.(3223-3225)CTT>TTT p.L1075F

Pat_16 Pre-Treatment SEZ6 124925 37 17 27309030 27309030 Missense_Mutation SNP C T 19 12 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_16 Pre-Treatment UTP6 55813 37 17 30211497 30211497 Missense_Mutation SNP G A 38 46 c.731C>T c.(730-732)TCG>TTG p.S244L

Pat_16 Pre-Treatment MMP28 79148 37 17 34093655 34093655 Missense_Mutation SNP G A 8 30 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_16 Pre-Treatment MYO19 80179 37 17 34861158 34861158 Missense_Mutation SNP G A 4 141 c.1883C>T c.(1882-1884)GCG>GTG p.A628V

Pat_16 Pre-Treatment CASC3 22794 37 17 38320021 38320021 Missense_Mutation SNP C T 105 207 c.1073C>T c.(1072-1074)TCT>TTT p.S358F

Pat_16 Pre-Treatment KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 6 91 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_16 Pre-Treatment KRTAP9-2 83899 37 17 39383134 39383135 Nonsense_Mutation DNP CC TT 41 96 c.228_229CC>TTc.(226-231)TGCCAG>TGTTAG p.Q77*

Pat_16 Pre-Treatment KRT32 3882 37 17 39623524 39623524 Missense_Mutation SNP G C 12 69 c.54C>G c.(52-54)TGC>TGG p.C18W

Pat_16 Pre-Treatment LOC90586 90586 37 17 41019611 41019611 Missense_Mutation SNP G A 29 21 c.316G>A c.(316-318)GCT>ACT p.A106T

Pat_16 Pre-Treatment DHX8 1659 37 17 41567763 41567763 Missense_Mutation SNP C T 61 45 c.239C>T c.(238-240)TCT>TTT p.S80F

Pat_16 Pre-Treatment SOST 50964 37 17 41832760 41832760 Missense_Mutation SNP G A 3 61 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_16 Pre-Treatment MYCBPAP 84073 37 17 48595953 48595953 Missense_Mutation SNP G A 114 253 c.649G>A c.(649-651)GAA>AAA p.E217K



Pat_16 Pre-Treatment ANKFN1 162282 37 17 54450018 54450018 Missense_Mutation SNP G A 52 138 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_16 Pre-Treatment TRIM25 7706 37 17 54990890 54990890 Missense_Mutation SNP G A 4 147 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_16 Pre-Treatment BZRAP1 9256 37 17 56387973 56387973 Missense_Mutation SNP G A 4 65 c.3599C>T c.(3598-3600)CCG>CTG p.P1200L

Pat_16 Pre-Treatment PPM1E 22843 37 17 57043079 57043079 Missense_Mutation SNP G A 7 639 c.608G>A c.(607-609)CGT>CAT p.R203H

Pat_16 Pre-Treatment BCAS3 54828 37 17 58824632 58824632 Missense_Mutation SNP C T 167 517 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_16 Pre-Treatment TBC1D3P2 440452 37 17 60345595 60345595 Missense_Mutation SNP G A 42 119 c.673C>T c.(673-675)CAC>TAC p.H225Y

Pat_16 Pre-Treatment ERN1 2081 37 17 62137857 62137857 Missense_Mutation SNP G T 48 132 c.1178C>A c.(1177-1179)GCT>GAT p.A393D

Pat_16 Pre-Treatment BPTF 2186 37 17 65908492 65908492 Nonsense_Mutation SNP C T 4 202 c.4492C>T c.(4492-4494)CGA>TGA p.R1498*

Pat_16 Pre-Treatment ABCA8 10351 37 17 66915450 66915450 Missense_Mutation SNP C T 134 307 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_16 Pre-Treatment ABCA10 10349 37 17 67151960 67151960 Missense_Mutation SNP G A 472 204 c.3562C>T c.(3562-3564)CCA>TCA p.P1188S

Pat_16 Pre-Treatment USH1G 124590 37 17 72916120 72916120 Missense_Mutation SNP G A 19 15 c.811C>T c.(811-813)CCG>TCG p.P271S

Pat_16 Pre-Treatment PRPSAP1 5635 37 17 74324800 74324801 Missense_Mutation DNP GG AA 16 58 c.778_779CC>TT c.(778-780)CCA>TTA p.P260L

Pat_16 Pre-Treatment ENPP7 339221 37 17 77709346 77709346 Missense_Mutation SNP G A 21 48 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_16 Pre-Treatment RNF213 57674 37 17 78320995 78320995 Missense_Mutation SNP C T 7 11 c.3079C>T c.(3079-3081)CGT>TGT p.R1027C

Pat_16 Pre-Treatment RPTOR 57521 37 17 78811731 78811731 Nonsense_Mutation SNP G A 28 53 c.1146G>A c.(1144-1146)TGG>TGA p.W382*

Pat_16 Pre-Treatment L3MBTL4 91133 37 18 6215757 6215757 Missense_Mutation SNP A T 34 60 c.862T>A c.(862-864)TTT>ATT p.F288I

Pat_16 Pre-Treatment ARHGAP28 79822 37 18 6894891 6894891 Splice_Site SNP G A 101 54 c.1374_splice c.e14+1 p.M458_splice

Pat_16 Pre-Treatment LAMA1 284217 37 18 6950909 6950909 Missense_Mutation SNP G A 22 33 c.8269C>T c.(8269-8271)CAT>TAT p.H2757Y

Pat_16 Pre-Treatment PTPRM 5797 37 18 7888152 7888152 Missense_Mutation SNP C T 121 294 c.245C>T c.(244-246)GCC>GTC p.A82V

Pat_16 Pre-Treatment DSC3 1825 37 18 28598156 28598156 Missense_Mutation SNP C T 80 59 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_16 Pre-Treatment DSC2 1824 37 18 28662971 28662971 Missense_Mutation SNP A T 70 29 c.998T>A c.(997-999)TTT>TAT p.F333Y

Pat_16 Pre-Treatment DSG1 1828 37 18 28914025 28914025 Missense_Mutation SNP G A 78 232 c.865G>A c.(865-867)GAG>AAG p.E289K

Pat_16 Pre-Treatment DSG4 147409 37 18 28986205 28986205 Missense_Mutation SNP C T 151 89 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_16 Pre-Treatment DSG2 1829 37 18 29122574 29122574 Missense_Mutation SNP G C 46 102 c.2093G>C c.(2092-2094)GGA>GCA p.G698A

Pat_16 Pre-Treatment ASXL3 80816 37 18 31318749 31318749 Missense_Mutation SNP A G 61 139 c.1381A>G c.(1381-1383)AGT>GGT p.S461G

Pat_16 Pre-Treatment ASXL3 80816 37 18 31319227 31319227 Missense_Mutation SNP G A 11 30 c.1859G>A c.(1858-1860)GGA>GAA p.G620E

Pat_16 Pre-Treatment TCEB3C 162699 37 18 44555339 44555339 Missense_Mutation SNP G A 6 257 c.875C>T c.(874-876)ACC>ATC p.T292I

Pat_16 Pre-Treatment MYO5B 4645 37 18 47398601 47398601 Missense_Mutation SNP G A 174 403 c.3539C>T c.(3538-3540)GCG>GTG p.A1180V

Pat_16 Pre-Treatment DCC 1630 37 18 50832050 50832050 Missense_Mutation SNP G A 58 144 c.2014G>A c.(2014-2016)GAA>AAA p.E672K

Pat_16 Pre-Treatment FECH 2235 37 18 55222097 55222097 Nonsense_Mutation SNP G A 69 169 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_16 Pre-Treatment PHLPP1 23239 37 18 60639769 60639769 Missense_Mutation SNP G A 4 226 c.2047G>A c.(2047-2049)GTG>ATG p.V683M

Pat_16 Pre-Treatment DOK6 220164 37 18 67425073 67425073 Missense_Mutation SNP C T 62 167 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_16 Pre-Treatment ATP9B 374868 37 18 77104307 77104307 Nonsense_Mutation SNP C T 4 142 c.2425C>T c.(2425-2427)CGA>TGA p.R809*

Pat_16 Pre-Treatment ABCA7 10347 37 19 1046386 1046386 Missense_Mutation SNP C T 111 406 c.1603C>T c.(1603-1605)CCG>TCG p.P535S

Pat_16 Pre-Treatment DOT1L 84444 37 19 2226980 2226980 Missense_Mutation SNP C T 19 44 c.4460C>T c.(4459-4461)TCC>TTC p.S1487F

Pat_16 Pre-Treatment JSRP1 126306 37 19 2254224 2254224 Missense_Mutation SNP G A 6 349 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917733 2917733 Missense_Mutation SNP G A 4 150 c.1114G>A c.(1114-1116)GCC>ACC p.A372T

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917793 2917793 Missense_Mutation SNP T C 5 203 c.1174T>C c.(1174-1176)TAT>CAT p.Y392H

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917961 2917961 Missense_Mutation SNP C T 8 239 c.1342C>T c.(1342-1344)CAT>TAT p.H448Y

Pat_16 Pre-Treatment TLE2 7089 37 19 3005967 3005967 Splice_Site SNP C T 23 105 c.1501_splice c.e16-1 p.N501_splice

Pat_16 Pre-Treatment PLIN4 729359 37 19 4511993 4511993 Missense_Mutation SNP G A 66 95 c.1937C>T c.(1936-1938)GCG>GTG p.A646V

Pat_16 Pre-Treatment C3 718 37 19 6713215 6713215 Missense_Mutation SNP C T 3 77 c.988G>A c.(988-990)GTC>ATC p.V330I

Pat_16 Pre-Treatment EMR1 2015 37 19 6921798 6921798 Missense_Mutation SNP T A 54 109 c.1695T>A c.(1693-1695)TTT>TTA p.F565L

Pat_16 Pre-Treatment MUC16 94025 37 19 9009311 9009312 Missense_Mutation DNP GG AA 39 134 c.39161_39162CC>TTc.(39160-39162)TCC>TTT p.S13054F

Pat_16 Pre-Treatment MUC16 94025 37 19 9059650 9059650 Missense_Mutation SNP G A 60 62 c.27796C>T c.(27796-27798)CTC>TTC p.L9266F

Pat_16 Pre-Treatment MUC16 94025 37 19 9068622 9068622 Missense_Mutation SNP G A 97 95 c.18824C>T c.(18823-18825)TCA>TTA p.S6275L

Pat_16 Pre-Treatment MUC16 94025 37 19 9072288 9072288 Missense_Mutation SNP G A 30 36 c.15158C>T c.(15157-15159)TCC>TTC p.S5053F



Pat_16 Pre-Treatment ZNF560 147741 37 19 9578016 9578016 Missense_Mutation SNP C T 42 136 c.1607G>A c.(1606-1608)CGA>CAA p.R536Q

Pat_16 Pre-Treatment ZNF561 93134 37 19 9721330 9721330 Missense_Mutation SNP G A 146 161 c.1007C>T c.(1006-1008)CCC>CTC p.P336L

Pat_16 Pre-Treatment COL5A3 50509 37 19 10097252 10097252 Missense_Mutation SNP C T 29 139 c.2221G>A c.(2221-2223)GAT>AAT p.D741N

Pat_16 Pre-Treatment CDC37 11140 37 19 10514068 10514068 Missense_Mutation SNP G A 37 52 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_16 Pre-Treatment KEAP1 9817 37 19 10610253 10610253 Missense_Mutation SNP G A 4 218 c.457C>T c.(457-459)CTC>TTC p.L153F

Pat_16 Pre-Treatment LPPR2 64748 37 19 11470343 11470343 Nonsense_Mutation SNP C T 4 206 c.202C>T c.(202-204)CGA>TGA p.R68*

Pat_16 Pre-Treatment ZNF653 115950 37 19 11597637 11597637 Missense_Mutation SNP G A 8 32 c.1402C>T c.(1402-1404)CAC>TAC p.H468Y

Pat_16 Pre-Treatment ZNF440 126070 37 19 11942554 11942554 Missense_Mutation SNP G A 82 233 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_16 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 5 183 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_16 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 6 57 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_16 Pre-Treatment ANKLE1 126549 37 19 17394769 17394769 Missense_Mutation SNP C T 128 122 c.1196C>T c.(1195-1197)CCT>CTT p.P399L

Pat_16 Pre-Treatment UNC13A 23025 37 19 17766699 17766699 Missense_Mutation SNP C T 18 9 c.1540G>A c.(1540-1542)GAG>AAG p.E514K

Pat_16 Pre-Treatment ARRDC2 27106 37 19 18121461 18121461 Missense_Mutation SNP C T 65 87 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_16 Pre-Treatment ZNF93 81931 37 19 20044699 20044699 Missense_Mutation SNP C T 18 52 c.935C>T c.(934-936)CCC>CTC p.P312L

Pat_16 Pre-Treatment ZNF626 199777 37 19 20807184 20807184 Missense_Mutation SNP T C 7 190 c.1499A>G c.(1498-1500)GAG>GGG p.E500G

Pat_16 Pre-Treatment ZNF208 7757 37 19 22157069 22157069 Missense_Mutation SNP G A 37 36 c.767C>T c.(766-768)TCC>TTC p.S256F

Pat_16 Pre-Treatment ZNF681 148213 37 19 23927358 23927358 Missense_Mutation SNP G A 63 90 c.994C>T c.(994-996)CAT>TAT p.H332Y

Pat_16 Pre-Treatment DPY19L3 147991 37 19 32968480 32968480 Missense_Mutation SNP G A 4 197 c.1750G>A c.(1750-1752)GGA>AGA p.G584R

Pat_16 Pre-Treatment PDCD2L 84306 37 19 34912539 34912539 Missense_Mutation SNP G A 5 469 c.913G>A c.(913-915)GCA>ACA p.A305T

Pat_16 Pre-Treatment LGI4 163175 37 19 35624989 35624989 Missense_Mutation SNP C G 14 52 c.190G>C c.(190-192)GTC>CTC p.V64L

Pat_16 Pre-Treatment KIRREL2 84063 37 19 36357377 36357377 Missense_Mutation SNP C T 128 146 c.2110C>T c.(2110-2112)CTC>TTC p.L704F

Pat_16 Pre-Treatment APLP1 333 37 19 36369539 36369539 Missense_Mutation SNP G A 40 40 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_16 Pre-Treatment RYR1 6261 37 19 38939433 38939433 Missense_Mutation SNP C A 11 22 c.1102C>A c.(1102-1104)CTC>ATC p.L368I

Pat_16 Pre-Treatment LGALS4 3960 37 19 39299478 39299478 Missense_Mutation SNP C T 40 128 c.245G>A c.(244-246)GGG>GAG p.G82E

Pat_16 Pre-Treatment SIRT2 22933 37 19 39379771 39379771 Missense_Mutation SNP G A 4 214 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_16 Pre-Treatment LGALS13 29124 37 19 40095879 40095879 Missense_Mutation SNP T A 30 107 c.154T>A c.(154-156)TTC>ATC p.F52I

Pat_16 Pre-Treatment PRX 57716 37 19 40901021 40901021 Missense_Mutation SNP G A 42 42 c.3238C>T c.(3238-3240)CGT>TGT p.R1080C

Pat_16 Pre-Treatment PRX 57716 37 19 40901635 40901635 Missense_Mutation SNP T G 9 57 c.2624A>C c.(2623-2625)AAA>ACA p.K875T

Pat_16 Pre-Treatment DMRTC2 63946 37 19 42355736 42355736 Missense_Mutation SNP G A 38 114 c.1076G>A c.(1075-1077)CGT>CAT p.R359H

Pat_16 Pre-Treatment LIPE 3991 37 19 42912470 42912470 Missense_Mutation SNP G A 4 199 c.1424C>T c.(1423-1425)ACG>ATG p.T475M

Pat_16 Pre-Treatment PSG8 440533 37 19 43258652 43258652 Missense_Mutation SNP T C 219 275 c.1076A>G c.(1075-1077)AAC>AGC p.N359S

Pat_16 Pre-Treatment PSG6 5675 37 19 43529189 43529189 Nonsense_Mutation SNP C T 71 253 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_16 Pre-Treatment PSG4 5672 37 19 43708074 43708074 Nonsense_Mutation SNP C A 6 456 c.394G>T c.(394-396)GGA>TGA p.G132*

Pat_16 Pre-Treatment CADM4 199731 37 19 44131825 44131825 Missense_Mutation SNP C T 196 222 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_16 Pre-Treatment DACT3 147906 37 19 47151836 47151836 Missense_Mutation SNP G A 269 259 c.1793C>T c.(1792-1794)CCC>CTC p.P598L

Pat_16 Pre-Treatment GRWD1 83743 37 19 48953958 48953958 Missense_Mutation SNP C T 24 111 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_16 Pre-Treatment LMTK3 114783 37 19 49004787 49004787 Missense_Mutation SNP G A 4 21 c.914C>T c.(913-915)TCT>TTT p.S305F

Pat_16 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 51 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_16 Pre-Treatment PTOV1 53635 37 19 50361215 50361215 Missense_Mutation SNP G A 5 289 c.859G>A c.(859-861)GTG>ATG p.V287M

Pat_16 Pre-Treatment ZNF473 25888 37 19 50549870 50549870 Missense_Mutation SNP C T 32 119 c.2170C>T c.(2170-2172)CAC>TAC p.H724Y

Pat_16 Pre-Treatment SHANK1 50944 37 19 51171651 51171651 Missense_Mutation SNP C A 8 24 c.3566G>T c.(3565-3567)GGA>GTA p.G1189V

Pat_16 Pre-Treatment ZNF175 7728 37 19 52089988 52089988 Missense_Mutation SNP T C 50 55 c.404T>C c.(403-405)TTA>TCA p.L135S

Pat_16 Pre-Treatment ZNF836 162962 37 19 52659056 52659056 Missense_Mutation SNP T A 6 299 c.1880A>T c.(1879-1881)AAT>ATT p.N627I

Pat_16 Pre-Treatment ZNF836 162962 37 19 52659075 52659075 Missense_Mutation SNP C A 6 270 c.1861G>T c.(1861-1863)GAC>TAC p.D621Y

Pat_16 Pre-Treatment ZNF28 7576 37 19 53302984 53302985 Missense_Mutation DNP TT GA 6 426 c.2113_2114AA>TC c.(2113-2115)AAC>TCC p.N705S

Pat_16 Pre-Treatment ZNF677 342926 37 19 53741754 53741754 Missense_Mutation SNP C T 20 98 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_16 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 9 192 c.1436C>T c.(1435-1437)ACA>ATA p.T479I



Pat_16 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 6 300 c.1376G>T c.(1375-1377)CGT>CTT p.R459L

Pat_16 Pre-Treatment ZNF761 388561 37 19 53959151 53959151 Missense_Mutation SNP C A 7 272 c.1390C>A c.(1390-1392)CAA>AAA p.Q464K

Pat_16 Pre-Treatment DPRX 503834 37 19 54135382 54135382 Missense_Mutation SNP C T 37 139 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_16 Pre-Treatment NLRP7 199713 37 19 55451046 55451046 Missense_Mutation SNP C T 11 36 c.1141G>A c.(1141-1143)GAG>AAG p.E381K

Pat_16 Pre-Treatment NLRP4 147945 37 19 56373376 56373376 Missense_Mutation SNP T A 28 129 c.2037T>A c.(2035-2037)TTT>TTA p.F679L

Pat_16 Pre-Treatment NLRP8 126205 37 19 56466396 56466396 Missense_Mutation SNP G T 59 76 c.972G>T c.(970-972)ATG>ATT p.M324I

Pat_16 Pre-Treatment PEG3 5178 37 19 57325633 57325633 Missense_Mutation SNP C T 40 126 c.4177G>A c.(4177-4179)GAG>AAG p.E1393K

Pat_16 Pre-Treatment PEG3 5178 37 19 57327584 57327584 Missense_Mutation SNP T A 145 157 c.2226A>T c.(2224-2226)GAA>GAT p.E742D

Pat_16 Pre-Treatment ZNF419 79744 37 19 58005106 58005106 Missense_Mutation SNP C T 7 258 c.1181C>T c.(1180-1182)ACT>ATT p.T394I

Pat_16 Pre-Treatment ZNF419 79744 37 19 58005146 58005146 Missense_Mutation SNP C G 7 264 c.1221C>G c.(1219-1221)TTC>TTG p.F407L

Pat_16 Pre-Treatment ZNF606 80095 37 19 58490987 58490987 Missense_Mutation SNP A C 73 74 c.1061T>G c.(1060-1062)TTT>TGT p.F354C

Pat_16 Pre-Treatment TTC15 51112 37 2 3405575 3405575 Missense_Mutation SNP C T 60 146 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_16 Pre-Treatment GREB1 9687 37 2 11758794 11758794 Missense_Mutation SNP G A 3 67 c.3793G>A c.(3793-3795)GTG>ATG p.V1265M

Pat_16 Pre-Treatment UBXN2A 165324 37 2 24199878 24199878 Missense_Mutation SNP G A 4 118 c.220G>A c.(220-222)GTC>ATC p.V74I

Pat_16 Pre-Treatment AGBL5 60509 37 2 27275992 27275992 Missense_Mutation SNP G A 6 495 c.166G>A c.(166-168)GTG>ATG p.V56M

Pat_16 Pre-Treatment FAM179A 165186 37 2 29225569 29225569 Missense_Mutation SNP G A 10 46 c.595G>A c.(595-597)GGG>AGG p.G199R

Pat_16 Pre-Treatment CAPN13 92291 37 2 30977178 30977178 Missense_Mutation SNP T G 20 21 c.919A>C c.(919-921)AAA>CAA p.K307Q

Pat_16 Pre-Treatment MAP4K3 8491 37 2 39487908 39487908 Missense_Mutation SNP A T 54 36 c.2147T>A c.(2146-2148)TTT>TAT p.F716Y

Pat_16 Pre-Treatment ADD2 119 37 2 70890612 70890612 Missense_Mutation SNP A T 119 68 c.2126T>A c.(2125-2127)TTC>TAC p.F709Y

Pat_16 Pre-Treatment ADD2 119 37 2 70933534 70933534 Missense_Mutation SNP C T 90 44 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_16 Pre-Treatment RAB11FIP5 26056 37 2 73315742 73315742 Missense_Mutation SNP G A 3 33 c.1004C>T c.(1003-1005)TCG>TTG p.S335L

Pat_16 Pre-Treatment REG3G 130120 37 2 79254278 79254278 Missense_Mutation SNP G A 111 178 c.314G>A c.(313-315)GGG>GAG p.G105E

Pat_16 Pre-Treatment TGOLN2 10618 37 2 85554362 85554362 Missense_Mutation SNP G T 8 829 c.493C>A c.(493-495)CCT>ACT p.P165T

Pat_16 Pre-Treatment TGOLN2 10618 37 2 85554367 85554367 Missense_Mutation SNP T C 9 832 c.488A>G c.(487-489)GAC>GGC p.D163G

Pat_16 Pre-Treatment RETSAT 54884 37 2 85581530 85581530 Missense_Mutation SNP G A 110 229 c.101C>T c.(100-102)TCC>TTC p.S34F

Pat_16 Pre-Treatment PTCD3 55037 37 2 86362095 86362095 Missense_Mutation SNP G A 5 296 c.1763G>A c.(1762-1764)AGA>AAA p.R588K

Pat_16 Pre-Treatment SMYD1 150572 37 2 88396118 88396118 Missense_Mutation SNP G A 116 280 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_16 Pre-Treatment KCNIP3 30818 37 2 96040928 96040928 Missense_Mutation SNP C T 4 192 c.419C>T c.(418-420)GCG>GTG p.A140V

Pat_16 Pre-Treatment AFF3 3899 37 2 100209977 100209978 Missense_Mutation DNP CC TT 25 84 c.2145_2146GG>AAc.(2143-2148)GGGGGC>GGAAGCp.G716S

Pat_16 Pre-Treatment RGPD4 285190 37 2 108487252 108487252 Missense_Mutation SNP G A 117 199 c.2792G>A c.(2791-2793)GGA>GAA p.G931E

Pat_16 Pre-Treatment SULT1C4 27233 37 2 108999916 108999916 Missense_Mutation SNP G A 46 135 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_16 Pre-Treatment EDAR 10913 37 2 109513459 109513459 Missense_Mutation SNP C G 39 20 c.1251G>C c.(1249-1251)CAG>CAC p.Q417H

Pat_16 Pre-Treatment SH3RF3 344558 37 2 110053444 110053444 Missense_Mutation SNP G A 35 95 c.1670G>A c.(1669-1671)GGG>GAG p.G557E

Pat_16 Pre-Treatment GPR17 2840 37 2 128408607 128408608 Nonsense_Mutation DNP GG TA 38 94 c.382_383GG>TA c.(382-384)GGG>TAG p.G128*

Pat_16 Pre-Treatment UGGT1 56886 37 2 128884989 128884989 Missense_Mutation SNP G C 37 95 c.1189G>C c.(1189-1191)GGA>CGA p.G397R

Pat_16 Pre-Treatment THSD7B 80731 37 2 137852453 137852453 Nonsense_Mutation SNP C T 56 176 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_16 Pre-Treatment THSD7B 80731 37 2 138373853 138373853 Missense_Mutation SNP G A 160 347 c.3445G>A c.(3445-3447)GAA>AAA p.E1149K

Pat_16 Pre-Treatment LRP1B 53353 37 2 141459861 141459861 Missense_Mutation SNP C T 73 213 c.6151G>A c.(6151-6153)GAA>AAA p.E2051K

Pat_16 Pre-Treatment LRP1B 53353 37 2 141945989 141945989 Splice_Site SNP C T 31 96 c.1013_splice c.e7+1 p.G338_splice

Pat_16 Pre-Treatment NEB 4703 37 2 152394408 152394408 Missense_Mutation SNP G T 6 118 c.15977C>A c.(15976-15978)GCA>GAA p.A5326E

Pat_16 Pre-Treatment TANC1 85461 37 2 160027046 160027046 Missense_Mutation SNP C T 35 109 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Pre-Treatment BAZ2B 29994 37 2 160295112 160295112 Missense_Mutation SNP G A 5 431 c.995C>T c.(994-996)GCG>GTG p.A332V

Pat_16 Pre-Treatment SLC4A10 57282 37 2 162728844 162728844 Missense_Mutation SNP G A 94 243 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_16 Pre-Treatment DPP4 1803 37 2 162875301 162875301 Missense_Mutation SNP C T 5 350 c.1358G>A c.(1357-1359)AGG>AAG p.R453K

Pat_16 Pre-Treatment HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 100 231 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_16 Pre-Treatment TTN 7273 37 2 179454201 179454201 Missense_Mutation SNP C T 26 68 c.54547G>A c.(54547-54549)GAA>AAA p.E18183K

Pat_16 Pre-Treatment TTN 7273 37 2 179641949 179641949 Missense_Mutation SNP C T 97 217 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S



Pat_16 Pre-Treatment DNAJC10 54431 37 2 183593668 183593668 Nonsense_Mutation SNP C T 4 317 c.580C>T c.(580-582)CGA>TGA p.R194*

Pat_16 Pre-Treatment STAT4 6775 37 2 191937835 191937835 Missense_Mutation SNP T A 157 317 c.454A>T c.(454-456)AAC>TAC p.N152Y

Pat_16 Pre-Treatment ABCA12 26154 37 2 215876250 215876250 Missense_Mutation SNP G A 74 142 c.2245C>T c.(2245-2247)CCA>TCA p.P749S

Pat_16 Pre-Treatment ANKZF1 55139 37 2 220099997 220099997 Missense_Mutation SNP C T 4 273 c.1654C>T c.(1654-1656)CGT>TGT p.R552C

Pat_16 Pre-Treatment COL4A3 1285 37 2 228147167 228147167 Missense_Mutation SNP G A 125 59 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_16 Pre-Treatment COL4A3 1285 37 2 228168824 228168824 Missense_Mutation SNP G A 26 61 c.4117G>A c.(4117-4119)GGA>AGA p.G1373R

Pat_16 Pre-Treatment SPHKAP 80309 37 2 228846519 228846519 Missense_Mutation SNP G A 42 114 c.5017C>T c.(5017-5019)CAT>TAT p.H1673Y

Pat_16 Pre-Treatment SLC16A14 151473 37 2 230911393 230911393 Missense_Mutation SNP C A 13 37 c.449G>T c.(448-450)GGC>GTC p.G150V

Pat_16 Pre-Treatment USP40 55230 37 2 234442200 234442200 Missense_Mutation SNP C T 127 87 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_16 Pre-Treatment TRPM8 79054 37 2 234846100 234846100 Missense_Mutation SNP C T 80 179 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_16 Pre-Treatment TRPM8 79054 37 2 234873271 234873271 Splice_Site SNP G A 23 57 c.1750_splice c.e14-1 p.T584_splice

Pat_16 Pre-Treatment MLPH 79083 37 2 238457876 238457876 Missense_Mutation SNP C T 28 63 c.1630C>T c.(1630-1632)CCC>TCC p.P544S

Pat_16 Pre-Treatment TRAF3IP1 26146 37 2 239307420 239307420 Missense_Mutation SNP T G 138 53 c.1936T>G c.(1936-1938)TTA>GTA p.L646V

Pat_16 Pre-Treatment THAP4 51078 37 2 242545816 242545817 Missense_Mutation DNP CC TT 7 10 c.1312_1313GG>AAc.(1312-1314)GGA>AAA p.G438K

Pat_16 Pre-Treatment SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 59 188 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_16 Pre-Treatment TGM6 343641 37 20 2411098 2411098 Missense_Mutation SNP G A 56 94 c.1685G>A c.(1684-1686)AGA>AAA p.R562K

Pat_16 Pre-Treatment BTBD3 22903 37 20 11899185 11899185 Missense_Mutation SNP C T 160 584 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_16 Pre-Treatment CST9 128822 37 20 23584239 23584239 Missense_Mutation SNP A T 64 155 c.388T>A c.(388-390)TTT>ATT p.F130I

Pat_16 Pre-Treatment FRG1B 284802 37 20 29624093 29624093 Splice_Site SNP G T 4 40 c.26_splice c.e1+1 p.R9_splice

Pat_16 Pre-Treatment FRG1B 284802 37 20 29625892 29625892 Missense_Mutation SNP T C 5 293 c.46T>C c.(46-48)TAT>CAT p.Y16H

Pat_16 Pre-Treatment ASXL1 171023 37 20 31023318 31023318 Missense_Mutation SNP C T 44 137 c.2803C>T c.(2803-2805)CCC>TCC p.P935S

Pat_16 Pre-Treatment CBFA2T2 9139 37 20 32217603 32217603 Missense_Mutation SNP C T 69 86 c.1138C>T c.(1138-1140)CGT>TGT p.R380C

Pat_16 Pre-Treatment NFS1 9054 37 20 34263049 34263049 Missense_Mutation SNP C T 4 122 c.866G>A c.(865-867)CGG>CAG p.R289Q

Pat_16 Pre-Treatment PPP1R16B 26051 37 20 37524242 37524242 Missense_Mutation SNP T A 25 36 c.356T>A c.(355-357)CTG>CAG p.L119Q

Pat_16 Pre-Treatment STK4 6789 37 20 43625841 43625841 Missense_Mutation SNP C T 70 301 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_16 Pre-Treatment SEMG1 6406 37 20 43836962 43836962 Nonsense_Mutation SNP A T 24 58 c.1024A>T c.(1024-1026)AAG>TAG p.K342*

Pat_16 Pre-Treatment TP53TG5 27296 37 20 44003936 44003936 Missense_Mutation SNP C T 140 158 c.511G>A c.(511-513)GGA>AGA p.G171R

Pat_16 Pre-Treatment ZSWIM3 140831 37 20 44506623 44506623 Missense_Mutation SNP G A 5 211 c.1426G>A c.(1426-1428)GCA>ACA p.A476T

Pat_16 Pre-Treatment SLC12A5 57468 37 20 44684831 44684831 Missense_Mutation SNP A G 21 67 c.2899A>G c.(2899-2901)AAG>GAG p.K967E

Pat_16 Pre-Treatment ARFGEF2 10564 37 20 47641991 47641991 Missense_Mutation SNP G A 4 214 c.4897G>A c.(4897-4899)GAG>AAG p.E1633K

Pat_16 Pre-Treatment SNAI1 6615 37 20 48600613 48600613 Missense_Mutation SNP C T 245 302 c.335C>T c.(334-336)TCC>TTC p.S112F

Pat_16 Pre-Treatment SALL4 57167 37 20 50407142 50407142 Missense_Mutation SNP G A 38 133 c.1880C>T c.(1879-1881)TCG>TTG p.S627L

Pat_16 Pre-Treatment TFAP2C 7022 37 20 55208529 55208529 Missense_Mutation SNP C T 86 301 c.707C>T c.(706-708)TCT>TTT p.S236F

Pat_16 Pre-Treatment LAMA5 3911 37 20 60885978 60885978 Missense_Mutation SNP G A 20 36 c.10261C>T c.(10261-10263)CGG>TGG p.R3421W

Pat_16 Pre-Treatment DIDO1 11083 37 20 61511835 61511835 Missense_Mutation SNP C T 73 72 c.5473G>A c.(5473-5475)GGC>AGC p.G1825S

Pat_16 Pre-Treatment PCMTD2 55251 37 20 62891325 62891325 Missense_Mutation SNP G A 6 635 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_16 Pre-Treatment PCMTD2 55251 37 20 62891413 62891413 Missense_Mutation SNP C T 276 293 c.95C>T c.(94-96)GCT>GTT p.A32V

Pat_16 Pre-Treatment TPTE 7179 37 21 10914379 10914379 Missense_Mutation SNP G A 22 44 c.1340C>T c.(1339-1341)TCA>TTA p.S447L

Pat_16 Pre-Treatment C2CD2 25966 37 21 43319324 43319325 Missense_Mutation DNP GG AA 7 32 c.1707_1708CC>TTc.(1705-1710)TCCCTT>TCTTTTp.L570F

Pat_16 Pre-Treatment ZNF295 49854 37 21 43411624 43411624 Missense_Mutation SNP A T 68 145 c.2581T>A c.(2581-2583)TCC>ACC p.S861T

Pat_16 Pre-Treatment ABCG1 9619 37 21 43711687 43711687 Missense_Mutation SNP T C 16 74 c.1610T>C c.(1609-1611)TTT>TCT p.F537S

Pat_16 Pre-Treatment PCBP3 54039 37 21 47337538 47337538 Missense_Mutation SNP C T 106 266 c.712C>T c.(712-714)CCG>TCG p.P238S

Pat_16 Pre-Treatment DIP2A 23181 37 21 47974146 47974146 Missense_Mutation SNP C T 4 142 c.3095C>T c.(3094-3096)GCT>GTT p.A1032V

Pat_16 Pre-Treatment GGT5 2687 37 22 24640582 24640582 Missense_Mutation SNP G A 38 77 c.112C>T c.(112-114)CCC>TCC p.P38S

Pat_16 Pre-Treatment PES1 23481 37 22 30977009 30977009 Missense_Mutation SNP G A 69 32 c.902C>T c.(901-903)CCC>CTC p.P301L

Pat_16 Pre-Treatment PISD 23761 37 22 32015741 32015741 Missense_Mutation SNP C T 3 80 c.1087G>A c.(1087-1089)GTC>ATC p.V363I

Pat_16 Pre-Treatment BPIL2 254240 37 22 32841915 32841915 Missense_Mutation SNP C T 47 39 c.443G>A c.(442-444)CGA>CAA p.R148Q



Pat_16 Pre-Treatment RASD2 23551 37 22 35947968 35947968 Missense_Mutation SNP G A 42 24 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_16 Pre-Treatment FOXRED2 80020 37 22 36894189 36894189 Missense_Mutation SNP G A 66 111 c.1231C>T c.(1231-1233)CGG>TGG p.R411W

Pat_16 Pre-Treatment TRIOBP 11078 37 22 38120316 38120316 Missense_Mutation SNP C T 67 385 c.1753C>T c.(1753-1755)CCC>TCC p.P585S

Pat_16 Pre-Treatment PDGFB 5155 37 22 39631866 39631866 Missense_Mutation SNP G A 13 36 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_16 Pre-Treatment CACNA1I 8911 37 22 40054256 40054256 Missense_Mutation SNP G A 4 94 c.2092G>A c.(2092-2094)GAC>AAC p.D698N

Pat_16 Pre-Treatment PARVG 64098 37 22 44583758 44583758 Nonsense_Mutation SNP C T 29 44 c.247C>T c.(247-249)CAG>TAG p.Q83*

Pat_16 Pre-Treatment PLXNB2 23654 37 22 50724514 50724514 Missense_Mutation SNP C T 3 41 c.1891G>A c.(1891-1893)GTG>ATG p.V631M

Pat_16 Pre-Treatment KLHDC7B 113730 37 22 50987478 50987478 Missense_Mutation SNP G A 17 8 c.883G>A c.(883-885)GGC>AGC p.G295S

Pat_16 Pre-Treatment BRPF1 7862 37 3 9776260 9776260 Missense_Mutation SNP C T 26 45 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_16 Pre-Treatment EAF1 85403 37 3 15471450 15471450 Missense_Mutation SNP C T 74 70 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_16 Pre-Treatment SATB1 6304 37 3 18393533 18393533 Missense_Mutation SNP T A 212 238 c.1730A>T c.(1729-1731)CAT>CTT p.H577L

Pat_16 Pre-Treatment KCNH8 131096 37 3 19492780 19492780 Missense_Mutation SNP C T 83 95 c.1709C>T c.(1708-1710)TCT>TTT p.S570F

Pat_16 Pre-Treatment NEK10 152110 37 3 27213359 27213359 Missense_Mutation SNP A C 34 32 c.718T>G c.(718-720)TTA>GTA p.L240V

Pat_16 Pre-Treatment GLB1 2720 37 3 33038614 33038614 Missense_Mutation SNP G A 54 57 c.1957C>T c.(1957-1959)CCC>TCC p.P653S

Pat_16 Pre-Treatment STAC 6769 37 3 36484961 36484961 Missense_Mutation SNP G A 25 33 c.217G>A c.(217-219)GCA>ACA p.A73T

Pat_16 Pre-Treatment TRANK1 9881 37 3 36873053 36873053 Missense_Mutation SNP A C 10 16 c.6239T>G c.(6238-6240)CTC>CGC p.L2080R

Pat_16 Pre-Treatment TRANK1 9881 37 3 36873507 36873507 Missense_Mutation SNP G A 4 134 c.5785C>T c.(5785-5787)CGG>TGG p.R1929W

Pat_16 Pre-Treatment LAMB2 3913 37 3 49163299 49163299 Missense_Mutation SNP G A 71 71 c.2369C>T c.(2368-2370)TCA>TTA p.S790L

Pat_16 Pre-Treatment USP4 7375 37 3 49322316 49322316 Missense_Mutation SNP G A 32 27 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_16 Pre-Treatment SEMA3F 6405 37 3 50220182 50220182 Missense_Mutation SNP C T 30 58 c.869C>T c.(868-870)CCC>CTC p.P290L

Pat_16 Pre-Treatment SEMA3F 6405 37 3 50225363 50225363 Missense_Mutation SNP C T 11 15 c.2173C>T c.(2173-2175)CCT>TCT p.P725S

Pat_16 Pre-Treatment CACNA2D2 9254 37 3 50421769 50421769 Splice_Site SNP C T 71 94 c.511_splice c.e6-1 p.D171_splice

Pat_16 Pre-Treatment VPRBP 9730 37 3 51500894 51500894 Splice_Site SNP T C 3 106 c.188_splice c.e5-1 p.G63_splice

Pat_16 Pre-Treatment DNAH1 25981 37 3 52397156 52397156 Missense_Mutation SNP C T 22 35 c.5240C>T c.(5239-5241)TCC>TTC p.S1747F

Pat_16 Pre-Treatment ITIH3 3699 37 3 52831902 52831902 Missense_Mutation SNP G A 4 11 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_16 Pre-Treatment SFMBT1 51460 37 3 52940181 52940181 Missense_Mutation SNP C T 4 210 c.2408G>A c.(2407-2409)CGG>CAG p.R803Q

Pat_16 Pre-Treatment LRIG1 26018 37 3 66448590 66448590 Missense_Mutation SNP G A 4 169 c.1250C>T c.(1249-1251)GCG>GTG p.A417V

Pat_16 Pre-Treatment KBTBD8 84541 37 3 67058763 67058763 Missense_Mutation SNP G A 45 84 c.1760G>A c.(1759-1761)TGT>TAT p.C587Y

Pat_16 Pre-Treatment FRMD4B 23150 37 3 69245538 69245538 Missense_Mutation SNP G A 46 49 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_16 Pre-Treatment FOXP1 27086 37 3 71008430 71008430 Missense_Mutation SNP C T 4 267 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_16 Pre-Treatment FAM55C 91775 37 3 101520553 101520553 Missense_Mutation SNP C T 58 69 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_16 Pre-Treatment MYH15 22989 37 3 108117510 108117510 Missense_Mutation SNP C T 94 120 c.5167G>A c.(5167-5169)GAA>AAA p.E1723K

Pat_16 Pre-Treatment DPPA4 55211 37 3 109049541 109049541 Missense_Mutation SNP A C 44 63 c.509T>G c.(508-510)CTT>CGT p.L170R

Pat_16 Pre-Treatment KIAA2018 205717 37 3 113377026 113377026 Missense_Mutation SNP G A 34 52 c.3503C>T c.(3502-3504)TCA>TTA p.S1168L

Pat_16 Pre-Treatment PARP14 54625 37 3 122446777 122446777 Missense_Mutation SNP G A 4 74 c.5060G>A c.(5059-5061)GGC>GAC p.G1687D

Pat_16 Pre-Treatment PODXL2 50512 37 3 127358286 127358286 Missense_Mutation SNP G A 4 59 c.269G>A c.(268-270)CGG>CAG p.R90Q

Pat_16 Pre-Treatment GATA2 2624 37 3 128204758 128204758 Missense_Mutation SNP G A 21 34 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_16 Pre-Treatment IFT122 55764 37 3 129225317 129225317 Missense_Mutation SNP G A 4 223 c.2716G>A c.(2716-2718)GTG>ATG p.V906M

Pat_16 Pre-Treatment ACPP 55 37 3 132047117 132047117 Missense_Mutation SNP C T 86 55 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_16 Pre-Treatment SLCO2A1 6578 37 3 133661546 133661547 Missense_Mutation DNP GG AA 60 153 c.1527_1528CC>TTc.(1525-1530)GTCCCC>GTTTCCp.P510S

Pat_16 Pre-Treatment EPHB1 2047 37 3 134851694 134851694 Missense_Mutation SNP G A 21 60 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_16 Pre-Treatment HPS3 84343 37 3 148859158 148859158 Missense_Mutation SNP T C 155 303 c.961T>C c.(961-963)TAC>CAC p.Y321H

Pat_16 Pre-Treatment CP 1356 37 3 148939527 148939527 Nonsense_Mutation SNP C T 62 126 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_16 Pre-Treatment B3GALNT1 8706 37 3 160803907 160803907 Missense_Mutation SNP A C 33 61 c.636T>G c.(634-636)AAT>AAG p.N212K

Pat_16 Pre-Treatment ZBBX 79740 37 3 167016179 167016179 Missense_Mutation SNP A T 75 190 c.1793T>A c.(1792-1794)TTT>TAT p.F598Y

Pat_16 Pre-Treatment SERPINI1 5274 37 3 167540842 167540842 Missense_Mutation SNP G A 55 148 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_16 Pre-Treatment MECOM 2122 37 3 168825731 168825731 Missense_Mutation SNP G A 67 63 c.2023C>T c.(2023-2025)CCT>TCT p.P675S



Pat_16 Pre-Treatment TBCCD1 55171 37 3 186276241 186276241 Missense_Mutation SNP G A 144 327 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_16 Pre-Treatment TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 28 55 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_16 Pre-Treatment LSG1 55341 37 3 194373772 194373772 Missense_Mutation SNP G A 57 126 c.859C>T c.(859-861)CCA>TCA p.P287S

Pat_16 Pre-Treatment TFRC 7037 37 3 195785162 195785162 Missense_Mutation SNP A G 150 92 c.1670T>C c.(1669-1671)TTT>TCT p.F557S

Pat_16 Pre-Treatment LRRC33 375387 37 3 196387690 196387690 Missense_Mutation SNP C A 84 58 c.1176C>A c.(1174-1176)CAC>CAA p.H392Q

Pat_16 Pre-Treatment GAK 2580 37 4 860167 860167 Missense_Mutation SNP C T 3 47 c.3028G>A c.(3028-3030)GAC>AAC p.D1010N

Pat_16 Pre-Treatment HTRA3 94031 37 4 8307709 8307709 Missense_Mutation SNP A G 4 129 c.1208A>G c.(1207-1209)CAA>CGA p.Q403R

Pat_16 Pre-Treatment ZNF518B 85460 37 4 10444904 10444904 Missense_Mutation SNP G A 32 124 c.3049C>T c.(3049-3051)CAT>TAT p.H1017Y

Pat_16 Pre-Treatment PPARGC1A 10891 37 4 23815598 23815598 Missense_Mutation SNP G A 82 223 c.1508C>T c.(1507-1509)TCA>TTA p.S503L

Pat_16 Pre-Treatment SEL1L3 23231 37 4 25789890 25789891 Missense_Mutation DNP CC TT 113 200 c.2172_2173GG>AAc.(2170-2175)ACGGAG>ACAAAGp.E725K

Pat_16 Pre-Treatment KLB 152831 37 4 39409123 39409123 Missense_Mutation SNP G A 53 135 c.554G>A c.(553-555)AGA>AAA p.R185K

Pat_16 Pre-Treatment KDR 3791 37 4 55976657 55976657 Missense_Mutation SNP C T 88 43 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_16 Pre-Treatment LPHN3 23284 37 4 62363041 62363041 Missense_Mutation SNP G A 27 92 c.30G>A c.(28-30)ATG>ATA p.M10I

Pat_16 Pre-Treatment TMPRSS11B 132724 37 4 69095235 69095235 Splice_Site SNP C T 36 108 c.687_splice c.e8-1 p.K229_splice

Pat_16 Pre-Treatment SHROOM3 57619 37 4 77652072 77652072 Nonsense_Mutation SNP C T 206 446 c.571C>T c.(571-573)CAA>TAA p.Q191*

Pat_16 Pre-Treatment FRAS1 80144 37 4 79351557 79351557 Missense_Mutation SNP G A 15 43 c.4955G>A c.(4954-4956)AGG>AAG p.R1652K

Pat_16 Pre-Treatment GRID2 2895 37 4 94344063 94344063 Missense_Mutation SNP G A 32 122 c.1489G>A c.(1489-1491)GGA>AGA p.G497R

Pat_16 Pre-Treatment PDHA2 5161 37 4 96761349 96761349 Missense_Mutation SNP A T 50 79 c.48A>T c.(46-48)AAA>AAT p.K16N

Pat_16 Pre-Treatment ADH1C 126 37 4 100261800 100261800 Missense_Mutation SNP G A 364 226 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_16 Pre-Treatment GAR1 54433 37 4 110743584 110743584 Missense_Mutation SNP G T 5 123 c.511G>T c.(511-513)GGT>TGT p.G171C

Pat_16 Pre-Treatment EGF 1950 37 4 110882040 110882040 Missense_Mutation SNP T A 142 79 c.1084T>A c.(1084-1086)TTT>ATT p.F362I

Pat_16 Pre-Treatment ANK2 287 37 4 114158761 114158761 Missense_Mutation SNP G A 113 324 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_16 Pre-Treatment ANK2 287 37 4 114263073 114263073 Splice_Site SNP G A 5 174 c.4122_splice c.e33+1 p.E1374_splice

Pat_16 Pre-Treatment PRDM5 11107 37 4 121737728 121737728 Missense_Mutation SNP A G 30 64 c.745T>C c.(745-747)TTT>CTT p.F249L

Pat_16 Pre-Treatment ADAD1 132612 37 4 123317451 123317451 Missense_Mutation SNP G A 31 83 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_16 Pre-Treatment FAT4 79633 37 4 126389676 126389676 Missense_Mutation SNP G A 163 82 c.11909G>A c.(11908-11910)GGA>GAA p.G3970E

Pat_16 Pre-Treatment NAA15 80155 37 4 140275246 140275246 Missense_Mutation SNP C T 53 164 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Pre-Treatment SLC10A7 84068 37 4 147227095 147227095 Missense_Mutation SNP G A 61 48 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_16 Pre-Treatment DCHS2 54798 37 4 155237118 155237118 Missense_Mutation SNP G A 67 136 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_16 Pre-Treatment FGA 2243 37 4 155507586 155507586 Missense_Mutation SNP C T 85 171 c.995G>A c.(994-996)GGA>GAA p.G332E

Pat_16 Pre-Treatment CTSO 1519 37 4 156864377 156864377 Missense_Mutation SNP G A 108 255 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_16 Pre-Treatment TRIM60 166655 37 4 165962593 165962593 Missense_Mutation SNP G A 33 64 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_16 Pre-Treatment SPOCK3 50859 37 4 167656164 167656164 Missense_Mutation SNP C T 30 79 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_16 Pre-Treatment DDX60 55601 37 4 169206544 169206544 Missense_Mutation SNP C T 30 25 c.1445G>A c.(1444-1446)AGT>AAT p.S482N

Pat_16 Pre-Treatment C4orf41 60684 37 4 184626224 184626224 Splice_Site SNP G A 4 280 c.3055_splice c.e27+1 p.D1019_splice

Pat_16 Pre-Treatment FRG1 2483 37 4 190878651 190878651 Missense_Mutation SNP G A 14 195 c.531G>A c.(529-531)ATG>ATA p.M177I

Pat_16 Pre-Treatment BRD9 65980 37 5 884073 884073 Missense_Mutation SNP G A 39 98 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_16 Pre-Treatment PRLR 5618 37 5 35065819 35065819 Missense_Mutation SNP G A 159 403 c.1241C>T c.(1240-1242)TCA>TTA p.S414L

Pat_16 Pre-Treatment IL7R 3575 37 5 35867469 35867469 Missense_Mutation SNP G A 44 112 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_16 Pre-Treatment EGFLAM 133584 37 5 38370447 38370447 Missense_Mutation SNP G A 95 57 c.595G>A c.(595-597)GAC>AAC p.D199N

Pat_16 Pre-Treatment ZNF131 7690 37 5 43161556 43161556 Missense_Mutation SNP G T 4 128 c.577G>T c.(577-579)GCC>TCC p.A193S

Pat_16 Pre-Treatment HCN1 348980 37 5 45267196 45267196 Missense_Mutation SNP C T 152 116 c.1778G>A c.(1777-1779)CGA>CAA p.R593Q

Pat_16 Pre-Treatment HSPB3 8988 37 5 53751759 53751759 Missense_Mutation SNP A G 26 53 c.140A>G c.(139-141)AAA>AGA p.K47R

Pat_16 Pre-Treatment PIK3R1 5295 37 5 67588966 67588966 Missense_Mutation SNP G A 6 294 c.1057G>A c.(1057-1059)GGG>AGG p.G353R

Pat_16 Pre-Treatment MAP1B 4131 37 5 71495673 71495673 Missense_Mutation SNP C T 4 221 c.6491C>T c.(6490-6492)CCG>CTG p.P2164L

Pat_16 Pre-Treatment HMGCR 3156 37 5 74646107 74646107 Missense_Mutation SNP C T 29 56 c.688C>T c.(688-690)CGT>TGT p.R230C

Pat_16 Pre-Treatment CMYA5 202333 37 5 79033696 79033696 Missense_Mutation SNP A T 27 60 c.9108A>T c.(9106-9108)GAA>GAT p.E3036D



Pat_16 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 242 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_16 Pre-Treatment FAM172A 83989 37 5 93217337 93217337 Missense_Mutation SNP G A 36 91 c.625C>T c.(625-627)CCG>TCG p.P209S

Pat_16 Pre-Treatment FAM81B 153643 37 5 94756087 94756087 Missense_Mutation SNP C T 85 190 c.637C>T c.(637-639)CTT>TTT p.L213F

Pat_16 Pre-Treatment PCSK1 5122 37 5 95743978 95743978 Missense_Mutation SNP G A 28 70 c.1145C>T c.(1144-1146)TCG>TTG p.S382L

Pat_16 Pre-Treatment CAMK4 814 37 5 110819954 110819954 Missense_Mutation SNP A T 58 48 c.1212A>T c.(1210-1212)AAA>AAT p.K404N

Pat_16 Pre-Treatment ALDH7A1 501 37 5 125930712 125930712 Missense_Mutation SNP C G 20 15 c.179G>C c.(178-180)GGA>GCA p.G60A

Pat_16 Pre-Treatment C5orf48 389320 37 5 125968322 125968322 Missense_Mutation SNP G A 39 72 c.171G>A c.(169-171)ATG>ATA p.M57I

Pat_16 Pre-Treatment PCDHA12 56137 37 5 140255958 140255958 Missense_Mutation SNP G A 101 74 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_16 Pre-Treatment PCDHA12 56137 37 5 140256858 140256858 Missense_Mutation SNP T A 34 55 c.1801T>A c.(1801-1803)TCC>ACC p.S601T

Pat_16 Pre-Treatment PCDHB3 56132 37 5 140480621 140480621 Missense_Mutation SNP T G 49 111 c.388T>G c.(388-390)TCT>GCT p.S130A

Pat_16 Pre-Treatment PCDHB3 56132 37 5 140482598 140482598 Missense_Mutation SNP T A 103 62 c.2365T>A c.(2365-2367)TTC>ATC p.F789I

Pat_16 Pre-Treatment PCDHB8 56128 37 5 140558076 140558076 Missense_Mutation SNP C T 32 666 c.461C>T c.(460-462)CCT>CTT p.P154L

Pat_16 Pre-Treatment PCDHB8 56128 37 5 140559324 140559324 Missense_Mutation SNP C T 15 149 c.1709C>T c.(1708-1710)TCC>TTC p.S570F

Pat_16 Pre-Treatment SLC25A2 83884 37 5 140682877 140682877 Missense_Mutation SNP A G 36 50 c.556T>C c.(556-558)TTT>CTT p.F186L

Pat_16 Pre-Treatment PCDHGB4 8641 37 5 140768940 140768940 Missense_Mutation SNP C T 4 102 c.1489C>T c.(1489-1491)CGG>TGG p.R497W

Pat_16 Pre-Treatment NDFIP1 80762 37 5 141511890 141511890 Missense_Mutation SNP C T 280 171 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_16 Pre-Treatment KCTD16 57528 37 5 143853540 143853540 Missense_Mutation SNP G A 28 52 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_16 Pre-Treatment TCERG1 10915 37 5 145850279 145850279 Missense_Mutation SNP C T 28 68 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_16 Pre-Treatment HTR4 3360 37 5 147929772 147929772 Missense_Mutation SNP G A 37 112 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_16 Pre-Treatment ABLIM3 22885 37 5 148619377 148619377 Missense_Mutation SNP T C 75 130 c.1130T>C c.(1129-1131)ATA>ACA p.I377T

Pat_16 Pre-Treatment ARHGEF37 389337 37 5 148989254 148989254 Missense_Mutation SNP G A 4 183 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_16 Pre-Treatment SLC6A7 6534 37 5 149574444 149574444 Missense_Mutation SNP T G 55 111 c.187T>G c.(187-189)TTC>GTC p.F63V

Pat_16 Pre-Treatment ZNF300 91975 37 5 150275165 150275165 Missense_Mutation SNP C T 24 72 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_16 Pre-Treatment SLC36A1 206358 37 5 150867748 150867748 Missense_Mutation SNP C T 63 37 c.1364C>T c.(1363-1365)GCT>GTT p.A455V

Pat_16 Pre-Treatment GALNT10 55568 37 5 153789293 153789293 Missense_Mutation SNP G A 4 313 c.1357G>A c.(1357-1359)GTG>ATG p.V453M

Pat_16 Pre-Treatment ADRA1B 147 37 5 159344336 159344336 Missense_Mutation SNP G A 40 66 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_16 Pre-Treatment KCNMB1 3779 37 5 169810728 169810728 Nonsense_Mutation SNP C T 39 108 c.261G>A c.(259-261)TGG>TGA p.W87*

Pat_16 Pre-Treatment KCNIP1 30820 37 5 170147349 170147349 Missense_Mutation SNP G A 48 101 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_16 Pre-Treatment DDX41 51428 37 5 176939551 176939551 Missense_Mutation SNP G A 30 35 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_16 Pre-Treatment ZNF354C 30832 37 5 178505930 178505930 Missense_Mutation SNP G A 39 126 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_16 Pre-Treatment GFPT2 9945 37 5 179729481 179729481 Missense_Mutation SNP A G 32 76 c.1946T>C c.(1945-1947)CTG>CCG p.L649P

Pat_16 Pre-Treatment TRIM7 81786 37 5 180622549 180622549 Missense_Mutation SNP G A 38 128 c.1153C>T c.(1153-1155)CGC>TGC p.R385C

Pat_16 Pre-Treatment WRNIP1 56897 37 6 2783738 2783738 Missense_Mutation SNP G A 4 134 c.1585G>A c.(1585-1587)GGA>AGA p.G529R

Pat_16 Pre-Treatment HIVEP1 3096 37 6 12122090 12122090 Missense_Mutation SNP C T 23 102 c.2062C>T c.(2062-2064)CCA>TCA p.P688S

Pat_16 Pre-Treatment ZKSCAN3 80317 37 6 28327466 28327466 Missense_Mutation SNP C T 92 180 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_16 Pre-Treatment OR2W1 26692 37 6 29012073 29012073 Missense_Mutation SNP T G 20 22 c.880A>C c.(880-882)AAT>CAT p.N294H

Pat_16 Pre-Treatment MOG 4340 37 6 29635420 29635420 Missense_Mutation SNP G A 61 98 c.551G>A c.(550-552)GGA>GAA p.G184E

Pat_16 Pre-Treatment TRIM10 10107 37 6 30122054 30122054 Missense_Mutation SNP T C 3 49 c.1138A>G c.(1138-1140)ACC>GCC p.T380A

Pat_16 Pre-Treatment SKIV2L 6499 37 6 31931192 31931192 Missense_Mutation SNP G A 4 239 c.1406G>A c.(1405-1407)CGG>CAG p.R469Q

Pat_16 Pre-Treatment TCP11 6954 37 6 35089915 35089915 Missense_Mutation SNP G A 6 390 c.596C>T c.(595-597)ACG>ATG p.T199M

Pat_16 Pre-Treatment BRPF3 27154 37 6 36168892 36168892 Missense_Mutation SNP C T 4 220 c.793C>T c.(793-795)CGG>TGG p.R265W

Pat_16 Pre-Treatment BRPF3 27154 37 6 36178156 36178156 Missense_Mutation SNP G A 4 192 c.2030G>A c.(2029-2031)CGA>CAA p.R677Q

Pat_16 Pre-Treatment PI16 221476 37 6 36931352 36931352 Missense_Mutation SNP G A 57 236 c.1234G>A c.(1234-1236)GGT>AGT p.G412S

Pat_16 Pre-Treatment GPR116 221395 37 6 46849223 46849223 Missense_Mutation SNP C T 121 201 c.783G>A c.(781-783)ATG>ATA p.M261I

Pat_16 Pre-Treatment GPR110 266977 37 6 46977963 46977963 Missense_Mutation SNP C T 4 273 c.1208G>A c.(1207-1209)CGG>CAG p.R403Q

Pat_16 Pre-Treatment GFRAL 389400 37 6 55196618 55196618 Missense_Mutation SNP G A 84 111 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_16 Pre-Treatment ROS1 6098 37 6 117631320 117631321 Missense_Mutation DNP CC TT 79 89 c.6357_6358GG>AAc.(6355-6360)GGGGAA>GGAAAAp.E2120K



Pat_16 Pre-Treatment VNN3 55350 37 6 133055815 133055815 Missense_Mutation SNP A T 26 2 c.17T>A c.(16-18)TTT>TAT p.F6Y

Pat_16 Pre-Treatment PLG 5340 37 6 161152156 161152156 Missense_Mutation SNP G A 4 95 c.1330G>A c.(1330-1332)GTC>ATC p.V444I

Pat_16 Pre-Treatment MICALL2 79778 37 7 1482031 1482031 Missense_Mutation SNP G A 75 288 c.1508C>T c.(1507-1509)TCG>TTG p.S503L

Pat_16 Pre-Treatment CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 64 148 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_16 Pre-Treatment ETV1 2115 37 7 13935508 13935508 Missense_Mutation SNP C T 21 130 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_16 Pre-Treatment AGR2 10551 37 7 16841412 16841413 Missense_Mutation DNP TT CA 138 128 c.8_9AA>TG c.(7-9)AAA>ATG p.K3M

Pat_16 Pre-Treatment DNAH11 8701 37 7 21784183 21784183 Missense_Mutation SNP G A 100 87 c.8303G>A c.(8302-8304)AGA>AAA p.R2768K

Pat_16 Pre-Treatment STK31 56164 37 7 23768836 23768836 Missense_Mutation SNP C T 77 59 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_16 Pre-Treatment SKAP2 8935 37 7 26765185 26765185 Splice_Site SNP C T 65 164 c.659_splice c.e9-1 p.D220_splice

Pat_16 Pre-Treatment LOC402644 402644 37 7 28318921 28318922 Missense_Mutation DNP CT TC 46 52 c.397_398AG>GA c.(397-399)AGA>GAA p.R133E

Pat_16 Pre-Treatment DPY19L2P1 554236 37 7 35163615 35163615 Missense_Mutation SNP C T 74 109 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_16 Pre-Treatment AOAH 313 37 7 36726345 36726345 Missense_Mutation SNP G A 6 355 c.182C>T c.(181-183)ACG>ATG p.T61M

Pat_16 Pre-Treatment HECW1 23072 37 7 43485016 43485016 Missense_Mutation SNP G A 4 243 c.2245G>A c.(2245-2247)GTA>ATA p.V749I

Pat_16 Pre-Treatment DBNL 28988 37 7 44092491 44092491 Missense_Mutation SNP G A 4 116 c.278G>A c.(277-279)CGG>CAG p.R93Q

Pat_16 Pre-Treatment RAMP3 10268 37 7 45217030 45217030 Missense_Mutation SNP G A 4 242 c.181G>A c.(181-183)GAG>AAG p.E61K

Pat_16 Pre-Treatment VSTM2A 222008 37 7 54610419 54610419 Translation_Start_Site SNP T A 110 76 c.-4T>A c.(-6--2)TTTTG>TTATG

Pat_16 Pre-Treatment AUTS2 26053 37 7 70228066 70228066 Missense_Mutation SNP C T 45 65 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_16 Pre-Treatment SEMA3C 10512 37 7 80435062 80435062 Missense_Mutation SNP A T 66 97 c.551T>A c.(550-552)TTC>TAC p.F184Y

Pat_16 Pre-Treatment HGF 3082 37 7 81372738 81372739 Nonsense_Mutation DNP GG AA 202 128 c.795_796CC>TTc.(793-798)GGCCAG>GGTTAG p.Q266*

Pat_16 Pre-Treatment CACNA2D1 781 37 7 81689806 81689806 Nonsense_Mutation SNP G A 5 621 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_16 Pre-Treatment CCDC132 55610 37 7 92970884 92970884 Missense_Mutation SNP C T 67 214 c.2204C>T c.(2203-2205)TCC>TTC p.S735F

Pat_16 Pre-Treatment CYP3A5 1577 37 7 99272168 99272168 Missense_Mutation SNP C T 125 84 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_16 Pre-Treatment POP7 10248 37 7 100304533 100304533 Missense_Mutation SNP C T 4 201 c.80C>T c.(79-81)CCC>CTC p.P27L

Pat_16 Pre-Treatment EPHB4 2050 37 7 100405129 100405129 Missense_Mutation SNP A C 116 195 c.2192T>G c.(2191-2193)CTT>CGT p.L731R

Pat_16 Pre-Treatment SLC12A9 56996 37 7 100457628 100457628 Missense_Mutation SNP C T 5 598 c.1099C>T c.(1099-1101)CGC>TGC p.R367C

Pat_16 Pre-Treatment MUC17 140453 37 7 100678520 100678520 Missense_Mutation SNP G A 351 412 c.3823G>A c.(3823-3825)GAA>AAA p.E1275K

Pat_16 Pre-Treatment MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 6 665 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_16 Pre-Treatment MUC17 140453 37 7 100681979 100681979 Missense_Mutation SNP G A 10 831 c.7282G>A c.(7282-7284)GTC>ATC p.V2428I

Pat_16 Pre-Treatment MUC17 140453 37 7 100684076 100684076 Missense_Mutation SNP A G 6 801 c.9379A>G c.(9379-9381)ACA>GCA p.T3127A

Pat_16 Pre-Treatment SLC26A3 1811 37 7 107408046 107408046 Missense_Mutation SNP C T 32 108 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_16 Pre-Treatment LAMB4 22798 37 7 107678038 107678038 Missense_Mutation SNP C T 187 128 c.4474G>A c.(4474-4476)GAA>AAA p.E1492K

Pat_16 Pre-Treatment DOCK4 9732 37 7 111368526 111368526 Missense_Mutation SNP G A 22 166 c.5705C>T c.(5704-5706)CCG>CTG p.P1902L

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518058 113518058 Missense_Mutation SNP C T 200 455 c.3089G>A c.(3088-3090)GGA>GAA p.G1030E

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518735 113518735 Missense_Mutation SNP T G 35 149 c.2412A>C c.(2410-2412)GAA>GAC p.E804D

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518737 113518737 Missense_Mutation SNP C T 33 149 c.2410G>A c.(2410-2412)GAA>AAA p.E804K

Pat_16 Pre-Treatment ING3 54556 37 7 120607624 120607624 Missense_Mutation SNP C T 60 269 c.478C>T c.(478-480)CAT>TAT p.H160Y

Pat_16 Pre-Treatment CADPS2 93664 37 7 122261558 122261558 Missense_Mutation SNP C T 5 622 c.1081G>A c.(1081-1083)GTG>ATG p.V361M

Pat_16 Pre-Treatment ZNF800 168850 37 7 127013577 127013577 Missense_Mutation SNP C T 6 285 c.1813G>A c.(1813-1815)GTC>ATC p.V605I

Pat_16 Pre-Treatment FLNC 2318 37 7 128494697 128494697 Missense_Mutation SNP G A 8 55 c.6958G>A c.(6958-6960)GGA>AGA p.G2320R

Pat_16 Pre-Treatment FAM40B 57464 37 7 129122704 129122704 Missense_Mutation SNP G A 249 216 c.2071G>A c.(2071-2073)GCA>ACA p.A691T

Pat_16 Pre-Treatment PLXNA4 91584 37 7 131859659 131859659 Missense_Mutation SNP C T 38 174 c.3895G>A c.(3895-3897)GAC>AAC p.D1299N

Pat_16 Pre-Treatment JHDM1D 80853 37 7 139791679 139791679 Missense_Mutation SNP A C 87 319 c.2656T>G c.(2656-2658)TCC>GCC p.S886A

Pat_16 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 229 180 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_16 Pre-Treatment KIAA1147 57189 37 7 141364740 141364740 Missense_Mutation SNP G A 4 104 c.1067C>T c.(1066-1068)GCT>GTT p.A356V

Pat_16 Pre-Treatment TAS2R38 5726 37 7 141673404 141673404 Missense_Mutation SNP C T 126 181 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_16 Pre-Treatment TRYX3 136541 37 7 141952429 141952429 Missense_Mutation SNP T C 104 163 c.439A>G c.(439-441)AAA>GAA p.K147E

Pat_16 Pre-Treatment CLCN1 1180 37 7 143029591 143029591 Missense_Mutation SNP G A 5 292 c.1246G>A c.(1246-1248)GGA>AGA p.G416R



Pat_16 Pre-Treatment TAS2R60 338398 37 7 143140918 143140918 Missense_Mutation SNP T A 390 266 c.373T>A c.(373-375)TTC>ATC p.F125I

Pat_16 Pre-Treatment ZNF425 155054 37 7 148802211 148802211 Missense_Mutation SNP C A 4 191 c.752G>T c.(751-753)TGT>TTT p.C251F

Pat_16 Pre-Treatment ACCN3 9311 37 7 150749275 150749275 Missense_Mutation SNP G A 106 487 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_16 Pre-Treatment CLN8 2055 37 8 1728717 1728717 Missense_Mutation SNP G A 4 208 c.845G>A c.(844-846)CGG>CAG p.R282Q

Pat_16 Pre-Treatment CSMD1 64478 37 8 3216769 3216769 Missense_Mutation SNP G A 175 65 c.3212C>T c.(3211-3213)TCC>TTC p.S1071F

Pat_16 Pre-Treatment MTMR7 9108 37 8 17228656 17228656 Missense_Mutation SNP C T 130 366 c.200G>A c.(199-201)GGA>GAA p.G67E

Pat_16 Pre-Treatment PIWIL2 55124 37 8 22163488 22163488 Missense_Mutation SNP G A 4 250 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_16 Pre-Treatment SORBS3 10174 37 8 22428730 22428730 Missense_Mutation SNP C T 11 145 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_16 Pre-Treatment SLC25A37 51312 37 8 23423681 23423681 Missense_Mutation SNP C T 76 22 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_16 Pre-Treatment DOCK5 80005 37 8 25189850 25189850 Missense_Mutation SNP G A 4 226 c.1987G>A c.(1987-1989)GGA>AGA p.G663R

Pat_16 Pre-Treatment PTK2B 2185 37 8 27296570 27296570 Missense_Mutation SNP C A 41 154 c.1666C>A c.(1666-1668)CTG>ATG p.L556M

Pat_16 Pre-Treatment EIF4EBP1 1978 37 8 37914667 37914667 Missense_Mutation SNP C T 366 144 c.214C>T c.(214-216)CCA>TCA p.P72S

Pat_16 Pre-Treatment SLC20A2 6575 37 8 42294807 42294807 Missense_Mutation SNP G A 22 69 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_16 Pre-Treatment PXDNL 137902 37 8 52232512 52232512 Missense_Mutation SNP C T 85 30 c.4331G>A c.(4330-4332)GGA>GAA p.G1444E

Pat_16 Pre-Treatment PXDNL 137902 37 8 52320945 52320946 Missense_Mutation DNP GG AA 14 58 c.3238_3239CC>TTc.(3238-3240)CCG>TTG p.P1080L

Pat_16 Pre-Treatment PENK 5179 37 8 57354297 57354297 Missense_Mutation SNP T A 41 157 c.338A>T c.(337-339)AAA>ATA p.K113I

Pat_16 Pre-Treatment CLVS1 157807 37 8 62212762 62212762 Missense_Mutation SNP T C 56 143 c.376T>C c.(376-378)TTC>CTC p.F126L

Pat_16 Pre-Treatment PI15 51050 37 8 75757656 75757656 Missense_Mutation SNP C T 110 419 c.565C>T c.(565-567)CAT>TAT p.H189Y

Pat_16 Pre-Treatment CA1 759 37 8 86242024 86242024 Missense_Mutation SNP G A 24 30 c.563C>T c.(562-564)TCA>TTA p.S188L

Pat_16 Pre-Treatment UBR5 51366 37 8 103327037 103327037 Missense_Mutation SNP G A 4 207 c.1829C>T c.(1828-1830)CCA>CTA p.P610L

Pat_16 Pre-Treatment ASAP1 50807 37 8 131088611 131088611 Missense_Mutation SNP G A 88 45 c.2684C>T c.(2683-2685)CCT>CTT p.P895L

Pat_16 Pre-Treatment ADCY8 114 37 8 131880120 131880120 Missense_Mutation SNP C T 49 223 c.2182G>A c.(2182-2184)GCA>ACA p.A728T

Pat_16 Pre-Treatment TG 7038 37 8 133925417 133925417 Missense_Mutation SNP C T 46 177 c.4285C>T c.(4285-4287)CAC>TAC p.H1429Y

Pat_16 Pre-Treatment DENND3 22898 37 8 142202543 142202543 Missense_Mutation SNP C T 19 67 c.3253C>T c.(3253-3255)CCT>TCT p.P1085S

Pat_16 Pre-Treatment LYPD2 137797 37 8 143832556 143832556 Missense_Mutation SNP G A 38 156 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_16 Pre-Treatment CYP11B1 1584 37 8 143957679 143957679 Missense_Mutation SNP A T 9 51 c.932T>A c.(931-933)CTC>CAC p.L311H

Pat_16 Pre-Treatment CYP11B1 1584 37 8 143958215 143958215 Missense_Mutation SNP C T 21 10 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_16 Pre-Treatment PYCRL 65263 37 8 144688004 144688004 Missense_Mutation SNP G A 4 245 c.727C>T c.(727-729)CGC>TGC p.R243C

Pat_16 Pre-Treatment FOXH1 8928 37 8 145699782 145699782 Missense_Mutation SNP C T 145 57 c.937G>A c.(937-939)GTG>ATG p.V313M

Pat_16 Pre-Treatment FAM75A6 389730 37 9 43627096 43627096 Missense_Mutation SNP G A 267 10 c.1591C>T c.(1591-1593)CTC>TTC p.L531F

Pat_16 Pre-Treatment APBA1 320 37 9 72131715 72131715 Missense_Mutation SNP C T 3 31 c.412G>A c.(412-414)GCC>ACC p.A138T

Pat_16 Pre-Treatment RMI1 80010 37 9 86617211 86617211 Missense_Mutation SNP C T 31 23 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_16 Pre-Treatment C9orf89 84270 37 9 95870013 95870013 Missense_Mutation SNP G A 3 53 c.65G>A c.(64-66)CGC>CAC p.R22H

Pat_16 Pre-Treatment OR13C4 138804 37 9 107288820 107288820 Missense_Mutation SNP G A 245 1 c.671C>T c.(670-672)ACC>ATC p.T224I

Pat_16 Pre-Treatment ASTN2 23245 37 9 119858377 119858377 Missense_Mutation SNP C T 124 10 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_16 Pre-Treatment MRRF 92399 37 9 125033270 125033270 Missense_Mutation SNP G A 6 470 c.100G>A c.(100-102)GTG>ATG p.V34M

Pat_16 Pre-Treatment COQ4 51117 37 9 131088075 131088075 Missense_Mutation SNP C T 85 1 c.317C>T c.(316-318)TCG>TTG p.S106L

Pat_16 Pre-Treatment SPTAN1 6709 37 9 131339474 131339475 Nonsense_Mutation DNP CC TT 165 7 c.852_853CC>TTc.(850-855)GGCCGA>GGTTGA p.R285*

Pat_16 Pre-Treatment SLC34A3 142680 37 9 140127244 140127244 Missense_Mutation SNP G A 52 1 c.313G>A c.(313-315)GCC>ACC p.A105T

Pat_16 Pre-Treatment MXRA5 25878 37 X 3261841 3261841 Missense_Mutation SNP C T 4 34 c.34G>A c.(34-36)GTG>ATG p.V12M

Pat_16 Pre-Treatment FAM9B 171483 37 X 8998366 8998366 Missense_Mutation SNP C T 12 1 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_16 Pre-Treatment FRMPD4 9758 37 X 12712519 12712519 Missense_Mutation SNP T G 112 4 c.879T>G c.(877-879)GAT>GAG p.D293E

Pat_16 Pre-Treatment CDKL5 6792 37 X 18602452 18602452 Missense_Mutation SNP G A 4 294 c.533G>A c.(532-534)CGG>CAG p.R178Q

Pat_16 Pre-Treatment PPEF1 5475 37 X 18842202 18842202 Missense_Mutation SNP G A 4 67 c.1663G>A c.(1663-1665)GAG>AAG p.E555K

Pat_16 Pre-Treatment POLA1 5422 37 X 25014054 25014054 Missense_Mutation SNP C T 82 5 c.4376C>T c.(4375-4377)GCC>GTC p.A1459V

Pat_16 Pre-Treatment FAM47C 442444 37 X 37027345 37027345 Nonsense_Mutation SNP A T 28 47 c.862A>T c.(862-864)AAG>TAG p.K288*

Pat_16 Pre-Treatment GRIPAP1 56850 37 X 48846277 48846277 Missense_Mutation SNP G C 3 132 c.740C>G c.(739-741)ACA>AGA p.T247R



Pat_16 Pre-Treatment CLCN5 1184 37 X 49837183 49837183 Missense_Mutation SNP C T 127 161 c.145C>T c.(145-147)CAC>TAC p.H49Y

Pat_16 Pre-Treatment ABCB7 22 37 X 74291389 74291389 Missense_Mutation SNP C T 6 389 c.1162G>A c.(1162-1164)GGT>AGT p.G388S

Pat_16 Pre-Treatment CYLC1 1538 37 X 83129484 83129484 Missense_Mutation SNP G A 44 0 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_16 Pre-Treatment ZNF711 7552 37 X 84519283 84519283 Missense_Mutation SNP G A 62 1 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_16 Pre-Treatment H2BFWT 158983 37 X 103267838 103267838 Missense_Mutation SNP G A 44 1 c.395C>T c.(394-396)ACC>ATC p.T132I

Pat_16 Pre-Treatment IL1RAPL2 26280 37 X 105011625 105011625 Missense_Mutation SNP G A 174 8 c.2032G>A c.(2032-2034)GAG>AAG p.E678K

Pat_16 Pre-Treatment GUCY2F 2986 37 X 108718564 108718564 Missense_Mutation SNP G A 4 211 c.602C>T c.(601-603)ACA>ATA p.T201I

Pat_16 Pre-Treatment GUCY2F 2986 37 X 108719089 108719089 Missense_Mutation SNP C T 141 9 c.77G>A c.(76-78)GGC>GAC p.G26D

Pat_16 Pre-Treatment TRPC5 7224 37 X 111095642 111095642 Missense_Mutation SNP C T 188 5 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_16 Pre-Treatment HTR2C 3358 37 X 114141526 114141526 Missense_Mutation SNP G A 160 2 c.925G>A c.(925-927)GCT>ACT p.A309T

Pat_16 Pre-Treatment SLC6A14 11254 37 X 115586574 115586574 Nonsense_Mutation SNP G A 168 230 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_16 Pre-Treatment ODZ1 10178 37 X 123654419 123654419 Nonsense_Mutation SNP C T 258 7 c.3249G>A c.(3247-3249)TGG>TGA p.W1083*

Pat_16 Pre-Treatment MAGEC1 9947 37 X 140995008 140995008 Missense_Mutation SNP G A 9 565 c.1818G>A c.(1816-1818)ATG>ATA p.M606I

Pat_16 Pre-Treatment SLITRK4 139065 37 X 142718881 142718881 Missense_Mutation SNP G A 4 118 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_16 Pre-Treatment GABRQ 55879 37 X 151819009 151819009 Missense_Mutation SNP G A 405 15 c.867G>A c.(865-867)ATG>ATA p.M289I

Pat_16 Pre-Treatment FAM50A 9130 37 X 153674018 153674018 Missense_Mutation SNP C T 123 4 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_21 Post-Resistance CA6 765 37 1 9022677 9022677 Missense_Mutation SNP G A 41 14 c.533G>A c.(532-534)AGC>AAC p.S178N

Pat_21 Post-Resistance KIAA0754 643314 37 1 39879293 39879293 Missense_Mutation SNP C T 3 32 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_21 Post-Resistance COL9A2 1298 37 1 40773902 40773902 Missense_Mutation SNP G A 10 5 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_21 Post-Resistance NBPF16 728936 37 1 148754851 148754851 Missense_Mutation SNP C G 14 94 c.1507C>G c.(1507-1509)CTG>GTG p.L503V

Pat_21 Post-Resistance FCER1A 2205 37 1 159277667 159277667 Missense_Mutation SNP G T 10 4 c.719G>T c.(718-720)AGG>ATG p.R240M

Pat_21 Post-Resistance ALOX5 240 37 10 45878120 45878120 Missense_Mutation SNP G A 3 3 c.340G>A c.(340-342)GAT>AAT p.D114N

Pat_21 Post-Resistance CHAT 1103 37 10 50870733 50870733 Missense_Mutation SNP C T 55 17 c.1882C>T c.(1882-1884)CGG>TGG p.R628W

Pat_21 Post-Resistance PRKG1 5592 37 10 54050036 54050036 Missense_Mutation SNP C T 18 9 c.1903C>T c.(1903-1905)CCT>TCT p.P635S

Pat_21 Post-Resistance TMEM26 219623 37 10 63170123 63170123 Missense_Mutation SNP C T 14 5 c.1064G>A c.(1063-1065)CGG>CAG p.R355Q

Pat_21 Post-Resistance RAB11FIP2 22841 37 10 119768573 119768573 Missense_Mutation SNP G A 3 57 c.1475C>T c.(1474-1476)ACG>ATG p.T492M

Pat_21 Post-Resistance PPP2R2D 55844 37 10 133754154 133754154 Missense_Mutation SNP G A 9 5 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_21 Post-Resistance OR51Q1 390061 37 11 5444067 5444067 Missense_Mutation SNP C T 49 15 c.637C>T c.(637-639)CCT>TCT p.P213S

Pat_21 Post-Resistance ZBTB39 9880 37 12 57397347 57397347 Missense_Mutation SNP T A 26 8 c.1355A>T c.(1354-1356)AAA>ATA p.K452I

Pat_21 Post-Resistance KIAA1370 56204 37 15 52901546 52901547 Missense_Mutation DNP CT TC 60 120 c.1564_1565AG>GAc.(1564-1566)AGG>GAG p.R522E

Pat_21 Post-Resistance PDXDC2 283970 37 16 70016259 70016259 Missense_Mutation SNP T C 8 50 c.443A>G c.(442-444)AAA>AGA p.K148R

Pat_21 Post-Resistance DNAH2 146754 37 17 7696425 7696425 Missense_Mutation SNP G A 43 9 c.7471G>A c.(7471-7473)GAC>AAC p.D2491N

Pat_21 Post-Resistance CNP 1267 37 17 40120425 40120425 Missense_Mutation SNP G A 18 4 c.343G>A c.(343-345)GAC>AAC p.D115N

Pat_21 Post-Resistance PHB 5245 37 17 47486767 47486767 Missense_Mutation SNP A G 42 83 c.319T>C c.(319-321)TTC>CTC p.F107L

Pat_21 Post-Resistance SBNO2 22904 37 19 1122996 1122996 Missense_Mutation SNP A C 6 1 c.677T>G c.(676-678)CTG>CGG p.L226R

Pat_21 Post-Resistance TTN 7273 37 2 179417877 179417877 Missense_Mutation SNP C T 3 7 c.82046G>A c.(82045-82047)GGA>GAA p.G27349E

Pat_21 Post-Resistance KIF1A 547 37 2 241697894 241697894 Missense_Mutation SNP C T 14 5 c.2438G>A c.(2437-2439)CGG>CAG p.R813Q

Pat_21 Post-Resistance RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 58 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_21 Post-Resistance SEMA5B 54437 37 3 122630349 122630349 Missense_Mutation SNP G A 7 4 c.3080C>T c.(3079-3081)ACC>ATC p.T1027I

Pat_21 Post-Resistance RPL39L 116832 37 3 186838943 186838943 Missense_Mutation SNP A T 5 190 c.146T>A c.(145-147)CTG>CAG p.L49Q

Pat_21 Post-Resistance EVC2 132884 37 4 5578151 5578151 Missense_Mutation SNP C T 5 1 c.3088G>A c.(3088-3090)GAC>AAC p.D1030N

Pat_21 Post-Resistance SYNE1 23345 37 6 152443641 152443641 Missense_Mutation SNP G A 40 12 c.26324C>T c.(26323-26325)GCC>GTC p.A8775V

Pat_21 Post-Resistance GLI3 2737 37 7 42017228 42017228 Missense_Mutation SNP C T 16 18 c.1741G>A c.(1741-1743)GAA>AAA p.E581K

Pat_21 Post-Resistance SEMA3E 9723 37 7 83014632 83014632 Missense_Mutation SNP C T 56 50 c.1853G>A c.(1852-1854)GGA>GAA p.G618E

Pat_21 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 99 54 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_21 Post-Resistance MLLT3 4300 37 9 20414286 20414286 Missense_Mutation SNP G T 4 43 c.558C>A c.(556-558)AGC>AGA p.S186R

Pat_21 Post-Resistance TRUB2 26995 37 9 131083986 131083986 Missense_Mutation SNP C T 3 6 c.133G>A c.(133-135)GCT>ACT p.A45T



Pat_21 Post-Resistance TUBBP5 643224 37 9 141070950 141070950 Missense_Mutation SNP A G 4 60 c.353A>G c.(352-354)CAC>CGC p.H118R

Pat_21 Post-Resistance FAM48B1 100130302 37 X 24382420 24382420 Missense_Mutation SNP G C 5 18 c.1543G>C c.(1543-1545)GCT>CCT p.A515P

Pat_21 Post-Resistance MED12 9968 37 X 70360666 70360666 Nonsense_Mutation SNP C T 4 32 c.6226C>T c.(6226-6228)CAG>TAG p.Q2076*

Pat_21 Post-Resistance FLJ44635 392490 37 X 71379788 71379788 Missense_Mutation SNP G A 31 8 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_22 Pre-Treatment KIAA0562 9731 37 1 3755640 3755640 Missense_Mutation SNP G A 4 23 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_22 Pre-Treatment MFN2 9927 37 1 12066704 12066704 Missense_Mutation SNP C T 4 23 c.1826C>T c.(1825-1827)TCC>TTC p.S609F

Pat_22 Pre-Treatment PRAMEF11 440560 37 1 12887523 12887523 Missense_Mutation SNP C T 25 116 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_22 Pre-Treatment CD52 1043 37 1 26644522 26644522 Missense_Mutation SNP T G 6 18 c.14T>G c.(13-15)CTC>CGC p.L5R

Pat_22 Pre-Treatment SESN2 83667 37 1 28599237 28599237 Missense_Mutation SNP C T 6 24 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_22 Pre-Treatment SDC3 9672 37 1 31347149 31347149 Missense_Mutation SNP A C 6 12 c.1157T>G c.(1156-1158)CTC>CGC p.L386R

Pat_22 Pre-Treatment SPOCD1 90853 37 1 32280048 32280048 Missense_Mutation SNP T C 2 4 c.887A>G c.(886-888)CAG>CGG p.Q296R

Pat_22 Pre-Treatment TMEM39B 55116 37 1 32557516 32557516 Missense_Mutation SNP C G 16 14 c.831C>G c.(829-831)TTC>TTG p.F277L

Pat_22 Pre-Treatment CSMD2 114784 37 1 34037305 34037305 Missense_Mutation SNP C T 3 23 c.7790G>A c.(7789-7791)AGT>AAT p.S2597N

Pat_22 Pre-Treatment CSMD2 114784 37 1 34066469 34066469 Missense_Mutation SNP G T 8 24 c.6858C>A c.(6856-6858)TTC>TTA p.F2286L

Pat_22 Pre-Treatment CSMD2 114784 37 1 34158530 34158530 Missense_Mutation SNP C T 10 80 c.3932G>A c.(3931-3933)GGG>GAG p.G1311E

Pat_22 Pre-Treatment GRIK3 2899 37 1 37319298 37319298 Missense_Mutation SNP C T 7 26 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q

Pat_22 Pre-Treatment HIVEP3 59269 37 1 42046859 42046859 Missense_Mutation SNP G A 10 36 c.3610C>T c.(3610-3612)CAT>TAT p.H1204Y

Pat_22 Pre-Treatment DEPDC1 55635 37 1 68942710 68942710 Missense_Mutation SNP T C 3 15 c.2341A>G c.(2341-2343)ACC>GCC p.T781A

Pat_22 Pre-Treatment GBP2 2634 37 1 89587495 89587495 Missense_Mutation SNP G A 36 51 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_22 Pre-Treatment SLC6A17 388662 37 1 110716639 110716639 Nonsense_Mutation SNP G A 11 26 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_22 Pre-Treatment NBPF7 343505 37 1 120378788 120378788 Missense_Mutation SNP G A 7 17 c.958C>T c.(958-960)CCG>TCG p.P320S

Pat_22 Pre-Treatment CHD1L 9557 37 1 146724319 146724319 Missense_Mutation SNP C T 10 33 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Pre-Treatment FLG 2312 37 1 152284934 152284934 Missense_Mutation SNP T C 9 38 c.2428A>G c.(2428-2430)ACA>GCA p.T810A

Pat_22 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 4 24 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_22 Pre-Treatment OR6N1 128372 37 1 158735982 158735982 Missense_Mutation SNP G A 4 15 c.491C>T c.(490-492)TCA>TTA p.S164L

Pat_22 Pre-Treatment TNN 63923 37 1 175086222 175086222 Missense_Mutation SNP G A 7 37 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_22 Pre-Treatment CRB1 23418 37 1 197313530 197313530 Missense_Mutation SNP C T 7 72 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_22 Pre-Treatment PTPRC 5788 37 1 198665985 198665985 Missense_Mutation SNP C T 7 65 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_22 Pre-Treatment CTSE 1510 37 1 206331084 206331084 Missense_Mutation SNP G A 8 48 c.1090G>A c.(1090-1092)GCT>ACT p.A364T

Pat_22 Pre-Treatment RASSF5 83593 37 1 206757827 206757827 Missense_Mutation SNP G A 27 164 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_22 Pre-Treatment CNST 163882 37 1 246810513 246810513 Missense_Mutation SNP C T 4 39 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_22 Pre-Treatment TRIM58 25893 37 1 248039444 248039444 Missense_Mutation SNP G A 3 10 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_22 Pre-Treatment OR2T6 254879 37 1 248551607 248551608 Missense_Mutation DNP GG AA 4 40 c.698_699GG>AA c.(697-699)GGG>GAA p.G233E

Pat_22 Pre-Treatment OR2T11 127077 37 1 248789853 248789853 Missense_Mutation SNP C T 4 30 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_22 Pre-Treatment AGAP11 119385 37 10 88768583 88768583 Missense_Mutation SNP G A 4 45 c.574G>A c.(574-576)GCA>ACA p.A192T

Pat_22 Pre-Treatment SLC16A12 387700 37 10 91196021 91196021 Missense_Mutation SNP G A 3 16 c.994C>T c.(994-996)CTC>TTC p.L332F

Pat_22 Pre-Treatment ZNF518A 9849 37 10 97918694 97918694 Missense_Mutation SNP T C 4 5 c.2615T>C c.(2614-2616)GTG>GCG p.V872A

Pat_22 Pre-Treatment LOXL4 84171 37 10 100017824 100017824 Nonsense_Mutation SNP C T 9 21 c.1019G>A c.(1018-1020)TGG>TAG p.W340*

Pat_22 Pre-Treatment SORCS3 22986 37 10 106982904 106982904 Missense_Mutation SNP C T 4 16 c.2765C>T c.(2764-2766)CCA>CTA p.P922L

Pat_22 Pre-Treatment PNLIP 5406 37 10 118315007 118315007 Missense_Mutation SNP G A 4 33 c.799G>A c.(799-801)GGA>AGA p.G267R

Pat_22 Pre-Treatment C10orf93 255352 37 10 134752184 134752184 Missense_Mutation SNP G A 19 42 c.445C>T c.(445-447)CGT>TGT p.R149C

Pat_22 Pre-Treatment MS4A10 341116 37 11 60561520 60561520 Missense_Mutation SNP C T 3 7 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_22 Pre-Treatment B3GNT1 11041 37 11 66113666 66113666 Missense_Mutation SNP C G 3 21 c.1102G>C c.(1102-1104)GAA>CAA p.E368Q

Pat_22 Pre-Treatment RBM4 5936 37 11 66407211 66407211 Missense_Mutation SNP C T 7 36 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_22 Pre-Treatment CD163 9332 37 12 7639377 7639377 Missense_Mutation SNP C T 11 23 c.2176G>A c.(2176-2178)GGT>AGT p.G726S

Pat_22 Pre-Treatment PHC1 1911 37 12 9089851 9089851 Missense_Mutation SNP G A 2 2 c.2557G>A c.(2557-2559)GTT>ATT p.V853I

Pat_22 Pre-Treatment SYT10 341359 37 12 33560007 33560007 Missense_Mutation SNP C T 4 3 c.794G>A c.(793-795)GGA>GAA p.G265E



Pat_22 Pre-Treatment ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 6 71 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_22 Pre-Treatment ARID2 196528 37 12 46123701 46123701 Missense_Mutation SNP C T 5 6 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_22 Pre-Treatment MLL2 8085 37 12 49426540 49426540 Missense_Mutation SNP G A 2 0 c.11948C>T c.(11947-11949)ACT>ATT p.T3983I

Pat_22 Pre-Treatment GCN1L1 10985 37 12 120574409 120574409 Missense_Mutation SNP G A 4 20 c.6905C>T c.(6904-6906)TCC>TTC p.S2302F

Pat_22 Pre-Treatment KDM2B 84678 37 12 121947683 121947683 Missense_Mutation SNP G A 3 18 c.1334C>T c.(1333-1335)TCA>TTA p.S445L

Pat_22 Pre-Treatment VPS33A 65082 37 12 122717499 122717499 Missense_Mutation SNP G A 3 9 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Pre-Treatment PUS1 80324 37 12 132423739 132423739 Missense_Mutation SNP G A 2 2 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_22 Pre-Treatment TUBA3C 7278 37 13 19748188 19748188 Missense_Mutation SNP G A 6 70 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_22 Pre-Treatment GJB6 10804 37 13 20797118 20797118 Missense_Mutation SNP T C 4 13 c.502A>G c.(502-504)AAA>GAA p.K168E

Pat_22 Pre-Treatment MAPK1IP1L 93487 37 14 55529396 55529396 Missense_Mutation SNP C T 4 18 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_22 Pre-Treatment GPHN 10243 37 14 67432002 67432002 Missense_Mutation SNP C T 6 30 c.824C>T c.(823-825)GCT>GTT p.A275V

Pat_22 Pre-Treatment PCNX 22990 37 14 71429044 71429044 Missense_Mutation SNP A G 6 23 c.464A>G c.(463-465)AAC>AGC p.N155S

Pat_22 Pre-Treatment TTLL5 23093 37 14 76173379 76173379 Missense_Mutation SNP G A 10 53 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_22 Pre-Treatment RYR3 6263 37 15 33926814 33926814 Missense_Mutation SNP C A 5 20 c.3055C>A c.(3055-3057)CTG>ATG p.L1019M

Pat_22 Pre-Treatment BMF 90427 37 15 40398106 40398106 Missense_Mutation SNP C T 12 30 c.182G>A c.(181-183)CGA>CAA p.R61Q

Pat_22 Pre-Treatment PLA2G4D 283748 37 15 42363411 42363411 Missense_Mutation SNP T C 2 6 c.1786A>G c.(1786-1788)AGG>GGG p.R596G

Pat_22 Pre-Treatment THSD4 79875 37 15 72039374 72039374 Nonsense_Mutation SNP G A 6 5 c.2234G>A c.(2233-2235)TGG>TAG p.W745*

Pat_22 Pre-Treatment KIAA1024 23251 37 15 79750596 79750596 Missense_Mutation SNP C T 3 13 c.2107C>T c.(2107-2109)CTC>TTC p.L703F

Pat_22 Pre-Treatment FSD2 123722 37 15 83455943 83455943 Missense_Mutation SNP A G 3 20 c.200T>C c.(199-201)CTT>CCT p.L67P

Pat_22 Pre-Treatment RHOT2 89941 37 16 722799 722799 Missense_Mutation SNP T C 10 20 c.1501T>C c.(1501-1503)TTT>CTT p.F501L

Pat_22 Pre-Treatment ZNF263 10127 37 16 3339681 3339681 Missense_Mutation SNP A G 13 29 c.1175A>G c.(1174-1176)AAC>AGC p.N392S

Pat_22 Pre-Treatment GRIN2A 2903 37 16 9857436 9857436 Missense_Mutation SNP C T 4 18 c.3965G>A c.(3964-3966)GGA>GAA p.G1322E

Pat_22 Pre-Treatment ACSM5 54988 37 16 20448432 20448432 Missense_Mutation SNP G A 8 27 c.1367G>A c.(1366-1368)CGA>CAA p.R456Q

Pat_22 Pre-Treatment SLC5A11 115584 37 16 24921657 24921657 Missense_Mutation SNP G A 5 59 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_22 Pre-Treatment TUBB3 10381 37 16 89989858 89989859 Missense_Mutation DNP GG AA 12 16 c.49_50GG>AA c.(49-51)GGG>AAG p.G17K

Pat_22 Pre-Treatment MYO15A 51168 37 17 18052101 18052101 Nonsense_Mutation SNP G A 3 21 c.6791G>A c.(6790-6792)TGG>TAG p.W2264*

Pat_22 Pre-Treatment ZNF286B 729288 37 17 18565486 18565486 Missense_Mutation SNP C T 7 19 c.1333G>A c.(1333-1335)GGG>AGG p.G445R

Pat_22 Pre-Treatment FNDC8 54752 37 17 33448915 33448915 Missense_Mutation SNP A G 5 23 c.203A>G c.(202-204)AAC>AGC p.N68S

Pat_22 Pre-Treatment CCL16 6360 37 17 34304696 34304696 Missense_Mutation SNP T A 6 27 c.269A>T c.(268-270)GAT>GTT p.D90V

Pat_22 Pre-Treatment CACNB1 782 37 17 37331531 37331531 Missense_Mutation SNP C T 5 81 c.1712G>A c.(1711-1713)CGC>CAC p.R571H

Pat_22 Pre-Treatment KRTAP4-2 85291 37 17 39334280 39334280 Missense_Mutation SNP C A 6 86 c.137G>T c.(136-138)TGC>TTC p.C46F

Pat_22 Pre-Treatment TMEM106A 113277 37 17 41365877 41365877 Missense_Mutation SNP C T 3 16 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_22 Pre-Treatment ARMC7 79637 37 17 73124939 73124939 Missense_Mutation SNP G A 3 6 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_22 Pre-Treatment MGAT5B 146664 37 17 74922812 74922812 Missense_Mutation SNP C T 5 54 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_22 Pre-Treatment MEP1B 4225 37 18 29797884 29797884 Missense_Mutation SNP C T 5 31 c.2047C>T c.(2047-2049)CGT>TGT p.R683C

Pat_22 Pre-Treatment KIAA1632 57724 37 18 43493669 43493669 Splice_Site SNP A G 12 63 c.3816_splice c.e21+1 p.K1272_splice

Pat_22 Pre-Treatment DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 6 24 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_22 Pre-Treatment ALPK2 115701 37 18 56204778 56204778 Missense_Mutation SNP C T 6 9 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_22 Pre-Treatment SEMA6B 10501 37 19 4550181 4550181 Missense_Mutation SNP C T 3 13 c.1225G>A c.(1225-1227)GTG>ATG p.V409M

Pat_22 Pre-Treatment FBN3 84467 37 19 8203443 8203443 Missense_Mutation SNP G A 2 1 c.871C>T c.(871-873)CGG>TGG p.R291W

Pat_22 Pre-Treatment MUC16 94025 37 19 9066642 9066642 Missense_Mutation SNP G A 17 43 c.20804C>T c.(20803-20805)TCC>TTC p.S6935F

Pat_22 Pre-Treatment MUC16 94025 37 19 9085696 9085696 Missense_Mutation SNP G A 9 21 c.6119C>T c.(6118-6120)TCC>TTC p.S2040F

Pat_22 Pre-Treatment NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 6 31 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_22 Pre-Treatment USHBP1 83878 37 19 17375090 17375090 Missense_Mutation SNP G A 3 13 c.19C>T c.(19-21)CGG>TGG p.R7W

Pat_22 Pre-Treatment PDE4C 5143 37 19 18324185 18324185 Missense_Mutation SNP C T 4 15 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_22 Pre-Treatment WDR62 284403 37 19 36583709 36583709 Missense_Mutation SNP C T 5 53 c.2329C>T c.(2329-2331)CCC>TCC p.P777S

Pat_22 Pre-Treatment FCGBP 8857 37 19 40430526 40430526 Missense_Mutation SNP G A 2 3 c.1417C>T c.(1417-1419)CGC>TGC p.R473C



Pat_22 Pre-Treatment NUMBL 9253 37 19 41188694 41188694 Missense_Mutation SNP G A 6 29 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_22 Pre-Treatment SNRPA 6626 37 19 41257328 41257328 Missense_Mutation SNP G C 79 193 c.15G>C c.(13-15)GAG>GAC p.E5D

Pat_22 Pre-Treatment PSG9 5678 37 19 43763240 43763241 Missense_Mutation DNP CC TT 22 72 c.756_757GG>AAc.(754-759)AGGGAG>AGAAAGp.E253K

Pat_22 Pre-Treatment SIGLEC9 27180 37 19 51629019 51629019 Missense_Mutation SNP C T 13 47 c.587C>T c.(586-588)TCG>TTG p.S196L

Pat_22 Pre-Treatment SIGLEC12 89858 37 19 52002706 52002706 Missense_Mutation SNP C T 7 18 c.1073G>A c.(1072-1074)CGA>CAA p.R358Q

Pat_22 Pre-Treatment NLRP8 126205 37 19 56466752 56466752 Missense_Mutation SNP C T 3 23 c.1328C>T c.(1327-1329)TCC>TTC p.S443F

Pat_22 Pre-Treatment GPR113 165082 37 2 26534297 26534297 Missense_Mutation SNP C T 12 31 c.2299G>A c.(2299-2301)GAA>AAA p.E767K

Pat_22 Pre-Treatment SPTBN1 6711 37 2 54845325 54845325 Missense_Mutation SNP C T 4 25 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_22 Pre-Treatment TCF7L1 83439 37 2 85531407 85531407 Missense_Mutation SNP C T 9 72 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_22 Pre-Treatment ELMOD3 84173 37 2 85598626 85598626 Missense_Mutation SNP C T 3 13 c.548C>T c.(547-549)ACC>ATC p.T183I

Pat_22 Pre-Treatment PTCD3 55037 37 2 86335622 86335622 Splice_Site SNP G A 9 18 c.158_splice c.e3-1 p.G53_splice

Pat_22 Pre-Treatment ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 3 10 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_22 Pre-Treatment IL1B 3553 37 2 113590968 113590968 Missense_Mutation SNP G A 3 11 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_22 Pre-Treatment BAZ2B 29994 37 2 160310283 160310283 Missense_Mutation SNP G A 4 15 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_22 Pre-Treatment SCN2A 6326 37 2 166245451 166245451 Missense_Mutation SNP C T 27 111 c.5135C>T c.(5134-5136)ACC>ATC p.T1712I

Pat_22 Pre-Treatment TTN 7273 37 2 179472716 179472716 Missense_Mutation SNP C T 6 38 c.45094G>A c.(45094-45096)GAA>AAA p.E15032K

Pat_22 Pre-Treatment TTN 7273 37 2 179586756 179586756 Missense_Mutation SNP C T 16 37 c.18902G>A c.(18901-18903)CGA>CAA p.R6301Q

Pat_22 Pre-Treatment SDPR 8436 37 2 192700845 192700845 Missense_Mutation SNP G A 24 51 c.1082C>T c.(1081-1083)TCC>TTC p.S361F

Pat_22 Pre-Treatment AOX1 316 37 2 201492113 201492114 Missense_Mutation DNP GG AA 8 75 c.2162_2163GG>AAc.(2161-2163)AGG>AAA p.R721K

Pat_22 Pre-Treatment AOX1 316 37 2 201515721 201515721 Missense_Mutation SNP G A 5 17 c.2872G>A c.(2872-2874)GAA>AAA p.E958K

Pat_22 Pre-Treatment TTLL4 9654 37 2 219612363 219612363 Missense_Mutation SNP C A 9 53 c.2293C>A c.(2293-2295)CTG>ATG p.L765M

Pat_22 Pre-Treatment PAK7 57144 37 20 9538302 9538302 Missense_Mutation SNP G A 5 35 c.1696C>T c.(1696-1698)CAC>TAC p.H566Y

Pat_22 Pre-Treatment FAM83C 128876 37 20 33876617 33876617 Missense_Mutation SNP C T 6 30 c.658G>A c.(658-660)GAC>AAC p.D220N

Pat_22 Pre-Treatment RBM12 10137 37 20 34240655 34240655 Missense_Mutation SNP G A 6 18 c.2590C>T c.(2590-2592)CCC>TCC p.P864S

Pat_22 Pre-Treatment PPP1R16B 26051 37 20 37546830 37546830 Missense_Mutation SNP T A 17 72 c.1225T>A c.(1225-1227)TCC>ACC p.S409T

Pat_22 Pre-Treatment WFDC3 140686 37 20 44405770 44405770 Missense_Mutation SNP C T 4 23 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_22 Pre-Treatment TATDN2 9797 37 3 10320139 10320139 Missense_Mutation SNP C T 20 86 c.2138C>T c.(2137-2139)CCT>CTT p.P713L

Pat_22 Pre-Treatment TATDN2 9797 37 3 10320141 10320141 Missense_Mutation SNP C T 20 83 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_22 Pre-Treatment MOBP 4336 37 3 39544031 39544031 Missense_Mutation SNP G A 2 1 c.212G>A c.(211-213)AGC>AAC p.S71N

Pat_22 Pre-Treatment ACOX2 8309 37 3 58510153 58510153 Missense_Mutation SNP C T 8 35 c.1526G>A c.(1525-1527)AGG>AAG p.R509K

Pat_22 Pre-Treatment IGSF11 152404 37 3 118623508 118623508 Missense_Mutation SNP G A 5 16 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_22 Pre-Treatment GPR156 165829 37 3 119886537 119886537 Missense_Mutation SNP G A 4 9 c.1787C>T c.(1786-1788)CCT>CTT p.P596L

Pat_22 Pre-Treatment POLQ 10721 37 3 121207124 121207124 Missense_Mutation SNP T A 2 3 c.4654A>T c.(4654-4656)AAT>TAT p.N1552Y

Pat_22 Pre-Treatment LRRC31 79782 37 3 169557925 169557925 Missense_Mutation SNP A G 7 30 c.1504T>C c.(1504-1506)TTT>CTT p.F502L

Pat_22 Pre-Treatment MUC4 4585 37 3 195507890 195507890 Missense_Mutation SNP G C 2 3 c.10177C>G c.(10177-10179)CTT>GTT p.L3393V

Pat_22 Pre-Treatment CORIN 10699 37 4 47746491 47746491 Missense_Mutation SNP A G 13 74 c.727T>C c.(727-729)TTT>CTT p.F243L

Pat_22 Pre-Treatment PTPN13 5783 37 4 87693999 87693999 Missense_Mutation SNP C T 9 58 c.5237C>T c.(5236-5238)TCC>TTC p.S1746F

Pat_22 Pre-Treatment NPNT 255743 37 4 106848493 106848493 Missense_Mutation SNP C T 6 30 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_22 Pre-Treatment BBS7 55212 37 4 122775885 122775885 Missense_Mutation SNP T C 6 31 c.692A>G c.(691-693)GAA>GGA p.E231G

Pat_22 Pre-Treatment INPP4B 8821 37 4 143094889 143094889 Missense_Mutation SNP G C 22 34 c.1255C>G c.(1255-1257)CAA>GAA p.Q419E

Pat_22 Pre-Treatment LRBA 987 37 4 151821300 151821300 Missense_Mutation SNP G A 19 56 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_22 Pre-Treatment LRP2BP 55805 37 4 186294045 186294045 Missense_Mutation SNP C T 3 23 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_22 Pre-Treatment FAT1 2195 37 4 187629958 187629958 Missense_Mutation SNP C T 5 17 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_22 Pre-Treatment CDH9 1007 37 5 26881493 26881493 Missense_Mutation SNP C T 5 11 c.2122G>A c.(2122-2124)GAA>AAA p.E708K

Pat_22 Pre-Treatment MARVELD2 153562 37 5 68715618 68715618 Missense_Mutation SNP C T 4 26 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_22 Pre-Treatment ARAP3 64411 37 5 141059845 141059845 Missense_Mutation SNP G A 10 28 c.209C>T c.(208-210)TCC>TTC p.S70F

Pat_22 Pre-Treatment GRXCR2 643226 37 5 145252219 145252219 Missense_Mutation SNP C T 6 46 c.313G>A c.(313-315)GAT>AAT p.D105N



Pat_22 Pre-Treatment GRIA1 2890 37 5 153190754 153190754 Missense_Mutation SNP C T 3 14 c.2690C>T c.(2689-2691)TCA>TTA p.S897L

Pat_22 Pre-Treatment DOCK2 1794 37 5 169506058 169506058 Missense_Mutation SNP G A 14 29 c.5074G>A c.(5074-5076)GAG>AAG p.E1692K

Pat_22 Pre-Treatment SLC22A23 63027 37 6 3324095 3324095 Missense_Mutation SNP G A 6 15 c.1055C>T c.(1054-1056)CCC>CTC p.P352L

Pat_22 Pre-Treatment HLA-DRB5 3127 37 6 32487267 32487267 Nonsense_Mutation SNP G A 13 40 c.532C>T c.(532-534)CAG>TAG p.Q178*

Pat_22 Pre-Treatment GLP1R 2740 37 6 39046097 39046097 Splice_Site SNP G A 11 22 c.824_splice c.e8-1 p.G275_splice

Pat_22 Pre-Treatment MDFI 4188 37 6 41621284 41621284 Missense_Mutation SNP G A 9 48 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_22 Pre-Treatment PKHD1 5314 37 6 51947245 51947245 Missense_Mutation SNP G A 17 68 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_22 Pre-Treatment FAM83B 222584 37 6 54805192 54805192 Missense_Mutation SNP C T 8 33 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_22 Pre-Treatment COL21A1 81578 37 6 56044571 56044571 Missense_Mutation SNP C T 3 22 c.445G>A c.(445-447)GAT>AAT p.D149N

Pat_22 Pre-Treatment ELOVL4 6785 37 6 80629160 80629160 Nonsense_Mutation SNP G A 6 33 c.646C>T c.(646-648)CGA>TGA p.R216*

Pat_22 Pre-Treatment RFX6 222546 37 6 117248471 117248471 Missense_Mutation SNP G A 7 43 c.2167G>A c.(2167-2169)GAG>AAG p.E723K

Pat_22 Pre-Treatment TXLNB 167838 37 6 139563907 139563907 Nonsense_Mutation SNP C T 5 25 c.1811G>A c.(1810-1812)TGG>TAG p.W604*

Pat_22 Pre-Treatment MTHFD1L 25902 37 6 151258056 151258056 Missense_Mutation SNP G A 12 35 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_22 Pre-Treatment FTSJ2 29960 37 7 2274902 2274902 Missense_Mutation SNP C T 4 16 c.596G>A c.(595-597)AGT>AAT p.S199N

Pat_22 Pre-Treatment ACTB 60 37 7 5567389 5567389 Missense_Mutation SNP T G 60 504 c.1118A>C c.(1117-1119)AAA>ACA p.K373T

Pat_22 Pre-Treatment OGDH 4967 37 7 44715620 44715620 Missense_Mutation SNP C T 16 122 c.1078C>T c.(1078-1080)CGT>TGT p.R360C

Pat_22 Pre-Treatment CYP51A1 1595 37 7 91746480 91746480 Missense_Mutation SNP G A 3 20 c.1229C>T c.(1228-1230)TCT>TTT p.S410F

Pat_22 Pre-Treatment CYP3A4 1576 37 7 99366124 99366124 Missense_Mutation SNP C T 6 48 c.523G>A c.(523-525)GTC>ATC p.V175I

Pat_22 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 15 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_22 Pre-Treatment TAS2R60 338398 37 7 143141207 143141207 Missense_Mutation SNP G A 8 12 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_22 Pre-Treatment C7orf29 113763 37 7 150027766 150027766 Nonsense_Mutation SNP G A 11 29 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_22 Pre-Treatment CSMD1 64478 37 8 2965315 2965315 Nonsense_Mutation SNP G A 3 26 c.6763C>T c.(6763-6765)CAG>TAG p.Q2255*

Pat_22 Pre-Treatment DEFB136 613210 37 8 11831592 11831592 Missense_Mutation SNP G A 12 68 c.91C>T c.(91-93)CGC>TGC p.R31C

Pat_22 Pre-Treatment RP1 6101 37 8 55533900 55533900 Missense_Mutation SNP G A 13 34 c.374G>A c.(373-375)CGG>CAG p.R125Q

Pat_22 Pre-Treatment JPH1 56704 37 8 75227798 75227798 Missense_Mutation SNP C G 3 25 c.437G>C c.(436-438)AGC>ACC p.S146T

Pat_22 Pre-Treatment SLC7A13 157724 37 8 87241932 87241932 Missense_Mutation SNP C T 17 18 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_22 Pre-Treatment ENPP2 5168 37 8 120613682 120613682 Missense_Mutation SNP C T 16 98 c.854G>A c.(853-855)AGA>AAA p.R285K

Pat_22 Pre-Treatment KIAA0196 9897 37 8 126051070 126051070 Splice_Site SNP A G 29 37 c.3084_splice c.e25+1 p.K1028_splice

Pat_22 Pre-Treatment LRRC6 23639 37 8 133637582 133637582 Missense_Mutation SNP G A 6 2 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_22 Pre-Treatment SHARPIN 81858 37 8 145154852 145154852 Missense_Mutation SNP G A 12 16 c.497C>T c.(496-498)CCT>CTT p.P166L

Pat_22 Pre-Treatment ADCK5 203054 37 8 145615884 145615884 Missense_Mutation SNP G A 3 10 c.280G>A c.(280-282)GGC>AGC p.G94S

Pat_22 Pre-Treatment PTPRD 5789 37 9 8500886 8500886 Missense_Mutation SNP G A 19 61 c.1996C>T c.(1996-1998)CCT>TCT p.P666S

Pat_22 Pre-Treatment IFNA21 3452 37 9 21166224 21166224 Missense_Mutation SNP C T 21 63 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_22 Pre-Treatment PAX5 5079 37 9 37033987 37033987 Missense_Mutation SNP C G 2 9 c.42G>C c.(40-42)AGG>AGC p.R14S

Pat_22 Pre-Treatment ALDOB 229 37 9 104190778 104190778 Missense_Mutation SNP C T 3 22 c.352G>A c.(352-354)GGA>AGA p.G118R

Pat_22 Pre-Treatment PTPN3 5774 37 9 112195353 112195353 Nonsense_Mutation SNP C T 4 16 c.764G>A c.(763-765)TGG>TAG p.W255*

Pat_22 Pre-Treatment PHF19 26147 37 9 123636851 123636851 Missense_Mutation SNP G A 25 54 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Pre-Treatment PDCL 5082 37 9 125582834 125582834 Missense_Mutation SNP C T 3 26 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_22 Pre-Treatment ACE2 59272 37 X 15596407 15596407 Missense_Mutation SNP C T 9 32 c.1102G>A c.(1102-1104)GAC>AAC p.D368N

Pat_22 Pre-Treatment BEND2 139105 37 X 18219991 18219991 Missense_Mutation SNP C T 8 36 c.977G>A c.(976-978)GGA>GAA p.G326E

Pat_22 Pre-Treatment ARAF 369 37 X 47429015 47429015 Missense_Mutation SNP G A 3 9 c.1378G>A c.(1378-1380)GCC>ACC p.A460T

Pat_22 Pre-Treatment RLIM 51132 37 X 73812068 73812068 Missense_Mutation SNP C T 7 23 c.1082G>A c.(1081-1083)GGA>GAA p.G361E

Pat_22 Pre-Treatment SERPINA7 6906 37 X 105278344 105278344 Missense_Mutation SNP G A 5 9 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_22 Pre-Treatment TBC1D8B 54885 37 X 106109164 106109164 Missense_Mutation SNP C T 12 94 c.2563C>T c.(2563-2565)CAT>TAT p.H855Y

Pat_22 Pre-Treatment SOX3 6658 37 X 139586325 139586325 Missense_Mutation SNP G A 2 1 c.901C>T c.(901-903)CGC>TGC p.R301C

Pat_22 Pre-Treatment MAGEC1 9947 37 X 140993320 140993320 Missense_Mutation SNP A G 4 33 c.130A>G c.(130-132)AGC>GGC p.S44G

Pat_22 Pre-Treatment AFF2 2334 37 X 147743727 147743727 Nonsense_Mutation SNP C A 9 153 c.479C>A c.(478-480)TCA>TAA p.S160*



Pat_22 Pre-Treatment DKC1 1736 37 X 153994523 153994523 Missense_Mutation SNP A G 10 39 c.296A>G c.(295-297)AAC>AGC p.N99S

Pat_22 Post-Resistance TAS1R3 83756 37 1 1269395 1269395 Missense_Mutation SNP C T 21 38 c.2110C>T c.(2110-2112)CCG>TCG p.P704S

Pat_22 Post-Resistance MFN2 9927 37 1 12066704 12066704 Missense_Mutation SNP C T 21 116 c.1826C>T c.(1825-1827)TCC>TTC p.S609F

Pat_22 Post-Resistance PRAMEF11 440560 37 1 12887523 12887523 Missense_Mutation SNP C T 205 445 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_22 Post-Resistance CD52 1043 37 1 26644522 26644522 Missense_Mutation SNP T G 17 103 c.14T>G c.(13-15)CTC>CGC p.L5R

Pat_22 Post-Resistance SESN2 83667 37 1 28599237 28599237 Missense_Mutation SNP C T 25 142 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_22 Post-Resistance SDC3 9672 37 1 31347149 31347149 Missense_Mutation SNP A C 30 83 c.1157T>G c.(1156-1158)CTC>CGC p.L386R

Pat_22 Post-Resistance TMEM39B 55116 37 1 32557516 32557516 Missense_Mutation SNP C G 32 91 c.831C>G c.(829-831)TTC>TTG p.F277L

Pat_22 Post-Resistance CSMD2 114784 37 1 34037305 34037305 Missense_Mutation SNP C T 31 178 c.7790G>A c.(7789-7791)AGT>AAT p.S2597N

Pat_22 Post-Resistance CSMD2 114784 37 1 34066469 34066469 Missense_Mutation SNP G T 52 114 c.6858C>A c.(6856-6858)TTC>TTA p.F2286L

Pat_22 Post-Resistance CSMD2 114784 37 1 34158530 34158530 Missense_Mutation SNP C T 69 315 c.3932G>A c.(3931-3933)GGG>GAG p.G1311E

Pat_22 Post-Resistance GRIK3 2899 37 1 37282732 37282732 Missense_Mutation SNP C T 31 153 c.2020G>A c.(2020-2022)GAT>AAT p.D674N

Pat_22 Post-Resistance GRIK3 2899 37 1 37319298 37319298 Missense_Mutation SNP C T 19 178 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q

Pat_22 Post-Resistance C1orf175 374977 37 1 55119637 55119637 Missense_Mutation SNP C A 4 155 c.1038C>A c.(1036-1038)AGC>AGA p.S346R

Pat_22 Post-Resistance DEPDC1 55635 37 1 68942710 68942710 Missense_Mutation SNP T C 40 98 c.2341A>G c.(2341-2343)ACC>GCC p.T781A

Pat_22 Post-Resistance GBP2 2634 37 1 89587495 89587495 Missense_Mutation SNP G A 126 224 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_22 Post-Resistance ABCA4 24 37 1 94471119 94471119 Missense_Mutation SNP C T 21 76 c.6025G>A c.(6025-6027)GAA>AAA p.E2009K

Pat_22 Post-Resistance SLC6A17 388662 37 1 110716639 110716639 Nonsense_Mutation SNP G A 57 120 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_22 Post-Resistance C1orf88 128344 37 1 111892789 111892789 Nonsense_Mutation SNP G T 5 315 c.451G>T c.(451-453)GGA>TGA p.G151*

Pat_22 Post-Resistance NBPF7 343505 37 1 120378788 120378788 Missense_Mutation SNP G A 56 115 c.958C>T c.(958-960)CCG>TCG p.P320S

Pat_22 Post-Resistance NUDT17 200035 37 1 145588959 145588959 Missense_Mutation SNP C T 3 64 c.289G>A c.(289-291)GTC>ATC p.V97I

Pat_22 Post-Resistance CHD1L 9557 37 1 146724319 146724319 Missense_Mutation SNP C T 79 358 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Post-Resistance NBPF16 728936 37 1 148753279 148753279 Missense_Mutation SNP G T 9 282 c.1296G>T c.(1294-1296)GAG>GAT p.E432D

Pat_22 Post-Resistance FLG 2312 37 1 152284934 152284934 Missense_Mutation SNP T C 74 410 c.2428A>G c.(2428-2430)ACA>GCA p.T810A

Pat_22 Post-Resistance ARHGEF11 9826 37 1 156917684 156917684 Missense_Mutation SNP C A 4 86 c.2098G>T c.(2098-2100)GAT>TAT p.D700Y

Pat_22 Post-Resistance TNN 63923 37 1 175086222 175086222 Missense_Mutation SNP G A 49 312 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_22 Post-Resistance TNR 7143 37 1 175372495 175372495 Missense_Mutation SNP C T 26 140 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_22 Post-Resistance CFH 3075 37 1 196695999 196695999 Missense_Mutation SNP C T 75 277 c.2165C>T c.(2164-2166)TCA>TTA p.S722L

Pat_22 Post-Resistance CRB1 23418 37 1 197313530 197313530 Missense_Mutation SNP C T 109 414 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_22 Post-Resistance PTPRC 5788 37 1 198665985 198665985 Missense_Mutation SNP C T 80 461 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_22 Post-Resistance GOLT1A 127845 37 1 204170779 204170779 Missense_Mutation SNP C T 31 193 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_22 Post-Resistance CTSE 1510 37 1 206331084 206331084 Missense_Mutation SNP G A 40 352 c.1090G>A c.(1090-1092)GCT>ACT p.A364T

Pat_22 Post-Resistance RASSF5 83593 37 1 206757827 206757827 Missense_Mutation SNP G A 57 626 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_22 Post-Resistance C1orf74 148304 37 1 209956721 209956721 Missense_Mutation SNP C T 18 73 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_22 Post-Resistance MIA3 375056 37 1 222825630 222825630 Missense_Mutation SNP C T 66 398 c.4042C>T c.(4042-4044)CGG>TGG p.R1348W

Pat_22 Post-Resistance CNST 163882 37 1 246810513 246810513 Missense_Mutation SNP C T 47 271 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_22 Post-Resistance TRIM58 25893 37 1 248039444 248039444 Missense_Mutation SNP G A 37 89 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_22 Post-Resistance OR2T6 254879 37 1 248551607 248551608 Missense_Mutation DNP GG AA 71 243 c.698_699GG>AA c.(697-699)GGG>GAA p.G233E

Pat_22 Post-Resistance OR2T11 127077 37 1 248789853 248789853 Missense_Mutation SNP C T 85 188 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_22 Post-Resistance ZNF692 55657 37 1 249144435 249144436 Missense_Mutation DNP CC TT 19 94 c.1533_1534GG>AAc.(1531-1536)CAGGCT>CAAACTp.A512T

Pat_22 Post-Resistance FBXO18 84893 37 10 5958276 5958276 Missense_Mutation SNP G A 36 60 c.1645G>A c.(1645-1647)GGA>AGA p.G549R

Pat_22 Post-Resistance FRMPD2 143162 37 10 49440316 49440316 Missense_Mutation SNP G A 7 18 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_22 Post-Resistance PRF1 5551 37 10 72360448 72360448 Missense_Mutation SNP C T 3 79 c.211G>A c.(211-213)GGC>AGC p.G71S

Pat_22 Post-Resistance CDHR1 92211 37 10 85960421 85960421 Missense_Mutation SNP G A 6 39 c.503G>A c.(502-504)GGG>GAG p.G168E

Pat_22 Post-Resistance SLC16A12 387700 37 10 91196021 91196021 Missense_Mutation SNP G A 35 162 c.994C>T c.(994-996)CTC>TTC p.L332F

Pat_22 Post-Resistance CYP2C8 1558 37 10 96827082 96827082 Missense_Mutation SNP C T 29 72 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_22 Post-Resistance ZNF518A 9849 37 10 97918694 97918694 Missense_Mutation SNP T C 43 55 c.2615T>C c.(2614-2616)GTG>GCG p.V872A



Pat_22 Post-Resistance LOXL4 84171 37 10 100017824 100017824 Nonsense_Mutation SNP C T 65 79 c.1019G>A c.(1018-1020)TGG>TAG p.W340*

Pat_22 Post-Resistance SORCS3 22986 37 10 106982904 106982904 Missense_Mutation SNP C T 35 90 c.2765C>T c.(2764-2766)CCA>CTA p.P922L

Pat_22 Post-Resistance PNLIP 5406 37 10 118315007 118315007 Missense_Mutation SNP G A 52 333 c.799G>A c.(799-801)GGA>AGA p.G267R

Pat_22 Post-Resistance GLRX3 10539 37 10 131969861 131969861 Missense_Mutation SNP G A 20 139 c.785G>A c.(784-786)GGA>GAA p.G262E

Pat_22 Post-Resistance C10orf93 255352 37 10 134752184 134752184 Missense_Mutation SNP G A 107 168 c.445C>T c.(445-447)CGT>TGT p.R149C

Pat_22 Post-Resistance LOC653544 653544 37 10 135491113 135491113 Missense_Mutation SNP G A 3 40 c.724G>A c.(724-726)GCC>ACC p.A242T

Pat_22 Post-Resistance LRDD 55367 37 11 800594 800594 Missense_Mutation SNP C T 3 73 c.1990G>A c.(1990-1992)GAG>AAG p.E664K

Pat_22 Post-Resistance MS4A10 341116 37 11 60561520 60561520 Missense_Mutation SNP C T 28 111 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_22 Post-Resistance CPSF7 79869 37 11 61179325 61179325 Missense_Mutation SNP C T 24 175 c.1169G>A c.(1168-1170)CGT>CAT p.R390H

Pat_22 Post-Resistance B3GNT1 11041 37 11 66113666 66113666 Missense_Mutation SNP C G 18 157 c.1102G>C c.(1102-1104)GAA>CAA p.E368Q

Pat_22 Post-Resistance RBM4 5936 37 11 66407211 66407211 Missense_Mutation SNP C T 59 318 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_22 Post-Resistance SPTBN2 6712 37 11 66475760 66475760 Missense_Mutation SNP C A 4 57 c.1202G>T c.(1201-1203)CGG>CTG p.R401L

Pat_22 Post-Resistance SHANK2 22941 37 11 70333711 70333711 Missense_Mutation SNP G A 17 17 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_22 Post-Resistance ARHGEF17 9828 37 11 73075219 73075219 Missense_Mutation SNP A G 7 390 c.5336A>G c.(5335-5337)TAT>TGT p.Y1779C

Pat_22 Post-Resistance MYO7A 4647 37 11 76895747 76895747 Missense_Mutation SNP C T 4 37 c.3490C>T c.(3490-3492)CGG>TGG p.R1164W

Pat_22 Post-Resistance HEPHL1 341208 37 11 93815680 93815680 Missense_Mutation SNP C T 17 35 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_22 Post-Resistance ATM 472 37 11 108160328 108160328 Splice_Site SNP G A 11 45 c.4237_splice c.e29-1 p.D1413_splice

Pat_22 Post-Resistance SIDT2 51092 37 11 117054825 117054825 Missense_Mutation SNP C A 4 158 c.838C>A c.(838-840)CTG>ATG p.L280M

Pat_22 Post-Resistance ST14 6768 37 11 130058088 130058088 Missense_Mutation SNP G A 3 50 c.161G>A c.(160-162)CGC>CAC p.R54H

Pat_22 Post-Resistance ANO2 57101 37 12 5674749 5674749 Missense_Mutation SNP C T 10 37 c.2702G>A c.(2701-2703)CGT>CAT p.R901H

Pat_22 Post-Resistance CD163 9332 37 12 7639377 7639377 Missense_Mutation SNP C T 34 205 c.2176G>A c.(2176-2178)GGT>AGT p.G726S

Pat_22 Post-Resistance PRB4 5545 37 12 11461646 11461646 Missense_Mutation SNP C G 8 457 c.271G>C c.(271-273)GGT>CGT p.G91R

Pat_22 Post-Resistance SYT10 341359 37 12 33560007 33560007 Missense_Mutation SNP C T 25 47 c.794G>A c.(793-795)GGA>GAA p.G265E

Pat_22 Post-Resistance ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 34 452 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_22 Post-Resistance CNTN1 1272 37 12 41312557 41312557 Missense_Mutation SNP C T 115 299 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_22 Post-Resistance ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 63 118 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_22 Post-Resistance ARID2 196528 37 12 46123701 46123701 Missense_Mutation SNP C T 17 33 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_22 Post-Resistance FAM113B 91523 37 12 47629357 47629357 Missense_Mutation SNP G A 14 97 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_22 Post-Resistance NCKAP1L 3071 37 12 54925961 54925962 Missense_Mutation DNP CC TT 10 85 c.2789_2790CC>TT c.(2788-2790)TCC>TTT p.S930F

Pat_22 Post-Resistance MYF6 4618 37 12 81101671 81101671 Missense_Mutation SNP G A 40 103 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_22 Post-Resistance LRRIQ1 84125 37 12 85492709 85492709 Missense_Mutation SNP C T 35 188 c.3146C>T c.(3145-3147)ACT>ATT p.T1049I

Pat_22 Post-Resistance C12orf23 90488 37 12 107360888 107360888 Splice_Site SNP G T 5 109 c.-5_splice c.e3-1

Pat_22 Post-Resistance TBX5 6910 37 12 114804084 114804084 Nonsense_Mutation SNP G A 24 141 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_22 Post-Resistance GCN1L1 10985 37 12 120574409 120574409 Missense_Mutation SNP G A 18 119 c.6905C>T c.(6904-6906)TCC>TTC p.S2302F

Pat_22 Post-Resistance VPS33A 65082 37 12 122717499 122717499 Missense_Mutation SNP G A 12 35 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Post-Resistance GPR109B 8843 37 12 123200497 123200497 Missense_Mutation SNP G A 3 36 c.788C>T c.(787-789)ACG>ATG p.T263M

Pat_22 Post-Resistance TUBA3C 7278 37 13 19748188 19748188 Missense_Mutation SNP G A 40 277 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_22 Post-Resistance GJB6 10804 37 13 20797118 20797118 Missense_Mutation SNP T C 39 69 c.502A>G c.(502-504)AAA>GAA p.K168E

Pat_22 Post-Resistance MAB21L1 4081 37 13 36050424 36050424 Translation_Start_Site SNP G A 3 23 c.-148C>T c.(-150--146)AACGC>AATGC

Pat_22 Post-Resistance SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 24 117 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_22 Post-Resistance ZNF219 51222 37 14 21561080 21561080 Missense_Mutation SNP G A 15 138 c.376C>T c.(376-378)CGC>TGC p.R126C

Pat_22 Post-Resistance MYH7 4625 37 14 23885256 23885256 Missense_Mutation SNP G A 11 66 c.4910C>T c.(4909-4911)GCC>GTC p.A1637V

Pat_22 Post-Resistance MAPK1IP1L 93487 37 14 55529396 55529396 Missense_Mutation SNP C T 22 111 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_22 Post-Resistance LGALS3 3958 37 14 55604868 55604868 Missense_Mutation SNP C T 5 31 c.124C>T c.(124-126)CCT>TCT p.P42S

Pat_22 Post-Resistance PCNX 22990 37 14 71429044 71429044 Missense_Mutation SNP A G 83 191 c.464A>G c.(463-465)AAC>AGC p.N155S

Pat_22 Post-Resistance YLPM1 56252 37 14 75265094 75265094 Missense_Mutation SNP C T 6 285 c.3094C>T c.(3094-3096)CGG>TGG p.R1032W

Pat_22 Post-Resistance TTLL5 23093 37 14 76173379 76173379 Missense_Mutation SNP G A 71 299 c.604G>A c.(604-606)GAA>AAA p.E202K



Pat_22 Post-Resistance KIAA1409 57578 37 14 94046595 94046595 Missense_Mutation SNP G A 38 158 c.2003G>A c.(2002-2004)GGA>GAA p.G668E

Pat_22 Post-Resistance BCL11B 64919 37 14 99641836 99641836 Missense_Mutation SNP C T 4 127 c.1337G>A c.(1336-1338)CGG>CAG p.R446Q

Pat_22 Post-Resistance DYNC1H1 1778 37 14 102515854 102515854 Missense_Mutation SNP G A 4 117 c.13450G>A c.(13450-13452)GAG>AAG p.E4484K

Pat_22 Post-Resistance RYR3 6263 37 15 33926814 33926814 Missense_Mutation SNP C A 27 118 c.3055C>A c.(3055-3057)CTG>ATG p.L1019M

Pat_22 Post-Resistance BMF 90427 37 15 40398106 40398106 Missense_Mutation SNP C T 33 104 c.182G>A c.(181-183)CGA>CAA p.R61Q

Pat_22 Post-Resistance MGA 23269 37 15 42057138 42057138 Missense_Mutation SNP C T 5 197 c.7799C>T c.(7798-7800)CCG>CTG p.P2600L

Pat_22 Post-Resistance PAQR5 54852 37 15 69696009 69696009 Missense_Mutation SNP G A 21 136 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_22 Post-Resistance THSD4 79875 37 15 72039374 72039374 Nonsense_Mutation SNP G A 10 30 c.2234G>A c.(2233-2235)TGG>TAG p.W745*

Pat_22 Post-Resistance ISLR 3671 37 15 74468448 74468448 Nonsense_Mutation SNP C T 10 24 c.1249C>T c.(1249-1251)CAA>TAA p.Q417*

Pat_22 Post-Resistance KIAA1024 23251 37 15 79750596 79750596 Missense_Mutation SNP C T 24 95 c.2107C>T c.(2107-2109)CTC>TTC p.L703F

Pat_22 Post-Resistance FSD2 123722 37 15 83455943 83455943 Missense_Mutation SNP A G 10 263 c.200T>C c.(199-201)CTT>CCT p.L67P

Pat_22 Post-Resistance RHOT2 89941 37 16 722799 722799 Missense_Mutation SNP T C 37 82 c.1501T>C c.(1501-1503)TTT>CTT p.F501L

Pat_22 Post-Resistance ZNF263 10127 37 16 3339681 3339681 Missense_Mutation SNP A G 82 204 c.1175A>G c.(1174-1176)AAC>AGC p.N392S

Pat_22 Post-Resistance UBN1 29855 37 16 4911098 4911098 Missense_Mutation SNP G A 3 44 c.1105G>A c.(1105-1107)GCT>ACT p.A369T

Pat_22 Post-Resistance GRIN2A 2903 37 16 9857436 9857436 Missense_Mutation SNP C T 21 155 c.3965G>A c.(3964-3966)GGA>GAA p.G1322E

Pat_22 Post-Resistance ACSM5 54988 37 16 20448432 20448432 Missense_Mutation SNP G A 44 239 c.1367G>A c.(1366-1368)CGA>CAA p.R456Q

Pat_22 Post-Resistance ACSM2B 348158 37 16 20563586 20563586 Nonsense_Mutation SNP C T 41 260 c.774G>A c.(772-774)TGG>TGA p.W258*

Pat_22 Post-Resistance SLC5A11 115584 37 16 24921657 24921657 Missense_Mutation SNP G A 48 251 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_22 Post-Resistance GTF3C1 2975 37 16 27556735 27556735 Nonsense_Mutation SNP G A 40 186 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_22 Post-Resistance ESRP2 80004 37 16 68269839 68269839 Missense_Mutation SNP G A 3 30 c.110C>T c.(109-111)ACG>ATG p.T37M

Pat_22 Post-Resistance SMPD3 55512 37 16 68405838 68405838 Missense_Mutation SNP G A 8 32 c.247C>T c.(247-249)CTC>TTC p.L83F

Pat_22 Post-Resistance TERF2 7014 37 16 69390829 69390829 Missense_Mutation SNP C T 6 265 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_22 Post-Resistance NFAT5 10725 37 16 69727609 69727609 Missense_Mutation SNP T C 6 166 c.3827T>C c.(3826-3828)ATG>ACG p.M1276T

Pat_22 Post-Resistance CNTNAP4 85445 37 16 76350324 76350324 Missense_Mutation SNP C T 15 90 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_22 Post-Resistance FBXO31 79791 37 16 87376497 87376497 Missense_Mutation SNP C T 3 50 c.718G>A c.(718-720)GGC>AGC p.G240S

Pat_22 Post-Resistance MVD 4597 37 16 88723970 88723970 Missense_Mutation SNP G A 4 135 c.277C>T c.(277-279)CGG>TGG p.R93W

Pat_22 Post-Resistance TUBB3 10381 37 16 89989858 89989859 Missense_Mutation DNP GG AA 21 65 c.49_50GG>AA c.(49-51)GGG>AAG p.G17K

Pat_22 Post-Resistance CHD3 1107 37 17 7812606 7812606 Missense_Mutation SNP C G 2 4 c.5540C>G c.(5539-5541)TCC>TGC p.S1847C

Pat_22 Post-Resistance MYO15A 51168 37 17 18052101 18052101 Nonsense_Mutation SNP G A 7 71 c.6791G>A c.(6790-6792)TGG>TAG p.W2264*

Pat_22 Post-Resistance ZNF286B 729288 37 17 18565486 18565486 Missense_Mutation SNP C T 150 157 c.1333G>A c.(1333-1335)GGG>AGG p.G445R

Pat_22 Post-Resistance FNDC8 54752 37 17 33448915 33448915 Missense_Mutation SNP A G 35 127 c.203A>G c.(202-204)AAC>AGC p.N68S

Pat_22 Post-Resistance CCL16 6360 37 17 34304696 34304696 Missense_Mutation SNP T A 71 194 c.269A>T c.(268-270)GAT>GTT p.D90V

Pat_22 Post-Resistance ACACA 31 37 17 35614647 35614647 Missense_Mutation SNP C T 47 169 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_22 Post-Resistance KRT39 390792 37 17 39122949 39122949 Missense_Mutation SNP G A 78 485 c.160C>T c.(160-162)CCC>TCC p.P54S

Pat_22 Post-Resistance TMEM106A 113277 37 17 41365877 41365877 Missense_Mutation SNP C T 40 97 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_22 Post-Resistance ARL17A 51326 37 17 44594548 44594548 Missense_Mutation SNP G A 8 153 c.311C>T c.(310-312)ACC>ATC p.T104I

Pat_22 Post-Resistance KIF2B 84643 37 17 51902342 51902342 Missense_Mutation SNP G A 6 123 c.1948G>A c.(1948-1950)GAT>AAT p.D650N

Pat_22 Post-Resistance TOM1L1 10040 37 17 53016382 53016382 Splice_Site SNP G A 9 269 c.1130_splice c.e11+1 p.P377_splice

Pat_22 Post-Resistance KCNH6 81033 37 17 61622604 61622605 Missense_Mutation DNP GG AA 35 85 c.2670_2671GG>AAc.(2668-2673)CAGGGC>CAAAGCp.G891S

Pat_22 Post-Resistance KPNA2 3838 37 17 66039997 66039997 Missense_Mutation SNP A G 16 506 c.974A>G c.(973-975)GAT>GGT p.D325G

Pat_22 Post-Resistance GPR142 350383 37 17 72368641 72368641 Missense_Mutation SNP G A 27 180 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_22 Post-Resistance ARMC7 79637 37 17 73124939 73124939 Missense_Mutation SNP G A 23 68 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_22 Post-Resistance CDK3 1018 37 17 73999460 73999460 Missense_Mutation SNP A G 3 84 c.773A>G c.(772-774)GAG>GGG p.E258G

Pat_22 Post-Resistance MGAT5B 146664 37 17 74922812 74922812 Missense_Mutation SNP C T 43 258 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_22 Post-Resistance POTEC 388468 37 18 14513663 14513663 Missense_Mutation SNP C T 5 212 c.1531G>A c.(1531-1533)GAG>AAG p.E511K

Pat_22 Post-Resistance POTEC 388468 37 18 14513675 14513675 Missense_Mutation SNP T C 5 264 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_22 Post-Resistance DSG1 1828 37 18 28934903 28934903 Missense_Mutation SNP G A 67 318 c.2744G>A c.(2743-2745)AGA>AAA p.R915K



Pat_22 Post-Resistance MEP1B 4225 37 18 29797884 29797884 Missense_Mutation SNP C T 66 174 c.2047C>T c.(2047-2049)CGT>TGT p.R683C

Pat_22 Post-Resistance NOL4 8715 37 18 31537457 31537457 Missense_Mutation SNP C T 7 49 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_22 Post-Resistance SLC39A6 25800 37 18 33694126 33694126 Missense_Mutation SNP C T 5 172 c.1777G>A c.(1777-1779)GCC>ACC p.A593T

Pat_22 Post-Resistance DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 75 130 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_22 Post-Resistance ALPK2 115701 37 18 56204778 56204778 Missense_Mutation SNP C T 37 76 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_22 Post-Resistance SERPINB4 6318 37 18 61328062 61328062 Missense_Mutation SNP T C 30 120 c.194A>G c.(193-195)AAC>AGC p.N65S

Pat_22 Post-Resistance DSEL 92126 37 18 65181856 65181856 Missense_Mutation SNP G A 28 81 c.20C>T c.(19-21)CCC>CTC p.P7L

Pat_22 Post-Resistance XAB2 56949 37 19 7692314 7692314 Missense_Mutation SNP A C 4 24 c.337T>G c.(337-339)TGG>GGG p.W113G

Pat_22 Post-Resistance MUC16 94025 37 19 9066642 9066642 Missense_Mutation SNP G A 108 365 c.20804C>T c.(20803-20805)TCC>TTC p.S6935F

Pat_22 Post-Resistance MUC16 94025 37 19 9085696 9085696 Missense_Mutation SNP G A 95 246 c.6119C>T c.(6118-6120)TCC>TTC p.S2040F

Pat_22 Post-Resistance ICAM3 3385 37 19 10449423 10449423 Missense_Mutation SNP C A 4 161 c.278G>T c.(277-279)CGG>CTG p.R93L

Pat_22 Post-Resistance ZNF433 163059 37 19 12126109 12126109 Missense_Mutation SNP C T 32 295 c.1573G>A c.(1573-1575)GGA>AGA p.G525R

Pat_22 Post-Resistance MRI1 84245 37 19 13875479 13875479 Missense_Mutation SNP G A 3 61 c.77G>A c.(76-78)CGC>CAC p.R26H

Pat_22 Post-Resistance NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 40 152 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_22 Post-Resistance PDE4C 5143 37 19 18324185 18324185 Missense_Mutation SNP C T 18 91 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_22 Post-Resistance WDR62 284403 37 19 36583709 36583709 Missense_Mutation SNP C T 52 328 c.2329C>T c.(2329-2331)CCC>TCC p.P777S

Pat_22 Post-Resistance NUMBL 9253 37 19 41188694 41188694 Missense_Mutation SNP G A 22 174 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_22 Post-Resistance SNRPA 6626 37 19 41257328 41257328 Missense_Mutation SNP G C 202 563 c.15G>C c.(13-15)GAG>GAC p.E5D

Pat_22 Post-Resistance PSG5 5673 37 19 43689242 43689242 Missense_Mutation SNP A T 8 670 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_22 Post-Resistance PSG9 5678 37 19 43763240 43763241 Missense_Mutation DNP CC TT 148 517 c.756_757GG>AAc.(754-759)AGGGAG>AGAAAGp.E253K

Pat_22 Post-Resistance PNMAL2 57469 37 19 46998016 46998016 Missense_Mutation SNP C T 8 44 c.707G>A c.(706-708)AGG>AAG p.R236K

Pat_22 Post-Resistance SLC8A2 6543 37 19 47935442 47935442 Missense_Mutation SNP G C 26 78 c.2371C>G c.(2371-2373)CTG>GTG p.L791V

Pat_22 Post-Resistance ACPT 93650 37 19 51293729 51293729 Missense_Mutation SNP C G 3 18 c.58C>G c.(58-60)CTG>GTG p.L20V

Pat_22 Post-Resistance SIGLEC9 27180 37 19 51629019 51629019 Missense_Mutation SNP C T 54 208 c.587C>T c.(586-588)TCG>TTG p.S196L

Pat_22 Post-Resistance SIGLEC12 89858 37 19 52002706 52002706 Missense_Mutation SNP C T 31 126 c.1073G>A c.(1072-1074)CGA>CAA p.R358Q

Pat_22 Post-Resistance ZNF331 55422 37 19 54080796 54080796 Missense_Mutation SNP G A 26 195 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_22 Post-Resistance KIR3DL1 3811 37 19 55331370 55331370 Missense_Mutation SNP G T 5 311 c.558G>T c.(556-558)ATG>ATT p.M186I

Pat_22 Post-Resistance NLRP8 126205 37 19 56466752 56466752 Missense_Mutation SNP C T 37 241 c.1328C>T c.(1327-1329)TCC>TTC p.S443F

Pat_22 Post-Resistance GPR113 165082 37 2 26534297 26534297 Missense_Mutation SNP C T 117 196 c.2299G>A c.(2299-2301)GAA>AAA p.E767K

Pat_22 Post-Resistance ERLEC1 27248 37 2 54028628 54028628 Missense_Mutation SNP G A 7 286 c.620G>A c.(619-621)AGA>AAA p.R207K

Pat_22 Post-Resistance TPRKB 51002 37 2 73959336 73959336 Missense_Mutation SNP C T 25 140 c.218G>A c.(217-219)AGA>AAA p.R73K

Pat_22 Post-Resistance TCF7L1 83439 37 2 85531407 85531407 Missense_Mutation SNP C T 49 295 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_22 Post-Resistance PTCD3 55037 37 2 86335622 86335622 Splice_Site SNP G A 81 289 c.158_splice c.e3-1 p.G53_splice

Pat_22 Post-Resistance ST6GAL2 84620 37 2 107459497 107459497 Missense_Mutation SNP C T 14 34 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_22 Post-Resistance ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 13 69 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_22 Post-Resistance IL1B 3553 37 2 113590968 113590968 Missense_Mutation SNP G A 28 118 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_22 Post-Resistance WDR33 55339 37 2 128467366 128467366 Missense_Mutation SNP G A 39 305 c.3373C>T c.(3373-3375)CCT>TCT p.P1125S

Pat_22 Post-Resistance BAZ2B 29994 37 2 160310283 160310283 Missense_Mutation SNP G A 17 108 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_22 Post-Resistance SCN2A 6326 37 2 166245451 166245451 Missense_Mutation SNP C T 70 602 c.5135C>T c.(5134-5136)ACC>ATC p.T1712I

Pat_22 Post-Resistance FASTKD1 79675 37 2 170403111 170403111 Missense_Mutation SNP C T 48 251 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_22 Post-Resistance EVX2 344191 37 2 176945436 176945436 Missense_Mutation SNP G A 4 24 c.830C>T c.(829-831)CCC>CTC p.P277L

Pat_22 Post-Resistance TTN 7273 37 2 179472716 179472716 Missense_Mutation SNP C T 26 224 c.45094G>A c.(45094-45096)GAA>AAA p.E15032K

Pat_22 Post-Resistance TTN 7273 37 2 179586756 179586756 Missense_Mutation SNP C T 134 386 c.18902G>A c.(18901-18903)CGA>CAA p.R6301Q

Pat_22 Post-Resistance TTN 7273 37 2 179604201 179604201 Missense_Mutation SNP C T 15 107 c.13246G>A c.(13246-13248)GAG>AAG p.E4416K

Pat_22 Post-Resistance TTN 7273 37 2 179613212 179613212 Nonsense_Mutation SNP C A 8 196 c.13915G>T c.(13915-13917)GAA>TAA p.E4639*

Pat_22 Post-Resistance SDPR 8436 37 2 192700845 192700845 Missense_Mutation SNP G A 118 284 c.1082C>T c.(1081-1083)TCC>TTC p.S361F

Pat_22 Post-Resistance AOX1 316 37 2 201492113 201492114 Missense_Mutation DNP GG AA 78 538 c.2162_2163GG>AAc.(2161-2163)AGG>AAA p.R721K



Pat_22 Post-Resistance AOX1 316 37 2 201515721 201515721 Missense_Mutation SNP G A 50 150 c.2872G>A c.(2872-2874)GAA>AAA p.E958K

Pat_22 Post-Resistance CASP10 843 37 2 202093684 202093684 Missense_Mutation SNP G A 27 62 c.1444G>A c.(1444-1446)GAA>AAA p.E482K

Pat_22 Post-Resistance TTLL4 9654 37 2 219612363 219612363 Missense_Mutation SNP C A 62 290 c.2293C>A c.(2293-2295)CTG>ATG p.L765M

Pat_22 Post-Resistance CUL3 8452 37 2 225449690 225449690 Missense_Mutation SNP C T 8 55 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_22 Post-Resistance MTERFD2 130916 37 2 242035499 242035499 Missense_Mutation SNP C G 4 62 c.1147G>C c.(1147-1149)GAT>CAT p.D383H

Pat_22 Post-Resistance PAK7 57144 37 20 9538302 9538302 Missense_Mutation SNP G A 66 175 c.1696C>T c.(1696-1698)CAC>TAC p.H566Y

Pat_22 Post-Resistance ACSS1 84532 37 20 24995839 24995839 Nonsense_Mutation SNP C T 13 131 c.1274G>A c.(1273-1275)TGG>TAG p.W425*

Pat_22 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 5 232 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_22 Post-Resistance FAM83C 128876 37 20 33876617 33876617 Missense_Mutation SNP C T 26 92 c.658G>A c.(658-660)GAC>AAC p.D220N

Pat_22 Post-Resistance RBM12 10137 37 20 34240655 34240655 Missense_Mutation SNP G A 54 153 c.2590C>T c.(2590-2592)CCC>TCC p.P864S

Pat_22 Post-Resistance PPP1R16B 26051 37 20 37546830 37546830 Missense_Mutation SNP T A 155 402 c.1225T>A c.(1225-1227)TCC>ACC p.S409T

Pat_22 Post-Resistance WFDC3 140686 37 20 44405770 44405770 Missense_Mutation SNP C T 27 131 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_22 Post-Resistance CBLN4 140689 37 20 54573681 54573681 Missense_Mutation SNP C T 25 185 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_22 Post-Resistance CLTCL1 8218 37 22 19196557 19196557 Missense_Mutation SNP G A 4 47 c.3317C>T c.(3316-3318)GCT>GTT p.A1106V

Pat_22 Post-Resistance TATDN2 9797 37 3 10320139 10320139 Missense_Mutation SNP C T 151 383 c.2138C>T c.(2137-2139)CCT>CTT p.P713L

Pat_22 Post-Resistance TATDN2 9797 37 3 10320141 10320141 Missense_Mutation SNP C T 142 374 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_22 Post-Resistance SYN2 6854 37 3 12182183 12182183 Missense_Mutation SNP G A 10 32 c.410G>A c.(409-411)GGA>GAA p.G137E

Pat_22 Post-Resistance SLC4A7 9497 37 3 27436107 27436107 Missense_Mutation SNP C T 87 219 c.2992G>A c.(2992-2994)GAA>AAA p.E998K

Pat_22 Post-Resistance ACOX2 8309 37 3 58510153 58510153 Missense_Mutation SNP C T 32 194 c.1526G>A c.(1525-1527)AGG>AAG p.R509K

Pat_22 Post-Resistance SUCLG2 8801 37 3 67451239 67451239 Missense_Mutation SNP C T 4 162 c.1099G>A c.(1099-1101)GTC>ATC p.V367I

Pat_22 Post-Resistance KIAA1524 57650 37 3 108300300 108300300 Missense_Mutation SNP G A 34 214 c.511C>T c.(511-513)CGG>TGG p.R171W

Pat_22 Post-Resistance IGSF11 152404 37 3 118623508 118623508 Missense_Mutation SNP G A 75 160 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_22 Post-Resistance GPR156 165829 37 3 119886537 119886537 Missense_Mutation SNP G A 26 51 c.1787C>T c.(1786-1788)CCT>CTT p.P596L

Pat_22 Post-Resistance POLQ 10721 37 3 121238898 121238898 Missense_Mutation SNP C T 58 102 c.1288G>A c.(1288-1290)GGA>AGA p.G430R

Pat_22 Post-Resistance SLC15A2 6565 37 3 121641115 121641115 Missense_Mutation SNP G A 48 110 c.746G>A c.(745-747)GGA>GAA p.G249E

Pat_22 Post-Resistance OSBPL11 114885 37 3 125249392 125249392 Nonsense_Mutation SNP C T 11 110 c.2211G>A c.(2209-2211)TGG>TGA p.W737*

Pat_22 Post-Resistance DNAJB8 165721 37 3 128181773 128181773 Missense_Mutation SNP C T 10 91 c.316G>A c.(316-318)GGC>AGC p.G106S

Pat_22 Post-Resistance KIAA1257 57501 37 3 128690150 128690150 Missense_Mutation SNP G A 8 43 c.1148C>T c.(1147-1149)GCC>GTC p.A383V

Pat_22 Post-Resistance LRRC31 79782 37 3 169557925 169557925 Missense_Mutation SNP A G 87 211 c.1504T>C c.(1504-1506)TTT>CTT p.F502L

Pat_22 Post-Resistance MUC4 4585 37 3 195505774 195505774 Missense_Mutation SNP G T 4 21 c.12293C>A c.(12292-12294)CCT>CAT p.P4098H

Pat_22 Post-Resistance PIGZ 80235 37 3 196674974 196674974 Missense_Mutation SNP G A 4 82 c.794C>T c.(793-795)GCA>GTA p.A265V

Pat_22 Post-Resistance DEFB131 644414 37 4 9446290 9446290 Missense_Mutation SNP C T 17 101 c.31C>T c.(31-33)CTT>TTT p.L11F

Pat_22 Post-Resistance SLIT2 9353 37 4 20591326 20591326 Missense_Mutation SNP G A 16 93 c.3148G>A c.(3148-3150)GAT>AAT p.D1050N

Pat_22 Post-Resistance ANAPC4 29945 37 4 25398350 25398350 Missense_Mutation SNP T C 28 91 c.1126T>C c.(1126-1128)TAT>CAT p.Y376H

Pat_22 Post-Resistance CORIN 10699 37 4 47746491 47746491 Missense_Mutation SNP A G 96 490 c.727T>C c.(727-729)TTT>CTT p.F243L

Pat_22 Post-Resistance CWH43 80157 37 4 49063860 49063860 Missense_Mutation SNP G A 4 22 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_22 Post-Resistance WDFY3 23001 37 4 85678258 85678258 Missense_Mutation SNP C A 6 280 c.5245G>T c.(5245-5247)GAT>TAT p.D1749Y

Pat_22 Post-Resistance PTPN13 5783 37 4 87693999 87693999 Missense_Mutation SNP C T 49 269 c.5237C>T c.(5236-5238)TCC>TTC p.S1746F

Pat_22 Post-Resistance NPNT 255743 37 4 106848493 106848493 Missense_Mutation SNP C T 32 163 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_22 Post-Resistance SEC24D 9871 37 4 119727108 119727108 Missense_Mutation SNP A G 4 126 c.803T>C c.(802-804)ATC>ACC p.I268T

Pat_22 Post-Resistance BBS7 55212 37 4 122775885 122775885 Missense_Mutation SNP T C 48 276 c.692A>G c.(691-693)GAA>GGA p.E231G

Pat_22 Post-Resistance KIAA1109 84162 37 4 123122189 123122189 Missense_Mutation SNP G A 5 269 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_22 Post-Resistance INPP4B 8821 37 4 143094889 143094889 Missense_Mutation SNP G C 171 327 c.1255C>G c.(1255-1257)CAA>GAA p.Q419E

Pat_22 Post-Resistance LRBA 987 37 4 151821300 151821300 Missense_Mutation SNP G A 42 217 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_22 Post-Resistance ETFDH 2110 37 4 159627861 159627861 Missense_Mutation SNP G A 41 822 c.1549G>A c.(1549-1551)GAC>AAC p.D517N

Pat_22 Post-Resistance ETFDH 2110 37 4 159627900 159627900 Missense_Mutation SNP G A 23 787 c.1588G>A c.(1588-1590)GAA>AAA p.E530K

Pat_22 Post-Resistance ODZ3 55714 37 4 183601472 183601472 Missense_Mutation SNP C T 10 66 c.1609C>T c.(1609-1611)CCA>TCA p.P537S



Pat_22 Post-Resistance LRP2BP 55805 37 4 186294045 186294045 Missense_Mutation SNP C T 23 177 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_22 Post-Resistance FAT1 2195 37 4 187629958 187629958 Missense_Mutation SNP C T 54 217 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_22 Post-Resistance EXOC3 11336 37 5 453788 453788 Missense_Mutation SNP A G 29 439 c.668A>G c.(667-669)GAC>GGC p.D223G

Pat_22 Post-Resistance IRX1 79192 37 5 3599780 3599780 Nonsense_Mutation SNP C T 19 56 c.718C>T c.(718-720)CAG>TAG p.Q240*

Pat_22 Post-Resistance KIAA0947 23379 37 5 5461174 5461174 Missense_Mutation SNP C T 36 316 c.1727C>T c.(1726-1728)CCA>CTA p.P576L

Pat_22 Post-Resistance DNAH5 1767 37 5 13721215 13721215 Missense_Mutation SNP G A 30 170 c.12173C>T c.(12172-12174)TCC>TTC p.S4058F

Pat_22 Post-Resistance DNAH5 1767 37 5 13865981 13865981 Missense_Mutation SNP G A 4 147 c.4151C>T c.(4150-4152)ACA>ATA p.T1384I

Pat_22 Post-Resistance TRIO 7204 37 5 14401083 14401083 Missense_Mutation SNP G T 5 111 c.4626G>T c.(4624-4626)TTG>TTT p.L1542F

Pat_22 Post-Resistance FBXL7 23194 37 5 15928355 15928355 Missense_Mutation SNP G A 5 39 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_22 Post-Resistance PRDM9 56979 37 5 23527052 23527052 Missense_Mutation SNP C T 5 287 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_22 Post-Resistance CDH9 1007 37 5 26881493 26881493 Missense_Mutation SNP C T 21 157 c.2122G>A c.(2122-2124)GAA>AAA p.E708K

Pat_22 Post-Resistance CDH9 1007 37 5 26902807 26902807 Missense_Mutation SNP G A 9 77 c.1031C>T c.(1030-1032)ACT>ATT p.T344I

Pat_22 Post-Resistance CDH6 1004 37 5 31317546 31317546 Missense_Mutation SNP C T 39 191 c.1577C>T c.(1576-1578)TCC>TTC p.S526F

Pat_22 Post-Resistance NPR3 4883 37 5 32712335 32712335 Missense_Mutation SNP C G 4 110 c.453C>G c.(451-453)GAC>GAG p.D151E

Pat_22 Post-Resistance C9 735 37 5 39315936 39315936 Missense_Mutation SNP G A 12 49 c.811C>T c.(811-813)CGG>TGG p.R271W

Pat_22 Post-Resistance MARVELD2 153562 37 5 68715618 68715618 Missense_Mutation SNP C T 35 149 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_22 Post-Resistance VCAN 1462 37 5 82833609 82833609 Missense_Mutation SNP C T 21 166 c.4787C>T c.(4786-4788)TCA>TTA p.S1596L

Pat_22 Post-Resistance CCNH 902 37 5 86697554 86697554 Missense_Mutation SNP C T 9 70 c.725G>A c.(724-726)AGA>AAA p.R242K

Pat_22 Post-Resistance TTC37 9652 37 5 94856445 94856445 Missense_Mutation SNP C T 21 168 c.2089G>A c.(2089-2091)GAA>AAA p.E697K

Pat_22 Post-Resistance SLCO4C1 353189 37 5 101572687 101572687 Missense_Mutation SNP C T 26 92 c.2050G>A c.(2050-2052)GGA>AGA p.G684R

Pat_22 Post-Resistance SLC27A6 28965 37 5 128368934 128368934 Missense_Mutation SNP G A 8 104 c.1819G>A c.(1819-1821)GAA>AAA p.E607K

Pat_22 Post-Resistance TRPC7 57113 37 5 135549236 135549236 Missense_Mutation SNP C T 9 97 c.2473G>A c.(2473-2475)GAA>AAA p.E825K

Pat_22 Post-Resistance SPOCK1 6695 37 5 136314511 136314512 Missense_Mutation DNP CC TT 17 71 c.1151_1152GG>AAc.(1150-1152)GGG>GAA p.G384E

Pat_22 Post-Resistance GFRA3 2676 37 5 137589845 137589845 Missense_Mutation SNP G A 4 137 c.790C>T c.(790-792)CGC>TGC p.R264C

Pat_22 Post-Resistance PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 17 56 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_22 Post-Resistance PCDHB13 56123 37 5 140596049 140596049 Missense_Mutation SNP G A 34 123 c.2354G>A c.(2353-2355)GGA>GAA p.G785E

Pat_22 Post-Resistance PCDHB14 56122 37 5 140605428 140605428 Missense_Mutation SNP G A 17 139 c.2351G>A c.(2350-2352)GGG>GAG p.G784E

Pat_22 Post-Resistance PCDHGB2 56103 37 5 140740726 140740726 Missense_Mutation SNP G A 23 107 c.1024G>A c.(1024-1026)GAT>AAT p.D342N

Pat_22 Post-Resistance ARAP3 64411 37 5 141059845 141059845 Missense_Mutation SNP G A 36 212 c.209C>T c.(208-210)TCC>TTC p.S70F

Pat_22 Post-Resistance GRXCR2 643226 37 5 145252219 145252219 Missense_Mutation SNP C T 39 235 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_22 Post-Resistance JAKMIP2 9832 37 5 147030062 147030062 Missense_Mutation SNP C T 10 92 c.676G>A c.(676-678)GAA>AAA p.E226K

Pat_22 Post-Resistance FBXO38 81545 37 5 147807451 147807451 Missense_Mutation SNP G T 4 97 c.2594G>T c.(2593-2595)CGG>CTG p.R865L

Pat_22 Post-Resistance GRIA1 2890 37 5 153190754 153190754 Missense_Mutation SNP C T 19 90 c.2690C>T c.(2689-2691)TCA>TTA p.S897L

Pat_22 Post-Resistance PWWP2A 114825 37 5 159520191 159520191 Missense_Mutation SNP G A 25 60 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_22 Post-Resistance DOCK2 1794 37 5 169506058 169506058 Missense_Mutation SNP G A 36 202 c.5074G>A c.(5074-5076)GAG>AAG p.E1692K

Pat_22 Post-Resistance MGAT4B 11282 37 5 179227581 179227581 Missense_Mutation SNP G A 3 28 c.622C>T c.(622-624)CAT>TAT p.H208Y

Pat_22 Post-Resistance SLC22A23 63027 37 6 3324095 3324095 Missense_Mutation SNP G A 28 59 c.1055C>T c.(1054-1056)CCC>CTC p.P352L

Pat_22 Post-Resistance CD83 9308 37 6 14131756 14131756 Missense_Mutation SNP G T 4 132 c.159G>T c.(157-159)TTG>TTT p.L53F

Pat_22 Post-Resistance SLC17A1 6568 37 6 25819333 25819333 Missense_Mutation SNP A C 7 51 c.579T>G c.(577-579)TGT>TGG p.C193W

Pat_22 Post-Resistance HLA-DRB5 3127 37 6 32487267 32487267 Nonsense_Mutation SNP G A 91 223 c.532C>T c.(532-534)CAG>TAG p.Q178*

Pat_22 Post-Resistance GLP1R 2740 37 6 39046097 39046097 Splice_Site SNP G A 78 176 c.824_splice c.e8-1 p.G275_splice

Pat_22 Post-Resistance MDFI 4188 37 6 41621284 41621284 Missense_Mutation SNP G A 73 243 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_22 Post-Resistance PKHD1 5314 37 6 51947245 51947245 Missense_Mutation SNP G A 111 379 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_22 Post-Resistance FAM83B 222584 37 6 54805192 54805192 Missense_Mutation SNP C T 73 294 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_22 Post-Resistance COL21A1 81578 37 6 56044571 56044571 Missense_Mutation SNP C T 42 142 c.445G>A c.(445-447)GAT>AAT p.D149N

Pat_22 Post-Resistance PHIP 55023 37 6 79700616 79700616 Missense_Mutation SNP G A 20 79 c.2288C>T c.(2287-2289)CCA>CTA p.P763L

Pat_22 Post-Resistance ELOVL4 6785 37 6 80629160 80629160 Nonsense_Mutation SNP G A 30 214 c.646C>T c.(646-648)CGA>TGA p.R216*



Pat_22 Post-Resistance ANKRD6 22881 37 6 90333759 90333759 Missense_Mutation SNP G A 8 45 c.1201G>A c.(1201-1203)GAT>AAT p.D401N

Pat_22 Post-Resistance ASCC3 10973 37 6 101103625 101103625 Missense_Mutation SNP G A 5 308 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_22 Post-Resistance SCML4 256380 37 6 108071007 108071007 Missense_Mutation SNP C T 4 100 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_22 Post-Resistance CDK19 23097 37 6 110935790 110935790 Missense_Mutation SNP G A 16 143 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Post-Resistance RFX6 222546 37 6 117248471 117248471 Missense_Mutation SNP G A 32 220 c.2167G>A c.(2167-2169)GAG>AAG p.E723K

Pat_22 Post-Resistance VGLL2 245806 37 6 117591810 117591810 Missense_Mutation SNP C T 3 15 c.496C>T c.(496-498)CAC>TAC p.H166Y

Pat_22 Post-Resistance MTHFD1L 25902 37 6 151258056 151258056 Missense_Mutation SNP G A 52 208 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_22 Post-Resistance FTSJ2 29960 37 7 2274902 2274902 Missense_Mutation SNP C T 22 104 c.596G>A c.(595-597)AGT>AAT p.S199N

Pat_22 Post-Resistance DGKB 1607 37 7 14622749 14622749 Missense_Mutation SNP G A 3 126 c.1450C>T c.(1450-1452)CGT>TGT p.R484C

Pat_22 Post-Resistance ANKMY2 57037 37 7 16655443 16655443 Missense_Mutation SNP C T 17 126 c.457G>A c.(457-459)GAG>AAG p.E153K

Pat_22 Post-Resistance STK31 56164 37 7 23768756 23768756 Missense_Mutation SNP G A 33 151 c.371G>A c.(370-372)CGA>CAA p.R124Q

Pat_22 Post-Resistance GCK 2645 37 7 44228513 44228513 Missense_Mutation SNP C T 6 71 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_22 Post-Resistance IKZF1 10320 37 7 50450271 50450271 Missense_Mutation SNP C T 4 93 c.455C>T c.(454-456)GCC>GTC p.A152V

Pat_22 Post-Resistance TYW1 55253 37 7 66563692 66563692 Missense_Mutation SNP C T 22 128 c.1549C>T c.(1549-1551)CCT>TCT p.P517S

Pat_22 Post-Resistance GTPBP10 85865 37 7 90014367 90014367 Missense_Mutation SNP C T 73 261 c.1063C>T c.(1063-1065)CAT>TAT p.H355Y

Pat_22 Post-Resistance SAMD9L 219285 37 7 92762458 92762458 Missense_Mutation SNP C T 6 68 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_22 Post-Resistance COL1A2 1278 37 7 94028379 94028379 Missense_Mutation SNP G A 23 232 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_22 Post-Resistance CYP3A4 1576 37 7 99366124 99366124 Missense_Mutation SNP C T 41 262 c.523G>A c.(523-525)GTC>ATC p.V175I

Pat_22 Post-Resistance PPP1R3A 5506 37 7 113558463 113558463 Missense_Mutation SNP G A 35 125 c.589C>T c.(589-591)CCT>TCT p.P197S

Pat_22 Post-Resistance C7orf58 79974 37 7 120740101 120740101 Missense_Mutation SNP A G 26 170 c.871A>G c.(871-873)ACG>GCG p.T291A

Pat_22 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 394 190 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_22 Post-Resistance TAS2R60 338398 37 7 143141207 143141207 Missense_Mutation SNP G A 120 181 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_22 Post-Resistance ZNF786 136051 37 7 148768111 148768111 Missense_Mutation SNP G A 4 118 c.1753C>T c.(1753-1755)CGC>TGC p.R585C

Pat_22 Post-Resistance ACTR3C 653857 37 7 149983565 149983566 Missense_Mutation DNP TG CA 42 131 c.361_362CA>TG c.(361-363)CAG>TGG p.Q121W

Pat_22 Post-Resistance C7orf29 113763 37 7 150027766 150027766 Nonsense_Mutation SNP G A 113 137 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_22 Post-Resistance CSMD1 64478 37 8 2965315 2965315 Nonsense_Mutation SNP G A 31 140 c.6763C>T c.(6763-6765)CAG>TAG p.Q2255*

Pat_22 Post-Resistance SH2D4A 63898 37 8 19221663 19221663 Missense_Mutation SNP G A 5 101 c.787G>A c.(787-789)GGG>AGG p.G263R

Pat_22 Post-Resistance SCARA3 51435 37 8 27509049 27509049 Missense_Mutation SNP G A 4 77 c.131G>A c.(130-132)CGC>CAC p.R44H

Pat_22 Post-Resistance RP1 6101 37 8 55533900 55533900 Missense_Mutation SNP G A 27 133 c.374G>A c.(373-375)CGG>CAG p.R125Q

Pat_22 Post-Resistance JPH1 56704 37 8 75227798 75227798 Missense_Mutation SNP C G 15 101 c.437G>C c.(436-438)AGC>ACC p.S146T

Pat_22 Post-Resistance SLC7A13 157724 37 8 87241932 87241932 Missense_Mutation SNP C T 215 161 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_22 Post-Resistance RBM12B 389677 37 8 94747846 94747846 Nonsense_Mutation SNP G A 29 292 c.793C>T c.(793-795)CGA>TGA p.R265*

Pat_22 Post-Resistance POP1 10940 37 8 99146777 99146777 Missense_Mutation SNP C T 14 190 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_22 Post-Resistance ABRA 137735 37 8 107781965 107781965 Missense_Mutation SNP G A 55 559 c.454C>T c.(454-456)CAC>TAC p.H152Y

Pat_22 Post-Resistance ENPP2 5168 37 8 120613682 120613682 Missense_Mutation SNP C T 47 463 c.854G>A c.(853-855)AGA>AAA p.R285K

Pat_22 Post-Resistance MTBP 27085 37 8 121528398 121528398 Missense_Mutation SNP C T 4 97 c.2213C>T c.(2212-2214)TCT>TTT p.S738F

Pat_22 Post-Resistance KIAA0196 9897 37 8 126051070 126051070 Splice_Site SNP A G 173 207 c.3084_splice c.e25+1 p.K1028_splice

Pat_22 Post-Resistance LRRC6 23639 37 8 133637582 133637582 Missense_Mutation SNP G A 47 61 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_22 Post-Resistance SHARPIN 81858 37 8 145154852 145154852 Missense_Mutation SNP G A 39 37 c.497C>T c.(496-498)CCT>CTT p.P166L

Pat_22 Post-Resistance C9orf66 157983 37 9 214556 214556 Missense_Mutation SNP C T 40 149 c.841G>A c.(841-843)GAG>AAG p.E281K

Pat_22 Post-Resistance CDC37L1 55664 37 9 4679813 4679813 Missense_Mutation SNP G C 3 80 c.46G>C c.(46-48)GCC>CCC p.A16P

Pat_22 Post-Resistance RANBP6 26953 37 9 6012811 6012811 Missense_Mutation SNP C A 4 139 c.2797G>T c.(2797-2799)GCT>TCT p.A933S

Pat_22 Post-Resistance PTPRD 5789 37 9 8500886 8500886 Missense_Mutation SNP G A 221 316 c.1996C>T c.(1996-1998)CCT>TCT p.P666S

Pat_22 Post-Resistance IFNA21 3452 37 9 21166224 21166224 Missense_Mutation SNP C T 210 341 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_22 Post-Resistance TMEM215 401498 37 9 32784875 32784875 Missense_Mutation SNP G A 5 234 c.694G>A c.(694-696)GAG>AAG p.E232K

Pat_22 Post-Resistance CDK20 23552 37 9 90586181 90586182 Missense_Mutation DNP CC TT 20 86 c.258_259GG>AAc.(256-261)TCGGAT>TCAAAT p.D87N

Pat_22 Post-Resistance HABP4 22927 37 9 99250477 99250477 Missense_Mutation SNP G A 5 205 c.1106G>A c.(1105-1107)CGT>CAT p.R369H



Pat_22 Post-Resistance ALDOB 229 37 9 104190778 104190778 Missense_Mutation SNP C T 39 283 c.352G>A c.(352-354)GGA>AGA p.G118R

Pat_22 Post-Resistance PHF19 26147 37 9 123636851 123636851 Missense_Mutation SNP G A 75 194 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Post-Resistance PDCL 5082 37 9 125582834 125582834 Missense_Mutation SNP C T 36 173 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_22 Post-Resistance RPL12 6136 37 9 130211903 130211903 Missense_Mutation SNP T C 3 128 c.196A>G c.(196-198)AAC>GAC p.N66D

Pat_22 Post-Resistance ACE2 59272 37 X 15596407 15596407 Missense_Mutation SNP C T 41 142 c.1102G>A c.(1102-1104)GAC>AAC p.D368N

Pat_22 Post-Resistance BEND2 139105 37 X 18219991 18219991 Missense_Mutation SNP C T 66 200 c.977G>A c.(976-978)GGA>GAA p.G326E

Pat_22 Post-Resistance MAP7D2 256714 37 X 20062607 20062607 Missense_Mutation SNP G A 49 297 c.631C>T c.(631-633)CCT>TCT p.P211S

Pat_22 Post-Resistance KLHL34 257240 37 X 21674138 21674138 Missense_Mutation SNP C T 3 53 c.1769G>A c.(1768-1770)CGC>CAC p.R590H

Pat_22 Post-Resistance FAM47C 442444 37 X 37029119 37029119 Missense_Mutation SNP G A 46 195 c.2636G>A c.(2635-2637)AGA>AAA p.R879K

Pat_22 Post-Resistance FAM123B 139285 37 X 63410913 63410913 Missense_Mutation SNP C T 26 63 c.2254G>A c.(2254-2256)GAA>AAA p.E752K

Pat_22 Post-Resistance RLIM 51132 37 X 73812068 73812068 Missense_Mutation SNP C T 98 194 c.1082G>A c.(1081-1083)GGA>GAA p.G361E

Pat_22 Post-Resistance SERPINA7 6906 37 X 105278344 105278344 Missense_Mutation SNP G A 25 166 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_22 Post-Resistance TBC1D8B 54885 37 X 106109164 106109164 Missense_Mutation SNP C T 173 433 c.2563C>T c.(2563-2565)CAT>TAT p.H855Y

Pat_22 Post-Resistance ALG13 79868 37 X 111003208 111003208 Missense_Mutation SNP A T 4 125 c.3395A>T c.(3394-3396)TAT>TTT p.Y1132F

Pat_22 Post-Resistance DOCK11 139818 37 X 117752516 117752516 Missense_Mutation SNP C T 69 199 c.3296C>T c.(3295-3297)TCA>TTA p.S1099L

Pat_22 Post-Resistance SLC25A5 292 37 X 118603691 118603691 Missense_Mutation SNP G A 8 745 c.179G>A c.(178-180)CGT>CAT p.R60H

Pat_22 Post-Resistance ACTRT1 139741 37 X 127185237 127185237 Missense_Mutation SNP C T 54 142 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_22 Post-Resistance XPNPEP2 7512 37 X 128881600 128881600 Missense_Mutation SNP G A 20 147 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_22 Post-Resistance ZNF449 203523 37 X 134494528 134494528 Missense_Mutation SNP C T 26 215 c.1084C>T c.(1084-1086)CGT>TGT p.R362C

Pat_22 Post-Resistance ATP11C 286410 37 X 138856954 138856954 Missense_Mutation SNP G A 43 294 c.2120C>T c.(2119-2121)ACC>ATC p.T707I

Pat_22 Post-Resistance MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 6 272 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_22 Post-Resistance AFF2 2334 37 X 147743727 147743727 Nonsense_Mutation SNP C A 84 586 c.479C>A c.(478-480)TCA>TAA p.S160*

Pat_22 Post-Resistance FLNA 2316 37 X 153594547 153594547 Missense_Mutation SNP C T 10 175 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_22 Post-Resistance DKC1 1736 37 X 153994523 153994523 Missense_Mutation SNP A G 28 250 c.296A>G c.(295-297)AAC>AGC p.N99S

Pat_22 Post-Resistance RAB39B 116442 37 X 154490289 154490289 Missense_Mutation SNP C T 7 245 c.441G>A c.(439-441)ATG>ATA p.M147I

Pat_22 Post-Resistance RAB39B 116442 37 X 154493417 154493417 Missense_Mutation SNP C T 24 387 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_24 Pre-Treatment NOC2L 26155 37 1 883917 883917 Missense_Mutation SNP C T 4 144 c.1510G>A c.(1510-1512)GTG>ATG p.V504M

Pat_24 Pre-Treatment NOC2L 26155 37 1 889226 889226 Missense_Mutation SNP C T 4 80 c.824G>A c.(823-825)CGG>CAG p.R275Q

Pat_24 Pre-Treatment AGRN 375790 37 1 981567 981567 Missense_Mutation SNP G A 6 371 c.2833G>A c.(2833-2835)GGC>AGC p.G945S

Pat_24 Pre-Treatment CALML6 163688 37 1 1848504 1848504 Missense_Mutation SNP G A 4 38 c.490G>A c.(490-492)GAC>AAC p.D164N

Pat_24 Pre-Treatment KIAA1751 85452 37 1 1887145 1887145 Missense_Mutation SNP C T 44 74 c.2161G>A c.(2161-2163)GAG>AAG p.E721K

Pat_24 Pre-Treatment MEGF6 1953 37 1 3424398 3424398 Missense_Mutation SNP G A 6 234 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_24 Pre-Treatment CAMTA1 23261 37 1 7723494 7723494 Missense_Mutation SNP G A 6 479 c.887G>A c.(886-888)GGG>GAG p.G296E

Pat_24 Pre-Treatment CA6 765 37 1 9009433 9009433 Missense_Mutation SNP A G 3 76 c.191A>G c.(190-192)AAG>AGG p.K64R

Pat_24 Pre-Treatment UBE4B 10277 37 1 10163069 10163069 Missense_Mutation SNP C T 4 135 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_24 Pre-Treatment KIF1B 23095 37 1 10386389 10386389 Nonsense_Mutation SNP C T 4 103 c.2896C>T c.(2896-2898)CGA>TGA p.R966*

Pat_24 Pre-Treatment MASP2 10747 37 1 11087664 11087664 Missense_Mutation SNP C T 46 93 c.1339G>A c.(1339-1341)GGA>AGA p.G447R

Pat_24 Pre-Treatment MFN2 9927 37 1 12059138 12059138 Missense_Mutation SNP G A 4 185 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_24 Pre-Treatment TNFRSF8 943 37 1 12170154 12170154 Missense_Mutation SNP G A 4 175 c.569G>A c.(568-570)AGC>AAC p.S190N

Pat_24 Pre-Treatment VPS13D 55187 37 1 12337906 12337906 Missense_Mutation SNP C T 4 215 c.4261C>T c.(4261-4263)CGT>TGT p.R1421C

Pat_24 Pre-Treatment VPS13D 55187 37 1 12463904 12463904 Missense_Mutation SNP C T 42 78 c.11908C>T c.(11908-11910)CAT>TAT p.H3970Y

Pat_24 Pre-Treatment PRAMEF12 390999 37 1 12837729 12837729 Missense_Mutation SNP G A 39 77 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_24 Pre-Treatment PRAMEF1 65121 37 1 12856002 12856002 Missense_Mutation SNP G A 52 402 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_24 Pre-Treatment LOC440563 440563 37 1 13183494 13183494 Missense_Mutation SNP G A 16 111 c.379C>T c.(379-381)CCA>TCA p.P127S

Pat_24 Pre-Treatment ZBTB17 7709 37 1 16269047 16269047 Missense_Mutation SNP G A 4 243 c.2015C>T c.(2014-2016)GCG>GTG p.A672V

Pat_24 Pre-Treatment ARHGEF19 128272 37 1 16535275 16535275 Missense_Mutation SNP C T 23 24 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_24 Pre-Treatment ATP13A2 23400 37 1 17318253 17318253 Missense_Mutation SNP G A 5 215 c.2227C>T c.(2227-2229)CGC>TGC p.R743C



Pat_24 Pre-Treatment IGSF21 84966 37 1 18702857 18702857 Missense_Mutation SNP G A 131 240 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_24 Pre-Treatment UBR4 23352 37 1 19480265 19480266 Missense_Mutation DNP CG TA 4 157 c.6626_6627CG>TAc.(6625-6627)GCG>GTA p.A2209V

Pat_24 Pre-Treatment UBR4 23352 37 1 19490771 19490771 Missense_Mutation SNP G A 4 104 c.4676C>T c.(4675-4677)GCT>GTT p.A1559V

Pat_24 Pre-Treatment PQLC2 54896 37 1 19651203 19651203 Missense_Mutation SNP G A 4 63 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_24 Pre-Treatment TMCO4 255104 37 1 20027300 20027300 Missense_Mutation SNP C T 6 268 c.1343G>A c.(1342-1344)CGG>CAG p.R448Q

Pat_24 Pre-Treatment PLA2G2A 5320 37 1 20302261 20302261 Missense_Mutation SNP G A 4 118 c.368C>T c.(367-369)ACG>ATG p.T123M

Pat_24 Pre-Treatment PLA2G2A 5320 37 1 20304963 20304963 Missense_Mutation SNP G A 4 99 c.95C>T c.(94-96)ACG>ATG p.T32M

Pat_24 Pre-Treatment HSPG2 3339 37 1 22168731 22168731 Splice_Site SNP C T 4 138 c.9052_splice c.e68+1 p.R3018_splice

Pat_24 Pre-Treatment KDM1A 23028 37 1 23399805 23399805 Missense_Mutation SNP G A 53 112 c.1571G>A c.(1570-1572)AGA>AAA p.R524K

Pat_24 Pre-Treatment ASAP3 55616 37 1 23763960 23763960 Missense_Mutation SNP G A 4 180 c.1108C>T c.(1108-1110)CGG>TGG p.R370W

Pat_24 Pre-Treatment E2F2 1870 37 1 23848359 23848359 Missense_Mutation SNP C T 4 183 c.548G>A c.(547-549)CGC>CAC p.R183H

Pat_24 Pre-Treatment GRHL3 57822 37 1 24669436 24669436 Missense_Mutation SNP G A 5 357 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_24 Pre-Treatment CNKSR1 10256 37 1 26504045 26504045 Missense_Mutation SNP C T 38 75 c.7C>T c.(7-9)CCG>TCG p.P3S

Pat_24 Pre-Treatment WDTC1 23038 37 1 27624562 27624562 Missense_Mutation SNP C T 4 201 c.1192C>T c.(1192-1194)CTT>TTT p.L398F

Pat_24 Pre-Treatment GPR3 2827 37 1 27720960 27720960 Missense_Mutation SNP G A 4 167 c.658G>A c.(658-660)GTC>ATC p.V220I

Pat_24 Pre-Treatment MATN1 4146 37 1 31194293 31194293 Missense_Mutation SNP C T 6 397 c.400G>A c.(400-402)GAT>AAT p.D134N

Pat_24 Pre-Treatment NKAIN1 79570 37 1 31655401 31655401 Missense_Mutation SNP C A 105 160 c.508G>T c.(508-510)GTG>TTG p.V170L

Pat_24 Pre-Treatment COL16A1 1307 37 1 32163665 32163665 Missense_Mutation SNP G A 5 93 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_24 Pre-Treatment BAI2 576 37 1 32204495 32204495 Missense_Mutation SNP G A 5 284 c.2539C>T c.(2539-2541)CGC>TGC p.R847C

Pat_24 Pre-Treatment SPOCD1 90853 37 1 32262229 32262229 Missense_Mutation SNP G A 6 421 c.2233C>T c.(2233-2235)CGG>TGG p.R745W

Pat_24 Pre-Treatment TRIM62 55223 37 1 33613004 33613004 Missense_Mutation SNP G A 4 174 c.1202C>T c.(1201-1203)ACG>ATG p.T401M

Pat_24 Pre-Treatment TRIM62 55223 37 1 33625416 33625416 Missense_Mutation SNP C T 5 277 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_24 Pre-Treatment C1orf94 84970 37 1 34663095 34663095 Missense_Mutation SNP G A 85 143 c.20G>A c.(19-21)AGG>AAG p.R7K

Pat_24 Pre-Treatment EPHA10 284656 37 1 38227437 38227437 Missense_Mutation SNP C T 22 48 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_24 Pre-Treatment UTP11L 51118 37 1 38488443 38488443 Missense_Mutation SNP G A 4 110 c.640G>A c.(640-642)GTT>ATT p.V214I

Pat_24 Pre-Treatment MACF1 23499 37 1 39751063 39751063 Splice_Site SNP G A 4 186 c.1368_splice c.e14+1 p.A456_splice

Pat_24 Pre-Treatment KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 3 61 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_24 Pre-Treatment CCDC30 728621 37 1 43011243 43011243 Missense_Mutation SNP G A 29 57 c.418G>A c.(418-420)GAA>AAA p.E140K

Pat_24 Pre-Treatment TIE1 7075 37 1 43782919 43782919 Missense_Mutation SNP G A 4 191 c.2459G>A c.(2458-2460)CGG>CAG p.R820Q

Pat_24 Pre-Treatment KIAA0467 23334 37 1 43893309 43893309 Missense_Mutation SNP G A 4 241 c.1010G>A c.(1009-1011)CGG>CAG p.R337Q

Pat_24 Pre-Treatment KIAA0467 23334 37 1 43909464 43909464 Missense_Mutation SNP G A 5 201 c.6125G>A c.(6124-6126)CGC>CAC p.R2042H

Pat_24 Pre-Treatment SLC6A9 6536 37 1 44474289 44474289 Missense_Mutation SNP C T 16 20 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_24 Pre-Treatment DMAP1 55929 37 1 44680523 44680523 Missense_Mutation SNP C T 4 167 c.346C>T c.(346-348)CGT>TGT p.R116C

Pat_24 Pre-Treatment CYP4B1 1580 37 1 47283696 47283696 Missense_Mutation SNP C T 90 120 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_24 Pre-Treatment CYP4A22 284541 37 1 47607897 47607897 Missense_Mutation SNP G A 20 69 c.500G>A c.(499-501)CGA>CAA p.R167Q

Pat_24 Pre-Treatment TAL1 6886 37 1 47685757 47685757 Missense_Mutation SNP G A 76 114 c.631C>T c.(631-633)CGC>TGC p.R211C

Pat_24 Pre-Treatment ELAVL4 1996 37 1 50610750 50610750 Missense_Mutation SNP G A 5 197 c.131G>A c.(130-132)AGC>AAC p.S44N

Pat_24 Pre-Treatment PODN 127435 37 1 53544158 53544158 Missense_Mutation SNP G A 4 62 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_24 Pre-Treatment GLIS1 148979 37 1 53995598 53995598 Missense_Mutation SNP G A 4 82 c.823C>T c.(823-825)CGG>TGG p.R275W

Pat_24 Pre-Treatment ACOT11 26027 37 1 55065066 55065066 Missense_Mutation SNP G A 6 541 c.862G>A c.(862-864)GTG>ATG p.V288M

Pat_24 Pre-Treatment PARS2 25973 37 1 55224437 55224437 Missense_Mutation SNP C T 5 382 c.398G>A c.(397-399)CGG>CAG p.R133Q

Pat_24 Pre-Treatment JAK1 3716 37 1 65335121 65335121 Nonsense_Mutation SNP G A 4 123 c.520C>T c.(520-522)CGA>TGA p.R174*

Pat_24 Pre-Treatment C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T C 50 127 c.1625A>G c.(1624-1626)AAA>AGA p.K542R

Pat_24 Pre-Treatment C1orf173 127254 37 1 75072303 75072303 Missense_Mutation SNP C T 71 87 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_24 Pre-Treatment BCL10 8915 37 1 85742019 85742019 Missense_Mutation SNP G A 4 166 c.17C>T c.(16-18)CCG>CTG p.P6L

Pat_24 Pre-Treatment GBP2 2634 37 1 89578223 89578223 Missense_Mutation SNP G A 6 413 c.1294C>T c.(1294-1296)CGT>TGT p.R432C

Pat_24 Pre-Treatment ABCA4 24 37 1 94497348 94497348 Missense_Mutation SNP C T 48 63 c.4114G>A c.(4114-4116)GAC>AAC p.D1372N



Pat_24 Pre-Treatment ARHGAP29 9411 37 1 94655584 94655584 Missense_Mutation SNP C T 4 100 c.1337G>A c.(1336-1338)AGT>AAT p.S446N

Pat_24 Pre-Treatment CNN3 1266 37 1 95363578 95363578 Missense_Mutation SNP G A 6 331 c.710C>T c.(709-711)CCG>CTG p.P237L

Pat_24 Pre-Treatment OLFM3 118427 37 1 102312505 102312505 Missense_Mutation SNP C T 40 96 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_24 Pre-Treatment COL11A1 1301 37 1 103427784 103427784 Missense_Mutation SNP C T 45 104 c.3062G>A c.(3061-3063)GGA>GAA p.G1021E

Pat_24 Pre-Treatment KIAA1324 57535 37 1 109741247 109741247 Missense_Mutation SNP G A 4 107 c.2452G>A c.(2452-2454)GTC>ATC p.V818I

Pat_24 Pre-Treatment CHI3L2 1117 37 1 111781480 111781480 Missense_Mutation SNP G A 8 327 c.844G>A c.(844-846)GTG>ATG p.V282M

Pat_24 Pre-Treatment MAN1A2 10905 37 1 118008992 118008992 Missense_Mutation SNP C T 20 57 c.1111C>T c.(1111-1113)CGT>TGT p.R371C

Pat_24 Pre-Treatment GDAP2 54834 37 1 118462964 118462964 Missense_Mutation SNP G A 5 103 c.17C>T c.(16-18)GCA>GTA p.A6V

Pat_24 Pre-Treatment ZNF697 90874 37 1 120166548 120166548 Missense_Mutation SNP C T 4 8 c.418G>A c.(418-420)GTA>ATA p.V140I

Pat_24 Pre-Treatment NBPF7 343505 37 1 120387026 120387026 Missense_Mutation SNP G A 5 235 c.133C>T c.(133-135)CGC>TGC p.R45C

Pat_24 Pre-Treatment NOTCH2 4853 37 1 120506280 120506280 Missense_Mutation SNP C T 7 418 c.1832G>A c.(1831-1833)TGT>TAT p.C611Y

Pat_24 Pre-Treatment PPIAL4G 644591 37 1 143767640 143767640 Missense_Mutation SNP G A 10 563 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_24 Pre-Treatment NBPF9 400818 37 1 144815950 144815950 Missense_Mutation SNP G C 5 352 c.1321G>C c.(1321-1323)GAC>CAC p.D441H

Pat_24 Pre-Treatment HFE2 148738 37 1 145416650 145416650 Missense_Mutation SNP G A 6 130 c.995G>A c.(994-996)CGC>CAC p.R332H

Pat_24 Pre-Treatment NBPF15 284565 37 1 148591264 148591264 Missense_Mutation SNP T G 9 213 c.1329T>G c.(1327-1329)TGT>TGG p.C443W

Pat_24 Pre-Treatment ARNT 405 37 1 150786615 150786615 Missense_Mutation SNP G A 7 395 c.2051C>T c.(2050-2052)GCC>GTC p.A684V

Pat_24 Pre-Treatment ARNT 405 37 1 150807020 150807020 Missense_Mutation SNP C T 6 332 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_24 Pre-Treatment FLG 2312 37 1 152281475 152281475 Missense_Mutation SNP C T 187 486 c.5887G>A c.(5887-5889)GAC>AAC p.D1963N

Pat_24 Pre-Treatment SPRR3 6707 37 1 152975642 152975642 Missense_Mutation SNP G A 26 41 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_24 Pre-Treatment NPR1 4881 37 1 153660175 153660175 Missense_Mutation SNP G A 5 250 c.2158G>A c.(2158-2160)GGT>AGT p.G720S

Pat_24 Pre-Treatment GATAD2B 57459 37 1 153788964 153788964 Missense_Mutation SNP G A 5 137 c.1001C>T c.(1000-1002)TCG>TTG p.S334L

Pat_24 Pre-Treatment FLAD1 80308 37 1 154965460 154965460 Missense_Mutation SNP C T 4 218 c.1711C>T c.(1711-1713)CGT>TGT p.R571C

Pat_24 Pre-Treatment THBS3 7059 37 1 155172066 155172066 Missense_Mutation SNP G A 5 272 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_24 Pre-Treatment RUSC1 23623 37 1 155292183 155292183 Missense_Mutation SNP C T 4 83 c.619C>T c.(619-621)CTC>TTC p.L207F

Pat_24 Pre-Treatment GON4L 54856 37 1 155734847 155734847 Missense_Mutation SNP C T 5 97 c.4417G>A c.(4417-4419)GAA>AAA p.E1473K

Pat_24 Pre-Treatment LMNA 4000 37 1 156105026 156105026 Missense_Mutation SNP G A 4 161 c.859G>A c.(859-861)GCT>ACT p.A287T

Pat_24 Pre-Treatment NTRK1 4914 37 1 156849018 156849018 Missense_Mutation SNP G A 28 26 c.1910G>A c.(1909-1911)GGG>GAG p.G637E

Pat_24 Pre-Treatment PEAR1 375033 37 1 156882753 156882753 Missense_Mutation SNP G A 4 162 c.2401G>A c.(2401-2403)GGC>AGC p.G801S

Pat_24 Pre-Treatment FCRL5 83416 37 1 157490858 157490858 Missense_Mutation SNP C T 4 165 c.2464G>A c.(2464-2466)GAC>AAC p.D822N

Pat_24 Pre-Treatment SPTA1 6708 37 1 158615148 158615148 Missense_Mutation SNP C T 4 74 c.4024G>A c.(4024-4026)GCT>ACT p.A1342T

Pat_24 Pre-Treatment HSPA7 3311 37 1 161577111 161577111 Missense_Mutation SNP C T 5 107 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_24 Pre-Treatment POGK 57645 37 1 166819237 166819237 Missense_Mutation SNP G A 4 203 c.1421G>A c.(1420-1422)CGG>CAG p.R474Q

Pat_24 Pre-Treatment XCL1 6375 37 1 168549354 168549354 Nonsense_Mutation SNP C T 5 346 c.115C>T c.(115-117)CGA>TGA p.R39*

Pat_24 Pre-Treatment TNN 63923 37 1 175066678 175066678 Missense_Mutation SNP G A 46 111 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_24 Pre-Treatment FAM5B 57795 37 1 177247738 177247738 Missense_Mutation SNP G A 7 738 c.1052G>A c.(1051-1053)CGG>CAG p.R351Q

Pat_24 Pre-Treatment ANGPTL1 9068 37 1 178834455 178834455 Missense_Mutation SNP G T 4 72 c.457C>A c.(457-459)CAA>AAA p.Q153K

Pat_24 Pre-Treatment PDC 5132 37 1 186418565 186418565 Missense_Mutation SNP C A 5 220 c.27G>T c.(25-27)TTG>TTT p.L9F

Pat_24 Pre-Treatment CRB1 23418 37 1 197446956 197446956 Nonsense_Mutation SNP C T 4 224 c.4168C>T c.(4168-4170)CGA>TGA p.R1390*

Pat_24 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 7 130 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_24 Pre-Treatment KIF21B 23046 37 1 200960046 200960046 Nonsense_Mutation SNP G A 4 206 c.2686C>T c.(2686-2688)CGA>TGA p.R896*

Pat_24 Pre-Treatment PPFIA4 8497 37 1 203014674 203014674 Missense_Mutation SNP G A 4 29 c.1286G>A c.(1285-1287)CGG>CAG p.R429Q

Pat_24 Pre-Treatment PLEKHA6 22874 37 1 204210881 204210881 Missense_Mutation SNP G A 107 72 c.2234C>T c.(2233-2235)CCC>CTC p.P745L

Pat_24 Pre-Treatment RBBP5 5929 37 1 205070737 205070737 Missense_Mutation SNP C T 6 636 c.623G>A c.(622-624)CGG>CAG p.R208Q

Pat_24 Pre-Treatment TMCC2 9911 37 1 205211123 205211123 Missense_Mutation SNP G A 4 168 c.698G>A c.(697-699)GGC>GAC p.G233D

Pat_24 Pre-Treatment CR1L 1379 37 1 207857221 207857221 Nonsense_Mutation SNP C T 4 206 c.382C>T c.(382-384)CGA>TGA p.R128*

Pat_24 Pre-Treatment PLXNA2 5362 37 1 208204972 208204972 Missense_Mutation SNP G A 96 152 c.5188C>T c.(5188-5190)CAT>TAT p.H1730Y

Pat_24 Pre-Treatment CENPF 1063 37 1 214803896 214803896 Missense_Mutation SNP G A 6 446 c.1214G>A c.(1213-1215)CGT>CAT p.R405H



Pat_24 Pre-Treatment USH2A 7399 37 1 215847856 215847856 Missense_Mutation SNP G A 4 155 c.13397C>T c.(13396-13398)CCT>CTT p.P4466L

Pat_24 Pre-Treatment SPATA17 128153 37 1 217955597 217955597 Missense_Mutation SNP G A 98 96 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_24 Pre-Treatment RAB3GAP2 25782 37 1 220379276 220379276 Missense_Mutation SNP G A 79 87 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_24 Pre-Treatment HLX 3142 37 1 221055560 221055560 Missense_Mutation SNP G A 4 138 c.827G>A c.(826-828)CGT>CAT p.R276H

Pat_24 Pre-Treatment TP53BP2 7159 37 1 223990993 223990993 Missense_Mutation SNP G A 7 459 c.811C>T c.(811-813)CGC>TGC p.R271C

Pat_24 Pre-Treatment URB2 9816 37 1 229771796 229771796 Missense_Mutation SNP G A 7 606 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_24 Pre-Treatment TRIM67 440730 37 1 231339738 231339738 Missense_Mutation SNP G A 4 172 c.1660G>A c.(1660-1662)GGT>AGT p.G554S

Pat_24 Pre-Treatment SIPA1L2 57568 37 1 232579388 232579388 Missense_Mutation SNP C T 6 343 c.3397G>A c.(3397-3399)GGC>AGC p.G1133S

Pat_24 Pre-Treatment SIPA1L2 57568 37 1 232600585 232600585 Splice_Site SNP C T 4 156 c.2820_splice c.e7+1 p.V940_splice

Pat_24 Pre-Treatment PCNXL2 80003 37 1 233394278 233394278 Missense_Mutation SNP G A 140 107 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_24 Pre-Treatment PCNXL2 80003 37 1 233394878 233394878 Missense_Mutation SNP C T 4 227 c.730G>A c.(730-732)GAG>AAG p.E244K

Pat_24 Pre-Treatment TARBP1 6894 37 1 234527445 234527445 Missense_Mutation SNP C T 4 109 c.4744G>A c.(4744-4746)GTT>ATT p.V1582I

Pat_24 Pre-Treatment OR2L8 391190 37 1 248113064 248113064 Missense_Mutation SNP G A 34 99 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_24 Pre-Treatment OR2AK2 391191 37 1 248128661 248128661 Missense_Mutation SNP G A 33 40 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_24 Pre-Treatment OR2M5 127059 37 1 248308569 248308569 Missense_Mutation SNP G A 141 127 c.120G>A c.(118-120)ATG>ATA p.M40I

Pat_24 Pre-Treatment OR2M4 26245 37 1 248402801 248402801 Missense_Mutation SNP G A 199 121 c.571G>A c.(571-573)GAA>AAA p.E191K

Pat_24 Pre-Treatment OR2T12 127064 37 1 248458834 248458834 Missense_Mutation SNP A T 120 105 c.47T>A c.(46-48)TTT>TAT p.F16Y

Pat_24 Pre-Treatment ZNF692 55657 37 1 249150737 249150737 Missense_Mutation SNP C T 130 103 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_24 Pre-Treatment TUBB8 347688 37 10 93214 93214 Missense_Mutation SNP G T 5 199 c.1118C>A c.(1117-1119)GCC>GAC p.A373D

Pat_24 Pre-Treatment DIP2C 22982 37 10 409202 409202 Missense_Mutation SNP C T 4 232 c.2527G>A c.(2527-2529)GTG>ATG p.V843M

Pat_24 Pre-Treatment DIP2C 22982 37 10 518463 518463 Missense_Mutation SNP G A 4 242 c.184C>T c.(184-186)CGC>TGC p.R62C

Pat_24 Pre-Treatment ASB13 79754 37 10 5693232 5693232 Missense_Mutation SNP G A 4 142 c.326C>T c.(325-327)GCC>GTC p.A109V

Pat_24 Pre-Treatment IL2RA 3559 37 10 6063567 6063567 Missense_Mutation SNP C T 5 200 c.457G>A c.(457-459)GTC>ATC p.V153I

Pat_24 Pre-Treatment TAF3 83860 37 10 8007211 8007211 Missense_Mutation SNP C T 4 88 c.1738C>T c.(1738-1740)CTT>TTT p.L580F

Pat_24 Pre-Treatment TAF3 83860 37 10 8056640 8056640 Missense_Mutation SNP C G 35 49 c.2716C>G c.(2716-2718)CAG>GAG p.Q906E

Pat_24 Pre-Treatment FAM171A1 221061 37 10 15256371 15256371 Missense_Mutation SNP C T 4 225 c.1216G>A c.(1216-1218)GGC>AGC p.G406S

Pat_24 Pre-Treatment CUBN 8029 37 10 16942693 16942693 Missense_Mutation SNP C T 7 383 c.8341G>A c.(8341-8343)GTG>ATG p.V2781M

Pat_24 Pre-Treatment ZEB1 6935 37 10 31799637 31799637 Missense_Mutation SNP C T 37 56 c.518C>T c.(517-519)CCA>CTA p.P173L

Pat_24 Pre-Treatment ARHGAP12 94134 37 10 32097662 32097662 Nonsense_Mutation SNP G A 6 405 c.2281C>T c.(2281-2283)CGA>TGA p.R761*

Pat_24 Pre-Treatment NRP1 8829 37 10 33475384 33475384 Missense_Mutation SNP C T 5 147 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_24 Pre-Treatment FZD8 8325 37 10 35930284 35930284 Missense_Mutation SNP G A 3 36 c.74C>T c.(73-75)GCT>GTT p.A25V

Pat_24 Pre-Treatment TMEM72 643236 37 10 45430515 45430515 Missense_Mutation SNP C T 5 161 c.761C>T c.(760-762)ACA>ATA p.T254I

Pat_24 Pre-Treatment ANUBL1 93550 37 10 46121809 46121809 Missense_Mutation SNP C T 4 116 c.1462G>A c.(1462-1464)GTG>ATG p.V488M

Pat_24 Pre-Treatment RBP3 5949 37 10 48382146 48382146 Missense_Mutation SNP C T 48 46 c.3503G>A c.(3502-3504)GGG>GAG p.G1168E

Pat_24 Pre-Treatment RBP3 5949 37 10 48382161 48382161 Missense_Mutation SNP C T 4 112 c.3488G>A c.(3487-3489)CGG>CAG p.R1163Q

Pat_24 Pre-Treatment C10orf71 118461 37 10 50534997 50534997 Missense_Mutation SNP C T 3 32 c.2096C>T c.(2095-2097)ACA>ATA p.T699I

Pat_24 Pre-Treatment CHAT 1103 37 10 50870734 50870734 Missense_Mutation SNP G A 4 192 c.1883G>A c.(1882-1884)CGG>CAG p.R628Q

Pat_24 Pre-Treatment AGAP7 653268 37 10 51465222 51465222 Missense_Mutation SNP C T 4 194 c.1234G>A c.(1234-1236)GTC>ATC p.V412I

Pat_24 Pre-Treatment ANK3 288 37 10 61829772 61829772 Missense_Mutation SNP C T 25 51 c.10867G>A c.(10867-10869)GAT>AAT p.D3623N

Pat_24 Pre-Treatment TMEM26 219623 37 10 63188780 63188780 Missense_Mutation SNP G A 4 117 c.509C>T c.(508-510)ACT>ATT p.T170I

Pat_24 Pre-Treatment NRBF2 29982 37 10 64893246 64893246 Missense_Mutation SNP G A 4 135 c.16G>A c.(16-18)GGA>AGA p.G6R

Pat_24 Pre-Treatment MYPN 84665 37 10 69933908 69933908 Missense_Mutation SNP G A 134 159 c.2059G>A c.(2059-2061)GAG>AAG p.E687K

Pat_24 Pre-Treatment UNC5B 219699 37 10 73055623 73055623 Missense_Mutation SNP C T 4 126 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_24 Pre-Treatment ECD 11319 37 10 74894454 74894454 Missense_Mutation SNP A T 4 91 c.1822T>A c.(1822-1824)TAT>AAT p.Y608N

Pat_24 Pre-Treatment USP54 159195 37 10 75301233 75301233 Missense_Mutation SNP G A 5 216 c.725C>T c.(724-726)GCT>GTT p.A242V

Pat_24 Pre-Treatment USP54 159195 37 10 75301248 75301248 Missense_Mutation SNP C T 4 225 c.710G>A c.(709-711)CGT>CAT p.R237H

Pat_24 Pre-Treatment POLR3A 11128 37 10 79737362 79737362 Missense_Mutation SNP C T 4 107 c.4047G>A c.(4045-4047)ATG>ATA p.M1349I



Pat_24 Pre-Treatment EIF5AL1 143244 37 10 81272743 81272743 Missense_Mutation SNP G A 4 176 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment LRIT2 340745 37 10 85981954 85981954 Missense_Mutation SNP C T 4 170 c.1375G>A c.(1375-1377)GCA>ACA p.A459T

Pat_24 Pre-Treatment IFIT1B 439996 37 10 91143396 91143396 Missense_Mutation SNP G A 4 109 c.326G>A c.(325-327)GGC>GAC p.G109D

Pat_24 Pre-Treatment HELLS 3070 37 10 96348116 96348116 Missense_Mutation SNP G A 4 175 c.1457G>A c.(1456-1458)CGT>CAT p.R486H

Pat_24 Pre-Treatment PDLIM1 9124 37 10 96997803 96997803 Missense_Mutation SNP C T 4 76 c.869G>A c.(868-870)GGC>GAC p.G290D

Pat_24 Pre-Treatment DNTT 1791 37 10 98092226 98092226 Missense_Mutation SNP G A 4 205 c.1232G>A c.(1231-1233)CGT>CAT p.R411H

Pat_24 Pre-Treatment SLIT1 6585 37 10 98816147 98816147 Missense_Mutation SNP G A 99 192 c.1232C>T c.(1231-1233)TCC>TTC p.S411F

Pat_24 Pre-Treatment RRP12 23223 37 10 99140560 99140560 Missense_Mutation SNP C T 4 196 c.1529G>A c.(1528-1530)AGG>AAG p.R510K

Pat_24 Pre-Treatment MMS19 64210 37 10 99225675 99225675 Missense_Mutation SNP T C 129 216 c.1643A>G c.(1642-1644)CAA>CGA p.Q548R

Pat_24 Pre-Treatment PI4K2A 55361 37 10 99400564 99400564 Missense_Mutation SNP C T 4 35 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_24 Pre-Treatment SFRP5 6425 37 10 99527416 99527416 Missense_Mutation SNP C T 4 144 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_24 Pre-Treatment ABCC2 1244 37 10 101590187 101590187 Missense_Mutation SNP G A 4 229 c.2744G>A c.(2743-2745)CGC>CAC p.R915H

Pat_24 Pre-Treatment LZTS2 84445 37 10 102763861 102763861 Missense_Mutation SNP C T 4 202 c.1006C>T c.(1006-1008)CGG>TGG p.R336W

Pat_24 Pre-Treatment TMEM180 79847 37 10 104233583 104233583 Missense_Mutation SNP G A 6 392 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_24 Pre-Treatment SLK 9748 37 10 105785470 105785470 Nonsense_Mutation SNP G T 4 112 c.3700G>T c.(3700-3702)GGA>TGA p.G1234*

Pat_24 Pre-Treatment COL17A1 1308 37 10 105836119 105836119 Missense_Mutation SNP G A 4 243 c.271C>T c.(271-273)CCC>TCC p.P91S

Pat_24 Pre-Treatment CCDC147 159686 37 10 106139938 106139938 Missense_Mutation SNP G A 4 152 c.1325G>A c.(1324-1326)CGT>CAT p.R442H

Pat_24 Pre-Treatment XPNPEP1 7511 37 10 111651581 111651581 Missense_Mutation SNP G A 4 124 c.185C>T c.(184-186)ACA>ATA p.T62I

Pat_24 Pre-Treatment ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 86 43 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_24 Pre-Treatment ABLIM1 3983 37 10 116213210 116213210 Missense_Mutation SNP G A 4 57 c.1474C>T c.(1474-1476)CTC>TTC p.L492F

Pat_24 Pre-Treatment ABLIM1 3983 37 10 116225553 116225553 Missense_Mutation SNP G A 6 227 c.1345C>T c.(1345-1347)CGG>TGG p.R449W

Pat_24 Pre-Treatment ATRNL1 26033 37 10 116919972 116919972 Missense_Mutation SNP T A 4 75 c.1001T>A c.(1000-1002)CTA>CAA p.L334Q

Pat_24 Pre-Treatment ATRNL1 26033 37 10 117026430 117026430 Nonsense_Mutation SNP G A 9 83 c.1929G>A c.(1927-1929)TGG>TGA p.W643*

Pat_24 Pre-Treatment HTRA1 5654 37 10 124268285 124268285 Missense_Mutation SNP A T 28 14 c.1119A>T c.(1117-1119)AAA>AAT p.K373N

Pat_24 Pre-Treatment ADAM12 8038 37 10 127738226 127738226 Missense_Mutation SNP G A 4 101 c.1631C>T c.(1630-1632)GCC>GTC p.A544V

Pat_24 Pre-Treatment DOCK1 1793 37 10 128925979 128925979 Missense_Mutation SNP G A 4 147 c.2735G>A c.(2734-2736)CGG>CAG p.R912Q

Pat_24 Pre-Treatment CLRN3 119467 37 10 129690880 129690880 Missense_Mutation SNP G A 98 66 c.169C>T c.(169-171)CGT>TGT p.R57C

Pat_24 Pre-Treatment STK32C 282974 37 10 134041533 134041533 Missense_Mutation SNP G A 3 49 c.418C>T c.(418-420)CGG>TGG p.R140W

Pat_24 Pre-Treatment B4GALNT4 338707 37 11 372699 372699 Missense_Mutation SNP G A 4 130 c.293G>A c.(292-294)GGG>GAG p.G98E

Pat_24 Pre-Treatment PKP3 11187 37 11 397003 397003 Missense_Mutation SNP G A 30 28 c.502G>A c.(502-504)GGT>AGT p.G168S

Pat_24 Pre-Treatment DEAF1 10522 37 11 674732 674732 Missense_Mutation SNP G A 4 195 c.1307C>T c.(1306-1308)GCG>GTG p.A436V

Pat_24 Pre-Treatment KRTAP5-5 439915 37 11 1651471 1651471 Missense_Mutation SNP G T 4 113 c.401G>T c.(400-402)GGG>GTG p.G134V

Pat_24 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 166 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_24 Pre-Treatment ZNF195 7748 37 11 3381754 3381754 Missense_Mutation SNP C G 3 63 c.484G>C c.(484-486)GGC>CGC p.G162R

Pat_24 Pre-Treatment CHRNA10 57053 37 11 3690528 3690528 Missense_Mutation SNP G A 4 108 c.260C>T c.(259-261)ACA>ATA p.T87I

Pat_24 Pre-Treatment OR52R1 119695 37 11 4825480 4825480 Missense_Mutation SNP C T 6 12 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_24 Pre-Treatment OR51G2 81282 37 11 4936883 4936883 Missense_Mutation SNP C T 22 27 c.11G>A c.(10-12)GGA>GAA p.G4E

Pat_24 Pre-Treatment OR51B2 79345 37 11 5344923 5344923 Missense_Mutation SNP G A 12 26 c.605C>T c.(604-606)TCT>TTT p.S202F

Pat_24 Pre-Treatment OR51Q1 390061 37 11 5444142 5444142 Missense_Mutation SNP C T 33 90 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_24 Pre-Treatment FAM160A2 84067 37 11 6245114 6245114 Missense_Mutation SNP C T 4 160 c.503G>A c.(502-504)AGT>AAT p.S168N

Pat_24 Pre-Treatment ZNF215 7762 37 11 6962868 6962868 Missense_Mutation SNP G A 4 141 c.467G>A c.(466-468)CGA>CAA p.R156Q

Pat_24 Pre-Treatment SYT9 143425 37 11 7324551 7324551 Missense_Mutation SNP G A 36 48 c.427G>A c.(427-429)GGG>AGG p.G143R

Pat_24 Pre-Treatment OLFML1 283298 37 11 7507125 7507125 Missense_Mutation SNP G A 4 142 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_24 Pre-Treatment PPFIBP2 8495 37 11 7662818 7662818 Missense_Mutation SNP G A 4 194 c.1484G>A c.(1483-1485)CGG>CAG p.R495Q

Pat_24 Pre-Treatment OR10A3 26496 37 11 7960835 7960835 Missense_Mutation SNP G A 4 189 c.233C>T c.(232-234)ACG>ATG p.T78M

Pat_24 Pre-Treatment DENND5A 23258 37 11 9163614 9163614 Missense_Mutation SNP C T 6 193 c.3553G>A c.(3553-3555)GTA>ATA p.V1185I

Pat_24 Pre-Treatment MICAL2 9645 37 11 12229575 12229575 Missense_Mutation SNP C T 6 479 c.478C>T c.(478-480)CGC>TGC p.R160C



Pat_24 Pre-Treatment TEAD1 7003 37 11 12904563 12904563 Missense_Mutation SNP C T 5 93 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_24 Pre-Treatment ARNTL 406 37 11 13402788 13402788 Missense_Mutation SNP C T 51 146 c.1604C>T c.(1603-1605)CCA>CTA p.P535L

Pat_24 Pre-Treatment PIK3C2A 5286 37 11 17135987 17135987 Missense_Mutation SNP C T 4 158 c.3242G>A c.(3241-3243)CGA>CAA p.R1081Q

Pat_24 Pre-Treatment CSRP3 8048 37 11 19206514 19206514 Missense_Mutation SNP C T 26 63 c.493G>A c.(493-495)GAA>AAA p.E165K

Pat_24 Pre-Treatment CCDC34 91057 37 11 27384734 27384734 Missense_Mutation SNP G A 3 17 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_24 Pre-Treatment KIF18A 81930 37 11 28057807 28057807 Missense_Mutation SNP C T 4 111 c.2353G>A c.(2353-2355)GAA>AAA p.E785K

Pat_24 Pre-Treatment C11orf46 120534 37 11 30354450 30354450 Missense_Mutation SNP C T 4 83 c.464C>T c.(463-465)ACG>ATG p.T155M

Pat_24 Pre-Treatment C11orf41 25758 37 11 33565594 33565594 Missense_Mutation SNP G A 5 290 c.1594G>A c.(1594-1596)GTG>ATG p.V532M

Pat_24 Pre-Treatment ELF5 2001 37 11 34527196 34527196 Missense_Mutation SNP G A 137 167 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_24 Pre-Treatment MAPK8IP1 9479 37 11 45926796 45926796 Missense_Mutation SNP G A 4 125 c.2059G>A c.(2059-2061)GTG>ATG p.V687M

Pat_24 Pre-Treatment PACSIN3 29763 37 11 47199955 47199955 Missense_Mutation SNP T G 42 57 c.1121A>C c.(1120-1122)TAC>TCC p.Y374S

Pat_24 Pre-Treatment MADD 8567 37 11 47317128 47317128 Missense_Mutation SNP G A 4 162 c.3598G>A c.(3598-3600)GTG>ATG p.V1200M

Pat_24 Pre-Treatment KBTBD4 55709 37 11 47595153 47595153 Missense_Mutation SNP G A 4 107 c.886C>T c.(886-888)CGG>TGG p.R296W

Pat_24 Pre-Treatment NUP160 23279 37 11 47858456 47858456 Nonsense_Mutation SNP G A 4 206 c.925C>T c.(925-927)CGA>TGA p.R309*

Pat_24 Pre-Treatment OR4X2 119764 37 11 48267541 48267541 Missense_Mutation SNP A T 5 204 c.886A>T c.(886-888)AGG>TGG p.R296W

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58714563 58714563 Missense_Mutation SNP G A 50 101 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58723157 58723157 Missense_Mutation SNP G A 32 59 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58723339 58723339 Nonsense_Mutation SNP C T 4 131 c.748C>T c.(748-750)CGA>TGA p.R250*

Pat_24 Pre-Treatment CD6 923 37 11 60781460 60781460 Missense_Mutation SNP C T 4 186 c.1361C>T c.(1360-1362)CCG>CTG p.P454L

Pat_24 Pre-Treatment CPSF7 79869 37 11 61183653 61183653 Missense_Mutation SNP G A 4 136 c.889C>T c.(889-891)CCC>TCC p.P297S

Pat_24 Pre-Treatment EEF1G 1937 37 11 62338516 62338516 Missense_Mutation SNP G A 5 192 c.443C>T c.(442-444)ACG>ATG p.T148M

Pat_24 Pre-Treatment TAF6L 10629 37 11 62543392 62543392 Missense_Mutation SNP A G 3 78 c.137A>G c.(136-138)GAG>GGG p.E46G

Pat_24 Pre-Treatment SLC22A8 9376 37 11 62763580 62763580 Missense_Mutation SNP G A 67 92 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_24 Pre-Treatment LGALS12 85329 37 11 63276320 63276320 Missense_Mutation SNP C T 5 186 c.295C>T c.(295-297)CGC>TGC p.R99C

Pat_24 Pre-Treatment RTN3 10313 37 11 63486611 63486611 Missense_Mutation SNP C T 46 82 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_24 Pre-Treatment ATG2A 23130 37 11 64662539 64662539 Missense_Mutation SNP G A 4 227 c.5723C>T c.(5722-5724)ACG>ATG p.T1908M

Pat_24 Pre-Treatment C11orf85 283129 37 11 64726840 64726840 Missense_Mutation SNP G A 4 197 c.38C>T c.(37-39)ACG>ATG p.T13M

Pat_24 Pre-Treatment ZFPL1 7542 37 11 64854809 64854809 Missense_Mutation SNP C T 5 250 c.650C>T c.(649-651)ACG>ATG p.T217M

Pat_24 Pre-Treatment POLA2 23649 37 11 65063436 65063436 Missense_Mutation SNP C T 5 459 c.1622C>T c.(1621-1623)CCG>CTG p.P541L

Pat_24 Pre-Treatment PCNXL3 399909 37 11 65385807 65385807 Missense_Mutation SNP G A 4 150 c.974G>A c.(973-975)AGC>AAC p.S325N

Pat_24 Pre-Treatment FIBP 9158 37 11 65651915 65651915 Missense_Mutation SNP G A 4 181 c.973C>T c.(973-975)CGG>TGG p.R325W

Pat_24 Pre-Treatment FOSL1 8061 37 11 65664389 65664389 Missense_Mutation SNP C T 4 134 c.188G>A c.(187-189)AGT>AAT p.S63N

Pat_24 Pre-Treatment B3GNT1 11041 37 11 66113576 66113576 Missense_Mutation SNP G A 5 333 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_24 Pre-Treatment PELI3 246330 37 11 66243271 66243271 Missense_Mutation SNP G A 3 46 c.1043G>A c.(1042-1044)CGC>CAC p.R348H

Pat_24 Pre-Treatment CCDC87 55231 37 11 66359879 66359879 Missense_Mutation SNP G A 4 57 c.608C>T c.(607-609)ACG>ATG p.T203M

Pat_24 Pre-Treatment CCS 9973 37 11 66366692 66366692 Missense_Mutation SNP C T 4 111 c.218C>T c.(217-219)GCG>GTG p.A73V

Pat_24 Pre-Treatment PC 5091 37 11 66620239 66620239 Missense_Mutation SNP C T 4 187 c.1582G>A c.(1582-1584)GTT>ATT p.V528I

Pat_24 Pre-Treatment PITPNM1 9600 37 11 67270150 67270150 Missense_Mutation SNP C T 4 213 c.118G>A c.(118-120)GTG>ATG p.V40M

Pat_24 Pre-Treatment NUDT8 254552 37 11 67396467 67396467 Missense_Mutation SNP G A 6 223 c.250C>T c.(250-252)CGG>TGG p.R84W

Pat_24 Pre-Treatment LOC645332 645332 37 11 67564228 67564228 Missense_Mutation SNP C T 5 132 c.236G>A c.(235-237)AGC>AAC p.S79N

Pat_24 Pre-Treatment CHKA 1119 37 11 67821460 67821460 Missense_Mutation SNP C T 3 50 c.1369G>A c.(1369-1371)GTG>ATG p.V457M

Pat_24 Pre-Treatment LRP5 4041 37 11 68154038 68154038 Missense_Mutation SNP G A 4 173 c.1270G>A c.(1270-1272)GAC>AAC p.D424N

Pat_24 Pre-Treatment CPT1A 1374 37 11 68562289 68562289 Missense_Mutation SNP G A 4 204 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_24 Pre-Treatment MYEOV 26579 37 11 69063509 69063509 Nonsense_Mutation SNP C T 4 144 c.592C>T c.(592-594)CGA>TGA p.R198*

Pat_24 Pre-Treatment CTTN 2017 37 11 70263164 70263164 Missense_Mutation SNP G A 7 463 c.503G>A c.(502-504)CGA>CAA p.R168Q

Pat_24 Pre-Treatment DHCR7 1717 37 11 71146522 71146522 Missense_Mutation SNP G A 4 128 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_24 Pre-Treatment PRKRIR 5612 37 11 76062369 76062369 Missense_Mutation SNP G A 4 219 c.1825C>T c.(1825-1827)CCC>TCC p.P609S



Pat_24 Pre-Treatment C11orf30 56946 37 11 76261033 76261033 Missense_Mutation SNP C T 4 206 c.3812C>T c.(3811-3813)TCC>TTC p.S1271F

Pat_24 Pre-Treatment GAB2 9846 37 11 77934697 77934697 Missense_Mutation SNP G A 237 405 c.1328C>T c.(1327-1329)TCG>TTG p.S443L

Pat_24 Pre-Treatment FAT3 120114 37 11 92531158 92531158 Missense_Mutation SNP C T 54 127 c.4979C>T c.(4978-4980)TCC>TTC p.S1660F

Pat_24 Pre-Treatment FAT3 120114 37 11 92616245 92616245 Missense_Mutation SNP C T 4 165 c.12623C>T c.(12622-12624)CCG>CTG p.P4208L

Pat_24 Pre-Treatment ANGPTL5 253935 37 11 101765741 101765741 Missense_Mutation SNP G A 34 53 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Pre-Treatment GRIA4 2893 37 11 105781176 105781176 Missense_Mutation SNP G A 43 57 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_24 Pre-Treatment PPP2R1B 5519 37 11 111625721 111625721 Missense_Mutation SNP G A 4 172 c.941C>T c.(940-942)GCT>GTT p.A314V

Pat_24 Pre-Treatment NCAM1 4684 37 11 113076768 113076768 Missense_Mutation SNP G A 5 281 c.140G>A c.(139-141)CGA>CAA p.R47Q

Pat_24 Pre-Treatment ZBTB16 7704 37 11 113934474 113934474 Missense_Mutation SNP G A 4 65 c.452G>A c.(451-453)CGG>CAG p.R151Q

Pat_24 Pre-Treatment ZBTB16 7704 37 11 113934735 113934735 Missense_Mutation SNP T C 2 9 c.713T>C c.(712-714)GTG>GCG p.V238A

Pat_24 Pre-Treatment FAM55D 54827 37 11 114453681 114453681 Missense_Mutation SNP T A 85 111 c.159A>T c.(157-159)TTA>TTT p.L53F

Pat_24 Pre-Treatment MLL 4297 37 11 118344458 118344458 Nonsense_Mutation SNP C T 17 29 c.2584C>T c.(2584-2586)CGA>TGA p.R862*

Pat_24 Pre-Treatment HINFP 25988 37 11 119004963 119004963 Missense_Mutation SNP G A 4 63 c.1309G>A c.(1309-1311)GGA>AGA p.G437R

Pat_24 Pre-Treatment ABCG4 64137 37 11 119029628 119029628 Missense_Mutation SNP G A 4 194 c.1426G>A c.(1426-1428)GTG>ATG p.V476M

Pat_24 Pre-Treatment TRIM29 23650 37 11 119991365 119991365 Missense_Mutation SNP G A 4 74 c.1444C>T c.(1444-1446)CGG>TGG p.R482W

Pat_24 Pre-Treatment SORL1 6653 37 11 121495971 121495971 Missense_Mutation SNP G A 4 172 c.6349G>A c.(6349-6351)GAT>AAT p.D2117N

Pat_24 Pre-Treatment OR10S1 219873 37 11 123848079 123848079 Missense_Mutation SNP G A 16 35 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_24 Pre-Treatment ROBO3 64221 37 11 124744006 124744006 Missense_Mutation SNP G A 9 627 c.1825G>A c.(1825-1827)GTG>ATG p.V609M

Pat_24 Pre-Treatment SNX19 399979 37 11 130775881 130775881 Missense_Mutation SNP C T 4 167 c.2410G>A c.(2410-2412)GTG>ATG p.V804M

Pat_24 Pre-Treatment CACNA1C 775 37 12 2719791 2719791 Missense_Mutation SNP G A 6 313 c.3703G>A c.(3703-3705)GTG>ATG p.V1235M

Pat_24 Pre-Treatment NTF3 4908 37 12 5603829 5603829 Missense_Mutation SNP C T 7 280 c.449C>T c.(448-450)TCG>TTG p.S150L

Pat_24 Pre-Treatment VWF 7450 37 12 6172182 6172182 Missense_Mutation SNP G A 5 102 c.1471C>T c.(1471-1473)CGC>TGC p.R491C

Pat_24 Pre-Treatment ZNF384 171017 37 12 6781600 6781600 Missense_Mutation SNP C T 4 206 c.1010G>A c.(1009-1011)CGT>CAT p.R337H

Pat_24 Pre-Treatment MLF2 8079 37 12 6860835 6860835 Missense_Mutation SNP G A 4 228 c.188C>T c.(187-189)GCT>GTT p.A63V

Pat_24 Pre-Treatment PTPN6 5777 37 12 7065712 7065712 Missense_Mutation SNP G A 4 213 c.1055G>A c.(1054-1056)CGA>CAA p.R352Q

Pat_24 Pre-Treatment ACSM4 341392 37 12 7479635 7479635 Missense_Mutation SNP C T 12 38 c.1600C>T c.(1600-1602)CTT>TTT p.L534F

Pat_24 Pre-Treatment A2M 2 37 12 9224967 9224967 Missense_Mutation SNP G A 15 50 c.4091C>T c.(4090-4092)TCC>TTC p.S1364F

Pat_24 Pre-Treatment PRB3 5544 37 12 11420584 11420584 Missense_Mutation SNP C T 7 358 c.599G>A c.(598-600)CGT>CAT p.R200H

Pat_24 Pre-Treatment RPL13AP20 387841 37 12 13028782 13028782 Missense_Mutation SNP G A 4 116 c.350G>A c.(349-351)CGG>CAG p.R117Q

Pat_24 Pre-Treatment GRIN2B 2904 37 12 13715812 13715812 Missense_Mutation SNP G A 52 76 c.4360C>T c.(4360-4362)CCC>TCC p.P1454S

Pat_24 Pre-Treatment PTPRO 5800 37 12 15742411 15742411 Missense_Mutation SNP A G 126 230 c.3433A>G c.(3433-3435)ACA>GCA p.T1145A

Pat_24 Pre-Treatment RECQL 5965 37 12 21624004 21624004 Missense_Mutation SNP T G 3 93 c.1696A>C c.(1696-1698)ACC>CCC p.T566P

Pat_24 Pre-Treatment ABCC9 10060 37 12 22068802 22068802 Nonsense_Mutation SNP C A 4 54 c.616G>T c.(616-618)GAA>TAA p.E206*

Pat_24 Pre-Treatment PTHLH 5744 37 12 28116642 28116642 Missense_Mutation SNP G A 7 390 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_24 Pre-Treatment ALG10 84920 37 12 34179675 34179675 Missense_Mutation SNP G A 4 244 c.1247G>A c.(1246-1248)CGT>CAT p.R416H

Pat_24 Pre-Treatment KIF21A 55605 37 12 39726893 39726893 Missense_Mutation SNP C T 5 216 c.2504G>A c.(2503-2505)CGG>CAG p.R835Q

Pat_24 Pre-Treatment ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 47 105 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_24 Pre-Treatment LRRK2 120892 37 12 40758790 40758790 Missense_Mutation SNP G A 4 132 c.7328G>A c.(7327-7329)CGA>CAA p.R2443Q

Pat_24 Pre-Treatment PPHLN1 51535 37 12 42836514 42836514 Missense_Mutation SNP G A 7 480 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_24 Pre-Treatment ARID2 196528 37 12 46246366 46246366 Missense_Mutation SNP C T 80 117 c.4460C>T c.(4459-4461)CCC>CTC p.P1487L

Pat_24 Pre-Treatment SLC38A4 55089 37 12 47181792 47181792 Missense_Mutation SNP C T 19 59 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_24 Pre-Treatment FAM113B 91523 37 12 47629811 47629811 Missense_Mutation SNP C T 4 236 c.965C>T c.(964-966)CCT>CTT p.P322L

Pat_24 Pre-Treatment RAPGEF3 10411 37 12 48144895 48144895 Missense_Mutation SNP C T 3 17 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_24 Pre-Treatment ADCY6 112 37 12 49176700 49176700 Missense_Mutation SNP G A 4 115 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_24 Pre-Treatment LMBR1L 55716 37 12 49500753 49500753 Missense_Mutation SNP A G 102 210 c.148T>C c.(148-150)TTC>CTC p.F50L

Pat_24 Pre-Treatment FAIM2 23017 37 12 50283310 50283310 Missense_Mutation SNP G A 4 201 c.605C>T c.(604-606)ACG>ATG p.T202M

Pat_24 Pre-Treatment BIN2 51411 37 12 51685932 51685932 Missense_Mutation SNP C T 24 45 c.958G>A c.(958-960)GAA>AAA p.E320K



Pat_24 Pre-Treatment ACVRL1 94 37 12 52309892 52309892 Missense_Mutation SNP G A 6 311 c.1121G>A c.(1120-1122)CGG>CAG p.R374Q

Pat_24 Pre-Treatment KRT5 3852 37 12 52911448 52911448 Missense_Mutation SNP C T 5 392 c.1018G>A c.(1018-1020)GCT>ACT p.A340T

Pat_24 Pre-Treatment KRT71 112802 37 12 52942532 52942532 Missense_Mutation SNP C T 126 182 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_24 Pre-Treatment SPRYD3 84926 37 12 53468516 53468516 Missense_Mutation SNP C T 5 221 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_24 Pre-Treatment ESPL1 9700 37 12 53686729 53686729 Missense_Mutation SNP G A 4 107 c.6136G>A c.(6136-6138)GTG>ATG p.V2046M

Pat_24 Pre-Treatment HOXC12 3228 37 12 54350232 54350232 Missense_Mutation SNP G A 5 338 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_24 Pre-Treatment NCKAP1L 3071 37 12 54910702 54910702 Missense_Mutation SNP C T 4 219 c.1021C>T c.(1021-1023)CGG>TGG p.R341W

Pat_24 Pre-Treatment RDH16 8608 37 12 57351092 57351092 Missense_Mutation SNP C T 4 102 c.155G>A c.(154-156)CGA>CAA p.R52Q

Pat_24 Pre-Treatment LRP1 4035 37 12 57579368 57579368 Missense_Mutation SNP G A 3 77 c.6518G>A c.(6517-6519)CGG>CAG p.R2173Q

Pat_24 Pre-Treatment USP15 9958 37 12 62785105 62785105 Missense_Mutation SNP G A 4 204 c.2129G>A c.(2128-2130)CGA>CAA p.R710Q

Pat_24 Pre-Treatment TMEM5 10329 37 12 64202532 64202532 Missense_Mutation SNP C T 4 219 c.992C>T c.(991-993)CCG>CTG p.P331L

Pat_24 Pre-Treatment GNS 2799 37 12 65141685 65141685 Missense_Mutation SNP G A 4 168 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_24 Pre-Treatment HELB 92797 37 12 66724980 66724980 Missense_Mutation SNP G A 5 171 c.2717G>A c.(2716-2718)CGC>CAC p.R906H

Pat_24 Pre-Treatment CNOT2 4848 37 12 70739967 70739967 Missense_Mutation SNP C T 4 125 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_24 Pre-Treatment THAP2 83591 37 12 72070580 72070580 Missense_Mutation SNP G C 3 103 c.379G>C c.(379-381)GCC>CCC p.A127P

Pat_24 Pre-Treatment NAV3 89795 37 12 78513287 78513287 Missense_Mutation SNP G A 4 185 c.3311G>A c.(3310-3312)GGG>GAG p.G1104E

Pat_24 Pre-Treatment SLC6A15 55117 37 12 85255559 85255559 Missense_Mutation SNP G A 4 130 c.2045C>T c.(2044-2046)CCG>CTG p.P682L

Pat_24 Pre-Treatment ATP2B1 490 37 12 90049560 90049560 Missense_Mutation SNP C T 4 90 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_24 Pre-Treatment C12orf12 196477 37 12 91348050 91348050 Missense_Mutation SNP G A 6 18 c.470C>T c.(469-471)TCC>TTC p.S157F

Pat_24 Pre-Treatment PLXNC1 10154 37 12 94631525 94631525 Missense_Mutation SNP G A 4 161 c.2066G>A c.(2065-2067)CGG>CAG p.R689Q

Pat_24 Pre-Treatment UTP20 27340 37 12 101689336 101689336 Missense_Mutation SNP G T 4 84 c.1330G>T c.(1330-1332)GCC>TCC p.A444S

Pat_24 Pre-Treatment CHST11 50515 37 12 105150764 105150764 Missense_Mutation SNP G A 4 144 c.242G>A c.(241-243)CGG>CAG p.R81Q

Pat_24 Pre-Treatment RFX4 5992 37 12 107125991 107125991 Missense_Mutation SNP G A 69 142 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_24 Pre-Treatment CRY1 1407 37 12 107386630 107386630 Missense_Mutation SNP G A 6 280 c.1696C>T c.(1696-1698)CGT>TGT p.R566C

Pat_24 Pre-Treatment PWP1 11137 37 12 108082472 108082472 Missense_Mutation SNP G A 4 94 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_24 Pre-Treatment FICD 11153 37 12 108912743 108912743 Missense_Mutation SNP G A 4 120 c.868G>A c.(868-870)GTG>ATG p.V290M

Pat_24 Pre-Treatment TMEM119 338773 37 12 108985629 108985629 Missense_Mutation SNP C A 4 113 c.531G>T c.(529-531)TTG>TTT p.L177F

Pat_24 Pre-Treatment DAO 1610 37 12 109278847 109278847 Missense_Mutation SNP G A 5 122 c.65G>A c.(64-66)CGC>CAC p.R22H

Pat_24 Pre-Treatment ACACB 32 37 12 109625846 109625846 Missense_Mutation SNP C T 4 206 c.2023C>T c.(2023-2025)CGG>TGG p.R675W

Pat_24 Pre-Treatment ACACB 32 37 12 109660688 109660688 Missense_Mutation SNP G A 3 51 c.3763G>A c.(3763-3765)GGC>AGC p.G1255S

Pat_24 Pre-Treatment TCHP 84260 37 12 110348958 110348958 Missense_Mutation SNP G A 3 26 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_24 Pre-Treatment ANKRD13A 88455 37 12 110456188 110456188 Missense_Mutation SNP C T 4 149 c.439C>T c.(439-441)CGC>TGC p.R147C

Pat_24 Pre-Treatment DDX54 79039 37 12 113601055 113601055 Missense_Mutation SNP G A 4 182 c.1963C>T c.(1963-1965)CGG>TGG p.R655W

Pat_24 Pre-Treatment IQCD 115811 37 12 113633648 113633648 Missense_Mutation SNP G A 6 287 c.776C>T c.(775-777)TCG>TTG p.S259L

Pat_24 Pre-Treatment TAOK3 51347 37 12 118636903 118636903 Missense_Mutation SNP C T 4 236 c.1147G>A c.(1147-1149)GAT>AAT p.D383N

Pat_24 Pre-Treatment CCDC64 92558 37 12 120436370 120436370 Nonsense_Mutation SNP C T 4 140 c.475C>T c.(475-477)CGA>TGA p.R159*

Pat_24 Pre-Treatment P2RX7 5027 37 12 121613228 121613228 Missense_Mutation SNP C T 7 270 c.919C>T c.(919-921)CGG>TGG p.R307W

Pat_24 Pre-Treatment CAMKK2 10645 37 12 121706440 121706440 Splice_Site SNP C T 8 546 c.625_splice c.e5+1 p.R209_splice

Pat_24 Pre-Treatment TMEM120B 144404 37 12 122190101 122190101 Missense_Mutation SNP G A 4 241 c.433G>A c.(433-435)GTG>ATG p.V145M

Pat_24 Pre-Treatment HIP1R 9026 37 12 123346041 123346041 Missense_Mutation SNP G C 3 90 c.3139G>C c.(3139-3141)GCC>CCC p.A1047P

Pat_24 Pre-Treatment DNAH10 196385 37 12 124270346 124270346 Missense_Mutation SNP G A 59 86 c.1101G>A c.(1099-1101)ATG>ATA p.M367I

Pat_24 Pre-Treatment DNAH10 196385 37 12 124293478 124293478 Missense_Mutation SNP G A 6 528 c.2768G>A c.(2767-2769)CGG>CAG p.R923Q

Pat_24 Pre-Treatment AACS 65985 37 12 125626671 125626671 Missense_Mutation SNP G A 5 213 c.1915G>A c.(1915-1917)GTC>ATC p.V639I

Pat_24 Pre-Treatment TMEM132B 114795 37 12 126004121 126004121 Missense_Mutation SNP G A 55 109 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_24 Pre-Treatment TMEM132D 121256 37 12 130184920 130184920 Missense_Mutation SNP G A 3 51 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_24 Pre-Treatment POLE 5426 37 12 133219832 133219832 Missense_Mutation SNP G A 4 81 c.4529C>T c.(4528-4530)GCA>GTA p.A1510V

Pat_24 Pre-Treatment PGAM5 192111 37 12 133291473 133291473 Missense_Mutation SNP G A 4 236 c.221G>A c.(220-222)CGG>CAG p.R74Q



Pat_24 Pre-Treatment ZNF268 10795 37 12 133727692 133727692 Translation_Start_Site SNP G A 4 154 c.-972G>A c.(-974--970)TCGTG>TCATG

Pat_24 Pre-Treatment ZNF10 7556 37 12 133732827 133732827 Nonsense_Mutation SNP G A 4 94 c.995G>A c.(994-996)TGG>TAG p.W332*

Pat_24 Pre-Treatment ZNF10 7556 37 12 133732959 133732959 Missense_Mutation SNP C T 70 161 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_24 Pre-Treatment MPHOSPH8 54737 37 13 20240595 20240595 Nonsense_Mutation SNP C T 5 297 c.2050C>T c.(2050-2052)CGA>TGA p.R684*

Pat_24 Pre-Treatment PSPC1 55269 37 13 20356687 20356687 Missense_Mutation SNP G A 4 177 c.211C>T c.(211-213)CTC>TTC p.L71F

Pat_24 Pre-Treatment ATP12A 479 37 13 25262518 25262518 Missense_Mutation SNP C T 8 457 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_24 Pre-Treatment RNF6 6049 37 13 26789432 26789432 Missense_Mutation SNP C T 6 429 c.587G>A c.(586-588)CGA>CAA p.R196Q

Pat_24 Pre-Treatment MTUS2 23281 37 13 29600916 29600916 Missense_Mutation SNP A G 22 36 c.2111A>G c.(2110-2112)AAC>AGC p.N704S

Pat_24 Pre-Treatment STARD13 90627 37 13 33704132 33704132 Missense_Mutation SNP C T 31 56 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_24 Pre-Treatment TRPC4 7223 37 13 38266415 38266415 Missense_Mutation SNP G A 35 74 c.955C>T c.(955-957)CCA>TCA p.P319S

Pat_24 Pre-Treatment ELF1 1997 37 13 41525471 41525471 Nonsense_Mutation SNP G A 4 94 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_24 Pre-Treatment ATP7B 540 37 13 52524205 52524205 Missense_Mutation SNP C T 4 153 c.2668G>A c.(2668-2670)GTG>ATG p.V890M

Pat_24 Pre-Treatment UCHL3 7347 37 13 76141423 76141423 Missense_Mutation SNP G A 5 243 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_24 Pre-Treatment LMO7 4008 37 13 76415291 76415291 Missense_Mutation SNP G A 38 61 c.2930G>A c.(2929-2931)AGG>AAG p.R977K

Pat_24 Pre-Treatment SPRY2 10253 37 13 80911087 80911087 Nonsense_Mutation SNP G A 5 227 c.754C>T c.(754-756)CGA>TGA p.R252*

Pat_24 Pre-Treatment DZIP1 22873 37 13 96239829 96239829 Missense_Mutation SNP C T 6 327 c.2182G>A c.(2182-2184)GAA>AAA p.E728K

Pat_24 Pre-Treatment IPO5 3843 37 13 98649834 98649834 Nonsense_Mutation SNP G A 4 152 c.963G>A c.(961-963)TGG>TGA p.W321*

Pat_24 Pre-Treatment NALCN 259232 37 13 101756664 101756664 Missense_Mutation SNP C T 48 55 c.2871G>A c.(2869-2871)ATG>ATA p.M957I

Pat_24 Pre-Treatment MYO16 23026 37 13 109661317 109661317 Missense_Mutation SNP G A 65 85 c.2449G>A c.(2449-2451)GAA>AAA p.E817K

Pat_24 Pre-Treatment COL4A1 1282 37 13 110835536 110835536 Missense_Mutation SNP G A 14 25 c.1985C>T c.(1984-1986)CCC>CTC p.P662L

Pat_24 Pre-Treatment ATP11A 23250 37 13 113527942 113527942 Missense_Mutation SNP C T 4 142 c.3113C>T c.(3112-3114)TCG>TTG p.S1038L

Pat_24 Pre-Treatment PROZ 8858 37 13 113826166 113826166 Missense_Mutation SNP G A 4 113 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_24 Pre-Treatment OR4M1 441670 37 14 20249078 20249078 Missense_Mutation SNP G A 97 136 c.597G>A c.(595-597)ATG>ATA p.M199I

Pat_24 Pre-Treatment TEP1 7011 37 14 20852268 20852268 Missense_Mutation SNP G A 4 178 c.3463C>T c.(3463-3465)CGG>TGG p.R1155W

Pat_24 Pre-Treatment LRP10 26020 37 14 23345353 23345353 Missense_Mutation SNP G C 4 226 c.1196G>C c.(1195-1197)TGC>TCC p.C399S

Pat_24 Pre-Treatment ACIN1 22985 37 14 23530575 23530575 Missense_Mutation SNP C T 6 279 c.3530G>A c.(3529-3531)CGA>CAA p.R1177Q

Pat_24 Pre-Treatment HOMEZ 57594 37 14 23745797 23745797 Missense_Mutation SNP G A 45 65 c.640C>T c.(640-642)CCC>TCC p.P214S

Pat_24 Pre-Treatment CMTM5 116173 37 14 23847681 23847681 Missense_Mutation SNP C T 6 442 c.250C>T c.(250-252)CGC>TGC p.R84C

Pat_24 Pre-Treatment MYH7 4625 37 14 23899059 23899059 Missense_Mutation SNP C T 4 132 c.1063G>A c.(1063-1065)GCC>ACC p.A355T

Pat_24 Pre-Treatment JPH4 84502 37 14 24045177 24045177 Missense_Mutation SNP G A 29 39 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_24 Pre-Treatment LRRC16B 90668 37 14 24535670 24535670 Missense_Mutation SNP G A 4 229 c.3589G>A c.(3589-3591)GCA>ACA p.A1197T

Pat_24 Pre-Treatment NOVA1 4857 37 14 26949269 26949269 Nonsense_Mutation SNP G A 70 121 c.361C>T c.(361-363)CGA>TGA p.R121*

Pat_24 Pre-Treatment SIP1 8487 37 14 39594217 39594217 Missense_Mutation SNP A T 4 205 c.541A>T c.(541-543)AGT>TGT p.S181C

Pat_24 Pre-Treatment LRFN5 145581 37 14 42356643 42356643 Missense_Mutation SNP G A 4 163 c.815G>A c.(814-816)CGC>CAC p.R272H

Pat_24 Pre-Treatment C14orf182 283551 37 14 50472465 50472465 Missense_Mutation SNP C T 7 654 c.53G>A c.(52-54)AGG>AAG p.R18K

Pat_24 Pre-Treatment TRIM9 114088 37 14 51444041 51444041 Missense_Mutation SNP C T 4 178 c.2101G>A c.(2101-2103)GAC>AAC p.D701N

Pat_24 Pre-Treatment PELI2 57161 37 14 56763456 56763456 Missense_Mutation SNP G A 4 83 c.835G>A c.(835-837)GCC>ACC p.A279T

Pat_24 Pre-Treatment ARID4A 5926 37 14 58814397 58814397 Missense_Mutation SNP C T 4 106 c.1205C>T c.(1204-1206)TCG>TTG p.S402L

Pat_24 Pre-Treatment KCNH5 27133 37 14 63174438 63174438 Missense_Mutation SNP C T 79 138 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_24 Pre-Treatment KCNH5 27133 37 14 63174770 63174770 Missense_Mutation SNP C T 48 72 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_24 Pre-Treatment SYNE2 23224 37 14 64467305 64467305 Missense_Mutation SNP G A 4 197 c.3506G>A c.(3505-3507)CGC>CAC p.R1169H

Pat_24 Pre-Treatment SYNE2 23224 37 14 64679658 64679658 Missense_Mutation SNP C T 5 191 c.18991C>T c.(18991-18993)CGC>TGC p.R6331C

Pat_24 Pre-Treatment HSPA2 3306 37 14 65009062 65009062 Missense_Mutation SNP G A 4 163 c.1495G>A c.(1495-1497)GGT>AGT p.G499S

Pat_24 Pre-Treatment SPTB 6710 37 14 65240084 65240084 Missense_Mutation SNP C T 6 315 c.5032G>A c.(5032-5034)GTG>ATG p.V1678M

Pat_24 Pre-Treatment DCAF5 8816 37 14 69521641 69521641 Missense_Mutation SNP G A 4 142 c.1762C>T c.(1762-1764)CGG>TGG p.R588W

Pat_24 Pre-Treatment TMEM90A 646658 37 14 74876219 74876219 Missense_Mutation SNP C T 5 7 c.229G>A c.(229-231)GAC>AAC p.D77N

Pat_24 Pre-Treatment TTLL5 23093 37 14 76249729 76249729 Missense_Mutation SNP C T 4 112 c.2842C>T c.(2842-2844)CAT>TAT p.H948Y



Pat_24 Pre-Treatment ESRRB 2103 37 14 76928965 76928965 Missense_Mutation SNP C T 5 229 c.475C>T c.(475-477)CGC>TGC p.R159C

Pat_24 Pre-Treatment ANGEL1 23357 37 14 77272947 77272947 Missense_Mutation SNP G A 5 155 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_24 Pre-Treatment GSTZ1 2954 37 14 77795544 77795544 Missense_Mutation SNP G A 4 97 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_24 Pre-Treatment C14orf145 145508 37 14 81372379 81372379 Missense_Mutation SNP C T 4 117 c.281G>A c.(280-282)CGT>CAT p.R94H

Pat_24 Pre-Treatment ZC3H14 79882 37 14 89037468 89037468 Missense_Mutation SNP G A 4 155 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_24 Pre-Treatment TRIP11 9321 37 14 92470806 92470806 Missense_Mutation SNP C T 4 78 c.3514G>A c.(3514-3516)GAA>AAA p.E1172K

Pat_24 Pre-Treatment RIN3 79890 37 14 93118751 93118751 Missense_Mutation SNP G A 5 304 c.1357G>A c.(1357-1359)GCC>ACC p.A453T

Pat_24 Pre-Treatment DICER1 23405 37 14 95572381 95572381 Missense_Mutation SNP G A 6 371 c.2984C>T c.(2983-2985)TCA>TTA p.S995L

Pat_24 Pre-Treatment CLMN 79789 37 14 95669186 95669186 Missense_Mutation SNP C T 4 192 c.2500G>A c.(2500-2502)GAC>AAC p.D834N

Pat_24 Pre-Treatment CYP46A1 10858 37 14 100165849 100165849 Missense_Mutation SNP G A 8 587 c.329G>A c.(328-330)CGT>CAT p.R110H

Pat_24 Pre-Treatment RAGE 5891 37 14 102732227 102732227 Nonsense_Mutation SNP G A 5 184 c.145C>T c.(145-147)CGA>TGA p.R49*

Pat_24 Pre-Treatment TDRD9 122402 37 14 104457535 104457535 Missense_Mutation SNP G A 4 166 c.1154G>A c.(1153-1155)CGA>CAA p.R385Q

Pat_24 Pre-Treatment KIAA0284 283638 37 14 105356013 105356013 Missense_Mutation SNP C T 24 57 c.3796C>T c.(3796-3798)CCC>TCC p.P1266S

Pat_24 Pre-Treatment PLD4 122618 37 14 105397256 105397256 Missense_Mutation SNP G A 4 231 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_24 Pre-Treatment AHNAK2 113146 37 14 105418760 105418760 Missense_Mutation SNP C T 7 717 c.3028G>A c.(3028-3030)GTA>ATA p.V1010I

Pat_24 Pre-Treatment NUDT14 256281 37 14 105643099 105643099 Missense_Mutation SNP G A 4 220 c.200C>T c.(199-201)GCG>GTG p.A67V

Pat_24 Pre-Treatment BRF1 2972 37 14 105677459 105677459 Missense_Mutation SNP C T 6 329 c.1996G>A c.(1996-1998)GAC>AAC p.D666N

Pat_24 Pre-Treatment GABRB3 2562 37 15 26812790 26812790 Missense_Mutation SNP G A 4 144 c.773C>T c.(772-774)ACG>ATG p.T258M

Pat_24 Pre-Treatment HERC2 8924 37 15 28422096 28422096 Missense_Mutation SNP C T 4 115 c.9432G>A c.(9430-9432)ATG>ATA p.M3144I

Pat_24 Pre-Treatment TMCO5A 145942 37 15 38229100 38229100 Missense_Mutation SNP G A 35 34 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_24 Pre-Treatment RASGRP1 10125 37 15 38795510 38795510 Missense_Mutation SNP G T 4 90 c.1391C>A c.(1390-1392)CCA>CAA p.P464Q

Pat_24 Pre-Treatment IVD 3712 37 15 40710365 40710365 Missense_Mutation SNP G A 4 209 c.1184G>A c.(1183-1185)CGC>CAC p.R395H

Pat_24 Pre-Treatment CASC5 57082 37 15 40933168 40933168 Missense_Mutation SNP G A 6 377 c.5819G>A c.(5818-5820)CGA>CAA p.R1940Q

Pat_24 Pre-Treatment MAPKBP1 23005 37 15 42115755 42115755 Missense_Mutation SNP C T 4 175 c.3727C>T c.(3727-3729)CGG>TGG p.R1243W

Pat_24 Pre-Treatment SPTBN5 51332 37 15 42160796 42160796 Missense_Mutation SNP G A 4 198 c.5752C>T c.(5752-5754)CGT>TGT p.R1918C

Pat_24 Pre-Treatment PLA2G4E 123745 37 15 42298211 42298211 Missense_Mutation SNP C T 4 170 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_24 Pre-Treatment CDAN1 146059 37 15 43020929 43020929 Missense_Mutation SNP C T 4 156 c.2725G>A c.(2725-2727)GGA>AGA p.G909R

Pat_24 Pre-Treatment TTBK2 146057 37 15 43109292 43109292 Nonsense_Mutation SNP G A 4 187 c.541C>T c.(541-543)CGA>TGA p.R181*

Pat_24 Pre-Treatment MAP1A 4130 37 15 43815947 43815947 Missense_Mutation SNP C T 3 56 c.2276C>T c.(2275-2277)CCG>CTG p.P759L

Pat_24 Pre-Treatment MAP1A 4130 37 15 43818722 43818722 Missense_Mutation SNP G A 12 49 c.5051G>A c.(5050-5052)AGG>AAG p.R1684K

Pat_24 Pre-Treatment CKMT1B 1159 37 15 43891417 43891418 Missense_Mutation DNP GG AA 129 116 c.1200_1201GG>AAc.(1198-1203)CTGGAG>CTAAAGp.E401K

Pat_24 Pre-Treatment DUOX2 50506 37 15 45388258 45388258 Missense_Mutation SNP C T 63 54 c.3848G>A c.(3847-3849)GGA>GAA p.G1283E

Pat_24 Pre-Treatment SEMA6D 80031 37 15 48063158 48063158 Missense_Mutation SNP G A 5 165 c.2398G>A c.(2398-2400)GCT>ACT p.A800T

Pat_24 Pre-Treatment CYP19A1 1588 37 15 51507369 51507369 Missense_Mutation SNP C T 4 216 c.919G>A c.(919-921)GCT>ACT p.A307T

Pat_24 Pre-Treatment GLDN 342035 37 15 51675633 51675633 Missense_Mutation SNP G A 131 298 c.416G>A c.(415-417)GGA>GAA p.G139E

Pat_24 Pre-Treatment DMXL2 23312 37 15 51756911 51756911 Missense_Mutation SNP C T 4 167 c.7766G>A c.(7765-7767)CGA>CAA p.R2589Q

Pat_24 Pre-Treatment MYO5C 55930 37 15 52497186 52497186 Missense_Mutation SNP C T 6 112 c.4696G>A c.(4696-4698)GGC>AGC p.G1566S

Pat_24 Pre-Treatment GCNT3 9245 37 15 59910924 59910924 Missense_Mutation SNP C T 60 196 c.487C>T c.(487-489)CAT>TAT p.H163Y

Pat_24 Pre-Treatment CILP 8483 37 15 65499120 65499120 Missense_Mutation SNP C T 230 154 c.424G>A c.(424-426)GGA>AGA p.G142R

Pat_24 Pre-Treatment MEGF11 84465 37 15 66262997 66262997 Missense_Mutation SNP C T 16 45 c.793G>A c.(793-795)GGG>AGG p.G265R

Pat_24 Pre-Treatment DIS3L 115752 37 15 66618578 66618578 Missense_Mutation SNP G A 4 235 c.2077G>A c.(2077-2079)GCC>ACC p.A693T

Pat_24 Pre-Treatment DIS3L 115752 37 15 66624358 66624358 Missense_Mutation SNP G A 48 136 c.2681G>A c.(2680-2682)AGG>AAG p.R894K

Pat_24 Pre-Treatment PIAS1 8554 37 15 68434663 68434663 Missense_Mutation SNP A G 4 116 c.590A>G c.(589-591)CAG>CGG p.Q197R

Pat_24 Pre-Treatment NEO1 4756 37 15 73581579 73581579 Missense_Mutation SNP C T 4 114 c.3742C>T c.(3742-3744)CCT>TCT p.P1248S

Pat_24 Pre-Treatment C15orf60 283677 37 15 73843396 73843396 Missense_Mutation SNP G A 4 64 c.451G>A c.(451-453)GGA>AGA p.G151R

Pat_24 Pre-Treatment CSK 1445 37 15 75094194 75094194 Missense_Mutation SNP C T 4 120 c.1046C>T c.(1045-1047)CCA>CTA p.P349L

Pat_24 Pre-Treatment LMAN1L 79748 37 15 75117900 75117900 Missense_Mutation SNP T C 4 241 c.1535T>C c.(1534-1536)CTG>CCG p.L512P



Pat_24 Pre-Treatment RPP25 54913 37 15 75248458 75248458 Missense_Mutation SNP G A 21 38 c.467C>T c.(466-468)CCC>CTC p.P156L

Pat_24 Pre-Treatment KIAA1024 23251 37 15 79749478 79749478 Missense_Mutation SNP G A 6 425 c.989G>A c.(988-990)AGC>AAC p.S330N

Pat_24 Pre-Treatment DET1 55070 37 15 89070830 89070830 Missense_Mutation SNP C T 4 153 c.1271G>A c.(1270-1272)CGG>CAG p.R424Q

Pat_24 Pre-Treatment MCTP2 55784 37 15 94841646 94841646 Missense_Mutation SNP C T 16 64 c.152C>T c.(151-153)TCT>TTT p.S51F

Pat_24 Pre-Treatment IGF1R 3480 37 15 99456466 99456466 Missense_Mutation SNP C T 5 264 c.1783C>T c.(1783-1785)CGT>TGT p.R595C

Pat_24 Pre-Treatment IGF1R 3480 37 15 99500543 99500543 Missense_Mutation SNP G A 4 128 c.3976G>A c.(3976-3978)GAG>AAG p.E1326K

Pat_24 Pre-Treatment SYNM 23336 37 15 99670857 99670857 Missense_Mutation SNP T G 30 31 c.2292T>G c.(2290-2292)TTT>TTG p.F764L

Pat_24 Pre-Treatment RHBDF1 64285 37 16 111666 111666 Missense_Mutation SNP C T 4 192 c.1237G>A c.(1237-1239)GTG>ATG p.V413M

Pat_24 Pre-Treatment SOLH 6650 37 16 599050 599050 Missense_Mutation SNP C T 5 369 c.1507C>T c.(1507-1509)CCC>TCC p.P503S

Pat_24 Pre-Treatment RHBDL1 9028 37 16 727118 727118 Missense_Mutation SNP G T 4 92 c.769G>T c.(769-771)GGG>TGG p.G257W

Pat_24 Pre-Treatment FBXL16 146330 37 16 744675 744675 Missense_Mutation SNP T G 14 23 c.1250A>C c.(1249-1251)CAC>CCC p.H417P

Pat_24 Pre-Treatment PTX4 390667 37 16 1536466 1536466 Missense_Mutation SNP C T 4 88 c.896G>A c.(895-897)CGC>CAC p.R299H

Pat_24 Pre-Treatment TELO2 9894 37 16 1545592 1545592 Missense_Mutation SNP G A 4 202 c.581G>A c.(580-582)CGG>CAG p.R194Q

Pat_24 Pre-Treatment TBL3 10607 37 16 2027116 2027116 Missense_Mutation SNP G A 5 178 c.1502G>A c.(1501-1503)CGC>CAC p.R501H

Pat_24 Pre-Treatment TSC2 7249 37 16 2124261 2124261 Missense_Mutation SNP G A 4 131 c.2416G>A c.(2416-2418)GTG>ATG p.V806M

Pat_24 Pre-Treatment TSC2 7249 37 16 2125875 2125875 Missense_Mutation SNP C T 4 203 c.2621C>T c.(2620-2622)CCG>CTG p.P874L

Pat_24 Pre-Treatment TSC2 7249 37 16 2138495 2138495 Missense_Mutation SNP C T 4 166 c.5308C>T c.(5308-5310)CCT>TCT p.P1770S

Pat_24 Pre-Treatment PKD1 5310 37 16 2140785 2140785 Missense_Mutation SNP G A 4 163 c.12028C>T c.(12028-12030)CGC>TGC p.R4010C

Pat_24 Pre-Treatment PKD1 5310 37 16 2152968 2152968 Missense_Mutation SNP T C 4 146 c.8795A>G c.(8794-8796)CAC>CGC p.H2932R

Pat_24 Pre-Treatment ABCA3 21 37 16 2354118 2354118 Missense_Mutation SNP G A 5 425 c.1319C>T c.(1318-1320)CCC>CTC p.P440L

Pat_24 Pre-Treatment SRRM2 23524 37 16 2817405 2817406 Missense_Mutation DNP CC TT 120 178 c.6876_6877CC>TTc.(6874-6879)GCCCCA>GCTTCAp.P2293S

Pat_24 Pre-Treatment SRRM2 23524 37 16 2818022 2818022 Missense_Mutation SNP C T 4 153 c.7493C>T c.(7492-7494)GCC>GTC p.A2498V

Pat_24 Pre-Treatment ZNF213 7760 37 16 3187516 3187516 Missense_Mutation SNP C T 4 189 c.235C>T c.(235-237)CGT>TGT p.R79C

Pat_24 Pre-Treatment ZNF213 7760 37 16 3187633 3187633 Missense_Mutation SNP G A 3 56 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_24 Pre-Treatment ZNF263 10127 37 16 3340442 3340442 Missense_Mutation SNP C T 4 200 c.1936C>T c.(1936-1938)CGG>TGG p.R646W

Pat_24 Pre-Treatment NAT15 79903 37 16 3526288 3526288 Missense_Mutation SNP G A 4 134 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_24 Pre-Treatment MGRN1 23295 37 16 4721398 4721398 Missense_Mutation SNP C T 4 181 c.733C>T c.(733-735)CGG>TGG p.R245W

Pat_24 Pre-Treatment A2BP1 54715 37 16 7680638 7680638 Missense_Mutation SNP G A 30 73 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_24 Pre-Treatment TEKT5 146279 37 16 10788232 10788232 Nonsense_Mutation SNP G A 136 254 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_24 Pre-Treatment CLEC16A 23274 37 16 11272395 11272395 Missense_Mutation SNP G A 4 214 c.3010G>A c.(3010-3012)GTC>ATC p.V1004I

Pat_24 Pre-Treatment TXNDC11 51061 37 16 11794417 11794417 Missense_Mutation SNP T C 57 88 c.878A>G c.(877-879)TAC>TGC p.Y293C

Pat_24 Pre-Treatment ERCC4 2072 37 16 14022037 14022037 Missense_Mutation SNP C T 39 113 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_24 Pre-Treatment ABCC6 368 37 16 16276744 16276744 Missense_Mutation SNP C T 4 205 c.1987G>A c.(1987-1989)GGT>AGT p.G663S

Pat_24 Pre-Treatment TMC7 79905 37 16 19049260 19049260 Missense_Mutation SNP G A 4 188 c.1070G>A c.(1069-1071)CGC>CAC p.R357H

Pat_24 Pre-Treatment ITPRIPL2 162073 37 16 19126600 19126600 Missense_Mutation SNP C T 6 349 c.817C>T c.(817-819)CGC>TGC p.R273C

Pat_24 Pre-Treatment SYT17 51760 37 16 19195170 19195170 Missense_Mutation SNP G A 6 358 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_24 Pre-Treatment IGSF6 10261 37 16 21663853 21663853 Missense_Mutation SNP C T 4 158 c.67G>A c.(67-69)GGT>AGT p.G23S

Pat_24 Pre-Treatment OTOA 146183 37 16 21726384 21726384 Missense_Mutation SNP C T 6 554 c.1399C>T c.(1399-1401)CGC>TGC p.R467C

Pat_24 Pre-Treatment POLR3E 55718 37 16 22328500 22328500 Missense_Mutation SNP G A 5 244 c.838G>A c.(838-840)GAT>AAT p.D280N

Pat_24 Pre-Treatment CD19 930 37 16 28944394 28944394 Missense_Mutation SNP G A 66 80 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_24 Pre-Treatment SPN 6693 37 16 29675747 29675747 Missense_Mutation SNP C T 4 206 c.698C>T c.(697-699)TCT>TTT p.S233F

Pat_24 Pre-Treatment SEZ6L2 26470 37 16 29900013 29900013 Missense_Mutation SNP G A 4 74 c.887C>T c.(886-888)CCG>CTG p.P296L

Pat_24 Pre-Treatment ZNF689 115509 37 16 30616499 30616499 Missense_Mutation SNP G A 4 119 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_24 Pre-Treatment SETD1A 9739 37 16 30992162 30992162 Missense_Mutation SNP C A 4 71 c.4684C>A c.(4684-4686)CAG>AAG p.Q1562K

Pat_24 Pre-Treatment TRIM72 493829 37 16 31234180 31234180 Missense_Mutation SNP C T 4 175 c.773C>T c.(772-774)CCC>CTC p.P258L

Pat_24 Pre-Treatment ITGAX 3687 37 16 31393220 31393220 Missense_Mutation SNP G A 49 92 c.3484G>A c.(3484-3486)GAG>AAG p.E1162K

Pat_24 Pre-Treatment VPS35 55737 37 16 46714661 46714661 Missense_Mutation SNP G A 4 168 c.428C>T c.(427-429)CCC>CTC p.P143L



Pat_24 Pre-Treatment ZNF423 23090 37 16 49670154 49670154 Missense_Mutation SNP G A 24 41 c.2909C>T c.(2908-2910)TCG>TTG p.S970L

Pat_24 Pre-Treatment ADCY7 113 37 16 50324486 50324486 Missense_Mutation SNP C T 41 73 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_24 Pre-Treatment CES7 221223 37 16 55880509 55880509 Missense_Mutation SNP C T 7 563 c.1582G>A c.(1582-1584)GGA>AGA p.G528R

Pat_24 Pre-Treatment MT3 4504 37 16 56623800 56623800 Missense_Mutation SNP C T 4 164 c.50C>T c.(49-51)GCG>GTG p.A17V

Pat_24 Pre-Treatment SLC12A3 6559 37 16 56920388 56920388 Splice_Site SNP G A 4 132 c.2037_splice c.e16+1 p.I679_splice

Pat_24 Pre-Treatment KIFC3 3801 37 16 57794802 57794803 Missense_Mutation DNP GG AT 23 8 c.2067_2068CC>ATc.(2065-2070)AGCCGC>AGATGCp.689_690SR>RC

Pat_24 Pre-Treatment GOT2 2806 37 16 58752448 58752448 Missense_Mutation SNP C T 5 286 c.580G>A c.(580-582)GCT>ACT p.A194T

Pat_24 Pre-Treatment HSF4 3299 37 16 67200260 67200260 Missense_Mutation SNP C T 4 120 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_24 Pre-Treatment SLC9A5 6553 37 16 67304752 67304752 Missense_Mutation SNP C T 4 107 c.2330C>T c.(2329-2331)TCG>TTG p.S777L

Pat_24 Pre-Treatment PARD6A 50855 37 16 67695433 67695433 Missense_Mutation SNP C T 5 330 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_24 Pre-Treatment COG8 84342 37 16 69370596 69370596 Missense_Mutation SNP C T 4 137 c.397G>A c.(397-399)GAG>AAG p.E133K

Pat_24 Pre-Treatment MTSS1L 92154 37 16 70712262 70712262 Missense_Mutation SNP C T 5 128 c.517G>A c.(517-519)GAC>AAC p.D173N

Pat_24 Pre-Treatment HYDIN 54768 37 16 70954955 70954955 Missense_Mutation SNP C T 5 174 c.7321G>A c.(7321-7323)GAA>AAA p.E2441K

Pat_24 Pre-Treatment KIAA0174 9798 37 16 71955271 71955271 Missense_Mutation SNP C T 4 134 c.506C>T c.(505-507)GCC>GTC p.A169V

Pat_24 Pre-Treatment DHX38 9785 37 16 72139428 72139428 Missense_Mutation SNP G A 4 188 c.2392G>A c.(2392-2394)GTT>ATT p.V798I

Pat_24 Pre-Treatment VAT1L 57687 37 16 77850847 77850847 Missense_Mutation SNP G A 68 80 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_24 Pre-Treatment SLC38A8 146167 37 16 84075678 84075678 Missense_Mutation SNP C T 4 239 c.85G>A c.(85-87)GCT>ACT p.A29T

Pat_24 Pre-Treatment ZCCHC14 23174 37 16 87446244 87446244 Missense_Mutation SNP C T 4 158 c.1672G>A c.(1672-1674)GCC>ACC p.A558T

Pat_24 Pre-Treatment CA5A 763 37 16 87969963 87969963 Nonsense_Mutation SNP G A 5 277 c.94C>T c.(94-96)CGA>TGA p.R32*

Pat_24 Pre-Treatment TRAPPC2L 51693 37 16 88925066 88925066 Missense_Mutation SNP G A 6 461 c.73G>A c.(73-75)GAG>AAG p.E25K

Pat_24 Pre-Treatment SPIRE2 84501 37 16 89916844 89916844 Missense_Mutation SNP G A 3 36 c.421G>A c.(421-423)GGC>AGC p.G141S

Pat_24 Pre-Treatment DEF8 54849 37 16 90027396 90027396 Missense_Mutation SNP G A 5 363 c.755G>A c.(754-756)AGC>AAC p.S252N

Pat_24 Pre-Treatment PRPF8 10594 37 17 1577755 1577755 Missense_Mutation SNP G A 6 222 c.3280C>T c.(3280-3282)CGC>TGC p.R1094C

Pat_24 Pre-Treatment SMG6 23293 37 17 2203290 2203290 Missense_Mutation SNP G A 4 68 c.757C>T c.(757-759)CGC>TGC p.R253C

Pat_24 Pre-Treatment SHPK 23729 37 17 3514093 3514093 Missense_Mutation SNP G A 5 259 c.1198C>T c.(1198-1200)CGG>TGG p.R400W

Pat_24 Pre-Treatment P2RX5 5026 37 17 3593916 3593916 Missense_Mutation SNP G A 4 173 c.419C>T c.(418-420)GCG>GTG p.A140V

Pat_24 Pre-Treatment ITGAE 3682 37 17 3657141 3657141 Missense_Mutation SNP G A 64 107 c.1463C>T c.(1462-1464)GCC>GTC p.A488V

Pat_24 Pre-Treatment GGT6 124975 37 17 4462050 4462050 Nonsense_Mutation SNP G A 3 12 c.742C>T c.(742-744)CGA>TGA p.R248*

Pat_24 Pre-Treatment MINK1 50488 37 17 4798370 4798370 Missense_Mutation SNP C T 4 128 c.2918C>T c.(2917-2919)GCC>GTC p.A973V

Pat_24 Pre-Treatment KIF1C 10749 37 17 4925960 4925960 Missense_Mutation SNP C T 3 34 c.2584C>T c.(2584-2586)CGG>TGG p.R862W

Pat_24 Pre-Treatment GPR172B 55065 37 17 4937566 4937566 Missense_Mutation SNP G A 4 130 c.218C>T c.(217-219)CCG>CTG p.P73L

Pat_24 Pre-Treatment NUP88 4927 37 17 5292182 5292182 Missense_Mutation SNP G A 26 74 c.1583C>T c.(1582-1584)TCC>TTC p.S528F

Pat_24 Pre-Treatment BCL6B 255877 37 17 6930888 6930888 Missense_Mutation SNP G A 5 228 c.1390G>A c.(1390-1392)GGA>AGA p.G464R

Pat_24 Pre-Treatment NEURL4 84461 37 17 7221108 7221108 Nonsense_Mutation SNP T A 4 81 c.4204A>T c.(4204-4206)AGA>TGA p.R1402*

Pat_24 Pre-Treatment TMEM102 284114 37 17 7339756 7339756 Missense_Mutation SNP C T 4 147 c.458C>T c.(457-459)ACC>ATC p.T153I

Pat_24 Pre-Treatment ZBTB4 57659 37 17 7366997 7366997 Missense_Mutation SNP G A 4 185 c.1304C>T c.(1303-1305)CCG>CTG p.P435L

Pat_24 Pre-Treatment POLR2A 5430 37 17 7401081 7401081 Missense_Mutation SNP C T 4 199 c.1094C>T c.(1093-1095)ACT>ATT p.T365I

Pat_24 Pre-Treatment POLR2A 5430 37 17 7404944 7404944 Nonsense_Mutation SNP C T 5 260 c.2245C>T c.(2245-2247)CGA>TGA p.R749*

Pat_24 Pre-Treatment DNAH2 146754 37 17 7722299 7722299 Missense_Mutation SNP C T 4 55 c.10733C>T c.(10732-10734)ACC>ATC p.T3578I

Pat_24 Pre-Treatment KCNAB3 9196 37 17 7826851 7826851 Missense_Mutation SNP G A 4 122 c.1060C>T c.(1060-1062)CGC>TGC p.R354C

Pat_24 Pre-Treatment CNTROB 116840 37 17 7851874 7851874 Missense_Mutation SNP G A 4 146 c.2450G>A c.(2449-2451)CGG>CAG p.R817Q

Pat_24 Pre-Treatment PIK3R5 23533 37 17 8793371 8793371 Missense_Mutation SNP C T 4 128 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_24 Pre-Treatment MYH8 4626 37 17 10304868 10304868 Missense_Mutation SNP C T 176 287 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_24 Pre-Treatment MYH4 4622 37 17 10353795 10353795 Missense_Mutation SNP G A 5 378 c.4156C>T c.(4156-4158)CGC>TGC p.R1386C

Pat_24 Pre-Treatment MYH4 4622 37 17 10360853 10360853 Missense_Mutation SNP G A 92 120 c.1781C>T c.(1780-1782)GCC>GTC p.A594V

Pat_24 Pre-Treatment MYH4 4622 37 17 10364367 10364367 Missense_Mutation SNP G A 4 159 c.1013C>T c.(1012-1014)GCT>GTT p.A338V

Pat_24 Pre-Treatment MYH1 4619 37 17 10412834 10412834 Missense_Mutation SNP C T 101 194 c.1555G>A c.(1555-1557)GAC>AAC p.D519N



Pat_24 Pre-Treatment MYH2 4620 37 17 10432937 10432937 Missense_Mutation SNP C T 49 94 c.3061G>A c.(3061-3063)GAC>AAC p.D1021N

Pat_24 Pre-Treatment MYH3 4621 37 17 10541496 10541496 Missense_Mutation SNP G A 5 155 c.3593C>T c.(3592-3594)GCG>GTG p.A1198V

Pat_24 Pre-Treatment MYH3 4621 37 17 10547729 10547729 Missense_Mutation SNP G A 4 187 c.1349C>T c.(1348-1350)ACG>ATG p.T450M

Pat_24 Pre-Treatment DNAH9 1770 37 17 11795211 11795211 Missense_Mutation SNP C T 5 432 c.11230C>T c.(11230-11232)CGC>TGC p.R3744C

Pat_24 Pre-Treatment MYOCD 93649 37 17 12642601 12642601 Missense_Mutation SNP C A 55 65 c.673C>A c.(673-675)CTT>ATT p.L225I

Pat_24 Pre-Treatment NCOR1 9611 37 17 15978955 15978955 Missense_Mutation SNP G A 5 185 c.3563C>T c.(3562-3564)TCG>TTG p.S1188L

Pat_24 Pre-Treatment TRPV2 51393 37 17 16335108 16335108 Missense_Mutation SNP G A 4 143 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_24 Pre-Treatment RAI1 10743 37 17 17697049 17697049 Missense_Mutation SNP G A 4 137 c.787G>A c.(787-789)GTC>ATC p.V263I

Pat_24 Pre-Treatment SHMT1 6470 37 17 18256995 18256995 Missense_Mutation SNP G A 5 321 c.233C>T c.(232-234)CCG>CTG p.P78L

Pat_24 Pre-Treatment MFAP4 4239 37 17 19288418 19288418 Missense_Mutation SNP C T 7 390 c.514G>A c.(514-516)GGG>AGG p.G172R

Pat_24 Pre-Treatment RNF112 7732 37 17 19316944 19316944 Missense_Mutation SNP G A 12 28 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Pre-Treatment SLC47A2 146802 37 17 19618059 19618059 Missense_Mutation SNP G A 8 611 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_24 Pre-Treatment ALDH3A1 218 37 17 19648378 19648378 Missense_Mutation SNP G A 21 26 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_24 Pre-Treatment CYTSB 92521 37 17 20163608 20163608 Splice_Site SNP G A 4 74 c.2940_splice c.e12+1 p.A980_splice

Pat_24 Pre-Treatment SEZ6 124925 37 17 27308551 27308551 Missense_Mutation SNP G A 12 26 c.562C>T c.(562-564)CCT>TCT p.P188S

Pat_24 Pre-Treatment SEZ6 124925 37 17 27308970 27308970 Missense_Mutation SNP G A 17 42 c.143C>T c.(142-144)CCT>CTT p.P48L

Pat_24 Pre-Treatment TAOK1 57551 37 17 27861169 27861169 Missense_Mutation SNP C A 4 81 c.2395C>A c.(2395-2397)CAG>AAG p.Q799K

Pat_24 Pre-Treatment CPD 1362 37 17 28747972 28747972 Missense_Mutation SNP C T 4 151 c.1108C>T c.(1108-1110)CGT>TGT p.R370C

Pat_24 Pre-Treatment RAB11FIP4 84440 37 17 29848344 29848344 Missense_Mutation SNP G A 4 95 c.724G>A c.(724-726)GTC>ATC p.V242I

Pat_24 Pre-Treatment MYO1D 4642 37 17 30821877 30821877 Missense_Mutation SNP C T 4 128 c.2921G>A c.(2920-2922)GGG>GAG p.G974E

Pat_24 Pre-Treatment CCL18 6362 37 17 34397903 34397903 Missense_Mutation SNP C T 29 76 c.164C>T c.(163-165)CCC>CTC p.P55L

Pat_24 Pre-Treatment GGNBP2 79893 37 17 34937778 34937778 Missense_Mutation SNP C T 39 56 c.1025C>T c.(1024-1026)ACC>ATC p.T342I

Pat_24 Pre-Treatment ACACA 31 37 17 35581989 35581989 Missense_Mutation SNP C T 4 136 c.3287G>A c.(3286-3288)CGC>CAC p.R1096H

Pat_24 Pre-Treatment ACACA 31 37 17 35627700 35627700 Missense_Mutation SNP C T 20 265 c.950G>A c.(949-951)GGA>GAA p.G317E

Pat_24 Pre-Treatment MLLT6 4302 37 17 36872692 36872692 Missense_Mutation SNP C T 30 35 c.1109C>T c.(1108-1110)TCC>TTC p.S370F

Pat_24 Pre-Treatment FBXO47 494188 37 17 37119185 37119185 Missense_Mutation SNP C T 4 171 c.94G>A c.(94-96)GGC>AGC p.G32S

Pat_24 Pre-Treatment GRB7 2886 37 17 37902175 37902175 Missense_Mutation SNP G A 7 644 c.1280G>A c.(1279-1281)CGC>CAC p.R427H

Pat_24 Pre-Treatment CCR7 1236 37 17 38711853 38711853 Missense_Mutation SNP G A 4 169 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_24 Pre-Treatment KRT26 353288 37 17 38926062 38926062 Missense_Mutation SNP C T 93 131 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_24 Pre-Treatment KRT12 3859 37 17 39019399 39019399 Missense_Mutation SNP C T 4 205 c.1292G>A c.(1291-1293)CGC>CAC p.R431H

Pat_24 Pre-Treatment KRT12 3859 37 17 39023219 39023219 Missense_Mutation SNP C T 4 205 c.220G>A c.(220-222)GGA>AGA p.G74R

Pat_24 Pre-Treatment KRT12 3859 37 17 39023402 39023402 Missense_Mutation SNP G A 5 149 c.37C>T c.(37-39)CGC>TGC p.R13C

Pat_24 Pre-Treatment KRT37 8688 37 17 39580309 39580309 Missense_Mutation SNP C T 4 232 c.467G>A c.(466-468)CGT>CAT p.R156H

Pat_24 Pre-Treatment KRT32 3882 37 17 39616393 39616393 Missense_Mutation SNP G A 4 94 c.1316C>T c.(1315-1317)CCT>CTT p.P439L

Pat_24 Pre-Treatment FKBP10 60681 37 17 39973332 39973332 Missense_Mutation SNP G T 4 181 c.268G>T c.(268-270)GCC>TCC p.A90S

Pat_24 Pre-Treatment GHDC 84514 37 17 40344316 40344316 Missense_Mutation SNP C T 4 168 c.832G>A c.(832-834)GGG>AGG p.G278R

Pat_24 Pre-Treatment TUBG2 27175 37 17 40818688 40818688 Missense_Mutation SNP G A 5 256 c.1226G>A c.(1225-1227)CGT>CAT p.R409H

Pat_24 Pre-Treatment BRCA1 672 37 17 41209095 41209095 Nonsense_Mutation SNP G A 6 393 c.5251C>T c.(5251-5253)CGA>TGA p.R1751*

Pat_24 Pre-Treatment MPP3 4356 37 17 41908611 41908611 Splice_Site SNP C T 5 186 c.222_splice c.e5+1 p.D74_splice

Pat_24 Pre-Treatment NSF 4905 37 17 44788404 44788404 Nonsense_Mutation SNP C T 43 92 c.1546C>T c.(1546-1548)CGA>TGA p.R516*

Pat_24 Pre-Treatment IGF2BP1 10642 37 17 47115649 47115649 Missense_Mutation SNP G A 4 88 c.521G>A c.(520-522)CGG>CAG p.R174Q

Pat_24 Pre-Treatment C17orf67 339210 37 17 54892231 54892231 Missense_Mutation SNP C T 6 718 c.227G>A c.(226-228)CGG>CAG p.R76Q

Pat_24 Pre-Treatment C17orf67 339210 37 17 54892253 54892253 Missense_Mutation SNP C T 7 728 c.205G>A c.(205-207)GGA>AGA p.G69R

Pat_24 Pre-Treatment OR4D2 124538 37 17 56247618 56247618 Missense_Mutation SNP C T 52 77 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_24 Pre-Treatment BZRAP1 9256 37 17 56389471 56389471 Missense_Mutation SNP G A 4 117 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_24 Pre-Treatment TRIM37 4591 37 17 57157205 57157205 Missense_Mutation SNP C T 65 74 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_24 Pre-Treatment BCAS3 54828 37 17 59001793 59001793 Missense_Mutation SNP G A 4 233 c.1019G>A c.(1018-1020)AGT>AAT p.S340N



Pat_24 Pre-Treatment MED13 9969 37 17 60088302 60088302 Missense_Mutation SNP C T 4 217 c.1576G>A c.(1576-1578)GAA>AAA p.E526K

Pat_24 Pre-Treatment MED13 9969 37 17 60106978 60106978 Missense_Mutation SNP C T 4 169 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_24 Pre-Treatment TBC1D3P2 440452 37 17 60348753 60348753 Missense_Mutation SNP C G 4 152 c.352G>C c.(352-354)GAG>CAG p.E118Q

Pat_24 Pre-Treatment ACE 1636 37 17 61555323 61555323 Missense_Mutation SNP C T 3 36 c.281C>T c.(280-282)GCG>GTG p.A94V

Pat_24 Pre-Treatment GH2 2689 37 17 61958766 61958766 Missense_Mutation SNP G A 6 408 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_24 Pre-Treatment GPR142 350383 37 17 72368171 72368171 Missense_Mutation SNP G A 4 101 c.821G>A c.(820-822)CGG>CAG p.R274Q

Pat_24 Pre-Treatment UNK 85451 37 17 73816091 73816091 Missense_Mutation SNP C T 4 119 c.1967C>T c.(1966-1968)CCC>CTC p.P656L

Pat_24 Pre-Treatment MRPL38 64978 37 17 73895736 73895736 Missense_Mutation SNP G A 3 53 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_24 Pre-Treatment RNF157 114804 37 17 74141393 74141393 Missense_Mutation SNP G T 4 49 c.1963C>A c.(1963-1965)CAG>AAG p.Q655K

Pat_24 Pre-Treatment RNF157 114804 37 17 74157728 74157728 Missense_Mutation SNP G A 4 83 c.953C>T c.(952-954)CCC>CTC p.P318L

Pat_24 Pre-Treatment QRICH2 84074 37 17 74289004 74289004 Missense_Mutation SNP G A 8 174 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_24 Pre-Treatment MXRA7 439921 37 17 74673705 74673705 Missense_Mutation SNP C T 6 289 c.580G>A c.(580-582)GAC>AAC p.D194N

Pat_24 Pre-Treatment PGS1 9489 37 17 76394430 76394430 Missense_Mutation SNP G A 4 178 c.509G>A c.(508-510)CGA>CAA p.R170Q

Pat_24 Pre-Treatment LGALS3BP 3959 37 17 76972089 76972089 Missense_Mutation SNP C T 15 51 c.202G>A c.(202-204)GAG>AAG p.E68K

Pat_24 Pre-Treatment CANT1 124583 37 17 76989694 76989694 Missense_Mutation SNP G A 4 99 c.1144C>T c.(1144-1146)CGC>TGC p.R382C

Pat_24 Pre-Treatment RNF213 57674 37 17 78320284 78320284 Missense_Mutation SNP G A 5 131 c.2368G>A c.(2368-2370)GAC>AAC p.D790N

Pat_24 Pre-Treatment TMEM105 284186 37 17 79287722 79287722 Missense_Mutation SNP G A 6 257 c.119C>T c.(118-120)ACA>ATA p.T40I

Pat_24 Pre-Treatment P4HB 5034 37 17 79804327 79804327 Missense_Mutation SNP C T 6 314 c.1034G>A c.(1033-1035)CGC>CAC p.R345H

Pat_24 Pre-Treatment TBCD 6904 37 17 80726375 80726375 Missense_Mutation SNP G A 5 307 c.515G>A c.(514-516)GGG>GAG p.G172E

Pat_24 Pre-Treatment ENOSF1 55556 37 18 694292 694292 Missense_Mutation SNP C T 4 194 c.352G>A c.(352-354)GTC>ATC p.V118I

Pat_24 Pre-Treatment MYOM1 8736 37 18 3102547 3102547 Missense_Mutation SNP G A 77 115 c.3500C>T c.(3499-3501)TCC>TTC p.S1167F

Pat_24 Pre-Treatment L3MBTL4 91133 37 18 6239762 6239762 Missense_Mutation SNP C T 4 206 c.662G>A c.(661-663)CGC>CAC p.R221H

Pat_24 Pre-Treatment MPPE1 65258 37 18 11886762 11886762 Missense_Mutation SNP G A 4 91 c.694C>T c.(694-696)CGG>TGG p.R232W

Pat_24 Pre-Treatment IMPA2 3613 37 18 12009956 12009956 Missense_Mutation SNP C T 101 157 c.305C>T c.(304-306)CCC>CTC p.P102L

Pat_24 Pre-Treatment MEP1B 4225 37 18 29793298 29793298 Missense_Mutation SNP C T 13 15 c.1355C>T c.(1354-1356)CCA>CTA p.P452L

Pat_24 Pre-Treatment MEP1B 4225 37 18 29797906 29797906 Missense_Mutation SNP G A 4 162 c.2069G>A c.(2068-2070)CGA>CAA p.R690Q

Pat_24 Pre-Treatment ASXL3 80816 37 18 31325120 31325120 Missense_Mutation SNP G A 17 25 c.5308G>A c.(5308-5310)GGA>AGA p.G1770R

Pat_24 Pre-Treatment SLC14A2 8170 37 18 43212383 43212383 Missense_Mutation SNP C T 5 246 c.590C>T c.(589-591)TCG>TTG p.S197L

Pat_24 Pre-Treatment SLC14A2 8170 37 18 43248375 43248375 Missense_Mutation SNP G A 4 115 c.1969G>A c.(1969-1971)GTG>ATG p.V657M

Pat_24 Pre-Treatment PIAS2 9063 37 18 44416455 44416455 Missense_Mutation SNP G A 53 93 c.1067C>T c.(1066-1068)CCA>CTA p.P356L

Pat_24 Pre-Treatment MYO5B 4645 37 18 47462641 47462641 Missense_Mutation SNP C T 14 21 c.1984G>A c.(1984-1986)GAT>AAT p.D662N

Pat_24 Pre-Treatment ST8SIA3 51046 37 18 55021734 55021734 Missense_Mutation SNP G A 4 153 c.281G>A c.(280-282)CGG>CAG p.R94Q

Pat_24 Pre-Treatment CCBE1 147372 37 18 57136752 57136752 Missense_Mutation SNP C T 162 231 c.353G>A c.(352-354)CGA>CAA p.R118Q

Pat_24 Pre-Treatment NETO1 81832 37 18 70526196 70526196 Missense_Mutation SNP G A 61 73 c.334C>T c.(334-336)CCA>TCA p.P112S

Pat_24 Pre-Treatment SALL3 27164 37 18 76754380 76754380 Missense_Mutation SNP G A 4 68 c.2389G>A c.(2389-2391)GAT>AAT p.D797N

Pat_24 Pre-Treatment HCN2 610 37 19 613879 613879 Missense_Mutation SNP G A 4 168 c.1853G>A c.(1852-1854)CGC>CAC p.R618H

Pat_24 Pre-Treatment MED16 10025 37 19 885943 885943 Missense_Mutation SNP C T 6 159 c.706G>A c.(706-708)GCG>ACG p.A236T

Pat_24 Pre-Treatment PCSK4 54760 37 19 1488228 1488228 Missense_Mutation SNP C T 4 80 c.346G>A c.(346-348)GTG>ATG p.V116M

Pat_24 Pre-Treatment MBD3 53615 37 19 1581224 1581224 Missense_Mutation SNP C T 4 89 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_24 Pre-Treatment ATP8B3 148229 37 19 1791839 1791839 Missense_Mutation SNP C T 4 129 c.2212G>A c.(2212-2214)GAG>AAG p.E738K

Pat_24 Pre-Treatment FAM108A1 81926 37 19 1877576 1877576 Missense_Mutation SNP G A 4 149 c.638C>T c.(637-639)CCG>CTG p.P213L

Pat_24 Pre-Treatment AP3D1 8943 37 19 2116222 2116222 Missense_Mutation SNP G A 4 70 c.2057C>T c.(2056-2058)TCG>TTG p.S686L

Pat_24 Pre-Treatment SLC39A3 29985 37 19 2733161 2733161 Missense_Mutation SNP G A 4 78 c.533C>T c.(532-534)TCG>TTG p.S178L

Pat_24 Pre-Treatment NFIC 4782 37 19 3382196 3382196 Missense_Mutation SNP G A 4 205 c.517G>A c.(517-519)GTC>ATC p.V173I

Pat_24 Pre-Treatment LONP1 9361 37 19 5696124 5696124 Missense_Mutation SNP G A 4 156 c.1954C>T c.(1954-1956)CGT>TGT p.R652C

Pat_24 Pre-Treatment RANBP3 8498 37 19 5917637 5917637 Missense_Mutation SNP G A 4 62 c.1688C>T c.(1687-1689)ACG>ATG p.T563M

Pat_24 Pre-Treatment KHSRP 8570 37 19 6418041 6418041 Missense_Mutation SNP C G 3 115 c.929G>C c.(928-930)GGC>GCC p.G310A



Pat_24 Pre-Treatment SLC25A41 284427 37 19 6432116 6432116 Missense_Mutation SNP C T 4 139 c.307G>A c.(307-309)GGG>AGG p.G103R

Pat_24 Pre-Treatment TUBB4 10382 37 19 6495272 6495272 Missense_Mutation SNP C T 5 348 c.1238G>A c.(1237-1239)AGC>AAC p.S413N

Pat_24 Pre-Treatment SH2D3A 10045 37 19 6760844 6760844 Missense_Mutation SNP G A 4 81 c.224C>T c.(223-225)ACA>ATA p.T75I

Pat_24 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 6 169 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_24 Pre-Treatment C19orf45 374877 37 19 7570268 7570268 Missense_Mutation SNP G A 5 272 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_24 Pre-Treatment CLEC4M 10332 37 19 7828094 7828094 Translation_Start_Site SNP G A 12 34 c.-58G>A c.(-60--56)GGGTG>GGATG

Pat_24 Pre-Treatment LRRC8E 80131 37 19 7965776 7965776 Missense_Mutation SNP G A 4 125 c.2369G>A c.(2368-2370)CGG>CAG p.R790Q

Pat_24 Pre-Treatment FBN3 84467 37 19 8188854 8188854 Missense_Mutation SNP C T 19 39 c.2770G>A c.(2770-2772)GAT>AAT p.D924N

Pat_24 Pre-Treatment LASS4 79603 37 19 8319406 8319406 Missense_Mutation SNP G A 4 109 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_24 Pre-Treatment MYO1F 4542 37 19 8615464 8615464 Nonsense_Mutation SNP G A 4 169 c.886C>T c.(886-888)CGA>TGA p.R296*

Pat_24 Pre-Treatment MUC16 94025 37 19 9048291 9048291 Missense_Mutation SNP G A 4 115 c.33340C>T c.(33340-33342)CCA>TCA p.P11114S

Pat_24 Pre-Treatment MUC16 94025 37 19 9075747 9075747 Missense_Mutation SNP G C 16 34 c.11699C>G c.(11698-11700)TCC>TGC p.S3900C

Pat_24 Pre-Treatment MUC16 94025 37 19 9090637 9090637 Missense_Mutation SNP G A 4 41 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_24 Pre-Treatment ZNF426 79088 37 19 9639976 9639976 Missense_Mutation SNP C T 4 159 c.745G>A c.(745-747)GAA>AAA p.E249K

Pat_24 Pre-Treatment RAVER1 125950 37 19 10439703 10439703 Missense_Mutation SNP G A 3 26 c.422C>T c.(421-423)TCG>TTG p.S141L

Pat_24 Pre-Treatment TYK2 7297 37 19 10465258 10465258 Missense_Mutation SNP G A 4 241 c.2645C>T c.(2644-2646)CCG>CTG p.P882L

Pat_24 Pre-Treatment ZNF433 163059 37 19 12127138 12127138 Missense_Mutation SNP G A 4 164 c.544C>T c.(544-546)CAT>TAT p.H182Y

Pat_24 Pre-Treatment MAN2B1 4125 37 19 12772187 12772187 Missense_Mutation SNP G A 4 186 c.913C>T c.(913-915)CGG>TGG p.R305W

Pat_24 Pre-Treatment ASNA1 439 37 19 12849338 12849338 Missense_Mutation SNP G A 7 349 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_24 Pre-Treatment GCDH 2639 37 19 13007041 13007041 Missense_Mutation SNP G A 5 248 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_24 Pre-Treatment CALR 811 37 19 13054686 13054686 Nonsense_Mutation SNP G T 4 21 c.1213G>T c.(1213-1215)GAG>TAG p.E405*

Pat_24 Pre-Treatment LPHN1 22859 37 19 14281565 14281565 Missense_Mutation SNP G A 4 80 c.323C>T c.(322-324)TCG>TTG p.S108L

Pat_24 Pre-Treatment MYO9B 4650 37 19 17317980 17317980 Missense_Mutation SNP G A 4 52 c.5551G>A c.(5551-5553)GCA>ACA p.A1851T

Pat_24 Pre-Treatment MAP1S 55201 37 19 17837824 17837824 Missense_Mutation SNP C T 4 26 c.1631C>T c.(1630-1632)GCA>GTA p.A544V

Pat_24 Pre-Treatment ARRDC2 27106 37 19 18120750 18120750 Missense_Mutation SNP G A 5 78 c.751G>A c.(751-753)GGG>AGG p.G251R

Pat_24 Pre-Treatment ZNF676 163223 37 19 22363213 22363213 Missense_Mutation SNP G A 4 133 c.1306C>T c.(1306-1308)CTT>TTT p.L436F

Pat_24 Pre-Treatment ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 183 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_24 Pre-Treatment ZNF507 22847 37 19 32844016 32844016 Nonsense_Mutation SNP C T 4 148 c.280C>T c.(280-282)CAG>TAG p.Q94*

Pat_24 Pre-Treatment C19orf40 91442 37 19 33464993 33464993 Missense_Mutation SNP G A 4 128 c.271G>A c.(271-273)GTT>ATT p.V91I

Pat_24 Pre-Treatment MLL4 9757 37 19 36214067 36214067 Nonsense_Mutation SNP C T 4 154 c.2893C>T c.(2893-2895)CGA>TGA p.R965*

Pat_24 Pre-Treatment APLP1 333 37 19 36368683 36368683 Missense_Mutation SNP G A 4 113 c.1508G>A c.(1507-1509)AGC>AAC p.S503N

Pat_24 Pre-Treatment WDR62 284403 37 19 36579954 36579954 Nonsense_Mutation SNP C T 73 145 c.1783C>T c.(1783-1785)CAG>TAG p.Q595*

Pat_24 Pre-Treatment WDR62 284403 37 19 36594667 36594667 Missense_Mutation SNP G A 4 167 c.3922G>A c.(3922-3924)GTG>ATG p.V1308M

Pat_24 Pre-Treatment ZNF146 7705 37 19 36727658 36727658 Missense_Mutation SNP G A 6 145 c.316G>A c.(316-318)GGG>AGG p.G106R

Pat_24 Pre-Treatment ZNF829 374899 37 19 37382503 37382503 Missense_Mutation SNP C T 4 124 c.1190G>A c.(1189-1191)CGA>CAA p.R397Q

Pat_24 Pre-Treatment HKR1 284459 37 19 37853872 37853872 Missense_Mutation SNP G A 5 240 c.1175G>A c.(1174-1176)CGT>CAT p.R392H

Pat_24 Pre-Treatment ZNF527 84503 37 19 37865129 37865129 Missense_Mutation SNP C T 78 108 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_24 Pre-Treatment DPF1 8193 37 19 38708452 38708452 Missense_Mutation SNP G A 4 148 c.662C>T c.(661-663)CCG>CTG p.P221L

Pat_24 Pre-Treatment FAM98C 147965 37 19 38896008 38896008 Missense_Mutation SNP C T 4 125 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_24 Pre-Treatment RYR1 6261 37 19 39013705 39013705 Missense_Mutation SNP G A 12 7 c.10297G>A c.(10297-10299)GAG>AAG p.E3433K

Pat_24 Pre-Treatment SIRT2 22933 37 19 39371357 39371357 Missense_Mutation SNP G A 4 197 c.844C>T c.(844-846)CGC>TGC p.R282C

Pat_24 Pre-Treatment FBXO17 115290 37 19 39439252 39439252 Missense_Mutation SNP G A 4 227 c.416C>T c.(415-417)CCG>CTG p.P139L

Pat_24 Pre-Treatment PAPL 390928 37 19 39589605 39589605 Missense_Mutation SNP C T 4 99 c.328C>T c.(328-330)CGC>TGC p.R110C

Pat_24 Pre-Treatment TIMM50 92609 37 19 39972542 39972542 Missense_Mutation SNP G A 4 215 c.437G>A c.(436-438)CGC>CAC p.R146H

Pat_24 Pre-Treatment ZNF546 339327 37 19 40519644 40519644 Missense_Mutation SNP T C 54 82 c.467T>C c.(466-468)TTG>TCG p.L156S

Pat_24 Pre-Treatment PRX 57716 37 19 40900066 40900066 Missense_Mutation SNP G A 4 185 c.4193C>T c.(4192-4194)GCC>GTC p.A1398V

Pat_24 Pre-Treatment LTBP4 8425 37 19 41129511 41129511 Missense_Mutation SNP G A 4 71 c.3760G>A c.(3760-3762)GTG>ATG p.V1254M



Pat_24 Pre-Treatment CYP2B7P1 1556 37 19 41442117 41442117 Missense_Mutation SNP C T 44 53 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_24 Pre-Treatment CYP2F1 1572 37 19 41630689 41630689 Missense_Mutation SNP G A 4 39 c.1030G>A c.(1030-1032)GCG>ACG p.A344T

Pat_24 Pre-Treatment BCKDHA 593 37 19 41920054 41920054 Missense_Mutation SNP G A 4 124 c.476G>A c.(475-477)CGG>CAG p.R159Q

Pat_24 Pre-Treatment GSK3A 2931 37 19 42736815 42736815 Missense_Mutation SNP G A 4 102 c.1118C>T c.(1117-1119)CCG>CTG p.P373L

Pat_24 Pre-Treatment PAFAH1B3 5050 37 19 42804331 42804331 Missense_Mutation SNP G A 4 179 c.277C>T c.(277-279)CGG>TGG p.R93W

Pat_24 Pre-Treatment TMEM145 284339 37 19 42827822 42827822 Missense_Mutation SNP G A 4 189 c.1282G>A c.(1282-1284)GGA>AGA p.G428R

Pat_24 Pre-Treatment MEGF8 1954 37 19 42847683 42847683 Missense_Mutation SNP G A 4 101 c.1568G>A c.(1567-1569)GGC>GAC p.G523D

Pat_24 Pre-Treatment CEACAM1 634 37 19 43025661 43025661 Missense_Mutation SNP G A 6 450 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Pre-Treatment PSG8 440533 37 19 43259211 43259211 Missense_Mutation SNP C T 57 92 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_24 Pre-Treatment GIPR 2696 37 19 46180288 46180288 Missense_Mutation SNP G A 5 140 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_24 Pre-Treatment SYMPK 8189 37 19 46332352 46332352 Missense_Mutation SNP C T 4 113 c.1861G>A c.(1861-1863)GCC>ACC p.A621T

Pat_24 Pre-Treatment PNMAL1 55228 37 19 46974154 46974154 Missense_Mutation SNP G A 12 55 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_24 Pre-Treatment SLC1A5 6510 37 19 47280531 47280531 Missense_Mutation SNP G A 4 189 c.1190C>T c.(1189-1191)GCC>GTC p.A397V

Pat_24 Pre-Treatment GRLF1 2909 37 19 47424220 47424220 Missense_Mutation SNP G A 4 155 c.2288G>A c.(2287-2289)CGT>CAT p.R763H

Pat_24 Pre-Treatment GRLF1 2909 37 19 47440602 47440602 Missense_Mutation SNP G A 4 117 c.3763G>A c.(3763-3765)GTG>ATG p.V1255M

Pat_24 Pre-Treatment DHX34 9704 37 19 47882968 47882968 Missense_Mutation SNP C T 130 243 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_24 Pre-Treatment SULT2A1 6822 37 19 48389505 48389505 Missense_Mutation SNP C T 45 86 c.10G>A c.(10-12)GAT>AAT p.D4N

Pat_24 Pre-Treatment FGF21 26291 37 19 49261344 49261344 Missense_Mutation SNP C T 12 16 c.497C>T c.(496-498)CCA>CTA p.P166L

Pat_24 Pre-Treatment BCAT2 587 37 19 49299854 49299854 Missense_Mutation SNP C T 5 223 c.1046G>A c.(1045-1047)CGA>CAA p.R349Q

Pat_24 Pre-Treatment BAX 581 37 19 49464149 49464149 Nonsense_Mutation SNP G A 4 240 c.452G>A c.(451-453)TGG>TAG p.W151*

Pat_24 Pre-Treatment CGB7 94027 37 19 49557583 49557583 Missense_Mutation SNP G A 10 112 c.463C>T c.(463-465)CCG>TCG p.P155S

Pat_24 Pre-Treatment CPT1C 126129 37 19 50212025 50212025 Missense_Mutation SNP G A 5 332 c.1495G>A c.(1495-1497)GGC>AGC p.G499S

Pat_24 Pre-Treatment SHANK1 50944 37 19 51165452 51165452 Missense_Mutation SNP G A 4 88 c.6256C>T c.(6256-6258)CCG>TCG p.P2086S

Pat_24 Pre-Treatment KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 25 36 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_24 Pre-Treatment KLK5 25818 37 19 51447041 51447041 Missense_Mutation SNP C T 8 22 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_24 Pre-Treatment LIM2 3982 37 19 51885793 51885793 Missense_Mutation SNP C T 54 117 c.204G>A c.(202-204)ATG>ATA p.M68I

Pat_24 Pre-Treatment ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 17 234 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_24 Pre-Treatment ZNF816A 125893 37 19 53454670 53454670 Missense_Mutation SNP C T 8 362 c.358G>A c.(358-360)GTT>ATT p.V120I

Pat_24 Pre-Treatment VN1R2 317701 37 19 53762332 53762332 Nonsense_Mutation SNP G A 37 47 c.704G>A c.(703-705)TGG>TAG p.W235*

Pat_24 Pre-Treatment ZNF331 55422 37 19 54080095 54080095 Missense_Mutation SNP G A 4 125 c.281G>A c.(280-282)CGC>CAC p.R94H

Pat_24 Pre-Treatment LAIR1 3903 37 19 54866912 54866912 Missense_Mutation SNP C T 4 234 c.829G>A c.(829-831)GAG>AAG p.E277K

Pat_24 Pre-Treatment KIR2DL4 3805 37 19 55324579 55324579 Splice_Site SNP G C 3 60 c.707_splice c.e6-1 p.G236_splice

Pat_24 Pre-Treatment NCR1 9437 37 19 55423586 55423586 Missense_Mutation SNP G A 4 159 c.733G>A c.(733-735)GAC>AAC p.D245N

Pat_24 Pre-Treatment PTPRH 5794 37 19 55699497 55699497 Missense_Mutation SNP G T 5 311 c.2424C>A c.(2422-2424)CAC>CAA p.H808Q

Pat_24 Pre-Treatment CCDC106 29903 37 19 56163871 56163871 Missense_Mutation SNP G A 4 142 c.602G>A c.(601-603)CGG>CAG p.R201Q

Pat_24 Pre-Treatment EPN1 29924 37 19 56190208 56190208 Missense_Mutation SNP G A 4 158 c.215G>A c.(214-216)CGT>CAT p.R72H

Pat_24 Pre-Treatment ZNF471 57573 37 19 57035779 57035779 Missense_Mutation SNP G A 4 110 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_24 Pre-Treatment PEG3 5178 37 19 57325423 57325423 Missense_Mutation SNP C G 4 164 c.4387G>C c.(4387-4389)GAA>CAA p.E1463Q

Pat_24 Pre-Treatment ZIM3 114026 37 19 57647082 57647082 Nonsense_Mutation SNP C T 63 107 c.623G>A c.(622-624)TGG>TAG p.W208*

Pat_24 Pre-Treatment ZSCAN4 201516 37 19 58189418 58189418 Missense_Mutation SNP C T 63 100 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_24 Pre-Treatment ZSCAN22 342945 37 19 58849872 58849872 Missense_Mutation SNP G A 6 442 c.656G>A c.(655-657)CGT>CAT p.R219H

Pat_24 Pre-Treatment ADAM17 6868 37 2 9676829 9676829 Missense_Mutation SNP A G 101 210 c.359T>C c.(358-360)GTT>GCT p.V120A

Pat_24 Pre-Treatment GEN1 348654 37 2 17946296 17946296 Missense_Mutation SNP T A 69 125 c.481T>A c.(481-483)TAT>AAT p.Y161N

Pat_24 Pre-Treatment NT5C1B 93034 37 2 18736717 18736717 Missense_Mutation SNP G A 7 537 c.1693C>T c.(1693-1695)CGG>TGG p.R565W

Pat_24 Pre-Treatment NT5C1B 93034 37 2 18765976 18765976 Missense_Mutation SNP G A 12 19 c.707C>T c.(706-708)TCG>TTG p.S236L

Pat_24 Pre-Treatment DPYSL5 56896 37 2 27157485 27157485 Missense_Mutation SNP C T 5 351 c.830C>T c.(829-831)ACG>ATG p.T277M

Pat_24 Pre-Treatment IFT172 26160 37 2 27700873 27700873 Missense_Mutation SNP G A 6 474 c.1156C>T c.(1156-1158)CGG>TGG p.R386W



Pat_24 Pre-Treatment PLB1 151056 37 2 28820886 28820886 Missense_Mutation SNP G A 4 207 c.2336G>A c.(2335-2337)GGC>GAC p.G779D

Pat_24 Pre-Treatment CRIM1 51232 37 2 36583665 36583665 Missense_Mutation SNP C T 4 106 c.230C>T c.(229-231)ACC>ATC p.T77I

Pat_24 Pre-Treatment GEMIN6 79833 37 2 39009011 39009011 Missense_Mutation SNP G A 4 225 c.481G>A c.(481-483)GGA>AGA p.G161R

Pat_24 Pre-Treatment MTA3 57504 37 2 42936069 42936069 Missense_Mutation SNP G A 6 380 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_24 Pre-Treatment PLEKHH2 130271 37 2 43927635 43927635 Missense_Mutation SNP C T 120 176 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_24 Pre-Treatment ABCG8 64241 37 2 44078855 44078855 Missense_Mutation SNP G A 6 184 c.455G>A c.(454-456)CGC>CAC p.R152H

Pat_24 Pre-Treatment TTC7A 57217 37 2 47233086 47233086 Missense_Mutation SNP G A 6 190 c.1091G>A c.(1090-1092)CGG>CAG p.R364Q

Pat_24 Pre-Treatment OTX1 5013 37 2 63282733 63282733 Missense_Mutation SNP G A 4 133 c.347G>A c.(346-348)CGG>CAG p.R116Q

Pat_24 Pre-Treatment SLC1A4 6509 37 2 65243783 65243783 Missense_Mutation SNP C T 4 135 c.1010C>T c.(1009-1011)GCG>GTG p.A337V

Pat_24 Pre-Treatment APLF 200558 37 2 68753264 68753264 Missense_Mutation SNP G A 4 230 c.694G>A c.(694-696)GGA>AGA p.G232R

Pat_24 Pre-Treatment ARHGAP25 9938 37 2 69053237 69053237 Missense_Mutation SNP C T 4 219 c.1849C>T c.(1849-1851)CGG>TGG p.R617W

Pat_24 Pre-Treatment CYP26B1 56603 37 2 72362394 72362394 Missense_Mutation SNP C T 4 103 c.584G>A c.(583-585)CGG>CAG p.R195Q

Pat_24 Pre-Treatment ALMS1 7840 37 2 73827919 73827919 Nonsense_Mutation SNP G A 4 72 c.11786G>A c.(11785-11787)TGG>TAG p.W3929*

Pat_24 Pre-Treatment DQX1 165545 37 2 74751136 74751136 Missense_Mutation SNP G A 4 160 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_24 Pre-Treatment CTNNA2 1496 37 2 80874869 80874869 Missense_Mutation SNP G A 129 204 c.2734G>A c.(2734-2736)GAG>AAG p.E912K

Pat_24 Pre-Treatment MAT2A 4144 37 2 85769710 85769710 Missense_Mutation SNP G A 4 173 c.791G>A c.(790-792)CGC>CAC p.R264H

Pat_24 Pre-Treatment POLR1A 25885 37 2 86257434 86257434 Missense_Mutation SNP G A 4 110 c.4664C>T c.(4663-4665)GCG>GTG p.A1555V

Pat_24 Pre-Treatment MRPS5 64969 37 2 95774016 95774016 Nonsense_Mutation SNP G A 5 167 c.541C>T c.(541-543)CGA>TGA p.R181*

Pat_24 Pre-Treatment GPAT2 150763 37 2 96697836 96697836 Missense_Mutation SNP C T 25 141 c.122G>A c.(121-123)GGG>GAG p.G41E

Pat_24 Pre-Treatment STARD7 56910 37 2 96858130 96858130 Missense_Mutation SNP G A 6 339 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_24 Pre-Treatment SNRNP200 23020 37 2 96948969 96948969 Nonsense_Mutation SNP G A 7 218 c.4885C>T c.(4885-4887)CGA>TGA p.R1629*

Pat_24 Pre-Treatment ACTR1B 10120 37 2 98273346 98273346 Missense_Mutation SNP C T 4 42 c.1106G>A c.(1105-1107)CGT>CAT p.R369H

Pat_24 Pre-Treatment LYG1 129530 37 2 99907879 99907879 Missense_Mutation SNP G A 14 43 c.154C>T c.(154-156)CGT>TGT p.R52C

Pat_24 Pre-Treatment NPAS2 4862 37 2 101584859 101584859 Missense_Mutation SNP G A 4 240 c.1024G>A c.(1024-1026)GAG>AAG p.E342K

Pat_24 Pre-Treatment FHL2 2274 37 2 105979858 105979858 Missense_Mutation SNP C A 5 57 c.572G>T c.(571-573)TGC>TTC p.C191F

Pat_24 Pre-Treatment PSD4 23550 37 2 113950879 113950879 Missense_Mutation SNP G A 56 102 c.1964G>A c.(1963-1965)CGG>CAG p.R655Q

Pat_24 Pre-Treatment DPP10 57628 37 2 116548905 116548905 Missense_Mutation SNP G A 4 179 c.1673G>A c.(1672-1674)CGA>CAA p.R558Q

Pat_24 Pre-Treatment CNTNAP5 129684 37 2 125521709 125521709 Nonsense_Mutation SNP C T 61 103 c.2515C>T c.(2515-2517)CGA>TGA p.R839*

Pat_24 Pre-Treatment IWS1 55677 37 2 128250895 128250895 Missense_Mutation SNP G A 4 133 c.1891C>T c.(1891-1893)CTC>TTC p.L631F

Pat_24 Pre-Treatment UGGT1 56886 37 2 128848960 128848960 Missense_Mutation SNP C A 3 37 c.29C>A c.(28-30)GCG>GAG p.A10E

Pat_24 Pre-Treatment FAM123C 205147 37 2 131519893 131519893 Missense_Mutation SNP G A 6 9 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_24 Pre-Treatment PLEKHB2 55041 37 2 131904261 131904261 Missense_Mutation SNP G A 6 359 c.584G>A c.(583-585)CGA>CAA p.R195Q

Pat_24 Pre-Treatment NCKAP5 344148 37 2 133540573 133540573 Missense_Mutation SNP C T 5 198 c.3811G>A c.(3811-3813)GCC>ACC p.A1271T

Pat_24 Pre-Treatment NCKAP5 344148 37 2 133541974 133541974 Missense_Mutation SNP G A 127 221 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_24 Pre-Treatment MGAT5 4249 37 2 135180410 135180410 Missense_Mutation SNP G A 5 247 c.1714G>A c.(1714-1716)GGG>AGG p.G572R

Pat_24 Pre-Treatment TMEM163 81615 37 2 135308187 135308187 Missense_Mutation SNP G A 4 233 c.412C>T c.(412-414)CGT>TGT p.R138C

Pat_24 Pre-Treatment LRP1B 53353 37 2 141250238 141250238 Missense_Mutation SNP G A 4 102 c.9059C>T c.(9058-9060)GCT>GTT p.A3020V

Pat_24 Pre-Treatment LRP1B 53353 37 2 141264467 141264467 Missense_Mutation SNP C T 41 55 c.8419G>A c.(8419-8421)GAA>AAA p.E2807K

Pat_24 Pre-Treatment LRP1B 53353 37 2 141946086 141946086 Missense_Mutation SNP C T 4 137 c.917G>A c.(916-918)CGG>CAG p.R306Q

Pat_24 Pre-Treatment ACVR1C 130399 37 2 158401119 158401119 Missense_Mutation SNP C T 22 54 c.781G>A c.(781-783)GGA>AGA p.G261R

Pat_24 Pre-Treatment TANC1 85461 37 2 160080770 160080770 Missense_Mutation SNP G A 4 127 c.3706G>A c.(3706-3708)GTG>ATG p.V1236M

Pat_24 Pre-Treatment WDSUB1 151525 37 2 160114456 160114456 Missense_Mutation SNP C T 4 61 c.845G>A c.(844-846)AGG>AAG p.R282K

Pat_24 Pre-Treatment SCN3A 6328 37 2 165950907 165950907 Nonsense_Mutation SNP G A 135 219 c.4513C>T c.(4513-4515)CAG>TAG p.Q1505*

Pat_24 Pre-Treatment SCN2A 6326 37 2 166170222 166170222 Missense_Mutation SNP C T 49 82 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_24 Pre-Treatment CSRNP3 80034 37 2 166535587 166535587 Missense_Mutation SNP C T 4 213 c.1082C>T c.(1081-1083)ACG>ATG p.T361M

Pat_24 Pre-Treatment SCN1A 6323 37 2 166915126 166915126 Missense_Mutation SNP G A 37 57 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_24 Pre-Treatment LRP2 4036 37 2 170002377 170002377 Missense_Mutation SNP C T 19 38 c.12868G>A c.(12868-12870)GAA>AAA p.E4290K



Pat_24 Pre-Treatment LRP2 4036 37 2 170030528 170030528 Nonsense_Mutation SNP G A 54 87 c.10915C>T c.(10915-10917)CAG>TAG p.Q3639*

Pat_24 Pre-Treatment LRP2 4036 37 2 170032996 170032996 Missense_Mutation SNP G A 4 87 c.10496C>T c.(10495-10497)ACC>ATC p.T3499I

Pat_24 Pre-Treatment LRP2 4036 37 2 170099985 170099985 Nonsense_Mutation SNP G A 5 326 c.3478C>T c.(3478-3480)CGA>TGA p.R1160*

Pat_24 Pre-Treatment ITGA6 3655 37 2 173352006 173352006 Missense_Mutation SNP C T 27 53 c.1985C>T c.(1984-1986)CCA>CTA p.P662L

Pat_24 Pre-Treatment TTN 7273 37 2 179395188 179395188 Missense_Mutation SNP T A 31 65 c.98450A>T c.(98449-98451)AAG>ATG p.K32817M

Pat_24 Pre-Treatment TTN 7273 37 2 179410270 179410270 Missense_Mutation SNP C T 7 615 c.87863G>A c.(87862-87864)CGT>CAT p.R29288H

Pat_24 Pre-Treatment TTN 7273 37 2 179458711 179458711 Missense_Mutation SNP C T 134 219 c.50705G>A c.(50704-50706)GGT>GAT p.G16902D

Pat_24 Pre-Treatment CCDC141 285025 37 2 179718176 179718177 Missense_Mutation DNP TG CT 80 168 c.1510_1511CA>AGc.(1510-1512)CAC>AGC p.H504S

Pat_24 Pre-Treatment PDE1A 5136 37 2 183104982 183104982 Nonsense_Mutation SNP G A 52 77 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_24 Pre-Treatment ZSWIM2 151112 37 2 187692805 187692805 Missense_Mutation SNP C T 6 101 c.1808G>A c.(1807-1809)CGA>CAA p.R603Q

Pat_24 Pre-Treatment ANKAR 150709 37 2 190608104 190608104 Missense_Mutation SNP G A 4 53 c.3701G>A c.(3700-3702)CGT>CAT p.R1234H

Pat_24 Pre-Treatment INPP1 3628 37 2 191235652 191235652 Missense_Mutation SNP G A 6 540 c.724G>A c.(724-726)GGC>AGC p.G242S

Pat_24 Pre-Treatment MFSD6 54842 37 2 191301809 191301809 Missense_Mutation SNP G A 5 154 c.1054G>A c.(1054-1056)GAA>AAA p.E352K

Pat_24 Pre-Treatment MYO1B 4430 37 2 192257872 192257872 Missense_Mutation SNP G A 4 174 c.2150G>A c.(2149-2151)GGG>GAG p.G717E

Pat_24 Pre-Treatment BMPR2 659 37 2 203420798 203420798 Missense_Mutation SNP G A 4 145 c.2410G>A c.(2410-2412)GTC>ATC p.V804I

Pat_24 Pre-Treatment PARD3B 117583 37 2 206037007 206037007 Missense_Mutation SNP G A 73 210 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_24 Pre-Treatment NDUFS1 4719 37 2 207003231 207003231 Missense_Mutation SNP G A 5 295 c.1370C>T c.(1369-1371)TCG>TTG p.S457L

Pat_24 Pre-Treatment LANCL1 10314 37 2 211305413 211305413 Missense_Mutation SNP G A 4 150 c.599C>T c.(598-600)ACG>ATG p.T200M

Pat_24 Pre-Treatment ERBB4 2066 37 2 212578265 212578266 Missense_Mutation DNP GG TT 4 99 c.991_992CC>AA c.(991-993)CCA>AAA p.P331K

Pat_24 Pre-Treatment C2orf62 375307 37 2 219227554 219227554 Missense_Mutation SNP C T 5 94 c.559C>T c.(559-561)CGG>TGG p.R187W

Pat_24 Pre-Treatment USP37 57695 37 2 219411766 219411766 Nonsense_Mutation SNP G A 4 203 c.478C>T c.(478-480)CGA>TGA p.R160*

Pat_24 Pre-Treatment WNT10A 80326 37 2 219746978 219746978 Missense_Mutation SNP G A 5 96 c.209G>A c.(208-210)CGG>CAG p.R70Q

Pat_24 Pre-Treatment CCDC108 255101 37 2 219894331 219894331 Missense_Mutation SNP G A 5 287 c.1444C>T c.(1444-1446)CGC>TGC p.R482C

Pat_24 Pre-Treatment ANKZF1 55139 37 2 220098932 220098932 Missense_Mutation SNP C T 11 21 c.1126C>T c.(1126-1128)CCT>TCT p.P376S

Pat_24 Pre-Treatment TUBA4A 7277 37 2 220115777 220115777 Missense_Mutation SNP C T 5 433 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_24 Pre-Treatment KIAA1486 57624 37 2 226446729 226446729 Missense_Mutation SNP C T 5 364 c.596C>T c.(595-597)CCG>CTG p.P199L

Pat_24 Pre-Treatment SP140L 93349 37 2 231254663 231254663 Missense_Mutation SNP G A 57 92 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_24 Pre-Treatment ALPP 250 37 2 233243710 233243710 Missense_Mutation SNP C T 4 175 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_24 Pre-Treatment ALPP 250 37 2 233245136 233245136 Missense_Mutation SNP C T 4 198 c.799C>T c.(799-801)CGG>TGG p.R267W

Pat_24 Pre-Treatment GIGYF2 26058 37 2 233674449 233674449 Missense_Mutation SNP G A 4 230 c.1826G>A c.(1825-1827)CGA>CAA p.R609Q

Pat_24 Pre-Treatment DGKD 8527 37 2 234375783 234375783 Missense_Mutation SNP G A 5 427 c.3358G>A c.(3358-3360)GTG>ATG p.V1120M

Pat_24 Pre-Treatment UGT1A4 54657 37 2 234627614 234627614 Missense_Mutation SNP G A 28 39 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_24 Pre-Treatment TRPM8 79054 37 2 234854527 234854527 Missense_Mutation SNP G A 107 187 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_24 Pre-Treatment TRAF3IP1 26146 37 2 239258006 239258006 Missense_Mutation SNP C T 37 87 c.1408C>T c.(1408-1410)CGG>TGG p.R470W

Pat_24 Pre-Treatment TRIB3 57761 37 20 368853 368853 Missense_Mutation SNP C T 4 175 c.199C>T c.(199-201)CGT>TGT p.R67C

Pat_24 Pre-Treatment SIRPA 140885 37 20 1902259 1902259 Missense_Mutation SNP C T 4 128 c.655C>T c.(655-657)CGC>TGC p.R219C

Pat_24 Pre-Treatment SIRPA 140885 37 20 1918051 1918051 Missense_Mutation SNP C T 4 136 c.1352C>T c.(1351-1353)ACG>ATG p.T451M

Pat_24 Pre-Treatment TGM6 343641 37 20 2384352 2384352 Missense_Mutation SNP G A 82 99 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_24 Pre-Treatment TMC2 117532 37 20 2575609 2575609 Nonsense_Mutation SNP C T 4 229 c.1072C>T c.(1072-1074)CGA>TGA p.R358*

Pat_24 Pre-Treatment IDH3B 3420 37 20 2640427 2640427 Missense_Mutation SNP G A 4 114 c.928C>T c.(928-930)CCA>TCA p.P310S

Pat_24 Pre-Treatment CPXM1 56265 37 20 2776427 2776427 Missense_Mutation SNP G A 6 244 c.1538C>T c.(1537-1539)ACC>ATC p.T513I

Pat_24 Pre-Treatment ITPA 3704 37 20 3194691 3194691 Missense_Mutation SNP C T 46 80 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_24 Pre-Treatment CDC25B 994 37 20 3781438 3781438 Nonsense_Mutation SNP C T 29 97 c.508C>T c.(508-510)CAG>TAG p.Q170*

Pat_24 Pre-Treatment HAO1 54363 37 20 7894856 7894856 Missense_Mutation SNP C T 5 292 c.500G>A c.(499-501)CGT>CAT p.R167H

Pat_24 Pre-Treatment PLCB4 5332 37 20 9416225 9416225 Missense_Mutation SNP C T 29 45 c.2507C>T c.(2506-2508)TCA>TTA p.S836L

Pat_24 Pre-Treatment BTBD3 22903 37 20 11904205 11904205 Missense_Mutation SNP C T 5 161 c.1460C>T c.(1459-1461)ACA>ATA p.T487I

Pat_24 Pre-Treatment XRN2 22803 37 20 21327126 21327126 Missense_Mutation SNP C T 6 489 c.1603C>T c.(1603-1605)CGT>TGT p.R535C



Pat_24 Pre-Treatment GZF1 64412 37 20 23350289 23350289 Missense_Mutation SNP C T 6 349 c.1696C>T c.(1696-1698)CGC>TGC p.R566C

Pat_24 Pre-Treatment CST9 128822 37 20 23584214 23584214 Missense_Mutation SNP C T 4 110 c.413G>A c.(412-414)TGC>TAC p.C138Y

Pat_24 Pre-Treatment ACSS1 84532 37 20 25002061 25002061 Missense_Mutation SNP C T 4 40 c.1072G>A c.(1072-1074)GTC>ATC p.V358I

Pat_24 Pre-Treatment MYLK2 85366 37 20 30408261 30408261 Missense_Mutation SNP G A 50 234 c.385G>A c.(385-387)GGC>AGC p.G129S

Pat_24 Pre-Treatment DNMT3B 1789 37 20 31388045 31388045 Missense_Mutation SNP G A 7 642 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_24 Pre-Treatment ZNF341 84905 37 20 32328819 32328819 Splice_Site SNP G A 4 194 c.142_splice c.e2+1 p.D48_splice

Pat_24 Pre-Treatment CEP250 11190 37 20 34091848 34091848 Missense_Mutation SNP C T 29 25 c.5651C>T c.(5650-5652)GCC>GTC p.A1884V

Pat_24 Pre-Treatment EPB41L1 2036 37 20 34782211 34782211 Missense_Mutation SNP G A 4 163 c.1378G>A c.(1378-1380)GAG>AAG p.E460K

Pat_24 Pre-Treatment NDRG3 57446 37 20 35282084 35282084 Missense_Mutation SNP G A 4 231 c.967C>T c.(967-969)CGG>TGG p.R323W

Pat_24 Pre-Treatment C20orf118 140711 37 20 35504590 35504590 Missense_Mutation SNP C T 7 442 c.13C>T c.(13-15)CGC>TGC p.R5C

Pat_24 Pre-Treatment SAMHD1 25939 37 20 35563559 35563559 Missense_Mutation SNP G A 4 205 c.382C>T c.(382-384)CTC>TTC p.L128F

Pat_24 Pre-Treatment DHX35 60625 37 20 37650576 37650576 Missense_Mutation SNP G A 5 219 c.1591G>A c.(1591-1593)GCA>ACA p.A531T

Pat_24 Pre-Treatment PLCG1 5335 37 20 39792036 39792036 Missense_Mutation SNP C T 106 253 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_24 Pre-Treatment PLCG1 5335 37 20 39797771 39797771 Missense_Mutation SNP G A 4 196 c.2536G>A c.(2536-2538)GTG>ATG p.V846M

Pat_24 Pre-Treatment ZHX3 23051 37 20 39830922 39830922 Missense_Mutation SNP C T 7 485 c.2635G>A c.(2635-2637)GTC>ATC p.V879I

Pat_24 Pre-Treatment CHD6 84181 37 20 40102096 40102096 Missense_Mutation SNP G A 6 314 c.2530C>T c.(2530-2532)CGG>TGG p.R844W

Pat_24 Pre-Treatment PTPRT 11122 37 20 41306788 41306788 Missense_Mutation SNP G A 25 33 c.871C>T c.(871-873)CCC>TCC p.P291S

Pat_24 Pre-Treatment PI3 5266 37 20 43803588 43803588 Missense_Mutation SNP G A 6 290 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_24 Pre-Treatment SLC12A5 57468 37 20 44676109 44676109 Missense_Mutation SNP G A 60 165 c.1873G>A c.(1873-1875)GGC>AGC p.G625S

Pat_24 Pre-Treatment SLC35C2 51006 37 20 44986310 44986310 Missense_Mutation SNP G A 8 272 c.223C>T c.(223-225)CGT>TGT p.R75C

Pat_24 Pre-Treatment SLC2A10 81031 37 20 45362445 45362445 Missense_Mutation SNP G A 5 226 c.1598G>A c.(1597-1599)AGC>AAC p.S533N

Pat_24 Pre-Treatment EYA2 2139 37 20 45801437 45801437 Missense_Mutation SNP G A 5 323 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_24 Pre-Treatment ZMYND8 23613 37 20 45867738 45867738 Missense_Mutation SNP G A 6 297 c.2369C>T c.(2368-2370)CCG>CTG p.P790L

Pat_24 Pre-Treatment NCOA3 8202 37 20 46262366 46262366 Missense_Mutation SNP G A 4 196 c.950G>A c.(949-951)CGT>CAT p.R317H

Pat_24 Pre-Treatment DIDO1 11083 37 20 61511433 61511433 Missense_Mutation SNP G A 289 230 c.5875C>T c.(5875-5877)CCC>TCC p.P1959S

Pat_24 Pre-Treatment DIDO1 11083 37 20 61522492 61522492 Missense_Mutation SNP G A 4 155 c.3361C>T c.(3361-3363)CGC>TGC p.R1121C

Pat_24 Pre-Treatment DIDO1 11083 37 20 61542460 61542460 Missense_Mutation SNP G A 4 178 c.505C>T c.(505-507)CGC>TGC p.R169C

Pat_24 Pre-Treatment ARFGAP1 55738 37 20 61909542 61909542 Missense_Mutation SNP G A 4 193 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_24 Pre-Treatment EEF1A2 1917 37 20 62122041 62122041 Missense_Mutation SNP G A 4 138 c.820C>T c.(820-822)CCG>TCG p.P274S

Pat_24 Pre-Treatment PRPF6 24148 37 20 62657343 62657343 Missense_Mutation SNP G A 5 185 c.1960G>A c.(1960-1962)GAG>AAG p.E654K

Pat_24 Pre-Treatment USP25 29761 37 21 17183520 17183520 Missense_Mutation SNP G A 4 238 c.922G>A c.(922-924)GTA>ATA p.V308I

Pat_24 Pre-Treatment NCAM2 4685 37 21 22696705 22696705 Missense_Mutation SNP C T 5 257 c.622C>T c.(622-624)CCG>TCG p.P208S

Pat_24 Pre-Treatment ETS2 2114 37 21 40194704 40194704 Missense_Mutation SNP C T 5 284 c.1301C>T c.(1300-1302)TCG>TTG p.S434L

Pat_24 Pre-Treatment BRWD1 54014 37 21 40648100 40648100 Missense_Mutation SNP G A 5 384 c.1144C>T c.(1144-1146)CGG>TGG p.R382W

Pat_24 Pre-Treatment BACE2 25825 37 21 42629134 42629134 Missense_Mutation SNP G A 6 246 c.1184G>A c.(1183-1185)CGA>CAA p.R395Q

Pat_24 Pre-Treatment RIPK4 54101 37 21 43161465 43161465 Missense_Mutation SNP C T 5 254 c.1888G>A c.(1888-1890)GTC>ATC p.V630I

Pat_24 Pre-Treatment ZNF295 49854 37 21 43412883 43412883 Missense_Mutation SNP G A 4 208 c.1322C>T c.(1321-1323)TCG>TTG p.S441L

Pat_24 Pre-Treatment UMODL1 89766 37 21 43547286 43547286 Missense_Mutation SNP C T 5 175 c.3464C>T c.(3463-3465)ACG>ATG p.T1155M

Pat_24 Pre-Treatment AGPAT3 56894 37 21 45379596 45379596 Missense_Mutation SNP G A 6 443 c.34G>A c.(34-36)GTG>ATG p.V12M

Pat_24 Pre-Treatment PRODH 5625 37 22 18912710 18912710 Missense_Mutation SNP G A 4 190 c.521C>T c.(520-522)ACG>ATG p.T174M

Pat_24 Pre-Treatment ARVCF 421 37 22 19960727 19960727 Missense_Mutation SNP C T 4 58 c.2353G>A c.(2353-2355)GAA>AAA p.E785K

Pat_24 Pre-Treatment SMARCB1 6598 37 22 24167562 24167562 Missense_Mutation SNP C T 4 147 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_24 Pre-Treatment GSTT1 2952 37 22 24379432 24379432 Missense_Mutation SNP G A 4 94 c.280C>T c.(280-282)CGT>TGT p.R94C

Pat_24 Pre-Treatment SEZ6L 23544 37 22 26761478 26761478 Missense_Mutation SNP C T 4 135 c.2740C>T c.(2740-2742)CGC>TGC p.R914C

Pat_24 Pre-Treatment TBC1D10A 83874 37 22 30691727 30691727 Missense_Mutation SNP C T 4 144 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_24 Pre-Treatment SF3A1 10291 37 22 30735151 30735151 Missense_Mutation SNP C T 6 438 c.1465G>A c.(1465-1467)GGT>AGT p.G489S

Pat_24 Pre-Treatment DUSP18 150290 37 22 31059603 31059603 Missense_Mutation SNP C T 4 99 c.388G>A c.(388-390)GCC>ACC p.A130T



Pat_24 Pre-Treatment RFPL3 10738 37 22 32756800 32756800 Missense_Mutation SNP G A 5 241 c.935G>A c.(934-936)CGT>CAT p.R312H

Pat_24 Pre-Treatment C22orf28 51493 37 22 32791099 32791099 Missense_Mutation SNP C T 4 169 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_24 Pre-Treatment MYH9 4627 37 22 36716897 36716897 Missense_Mutation SNP G A 4 120 c.814C>T c.(814-816)CGG>TGG p.R272W

Pat_24 Pre-Treatment EIF3D 8664 37 22 36908588 36908588 Missense_Mutation SNP G A 4 180 c.1268C>T c.(1267-1269)ACG>ATG p.T423M

Pat_24 Pre-Treatment CACNG2 10369 37 22 36962445 36962445 Nonsense_Mutation SNP G A 4 161 c.391C>T c.(391-393)CGA>TGA p.R131*

Pat_24 Pre-Treatment TRIOBP 11078 37 22 38120119 38120119 Missense_Mutation SNP A G 5 277 c.1556A>G c.(1555-1557)AAT>AGT p.N519S

Pat_24 Pre-Treatment TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 16 485 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_24 Pre-Treatment POLR2F 5435 37 22 38352793 38352793 Missense_Mutation SNP G A 4 192 c.34G>A c.(34-36)GAC>AAC p.D12N

Pat_24 Pre-Treatment KCNJ4 3761 37 22 38822895 38822895 Missense_Mutation SNP G A 5 244 c.1243C>T c.(1243-1245)CGG>TGG p.R415W

Pat_24 Pre-Treatment EP300 2033 37 22 41572528 41572528 Missense_Mutation SNP G A 4 125 c.5057G>A c.(5056-5058)TGT>TAT p.C1686Y

Pat_24 Pre-Treatment 3-Sep 55964 37 22 42382068 42382068 Missense_Mutation SNP C T 5 111 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_24 Pre-Treatment NAGA 4668 37 22 42456333 42456333 Missense_Mutation SNP C T 6 261 c.1186G>A c.(1186-1188)GTG>ATG p.V396M

Pat_24 Pre-Treatment TBC1D22A 25771 37 22 47189519 47189519 Missense_Mutation SNP C T 5 169 c.241C>T c.(241-243)CTC>TTC p.L81F

Pat_24 Pre-Treatment TTLL8 164714 37 22 50470483 50470483 Missense_Mutation SNP G A 4 217 c.1339C>T c.(1339-1341)CGC>TGC p.R447C

Pat_24 Pre-Treatment PANX2 56666 37 22 50616139 50616139 Missense_Mutation SNP G A 6 380 c.998G>A c.(997-999)CGC>CAC p.R333H

Pat_24 Pre-Treatment SELO 83642 37 22 50655462 50655462 Missense_Mutation SNP G A 4 102 c.1750G>A c.(1750-1752)GTG>ATG p.V584M

Pat_24 Pre-Treatment MAPK12 6300 37 22 50694078 50694078 Missense_Mutation SNP G A 6 438 c.737C>T c.(736-738)CCG>CTG p.P246L

Pat_24 Pre-Treatment MIOX 55586 37 22 50927667 50927667 Missense_Mutation SNP G A 4 55 c.529G>A c.(529-531)GGG>AGG p.G177R

Pat_24 Pre-Treatment MTMR14 64419 37 3 9730640 9730640 Missense_Mutation SNP G A 4 184 c.1307G>A c.(1306-1308)CGT>CAT p.R436H

Pat_24 Pre-Treatment TADA3 10474 37 3 9827040 9827040 Missense_Mutation SNP C T 4 211 c.880G>A c.(880-882)GGG>AGG p.G294R

Pat_24 Pre-Treatment CIDEC 63924 37 3 9911632 9911632 Missense_Mutation SNP G A 4 151 c.488C>T c.(487-489)GCG>GTG p.A163V

Pat_24 Pre-Treatment CAND2 23066 37 3 12857393 12857393 Missense_Mutation SNP C T 4 134 c.1327C>T c.(1327-1329)CGG>TGG p.R443W

Pat_24 Pre-Treatment GRIP2 80852 37 3 14555822 14555822 Missense_Mutation SNP C T 3 23 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_24 Pre-Treatment C3orf19 51244 37 3 14708937 14708937 Missense_Mutation SNP G A 4 229 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_24 Pre-Treatment FGD5 152273 37 3 14939582 14939582 Missense_Mutation SNP G A 6 428 c.3046G>A c.(3046-3048)GCT>ACT p.A1016T

Pat_24 Pre-Treatment SH3BP5 9467 37 3 15300421 15300421 Missense_Mutation SNP C T 4 114 c.806G>A c.(805-807)CGG>CAG p.R269Q

Pat_24 Pre-Treatment CMTM8 152189 37 3 32398920 32398920 Missense_Mutation SNP C T 108 129 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_24 Pre-Treatment UBP1 7342 37 3 33438622 33438622 Missense_Mutation SNP C T 4 129 c.1186G>A c.(1186-1188)GAC>AAC p.D396N

Pat_24 Pre-Treatment PDCD6IP 10015 37 3 33905518 33905518 Missense_Mutation SNP C T 59 99 c.2141C>T c.(2140-2142)GCC>GTC p.A714V

Pat_24 Pre-Treatment STAC 6769 37 3 36545899 36545899 Missense_Mutation SNP G A 47 70 c.781G>A c.(781-783)GAA>AAA p.E261K

Pat_24 Pre-Treatment TRANK1 9881 37 3 36884181 36884181 Missense_Mutation SNP C T 4 96 c.3430G>A c.(3430-3432)GTT>ATT p.V1144I

Pat_24 Pre-Treatment DLEC1 9940 37 3 38151621 38151621 Missense_Mutation SNP C T 5 154 c.3292C>T c.(3292-3294)CTC>TTC p.L1098F

Pat_24 Pre-Treatment ACVR2B 93 37 3 38522951 38522951 Missense_Mutation SNP G A 4 147 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_24 Pre-Treatment SCN10A 6336 37 3 38739931 38739931 Missense_Mutation SNP G A 4 235 c.4780C>T c.(4780-4782)CGC>TGC p.R1594C

Pat_24 Pre-Treatment CSRNP1 64651 37 3 39184553 39184553 Missense_Mutation SNP G A 5 232 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_24 Pre-Treatment HIGD1A 25994 37 3 42835717 42835717 Missense_Mutation SNP G A 51 86 c.29C>T c.(28-30)CCT>CTT p.P10L

Pat_24 Pre-Treatment CDCP1 64866 37 3 45136959 45136959 Missense_Mutation SNP C T 4 205 c.1126G>A c.(1126-1128)GTG>ATG p.V376M

Pat_24 Pre-Treatment SETD2 29072 37 3 47147534 47147534 Nonsense_Mutation SNP G A 4 215 c.4792C>T c.(4792-4794)CGA>TGA p.R1598*

Pat_24 Pre-Treatment SETD2 29072 37 3 47164268 47164268 Nonsense_Mutation SNP G A 10 29 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_24 Pre-Treatment KLHL18 23276 37 3 47384255 47384255 Missense_Mutation SNP G A 4 122 c.1273G>A c.(1273-1275)GTT>ATT p.V425I

Pat_24 Pre-Treatment PTPN23 25930 37 3 47446188 47446188 Missense_Mutation SNP G A 4 161 c.206G>A c.(205-207)CGC>CAC p.R69H

Pat_24 Pre-Treatment FBXW12 285231 37 3 48423472 48423472 Missense_Mutation SNP G A 4 205 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_24 Pre-Treatment COL7A1 1294 37 3 48608389 48608389 Missense_Mutation SNP G A 3 38 c.7177C>T c.(7177-7179)CTC>TTC p.L2393F

Pat_24 Pre-Treatment COL7A1 1294 37 3 48629609 48629609 Missense_Mutation SNP G A 5 249 c.1166C>T c.(1165-1167)ACG>ATG p.T389M

Pat_24 Pre-Treatment CELSR3 1951 37 3 48663703 48663703 Missense_Mutation SNP G A 4 114 c.12371C>T c.(12370-12372)GCT>GTT p.A4124V

Pat_24 Pre-Treatment CELSR3 1951 37 3 48689366 48689366 Missense_Mutation SNP G A 117 156 c.5867C>T c.(5866-5868)CCA>CTA p.P1956L

Pat_24 Pre-Treatment C3orf62 375341 37 3 49314068 49314068 Missense_Mutation SNP C G 4 180 c.238G>C c.(238-240)GCT>CCT p.A80P



Pat_24 Pre-Treatment GPX1 2876 37 3 49395051 49395052 Missense_Mutation DNP AG TA 22 70 c.381_382CT>TAc.(379-384)GCCTTC>GCTATC p.F128I

Pat_24 Pre-Treatment APEH 327 37 3 49720135 49720135 Missense_Mutation SNP G A 4 211 c.1849G>A c.(1849-1851)GCC>ACC p.A617T

Pat_24 Pre-Treatment DOCK3 1795 37 3 51265501 51265501 Missense_Mutation SNP C G 3 103 c.1629C>G c.(1627-1629)CAC>CAG p.H543Q

Pat_24 Pre-Treatment DOCK3 1795 37 3 51411966 51411966 Missense_Mutation SNP G A 4 90 c.5360G>A c.(5359-5361)CGG>CAG p.R1787Q

Pat_24 Pre-Treatment VPRBP 9730 37 3 51458334 51458334 Missense_Mutation SNP G A 149 220 c.2090C>T c.(2089-2091)TCC>TTC p.S697F

Pat_24 Pre-Treatment PARP3 10039 37 3 51977511 51977511 Missense_Mutation SNP G A 4 71 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_24 Pre-Treatment TLR9 54106 37 3 52255447 52255447 Missense_Mutation SNP C T 3 28 c.2885G>A c.(2884-2886)CGC>CAC p.R962H

Pat_24 Pre-Treatment NT5DC2 64943 37 3 52559263 52559263 Missense_Mutation SNP C T 4 177 c.1057G>A c.(1057-1059)GTG>ATG p.V353M

Pat_24 Pre-Treatment RFT1 91869 37 3 53125938 53125938 Missense_Mutation SNP C T 4 136 c.1607G>A c.(1606-1608)CGC>CAC p.R536H

Pat_24 Pre-Treatment MITF 4286 37 3 69928373 69928373 Missense_Mutation SNP C T 4 87 c.193C>T c.(193-195)CGT>TGT p.R65C

Pat_24 Pre-Treatment CNTN3 5067 37 3 74350624 74350624 Missense_Mutation SNP G A 72 147 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_24 Pre-Treatment ROBO2 6092 37 3 77666773 77666773 Nonsense_Mutation SNP C T 55 76 c.3403C>T c.(3403-3405)CGA>TGA p.R1135*

Pat_24 Pre-Treatment EPHA3 2042 37 3 89448601 89448601 Missense_Mutation SNP G A 4 180 c.1565G>A c.(1564-1566)CGC>CAC p.R522H

Pat_24 Pre-Treatment PROS1 5627 37 3 93646210 93646210 Missense_Mutation SNP G A 4 115 c.118C>T c.(118-120)CGT>TGT p.R40C

Pat_24 Pre-Treatment IMPG2 50939 37 3 100964717 100964717 Missense_Mutation SNP G A 5 227 c.1472C>T c.(1471-1473)CCG>CTG p.P491L

Pat_24 Pre-Treatment DRD3 1814 37 3 113866354 113866354 Missense_Mutation SNP C T 88 130 c.434G>A c.(433-435)AGC>AAC p.S145N

Pat_24 Pre-Treatment DRD3 1814 37 3 113890700 113890700 Missense_Mutation SNP T C 64 45 c.140A>G c.(139-141)AAT>AGT p.N47S

Pat_24 Pre-Treatment ZBTB20 26137 37 3 114070510 114070510 Missense_Mutation SNP C T 4 139 c.415G>A c.(415-417)GAC>AAC p.D139N

Pat_24 Pre-Treatment UPK1B 7348 37 3 118905613 118905613 Missense_Mutation SNP C T 5 213 c.25C>T c.(25-27)CGT>TGT p.R9C

Pat_24 Pre-Treatment ADPRH 141 37 3 119306475 119306475 Missense_Mutation SNP C T 18 55 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_24 Pre-Treatment GPR156 165829 37 3 119886477 119886477 Missense_Mutation SNP G A 5 155 c.1847C>T c.(1846-1848)GCA>GTA p.A616V

Pat_24 Pre-Treatment STXBP5L 9515 37 3 120760586 120760586 Missense_Mutation SNP A T 6 140 c.327A>T c.(325-327)GAA>GAT p.E109D

Pat_24 Pre-Treatment FBXO40 51725 37 3 121340508 121340508 Missense_Mutation SNP C T 75 102 c.232C>T c.(232-234)CGC>TGC p.R78C

Pat_24 Pre-Treatment FBXO40 51725 37 3 121340844 121340844 Missense_Mutation SNP G A 31 48 c.568G>A c.(568-570)GGG>AGG p.G190R

Pat_24 Pre-Treatment KALRN 8997 37 3 124132426 124132426 Missense_Mutation SNP G A 5 169 c.2450G>A c.(2449-2451)CGG>CAG p.R817Q

Pat_24 Pre-Treatment PLXNA1 5361 37 3 126735786 126735786 Splice_Site SNP G A 5 203 c.3114_splice c.e16-1 p.S1038_splice

Pat_24 Pre-Treatment DNAJC13 23317 37 3 132235305 132235305 Missense_Mutation SNP C T 4 185 c.5525C>T c.(5524-5526)TCG>TTG p.S1842L

Pat_24 Pre-Treatment EPHB1 2047 37 3 134920413 134920413 Missense_Mutation SNP G A 5 396 c.2228G>A c.(2227-2229)CGG>CAG p.R743Q

Pat_24 Pre-Treatment MRAS 22808 37 3 138091918 138091918 Missense_Mutation SNP G A 4 233 c.193G>A c.(193-195)GTT>ATT p.V65I

Pat_24 Pre-Treatment ATR 545 37 3 142279165 142279165 Missense_Mutation SNP G A 4 220 c.1481C>T c.(1480-1482)GCT>GTT p.A494V

Pat_24 Pre-Treatment TRPC1 7220 37 3 142523009 142523009 Nonsense_Mutation SNP C T 22 49 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_24 Pre-Treatment HPS3 84343 37 3 148859167 148859167 Missense_Mutation SNP G A 5 248 c.970G>A c.(970-972)GGT>AGT p.G324S

Pat_24 Pre-Treatment CP 1356 37 3 148924003 148924003 Missense_Mutation SNP G A 58 91 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_24 Pre-Treatment TSC22D2 9819 37 3 150128509 150128509 Missense_Mutation SNP C T 3 22 c.1372C>T c.(1372-1374)CCC>TCC p.P458S

Pat_24 Pre-Treatment MFSD1 64747 37 3 158520073 158520073 Missense_Mutation SNP G T 4 69 c.132G>T c.(130-132)TTG>TTT p.L44F

Pat_24 Pre-Treatment IFT80 57560 37 3 159995430 159995430 Missense_Mutation SNP G A 4 95 c.1865C>T c.(1864-1866)GCT>GTT p.A622V

Pat_24 Pre-Treatment SPATA16 83893 37 3 172737325 172737325 Missense_Mutation SNP G A 131 236 c.799C>T c.(799-801)CGT>TGT p.R267C

Pat_24 Pre-Treatment NLGN1 22871 37 3 173998272 173998272 Missense_Mutation SNP G C 4 92 c.1651G>C c.(1651-1653)GAC>CAC p.D551H

Pat_24 Pre-Treatment FXR1 8087 37 3 180685938 180685938 Missense_Mutation SNP G A 5 242 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_24 Pre-Treatment FXR1 8087 37 3 180688048 180688048 Missense_Mutation SNP G A 6 298 c.1505G>A c.(1504-1506)CGT>CAT p.R502H

Pat_24 Pre-Treatment MCF2L2 23101 37 3 183017985 183017985 Splice_Site SNP C T 13 33 c.1114_splice c.e11-1 p.E372_splice

Pat_24 Pre-Treatment ABCC5 10057 37 3 183681340 183681340 Missense_Mutation SNP G A 4 148 c.2068C>T c.(2068-2070)CGC>TGC p.R690C

Pat_24 Pre-Treatment ABCF3 55324 37 3 183906749 183906749 Missense_Mutation SNP C T 7 207 c.950C>T c.(949-951)ACC>ATC p.T317I

Pat_24 Pre-Treatment ALG3 10195 37 3 183960623 183960623 Missense_Mutation SNP G A 4 165 c.1132C>T c.(1132-1134)CGC>TGC p.R378C

Pat_24 Pre-Treatment ECE2 9718 37 3 184005689 184005689 Missense_Mutation SNP G A 70 112 c.1682G>A c.(1681-1683)GGG>GAG p.G561E

Pat_24 Pre-Treatment EIF4G1 1981 37 3 184045071 184045071 Missense_Mutation SNP C T 5 280 c.3496C>T c.(3496-3498)CGG>TGG p.R1166W

Pat_24 Pre-Treatment EIF4G1 1981 37 3 184045084 184045084 Missense_Mutation SNP G A 6 279 c.3509G>A c.(3508-3510)CGT>CAT p.R1170H



Pat_24 Pre-Treatment CLCN2 1181 37 3 184071895 184071895 Missense_Mutation SNP C T 4 93 c.1715G>A c.(1714-1716)CGC>CAC p.R572H

Pat_24 Pre-Treatment KNG1 3827 37 3 186435504 186435504 Missense_Mutation SNP G A 4 193 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_24 Pre-Treatment LPP 4026 37 3 188477903 188477903 Missense_Mutation SNP C T 4 64 c.1243C>T c.(1243-1245)CGC>TGC p.R415C

Pat_24 Pre-Treatment ATP13A4 84239 37 3 193207602 193207602 Missense_Mutation SNP T A 5 118 c.655A>T c.(655-657)AGT>TGT p.S219C

Pat_24 Pre-Treatment LRRC33 375387 37 3 196387194 196387194 Missense_Mutation SNP G A 4 132 c.680G>A c.(679-681)CGG>CAG p.R227Q

Pat_24 Pre-Treatment LMLN 89782 37 3 197707212 197707212 Missense_Mutation SNP C T 4 232 c.565C>T c.(565-567)CGT>TGT p.R189C

Pat_24 Pre-Treatment PDE6B 5158 37 4 661780 661780 Missense_Mutation SNP G A 4 168 c.2488G>A c.(2488-2490)GTG>ATG p.V830M

Pat_24 Pre-Treatment CRIPAK 285464 37 4 1389048 1389048 Missense_Mutation SNP G A 8 612 c.749G>A c.(748-750)CGC>CAC p.R250H

Pat_24 Pre-Treatment HTT 3064 37 4 3158817 3158817 Missense_Mutation SNP C T 4 103 c.3650C>T c.(3649-3651)ACC>ATC p.T1217I

Pat_24 Pre-Treatment RGS12 6002 37 4 3317941 3317941 Missense_Mutation SNP C T 4 172 c.44C>T c.(43-45)CCG>CTG p.P15L

Pat_24 Pre-Treatment CRMP1 1400 37 4 5851178 5851178 Missense_Mutation SNP G A 25 52 c.562C>T c.(562-564)CTT>TTT p.L188F

Pat_24 Pre-Treatment ZNF518B 85460 37 4 10447435 10447435 Missense_Mutation SNP G A 4 220 c.518C>T c.(517-519)ACG>ATG p.T173M

Pat_24 Pre-Treatment LGI2 55203 37 4 25005381 25005381 Missense_Mutation SNP G A 6 493 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_24 Pre-Treatment PCDH7 5099 37 4 30724909 30724909 Missense_Mutation SNP G A 4 93 c.1865G>A c.(1864-1866)AGC>AAC p.S622N

Pat_24 Pre-Treatment KLF3 51274 37 4 38698711 38698711 Missense_Mutation SNP C T 27 55 c.865C>T c.(865-867)CCC>TCC p.P289S

Pat_24 Pre-Treatment CHRNA9 55584 37 4 40339314 40339314 Missense_Mutation SNP G A 26 47 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_24 Pre-Treatment RBM47 54502 37 4 40438508 40438508 Missense_Mutation SNP G A 4 217 c.1280C>T c.(1279-1281)CCG>CTG p.P427L

Pat_24 Pre-Treatment UCHL1 7345 37 4 41262778 41262778 Missense_Mutation SNP C T 85 150 c.289C>T c.(289-291)CAC>TAC p.H97Y

Pat_24 Pre-Treatment KDR 3791 37 4 55968610 55968610 Missense_Mutation SNP C T 4 139 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_24 Pre-Treatment SRP72 6731 37 4 57344629 57344629 Missense_Mutation SNP G A 4 99 c.727G>A c.(727-729)GAG>AAG p.E243K

Pat_24 Pre-Treatment UGT2B10 7365 37 4 69874623 69874623 Missense_Mutation SNP G A 5 394 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_24 Pre-Treatment UGT2B4 7363 37 4 70355227 70355227 Missense_Mutation SNP G A 6 447 c.932C>T c.(931-933)TCG>TTG p.S311L

Pat_24 Pre-Treatment UGT2B4 7363 37 4 70355286 70355286 Missense_Mutation SNP T A 82 147 c.873A>T c.(871-873)GAA>GAT p.E291D

Pat_24 Pre-Treatment ALB 213 37 4 74280825 74280825 Missense_Mutation SNP G A 65 124 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_24 Pre-Treatment RASSF6 166824 37 4 74459282 74459282 Missense_Mutation SNP C T 67 98 c.269G>A c.(268-270)GGA>GAA p.G90E

Pat_24 Pre-Treatment CXCL9 4283 37 4 76925960 76925960 Splice_Site SNP A G 37 127 c.276_splice c.e3+1 p.Q92_splice

Pat_24 Pre-Treatment CCDC158 339965 37 4 77234386 77234386 Missense_Mutation SNP C T 9 25 c.3279G>A c.(3277-3279)ATG>ATA p.M1093I

Pat_24 Pre-Treatment PRKG2 5593 37 4 82061745 82061745 Nonsense_Mutation SNP C A 4 137 c.1486G>T c.(1486-1488)GAG>TAG p.E496*

Pat_24 Pre-Treatment HERC3 8916 37 4 89527102 89527102 Missense_Mutation SNP G A 4 94 c.128G>A c.(127-129)GGA>GAA p.G43E

Pat_24 Pre-Treatment GPRIN3 285513 37 4 90170964 90170964 Missense_Mutation SNP G A 67 91 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_24 Pre-Treatment MMRN1 22915 37 4 90857395 90857395 Missense_Mutation SNP C T 14 11 c.2564C>T c.(2563-2565)TCC>TTC p.S855F

Pat_24 Pre-Treatment PDLIM5 10611 37 4 95561492 95561492 Missense_Mutation SNP G T 4 161 c.1174G>T c.(1174-1176)GCT>TCT p.A392S

Pat_24 Pre-Treatment DDIT4L 115265 37 4 101109213 101109213 Nonsense_Mutation SNP G T 6 355 c.203C>A c.(202-204)TCA>TAA p.S68*

Pat_24 Pre-Treatment TET2 54790 37 4 106157378 106157378 Missense_Mutation SNP T A 52 63 c.2279T>A c.(2278-2280)TTT>TAT p.F760Y

Pat_24 Pre-Treatment TBCK 93627 37 4 107173160 107173160 Missense_Mutation SNP G A 23 46 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_24 Pre-Treatment PAPSS1 9061 37 4 108566061 108566061 Missense_Mutation SNP C T 4 98 c.1403G>A c.(1402-1404)CGT>CAT p.R468H

Pat_24 Pre-Treatment HADH 3033 37 4 108940781 108940781 Missense_Mutation SNP C T 183 257 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_24 Pre-Treatment PITX2 5308 37 4 111553619 111553619 Missense_Mutation SNP C T 4 203 c.64G>A c.(64-66)GTT>ATT p.V22I

Pat_24 Pre-Treatment C4orf21 55345 37 4 113540414 113540414 Missense_Mutation SNP C T 4 112 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_24 Pre-Treatment NDST4 64579 37 4 115767146 115767146 Missense_Mutation SNP C T 35 48 c.1948G>A c.(1948-1950)GAC>AAC p.D650N

Pat_24 Pre-Treatment USP53 54532 37 4 120161041 120161041 Missense_Mutation SNP C T 27 40 c.127C>T c.(127-129)CTT>TTT p.L43F

Pat_24 Pre-Treatment PRDM5 11107 37 4 121616280 121616280 Missense_Mutation SNP C T 4 195 c.1879G>A c.(1879-1881)GTA>ATA p.V627I

Pat_24 Pre-Treatment TRPC3 7222 37 4 122800914 122800914 Missense_Mutation SNP G A 22 65 c.2743C>T c.(2743-2745)CCC>TCC p.P915S

Pat_24 Pre-Treatment PCDH18 54510 37 4 138452779 138452779 Missense_Mutation SNP C T 4 63 c.464G>A c.(463-465)CGC>CAC p.R155H

Pat_24 Pre-Treatment RNF150 57484 37 4 141888839 141888839 Missense_Mutation SNP C T 4 152 c.673G>A c.(673-675)GCA>ACA p.A225T

Pat_24 Pre-Treatment TRIM2 23321 37 4 154197202 154197202 Missense_Mutation SNP G A 4 91 c.292G>A c.(292-294)GCT>ACT p.A98T

Pat_24 Pre-Treatment GLRB 2743 37 4 158091737 158091737 Missense_Mutation SNP T A 57 69 c.1351T>A c.(1351-1353)TCT>ACT p.S451T



Pat_24 Pre-Treatment GRIA2 2891 37 4 158282254 158282254 Missense_Mutation SNP G A 4 194 c.2384G>A c.(2383-2385)GGC>GAC p.G795D

Pat_24 Pre-Treatment TLL1 7092 37 4 166915607 166915607 Missense_Mutation SNP C T 20 21 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_24 Pre-Treatment ADAM29 11086 37 4 175898987 175898987 Missense_Mutation SNP C T 7 238 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_24 Pre-Treatment SNX25 83891 37 4 186274751 186274751 Missense_Mutation SNP G A 4 146 c.2087G>A c.(2086-2088)CGA>CAA p.R696Q

Pat_24 Pre-Treatment MTNR1A 4543 37 4 187455657 187455657 Missense_Mutation SNP G A 26 90 c.239C>T c.(238-240)CCG>CTG p.P80L

Pat_24 Pre-Treatment EXOC3 11336 37 5 465848 465848 Missense_Mutation SNP G A 4 134 c.1954G>A c.(1954-1956)GTG>ATG p.V652M

Pat_24 Pre-Treatment MRPL36 64979 37 5 1798790 1798790 Missense_Mutation SNP C T 5 166 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_24 Pre-Treatment CTNND2 1501 37 5 11022948 11022948 Missense_Mutation SNP C T 5 97 c.2932G>A c.(2932-2934)GCC>ACC p.A978T

Pat_24 Pre-Treatment CTNND2 1501 37 5 11397234 11397234 Missense_Mutation SNP C A 70 37 c.521G>T c.(520-522)AGC>ATC p.S174I

Pat_24 Pre-Treatment CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 4 190 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_24 Pre-Treatment DNAH5 1767 37 5 13864603 13864603 Missense_Mutation SNP G A 4 116 c.4499C>T c.(4498-4500)ACC>ATC p.T1500I

Pat_24 Pre-Treatment TRIO 7204 37 5 14280445 14280445 Missense_Mutation SNP C T 5 188 c.247C>T c.(247-249)CGT>TGT p.R83C

Pat_24 Pre-Treatment PRDM9 56979 37 5 23509657 23509657 Missense_Mutation SNP C T 146 85 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_24 Pre-Treatment PRDM9 56979 37 5 23527385 23527385 Missense_Mutation SNP A C 5 263 c.2188A>C c.(2188-2190)AGC>CGC p.S730R

Pat_24 Pre-Treatment PRDM9 56979 37 5 23527388 23527388 Missense_Mutation SNP A G 7 280 c.2191A>G c.(2191-2193)AAT>GAT p.N731D

Pat_24 Pre-Treatment MTMR12 54545 37 5 32239127 32239127 Missense_Mutation SNP G A 4 134 c.1324C>T c.(1324-1326)CGC>TGC p.R442C

Pat_24 Pre-Treatment SPEF2 79925 37 5 35792486 35792486 Missense_Mutation SNP G A 141 140 c.4492G>A c.(4492-4494)GTG>ATG p.V1498M

Pat_24 Pre-Treatment RICTOR 253260 37 5 38967280 38967280 Missense_Mutation SNP G A 6 585 c.1201C>T c.(1201-1203)CGT>TGT p.R401C

Pat_24 Pre-Treatment ISL1 3670 37 5 50680467 50680467 Missense_Mutation SNP G A 5 379 c.121G>A c.(121-123)GCA>ACA p.A41T

Pat_24 Pre-Treatment ITGA2 3673 37 5 52337982 52337982 Nonsense_Mutation SNP C T 4 229 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_24 Pre-Treatment ANKRD55 79722 37 5 55407572 55407572 Missense_Mutation SNP G A 91 158 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_24 Pre-Treatment MAP3K1 4214 37 5 56178002 56178002 Missense_Mutation SNP C T 4 173 c.2975C>T c.(2974-2976)TCT>TTT p.S992F

Pat_24 Pre-Treatment DIMT1L 27292 37 5 61686727 61686727 Missense_Mutation SNP G A 167 227 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_24 Pre-Treatment MAST4 375449 37 5 66430465 66430465 Missense_Mutation SNP G T 5 331 c.1774G>T c.(1774-1776)GTG>TTG p.V592L

Pat_24 Pre-Treatment MAP1B 4131 37 5 71495411 71495411 Missense_Mutation SNP C T 4 220 c.6229C>T c.(6229-6231)CGT>TGT p.R2077C

Pat_24 Pre-Treatment RGNEF 64283 37 5 73148496 73148496 Missense_Mutation SNP C T 5 305 c.1769C>T c.(1768-1770)TCG>TTG p.S590L

Pat_24 Pre-Treatment HMGCR 3156 37 5 74652224 74652224 Missense_Mutation SNP G A 4 226 c.1937G>A c.(1936-1938)CGT>CAT p.R646H

Pat_24 Pre-Treatment AGGF1 55109 37 5 76331512 76331512 Missense_Mutation SNP G A 4 144 c.460G>A c.(460-462)GAT>AAT p.D154N

Pat_24 Pre-Treatment JMY 133746 37 5 78586025 78586025 Missense_Mutation SNP C T 55 101 c.1288C>T c.(1288-1290)CAC>TAC p.H430Y

Pat_24 Pre-Treatment JMY 133746 37 5 78586965 78586965 Missense_Mutation SNP G T 4 86 c.1370G>T c.(1369-1371)CGA>CTA p.R457L

Pat_24 Pre-Treatment RASA1 5921 37 5 86659278 86659278 Missense_Mutation SNP A G 40 86 c.1567A>G c.(1567-1569)AGT>GGT p.S523G

Pat_24 Pre-Treatment MEF2C 4208 37 5 88100420 88100420 Missense_Mutation SNP C T 4 111 c.253G>A c.(253-255)GTG>ATG p.V85M

Pat_24 Pre-Treatment GPR98 84059 37 5 89914946 89914946 Missense_Mutation SNP C T 3 26 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_24 Pre-Treatment EPB41L4A 64097 37 5 111504473 111504473 Missense_Mutation SNP G A 4 225 c.1895C>T c.(1894-1896)TCG>TTG p.S632L

Pat_24 Pre-Treatment APC 324 37 5 112128186 112128186 Missense_Mutation SNP G A 4 180 c.689G>A c.(688-690)CGT>CAT p.R230H

Pat_24 Pre-Treatment APC 324 37 5 112162892 112162892 Missense_Mutation SNP G A 5 170 c.1496G>A c.(1495-1497)CGA>CAA p.R499Q

Pat_24 Pre-Treatment HSD17B4 3295 37 5 118829594 118829594 Missense_Mutation SNP A G 62 51 c.821A>G c.(820-822)AAG>AGG p.K274R

Pat_24 Pre-Treatment CEP120 153241 37 5 122713159 122713159 Missense_Mutation SNP C T 4 172 c.2267G>A c.(2266-2268)CGT>CAT p.R756H

Pat_24 Pre-Treatment CHSY3 337876 37 5 129520990 129520990 Missense_Mutation SNP G T 4 198 c.2155G>T c.(2155-2157)GTT>TTT p.V719F

Pat_24 Pre-Treatment KIF3A 11127 37 5 132062130 132062130 Missense_Mutation SNP C T 6 206 c.341G>A c.(340-342)CGA>CAA p.R114Q

Pat_24 Pre-Treatment KLHL3 26249 37 5 136973018 136973018 Missense_Mutation SNP G A 5 239 c.1286C>T c.(1285-1287)ACG>ATG p.T429M

Pat_24 Pre-Treatment HSPA9 3313 37 5 137892552 137892552 Nonsense_Mutation SNP G A 5 200 c.1732C>T c.(1732-1734)CGA>TGA p.R578*

Pat_24 Pre-Treatment CXXC5 51523 37 5 139060727 139060727 Missense_Mutation SNP G A 4 48 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_24 Pre-Treatment SLC35A4 113829 37 5 139947436 139947436 Missense_Mutation SNP G T 4 174 c.682G>T c.(682-684)GGT>TGT p.G228C

Pat_24 Pre-Treatment PCDHA1 56147 37 5 140167131 140167131 Missense_Mutation SNP C T 6 444 c.1256C>T c.(1255-1257)TCG>TTG p.S419L

Pat_24 Pre-Treatment PCDHA1 56147 37 5 140167736 140167736 Missense_Mutation SNP C T 108 218 c.1861C>T c.(1861-1863)CCG>TCG p.P621S

Pat_24 Pre-Treatment PCDHA3 56145 37 5 140182649 140182649 Missense_Mutation SNP C T 80 114 c.1867C>T c.(1867-1869)CGC>TGC p.R623C



Pat_24 Pre-Treatment PCDHA8 56140 37 5 140222432 140222432 Missense_Mutation SNP C T 5 275 c.1526C>T c.(1525-1527)TCG>TTG p.S509L

Pat_24 Pre-Treatment PCDHA10 56139 37 5 140236862 140236862 Missense_Mutation SNP G A 144 274 c.1229G>A c.(1228-1230)AGC>AAC p.S410N

Pat_24 Pre-Treatment PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 33 49 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_24 Pre-Treatment PCDHB3 56132 37 5 140481797 140481797 Missense_Mutation SNP G A 60 71 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_24 Pre-Treatment PCDHB4 56131 37 5 140503558 140503558 Missense_Mutation SNP C T 4 120 c.1978C>T c.(1978-1980)CTC>TTC p.L660F

Pat_24 Pre-Treatment PCDHB6 56130 37 5 140531196 140531196 Missense_Mutation SNP C T 8 411 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_24 Pre-Treatment PCDHB16 57717 37 5 140562543 140562543 Missense_Mutation SNP G A 27 34 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_24 Pre-Treatment PCDHB11 56125 37 5 140581443 140581443 Missense_Mutation SNP C T 92 171 c.2096C>T c.(2095-2097)TCG>TTG p.S699L

Pat_24 Pre-Treatment PCDH12 51294 37 5 141335676 141335676 Missense_Mutation SNP C G 4 93 c.1741G>C c.(1741-1743)GTG>CTG p.V581L

Pat_24 Pre-Treatment GRXCR2 643226 37 5 145246230 145246230 Missense_Mutation SNP C T 4 147 c.398G>A c.(397-399)CGA>CAA p.R133Q

Pat_24 Pre-Treatment SH3RF2 153769 37 5 145428766 145428766 Missense_Mutation SNP G A 4 166 c.1280G>A c.(1279-1281)CGA>CAA p.R427Q

Pat_24 Pre-Treatment SH3RF2 153769 37 5 145435672 145435672 Missense_Mutation SNP C T 94 145 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_24 Pre-Treatment PDGFRB 5159 37 5 149510217 149510217 Nonsense_Mutation SNP G A 5 333 c.1252C>T c.(1252-1254)CGA>TGA p.R418*

Pat_24 Pre-Treatment RPS14 6208 37 5 149823869 149823869 Missense_Mutation SNP G A 5 395 c.436C>T c.(436-438)CGC>TGC p.R146C

Pat_24 Pre-Treatment FAT2 2196 37 5 150885392 150885392 Missense_Mutation SNP G A 5 274 c.12784C>T c.(12784-12786)CGC>TGC p.R4262C

Pat_24 Pre-Treatment PWWP2A 114825 37 5 159520099 159520099 Missense_Mutation SNP G A 18 21 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_24 Pre-Treatment C5orf54 63920 37 5 159822493 159822493 Missense_Mutation SNP G A 5 306 c.5C>T c.(4-6)TCG>TTG p.S2L

Pat_24 Pre-Treatment ODZ2 57451 37 5 167631391 167631391 Missense_Mutation SNP G A 23 55 c.3562G>A c.(3562-3564)GGC>AGC p.G1188S

Pat_24 Pre-Treatment ODZ2 57451 37 5 167671635 167671635 Missense_Mutation SNP G A 4 174 c.5704G>A c.(5704-5706)GAG>AAG p.E1902K

Pat_24 Pre-Treatment SLIT3 6586 37 5 168138041 168138041 Missense_Mutation SNP G A 11 25 c.2578C>T c.(2578-2580)CAC>TAC p.H860Y

Pat_24 Pre-Treatment CCDC99 54908 37 5 169028394 169028394 Nonsense_Mutation SNP C T 4 179 c.1435C>T c.(1435-1437)CGA>TGA p.R479*

Pat_24 Pre-Treatment GPRIN1 114787 37 5 176024702 176024702 Missense_Mutation SNP G A 30 58 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_24 Pre-Treatment SLC34A1 6569 37 5 176821059 176821059 Missense_Mutation SNP C T 5 427 c.1037C>T c.(1036-1038)CCG>CTG p.P346L

Pat_24 Pre-Treatment F12 2161 37 5 176832982 176832982 Missense_Mutation SNP G A 5 328 c.196C>T c.(196-198)CGG>TGG p.R66W

Pat_24 Pre-Treatment GRK6 2870 37 5 176860170 176860170 Missense_Mutation SNP G A 5 340 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_24 Pre-Treatment TMED9 54732 37 5 177020678 177020678 Missense_Mutation SNP G A 5 361 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_24 Pre-Treatment EXOC2 55770 37 6 564069 564069 Missense_Mutation SNP G A 4 220 c.1753C>T c.(1753-1755)CGT>TGT p.R585C

Pat_24 Pre-Treatment DSP 1832 37 6 7580243 7580243 Missense_Mutation SNP G A 4 132 c.3820G>A c.(3820-3822)GCC>ACC p.A1274T

Pat_24 Pre-Treatment TFAP2A 7020 37 6 10398877 10398877 Missense_Mutation SNP G A 8 620 c.1087C>T c.(1087-1089)CGG>TGG p.R363W

Pat_24 Pre-Treatment ATXN1 6310 37 6 16326632 16326632 Missense_Mutation SNP C T 6 388 c.1910G>A c.(1909-1911)CGA>CAA p.R637Q

Pat_24 Pre-Treatment ATXN1 6310 37 6 16328562 16328562 Translation_Start_Site SNP C T 4 62 c.-20G>A c.(-22--18)CCGTG>CCATG

Pat_24 Pre-Treatment BTN1A1 696 37 6 26509113 26509113 Missense_Mutation SNP G A 42 43 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_24 Pre-Treatment HLA-G 3135 37 6 29797338 29797338 Missense_Mutation SNP G A 7 289 c.763G>A c.(763-765)GTG>ATG p.V255M

Pat_24 Pre-Treatment TRIM15 89870 37 6 30131474 30131474 Missense_Mutation SNP C T 34 81 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_24 Pre-Treatment LTB 4050 37 6 31550145 31550145 Missense_Mutation SNP C T 82 53 c.50G>A c.(49-51)GGT>GAT p.G17D

Pat_24 Pre-Treatment LY6G5B 58496 37 6 31639676 31639676 Nonsense_Mutation SNP C T 8 501 c.223C>T c.(223-225)CAG>TAG p.Q75*

Pat_24 Pre-Treatment BAT5 7920 37 6 31655035 31655035 Missense_Mutation SNP C A 4 133 c.1631G>T c.(1630-1632)TGC>TTC p.C544F

Pat_24 Pre-Treatment SLC44A4 80736 37 6 31846718 31846718 Missense_Mutation SNP C T 7 592 c.40G>A c.(40-42)GGG>AGG p.G14R

Pat_24 Pre-Treatment C4A 720 37 6 31997489 31997489 Missense_Mutation SNP C T 19 55 c.3823C>T c.(3823-3825)CAC>TAC p.H1275Y

Pat_24 Pre-Treatment TNXB 7148 37 6 32017964 32017964 Missense_Mutation SNP C T 5 183 c.9244G>A c.(9244-9246)GAG>AAG p.E3082K

Pat_24 Pre-Treatment HLA-DOB 3112 37 6 32781028 32781028 Missense_Mutation SNP C T 4 167 c.787G>A c.(787-789)GTC>ATC p.V263I

Pat_24 Pre-Treatment COL11A2 1302 37 6 33157226 33157226 Missense_Mutation SNP G A 4 166 c.103C>T c.(103-105)CTC>TTC p.L35F

Pat_24 Pre-Treatment VPS52 6293 37 6 33231874 33231874 Missense_Mutation SNP G A 6 399 c.1531C>T c.(1531-1533)CGC>TGC p.R511C

Pat_24 Pre-Treatment SYNGAP1 8831 37 6 33403335 33403335 Missense_Mutation SNP C T 7 697 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_24 Pre-Treatment C6orf125 84300 37 6 33669164 33669164 Missense_Mutation SNP C T 7 372 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_24 Pre-Treatment IP6K3 117283 37 6 33690697 33690697 Missense_Mutation SNP G A 45 102 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_24 Pre-Treatment CPNE5 57699 37 6 36716016 36716016 Missense_Mutation SNP C T 253 221 c.1000G>A c.(1000-1002)GAT>AAT p.D334N



Pat_24 Pre-Treatment DNAH8 1769 37 6 38867551 38867551 Splice_Site SNP G A 90 91 c.8413_splice c.e60-1 p.I2805_splice

Pat_24 Pre-Treatment CNPY3 10695 37 6 42897414 42897414 Missense_Mutation SNP G A 3 35 c.106G>A c.(106-108)GGA>AGA p.G36R

Pat_24 Pre-Treatment TCTE1 202500 37 6 44250280 44250280 Missense_Mutation SNP C T 86 75 c.863G>A c.(862-864)CGA>CAA p.R288Q

Pat_24 Pre-Treatment AARS2 57505 37 6 44269835 44269835 Missense_Mutation SNP G A 4 166 c.2560C>T c.(2560-2562)CGT>TGT p.R854C

Pat_24 Pre-Treatment TINAG 27283 37 6 54254619 54254619 Missense_Mutation SNP G A 127 248 c.1327G>A c.(1327-1329)GGA>AGA p.G443R

Pat_24 Pre-Treatment FAM83B 222584 37 6 54804664 54804664 Missense_Mutation SNP G T 43 150 c.895G>T c.(895-897)GCC>TCC p.A299S

Pat_24 Pre-Treatment FAM83B 222584 37 6 54806252 54806252 Missense_Mutation SNP C T 18 53 c.2483C>T c.(2482-2484)CCT>CTT p.P828L

Pat_24 Pre-Treatment COL19A1 1310 37 6 70878100 70878100 Missense_Mutation SNP G A 4 138 c.2534G>A c.(2533-2535)GGT>GAT p.G845D

Pat_24 Pre-Treatment OGFRL1 79627 37 6 72011342 72011342 Nonsense_Mutation SNP C T 24 49 c.946C>T c.(946-948)CGA>TGA p.R316*

Pat_24 Pre-Treatment KCNQ5 56479 37 6 73904174 73904174 Splice_Site SNP G A 18 40 c.1837_splice c.e14-1 p.V613_splice

Pat_24 Pre-Treatment C6orf150 115004 37 6 74135186 74135186 Missense_Mutation SNP C T 4 73 c.1333G>A c.(1333-1335)GTA>ATA p.V445I

Pat_24 Pre-Treatment COL12A1 1303 37 6 75853037 75853037 Missense_Mutation SNP C A 5 153 c.4758G>T c.(4756-4758)TGG>TGT p.W1586C

Pat_24 Pre-Treatment COL12A1 1303 37 6 75875427 75875427 Missense_Mutation SNP A C 89 130 c.2779T>G c.(2779-2781)TCT>GCT p.S927A

Pat_24 Pre-Treatment IMPG1 3617 37 6 76660307 76660307 Missense_Mutation SNP C T 18 28 c.1796G>A c.(1795-1797)CGA>CAA p.R599Q

Pat_24 Pre-Treatment SH3BGRL2 83699 37 6 80383502 80383502 Missense_Mutation SNP G A 4 241 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_24 Pre-Treatment TTK 7272 37 6 80717681 80717681 Missense_Mutation SNP C T 5 163 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_24 Pre-Treatment ZNF292 23036 37 6 87965927 87965927 Missense_Mutation SNP C G 3 81 c.2580C>G c.(2578-2580)AAC>AAG p.N860K

Pat_24 Pre-Treatment MDN1 23195 37 6 90365626 90365626 Missense_Mutation SNP C T 4 112 c.15347G>A c.(15346-15348)CGT>CAT p.R5116H

Pat_24 Pre-Treatment MDN1 23195 37 6 90405631 90405631 Missense_Mutation SNP C T 4 186 c.9464G>A c.(9463-9465)CGG>CAG p.R3155Q

Pat_24 Pre-Treatment MDN1 23195 37 6 90463861 90463861 Missense_Mutation SNP G A 4 126 c.2905C>T c.(2905-2907)CGG>TGG p.R969W

Pat_24 Pre-Treatment MANEA 79694 37 6 96054174 96054174 Missense_Mutation SNP C T 4 109 c.1282C>T c.(1282-1284)CGT>TGT p.R428C

Pat_24 Pre-Treatment KLHL32 114792 37 6 97562088 97562088 Missense_Mutation SNP G A 4 78 c.1057G>A c.(1057-1059)GGG>AGG p.G353R

Pat_24 Pre-Treatment PRDM1 639 37 6 106553455 106553455 Missense_Mutation SNP G A 4 160 c.1420G>A c.(1420-1422)GGA>AGA p.G474R

Pat_24 Pre-Treatment MICAL1 64780 37 6 109773539 109773539 Missense_Mutation SNP G A 5 425 c.742C>T c.(742-744)CGC>TGC p.R248C

Pat_24 Pre-Treatment LAMA4 3910 37 6 112486417 112486417 Missense_Mutation SNP G A 4 165 c.1613C>T c.(1612-1614)GCG>GTG p.A538V

Pat_24 Pre-Treatment HDAC2 3066 37 6 114279863 114279863 Missense_Mutation SNP C T 4 187 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_24 Pre-Treatment GPRC6A 222545 37 6 117128060 117128060 Nonsense_Mutation SNP G A 26 59 c.808C>T c.(808-810)CAG>TAG p.Q270*

Pat_24 Pre-Treatment RFX6 222546 37 6 117240317 117240317 Missense_Mutation SNP G A 29 69 c.1040G>A c.(1039-1041)AGA>AAA p.R347K

Pat_24 Pre-Treatment ROS1 6098 37 6 117609788 117609788 Missense_Mutation SNP T A 29 44 c.6911A>T c.(6910-6912)AAA>ATA p.K2304I

Pat_24 Pre-Treatment FAM184A 79632 37 6 119345242 119345242 Missense_Mutation SNP C T 26 78 c.896G>A c.(895-897)CGA>CAA p.R299Q

Pat_24 Pre-Treatment RNF217 154214 37 6 125284135 125284135 Translation_Start_Site SNP G A 4 32 c.-260G>A c.(-262--258)ACGTG>ACATG

Pat_24 Pre-Treatment PTPRK 5796 37 6 128718792 128718792 Missense_Mutation SNP G A 4 158 c.142C>T c.(142-144)CAC>TAC p.H48Y

Pat_24 Pre-Treatment MED23 9439 37 6 131926379 131926379 Splice_Site SNP C T 4 71 c.1613_splice c.e14+1 p.S538_splice

Pat_24 Pre-Treatment MAP7 9053 37 6 136681893 136681893 Missense_Mutation SNP C T 6 458 c.1745G>A c.(1744-1746)CGG>CAG p.R582Q

Pat_24 Pre-Treatment MAP7 9053 37 6 136698940 136698940 Missense_Mutation SNP G A 4 117 c.704C>T c.(703-705)TCG>TTG p.S235L

Pat_24 Pre-Treatment REPS1 85021 37 6 139266690 139266690 Missense_Mutation SNP T C 5 468 c.422A>G c.(421-423)AAG>AGG p.K141R

Pat_24 Pre-Treatment VTA1 51534 37 6 142487422 142487422 Missense_Mutation SNP G A 4 184 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_24 Pre-Treatment HIVEP2 3097 37 6 143081227 143081228 Missense_Mutation DNP GG AC 41 25 c.6197_6198CC>GTc.(6196-6198)CCC>CGT p.P2066R

Pat_24 Pre-Treatment HIVEP2 3097 37 6 143092632 143092632 Missense_Mutation SNP G A 4 196 c.3244C>T c.(3244-3246)CGG>TGG p.R1082W

Pat_24 Pre-Treatment CNKSR3 154043 37 6 154735436 154735436 Missense_Mutation SNP G A 3 60 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_24 Pre-Treatment SYNJ2 8871 37 6 158483177 158483177 Missense_Mutation SNP G A 141 233 c.1108G>A c.(1108-1110)GGG>AGG p.G370R

Pat_24 Pre-Treatment TULP4 56995 37 6 158902288 158902288 Missense_Mutation SNP G A 4 49 c.1453G>A c.(1453-1455)GTC>ATC p.V485I

Pat_24 Pre-Treatment FGFR1OP 11116 37 6 167438355 167438355 Missense_Mutation SNP G A 4 114 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_24 Pre-Treatment GPR31 2853 37 6 167570419 167570419 Nonsense_Mutation SNP G A 3 49 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_24 Pre-Treatment GPR146 115330 37 7 1097440 1097440 Missense_Mutation SNP G A 32 102 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_24 Pre-Treatment FBXL18 80028 37 7 5540381 5540381 Missense_Mutation SNP G A 5 77 c.1519C>T c.(1519-1521)CGC>TGC p.R507C

Pat_24 Pre-Treatment USP42 84132 37 7 6175496 6175496 Missense_Mutation SNP T C 3 72 c.467T>C c.(466-468)ATG>ACG p.M156T



Pat_24 Pre-Treatment ABCB5 340273 37 7 20683202 20683202 Missense_Mutation SNP G A 4 140 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_24 Pre-Treatment ABCB5 340273 37 7 20738102 20738102 Missense_Mutation SNP G A 42 31 c.748G>A c.(748-750)GGG>AGG p.G250R

Pat_24 Pre-Treatment STK31 56164 37 7 23794043 23794043 Missense_Mutation SNP T C 219 122 c.1243T>C c.(1243-1245)TGG>CGG p.W415R

Pat_24 Pre-Treatment CCDC129 223075 37 7 31617639 31617639 Missense_Mutation SNP G A 4 121 c.761G>A c.(760-762)GGT>GAT p.G254D

Pat_24 Pre-Treatment KBTBD2 25948 37 7 32909121 32909121 Missense_Mutation SNP G A 6 319 c.1708C>T c.(1708-1710)CGT>TGT p.R570C

Pat_24 Pre-Treatment GPR141 353345 37 7 37780815 37780815 Missense_Mutation SNP G A 5 239 c.820G>A c.(820-822)GCA>ACA p.A274T

Pat_24 Pre-Treatment UBE2D4 51619 37 7 43982601 43982601 Missense_Mutation SNP C T 182 138 c.169C>T c.(169-171)CCT>TCT p.P57S

Pat_24 Pre-Treatment DBNL 28988 37 7 44091467 44091467 Missense_Mutation SNP G A 4 154 c.178G>A c.(178-180)GGG>AGG p.G60R

Pat_24 Pre-Treatment AEBP1 165 37 7 44148759 44148759 Missense_Mutation SNP G A 4 163 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_24 Pre-Treatment AEBP1 165 37 7 44151573 44151573 Missense_Mutation SNP G A 6 244 c.1961G>A c.(1960-1962)CGC>CAC p.R654H

Pat_24 Pre-Treatment CCM2 83605 37 7 45113987 45113987 Missense_Mutation SNP G A 4 67 c.1034G>A c.(1033-1035)AGC>AAC p.S345N

Pat_24 Pre-Treatment PKD1L1 168507 37 7 47898480 47898480 Missense_Mutation SNP C T 4 48 c.4153G>A c.(4153-4155)GGC>AGC p.G1385S

Pat_24 Pre-Treatment ABCA13 154664 37 7 48550794 48550794 Missense_Mutation SNP G A 4 115 c.13639G>A c.(13639-13641)GGA>AGA p.G4547R

Pat_24 Pre-Treatment COBL 23242 37 7 51152943 51152943 Missense_Mutation SNP G A 4 139 c.1016C>T c.(1015-1017)CCT>CTT p.P339L

Pat_24 Pre-Treatment 14-Sep 346288 37 7 55886880 55886880 Missense_Mutation SNP C T 20 11 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_24 Pre-Treatment ZNF716 441234 37 7 57529035 57529035 Missense_Mutation SNP C T 43 150 c.868C>T c.(868-870)CAT>TAT p.H290Y

Pat_24 Pre-Treatment WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 89 65 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_24 Pre-Treatment FZD9 8326 37 7 72849278 72849278 Missense_Mutation SNP C T 4 231 c.941C>T c.(940-942)ACG>ATG p.T314M

Pat_24 Pre-Treatment ELN 2006 37 7 73442524 73442524 Missense_Mutation SNP G A 4 139 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_24 Pre-Treatment ELN 2006 37 7 73467491 73467491 Splice_Site SNP A G 4 111 c.950_splice c.e18-2 p.G317_splice

Pat_24 Pre-Treatment LAT2 7462 37 7 73634106 73634106 Missense_Mutation SNP G A 7 537 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_24 Pre-Treatment CCDC146 57639 37 7 76916860 76916860 Missense_Mutation SNP G A 4 109 c.2381G>A c.(2380-2382)GGC>GAC p.G794D

Pat_24 Pre-Treatment PCLO 27445 37 7 82579646 82579646 Nonsense_Mutation SNP G A 114 74 c.10258C>T c.(10258-10260)CGA>TGA p.R3420*

Pat_24 Pre-Treatment SEMA3D 223117 37 7 84629153 84629153 Missense_Mutation SNP G A 4 83 c.1937C>T c.(1936-1938)ACG>ATG p.T646M

Pat_24 Pre-Treatment ABCB4 5244 37 7 87035681 87035681 Missense_Mutation SNP G A 6 467 c.3430C>T c.(3430-3432)CGG>TGG p.R1144W

Pat_24 Pre-Treatment ABCB1 5243 37 7 87168601 87168601 Nonsense_Mutation SNP G A 4 140 c.2380C>T c.(2380-2382)CGA>TGA p.R794*

Pat_24 Pre-Treatment C7orf63 79846 37 7 89884782 89884782 Missense_Mutation SNP G A 7 484 c.166G>A c.(166-168)GAA>AAA p.E56K

Pat_24 Pre-Treatment CCDC132 55610 37 7 92905528 92905528 Missense_Mutation SNP G A 7 503 c.853G>A c.(853-855)GTG>ATG p.V285M

Pat_24 Pre-Treatment ASNS 440 37 7 97482657 97482657 Missense_Mutation SNP G A 81 87 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_24 Pre-Treatment PTCD1 26024 37 7 99032639 99032639 Missense_Mutation SNP G A 4 121 c.227C>T c.(226-228)ACG>ATG p.T76M

Pat_24 Pre-Treatment ZKSCAN5 23660 37 7 99129144 99129144 Missense_Mutation SNP G A 4 120 c.1792G>A c.(1792-1794)GTC>ATC p.V598I

Pat_24 Pre-Treatment SPDYE3 441272 37 7 99917310 99917310 Missense_Mutation SNP G A 5 450 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment TRIM56 81844 37 7 100731159 100731159 Missense_Mutation SNP G T 4 76 c.566G>T c.(565-567)TGC>TTC p.C189F

Pat_24 Pre-Treatment FIS1 51024 37 7 100883161 100883161 Missense_Mutation SNP C T 3 44 c.385G>A c.(385-387)GTG>ATG p.V129M

Pat_24 Pre-Treatment RABL5 64792 37 7 100959806 100959806 Missense_Mutation SNP G A 5 238 c.224C>T c.(223-225)CCG>CTG p.P75L

Pat_24 Pre-Treatment CUX1 1523 37 7 101892248 101892248 Missense_Mutation SNP G A 4 60 c.4444G>A c.(4444-4446)GCG>ACG p.A1482T

Pat_24 Pre-Treatment LRWD1 222229 37 7 102107853 102107853 Missense_Mutation SNP C T 4 123 c.500C>T c.(499-501)GCG>GTG p.A167V

Pat_24 Pre-Treatment LAMB1 3912 37 7 107605047 107605047 Missense_Mutation SNP C G 4 243 c.1648G>C c.(1648-1650)GCC>CCC p.A550P

Pat_24 Pre-Treatment LAMB4 22798 37 7 107720104 107720104 Missense_Mutation SNP G A 4 228 c.1829C>T c.(1828-1830)GCT>GTT p.A610V

Pat_24 Pre-Treatment PNPLA8 50640 37 7 108155059 108155059 Missense_Mutation SNP G A 5 315 c.877C>T c.(877-879)CGT>TGT p.R293C

Pat_24 Pre-Treatment LOC407835 407835 37 7 128766867 128766867 Missense_Mutation SNP G A 50 3 c.296G>A c.(295-297)AGG>AAG p.R99K

Pat_24 Pre-Treatment CALD1 800 37 7 134613579 134613579 Missense_Mutation SNP G A 4 171 c.146G>A c.(145-147)CGG>CAG p.R49Q

Pat_24 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 224 28 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_24 Pre-Treatment CLEC5A 23601 37 7 141629932 141629932 Missense_Mutation SNP C T 6 365 c.539G>A c.(538-540)CGC>CAC p.R180H

Pat_24 Pre-Treatment TRY6 154754 37 7 142482242 142482242 Missense_Mutation SNP G A 7 185 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_24 Pre-Treatment TRPV6 55503 37 7 142569711 142569711 Missense_Mutation SNP G A 7 524 c.1927C>T c.(1927-1929)CGG>TGG p.R643W

Pat_24 Pre-Treatment OR2F1 26211 37 7 143657455 143657455 Missense_Mutation SNP G A 4 213 c.392G>A c.(391-393)CGA>CAA p.R131Q



Pat_24 Pre-Treatment REPIN1 29803 37 7 150069039 150069039 Nonsense_Mutation SNP C T 5 171 c.709C>T c.(709-711)CAG>TAG p.Q237*

Pat_24 Pre-Treatment ZNF775 285971 37 7 150095095 150095095 Missense_Mutation SNP G A 3 35 c.1526G>A c.(1525-1527)CGC>CAC p.R509H

Pat_24 Pre-Treatment NOM1 64434 37 7 156752644 156752644 Missense_Mutation SNP G T 5 204 c.1408G>T c.(1408-1410)GCC>TCC p.A470S

Pat_24 Pre-Treatment CSMD1 64478 37 8 2820822 2820822 Missense_Mutation SNP C T 7 298 c.9379G>A c.(9379-9381)GGT>AGT p.G3127S

Pat_24 Pre-Treatment MFHAS1 9258 37 8 8750411 8750411 Missense_Mutation SNP G A 3 30 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_24 Pre-Treatment TNKS 8658 37 8 9437741 9437741 Missense_Mutation SNP G A 8 313 c.746G>A c.(745-747)GGT>GAT p.G249D

Pat_24 Pre-Treatment FDFT1 2222 37 8 11689096 11689096 Missense_Mutation SNP C T 4 175 c.949C>T c.(949-951)CGG>TGG p.R317W

Pat_24 Pre-Treatment DLC1 10395 37 8 12956977 12956977 Missense_Mutation SNP C T 4 167 c.2869G>A c.(2869-2871)GAC>AAC p.D957N

Pat_24 Pre-Treatment LZTS1 11178 37 8 20112631 20112631 Missense_Mutation SNP G A 4 144 c.62C>T c.(61-63)TCG>TTG p.S21L

Pat_24 Pre-Treatment LGI3 203190 37 8 22006155 22006155 Missense_Mutation SNP G A 4 146 c.1165C>T c.(1165-1167)CGG>TGG p.R389W

Pat_24 Pre-Treatment SORBS3 10174 37 8 22414417 22414417 Missense_Mutation SNP G A 4 109 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_24 Pre-Treatment RHOBTB2 23221 37 8 22864881 22864881 Missense_Mutation SNP G A 6 417 c.1123G>A c.(1123-1125)GGA>AGA p.G375R

Pat_24 Pre-Treatment ENTPD4 9583 37 8 23297322 23297322 Missense_Mutation SNP C T 5 140 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_24 Pre-Treatment SLC25A37 51312 37 8 23429231 23429231 Missense_Mutation SNP G A 5 116 c.880G>A c.(880-882)GGC>AGC p.G294S

Pat_24 Pre-Treatment ADAM28 10863 37 8 24187570 24187570 Missense_Mutation SNP C T 45 74 c.1045C>T c.(1045-1047)CAT>TAT p.H349Y

Pat_24 Pre-Treatment NEFM 4741 37 8 24775894 24775894 Missense_Mutation SNP G T 38 54 c.2526G>T c.(2524-2526)AAG>AAT p.K842N

Pat_24 Pre-Treatment KIF13B 23303 37 8 28928049 28928049 Missense_Mutation SNP G A 7 17 c.5453C>T c.(5452-5454)CCT>CTT p.P1818L

Pat_24 Pre-Treatment NRG1 3084 37 8 32621523 32621523 Missense_Mutation SNP G A 4 116 c.1526G>A c.(1525-1527)AGT>AAT p.S509N

Pat_24 Pre-Treatment KCNU1 157855 37 8 36793199 36793199 Missense_Mutation SNP G A 70 125 c.3211G>A c.(3211-3213)GAC>AAC p.D1071N

Pat_24 Pre-Treatment GPR124 25960 37 8 37698701 37698701 Missense_Mutation SNP C T 4 161 c.2845C>T c.(2845-2847)CGC>TGC p.R949C

Pat_24 Pre-Treatment LETM2 137994 37 8 38258458 38258458 Missense_Mutation SNP C T 118 165 c.730C>T c.(730-732)CGC>TGC p.R244C

Pat_24 Pre-Treatment IKBKB 3551 37 8 42175254 42175254 Missense_Mutation SNP C T 47 81 c.1205C>T c.(1204-1206)TCC>TTC p.S402F

Pat_24 Pre-Treatment CHRNA6 8973 37 8 42611837 42611837 Missense_Mutation SNP G A 68 117 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_24 Pre-Treatment KIAA0146 23514 37 8 48642011 48642011 Missense_Mutation SNP C T 3 28 c.2588C>T c.(2587-2589)GCC>GTC p.A863V

Pat_24 Pre-Treatment YTHDF3 253943 37 8 64099378 64099378 Missense_Mutation SNP T A 4 122 c.809T>A c.(808-810)ATA>AAA p.I270K

Pat_24 Pre-Treatment C8orf44 56260 37 8 67590034 67590034 Missense_Mutation SNP G A 4 134 c.91G>A c.(91-93)GAA>AAA p.E31K

Pat_24 Pre-Treatment C8orf34 116328 37 8 69621281 69621281 Missense_Mutation SNP C T 28 45 c.1036C>T c.(1036-1038)CAT>TAT p.H346Y

Pat_24 Pre-Treatment SULF1 23213 37 8 70476364 70476364 Missense_Mutation SNP G A 69 95 c.154G>A c.(154-156)GAT>AAT p.D52N

Pat_24 Pre-Treatment SULF1 23213 37 8 70553057 70553057 Missense_Mutation SNP G A 4 75 c.2566G>A c.(2566-2568)GGA>AGA p.G856R

Pat_24 Pre-Treatment RPL7 6129 37 8 74203308 74203308 Missense_Mutation SNP T C 3 72 c.718A>G c.(718-720)ATC>GTC p.I240V

Pat_24 Pre-Treatment JPH1 56704 37 8 75227342 75227342 Missense_Mutation SNP C T 5 249 c.893G>A c.(892-894)CGC>CAC p.R298H

Pat_24 Pre-Treatment TPD52 7163 37 8 80965533 80965533 Missense_Mutation SNP C T 5 328 c.388G>A c.(388-390)GTG>ATG p.V130M

Pat_24 Pre-Treatment ZFAND1 79752 37 8 82627077 82627077 Missense_Mutation SNP C T 5 231 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_24 Pre-Treatment CA13 377677 37 8 86193501 86193501 Missense_Mutation SNP G A 6 437 c.712G>A c.(712-714)GCA>ACA p.A238T

Pat_24 Pre-Treatment MMP16 4325 37 8 89180150 89180150 Missense_Mutation SNP G A 4 117 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_24 Pre-Treatment CDH17 1015 37 8 95182723 95182723 Missense_Mutation SNP G A 4 235 c.968C>T c.(967-969)CCG>CTG p.P323L

Pat_24 Pre-Treatment KIAA1429 25962 37 8 95501050 95501050 Missense_Mutation SNP G A 4 117 c.5323C>T c.(5323-5325)CGT>TGT p.R1775C

Pat_24 Pre-Treatment INTS8 55656 37 8 95879525 95879525 Missense_Mutation SNP A T 4 156 c.2374A>T c.(2374-2376)ACA>TCA p.T792S

Pat_24 Pre-Treatment MATN2 4147 37 8 98991147 98991147 Missense_Mutation SNP G A 4 130 c.992G>A c.(991-993)TGT>TAT p.C331Y

Pat_24 Pre-Treatment KLF10 7071 37 8 103667813 103667813 Missense_Mutation SNP G A 4 139 c.17C>T c.(16-18)GCC>GTC p.A6V

Pat_24 Pre-Treatment ANGPT1 284 37 8 108296965 108296965 Nonsense_Mutation SNP G A 4 202 c.1150C>T c.(1150-1152)CGA>TGA p.R384*

Pat_24 Pre-Treatment EIF3H 8667 37 8 117671160 117671160 Missense_Mutation SNP C T 4 163 c.349G>A c.(349-351)GTG>ATG p.V117M

Pat_24 Pre-Treatment TNFRSF11B 4982 37 8 119945293 119945293 Missense_Mutation SNP C T 4 77 c.277G>A c.(277-279)GTC>ATC p.V93I

Pat_24 Pre-Treatment TAF2 6873 37 8 120814047 120814047 Missense_Mutation SNP G A 37 77 c.779C>T c.(778-780)CCA>CTA p.P260L

Pat_24 Pre-Treatment EFR3A 23167 37 8 132968136 132968136 Missense_Mutation SNP G A 4 90 c.760G>A c.(760-762)GTT>ATT p.V254I

Pat_24 Pre-Treatment KCNQ3 3786 37 8 133142113 133142113 Missense_Mutation SNP T G 166 193 c.2015A>C c.(2014-2016)AAG>ACG p.K672T

Pat_24 Pre-Treatment TG 7038 37 8 133881993 133881993 Missense_Mutation SNP G A 4 183 c.196G>A c.(196-198)GAC>AAC p.D66N



Pat_24 Pre-Treatment FAM135B 51059 37 8 139164716 139164716 Missense_Mutation SNP C T 57 92 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_24 Pre-Treatment FAM135B 51059 37 8 139380207 139380207 Missense_Mutation SNP G A 5 257 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_24 Pre-Treatment GPR20 2843 37 8 142367548 142367548 Missense_Mutation SNP C T 3 32 c.476G>A c.(475-477)CGC>CAC p.R159H

Pat_24 Pre-Treatment LY6D 8581 37 8 143867004 143867004 Splice_Site SNP C T 4 230 c.151_splice c.e2+1 p.V51_splice

Pat_24 Pre-Treatment CYP11B1 1584 37 8 143956699 143956699 Missense_Mutation SNP C T 38 51 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_24 Pre-Treatment TSTA3 7264 37 8 144698314 144698314 Missense_Mutation SNP C T 6 368 c.223G>A c.(223-225)GGC>AGC p.G75S

Pat_24 Pre-Treatment PLEC 5339 37 8 144993059 144993059 Missense_Mutation SNP G A 5 203 c.11341C>T c.(11341-11343)CGC>TGC p.R3781C

Pat_24 Pre-Treatment GPR172A 79581 37 8 145583069 145583069 Missense_Mutation SNP A G 9 104 c.116A>G c.(115-117)AAA>AGA p.K39R

Pat_24 Pre-Treatment KANK1 23189 37 9 712642 712642 Missense_Mutation SNP C T 3 42 c.1876C>T c.(1876-1878)CGG>TGG p.R626W

Pat_24 Pre-Treatment UBAP2 55833 37 9 33922757 33922757 Missense_Mutation SNP G T 41 14 c.3192C>A c.(3190-3192)TTC>TTA p.F1064L

Pat_24 Pre-Treatment RECK 8434 37 9 36110025 36110025 Missense_Mutation SNP C T 4 143 c.1837C>T c.(1837-1839)CGC>TGC p.R613C

Pat_24 Pre-Treatment ZCCHC7 84186 37 9 37304227 37304227 Missense_Mutation SNP C T 4 134 c.697C>T c.(697-699)CGG>TGG p.R233W

Pat_24 Pre-Treatment SMC5 23137 37 9 72893497 72893497 Missense_Mutation SNP C T 86 31 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_24 Pre-Treatment TRPM6 140803 37 9 77435255 77435255 Nonsense_Mutation SNP G A 86 21 c.1099C>T c.(1099-1101)CAA>TAA p.Q367*

Pat_24 Pre-Treatment VPS13A 23230 37 9 79908310 79908310 Missense_Mutation SNP G T 4 203 c.3393G>T c.(3391-3393)ATG>ATT p.M1131I

Pat_24 Pre-Treatment KIF27 55582 37 9 86518061 86518061 Nonsense_Mutation SNP G A 4 123 c.1372C>T c.(1372-1374)CGA>TGA p.R458*

Pat_24 Pre-Treatment ROR2 4920 37 9 94486849 94486849 Missense_Mutation SNP C T 5 134 c.1927G>A c.(1927-1929)GCC>ACC p.A643T

Pat_24 Pre-Treatment COL15A1 1306 37 9 101812157 101812157 Nonsense_Mutation SNP C T 5 434 c.2884C>T c.(2884-2886)CGA>TGA p.R962*

Pat_24 Pre-Treatment BAAT 570 37 9 104133665 104133665 Missense_Mutation SNP G A 101 29 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_24 Pre-Treatment C9orf125 84302 37 9 104239242 104239242 Nonsense_Mutation SNP G A 4 203 c.133C>T c.(133-135)CGA>TGA p.R45*

Pat_24 Pre-Treatment ACTL7B 10880 37 9 111617367 111617367 Missense_Mutation SNP C T 4 117 c.844G>A c.(844-846)GAG>AAG p.E282K

Pat_24 Pre-Treatment IKBKAP 8518 37 9 111663931 111663931 Missense_Mutation SNP G A 4 220 c.1885C>T c.(1885-1887)CGC>TGC p.R629C

Pat_24 Pre-Treatment SVEP1 79987 37 9 113170069 113170069 Missense_Mutation SNP G A 110 29 c.7811C>T c.(7810-7812)TCC>TTC p.S2604F

Pat_24 Pre-Treatment C9orf84 158401 37 9 114454492 114454492 Nonsense_Mutation SNP C T 92 29 c.3573G>A c.(3571-3573)TGG>TGA p.W1191*

Pat_24 Pre-Treatment BSPRY 54836 37 9 116116589 116116589 Missense_Mutation SNP G A 5 139 c.271G>A c.(271-273)GTC>ATC p.V91I

Pat_24 Pre-Treatment C9orf43 257169 37 9 116185655 116185655 Missense_Mutation SNP G A 4 122 c.533G>A c.(532-534)CGA>CAA p.R178Q

Pat_24 Pre-Treatment RGS3 5998 37 9 116346450 116346450 Missense_Mutation SNP G A 4 177 c.2758G>A c.(2758-2760)GAG>AAG p.E920K

Pat_24 Pre-Treatment COL27A1 85301 37 9 116956726 116956726 Missense_Mutation SNP G A 5 261 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_24 Pre-Treatment AKNA 80709 37 9 117118255 117118255 Missense_Mutation SNP C T 4 128 c.3008G>A c.(3007-3009)CGG>CAG p.R1003Q

Pat_24 Pre-Treatment TNC 3371 37 9 117848578 117848578 Missense_Mutation SNP C T 5 403 c.1432G>A c.(1432-1434)GGC>AGC p.G478S

Pat_24 Pre-Treatment ASTN2 23245 37 9 119249714 119249714 Nonsense_Mutation SNP G A 4 98 c.3421C>T c.(3421-3423)CGA>TGA p.R1141*

Pat_24 Pre-Treatment OR1L3 26735 37 9 125438296 125438296 Missense_Mutation SNP G A 60 18 c.888G>A c.(886-888)ATG>ATA p.M296I

Pat_24 Pre-Treatment PPP6C 5537 37 9 127912080 127912080 Missense_Mutation SNP G A 83 10 c.790C>T c.(790-792)CGT>TGT p.R264C

Pat_24 Pre-Treatment GAPVD1 26130 37 9 128083731 128083731 Missense_Mutation SNP C T 83 27 c.1622C>T c.(1621-1623)TCG>TTG p.S541L

Pat_24 Pre-Treatment URM1 81605 37 9 131150103 131150103 Missense_Mutation SNP C T 5 375 c.115C>T c.(115-117)CGG>TGG p.R39W

Pat_24 Pre-Treatment FUBP3 8939 37 9 133499049 133499049 Missense_Mutation SNP G A 4 206 c.926G>A c.(925-927)CGG>CAG p.R309Q

Pat_24 Pre-Treatment C9orf9 11092 37 9 135763747 135763747 Missense_Mutation SNP C T 4 178 c.418C>T c.(418-420)CTC>TTC p.L140F

Pat_24 Pre-Treatment C9orf7 11094 37 9 136333048 136333048 Missense_Mutation SNP C T 4 107 c.326C>T c.(325-327)GCG>GTG p.A109V

Pat_24 Pre-Treatment RXRA 6256 37 9 137300016 137300016 Missense_Mutation SNP G A 4 205 c.301G>A c.(301-303)GTC>ATC p.V101I

Pat_24 Pre-Treatment QSOX2 169714 37 9 139100978 139100978 Missense_Mutation SNP C T 4 160 c.1693G>A c.(1693-1695)GAC>AAC p.D565N

Pat_24 Pre-Treatment PMPCA 23203 37 9 139309021 139309021 Missense_Mutation SNP G T 4 226 c.454G>T c.(454-456)GCT>TCT p.A152S

Pat_24 Pre-Treatment SEC16A 9919 37 9 139366482 139366482 Missense_Mutation SNP C T 4 101 c.3649G>A c.(3649-3651)GAG>AAG p.E1217K

Pat_24 Pre-Treatment NOTCH1 4851 37 9 139413893 139413893 Splice_Site SNP G T 4 150 c.865_splice c.e5+1 p.G289_splice

Pat_24 Pre-Treatment TMEM203 94107 37 9 140099601 140099601 Missense_Mutation SNP G A 4 90 c.266C>T c.(265-267)ACG>ATG p.T89M

Pat_24 Pre-Treatment NDOR1 27158 37 9 140110375 140110375 Missense_Mutation SNP G A 4 219 c.1460G>A c.(1459-1461)CGC>CAC p.R487H

Pat_24 Pre-Treatment TUBB2C 10383 37 9 140137137 140137137 Missense_Mutation SNP G A 4 161 c.467G>A c.(466-468)CGG>CAG p.R156Q

Pat_24 Pre-Treatment ZMYND19 116225 37 9 140477114 140477114 Missense_Mutation SNP G A 5 136 c.565C>T c.(565-567)CGC>TGC p.R189C



Pat_24 Pre-Treatment TUBBP5 643224 37 9 141071420 141071420 Missense_Mutation SNP G A 4 97 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_24 Pre-Treatment ASMTL 8623 37 X 1522283 1522283 Missense_Mutation SNP C T 5 188 c.1745G>A c.(1744-1746)GGC>GAC p.G582D

Pat_24 Pre-Treatment MXRA5 25878 37 X 3228314 3228314 Missense_Mutation SNP G A 38 16 c.7930C>T c.(7930-7932)CAT>TAT p.H2644Y

Pat_24 Pre-Treatment TLR7 51284 37 X 12903670 12903670 Missense_Mutation SNP C T 77 21 c.43C>T c.(43-45)CTT>TTT p.L15F

Pat_24 Pre-Treatment GLRA2 2742 37 X 14625262 14625262 Missense_Mutation SNP C T 4 106 c.587C>T c.(586-588)ACG>ATG p.T196M

Pat_24 Pre-Treatment ASB11 140456 37 X 15301641 15301641 Missense_Mutation SNP G A 170 49 c.958C>T c.(958-960)CTC>TTC p.L320F

Pat_24 Pre-Treatment PHEX 5251 37 X 22051081 22051081 Translation_Start_Site SNP C T 4 158 c.-42C>T c.(-44--40)CACGA>CATGA

Pat_24 Pre-Treatment FAM47C 442444 37 X 37028662 37028662 Missense_Mutation SNP T C 6 57 c.2179T>C c.(2179-2181)TGC>CGC p.C727R

Pat_24 Pre-Treatment SSX3 10214 37 X 48213500 48213500 Missense_Mutation SNP G A 4 175 c.214C>T c.(214-216)CGT>TGT p.R72C

Pat_24 Pre-Treatment OTUD5 55593 37 X 48791834 48791834 Missense_Mutation SNP C T 4 115 c.977G>A c.(976-978)CGT>CAT p.R326H

Pat_24 Pre-Treatment KDM5C 8242 37 X 53223862 53223862 Missense_Mutation SNP C T 4 34 c.3497G>A c.(3496-3498)CGC>CAC p.R1166H

Pat_24 Pre-Treatment ITIH5L 347365 37 X 54785245 54785245 Missense_Mutation SNP C T 36 16 c.1262G>A c.(1261-1263)AGG>AAG p.R421K

Pat_24 Pre-Treatment PFKFB1 5207 37 X 54960268 54960268 Missense_Mutation SNP G A 4 61 c.1342C>T c.(1342-1344)CGG>TGG p.R448W

Pat_24 Pre-Treatment EFNB1 1947 37 X 68059902 68059902 Missense_Mutation SNP G A 3 40 c.599G>A c.(598-600)GGC>GAC p.G200D

Pat_24 Pre-Treatment GDPD2 54857 37 X 69652895 69652895 Missense_Mutation SNP G A 3 24 c.1579G>A c.(1579-1581)GCA>ACA p.A527T

Pat_24 Pre-Treatment MED12 9968 37 X 70356309 70356309 Missense_Mutation SNP G A 3 33 c.5204G>A c.(5203-5205)CGC>CAC p.R1735H

Pat_24 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 7 86 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_24 Pre-Treatment NAP1L2 4674 37 X 72433673 72433673 Missense_Mutation SNP T C 3 33 c.656A>G c.(655-657)GAG>GGG p.E219G

Pat_24 Pre-Treatment ATP7A 538 37 X 77298875 77298875 Missense_Mutation SNP C T 4 94 c.4066C>T c.(4066-4068)CGG>TGG p.R1356W

Pat_24 Pre-Treatment ZMAT1 84460 37 X 101138559 101138559 Missense_Mutation SNP T C 3 74 c.1327A>G c.(1327-1329)AGG>GGG p.R443G

Pat_24 Pre-Treatment GPRASP1 9737 37 X 101912419 101912419 Missense_Mutation SNP G A 4 97 c.3578G>A c.(3577-3579)CGA>CAA p.R1193Q

Pat_24 Pre-Treatment CXorf57 55086 37 X 105912456 105912456 Missense_Mutation SNP G A 4 202 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_24 Pre-Treatment COL4A6 1288 37 X 107430394 107430394 Missense_Mutation SNP G A 4 223 c.1886C>T c.(1885-1887)CCC>CTC p.P629L

Pat_24 Pre-Treatment COL4A6 1288 37 X 107431220 107431220 Missense_Mutation SNP C T 60 19 c.1628G>A c.(1627-1629)GGA>GAA p.G543E

Pat_24 Pre-Treatment GUCY2F 2986 37 X 108673582 108673583 Missense_Mutation DNP CC AA 5 244 c.1744_1745GG>TTc.(1744-1746)GGA>TTA p.G582L

Pat_24 Pre-Treatment GUCY2F 2986 37 X 108673592 108673592 Nonsense_Mutation SNP C A 5 212 c.1735G>T c.(1735-1737)GGA>TGA p.G579*

Pat_24 Pre-Treatment TMEM164 84187 37 X 109247348 109247348 Missense_Mutation SNP G A 4 147 c.346G>A c.(346-348)GTC>ATC p.V116I

Pat_24 Pre-Treatment ZCCHC16 340595 37 X 111697979 111697979 Missense_Mutation SNP C T 106 27 c.23C>T c.(22-24)TCA>TTA p.S8L

Pat_24 Pre-Treatment CT47B1 643311 37 X 120009390 120009390 Missense_Mutation SNP C G 6 110 c.135G>C c.(133-135)ATG>ATC p.M45I

Pat_24 Pre-Treatment CT47B1 643311 37 X 120009393 120009393 Missense_Mutation SNP G C 6 107 c.132C>G c.(130-132)GAC>GAG p.D44E

Pat_24 Pre-Treatment OCRL 4952 37 X 128692706 128692706 Missense_Mutation SNP C T 4 60 c.536C>T c.(535-537)CCT>CTT p.P179L

Pat_24 Pre-Treatment OCRL 4952 37 X 128703359 128703359 Missense_Mutation SNP G A 4 212 c.1585G>A c.(1585-1587)GCC>ACC p.A529T

Pat_24 Pre-Treatment BCORL1 63035 37 X 129171402 129171402 Missense_Mutation SNP G A 4 139 c.4366G>A c.(4366-4368)GGC>AGC p.G1456S

Pat_24 Pre-Treatment TFDP3 51270 37 X 132351950 132351950 Missense_Mutation SNP C T 4 136 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment FAM122C 159091 37 X 133948871 133948871 Missense_Mutation SNP C T 5 253 c.181C>T c.(181-183)CGC>TGC p.R61C

Pat_24 Pre-Treatment ZIC3 7547 37 X 136649872 136649872 Missense_Mutation SNP G A 4 174 c.1022G>A c.(1021-1023)CGT>CAT p.R341H

Pat_24 Pre-Treatment FMR1 2332 37 X 147030296 147030296 Missense_Mutation SNP C T 90 31 c.1831C>T c.(1831-1833)CGT>TGT p.R611C

Pat_24 Pre-Treatment AFF2 2334 37 X 148072792 148072792 Missense_Mutation SNP G A 5 198 c.3866G>A c.(3865-3867)AGC>AAC p.S1289N

Pat_24 Pre-Treatment TMEM185A 84548 37 X 148690324 148690324 Missense_Mutation SNP C T 4 212 c.413G>A c.(412-414)AGG>AAG p.R138K

Pat_24 Pre-Treatment MAMLD1 10046 37 X 149639500 149639500 Missense_Mutation SNP C T 4 184 c.1655C>T c.(1654-1656)CCG>CTG p.P552L

Pat_24 Pre-Treatment PNMA3 29944 37 X 152226020 152226020 Missense_Mutation SNP G A 4 96 c.608G>A c.(607-609)CGG>CAG p.R203Q

Pat_24 Pre-Treatment HCFC1 3054 37 X 153221856 153221856 Missense_Mutation SNP G A 4 82 c.2642C>T c.(2641-2643)ACG>ATG p.T881M

Pat_24 Post-Resistance KIAA1751 85452 37 1 1887145 1887145 Missense_Mutation SNP C T 12 96 c.2161G>A c.(2161-2163)GAG>AAG p.E721K

Pat_24 Post-Resistance PLCH2 9651 37 1 2436255 2436255 Missense_Mutation SNP G A 11 34 c.3854G>A c.(3853-3855)GGG>GAG p.G1285E

Pat_24 Post-Resistance MASP2 10747 37 1 11087664 11087664 Missense_Mutation SNP C T 32 103 c.1339G>A c.(1339-1341)GGA>AGA p.G447R

Pat_24 Post-Resistance TNFRSF8 943 37 1 12195671 12195671 Splice_Site SNP G A 4 132 c.1335_splice c.e13+1 p.T445_splice

Pat_24 Post-Resistance VPS13D 55187 37 1 12418520 12418520 Missense_Mutation SNP C T 4 146 c.10004C>T c.(10003-10005)ACG>ATG p.T3335M



Pat_24 Post-Resistance PRAMEF12 390999 37 1 12837729 12837729 Missense_Mutation SNP G A 23 70 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_24 Post-Resistance PRAMEF1 65121 37 1 12856002 12856002 Missense_Mutation SNP G A 32 442 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_24 Post-Resistance TMEM82 388595 37 1 16069565 16069566 Missense_Mutation DNP CC TT 13 51 c.212_213CC>TT c.(211-213)TCC>TTT p.S71F

Pat_24 Post-Resistance ARHGEF19 128272 37 1 16535275 16535275 Missense_Mutation SNP C T 10 30 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_24 Post-Resistance IGSF21 84966 37 1 18702857 18702857 Missense_Mutation SNP G A 46 225 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_24 Post-Resistance CNKSR1 10256 37 1 26504045 26504045 Missense_Mutation SNP C T 14 55 c.7C>T c.(7-9)CCG>TCG p.P3S

Pat_24 Post-Resistance FGR 2268 37 1 27939499 27939499 Missense_Mutation SNP C G 3 81 c.1516G>C c.(1516-1518)GAG>CAG p.E506Q

Pat_24 Post-Resistance NKAIN1 79570 37 1 31655401 31655401 Missense_Mutation SNP C A 46 182 c.508G>T c.(508-510)GTG>TTG p.V170L

Pat_24 Post-Resistance ADC 113451 37 1 33559013 33559013 Missense_Mutation SNP G A 4 104 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_24 Post-Resistance EPHA10 284656 37 1 38227437 38227437 Missense_Mutation SNP C T 6 34 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_24 Post-Resistance ZMPSTE24 10269 37 1 40735746 40735746 Missense_Mutation SNP G T 4 129 c.574G>T c.(574-576)GGG>TGG p.G192W

Pat_24 Post-Resistance FOXJ3 22887 37 1 42730851 42730851 Nonsense_Mutation SNP G A 4 109 c.379C>T c.(379-381)CGA>TGA p.R127*

Pat_24 Post-Resistance CCDC30 728621 37 1 43011243 43011243 Missense_Mutation SNP G A 5 26 c.418G>A c.(418-420)GAA>AAA p.E140K

Pat_24 Post-Resistance YBX1 4904 37 1 43166675 43166675 Missense_Mutation SNP G A 4 100 c.964G>A c.(964-966)GGG>AGG p.G322R

Pat_24 Post-Resistance SLC6A9 6536 37 1 44474289 44474289 Missense_Mutation SNP C T 15 47 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_24 Post-Resistance CYP4B1 1580 37 1 47283696 47283696 Missense_Mutation SNP C T 61 222 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_24 Post-Resistance TAL1 6886 37 1 47685757 47685757 Missense_Mutation SNP G A 31 107 c.631C>T c.(631-633)CGC>TGC p.R211C

Pat_24 Post-Resistance MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 54 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_24 Post-Resistance GLIS1 148979 37 1 53990458 53990458 Missense_Mutation SNP G A 4 190 c.1060C>T c.(1060-1062)CGT>TGT p.R354C

Pat_24 Post-Resistance PARS2 25973 37 1 55224360 55224360 Missense_Mutation SNP C T 5 384 c.475G>A c.(475-477)GAG>AAG p.E159K

Pat_24 Post-Resistance C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T C 20 53 c.1625A>G c.(1624-1626)AAA>AGA p.K542R

Pat_24 Post-Resistance C1orf173 127254 37 1 75072303 75072303 Missense_Mutation SNP C T 7 50 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_24 Post-Resistance ABCA4 24 37 1 94497348 94497348 Missense_Mutation SNP C T 16 89 c.4114G>A c.(4114-4116)GAC>AAC p.D1372N

Pat_24 Post-Resistance OLFM3 118427 37 1 102312505 102312505 Missense_Mutation SNP C T 17 97 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_24 Post-Resistance COL11A1 1301 37 1 103427784 103427784 Missense_Mutation SNP C T 16 82 c.3062G>A c.(3061-3063)GGA>GAA p.G1021E

Pat_24 Post-Resistance CELSR2 1952 37 1 109805585 109805585 Missense_Mutation SNP G A 3 75 c.4702G>A c.(4702-4704)GTG>ATG p.V1568M

Pat_24 Post-Resistance PHTF1 10745 37 1 114254647 114254647 Missense_Mutation SNP C T 4 140 c.872G>A c.(871-873)CGT>CAT p.R291H

Pat_24 Post-Resistance MAN1A2 10905 37 1 118008992 118008992 Missense_Mutation SNP C T 7 58 c.1111C>T c.(1111-1113)CGT>TGT p.R371C

Pat_24 Post-Resistance NBPF9 400818 37 1 144621586 144621586 Missense_Mutation SNP C G 7 408 c.918C>G c.(916-918)TTC>TTG p.F306L

Pat_24 Post-Resistance NBPF10 100132406 37 1 145295443 145295443 Missense_Mutation SNP C G 5 173 c.196C>G c.(196-198)CTC>GTC p.L66V

Pat_24 Post-Resistance NBPF10 100132406 37 1 145362127 145362127 Missense_Mutation SNP G T 18 371 c.9660G>T c.(9658-9660)GAG>GAT p.E3220D

Pat_24 Post-Resistance BOLA1 51027 37 1 149871793 149871793 Missense_Mutation SNP C T 4 113 c.181C>T c.(181-183)CCG>TCG p.P61S

Pat_24 Post-Resistance FLG 2312 37 1 152281475 152281475 Missense_Mutation SNP C T 63 494 c.5887G>A c.(5887-5889)GAC>AAC p.D1963N

Pat_24 Post-Resistance ASH1L 55870 37 1 155448204 155448204 Missense_Mutation SNP C T 4 109 c.4457G>A c.(4456-4458)CGT>CAT p.R1486H

Pat_24 Post-Resistance NTRK1 4914 37 1 156849018 156849018 Missense_Mutation SNP G A 8 23 c.1910G>A c.(1909-1911)GGG>GAG p.G637E

Pat_24 Post-Resistance USP21 27005 37 1 161134390 161134390 Missense_Mutation SNP A G 16 262 c.1372A>G c.(1372-1374)ATC>GTC p.I458V

Pat_24 Post-Resistance DDR2 4921 37 1 162731044 162731044 Missense_Mutation SNP A G 3 73 c.899A>G c.(898-900)AAG>AGG p.K300R

Pat_24 Post-Resistance LRRC52 440699 37 1 165532978 165532978 Missense_Mutation SNP G A 4 146 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_24 Post-Resistance TNN 63923 37 1 175066678 175066678 Missense_Mutation SNP G A 11 122 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_24 Post-Resistance CACNA1E 777 37 1 181745340 181745340 Nonsense_Mutation SNP G A 4 128 c.5243G>A c.(5242-5244)TGG>TAG p.W1748*

Pat_24 Post-Resistance LAMC1 3915 37 1 183095301 183095301 Missense_Mutation SNP C T 4 184 c.2848C>T c.(2848-2850)CGC>TGC p.R950C

Pat_24 Post-Resistance UBE2T 29089 37 1 202302658 202302658 Nonsense_Mutation SNP G A 4 130 c.205C>T c.(205-207)CGA>TGA p.R69*

Pat_24 Post-Resistance PLEKHA6 22874 37 1 204210881 204210881 Missense_Mutation SNP G A 42 75 c.2234C>T c.(2233-2235)CCC>CTC p.P745L

Pat_24 Post-Resistance PLXNA2 5362 37 1 208204972 208204972 Missense_Mutation SNP G A 64 218 c.5188C>T c.(5188-5190)CAT>TAT p.H1730Y

Pat_24 Post-Resistance CENPF 1063 37 1 214813956 214813956 Missense_Mutation SNP G A 3 44 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_24 Post-Resistance KCTD3 51133 37 1 215775263 215775263 Missense_Mutation SNP C T 29 183 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_24 Post-Resistance SPATA17 128153 37 1 217955597 217955597 Missense_Mutation SNP G A 70 89 c.805G>A c.(805-807)GAT>AAT p.D269N



Pat_24 Post-Resistance TAF1A 9015 37 1 222750876 222750876 Missense_Mutation SNP C T 4 181 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_24 Post-Resistance AGT 183 37 1 230845894 230845894 Missense_Mutation SNP G A 5 158 c.703C>T c.(703-705)CTC>TTC p.L235F

Pat_24 Post-Resistance PCNXL2 80003 37 1 233394278 233394278 Missense_Mutation SNP G A 83 164 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_24 Post-Resistance OR2L8 391190 37 1 248112697 248112697 Missense_Mutation SNP G A 4 191 c.538G>A c.(538-540)GTC>ATC p.V180I

Pat_24 Post-Resistance OR2L8 391190 37 1 248113064 248113064 Missense_Mutation SNP G A 16 99 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_24 Post-Resistance OR2AK2 391191 37 1 248128661 248128661 Missense_Mutation SNP G A 15 20 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_24 Post-Resistance OR2M5 127059 37 1 248308569 248308569 Missense_Mutation SNP G A 67 99 c.120G>A c.(118-120)ATG>ATA p.M40I

Pat_24 Post-Resistance OR2M4 26245 37 1 248402801 248402801 Missense_Mutation SNP G A 74 112 c.571G>A c.(571-573)GAA>AAA p.E191K

Pat_24 Post-Resistance OR2T12 127064 37 1 248458834 248458834 Missense_Mutation SNP A T 46 99 c.47T>A c.(46-48)TTT>TAT p.F16Y

Pat_24 Post-Resistance ZNF692 55657 37 1 249150737 249150737 Missense_Mutation SNP C T 54 85 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_24 Post-Resistance PITRM1 10531 37 10 3202514 3202514 Missense_Mutation SNP G A 4 63 c.704C>T c.(703-705)ACG>ATG p.T235M

Pat_24 Post-Resistance TAF3 83860 37 10 8056640 8056640 Missense_Mutation SNP C G 9 29 c.2716C>G c.(2716-2718)CAG>GAG p.Q906E

Pat_24 Post-Resistance KIAA1217 56243 37 10 24762578 24762578 Missense_Mutation SNP C A 4 129 c.1268C>A c.(1267-1269)GCA>GAA p.A423E

Pat_24 Post-Resistance ZEB1 6935 37 10 31799637 31799637 Missense_Mutation SNP C T 15 52 c.518C>T c.(517-519)CCA>CTA p.P173L

Pat_24 Post-Resistance BICC1 80114 37 10 60573728 60573728 Missense_Mutation SNP C T 4 150 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_24 Post-Resistance MYPN 84665 37 10 69933908 69933908 Missense_Mutation SNP G A 58 121 c.2059G>A c.(2059-2061)GAG>AAG p.E687K

Pat_24 Post-Resistance GPR120 338557 37 10 95326521 95326521 Missense_Mutation SNP G A 3 20 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_24 Post-Resistance SLIT1 6585 37 10 98816147 98816147 Missense_Mutation SNP G A 37 177 c.1232C>T c.(1231-1233)TCC>TTC p.S411F

Pat_24 Post-Resistance RRP12 23223 37 10 99133588 99133588 Missense_Mutation SNP T C 4 185 c.1862A>G c.(1861-1863)CAG>CGG p.Q621R

Pat_24 Post-Resistance MMS19 64210 37 10 99225675 99225675 Missense_Mutation SNP T C 61 253 c.1643A>G c.(1642-1644)CAA>CGA p.Q548R

Pat_24 Post-Resistance PDZD7 79955 37 10 102783262 102783262 Missense_Mutation SNP C T 4 154 c.473G>A c.(472-474)CGC>CAC p.R158H

Pat_24 Post-Resistance SORCS1 114815 37 10 108536412 108536412 Missense_Mutation SNP T A 4 101 c.765A>T c.(763-765)TTA>TTT p.L255F

Pat_24 Post-Resistance ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 26 104 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_24 Post-Resistance EIF3A 8661 37 10 120801755 120801756 Missense_Mutation DNP TG AC 6 376 c.3276_3277CA>GTc.(3274-3279)GGCATG>GGGTTGp.M1093L

Pat_24 Post-Resistance HTRA1 5654 37 10 124268285 124268285 Missense_Mutation SNP A T 13 25 c.1119A>T c.(1117-1119)AAA>AAT p.K373N

Pat_24 Post-Resistance CLRN3 119467 37 10 129690880 129690880 Missense_Mutation SNP G A 27 81 c.169C>T c.(169-171)CGT>TGT p.R57C

Pat_24 Post-Resistance MGMT 4255 37 10 131565127 131565127 Missense_Mutation SNP G A 4 49 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_24 Post-Resistance STK32C 282974 37 10 134040349 134040349 Nonsense_Mutation SNP G T 4 172 c.594C>A c.(592-594)TGC>TGA p.C198*

Pat_24 Post-Resistance PKP3 11187 37 11 397003 397003 Missense_Mutation SNP G A 9 38 c.502G>A c.(502-504)GGT>AGT p.G168S

Pat_24 Post-Resistance CTSD 1509 37 11 1782670 1782670 Missense_Mutation SNP G A 4 123 c.97C>T c.(97-99)CGC>TGC p.R33C

Pat_24 Post-Resistance OR51E1 143503 37 11 4674675 4674675 Nonsense_Mutation SNP C T 4 186 c.919C>T c.(919-921)CGA>TGA p.R307*

Pat_24 Post-Resistance OR52R1 119695 37 11 4825480 4825480 Missense_Mutation SNP C T 10 13 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_24 Post-Resistance HBB 3043 37 11 5248225 5248225 Missense_Mutation SNP C G 32 94 c.27G>C c.(25-27)AAG>AAC p.K9N

Pat_24 Post-Resistance OR51Q1 390061 37 11 5444142 5444142 Missense_Mutation SNP C T 43 127 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_24 Post-Resistance SYT9 143425 37 11 7324551 7324551 Missense_Mutation SNP G A 25 62 c.427G>A c.(427-429)GGG>AGG p.G143R

Pat_24 Post-Resistance GALNTL4 374378 37 11 11470334 11470334 Missense_Mutation SNP G A 4 62 c.385C>T c.(385-387)CGC>TGC p.R129C

Pat_24 Post-Resistance ARNTL 406 37 11 13402788 13402788 Missense_Mutation SNP C T 19 121 c.1604C>T c.(1603-1605)CCA>CTA p.P535L

Pat_24 Post-Resistance PTPN5 84867 37 11 18759448 18759448 Missense_Mutation SNP G A 4 194 c.979C>T c.(979-981)CGG>TGG p.R327W

Pat_24 Post-Resistance CSRP3 8048 37 11 19206514 19206514 Missense_Mutation SNP C T 5 45 c.493G>A c.(493-495)GAA>AAA p.E165K

Pat_24 Post-Resistance E2F8 79733 37 11 19247042 19247042 Missense_Mutation SNP G A 4 157 c.2147C>T c.(2146-2148)CCG>CTG p.P716L

Pat_24 Post-Resistance E2F8 79733 37 11 19251523 19251523 Missense_Mutation SNP C G 6 357 c.1371G>C c.(1369-1371)CAG>CAC p.Q457H

Pat_24 Post-Resistance ELF5 2001 37 11 34527196 34527196 Missense_Mutation SNP G A 81 262 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_24 Post-Resistance CNTF 1270 37 11 58391688 58391688 Missense_Mutation SNP C T 4 40 c.296C>T c.(295-297)ACC>ATC p.T99I

Pat_24 Post-Resistance GLYATL1 92292 37 11 58714563 58714563 Missense_Mutation SNP G A 21 96 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_24 Post-Resistance SLC22A8 9376 37 11 62763580 62763580 Missense_Mutation SNP G A 24 70 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_24 Post-Resistance RTN3 10313 37 11 63486611 63486611 Missense_Mutation SNP C T 12 66 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_24 Post-Resistance SNX15 29907 37 11 64802547 64802547 Missense_Mutation SNP G A 6 240 c.389G>A c.(388-390)CGA>CAA p.R130Q



Pat_24 Post-Resistance SLC25A45 283130 37 11 65143942 65143942 Missense_Mutation SNP C T 5 134 c.803G>A c.(802-804)CGC>CAC p.R268H

Pat_24 Post-Resistance RIN1 9610 37 11 66102072 66102072 Missense_Mutation SNP G C 2 6 c.1198C>G c.(1198-1200)CAG>GAG p.Q400E

Pat_24 Post-Resistance NADSYN1 55191 37 11 71191846 71191846 Missense_Mutation SNP C T 4 86 c.919C>T c.(919-921)CTC>TTC p.L307F

Pat_24 Post-Resistance ARHGEF17 9828 37 11 73071384 73071384 Missense_Mutation SNP G A 4 185 c.4226G>A c.(4225-4227)CGG>CAG p.R1409Q

Pat_24 Post-Resistance GAB2 9846 37 11 77934697 77934697 Missense_Mutation SNP G A 103 384 c.1328C>T c.(1327-1329)TCG>TTG p.S443L

Pat_24 Post-Resistance NAALAD2 10003 37 11 89882229 89882229 Missense_Mutation SNP A G 5 356 c.437A>G c.(436-438)AAT>AGT p.N146S

Pat_24 Post-Resistance NAALAD2 10003 37 11 89882249 89882249 Missense_Mutation SNP G T 6 280 c.457G>T c.(457-459)GCT>TCT p.A153S

Pat_24 Post-Resistance CHORDC1 26973 37 11 89944439 89944439 Missense_Mutation SNP A G 4 115 c.377T>C c.(376-378)CTA>CCA p.L126P

Pat_24 Post-Resistance FAT3 120114 37 11 92531158 92531158 Missense_Mutation SNP C T 71 155 c.4979C>T c.(4978-4980)TCC>TTC p.S1660F

Pat_24 Post-Resistance CCDC82 79780 37 11 96117471 96117471 Missense_Mutation SNP A T 4 138 c.441T>A c.(439-441)GAT>GAA p.D147E

Pat_24 Post-Resistance PGR 5241 37 11 100999627 100999627 Missense_Mutation SNP G A 3 55 c.175C>T c.(175-177)CTC>TTC p.L59F

Pat_24 Post-Resistance ANGPTL5 253935 37 11 101765741 101765741 Missense_Mutation SNP G A 10 28 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Post-Resistance GRIA4 2893 37 11 105781176 105781176 Missense_Mutation SNP G A 31 121 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_24 Post-Resistance FAM55D 54827 37 11 114453681 114453681 Missense_Mutation SNP T A 15 90 c.159A>T c.(157-159)TTA>TTT p.L53F

Pat_24 Post-Resistance TMPRSS13 84000 37 11 117789432 117789432 Missense_Mutation SNP C T 4 128 c.143G>A c.(142-144)GGG>GAG p.G48E

Pat_24 Post-Resistance FOXR1 283150 37 11 118850336 118850336 Missense_Mutation SNP C T 4 169 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_24 Post-Resistance THYN1 29087 37 11 134120179 134120179 Missense_Mutation SNP C T 6 276 c.281G>A c.(280-282)CGT>CAT p.R94H

Pat_24 Post-Resistance GLB1L3 112937 37 11 134153651 134153651 Missense_Mutation SNP G A 12 41 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_24 Post-Resistance KDM5A 5927 37 12 427492 427492 Nonsense_Mutation SNP G A 4 157 c.2677C>T c.(2677-2679)CGA>TGA p.R893*

Pat_24 Post-Resistance CHD4 1108 37 12 6707075 6707075 Missense_Mutation SNP C T 4 180 c.1877G>A c.(1876-1878)CGA>CAA p.R626Q

Pat_24 Post-Resistance ACSM4 341392 37 12 7479635 7479635 Missense_Mutation SNP C T 3 15 c.1600C>T c.(1600-1602)CTT>TTT p.L534F

Pat_24 Post-Resistance RIMKLB 57494 37 12 8866505 8866505 Missense_Mutation SNP C T 4 94 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_24 Post-Resistance A2M 2 37 12 9224967 9224967 Missense_Mutation SNP G A 3 36 c.4091C>T c.(4090-4092)TCC>TTC p.S1364F

Pat_24 Post-Resistance ETV6 2120 37 12 12022504 12022504 Missense_Mutation SNP C T 130 349 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_24 Post-Resistance GPRC5D 55507 37 12 13102601 13102601 Missense_Mutation SNP G A 27 90 c.718C>T c.(718-720)CCG>TCG p.P240S

Pat_24 Post-Resistance GRIN2B 2904 37 12 13715812 13715812 Missense_Mutation SNP G A 17 72 c.4360C>T c.(4360-4362)CCC>TCC p.P1454S

Pat_24 Post-Resistance GUCY2C 2984 37 12 14825883 14825883 Missense_Mutation SNP C T 4 176 c.1094G>A c.(1093-1095)GGT>GAT p.G365D

Pat_24 Post-Resistance PTPRO 5800 37 12 15742411 15742411 Missense_Mutation SNP A G 59 267 c.3433A>G c.(3433-3435)ACA>GCA p.T1145A

Pat_24 Post-Resistance GYS2 2998 37 12 21713332 21713332 Missense_Mutation SNP C T 6 260 c.1157G>A c.(1156-1158)CGA>CAA p.R386Q

Pat_24 Post-Resistance RASSF8 11228 37 12 26208270 26208270 Translation_Start_Site SNP G A 4 109 c.-6G>A c.(-8--4)CGGTG>CGATG

Pat_24 Post-Resistance ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 26 165 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_24 Post-Resistance LRRK2 120892 37 12 40688687 40688687 Missense_Mutation SNP G A 4 25 c.2849G>A c.(2848-2850)AGA>AAA p.R950K

Pat_24 Post-Resistance PRICKLE1 144165 37 12 42863277 42863277 Missense_Mutation SNP G A 4 106 c.359C>T c.(358-360)GCA>GTA p.A120V

Pat_24 Post-Resistance ARID2 196528 37 12 46242686 46242686 Missense_Mutation SNP C T 4 97 c.1648C>T c.(1648-1650)CTC>TTC p.L550F

Pat_24 Post-Resistance ARID2 196528 37 12 46246366 46246366 Missense_Mutation SNP C T 47 132 c.4460C>T c.(4459-4461)CCC>CTC p.P1487L

Pat_24 Post-Resistance ADCY6 112 37 12 49176698 49176698 Missense_Mutation SNP C T 4 105 c.520G>A c.(520-522)GCC>ACC p.A174T

Pat_24 Post-Resistance LMBR1L 55716 37 12 49500753 49500753 Missense_Mutation SNP A G 63 186 c.148T>C c.(148-150)TTC>CTC p.F50L

Pat_24 Post-Resistance C1QL4 338761 37 12 49726938 49726938 Missense_Mutation SNP C T 4 96 c.616G>A c.(616-618)GTG>ATG p.V206M

Pat_24 Post-Resistance BIN2 51411 37 12 51685932 51685932 Missense_Mutation SNP C T 5 31 c.958G>A c.(958-960)GAA>AAA p.E320K

Pat_24 Post-Resistance SCN8A 6334 37 12 52201072 52201072 Missense_Mutation SNP A T 3 6 c.5802A>T c.(5800-5802)AAA>AAT p.K1934N

Pat_24 Post-Resistance KRT84 3890 37 12 52772015 52772015 Missense_Mutation SNP C T 2 3 c.1606G>A c.(1606-1608)GGA>AGA p.G536R

Pat_24 Post-Resistance KRT71 112802 37 12 52942532 52942532 Missense_Mutation SNP C T 39 153 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_24 Post-Resistance CALCOCO1 57658 37 12 54118963 54118963 Missense_Mutation SNP G A 5 120 c.64C>T c.(64-66)CGG>TGG p.R22W

Pat_24 Post-Resistance LRP1 4035 37 12 57588432 57588432 Missense_Mutation SNP C T 4 156 c.8141C>T c.(8140-8142)ACG>ATG p.T2714M

Pat_24 Post-Resistance LRP1 4035 37 12 57606018 57606018 Missense_Mutation SNP G A 3 43 c.13468G>A c.(13468-13470)GCT>ACT p.A4490T

Pat_24 Post-Resistance TRHDE 29953 37 12 73050751 73050751 Missense_Mutation SNP T C 3 110 c.2894T>C c.(2893-2895)GTC>GCC p.V965A

Pat_24 Post-Resistance CSRP2 1466 37 12 77252758 77252758 Missense_Mutation SNP C T 4 89 c.556G>A c.(556-558)GCA>ACA p.A186T



Pat_24 Post-Resistance SCYL2 55681 37 12 100732400 100732400 Missense_Mutation SNP C T 4 153 c.2240C>T c.(2239-2241)ACT>ATT p.T747I

Pat_24 Post-Resistance RFX4 5992 37 12 107125991 107125991 Missense_Mutation SNP G A 34 155 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_24 Post-Resistance PRDM4 11108 37 12 108145294 108145294 Missense_Mutation SNP G T 4 76 c.1024C>A c.(1024-1026)CAT>AAT p.H342N

Pat_24 Post-Resistance USP30 84749 37 12 109519817 109519817 Missense_Mutation SNP G A 6 407 c.860G>A c.(859-861)TGT>TAT p.C287Y

Pat_24 Post-Resistance ACACB 32 37 12 109577470 109577470 Missense_Mutation SNP G A 3 80 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_24 Post-Resistance NOS1 4842 37 12 117705897 117705897 Missense_Mutation SNP T C 3 80 c.1892A>G c.(1891-1893)AAG>AGG p.K631R

Pat_24 Post-Resistance GATC 283459 37 12 120894955 120894955 Missense_Mutation SNP G A 4 109 c.331G>A c.(331-333)GTG>ATG p.V111M

Pat_24 Post-Resistance ATP6V0A2 23545 37 12 124221795 124221795 Missense_Mutation SNP C T 4 110 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_24 Post-Resistance DNAH10 196385 37 12 124270346 124270346 Missense_Mutation SNP G A 30 132 c.1101G>A c.(1099-1101)ATG>ATA p.M367I

Pat_24 Post-Resistance DHX37 57647 37 12 125441316 125441316 Nonsense_Mutation SNP G A 6 269 c.2374C>T c.(2374-2376)CGA>TGA p.R792*

Pat_24 Post-Resistance ZNF10 7556 37 12 133732959 133732959 Missense_Mutation SNP C T 34 178 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_24 Post-Resistance MTUS2 23281 37 13 29600916 29600916 Missense_Mutation SNP A G 9 41 c.2111A>G c.(2110-2112)AAC>AGC p.N704S

Pat_24 Post-Resistance ALOX5AP 241 37 13 31330090 31330090 Missense_Mutation SNP C T 4 136 c.251C>T c.(250-252)GCG>GTG p.A84V

Pat_24 Post-Resistance BRCA2 675 37 13 32912568 32912568 Missense_Mutation SNP C T 4 151 c.4076C>T c.(4075-4077)ACT>ATT p.T1359I

Pat_24 Post-Resistance STARD13 90627 37 13 33704132 33704132 Missense_Mutation SNP C T 5 68 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_24 Post-Resistance ATP7B 540 37 13 52548265 52548265 Missense_Mutation SNP G A 83 202 c.1091C>T c.(1090-1092)GCC>GTC p.A364V

Pat_24 Post-Resistance LMO7 4008 37 13 76415291 76415291 Missense_Mutation SNP G A 10 93 c.2930G>A c.(2929-2931)AGG>AAG p.R977K

Pat_24 Post-Resistance IPO5 3843 37 13 98655265 98655265 Missense_Mutation SNP T C 11 273 c.1471T>C c.(1471-1473)TCC>CCC p.S491P

Pat_24 Post-Resistance TNFSF13B 10673 37 13 108922454 108922454 Missense_Mutation SNP G A 4 183 c.211G>A c.(211-213)GCC>ACC p.A71T

Pat_24 Post-Resistance MYO16 23026 37 13 109661317 109661317 Missense_Mutation SNP G A 16 104 c.2449G>A c.(2449-2451)GAA>AAA p.E817K

Pat_24 Post-Resistance COL4A1 1282 37 13 110835536 110835536 Missense_Mutation SNP G A 6 21 c.1985C>T c.(1984-1986)CCC>CTC p.P662L

Pat_24 Post-Resistance TEP1 7011 37 14 20863691 20863691 Missense_Mutation SNP G A 4 80 c.1846C>T c.(1846-1848)CGT>TGT p.R616C

Pat_24 Post-Resistance OSGEP 55644 37 14 20917419 20917419 Missense_Mutation SNP C G 4 143 c.418G>C c.(418-420)GCA>CCA p.A140P

Pat_24 Post-Resistance HOMEZ 57594 37 14 23745797 23745797 Missense_Mutation SNP G A 12 61 c.640C>T c.(640-642)CCC>TCC p.P214S

Pat_24 Post-Resistance JPH4 84502 37 14 24045177 24045177 Missense_Mutation SNP G A 18 46 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_24 Post-Resistance NOVA1 4857 37 14 26949269 26949269 Nonsense_Mutation SNP G A 30 178 c.361C>T c.(361-363)CGA>TGA p.R121*

Pat_24 Post-Resistance KCNH5 27133 37 14 63174438 63174438 Missense_Mutation SNP C T 48 167 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_24 Post-Resistance KCNH5 27133 37 14 63174770 63174770 Missense_Mutation SNP C T 5 42 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_24 Post-Resistance SPTB 6710 37 14 65270369 65270369 Missense_Mutation SNP G A 4 149 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_24 Post-Resistance EIF2S1 1965 37 14 67831648 67831648 Missense_Mutation SNP G A 5 333 c.164G>A c.(163-165)CGT>CAT p.R55H

Pat_24 Post-Resistance HEATR4 399671 37 14 73978727 73978727 Missense_Mutation SNP G A 6 231 c.1541C>T c.(1540-1542)ACC>ATC p.T514I

Pat_24 Post-Resistance LTBP2 4053 37 14 74971770 74971770 Missense_Mutation SNP G A 4 124 c.4285C>T c.(4285-4287)CGG>TGG p.R1429W

Pat_24 Post-Resistance YLPM1 56252 37 14 75230688 75230688 Missense_Mutation SNP C T 3 47 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_24 Post-Resistance C14orf102 55051 37 14 90759123 90759123 Missense_Mutation SNP C T 6 199 c.1760G>A c.(1759-1761)CGT>CAT p.R587H

Pat_24 Post-Resistance KIAA0284 283638 37 14 105353332 105353332 Missense_Mutation SNP C T 4 72 c.2756C>T c.(2755-2757)ACG>ATG p.T919M

Pat_24 Post-Resistance KIAA0284 283638 37 14 105356013 105356013 Missense_Mutation SNP C T 12 46 c.3796C>T c.(3796-3798)CCC>TCC p.P1266S

Pat_24 Post-Resistance RYR3 6263 37 15 33603253 33603253 Missense_Mutation SNP G A 3 22 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_24 Post-Resistance RYR3 6263 37 15 33955922 33955922 Nonsense_Mutation SNP C A 3 21 c.5603C>A c.(5602-5604)TCA>TAA p.S1868*

Pat_24 Post-Resistance C15orf55 256646 37 15 34646772 34646772 Missense_Mutation SNP G T 4 79 c.1117G>T c.(1117-1119)GAC>TAC p.D373Y

Pat_24 Post-Resistance TMCO5A 145942 37 15 38229100 38229100 Missense_Mutation SNP G A 12 13 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_24 Post-Resistance CASC5 57082 37 15 40951616 40951616 Missense_Mutation SNP G A 4 169 c.6871G>A c.(6871-6873)GTA>ATA p.V2291I

Pat_24 Post-Resistance MAP1A 4130 37 15 43816316 43816316 Missense_Mutation SNP C T 4 133 c.2645C>T c.(2644-2646)GCT>GTT p.A882V

Pat_24 Post-Resistance CKMT1B 1159 37 15 43891417 43891418 Missense_Mutation DNP GG AA 59 108 c.1200_1201GG>AAc.(1198-1203)CTGGAG>CTAAAGp.E401K

Pat_24 Post-Resistance DUOX2 50506 37 15 45388258 45388258 Missense_Mutation SNP C T 15 25 c.3848G>A c.(3847-3849)GGA>GAA p.G1283E

Pat_24 Post-Resistance SHF 90525 37 15 45491196 45491196 Missense_Mutation SNP G A 4 14 c.77C>T c.(76-78)CCG>CTG p.P26L

Pat_24 Post-Resistance CILP 8483 37 15 65499120 65499120 Missense_Mutation SNP C T 107 133 c.424G>A c.(424-426)GGA>AGA p.G142R

Pat_24 Post-Resistance DIS3L 115752 37 15 66624358 66624358 Missense_Mutation SNP G A 5 118 c.2681G>A c.(2680-2682)AGG>AAG p.R894K



Pat_24 Post-Resistance LOC645752 645752 37 15 78207888 78207888 Missense_Mutation SNP A C 4 26 c.1110T>G c.(1108-1110)AAT>AAG p.N370K

Pat_24 Post-Resistance C15orf42 90381 37 15 90129084 90129084 Missense_Mutation SNP G A 4 170 c.1322G>A c.(1321-1323)AGC>AAC p.S441N

Pat_24 Post-Resistance SYNM 23336 37 15 99670857 99670857 Missense_Mutation SNP T G 19 13 c.2292T>G c.(2290-2292)TTT>TTG p.F764L

Pat_24 Post-Resistance OR4F15 390649 37 15 102358732 102358732 Missense_Mutation SNP C T 4 179 c.343C>T c.(343-345)CTC>TTC p.L115F

Pat_24 Post-Resistance PIGQ 9091 37 16 624252 624252 Missense_Mutation SNP G A 3 40 c.178G>A c.(178-180)GTG>ATG p.V60M

Pat_24 Post-Resistance FBXL16 146330 37 16 744675 744675 Missense_Mutation SNP T G 8 36 c.1250A>C c.(1249-1251)CAC>CCC p.H417P

Pat_24 Post-Resistance PKD1 5310 37 16 2155877 2155877 Missense_Mutation SNP C T 4 114 c.7852G>A c.(7852-7854)GTG>ATG p.V2618M

Pat_24 Post-Resistance SRRM2 23524 37 16 2817405 2817406 Missense_Mutation DNP CC TT 59 194 c.6876_6877CC>TTc.(6874-6879)GCCCCA>GCTTCAp.P2293S

Pat_24 Post-Resistance A2BP1 54715 37 16 7680638 7680638 Missense_Mutation SNP G A 16 87 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_24 Post-Resistance TEKT5 146279 37 16 10788232 10788232 Nonsense_Mutation SNP G A 69 221 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_24 Post-Resistance TXNDC11 51061 37 16 11794417 11794417 Missense_Mutation SNP T C 23 87 c.878A>G c.(877-879)TAC>TGC p.Y293C

Pat_24 Post-Resistance ERCC4 2072 37 16 14022037 14022037 Missense_Mutation SNP C T 34 118 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_24 Post-Resistance SMG1 23049 37 16 18853620 18853620 Missense_Mutation SNP C T 4 175 c.6376G>A c.(6376-6378)GGA>AGA p.G2126R

Pat_24 Post-Resistance SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 6 32 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_24 Post-Resistance CD19 930 37 16 28944394 28944394 Missense_Mutation SNP G A 27 102 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_24 Post-Resistance TGFB1I1 7041 37 16 31487375 31487375 Missense_Mutation SNP G A 5 120 c.757G>A c.(757-759)GTT>ATT p.V253I

Pat_24 Post-Resistance VPS35 55737 37 16 46714661 46714661 Missense_Mutation SNP G A 28 81 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_24 Post-Resistance ADCY7 113 37 16 50324486 50324486 Missense_Mutation SNP C T 37 67 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_24 Post-Resistance KIFC3 3801 37 16 57794802 57794803 Missense_Mutation DNP GG AT 7 23 c.2067_2068CC>ATc.(2065-2070)AGCCGC>AGATGCp.689_690SR>RC

Pat_24 Post-Resistance CES3 23491 37 16 67000685 67000685 Missense_Mutation SNP G A 47 169 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_24 Post-Resistance KCTD19 146212 37 16 67325211 67325211 Splice_Site SNP C T 4 83 c.2565_splice c.e14+1 p.W855_splice

Pat_24 Post-Resistance THAP11 57215 37 16 67877052 67877052 Missense_Mutation SNP G A 4 141 c.595G>A c.(595-597)GCA>ACA p.A199T

Pat_24 Post-Resistance NRN1L 123904 37 16 67919927 67919927 Missense_Mutation SNP C T 4 66 c.263C>T c.(262-264)CCG>CTG p.P88L

Pat_24 Post-Resistance DHX38 9785 37 16 72133661 72133661 Missense_Mutation SNP G A 4 124 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_24 Post-Resistance ZFHX3 463 37 16 72991473 72991473 Missense_Mutation SNP C T 5 74 c.2572G>A c.(2572-2574)GAG>AAG p.E858K

Pat_24 Post-Resistance ZFHX3 463 37 16 72992655 72992655 Missense_Mutation SNP C T 3 63 c.1390G>A c.(1390-1392)GAG>AAG p.E464K

Pat_24 Post-Resistance VAT1L 57687 37 16 77850847 77850847 Missense_Mutation SNP G A 23 122 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_24 Post-Resistance PLCG2 5336 37 16 81819769 81819769 Missense_Mutation SNP G A 4 82 c.175G>A c.(175-177)GAC>AAC p.D59N

Pat_24 Post-Resistance TAF1C 9013 37 16 84217086 84217086 Missense_Mutation SNP C T 3 23 c.248G>A c.(247-249)CGG>CAG p.R83Q

Pat_24 Post-Resistance USP10 9100 37 16 84778259 84778259 Missense_Mutation SNP G C 6 39 c.172G>C c.(172-174)GAG>CAG p.E58Q

Pat_24 Post-Resistance C17orf97 400566 37 17 263384 263384 Missense_Mutation SNP G C 3 18 c.780G>C c.(778-780)GAG>GAC p.E260D

Pat_24 Post-Resistance SLC43A2 124935 37 17 1486602 1486602 Missense_Mutation SNP G A 4 165 c.1246C>T c.(1246-1248)CGG>TGG p.R416W

Pat_24 Post-Resistance PRPF8 10594 37 17 1564990 1564990 Nonsense_Mutation SNP G A 4 171 c.4117C>T c.(4117-4119)CAG>TAG p.Q1373*

Pat_24 Post-Resistance ITGAE 3682 37 17 3657141 3657141 Missense_Mutation SNP G A 22 110 c.1463C>T c.(1462-1464)GCC>GTC p.A488V

Pat_24 Post-Resistance MINK1 50488 37 17 4796762 4796762 Missense_Mutation SNP G A 4 70 c.2434G>A c.(2434-2436)GAG>AAG p.E812K

Pat_24 Post-Resistance NUP88 4927 37 17 5292182 5292182 Missense_Mutation SNP G A 13 52 c.1583C>T c.(1582-1584)TCC>TTC p.S528F

Pat_24 Post-Resistance TEKT1 83659 37 17 6716271 6716271 Missense_Mutation SNP C T 5 218 c.731G>A c.(730-732)CGA>CAA p.R244Q

Pat_24 Post-Resistance ALOX12 239 37 17 6902059 6902059 Missense_Mutation SNP C T 4 115 c.445C>T c.(445-447)CCC>TCC p.P149S

Pat_24 Post-Resistance NEURL4 84461 37 17 7227426 7227426 Splice_Site SNP C A 4 186 c.2062_splice c.e11+1 p.E688_splice

Pat_24 Post-Resistance PFAS 5198 37 17 8170932 8170932 Missense_Mutation SNP G A 4 190 c.3331G>A c.(3331-3333)GTG>ATG p.V1111M

Pat_24 Post-Resistance PIK3R6 146850 37 17 8736226 8736226 Missense_Mutation SNP G A 4 183 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_24 Post-Resistance MYH8 4626 37 17 10304868 10304868 Missense_Mutation SNP C T 64 310 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_24 Post-Resistance MYH4 4622 37 17 10351188 10351188 Missense_Mutation SNP G A 5 334 c.4912C>T c.(4912-4914)CGC>TGC p.R1638C

Pat_24 Post-Resistance MYH4 4622 37 17 10360853 10360853 Missense_Mutation SNP G A 39 80 c.1781C>T c.(1780-1782)GCC>GTC p.A594V

Pat_24 Post-Resistance MYH1 4619 37 17 10402046 10402046 Missense_Mutation SNP C T 5 279 c.4078G>A c.(4078-4080)GAG>AAG p.E1360K

Pat_24 Post-Resistance MYH1 4619 37 17 10412834 10412834 Missense_Mutation SNP C T 81 283 c.1555G>A c.(1555-1557)GAC>AAC p.D519N

Pat_24 Post-Resistance MYH2 4620 37 17 10432937 10432937 Missense_Mutation SNP C T 34 119 c.3061G>A c.(3061-3063)GAC>AAC p.D1021N



Pat_24 Post-Resistance MYOCD 93649 37 17 12642601 12642601 Missense_Mutation SNP C A 27 85 c.673C>A c.(673-675)CTT>ATT p.L225I

Pat_24 Post-Resistance RNF112 7732 37 17 19316944 19316944 Missense_Mutation SNP G A 10 47 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Post-Resistance ALDH3A1 218 37 17 19648378 19648378 Missense_Mutation SNP G A 3 24 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_24 Post-Resistance WSB1 26118 37 17 25628877 25628877 Missense_Mutation SNP G A 5 329 c.104G>A c.(103-105)CGT>CAT p.R35H

Pat_24 Post-Resistance SARM1 23098 37 17 26712115 26712115 Missense_Mutation SNP G A 4 57 c.1451G>A c.(1450-1452)CGC>CAC p.R484H

Pat_24 Post-Resistance SLC46A1 113235 37 17 26727681 26727681 Missense_Mutation SNP C T 3 33 c.1267G>A c.(1267-1269)GGG>AGG p.G423R

Pat_24 Post-Resistance SEZ6 124925 37 17 27308551 27308551 Missense_Mutation SNP G A 11 32 c.562C>T c.(562-564)CCT>TCT p.P188S

Pat_24 Post-Resistance SEZ6 124925 37 17 27308970 27308970 Missense_Mutation SNP G A 13 41 c.143C>T c.(142-144)CCT>CTT p.P48L

Pat_24 Post-Resistance TAOK1 57551 37 17 27829707 27829707 Missense_Mutation SNP G A 7 258 c.1304G>A c.(1303-1305)CGA>CAA p.R435Q

Pat_24 Post-Resistance ZNF830 91603 37 17 33289450 33289450 Missense_Mutation SNP G A 4 173 c.865G>A c.(865-867)GAA>AAA p.E289K

Pat_24 Post-Resistance GAS2L2 246176 37 17 34074225 34074225 Nonsense_Mutation SNP G A 5 336 c.895C>T c.(895-897)CAG>TAG p.Q299*

Pat_24 Post-Resistance CCL18 6362 37 17 34397903 34397903 Missense_Mutation SNP C T 19 102 c.164C>T c.(163-165)CCC>CTC p.P55L

Pat_24 Post-Resistance MLLT6 4302 37 17 36872692 36872692 Missense_Mutation SNP C T 11 45 c.1109C>T c.(1108-1110)TCC>TTC p.S370F

Pat_24 Post-Resistance GRB7 2886 37 17 37903097 37903097 Missense_Mutation SNP C T 4 138 c.1546C>T c.(1546-1548)CGC>TGC p.R516C

Pat_24 Post-Resistance KRT26 353288 37 17 38926062 38926062 Missense_Mutation SNP C T 30 135 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_24 Post-Resistance KRTAP4-7 100132476 37 17 39240742 39240742 Missense_Mutation SNP G T 6 179 c.284G>T c.(283-285)TGC>TTC p.C95F

Pat_24 Post-Resistance KRTAP4-12 83755 37 17 39279951 39279951 Missense_Mutation SNP G A 5 213 c.424C>T c.(424-426)CGC>TGC p.R142C

Pat_24 Post-Resistance SLC4A1 6521 37 17 42335041 42335041 Missense_Mutation SNP C G 2 11 c.1417G>C c.(1417-1419)GAA>CAA p.E473Q

Pat_24 Post-Resistance NSF 4905 37 17 44788404 44788404 Nonsense_Mutation SNP C T 12 117 c.1546C>T c.(1546-1548)CGA>TGA p.R516*

Pat_24 Post-Resistance SCRN2 90507 37 17 45915916 45915916 Missense_Mutation SNP C T 5 362 c.919G>A c.(919-921)GCC>ACC p.A307T

Pat_24 Post-Resistance SP2 6668 37 17 45994060 45994060 Missense_Mutation SNP G A 4 167 c.623G>A c.(622-624)GGC>GAC p.G208D

Pat_24 Post-Resistance PHB 5245 37 17 47486457 47486457 Missense_Mutation SNP C T 49 48 c.457G>A c.(457-459)GAC>AAC p.D153N

Pat_24 Post-Resistance MSI2 124540 37 17 55704604 55704604 Missense_Mutation SNP G A 6 249 c.667G>A c.(667-669)GTG>ATG p.V223M

Pat_24 Post-Resistance OR4D2 124538 37 17 56247618 56247618 Missense_Mutation SNP C T 19 75 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_24 Post-Resistance C17orf47 284083 37 17 56620916 56620916 Missense_Mutation SNP G A 4 130 c.632C>T c.(631-633)ACG>ATG p.T211M

Pat_24 Post-Resistance TRIM37 4591 37 17 57157205 57157205 Missense_Mutation SNP C T 27 73 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_24 Post-Resistance 10-Mar 162333 37 17 60813730 60813730 Missense_Mutation SNP T C 14 62 c.1499A>G c.(1498-1500)GAC>GGC p.D500G

Pat_24 Post-Resistance 10-Mar 162333 37 17 60821776 60821776 Nonsense_Mutation SNP G A 4 182 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_24 Post-Resistance ABCA6 23460 37 17 67092389 67092389 Missense_Mutation SNP A G 2 3 c.3400T>C c.(3400-3402)TTC>CTC p.F1134L

Pat_24 Post-Resistance OTOP2 92736 37 17 72926856 72926856 Missense_Mutation SNP G A 4 171 c.1126G>A c.(1126-1128)GCC>ACC p.A376T

Pat_24 Post-Resistance MFSD11 79157 37 17 74771214 74771214 Missense_Mutation SNP C T 4 169 c.1010C>T c.(1009-1011)CCT>CTT p.P337L

Pat_24 Post-Resistance LGALS3BP 3959 37 17 76972089 76972089 Missense_Mutation SNP C T 6 42 c.202G>A c.(202-204)GAG>AAG p.E68K

Pat_24 Post-Resistance RPTOR 57521 37 17 78704421 78704421 Missense_Mutation SNP C T 4 155 c.569C>T c.(568-570)TCG>TTG p.S190L

Pat_24 Post-Resistance RPTOR 57521 37 17 78931496 78931496 Missense_Mutation SNP G A 4 172 c.3443G>A c.(3442-3444)CGG>CAG p.R1148Q

Pat_24 Post-Resistance BAIAP2 10458 37 17 79078422 79078422 Missense_Mutation SNP C T 14 29 c.1175C>T c.(1174-1176)ACC>ATC p.T392I

Pat_24 Post-Resistance NPLOC4 55666 37 17 79556017 79556017 Missense_Mutation SNP C T 4 188 c.1234G>A c.(1234-1236)GCC>ACC p.A412T

Pat_24 Post-Resistance MYOM1 8736 37 18 3102547 3102547 Missense_Mutation SNP G A 17 89 c.3500C>T c.(3499-3501)TCC>TTC p.S1167F

Pat_24 Post-Resistance IMPA2 3613 37 18 12009956 12009956 Missense_Mutation SNP C T 43 247 c.305C>T c.(304-306)CCC>CTC p.P102L

Pat_24 Post-Resistance LAMA3 3909 37 18 21492684 21492684 Missense_Mutation SNP C T 4 151 c.7168C>T c.(7168-7170)CCC>TCC p.P2390S

Pat_24 Post-Resistance DSC3 1825 37 18 28576937 28576937 Missense_Mutation SNP C T 6 26 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_24 Post-Resistance MEP1B 4225 37 18 29793298 29793298 Missense_Mutation SNP C T 4 20 c.1355C>T c.(1354-1356)CCA>CTA p.P452L

Pat_24 Post-Resistance ASXL3 80816 37 18 31325120 31325120 Missense_Mutation SNP G A 8 24 c.5308G>A c.(5308-5310)GGA>AGA p.G1770R

Pat_24 Post-Resistance CCBE1 147372 37 18 57136752 57136752 Missense_Mutation SNP C T 68 333 c.353G>A c.(352-354)CGA>CAA p.R118Q

Pat_24 Post-Resistance KIAA1468 57614 37 18 59949677 59949677 Missense_Mutation SNP T C 22 160 c.3253T>C c.(3253-3255)TTT>CTT p.F1085L

Pat_24 Post-Resistance NETO1 81832 37 18 70526196 70526196 Missense_Mutation SNP G A 7 68 c.334C>T c.(334-336)CCA>TCA p.P112S

Pat_24 Post-Resistance PRTN3 5657 37 19 843464 843464 Missense_Mutation SNP C T 3 17 c.65C>T c.(64-66)GCT>GTT p.A22V

Pat_24 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 5 48 c.1139C>T c.(1138-1140)CCC>CTC p.P380L



Pat_24 Post-Resistance NFIC 4782 37 19 3452528 3452528 Missense_Mutation SNP C T 10 723 c.1133C>T c.(1132-1134)ACG>ATG p.T378M

Pat_24 Post-Resistance CLEC4M 10332 37 19 7828094 7828094 Translation_Start_Site SNP G A 4 21 c.-58G>A c.(-60--56)GGGTG>GGATG

Pat_24 Post-Resistance FBN3 84467 37 19 8188854 8188854 Missense_Mutation SNP C T 17 65 c.2770G>A c.(2770-2772)GAT>AAT p.D924N

Pat_24 Post-Resistance MUC16 94025 37 19 9064995 9064995 Missense_Mutation SNP G A 4 168 c.22451C>T c.(22450-22452)ACT>ATT p.T7484I

Pat_24 Post-Resistance MUC16 94025 37 19 9075747 9075747 Missense_Mutation SNP G C 11 26 c.11699C>G c.(11698-11700)TCC>TGC p.S3900C

Pat_24 Post-Resistance COL5A3 50509 37 19 10114730 10114730 Missense_Mutation SNP G A 4 192 c.686C>T c.(685-687)CCG>CTG p.P229L

Pat_24 Post-Resistance FAM129C 199786 37 19 17648304 17648304 Missense_Mutation SNP C G 3 124 c.640C>G c.(640-642)CAT>GAT p.H214D

Pat_24 Post-Resistance PIK3R2 5296 37 19 18279920 18279920 Missense_Mutation SNP G A 33 160 c.2003G>A c.(2002-2004)TGC>TAC p.C668Y

Pat_24 Post-Resistance GMIP 51291 37 19 19741062 19741062 Missense_Mutation SNP C T 4 114 c.2623G>A c.(2623-2625)GGC>AGC p.G875S

Pat_24 Post-Resistance ZNF93 81931 37 19 20045284 20045284 Missense_Mutation SNP A C 3 143 c.1520A>C c.(1519-1521)AAA>ACA p.K507T

Pat_24 Post-Resistance ZNF208 7757 37 19 22155909 22155909 Missense_Mutation SNP C A 4 140 c.1627G>T c.(1627-1629)GGC>TGC p.G543C

Pat_24 Post-Resistance ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 145 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_24 Post-Resistance CHST8 64377 37 19 34263819 34263819 Missense_Mutation SNP C T 4 90 c.1126C>T c.(1126-1128)CGG>TGG p.R376W

Pat_24 Post-Resistance KIAA0355 9710 37 19 34832463 34832463 Missense_Mutation SNP C T 4 159 c.1624C>T c.(1624-1626)CGG>TGG p.R542W

Pat_24 Post-Resistance ATP4A 495 37 19 36049978 36049978 Missense_Mutation SNP G A 9 528 c.1172C>T c.(1171-1173)ACT>ATT p.T391I

Pat_24 Post-Resistance WDR62 284403 37 19 36579954 36579954 Nonsense_Mutation SNP C T 44 154 c.1783C>T c.(1783-1785)CAG>TAG p.Q595*

Pat_24 Post-Resistance ZNF527 84503 37 19 37865129 37865129 Missense_Mutation SNP C T 28 85 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_24 Post-Resistance ACTN4 81 37 19 39219688 39219688 Missense_Mutation SNP G A 23 284 c.2471G>A c.(2470-2472)GGC>GAC p.G824D

Pat_24 Post-Resistance ZNF546 339327 37 19 40519644 40519644 Missense_Mutation SNP T C 16 48 c.467T>C c.(466-468)TTG>TCG p.L156S

Pat_24 Post-Resistance CYP2B7P1 1556 37 19 41442117 41442117 Missense_Mutation SNP C T 11 62 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_24 Post-Resistance CYP2A13 1553 37 19 41600907 41600907 Missense_Mutation SNP C T 4 191 c.1205C>T c.(1204-1206)CCC>CTC p.P402L

Pat_24 Post-Resistance MEGF8 1954 37 19 42873700 42873700 Missense_Mutation SNP G A 5 194 c.6458G>A c.(6457-6459)CGC>CAC p.R2153H

Pat_24 Post-Resistance PSG8 440533 37 19 43259211 43259211 Missense_Mutation SNP C T 13 87 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_24 Post-Resistance ERCC1 2067 37 19 45923622 45923622 Missense_Mutation SNP C T 4 106 c.385G>A c.(385-387)GAC>AAC p.D129N

Pat_24 Post-Resistance GIPR 2696 37 19 46181236 46181236 Missense_Mutation SNP C T 6 206 c.997C>T c.(997-999)CGG>TGG p.R333W

Pat_24 Post-Resistance PNMAL1 55228 37 19 46974154 46974154 Missense_Mutation SNP G A 12 27 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_24 Post-Resistance DHX34 9704 37 19 47882968 47882968 Missense_Mutation SNP C T 55 275 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_24 Post-Resistance SULT2A1 6822 37 19 48389505 48389505 Missense_Mutation SNP C T 17 112 c.10G>A c.(10-12)GAT>AAT p.D4N

Pat_24 Post-Resistance FGF21 26291 37 19 49261344 49261344 Missense_Mutation SNP C T 3 14 c.497C>T c.(496-498)CCA>CTA p.P166L

Pat_24 Post-Resistance PLEKHA4 57664 37 19 49363613 49363613 Missense_Mutation SNP T C 3 160 c.470A>G c.(469-471)GAC>GGC p.D157G

Pat_24 Post-Resistance POLD1 5424 37 19 50912813 50912813 Missense_Mutation SNP C T 4 152 c.2044C>T c.(2044-2046)CGG>TGG p.R682W

Pat_24 Post-Resistance MYBPC2 4606 37 19 50964863 50964863 Missense_Mutation SNP G A 4 86 c.2996G>A c.(2995-2997)GGC>GAC p.G999D

Pat_24 Post-Resistance KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 14 32 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_24 Post-Resistance KLK5 25818 37 19 51447041 51447041 Missense_Mutation SNP C T 6 24 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_24 Post-Resistance LIM2 3982 37 19 51885793 51885793 Missense_Mutation SNP C T 27 152 c.204G>A c.(202-204)ATG>ATA p.M68I

Pat_24 Post-Resistance ZNF836 162962 37 19 52659470 52659470 Missense_Mutation SNP C T 4 171 c.1466G>A c.(1465-1467)CGG>CAG p.R489Q

Pat_24 Post-Resistance ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 5 204 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_24 Post-Resistance VN1R2 317701 37 19 53762332 53762332 Nonsense_Mutation SNP G A 10 37 c.704G>A c.(703-705)TGG>TAG p.W235*

Pat_24 Post-Resistance ZIK1 284307 37 19 58100021 58100021 Missense_Mutation SNP G T 3 66 c.187G>T c.(187-189)GTA>TTA p.V63L

Pat_24 Post-Resistance ZSCAN4 201516 37 19 58189418 58189418 Missense_Mutation SNP C T 17 104 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_24 Post-Resistance TRIM28 10155 37 19 59056878 59056878 Missense_Mutation SNP G A 4 106 c.427G>A c.(427-429)GCC>ACC p.A143T

Pat_24 Post-Resistance ADAM17 6868 37 2 9676829 9676829 Missense_Mutation SNP A G 51 154 c.359T>C c.(358-360)GTT>GCT p.V120A

Pat_24 Post-Resistance GREB1 9687 37 2 11777891 11777891 Missense_Mutation SNP C T 4 176 c.5396C>T c.(5395-5397)CCG>CTG p.P1799L

Pat_24 Post-Resistance GEN1 348654 37 2 17946296 17946296 Missense_Mutation SNP T A 51 166 c.481T>A c.(481-483)TAT>AAT p.Y161N

Pat_24 Post-Resistance PLEKHH2 130271 37 2 43927635 43927635 Missense_Mutation SNP C T 64 188 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_24 Post-Resistance CCDC142 84865 37 2 74710339 74710339 Translation_Start_Site SNP G A 4 56 c.-374C>T c.(-376--372)AACGT>AATGT

Pat_24 Post-Resistance REG3G 130120 37 2 79255367 79255367 Missense_Mutation SNP G A 4 148 c.493G>A c.(493-495)GCA>ACA p.A165T



Pat_24 Post-Resistance CTNNA2 1496 37 2 80874869 80874869 Missense_Mutation SNP G A 27 83 c.2734G>A c.(2734-2736)GAG>AAG p.E912K

Pat_24 Post-Resistance KDM3A 55818 37 2 86701921 86701921 Missense_Mutation SNP G A 5 200 c.1747G>A c.(1747-1749)GTG>ATG p.V583M

Pat_24 Post-Resistance SEMA4C 54910 37 2 97533590 97533590 Missense_Mutation SNP C T 5 383 c.34G>A c.(34-36)GCA>ACA p.A12T

Pat_24 Post-Resistance LYG1 129530 37 2 99907879 99907879 Missense_Mutation SNP G A 12 40 c.154C>T c.(154-156)CGT>TGT p.R52C

Pat_24 Post-Resistance PSD4 23550 37 2 113950879 113950879 Missense_Mutation SNP G A 8 82 c.1964G>A c.(1963-1965)CGG>CAG p.R655Q

Pat_24 Post-Resistance CNTNAP5 129684 37 2 125521709 125521709 Nonsense_Mutation SNP C T 18 64 c.2515C>T c.(2515-2517)CGA>TGA p.R839*

Pat_24 Post-Resistance MYO7B 4648 37 2 128394168 128394168 Nonsense_Mutation SNP C T 3 46 c.6094C>T c.(6094-6096)CGA>TGA p.R2032*

Pat_24 Post-Resistance NCKAP5 344148 37 2 133541974 133541974 Missense_Mutation SNP G A 25 137 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_24 Post-Resistance LRP1B 53353 37 2 141264467 141264467 Missense_Mutation SNP C T 33 86 c.8419G>A c.(8419-8421)GAA>AAA p.E2807K

Pat_24 Post-Resistance ACVR1C 130399 37 2 158401119 158401119 Missense_Mutation SNP C T 16 40 c.781G>A c.(781-783)GGA>AGA p.G261R

Pat_24 Post-Resistance ITGB6 3694 37 2 161029195 161029195 Missense_Mutation SNP A G 68 403 c.806T>C c.(805-807)GTG>GCG p.V269A

Pat_24 Post-Resistance SCN2A 6326 37 2 166170222 166170222 Missense_Mutation SNP C T 12 40 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_24 Post-Resistance SCN1A 6323 37 2 166915126 166915126 Missense_Mutation SNP G A 17 67 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_24 Post-Resistance XIRP2 129446 37 2 168106448 168106448 Missense_Mutation SNP C T 4 194 c.8546C>T c.(8545-8547)GCA>GTA p.A2849V

Pat_24 Post-Resistance LRP2 4036 37 2 170002377 170002377 Missense_Mutation SNP C T 10 11 c.12868G>A c.(12868-12870)GAA>AAA p.E4290K

Pat_24 Post-Resistance LRP2 4036 37 2 170030528 170030528 Nonsense_Mutation SNP G A 30 117 c.10915C>T c.(10915-10917)CAG>TAG p.Q3639*

Pat_24 Post-Resistance MYO3B 140469 37 2 171243735 171243735 Missense_Mutation SNP G A 22 99 c.1494G>A c.(1492-1494)ATG>ATA p.M498I

Pat_24 Post-Resistance OSBPL6 114880 37 2 179196280 179196280 Missense_Mutation SNP G A 4 187 c.320G>A c.(319-321)CGT>CAT p.R107H

Pat_24 Post-Resistance TTN 7273 37 2 179395188 179395188 Missense_Mutation SNP T A 9 30 c.98450A>T c.(98449-98451)AAG>ATG p.K32817M

Pat_24 Post-Resistance TTN 7273 37 2 179458711 179458711 Missense_Mutation SNP C T 49 175 c.50705G>A c.(50704-50706)GGT>GAT p.G16902D

Pat_24 Post-Resistance CCDC141 285025 37 2 179718176 179718177 Missense_Mutation DNP TG CT 52 188 c.1510_1511CA>AGc.(1510-1512)CAC>AGC p.H504S

Pat_24 Post-Resistance PDE1A 5136 37 2 183104982 183104982 Nonsense_Mutation SNP G A 12 80 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_24 Post-Resistance PARD3B 117583 37 2 206037007 206037007 Missense_Mutation SNP G A 32 119 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_24 Post-Resistance ATIC 471 37 2 216209532 216209532 Missense_Mutation SNP G A 4 153 c.1258G>A c.(1258-1260)GTA>ATA p.V420I

Pat_24 Post-Resistance WNT6 7475 37 2 219738322 219738322 Missense_Mutation SNP C T 4 7 c.853C>T c.(853-855)CTC>TTC p.L285F

Pat_24 Post-Resistance SPEG 10290 37 2 220309456 220309456 Missense_Mutation SNP C T 3 37 c.470C>T c.(469-471)ACC>ATC p.T157I

Pat_24 Post-Resistance ACSL3 2181 37 2 223791867 223791867 Nonsense_Mutation SNP C A 4 147 c.1425C>A c.(1423-1425)TAC>TAA p.Y475*

Pat_24 Post-Resistance WDFY1 57590 37 2 224763710 224763710 Missense_Mutation SNP G A 5 383 c.563C>T c.(562-564)ACG>ATG p.T188M

Pat_24 Post-Resistance SLC16A14 151473 37 2 230910728 230910728 Missense_Mutation SNP C T 4 155 c.1114G>A c.(1114-1116)GTC>ATC p.V372I

Pat_24 Post-Resistance SP140L 93349 37 2 231254663 231254663 Missense_Mutation SNP G A 19 46 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_24 Post-Resistance UGT1A4 54657 37 2 234627614 234627614 Missense_Mutation SNP G A 5 36 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_24 Post-Resistance TRPM8 79054 37 2 234854527 234854527 Missense_Mutation SNP G A 69 213 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_24 Post-Resistance PER2 8864 37 2 239161768 239161768 Missense_Mutation SNP G A 4 102 c.2896C>T c.(2896-2898)CGG>TGG p.R966W

Pat_24 Post-Resistance FARP2 9855 37 2 242423676 242423676 Missense_Mutation SNP A G 18 94 c.2351A>G c.(2350-2352)TAC>TGC p.Y784C

Pat_24 Post-Resistance ZCCHC3 85364 37 20 279147 279147 Missense_Mutation SNP G A 4 177 c.917G>A c.(916-918)GGG>GAG p.G306E

Pat_24 Post-Resistance SIRPA 140885 37 20 1895804 1895804 Missense_Mutation SNP G A 4 94 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_24 Post-Resistance TGM6 343641 37 20 2384352 2384352 Missense_Mutation SNP G A 36 100 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_24 Post-Resistance ITPA 3704 37 20 3194691 3194691 Missense_Mutation SNP C T 21 69 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_24 Post-Resistance SLC23A2 9962 37 20 4854620 4854620 Missense_Mutation SNP A C 10 128 c.1064T>G c.(1063-1065)GTG>GGG p.V355G

Pat_24 Post-Resistance PLCB4 5332 37 20 9416225 9416225 Missense_Mutation SNP C T 4 17 c.2507C>T c.(2506-2508)TCA>TTA p.S836L

Pat_24 Post-Resistance PCSK2 5126 37 20 17434414 17434414 Missense_Mutation SNP G A 4 74 c.913G>A c.(913-915)GTG>ATG p.V305M

Pat_24 Post-Resistance MYLK2 85366 37 20 30408261 30408261 Missense_Mutation SNP G A 13 145 c.385G>A c.(385-387)GGC>AGC p.G129S

Pat_24 Post-Resistance NCOA6 23054 37 20 33337567 33337567 Missense_Mutation SNP C T 4 190 c.2431G>A c.(2431-2433)GAT>AAT p.D811N

Pat_24 Post-Resistance CEP250 11190 37 20 34091848 34091848 Missense_Mutation SNP C T 9 32 c.5651C>T c.(5650-5652)GCC>GTC p.A1884V

Pat_24 Post-Resistance PLCG1 5335 37 20 39792036 39792036 Missense_Mutation SNP C T 49 149 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_24 Post-Resistance PTPRT 11122 37 20 41306788 41306788 Missense_Mutation SNP G A 11 16 c.871C>T c.(871-873)CCC>TCC p.P291S

Pat_24 Post-Resistance TOX2 84969 37 20 42635328 42635328 Missense_Mutation SNP G A 4 179 c.334G>A c.(334-336)GGT>AGT p.G112S



Pat_24 Post-Resistance GDAP1L1 78997 37 20 42907720 42907720 Missense_Mutation SNP G A 4 127 c.884G>A c.(883-885)CGG>CAG p.R295Q

Pat_24 Post-Resistance TTPAL 79183 37 20 43109033 43109033 Missense_Mutation SNP G A 6 345 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_24 Post-Resistance SLC12A5 57468 37 20 44676109 44676109 Missense_Mutation SNP G A 31 132 c.1873G>A c.(1873-1875)GGC>AGC p.G625S

Pat_24 Post-Resistance SALL4 57167 37 20 50408315 50408315 Missense_Mutation SNP C T 4 145 c.707G>A c.(706-708)CGC>CAC p.R236H

Pat_24 Post-Resistance RAB22A 57403 37 20 56928332 56928332 Missense_Mutation SNP C T 4 155 c.202C>T c.(202-204)CGT>TGT p.R68C

Pat_24 Post-Resistance DIDO1 11083 37 20 61511433 61511433 Missense_Mutation SNP G A 74 208 c.5875C>T c.(5875-5877)CCC>TCC p.P1959S

Pat_24 Post-Resistance YTHDF1 54915 37 20 61833974 61833974 Missense_Mutation SNP C T 4 138 c.1318G>A c.(1318-1320)GTC>ATC p.V440I

Pat_24 Post-Resistance KRTAP24-1 643803 37 21 31654844 31654844 Missense_Mutation SNP C T 4 181 c.407G>A c.(406-408)CGA>CAA p.R136Q

Pat_24 Post-Resistance SYNJ1 8867 37 21 34012088 34012088 Missense_Mutation SNP G A 4 58 c.3707C>T c.(3706-3708)ACG>ATG p.T1236M

Pat_24 Post-Resistance CLIC6 54102 37 21 36042415 36042415 Missense_Mutation SNP A G 4 11 c.728A>G c.(727-729)GAG>GGG p.E243G

Pat_24 Post-Resistance PRDM15 63977 37 21 43248606 43248606 Missense_Mutation SNP C T 9 651 c.2548G>A c.(2548-2550)GAC>AAC p.D850N

Pat_24 Post-Resistance PRODH 5625 37 22 18907019 18907019 Missense_Mutation SNP C T 4 74 c.1196G>A c.(1195-1197)CGG>CAG p.R399Q

Pat_24 Post-Resistance TPST2 8459 37 22 26937460 26937460 Missense_Mutation SNP C T 4 167 c.137G>A c.(136-138)CGG>CAG p.R46Q

Pat_24 Post-Resistance CRYBB1 1414 37 22 27003893 27003893 Missense_Mutation SNP T C 20 149 c.392A>G c.(391-393)TAC>TGC p.Y131C

Pat_24 Post-Resistance CCDC157 550631 37 22 30768247 30768247 Missense_Mutation SNP G A 3 15 c.1307G>A c.(1306-1308)CGT>CAT p.R436H

Pat_24 Post-Resistance PISD 23761 37 22 32044143 32044143 Nonsense_Mutation SNP G A 4 90 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_24 Post-Resistance MCM5 4174 37 22 35812336 35812336 Missense_Mutation SNP G A 6 501 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_24 Post-Resistance TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 5 373 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_24 Post-Resistance ZC3H7B 23264 37 22 41752656 41752656 Missense_Mutation SNP A T 6 294 c.2525A>T c.(2524-2526)TAC>TTC p.Y842F

Pat_24 Post-Resistance C22orf9 23313 37 22 45599059 45599059 Missense_Mutation SNP C T 7 259 c.664G>A c.(664-666)GTG>ATG p.V222M

Pat_24 Post-Resistance MLC1 23209 37 22 50523291 50523291 Missense_Mutation SNP C T 3 57 c.41G>A c.(40-42)CGG>CAG p.R14Q

Pat_24 Post-Resistance SHANK3 85358 37 22 51121796 51121796 Missense_Mutation SNP G A 4 83 c.914G>A c.(913-915)CGT>CAT p.R305H

Pat_24 Post-Resistance RABL2B 11158 37 22 51208419 51208419 Missense_Mutation SNP G A 7 60 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_24 Post-Resistance FGD5 152273 37 3 14862356 14862356 Missense_Mutation SNP G A 3 62 c.1778G>A c.(1777-1779)GGG>GAG p.G593E

Pat_24 Post-Resistance ANKRD28 23243 37 3 15718494 15718494 Missense_Mutation SNP C T 4 149 c.2770G>A c.(2770-2772)GCA>ACA p.A924T

Pat_24 Post-Resistance CMTM8 152189 37 3 32398920 32398920 Missense_Mutation SNP C T 27 115 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_24 Post-Resistance CLASP2 23122 37 3 33623409 33623409 Missense_Mutation SNP G A 3 77 c.2251C>T c.(2251-2253)CGT>TGT p.R751C

Pat_24 Post-Resistance PDCD6IP 10015 37 3 33905518 33905518 Missense_Mutation SNP C T 21 138 c.2141C>T c.(2140-2142)GCC>GTC p.A714V

Pat_24 Post-Resistance HIGD1A 25994 37 3 42835717 42835717 Missense_Mutation SNP G A 18 70 c.29C>T c.(28-30)CCT>CTT p.P10L

Pat_24 Post-Resistance C3orf39 84892 37 3 43122095 43122095 Missense_Mutation SNP C T 4 178 c.829G>A c.(829-831)GTG>ATG p.V277M

Pat_24 Post-Resistance SETD2 29072 37 3 47164268 47164268 Nonsense_Mutation SNP G A 4 15 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_24 Post-Resistance KLHL18 23276 37 3 47382099 47382099 Missense_Mutation SNP G A 7 397 c.1159G>A c.(1159-1161)GTC>ATC p.V387I

Pat_24 Post-Resistance CELSR3 1951 37 3 48689366 48689366 Missense_Mutation SNP G A 25 134 c.5867C>T c.(5866-5868)CCA>CTA p.P1956L

Pat_24 Post-Resistance GPX1 2876 37 3 49395051 49395052 Missense_Mutation DNP AG TA 12 74 c.381_382CT>TAc.(379-384)GCCTTC>GCTATC p.F128I

Pat_24 Post-Resistance AMT 275 37 3 49455262 49455262 Missense_Mutation SNP C T 7 394 c.1022G>A c.(1021-1023)GGT>GAT p.G341D

Pat_24 Post-Resistance DAG1 1605 37 3 49569385 49569385 Missense_Mutation SNP C T 4 62 c.1441C>T c.(1441-1443)CGC>TGC p.R481C

Pat_24 Post-Resistance VPRBP 9730 37 3 51458334 51458334 Missense_Mutation SNP G A 85 269 c.2090C>T c.(2089-2091)TCC>TTC p.S697F

Pat_24 Post-Resistance GLYCTK 132158 37 3 52324395 52324395 Nonsense_Mutation SNP C T 4 67 c.37C>T c.(37-39)CGA>TGA p.R13*

Pat_24 Post-Resistance TKT 7086 37 3 53263377 53263377 Missense_Mutation SNP G A 4 53 c.1183C>T c.(1183-1185)CGG>TGG p.R395W

Pat_24 Post-Resistance IL17RD 54756 37 3 57136608 57136608 Missense_Mutation SNP G A 4 134 c.878C>T c.(877-879)CCG>CTG p.P293L

Pat_24 Post-Resistance LRIG1 26018 37 3 66512898 66512898 Missense_Mutation SNP G A 3 37 c.254C>T c.(253-255)CCT>CTT p.P85L

Pat_24 Post-Resistance CNTN3 5067 37 3 74350624 74350624 Missense_Mutation SNP G A 42 117 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_24 Post-Resistance ROBO2 6092 37 3 77666773 77666773 Nonsense_Mutation SNP C T 28 84 c.3403C>T c.(3403-3405)CGA>TGA p.R1135*

Pat_24 Post-Resistance NIT2 56954 37 3 100074045 100074045 Missense_Mutation SNP G A 3 54 c.764G>A c.(763-765)CGC>CAC p.R255H

Pat_24 Post-Resistance SLC9A10 285335 37 3 111950227 111950227 Missense_Mutation SNP C T 3 48 c.1553G>A c.(1552-1554)CGT>CAT p.R518H

Pat_24 Post-Resistance DRD3 1814 37 3 113866354 113866354 Missense_Mutation SNP C T 27 125 c.434G>A c.(433-435)AGC>AAC p.S145N

Pat_24 Post-Resistance DRD3 1814 37 3 113890700 113890700 Missense_Mutation SNP T C 25 111 c.140A>G c.(139-141)AAT>AGT p.N47S



Pat_24 Post-Resistance ADPRH 141 37 3 119306475 119306475 Missense_Mutation SNP C T 20 68 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_24 Post-Resistance FBXO40 51725 37 3 121340508 121340508 Missense_Mutation SNP C T 37 115 c.232C>T c.(232-234)CGC>TGC p.R78C

Pat_24 Post-Resistance FBXO40 51725 37 3 121340844 121340844 Missense_Mutation SNP G A 8 57 c.568G>A c.(568-570)GGG>AGG p.G190R

Pat_24 Post-Resistance ADCY5 111 37 3 123036955 123036955 Nonsense_Mutation SNP G A 4 66 c.2266C>T c.(2266-2268)CAG>TAG p.Q756*

Pat_24 Post-Resistance ALDH1L1 10840 37 3 125831722 125831722 Missense_Mutation SNP C T 9 29 c.2084G>A c.(2083-2085)GGG>GAG p.G695E

Pat_24 Post-Resistance TRPC1 7220 37 3 142523009 142523009 Nonsense_Mutation SNP C T 9 65 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_24 Post-Resistance PLSCR4 57088 37 3 145913071 145913071 Splice_Site SNP T C 7 297 c.787_splice c.e8-1 p.V263_splice

Pat_24 Post-Resistance CP 1356 37 3 148924003 148924003 Missense_Mutation SNP G A 21 91 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_24 Post-Resistance MED12L 116931 37 3 151085950 151085950 Missense_Mutation SNP C T 4 117 c.3356C>T c.(3355-3357)GCG>GTG p.A1119V

Pat_24 Post-Resistance GPR149 344758 37 3 154055985 154055985 Missense_Mutation SNP T C 53 196 c.1699A>G c.(1699-1701)ACC>GCC p.T567A

Pat_24 Post-Resistance GOLIM4 27333 37 3 167747592 167747592 Missense_Mutation SNP C T 4 102 c.1409G>A c.(1408-1410)CGG>CAG p.R470Q

Pat_24 Post-Resistance SAMD7 344658 37 3 169654162 169654162 Missense_Mutation SNP G T 4 107 c.1077G>T c.(1075-1077)TTG>TTT p.L359F

Pat_24 Post-Resistance FNDC3B 64778 37 3 172061890 172061890 Missense_Mutation SNP G C 5 263 c.2092G>C c.(2092-2094)GAA>CAA p.E698Q

Pat_24 Post-Resistance SPATA16 83893 37 3 172737325 172737325 Missense_Mutation SNP G A 63 271 c.799C>T c.(799-801)CGT>TGT p.R267C

Pat_24 Post-Resistance NLGN1 22871 37 3 173993297 173993297 Missense_Mutation SNP G A 4 71 c.839G>A c.(838-840)CGT>CAT p.R280H

Pat_24 Post-Resistance PIK3CA 5290 37 3 178936092 178936092 Missense_Mutation SNP A G 4 64 c.1634A>G c.(1633-1635)GAG>GGG p.E545G

Pat_24 Post-Resistance USP13 8975 37 3 179481925 179481925 Missense_Mutation SNP G A 6 205 c.2228G>A c.(2227-2229)CGA>CAA p.R743Q

Pat_24 Post-Resistance MCF2L2 23101 37 3 183017985 183017985 Splice_Site SNP C T 8 27 c.1114_splice c.e11-1 p.E372_splice

Pat_24 Post-Resistance ECE2 9718 37 3 184005689 184005689 Missense_Mutation SNP G A 22 61 c.1682G>A c.(1681-1683)GGG>GAG p.G561E

Pat_24 Post-Resistance DGKG 1608 37 3 186006513 186006513 Missense_Mutation SNP T C 3 163 c.530A>G c.(529-531)CAG>CGG p.Q177R

Pat_24 Post-Resistance MUC4 4585 37 3 195515146 195515146 Missense_Mutation SNP G A 2 3 c.3305C>T c.(3304-3306)GCC>GTC p.A1102V

Pat_24 Post-Resistance GAK 2580 37 4 876496 876496 Missense_Mutation SNP C T 4 128 c.1516G>A c.(1516-1518)GTG>ATG p.V506M

Pat_24 Post-Resistance CRMP1 1400 37 4 5851178 5851178 Missense_Mutation SNP G A 3 30 c.562C>T c.(562-564)CTT>TTT p.L188F

Pat_24 Post-Resistance KLF3 51274 37 4 38698711 38698711 Missense_Mutation SNP C T 16 43 c.865C>T c.(865-867)CCC>TCC p.P289S

Pat_24 Post-Resistance CHRNA9 55584 37 4 40339314 40339314 Missense_Mutation SNP G A 23 48 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_24 Post-Resistance UCHL1 7345 37 4 41262778 41262778 Missense_Mutation SNP C T 83 162 c.289C>T c.(289-291)CAC>TAC p.H97Y

Pat_24 Post-Resistance CORIN 10699 37 4 47644003 47644003 Missense_Mutation SNP T C 15 159 c.2132A>G c.(2131-2133)CAC>CGC p.H711R

Pat_24 Post-Resistance KIT 3815 37 4 55604659 55604659 Missense_Mutation SNP G A 4 130 c.2867G>A c.(2866-2868)CGG>CAG p.R956Q

Pat_24 Post-Resistance UGT2B4 7363 37 4 70355286 70355286 Missense_Mutation SNP T A 26 75 c.873A>T c.(871-873)GAA>GAT p.E291D

Pat_24 Post-Resistance ALB 213 37 4 74280825 74280825 Missense_Mutation SNP G A 47 160 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_24 Post-Resistance RASSF6 166824 37 4 74459282 74459282 Missense_Mutation SNP C T 20 122 c.269G>A c.(268-270)GGA>GAA p.G90E

Pat_24 Post-Resistance PF4 5196 37 4 74847200 74847200 Missense_Mutation SNP C T 4 108 c.152G>A c.(151-153)CGT>CAT p.R51H

Pat_24 Post-Resistance CXCL9 4283 37 4 76925960 76925960 Splice_Site SNP A G 30 75 c.276_splice c.e3+1 p.Q92_splice

Pat_24 Post-Resistance GPRIN3 285513 37 4 90170964 90170964 Missense_Mutation SNP G A 45 170 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_24 Post-Resistance MMRN1 22915 37 4 90857395 90857395 Missense_Mutation SNP C T 4 5 c.2564C>T c.(2563-2565)TCC>TTC p.S855F

Pat_24 Post-Resistance SMARCAD1 56916 37 4 95155158 95155158 Missense_Mutation SNP G A 4 65 c.422G>A c.(421-423)AGA>AAA p.R141K

Pat_24 Post-Resistance TET2 54790 37 4 106157378 106157378 Missense_Mutation SNP T A 16 48 c.2279T>A c.(2278-2280)TTT>TAT p.F760Y

Pat_24 Post-Resistance HADH 3033 37 4 108940781 108940781 Missense_Mutation SNP C T 71 362 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_24 Post-Resistance NDST4 64579 37 4 115767146 115767146 Missense_Mutation SNP C T 18 44 c.1948G>A c.(1948-1950)GAC>AAC p.D650N

Pat_24 Post-Resistance USP53 54532 37 4 120161041 120161041 Missense_Mutation SNP C T 6 22 c.127C>T c.(127-129)CTT>TTT p.L43F

Pat_24 Post-Resistance TRPC3 7222 37 4 122800914 122800914 Missense_Mutation SNP G A 30 111 c.2743C>T c.(2743-2745)CCC>TCC p.P915S

Pat_24 Post-Resistance SFRP2 6423 37 4 154702662 154702662 Missense_Mutation SNP G T 4 170 c.829C>A c.(829-831)CAG>AAG p.Q277K

Pat_24 Post-Resistance PLRG1 5356 37 4 155461792 155461792 Missense_Mutation SNP G A 6 325 c.893C>T c.(892-894)CCG>CTG p.P298L

Pat_24 Post-Resistance GLRB 2743 37 4 158091737 158091737 Missense_Mutation SNP T A 5 58 c.1351T>A c.(1351-1353)TCT>ACT p.S451T

Pat_24 Post-Resistance RAPGEF2 9693 37 4 160274944 160274944 Missense_Mutation SNP C A 4 153 c.3914C>A c.(3913-3915)ACA>AAA p.T1305K

Pat_24 Post-Resistance TLL1 7092 37 4 166915607 166915607 Missense_Mutation SNP C T 11 16 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_24 Post-Resistance ACSL1 2180 37 4 185681510 185681510 Splice_Site SNP C T 6 357 c.1782_splice c.e18+1 p.Q594_splice



Pat_24 Post-Resistance MTNR1A 4543 37 4 187455657 187455657 Missense_Mutation SNP G A 18 85 c.239C>T c.(238-240)CCG>CTG p.P80L

Pat_24 Post-Resistance ADAMTS16 170690 37 5 5190109 5190109 Missense_Mutation SNP C A 4 188 c.1073C>A c.(1072-1074)GCA>GAA p.A358E

Pat_24 Post-Resistance CTNND2 1501 37 5 10981933 10981933 Missense_Mutation SNP C A 24 79 c.3369G>T c.(3367-3369)TTG>TTT p.L1123F

Pat_24 Post-Resistance CTNND2 1501 37 5 11397234 11397234 Missense_Mutation SNP C A 61 56 c.521G>T c.(520-522)AGC>ATC p.S174I

Pat_24 Post-Resistance CDH12 1010 37 5 21854857 21854857 Missense_Mutation SNP G A 4 135 c.569C>T c.(568-570)CCG>CTG p.P190L

Pat_24 Post-Resistance PRDM9 56979 37 5 23509657 23509657 Missense_Mutation SNP C T 40 105 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_24 Post-Resistance PDZD2 23037 37 5 31983706 31983706 Missense_Mutation SNP C T 6 430 c.922C>T c.(922-924)CGC>TGC p.R308C

Pat_24 Post-Resistance SPEF2 79925 37 5 35792486 35792486 Missense_Mutation SNP G A 77 139 c.4492G>A c.(4492-4494)GTG>ATG p.V1498M

Pat_24 Post-Resistance NIPBL 25836 37 5 37022189 37022189 Nonsense_Mutation SNP C T 4 152 c.5365C>T c.(5365-5367)CGA>TGA p.R1789*

Pat_24 Post-Resistance NUP155 9631 37 5 37303483 37303483 Nonsense_Mutation SNP G A 3 51 c.3196C>T c.(3196-3198)CGA>TGA p.R1066*

Pat_24 Post-Resistance MGC42105 167359 37 5 43280506 43280506 Missense_Mutation SNP C A 4 174 c.986C>A c.(985-987)CCA>CAA p.P329Q

Pat_24 Post-Resistance NNT 23530 37 5 43649294 43649294 Missense_Mutation SNP C T 99 450 c.1490C>T c.(1489-1491)GCC>GTC p.A497V

Pat_24 Post-Resistance ANKRD55 79722 37 5 55407572 55407572 Missense_Mutation SNP G A 47 110 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_24 Post-Resistance DIMT1L 27292 37 5 61686727 61686727 Missense_Mutation SNP G A 80 326 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_24 Post-Resistance JMY 133746 37 5 78586025 78586025 Missense_Mutation SNP C T 16 72 c.1288C>T c.(1288-1290)CAC>TAC p.H430Y

Pat_24 Post-Resistance EFNA5 1946 37 5 106722984 106722984 Missense_Mutation SNP G A 4 56 c.517C>T c.(517-519)CGT>TGT p.R173C

Pat_24 Post-Resistance HSD17B4 3295 37 5 118829594 118829594 Missense_Mutation SNP A G 30 59 c.821A>G c.(820-822)AAG>AGG p.K274R

Pat_24 Post-Resistance SLC22A5 6584 37 5 131726524 131726524 Missense_Mutation SNP C T 4 165 c.1195C>T c.(1195-1197)CGG>TGG p.R399W

Pat_24 Post-Resistance BRD8 10902 37 5 137500435 137500435 Missense_Mutation SNP C T 4 167 c.1699G>A c.(1699-1701)GAT>AAT p.D567N

Pat_24 Post-Resistance FAM53C 51307 37 5 137682559 137682559 Missense_Mutation SNP G A 4 73 c.1090G>A c.(1090-1092)GTG>ATG p.V364M

Pat_24 Post-Resistance PCDHA1 56147 37 5 140167736 140167736 Missense_Mutation SNP C T 75 260 c.1861C>T c.(1861-1863)CCG>TCG p.P621S

Pat_24 Post-Resistance PCDHA3 56145 37 5 140182649 140182649 Missense_Mutation SNP C T 39 172 c.1867C>T c.(1867-1869)CGC>TGC p.R623C

Pat_24 Post-Resistance PCDHA10 56139 37 5 140236862 140236862 Missense_Mutation SNP G A 76 406 c.1229G>A c.(1228-1230)AGC>AAC p.S410N

Pat_24 Post-Resistance PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 8 20 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_24 Post-Resistance PCDHB3 56132 37 5 140481797 140481797 Missense_Mutation SNP G A 18 54 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_24 Post-Resistance PCDHB16 57717 37 5 140562543 140562543 Missense_Mutation SNP G A 15 27 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_24 Post-Resistance PCDHB11 56125 37 5 140581443 140581443 Missense_Mutation SNP C T 34 153 c.2096C>T c.(2095-2097)TCG>TTG p.S699L

Pat_24 Post-Resistance PCDH12 51294 37 5 141334938 141334938 Missense_Mutation SNP G A 4 127 c.2479C>T c.(2479-2481)CGT>TGT p.R827C

Pat_24 Post-Resistance SH3RF2 153769 37 5 145435672 145435672 Missense_Mutation SNP C T 39 147 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_24 Post-Resistance ODZ2 57451 37 5 167631391 167631391 Missense_Mutation SNP G A 14 61 c.3562G>A c.(3562-3564)GGC>AGC p.G1188S

Pat_24 Post-Resistance GPRIN1 114787 37 5 176024702 176024702 Missense_Mutation SNP G A 11 30 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_24 Post-Resistance FAM193B 54540 37 5 176952013 176952013 Missense_Mutation SNP A G 6 149 c.1370T>C c.(1369-1371)TTC>TCC p.F457S

Pat_24 Post-Resistance HNRNPAB 3182 37 5 177636332 177636332 Missense_Mutation SNP G A 8 347 c.671G>A c.(670-672)TGT>TAT p.C224Y

Pat_24 Post-Resistance HNRNPH1 3187 37 5 179043960 179043960 Splice_Site SNP C G 4 65 c.1118_splice c.e11-1 p.E373_splice

Pat_24 Post-Resistance HIVEP1 3096 37 6 12121323 12121323 Missense_Mutation SNP G A 4 108 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_24 Post-Resistance BTN1A1 696 37 6 26509113 26509113 Missense_Mutation SNP G A 24 33 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_24 Post-Resistance GABBR1 2550 37 6 29589056 29589056 Missense_Mutation SNP C T 4 128 c.1145G>A c.(1144-1146)CGT>CAT p.R382H

Pat_24 Post-Resistance TRIM15 89870 37 6 30131474 30131474 Missense_Mutation SNP C T 28 80 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_24 Post-Resistance LTB 4050 37 6 31550145 31550145 Missense_Mutation SNP C T 28 74 c.50G>A c.(49-51)GGT>GAT p.G17D

Pat_24 Post-Resistance C4A 720 37 6 31997489 31997489 Missense_Mutation SNP C T 4 52 c.3823C>T c.(3823-3825)CAC>TAC p.H1275Y

Pat_24 Post-Resistance COL11A2 1302 37 6 33137639 33137639 Missense_Mutation SNP G A 4 176 c.3659C>T c.(3658-3660)TCT>TTT p.S1220F

Pat_24 Post-Resistance SLC39A7 7922 37 6 33169579 33169579 Missense_Mutation SNP C T 4 132 c.469C>T c.(469-471)CCC>TCC p.P157S

Pat_24 Post-Resistance IP6K3 117283 37 6 33690697 33690697 Missense_Mutation SNP G A 23 139 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_24 Post-Resistance CPNE5 57699 37 6 36716016 36716016 Missense_Mutation SNP C T 151 316 c.1000G>A c.(1000-1002)GAT>AAT p.D334N

Pat_24 Post-Resistance DNAH8 1769 37 6 38867551 38867551 Splice_Site SNP G A 25 56 c.8413_splice c.e60-1 p.I2805_splice

Pat_24 Post-Resistance TFEB 7942 37 6 41652383 41652383 Missense_Mutation SNP C T 4 174 c.1385G>A c.(1384-1386)AGC>AAC p.S462N

Pat_24 Post-Resistance SLC35B2 347734 37 6 44222697 44222697 Missense_Mutation SNP C T 6 133 c.1045G>A c.(1045-1047)GCA>ACA p.A349T



Pat_24 Post-Resistance TCTE1 202500 37 6 44250280 44250280 Missense_Mutation SNP C T 65 117 c.863G>A c.(862-864)CGA>CAA p.R288Q

Pat_24 Post-Resistance TINAG 27283 37 6 54254619 54254619 Missense_Mutation SNP G A 37 208 c.1327G>A c.(1327-1329)GGA>AGA p.G443R

Pat_24 Post-Resistance FAM83B 222584 37 6 54735052 54735052 Missense_Mutation SNP C T 47 150 c.8C>T c.(7-9)ACC>ATC p.T3I

Pat_24 Post-Resistance FAM83B 222584 37 6 54804664 54804664 Missense_Mutation SNP G T 24 121 c.895G>T c.(895-897)GCC>TCC p.A299S

Pat_24 Post-Resistance FAM83B 222584 37 6 54806252 54806252 Missense_Mutation SNP C T 6 33 c.2483C>T c.(2482-2484)CCT>CTT p.P828L

Pat_24 Post-Resistance ZNF451 26036 37 6 56999546 56999546 Missense_Mutation SNP G A 4 118 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_24 Post-Resistance KCNQ5 56479 37 6 73904174 73904174 Splice_Site SNP G A 17 56 c.1837_splice c.e14-1 p.V613_splice

Pat_24 Post-Resistance MTO1 25821 37 6 74210376 74210376 Missense_Mutation SNP G A 4 186 c.2072G>A c.(2071-2073)CGA>CAA p.R691Q

Pat_24 Post-Resistance COL12A1 1303 37 6 75875427 75875427 Missense_Mutation SNP A C 80 170 c.2779T>G c.(2779-2781)TCT>GCT p.S927A

Pat_24 Post-Resistance IMPG1 3617 37 6 76660307 76660307 Missense_Mutation SNP C T 11 29 c.1796G>A c.(1795-1797)CGA>CAA p.R599Q

Pat_24 Post-Resistance TPBG 7162 37 6 83074982 83074982 Missense_Mutation SNP C A 4 76 c.304C>A c.(304-306)CAG>AAG p.Q102K

Pat_24 Post-Resistance PRSS35 167681 37 6 84233702 84233702 Missense_Mutation SNP G A 5 105 c.542G>A c.(541-543)AGT>AAT p.S181N

Pat_24 Post-Resistance NT5E 4907 37 6 86159912 86159912 Missense_Mutation SNP G A 3 20 c.55G>A c.(55-57)GTG>ATG p.V19M

Pat_24 Post-Resistance RFX6 222546 37 6 117240317 117240317 Missense_Mutation SNP G A 4 38 c.1040G>A c.(1039-1041)AGA>AAA p.R347K

Pat_24 Post-Resistance SERINC1 57515 37 6 122768144 122768144 Missense_Mutation SNP C T 3 32 c.1001G>A c.(1000-1002)CGT>CAT p.R334H

Pat_24 Post-Resistance TPD52L1 7164 37 6 125583992 125583992 Missense_Mutation SNP G A 4 138 c.499G>A c.(499-501)GGT>AGT p.G167S

Pat_24 Post-Resistance SLC2A12 154091 37 6 134350082 134350082 Missense_Mutation SNP T C 5 104 c.881A>G c.(880-882)CAA>CGA p.Q294R

Pat_24 Post-Resistance AKAP12 9590 37 6 151674214 151674214 Missense_Mutation SNP G A 4 123 c.4688G>A c.(4687-4689)CGT>CAT p.R1563H

Pat_24 Post-Resistance SYNE1 23345 37 6 152651941 152651941 Nonsense_Mutation SNP G A 4 193 c.13879C>T c.(13879-13881)CAG>TAG p.Q4627*

Pat_24 Post-Resistance FNDC1 84624 37 6 159644568 159644568 Missense_Mutation SNP G A 8 14 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Post-Resistance LPA 4018 37 6 160961211 160961211 Missense_Mutation SNP A G 3 56 c.5599T>C c.(5599-5601)TCA>CCA p.S1867P

Pat_24 Post-Resistance MLLT4 4301 37 6 168352709 168352709 Missense_Mutation SNP G A 3 33 c.4651G>A c.(4651-4653)GAG>AAG p.E1551K

Pat_24 Post-Resistance WDR27 253769 37 6 170059581 170059581 Missense_Mutation SNP G A 3 21 c.1163C>T c.(1162-1164)TCG>TTG p.S388L

Pat_24 Post-Resistance INTS1 26173 37 7 1524973 1524973 Missense_Mutation SNP G A 6 268 c.3109C>T c.(3109-3111)CCT>TCT p.P1037S

Pat_24 Post-Resistance FSCN1 6624 37 7 5643541 5643541 Missense_Mutation SNP G A 30 122 c.1159G>A c.(1159-1161)GTG>ATG p.V387M

Pat_24 Post-Resistance ABCB5 340273 37 7 20738102 20738102 Missense_Mutation SNP G A 21 16 c.748G>A c.(748-750)GGG>AGG p.G250R

Pat_24 Post-Resistance DNAH11 8701 37 7 21600746 21600746 Missense_Mutation SNP T C 6 23 c.940T>C c.(940-942)TAT>CAT p.Y314H

Pat_24 Post-Resistance STK31 56164 37 7 23794043 23794043 Missense_Mutation SNP T C 149 160 c.1243T>C c.(1243-1245)TGG>CGG p.W415R

Pat_24 Post-Resistance GARS 2617 37 7 30651795 30651795 Missense_Mutation SNP C T 4 91 c.965C>T c.(964-966)GCT>GTT p.A322V

Pat_24 Post-Resistance KIAA0895 23366 37 7 36396726 36396726 Nonsense_Mutation SNP T A 17 84 c.652A>T c.(652-654)AAG>TAG p.K218*

Pat_24 Post-Resistance UBE2D4 51619 37 7 43982601 43982601 Missense_Mutation SNP C T 82 114 c.169C>T c.(169-171)CCT>TCT p.P57S

Pat_24 Post-Resistance 14-Sep 346288 37 7 55886880 55886880 Missense_Mutation SNP C T 4 14 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_24 Post-Resistance ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 16 109 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_24 Post-Resistance ZNF117 51351 37 7 64439050 64439050 Missense_Mutation SNP C G 4 202 c.899G>C c.(898-900)AGT>ACT p.S300T

Pat_24 Post-Resistance WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 88 64 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_24 Post-Resistance GTF2IRD1 9569 37 7 73933956 73933956 Missense_Mutation SNP C T 4 52 c.823C>T c.(823-825)CCT>TCT p.P275S

Pat_24 Post-Resistance PCLO 27445 37 7 82579646 82579646 Nonsense_Mutation SNP G A 27 42 c.10258C>T c.(10258-10260)CGA>TGA p.R3420*

Pat_24 Post-Resistance PCLO 27445 37 7 82784980 82784980 Missense_Mutation SNP G A 13 22 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_24 Post-Resistance ASNS 440 37 7 97482657 97482657 Missense_Mutation SNP G A 29 72 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_24 Post-Resistance LAMB4 22798 37 7 107706339 107706339 Missense_Mutation SNP G A 17 249 c.2704C>T c.(2704-2706)CCT>TCT p.P902S

Pat_24 Post-Resistance CFTR 1080 37 7 117227866 117227866 Missense_Mutation SNP G A 24 119 c.1658G>A c.(1657-1659)CGA>CAA p.R553Q

Pat_24 Post-Resistance PTPRZ1 5803 37 7 121652413 121652413 Missense_Mutation SNP C T 12 61 c.3313C>T c.(3313-3315)CAT>TAT p.H1105Y

Pat_24 Post-Resistance ASB15 142685 37 7 123254602 123254602 Missense_Mutation SNP G A 84 492 c.46G>A c.(46-48)GAT>AAT p.D16N

Pat_24 Post-Resistance LOC407835 407835 37 7 128766867 128766867 Missense_Mutation SNP G A 17 17 c.296G>A c.(295-297)AGG>AAG p.R99K

Pat_24 Post-Resistance CALD1 800 37 7 134620439 134620439 Missense_Mutation SNP G A 2 3 c.1309G>A c.(1309-1311)GGA>AGA p.G437R

Pat_24 Post-Resistance PARP12 64761 37 7 139757737 139757737 Nonsense_Mutation SNP G A 30 182 c.424C>T c.(424-426)CAA>TAA p.Q142*

Pat_24 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 51 75 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K



Pat_24 Post-Resistance MGAM 8972 37 7 141731561 141731561 Missense_Mutation SNP C T 19 220 c.1552C>T c.(1552-1554)CAC>TAC p.H518Y

Pat_24 Post-Resistance SSPO 23145 37 7 149483200 149483200 Missense_Mutation SNP G A 4 47 c.3268G>A c.(3268-3270)GTG>ATG p.V1090M

Pat_24 Post-Resistance TUSC3 7991 37 8 15519763 15519763 Missense_Mutation SNP G T 34 212 c.666G>T c.(664-666)TTG>TTT p.L222F

Pat_24 Post-Resistance LGI3 203190 37 8 22006139 22006139 Missense_Mutation SNP C T 4 124 c.1181G>A c.(1180-1182)AGC>AAC p.S394N

Pat_24 Post-Resistance ADAM28 10863 37 8 24187570 24187570 Missense_Mutation SNP C T 24 84 c.1045C>T c.(1045-1047)CAT>TAT p.H349Y

Pat_24 Post-Resistance NEFM 4741 37 8 24775894 24775894 Missense_Mutation SNP G T 6 17 c.2526G>T c.(2524-2526)AAG>AAT p.K842N

Pat_24 Post-Resistance KCNU1 157855 37 8 36793199 36793199 Missense_Mutation SNP G A 34 143 c.3211G>A c.(3211-3213)GAC>AAC p.D1071N

Pat_24 Post-Resistance LETM2 137994 37 8 38258458 38258458 Missense_Mutation SNP C T 56 200 c.730C>T c.(730-732)CGC>TGC p.R244C

Pat_24 Post-Resistance IKBKB 3551 37 8 42175254 42175254 Missense_Mutation SNP C T 8 66 c.1205C>T c.(1204-1206)TCC>TTC p.S402F

Pat_24 Post-Resistance CHRNA6 8973 37 8 42611837 42611837 Missense_Mutation SNP G A 8 70 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_24 Post-Resistance NCOA2 10499 37 8 71037031 71037031 Missense_Mutation SNP C T 4 173 c.3986G>A c.(3985-3987)CGA>CAA p.R1329Q

Pat_24 Post-Resistance OXR1 55074 37 8 107752610 107752610 Missense_Mutation SNP T C 4 126 c.2206T>C c.(2206-2208)TGG>CGG p.W736R

Pat_24 Post-Resistance SAMD12 401474 37 8 119391770 119391770 Missense_Mutation SNP C T 11 81 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_24 Post-Resistance TAF2 6873 37 8 120814047 120814047 Missense_Mutation SNP G A 19 99 c.779C>T c.(778-780)CCA>CTA p.P260L

Pat_24 Post-Resistance KCNQ3 3786 37 8 133142113 133142113 Missense_Mutation SNP T G 100 213 c.2015A>C c.(2014-2016)AAG>ACG p.K672T

Pat_24 Post-Resistance FAM135B 51059 37 8 139164716 139164716 Missense_Mutation SNP C T 30 105 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_24 Post-Resistance CYP11B1 1584 37 8 143956699 143956699 Missense_Mutation SNP C T 10 47 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_24 Post-Resistance OPLAH 26873 37 8 145113718 145113718 Missense_Mutation SNP C T 3 37 c.545G>A c.(544-546)CGA>CAA p.R182Q

Pat_24 Post-Resistance ADCK5 203054 37 8 145616368 145616368 Missense_Mutation SNP T C 4 129 c.578T>C c.(577-579)CTC>CCC p.L193P

Pat_24 Post-Resistance APTX 54840 37 9 32989824 32989824 Missense_Mutation SNP C A 4 96 c.66G>T c.(64-66)TTG>TTT p.L22F

Pat_24 Post-Resistance UBAP2 55833 37 9 33922757 33922757 Missense_Mutation SNP G T 29 62 c.3192C>A c.(3190-3192)TTC>TTA p.F1064L

Pat_24 Post-Resistance RUSC2 9853 37 9 35561251 35561251 Nonsense_Mutation SNP C T 4 100 c.4423C>T c.(4423-4425)CGA>TGA p.R1475*

Pat_24 Post-Resistance APBA1 320 37 9 72131401 72131402 Missense_Mutation DNP GG AA 6 40 c.725_726CC>TT c.(724-726)TCC>TTT p.S242F

Pat_24 Post-Resistance SMC5 23137 37 9 72893497 72893497 Missense_Mutation SNP C T 24 21 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_24 Post-Resistance TRPM6 140803 37 9 77435255 77435255 Nonsense_Mutation SNP G A 28 63 c.1099C>T c.(1099-1101)CAA>TAA p.Q367*

Pat_24 Post-Resistance HSD17B3 3293 37 9 99013756 99013756 Missense_Mutation SNP C T 14 110 c.397G>A c.(397-399)GGA>AGA p.G133R

Pat_24 Post-Resistance NR4A3 8013 37 9 102595600 102595600 Missense_Mutation SNP G A 4 82 c.1118G>A c.(1117-1119)CGT>CAT p.R373H

Pat_24 Post-Resistance BAAT 570 37 9 104133665 104133665 Missense_Mutation SNP G A 61 72 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_24 Post-Resistance ZNF462 58499 37 9 109686821 109686821 Missense_Mutation SNP G A 5 81 c.628G>A c.(628-630)GTA>ATA p.V210I

Pat_24 Post-Resistance C9orf6 54942 37 9 111701857 111701857 Missense_Mutation SNP T A 4 41 c.437T>A c.(436-438)GTG>GAG p.V146E

Pat_24 Post-Resistance C9orf6 54942 37 9 111701884 111701884 Missense_Mutation SNP G A 4 51 c.464G>A c.(463-465)AGC>AAC p.S155N

Pat_24 Post-Resistance SVEP1 79987 37 9 113170069 113170069 Missense_Mutation SNP G A 40 66 c.7811C>T c.(7810-7812)TCC>TTC p.S2604F

Pat_24 Post-Resistance KIAA0368 23392 37 9 114131428 114131428 Missense_Mutation SNP C T 2 4 c.5534G>A c.(5533-5535)CGG>CAG p.R1845Q

Pat_24 Post-Resistance C9orf84 158401 37 9 114454492 114454492 Nonsense_Mutation SNP C T 25 47 c.3573G>A c.(3571-3573)TGG>TGA p.W1191*

Pat_24 Post-Resistance AKNA 80709 37 9 117103936 117103936 Missense_Mutation SNP G A 4 129 c.3944C>T c.(3943-3945)GCG>GTG p.A1315V

Pat_24 Post-Resistance TRIM32 22954 37 9 119461183 119461183 Missense_Mutation SNP G A 4 171 c.1162G>A c.(1162-1164)GCT>ACT p.A388T

Pat_24 Post-Resistance PTGS1 5742 37 9 125154705 125154705 Missense_Mutation SNP C A 4 113 c.1682C>A c.(1681-1683)GCC>GAC p.A561D

Pat_24 Post-Resistance OR1L3 26735 37 9 125438296 125438296 Missense_Mutation SNP G A 28 25 c.888G>A c.(886-888)ATG>ATA p.M296I

Pat_24 Post-Resistance RC3H2 54542 37 9 125652627 125652627 Missense_Mutation SNP C T 3 41 c.547G>A c.(547-549)GCT>ACT p.A183T

Pat_24 Post-Resistance PPP6C 5537 37 9 127912080 127912080 Missense_Mutation SNP G A 38 47 c.790C>T c.(790-792)CGT>TGT p.R264C

Pat_24 Post-Resistance GAPVD1 26130 37 9 128083731 128083731 Missense_Mutation SNP C T 24 37 c.1622C>T c.(1621-1623)TCG>TTG p.S541L

Pat_24 Post-Resistance ABL1 25 37 9 133750433 133750433 Missense_Mutation SNP G A 4 69 c.1264G>A c.(1264-1266)GTC>ATC p.V422I

Pat_24 Post-Resistance TSC1 7248 37 9 135772721 135772721 Missense_Mutation SNP T C 3 132 c.2825A>G c.(2824-2826)CAG>CGG p.Q942R

Pat_24 Post-Resistance ZMYND19 116225 37 9 140477021 140477021 Nonsense_Mutation SNP G A 4 177 c.658C>T c.(658-660)CAG>TAG p.Q220*

Pat_24 Post-Resistance CACNA1B 774 37 9 141010104 141010104 Missense_Mutation SNP C T 14 32 c.5750C>T c.(5749-5751)TCC>TTC p.S1917F

Pat_24 Post-Resistance PLCXD1 55344 37 X 205453 205453 Missense_Mutation SNP G A 7 371 c.181G>A c.(181-183)GAG>AAG p.E61K

Pat_24 Post-Resistance PLCXD1 55344 37 X 205496 205496 Missense_Mutation SNP G A 8 216 c.224G>A c.(223-225)TGC>TAC p.C75Y



Pat_24 Post-Resistance MXRA5 25878 37 X 3228314 3228314 Missense_Mutation SNP G A 30 38 c.7930C>T c.(7930-7932)CAT>TAT p.H2644Y

Pat_24 Post-Resistance TLR7 51284 37 X 12903670 12903670 Missense_Mutation SNP C T 8 36 c.43C>T c.(43-45)CTT>TTT p.L15F

Pat_24 Post-Resistance ASB9 140462 37 X 15268684 15268684 Missense_Mutation SNP G A 4 64 c.436C>T c.(436-438)CAC>TAC p.H146Y

Pat_24 Post-Resistance ASB11 140456 37 X 15301641 15301641 Missense_Mutation SNP G A 136 159 c.958C>T c.(958-960)CTC>TTC p.L320F

Pat_24 Post-Resistance CDKL5 6792 37 X 18593569 18593569 Missense_Mutation SNP C T 4 179 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_24 Post-Resistance SSX6 280657 37 X 47969921 47969921 Missense_Mutation SNP T G 5 54 c.124T>G c.(124-126)TTC>GTC p.F42V

Pat_24 Post-Resistance HUWE1 10075 37 X 53587269 53587269 Missense_Mutation SNP A T 4 68 c.7616T>A c.(7615-7617)CTC>CAC p.L2539H

Pat_24 Post-Resistance ITIH5L 347365 37 X 54785245 54785245 Missense_Mutation SNP C T 32 24 c.1262G>A c.(1261-1263)AGG>AAG p.R421K

Pat_24 Post-Resistance ZMYM3 9203 37 X 70464284 70464284 Missense_Mutation SNP G A 3 26 c.3148C>T c.(3148-3150)CGG>TGG p.R1050W

Pat_24 Post-Resistance ACRC 93953 37 X 70823578 70823578 Missense_Mutation SNP G A 4 124 c.451G>A c.(451-453)GAC>AAC p.D151N

Pat_24 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 6 45 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_24 Post-Resistance ATRX 546 37 X 76813014 76813014 Missense_Mutation SNP C T 4 84 c.6607G>A c.(6607-6609)GAG>AAG p.E2203K

Pat_24 Post-Resistance NOX1 27035 37 X 100117242 100117242 Missense_Mutation SNP C T 5 224 c.722G>A c.(721-723)CGC>CAC p.R241H

Pat_24 Post-Resistance COL4A6 1288 37 X 107431220 107431220 Missense_Mutation SNP C T 9 17 c.1628G>A c.(1627-1629)GGA>GAA p.G543E

Pat_24 Post-Resistance ZCCHC16 340595 37 X 111697979 111697979 Missense_Mutation SNP C T 46 54 c.23C>T c.(22-24)TCA>TTA p.S8L

Pat_24 Post-Resistance ZCCHC12 170261 37 X 117959245 117959245 Missense_Mutation SNP G A 3 79 c.38G>A c.(37-39)CGG>CAG p.R13Q

Pat_24 Post-Resistance SAGE1 55511 37 X 134991035 134991035 Missense_Mutation SNP C T 4 141 c.1454C>T c.(1453-1455)ACT>ATT p.T485I

Pat_24 Post-Resistance FMR1 2332 37 X 147030296 147030296 Missense_Mutation SNP C T 53 64 c.1831C>T c.(1831-1833)CGT>TGT p.R611C

Pat_24 Post-Resistance PCDH11Y 83259 37 Y 4968692 4968692 Missense_Mutation SNP G T 4 127 c.3073G>T c.(3073-3075)GAC>TAC p.D1025Y

Pat_27 Post-Resistance KIAA1751 85452 37 1 1896422 1896422 Missense_Mutation SNP G A 3 55 c.1480C>T c.(1480-1482)CGG>TGG p.R494W

Pat_27 Post-Resistance CAMTA1 23261 37 1 7723778 7723778 Missense_Mutation SNP G A 7 192 c.1171G>A c.(1171-1173)GGG>AGG p.G391R

Pat_27 Post-Resistance RAP1GAP 5909 37 1 21940167 21940167 Missense_Mutation SNP G A 5 230 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_27 Post-Resistance SRRM1 10250 37 1 24973198 24973198 Missense_Mutation SNP G T 5 173 c.152G>T c.(151-153)TGG>TTG p.W51L

Pat_27 Post-Resistance FGR 2268 37 1 27939558 27939558 Missense_Mutation SNP G T 8 207 c.1457C>A c.(1456-1458)TCC>TAC p.S486Y

Pat_27 Post-Resistance XKR8 55113 37 1 28293629 28293629 Missense_Mutation SNP C T 6 235 c.1106C>T c.(1105-1107)CCT>CTT p.P369L

Pat_27 Post-Resistance TINAGL1 64129 37 1 32051422 32051422 Missense_Mutation SNP C T 3 53 c.1162C>T c.(1162-1164)CTT>TTT p.L388F

Pat_27 Post-Resistance MAST2 23139 37 1 46501175 46501175 Missense_Mutation SNP C T 7 219 c.4834C>T c.(4834-4836)CCT>TCT p.P1612S

Pat_27 Post-Resistance BEND5 79656 37 1 49224669 49224669 Missense_Mutation SNP C G 7 325 c.648G>C c.(646-648)AAG>AAC p.K216N

Pat_27 Post-Resistance SERBP1 26135 37 1 67895734 67895735 Missense_Mutation DNP GG AA 10 291 c.249_250CC>TTc.(247-252)CCCCCC>CCTTCC p.P84S

Pat_27 Post-Resistance GBP1 2633 37 1 89523902 89523902 Missense_Mutation SNP T C 8 448 c.647A>G c.(646-648)GAT>GGT p.D216G

Pat_27 Post-Resistance PDE4DIP 9659 37 1 144882859 144882859 Missense_Mutation SNP G A 17 796 c.3160C>T c.(3160-3162)CTT>TTT p.L1054F

Pat_27 Post-Resistance ANKRD35 148741 37 1 145562242 145562242 Missense_Mutation SNP G A 7 169 c.1930G>A c.(1930-1932)GAG>AAG p.E644K

Pat_27 Post-Resistance SNX27 81609 37 1 151665915 151665915 Nonsense_Mutation SNP G T 5 273 c.1534G>T c.(1534-1536)GAG>TAG p.E512*

Pat_27 Post-Resistance KPRP 448834 37 1 152733059 152733059 Missense_Mutation SNP C T 9 203 c.995C>T c.(994-996)CCG>CTG p.P332L

Pat_27 Post-Resistance PGLYRP3 114771 37 1 153276464 153276464 Missense_Mutation SNP G A 6 125 c.398C>T c.(397-399)GCC>GTC p.A133V

Pat_27 Post-Resistance ATP8B2 57198 37 1 154316912 154316912 Missense_Mutation SNP G A 24 472 c.2176G>A c.(2176-2178)GAT>AAT p.D726N

Pat_27 Post-Resistance SLAMF9 89886 37 1 159922198 159922198 Missense_Mutation SNP C T 16 449 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_27 Post-Resistance ARPC5 10092 37 1 183599639 183599639 Missense_Mutation SNP G A 10 172 c.350C>T c.(349-351)CCG>CTG p.P117L

Pat_27 Post-Resistance FAM129A 116496 37 1 184853830 184853830 Missense_Mutation SNP C T 7 163 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_27 Post-Resistance MFSD4 148808 37 1 205555175 205555175 Missense_Mutation SNP C T 7 101 c.989C>T c.(988-990)GCC>GTC p.A330V

Pat_27 Post-Resistance KCNK2 3776 37 1 215408276 215408276 Missense_Mutation SNP C T 4 131 c.1069C>T c.(1069-1071)CGG>TGG p.R357W

Pat_27 Post-Resistance USH2A 7399 37 1 215955491 215955491 Missense_Mutation SNP G A 7 253 c.10633C>T c.(10633-10635)CGG>TGG p.R3545W

Pat_27 Post-Resistance MIA3 375056 37 1 222828056 222828056 Missense_Mutation SNP G A 11 333 c.4528G>A c.(4528-4530)GAA>AAA p.E1510K

Pat_27 Post-Resistance OR13G1 441933 37 1 247836088 247836088 Missense_Mutation SNP C T 5 103 c.256G>A c.(256-258)GAA>AAA p.E86K

Pat_27 Post-Resistance ITIH2 3698 37 10 7747116 7747116 Nonsense_Mutation SNP C T 11 242 c.130C>T c.(130-132)CAA>TAA p.Q44*

Pat_27 Post-Resistance MBL2 4153 37 10 54527986 54527986 Missense_Mutation SNP C T 22 858 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_27 Post-Resistance CPN1 1369 37 10 101835676 101835676 Missense_Mutation SNP C G 3 118 c.412G>C c.(412-414)GCT>CCT p.A138P



Pat_27 Post-Resistance OR52K2 119774 37 11 4470906 4470906 Missense_Mutation SNP G A 6 262 c.337G>A c.(337-339)GAG>AAG p.E113K

Pat_27 Post-Resistance MRGPRX2 117194 37 11 19077943 19077943 Missense_Mutation SNP G A 24 772 c.7C>T c.(7-9)CCA>TCA p.P3S

Pat_27 Post-Resistance DEPDC7 91614 37 11 33053923 33053923 Missense_Mutation SNP C T 6 133 c.1036C>T c.(1036-1038)CTT>TTT p.L346F

Pat_27 Post-Resistance SLC1A2 6506 37 11 35287201 35287201 Missense_Mutation SNP C T 10 432 c.1526G>A c.(1525-1527)CGA>CAA p.R509Q

Pat_27 Post-Resistance OR4A15 81328 37 11 55135952 55135952 Missense_Mutation SNP G A 10 228 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_27 Post-Resistance OR5B17 219965 37 11 58125958 58125958 Missense_Mutation SNP C G 4 147 c.585G>C c.(583-585)TTG>TTC p.L195F

Pat_27 Post-Resistance POU2F3 25833 37 11 120169067 120169067 Nonsense_Mutation SNP C T 9 660 c.226C>T c.(226-228)CAA>TAA p.Q76*

Pat_27 Post-Resistance PRB3 5544 37 12 11420296 11420296 Missense_Mutation SNP C A 13 722 c.760G>T c.(760-762)GGT>TGT p.G254C

Pat_27 Post-Resistance ENDOU 8909 37 12 48110749 48110749 Missense_Mutation SNP C T 11 658 c.475G>A c.(475-477)GAA>AAA p.E159K

Pat_27 Post-Resistance KRT75 9119 37 12 52827961 52827961 Missense_Mutation SNP C T 8 185 c.128G>A c.(127-129)GGG>GAG p.G43E

Pat_27 Post-Resistance PPP1R1A 5502 37 12 54974805 54974805 Missense_Mutation SNP C T 7 323 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_27 Post-Resistance NEUROD4 58158 37 12 55420971 55420971 Missense_Mutation SNP G A 7 213 c.748G>A c.(748-750)GAG>AAG p.E250K

Pat_27 Post-Resistance DTX1 1840 37 12 113515335 113515335 Missense_Mutation SNP T G 6 282 c.366T>G c.(364-366)GAT>GAG p.D122E

Pat_27 Post-Resistance NOS1 4842 37 12 117691515 117691515 Missense_Mutation SNP G A 9 184 c.2576C>T c.(2575-2577)TCC>TTC p.S859F

Pat_27 Post-Resistance RPL21 6144 37 13 27827918 27827918 Missense_Mutation SNP C T 5 205 c.5C>T c.(4-6)ACG>ATG p.T2M

Pat_27 Post-Resistance NDRG2 57447 37 14 21490649 21490649 Missense_Mutation SNP G A 4 72 c.125C>T c.(124-126)TCT>TTT p.S42F

Pat_27 Post-Resistance KIAA1409 57578 37 14 94060164 94060164 Nonsense_Mutation SNP G A 7 297 c.2640G>A c.(2638-2640)TGG>TGA p.W880*

Pat_27 Post-Resistance AK7 122481 37 14 96944861 96944861 Missense_Mutation SNP C T 5 309 c.1615C>T c.(1615-1617)CCT>TCT p.P539S

Pat_27 Post-Resistance KIAA0284 283638 37 14 105349566 105349566 Missense_Mutation SNP G A 12 422 c.772G>A c.(772-774)GGA>AGA p.G258R

Pat_27 Post-Resistance GABRB3 2562 37 15 26812865 26812865 Missense_Mutation SNP A G 4 230 c.698T>C c.(697-699)CTG>CCG p.L233P

Pat_27 Post-Resistance CYP19A1 1588 37 15 51507941 51507941 Missense_Mutation SNP C T 21 450 c.817G>A c.(817-819)GAA>AAA p.E273K

Pat_27 Post-Resistance SCG3 29106 37 15 51991527 51991527 Missense_Mutation SNP G A 16 330 c.997G>A c.(997-999)GAA>AAA p.E333K

Pat_27 Post-Resistance ONECUT1 3175 37 15 53049970 53049970 Missense_Mutation SNP C T 9 495 c.1180G>A c.(1180-1182)GAT>AAT p.D394N

Pat_27 Post-Resistance CILP 8483 37 15 65489992 65489992 Missense_Mutation SNP T C 8 174 c.2632A>G c.(2632-2634)ATG>GTG p.M878V

Pat_27 Post-Resistance PTPN9 5780 37 15 75798062 75798062 Missense_Mutation SNP C T 5 326 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_27 Post-Resistance TBC1D2B 23102 37 15 78290635 78290635 Missense_Mutation SNP C T 5 50 c.2759G>A c.(2758-2760)CGA>CAA p.R920Q

Pat_27 Post-Resistance CTSH 1512 37 15 79228060 79228060 Missense_Mutation SNP C A 4 135 c.226G>T c.(226-228)GCT>TCT p.A76S

Pat_27 Post-Resistance NAGPA 51172 37 16 5083691 5083691 Missense_Mutation SNP C T 3 36 c.125G>A c.(124-126)CGC>CAC p.R42H

Pat_27 Post-Resistance SLC6A2 6530 37 16 55730201 55730201 Nonsense_Mutation SNP G A 7 492 c.1212G>A c.(1210-1212)TGG>TGA p.W404*

Pat_27 Post-Resistance HYDIN 54768 37 16 71218803 71218803 Missense_Mutation SNP C T 8 375 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_27 Post-Resistance WDR59 79726 37 16 74908231 74908231 Missense_Mutation SNP G A 8 195 c.2801C>T c.(2800-2802)TCG>TTG p.S934L

Pat_27 Post-Resistance MBTPS1 8720 37 16 84092910 84092910 Missense_Mutation SNP G A 7 221 c.2828C>T c.(2827-2829)CCC>CTC p.P943L

Pat_27 Post-Resistance KRT15 3866 37 17 39672221 39672221 Missense_Mutation SNP C T 16 648 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_27 Post-Resistance KRT9 3857 37 17 39727668 39727668 Missense_Mutation SNP C T 8 284 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_27 Post-Resistance BZRAP1 9256 37 17 56389844 56389844 Missense_Mutation SNP G A 7 261 c.2338C>T c.(2338-2340)CCA>TCA p.P780S

Pat_27 Post-Resistance INTS2 57508 37 17 59955305 59955305 Missense_Mutation SNP C G 15 248 c.2423G>C c.(2422-2424)AGA>ACA p.R808T

Pat_27 Post-Resistance MED13 9969 37 17 60088115 60088115 Missense_Mutation SNP G C 5 153 c.1763C>G c.(1762-1764)CCT>CGT p.P588R

Pat_27 Post-Resistance B3GNTL1 146712 37 17 80963044 80963044 Missense_Mutation SNP C T 5 261 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_27 Post-Resistance POTEC 388468 37 18 14542773 14542773 Missense_Mutation SNP C T 6 317 c.373G>A c.(373-375)GAC>AAC p.D125N

Pat_27 Post-Resistance DSG3 1830 37 18 29041340 29041340 Missense_Mutation SNP C T 7 235 c.964C>T c.(964-966)CCT>TCT p.P322S

Pat_27 Post-Resistance DCC 1630 37 18 50278595 50278595 Missense_Mutation SNP G A 8 211 c.263G>A c.(262-264)AGG>AAG p.R88K

Pat_27 Post-Resistance DCC 1630 37 18 50994312 50994312 Missense_Mutation SNP C T 14 217 c.3668C>T c.(3667-3669)TCG>TTG p.S1223L

Pat_27 Post-Resistance TCF4 6925 37 18 52942893 52942894 Missense_Mutation DNP GG AA 18 829 c.745_746CC>TT c.(745-747)CCA>TTA p.P249L

Pat_27 Post-Resistance CD226 10666 37 18 67563144 67563144 Missense_Mutation SNP C T 9 174 c.520G>A c.(520-522)GAC>AAC p.D174N

Pat_27 Post-Resistance PTPRS 5802 37 19 5212059 5212059 Missense_Mutation SNP C T 4 123 c.4972G>A c.(4972-4974)GCA>ACA p.A1658T

Pat_27 Post-Resistance SAFB 6294 37 19 5667829 5667829 Splice_Site SNP A G 4 145 c.2552_splice c.e20-2 p.G851_splice

Pat_27 Post-Resistance TIMM44 10469 37 19 7999041 7999041 Missense_Mutation SNP G A 8 403 c.476C>T c.(475-477)TCG>TTG p.S159L



Pat_27 Post-Resistance MUC16 94025 37 19 9074278 9074278 Nonsense_Mutation SNP G A 18 289 c.13168C>T c.(13168-13170)CAA>TAA p.Q4390*

Pat_27 Post-Resistance ZNF559 84527 37 19 9452810 9452810 Missense_Mutation SNP T C 3 112 c.683T>C c.(682-684)CTT>CCT p.L228P

Pat_27 Post-Resistance SYCE2 256126 37 19 13011390 13011390 Missense_Mutation SNP C T 12 157 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_27 Post-Resistance LPHN1 22859 37 19 14294372 14294372 Missense_Mutation SNP C T 3 36 c.43G>A c.(43-45)GCC>ACC p.A15T

Pat_27 Post-Resistance NOTCH3 4854 37 19 15297763 15297763 Missense_Mutation SNP C G 9 141 c.1877G>C c.(1876-1878)AGC>ACC p.S626T

Pat_27 Post-Resistance OR10H5 284433 37 19 15905382 15905382 Missense_Mutation SNP A C 13 202 c.524A>C c.(523-525)CAC>CCC p.H175P

Pat_27 Post-Resistance OR10H5 284433 37 19 15905384 15905384 Missense_Mutation SNP C T 13 203 c.526C>T c.(526-528)CAT>TAT p.H176Y

Pat_27 Post-Resistance GATAD2A 54815 37 19 19616218 19616218 Nonsense_Mutation SNP C T 30 531 c.1837C>T c.(1837-1839)CAG>TAG p.Q613*

Pat_27 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 8 395 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_27 Post-Resistance SUPT5H 6829 37 19 39949676 39949676 Missense_Mutation SNP T C 16 571 c.421T>C c.(421-423)TAC>CAC p.Y141H

Pat_27 Post-Resistance FCGBP 8857 37 19 40364210 40364210 Missense_Mutation SNP G A 12 95 c.14432C>T c.(14431-14433)CCT>CTT p.P4811L

Pat_27 Post-Resistance CEACAM20 125931 37 19 45024526 45024526 Missense_Mutation SNP G A 4 143 c.1012C>T c.(1012-1014)CTT>TTT p.L338F

Pat_27 Post-Resistance NLRP7 199713 37 19 55445975 55445975 Missense_Mutation SNP G T 3 71 c.2353C>A c.(2353-2355)CTC>ATC p.L785I

Pat_27 Post-Resistance MSGN1 343930 37 2 17998003 17998003 Missense_Mutation SNP G A 12 192 c.218G>A c.(217-219)GGG>GAG p.G73E

Pat_27 Post-Resistance PUM2 23369 37 2 20478445 20478445 Missense_Mutation SNP G A 12 228 c.1856C>T c.(1855-1857)CCA>CTA p.P619L

Pat_27 Post-Resistance GKN1 56287 37 2 69204869 69204869 Missense_Mutation SNP G A 13 338 c.209G>A c.(208-210)GGA>GAA p.G70E

Pat_27 Post-Resistance EDAR 10913 37 2 109546605 109546605 Missense_Mutation SNP G A 4 135 c.145C>T c.(145-147)CCG>TCG p.P49S

Pat_27 Post-Resistance YSK4 80122 37 2 135741376 135741376 Missense_Mutation SNP C T 8 173 c.3092G>A c.(3091-3093)AGG>AAG p.R1031K

Pat_27 Post-Resistance PLA2R1 22925 37 2 160876756 160876756 Nonsense_Mutation SNP C T 6 154 c.1313G>A c.(1312-1314)TGG>TAG p.W438*

Pat_27 Post-Resistance XIRP2 129446 37 2 168098359 168098359 Missense_Mutation SNP C T 8 335 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_27 Post-Resistance KLHL23 151230 37 2 170591997 170591997 Missense_Mutation SNP C T 6 220 c.473C>T c.(472-474)TCT>TTT p.S158F

Pat_27 Post-Resistance TTN 7273 37 2 179610734 179610734 Missense_Mutation SNP G A 30 603 c.16393C>T c.(16393-16395)CGG>TGG p.R5465W

Pat_27 Post-Resistance ITGA4 3676 37 2 182399598 182399598 Missense_Mutation SNP T A 6 175 c.2939T>A c.(2938-2940)ATT>AAT p.I980N

Pat_27 Post-Resistance COL5A2 1290 37 2 189916194 189916194 Missense_Mutation SNP G A 4 44 c.2783C>T c.(2782-2784)CCT>CTT p.P928L

Pat_27 Post-Resistance MSTN 2660 37 2 190922273 190922273 Missense_Mutation SNP C T 5 306 c.839G>A c.(838-840)CGA>CAA p.R280Q

Pat_27 Post-Resistance SPEG 10290 37 2 220355223 220355223 Missense_Mutation SNP G A 3 117 c.9014G>A c.(9013-9015)CGG>CAG p.R3005Q

Pat_27 Post-Resistance UGT1A9 54600 37 2 234580881 234580881 Missense_Mutation SNP C A 17 293 c.301C>A c.(301-303)CAA>AAA p.Q101K

Pat_27 Post-Resistance WFDC8 90199 37 20 44187548 44187548 Missense_Mutation SNP C T 10 391 c.220G>A c.(220-222)GAA>AAA p.E74K

Pat_27 Post-Resistance CDH4 1002 37 20 60427833 60427833 Missense_Mutation SNP G A 8 209 c.756G>A c.(754-756)ATG>ATA p.M252I

Pat_27 Post-Resistance LAMA5 3911 37 20 60887335 60887335 Missense_Mutation SNP A G 3 46 c.9398T>C c.(9397-9399)CTT>CCT p.L3133P

Pat_27 Post-Resistance TMPRSS15 5651 37 21 19701534 19701534 Missense_Mutation SNP C T 11 143 c.1732G>A c.(1732-1734)GAT>AAT p.D578N

Pat_27 Post-Resistance KRTAP21-2 337978 37 21 32119361 32119361 Missense_Mutation SNP C T 24 803 c.160G>A c.(160-162)GGC>AGC p.G54S

Pat_27 Post-Resistance TTC3 7267 37 21 38568217 38568217 Missense_Mutation SNP C T 12 99 c.5459C>T c.(5458-5460)CCT>CTT p.P1820L

Pat_27 Post-Resistance SH3BGR 6450 37 21 40883652 40883652 Missense_Mutation SNP G A 6 186 c.670G>A c.(670-672)GAG>AAG p.E224K

Pat_27 Post-Resistance KRTAP10-10 353333 37 21 46058017 46058017 Missense_Mutation SNP C T 27 477 c.683C>T c.(682-684)TCC>TTC p.S228F

Pat_27 Post-Resistance SGSM1 129049 37 22 25301100 25301100 Missense_Mutation SNP T C 38 685 c.2929T>C c.(2929-2931)TAT>CAT p.Y977H

Pat_27 Post-Resistance TUBGCP6 85378 37 22 50678729 50678729 Missense_Mutation SNP G A 4 99 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_27 Post-Resistance FGD5 152273 37 3 14862841 14862841 Missense_Mutation SNP C T 12 843 c.2263C>T c.(2263-2265)CCC>TCC p.P755S

Pat_27 Post-Resistance LAMB2 3913 37 3 49163829 49163829 Missense_Mutation SNP G A 9 231 c.2120C>T c.(2119-2121)CCC>CTC p.P707L

Pat_27 Post-Resistance IMPG2 50939 37 3 100949808 100949808 Missense_Mutation SNP G A 14 167 c.3415C>T c.(3415-3417)CCC>TCC p.P1139S

Pat_27 Post-Resistance IMPG2 50939 37 3 100949844 100949844 Missense_Mutation SNP G A 24 354 c.3379C>T c.(3379-3381)CTT>TTT p.L1127F

Pat_27 Post-Resistance IFT122 55764 37 3 129233345 129233345 Missense_Mutation SNP C T 21 520 c.3101C>T c.(3100-3102)TCC>TTC p.S1034F

Pat_27 Post-Resistance MRPL3 11222 37 3 131188584 131188584 Missense_Mutation SNP G A 7 200 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_27 Post-Resistance AADACL2 344752 37 3 151475197 151475197 Missense_Mutation SNP G A 11 387 c.1021G>A c.(1021-1023)GAT>AAT p.D341N

Pat_27 Post-Resistance MAP3K13 9175 37 3 185169106 185169106 Missense_Mutation SNP C T 7 265 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_27 Post-Resistance MUC4 4585 37 3 195480096 195480096 Missense_Mutation SNP C T 8 279 c.14950G>A c.(14950-14952)GGG>AGG p.G4984R

Pat_27 Post-Resistance LMLN 89782 37 3 197762807 197762807 Nonsense_Mutation SNP G A 21 379 c.1760G>A c.(1759-1761)TGG>TAG p.W587*



Pat_27 Post-Resistance RGS12 6002 37 4 3415805 3415805 Missense_Mutation SNP C T 4 44 c.2027C>T c.(2026-2028)ACG>ATG p.T676M

Pat_27 Post-Resistance DRD5 1816 37 4 9784941 9784941 Missense_Mutation SNP G A 9 219 c.1288G>A c.(1288-1290)GAG>AAG p.E430K

Pat_27 Post-Resistance KLHL8 57563 37 4 88106672 88106672 Missense_Mutation SNP G A 20 431 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_27 Post-Resistance FAM13A 10144 37 4 89772207 89772207 Missense_Mutation SNP G A 16 471 c.971C>T c.(970-972)TCA>TTA p.S324L

Pat_27 Post-Resistance ADH1A 124 37 4 100203562 100203562 Missense_Mutation SNP C T 30 754 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_27 Post-Resistance CENPE 1062 37 4 104059536 104059536 Missense_Mutation SNP C T 10 344 c.6275G>A c.(6274-6276)AGC>AAC p.S2092N

Pat_27 Post-Resistance ANK2 287 37 4 114275112 114275112 Missense_Mutation SNP G A 27 540 c.5338G>A c.(5338-5340)GAA>AAA p.E1780K

Pat_27 Post-Resistance GUCY1A3 2982 37 4 156634496 156634496 Missense_Mutation SNP G A 7 161 c.1333G>A c.(1333-1335)GAG>AAG p.E445K

Pat_27 Post-Resistance GRIA2 2891 37 4 158284132 158284132 Missense_Mutation SNP C T 7 457 c.2588C>T c.(2587-2589)TCA>TTA p.S863L

Pat_27 Post-Resistance AGXT2 64902 37 5 35040718 35040718 Missense_Mutation SNP T C 32 421 c.139A>G c.(139-141)AGA>GGA p.R47G

Pat_27 Post-Resistance NIPBL 25836 37 5 37008807 37008807 Missense_Mutation SNP G A 6 285 c.4403G>A c.(4402-4404)AGG>AAG p.R1468K

Pat_27 Post-Resistance HCN1 348980 37 5 45262838 45262838 Missense_Mutation SNP C T 9 219 c.1858G>A c.(1858-1860)GAA>AAA p.E620K

Pat_27 Post-Resistance IL6ST 3572 37 5 55250646 55250646 Missense_Mutation SNP T C 30 268 c.1442A>G c.(1441-1443)TAT>TGT p.Y481C

Pat_27 Post-Resistance NDUFAF2 91942 37 5 60369011 60369011 Missense_Mutation SNP G A 7 247 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_27 Post-Resistance ZFYVE16 9765 37 5 79732983 79732983 Missense_Mutation SNP C T 23 283 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_27 Post-Resistance FAM170A 340069 37 5 118970375 118970375 Missense_Mutation SNP G A 8 260 c.932G>A c.(931-933)AGG>AAG p.R311K

Pat_27 Post-Resistance SLC27A6 28965 37 5 128368799 128368799 Missense_Mutation SNP G A 8 122 c.1684G>A c.(1684-1686)GAA>AAA p.E562K

Pat_27 Post-Resistance PCDHA11 56138 37 5 140250222 140250222 Missense_Mutation SNP G A 36 544 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_27 Post-Resistance PCDHAC1 56135 37 5 140308884 140308884 Missense_Mutation SNP G A 24 610 c.2407G>A c.(2407-2409)GGG>AGG p.G803R

Pat_27 Post-Resistance KIF4B 285643 37 5 154394186 154394186 Missense_Mutation SNP G A 8 238 c.767G>A c.(766-768)CGT>CAT p.R256H

Pat_27 Post-Resistance CYFIP2 26999 37 5 156819976 156819976 Missense_Mutation SNP C T 7 211 c.3730C>T c.(3730-3732)CCC>TCC p.P1244S

Pat_27 Post-Resistance LTC4S 4056 37 5 179222612 179222612 Missense_Mutation SNP C T 4 150 c.86C>T c.(85-87)GCG>GTG p.A29V

Pat_27 Post-Resistance CCDC90A 63933 37 6 13807199 13807199 Missense_Mutation SNP A C 7 424 c.493T>G c.(493-495)TAC>GAC p.Y165D

Pat_27 Post-Resistance NOTCH4 4855 37 6 32188985 32188985 Missense_Mutation SNP G T 4 115 c.569C>A c.(568-570)GCC>GAC p.A190D

Pat_27 Post-Resistance COL11A2 1302 37 6 33137210 33137210 Missense_Mutation SNP G A 4 89 c.3748C>T c.(3748-3750)CCA>TCA p.P1250S

Pat_27 Post-Resistance RNF8 9025 37 6 37348960 37348960 Missense_Mutation SNP C T 14 529 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_27 Post-Resistance UBR2 23304 37 6 42620241 42620241 Missense_Mutation SNP C A 32 713 c.2627C>A c.(2626-2628)CCG>CAG p.P876Q

Pat_27 Post-Resistance TINAG 27283 37 6 54212284 54212284 Missense_Mutation SNP G A 7 240 c.868G>A c.(868-870)GAT>AAT p.D290N

Pat_27 Post-Resistance DSE 29940 37 6 116757093 116757093 Missense_Mutation SNP C T 5 191 c.1462C>T c.(1462-1464)CCA>TCA p.P488S

Pat_27 Post-Resistance NCF1 653361 37 7 74193613 74193613 Nonsense_Mutation SNP G A 6 160 c.240G>A c.(238-240)TGG>TGA p.W80*

Pat_27 Post-Resistance PCLO 27445 37 7 82430897 82430897 Missense_Mutation SNP C T 12 136 c.14944G>A c.(14944-14946)GGA>AGA p.G4982R

Pat_27 Post-Resistance TRRAP 8295 37 7 98563436 98563436 Missense_Mutation SNP C T 20 226 c.7073C>T c.(7072-7074)TCA>TTA p.S2358L

Pat_27 Post-Resistance RELN 5649 37 7 103294556 103294556 Missense_Mutation SNP G A 10 285 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_27 Post-Resistance SRPK2 6733 37 7 104809704 104809704 Missense_Mutation SNP G A 7 131 c.205C>T c.(205-207)CAT>TAT p.H69Y

Pat_27 Post-Resistance CADPS2 93664 37 7 122091475 122091475 Missense_Mutation SNP T C 11 101 c.2241A>G c.(2239-2241)ATA>ATG p.I747M

Pat_27 Post-Resistance SVOPL 136306 37 7 138333801 138333801 Missense_Mutation SNP G A 16 161 c.616C>T c.(616-618)CGC>TGC p.R206C

Pat_27 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 19 219 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_27 Post-Resistance MGAM 8972 37 7 141799414 141799414 Missense_Mutation SNP G T 19 403 c.5063G>T c.(5062-5064)GGT>GTT p.G1688V

Pat_27 Post-Resistance KRBA1 84626 37 7 149420968 149420968 Missense_Mutation SNP A G 3 85 c.916A>G c.(916-918)AGG>GGG p.R306G

Pat_27 Post-Resistance C8orf79 57604 37 8 12879537 12879537 Missense_Mutation SNP A G 3 67 c.1349A>G c.(1348-1350)AAG>AGG p.K450R

Pat_27 Post-Resistance ADAM7 8756 37 8 24358371 24358371 Missense_Mutation SNP C T 16 432 c.2071C>T c.(2071-2073)CGT>TGT p.R691C

Pat_27 Post-Resistance STAR 6770 37 8 38003511 38003511 Missense_Mutation SNP C T 7 201 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_27 Post-Resistance SLC20A2 6575 37 8 42302247 42302247 Missense_Mutation SNP G A 4 99 c.647C>T c.(646-648)GCC>GTC p.A216V

Pat_27 Post-Resistance RB1CC1 9821 37 8 53570221 53570221 Missense_Mutation SNP G A 6 136 c.2168C>T c.(2167-2169)TCA>TTA p.S723L

Pat_27 Post-Resistance ZFHX4 79776 37 8 77690475 77690475 Missense_Mutation SNP C T 8 444 c.3047C>T c.(3046-3048)CCC>CTC p.P1016L

Pat_27 Post-Resistance FAM83H 286077 37 8 144811394 144811394 Nonsense_Mutation SNP C A 19 386 c.547G>T c.(547-549)GAG>TAG p.E183*

Pat_27 Post-Resistance FREM1 158326 37 9 14770666 14770666 Missense_Mutation SNP C T 5 167 c.4996G>A c.(4996-4998)GAT>AAT p.D1666N



Pat_27 Post-Resistance TOMM5 401505 37 9 37592527 37592527 Missense_Mutation SNP C G 10 246 c.3G>C c.(1-3)ATG>ATC p.M1I

Pat_27 Post-Resistance TRPM6 140803 37 9 77377950 77377950 Missense_Mutation SNP C T 7 189 c.3637G>A c.(3637-3639)GAT>AAT p.D1213N

Pat_27 Post-Resistance IKBKAP 8518 37 9 111692162 111692162 Missense_Mutation SNP G A 9 244 c.190C>T c.(190-192)CCA>TCA p.P64S

Pat_27 Post-Resistance C9orf172 389813 37 9 139740328 139740328 Missense_Mutation SNP C T 3 24 c.1462C>T c.(1462-1464)CGG>TGG p.R488W

Pat_27 Post-Resistance C9orf172 389813 37 9 139740331 139740331 Missense_Mutation SNP C T 3 22 c.1465C>T c.(1465-1467)CGC>TGC p.R489C

Pat_27 Post-Resistance C9orf173 441476 37 9 140146901 140146901 Missense_Mutation SNP G A 3 41 c.413G>A c.(412-414)CGC>CAC p.R138H

Pat_27 Post-Resistance RBM10 8241 37 X 47030582 47030582 Missense_Mutation SNP G T 6 67 c.357G>T c.(355-357)GAG>GAT p.E119D

Pat_27 Post-Resistance PSMD10 5716 37 X 107331082 107331082 Missense_Mutation SNP T C 14 200 c.361A>G c.(361-363)ATC>GTC p.I121V

Pat_27 Post-Resistance GLUD2 2747 37 X 120183130 120183130 Missense_Mutation SNP G A 14 172 c.1592G>A c.(1591-1593)GGA>GAA p.G531E

Pat_28 Post-Resistance TNFRSF18 8784 37 1 1139283 1139284 Missense_Mutation DNP CC TT 3 6 c.666_667GG>AAc.(664-669)GAGGAA>GAAAAA p.E223K

Pat_28 Post-Resistance PLCH2 9651 37 1 2418756 2418756 Missense_Mutation SNP C T 14 26 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_28 Post-Resistance TAS1R1 80835 37 1 6631144 6631144 Missense_Mutation SNP G A 82 102 c.367G>A c.(367-369)GGG>AGG p.G123R

Pat_28 Post-Resistance ERRFI1 54206 37 1 8073403 8073403 Missense_Mutation SNP C T 35 59 c.1256G>A c.(1255-1257)GGA>GAA p.G419E

Pat_28 Post-Resistance RERE 473 37 1 8421339 8421339 Missense_Mutation SNP G A 6 12 c.2228C>T c.(2227-2229)GCT>GTT p.A743V

Pat_28 Post-Resistance SLC2A7 155184 37 1 9064917 9064917 Missense_Mutation SNP C T 10 7 c.1214G>A c.(1213-1215)AGG>AAG p.R405K

Pat_28 Post-Resistance KIF1B 23095 37 1 10356973 10356973 Missense_Mutation SNP G A 31 62 c.1880G>A c.(1879-1881)GGT>GAT p.G627D

Pat_28 Post-Resistance MASP2 10747 37 1 11097851 11097851 Missense_Mutation SNP G A 21 50 c.907C>T c.(907-909)CCG>TCG p.P303S

Pat_28 Post-Resistance PRAMEF1 65121 37 1 12856047 12856047 Missense_Mutation SNP G A 100 473 c.1327G>A c.(1327-1329)GAA>AAA p.E443K

Pat_28 Post-Resistance SPEN 23013 37 1 16199603 16199603 Missense_Mutation SNP G A 24 40 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_28 Post-Resistance ARHGEF19 128272 37 1 16528277 16528277 Missense_Mutation SNP C T 9 22 c.2146G>A c.(2146-2148)GAT>AAT p.D716N

Pat_28 Post-Resistance ARHGEF19 128272 37 1 16534552 16534552 Missense_Mutation SNP C T 12 24 c.581G>A c.(580-582)AGG>AAG p.R194K

Pat_28 Post-Resistance NBPF1 55672 37 1 16895655 16895655 Missense_Mutation SNP G A 17 369 c.2527C>T c.(2527-2529)CCT>TCT p.P843S

Pat_28 Post-Resistance MFAP2 4237 37 1 17304762 17304762 Missense_Mutation SNP C T 5 5 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_28 Post-Resistance TAS1R2 80834 37 1 19186064 19186064 Missense_Mutation SNP C A 36 46 c.91G>T c.(91-93)GGG>TGG p.G31W

Pat_28 Post-Resistance UBR4 23352 37 1 19412751 19412752 Missense_Mutation DNP GG AA 45 46 c.14700_14701CC>TTc.(14698-14703)GGCCGG>GGTTGGp.R4901W

Pat_28 Post-Resistance AKR7L 246181 37 1 19593864 19593864 Missense_Mutation SNP G A 23 25 c.926C>T c.(925-927)CCG>CTG p.P309L

Pat_28 Post-Resistance ALPL 249 37 1 21902301 21902301 Missense_Mutation SNP C T 84 128 c.1073C>T c.(1072-1074)GCC>GTC p.A358V

Pat_28 Post-Resistance ARID1A 8289 37 1 27099036 27099036 Missense_Mutation SNP G A 34 50 c.3452G>A c.(3451-3453)AGC>AAC p.S1151N

Pat_28 Post-Resistance WDTC1 23038 37 1 27631583 27631583 Missense_Mutation SNP G A 35 35 c.1735G>A c.(1735-1737)GAT>AAT p.D579N

Pat_28 Post-Resistance OPRD1 4985 37 1 29185531 29185531 Missense_Mutation SNP C T 60 99 c.293C>T c.(292-294)GCC>GTC p.A98V

Pat_28 Post-Resistance TINAGL1 64129 37 1 32049085 32049085 Missense_Mutation SNP C T 9 4 c.491C>T c.(490-492)GCC>GTC p.A164V

Pat_28 Post-Resistance TXLNA 200081 37 1 32646870 32646870 Missense_Mutation SNP G A 17 5 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_28 Post-Resistance PHC2 1912 37 1 33799887 33799887 Missense_Mutation SNP C T 43 16 c.1562G>A c.(1561-1563)GGG>GAG p.G521E

Pat_28 Post-Resistance CSMD2 114784 37 1 34174694 34174694 Missense_Mutation SNP G A 51 24 c.3451C>T c.(3451-3453)CTC>TTC p.L1151F

Pat_28 Post-Resistance KIAA0319L 79932 37 1 35972665 35972665 Missense_Mutation SNP G A 56 19 c.214C>T c.(214-216)CAC>TAC p.H72Y

Pat_28 Post-Resistance MKNK1 8569 37 1 47034147 47034147 Missense_Mutation SNP G A 46 96 c.640C>T c.(640-642)CCA>TCA p.P214S

Pat_28 Post-Resistance CYP4B1 1580 37 1 47279153 47279153 Splice_Site SNP G A 19 56 c.496_splice c.e5-1 p.D166_splice

Pat_28 Post-Resistance PDE4B 5142 37 1 66838245 66838245 Missense_Mutation SNP C T 21 4 c.2095C>T c.(2095-2097)CAC>TAC p.H699Y

Pat_28 Post-Resistance SGIP1 84251 37 1 67142777 67142777 Missense_Mutation SNP G A 41 16 c.737G>A c.(736-738)GGA>GAA p.G246E

Pat_28 Post-Resistance SGIP1 84251 37 1 67185024 67185024 Missense_Mutation SNP C T 35 11 c.1678C>T c.(1678-1680)CTC>TTC p.L560F

Pat_28 Post-Resistance ANKRD13C 81573 37 1 70766452 70766452 Missense_Mutation SNP G A 12 2 c.916C>T c.(916-918)CAT>TAT p.H306Y

Pat_28 Post-Resistance HIAT1 64645 37 1 100547727 100547727 Missense_Mutation SNP G A 17 8 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_28 Post-Resistance KIAA1324 57535 37 1 109741221 109741221 Missense_Mutation SNP G A 20 9 c.2426G>A c.(2425-2427)AGT>AAT p.S809N

Pat_28 Post-Resistance PROK1 84432 37 1 110998950 110998950 Missense_Mutation SNP G A 19 6 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_28 Post-Resistance CSDE1 7812 37 1 115261341 115261341 Missense_Mutation SNP G A 38 16 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_28 Post-Resistance CD2 914 37 1 117311211 117311211 Missense_Mutation SNP C T 24 114 c.862C>T c.(862-864)CAT>TAT p.H288Y

Pat_28 Post-Resistance CD2 914 37 1 117311310 117311310 Missense_Mutation SNP C T 89 289 c.961C>T c.(961-963)CAC>TAC p.H321Y



Pat_28 Post-Resistance MAN1A2 10905 37 1 118035827 118035827 Nonsense_Mutation SNP G A 51 257 c.1227G>A c.(1225-1227)TGG>TGA p.W409*

Pat_28 Post-Resistance SPAG17 200162 37 1 118634562 118634562 Missense_Mutation SNP G A 130 584 c.1237C>T c.(1237-1239)CCA>TCA p.P413S

Pat_28 Post-Resistance TBX15 6913 37 1 119427795 119427795 Missense_Mutation SNP G A 38 257 c.1051C>T c.(1051-1053)CCT>TCT p.P351S

Pat_28 Post-Resistance NOTCH2 4853 37 1 120463021 120463021 Splice_Site SNP C T 31 373 c.5311_splice c.e30-1 p.A1771_splice

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144855760 144855760 Missense_Mutation SNP G A 9 146 c.6793C>T c.(6793-6795)CCT>TCT p.P2265S

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144857675 144857675 Missense_Mutation SNP C T 55 561 c.6379G>A c.(6379-6381)GTC>ATC p.V2127I

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144864232 144864232 Missense_Mutation SNP C T 30 550 c.5863G>A c.(5863-5865)GTG>ATG p.V1955M

Pat_28 Post-Resistance PDE4DIP 9659 37 1 145016012 145016012 Splice_Site SNP C T 13 368 c.77_splice c.e3-1 p.A26_splice

Pat_28 Post-Resistance HFE2 148738 37 1 145416623 145416623 Missense_Mutation SNP C T 39 35 c.968C>T c.(967-969)CCA>CTA p.P323L

Pat_28 Post-Resistance BCL9 607 37 1 147096332 147096332 Missense_Mutation SNP G A 21 59 c.3853G>A c.(3853-3855)GGA>AGA p.G1285R

Pat_28 Post-Resistance ADAMTSL4 54507 37 1 150526233 150526233 Nonsense_Mutation SNP C T 22 42 c.766C>T c.(766-768)CAG>TAG p.Q256*

Pat_28 Post-Resistance BNIPL 149428 37 1 151018642 151018642 Splice_Site SNP G A 18 46 c.1037_splice c.e9+1 p.Q346_splice

Pat_28 Post-Resistance POGZ 23126 37 1 151400368 151400368 Missense_Mutation SNP C T 21 39 c.1009G>A c.(1009-1011)GTG>ATG p.V337M

Pat_28 Post-Resistance LINGO4 339398 37 1 151773616 151773616 Missense_Mutation SNP G A 43 107 c.1565C>T c.(1564-1566)CCA>CTA p.P522L

Pat_28 Post-Resistance RPTN 126638 37 1 152128157 152128157 Missense_Mutation SNP G A 232 606 c.1418C>T c.(1417-1419)TCC>TTC p.S473F

Pat_28 Post-Resistance FLG 2312 37 1 152284826 152284826 Missense_Mutation SNP C T 189 520 c.2536G>A c.(2536-2538)GGG>AGG p.G846R

Pat_28 Post-Resistance S100A6 6277 37 1 153507231 153507231 Missense_Mutation SNP C T 32 70 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_28 Post-Resistance SLC27A3 11000 37 1 153751029 153751029 Missense_Mutation SNP G A 41 115 c.1588G>A c.(1588-1590)GGT>AGT p.G530S

Pat_28 Post-Resistance GATAD2B 57459 37 1 153792200 153792200 Missense_Mutation SNP C T 35 94 c.347G>A c.(346-348)CGA>CAA p.R116Q

Pat_28 Post-Resistance ATP8B2 57198 37 1 154315633 154315633 Missense_Mutation SNP G A 27 89 c.1597G>A c.(1597-1599)GTC>ATC p.V533I

Pat_28 Post-Resistance GBAP1 2630 37 1 155188242 155188242 Missense_Mutation SNP C T 118 351 c.56G>A c.(55-57)AGC>AAC p.S19N

Pat_28 Post-Resistance GON4L 54856 37 1 155742957 155742957 Missense_Mutation SNP C T 35 127 c.2395G>A c.(2395-2397)GCC>ACC p.A799T

Pat_28 Post-Resistance C1orf85 112770 37 1 156263364 156263364 Missense_Mutation SNP C T 19 66 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_28 Post-Resistance GPATCH4 54865 37 1 156567856 156567856 Missense_Mutation SNP G A 43 177 c.319C>T c.(319-321)CCC>TCC p.P107S

Pat_28 Post-Resistance ARHGEF11 9826 37 1 156907216 156907216 Missense_Mutation SNP C T 12 36 c.4145G>A c.(4144-4146)AGC>AAC p.S1382N

Pat_28 Post-Resistance OR10J3 441911 37 1 159283647 159283647 Missense_Mutation SNP G A 41 91 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_28 Post-Resistance COPA 1314 37 1 160265603 160265603 Missense_Mutation SNP G C 96 94 c.2399C>G c.(2398-2400)CCT>CGT p.P800R

Pat_28 Post-Resistance SLAMF7 57823 37 1 160718023 160718023 Missense_Mutation SNP C T 26 59 c.95C>T c.(94-96)TCC>TTC p.S32F

Pat_28 Post-Resistance SLAMF7 57823 37 1 160722024 160722024 Missense_Mutation SNP G A 22 43 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_28 Post-Resistance LY9 4063 37 1 160784219 160784219 Missense_Mutation SNP C T 30 31 c.740C>T c.(739-741)GCC>GTC p.A247V

Pat_28 Post-Resistance C1orf192 257177 37 1 161334780 161334780 Missense_Mutation SNP C T 29 82 c.509G>A c.(508-510)GGT>GAT p.G170D

Pat_28 Post-Resistance HSPA6 3310 37 1 161495508 161495508 Missense_Mutation SNP G A 14 27 c.1060G>A c.(1060-1062)GAC>AAC p.D354N

Pat_28 Post-Resistance CD247 919 37 1 167408600 167408600 Missense_Mutation SNP C T 35 88 c.200G>A c.(199-201)GGC>GAC p.G67D

Pat_28 Post-Resistance FMO2 2327 37 1 171165914 171165914 Missense_Mutation SNP C T 100 70 c.448C>T c.(448-450)CAC>TAC p.H150Y

Pat_28 Post-Resistance KLHL20 27252 37 1 173726202 173726202 Missense_Mutation SNP G A 87 169 c.1055G>A c.(1054-1056)AGC>AAC p.S352N

Pat_28 Post-Resistance DARS2 55157 37 1 173807354 173807354 Missense_Mutation SNP G A 99 86 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_28 Post-Resistance ABL2 27 37 1 179077325 179077325 Missense_Mutation SNP G T 42 110 c.3077C>A c.(3076-3078)GCT>GAT p.A1026D

Pat_28 Post-Resistance XPR1 9213 37 1 180775291 180775291 Missense_Mutation SNP G C 64 149 c.541G>C c.(541-543)GAG>CAG p.E181Q

Pat_28 Post-Resistance DHX9 1660 37 1 182856439 182856439 Missense_Mutation SNP G A 20 35 c.3683G>A c.(3682-3684)GGC>GAC p.G1228D

Pat_28 Post-Resistance LAMC2 3918 37 1 183209211 183209211 Missense_Mutation SNP G A 25 93 c.3106G>A c.(3106-3108)GCA>ACA p.A1036T

Pat_28 Post-Resistance PRG4 10216 37 1 186277792 186277792 Missense_Mutation SNP C T 76 195 c.2941C>T c.(2941-2943)CTT>TTT p.L981F

Pat_28 Post-Resistance TPR 7175 37 1 186321233 186321233 Missense_Mutation SNP C T 25 65 c.2344G>A c.(2344-2346)GAA>AAA p.E782K

Pat_28 Post-Resistance TPR 7175 37 1 186329026 186329026 Missense_Mutation SNP C T 32 101 c.1294G>A c.(1294-1296)GCC>ACC p.A432T

Pat_28 Post-Resistance FAM5C 339479 37 1 190068128 190068128 Missense_Mutation SNP A C 25 17 c.1321T>G c.(1321-1323)TGC>GGC p.C441G

Pat_28 Post-Resistance F13B 2165 37 1 197024887 197024887 Missense_Mutation SNP G A 75 213 c.1312C>T c.(1312-1314)CGT>TGT p.R438C

Pat_28 Post-Resistance DENND1B 163486 37 1 197479747 197479747 Missense_Mutation SNP G A 53 121 c.2111C>T c.(2110-2112)TCG>TTG p.S704L

Pat_28 Post-Resistance PPFIA4 8497 37 1 203015116 203015116 Splice_Site SNP G A 100 192 c.1446_splice c.e12+1 p.Q482_splice



Pat_28 Post-Resistance CHIT1 1118 37 1 203186259 203186259 Missense_Mutation SNP G A 9 46 c.1159C>T c.(1159-1161)CTT>TTT p.L387F

Pat_28 Post-Resistance LAX1 54900 37 1 203743784 203743784 Missense_Mutation SNP G A 14 51 c.1172G>A c.(1171-1173)GGC>GAC p.G391D

Pat_28 Post-Resistance LRRN2 10446 37 1 204587559 204587559 Missense_Mutation SNP G A 9 25 c.1562C>T c.(1561-1563)CCA>CTA p.P521L

Pat_28 Post-Resistance CNTN2 6900 37 1 205036253 205036253 Missense_Mutation SNP C T 36 105 c.2000C>T c.(1999-2001)GCC>GTC p.A667V

Pat_28 Post-Resistance TMEM81 388730 37 1 205052995 205052995 Missense_Mutation SNP C T 31 79 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_28 Post-Resistance C4BPA 722 37 1 207307782 207307782 Missense_Mutation SNP G A 120 296 c.1118G>A c.(1117-1119)GGT>GAT p.G373D

Pat_28 Post-Resistance C4BPA 722 37 1 207318040 207318040 Missense_Mutation SNP C T 13 56 c.1772C>T c.(1771-1773)TCC>TTC p.S591F

Pat_28 Post-Resistance CR1 1378 37 1 207737275 207737275 Missense_Mutation SNP C T 84 183 c.2303C>T c.(2302-2304)CCC>CTC p.P768L

Pat_28 Post-Resistance C1orf107 27042 37 1 210014251 210014251 Missense_Mutation SNP G A 78 172 c.1336G>A c.(1336-1338)GAT>AAT p.D446N

Pat_28 Post-Resistance RCOR3 55758 37 1 211462676 211462676 Missense_Mutation SNP C T 36 88 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_28 Post-Resistance RPS6KC1 26750 37 1 213415395 213415395 Missense_Mutation SNP C T 64 154 c.2576C>T c.(2575-2577)ACT>ATT p.T859I

Pat_28 Post-Resistance PROX1 5629 37 1 214170398 214170398 Missense_Mutation SNP C T 44 113 c.520C>T c.(520-522)CGG>TGG p.R174W

Pat_28 Post-Resistance USH2A 7399 37 1 215847694 215847694 Missense_Mutation SNP C T 38 139 c.13559G>A c.(13558-13560)AGT>AAT p.S4520N

Pat_28 Post-Resistance USH2A 7399 37 1 216465706 216465706 Missense_Mutation SNP G A 11 37 c.1651C>T c.(1651-1653)CGC>TGC p.R551C

Pat_28 Post-Resistance ESRRG 2104 37 1 216850709 216850709 Missense_Mutation SNP A G 66 44 c.181T>C c.(181-183)TCT>CCT p.S61P

Pat_28 Post-Resistance MARK1 4139 37 1 220777480 220777480 Splice_Site SNP G A 48 108 c.495_splice c.e6+1 p.Q165_splice

Pat_28 Post-Resistance CAPN2 824 37 1 223946979 223946979 Missense_Mutation SNP G A 22 80 c.1325G>A c.(1324-1326)GGG>GAG p.G442E

Pat_28 Post-Resistance CDC42BPA 8476 37 1 227307504 227307504 Splice_Site SNP C T 6 35 c.1647_splice c.e12+1 p.K549_splice

Pat_28 Post-Resistance OBSCN 84033 37 1 228431084 228431084 Missense_Mutation SNP G A 18 36 c.3130G>A c.(3130-3132)GCA>ACA p.A1044T

Pat_28 Post-Resistance SIPA1L2 57568 37 1 232650854 232650854 Missense_Mutation SNP C T 55 152 c.232G>A c.(232-234)GCA>ACA p.A78T

Pat_28 Post-Resistance GPR137B 7107 37 1 236306136 236306136 Missense_Mutation SNP C T 15 50 c.214C>T c.(214-216)CAC>TAC p.H72Y

Pat_28 Post-Resistance RYR2 6262 37 1 237729896 237729896 Missense_Mutation SNP G A 26 23 c.3244G>A c.(3244-3246)GGG>AGG p.G1082R

Pat_28 Post-Resistance RYR2 6262 37 1 237944864 237944864 Splice_Site SNP G A 8 17 c.11881_splice c.e89-1 p.D3961_splice

Pat_28 Post-Resistance PLD5 200150 37 1 242271047 242271047 Missense_Mutation SNP C T 53 111 c.1165G>A c.(1165-1167)GAT>AAT p.D389N

Pat_28 Post-Resistance ZNF695 57116 37 1 247162670 247162670 Missense_Mutation SNP T A 32 133 c.239A>T c.(238-240)GAG>GTG p.E80V

Pat_28 Post-Resistance OR14C36 127066 37 1 248512866 248512866 Missense_Mutation SNP C T 44 146 c.790C>T c.(790-792)CCT>TCT p.P264S

Pat_28 Post-Resistance SH3BP5L 80851 37 1 249108722 249108722 Missense_Mutation SNP C T 20 50 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_28 Post-Resistance C10orf18 54906 37 10 5777482 5777482 Missense_Mutation SNP C T 38 80 c.1420C>T c.(1420-1422)CCC>TCC p.P474S

Pat_28 Post-Resistance FBXO18 84893 37 10 5948575 5948575 Missense_Mutation SNP G A 54 68 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_28 Post-Resistance CDC123 8872 37 10 12240757 12240757 Missense_Mutation SNP C T 40 56 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_28 Post-Resistance FAM171A1 221061 37 10 15262990 15262990 Missense_Mutation SNP G A 79 91 c.824C>T c.(823-825)GCC>GTC p.A275V

Pat_28 Post-Resistance CUBN 8029 37 10 16932487 16932487 Missense_Mutation SNP C T 66 90 c.8638G>A c.(8638-8640)GCC>ACC p.A2880T

Pat_28 Post-Resistance DNAJC1 64215 37 10 22171369 22171369 Splice_Site SNP C T 9 10 c.821_splice c.e8-1 p.K274_splice

Pat_28 Post-Resistance MYO3A 53904 37 10 26491957 26491957 Missense_Mutation SNP C T 30 33 c.4651C>T c.(4651-4653)CCA>TCA p.P1551S

Pat_28 Post-Resistance ARMC4 55130 37 10 28273151 28273151 Missense_Mutation SNP C T 79 104 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_28 Post-Resistance ZNF438 220929 37 10 31138079 31138079 Missense_Mutation SNP G A 11 19 c.1255C>T c.(1255-1257)CCC>TCC p.P419S

Pat_28 Post-Resistance ITGB1 3688 37 10 33199238 33199238 Missense_Mutation SNP C T 21 17 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_28 Post-Resistance ANK3 288 37 10 61833910 61833910 Missense_Mutation SNP C G 74 22 c.6729G>C c.(6727-6729)GAG>GAC p.E2243D

Pat_28 Post-Resistance LRRTM3 347731 37 10 68686729 68686729 Missense_Mutation SNP G A 36 15 c.55G>A c.(55-57)GCC>ACC p.A19T

Pat_28 Post-Resistance CDH23 64072 37 10 73270727 73270727 Missense_Mutation SNP C T 35 15 c.305C>T c.(304-306)ACC>ATC p.T102I

Pat_28 Post-Resistance CDH23 64072 37 10 73550910 73550910 Missense_Mutation SNP G T 5 1 c.6071G>T c.(6070-6072)GGT>GTT p.G2024V

Pat_28 Post-Resistance SEC24C 9632 37 10 75526296 75526296 Missense_Mutation SNP C T 37 10 c.1796C>T c.(1795-1797)ACC>ATC p.T599I

Pat_28 Post-Resistance MYST4 23522 37 10 76788642 76788642 Missense_Mutation SNP G A 9 4 c.4060G>A c.(4060-4062)GAA>AAA p.E1354K

Pat_28 Post-Resistance SAMD8 142891 37 10 76910581 76910581 Missense_Mutation SNP C T 41 23 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_28 Post-Resistance PAPSS2 9060 37 10 89503399 89503399 Splice_Site SNP G A 40 16 c.1476_splice c.e10+1 p.E492_splice

Pat_28 Post-Resistance PANK1 53354 37 10 91353019 91353020 Missense_Mutation DNP GG AA 32 10 c.1545_1546CC>TTc.(1543-1548)GCCCGG>GCTTGGp.R516W

Pat_28 Post-Resistance NOC3L 64318 37 10 96114731 96114731 Missense_Mutation SNP G A 40 18 c.685C>T c.(685-687)CCA>TCA p.P229S



Pat_28 Post-Resistance WDR11 55717 37 10 122630712 122630712 Missense_Mutation SNP C T 64 24 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_28 Post-Resistance TACC2 10579 37 10 123971094 123971094 Missense_Mutation SNP C T 53 21 c.7154C>T c.(7153-7155)TCT>TTT p.S2385F

Pat_28 Post-Resistance CPXM2 119587 37 10 125514202 125514202 Missense_Mutation SNP C T 57 35 c.1994G>A c.(1993-1995)GGC>GAC p.G665D

Pat_28 Post-Resistance ECHS1 1892 37 10 135184208 135184208 Missense_Mutation SNP C T 26 6 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_28 Post-Resistance EPS8L2 64787 37 11 726925 726925 Missense_Mutation SNP G A 10 10 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_28 Post-Resistance MUC5B 727897 37 11 1252167 1252167 Missense_Mutation SNP C T 4 3 c.3449C>T c.(3448-3450)GCC>GTC p.A1150V

Pat_28 Post-Resistance SYT8 90019 37 11 1858028 1858028 Missense_Mutation SNP C T 15 21 c.769C>T c.(769-771)CCC>TCC p.P257S

Pat_28 Post-Resistance ART1 417 37 11 3681107 3681107 Missense_Mutation SNP G A 16 11 c.358G>A c.(358-360)GCC>ACC p.A120T

Pat_28 Post-Resistance ART1 417 37 11 3681464 3681464 Missense_Mutation SNP G A 39 44 c.715G>A c.(715-717)GAA>AAA p.E239K

Pat_28 Post-Resistance UBQLNL 143630 37 11 5536746 5536746 Missense_Mutation SNP G A 20 30 c.926C>T c.(925-927)TCA>TTA p.S309L

Pat_28 Post-Resistance OR2AG2 338755 37 11 6789807 6789807 Missense_Mutation SNP G A 15 44 c.382C>T c.(382-384)CAT>TAT p.H128Y

Pat_28 Post-Resistance OVCH2 341277 37 11 7723023 7723023 Splice_Site SNP C T 8 19 c.560_splice c.e6-1 p.G187_splice

Pat_28 Post-Resistance WEE1 7465 37 11 9603156 9603156 Missense_Mutation SNP C T 35 83 c.1219C>T c.(1219-1221)CTT>TTT p.L407F

Pat_28 Post-Resistance AMPD3 272 37 11 10500091 10500091 Missense_Mutation SNP G A 163 252 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_28 Post-Resistance CYP2R1 120227 37 11 14902114 14902114 Missense_Mutation SNP T G 53 69 c.568A>C c.(568-570)ATA>CTA p.I190L

Pat_28 Post-Resistance PLEKHA7 144100 37 11 16812638 16812638 Missense_Mutation SNP A T 21 46 c.2854T>A c.(2854-2856)TCT>ACT p.S952T

Pat_28 Post-Resistance BBOX1 8424 37 11 27077035 27077035 Missense_Mutation SNP C T 41 66 c.58C>T c.(58-60)CTC>TTC p.L20F

Pat_28 Post-Resistance KIF18A 81930 37 11 28090901 28090901 Missense_Mutation SNP C T 37 62 c.1495G>A c.(1495-1497)GAG>AAG p.E499K

Pat_28 Post-Resistance WT1 7490 37 11 32439177 32439177 Missense_Mutation SNP G A 29 60 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_28 Post-Resistance PDHX 8050 37 11 34953002 34953002 Missense_Mutation SNP G A 24 37 c.212G>A c.(211-213)GGA>GAA p.G71E

Pat_28 Post-Resistance SLC1A2 6506 37 11 35338938 35338938 Missense_Mutation SNP G A 20 23 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_28 Post-Resistance EXT2 2132 37 11 44148506 44148506 Splice_Site SNP G A 65 79 c.1079_splice c.e6+1 p.R360_splice

Pat_28 Post-Resistance LRP4 4038 37 11 46897070 46897070 Missense_Mutation SNP G A 36 51 c.3862C>T c.(3862-3864)CTC>TTC p.L1288F

Pat_28 Post-Resistance MADD 8567 37 11 47330241 47330241 Missense_Mutation SNP G A 12 14 c.3859G>A c.(3859-3861)GGA>AGA p.G1287R

Pat_28 Post-Resistance OR5T3 390154 37 11 56020000 56020000 Missense_Mutation SNP C T 59 115 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_28 Post-Resistance RTN4RL2 349667 37 11 57243840 57243840 Missense_Mutation SNP C T 5 9 c.719C>T c.(718-720)GCC>GTC p.A240V

Pat_28 Post-Resistance SMTNL1 219537 37 11 57310833 57310833 Missense_Mutation SNP G A 12 19 c.772G>A c.(772-774)GAT>AAT p.D258N

Pat_28 Post-Resistance FADS3 3995 37 11 61646912 61646912 Missense_Mutation SNP G A 7 12 c.394C>T c.(394-396)CCC>TCC p.P132S

Pat_28 Post-Resistance AHNAK 79026 37 11 62291855 62291855 Missense_Mutation SNP C T 17 30 c.10034G>A c.(10033-10035)GGC>GAC p.G3345D

Pat_28 Post-Resistance MTA2 9219 37 11 62365541 62365541 Missense_Mutation SNP C T 137 195 c.445G>A c.(445-447)GTT>ATT p.V149I

Pat_28 Post-Resistance RARRES3 5920 37 11 63313688 63313688 Missense_Mutation SNP C T 62 121 c.455C>T c.(454-456)TCT>TTT p.S152F

Pat_28 Post-Resistance ATG2A 23130 37 11 64678361 64678361 Missense_Mutation SNP G A 9 7 c.1532C>T c.(1531-1533)ACC>ATC p.T511I

Pat_28 Post-Resistance SIPA1 6494 37 11 65417916 65417916 Missense_Mutation SNP C T 26 34 c.2948C>T c.(2947-2949)TCC>TTC p.S983F

Pat_28 Post-Resistance BRMS1 25855 37 11 66107685 66107685 Splice_Site SNP C T 9 15 c.536_splice c.e7-1 p.E179_splice

Pat_28 Post-Resistance RBM4B 83759 37 11 66436559 66436559 Missense_Mutation SNP C T 33 54 c.616G>A c.(616-618)GGG>AGG p.G206R

Pat_28 Post-Resistance C2CD3 26005 37 11 73795952 73795952 Missense_Mutation SNP G A 37 65 c.3974C>T c.(3973-3975)ACA>ATA p.T1325I

Pat_28 Post-Resistance ODZ4 26011 37 11 78437183 78437183 Missense_Mutation SNP T A 73 286 c.3491A>T c.(3490-3492)GAC>GTC p.D1164V

Pat_28 Post-Resistance PCF11 51585 37 11 82880547 82880547 Missense_Mutation SNP G A 16 31 c.3170G>A c.(3169-3171)GGT>GAT p.G1057D

Pat_28 Post-Resistance PCF11 51585 37 11 82895760 82895760 Missense_Mutation SNP C T 56 106 c.4492C>T c.(4492-4494)CCA>TCA p.P1498S

Pat_28 Post-Resistance SYTL2 54843 37 11 85459318 85459318 Missense_Mutation SNP C T 70 106 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_28 Post-Resistance PANX1 24145 37 11 93911643 93911643 Missense_Mutation SNP G A 36 55 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_28 Post-Resistance CNTN5 53942 37 11 100170018 100170018 Missense_Mutation SNP G A 32 38 c.2510G>A c.(2509-2511)CGA>CAA p.R837Q

Pat_28 Post-Resistance MMP3 4314 37 11 102706936 102706936 Missense_Mutation SNP C T 49 70 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_28 Post-Resistance DYNC2H1 79659 37 11 103349887 103349887 Missense_Mutation SNP G A 54 94 c.12830G>A c.(12829-12831)AGG>AAG p.R4277K

Pat_28 Post-Resistance PAFAH1B2 5049 37 11 117023157 117023157 Translation_Start_Site SNP G A 23 38 c.-6G>A c.(-8--4)CAGTG>CAATG

Pat_28 Post-Resistance SIDT2 51092 37 11 117063322 117063322 Missense_Mutation SNP C T 43 81 c.2014C>T c.(2014-2016)CTC>TTC p.L672F

Pat_28 Post-Resistance DSCAML1 57453 37 11 117376258 117376258 Missense_Mutation SNP C T 20 40 c.2153G>A c.(2152-2154)AGC>AAC p.S718N



Pat_28 Post-Resistance CD3G 917 37 11 118221377 118221377 Missense_Mutation SNP G A 47 74 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_28 Post-Resistance ARHGEF12 23365 37 11 120347935 120347935 Missense_Mutation SNP G A 26 34 c.3373G>A c.(3373-3375)GAC>AAC p.D1125N

Pat_28 Post-Resistance TECTA 7007 37 11 121008594 121008594 Missense_Mutation SNP G A 19 25 c.3406G>A c.(3406-3408)GAC>AAC p.D1136N

Pat_28 Post-Resistance C11orf63 79864 37 11 122830118 122830118 Missense_Mutation SNP G A 47 51 c.2302G>A c.(2302-2304)GCT>ACT p.A768T

Pat_28 Post-Resistance FKBP4 2288 37 12 2912344 2912344 Missense_Mutation SNP C T 4 37 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_28 Post-Resistance TULP3 7289 37 12 3039467 3039467 Missense_Mutation SNP G A 15 70 c.448G>A c.(448-450)GCA>ACA p.A150T

Pat_28 Post-Resistance ANO2 57101 37 12 5848526 5848526 Missense_Mutation SNP C T 13 7 c.1379G>A c.(1378-1380)CGA>CAA p.R460Q

Pat_28 Post-Resistance NOP2 4839 37 12 6666256 6666256 Missense_Mutation SNP T C 13 69 c.2330A>G c.(2329-2331)CAG>CGG p.Q777R

Pat_28 Post-Resistance LEPREL2 10536 37 12 6946928 6946928 Missense_Mutation SNP C T 8 26 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_28 Post-Resistance C1S 716 37 12 7170231 7170231 Missense_Mutation SNP G A 19 106 c.251G>A c.(250-252)GGA>GAA p.G84E

Pat_28 Post-Resistance CD163 9332 37 12 7635975 7635975 Missense_Mutation SNP C T 17 74 c.3076G>A c.(3076-3078)GTG>ATG p.V1026M

Pat_28 Post-Resistance CD163 9332 37 12 7636043 7636043 Missense_Mutation SNP G A 108 45 c.3008C>T c.(3007-3009)TCT>TTT p.S1003F

Pat_28 Post-Resistance FAM90A1 55138 37 12 8374615 8374615 Missense_Mutation SNP C T 5 36 c.1198G>A c.(1198-1200)GAA>AAA p.E400K

Pat_28 Post-Resistance A2ML1 144568 37 12 9013531 9013531 Missense_Mutation SNP G A 62 256 c.3319G>A c.(3319-3321)GAG>AAG p.E1107K

Pat_28 Post-Resistance PHC1 1911 37 12 9087072 9087072 Missense_Mutation SNP C T 12 81 c.2251C>T c.(2251-2253)CCG>TCG p.P751S

Pat_28 Post-Resistance PRB1 5542 37 12 11506808 11506808 Missense_Mutation SNP G A 63 522 c.229C>T c.(229-231)CCA>TCA p.P77S

Pat_28 Post-Resistance LRP6 4040 37 12 12318165 12318165 Missense_Mutation SNP C T 103 384 c.1610G>A c.(1609-1611)GGA>GAA p.G537E

Pat_28 Post-Resistance MANSC1 54682 37 12 12483659 12483659 Missense_Mutation SNP C T 17 56 c.598G>A c.(598-600)GAA>AAA p.E200K

Pat_28 Post-Resistance PLBD1 79887 37 12 14659915 14659915 Missense_Mutation SNP C T 63 262 c.1324G>A c.(1324-1326)GGG>AGG p.G442R

Pat_28 Post-Resistance GUCY2C 2984 37 12 14794136 14794136 Missense_Mutation SNP C T 38 188 c.1948G>A c.(1948-1950)GAG>AAG p.E650K

Pat_28 Post-Resistance PLEKHA5 54477 37 12 19282804 19282804 Missense_Mutation SNP G A 9 47 c.71G>A c.(70-72)GGC>GAC p.G24D

Pat_28 Post-Resistance PLEKHA5 54477 37 12 19519010 19519010 Missense_Mutation SNP C T 22 113 c.3223C>T c.(3223-3225)CCT>TCT p.P1075S

Pat_28 Post-Resistance SLCO1A2 6579 37 12 21453476 21453476 Missense_Mutation SNP G A 22 72 c.716C>T c.(715-717)ACT>ATT p.T239I

Pat_28 Post-Resistance ETNK1 55500 37 12 22778273 22778273 Missense_Mutation SNP G A 3 14 c.176G>A c.(175-177)GGG>GAG p.G59E

Pat_28 Post-Resistance BCAT1 586 37 12 25047302 25047302 Nonsense_Mutation SNP C T 19 57 c.186G>A c.(184-186)TGG>TGA p.W62*

Pat_28 Post-Resistance MED21 9412 37 12 27180324 27180324 Missense_Mutation SNP G A 89 354 c.202G>A c.(202-204)GAC>AAC p.D68N

Pat_28 Post-Resistance PPFIBP1 8496 37 12 27813843 27813843 Missense_Mutation SNP G A 12 70 c.931G>A c.(931-933)GCT>ACT p.A311T

Pat_28 Post-Resistance PTHLH 5744 37 12 28116518 28116518 Missense_Mutation SNP C T 58 274 c.287G>A c.(286-288)GGG>GAG p.G96E

Pat_28 Post-Resistance CAPRIN2 65981 37 12 30881703 30881703 Missense_Mutation SNP C T 89 344 c.1661G>A c.(1660-1662)AGT>AAT p.S554N

Pat_28 Post-Resistance CNTN1 1272 37 12 41463763 41463763 Missense_Mutation SNP G A 9 174 c.2983G>A c.(2983-2985)GCA>ACA p.A995T

Pat_28 Post-Resistance NELL2 4753 37 12 44926412 44926412 Missense_Mutation SNP C T 119 179 c.1756G>A c.(1756-1758)GGC>AGC p.G586S

Pat_28 Post-Resistance C12orf54 121273 37 12 48888714 48888714 Missense_Mutation SNP G A 66 107 c.376G>A c.(376-378)GGA>AGA p.G126R

Pat_28 Post-Resistance SLC4A8 9498 37 12 51879622 51879622 Missense_Mutation SNP G A 58 90 c.2224G>A c.(2224-2226)GTG>ATG p.V742M

Pat_28 Post-Resistance SCN8A 6334 37 12 52100398 52100399 Missense_Mutation DNP CC TT 3 8 c.1534_1535CC>TTc.(1534-1536)CCC>TTC p.P512F

Pat_28 Post-Resistance ACVR1B 91 37 12 52377866 52377866 Missense_Mutation SNP G A 21 55 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_28 Post-Resistance KRT80 144501 37 12 52565292 52565292 Missense_Mutation SNP C T 9 7 c.1249G>A c.(1249-1251)GGC>AGC p.G417S

Pat_28 Post-Resistance TARBP2 6895 37 12 53895854 53895854 Missense_Mutation SNP G A 36 68 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_28 Post-Resistance RDH16 8608 37 12 57345908 57345908 Missense_Mutation SNP C T 27 34 c.859G>A c.(859-861)GCC>ACC p.A287T

Pat_28 Post-Resistance MYO1A 4640 37 12 57431340 57431340 Missense_Mutation SNP G A 189 309 c.2047C>T c.(2047-2049)CCC>TCC p.P683S

Pat_28 Post-Resistance LRP1 4035 37 12 57535237 57535237 Missense_Mutation SNP C T 17 27 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_28 Post-Resistance LRIG3 121227 37 12 59274590 59274590 Missense_Mutation SNP C T 128 137 c.1574G>A c.(1573-1575)AGC>AAC p.S525N

Pat_28 Post-Resistance SRGAP1 57522 37 12 64521485 64521485 Missense_Mutation SNP C T 22 28 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_28 Post-Resistance PTPRR 5801 37 12 71054727 71054727 Missense_Mutation SNP G A 22 27 c.1759C>T c.(1759-1761)CAC>TAC p.H587Y

Pat_28 Post-Resistance TRHDE 29953 37 12 73012738 73012738 Missense_Mutation SNP C T 36 59 c.2254C>T c.(2254-2256)CTT>TTT p.L752F

Pat_28 Post-Resistance ACSS3 79611 37 12 81536896 81536896 Missense_Mutation SNP C T 24 39 c.791C>T c.(790-792)CCT>CTT p.P264L

Pat_28 Post-Resistance C12orf50 160419 37 12 88390385 88390385 Missense_Mutation SNP C T 18 34 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_28 Post-Resistance CCDC41 51134 37 12 94725579 94725579 Nonsense_Mutation SNP C T 52 96 c.1604G>A c.(1603-1605)TGG>TAG p.W535*



Pat_28 Post-Resistance HAL 3034 37 12 96384204 96384204 Nonsense_Mutation SNP C T 62 86 c.822G>A c.(820-822)TGG>TGA p.W274*

Pat_28 Post-Resistance BTBD11 121551 37 12 108013921 108013921 Missense_Mutation SNP G A 32 62 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_28 Post-Resistance C12orf51 283450 37 12 112697046 112697046 Missense_Mutation SNP G A 22 28 c.1601C>T c.(1600-1602)ACT>ATT p.T534I

Pat_28 Post-Resistance MSI1 4440 37 12 120806035 120806035 Missense_Mutation SNP C T 4 7 c.142G>A c.(142-144)GAG>AAG p.E48K

Pat_28 Post-Resistance KDM2B 84678 37 12 121880111 121880111 Missense_Mutation SNP G A 13 17 c.3133C>T c.(3133-3135)CCA>TCA p.P1045S

Pat_28 Post-Resistance B3GNT4 79369 37 12 122690928 122690928 Missense_Mutation SNP G A 24 33 c.130G>A c.(130-132)GGC>AGC p.G44S

Pat_28 Post-Resistance SBNO1 55206 37 12 123789220 123789220 Missense_Mutation SNP G A 12 23 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_28 Post-Resistance GPR133 283383 37 12 131476909 131476909 Missense_Mutation SNP C T 5 141 c.938C>T c.(937-939)TCG>TTG p.S313L

Pat_28 Post-Resistance EP400 57634 37 12 132546772 132546772 Nonsense_Mutation SNP C T 35 61 c.8002C>T c.(8002-8004)CGA>TGA p.R2668*

Pat_28 Post-Resistance DDX51 317781 37 12 132625058 132625058 Missense_Mutation SNP C T 14 23 c.1583G>A c.(1582-1584)GGG>GAG p.G528E

Pat_28 Post-Resistance PARP4 143 37 13 25009030 25009030 Missense_Mutation SNP G A 21 43 c.4249C>T c.(4249-4251)CCT>TCT p.P1417S

Pat_28 Post-Resistance MTUS2 23281 37 13 29599727 29599727 Missense_Mutation SNP G A 16 35 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_28 Post-Resistance SLC7A1 6541 37 13 30091417 30091417 Missense_Mutation SNP G A 22 10 c.1541C>T c.(1540-1542)ACC>ATC p.T514I

Pat_28 Post-Resistance NBEA 26960 37 13 36046651 36046651 Missense_Mutation SNP C T 27 68 c.6563C>T c.(6562-6564)GCC>GTC p.A2188V

Pat_28 Post-Resistance FAM48A 55578 37 13 37598261 37598261 Missense_Mutation SNP G A 48 122 c.1502C>T c.(1501-1503)CCA>CTA p.P501L

Pat_28 Post-Resistance KIAA0564 23078 37 13 42358022 42358022 Missense_Mutation SNP C T 44 140 c.2186G>A c.(2185-2187)GGA>GAA p.G729E

Pat_28 Post-Resistance ENOX1 55068 37 13 43896613 43896613 Nonsense_Mutation SNP G A 32 80 c.1168C>T c.(1168-1170)CAG>TAG p.Q390*

Pat_28 Post-Resistance TSC22D1 8848 37 13 45148787 45148787 Missense_Mutation SNP C T 79 203 c.1424G>A c.(1423-1425)AGC>AAC p.S475N

Pat_28 Post-Resistance COG3 83548 37 13 46057384 46057384 Missense_Mutation SNP C T 17 41 c.737C>T c.(736-738)CCC>CTC p.P246L

Pat_28 Post-Resistance CPB2 1361 37 13 46632381 46632381 Missense_Mutation SNP G A 162 355 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_28 Post-Resistance CDADC1 81602 37 13 49841965 49841965 Missense_Mutation SNP C T 13 36 c.770C>T c.(769-771)ACT>ATT p.T257I

Pat_28 Post-Resistance KCNRG 283518 37 13 50594432 50594432 Missense_Mutation SNP G A 27 86 c.661G>A c.(661-663)GAA>AAA p.E221K

Pat_28 Post-Resistance FAM10A4 145165 37 13 50746472 50746472 Missense_Mutation SNP G A 12 42 c.248G>A c.(247-249)GGT>GAT p.G83D

Pat_28 Post-Resistance DIAPH3 81624 37 13 60737836 60737836 Missense_Mutation SNP G A 4 15 c.65C>T c.(64-66)CCT>CTT p.P22L

Pat_28 Post-Resistance DACH1 1602 37 13 72440816 72440816 Missense_Mutation SNP G A 6 24 c.92C>T c.(91-93)ACC>ATC p.T31I

Pat_28 Post-Resistance TBC1D4 9882 37 13 76055733 76055733 Nonsense_Mutation SNP C T 8 14 c.171G>A c.(169-171)TGG>TGA p.W57*

Pat_28 Post-Resistance LMO7 4008 37 13 76397878 76397878 Missense_Mutation SNP C T 25 116 c.2119C>T c.(2119-2121)CCC>TCC p.P707S

Pat_28 Post-Resistance MYCBP2 23077 37 13 77732175 77732175 Missense_Mutation SNP C T 46 133 c.6553G>A c.(6553-6555)GCA>ACA p.A2185T

Pat_28 Post-Resistance DCT 1638 37 13 95131491 95131491 Missense_Mutation SNP C T 13 48 c.19G>A c.(19-21)GGG>AGG p.G7R

Pat_28 Post-Resistance TM9SF2 9375 37 13 100153939 100153939 Missense_Mutation SNP G A 27 50 c.79G>A c.(79-81)GTT>ATT p.V27I

Pat_28 Post-Resistance UPF3A 65110 37 13 115051782 115051782 Missense_Mutation SNP G A 35 69 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_28 Post-Resistance RNASE11 122651 37 14 21052549 21052549 Missense_Mutation SNP C T 55 140 c.85G>A c.(85-87)GAA>AAA p.E29K

Pat_28 Post-Resistance RNASE2 6036 37 14 21424315 21424315 Missense_Mutation SNP C T 55 143 c.385C>T c.(385-387)CCA>TCA p.P129S

Pat_28 Post-Resistance RAB2B 84932 37 14 21930517 21930517 Missense_Mutation SNP G A 46 155 c.535C>T c.(535-537)CAC>TAC p.H179Y

Pat_28 Post-Resistance SALL2 6297 37 14 21992135 21992135 Missense_Mutation SNP G A 26 37 c.1727C>T c.(1726-1728)CCC>CTC p.P576L

Pat_28 Post-Resistance LRP10 26020 37 14 23346554 23346554 Missense_Mutation SNP G A 67 123 c.1960G>A c.(1960-1962)GTG>ATG p.V654M

Pat_28 Post-Resistance LRRC16B 90668 37 14 24524817 24524817 Missense_Mutation SNP A G 44 150 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_28 Post-Resistance TM9SF1 10548 37 14 24662189 24662189 Missense_Mutation SNP G A 11 33 c.632C>T c.(631-633)ACT>ATT p.T211I

Pat_28 Post-Resistance LTB4R2 56413 37 14 24779959 24779959 Missense_Mutation SNP C T 22 48 c.182C>T c.(181-183)GCG>GTG p.A61V

Pat_28 Post-Resistance NYNRIN 57523 37 14 24868469 24868469 Missense_Mutation SNP G A 16 37 c.17G>A c.(16-18)GGC>GAC p.G6D

Pat_28 Post-Resistance RALGAPA1 253959 37 14 36096557 36096557 Missense_Mutation SNP G A 42 127 c.5078C>T c.(5077-5079)CCT>CTT p.P1693L

Pat_28 Post-Resistance FOXA1 3169 37 14 38061750 38061750 Missense_Mutation SNP C T 21 58 c.239G>A c.(238-240)GGC>GAC p.G80D

Pat_28 Post-Resistance SEC23A 10484 37 14 39514375 39514375 Missense_Mutation SNP G A 54 148 c.1891C>T c.(1891-1893)CCA>TCA p.P631S

Pat_28 Post-Resistance CTAGE5 4253 37 14 39772681 39772681 Splice_Site SNP G A 54 139 c.917_splice c.e11-1 p.D306_splice

Pat_28 Post-Resistance PRPF39 55015 37 14 45577693 45577693 Missense_Mutation SNP G A 43 108 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_28 Post-Resistance RPL36AL 6166 37 14 50085608 50085608 Missense_Mutation SNP C T 117 287 c.215G>A c.(214-216)TGT>TAT p.C72Y

Pat_28 Post-Resistance ATP5S 27109 37 14 50788309 50788309 Missense_Mutation SNP A T 55 36 c.149A>T c.(148-150)AAT>ATT p.N50I



Pat_28 Post-Resistance SAV1 60485 37 14 51111627 51111627 Missense_Mutation SNP C T 49 141 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_28 Post-Resistance NID2 22795 37 14 52508877 52508877 Missense_Mutation SNP C T 74 177 c.1771G>A c.(1771-1773)GGC>AGC p.G591S

Pat_28 Post-Resistance NID2 22795 37 14 52534788 52534788 Missense_Mutation SNP G A 12 25 c.322C>T c.(322-324)CCT>TCT p.P108S

Pat_28 Post-Resistance GPR137C 283554 37 14 53101727 53101727 Missense_Mutation SNP C T 40 134 c.1184C>T c.(1183-1185)ACT>ATT p.T395I

Pat_28 Post-Resistance KIAA0586 9786 37 14 58937442 58937442 Splice_Site SNP G A 11 50 c.2325_splice c.e16+1 p.K775_splice

Pat_28 Post-Resistance SYNE2 23224 37 14 64532207 64532207 Missense_Mutation SNP C T 48 123 c.10270C>T c.(10270-10272)CTT>TTT p.L3424F

Pat_28 Post-Resistance SYNE2 23224 37 14 64588803 64588803 Missense_Mutation SNP C T 31 75 c.13232C>T c.(13231-13233)CCC>CTC p.P4411L

Pat_28 Post-Resistance C14orf50 145376 37 14 65053913 65053913 Missense_Mutation SNP C T 15 44 c.713C>T c.(712-714)TCC>TTC p.S238F

Pat_28 Post-Resistance PLEKHH1 57475 37 14 68028985 68028985 Missense_Mutation SNP G A 3 8 c.637G>A c.(637-639)GCA>ACA p.A213T

Pat_28 Post-Resistance ZFYVE26 23503 37 14 68220930 68220930 Splice_Site SNP C A 8 240 c.6987_splice c.e38-1 p.R2329_splice

Pat_28 Post-Resistance ZFYVE26 23503 37 14 68265160 68265161 Missense_Mutation DNP CC TT 29 19 c.1818_1819GG>AAc.(1816-1821)GAGGGG>GAAAGGp.G607R

Pat_28 Post-Resistance DNAL1 83544 37 14 74125550 74125550 Missense_Mutation SNP G A 24 84 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_28 Post-Resistance C14orf115 55237 37 14 74823727 74823727 Missense_Mutation SNP G A 16 48 c.241G>A c.(241-243)GGG>AGG p.G81R

Pat_28 Post-Resistance C14orf1 11161 37 14 76121320 76121320 Splice_Site SNP C T 88 211 c.134_splice c.e3-1 p.V45_splice

Pat_28 Post-Resistance EML5 161436 37 14 89083215 89083215 Missense_Mutation SNP C T 33 85 c.5651G>A c.(5650-5652)GGA>GAA p.G1884E

Pat_28 Post-Resistance C14orf102 55051 37 14 90769076 90769076 Missense_Mutation SNP C T 22 47 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_28 Post-Resistance TRIP11 9321 37 14 92469971 92469971 Missense_Mutation SNP C T 41 116 c.4349G>A c.(4348-4350)AGA>AAA p.R1450K

Pat_28 Post-Resistance KIAA1409 57578 37 14 94063753 94063753 Missense_Mutation SNP C T 68 187 c.2708C>T c.(2707-2709)ACC>ATC p.T903I

Pat_28 Post-Resistance DICER1 23405 37 14 95573996 95573996 Missense_Mutation SNP G A 37 115 c.2753C>T c.(2752-2754)ACA>ATA p.T918I

Pat_28 Post-Resistance BDKRB1 623 37 14 96730461 96730461 Nonsense_Mutation SNP C T 20 49 c.442C>T c.(442-444)CAG>TAG p.Q148*

Pat_28 Post-Resistance HSP90AA1 3320 37 14 102605629 102605629 Missense_Mutation SNP G A 26 54 c.113C>T c.(112-114)CCA>CTA p.P38L

Pat_28 Post-Resistance RAGE 5891 37 14 102698043 102698043 Splice_Site SNP C T 131 334 c.981_splice c.e10+1 p.Q327_splice

Pat_28 Post-Resistance ZNF839 55778 37 14 102793076 102793076 Missense_Mutation SNP C T 7 18 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_28 Post-Resistance RCOR1 23186 37 14 103187413 103187413 Missense_Mutation SNP C T 81 223 c.1114C>T c.(1114-1116)CTT>TTT p.L372F

Pat_28 Post-Resistance CDC42BPB 9578 37 14 103420938 103420938 Splice_Site SNP C T 11 36 c.2988_splice c.e22+1 p.E996_splice

Pat_28 Post-Resistance AHNAK2 113146 37 14 105415040 105415040 Missense_Mutation SNP C T 32 106 c.6748G>A c.(6748-6750)GAC>AAC p.D2250N

Pat_28 Post-Resistance OR4M2 390538 37 15 22368861 22368861 Missense_Mutation SNP G A 37 204 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_28 Post-Resistance C15orf2 23742 37 15 24924252 24924252 Missense_Mutation SNP G A 30 55 c.3238G>A c.(3238-3240)GGA>AGA p.G1080R

Pat_28 Post-Resistance RYR3 6263 37 15 33955831 33955831 Nonsense_Mutation SNP C T 5 19 c.5512C>T c.(5512-5514)CAG>TAG p.Q1838*

Pat_28 Post-Resistance SPRED1 161742 37 15 38643504 38643504 Missense_Mutation SNP G A 30 37 c.974G>A c.(973-975)CGA>CAA p.R325Q

Pat_28 Post-Resistance INO80 54617 37 15 41277593 41277593 Missense_Mutation SNP C A 50 78 c.3864G>T c.(3862-3864)CAG>CAT p.Q1288H

Pat_28 Post-Resistance MAPKBP1 23005 37 15 42110227 42110227 Missense_Mutation SNP G A 87 123 c.1943G>A c.(1942-1944)GGA>GAA p.G648E

Pat_28 Post-Resistance ZFP106 64397 37 15 42717193 42717193 Missense_Mutation SNP G A 44 45 c.4960C>T c.(4960-4962)CAT>TAT p.H1654Y

Pat_28 Post-Resistance TUBGCP4 27229 37 15 43678070 43678070 Missense_Mutation SNP C T 24 44 c.805C>T c.(805-807)CCA>TCA p.P269S

Pat_28 Post-Resistance CATSPER2 117155 37 15 43940142 43940142 Missense_Mutation SNP G T 6 146 c.118C>A c.(118-120)CCG>ACG p.P40T

Pat_28 Post-Resistance SPG11 80208 37 15 44888417 44888417 Missense_Mutation SNP C T 66 83 c.4298G>A c.(4297-4299)GGA>GAA p.G1433E

Pat_28 Post-Resistance DUOX1 53905 37 15 45444694 45444694 Missense_Mutation SNP C T 19 32 c.3404C>T c.(3403-3405)TCC>TTC p.S1135F

Pat_28 Post-Resistance SLC27A2 11001 37 15 50521152 50521152 Missense_Mutation SNP G A 30 59 c.1468G>A c.(1468-1470)GAA>AAA p.E490K

Pat_28 Post-Resistance GABPB1 2553 37 15 50596219 50596219 Missense_Mutation SNP G A 69 97 c.220C>T c.(220-222)CCA>TCA p.P74S

Pat_28 Post-Resistance GLDN 342035 37 15 51669649 51669649 Nonsense_Mutation SNP C T 35 39 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_28 Post-Resistance PRTG 283659 37 15 55916646 55916646 Missense_Mutation SNP G A 39 34 c.2987C>T c.(2986-2988)GCC>GTC p.A996V

Pat_28 Post-Resistance ZNF280D 54816 37 15 56946646 56946646 Missense_Mutation SNP C T 43 68 c.2113G>A c.(2113-2115)GAT>AAT p.D705N

Pat_28 Post-Resistance ZNF280D 54816 37 15 56981518 56981518 Missense_Mutation SNP G A 48 93 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_28 Post-Resistance SLTM 79811 37 15 59179711 59179711 Missense_Mutation SNP C T 27 48 c.2404G>A c.(2404-2406)GGG>AGG p.G802R

Pat_28 Post-Resistance HERC1 8925 37 15 63922787 63922787 Missense_Mutation SNP G A 75 107 c.12844C>T c.(12844-12846)CCG>TCG p.P4282S

Pat_28 Post-Resistance HERC1 8925 37 15 63967129 63967129 Missense_Mutation SNP G A 61 88 c.7258C>T c.(7258-7260)CAT>TAT p.H2420Y

Pat_28 Post-Resistance MAP2K1 5604 37 15 66735639 66735639 Missense_Mutation SNP G A 44 65 c.460G>A c.(460-462)GTC>ATC p.V154I



Pat_28 Post-Resistance LCTL 197021 37 15 66845518 66845518 Missense_Mutation SNP C T 88 156 c.1001G>A c.(1000-1002)GGC>GAC p.G334D

Pat_28 Post-Resistance PKM2 5315 37 15 72500969 72500969 Missense_Mutation SNP C T 32 51 c.829G>A c.(829-831)GTT>ATT p.V277I

Pat_28 Post-Resistance CELF6 60677 37 15 72612113 72612113 Missense_Mutation SNP C T 3 6 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_28 Post-Resistance NEO1 4756 37 15 73414991 73414991 Missense_Mutation SNP C T 62 109 c.574C>T c.(574-576)CTT>TTT p.L192F

Pat_28 Post-Resistance EDC3 80153 37 15 74925035 74925035 Missense_Mutation SNP G A 42 59 c.1445C>T c.(1444-1446)CCC>CTC p.P482L

Pat_28 Post-Resistance C15orf27 123591 37 15 76430187 76430187 Missense_Mutation SNP G A 27 41 c.178G>A c.(178-180)GCG>ACG p.A60T

Pat_28 Post-Resistance SH2D7 646892 37 15 78393670 78393670 Missense_Mutation SNP C T 4 7 c.1075C>T c.(1075-1077)CTC>TTC p.L359F

Pat_28 Post-Resistance RASGRF1 5923 37 15 79317768 79317768 Missense_Mutation SNP C T 24 34 c.1430G>A c.(1429-1431)GGG>GAG p.G477E

Pat_28 Post-Resistance ADAMTSL3 57188 37 15 84651298 84651298 Missense_Mutation SNP C T 57 73 c.2918C>T c.(2917-2919)GCT>GTT p.A973V

Pat_28 Post-Resistance ZNF592 9640 37 15 85327998 85327998 Missense_Mutation SNP C T 39 57 c.2092C>T c.(2092-2094)CCA>TCA p.P698S

Pat_28 Post-Resistance AKAP13 11214 37 15 86129008 86129008 Missense_Mutation SNP G A 52 65 c.4115G>A c.(4114-4116)AGC>AAC p.S1372N

Pat_28 Post-Resistance DET1 55070 37 15 89074920 89074920 Missense_Mutation SNP G A 28 35 c.17C>T c.(16-18)TCT>TTT p.S6F

Pat_28 Post-Resistance IDH2 3418 37 15 90630349 90630349 Missense_Mutation SNP G A 42 64 c.962C>T c.(961-963)GCC>GTC p.A321V

Pat_28 Post-Resistance IQGAP1 8826 37 15 91020018 91020018 Missense_Mutation SNP G A 57 82 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_28 Post-Resistance CLCN7 1186 37 16 1498984 1498984 Missense_Mutation SNP C T 10 21 c.1780G>A c.(1780-1782)GGC>AGC p.G594S

Pat_28 Post-Resistance TSC2 7249 37 16 2115539 2115539 Missense_Mutation SNP C T 69 103 c.1619C>T c.(1618-1620)TCC>TTC p.S540F

Pat_28 Post-Resistance PKD1 5310 37 16 2159518 2159518 Missense_Mutation SNP C T 9 5 c.5650G>A c.(5650-5652)GAG>AAG p.E1884K

Pat_28 Post-Resistance SRRM2 23524 37 16 2811608 2811608 Missense_Mutation SNP G A 88 123 c.1079G>A c.(1078-1080)GGC>GAC p.G360D

Pat_28 Post-Resistance ZNF200 7752 37 16 3283749 3283749 Missense_Mutation SNP C T 63 115 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_28 Post-Resistance MEFV 4210 37 16 3293211 3293211 Missense_Mutation SNP C T 20 46 c.2276G>A c.(2275-2277)GGG>GAG p.G759E

Pat_28 Post-Resistance ZNF434 54925 37 16 3434791 3434791 Missense_Mutation SNP C T 83 107 c.266G>A c.(265-267)CGG>CAG p.R89Q

Pat_28 Post-Resistance HMOX2 3163 37 16 4557807 4557807 Missense_Mutation SNP C T 35 40 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_28 Post-Resistance MGRN1 23295 37 16 4732846 4732846 Missense_Mutation SNP C T 19 34 c.1381C>T c.(1381-1383)CCC>TCC p.P461S

Pat_28 Post-Resistance A2BP1 54715 37 16 7703847 7703847 Missense_Mutation SNP C T 35 59 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_28 Post-Resistance NTAN1 123803 37 16 15141408 15141408 Splice_Site SNP C T 16 5 c.251_splice c.e4-1 p.G84_splice

Pat_28 Post-Resistance ACSM2B 348158 37 16 20563483 20563483 Missense_Mutation SNP G A 78 26 c.877C>T c.(877-879)CCA>TCA p.P293S

Pat_28 Post-Resistance PRKCB 5579 37 16 24196889 24196889 Splice_Site SNP G A 28 9 c.1722_splice c.e15+1 p.G574_splice

Pat_28 Post-Resistance CORO1A 11151 37 16 30196592 30196592 Missense_Mutation SNP C T 27 16 c.62C>T c.(61-63)GCC>GTC p.A21V

Pat_28 Post-Resistance PRR14 78994 37 16 30666261 30666261 Missense_Mutation SNP C T 37 24 c.970C>T c.(970-972)CCT>TCT p.P324S

Pat_28 Post-Resistance PSKH1 5681 37 16 67942965 67942965 Missense_Mutation SNP G A 23 13 c.313G>A c.(313-315)GGC>AGC p.G105S

Pat_28 Post-Resistance HYDIN 54768 37 16 70891656 70891656 Missense_Mutation SNP G A 18 32 c.12244C>T c.(12244-12246)CTC>TTC p.L4082F

Pat_28 Post-Resistance KIAA0174 9798 37 16 71950997 71950997 Missense_Mutation SNP C T 30 22 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_28 Post-Resistance CNTNAP4 85445 37 16 76481969 76481970 Missense_Mutation DNP CC TT 19 17 c.599_600CC>TT c.(598-600)TCC>TTT p.S200F

Pat_28 Post-Resistance BCMO1 53630 37 16 81295889 81295889 Splice_Site SNP G A 15 10 c.471_splice c.e4+1 p.K157_splice

Pat_28 Post-Resistance CDH13 1012 37 16 83159054 83159054 Missense_Mutation SNP C T 16 4 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_28 Post-Resistance OSGIN1 29948 37 16 83998908 83998908 Missense_Mutation SNP C T 7 8 c.979C>T c.(979-981)CTC>TTC p.L327F

Pat_28 Post-Resistance TCF25 22980 37 16 89965263 89965263 Missense_Mutation SNP C T 14 10 c.1204C>T c.(1204-1206)CTC>TTC p.L402F

Pat_28 Post-Resistance SMYD4 114826 37 17 1703574 1703574 Missense_Mutation SNP C T 68 109 c.1114G>A c.(1114-1116)GAT>AAT p.D372N

Pat_28 Post-Resistance ATP2A3 489 37 17 3854679 3854679 Missense_Mutation SNP C T 9 50 c.329G>A c.(328-330)CGC>CAC p.R110H

Pat_28 Post-Resistance ANKFY1 51479 37 17 4083052 4083052 Missense_Mutation SNP C A 9 159 c.2361G>T c.(2359-2361)CAG>CAT p.Q787H

Pat_28 Post-Resistance KIF1C 10749 37 17 4904580 4904580 Missense_Mutation SNP C T 45 47 c.247C>T c.(247-249)CTC>TTC p.L83F

Pat_28 Post-Resistance ZNF232 7775 37 17 5012856 5012856 Missense_Mutation SNP C T 30 69 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_28 Post-Resistance C17orf87 388325 37 17 5126713 5126713 Nonsense_Mutation SNP C T 38 132 c.60G>A c.(58-60)TGG>TGA p.W20*

Pat_28 Post-Resistance NLRP1 22861 37 17 5418157 5418157 Missense_Mutation SNP C T 16 31 c.4339G>A c.(4339-4341)GCC>ACC p.A1447T

Pat_28 Post-Resistance NEURL4 84461 37 17 7219594 7219594 Missense_Mutation SNP C T 12 33 c.4537G>A c.(4537-4539)GTG>ATG p.V1513M

Pat_28 Post-Resistance CHRNB1 1140 37 17 7352023 7352023 Missense_Mutation SNP C T 27 39 c.736C>T c.(736-738)CTC>TTC p.L246F

Pat_28 Post-Resistance WRAP53 55135 37 17 7606676 7606676 Missense_Mutation SNP C T 14 26 c.1519C>T c.(1519-1521)CAC>TAC p.H507Y



Pat_28 Post-Resistance ARHGEF15 22899 37 17 8222177 8222177 Missense_Mutation SNP C T 137 208 c.1982C>T c.(1981-1983)CCT>CTT p.P661L

Pat_28 Post-Resistance MYH13 8735 37 17 10224989 10224989 Missense_Mutation SNP C T 15 28 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_28 Post-Resistance DNAH9 1770 37 17 11660901 11660901 Missense_Mutation SNP C T 37 54 c.6887C>T c.(6886-6888)CCT>CTT p.P2296L

Pat_28 Post-Resistance TRIM16 10626 37 17 15518958 15518958 Splice_Site SNP C T 13 29 c.1600_splice c.e8+1 p.E534_splice

Pat_28 Post-Resistance CDRT1 374286 37 17 15522757 15522757 Missense_Mutation SNP G A 145 232 c.70C>T c.(70-72)CCT>TCT p.P24S

Pat_28 Post-Resistance NCOR1 9611 37 17 16089890 16089890 Missense_Mutation SNP C T 30 46 c.220G>A c.(220-222)GAA>AAA p.E74K

Pat_28 Post-Resistance CENPV 201161 37 17 16256366 16256366 Missense_Mutation SNP C T 6 14 c.385G>A c.(385-387)GCC>ACC p.A129T

Pat_28 Post-Resistance PEMT 10400 37 17 17415822 17415822 Splice_Site SNP C T 5 15 c.355_splice c.e4+1 p.G119_splice

Pat_28 Post-Resistance SLC47A1 55244 37 17 19463768 19463768 Missense_Mutation SNP C A 41 75 c.1068C>A c.(1066-1068)AGC>AGA p.S356R

Pat_28 Post-Resistance NOS2 4843 37 17 26085933 26085933 Missense_Mutation SNP C T 6 11 c.3328G>A c.(3328-3330)GTC>ATC p.V1110I

Pat_28 Post-Resistance MYO18A 399687 37 17 27438824 27438824 Missense_Mutation SNP C T 10 16 c.2656G>A c.(2656-2658)GAG>AAG p.E886K

Pat_28 Post-Resistance SLC6A4 6532 37 17 28545256 28545256 Missense_Mutation SNP T A 18 17 c.578A>T c.(577-579)GAC>GTC p.D193V

Pat_28 Post-Resistance UNC45B 146862 37 17 33496857 33496857 Missense_Mutation SNP G A 22 33 c.1454G>A c.(1453-1455)GGA>GAA p.G485E

Pat_28 Post-Resistance GPR179 440435 37 17 36489193 36489193 Missense_Mutation SNP G A 18 19 c.1978C>T c.(1978-1980)CTT>TTT p.L660F

Pat_28 Post-Resistance KRT40 125115 37 17 39140422 39140422 Missense_Mutation SNP G A 24 23 c.104C>T c.(103-105)CCC>CTC p.P35L

Pat_28 Post-Resistance KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 5 92 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_28 Post-Resistance STAT5A 6776 37 17 40456662 40456662 Nonsense_Mutation SNP C T 62 80 c.1372C>T c.(1372-1374)CAG>TAG p.Q458*

Pat_28 Post-Resistance STAT5A 6776 37 17 40458299 40458299 Missense_Mutation SNP C T 48 48 c.1514C>T c.(1513-1515)CCG>CTG p.P505L

Pat_28 Post-Resistance NAGLU 4669 37 17 40695604 40695604 Missense_Mutation SNP C T 13 20 c.1580C>T c.(1579-1581)ACC>ATC p.T527I

Pat_28 Post-Resistance WNK4 65266 37 17 40940379 40940379 Missense_Mutation SNP G A 18 21 c.1994G>A c.(1993-1995)GGG>GAG p.G665E

Pat_28 Post-Resistance AOC3 8639 37 17 41003494 41003494 Missense_Mutation SNP C T 45 68 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_28 Post-Resistance GPATCH8 23131 37 17 42474974 42474974 Missense_Mutation SNP C T 39 54 c.4471G>A c.(4471-4473)GGT>AGT p.G1491S

Pat_28 Post-Resistance DBF4B 80174 37 17 42828308 42828308 Missense_Mutation SNP C T 16 31 c.1535C>T c.(1534-1536)CCC>CTC p.P512L

Pat_28 Post-Resistance EFTUD2 9343 37 17 42937832 42937832 Missense_Mutation SNP C T 5 121 c.1687G>A c.(1687-1689)GCA>ACA p.A563T

Pat_28 Post-Resistance TBX21 30009 37 17 45822662 45822662 Missense_Mutation SNP C T 9 16 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_28 Post-Resistance NFE2L1 4779 37 17 46128833 46128833 Missense_Mutation SNP C T 37 59 c.353C>T c.(352-354)CCC>CTC p.P118L

Pat_28 Post-Resistance AKAP1 8165 37 17 55193535 55193535 Missense_Mutation SNP C T 33 50 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_28 Post-Resistance BZRAP1 9256 37 17 56393847 56393847 Missense_Mutation SNP G A 25 34 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_28 Post-Resistance TANC2 26115 37 17 61499122 61499122 Missense_Mutation SNP G T 30 40 c.5779G>T c.(5779-5781)GCT>TCT p.A1927S

Pat_28 Post-Resistance HELZ 9931 37 17 65163817 65163817 Missense_Mutation SNP C T 63 105 c.1526G>A c.(1525-1527)GGT>GAT p.G509D

Pat_28 Post-Resistance BPTF 2186 37 17 65871125 65871125 Missense_Mutation SNP G T 51 76 c.1853G>T c.(1852-1854)GGA>GTA p.G618V

Pat_28 Post-Resistance PRKAR1A 5573 37 17 66522054 66522054 Splice_Site SNP G A 20 17 c.708_splice c.e7+1 p.M236_splice

Pat_28 Post-Resistance ABCA8 10351 37 17 66887738 66887738 Splice_Site SNP C T 25 33 c.2917_splice c.e22-1 p.N973_splice

Pat_28 Post-Resistance DNAI2 64446 37 17 72277988 72277988 Missense_Mutation SNP G A 53 81 c.32G>A c.(31-33)CGC>CAC p.R11H

Pat_28 Post-Resistance GAA 2548 37 17 78082578 78082578 Missense_Mutation SNP C T 6 6 c.1277C>T c.(1276-1278)GCC>GTC p.A426V

Pat_28 Post-Resistance GAA 2548 37 17 78083747 78083747 Missense_Mutation SNP C T 17 34 c.1330C>T c.(1330-1332)CCT>TCT p.P444S

Pat_28 Post-Resistance TBCD 6904 37 17 80887270 80887270 Missense_Mutation SNP C T 9 19 c.2885C>T c.(2884-2886)CCT>CTT p.P962L

Pat_28 Post-Resistance NAPG 8774 37 18 10549040 10549040 Missense_Mutation SNP G A 140 203 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_28 Post-Resistance ROCK1 6093 37 18 18539864 18539864 Missense_Mutation SNP A T 22 37 c.3449T>A c.(3448-3450)ATT>AAT p.I1150N

Pat_28 Post-Resistance CABLES1 91768 37 18 20774434 20774434 Missense_Mutation SNP C T 35 47 c.940C>T c.(940-942)CCC>TCC p.P314S

Pat_28 Post-Resistance CDH2 1000 37 18 25570271 25570271 Missense_Mutation SNP G A 51 56 c.1388C>T c.(1387-1389)GCT>GTT p.A463V

Pat_28 Post-Resistance DSC1 1823 37 18 28714042 28714042 Missense_Mutation SNP G A 83 116 c.1928C>T c.(1927-1929)TCT>TTT p.S643F

Pat_28 Post-Resistance C18orf34 374864 37 18 30913179 30913179 Missense_Mutation SNP C T 27 52 c.838G>A c.(838-840)GAA>AAA p.E280K

Pat_28 Post-Resistance C18orf21 83608 37 18 33552764 33552764 Missense_Mutation SNP C T 22 30 c.73C>T c.(73-75)CTC>TTC p.L25F

Pat_28 Post-Resistance TCF4 6925 37 18 52946848 52946848 Missense_Mutation SNP C T 48 65 c.589G>A c.(589-591)GAC>AAC p.D197N

Pat_28 Post-Resistance PHLPP1 23239 37 18 60645567 60645567 Missense_Mutation SNP C T 11 29 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_28 Post-Resistance SERPINB7 8710 37 18 61465975 61465975 Missense_Mutation SNP C T 60 109 c.592C>T c.(592-594)CCC>TCC p.P198S



Pat_28 Post-Resistance FBXO15 201456 37 18 71793289 71793289 Missense_Mutation SNP G A 57 87 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_28 Post-Resistance CNDP2 55748 37 18 72173088 72173088 Missense_Mutation SNP C T 19 19 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_28 Post-Resistance PQLC1 80148 37 18 77710866 77710866 Missense_Mutation SNP C T 9 11 c.61G>A c.(61-63)GCG>ACG p.A21T

Pat_28 Post-Resistance ABCA7 10347 37 19 1051561 1051561 Missense_Mutation SNP G A 7 4 c.2938G>A c.(2938-2940)GAG>AAG p.E980K

Pat_28 Post-Resistance ADAMTSL5 339366 37 19 1510414 1510414 Missense_Mutation SNP C T 8 15 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_28 Post-Resistance REXO1 57455 37 19 1821560 1821561 Missense_Mutation DNP GG AA 33 56 c.2351_2352CC>TT c.(2350-2352)ACC>ATT p.T784I

Pat_28 Post-Resistance ZFR2 23217 37 19 3813925 3813925 Missense_Mutation SNP G A 6 13 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_28 Post-Resistance DUS3L 56931 37 19 5788114 5788114 Missense_Mutation SNP C T 29 29 c.1016G>A c.(1015-1017)TGC>TAC p.C339Y

Pat_28 Post-Resistance LRRC8E 80131 37 19 7965235 7965235 Missense_Mutation SNP C T 6 15 c.1828C>T c.(1828-1830)CTT>TTT p.L610F

Pat_28 Post-Resistance MUC16 94025 37 19 9072952 9072952 Missense_Mutation SNP C T 25 56 c.14494G>A c.(14494-14496)GTT>ATT p.V4832I

Pat_28 Post-Resistance MUC16 94025 37 19 9088864 9088864 Missense_Mutation SNP G A 138 217 c.2951C>T c.(2950-2952)ACT>ATT p.T984I

Pat_28 Post-Resistance MUC16 94025 37 19 9089170 9089170 Missense_Mutation SNP G A 6 14 c.2645C>T c.(2644-2646)TCC>TTC p.S882F

Pat_28 Post-Resistance ZNF426 79088 37 19 9639763 9639763 Missense_Mutation SNP A G 6 148 c.958T>C c.(958-960)TCC>CCC p.S320P

Pat_28 Post-Resistance DNMT1 1786 37 19 10259597 10259597 Missense_Mutation SNP G A 47 75 c.2635C>T c.(2635-2637)CCT>TCT p.P879S

Pat_28 Post-Resistance DOCK6 57572 37 19 11333782 11333782 Missense_Mutation SNP C T 14 28 c.2956G>A c.(2956-2958)GAT>AAT p.D986N

Pat_28 Post-Resistance ZNF491 126069 37 19 11916832 11916832 Missense_Mutation SNP C T 28 50 c.64C>T c.(64-66)CCG>TCG p.P22S

Pat_28 Post-Resistance ZNF490 57474 37 19 12691426 12691426 Missense_Mutation SNP G A 53 75 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_28 Post-Resistance SFRS14 10147 37 19 19105966 19105966 Missense_Mutation SNP C T 8 14 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_28 Post-Resistance NCAN 1463 37 19 19329858 19329858 Missense_Mutation SNP G A 14 20 c.208G>A c.(208-210)GCC>ACC p.A70T

Pat_28 Post-Resistance ZNF714 148206 37 19 21300311 21300311 Missense_Mutation SNP G A 13 24 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_28 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 61 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_28 Post-Resistance ZNF676 163223 37 19 22363137 22363137 Missense_Mutation SNP G A 124 170 c.1382C>T c.(1381-1383)TCC>TTC p.S461F

Pat_28 Post-Resistance ZNF681 148213 37 19 23927342 23927343 Missense_Mutation DNP GG AA 107 176 c.1009_1010CC>TTc.(1009-1011)CCC>TTC p.P337F

Pat_28 Post-Resistance HPN 3249 37 19 35550855 35550855 Missense_Mutation SNP G A 6 2 c.368G>A c.(367-369)GGG>GAG p.G123E

Pat_28 Post-Resistance ZNF567 163081 37 19 37210792 37210792 Missense_Mutation SNP G A 28 10 c.1166G>A c.(1165-1167)GGT>GAT p.G389D

Pat_28 Post-Resistance SHKBP1 92799 37 19 41089329 41089329 Missense_Mutation SNP G A 5 1 c.986G>A c.(985-987)AGT>AAT p.S329N

Pat_28 Post-Resistance CEACAM5 1048 37 19 42231273 42231273 Splice_Site SNP G A 45 16 c.2145_splice c.e9+1

Pat_28 Post-Resistance IRF2BP1 26145 37 19 46387621 46387621 Missense_Mutation SNP C T 2 3 c.1412G>A c.(1411-1413)CGC>CAC p.R471H

Pat_28 Post-Resistance LRRC4B 94030 37 19 51021106 51021106 Missense_Mutation SNP C T 10 4 c.1864G>A c.(1864-1866)GAC>AAC p.D622N

Pat_28 Post-Resistance KLK10 5655 37 19 51518677 51518677 Missense_Mutation SNP C T 58 30 c.674G>A c.(673-675)TGC>TAC p.C225Y

Pat_28 Post-Resistance TTYH1 57348 37 19 54937938 54937938 Missense_Mutation SNP G A 18 9 c.727G>A c.(727-729)GTG>ATG p.V243M

Pat_28 Post-Resistance SAPS1 22870 37 19 55743331 55743332 Missense_Mutation DNP GG AA 7 0 c.2144_2145CC>TT c.(2143-2145)ACC>ATT p.T715I

Pat_28 Post-Resistance NLRP9 338321 37 19 56244884 56244884 Missense_Mutation SNP C T 29 17 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_28 Post-Resistance NLRP8 126205 37 19 56467192 56467192 Missense_Mutation SNP G A 13 8 c.1768G>A c.(1768-1770)GTC>ATC p.V590I

Pat_28 Post-Resistance NLRP5 126206 37 19 56539808 56539808 Missense_Mutation SNP C T 85 30 c.2209C>T c.(2209-2211)CGG>TGG p.R737W

Pat_28 Post-Resistance ZNF446 55663 37 19 58991958 58991958 Nonsense_Mutation SNP G A 16 5 c.1218G>A c.(1216-1218)TGG>TGA p.W406*

Pat_28 Post-Resistance MZF1 7593 37 19 59073780 59073780 Missense_Mutation SNP C T 11 4 c.1864G>A c.(1864-1866)GAA>AAA p.E622K

Pat_28 Post-Resistance TTC15 51112 37 2 3392191 3392191 Missense_Mutation SNP G A 5 5 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_28 Post-Resistance RSAD2 91543 37 2 7018278 7018278 Splice_Site SNP G A 12 23 c.346_splice c.e1+1 p.G116_splice

Pat_28 Post-Resistance RNF144A 9781 37 2 7164519 7164519 Missense_Mutation SNP G A 24 102 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_28 Post-Resistance ATP6V1C2 245973 37 2 10912050 10912050 Missense_Mutation SNP G A 61 90 c.556G>A c.(556-558)GTC>ATC p.V186I

Pat_28 Post-Resistance NBAS 51594 37 2 15514779 15514779 Missense_Mutation SNP G A 117 192 c.3656C>T c.(3655-3657)GCC>GTC p.A1219V

Pat_28 Post-Resistance APOB 338 37 2 21249778 21249778 Missense_Mutation SNP C T 22 37 c.2126G>A c.(2125-2127)GGA>GAA p.G709E

Pat_28 Post-Resistance ADCY3 109 37 2 25141636 25141636 Missense_Mutation SNP C T 27 21 c.221G>A c.(220-222)CGC>CAC p.R74H

Pat_28 Post-Resistance ASXL2 55252 37 2 26029195 26029195 Missense_Mutation SNP G A 9 18 c.155C>T c.(154-156)CCT>CTT p.P52L

Pat_28 Post-Resistance C2orf39 92749 37 2 26676329 26676329 Missense_Mutation SNP G A 3 8 c.1831G>A c.(1831-1833)GAG>AAG p.E611K

Pat_28 Post-Resistance CAD 790 37 2 27447990 27447990 Missense_Mutation SNP G A 29 32 c.1499G>A c.(1498-1500)CGG>CAG p.R500Q



Pat_28 Post-Resistance SNX17 9784 37 2 27596970 27596970 Missense_Mutation SNP G A 78 128 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_28 Post-Resistance BIRC6 57448 37 2 32704593 32704593 Missense_Mutation SNP G A 12 5 c.7316G>A c.(7315-7317)GGT>GAT p.G2439D

Pat_28 Post-Resistance FAM98A 25940 37 2 33810001 33810001 Missense_Mutation SNP G A 22 48 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_28 Post-Resistance FEZ2 9637 37 2 36808513 36808513 Missense_Mutation SNP G A 77 24 c.554C>T c.(553-555)CCT>CTT p.P185L

Pat_28 Post-Resistance MSH2 4436 37 2 47639656 47639656 Missense_Mutation SNP G A 34 11 c.749G>A c.(748-750)GGA>GAA p.G250E

Pat_28 Post-Resistance MSH6 2956 37 2 48030799 48030799 Missense_Mutation SNP G A 58 25 c.3413G>A c.(3412-3414)GGG>GAG p.G1138E

Pat_28 Post-Resistance SMEK2 57223 37 2 55806904 55806904 Missense_Mutation SNP C T 15 35 c.1379G>A c.(1378-1380)AGT>AAT p.S460N

Pat_28 Post-Resistance ANTXR1 84168 37 2 69472535 69472535 Missense_Mutation SNP C T 7 6 c.1613C>T c.(1612-1614)TCC>TTC p.S538F

Pat_28 Post-Resistance C2orf42 54980 37 2 70392231 70392231 Missense_Mutation SNP G A 48 83 c.1346C>T c.(1345-1347)ACC>ATC p.T449I

Pat_28 Post-Resistance MPHOSPH10 10199 37 2 71376534 71376534 Missense_Mutation SNP C T 33 37 c.1847C>T c.(1846-1848)TCG>TTG p.S616L

Pat_28 Post-Resistance ALMS1 7840 37 2 73679238 73679238 Missense_Mutation SNP G A 23 58 c.5587G>A c.(5587-5589)GAG>AAG p.E1863K

Pat_28 Post-Resistance MOGS 7841 37 2 74690347 74690347 Missense_Mutation SNP C T 76 159 c.746G>A c.(745-747)AGT>AAT p.S249N

Pat_28 Post-Resistance REEP1 65055 37 2 86459804 86459804 Missense_Mutation SNP C T 14 27 c.539G>A c.(538-540)GGC>GAC p.G180D

Pat_28 Post-Resistance EIF2AK3 9451 37 2 88885358 88885358 Splice_Site SNP C T 20 38 c.1650_splice c.e9+1 p.R550_splice

Pat_28 Post-Resistance SNRNP200 23020 37 2 96949423 96949423 Missense_Mutation SNP C T 88 123 c.4613G>A c.(4612-4614)CGC>CAC p.R1538H

Pat_28 Post-Resistance IL1RL2 8808 37 2 102851660 102851660 Missense_Mutation SNP A G 6 75 c.1601A>G c.(1600-1602)TAC>TGC p.Y534C

Pat_28 Post-Resistance TGFBRAP1 9392 37 2 105897121 105897121 Missense_Mutation SNP G A 23 29 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_28 Post-Resistance BUB1 699 37 2 111425401 111425401 Missense_Mutation SNP G A 133 214 c.593C>T c.(592-594)TCT>TTT p.S198F

Pat_28 Post-Resistance PSD4 23550 37 2 113943469 113943469 Missense_Mutation SNP G A 8 7 c.1265G>A c.(1264-1266)GGA>GAA p.G422E

Pat_28 Post-Resistance GLI2 2736 37 2 121747032 121747032 Missense_Mutation SNP G C 10 10 c.3542G>C c.(3541-3543)GGC>GCC p.G1181A

Pat_28 Post-Resistance POTEE 445582 37 2 132010515 132010515 Missense_Mutation SNP G A 40 118 c.1621G>A c.(1621-1623)GAA>AAA p.E541K

Pat_28 Post-Resistance RAB3GAP1 22930 37 2 135881744 135881744 Missense_Mutation SNP C T 29 54 c.758C>T c.(757-759)GCC>GTC p.A253V

Pat_28 Post-Resistance RAB3GAP1 22930 37 2 135911273 135911273 Missense_Mutation SNP G A 71 93 c.2116G>A c.(2116-2118)GAT>AAT p.D706N

Pat_28 Post-Resistance LRP1B 53353 37 2 141260598 141260598 Missense_Mutation SNP C T 58 118 c.8596G>A c.(8596-8598)GAT>AAT p.D2866N

Pat_28 Post-Resistance GPD2 2820 37 2 157406210 157406210 Missense_Mutation SNP G A 48 83 c.752G>A c.(751-753)AGC>AAC p.S251N

Pat_28 Post-Resistance FIGN 55137 37 2 164467326 164467326 Missense_Mutation SNP C T 84 82 c.1016G>A c.(1015-1017)GGC>GAC p.G339D

Pat_28 Post-Resistance CSRNP3 80034 37 2 166535998 166535998 Missense_Mutation SNP C T 21 37 c.1493C>T c.(1492-1494)CCC>CTC p.P498L

Pat_28 Post-Resistance SCN1A 6323 37 2 166904178 166904178 Nonsense_Mutation SNP G A 46 61 c.1129C>T c.(1129-1131)CGA>TGA p.R377*

Pat_28 Post-Resistance MYO3B 140469 37 2 171056714 171056714 Missense_Mutation SNP C T 42 60 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_28 Post-Resistance RAPGEF4 11069 37 2 173853494 173853494 Missense_Mutation SNP C T 6 152 c.1301C>T c.(1300-1302)GCC>GTC p.A434V

Pat_28 Post-Resistance TTC30A 92104 37 2 178482813 178482813 Missense_Mutation SNP G A 34 26 c.617C>T c.(616-618)TCA>TTA p.S206L

Pat_28 Post-Resistance TTN 7273 37 2 179432060 179432060 Missense_Mutation SNP T C 65 127 c.71095A>G c.(71095-71097)AGA>GGA p.R23699G

Pat_28 Post-Resistance TTN 7273 37 2 179440406 179440406 Missense_Mutation SNP C T 8 60 c.62749G>A c.(62749-62751)GCC>ACC p.A20917T

Pat_28 Post-Resistance TTN 7273 37 2 179456042 179456042 Missense_Mutation SNP G A 246 354 c.52706C>T c.(52705-52707)ACC>ATC p.T17569I

Pat_28 Post-Resistance TTN 7273 37 2 179486387 179486387 Missense_Mutation SNP G A 50 56 c.37460C>T c.(37459-37461)TCC>TTC p.S12487F

Pat_28 Post-Resistance TTN 7273 37 2 179592069 179592069 Missense_Mutation SNP C T 6 9 c.16291G>A c.(16291-16293)GCC>ACC p.A5431T

Pat_28 Post-Resistance TTN 7273 37 2 179611769 179611769 Missense_Mutation SNP G A 41 78 c.15358C>T c.(15358-15360)CCT>TCT p.P5120S

Pat_28 Post-Resistance TTN 7273 37 2 179614040 179614040 Missense_Mutation SNP C T 54 96 c.13087G>A c.(13087-13089)GAG>AAG p.E4363K

Pat_28 Post-Resistance TTN 7273 37 2 179614208 179614208 Missense_Mutation SNP C T 26 50 c.12919G>A c.(12919-12921)GAC>AAC p.D4307N

Pat_28 Post-Resistance ZC3H15 55854 37 2 187371549 187371549 Missense_Mutation SNP C T 77 125 c.1076C>T c.(1075-1077)ACT>ATT p.T359I

Pat_28 Post-Resistance FAM171B 165215 37 2 187626412 187626412 Missense_Mutation SNP A T 20 29 c.1343A>T c.(1342-1344)GAA>GTA p.E448V

Pat_28 Post-Resistance STAT4 6775 37 2 191900923 191900923 Missense_Mutation SNP C T 61 79 c.1537G>A c.(1537-1539)GAT>AAT p.D513N

Pat_28 Post-Resistance SLC39A10 57181 37 2 196578188 196578188 Missense_Mutation SNP C T 29 40 c.1607C>T c.(1606-1608)ACA>ATA p.T536I

Pat_28 Post-Resistance DNAH7 56171 37 2 196718162 196718162 Missense_Mutation SNP C T 45 55 c.8686G>A c.(8686-8688)GAG>AAG p.E2896K

Pat_28 Post-Resistance DNAH7 56171 37 2 196746610 196746610 Missense_Mutation SNP C T 62 93 c.5870G>A c.(5869-5871)CGA>CAA p.R1957Q

Pat_28 Post-Resistance AOX1 316 37 2 201499552 201499552 Missense_Mutation SNP G A 21 39 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_28 Post-Resistance NOP58 51602 37 2 203160427 203160427 Missense_Mutation SNP C T 43 59 c.938C>T c.(937-939)GCT>GTT p.A313V



Pat_28 Post-Resistance ALS2CR8 79800 37 2 203834727 203834727 Missense_Mutation SNP C A 4 61 c.1039C>A c.(1039-1041)CAG>AAG p.Q347K

Pat_28 Post-Resistance ALS2CR8 79800 37 2 203839124 203839124 Missense_Mutation SNP C T 12 22 c.1399C>T c.(1399-1401)CCA>TCA p.P467S

Pat_28 Post-Resistance ERBB4 2066 37 2 212285267 212285267 Missense_Mutation SNP C T 25 44 c.3034G>A c.(3034-3036)GAT>AAT p.D1012N

Pat_28 Post-Resistance FN1 2335 37 2 216251411 216251411 Splice_Site SNP C T 25 39 c.4612_splice c.e28+1 p.V1538_splice

Pat_28 Post-Resistance TTLL4 9654 37 2 219617555 219617555 Missense_Mutation SNP G A 87 105 c.3046G>A c.(3046-3048)GAG>AAG p.E1016K

Pat_28 Post-Resistance SPEG 10290 37 2 220342638 220342638 Missense_Mutation SNP C T 43 82 c.4838C>T c.(4837-4839)TCC>TTC p.S1613F

Pat_28 Post-Resistance DNER 92737 37 2 230450723 230450723 Missense_Mutation SNP G A 17 33 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_28 Post-Resistance CAB39 51719 37 2 231663500 231663500 Missense_Mutation SNP G A 27 64 c.455G>A c.(454-456)AGA>AAA p.R152K

Pat_28 Post-Resistance INPP5D 3635 37 2 234085987 234085987 Missense_Mutation SNP C T 46 72 c.2066C>T c.(2065-2067)TCT>TTT p.S689F

Pat_28 Post-Resistance HJURP 55355 37 2 234750199 234750199 Nonsense_Mutation SNP C T 32 46 c.1227G>A c.(1225-1227)TGG>TGA p.W409*

Pat_28 Post-Resistance AGAP1 116987 37 2 236708027 236708027 Missense_Mutation SNP G A 38 44 c.818G>A c.(817-819)GGG>GAG p.G273E

Pat_28 Post-Resistance IQCA1 79781 37 2 237240009 237240009 Missense_Mutation SNP C T 45 88 c.2366G>A c.(2365-2367)AGC>AAC p.S789N

Pat_28 Post-Resistance SNED1 25992 37 2 242002222 242002222 Missense_Mutation SNP C T 5 11 c.2272C>T c.(2272-2274)CGG>TGG p.R758W

Pat_28 Post-Resistance D2HGDH 728294 37 2 242690738 242690738 Missense_Mutation SNP G A 16 16 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_28 Post-Resistance ANGPT4 51378 37 20 855013 855013 Missense_Mutation SNP C T 35 45 c.1265G>A c.(1264-1266)AGC>AAC p.S422N

Pat_28 Post-Resistance IDH3B 3420 37 20 2639446 2639446 Missense_Mutation SNP G A 42 75 c.1109C>T c.(1108-1110)ACC>ATC p.T370I

Pat_28 Post-Resistance CHGB 1114 37 20 5903767 5903767 Missense_Mutation SNP A C 13 16 c.977A>C c.(976-978)GAC>GCC p.D326A

Pat_28 Post-Resistance FERMT1 55612 37 20 6077617 6077617 Missense_Mutation SNP C T 162 198 c.1021G>A c.(1021-1023)GAT>AAT p.D341N

Pat_28 Post-Resistance ZNF341 84905 37 20 32358002 32358002 Missense_Mutation SNP G A 23 36 c.1526G>A c.(1525-1527)GGC>GAC p.G509D

Pat_28 Post-Resistance GDF5 8200 37 20 34022572 34022572 Missense_Mutation SNP C T 89 141 c.641G>A c.(640-642)GGT>GAT p.G214D

Pat_28 Post-Resistance SLC32A1 140679 37 20 37356873 37356873 Missense_Mutation SNP C T 27 35 c.1169C>T c.(1168-1170)GCG>GTG p.A390V

Pat_28 Post-Resistance YWHAB 7529 37 20 43530226 43530226 Missense_Mutation SNP G A 52 49 c.52G>A c.(52-54)GCT>ACT p.A18T

Pat_28 Post-Resistance SPINLW1 57119 37 20 44175908 44175908 Missense_Mutation SNP G A 49 75 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_28 Post-Resistance UBE2C 11065 37 20 44442104 44442104 Splice_Site SNP G A 58 97 c.129_splice c.e2+1 p.M43_splice

Pat_28 Post-Resistance NCOA3 8202 37 20 46265286 46265286 Missense_Mutation SNP G A 29 47 c.2156G>A c.(2155-2157)GGA>GAA p.G719E

Pat_28 Post-Resistance KCNB1 3745 37 20 47990653 47990653 Missense_Mutation SNP G A 47 77 c.1444C>T c.(1444-1446)CAC>TAC p.H482Y

Pat_28 Post-ResistanceTMEM189-UBE2V1 387522 37 20 48713345 48713345 Missense_Mutation SNP G A 49 79 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_28 Post-Resistance PHACTR3 116154 37 20 58420278 58420278 Missense_Mutation SNP G A 32 55 c.1622G>A c.(1621-1623)AGT>AAT p.S541N

Pat_28 Post-Resistance SYCP2 10388 37 20 58467061 58467061 Missense_Mutation SNP G A 29 40 c.2348C>T c.(2347-2349)TCG>TTG p.S783L

Pat_28 Post-Resistance TMPRSS15 5651 37 21 19698793 19698793 Missense_Mutation SNP C T 115 189 c.1877G>A c.(1876-1878)GGG>GAG p.G626E

Pat_28 Post-Resistance ITSN1 6453 37 21 35183343 35183343 Nonsense_Mutation SNP G A 37 51 c.2384G>A c.(2383-2385)TGG>TAG p.W795*

Pat_28 Post-Resistance RUNX1 861 37 21 36206779 36206779 Missense_Mutation SNP G A 83 123 c.652C>T c.(652-654)CCC>TCC p.P218S

Pat_28 Post-Resistance DOPEY2 9980 37 21 37591730 37591730 Missense_Mutation SNP G A 29 39 c.1190G>A c.(1189-1191)AGA>AAA p.R397K

Pat_28 Post-Resistance DSCAM 1826 37 21 41648105 41648105 Missense_Mutation SNP C T 26 37 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_28 Post-Resistance DSCAM 1826 37 21 41725476 41725476 Missense_Mutation SNP G A 33 62 c.850C>T c.(850-852)CGC>TGC p.R284C

Pat_28 Post-Resistance RRP1 8568 37 21 45217364 45217364 Missense_Mutation SNP C T 8 11 c.484C>T c.(484-486)CCC>TCC p.P162S

Pat_28 Post-Resistance ITGB2 3689 37 21 46306326 46306326 Missense_Mutation SNP C T 40 64 c.2267G>A c.(2266-2268)AGC>AAC p.S756N

Pat_28 Post-Resistance PCNT 5116 37 21 47845764 47845764 Missense_Mutation SNP G A 27 59 c.7199G>A c.(7198-7200)CGT>CAT p.R2400H

Pat_28 Post-Resistance RTN4R 65078 37 22 20230523 20230523 Nonsense_Mutation SNP G A 11 8 c.133C>T c.(133-135)CAG>TAG p.Q45*

Pat_28 Post-Resistance SCARF2 91179 37 22 20781781 20781781 Missense_Mutation SNP C T 7 15 c.1612G>A c.(1612-1614)GGG>AGG p.G538R

Pat_28 Post-Resistance CCDC116 164592 37 22 21991283 21991283 Missense_Mutation SNP C T 31 40 c.1766C>T c.(1765-1767)GCC>GTC p.A589V

Pat_28 Post-Resistance BCR 613 37 22 23631755 23631755 Missense_Mutation SNP C T 17 43 c.2654C>T c.(2653-2655)TCG>TTG p.S885L

Pat_28 Post-Resistance SLC2A11 66035 37 22 24219229 24219229 Missense_Mutation SNP G A 27 38 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_28 Post-Resistance MYO18B 84700 37 22 26165166 26165166 Missense_Mutation SNP C T 4 0 c.1283C>T c.(1282-1284)TCG>TTG p.S428L

Pat_28 Post-Resistance MYO18B 84700 37 22 26224849 26224849 Missense_Mutation SNP G A 18 33 c.2893G>A c.(2893-2895)GAG>AAG p.E965K

Pat_28 Post-Resistance NEFH 4744 37 22 29886558 29886558 Missense_Mutation SNP G A 12 26 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_28 Post-Resistance GCAT 23464 37 22 38211694 38211694 Missense_Mutation SNP C T 38 49 c.839C>T c.(838-840)CCC>CTC p.P280L



Pat_28 Post-Resistance GTPBP1 9567 37 22 39122262 39122262 Splice_Site SNP G A 13 18 c.1219_splice c.e8-1 p.G407_splice

Pat_28 Post-Resistance SMCR7L 54471 37 22 39909855 39909855 Missense_Mutation SNP C T 76 127 c.919C>T c.(919-921)CAT>TAT p.H307Y

Pat_28 Post-Resistance EP300 2033 37 22 41513431 41513431 Missense_Mutation SNP G A 60 99 c.335G>A c.(334-336)AGT>AAT p.S112N

Pat_28 Post-Resistance NAGA 4668 37 22 42456377 42456377 Missense_Mutation SNP C T 93 127 c.1142G>A c.(1141-1143)CGA>CAA p.R381Q

Pat_28 Post-Resistance A4GALT 53947 37 22 43088994 43088994 Nonsense_Mutation SNP G A 17 27 c.964C>T c.(964-966)CAG>TAG p.Q322*

Pat_28 Post-Resistance TTLL1 25809 37 22 43464597 43464597 Splice_Site SNP C T 59 99 c.323_splice c.e5-1 p.D108_splice

Pat_28 Post-Resistance BIK 638 37 22 43520033 43520033 Missense_Mutation SNP C T 25 33 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_28 Post-Resistance ATXN10 25814 37 22 46239548 46239548 Splice_Site SNP G A 10 21 c.1426_splice c.e12-1 p.*476_splice

Pat_28 Post-Resistance WNT7B 7477 37 22 46327195 46327195 Missense_Mutation SNP G A 4 6 c.353C>T c.(352-354)GCC>GTC p.A118V

Pat_28 Post-Resistance LMF2 91289 37 22 50943572 50943572 Missense_Mutation SNP C T 16 34 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_28 Post-Resistance CPNE9 151835 37 3 9759889 9759889 Missense_Mutation SNP C T 13 13 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_28 Post-Resistance BRPF1 7862 37 3 9782600 9782600 Missense_Mutation SNP C T 10 15 c.1697C>T c.(1696-1698)TCT>TTT p.S566F

Pat_28 Post-Resistance IL17RE 132014 37 3 9956268 9956268 Missense_Mutation SNP C T 39 61 c.1333C>T c.(1333-1335)CTC>TTC p.L445F

Pat_28 Post-Resistance FANCD2 2177 37 3 10089610 10089610 Missense_Mutation SNP G A 27 231 c.1288G>A c.(1288-1290)GAT>AAT p.D430N

Pat_28 Post-Resistance ATP2B2 491 37 3 10379966 10379966 Missense_Mutation SNP G C 28 27 c.3314C>G c.(3313-3315)CCG>CGG p.P1105R

Pat_28 Post-Resistance ATP2B2 491 37 3 10452389 10452389 Nonsense_Mutation SNP G A 109 169 c.310C>T c.(310-312)CAG>TAG p.Q104*

Pat_28 Post-Resistance HACL1 26061 37 3 15631058 15631058 Missense_Mutation SNP C T 62 88 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_28 Post-Resistance GALNTL2 117248 37 3 16252690 16252690 Missense_Mutation SNP G A 30 60 c.1139G>A c.(1138-1140)GGA>GAA p.G380E

Pat_28 Post-Resistance GALNTL2 117248 37 3 16254176 16254176 Missense_Mutation SNP C T 48 67 c.1298C>T c.(1297-1299)ACC>ATC p.T433I

Pat_28 Post-Resistance ZNF385D 79750 37 3 21706425 21706425 Missense_Mutation SNP G A 35 68 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_28 Post-Resistance ZNF860 344787 37 3 32030630 32030630 Missense_Mutation SNP C T 61 92 c.59C>T c.(58-60)CCT>CTT p.P20L

Pat_28 Post-Resistance ARPP21 10777 37 3 35750489 35750489 Missense_Mutation SNP A C 39 44 c.824A>C c.(823-825)GAC>GCC p.D275A

Pat_28 Post-Resistance STAC 6769 37 3 36485039 36485039 Missense_Mutation SNP G A 47 101 c.295G>A c.(295-297)GCT>ACT p.A99T

Pat_28 Post-Resistance STAC 6769 37 3 36485042 36485042 Missense_Mutation SNP G A 49 106 c.298G>A c.(298-300)GGT>AGT p.G100S

Pat_28 Post-Resistance TRANK1 9881 37 3 36872900 36872900 Missense_Mutation SNP C T 12 11 c.6392G>A c.(6391-6393)AGG>AAG p.R2131K

Pat_28 Post-Resistance DLEC1 9940 37 3 38137409 38137409 Missense_Mutation SNP G A 43 52 c.2143G>A c.(2143-2145)GTG>ATG p.V715M

Pat_28 Post-Resistance MYRIP 25924 37 3 40085725 40085725 Missense_Mutation SNP G A 36 72 c.295G>A c.(295-297)GAA>AAA p.E99K

Pat_28 Post-Resistance ZNF35 7584 37 3 44700600 44700601 Missense_Mutation DNP CC TT 36 104 c.745_746CC>TT c.(745-747)CCC>TTC p.P249F

Pat_28 Post-Resistance KIF15 56992 37 3 44872502 44872502 Missense_Mutation SNP G A 121 184 c.3163G>A c.(3163-3165)GAC>AAC p.D1055N

Pat_28 Post-Resistance FYCO1 79443 37 3 46008670 46008670 Missense_Mutation SNP C T 60 83 c.2156G>A c.(2155-2157)TGC>TAC p.C719Y

Pat_28 Post-Resistance CSPG5 10675 37 3 47614300 47614301 Nonsense_Mutation DNP GG AA 20 39 c.1257_1258CC>TTc.(1255-1260)TTCCAG>TTTTAGp.Q420*

Pat_28 Post-Resistance TREX1 11277 37 3 48508929 48508929 Missense_Mutation SNP G A 23 27 c.1040G>A c.(1039-1041)GGT>GAT p.G347D

Pat_28 Post-Resistance PRKAR2A 5576 37 3 48884951 48884951 Missense_Mutation SNP G A 5 3 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_28 Post-Resistance QARS 5859 37 3 49140824 49140824 Missense_Mutation SNP A G 63 121 c.470T>C c.(469-471)CTG>CCG p.L157P

Pat_28 Post-Resistance DAG1 1605 37 3 49569597 49569597 Nonsense_Mutation SNP G A 19 22 c.1653G>A c.(1651-1653)TGG>TGA p.W551*

Pat_28 Post-Resistance MST1 4485 37 3 49723375 49723375 Missense_Mutation SNP C T 4 25 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_28 Post-Resistance MON1A 84315 37 3 49948270 49948270 Missense_Mutation SNP C T 19 30 c.952G>A c.(952-954)GCG>ACG p.A318T

Pat_28 Post-Resistance DNAH1 25981 37 3 52360908 52360908 Splice_Site SNP G A 16 17 c.738_splice c.e5+1 p.K246_splice

Pat_28 Post-Resistance STAB1 23166 37 3 52536099 52536099 Missense_Mutation SNP G A 19 26 c.409G>A c.(409-411)GTG>ATG p.V137M

Pat_28 Post-Resistance ITIH1 3697 37 3 52816017 52816017 Missense_Mutation SNP C T 46 76 c.749C>T c.(748-750)TCC>TTC p.S250F

Pat_28 Post-Resistance LRIG1 26018 37 3 66434613 66434613 Missense_Mutation SNP G A 84 97 c.1873C>T c.(1873-1875)CAC>TAC p.H625Y

Pat_28 Post-Resistance C3orf64 285203 37 3 69056913 69056913 Missense_Mutation SNP G A 92 156 c.371C>T c.(370-372)GCC>GTC p.A124V

Pat_28 Post-Resistance CNTN3 5067 37 3 74548880 74548880 Missense_Mutation SNP G A 33 67 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_28 Post-Resistance COL8A1 1295 37 3 99513844 99513844 Missense_Mutation SNP G A 8 17 c.1099G>A c.(1099-1101)GTT>ATT p.V367I

Pat_28 Post-Resistance PCNP 57092 37 3 101311500 101311500 Missense_Mutation SNP C T 41 19 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_28 Post-Resistance CEP97 79598 37 3 101484183 101484183 Missense_Mutation SNP A G 140 45 c.2386A>G c.(2386-2388)AGA>GGA p.R796G

Pat_28 Post-Resistance PLCXD2 257068 37 3 111427090 111427090 Missense_Mutation SNP G A 61 21 c.481G>A c.(481-483)GAT>AAT p.D161N



Pat_28 Post-Resistance C3orf15 89876 37 3 119445129 119445129 Missense_Mutation SNP A C 14 5 c.794A>C c.(793-795)AAG>ACG p.K265T

Pat_28 Post-Resistance SLC15A2 6565 37 3 121643880 121643880 Missense_Mutation SNP C T 85 41 c.1124C>T c.(1123-1125)TCA>TTA p.S375L

Pat_28 Post-Resistance SEC61A1 29927 37 3 127783866 127783866 Missense_Mutation SNP G A 87 20 c.763G>A c.(763-765)GTC>ATC p.V255I

Pat_28 Post-Resistance STAG1 10274 37 3 136141269 136141269 Missense_Mutation SNP C T 61 14 c.2020G>A c.(2020-2022)GAA>AAA p.E674K

Pat_28 Post-Resistance WWTR1 25937 37 3 149243815 149243815 Missense_Mutation SNP C T 45 17 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_28 Post-Resistance IGSF10 285313 37 3 151155253 151155253 Missense_Mutation SNP G A 92 28 c.7096C>T c.(7096-7098)CCA>TCA p.P2366S

Pat_28 Post-Resistance C3orf79 152118 37 3 153202377 153202377 Missense_Mutation SNP G A 59 36 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_28 Post-Resistance NMD3 51068 37 3 160964203 160964203 Missense_Mutation SNP G A 32 14 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_28 Post-Resistance HTR3C 170572 37 3 183772559 183772559 Missense_Mutation SNP G A 39 15 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_28 Post-Resistance TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 23 57 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_28 Post-Resistance SDHAP1 255812 37 3 195690273 195690274 Missense_Mutation DNP GG TA 35 70 c.262_263CC>TA c.(262-264)CCC>TAC p.P88Y

Pat_28 Post-Resistance PDE6B 5158 37 4 654325 654325 Missense_Mutation SNP G A 14 18 c.1537G>A c.(1537-1539)GAA>AAA p.E513K

Pat_28 Post-Resistance MFSD10 10227 37 4 2933320 2933320 Missense_Mutation SNP G A 18 21 c.985C>T c.(985-987)CGG>TGG p.R329W

Pat_28 Post-Resistance HGFAC 3083 37 4 3449646 3449646 Missense_Mutation SNP G A 6 13 c.1520G>A c.(1519-1521)GGG>GAG p.G507E

Pat_28 Post-Resistance OTOP1 133060 37 4 4190688 4190688 Missense_Mutation SNP G A 11 104 c.1681C>T c.(1681-1683)CCC>TCC p.P561S

Pat_28 Post-Resistance JAKMIP1 152789 37 4 6050637 6050637 Missense_Mutation SNP C T 18 35 c.1975G>A c.(1975-1977)GAA>AAA p.E659K

Pat_28 Post-Resistance MAN2B2 23324 37 4 6596460 6596460 Splice_Site SNP G A 10 11 c.1057_splice c.e7+1 p.E353_splice

Pat_28 Post-Resistance PROM1 8842 37 4 15981017 15981017 Splice_Site SNP C T 34 79 c.2582_splice c.e25+1 p.S861_splice

Pat_28 Post-Resistance SEPSECS 51091 37 4 25157661 25157661 Missense_Mutation SNP G A 85 131 c.545C>T c.(544-546)GCA>GTA p.A182V

Pat_28 Post-Resistance WDR19 57728 37 4 39216257 39216257 Missense_Mutation SNP G A 46 67 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_28 Post-Resistance RFC1 5981 37 4 39301676 39301677 Missense_Mutation DNP GG AA 15 43 c.2775_2776CC>TTc.(2773-2778)ATCCGG>ATTTGGp.R926W

Pat_28 Post-Resistance NSUN7 79730 37 4 40752969 40752969 Nonsense_Mutation SNP C T 31 59 c.259C>T c.(259-261)CAG>TAG p.Q87*

Pat_28 Post-Resistance KIAA1211 57482 37 4 57181815 57181815 Missense_Mutation SNP A T 40 51 c.2147A>T c.(2146-2148)AAT>ATT p.N716I

Pat_28 Post-Resistance UGT2A1 10941 37 4 70460343 70460343 Missense_Mutation SNP C T 43 62 c.1156G>A c.(1156-1158)GTC>ATC p.V386I

Pat_28 Post-Resistance SULT1E1 6783 37 4 70723320 70723320 Missense_Mutation SNP G A 30 35 c.43C>T c.(43-45)CAT>TAT p.H15Y

Pat_28 Post-Resistance SHROOM3 57619 37 4 77659967 77659967 Missense_Mutation SNP C T 39 61 c.641C>T c.(640-642)CCT>CTT p.P214L

Pat_28 Post-Resistance FRAS1 80144 37 4 79301123 79301123 Missense_Mutation SNP G A 62 88 c.3536G>A c.(3535-3537)CGT>CAT p.R1179H

Pat_28 Post-Resistance FRAS1 80144 37 4 79362382 79362382 Missense_Mutation SNP C T 17 18 c.5596C>T c.(5596-5598)CTC>TTC p.L1866F

Pat_28 Post-Resistance PAQR3 152559 37 4 79860269 79860269 Missense_Mutation SNP G A 58 85 c.110C>T c.(109-111)CCC>CTC p.P37L

Pat_28 Post-Resistance TMEM150C 441027 37 4 83417310 83417310 Missense_Mutation SNP G A 73 76 c.274C>T c.(274-276)CCG>TCG p.P92S

Pat_28 Post-Resistance SEC31A 22872 37 4 83765625 83765625 Missense_Mutation SNP C T 48 27 c.2540G>A c.(2539-2541)GGA>GAA p.G847E

Pat_28 Post-Resistance SEC31A 22872 37 4 83778844 83778844 Missense_Mutation SNP C T 40 110 c.1700G>A c.(1699-1701)GGG>GAG p.G567E

Pat_28 Post-Resistance WDFY3 23001 37 4 85678114 85678114 Missense_Mutation SNP G A 151 296 c.5389C>T c.(5389-5391)CCT>TCT p.P1797S

Pat_28 Post-Resistance DSPP 1834 37 4 88534072 88534072 Missense_Mutation SNP G A 15 17 c.734G>A c.(733-735)AGT>AAT p.S245N

Pat_28 Post-Resistance ABCG2 9429 37 4 89053785 89053785 Missense_Mutation SNP C T 34 42 c.206G>A c.(205-207)GGG>GAG p.G69E

Pat_28 Post-Resistance ADH1B 125 37 4 100237077 100237077 Missense_Mutation SNP C T 85 200 c.545G>A c.(544-546)GGG>GAG p.G182E

Pat_28 Post-Resistance CENPE 1062 37 4 104097137 104097137 Missense_Mutation SNP C T 46 96 c.1459G>A c.(1459-1461)GCA>ACA p.A487T

Pat_28 Post-Resistance PAPSS1 9061 37 4 108622351 108622351 Missense_Mutation SNP G A 67 102 c.151C>T c.(151-153)CGT>TGT p.R51C

Pat_28 Post-Resistance COL25A1 84570 37 4 109766362 109766362 Missense_Mutation SNP C T 100 168 c.1561G>A c.(1561-1563)GGT>AGT p.G521S

Pat_28 Post-Resistance EGF 1950 37 4 110884373 110884373 Missense_Mutation SNP C T 109 189 c.1357C>T c.(1357-1359)CCT>TCT p.P453S

Pat_28 Post-Resistance ANKRD50 57182 37 4 125592742 125592742 Missense_Mutation SNP G A 73 119 c.1690C>T c.(1690-1692)CTT>TTT p.L564F

Pat_28 Post-Resistance PCDH18 54510 37 4 138449631 138449631 Splice_Site SNP C T 81 97 c.2740_splice c.e3+1 p.A914_splice

Pat_28 Post-Resistance FHDC1 85462 37 4 153884215 153884215 Missense_Mutation SNP C T 105 133 c.962C>T c.(961-963)TCT>TTT p.S321F

Pat_28 Post-Resistance DCHS2 54798 37 4 155156884 155156884 Missense_Mutation SNP C T 57 78 c.7555G>A c.(7555-7557)GTT>ATT p.V2519I

Pat_28 Post-Resistance RXFP1 59350 37 4 159573068 159573068 Missense_Mutation SNP C T 47 83 c.2135C>T c.(2134-2136)ACA>ATA p.T712I

Pat_28 Post-Resistance KLHL2 11275 37 4 166231776 166231776 Missense_Mutation SNP G A 260 372 c.1111G>A c.(1111-1113)GAT>AAT p.D371N

Pat_28 Post-Resistance ODZ3 55714 37 4 183675922 183675922 Missense_Mutation SNP G A 43 71 c.4402G>A c.(4402-4404)GAT>AAT p.D1468N



Pat_28 Post-Resistance SDHA 6389 37 5 218477 218477 Missense_Mutation SNP G A 6 21 c.7G>A c.(7-9)GGG>AGG p.G3R

Pat_28 Post-Resistance SLC12A7 10723 37 5 1063982 1063982 Missense_Mutation SNP C T 29 56 c.2716G>A c.(2716-2718)GCC>ACC p.A906T

Pat_28 Post-Resistance SLC6A3 6531 37 5 1441606 1441606 Splice_Site SNP C T 9 12 c.287_splice c.e3-1 p.G96_splice

Pat_28 Post-Resistance KIAA0947 23379 37 5 5465026 5465026 Missense_Mutation SNP G A 7 6 c.5579G>A c.(5578-5580)AGG>AAG p.R1860K

Pat_28 Post-Resistance SEMA5A 9037 37 5 9202163 9202163 Missense_Mutation SNP G A 33 55 c.836C>T c.(835-837)TCC>TTC p.S279F

Pat_28 Post-Resistance DNAH5 1767 37 5 13807795 13807795 Missense_Mutation SNP C T 6 10 c.7792G>A c.(7792-7794)GTA>ATA p.V2598I

Pat_28 Post-Resistance CDH10 1008 37 5 24491808 24491808 Nonsense_Mutation SNP G A 46 65 c.1753C>T c.(1753-1755)CGA>TGA p.R585*

Pat_28 Post-Resistance UGT3A1 133688 37 5 35954459 35954459 Missense_Mutation SNP G A 25 35 c.1417C>T c.(1417-1419)CCC>TCC p.P473S

Pat_28 Post-Resistance EGFLAM 133584 37 5 38409148 38409148 Missense_Mutation SNP G A 8 11 c.1291G>A c.(1291-1293)GAA>AAA p.E431K

Pat_28 Post-Resistance RICTOR 253260 37 5 38953151 38953151 Missense_Mutation SNP C T 72 106 c.2833G>A c.(2833-2835)GAA>AAA p.E945K

Pat_28 Post-Resistance C6 729 37 5 41158798 41158798 Missense_Mutation SNP G A 25 47 c.1946C>T c.(1945-1947)CCT>CTT p.P649L

Pat_28 Post-Resistance HMGCS1 3157 37 5 43294211 43294211 Missense_Mutation SNP G A 46 111 c.1130C>T c.(1129-1131)TCT>TTT p.S377F

Pat_28 Post-Resistance GAPT 202309 37 5 57790683 57790683 Missense_Mutation SNP C T 40 53 c.320C>T c.(319-321)ACC>ATC p.T107I

Pat_28 Post-Resistance RGS7BP 401190 37 5 63905020 63905020 Missense_Mutation SNP C T 47 67 c.715C>T c.(715-717)CCC>TCC p.P239S

Pat_28 Post-Resistance PPWD1 23398 37 5 64865551 64865551 Missense_Mutation SNP G A 31 57 c.392G>A c.(391-393)AGT>AAT p.S131N

Pat_28 Post-Resistance MAST4 375449 37 5 66462764 66462764 Missense_Mutation SNP C T 7 15 c.7190C>T c.(7189-7191)TCC>TTC p.S2397F

Pat_28 Post-Resistance RGNEF 64283 37 5 73136449 73136449 Missense_Mutation SNP G A 25 37 c.1291G>A c.(1291-1293)GAA>AAA p.E431K

Pat_28 Post-Resistance IQGAP2 10788 37 5 75886412 75886412 Splice_Site SNP G A 5 23 c.819_splice c.e8+1 p.K273_splice

Pat_28 Post-Resistance VCAN 1462 37 5 82815700 82815700 Missense_Mutation SNP G A 68 90 c.1575G>A c.(1573-1575)ATG>ATA p.M525I

Pat_28 Post-Resistance EDIL3 10085 37 5 83259133 83259133 Missense_Mutation SNP C T 34 56 c.1184G>A c.(1183-1185)GGA>GAA p.G395E

Pat_28 Post-Resistance GPR98 84059 37 5 90159654 90159654 Missense_Mutation SNP G A 97 148 c.17836G>A c.(17836-17838)GCA>ACA p.A5946T

Pat_28 Post-Resistance AQPEP 206338 37 5 115335540 115335540 Missense_Mutation SNP G A 38 81 c.1456G>A c.(1456-1458)GTG>ATG p.V486M

Pat_28 Post-Resistance SEMA6A 57556 37 5 115837950 115837950 Missense_Mutation SNP G C 135 189 c.174C>G c.(172-174)ATC>ATG p.I58M

Pat_28 Post-Resistance FAM170A 340069 37 5 118965466 118965466 Missense_Mutation SNP G A 65 83 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_28 Post-Resistance CSNK1G3 1456 37 5 122881506 122881506 Missense_Mutation SNP G A 82 120 c.149G>A c.(148-150)GGA>GAA p.G50E

Pat_28 Post-Resistance C5orf56 441108 37 5 131821956 131821956 Missense_Mutation SNP G T 51 81 c.117G>T c.(115-117)GAG>GAT p.E39D

Pat_28 Post-Resistance HSPA4 3308 37 5 132427028 132427028 Missense_Mutation SNP G A 28 38 c.1522G>A c.(1522-1524)GAG>AAG p.E508K

Pat_28 Post-Resistance TCF7 6932 37 5 133451621 133451621 Missense_Mutation SNP C T 26 45 c.338C>T c.(337-339)ACC>ATC p.T113I

Pat_28 Post-Resistance WNT8A 7478 37 5 137426514 137426514 Missense_Mutation SNP A T 32 56 c.808A>T c.(808-810)ACA>TCA p.T270S

Pat_28 Post-Resistance KIF20A 10112 37 5 137523005 137523005 Missense_Mutation SNP C T 26 49 c.2576C>T c.(2575-2577)ACC>ATC p.T859I

Pat_28 Post-Resistance PCDHA9 9752 37 5 140230475 140230475 Splice_Site SNP G A 21 26 c.2394_splice c.e1+1 p.K798_splice

Pat_28 Post-Resistance PCDHA13 56136 37 5 140264182 140264182 Missense_Mutation SNP C T 14 19 c.2329C>T c.(2329-2331)CCT>TCT p.P777S

Pat_28 Post-Resistance PCDHB16 57717 37 5 140563779 140563779 Missense_Mutation SNP G A 14 14 c.1645G>A c.(1645-1647)GTG>ATG p.V549M

Pat_28 Post-Resistance PCDHGB1 56104 37 5 140730554 140730554 Missense_Mutation SNP G A 49 73 c.727G>A c.(727-729)GTA>ATA p.V243I

Pat_28 Post-Resistance PCDHGA5 56110 37 5 140744554 140744554 Missense_Mutation SNP C A 46 64 c.657C>A c.(655-657)GAC>GAA p.D219E

Pat_28 Post-Resistance PCDHGA9 56107 37 5 140783741 140783741 Nonsense_Mutation SNP C T 3 6 c.1222C>T c.(1222-1224)CAA>TAA p.Q408*

Pat_28 Post-Resistance PCDHGC3 5098 37 5 140857485 140857485 Missense_Mutation SNP G A 14 18 c.1802G>A c.(1801-1803)GGG>GAG p.G601E

Pat_28 Post-Resistance SLC26A2 1836 37 5 149357903 149357903 Missense_Mutation SNP G A 67 114 c.688G>A c.(688-690)GGA>AGA p.G230R

Pat_28 Post-Resistance CCDC69 26112 37 5 150581189 150581189 Missense_Mutation SNP C T 44 57 c.185G>A c.(184-186)AGA>AAA p.R62K

Pat_28 Post-Resistance SGCD 6444 37 5 155771587 155771587 Missense_Mutation SNP G A 65 89 c.89G>A c.(88-90)CGG>CAG p.R30Q

Pat_28 Post-Resistance SLIT3 6586 37 5 168098390 168098390 Missense_Mutation SNP C T 17 44 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_28 Post-Resistance STK10 6793 37 5 171472026 171472026 Missense_Mutation SNP C T 41 53 c.2767G>A c.(2767-2769)GCT>ACT p.A923T

Pat_28 Post-Resistance C5orf25 375484 37 5 175740710 175740710 Missense_Mutation SNP G A 141 216 c.1694G>A c.(1693-1695)GGG>GAG p.G565E

Pat_28 Post-Resistance GRM6 2916 37 5 178418532 178418532 Missense_Mutation SNP C A 87 116 c.750G>T c.(748-750)AAG>AAT p.K250N

Pat_28 Post-Resistance EXOC2 55770 37 6 564872 564872 Missense_Mutation SNP C T 143 83 c.1501G>A c.(1501-1503)GAT>AAT p.D501N

Pat_28 Post-Resistance PRPF4B 8899 37 6 4041062 4041062 Missense_Mutation SNP G A 26 161 c.1469G>A c.(1468-1470)GGT>GAT p.G490D

Pat_28 Post-Resistance DSP 1832 37 6 7565599 7565599 Missense_Mutation SNP C T 55 240 c.785C>T c.(784-786)TCC>TTC p.S262F



Pat_28 Post-Resistance SYCP2L 221711 37 6 10956431 10956431 Missense_Mutation SNP C T 23 97 c.2119C>T c.(2119-2121)CCA>TCA p.P707S

Pat_28 Post-Resistance JARID2 3720 37 6 15487537 15487537 Splice_Site SNP G A 3 27 c.671_splice c.e6-1 p.V224_splice

Pat_28 Post-Resistance FAM8A1 51439 37 6 17601299 17601299 Missense_Mutation SNP G A 9 18 c.659G>A c.(658-660)AGG>AAG p.R220K

Pat_28 Post-Resistance NUP153 9972 37 6 17629327 17629327 Missense_Mutation SNP G A 33 127 c.3103C>T c.(3103-3105)CCT>TCT p.P1035S

Pat_28 Post-Resistance E2F3 1871 37 6 20402789 20402789 Missense_Mutation SNP G A 4 8 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_28 Post-Resistance CDKAL1 54901 37 6 21000457 21000457 Splice_Site SNP G A 100 141 c.910_splice c.e11-1 p.E304_splice

Pat_28 Post-Resistance KIAA0319 9856 37 6 24596292 24596292 Missense_Mutation SNP C T 8 36 c.610G>A c.(610-612)GCG>ACG p.A204T

Pat_28 Post-Resistance HIST1H2BB 3018 37 6 26043810 26043810 Missense_Mutation SNP C T 53 226 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_28 Post-Resistance HIST1H4F 8361 37 6 26240940 26240940 Missense_Mutation SNP G A 44 129 c.287G>A c.(286-288)CGC>CAC p.R96H

Pat_28 Post-Resistance ZNF165 7718 37 6 28053992 28053992 Missense_Mutation SNP G A 36 168 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_28 Post-Resistance TRIM10 10107 37 6 30123507 30123507 Missense_Mutation SNP G A 17 72 c.925C>T c.(925-927)CCA>TCA p.P309S

Pat_28 Post-Resistance MDC1 9656 37 6 30672908 30672908 Missense_Mutation SNP G A 56 225 c.4052C>T c.(4051-4053)ACT>ATT p.T1351I

Pat_28 Post-Resistance PSORS1C1 170679 37 6 31107430 31107430 Missense_Mutation SNP C A 13 42 c.180C>A c.(178-180)GAC>GAA p.D60E

Pat_28 Post-Resistance PSORS1C1 170679 37 6 31107605 31107605 Missense_Mutation SNP C T 37 102 c.355C>T c.(355-357)CCT>TCT p.P119S

Pat_28 Post-Resistance LY6G6F 259215 37 6 31685358 31685358 Missense_Mutation SNP C T 130 580 c.926C>T c.(925-927)CCC>CTC p.P309L

Pat_28 Post-Resistance SLC44A4 80736 37 6 31833111 31833111 Missense_Mutation SNP G A 110 506 c.1741C>T c.(1741-1743)CTC>TTC p.L581F

Pat_28 Post-Resistance EHMT2 10919 37 6 31854650 31854650 Missense_Mutation SNP C T 82 334 c.2143G>A c.(2143-2145)GAC>AAC p.D715N

Pat_28 Post-Resistance CFB 629 37 6 31914225 31914225 Missense_Mutation SNP G A 6 60 c.140G>A c.(139-141)GGC>GAC p.G47D

Pat_28 Post-Resistance CFB 629 37 6 31919797 31919797 Missense_Mutation SNP G A 111 332 c.2285G>A c.(2284-2286)GGT>GAT p.G762D

Pat_28 Post-Resistance AGPAT1 10554 37 6 32139188 32139188 Missense_Mutation SNP C T 22 57 c.86G>A c.(85-87)AGC>AAC p.S29N

Pat_28 Post-Resistance NOTCH4 4855 37 6 32189064 32189064 Missense_Mutation SNP G A 20 91 c.490C>T c.(490-492)CCA>TCA p.P164S

Pat_28 Post-Resistance HLA-DQB1 3119 37 6 32629225 32629225 Missense_Mutation SNP G A 11 7 c.671C>T c.(670-672)TCT>TTT p.S224F

Pat_28 Post-Resistance TAP1 6890 37 6 32821391 32821391 Missense_Mutation SNP G A 20 29 c.203C>T c.(202-204)GCT>GTT p.A68V

Pat_28 Post-Resistance VPS52 6293 37 6 33219723 33219723 Missense_Mutation SNP G A 27 73 c.1820C>T c.(1819-1821)CCC>CTC p.P607L

Pat_28 Post-Resistance RPS18 6222 37 6 33243844 33243844 Splice_Site SNP G A 26 73 c.291_splice c.e4+1 p.Q97_splice

Pat_28 Post-Resistance WDR46 9277 37 6 33256444 33256444 Missense_Mutation SNP G A 35 125 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_28 Post-Resistance ZBTB22 9278 37 6 33283427 33283427 Missense_Mutation SNP C T 47 116 c.1267G>A c.(1267-1269)GGC>AGC p.G423S

Pat_28 Post-Resistance DAXX 1616 37 6 33286845 33286845 Missense_Mutation SNP G A 49 157 c.2092C>T c.(2092-2094)CTC>TTC p.L698F

Pat_28 Post-Resistance ITPR3 3710 37 6 33644865 33644865 Missense_Mutation SNP G A 15 61 c.3521G>A c.(3520-3522)GGC>GAC p.G1174D

Pat_28 Post-Resistance HMGA1 3159 37 6 34211249 34211249 Missense_Mutation SNP C T 15 68 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_28 Post-Resistance ANKS1A 23294 37 6 34985363 34985363 Missense_Mutation SNP G A 28 91 c.1537G>A c.(1537-1539)GGG>AGG p.G513R

Pat_28 Post-Resistance CDKN1A 1026 37 6 36652219 36652219 Missense_Mutation SNP C T 12 12 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_28 Post-Resistance DNAH8 1769 37 6 38790697 38790697 Missense_Mutation SNP G A 22 67 c.2956G>A c.(2956-2958)GTC>ATC p.V986I

Pat_28 Post-Resistance DNAH8 1769 37 6 38862525 38862525 Nonsense_Mutation SNP C T 28 105 c.7981C>T c.(7981-7983)CGA>TGA p.R2661*

Pat_28 Post-Resistance DNAH8 1769 37 6 38917285 38917285 Missense_Mutation SNP G A 51 164 c.11536G>A c.(11536-11538)GAA>AAA p.E3846K

Pat_28 Post-Resistance ZNF318 24149 37 6 43316171 43316171 Missense_Mutation SNP G A 70 206 c.2963C>T c.(2962-2964)TCC>TTC p.S988F

Pat_28 Post-Resistance ABCC10 89845 37 6 43415624 43415624 Missense_Mutation SNP G A 14 30 c.3908G>A c.(3907-3909)CGA>CAA p.R1303Q

Pat_28 Post-Resistance GPR116 221395 37 6 46830722 46830722 Missense_Mutation SNP C T 68 136 c.2102G>A c.(2101-2103)GGC>GAC p.G701D

Pat_28 Post-Resistance C6orf138 442213 37 6 47846952 47846952 Missense_Mutation SNP C T 15 49 c.1577G>A c.(1576-1578)AGT>AAT p.S526N

Pat_28 Post-Resistance RHAG 6005 37 6 49586943 49586943 Missense_Mutation SNP A G 65 208 c.290T>C c.(289-291)GTA>GCA p.V97A

Pat_28 Post-Resistance PGK2 5232 37 6 49753930 49753930 Missense_Mutation SNP T A 97 361 c.971A>T c.(970-972)CAT>CTT p.H324L

Pat_28 Post-Resistance PKHD1 5314 37 6 51913410 51913410 Missense_Mutation SNP G A 26 69 c.2287C>T c.(2287-2289)CCC>TCC p.P763S

Pat_28 Post-Resistance PAQR8 85315 37 6 52268486 52268486 Missense_Mutation SNP G A 61 197 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_28 Post-Resistance ICK 22858 37 6 52880960 52880960 Missense_Mutation SNP G A 53 232 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_28 Post-Resistance FAM83B 222584 37 6 54735297 54735297 Missense_Mutation SNP G A 66 268 c.253G>A c.(253-255)GAT>AAT p.D85N

Pat_28 Post-Resistance DST 667 37 6 56496706 56496706 Missense_Mutation SNP C T 61 251 c.3839G>A c.(3838-3840)AGT>AAT p.S1280N

Pat_28 Post-Resistance AIM1 202 37 6 106992663 106992663 Missense_Mutation SNP G A 5 1 c.3943G>A c.(3943-3945)GAT>AAT p.D1315N



Pat_28 Post-Resistance FYN 2534 37 6 112035611 112035611 Missense_Mutation SNP C T 32 16 c.283G>A c.(283-285)GCA>ACA p.A95T

Pat_28 Post-Resistance RFPL4B 442247 37 6 112671637 112671637 Missense_Mutation SNP C T 21 8 c.727C>T c.(727-729)CCA>TCA p.P243S

Pat_28 Post-Resistance SAMD3 154075 37 6 130497110 130497110 Missense_Mutation SNP C T 24 17 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_28 Post-Resistance GPR126 57211 37 6 142725084 142725084 Missense_Mutation SNP C T 71 24 c.2101C>T c.(2101-2103)CCA>TCA p.P701S

Pat_28 Post-Resistance FNDC1 84624 37 6 159654246 159654246 Missense_Mutation SNP C T 5 1 c.2702C>T c.(2701-2703)CCC>CTC p.P901L

Pat_28 Post-Resistance BRP44L 51660 37 6 166779481 166779481 Missense_Mutation SNP C T 45 18 c.286G>A c.(286-288)GGG>AGG p.G96R

Pat_28 Post-Resistance BZW2 28969 37 7 16729503 16729503 Missense_Mutation SNP G A 8 41 c.623G>A c.(622-624)AGA>AAA p.R208K

Pat_28 Post-Resistance HDAC9 9734 37 7 18806771 18806771 Missense_Mutation SNP G A 10 18 c.2198G>A c.(2197-2199)GGA>GAA p.G733E

Pat_28 Post-Resistance CCDC129 223075 37 7 31617513 31617513 Missense_Mutation SNP C T 20 53 c.635C>T c.(634-636)ACC>ATC p.T212I

Pat_28 Post-Resistance SFRP4 6424 37 7 37955718 37955718 Missense_Mutation SNP G A 51 127 c.422C>T c.(421-423)GCC>GTC p.A141V

Pat_28 Post-Resistance RAMP3 10268 37 7 45222964 45222964 Missense_Mutation SNP G A 78 225 c.400G>A c.(400-402)GCT>ACT p.A134T

Pat_28 Post-Resistance PKD1L1 168507 37 7 47976441 47976441 Splice_Site SNP A G 19 53 c.398_splice c.e4+1 p.R133_splice

Pat_28 Post-Resistance ABCA13 154664 37 7 48559881 48559881 Missense_Mutation SNP G A 9 47 c.14042G>A c.(14041-14043)CGA>CAA p.R4681Q

Pat_28 Post-Resistance EGFR 1956 37 7 55273036 55273036 Missense_Mutation SNP G A 44 145 c.3359G>A c.(3358-3360)AGC>AAC p.S1120N

Pat_28 Post-Resistance ZNF716 441234 37 7 57528589 57528589 Missense_Mutation SNP G A 16 87 c.422G>A c.(421-423)GGT>GAT p.G141D

Pat_28 Post-Resistance ASL 435 37 7 65557607 65557607 Missense_Mutation SNP G A 36 58 c.1207G>A c.(1207-1209)GTC>ATC p.V403I

Pat_28 Post-Resistance SBDS 51119 37 7 66453486 66453486 Missense_Mutation SNP C T 30 79 c.625G>A c.(625-627)GTA>ATA p.V209I

Pat_28 Post-Resistance AUTS2 26053 37 7 69364416 69364416 Nonsense_Mutation SNP C T 228 165 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_28 Post-Resistance TYW1B 441250 37 7 72297543 72297543 Missense_Mutation SNP T C 38 136 c.26A>G c.(25-27)GAC>GGC p.D9G

Pat_28 Post-Resistance MAGI2 9863 37 7 78130964 78130964 Missense_Mutation SNP C T 125 110 c.895G>A c.(895-897)GAG>AAG p.E299K

Pat_28 Post-Resistance CACNA2D1 781 37 7 81641540 81641540 Missense_Mutation SNP C T 44 133 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_28 Post-Resistance ZNF804B 219578 37 7 88962766 88962766 Missense_Mutation SNP G A 27 76 c.470G>A c.(469-471)AGA>AAA p.R157K

Pat_28 Post-Resistance SAMD9L 219285 37 7 92763843 92763843 Nonsense_Mutation SNP C T 42 181 c.1442G>A c.(1441-1443)TGG>TAG p.W481*

Pat_28 Post-Resistance COL1A2 1278 37 7 94040207 94040207 Missense_Mutation SNP C T 26 80 c.1204C>T c.(1204-1206)CCT>TCT p.P402S

Pat_28 Post-Resistance ASNS 440 37 7 97482371 97482371 Splice_Site SNP C T 14 63 c.1476_splice c.e12+1 p.Q492_splice

Pat_28 Post-Resistance ARPC1A 10552 37 7 98961248 98961248 Missense_Mutation SNP G A 27 63 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_28 Post-Resistance ZKSCAN1 7586 37 7 99621460 99621460 Missense_Mutation SNP G A 27 69 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_28 Post-Resistance COPS6 10980 37 7 99687039 99687039 Splice_Site SNP G A 57 161 c.202_splice c.e2+1 p.V68_splice

Pat_28 Post-Resistance AP4M1 9179 37 7 99704099 99704099 Missense_Mutation SNP C T 26 34 c.1099C>T c.(1099-1101)CGG>TGG p.R367W

Pat_28 Post-Resistance GPC2 221914 37 7 99773341 99773341 Missense_Mutation SNP C T 39 109 c.502G>A c.(502-504)GCA>ACA p.A168T

Pat_28 Post-Resistance GPC2 221914 37 7 99773506 99773506 Missense_Mutation SNP C T 15 27 c.337G>A c.(337-339)GAG>AAG p.E113K

Pat_28 Post-Resistance GPC2 221914 37 7 99774815 99774815 Missense_Mutation SNP G A 16 28 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_28 Post-Resistance EPHB4 2050 37 7 100416159 100416159 Missense_Mutation SNP C T 17 48 c.1405G>A c.(1405-1407)GTC>ATC p.V469I

Pat_28 Post-Resistance SLC12A9 56996 37 7 100459495 100459495 Missense_Mutation SNP G A 15 34 c.1673G>A c.(1672-1674)GGG>GAG p.G558E

Pat_28 Post-Resistance CDHR3 222256 37 7 105662865 105662865 Missense_Mutation SNP C T 99 300 c.2047C>T c.(2047-2049)CCA>TCA p.P683S

Pat_28 Post-Resistance PRKAR2B 5577 37 7 106762448 106762448 Missense_Mutation SNP G A 24 79 c.395G>A c.(394-396)AGG>AAG p.R132K

Pat_28 Post-Resistance CBLL1 79872 37 7 107399303 107399303 Missense_Mutation SNP C T 213 521 c.1156C>T c.(1156-1158)CCT>TCT p.P386S

Pat_28 Post-Resistance LEP 3952 37 7 127894707 127894707 Missense_Mutation SNP G A 10 28 c.395G>A c.(394-396)GGG>GAG p.G132E

Pat_28 Post-Resistance IMPDH1 3614 37 7 128041084 128041084 Missense_Mutation SNP C A 27 62 c.234G>T c.(232-234)ATG>ATT p.M78I

Pat_28 Post-Resistance METTL2B 55798 37 7 128141925 128141925 Nonsense_Mutation SNP G A 110 281 c.1092G>A c.(1090-1092)TGG>TGA p.W364*

Pat_28 Post-Resistance IRF5 3663 37 7 128587941 128587941 Missense_Mutation SNP C T 11 30 c.916C>T c.(916-918)CCC>TCC p.P306S

Pat_28 Post-Resistance AHCYL2 23382 37 7 129066392 129066392 Missense_Mutation SNP C T 26 68 c.1817C>T c.(1816-1818)CCT>CTT p.P606L

Pat_28 Post-Resistance FAM40B 57464 37 7 129079912 129079912 Missense_Mutation SNP G A 34 104 c.179G>A c.(178-180)GGG>GAG p.G60E

Pat_28 Post-Resistance MKLN1 4289 37 7 131122712 131122712 Missense_Mutation SNP G A 104 365 c.1129G>A c.(1129-1131)GAT>AAT p.D377N

Pat_28 Post-Resistance WDR91 29062 37 7 134893671 134893671 Nonsense_Mutation SNP C T 87 215 c.383G>A c.(382-384)TGG>TAG p.W128*

Pat_28 Post-Resistance KIAA1549 57670 37 7 138556063 138556063 Missense_Mutation SNP G A 22 73 c.4391C>T c.(4390-4392)TCC>TTC p.S1464F

Pat_28 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 102 80 c.1799T>A c.(1798-1800)GTG>GAG p.V600E



Pat_28 Post-Resistance AGK 55750 37 7 141336765 141336766 Nonsense_Mutation DNP GG AA 43 39 c.674_675GG>AA c.(673-675)TGG>TAA p.W225*

Pat_28 Post-Resistance EPHA1 2041 37 7 143096814 143096814 Nonsense_Mutation SNP C T 46 87 c.765G>A c.(763-765)TGG>TGA p.W255*

Pat_28 Post-Resistance OR2A5 393046 37 7 143748032 143748032 Missense_Mutation SNP G A 293 254 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_28 Post-Resistance OR2A2 442361 37 7 143807483 143807483 Missense_Mutation SNP G A 190 272 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_28 Post-Resistance TMEM176B 28959 37 7 150488648 150488648 Missense_Mutation SNP C T 22 42 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_28 Post-Resistance TMEM176B 28959 37 7 150489212 150489212 Missense_Mutation SNP C T 38 104 c.652G>A c.(652-654)GTC>ATC p.V218I

Pat_28 Post-Resistance MLL3 58508 37 7 151945619 151945619 Missense_Mutation SNP C T 54 138 c.1900G>A c.(1900-1902)GTG>ATG p.V634M

Pat_28 Post-Resistance RBM33 155435 37 7 155567718 155567718 Missense_Mutation SNP G A 45 93 c.3496G>A c.(3496-3498)GCC>ACC p.A1166T

Pat_28 Post-Resistance CSMD1 64478 37 8 2815259 2815259 Missense_Mutation SNP A G 17 15 c.9776T>C c.(9775-9777)CTT>CCT p.L3259P

Pat_28 Post-Resistance DEFA6 1671 37 8 6783482 6783482 Missense_Mutation SNP C T 6 21 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_28 Post-Resistance USP17L2 377630 37 8 11995072 11995072 Missense_Mutation SNP C T 31 36 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_28 Post-Resistance MSR1 4481 37 8 16012581 16012581 Missense_Mutation SNP C T 22 68 c.890G>A c.(889-891)GGT>GAT p.G297D

Pat_28 Post-Resistance FAM160B2 64760 37 8 21959813 21959813 Missense_Mutation SNP C T 22 70 c.1979C>T c.(1978-1980)TCC>TTC p.S660F

Pat_28 Post-Resistance RHOBTB2 23221 37 8 22862063 22862063 Missense_Mutation SNP C T 28 69 c.116C>T c.(115-117)ACC>ATC p.T39I

Pat_28 Post-Resistance STMN4 81551 37 8 27097649 27097649 Missense_Mutation SNP C T 17 86 c.349G>A c.(349-351)GCA>ACA p.A117T

Pat_28 Post-Resistance TEX15 56154 37 8 30694633 30694633 Missense_Mutation SNP G A 100 254 c.8018C>T c.(8017-8019)GCC>GTC p.A2673V

Pat_28 Post-Resistance TACC1 6867 37 8 38693693 38693693 Missense_Mutation SNP C T 19 44 c.1727C>T c.(1726-1728)TCC>TTC p.S576F

Pat_28 Post-Resistance ADAM18 8749 37 8 39502938 39502938 Missense_Mutation SNP G A 77 196 c.991G>A c.(991-993)GAC>AAC p.D331N

Pat_28 Post-Resistance DKK4 27121 37 8 42231653 42231653 Nonsense_Mutation SNP G A 48 118 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_28 Post-Resistance SLC20A2 6575 37 8 42296991 42296991 Missense_Mutation SNP C T 34 80 c.911G>A c.(910-912)GGC>GAC p.G304D

Pat_28 Post-Resistance PXDNL 137902 37 8 52336213 52336214 Missense_Mutation DNP GG AA 27 81 c.1716_1717CC>TTc.(1714-1719)TTCCCT>TTTTCTp.P573S

Pat_28 Post-Resistance ST18 9705 37 8 53084562 53084562 Missense_Mutation SNP C T 43 90 c.859G>A c.(859-861)GCA>ACA p.A287T

Pat_28 Post-Resistance RP1 6101 37 8 55538468 55538468 Missense_Mutation SNP T G 32 31 c.2026T>G c.(2026-2028)TCT>GCT p.S676A

Pat_28 Post-Resistance RP1 6101 37 8 55542111 55542111 Missense_Mutation SNP C T 56 163 c.5669C>T c.(5668-5670)CCA>CTA p.P1890L

Pat_28 Post-Resistance SDR16C5 195814 37 8 57228786 57228786 Missense_Mutation SNP C T 22 56 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_28 Post-Resistance DNAJC5B 85479 37 8 66989064 66989064 Missense_Mutation SNP G A 134 122 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_28 Post-Resistance SLCO5A1 81796 37 8 70594532 70594532 Missense_Mutation SNP C T 55 140 c.1669G>A c.(1669-1671)GTT>ATT p.V557I

Pat_28 Post-Resistance SLCO5A1 81796 37 8 70744445 70744445 Missense_Mutation SNP G A 15 29 c.464C>T c.(463-465)ACC>ATC p.T155I

Pat_28 Post-Resistance KCNB2 9312 37 8 73849632 73849632 Missense_Mutation SNP G A 27 51 c.2042G>A c.(2041-2043)AGT>AAT p.S681N

Pat_28 Post-Resistance CRISPLD1 83690 37 8 75929610 75929610 Missense_Mutation SNP G A 97 274 c.1052G>A c.(1051-1053)GGC>GAC p.G351D

Pat_28 Post-Resistance HNF4G 3174 37 8 76456106 76456106 Missense_Mutation SNP C T 33 103 c.38C>T c.(37-39)GCT>GTT p.A13V

Pat_28 Post-Resistance ATP6V0D2 245972 37 8 87111316 87111316 Missense_Mutation SNP G A 22 47 c.109G>A c.(109-111)GTC>ATC p.V37I

Pat_28 Post-Resistance CNGB3 54714 37 8 87680246 87680246 Splice_Site SNP C T 149 392 c.643_splice c.e5+1 p.D215_splice

Pat_28 Post-Resistance KIAA1429 25962 37 8 95547111 95547111 Missense_Mutation SNP G A 36 94 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_28 Post-Resistance PLEKHF2 79666 37 8 96166391 96166391 Missense_Mutation SNP G A 71 208 c.119G>A c.(118-120)GGA>GAA p.G40E

Pat_28 Post-Resistance RIMS2 9699 37 8 105001612 105001612 Missense_Mutation SNP C T 92 273 c.2341C>T c.(2341-2343)CGT>TGT p.R781C

Pat_28 Post-Resistance TRHR 7201 37 8 110100221 110100221 Nonsense_Mutation SNP G A 41 105 c.480G>A c.(478-480)TGG>TGA p.W160*

Pat_28 Post-Resistance CSMD3 114788 37 8 114290895 114290895 Missense_Mutation SNP G A 84 195 c.440C>T c.(439-441)ACC>ATC p.T147I

Pat_28 Post-Resistance FER1L6 654463 37 8 124988289 124988289 Missense_Mutation SNP G A 76 170 c.835G>A c.(835-837)GAT>AAT p.D279N

Pat_28 Post-Resistance TATDN1 83940 37 8 125506121 125506121 Nonsense_Mutation SNP C T 52 141 c.744G>A c.(742-744)TGG>TGA p.W248*

Pat_28 Post-Resistance KIAA0196 9897 37 8 126056124 126056124 Missense_Mutation SNP A T 25 64 c.2793T>A c.(2791-2793)TTT>TTA p.F931L

Pat_28 Post-Resistance ZFAT 57623 37 8 135614011 135614011 Missense_Mutation SNP G C 15 49 c.1951C>G c.(1951-1953)CAG>GAG p.Q651E

Pat_28 Post-Resistance FAM135B 51059 37 8 139163525 139163525 Missense_Mutation SNP G A 21 76 c.3193C>T c.(3193-3195)CCC>TCC p.P1065S

Pat_28 Post-Resistance FAM135B 51059 37 8 139165162 139165162 Nonsense_Mutation SNP C T 89 223 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_28 Post-Resistance FAM135B 51059 37 8 139189650 139189650 Missense_Mutation SNP G A 12 19 c.1043C>T c.(1042-1044)TCT>TTT p.S348F

Pat_28 Post-Resistance COL22A1 169044 37 8 139856375 139856375 Missense_Mutation SNP C T 68 192 c.685G>A c.(685-687)GAA>AAA p.E229K

Pat_28 Post-Resistance ZNF696 79943 37 8 144378228 144378228 Missense_Mutation SNP G A 3 4 c.383G>A c.(382-384)GGC>GAC p.G128D



Pat_28 Post-Resistance TIGD5 84948 37 8 144681454 144681454 Missense_Mutation SNP G A 8 13 c.1234G>A c.(1234-1236)GCT>ACT p.A412T

Pat_28 Post-Resistance OPLAH 26873 37 8 145107071 145107071 Splice_Site SNP C T 4 6 c.3461_splice c.e24+1 p.R1154_splice

Pat_28 Post-Resistance OPLAH 26873 37 8 145110042 145110042 Missense_Mutation SNP C T 5 26 c.2299G>A c.(2299-2301)GAG>AAG p.E767K

Pat_28 Post-Resistance CPSF1 29894 37 8 145622574 145622574 Missense_Mutation SNP C T 3 5 c.2440G>A c.(2440-2442)GGG>AGG p.G814R

Pat_28 Post-Resistance SLC39A4 55630 37 8 145640175 145640175 Nonsense_Mutation SNP G A 18 57 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_28 Post-Resistance NFKBIL2 4796 37 8 145661045 145661045 Missense_Mutation SNP G A 10 15 c.2771C>T c.(2770-2772)CCC>CTC p.P924L

Pat_28 Post-Resistance DOCK8 81704 37 9 377127 377127 Missense_Mutation SNP G A 12 15 c.2356G>A c.(2356-2358)GAG>AAG p.E786K

Pat_28 Post-Resistance SMARCA2 6595 37 9 2191365 2191365 Missense_Mutation SNP C T 45 52 c.4694C>T c.(4693-4695)CCT>CTT p.P1565L

Pat_28 Post-Resistance GLIS3 169792 37 9 3828352 3828352 Missense_Mutation SNP C T 21 21 c.2248G>A c.(2248-2250)GCT>ACT p.A750T

Pat_28 Post-Resistance KIAA2026 158358 37 9 5988406 5988406 Missense_Mutation SNP C T 62 98 c.733G>A c.(733-735)GAA>AAA p.E245K

Pat_28 Post-Resistance PTPRD 5789 37 9 8331594 8331594 Missense_Mutation SNP G A 58 97 c.5522C>T c.(5521-5523)TCA>TTA p.S1841L

Pat_28 Post-Resistance PTPRD 5789 37 9 8341785 8341785 Missense_Mutation SNP C T 117 166 c.4855G>A c.(4855-4857)GAA>AAA p.E1619K

Pat_28 Post-Resistance DENND4C 55667 37 9 19346258 19346258 Missense_Mutation SNP C T 72 85 c.2636C>T c.(2635-2637)TCT>TTT p.S879F

Pat_28 Post-Resistance KIAA1797 54914 37 9 20770128 20770128 Missense_Mutation SNP C T 56 71 c.797C>T c.(796-798)ACC>ATC p.T266I

Pat_28 Post-Resistance NFX1 4799 37 9 33328626 33328626 Missense_Mutation SNP C T 58 71 c.1954C>T c.(1954-1956)CCA>TCA p.P652S

Pat_28 Post-Resistance C9orf131 138724 37 9 35043539 35043539 Missense_Mutation SNP C T 34 60 c.913C>T c.(913-915)CCC>TCC p.P305S

Pat_28 Post-Resistance NPR2 4882 37 9 35800782 35800782 Missense_Mutation SNP C T 19 23 c.1295C>T c.(1294-1296)CCT>CTT p.P432L

Pat_28 Post-Resistance ZBTB5 9925 37 9 37441572 37441572 Missense_Mutation SNP C T 51 84 c.977G>A c.(976-978)AGA>AAA p.R326K

Pat_28 Post-Resistance ZBTB5 9925 37 9 37442149 37442149 Nonsense_Mutation SNP G A 45 74 c.400C>T c.(400-402)CAG>TAG p.Q134*

Pat_28 Post-Resistance FBXO10 26267 37 9 37537505 37537505 Missense_Mutation SNP C T 4 9 c.1021G>A c.(1021-1023)GGT>AGT p.G341S

Pat_28 Post-Resistance CNTNAP3 79937 37 9 39133127 39133127 Missense_Mutation SNP C A 3 18 c.1882G>T c.(1882-1884)GCC>TCC p.A628S

Pat_28 Post-Resistance RASEF 158158 37 9 85677455 85677455 Missense_Mutation SNP C T 6 8 c.328G>A c.(328-330)GAC>AAC p.D110N

Pat_28 Post-Resistance SPTLC1 10558 37 9 94809516 94809516 Missense_Mutation SNP G A 41 64 c.1019C>T c.(1018-1020)TCG>TTG p.S340L

Pat_28 Post-Resistance ECM2 1842 37 9 95280085 95280085 Missense_Mutation SNP G A 41 63 c.365C>T c.(364-366)ACT>ATT p.T122I

Pat_28 Post-Resistance SUSD3 203328 37 9 95846820 95846820 Missense_Mutation SNP G A 27 29 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_28 Post-Resistance SLC35D2 11046 37 9 99083559 99083559 Missense_Mutation SNP C T 56 98 c.979G>A c.(979-981)GGT>AGT p.G327S

Pat_28 Post-Resistance TSTD2 158427 37 9 100368457 100368457 Missense_Mutation SNP G A 21 37 c.922C>T c.(922-924)CTT>TTT p.L308F

Pat_28 Post-Resistance TRIM14 9830 37 9 100850154 100850154 Missense_Mutation SNP C G 8 5 c.927G>C c.(925-927)TGG>TGC p.W309C

Pat_28 Post-Resistance TEX10 54881 37 9 103064520 103064520 Missense_Mutation SNP T C 71 106 c.2743A>G c.(2743-2745)ATC>GTC p.I915V

Pat_28 Post-Resistance GRIN3A 116443 37 9 104448938 104448938 Missense_Mutation SNP C T 92 154 c.1244G>A c.(1243-1245)AGC>AAC p.S415N

Pat_28 Post-Resistance GRIN3A 116443 37 9 104499769 104499769 Missense_Mutation SNP G A 29 43 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_28 Post-Resistance SVEP1 79987 37 9 113245898 113245898 Missense_Mutation SNP C T 22 45 c.2006G>A c.(2005-2007)AGC>AAC p.S669N

Pat_28 Post-Resistance ZFP37 7539 37 9 115805811 115805811 Missense_Mutation SNP C T 80 117 c.1087G>A c.(1087-1089)GCA>ACA p.A363T

Pat_28 Post-Resistance TNFSF8 944 37 9 117692611 117692611 Translation_Start_Site SNP C T 9 25 c.-27G>A c.(-29--25)AGGTG>AGATG

Pat_28 Post-Resistance ANGPTL2 23452 37 9 129856110 129856110 Missense_Mutation SNP C T 8 103 c.913G>A c.(913-915)GTG>ATG p.V305M

Pat_28 Post-Resistance PPAPDC3 84814 37 9 134183496 134183496 Missense_Mutation SNP C T 10 11 c.638C>T c.(637-639)CCC>CTC p.P213L

Pat_28 Post-Resistance DBH 1621 37 9 136501807 136501807 Missense_Mutation SNP C T 20 29 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_28 Post-Resistance COL5A1 1289 37 9 137591910 137591910 Missense_Mutation SNP G A 28 22 c.433G>A c.(433-435)GGG>AGG p.G145R

Pat_28 Post-Resistance FCN2 2220 37 9 137775171 137775171 Missense_Mutation SNP C T 18 34 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_28 Post-Resistance CARD9 64170 37 9 139265364 139265364 Missense_Mutation SNP C T 4 4 c.556G>A c.(556-558)GCC>ACC p.A186T

Pat_28 Post-Resistance NOTCH1 4851 37 9 139401834 139401834 Missense_Mutation SNP G A 6 11 c.3566C>T c.(3565-3567)TCC>TTC p.S1189F

Pat_28 Post-Resistance LCN6 158062 37 9 139640346 139640346 Missense_Mutation SNP C T 38 41 c.251G>A c.(250-252)AGT>AAT p.S84N

Pat_28 Post-Resistance ABCA2 20 37 9 139912032 139912032 Missense_Mutation SNP C T 5 67 c.2321G>A c.(2320-2322)GGC>GAC p.G774D

Pat_28 Post-Resistance DPP7 29952 37 9 140008808 140008808 Missense_Mutation SNP G A 11 11 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_28 Post-Resistance EHMT1 79813 37 9 140637973 140637973 Missense_Mutation SNP G A 47 73 c.974G>A c.(973-975)GGT>GAT p.G325D

Pat_28 Post-Resistance MXRA5 25878 37 X 3238276 3238276 Missense_Mutation SNP G A 4 3 c.5450C>T c.(5449-5451)TCC>TTC p.S1817F

Pat_28 Post-Resistance MXRA5 25878 37 X 3240404 3240404 Missense_Mutation SNP G A 13 3 c.3322C>T c.(3322-3324)CCA>TCA p.P1108S



Pat_28 Post-Resistance DDX53 168400 37 X 23020032 23020032 Missense_Mutation SNP C T 28 6 c.1858C>T c.(1858-1860)CCT>TCT p.P620S

Pat_28 Post-Resistance ERAS 3266 37 X 48687781 48687781 Missense_Mutation SNP C T 25 6 c.248C>T c.(247-249)ACC>ATC p.T83I

Pat_28 Post-Resistance NUDT11 55190 37 X 51239162 51239162 Nonsense_Mutation SNP C T 9 3 c.135G>A c.(133-135)TGG>TGA p.W45*

Pat_28 Post-Resistance IQSEC2 23096 37 X 53280209 53280209 Missense_Mutation SNP G A 50 16 c.1549C>T c.(1549-1551)CCC>TCC p.P517S

Pat_28 Post-Resistance SNX12 29934 37 X 70280897 70280897 Missense_Mutation SNP C T 15 2 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_28 Post-Resistance NAP1L2 4674 37 X 72434172 72434172 Missense_Mutation SNP C T 29 8 c.157G>A c.(157-159)GCT>ACT p.A53T

Pat_28 Post-Resistance RAB9B 51209 37 X 103080576 103080576 Nonsense_Mutation SNP G A 51 11 c.139C>T c.(139-141)CGA>TGA p.R47*

Pat_28 Post-Resistance IRS4 8471 37 X 107978956 107978956 Missense_Mutation SNP C T 5 2 c.619G>A c.(619-621)GGC>AGC p.G207S

Pat_28 Post-Resistance SMARCA1 6594 37 X 128625983 128625983 Missense_Mutation SNP C T 223 38 c.1750G>A c.(1750-1752)GCA>ACA p.A584T

Pat_28 Post-Resistance SAGE1 55511 37 X 134993770 134993770 Missense_Mutation SNP G A 109 24 c.2179G>A c.(2179-2181)GAG>AAG p.E727K

Pat_28 Post-Resistance ARHGEF6 9459 37 X 135829693 135829693 Missense_Mutation SNP A G 68 14 c.308T>C c.(307-309)CTT>CCT p.L103P

Pat_28 Post-Resistance RBMX 27316 37 X 135956407 135956407 Missense_Mutation SNP T C 50 12 c.1070A>G c.(1069-1071)TAC>TGC p.Y357C

Pat_28 Post-Resistance SPANXN3 139067 37 X 142596922 142596922 Missense_Mutation SNP G A 44 8 c.148C>T c.(148-150)CCA>TCA p.P50S

Pat_28 Post-Resistance HAUS7 55559 37 X 152736027 152736027 Missense_Mutation SNP C T 10 2 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_28 Post-Resistance FLNA 2316 37 X 153594980 153594980 Missense_Mutation SNP T G 28 8 c.1015A>C c.(1015-1017)AAC>CAC p.N339H

Pat_28 Post-Resistance F8 2157 37 X 154158530 154158530 Missense_Mutation SNP C T 60 9 c.3535G>A c.(3535-3537)GAC>AAC p.D1179N

Pat_28 Post-Resistance IL9R 3581 37 X 155235146 155235146 Splice_Site SNP T C 7 21 c.781_splice c.e6+2 p.G261_splice

Pat_28 Post-Resistance KDM5D 8284 37 Y 21901512 21901512 Missense_Mutation SNP C T 27 3 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_30 Pre-Treatment C1orf127 148345 37 1 11008613 11008613 Nonsense_Mutation SNP G A 4 153 c.1132C>T c.(1132-1134)CGA>TGA p.R378*

Pat_30 Pre-Treatment ESPNP 284729 37 1 17023110 17023110 Missense_Mutation SNP G A 6 68 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_30 Pre-Treatment SERINC2 347735 37 1 31902304 31902305 Missense_Mutation DNP CC TT 81 320 c.944_945CC>TT c.(943-945)CCC>CTT p.P315L

Pat_30 Pre-Treatment ZMYM1 79830 37 1 35579236 35579236 Missense_Mutation SNP T A 38 54 c.1805T>A c.(1804-1806)TTT>TAT p.F602Y

Pat_30 Pre-Treatment GUCA2B 2981 37 1 42621229 42621229 Missense_Mutation SNP G A 9 452 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_30 Pre-Treatment PGM1 5236 37 1 64117438 64117438 Missense_Mutation SNP C T 28 90 c.1379C>T c.(1378-1380)TCA>TTA p.S460L

Pat_30 Pre-Treatment CLCA4 22802 37 1 87025658 87025658 Missense_Mutation SNP A G 88 148 c.203A>G c.(202-204)GAA>GGA p.E68G

Pat_30 Pre-Treatment COL11A1 1301 37 1 103483375 103483375 Splice_Site SNP C T 5 278 c.1413_splice c.e11+1 p.R471_splice

Pat_30 Pre-Treatment PTGFRN 5738 37 1 117491852 117491852 Missense_Mutation SNP G A 81 324 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_30 Pre-Treatment ITGA10 8515 37 1 145532599 145532599 Missense_Mutation SNP G A 50 288 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_30 Pre-Treatment BCL9 607 37 1 147090788 147090788 Missense_Mutation SNP G A 5 210 c.827G>A c.(826-828)CGG>CAG p.R276Q

Pat_30 Pre-Treatment TARS2 80222 37 1 150460488 150460488 Missense_Mutation SNP T C 67 192 c.221T>C c.(220-222)GTG>GCG p.V74A

Pat_30 Pre-Treatment NUP210L 91181 37 1 154112300 154112300 Missense_Mutation SNP C T 11 725 c.695G>A c.(694-696)CGA>CAA p.R232Q

Pat_30 Pre-Treatment ADAR 103 37 1 154574328 154574328 Missense_Mutation SNP T C 7 477 c.790A>G c.(790-792)AGT>GGT p.S264G

Pat_30 Pre-Treatment GPATCH4 54865 37 1 156565292 156565293 Missense_Mutation DNP CC TT 125 380 c.840_841GG>AAc.(838-843)GGGGAA>GGAAAAp.E281K

Pat_30 Pre-Treatment C1orf92 149499 37 1 156902735 156902735 Missense_Mutation SNP G A 6 32 c.1654G>A c.(1654-1656)GAT>AAT p.D552N

Pat_30 Pre-Treatment OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 109 289 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_30 Pre-Treatment SELE 6401 37 1 169698706 169698706 Missense_Mutation SNP C T 45 162 c.824G>A c.(823-825)GGA>GAA p.G275E

Pat_30 Pre-Treatment HMCN1 83872 37 1 185878628 185878628 Missense_Mutation SNP C T 25 114 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_30 Pre-Treatment F13B 2165 37 1 197026515 197026515 Missense_Mutation SNP C T 70 202 c.886G>A c.(886-888)GAA>AAA p.E296K

Pat_30 Pre-Treatment RAB3GAP2 25782 37 1 220338135 220338135 Missense_Mutation SNP G A 3 37 c.3094C>T c.(3094-3096)CGT>TGT p.R1032C

Pat_30 Pre-Treatment RHOU 58480 37 1 228879120 228879120 Missense_Mutation SNP A G 108 384 c.410A>G c.(409-411)CAG>CGG p.Q137R

Pat_30 Pre-Treatment EDARADD 128178 37 1 236631574 236631574 Missense_Mutation SNP C T 54 147 c.263C>T c.(262-264)CCA>CTA p.P88L

Pat_30 Pre-Treatment ZNF496 84838 37 1 247492847 247492847 Missense_Mutation SNP G A 49 114 c.34C>T c.(34-36)CCG>TCG p.P12S

Pat_30 Pre-Treatment OR2G2 81470 37 1 247752179 247752179 Missense_Mutation SNP G A 47 561 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_30 Pre-Treatment IL15RA 3601 37 10 6008146 6008146 Missense_Mutation SNP T A 52 98 c.245A>T c.(244-246)AAT>ATT p.N82I

Pat_30 Pre-Treatment FRMD4A 55691 37 10 13698788 13698788 Missense_Mutation SNP C T 4 64 c.2801G>A c.(2800-2802)CGT>CAT p.R934H

Pat_30 Pre-Treatment NEBL 10529 37 10 21102879 21102879 Missense_Mutation SNP G A 21 116 c.2335C>T c.(2335-2337)CAT>TAT p.H779Y

Pat_30 Pre-Treatment ANKRD26 22852 37 10 27366301 27366301 Missense_Mutation SNP G A 57 167 c.1043C>T c.(1042-1044)TCC>TTC p.S348F



Pat_30 Pre-Treatment ANK3 288 37 10 61956338 61956338 Missense_Mutation SNP C G 3 78 c.1735G>C c.(1735-1737)GAA>CAA p.E579Q

Pat_30 Pre-Treatment HERC4 26091 37 10 69750933 69750933 Missense_Mutation SNP G A 15 37 c.1295C>T c.(1294-1296)TCC>TTC p.S432F

Pat_30 Pre-Treatment PBLD 64081 37 10 70048273 70048273 Missense_Mutation SNP G A 31 76 c.658C>T c.(658-660)CCG>TCG p.P220S

Pat_30 Pre-Treatment CDH23 64072 37 10 73499431 73499431 Missense_Mutation SNP G A 3 61 c.4390G>A c.(4390-4392)GCG>ACG p.A1464T

Pat_30 Pre-Treatment ZMIZ1 57178 37 10 81060652 81060652 Nonsense_Mutation SNP C T 5 289 c.1972C>T c.(1972-1974)CAG>TAG p.Q658*

Pat_30 Pre-Treatment TMEM20 159371 37 10 95660637 95660637 Missense_Mutation SNP C T 8 418 c.488C>T c.(487-489)ACG>ATG p.T163M

Pat_30 Pre-Treatment PLCE1 51196 37 10 96028758 96028758 Missense_Mutation SNP C T 40 74 c.4354C>T c.(4354-4356)CAT>TAT p.H1452Y

Pat_30 Pre-Treatment CYP2C8 1558 37 10 96824642 96824642 Missense_Mutation SNP C T 95 178 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_30 Pre-Treatment TLL2 7093 37 10 98192579 98192579 Missense_Mutation SNP C T 15 187 c.505G>A c.(505-507)GGA>AGA p.G169R

Pat_30 Pre-Treatment OR51S1 119692 37 11 4870243 4870243 Missense_Mutation SNP G A 33 176 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_30 Pre-Treatment OR51B6 390058 37 11 5373230 5373230 Missense_Mutation SNP C T 86 216 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_30 Pre-Treatment BDNF 627 37 11 27679778 27679778 Missense_Mutation SNP C T 16 59 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_30 Pre-Treatment TTC17 55761 37 11 43515441 43515441 Missense_Mutation SNP G A 181 560 c.3413G>A c.(3412-3414)CGG>CAG p.R1138Q

Pat_30 Pre-Treatment OR5D18 219438 37 11 55587153 55587153 Missense_Mutation SNP G T 4 119 c.48G>T c.(46-48)TTG>TTT p.L16F

Pat_30 Pre-Treatment OR8H2 390151 37 11 55872803 55872804 Missense_Mutation DNP GG AA 209 626 c.285_286GG>AAc.(283-288)ACGGGC>ACAAGC p.G96S

Pat_30 Pre-Treatment NPAS4 266743 37 11 66192136 66192136 Missense_Mutation SNP C T 45 114 c.1775C>T c.(1774-1776)GCC>GTC p.A592V

Pat_30 Pre-Treatment PITPNM1 9600 37 11 67261510 67261510 Missense_Mutation SNP G A 4 149 c.2891C>T c.(2890-2892)TCG>TTG p.S964L

Pat_30 Pre-Treatment MYO7A 4647 37 11 76893123 76893123 Missense_Mutation SNP G A 77 279 c.3031G>A c.(3031-3033)GGG>AGG p.G1011R

Pat_30 Pre-Treatment NNMT 4837 37 11 114182916 114182916 Missense_Mutation SNP C T 26 170 c.512C>T c.(511-513)CCA>CTA p.P171L

Pat_30 Pre-Treatment PHLDB1 23187 37 11 118498561 118498561 Missense_Mutation SNP C T 3 47 c.1022C>T c.(1021-1023)GCG>GTG p.A341V

Pat_30 Pre-Treatment OR10G8 219869 37 11 123901051 123901051 Missense_Mutation SNP C T 28 111 c.722C>T c.(721-723)GCC>GTC p.A241V

Pat_30 Pre-Treatment GLB1L2 89944 37 11 134212688 134212688 Nonsense_Mutation SNP C T 4 130 c.127C>T c.(127-129)CGA>TGA p.R43*

Pat_30 Pre-Treatment C3AR1 719 37 12 8212106 8212106 Missense_Mutation SNP G A 15 233 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_30 Pre-Treatment TAS2R20 259295 37 12 11150318 11150318 Missense_Mutation SNP C A 5 255 c.157G>T c.(157-159)GTC>TTC p.V53F

Pat_30 Pre-Treatment SLCO1B1 10599 37 12 21391959 21391959 Missense_Mutation SNP G C 24 43 c.1912G>C c.(1912-1914)GTT>CTT p.V638L

Pat_30 Pre-Treatment ALG10B 144245 37 12 38714749 38714749 Missense_Mutation SNP G A 44 148 c.1156G>A c.(1156-1158)GAC>AAC p.D386N

Pat_30 Pre-Treatment ABCD2 225 37 12 40001403 40001403 Nonsense_Mutation SNP C A 35 93 c.1234G>T c.(1234-1236)GAG>TAG p.E412*

Pat_30 Pre-Treatment ANKRD33 341405 37 12 52283221 52283221 Nonsense_Mutation SNP C T 34 108 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_30 Pre-Treatment KRT7 3855 37 12 52635286 52635286 Missense_Mutation SNP G A 67 228 c.724G>A c.(724-726)GAC>AAC p.D242N

Pat_30 Pre-Treatment KRT84 3890 37 12 52774935 52774935 Missense_Mutation SNP G A 6 420 c.1132C>T c.(1132-1134)CGG>TGG p.R378W

Pat_30 Pre-Treatment OR6C68 403284 37 12 55886390 55886390 Missense_Mutation SNP C T 19 143 c.244C>T c.(244-246)CCA>TCA p.P82S

Pat_30 Pre-Treatment DNAJC14 85406 37 12 56216235 56216235 Missense_Mutation SNP C T 63 159 c.1820G>A c.(1819-1821)GGT>GAT p.G607D

Pat_30 Pre-Treatment GRIP1 23426 37 12 66765581 66765581 Missense_Mutation SNP G A 119 380 c.2749C>T c.(2749-2751)CGG>TGG p.R917W

Pat_30 Pre-Treatment MDM1 56890 37 12 68720499 68720499 Missense_Mutation SNP C G 21 72 c.436G>C c.(436-438)GTT>CTT p.V146L

Pat_30 Pre-Treatment RAP1B 5908 37 12 69047982 69047982 Missense_Mutation SNP G A 39 655 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_30 Pre-Treatment ZDHHC17 23390 37 12 77158051 77158051 Missense_Mutation SNP C T 3 48 c.35C>T c.(34-36)GCG>GTG p.A12V

Pat_30 Pre-Treatment NR2C1 7181 37 12 95442888 95442888 Missense_Mutation SNP C T 5 160 c.1087G>A c.(1087-1089)GAA>AAA p.E363K

Pat_30 Pre-Treatment SLC25A3 5250 37 12 98992448 98992448 Missense_Mutation SNP C T 5 126 c.611C>T c.(610-612)GCT>GTT p.A204V

Pat_30 Pre-Treatment CKAP4 10970 37 12 106633149 106633149 Missense_Mutation SNP C T 6 298 c.1462G>A c.(1462-1464)GAG>AAG p.E488K

Pat_30 Pre-Treatment CIT 11113 37 12 120150494 120150494 Missense_Mutation SNP T G 57 142 c.4460A>C c.(4459-4461)CAG>CCG p.Q1487P

Pat_30 Pre-Treatment FLT1 2321 37 13 29002026 29002026 Missense_Mutation SNP G A 80 224 c.1139C>T c.(1138-1140)TCT>TTT p.S380F

Pat_30 Pre-Treatment SLC46A3 283537 37 13 29287375 29287375 Nonsense_Mutation SNP G A 26 122 c.502C>T c.(502-504)CGA>TGA p.R168*

Pat_30 Pre-Treatment SLAIN1 122060 37 13 78337299 78337299 Missense_Mutation SNP C G 19 149 c.1225C>G c.(1225-1227)CCT>GCT p.P409A

Pat_30 Pre-Treatment RBM26 64062 37 13 79940864 79940864 Missense_Mutation SNP G A 4 131 c.1039C>T c.(1039-1041)CCC>TCC p.P347S

Pat_30 Pre-Treatment FARP1 10160 37 13 99038039 99038039 Missense_Mutation SNP G A 5 165 c.730G>A c.(730-732)GTT>ATT p.V244I

Pat_30 Pre-Treatment DOCK9 23348 37 13 99567688 99567688 Missense_Mutation SNP C T 19 56 c.790G>A c.(790-792)GAC>AAC p.D264N

Pat_30 Pre-Treatment TPPP2 122664 37 14 21500204 21500204 Missense_Mutation SNP G A 57 249 c.481G>A c.(481-483)GGT>AGT p.G161S



Pat_30 Pre-Treatment IPO4 79711 37 14 24654114 24654114 Missense_Mutation SNP G A 4 101 c.1481C>T c.(1480-1482)CCC>CTC p.P494L

Pat_30 Pre-Treatment KCNH5 27133 37 14 63468127 63468127 Missense_Mutation SNP C T 5 52 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_30 Pre-Treatment SYNE2 23224 37 14 64568695 64568695 Missense_Mutation SNP C T 26 141 c.12427C>T c.(12427-12429)CTT>TTT p.L4143F

Pat_30 Pre-Treatment CCDC88C 440193 37 14 91779633 91779633 Missense_Mutation SNP G A 5 264 c.2527C>T c.(2527-2529)CGG>TGG p.R843W

Pat_30 Pre-Treatment SMEK1 55671 37 14 91929191 91929191 Missense_Mutation SNP T C 40 109 c.1861A>G c.(1861-1863)ATT>GTT p.I621V

Pat_30 Pre-Treatment PPP2R5C 5527 37 14 102229267 102229267 Missense_Mutation SNP G A 6 29 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_30 Pre-Treatment AHNAK2 113146 37 14 105421355 105421355 Missense_Mutation SNP G A 9 55 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_30 Pre-Treatment CHP 11261 37 15 41570983 41570983 Missense_Mutation SNP G A 4 127 c.430G>A c.(430-432)GGA>AGA p.G144R

Pat_30 Pre-Treatment MGA 23269 37 15 42053967 42053967 Nonsense_Mutation SNP C T 5 39 c.7429C>T c.(7429-7431)CAG>TAG p.Q2477*

Pat_30 Pre-Treatment MYO5A 4644 37 15 52638557 52638557 Splice_Site SNP C T 7 64 c.3959_splice c.e30+1 p.R1320_splice

Pat_30 Pre-Treatment ARPP19 10776 37 15 52849310 52849310 Missense_Mutation SNP C T 74 292 c.155G>A c.(154-156)CGG>CAG p.R52Q

Pat_30 Pre-Treatment PIAS1 8554 37 15 68378810 68378810 Missense_Mutation SNP G A 4 142 c.191G>A c.(190-192)CGG>CAG p.R64Q

Pat_30 Pre-Treatment NOX5 79400 37 15 69341381 69341381 Missense_Mutation SNP C T 14 63 c.1982C>T c.(1981-1983)GCC>GTC p.A661V

Pat_30 Pre-Treatment RHCG 51458 37 15 90021130 90021130 Missense_Mutation SNP C T 4 146 c.913G>A c.(913-915)GGT>AGT p.G305S

Pat_30 Pre-Treatment WDR93 56964 37 15 90276361 90276361 Missense_Mutation SNP G A 31 92 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_30 Pre-Treatment C16orf79 283870 37 16 2259391 2259391 Missense_Mutation SNP G A 6 174 c.755C>T c.(754-756)TCG>TTG p.S252L

Pat_30 Pre-Treatment NLRC3 197358 37 16 3614397 3614397 Missense_Mutation SNP C T 37 138 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_30 Pre-Treatment SRL 6345 37 16 4247914 4247914 Missense_Mutation SNP C T 4 89 c.262G>A c.(262-264)GGA>AGA p.G88R

Pat_30 Pre-Treatment ACSM1 116285 37 16 20636779 20636779 Missense_Mutation SNP G A 48 139 c.1493C>T c.(1492-1494)GCC>GTC p.A498V

Pat_30 Pre-Treatment ATXN2L 11273 37 16 28836712 28836712 Missense_Mutation SNP C T 17 89 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_30 Pre-Treatment PHKG2 5261 37 16 30767747 30767747 Missense_Mutation SNP G A 5 245 c.707G>A c.(706-708)CGG>CAG p.R236Q

Pat_30 Pre-Treatment MYLK3 91807 37 16 46744628 46744628 Missense_Mutation SNP C T 90 581 c.2188G>A c.(2188-2190)GAT>AAT p.D730N

Pat_30 Pre-Treatment CDH8 1006 37 16 61935302 61935302 Nonsense_Mutation SNP G A 15 142 c.328C>T c.(328-330)CAA>TAA p.Q110*

Pat_30 Pre-Treatment SPATA22 84690 37 17 3343629 3343629 Missense_Mutation SNP G A 27 163 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_30 Pre-Treatment ZZEF1 23140 37 17 3920987 3920987 Missense_Mutation SNP G A 42 162 c.7679C>T c.(7678-7680)TCG>TTG p.S2560L

Pat_30 Pre-Treatment CXCL16 58191 37 17 4641715 4641715 Missense_Mutation SNP G A 15 76 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_30 Pre-Treatment MYH8 4626 37 17 10296234 10296234 Missense_Mutation SNP C T 73 252 c.5377G>A c.(5377-5379)GTG>ATG p.V1793M

Pat_30 Pre-Treatment MYH4 4622 37 17 10359030 10359030 Missense_Mutation SNP A G 23 98 c.2075T>C c.(2074-2076)CTT>CCT p.L692P

Pat_30 Pre-Treatment MYH2 4620 37 17 10430076 10430077 Missense_Mutation DNP GG AA 30 254 c.4026_4027CC>TTc.(4024-4029)TCCCGC>TCTTGCp.R1343C

Pat_30 Pre-Treatment KCNJ12 3768 37 17 21319348 21319348 Missense_Mutation SNP C T 12 122 c.694C>T c.(694-696)CTC>TTC p.L232F

Pat_30 Pre-Treatment KSR1 8844 37 17 25932605 25932605 Missense_Mutation SNP C T 9 14 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_30 Pre-Treatment AATF 26574 37 17 35310442 35310442 Missense_Mutation SNP G T 40 114 c.540G>T c.(538-540)ATG>ATT p.M180I

Pat_30 Pre-Treatment SLC25A39 51629 37 17 42398503 42398503 Missense_Mutation SNP G A 4 71 c.614C>T c.(613-615)ACT>ATT p.T205I

Pat_30 Pre-Treatment SPOP 8405 37 17 47684692 47684692 Nonsense_Mutation SNP C A 51 141 c.757G>T c.(757-759)GAA>TAA p.E253*

Pat_30 Pre-Treatment BCAS3 54828 37 17 58979987 58979987 Nonsense_Mutation SNP C T 146 491 c.745C>T c.(745-747)CGA>TGA p.R249*

Pat_30 Pre-Treatment CACNG1 786 37 17 65051302 65051302 Missense_Mutation SNP G A 5 151 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_30 Pre-Treatment AFMID 125061 37 17 76200807 76200807 Missense_Mutation SNP G A 4 139 c.379G>A c.(379-381)GGC>AGC p.G127S

Pat_30 Pre-Treatment CBX2 84733 37 17 77758699 77758699 Missense_Mutation SNP C T 52 105 c.1457C>T c.(1456-1458)TCC>TTC p.S486F

Pat_30 Pre-Treatment FASN 2194 37 17 80046136 80046136 Missense_Mutation SNP C T 4 117 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_30 Pre-Treatment LAMA1 284217 37 18 6950864 6950865 Missense_Mutation DNP GG AA 61 124 c.8313_8314CC>TTc.(8311-8316)GGCCGC>GGTTGCp.R2772C

Pat_30 Pre-Treatment ABHD3 171586 37 18 19244083 19244083 Missense_Mutation SNP C T 4 74 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_30 Pre-Treatment PSMA8 143471 37 18 23713939 23713939 Nonsense_Mutation SNP C T 75 184 c.10C>T c.(10-12)CGA>TGA p.R4*

Pat_30 Pre-Treatment DSG1 1828 37 18 28934521 28934521 Missense_Mutation SNP G A 40 175 c.2362G>A c.(2362-2364)GAA>AAA p.E788K

Pat_30 Pre-Treatment KIAA1632 57724 37 18 43514816 43514816 Missense_Mutation SNP G A 26 82 c.2216C>T c.(2215-2217)TCC>TTC p.S739F

Pat_30 Pre-Treatment DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 55 177 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_30 Pre-Treatment ALPK2 115701 37 18 56165294 56165294 Missense_Mutation SNP T C 98 241 c.6283A>G c.(6283-6285)ACG>GCG p.T2095A

Pat_30 Pre-Treatment CDH7 1005 37 18 63489391 63489391 Missense_Mutation SNP G A 38 146 c.700G>A c.(700-702)GAT>AAT p.D234N



Pat_30 Pre-Treatment ABCA7 10347 37 19 1058227 1058227 Missense_Mutation SNP T A 53 111 c.5108T>A c.(5107-5109)ATG>AAG p.M1703K

Pat_30 Pre-Treatment BTBD2 55643 37 19 1990755 1990755 Missense_Mutation SNP C T 3 43 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_30 Pre-Treatment VAV1 7409 37 19 6820829 6820830 Splice_Site DNP GG AA 45 348 c.321_splice c.e2+1 p.K107_splice

Pat_30 Pre-Treatment MUC16 94025 37 19 9073258 9073258 Missense_Mutation SNP C T 58 336 c.14188G>A c.(14188-14190)GAC>AAC p.D4730N

Pat_30 Pre-Treatment DCAF15 90379 37 19 14067244 14067244 Nonsense_Mutation SNP C T 9 590 c.694C>T c.(694-696)CAG>TAG p.Q232*

Pat_30 Pre-Treatment ZNF208 7757 37 19 22155819 22155819 Missense_Mutation SNP C T 5 196 c.1717G>A c.(1717-1719)GCC>ACC p.A573T

Pat_30 Pre-Treatment ZNF565 147929 37 19 36674056 36674056 Missense_Mutation SNP C T 46 147 c.812G>A c.(811-813)AGA>AAA p.R271K

Pat_30 Pre-Treatment SYCN 342898 37 19 39694810 39694810 Missense_Mutation SNP G A 4 87 c.85C>T c.(85-87)CTC>TTC p.L29F

Pat_30 Pre-Treatment ARHGEF1 9138 37 19 42406981 42406981 Missense_Mutation SNP G A 36 194 c.1671G>A c.(1669-1671)ATG>ATA p.M557I

Pat_30 Pre-Treatment PSG3 5671 37 19 43243098 43243098 Missense_Mutation SNP C T 51 648 c.208G>A c.(208-210)GGG>AGG p.G70R

Pat_30 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 5 87 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_30 Pre-Treatment NKG7 4818 37 19 51875436 51875436 Missense_Mutation SNP T C 9 446 c.283A>G c.(283-285)ACC>GCC p.T95A

Pat_30 Pre-Treatment SIGLEC6 946 37 19 52034460 52034460 Nonsense_Mutation SNP C T 16 329 c.381G>A c.(379-381)TGG>TGA p.W127*

Pat_30 Pre-Treatment ZNF813 126017 37 19 53995179 53995179 Missense_Mutation SNP C A 5 178 c.1693C>A c.(1693-1695)CAC>AAC p.H565N

Pat_30 Pre-Treatment ZNF835 90485 37 19 57175969 57175969 Missense_Mutation SNP C T 3 30 c.664G>A c.(664-666)GGC>AGC p.G222S

Pat_30 Pre-Treatment ZNF497 162968 37 19 58868272 58868272 Missense_Mutation SNP G A 3 34 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_30 Pre-Treatment ALK 238 37 2 29497997 29497997 Missense_Mutation SNP G A 23 81 c.2009C>T c.(2008-2010)TCA>TTA p.S670L

Pat_30 Pre-Treatment KLRAQ1 129285 37 2 48718182 48718182 Missense_Mutation SNP T C 143 392 c.1472T>C c.(1471-1473)TTG>TCG p.L491S

Pat_30 Pre-Treatment ACTG2 72 37 2 74140617 74140617 Missense_Mutation SNP G A 6 182 c.457G>A c.(457-459)GTC>ATC p.V153I

Pat_30 Pre-Treatment SMYD1 150572 37 2 88409967 88409967 Missense_Mutation SNP C T 20 55 c.1409C>T c.(1408-1410)CCC>CTC p.P470L

Pat_30 Pre-Treatment MERTK 10461 37 2 112686894 112686894 Missense_Mutation SNP G A 21 113 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_30 Pre-Treatment ZC3H8 84524 37 2 112994195 112994195 Missense_Mutation SNP C A 4 81 c.448G>T c.(448-450)GGC>TGC p.G150C

Pat_30 Pre-Treatment PAX8 7849 37 2 114004371 114004371 Missense_Mutation SNP G A 6 304 c.151C>T c.(151-153)CTC>TTC p.L51F

Pat_30 Pre-Treatment SCTR 6344 37 2 120206299 120206299 Nonsense_Mutation SNP G A 16 65 c.979C>T c.(979-981)CAA>TAA p.Q327*

Pat_30 Pre-Treatment NCKAP5 344148 37 2 133541973 133541973 Missense_Mutation SNP G A 79 341 c.2411C>T c.(2410-2412)CCT>CTT p.P804L

Pat_30 Pre-Treatment CXCR4 7852 37 2 136873142 136873142 Missense_Mutation SNP T C 5 236 c.356A>G c.(355-357)AAC>AGC p.N119S

Pat_30 Pre-Treatment MBD5 55777 37 2 149227938 149227938 Missense_Mutation SNP C T 84 247 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_30 Pre-Treatment NEB 4703 37 2 152534238 152534238 Nonsense_Mutation SNP C T 34 743 c.3615G>A c.(3613-3615)TGG>TGA p.W1205*

Pat_30 Pre-Treatment TANK 10010 37 2 162088049 162088049 Missense_Mutation SNP G A 4 133 c.1088G>A c.(1087-1089)CGA>CAA p.R363Q

Pat_30 Pre-Treatment TTN 7273 37 2 179432554 179432554 Missense_Mutation SNP C T 77 313 c.70601G>A c.(70600-70602)AGA>AAA p.R23534K

Pat_30 Pre-Treatment TTN 7273 37 2 179449452 179449452 Missense_Mutation SNP C T 183 526 c.57212G>A c.(57211-57213)CGA>CAA p.R19071Q

Pat_30 Pre-Treatment TTN 7273 37 2 179598097 179598097 Missense_Mutation SNP C T 9 54 c.12191G>A c.(12190-12192)CGA>CAA p.R4064Q

Pat_30 Pre-Treatment DNAH7 56171 37 2 196619064 196619064 Missense_Mutation SNP C T 39 220 c.11761G>A c.(11761-11763)GAT>AAT p.D3921N

Pat_30 Pre-Treatment C2orf57 165100 37 2 232458410 232458410 Missense_Mutation SNP C A 116 370 c.748C>A c.(748-750)CAC>AAC p.H250N

Pat_30 Pre-Treatment GAL3ST2 64090 37 2 242738570 242738570 Splice_Site SNP G A 33 202 c.119_splice c.e2+1 p.P40_splice

Pat_30 Pre-Treatment GPCPD1 56261 37 20 5559220 5559220 Missense_Mutation SNP C T 4 83 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_30 Pre-Treatment LRRN4 164312 37 20 6022614 6022614 Missense_Mutation SNP C T 4 118 c.1277G>A c.(1276-1278)CGG>CAG p.R426Q

Pat_30 Pre-Treatment C20orf12 55184 37 20 18445978 18445978 Missense_Mutation SNP G A 18 72 c.25C>T c.(25-27)CCT>TCT p.P9S

Pat_30 Pre-Treatment NCOA6 23054 37 20 33330509 33330509 Missense_Mutation SNP G A 4 143 c.3551C>T c.(3550-3552)CCC>CTC p.P1184L

Pat_30 Pre-Treatment APCDD1L 164284 37 20 57036037 57036037 Missense_Mutation SNP C T 52 170 c.1315G>A c.(1315-1317)GAT>AAT p.D439N

Pat_30 Pre-Treatment GNAS 2778 37 20 57428528 57428528 Missense_Mutation SNP C T 3 34 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_30 Pre-Treatment TCEA2 6919 37 20 62698274 62698274 Nonsense_Mutation SNP C T 4 150 c.142C>T c.(142-144)CGA>TGA p.R48*

Pat_30 Pre-Treatment TPTE 7179 37 21 10941907 10941907 Splice_Site SNP C T 54 624 c.795_splice c.e14+1 p.K265_splice

Pat_30 Pre-Treatment LIPI 149998 37 21 15558293 15558293 Missense_Mutation SNP C T 32 154 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_30 Pre-Treatment DYRK1A 1859 37 21 38884451 38884451 Missense_Mutation SNP A G 23 148 c.1909A>G c.(1909-1911)ACG>GCG p.T637A

Pat_30 Pre-Treatment DSCAM 1826 37 21 41385217 41385217 Missense_Mutation SNP C T 27 59 c.5783G>A c.(5782-5784)TGC>TAC p.C1928Y

Pat_30 Pre-Treatment SGSM1 129049 37 22 25251579 25251579 Missense_Mutation SNP G A 4 119 c.733G>A c.(733-735)GTG>ATG p.V245M



Pat_30 Pre-Treatment TFIP11 24144 37 22 26888059 26888059 Missense_Mutation SNP C T 4 45 c.2434G>A c.(2434-2436)GAC>AAC p.D812N

Pat_30 Pre-Treatment SFI1 9814 37 22 31976306 31976306 Nonsense_Mutation SNP C T 50 93 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_30 Pre-Treatment EP300 2033 37 22 41553205 41553205 Missense_Mutation SNP T A 16 62 c.3294T>A c.(3292-3294)GAT>GAA p.D1098E

Pat_30 Pre-Treatment PMM1 5372 37 22 41985784 41985784 Missense_Mutation SNP C T 3 46 c.26G>A c.(25-27)CGC>CAC p.R9H

Pat_30 Pre-Treatment TTLL12 23170 37 22 43564905 43564905 Missense_Mutation SNP C T 4 46 c.1658G>A c.(1657-1659)CGG>CAG p.R553Q

Pat_30 Pre-Treatment SAPS2 9701 37 22 50873444 50873444 Missense_Mutation SNP G A 4 141 c.1450G>A c.(1450-1452)GCC>ACC p.A484T

Pat_30 Pre-Treatment BHLHE40 8553 37 3 5025363 5025363 Missense_Mutation SNP G A 55 177 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_30 Pre-Treatment GRIP2 80852 37 3 14545082 14545082 Missense_Mutation SNP C T 8 38 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_30 Pre-Treatment TBC1D5 9779 37 3 17202637 17202637 Nonsense_Mutation SNP G A 5 38 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_30 Pre-Treatment BSN 8927 37 3 49690215 49690215 Missense_Mutation SNP C T 4 86 c.3226C>T c.(3226-3228)CGG>TGG p.R1076W

Pat_30 Pre-Treatment ZNF717 100131827 37 3 75790797 75790797 Missense_Mutation SNP C T 4 24 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_30 Pre-Treatment TOMM70A 9868 37 3 100119757 100119757 Missense_Mutation SNP C T 3 15 c.37G>A c.(37-39)GCA>ACA p.A13T

Pat_30 Pre-Treatment GRAMD1C 54762 37 3 113634601 113634601 Missense_Mutation SNP C T 15 137 c.1006C>T c.(1006-1008)CAT>TAT p.H336Y

Pat_30 Pre-Treatment SLC15A2 6565 37 3 121647961 121647961 Missense_Mutation SNP C T 175 526 c.1474C>T c.(1474-1476)CGT>TGT p.R492C

Pat_30 Pre-Treatment DZIP1L 199221 37 3 137786382 137786382 Missense_Mutation SNP G T 4 151 c.1993C>A c.(1993-1995)CAG>AAG p.Q665K

Pat_30 Pre-Treatment CPA3 1359 37 3 148600313 148600313 Missense_Mutation SNP C T 9 111 c.709C>T c.(709-711)CGT>TGT p.R237C

Pat_30 Pre-Treatment BCHE 590 37 3 165491217 165491217 Nonsense_Mutation SNP G A 10 81 c.1762C>T c.(1762-1764)CAA>TAA p.Q588*

Pat_30 Pre-Treatment EPHB3 2049 37 3 184298516 184298516 Splice_Site SNP G A 10 95 c.2389_splice c.e13-1 p.G797_splice

Pat_30 Pre-Treatment MUC4 4585 37 3 195505774 195505774 Missense_Mutation SNP G T 3 36 c.12293C>A c.(12292-12294)CCT>CAT p.P4098H

Pat_30 Pre-Treatment PCYT1A 5130 37 3 195968904 195968904 Missense_Mutation SNP C T 6 372 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_30 Pre-Treatment FAM53A 152877 37 4 1643193 1643193 Missense_Mutation SNP C T 17 86 c.1024G>A c.(1024-1026)GGC>AGC p.G342S

Pat_30 Pre-Treatment HTT 3064 37 4 3240588 3240588 Missense_Mutation SNP G A 4 110 c.9104G>A c.(9103-9105)CGG>CAG p.R3035Q

Pat_30 Pre-Treatment KCTD8 386617 37 4 44450237 44450237 Missense_Mutation SNP C G 4 46 c.304G>C c.(304-306)GAC>CAC p.D102H

Pat_30 Pre-Treatment TECRL 253017 37 4 65194260 65194260 Missense_Mutation SNP G A 28 191 c.301C>T c.(301-303)CCT>TCT p.P101S

Pat_30 Pre-Treatment PROL1 58503 37 4 71275623 71275623 Missense_Mutation SNP C T 105 385 c.578C>T c.(577-579)TCA>TTA p.S193L

Pat_30 Pre-Treatment GC 2638 37 4 72620723 72620723 Missense_Mutation SNP T G 49 144 c.1136A>C c.(1135-1137)GAA>GCA p.E379A

Pat_30 Pre-Treatment MYOZ2 51778 37 4 120107315 120107315 Missense_Mutation SNP C T 23 116 c.755C>T c.(754-756)CCT>CTT p.P252L

Pat_30 Pre-Treatment KIAA1109 84162 37 4 123280759 123280759 Missense_Mutation SNP C T 54 144 c.14683C>T c.(14683-14685)CCA>TCA p.P4895S

Pat_30 Pre-Treatment FAT4 79633 37 4 126336743 126336743 Missense_Mutation SNP G A 75 236 c.6625G>A c.(6625-6627)GGT>AGT p.G2209S

Pat_30 Pre-Treatment RWDD4A 201965 37 4 184567673 184567673 Missense_Mutation SNP G A 58 221 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_30 Pre-Treatment SPEF2 79925 37 5 35740060 35740060 Missense_Mutation SNP G A 24 71 c.3103G>A c.(3103-3105)GAA>AAA p.E1035K

Pat_30 Pre-Treatment C5orf42 65250 37 5 37169569 37169569 Missense_Mutation SNP G A 4 123 c.6557C>T c.(6556-6558)TCG>TTG p.S2186L

Pat_30 Pre-Treatment ITGA1 3672 37 5 52243281 52243281 Missense_Mutation SNP C G 7 228 c.3485C>G c.(3484-3486)GCA>GGA p.A1162G

Pat_30 Pre-Treatment CRHBP 1393 37 5 76251629 76251629 Missense_Mutation SNP G A 4 145 c.485G>A c.(484-486)CGA>CAA p.R162Q

Pat_30 Pre-Treatment GPR98 84059 37 5 89933639 89933639 Missense_Mutation SNP A C 13 63 c.2114A>C c.(2113-2115)GAT>GCT p.D705A

Pat_30 Pre-Treatment EPB41L4A 64097 37 5 111600635 111600635 Missense_Mutation SNP T G 38 175 c.512A>C c.(511-513)GAA>GCA p.E171A

Pat_30 Pre-Treatment PCDHB15 56121 37 5 140627305 140627305 Missense_Mutation SNP C T 138 332 c.2159C>T c.(2158-2160)GCC>GTC p.A720V

Pat_30 Pre-Treatment PCDHGB1 56104 37 5 140730012 140730012 Missense_Mutation SNP G A 4 110 c.185G>A c.(184-186)CGA>CAA p.R62Q

Pat_30 Pre-Treatment PPARGC1B 133522 37 5 149225376 149225376 Missense_Mutation SNP C T 4 120 c.2870C>T c.(2869-2871)TCT>TTT p.S957F

Pat_30 Pre-Treatment RARS 5917 37 5 167920965 167920965 Missense_Mutation SNP C T 4 152 c.436C>T c.(436-438)CCA>TCA p.P146S

Pat_30 Pre-Treatment BTNL3 10917 37 5 180419834 180419834 Missense_Mutation SNP C T 4 134 c.71C>T c.(70-72)CCG>CTG p.P24L

Pat_30 Pre-Treatment PHACTR1 221692 37 6 13206149 13206149 Missense_Mutation SNP T G 5 325 c.767T>G c.(766-768)CTC>CGC p.L256R

Pat_30 Pre-Treatment ATXN1 6310 37 6 16326801 16326801 Nonsense_Mutation SNP G A 52 154 c.1741C>T c.(1741-1743)CAG>TAG p.Q581*

Pat_30 Pre-Treatment ATXN1 6310 37 6 16327882 16327882 Missense_Mutation SNP C A 3 45 c.660G>T c.(658-660)CAG>CAT p.Q220H

Pat_30 Pre-Treatment ATXN1 6310 37 6 16327888 16327888 Missense_Mutation SNP C A 3 45 c.654G>T c.(652-654)CAG>CAT p.Q218H

Pat_30 Pre-Treatment CAP2 10486 37 6 17507881 17507881 Missense_Mutation SNP C T 58 140 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_30 Pre-Treatment OR2B6 26212 37 6 27925296 27925296 Missense_Mutation SNP G A 35 106 c.278G>A c.(277-279)AGT>AAT p.S93N



Pat_30 Pre-Treatment DHX16 8449 37 6 30632583 30632583 Nonsense_Mutation SNP C A 26 100 c.1312G>T c.(1312-1314)GAG>TAG p.E438*

Pat_30 Pre-Treatment MICB 4277 37 6 31473433 31473433 Missense_Mutation SNP A G 6 303 c.110A>G c.(109-111)CAG>CGG p.Q37R

Pat_30 Pre-Treatment TAP2 6891 37 6 32781530 32781530 Missense_Mutation SNP C T 4 22 c.2545G>A c.(2545-2547)GGA>AGA p.G849R

Pat_30 Pre-Treatment SPDEF 25803 37 6 34512187 34512187 Missense_Mutation SNP G T 27 76 c.46C>A c.(46-48)CTC>ATC p.L16I

Pat_30 Pre-Treatment PNPLA1 285848 37 6 36270156 36270156 Missense_Mutation SNP G T 70 259 c.1294G>T c.(1294-1296)GTG>TTG p.V432L

Pat_30 Pre-Treatment GLO1 2739 37 6 38650584 38650584 Missense_Mutation SNP C T 4 139 c.376G>A c.(376-378)GGT>AGT p.G126S

Pat_30 Pre-Treatment TREML4 285852 37 6 41204319 41204319 Nonstop_Mutation SNP G T 3 34 c.602G>T c.(601-603)TGA>TTA p.*201L

Pat_30 Pre-Treatment FAM83B 222584 37 6 54805310 54805310 Missense_Mutation SNP C T 47 131 c.1541C>T c.(1540-1542)TCA>TTA p.S514L

Pat_30 Pre-Treatment EYS 346007 37 6 66204897 66204897 Missense_Mutation SNP A G 8 154 c.407T>C c.(406-408)GTT>GCT p.V136A

Pat_30 Pre-Treatment KIAA0776 23376 37 6 97000377 97000377 Nonsense_Mutation SNP C T 4 154 c.2005C>T c.(2005-2007)CGA>TGA p.R669*

Pat_30 Pre-Treatment GOPC 57120 37 6 117642387 117642387 Missense_Mutation SNP C T 64 313 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_30 Pre-Treatment THSD7A 221981 37 7 11521537 11521537 Missense_Mutation SNP G A 5 242 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_30 Pre-Treatment SNX13 23161 37 7 17908074 17908074 Nonsense_Mutation SNP G A 17 49 c.793C>T c.(793-795)CAA>TAA p.Q265*

Pat_30 Pre-Treatment ANLN 54443 37 7 36438918 36438918 Missense_Mutation SNP G A 17 121 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_30 Pre-Treatment ABCA13 154664 37 7 48280486 48280486 Missense_Mutation SNP G A 38 117 c.1085G>A c.(1084-1086)GGT>GAT p.G362D

Pat_30 Pre-Treatment HSPB1 3315 37 7 75933173 75933173 Missense_Mutation SNP G A 58 337 c.419G>A c.(418-420)CGG>CAG p.R140Q

Pat_30 Pre-Treatment CCDC146 57639 37 7 76908289 76908289 Missense_Mutation SNP G A 25 47 c.1565G>A c.(1564-1566)CGA>CAA p.R522Q

Pat_30 Pre-Treatment MTERF 7978 37 7 91503509 91503509 Missense_Mutation SNP G A 5 269 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_30 Pre-Treatment FBXL13 222235 37 7 102665589 102665589 Missense_Mutation SNP C T 27 41 c.416G>A c.(415-417)CGA>CAA p.R139Q

Pat_30 Pre-Treatment LAMB4 22798 37 7 107710246 107710246 Missense_Mutation SNP C T 160 291 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_30 Pre-Treatment UBN2 254048 37 7 138968475 138968476 Missense_Mutation DNP CC TT 40 252 c.2824_2825CC>TT c.(2824-2826)CCA>TTA p.P942L

Pat_30 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 61 132 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_30 Pre-Treatment FAM131B 9715 37 7 143056833 143056833 Missense_Mutation SNP C T 3 19 c.82G>A c.(82-84)GGC>AGC p.G28S

Pat_30 Pre-Treatment MYOM2 9172 37 8 2017410 2017410 Missense_Mutation SNP G A 30 177 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_30 Pre-Treatment SNTG1 54212 37 8 51569530 51569530 Missense_Mutation SNP C T 70 310 c.911C>T c.(910-912)TCC>TTC p.S304F

Pat_30 Pre-Treatment SNX31 169166 37 8 101612642 101612642 Missense_Mutation SNP C T 46 276 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_30 Pre-Treatment LRP12 29967 37 8 105509486 105509486 Missense_Mutation SNP G A 45 193 c.1294C>T c.(1294-1296)CGC>TGC p.R432C

Pat_30 Pre-Treatment KCNV1 27012 37 8 110984516 110984516 Missense_Mutation SNP C T 7 147 c.962G>A c.(961-963)CGC>CAC p.R321H

Pat_30 Pre-Treatment ASAP1 50807 37 8 131138295 131138295 Missense_Mutation SNP A C 47 134 c.1422T>G c.(1420-1422)TGT>TGG p.C474W

Pat_30 Pre-Treatment ARC 23237 37 8 143694456 143694456 Missense_Mutation SNP T C 5 29 c.1177A>G c.(1177-1179)ACC>GCC p.T393A

Pat_30 Pre-Treatment ZNF251 90987 37 8 145947109 145947109 Missense_Mutation SNP C T 23 80 c.1936G>A c.(1936-1938)GGA>AGA p.G646R

Pat_30 Pre-Treatment JAK2 3717 37 9 5090739 5090739 Missense_Mutation SNP G A 14 198 c.2887G>A c.(2887-2889)GGT>AGT p.G963S

Pat_30 Pre-Treatment DMRTA1 63951 37 9 22447096 22447096 Missense_Mutation SNP G A 12 44 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_30 Pre-Treatment SPINK4 27290 37 9 33246696 33246696 Missense_Mutation SNP C T 5 273 c.185C>T c.(184-186)ACG>ATG p.T62M

Pat_30 Pre-Treatment UBAP1 51271 37 9 34251508 34251508 Missense_Mutation SNP T A 24 69 c.1487T>A c.(1486-1488)ATG>AAG p.M496K

Pat_30 Pre-Treatment NPR2 4882 37 9 35792463 35792463 Missense_Mutation SNP C T 11 75 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_30 Pre-Treatment CNTNAP3 79937 37 9 39133108 39133108 Missense_Mutation SNP T C 3 28 c.1901A>G c.(1900-1902)CAG>CGG p.Q634R

Pat_30 Pre-Treatment FAM22F 54754 37 9 97082793 97082793 Missense_Mutation SNP C G 4 72 c.1065G>C c.(1063-1065)AAG>AAC p.K355N

Pat_30 Pre-Treatment COL15A1 1306 37 9 101806853 101806853 Missense_Mutation SNP G A 13 150 c.2578G>A c.(2578-2580)GAG>AAG p.E860K

Pat_30 Pre-Treatment ACTL7A 10881 37 9 111625872 111625872 Missense_Mutation SNP G A 16 145 c.1270G>A c.(1270-1272)GAA>AAA p.E424K

Pat_30 Pre-Treatment CEP110 11064 37 9 123900931 123900931 Missense_Mutation SNP C T 4 138 c.2311C>T c.(2311-2313)CTC>TTC p.L771F

Pat_30 Pre-Treatment DENND1A 57706 37 9 126214617 126214617 Missense_Mutation SNP C T 32 106 c.1237G>A c.(1237-1239)GGA>AGA p.G413R

Pat_30 Pre-Treatment PPAPDC3 84814 37 9 134165759 134165759 Nonsense_Mutation SNP G A 46 302 c.375G>A c.(373-375)TGG>TGA p.W125*

Pat_30 Pre-Treatment CACNA1B 774 37 9 140948459 140948459 Splice_Site SNP G A 4 144 c.3968_splice c.e26+1 p.R1323_splice

Pat_30 Pre-Treatment ARSH 347527 37 X 2933194 2933194 Missense_Mutation SNP C T 4 41 c.524C>T c.(523-525)GCC>GTC p.A175V

Pat_30 Pre-Treatment CLCN4 1183 37 X 10176514 10176514 Missense_Mutation SNP C T 195 570 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_30 Pre-Treatment ZRSR2 8233 37 X 15833978 15833978 Missense_Mutation SNP G A 5 211 c.736G>A c.(736-738)GAG>AAG p.E246K



Pat_30 Pre-Treatment SYAP1 94056 37 X 16761957 16761957 Missense_Mutation SNP C T 172 536 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_30 Pre-Treatment ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 130 353 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_30 Pre-Treatment CXorf59 286464 37 X 36162735 36162735 Missense_Mutation SNP G A 34 251 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_30 Pre-Treatment CXorf36 79742 37 X 45011019 45011020 Missense_Mutation DNP GG AA 18 109 c.1179_1180CC>TTc.(1177-1182)ATCCGC>ATTTGCp.R394C

Pat_30 Pre-Treatment CHST7 56548 37 X 46433721 46433721 Missense_Mutation SNP G A 23 110 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_30 Pre-Treatment RBM10 8241 37 X 47030582 47030582 Missense_Mutation SNP G T 4 95 c.357G>T c.(355-357)GAG>GAT p.E119D

Pat_30 Pre-Treatment CCNB3 85417 37 X 50053780 50053780 Missense_Mutation SNP G A 17 42 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_30 Pre-Treatment FGD1 2245 37 X 54481894 54481894 Missense_Mutation SNP C T 4 73 c.2002G>A c.(2002-2004)GAG>AAG p.E668K

Pat_30 Pre-Treatment STARD8 9754 37 X 67938434 67938434 Missense_Mutation SNP G A 20 54 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_30 Pre-Treatment NXF5 55998 37 X 101096941 101096941 Missense_Mutation SNP G A 27 376 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_30 Pre-Treatment ARMCX5 64860 37 X 101857632 101857632 Missense_Mutation SNP C T 33 135 c.563C>T c.(562-564)CCT>CTT p.P188L

Pat_30 Pre-Treatment HCFC1 3054 37 X 153225613 153225613 Splice_Site SNP C T 7 19 c.1085_splice c.e8-1 p.E362_splice

Pat_30 Post-Resistance PQLC2 54896 37 1 19651990 19651990 Missense_Mutation SNP C T 50 59 c.296C>T c.(295-297)ACC>ATC p.T99I

Pat_30 Post-Resistance ZMYM1 79830 37 1 35579236 35579236 Missense_Mutation SNP T A 6 8 c.1805T>A c.(1804-1806)TTT>TAT p.F602Y

Pat_30 Post-Resistance DAB1 1600 37 1 57491658 57491658 Missense_Mutation SNP G A 58 95 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_30 Post-Resistance PGM1 5236 37 1 64117438 64117438 Missense_Mutation SNP C T 20 15 c.1379C>T c.(1378-1380)TCA>TTA p.S460L

Pat_30 Post-Resistance CLCA4 22802 37 1 87025658 87025658 Missense_Mutation SNP A G 35 25 c.203A>G c.(202-204)GAA>GGA p.E68G

Pat_30 Post-Resistance ITGA10 8515 37 1 145532599 145532599 Missense_Mutation SNP G A 51 238 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_30 Post-Resistance GPATCH4 54865 37 1 156565292 156565293 Missense_Mutation DNP CC TT 33 166 c.840_841GG>AAc.(838-843)GGGGAA>GGAAAAp.E281K

Pat_30 Post-Resistance C1orf92 149499 37 1 156902735 156902735 Missense_Mutation SNP G A 6 8 c.1654G>A c.(1654-1656)GAT>AAT p.D552N

Pat_30 Post-Resistance OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 149 67 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_30 Post-Resistance SELE 6401 37 1 169698706 169698706 Missense_Mutation SNP C T 10 67 c.824G>A c.(823-825)GGA>GAA p.G275E

Pat_30 Post-Resistance HMCN1 83872 37 1 185878628 185878628 Missense_Mutation SNP C T 25 84 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_30 Post-Resistance F13B 2165 37 1 197026515 197026515 Missense_Mutation SNP C T 65 38 c.886G>A c.(886-888)GAA>AAA p.E296K

Pat_30 Post-Resistance RHOU 58480 37 1 228879120 228879120 Missense_Mutation SNP A G 76 47 c.410A>G c.(409-411)CAG>CGG p.Q137R

Pat_30 Post-Resistance EDARADD 128178 37 1 236631574 236631574 Missense_Mutation SNP C T 14 45 c.263C>T c.(262-264)CCA>CTA p.P88L

Pat_30 Post-Resistance ZNF695 57116 37 1 247163314 247163314 Missense_Mutation SNP G T 48 109 c.66C>A c.(64-66)GAC>GAA p.D22E

Pat_30 Post-Resistance ZNF496 84838 37 1 247492847 247492847 Missense_Mutation SNP G A 22 74 c.34C>T c.(34-36)CCG>TCG p.P12S

Pat_30 Post-Resistance IL15RA 3601 37 10 6008146 6008146 Missense_Mutation SNP T A 37 10 c.245A>T c.(244-246)AAT>ATT p.N82I

Pat_30 Post-Resistance ANKRD26 22852 37 10 27366301 27366301 Missense_Mutation SNP G A 38 24 c.1043C>T c.(1042-1044)TCC>TTC p.S348F

Pat_30 Post-Resistance HERC4 26091 37 10 69750933 69750933 Missense_Mutation SNP G A 2 2 c.1295C>T c.(1294-1296)TCC>TTC p.S432F

Pat_30 Post-Resistance PBLD 64081 37 10 70048273 70048273 Missense_Mutation SNP G A 25 7 c.658C>T c.(658-660)CCG>TCG p.P220S

Pat_30 Post-Resistance PLCE1 51196 37 10 96028758 96028758 Missense_Mutation SNP C T 47 16 c.4354C>T c.(4354-4356)CAT>TAT p.H1452Y

Pat_30 Post-Resistance CYP2C8 1558 37 10 96824642 96824642 Missense_Mutation SNP C T 45 21 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_30 Post-Resistance LOC729020 729020 37 10 105005926 105005926 Missense_Mutation SNP G A 18 235 c.173G>A c.(172-174)CGA>CAA p.R58Q

Pat_30 Post-Resistance MUC2 4583 37 11 1092947 1092947 Missense_Mutation SNP C T 2 0 c.11852C>T c.(11851-11853)ACC>ATC p.T3951I

Pat_30 Post-Resistance OR51S1 119692 37 11 4870243 4870243 Missense_Mutation SNP G A 27 73 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_30 Post-Resistance OR51B6 390058 37 11 5373230 5373230 Missense_Mutation SNP C T 78 61 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_30 Post-Resistance BDNF 627 37 11 27679778 27679778 Missense_Mutation SNP C T 9 21 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_30 Post-Resistance TTC17 55761 37 11 43515441 43515441 Missense_Mutation SNP G A 149 295 c.3413G>A c.(3412-3414)CGG>CAG p.R1138Q

Pat_30 Post-Resistance OR8H2 390151 37 11 55872803 55872804 Missense_Mutation DNP GG AA 163 333 c.285_286GG>AAc.(283-288)ACGGGC>ACAAGC p.G96S

Pat_30 Post-Resistance NPAS4 266743 37 11 66192136 66192136 Missense_Mutation SNP C T 29 42 c.1775C>T c.(1774-1776)GCC>GTC p.A592V

Pat_30 Post-Resistance MYO7A 4647 37 11 76893123 76893123 Missense_Mutation SNP G A 65 161 c.3031G>A c.(3031-3033)GGG>AGG p.G1011R

Pat_30 Post-Resistance NNMT 4837 37 11 114182916 114182916 Missense_Mutation SNP C T 41 73 c.512C>T c.(511-513)CCA>CTA p.P171L

Pat_30 Post-Resistance OR10G8 219869 37 11 123901051 123901051 Missense_Mutation SNP C T 20 24 c.722C>T c.(721-723)GCC>GTC p.A241V

Pat_30 Post-Resistance PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 9 86 c.217C>T c.(217-219)CCT>TCT p.P73S

Pat_30 Post-Resistance ALG10B 144245 37 12 38714749 38714749 Missense_Mutation SNP G A 21 33 c.1156G>A c.(1156-1158)GAC>AAC p.D386N



Pat_30 Post-Resistance ABCD2 225 37 12 40001403 40001403 Nonsense_Mutation SNP C A 9 24 c.1234G>T c.(1234-1236)GAG>TAG p.E412*

Pat_30 Post-Resistance ANKRD33 341405 37 12 52283221 52283221 Nonsense_Mutation SNP C T 46 51 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_30 Post-Resistance KRT7 3855 37 12 52635286 52635286 Missense_Mutation SNP G A 67 86 c.724G>A c.(724-726)GAC>AAC p.D242N

Pat_30 Post-Resistance OR6C68 403284 37 12 55886390 55886390 Missense_Mutation SNP C T 16 31 c.244C>T c.(244-246)CCA>TCA p.P82S

Pat_30 Post-Resistance DNAJC14 85406 37 12 56216235 56216235 Missense_Mutation SNP C T 81 79 c.1820G>A c.(1819-1821)GGT>GAT p.G607D

Pat_30 Post-Resistance GRIP1 23426 37 12 66765581 66765581 Missense_Mutation SNP G A 91 128 c.2749C>T c.(2749-2751)CGG>TGG p.R917W

Pat_30 Post-Resistance MDM1 56890 37 12 68720499 68720499 Missense_Mutation SNP C G 25 27 c.436G>C c.(436-438)GTT>CTT p.V146L

Pat_30 Post-Resistance CIT 11113 37 12 120150494 120150494 Missense_Mutation SNP T G 46 50 c.4460A>C c.(4459-4461)CAG>CCG p.Q1487P

Pat_30 Post-Resistance GLT1D1 144423 37 12 129431969 129431969 Missense_Mutation SNP C G 35 55 c.761C>G c.(760-762)TCT>TGT p.S254C

Pat_30 Post-Resistance FLT1 2321 37 13 29002026 29002026 Missense_Mutation SNP G A 78 93 c.1139C>T c.(1138-1140)TCT>TTT p.S380F

Pat_30 Post-Resistance SLC46A3 283537 37 13 29287375 29287375 Nonsense_Mutation SNP G A 17 37 c.502C>T c.(502-504)CGA>TGA p.R168*

Pat_30 Post-Resistance DOCK9 23348 37 13 99567688 99567688 Missense_Mutation SNP C T 12 32 c.790G>A c.(790-792)GAC>AAC p.D264N

Pat_30 Post-Resistance OR4K14 122740 37 14 20483275 20483275 Missense_Mutation SNP A T 8 9 c.78T>A c.(76-78)TTT>TTA p.F26L

Pat_30 Post-Resistance METT11D1 64745 37 14 21464997 21464997 Missense_Mutation SNP T C 51 86 c.1319T>C c.(1318-1320)CTT>CCT p.L440P

Pat_30 Post-Resistance TPPP2 122664 37 14 21500204 21500204 Missense_Mutation SNP G A 65 123 c.481G>A c.(481-483)GGT>AGT p.G161S

Pat_30 Post-Resistance SMEK1 55671 37 14 91929191 91929191 Missense_Mutation SNP T C 26 29 c.1861A>G c.(1861-1863)ATT>GTT p.I621V

Pat_30 Post-Resistance PPP2R5C 5527 37 14 102229267 102229267 Missense_Mutation SNP G A 5 4 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_30 Post-Resistance MGA 23269 37 15 42053967 42053967 Nonsense_Mutation SNP C T 8 19 c.7429C>T c.(7429-7431)CAG>TAG p.Q2477*

Pat_30 Post-Resistance ARPP19 10776 37 15 52849310 52849310 Missense_Mutation SNP C T 44 64 c.155G>A c.(154-156)CGG>CAG p.R52Q

Pat_30 Post-Resistance NOX5 79400 37 15 69341381 69341381 Missense_Mutation SNP C T 18 17 c.1982C>T c.(1981-1983)GCC>GTC p.A661V

Pat_30 Post-Resistance WDR93 56964 37 15 90276361 90276361 Missense_Mutation SNP G A 20 33 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_30 Post-Resistance NLRC3 197358 37 16 3614397 3614397 Missense_Mutation SNP C T 29 34 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_30 Post-Resistance UMOD 7369 37 16 20360313 20360313 Missense_Mutation SNP G C 2 5 c.310C>G c.(310-312)CTC>GTC p.L104V

Pat_30 Post-Resistance ACSM1 116285 37 16 20636779 20636779 Missense_Mutation SNP G A 41 49 c.1493C>T c.(1492-1494)GCC>GTC p.A498V

Pat_30 Post-Resistance ATXN2L 11273 37 16 28836712 28836712 Missense_Mutation SNP C T 20 33 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_30 Post-Resistance ADCY7 113 37 16 50344755 50344755 Missense_Mutation SNP G A 7 11 c.2318G>A c.(2317-2319)GGC>GAC p.G773D

Pat_30 Post-Resistance CDH8 1006 37 16 61935302 61935302 Nonsense_Mutation SNP G A 16 25 c.328C>T c.(328-330)CAA>TAA p.Q110*

Pat_30 Post-Resistance ZZEF1 23140 37 17 3920987 3920987 Missense_Mutation SNP G A 41 77 c.7679C>T c.(7678-7680)TCG>TTG p.S2560L

Pat_30 Post-Resistance CXCL16 58191 37 17 4641715 4641715 Missense_Mutation SNP G A 7 19 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_30 Post-Resistance MYH8 4626 37 17 10296234 10296234 Missense_Mutation SNP C T 18 36 c.5377G>A c.(5377-5379)GTG>ATG p.V1793M

Pat_30 Post-Resistance MYH4 4622 37 17 10359030 10359030 Missense_Mutation SNP A G 12 25 c.2075T>C c.(2074-2076)CTT>CCT p.L692P

Pat_30 Post-Resistance KCNJ12 3768 37 17 21319348 21319348 Missense_Mutation SNP C T 11 86 c.694C>T c.(694-696)CTC>TTC p.L232F

Pat_30 Post-Resistance KSR1 8844 37 17 25932605 25932605 Missense_Mutation SNP C T 5 5 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_30 Post-Resistance AATF 26574 37 17 35310442 35310442 Missense_Mutation SNP G T 25 35 c.540G>T c.(538-540)ATG>ATT p.M180I

Pat_30 Post-Resistance KRT15 3866 37 17 39674887 39674887 Missense_Mutation SNP T C 107 183 c.193A>G c.(193-195)AGG>GGG p.R65G

Pat_30 Post-Resistance KRT9 3857 37 17 39724810 39724810 Missense_Mutation SNP G A 49 570 c.1120C>T c.(1120-1122)CGG>TGG p.R374W

Pat_30 Post-Resistance SPOP 8405 37 17 47684692 47684692 Nonsense_Mutation SNP C A 39 35 c.757G>T c.(757-759)GAA>TAA p.E253*

Pat_30 Post-Resistance BCAS3 54828 37 17 58979987 58979987 Nonsense_Mutation SNP C T 96 157 c.745C>T c.(745-747)CGA>TGA p.R249*

Pat_30 Post-Resistance CBX2 84733 37 17 77758699 77758699 Missense_Mutation SNP C T 47 91 c.1457C>T c.(1456-1458)TCC>TTC p.S486F

Pat_30 Post-Resistance LAMA1 284217 37 18 6950864 6950865 Missense_Mutation DNP GG AA 31 51 c.8313_8314CC>TTc.(8311-8316)GGCCGC>GGTTGCp.R2772C

Pat_30 Post-Resistance PSMA8 143471 37 18 23713939 23713939 Nonsense_Mutation SNP C T 46 85 c.10C>T c.(10-12)CGA>TGA p.R4*

Pat_30 Post-Resistance DSG1 1828 37 18 28934521 28934521 Missense_Mutation SNP G A 30 57 c.2362G>A c.(2362-2364)GAA>AAA p.E788K

Pat_30 Post-Resistance KIAA1632 57724 37 18 43514816 43514816 Missense_Mutation SNP G A 20 22 c.2216C>T c.(2215-2217)TCC>TTC p.S739F

Pat_30 Post-Resistance DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 30 42 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_30 Post-Resistance ALPK2 115701 37 18 56165294 56165294 Missense_Mutation SNP T C 55 99 c.6283A>G c.(6283-6285)ACG>GCG p.T2095A

Pat_30 Post-Resistance CDH7 1005 37 18 63489391 63489391 Missense_Mutation SNP G A 24 58 c.700G>A c.(700-702)GAT>AAT p.D234N

Pat_30 Post-Resistance ABCA7 10347 37 19 1058227 1058227 Missense_Mutation SNP T A 42 53 c.5108T>A c.(5107-5109)ATG>AAG p.M1703K



Pat_30 Post-Resistance VAV1 7409 37 19 6820829 6820830 Splice_Site DNP GG AA 29 72 c.321_splice c.e2+1 p.K107_splice

Pat_30 Post-Resistance MUC16 94025 37 19 9069841 9069841 Missense_Mutation SNP C T 28 40 c.17605G>A c.(17605-17607)GGG>AGG p.G5869R

Pat_30 Post-Resistance ZNF565 147929 37 19 36674056 36674056 Missense_Mutation SNP C T 27 51 c.812G>A c.(811-813)AGA>AAA p.R271K

Pat_30 Post-Resistance ALK 238 37 2 29497997 29497997 Missense_Mutation SNP G A 10 16 c.2009C>T c.(2008-2010)TCA>TTA p.S670L

Pat_30 Post-Resistance KLRAQ1 129285 37 2 48718182 48718182 Missense_Mutation SNP T C 207 275 c.1472T>C c.(1471-1473)TTG>TCG p.L491S

Pat_30 Post-Resistance CLEC4F 165530 37 2 71046487 71046487 Missense_Mutation SNP T C 43 53 c.268A>G c.(268-270)AAT>GAT p.N90D

Pat_30 Post-Resistance SMYD1 150572 37 2 88409967 88409967 Missense_Mutation SNP C T 21 17 c.1409C>T c.(1408-1410)CCC>CTC p.P470L

Pat_30 Post-Resistance MERTK 10461 37 2 112686894 112686894 Missense_Mutation SNP G A 20 50 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_30 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 8 50 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_30 Post-Resistance SCTR 6344 37 2 120206299 120206299 Nonsense_Mutation SNP G A 4 9 c.979C>T c.(979-981)CAA>TAA p.Q327*

Pat_30 Post-Resistance NCKAP5 344148 37 2 133541973 133541973 Missense_Mutation SNP G A 59 99 c.2411C>T c.(2410-2412)CCT>CTT p.P804L

Pat_30 Post-Resistance MBD5 55777 37 2 149227938 149227938 Missense_Mutation SNP C T 60 87 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_30 Post-Resistance SCN1A 6323 37 2 166900378 166900378 Missense_Mutation SNP C T 29 38 c.1844G>A c.(1843-1845)GGA>GAA p.G615E

Pat_30 Post-Resistance TTN 7273 37 2 179432554 179432554 Missense_Mutation SNP C T 20 50 c.70601G>A c.(70600-70602)AGA>AAA p.R23534K

Pat_30 Post-Resistance TTN 7273 37 2 179449452 179449452 Missense_Mutation SNP C T 126 221 c.57212G>A c.(57211-57213)CGA>CAA p.R19071Q

Pat_30 Post-Resistance TTN 7273 37 2 179598097 179598097 Missense_Mutation SNP C T 5 13 c.12191G>A c.(12190-12192)CGA>CAA p.R4064Q

Pat_30 Post-Resistance DNAH7 56171 37 2 196619064 196619064 Missense_Mutation SNP C T 49 63 c.11761G>A c.(11761-11763)GAT>AAT p.D3921N

Pat_30 Post-Resistance C2orf57 165100 37 2 232458410 232458410 Missense_Mutation SNP C A 159 177 c.748C>A c.(748-750)CAC>AAC p.H250N

Pat_30 Post-Resistance APCDD1L 164284 37 20 57036037 57036037 Missense_Mutation SNP C T 22 49 c.1315G>A c.(1315-1317)GAT>AAT p.D439N

Pat_30 Post-Resistance TPTE 7179 37 21 10941907 10941907 Splice_Site SNP C T 16 178 c.795_splice c.e14+1 p.K265_splice

Pat_30 Post-Resistance LIPI 149998 37 21 15558293 15558293 Missense_Mutation SNP C T 18 38 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_30 Post-Resistance DSCAM 1826 37 21 41385217 41385217 Missense_Mutation SNP C T 11 13 c.5783G>A c.(5782-5784)TGC>TAC p.C1928Y

Pat_30 Post-Resistance SFI1 9814 37 22 31976306 31976306 Nonsense_Mutation SNP C T 70 8 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_30 Post-Resistance GRIP2 80852 37 3 14545082 14545082 Missense_Mutation SNP C T 3 2 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_30 Post-Resistance TBC1D5 9779 37 3 17202637 17202637 Nonsense_Mutation SNP G A 16 2 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_30 Post-Resistance C3orf45 132228 37 3 50323943 50323943 Missense_Mutation SNP C G 2 7 c.100C>G c.(100-102)CCA>GCA p.P34A

Pat_30 Post-Resistance MUC4 4585 37 3 195511283 195511283 Missense_Mutation SNP C T 3 2 c.7168G>A c.(7168-7170)GCT>ACT p.A2390T

Pat_30 Post-Resistance NSUN7 79730 37 4 40776320 40776320 Missense_Mutation SNP G A 35 55 c.527G>A c.(526-528)CGA>CAA p.R176Q

Pat_30 Post-Resistance PROL1 58503 37 4 71275623 71275623 Missense_Mutation SNP C T 99 160 c.578C>T c.(577-579)TCA>TTA p.S193L

Pat_30 Post-Resistance GC 2638 37 4 72620723 72620723 Missense_Mutation SNP T G 29 47 c.1136A>C c.(1135-1137)GAA>GCA p.E379A

Pat_30 Post-Resistance KIAA1109 84162 37 4 123280759 123280759 Missense_Mutation SNP C T 22 34 c.14683C>T c.(14683-14685)CCA>TCA p.P4895S

Pat_30 Post-Resistance FAT4 79633 37 4 126336743 126336743 Missense_Mutation SNP G A 63 88 c.6625G>A c.(6625-6627)GGT>AGT p.G2209S

Pat_30 Post-Resistance RWDD4A 201965 37 4 184567673 184567673 Missense_Mutation SNP G A 44 74 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_30 Post-Resistance PCDHA4 56144 37 5 140187989 140187989 Missense_Mutation SNP C T 19 233 c.1217C>T c.(1216-1218)TCG>TTG p.S406L

Pat_30 Post-Resistance PCDHB15 56121 37 5 140627305 140627305 Missense_Mutation SNP C T 96 39 c.2159C>T c.(2158-2160)GCC>GTC p.A720V

Pat_30 Post-Resistance FAT2 2196 37 5 150924239 150924239 Missense_Mutation SNP G A 7 71 c.6449C>T c.(6448-6450)ACG>ATG p.T2150M

Pat_30 Post-Resistance ATXN1 6310 37 6 16326801 16326801 Nonsense_Mutation SNP G A 37 115 c.1741C>T c.(1741-1743)CAG>TAG p.Q581*

Pat_30 Post-Resistance CAP2 10486 37 6 17507881 17507881 Missense_Mutation SNP C T 17 76 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_30 Post-Resistance OR2B6 26212 37 6 27925296 27925296 Missense_Mutation SNP G A 16 73 c.278G>A c.(277-279)AGT>AAT p.S93N

Pat_30 Post-Resistance TAP2 6891 37 6 32781530 32781530 Missense_Mutation SNP C T 3 3 c.2545G>A c.(2545-2547)GGA>AGA p.G849R

Pat_30 Post-Resistance SPDEF 25803 37 6 34512187 34512187 Missense_Mutation SNP G T 31 98 c.46C>A c.(46-48)CTC>ATC p.L16I

Pat_30 Post-Resistance PNPLA1 285848 37 6 36270156 36270156 Missense_Mutation SNP G T 58 195 c.1294G>T c.(1294-1296)GTG>TTG p.V432L

Pat_30 Post-Resistance GTPBP2 54676 37 6 43591778 43591778 Missense_Mutation SNP A C 82 62 c.1128T>G c.(1126-1128)AGT>AGG p.S376R

Pat_30 Post-Resistance FAM83B 222584 37 6 54805310 54805310 Missense_Mutation SNP C T 51 32 c.1541C>T c.(1540-1542)TCA>TTA p.S514L

Pat_30 Post-Resistance C7orf10 79783 37 7 40488913 40488913 Missense_Mutation SNP G T 15 33 c.844G>T c.(844-846)GTA>TTA p.V282L

Pat_30 Post-Resistance ABCA13 154664 37 7 48280486 48280486 Missense_Mutation SNP G A 29 41 c.1085G>A c.(1084-1086)GGT>GAT p.G362D

Pat_30 Post-Resistance FBXL13 222235 37 7 102665589 102665589 Missense_Mutation SNP C T 10 21 c.416G>A c.(415-417)CGA>CAA p.R139Q



Pat_30 Post-Resistance LAMB4 22798 37 7 107710246 107710246 Missense_Mutation SNP C T 95 342 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_30 Post-Resistance CHRM2 1129 37 7 136699707 136699707 Missense_Mutation SNP C T 25 73 c.95C>T c.(94-96)TCC>TTC p.S32F

Pat_30 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 430 142 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_30 Post-Resistance MYOM2 9172 37 8 2017410 2017410 Missense_Mutation SNP G A 74 49 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_30 Post-Resistance PPP1R3B 79660 37 8 8999115 8999115 Missense_Mutation SNP G A 16 49 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_30 Post-Resistance SNX31 169166 37 8 101612642 101612642 Missense_Mutation SNP C T 35 54 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_30 Post-Resistance LRP12 29967 37 8 105509486 105509486 Missense_Mutation SNP G A 92 66 c.1294C>T c.(1294-1296)CGC>TGC p.R432C

Pat_30 Post-Resistance ASAP1 50807 37 8 131138295 131138295 Missense_Mutation SNP A C 64 52 c.1422T>G c.(1420-1422)TGT>TGG p.C474W

Pat_30 Post-Resistance ARC 23237 37 8 143694456 143694456 Missense_Mutation SNP T C 6 29 c.1177A>G c.(1177-1179)ACC>GCC p.T393A

Pat_30 Post-Resistance ZNF251 90987 37 8 145947109 145947109 Missense_Mutation SNP C T 16 40 c.1936G>A c.(1936-1938)GGA>AGA p.G646R

Pat_30 Post-Resistance UBAP1 51271 37 9 34251508 34251508 Missense_Mutation SNP T A 20 11 c.1487T>A c.(1486-1488)ATG>AAG p.M496K

Pat_30 Post-Resistance TRPM6 140803 37 9 77417080 77417080 Missense_Mutation SNP T C 4 0 c.1743A>G c.(1741-1743)ATA>ATG p.I581M

Pat_30 Post-Resistance FLJ43950 347127 37 9 84530870 84530870 Missense_Mutation SNP C T 10 3 c.791C>T c.(790-792)TCC>TTC p.S264F

Pat_30 Post-Resistance DENND1A 57706 37 9 126214617 126214617 Missense_Mutation SNP C T 23 7 c.1237G>A c.(1237-1239)GGA>AGA p.G413R

Pat_30 Post-Resistance CLCN4 1183 37 X 10176514 10176514 Missense_Mutation SNP C T 107 234 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_30 Post-Resistance SYAP1 94056 37 X 16761957 16761957 Missense_Mutation SNP C T 169 292 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_30 Post-Resistance ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 104 143 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_30 Post-Resistance SRPX 8406 37 X 38033482 38033482 Missense_Mutation SNP C T 90 83 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_30 Post-Resistance ZNF182 7569 37 X 47836909 47836909 Missense_Mutation SNP G A 8 10 c.577C>T c.(577-579)CAT>TAT p.H193Y

Pat_30 Post-Resistance CCNB3 85417 37 X 50053780 50053780 Missense_Mutation SNP G A 4 9 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_30 Post-Resistance STARD8 9754 37 X 67938434 67938434 Missense_Mutation SNP G A 23 32 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_30 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 59 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_31 Pre-Treatment CROCC 9696 37 1 17292241 17292241 Missense_Mutation SNP C T 113 60 c.4429C>T c.(4429-4431)CCC>TCC p.P1477S

Pat_31 Pre-Treatment CSMD2 114784 37 1 34276445 34276445 Missense_Mutation SNP G T 55 120 c.1225C>A c.(1225-1227)CTT>ATT p.L409I

Pat_31 Pre-Treatment MACF1 23499 37 1 39889724 39889724 Nonsense_Mutation SNP C T 104 40 c.11494C>T c.(11494-11496)CGA>TGA p.R3832*

Pat_31 Pre-Treatment ZSWIM5 57643 37 1 45504680 45504680 Missense_Mutation SNP G A 5 114 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_31 Pre-Treatment C1orf163 65260 37 1 53153418 53153418 Missense_Mutation SNP C T 3 62 c.670G>A c.(670-672)GGT>AGT p.G224S

Pat_31 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 50 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_31 Pre-Treatment BSND 7809 37 1 55472863 55472863 Missense_Mutation SNP G T 4 132 c.466G>T c.(466-468)GCC>TCC p.A156S

Pat_31 Pre-Treatment C1orf168 199920 37 1 57258394 57258394 Missense_Mutation SNP G T 13 477 c.92C>A c.(91-93)CCA>CAA p.P31Q

Pat_31 Pre-Treatment CACHD1 57685 37 1 65130356 65130356 Missense_Mutation SNP G T 112 53 c.2117G>T c.(2116-2118)AGA>ATA p.R706I

Pat_31 Pre-Treatment AK5 26289 37 1 77806237 77806237 Missense_Mutation SNP A G 3 125 c.875A>G c.(874-876)AAG>AGG p.K292R

Pat_31 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 20 728 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_31 Pre-Treatment NBPF10 100132406 37 1 145311785 145311785 Splice_Site SNP C G 10 137 c.1854_splice c.e14-1 p.R618_splice

Pat_31 Pre-Treatment FLG2 388698 37 1 152324164 152324164 Missense_Mutation SNP T G 10 866 c.6098A>C c.(6097-6099)TAC>TCC p.Y2033S

Pat_31 Pre-Treatment FLG2 388698 37 1 152326017 152326017 Missense_Mutation SNP C A 10 772 c.4245G>T c.(4243-4245)AGG>AGT p.R1415S

Pat_31 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 12 751 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_31 Pre-Treatment TRIM46 80128 37 1 155148051 155148051 Missense_Mutation SNP T A 111 177 c.253T>A c.(253-255)TCC>ACC p.S85T

Pat_31 Pre-Treatment TRIM46 80128 37 1 155152368 155152368 Missense_Mutation SNP G A 49 121 c.1546G>A c.(1546-1548)GAA>AAA p.E516K

Pat_31 Pre-Treatment FCRL2 79368 37 1 157737066 157737066 Missense_Mutation SNP C T 128 189 c.1117G>A c.(1117-1119)GGC>AGC p.G373S

Pat_31 Pre-Treatment SPTA1 6708 37 1 158617430 158617430 Missense_Mutation SNP C T 67 116 c.3795G>A c.(3793-3795)ATG>ATA p.M1265I

Pat_31 Pre-Treatment MYOC 4653 37 1 171621343 171621343 Missense_Mutation SNP C T 122 175 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_31 Pre-Treatment PAPPA2 60676 37 1 176738864 176738864 Missense_Mutation SNP G C 16 307 c.4445G>C c.(4444-4446)GGA>GCA p.G1482A

Pat_31 Pre-Treatment DDX59 83479 37 1 200619608 200619608 Missense_Mutation SNP A C 75 98 c.1259T>G c.(1258-1260)ATT>AGT p.I420S

Pat_31 Pre-Treatment ESRRG 2104 37 1 216850805 216850805 Nonsense_Mutation SNP G A 4 96 c.85C>T c.(85-87)CGA>TGA p.R29*

Pat_31 Pre-Treatment OBSCN 84033 37 1 228495004 228495004 Missense_Mutation SNP G A 137 226 c.12238G>A c.(12238-12240)GAG>AAG p.E4080K

Pat_31 Pre-Treatment OR2L2 26246 37 1 248201572 248201572 Missense_Mutation SNP G A 188 186 c.3G>A c.(1-3)ATG>ATA p.M1I



Pat_31 Pre-Treatment OR2M1P 388762 37 1 248285997 248285997 Missense_Mutation SNP G C 10 683 c.560G>C c.(559-561)GGT>GCT p.G187A

Pat_31 Pre-Treatment TUBAL3 79861 37 10 5436384 5436384 Missense_Mutation SNP C T 8 141 c.437G>A c.(436-438)CGA>CAA p.R146Q

Pat_31 Pre-Treatment FAM13C 220965 37 10 61014112 61014112 Missense_Mutation SNP G T 86 267 c.1328C>A c.(1327-1329)ACA>AAA p.T443K

Pat_31 Pre-Treatment CDH23 64072 37 10 73553380 73553380 Missense_Mutation SNP C T 4 39 c.6695C>T c.(6694-6696)GCT>GTT p.A2232V

Pat_31 Pre-Treatment NRG3 10718 37 10 84745186 84745186 Missense_Mutation SNP G A 30 74 c.1916G>A c.(1915-1917)CGA>CAA p.R639Q

Pat_31 Pre-Treatment PLCE1 51196 37 10 96014685 96014685 Missense_Mutation SNP C T 111 579 c.3433C>T c.(3433-3435)CCT>TCT p.P1145S

Pat_31 Pre-Treatment CYP2C18 1562 37 10 96495124 96495124 Missense_Mutation SNP G A 101 281 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_31 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 52 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_31 Pre-Treatment CDHR5 53841 37 11 618674 618674 Missense_Mutation SNP C T 5 235 c.1885G>A c.(1885-1887)GGT>AGT p.G629S

Pat_31 Pre-Treatment MUC2 4583 37 11 1097769 1097769 Missense_Mutation SNP C A 4 100 c.13948C>A c.(13948-13950)CAG>AAG p.Q4650K

Pat_31 Pre-Treatment KRTAP5-3 387266 37 11 1628952 1628952 Missense_Mutation SNP A T 11 706 c.664T>A c.(664-666)TGC>AGC p.C222S

Pat_31 Pre-Treatment TRIM48 79097 37 11 55035844 55035844 Missense_Mutation SNP T C 6 221 c.574T>C c.(574-576)TAC>CAC p.Y192H

Pat_31 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 15 781 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_31 Pre-Treatment UNC93B1 81622 37 11 67767119 67767119 Missense_Mutation SNP C G 6 45 c.424G>C c.(424-426)GCT>CCT p.A142P

Pat_31 Pre-Treatment PDE2A 5138 37 11 72288490 72288490 Missense_Mutation SNP C T 4 125 c.2764G>A c.(2764-2766)GTG>ATG p.V922M

Pat_31 Pre-Treatment CNTN5 53942 37 11 100221562 100221562 Missense_Mutation SNP G A 8 167 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_31 Pre-Treatment TMPRSS4 56649 37 11 117984114 117984114 Missense_Mutation SNP G C 41 259 c.874G>C c.(874-876)GCC>CCC p.A292P

Pat_31 Pre-Treatment OR10S1 219873 37 11 123848356 123848356 Missense_Mutation SNP C T 53 233 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_31 Pre-Treatment CD163 9332 37 12 7639539 7639539 Missense_Mutation SNP C A 49 123 c.2094G>T c.(2092-2094)TTG>TTT p.L698F

Pat_31 Pre-Treatment PRB1 5542 37 12 11506690 11506690 Missense_Mutation SNP C T 150 649 c.347G>A c.(346-348)GGA>GAA p.G116E

Pat_31 Pre-Treatment ABCC9 10060 37 12 21981927 21981927 Missense_Mutation SNP G A 167 433 c.3634C>T c.(3634-3636)CTC>TTC p.L1212F

Pat_31 Pre-Treatment IPO8 10526 37 12 30790032 30790032 Missense_Mutation SNP T G 94 222 c.2579A>C c.(2578-2580)CAG>CCG p.Q860P

Pat_31 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 4 53 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_31 Pre-Treatment TUBA1B 10376 37 12 49521767 49521767 Missense_Mutation SNP C T 36 409 c.1330G>A c.(1330-1332)GGT>AGT p.G444S

Pat_31 Pre-Treatment SRGAP1 57522 37 12 64456773 64456773 Missense_Mutation SNP C G 6 219 c.878C>G c.(877-879)ACC>AGC p.T293S

Pat_31 Pre-Treatment FRS2 10818 37 12 69966038 69966038 Missense_Mutation SNP C T 148 240 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_31 Pre-Treatment ZMYM2 7750 37 13 20600897 20600897 Missense_Mutation SNP C T 5 60 c.1730C>T c.(1729-1731)TCA>TTA p.S577L

Pat_31 Pre-Treatment LHFP 10186 37 13 40175179 40175179 Missense_Mutation SNP G A 291 499 c.175C>T c.(175-177)CGG>TGG p.R59W

Pat_31 Pre-Treatment ERCC5 2073 37 13 103518233 103518233 Missense_Mutation SNP C T 127 168 c.2171C>T c.(2170-2172)TCG>TTG p.S724L

Pat_31 Pre-Treatment OR4L1 122742 37 14 20528589 20528589 Missense_Mutation SNP C T 68 151 c.386C>T c.(385-387)CCC>CTC p.P129L

Pat_31 Pre-Treatment PNN 5411 37 14 39645289 39645289 Nonsense_Mutation SNP C T 35 68 c.121C>T c.(121-123)CAA>TAA p.Q41*

Pat_31 Pre-Treatment KCNH5 27133 37 14 63174990 63174990 Nonsense_Mutation SNP G A 61 86 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_31 Pre-Treatment AHSA1 10598 37 14 77934803 77934803 Missense_Mutation SNP C T 63 101 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_31 Pre-Treatment NRXN3 9369 37 14 79117602 79117602 Missense_Mutation SNP G A 143 220 c.35G>A c.(34-36)GGA>GAA p.G12E

Pat_31 Pre-Treatment DEGS2 123099 37 14 100613240 100613240 Missense_Mutation SNP C T 5 263 c.830G>A c.(829-831)CGG>CAG p.R277Q

Pat_31 Pre-Treatment MAP2K1 5604 37 15 66727442 66727442 Missense_Mutation SNP T A 215 331 c.158T>A c.(157-159)TTT>TAT p.F53Y

Pat_31 Pre-Treatment PKD1 5310 37 16 2162933 2162933 Missense_Mutation SNP G A 46 141 c.3017C>T c.(3016-3018)ACC>ATC p.T1006I

Pat_31 Pre-Treatment ERN2 10595 37 16 23702234 23702234 Missense_Mutation SNP C T 4 76 c.2843G>A c.(2842-2844)TGC>TAC p.C948Y

Pat_31 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 7 353 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_31 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 6 85 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_31 Pre-Treatment SLC6A10P 386757 37 16 32890639 32890639 Missense_Mutation SNP T C 5 91 c.247A>G c.(247-249)AAG>GAG p.K83E

Pat_31 Pre-Treatment CDH1 999 37 16 68842734 68842734 Missense_Mutation SNP C T 4 94 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Pre-Treatment CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 35 279 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_31 Pre-Treatment SPNS3 201305 37 17 4389577 4389577 Missense_Mutation SNP G A 29 54 c.1234G>A c.(1234-1236)GGC>AGC p.G412S

Pat_31 Pre-Treatment C17orf61 254863 37 17 7307394 7307394 Missense_Mutation SNP G A 3 14 c.10C>T c.(10-12)CCA>TCA p.P4S

Pat_31 Pre-Treatment C17orf74 201243 37 17 7330590 7330590 Missense_Mutation SNP C T 22 97 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_31 Pre-Treatment MYH10 4628 37 17 8397110 8397110 Missense_Mutation SNP C G 4 134 c.4057G>C c.(4057-4059)GAG>CAG p.E1353Q



Pat_31 Pre-Treatment KRTAP4-7 100132476 37 17 39240745 39240745 Missense_Mutation SNP A G 4 80 c.287A>G c.(286-288)AAG>AGG p.K96R

Pat_31 Pre-Treatment KRTAP4-8 728224 37 17 39254013 39254013 Missense_Mutation SNP G C 4 91 c.324C>G c.(322-324)AGC>AGG p.S108R

Pat_31 Pre-Treatment KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 7 132 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_31 Pre-Treatment KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 5 161 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_31 Pre-Treatment ATP5H 10476 37 17 73035082 73035082 Missense_Mutation SNP T A 61 53 c.431A>T c.(430-432)AAA>ATA p.K144I

Pat_31 Pre-Treatment POTEC 388468 37 18 14513675 14513675 Missense_Mutation SNP T C 6 256 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_31 Pre-Treatment CABLES1 91768 37 18 20716462 20716462 Missense_Mutation SNP G A 3 59 c.736G>A c.(736-738)GGA>AGA p.G246R

Pat_31 Pre-Treatment DCC 1630 37 18 50918172 50918172 Missense_Mutation SNP C T 56 89 c.2603C>T c.(2602-2604)TCT>TTT p.S868F

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 6 189 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 9 169 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 8 164 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_31 Pre-Treatment CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 13 409 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_31 Pre-Treatment MUC16 94025 37 19 9059142 9059142 Missense_Mutation SNP G A 102 111 c.28304C>T c.(28303-28305)TCC>TTC p.S9435F

Pat_31 Pre-Treatment MUC16 94025 37 19 9066741 9066741 Missense_Mutation SNP G A 124 363 c.20705C>T c.(20704-20706)TCC>TTC p.S6902F

Pat_31 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 8 364 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_31 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 9 191 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_31 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 11 714 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_31 Pre-Treatment ZNF208 7757 37 19 22154417 22154417 Missense_Mutation SNP G A 6 325 c.3035C>T c.(3034-3036)CCC>CTC p.P1012L

Pat_31 Pre-Treatment ZNF599 148103 37 19 35258305 35258305 Missense_Mutation SNP G A 60 39 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_31 Pre-Treatment FCGBP 8857 37 19 40392568 40392568 Missense_Mutation SNP C T 45 103 c.7936G>A c.(7936-7938)GAG>AAG p.E2646K

Pat_31 Pre-Treatment ATF5 22809 37 19 50435732 50435732 Missense_Mutation SNP C T 106 130 c.232C>T c.(232-234)CCT>TCT p.P78S

Pat_31 Pre-Treatment KCNC3 3748 37 19 50823987 50823987 Missense_Mutation SNP G A 4 100 c.2033C>T c.(2032-2034)CCA>CTA p.P678L

Pat_31 Pre-Treatment KLK8 11202 37 19 51503311 51503311 Missense_Mutation SNP C A 4 43 c.434G>T c.(433-435)TGC>TTC p.C145F

Pat_31 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 10 737 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_31 Pre-Treatment ZNF17 7565 37 19 57932028 57932028 Missense_Mutation SNP G A 5 271 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_31 Pre-Treatment ZNF749 388567 37 19 57955884 57955885 Missense_Mutation DNP CC TG 6 245 c.1368_1369CC>TGc.(1366-1371)CACCAG>CATGAGp.Q457E

Pat_31 Pre-Treatment ZNF551 90233 37 19 58196694 58196694 Missense_Mutation SNP C T 151 194 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_31 Pre-Treatment ZNF606 80095 37 19 58490292 58490292 Missense_Mutation SNP G T 50 189 c.1756C>A c.(1756-1758)CAT>AAT p.H586N

Pat_31 Pre-Treatment NT5C1B 93034 37 2 18768804 18768804 Missense_Mutation SNP C T 9 350 c.85G>A c.(85-87)GAA>AAA p.E29K

Pat_31 Pre-Treatment ZNF513 130557 37 2 27601466 27601466 Missense_Mutation SNP G A 4 111 c.667C>T c.(667-669)CGG>TGG p.R223W

Pat_31 Pre-Treatment MEIS1 4211 37 2 66794598 66794598 Missense_Mutation SNP C T 4 152 c.979C>T c.(979-981)CGG>TGG p.R327W

Pat_31 Pre-Treatment WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 5 32 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_31 Pre-Treatment GLI2 2736 37 2 121748042 121748042 Missense_Mutation SNP G A 45 470 c.4552G>A c.(4552-4554)GAT>AAT p.D1518N

Pat_31 Pre-Treatment LRP1B 53353 37 2 141208192 141208192 Nonsense_Mutation SNP C T 78 207 c.10002G>A c.(10000-10002)TGG>TGA p.W3334*

Pat_31 Pre-Treatment PDK1 5163 37 2 173423531 173423531 Missense_Mutation SNP C T 49 132 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_31 Pre-Treatment TTN 7273 37 2 179632598 179632598 Missense_Mutation SNP C T 52 130 c.9359G>A c.(9358-9360)CGG>CAG p.R3120Q

Pat_31 Pre-Treatment FAM171B 165215 37 2 187626849 187626849 Missense_Mutation SNP C T 32 112 c.1780C>T c.(1780-1782)CAT>TAT p.H594Y

Pat_31 Pre-Treatment DNAH7 56171 37 2 196737150 196737150 Missense_Mutation SNP C T 169 163 c.6457G>A c.(6457-6459)GTA>ATA p.V2153I

Pat_31 Pre-Treatment NOP58 51602 37 2 203165073 203165073 Missense_Mutation SNP C T 44 235 c.1385C>T c.(1384-1386)GCC>GTC p.A462V

Pat_31 Pre-Treatment ABCA12 26154 37 2 215876189 215876189 Missense_Mutation SNP G A 49 44 c.2306C>T c.(2305-2307)TCA>TTA p.S769L

Pat_31 Pre-Treatment SP140 11262 37 2 231150484 231150484 Missense_Mutation SNP G A 229 252 c.1582G>A c.(1582-1584)GGC>AGC p.G528S

Pat_31 Pre-Treatment NGEF 25791 37 2 233757732 233757732 Missense_Mutation SNP C T 33 112 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_31 Pre-Treatment FRG1B 284802 37 20 29614328 29614328 Splice_Site SNP G A 5 166 c.-6_splice c.e1+1

Pat_31 Pre-Treatment FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 6 255 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_31 Pre-Treatment FRG1B 284802 37 20 29628320 29628320 Nonsense_Mutation SNP G T 8 179 c.232G>T c.(232-234)GAA>TAA p.E78*

Pat_31 Pre-Treatment EMILIN3 90187 37 20 39989972 39989972 Missense_Mutation SNP C T 12 112 c.2237G>A c.(2236-2238)CGG>CAG p.R746Q

Pat_31 Pre-Treatment SEMG2 6407 37 20 43851445 43851445 Missense_Mutation SNP G C 5 244 c.1172G>C c.(1171-1173)AGA>ACA p.R391T



Pat_31 Pre-Treatment PREX1 57580 37 20 47244484 47244484 Missense_Mutation SNP G A 11 50 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_31 Pre-Treatment PTGIS 5740 37 20 48129663 48129663 Missense_Mutation SNP G A 42 158 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_31 Pre-Treatment TSHZ2 128553 37 20 51872447 51872447 Missense_Mutation SNP C T 111 101 c.2450C>T c.(2449-2451)CCC>CTC p.P817L

Pat_31 Pre-Treatment DSCR3 10311 37 21 38600029 38600029 Missense_Mutation SNP A G 3 50 c.737T>C c.(736-738)CTC>CCC p.L246P

Pat_31 Pre-Treatment TUBA8 51807 37 22 18604267 18604267 Missense_Mutation SNP G A 5 254 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_31 Pre-Treatment TRIOBP 11078 37 22 38120023 38120023 Missense_Mutation SNP C T 7 355 c.1460C>T c.(1459-1461)CCC>CTC p.P487L

Pat_31 Pre-Treatment SCN10A 6336 37 3 38768102 38768102 Nonsense_Mutation SNP C A 56 23 c.3082G>T c.(3082-3084)GGA>TGA p.G1028*

Pat_31 Pre-Treatment CCR2 729230 37 3 46401317 46401317 Missense_Mutation SNP C T 61 35 c.1091C>T c.(1090-1092)CCT>CTT p.P364L

Pat_31 Pre-Treatment ASB14 142686 37 3 57312490 57312490 Missense_Mutation SNP C T 221 81 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_31 Pre-Treatment FLNB 2317 37 3 58116605 58116605 Missense_Mutation SNP C T 20 7 c.4360C>T c.(4360-4362)CCG>TCG p.P1454S

Pat_31 Pre-Treatment MCM2 4171 37 3 127325611 127325611 Missense_Mutation SNP C T 179 55 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_31 Pre-Treatment PLXND1 23129 37 3 129277296 129277296 Missense_Mutation SNP G A 17 68 c.5420C>T c.(5419-5421)TCC>TTC p.S1807F

Pat_31 Pre-Treatment CLCN2 1181 37 3 184071974 184071974 Missense_Mutation SNP G T 14 110 c.1636C>A c.(1636-1638)CAG>AAG p.Q546K

Pat_31 Pre-Treatment ZNF595 152687 37 4 60041 60041 Missense_Mutation SNP C T 38 812 c.221C>T c.(220-222)CCC>CTC p.P74L

Pat_31 Pre-Treatment ZNF732 654254 37 4 265103 265104 Missense_Mutation DNP TG CA 5 119 c.1539_1540CA>TGc.(1537-1542)TCCACA>TCTGCAp.T514A

Pat_31 Pre-Treatment ZNF732 654254 37 4 265139 265139 Missense_Mutation SNP C T 6 125 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_31 Pre-Treatment ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 7 182 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_31 Pre-Treatment LRRC66 339977 37 4 52860901 52860901 Missense_Mutation SNP G A 9 182 c.2287C>T c.(2287-2289)CCA>TCA p.P763S

Pat_31 Pre-Treatment MUC7 4589 37 4 71347033 71347033 Missense_Mutation SNP C T 8 678 c.572C>T c.(571-573)GCC>GTC p.A191V

Pat_31 Pre-Treatment FAM13A 10144 37 4 89671023 89671023 Missense_Mutation SNP G T 4 115 c.1978C>A c.(1978-1980)CAA>AAA p.Q660K

Pat_31 Pre-Treatment FAT4 79633 37 4 126328170 126328170 Missense_Mutation SNP C T 115 312 c.5443C>T c.(5443-5445)CGT>TGT p.R1815C

Pat_31 Pre-Treatment KIAA1712 80817 37 4 175229858 175229858 Missense_Mutation SNP C T 28 140 c.526C>T c.(526-528)CGT>TGT p.R176C

Pat_31 Pre-Treatment ODZ3 55714 37 4 183674704 183674704 Missense_Mutation SNP G A 84 105 c.3964G>A c.(3964-3966)GAT>AAT p.D1322N

Pat_31 Pre-Treatment IL7R 3575 37 5 35876293 35876293 Missense_Mutation SNP G A 18 72 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_31 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 9 255 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_31 Pre-Treatment DCP2 167227 37 5 112339673 112339673 Missense_Mutation SNP C T 38 61 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_31 Pre-Treatment ZSCAN16 80345 37 6 28097614 28097614 Missense_Mutation SNP G C 38 131 c.933G>C c.(931-933)CAG>CAC p.Q311H

Pat_31 Pre-Treatment MDC1 9656 37 6 30672941 30672941 Missense_Mutation SNP T C 6 392 c.4019A>G c.(4018-4020)CAA>CGA p.Q1340R

Pat_31 Pre-Treatment C6orf27 80737 37 6 31737520 31737520 Missense_Mutation SNP C T 103 92 c.1249G>A c.(1249-1251)GAT>AAT p.D417N

Pat_31 Pre-Treatment TNXB 7148 37 6 32021309 32021309 Missense_Mutation SNP C T 20 99 c.8641G>A c.(8641-8643)GGG>AGG p.G2881R

Pat_31 Pre-Treatment PEX6 5190 37 6 42936135 42936135 Missense_Mutation SNP C A 4 73 c.1581G>T c.(1579-1581)TTG>TTT p.L527F

Pat_31 Pre-Treatment GPR110 266977 37 6 46977531 46977531 Missense_Mutation SNP G A 4 86 c.1640C>T c.(1639-1641)GCA>GTA p.A547V

Pat_31 Pre-Treatment MDN1 23195 37 6 90402767 90402767 Missense_Mutation SNP G C 3 93 c.9982C>G c.(9982-9984)CAG>GAG p.Q3328E

Pat_31 Pre-Treatment GRIK2 2898 37 6 102307177 102307177 Missense_Mutation SNP C T 13 66 c.1333C>T c.(1333-1335)CTT>TTT p.L445F

Pat_31 Pre-Treatment BEND3 57673 37 6 107390596 107390596 Missense_Mutation SNP G A 15 41 c.1799C>T c.(1798-1800)TCC>TTC p.S600F

Pat_31 Pre-Treatment DSE 29940 37 6 116757333 116757333 Missense_Mutation SNP C T 17 50 c.1702C>T c.(1702-1704)CTT>TTT p.L568F

Pat_31 Pre-Treatment TULP4 56995 37 6 158924649 158924650 Missense_Mutation DNP CC TT 9 187 c.3954_3955CC>TTc.(3952-3957)GTCCTC>GTTTTCp.L1319F

Pat_31 Pre-Treatment AGPAT4 56895 37 6 161587390 161587390 Missense_Mutation SNP G A 45 154 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_31 Pre-Treatment CHST12 55501 37 7 2473115 2473115 Missense_Mutation SNP C T 18 271 c.841C>T c.(841-843)CAC>TAC p.H281Y

Pat_31 Pre-Treatment THSD7A 221981 37 7 11676229 11676229 Missense_Mutation SNP C T 13 102 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_31 Pre-Treatment OSBPL3 26031 37 7 24854801 24854801 Nonsense_Mutation SNP C T 98 190 c.2049G>A c.(2047-2049)TGG>TGA p.W683*

Pat_31 Pre-Treatment MYO1G 64005 37 7 45009452 45009452 Missense_Mutation SNP G A 116 192 c.1355C>T c.(1354-1356)ACC>ATC p.T452I

Pat_31 Pre-Treatment MYO1G 64005 37 7 45015103 45015103 Missense_Mutation SNP G A 13 103 c.544C>T c.(544-546)CAC>TAC p.H182Y

Pat_31 Pre-Treatment GRB10 2887 37 7 50682492 50682492 Missense_Mutation SNP G C 8 313 c.1070C>G c.(1069-1071)CCT>CGT p.P357R

Pat_31 Pre-Treatment TECPR1 25851 37 7 97872840 97872840 Missense_Mutation SNP C A 9 110 c.596G>T c.(595-597)TGG>TTG p.W199L

Pat_31 Pre-Treatment GAL3ST4 79690 37 7 99758125 99758125 Missense_Mutation SNP G A 166 335 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_31 Pre-Treatment ZAN 7455 37 7 100350466 100350466 Missense_Mutation SNP C T 15 776 c.2738C>T c.(2737-2739)CCC>CTC p.P913L



Pat_31 Pre-Treatment SYPL1 6856 37 7 105733548 105733548 Nonsense_Mutation SNP C T 5 113 c.492G>A c.(490-492)TGG>TGA p.W164*

Pat_31 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 99 142 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_31 Pre-Treatment ACTR3C 653857 37 7 149983566 149983566 Nonsense_Mutation SNP G A 79 201 c.361C>T c.(361-363)CAG>TAG p.Q121*

Pat_31 Pre-Treatment KIF13B 23303 37 8 28980923 28980924 Missense_Mutation DNP GG TA 93 189 c.3438_3439CC>TAc.(3436-3441)GTCCCC>GTTACCp.P1147T

Pat_31 Pre-Treatment MYST3 7994 37 8 41798364 41798364 Missense_Mutation SNP C T 269 467 c.3035G>A c.(3034-3036)CGA>CAA p.R1012Q

Pat_31 Pre-Treatment OPRK1 4986 37 8 54142245 54142245 Missense_Mutation SNP C T 68 87 c.755G>A c.(754-756)CGT>CAT p.R252H

Pat_31 Pre-Treatment C8orf34 116328 37 8 69445300 69445300 Missense_Mutation SNP G A 128 224 c.763G>A c.(763-765)GAT>AAT p.D255N

Pat_31 Pre-Treatment JPH1 56704 37 8 75227565 75227565 Missense_Mutation SNP G A 53 411 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Pre-Treatment ENPP2 5168 37 8 120629793 120629794 Missense_Mutation DNP GG AA 16 108 c.489_490CC>TTc.(487-492)CGCCCT>CGTTCT p.P164S

Pat_31 Pre-Treatment ZNF251 90987 37 8 145947717 145947717 Missense_Mutation SNP C T 118 140 c.1328G>A c.(1327-1329)CGT>CAT p.R443H

Pat_31 Pre-Treatment FOXD4 2298 37 9 117809 117809 Missense_Mutation SNP T A 8 400 c.311A>T c.(310-312)AAG>ATG p.K104M

Pat_31 Pre-Treatment COL15A1 1306 37 9 101747945 101747945 Missense_Mutation SNP T C 3 82 c.199T>C c.(199-201)TAC>CAC p.Y67H

Pat_31 Pre-Treatment CYLC2 1539 37 9 105767749 105767749 Missense_Mutation SNP G A 4 82 c.836G>A c.(835-837)AGT>AAT p.S279N

Pat_31 Pre-Treatment ZNF462 58499 37 9 109746535 109746535 Missense_Mutation SNP C T 33 167 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_31 Pre-Treatment ACTL7B 10880 37 9 111617225 111617225 Missense_Mutation SNP G A 4 113 c.986C>T c.(985-987)ACG>ATG p.T329M

Pat_31 Pre-Treatment COL5A1 1289 37 9 137620526 137620526 Missense_Mutation SNP G A 230 106 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_31 Pre-Treatment ABCA2 20 37 9 139910912 139910912 Missense_Mutation SNP C A 5 211 c.2932G>T c.(2932-2934)GGC>TGC p.G978C

Pat_31 Pre-Treatment WAS 7454 37 X 48544334 48544334 Splice_Site SNP G A 61 13 c.464_splice c.e5-1 p.D155_splice

Pat_31 Pre-Treatment DOCK11 139818 37 X 117722261 117722261 Missense_Mutation SNP G A 97 21 c.1957G>A c.(1957-1959)GAT>AAT p.D653N

Pat_31 Pre-Treatment GABRQ 55879 37 X 151821440 151821440 Missense_Mutation SNP G T 21 94 c.1595G>T c.(1594-1596)TGG>TTG p.W532L

Pat_31 Pre-Treatment ATP2B3 492 37 X 152813349 152813349 Missense_Mutation SNP G T 4 110 c.1015G>T c.(1015-1017)GGT>TGT p.G339C

Pat_31 Post-Resistance DVL1 1855 37 1 1277117 1277117 Missense_Mutation SNP A G 3 49 c.535T>C c.(535-537)TCC>CCC p.S179P

Pat_31 Post-Resistance PLCH2 9651 37 1 2421244 2421244 Missense_Mutation SNP G A 4 141 c.1453G>A c.(1453-1455)GAG>AAG p.E485K

Pat_31 Post-Resistance CHD5 26038 37 1 6190319 6190319 Missense_Mutation SNP G A 4 100 c.3332C>T c.(3331-3333)ACG>ATG p.T1111M

Pat_31 Post-Resistance PIK3CD 5293 37 1 9782036 9782036 Missense_Mutation SNP G A 4 133 c.2059G>A c.(2059-2061)GAA>AAA p.E687K

Pat_31 Post-Resistance CASZ1 54897 37 1 10699598 10699598 Missense_Mutation SNP C T 4 99 c.4681G>A c.(4681-4683)GAC>AAC p.D1561N

Pat_31 Post-Resistance DNAJC16 23341 37 1 15855713 15855713 Missense_Mutation SNP G A 4 107 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_31 Post-Resistance NBPF1 55672 37 1 16893781 16893781 Missense_Mutation SNP T G 14 657 c.2957A>C c.(2956-2958)TAT>TCT p.Y986S

Pat_31 Post-Resistance CROCC 9696 37 1 17292241 17292241 Missense_Mutation SNP C T 35 49 c.4429C>T c.(4429-4431)CCC>TCC p.P1477S

Pat_31 Post-Resistance MYOM3 127294 37 1 24426221 24426221 Missense_Mutation SNP C T 4 128 c.605G>A c.(604-606)GGA>GAA p.G202E

Pat_31 Post-Resistance SRRM1 10250 37 1 24993374 24993374 Missense_Mutation SNP C A 4 128 c.1697C>A c.(1696-1698)CCT>CAT p.P566H

Pat_31 Post-Resistance SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 4 130 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_31 Post-Resistance TXLNA 200081 37 1 32646954 32646954 Missense_Mutation SNP G A 7 157 c.281G>A c.(280-282)GGC>GAC p.G94D

Pat_31 Post-Resistance CSMD2 114784 37 1 34276445 34276445 Missense_Mutation SNP G T 28 140 c.1225C>A c.(1225-1227)CTT>ATT p.L409I

Pat_31 Post-Resistance MACF1 23499 37 1 39889724 39889724 Nonsense_Mutation SNP C T 25 35 c.11494C>T c.(11494-11496)CGA>TGA p.R3832*

Pat_31 Post-Resistance PPT1 5538 37 1 40555082 40555082 Missense_Mutation SNP C T 4 152 c.536G>A c.(535-537)CGC>CAC p.R179H

Pat_31 Post-Resistance ZSWIM5 57643 37 1 45504680 45504680 Missense_Mutation SNP G A 21 58 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_31 Post-Resistance ZCCHC11 23318 37 1 52897080 52897080 Missense_Mutation SNP G A 4 45 c.4313C>T c.(4312-4314)TCC>TTC p.S1438F

Pat_31 Post-Resistance INADL 10207 37 1 62374107 62374107 Missense_Mutation SNP G A 3 49 c.3445G>A c.(3445-3447)GGA>AGA p.G1149R

Pat_31 Post-Resistance CACHD1 57685 37 1 65130356 65130356 Missense_Mutation SNP G T 40 25 c.2117G>T c.(2116-2118)AGA>ATA p.R706I

Pat_31 Post-Resistance KIAA1324 57535 37 1 109731772 109731772 Missense_Mutation SNP C T 3 49 c.1304C>T c.(1303-1305)ACG>ATG p.T435M

Pat_31 Post-Resistance NBPF9 400818 37 1 144621586 144621586 Missense_Mutation SNP C G 8 516 c.918C>G c.(916-918)TTC>TTG p.F306L

Pat_31 Post-Resistance HIST2H3D 653604 37 1 149785145 149785145 Missense_Mutation SNP G A 4 63 c.92C>T c.(91-93)CCG>CTG p.P31L

Pat_31 Post-Resistance TUFT1 7286 37 1 151535142 151535142 Missense_Mutation SNP G A 4 85 c.217G>A c.(217-219)GGA>AGA p.G73R

Pat_31 Post-Resistance TRIM46 80128 37 1 155148051 155148051 Missense_Mutation SNP T A 118 255 c.253T>A c.(253-255)TCC>ACC p.S85T

Pat_31 Post-Resistance TRIM46 80128 37 1 155152368 155152368 Missense_Mutation SNP G A 51 195 c.1546G>A c.(1546-1548)GAA>AAA p.E516K

Pat_31 Post-Resistance C1orf104 284618 37 1 155290636 155290636 Missense_Mutation SNP C T 4 121 c.644G>A c.(643-645)CGT>CAT p.R215H



Pat_31 Post-Resistance FCRL2 79368 37 1 157737066 157737066 Missense_Mutation SNP C T 63 121 c.1117G>A c.(1117-1119)GGC>AGC p.G373S

Pat_31 Post-Resistance SPTA1 6708 37 1 158617430 158617430 Missense_Mutation SNP C T 24 68 c.3795G>A c.(3793-3795)ATG>ATA p.M1265I

Pat_31 Post-Resistance CCDC19 25790 37 1 159854287 159854287 Missense_Mutation SNP C T 5 243 c.836G>A c.(835-837)CGG>CAG p.R279Q

Pat_31 Post-Resistance FMO2 2327 37 1 171174681 171174681 Nonsense_Mutation SNP C A 4 137 c.1091C>A c.(1090-1092)TCA>TAA p.S364*

Pat_31 Post-Resistance MYOC 4653 37 1 171621343 171621343 Missense_Mutation SNP C T 25 37 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_31 Post-Resistance HMCN1 83872 37 1 186081953 186081953 Nonsense_Mutation SNP C T 6 183 c.10999C>T c.(10999-11001)CGA>TGA p.R3667*

Pat_31 Post-Resistance CDC73 79577 37 1 193117030 193117030 Missense_Mutation SNP T A 9 52 c.763T>A c.(763-765)TCT>ACT p.S255T

Pat_31 Post-Resistance CFHR1 3078 37 1 196796100 196796100 Missense_Mutation SNP G A 5 315 c.395G>A c.(394-396)CGG>CAG p.R132Q

Pat_31 Post-Resistance DDX59 83479 37 1 200619608 200619608 Missense_Mutation SNP A C 17 20 c.1259T>G c.(1258-1260)ATT>AGT p.I420S

Pat_31 Post-Resistance DISP1 84976 37 1 223178706 223178706 Missense_Mutation SNP G A 5 194 c.3967G>A c.(3967-3969)GAG>AAG p.E1323K

Pat_31 Post-Resistance OBSCN 84033 37 1 228412298 228412298 Missense_Mutation SNP G T 23 108 c.2792G>T c.(2791-2793)AGC>ATC p.S931I

Pat_31 Post-Resistance OBSCN 84033 37 1 228495004 228495004 Missense_Mutation SNP G A 71 152 c.12238G>A c.(12238-12240)GAG>AAG p.E4080K

Pat_31 Post-Resistance FMN2 56776 37 1 240371474 240371474 Missense_Mutation SNP C T 10 721 c.3362C>T c.(3361-3363)CCT>CTT p.P1121L

Pat_31 Post-Resistance OR2L2 26246 37 1 248201572 248201572 Missense_Mutation SNP G A 70 104 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_31 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 5 284 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_31 Post-Resistance C10orf18 54906 37 10 5790354 5790354 Missense_Mutation SNP C T 3 47 c.4970C>T c.(4969-4971)ACG>ATG p.T1657M

Pat_31 Post-Resistance MAP3K8 1326 37 10 30736733 30736733 Missense_Mutation SNP G A 4 157 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_31 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 6 35 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_31 Post-Resistance FAM13C 220965 37 10 61014112 61014112 Missense_Mutation SNP G T 36 180 c.1328C>A c.(1327-1329)ACA>AAA p.T443K

Pat_31 Post-Resistance CTNNA3 29119 37 10 68138957 68138957 Missense_Mutation SNP G A 4 160 c.1685C>T c.(1684-1686)GCT>GTT p.A562V

Pat_31 Post-Resistance NRG3 10718 37 10 84745186 84745186 Missense_Mutation SNP G A 7 27 c.1916G>A c.(1915-1917)CGA>CAA p.R639Q

Pat_31 Post-Resistance CYP2C18 1562 37 10 96495124 96495124 Missense_Mutation SNP G A 38 167 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_31 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 3 59 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_31 Post-Resistance KRTAP5-5 439915 37 11 1651459 1651459 Missense_Mutation SNP G T 5 56 c.389G>T c.(388-390)GGC>GTC p.G130V

Pat_31 Post-Resistance OSBPL5 114879 37 11 3128570 3128570 Missense_Mutation SNP C T 4 124 c.982G>A c.(982-984)GAC>AAC p.D328N

Pat_31 Post-Resistance OR52K2 119774 37 11 4471233 4471233 Missense_Mutation SNP T A 9 161 c.664T>A c.(664-666)TTT>ATT p.F222I

Pat_31 Post-Resistance OR52E2 119678 37 11 5080691 5080691 Missense_Mutation SNP C T 4 91 c.167G>A c.(166-168)AGC>AAC p.S56N

Pat_31 Post-Resistance ARFIP2 23647 37 11 6500104 6500104 Missense_Mutation SNP C T 4 132 c.401G>A c.(400-402)CGT>CAT p.R134H

Pat_31 Post-Resistance SLC6A5 9152 37 11 20673940 20673940 Missense_Mutation SNP G A 4 146 c.2176G>A c.(2176-2178)GTC>ATC p.V726I

Pat_31 Post-Resistance NUP160 23279 37 11 47834555 47834555 Missense_Mutation SNP G A 4 60 c.1831C>T c.(1831-1833)CGG>TGG p.R611W

Pat_31 Post-Resistance OR5M8 219484 37 11 56258261 56258261 Missense_Mutation SNP A C 3 84 c.586T>G c.(586-588)TTG>GTG p.L196V

Pat_31 Post-Resistance CCDC88B 283234 37 11 64111735 64111735 Nonsense_Mutation SNP G A 4 93 c.1722G>A c.(1720-1722)TGG>TGA p.W574*

Pat_31 Post-Resistance RPS6KA4 8986 37 11 64129374 64129374 Missense_Mutation SNP C T 5 248 c.806C>T c.(805-807)GCG>GTG p.A269V

Pat_31 Post-Resistance MUS81 80198 37 11 65632782 65632782 Missense_Mutation SNP G A 4 92 c.1493G>A c.(1492-1494)AGC>AAC p.S498N

Pat_31 Post-Resistance C11orf24 53838 37 11 68029495 68029495 Missense_Mutation SNP G A 4 74 c.968C>T c.(967-969)ACG>ATG p.T323M

Pat_31 Post-Resistance ATM 472 37 11 108168038 108168038 Missense_Mutation SNP T C 3 67 c.4934T>C c.(4933-4935)GTG>GCG p.V1645A

Pat_31 Post-Resistance ARHGEF12 23365 37 11 120302604 120302604 Missense_Mutation SNP G A 4 107 c.908G>A c.(907-909)AGT>AAT p.S303N

Pat_31 Post-Resistance SORL1 6653 37 11 121500252 121500252 Missense_Mutation SNP G A 4 104 c.6625G>A c.(6625-6627)GTC>ATC p.V2209I

Pat_31 Post-Resistance SIAE 54414 37 11 124507077 124507077 Nonsense_Mutation SNP G A 5 258 c.1342C>T c.(1342-1344)CGA>TGA p.R448*

Pat_31 Post-Resistance FGF6 2251 37 12 4554680 4554680 Missense_Mutation SNP C A 4 91 c.57G>T c.(55-57)CAG>CAT p.Q19H

Pat_31 Post-Resistance CD163 9332 37 12 7639539 7639539 Missense_Mutation SNP C A 36 80 c.2094G>T c.(2092-2094)TTG>TTT p.L698F

Pat_31 Post-Resistance PRB1 5542 37 12 11506690 11506690 Missense_Mutation SNP C T 60 400 c.347G>A c.(346-348)GGA>GAA p.G116E

Pat_31 Post-Resistance ABCC9 10060 37 12 21981927 21981927 Missense_Mutation SNP G A 110 295 c.3634C>T c.(3634-3636)CTC>TTC p.L1212F

Pat_31 Post-Resistance IPO8 10526 37 12 30790032 30790032 Missense_Mutation SNP T G 73 144 c.2579A>C c.(2578-2580)CAG>CCG p.Q860P

Pat_31 Post-Resistance H3F3C 440093 37 12 31944920 31944920 Missense_Mutation SNP G A 4 146 c.181C>T c.(181-183)CTC>TTC p.L61F

Pat_31 Post-Resistance TUBA1B 10376 37 12 49521767 49521767 Missense_Mutation SNP C T 100 341 c.1330G>A c.(1330-1332)GGT>AGT p.G444S

Pat_31 Post-Resistance TROAP 10024 37 12 49724486 49724486 Missense_Mutation SNP G A 4 49 c.1858G>A c.(1858-1860)GGG>AGG p.G620R



Pat_31 Post-Resistance TARBP2 6895 37 12 53899895 53899895 Missense_Mutation SNP C T 4 114 c.1064C>T c.(1063-1065)GCC>GTC p.A355V

Pat_31 Post-Resistance SRGAP1 57522 37 12 64458916 64458916 Nonsense_Mutation SNP C T 4 142 c.1042C>T c.(1042-1044)CAG>TAG p.Q348*

Pat_31 Post-Resistance FRS2 10818 37 12 69966038 69966038 Missense_Mutation SNP C T 104 173 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_31 Post-Resistance LGR5 8549 37 12 71978408 71978408 Missense_Mutation SNP G C 5 318 c.2618G>C c.(2617-2619)AGC>ACC p.S873T

Pat_31 Post-Resistance HSP90B1 7184 37 12 104324300 104324300 Missense_Mutation SNP G A 4 126 c.7G>A c.(7-9)GCC>ACC p.A3T

Pat_31 Post-Resistance CMKLR1 1240 37 12 108686070 108686070 Missense_Mutation SNP G A 3 76 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Post-Resistance SDSL 113675 37 12 113866995 113866995 Missense_Mutation SNP C T 4 151 c.245C>T c.(244-246)GCT>GTT p.A82V

Pat_31 Post-Resistance LHFP 10186 37 13 40175179 40175179 Missense_Mutation SNP G A 133 409 c.175C>T c.(175-177)CGG>TGG p.R59W

Pat_31 Post-Resistance COG6 57511 37 13 40293485 40293485 Missense_Mutation SNP G A 3 57 c.1397G>A c.(1396-1398)CGT>CAT p.R466H

Pat_31 Post-Resistance ERCC5 2073 37 13 103518233 103518233 Missense_Mutation SNP C T 29 95 c.2171C>T c.(2170-2172)TCG>TTG p.S724L

Pat_31 Post-Resistance OR4L1 122742 37 14 20528589 20528589 Missense_Mutation SNP C T 16 44 c.386C>T c.(385-387)CCC>CTC p.P129L

Pat_31 Post-Resistance CHD8 57680 37 14 21868724 21868724 Missense_Mutation SNP C T 3 25 c.3581G>A c.(3580-3582)CGT>CAT p.R1194H

Pat_31 Post-Resistance PNN 5411 37 14 39645289 39645289 Nonsense_Mutation SNP C T 22 57 c.121C>T c.(121-123)CAA>TAA p.Q41*

Pat_31 Post-Resistance KCNH5 27133 37 14 63174990 63174990 Nonsense_Mutation SNP G A 4 20 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_31 Post-Resistance AHSA1 10598 37 14 77934803 77934803 Missense_Mutation SNP C T 16 45 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_31 Post-Resistance C2CD4A 145741 37 15 62359913 62359913 Missense_Mutation SNP C T 6 139 c.101C>T c.(100-102)ACC>ATC p.T34I

Pat_31 Post-Resistance MAP2K1 5604 37 15 66727442 66727442 Missense_Mutation SNP T A 63 90 c.158T>A c.(157-159)TTT>TAT p.F53Y

Pat_31 Post-Resistance C15orf39 56905 37 15 75501033 75501033 Missense_Mutation SNP C T 3 52 c.2644C>T c.(2644-2646)CGG>TGG p.R882W

Pat_31 Post-Resistance FURIN 5045 37 15 91422039 91422039 Missense_Mutation SNP G A 4 151 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_31 Post-Resistance RGMA 56963 37 15 93595495 93595495 Missense_Mutation SNP G A 4 94 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_31 Post-Resistance PKD1 5310 37 16 2162933 2162933 Missense_Mutation SNP G A 31 162 c.3017C>T c.(3016-3018)ACC>ATC p.T1006I

Pat_31 Post-Resistance GLYR1 84656 37 16 4871580 4871580 Missense_Mutation SNP C T 4 95 c.700G>A c.(700-702)GCA>ACA p.A234T

Pat_31 Post-Resistance KIAA0430 9665 37 16 15694351 15694351 Missense_Mutation SNP C G 4 142 c.4747G>C c.(4747-4749)GAG>CAG p.E1583Q

Pat_31 Post-Resistance NUP93 9688 37 16 56792560 56792560 Missense_Mutation SNP A G 6 85 c.290A>G c.(289-291)GAC>GGC p.D97G

Pat_31 Post-Resistance DPEP3 64180 37 16 68012486 68012486 Missense_Mutation SNP G A 9 523 c.533C>T c.(532-534)GCC>GTC p.A178V

Pat_31 Post-Resistance AP1G1 164 37 16 71823331 71823331 Nonsense_Mutation SNP G A 29 181 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_31 Post-Resistance CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 20 108 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_31 Post-Resistance LDHD 197257 37 16 75148022 75148022 Missense_Mutation SNP C T 4 148 c.740G>A c.(739-741)GGC>GAC p.G247D

Pat_31 Post-Resistance C17orf97 400566 37 17 263384 263384 Missense_Mutation SNP G C 4 33 c.780G>C c.(778-780)GAG>GAC p.E260D

Pat_31 Post-Resistance SMYD4 114826 37 17 1703561 1703561 Missense_Mutation SNP T C 4 181 c.1127A>G c.(1126-1128)AAC>AGC p.N376S

Pat_31 Post-Resistance KIAA0664 23277 37 17 2598703 2598703 Missense_Mutation SNP G A 8 208 c.2392C>T c.(2392-2394)CGG>TGG p.R798W

Pat_31 Post-Resistance ATP2A3 489 37 17 3850912 3850912 Missense_Mutation SNP G A 4 123 c.868C>T c.(868-870)CGT>TGT p.R290C

Pat_31 Post-Resistance SPNS3 201305 37 17 4389577 4389577 Missense_Mutation SNP G A 18 92 c.1234G>A c.(1234-1236)GGC>AGC p.G412S

Pat_31 Post-Resistance SLC25A11 8402 37 17 4841512 4841512 Missense_Mutation SNP G A 4 89 c.674C>T c.(673-675)GCC>GTC p.A225V

Pat_31 Post-Resistance NLRP1 22861 37 17 5442796 5442796 Missense_Mutation SNP C T 5 90 c.2809G>A c.(2809-2811)GTT>ATT p.V937I

Pat_31 Post-Resistance C17orf74 201243 37 17 7330590 7330590 Missense_Mutation SNP C T 19 79 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_31 Post-Resistance MYH13 8735 37 17 10216611 10216611 Missense_Mutation SNP C T 6 345 c.4045G>A c.(4045-4047)GAA>AAA p.E1349K

Pat_31 Post-Resistance SREBF1 6720 37 17 17720337 17720337 Missense_Mutation SNP G A 7 200 c.1720C>T c.(1720-1722)CCC>TCC p.P574S

Pat_31 Post-Resistance SLFN5 162394 37 17 33586620 33586620 Missense_Mutation SNP C T 5 298 c.911C>T c.(910-912)GCG>GTG p.A304V

Pat_31 Post-Resistance STARD3 10948 37 17 37809893 37809893 Missense_Mutation SNP C T 4 84 c.109C>T c.(109-111)CTT>TTT p.L37F

Pat_31 Post-Resistance GSDMB 55876 37 17 38068616 38068616 Missense_Mutation SNP G A 4 87 c.370C>T c.(370-372)CGG>TGG p.R124W

Pat_31 Post-Resistance KRT39 390792 37 17 39122910 39122910 Missense_Mutation SNP G A 6 274 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_31 Post-Resistance KRTAP4-8 728224 37 17 39254013 39254013 Missense_Mutation SNP G C 4 119 c.324C>G c.(322-324)AGC>AGG p.S108R

Pat_31 Post-Resistance KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 5 121 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_31 Post-Resistance KRT17 3872 37 17 39780455 39780455 Missense_Mutation SNP G A 5 321 c.307C>T c.(307-309)CGT>TGT p.R103C

Pat_31 Post-Resistance STAT5B 6777 37 17 40359636 40359636 Missense_Mutation SNP G A 6 245 c.2017C>T c.(2017-2019)CGG>TGG p.R673W

Pat_31 Post-Resistance CNTNAP1 8506 37 17 40847757 40847757 Missense_Mutation SNP G A 4 110 c.3211G>A c.(3211-3213)GGT>AGT p.G1071S



Pat_31 Post-Resistance HDAC5 10014 37 17 42155941 42155941 Missense_Mutation SNP C T 9 271 c.3256G>A c.(3256-3258)GTG>ATG p.V1086M

Pat_31 Post-Resistance UTP18 51096 37 17 49343583 49343583 Nonsense_Mutation SNP A T 4 93 c.496A>T c.(496-498)AAA>TAA p.K166*

Pat_31 Post-Resistance ATP5H 10476 37 17 73035082 73035082 Missense_Mutation SNP T A 19 16 c.431A>T c.(430-432)AAA>ATA p.K144I

Pat_31 Post-Resistance EMILIN2 84034 37 18 2884967 2884967 Missense_Mutation SNP G A 4 114 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_31 Post-Resistance KIAA0802 23255 37 18 8798224 8798224 Missense_Mutation SNP C T 4 129 c.2371C>T c.(2371-2373)CGG>TGG p.R791W

Pat_31 Post-Resistance APCDD1 147495 37 18 10471816 10471816 Missense_Mutation SNP G A 4 127 c.532G>A c.(532-534)GGG>AGG p.G178R

Pat_31 Post-Resistance MYO5B 4645 37 18 47352938 47352938 Missense_Mutation SNP A G 4 132 c.5450T>C c.(5449-5451)ATG>ACG p.M1817T

Pat_31 Post-Resistance WDR7 23335 37 18 54339789 54339789 Nonsense_Mutation SNP C T 4 84 c.43C>T c.(43-45)CGA>TGA p.R15*

Pat_31 Post-Resistance CNDP1 84735 37 18 72250923 72250923 Missense_Mutation SNP C T 4 103 c.1436C>T c.(1435-1437)TCG>TTG p.S479L

Pat_31 Post-Resistance ZNF407 55628 37 18 72344495 72344495 Missense_Mutation SNP G A 3 55 c.1520G>A c.(1519-1521)CGT>CAT p.R507H

Pat_31 Post-Resistance TSHZ1 10194 37 18 72998489 72998489 Missense_Mutation SNP T C 4 81 c.992T>C c.(991-993)CTG>CCG p.L331P

Pat_31 Post-Resistance PNPLA6 10908 37 19 7605863 7605863 Missense_Mutation SNP G A 4 40 c.877G>A c.(877-879)GTG>ATG p.V293M

Pat_31 Post-Resistance MUC16 94025 37 19 9059142 9059142 Missense_Mutation SNP G A 15 46 c.28304C>T c.(28303-28305)TCC>TTC p.S9435F

Pat_31 Post-Resistance MUC16 94025 37 19 9066741 9066741 Missense_Mutation SNP G A 26 100 c.20705C>T c.(20704-20706)TCC>TTC p.S6902F

Pat_31 Post-Resistance C19orf66 55337 37 19 10202839 10202839 Missense_Mutation SNP G A 4 100 c.737G>A c.(736-738)AGC>AAC p.S246N

Pat_31 Post-Resistance KANK2 25959 37 19 11280876 11280876 Missense_Mutation SNP C T 4 125 c.2260G>A c.(2260-2262)GTT>ATT p.V754I

Pat_31 Post-Resistance ACP5 54 37 19 11687174 11687174 Missense_Mutation SNP G A 4 84 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_31 Post-Resistance CC2D1A 54862 37 19 14031733 14031733 Missense_Mutation SNP A G 3 83 c.1639A>G c.(1639-1641)AAG>GAG p.K547E

Pat_31 Post-Resistance ZNF430 80264 37 19 21240459 21240459 Missense_Mutation SNP A G 6 123 c.1345A>G c.(1345-1347)ATA>GTA p.I449V

Pat_31 Post-Resistance ZNF430 80264 37 19 21240468 21240468 Missense_Mutation SNP A T 6 134 c.1354A>T c.(1354-1356)ACT>TCT p.T452S

Pat_31 Post-Resistance ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 4 192 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_31 Post-Resistance ANKRD27 84079 37 19 33113428 33113428 Missense_Mutation SNP C T 4 132 c.1727G>A c.(1726-1728)GGC>GAC p.G576D

Pat_31 Post-Resistance RHPN2 85415 37 19 33493266 33493266 Missense_Mutation SNP G A 4 132 c.992C>T c.(991-993)GCG>GTG p.A331V

Pat_31 Post-Resistance ZNF599 148103 37 19 35258305 35258305 Missense_Mutation SNP G A 22 54 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_31 Post-Resistance ZNF567 163081 37 19 37211295 37211295 Missense_Mutation SNP G A 4 108 c.1669G>A c.(1669-1671)GGC>AGC p.G557S

Pat_31 Post-Resistance FCGBP 8857 37 19 40392568 40392568 Missense_Mutation SNP C T 10 57 c.7936G>A c.(7936-7938)GAG>AAG p.E2646K

Pat_31 Post-Resistance SIX5 147912 37 19 46271427 46271427 Missense_Mutation SNP G A 4 54 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_31 Post-Resistance PPP5C 5536 37 19 46891861 46891861 Missense_Mutation SNP G A 4 45 c.1228G>A c.(1228-1230)GTC>ATC p.V410I

Pat_31 Post-Resistance PRKD2 25865 37 19 47177818 47177818 Missense_Mutation SNP C T 4 62 c.2599G>A c.(2599-2601)GAC>AAC p.D867N

Pat_31 Post-Resistance PRKD2 25865 37 19 47197209 47197209 Nonsense_Mutation SNP C T 4 77 c.1499G>A c.(1498-1500)TGG>TAG p.W500*

Pat_31 Post-Resistance AP2S1 1175 37 19 47342032 47342032 Missense_Mutation SNP C T 4 55 c.292G>A c.(292-294)GTC>ATC p.V98I

Pat_31 Post-Resistance ATF5 22809 37 19 50435732 50435732 Missense_Mutation SNP C T 35 148 c.232C>T c.(232-234)CCT>TCT p.P78S

Pat_31 Post-Resistance ZNF701 55762 37 19 53086622 53086622 Missense_Mutation SNP C G 5 65 c.1310C>G c.(1309-1311)CCT>CGT p.P437R

Pat_31 Post-Resistance OSCAR 126014 37 19 54600311 54600311 Missense_Mutation SNP C T 4 123 c.286G>A c.(286-288)GCT>ACT p.A96T

Pat_31 Post-Resistance LILRA3 11026 37 19 54802518 54802518 Missense_Mutation SNP G A 4 88 c.923C>T c.(922-924)TCG>TTG p.S308L

Pat_31 Post-Resistance LILRA4 23547 37 19 54848270 54848270 Missense_Mutation SNP C T 5 183 c.1097G>A c.(1096-1098)CGT>CAT p.R366H

Pat_31 Post-Resistance NLRP2 55655 37 19 55492996 55492996 Missense_Mutation SNP A T 4 55 c.409A>T c.(409-411)ACG>TCG p.T137S

Pat_31 Post-Resistance ZNF551 90233 37 19 58196694 58196694 Missense_Mutation SNP C T 20 54 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_31 Post-Resistance ZNF606 80095 37 19 58490292 58490292 Missense_Mutation SNP G T 18 56 c.1756C>A c.(1756-1758)CAT>AAT p.H586N

Pat_31 Post-Resistance KHK 3795 37 2 27317458 27317458 Missense_Mutation SNP G A 6 359 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_31 Post-Resistance ATL2 64225 37 2 38545777 38545777 Missense_Mutation SNP G A 4 57 c.503C>T c.(502-504)GCT>GTT p.A168V

Pat_31 Post-Resistance ITPRIPL1 150771 37 2 96992716 96992716 Missense_Mutation SNP G A 3 51 c.347G>A c.(346-348)GGC>GAC p.G116D

Pat_31 Post-Resistance ANKRD39 51239 37 2 97519242 97519242 Missense_Mutation SNP G T 4 96 c.304C>A c.(304-306)CAC>AAC p.H102N

Pat_31 Post-Resistance SEMA4C 54910 37 2 97529774 97529774 Missense_Mutation SNP G A 4 93 c.1219C>T c.(1219-1221)CGG>TGG p.R407W

Pat_31 Post-Resistance GLI2 2736 37 2 121748042 121748042 Missense_Mutation SNP G A 63 194 c.4552G>A c.(4552-4554)GAT>AAT p.D1518N

Pat_31 Post-Resistance UGGT1 56886 37 2 128848960 128848960 Missense_Mutation SNP C T 4 63 c.29C>T c.(28-30)GCG>GTG p.A10V

Pat_31 Post-Resistance LRP1B 53353 37 2 141208192 141208192 Nonsense_Mutation SNP C T 45 241 c.10002G>A c.(10000-10002)TGG>TGA p.W3334*



Pat_31 Post-Resistance PDK1 5163 37 2 173423531 173423531 Missense_Mutation SNP C T 10 66 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_31 Post-Resistance TTN 7273 37 2 179611379 179611379 Missense_Mutation SNP C T 4 87 c.15748G>A c.(15748-15750)GGG>AGG p.G5250R

Pat_31 Post-Resistance TTN 7273 37 2 179632598 179632598 Missense_Mutation SNP C T 18 105 c.9359G>A c.(9358-9360)CGG>CAG p.R3120Q

Pat_31 Post-Resistance DNAH7 56171 37 2 196737150 196737150 Missense_Mutation SNP C T 89 77 c.6457G>A c.(6457-6459)GTA>ATA p.V2153I

Pat_31 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 9 490 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_31 Post-Resistance ABCA12 26154 37 2 215876189 215876189 Missense_Mutation SNP G A 6 7 c.2306C>T c.(2305-2307)TCA>TTA p.S769L

Pat_31 Post-Resistance SP140 11262 37 2 231150484 231150484 Missense_Mutation SNP G A 124 109 c.1582G>A c.(1582-1584)GGC>AGC p.G528S

Pat_31 Post-Resistance CHRND 1144 37 2 233392156 233392156 Splice_Site SNP G A 4 62 c.243_splice c.e3+1 p.H81_splice

Pat_31 Post-Resistance NGEF 25791 37 2 233757732 233757732 Missense_Mutation SNP C T 31 91 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_31 Post-Resistance NEU2 4759 37 2 233899297 233899297 Missense_Mutation SNP G A 4 105 c.673G>A c.(673-675)GAG>AAG p.E225K

Pat_31 Post-Resistance COL6A3 1293 37 2 238277739 238277739 Missense_Mutation SNP C T 4 76 c.4367G>A c.(4366-4368)CGA>CAA p.R1456Q

Pat_31 Post-Resistance IDH3B 3420 37 20 2640783 2640783 Missense_Mutation SNP G A 5 301 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_31 Post-Resistance PANK2 80025 37 20 3888897 3888897 Missense_Mutation SNP C T 3 29 c.953C>T c.(952-954)GCG>GTG p.A318V

Pat_31 Post-Resistance C20orf103 24141 37 20 9496924 9496924 Missense_Mutation SNP G A 4 116 c.391G>A c.(391-393)GGA>AGA p.G131R

Pat_31 Post-Resistance RPN2 6185 37 20 35852373 35852373 Splice_Site SNP G A 4 115 c.1184_splice c.e10+1 p.R395_splice

Pat_31 Post-Resistance RALGAPB 57148 37 20 37117167 37117167 Missense_Mutation SNP G A 6 352 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_31 Post-Resistance PREX1 57580 37 20 47244484 47244484 Missense_Mutation SNP G A 8 90 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_31 Post-Resistance PTGIS 5740 37 20 48129663 48129663 Missense_Mutation SNP G A 37 149 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_31 Post-Resistance TSHZ2 128553 37 20 51872447 51872447 Missense_Mutation SNP C T 36 49 c.2450C>T c.(2449-2451)CCC>CTC p.P817L

Pat_31 Post-Resistance PRPF6 24148 37 20 62664327 62664327 Missense_Mutation SNP G A 7 231 c.2807G>A c.(2806-2808)CGC>CAC p.R936H

Pat_31 Post-Resistance ADAMTS1 9510 37 21 28212314 28212314 Missense_Mutation SNP C T 4 126 c.1732G>A c.(1732-1734)GGA>AGA p.G578R

Pat_31 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 4 34 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_31 Post-Resistance SCUBE1 80274 37 22 43610107 43610107 Missense_Mutation SNP G A 4 142 c.2042C>T c.(2041-2043)TCG>TTG p.S681L

Pat_31 Post-Resistance PHF21B 112885 37 22 45279115 45279115 Missense_Mutation SNP G A 4 149 c.1447C>T c.(1447-1449)CGG>TGG p.R483W

Pat_31 Post-Resistance PLXNB2 23654 37 22 50728563 50728563 Missense_Mutation SNP C T 3 40 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_31 Post-Resistance HDAC11 79885 37 3 13545696 13545696 Missense_Mutation SNP C T 4 66 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_31 Post-Resistance SLC22A13 9390 37 3 38317807 38317807 Missense_Mutation SNP G A 4 145 c.1267G>A c.(1267-1269)GTG>ATG p.V423M

Pat_31 Post-Resistance SCN10A 6336 37 3 38768102 38768102 Nonsense_Mutation SNP C A 12 24 c.3082G>T c.(3082-3084)GGA>TGA p.G1028*

Pat_31 Post-Resistance CTNNB1 1499 37 3 41275191 41275191 Missense_Mutation SNP C T 4 133 c.1357C>T c.(1357-1359)CGG>TGG p.R453W

Pat_31 Post-Resistance CCR2 729230 37 3 46401317 46401317 Missense_Mutation SNP C T 20 16 c.1091C>T c.(1090-1092)CCT>CTT p.P364L

Pat_31 Post-Resistance CACNA1D 776 37 3 53844263 53844263 Missense_Mutation SNP C T 4 162 c.6130C>T c.(6130-6132)CCC>TCC p.P2044S

Pat_31 Post-Resistance ASB14 142686 37 3 57312490 57312490 Missense_Mutation SNP C T 111 126 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_31 Post-Resistance FLNB 2317 37 3 58116605 58116605 Missense_Mutation SNP C T 14 27 c.4360C>T c.(4360-4362)CCG>TCG p.P1454S

Pat_31 Post-Resistance OR5H2 79310 37 3 98002105 98002105 Missense_Mutation SNP A G 4 106 c.374A>G c.(373-375)TAT>TGT p.Y125C

Pat_31 Post-Resistance FSTL1 11167 37 3 120121655 120121655 Missense_Mutation SNP C T 4 162 c.805G>A c.(805-807)GGA>AGA p.G269R

Pat_31 Post-Resistance MCM2 4171 37 3 127325611 127325611 Missense_Mutation SNP C T 80 71 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_31 Post-Resistance CRIPAK 285464 37 4 1389062 1389062 Nonsense_Mutation SNP C T 9 741 c.763C>T c.(763-765)CGA>TGA p.R255*

Pat_31 Post-Resistance LRRC66 339977 37 4 52860901 52860901 Missense_Mutation SNP G A 7 49 c.2287C>T c.(2287-2289)CCA>TCA p.P763S

Pat_31 Post-Resistance TMPRSS11F 389208 37 4 68934445 68934445 Missense_Mutation SNP C T 5 149 c.646G>A c.(646-648)GGG>AGG p.G216R

Pat_31 Post-Resistance AFF1 4299 37 4 88055758 88055758 Missense_Mutation SNP G T 5 292 c.3423G>T c.(3421-3423)ATG>ATT p.M1141I

Pat_31 Post-Resistance ANK2 287 37 4 114275524 114275524 Missense_Mutation SNP C T 3 35 c.5750C>T c.(5749-5751)TCG>TTG p.S1917L

Pat_31 Post-Resistance FAT4 79633 37 4 126328170 126328170 Missense_Mutation SNP C T 119 216 c.5443C>T c.(5443-5445)CGT>TGT p.R1815C

Pat_31 Post-Resistance GRIA2 2891 37 4 158281195 158281195 Missense_Mutation SNP G A 4 119 c.2191G>A c.(2191-2193)GAG>AAG p.E731K

Pat_31 Post-Resistance ODZ3 55714 37 4 183674704 183674704 Missense_Mutation SNP G A 21 61 c.3964G>A c.(3964-3966)GAT>AAT p.D1322N

Pat_31 Post-Resistance CDH10 1008 37 5 24511590 24511590 Missense_Mutation SNP G A 6 32 c.848C>T c.(847-849)CCA>CTA p.P283L

Pat_31 Post-Resistance IL7R 3575 37 5 35876293 35876293 Missense_Mutation SNP G A 5 46 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_31 Post-Resistance STARD4 134429 37 5 110837705 110837705 Nonsense_Mutation SNP C T 4 102 c.237G>A c.(235-237)TGG>TGA p.W79*



Pat_31 Post-Resistance DCP2 167227 37 5 112339673 112339673 Missense_Mutation SNP C T 9 66 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_31 Post-Resistance TRPC7 57113 37 5 135587495 135587495 Missense_Mutation SNP A G 3 120 c.1418T>C c.(1417-1419)CTA>CCA p.L473P

Pat_31 Post-Resistance TRPC7 57113 37 5 135692613 135692613 Missense_Mutation SNP C T 4 154 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_31 Post-Resistance PSD2 84249 37 5 139193118 139193118 Missense_Mutation SNP G A 4 129 c.596G>A c.(595-597)GGC>GAC p.G199D

Pat_31 Post-Resistance ARHGAP26 23092 37 5 142586768 142586768 Missense_Mutation SNP C T 4 156 c.1994C>T c.(1993-1995)CCG>CTG p.P665L

Pat_31 Post-Resistance TCOF1 6949 37 5 149772343 149772343 Missense_Mutation SNP C T 3 56 c.3590C>T c.(3589-3591)GCG>GTG p.A1197V

Pat_31 Post-Resistance GPRIN1 114787 37 5 176023846 176023846 Missense_Mutation SNP G A 3 67 c.2990C>T c.(2989-2991)CCG>CTG p.P997L

Pat_31 Post-Resistance EXOC2 55770 37 6 564149 564149 Missense_Mutation SNP G A 4 98 c.1673C>T c.(1672-1674)ACT>ATT p.T558I

Pat_31 Post-Resistance HIST1H4F 8361 37 6 26240762 26240762 Missense_Mutation SNP C T 3 62 c.109C>T c.(109-111)CGC>TGC p.R37C

Pat_31 Post-Resistance BTN2A1 11120 37 6 26460026 26460026 Missense_Mutation SNP G A 4 60 c.400G>A c.(400-402)GAT>AAT p.D134N

Pat_31 Post-Resistance ZSCAN16 80345 37 6 28097614 28097614 Missense_Mutation SNP G C 11 60 c.933G>C c.(931-933)CAG>CAC p.Q311H

Pat_31 Post-Resistance BAT2 7916 37 6 31600180 31600180 Nonsense_Mutation SNP C T 4 82 c.3730C>T c.(3730-3732)CGA>TGA p.R1244*

Pat_31 Post-Resistance C6orf27 80737 37 6 31737520 31737520 Missense_Mutation SNP C T 47 120 c.1249G>A c.(1249-1251)GAT>AAT p.D417N

Pat_31 Post-Resistance TNXB 7148 37 6 32021309 32021309 Missense_Mutation SNP C T 25 92 c.8641G>A c.(8641-8643)GGG>AGG p.G2881R

Pat_31 Post-Resistance PBX2 5089 37 6 32157481 32157481 Missense_Mutation SNP G C 3 158 c.212C>G c.(211-213)GCC>GGC p.A71G

Pat_31 Post-Resistance GRIK2 2898 37 6 102307177 102307177 Missense_Mutation SNP C T 3 20 c.1333C>T c.(1333-1335)CTT>TTT p.L445F

Pat_31 Post-Resistance BEND3 57673 37 6 107390596 107390596 Missense_Mutation SNP G A 13 21 c.1799C>T c.(1798-1800)TCC>TTC p.S600F

Pat_31 Post-Resistance TULP4 56995 37 6 158924649 158924650 Missense_Mutation DNP CC TT 7 25 c.3954_3955CC>TTc.(3952-3957)GTCCTC>GTTTTCp.L1319F

Pat_31 Post-Resistance FNDC1 84624 37 6 159636091 159636091 Missense_Mutation SNP G A 4 133 c.575G>A c.(574-576)CGG>CAG p.R192Q

Pat_31 Post-Resistance PNLDC1 154197 37 6 160240351 160240351 Nonsense_Mutation SNP G A 4 129 c.1466G>A c.(1465-1467)TGG>TAG p.W489*

Pat_31 Post-Resistance AGPAT4 56895 37 6 161587390 161587390 Missense_Mutation SNP G A 40 99 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_31 Post-Resistance OSBPL3 26031 37 7 24854801 24854801 Nonsense_Mutation SNP C T 25 57 c.2049G>A c.(2047-2049)TGG>TGA p.W683*

Pat_31 Post-Resistance GARS 2617 37 7 30661106 30661106 Missense_Mutation SNP T A 6 204 c.1457T>A c.(1456-1458)CTG>CAG p.L486Q

Pat_31 Post-Resistance MYO1G 64005 37 7 45009452 45009452 Missense_Mutation SNP G A 82 222 c.1355C>T c.(1354-1356)ACC>ATC p.T452I

Pat_31 Post-Resistance ZNF716 441234 37 7 57529107 57529107 Missense_Mutation SNP C T 5 145 c.940C>T c.(940-942)CAC>TAC p.H314Y

Pat_31 Post-Resistance ABCB1 5243 37 7 87168622 87168622 Missense_Mutation SNP G A 4 136 c.2359C>T c.(2359-2361)CGG>TGG p.R787W

Pat_31 Post-Resistance PPP1R9A 55607 37 7 94876803 94876803 Missense_Mutation SNP G A 4 80 c.2065G>A c.(2065-2067)GTT>ATT p.V689I

Pat_31 Post-Resistance SLC25A13 10165 37 7 95822414 95822414 Nonsense_Mutation SNP G A 6 272 c.550C>T c.(550-552)CGA>TGA p.R184*

Pat_31 Post-Resistance GAL3ST4 79690 37 7 99758125 99758125 Missense_Mutation SNP G A 81 289 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_31 Post-Resistance AGFG2 3268 37 7 100151115 100151115 Missense_Mutation SNP T C 5 176 c.577T>C c.(577-579)TCG>CCG p.S193P

Pat_31 Post-Resistance DGKI 9162 37 7 137374674 137374674 Missense_Mutation SNP G A 4 152 c.476C>T c.(475-477)CCA>CTA p.P159L

Pat_31 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 59 91 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_31 Post-Resistance ABP1 26 37 7 150555107 150555107 Missense_Mutation SNP C T 6 318 c.1549C>T c.(1549-1551)CGC>TGC p.R517C

Pat_31 Post-Resistance USP17L2 377630 37 8 11995399 11995399 Missense_Mutation SNP G T 7 231 c.871C>A c.(871-873)CTT>ATT p.L291I

Pat_31 Post-Resistance KIF13B 23303 37 8 28980923 28980924 Missense_Mutation DNP GG TA 47 162 c.3438_3439CC>TAc.(3436-3441)GTCCCC>GTTACCp.P1147T

Pat_31 Post-Resistance DDHD2 23259 37 8 38090565 38090565 Missense_Mutation SNP C T 4 155 c.53C>T c.(52-54)CCG>CTG p.P18L

Pat_31 Post-Resistance MYST3 7994 37 8 41798364 41798364 Missense_Mutation SNP C T 166 387 c.3035G>A c.(3034-3036)CGA>CAA p.R1012Q

Pat_31 Post-Resistance OPRK1 4986 37 8 54142245 54142245 Missense_Mutation SNP C T 32 64 c.755G>A c.(754-756)CGT>CAT p.R252H

Pat_31 Post-Resistance FAM110B 90362 37 8 59059012 59059012 Missense_Mutation SNP G A 4 115 c.223G>A c.(223-225)GTG>ATG p.V75M

Pat_31 Post-Resistance C8orf34 116328 37 8 69445300 69445300 Missense_Mutation SNP G A 39 125 c.763G>A c.(763-765)GAT>AAT p.D255N

Pat_31 Post-Resistance EIF2C2 27161 37 8 141595393 141595393 Missense_Mutation SNP G A 5 260 c.40C>T c.(40-42)CCG>TCG p.P14S

Pat_31 Post-Resistance PLEC 5339 37 8 144997771 144997771 Missense_Mutation SNP C T 4 109 c.6737G>A c.(6736-6738)CGG>CAG p.R2246Q

Pat_31 Post-Resistance ZNF251 90987 37 8 145947717 145947717 Missense_Mutation SNP C T 40 39 c.1328G>A c.(1327-1329)CGT>CAT p.R443H

Pat_31 Post-Resistance MLLT3 4300 37 9 20414323 20414323 Missense_Mutation SNP C T 3 66 c.521G>A c.(520-522)AGC>AAC p.S174N

Pat_31 Post-Resistance ELAVL2 1993 37 9 23692733 23692733 Missense_Mutation SNP G A 4 154 c.902C>T c.(901-903)GCT>GTT p.A301V

Pat_31 Post-Resistance BAG1 573 37 9 33261107 33261107 Missense_Mutation SNP C T 4 152 c.641G>A c.(640-642)CGG>CAG p.R214Q

Pat_31 Post-Resistance NFX1 4799 37 9 33313755 33313755 Missense_Mutation SNP G A 5 219 c.1552G>A c.(1552-1554)GGT>AGT p.G518S



Pat_31 Post-Resistance NOL6 65083 37 9 33466592 33466592 Missense_Mutation SNP G A 4 126 c.2066C>T c.(2065-2067)GCT>GTT p.A689V

Pat_31 Post-Resistance FAM22F 54754 37 9 97084549 97084549 Missense_Mutation SNP T C 6 190 c.776A>G c.(775-777)CAG>CGG p.Q259R

Pat_31 Post-Resistance STXBP1 6812 37 9 130415992 130415992 Splice_Site SNP A G 3 131 c.88_splice c.e3-2 p.V30_splice

Pat_31 Post-Resistance SARDH 1757 37 9 136584125 136584125 Missense_Mutation SNP G A 4 108 c.955C>T c.(955-957)CTC>TTC p.L319F

Pat_31 Post-Resistance COL5A1 1289 37 9 137620526 137620526 Missense_Mutation SNP G A 59 82 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_31 Post-Resistance MID1 4281 37 X 10535412 10535412 Missense_Mutation SNP C A 4 114 c.176G>T c.(175-177)TGC>TTC p.C59F

Pat_31 Post-Resistance WAS 7454 37 X 48544334 48544334 Splice_Site SNP G A 33 28 c.464_splice c.e5-1 p.D155_splice

Pat_31 Post-Resistance SPIN2A 54466 37 X 57162607 57162607 Missense_Mutation SNP C T 4 146 c.424G>A c.(424-426)GGT>AGT p.G142S

Pat_31 Post-Resistance ABCB7 22 37 X 74282185 74282185 Missense_Mutation SNP G A 3 18 c.1913C>T c.(1912-1914)TCG>TTG p.S638L

Pat_31 Post-Resistance DOCK11 139818 37 X 117722261 117722261 Missense_Mutation SNP G A 27 12 c.1957G>A c.(1957-1959)GAT>AAT p.D653N

Pat_31 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 5 289 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_31 Post-Resistance ZNF185 7739 37 X 152088906 152088906 Missense_Mutation SNP G A 4 146 c.565G>A c.(565-567)GCT>ACT p.A189T

Pat_31 Post-Resistance DNASE1L1 1774 37 X 153631344 153631344 Missense_Mutation SNP C T 4 132 c.713G>A c.(712-714)AGT>AAT p.S238N

Pat_32 Pre-Treatment CPSF3L 54973 37 1 1249252 1249252 Missense_Mutation SNP C T 4 179 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_32 Pre-Treatment MASP2 10747 37 1 11105485 11105485 Missense_Mutation SNP C T 3 37 c.524G>A c.(523-525)CGT>CAT p.R175H

Pat_32 Pre-Treatment MFN2 9927 37 1 12056305 12056305 Missense_Mutation SNP G A 4 53 c.404G>A c.(403-405)CGG>CAG p.R135Q

Pat_32 Pre-Treatment ARHGEF19 128272 37 1 16529023 16529023 Nonsense_Mutation SNP G A 4 107 c.1954C>T c.(1954-1956)CAG>TAG p.Q652*

Pat_32 Pre-Treatment IGSF21 84966 37 1 18691918 18691918 Missense_Mutation SNP C A 36 67 c.742C>A c.(742-744)CGT>AGT p.R248S

Pat_32 Pre-Treatment UBR4 23352 37 1 19421483 19421483 Missense_Mutation SNP C T 4 173 c.13663G>A c.(13663-13665)GGT>AGT p.G4555S

Pat_32 Pre-Treatment HSPG2 3339 37 1 22170750 22170750 Missense_Mutation SNP G A 5 109 c.8507C>T c.(8506-8508)TCC>TTC p.S2836F

Pat_32 Pre-Treatment EPHB2 2048 37 1 23239043 23239043 Missense_Mutation SNP G A 4 68 c.2803G>A c.(2803-2805)GCC>ACC p.A935T

Pat_32 Pre-Treatment LYPLA2 11313 37 1 24120757 24120757 Missense_Mutation SNP C T 4 94 c.413C>T c.(412-414)CCT>CTT p.P138L

Pat_32 Pre-Treatment SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 4 117 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_32 Pre-Treatment RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 4 189 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_32 Pre-Treatment PIGV 55650 37 1 27121636 27121636 Missense_Mutation SNP G A 5 164 c.1111G>A c.(1111-1113)GAT>AAT p.D371N

Pat_32 Pre-Treatment ZDHHC18 84243 37 1 27176929 27176929 Missense_Mutation SNP C T 4 188 c.784C>T c.(784-786)CGC>TGC p.R262C

Pat_32 Pre-Treatment ADC 113451 37 1 33583557 33583557 Missense_Mutation SNP G T 54 125 c.1084G>T c.(1084-1086)GAT>TAT p.D362Y

Pat_32 Pre-Treatment PHC2 1912 37 1 33794669 33794669 Missense_Mutation SNP C G 3 139 c.2224G>C c.(2224-2226)GAT>CAT p.D742H

Pat_32 Pre-Treatment KIAA0319L 79932 37 1 35915994 35915994 Missense_Mutation SNP G A 4 179 c.2179C>T c.(2179-2181)CTC>TTC p.L727F

Pat_32 Pre-Treatment GRIK3 2899 37 1 37324831 37324831 Missense_Mutation SNP C T 4 196 c.982G>A c.(982-984)GAC>AAC p.D328N

Pat_32 Pre-Treatment GRIK3 2899 37 1 37356523 37356523 Missense_Mutation SNP T C 3 82 c.290A>G c.(289-291)AAG>AGG p.K97R

Pat_32 Pre-Treatment MACF1 23499 37 1 39788607 39788607 Missense_Mutation SNP C T 6 372 c.4178C>T c.(4177-4179)ACG>ATG p.T1393M

Pat_32 Pre-Treatment PABPC4 8761 37 1 40030384 40030384 Missense_Mutation SNP C T 4 149 c.1307G>A c.(1306-1308)CGC>CAC p.R436H

Pat_32 Pre-Treatment RIMS3 9783 37 1 41101591 41101591 Missense_Mutation SNP C T 4 92 c.356G>A c.(355-357)GGC>GAC p.G119D

Pat_32 Pre-Treatment KIAA0467 23334 37 1 43885615 43885615 Missense_Mutation SNP G A 3 76 c.1090G>A c.(1090-1092)GGC>AGC p.G364S

Pat_32 Pre-Treatment PTPRF 5792 37 1 44044559 44044559 Missense_Mutation SNP G A 4 72 c.647G>A c.(646-648)CGT>CAT p.R216H

Pat_32 Pre-Treatment B4GALT2 8704 37 1 44450691 44450691 Missense_Mutation SNP G A 3 28 c.704G>A c.(703-705)CGC>CAC p.R235H

Pat_32 Pre-Treatment RNF220 55182 37 1 44878253 44878253 Missense_Mutation SNP G A 28 69 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_32 Pre-Treatment AKR1A1 10327 37 1 46033655 46033655 Missense_Mutation SNP C T 4 24 c.358C>T c.(358-360)CGG>TGG p.R120W

Pat_32 Pre-Treatment STIL 6491 37 1 47717257 47717257 Missense_Mutation SNP C T 29 67 c.3415G>A c.(3415-3417)GAG>AAG p.E1139K

Pat_32 Pre-Treatment C1orf168 199920 37 1 57216756 57216756 Missense_Mutation SNP G A 40 86 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_32 Pre-Treatment LRRC7 57554 37 1 70504985 70504985 Missense_Mutation SNP G A 4 171 c.3364G>A c.(3364-3366)GCC>ACC p.A1122T

Pat_32 Pre-Treatment ST6GALNAC5 81849 37 1 77528748 77528748 Missense_Mutation SNP C T 4 127 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_32 Pre-Treatment MCOLN3 55283 37 1 85506767 85506767 Missense_Mutation SNP C A 6 246 c.322G>T c.(322-324)GAC>TAC p.D108Y

Pat_32 Pre-Treatment HFM1 164045 37 1 91817167 91817167 Nonsense_Mutation SNP G A 4 173 c.2011C>T c.(2011-2013)CGA>TGA p.R671*

Pat_32 Pre-Treatment AMY2B 280 37 1 104116937 104116937 Missense_Mutation SNP G A 7 366 c.800G>A c.(799-801)CGG>CAG p.R267Q

Pat_32 Pre-Treatment CELSR2 1952 37 1 109805471 109805471 Missense_Mutation SNP G T 4 170 c.4588G>T c.(4588-4590)GAC>TAC p.D1530Y



Pat_32 Pre-Treatment LRIG2 9860 37 1 113662059 113662059 Missense_Mutation SNP C T 3 76 c.2885C>T c.(2884-2886)CCG>CTG p.P962L

Pat_32 Pre-Treatment CASQ2 845 37 1 116310966 116310966 Missense_Mutation SNP G A 4 165 c.197C>T c.(196-198)ACG>ATG p.T66M

Pat_32 Pre-Treatment IGSF3 3321 37 1 117150627 117150627 Missense_Mutation SNP C T 4 186 c.1159G>A c.(1159-1161)GGG>AGG p.G387R

Pat_32 Pre-Treatment REG4 83998 37 1 120345764 120345764 Missense_Mutation SNP G A 3 28 c.92C>T c.(91-93)GCT>GTT p.A31V

Pat_32 Pre-Treatment NBPF10 100132406 37 1 145325971 145325971 Missense_Mutation SNP G C 10 90 c.4069G>C c.(4069-4071)GAT>CAT p.D1357H

Pat_32 Pre-Treatment NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 3 30 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_32 Pre-Treatment PEX11B 8799 37 1 145522734 145522734 Nonsense_Mutation SNP C T 4 124 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_32 Pre-Treatment NBPF15 284565 37 1 148594465 148594465 Missense_Mutation SNP C T 9 433 c.1838C>T c.(1837-1839)TCG>TTG p.S613L

Pat_32 Pre-Treatment LYSMD1 388695 37 1 151134363 151134363 Missense_Mutation SNP G A 4 65 c.394C>T c.(394-396)CGT>TGT p.R132C

Pat_32 Pre-Treatment FLG 2312 37 1 152275826 152275826 Missense_Mutation SNP C T 5 272 c.11536G>A c.(11536-11538)GGC>AGC p.G3846S

Pat_32 Pre-Treatment CRTC2 200186 37 1 153921815 153921815 Missense_Mutation SNP G A 4 112 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_32 Pre-Treatment KCNN3 3782 37 1 154685948 154685948 Missense_Mutation SNP G A 4 107 c.1891C>T c.(1891-1893)CTT>TTT p.L631F

Pat_32 Pre-Treatment ZBTB7B 51043 37 1 154987735 154987735 Missense_Mutation SNP G A 4 135 c.599G>A c.(598-600)CGC>CAC p.R200H

Pat_32 Pre-Treatment PEAR1 375033 37 1 156883232 156883232 Missense_Mutation SNP G A 6 38 c.2561G>A c.(2560-2562)GGG>GAG p.G854E

Pat_32 Pre-Treatment SPTA1 6708 37 1 158624522 158624522 Missense_Mutation SNP G A 4 75 c.2915C>T c.(2914-2916)CCA>CTA p.P972L

Pat_32 Pre-Treatment SPTA1 6708 37 1 158636110 158636110 Missense_Mutation SNP C T 11 80 c.2216G>A c.(2215-2217)CGT>CAT p.R739H

Pat_32 Pre-Treatment ITLN1 55600 37 1 160851853 160851853 Nonsense_Mutation SNP C T 4 91 c.299G>A c.(298-300)TGG>TAG p.W100*

Pat_32 Pre-Treatment UHMK1 127933 37 1 162492278 162492278 Missense_Mutation SNP G A 4 127 c.1198G>A c.(1198-1200)GTG>ATG p.V400M

Pat_32 Pre-Treatment NUF2 83540 37 1 163297332 163297332 Nonsense_Mutation SNP C T 4 167 c.178C>T c.(178-180)CGA>TGA p.R60*

Pat_32 Pre-Treatment F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 8 297 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_32 Pre-Treatment FAM163A 148753 37 1 179783004 179783004 Missense_Mutation SNP T A 4 66 c.184T>A c.(184-186)TGC>AGC p.C62S

Pat_32 Pre-Treatment SMG7 9887 37 1 183514293 183514293 Missense_Mutation SNP C T 4 175 c.2216C>T c.(2215-2217)CCT>CTT p.P739L

Pat_32 Pre-Treatment CFHR5 81494 37 1 196965232 196965232 Missense_Mutation SNP G A 4 182 c.871G>A c.(871-873)GTT>ATT p.V291I

Pat_32 Pre-Treatment ZNF281 23528 37 1 200376696 200376696 Missense_Mutation SNP G A 4 140 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_32 Pre-Treatment ZNF281 23528 37 1 200378305 200378305 Missense_Mutation SNP G A 4 124 c.529C>T c.(529-531)CTC>TTC p.L177F

Pat_32 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 4 93 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_32 Pre-Treatment RNPEP 6051 37 1 201966574 201966574 Missense_Mutation SNP T C 3 89 c.982T>C c.(982-984)TCC>CCC p.S328P

Pat_32 Pre-Treatment PIGR 5284 37 1 207105818 207105818 Missense_Mutation SNP C T 4 105 c.1991G>A c.(1990-1992)CGG>CAG p.R664Q

Pat_32 Pre-Treatment USH2A 7399 37 1 216465589 216465589 Missense_Mutation SNP C A 4 176 c.1768G>T c.(1768-1770)GTA>TTA p.V590L

Pat_32 Pre-Treatment HLX 3142 37 1 221053738 221053738 Missense_Mutation SNP G A 4 170 c.539G>A c.(538-540)CGC>CAC p.R180H

Pat_32 Pre-Treatment URB2 9816 37 1 229770776 229770776 Missense_Mutation SNP A G 10 22 c.416A>G c.(415-417)TAC>TGC p.Y139C

Pat_32 Pre-Treatment URB2 9816 37 1 229772521 229772521 Missense_Mutation SNP G A 4 177 c.2161G>A c.(2161-2163)GCT>ACT p.A721T

Pat_32 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 6 171 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_32 Pre-Treatment PRPF18 8559 37 10 13658449 13658449 Missense_Mutation SNP G A 52 95 c.844G>A c.(844-846)GGT>AGT p.G282S

Pat_32 Pre-Treatment CUBN 8029 37 10 17107618 17107618 Missense_Mutation SNP G A 6 325 c.3028C>T c.(3028-3030)CCG>TCG p.P1010S

Pat_32 Pre-Treatment ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 60 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_32 Pre-Treatment PCDH15 65217 37 10 56106157 56106157 Nonsense_Mutation SNP C A 16 48 c.562G>T c.(562-564)GAG>TAG p.E188*

Pat_32 Pre-Treatment BICC1 80114 37 10 60549640 60549640 Missense_Mutation SNP G A 4 178 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_32 Pre-Treatment DDX50 79009 37 10 70706373 70706373 Missense_Mutation SNP G A 4 188 c.2201G>A c.(2200-2202)CGG>CAG p.R734Q

Pat_32 Pre-Treatment TACR2 6865 37 10 71175863 71175863 Missense_Mutation SNP C T 4 46 c.217G>A c.(217-219)GTC>ATC p.V73I

Pat_32 Pre-Treatment COL13A1 1305 37 10 71689832 71689832 Missense_Mutation SNP G A 3 40 c.1486G>A c.(1486-1488)GAT>AAT p.D496N

Pat_32 Pre-Treatment ANXA11 311 37 10 81928784 81928784 Missense_Mutation SNP G A 3 29 c.502C>T c.(502-504)CCG>TCG p.P168S

Pat_32 Pre-Treatment PCGF5 84333 37 10 93000338 93000338 Splice_Site SNP G A 4 106 c.209_splice c.e3+1 p.R70_splice

Pat_32 Pre-Treatment PPP1R3C 5507 37 10 93390208 93390208 Missense_Mutation SNP C T 4 153 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_32 Pre-Treatment NPM3 10360 37 10 103542299 103542299 Missense_Mutation SNP C T 4 55 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_32 Pre-Treatment C10orf79 80217 37 10 105967456 105967456 Missense_Mutation SNP C T 4 88 c.862G>A c.(862-864)GTA>ATA p.V288I

Pat_32 Pre-Treatment PDZD8 118987 37 10 119043998 119043998 Missense_Mutation SNP G A 3 32 c.2246C>T c.(2245-2247)ACG>ATG p.T749M



Pat_32 Pre-Treatment TACC2 10579 37 10 123844731 123844731 Missense_Mutation SNP C T 3 18 c.2716C>T c.(2716-2718)CCC>TCC p.P906S

Pat_32 Pre-Treatment OAT 4942 37 10 126090317 126090317 Missense_Mutation SNP C T 4 67 c.992G>A c.(991-993)CGA>CAA p.R331Q

Pat_32 Pre-Treatment STK32C 282974 37 10 134038745 134038745 Nonsense_Mutation SNP G A 3 26 c.868C>T c.(868-870)CGA>TGA p.R290*

Pat_32 Pre-Treatment TALDO1 6888 37 11 763815 763815 Missense_Mutation SNP G A 5 186 c.706G>A c.(706-708)GCC>ACC p.A236T

Pat_32 Pre-Treatment TRIM6-TRIM34 445372 37 11 5663725 5663725 Missense_Mutation SNP A G 15 27 c.1925A>G c.(1924-1926)CAA>CGA p.Q642R

Pat_32 Pre-Treatment C11orf42 160298 37 11 6231467 6231467 Nonsense_Mutation SNP C T 4 162 c.460C>T c.(460-462)CGA>TGA p.R154*

Pat_32 Pre-Treatment TRIM3 10612 37 11 6477868 6477868 Missense_Mutation SNP C T 4 83 c.1088G>A c.(1087-1089)CGT>CAT p.R363H

Pat_32 Pre-Treatment PARVA 55742 37 11 12399262 12399262 Missense_Mutation SNP G A 4 20 c.68G>A c.(67-69)CGC>CAC p.R23H

Pat_32 Pre-Treatment IGSF22 283284 37 11 18739598 18739598 Missense_Mutation SNP C T 4 88 c.853G>A c.(853-855)GAT>AAT p.D285N

Pat_32 Pre-Treatment NAV2 89797 37 11 19954827 19954827 Missense_Mutation SNP C T 5 370 c.1106C>T c.(1105-1107)TCG>TTG p.S369L

Pat_32 Pre-Treatment C11orf46 120534 37 11 30352529 30352529 Missense_Mutation SNP C T 4 104 c.34C>T c.(34-36)CGT>TGT p.R12C

Pat_32 Pre-Treatment C11orf41 25758 37 11 33566351 33566351 Missense_Mutation SNP G A 3 53 c.1939G>A c.(1939-1941)GCT>ACT p.A647T

Pat_32 Pre-Treatment CKAP5 9793 37 11 46772672 46772672 Missense_Mutation SNP C T 4 140 c.5456G>A c.(5455-5457)CGA>CAA p.R1819Q

Pat_32 Pre-Treatment ZP1 22917 37 11 60640929 60640929 Missense_Mutation SNP G A 4 105 c.1322G>A c.(1321-1323)CGG>CAG p.R441Q

Pat_32 Pre-Treatment LGALS12 85329 37 11 63283096 63283096 Missense_Mutation SNP G A 4 71 c.775G>A c.(775-777)GCA>ACA p.A259T

Pat_32 Pre-Treatment MRPL49 740 37 11 64889826 64889826 Missense_Mutation SNP C T 4 62 c.8C>T c.(7-9)GCT>GTT p.A3V

Pat_32 Pre-Treatment LTBP3 4054 37 11 65319749 65319749 Missense_Mutation SNP G A 5 171 c.1315C>T c.(1315-1317)CGG>TGG p.R439W

Pat_32 Pre-Treatment KAT5 10524 37 11 65480967 65480967 Missense_Mutation SNP G A 4 123 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_32 Pre-Treatment DPP3 10072 37 11 66249865 66249865 Missense_Mutation SNP G A 4 88 c.194G>A c.(193-195)CGC>CAC p.R65H

Pat_32 Pre-Treatment RHOD 29984 37 11 66834317 66834317 Missense_Mutation SNP G A 4 86 c.329G>A c.(328-330)CGG>CAG p.R110Q

Pat_32 Pre-Treatment ANKRD13D 338692 37 11 67059139 67059139 Nonsense_Mutation SNP C T 4 167 c.202C>T c.(202-204)CGA>TGA p.R68*

Pat_32 Pre-Treatment LRRC32 2615 37 11 76372167 76372167 Missense_Mutation SNP G A 3 46 c.470C>T c.(469-471)GCG>GTG p.A157V

Pat_32 Pre-Treatment CUL5 8065 37 11 107969180 107969180 Missense_Mutation SNP G A 4 111 c.2072G>A c.(2071-2073)CGT>CAT p.R691H

Pat_32 Pre-Treatment CEP164 22897 37 11 117232609 117232609 Missense_Mutation SNP G A 4 116 c.452G>A c.(451-453)CGA>CAA p.R151Q

Pat_32 Pre-Treatment MLL 4297 37 11 118376958 118376958 Missense_Mutation SNP G A 4 80 c.10342G>A c.(10342-10344)GAA>AAA p.E3448K

Pat_32 Pre-Treatment USP2 9099 37 11 119243682 119243682 Missense_Mutation SNP G A 3 60 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_32 Pre-Treatment SORL1 6653 37 11 121358825 121358825 Missense_Mutation SNP C T 5 196 c.613C>T c.(613-615)CGG>TGG p.R205W

Pat_32 Pre-Treatment VSIG2 23584 37 11 124621372 124621372 Missense_Mutation SNP C T 4 124 c.166G>A c.(166-168)GCC>ACC p.A56T

Pat_32 Pre-Treatment STT3A 3703 37 11 125481409 125481409 Missense_Mutation SNP G A 4 150 c.1204G>A c.(1204-1206)GTA>ATA p.V402I

Pat_32 Pre-Treatment WNT5B 81029 37 12 1755323 1755323 Missense_Mutation SNP G A 4 106 c.985G>A c.(985-987)GTG>ATG p.V329M

Pat_32 Pre-Treatment VWF 7450 37 12 6085278 6085278 Missense_Mutation SNP G A 3 71 c.7436C>T c.(7435-7437)TCG>TTG p.S2479L

Pat_32 Pre-Treatment PTPN6 5777 37 12 7069534 7069534 Missense_Mutation SNP G A 4 172 c.1609G>A c.(1609-1611)GGG>AGG p.G537R

Pat_32 Pre-Treatment CD163L1 283316 37 12 7528575 7528575 Missense_Mutation SNP G A 4 117 c.2407C>T c.(2407-2409)CCC>TCC p.P803S

Pat_32 Pre-Treatment DNM1L 10059 37 12 32866173 32866173 Missense_Mutation SNP G A 4 62 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_32 Pre-Treatment CNTN1 1272 37 12 41387065 41387065 Missense_Mutation SNP G A 3 32 c.2107G>A c.(2107-2109)GGT>AGT p.G703S

Pat_32 Pre-Treatment SFRS2IP 9169 37 12 46322549 46322549 Missense_Mutation SNP C T 4 130 c.935G>A c.(934-936)CGA>CAA p.R312Q

Pat_32 Pre-Treatment OR10AD1 121275 37 12 48596709 48596709 Missense_Mutation SNP G A 3 37 c.367C>T c.(367-369)CGT>TGT p.R123C

Pat_32 Pre-Treatment TUBA1B 10376 37 12 49521833 49521833 Missense_Mutation SNP G A 6 381 c.1264C>T c.(1264-1266)CGT>TGT p.R422C

Pat_32 Pre-Treatment TUBA1C 84790 37 12 49666829 49666829 Missense_Mutation SNP G A 4 191 c.1169G>A c.(1168-1170)CGC>CAC p.R390H

Pat_32 Pre-Treatment CSRNP2 81566 37 12 51458370 51458370 Missense_Mutation SNP C T 3 51 c.791G>A c.(790-792)CGG>CAG p.R264Q

Pat_32 Pre-Treatment ESPL1 9700 37 12 53683252 53683252 Missense_Mutation SNP G A 4 73 c.4987G>A c.(4987-4989)GAG>AAG p.E1663K

Pat_32 Pre-Treatment SP7 121340 37 12 53722199 53722199 Missense_Mutation SNP G A 4 160 c.1027C>T c.(1027-1029)CGT>TGT p.R343C

Pat_32 Pre-Treatment PCBP2 5094 37 12 53854853 53854853 Missense_Mutation SNP C T 4 115 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_32 Pre-Treatment DNAJC14 85406 37 12 56221784 56221784 Missense_Mutation SNP C T 4 106 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_32 Pre-Treatment STAC3 246329 37 12 57638333 57638333 Missense_Mutation SNP C T 6 374 c.793G>A c.(793-795)GAT>AAT p.D265N

Pat_32 Pre-Treatment IL26 55801 37 12 68618970 68618970 Missense_Mutation SNP C A 4 121 c.322G>T c.(322-324)GTG>TTG p.V108L

Pat_32 Pre-Treatment LRRC10 376132 37 12 70004282 70004282 Missense_Mutation SNP G A 4 83 c.337C>T c.(337-339)CTC>TTC p.L113F



Pat_32 Pre-Treatment ORAI1 84876 37 12 122079355 122079355 Missense_Mutation SNP G A 4 84 c.712G>A c.(712-714)GCC>ACC p.A238T

Pat_32 Pre-Treatment TMEM120B 144404 37 12 122199613 122199613 Missense_Mutation SNP C T 4 90 c.520C>T c.(520-522)CGG>TGG p.R174W

Pat_32 Pre-Treatment RILPL1 353116 37 12 123984011 123984011 Missense_Mutation SNP C T 4 135 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_32 Pre-Treatment RIMBP2 23504 37 12 130912813 130912813 Missense_Mutation SNP C T 19 63 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_32 Pre-Treatment ULK1 8408 37 12 132393323 132393323 Missense_Mutation SNP G A 3 45 c.451G>A c.(451-453)GGC>AGC p.G151S

Pat_32 Pre-Treatment GOLGA3 2802 37 12 133384773 133384773 Missense_Mutation SNP G T 4 147 c.882C>A c.(880-882)GAC>GAA p.D294E

Pat_32 Pre-Treatment MTMR6 9107 37 13 25823480 25823480 Missense_Mutation SNP C T 4 131 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_32 Pre-Treatment RNF6 6049 37 13 26788779 26788779 Missense_Mutation SNP G A 4 188 c.1240C>T c.(1240-1242)CGG>TGG p.R414W

Pat_32 Pre-Treatment FREM2 341640 37 13 39263688 39263688 Missense_Mutation SNP G A 4 120 c.2207G>A c.(2206-2208)CGA>CAA p.R736Q

Pat_32 Pre-Treatment COG6 57511 37 13 40254159 40254159 Missense_Mutation SNP A G 60 66 c.671A>G c.(670-672)GAA>GGA p.E224G

Pat_32 Pre-Treatment SIAH3 283514 37 13 46358177 46358177 Missense_Mutation SNP G A 4 175 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_32 Pre-Treatment ZC3H13 23091 37 13 46543404 46543404 Missense_Mutation SNP C T 4 102 c.3275G>A c.(3274-3276)AGT>AAT p.S1092N

Pat_32 Pre-Treatment KPNA3 3839 37 13 50306795 50306795 Splice_Site SNP T C 4 153 c.235_splice c.e5-1 p.N79_splice

Pat_32 Pre-Treatment TBC1D4 9882 37 13 75886939 75886939 Missense_Mutation SNP C T 4 92 c.2318G>A c.(2317-2319)CGG>CAG p.R773Q

Pat_32 Pre-Treatment FBXL3 26224 37 13 77592850 77592850 Missense_Mutation SNP C T 5 187 c.356G>A c.(355-357)AGC>AAC p.S119N

Pat_32 Pre-Treatment TUBGCP3 10426 37 13 113181356 113181356 Missense_Mutation SNP C A 3 42 c.1455G>T c.(1453-1455)TTG>TTT p.L485F

Pat_32 Pre-Treatment PCID2 55795 37 13 113838738 113838738 Missense_Mutation SNP C T 4 184 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_32 Pre-Treatment TMCO3 55002 37 13 114150005 114150005 Missense_Mutation SNP C T 3 32 c.109C>T c.(109-111)CGC>TGC p.R37C

Pat_32 Pre-Treatment GAS6 2621 37 13 114535424 114535424 Missense_Mutation SNP C T 4 84 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_32 Pre-Treatment TTC5 91875 37 14 20760155 20760155 Missense_Mutation SNP T C 3 62 c.1190A>G c.(1189-1191)CAG>CGG p.Q397R

Pat_32 Pre-Treatment RNASE4 6038 37 14 21167774 21167774 Missense_Mutation SNP C T 4 196 c.244C>T c.(244-246)CGT>TGT p.R82C

Pat_32 Pre-Treatment OR10G2 26534 37 14 22102833 22102833 Missense_Mutation SNP C T 4 74 c.166G>A c.(166-168)GAC>AAC p.D56N

Pat_32 Pre-Treatment MYH6 4624 37 14 23867937 23867937 Missense_Mutation SNP C T 4 96 c.1891G>A c.(1891-1893)GGG>AGG p.G631R

Pat_32 Pre-Treatment TBPL2 387332 37 14 55907239 55907239 Missense_Mutation SNP G A 3 30 c.25C>T c.(25-27)CGG>TGG p.R9W

Pat_32 Pre-Treatment FUT8 2530 37 14 66188556 66188556 Missense_Mutation SNP G A 65 118 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_32 Pre-Treatment GPHN 10243 37 14 67647580 67647580 Missense_Mutation SNP C T 4 73 c.2137C>T c.(2137-2139)CCT>TCT p.P713S

Pat_32 Pre-Treatment GALNTL1 57452 37 14 69795241 69795241 Missense_Mutation SNP G A 4 115 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_32 Pre-Treatment ADAM21P1 145241 37 14 70713408 70713408 Missense_Mutation SNP C T 4 132 c.460G>A c.(460-462)GTT>ATT p.V154I

Pat_32 Pre-Treatment DCAF4 26094 37 14 73413857 73413857 Missense_Mutation SNP C T 4 173 c.686C>T c.(685-687)TCG>TTG p.S229L

Pat_32 Pre-Treatment ABCD4 5826 37 14 74761892 74761892 Missense_Mutation SNP G T 15 78 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_32 Pre-Treatment YLPM1 56252 37 14 75283295 75283295 Missense_Mutation SNP G A 3 35 c.5587G>A c.(5587-5589)GGA>AGA p.G1863R

Pat_32 Pre-Treatment TSHR 7253 37 14 81609547 81609547 Missense_Mutation SNP A G 3 65 c.1145A>G c.(1144-1146)GAC>GGC p.D382G

Pat_32 Pre-Treatment DEGS2 123099 37 14 100613207 100613207 Missense_Mutation SNP G A 4 116 c.863C>T c.(862-864)CCG>CTG p.P288L

Pat_32 Pre-Treatment DYNC1H1 1778 37 14 102452250 102452250 Missense_Mutation SNP G A 4 109 c.1688G>A c.(1687-1689)CGG>CAG p.R563Q

Pat_32 Pre-Treatment TMEM179 388021 37 14 105063337 105063337 Missense_Mutation SNP C T 4 52 c.433G>A c.(433-435)GTA>ATA p.V145I

Pat_32 Pre-Treatment OR4N4 283694 37 15 22382807 22382807 Missense_Mutation SNP G A 57 203 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_32 Pre-Treatment OR4N3P 390539 37 15 22413796 22413796 Missense_Mutation SNP G A 18 317 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_32 Pre-Treatment CYFIP1 23191 37 15 22929783 22929783 Missense_Mutation SNP G A 4 85 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_32 Pre-Treatment HERC2 8924 37 15 28525311 28525311 Missense_Mutation SNP G A 4 169 c.445C>T c.(445-447)CGC>TGC p.R149C

Pat_32 Pre-Treatment TRPM1 4308 37 15 31334269 31334269 Missense_Mutation SNP C T 4 32 c.1906G>A c.(1906-1908)GAA>AAA p.E636K

Pat_32 Pre-Treatment VPS18 57617 37 15 41191869 41191869 Missense_Mutation SNP G A 4 158 c.853G>A c.(853-855)GCC>ACC p.A285T

Pat_32 Pre-Treatment SQRDL 58472 37 15 45974680 45974680 Missense_Mutation SNP A G 3 64 c.869A>G c.(868-870)GAA>GGA p.E290G

Pat_32 Pre-Treatment FBN1 2200 37 15 48902936 48902936 Missense_Mutation SNP C G 12 56 c.335G>C c.(334-336)GGC>GCC p.G112A

Pat_32 Pre-Treatment RFX7 64864 37 15 56385627 56385627 Nonsense_Mutation SNP G T 4 60 c.4299C>A c.(4297-4299)TGC>TGA p.C1433*

Pat_32 Pre-Treatment LIPC 3990 37 15 58830636 58830636 Nonsense_Mutation SNP C T 8 475 c.193C>T c.(193-195)CGA>TGA p.R65*

Pat_32 Pre-Treatment HERC1 8925 37 15 63904742 63904742 Missense_Mutation SNP C T 4 149 c.14108G>A c.(14107-14109)CGA>CAA p.R4703Q

Pat_32 Pre-Treatment CLPX 10845 37 15 65477431 65477431 Missense_Mutation SNP G A 3 34 c.61C>T c.(61-63)CTC>TTC p.L21F



Pat_32 Pre-Treatment CT62 196993 37 15 71403623 71403623 Missense_Mutation SNP C T 4 94 c.278G>A c.(277-279)CGG>CAG p.R93Q

Pat_32 Pre-Treatment C15orf59 388135 37 15 74032746 74032746 Missense_Mutation SNP G A 4 120 c.394C>T c.(394-396)CGG>TGG p.R132W

Pat_32 Pre-Treatment MEX3B 84206 37 15 82336147 82336147 Missense_Mutation SNP C T 4 77 c.1064G>A c.(1063-1065)GGC>GAC p.G355D

Pat_32 Pre-Treatment AP3B2 8120 37 15 83333195 83333195 Missense_Mutation SNP C T 4 64 c.2128G>A c.(2128-2130)GGC>AGC p.G710S

Pat_32 Pre-Treatment BNC1 646 37 15 83932963 83932963 Missense_Mutation SNP C T 4 93 c.1040G>A c.(1039-1041)AGG>AAG p.R347K

Pat_32 Pre-Treatment IQGAP1 8826 37 15 90991828 90991828 Missense_Mutation SNP G A 4 112 c.937G>A c.(937-939)GAC>AAC p.D313N

Pat_32 Pre-Treatment BLM 641 37 15 91346808 91346808 Missense_Mutation SNP G A 4 131 c.3416G>A c.(3415-3417)CGA>CAA p.R1139Q

Pat_32 Pre-Treatment SLCO3A1 28232 37 15 92663701 92663701 Missense_Mutation SNP C T 5 294 c.1016C>T c.(1015-1017)CCG>CTG p.P339L

Pat_32 Pre-Treatment PCSK6 5046 37 15 101933506 101933506 Missense_Mutation SNP C T 4 88 c.1120G>A c.(1120-1122)GAG>AAG p.E374K

Pat_32 Pre-Treatment SOLH 6650 37 16 599035 599035 Missense_Mutation SNP G A 4 146 c.1492G>A c.(1492-1494)GAG>AAG p.E498K

Pat_32 Pre-Treatment MAPK8IP3 23162 37 16 1816919 1816919 Missense_Mutation SNP G A 5 122 c.3032G>A c.(3031-3033)CGT>CAT p.R1011H

Pat_32 Pre-Treatment MEFV 4210 37 16 3293550 3293550 Missense_Mutation SNP G A 4 156 c.1937C>T c.(1936-1938)CCG>CTG p.P646L

Pat_32 Pre-Treatment ATF7IP2 80063 37 16 10534245 10534245 Missense_Mutation SNP C T 5 9 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_32 Pre-Treatment ABCC1 4363 37 16 16218725 16218725 Missense_Mutation SNP A G 3 62 c.3670A>G c.(3670-3672)AGC>GGC p.S1224G

Pat_32 Pre-Treatment TMC7 79905 37 16 19058479 19058479 Missense_Mutation SNP G A 5 333 c.1648G>A c.(1648-1650)GGG>AGG p.G550R

Pat_32 Pre-Treatment SYT17 51760 37 16 19195123 19195123 Missense_Mutation SNP C T 4 192 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_32 Pre-Treatment EEF2K 29904 37 16 22268217 22268217 Missense_Mutation SNP A G 3 97 c.767A>G c.(766-768)CAG>CGG p.Q256R

Pat_32 Pre-Treatment ATP2A1 487 37 16 28912115 28912115 Missense_Mutation SNP G A 4 74 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_32 Pre-Treatment ATP2A1 487 37 16 28912136 28912136 Missense_Mutation SNP C T 4 84 c.1999C>T c.(1999-2001)CGG>TGG p.R667W

Pat_32 Pre-Treatment TBX6 6911 37 16 30100374 30100374 Missense_Mutation SNP G A 5 124 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_32 Pre-Treatment ZNF689 115509 37 16 30616463 30616463 Nonsense_Mutation SNP G A 4 92 c.625C>T c.(625-627)CAG>TAG p.Q209*

Pat_32 Pre-Treatment RNF40 9810 37 16 30783215 30783215 Missense_Mutation SNP G A 4 85 c.2648G>A c.(2647-2649)CGG>CAG p.R883Q

Pat_32 Pre-Treatment ABCC11 85320 37 16 48264402 48264402 Missense_Mutation SNP C A 4 75 c.182G>T c.(181-183)TGG>TTG p.W61L

Pat_32 Pre-Treatment MMP2 4313 37 16 55517984 55517984 Missense_Mutation SNP G A 4 119 c.437G>A c.(436-438)CGT>CAT p.R146H

Pat_32 Pre-Treatment CSNK2A2 1459 37 16 58208381 58208381 Missense_Mutation SNP G A 3 84 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_32 Pre-Treatment FHOD1 29109 37 16 67264519 67264519 Missense_Mutation SNP C T 16 392 c.2843G>A c.(2842-2844)CGC>CAC p.R948H

Pat_32 Pre-Treatment TPPP3 51673 37 16 67424121 67424121 Missense_Mutation SNP C T 3 37 c.487G>A c.(487-489)GCC>ACC p.A163T

Pat_32 Pre-Treatment GFOD2 81577 37 16 67709699 67709699 Missense_Mutation SNP C T 3 75 c.517G>A c.(517-519)GGG>AGG p.G173R

Pat_32 Pre-Treatment HAS3 3038 37 16 69148312 69148312 Missense_Mutation SNP G A 4 152 c.805G>A c.(805-807)GTG>ATG p.V269M

Pat_32 Pre-Treatment LDHD 197257 37 16 75149233 75149233 Missense_Mutation SNP C T 4 190 c.190G>A c.(190-192)GAA>AAA p.E64K

Pat_32 Pre-Treatment MON1B 22879 37 16 77228628 77228628 Missense_Mutation SNP G A 4 86 c.872G>A c.(871-873)CGA>CAA p.R291Q

Pat_32 Pre-Treatment PLCG2 5336 37 16 81960766 81960766 Missense_Mutation SNP G A 4 117 c.2497G>A c.(2497-2499)GAG>AAG p.E833K

Pat_32 Pre-Treatment KIAA0513 9764 37 16 85109487 85109487 Missense_Mutation SNP C T 4 108 c.541C>T c.(541-543)CTC>TTC p.L181F

Pat_32 Pre-Treatment MTHFSD 64779 37 16 86585659 86585659 Missense_Mutation SNP C T 6 272 c.217G>A c.(217-219)GTT>ATT p.V73I

Pat_32 Pre-Treatment ZCCHC14 23174 37 16 87446498 87446498 Missense_Mutation SNP G A 4 101 c.1418C>T c.(1417-1419)ACG>ATG p.T473M

Pat_32 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 4 138 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_32 Pre-Treatment SLC43A2 124935 37 17 1494599 1494599 Missense_Mutation SNP C T 4 167 c.895G>A c.(895-897)GTC>ATC p.V299I

Pat_32 Pre-Treatment SMYD4 114826 37 17 1703757 1703757 Missense_Mutation SNP C T 4 166 c.931G>A c.(931-933)GGA>AGA p.G311R

Pat_32 Pre-Treatment ITGAE 3682 37 17 3626668 3626668 Missense_Mutation SNP C T 4 154 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_32 Pre-Treatment ZZEF1 23140 37 17 4020367 4020367 Missense_Mutation SNP G A 4 166 c.593C>T c.(592-594)GCG>GTG p.A198V

Pat_32 Pre-Treatment CAMTA2 23125 37 17 4873732 4873732 Missense_Mutation SNP G A 6 371 c.2908C>T c.(2908-2910)CGG>TGG p.R970W

Pat_32 Pre-Treatment ALOX12B 242 37 17 7978994 7978994 Missense_Mutation SNP C T 5 343 c.1573G>A c.(1573-1575)GCA>ACA p.A525T

Pat_32 Pre-Treatment MYH10 4628 37 17 8439224 8439224 Missense_Mutation SNP A G 3 78 c.1601T>C c.(1600-1602)CTT>CCT p.L534P

Pat_32 Pre-Treatment DNAH9 1770 37 17 11572500 11572500 Missense_Mutation SNP G A 4 135 c.2851G>A c.(2851-2853)GGT>AGT p.G951S

Pat_32 Pre-Treatment MPRIP 23164 37 17 17053500 17053500 Missense_Mutation SNP G A 5 373 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_32 Pre-Treatment ULK2 9706 37 17 19750148 19750148 Missense_Mutation SNP C T 5 164 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_32 Pre-Treatment MAP2K3 5606 37 17 21201752 21201752 Missense_Mutation SNP G A 4 184 c.77G>A c.(76-78)CGG>CAG p.R26Q



Pat_32 Pre-Treatment KCNJ12 3768 37 17 21318935 21318935 Missense_Mutation SNP C T 4 64 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_32 Pre-Treatment NF1 4763 37 17 29559745 29559745 Missense_Mutation SNP G T 4 85 c.3342G>T c.(3340-3342)TTG>TTT p.L1114F

Pat_32 Pre-Treatment CDK5R1 8851 37 17 30815092 30815092 Missense_Mutation SNP C T 4 119 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_32 Pre-Treatment MYO19 80179 37 17 34854123 34854123 Missense_Mutation SNP C T 4 144 c.2744G>A c.(2743-2745)CGA>CAA p.R915Q

Pat_32 Pre-Treatment CASC3 22794 37 17 38324467 38324467 Missense_Mutation SNP C T 4 183 c.1762C>T c.(1762-1764)CAC>TAC p.H588Y

Pat_32 Pre-Treatment CCR7 1236 37 17 38711920 38711920 Missense_Mutation SNP C T 4 133 c.211G>A c.(211-213)GTG>ATG p.V71M

Pat_32 Pre-Treatment KRT27 342574 37 17 38935975 38935975 Missense_Mutation SNP C T 3 34 c.823G>A c.(823-825)GCG>ACG p.A275T

Pat_32 Pre-Treatment KRTAP9-9 81870 37 17 39411990 39411990 Missense_Mutation SNP C T 5 189 c.308C>T c.(307-309)CCG>CTG p.P103L

Pat_32 Pre-Treatment KRT33B 3884 37 17 39521500 39521500 Missense_Mutation SNP T C 3 86 c.803A>G c.(802-804)TAC>TGC p.Y268C

Pat_32 Pre-Treatment MLX 6945 37 17 40721609 40721609 Missense_Mutation SNP T A 4 85 c.623T>A c.(622-624)CTA>CAA p.L208Q

Pat_32 Pre-Treatment MEOX1 4222 37 17 41719349 41719349 Missense_Mutation SNP C T 4 173 c.694G>A c.(694-696)GGT>AGT p.G232S

Pat_32 Pre-Treatment ZNF652 22834 37 17 47376154 47376154 Missense_Mutation SNP G A 4 42 c.1442C>T c.(1441-1443)TCG>TTG p.S481L

Pat_32 Pre-Treatment SPATA20 64847 37 17 48626540 48626540 Missense_Mutation SNP G A 4 124 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_32 Pre-Treatment OR4D2 124538 37 17 56247506 56247506 Missense_Mutation SNP C T 4 130 c.490C>T c.(490-492)CTC>TTC p.L164F

Pat_32 Pre-Treatment CSH1 1442 37 17 61973503 61973503 Missense_Mutation SNP G A 3 39 c.103C>T c.(103-105)CTT>TTT p.L35F

Pat_32 Pre-Treatment SCN4A 6329 37 17 62019123 62019123 Missense_Mutation SNP C T 4 139 c.4519G>A c.(4519-4521)GTC>ATC p.V1507I

Pat_32 Pre-Treatment PLEKHM1P 440456 37 17 62781423 62781423 Missense_Mutation SNP G A 4 51 c.1547C>T c.(1546-1548)CCC>CTC p.P516L

Pat_32 Pre-Treatment CACNG1 786 37 17 65052344 65052344 Missense_Mutation SNP G A 4 71 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_32 Pre-Treatment ABCA9 10350 37 17 66980239 66980239 Missense_Mutation SNP G A 4 124 c.4457C>T c.(4456-4458)GCG>GTG p.A1486V

Pat_32 Pre-Treatment KIF19 124602 37 17 72345404 72345404 Nonsense_Mutation SNP C T 3 42 c.1129C>T c.(1129-1131)CGA>TGA p.R377*

Pat_32 Pre-Treatment UBE2O 63893 37 17 74394972 74394972 Missense_Mutation SNP G A 110 156 c.1729C>T c.(1729-1731)CAC>TAC p.H577Y

Pat_32 Pre-Treatment MXRA7 439921 37 17 74673728 74673728 Missense_Mutation SNP G A 4 148 c.557C>T c.(556-558)ACG>ATG p.T186M

Pat_32 Pre-Treatment FOXK2 3607 37 17 80521342 80521342 Missense_Mutation SNP C T 4 81 c.532C>T c.(532-534)CAC>TAC p.H178Y

Pat_32 Pre-Treatment ZNF750 79755 37 17 80788214 80788214 Missense_Mutation SNP G A 4 67 c.1976C>T c.(1975-1977)CCG>CTG p.P659L

Pat_32 Pre-Treatment B3GNTL1 146712 37 17 80915107 80915107 Missense_Mutation SNP C T 4 112 c.880G>A c.(880-882)GTG>ATG p.V294M

Pat_32 Pre-Treatment EMILIN2 84034 37 18 2891084 2891084 Missense_Mutation SNP G A 4 181 c.959G>A c.(958-960)AGT>AAT p.S320N

Pat_32 Pre-Treatment LOC727896 727896 37 18 2946184 2946184 Missense_Mutation SNP C A 4 154 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_32 Pre-Treatment L3MBTL4 91133 37 18 5969427 5969427 Missense_Mutation SNP G A 4 128 c.1606C>T c.(1606-1608)CGG>TGG p.R536W

Pat_32 Pre-Treatment LAMA3 3909 37 18 21444806 21444806 Missense_Mutation SNP G A 4 81 c.4642G>A c.(4642-4644)GAC>AAC p.D1548N

Pat_32 Pre-Treatment PIAS2 9063 37 18 44426791 44426791 Missense_Mutation SNP G A 3 24 c.740C>T c.(739-741)CCG>CTG p.P247L

Pat_32 Pre-Treatment ZCCHC2 54877 37 18 60206998 60206998 Missense_Mutation SNP G A 3 31 c.1024G>A c.(1024-1026)GTG>ATG p.V342M

Pat_32 Pre-Treatment DSEL 92126 37 18 65180296 65180296 Missense_Mutation SNP C T 4 85 c.1580G>A c.(1579-1581)GGT>GAT p.G527D

Pat_32 Pre-Treatment CNDP2 55748 37 18 72178216 72178216 Missense_Mutation SNP G A 4 54 c.625G>A c.(625-627)GGC>AGC p.G209S

Pat_32 Pre-Treatment PPAP2C 8612 37 19 282265 282265 Nonsense_Mutation SNP G A 4 52 c.586C>T c.(586-588)CGA>TGA p.R196*

Pat_32 Pre-Treatment ZNF555 148254 37 19 2853168 2853168 Missense_Mutation SNP G A 4 82 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_32 Pre-Treatment PIP5K1C 23396 37 19 3664846 3664846 Missense_Mutation SNP C T 4 122 c.193G>A c.(193-195)GCA>ACA p.A65T

Pat_32 Pre-Treatment MUC16 94025 37 19 9015707 9015707 Missense_Mutation SNP T C 8 213 c.38116A>G c.(38116-38118)ACC>GCC p.T12706A

Pat_32 Pre-Treatment OR7G1 125962 37 19 9226304 9226304 Missense_Mutation SNP G A 4 174 c.136C>T c.(136-138)CTC>TTC p.L46F

Pat_32 Pre-Treatment CDC37 11140 37 19 10506759 10506759 Missense_Mutation SNP C T 4 123 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_32 Pre-Treatment ELAVL3 1995 37 19 11577437 11577437 Missense_Mutation SNP C T 4 72 c.215G>A c.(214-216)CGG>CAG p.R72Q

Pat_32 Pre-Treatment ECSIT 51295 37 19 11618827 11618827 Missense_Mutation SNP G A 4 139 c.775C>T c.(775-777)CCC>TCC p.P259S

Pat_32 Pre-Treatment ZNF788 388507 37 19 12221164 12221164 Translation_Start_Site SNP C T 4 154 c.-384C>T c.(-386--382)GACGA>GATGA

Pat_32 Pre-Treatment MAST1 22983 37 19 12978321 12978321 Missense_Mutation SNP G A 4 140 c.2173G>A c.(2173-2175)GAG>AAG p.E725K

Pat_32 Pre-Treatment EMR2 30817 37 19 14854519 14854519 Missense_Mutation SNP G A 4 149 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_32 Pre-Treatment NDUFA13 51079 37 19 19645867 19645867 Missense_Mutation SNP C T 4 165 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_32 Pre-Treatment DPY19L3 147991 37 19 32968457 32968457 Missense_Mutation SNP C T 4 94 c.1727C>T c.(1726-1728)GCG>GTG p.A576V

Pat_32 Pre-Treatment FXYD7 53822 37 19 35642576 35642576 Missense_Mutation SNP G A 4 121 c.220G>A c.(220-222)GCC>ACC p.A74T



Pat_32 Pre-Treatment FAM98C 147965 37 19 38895635 38895635 Missense_Mutation SNP G A 4 176 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_32 Pre-Treatment SUPT5H 6829 37 19 39949691 39949691 Missense_Mutation SNP G A 4 184 c.436G>A c.(436-438)GCC>ACC p.A146T

Pat_32 Pre-Treatment CEACAM4 1089 37 19 42131974 42131974 Splice_Site SNP C T 4 161 c.424_splice c.e2+1 p.Q142_splice

Pat_32 Pre-Treatment ERF 2077 37 19 42753240 42753240 Missense_Mutation SNP G A 5 61 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_32 Pre-Treatment LIPE 3991 37 19 42907123 42907123 Missense_Mutation SNP G A 4 86 c.2603C>T c.(2602-2604)ACG>ATG p.T868M

Pat_32 Pre-Treatment ZNF223 7766 37 19 44570873 44570873 Missense_Mutation SNP C T 4 128 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_32 Pre-Treatment PVR 5817 37 19 45157228 45157228 Missense_Mutation SNP G A 4 108 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_32 Pre-Treatment PRKD2 25865 37 19 47181690 47181690 Missense_Mutation SNP C T 4 42 c.2301G>A c.(2299-2301)ATG>ATA p.M767I

Pat_32 Pre-Treatment LMTK3 114783 37 19 49001471 49001471 Missense_Mutation SNP G A 16 23 c.2942C>T c.(2941-2943)CCC>CTC p.P981L

Pat_32 Pre-Treatment IL4I1 259307 37 19 50394307 50394307 Missense_Mutation SNP C T 4 100 c.694G>A c.(694-696)GTG>ATG p.V232M

Pat_32 Pre-Treatment ACPT 93650 37 19 51294940 51294940 Missense_Mutation SNP C T 4 160 c.331C>T c.(331-333)CGC>TGC p.R111C

Pat_32 Pre-Treatment KLK14 43847 37 19 51582802 51582802 Missense_Mutation SNP C T 3 26 c.418G>A c.(418-420)GGG>AGG p.G140R

Pat_32 Pre-Treatment SIGLEC7 27036 37 19 51649282 51649282 Missense_Mutation SNP C T 4 100 c.931C>T c.(931-933)CAC>TAC p.H311Y

Pat_32 Pre-Treatment SIGLEC6 946 37 19 52034213 52034213 Missense_Mutation SNP G A 4 94 c.428C>T c.(427-429)GCC>GTC p.A143V

Pat_32 Pre-Treatment FPR3 2359 37 19 52327161 52327161 Missense_Mutation SNP C T 4 133 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_32 Pre-Treatment ZNF528 84436 37 19 52918958 52918958 Missense_Mutation SNP G T 5 117 c.853G>T c.(853-855)GCA>TCA p.A285S

Pat_32 Pre-Treatment ZNF600 162966 37 19 53270632 53270632 Missense_Mutation SNP C T 4 84 c.377G>A c.(376-378)AGA>AAA p.R126K

Pat_32 Pre-Treatment ZNF320 162967 37 19 53384528 53384528 Missense_Mutation SNP C T 4 171 c.851G>A c.(850-852)CGA>CAA p.R284Q

Pat_32 Pre-Treatment LILRB2 10288 37 19 54783664 54783664 Missense_Mutation SNP G T 18 57 c.337C>A c.(337-339)CTG>ATG p.L113M

Pat_32 Pre-Treatment LILRA5 353514 37 19 54818709 54818709 Missense_Mutation SNP C T 22 58 c.889G>A c.(889-891)GCT>ACT p.A297T

Pat_32 Pre-Treatment LILRA2 11027 37 19 55086264 55086264 Missense_Mutation SNP C T 4 128 c.419C>T c.(418-420)ACC>ATC p.T140I

Pat_32 Pre-Treatment RPL28 6158 37 19 55897956 55897956 Missense_Mutation SNP G A 4 140 c.100G>A c.(100-102)GCC>ACC p.A34T

Pat_32 Pre-Treatment ZNF256 10172 37 19 58455313 58455313 Missense_Mutation SNP G A 4 123 c.149C>T c.(148-150)ACA>ATA p.T50I

Pat_32 Pre-Treatment ZNF135 7694 37 19 58574832 58574832 Missense_Mutation SNP C T 4 71 c.179C>T c.(178-180)CCG>CTG p.P60L

Pat_32 Pre-Treatment KCNS3 3790 37 2 18113071 18113071 Missense_Mutation SNP T C 32 67 c.796T>C c.(796-798)TTC>CTC p.F266L

Pat_32 Pre-Treatment MFSD2B 388931 37 2 24246538 24246538 Missense_Mutation SNP G A 4 182 c.1255G>A c.(1255-1257)GTC>ATC p.V419I

Pat_32 Pre-Treatment ASXL2 55252 37 2 25965173 25965173 Missense_Mutation SNP C T 8 53 c.4033G>A c.(4033-4035)GTA>ATA p.V1345I

Pat_32 Pre-Treatment C2orf70 339778 37 2 26798955 26798955 Missense_Mutation SNP G A 4 178 c.260G>A c.(259-261)AGC>AAC p.S87N

Pat_32 Pre-Treatment ABHD1 84696 37 2 27352448 27352448 Missense_Mutation SNP C T 4 147 c.571C>T c.(571-573)CGT>TGT p.R191C

Pat_32 Pre-Treatment C2orf16 84226 37 2 27804355 27804355 Missense_Mutation SNP G A 5 244 c.4916G>A c.(4915-4917)CGC>CAC p.R1639H

Pat_32 Pre-Treatment SOS1 6654 37 2 39213384 39213384 Nonsense_Mutation SNP G A 4 109 c.3583C>T c.(3583-3585)CGA>TGA p.R1195*

Pat_32 Pre-Treatment C2orf42 54980 37 2 70409005 70409005 Missense_Mutation SNP C T 4 88 c.113G>A c.(112-114)CGG>CAG p.R38Q

Pat_32 Pre-Treatment C2orf78 388960 37 2 74043857 74043857 Missense_Mutation SNP G A 3 69 c.2507G>A c.(2506-2508)CGG>CAG p.R836Q

Pat_32 Pre-Treatment MOGS 7841 37 2 74689115 74689115 Nonsense_Mutation SNP G A 4 138 c.1801C>T c.(1801-1803)CGA>TGA p.R601*

Pat_32 Pre-Treatment CCDC142 84865 37 2 74708602 74708602 Missense_Mutation SNP G A 4 108 c.1085C>T c.(1084-1086)TCG>TTG p.S362L

Pat_32 Pre-Treatment ADRA2B 151 37 2 96781147 96781147 Missense_Mutation SNP C T 3 37 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_32 Pre-Treatment IL18R1 8809 37 2 102988526 102988526 Missense_Mutation SNP C T 3 55 c.416C>T c.(415-417)ACC>ATC p.T139I

Pat_32 Pre-Treatment POLR1B 84172 37 2 113333092 113333092 Missense_Mutation SNP C T 4 127 c.3194C>T c.(3193-3195)TCG>TTG p.S1065L

Pat_32 Pre-Treatment FAM168B 130074 37 2 131813136 131813136 Missense_Mutation SNP G A 4 133 c.287C>T c.(286-288)CCG>CTG p.P96L

Pat_32 Pre-Treatment LYPD6 130574 37 2 150325225 150325225 Missense_Mutation SNP G A 6 309 c.284G>A c.(283-285)CGC>CAC p.R95H

Pat_32 Pre-Treatment NR4A2 4929 37 2 157183339 157183339 Missense_Mutation SNP G A 4 182 c.1252C>T c.(1252-1254)CGG>TGG p.R418W

Pat_32 Pre-Treatment FIGN 55137 37 2 164468067 164468067 Missense_Mutation SNP G A 5 198 c.275C>T c.(274-276)TCG>TTG p.S92L

Pat_32 Pre-Treatment OSBPL6 114880 37 2 179248776 179248776 Missense_Mutation SNP C T 5 182 c.1886C>T c.(1885-1887)GCC>GTC p.A629V

Pat_32 Pre-Treatment TTN 7273 37 2 179623711 179623711 Missense_Mutation SNP C T 4 69 c.10303G>A c.(10303-10305)GCT>ACT p.A3435T

Pat_32 Pre-Treatment TTN 7273 37 2 179640583 179640583 Missense_Mutation SNP C T 4 138 c.6008G>A c.(6007-6009)CGC>CAC p.R2003H

Pat_32 Pre-Treatment COL5A2 1290 37 2 189904043 189904043 Missense_Mutation SNP G A 4 121 c.3880C>T c.(3880-3882)CGC>TGC p.R1294C

Pat_32 Pre-Treatment PGAP1 80055 37 2 197708675 197708675 Missense_Mutation SNP T C 39 55 c.2462A>G c.(2461-2463)AAC>AGC p.N821S



Pat_32 Pre-Treatment C2orf69 205327 37 2 200790460 200790460 Missense_Mutation SNP C T 4 187 c.1009C>T c.(1009-1011)CGT>TGT p.R337C

Pat_32 Pre-Treatment PARD3B 117583 37 2 206480461 206480461 Missense_Mutation SNP G A 4 85 c.3542G>A c.(3541-3543)CGT>CAT p.R1181H

Pat_32 Pre-Treatment TNS1 7145 37 2 218762676 218762676 Missense_Mutation SNP G A 3 28 c.13C>T c.(13-15)CGG>TGG p.R5W

Pat_32 Pre-Treatment TTLL4 9654 37 2 219617532 219617532 Missense_Mutation SNP G A 4 185 c.3023G>A c.(3022-3024)CGG>CAG p.R1008Q

Pat_32 Pre-Treatment STK11IP 114790 37 2 220466052 220466052 Missense_Mutation SNP G A 4 95 c.190G>A c.(190-192)GGC>AGC p.G64S

Pat_32 Pre-Treatment GIGYF2 26058 37 2 233684688 233684688 Missense_Mutation SNP G A 4 92 c.2522G>A c.(2521-2523)CGC>CAC p.R841H

Pat_32 Pre-Treatment DGKD 8527 37 2 234346033 234346033 Missense_Mutation SNP C T 15 46 c.830C>T c.(829-831)TCG>TTG p.S277L

Pat_32 Pre-Treatment SH3BP4 23677 37 2 235950569 235950569 Missense_Mutation SNP G C 3 14 c.1156G>C c.(1156-1158)GAG>CAG p.E386Q

Pat_32 Pre-Treatment THAP4 51078 37 2 242542416 242542416 Missense_Mutation SNP G T 4 124 c.1479C>A c.(1477-1479)AAC>AAA p.N493K

Pat_32 Pre-Treatment SIRPA 140885 37 20 1902292 1902292 Missense_Mutation SNP G A 7 88 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_32 Pre-Treatment SIRPA 140885 37 20 1902301 1902301 Missense_Mutation SNP G A 11 101 c.697G>A c.(697-699)GTC>ATC p.V233I

Pat_32 Pre-Treatment TGM3 7053 37 20 2308780 2308780 Missense_Mutation SNP G A 4 115 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_32 Pre-Treatment VPS16 64601 37 20 2845822 2845822 Missense_Mutation SNP G A 4 161 c.2033G>A c.(2032-2034)CGG>CAG p.R678Q

Pat_32 Pre-Treatment ProSAPiP1 9762 37 20 3145179 3145179 Missense_Mutation SNP G A 4 86 c.1943C>T c.(1942-1944)ACG>ATG p.T648M

Pat_32 Pre-Treatment C20orf191 149934 37 20 26084295 26084295 Missense_Mutation SNP C T 3 47 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_32 Pre-Treatment RBL1 5933 37 20 35635837 35635837 Missense_Mutation SNP C T 4 156 c.2848G>A c.(2848-2850)GAC>AAC p.D950N

Pat_32 Pre-Treatment WISP2 8839 37 20 43348589 43348589 Nonsense_Mutation SNP C T 5 216 c.112C>T c.(112-114)CGA>TGA p.R38*

Pat_32 Pre-Treatment PABPC1L 80336 37 20 43566707 43566707 Missense_Mutation SNP C T 4 168 c.1651C>T c.(1651-1653)CGT>TGT p.R551C

Pat_32 Pre-Treatment PLTP 5360 37 20 44533619 44533619 Missense_Mutation SNP G A 4 194 c.844C>T c.(844-846)CGG>TGG p.R282W

Pat_32 Pre-Treatment C20orf195 79025 37 20 62187846 62187846 Missense_Mutation SNP G A 6 364 c.830G>A c.(829-831)CGA>CAA p.R277Q

Pat_32 Pre-Treatment ZGPAT 84619 37 20 62366126 62366126 Missense_Mutation SNP G A 4 138 c.1001G>A c.(1000-1002)CGA>CAA p.R334Q

Pat_32 Pre-Treatment ZNF512B 57473 37 20 62593986 62593986 Nonsense_Mutation SNP C T 4 46 c.2117G>A c.(2116-2118)TGG>TAG p.W706*

Pat_32 Pre-Treatment DOPEY2 9980 37 21 37609674 37609674 Missense_Mutation SNP G A 4 104 c.2737G>A c.(2737-2739)GAG>AAG p.E913K

Pat_32 Pre-Treatment DYRK1A 1859 37 21 38862710 38862710 Missense_Mutation SNP C T 4 168 c.898C>T c.(898-900)CGC>TGC p.R300C

Pat_32 Pre-Treatment RIPK4 54101 37 21 43161318 43161318 Missense_Mutation SNP G A 4 120 c.2035C>T c.(2035-2037)CGC>TGC p.R679C

Pat_32 Pre-Treatment CBS 875 37 21 44478298 44478298 Missense_Mutation SNP G A 4 128 c.1424C>T c.(1423-1425)CCG>CTG p.P475L

Pat_32 Pre-Treatment RRP1 8568 37 21 45219501 45219501 Missense_Mutation SNP G A 4 52 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_32 Pre-Treatment ADARB1 104 37 21 46596515 46596515 Missense_Mutation SNP A T 5 148 c.899A>T c.(898-900)CAC>CTC p.H300L

Pat_32 Pre-Treatment DIP2A 23181 37 21 47987479 47987479 Missense_Mutation SNP C T 4 143 c.4660C>T c.(4660-4662)CGG>TGG p.R1554W

Pat_32 Pre-Treatment 5-Sep 5413 37 22 19708173 19708173 Missense_Mutation SNP G A 4 88 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_32 Pre-Treatment 5-Sep 5413 37 22 19709223 19709223 Missense_Mutation SNP G A 4 105 c.778G>A c.(778-780)GTC>ATC p.V260I

Pat_32 Pre-Treatment TOP3B 8940 37 22 22326305 22326305 Missense_Mutation SNP C T 4 163 c.328G>A c.(328-330)GAC>AAC p.D110N

Pat_32 Pre-Treatment MYO18B 84700 37 22 26423222 26423222 Missense_Mutation SNP C T 4 144 c.7282C>T c.(7282-7284)CTC>TTC p.L2428F

Pat_32 Pre-Treatment EWSR1 2130 37 22 29684603 29684603 Nonsense_Mutation SNP C T 5 137 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_32 Pre-Treatment CABP7 164633 37 22 30123680 30123680 Missense_Mutation SNP C T 4 140 c.139C>T c.(139-141)CGT>TGT p.R47C

Pat_32 Pre-Treatment DEPDC5 9681 37 22 32198806 32198806 Nonsense_Mutation SNP C T 4 182 c.1063C>T c.(1063-1065)CAG>TAG p.Q355*

Pat_32 Pre-Treatment DNAJB7 150353 37 22 41257776 41257776 Missense_Mutation SNP C T 5 230 c.223G>A c.(223-225)GGA>AGA p.G75R

Pat_32 Pre-Treatment C22orf9 23313 37 22 45601715 45601715 Missense_Mutation SNP C T 4 34 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_32 Pre-Treatment GRAMD4 23151 37 22 47054119 47054119 Missense_Mutation SNP G A 3 58 c.319G>A c.(319-321)GCG>ACG p.A107T

Pat_32 Pre-Treatment BRD1 23774 37 22 50187865 50187865 Missense_Mutation SNP C T 4 90 c.2176G>A c.(2176-2178)GAC>AAC p.D726N

Pat_32 Pre-Treatment NCAPH2 29781 37 22 50954903 50954903 Missense_Mutation SNP G A 4 126 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_32 Pre-Treatment CPT1B 1375 37 22 51008832 51008832 Missense_Mutation SNP G A 3 46 c.2032C>T c.(2032-2034)CTC>TTC p.L678F

Pat_32 Pre-Treatment ITPR1 3708 37 3 4810392 4810392 Nonsense_Mutation SNP C T 4 164 c.5779C>T c.(5779-5781)CAG>TAG p.Q1927*

Pat_32 Pre-Treatment GRM7 2917 37 3 7503321 7503321 Missense_Mutation SNP G A 5 210 c.1427G>A c.(1426-1428)CGT>CAT p.R476H

Pat_32 Pre-Treatment SGOL1 151648 37 3 20216232 20216232 Missense_Mutation SNP G A 4 148 c.791C>T c.(790-792)ACG>ATG p.T264M

Pat_32 Pre-Treatment TGFBR2 7048 37 3 30713843 30713843 Missense_Mutation SNP G A 6 373 c.1168G>A c.(1168-1170)GAC>AAC p.D390N

Pat_32 Pre-Treatment CLASP2 23122 37 3 33644501 33644501 Missense_Mutation SNP C T 5 11 c.1867G>A c.(1867-1869)GTG>ATG p.V623M



Pat_32 Pre-Treatment TRANK1 9881 37 3 36875205 36875205 Missense_Mutation SNP T A 25 47 c.4087A>T c.(4087-4089)AAC>TAC p.N1363Y

Pat_32 Pre-Treatment DLEC1 9940 37 3 38163567 38163567 Nonsense_Mutation SNP C T 3 26 c.5026C>T c.(5026-5028)CAG>TAG p.Q1676*

Pat_32 Pre-Treatment WDR48 57599 37 3 39104667 39104667 Missense_Mutation SNP G A 4 181 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_32 Pre-Treatment NKTR 4820 37 3 42676768 42676768 Missense_Mutation SNP G A 4 115 c.1073G>A c.(1072-1074)AGC>AAC p.S358N

Pat_32 Pre-Treatment NBEAL2 23218 37 3 47049615 47049615 Missense_Mutation SNP G A 4 79 c.7658G>A c.(7657-7659)GGG>GAG p.G2553E

Pat_32 Pre-Treatment CELSR3 1951 37 3 48698077 48698077 Missense_Mutation SNP G A 4 81 c.1991C>T c.(1990-1992)GCT>GTT p.A664V

Pat_32 Pre-Treatment NDUFAF3 25915 37 3 49060595 49060595 Missense_Mutation SNP C T 4 139 c.545C>T c.(544-546)GCT>GTT p.A182V

Pat_32 Pre-Treatment QRICH1 54870 37 3 49094328 49094329 Missense_Mutation DNP CT TG 3 50 c.1304_1305AG>CAc.(1303-1305)CAG>CCA p.Q435P

Pat_32 Pre-Treatment GNAT1 2779 37 3 50231059 50231059 Missense_Mutation SNP C A 3 70 c.412C>A c.(412-414)CGC>AGC p.R138S

Pat_32 Pre-Treatment ITIH4 3700 37 3 52851074 52851074 Missense_Mutation SNP C T 4 73 c.2297G>A c.(2296-2298)GGG>GAG p.G766E

Pat_32 Pre-Treatment ATXN7 6314 37 3 63981293 63981293 Missense_Mutation SNP G A 4 162 c.1795G>A c.(1795-1797)GTC>ATC p.V599I

Pat_32 Pre-Treatment CNTN3 5067 37 3 74313619 74313619 Missense_Mutation SNP G A 4 119 c.3020C>T c.(3019-3021)TCG>TTG p.S1007L

Pat_32 Pre-Treatment CCDC80 151887 37 3 112358361 112358361 Missense_Mutation SNP C T 4 163 c.392G>A c.(391-393)CGT>CAT p.R131H

Pat_32 Pre-Treatment ARHGAP31 57514 37 3 119118063 119118063 Nonsense_Mutation SNP C T 5 65 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_32 Pre-Treatment ARHGAP31 57514 37 3 119134452 119134452 Missense_Mutation SNP G A 6 36 c.3676G>A c.(3676-3678)GTT>ATT p.V1226I

Pat_32 Pre-Treatment GOLGB1 2804 37 3 121415795 121415795 Missense_Mutation SNP C T 4 143 c.3560G>A c.(3559-3561)CGC>CAC p.R1187H

Pat_32 Pre-Treatment SEMA5B 54437 37 3 122634464 122634464 Missense_Mutation SNP C T 4 26 c.1811G>A c.(1810-1812)CGG>CAG p.R604Q

Pat_32 Pre-Treatment SEMA5B 54437 37 3 122646735 122646735 Missense_Mutation SNP G A 4 52 c.752C>T c.(751-753)ACG>ATG p.T251M

Pat_32 Pre-Treatment AMOTL2 51421 37 3 134086424 134086424 Missense_Mutation SNP C T 4 187 c.1130G>A c.(1129-1131)AGG>AAG p.R377K

Pat_32 Pre-Treatment SGEF 26084 37 3 153972602 153972602 Missense_Mutation SNP G A 4 192 c.2462G>A c.(2461-2463)CGT>CAT p.R821H

Pat_32 Pre-Treatment WHSC1 7468 37 4 1980497 1980497 Missense_Mutation SNP G A 4 93 c.3959G>A c.(3958-3960)CGG>CAG p.R1320Q

Pat_32 Pre-Treatment GRK4 2868 37 4 2986281 2986281 Missense_Mutation SNP G A 17 70 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_32 Pre-Treatment EVC 2121 37 4 5806511 5806511 Missense_Mutation SNP C T 4 127 c.2504C>T c.(2503-2505)TCG>TTG p.S835L

Pat_32 Pre-Treatment ABLIM2 84448 37 4 8010776 8010776 Splice_Site SNP C T 4 148 c.1377_splice c.e14+1 p.K459_splice

Pat_32 Pre-Treatment ZNF518B 85460 37 4 10446269 10446269 Missense_Mutation SNP G A 4 60 c.1684C>T c.(1684-1686)CCT>TCT p.P562S

Pat_32 Pre-Treatment GPR125 166647 37 4 22422643 22422643 Missense_Mutation SNP C T 5 277 c.1675G>A c.(1675-1677)GTG>ATG p.V559M

Pat_32 Pre-Treatment DHX15 1665 37 4 24572443 24572443 Nonsense_Mutation SNP G A 5 63 c.535C>T c.(535-537)CGA>TGA p.R179*

Pat_32 Pre-Treatment RBM47 54502 37 4 40439807 40439807 Missense_Mutation SNP G C 3 72 c.1104C>G c.(1102-1104)AAC>AAG p.N368K

Pat_32 Pre-Treatment LNX1 84708 37 4 54374317 54374317 Missense_Mutation SNP G A 4 49 c.458C>T c.(457-459)GCG>GTG p.A153V

Pat_32 Pre-Treatment AMBN 258 37 4 71471998 71471998 Missense_Mutation SNP G A 4 61 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_32 Pre-Treatment SLC4A4 8671 37 4 72316945 72316945 Missense_Mutation SNP G T 46 191 c.1249G>T c.(1249-1251)GGG>TGG p.G417W

Pat_32 Pre-Treatment FRAS1 80144 37 4 79399122 79399122 Missense_Mutation SNP G A 4 59 c.8005G>A c.(8005-8007)GAT>AAT p.D2669N

Pat_32 Pre-Treatment HERC5 51191 37 4 89388313 89388313 Missense_Mutation SNP C T 4 143 c.1015C>T c.(1015-1017)CCG>TCG p.P339S

Pat_32 Pre-Treatment TET2 54790 37 4 106157980 106157980 Missense_Mutation SNP G A 4 112 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_32 Pre-Treatment KIAA1109 84162 37 4 123160786 123160786 Missense_Mutation SNP C T 5 243 c.3949C>T c.(3949-3951)CGT>TGT p.R1317C

Pat_32 Pre-Treatment TTC29 83894 37 4 147628661 147628661 Missense_Mutation SNP G A 16 32 c.1373C>T c.(1372-1374)TCA>TTA p.S458L

Pat_32 Pre-Treatment PET112L 5188 37 4 152601041 152601041 Missense_Mutation SNP G A 4 172 c.1334C>T c.(1333-1335)CCT>CTT p.P445L

Pat_32 Pre-Treatment PLRG1 5356 37 4 155459133 155459133 Missense_Mutation SNP G A 4 178 c.1279C>T c.(1279-1281)CTT>TTT p.L427F

Pat_32 Pre-Treatment SPATA4 132851 37 4 177114113 177114113 Nonsense_Mutation SNP G A 4 100 c.463C>T c.(463-465)CGA>TGA p.R155*

Pat_32 Pre-Treatment FAT1 2195 37 4 187557879 187557879 Missense_Mutation SNP C T 6 315 c.3832G>A c.(3832-3834)GAC>AAC p.D1278N

Pat_32 Pre-Treatment LPCAT1 79888 37 5 1489956 1489956 Missense_Mutation SNP G A 8 325 c.511C>T c.(511-513)CGG>TGG p.R171W

Pat_32 Pre-Treatment MRPL36 64979 37 5 1798797 1798797 Missense_Mutation SNP G A 4 144 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_32 Pre-Treatment DNAJC21 134218 37 5 34937509 34937509 Nonsense_Mutation SNP C T 16 24 c.517C>T c.(517-519)CGA>TGA p.R173*

Pat_32 Pre-Treatment NIPBL 25836 37 5 36986086 36986086 Missense_Mutation SNP C T 32 69 c.2804C>T c.(2803-2805)CCT>CTT p.P935L

Pat_32 Pre-Treatment EGFLAM 133584 37 5 38425067 38425067 Splice_Site SNP A T 4 50 c.1685_splice c.e13-2 p.G562_splice

Pat_32 Pre-Treatment MAST4 375449 37 5 66459110 66459110 Missense_Mutation SNP G A 4 133 c.3536G>A c.(3535-3537)CGA>CAA p.R1179Q

Pat_32 Pre-Treatment RGNEF 64283 37 5 73072487 73072487 Missense_Mutation SNP G A 5 256 c.806G>A c.(805-807)CGG>CAG p.R269Q



Pat_32 Pre-Treatment DMGDH 29958 37 5 78347109 78347109 Splice_Site SNP C T 4 123 c.745_splice c.e5+1 p.G249_splice

Pat_32 Pre-Treatment NR2F1 7025 37 5 92923685 92923685 Missense_Mutation SNP G A 4 173 c.526G>A c.(526-528)GGG>AGG p.G176R

Pat_32 Pre-Treatment CAST 831 37 5 96090398 96090398 Missense_Mutation SNP G A 4 78 c.1414G>A c.(1414-1416)GAA>AAA p.E472K

Pat_32 Pre-Treatment CHD1 1105 37 5 98229259 98229259 Nonsense_Mutation SNP G A 4 110 c.1852C>T c.(1852-1854)CGA>TGA p.R618*

Pat_32 Pre-Treatment PPIP5K2 23262 37 5 102503001 102503001 Missense_Mutation SNP G A 4 136 c.2039G>A c.(2038-2040)CGA>CAA p.R680Q

Pat_32 Pre-Treatment WDR36 134430 37 5 110448839 110448839 Missense_Mutation SNP C T 4 132 c.1951C>T c.(1951-1953)CTT>TTT p.L651F

Pat_32 Pre-Treatment ALDH7A1 501 37 5 125929071 125929071 Missense_Mutation SNP T G 5 178 c.218A>C c.(217-219)AAC>ACC p.N73T

Pat_32 Pre-Treatment SLC12A2 6558 37 5 127493771 127493771 Missense_Mutation SNP C T 4 83 c.2390C>T c.(2389-2391)GCT>GTT p.A797V

Pat_32 Pre-Treatment SLC27A6 28965 37 5 128324361 128324361 Missense_Mutation SNP G T 4 127 c.754G>T c.(754-756)GGT>TGT p.G252C

Pat_32 Pre-Treatment IL5 3567 37 5 131879182 131879182 Translation_Start_Site SNP G A 3 63 c.-11C>T c.(-13--9)AACGT>AATGT

Pat_32 Pre-Treatment TXNDC15 79770 37 5 134229210 134229210 Missense_Mutation SNP G A 5 302 c.620G>A c.(619-621)GGT>GAT p.G207D

Pat_32 Pre-Treatment KLHL3 26249 37 5 136969816 136969816 Missense_Mutation SNP G A 3 84 c.1360C>T c.(1360-1362)CGC>TGC p.R454C

Pat_32 Pre-Treatment KIF20A 10112 37 5 137519954 137519954 Missense_Mutation SNP G A 5 242 c.1379G>A c.(1378-1380)CGT>CAT p.R460H

Pat_32 Pre-Treatment CDC25C 995 37 5 137666711 137666711 Missense_Mutation SNP A T 4 150 c.159T>A c.(157-159)TTT>TTA p.F53L

Pat_32 Pre-Treatment PSD2 84249 37 5 139201522 139201522 Missense_Mutation SNP G A 5 189 c.1142G>A c.(1141-1143)CGT>CAT p.R381H

Pat_32 Pre-Treatment HARS2 23438 37 5 140076194 140076194 Missense_Mutation SNP G A 4 78 c.821G>A c.(820-822)TGT>TAT p.C274Y

Pat_32 Pre-Treatment PCDHB15 56121 37 5 140627271 140627271 Missense_Mutation SNP G A 4 175 c.2125G>A c.(2125-2127)GTG>ATG p.V709M

Pat_32 Pre-Treatment PCDH1 5097 37 5 141244687 141244687 Missense_Mutation SNP G T 4 135 c.1209C>A c.(1207-1209)AAC>AAA p.N403K

Pat_32 Pre-Treatment ANXA6 309 37 5 150498887 150498887 Missense_Mutation SNP C T 4 101 c.1412G>A c.(1411-1413)CGG>CAG p.R471Q

Pat_32 Pre-Treatment C5orf4 10826 37 5 154199982 154199982 Missense_Mutation SNP G A 4 126 c.896C>T c.(895-897)ACT>ATT p.T299I

Pat_32 Pre-Treatment TIMD4 91937 37 5 156378634 156378634 Missense_Mutation SNP C T 4 121 c.568G>A c.(568-570)GTC>ATC p.V190I

Pat_32 Pre-Treatment SLIT3 6586 37 5 168112718 168112718 Nonsense_Mutation SNP G A 3 49 c.3529C>T c.(3529-3531)CGA>TGA p.R1177*

Pat_32 Pre-Treatment BTN2A3 54718 37 6 26423221 26423221 Missense_Mutation SNP C T 4 144 c.140C>T c.(139-141)ACG>ATG p.T47M

Pat_32 Pre-Treatment BAT5 7920 37 6 31655427 31655427 Missense_Mutation SNP C A 4 43 c.1538G>T c.(1537-1539)TGG>TTG p.W513L

Pat_32 Pre-Treatment EGFL8 80864 37 6 32135716 32135716 Missense_Mutation SNP G A 4 167 c.865G>A c.(865-867)GGC>AGC p.G289S

Pat_32 Pre-Treatment PHF1 5252 37 6 33382064 33382064 Missense_Mutation SNP G A 4 107 c.797G>A c.(796-798)TGT>TAT p.C266Y

Pat_32 Pre-Treatment SCUBE3 222663 37 6 35210996 35210996 Missense_Mutation SNP G A 4 52 c.1892G>A c.(1891-1893)CGT>CAT p.R631H

Pat_32 Pre-Treatment FKBP5 2289 37 6 35604904 35604904 Missense_Mutation SNP G A 3 70 c.137C>T c.(136-138)ACG>ATG p.T46M

Pat_32 Pre-Treatment TREML1 340205 37 6 41117416 41117416 Missense_Mutation SNP C T 3 54 c.862G>A c.(862-864)GGA>AGA p.G288R

Pat_32 Pre-Treatment ZNF318 24149 37 6 43323731 43323731 Missense_Mutation SNP C A 4 45 c.1341G>T c.(1339-1341)CAG>CAT p.Q447H

Pat_32 Pre-Treatment SLC25A27 9481 37 6 46632515 46632515 Missense_Mutation SNP C T 4 36 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_32 Pre-Treatment TNFRSF21 27242 37 6 47253929 47253929 Missense_Mutation SNP G A 5 272 c.499C>T c.(499-501)CGG>TGG p.R167W

Pat_32 Pre-Treatment IL17A 3605 37 6 52054023 52054023 Missense_Mutation SNP G A 4 82 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_32 Pre-Treatment MCM3 4172 37 6 52138606 52138606 Missense_Mutation SNP G A 4 109 c.1483C>T c.(1483-1485)CGG>TGG p.R495W

Pat_32 Pre-Treatment RARS2 57038 37 6 88229427 88229427 Splice_Site SNP T A 4 54 c.1113_splice c.e14-1 p.R371_splice

Pat_32 Pre-Treatment HDDC2 51020 37 6 125623283 125623283 Splice_Site SNP C T 3 9 c.-203_splice c.e1-1

Pat_32 Pre-Treatment THEMIS 387357 37 6 128150855 128150855 Missense_Mutation SNP G T 4 107 c.475C>A c.(475-477)CAA>AAA p.Q159K

Pat_32 Pre-Treatment LAMA2 3908 37 6 129824276 129824276 Missense_Mutation SNP G A 4 125 c.8398G>A c.(8398-8400)GGC>AGC p.G2800S

Pat_32 Pre-Treatment PDE7B 27115 37 6 136476819 136476819 Missense_Mutation SNP G A 4 48 c.634G>A c.(634-636)GCA>ACA p.A212T

Pat_32 Pre-Treatment HECA 51696 37 6 139487505 139487505 Missense_Mutation SNP A G 3 82 c.356A>G c.(355-357)AAC>AGC p.N119S

Pat_32 Pre-Treatment ULBP1 80329 37 6 150290465 150290465 Missense_Mutation SNP G T 5 90 c.594G>T c.(592-594)TTG>TTT p.L198F

Pat_32 Pre-Treatment MTHFD1L 25902 37 6 151281463 151281463 Missense_Mutation SNP C T 3 54 c.1856C>T c.(1855-1857)ACG>ATG p.T619M

Pat_32 Pre-Treatment IGF2R 3482 37 6 160468929 160468929 Missense_Mutation SNP G A 4 48 c.2335G>A c.(2335-2337)GAC>AAC p.D779N

Pat_32 Pre-Treatment HEATR2 54919 37 7 813785 813785 Missense_Mutation SNP G A 4 90 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_32 Pre-Treatment GPR146 115330 37 7 1097539 1097539 Missense_Mutation SNP G A 4 171 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_32 Pre-Treatment CHST12 55501 37 7 2473010 2473010 Missense_Mutation SNP G A 5 186 c.736G>A c.(736-738)GAC>AAC p.D246N

Pat_32 Pre-Treatment LFNG 3955 37 7 2565976 2565976 Missense_Mutation SNP G A 4 171 c.920G>A c.(919-921)CGC>CAC p.R307H



Pat_32 Pre-Treatment EIF2AK1 27102 37 7 6078293 6078293 Missense_Mutation SNP G A 4 104 c.1129C>T c.(1129-1131)CAC>TAC p.H377Y

Pat_32 Pre-Treatment EIF2AK1 27102 37 7 6094198 6094198 Missense_Mutation SNP G A 4 151 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_32 Pre-Treatment ETV1 2115 37 7 13971154 13971154 Missense_Mutation SNP C T 5 96 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_32 Pre-Treatment IGF2BP3 10643 37 7 23353172 23353172 Missense_Mutation SNP G A 4 183 c.1496C>T c.(1495-1497)GCT>GTT p.A499V

Pat_32 Pre-Treatment AVL9 23080 37 7 32609732 32609732 Missense_Mutation SNP G A 6 490 c.1316G>A c.(1315-1317)CGA>CAA p.R439Q

Pat_32 Pre-Treatment GCK 2645 37 7 44191932 44191932 Missense_Mutation SNP C T 4 179 c.301G>A c.(301-303)GTG>ATG p.V101M

Pat_32 Pre-Treatment CAMK2B 816 37 7 44294171 44294171 Missense_Mutation SNP G A 4 161 c.311C>T c.(310-312)GCG>GTG p.A104V

Pat_32 Pre-Treatment WBSCR17 64409 37 7 71177125 71177125 Missense_Mutation SNP C G 20 77 c.1791C>G c.(1789-1791)ATC>ATG p.I597M

Pat_32 Pre-Treatment SEMA3D 223117 37 7 84694808 84694808 Missense_Mutation SNP C T 104 51 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_32 Pre-Treatment PON2 5445 37 7 95035519 95035519 Missense_Mutation SNP T G 272 129 c.818A>C c.(817-819)GAT>GCT p.D273A

Pat_32 Pre-Treatment BRI3 25798 37 7 97920524 97920524 Missense_Mutation SNP G A 4 144 c.347G>A c.(346-348)CGA>CAA p.R116Q

Pat_32 Pre-Treatment ZKSCAN5 23660 37 7 99129309 99129309 Nonsense_Mutation SNP C T 5 162 c.1957C>T c.(1957-1959)CGA>TGA p.R653*

Pat_32 Pre-Treatment C7orf43 55262 37 7 99755485 99755485 Missense_Mutation SNP G T 4 163 c.488C>A c.(487-489)CCA>CAA p.P163Q

Pat_32 Pre-Treatment C7orf61 402573 37 7 100061062 100061062 Missense_Mutation SNP G A 5 368 c.311C>T c.(310-312)CCG>CTG p.P104L

Pat_32 Pre-Treatment FBXO24 26261 37 7 100184264 100184264 Missense_Mutation SNP G A 7 261 c.16G>A c.(16-18)GTC>ATC p.V6I

Pat_32 Pre-Treatment MUC17 140453 37 7 100691297 100691297 Missense_Mutation SNP C T 4 149 c.12436C>T c.(12436-12438)CGC>TGC p.R4146C

Pat_32 Pre-Treatment MYL10 93408 37 7 101256769 101256769 Missense_Mutation SNP C T 4 171 c.667G>A c.(667-669)GAA>AAA p.E223K

Pat_32 Pre-Treatment ASB15 142685 37 7 123267235 123267235 Missense_Mutation SNP G A 6 197 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_32 Pre-Treatment TNPO3 23534 37 7 128633886 128633886 Missense_Mutation SNP A T 26 157 c.1241T>A c.(1240-1242)ATA>AAA p.I414K

Pat_32 Pre-Treatment ZC3HC1 51530 37 7 129668867 129668867 Nonsense_Mutation SNP G A 4 77 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_32 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 125 70 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_32 Pre-Treatment CLCN1 1180 37 7 143029823 143029823 Missense_Mutation SNP C T 7 491 c.1258C>T c.(1258-1260)CCC>TCC p.P420S

Pat_32 Pre-Treatment SSPO 23145 37 7 149474091 149474091 Missense_Mutation SNP G A 4 148 c.301G>A c.(301-303)GCC>ACC p.A101T

Pat_32 Pre-Treatment NOS3 4846 37 7 150707839 150707839 Missense_Mutation SNP G A 4 118 c.2840G>A c.(2839-2841)AGC>AAC p.S947N

Pat_32 Pre-Treatment SLC4A2 6522 37 7 150761787 150761787 Missense_Mutation SNP C T 4 90 c.392C>T c.(391-393)GCC>GTC p.A131V

Pat_32 Pre-Treatment PTPRN2 5799 37 7 157926656 157926656 Missense_Mutation SNP C A 10 93 c.1269G>T c.(1267-1269)ATG>ATT p.M423I

Pat_32 Pre-Treatment RP1L1 94137 37 8 10470173 10470173 Missense_Mutation SNP C T 3 26 c.1435G>A c.(1435-1437)GGG>AGG p.G479R

Pat_32 Pre-Treatment RAB11FIP1 80223 37 8 37729460 37729460 Missense_Mutation SNP C T 5 188 c.2860G>A c.(2860-2862)GAT>AAT p.D954N

Pat_32 Pre-Treatment TACC1 6867 37 8 38677330 38677330 Missense_Mutation SNP G A 4 113 c.568G>A c.(568-570)GCC>ACC p.A190T

Pat_32 Pre-Treatment IDO1 3620 37 8 39780096 39780096 Missense_Mutation SNP C T 13 44 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_32 Pre-Treatment LYPLA1 10434 37 8 54960666 54960666 Missense_Mutation SNP C G 4 127 c.652G>C c.(652-654)GTC>CTC p.V218L

Pat_32 Pre-Treatment KCNB2 9312 37 8 73850301 73850301 Missense_Mutation SNP G A 5 114 c.2711G>A c.(2710-2712)TGT>TAT p.C904Y

Pat_32 Pre-Treatment RPL7 6129 37 8 74203856 74203856 Missense_Mutation SNP G T 4 114 c.469C>A c.(469-471)CGT>AGT p.R157S

Pat_32 Pre-Treatment KLF10 7071 37 8 103663709 103663709 Missense_Mutation SNP G A 31 49 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_32 Pre-Treatment RIMS2 9699 37 8 105001612 105001612 Missense_Mutation SNP C T 4 172 c.2341C>T c.(2341-2343)CGT>TGT p.R781C

Pat_32 Pre-Treatment TMEM74 157753 37 8 109797038 109797038 Missense_Mutation SNP C T 4 116 c.290G>A c.(289-291)CGG>CAG p.R97Q

Pat_32 Pre-Treatment ZHX2 22882 37 8 123965305 123965305 Missense_Mutation SNP G A 3 70 c.1555G>A c.(1555-1557)GGT>AGT p.G519S

Pat_32 Pre-Treatment KLHL38 340359 37 8 124664685 124664685 Missense_Mutation SNP G A 4 91 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_32 Pre-Treatment GPR172A 79581 37 8 145583069 145583069 Missense_Mutation SNP A G 3 34 c.116A>G c.(115-117)AAA>AGA p.K39R

Pat_32 Pre-Treatment TEK 7010 37 9 27180258 27180258 Missense_Mutation SNP G A 4 132 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_32 Pre-Treatment SMU1 55234 37 9 33053233 33053233 Missense_Mutation SNP G A 4 159 c.1178C>T c.(1177-1179)ACC>ATC p.T393I

Pat_32 Pre-Treatment GALT 2592 37 9 34648886 34648886 Missense_Mutation SNP G A 3 30 c.815G>A c.(814-816)CGT>CAT p.R272H

Pat_32 Pre-Treatment TMEM2 23670 37 9 74365121 74365121 Missense_Mutation SNP G A 4 169 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_32 Pre-Treatment BICD2 23299 37 9 95485026 95485026 Missense_Mutation SNP C T 3 55 c.518G>A c.(517-519)CGG>CAG p.R173Q

Pat_32 Pre-Treatment C9orf5 23731 37 9 111819554 111819554 Missense_Mutation SNP G A 4 82 c.1771C>T c.(1771-1773)CGT>TGT p.R591C

Pat_32 Pre-Treatment CEP110 11064 37 9 123902994 123902994 Missense_Mutation SNP C T 3 45 c.2413C>T c.(2413-2415)CGT>TGT p.R805C

Pat_32 Pre-Treatment PTGS1 5742 37 9 125148833 125148833 Missense_Mutation SNP G A 5 273 c.1118G>A c.(1117-1119)CGC>CAC p.R373H



Pat_32 Pre-Treatment NEK6 10783 37 9 127101942 127101942 Missense_Mutation SNP G A 4 137 c.715G>A c.(715-717)GAG>AAG p.E239K

Pat_32 Pre-Treatment GARNL3 84253 37 9 130106529 130106529 Nonsense_Mutation SNP C T 5 173 c.1267C>T c.(1267-1269)CGA>TGA p.R423*

Pat_32 Pre-Treatment C9orf117 286207 37 9 130474995 130474995 Missense_Mutation SNP G A 4 152 c.1145G>A c.(1144-1146)CGC>CAC p.R382H

Pat_32 Pre-Treatment GOLGA2 2801 37 9 131023072 131023072 Missense_Mutation SNP G A 3 26 c.1349C>T c.(1348-1350)CCG>CTG p.P450L

Pat_32 Pre-Treatment RAPGEF1 2889 37 9 134514039 134514039 Missense_Mutation SNP C T 5 200 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_32 Pre-Treatment C9orf171 389799 37 9 135374771 135374771 Nonsense_Mutation SNP G A 5 92 c.416G>A c.(415-417)TGG>TAG p.W139*

Pat_32 Pre-Treatment CAMSAP1 157922 37 9 138710442 138710442 Missense_Mutation SNP C T 4 60 c.3980G>A c.(3979-3981)CGG>CAG p.R1327Q

Pat_32 Pre-Treatment NOTCH1 4851 37 9 139399496 139399496 Nonsense_Mutation SNP G T 3 37 c.4647C>A c.(4645-4647)TGC>TGA p.C1549*

Pat_32 Pre-Treatment C9orf86 55684 37 9 139734188 139734188 Missense_Mutation SNP G A 4 195 c.1801G>A c.(1801-1803)GAG>AAG p.E601K

Pat_32 Pre-Treatment PNPLA7 375775 37 9 140391712 140391712 Missense_Mutation SNP C T 2 1 c.1865G>A c.(1864-1866)CGC>CAC p.R622H

Pat_32 Pre-Treatment PLCXD1 55344 37 X 215775 215775 Missense_Mutation SNP G A 4 134 c.745G>A c.(745-747)GTG>ATG p.V249M

Pat_32 Pre-Treatment SFRS17A 8227 37 X 1712719 1712719 Missense_Mutation SNP C T 7 377 c.364C>T c.(364-366)CCC>TCC p.P122S

Pat_32 Pre-Treatment ARSE 415 37 X 2856263 2856263 Missense_Mutation SNP G A 4 85 c.1162C>T c.(1162-1164)CGC>TGC p.R388C

Pat_32 Pre-Treatment WWC3 55841 37 X 10085354 10085354 Missense_Mutation SNP G A 4 153 c.1255G>A c.(1255-1257)GAC>AAC p.D419N

Pat_32 Pre-Treatment HCCS 3052 37 X 11139086 11139086 Missense_Mutation SNP C A 6 365 c.581C>A c.(580-582)CCA>CAA p.P194Q

Pat_32 Pre-Treatment ARHGAP6 395 37 X 11196273 11196273 Missense_Mutation SNP G A 6 142 c.1576C>T c.(1576-1578)CTC>TTC p.L526F

Pat_32 Pre-Treatment OTC 5009 37 X 38260652 38260652 Missense_Mutation SNP C A 19 122 c.511C>A c.(511-513)CAG>AAG p.Q171K

Pat_32 Pre-Treatment RGN 9104 37 X 46949351 46949351 Missense_Mutation SNP G A 4 192 c.523G>A c.(523-525)GTG>ATG p.V175M

Pat_32 Pre-Treatment MAGIX 79917 37 X 49021378 49021378 Missense_Mutation SNP G A 4 164 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_32 Pre-Treatment SLC7A3 84889 37 X 70148757 70148757 Missense_Mutation SNP C T 63 51 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_32 Pre-Treatment NLGN3 54413 37 X 70387443 70387443 Missense_Mutation SNP C T 4 151 c.1496C>T c.(1495-1497)TCG>TTG p.S499L

Pat_32 Pre-Treatment NONO 4841 37 X 70517748 70517748 Missense_Mutation SNP G A 4 66 c.1091G>A c.(1090-1092)CGG>CAG p.R364Q

Pat_32 Pre-Treatment PCDH11X 27328 37 X 91133749 91133749 Missense_Mutation SNP G A 4 172 c.2510G>A c.(2509-2511)CGC>CAC p.R837H

Pat_32 Pre-Treatment AMOT 154796 37 X 112021870 112021870 Missense_Mutation SNP A C 128 168 c.3180T>G c.(3178-3180)AAT>AAG p.N1060K

Pat_32 Pre-Treatment CT47B1 643311 37 X 120009341 120009341 Missense_Mutation SNP C T 6 164 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_32 Pre-Treatment XPNPEP2 7512 37 X 128896706 128896706 Missense_Mutation SNP G A 4 189 c.1700G>A c.(1699-1701)CGT>CAT p.R567H

Pat_32 Pre-Treatment L1CAM 3897 37 X 153130303 153130303 Missense_Mutation SNP G A 4 167 c.3019C>T c.(3019-3021)CGG>TGG p.R1007W

Pat_32 Pre-Treatment FLNA 2316 37 X 153593066 153593066 Missense_Mutation SNP G A 4 109 c.1850C>T c.(1849-1851)TCG>TTG p.S617L

Pat_32 Pre-Treatment FAM50A 9130 37 X 153678271 153678271 Missense_Mutation SNP G A 4 99 c.821G>A c.(820-822)GGG>GAG p.G274E

Pat_32 Pre-Treatment PLXNA3 55558 37 X 153698040 153698040 Missense_Mutation SNP G A 4 123 c.4708G>A c.(4708-4710)GGT>AGT p.G1570S

Pat_32 Post-Resistance CPSF3L 54973 37 1 1255905 1255905 Missense_Mutation SNP C T 4 225 c.131G>A c.(130-132)CGC>CAC p.R44H

Pat_32 Post-Resistance PLCH2 9651 37 1 2436053 2436053 Missense_Mutation SNP G A 3 46 c.3652G>A c.(3652-3654)GAA>AAA p.E1218K

Pat_32 Post-Resistance PGD 5226 37 1 10471598 10471598 Missense_Mutation SNP G A 4 166 c.643G>A c.(643-645)GAG>AAG p.E215K

Pat_32 Post-Resistance ATP13A2 23400 37 1 17316621 17316621 Splice_Site SNP C T 4 120 c.2412_splice c.e21+1 p.K804_splice

Pat_32 Post-Resistance IGSF21 84966 37 1 18691918 18691918 Missense_Mutation SNP C A 64 145 c.742C>A c.(742-744)CGT>AGT p.R248S

Pat_32 Post-Resistance MYOM3 127294 37 1 24384024 24384024 Missense_Mutation SNP G A 4 107 c.4144C>T c.(4144-4146)CGC>TGC p.R1382C

Pat_32 Post-Resistance NIPAL3 57185 37 1 24790611 24790611 Splice_Site SNP G T 5 71 c.1021_splice c.e11+1 p.G341_splice

Pat_32 Post-Resistance ADC 113451 37 1 33583557 33583557 Missense_Mutation SNP G T 93 242 c.1084G>T c.(1084-1086)GAT>TAT p.D362Y

Pat_32 Post-Resistance CSMD2 114784 37 1 34100918 34100918 Missense_Mutation SNP C T 3 45 c.4862G>A c.(4861-4863)GGA>GAA p.G1621E

Pat_32 Post-Resistance ZMYM4 9202 37 1 35857903 35857903 Missense_Mutation SNP C A 4 219 c.2678C>A c.(2677-2679)GCA>GAA p.A893E

Pat_32 Post-Resistance C1orf50 79078 37 1 43239249 43239249 Nonsense_Mutation SNP C T 4 176 c.211C>T c.(211-213)CGA>TGA p.R71*

Pat_32 Post-Resistance SLC2A1 6513 37 1 43396841 43396841 Missense_Mutation SNP G A 4 162 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_32 Post-Resistance TIE1 7075 37 1 43785133 43785133 Missense_Mutation SNP C T 5 394 c.3040C>T c.(3040-3042)CGT>TGT p.R1014C

Pat_32 Post-Resistance RNF220 55182 37 1 44878253 44878253 Missense_Mutation SNP G A 61 150 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_32 Post-Resistance STIL 6491 37 1 47717257 47717257 Missense_Mutation SNP C T 95 176 c.3415G>A c.(3415-3417)GAG>AAG p.E1139K

Pat_32 Post-Resistance C1orf168 199920 37 1 57216756 57216756 Missense_Mutation SNP G A 65 192 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_32 Post-Resistance PGM1 5236 37 1 64101904 64101904 Splice_Site SNP G A 4 210 c.874_splice c.e6-1 p.D292_splice



Pat_32 Post-Resistance JAK1 3716 37 1 65330535 65330535 Nonsense_Mutation SNP C A 5 172 c.1111G>T c.(1111-1113)GAA>TAA p.E371*

Pat_32 Post-Resistance SFRS11 9295 37 1 70716106 70716106 Nonsense_Mutation SNP C T 3 40 c.1177C>T c.(1177-1179)CGA>TGA p.R393*

Pat_32 Post-Resistance FAM73A 374986 37 1 78326966 78326966 Missense_Mutation SNP G A 4 219 c.1333G>A c.(1333-1335)GAT>AAT p.D445N

Pat_32 Post-Resistance DENND2D 79961 37 1 111731865 111731865 Missense_Mutation SNP A G 3 206 c.983T>C c.(982-984)GTC>GCC p.V328A

Pat_32 Post-Resistance SYCP1 6847 37 1 115399208 115399208 Nonsense_Mutation SNP T A 15 142 c.123T>A c.(121-123)TGT>TGA p.C41*

Pat_32 Post-Resistance PGLYRP3 114771 37 1 153276341 153276341 Missense_Mutation SNP G A 4 214 c.521C>T c.(520-522)CCC>CTC p.P174L

Pat_32 Post-Resistance PEAR1 375033 37 1 156883232 156883232 Missense_Mutation SNP G A 55 30 c.2561G>A c.(2560-2562)GGG>GAG p.G854E

Pat_32 Post-Resistance SPTA1 6708 37 1 158636110 158636110 Missense_Mutation SNP C T 51 185 c.2216G>A c.(2215-2217)CGT>CAT p.R739H

Pat_32 Post-Resistance DDR2 4921 37 1 162731149 162731149 Missense_Mutation SNP C T 4 161 c.1004C>T c.(1003-1005)ACG>ATG p.T335M

Pat_32 Post-Resistance LMX1A 4009 37 1 165175236 165175236 Missense_Mutation SNP C T 13 88 c.853G>A c.(853-855)GGA>AGA p.G285R

Pat_32 Post-Resistance LRRC52 440699 37 1 165532788 165532788 Nonsense_Mutation SNP G A 4 84 c.669G>A c.(667-669)TGG>TGA p.W223*

Pat_32 Post-Resistance F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 12 482 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_32 Post-Resistance PLA2G4A 5321 37 1 186880412 186880412 Missense_Mutation SNP T C 33 174 c.449T>C c.(448-450)CTG>CCG p.L150P

Pat_32 Post-Resistance VASH2 79805 37 1 213134526 213134526 Missense_Mutation SNP C T 13 122 c.295C>T c.(295-297)CCA>TCA p.P99S

Pat_32 Post-Resistance URB2 9816 37 1 229770776 229770776 Missense_Mutation SNP A G 12 29 c.416A>G c.(415-417)TAC>TGC p.Y139C

Pat_32 Post-Resistance TRIM67 440730 37 1 231344960 231344960 Missense_Mutation SNP G A 3 46 c.2087G>A c.(2086-2088)CGC>CAC p.R696H

Pat_32 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 11 228 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_32 Post-Resistance PRPF18 8559 37 10 13658449 13658449 Missense_Mutation SNP G A 86 148 c.844G>A c.(844-846)GGT>AGT p.G282S

Pat_32 Post-Resistance PTER 9317 37 10 16528567 16528567 Missense_Mutation SNP C A 4 200 c.649C>A c.(649-651)CAA>AAA p.Q217K

Pat_32 Post-Resistance SVIL 6840 37 10 29759388 29759388 Missense_Mutation SNP C T 4 148 c.5660G>A c.(5659-5661)CGT>CAT p.R1887H

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 7 104 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 7 113 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37431014 37431014 Missense_Mutation SNP A T 4 163 c.1021A>T c.(1021-1023)AGT>TGT p.S341C

Pat_32 Post-Resistance PCDH15 65217 37 10 56106157 56106157 Nonsense_Mutation SNP C A 78 132 c.562G>T c.(562-564)GAG>TAG p.E188*

Pat_32 Post-Resistance CISD1 55847 37 10 60047357 60047357 Missense_Mutation SNP G A 3 63 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_32 Post-Resistance DLG5 9231 37 10 79576788 79576788 Missense_Mutation SNP C T 4 177 c.3851G>A c.(3850-3852)CGG>CAG p.R1284Q

Pat_32 Post-Resistance ZRANB1 54764 37 10 126673442 126673442 Missense_Mutation SNP C T 4 144 c.2008C>T c.(2008-2010)CGG>TGG p.R670W

Pat_32 Post-Resistance MKI67 4288 37 10 129902825 129902825 Missense_Mutation SNP G T 20 128 c.7279C>A c.(7279-7281)CCT>ACT p.P2427T

Pat_32 Post-Resistance TRIM6-TRIM34 445372 37 11 5663725 5663725 Missense_Mutation SNP A G 28 50 c.1925A>G c.(1924-1926)CAA>CGA p.Q642R

Pat_32 Post-Resistance ABCC8 6833 37 11 17483161 17483161 Missense_Mutation SNP T A 8 70 c.791A>T c.(790-792)CAA>CTA p.Q264L

Pat_32 Post-Resistance USH1C 10083 37 11 17548874 17548874 Missense_Mutation SNP C T 10 91 c.392G>A c.(391-393)GGG>GAG p.G131E

Pat_32 Post-Resistance CCDC86 79080 37 11 60609745 60609745 Missense_Mutation SNP A T 3 23 c.148A>T c.(148-150)AGT>TGT p.S50C

Pat_32 Post-Resistance PLCB3 5331 37 11 64032908 64032908 Missense_Mutation SNP G A 4 93 c.2969G>A c.(2968-2970)CGC>CAC p.R990H

Pat_32 Post-Resistance MAP6 4135 37 11 75319188 75319188 Missense_Mutation SNP C G 3 110 c.1085G>C c.(1084-1086)AGC>ACC p.S362T

Pat_32 Post-Resistance MRE11A 4361 37 11 94197342 94197342 Missense_Mutation SNP G A 4 193 c.1162C>T c.(1162-1164)CGG>TGG p.R388W

Pat_32 Post-Resistance CASP5 838 37 11 104872837 104872837 Missense_Mutation SNP G C 4 98 c.635C>G c.(634-636)GCT>GGT p.A212G

Pat_32 Post-Resistance HTR3A 3359 37 11 113856791 113856791 Missense_Mutation SNP G A 46 286 c.617G>A c.(616-618)AGG>AAG p.R206K

Pat_32 Post-Resistance ARHGAP32 9743 37 11 128840325 128840325 Missense_Mutation SNP G A 3 135 c.4741C>T c.(4741-4743)CGG>TGG p.R1581W

Pat_32 Post-Resistance LEPREL2 10536 37 12 6946600 6946600 Missense_Mutation SNP G A 9 34 c.1574G>A c.(1573-1575)GGG>GAG p.G525E

Pat_32 Post-Resistance PTPN6 5777 37 12 7069358 7069358 Missense_Mutation SNP G A 4 92 c.1537G>A c.(1537-1539)GCC>ACC p.A513T

Pat_32 Post-Resistance KLRC1 3821 37 12 10601985 10601985 Missense_Mutation SNP G A 5 480 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_32 Post-Resistance KIAA0528 9847 37 12 22624408 22624408 Missense_Mutation SNP T A 27 160 c.2283A>T c.(2281-2283)AAA>AAT p.K761N

Pat_32 Post-Resistance DHH 50846 37 12 49484169 49484169 Missense_Mutation SNP C T 3 34 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_32 Post-Resistance KRT73 319101 37 12 53010074 53010074 Missense_Mutation SNP C G 4 105 c.538G>C c.(538-540)GAG>CAG p.E180Q

Pat_32 Post-Resistance KIF5A 3798 37 12 57970140 57970140 Missense_Mutation SNP A T 7 67 c.2177A>T c.(2176-2178)AAG>ATG p.K726M

Pat_32 Post-Resistance XPOT 11260 37 12 64823867 64823867 Missense_Mutation SNP A C 84 69 c.1776A>C c.(1774-1776)CAA>CAC p.Q592H

Pat_32 Post-Resistance NAV3 89795 37 12 78513382 78513382 Missense_Mutation SNP C T 4 169 c.3406C>T c.(3406-3408)CGC>TGC p.R1136C



Pat_32 Post-Resistance FICD 11153 37 12 108912930 108912930 Missense_Mutation SNP C T 4 139 c.1055C>T c.(1054-1056)GCA>GTA p.A352V

Pat_32 Post-Resistance MMAB 326625 37 12 110011168 110011168 Missense_Mutation SNP C T 3 65 c.118G>A c.(118-120)GTG>ATG p.V40M

Pat_32 Post-Resistance DDX54 79039 37 12 113618782 113618782 Missense_Mutation SNP G A 4 115 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_32 Post-Resistance SBNO1 55206 37 12 123829937 123829937 Nonsense_Mutation SNP G A 4 221 c.418C>T c.(418-420)CGA>TGA p.R140*

Pat_32 Post-Resistance RIMBP2 23504 37 12 130912813 130912813 Missense_Mutation SNP C T 41 82 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_32 Post-Resistance PDS5B 23047 37 13 33309375 33309375 Missense_Mutation SNP C A 5 210 c.2314C>A c.(2314-2316)CAT>AAT p.H772N

Pat_32 Post-Resistance C13orf23 80209 37 13 39586829 39586829 Missense_Mutation SNP C T 3 105 c.2560G>A c.(2560-2562)GGT>AGT p.G854S

Pat_32 Post-Resistance COG6 57511 37 13 40254159 40254159 Missense_Mutation SNP A G 142 27 c.671A>G c.(670-672)GAA>GGA p.E224G

Pat_32 Post-Resistance OR4N5 390437 37 14 20612341 20612341 Missense_Mutation SNP G T 43 197 c.447G>T c.(445-447)TGG>TGT p.W149C

Pat_32 Post-Resistance FLJ10357 55701 37 14 21555554 21555554 Missense_Mutation SNP G A 3 50 c.4319G>A c.(4318-4320)GGA>GAA p.G1440E

Pat_32 Post-Resistance CPNE6 9362 37 14 24545577 24545577 Missense_Mutation SNP G A 4 153 c.1067G>A c.(1066-1068)CGG>CAG p.R356Q

Pat_32 Post-Resistance IRF9 10379 37 14 24633916 24633916 Nonsense_Mutation SNP C A 5 75 c.743C>A c.(742-744)TCA>TAA p.S248*

Pat_32 Post-Resistance FUT8 2530 37 14 66188556 66188556 Missense_Mutation SNP G A 167 110 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_32 Post-Resistance DCAF5 8816 37 14 69589066 69589066 Missense_Mutation SNP G A 3 76 c.226C>T c.(226-228)CGC>TGC p.R76C

Pat_32 Post-Resistance KIAA0247 9766 37 14 70170201 70170201 Missense_Mutation SNP G A 4 187 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_32 Post-Resistance ABCD4 5826 37 14 74761892 74761892 Missense_Mutation SNP G T 50 44 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_32 Post-Resistance STON2 85439 37 14 81743266 81743266 Nonsense_Mutation SNP G A 4 238 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_32 Post-Resistance DICER1 23405 37 14 95571444 95571444 Missense_Mutation SNP G A 4 163 c.3233C>T c.(3232-3234)GCT>GTT p.A1078V

Pat_32 Post-Resistance BDKRB2 624 37 14 96707678 96707678 Missense_Mutation SNP G A 4 74 c.1013G>A c.(1012-1014)CGC>CAC p.R338H

Pat_32 Post-Resistance OR4N4 283694 37 15 22382807 22382807 Missense_Mutation SNP G A 94 370 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_32 Post-Resistance TJP1 7082 37 15 30019011 30019011 Missense_Mutation SNP C T 5 377 c.2285G>A c.(2284-2286)CGT>CAT p.R762H

Pat_32 Post-Resistance ATPBD4 89978 37 15 35830596 35830596 Missense_Mutation SNP G A 4 194 c.191C>T c.(190-192)GCA>GTA p.A64V

Pat_32 Post-Resistance SQRDL 58472 37 15 45965966 45965966 Missense_Mutation SNP G T 30 90 c.621G>T c.(619-621)AAG>AAT p.K207N

Pat_32 Post-Resistance CEP152 22995 37 15 49074424 49074424 Missense_Mutation SNP G A 4 231 c.1325C>T c.(1324-1326)TCA>TTA p.S442L

Pat_32 Post-Resistance ATP8B4 79895 37 15 50223378 50223378 Missense_Mutation SNP A T 5 284 c.1580T>A c.(1579-1581)GTT>GAT p.V527D

Pat_32 Post-Resistance SPPL2A 84888 37 15 51000002 51000002 Missense_Mutation SNP G T 4 184 c.1558C>A c.(1558-1560)CAA>AAA p.Q520K

Pat_32 Post-Resistance MYO5A 4644 37 15 52606331 52606331 Missense_Mutation SNP G A 4 180 c.5404C>T c.(5404-5406)CGT>TGT p.R1802C

Pat_32 Post-Resistance LIPC 3990 37 15 58855853 58855853 Missense_Mutation SNP G A 4 140 c.1319G>A c.(1318-1320)AGC>AAC p.S440N

Pat_32 Post-Resistance MAP2K1 5604 37 15 66729175 66729175 Missense_Mutation SNP G T 6 217 c.383G>T c.(382-384)GGC>GTC p.G128V

Pat_32 Post-Resistance NEO1 4756 37 15 73547099 73547099 Missense_Mutation SNP G A 6 668 c.2021G>A c.(2020-2022)CGA>CAA p.R674Q

Pat_32 Post-Resistance SNUPN 10073 37 15 75899560 75899560 Missense_Mutation SNP G C 31 284 c.597C>G c.(595-597)TGC>TGG p.C199W

Pat_32 Post-Resistance C15orf42 90381 37 15 90168430 90168430 Missense_Mutation SNP C T 4 132 c.4889C>T c.(4888-4890)TCC>TTC p.S1630F

Pat_32 Post-Resistance WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 23 58 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_32 Post-Resistance ATF7IP2 80063 37 16 10534245 10534245 Missense_Mutation SNP C T 17 38 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_32 Post-Resistance TMC7 79905 37 16 19041576 19041576 Missense_Mutation SNP G A 3 122 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_32 Post-Resistance TMC7 79905 37 16 19049196 19049196 Missense_Mutation SNP G A 12 65 c.1006G>A c.(1006-1008)GCA>ACA p.A336T

Pat_32 Post-Resistance TMEM159 57146 37 16 21181846 21181846 Missense_Mutation SNP C T 4 172 c.185C>T c.(184-186)TCG>TTG p.S62L

Pat_32 Post-Resistance PALB2 79728 37 16 23640960 23640960 Splice_Site SNP C T 4 207 c.2514_splice c.e5+1 p.Q838_splice

Pat_32 Post-Resistance PRKCB 5579 37 16 24196838 24196838 Missense_Mutation SNP G A 4 143 c.1672G>A c.(1672-1674)GTA>ATA p.V558I

Pat_32 Post-Resistance SETD1A 9739 37 16 30972675 30972675 Missense_Mutation SNP G T 24 136 c.334G>T c.(334-336)GAT>TAT p.D112Y

Pat_32 Post-Resistance CHD9 80205 37 16 53319528 53319528 Missense_Mutation SNP C T 4 123 c.4988C>T c.(4987-4989)CCA>CTA p.P1663L

Pat_32 Post-Resistance GINS3 64785 37 16 58437077 58437077 Missense_Mutation SNP C T 4 191 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_32 Post-Resistance CHST4 10164 37 16 71571404 71571404 Missense_Mutation SNP G A 4 95 c.824G>A c.(823-825)CGC>CAC p.R275H

Pat_32 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 9 202 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_32 Post-Resistance C17orf97 400566 37 17 263584 263584 Missense_Mutation SNP C T 5 54 c.980C>T c.(979-981)ACT>ATT p.T327I

Pat_32 Post-Resistance USP6 9098 37 17 5042600 5042600 Missense_Mutation SNP G T 4 117 c.1129G>T c.(1129-1131)GGT>TGT p.G377C

Pat_32 Post-Resistance DLG4 1742 37 17 7107032 7107032 Missense_Mutation SNP G A 4 127 c.443C>T c.(442-444)GCG>GTG p.A148V



Pat_32 Post-Resistance GPS2 2874 37 17 7216926 7216926 Missense_Mutation SNP G A 4 226 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_32 Post-Resistance SEZ6 124925 37 17 27285151 27285151 Missense_Mutation SNP G A 3 99 c.2116C>T c.(2116-2118)CGC>TGC p.R706C

Pat_32 Post-Resistance KRT33B 3884 37 17 39525936 39525936 Missense_Mutation SNP G A 4 30 c.67C>T c.(67-69)CCC>TCC p.P23S

Pat_32 Post-Resistance CCDC103 388389 37 17 42979971 42979971 Missense_Mutation SNP G A 3 48 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_32 Post-Resistance SPAG9 9043 37 17 49072569 49072569 Missense_Mutation SNP C G 3 68 c.2075G>C c.(2074-2076)GGA>GCA p.G692A

Pat_32 Post-Resistance C17orf82 388407 37 17 59490015 59490015 Missense_Mutation SNP G A 2 3 c.679G>A c.(679-681)GAC>AAC p.D227N

Pat_32 Post-Resistance GH2 2689 37 17 61958281 61958281 Missense_Mutation SNP G A 3 67 c.307C>T c.(307-309)CGC>TGC p.R103C

Pat_32 Post-Resistance ABCA9 10350 37 17 67003970 67003970 Missense_Mutation SNP G A 4 187 c.3365C>T c.(3364-3366)ACA>ATA p.T1122I

Pat_32 Post-Resistance QRICH2 84074 37 17 74288842 74288842 Missense_Mutation SNP C T 3 72 c.1468G>A c.(1468-1470)GGT>AGT p.G490S

Pat_32 Post-Resistance UBE2O 63893 37 17 74394972 74394972 Missense_Mutation SNP G A 132 190 c.1729C>T c.(1729-1731)CAC>TAC p.H577Y

Pat_32 Post-Resistance RNF213 57674 37 17 78323706 78323706 Missense_Mutation SNP G A 4 89 c.4307G>A c.(4306-4308)CGA>CAA p.R1436Q

Pat_32 Post-Resistance HCN2 610 37 19 613374 613374 Missense_Mutation SNP A C 4 108 c.1711A>C c.(1711-1713)ATC>CTC p.I571L

Pat_32 Post-Resistance EVI5L 115704 37 19 7928427 7928427 Missense_Mutation SNP G A 3 14 c.2224G>A c.(2224-2226)GTA>ATA p.V742I

Pat_32 Post-Resistance FARSA 2193 37 19 13035284 13035284 Missense_Mutation SNP C T 4 167 c.1252G>A c.(1252-1254)GAG>AAG p.E418K

Pat_32 Post-Resistance NANOS3 342977 37 19 13988237 13988237 Missense_Mutation SNP G A 3 62 c.175G>A c.(175-177)GGA>AGA p.G59R

Pat_32 Post-Resistance SLC1A6 6511 37 19 15073056 15073056 Missense_Mutation SNP C G 24 95 c.693G>C c.(691-693)GAG>GAC p.E231D

Pat_32 Post-Resistance PDE4C 5143 37 19 18321833 18321833 Missense_Mutation SNP G C 11 41 c.2045C>G c.(2044-2046)GCC>GGC p.A682G

Pat_32 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 5 156 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_32 Post-Resistance ZNF43 7594 37 19 21991550 21991550 Missense_Mutation SNP T A 5 378 c.1289A>T c.(1288-1290)GAA>GTA p.E430V

Pat_32 Post-Resistance ZNF208 7757 37 19 22155903 22155903 Missense_Mutation SNP T C 5 290 c.1633A>G c.(1633-1635)ACC>GCC p.T545A

Pat_32 Post-Resistance HPN 3249 37 19 35540274 35540274 Missense_Mutation SNP G A 4 204 c.97G>A c.(97-99)GGG>AGG p.G33R

Pat_32 Post-Resistance NPHS1 4868 37 19 36341266 36341266 Missense_Mutation SNP C A 7 61 c.608G>T c.(607-609)AGG>ATG p.R203M

Pat_32 Post-Resistance PRX 57716 37 19 40902089 40902089 Missense_Mutation SNP G A 4 173 c.2170C>T c.(2170-2172)CTC>TTC p.L724F

Pat_32 Post-Resistance EGLN2 112398 37 19 41292842 41292842 Translation_Start_Site SNP G A 3 71 c.-275G>A c.(-277--273)CCGTG>CCATG

Pat_32 Post-Resistance GPR77 27202 37 19 47844507 47844507 Missense_Mutation SNP G A 4 105 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_32 Post-Resistance LMTK3 114783 37 19 49001471 49001471 Missense_Mutation SNP G A 14 37 c.2942C>T c.(2941-2943)CCC>CTC p.P981L

Pat_32 Post-Resistance SIGLEC9 27180 37 19 51628446 51628446 Missense_Mutation SNP C T 4 169 c.215C>T c.(214-216)GCT>GTT p.A72V

Pat_32 Post-Resistance LILRB2 10288 37 19 54783664 54783664 Missense_Mutation SNP G T 55 81 c.337C>A c.(337-339)CTG>ATG p.L113M

Pat_32 Post-Resistance LILRA5 353514 37 19 54818709 54818709 Missense_Mutation SNP C T 41 76 c.889G>A c.(889-891)GCT>ACT p.A297T

Pat_32 Post-Resistance NLRP2 55655 37 19 55494663 55494663 Missense_Mutation SNP G T 4 86 c.1597G>T c.(1597-1599)GGG>TGG p.G533W

Pat_32 Post-Resistance ZNF460 10794 37 19 57802843 57802843 Missense_Mutation SNP G A 4 134 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_32 Post-Resistance MYT1L 23040 37 2 1893067 1893067 Missense_Mutation SNP G T 5 143 c.2466C>A c.(2464-2466)GAC>GAA p.D822E

Pat_32 Post-Resistance KIDINS220 57498 37 2 8871289 8871289 Missense_Mutation SNP C T 3 73 c.4877G>A c.(4876-4878)CGG>CAG p.R1626Q

Pat_32 Post-Resistance KCNS3 3790 37 2 18113071 18113071 Missense_Mutation SNP T C 66 60 c.796T>C c.(796-798)TTC>CTC p.F266L

Pat_32 Post-Resistance ASXL2 55252 37 2 25965173 25965173 Missense_Mutation SNP C T 30 63 c.4033G>A c.(4033-4035)GTA>ATA p.V1345I

Pat_32 Post-Resistance C2orf16 84226 37 2 27803797 27803797 Missense_Mutation SNP G T 4 214 c.4358G>T c.(4357-4359)CGA>CTA p.R1453L

Pat_32 Post-Resistance MAP4K3 8491 37 2 39515286 39515286 Missense_Mutation SNP G A 4 226 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_32 Post-Resistance EML4 27436 37 2 42528474 42528474 Missense_Mutation SNP G A 3 88 c.1583G>A c.(1582-1584)GGG>GAG p.G528E

Pat_32 Post-Resistance DYSF 8291 37 2 71906211 71906211 Missense_Mutation SNP G A 4 186 c.5792G>A c.(5791-5793)CGC>CAC p.R1931H

Pat_32 Post-Resistance SNRNP200 23020 37 2 96964654 96964654 Missense_Mutation SNP G A 4 195 c.781C>T c.(781-783)CGG>TGG p.R261W

Pat_32 Post-Resistance WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 7 45 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_32 Post-Resistance MARCO 8685 37 2 119750748 119750748 Missense_Mutation SNP G A 4 238 c.1301G>A c.(1300-1302)CGG>CAG p.R434Q

Pat_32 Post-Resistance PTPN4 5775 37 2 120703991 120703991 Missense_Mutation SNP C A 4 206 c.1590C>A c.(1588-1590)TTC>TTA p.F530L

Pat_32 Post-Resistance CLASP1 23332 37 2 122125337 122125337 Missense_Mutation SNP C T 4 76 c.3713G>A c.(3712-3714)CGG>CAG p.R1238Q

Pat_32 Post-Resistance MYO7B 4648 37 2 128327430 128327430 Missense_Mutation SNP T G 4 27 c.537T>G c.(535-537)AGT>AGG p.S179R

Pat_32 Post-Resistance ZRANB3 84083 37 2 136072981 136072981 Missense_Mutation SNP G A 3 64 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_32 Post-Resistance NEB 4703 37 2 152520327 152520327 Missense_Mutation SNP C G 8 106 c.5498G>C c.(5497-5499)GGC>GCC p.G1833A



Pat_32 Post-Resistance DHRS9 10170 37 2 169940008 169940008 Missense_Mutation SNP T G 6 156 c.483T>G c.(481-483)AAT>AAG p.N161K

Pat_32 Post-Resistance PGAP1 80055 37 2 197708675 197708675 Missense_Mutation SNP T C 76 119 c.2462A>G c.(2461-2463)AAC>AGC p.N821S

Pat_32 Post-Resistance 4-Mar 57574 37 2 217142428 217142428 Missense_Mutation SNP C T 6 266 c.832G>A c.(832-834)GGG>AGG p.G278R

Pat_32 Post-Resistance SMARCAL1 50485 37 2 217300060 217300060 Splice_Site SNP G T 4 120 c.1486_splice c.e9-1 p.A496_splice

Pat_32 Post-Resistance IRS1 3667 37 2 227660463 227660463 Missense_Mutation SNP G A 4 158 c.2992C>T c.(2992-2994)CGT>TGT p.R998C

Pat_32 Post-Resistance CHRND 1144 37 2 233398813 233398813 Missense_Mutation SNP G A 3 91 c.1220G>A c.(1219-1221)CGG>CAG p.R407Q

Pat_32 Post-Resistance DGKD 8527 37 2 234346033 234346033 Missense_Mutation SNP C T 36 65 c.830C>T c.(829-831)TCG>TTG p.S277L

Pat_32 Post-Resistance SH3BP4 23677 37 2 235950569 235950569 Missense_Mutation SNP G C 21 20 c.1156G>C c.(1156-1158)GAG>CAG p.E386Q

Pat_32 Post-Resistance SIRPA 140885 37 20 1902292 1902292 Missense_Mutation SNP G A 6 168 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_32 Post-Resistance C20orf194 25943 37 20 3234419 3234419 Missense_Mutation SNP C A 4 154 c.3374G>T c.(3373-3375)GGC>GTC p.G1125V

Pat_32 Post-Resistance BFSP1 631 37 20 17495444 17495444 Missense_Mutation SNP C A 4 235 c.456G>T c.(454-456)TTG>TTT p.L152F

Pat_32 Post-Resistance FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 7 234 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_32 Post-Resistance DNMT3B 1789 37 20 31376801 31376801 Missense_Mutation SNP G A 4 126 c.796G>A c.(796-798)GAT>AAT p.D266N

Pat_32 Post-Resistance BPIL3 128859 37 20 31622017 31622017 Missense_Mutation SNP C A 35 359 c.223C>A c.(223-225)CCC>ACC p.P75T

Pat_32 Post-Resistance CDK5RAP1 51654 37 20 31984692 31984692 Missense_Mutation SNP G A 24 41 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_32 Post-Resistance SNTA1 6640 37 20 32000563 32000563 Missense_Mutation SNP C A 3 61 c.727G>T c.(727-729)GGT>TGT p.G243C

Pat_32 Post-Resistance MYH7B 57644 37 20 33585436 33585436 Missense_Mutation SNP G A 4 70 c.3866G>A c.(3865-3867)CGC>CAC p.R1289H

Pat_32 Post-Resistance TAF4 6874 37 20 60574083 60574083 Missense_Mutation SNP T A 15 826 c.2869A>T c.(2869-2871)AGG>TGG p.R957W

Pat_32 Post-Resistance OPRL1 4987 37 20 62730105 62730105 Missense_Mutation SNP G A 4 100 c.1066G>A c.(1066-1068)GTG>ATG p.V356M

Pat_32 Post-Resistance HUNK 30811 37 21 33346983 33346983 Missense_Mutation SNP C T 28 158 c.1127C>T c.(1126-1128)GCC>GTC p.A376V

Pat_32 Post-Resistance UMODL1 89766 37 21 43547170 43547170 Missense_Mutation SNP G T 5 174 c.3348G>T c.(3346-3348)ATG>ATT p.M1116I

Pat_32 Post-Resistance KRTAP10-1 386677 37 21 45959198 45959198 Missense_Mutation SNP C G 4 55 c.836G>C c.(835-837)CGC>CCC p.R279P

Pat_32 Post-Resistance PCNT 5116 37 21 47786647 47786647 Missense_Mutation SNP G A 5 132 c.2758G>A c.(2758-2760)GAG>AAG p.E920K

Pat_32 Post-Resistance BPIL2 254240 37 22 32841934 32841934 Missense_Mutation SNP C T 4 143 c.424G>A c.(424-426)GGT>AGT p.G142S

Pat_32 Post-Resistance APOL5 80831 37 22 36124797 36124797 Missense_Mutation SNP T C 3 115 c.1154T>C c.(1153-1155)GTT>GCT p.V385A

Pat_32 Post-Resistance TNRC6B 23112 37 22 40676091 40676091 Missense_Mutation SNP C T 4 221 c.3355C>T c.(3355-3357)CGT>TGT p.R1119C

Pat_32 Post-Resistance BRD1 23774 37 22 50167960 50167960 Missense_Mutation SNP C T 4 177 c.3098G>A c.(3097-3099)CGG>CAG p.R1033Q

Pat_32 Post-Resistance NR1D2 9975 37 3 23996244 23996244 Missense_Mutation SNP C A 4 183 c.233C>A c.(232-234)ACA>AAA p.T78K

Pat_32 Post-Resistance CLASP2 23122 37 3 33644501 33644501 Missense_Mutation SNP C T 10 16 c.1867G>A c.(1867-1869)GTG>ATG p.V623M

Pat_32 Post-Resistance TRANK1 9881 37 3 36875205 36875205 Missense_Mutation SNP T A 69 50 c.4087A>T c.(4087-4089)AAC>TAC p.N1363Y

Pat_32 Post-Resistance IL17RB 55540 37 3 53894255 53894255 Missense_Mutation SNP G A 4 152 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_32 Post-Resistance HHLA2 11148 37 3 108081229 108081229 Nonsense_Mutation SNP G A 12 25 c.1044G>A c.(1042-1044)TGG>TGA p.W348*

Pat_32 Post-Resistance PLXNA1 5361 37 3 126722246 126722246 Missense_Mutation SNP G A 3 90 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_32 Post-Resistance THPO 7066 37 3 184090723 184090723 Missense_Mutation SNP T C 6 28 c.640A>G c.(640-642)ACT>GCT p.T214A

Pat_32 Post-Resistance PDE6B 5158 37 4 657618 657618 Missense_Mutation SNP G A 15 100 c.1980G>A c.(1978-1980)ATG>ATA p.M660I

Pat_32 Post-Resistance GRK4 2868 37 4 2986281 2986281 Missense_Mutation SNP G A 47 155 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_32 Post-Resistance BST1 683 37 4 15720550 15720550 Missense_Mutation SNP G A 4 105 c.725G>A c.(724-726)AGC>AAC p.S242N

Pat_32 Post-Resistance CLRN2 645104 37 4 17517017 17517017 Missense_Mutation SNP G C 43 154 c.128G>C c.(127-129)GGA>GCA p.G43A

Pat_32 Post-Resistance UGDH 7358 37 4 39522972 39522972 Missense_Mutation SNP T A 7 265 c.161A>T c.(160-162)GAG>GTG p.E54V

Pat_32 Post-Resistance USP46 64854 37 4 53468102 53468102 Missense_Mutation SNP G A 4 173 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_32 Post-Resistance UGT2B10 7365 37 4 69874738 69874738 Missense_Mutation SNP T C 4 257 c.1033A>G c.(1033-1035)ACA>GCA p.T345A

Pat_32 Post-Resistance SLC4A4 8671 37 4 72316945 72316945 Missense_Mutation SNP G T 91 253 c.1249G>T c.(1249-1251)GGG>TGG p.G417W

Pat_32 Post-Resistance FRAS1 80144 37 4 79284718 79284718 Missense_Mutation SNP G A 4 109 c.2474G>A c.(2473-2475)AGC>AAC p.S825N

Pat_32 Post-Resistance NUDT9 53343 37 4 88370382 88370382 Missense_Mutation SNP T C 16 160 c.619T>C c.(619-621)TGT>CGT p.C207R

Pat_32 Post-Resistance DKK2 27123 37 4 107845346 107845346 Missense_Mutation SNP G A 12 111 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_32 Post-Resistance PHF17 79960 37 4 129773269 129773269 Missense_Mutation SNP G A 4 228 c.542G>A c.(541-543)CGA>CAA p.R181Q

Pat_32 Post-Resistance SETD7 80854 37 4 140454437 140454437 Missense_Mutation SNP G A 4 217 c.254C>T c.(253-255)ACG>ATG p.T85M



Pat_32 Post-Resistance TTC29 83894 37 4 147628661 147628661 Missense_Mutation SNP G A 76 80 c.1373C>T c.(1372-1374)TCA>TTA p.S458L

Pat_32 Post-Resistance KLHL2 11275 37 4 166231897 166231897 Missense_Mutation SNP G A 5 323 c.1232G>A c.(1231-1233)AGT>AAT p.S411N

Pat_32 Post-Resistance SLC9A3 6550 37 5 488486 488486 Missense_Mutation SNP T C 13 82 c.620A>G c.(619-621)GAG>GGG p.E207G

Pat_32 Post-Resistance PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C G 4 233 c.2054C>G c.(2053-2055)ACA>AGA p.T685R

Pat_32 Post-Resistance CDH10 1008 37 5 24509674 24509674 Splice_Site SNP C A 5 126 c.1256_splice c.e7+1 p.R419_splice

Pat_32 Post-Resistance DNAJC21 134218 37 5 34937509 34937509 Nonsense_Mutation SNP C T 23 35 c.517C>T c.(517-519)CGA>TGA p.R173*

Pat_32 Post-Resistance NIPBL 25836 37 5 36986086 36986086 Missense_Mutation SNP C T 72 125 c.2804C>T c.(2803-2805)CCT>CTT p.P935L

Pat_32 Post-Resistance MARVELD2 153562 37 5 68715915 68715915 Missense_Mutation SNP G A 3 91 c.703G>A c.(703-705)GGC>AGC p.G235S

Pat_32 Post-Resistance ZFYVE16 9765 37 5 79768636 79768636 Nonsense_Mutation SNP C T 4 181 c.4081C>T c.(4081-4083)CGA>TGA p.R1361*

Pat_32 Post-Resistance GPR98 84059 37 5 90124906 90124906 Missense_Mutation SNP G A 5 315 c.16514G>A c.(16513-16515)CGG>CAG p.R5505Q

Pat_32 Post-Resistance ANKRD32 84250 37 5 94030572 94030572 Missense_Mutation SNP A G 29 176 c.2732A>G c.(2731-2733)GAA>GGA p.E911G

Pat_32 Post-Resistance KDM3B 51780 37 5 137767187 137767187 Missense_Mutation SNP G A 4 146 c.5144G>A c.(5143-5145)CGC>CAC p.R1715H

Pat_32 Post-Resistance PPP2R2B 5521 37 5 145969713 145969713 Missense_Mutation SNP C T 22 141 c.1129G>A c.(1129-1131)GCT>ACT p.A377T

Pat_32 Post-Resistance ARSI 340075 37 5 149677736 149677736 Missense_Mutation SNP G A 3 68 c.751C>T c.(751-753)CGC>TGC p.R251C

Pat_32 Post-Resistance DBN1 1627 37 5 176884716 176884716 Missense_Mutation SNP C A 3 52 c.1819G>T c.(1819-1821)GCC>TCC p.A607S

Pat_32 Post-Resistance RNF130 55819 37 5 179393934 179393934 Nonsense_Mutation SNP G T 4 170 c.1022C>A c.(1021-1023)TCA>TAA p.S341*

Pat_32 Post-Resistance BMP6 654 37 6 7845454 7845454 Missense_Mutation SNP A T 8 183 c.746A>T c.(745-747)GAG>GTG p.E249V

Pat_32 Post-Resistance TRIM10 10107 37 6 30124770 30124770 Missense_Mutation SNP G A 4 148 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_32 Post-Resistance TRIM39 56658 37 6 30309578 30309578 Missense_Mutation SNP C T 4 99 c.1099C>T c.(1099-1101)CGG>TGG p.R367W

Pat_32 Post-Resistance HLA-DOA 3111 37 6 32976009 32976009 Missense_Mutation SNP A G 9 33 c.112T>C c.(112-114)TTC>CTC p.F38L

Pat_32 Post-Resistance CCND3 896 37 6 41904394 41904394 Missense_Mutation SNP G A 4 76 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_32 Post-Resistance TFAP2B 7021 37 6 50796342 50796342 Missense_Mutation SNP A G 20 234 c.551A>G c.(550-552)GAT>GGT p.D184G

Pat_32 Post-Resistance GCM1 8521 37 6 53010422 53010423 Missense_Mutation DNP AG GT 5 183 c.8_9CT>AC c.(7-9)CCT>CAC p.P3H

Pat_32 Post-Resistance RIMS1 22999 37 6 72968726 72968726 Missense_Mutation SNP T C 16 157 c.2965T>C c.(2965-2967)TCT>CCT p.S989P

Pat_32 Post-Resistance SMPD2 6610 37 6 109764992 109764992 Missense_Mutation SNP C A 3 31 c.1156C>A c.(1156-1158)CAG>AAG p.Q386K

Pat_32 Post-Resistance THEMIS 387357 37 6 128150761 128150761 Missense_Mutation SNP C A 4 81 c.569G>T c.(568-570)TGG>TTG p.W190L

Pat_32 Post-Resistance PHACTR2 9749 37 6 144093433 144093433 Missense_Mutation SNP A T 3 67 c.1238A>T c.(1237-1239)CAG>CTG p.Q413L

Pat_32 Post-Resistance TAX1BP1 8887 37 7 27839609 27839609 Missense_Mutation SNP A G 17 244 c.1664A>G c.(1663-1665)TAT>TGT p.Y555C

Pat_32 Post-Resistance INMT 11185 37 7 30795319 30795319 Missense_Mutation SNP C T 4 111 c.644C>T c.(643-645)GCC>GTC p.A215V

Pat_32 Post-Resistance WBSCR17 64409 37 7 71177125 71177125 Missense_Mutation SNP C G 35 135 c.1791C>G c.(1789-1791)ATC>ATG p.I597M

Pat_32 Post-Resistance CLIP2 7461 37 7 73768246 73768246 Missense_Mutation SNP G A 28 487 c.715G>A c.(715-717)GGG>AGG p.G239R

Pat_32 Post-Resistance SEMA3D 223117 37 7 84694808 84694808 Missense_Mutation SNP C T 234 96 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_32 Post-Resistance PEX1 5189 37 7 92118669 92118669 Missense_Mutation SNP C A 6 288 c.3705G>T c.(3703-3705)ATG>ATT p.M1235I

Pat_32 Post-Resistance PON2 5445 37 7 95035519 95035519 Missense_Mutation SNP T G 461 135 c.818A>C c.(817-819)GAT>GCT p.D273A

Pat_32 Post-Resistance TRRAP 8295 37 7 98491479 98491479 Missense_Mutation SNP A T 20 586 c.425A>T c.(424-426)CAG>CTG p.Q142L

Pat_32 Post-Resistance ZNF498 221785 37 7 99227033 99227033 Missense_Mutation SNP G A 4 143 c.1025G>A c.(1024-1026)AGC>AAC p.S342N

Pat_32 Post-Resistance C7orf61 402573 37 7 100054433 100054433 Missense_Mutation SNP G A 4 79 c.563C>T c.(562-564)GCT>GTT p.A188V

Pat_32 Post-Resistance ZAN 7455 37 7 100350474 100350474 Missense_Mutation SNP T C 19 502 c.2746T>C c.(2746-2748)TCC>CCC p.S916P

Pat_32 Post-Resistance ZAN 7455 37 7 100363071 100363071 Missense_Mutation SNP G A 4 86 c.4364G>A c.(4363-4365)CGG>CAG p.R1455Q

Pat_32 Post-Resistance MUC17 140453 37 7 100680878 100680878 Missense_Mutation SNP G A 8 626 c.6181G>A c.(6181-6183)GGT>AGT p.G2061S

Pat_32 Post-Resistance DLD 1738 37 7 107557410 107557410 Splice_Site SNP G T 5 150 c.1046_splice c.e10+1 p.N349_splice

Pat_32 Post-Resistance C7orf66 154907 37 7 108524288 108524288 Missense_Mutation SNP C T 14 395 c.124G>A c.(124-126)GCA>ACA p.A42T

Pat_32 Post-Resistance CAV1 857 37 7 116165101 116165101 Translation_Start_Site SNP C G 18 789 c.-15C>G c.(-17--13)ATCCA>ATGCA

Pat_32 Post-Resistance TNPO3 23534 37 7 128633886 128633886 Missense_Mutation SNP A T 47 287 c.1241T>A c.(1240-1242)ATA>AAA p.I414K

Pat_32 Post-Resistance TBXAS1 6916 37 7 139653246 139653246 Missense_Mutation SNP A G 12 244 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_32 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 268 103 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_32 Post-Resistance PTPRN2 5799 37 7 157926656 157926656 Missense_Mutation SNP C A 27 188 c.1269G>T c.(1267-1269)ATG>ATT p.M423I



Pat_32 Post-Resistance IDO1 3620 37 8 39780096 39780096 Missense_Mutation SNP C T 35 44 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_32 Post-Resistance C8orf45 157777 37 8 67789635 67789635 Missense_Mutation SNP C G 17 82 c.337C>G c.(337-339)CTT>GTT p.L113V

Pat_32 Post-Resistance KLF10 7071 37 8 103663709 103663709 Missense_Mutation SNP G A 49 61 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_32 Post-Resistance BAALC 79870 37 8 104225179 104225179 Missense_Mutation SNP G T 7 357 c.193G>T c.(193-195)GTG>TTG p.V65L

Pat_32 Post-Resistance ANGPT1 284 37 8 108296965 108296965 Nonsense_Mutation SNP G A 6 313 c.1150C>T c.(1150-1152)CGA>TGA p.R384*

Pat_32 Post-Resistance ADCK5 203054 37 8 145616137 145616137 Missense_Mutation SNP G A 3 43 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_32 Post-Resistance RRAGA 10670 37 9 19050508 19050508 Missense_Mutation SNP C T 6 178 c.851C>T c.(850-852)GCG>GTG p.A284V

Pat_32 Post-Resistance DNAJB5 25822 37 9 34993303 34993303 Missense_Mutation SNP C T 4 220 c.73C>T c.(73-75)CGG>TGG p.R25W

Pat_32 Post-Resistance LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C A 9 57 c.490C>A c.(490-492)CCC>ACC p.P164T

Pat_32 Post-Resistance FLJ46321 389763 37 9 84605975 84605975 Missense_Mutation SNP C T 27 89 c.590C>T c.(589-591)CCC>CTC p.P197L

Pat_32 Post-Resistance ABCA1 19 37 9 107576411 107576411 Missense_Mutation SNP C T 4 149 c.3889G>A c.(3889-3891)GAC>AAC p.D1297N

Pat_32 Post-Resistance PAPPA 5069 37 9 119115984 119115984 Missense_Mutation SNP C A 5 180 c.4259C>A c.(4258-4260)CCA>CAA p.P1420Q

Pat_32 Post-Resistance PHYHD1 254295 37 9 131689386 131689386 Missense_Mutation SNP A G 4 242 c.103A>G c.(103-105)AGG>GGG p.R35G

Pat_32 Post-Resistance KIAA0649 9858 37 9 138376660 138376660 Missense_Mutation SNP G A 4 125 c.304G>A c.(304-306)GTT>ATT p.V102I

Pat_32 Post-Resistance OTC 5009 37 X 38260652 38260652 Missense_Mutation SNP C A 42 227 c.511C>A c.(511-513)CAG>AAG p.Q171K

Pat_32 Post-Resistance MAGED1 9500 37 X 51640657 51640657 Missense_Mutation SNP A G 11 337 c.1501A>G c.(1501-1503)ATC>GTC p.I501V

Pat_32 Post-Resistance SMC1A 8243 37 X 53421792 53421792 Missense_Mutation SNP T C 4 218 c.2879A>G c.(2878-2880)GAG>GGG p.E960G

Pat_32 Post-Resistance SLC7A3 84889 37 X 70148757 70148757 Missense_Mutation SNP C T 102 91 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_32 Post-Resistance ACRC 93953 37 X 70823930 70823931 Missense_Mutation DNP GC AG 5 223 c.803_804GC>AG c.(802-804)AGC>AAG p.S268K

Pat_32 Post-Resistance AMOT 154796 37 X 112021870 112021870 Missense_Mutation SNP A C 259 246 c.3180T>G c.(3178-3180)AAT>AAG p.N1060K

Pat_32 Post-Resistance TKTL1 8277 37 X 153555980 153555980 Missense_Mutation SNP C T 14 365 c.1445C>T c.(1444-1446)GCT>GTT p.A482V

Pat_36 Post-Resistance GNB1 2782 37 1 1721893 1721893 Nonsense_Mutation SNP G A 4 99 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_36 Post-Resistance CLSTN1 22883 37 1 9793532 9793532 Missense_Mutation SNP A G 18 36 c.2354T>C c.(2353-2355)TTG>TCG p.L785S

Pat_36 Post-Resistance CSMD2 114784 37 1 34191055 34191055 Missense_Mutation SNP C T 29 44 c.2470G>A c.(2470-2472)GGG>AGG p.G824R

Pat_36 Post-Resistance UROD 7389 37 1 45479419 45479419 Nonsense_Mutation SNP C T 5 130 c.430C>T c.(430-432)CGA>TGA p.R144*

Pat_36 Post-Resistance PCSK9 255738 37 1 55518327 55518327 Missense_Mutation SNP G A 3 68 c.662G>A c.(661-663)AGC>AAC p.S221N

Pat_36 Post-Resistance AP4B1 10717 37 1 114437943 114437943 Missense_Mutation SNP T C 61 119 c.1964A>G c.(1963-1965)GAC>GGC p.D655G

Pat_36 Post-Resistance REG4 83998 37 1 120345767 120345767 Missense_Mutation SNP C G 3 65 c.89G>C c.(88-90)TGT>TCT p.C30S

Pat_36 Post-Resistance NBPF10 100132406 37 1 145302695 145302695 Missense_Mutation SNP C T 12 292 c.1133C>T c.(1132-1134)ACC>ATC p.T378I

Pat_36 Post-Resistance NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 16 20 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_36 Post-Resistance NBPF10 100132406 37 1 145362127 145362127 Missense_Mutation SNP G T 6 256 c.9660G>T c.(9658-9660)GAG>GAT p.E3220D

Pat_36 Post-Resistance ANKRD35 148741 37 1 145562153 145562153 Missense_Mutation SNP A G 29 40 c.1841A>G c.(1840-1842)GAG>GGG p.E614G

Pat_36 Post-Resistance TCHH 7062 37 1 152084627 152084627 Missense_Mutation SNP C G 9 100 c.1066G>C c.(1066-1068)GAG>CAG p.E356Q

Pat_36 Post-Resistance INSRR 3645 37 1 156823811 156823811 Missense_Mutation SNP G A 3 53 c.370C>T c.(370-372)CGT>TGT p.R124C

Pat_36 Post-Resistance F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 11 413 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_36 Post-Resistance SLC9A11 284525 37 1 173494048 173494048 Missense_Mutation SNP C T 88 162 c.2384G>A c.(2383-2385)GGT>GAT p.G795D

Pat_36 Post-Resistance FAM5B 57795 37 1 177250597 177250597 Missense_Mutation SNP C T 59 86 c.2285C>T c.(2284-2286)TCC>TTC p.S762F

Pat_36 Post-Resistance CFH 3075 37 1 196709754 196709754 Missense_Mutation SNP C T 66 324 c.2788C>T c.(2788-2790)CCT>TCT p.P930S

Pat_36 Post-Resistance FAM58B 339521 37 1 200183175 200183175 Missense_Mutation SNP T C 7 175 c.484T>C c.(484-486)TGC>CGC p.C162R

Pat_36 Post-Resistance TLR5 7100 37 1 223285653 223285653 Missense_Mutation SNP C T 66 265 c.721G>A c.(721-723)GAC>AAC p.D241N

Pat_36 Post-Resistance BMS1 9790 37 10 43292130 43292130 Missense_Mutation SNP G A 4 78 c.1438G>A c.(1438-1440)GTT>ATT p.V480I

Pat_36 Post-Resistance CHAT 1103 37 10 50828610 50828610 Missense_Mutation SNP G C 3 80 c.649G>C c.(649-651)GCC>CCC p.A217P

Pat_36 Post-Resistance FUT11 170384 37 10 75533357 75533357 Nonsense_Mutation SNP G A 3 77 c.1118G>A c.(1117-1119)TGG>TAG p.W373*

Pat_36 Post-Resistance CYP2C19 1557 37 10 96540270 96540270 Missense_Mutation SNP C T 176 76 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_36 Post-Resistance PLEKHA1 59338 37 10 124159884 124159884 Missense_Mutation SNP C T 72 40 c.224C>T c.(223-225)CCA>CTA p.P75L

Pat_36 Post-Resistance HMX3 340784 37 10 124896966 124896966 Missense_Mutation SNP C A 4 46 c.793C>A c.(793-795)CAC>AAC p.H265N

Pat_36 Post-Resistance ADAM8 101 37 10 135085960 135085960 Missense_Mutation SNP G A 4 70 c.718C>T c.(718-720)CGG>TGG p.R240W



Pat_36 Post-Resistance OR4C3 256144 37 11 48347048 48347048 Missense_Mutation SNP C T 14 153 c.556C>T c.(556-558)CTC>TTC p.L186F

Pat_36 Post-Resistance OR5I1 10798 37 11 55703323 55703323 Missense_Mutation SNP G A 30 95 c.554C>T c.(553-555)CCC>CTC p.P185L

Pat_36 Post-Resistance TMEM132A 54972 37 11 60703442 60703442 Missense_Mutation SNP G A 4 65 c.2135G>A c.(2134-2136)GGT>GAT p.G712D

Pat_36 Post-Resistance VEGFB 7423 37 11 64004908 64004908 Missense_Mutation SNP C T 4 145 c.427C>T c.(427-429)CAC>TAC p.H143Y

Pat_36 Post-Resistance VEGFB 7423 37 11 64004995 64004995 Missense_Mutation SNP C T 5 144 c.514C>T c.(514-516)CCA>TCA p.P172S

Pat_36 Post-Resistance SF3B2 10992 37 11 65828120 65828120 Missense_Mutation SNP T A 99 94 c.1697T>A c.(1696-1698)ATC>AAC p.I566N

Pat_36 Post-Resistance LOC645332 645332 37 11 67564228 67564228 Missense_Mutation SNP C T 4 91 c.236G>A c.(235-237)AGC>AAC p.S79N

Pat_36 Post-Resistance CNTN5 53942 37 11 99715584 99715584 Missense_Mutation SNP A G 129 106 c.278A>G c.(277-279)GAA>GGA p.E93G

Pat_36 Post-Resistance TMPRSS13 84000 37 11 117789465 117789465 Missense_Mutation SNP G C 6 120 c.110C>G c.(109-111)GCC>GGC p.A37G

Pat_36 Post-Resistance CBL 867 37 11 119149421 119149421 Missense_Mutation SNP A G 8 125 c.1429A>G c.(1429-1431)AAG>GAG p.K477E

Pat_36 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 13 504 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_36 Post-Resistance CD163 9332 37 12 7636205 7636205 Missense_Mutation SNP G A 69 121 c.2846C>T c.(2845-2847)TCC>TTC p.S949F

Pat_36 Post-Resistance PZP 5858 37 12 9346818 9346818 Missense_Mutation SNP C T 45 90 c.1109G>A c.(1108-1110)GGA>GAA p.G370E

Pat_36 Post-Resistance PRB4 5545 37 12 11461753 11461753 Missense_Mutation SNP C T 124 208 c.164G>A c.(163-165)GGA>GAA p.G55E

Pat_36 Post-Resistance LRP1 4035 37 12 57595327 57595327 Missense_Mutation SNP C T 4 102 c.10393C>T c.(10393-10395)CGG>TGG p.R3465W

Pat_36 Post-Resistance ATP2B1 490 37 12 90028875 90028875 Missense_Mutation SNP C T 99 241 c.560G>A c.(559-561)CGA>CAA p.R187Q

Pat_36 Post-Resistance ANKS1B 56899 37 12 100200261 100200261 Missense_Mutation SNP G A 93 129 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_36 Post-Resistance LOC220429 220429 37 13 50466615 50466615 Missense_Mutation SNP G C 14 167 c.1889G>C c.(1888-1890)TGT>TCT p.C630S

Pat_36 Post-Resistance CLEC14A 161198 37 14 38724167 38724167 Missense_Mutation SNP G A 3 74 c.1061C>T c.(1060-1062)ACG>ATG p.T354M

Pat_36 Post-Resistance LRFN5 145581 37 14 42360541 42360541 Missense_Mutation SNP G A 172 260 c.1474G>A c.(1474-1476)GAT>AAT p.D492N

Pat_36 Post-Resistance PTGER2 5732 37 14 52781426 52781426 Missense_Mutation SNP G A 3 32 c.160G>A c.(160-162)GTG>ATG p.V54M

Pat_36 Post-Resistance FBXO34 55030 37 14 55818498 55818498 Missense_Mutation SNP G C 4 156 c.1390G>C c.(1390-1392)GAC>CAC p.D464H

Pat_36 Post-Resistance CATSPERB 79820 37 14 92136192 92136192 Missense_Mutation SNP G A 48 73 c.1253C>T c.(1252-1254)CCC>CTC p.P418L

Pat_36 Post-Resistance ZNF839 55778 37 14 102808221 102808221 Nonsense_Mutation SNP C A 4 49 c.2141C>A c.(2140-2142)TCA>TAA p.S714*

Pat_36 Post-Resistance JAG2 3714 37 14 105609345 105609345 Missense_Mutation SNP C T 3 32 c.3404G>A c.(3403-3405)CGC>CAC p.R1135H

Pat_36 Post-Resistance CXADRP2 646243 37 15 22016334 22016334 Missense_Mutation SNP C T 16 97 c.383G>A c.(382-384)GGA>GAA p.G128E

Pat_36 Post-Resistance OR4N4 283694 37 15 22382615 22382615 Missense_Mutation SNP C T 97 470 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_36 Post-Resistance TGM5 9333 37 15 43533132 43533132 Missense_Mutation SNP C T 65 82 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_36 Post-Resistance CYP19A1 1588 37 15 51503039 51503039 Missense_Mutation SNP G A 93 169 c.1478C>T c.(1477-1479)ACC>ATC p.T493I

Pat_36 Post-Resistance DMXL2 23312 37 15 51795159 51795159 Missense_Mutation SNP G A 91 107 c.2836C>T c.(2836-2838)CCA>TCA p.P946S

Pat_36 Post-Resistance VPS13C 54832 37 15 62254605 62254605 Missense_Mutation SNP T A 321 442 c.3568A>T c.(3568-3570)ATT>TTT p.I1190F

Pat_36 Post-Resistance SMAD3 4088 37 15 67477073 67477073 Missense_Mutation SNP G A 4 103 c.880G>A c.(880-882)GTG>ATG p.V294M

Pat_36 Post-Resistance SCAMP5 192683 37 15 75308954 75308954 Missense_Mutation SNP G A 6 175 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_36 Post-Resistance NPIP 9284 37 16 15045671 15045671 Nonsense_Mutation SNP C A 8 396 c.842C>A c.(841-843)TCA>TAA p.S281*

Pat_36 Post-Resistance FOXF1 2294 37 16 86546572 86546572 Missense_Mutation SNP C G 3 78 c.1021C>G c.(1021-1023)CGA>GGA p.R341G

Pat_36 Post-Resistance NLRP1 22861 37 17 5424981 5424981 Missense_Mutation SNP C T 34 26 c.3646G>A c.(3646-3648)GGA>AGA p.G1216R

Pat_36 Post-Resistance CYB5D1 124637 37 17 7762832 7762832 Missense_Mutation SNP C T 4 150 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_36 Post-Resistance USP43 124739 37 17 9590195 9590195 Missense_Mutation SNP G A 3 67 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_36 Post-Resistance MYH2 4620 37 17 10436824 10436824 Splice_Site SNP A T 124 57 c.2304_splice c.e20+1 p.K768_splice

Pat_36 Post-Resistance SLC4A1 6521 37 17 42328624 42328624 Missense_Mutation SNP G A 3 53 c.2558C>T c.(2557-2559)ACG>ATG p.T853M

Pat_36 Post-Resistance SP2 6668 37 17 46000338 46000338 Missense_Mutation SNP G A 6 202 c.1070G>A c.(1069-1071)CGC>CAC p.R357H

Pat_36 Post-Resistance SGCA 6442 37 17 48252775 48252775 Missense_Mutation SNP C T 4 77 c.1141C>T c.(1141-1143)CCC>TCC p.P381S

Pat_36 Post-Resistance ANKFN1 162282 37 17 54534722 54534722 Missense_Mutation SNP T C 69 269 c.1421T>C c.(1420-1422)ATT>ACT p.I474T

Pat_36 Post-Resistance TEX2 55852 37 17 62226409 62226409 Missense_Mutation SNP T G 62 89 c.3304A>C c.(3304-3306)ATA>CTA p.I1102L

Pat_36 Post-Resistance CD300E 342510 37 17 72613304 72613304 Missense_Mutation SNP G A 97 171 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_36 Post-Resistance C19orf28 126321 37 19 3551085 3551085 Missense_Mutation SNP C T 3 68 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_36 Post-Resistance CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 27 247 c.386G>A c.(385-387)CGG>CAG p.R129Q



Pat_36 Post-Resistance ZNF560 147741 37 19 9578023 9578023 Missense_Mutation SNP G A 53 99 c.1600C>T c.(1600-1602)CAC>TAC p.H534Y

Pat_36 Post-Resistance ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 13 135 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_36 Post-Resistance ANO8 57719 37 19 17438622 17438622 Missense_Mutation SNP A G 6 150 c.2294T>C c.(2293-2295)TTC>TCC p.F765S

Pat_36 Post-Resistance ZNF93 81931 37 19 20045247 20045247 Missense_Mutation SNP T A 14 422 c.1483T>A c.(1483-1485)TCC>ACC p.S495T

Pat_36 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 9 215 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_36 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 19 281 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_36 Post-Resistance ZNF257 113835 37 19 22271387 22271387 Missense_Mutation SNP C T 41 65 c.835C>T c.(835-837)CAT>TAT p.H279Y

Pat_36 Post-Resistance ZNF676 163223 37 19 22363039 22363039 Missense_Mutation SNP T C 7 279 c.1480A>G c.(1480-1482)AAA>GAA p.K494E

Pat_36 Post-Resistance ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 10 222 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_36 Post-Resistance ZNF99 7652 37 19 22941036 22941036 Missense_Mutation SNP G A 48 132 c.1402C>T c.(1402-1404)CAT>TAT p.H468Y

Pat_36 Post-Resistance ZNF91 7644 37 19 23544808 23544808 Missense_Mutation SNP C T 12 478 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_36 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 27 382 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_36 Post-Resistance BCL3 602 37 19 45259535 45259535 Missense_Mutation SNP C T 4 96 c.457C>T c.(457-459)CGG>TGG p.R153W

Pat_36 Post-Resistance ZNF160 90338 37 19 53572562 53572562 Missense_Mutation SNP G A 131 264 c.1225C>T c.(1225-1227)CGT>TGT p.R409C

Pat_36 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 8 365 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_36 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 8 220 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_36 Post-Resistance ZNF813 126017 37 19 53995130 53995130 Missense_Mutation SNP T G 9 165 c.1644T>G c.(1642-1644)GAT>GAG p.D548E

Pat_36 Post-Resistance LILRA1 11024 37 19 55106681 55106681 Missense_Mutation SNP G A 89 177 c.475G>A c.(475-477)GAA>AAA p.E159K

Pat_36 Post-Resistance AURKC 6795 37 19 57746762 57746763 Missense_Mutation DNP CC TT 37 101 c.907_908CC>TT c.(907-909)CCC>TTC p.P303F

Pat_36 Post-Resistance ZNF814 730051 37 19 58384315 58384315 Missense_Mutation SNP G A 5 168 c.2443C>T c.(2443-2445)CTC>TTC p.L815F

Pat_36 Post-Resistance BIRC6 57448 37 2 32774431 32774431 Nonsense_Mutation SNP C T 102 116 c.13027C>T c.(13027-13029)CAG>TAG p.Q4343*

Pat_36 Post-Resistance ARHGAP25 9938 37 2 69034596 69034596 Missense_Mutation SNP C T 5 145 c.655C>T c.(655-657)CGG>TGG p.R219W

Pat_36 Post-Resistance XIRP2 129446 37 2 168104981 168104981 Missense_Mutation SNP C T 61 146 c.7079C>T c.(7078-7080)TCA>TTA p.S2360L

Pat_36 Post-Resistance SF3B1 23451 37 2 198288653 198288653 Missense_Mutation SNP A T 57 70 c.74T>A c.(73-75)CTT>CAT p.L25H

Pat_36 Post-Resistance SPAG16 79582 37 2 214878736 214878736 Missense_Mutation SNP C T 109 182 c.1462C>T c.(1462-1464)CCT>TCT p.P488S

Pat_36 Post-Resistance PSMD1 5707 37 2 231945017 231945017 Missense_Mutation SNP G A 4 102 c.1402G>A c.(1402-1404)GCC>ACC p.A468T

Pat_36 Post-Resistance DGKD 8527 37 2 234350612 234350612 Missense_Mutation SNP G A 5 117 c.1165G>A c.(1165-1167)GAA>AAA p.E389K

Pat_36 Post-Resistance SUN5 140732 37 20 31585473 31585473 Missense_Mutation SNP G A 26 63 c.361C>T c.(361-363)CAC>TAC p.H121Y

Pat_36 Post-Resistance DDX27 55661 37 20 47843000 47843000 Missense_Mutation SNP C T 22 116 c.727C>T c.(727-729)CCG>TCG p.P243S

Pat_36 Post-Resistance PMEPA1 56937 37 20 56234616 56234616 Missense_Mutation SNP C T 15 63 c.247G>A c.(247-249)GAA>AAA p.E83K

Pat_36 Post-Resistance GNAS 2778 37 20 57430103 57430103 Missense_Mutation SNP C T 20 63 c.1783C>T c.(1783-1785)CGG>TGG p.R595W

Pat_36 Post-Resistance BAGE2 85319 37 21 11058316 11058316 Missense_Mutation SNP G T 29 512 c.124C>A c.(124-126)CAT>AAT p.H42N

Pat_36 Post-Resistance BAGE2 85319 37 21 11058322 11058322 Missense_Mutation SNP C T 19 456 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_36 Post-Resistance KRTAP10-8 386681 37 21 46032751 46032751 Missense_Mutation SNP G C 3 81 c.734G>C c.(733-735)TGC>TCC p.C245S

Pat_36 Post-Resistance LSS 4047 37 21 47614507 47614507 Nonsense_Mutation SNP C T 3 44 c.1886G>A c.(1885-1887)TGG>TAG p.W629*

Pat_36 Post-Resistance FAM83F 113828 37 22 40415904 40415904 Missense_Mutation SNP G T 42 47 c.671G>T c.(670-672)CGC>CTC p.R224L

Pat_36 Post-Resistance CCR3 1232 37 3 46306946 46306946 Missense_Mutation SNP G T 9 518 c.297G>T c.(295-297)TGG>TGT p.W99C

Pat_36 Post-Resistance TLR9 54106 37 3 52256731 52256731 Missense_Mutation SNP T C 3 77 c.1601A>G c.(1600-1602)GAC>GGC p.D534G

Pat_36 Post-Resistance GLT8D1 55830 37 3 52729519 52729519 Missense_Mutation SNP C T 94 115 c.730G>A c.(730-732)GGA>AGA p.G244R

Pat_36 Post-Resistance IGSF10 285313 37 3 151163624 151163624 Missense_Mutation SNP G A 121 242 c.4145C>T c.(4144-4146)GCC>GTC p.A1382V

Pat_36 Post-Resistance SLITRK3 22865 37 3 164907675 164907675 Missense_Mutation SNP G A 48 106 c.944C>T c.(943-945)TCC>TTC p.S315F

Pat_36 Post-Resistance TNFSF10 8743 37 3 172224614 172224614 Missense_Mutation SNP C A 5 159 c.514G>T c.(514-516)GGT>TGT p.G172C

Pat_36 Post-Resistance SPATA16 83893 37 3 172643172 172643172 Missense_Mutation SNP C T 42 47 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_36 Post-Resistance EIF4G1 1981 37 3 184045020 184045020 Missense_Mutation SNP G C 3 52 c.3445G>C c.(3445-3447)GAA>CAA p.E1149Q

Pat_36 Post-Resistance FRYL 285527 37 4 48566058 48566058 Missense_Mutation SNP T C 60 89 c.3503A>G c.(3502-3504)AAC>AGC p.N1168S

Pat_36 Post-Resistance TECRL 253017 37 4 65180398 65180398 Missense_Mutation SNP C A 7 180 c.519G>T c.(517-519)GAG>GAT p.E173D

Pat_36 Post-Resistance ABCG2 9429 37 4 89042886 89042886 Missense_Mutation SNP C T 52 93 c.590G>A c.(589-591)GGA>GAA p.G197E



Pat_36 Post-Resistance TRPC3 7222 37 4 122846307 122846307 Missense_Mutation SNP C T 74 87 c.1042G>A c.(1042-1044)GAT>AAT p.D348N

Pat_36 Post-Resistance TLL1 7092 37 4 166914016 166914016 Missense_Mutation SNP G A 33 60 c.341G>A c.(340-342)AGG>AAG p.R114K

Pat_36 Post-Resistance CTNND2 1501 37 5 11022885 11022885 Missense_Mutation SNP C T 38 39 c.2995G>A c.(2995-2997)GAT>AAT p.D999N

Pat_36 Post-Resistance EGFLAM 133584 37 5 38350642 38350642 Missense_Mutation SNP C T 115 170 c.331C>T c.(331-333)CGT>TGT p.R111C

Pat_36 Post-Resistance EGFLAM 133584 37 5 38418330 38418330 Missense_Mutation SNP G A 12 41 c.1657G>A c.(1657-1659)GGA>AGA p.G553R

Pat_36 Post-Resistance SLIT3 6586 37 5 168176636 168176636 Missense_Mutation SNP G T 44 60 c.1978C>A c.(1978-1980)CTC>ATC p.L660I

Pat_36 Post-Resistance PPARD 5467 37 6 35378976 35378976 Missense_Mutation SNP C T 52 185 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_36 Post-Resistance SNX9 51429 37 6 158342574 158342574 Missense_Mutation SNP G C 3 87 c.961G>C c.(961-963)GAG>CAG p.E321Q

Pat_36 Post-Resistance HOXA2 3199 37 7 27142080 27142080 Missense_Mutation SNP T A 10 389 c.40A>T c.(40-42)AGC>TGC p.S14C

Pat_36 Post-Resistance CRHR2 1395 37 7 30693101 30693101 Missense_Mutation SNP C T 178 101 c.1211G>A c.(1210-1212)AGC>AAC p.S404N

Pat_36 Post-Resistance CCDC129 223075 37 7 31614251 31614251 Missense_Mutation SNP C T 51 138 c.493C>T c.(493-495)CCA>TCA p.P165S

Pat_36 Post-Resistance ZNF92 168374 37 7 64863839 64863839 Missense_Mutation SNP C A 13 558 c.812C>A c.(811-813)ACC>AAC p.T271N

Pat_36 Post-Resistance AUTS2 26053 37 7 70239084 70239084 Missense_Mutation SNP G A 7 225 c.1901G>A c.(1900-1902)AGG>AAG p.R634K

Pat_36 Post-Resistance LAMB1 3912 37 7 107626494 107626494 Missense_Mutation SNP C T 19 66 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_36 Post-Resistance NUP205 23165 37 7 135322742 135322742 Missense_Mutation SNP C G 64 260 c.5200C>G c.(5200-5202)CAA>GAA p.Q1734E

Pat_36 Post-Resistance DENND2A 27147 37 7 140221703 140221703 Missense_Mutation SNP A G 66 33 c.2863T>C c.(2863-2865)TTT>CTT p.F955L

Pat_36 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 141 134 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_36 Post-Resistance TRY6 154754 37 7 142481805 142481805 Missense_Mutation SNP G A 186 28 c.484G>A c.(484-486)GAC>AAC p.D162N

Pat_36 Post-Resistance AMAC1L2 83650 37 8 11188846 11188847 Missense_Mutation DNP CC TA 121 303 c.231_232CC>TAc.(229-234)TGCCTC>TGTATC p.L78I

Pat_36 Post-Resistance OPRK1 4986 37 8 54147645 54147645 Missense_Mutation SNP T C 79 182 c.284A>G c.(283-285)AAC>AGC p.N95S

Pat_36 Post-Resistance DCAF4L2 138009 37 8 88885853 88885853 Missense_Mutation SNP G A 149 91 c.347C>T c.(346-348)CCG>CTG p.P116L

Pat_36 Post-Resistance TAF2 6873 37 8 120800684 120800684 Missense_Mutation SNP G A 44 133 c.1687C>T c.(1687-1689)CCA>TCA p.P563S

Pat_36 Post-Resistance PLEC 5339 37 8 144998339 144998339 Missense_Mutation SNP G A 3 59 c.6169C>T c.(6169-6171)CGG>TGG p.R2057W

Pat_36 Post-Resistance ANKRD20A3 441425 37 9 67938633 67938633 Missense_Mutation SNP G T 5 111 c.768G>T c.(766-768)AAG>AAT p.K256N

Pat_36 Post-Resistance TLE4 7091 37 9 82333807 82333807 Missense_Mutation SNP C T 118 54 c.1586C>T c.(1585-1587)ACG>ATG p.T529M

Pat_36 Post-Resistance KIAA1958 158405 37 9 115422326 115422326 Missense_Mutation SNP G T 4 80 c.2128G>T c.(2128-2130)GGC>TGC p.G710C

Pat_36 Post-Resistance GOLGA1 2800 37 9 127651544 127651544 Missense_Mutation SNP C T 3 28 c.1639G>A c.(1639-1641)GCC>ACC p.A547T

Pat_36 Post-Resistance TOR1B 27348 37 9 132569576 132569576 Missense_Mutation SNP C T 4 170 c.575C>T c.(574-576)CCG>CTG p.P192L

Pat_36 Post-Resistance COL5A1 1289 37 9 137676874 137676874 Missense_Mutation SNP C T 33 38 c.2524C>T c.(2524-2526)CCT>TCT p.P842S

Pat_36 Post-Resistance MAMDC4 158056 37 9 139755051 139755051 Missense_Mutation SNP C T 3 77 c.3410C>T c.(3409-3411)CCG>CTG p.P1137L

Pat_36 Post-Resistance FAM47C 442444 37 X 37027190 37027190 Missense_Mutation SNP T C 7 237 c.707T>C c.(706-708)CTG>CCG p.L236P

Pat_36 Post-Resistance FAM47C 442444 37 X 37028699 37028699 Missense_Mutation SNP G A 5 162 c.2216G>A c.(2215-2217)CGC>CAC p.R739H

Pat_36 Post-Resistance SRPX 8406 37 X 38024056 38024056 Missense_Mutation SNP C T 38 78 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_36 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 251 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_36 Post-Resistance CITED1 4435 37 X 71521743 71521743 Missense_Mutation SNP G A 56 191 c.412C>T c.(412-414)CCT>TCT p.P138S

Pat_36 Post-Resistance PHKA1 5255 37 X 71870239 71870239 Splice_Site SNP C T 48 39 c.1324_splice c.e13+1 p.V442_splice

Pat_36 Post-Resistance AIFM1 9131 37 X 129290539 129290539 Nonsense_Mutation SNP G A 434 335 c.145C>T c.(145-147)CAG>TAG p.Q49*

Pat_36 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 14 824 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_36 Post-Resistance MAGEA5 4104 37 X 151283715 151283715 Missense_Mutation SNP C T 51 158 c.298G>A c.(298-300)GAC>AAC p.D100N

Pat_37 Post-Resistance CCDC27 148870 37 1 3677872 3677872 Missense_Mutation SNP C A 3 62 c.739C>A c.(739-741)CAG>AAG p.Q247K

Pat_37 Post-Resistance CASZ1 54897 37 1 10720457 10720458 Missense_Mutation DNP GG AA 27 20 c.641_642CC>TT c.(640-642)ACC>ATT p.T214I

Pat_37 Post-Resistance VPS13D 55187 37 1 12336563 12336563 Missense_Mutation SNP G A 4 235 c.2918G>A c.(2917-2919)CGG>CAG p.R973Q

Pat_37 Post-Resistance MST1P9 11223 37 1 17085609 17085609 Missense_Mutation SNP T C 3 151 c.1112A>G c.(1111-1113)AAG>AGG p.K371R

Pat_37 Post-Resistance PADI3 51702 37 1 17597609 17597610 Missense_Mutation DNP GG TA 39 42 c.983_984GG>TA c.(982-984)AGG>ATA p.R328I

Pat_37 Post-Resistance KIF17 57576 37 1 21039967 21039967 Missense_Mutation SNP C A 4 114 c.460G>T c.(460-462)GAC>TAC p.D154Y

Pat_37 Post-Resistance SH2D5 400745 37 1 21049335 21049335 Missense_Mutation SNP C T 17 14 c.730G>A c.(730-732)GGC>AGC p.G244S

Pat_37 Post-Resistance SNRNP40 9410 37 1 31740760 31740760 Missense_Mutation SNP C A 5 219 c.878G>T c.(877-879)TGG>TTG p.W293L



Pat_37 Post-Resistance HIVEP3 59269 37 1 42049181 42049181 Missense_Mutation SNP C T 41 53 c.1288G>A c.(1288-1290)GCC>ACC p.A430T

Pat_37 Post-Resistance KDM4A 9682 37 1 44137364 44137364 Missense_Mutation SNP C T 4 56 c.1552C>T c.(1552-1554)CGG>TGG p.R518W

Pat_37 Post-Resistance PLK3 1263 37 1 45267582 45267582 Missense_Mutation SNP G A 39 32 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_37 Post-Resistance EIF2B3 8891 37 1 45345603 45345603 Missense_Mutation SNP C T 54 39 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_37 Post-Resistance ABCA4 24 37 1 94473802 94473802 Missense_Mutation SNP G A 60 41 c.5887C>T c.(5887-5889)CGC>TGC p.R1963C

Pat_37 Post-Resistance TBX15 6913 37 1 119456748 119456748 Missense_Mutation SNP C A 4 193 c.598G>T c.(598-600)GGG>TGG p.G200W

Pat_37 Post-Resistance TBX15 6913 37 1 119466193 119466193 Nonsense_Mutation SNP G A 154 166 c.409C>T c.(409-411)CGA>TGA p.R137*

Pat_37 Post-Resistance RBM8A 9939 37 1 145508251 145508251 Missense_Mutation SNP G A 123 280 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_37 Post-Resistance NBPF16 728936 37 1 148754864 148754864 Missense_Mutation SNP A G 3 118 c.1520A>G c.(1519-1521)GAG>GGG p.E507G

Pat_37 Post-Resistance SPTA1 6708 37 1 158590040 158590040 Missense_Mutation SNP C T 42 82 c.6337G>A c.(6337-6339)GGT>AGT p.G2113S

Pat_37 Post-Resistance SPTA1 6708 37 1 158592934 158592934 Missense_Mutation SNP C T 328 545 c.5959G>A c.(5959-5961)GAG>AAG p.E1987K

Pat_37 Post-Resistance NCSTN 23385 37 1 160325741 160325741 Missense_Mutation SNP C T 44 104 c.1544C>T c.(1543-1545)CCC>CTC p.P515L

Pat_37 Post-Resistance ADCY10 55811 37 1 167823624 167823624 Missense_Mutation SNP C T 85 202 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_37 Post-Resistance SELE 6401 37 1 169701822 169701822 Missense_Mutation SNP C T 15 44 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_37 Post-Resistance DNM3 26052 37 1 172002338 172002338 Missense_Mutation SNP C T 18 23 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_37 Post-Resistance PIGC 5279 37 1 172411623 172411623 Missense_Mutation SNP T C 254 337 c.140A>G c.(139-141)CAA>CGA p.Q47R

Pat_37 Post-Resistance CACNA1E 777 37 1 181705551 181705551 Missense_Mutation SNP A G 34 42 c.3403A>G c.(3403-3405)ATC>GTC p.I1135V

Pat_37 Post-Resistance GPR25 2848 37 1 200842308 200842308 Missense_Mutation SNP C T 14 22 c.143C>T c.(142-144)GCG>GTG p.A48V

Pat_37 Post-Resistance DTL 51514 37 1 212236238 212236238 Missense_Mutation SNP C T 5 313 c.473C>T c.(472-474)ACG>ATG p.T158M

Pat_37 Post-Resistance HHIPL2 79802 37 1 222717501 222717501 Missense_Mutation SNP C T 121 293 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_37 Post-Resistance SUSD4 55061 37 1 223396657 223396657 Missense_Mutation SNP G A 53 135 c.1378C>T c.(1378-1380)CCT>TCT p.P460S

Pat_37 Post-Resistance OBSCN 84033 37 1 228524810 228524810 Missense_Mutation SNP C T 4 164 c.16643C>T c.(16642-16644)TCG>TTG p.S5548L

Pat_37 Post-Resistance TAF5L 27097 37 1 229745874 229745874 Nonsense_Mutation SNP G A 4 239 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_37 Post-Resistance ITIH5 80760 37 10 7679199 7679199 Missense_Mutation SNP C T 35 688 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_37 Post-Resistance PLXDC2 84898 37 10 20453449 20453449 Missense_Mutation SNP G A 146 286 c.836G>A c.(835-837)GGA>GAA p.G279E

Pat_37 Post-Resistance MYO3A 53904 37 10 26305806 26305806 Missense_Mutation SNP C T 124 258 c.566C>T c.(565-567)CCG>CTG p.P189L

Pat_37 Post-Resistance MASTL 84930 37 10 27459701 27459701 Missense_Mutation SNP G A 12 37 c.1813G>A c.(1813-1815)GAA>AAA p.E605K

Pat_37 Post-Resistance MPP7 143098 37 10 28438925 28438925 Missense_Mutation SNP C T 72 90 c.220G>A c.(220-222)GCC>ACC p.A74T

Pat_37 Post-Resistance ZNF33B 7582 37 10 43089957 43089957 Missense_Mutation SNP C T 62 195 c.441G>A c.(439-441)ATG>ATA p.M147I

Pat_37 Post-Resistance PTEN 5728 37 10 89711993 89711993 Missense_Mutation SNP C T 11 536 c.611C>T c.(610-612)CCA>CTA p.P204L

Pat_37 Post-Resistance CRTAC1 55118 37 10 99696061 99696061 Missense_Mutation SNP G A 4 83 c.287C>T c.(286-288)GCG>GTG p.A96V

Pat_37 Post-Resistance C10orf81 79949 37 10 115535549 115535549 Missense_Mutation SNP G A 107 85 c.955G>A c.(955-957)GAG>AAG p.E319K

Pat_37 Post-Resistance EMX2 2018 37 10 119305304 119305304 Missense_Mutation SNP A G 3 48 c.568A>G c.(568-570)AGC>GGC p.S190G

Pat_37 Post-Resistance LOC653544 653544 37 10 135491009 135491009 Missense_Mutation SNP G T 5 66 c.620G>T c.(619-621)AGG>ATG p.R207M

Pat_37 Post-Resistance PHRF1 57661 37 11 598398 598398 Missense_Mutation SNP C T 20 25 c.920C>T c.(919-921)TCC>TTC p.S307F

Pat_37 Post-Resistance PNPLA2 57104 37 11 824073 824073 Missense_Mutation SNP C T 3 57 c.995C>T c.(994-996)ACG>ATG p.T332M

Pat_37 Post-Resistance TRPM5 29850 37 11 2434797 2434797 Missense_Mutation SNP A C 16 31 c.1912T>G c.(1912-1914)TGG>GGG p.W638G

Pat_37 Post-Resistance OR51G2 81282 37 11 4936880 4936880 Missense_Mutation SNP G A 29 53 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_37 Post-Resistance TUB 7275 37 11 8122119 8122119 Missense_Mutation SNP C T 41 90 c.1186C>T c.(1186-1188)CAT>TAT p.H396Y

Pat_37 Post-Resistance OR8J1 219477 37 11 56127862 56127862 Missense_Mutation SNP C T 172 277 c.140C>T c.(139-141)ACC>ATC p.T47I

Pat_37 Post-Resistance ZP1 22917 37 11 60638702 60638702 Nonsense_Mutation SNP C T 39 74 c.1027C>T c.(1027-1029)CAG>TAG p.Q343*

Pat_37 Post-Resistance B3GAT3 26229 37 11 62384611 62384611 Missense_Mutation SNP G A 49 88 c.466C>T c.(466-468)CGT>TGT p.R156C

Pat_37 Post-Resistance PCNXL3 399909 37 11 65401705 65401705 Missense_Mutation SNP G A 19 23 c.4579G>A c.(4579-4581)GAT>AAT p.D1527N

Pat_37 Post-Resistance SAPS3 55291 37 11 68369378 68369378 Missense_Mutation SNP G A 165 343 c.2240G>A c.(2239-2241)AGC>AAC p.S747N

Pat_37 Post-Resistance SHANK2 22941 37 11 70319483 70319483 Missense_Mutation SNP G A 26 70 c.5041C>T c.(5041-5043)CGC>TGC p.R1681C

Pat_37 Post-Resistance SYTL2 54843 37 11 85447625 85447625 Missense_Mutation SNP G A 93 135 c.502C>T c.(502-504)CCA>TCA p.P168S

Pat_37 Post-Resistance DYNC2H1 79659 37 11 103025334 103025334 Missense_Mutation SNP C T 22 55 c.3457C>T c.(3457-3459)CGG>TGG p.R1153W



Pat_37 Post-Resistance FXYD2 486 37 11 117691411 117691412 Splice_Site DNP CC TT 52 53 c.177_splice c.e5-1 p.R59_splice

Pat_37 Post-Resistance SORL1 6653 37 11 121495820 121495820 Missense_Mutation SNP T G 152 111 c.6198T>G c.(6196-6198)AGT>AGG p.S2066R

Pat_37 Post-Resistance CDON 50937 37 11 125853959 125853959 Missense_Mutation SNP G A 28 25 c.2803C>T c.(2803-2805)CCT>TCT p.P935S

Pat_37 Post-Resistance CHD4 1108 37 12 6702280 6702280 Missense_Mutation SNP G A 87 154 c.2629C>T c.(2629-2631)CGG>TGG p.R877W

Pat_37 Post-Resistance MFAP5 8076 37 12 8803177 8803177 Missense_Mutation SNP C T 60 104 c.256G>A c.(256-258)GAT>AAT p.D86N

Pat_37 Post-Resistance PZP 5858 37 12 9353583 9353583 Missense_Mutation SNP G A 95 186 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_37 Post-Resistance CLEC7A 64581 37 12 10275902 10275902 Missense_Mutation SNP G A 34 101 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_37 Post-Resistance TAS2R42 353164 37 12 11338899 11338899 Missense_Mutation SNP C G 52 69 c.645G>C c.(643-645)AAG>AAC p.K215N

Pat_37 Post-Resistance GRIN2B 2904 37 12 13717171 13717171 Missense_Mutation SNP C T 45 86 c.3001G>A c.(3001-3003)GAT>AAT p.D1001N

Pat_37 Post-Resistance CASC1 55259 37 12 25297373 25297373 Missense_Mutation SNP C T 144 331 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_37 Post-Resistance MLL2 8085 37 12 49431693 49431693 Missense_Mutation SNP G A 15 38 c.9446C>T c.(9445-9447)TCC>TTC p.S3149F

Pat_37 Post-Resistance ACCN2 41 37 12 50473745 50473745 Missense_Mutation SNP G A 6 498 c.1112G>A c.(1111-1113)CGC>CAC p.R371H

Pat_37 Post-Resistance MFSD5 84975 37 12 53647014 53647014 Missense_Mutation SNP T C 313 502 c.395T>C c.(394-396)GTG>GCG p.V132A

Pat_37 Post-Resistance OR6C6 283365 37 12 55688866 55688866 Missense_Mutation SNP G A 105 167 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_37 Post-Resistance OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 69 110 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_37 Post-Resistance OR6C4 341418 37 12 55945126 55945126 Missense_Mutation SNP G A 263 494 c.116G>A c.(115-117)GGA>GAA p.G39E

Pat_37 Post-Resistance KIF5A 3798 37 12 57957903 57957903 Missense_Mutation SNP G A 90 147 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_37 Post-Resistance TRHDE 29953 37 12 72956777 72956777 Missense_Mutation SNP G A 153 254 c.1864G>A c.(1864-1866)GAT>AAT p.D622N

Pat_37 Post-Resistance PPFIA2 8499 37 12 81741397 81741397 Missense_Mutation SNP G A 213 432 c.2147C>T c.(2146-2148)TCA>TTA p.S716L

Pat_37 Post-Resistance C12orf12 196477 37 12 91348239 91348239 Missense_Mutation SNP G A 3 59 c.281C>T c.(280-282)CCA>CTA p.P94L

Pat_37 Post-Resistance ANO4 121601 37 12 101333122 101333122 Missense_Mutation SNP G A 70 142 c.190G>A c.(190-192)GAA>AAA p.E64K

Pat_37 Post-Resistance UTP20 27340 37 12 101680285 101680285 Nonsense_Mutation SNP C A 4 203 c.513C>A c.(511-513)TAC>TAA p.Y171*

Pat_37 Post-Resistance STAB2 55576 37 12 104102294 104102294 Missense_Mutation SNP G A 107 187 c.4268G>A c.(4267-4269)CGA>CAA p.R1423Q

Pat_37 Post-Resistance C12orf23 90488 37 12 107365098 107365098 Missense_Mutation SNP G A 4 236 c.280G>A c.(280-282)GTT>ATT p.V94I

Pat_37 Post-Resistance FICD 11153 37 12 108912722 108912723 Missense_Mutation DNP GG AA 44 107 c.847_848GG>AA c.(847-849)GGC>AAC p.G283N

Pat_37 Post-Resistance TPCN1 53373 37 12 113711397 113711398 Missense_Mutation DNP CC TT 201 374 c.866_867CC>TT c.(865-867)TCC>TTT p.S289F

Pat_37 Post-Resistance FBXW8 26259 37 12 117365847 117365847 Missense_Mutation SNP C T 65 127 c.338C>T c.(337-339)CCT>CTT p.P113L

Pat_37 Post-Resistance DIABLO 56616 37 12 122709099 122709099 Missense_Mutation SNP A G 195 295 c.143T>C c.(142-144)ATT>ACT p.I48T

Pat_37 Post-Resistance HIP1R 9026 37 12 123333135 123333135 Missense_Mutation SNP C T 50 100 c.280C>T c.(280-282)CTT>TTT p.L94F

Pat_37 Post-Resistance MTUS2 23281 37 13 29599659 29599659 Missense_Mutation SNP C T 22 47 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_37 Post-Resistance NBEA 26960 37 13 35806678 35806678 Missense_Mutation SNP C T 7 8 c.5698C>T c.(5698-5700)CGT>TGT p.R1900C

Pat_37 Post-Resistance FREM2 341640 37 13 39266402 39266402 Missense_Mutation SNP C T 74 113 c.4921C>T c.(4921-4923)CCC>TCC p.P1641S

Pat_37 Post-Resistance GPC5 2262 37 13 92797179 92797179 Missense_Mutation SNP G A 129 250 c.1498G>A c.(1498-1500)GAT>AAT p.D500N

Pat_37 Post-Resistance NALCN 259232 37 13 101910822 101910822 Missense_Mutation SNP C T 48 112 c.1238G>A c.(1237-1239)AGG>AAG p.R413K

Pat_37 Post-Resistance OR4N2 390429 37 14 20295764 20295764 Missense_Mutation SNP C T 15 305 c.157C>T c.(157-159)CCT>TCT p.P53S

Pat_37 Post-Resistance OR4L1 122742 37 14 20528650 20528650 Nonsense_Mutation SNP G A 83 183 c.447G>A c.(445-447)TGG>TGA p.W149*

Pat_37 Post-Resistance CHD8 57680 37 14 21861354 21861354 Missense_Mutation SNP G T 4 147 c.5542C>A c.(5542-5544)CAA>AAA p.Q1848K

Pat_37 Post-Resistance MYH6 4624 37 14 23854151 23854151 Missense_Mutation SNP C T 47 107 c.5263G>A c.(5263-5265)GAG>AAG p.E1755K

Pat_37 Post-Resistance LRRC16B 90668 37 14 24534223 24534223 Missense_Mutation SNP C A 5 249 c.3137C>A c.(3136-3138)CCA>CAA p.P1046Q

Pat_37 Post-Resistance LRRC16B 90668 37 14 24534241 24534241 Missense_Mutation SNP G A 4 100 c.3155G>A c.(3154-3156)CGC>CAC p.R1052H

Pat_37 Post-Resistance ARHGAP5 394 37 14 32562852 32562852 Missense_Mutation SNP C T 200 338 c.2977C>T c.(2977-2979)CCA>TCA p.P993S

Pat_37 Post-Resistance FRMD6 122786 37 14 52194536 52194536 Missense_Mutation SNP A G 216 284 c.1658A>G c.(1657-1659)AAA>AGA p.K553R

Pat_37 Post-Resistance MAPK1IP1L 93487 37 14 55529606 55529606 Missense_Mutation SNP C T 65 134 c.289C>T c.(289-291)CCA>TCA p.P97S

Pat_37 Post-Resistance DLGAP5 9787 37 14 55650429 55650429 Missense_Mutation SNP A G 15 18 c.281T>C c.(280-282)CTC>CCC p.L94P

Pat_37 Post-Resistance RAD51L1 5890 37 14 68934923 68934923 Missense_Mutation SNP C T 118 205 c.992C>T c.(991-993)ACC>ATC p.T331I

Pat_37 Post-Resistance SERPINA11 256394 37 14 94914736 94914736 Missense_Mutation SNP G A 47 137 c.376C>T c.(376-378)CTT>TTT p.L126F

Pat_37 Post-Resistance DIO3 1735 37 14 102028737 102028737 Missense_Mutation SNP C T 35 65 c.826C>T c.(826-828)CGG>TGG p.R276W



Pat_37 Post-Resistance TECPR2 9895 37 14 102874935 102874935 Nonsense_Mutation SNP T A 66 139 c.459T>A c.(457-459)TAT>TAA p.Y153*

Pat_37 Post-Resistance ADAM6 8755 37 14 106354443 106354443 Splice_Site SNP G A 34 45 c.49316_splice c.e3089+1

Pat_37 Post-Resistance UBE3A 7337 37 15 25620797 25620797 Missense_Mutation SNP C G 62 123 c.185G>C c.(184-186)CGT>CCT p.R62P

Pat_37 Post-Resistance GABRB3 2562 37 15 26793136 26793136 Missense_Mutation SNP C T 52 84 c.1226G>A c.(1225-1227)CGA>CAA p.R409Q

Pat_37 Post-Resistance C15orf55 256646 37 15 34649346 34649347 Missense_Mutation DNP CC TT 35 63 c.3053_3054CC>TT c.(3052-3054)TCC>TTT p.S1018F

Pat_37 Post-Resistance EIF2AK4 440275 37 15 40280268 40280268 Nonsense_Mutation SNP C T 81 184 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_37 Post-Resistance C15orf57 90416 37 15 40849511 40849511 Missense_Mutation SNP C T 4 214 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_37 Post-Resistance LEO1 123169 37 15 52252113 52252113 Missense_Mutation SNP A T 100 156 c.1143T>A c.(1141-1143)TTT>TTA p.F381L

Pat_37 Post-Resistance UNC13C 440279 37 15 54305830 54305830 Missense_Mutation SNP G A 48 107 c.730G>A c.(730-732)GAA>AAA p.E244K

Pat_37 Post-Resistance MAN2C1 4123 37 15 75660483 75660483 Missense_Mutation SNP C T 11 8 c.158G>A c.(157-159)AGA>AAA p.R53K

Pat_37 Post-Resistance ACAN 176 37 15 89416239 89416239 Missense_Mutation SNP C T 24 39 c.7316C>T c.(7315-7317)ACG>ATG p.T2439M

Pat_37 Post-Resistance MAN2A2 4122 37 15 91450650 91450650 Missense_Mutation SNP G C 6 188 c.1121G>C c.(1120-1122)CGC>CCC p.R374P

Pat_37 Post-Resistance DECR2 26063 37 16 461501 461501 Missense_Mutation SNP G A 4 200 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_37 Post-Resistance SOLH 6650 37 16 601598 601598 Missense_Mutation SNP G A 4 80 c.2279G>A c.(2278-2280)CGT>CAT p.R760H

Pat_37 Post-Resistance FLYWCH1 84256 37 16 2980449 2980449 Missense_Mutation SNP G A 9 5 c.364G>A c.(364-366)GGG>AGG p.G122R

Pat_37 Post-Resistance KREMEN2 79412 37 16 3016389 3016389 Missense_Mutation SNP G A 69 72 c.425G>A c.(424-426)GGC>GAC p.G142D

Pat_37 Post-Resistance DNASE1 1773 37 16 3706147 3706147 Missense_Mutation SNP G A 5 220 c.281G>A c.(280-282)GGA>GAA p.G94E

Pat_37 Post-Resistance PRKCB 5579 37 16 24231291 24231291 Missense_Mutation SNP A G 3 95 c.1873A>G c.(1873-1875)AGA>GGA p.R625G

Pat_37 Post-Resistance FHOD1 29109 37 16 67265090 67265090 Splice_Site SNP C G 4 65 c.2667_splice c.e17+1 p.K889_splice

Pat_37 Post-Resistance ATP6V0D1 9114 37 16 67472954 67472954 Missense_Mutation SNP G A 4 231 c.736C>T c.(736-738)CGG>TGG p.R246W

Pat_37 Post-Resistance SPG7 6687 37 16 89617007 89617007 Missense_Mutation SNP C G 3 87 c.1769C>G c.(1768-1770)GCC>GGC p.A590G

Pat_37 Post-Resistance YWHAE 7531 37 17 1264431 1264431 Missense_Mutation SNP G A 164 270 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_37 Post-Resistance PITPNA 5306 37 17 1451661 1451661 Missense_Mutation SNP C T 4 213 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_37 Post-Resistance SMTNL2 342527 37 17 4510744 4510744 Missense_Mutation SNP G A 6 704 c.1348G>A c.(1348-1350)GTC>ATC p.V450I

Pat_37 Post-Resistance MINK1 50488 37 17 4797389 4797389 Splice_Site SNP G A 4 60 c.2670_splice c.e22+1 p.R890_splice

Pat_37 Post-Resistance CAMTA2 23125 37 17 4880437 4880438 Missense_Mutation DNP GG AA 57 156 c.1815_1816CC>TTc.(1813-1818)CCCCTT>CCTTTTp.L606F

Pat_37 Post-Resistance TNK1 8711 37 17 7291865 7291865 Missense_Mutation SNP A G 29 61 c.1633A>G c.(1633-1635)AGC>GGC p.S545G

Pat_37 Post-Resistance DNAH2 146754 37 17 7727983 7727983 Missense_Mutation SNP C T 167 347 c.11791C>T c.(11791-11793)CAC>TAC p.H3931Y

Pat_37 Post-Resistance SPDYE4 388333 37 17 8656641 8656641 Missense_Mutation SNP C T 7 21 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_37 Post-Resistance TOM1L2 146691 37 17 17786101 17786101 Missense_Mutation SNP G A 107 158 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_37 Post-Resistance LGALS9C 654346 37 17 18387232 18387232 Missense_Mutation SNP G A 90 51 c.83G>A c.(82-84)GGA>GAA p.G28E

Pat_37 Post-Resistance MAPK7 5598 37 17 19284135 19284135 Missense_Mutation SNP C T 3 63 c.613C>T c.(613-615)CGT>TGT p.R205C

Pat_37 Post-Resistance TRAF4 9618 37 17 27075388 27075388 Missense_Mutation SNP C T 3 92 c.571C>T c.(571-573)CGC>TGC p.R191C

Pat_37 Post-Resistance CNTNAP1 8506 37 17 40845480 40845480 Missense_Mutation SNP G A 4 159 c.2918G>A c.(2917-2919)CGC>CAC p.R973H

Pat_37 Post-Resistance KIF18B 146909 37 17 43012650 43012650 Missense_Mutation SNP C T 3 29 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_37 Post-Resistance IGF2BP1 10642 37 17 47115636 47115636 Missense_Mutation SNP G A 48 63 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_37 Post-Resistance COL1A1 1277 37 17 48271376 48271377 Missense_Mutation DNP GG AA 47 113 c.1694_1695CC>TTc.(1693-1695)CCC>CTT p.P565L

Pat_37 Post-Resistance AKAP1 8165 37 17 55189933 55189933 Missense_Mutation SNP C T 5 170 c.2057C>T c.(2056-2058)CCC>CTC p.P686L

Pat_37 Post-Resistance RECQL5 9400 37 17 73624834 73624834 Missense_Mutation SNP G A 4 87 c.2498C>T c.(2497-2499)CCG>CTG p.P833L

Pat_37 Post-Resistance SPHK1 8877 37 17 74383533 74383533 Missense_Mutation SNP G T 4 156 c.1021G>T c.(1021-1023)GAT>TAT p.D341Y

Pat_37 Post-Resistance UBE2O 63893 37 17 74387494 74387494 Missense_Mutation SNP G A 4 200 c.3409C>T c.(3409-3411)CGG>TGG p.R1137W

Pat_37 Post-Resistance PCYT2 5833 37 17 79864636 79864637 Missense_Mutation DNP GG AA 17 63 c.675_676CC>TTc.(673-678)TTCCAC>TTTTAC p.H226Y

Pat_37 Post-Resistance LAMA3 3909 37 18 21512198 21512198 Missense_Mutation SNP C T 180 293 c.8651C>T c.(8650-8652)TCT>TTT p.S2884F

Pat_37 Post-Resistance SYT4 6860 37 18 40853607 40853607 Missense_Mutation SNP C T 34 95 c.787G>A c.(787-789)GGA>AGA p.G263R

Pat_37 Post-Resistance DCC 1630 37 18 50918076 50918076 Missense_Mutation SNP C T 188 368 c.2507C>T c.(2506-2508)TCG>TTG p.S836L

Pat_37 Post-Resistance DCC 1630 37 18 50994305 50994305 Missense_Mutation SNP G A 71 127 c.3661G>A c.(3661-3663)GAG>AAG p.E1221K

Pat_37 Post-Resistance NCLN 56926 37 19 3192594 3192594 Missense_Mutation SNP C T 3 44 c.311C>T c.(310-312)TCG>TTG p.S104L



Pat_37 Post-Resistance KDM4B 23030 37 19 5135389 5135390 Missense_Mutation DNP GG AA 4 76 c.2125_2126GG>AAc.(2125-2127)GGA>AAA p.G709K

Pat_37 Post-Resistance EMR1 2015 37 19 6897460 6897460 Missense_Mutation SNP G A 4 158 c.416G>A c.(415-417)AGC>AAC p.S139N

Pat_37 Post-Resistance KIAA1543 57662 37 19 7671277 7671277 Missense_Mutation SNP A T 26 49 c.523A>T c.(523-525)ACG>TCG p.T175S

Pat_37 Post-Resistance CD209 30835 37 19 7810560 7810560 Missense_Mutation SNP G A 4 203 c.592C>T c.(592-594)CGG>TGG p.R198W

Pat_37 Post-Resistance HNRNPM 4670 37 19 8528389 8528389 Splice_Site SNP G A 5 339 c.344_splice c.e4+1 p.A115_splice

Pat_37 Post-Resistance ADAMTS10 81794 37 19 8645836 8645836 Nonsense_Mutation SNP G A 28 78 c.3253C>T c.(3253-3255)CAG>TAG p.Q1085*

Pat_37 Post-Resistance MUC16 94025 37 19 9063401 9063401 Missense_Mutation SNP C A 4 163 c.24045G>T c.(24043-24045)ATG>ATT p.M8015I

Pat_37 Post-Resistance COL5A3 50509 37 19 10071229 10071229 Missense_Mutation SNP C T 14 271 c.5096G>A c.(5095-5097)CGG>CAG p.R1699Q

Pat_37 Post-Resistance CYP4F8 11283 37 19 15734027 15734027 Missense_Mutation SNP C G 74 136 c.760C>G c.(760-762)CGG>GGG p.R254G

Pat_37 Post-Resistance MYO9B 4650 37 19 17213057 17213057 Missense_Mutation SNP C T 7 625 c.530C>T c.(529-531)ACG>ATG p.T177M

Pat_37 Post-Resistance TMEM161A 54929 37 19 19243477 19243477 Missense_Mutation SNP A T 25 71 c.275T>A c.(274-276)GTG>GAG p.V92E

Pat_37 Post-Resistance ZNF90 7643 37 19 20229760 20229760 Missense_Mutation SNP C T 68 163 c.1397C>T c.(1396-1398)TCA>TTA p.S466L

Pat_37 Post-Resistance ZNF43 7594 37 19 21992169 21992169 Missense_Mutation SNP T G 4 243 c.670A>C c.(670-672)AAT>CAT p.N224H

Pat_37 Post-Resistance HRC 3270 37 19 49657516 49657516 Missense_Mutation SNP C T 37 31 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_37 Post-Resistance KLK7 5650 37 19 51483718 51483718 Missense_Mutation SNP C T 53 48 c.247G>A c.(247-249)GAT>AAT p.D83N

Pat_37 Post-Resistance KLK14 43847 37 19 51582876 51582876 Missense_Mutation SNP G A 4 36 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_37 Post-Resistance FPR3 2359 37 19 52327004 52327004 Missense_Mutation SNP G A 23 27 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_37 Post-Resistance ZIM3 114026 37 19 57648292 57648292 Missense_Mutation SNP C T 62 80 c.190G>A c.(190-192)GGA>AGA p.G64R

Pat_37 Post-Resistance C2orf48 348738 37 2 10350701 10350701 Missense_Mutation SNP T C 5 182 c.458T>C c.(457-459)CTC>CCC p.L153P

Pat_37 Post-Resistance GPN1 11321 37 2 27870737 27870737 Missense_Mutation SNP G T 4 120 c.1008G>T c.(1006-1008)TTG>TTT p.L336F

Pat_37 Post-Resistance SRBD1 55133 37 2 45807106 45807106 Missense_Mutation SNP G A 4 214 c.980C>T c.(979-981)GCA>GTA p.A327V

Pat_37 Post-Resistance PROM2 150696 37 2 95953993 95953993 Missense_Mutation SNP C T 90 94 c.2279C>T c.(2278-2280)TCC>TTC p.S760F

Pat_37 Post-Resistance ADRA2B 151 37 2 96781752 96781752 Missense_Mutation SNP G A 3 37 c.137C>T c.(136-138)CCT>CTT p.P46L

Pat_37 Post-Resistance IWS1 55677 37 2 128262638 128262638 Missense_Mutation SNP G A 152 105 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_37 Post-Resistance KCNH7 90134 37 2 163374282 163374282 Missense_Mutation SNP C T 4 144 c.850G>A c.(850-852)GTC>ATC p.V284I

Pat_37 Post-Resistance TTN 7273 37 2 179463537 179463537 Missense_Mutation SNP T C 6 464 c.49196A>G c.(49195-49197)AAT>AGT p.N16399S

Pat_37 Post-Resistance TTN 7273 37 2 179469470 179469470 Missense_Mutation SNP C T 132 106 c.46642G>A c.(46642-46644)GAA>AAA p.E15548K

Pat_37 Post-Resistance PARD3B 117583 37 2 206265756 206265756 Missense_Mutation SNP G A 14 6 c.2650G>A c.(2650-2652)GAT>AAT p.D884N

Pat_37 Post-Resistance ABCB6 10058 37 2 220077134 220077134 Missense_Mutation SNP C T 4 178 c.1943G>A c.(1942-1944)CGA>CAA p.R648Q

Pat_37 Post-Resistance GPCPD1 56261 37 20 5547385 5547385 Missense_Mutation SNP G A 88 158 c.1261C>T c.(1261-1263)CGG>TGG p.R421W

Pat_37 Post-Resistance TM9SF4 9777 37 20 30729426 30729426 Missense_Mutation SNP G A 5 368 c.356G>A c.(355-357)CGA>CAA p.R119Q

Pat_37 Post-Resistance SEMG2 6407 37 20 43850512 43850512 Missense_Mutation SNP G A 94 161 c.239G>A c.(238-240)CGA>CAA p.R80Q

Pat_37 Post-Resistance KRTAP13-2 337959 37 21 31744194 31744194 Missense_Mutation SNP C T 49 112 c.338G>A c.(337-339)GGA>GAA p.G113E

Pat_37 Post-Resistance KRTAP19-5 337972 37 21 31874201 31874201 Missense_Mutation SNP C T 178 402 c.208G>A c.(208-210)GGA>AGA p.G70R

Pat_37 Post-Resistance IFNAR1 3454 37 21 34707922 34707922 Missense_Mutation SNP G A 102 192 c.169G>A c.(169-171)GGG>AGG p.G57R

Pat_37 Post-Resistance SLC37A1 54020 37 21 43979140 43979140 Missense_Mutation SNP C T 28 59 c.922C>T c.(922-924)CCC>TCC p.P308S

Pat_37 Post-Resistance CABIN1 23523 37 22 24466790 24466790 Missense_Mutation SNP G A 168 237 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_37 Post-Resistance SEZ6L 23544 37 22 26692966 26692966 Missense_Mutation SNP G A 33 80 c.1082G>A c.(1081-1083)CGA>CAA p.R361Q

Pat_37 Post-Resistance RFPL2 10739 37 22 32587079 32587079 Missense_Mutation SNP C T 115 147 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_37 Post-Resistance RAC2 5880 37 22 37628869 37628869 Missense_Mutation SNP C T 4 161 c.197G>A c.(196-198)CGT>CAT p.R66H

Pat_37 Post-Resistance ENTHD1 150350 37 22 40140252 40140252 Missense_Mutation SNP G A 42 66 c.1256C>T c.(1255-1257)CCT>CTT p.P419L

Pat_37 Post-Resistance PKDREJ 10343 37 22 46657381 46657381 Missense_Mutation SNP T A 75 155 c.1839A>T c.(1837-1839)AAA>AAT p.K613N

Pat_37 Post-Resistance PLXNB2 23654 37 22 50716039 50716039 Missense_Mutation SNP G A 5 333 c.5177C>T c.(5176-5178)ACG>ATG p.T1726M

Pat_37 Post-Resistance ITPR1 3708 37 3 4730242 4730242 Missense_Mutation SNP G A 15 323 c.3739G>A c.(3739-3741)GCA>ACA p.A1247T

Pat_37 Post-Resistance GRIP2 80852 37 3 14583492 14583492 Missense_Mutation SNP G A 3 48 c.97C>T c.(97-99)CGC>TGC p.R33C

Pat_37 Post-Resistance TOP2B 7155 37 3 25665139 25665139 Missense_Mutation SNP A G 67 100 c.2594T>C c.(2593-2595)ATA>ACA p.I865T

Pat_37 Post-Resistance KBTBD5 131377 37 3 42729733 42729733 Missense_Mutation SNP G A 4 212 c.1252G>A c.(1252-1254)GGT>AGT p.G418S



Pat_37 Post-Resistance CCDC36 339834 37 3 49274018 49274018 Missense_Mutation SNP G A 11 42 c.94G>A c.(94-96)GAT>AAT p.D32N

Pat_37 Post-Resistance PCBP4 57060 37 3 51992163 51992163 Missense_Mutation SNP G A 4 177 c.1126C>T c.(1126-1128)CCG>TCG p.P376S

Pat_37 Post-Resistance TLR9 54106 37 3 52257382 52257382 Missense_Mutation SNP T C 48 106 c.950A>G c.(949-951)GAG>GGG p.E317G

Pat_37 Post-Resistance ITIH3 3699 37 3 52831911 52831911 Missense_Mutation SNP G A 5 26 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_37 Post-Resistance CACNA1D 776 37 3 53531412 53531412 Nonsense_Mutation SNP C T 103 230 c.301C>T c.(301-303)CGA>TGA p.R101*

Pat_37 Post-Resistance CRYBG3 131544 37 3 97662120 97662120 Missense_Mutation SNP G A 40 37 c.3031G>A c.(3031-3033)GGA>AGA p.G1011R

Pat_37 Post-Resistance SLC35A5 55032 37 3 112299458 112299458 Missense_Mutation SNP C T 48 50 c.494C>T c.(493-495)ACT>ATT p.T165I

Pat_37 Post-Resistance PLXNA1 5361 37 3 126735834 126735834 Missense_Mutation SNP G A 4 160 c.3161G>A c.(3160-3162)CGT>CAT p.R1054H

Pat_37 Post-Resistance COL6A6 131873 37 3 130360517 130360517 Missense_Mutation SNP G A 21 13 c.5113G>A c.(5113-5115)GAG>AAG p.E1705K

Pat_37 Post-Resistance ATP1B3 483 37 3 141622560 141622560 Missense_Mutation SNP C T 93 55 c.208C>T c.(208-210)CCA>TCA p.P70S

Pat_37 Post-Resistance IGSF10 285313 37 3 151176361 151176361 Missense_Mutation SNP C T 4 147 c.137G>A c.(136-138)CGG>CAG p.R46Q

Pat_37 Post-Resistance SI 6476 37 3 164741528 164741528 Missense_Mutation SNP G A 54 45 c.2929C>T c.(2929-2931)CCC>TCC p.P977S

Pat_37 Post-Resistance CHRD 8646 37 3 184106417 184106417 Missense_Mutation SNP C T 43 52 c.2597C>T c.(2596-2598)GCT>GTT p.A866V

Pat_37 Post-Resistance TPRG1 285386 37 3 188925310 188925310 Missense_Mutation SNP G A 212 119 c.137G>A c.(136-138)AGT>AAT p.S46N

Pat_37 Post-Resistance SLIT2 9353 37 4 20543093 20543093 Missense_Mutation SNP C T 39 79 c.1994C>T c.(1993-1995)CCT>CTT p.P665L

Pat_37 Post-Resistance LIMCH1 22998 37 4 41684413 41684413 Nonsense_Mutation SNP C T 65 122 c.2629C>T c.(2629-2631)CAG>TAG p.Q877*

Pat_37 Post-Resistance DCUN1D4 23142 37 4 52777312 52777312 Missense_Mutation SNP T C 4 238 c.692T>C c.(691-693)CTT>CCT p.L231P

Pat_37 Post-Resistance EREG 2069 37 4 75248388 75248388 Missense_Mutation SNP G A 4 240 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_37 Post-Resistance STBD1 8987 37 4 77230595 77230595 Missense_Mutation SNP G C 3 76 c.519G>C c.(517-519)TTG>TTC p.L173F

Pat_37 Post-Resistance ADH6 130 37 4 100137332 100137332 Missense_Mutation SNP C T 33 103 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_37 Post-Resistance NHEDC2 133308 37 4 103971417 103971417 Missense_Mutation SNP C T 106 193 c.565G>A c.(565-567)GGC>AGC p.G189S

Pat_37 Post-Resistance NDST4 64579 37 4 115891702 115891702 Missense_Mutation SNP G A 49 109 c.1105C>T c.(1105-1107)CGG>TGG p.R369W

Pat_37 Post-Resistance PRSS12 8492 37 4 119239632 119239632 Missense_Mutation SNP C A 27 246 c.1051G>T c.(1051-1053)GGG>TGG p.G351W

Pat_37 Post-Resistance FAT4 79633 37 4 126328278 126328278 Missense_Mutation SNP C T 203 346 c.5551C>T c.(5551-5553)CCT>TCT p.P1851S

Pat_37 Post-Resistance RXFP1 59350 37 4 159493870 159493870 Missense_Mutation SNP G A 128 273 c.70G>A c.(70-72)GAT>AAT p.D24N

Pat_37 Post-Resistance RXFP1 59350 37 4 159493897 159493897 Missense_Mutation SNP C T 129 250 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_37 Post-Resistance FAT1 2195 37 4 187532630 187532630 Missense_Mutation SNP C T 4 207 c.9763G>A c.(9763-9765)GCA>ACA p.A3255T

Pat_37 Post-Resistance DNAH5 1767 37 5 13753596 13753596 Missense_Mutation SNP C T 96 228 c.10618G>A c.(10618-10620)GAT>AAT p.D3540N

Pat_37 Post-Resistance 11-Mar 441061 37 5 16177919 16177919 Nonsense_Mutation SNP C T 77 131 c.609G>A c.(607-609)TGG>TGA p.W203*

Pat_37 Post-Resistance OSMR 9180 37 5 38876401 38876401 Missense_Mutation SNP C T 113 178 c.172C>T c.(172-174)CCT>TCT p.P58S

Pat_37 Post-Resistance C9 735 37 5 39308368 39308368 Missense_Mutation SNP T C 139 196 c.1204A>G c.(1204-1206)AAA>GAA p.K402E

Pat_37 Post-Resistance GHR 2690 37 5 42711394 42711394 Missense_Mutation SNP G A 220 406 c.704G>A c.(703-705)CGA>CAA p.R235Q

Pat_37 Post-Resistance POLK 51426 37 5 74879192 74879192 Missense_Mutation SNP C T 119 103 c.1009C>T c.(1009-1011)CCC>TCC p.P337S

Pat_37 Post-Resistance MEF2C 4208 37 5 88100438 88100438 Missense_Mutation SNP G A 108 69 c.235C>T c.(235-237)CGG>TGG p.R79W

Pat_37 Post-Resistance MEF2C 4208 37 5 88100440 88100440 Missense_Mutation SNP C G 107 72 c.233G>C c.(232-234)AGC>ACC p.S78T

Pat_37 Post-Resistance GPR98 84059 37 5 89981639 89981639 Missense_Mutation SNP C T 28 124 c.6317C>T c.(6316-6318)GCG>GTG p.A2106V

Pat_37 Post-Resistance PCDHA11 56138 37 5 140250186 140250186 Missense_Mutation SNP G A 119 104 c.1498G>A c.(1498-1500)GAC>AAC p.D500N

Pat_37 Post-Resistance ARAP3 64411 37 5 141041751 141041751 Missense_Mutation SNP G A 5 418 c.2872C>T c.(2872-2874)CGT>TGT p.R958C

Pat_37 Post-Resistance BTNL3 10917 37 5 180419833 180419833 Missense_Mutation SNP C T 4 109 c.70C>T c.(70-72)CCG>TCG p.P24S

Pat_37 Post-Resistance PIP5K1P1 206426 37 6 7987864 7987864 Missense_Mutation SNP G T 4 107 c.1095G>T c.(1093-1095)ATG>ATT p.M365I

Pat_37 Post-Resistance NUP153 9972 37 6 17616825 17616825 Missense_Mutation SNP C T 16 321 c.4276G>A c.(4276-4278)GCC>ACC p.A1426T

Pat_37 Post-Resistance SCAND3 114821 37 6 28543165 28543166 Missense_Mutation DNP CC TT 68 165 c.1316_1317GG>AAc.(1315-1317)GGG>GAA p.G439E

Pat_37 Post-Resistance TNXB 7148 37 6 32014050 32014050 Missense_Mutation SNP G A 19 37 c.10502C>T c.(10501-10503)ACC>ATC p.T3501I

Pat_37 Post-Resistance TREM1 54210 37 6 41250147 41250147 Missense_Mutation SNP A G 61 91 c.392T>C c.(391-393)TTG>TCG p.L131S

Pat_37 Post-Resistance MDFI 4188 37 6 41613921 41613921 Missense_Mutation SNP C T 4 128 c.134C>T c.(133-135)GCG>GTG p.A45V

Pat_37 Post-Resistance RUNX2 860 37 6 45399628 45399628 Missense_Mutation SNP G A 207 406 c.452G>A c.(451-453)GGG>GAG p.G151E

Pat_37 Post-Resistance ENPP5 59084 37 6 46135374 46135374 Missense_Mutation SNP G A 90 151 c.626C>T c.(625-627)TCA>TTA p.S209L



Pat_37 Post-Resistance PKHD1 5314 37 6 51892990 51892990 Missense_Mutation SNP G A 227 499 c.3524C>T c.(3523-3525)TCC>TTC p.S1175F

Pat_37 Post-Resistance COL9A1 1297 37 6 70966482 70966482 Missense_Mutation SNP G A 26 45 c.1492C>T c.(1492-1494)CCT>TCT p.P498S

Pat_37 Post-Resistance ME1 4199 37 6 84055900 84055900 Missense_Mutation SNP C T 124 301 c.592G>A c.(592-594)GAA>AAA p.E198K

Pat_37 Post-Resistance MDN1 23195 37 6 90409426 90409426 Missense_Mutation SNP G A 62 189 c.8891C>T c.(8890-8892)CCC>CTC p.P2964L

Pat_37 Post-Resistance WISP3 8838 37 6 112385967 112385967 Missense_Mutation SNP C G 164 276 c.356C>G c.(355-357)GCT>GGT p.A119G

Pat_37 Post-Resistance ENPP3 5169 37 6 132004258 132004258 Missense_Mutation SNP G A 171 309 c.1076G>A c.(1075-1077)CGG>CAG p.R359Q

Pat_37 Post-Resistance CTGF 1490 37 6 132271591 132271592 Missense_Mutation DNP CC TT 93 83 c.381_382GG>AAc.(379-384)CTGGAC>CTAAAC p.D128N

Pat_37 Post-Resistance EYA4 2070 37 6 133767851 133767851 Missense_Mutation SNP C T 99 207 c.167C>T c.(166-168)TCT>TTT p.S56F

Pat_37 Post-Resistance SGK1 6446 37 6 134528571 134528571 Splice_Site SNP T C 3 57 c.286_splice c.e3-1 p.V96_splice

Pat_37 Post-Resistance C6orf70 55780 37 6 170168250 170168250 Missense_Mutation SNP C T 39 88 c.1042C>T c.(1042-1044)CTT>TTT p.L348F

Pat_37 Post-Resistance IQCE 23288 37 7 2611253 2611254 Missense_Mutation DNP CC TT 46 157 c.224_225CC>TT c.(223-225)ACC>ATT p.T75I

Pat_37 Post-Resistance CARD11 84433 37 7 2956974 2956975 Missense_Mutation DNP CC TT 11 24 c.2652_2653GG>AAc.(2650-2655)CGGGTC>CGAATCp.V885I

Pat_37 Post-Resistance AIMP2 7965 37 7 6063098 6063098 Missense_Mutation SNP G C 18 75 c.739G>C c.(739-741)GGA>CGA p.G247R

Pat_37 Post-Resistance ISPD 729920 37 7 16348164 16348164 Missense_Mutation SNP G A 26 59 c.773C>T c.(772-774)TCA>TTA p.S258L

Pat_37 Post-Resistance HDAC9 9734 37 7 19015548 19015548 Missense_Mutation SNP G A 50 107 c.3142G>A c.(3142-3144)GAA>AAA p.E1048K

Pat_37 Post-Resistance INMT 11185 37 7 30795310 30795310 Missense_Mutation SNP C T 47 100 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_37 Post-Resistance CCDC129 223075 37 7 31614330 31614330 Missense_Mutation SNP T A 39 103 c.572T>A c.(571-573)ATG>AAG p.M191K

Pat_37 Post-Resistance C7orf16 10842 37 7 31736630 31736630 Missense_Mutation SNP C T 69 158 c.287C>T c.(286-288)CCA>CTA p.P96L

Pat_37 Post-Resistance PGAM2 5224 37 7 44104935 44104935 Missense_Mutation SNP C T 4 230 c.194G>A c.(193-195)CGC>CAC p.R65H

Pat_37 Post-Resistance NPC1L1 29881 37 7 44560420 44560420 Splice_Site SNP C T 58 109 c.3081_splice c.e14-1 p.G1027_splice

Pat_37 Post-Resistance POM121L12 285877 37 7 53103777 53103777 Missense_Mutation SNP C T 33 41 c.413C>T c.(412-414)ACC>ATC p.T138I

Pat_37 Post-Resistance LAT2 7462 37 7 73638115 73638115 Splice_Site SNP T C 30 306 c.448_splice c.e11+2 p.G150_splice

Pat_37 Post-Resistance HGF 3082 37 7 81346570 81346570 Nonsense_Mutation SNP C T 180 317 c.1383G>A c.(1381-1383)TGG>TGA p.W461*

Pat_37 Post-Resistance DYNC1I1 1780 37 7 95726852 95726852 Missense_Mutation SNP C T 121 208 c.1885C>T c.(1885-1887)CGT>TGT p.R629C

Pat_37 Post-Resistance DLX6 1750 37 7 96635385 96635385 Splice_Site SNP G A 5 46 c.95_splice c.e1+1 p.H32_splice

Pat_37 Post-Resistance PVRIG 79037 37 7 99818442 99818442 Missense_Mutation SNP G T 48 65 c.656G>T c.(655-657)TGG>TTG p.W219L

Pat_37 Post-Resistance SLC12A9 56996 37 7 100452361 100452361 Missense_Mutation SNP G A 4 200 c.301G>A c.(301-303)GGG>AGG p.G101R

Pat_37 Post-Resistance TMEM168 64418 37 7 112424369 112424369 Missense_Mutation SNP G A 75 136 c.512C>T c.(511-513)ACT>ATT p.T171I

Pat_37 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 81 195 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_37 Post-Resistance MGAM 8972 37 7 141738413 141738413 Missense_Mutation SNP G A 17 30 c.2314G>A c.(2314-2316)GAA>AAA p.E772K

Pat_37 Post-Resistance TMEM176A 55365 37 7 150501930 150501930 Missense_Mutation SNP G A 41 130 c.682G>A c.(682-684)GAA>AAA p.E228K

Pat_37 Post-Resistance ABP1 26 37 7 150554225 150554225 Missense_Mutation SNP C T 54 92 c.667C>T c.(667-669)CAT>TAT p.H223Y

Pat_37 Post-Resistance ASB10 136371 37 7 150883992 150883993 Missense_Mutation DNP CC TT 40 73 c.360_361GG>AAc.(358-363)GCGGAC>GCAAACp.D121N

Pat_37 Post-Resistance PRKAG2 51422 37 7 151372621 151372621 Missense_Mutation SNP C T 4 195 c.569G>A c.(568-570)CGC>CAC p.R190H

Pat_37 Post-Resistance CSMD1 64478 37 8 3087634 3087634 Missense_Mutation SNP C T 66 112 c.4276G>A c.(4276-4278)GGA>AGA p.G1426R

Pat_37 Post-Resistance PSD3 23362 37 8 18729272 18729272 Missense_Mutation SNP G A 28 49 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_37 Post-Resistance RP1 6101 37 8 55539813 55539813 Missense_Mutation SNP C T 50 104 c.3371C>T c.(3370-3372)TCA>TTA p.S1124L

Pat_37 Post-Resistance LYN 4067 37 8 56912099 56912100 Missense_Mutation DNP CC AT 44 149 c.1327_1328CC>ATc.(1327-1329)CCC>ATC p.P443I

Pat_37 Post-Resistance STMN2 11075 37 8 80567254 80567254 Missense_Mutation SNP G A 24 164 c.437G>A c.(436-438)CGT>CAT p.R146H

Pat_37 Post-Resistance DCAF4L2 138009 37 8 88886004 88886004 Missense_Mutation SNP G A 104 208 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_37 Post-Resistance DPY19L4 286148 37 8 95800144 95800144 Missense_Mutation SNP G A 4 148 c.1871G>A c.(1870-1872)CGA>CAA p.R624Q

Pat_37 Post-Resistance UBR5 51366 37 8 103306251 103306252 Missense_Mutation DNP CC TT 44 85 c.4280_4281GG>AAc.(4279-4281)AGG>AAA p.R1427K

Pat_37 Post-Resistance KCNV1 27012 37 8 110984906 110984906 Missense_Mutation SNP G A 30 77 c.572C>T c.(571-573)ACT>ATT p.T191I

Pat_37 Post-Resistance KCNQ3 3786 37 8 133150166 133150166 Missense_Mutation SNP C T 163 279 c.1666G>A c.(1666-1668)GAC>AAC p.D556N

Pat_37 Post-Resistance OPLAH 26873 37 8 145112543 145112543 Missense_Mutation SNP A C 3 36 c.1230T>G c.(1228-1230)TTT>TTG p.F410L

Pat_37 Post-Resistance VPS28 51160 37 8 145650178 145650178 Missense_Mutation SNP G A 4 232 c.325C>T c.(325-327)CGG>TGG p.R109W

Pat_37 Post-Resistance RECQL4 9401 37 8 145741403 145741403 Missense_Mutation SNP C T 3 79 c.1100G>A c.(1099-1101)CGG>CAG p.R367Q



Pat_37 Post-Resistance GLIS3 169792 37 9 4118619 4118619 Missense_Mutation SNP G A 91 201 c.394C>T c.(394-396)CGG>TGG p.R132W

Pat_37 Post-Resistance CNTLN 54875 37 9 17309195 17309195 Missense_Mutation SNP C T 36 85 c.1286C>T c.(1285-1287)TCA>TTA p.S429L

Pat_37 Post-Resistance TAF1L 138474 37 9 32632451 32632451 Missense_Mutation SNP C T 252 445 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_37 Post-Resistance UBAP2 55833 37 9 33923897 33923897 Missense_Mutation SNP G T 4 202 c.2692C>A c.(2692-2694)CAG>AAG p.Q898K

Pat_37 Post-Resistance TLE4 7091 37 9 82333720 82333720 Missense_Mutation SNP C T 175 171 c.1499C>T c.(1498-1500)CCC>CTC p.P500L

Pat_37 Post-Resistance C9orf79 286234 37 9 90503459 90503459 Missense_Mutation SNP G A 42 30 c.4057G>A c.(4057-4059)GAG>AAG p.E1353K

Pat_37 Post-Resistance ASTN2 23245 37 9 119739065 119739065 Splice_Site SNP C T 38 41 c.1592_splice c.e8-1 p.G531_splice

Pat_37 Post-Resistance SFRS17A 8227 37 X 1720089 1720089 Missense_Mutation SNP G A 4 235 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_37 Post-Resistance MAGEB16 139604 37 X 35820428 35820428 Missense_Mutation SNP C T 6 5 c.115C>T c.(115-117)CTC>TTC p.L39F

Pat_37 Post-Resistance RPGR 6103 37 X 38180334 38180334 Missense_Mutation SNP G A 29 18 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_37 Post-Resistance OTUD6A 139562 37 X 69282378 69282378 Missense_Mutation SNP G A 27 16 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_37 Post-Resistance PHKA1 5255 37 X 71870317 71870317 Missense_Mutation SNP C T 17 9 c.1247G>A c.(1246-1248)GGA>GAA p.G416E

Pat_37 Post-Resistance NRK 203447 37 X 105153465 105153465 Missense_Mutation SNP C T 30 23 c.1832C>T c.(1831-1833)CCA>CTA p.P611L

Pat_37 Post-Resistance COL4A5 1287 37 X 107866038 107866038 Missense_Mutation SNP G A 48 24 c.2900G>A c.(2899-2901)GGG>GAG p.G967E

Pat_37 Post-Resistance RENBP 5973 37 X 153208465 153208465 Missense_Mutation SNP G A 3 47 c.529C>T c.(529-531)CGG>TGG p.R177W

Pat_40 Pre-Treatment DVL1 1855 37 1 1271749 1271749 Missense_Mutation SNP C T 4 20 c.1786G>A c.(1786-1788)GCC>ACC p.A596T

Pat_40 Pre-Treatment ERRFI1 54206 37 1 8073629 8073629 Missense_Mutation SNP C T 104 178 c.1030G>A c.(1030-1032)GGG>AGG p.G344R

Pat_40 Pre-Treatment DFFA 1676 37 1 10532476 10532476 Missense_Mutation SNP C T 15 77 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_40 Pre-Treatment HSPG2 3339 37 1 22200957 22200957 Missense_Mutation SNP G A 3 17 c.3598C>T c.(3598-3600)CGG>TGG p.R1200W

Pat_40 Pre-Treatment IL22RA1 58985 37 1 24454633 24454633 Missense_Mutation SNP G T 4 36 c.668C>A c.(667-669)CCA>CAA p.P223Q

Pat_40 Pre-Treatment C1orf130 400746 37 1 24932116 24932116 Missense_Mutation SNP G A 11 40 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_40 Pre-Treatment AHDC1 27245 37 1 27876118 27876118 Missense_Mutation SNP T G 7 99 c.2509A>C c.(2509-2511)ACC>CCC p.T837P

Pat_40 Pre-Treatment LSM10 84967 37 1 36859448 36859448 Nonsense_Mutation SNP C A 5 113 c.283G>T c.(283-285)GAG>TAG p.E95*

Pat_40 Pre-Treatment MACF1 23499 37 1 39913514 39913514 Nonsense_Mutation SNP C T 17 90 c.15241C>T c.(15241-15243)CAG>TAG p.Q5081*

Pat_40 Pre-Treatment KIAA0467 23334 37 1 43893365 43893365 Missense_Mutation SNP G A 3 44 c.1066G>A c.(1066-1068)GGC>AGC p.G356S

Pat_40 Pre-Treatment PTPRF 5792 37 1 44069513 44069513 Missense_Mutation SNP G A 4 68 c.2690G>A c.(2689-2691)CGG>CAG p.R897Q

Pat_40 Pre-Treatment PLK3 1263 37 1 45266313 45266313 Missense_Mutation SNP C T 2 2 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_40 Pre-Treatment MAST2 23139 37 1 46495803 46495803 Missense_Mutation SNP C T 4 59 c.2446C>T c.(2446-2448)CGC>TGC p.R816C

Pat_40 Pre-Treatment TM2D1 83941 37 1 62175095 62175095 Missense_Mutation SNP C T 13 49 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_40 Pre-Treatment IL23R 149233 37 1 67635270 67635270 Missense_Mutation SNP C T 45 84 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_40 Pre-Treatment LRRIQ3 127255 37 1 74540468 74540468 Missense_Mutation SNP A T 7 36 c.874T>A c.(874-876)TAT>AAT p.Y292N

Pat_40 Pre-Treatment LHX8 431707 37 1 75626530 75626530 Nonsense_Mutation SNP C T 92 159 c.1021C>T c.(1021-1023)CAG>TAG p.Q341*

Pat_40 Pre-Treatment MSH4 4438 37 1 76355016 76355016 Missense_Mutation SNP G A 37 60 c.2188G>A c.(2188-2190)GAA>AAA p.E730K

Pat_40 Pre-Treatment LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 9 59 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_40 Pre-Treatment LPPR4 9890 37 1 99771489 99771489 Missense_Mutation SNP G A 4 50 c.1215G>A c.(1213-1215)ATG>ATA p.M405I

Pat_40 Pre-Treatment HIAT1 64645 37 1 100534099 100534099 Missense_Mutation SNP C T 66 96 c.776C>T c.(775-777)CCG>CTG p.P259L

Pat_40 Pre-Treatment DPH5 51611 37 1 101458271 101458271 Missense_Mutation SNP G A 5 112 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_40 Pre-Treatment COL11A1 1301 37 1 103488381 103488381 Missense_Mutation SNP C T 10 55 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_40 Pre-Treatment GSTM5 2949 37 1 110255773 110255773 Missense_Mutation SNP G A 16 60 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_40 Pre-Treatment AMPD1 270 37 1 115229401 115229401 Nonsense_Mutation SNP G A 17 91 c.346C>T c.(346-348)CAG>TAG p.Q116*

Pat_40 Pre-Treatment HAO2 51179 37 1 119925542 119925542 Missense_Mutation SNP C T 10 55 c.136C>T c.(136-138)CGC>TGC p.R46C

Pat_40 Pre-Treatment NBPF9 400818 37 1 144823878 144823878 Missense_Mutation SNP A C 9 146 c.1919A>C c.(1918-1920)TAT>TCT p.Y640S

Pat_40 Pre-Treatment ANKRD34A 284615 37 1 145474041 145474041 Missense_Mutation SNP C T 42 223 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_40 Pre-Treatment NBPF16 728936 37 1 148753313 148753313 Missense_Mutation SNP T C 13 329 c.1330T>C c.(1330-1332)TAT>CAT p.Y444H

Pat_40 Pre-Treatment MCL1 4170 37 1 150551756 150551756 Missense_Mutation SNP G A 2 0 c.251C>T c.(250-252)GCC>GTC p.A84V

Pat_40 Pre-Treatment TCHH 7062 37 1 152084702 152084702 Missense_Mutation SNP G C 6 65 c.991C>G c.(991-993)CAG>GAG p.Q331E

Pat_40 Pre-Treatment HRNR 388697 37 1 152192447 152192447 Missense_Mutation SNP C T 24 172 c.1658G>A c.(1657-1659)AGG>AAG p.R553K



Pat_40 Pre-Treatment S100A8 6279 37 1 153363002 153363002 Missense_Mutation SNP C T 137 117 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_40 Pre-Treatment NPR1 4881 37 1 153656215 153656215 Splice_Site SNP G A 17 40 c.1400_splice c.e7-1 p.D467_splice

Pat_40 Pre-Treatment FMO3 2328 37 1 171083391 171083391 Missense_Mutation SNP C T 7 70 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_40 Pre-Treatment TNR 7143 37 1 175363013 175363014 Missense_Mutation DNP CC TT 34 109 c.1258_1259GG>AAc.(1258-1260)GGG>AAG p.G420K

Pat_40 Pre-Treatment CEP350 9857 37 1 180053225 180053225 Missense_Mutation SNP C T 10 24 c.6197C>T c.(6196-6198)TCA>TTA p.S2066L

Pat_40 Pre-Treatment QSOX1 5768 37 1 180165636 180165636 Nonsense_Mutation SNP G T 12 72 c.1708G>T c.(1708-1710)GAG>TAG p.E570*

Pat_40 Pre-Treatment CACNA1E 777 37 1 181745324 181745324 Missense_Mutation SNP G A 20 137 c.5227G>A c.(5227-5229)GAG>AAG p.E1743K

Pat_40 Pre-Treatment CFHR1 3078 37 1 196801125 196801125 Missense_Mutation SNP G A 27 55 c.989G>A c.(988-990)AGA>AAA p.R330K

Pat_40 Pre-Treatment CFHR5 81494 37 1 196964859 196964859 Missense_Mutation SNP C T 36 85 c.620C>T c.(619-621)TCA>TTA p.S207L

Pat_40 Pre-Treatment CAMSAP1L1 23271 37 1 200817686 200817686 Missense_Mutation SNP G A 22 71 c.1822G>A c.(1822-1824)GGT>AGT p.G608S

Pat_40 Pre-Treatment TIMM17A 10440 37 1 201934630 201934630 Missense_Mutation SNP G A 5 78 c.389G>A c.(388-390)GGT>GAT p.G130D

Pat_40 Pre-Treatment PPP1R12B 4660 37 1 202531971 202531971 Missense_Mutation SNP C A 45 207 c.2573C>A c.(2572-2574)GCC>GAC p.A858D

Pat_40 Pre-Treatment ADIPOR1 51094 37 1 202910727 202910727 Missense_Mutation SNP C T 23 97 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_40 Pre-Treatment LAMB3 3914 37 1 209805978 209805978 Missense_Mutation SNP G A 16 17 c.772C>T c.(772-774)CGC>TGC p.R258C

Pat_40 Pre-Treatment HLX 3142 37 1 221055685 221055685 Missense_Mutation SNP G A 4 38 c.952G>A c.(952-954)GCA>ACA p.A318T

Pat_40 Pre-Treatment CAPN2 824 37 1 223959916 223959916 Missense_Mutation SNP G A 18 91 c.2054G>A c.(2053-2055)GGA>GAA p.G685E

Pat_40 Pre-Treatment LEFTY2 7044 37 1 226125308 226125308 Missense_Mutation SNP C T 3 20 c.934G>A c.(934-936)GGG>AGG p.G312R

Pat_40 Pre-Treatment CDC42BPA 8476 37 1 227335101 227335101 Missense_Mutation SNP C T 45 160 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_40 Pre-Treatment ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 11 235 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_40 Pre-Treatment ZNF678 339500 37 1 227842460 227842460 Missense_Mutation SNP A G 12 212 c.509A>G c.(508-510)AAC>AGC p.N170S

Pat_40 Pre-Treatment SDCCAG8 10806 37 1 243493952 243493952 Missense_Mutation SNP G A 15 119 c.1179G>A c.(1177-1179)ATG>ATA p.M393I

Pat_40 Pre-Treatment AKT3 10000 37 1 243736269 243736270 Missense_Mutation DNP CC TT 13 168 c.777_778GG>AAc.(775-780)TTGGAC>TTAAAC p.D260N

Pat_40 Pre-Treatment OR2M5 127059 37 1 248308997 248308997 Missense_Mutation SNP C T 55 508 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Pre-Treatment OR2M7 391196 37 1 248487323 248487323 Missense_Mutation SNP G A 87 82 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Pre-Treatment OR2T5 401993 37 1 248651963 248651963 Missense_Mutation SNP C T 32 220 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_40 Pre-Treatment MRC1 4360 37 10 18122660 18122660 Missense_Mutation SNP C T 4 73 c.670C>T c.(670-672)CCG>TCG p.P224S

Pat_40 Pre-Treatment BMI1 648 37 10 22618172 22618172 Nonsense_Mutation SNP C T 9 25 c.682C>T c.(682-684)CGA>TGA p.R228*

Pat_40 Pre-Treatment ABI1 10006 37 10 27037558 27037558 Nonsense_Mutation SNP G A 4 109 c.1468C>T c.(1468-1470)CGA>TGA p.R490*

Pat_40 Pre-Treatment EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 53 72 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_40 Pre-Treatment RBP3 5949 37 10 48390358 48390358 Missense_Mutation SNP C T 4 25 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_40 Pre-Treatment A1CF 29974 37 10 52573720 52573720 Missense_Mutation SNP C T 42 57 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_40 Pre-Treatment PCDH15 65217 37 10 55581646 55581646 Missense_Mutation SNP T G 21 119 c.5840A>C c.(5839-5841)CAA>CCA p.Q1947P

Pat_40 Pre-Treatment ANK3 288 37 10 61834299 61834299 Missense_Mutation SNP C T 10 44 c.6340G>A c.(6340-6342)GAC>AAC p.D2114N

Pat_40 Pre-Treatment CDH23 64072 37 10 73539073 73539073 Missense_Mutation SNP G A 4 60 c.5237G>A c.(5236-5238)CGG>CAG p.R1746Q

Pat_40 Pre-Treatment ZMIZ1 57178 37 10 81070900 81070900 Missense_Mutation SNP G A 6 83 c.3055G>A c.(3055-3057)GGA>AGA p.G1019R

Pat_40 Pre-Treatment SFTPA2 729238 37 10 81318720 81318720 Missense_Mutation SNP T G 36 51 c.214A>C c.(214-216)AAT>CAT p.N72H

Pat_40 Pre-Treatment OPN4 94233 37 10 88417853 88417853 Missense_Mutation SNP A G 31 23 c.355A>G c.(355-357)ATG>GTG p.M119V

Pat_40 Pre-Treatment GLUD1 2746 37 10 88836389 88836389 Missense_Mutation SNP C T 6 116 c.470G>A c.(469-471)AGT>AAT p.S157N

Pat_40 Pre-Treatment ACTA2 59 37 10 90699450 90699450 Missense_Mutation SNP G A 3 54 c.622C>T c.(622-624)CGT>TGT p.R208C

Pat_40 Pre-Treatment MYOF 26509 37 10 95159169 95159169 Missense_Mutation SNP C T 9 29 c.1201G>A c.(1201-1203)GTT>ATT p.V401I

Pat_40 Pre-Treatment CYP2C19 1557 37 10 96540336 96540336 Missense_Mutation SNP G A 42 114 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_40 Pre-Treatment HPSE2 60495 37 10 100249833 100249833 Missense_Mutation SNP A G 17 94 c.1441T>C c.(1441-1443)TAT>CAT p.Y481H

Pat_40 Pre-Treatment ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 19 89 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_40 Pre-Treatment FGFR2 2263 37 10 123245021 123245021 Missense_Mutation SNP C T 15 48 c.2083G>A c.(2083-2085)GAG>AAG p.E695K

Pat_40 Pre-Treatment DMBT1 1755 37 10 124392709 124392709 Missense_Mutation SNP G A 46 61 c.6013G>A c.(6013-6015)GAT>AAT p.D2005N

Pat_40 Pre-Treatment DOCK1 1793 37 10 129172323 129172323 Missense_Mutation SNP C T 5 16 c.3457C>T c.(3457-3459)CTT>TTT p.L1153F

Pat_40 Pre-Treatment CYP2E1 1571 37 10 135351354 135351354 Missense_Mutation SNP G A 16 79 c.1255G>A c.(1255-1257)GGA>AGA p.G419R



Pat_40 Pre-Treatment OR51G1 79324 37 11 4945065 4945065 Nonsense_Mutation SNP G A 6 17 c.505C>T c.(505-507)CAA>TAA p.Q169*

Pat_40 Pre-Treatment OR52A5 390054 37 11 5153391 5153391 Missense_Mutation SNP G A 12 91 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Pre-Treatment OR51B4 79339 37 11 5322536 5322536 Missense_Mutation SNP G A 7 22 c.641C>T c.(640-642)TCT>TTT p.S214F

Pat_40 Pre-Treatment OR51B2 79345 37 11 5345505 5345505 Missense_Mutation SNP G A 7 8 c.23C>T c.(22-24)GCC>GTC p.A8V

Pat_40 Pre-Treatment UBQLN3 50613 37 11 5530502 5530502 Missense_Mutation SNP C T 5 40 c.287G>A c.(286-288)CGT>CAT p.R96H

Pat_40 Pre-Treatment OR56B1 387748 37 11 5758588 5758588 Missense_Mutation SNP C T 151 281 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_40 Pre-Treatment PPFIBP2 8495 37 11 7672168 7672168 Missense_Mutation SNP G A 4 103 c.2219G>A c.(2218-2220)CGA>CAA p.R740Q

Pat_40 Pre-Treatment SWAP70 23075 37 11 9749608 9749608 Missense_Mutation SNP G A 15 42 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_40 Pre-Treatment PLEKHA7 144100 37 11 16838766 16838767 Missense_Mutation DNP CC TT 22 47 c.1446_1447GG>AAc.(1444-1449)GGGGGC>GGAAGCp.G483S

Pat_40 Pre-Treatment ABCC8 6833 37 11 17419984 17419984 Missense_Mutation SNP C T 13 17 c.3655G>A c.(3655-3657)GAG>AAG p.E1219K

Pat_40 Pre-Treatment RCN1 5954 37 11 32124946 32124946 Missense_Mutation SNP C T 11 74 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_40 Pre-Treatment PHF21A 51317 37 11 45959791 45959791 Missense_Mutation SNP G A 4 113 c.1522C>T c.(1522-1524)CGT>TGT p.R508C

Pat_40 Pre-Treatment C1QTNF4 114900 37 11 47612076 47612076 Missense_Mutation SNP C T 2 2 c.287G>A c.(286-288)CGA>CAA p.R96Q

Pat_40 Pre-Treatment PTPRJ 5795 37 11 48134314 48134314 Missense_Mutation SNP C T 64 91 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_40 Pre-Treatment TRIM48 79097 37 11 55035844 55035844 Missense_Mutation SNP T C 6 142 c.574T>C c.(574-576)TAC>CAC p.Y192H

Pat_40 Pre-Treatment OR4C11 219429 37 11 55371068 55371068 Missense_Mutation SNP G A 18 89 c.782C>T c.(781-783)ACC>ATC p.T261I

Pat_40 Pre-Treatment OR4C6 219432 37 11 55433089 55433090 Missense_Mutation DNP GG AA 9 62 c.447_448GG>AAc.(445-450)GGGGGA>GGAAGAp.G150R

Pat_40 Pre-Treatment OR5D13 390142 37 11 55541362 55541362 Missense_Mutation SNP C T 45 144 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_40 Pre-Treatment OR5I1 10798 37 11 55703012 55703012 Missense_Mutation SNP G A 29 43 c.865C>T c.(865-867)CCG>TCG p.P289S

Pat_40 Pre-Treatment OR5M3 219482 37 11 56237733 56237733 Missense_Mutation SNP C T 10 63 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_40 Pre-Treatment FAM111B 374393 37 11 58892997 58892997 Missense_Mutation SNP C T 70 270 c.1427C>T c.(1426-1428)ACT>ATT p.T476I

Pat_40 Pre-Treatment GANAB 23193 37 11 62397931 62397931 Missense_Mutation SNP C T 4 79 c.1433G>A c.(1432-1434)CGA>CAA p.R478Q

Pat_40 Pre-Treatment RTN3 10313 37 11 63486769 63486769 Nonsense_Mutation SNP T A 32 42 c.795T>A c.(793-795)TAT>TAA p.Y265*

Pat_40 Pre-Treatment CCDC88B 283234 37 11 64118984 64118984 Missense_Mutation SNP G A 2 2 c.2995G>A c.(2995-2997)GGG>AGG p.G999R

Pat_40 Pre-Treatment CDC42BPG 55561 37 11 64602851 64602851 Missense_Mutation SNP C T 36 216 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_40 Pre-Treatment LRP5 4041 37 11 68171002 68171002 Missense_Mutation SNP C T 20 57 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_40 Pre-Treatment PHOX2A 401 37 11 71952310 71952310 Missense_Mutation SNP G A 3 28 c.241C>T c.(241-243)CCA>TCA p.P81S

Pat_40 Pre-Treatment USP35 57558 37 11 77921528 77921528 Missense_Mutation SNP C T 19 78 c.2627C>T c.(2626-2628)GCT>GTT p.A876V

Pat_40 Pre-Treatment PCF11 51585 37 11 82878325 82878325 Missense_Mutation SNP C A 4 34 c.1976C>A c.(1975-1977)GCA>GAA p.A659E

Pat_40 Pre-Treatment TYR 7299 37 11 88924454 88924454 Missense_Mutation SNP G A 47 57 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Pre-Treatment DYNC2H1 79659 37 11 103306744 103306744 Missense_Mutation SNP G A 4 58 c.12440G>A c.(12439-12441)CGT>CAT p.R4147H

Pat_40 Pre-Treatment USP28 57646 37 11 113704150 113704150 Nonsense_Mutation SNP C A 66 54 c.751G>T c.(751-753)GAA>TAA p.E251*

Pat_40 Pre-Treatment PAFAH1B2 5049 37 11 117038252 117038252 Missense_Mutation SNP A G 3 44 c.527A>G c.(526-528)GAC>GGC p.D176G

Pat_40 Pre-Treatment B4GALNT3 283358 37 12 662410 662410 Missense_Mutation SNP G A 19 101 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_40 Pre-Treatment CACNA1C 775 37 12 2797838 2797838 Missense_Mutation SNP G A 5 32 c.6259G>A c.(6259-6261)GGC>AGC p.G2087S

Pat_40 Pre-Treatment CD9 928 37 12 6344459 6344459 Missense_Mutation SNP C T 17 121 c.413C>T c.(412-414)CCC>CTC p.P138L

Pat_40 Pre-Treatment PLEKHG6 55200 37 12 6421516 6421517 Missense_Mutation DNP GG AA 13 69 c.124_125GG>AA c.(124-126)GGA>AAA p.G42K

Pat_40 Pre-Treatment TNFRSF1A 7132 37 12 6442254 6442254 Missense_Mutation SNP C T 5 95 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_40 Pre-Treatment VAMP1 6843 37 12 6575488 6575488 Missense_Mutation SNP C T 10 45 c.32G>A c.(31-33)GGG>GAG p.G11E

Pat_40 Pre-Treatment PRB3 5544 37 12 11420548 11420548 Missense_Mutation SNP C T 23 139 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_40 Pre-Treatment SLCO1C1 53919 37 12 20864329 20864329 Nonsense_Mutation SNP T A 30 184 c.414T>A c.(412-414)TAT>TAA p.Y138*

Pat_40 Pre-Treatment ABCC9 10060 37 12 22015914 22015914 Missense_Mutation SNP G A 7 58 c.2312C>T c.(2311-2313)ACT>ATT p.T771I

Pat_40 Pre-Treatment ADAMTS20 80070 37 12 43846171 43846171 Missense_Mutation SNP C T 27 67 c.1985G>A c.(1984-1986)GGA>GAA p.G662E

Pat_40 Pre-Treatment ARID2 196528 37 12 46246081 46246081 Missense_Mutation SNP C T 9 48 c.4175C>T c.(4174-4176)CCA>CTA p.P1392L

Pat_40 Pre-Treatment TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 6 46 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_40 Pre-Treatment TROAP 10024 37 12 49724403 49724403 Missense_Mutation SNP A G 11 61 c.1775A>G c.(1774-1776)TAC>TGC p.Y592C

Pat_40 Pre-Treatment KCNH3 23416 37 12 49937265 49937265 Missense_Mutation SNP G A 4 91 c.787G>A c.(787-789)GTC>ATC p.V263I



Pat_40 Pre-Treatment KRT75 9119 37 12 52827025 52827025 Missense_Mutation SNP C A 3 33 c.510G>T c.(508-510)TTG>TTT p.L170F

Pat_40 Pre-Treatment KRT6C 286887 37 12 52863452 52863452 Splice_Site SNP A T 38 164 c.1424_splice c.e7+1 p.R475_splice

Pat_40 Pre-Treatment CSAD 51380 37 12 53565186 53565186 Missense_Mutation SNP C T 4 70 c.491G>A c.(490-492)CGC>CAC p.R164H

Pat_40 Pre-Treatment ITGB7 3695 37 12 53588070 53588070 Missense_Mutation SNP G A 12 81 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_40 Pre-Treatment HOXC10 3226 37 12 54379286 54379286 Missense_Mutation SNP C A 7 59 c.243C>A c.(241-243)GAC>GAA p.D81E

Pat_40 Pre-Treatment ITGA5 3678 37 12 54802681 54802681 Missense_Mutation SNP G A 33 90 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_40 Pre-Treatment OR10A7 121364 37 12 55615268 55615268 Missense_Mutation SNP C T 9 54 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_40 Pre-Treatment OR6C2 341416 37 12 55846809 55846809 Missense_Mutation SNP G A 36 84 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_40 Pre-Treatment BAZ2A 11176 37 12 57003663 57003663 Missense_Mutation SNP C T 3 34 c.1955G>A c.(1954-1956)CGG>CAG p.R652Q

Pat_40 Pre-Treatment ATP5B 506 37 12 57037341 57037341 Missense_Mutation SNP G A 21 113 c.638C>T c.(637-639)ACT>ATT p.T213I

Pat_40 Pre-Treatment C12orf26 84190 37 12 82832521 82832521 Missense_Mutation SNP C T 32 193 c.1429C>T c.(1429-1431)CGT>TGT p.R477C

Pat_40 Pre-Treatment GALNT4 8693 37 12 89917357 89917358 Missense_Mutation DNP GG AA 119 364 c.969_970CC>TTc.(967-972)TACCTT>TATTTT p.L324F

Pat_40 Pre-Treatment STAB2 55576 37 12 104089415 104089415 Missense_Mutation SNP G A 33 114 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_40 Pre-Treatment APPL2 55198 37 12 105610863 105610863 Missense_Mutation SNP G A 22 51 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_40 Pre-Treatment ALKBH2 121642 37 12 109527981 109527981 Missense_Mutation SNP C G 15 93 c.312G>C c.(310-312)AAG>AAC p.K104N

Pat_40 Pre-Treatment ACACB 32 37 12 109577469 109577469 Missense_Mutation SNP C T 5 71 c.259C>T c.(259-261)CGG>TGG p.R87W

Pat_40 Pre-Treatment CUX2 23316 37 12 111758227 111758227 Missense_Mutation SNP C T 3 55 c.2414C>T c.(2413-2415)CCC>CTC p.P805L

Pat_40 Pre-Treatment C12orf51 283450 37 12 112657240 112657240 Missense_Mutation SNP G A 5 176 c.5758C>T c.(5758-5760)CGG>TGG p.R1920W

Pat_40 Pre-Treatment RPH3A 22895 37 12 113307833 113307833 Missense_Mutation SNP G A 10 21 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_40 Pre-Treatment MED13L 23389 37 12 116435017 116435017 Missense_Mutation SNP C T 12 82 c.2588G>A c.(2587-2589)AGG>AAG p.R863K

Pat_40 Pre-Treatment KSR2 283455 37 12 118016990 118016990 Nonsense_Mutation SNP C T 9 46 c.1172G>A c.(1171-1173)TGG>TAG p.W391*

Pat_40 Pre-Treatment RSRC2 65117 37 12 123003404 123003404 Missense_Mutation SNP C T 92 600 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_40 Pre-Treatment DNAH10 196385 37 12 124288369 124288369 Missense_Mutation SNP C T 8 76 c.2422C>T c.(2422-2424)CCA>TCA p.P808S

Pat_40 Pre-Treatment FZD10 11211 37 12 130648985 130648985 Missense_Mutation SNP G A 4 25 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_40 Pre-Treatment RIMBP2 23504 37 12 130919401 130919401 Missense_Mutation SNP C T 15 32 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_40 Pre-Treatment ULK1 8408 37 12 132400462 132400462 Missense_Mutation SNP C T 5 69 c.1636C>T c.(1636-1638)CGC>TGC p.R546C

Pat_40 Pre-Treatment SACS 26278 37 13 23904499 23904499 Missense_Mutation SNP C T 19 71 c.13516G>A c.(13516-13518)GCT>ACT p.A4506T

Pat_40 Pre-Treatment FREM2 341640 37 13 39420787 39420787 Missense_Mutation SNP A G 22 73 c.6097A>G c.(6097-6099)ACG>GCG p.T2033A

Pat_40 Pre-Treatment ELF1 1997 37 13 41515089 41515089 Missense_Mutation SNP A C 24 53 c.1224T>G c.(1222-1224)GAT>GAG p.D408E

Pat_40 Pre-Treatment LOC220429 220429 37 13 50466086 50466086 Missense_Mutation SNP T A 5 20 c.1360T>A c.(1360-1362)TAC>AAC p.Y454N

Pat_40 Pre-Treatment OLFM4 10562 37 13 53603032 53603032 Missense_Mutation SNP G A 27 85 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_40 Pre-Treatment DCT 1638 37 13 95131305 95131305 Missense_Mutation SNP T C 33 54 c.205A>G c.(205-207)AGG>GGG p.R69G

Pat_40 Pre-Treatment DZIP1 22873 37 13 96241429 96241429 Missense_Mutation SNP G A 25 58 c.2006C>T c.(2005-2007)CCC>CTC p.P669L

Pat_40 Pre-Treatment SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 14 76 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_40 Pre-Treatment EFNB2 1948 37 13 107145708 107145708 Missense_Mutation SNP A G 14 117 c.682T>C c.(682-684)TTT>CTT p.F228L

Pat_40 Pre-Treatment POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 10 296 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_40 Pre-Treatment OR4L1 122742 37 14 20528889 20528889 Missense_Mutation SNP C T 48 111 c.686C>T c.(685-687)TCA>TTA p.S229L

Pat_40 Pre-Treatment TEP1 7011 37 14 20857894 20857894 Missense_Mutation SNP G T 4 52 c.2340C>A c.(2338-2340)GAC>GAA p.D780E

Pat_40 Pre-Treatment METTL3 56339 37 14 21969242 21969242 Missense_Mutation SNP G A 10 85 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_40 Pre-Treatment MYH6 4624 37 14 23855328 23855328 Nonsense_Mutation SNP G A 4 57 c.4972C>T c.(4972-4974)CAG>TAG p.Q1658*

Pat_40 Pre-Treatment MYH6 4624 37 14 23863057 23863057 Nonsense_Mutation SNP G A 14 66 c.2746C>T c.(2746-2748)CAG>TAG p.Q916*

Pat_40 Pre-Treatment MYH7 4625 37 14 23888763 23888763 Missense_Mutation SNP C T 4 111 c.3782G>A c.(3781-3783)AGC>AAC p.S1261N

Pat_40 Pre-Treatment FITM1 161247 37 14 24600818 24600818 Nonsense_Mutation SNP C T 3 29 c.46C>T c.(46-48)CGA>TGA p.R16*

Pat_40 Pre-Treatment RALGAPA1 253959 37 14 36207819 36207819 Missense_Mutation SNP G A 35 95 c.1487C>T c.(1486-1488)TCC>TTC p.S496F

Pat_40 Pre-Treatment PYGL 5836 37 14 51382622 51382622 Missense_Mutation SNP C T 3 49 c.1160G>A c.(1159-1161)CGC>CAC p.R387H

Pat_40 Pre-Treatment OTX2 5015 37 14 57272108 57272108 Missense_Mutation SNP C T 6 51 c.67G>A c.(67-69)GAC>AAC p.D23N

Pat_40 Pre-Treatment SPTB 6710 37 14 65246540 65246540 Missense_Mutation SNP C T 4 116 c.4376G>A c.(4375-4377)CGG>CAG p.R1459Q



Pat_40 Pre-Treatment SIPA1L1 26037 37 14 72128160 72128160 Missense_Mutation SNP C T 30 101 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_40 Pre-Treatment SIPA1L1 26037 37 14 72152192 72152192 Missense_Mutation SNP G A 3 28 c.3218G>A c.(3217-3219)AGC>AAC p.S1073N

Pat_40 Pre-Treatment RBM25 58517 37 14 73570138 73570138 Missense_Mutation SNP G A 10 25 c.1106G>A c.(1105-1107)CGG>CAG p.R369Q

Pat_40 Pre-Treatment C14orf115 55237 37 14 74825074 74825074 Missense_Mutation SNP C T 30 121 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_40 Pre-Treatment KCNK13 56659 37 14 90651187 90651187 Missense_Mutation SNP A C 10 47 c.1067A>C c.(1066-1068)AAC>ACC p.N356T

Pat_40 Pre-Treatment CCDC88C 440193 37 14 91780280 91780281 Missense_Mutation DNP CC TT 8 34 c.1879_1880GG>AAc.(1879-1881)GGG>AAG p.G627K

Pat_40 Pre-Treatment UBR7 55148 37 14 93686736 93686736 Nonsense_Mutation SNP C T 10 221 c.1102C>T c.(1102-1104)CAG>TAG p.Q368*

Pat_40 Pre-Treatment PPP2R5C 5527 37 14 102323122 102323122 Nonsense_Mutation SNP G A 26 165 c.194G>A c.(193-195)TGG>TAG p.W65*

Pat_40 Pre-Treatment OR4M2 390538 37 15 22368697 22368697 Missense_Mutation SNP G A 107 216 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_40 Pre-Treatment TJP1 7082 37 15 30008923 30008923 Missense_Mutation SNP C T 15 66 c.4094G>A c.(4093-4095)AGA>AAA p.R1365K

Pat_40 Pre-Treatment THBS1 7057 37 15 39886363 39886363 Missense_Mutation SNP C T 4 52 c.3331C>T c.(3331-3333)CGT>TGT p.R1111C

Pat_40 Pre-Treatment NDUFAF1 51103 37 15 41687083 41687083 Missense_Mutation SNP C A 12 129 c.733G>T c.(733-735)GGG>TGG p.G245W

Pat_40 Pre-Treatment MGA 23269 37 15 42035184 42035184 Missense_Mutation SNP C T 6 38 c.5026C>T c.(5026-5028)CCT>TCT p.P1676S

Pat_40 Pre-Treatment TGM7 116179 37 15 43584182 43584182 Missense_Mutation SNP C T 9 36 c.553G>A c.(553-555)GGG>AGG p.G185R

Pat_40 Pre-Treatment TP53BP1 7158 37 15 43748444 43748444 Missense_Mutation SNP C T 4 60 c.2347G>A c.(2347-2349)GAT>AAT p.D783N

Pat_40 Pre-Treatment SLC28A2 9153 37 15 45554220 45554220 Missense_Mutation SNP C T 40 155 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_40 Pre-Treatment PLDN 26258 37 15 45897629 45897629 Missense_Mutation SNP G T 4 65 c.316G>T c.(316-318)GCT>TCT p.A106S

Pat_40 Pre-Treatment NEDD4 4734 37 15 56155202 56155202 Missense_Mutation SNP G A 20 72 c.1840C>T c.(1840-1842)CCA>TCA p.P614S

Pat_40 Pre-Treatment ALDH1A2 8854 37 15 58284979 58284979 Missense_Mutation SNP C T 52 94 c.722G>A c.(721-723)GGA>GAA p.G241E

Pat_40 Pre-Treatment CCDC33 80125 37 15 74588131 74588131 Missense_Mutation SNP G A 21 53 c.1132G>A c.(1132-1134)GCT>ACT p.A378T

Pat_40 Pre-Treatment RPP25 54913 37 15 75248380 75248380 Missense_Mutation SNP G A 3 15 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_40 Pre-Treatment CSPG4 1464 37 15 75977987 75977987 Missense_Mutation SNP G A 3 20 c.3845C>T c.(3844-3846)CCG>CTG p.P1282L

Pat_40 Pre-Treatment ADAMTSL3 57188 37 15 84539574 84539574 Nonsense_Mutation SNP C T 35 77 c.823C>T c.(823-825)CAA>TAA p.Q275*

Pat_40 Pre-Treatment ZNF592 9640 37 15 85327111 85327111 Missense_Mutation SNP G A 3 23 c.1205G>A c.(1204-1206)AGT>AAT p.S402N

Pat_40 Pre-Treatment AGBL1 123624 37 15 86687074 86687074 Missense_Mutation SNP G A 23 48 c.122G>A c.(121-123)AGA>AAA p.R41K

Pat_40 Pre-Treatment WDR93 56964 37 15 90245132 90245132 Missense_Mutation SNP C T 7 43 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_40 Pre-Treatment IQGAP1 8826 37 15 91026618 91026618 Missense_Mutation SNP G A 4 72 c.3581G>A c.(3580-3582)CGA>CAA p.R1194Q

Pat_40 Pre-Treatment FAM173A 65990 37 16 772426 772426 Nonsense_Mutation SNP C T 2 1 c.577C>T c.(577-579)CGA>TGA p.R193*

Pat_40 Pre-Treatment C16orf42 115939 37 16 1400907 1400907 Missense_Mutation SNP G A 4 52 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_40 Pre-Treatment TELO2 9894 37 16 1549330 1549330 Missense_Mutation SNP T A 6 22 c.929T>A c.(928-930)CTC>CAC p.L310H

Pat_40 Pre-Treatment C16orf72 29035 37 16 9186816 9186816 Missense_Mutation SNP C T 3 27 c.265C>T c.(265-267)CCC>TCC p.P89S

Pat_40 Pre-Treatment ZC3H7A 29066 37 16 11850101 11850101 Missense_Mutation SNP C T 31 184 c.2554G>A c.(2554-2556)GAA>AAA p.E852K

Pat_40 Pre-Treatment C16orf88 400506 37 16 19725511 19725511 Missense_Mutation SNP C T 39 146 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_40 Pre-Treatment ACSM5 54988 37 16 20430616 20430616 Missense_Mutation SNP C T 17 70 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Pre-Treatment DNAH3 55567 37 16 20994125 20994125 Nonsense_Mutation SNP G A 35 65 c.7777C>T c.(7777-7779)CAG>TAG p.Q2593*

Pat_40 Pre-Treatment HS3ST4 9951 37 16 26147552 26147552 Missense_Mutation SNP G A 7 19 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_40 Pre-Treatment IL27 246778 37 16 28515273 28515273 Missense_Mutation SNP G A 4 31 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_40 Pre-Treatment MVP 9961 37 16 29848068 29848068 Missense_Mutation SNP G A 3 43 c.698G>A c.(697-699)CGG>CAG p.R233Q

Pat_40 Pre-Treatment HIRIP3 8479 37 16 30004563 30004563 Missense_Mutation SNP G A 3 42 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_40 Pre-Treatment TGFB1I1 7041 37 16 31488207 31488207 Missense_Mutation SNP C T 10 12 c.995C>T c.(994-996)CCC>CTC p.P332L

Pat_40 Pre-Treatment ZNF267 10308 37 16 31927606 31927606 Missense_Mutation SNP G A 7 133 c.2036G>A c.(2035-2037)CGG>CAG p.R679Q

Pat_40 Pre-Treatment SALL1 6299 37 16 51172808 51172808 Missense_Mutation SNP G A 17 60 c.3325C>T c.(3325-3327)CCG>TCG p.P1109S

Pat_40 Pre-Treatment E2F4 1874 37 16 67228322 67228322 Missense_Mutation SNP G A 3 37 c.473G>A c.(472-474)CGG>CAG p.R158Q

Pat_40 Pre-Treatment RANBP10 57610 37 16 67762379 67762379 Missense_Mutation SNP G A 11 74 c.1388C>T c.(1387-1389)CCC>CTC p.P463L

Pat_40 Pre-Treatment NFATC3 4775 37 16 68260297 68260297 Nonsense_Mutation SNP C T 8 41 c.3151C>T c.(3151-3153)CAA>TAA p.Q1051*

Pat_40 Pre-Treatment CALB2 794 37 16 71419498 71419498 Missense_Mutation SNP G T 4 52 c.646G>T c.(646-648)GAC>TAC p.D216Y

Pat_40 Pre-Treatment ZFHX3 463 37 16 72992241 72992241 Missense_Mutation SNP C T 4 30 c.1804G>A c.(1804-1806)GCA>ACA p.A602T



Pat_40 Pre-Treatment CHST5 23563 37 16 75563252 75563252 Missense_Mutation SNP G A 18 57 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_40 Pre-Treatment MLYCD 23417 37 16 83948687 83948687 Missense_Mutation SNP G A 57 190 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_40 Pre-Treatment C17orf97 400566 37 17 263277 263277 Missense_Mutation SNP T A 4 34 c.673T>A c.(673-675)TTC>ATC p.F225I

Pat_40 Pre-Treatment C1QBP 708 37 17 5341507 5341507 Missense_Mutation SNP C T 29 126 c.319G>A c.(319-321)GGA>AGA p.G107R

Pat_40 Pre-Treatment PITPNM3 83394 37 17 6380394 6380394 Missense_Mutation SNP G A 4 30 c.1040C>T c.(1039-1041)ACC>ATC p.T347I

Pat_40 Pre-Treatment PITPNM3 83394 37 17 6381947 6381947 Missense_Mutation SNP C T 3 20 c.697G>A c.(697-699)GTC>ATC p.V233I

Pat_40 Pre-Treatment PLSCR3 57048 37 17 7296563 7296563 Missense_Mutation SNP G A 2 2 c.407C>T c.(406-408)CCG>CTG p.P136L

Pat_40 Pre-Treatment GUCY2D 3000 37 17 7910748 7910748 Missense_Mutation SNP C T 7 112 c.1468C>T c.(1468-1470)CGG>TGG p.R490W

Pat_40 Pre-Treatment ARHGEF15 22899 37 17 8222653 8222653 Missense_Mutation SNP G A 34 170 c.2210G>A c.(2209-2211)GGA>GAA p.G737E

Pat_40 Pre-Treatment MYOCD 93649 37 17 12626312 12626312 Missense_Mutation SNP A T 35 143 c.402A>T c.(400-402)AAA>AAT p.K134N

Pat_40 Pre-Treatment LGALS9 3965 37 17 25975908 25975908 Missense_Mutation SNP G A 45 273 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_40 Pre-Treatment SARM1 23098 37 17 26686410 26686410 Missense_Mutation SNP C T 8 72 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_40 Pre-Treatment SLFN11 91607 37 17 33687340 33687340 Missense_Mutation SNP C T 15 101 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_40 Pre-Treatment GAS2L2 246176 37 17 34079495 34079495 Missense_Mutation SNP C T 62 130 c.375G>A c.(373-375)ATG>ATA p.M125I

Pat_40 Pre-Treatment PPP1R1B 84152 37 17 37790219 37790219 Missense_Mutation SNP G A 12 77 c.325G>A c.(325-327)GGG>AGG p.G109R

Pat_40 Pre-Treatment DHX40 79665 37 17 57644149 57644149 Missense_Mutation SNP G A 7 37 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_40 Pre-Treatment CYB561 1534 37 17 61512547 61512547 Missense_Mutation SNP G A 4 101 c.463C>T c.(463-465)CGC>TGC p.R155C

Pat_40 Pre-Treatment PSMD12 5718 37 17 65341882 65341882 Missense_Mutation SNP A G 4 76 c.887T>C c.(886-888)TTA>TCA p.L296S

Pat_40 Pre-Treatment SLC39A11 201266 37 17 70943992 70943992 Missense_Mutation SNP G A 5 78 c.329C>T c.(328-330)ACG>ATG p.T110M

Pat_40 Pre-Treatment QRICH2 84074 37 17 74289004 74289004 Missense_Mutation SNP G A 5 128 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_40 Pre-Treatment TNRC6C 57690 37 17 76083091 76083091 Missense_Mutation SNP C T 31 68 c.3719C>T c.(3718-3720)TCG>TTG p.S1240L

Pat_40 Pre-Treatment AZI1 22994 37 17 79173231 79173231 Missense_Mutation SNP G A 3 19 c.1142C>T c.(1141-1143)TCC>TTC p.S381F

Pat_40 Pre-Treatment TMEM105 284186 37 17 79287596 79287596 Missense_Mutation SNP C T 28 39 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_40 Pre-Treatment C17orf70 80233 37 17 79514375 79514375 Missense_Mutation SNP C T 3 34 c.1733G>A c.(1732-1734)CGG>CAG p.R578Q

Pat_40 Pre-Treatment DUS1L 64118 37 17 80016246 80016246 Missense_Mutation SNP C T 5 56 c.1253G>A c.(1252-1254)CGA>CAA p.R418Q

Pat_40 Pre-Treatment EPB41L3 23136 37 18 5406843 5406843 Missense_Mutation SNP G A 6 92 c.2282C>T c.(2281-2283)ACC>ATC p.T761I

Pat_40 Pre-Treatment L3MBTL4 91133 37 18 6244575 6244575 Missense_Mutation SNP G A 52 150 c.232C>T c.(232-234)CCA>TCA p.P78S

Pat_40 Pre-Treatment LAMA1 284217 37 18 7013833 7013833 Missense_Mutation SNP G A 4 7 c.3344C>T c.(3343-3345)ACC>ATC p.T1115I

Pat_40 Pre-Treatment MIB1 57534 37 18 19429266 19429266 Missense_Mutation SNP G A 58 146 c.2503G>A c.(2503-2505)GGA>AGA p.G835R

Pat_40 Pre-Treatment DSG4 147409 37 18 28968918 28968918 Missense_Mutation SNP G A 65 133 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_40 Pre-Treatment SMAD7 4092 37 18 46447797 46447797 Missense_Mutation SNP C T 4 75 c.1226G>A c.(1225-1227)CGC>CAC p.R409H

Pat_40 Pre-Treatment SMAD4 4089 37 18 48584806 48584806 Missense_Mutation SNP C A 8 164 c.884C>A c.(883-885)CCG>CAG p.P295Q

Pat_40 Pre-Treatment C18orf26 284254 37 18 52265254 52265254 Missense_Mutation SNP C T 24 149 c.511C>T c.(511-513)CCT>TCT p.P171S

Pat_40 Pre-Treatment CDH20 28316 37 18 59174723 59174723 Missense_Mutation SNP G A 28 38 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_40 Pre-Treatment CD226 10666 37 18 67614158 67614158 Missense_Mutation SNP G A 10 46 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_40 Pre-Treatment NETO1 81832 37 18 70423284 70423284 Missense_Mutation SNP C T 23 102 c.967G>A c.(967-969)GAA>AAA p.E323K

Pat_40 Pre-Treatment PRSSL1 400668 37 19 685829 685829 Missense_Mutation SNP C T 2 0 c.739G>A c.(739-741)GTG>ATG p.V247M

Pat_40 Pre-Treatment ABCA7 10347 37 19 1061880 1061880 Missense_Mutation SNP G A 3 38 c.5563G>A c.(5563-5565)GGC>AGC p.G1855S

Pat_40 Pre-Treatment S1PR4 8698 37 19 3179545 3179545 Missense_Mutation SNP C T 3 19 c.755C>T c.(754-756)ACG>ATG p.T252M

Pat_40 Pre-Treatment FZR1 51343 37 19 3530838 3530838 Missense_Mutation SNP G A 3 21 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_40 Pre-Treatment CHAF1A 10036 37 19 4428744 4428745 Missense_Mutation DNP CC TT 23 34 c.1461_1462CC>TTc.(1459-1464)TTCCAT>TTTTAT p.H488Y

Pat_40 Pre-Treatment FUT3 2525 37 19 5844156 5844156 Missense_Mutation SNP C T 11 58 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_40 Pre-Treatment CD70 970 37 19 6586315 6586315 Missense_Mutation SNP G A 4 41 c.298C>T c.(298-300)CGT>TGT p.R100C

Pat_40 Pre-Treatment CD209 30835 37 19 7810698 7810698 Missense_Mutation SNP A G 12 164 c.454T>C c.(454-456)TGG>CGG p.W152R

Pat_40 Pre-Treatment TIMM44 10469 37 19 7993024 7993024 Nonsense_Mutation SNP G A 3 25 c.1066C>T c.(1066-1068)CAG>TAG p.Q356*

Pat_40 Pre-Treatment RAB11B 9230 37 19 8464792 8464792 Missense_Mutation SNP C T 4 59 c.86C>T c.(85-87)TCG>TTG p.S29L

Pat_40 Pre-Treatment MUC16 94025 37 19 9046043 9046043 Missense_Mutation SNP G A 69 114 c.35588C>T c.(35587-35589)CCA>CTA p.P11863L



Pat_40 Pre-Treatment MUC16 94025 37 19 9049653 9049653 Missense_Mutation SNP C T 8 68 c.31978G>A c.(31978-31980)GGG>AGG p.G10660R

Pat_40 Pre-Treatment MUC16 94025 37 19 9056776 9056776 Missense_Mutation SNP G A 11 25 c.30670C>T c.(30670-30672)CCA>TCA p.P10224S

Pat_40 Pre-Treatment MUC16 94025 37 19 9060955 9060955 Missense_Mutation SNP G A 19 90 c.26491C>T c.(26491-26493)CCT>TCT p.P8831S

Pat_40 Pre-Treatment MUC16 94025 37 19 9082516 9082516 Missense_Mutation SNP A T 94 185 c.9299T>A c.(9298-9300)ATT>AAT p.I3100N

Pat_40 Pre-Treatment MUC16 94025 37 19 9087347 9087347 Missense_Mutation SNP G A 33 165 c.4468C>T c.(4468-4470)CCA>TCA p.P1490S

Pat_40 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 16 315 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_40 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 10 317 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_40 Pre-Treatment ZNF443 10224 37 19 12542283 12542283 Missense_Mutation SNP A G 19 262 c.703T>C c.(703-705)TCT>CCT p.S235P

Pat_40 Pre-Treatment OR7C2 26658 37 19 15053205 15053205 Missense_Mutation SNP G A 8 48 c.905G>A c.(904-906)AGA>AAA p.R302K

Pat_40 Pre-Treatment OR10H1 26539 37 19 15918436 15918436 Missense_Mutation SNP G A 25 33 c.412C>T c.(412-414)CCG>TCG p.P138S

Pat_40 Pre-Treatment CPAMD8 27151 37 19 17049247 17049247 Missense_Mutation SNP C T 15 25 c.2944G>A c.(2944-2946)GTC>ATC p.V982I

Pat_40 Pre-Treatment SLC5A5 6528 37 19 17992969 17992969 Missense_Mutation SNP G A 4 100 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Pre-Treatment ZNF14 7561 37 19 19822928 19822928 Missense_Mutation SNP C T 18 102 c.1162G>A c.(1162-1164)GAG>AAG p.E388K

Pat_40 Pre-Treatment ZNF93 81931 37 19 20044933 20044933 Missense_Mutation SNP T G 7 200 c.1169T>G c.(1168-1170)GTT>GGT p.V390G

Pat_40 Pre-Treatment ZNF737 100129842 37 19 20728170 20728170 Missense_Mutation SNP G C 8 171 c.839C>G c.(838-840)ACT>AGT p.T280S

Pat_40 Pre-Treatment ZNF737 100129842 37 19 20728189 20728189 Missense_Mutation SNP T C 6 149 c.820A>G c.(820-822)ACA>GCA p.T274A

Pat_40 Pre-Treatment ZNF85 7639 37 19 21132437 21132437 Missense_Mutation SNP G A 5 100 c.1117G>A c.(1117-1119)GAA>AAA p.E373K

Pat_40 Pre-Treatment ZNF714 148206 37 19 21300738 21300738 Missense_Mutation SNP T C 10 203 c.1271T>C c.(1270-1272)CTC>CCC p.L424P

Pat_40 Pre-Treatment ZNF100 163227 37 19 21909650 21909650 Missense_Mutation SNP C G 10 287 c.1464G>C c.(1462-1464)GAG>GAC p.E488D

Pat_40 Pre-Treatment ZNF208 7757 37 19 22154826 22154826 Missense_Mutation SNP C T 21 151 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_40 Pre-Treatment ZNF208 7757 37 19 22157163 22157163 Missense_Mutation SNP C T 41 110 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Pre-Treatment ZNF99 7652 37 19 22941372 22941372 Missense_Mutation SNP G A 16 76 c.1066C>T c.(1066-1068)CAT>TAT p.H356Y

Pat_40 Pre-Treatment ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 12 268 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_40 Pre-Treatment ZNF675 171392 37 19 23836431 23836431 Missense_Mutation SNP C T 7 211 c.1304G>A c.(1303-1305)CGA>CAA p.R435Q

Pat_40 Pre-Treatment ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 12 212 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_40 Pre-Treatment ZNF536 9745 37 19 31039065 31039065 Missense_Mutation SNP G A 8 50 c.2539G>A c.(2539-2541)GGA>AGA p.G847R

Pat_40 Pre-Treatment RHPN2 85415 37 19 33470912 33470912 Missense_Mutation SNP G A 8 56 c.2051C>T c.(2050-2052)TCT>TTT p.S684F

Pat_40 Pre-Treatment SLC7A10 56301 37 19 33702192 33702192 Missense_Mutation SNP G A 7 43 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_40 Pre-Treatment PEPD 5184 37 19 34003584 34003584 Missense_Mutation SNP G A 3 15 c.116C>T c.(115-117)GCT>GTT p.A39V

Pat_40 Pre-Treatment FFAR2 2867 37 19 35940779 35940779 Missense_Mutation SNP G A 3 38 c.163G>A c.(163-165)GAC>AAC p.D55N

Pat_40 Pre-Treatment ZNF420 147923 37 19 37619580 37619580 Missense_Mutation SNP G A 16 98 c.1687G>A c.(1687-1689)GAA>AAA p.E563K

Pat_40 Pre-Treatment ZNF527 84503 37 19 37871191 37871191 Missense_Mutation SNP C T 8 49 c.173C>T c.(172-174)TCT>TTT p.S58F

Pat_40 Pre-Treatment AKT2 208 37 19 40739784 40739784 Missense_Mutation SNP C T 4 66 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_40 Pre-Treatment PRX 57716 37 19 40900057 40900057 Missense_Mutation SNP G A 10 75 c.4202C>T c.(4201-4203)TCC>TTC p.S1401F

Pat_40 Pre-Treatment ZNF574 64763 37 19 42583483 42583483 Missense_Mutation SNP C T 12 52 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_40 Pre-Treatment PAFAH1B3 5050 37 19 42801403 42801403 Missense_Mutation SNP C T 5 59 c.523G>A c.(523-525)GAC>AAC p.D175N

Pat_40 Pre-Treatment PRR19 284338 37 19 42814720 42814720 Missense_Mutation SNP C T 29 139 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Pre-Treatment BCL3 602 37 19 45260400 45260400 Missense_Mutation SNP C T 2 1 c.646C>T c.(646-648)CGC>TGC p.R216C

Pat_40 Pre-Treatment DMPK 1760 37 19 46283155 46283155 Missense_Mutation SNP G A 5 24 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_40 Pre-Treatment PNMAL2 57469 37 19 46997818 46997818 Missense_Mutation SNP G A 8 33 c.905C>T c.(904-906)CCG>CTG p.P302L

Pat_40 Pre-Treatment BCAT2 587 37 19 49302959 49302959 Missense_Mutation SNP C T 3 8 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_40 Pre-Treatment KLK1 3816 37 19 51326967 51326967 Missense_Mutation SNP C T 14 50 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_40 Pre-Treatment CD33 945 37 19 51729242 51729242 Missense_Mutation SNP C T 5 73 c.602C>T c.(601-603)CCA>CTA p.P201L

Pat_40 Pre-Treatment FPR1 2357 37 19 52249241 52249241 Missense_Mutation SNP G A 51 298 c.1007C>T c.(1006-1008)ACC>ATC p.T336I

Pat_40 Pre-Treatment ZNF350 59348 37 19 52468403 52468403 Missense_Mutation SNP C T 13 74 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_40 Pre-Treatment ZNF480 147657 37 19 52825082 52825082 Missense_Mutation SNP A C 17 85 c.579A>C c.(577-579)GAA>GAC p.E193D

Pat_40 Pre-Treatment ZNF701 55762 37 19 53086622 53086622 Missense_Mutation SNP C G 4 83 c.1310C>G c.(1309-1311)CCT>CGT p.P437R



Pat_40 Pre-Treatment ZNF611 81856 37 19 53208494 53208494 Missense_Mutation SNP C T 15 513 c.1814G>A c.(1813-1815)CGC>CAC p.R605H

Pat_40 Pre-Treatment ZNF28 7576 37 19 53302941 53302941 Nonstop_Mutation SNP T G 25 261 c.2157A>C c.(2155-2157)TGA>TGC p.*719C

Pat_40 Pre-Treatment NLRP2 55655 37 19 55497572 55497572 Missense_Mutation SNP G A 20 34 c.2255G>A c.(2254-2256)CGA>CAA p.R752Q

Pat_40 Pre-Treatment NLRP2 55655 37 19 55502033 55502033 Missense_Mutation SNP A C 18 64 c.2701A>C c.(2701-2703)ACC>CCC p.T901P

Pat_40 Pre-Treatment NAT14 57106 37 19 55997836 55997836 Missense_Mutation SNP T C 2 0 c.134T>C c.(133-135)CTG>CCG p.L45P

Pat_40 Pre-Treatment NLRP11 204801 37 19 56321318 56321318 Missense_Mutation SNP C T 7 30 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_40 Pre-Treatment NLRP5 126206 37 19 56539203 56539203 Missense_Mutation SNP C T 5 18 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_40 Pre-Treatment GALP 85569 37 19 56696603 56696603 Missense_Mutation SNP G A 16 71 c.315G>A c.(313-315)ATG>ATA p.M105I

Pat_40 Pre-Treatment ZNF835 90485 37 19 57175768 57175768 Missense_Mutation SNP G A 3 12 c.865C>T c.(865-867)CGC>TGC p.R289C

Pat_40 Pre-Treatment ZIM3 114026 37 19 57646333 57646333 Missense_Mutation SNP C T 19 127 c.1372G>A c.(1372-1374)GAC>AAC p.D458N

Pat_40 Pre-Treatment DUXA 503835 37 19 57666725 57666725 Nonsense_Mutation SNP G A 8 23 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_40 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 117 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_40 Pre-Treatment TRIM28 10155 37 19 59060116 59060116 Missense_Mutation SNP G A 3 33 c.1333G>A c.(1333-1335)GTG>ATG p.V445M

Pat_40 Pre-Treatment MYT1L 23040 37 2 1926835 1926835 Missense_Mutation SNP C T 20 91 c.706G>A c.(706-708)GAT>AAT p.D236N

Pat_40 Pre-Treatment KCNF1 3754 37 2 11053364 11053364 Missense_Mutation SNP C T 4 26 c.812C>T c.(811-813)ACG>ATG p.T271M

Pat_40 Pre-Treatment NT5C1B 93034 37 2 18758129 18758129 Missense_Mutation SNP C T 21 101 c.1234G>A c.(1234-1236)GGA>AGA p.G412R

Pat_40 Pre-Treatment APOB 338 37 2 21229243 21229243 Missense_Mutation SNP A C 17 67 c.10497T>G c.(10495-10497)GAT>GAG p.D3499E

Pat_40 Pre-Treatment APOB 338 37 2 21231815 21231815 Missense_Mutation SNP G A 22 148 c.7925C>T c.(7924-7926)CCA>CTA p.P2642L

Pat_40 Pre-Treatment EMILIN1 11117 37 2 27306645 27306645 Missense_Mutation SNP C T 4 54 c.2206C>T c.(2206-2208)CGG>TGG p.R736W

Pat_40 Pre-Treatment FOSL2 2355 37 2 28635035 28635035 Missense_Mutation SNP C T 5 27 c.701C>T c.(700-702)TCG>TTG p.S234L

Pat_40 Pre-Treatment C2orf56 55471 37 2 37473259 37473259 Missense_Mutation SNP C T 26 128 c.857C>T c.(856-858)TCT>TTT p.S286F

Pat_40 Pre-Treatment C2orf56 55471 37 2 37473261 37473261 Nonsense_Mutation SNP C T 26 124 c.859C>T c.(859-861)CAA>TAA p.Q287*

Pat_40 Pre-Treatment SPTBN1 6711 37 2 54876239 54876239 Missense_Mutation SNP G A 5 122 c.5114G>A c.(5113-5115)CGG>CAG p.R1705Q

Pat_40 Pre-Treatment ANTXR1 84168 37 2 69304577 69304577 Missense_Mutation SNP C T 45 244 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_40 Pre-Treatment MPHOSPH10 10199 37 2 71360620 71360620 Missense_Mutation SNP G A 12 55 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_40 Pre-Treatment DYSF 8291 37 2 71901417 71901417 Missense_Mutation SNP G A 25 48 c.5758G>A c.(5758-5760)GAT>AAT p.D1920N

Pat_40 Pre-Treatment WDR54 84058 37 2 74652245 74652245 Missense_Mutation SNP G A 3 33 c.679G>A c.(679-681)GCA>ACA p.A227T

Pat_40 Pre-Treatment C2orf68 388969 37 2 85839056 85839056 Missense_Mutation SNP G A 3 45 c.52C>T c.(52-54)CGG>TGG p.R18W

Pat_40 Pre-Treatment TMEM127 55654 37 2 96919611 96919611 Missense_Mutation SNP C T 3 23 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_40 Pre-Treatment CIAO1 9391 37 2 96936947 96936947 Missense_Mutation SNP C T 12 87 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_40 Pre-Treatment ANAPC1 64682 37 2 112583383 112583383 Missense_Mutation SNP G A 13 75 c.2675C>T c.(2674-2676)TCC>TTC p.S892F

Pat_40 Pre-Treatment C2orf76 130355 37 2 120069246 120069246 Missense_Mutation SNP C T 12 36 c.256G>A c.(256-258)GAA>AAA p.E86K

Pat_40 Pre-Treatment GLI2 2736 37 2 121708942 121708942 Missense_Mutation SNP G A 22 36 c.378G>A c.(376-378)ATG>ATA p.M126I

Pat_40 Pre-Treatment LIMS2 55679 37 2 128412421 128412421 Missense_Mutation SNP G A 13 69 c.221C>T c.(220-222)CCG>CTG p.P74L

Pat_40 Pre-Treatment NCKAP5 344148 37 2 133541812 133541812 Missense_Mutation SNP C T 21 75 c.2572G>A c.(2572-2574)GAA>AAA p.E858K

Pat_40 Pre-Treatment LCT 3938 37 2 136575471 136575471 Missense_Mutation SNP G A 20 116 c.1147C>T c.(1147-1149)CCT>TCT p.P383S

Pat_40 Pre-Treatment THSD7B 80731 37 2 138434125 138434125 Missense_Mutation SNP C T 5 30 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_40 Pre-Treatment LRP1B 53353 37 2 140995735 140995735 Missense_Mutation SNP T C 36 138 c.13546A>G c.(13546-13548)ATA>GTA p.I4516V

Pat_40 Pre-Treatment PABPC1P2 728773 37 2 147345742 147345742 Missense_Mutation SNP G A 3 21 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_40 Pre-Treatment GALNT13 114805 37 2 155157995 155157995 Missense_Mutation SNP C T 48 214 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_40 Pre-Treatment KCNJ3 3760 37 2 155711754 155711754 Missense_Mutation SNP G A 7 24 c.1435G>A c.(1435-1437)GGA>AGA p.G479R

Pat_40 Pre-Treatment GPD2 2820 37 2 157369987 157369987 Missense_Mutation SNP G A 3 54 c.640G>A c.(640-642)GGA>AGA p.G214R

Pat_40 Pre-Treatment IFIH1 64135 37 2 163130442 163130442 Missense_Mutation SNP C T 18 32 c.2317G>A c.(2317-2319)GAA>AAA p.E773K

Pat_40 Pre-Treatment SCN1A 6323 37 2 166892572 166892572 Missense_Mutation SNP C T 37 203 c.3382G>A c.(3382-3384)GAA>AAA p.E1128K

Pat_40 Pre-Treatment XIRP2 129446 37 2 168100354 168100354 Missense_Mutation SNP G A 15 90 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_40 Pre-Treatment B3GALT1 8708 37 2 168726108 168726108 Missense_Mutation SNP C T 14 22 c.559C>T c.(559-561)CTT>TTT p.L187F

Pat_40 Pre-Treatment SPC25 57405 37 2 169745932 169745932 Missense_Mutation SNP C T 24 83 c.98G>A c.(97-99)AGA>AAA p.R33K



Pat_40 Pre-Treatment LRP2 4036 37 2 170070368 170070368 Missense_Mutation SNP T A 8 49 c.5839A>T c.(5839-5841)AAC>TAC p.N1947Y

Pat_40 Pre-Treatment SLC25A12 8604 37 2 172712353 172712353 Missense_Mutation SNP C T 58 374 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_40 Pre-Treatment TTN 7273 37 2 179452825 179452825 Missense_Mutation SNP C T 21 99 c.55605G>A c.(55603-55605)ATG>ATA p.M18535I

Pat_40 Pre-Treatment TTN 7273 37 2 179454489 179454489 Missense_Mutation SNP C T 43 218 c.54259G>A c.(54259-54261)GAA>AAA p.E18087K

Pat_40 Pre-Treatment TTN 7273 37 2 179457199 179457199 Missense_Mutation SNP G A 108 226 c.51829C>T c.(51829-51831)CGT>TGT p.R17277C

Pat_40 Pre-Treatment TTN 7273 37 2 179464431 179464431 Missense_Mutation SNP G A 15 108 c.48493C>T c.(48493-48495)CTC>TTC p.L16165F

Pat_40 Pre-Treatment TTN 7273 37 2 179592468 179592468 Missense_Mutation SNP C T 113 179 c.16105G>A c.(16105-16107)GAA>AAA p.E5369K

Pat_40 Pre-Treatment TTN 7273 37 2 179592569 179592569 Missense_Mutation SNP T C 7 24 c.16004A>G c.(16003-16005)AAA>AGA p.K5335R

Pat_40 Pre-Treatment ZNF804A 91752 37 2 185798364 185798364 Missense_Mutation SNP G A 17 82 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_40 Pre-Treatment CALCRL 10203 37 2 188245239 188245239 Nonsense_Mutation SNP C T 128 244 c.363G>A c.(361-363)TGG>TGA p.W121*

Pat_40 Pre-Treatment DNAH7 56171 37 2 196722260 196722260 Missense_Mutation SNP A C 17 74 c.8255T>G c.(8254-8256)CTT>CGT p.L2752R

Pat_40 Pre-Treatment DNAH7 56171 37 2 196729430 196729430 Nonsense_Mutation SNP G A 20 82 c.6949C>T c.(6949-6951)CGA>TGA p.R2317*

Pat_40 Pre-Treatment DNAH7 56171 37 2 196746544 196746544 Missense_Mutation SNP C T 27 163 c.5936G>A c.(5935-5937)GGA>GAA p.G1979E

Pat_40 Pre-Treatment HECW2 57520 37 2 197185066 197185066 Missense_Mutation SNP C T 3 16 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_40 Pre-Treatment BMPR2 659 37 2 203417586 203417586 Missense_Mutation SNP A G 70 80 c.1561A>G c.(1561-1563)ATG>GTG p.M521V

Pat_40 Pre-Treatment ABI2 10152 37 2 204292046 204292046 Missense_Mutation SNP G A 3 54 c.1513G>A c.(1513-1515)GTT>ATT p.V505I

Pat_40 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 8 214 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_40 Pre-Treatment ERBB4 2066 37 2 212587120 212587120 Missense_Mutation SNP G A 13 66 c.881C>T c.(880-882)CCA>CTA p.P294L

Pat_40 Pre-Treatment RQCD1 9125 37 2 219449406 219449406 Missense_Mutation SNP C T 128 233 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_40 Pre-Treatment ZNF142 7701 37 2 219521014 219521014 Missense_Mutation SNP G A 4 59 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_40 Pre-Treatment ECEL1 9427 37 2 233347583 233347583 Missense_Mutation SNP G A 42 189 c.1663C>T c.(1663-1665)CGG>TGG p.R555W

Pat_40 Pre-Treatment GIGYF2 26058 37 2 233655585 233655585 Missense_Mutation SNP T C 22 106 c.890T>C c.(889-891)ATG>ACG p.M297T

Pat_40 Pre-Treatment GPR35 2859 37 2 241569694 241569694 Missense_Mutation SNP G A 4 17 c.325G>A c.(325-327)GCC>ACC p.A109T

Pat_40 Pre-Treatment BOK 666 37 2 242501765 242501765 Missense_Mutation SNP G A 4 48 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_40 Pre-Treatment THAP4 51078 37 2 242573324 242573324 Missense_Mutation SNP G A 24 105 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_40 Pre-Treatment TGM6 343641 37 20 2377248 2377248 Missense_Mutation SNP C T 13 31 c.521C>T c.(520-522)GCC>GTC p.A174V

Pat_40 Pre-Treatment PAK7 57144 37 20 9560919 9560919 Missense_Mutation SNP G A 51 72 c.863C>T c.(862-864)TCA>TTA p.S288L

Pat_40 Pre-Treatment PAK7 57144 37 20 9561263 9561263 Missense_Mutation SNP C T 68 128 c.519G>A c.(517-519)ATG>ATA p.M173I

Pat_40 Pre-Treatment OVOL2 58495 37 20 18022253 18022253 Missense_Mutation SNP T C 3 50 c.436A>G c.(436-438)AGA>GGA p.R146G

Pat_40 Pre-Treatment POLR3F 10621 37 20 18453489 18453489 Nonsense_Mutation SNP C T 38 70 c.184C>T c.(184-186)CAG>TAG p.Q62*

Pat_40 Pre-Treatment THBD 7056 37 20 23028806 23028806 Missense_Mutation SNP C T 4 48 c.1336G>A c.(1336-1338)GAA>AAA p.E446K

Pat_40 Pre-Treatment NINL 22981 37 20 25456929 25456929 Missense_Mutation SNP G A 4 54 c.2998C>T c.(2998-3000)CGG>TGG p.R1000W

Pat_40 Pre-Treatment TPX2 22974 37 20 30382317 30382317 Missense_Mutation SNP G A 47 123 c.1799G>A c.(1798-1800)AGA>AAA p.R600K

Pat_40 Pre-Treatment ASXL1 171023 37 20 31017234 31017234 Missense_Mutation SNP G A 20 71 c.565G>A c.(565-567)GGG>AGG p.G189R

Pat_40 Pre-Treatment C20orf186 149954 37 20 31671216 31671217 Missense_Mutation DNP CC TT 17 130 c.213_214CC>TTc.(211-216)CCCCCC>CCTTCC p.P72S

Pat_40 Pre-Treatment E2F1 1869 37 20 32267679 32267679 Missense_Mutation SNP C T 4 69 c.454G>A c.(454-456)GAC>AAC p.D152N

Pat_40 Pre-Treatment EPB41L1 2036 37 20 34797782 34797782 Nonsense_Mutation SNP C T 4 17 c.2041C>T c.(2041-2043)CGA>TGA p.R681*

Pat_40 Pre-Treatment RIMS4 140730 37 20 43384905 43384905 Missense_Mutation SNP G A 15 47 c.680C>T c.(679-681)ACC>ATC p.T227I

Pat_40 Pre-Treatment PI3 5266 37 20 43803639 43803639 Missense_Mutation SNP G A 3 51 c.76G>A c.(76-78)GGA>AGA p.G26R

Pat_40 Pre-Treatment EEF1A2 1917 37 20 62122040 62122040 Missense_Mutation SNP G A 3 28 c.821C>T c.(820-822)CCG>CTG p.P274L

Pat_40 Pre-Treatment ZGPAT 84619 37 20 62340299 62340299 Missense_Mutation SNP G A 4 30 c.367G>A c.(367-369)GGA>AGA p.G123R

Pat_40 Pre-Treatment USP25 29761 37 21 17214827 17214827 Missense_Mutation SNP G A 32 172 c.2305G>A c.(2305-2307)GAA>AAA p.E769K

Pat_40 Pre-Treatment C21orf59 56683 37 21 33982292 33982292 Missense_Mutation SNP C T 13 54 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_40 Pre-Treatment IL10RB 3588 37 21 34652102 34652102 Missense_Mutation SNP C T 55 117 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_40 Pre-Treatment KCNJ15 3772 37 21 39672159 39672159 Missense_Mutation SNP G A 23 109 c.976G>A c.(976-978)GAT>AAT p.D326N

Pat_40 Pre-Treatment DSCAM 1826 37 21 41719737 41719737 Missense_Mutation SNP C T 40 291 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_40 Pre-Treatment RIPK4 54101 37 21 43166796 43166796 Missense_Mutation SNP G A 3 39 c.809C>T c.(808-810)CCG>CTG p.P270L



Pat_40 Pre-Treatment PTTG1IP 754 37 21 46275124 46275124 Splice_Site SNP C T 9 20 c.496_splice c.e5+1 p.G166_splice

Pat_40 Pre-Treatment MICAL3 57553 37 22 18370094 18370094 Missense_Mutation SNP G A 23 10 c.1999C>T c.(1999-2001)CCC>TCC p.P667S

Pat_40 Pre-Treatment PRODH 5625 37 22 18912573 18912573 Missense_Mutation SNP C T 3 27 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_40 Pre-Treatment CLTCL1 8218 37 22 19170950 19170950 Missense_Mutation SNP A T 15 32 c.4780T>A c.(4780-4782)TTG>ATG p.L1594M

Pat_40 Pre-Treatment ZDHHC8 29801 37 22 20126835 20126835 Nonsense_Mutation SNP C T 4 86 c.223C>T c.(223-225)CGA>TGA p.R75*

Pat_40 Pre-Treatment BCR 613 37 22 23610637 23610637 Missense_Mutation SNP G A 15 6 c.1795G>A c.(1795-1797)GGA>AGA p.G599R

Pat_40 Pre-Treatment NEFH 4744 37 22 29885686 29885686 Missense_Mutation SNP C A 10 102 c.2057C>A c.(2056-2058)GCA>GAA p.A686E

Pat_40 Pre-Treatment PATZ1 23598 37 22 31741521 31741521 Missense_Mutation SNP C T 4 46 c.68G>A c.(67-69)AGC>AAC p.S23N

Pat_40 Pre-Treatment CSF2RB 1439 37 22 37322150 37322150 Missense_Mutation SNP G A 4 80 c.322G>A c.(322-324)GTT>ATT p.V108I

Pat_40 Pre-Treatment SSTR3 6753 37 22 37603517 37603517 Nonsense_Mutation SNP C T 15 12 c.326G>A c.(325-327)TGG>TAG p.W109*

Pat_40 Pre-Treatment TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 12 319 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_40 Pre-Treatment H1F0 3005 37 22 38201896 38201897 Nonsense_Mutation DNP GA AT 15 35 c.345_346GA>ATc.(343-348)AAGAAG>AAATAG p.K116*

Pat_40 Pre-Treatment BAIAP2L2 80115 37 22 38494156 38494156 Missense_Mutation SNP G A 4 46 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_40 Pre-Treatment PARVB 29780 37 22 44495969 44495969 Missense_Mutation SNP C T 14 75 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_40 Pre-Treatment WNT7B 7477 37 22 46345908 46345908 Missense_Mutation SNP C T 31 37 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_40 Pre-Treatment CELSR1 9620 37 22 46792517 46792517 Missense_Mutation SNP G A 13 21 c.5828C>T c.(5827-5829)CCG>CTG p.P1943L

Pat_40 Pre-Treatment PLXNB2 23654 37 22 50715060 50715060 Missense_Mutation SNP G A 14 74 c.5335C>T c.(5335-5337)CGG>TGG p.R1779W

Pat_40 Pre-Treatment SBF1 6305 37 22 50900836 50900836 Missense_Mutation SNP G A 4 108 c.2194C>T c.(2194-2196)CGC>TGC p.R732C

Pat_40 Pre-Treatment MIOX 55586 37 22 50925884 50925884 Missense_Mutation SNP G A 3 52 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_40 Pre-Treatment CNTN6 27255 37 3 1367579 1367579 Missense_Mutation SNP G A 12 52 c.1027G>A c.(1027-1029)GGA>AGA p.G343R

Pat_40 Pre-Treatment GHRL 51738 37 3 10331857 10331857 Missense_Mutation SNP G A 3 16 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_40 Pre-Treatment HRH1 3269 37 3 11301460 11301460 Missense_Mutation SNP G A 4 12 c.737G>A c.(736-738)GGG>GAG p.G246E

Pat_40 Pre-Treatment CAND2 23066 37 3 12858191 12858191 Missense_Mutation SNP T C 20 43 c.1760T>C c.(1759-1761)GTG>GCG p.V587A

Pat_40 Pre-Treatment PLCL2 23228 37 3 17053134 17053134 Missense_Mutation SNP T A 12 22 c.2272T>A c.(2272-2274)TTT>ATT p.F758I

Pat_40 Pre-Treatment LRRC3B 116135 37 3 26751248 26751248 Missense_Mutation SNP C T 21 65 c.85C>T c.(85-87)CAT>TAT p.H29Y

Pat_40 Pre-Treatment SCN5A 6331 37 3 38648165 38648165 Nonsense_Mutation SNP G A 4 6 c.1135C>T c.(1135-1137)CAG>TAG p.Q379*

Pat_40 Pre-Treatment SCN10A 6336 37 3 38793820 38793820 Missense_Mutation SNP G A 3 29 c.1645C>T c.(1645-1647)CTC>TTC p.L549F

Pat_40 Pre-Treatment CTNNB1 1499 37 3 41266137 41266137 Missense_Mutation SNP C T 14 47 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_40 Pre-Treatment CXCR6 10663 37 3 45988860 45988860 Missense_Mutation SNP G A 8 19 c.887G>A c.(886-888)CGA>CAA p.R296Q

Pat_40 Pre-Treatment CCR3 1232 37 3 46307479 46307479 Missense_Mutation SNP A G 20 60 c.830A>G c.(829-831)AAG>AGG p.K277R

Pat_40 Pre-Treatment SCAP 22937 37 3 47476586 47476586 Missense_Mutation SNP A C 16 43 c.164T>G c.(163-165)GTG>GGG p.V55G

Pat_40 Pre-Treatment PLXNB1 5364 37 3 48459905 48459905 Missense_Mutation SNP A G 6 6 c.3002T>C c.(3001-3003)CTG>CCG p.L1001P

Pat_40 Pre-Treatment PLXNB1 5364 37 3 48461146 48461146 Missense_Mutation SNP G A 6 0 c.2549C>T c.(2548-2550)CCC>CTC p.P850L

Pat_40 Pre-Treatment CELSR3 1951 37 3 48698392 48698392 Missense_Mutation SNP C T 3 11 c.1676G>A c.(1675-1677)CGC>CAC p.R559H

Pat_40 Pre-Treatment LAMB2 3913 37 3 49163916 49163916 Missense_Mutation SNP G A 23 47 c.2033C>T c.(2032-2034)CCT>CTT p.P678L

Pat_40 Pre-Treatment GNAT1 2779 37 3 50229208 50229208 Missense_Mutation SNP A G 3 27 c.50A>G c.(49-51)AAG>AGG p.K17R

Pat_40 Pre-Treatment DOCK3 1795 37 3 51395405 51395405 Missense_Mutation SNP G T 14 93 c.4781G>T c.(4780-4782)GGA>GTA p.G1594V

Pat_40 Pre-Treatment DOCK3 1795 37 3 51418581 51418582 Missense_Mutation DNP CC TT 9 41 c.5684_5685CC>TT c.(5683-5685)TCC>TTT p.S1895F

Pat_40 Pre-Treatment CACNA1D 776 37 3 53781378 53781378 Missense_Mutation SNP C T 24 83 c.3217C>T c.(3217-3219)CGT>TGT p.R1073C

Pat_40 Pre-Treatment CACNA2D3 55799 37 3 54615870 54615870 Missense_Mutation SNP G A 12 41 c.929G>A c.(928-930)GGA>GAA p.G310E

Pat_40 Pre-Treatment PXK 54899 37 3 58410506 58410506 Missense_Mutation SNP C T 79 67 c.1556C>T c.(1555-1557)CCA>CTA p.P519L

Pat_40 Pre-Treatment CNTN3 5067 37 3 74315713 74315713 Missense_Mutation SNP C T 39 617 c.2905G>A c.(2905-2907)GAC>AAC p.D969N

Pat_40 Pre-Treatment PROS1 5627 37 3 93624748 93624748 Missense_Mutation SNP A C 19 63 c.481T>G c.(481-483)TGC>GGC p.C161G

Pat_40 Pre-Treatment CD96 10225 37 3 111325559 111325559 Missense_Mutation SNP C T 19 93 c.1148C>T c.(1147-1149)TCC>TTC p.S383F

Pat_40 Pre-Treatment PLXNA1 5361 37 3 126735849 126735849 Missense_Mutation SNP G A 4 61 c.3176G>A c.(3175-3177)CGG>CAG p.R1059Q

Pat_40 Pre-Treatment MBD4 8930 37 3 129155742 129155742 Missense_Mutation SNP C T 34 120 c.745G>A c.(745-747)GGA>AGA p.G249R

Pat_40 Pre-Treatment PLXND1 23129 37 3 129305046 129305046 Missense_Mutation SNP C T 3 11 c.1690G>A c.(1690-1692)GCC>ACC p.A564T



Pat_40 Pre-Treatment NMNAT3 349565 37 3 139297817 139297817 Missense_Mutation SNP G C 4 36 c.190C>G c.(190-192)CGA>GGA p.R64G

Pat_40 Pre-Treatment AADACL2 344752 37 3 151475240 151475240 Missense_Mutation SNP G A 13 68 c.1064G>A c.(1063-1065)CGA>CAA p.R355Q

Pat_40 Pre-Treatment FNDC3B 64778 37 3 171965431 171965432 Missense_Mutation DNP CC TT 47 250 c.373_374CC>TT c.(373-375)CCC>TTC p.P125F

Pat_40 Pre-Treatment FNDC3B 64778 37 3 172115059 172115059 Missense_Mutation SNP G A 20 47 c.3409G>A c.(3409-3411)GAG>AAG p.E1137K

Pat_40 Pre-Treatment AP2M1 1173 37 3 183899833 183899833 Missense_Mutation SNP G A 4 17 c.961G>A c.(961-963)GAG>AAG p.E321K

Pat_40 Pre-Treatment ABCF3 55324 37 3 183910456 183910456 Missense_Mutation SNP G A 5 11 c.1637G>A c.(1636-1638)CGG>CAG p.R546Q

Pat_40 Pre-Treatment KNG1 3827 37 3 186460082 186460082 Missense_Mutation SNP G A 5 86 c.1897G>A c.(1897-1899)GAA>AAA p.E633K

Pat_40 Pre-Treatment C3orf59 151963 37 3 192516621 192516621 Missense_Mutation SNP G A 8 13 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_40 Pre-Treatment ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 8 140 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_40 Pre-Treatment ZNF721 170960 37 4 436514 436514 Missense_Mutation SNP C T 38 173 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_40 Pre-Treatment ZNF721 170960 37 4 437319 437319 Missense_Mutation SNP C T 8 217 c.937G>A c.(937-939)GCC>ACC p.A313T

Pat_40 Pre-Treatment GAK 2580 37 4 843819 843819 Missense_Mutation SNP C T 2 3 c.3695G>A c.(3694-3696)CGG>CAG p.R1232Q

Pat_40 Pre-Treatment CRMP1 1400 37 4 5843131 5843131 Missense_Mutation SNP C T 54 228 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_40 Pre-Treatment JAKMIP1 152789 37 4 6066645 6066645 Missense_Mutation SNP C T 20 38 c.1393G>A c.(1393-1395)GAC>AAC p.D465N

Pat_40 Pre-Treatment AFAP1 60312 37 4 7770626 7770626 Missense_Mutation SNP C T 22 58 c.2111G>A c.(2110-2112)AGC>AAC p.S704N

Pat_40 Pre-Treatment BOD1L 259282 37 4 13602199 13602199 Missense_Mutation SNP T C 3 22 c.6325A>G c.(6325-6327)AGA>GGA p.R2109G

Pat_40 Pre-Treatment CPEB2 132864 37 4 15063811 15063811 Missense_Mutation SNP C T 71 252 c.1469C>T c.(1468-1470)TCC>TTC p.S490F

Pat_40 Pre-Treatment RBPJ 3516 37 4 26431526 26431526 Missense_Mutation SNP C T 5 38 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_40 Pre-Treatment GUF1 60558 37 4 44691864 44691864 Missense_Mutation SNP G A 23 108 c.1207G>A c.(1207-1209)GGA>AGA p.G403R

Pat_40 Pre-Treatment REST 5978 37 4 57797744 57797744 Missense_Mutation SNP C T 4 56 c.2720C>T c.(2719-2721)CCT>CTT p.P907L

Pat_40 Pre-Treatment UGT2B28 54490 37 4 70146351 70146351 Missense_Mutation SNP G A 44 203 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_40 Pre-Treatment UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 30 124 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_40 Pre-Treatment ALB 213 37 4 74285291 74285291 Missense_Mutation SNP G A 40 84 c.1720G>A c.(1720-1722)GAT>AAT p.D574N

Pat_40 Pre-Treatment CCDC158 339965 37 4 77292635 77292635 Missense_Mutation SNP G A 4 90 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_40 Pre-Treatment FRAS1 80144 37 4 79301056 79301056 Missense_Mutation SNP G A 32 47 c.3469G>A c.(3469-3471)GGA>AGA p.G1157R

Pat_40 Pre-Treatment BMP3 651 37 4 81967248 81967248 Missense_Mutation SNP G A 59 95 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Pre-Treatment ADH1B 125 37 4 100232022 100232022 Missense_Mutation SNP C T 36 162 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_40 Pre-Treatment ADH7 131 37 4 100349774 100349774 Missense_Mutation SNP C T 45 183 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_40 Pre-Treatment EGF 1950 37 4 110883099 110883099 Missense_Mutation SNP C T 76 155 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_40 Pre-Treatment EGF 1950 37 4 110884429 110884430 Missense_Mutation DNP GG AA 47 102 c.1413_1414GG>AAc.(1411-1416)CTGGAT>CTAAATp.D472N

Pat_40 Pre-Treatment LARP7 51574 37 4 113568238 113568238 Missense_Mutation SNP C T 34 117 c.601C>T c.(601-603)CCT>TCT p.P201S

Pat_40 Pre-Treatment TBC1D9 23158 37 4 141590792 141590792 Missense_Mutation SNP T C 7 29 c.1433A>G c.(1432-1434)AAA>AGA p.K478R

Pat_40 Pre-Treatment MAB21L2 10586 37 4 151504863 151504863 Missense_Mutation SNP G A 7 24 c.682G>A c.(682-684)GAC>AAC p.D228N

Pat_40 Pre-Treatment TLR2 7097 37 4 154625141 154625141 Missense_Mutation SNP C T 27 23 c.1082C>T c.(1081-1083)TCA>TTA p.S361L

Pat_40 Pre-Treatment RBM46 166863 37 4 155719334 155719334 Missense_Mutation SNP C T 9 95 c.523C>T c.(523-525)CCA>TCA p.P175S

Pat_40 Pre-Treatment GUCY1A3 2982 37 4 156618119 156618119 Missense_Mutation SNP G A 7 42 c.100G>A c.(100-102)GCA>ACA p.A34T

Pat_40 Pre-Treatment GRIA2 2891 37 4 158284078 158284078 Missense_Mutation SNP G A 19 83 c.2534G>A c.(2533-2535)CGA>CAA p.R845Q

Pat_40 Pre-Treatment TLL1 7092 37 4 166963247 166963247 Missense_Mutation SNP C T 43 205 c.1330C>T c.(1330-1332)CGT>TGT p.R444C

Pat_40 Pre-Treatment NEK1 4750 37 4 170506576 170506576 Missense_Mutation SNP C T 4 36 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_40 Pre-Treatment C4orf41 60684 37 4 184598649 184598649 Missense_Mutation SNP G A 21 152 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_40 Pre-Treatment FAT1 2195 37 4 187541333 187541333 Missense_Mutation SNP G A 21 56 c.6407C>T c.(6406-6408)TCA>TTA p.S2136L

Pat_40 Pre-Treatment ADAMTS16 170690 37 5 5262860 5262860 Missense_Mutation SNP G A 19 74 c.2753G>A c.(2752-2754)GGG>GAG p.G918E

Pat_40 Pre-Treatment FASTKD3 79072 37 5 7859553 7859553 Missense_Mutation SNP C T 8 46 c.1984G>A c.(1984-1986)GAA>AAA p.E662K

Pat_40 Pre-Treatment MTRR 4552 37 5 7892881 7892881 Missense_Mutation SNP A G 91 141 c.1493A>G c.(1492-1494)AAC>AGC p.N498S

Pat_40 Pre-Treatment DNAH5 1767 37 5 13700913 13700913 Nonsense_Mutation SNP C T 67 101 c.13559G>A c.(13558-13560)TGG>TAG p.W4520*

Pat_40 Pre-Treatment PRDM9 56979 37 5 23526999 23526999 Missense_Mutation SNP C T 6 142 c.1802C>T c.(1801-1803)ACA>ATA p.T601I

Pat_40 Pre-Treatment PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 6 94 c.1886G>C c.(1885-1887)AGA>ACA p.R629T



Pat_40 Pre-Treatment GOLPH3 64083 37 5 32126541 32126541 Missense_Mutation SNP C G 47 102 c.674G>C c.(673-675)TGG>TCG p.W225S

Pat_40 Pre-Treatment ADAMTS12 81792 37 5 33637805 33637805 Missense_Mutation SNP G A 4 72 c.1765C>T c.(1765-1767)CGC>TGC p.R589C

Pat_40 Pre-Treatment C9 735 37 5 39311479 39311479 Missense_Mutation SNP C T 8 72 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Pre-Treatment ITGA1 3672 37 5 52221138 52221138 Missense_Mutation SNP G A 17 82 c.2434G>A c.(2434-2436)GAA>AAA p.E812K

Pat_40 Pre-Treatment DDX4 54514 37 5 55110910 55110910 Missense_Mutation SNP C T 46 195 c.1897C>T c.(1897-1899)CGT>TGT p.R633C

Pat_40 Pre-Treatment F2RL1 2150 37 5 76128587 76128587 Missense_Mutation SNP G A 25 112 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_40 Pre-Treatment GPR98 84059 37 5 89990494 89990494 Missense_Mutation SNP G A 8 27 c.7921G>A c.(7921-7923)GGA>AGA p.G2641R

Pat_40 Pre-Treatment MCTP1 79772 37 5 94204141 94204141 Missense_Mutation SNP A C 10 60 c.2333T>G c.(2332-2334)TTT>TGT p.F778C

Pat_40 Pre-Treatment WDR36 134430 37 5 110439905 110439905 Missense_Mutation SNP C T 3 56 c.928C>T c.(928-930)CCA>TCA p.P310S

Pat_40 Pre-Treatment EPB41L4A 64097 37 5 111545588 111545588 Splice_Site SNP C T 33 56 c.1178_splice c.e13+1 p.S393_splice

Pat_40 Pre-Treatment FAM170A 340069 37 5 118969746 118969746 Missense_Mutation SNP T G 45 44 c.303T>G c.(301-303)CAT>CAG p.H101Q

Pat_40 Pre-Treatment FTMT 94033 37 5 121188229 121188229 Missense_Mutation SNP G A 15 117 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_40 Pre-Treatment P4HA2 8974 37 5 131545009 131545009 Missense_Mutation SNP C A 54 105 c.725G>T c.(724-726)CGA>CTA p.R242L

Pat_40 Pre-Treatment KIF3A 11127 37 5 132037886 132037886 Missense_Mutation SNP C T 13 81 c.1696G>A c.(1696-1698)GAA>AAA p.E566K

Pat_40 Pre-Treatment TIFAB 497189 37 5 134785386 134785386 Missense_Mutation SNP C T 24 89 c.244G>A c.(244-246)GGC>AGC p.G82S

Pat_40 Pre-Treatment KLHL3 26249 37 5 136974690 136974691 Missense_Mutation DNP CC TT 13 51 c.1170_1171GG>AAc.(1168-1173)GCGGTG>GCAATGp.V391M

Pat_40 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139906028 139906028 Missense_Mutation SNP G A 4 107 c.4940G>A c.(4939-4941)CGA>CAA p.R1647Q

Pat_40 Pre-Treatment PCDHA2 56146 37 5 140175006 140175006 Missense_Mutation SNP C T 24 28 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_40 Pre-Treatment PCDHA3 56145 37 5 140182748 140182748 Missense_Mutation SNP G A 20 72 c.1966G>A c.(1966-1968)GAA>AAA p.E656K

Pat_40 Pre-Treatment PCDHA4 56144 37 5 140187721 140187721 Missense_Mutation SNP G A 29 114 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_40 Pre-Treatment PCDHA5 56143 37 5 140202835 140202835 Missense_Mutation SNP C T 17 83 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_40 Pre-Treatment PCDHA10 56139 37 5 140237555 140237555 Missense_Mutation SNP C T 9 14 c.1922C>T c.(1921-1923)TCG>TTG p.S641L

Pat_40 Pre-Treatment PCDHB6 56130 37 5 140530709 140530709 Missense_Mutation SNP G A 53 79 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Pre-Treatment PCDHB6 56130 37 5 140531786 140531786 Missense_Mutation SNP C T 4 44 c.1948C>T c.(1948-1950)CGC>TGC p.R650C

Pat_40 Pre-Treatment PCDHGB2 56103 37 5 140741165 140741165 Missense_Mutation SNP C T 19 31 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_40 Pre-Treatment PCDHGB3 56102 37 5 140750571 140750571 Missense_Mutation SNP G A 11 23 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_40 Pre-Treatment ARHGAP26 23092 37 5 142311641 142311641 Missense_Mutation SNP C T 26 123 c.1058C>T c.(1057-1059)TCG>TTG p.S353L

Pat_40 Pre-Treatment FBXO38 81545 37 5 147778639 147778639 Missense_Mutation SNP G A 18 76 c.206G>A c.(205-207)CGA>CAA p.R69Q

Pat_40 Pre-Treatment SLC36A2 153201 37 5 150704953 150704953 Missense_Mutation SNP C T 7 41 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Pre-Treatment PWWP2A 114825 37 5 159520269 159520269 Missense_Mutation SNP T C 4 59 c.1388A>G c.(1387-1389)CAG>CGG p.Q463R

Pat_40 Pre-Treatment CCDC99 54908 37 5 169015538 169015538 Nonsense_Mutation SNP C T 22 94 c.118C>T c.(118-120)CAA>TAA p.Q40*

Pat_40 Pre-Treatment CPLX2 10814 37 5 175305922 175305922 Missense_Mutation SNP G A 3 21 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_40 Pre-Treatment NSD1 64324 37 5 176631253 176631253 Missense_Mutation SNP G A 14 52 c.1196G>A c.(1195-1197)AGG>AAG p.R399K

Pat_40 Pre-Treatment DOK3 79930 37 5 176931802 176931802 Missense_Mutation SNP C T 6 45 c.755G>A c.(754-756)GGC>GAC p.G252D

Pat_40 Pre-Treatment BTNL3 10917 37 5 180424335 180424335 Missense_Mutation SNP G A 7 42 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_40 Pre-Treatment BTNL3 10917 37 5 180432588 180432588 Missense_Mutation SNP C T 50 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_40 Pre-Treatment GNB2L1 10399 37 5 180666075 180666075 Missense_Mutation SNP C T 38 210 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_40 Pre-Treatment EXOC2 55770 37 6 572614 572614 Missense_Mutation SNP G A 17 40 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_40 Pre-Treatment RANBP9 10048 37 6 13634740 13634741 Missense_Mutation DNP CC TT 23 47 c.1717_1718GG>AAc.(1717-1719)GGA>AAA p.G573K

Pat_40 Pre-Treatment NUP153 9972 37 6 17675825 17675825 Missense_Mutation SNP C T 10 68 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_40 Pre-Treatment GPLD1 2822 37 6 24445860 24445860 Missense_Mutation SNP C T 29 50 c.1934G>A c.(1933-1935)GGG>GAG p.G645E

Pat_40 Pre-Treatment HIST1H2BC 8347 37 6 26123919 26123919 Missense_Mutation SNP C T 28 132 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_40 Pre-Treatment BTN3A3 10384 37 6 26445976 26445976 Missense_Mutation SNP G A 3 52 c.478G>A c.(478-480)GGA>AGA p.G160R

Pat_40 Pre-Treatment TRIM15 89870 37 6 30131681 30131681 Missense_Mutation SNP C T 3 30 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_40 Pre-Treatment HLA-B 3106 37 6 31322904 31322904 Missense_Mutation SNP A T 28 114 c.992T>A c.(991-993)ATG>AAG p.M331K

Pat_40 Pre-Treatment MSH5 4439 37 6 31727727 31727727 Missense_Mutation SNP C T 8 13 c.1660C>T c.(1660-1662)CTT>TTT p.L554F

Pat_40 Pre-Treatment C6orf27 80737 37 6 31735258 31735259 Missense_Mutation DNP GG AA 6 25 c.1669_1670CC>TT c.(1669-1671)CCT>TTT p.P557F



Pat_40 Pre-Treatment BRD2 6046 37 6 32947723 32947723 Missense_Mutation SNP A T 4 51 c.1960A>T c.(1960-1962)ATC>TTC p.I654F

Pat_40 Pre-Treatment ZNF318 24149 37 6 43323693 43323693 Missense_Mutation SNP G A 10 54 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_40 Pre-Treatment CAPN11 11131 37 6 44144035 44144035 Missense_Mutation SNP C T 19 106 c.961C>T c.(961-963)CCC>TCC p.P321S

Pat_40 Pre-Treatment RCAN2 10231 37 6 46214583 46214583 Missense_Mutation SNP G A 9 84 c.335C>T c.(334-336)TCG>TTG p.S112L

Pat_40 Pre-Treatment TINAG 27283 37 6 54173703 54173703 Missense_Mutation SNP G A 24 66 c.355G>A c.(355-357)GGT>AGT p.G119S

Pat_40 Pre-Treatment DST 667 37 6 56347614 56347614 Missense_Mutation SNP C T 4 87 c.14912G>A c.(14911-14913)CGA>CAA p.R4971Q

Pat_40 Pre-Treatment BAI3 577 37 6 69665943 69665943 Missense_Mutation SNP C T 13 75 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_40 Pre-Treatment FAM135A 57579 37 6 71238035 71238035 Missense_Mutation SNP C T 28 62 c.3655C>T c.(3655-3657)CCT>TCT p.P1219S

Pat_40 Pre-Treatment FAM135A 57579 37 6 71266500 71266500 Missense_Mutation SNP C T 21 116 c.4276C>T c.(4276-4278)CGC>TGC p.R1426C

Pat_40 Pre-Treatment FILIP1 27145 37 6 76022621 76022621 Missense_Mutation SNP C T 31 55 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_40 Pre-Treatment PRSS35 167681 37 6 84234328 84234328 Missense_Mutation SNP C T 13 32 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_40 Pre-Treatment LAMA4 3910 37 6 112476887 112476887 Missense_Mutation SNP C T 60 139 c.1839G>A c.(1837-1839)ATG>ATA p.M613I

Pat_40 Pre-Treatment ROS1 6098 37 6 117662453 117662453 Missense_Mutation SNP C T 29 106 c.4924G>A c.(4924-4926)GAA>AAA p.E1642K

Pat_40 Pre-Treatment FAM184A 79632 37 6 119295618 119295618 Missense_Mutation SNP C T 40 171 c.2890G>A c.(2890-2892)GAA>AAA p.E964K

Pat_40 Pre-Treatment VNN2 8875 37 6 133078678 133078678 Missense_Mutation SNP C T 12 105 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_40 Pre-Treatment BCLAF1 9774 37 6 136599171 136599171 Missense_Mutation SNP C T 4 39 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_40 Pre-Treatment SHPRH 257218 37 6 146276260 146276260 Missense_Mutation SNP G A 18 67 c.199C>T c.(199-201)CAC>TAC p.H67Y

Pat_40 Pre-Treatment ZBTB2 57621 37 6 151687684 151687684 Missense_Mutation SNP C T 14 32 c.517G>A c.(517-519)GAG>AAG p.E173K

Pat_40 Pre-Treatment TULP4 56995 37 6 158923439 158923439 Missense_Mutation SNP C T 16 70 c.2744C>T c.(2743-2745)ACC>ATC p.T915I

Pat_40 Pre-Treatment LPA 4018 37 6 160978522 160978522 Nonsense_Mutation SNP C T 22 104 c.4713G>A c.(4711-4713)TGG>TGA p.W1571*

Pat_40 Pre-Treatment LPA 4018 37 6 161020605 161020605 Missense_Mutation SNP C T 116 339 c.3214G>A c.(3214-3216)GGA>AGA p.G1072R

Pat_40 Pre-Treatment PLG 5340 37 6 161143526 161143526 Missense_Mutation SNP G A 72 213 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Pre-Treatment MAD1L1 8379 37 7 2188787 2188787 Missense_Mutation SNP C T 6 37 c.1073G>A c.(1072-1074)AGC>AAC p.S358N

Pat_40 Pre-Treatment AMZ1 155185 37 7 2740383 2740383 Missense_Mutation SNP C T 23 63 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_40 Pre-Treatment SLC29A4 222962 37 7 5338625 5338625 Missense_Mutation SNP C T 5 56 c.889C>T c.(889-891)CCA>TCA p.P297S

Pat_40 Pre-Treatment HDAC9 9734 37 7 18625110 18625110 Missense_Mutation SNP C T 4 51 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_40 Pre-Treatment MACC1 346389 37 7 20199595 20199595 Missense_Mutation SNP G A 8 63 c.389C>T c.(388-390)TCC>TTC p.S130F

Pat_40 Pre-Treatment DNAH11 8701 37 7 21747399 21747399 Missense_Mutation SNP C T 23 57 c.6650C>T c.(6649-6651)ACA>ATA p.T2217I

Pat_40 Pre-Treatment FAM188B 84182 37 7 30831178 30831178 Missense_Mutation SNP C T 12 53 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_40 Pre-Treatment CCDC129 223075 37 7 31682490 31682490 Missense_Mutation SNP G A 12 103 c.1506G>A c.(1504-1506)ATG>ATA p.M502I

Pat_40 Pre-Treatment PDE1C 5137 37 7 31877577 31877577 Missense_Mutation SNP C T 89 185 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_40 Pre-Treatment BMPER 168667 37 7 34097762 34097762 Missense_Mutation SNP G A 21 56 c.1019G>A c.(1018-1020)AGT>AAT p.S340N

Pat_40 Pre-Treatment CDK13 8621 37 7 40038988 40038988 Nonsense_Mutation SNP A T 13 66 c.2071A>T c.(2071-2073)AAA>TAA p.K691*

Pat_40 Pre-Treatment ZNF713 349075 37 7 55990859 55990859 Missense_Mutation SNP C T 37 118 c.53C>T c.(52-54)TCA>TTA p.S18L

Pat_40 Pre-Treatment ZNF107 51427 37 7 64167982 64167982 Missense_Mutation SNP C T 20 118 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_40 Pre-Treatment SPDYE5 442590 37 7 75130895 75130895 Missense_Mutation SNP C T 26 361 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_40 Pre-Treatment SPDYE5 442590 37 7 75130970 75130970 Missense_Mutation SNP T C 10 226 c.845T>C c.(844-846)CTG>CCG p.L282P

Pat_40 Pre-Treatment HIP1 3092 37 7 75184825 75184825 Nonsense_Mutation SNP G A 3 24 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_40 Pre-Treatment FGL2 10875 37 7 76825822 76825822 Missense_Mutation SNP C T 39 197 c.1094G>A c.(1093-1095)CGA>CAA p.R365Q

Pat_40 Pre-Treatment PCLO 27445 37 7 82583350 82583350 Missense_Mutation SNP C T 61 152 c.6919G>A c.(6919-6921)GAA>AAA p.E2307K

Pat_40 Pre-Treatment PCLO 27445 37 7 82585683 82585683 Missense_Mutation SNP C T 14 66 c.4586G>A c.(4585-4587)CGA>CAA p.R1529Q

Pat_40 Pre-Treatment ABCB1 5243 37 7 87175289 87175289 Missense_Mutation SNP G A 58 148 c.1777C>T c.(1777-1779)CGT>TGT p.R593C

Pat_40 Pre-Treatment CYP3A43 64816 37 7 99453321 99453321 Missense_Mutation SNP C A 3 34 c.778C>A c.(778-780)CGC>AGC p.R260S

Pat_40 Pre-Treatment ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 8 193 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_40 Pre-Treatment RELN 5649 37 7 103206794 103206794 Missense_Mutation SNP C T 9 122 c.4813G>A c.(4813-4815)GGA>AGA p.G1605R

Pat_40 Pre-Treatment PPP1R3A 5506 37 7 113519829 113519829 Missense_Mutation SNP C T 30 141 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_40 Pre-Treatment FOXP2 93986 37 7 114292325 114292325 Missense_Mutation SNP G A 101 84 c.1162G>A c.(1162-1164)GTG>ATG p.V388M



Pat_40 Pre-Treatment CFTR 1080 37 7 117232308 117232308 Missense_Mutation SNP A T 10 73 c.2087A>T c.(2086-2088)AAA>ATA p.K696I

Pat_40 Pre-Treatment SLC13A1 6561 37 7 122759211 122759211 Missense_Mutation SNP A C 19 42 c.1436T>G c.(1435-1437)TTG>TGG p.L479W

Pat_40 Pre-Treatment ZNF800 168850 37 7 127013826 127013826 Missense_Mutation SNP G A 19 109 c.1564C>T c.(1564-1566)CCT>TCT p.P522S

Pat_40 Pre-Treatment TSPAN33 340348 37 7 128806635 128806635 Missense_Mutation SNP G A 84 81 c.476G>A c.(475-477)GGG>GAG p.G159E

Pat_40 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 97 63 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_40 Pre-Treatment KEL 3792 37 7 142640960 142640961 Missense_Mutation DNP CC TT 6 34 c.1501_1502GG>AAc.(1501-1503)GGA>AAA p.G501K

Pat_40 Pre-Treatment TAS2R41 259287 37 7 143175722 143175722 Missense_Mutation SNP G A 29 146 c.757G>A c.(757-759)GAT>AAT p.D253N

Pat_40 Pre-Treatment LOC441294 441294 37 7 143270156 143270156 Missense_Mutation SNP C T 14 298 c.1246C>T c.(1246-1248)CTT>TTT p.L416F

Pat_40 Pre-Treatment ZNF777 27153 37 7 149129013 149129013 Missense_Mutation SNP C T 3 31 c.2350G>A c.(2350-2352)GGC>AGC p.G784S

Pat_40 Pre-Treatment REPIN1 29803 37 7 150068497 150068497 Missense_Mutation SNP C T 2 1 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_40 Pre-Treatment MLL3 58508 37 7 151879283 151879283 Missense_Mutation SNP T A 14 93 c.5662A>T c.(5662-5664)AAC>TAC p.N1888Y

Pat_40 Pre-Treatment MLL3 58508 37 7 151919131 151919131 Missense_Mutation SNP C T 49 270 c.3454G>A c.(3454-3456)GAA>AAA p.E1152K

Pat_40 Pre-Treatment CSMD1 64478 37 8 2824251 2824251 Missense_Mutation SNP G A 5 40 c.8944C>T c.(8944-8946)CCT>TCT p.P2982S

Pat_40 Pre-Treatment CSMD1 64478 37 8 3081309 3081309 Missense_Mutation SNP C T 32 95 c.4429G>A c.(4429-4431)GAA>AAA p.E1477K

Pat_40 Pre-Treatment XPO7 23039 37 8 21857050 21857050 Missense_Mutation SNP T G 56 214 c.2647T>G c.(2647-2649)TAC>GAC p.Y883D

Pat_40 Pre-Treatment LGI3 203190 37 8 22013937 22013937 Missense_Mutation SNP G A 2 1 c.119C>T c.(118-120)CCG>CTG p.P40L

Pat_40 Pre-Treatment TNFRSF10A 8797 37 8 23049398 23049398 Missense_Mutation SNP C T 45 89 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_40 Pre-Treatment ADAM7 8756 37 8 24324428 24324428 Missense_Mutation SNP C T 27 194 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_40 Pre-Treatment DDHD2 23259 37 8 38092070 38092070 Missense_Mutation SNP C T 28 169 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_40 Pre-Treatment POLB 5423 37 8 42227383 42227383 Nonsense_Mutation SNP C T 10 48 c.790C>T c.(790-792)CAG>TAG p.Q264*

Pat_40 Pre-Treatment SNAI2 6591 37 8 49832783 49832783 Missense_Mutation SNP G C 20 145 c.297C>G c.(295-297)CAC>CAG p.H99Q

Pat_40 Pre-Treatment PXDNL 137902 37 8 52320967 52320967 Missense_Mutation SNP C T 23 16 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_40 Pre-Treatment RP1 6101 37 8 55537556 55537557 Nonsense_Mutation DNP AG TA 19 45 c.1114_1115AG>TA c.(1114-1116)AGA>TAA p.R372*

Pat_40 Pre-Treatment RP1 6101 37 8 55539350 55539350 Missense_Mutation SNP G A 34 41 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_40 Pre-Treatment CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 21 161 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_40 Pre-Treatment CPA6 57094 37 8 68346290 68346290 Missense_Mutation SNP G A 25 299 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_40 Pre-Treatment PREX2 80243 37 8 69028131 69028131 Missense_Mutation SNP C T 53 348 c.3290C>T c.(3289-3291)TCT>TTT p.S1097F

Pat_40 Pre-Treatment HNF4G 3174 37 8 76470899 76470899 Missense_Mutation SNP G A 39 342 c.739G>A c.(739-741)GAT>AAT p.D247N

Pat_40 Pre-Treatment C8orf47 203111 37 8 99102024 99102024 Missense_Mutation SNP G A 7 60 c.779G>A c.(778-780)AGA>AAA p.R260K

Pat_40 Pre-Treatment STK3 6788 37 8 99718703 99718703 Missense_Mutation SNP G A 31 24 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_40 Pre-Treatment RIMS2 9699 37 8 104987692 104987692 Missense_Mutation SNP G A 12 98 c.2219G>A c.(2218-2220)GGA>GAA p.G740E

Pat_40 Pre-Treatment RIMS2 9699 37 8 105263859 105263859 Missense_Mutation SNP G A 133 131 c.3915G>A c.(3913-3915)ATG>ATA p.M1305I

Pat_40 Pre-Treatment FAM83H 286077 37 8 144808878 144808878 Missense_Mutation SNP G A 3 7 c.2753C>T c.(2752-2754)CCC>CTC p.P918L

Pat_40 Pre-Treatment OPLAH 26873 37 8 145113548 145113548 Missense_Mutation SNP C G 7 18 c.634G>C c.(634-636)GGC>CGC p.G212R

Pat_40 Pre-Treatment GPT 2875 37 8 145730651 145730651 Missense_Mutation SNP C T 3 5 c.518C>T c.(517-519)GCC>GTC p.A173V

Pat_40 Pre-Treatment PTPRD 5789 37 9 8636785 8636785 Missense_Mutation SNP A T 45 41 c.124T>A c.(124-126)TCT>ACT p.S42T

Pat_40 Pre-Treatment MPDZ 8777 37 9 13217180 13217180 Missense_Mutation SNP C A 13 10 c.1200G>T c.(1198-1200)TTG>TTT p.L400F

Pat_40 Pre-Treatment C9orf23 138716 37 9 34611158 34611158 Missense_Mutation SNP G A 4 93 c.136C>T c.(136-138)CGG>TGG p.R46W

Pat_40 Pre-Treatment SHB 6461 37 9 38016038 38016038 Missense_Mutation SNP C T 36 81 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_40 Pre-Treatment LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 6 69 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_40 Pre-Treatment IARS 3376 37 9 95025293 95025293 Missense_Mutation SNP G A 4 53 c.1745C>T c.(1744-1746)CCG>CTG p.P582L

Pat_40 Pre-Treatment WNK2 65268 37 9 96054935 96054935 Missense_Mutation SNP C T 2 2 c.5299C>T c.(5299-5301)CGG>TGG p.R1767W

Pat_40 Pre-Treatment C9orf156 51531 37 9 100672706 100672706 Missense_Mutation SNP C T 3 46 c.602G>A c.(601-603)CGA>CAA p.R201Q

Pat_40 Pre-Treatment STX17 55014 37 9 102730759 102730759 Missense_Mutation SNP T C 4 71 c.713T>C c.(712-714)CTC>CCC p.L238P

Pat_40 Pre-Treatment OR1N1 138883 37 9 125288794 125288794 Missense_Mutation SNP G A 15 36 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_40 Pre-Treatment SLC2A8 29988 37 9 130167241 130167241 Missense_Mutation SNP C T 15 57 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_40 Pre-Treatment C9orf78 51759 37 9 132594217 132594217 Missense_Mutation SNP G A 28 102 c.302C>T c.(301-303)TCG>TTG p.S101L



Pat_40 Pre-Treatment FIBCD1 84929 37 9 133780759 133780759 Missense_Mutation SNP C T 3 24 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_40 Pre-Treatment RAPGEF1 2889 37 9 134514084 134514084 Missense_Mutation SNP C T 27 87 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_40 Pre-Treatment COL5A1 1289 37 9 137582859 137582859 Missense_Mutation SNP C T 16 40 c.211C>T c.(211-213)CCG>TCG p.P71S

Pat_40 Pre-Treatment SEC16A 9919 37 9 139370230 139370230 Missense_Mutation SNP G A 2 1 c.1838C>T c.(1837-1839)CCG>CTG p.P613L

Pat_40 Pre-Treatment C9orf172 389813 37 9 139740194 139740194 Missense_Mutation SNP G A 2 1 c.1328G>A c.(1327-1329)CGC>CAC p.R443H

Pat_40 Pre-Treatment FBXW5 54461 37 9 139836762 139836762 Missense_Mutation SNP G A 2 3 c.832C>T c.(832-834)CGC>TGC p.R278C

Pat_40 Pre-Treatment TPRN 286262 37 9 140087077 140087077 Missense_Mutation SNP C T 9 15 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_40 Pre-Treatment TUBB2C 10383 37 9 140137584 140137585 Missense_Mutation DNP CC TT 17 61 c.914_915CC>TT c.(913-915)CCC>CTT p.P305L

Pat_40 Pre-Treatment NLGN4X 57502 37 X 5810998 5810998 Missense_Mutation SNP T A 35 160 c.2311A>T c.(2311-2313)ATC>TTC p.I771F

Pat_40 Pre-Treatment KAL1 3730 37 X 8553380 8553380 Nonsense_Mutation SNP G A 5 101 c.784C>T c.(784-786)CGA>TGA p.R262*

Pat_40 Pre-Treatment TLR7 51284 37 X 12903805 12903805 Missense_Mutation SNP C T 48 144 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_40 Pre-Treatment TCEANC 170082 37 X 13681166 13681166 Missense_Mutation SNP T C 55 207 c.539T>C c.(538-540)CTT>CCT p.L180P

Pat_40 Pre-Treatment KLHL15 80311 37 X 24024498 24024498 Missense_Mutation SNP G A 18 122 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_40 Pre-Treatment DCAF8L2 347442 37 X 27766412 27766412 Missense_Mutation SNP G A 7 14 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_40 Pre-Treatment MAGEB1 4112 37 X 30269469 30269469 Missense_Mutation SNP G A 20 95 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_40 Pre-Treatment DMD 1756 37 X 32361316 32361316 Missense_Mutation SNP A T 28 86 c.5674T>A c.(5674-5676)TGC>AGC p.C1892S

Pat_40 Pre-Treatment CXorf22 170063 37 X 35974281 35974281 Missense_Mutation SNP G A 17 43 c.1378G>A c.(1378-1380)GAA>AAA p.E460K

Pat_40 Pre-Treatment FAM47C 442444 37 X 37027156 37027156 Missense_Mutation SNP C G 4 50 c.673C>G c.(673-675)CAG>GAG p.Q225E

Pat_40 Pre-Treatment OTC 5009 37 X 38212016 38212016 Nonsense_Mutation SNP C T 23 72 c.67C>T c.(67-69)CGA>TGA p.R23*

Pat_40 Pre-Treatment MED14 9282 37 X 40518681 40518681 Missense_Mutation SNP C T 15 51 c.3863G>A c.(3862-3864)AGA>AAA p.R1288K

Pat_40 Pre-Treatment RBM10 8241 37 X 47045530 47045530 Missense_Mutation SNP C G 9 46 c.2497C>G c.(2497-2499)CCC>GCC p.P833A

Pat_40 Pre-Treatment HUWE1 10075 37 X 53619528 53619528 Nonsense_Mutation SNP G A 3 33 c.3802C>T c.(3802-3804)CGA>TGA p.R1268*

Pat_40 Pre-Treatment ITIH5L 347365 37 X 54823498 54823498 Missense_Mutation SNP G A 11 71 c.134C>T c.(133-135)ACG>ATG p.T45M

Pat_40 Pre-Treatment TRO 7216 37 X 54949440 54949440 Missense_Mutation SNP C T 16 43 c.475C>T c.(475-477)CAT>TAT p.H159Y

Pat_40 Pre-Treatment SPIN4 139886 37 X 62570220 62570220 Missense_Mutation SNP G A 19 182 c.479C>T c.(478-480)CCT>CTT p.P160L

Pat_40 Pre-Treatment PJA1 64219 37 X 68381748 68381748 Missense_Mutation SNP C T 12 95 c.1334G>A c.(1333-1335)CGA>CAA p.R445Q

Pat_40 Pre-Treatment FOXO4 4303 37 X 70321239 70321239 Missense_Mutation SNP G C 3 50 c.1159G>C c.(1159-1161)GAT>CAT p.D387H

Pat_40 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 119 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_40 Pre-Treatment ACRC 93953 37 X 70823950 70823950 Missense_Mutation SNP C T 7 145 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_40 Pre-Treatment ACRC 93953 37 X 70823960 70823961 Missense_Mutation DNP GC AG 6 160 c.833_834GC>AG c.(832-834)AGC>AAG p.S278K

Pat_40 Pre-Treatment ABCB7 22 37 X 74273345 74273345 Missense_Mutation SNP T C 10 20 c.2119A>G c.(2119-2121)ACA>GCA p.T707A

Pat_40 Pre-Treatment MAGEE1 57692 37 X 75648828 75648828 Missense_Mutation SNP G A 4 53 c.505G>A c.(505-507)GGT>AGT p.G169S

Pat_40 Pre-Treatment ATRX 546 37 X 76907828 76907828 Missense_Mutation SNP C T 3 26 c.4333G>A c.(4333-4335)GAA>AAA p.E1445K

Pat_40 Pre-Treatment DACH2 117154 37 X 85403846 85403846 Missense_Mutation SNP C A 18 94 c.222C>A c.(220-222)CAC>CAA p.H74Q

Pat_40 Pre-Treatment RAB40A 142684 37 X 102754855 102754855 Missense_Mutation SNP G A 10 60 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_40 Pre-Treatment NRK 203447 37 X 105152811 105152811 Missense_Mutation SNP G A 10 48 c.1178G>A c.(1177-1179)AGG>AAG p.R393K

Pat_40 Pre-Treatment COL4A5 1287 37 X 107865120 107865120 Missense_Mutation SNP A T 18 22 c.2765A>T c.(2764-2766)AAA>ATA p.K922I

Pat_40 Pre-Treatment SLC6A14 11254 37 X 115588809 115588809 Missense_Mutation SNP G A 47 210 c.1649G>A c.(1648-1650)AGA>AAA p.R550K

Pat_40 Pre-Treatment KIAA1210 57481 37 X 118223262 118223262 Missense_Mutation SNP G A 3 30 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_40 Pre-Treatment KIAA1210 57481 37 X 118227657 118227657 Missense_Mutation SNP C T 10 68 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_40 Pre-Treatment THOC2 57187 37 X 122774460 122774460 Missense_Mutation SNP C T 31 149 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_40 Pre-Treatment ODZ1 10178 37 X 123514532 123514532 Missense_Mutation SNP C T 114 210 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_40 Pre-Treatment USP26 83844 37 X 132159788 132159788 Missense_Mutation SNP C A 9 131 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_40 Pre-Treatment USP26 83844 37 X 132159790 132159790 Missense_Mutation SNP C A 9 123 c.2459G>T c.(2458-2460)GGA>GTA p.G820V

Pat_40 Pre-Treatment GPR112 139378 37 X 135430610 135430610 Missense_Mutation SNP C T 34 181 c.4745C>T c.(4744-4746)TCC>TTC p.S1582F

Pat_40 Pre-Treatment ATP11C 286410 37 X 138870439 138870439 Missense_Mutation SNP C T 19 107 c.1441G>A c.(1441-1443)GAT>AAT p.D481N

Pat_40 Pre-Treatment SPANXN2 494119 37 X 142795287 142795287 Missense_Mutation SNP A G 15 164 c.391T>C c.(391-393)TCT>CCT p.S131P



Pat_40 Pre-Treatment SPANXN2 494119 37 X 142795326 142795326 Missense_Mutation SNP A C 8 152 c.352T>G c.(352-354)TCT>GCT p.S118A

Pat_40 Pre-Treatment SPANXN1 494118 37 X 144337239 144337239 Nonsense_Mutation SNP A T 24 50 c.124A>T c.(124-126)AAG>TAG p.K42*

Pat_40 Pre-Treatment MAGEA12 4111 37 X 151900242 151900242 Missense_Mutation SNP C T 38 132 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_40 Pre-Treatment MPP1 4354 37 X 154011765 154011765 Missense_Mutation SNP G A 6 32 c.883C>T c.(883-885)CGC>TGC p.R295C

Pat_40 Pre-Treatment RAB39B 116442 37 X 154490329 154490329 Missense_Mutation SNP G T 25 104 c.401C>A c.(400-402)ACT>AAT p.T134N

Pat_40 Post-Resistance ARHGEF16 27237 37 1 3394445 3394445 Missense_Mutation SNP C G 3 98 c.1480C>G c.(1480-1482)CCA>GCA p.P494A

Pat_40 Post-Resistance CAMTA1 23261 37 1 7721851 7721851 Missense_Mutation SNP G A 3 44 c.730G>A c.(730-732)GTG>ATG p.V244M

Pat_40 Post-Resistance ERRFI1 54206 37 1 8073629 8073629 Missense_Mutation SNP C T 324 181 c.1030G>A c.(1030-1032)GGG>AGG p.G344R

Pat_40 Post-Resistance DFFA 1676 37 1 10532476 10532476 Missense_Mutation SNP C T 51 135 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_40 Post-Resistance C1orf130 400746 37 1 24932116 24932116 Missense_Mutation SNP G A 22 68 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_40 Post-Resistance CATSPER4 378807 37 1 26517249 26517249 Missense_Mutation SNP C T 6 33 c.131C>T c.(130-132)CCC>CTC p.P44L

Pat_40 Post-Resistance AHDC1 27245 37 1 27876118 27876118 Missense_Mutation SNP T G 26 77 c.2509A>C c.(2509-2511)ACC>CCC p.T837P

Pat_40 Post-Resistance PHC2 1912 37 1 33820513 33820513 Missense_Mutation SNP C T 4 95 c.1318G>A c.(1318-1320)GTG>ATG p.V440M

Pat_40 Post-Resistance COL8A2 1296 37 1 36563643 36563643 Missense_Mutation SNP G A 3 12 c.1639C>T c.(1639-1641)CCC>TCC p.P547S

Pat_40 Post-Resistance POU3F1 5453 37 1 38511393 38511393 Missense_Mutation SNP C G 4 17 c.1023G>C c.(1021-1023)AAG>AAC p.K341N

Pat_40 Post-Resistance MACF1 23499 37 1 39913514 39913514 Nonsense_Mutation SNP C T 28 163 c.15241C>T c.(15241-15243)CAG>TAG p.Q5081*

Pat_40 Post-Resistance TIE1 7075 37 1 43773118 43773118 Missense_Mutation SNP G A 3 37 c.788G>A c.(787-789)CGT>CAT p.R263H

Pat_40 Post-Resistance TM2D1 83941 37 1 62175095 62175095 Missense_Mutation SNP C T 33 96 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_40 Post-Resistance IL23R 149233 37 1 67635270 67635270 Missense_Mutation SNP C T 124 117 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_40 Post-Resistance LRRIQ3 127255 37 1 74540468 74540468 Missense_Mutation SNP A T 29 59 c.874T>A c.(874-876)TAT>AAT p.Y292N

Pat_40 Post-Resistance LHX8 431707 37 1 75626530 75626530 Nonsense_Mutation SNP C T 249 187 c.1021C>T c.(1021-1023)CAG>TAG p.Q341*

Pat_40 Post-Resistance MSH4 4438 37 1 76355016 76355016 Missense_Mutation SNP G A 105 69 c.2188G>A c.(2188-2190)GAA>AAA p.E730K

Pat_40 Post-Resistance LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 39 87 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_40 Post-Resistance HIAT1 64645 37 1 100534099 100534099 Missense_Mutation SNP C T 145 109 c.776C>T c.(775-777)CCG>CTG p.P259L

Pat_40 Post-Resistance COL11A1 1301 37 1 103488381 103488381 Missense_Mutation SNP C T 20 71 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_40 Post-Resistance GSTM5 2949 37 1 110255773 110255773 Missense_Mutation SNP G A 11 83 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_40 Post-Resistance AMPD1 270 37 1 115229401 115229401 Nonsense_Mutation SNP G A 49 106 c.346C>T c.(346-348)CAG>TAG p.Q116*

Pat_40 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 69 438 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_40 Post-Resistance HAO2 51179 37 1 119925542 119925542 Missense_Mutation SNP C T 37 101 c.136C>T c.(136-138)CGC>TGC p.R46C

Pat_40 Post-Resistance NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 7 384 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_40 Post-Resistance ANKRD34A 284615 37 1 145474041 145474041 Missense_Mutation SNP C T 85 302 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_40 Post-Resistance NBPF16 728936 37 1 148753298 148753298 Missense_Mutation SNP T C 11 302 c.1315T>C c.(1315-1317)TCA>CCA p.S439P

Pat_40 Post-Resistance NBPF16 728936 37 1 148753317 148753317 Missense_Mutation SNP C T 9 409 c.1334C>T c.(1333-1335)TCG>TTG p.S445L

Pat_40 Post-Resistance TCHH 7062 37 1 152084702 152084702 Missense_Mutation SNP G C 3 91 c.991C>G c.(991-993)CAG>GAG p.Q331E

Pat_40 Post-Resistance HRNR 388697 37 1 152192447 152192447 Missense_Mutation SNP C T 51 255 c.1658G>A c.(1657-1659)AGG>AAG p.R553K

Pat_40 Post-Resistance FLG 2312 37 1 152284699 152284699 Missense_Mutation SNP C T 257 97 c.2663G>A c.(2662-2664)GGA>GAA p.G888E

Pat_40 Post-Resistance S100A8 6279 37 1 153363002 153363002 Missense_Mutation SNP C T 330 131 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_40 Post-Resistance S100A16 140576 37 1 153580138 153580138 Missense_Mutation SNP G A 4 139 c.184C>T c.(184-186)CTC>TTC p.L62F

Pat_40 Post-Resistance NPR1 4881 37 1 153656215 153656215 Splice_Site SNP G A 49 71 c.1400_splice c.e7-1 p.D467_splice

Pat_40 Post-Resistance F5 2153 37 1 169510220 169510220 Missense_Mutation SNP G A 12 598 c.4108C>T c.(4108-4110)CTC>TTC p.L1370F

Pat_40 Post-Resistance F5 2153 37 1 169510259 169510259 Missense_Mutation SNP G T 10 616 c.4069C>A c.(4069-4071)CTT>ATT p.L1357I

Pat_40 Post-Resistance PRRX1 5396 37 1 170633409 170633409 Missense_Mutation SNP G A 4 59 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_40 Post-Resistance FMO3 2328 37 1 171083391 171083391 Missense_Mutation SNP C T 37 119 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_40 Post-Resistance TNR 7143 37 1 175363013 175363014 Missense_Mutation DNP CC TT 60 157 c.1258_1259GG>AAc.(1258-1260)GGG>AAG p.G420K

Pat_40 Post-Resistance FAM20B 9917 37 1 179041241 179041241 Missense_Mutation SNP G A 3 80 c.1192G>A c.(1192-1194)GTA>ATA p.V398I

Pat_40 Post-Resistance CEP350 9857 37 1 180053225 180053225 Missense_Mutation SNP C T 38 10 c.6197C>T c.(6196-6198)TCA>TTA p.S2066L

Pat_40 Post-Resistance QSOX1 5768 37 1 180165636 180165636 Nonsense_Mutation SNP G T 14 91 c.1708G>T c.(1708-1710)GAG>TAG p.E570*



Pat_40 Post-Resistance CACNA1E 777 37 1 181745324 181745324 Missense_Mutation SNP G A 56 227 c.5227G>A c.(5227-5229)GAG>AAG p.E1743K

Pat_40 Post-Resistance CFHR1 3078 37 1 196801125 196801125 Missense_Mutation SNP G A 136 54 c.989G>A c.(988-990)AGA>AAA p.R330K

Pat_40 Post-Resistance CFHR5 81494 37 1 196964859 196964859 Missense_Mutation SNP C T 116 139 c.620C>T c.(619-621)TCA>TTA p.S207L

Pat_40 Post-Resistance CAMSAP1L1 23271 37 1 200817686 200817686 Missense_Mutation SNP G A 64 137 c.1822G>A c.(1822-1824)GGT>AGT p.G608S

Pat_40 Post-Resistance PPP1R12B 4660 37 1 202531971 202531971 Missense_Mutation SNP C A 108 424 c.2573C>A c.(2572-2574)GCC>GAC p.A858D

Pat_40 Post-Resistance ADIPOR1 51094 37 1 202910727 202910727 Missense_Mutation SNP C T 40 156 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_40 Post-Resistance PLXNA2 5362 37 1 208252741 208252741 Missense_Mutation SNP G A 5 26 c.2450C>T c.(2449-2451)GCC>GTC p.A817V

Pat_40 Post-Resistance LAMB3 3914 37 1 209805978 209805978 Missense_Mutation SNP G A 44 26 c.772C>T c.(772-774)CGC>TGC p.R258C

Pat_40 Post-Resistance CAPN2 824 37 1 223959916 223959916 Missense_Mutation SNP G A 43 161 c.2054G>A c.(2053-2055)GGA>GAA p.G685E

Pat_40 Post-Resistance LEFTY2 7044 37 1 226125308 226125308 Missense_Mutation SNP C T 35 14 c.934G>A c.(934-936)GGG>AGG p.G312R

Pat_40 Post-Resistance CDC42BPA 8476 37 1 227335101 227335101 Missense_Mutation SNP C T 117 344 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_40 Post-Resistance GPR137B 7107 37 1 236306031 236306031 Missense_Mutation SNP G A 3 65 c.109G>A c.(109-111)GTG>ATG p.V37M

Pat_40 Post-Resistance SDCCAG8 10806 37 1 243493952 243493952 Missense_Mutation SNP G A 20 134 c.1179G>A c.(1177-1179)ATG>ATA p.M393I

Pat_40 Post-Resistance SDCCAG8 10806 37 1 243652386 243652386 Nonsense_Mutation SNP C T 3 33 c.2056C>T c.(2056-2058)CAG>TAG p.Q686*

Pat_40 Post-Resistance AKT3 10000 37 1 243736269 243736270 Missense_Mutation DNP CC TT 16 259 c.777_778GG>AAc.(775-780)TTGGAC>TTAAAC p.D260N

Pat_40 Post-Resistance OR2M5 127059 37 1 248308997 248308997 Missense_Mutation SNP C T 128 574 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Post-Resistance OR2M7 391196 37 1 248487323 248487323 Missense_Mutation SNP G A 210 94 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Post-Resistance DIP2C 22982 37 10 460041 460041 Missense_Mutation SNP G A 4 87 c.869C>T c.(868-870)CCG>CTG p.P290L

Pat_40 Post-Resistance BMI1 648 37 10 22618172 22618172 Nonsense_Mutation SNP C T 25 31 c.682C>T c.(682-684)CGA>TGA p.R228*

Pat_40 Post-Resistance KIAA1217 56243 37 10 24762649 24762649 Missense_Mutation SNP G A 4 98 c.1339G>A c.(1339-1341)GAA>AAA p.E447K

Pat_40 Post-Resistance EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 123 21 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_40 Post-Resistance ANKRD30A 91074 37 10 37430910 37430910 Missense_Mutation SNP C T 5 94 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_40 Post-Resistance ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 9 111 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_40 Post-Resistance RBP3 5949 37 10 48390358 48390358 Missense_Mutation SNP C T 13 8 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_40 Post-Resistance A1CF 29974 37 10 52573720 52573720 Missense_Mutation SNP C T 109 31 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_40 Post-Resistance PCDH15 65217 37 10 55581646 55581646 Missense_Mutation SNP T G 80 98 c.5840A>C c.(5839-5841)CAA>CCA p.Q1947P

Pat_40 Post-Resistance ANK3 288 37 10 61834299 61834299 Missense_Mutation SNP C T 18 27 c.6340G>A c.(6340-6342)GAC>AAC p.D2114N

Pat_40 Post-Resistance SFTPA2 729238 37 10 81318720 81318720 Missense_Mutation SNP T G 90 16 c.214A>C c.(214-216)AAT>CAT p.N72H

Pat_40 Post-Resistance OPN4 94233 37 10 88417853 88417853 Missense_Mutation SNP A G 19 2 c.355A>G c.(355-357)ATG>GTG p.M119V

Pat_40 Post-Resistance KIF20B 9585 37 10 91522528 91522528 Missense_Mutation SNP G A 4 101 c.4925G>A c.(4924-4926)TGT>TAT p.C1642Y

Pat_40 Post-Resistance MYOF 26509 37 10 95159169 95159169 Missense_Mutation SNP C T 12 31 c.1201G>A c.(1201-1203)GTT>ATT p.V401I

Pat_40 Post-Resistance CYP2C19 1557 37 10 96540336 96540336 Missense_Mutation SNP G A 80 111 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_40 Post-Resistance HPSE2 60495 37 10 100249833 100249833 Missense_Mutation SNP A G 103 125 c.1441T>C c.(1441-1443)TAT>CAT p.Y481H

Pat_40 Post-Resistance CALHM2 51063 37 10 105209250 105209250 Nonsense_Mutation SNP G T 4 49 c.449C>A c.(448-450)TCA>TAA p.S150*

Pat_40 Post-Resistance ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 93 68 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_40 Post-Resistance WDR11 55717 37 10 122646253 122646253 Missense_Mutation SNP C T 4 64 c.2026C>T c.(2026-2028)CGG>TGG p.R676W

Pat_40 Post-Resistance FGFR2 2263 37 10 123245021 123245021 Missense_Mutation SNP C T 41 10 c.2083G>A c.(2083-2085)GAG>AAG p.E695K

Pat_40 Post-Resistance DMBT1 1755 37 10 124392709 124392709 Missense_Mutation SNP G A 104 21 c.6013G>A c.(6013-6015)GAT>AAT p.D2005N

Pat_40 Post-Resistance DOCK1 1793 37 10 129172323 129172323 Missense_Mutation SNP C T 8 13 c.3457C>T c.(3457-3459)CTT>TTT p.L1153F

Pat_40 Post-Resistance KNDC1 85442 37 10 135010625 135010625 Missense_Mutation SNP G A 3 33 c.1798G>A c.(1798-1800)GCT>ACT p.A600T

Pat_40 Post-Resistance CYP2E1 1571 37 10 135351354 135351354 Missense_Mutation SNP G A 17 113 c.1255G>A c.(1255-1257)GGA>AGA p.G419R

Pat_40 Post-Resistance CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 123 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_40 Post-Resistance MUC2 4583 37 11 1095290 1095290 Missense_Mutation SNP C T 3 57 c.13196C>T c.(13195-13197)ACG>ATG p.T4399M

Pat_40 Post-Resistance OR51G1 79324 37 11 4945065 4945065 Nonsense_Mutation SNP G A 26 43 c.505C>T c.(505-507)CAA>TAA p.Q169*

Pat_40 Post-Resistance OR52A5 390054 37 11 5153391 5153391 Missense_Mutation SNP G A 77 147 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Post-Resistance OR51B4 79339 37 11 5322536 5322536 Missense_Mutation SNP G A 24 44 c.641C>T c.(640-642)TCT>TTT p.S214F

Pat_40 Post-Resistance OR51B2 79345 37 11 5345505 5345505 Missense_Mutation SNP G A 20 23 c.23C>T c.(22-24)GCC>GTC p.A8V



Pat_40 Post-Resistance OR56B1 387748 37 11 5758164 5758164 Missense_Mutation SNP C T 45 79 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_40 Post-Resistance OR56B1 387748 37 11 5758588 5758588 Missense_Mutation SNP C T 350 372 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_40 Post-Resistance SWAP70 23075 37 11 9749608 9749608 Missense_Mutation SNP G A 23 68 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_40 Post-Resistance PLEKHA7 144100 37 11 16838766 16838767 Missense_Mutation DNP CC TT 78 64 c.1446_1447GG>AAc.(1444-1449)GGGGGC>GGAAGCp.G483S

Pat_40 Post-Resistance ABCC8 6833 37 11 17419984 17419984 Missense_Mutation SNP C T 15 12 c.3655G>A c.(3655-3657)GAG>AAG p.E1219K

Pat_40 Post-Resistance MRGPRX2 117194 37 11 19077222 19077222 Nonsense_Mutation SNP C T 21 60 c.728G>A c.(727-729)TGG>TAG p.W243*

Pat_40 Post-Resistance RCN1 5954 37 11 32124946 32124946 Missense_Mutation SNP C T 42 80 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_40 Post-Resistance PTPRJ 5795 37 11 48134314 48134314 Missense_Mutation SNP C T 205 119 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_40 Post-Resistance OR4C11 219429 37 11 55371068 55371068 Missense_Mutation SNP G A 11 151 c.782C>T c.(781-783)ACC>ATC p.T261I

Pat_40 Post-Resistance OR4C6 219432 37 11 55433089 55433090 Missense_Mutation DNP GG AA 40 119 c.447_448GG>AAc.(445-450)GGGGGA>GGAAGAp.G150R

Pat_40 Post-Resistance OR5D13 390142 37 11 55541362 55541362 Missense_Mutation SNP C T 81 215 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_40 Post-Resistance OR5I1 10798 37 11 55703012 55703012 Missense_Mutation SNP G A 87 64 c.865C>T c.(865-867)CCG>TCG p.P289S

Pat_40 Post-Resistance OR5M3 219482 37 11 56237733 56237733 Missense_Mutation SNP C T 44 117 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_40 Post-Resistance FAM111B 374393 37 11 58892997 58892997 Missense_Mutation SNP C T 138 441 c.1427C>T c.(1426-1428)ACT>ATT p.T476I

Pat_40 Post-Resistance GPR44 11251 37 11 60620688 60620688 Missense_Mutation SNP G A 9 40 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_40 Post-Resistance RTN3 10313 37 11 63486769 63486769 Nonsense_Mutation SNP T A 56 28 c.795T>A c.(793-795)TAT>TAA p.Y265*

Pat_40 Post-Resistance C11orf20 25858 37 11 64070987 64070987 Missense_Mutation SNP C T 4 47 c.386C>T c.(385-387)GCG>GTG p.A129V

Pat_40 Post-Resistance CCDC88B 283234 37 11 64118984 64118984 Missense_Mutation SNP G A 2 4 c.2995G>A c.(2995-2997)GGG>AGG p.G999R

Pat_40 Post-Resistance CDC42BPG 55561 37 11 64602851 64602851 Missense_Mutation SNP C T 84 225 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_40 Post-Resistance LRP5 4041 37 11 68171002 68171002 Missense_Mutation SNP C T 16 86 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_40 Post-Resistance USP35 57558 37 11 77921528 77921528 Missense_Mutation SNP C T 52 124 c.2627C>T c.(2626-2628)GCT>GTT p.A876V

Pat_40 Post-Resistance PCF11 51585 37 11 82876987 82876987 Missense_Mutation SNP G A 11 12 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_40 Post-Resistance TYR 7299 37 11 88924454 88924454 Missense_Mutation SNP G A 181 26 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Post-Resistance GUCY1A2 2977 37 11 106810823 106810823 Missense_Mutation SNP C T 6 134 c.569G>A c.(568-570)CGA>CAA p.R190Q

Pat_40 Post-Resistance C11orf92 399948 37 11 111167004 111167004 Missense_Mutation SNP T A 18 59 c.200A>T c.(199-201)AAG>ATG p.K67M

Pat_40 Post-Resistance USP28 57646 37 11 113704150 113704150 Nonsense_Mutation SNP C A 149 25 c.751G>T c.(751-753)GAA>TAA p.E251*

Pat_40 Post-Resistance PAFAH1B2 5049 37 11 117038252 117038252 Missense_Mutation SNP A G 26 54 c.527A>G c.(526-528)GAC>GGC p.D176G

Pat_40 Post-Resistance PAFAH1B2 5049 37 11 117038293 117038293 Missense_Mutation SNP G A 4 86 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_40 Post-Resistance TECTA 7007 37 11 120989347 120989347 Missense_Mutation SNP G A 4 82 c.1123G>A c.(1123-1125)GTC>ATC p.V375I

Pat_40 Post-Resistance ARHGAP32 9743 37 11 128963533 128963533 Missense_Mutation SNP C T 3 75 c.472G>A c.(472-474)GTG>ATG p.V158M

Pat_40 Post-Resistance KDM5A 5927 37 12 432896 432896 Missense_Mutation SNP G A 12 275 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_40 Post-Resistance B4GALNT3 283358 37 12 662410 662410 Missense_Mutation SNP G A 34 150 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_40 Post-Resistance CACNA1C 775 37 12 2797838 2797838 Missense_Mutation SNP G A 9 46 c.6259G>A c.(6259-6261)GGC>AGC p.G2087S

Pat_40 Post-Resistance CD9 928 37 12 6344459 6344459 Missense_Mutation SNP C T 30 192 c.413C>T c.(412-414)CCC>CTC p.P138L

Pat_40 Post-Resistance PLEKHG6 55200 37 12 6421516 6421517 Missense_Mutation DNP GG AA 30 126 c.124_125GG>AA c.(124-126)GGA>AAA p.G42K

Pat_40 Post-Resistance SCNN1A 6337 37 12 6472790 6472790 Missense_Mutation SNP G A 4 10 c.503C>T c.(502-504)ACC>ATC p.T168I

Pat_40 Post-Resistance VAMP1 6843 37 12 6575488 6575488 Missense_Mutation SNP C T 25 90 c.32G>A c.(31-33)GGG>GAG p.G11E

Pat_40 Post-Resistance PRB3 5544 37 12 11420548 11420548 Missense_Mutation SNP C T 49 187 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_40 Post-Resistance PRB1 5542 37 12 11506835 11506835 Missense_Mutation SNP G A 6 157 c.202C>T c.(202-204)CCT>TCT p.P68S

Pat_40 Post-Resistance SLCO1C1 53919 37 12 20864329 20864329 Nonsense_Mutation SNP T A 64 293 c.414T>A c.(412-414)TAT>TAA p.Y138*

Pat_40 Post-Resistance ABCC9 10060 37 12 22015914 22015914 Missense_Mutation SNP G A 28 97 c.2312C>T c.(2311-2313)ACT>ATT p.T771I

Pat_40 Post-Resistance ADAMTS20 80070 37 12 43846171 43846171 Missense_Mutation SNP C T 79 127 c.1985G>A c.(1984-1986)GGA>GAA p.G662E

Pat_40 Post-Resistance ARID2 196528 37 12 46246081 46246081 Missense_Mutation SNP C T 25 100 c.4175C>T c.(4174-4176)CCA>CTA p.P1392L

Pat_40 Post-Resistance MLL2 8085 37 12 49431867 49431867 Missense_Mutation SNP G T 3 33 c.9272C>A c.(9271-9273)CCA>CAA p.P3091Q

Pat_40 Post-Resistance PRPH 5630 37 12 49691287 49691287 Missense_Mutation SNP C T 5 92 c.1144C>T c.(1144-1146)CTC>TTC p.L382F

Pat_40 Post-Resistance KCNH3 23416 37 12 49951191 49951191 Missense_Mutation SNP C T 4 38 c.2707C>T c.(2707-2709)CGC>TGC p.R903C

Pat_40 Post-Resistance KRT6B 3854 37 12 52841560 52841560 Splice_Site SNP A T 53 185 c.1424_splice c.e7+1 p.R475_splice



Pat_40 Post-Resistance KRT6C 286887 37 12 52863452 52863452 Splice_Site SNP A T 69 282 c.1424_splice c.e7+1 p.R475_splice

Pat_40 Post-Resistance ITGB7 3695 37 12 53588070 53588070 Missense_Mutation SNP G A 28 167 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_40 Post-Resistance HOXC10 3226 37 12 54379286 54379286 Missense_Mutation SNP C A 31 143 c.243C>A c.(241-243)GAC>GAA p.D81E

Pat_40 Post-Resistance ITGA5 3678 37 12 54802681 54802681 Missense_Mutation SNP G A 50 87 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_40 Post-Resistance OR10A7 121364 37 12 55615268 55615268 Missense_Mutation SNP C T 15 107 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_40 Post-Resistance OR6C2 341416 37 12 55846809 55846809 Missense_Mutation SNP G A 55 80 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_40 Post-Resistance ATP5B 506 37 12 57037341 57037341 Missense_Mutation SNP G A 44 160 c.638C>T c.(637-639)ACT>ATT p.T213I

Pat_40 Post-Resistance C12orf26 84190 37 12 82832521 82832521 Missense_Mutation SNP C T 68 210 c.1429C>T c.(1429-1431)CGT>TGT p.R477C

Pat_40 Post-Resistance GALNT4 8693 37 12 89917357 89917358 Missense_Mutation DNP GG AA 255 340 c.969_970CC>TTc.(967-972)TACCTT>TATTTT p.L324F

Pat_40 Post-Resistance STAB2 55576 37 12 104089415 104089415 Missense_Mutation SNP G A 75 147 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_40 Post-Resistance TXNRD1 7296 37 12 104645313 104645313 Missense_Mutation SNP C T 3 48 c.100C>T c.(100-102)CAT>TAT p.H34Y

Pat_40 Post-Resistance APPL2 55198 37 12 105610863 105610863 Missense_Mutation SNP G A 30 79 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_40 Post-Resistance ALKBH2 121642 37 12 109527981 109527981 Missense_Mutation SNP C G 19 97 c.312G>C c.(310-312)AAG>AAC p.K104N

Pat_40 Post-Resistance RPH3A 22895 37 12 113307833 113307833 Missense_Mutation SNP G A 23 21 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_40 Post-Resistance MED13L 23389 37 12 116435017 116435017 Missense_Mutation SNP C T 28 104 c.2588G>A c.(2587-2589)AGG>AAG p.R863K

Pat_40 Post-Resistance KSR2 283455 37 12 118016990 118016990 Nonsense_Mutation SNP C T 15 51 c.1172G>A c.(1171-1173)TGG>TAG p.W391*

Pat_40 Post-Resistance KDM2B 84678 37 12 121947645 121947645 Missense_Mutation SNP C T 3 83 c.1372G>A c.(1372-1374)GGG>AGG p.G458R

Pat_40 Post-Resistance RSRC2 65117 37 12 123003404 123003404 Missense_Mutation SNP C T 125 633 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_40 Post-Resistance DNAH10 196385 37 12 124288369 124288369 Missense_Mutation SNP C T 17 124 c.2422C>T c.(2422-2424)CCA>TCA p.P808S

Pat_40 Post-Resistance ZNF664 144348 37 12 124497079 124497079 Missense_Mutation SNP C A 33 291 c.388C>A c.(388-390)CTT>ATT p.L130I

Pat_40 Post-Resistance FZD10 11211 37 12 130648985 130648985 Missense_Mutation SNP G A 8 28 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_40 Post-Resistance RIMBP2 23504 37 12 130919401 130919401 Missense_Mutation SNP C T 15 29 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_40 Post-Resistance ULK1 8408 37 12 132393324 132393324 Missense_Mutation SNP G A 4 80 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_40 Post-Resistance SACS 26278 37 13 23904499 23904499 Missense_Mutation SNP C T 81 143 c.13516G>A c.(13516-13518)GCT>ACT p.A4506T

Pat_40 Post-Resistance FLT3 2322 37 13 28608541 28608541 Missense_Mutation SNP G A 32 51 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_40 Post-Resistance ALOX5AP 241 37 13 31309800 31309800 Missense_Mutation SNP G A 3 60 c.58G>A c.(58-60)GTG>ATG p.V20M

Pat_40 Post-Resistance TRPC4 7223 37 13 38225576 38225576 Nonsense_Mutation SNP C T 50 80 c.1905G>A c.(1903-1905)TGG>TGA p.W635*

Pat_40 Post-Resistance FREM2 341640 37 13 39420787 39420787 Missense_Mutation SNP A G 89 125 c.6097A>G c.(6097-6099)ACG>GCG p.T2033A

Pat_40 Post-Resistance ELF1 1997 37 13 41515089 41515089 Missense_Mutation SNP A C 42 89 c.1224T>G c.(1222-1224)GAT>GAG p.D408E

Pat_40 Post-Resistance LOC220429 220429 37 13 50466086 50466086 Missense_Mutation SNP T A 10 14 c.1360T>A c.(1360-1362)TAC>AAC p.Y454N

Pat_40 Post-Resistance OLFM4 10562 37 13 53603032 53603032 Missense_Mutation SNP G A 55 84 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_40 Post-Resistance DCT 1638 37 13 95131305 95131305 Missense_Mutation SNP T C 112 62 c.205A>G c.(205-207)AGG>GGG p.R69G

Pat_40 Post-Resistance DZIP1 22873 37 13 96241429 96241429 Missense_Mutation SNP G A 57 49 c.2006C>T c.(2005-2007)CCC>CTC p.P669L

Pat_40 Post-Resistance SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 45 113 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_40 Post-Resistance EFNB2 1948 37 13 107145708 107145708 Missense_Mutation SNP A G 53 116 c.682T>C c.(682-684)TTT>CTT p.F228L

Pat_40 Post-Resistance TNFSF13B 10673 37 13 108922751 108922751 Missense_Mutation SNP G A 4 168 c.403G>A c.(403-405)GTT>ATT p.V135I

Pat_40 Post-Resistance OR4L1 122742 37 14 20528889 20528889 Missense_Mutation SNP C T 90 117 c.686C>T c.(685-687)TCA>TTA p.S229L

Pat_40 Post-Resistance METTL3 56339 37 14 21969242 21969242 Missense_Mutation SNP G A 42 108 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_40 Post-Resistance MYH6 4624 37 14 23863057 23863057 Nonsense_Mutation SNP G A 19 78 c.2746C>T c.(2746-2748)CAG>TAG p.Q916*

Pat_40 Post-Resistance RALGAPA1 253959 37 14 36207819 36207819 Missense_Mutation SNP G A 141 126 c.1487C>T c.(1486-1488)TCC>TTC p.S496F

Pat_40 Post-Resistance NID2 22795 37 14 52520862 52520862 Missense_Mutation SNP C G 24 53 c.945G>C c.(943-945)TTG>TTC p.L315F

Pat_40 Post-Resistance OTX2 5015 37 14 57272108 57272108 Missense_Mutation SNP C T 27 85 c.67G>A c.(67-69)GAC>AAC p.D23N

Pat_40 Post-Resistance GPR135 64582 37 14 59930927 59930927 Missense_Mutation SNP C T 3 32 c.1018G>A c.(1018-1020)GTC>ATC p.V340I

Pat_40 Post-Resistance SIPA1L1 26037 37 14 72128160 72128160 Missense_Mutation SNP C T 19 155 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_40 Post-Resistance RBM25 58517 37 14 73570138 73570138 Missense_Mutation SNP G A 17 47 c.1106G>A c.(1105-1107)CGG>CAG p.R369Q

Pat_40 Post-Resistance C14orf115 55237 37 14 74825074 74825074 Missense_Mutation SNP C T 78 85 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_40 Post-Resistance KCNK13 56659 37 14 90651187 90651187 Missense_Mutation SNP A C 6 80 c.1067A>C c.(1066-1068)AAC>ACC p.N356T



Pat_40 Post-Resistance RPS6KA5 9252 37 14 91409424 91409424 Missense_Mutation SNP C T 54 152 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_40 Post-Resistance CCDC88C 440193 37 14 91780280 91780281 Missense_Mutation DNP CC TT 4 47 c.1879_1880GG>AAc.(1879-1881)GGG>AAG p.G627K

Pat_40 Post-Resistance BTBD7 55727 37 14 93712382 93712382 Missense_Mutation SNP C T 4 169 c.2372G>A c.(2371-2373)CGT>CAT p.R791H

Pat_40 Post-Resistance PPP2R5C 5527 37 14 102323122 102323122 Nonsense_Mutation SNP G A 38 343 c.194G>A c.(193-195)TGG>TAG p.W65*

Pat_40 Post-Resistance OR4M2 390538 37 15 22368697 22368697 Missense_Mutation SNP G A 204 311 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_40 Post-Resistance TJP1 7082 37 15 30008923 30008923 Missense_Mutation SNP C T 26 83 c.4094G>A c.(4093-4095)AGA>AAA p.R1365K

Pat_40 Post-Resistance RPUSD2 27079 37 15 40866150 40866150 Missense_Mutation SNP C T 34 170 c.1328C>T c.(1327-1329)ACG>ATG p.T443M

Pat_40 Post-Resistance NDUFAF1 51103 37 15 41687083 41687083 Missense_Mutation SNP C A 37 145 c.733G>T c.(733-735)GGG>TGG p.G245W

Pat_40 Post-Resistance MGA 23269 37 15 42035184 42035184 Missense_Mutation SNP C T 5 92 c.5026C>T c.(5026-5028)CCT>TCT p.P1676S

Pat_40 Post-Resistance TGM7 116179 37 15 43584182 43584182 Missense_Mutation SNP C T 24 78 c.553G>A c.(553-555)GGG>AGG p.G185R

Pat_40 Post-Resistance TP53BP1 7158 37 15 43748444 43748444 Missense_Mutation SNP C T 20 44 c.2347G>A c.(2347-2349)GAT>AAT p.D783N

Pat_40 Post-Resistance SLC28A2 9153 37 15 45554220 45554220 Missense_Mutation SNP C T 53 206 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_40 Post-Resistance NEDD4 4734 37 15 56155202 56155202 Missense_Mutation SNP G A 53 117 c.1840C>T c.(1840-1842)CCA>TCA p.P614S

Pat_40 Post-Resistance RFX7 64864 37 15 56395783 56395783 Missense_Mutation SNP C T 3 49 c.487G>A c.(487-489)GCA>ACA p.A163T

Pat_40 Post-Resistance ALDH1A2 8854 37 15 58284979 58284979 Missense_Mutation SNP C T 89 87 c.722G>A c.(721-723)GGA>GAA p.G241E

Pat_40 Post-Resistance TLN2 83660 37 15 63097925 63097925 Missense_Mutation SNP G A 4 140 c.6604G>A c.(6604-6606)GTG>ATG p.V2202M

Pat_40 Post-Resistance CCDC33 80125 37 15 74588131 74588131 Missense_Mutation SNP G A 49 37 c.1132G>A c.(1132-1134)GCT>ACT p.A378T

Pat_40 Post-Resistance IL16 3603 37 15 81558097 81558097 Missense_Mutation SNP G C 7 51 c.519G>C c.(517-519)AGG>AGC p.R173S

Pat_40 Post-Resistance WHAMM 123720 37 15 83485576 83485576 Missense_Mutation SNP A G 2 9 c.916A>G c.(916-918)ACA>GCA p.T306A

Pat_40 Post-Resistance ADAMTSL3 57188 37 15 84539574 84539574 Nonsense_Mutation SNP C T 43 73 c.823C>T c.(823-825)CAA>TAA p.Q275*

Pat_40 Post-Resistance AGBL1 123624 37 15 86687074 86687074 Missense_Mutation SNP G A 25 42 c.122G>A c.(121-123)AGA>AAA p.R41K

Pat_40 Post-Resistance WDR93 56964 37 15 90245132 90245132 Missense_Mutation SNP C T 17 48 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_40 Post-Resistance TELO2 9894 37 16 1549330 1549330 Missense_Mutation SNP T A 9 30 c.929T>A c.(928-930)CTC>CAC p.L310H

Pat_40 Post-Resistance TXNDC11 51061 37 16 11785884 11785884 Missense_Mutation SNP G A 3 70 c.1243C>T c.(1243-1245)CGT>TGT p.R415C

Pat_40 Post-Resistance ZC3H7A 29066 37 16 11850101 11850101 Missense_Mutation SNP C T 48 216 c.2554G>A c.(2554-2556)GAA>AAA p.E852K

Pat_40 Post-Resistance C16orf88 400506 37 16 19721878 19721878 Missense_Mutation SNP C T 4 140 c.1018G>A c.(1018-1020)GAT>AAT p.D340N

Pat_40 Post-Resistance C16orf88 400506 37 16 19725511 19725511 Missense_Mutation SNP C T 42 126 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_40 Post-Resistance ACSM5 54988 37 16 20430616 20430616 Missense_Mutation SNP C T 28 73 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Post-Resistance DNAH3 55567 37 16 20994125 20994125 Nonsense_Mutation SNP G A 96 52 c.7777C>T c.(7777-7779)CAG>TAG p.Q2593*

Pat_40 Post-Resistance HS3ST4 9951 37 16 26147552 26147552 Missense_Mutation SNP G A 8 31 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_40 Post-Resistance IL27 246778 37 16 28515273 28515273 Missense_Mutation SNP G A 6 34 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_40 Post-Resistance ATP2A1 487 37 16 28900230 28900230 Missense_Mutation SNP G A 10 431 c.1051G>A c.(1051-1053)GAC>AAC p.D351N

Pat_40 Post-Resistance MVP 9961 37 16 29853121 29853121 Missense_Mutation SNP G A 4 67 c.1396G>A c.(1396-1398)GCT>ACT p.A466T

Pat_40 Post-Resistance ASPHD1 253982 37 16 29916256 29916256 Missense_Mutation SNP G A 28 81 c.1033G>A c.(1033-1035)GAC>AAC p.D345N

Pat_40 Post-Resistance TGFB1I1 7041 37 16 31488207 31488207 Missense_Mutation SNP C T 13 8 c.995C>T c.(994-996)CCC>CTC p.P332L

Pat_40 Post-Resistance ZNF267 10308 37 16 31927613 31927613 Missense_Mutation SNP A T 6 270 c.2043A>T c.(2041-2043)AGA>AGT p.R681S

Pat_40 Post-Resistance SALL1 6299 37 16 51172808 51172808 Missense_Mutation SNP G A 27 70 c.3325C>T c.(3325-3327)CCG>TCG p.P1109S

Pat_40 Post-Resistance CETP 1071 37 16 57005960 57005960 Missense_Mutation SNP G A 4 87 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_40 Post-Resistance TMEM208 29100 37 16 67262984 67262984 Nonsense_Mutation SNP C T 3 60 c.490C>T c.(490-492)CGA>TGA p.R164*

Pat_40 Post-Resistance FHOD1 29109 37 16 67266028 67266028 Missense_Mutation SNP C T 4 93 c.2116G>A c.(2116-2118)GGC>AGC p.G706S

Pat_40 Post-Resistance FAM65A 79567 37 16 67577052 67577052 Missense_Mutation SNP G A 4 26 c.2423G>A c.(2422-2424)AGG>AAG p.R808K

Pat_40 Post-Resistance RANBP10 57610 37 16 67762379 67762379 Missense_Mutation SNP G A 19 50 c.1388C>T c.(1387-1389)CCC>CTC p.P463L

Pat_40 Post-Resistance NFATC3 4775 37 16 68260296 68260297 Nonsense_Mutation DNP CC TT 24 81 c.3150_3151CC>TTc.(3148-3153)TCCCAA>TCTTAAp.Q1051*

Pat_40 Post-Resistance CHST5 23563 37 16 75563252 75563252 Missense_Mutation SNP G A 59 37 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_40 Post-Resistance MLYCD 23417 37 16 83948687 83948687 Missense_Mutation SNP G A 81 215 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_40 Post-Resistance KLHL36 79786 37 16 84691170 84691170 Missense_Mutation SNP G A 4 79 c.757G>A c.(757-759)GTG>ATG p.V253M

Pat_40 Post-Resistance TRPV3 162514 37 17 3422088 3422088 Missense_Mutation SNP C T 3 48 c.1867G>A c.(1867-1869)GGC>AGC p.G623S



Pat_40 Post-Resistance P2RX1 5023 37 17 3801803 3801803 Missense_Mutation SNP C T 3 60 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_40 Post-Resistance MINK1 50488 37 17 4796834 4796834 Missense_Mutation SNP G A 4 24 c.2506G>A c.(2506-2508)GAC>AAC p.D836N

Pat_40 Post-Resistance C1QBP 708 37 17 5341507 5341507 Missense_Mutation SNP C T 63 224 c.319G>A c.(319-321)GGA>AGA p.G107R

Pat_40 Post-Resistance PITPNM3 83394 37 17 6380394 6380394 Missense_Mutation SNP G A 11 22 c.1040C>T c.(1039-1041)ACC>ATC p.T347I

Pat_40 Post-Resistance DNAH2 146754 37 17 7722666 7722666 Missense_Mutation SNP G A 4 90 c.10955G>A c.(10954-10956)AGC>AAC p.S3652N

Pat_40 Post-Resistance ARHGEF15 22899 37 17 8222653 8222653 Missense_Mutation SNP G A 91 213 c.2210G>A c.(2209-2211)GGA>GAA p.G737E

Pat_40 Post-Resistance MYOCD 93649 37 17 12626312 12626312 Missense_Mutation SNP A T 60 166 c.402A>T c.(400-402)AAA>AAT p.K134N

Pat_40 Post-Resistance RAI1 10743 37 17 17701574 17701574 Missense_Mutation SNP C T 6 2 c.5312C>T c.(5311-5313)ACC>ATC p.T1771I

Pat_40 Post-Resistance LGALS9 3965 37 17 25975908 25975908 Missense_Mutation SNP G A 103 300 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_40 Post-Resistance SARM1 23098 37 17 26686410 26686410 Missense_Mutation SNP C T 28 141 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_40 Post-Resistance SLFN11 91607 37 17 33687340 33687340 Missense_Mutation SNP C T 26 100 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_40 Post-Resistance RASL10B 91608 37 17 34062220 34062220 Missense_Mutation SNP G A 3 70 c.17G>A c.(16-18)CGG>CAG p.R6Q

Pat_40 Post-Resistance GAS2L2 246176 37 17 34079495 34079495 Missense_Mutation SNP C T 125 116 c.375G>A c.(373-375)ATG>ATA p.M125I

Pat_40 Post-Resistance GPR179 440435 37 17 36492965 36492965 Missense_Mutation SNP C T 7 12 c.1123G>A c.(1123-1125)GAA>AAA p.E375K

Pat_40 Post-Resistance PPP1R1B 84152 37 17 37790219 37790219 Missense_Mutation SNP G A 33 86 c.325G>A c.(325-327)GGG>AGG p.G109R

Pat_40 Post-Resistance PLCD3 113026 37 17 43190532 43190532 Missense_Mutation SNP C T 3 39 c.2089G>A c.(2089-2091)GCA>ACA p.A697T

Pat_40 Post-Resistance TBKBP1 9755 37 17 45776096 45776096 Missense_Mutation SNP G T 9 41 c.589G>T c.(589-591)GAC>TAC p.D197Y

Pat_40 Post-Resistance DHX40 79665 37 17 57644149 57644149 Missense_Mutation SNP G A 21 107 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_40 Post-Resistance CYB561 1534 37 17 61513475 61513475 Missense_Mutation SNP G A 5 108 c.241C>T c.(241-243)CGC>TGC p.R81C

Pat_40 Post-Resistance SDK2 54549 37 17 71415426 71415426 Missense_Mutation SNP G A 3 35 c.2065C>T c.(2065-2067)CCC>TCC p.P689S

Pat_40 Post-Resistance TSEN54 283989 37 17 73519416 73519416 Missense_Mutation SNP G A 6 191 c.1313G>A c.(1312-1314)CGG>CAG p.R438Q

Pat_40 Post-Resistance TNRC6C 57690 37 17 76083091 76083091 Missense_Mutation SNP C T 96 80 c.3719C>T c.(3718-3720)TCG>TTG p.S1240L

Pat_40 Post-Resistance TMEM105 284186 37 17 79287596 79287596 Missense_Mutation SNP C T 72 45 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_40 Post-Resistance USP14 9097 37 18 163321 163322 Nonsense_Mutation DNP GG AA 4 16 c.30_31GG>AAc.(28-33)TGGGGA>TGAAGAp.10_11WG>*R

Pat_40 Post-Resistance L3MBTL4 91133 37 18 6244575 6244575 Missense_Mutation SNP G A 209 185 c.232C>T c.(232-234)CCA>TCA p.P78S

Pat_40 Post-Resistance LAMA1 284217 37 18 7013833 7013833 Missense_Mutation SNP G A 20 17 c.3344C>T c.(3343-3345)ACC>ATC p.T1115I

Pat_40 Post-Resistance MIB1 57534 37 18 19429266 19429266 Missense_Mutation SNP G A 125 163 c.2503G>A c.(2503-2505)GGA>AGA p.G835R

Pat_40 Post-Resistance CABLES1 91768 37 18 20817209 20817209 Missense_Mutation SNP G A 26 101 c.1446G>A c.(1444-1446)ATG>ATA p.M482I

Pat_40 Post-Resistance DSG4 147409 37 18 28968918 28968918 Missense_Mutation SNP G A 72 175 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_40 Post-Resistance C18orf26 284254 37 18 52265254 52265254 Missense_Mutation SNP C T 43 160 c.511C>T c.(511-513)CCT>TCT p.P171S

Pat_40 Post-Resistance CDH20 28316 37 18 59174723 59174723 Missense_Mutation SNP G A 56 51 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_40 Post-Resistance CD226 10666 37 18 67614158 67614158 Missense_Mutation SNP G A 12 59 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_40 Post-Resistance NETO1 81832 37 18 70423284 70423284 Missense_Mutation SNP C T 40 155 c.967G>A c.(967-969)GAA>AAA p.E323K

Pat_40 Post-Resistance C19orf26 255057 37 19 1231025 1231025 Missense_Mutation SNP G C 3 8 c.1211C>G c.(1210-1212)CCC>CGC p.P404R

Pat_40 Post-Resistance SLC39A3 29985 37 19 2737177 2737177 Missense_Mutation SNP C T 5 92 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_40 Post-Resistance GNA11 2767 37 19 3113418 3113418 Missense_Mutation SNP G A 3 37 c.412G>A c.(412-414)GAC>AAC p.D138N

Pat_40 Post-Resistance CHAF1A 10036 37 19 4428744 4428745 Missense_Mutation DNP CC TT 28 58 c.1461_1462CC>TTc.(1459-1464)TTCCAT>TTTTAT p.H488Y

Pat_40 Post-Resistance LRG1 116844 37 19 4538773 4538773 Missense_Mutation SNP C T 3 74 c.223G>A c.(223-225)GTG>ATG p.V75M

Pat_40 Post-Resistance PTPRS 5802 37 19 5220014 5220014 Missense_Mutation SNP C T 4 165 c.3701G>A c.(3700-3702)CGG>CAG p.R1234Q

Pat_40 Post-Resistance FUT3 2525 37 19 5844156 5844156 Missense_Mutation SNP C T 35 69 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_40 Post-Resistance SLC25A41 284427 37 19 6433610 6433610 Missense_Mutation SNP G A 4 89 c.95C>T c.(94-96)CCC>CTC p.P32L

Pat_40 Post-Resistance MYO1F 4542 37 19 8587588 8587588 Nonsense_Mutation SNP G A 3 67 c.2980C>T c.(2980-2982)CGA>TGA p.R994*

Pat_40 Post-Resistance MUC16 94025 37 19 9045677 9045677 Missense_Mutation SNP G A 4 69 c.35954C>T c.(35953-35955)CCC>CTC p.P11985L

Pat_40 Post-Resistance MUC16 94025 37 19 9046043 9046043 Missense_Mutation SNP G A 115 80 c.35588C>T c.(35587-35589)CCA>CTA p.P11863L

Pat_40 Post-Resistance MUC16 94025 37 19 9049653 9049653 Missense_Mutation SNP C T 15 80 c.31978G>A c.(31978-31980)GGG>AGG p.G10660R

Pat_40 Post-Resistance MUC16 94025 37 19 9056776 9056776 Missense_Mutation SNP G A 55 28 c.30670C>T c.(30670-30672)CCA>TCA p.P10224S

Pat_40 Post-Resistance MUC16 94025 37 19 9060955 9060955 Missense_Mutation SNP G A 28 108 c.26491C>T c.(26491-26493)CCT>TCT p.P8831S



Pat_40 Post-Resistance MUC16 94025 37 19 9063550 9063550 Missense_Mutation SNP C T 9 27 c.23896G>A c.(23896-23898)GAA>AAA p.E7966K

Pat_40 Post-Resistance MUC16 94025 37 19 9082516 9082516 Missense_Mutation SNP A T 221 149 c.9299T>A c.(9298-9300)ATT>AAT p.I3100N

Pat_40 Post-Resistance MUC16 94025 37 19 9087347 9087347 Missense_Mutation SNP G A 94 243 c.4468C>T c.(4468-4470)CCA>TCA p.P1490S

Pat_40 Post-Resistance OR7D2 162998 37 19 9297215 9297215 Missense_Mutation SNP G A 26 73 c.758G>A c.(757-759)GGG>GAG p.G253E

Pat_40 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 13 521 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_40 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 9 511 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_40 Post-Resistance ZNF878 729747 37 19 12155282 12155282 Missense_Mutation SNP C T 27 148 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_40 Post-Resistance ZNF443 10224 37 19 12542142 12542142 Missense_Mutation SNP T C 9 367 c.844A>G c.(844-846)AAA>GAA p.K282E

Pat_40 Post-Resistance OR7C2 26658 37 19 15053205 15053205 Missense_Mutation SNP G A 19 54 c.905G>A c.(904-906)AGA>AAA p.R302K

Pat_40 Post-Resistance SLC1A6 6511 37 19 15061164 15061164 Missense_Mutation SNP G A 33 88 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_40 Post-Resistance RASAL3 64926 37 19 15572101 15572101 Nonsense_Mutation SNP G A 13 21 c.472C>T c.(472-474)CGA>TGA p.R158*

Pat_40 Post-Resistance OR10H1 26539 37 19 15918436 15918436 Missense_Mutation SNP G A 42 35 c.412C>T c.(412-414)CCG>TCG p.P138S

Pat_40 Post-Resistance CPAMD8 27151 37 19 17049247 17049247 Missense_Mutation SNP C T 31 21 c.2944G>A c.(2944-2946)GTC>ATC p.V982I

Pat_40 Post-Resistance ZNF14 7561 37 19 19822928 19822928 Missense_Mutation SNP C T 39 122 c.1162G>A c.(1162-1164)GAG>AAG p.E388K

Pat_40 Post-Resistance ZNF93 81931 37 19 20045254 20045254 Missense_Mutation SNP C T 14 314 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_40 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 10 328 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_40 Post-Resistance ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 8 221 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_40 Post-Resistance ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 8 225 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_40 Post-Resistance ZNF208 7757 37 19 22154826 22154826 Missense_Mutation SNP C T 62 197 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_40 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 13 279 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_40 Post-Resistance ZNF208 7757 37 19 22157163 22157163 Missense_Mutation SNP C T 85 78 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Post-Resistance ZNF99 7652 37 19 22941372 22941372 Missense_Mutation SNP G A 27 73 c.1066C>T c.(1066-1068)CAT>TAT p.H356Y

Pat_40 Post-Resistance ZNF91 7644 37 19 23544724 23544724 Missense_Mutation SNP T C 13 136 c.1057A>G c.(1057-1059)AAA>GAA p.K353E

Pat_40 Post-Resistance ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 15 383 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_40 Post-Resistance ZNF536 9745 37 19 31039065 31039065 Missense_Mutation SNP G A 20 75 c.2539G>A c.(2539-2541)GGA>AGA p.G847R

Pat_40 Post-Resistance RHPN2 85415 37 19 33470912 33470912 Missense_Mutation SNP G A 22 70 c.2051C>T c.(2050-2052)TCT>TTT p.S684F

Pat_40 Post-Resistance SLC7A10 56301 37 19 33702192 33702192 Missense_Mutation SNP G A 20 65 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_40 Post-Resistance KIRREL2 84063 37 19 36350402 36350402 Missense_Mutation SNP C T 4 50 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_40 Post-Resistance ZNF420 147923 37 19 37619580 37619580 Missense_Mutation SNP G A 35 119 c.1687G>A c.(1687-1689)GAA>AAA p.E563K

Pat_40 Post-Resistance ZNF383 163087 37 19 37726939 37726939 Nonsense_Mutation SNP G A 32 152 c.195G>A c.(193-195)TGG>TGA p.W65*

Pat_40 Post-Resistance ZNF527 84503 37 19 37871191 37871191 Missense_Mutation SNP C T 35 63 c.173C>T c.(172-174)TCT>TTT p.S58F

Pat_40 Post-Resistance SIPA1L3 23094 37 19 38652944 38652944 Missense_Mutation SNP G A 4 55 c.3713G>A c.(3712-3714)AGC>AAC p.S1238N

Pat_40 Post-Resistance MAP3K10 4294 37 19 40698501 40698501 Missense_Mutation SNP G A 4 66 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_40 Post-Resistance PRX 57716 37 19 40900057 40900057 Missense_Mutation SNP G A 25 65 c.4202C>T c.(4201-4203)TCC>TTC p.S1401F

Pat_40 Post-Resistance LTBP4 8425 37 19 41128336 41128336 Missense_Mutation SNP C T 2 3 c.3449C>T c.(3448-3450)CCT>CTT p.P1150L

Pat_40 Post-Resistance ZNF574 64763 37 19 42583483 42583483 Missense_Mutation SNP C T 14 88 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_40 Post-Resistance PRR19 284338 37 19 42814720 42814720 Missense_Mutation SNP C T 45 164 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Post-Resistance DMPK 1760 37 19 46283155 46283155 Missense_Mutation SNP G A 10 26 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_40 Post-Resistance SYMPK 8189 37 19 46330823 46330823 Missense_Mutation SNP C T 3 70 c.2126G>A c.(2125-2127)CGC>CAC p.R709H

Pat_40 Post-Resistance PNMAL2 57469 37 19 46997818 46997818 Missense_Mutation SNP G A 14 28 c.905C>T c.(904-906)CCG>CTG p.P302L

Pat_40 Post-Resistance BCAT2 587 37 19 49302959 49302959 Missense_Mutation SNP C T 7 10 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_40 Post-Resistance PPFIA3 8541 37 19 49649230 49649230 Missense_Mutation SNP G A 5 193 c.2776G>A c.(2776-2778)GAG>AAG p.E926K

Pat_40 Post-Resistance KLK1 3816 37 19 51326967 51326967 Missense_Mutation SNP C T 35 57 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_40 Post-Resistance KLK3 354 37 19 51359627 51359627 Missense_Mutation SNP G A 5 175 c.178G>A c.(178-180)GTC>ATC p.V60I

Pat_40 Post-Resistance CD33 945 37 19 51729242 51729242 Missense_Mutation SNP C T 18 71 c.602C>T c.(601-603)CCA>CTA p.P201L

Pat_40 Post-Resistance FPR1 2357 37 19 52249241 52249241 Missense_Mutation SNP G A 93 327 c.1007C>T c.(1006-1008)ACC>ATC p.T336I

Pat_40 Post-Resistance ZNF649 65251 37 19 52394619 52394619 Missense_Mutation SNP T C 4 132 c.770A>G c.(769-771)AAA>AGA p.K257R



Pat_40 Post-Resistance ZNF350 59348 37 19 52468403 52468403 Missense_Mutation SNP C T 37 115 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_40 Post-Resistance ZNF480 147657 37 19 52825082 52825082 Missense_Mutation SNP A C 43 102 c.579A>C c.(577-579)GAA>GAC p.E193D

Pat_40 Post-Resistance LAIR1 3903 37 19 54868145 54868145 Missense_Mutation SNP G A 3 87 c.538C>T c.(538-540)CTC>TTC p.L180F

Pat_40 Post-Resistance LENG8 114823 37 19 54967876 54967876 Missense_Mutation SNP C T 3 14 c.1396C>T c.(1396-1398)CCG>TCG p.P466S

Pat_40 Post-Resistance NLRP2 55655 37 19 55497572 55497572 Missense_Mutation SNP G A 59 33 c.2255G>A c.(2254-2256)CGA>CAA p.R752Q

Pat_40 Post-Resistance NLRP2 55655 37 19 55502033 55502033 Missense_Mutation SNP A C 39 54 c.2701A>C c.(2701-2703)ACC>CCC p.T901P

Pat_40 Post-Resistance NLRP11 204801 37 19 56321318 56321318 Missense_Mutation SNP C T 20 53 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_40 Post-Resistance NLRP5 126206 37 19 56539203 56539203 Missense_Mutation SNP C T 35 18 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_40 Post-Resistance GALP 85569 37 19 56696603 56696603 Missense_Mutation SNP G A 37 91 c.315G>A c.(313-315)ATG>ATA p.M105I

Pat_40 Post-Resistance ZIM3 114026 37 19 57646333 57646333 Missense_Mutation SNP C T 45 163 c.1372G>A c.(1372-1374)GAC>AAC p.D458N

Pat_40 Post-Resistance DUXA 503835 37 19 57666725 57666725 Nonsense_Mutation SNP G A 5 6 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_40 Post-Resistance PXDN 7837 37 2 1647244 1647244 Missense_Mutation SNP C T 4 142 c.3848G>A c.(3847-3849)CGG>CAG p.R1283Q

Pat_40 Post-Resistance MYT1L 23040 37 2 1926835 1926835 Missense_Mutation SNP C T 51 109 c.706G>A c.(706-708)GAT>AAT p.D236N

Pat_40 Post-Resistance COLEC11 78989 37 2 3691415 3691415 Missense_Mutation SNP G A 3 36 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_40 Post-Resistance ITGB1BP1 9270 37 2 9558775 9558775 Missense_Mutation SNP C T 10 723 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_40 Post-Resistance NT5C1B 93034 37 2 18758129 18758129 Missense_Mutation SNP C T 67 124 c.1234G>A c.(1234-1236)GGA>AGA p.G412R

Pat_40 Post-Resistance APOB 338 37 2 21229243 21229243 Missense_Mutation SNP A C 39 91 c.10497T>G c.(10495-10497)GAT>GAG p.D3499E

Pat_40 Post-Resistance APOB 338 37 2 21231815 21231815 Missense_Mutation SNP G A 53 154 c.7925C>T c.(7924-7926)CCA>CTA p.P2642L

Pat_40 Post-Resistance KRTCAP3 200634 37 2 27666104 27666104 Missense_Mutation SNP G A 4 30 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_40 Post-Resistance HEATR5B 54497 37 2 37276944 37276944 Missense_Mutation SNP G A 4 56 c.2548C>T c.(2548-2550)CGT>TGT p.R850C

Pat_40 Post-Resistance C2orf56 55471 37 2 37473259 37473259 Missense_Mutation SNP C T 87 270 c.857C>T c.(856-858)TCT>TTT p.S286F

Pat_40 Post-Resistance C2orf56 55471 37 2 37473261 37473261 Nonsense_Mutation SNP C T 85 273 c.859C>T c.(859-861)CAA>TAA p.Q287*

Pat_40 Post-Resistance ANTXR1 84168 37 2 69304577 69304577 Missense_Mutation SNP C T 108 309 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_40 Post-Resistance ATP6V1B1 525 37 2 71190758 71190758 Missense_Mutation SNP G A 4 144 c.1117G>A c.(1117-1119)GTG>ATG p.V373M

Pat_40 Post-Resistance MPHOSPH10 10199 37 2 71360620 71360620 Missense_Mutation SNP G A 25 85 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_40 Post-Resistance DYSF 8291 37 2 71901417 71901417 Missense_Mutation SNP G A 52 49 c.5758G>A c.(5758-5760)GAT>AAT p.D1920N

Pat_40 Post-Resistance KCNIP3 30818 37 2 96048160 96048160 Missense_Mutation SNP G T 4 43 c.591G>T c.(589-591)ATG>ATT p.M197I

Pat_40 Post-Resistance CIAO1 9391 37 2 96936947 96936947 Missense_Mutation SNP C T 51 125 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_40 Post-Resistance SNRNP200 23020 37 2 96952204 96952204 Missense_Mutation SNP G A 3 81 c.3848C>T c.(3847-3849)CCT>CTT p.P1283L

Pat_40 Post-Resistance INPP4A 3631 37 2 99152605 99152605 Missense_Mutation SNP G T 19 67 c.401G>T c.(400-402)GGC>GTC p.G134V

Pat_40 Post-Resistance MALL 7851 37 2 110873353 110873353 Missense_Mutation SNP G A 2 6 c.17C>T c.(16-18)CCG>CTG p.P6L

Pat_40 Post-Resistance ANAPC1 64682 37 2 112583383 112583383 Missense_Mutation SNP G A 43 85 c.2675C>T c.(2674-2676)TCC>TTC p.S892F

Pat_40 Post-Resistance GLI2 2736 37 2 121708942 121708942 Missense_Mutation SNP G A 61 52 c.378G>A c.(376-378)ATG>ATA p.M126I

Pat_40 Post-Resistance CNTNAP5 129684 37 2 124979303 124979303 Missense_Mutation SNP C T 4 85 c.104C>T c.(103-105)GCA>GTA p.A35V

Pat_40 Post-Resistance LIMS2 55679 37 2 128412421 128412421 Missense_Mutation SNP G A 25 86 c.221C>T c.(220-222)CCG>CTG p.P74L

Pat_40 Post-Resistance NCKAP5 344148 37 2 133541515 133541515 Missense_Mutation SNP C T 7 7 c.2869G>A c.(2869-2871)GAA>AAA p.E957K

Pat_40 Post-Resistance NCKAP5 344148 37 2 133541812 133541812 Missense_Mutation SNP C T 30 56 c.2572G>A c.(2572-2574)GAA>AAA p.E858K

Pat_40 Post-Resistance LCT 3938 37 2 136575471 136575471 Missense_Mutation SNP G A 47 118 c.1147C>T c.(1147-1149)CCT>TCT p.P383S

Pat_40 Post-Resistance THSD7B 80731 37 2 138434125 138434125 Missense_Mutation SNP C T 6 18 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_40 Post-Resistance LRP1B 53353 37 2 140995735 140995735 Missense_Mutation SNP T C 68 201 c.13546A>G c.(13546-13548)ATA>GTA p.I4516V

Pat_40 Post-Resistance PABPC1P2 728773 37 2 147345742 147345742 Missense_Mutation SNP G A 3 14 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_40 Post-Resistance GALNT13 114805 37 2 155157995 155157995 Missense_Mutation SNP C T 67 360 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_40 Post-Resistance UPP2 151531 37 2 158971625 158971625 Missense_Mutation SNP G A 5 164 c.193G>A c.(193-195)GGT>AGT p.G65S

Pat_40 Post-Resistance IFIH1 64135 37 2 163130442 163130442 Missense_Mutation SNP C T 39 34 c.2317G>A c.(2317-2319)GAA>AAA p.E773K

Pat_40 Post-Resistance SCN1A 6323 37 2 166892572 166892572 Missense_Mutation SNP C T 101 296 c.3382G>A c.(3382-3384)GAA>AAA p.E1128K

Pat_40 Post-Resistance XIRP2 129446 37 2 168100354 168100354 Missense_Mutation SNP G A 56 117 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_40 Post-Resistance B3GALT1 8708 37 2 168726108 168726108 Missense_Mutation SNP C T 29 21 c.559C>T c.(559-561)CTT>TTT p.L187F



Pat_40 Post-Resistance SPC25 57405 37 2 169745932 169745932 Missense_Mutation SNP C T 45 160 c.98G>A c.(97-99)AGA>AAA p.R33K

Pat_40 Post-Resistance LRP2 4036 37 2 170070368 170070368 Missense_Mutation SNP T A 26 77 c.5839A>T c.(5839-5841)AAC>TAC p.N1947Y

Pat_40 Post-Resistance SLC25A12 8604 37 2 172712353 172712353 Missense_Mutation SNP C T 145 431 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_40 Post-Resistance TTN 7273 37 2 179452825 179452825 Missense_Mutation SNP C T 68 142 c.55605G>A c.(55603-55605)ATG>ATA p.M18535I

Pat_40 Post-Resistance TTN 7273 37 2 179454489 179454489 Missense_Mutation SNP C T 126 259 c.54259G>A c.(54259-54261)GAA>AAA p.E18087K

Pat_40 Post-Resistance TTN 7273 37 2 179457199 179457199 Missense_Mutation SNP G A 207 214 c.51829C>T c.(51829-51831)CGT>TGT p.R17277C

Pat_40 Post-Resistance TTN 7273 37 2 179464431 179464431 Missense_Mutation SNP G A 32 142 c.48493C>T c.(48493-48495)CTC>TTC p.L16165F

Pat_40 Post-Resistance TTN 7273 37 2 179592468 179592468 Missense_Mutation SNP C T 239 198 c.16105G>A c.(16105-16107)GAA>AAA p.E5369K

Pat_40 Post-Resistance TTN 7273 37 2 179592569 179592569 Missense_Mutation SNP T C 14 18 c.16004A>G c.(16003-16005)AAA>AGA p.K5335R

Pat_40 Post-Resistance TTN 7273 37 2 179600590 179600590 Missense_Mutation SNP A T 4 105 c.10851T>A c.(10849-10851)GAT>GAA p.D3617E

Pat_40 Post-Resistance ZNF804A 91752 37 2 185798364 185798364 Missense_Mutation SNP G A 28 84 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_40 Post-Resistance CALCRL 10203 37 2 188245239 188245239 Nonsense_Mutation SNP C T 327 322 c.363G>A c.(361-363)TGG>TGA p.W121*

Pat_40 Post-Resistance COL3A1 1281 37 2 189860512 189860512 Missense_Mutation SNP T C 3 4 c.1604T>C c.(1603-1605)ATG>ACG p.M535T

Pat_40 Post-Resistance DNAH7 56171 37 2 196722260 196722260 Missense_Mutation SNP A C 34 77 c.8255T>G c.(8254-8256)CTT>CGT p.L2752R

Pat_40 Post-Resistance DNAH7 56171 37 2 196729430 196729430 Nonsense_Mutation SNP G A 56 136 c.6949C>T c.(6949-6951)CGA>TGA p.R2317*

Pat_40 Post-Resistance DNAH7 56171 37 2 196746544 196746544 Missense_Mutation SNP C T 106 236 c.5936G>A c.(5935-5937)GGA>GAA p.G1979E

Pat_40 Post-Resistance BMPR2 659 37 2 203417586 203417586 Missense_Mutation SNP A G 131 108 c.1561A>G c.(1561-1563)ATG>GTG p.M521V

Pat_40 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 9 379 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_40 Post-Resistance ZDBF2 57683 37 2 207173258 207173258 Missense_Mutation SNP C T 28 143 c.4006C>T c.(4006-4008)CCT>TCT p.P1336S

Pat_40 Post-Resistance ACADL 33 37 2 211085509 211085509 Missense_Mutation SNP C T 10 10 c.95G>A c.(94-96)GGG>GAG p.G32E

Pat_40 Post-Resistance ERBB4 2066 37 2 212587120 212587120 Missense_Mutation SNP G A 43 98 c.881C>T c.(880-882)CCA>CTA p.P294L

Pat_40 Post-Resistance TNS1 7145 37 2 218750535 218750535 Missense_Mutation SNP G A 40 71 c.673C>T c.(673-675)CCA>TCA p.P225S

Pat_40 Post-Resistance RQCD1 9125 37 2 219449406 219449406 Missense_Mutation SNP C T 311 225 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_40 Post-Resistance OBSL1 23363 37 2 220434979 220434980 Missense_Mutation DNP CC TT 5 20 c.975_976GG>AAc.(973-978)GCGGGC>GCAAGCp.G326S

Pat_40 Post-Resistance COL4A3 1285 37 2 228142267 228142267 Missense_Mutation SNP A G 4 4 c.2123A>G c.(2122-2124)AAG>AGG p.K708R

Pat_40 Post-Resistance ECEL1 9427 37 2 233347583 233347583 Missense_Mutation SNP G A 102 188 c.1663C>T c.(1663-1665)CGG>TGG p.R555W

Pat_40 Post-Resistance GIGYF2 26058 37 2 233655585 233655585 Missense_Mutation SNP T C 76 122 c.890T>C c.(889-891)ATG>ACG p.M297T

Pat_40 Post-Resistance SNED1 25992 37 2 241974013 241974013 Missense_Mutation SNP G A 3 61 c.671G>A c.(670-672)CGT>CAT p.R224H

Pat_40 Post-Resistance BOK 666 37 2 242501765 242501765 Missense_Mutation SNP G A 27 42 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_40 Post-Resistance THAP4 51078 37 2 242573324 242573324 Missense_Mutation SNP G A 30 154 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_40 Post-Resistance TGM6 343641 37 20 2377248 2377248 Missense_Mutation SNP C T 38 40 c.521C>T c.(520-522)GCC>GTC p.A174V

Pat_40 Post-Resistance VPS16 64601 37 20 2842708 2842708 Missense_Mutation SNP G A 4 56 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_40 Post-Resistance LRRN4 164312 37 20 6031588 6031588 Missense_Mutation SNP G A 3 56 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_40 Post-Resistance PAK7 57144 37 20 9560919 9560919 Missense_Mutation SNP G A 110 121 c.863C>T c.(862-864)TCA>TTA p.S288L

Pat_40 Post-Resistance PAK7 57144 37 20 9561263 9561263 Missense_Mutation SNP C T 159 228 c.519G>A c.(517-519)ATG>ATA p.M173I

Pat_40 Post-Resistance POLR3F 10621 37 20 18453489 18453489 Nonsense_Mutation SNP C T 60 65 c.184C>T c.(184-186)CAG>TAG p.Q62*

Pat_40 Post-Resistance TPX2 22974 37 20 30382317 30382317 Missense_Mutation SNP G A 101 209 c.1799G>A c.(1798-1800)AGA>AAA p.R600K

Pat_40 Post-Resistance ASXL1 171023 37 20 31017234 31017234 Missense_Mutation SNP G A 52 78 c.565G>A c.(565-567)GGG>AGG p.G189R

Pat_40 Post-Resistance C20orf186 149954 37 20 31671216 31671217 Missense_Mutation DNP CC TT 62 175 c.213_214CC>TTc.(211-216)CCCCCC>CCTTCC p.P72S

Pat_40 Post-Resistance EPB41L1 2036 37 20 34797782 34797782 Nonsense_Mutation SNP C T 8 18 c.2041C>T c.(2041-2043)CGA>TGA p.R681*

Pat_40 Post-Resistance MYBL2 4605 37 20 42315498 42315498 Missense_Mutation SNP G A 4 83 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_40 Post-Resistance HNF4A 3172 37 20 43052879 43052879 Missense_Mutation SNP G A 4 64 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_40 Post-Resistance RIMS4 140730 37 20 43384905 43384905 Missense_Mutation SNP G A 33 46 c.680C>T c.(679-681)ACC>ATC p.T227I

Pat_40 Post-Resistance CASS4 57091 37 20 55026876 55026876 Missense_Mutation SNP G T 27 166 c.644G>T c.(643-645)GGG>GTG p.G215V

Pat_40 Post-Resistance PRPF6 24148 37 20 62659922 62659922 Missense_Mutation SNP G A 5 112 c.2431G>A c.(2431-2433)GGT>AGT p.G811S

Pat_40 Post-Resistance USP25 29761 37 21 17214827 17214827 Missense_Mutation SNP G A 56 234 c.2305G>A c.(2305-2307)GAA>AAA p.E769K

Pat_40 Post-Resistance C21orf59 56683 37 21 33982292 33982292 Missense_Mutation SNP C T 27 101 c.163G>A c.(163-165)GGC>AGC p.G55S



Pat_40 Post-Resistance SYNJ1 8867 37 21 34014274 34014274 Missense_Mutation SNP G A 4 94 c.3637C>T c.(3637-3639)CGC>TGC p.R1213C

Pat_40 Post-Resistance IL10RB 3588 37 21 34652102 34652102 Missense_Mutation SNP C T 150 220 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_40 Post-Resistance KCNJ15 3772 37 21 39672159 39672159 Missense_Mutation SNP G A 54 112 c.976G>A c.(976-978)GAT>AAT p.D326N

Pat_40 Post-Resistance DSCAM 1826 37 21 41719737 41719737 Missense_Mutation SNP C T 122 393 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_40 Post-Resistance TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 37 178 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_40 Post-Resistance PTTG1IP 754 37 21 46275124 46275124 Splice_Site SNP C T 23 39 c.496_splice c.e5+1 p.G166_splice

Pat_40 Post-Resistance FTCD 10841 37 21 47570044 47570044 Missense_Mutation SNP G A 3 37 c.895C>T c.(895-897)CGG>TGG p.R299W

Pat_40 Post-Resistance MICAL3 57553 37 22 18370094 18370094 Missense_Mutation SNP G A 37 8 c.1999C>T c.(1999-2001)CCC>TCC p.P667S

Pat_40 Post-Resistance DGCR2 9993 37 22 19050757 19050757 Missense_Mutation SNP G A 3 104 c.583C>T c.(583-585)CGG>TGG p.R195W

Pat_40 Post-Resistance DGCR2 9993 37 22 19055633 19055633 Missense_Mutation SNP G A 4 100 c.308C>T c.(307-309)GCG>GTG p.A103V

Pat_40 Post-Resistance CLTCL1 8218 37 22 19170950 19170950 Missense_Mutation SNP A T 18 46 c.4780T>A c.(4780-4782)TTG>ATG p.L1594M

Pat_40 Post-Resistance BCR 613 37 22 23610637 23610637 Missense_Mutation SNP G A 38 4 c.1795G>A c.(1795-1797)GGA>AGA p.G599R

Pat_40 Post-Resistance VPREB3 29802 37 22 24095239 24095239 Nonsense_Mutation SNP G A 4 109 c.196C>T c.(196-198)CGA>TGA p.R66*

Pat_40 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 17 98 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_40 Post-Resistance CCDC157 550631 37 22 30772567 30772567 Missense_Mutation SNP T C 7 397 c.2092T>C c.(2092-2094)TCT>CCT p.S698P

Pat_40 Post-Resistance SYN3 8224 37 22 32992686 32992686 Missense_Mutation SNP C T 5 99 c.748G>A c.(748-750)GGA>AGA p.G250R

Pat_40 Post-Resistance IFT27 11020 37 22 37159046 37159046 Missense_Mutation SNP C T 3 87 c.364G>A c.(364-366)GGG>AGG p.G122R

Pat_40 Post-Resistance SSTR3 6753 37 22 37603516 37603517 Nonsense_Mutation DNP CC TT 40 9 c.326_327GG>AA c.(325-327)TGG>TAA p.W109*

Pat_40 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 8 376 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_40 Post-Resistance H1F0 3005 37 22 38201896 38201897 Nonsense_Mutation DNP GA AT 22 64 c.345_346GA>ATc.(343-348)AAGAAG>AAATAG p.K116*

Pat_40 Post-Resistance EP300 2033 37 22 41573548 41573548 Missense_Mutation SNP G A 4 115 c.5833G>A c.(5833-5835)GTG>ATG p.V1945M

Pat_40 Post-Resistance ZC3H7B 23264 37 22 41721779 41721779 Missense_Mutation SNP C T 3 60 c.142C>T c.(142-144)CGG>TGG p.R48W

Pat_40 Post-Resistance PARVB 29780 37 22 44495969 44495969 Missense_Mutation SNP C T 35 99 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_40 Post-Resistance WNT7B 7477 37 22 46345908 46345908 Missense_Mutation SNP C T 48 42 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_40 Post-Resistance CELSR1 9620 37 22 46792517 46792517 Missense_Mutation SNP G A 40 7 c.5828C>T c.(5827-5829)CCG>CTG p.P1943L

Pat_40 Post-Resistance PLXNB2 23654 37 22 50715060 50715060 Missense_Mutation SNP G A 60 42 c.5335C>T c.(5335-5337)CGG>TGG p.R1779W

Pat_40 Post-Resistance CNTN6 27255 37 3 1367579 1367579 Missense_Mutation SNP G A 49 57 c.1027G>A c.(1027-1029)GGA>AGA p.G343R

Pat_40 Post-Resistance HRH1 3269 37 3 11301460 11301460 Missense_Mutation SNP G A 5 13 c.737G>A c.(736-738)GGG>GAG p.G246E

Pat_40 Post-Resistance CAND2 23066 37 3 12858191 12858191 Missense_Mutation SNP T C 24 58 c.1760T>C c.(1759-1761)GTG>GCG p.V587A

Pat_40 Post-Resistance NUP210 23225 37 3 13461569 13461569 Missense_Mutation SNP C T 4 6 c.158G>A c.(157-159)TGC>TAC p.C53Y

Pat_40 Post-Resistance PLCL2 23228 37 3 17053134 17053134 Missense_Mutation SNP T A 25 32 c.2272T>A c.(2272-2274)TTT>ATT p.F758I

Pat_40 Post-Resistance LRRC3B 116135 37 3 26751248 26751248 Missense_Mutation SNP C T 44 84 c.85C>T c.(85-87)CAT>TAT p.H29Y

Pat_40 Post-Resistance DYNC1LI1 51143 37 3 32571119 32571119 Nonsense_Mutation SNP G A 3 55 c.1219C>T c.(1219-1221)CGA>TGA p.R407*

Pat_40 Post-Resistance GLB1 2720 37 3 33087713 33087713 Missense_Mutation SNP G A 4 96 c.967C>T c.(967-969)CCC>TCC p.P323S

Pat_40 Post-Resistance SCN5A 6331 37 3 38648165 38648165 Nonsense_Mutation SNP G A 7 3 c.1135C>T c.(1135-1137)CAG>TAG p.Q379*

Pat_40 Post-Resistance SCN10A 6336 37 3 38793820 38793820 Missense_Mutation SNP G A 19 18 c.1645C>T c.(1645-1647)CTC>TTC p.L549F

Pat_40 Post-Resistance CTNNB1 1499 37 3 41266137 41266137 Missense_Mutation SNP C T 22 64 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_40 Post-Resistance CXCR6 10663 37 3 45988860 45988860 Missense_Mutation SNP G A 16 28 c.887G>A c.(886-888)CGA>CAA p.R296Q

Pat_40 Post-Resistance CCR3 1232 37 3 46307479 46307479 Missense_Mutation SNP A G 31 47 c.830A>G c.(829-831)AAG>AGG p.K277R

Pat_40 Post-Resistance PTH1R 5745 37 3 46939575 46939575 Nonsense_Mutation SNP C T 4 89 c.436C>T c.(436-438)CGA>TGA p.R146*

Pat_40 Post-Resistance SCAP 22937 37 3 47476586 47476586 Missense_Mutation SNP A C 37 59 c.164T>G c.(163-165)GTG>GGG p.V55G

Pat_40 Post-Resistance PLXNB1 5364 37 3 48459905 48459905 Missense_Mutation SNP A G 10 17 c.3002T>C c.(3001-3003)CTG>CCG p.L1001P

Pat_40 Post-Resistance PLXNB1 5364 37 3 48465923 48465923 Missense_Mutation SNP G A 2 4 c.98C>T c.(97-99)ACG>ATG p.T33M

Pat_40 Post-Resistance LAMB2 3913 37 3 49163916 49163916 Missense_Mutation SNP G A 43 36 c.2033C>T c.(2032-2034)CCT>CTT p.P678L

Pat_40 Post-Resistance DOCK3 1795 37 3 51395405 51395405 Missense_Mutation SNP G T 48 84 c.4781G>T c.(4780-4782)GGA>GTA p.G1594V

Pat_40 Post-Resistance DOCK3 1795 37 3 51418581 51418582 Missense_Mutation DNP CC TT 22 49 c.5684_5685CC>TT c.(5683-5685)TCC>TTT p.S1895F

Pat_40 Post-Resistance ITIH4 3700 37 3 52850994 52850994 Missense_Mutation SNP A G 3 94 c.2377T>C c.(2377-2379)TGG>CGG p.W793R



Pat_40 Post-Resistance TKT 7086 37 3 53263409 53263409 Missense_Mutation SNP G A 9 10 c.1151C>T c.(1150-1152)CCC>CTC p.P384L

Pat_40 Post-Resistance CACNA1D 776 37 3 53781378 53781378 Missense_Mutation SNP C T 71 76 c.3217C>T c.(3217-3219)CGT>TGT p.R1073C

Pat_40 Post-Resistance CACNA2D3 55799 37 3 54615870 54615870 Missense_Mutation SNP G A 26 25 c.929G>A c.(928-930)GGA>GAA p.G310E

Pat_40 Post-Resistance C3orf63 23272 37 3 56680705 56680705 Missense_Mutation SNP A G 32 85 c.2060T>C c.(2059-2061)TTA>TCA p.L687S

Pat_40 Post-Resistance PXK 54899 37 3 58410506 58410506 Missense_Mutation SNP C T 757 32 c.1556C>T c.(1555-1557)CCA>CTA p.P519L

Pat_40 Post-Resistance CNTN3 5067 37 3 74315713 74315713 Missense_Mutation SNP C T 41 876 c.2905G>A c.(2905-2907)GAC>AAC p.D969N

Pat_40 Post-Resistance PROS1 5627 37 3 93624748 93624748 Missense_Mutation SNP A C 25 63 c.481T>G c.(481-483)TGC>GGC p.C161G

Pat_40 Post-Resistance IMPG2 50939 37 3 100962459 100962459 Nonsense_Mutation SNP G A 15 10 c.2716C>T c.(2716-2718)CGA>TGA p.R906*

Pat_40 Post-Resistance CD96 10225 37 3 111325559 111325559 Missense_Mutation SNP C T 88 124 c.1148C>T c.(1147-1149)TCC>TTC p.S383F

Pat_40 Post-Resistance MBD4 8930 37 3 129155742 129155742 Missense_Mutation SNP C T 52 101 c.745G>A c.(745-747)GGA>AGA p.G249R

Pat_40 Post-Resistance NMNAT3 349565 37 3 139297817 139297817 Missense_Mutation SNP G C 15 34 c.190C>G c.(190-192)CGA>GGA p.R64G

Pat_40 Post-Resistance AADACL2 344752 37 3 151475240 151475240 Missense_Mutation SNP G A 56 91 c.1064G>A c.(1063-1065)CGA>CAA p.R355Q

Pat_40 Post-Resistance SLITRK3 22865 37 3 164905945 164905945 Missense_Mutation SNP G A 10 13 c.2674C>T c.(2674-2676)CCT>TCT p.P892S

Pat_40 Post-Resistance FNDC3B 64778 37 3 171965431 171965432 Missense_Mutation DNP CC TT 126 264 c.373_374CC>TT c.(373-375)CCC>TTC p.P125F

Pat_40 Post-Resistance FNDC3B 64778 37 3 172115059 172115059 Missense_Mutation SNP G A 35 66 c.3409G>A c.(3409-3411)GAG>AAG p.E1137K

Pat_40 Post-Resistance KLHL6 89857 37 3 183273180 183273180 Missense_Mutation SNP C T 4 207 c.262G>A c.(262-264)GTG>ATG p.V88M

Pat_40 Post-Resistance ABCF3 55324 37 3 183910456 183910456 Missense_Mutation SNP G A 11 14 c.1637G>A c.(1636-1638)CGG>CAG p.R546Q

Pat_40 Post-Resistance C3orf59 151963 37 3 192516621 192516621 Missense_Mutation SNP G A 13 29 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_40 Post-Resistance C3orf59 151963 37 3 192517362 192517362 Missense_Mutation SNP C T 4 99 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_40 Post-Resistance ZNF721 170960 37 4 436514 436514 Missense_Mutation SNP C T 65 302 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_40 Post-Resistance ZNF721 170960 37 4 436658 436658 Missense_Mutation SNP A T 12 373 c.1598T>A c.(1597-1599)GTA>GAA p.V533E

Pat_40 Post-Resistance PIGG 54872 37 4 502757 502757 Missense_Mutation SNP C T 24 59 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Post-Resistance FAM193A 8603 37 4 2696821 2696821 Missense_Mutation SNP G A 5 177 c.2368G>A c.(2368-2370)GAC>AAC p.D790N

Pat_40 Post-Resistance ADD1 118 37 4 2906492 2906492 Missense_Mutation SNP G T 10 202 c.1163G>T c.(1162-1164)GGC>GTC p.G388V

Pat_40 Post-Resistance HTT 3064 37 4 3208651 3208651 Missense_Mutation SNP C T 4 104 c.6022C>T c.(6022-6024)CGC>TGC p.R2008C

Pat_40 Post-Resistance EVC2 132884 37 4 5624469 5624469 Missense_Mutation SNP G T 4 61 c.2296C>A c.(2296-2298)CGT>AGT p.R766S

Pat_40 Post-Resistance CRMP1 1400 37 4 5843131 5843131 Missense_Mutation SNP C T 98 283 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_40 Post-Resistance JAKMIP1 152789 37 4 6066645 6066645 Missense_Mutation SNP C T 46 37 c.1393G>A c.(1393-1395)GAC>AAC p.D465N

Pat_40 Post-Resistance WFS1 7466 37 4 6303478 6303478 Nonsense_Mutation SNP C A 66 243 c.1956C>A c.(1954-1956)TAC>TAA p.Y652*

Pat_40 Post-Resistance AFAP1 60312 37 4 7770626 7770626 Missense_Mutation SNP C T 30 97 c.2111G>A c.(2110-2112)AGC>AAC p.S704N

Pat_40 Post-Resistance CPEB2 132864 37 4 15063811 15063811 Missense_Mutation SNP C T 167 518 c.1469C>T c.(1468-1470)TCC>TTC p.S490F

Pat_40 Post-Resistance RBPJ 3516 37 4 26431526 26431526 Missense_Mutation SNP C T 10 33 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_40 Post-Resistance GUF1 60558 37 4 44691864 44691864 Missense_Mutation SNP G A 44 111 c.1207G>A c.(1207-1209)GGA>AGA p.G403R

Pat_40 Post-Resistance UGT2B28 54490 37 4 70146351 70146351 Missense_Mutation SNP G A 150 338 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_40 Post-Resistance UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 49 177 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_40 Post-Resistance ALB 213 37 4 74285291 74285291 Missense_Mutation SNP G A 81 61 c.1720G>A c.(1720-1722)GAT>AAT p.D574N

Pat_40 Post-Resistance FRAS1 80144 37 4 79301056 79301056 Missense_Mutation SNP G A 43 53 c.3469G>A c.(3469-3471)GGA>AGA p.G1157R

Pat_40 Post-Resistance BMP2K 55589 37 4 79832861 79832861 Missense_Mutation SNP G T 65 256 c.3160G>T c.(3160-3162)GAT>TAT p.D1054Y

Pat_40 Post-Resistance BMP3 651 37 4 81967248 81967248 Missense_Mutation SNP G A 127 93 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Post-Resistance RASGEF1B 153020 37 4 82378748 82378748 Missense_Mutation SNP T A 25 252 c.205A>T c.(205-207)AGT>TGT p.S69C

Pat_40 Post-Resistance HPSE 10855 37 4 84230632 84230632 Missense_Mutation SNP G A 5 195 c.907C>T c.(907-909)CGG>TGG p.R303W

Pat_40 Post-Resistance ADH1B 125 37 4 100232022 100232022 Missense_Mutation SNP C T 78 250 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_40 Post-Resistance ADH7 131 37 4 100349774 100349774 Missense_Mutation SNP C T 131 324 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_40 Post-Resistance CENPE 1062 37 4 104072535 104072535 Splice_Site SNP C T 7 14 c.3238_splice c.e26-1 p.T1080_splice

Pat_40 Post-Resistance EGF 1950 37 4 110883099 110883099 Missense_Mutation SNP C T 218 159 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_40 Post-Resistance EGF 1950 37 4 110884429 110884430 Missense_Mutation DNP GG AA 109 129 c.1413_1414GG>AAc.(1411-1416)CTGGAT>CTAAATp.D472N

Pat_40 Post-Resistance LARP7 51574 37 4 113568238 113568238 Missense_Mutation SNP C T 49 182 c.601C>T c.(601-603)CCT>TCT p.P201S



Pat_40 Post-Resistance PHF17 79960 37 4 129773398 129773398 Missense_Mutation SNP A G 14 148 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_40 Post-Resistance TBC1D9 23158 37 4 141590792 141590792 Missense_Mutation SNP T C 14 43 c.1433A>G c.(1432-1434)AAA>AGA p.K478R

Pat_40 Post-Resistance MAB21L2 10586 37 4 151504863 151504863 Missense_Mutation SNP G A 51 37 c.682G>A c.(682-684)GAC>AAC p.D228N

Pat_40 Post-Resistance TLR2 7097 37 4 154625141 154625141 Missense_Mutation SNP C T 30 34 c.1082C>T c.(1081-1083)TCA>TTA p.S361L

Pat_40 Post-Resistance RBM46 166863 37 4 155719334 155719334 Missense_Mutation SNP C T 47 136 c.523C>T c.(523-525)CCA>TCA p.P175S

Pat_40 Post-Resistance GUCY1A3 2982 37 4 156618119 156618119 Missense_Mutation SNP G A 19 53 c.100G>A c.(100-102)GCA>ACA p.A34T

Pat_40 Post-Resistance GRIA2 2891 37 4 158284078 158284078 Missense_Mutation SNP G A 42 148 c.2534G>A c.(2533-2535)CGA>CAA p.R845Q

Pat_40 Post-Resistance TLL1 7092 37 4 166963247 166963247 Missense_Mutation SNP C T 94 267 c.1330C>T c.(1330-1332)CGT>TGT p.R444C

Pat_40 Post-Resistance DDX60 55601 37 4 169227743 169227743 Nonsense_Mutation SNP C T 42 203 c.393G>A c.(391-393)TGG>TGA p.W131*

Pat_40 Post-Resistance PALLD 23022 37 4 169630191 169630191 Missense_Mutation SNP C A 18 275 c.1514C>A c.(1513-1515)ACC>AAC p.T505N

Pat_40 Post-Resistance NEK1 4750 37 4 170506576 170506576 Missense_Mutation SNP C T 25 48 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_40 Post-Resistance C4orf41 60684 37 4 184598649 184598649 Missense_Mutation SNP G A 66 192 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_40 Post-Resistance FAT1 2195 37 4 187541333 187541333 Missense_Mutation SNP G A 35 105 c.6407C>T c.(6406-6408)TCA>TTA p.S2136L

Pat_40 Post-Resistance AHRR 57491 37 5 433016 433016 Missense_Mutation SNP C A 3 5 c.1132C>A c.(1132-1134)CTC>ATC p.L378I

Pat_40 Post-Resistance ADAMTS16 170690 37 5 5262860 5262860 Missense_Mutation SNP G A 41 109 c.2753G>A c.(2752-2754)GGG>GAG p.G918E

Pat_40 Post-Resistance FASTKD3 79072 37 5 7859553 7859553 Missense_Mutation SNP C T 37 73 c.1984G>A c.(1984-1986)GAA>AAA p.E662K

Pat_40 Post-Resistance MTRR 4552 37 5 7892881 7892881 Missense_Mutation SNP A G 286 188 c.1493A>G c.(1492-1494)AAC>AGC p.N498S

Pat_40 Post-Resistance DNAH5 1767 37 5 13700913 13700913 Nonsense_Mutation SNP C T 151 133 c.13559G>A c.(13558-13560)TGG>TAG p.W4520*

Pat_40 Post-Resistance DNAH5 1767 37 5 13823473 13823473 Missense_Mutation SNP C T 18 58 c.6586G>A c.(6586-6588)GAG>AAG p.E2196K

Pat_40 Post-Resistance GOLPH3 64083 37 5 32126541 32126541 Missense_Mutation SNP C G 101 106 c.674G>C c.(673-675)TGG>TCG p.W225S

Pat_40 Post-Resistance C9 735 37 5 39311479 39311479 Missense_Mutation SNP C T 44 85 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Post-Resistance ITGA1 3672 37 5 52221138 52221138 Missense_Mutation SNP G A 38 126 c.2434G>A c.(2434-2436)GAA>AAA p.E812K

Pat_40 Post-Resistance DDX4 54514 37 5 55110910 55110910 Missense_Mutation SNP C T 116 296 c.1897C>T c.(1897-1899)CGT>TGT p.R633C

Pat_40 Post-Resistance F2RL1 2150 37 5 76128587 76128587 Missense_Mutation SNP G A 53 120 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_40 Post-Resistance GPR98 84059 37 5 89990494 89990494 Missense_Mutation SNP G A 48 37 c.7921G>A c.(7921-7923)GGA>AGA p.G2641R

Pat_40 Post-Resistance MCTP1 79772 37 5 94204141 94204141 Missense_Mutation SNP A C 47 84 c.2333T>G c.(2332-2334)TTT>TGT p.F778C

Pat_40 Post-Resistance EPB41L4A 64097 37 5 111545588 111545588 Splice_Site SNP C T 63 63 c.1178_splice c.e13+1 p.S393_splice

Pat_40 Post-Resistance MCC 4163 37 5 112824014 112824014 Missense_Mutation SNP C T 3 44 c.98G>A c.(97-99)AGC>AAC p.S33N

Pat_40 Post-Resistance FAM170A 340069 37 5 118969746 118969746 Missense_Mutation SNP T G 67 58 c.303T>G c.(301-303)CAT>CAG p.H101Q

Pat_40 Post-Resistance FTMT 94033 37 5 121188229 121188229 Missense_Mutation SNP G A 64 178 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_40 Post-Resistance P4HA2 8974 37 5 131545009 131545009 Missense_Mutation SNP C A 93 75 c.725G>T c.(724-726)CGA>CTA p.R242L

Pat_40 Post-Resistance KIF3A 11127 37 5 132037886 132037886 Missense_Mutation SNP C T 54 143 c.1696G>A c.(1696-1698)GAA>AAA p.E566K

Pat_40 Post-Resistance TIFAB 497189 37 5 134785386 134785386 Missense_Mutation SNP C T 61 113 c.244G>A c.(244-246)GGC>AGC p.G82S

Pat_40 Post-Resistance KLHL3 26249 37 5 136974690 136974691 Missense_Mutation DNP CC TT 23 65 c.1170_1171GG>AAc.(1168-1173)GCGGTG>GCAATGp.V391M

Pat_40 Post-Resistance PCDHA2 56146 37 5 140175006 140175006 Missense_Mutation SNP C T 43 24 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_40 Post-Resistance PCDHA3 56145 37 5 140182748 140182748 Missense_Mutation SNP G A 30 75 c.1966G>A c.(1966-1968)GAA>AAA p.E656K

Pat_40 Post-Resistance PCDHA4 56144 37 5 140187721 140187721 Missense_Mutation SNP G A 45 140 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_40 Post-Resistance PCDHA5 56143 37 5 140202835 140202835 Missense_Mutation SNP C T 39 85 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_40 Post-Resistance PCDHA10 56139 37 5 140237555 140237555 Missense_Mutation SNP C T 25 15 c.1922C>T c.(1921-1923)TCG>TTG p.S641L

Pat_40 Post-Resistance PCDHB6 56130 37 5 140530709 140530709 Missense_Mutation SNP G A 100 76 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Post-Resistance PCDHB6 56130 37 5 140531786 140531786 Missense_Mutation SNP C T 9 54 c.1948C>T c.(1948-1950)CGC>TGC p.R650C

Pat_40 Post-Resistance PCDHGB2 56103 37 5 140741165 140741165 Missense_Mutation SNP C T 28 20 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_40 Post-Resistance PCDHGB3 56102 37 5 140750571 140750571 Missense_Mutation SNP G A 36 23 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_40 Post-Resistance PCDHGA8 9708 37 5 140773695 140773695 Missense_Mutation SNP G A 3 70 c.1315G>A c.(1315-1317)GCT>ACT p.A439T

Pat_40 Post-Resistance PCDHGC5 56097 37 5 140869774 140869774 Missense_Mutation SNP C T 3 61 c.967C>T c.(967-969)CGT>TGT p.R323C

Pat_40 Post-Resistance ARHGAP26 23092 37 5 142311641 142311641 Missense_Mutation SNP C T 50 168 c.1058C>T c.(1057-1059)TCG>TTG p.S353L

Pat_40 Post-Resistance FBXO38 81545 37 5 147778639 147778639 Missense_Mutation SNP G A 89 144 c.206G>A c.(205-207)CGA>CAA p.R69Q



Pat_40 Post-Resistance CSF1R 1436 37 5 149460399 149460399 Missense_Mutation SNP C T 3 27 c.238G>A c.(238-240)GGG>AGG p.G80R

Pat_40 Post-Resistance SLC36A2 153201 37 5 150704953 150704953 Missense_Mutation SNP C T 25 40 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Post-Resistance SLIT3 6586 37 5 168135006 168135006 Missense_Mutation SNP C T 4 79 c.2819G>A c.(2818-2820)CGC>CAC p.R940H

Pat_40 Post-Resistance CCDC99 54908 37 5 169015538 169015538 Nonsense_Mutation SNP C T 53 179 c.118C>T c.(118-120)CAA>TAA p.Q40*

Pat_40 Post-Resistance DOCK2 1794 37 5 169461444 169461444 Missense_Mutation SNP C T 5 139 c.3509C>T c.(3508-3510)TCG>TTG p.S1170L

Pat_40 Post-Resistance CPLX2 10814 37 5 175305922 175305922 Missense_Mutation SNP G A 12 31 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_40 Post-Resistance NSD1 64324 37 5 176631253 176631253 Missense_Mutation SNP G A 29 69 c.1196G>A c.(1195-1197)AGG>AAG p.R399K

Pat_40 Post-Resistance DOK3 79930 37 5 176931802 176931802 Missense_Mutation SNP C T 14 35 c.755G>A c.(754-756)GGC>GAC p.G252D

Pat_40 Post-Resistance BTNL8 79908 37 5 180377053 180377053 Missense_Mutation SNP G A 16 66 c.1012G>A c.(1012-1014)GCA>ACA p.A338T

Pat_40 Post-Resistance BTNL3 10917 37 5 180424335 180424335 Missense_Mutation SNP G A 13 50 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_40 Post-Resistance BTNL3 10917 37 5 180432588 180432588 Missense_Mutation SNP C T 89 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_40 Post-Resistance GNB2L1 10399 37 5 180666075 180666075 Missense_Mutation SNP C T 138 270 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_40 Post-Resistance EXOC2 55770 37 6 572614 572614 Missense_Mutation SNP G A 56 65 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_40 Post-Resistance WRNIP1 56897 37 6 2766550 2766550 Missense_Mutation SNP C T 3 52 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_40 Post-Resistance RANBP9 10048 37 6 13634740 13634741 Missense_Mutation DNP CC TT 66 80 c.1717_1718GG>AAc.(1717-1719)GGA>AAA p.G573K

Pat_40 Post-Resistance NUP153 9972 37 6 17675825 17675825 Missense_Mutation SNP C T 33 128 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_40 Post-Resistance CDKAL1 54901 37 6 21201495 21201495 Missense_Mutation SNP G T 8 172 c.1538G>T c.(1537-1539)GGT>GTT p.G513V

Pat_40 Post-Resistance GPLD1 2822 37 6 24445860 24445860 Missense_Mutation SNP C T 50 62 c.1934G>A c.(1933-1935)GGG>GAG p.G645E

Pat_40 Post-Resistance HIST1H2BC 8347 37 6 26123919 26123919 Missense_Mutation SNP C T 219 313 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_40 Post-Resistance OR5V1 81696 37 6 29323822 29323822 Missense_Mutation SNP T A 27 332 c.151A>T c.(151-153)ACT>TCT p.T51S

Pat_40 Post-Resistance CCHCR1 54535 37 6 31124662 31124662 Missense_Mutation SNP T C 4 149 c.76A>G c.(76-78)AGA>GGA p.R26G

Pat_40 Post-Resistance HLA-B 3106 37 6 31322904 31322904 Missense_Mutation SNP A T 79 145 c.992T>A c.(991-993)ATG>AAG p.M331K

Pat_40 Post-Resistance MSH5 4439 37 6 31727727 31727727 Missense_Mutation SNP C T 15 30 c.1660C>T c.(1660-1662)CTT>TTT p.L554F

Pat_40 Post-Resistance C6orf27 80737 37 6 31735258 31735259 Missense_Mutation DNP GG AA 23 70 c.1669_1670CC>TT c.(1669-1671)CCT>TTT p.P557F

Pat_40 Post-Resistance PBX2 5089 37 6 32157623 32157623 Missense_Mutation SNP C T 7 15 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_40 Post-Resistance ZNF318 24149 37 6 43323693 43323693 Missense_Mutation SNP G A 28 120 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_40 Post-Resistance CAPN11 11131 37 6 44144035 44144035 Missense_Mutation SNP C T 76 143 c.961C>T c.(961-963)CCC>TCC p.P321S

Pat_40 Post-Resistance RCAN2 10231 37 6 46214583 46214583 Missense_Mutation SNP G A 36 121 c.335C>T c.(334-336)TCG>TTG p.S112L

Pat_40 Post-Resistance GPR116 221395 37 6 46827142 46827142 Missense_Mutation SNP G A 41 88 c.2498C>T c.(2497-2499)TCC>TTC p.S833F

Pat_40 Post-Resistance GSTA1 2938 37 6 52658965 52658965 Missense_Mutation SNP G C 31 465 c.372C>G c.(370-372)ATC>ATG p.I124M

Pat_40 Post-Resistance TINAG 27283 37 6 54173703 54173703 Missense_Mutation SNP G A 93 86 c.355G>A c.(355-357)GGT>AGT p.G119S

Pat_40 Post-Resistance BAI3 577 37 6 69665943 69665943 Missense_Mutation SNP C T 29 81 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_40 Post-Resistance FAM135A 57579 37 6 71238035 71238035 Missense_Mutation SNP C T 75 74 c.3655C>T c.(3655-3657)CCT>TCT p.P1219S

Pat_40 Post-Resistance FAM135A 57579 37 6 71266500 71266500 Missense_Mutation SNP C T 81 147 c.4276C>T c.(4276-4278)CGC>TGC p.R1426C

Pat_40 Post-Resistance COL12A1 1303 37 6 75822998 75822998 Missense_Mutation SNP C A 57 266 c.7872G>T c.(7870-7872)AAG>AAT p.K2624N

Pat_40 Post-Resistance FILIP1 27145 37 6 76022621 76022621 Missense_Mutation SNP C T 64 58 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_40 Post-Resistance PRSS35 167681 37 6 84234328 84234328 Missense_Mutation SNP C T 46 29 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_40 Post-Resistance GRIK2 2898 37 6 102503320 102503320 Missense_Mutation SNP C A 35 98 c.2427C>A c.(2425-2427)AGC>AGA p.S809R

Pat_40 Post-Resistance LAMA4 3910 37 6 112476887 112476887 Missense_Mutation SNP C T 168 160 c.1839G>A c.(1837-1839)ATG>ATA p.M613I

Pat_40 Post-Resistance ROS1 6098 37 6 117662453 117662453 Missense_Mutation SNP C T 73 94 c.4924G>A c.(4924-4926)GAA>AAA p.E1642K

Pat_40 Post-Resistance FAM184A 79632 37 6 119295618 119295618 Missense_Mutation SNP C T 102 187 c.2890G>A c.(2890-2892)GAA>AAA p.E964K

Pat_40 Post-Resistance VNN2 8875 37 6 133078678 133078678 Missense_Mutation SNP C T 57 124 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_40 Post-Resistance BCLAF1 9774 37 6 136599171 136599171 Missense_Mutation SNP C T 11 54 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_40 Post-Resistance MAP7 9053 37 6 136683834 136683834 Missense_Mutation SNP G T 3 22 c.1280C>A c.(1279-1281)CCA>CAA p.P427Q

Pat_40 Post-Resistance SHPRH 257218 37 6 146276260 146276260 Missense_Mutation SNP G A 48 74 c.199C>T c.(199-201)CAC>TAC p.H67Y

Pat_40 Post-Resistance ZBTB2 57621 37 6 151687684 151687684 Missense_Mutation SNP C T 26 27 c.517G>A c.(517-519)GAG>AAG p.E173K

Pat_40 Post-Resistance TULP4 56995 37 6 158923439 158923439 Missense_Mutation SNP C T 28 42 c.2744C>T c.(2743-2745)ACC>ATC p.T915I



Pat_40 Post-Resistance IGF2R 3482 37 6 160455485 160455485 Nonsense_Mutation SNP G T 4 132 c.1246G>T c.(1246-1248)GGA>TGA p.G416*

Pat_40 Post-Resistance IGF2R 3482 37 6 160511078 160511078 Missense_Mutation SNP G A 3 73 c.6598G>A c.(6598-6600)GAT>AAT p.D2200N

Pat_40 Post-Resistance LPA 4018 37 6 160978522 160978522 Nonsense_Mutation SNP C T 56 82 c.4713G>A c.(4711-4713)TGG>TGA p.W1571*

Pat_40 Post-Resistance LPA 4018 37 6 161020605 161020605 Missense_Mutation SNP C T 218 303 c.3214G>A c.(3214-3216)GGA>AGA p.G1072R

Pat_40 Post-Resistance PLG 5340 37 6 161143526 161143526 Missense_Mutation SNP G A 162 226 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Post-Resistance THBS2 7058 37 6 169629684 169629684 Missense_Mutation SNP C T 5 174 c.2242G>A c.(2242-2244)GGT>AGT p.G748S

Pat_40 Post-Resistance AMZ1 155185 37 7 2740383 2740383 Missense_Mutation SNP C T 33 40 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_40 Post-Resistance PHF14 9678 37 7 11209061 11209061 Missense_Mutation SNP G A 6 20 c.2791G>A c.(2791-2793)GAA>AAA p.E931K

Pat_40 Post-Resistance TMEM106B 54664 37 7 12258147 12258147 Missense_Mutation SNP C T 5 190 c.281C>T c.(280-282)ACA>ATA p.T94I

Pat_40 Post-Resistance MACC1 346389 37 7 20199595 20199595 Missense_Mutation SNP G A 33 86 c.389C>T c.(388-390)TCC>TTC p.S130F

Pat_40 Post-Resistance DNAH11 8701 37 7 21747399 21747399 Missense_Mutation SNP C T 61 84 c.6650C>T c.(6649-6651)ACA>ATA p.T2217I

Pat_40 Post-Resistance FAM188B 84182 37 7 30831178 30831178 Missense_Mutation SNP C T 26 43 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_40 Post-Resistance CCDC129 223075 37 7 31682490 31682490 Missense_Mutation SNP G A 35 130 c.1506G>A c.(1504-1506)ATG>ATA p.M502I

Pat_40 Post-Resistance PDE1C 5137 37 7 31877577 31877577 Missense_Mutation SNP C T 202 291 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_40 Post-Resistance BMPER 168667 37 7 34097762 34097762 Missense_Mutation SNP G A 78 108 c.1019G>A c.(1018-1020)AGT>AAT p.S340N

Pat_40 Post-Resistance CDK13 8621 37 7 40038988 40038988 Nonsense_Mutation SNP A T 26 109 c.2071A>T c.(2071-2073)AAA>TAA p.K691*

Pat_40 Post-Resistance ZNF713 349075 37 7 55990859 55990859 Missense_Mutation SNP C T 89 151 c.53C>T c.(52-54)TCA>TTA p.S18L

Pat_40 Post-Resistance ZNF479 90827 37 7 57187788 57187788 Missense_Mutation SNP G A 8 332 c.1334C>T c.(1333-1335)GCC>GTC p.A445V

Pat_40 Post-Resistance ZNF107 51427 37 7 64167982 64167982 Missense_Mutation SNP C T 36 167 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_40 Post-Resistance HIP1 3092 37 7 75189170 75189170 Missense_Mutation SNP G T 3 43 c.1241C>A c.(1240-1242)GCA>GAA p.A414E

Pat_40 Post-Resistance FGL2 10875 37 7 76825822 76825822 Missense_Mutation SNP C T 73 337 c.1094G>A c.(1093-1095)CGA>CAA p.R365Q

Pat_40 Post-Resistance PCLO 27445 37 7 82583350 82583350 Missense_Mutation SNP C T 112 148 c.6919G>A c.(6919-6921)GAA>AAA p.E2307K

Pat_40 Post-Resistance PCLO 27445 37 7 82585683 82585683 Missense_Mutation SNP C T 20 58 c.4586G>A c.(4585-4587)CGA>CAA p.R1529Q

Pat_40 Post-Resistance ABCB1 5243 37 7 87160681 87160681 Missense_Mutation SNP C T 68 519 c.2614G>A c.(2614-2616)GGA>AGA p.G872R

Pat_40 Post-Resistance ABCB1 5243 37 7 87175289 87175289 Missense_Mutation SNP G A 136 227 c.1777C>T c.(1777-1779)CGT>TGT p.R593C

Pat_40 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 157 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_40 Post-Resistance RELN 5649 37 7 103206793 103206794 Missense_Mutation DNP CC TT 45 218 c.4813_4814GG>AAc.(4813-4815)GGA>AAA p.G1605K

Pat_40 Post-Resistance PPP1R3A 5506 37 7 113519829 113519829 Missense_Mutation SNP C T 74 258 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_40 Post-Resistance FOXP2 93986 37 7 114292325 114292325 Missense_Mutation SNP G A 319 30 c.1162G>A c.(1162-1164)GTG>ATG p.V388M

Pat_40 Post-Resistance CFTR 1080 37 7 117232308 117232308 Missense_Mutation SNP A T 18 69 c.2087A>T c.(2086-2088)AAA>ATA p.K696I

Pat_40 Post-Resistance SLC13A1 6561 37 7 122759211 122759211 Missense_Mutation SNP A C 31 106 c.1436T>G c.(1435-1437)TTG>TGG p.L479W

Pat_40 Post-Resistance ZNF800 168850 37 7 127013826 127013826 Missense_Mutation SNP G A 57 260 c.1564C>T c.(1564-1566)CCT>TCT p.P522S

Pat_40 Post-Resistance TSPAN33 340348 37 7 128806635 128806635 Missense_Mutation SNP G A 302 22 c.476G>A c.(475-477)GGG>GAG p.G159E

Pat_40 Post-Resistance DGKI 9162 37 7 137080445 137080445 Splice_Site SNP T A 4 99 c.2982_splice c.e33-1 p.T994_splice

Pat_40 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 311 34 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_40 Post-Resistance KEL 3792 37 7 142640960 142640961 Missense_Mutation DNP CC TT 6 45 c.1501_1502GG>AAc.(1501-1503)GGA>AAA p.G501K

Pat_40 Post-Resistance TAS2R41 259287 37 7 143175722 143175722 Missense_Mutation SNP G A 48 230 c.757G>A c.(757-759)GAT>AAT p.D253N

Pat_40 Post-Resistance LOC441294 441294 37 7 143270156 143270156 Missense_Mutation SNP C T 26 326 c.1246C>T c.(1246-1248)CTT>TTT p.L416F

Pat_40 Post-Resistance ZNF282 8427 37 7 148895647 148895647 Missense_Mutation SNP G A 4 100 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_40 Post-Resistance ZNF777 27153 37 7 149152312 149152312 Missense_Mutation SNP A G 17 107 c.802T>C c.(802-804)TGG>CGG p.W268R

Pat_40 Post-Resistance C7orf29 113763 37 7 150027503 150027503 Missense_Mutation SNP C T 4 178 c.10C>T c.(10-12)CGC>TGC p.R4C

Pat_40 Post-Resistance MLL3 58508 37 7 151879283 151879283 Missense_Mutation SNP T A 56 187 c.5662A>T c.(5662-5664)AAC>TAC p.N1888Y

Pat_40 Post-Resistance MLL3 58508 37 7 151919131 151919131 Missense_Mutation SNP C T 90 446 c.3454G>A c.(3454-3456)GAA>AAA p.E1152K

Pat_40 Post-Resistance CSMD1 64478 37 8 2824251 2824251 Missense_Mutation SNP G A 26 49 c.8944C>T c.(8944-8946)CCT>TCT p.P2982S

Pat_40 Post-Resistance CSMD1 64478 37 8 3081309 3081309 Missense_Mutation SNP C T 52 96 c.4429G>A c.(4429-4431)GAA>AAA p.E1477K

Pat_40 Post-Resistance CSMD1 64478 37 8 3224730 3224730 Missense_Mutation SNP G A 8 18 c.2942C>T c.(2941-2943)TCC>TTC p.S981F

Pat_40 Post-Resistance XPO7 23039 37 8 21857050 21857050 Missense_Mutation SNP T G 96 155 c.2647T>G c.(2647-2649)TAC>GAC p.Y883D



Pat_40 Post-Resistance TNFRSF10A 8797 37 8 23049398 23049398 Missense_Mutation SNP C T 74 122 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_40 Post-Resistance ADAM7 8756 37 8 24324428 24324428 Missense_Mutation SNP C T 99 158 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_40 Post-Resistance NEFM 4741 37 8 24775836 24775836 Missense_Mutation SNP G A 9 9 c.2468G>A c.(2467-2469)AGG>AAG p.R823K

Pat_40 Post-Resistance DDHD2 23259 37 8 38092070 38092070 Missense_Mutation SNP C T 109 149 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_40 Post-Resistance SNAI2 6591 37 8 49832783 49832783 Missense_Mutation SNP G C 44 257 c.297C>G c.(295-297)CAC>CAG p.H99Q

Pat_40 Post-Resistance PXDNL 137902 37 8 52320967 52320967 Missense_Mutation SNP C T 48 7 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_40 Post-Resistance RP1 6101 37 8 55537556 55537557 Nonsense_Mutation DNP AG TA 64 55 c.1114_1115AG>TA c.(1114-1116)AGA>TAA p.R372*

Pat_40 Post-Resistance RP1 6101 37 8 55539350 55539350 Missense_Mutation SNP G A 141 42 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_40 Post-Resistance RP1 6101 37 8 55542726 55542726 Missense_Mutation SNP A G 8 310 c.6284A>G c.(6283-6285)TAC>TGC p.Y2095C

Pat_40 Post-Resistance CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 43 402 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_40 Post-Resistance VCPIP1 80124 37 8 67579161 67579161 Missense_Mutation SNP C A 4 22 c.33G>T c.(31-33)TTG>TTT p.L11F

Pat_40 Post-Resistance CPA6 57094 37 8 68346290 68346290 Missense_Mutation SNP G A 90 565 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_40 Post-Resistance PREX2 80243 37 8 69028131 69028131 Missense_Mutation SNP C T 96 553 c.3290C>T c.(3289-3291)TCT>TTT p.S1097F

Pat_40 Post-Resistance RPL7 6129 37 8 74203316 74203316 Missense_Mutation SNP T C 4 178 c.710A>G c.(709-711)GAG>GGG p.E237G

Pat_40 Post-Resistance HNF4G 3174 37 8 76470899 76470899 Missense_Mutation SNP G A 63 543 c.739G>A c.(739-741)GAT>AAT p.D247N

Pat_40 Post-Resistance HEY1 23462 37 8 80677704 80677705 Missense_Mutation DNP CC TT 6 85 c.633_634GG>AAc.(631-636)ACGGAA>ACAAAA p.E212K

Pat_40 Post-Resistance C8orf47 203111 37 8 99102024 99102024 Missense_Mutation SNP G A 9 121 c.779G>A c.(778-780)AGA>AAA p.R260K

Pat_40 Post-Resistance STK3 6788 37 8 99718703 99718703 Missense_Mutation SNP G A 93 31 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_40 Post-Resistance RIMS2 9699 37 8 104987692 104987692 Missense_Mutation SNP G A 30 270 c.2219G>A c.(2218-2220)GGA>GAA p.G740E

Pat_40 Post-Resistance RIMS2 9699 37 8 105263859 105263859 Missense_Mutation SNP G A 315 253 c.3915G>A c.(3913-3915)ATG>ATA p.M1305I

Pat_40 Post-Resistance NRBP2 340371 37 8 144920908 144920908 Missense_Mutation SNP C T 4 54 c.784G>A c.(784-786)GTC>ATC p.V262I

Pat_40 Post-Resistance PTPRD 5789 37 9 8636785 8636785 Missense_Mutation SNP A T 130 14 c.124T>A c.(124-126)TCT>ACT p.S42T

Pat_40 Post-Resistance MPDZ 8777 37 9 13217180 13217180 Missense_Mutation SNP C A 24 4 c.1200G>T c.(1198-1200)TTG>TTT p.L400F

Pat_40 Post-Resistance UNC13B 10497 37 9 35313966 35313966 Missense_Mutation SNP G T 23 207 c.1147G>T c.(1147-1149)GTT>TTT p.V383F

Pat_40 Post-Resistance SHB 6461 37 9 38016038 38016038 Missense_Mutation SNP C T 84 34 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_40 Post-Resistance LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 8 114 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_40 Post-Resistance CENPP 401541 37 9 95373672 95373672 Missense_Mutation SNP C T 8 17 c.641C>T c.(640-642)CCA>CTA p.P214L

Pat_40 Post-Resistance SNX30 401548 37 9 115567122 115567122 Missense_Mutation SNP C T 5 195 c.223C>T c.(223-225)CTC>TTC p.L75F

Pat_40 Post-Resistance OR1N1 138883 37 9 125288794 125288794 Missense_Mutation SNP G A 64 8 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_40 Post-Resistance HSPA5 3309 37 9 128003071 128003071 Missense_Mutation SNP C T 3 87 c.238G>A c.(238-240)GCC>ACC p.A80T

Pat_40 Post-Resistance ANGPTL2 23452 37 9 129856164 129856164 Missense_Mutation SNP C T 3 98 c.859G>A c.(859-861)GAC>AAC p.D287N

Pat_40 Post-Resistance SLC2A8 29988 37 9 130167241 130167241 Missense_Mutation SNP C T 15 41 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_40 Post-Resistance LRSAM1 90678 37 9 130241696 130241696 Missense_Mutation SNP G A 3 65 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_40 Post-Resistance C9orf78 51759 37 9 132594217 132594217 Missense_Mutation SNP G A 80 102 c.302C>T c.(301-303)TCG>TTG p.S101L

Pat_40 Post-Resistance RAPGEF1 2889 37 9 134514084 134514084 Missense_Mutation SNP C T 60 95 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_40 Post-Resistance WDR5 11091 37 9 137007527 137007527 Missense_Mutation SNP C T 38 38 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_40 Post-Resistance COL5A1 1289 37 9 137582859 137582859 Missense_Mutation SNP C T 17 17 c.211C>T c.(211-213)CCG>TCG p.P71S

Pat_40 Post-Resistance NOTCH1 4851 37 9 139413213 139413213 Missense_Mutation SNP C T 3 50 c.929G>A c.(928-930)GGG>GAG p.G310E

Pat_40 Post-Resistance TPRN 286262 37 9 140087077 140087077 Missense_Mutation SNP C T 13 10 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_40 Post-Resistance TUBB2C 10383 37 9 140137584 140137585 Missense_Mutation DNP CC TT 55 54 c.914_915CC>TT c.(913-915)CCC>CTT p.P305L

Pat_40 Post-Resistance NLGN4X 57502 37 X 5810998 5810998 Missense_Mutation SNP T A 59 205 c.2311A>T c.(2311-2313)ATC>TTC p.I771F

Pat_40 Post-Resistance TLR7 51284 37 X 12903805 12903805 Missense_Mutation SNP C T 159 179 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_40 Post-Resistance TCEANC 170082 37 X 13681166 13681166 Missense_Mutation SNP T C 180 312 c.539T>C c.(538-540)CTT>CCT p.L180P

Pat_40 Post-Resistance KLHL15 80311 37 X 24024498 24024498 Missense_Mutation SNP G A 53 216 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_40 Post-Resistance DCAF8L2 347442 37 X 27766412 27766412 Missense_Mutation SNP G A 29 33 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_40 Post-Resistance MAGEB1 4112 37 X 30269469 30269469 Missense_Mutation SNP G A 61 94 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_40 Post-Resistance DMD 1756 37 X 32361316 32361316 Missense_Mutation SNP A T 58 142 c.5674T>A c.(5674-5676)TGC>AGC p.C1892S



Pat_40 Post-Resistance CXorf22 170063 37 X 35974281 35974281 Missense_Mutation SNP G A 39 59 c.1378G>A c.(1378-1380)GAA>AAA p.E460K

Pat_40 Post-Resistance OTC 5009 37 X 38212016 38212016 Nonsense_Mutation SNP C T 76 93 c.67C>T c.(67-69)CGA>TGA p.R23*

Pat_40 Post-Resistance MED14 9282 37 X 40518681 40518681 Missense_Mutation SNP C T 49 62 c.3863G>A c.(3862-3864)AGA>AAA p.R1288K

Pat_40 Post-Resistance RBM10 8241 37 X 47045530 47045530 Missense_Mutation SNP C G 25 44 c.2497C>G c.(2497-2499)CCC>GCC p.P833A

Pat_40 Post-Resistance LOC100133957 100133957 37 X 47518383 47518384 Missense_Mutation DNP CT AA 26 69 c.59_60CT>AA c.(58-60)CCT>CAA p.P20Q

Pat_40 Post-Resistance ZNF81 347344 37 X 47774499 47774499 Missense_Mutation SNP C T 25 35 c.454C>T c.(454-456)CGC>TGC p.R152C

Pat_40 Post-Resistance CACNA1F 778 37 X 49066097 49066097 Missense_Mutation SNP C T 5 23 c.4846G>A c.(4846-4848)GCC>ACC p.A1616T

Pat_40 Post-Resistance ITIH5L 347365 37 X 54823498 54823498 Missense_Mutation SNP G A 36 52 c.134C>T c.(133-135)ACG>ATG p.T45M

Pat_40 Post-Resistance TRO 7216 37 X 54949440 54949440 Missense_Mutation SNP C T 19 45 c.475C>T c.(475-477)CAT>TAT p.H159Y

Pat_40 Post-Resistance SPIN4 139886 37 X 62570220 62570220 Missense_Mutation SNP G A 78 229 c.479C>T c.(478-480)CCT>CTT p.P160L

Pat_40 Post-Resistance PJA1 64219 37 X 68381748 68381748 Missense_Mutation SNP C T 28 107 c.1334G>A c.(1333-1335)CGA>CAA p.R445Q

Pat_40 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 6 137 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_40 Post-Resistance KIAA2022 340533 37 X 73963813 73963813 Missense_Mutation SNP C T 6 7 c.579G>A c.(577-579)ATG>ATA p.M193I

Pat_40 Post-Resistance ABCB7 22 37 X 74273345 74273345 Missense_Mutation SNP T C 12 8 c.2119A>G c.(2119-2121)ACA>GCA p.T707A

Pat_40 Post-Resistance DACH2 117154 37 X 85403846 85403846 Missense_Mutation SNP C A 30 127 c.222C>A c.(220-222)CAC>CAA p.H74Q

Pat_40 Post-Resistance RAB40A 142684 37 X 102754855 102754855 Missense_Mutation SNP G A 21 54 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_40 Post-Resistance NRK 203447 37 X 105152811 105152811 Missense_Mutation SNP G A 24 64 c.1178G>A c.(1177-1179)AGG>AAG p.R393K

Pat_40 Post-Resistance COL4A5 1287 37 X 107865120 107865120 Missense_Mutation SNP A T 32 38 c.2765A>T c.(2764-2766)AAA>ATA p.K922I

Pat_40 Post-Resistance SLC6A14 11254 37 X 115588809 115588809 Missense_Mutation SNP G A 170 375 c.1649G>A c.(1648-1650)AGA>AAA p.R550K

Pat_40 Post-Resistance KIAA1210 57481 37 X 118223262 118223262 Missense_Mutation SNP G A 16 39 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_40 Post-Resistance KIAA1210 57481 37 X 118227657 118227657 Missense_Mutation SNP C T 11 55 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_40 Post-Resistance THOC2 57187 37 X 122774460 122774460 Missense_Mutation SNP C T 84 212 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_40 Post-Resistance ODZ1 10178 37 X 123514532 123514532 Missense_Mutation SNP C T 198 210 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_40 Post-Resistance USP26 83844 37 X 132159788 132159788 Missense_Mutation SNP C A 28 99 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_40 Post-Resistance USP26 83844 37 X 132159790 132159790 Missense_Mutation SNP C A 24 93 c.2459G>T c.(2458-2460)GGA>GTA p.G820V

Pat_40 Post-Resistance GPR112 139378 37 X 135430610 135430610 Missense_Mutation SNP C T 70 172 c.4745C>T c.(4744-4746)TCC>TTC p.S1582F

Pat_40 Post-Resistance ATP11C 286410 37 X 138870439 138870439 Missense_Mutation SNP C T 66 104 c.1441G>A c.(1441-1443)GAT>AAT p.D481N

Pat_40 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 8 179 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_40 Post-Resistance MAGEC1 9947 37 X 140994585 140994585 Missense_Mutation SNP A T 9 186 c.1395A>T c.(1393-1395)AGA>AGT p.R465S

Pat_40 Post-Resistance SPANXN1 494118 37 X 144337239 144337239 Nonsense_Mutation SNP A T 57 38 c.124A>T c.(124-126)AAG>TAG p.K42*

Pat_40 Post-Resistance MAGEA12 4111 37 X 151900242 151900242 Missense_Mutation SNP C T 88 124 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_40 Post-Resistance SRPK3 26576 37 X 153049213 153049213 Missense_Mutation SNP G A 3 34 c.781G>A c.(781-783)GGT>AGT p.G261S

Pat_40 Post-Resistance MPP1 4354 37 X 154011765 154011765 Missense_Mutation SNP G A 26 49 c.883C>T c.(883-885)CGC>TGC p.R295C

Pat_40 Post-Resistance RAB39B 116442 37 X 154490329 154490329 Missense_Mutation SNP G T 66 131 c.401C>A c.(400-402)ACT>AAT p.T134N

Pat_41 Pre-Treatment CHD5 26038 37 1 6166767 6166767 Missense_Mutation SNP C T 4 84 c.5651G>A c.(5650-5652)CGC>CAC p.R1884H

Pat_41 Pre-Treatment TAS1R1 80835 37 1 6634701 6634701 Missense_Mutation SNP C T 4 173 c.509C>T c.(508-510)GCG>GTG p.A170V

Pat_41 Pre-Treatment ENO1 2023 37 1 8924017 8924017 Missense_Mutation SNP C T 8 612 c.1000G>A c.(1000-1002)GAG>AAG p.E334K

Pat_41 Pre-Treatment VPS13D 55187 37 1 12368580 12368580 Missense_Mutation SNP G A 5 449 c.6532G>A c.(6532-6534)GCA>ACA p.A2178T

Pat_41 Pre-Treatment EPHA2 1969 37 1 16475418 16475418 Missense_Mutation SNP C T 5 197 c.278G>A c.(277-279)CGT>CAT p.R93H

Pat_41 Pre-Treatment MST1P9 11223 37 1 17085865 17085865 Missense_Mutation SNP A G 3 61 c.956T>C c.(955-957)CTC>CCC p.L319P

Pat_41 Pre-Treatment ALDH4A1 8659 37 1 19201071 19201071 Missense_Mutation SNP C T 4 200 c.1465G>A c.(1465-1467)GTC>ATC p.V489I

Pat_41 Pre-Treatment HSPG2 3339 37 1 22188296 22188296 Missense_Mutation SNP G A 4 58 c.4909C>T c.(4909-4911)CGC>TGC p.R1637C

Pat_41 Pre-Treatment C1orf172 126695 37 1 27277919 27277919 Missense_Mutation SNP C T 5 35 c.953G>A c.(952-954)GGT>GAT p.G318D

Pat_41 Pre-Treatment TFAP2E 339488 37 1 36054105 36054105 Missense_Mutation SNP C T 6 338 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_41 Pre-Treatment KIAA0754 643314 37 1 39879806 39879806 Missense_Mutation SNP T C 3 43 c.3869T>C c.(3868-3870)CTA>CCA p.L1290P

Pat_41 Pre-Treatment KIAA0754 643314 37 1 39879817 39879817 Missense_Mutation SNP G A 4 37 c.3880G>A c.(3880-3882)GCC>ACC p.A1294T

Pat_41 Pre-Treatment CYP4B1 1580 37 1 47282803 47282803 Missense_Mutation SNP G A 4 121 c.1154G>A c.(1153-1155)CGC>CAC p.R385H



Pat_41 Pre-Treatment ELAVL4 1996 37 1 50610767 50610767 Missense_Mutation SNP G A 4 225 c.148G>A c.(148-150)GTC>ATC p.V50I

Pat_41 Pre-Treatment ZCCHC11 23318 37 1 52991639 52991639 Missense_Mutation SNP G A 5 447 c.314C>T c.(313-315)CCG>CTG p.P105L

Pat_41 Pre-Treatment KANK4 163782 37 1 62737205 62737205 Missense_Mutation SNP G A 4 234 c.1957C>T c.(1957-1959)CGT>TGT p.R653C

Pat_41 Pre-Treatment JAK1 3716 37 1 65312338 65312338 Missense_Mutation SNP C T 4 71 c.1981G>A c.(1981-1983)GTG>ATG p.V661M

Pat_41 Pre-Treatment ST6GALNAC3 256435 37 1 76779652 76779652 Missense_Mutation SNP C T 15 154 c.181C>T c.(181-183)CAC>TAC p.H61Y

Pat_41 Pre-Treatment CELSR2 1952 37 1 109812339 109812339 Missense_Mutation SNP C T 4 191 c.7004C>T c.(7003-7005)TCG>TTG p.S2335L

Pat_41 Pre-Treatment PSMA5 5686 37 1 109957975 109957975 Missense_Mutation SNP G A 6 165 c.107C>T c.(106-108)ACA>ATA p.T36I

Pat_41 Pre-Treatment ECM1 1893 37 1 150484015 150484015 Missense_Mutation SNP A G 4 94 c.791A>G c.(790-792)GAG>GGG p.E264G

Pat_41 Pre-Treatment FLG2 388698 37 1 152324407 152324407 Missense_Mutation SNP C G 7 683 c.5855G>C c.(5854-5856)GGA>GCA p.G1952A

Pat_41 Pre-Treatment INTS3 65123 37 1 153723712 153723713 Missense_Mutation DNP AC TT 5 102 c.726_727AC>TTc.(724-729)GAACGG>GATTGGp.242_243ER>DW

Pat_41 Pre-Treatment MUC1 4582 37 1 155159796 155159796 Missense_Mutation SNP G A 4 174 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_41 Pre-Treatment ISG20L2 81875 37 1 156697269 156697269 Missense_Mutation SNP G A 15 203 c.176C>T c.(175-177)TCA>TTA p.S59L

Pat_41 Pre-Treatment OR10K1 391109 37 1 158435419 158435419 Missense_Mutation SNP T A 10 120 c.68T>A c.(67-69)CTG>CAG p.L23Q

Pat_41 Pre-Treatment SPTA1 6708 37 1 158621161 158621161 Missense_Mutation SNP C T 5 477 c.3473G>A c.(3472-3474)CGG>CAG p.R1158Q

Pat_41 Pre-Treatment DARC 2532 37 1 159175495 159175495 Missense_Mutation SNP G A 6 459 c.266G>A c.(265-267)CGC>CAC p.R89H

Pat_41 Pre-Treatment CRP 1401 37 1 159683792 159683793 Missense_Mutation DNP CC TT 8 157 c.197_198GG>AA c.(196-198)GGG>GAA p.G66E

Pat_41 Pre-Treatment USP21 27005 37 1 161134655 161134655 Missense_Mutation SNP C T 15 266 c.1415C>T c.(1414-1416)TCC>TTC p.S472F

Pat_41 Pre-Treatment PTPRC 5788 37 1 198671552 198671552 Missense_Mutation SNP C T 35 564 c.470C>T c.(469-471)CCT>CTT p.P157L

Pat_41 Pre-Treatment PPP1R12B 4660 37 1 202462390 202462390 Missense_Mutation SNP C T 5 54 c.2090C>T c.(2089-2091)CCA>CTA p.P697L

Pat_41 Pre-Treatment ZC3H11A 9877 37 1 203821508 203821508 Nonsense_Mutation SNP C G 4 90 c.2414C>G c.(2413-2415)TCA>TGA p.S805*

Pat_41 Pre-Treatment SDCCAG8 10806 37 1 243589838 243589838 Missense_Mutation SNP G A 4 190 c.1963G>A c.(1963-1965)GTA>ATA p.V655I

Pat_41 Pre-Treatment DIP2C 22982 37 10 532401 532401 Missense_Mutation SNP G A 4 167 c.155C>T c.(154-156)CCG>CTG p.P52L

Pat_41 Pre-Treatment A1CF 29974 37 10 52603882 52603882 Missense_Mutation SNP C T 14 86 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_41 Pre-Treatment CTNNA3 29119 37 10 68940163 68940163 Missense_Mutation SNP G A 5 185 c.959C>T c.(958-960)ACG>ATG p.T320M

Pat_41 Pre-Treatment TSPAN15 23555 37 10 71244945 71244945 Missense_Mutation SNP G A 5 234 c.331G>A c.(331-333)GTG>ATG p.V111M

Pat_41 Pre-Treatment DLG5 9231 37 10 79579739 79579739 Missense_Mutation SNP G A 5 166 c.3440C>T c.(3439-3441)CCG>CTG p.P1147L

Pat_41 Pre-Treatment MYOF 26509 37 10 95093597 95093597 Missense_Mutation SNP G A 4 100 c.4637C>T c.(4636-4638)CCT>CTT p.P1546L

Pat_41 Pre-Treatment PIPSL 266971 37 10 95719498 95719498 Missense_Mutation SNP G C 3 75 c.1656C>G c.(1654-1656)GAC>GAG p.D552E

Pat_41 Pre-Treatment MMS19 64210 37 10 99238117 99238117 Missense_Mutation SNP G A 4 36 c.292C>T c.(292-294)CGG>TGG p.R98W

Pat_41 Pre-Treatment DNMBP 23268 37 10 101657896 101657896 Missense_Mutation SNP G A 4 222 c.2867C>T c.(2866-2868)GCG>GTG p.A956V

Pat_41 Pre-Treatment POLL 27343 37 10 103339574 103339574 Missense_Mutation SNP C T 3 74 c.1364G>A c.(1363-1365)GGG>GAG p.G455E

Pat_41 Pre-Treatment CUEDC2 79004 37 10 104184887 104184887 Missense_Mutation SNP G T 4 98 c.59C>A c.(58-60)CCG>CAG p.P20Q

Pat_41 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 38 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_41 Pre-Treatment TACC2 10579 37 10 123842859 123842859 Missense_Mutation SNP G A 4 200 c.844G>A c.(844-846)GCC>ACC p.A282T

Pat_41 Pre-Treatment CUZD1 50624 37 10 124596466 124596466 Missense_Mutation SNP G A 10 235 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_41 Pre-Treatment B4GALNT4 338707 37 11 380355 380355 Missense_Mutation SNP G A 4 148 c.2779G>A c.(2779-2781)GGC>AGC p.G927S

Pat_41 Pre-Treatment RNH1 6050 37 11 500626 500626 Missense_Mutation SNP G A 16 92 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_41 Pre-Treatment MUC6 4588 37 11 1019280 1019280 Missense_Mutation SNP G A 3 41 c.4025C>T c.(4024-4026)ACG>ATG p.T1342M

Pat_41 Pre-Treatment MUC6 4588 37 11 1020252 1020252 Missense_Mutation SNP G A 4 60 c.3646C>T c.(3646-3648)CGG>TGG p.R1216W

Pat_41 Pre-Treatment MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 7 282 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_41 Pre-Treatment MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 7 269 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_41 Pre-Treatment MUC5B 727897 37 11 1272554 1272554 Missense_Mutation SNP C T 6 307 c.15410C>T c.(15409-15411)ACG>ATG p.T5137M

Pat_41 Pre-Treatment UBQLNL 143630 37 11 5537331 5537331 Missense_Mutation SNP C T 4 148 c.341G>A c.(340-342)CGG>CAG p.R114Q

Pat_41 Pre-Treatment OR52E4 390081 37 11 5905799 5905799 Missense_Mutation SNP G A 11 226 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Pre-Treatment MPPED2 744 37 11 30433088 30433088 Missense_Mutation SNP G A 4 207 c.812C>T c.(811-813)TCG>TTG p.S271L

Pat_41 Pre-Treatment PTPRJ 5795 37 11 48149416 48149416 Missense_Mutation SNP C T 6 367 c.1178C>T c.(1177-1179)TCG>TTG p.S393L

Pat_41 Pre-Treatment MAP4K2 5871 37 11 64566894 64566894 Missense_Mutation SNP G A 9 233 c.1052C>T c.(1051-1053)CCG>CTG p.P351L



Pat_41 Pre-Treatment CHKA 1119 37 11 67842270 67842270 Missense_Mutation SNP C T 4 124 c.544G>A c.(544-546)GTT>ATT p.V182I

Pat_41 Pre-Treatment ATM 472 37 11 108235884 108235884 Missense_Mutation SNP G A 17 220 c.8926G>A c.(8926-8928)GAT>AAT p.D2976N

Pat_41 Pre-Treatment BCL9L 283149 37 11 118772324 118772324 Missense_Mutation SNP G A 4 217 c.2128C>T c.(2128-2130)CGG>TGG p.R710W

Pat_41 Pre-Treatment KIRREL3 84623 37 11 126314916 126314916 Missense_Mutation SNP G A 4 172 c.1210C>T c.(1210-1212)CGT>TGT p.R404C

Pat_41 Pre-Treatment WNK1 65125 37 12 1005396 1005396 Missense_Mutation SNP C T 7 104 c.5743C>T c.(5743-5745)CCT>TCT p.P1915S

Pat_41 Pre-Treatment MRPL51 51258 37 12 6601441 6601441 Missense_Mutation SNP C T 6 343 c.383G>A c.(382-384)CGA>CAA p.R128Q

Pat_41 Pre-Treatment LRRC23 10233 37 12 7022090 7022090 Nonsense_Mutation SNP C T 7 512 c.955C>T c.(955-957)CGA>TGA p.R319*

Pat_41 Pre-Treatment SLCO1B1 10599 37 12 21370086 21370086 Missense_Mutation SNP G A 4 226 c.1531G>A c.(1531-1533)GGT>AGT p.G511S

Pat_41 Pre-Treatment ITPR2 3709 37 12 26553126 26553126 Missense_Mutation SNP C T 5 428 c.7465G>A c.(7465-7467)GTG>ATG p.V2489M

Pat_41 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 6 43 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_41 Pre-Treatment DDX11 1663 37 12 31256617 31256617 Missense_Mutation SNP T C 6 168 c.2638T>C c.(2638-2640)TGT>CGT p.C880R

Pat_41 Pre-Treatment SFRS2IP 9169 37 12 46345434 46345434 Missense_Mutation SNP T C 21 268 c.296A>G c.(295-297)AAG>AGG p.K99R

Pat_41 Pre-Treatment KCNH3 23416 37 12 49948198 49948198 Missense_Mutation SNP C T 4 229 c.1997C>T c.(1996-1998)ACG>ATG p.T666M

Pat_41 Pre-Treatment DIP2B 57609 37 12 51128860 51128860 Missense_Mutation SNP C T 5 191 c.4048C>T c.(4048-4050)CGT>TGT p.R1350C

Pat_41 Pre-Treatment NR4A1 3164 37 12 52448795 52448795 Missense_Mutation SNP C T 6 341 c.683C>T c.(682-684)ACG>ATG p.T228M

Pat_41 Pre-Treatment KRT73 319101 37 12 53003040 53003040 Missense_Mutation SNP C T 4 228 c.1357G>A c.(1357-1359)GTG>ATG p.V453M

Pat_41 Pre-Treatment NCKAP1L 3071 37 12 54894338 54894338 Missense_Mutation SNP C T 5 415 c.235C>T c.(235-237)CGT>TGT p.R79C

Pat_41 Pre-Treatment NCKAP1L 3071 37 12 54917676 54917676 Missense_Mutation SNP G A 5 194 c.2092G>A c.(2092-2094)GTG>ATG p.V698M

Pat_41 Pre-Treatment OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 15 137 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_41 Pre-Treatment BAZ2A 11176 37 12 56994000 56994000 Missense_Mutation SNP C T 4 38 c.4883G>A c.(4882-4884)GGC>GAC p.G1628D

Pat_41 Pre-Treatment SHMT2 6472 37 12 57627789 57627789 Missense_Mutation SNP C T 5 219 c.1283C>T c.(1282-1284)GCC>GTC p.A428V

Pat_41 Pre-Treatment PPM1H 57460 37 12 63042293 63042293 Missense_Mutation SNP T A 4 209 c.1521A>T c.(1519-1521)TTA>TTT p.L507F

Pat_41 Pre-Treatment C12orf26 84190 37 12 82780698 82780698 Missense_Mutation SNP T A 28 337 c.376T>A c.(376-378)TTT>ATT p.F126I

Pat_41 Pre-Treatment CDK17 5128 37 12 96674618 96674618 Missense_Mutation SNP G A 4 150 c.1502C>T c.(1501-1503)CCG>CTG p.P501L

Pat_41 Pre-Treatment GCN1L1 10985 37 12 120595667 120595667 Missense_Mutation SNP C T 4 67 c.3073G>A c.(3073-3075)GGG>AGG p.G1025R

Pat_41 Pre-Treatment KDM2B 84678 37 12 122016778 122016778 Missense_Mutation SNP C T 4 176 c.200G>A c.(199-201)GGC>GAC p.G67D

Pat_41 Pre-Treatment NCOR2 9612 37 12 124957628 124957628 Missense_Mutation SNP G A 4 151 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_41 Pre-Treatment EP400 57634 37 12 132445261 132445261 Missense_Mutation SNP A C 7 40 c.97A>C c.(97-99)AAC>CAC p.N33H

Pat_41 Pre-Treatment DDX51 317781 37 12 132624223 132624223 Missense_Mutation SNP G A 5 82 c.1931C>T c.(1930-1932)CCT>CTT p.P644L

Pat_41 Pre-Treatment MPHOSPH8 54737 37 13 20221066 20221066 Missense_Mutation SNP G A 6 476 c.853G>A c.(853-855)GAC>AAC p.D285N

Pat_41 Pre-Treatment RASL11A 387496 37 13 27847209 27847209 Missense_Mutation SNP G A 4 218 c.307G>A c.(307-309)GTG>ATG p.V103M

Pat_41 Pre-Treatment SLC25A30 253512 37 13 45980097 45980097 Missense_Mutation SNP C T 4 120 c.228G>A c.(226-228)ATG>ATA p.M76I

Pat_41 Pre-Treatment ATP11A 23250 37 13 113508684 113508684 Missense_Mutation SNP G A 4 96 c.2083G>A c.(2083-2085)GCG>ACG p.A695T

Pat_41 Pre-Treatment MCF2L 23263 37 13 113730403 113730403 Missense_Mutation SNP G C 6 67 c.1603G>C c.(1603-1605)GAA>CAA p.E535Q

Pat_41 Pre-Treatment P704P 641455 37 14 20020008 20020008 Missense_Mutation SNP C G 6 607 c.213G>C c.(211-213)TGG>TGC p.W71C

Pat_41 Pre-Treatment P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 6 550 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_41 Pre-Treatment MYH6 4624 37 14 23855654 23855654 Missense_Mutation SNP C T 5 294 c.4829G>A c.(4828-4830)CGC>CAC p.R1610H

Pat_41 Pre-Treatment COCH 1690 37 14 31355068 31355068 Missense_Mutation SNP G A 5 245 c.1027G>A c.(1027-1029)GTA>ATA p.V343I

Pat_41 Pre-Treatment STRN3 29966 37 14 31380279 31380279 Missense_Mutation SNP G A 4 230 c.1688C>T c.(1687-1689)CCG>CTG p.P563L

Pat_41 Pre-Treatment HECTD1 25831 37 14 31642515 31642515 Nonsense_Mutation SNP G A 7 446 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_41 Pre-Treatment C14orf179 112752 37 14 76455273 76455273 Missense_Mutation SNP G A 5 232 c.100G>A c.(100-102)GAG>AAG p.E34K

Pat_41 Pre-Treatment TECPR2 9895 37 14 102900744 102900744 Missense_Mutation SNP C A 4 139 c.1590C>A c.(1588-1590)TTC>TTA p.F530L

Pat_41 Pre-Treatment CDC42BPB 9578 37 14 103447186 103447186 Missense_Mutation SNP G A 4 156 c.1064C>T c.(1063-1065)GCA>GTA p.A355V

Pat_41 Pre-Treatment AKT1 207 37 14 105243030 105243030 Missense_Mutation SNP C T 6 195 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_41 Pre-Treatment AHNAK2 113146 37 14 105420232 105420232 Missense_Mutation SNP G A 4 152 c.1556C>T c.(1555-1557)GCG>GTG p.A519V

Pat_41 Pre-Treatment PACS2 23241 37 14 105836206 105836206 Missense_Mutation SNP C G 3 43 c.770C>G c.(769-771)GCG>GGG p.A257G

Pat_41 Pre-Treatment ADAM6 8755 37 14 106573144 106573144 Splice_Site SNP T A 4 86 c.29299_splice c.e1363-1



Pat_41 Pre-Treatment HERC2 8924 37 15 28377842 28377842 Missense_Mutation SNP C T 4 147 c.12365G>A c.(12364-12366)CGG>CAG p.R4122Q

Pat_41 Pre-Treatment C15orf55 256646 37 15 34642939 34642939 Missense_Mutation SNP A G 8 121 c.760A>G c.(760-762)ACT>GCT p.T254A

Pat_41 Pre-Treatment AQR 9716 37 15 35202473 35202473 Missense_Mutation SNP C T 4 196 c.1526G>A c.(1525-1527)CGA>CAA p.R509Q

Pat_41 Pre-Treatment BUB1B 701 37 15 40477780 40477780 Missense_Mutation SNP C T 4 220 c.995C>T c.(994-996)GCT>GTT p.A332V

Pat_41 Pre-Treatment ULK3 25989 37 15 75134640 75134640 Missense_Mutation SNP A T 13 135 c.224T>A c.(223-225)GTG>GAG p.V75E

Pat_41 Pre-Treatment ADAMTSL3 57188 37 15 84442357 84442357 Missense_Mutation SNP G A 4 162 c.272G>A c.(271-273)TGT>TAT p.C91Y

Pat_41 Pre-Treatment POLG 5428 37 15 89861811 89861811 Missense_Mutation SNP C T 8 248 c.3443G>A c.(3442-3444)CGC>CAC p.R1148H

Pat_41 Pre-Treatment POLG 5428 37 15 89864150 89864150 Missense_Mutation SNP C T 4 148 c.2828G>A c.(2827-2829)CGT>CAT p.R943H

Pat_41 Pre-Treatment NPRL3 8131 37 16 162729 162729 Missense_Mutation SNP G A 4 63 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_41 Pre-Treatment MSLNL 401827 37 16 830799 830799 Missense_Mutation SNP T G 6 393 c.202A>C c.(202-204)ACC>CCC p.T68P

Pat_41 Pre-Treatment RPUSD1 113000 37 16 836138 836138 Missense_Mutation SNP C T 4 74 c.751G>A c.(751-753)GTG>ATG p.V251M

Pat_41 Pre-Treatment PTX4 390667 37 16 1537647 1537647 Missense_Mutation SNP G A 3 45 c.451C>T c.(451-453)CGC>TGC p.R151C

Pat_41 Pre-Treatment ABCA3 21 37 16 2369709 2369709 Missense_Mutation SNP G A 4 117 c.746C>T c.(745-747)CCG>CTG p.P249L

Pat_41 Pre-Treatment NTN3 4917 37 16 2522489 2522489 Missense_Mutation SNP C T 4 103 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_41 Pre-Treatment CORO7 79585 37 16 4414276 4414276 Splice_Site SNP C T 3 24 c.1275_splice c.e14+1 p.S425_splice

Pat_41 Pre-Treatment ABAT 18 37 16 8866748 8866748 Missense_Mutation SNP C T 13 105 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_41 Pre-Treatment UMOD 7369 37 16 20357602 20357602 Missense_Mutation SNP G A 4 195 c.1028C>T c.(1027-1029)TCG>TTG p.S343L

Pat_41 Pre-Treatment RBBP6 5930 37 16 24580584 24580584 Missense_Mutation SNP A T 13 182 c.2573A>T c.(2572-2574)GAG>GTG p.E858V

Pat_41 Pre-Treatment IL4R 3566 37 16 27374931 27374931 Missense_Mutation SNP C T 4 95 c.2258C>T c.(2257-2259)TCG>TTG p.S753L

Pat_41 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 5 249 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_41 Pre-Treatment ZNF267 10308 37 16 31927702 31927702 Missense_Mutation SNP G C 5 253 c.2132G>C c.(2131-2133)AGT>ACT p.S711T

Pat_41 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 4 73 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_41 Pre-Treatment ZNF423 23090 37 16 49660102 49660102 Missense_Mutation SNP G A 40 363 c.3556C>T c.(3556-3558)CAC>TAC p.H1186Y

Pat_41 Pre-Treatment NOD2 64127 37 16 50744988 50744988 Missense_Mutation SNP C T 4 186 c.1166C>T c.(1165-1167)ACG>ATG p.T389M

Pat_41 Pre-Treatment NUP93 9688 37 16 56832442 56832442 Missense_Mutation SNP C T 4 145 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_41 Pre-Treatment NQO1 1728 37 16 69746963 69746963 Missense_Mutation SNP C T 6 650 c.487G>A c.(487-489)GGG>AGG p.G163R

Pat_41 Pre-Treatment WWOX 51741 37 16 78466647 78466647 Missense_Mutation SNP A G 32 490 c.1054A>G c.(1054-1056)ATG>GTG p.M352V

Pat_41 Pre-Treatment PKD1L2 114780 37 16 81181855 81181855 Missense_Mutation SNP G A 4 109 c.4861C>T c.(4861-4863)CGG>TGG p.R1621W

Pat_41 Pre-Treatment GAN 8139 37 16 81399016 81399016 Missense_Mutation SNP C T 5 356 c.1435C>T c.(1435-1437)CGT>TGT p.R479C

Pat_41 Pre-Treatment KLHL36 79786 37 16 84690665 84690665 Missense_Mutation SNP G C 3 90 c.252G>C c.(250-252)CAG>CAC p.Q84H

Pat_41 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 165 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_41 Pre-Treatment SMG6 23293 37 17 2203337 2203337 Missense_Mutation SNP C T 4 141 c.710G>A c.(709-711)AGG>AAG p.R237K

Pat_41 Pre-Treatment ANKFY1 51479 37 17 4074017 4074017 Missense_Mutation SNP C T 4 163 c.3278G>A c.(3277-3279)CGA>CAA p.R1093Q

Pat_41 Pre-Treatment POLR2A 5430 37 17 7401483 7401483 Missense_Mutation SNP G A 4 141 c.1289G>A c.(1288-1290)CGT>CAT p.R430H

Pat_41 Pre-Treatment TP53 7157 37 17 7577139 7577139 Missense_Mutation SNP G C 5 29 c.799C>G c.(799-801)CGG>GGG p.R267G

Pat_41 Pre-Treatment NLK 51701 37 17 26495646 26495646 Missense_Mutation SNP G A 5 209 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_41 Pre-Treatment CORO6 84940 37 17 27943849 27943849 Missense_Mutation SNP C T 8 272 c.875G>A c.(874-876)CGG>CAG p.R292Q

Pat_41 Pre-Treatment MLLT6 4302 37 17 36863766 36863766 Missense_Mutation SNP G A 4 202 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_41 Pre-Treatment KRT28 162605 37 17 38953286 38953286 Missense_Mutation SNP G A 4 88 c.860C>T c.(859-861)TCG>TTG p.S287L

Pat_41 Pre-Treatment KRTAP4-11 653240 37 17 39274310 39274311 Missense_Mutation DNP CT TC 4 162 c.257_258AG>GA c.(256-258)AAG>AGA p.K86R

Pat_41 Pre-Treatment HOXB3 3213 37 17 46628349 46628349 Missense_Mutation SNP G A 5 461 c.643C>T c.(643-645)CGG>TGG p.R215W

Pat_41 Pre-Treatment LRRC59 55379 37 17 48465438 48465438 Missense_Mutation SNP C T 6 419 c.485G>A c.(484-486)CGG>CAG p.R162Q

Pat_41 Pre-Treatment RNF43 54894 37 17 56435252 56435252 Missense_Mutation SNP C T 4 166 c.1885G>A c.(1885-1887)GCC>ACC p.A629T

Pat_41 Pre-Treatment TNRC6C 57690 37 17 76047011 76047011 Missense_Mutation SNP G A 4 184 c.1868G>A c.(1867-1869)AGT>AAT p.S623N

Pat_41 Pre-Treatment RPTOR 57521 37 17 78933974 78933974 Missense_Mutation SNP G A 5 113 c.3574G>A c.(3574-3576)GTC>ATC p.V1192I

Pat_41 Pre-Treatment EMILIN2 84034 37 18 2885114 2885114 Missense_Mutation SNP G A 11 174 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_41 Pre-Treatment DLGAP1 9229 37 18 3879678 3879678 Missense_Mutation SNP G A 15 249 c.391C>T c.(391-393)CGC>TGC p.R131C



Pat_41 Pre-Treatment CEP192 55125 37 18 13055903 13055903 Missense_Mutation SNP C T 10 153 c.3314C>T c.(3313-3315)TCA>TTA p.S1105L

Pat_41 Pre-Treatment ASXL3 80816 37 18 31251776 31251776 Missense_Mutation SNP C T 4 69 c.661C>T c.(661-663)CCC>TCC p.P221S

Pat_41 Pre-Treatment ZBTB7C 201501 37 18 45556097 45556097 Missense_Mutation SNP C T 3 27 c.1394G>A c.(1393-1395)CGC>CAC p.R465H

Pat_41 Pre-Treatment MYO5B 4645 37 18 47500907 47500907 Missense_Mutation SNP G A 5 363 c.1135C>T c.(1135-1137)CGC>TGC p.R379C

Pat_41 Pre-Treatment CTDP1 9150 37 18 77513743 77513743 Missense_Mutation SNP G A 4 70 c.2839G>A c.(2839-2841)GAC>AAC p.D947N

Pat_41 Pre-Treatment ZNF556 80032 37 19 2877321 2877321 Missense_Mutation SNP G A 4 112 c.365G>A c.(364-366)CGT>CAT p.R122H

Pat_41 Pre-Treatment NCLN 56926 37 19 3207456 3207456 Missense_Mutation SNP G A 4 219 c.1621G>A c.(1621-1623)GTG>ATG p.V541M

Pat_41 Pre-Treatment STAP2 55620 37 19 4325471 4325471 Missense_Mutation SNP G A 5 275 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_41 Pre-Treatment PLIN4 729359 37 19 4511094 4511094 Missense_Mutation SNP C T 4 139 c.2836G>A c.(2836-2838)GCT>ACT p.A946T

Pat_41 Pre-Treatment KIAA1543 57662 37 19 7675610 7675610 Missense_Mutation SNP G A 5 228 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_41 Pre-Treatment MUC16 94025 37 19 9045743 9045743 Missense_Mutation SNP C T 4 137 c.35888G>A c.(35887-35889)AGT>AAT p.S11963N

Pat_41 Pre-Treatment MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 6 76 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_41 Pre-Treatment ZNF564 163050 37 19 12638407 12638407 Missense_Mutation SNP G A 6 383 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_41 Pre-Treatment FBXW9 84261 37 19 12805466 12805466 Missense_Mutation SNP G A 4 94 c.590C>T c.(589-591)ACG>ATG p.T197M

Pat_41 Pre-Treatment SYDE1 85360 37 19 15224616 15224616 Missense_Mutation SNP G A 6 426 c.2050G>A c.(2050-2052)GAG>AAG p.E684K

Pat_41 Pre-Treatment ILVBL 10994 37 19 15228714 15228714 Nonsense_Mutation SNP C T 14 152 c.1164G>A c.(1162-1164)TGG>TGA p.W388*

Pat_41 Pre-Treatment TMEM38A 79041 37 19 16791303 16791303 Missense_Mutation SNP G A 6 431 c.377G>A c.(376-378)CGA>CAA p.R126Q

Pat_41 Pre-Treatment FAM129C 199786 37 19 17654201 17654201 Missense_Mutation SNP G A 5 321 c.1498G>A c.(1498-1500)GCT>ACT p.A500T

Pat_41 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 7 403 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_41 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 172 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_41 Pre-Treatment ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 8 537 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_41 Pre-Treatment HAUS5 23354 37 19 36110393 36110393 Missense_Mutation SNP G A 3 38 c.1247G>A c.(1246-1248)CGG>CAG p.R416Q

Pat_41 Pre-Treatment IL28B 282617 37 19 39735086 39735086 Missense_Mutation SNP G A 3 31 c.229C>T c.(229-231)CCC>TCC p.P77S

Pat_41 Pre-Treatment ZNF780B 163131 37 19 40541297 40541297 Missense_Mutation SNP C T 6 300 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_41 Pre-Treatment CCDC97 90324 37 19 41828519 41828519 Missense_Mutation SNP G A 5 310 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_41 Pre-Treatment PSG3 5671 37 19 43234208 43234208 Missense_Mutation SNP G A 5 425 c.710C>T c.(709-711)CCG>CTG p.P237L

Pat_41 Pre-Treatment PSG5 5673 37 19 43689023 43689023 Missense_Mutation SNP C A 54 757 c.341G>T c.(340-342)CGG>CTG p.R114L

Pat_41 Pre-Treatment SYMPK 8189 37 19 46338422 46338422 Missense_Mutation SNP G A 4 188 c.1307C>T c.(1306-1308)CCC>CTC p.P436L

Pat_41 Pre-Treatment CRX 1406 37 19 48339605 48339605 Missense_Mutation SNP G A 4 144 c.206G>A c.(205-207)CGT>CAT p.R69H

Pat_41 Pre-Treatment PPFIA3 8541 37 19 49637315 49637315 Missense_Mutation SNP G A 5 260 c.1270G>A c.(1270-1272)GAT>AAT p.D424N

Pat_41 Pre-Treatment AP2A1 160 37 19 50270427 50270427 Missense_Mutation SNP C T 4 144 c.37C>T c.(37-39)CTC>TTC p.L13F

Pat_41 Pre-Treatment ZNF649 65251 37 19 52394736 52394736 Missense_Mutation SNP T C 4 233 c.653A>G c.(652-654)AAG>AGG p.K218R

Pat_41 Pre-Treatment ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 7 393 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_41 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 264 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_41 Pre-Treatment ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 6 180 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_41 Pre-Treatment LILRA3 11026 37 19 54802193 54802193 Missense_Mutation SNP G A 3 67 c.995C>T c.(994-996)CCG>CTG p.P332L

Pat_41 Pre-Treatment ZBTB45 84878 37 19 59028425 59028425 Nonsense_Mutation SNP G A 5 472 c.616C>T c.(616-618)CGA>TGA p.R206*

Pat_41 Pre-Treatment PDIA6 10130 37 2 10942730 10942730 Missense_Mutation SNP C A 14 226 c.56G>T c.(55-57)GGT>GTT p.G19V

Pat_41 Pre-Treatment KIF3C 3797 37 2 26204170 26204170 Missense_Mutation SNP C T 4 169 c.617G>A c.(616-618)AGC>AAC p.S206N

Pat_41 Pre-Treatment GPR113 165082 37 2 26537309 26537309 Missense_Mutation SNP C T 4 123 c.1105G>A c.(1105-1107)GCC>ACC p.A369T

Pat_41 Pre-Treatment SEMA4F 10505 37 2 74889932 74889932 Missense_Mutation SNP G A 8 293 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_41 Pre-Treatment VWA3B 200403 37 2 98866818 98866818 Missense_Mutation SNP A C 18 157 c.2711A>C c.(2710-2712)AAG>ACG p.K904T

Pat_41 Pre-Treatment MAP4K4 9448 37 2 102486786 102486786 Missense_Mutation SNP C T 3 46 c.2426C>T c.(2425-2427)ACG>ATG p.T809M

Pat_41 Pre-Treatment ZC3H6 376940 37 2 113089358 113089358 Missense_Mutation SNP G A 4 213 c.2863G>A c.(2863-2865)GGT>AGT p.G955S

Pat_41 Pre-Treatment POLR1B 84172 37 2 113333019 113333019 Missense_Mutation SNP G A 22 267 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_41 Pre-Treatment TMEM177 80775 37 2 120439210 120439210 Missense_Mutation SNP C T 4 124 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_41 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 6 680 c.287A>G c.(286-288)AAC>AGC p.N96S



Pat_41 Pre-Treatment NEB 4703 37 2 152426597 152426597 Missense_Mutation SNP C T 4 27 c.12325G>A c.(12325-12327)GAT>AAT p.D4109N

Pat_41 Pre-Treatment LY75 4065 37 2 160690699 160690699 Missense_Mutation SNP G A 16 224 c.3697C>T c.(3697-3699)CCA>TCA p.P1233S

Pat_41 Pre-Treatment COL3A1 1281 37 2 189873777 189873777 Missense_Mutation SNP C T 5 322 c.3653C>T c.(3652-3654)CCG>CTG p.P1218L

Pat_41 Pre-Treatment DNAH7 56171 37 2 196801470 196801470 Missense_Mutation SNP C T 4 108 c.3125G>A c.(3124-3126)AGG>AAG p.R1042K

Pat_41 Pre-Treatment FN1 2335 37 2 216236954 216236954 Missense_Mutation SNP G A 12 126 c.6392C>T c.(6391-6393)TCT>TTT p.S2131F

Pat_41 Pre-Treatment NCL 4691 37 2 232319964 232319964 Nonsense_Mutation SNP G A 4 192 c.2071C>T c.(2071-2073)CGA>TGA p.R691*

Pat_41 Pre-Treatment ALPP 250 37 2 233244579 233244579 Missense_Mutation SNP C T 4 127 c.590C>T c.(589-591)CCT>CTT p.P197L

Pat_41 Pre-Treatment COL6A3 1293 37 2 238243521 238243521 Missense_Mutation SNP G A 4 241 c.8977C>T c.(8977-8979)CGT>TGT p.R2993C

Pat_41 Pre-Treatment OR6B2 389090 37 2 240969130 240969131 Missense_Mutation DNP AG GA 4 105 c.716_717CT>TC c.(715-717)TCT>TTC p.S239F

Pat_41 Pre-Treatment SNAP25 6616 37 20 10279933 10279933 Missense_Mutation SNP G A 34 604 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_41 Pre-Treatment GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 5 305 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_41 Pre-Treatment PTPRT 11122 37 20 40790038 40790038 Missense_Mutation SNP G A 4 227 c.2636C>T c.(2635-2637)ACG>ATG p.T879M

Pat_41 Pre-Treatment LAMA5 3911 37 20 60927114 60927114 Missense_Mutation SNP C T 4 79 c.709G>A c.(709-711)GGA>AGA p.G237R

Pat_41 Pre-Treatment DIDO1 11083 37 20 61542508 61542508 Missense_Mutation SNP C T 4 161 c.457G>A c.(457-459)GAT>AAT p.D153N

Pat_41 Pre-Treatment KRTAP10-7 386675 37 21 46021245 46021245 Missense_Mutation SNP G A 9 703 c.709G>A c.(709-711)GTC>ATC p.V237I

Pat_41 Pre-Treatment MCM3AP 8888 37 21 47703734 47703734 Missense_Mutation SNP G A 4 193 c.1238C>T c.(1237-1239)CCG>CTG p.P413L

Pat_41 Pre-Treatment PI4KA 5297 37 22 21087345 21087345 Missense_Mutation SNP C T 4 87 c.4028G>A c.(4027-4029)CGT>CAT p.R1343H

Pat_41 Pre-Treatment ZNF70 7621 37 22 24086331 24086331 Missense_Mutation SNP C T 4 233 c.997G>A c.(997-999)GAG>AAG p.E333K

Pat_41 Pre-Treatment SLC2A11 66035 37 22 24226594 24226594 Missense_Mutation SNP G A 4 124 c.1268G>A c.(1267-1269)GGC>GAC p.G423D

Pat_41 Pre-Treatment SSTR3 6753 37 22 37602887 37602887 Missense_Mutation SNP C T 4 159 c.956G>A c.(955-957)CGC>CAC p.R319H

Pat_41 Pre-Treatment MGAT3 4248 37 22 39884335 39884335 Missense_Mutation SNP T C 5 308 c.983T>C c.(982-984)CTT>CCT p.L328P

Pat_41 Pre-Treatment MEI1 150365 37 22 42172199 42172199 Missense_Mutation SNP G A 5 130 c.2638G>A c.(2638-2640)GGT>AGT p.G880S

Pat_41 Pre-Treatment ZNF860 344787 37 3 32031962 32031962 Missense_Mutation SNP A G 22 437 c.1391A>G c.(1390-1392)CAT>CGT p.H464R

Pat_41 Pre-Treatment TRANK1 9881 37 3 36871069 36871069 Missense_Mutation SNP C T 5 175 c.7013G>A c.(7012-7014)CGC>CAC p.R2338H

Pat_41 Pre-Treatment MST1R 4486 37 3 49940664 49940664 Missense_Mutation SNP G A 20 205 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_41 Pre-Treatment GNAI2 2771 37 3 50293707 50293707 Missense_Mutation SNP C T 4 171 c.548C>T c.(547-549)ACG>ATG p.T183M

Pat_41 Pre-Treatment GRM2 2912 37 3 51749086 51749086 Missense_Mutation SNP C T 4 127 c.1297C>T c.(1297-1299)CGC>TGC p.R433C

Pat_41 Pre-Treatment TLR9 54106 37 3 52263753 52263753 Missense_Mutation SNP C T 4 116 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_41 Pre-Treatment MAGI1 9223 37 3 66023736 66023736 Missense_Mutation SNP C T 5 355 c.248G>A c.(247-249)CGC>CAC p.R83H

Pat_41 Pre-Treatment UBA3 9039 37 3 69112237 69112237 Missense_Mutation SNP G A 5 220 c.589C>T c.(589-591)CCT>TCT p.P197S

Pat_41 Pre-Treatment FAM86D 692099 37 3 75476581 75476581 Missense_Mutation SNP C T 3 48 c.484G>A c.(484-486)GCA>ACA p.A162T

Pat_41 Pre-Treatment ABI3BP 25890 37 3 100489784 100489784 Missense_Mutation SNP C T 4 191 c.2411G>A c.(2410-2412)CGA>CAA p.R804Q

Pat_41 Pre-Treatment PLXND1 23129 37 3 129290536 129290536 Missense_Mutation SNP G A 4 213 c.3229C>T c.(3229-3231)CGC>TGC p.R1077C

Pat_41 Pre-Treatment TMCC1 23023 37 3 129370592 129370592 Missense_Mutation SNP T A 4 156 c.1694A>T c.(1693-1695)CAG>CTG p.Q565L

Pat_41 Pre-Treatment C3orf57 165679 37 3 161064020 161064020 Missense_Mutation SNP C T 9 163 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_41 Pre-Treatment ACTL6A 86 37 3 179291252 179291252 Missense_Mutation SNP G A 4 114 c.373G>A c.(373-375)GCA>ACA p.A125T

Pat_41 Pre-Treatment ALG3 10195 37 3 183961676 183961676 Missense_Mutation SNP G A 3 49 c.835C>T c.(835-837)CTC>TTC p.L279F

Pat_41 Pre-Treatment EIF4G1 1981 37 3 184042681 184042681 Missense_Mutation SNP C T 4 218 c.2635C>T c.(2635-2637)CGC>TGC p.R879C

Pat_41 Pre-Treatment EPHB3 2049 37 3 184298637 184298637 Nonsense_Mutation SNP C T 4 210 c.2509C>T c.(2509-2511)CGA>TGA p.R837*

Pat_41 Pre-Treatment TBC1D14 57533 37 4 7026952 7026952 Missense_Mutation SNP C T 4 126 c.1979C>T c.(1978-1980)ACG>ATG p.T660M

Pat_41 Pre-Treatment SORCS2 57537 37 4 7725544 7725544 Missense_Mutation SNP C T 4 138 c.2545C>T c.(2545-2547)CGC>TGC p.R849C

Pat_41 Pre-Treatment PCDH7 5099 37 4 30726141 30726141 Missense_Mutation SNP G A 4 150 c.3097G>A c.(3097-3099)GCA>ACA p.A1033T

Pat_41 Pre-Treatment LIMCH1 22998 37 4 41684416 41684416 Missense_Mutation SNP G C 8 135 c.2632G>C c.(2632-2634)GGA>CGA p.G878R

Pat_41 Pre-Treatment MUC7 4589 37 4 71346978 71346978 Missense_Mutation SNP T C 6 622 c.517T>C c.(517-519)TCT>CCT p.S173P

Pat_41 Pre-Treatment KIAA1109 84162 37 4 123167965 123167965 Missense_Mutation SNP G A 4 234 c.5312G>A c.(5311-5313)AGA>AAA p.R1771K

Pat_41 Pre-Treatment GAB1 2549 37 4 144387286 144387286 Missense_Mutation SNP G A 5 345 c.1834G>A c.(1834-1836)GGA>AGA p.G612R

Pat_41 Pre-Treatment TIGD4 201798 37 4 153691826 153691826 Missense_Mutation SNP G A 6 388 c.331C>T c.(331-333)CGT>TGT p.R111C



Pat_41 Pre-Treatment ETFDH 2110 37 4 159627981 159627981 Missense_Mutation SNP G A 5 193 c.1669G>A c.(1669-1671)GAG>AAG p.E557K

Pat_41 Pre-Treatment FAT1 2195 37 4 187542860 187542860 Missense_Mutation SNP C T 4 70 c.4880G>A c.(4879-4881)CGA>CAA p.R1627Q

Pat_41 Pre-Treatment ADAMTS16 170690 37 5 5242271 5242271 Missense_Mutation SNP G A 4 104 c.2629G>A c.(2629-2631)GTG>ATG p.V877M

Pat_41 Pre-Treatment MED10 84246 37 5 6372626 6372626 Missense_Mutation SNP G T 4 154 c.398C>A c.(397-399)CCG>CAG p.P133Q

Pat_41 Pre-Treatment PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 4 190 c.1886G>C c.(1885-1887)AGA>ACA p.R629T

Pat_41 Pre-Treatment MSH3 4437 37 5 79966006 79966006 Missense_Mutation SNP C T 4 151 c.670C>T c.(670-672)CGG>TGG p.R224W

Pat_41 Pre-Treatment MBLAC2 153364 37 5 89757012 89757012 Missense_Mutation SNP C T 4 81 c.812G>A c.(811-813)CGT>CAT p.R271H

Pat_41 Pre-Treatment GPR98 84059 37 5 90074707 90074707 Missense_Mutation SNP G C 34 418 c.12875G>C c.(12874-12876)AGT>ACT p.S4292T

Pat_41 Pre-Treatment GPR98 84059 37 5 90106705 90106705 Missense_Mutation SNP G A 20 122 c.15628G>A c.(15628-15630)GTA>ATA p.V5210I

Pat_41 Pre-Treatment 3-Mar 115123 37 5 126253769 126253769 Missense_Mutation SNP C T 4 154 c.95G>A c.(94-96)AGC>AAC p.S32N

Pat_41 Pre-Treatment FBN2 2201 37 5 127710438 127710438 Missense_Mutation SNP C G 6 84 c.1978G>C c.(1978-1980)GAT>CAT p.D660H

Pat_41 Pre-Treatment FBN2 2201 37 5 127744405 127744405 Missense_Mutation SNP C T 4 127 c.1040G>A c.(1039-1041)CGT>CAT p.R347H

Pat_41 Pre-Treatment FSTL4 23105 37 5 132652206 132652206 Missense_Mutation SNP A C 6 107 c.548T>G c.(547-549)TTC>TGC p.F183C

Pat_41 Pre-Treatment SPOCK1 6695 37 5 136448165 136448165 Missense_Mutation SNP C A 4 181 c.433G>T c.(433-435)GCC>TCC p.A145S

Pat_41 Pre-Treatment PCDHAC2 56134 37 5 140362082 140362082 Missense_Mutation SNP G C 6 132 c.2647G>C c.(2647-2649)GGC>CGC p.G883R

Pat_41 Pre-Treatment PCDHGA6 56109 37 5 140754753 140754753 Missense_Mutation SNP T C 4 228 c.1103T>C c.(1102-1104)CTT>CCT p.L368P

Pat_41 Pre-Treatment SH3PXD2B 285590 37 5 171833335 171833335 Missense_Mutation SNP G A 26 366 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_41 Pre-Treatment CCHCR1 54535 37 6 31113476 31113476 Missense_Mutation SNP G A 4 174 c.1423C>T c.(1423-1425)CGG>TGG p.R475W

Pat_41 Pre-Treatment MICB 4277 37 6 31474904 31474904 Missense_Mutation SNP G A 4 128 c.719G>A c.(718-720)CGT>CAT p.R240H

Pat_41 Pre-Treatment TNXB 7148 37 6 32049975 32049975 Nonsense_Mutation SNP G A 4 31 c.3574C>T c.(3574-3576)CAG>TAG p.Q1192*

Pat_41 Pre-Treatment KIFC1 3833 37 6 33372825 33372825 Missense_Mutation SNP G A 4 230 c.953G>A c.(952-954)CGC>CAC p.R318H

Pat_41 Pre-Treatment TCTE1 202500 37 6 44254149 44254149 Missense_Mutation SNP C T 4 166 c.398G>A c.(397-399)CGC>CAC p.R133H

Pat_41 Pre-Treatment BAI3 577 37 6 69772890 69772890 Missense_Mutation SNP G A 5 302 c.2398G>A c.(2398-2400)GAT>AAT p.D800N

Pat_41 Pre-Treatment C6orf165 154313 37 6 88127995 88127995 Missense_Mutation SNP G A 4 182 c.701G>A c.(700-702)CGG>CAG p.R234Q

Pat_41 Pre-Treatment DSE 29940 37 6 116720546 116720546 Missense_Mutation SNP A G 13 144 c.133A>G c.(133-135)ATG>GTG p.M45V

Pat_41 Pre-Treatment EZR 7430 37 6 159188399 159188399 Missense_Mutation SNP G A 5 254 c.1490C>T c.(1489-1491)ACG>ATG p.T497M

Pat_41 Pre-Treatment WTAP 9589 37 6 160164786 160164786 Nonsense_Mutation SNP C T 5 155 c.235C>T c.(235-237)CGA>TGA p.R79*

Pat_41 Pre-Treatment FAM120B 84498 37 6 170626797 170626797 Missense_Mutation SNP A G 4 192 c.319A>G c.(319-321)AAG>GAG p.K107E

Pat_41 Pre-Treatment INTS1 26173 37 7 1542717 1542717 Missense_Mutation SNP G A 4 104 c.169C>T c.(169-171)CGC>TGC p.R57C

Pat_41 Pre-Treatment TTYH3 80727 37 7 2696113 2696113 Missense_Mutation SNP G A 4 168 c.1195G>A c.(1195-1197)GCC>ACC p.A399T

Pat_41 Pre-Treatment USP42 84132 37 7 6193668 6193668 Missense_Mutation SNP C T 4 183 c.2483C>T c.(2482-2484)GCG>GTG p.A828V

Pat_41 Pre-Treatment ZDHHC4 55146 37 7 6628363 6628363 Missense_Mutation SNP C A 4 212 c.857C>A c.(856-858)ACT>AAT p.T286N

Pat_41 Pre-Treatment TMEM195 392636 37 7 15433792 15433793 Missense_Mutation DNP GG AA 8 193 c.621_622CC>TTc.(619-624)AACCTT>AATTTT p.L208F

Pat_41 Pre-Treatment ZMIZ2 83637 37 7 44806206 44806206 Missense_Mutation SNP G A 4 104 c.2599G>A c.(2599-2601)GTG>ATG p.V867M

Pat_41 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 6 118 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_41 Pre-Treatment CCDC146 57639 37 7 76891535 76891535 Nonsense_Mutation SNP C T 5 190 c.1084C>T c.(1084-1086)CGA>TGA p.R362*

Pat_41 Pre-Treatment POT1 25913 37 7 124464120 124464120 Missense_Mutation SNP G A 4 125 c.1801C>T c.(1801-1803)CCG>TCG p.P601S

Pat_41 Pre-Treatment UBE3C 9690 37 7 156963025 156963025 Missense_Mutation SNP C T 9 427 c.223C>T c.(223-225)CGC>TGC p.R75C

Pat_41 Pre-Treatment FBXO25 26260 37 8 413124 413124 Missense_Mutation SNP C T 5 372 c.961C>T c.(961-963)CGG>TGG p.R321W

Pat_41 Pre-Treatment MTMR9 66036 37 8 11172484 11172484 Nonsense_Mutation SNP C T 22 181 c.1024C>T c.(1024-1026)CAG>TAG p.Q342*

Pat_41 Pre-Treatment ADAMDEC1 27299 37 8 24257743 24257743 Missense_Mutation SNP C T 4 155 c.1072C>T c.(1072-1074)CTT>TTT p.L358F

Pat_41 Pre-Treatment PURG 29942 37 8 30889512 30889512 Missense_Mutation SNP C T 15 150 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_41 Pre-Treatment CHD7 55636 37 8 61764739 61764739 Missense_Mutation SNP C T 5 199 c.5827C>T c.(5827-5829)CGG>TGG p.R1943W

Pat_41 Pre-Treatment SLC10A5 347051 37 8 82607156 82607156 Missense_Mutation SNP C T 7 93 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_41 Pre-Treatment HAS2 3037 37 8 122641376 122641377 Nonsense_Mutation DNP GG AA 47 460 c.204_205CC>TTc.(202-207)CACCGA>CATTGA p.R69*

Pat_41 Pre-Treatment MTSS1 9788 37 8 125601951 125601951 Missense_Mutation SNP C T 5 410 c.295G>A c.(295-297)GCT>ACT p.A99T

Pat_41 Pre-Treatment FAM135B 51059 37 8 139160771 139160771 Missense_Mutation SNP C T 4 197 c.3440G>A c.(3439-3441)GGC>GAC p.G1147D



Pat_41 Pre-Treatment TOP1MT 116447 37 8 144407583 144407583 Missense_Mutation SNP C T 4 121 c.604G>A c.(604-606)GAC>AAC p.D202N

Pat_41 Pre-Treatment TSTA3 7264 37 8 144695735 144695735 Missense_Mutation SNP C T 3 53 c.769G>A c.(769-771)GAG>AAG p.E257K

Pat_41 Pre-Treatment CCL27 10850 37 9 34662059 34662059 Missense_Mutation SNP C T 6 254 c.221G>A c.(220-222)CGC>CAC p.R74H

Pat_41 Pre-Treatment TMEM2 23670 37 9 74319553 74319553 Missense_Mutation SNP G A 4 203 c.3152C>T c.(3151-3153)CCG>CTG p.P1051L

Pat_41 Pre-Treatment FAM75C1 441452 37 9 90536665 90536665 Missense_Mutation SNP G A 7 362 c.1843G>A c.(1843-1845)GTA>ATA p.V615I

Pat_41 Pre-Treatment LPAR1 1902 37 9 113637878 113637878 Missense_Mutation SNP C T 21 197 c.918G>A c.(916-918)ATG>ATA p.M306I

Pat_41 Pre-Treatment TLR4 7099 37 9 120476765 120476765 Missense_Mutation SNP C T 4 152 c.2359C>T c.(2359-2361)CGC>TGC p.R787C

Pat_41 Pre-Treatment OR1N1 138883 37 9 125288851 125288851 Missense_Mutation SNP G A 9 117 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_41 Pre-Treatment ODF2 4957 37 9 131233716 131233716 Missense_Mutation SNP G A 5 247 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_41 Pre-Treatment GBGT1 26301 37 9 136029595 136029595 Missense_Mutation SNP C T 4 140 c.413G>A c.(412-414)CGT>CAT p.R138H

Pat_41 Pre-Treatment COL5A1 1289 37 9 137591886 137591886 Missense_Mutation SNP G A 4 105 c.409G>A c.(409-411)GTC>ATC p.V137I

Pat_41 Pre-Treatment NELF 26012 37 9 140347597 140347597 Missense_Mutation SNP C T 4 99 c.958G>A c.(958-960)GAG>AAG p.E320K

Pat_41 Pre-Treatment ASB11 140456 37 X 15301701 15301701 Missense_Mutation SNP C T 6 443 c.898G>A c.(898-900)GGT>AGT p.G300S

Pat_41 Pre-Treatment NHS 4810 37 X 17750562 17750562 Missense_Mutation SNP G A 5 292 c.4871G>A c.(4870-4872)CGT>CAT p.R1624H

Pat_41 Pre-Treatment MAP7D2 256714 37 X 20033394 20033394 Missense_Mutation SNP C T 5 306 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_41 Pre-Treatment RPS6KA6 27330 37 X 83402002 83402002 Missense_Mutation SNP A C 19 158 c.405T>G c.(403-405)ATT>ATG p.I135M

Pat_41 Pre-Treatment MCART6 401612 37 X 103349910 103349910 Missense_Mutation SNP C T 5 109 c.31G>A c.(31-33)GAG>AAG p.E11K

Pat_41 Post-Resistance AGRN 375790 37 1 957839 957839 Missense_Mutation SNP G A 5 171 c.460G>A c.(460-462)GAA>AAA p.E154K

Pat_41 Post-Resistance SDF4 51150 37 1 1154193 1154193 Missense_Mutation SNP C T 5 193 c.692G>A c.(691-693)CGG>CAG p.R231Q

Pat_41 Post-Resistance TAS1R3 83756 37 1 1268373 1268373 Missense_Mutation SNP G A 7 43 c.1348G>A c.(1348-1350)GTG>ATG p.V450M

Pat_41 Post-Resistance TAS1R3 83756 37 1 1269318 1269318 Missense_Mutation SNP G A 7 65 c.2033G>A c.(2032-2034)GGG>GAG p.G678E

Pat_41 Post-Resistance CCNL2 81669 37 1 1322823 1322823 Missense_Mutation SNP C T 10 100 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_41 Post-Resistance MIB2 142678 37 1 1559324 1559324 Missense_Mutation SNP C T 12 33 c.592C>T c.(592-594)CCT>TCT p.P198S

Pat_41 Post-Resistance MIB2 142678 37 1 1562727 1562727 Missense_Mutation SNP G A 9 121 c.1600G>A c.(1600-1602)GGC>AGC p.G534S

Pat_41 Post-Resistance CDK11B 984 37 1 1653122 1653122 Missense_Mutation SNP G A 6 60 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_41 Post-Resistance TNFRSF14 8764 37 1 2492081 2492081 Missense_Mutation SNP C T 6 52 c.479C>T c.(478-480)ACC>ATC p.T160I

Pat_41 Post-Resistance TP73 7161 37 1 3624249 3624249 Missense_Mutation SNP C T 15 77 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_41 Post-Resistance LRRC47 57470 37 1 3703477 3703477 Missense_Mutation SNP C T 6 13 c.1013G>A c.(1012-1014)GGG>GAG p.G338E

Pat_41 Post-Resistance KIAA0562 9731 37 1 3755608 3755608 Missense_Mutation SNP C T 18 254 c.811G>A c.(811-813)GAG>AAG p.E271K

Pat_41 Post-Resistance KIAA0562 9731 37 1 3765275 3765275 Missense_Mutation SNP G A 10 84 c.184C>T c.(184-186)CTT>TTT p.L62F

Pat_41 Post-Resistance AJAP1 55966 37 1 4772045 4772045 Missense_Mutation SNP C T 19 253 c.115C>T c.(115-117)CCC>TCC p.P39S

Pat_41 Post-Resistance AJAP1 55966 37 1 4772072 4772072 Missense_Mutation SNP C T 8 123 c.142C>T c.(142-144)CCG>TCG p.P48S

Pat_41 Post-Resistance RPL22 6146 37 1 6253111 6253111 Nonsense_Mutation SNP G A 11 212 c.121C>T c.(121-123)CAG>TAG p.Q41*

Pat_41 Post-Resistance ESPN 83715 37 1 6504683 6504683 Missense_Mutation SNP C T 11 275 c.1133C>T c.(1132-1134)TCC>TTC p.S378F

Pat_41 Post-Resistance TAS1R1 80835 37 1 6635378 6635378 Missense_Mutation SNP G A 13 90 c.1186G>A c.(1186-1188)GTG>ATG p.V396M

Pat_41 Post-Resistance ZBTB48 3104 37 1 6640677 6640677 Missense_Mutation SNP G A 7 91 c.8G>A c.(7-9)GGC>GAC p.G3D

Pat_41 Post-Resistance PHF13 148479 37 1 6680248 6680248 Missense_Mutation SNP C T 4 74 c.527C>T c.(526-528)CCC>CTC p.P176L

Pat_41 Post-Resistance PER3 8863 37 1 7887280 7887280 Missense_Mutation SNP G A 13 115 c.2267G>A c.(2266-2268)GGC>GAC p.G756D

Pat_41 Post-Resistance PER3 8863 37 1 7887297 7887297 Missense_Mutation SNP G A 11 126 c.2284G>A c.(2284-2286)GGA>AGA p.G762R

Pat_41 Post-Resistance PER3 8863 37 1 7887696 7887696 Missense_Mutation SNP C T 13 167 c.2683C>T c.(2683-2685)CCT>TCT p.P895S

Pat_41 Post-Resistance ERRFI1 54206 37 1 8075578 8075578 Nonsense_Mutation SNP C T 16 611 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_41 Post-Resistance RERE 473 37 1 8420002 8420002 Missense_Mutation SNP G A 6 169 c.3440C>T c.(3439-3441)ACA>ATA p.T1147I

Pat_41 Post-Resistance RERE 473 37 1 8425920 8425920 Missense_Mutation SNP C T 13 235 c.1399G>A c.(1399-1401)GCG>ACG p.A467T

Pat_41 Post-Resistance RERE 473 37 1 8616586 8616586 Nonsense_Mutation SNP G A 13 514 c.673C>T c.(673-675)CGA>TGA p.R225*

Pat_41 Post-Resistance RERE 473 37 1 8674729 8674729 Missense_Mutation SNP G A 16 317 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance ENO1 2023 37 1 8926451 8926451 Missense_Mutation SNP C T 20 282 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_41 Post-Resistance UBE4B 10277 37 1 10197139 10197139 Missense_Mutation SNP C T 35 143 c.2239C>T c.(2239-2241)CCA>TCA p.P747S



Pat_41 Post-Resistance KIF1B 23095 37 1 10357072 10357072 Missense_Mutation SNP C T 12 143 c.1979C>T c.(1978-1980)ACA>ATA p.T660I

Pat_41 Post-Resistance KIF1B 23095 37 1 10383982 10383982 Missense_Mutation SNP C T 39 296 c.2399C>T c.(2398-2400)TCC>TTC p.S800F

Pat_41 Post-Resistance PGD 5226 37 1 10459183 10459183 Splice_Site SNP G A 7 79 c.8_splice c.e1+1 p.Q3_splice

Pat_41 Post-Resistance PGD 5226 37 1 10460522 10460522 Missense_Mutation SNP G A 17 153 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_41 Post-Resistance CORT 1325 37 1 10510162 10510162 Missense_Mutation SNP G A 11 209 c.32G>A c.(31-33)GGC>GAC p.G11D

Pat_41 Post-Resistance C1orf127 148345 37 1 11008707 11008707 Nonsense_Mutation SNP C T 12 105 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_41 Post-Resistance EXOSC10 5394 37 1 11147617 11147617 Missense_Mutation SNP G A 25 497 c.977C>T c.(976-978)ACC>ATC p.T326I

Pat_41 Post-Resistance EXOSC10 5394 37 1 11159836 11159836 Missense_Mutation SNP G T 11 94 c.53C>A c.(52-54)ACC>AAC p.T18N

Pat_41 Post-Resistance MTOR 2475 37 1 11169738 11169738 Missense_Mutation SNP C T 34 171 c.7415G>A c.(7414-7416)GGG>GAG p.G2472E

Pat_41 Post-Resistance ANGPTL7 10218 37 1 11254552 11254552 Missense_Mutation SNP G A 28 457 c.707G>A c.(706-708)AGC>AAC p.S236N

Pat_41 Post-Resistance MTOR 2475 37 1 11264622 11264622 Missense_Mutation SNP C T 33 356 c.3940G>A c.(3940-3942)GCC>ACC p.A1314T

Pat_41 Post-Resistance PTCHD2 57540 37 1 11586751 11586751 Missense_Mutation SNP C T 40 220 c.2657C>T c.(2656-2658)GCT>GTT p.A886V

Pat_41 Post-Resistance PTCHD2 57540 37 1 11591714 11591714 Missense_Mutation SNP G A 6 59 c.3322G>A c.(3322-3324)GCA>ACA p.A1108T

Pat_41 Post-Resistance PTCHD2 57540 37 1 11595687 11595687 Missense_Mutation SNP C T 8 132 c.3802C>T c.(3802-3804)CCC>TCC p.P1268S

Pat_41 Post-Resistance CLCN6 1185 37 1 11894605 11894605 Missense_Mutation SNP G A 14 182 c.1751G>A c.(1750-1752)GGC>GAC p.G584D

Pat_41 Post-Resistance KIAA2013 90231 37 1 11983300 11983300 Missense_Mutation SNP G A 4 27 c.1280C>T c.(1279-1281)TCT>TTT p.S427F

Pat_41 Post-Resistance PLOD1 5351 37 1 12030823 12030823 Missense_Mutation SNP G A 15 120 c.1852G>A c.(1852-1854)GAG>AAG p.E618K

Pat_41 Post-Resistance MFN2 9927 37 1 12061576 12061576 Missense_Mutation SNP C T 9 33 c.935C>T c.(934-936)GCC>GTC p.A312V

Pat_41 Post-Resistance MFN2 9927 37 1 12064581 12064581 Missense_Mutation SNP G A 23 316 c.1303G>A c.(1303-1305)GCC>ACC p.A435T

Pat_41 Post-Resistance TNFRSF8 943 37 1 12202385 12202386 Missense_Mutation DNP AC GT 4 21 c.1585_1586AC>GTc.(1585-1587)ACC>GTC p.T529V

Pat_41 Post-Resistance VPS13D 55187 37 1 12337031 12337031 Missense_Mutation SNP C T 12 15 c.3386C>T c.(3385-3387)TCC>TTC p.S1129F

Pat_41 Post-Resistance VPS13D 55187 37 1 12337883 12337883 Missense_Mutation SNP G A 13 114 c.4238G>A c.(4237-4239)GGA>GAA p.G1413E

Pat_41 Post-Resistance VPS13D 55187 37 1 12439601 12439601 Missense_Mutation SNP G A 18 339 c.11141G>A c.(11140-11142)AGT>AAT p.S3714N

Pat_41 Post-Resistance PRAMEF4 400735 37 1 12943177 12943177 Missense_Mutation SNP C A 15 265 c.39G>T c.(37-39)GAG>GAT p.E13D

Pat_41 Post-Resistance PRAMEF14 729528 37 1 13669128 13669128 Missense_Mutation SNP G A 23 223 c.1058C>T c.(1057-1059)ACC>ATC p.T353I

Pat_41 Post-Resistance PRDM2 7799 37 1 14105534 14105534 Missense_Mutation SNP G A 5 86 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance CELA2A 63036 37 1 15793896 15793896 Missense_Mutation SNP C T 11 119 c.655C>T c.(655-657)CCA>TCA p.P219S

Pat_41 Post-Resistance CELA2B 51032 37 1 15807599 15807599 Missense_Mutation SNP C A 17 263 c.136C>A c.(136-138)CTG>ATG p.L46M

Pat_41 Post-Resistance DNAJC16 23341 37 1 15863277 15863277 Nonsense_Mutation SNP G A 5 173 c.542G>A c.(541-543)TGG>TAG p.W181*

Pat_41 Post-Resistance DNAJC16 23341 37 1 15873296 15873296 Missense_Mutation SNP G A 25 138 c.794G>A c.(793-795)GGC>GAC p.G265D

Pat_41 Post-Resistance DNAJC16 23341 37 1 15894367 15894367 Missense_Mutation SNP C T 45 340 c.2044C>T c.(2044-2046)CCA>TCA p.P682S

Pat_41 Post-Resistance FBLIM1 54751 37 1 16091651 16091651 Missense_Mutation SNP G A 5 16 c.173G>A c.(172-174)GGG>GAG p.G58E

Pat_41 Post-Resistance FBLIM1 54751 37 1 16111082 16111082 Missense_Mutation SNP G A 29 296 c.1048G>A c.(1048-1050)GGC>AGC p.G350S

Pat_41 Post-Resistance SPEN 23013 37 1 16199556 16199556 Missense_Mutation SNP G A 7 144 c.329G>A c.(328-330)GGT>GAT p.G110D

Pat_41 Post-Resistance HSPB7 27129 37 1 16344421 16344421 Missense_Mutation SNP C T 6 50 c.38G>A c.(37-39)AGA>AAA p.R13K

Pat_41 Post-Resistance CLCNKA 1187 37 1 16359707 16359707 Missense_Mutation SNP G A 37 524 c.1972G>A c.(1972-1974)GTG>ATG p.V658M

Pat_41 Post-Resistance NECAP2 55707 37 1 16782376 16782376 Missense_Mutation SNP C T 13 99 c.731C>T c.(730-732)ACC>ATC p.T244I

Pat_41 Post-Resistance CROCC 9696 37 1 17280827 17280827 Missense_Mutation SNP C T 4 77 c.3296C>T c.(3295-3297)GCC>GTC p.A1099V

Pat_41 Post-Resistance MFAP2 4237 37 1 17302186 17302186 Missense_Mutation SNP G A 9 87 c.326C>T c.(325-327)TCC>TTC p.S109F

Pat_41 Post-Resistance ATP13A2 23400 37 1 17318267 17318267 Missense_Mutation SNP G A 22 157 c.2213C>T c.(2212-2214)GCT>GTT p.A738V

Pat_41 Post-Resistance ATP13A2 23400 37 1 17332032 17332032 Missense_Mutation SNP C T 16 85 c.125G>A c.(124-126)GGC>GAC p.G42D

Pat_41 Post-Resistance ATP13A2 23400 37 1 17332252 17332252 Missense_Mutation SNP C T 5 10 c.32G>A c.(31-33)AGC>AAC p.S11N

Pat_41 Post-Resistance PADI2 11240 37 1 17396618 17396618 Missense_Mutation SNP C T 6 98 c.1729G>A c.(1729-1731)GAG>AAG p.E577K

Pat_41 Post-Resistance PADI2 11240 37 1 17402220 17402220 Missense_Mutation SNP C T 7 310 c.1409G>A c.(1408-1410)GGC>GAC p.G470D

Pat_41 Post-Resistance PADI3 51702 37 1 17603144 17603144 Missense_Mutation SNP G A 11 86 c.1438G>A c.(1438-1440)GCC>ACC p.A480T

Pat_41 Post-Resistance PAX7 5081 37 1 19027178 19027178 Missense_Mutation SNP G A 5 138 c.818G>A c.(817-819)CGT>CAT p.R273H

Pat_41 Post-Resistance KIAA0090 23065 37 1 19570460 19570460 Missense_Mutation SNP C T 30 199 c.270G>A c.(268-270)ATG>ATA p.M90I



Pat_41 Post-Resistance AKR7L 246181 37 1 19593943 19593943 Missense_Mutation SNP C T 11 131 c.847G>A c.(847-849)GAC>AAC p.D283N

Pat_41 Post-Resistance CAPZB 832 37 1 19705143 19705143 Missense_Mutation SNP G A 8 68 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_41 Post-Resistance HTR6 3362 37 1 20005526 20005526 Missense_Mutation SNP G A 4 82 c.988G>A c.(988-990)GCG>ACG p.A330T

Pat_41 Post-Resistance OTUD3 23252 37 1 20216981 20216981 Missense_Mutation SNP G A 20 562 c.325G>A c.(325-327)GAT>AAT p.D109N

Pat_41 Post-Resistance OTUD3 23252 37 1 20220894 20220894 Missense_Mutation SNP G A 23 202 c.404G>A c.(403-405)GGC>GAC p.G135D

Pat_41 Post-Resistance PINK1 65018 37 1 20964533 20964533 Missense_Mutation SNP C T 4 55 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_41 Post-Resistance PINK1 65018 37 1 20975600 20975600 Missense_Mutation SNP G A 5 18 c.1364G>A c.(1363-1365)GGC>GAC p.G455D

Pat_41 Post-Resistance KIF17 57576 37 1 21014275 21014275 Missense_Mutation SNP G A 16 154 c.1544C>T c.(1543-1545)ACT>ATT p.T515I

Pat_41 Post-Resistance EIF4G3 8672 37 1 21205934 21205934 Missense_Mutation SNP C T 41 737 c.2336G>A c.(2335-2337)GGA>GAA p.G779E

Pat_41 Post-Resistance EIF4G3 8672 37 1 21226436 21226436 Missense_Mutation SNP G A 8 145 c.1585C>T c.(1585-1587)CTT>TTT p.L529F

Pat_41 Post-Resistance NBPF3 84224 37 1 21798133 21798133 Missense_Mutation SNP G A 34 409 c.518G>A c.(517-519)AGA>AAA p.R173K

Pat_41 Post-Resistance LDLRAD2 401944 37 1 22138997 22138997 Missense_Mutation SNP C T 7 79 c.53C>T c.(52-54)GCA>GTA p.A18V

Pat_41 Post-Resistance HSPG2 3339 37 1 22201443 22201444 Missense_Mutation DNP GG AA 30 25 c.3354_3355CC>TTc.(3352-3357)GACCCC>GATTCCp.P1119S

Pat_41 Post-Resistance HSPG2 3339 37 1 22214512 22214512 Missense_Mutation SNP T C 5 77 c.622A>G c.(622-624)AGC>GGC p.S208G

Pat_41 Post-Resistance CDC42 998 37 1 22413183 22413183 Missense_Mutation SNP C T 10 422 c.310C>T c.(310-312)CAC>TAC p.H104Y

Pat_41 Post-Resistance ZBTB40 9923 37 1 22818024 22818024 Missense_Mutation SNP G A 7 157 c.829G>A c.(829-831)GAG>AAG p.E277K

Pat_41 Post-Resistance ZBTB40 9923 37 1 22834619 22834619 Missense_Mutation SNP G A 4 75 c.1486G>A c.(1486-1488)GGA>AGA p.G496R

Pat_41 Post-Resistance EPHB2 2048 37 1 23233205 23233205 Missense_Mutation SNP G A 6 72 c.1891G>A c.(1891-1893)GAG>AAG p.E631K

Pat_41 Post-Resistance ZNF436 80818 37 1 23688598 23688598 Missense_Mutation SNP C T 23 213 c.1277G>A c.(1276-1278)GGT>GAT p.G426D

Pat_41 Post-Resistance ZNF436 80818 37 1 23689360 23689360 Missense_Mutation SNP C T 7 191 c.515G>A c.(514-516)GGA>GAA p.G172E

Pat_41 Post-Resistance E2F2 1870 37 1 23848503 23848503 Missense_Mutation SNP C T 14 184 c.404G>A c.(403-405)GGG>GAG p.G135E

Pat_41 Post-Resistance LYPLA2 11313 37 1 24120984 24120984 Missense_Mutation SNP C T 4 79 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_41 Post-Resistance C1orf130 400746 37 1 24921982 24921982 Missense_Mutation SNP G A 8 121 c.61G>A c.(61-63)GGA>AGA p.G21R

Pat_41 Post-Resistance TMEM57 55219 37 1 25818024 25818024 Missense_Mutation SNP G A 15 121 c.1741G>A c.(1741-1743)GAC>AAC p.D581N

Pat_41 Post-Resistance MAN1C1 57134 37 1 26080020 26080020 Missense_Mutation SNP G A 16 102 c.880G>A c.(880-882)GCG>ACG p.A294T

Pat_41 Post-Resistance MAN1C1 57134 37 1 26104735 26104735 Missense_Mutation SNP C T 6 45 c.1397C>T c.(1396-1398)GCC>GTC p.A466V

Pat_41 Post-Resistance C1orf135 79000 37 1 26161653 26161653 Missense_Mutation SNP G A 20 266 c.905C>T c.(904-906)ACT>ATT p.T302I

Pat_41 Post-Resistance ZNF593 51042 37 1 26497181 26497181 Missense_Mutation SNP G A 8 161 c.379G>A c.(379-381)GTC>ATC p.V127I

Pat_41 Post-Resistance CNKSR1 10256 37 1 26515939 26515939 Missense_Mutation SNP C T 8 91 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_41 Post-Resistance UBXN11 91544 37 1 26628190 26628190 Missense_Mutation SNP C T 12 78 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_41 Post-Resistance NR0B2 8431 37 1 27238395 27238395 Missense_Mutation SNP G A 16 248 c.715C>T c.(715-717)CCT>TCT p.P239S

Pat_41 Post-Resistance C1orf172 126695 37 1 27277919 27277919 Missense_Mutation SNP C T 21 21 c.953G>A c.(952-954)GGT>GAT p.G318D

Pat_41 Post-Resistance FGR 2268 37 1 27948098 27948098 Missense_Mutation SNP C T 26 190 c.400G>A c.(400-402)GCC>ACC p.A134T

Pat_41 Post-Resistance STX12 23673 37 1 28148833 28148833 Missense_Mutation SNP C T 13 351 c.824C>T c.(823-825)ACG>ATG p.T275M

Pat_41 Post-Resistance PPP1R8 5511 37 1 28167569 28167569 Missense_Mutation SNP C T 10 441 c.316C>T c.(316-318)CCT>TCT p.P106S

Pat_41 Post-Resistance C1orf38 9473 37 1 28212407 28212407 Missense_Mutation SNP C T 19 139 c.1906C>T c.(1906-1908)CTT>TTT p.L636F

Pat_41 Post-Resistance SMPDL3B 27293 37 1 28282459 28282459 Splice_Site SNP G A 5 76 c.872_splice c.e7-1 p.G291_splice

Pat_41 Post-Resistance XKR8 55113 37 1 28293040 28293040 Missense_Mutation SNP G A 6 164 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_41 Post-Resistance XKR8 55113 37 1 28293258 28293258 Nonsense_Mutation SNP G A 5 46 c.735G>A c.(733-735)TGG>TGA p.W245*

Pat_41 Post-Resistance EYA3 2140 37 1 28362061 28362061 Missense_Mutation SNP G A 25 516 c.355C>T c.(355-357)CCT>TCT p.P119S

Pat_41 Post-Resistance RCC1 1104 37 1 28863271 28863271 Missense_Mutation SNP G A 23 165 c.950G>A c.(949-951)AGC>AAC p.S317N

Pat_41 Post-Resistance EPB41 2035 37 1 29379747 29379747 Missense_Mutation SNP G A 15 189 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_41 Post-Resistance MECR 51102 37 1 29528490 29528490 Missense_Mutation SNP C T 57 415 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_41 Post-Resistance PTPRU 10076 37 1 29647228 29647228 Missense_Mutation SNP C T 13 132 c.3749C>T c.(3748-3750)ACC>ATC p.T1250I

Pat_41 Post-Resistance LAPTM5 7805 37 1 31206764 31206764 Missense_Mutation SNP C T 9 60 c.700G>A c.(700-702)GTG>ATG p.V234M

Pat_41 Post-Resistance PUM1 9698 37 1 31440139 31440139 Missense_Mutation SNP G A 17 239 c.1664C>T c.(1663-1665)CCT>CTT p.P555L

Pat_41 Post-Resistance PUM1 9698 37 1 31441205 31441205 Missense_Mutation SNP C T 5 190 c.1641G>A c.(1639-1641)ATG>ATA p.M547I



Pat_41 Post-Resistance PUM1 9698 37 1 31454168 31454168 Missense_Mutation SNP G A 5 162 c.1243C>T c.(1243-1245)CCG>TCG p.P415S

Pat_41 Post-Resistance SNRNP40 9410 37 1 31766101 31766101 Missense_Mutation SNP G A 26 155 c.236C>T c.(235-237)TCC>TTC p.S79F

Pat_41 Post-Resistance COL16A1 1307 37 1 32148591 32148591 Missense_Mutation SNP C T 8 61 c.2482G>A c.(2482-2484)GTG>ATG p.V828M

Pat_41 Post-Resistance COL16A1 1307 37 1 32155377 32155377 Missense_Mutation SNP G A 16 109 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_41 Post-Resistance COL16A1 1307 37 1 32157658 32157658 Missense_Mutation SNP C T 15 169 c.1205G>A c.(1204-1206)GGC>GAC p.G402D

Pat_41 Post-Resistance BAI2 576 37 1 32196445 32196445 Missense_Mutation SNP G A 16 164 c.4336C>T c.(4336-4338)CCT>TCT p.P1446S

Pat_41 Post-Resistance CCDC28B 79140 37 1 32669792 32669792 Missense_Mutation SNP G A 12 146 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_41 Post-Resistance LCK 3932 37 1 32742054 32742054 Missense_Mutation SNP C T 5 49 c.748C>T c.(748-750)CGG>TGG p.R250W

Pat_41 Post-Resistance HDAC1 3065 37 1 32790131 32790131 Missense_Mutation SNP A C 10 446 c.332A>C c.(331-333)CAG>CCG p.Q111P

Pat_41 Post-Resistance KIAA1522 57648 37 1 33236888 33236888 Missense_Mutation SNP G A 7 151 c.1931G>A c.(1930-1932)AGT>AAT p.S644N

Pat_41 Post-Resistance KIAA1522 57648 37 1 33237295 33237295 Missense_Mutation SNP C T 10 89 c.2338C>T c.(2338-2340)CCG>TCG p.P780S

Pat_41 Post-Resistance YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 7 116 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_41 Post-Resistance ZNF362 149076 37 1 33745785 33745785 Missense_Mutation SNP G A 45 375 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_41 Post-Resistance ZNF362 149076 37 1 33745887 33745887 Missense_Mutation SNP C T 11 332 c.512C>T c.(511-513)CCT>CTT p.P171L

Pat_41 Post-Resistance PHC2 1912 37 1 33833029 33833029 Missense_Mutation SNP C T 13 261 c.664G>A c.(664-666)GTA>ATA p.V222I

Pat_41 Post-Resistance CSMD2 114784 37 1 34204766 34204766 Nonsense_Mutation SNP C T 3 17 c.2223G>A c.(2221-2223)TGG>TGA p.W741*

Pat_41 Post-Resistance CSMD2 114784 37 1 34401462 34401462 Missense_Mutation SNP C T 34 232 c.491G>A c.(490-492)AGC>AAC p.S164N

Pat_41 Post-Resistance DLGAP3 58512 37 1 35365280 35365280 Missense_Mutation SNP G A 17 225 c.1376C>T c.(1375-1377)ACC>ATC p.T459I

Pat_41 Post-Resistance ZMYM1 79830 37 1 35577723 35577723 Missense_Mutation SNP A G 6 222 c.1138A>G c.(1138-1140)ATT>GTT p.I380V

Pat_41 Post-Resistance ZMYM1 79830 37 1 35578630 35578630 Missense_Mutation SNP C T 5 143 c.1199C>T c.(1198-1200)ACG>ATG p.T400M

Pat_41 Post-Resistance ZMYM4 9202 37 1 35847190 35847190 Missense_Mutation SNP G A 43 423 c.1400G>A c.(1399-1401)TGC>TAC p.C467Y

Pat_41 Post-Resistance NCDN 23154 37 1 36030965 36030965 Missense_Mutation SNP G A 23 83 c.1891G>A c.(1891-1893)GCC>ACC p.A631T

Pat_41 Post-Resistance CLSPN 63967 37 1 36215406 36215406 Missense_Mutation SNP C T 12 65 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_41 Post-Resistance CLSPN 63967 37 1 36225942 36225942 Splice_Site SNP C T 5 96 c.1579_splice c.e8+1 p.E527_splice

Pat_41 Post-Resistance EIF2C1 26523 37 1 36381006 36381006 Nonsense_Mutation SNP C T 19 430 c.1891C>T c.(1891-1893)CGA>TGA p.R631*

Pat_41 Post-Resistance ADPRHL2 54936 37 1 36557313 36557313 Missense_Mutation SNP G A 5 124 c.403G>A c.(403-405)GTC>ATC p.V135I

Pat_41 Post-Resistance MAP7D1 55700 37 1 36636617 36636617 Missense_Mutation SNP G A 11 234 c.92G>A c.(91-93)GGT>GAT p.G31D

Pat_41 Post-Resistance MACF1 23499 37 1 39696859 39696859 Translation_Start_Site SNP C T 44 693 c.-50C>T c.(-52--48)AACGG>AATGG

Pat_41 Post-Resistance MACF1 23499 37 1 39752983 39752983 Missense_Mutation SNP G A 13 321 c.1549G>A c.(1549-1551)GTC>ATC p.V517I

Pat_41 Post-Resistance MACF1 23499 37 1 39776656 39776656 Missense_Mutation SNP G A 9 218 c.3269G>A c.(3268-3270)AGG>AAG p.R1090K

Pat_41 Post-Resistance MACF1 23499 37 1 39806597 39806597 Missense_Mutation SNP G A 28 138 c.5873G>A c.(5872-5874)AGC>AAC p.S1958N

Pat_41 Post-Resistance MACF1 23499 37 1 39827140 39827140 Missense_Mutation SNP G A 27 381 c.7882G>A c.(7882-7884)GGC>AGC p.G2628S

Pat_41 Post-Resistance KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 3 36 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_41 Post-Resistance KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 7 20 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_41 Post-Resistance MACF1 23499 37 1 39898297 39898297 Nonsense_Mutation SNP C T 14 107 c.12748C>T c.(12748-12750)CAG>TAG p.Q4250*

Pat_41 Post-Resistance MACF1 23499 37 1 39906787 39906787 Missense_Mutation SNP G A 13 70 c.13889G>A c.(13888-13890)AGC>AAC p.S4630N

Pat_41 Post-Resistance PABPC4 8761 37 1 40035636 40035636 Missense_Mutation SNP G A 19 187 c.542C>T c.(541-543)GCT>GTT p.A181V

Pat_41 Post-Resistance PABPC4 8761 37 1 40041641 40041641 Translation_Start_Site SNP C T 5 27 c.-17G>A c.(-19--15)GGGTG>GGATG

Pat_41 Post-Resistance PPIE 10450 37 1 40207050 40207050 Missense_Mutation SNP G A 30 342 c.143G>A c.(142-144)GGA>GAA p.G48E

Pat_41 Post-Resistance MYCL1 4610 37 1 40366805 40366805 Missense_Mutation SNP G A 4 18 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_41 Post-Resistance MFSD2A 84879 37 1 40431657 40431657 Missense_Mutation SNP A G 4 135 c.724A>G c.(724-726)ACA>GCA p.T242A

Pat_41 Post-Resistance PPT1 5538 37 1 40542513 40542513 Splice_Site SNP C T 13 175 c.798_splice c.e8+1 p.Q266_splice

Pat_41 Post-Resistance RLF 6018 37 1 40702766 40702766 Missense_Mutation SNP G A 12 327 c.2392G>A c.(2392-2394)GAT>AAT p.D798N

Pat_41 Post-Resistance ZNF684 127396 37 1 41012864 41012864 Missense_Mutation SNP C T 13 141 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_41 Post-Resistance HIVEP3 59269 37 1 41979218 41979218 Missense_Mutation SNP C T 4 41 c.5674G>A c.(5674-5676)GCA>ACA p.A1892T

Pat_41 Post-Resistance FOXJ3 22887 37 1 42671492 42671492 Missense_Mutation SNP C T 11 163 c.571G>A c.(571-573)GAG>AAG p.E191K

Pat_41 Post-Resistance PPCS 79717 37 1 42925484 42925484 Missense_Mutation SNP G A 11 254 c.823G>A c.(823-825)GAA>AAA p.E275K



Pat_41 Post-Resistance LEPRE1 64175 37 1 43232591 43232591 Missense_Mutation SNP C T 9 181 c.52G>A c.(52-54)GCT>ACT p.A18T

Pat_41 Post-Resistance ERMAP 114625 37 1 43308506 43308506 Missense_Mutation SNP C T 7 60 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_41 Post-Resistance SLC2A1 6513 37 1 43393347 43393347 Missense_Mutation SNP C T 7 57 c.1207G>A c.(1207-1209)GCC>ACC p.A403T

Pat_41 Post-Resistance EBNA1BP2 10969 37 1 43630345 43630345 Missense_Mutation SNP C T 5 57 c.839G>A c.(838-840)GGC>GAC p.G280D

Pat_41 Post-Resistance WDR65 149465 37 1 43672465 43672465 Nonsense_Mutation SNP G A 13 241 c.1617G>A c.(1615-1617)TGG>TGA p.W539*

Pat_41 Post-Resistance WDR65 149465 37 1 43675684 43675684 Missense_Mutation SNP C T 34 163 c.2026C>T c.(2026-2028)CTT>TTT p.L676F

Pat_41 Post-Resistance TMEM125 128218 37 1 43738856 43738856 Missense_Mutation SNP G A 6 55 c.463G>A c.(463-465)GCT>ACT p.A155T

Pat_41 Post-Resistance MPL 4352 37 1 43805047 43805047 Missense_Mutation SNP G A 5 102 c.497G>A c.(496-498)AGG>AAG p.R166K

Pat_41 Post-Resistance KIAA0467 23334 37 1 43908520 43908520 Missense_Mutation SNP G A 33 174 c.5485G>A c.(5485-5487)GAA>AAA p.E1829K

Pat_41 Post-Resistance KIAA0467 23334 37 1 43908599 43908599 Missense_Mutation SNP G A 7 87 c.5564G>A c.(5563-5565)GGG>GAG p.G1855E

Pat_41 Post-Resistance PTPRF 5792 37 1 44057183 44057183 Missense_Mutation SNP G A 4 32 c.1490G>A c.(1489-1491)GGC>GAC p.G497D

Pat_41 Post-Resistance PTPRF 5792 37 1 44069683 44069683 Missense_Mutation SNP G A 7 123 c.2860G>A c.(2860-2862)GTG>ATG p.V954M

Pat_41 Post-Resistance PTPRF 5792 37 1 44084726 44084726 Missense_Mutation SNP C T 8 128 c.4499C>T c.(4498-4500)TCC>TTC p.S1500F

Pat_41 Post-Resistance SLC6A9 6536 37 1 44474134 44474134 Missense_Mutation SNP C T 9 128 c.700G>A c.(700-702)GAC>AAC p.D234N

Pat_41 Post-Resistance SLC6A9 6536 37 1 44482780 44482780 Missense_Mutation SNP G A 5 77 c.26C>T c.(25-27)GCG>GTG p.A9V

Pat_41 Post-Resistance KLF17 128209 37 1 44596372 44596372 Missense_Mutation SNP C T 8 137 c.1114C>T c.(1114-1116)CCA>TCA p.P372S

Pat_41 Post-Resistance DMAP1 55929 37 1 44684067 44684067 Missense_Mutation SNP C T 14 323 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance KIF2C 11004 37 1 45206657 45206657 Missense_Mutation SNP G A 6 150 c.143G>A c.(142-144)GGA>GAA p.G48E

Pat_41 Post-Resistance PLK3 1263 37 1 45268722 45268722 Missense_Mutation SNP G A 4 117 c.845G>A c.(844-846)AGC>AAC p.S282N

Pat_41 Post-Resistance PLK3 1263 37 1 45270380 45270380 Missense_Mutation SNP C T 41 634 c.1564C>T c.(1564-1566)CCC>TCC p.P522S

Pat_41 Post-Resistance PTCH2 8643 37 1 45292305 45292305 Missense_Mutation SNP G A 4 21 c.2831C>T c.(2830-2832)GCC>GTC p.A944V

Pat_41 Post-Resistance ZSWIM5 57643 37 1 45501794 45501794 Missense_Mutation SNP T G 6 87 c.2072A>C c.(2071-2073)CAG>CCG p.Q691P

Pat_41 Post-Resistance HPDL 84842 37 1 45793335 45793335 Missense_Mutation SNP G A 4 104 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_41 Post-Resistance MAST2 23139 37 1 46501709 46501709 Missense_Mutation SNP G A 5 146 c.5368G>A c.(5368-5370)GTT>ATT p.V1790I

Pat_41 Post-Resistance PIK3R3 8503 37 1 46509370 46509370 Missense_Mutation SNP G A 12 266 c.1361C>T c.(1360-1362)GCA>GTA p.A454V

Pat_41 Post-Resistance DMBX1 127343 37 1 46976784 46976784 Missense_Mutation SNP C T 157 170 c.526C>T c.(526-528)CCT>TCT p.P176S

Pat_41 Post-Resistance MOBKL2C 148932 37 1 47075807 47075807 Missense_Mutation SNP A G 7 213 c.488T>C c.(487-489)GTC>GCC p.V163A

Pat_41 Post-Resistance CYP4Z1 199974 37 1 47571916 47571916 Missense_Mutation SNP G A 27 114 c.1184G>A c.(1183-1185)GGA>GAA p.G395E

Pat_41 Post-Resistance FOXE3 2301 37 1 47882381 47882381 Missense_Mutation SNP G A 12 224 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_41 Post-Resistance SLC5A9 200010 37 1 48699363 48699363 Missense_Mutation SNP G A 11 104 c.1070G>A c.(1069-1071)AGA>AAA p.R357K

Pat_41 Post-Resistance SLC5A9 200010 37 1 48701532 48701532 Missense_Mutation SNP G A 10 153 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_41 Post-Resistance SPATA6 54558 37 1 48764422 48764422 Missense_Mutation SNP G A 14 203 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_41 Post-Resistance FAF1 11124 37 1 51204547 51204547 Missense_Mutation SNP G A 9 209 c.539C>T c.(538-540)TCT>TTT p.S180F

Pat_41 Post-Resistance CDKN2C 1031 37 1 51436056 51436056 Missense_Mutation SNP G A 4 61 c.16G>A c.(16-18)GGG>AGG p.G6R

Pat_41 Post-Resistance OSBPL9 114883 37 1 52231608 52231608 Missense_Mutation SNP C T 11 155 c.893C>T c.(892-894)GCT>GTT p.A298V

Pat_41 Post-Resistance RAB3B 5865 37 1 52399097 52399097 Missense_Mutation SNP G A 15 178 c.365C>T c.(364-366)ACC>ATC p.T122I

Pat_41 Post-Resistance KTI12 112970 37 1 52498737 52498737 Missense_Mutation SNP C T 10 43 c.697G>A c.(697-699)GTG>ATG p.V233M

Pat_41 Post-Resistance KTI12 112970 37 1 52498898 52498898 Missense_Mutation SNP G A 13 156 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_41 Post-Resistance ZFYVE9 9372 37 1 52703852 52703852 Missense_Mutation SNP G A 35 727 c.763G>A c.(763-765)GAC>AAC p.D255N

Pat_41 Post-Resistance FAM159A 348378 37 1 53122521 53122521 Missense_Mutation SNP C T 8 153 c.382C>T c.(382-384)CCA>TCA p.P128S

Pat_41 Post-Resistance ZYG11B 79699 37 1 53237373 53237373 Missense_Mutation SNP G A 31 218 c.878G>A c.(877-879)AGC>AAC p.S293N

Pat_41 Post-Resistance PODN 127435 37 1 53543381 53543381 Missense_Mutation SNP C T 22 373 c.907C>T c.(907-909)CCG>TCG p.P303S

Pat_41 Post-Resistance C1orf123 54987 37 1 53684085 53684085 Splice_Site SNP C T 17 297 c.229_splice c.e4+1 p.E77_splice

Pat_41 Post-Resistance LRP8 7804 37 1 53726227 53726227 Missense_Mutation SNP A T 25 288 c.1965T>A c.(1963-1965)AAT>AAA p.N655K

Pat_41 Post-Resistance CDCP2 200008 37 1 54605260 54605260 Missense_Mutation SNP G A 7 49 c.1283C>T c.(1282-1284)CCC>CTC p.P428L

Pat_41 Post-Resistance C1orf175 374977 37 1 55118771 55118771 Missense_Mutation SNP G A 6 122 c.172G>A c.(172-174)GTT>ATT p.V58I

Pat_41 Post-Resistance USP24 23358 37 1 55561066 55561066 Missense_Mutation SNP T G 4 46 c.5585A>C c.(5584-5586)AAC>ACC p.N1862T



Pat_41 Post-Resistance PRKAA2 5563 37 1 57111134 57111134 Missense_Mutation SNP G A 4 20 c.74G>A c.(73-75)GGC>GAC p.G25D

Pat_41 Post-Resistance C1orf168 199920 37 1 57185911 57185911 Missense_Mutation SNP T C 30 129 c.2066A>G c.(2065-2067)GAA>GGA p.E689G

Pat_41 Post-Resistance C8A 731 37 1 57372418 57372418 Missense_Mutation SNP G A 10 143 c.1175G>A c.(1174-1176)GGA>GAA p.G392E

Pat_41 Post-Resistance DAB1 1600 37 1 57480825 57480825 Missense_Mutation SNP C T 6 118 c.1175G>A c.(1174-1176)GGC>GAC p.G392D

Pat_41 Post-Resistance DAB1 1600 37 1 57491682 57491682 Missense_Mutation SNP G A 12 263 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_41 Post-Resistance MYSM1 114803 37 1 59142648 59142648 Missense_Mutation SNP C T 11 314 c.1340G>A c.(1339-1341)GGA>GAA p.G447E

Pat_41 Post-Resistance HOOK1 51361 37 1 60325957 60325957 Missense_Mutation SNP G A 38 552 c.1489G>A c.(1489-1491)GAA>AAA p.E497K

Pat_41 Post-Resistance HOOK1 51361 37 1 60330918 60330918 Splice_Site SNP G A 7 72 c.1744_splice c.e19+1 p.V582_splice

Pat_41 Post-Resistance C1orf87 127795 37 1 60505689 60505689 Missense_Mutation SNP G A 9 62 c.647C>T c.(646-648)TCT>TTT p.S216F

Pat_41 Post-Resistance INADL 10207 37 1 62253469 62253469 Missense_Mutation SNP G A 10 142 c.893G>A c.(892-894)GGC>GAC p.G298D

Pat_41 Post-Resistance CACHD1 57685 37 1 65157210 65157210 Missense_Mutation SNP C T 8 168 c.3638C>T c.(3637-3639)GCC>GTC p.A1213V

Pat_41 Post-Resistance DNAJC6 9829 37 1 65860607 65860607 Missense_Mutation SNP C T 15 170 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_41 Post-Resistance DNAJC6 9829 37 1 65871719 65871719 Missense_Mutation SNP G A 13 132 c.2223G>A c.(2221-2223)ATG>ATA p.M741I

Pat_41 Post-Resistance PDE4B 5142 37 1 66384379 66384379 Nonsense_Mutation SNP G T 8 122 c.142G>T c.(142-144)GGA>TGA p.G48*

Pat_41 Post-Resistance TCTEX1D1 200132 37 1 67236072 67236072 Missense_Mutation SNP C T 50 345 c.122C>T c.(121-123)TCT>TTT p.S41F

Pat_41 Post-Resistance WDR78 79819 37 1 67299760 67299760 Missense_Mutation SNP C T 22 92 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_41 Post-Resistance WDR78 79819 37 1 67299805 67299805 Missense_Mutation SNP G A 11 77 c.1760C>T c.(1759-1761)CCT>CTT p.P587L

Pat_41 Post-Resistance MIER1 57708 37 1 67425406 67425406 Missense_Mutation SNP C T 29 143 c.679C>T c.(679-681)CCA>TCA p.P227S

Pat_41 Post-Resistance SLC35D1 23169 37 1 67470040 67470040 Missense_Mutation SNP C T 9 305 c.1051G>A c.(1051-1053)GGG>AGG p.G351R

Pat_41 Post-Resistance SLC35D1 23169 37 1 67519582 67519582 Missense_Mutation SNP C T 5 58 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_41 Post-Resistance IL23R 149233 37 1 67724160 67724160 Splice_Site SNP G A 4 174 c.1240_splice c.e11-1 p.E414_splice

Pat_41 Post-Resistance SERBP1 26135 37 1 67880913 67880913 Missense_Mutation SNP C T 19 134 c.1106G>A c.(1105-1107)GGC>GAC p.G369D

Pat_41 Post-Resistance DEPDC1 55635 37 1 68947788 68947788 Missense_Mutation SNP G A 10 105 c.1703C>T c.(1702-1704)ACA>ATA p.T568I

Pat_41 Post-Resistance FPGT 8790 37 1 74670431 74670431 Missense_Mutation SNP G A 8 112 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_41 Post-Resistance TNNI3K 51086 37 1 74701803 74701803 Missense_Mutation SNP G A 12 94 c.58G>A c.(58-60)GTC>ATC p.V20I

Pat_41 Post-Resistance C1orf173 127254 37 1 75037060 75037060 Missense_Mutation SNP C T 10 202 c.4334G>A c.(4333-4335)GGA>GAA p.G1445E

Pat_41 Post-Resistance C1orf173 127254 37 1 75037804 75037804 Missense_Mutation SNP G A 25 236 c.3590C>T c.(3589-3591)TCC>TTC p.S1197F

Pat_41 Post-Resistance C1orf173 127254 37 1 75038600 75038600 Missense_Mutation SNP C T 27 181 c.2794G>A c.(2794-2796)GAG>AAG p.E932K

Pat_41 Post-Resistance SLC44A5 204962 37 1 75672389 75672389 Missense_Mutation SNP C T 8 213 c.2063G>A c.(2062-2064)AGA>AAA p.R688K

Pat_41 Post-Resistance MSH4 4438 37 1 76346936 76346936 Missense_Mutation SNP T C 12 181 c.1787T>C c.(1786-1788)GTG>GCG p.V596A

Pat_41 Post-Resistance ST6GALNAC3 256435 37 1 76779652 76779652 Missense_Mutation SNP C T 55 66 c.181C>T c.(181-183)CAC>TAC p.H61Y

Pat_41 Post-Resistance PIGK 10026 37 1 77627084 77627084 Missense_Mutation SNP G A 12 110 c.709C>T c.(709-711)CCT>TCT p.P237S

Pat_41 Post-Resistance FUBP1 8880 37 1 78444637 78444637 Missense_Mutation SNP C T 7 53 c.52G>A c.(52-54)GGT>AGT p.G18S

Pat_41 Post-Resistance GIPC2 54810 37 1 78601393 78601393 Missense_Mutation SNP G A 7 154 c.914G>A c.(913-915)GGA>GAA p.G305E

Pat_41 Post-Resistance IFI44L 10964 37 1 79101047 79101047 Missense_Mutation SNP G A 11 235 c.749G>A c.(748-750)GGA>GAA p.G250E

Pat_41 Post-Resistance ELTD1 64123 37 1 79387426 79387426 Missense_Mutation SNP G A 5 124 c.1129C>T c.(1129-1131)CCT>TCT p.P377S

Pat_41 Post-Resistance LPHN2 23266 37 1 82431862 82431862 Missense_Mutation SNP G A 30 166 c.2087G>A c.(2086-2088)AGG>AAG p.R696K

Pat_41 Post-Resistance CTBS 1486 37 1 85039948 85039948 Missense_Mutation SNP G A 4 18 c.151C>T c.(151-153)CCG>TCG p.P51S

Pat_41 Post-Resistance SSX2IP 117178 37 1 85130099 85130099 Splice_Site SNP C T 6 237 c.673_splice c.e7+1 p.A225_splice

Pat_41 Post-Resistance MCOLN3 55283 37 1 85510881 85510881 Missense_Mutation SNP C T 19 102 c.163G>A c.(163-165)GCT>ACT p.A55T

Pat_41 Post-Resistance DDAH1 23576 37 1 85787205 85787205 Missense_Mutation SNP G A 8 103 c.788C>T c.(787-789)TCT>TTT p.S263F

Pat_41 Post-Resistance COL24A1 255631 37 1 86313446 86313446 Missense_Mutation SNP C T 4 105 c.3364G>A c.(3364-3366)GGA>AGA p.G1122R

Pat_41 Post-Resistance CLCA1 1179 37 1 86965618 86965618 Missense_Mutation SNP G A 49 345 c.2635G>A c.(2635-2637)GAA>AAA p.E879K

Pat_41 Post-Resistance CLCA1 1179 37 1 86965625 86965625 Missense_Mutation SNP C T 55 313 c.2642C>T c.(2641-2643)TCT>TTT p.S881F

Pat_41 Post-Resistance GBP1 2633 37 1 89522803 89522803 Missense_Mutation SNP C T 24 194 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance GBP2 2634 37 1 89579779 89579779 Missense_Mutation SNP C T 66 248 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_41 Post-Resistance GBP7 388646 37 1 89613341 89613341 Missense_Mutation SNP G A 25 202 c.1274C>T c.(1273-1275)ACT>ATT p.T425I



Pat_41 Post-Resistance GBP6 163351 37 1 89843986 89843986 Missense_Mutation SNP G A 42 316 c.439G>A c.(439-441)GAG>AAG p.E147K

Pat_41 Post-Resistance LRRC8B 23507 37 1 90049189 90049189 Missense_Mutation SNP G A 8 161 c.980G>A c.(979-981)GGT>GAT p.G327D

Pat_41 Post-Resistance ZNF644 84146 37 1 91403258 91403258 Missense_Mutation SNP G A 25 207 c.3472C>T c.(3472-3474)CCA>TCA p.P1158S

Pat_41 Post-Resistance BTBD8 284697 37 1 92604938 92604938 Missense_Mutation SNP C T 10 211 c.784C>T c.(784-786)CAT>TAT p.H262Y

Pat_41 Post-Resistance BTBD8 284697 37 1 92604954 92604954 Missense_Mutation SNP G A 10 190 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_41 Post-Resistance MTF2 22823 37 1 93594945 93594945 Missense_Mutation SNP G A 14 223 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_41 Post-Resistance MTF2 22823 37 1 93594972 93594972 Missense_Mutation SNP G A 19 241 c.1127G>A c.(1126-1128)GGC>GAC p.G376D

Pat_41 Post-Resistance CCDC18 343099 37 1 93646148 93646148 Missense_Mutation SNP G A 7 112 c.61G>A c.(61-63)GCT>ACT p.A21T

Pat_41 Post-Resistance FNBP1L 54874 37 1 93988987 93988987 Missense_Mutation SNP C T 7 65 c.281C>T c.(280-282)GCG>GTG p.A94V

Pat_41 Post-Resistance ABCA4 24 37 1 94502814 94502814 Missense_Mutation SNP G A 13 181 c.3700C>T c.(3700-3702)CCA>TCA p.P1234S

Pat_41 Post-Resistance ARHGAP29 9411 37 1 94640149 94640149 Missense_Mutation SNP G A 10 227 c.3062C>T c.(3061-3063)CCT>CTT p.P1021L

Pat_41 Post-Resistance RWDD3 25950 37 1 95710043 95710043 Missense_Mutation SNP G A 19 184 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance DPYD 1806 37 1 97658624 97658624 Splice_Site SNP C T 9 173 c.2622_splice c.e20+1 p.K874_splice

Pat_41 Post-Resistance LPPR5 163404 37 1 99380362 99380362 Missense_Mutation SNP C T 7 147 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_41 Post-Resistance LPPR4 9890 37 1 99764654 99764654 Missense_Mutation SNP G A 22 218 c.602G>A c.(601-603)GGA>GAA p.G201E

Pat_41 Post-Resistance FRRS1 391059 37 1 100203679 100203679 Missense_Mutation SNP C T 20 351 c.722G>A c.(721-723)GGC>GAC p.G241D

Pat_41 Post-Resistance SLC35A3 23443 37 1 100464904 100464904 Missense_Mutation SNP G A 34 192 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_41 Post-Resistance SLC35A3 23443 37 1 100488006 100488006 Missense_Mutation SNP C T 4 123 c.952C>T c.(952-954)CCT>TCT p.P318S

Pat_41 Post-Resistance SASS6 163786 37 1 100584644 100584644 Missense_Mutation SNP G A 4 85 c.599C>T c.(598-600)GCG>GTG p.A200V

Pat_41 Post-Resistance DBT 1629 37 1 100672153 100672153 Missense_Mutation SNP C T 20 481 c.1057G>A c.(1057-1059)GGT>AGT p.G353S

Pat_41 Post-Resistance VAV3 10451 37 1 108247184 108247184 Missense_Mutation SNP C T 16 256 c.1693G>A c.(1693-1695)GTT>ATT p.V565I

Pat_41 Post-Resistance C1orf59 113802 37 1 109192835 109192835 Missense_Mutation SNP C T 17 322 c.754G>A c.(754-756)GCT>ACT p.A252T

Pat_41 Post-Resistance WDR47 22911 37 1 109524409 109524409 Missense_Mutation SNP C T 35 314 c.2344G>A c.(2344-2346)GAT>AAT p.D782N

Pat_41 Post-Resistance KIAA1324 57535 37 1 109704625 109704625 Missense_Mutation SNP G A 6 127 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_41 Post-Resistance CELSR2 1952 37 1 109793887 109793887 Missense_Mutation SNP G A 5 108 c.1186G>A c.(1186-1188)GCC>ACC p.A396T

Pat_41 Post-Resistance CELSR2 1952 37 1 109803751 109803751 Missense_Mutation SNP G A 8 232 c.4046G>A c.(4045-4047)GGC>GAC p.G1349D

Pat_41 Post-Resistance CELSR2 1952 37 1 109804176 109804176 Missense_Mutation SNP G A 7 297 c.4223G>A c.(4222-4224)GGG>GAG p.G1408E

Pat_41 Post-Resistance CELSR2 1952 37 1 109812092 109812092 Missense_Mutation SNP G A 5 61 c.6859G>A c.(6859-6861)GTC>ATC p.V2287I

Pat_41 Post-Resistance CELSR2 1952 37 1 109814127 109814127 Missense_Mutation SNP G A 16 210 c.7796G>A c.(7795-7797)TGC>TAC p.C2599Y

Pat_41 Post-Resistance AMIGO1 57463 37 1 110051098 110051098 Missense_Mutation SNP A C 17 180 c.437T>G c.(436-438)ATC>AGC p.I146S

Pat_41 Post-Resistance GSTM2 2946 37 1 110224435 110224435 Missense_Mutation SNP C T 8 104 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_41 Post-Resistance EPS8L3 79574 37 1 110301901 110301901 Missense_Mutation SNP G A 31 583 c.364C>T c.(364-366)CCA>TCA p.P122S

Pat_41 Post-Resistance FAM40A 85369 37 1 110584222 110584222 Missense_Mutation SNP G A 15 158 c.715G>A c.(715-717)GCT>ACT p.A239T

Pat_41 Post-Resistance SLC6A17 388662 37 1 110738259 110738259 Missense_Mutation SNP C T 10 191 c.1544C>T c.(1543-1545)TCC>TTC p.S515F

Pat_41 Post-Resistance RBM15 64783 37 1 110884155 110884155 Missense_Mutation SNP G A 6 153 c.2128G>A c.(2128-2130)GAG>AAG p.E710K

Pat_41 Post-Resistance SLC16A4 9122 37 1 110919577 110919577 Missense_Mutation SNP C T 16 78 c.1237G>A c.(1237-1239)GTA>ATA p.V413I

Pat_41 Post-Resistance SLC16A4 9122 37 1 110921759 110921759 Missense_Mutation SNP C T 9 332 c.746G>A c.(745-747)AGC>AAC p.S249N

Pat_41 Post-Resistance KCNA10 3744 37 1 111060116 111060116 Missense_Mutation SNP G A 9 45 c.1294C>T c.(1294-1296)CCA>TCA p.P432S

Pat_41 Post-Resistance KCNA3 3738 37 1 111216162 111216162 Missense_Mutation SNP G A 27 47 c.1270C>T c.(1270-1272)CCC>TCC p.P424S

Pat_41 Post-Resistance C1orf103 55791 37 1 111492639 111492639 Missense_Mutation SNP G A 5 116 c.1703C>T c.(1702-1704)GCT>GTT p.A568V

Pat_41 Post-Resistance C1orf103 55791 37 1 111495306 111495306 Missense_Mutation SNP G A 10 138 c.200C>T c.(199-201)GCT>GTT p.A67V

Pat_41 Post-Resistance CEPT1 10390 37 1 111702080 111702080 Missense_Mutation SNP G A 17 271 c.418G>A c.(418-420)GCA>ACA p.A140T

Pat_41 Post-Resistance CHI3L2 1117 37 1 111778665 111778665 Missense_Mutation SNP C T 32 489 c.625C>T c.(625-627)CTC>TTC p.L209F

Pat_41 Post-Resistance CHIA 27159 37 1 111860652 111860652 Missense_Mutation SNP C T 11 141 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_41 Post-Resistance OVGP1 5016 37 1 111957946 111957946 Missense_Mutation SNP G A 7 112 c.1177C>T c.(1177-1179)CCA>TCA p.P393S

Pat_41 Post-Resistance OVGP1 5016 37 1 111966292 111966292 Missense_Mutation SNP T C 21 173 c.356A>G c.(355-357)AAG>AGG p.K119R

Pat_41 Post-Resistance ATP5F1 515 37 1 112002095 112002095 Missense_Mutation SNP C T 8 176 c.530C>T c.(529-531)GCT>GTT p.A177V



Pat_41 Post-Resistance DDX20 11218 37 1 112308860 112308860 Missense_Mutation SNP G A 5 112 c.1814G>A c.(1813-1815)GGG>GAG p.G605E

Pat_41 Post-Resistance MOV10 4343 37 1 113231577 113231577 Missense_Mutation SNP G A 22 152 c.158G>A c.(157-159)GGC>GAC p.G53D

Pat_41 Post-Resistance MOV10 4343 37 1 113232218 113232218 Missense_Mutation SNP C T 36 394 c.523C>T c.(523-525)CCC>TCC p.P175S

Pat_41 Post-Resistance MOV10 4343 37 1 113232266 113232266 Missense_Mutation SNP G A 11 126 c.571G>A c.(571-573)GGC>AGC p.G191S

Pat_41 Post-Resistance PPM1J 333926 37 1 113253130 113253130 Missense_Mutation SNP G A 10 178 c.1322C>T c.(1321-1323)GCC>GTC p.A441V

Pat_41 Post-Resistance FAM19A3 284467 37 1 113266686 113266686 Missense_Mutation SNP G A 11 78 c.317G>A c.(316-318)GGG>GAG p.G106E

Pat_41 Post-Resistance HIPK1 204851 37 1 114499792 114499792 Missense_Mutation SNP C T 32 278 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_41 Post-Resistance HIPK1 204851 37 1 114505028 114505028 Missense_Mutation SNP C T 19 187 c.2071C>T c.(2071-2073)CCA>TCA p.P691S

Pat_41 Post-Resistance HIPK1 204851 37 1 114508860 114508860 Missense_Mutation SNP G A 17 80 c.2347G>A c.(2347-2349)GCC>ACC p.A783T

Pat_41 Post-Resistance TRIM33 51592 37 1 114948110 114948110 Missense_Mutation SNP C T 39 641 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_41 Post-Resistance AMPD1 270 37 1 115215853 115215853 Missense_Mutation SNP C T 29 206 c.2126G>A c.(2125-2127)GGC>GAC p.G709D

Pat_41 Post-Resistance AMPD1 270 37 1 115216529 115216529 Splice_Site SNP C T 126 238 c.1974_splice c.e14+1 p.K658_splice

Pat_41 Post-Resistance NRAS 4893 37 1 115256529 115256529 Missense_Mutation SNP T C 27 681 c.182A>G c.(181-183)CAA>CGA p.Q61R

Pat_41 Post-Resistance NRAS 4893 37 1 115256538 115256538 Missense_Mutation SNP G A 261 449 c.173C>T c.(172-174)ACA>ATA p.T58I

Pat_41 Post-Resistance CSDE1 7812 37 1 115261250 115261250 Missense_Mutation SNP C T 16 232 c.2333G>A c.(2332-2334)GGA>GAA p.G778E

Pat_41 Post-Resistance CSDE1 7812 37 1 115263285 115263285 Missense_Mutation SNP C T 22 443 c.1927G>A c.(1927-1929)GGG>AGG p.G643R

Pat_41 Post-Resistance VANGL1 81839 37 1 116206309 116206309 Missense_Mutation SNP G A 95 189 c.232G>A c.(232-234)GCC>ACC p.A78T

Pat_41 Post-Resistance VANGL1 81839 37 1 116206471 116206471 Missense_Mutation SNP C T 11 71 c.394C>T c.(394-396)CTT>TTT p.L132F

Pat_41 Post-Resistance VANGL1 81839 37 1 116226583 116226583 Missense_Mutation SNP C T 51 374 c.965C>T c.(964-966)ACT>ATT p.T322I

Pat_41 Post-Resistance IGSF3 3321 37 1 117146321 117146321 Missense_Mutation SNP C T 17 447 c.1549G>A c.(1549-1551)GTG>ATG p.V517M

Pat_41 Post-Resistance IGSF3 3321 37 1 117158986 117158986 Missense_Mutation SNP C T 6 277 c.137G>A c.(136-138)GGC>GAC p.G46D

Pat_41 Post-Resistance CD101 9398 37 1 117556219 117556219 Missense_Mutation SNP G A 65 69 c.1033G>A c.(1033-1035)GCA>ACA p.A345T

Pat_41 Post-Resistance TTF2 8458 37 1 117617599 117617599 Missense_Mutation SNP G T 6 285 c.393G>T c.(391-393)AAG>AAT p.K131N

Pat_41 Post-Resistance TTF2 8458 37 1 117633200 117633200 Missense_Mutation SNP C T 21 199 c.2543C>T c.(2542-2544)TCT>TTT p.S848F

Pat_41 Post-Resistance TRIM45 80263 37 1 117654973 117654973 Missense_Mutation SNP C T 70 112 c.1697G>A c.(1696-1698)GGT>GAT p.G566D

Pat_41 Post-Resistance TRIM45 80263 37 1 117660679 117660679 Missense_Mutation SNP G A 11 338 c.1199C>T c.(1198-1200)GCC>GTC p.A400V

Pat_41 Post-Resistance TRIM45 80263 37 1 117663750 117663750 Missense_Mutation SNP C T 17 148 c.74G>A c.(73-75)GGC>GAC p.G25D

Pat_41 Post-Resistance SPAG17 200162 37 1 118535096 118535096 Missense_Mutation SNP G A 10 303 c.5354C>T c.(5353-5355)TCC>TTC p.S1785F

Pat_41 Post-Resistance SPAG17 200162 37 1 118644362 118644362 Splice_Site SNP C T 6 156 c.634_splice c.e5+1 p.D212_splice

Pat_41 Post-Resistance TBX15 6913 37 1 119427477 119427477 Missense_Mutation SNP C T 7 89 c.1369G>A c.(1369-1371)GAG>AAG p.E457K

Pat_41 Post-Resistance TBX15 6913 37 1 119427938 119427938 Missense_Mutation SNP G A 4 81 c.908C>T c.(907-909)GCC>GTC p.A303V

Pat_41 Post-Resistance WARS2 10352 37 1 119619077 119619077 Missense_Mutation SNP G A 11 204 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance HMGCS2 3158 37 1 120300046 120300046 Missense_Mutation SNP G A 18 157 c.866C>T c.(865-867)CCC>CTC p.P289L

Pat_41 Post-Resistance NOTCH2 4853 37 1 120458965 120458965 Missense_Mutation SNP T C 13 157 c.6380A>G c.(6379-6381)AAG>AGG p.K2127R

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144879561 144879561 Missense_Mutation SNP A G 3 40 c.3889T>C c.(3889-3891)TGT>CGT p.C1297R

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144886128 144886128 Missense_Mutation SNP C T 9 108 c.3106G>A c.(3106-3108)GAA>AAA p.E1036K

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144892575 144892575 Missense_Mutation SNP C T 11 425 c.2830G>A c.(2830-2832)GAT>AAT p.D944N

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144906091 144906091 Missense_Mutation SNP C T 18 261 c.2542G>A c.(2542-2544)GGT>AGT p.G848S

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144917498 144917498 Splice_Site SNP C T 22 791 c.1605_splice c.e12+1 p.Q535_splice

Pat_41 Post-Resistance LIX1L 128077 37 1 145492269 145492269 Missense_Mutation SNP C T 12 352 c.491C>T c.(490-492)GCT>GTT p.A164V

Pat_41 Post-Resistance RBM8A 9939 37 1 145508953 145508953 Missense_Mutation SNP C T 8 77 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_41 Post-Resistance POLR3C 10623 37 1 145606342 145606342 Missense_Mutation SNP G A 43 243 c.611C>T c.(610-612)TCA>TTA p.S204L

Pat_41 Post-Resistance POLR3C 10623 37 1 145608177 145608177 Missense_Mutation SNP G A 11 247 c.520C>T c.(520-522)CCA>TCA p.P174S

Pat_41 Post-Resistance LOC728989 728989 37 1 146496484 146496484 Splice_Site SNP C T 13 31 c.17_splice c.e2-1 p.D6_splice

Pat_41 Post-Resistance PDIA3P 171423 37 1 146649927 146649927 Missense_Mutation SNP C T 16 234 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_41 Post-Resistance BCL9 607 37 1 147094189 147094189 Missense_Mutation SNP C T 12 527 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_41 Post-Resistance GJA5 2702 37 1 147230524 147230524 Missense_Mutation SNP G A 18 163 c.823C>T c.(823-825)CCT>TCT p.P275S



Pat_41 Post-Resistance NBPF14 25832 37 1 148015766 148015766 Missense_Mutation SNP G A 16 397 c.865C>T c.(865-867)CCT>TCT p.P289S

Pat_41 Post-Resistance LOC200030 200030 37 1 148342473 148342473 Missense_Mutation SNP G A 40 691 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_41 Post-Resistance HIST2H2BF 440689 37 1 149783685 149783685 Missense_Mutation SNP G A 21 254 c.194C>T c.(193-195)TCC>TTC p.S65F

Pat_41 Post-Resistance SV2A 9900 37 1 149885365 149885365 Missense_Mutation SNP C T 6 159 c.28G>A c.(28-30)GCT>ACT p.A10T

Pat_41 Post-Resistance OTUD7B 56957 37 1 149916315 149916315 Missense_Mutation SNP C T 14 210 c.1973G>A c.(1972-1974)GGG>GAG p.G658E

Pat_41 Post-Resistance OTUD7B 56957 37 1 149916928 149916928 Missense_Mutation SNP C T 10 73 c.1360G>A c.(1360-1362)GCT>ACT p.A454T

Pat_41 Post-Resistance VPS45 11311 37 1 150082640 150082640 Missense_Mutation SNP G A 18 92 c.1523G>A c.(1522-1524)GGA>GAA p.G508E

Pat_41 Post-Resistance C1orf51 148523 37 1 150259056 150259056 Missense_Mutation SNP C T 45 231 c.848C>T c.(847-849)CCT>CTT p.P283L

Pat_41 Post-Resistance RPRD2 23248 37 1 150444176 150444176 Missense_Mutation SNP G A 83 424 c.2752G>A c.(2752-2754)GTA>ATA p.V918I

Pat_41 Post-Resistance RPRD2 23248 37 1 150444887 150444887 Missense_Mutation SNP G A 6 64 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_41 Post-Resistance TARS2 80222 37 1 150469355 150469355 Missense_Mutation SNP G A 5 70 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_41 Post-Resistance ECM1 1893 37 1 150482181 150482181 Missense_Mutation SNP C T 18 325 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_41 Post-Resistance MCL1 4170 37 1 150549889 150549889 Missense_Mutation SNP C T 100 653 c.1015G>A c.(1015-1017)GCT>ACT p.A339T

Pat_41 Post-Resistance ANXA9 8416 37 1 150967112 150967112 Missense_Mutation SNP C G 39 291 c.912C>G c.(910-912)GAC>GAG p.D304E

Pat_41 Post-Resistance MLLT11 10962 37 1 151039951 151039951 Missense_Mutation SNP C T 22 460 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_41 Post-Resistance SEMA6C 10500 37 1 151107673 151107673 Missense_Mutation SNP G A 5 91 c.1546C>T c.(1546-1548)CTC>TTC p.L516F

Pat_41 Post-Resistance LYSMD1 388695 37 1 151133381 151133381 Missense_Mutation SNP C T 19 329 c.661G>A c.(661-663)GAG>AAG p.E221K

Pat_41 Post-Resistance PIP5K1A 8394 37 1 151210722 151210722 Missense_Mutation SNP G A 5 153 c.1210G>A c.(1210-1212)GAC>AAC p.D404N

Pat_41 Post-Resistance SELENBP1 8991 37 1 151339246 151339246 Missense_Mutation SNP C T 30 331 c.616G>A c.(616-618)GCT>ACT p.A206T

Pat_41 Post-Resistance SELENBP1 8991 37 1 151341550 151341550 Missense_Mutation SNP G A 5 139 c.290C>T c.(289-291)CCC>CTC p.P97L

Pat_41 Post-Resistance POGZ 23126 37 1 151400683 151400683 Missense_Mutation SNP G A 15 203 c.775C>T c.(775-777)CCC>TCC p.P259S

Pat_41 Post-Resistance CGN 57530 37 1 151508765 151508765 Missense_Mutation SNP G A 16 137 c.3250G>A c.(3250-3252)GAA>AAA p.E1084K

Pat_41 Post-Resistance CGN 57530 37 1 151509224 151509224 Missense_Mutation SNP G A 9 114 c.3325G>A c.(3325-3327)GCT>ACT p.A1109T

Pat_41 Post-Resistance SNX27 81609 37 1 151611384 151611384 Missense_Mutation SNP G A 5 258 c.332G>A c.(331-333)GGG>GAG p.G111E

Pat_41 Post-Resistance SNX27 81609 37 1 151630880 151630880 Missense_Mutation SNP G A 15 158 c.713G>A c.(712-714)GGA>GAA p.G238E

Pat_41 Post-Resistance TDRKH 11022 37 1 151752463 151752463 Missense_Mutation SNP G A 12 158 c.385C>T c.(385-387)CTT>TTT p.L129F

Pat_41 Post-Resistance LINGO4 339398 37 1 151773413 151773413 Missense_Mutation SNP C T 5 114 c.1768G>A c.(1768-1770)GCC>ACC p.A590T

Pat_41 Post-Resistance LINGO4 339398 37 1 151773935 151773935 Nonsense_Mutation SNP G A 4 120 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_41 Post-Resistance LINGO4 339398 37 1 151774058 151774058 Missense_Mutation SNP G A 5 58 c.1123C>T c.(1123-1125)CAC>TAC p.H375Y

Pat_41 Post-Resistance LINGO4 339398 37 1 151774919 151774919 Missense_Mutation SNP C T 6 31 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_41 Post-Resistance S100A11 6282 37 1 152005164 152005164 Missense_Mutation SNP C T 7 78 c.292G>A c.(292-294)GCT>ACT p.A98T

Pat_41 Post-Resistance TCHH 7062 37 1 152081093 152081093 Missense_Mutation SNP G A 7 50 c.4600C>T c.(4600-4602)CTC>TTC p.L1534F

Pat_41 Post-Resistance TCHH 7062 37 1 152084165 152084165 Missense_Mutation SNP C T 5 82 c.1528G>A c.(1528-1530)GAG>AAG p.E510K

Pat_41 Post-Resistance RPTN 126638 37 1 152127456 152127456 Missense_Mutation SNP C T 40 335 c.2119G>A c.(2119-2121)GAA>AAA p.E707K

Pat_41 Post-Resistance HRNR 388697 37 1 152187617 152187617 Missense_Mutation SNP C T 15 828 c.6488G>A c.(6487-6489)GGG>GAG p.G2163E

Pat_41 Post-Resistance FLG 2312 37 1 152276792 152276792 Missense_Mutation SNP C T 27 397 c.10570G>A c.(10570-10572)GGA>AGA p.G3524R

Pat_41 Post-Resistance FLG 2312 37 1 152277097 152277097 Missense_Mutation SNP G A 8 299 c.10265C>T c.(10264-10266)TCC>TTC p.S3422F

Pat_41 Post-Resistance FLG 2312 37 1 152283904 152283904 Missense_Mutation SNP G A 9 325 c.3458C>T c.(3457-3459)TCC>TTC p.S1153F

Pat_41 Post-Resistance FLG 2312 37 1 152284948 152284948 Missense_Mutation SNP G A 15 309 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_41 Post-Resistance FLG 2312 37 1 152285591 152285591 Missense_Mutation SNP C T 33 464 c.1771G>A c.(1771-1773)GCT>ACT p.A591T

Pat_41 Post-Resistance FLG2 388698 37 1 152325436 152325436 Missense_Mutation SNP G A 13 505 c.4826C>T c.(4825-4827)CCA>CTA p.P1609L

Pat_41 Post-Resistance FLG2 388698 37 1 152325865 152325865 Missense_Mutation SNP C T 39 675 c.4397G>A c.(4396-4398)GGA>GAA p.G1466E

Pat_41 Post-Resistance FLG2 388698 37 1 152327749 152327749 Missense_Mutation SNP G A 51 745 c.2513C>T c.(2512-2514)TCT>TTT p.S838F

Pat_41 Post-Resistance FLG2 388698 37 1 152329195 152329195 Missense_Mutation SNP C T 33 114 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_41 Post-Resistance CRNN 49860 37 1 152384655 152384655 Missense_Mutation SNP C T 23 141 c.55G>A c.(55-57)GCA>ACA p.A19T

Pat_41 Post-Resistance KPRP 448834 37 1 152732125 152732125 Missense_Mutation SNP C T 16 233 c.61C>T c.(61-63)CCC>TCC p.P21S

Pat_41 Post-Resistance SPRR1B 6699 37 1 153005056 153005056 Missense_Mutation SNP C T 16 280 c.235C>T c.(235-237)CCA>TCA p.P79S



Pat_41 Post-Resistance SPRR2G 6706 37 1 153122457 153122457 Missense_Mutation SNP C T 12 179 c.130G>A c.(130-132)GAG>AAG p.E44K

Pat_41 Post-Resistance S100A7A 338324 37 1 153391778 153391778 Missense_Mutation SNP G A 7 55 c.299G>A c.(298-300)AGC>AAC p.S100N

Pat_41 Post-Resistance INTS3 65123 37 1 153701196 153701196 Missense_Mutation SNP G A 6 97 c.86G>A c.(85-87)GGA>GAA p.G29E

Pat_41 Post-Resistance INTS3 65123 37 1 153723712 153723713 Missense_Mutation DNP AC TT 50 89 c.726_727AC>TTc.(724-729)GAACGG>GATTGGp.242_243ER>DW

Pat_41 Post-Resistance INTS3 65123 37 1 153735307 153735307 Missense_Mutation SNP G T 16 155 c.1620G>T c.(1618-1620)GAG>GAT p.E540D

Pat_41 Post-Resistance GATAD2B 57459 37 1 153788820 153788820 Missense_Mutation SNP C T 16 240 c.1145G>A c.(1144-1146)AGT>AAT p.S382N

Pat_41 Post-Resistance NUP210L 91181 37 1 153994680 153994680 Missense_Mutation SNP G A 16 219 c.4438C>T c.(4438-4440)CAT>TAT p.H1480Y

Pat_41 Post-Resistance NUP210L 91181 37 1 154098842 154098842 Missense_Mutation SNP C T 8 271 c.1283G>A c.(1282-1284)GGT>GAT p.G428D

Pat_41 Post-Resistance NUP210L 91181 37 1 154113906 154113906 Splice_Site SNP C T 20 244 c.566_splice c.e4+1 p.R189_splice

Pat_41 Post-Resistance UBAP2L 9898 37 1 154207702 154207702 Missense_Mutation SNP C T 7 29 c.479C>T c.(478-480)ACC>ATC p.T160I

Pat_41 Post-Resistance HAX1 10456 37 1 154247728 154247728 Missense_Mutation SNP C T 6 105 c.655C>T c.(655-657)CCA>TCA p.P219S

Pat_41 Post-Resistance SHE 126669 37 1 154461626 154461626 Missense_Mutation SNP G A 7 66 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_41 Post-Resistance SHE 126669 37 1 154473961 154473961 Missense_Mutation SNP G A 10 69 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_41 Post-Resistance UBE2Q1 55585 37 1 154524445 154524445 Missense_Mutation SNP G A 7 106 c.977C>T c.(976-978)CCC>CTC p.P326L

Pat_41 Post-Resistance ADAR 103 37 1 154574774 154574774 Missense_Mutation SNP C T 13 57 c.344G>A c.(343-345)GGC>GAC p.G115D

Pat_41 Post-Resistance KCNN3 3782 37 1 154794630 154794630 Missense_Mutation SNP G A 8 104 c.964C>T c.(964-966)CTT>TTT p.L322F

Pat_41 Post-Resistance PBXIP1 57326 37 1 154918265 154918265 Missense_Mutation SNP C T 13 81 c.1885G>A c.(1885-1887)GCT>ACT p.A629T

Pat_41 Post-Resistance PBXIP1 57326 37 1 154919237 154919237 Missense_Mutation SNP C T 5 41 c.913G>A c.(913-915)GGG>AGG p.G305R

Pat_41 Post-Resistance SHC1 6464 37 1 154938680 154938680 Missense_Mutation SNP G A 7 74 c.1210C>T c.(1210-1212)CCA>TCA p.P404S

Pat_41 Post-Resistance FLAD1 80308 37 1 154962075 154962075 Missense_Mutation SNP C T 20 134 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_41 Post-Resistance ADAM15 8751 37 1 155029544 155029544 Missense_Mutation SNP C T 5 52 c.1115C>T c.(1114-1116)CCA>CTA p.P372L

Pat_41 Post-Resistance TRIM46 80128 37 1 155147944 155147944 Missense_Mutation SNP C T 6 227 c.146C>T c.(145-147)ACC>ATC p.T49I

Pat_41 Post-Resistance THBS3 7059 37 1 155165886 155165886 Missense_Mutation SNP C T 12 235 c.2704G>A c.(2704-2706)GCG>ACG p.A902T

Pat_41 Post-Resistance CLK2 1196 37 1 155233104 155233104 Missense_Mutation SNP T A 9 107 c.1405A>T c.(1405-1407)ACC>TCC p.T469S

Pat_41 Post-Resistance PKLR 5313 37 1 155265054 155265054 Missense_Mutation SNP C T 5 241 c.547G>A c.(547-549)GTG>ATG p.V183M

Pat_41 Post-Resistance ASH1L 55870 37 1 155311810 155311810 Missense_Mutation SNP G A 17 365 c.8392C>T c.(8392-8394)CAC>TAC p.H2798Y

Pat_41 Post-Resistance ASH1L 55870 37 1 155448141 155448141 Missense_Mutation SNP G A 4 79 c.4520C>T c.(4519-4521)TCC>TTC p.S1507F

Pat_41 Post-Resistance ASH1L 55870 37 1 155448984 155448984 Missense_Mutation SNP G A 8 268 c.3677C>T c.(3676-3678)TCT>TTT p.S1226F

Pat_41 Post-Resistance ASH1L 55870 37 1 155450143 155450143 Missense_Mutation SNP C T 5 82 c.2518G>A c.(2518-2520)GAA>AAA p.E840K

Pat_41 Post-Resistance ASH1L 55870 37 1 155491252 155491252 Missense_Mutation SNP C T 15 294 c.59G>A c.(58-60)AGA>AAA p.R20K

Pat_41 Post-Resistance MSTO1 55154 37 1 155582276 155582276 Missense_Mutation SNP G A 19 167 c.881G>A c.(880-882)AGC>AAC p.S294N

Pat_41 Post-Resistance GON4L 54856 37 1 155735525 155735525 Missense_Mutation SNP G A 10 83 c.3739C>T c.(3739-3741)CCC>TCC p.P1247S

Pat_41 Post-Resistance ARHGEF2 9181 37 1 155920227 155920227 Missense_Mutation SNP G A 9 191 c.2750C>T c.(2749-2751)TCT>TTT p.S917F

Pat_41 Post-Resistance ARHGEF2 9181 37 1 155936257 155936257 Missense_Mutation SNP G A 36 251 c.290C>T c.(289-291)GCC>GTC p.A97V

Pat_41 Post-Resistance UBQLN4 56893 37 1 156012620 156012620 Missense_Mutation SNP G A 5 27 c.1211C>T c.(1210-1212)CCC>CTC p.P404L

Pat_41 Post-Resistance LMNA 4000 37 1 156105913 156105913 Splice_Site SNP G A 5 70 c.1157_splice c.e6+1 p.R386_splice

Pat_41 Post-Resistance PAQR6 79957 37 1 156215990 156215990 Missense_Mutation SNP C T 5 124 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_41 Post-Resistance APOA1BP 128240 37 1 156563845 156563845 Missense_Mutation SNP C T 13 320 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_41 Post-Resistance GPATCH4 54865 37 1 156565333 156565333 Missense_Mutation SNP C T 27 240 c.800G>A c.(799-801)GGG>GAG p.G267E

Pat_41 Post-Resistance ISG20L2 81875 37 1 156697269 156697269 Missense_Mutation SNP G A 24 37 c.176C>T c.(175-177)TCA>TTA p.S59L

Pat_41 Post-Resistance MRPL24 79590 37 1 156707878 156707878 Missense_Mutation SNP G A 4 129 c.328C>T c.(328-330)CCT>TCT p.P110S

Pat_41 Post-Resistance MRPL24 79590 37 1 156708343 156708343 Missense_Mutation SNP C T 13 218 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_41 Post-Resistance INSRR 3645 37 1 156823618 156823618 Missense_Mutation SNP C T 9 118 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_41 Post-Resistance NTRK1 4914 37 1 156845344 156845344 Missense_Mutation SNP G A 14 151 c.1387G>A c.(1387-1389)GCC>ACC p.A463T

Pat_41 Post-Resistance C1orf92 149499 37 1 156897544 156897544 Missense_Mutation SNP C T 4 64 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_41 Post-Resistance ETV3 2117 37 1 157103937 157103937 Missense_Mutation SNP G A 9 181 c.367C>T c.(367-369)CCC>TCC p.P123S

Pat_41 Post-Resistance FCRL4 83417 37 1 157556215 157556215 Missense_Mutation SNP G A 11 131 c.878C>T c.(877-879)ACC>ATC p.T293I



Pat_41 Post-Resistance FCRL2 79368 37 1 157718718 157718718 Missense_Mutation SNP G A 13 166 c.1340C>T c.(1339-1341)ACC>ATC p.T447I

Pat_41 Post-Resistance FCRL1 115350 37 1 157771365 157771365 Missense_Mutation SNP G A 5 89 c.889C>T c.(889-891)CCT>TCT p.P297S

Pat_41 Post-Resistance KIRREL 55243 37 1 158059292 158059292 Missense_Mutation SNP G A 6 101 c.1045G>A c.(1045-1047)GTC>ATC p.V349I

Pat_41 Post-Resistance KIRREL 55243 37 1 158061185 158061185 Missense_Mutation SNP C T 7 274 c.1310C>T c.(1309-1311)ACC>ATC p.T437I

Pat_41 Post-Resistance OR10K1 391109 37 1 158435419 158435419 Missense_Mutation SNP T A 19 41 c.68T>A c.(67-69)CTG>CAG p.L23Q

Pat_41 Post-Resistance OR10R2 343406 37 1 158449836 158449836 Missense_Mutation SNP G A 10 124 c.169G>A c.(169-171)GTC>ATC p.V57I

Pat_41 Post-Resistance SPTA1 6708 37 1 158582744 158582744 Missense_Mutation SNP A G 4 84 c.6997T>C c.(6997-6999)TAT>CAT p.Y2333H

Pat_41 Post-Resistance SPTA1 6708 37 1 158651378 158651378 Missense_Mutation SNP G A 29 299 c.470C>T c.(469-471)GCC>GTC p.A157V

Pat_41 Post-Resistance AIM2 9447 37 1 159043148 159043148 Missense_Mutation SNP C T 11 124 c.142G>A c.(142-144)GTA>ATA p.V48I

Pat_41 Post-Resistance DARC 2532 37 1 159176016 159176016 Missense_Mutation SNP G A 4 95 c.787G>A c.(787-789)GAT>AAT p.D263N

Pat_41 Post-Resistance CRP 1401 37 1 159683792 159683793 Missense_Mutation DNP CC TT 69 102 c.197_198GG>AA c.(196-198)GGG>GAA p.G66E

Pat_41 Post-Resistance VSIG8 391123 37 1 159827708 159827708 Missense_Mutation SNP C T 13 67 c.479G>A c.(478-480)GGC>GAC p.G160D

Pat_41 Post-Resistance CCDC19 25790 37 1 159862980 159862980 Missense_Mutation SNP C T 10 120 c.119G>A c.(118-120)GGA>GAA p.G40E

Pat_41 Post-Resistance COPA 1314 37 1 160261641 160261641 Missense_Mutation SNP C T 85 452 c.3226G>A c.(3226-3228)GAG>AAG p.E1076K

Pat_41 Post-Resistance NCSTN 23385 37 1 160328042 160328042 Missense_Mutation SNP C T 7 94 c.2111C>T c.(2110-2112)CCA>CTA p.P704L

Pat_41 Post-Resistance LY9 4063 37 1 160786503 160786503 Missense_Mutation SNP C T 17 99 c.1192C>T c.(1192-1194)CCG>TCG p.P398S

Pat_41 Post-Resistance USF1 7391 37 1 161010461 161010461 Splice_Site SNP C T 6 97 c.620_splice c.e9-1 p.V207_splice

Pat_41 Post-Resistance USF1 7391 37 1 161012650 161012650 Missense_Mutation SNP C T 25 381 c.31G>A c.(31-33)GAA>AAA p.E11K

Pat_41 Post-Resistance ARHGAP30 257106 37 1 161021425 161021425 Missense_Mutation SNP C T 10 64 c.1099G>A c.(1099-1101)GCA>ACA p.A367T

Pat_41 Post-Resistance KLHDC9 126823 37 1 161069216 161069216 Missense_Mutation SNP G A 5 70 c.608G>A c.(607-609)GGT>GAT p.G203D

Pat_41 Post-Resistance PPOX 5498 37 1 161140923 161140923 Missense_Mutation SNP G A 29 275 c.1391G>A c.(1390-1392)CGC>CAC p.R464H

Pat_41 Post-Resistance B4GALT3 8703 37 1 161145700 161145700 Missense_Mutation SNP G A 22 159 c.151C>T c.(151-153)CCT>TCT p.P51S

Pat_41 Post-Resistance B4GALT3 8703 37 1 161145798 161145798 Missense_Mutation SNP G A 16 192 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_41 Post-Resistance NDUFS2 4720 37 1 161183505 161183505 Missense_Mutation SNP C T 16 199 c.1279C>T c.(1279-1281)CCT>TCT p.P427S

Pat_41 Post-Resistance PCP4L1 654790 37 1 161254224 161254224 Missense_Mutation SNP G A 7 41 c.160G>A c.(160-162)GGC>AGC p.G54S

Pat_41 Post-Resistance C1orf192 257177 37 1 161337654 161337654 Missense_Mutation SNP G A 18 290 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_41 Post-Resistance FCGR2A 2212 37 1 161476138 161476138 Missense_Mutation SNP G A 16 285 c.121G>A c.(121-123)GCT>ACT p.A41T

Pat_41 Post-Resistance FCGR2A 2212 37 1 161480714 161480714 Missense_Mutation SNP C T 82 578 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_41 Post-Resistance FCGR2C 9103 37 1 161569489 161569489 Missense_Mutation SNP G A 14 85 c.868G>A c.(868-870)GCT>ACT p.A290T

Pat_41 Post-Resistance FCGR2B 2213 37 1 161641275 161641275 Missense_Mutation SNP G A 13 164 c.227G>A c.(226-228)AGC>AAC p.S76N

Pat_41 Post-Resistance PBX1 5087 37 1 164776807 164776807 Missense_Mutation SNP G A 62 287 c.730G>A c.(730-732)GCG>ACG p.A244T

Pat_41 Post-Resistance ILDR2 387597 37 1 166904616 166904616 Missense_Mutation SNP G A 5 139 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_41 Post-Resistance MAEL 84944 37 1 166973459 166973459 Missense_Mutation SNP G A 61 147 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_41 Post-Resistance POU2F1 5451 37 1 167341226 167341226 Missense_Mutation SNP G A 37 513 c.286G>A c.(286-288)GCC>ACC p.A96T

Pat_41 Post-Resistance ADCY10 55811 37 1 167805716 167805716 Missense_Mutation SNP G A 10 192 c.3140C>T c.(3139-3141)ACA>ATA p.T1047I

Pat_41 Post-Resistance SLC19A2 10560 37 1 169439360 169439360 Missense_Mutation SNP G A 28 194 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_41 Post-Resistance F5 2153 37 1 169493067 169493067 Missense_Mutation SNP G A 23 402 c.5864C>T c.(5863-5865)GCA>GTA p.A1955V

Pat_41 Post-Resistance F5 2153 37 1 169510897 169510897 Missense_Mutation SNP G A 44 281 c.3431C>T c.(3430-3432)CCC>CTC p.P1144L

Pat_41 Post-Resistance F5 2153 37 1 169511764 169511764 Missense_Mutation SNP C T 11 240 c.2564G>A c.(2563-2565)GGA>GAA p.G855E

Pat_41 Post-Resistance SELE 6401 37 1 169696574 169696574 Missense_Mutation SNP G A 23 100 c.1561C>T c.(1561-1563)CCT>TCT p.P521S

Pat_41 Post-Resistance C1orf112 55732 37 1 169801648 169801648 Splice_Site SNP G A 7 260 c.1539_splice c.e17+1 p.Q513_splice

Pat_41 Post-Resistance SCYL3 57147 37 1 169822897 169822897 Nonsense_Mutation SNP C T 27 465 c.2186G>A c.(2185-2187)TGG>TAG p.W729*

Pat_41 Post-Resistance BAT2L2 23215 37 1 171510135 171510135 Missense_Mutation SNP G A 9 82 c.3524G>A c.(3523-3525)AGA>AAA p.R1175K

Pat_41 Post-Resistance BAT2L2 23215 37 1 171511112 171511112 Missense_Mutation SNP G A 13 153 c.4501G>A c.(4501-4503)GAA>AAA p.E1501K

Pat_41 Post-Resistance BAT2L2 23215 37 1 171527198 171527198 Missense_Mutation SNP C T 14 322 c.5941C>T c.(5941-5943)CCA>TCA p.P1981S

Pat_41 Post-Resistance CENPL 91687 37 1 173769605 173769605 Missense_Mutation SNP G A 10 71 c.1016C>T c.(1015-1017)GCA>GTA p.A339V

Pat_41 Post-Resistance DARS2 55157 37 1 173822936 173822936 Missense_Mutation SNP C T 16 264 c.1567C>T c.(1567-1569)CGT>TGT p.R523C



Pat_41 Post-Resistance SERPINC1 462 37 1 173876629 173876629 Missense_Mutation SNP C T 73 355 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_41 Post-Resistance SERPINC1 462 37 1 173878981 173878981 Missense_Mutation SNP C T 14 162 c.862G>A c.(862-864)GGC>AGC p.G288S

Pat_41 Post-Resistance RC3H1 149041 37 1 173933204 173933204 Missense_Mutation SNP C T 9 141 c.1738G>A c.(1738-1740)GGT>AGT p.G580S

Pat_41 Post-Resistance RABGAP1L 9910 37 1 174221712 174221712 Missense_Mutation SNP G A 14 132 c.970G>A c.(970-972)GAA>AAA p.E324K

Pat_41 Post-Resistance CACYBP 27101 37 1 174976316 174976316 Missense_Mutation SNP G A 26 223 c.415G>A c.(415-417)GAA>AAA p.E139K

Pat_41 Post-Resistance TNR 7143 37 1 175304895 175304895 Missense_Mutation SNP C T 13 419 c.3583G>A c.(3583-3585)GCT>ACT p.A1195T

Pat_41 Post-Resistance TNR 7143 37 1 175323620 175323620 Missense_Mutation SNP C T 16 145 c.3289G>A c.(3289-3291)GAG>AAG p.E1097K

Pat_41 Post-Resistance PAPPA2 60676 37 1 176525967 176525967 Missense_Mutation SNP C T 10 139 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_41 Post-Resistance PAPPA2 60676 37 1 176563933 176563933 Missense_Mutation SNP C T 39 140 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_41 Post-Resistance PAPPA2 60676 37 1 176668608 176668608 Missense_Mutation SNP C T 14 111 c.3119C>T c.(3118-3120)CCC>CTC p.P1040L

Pat_41 Post-Resistance ASTN1 460 37 1 176918351 176918351 Missense_Mutation SNP G A 17 253 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_41 Post-Resistance RASAL2 9462 37 1 178442367 178442367 Missense_Mutation SNP G A 7 142 c.3413G>A c.(3412-3414)AGC>AAC p.S1138N

Pat_41 Post-Resistance ANGPTL1 9068 37 1 178820378 178820378 Nonsense_Mutation SNP C T 25 200 c.1362G>A c.(1360-1362)TGG>TGA p.W454*

Pat_41 Post-Resistance C1orf125 126859 37 1 179347827 179347827 Missense_Mutation SNP G A 18 242 c.430G>A c.(430-432)GCA>ACA p.A144T

Pat_41 Post-Resistance C1orf125 126859 37 1 179363073 179363073 Missense_Mutation SNP G A 44 374 c.899G>A c.(898-900)CGG>CAG p.R300Q

Pat_41 Post-Resistance TDRD5 163589 37 1 179604997 179604997 Missense_Mutation SNP C T 12 212 c.1495C>T c.(1495-1497)CTC>TTC p.L499F

Pat_41 Post-Resistance KIAA1614 57710 37 1 180905430 180905430 Nonsense_Mutation SNP G A 10 90 c.2385G>A c.(2383-2385)TGG>TGA p.W795*

Pat_41 Post-Resistance RNASEL 6041 37 1 182553275 182553275 Missense_Mutation SNP C T 13 200 c.1507G>A c.(1507-1509)GAT>AAT p.D503N

Pat_41 Post-Resistance RGS16 6004 37 1 182569471 182569471 Missense_Mutation SNP C T 5 211 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_41 Post-Resistance RGS8 85397 37 1 182635155 182635155 Missense_Mutation SNP C T 21 180 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_41 Post-Resistance NPL 80896 37 1 182791321 182791321 Missense_Mutation SNP C T 7 73 c.725C>T c.(724-726)GCC>GTC p.A242V

Pat_41 Post-Resistance DHX9 1660 37 1 182821367 182821367 Splice_Site SNP G A 7 119 c.253_splice c.e4-1 p.V85_splice

Pat_41 Post-Resistance SMG7 9887 37 1 183515189 183515189 Missense_Mutation SNP A G 8 203 c.2459A>G c.(2458-2460)TAC>TGC p.Y820C

Pat_41 Post-Resistance SMG7 9887 37 1 183521038 183521038 Missense_Mutation SNP G A 11 188 c.3386G>A c.(3385-3387)GGA>GAA p.G1129E

Pat_41 Post-Resistance RGL1 23179 37 1 183816833 183816833 Missense_Mutation SNP C T 7 114 c.272C>T c.(271-273)ACC>ATC p.T91I

Pat_41 Post-Resistance IVNS1ABP 10625 37 1 185277946 185277946 Missense_Mutation SNP C T 82 520 c.343G>A c.(343-345)GAT>AAT p.D115N

Pat_41 Post-Resistance HMCN1 83872 37 1 185939535 185939535 Missense_Mutation SNP G A 19 310 c.2281G>A c.(2281-2283)GAA>AAA p.E761K

Pat_41 Post-Resistance HMCN1 83872 37 1 185951441 185951441 Missense_Mutation SNP G A 26 372 c.2710G>A c.(2710-2712)GGA>AGA p.G904R

Pat_41 Post-Resistance HMCN1 83872 37 1 185976273 185976273 Missense_Mutation SNP G A 7 76 c.4489G>A c.(4489-4491)GGC>AGC p.G1497S

Pat_41 Post-Resistance HMCN1 83872 37 1 186055459 186055459 Missense_Mutation SNP C T 14 221 c.8966C>T c.(8965-8967)TCT>TTT p.S2989F

Pat_41 Post-Resistance HMCN1 83872 37 1 186059961 186059961 Missense_Mutation SNP G A 20 343 c.9799G>A c.(9799-9801)GTC>ATC p.V3267I

Pat_41 Post-Resistance HMCN1 83872 37 1 186158693 186158693 Missense_Mutation SNP C T 31 210 c.16591C>T c.(16591-16593)CCA>TCA p.P5531S

Pat_41 Post-Resistance PRG4 10216 37 1 186269222 186269222 Splice_Site SNP G A 13 117 c.77_splice c.e3-1 p.D26_splice

Pat_41 Post-Resistance PRG4 10216 37 1 186277079 186277079 Missense_Mutation SNP C T 9 132 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_41 Post-Resistance PRG4 10216 37 1 186277960 186277960 Missense_Mutation SNP C T 10 39 c.3109C>T c.(3109-3111)CCA>TCA p.P1037S

Pat_41 Post-Resistance CFHR3 10878 37 1 196748402 196748402 Missense_Mutation SNP G A 9 114 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_41 Post-Resistance CFHR2 3080 37 1 196918584 196918584 Splice_Site SNP G A 4 43 c.59_splice c.e2-1 p.A20_splice

Pat_41 Post-Resistance ASPM 259266 37 1 197062351 197062351 Missense_Mutation SNP C T 13 305 c.9125G>A c.(9124-9126)GGA>GAA p.G3042E

Pat_41 Post-Resistance PTPRC 5788 37 1 198665870 198665870 Missense_Mutation SNP C T 25 508 c.124C>T c.(124-126)CCA>TCA p.P42S

Pat_41 Post-Resistance PTPRC 5788 37 1 198671552 198671552 Missense_Mutation SNP C T 157 239 c.470C>T c.(469-471)CCT>CTT p.P157L

Pat_41 Post-Resistance PTPRC 5788 37 1 198719669 198719669 Missense_Mutation SNP G A 8 164 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_41 Post-Resistance FAM58B 339521 37 1 200182828 200182828 Missense_Mutation SNP G A 19 108 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_41 Post-Resistance ZNF281 23528 37 1 200378092 200378092 Missense_Mutation SNP C T 5 146 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_41 Post-Resistance KIF14 9928 37 1 200561223 200561223 Missense_Mutation SNP A G 30 306 c.2798T>C c.(2797-2799)ATG>ACG p.M933T

Pat_41 Post-Resistance KIF14 9928 37 1 200575908 200575908 Missense_Mutation SNP G A 68 461 c.1573C>T c.(1573-1575)CCT>TCT p.P525S

Pat_41 Post-Resistance C1orf106 55765 37 1 200860739 200860739 Missense_Mutation SNP G A 6 54 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_41 Post-Resistance KIF21B 23046 37 1 200948781 200948781 Missense_Mutation SNP G A 17 673 c.4042C>T c.(4042-4044)CCC>TCC p.P1348S



Pat_41 Post-Resistance KIF21B 23046 37 1 200973529 200973529 Missense_Mutation SNP G A 4 18 c.955C>T c.(955-957)CAC>TAC p.H319Y

Pat_41 Post-Resistance NAV1 89796 37 1 201778357 201778357 Missense_Mutation SNP G A 29 392 c.4264G>A c.(4264-4266)GTG>ATG p.V1422M

Pat_41 Post-Resistance NAV1 89796 37 1 201781751 201781751 Missense_Mutation SNP C T 23 312 c.5174C>T c.(5173-5175)ACC>ATC p.T1725I

Pat_41 Post-Resistance RNPEP 6051 37 1 201958137 201958137 Missense_Mutation SNP C T 22 280 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_41 Post-Resistance ELF3 1999 37 1 201981217 201981217 Missense_Mutation SNP G A 22 68 c.296G>A c.(295-297)GGC>GAC p.G99D

Pat_41 Post-Resistance LGR6 59352 37 1 202287248 202287248 Missense_Mutation SNP G A 8 64 c.1817G>A c.(1816-1818)GGC>GAC p.G606D

Pat_41 Post-Resistance PPP1R12B 4660 37 1 202462390 202462390 Missense_Mutation SNP C T 11 19 c.2090C>T c.(2089-2091)CCA>CTA p.P697L

Pat_41 Post-Resistance SYT2 127833 37 1 202569487 202569487 Missense_Mutation SNP G A 8 128 c.917C>T c.(916-918)TCA>TTA p.S306L

Pat_41 Post-Resistance CYB5R1 51706 37 1 202935712 202935712 Missense_Mutation SNP G A 15 111 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_41 Post-Resistance CHI3L1 1116 37 1 203148936 203148936 Missense_Mutation SNP C T 20 149 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_41 Post-Resistance FMOD 2331 37 1 203316579 203316579 Missense_Mutation SNP G A 29 191 c.820C>T c.(820-822)CGG>TGG p.R274W

Pat_41 Post-Resistance FMOD 2331 37 1 203317272 203317272 Missense_Mutation SNP C T 8 76 c.127G>A c.(127-129)GAC>AAC p.D43N

Pat_41 Post-Resistance ATP2B4 493 37 1 203672848 203672848 Missense_Mutation SNP G A 11 133 c.1006G>A c.(1006-1008)GAA>AAA p.E336K

Pat_41 Post-Resistance ATP2B4 493 37 1 203682323 203682323 Missense_Mutation SNP C T 17 496 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_41 Post-Resistance ATP2B4 493 37 1 203683341 203683341 Missense_Mutation SNP C T 31 406 c.2342C>T c.(2341-2343)GCT>GTT p.A781V

Pat_41 Post-Resistance ATP2B4 493 37 1 203690430 203690430 Missense_Mutation SNP C T 4 113 c.2704C>T c.(2704-2706)CGG>TGG p.R902W

Pat_41 Post-Resistance SOX13 9580 37 1 204083684 204083684 Nonsense_Mutation SNP G A 9 155 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_41 Post-Resistance PIK3C2B 5287 37 1 204418348 204418348 Missense_Mutation SNP G A 5 31 c.2311C>T c.(2311-2313)CCT>TCT p.P771S

Pat_41 Post-Resistance CDK18 5129 37 1 205492348 205492348 Missense_Mutation SNP C T 5 43 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_41 Post-Resistance MFSD4 148808 37 1 205569545 205569545 Missense_Mutation SNP G A 14 99 c.1501G>A c.(1501-1503)GAC>AAC p.D501N

Pat_41 Post-Resistance SLC45A3 85414 37 1 205628444 205628444 Missense_Mutation SNP G A 11 165 c.1580C>T c.(1579-1581)GCC>GTC p.A527V

Pat_41 Post-Resistance SLC41A1 254428 37 1 205767092 205767092 Missense_Mutation SNP G A 8 106 c.932C>T c.(931-933)GCC>GTC p.A311V

Pat_41 Post-Resistance C1orf116 79098 37 1 207196099 207196099 Missense_Mutation SNP G A 4 53 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_41 Post-Resistance CD55 1604 37 1 207495876 207495876 Missense_Mutation SNP G A 15 187 c.250G>A c.(250-252)GGC>AGC p.G84S

Pat_41 Post-Resistance CR2 1380 37 1 207642514 207642514 Missense_Mutation SNP C T 31 483 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_41 Post-Resistance PLXNA2 5362 37 1 208217993 208217993 Missense_Mutation SNP C T 9 66 c.3734G>A c.(3733-3735)GGC>GAC p.G1245D

Pat_41 Post-Resistance PLXNA2 5362 37 1 208390682 208390682 Missense_Mutation SNP G A 18 383 c.586C>T c.(586-588)CCG>TCG p.P196S

Pat_41 Post-Resistance LAMB3 3914 37 1 209797251 209797251 Missense_Mutation SNP C T 15 111 c.2071G>A c.(2071-2073)GGT>AGT p.G691S

Pat_41 Post-Resistance LPGAT1 9926 37 1 211923371 211923371 Missense_Mutation SNP C T 8 138 c.983G>A c.(982-984)GGC>GAC p.G328D

Pat_41 Post-Resistance TMEM206 55248 37 1 212538715 212538715 Missense_Mutation SNP C T 17 268 c.895G>A c.(895-897)GTC>ATC p.V299I

Pat_41 Post-Resistance ANGEL2 90806 37 1 213170601 213170601 Missense_Mutation SNP G A 11 253 c.1379C>T c.(1378-1380)CCT>CTT p.P460L

Pat_41 Post-Resistance ANGEL2 90806 37 1 213188986 213188986 Missense_Mutation SNP C T 12 215 c.28G>A c.(28-30)GGC>AGC p.G10S

Pat_41 Post-Resistance RPS6KC1 26750 37 1 213415575 213415575 Missense_Mutation SNP C T 14 292 c.2756C>T c.(2755-2757)GCT>GTT p.A919V

Pat_41 Post-Resistance CENPF 1063 37 1 214787102 214787102 Missense_Mutation SNP G A 8 107 c.5G>A c.(4-6)AGC>AAC p.S2N

Pat_41 Post-Resistance CENPF 1063 37 1 214794119 214794119 Missense_Mutation SNP C T 37 177 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance CENPF 1063 37 1 214818053 214818053 Missense_Mutation SNP G A 8 91 c.5140G>A c.(5140-5142)GCA>ACA p.A1714T

Pat_41 Post-Resistance CENPF 1063 37 1 214836955 214836955 Missense_Mutation SNP C T 5 146 c.9163C>T c.(9163-9165)CCA>TCA p.P3055S

Pat_41 Post-Resistance USH2A 7399 37 1 216011345 216011345 Missense_Mutation SNP C T 26 334 c.9359G>A c.(9358-9360)GGC>GAC p.G3120D

Pat_41 Post-Resistance USH2A 7399 37 1 216074176 216074176 Missense_Mutation SNP G A 12 186 c.7372C>T c.(7372-7374)CCA>TCA p.P2458S

Pat_41 Post-Resistance USH2A 7399 37 1 216246236 216246236 Missense_Mutation SNP C T 19 450 c.5852G>A c.(5851-5853)GGA>GAA p.G1951E

Pat_41 Post-Resistance USH2A 7399 37 1 216260094 216260094 Missense_Mutation SNP G A 4 134 c.4954C>T c.(4954-4956)CCG>TCG p.P1652S

Pat_41 Post-Resistance USH2A 7399 37 1 216262426 216262426 Missense_Mutation SNP C T 31 207 c.4814G>A c.(4813-4815)GGA>GAA p.G1605E

Pat_41 Post-Resistance USH2A 7399 37 1 216370001 216370001 Nonsense_Mutation SNP C T 5 137 c.4145G>A c.(4144-4146)TGG>TAG p.W1382*

Pat_41 Post-Resistance USH2A 7399 37 1 216380702 216380702 Missense_Mutation SNP G A 33 222 c.3229C>T c.(3229-3231)CCT>TCT p.P1077S

Pat_41 Post-Resistance USH2A 7399 37 1 216498829 216498829 Missense_Mutation SNP G A 73 111 c.961C>T c.(961-963)CCT>TCT p.P321S

Pat_41 Post-Resistance GPATCH2 55105 37 1 217793198 217793198 Missense_Mutation SNP C T 5 181 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_41 Post-Resistance GPATCH2 55105 37 1 217793841 217793841 Nonsense_Mutation SNP C T 8 73 c.57G>A c.(55-57)TGG>TGA p.W19*



Pat_41 Post-Resistance EPRS 2058 37 1 220146740 220146740 Missense_Mutation SNP C T 4 108 c.4084G>A c.(4084-4086)GGA>AGA p.G1362R

Pat_41 Post-Resistance EPRS 2058 37 1 220192341 220192341 Missense_Mutation SNP G A 56 380 c.1430C>T c.(1429-1431)GCT>GTT p.A477V

Pat_41 Post-Resistance MARK1 4139 37 1 220791990 220791990 Nonsense_Mutation SNP C T 36 160 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_41 Post-Resistance MARK1 4139 37 1 220826621 220826621 Missense_Mutation SNP G A 20 226 c.1915G>A c.(1915-1917)GGT>AGT p.G639S

Pat_41 Post-Resistance HHIPL2 79802 37 1 222711990 222711990 Missense_Mutation SNP C T 8 88 c.1577G>A c.(1576-1578)GGT>GAT p.G526D

Pat_41 Post-Resistance MIA3 375056 37 1 222805585 222805585 Missense_Mutation SNP C T 8 243 c.3248C>T c.(3247-3249)ACC>ATC p.T1083I

Pat_41 Post-Resistance MIA3 375056 37 1 222827755 222827755 Missense_Mutation SNP G A 5 113 c.4402G>A c.(4402-4404)GAA>AAA p.E1468K

Pat_41 Post-Resistance C1orf58 148362 37 1 222895852 222895852 Missense_Mutation SNP G A 4 99 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_41 Post-Resistance DISP1 84976 37 1 223116199 223116199 Missense_Mutation SNP G A 19 254 c.34G>A c.(34-36)GTT>ATT p.V12I

Pat_41 Post-Resistance DISP1 84976 37 1 223165415 223165415 Nonsense_Mutation SNP G A 15 174 c.852G>A c.(850-852)TGG>TGA p.W284*

Pat_41 Post-Resistance DISP1 84976 37 1 223179114 223179114 Missense_Mutation SNP G A 9 146 c.4375G>A c.(4375-4377)GAA>AAA p.E1459K

Pat_41 Post-Resistance C1orf65 164127 37 1 223567494 223567494 Missense_Mutation SNP C T 6 169 c.677C>T c.(676-678)TCC>TTC p.S226F

Pat_41 Post-Resistance CAPN2 824 37 1 223931838 223931838 Missense_Mutation SNP C T 14 135 c.344C>T c.(343-345)ACC>ATC p.T115I

Pat_41 Post-Resistance LBR 3930 37 1 225599038 225599038 Splice_Site SNP C T 19 263 c.1188_splice c.e9+1 p.W396_splice

Pat_41 Post-Resistance ENAH 55740 37 1 225702590 225702590 Missense_Mutation SNP C T 15 142 c.926G>A c.(925-927)GGA>GAA p.G309E

Pat_41 Post-Resistance ENAH 55740 37 1 225754977 225754977 Missense_Mutation SNP C T 50 643 c.145G>A c.(145-147)GTG>ATG p.V49M

Pat_41 Post-Resistance LEFTY1 10637 37 1 226111406 226111406 Missense_Mutation SNP G A 9 165 c.133C>T c.(133-135)CTC>TTC p.L45F

Pat_41 Post-Resistance C1orf55 163859 37 1 226175658 226175658 Missense_Mutation SNP G A 8 113 c.1073C>T c.(1072-1074)GCA>GTA p.A358V

Pat_41 Post-Resistance ACBD3 64746 37 1 226353612 226353612 Missense_Mutation SNP G A 28 129 c.376C>T c.(376-378)CCA>TCA p.P126S

Pat_41 Post-Resistance ITPKB 3707 37 1 226836382 226836382 Missense_Mutation SNP C T 47 188 c.2023G>A c.(2023-2025)GGA>AGA p.G675R

Pat_41 Post-Resistance CDC42BPA 8476 37 1 227221050 227221050 Missense_Mutation SNP T C 4 150 c.3438A>G c.(3436-3438)ATA>ATG p.I1146M

Pat_41 Post-Resistance SNAP47 116841 37 1 227946862 227946862 Missense_Mutation SNP G A 4 116 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_41 Post-Resistance OBSCN 84033 37 1 228437677 228437677 Missense_Mutation SNP G A 11 193 c.4045G>A c.(4045-4047)GTG>ATG p.V1349M

Pat_41 Post-Resistance OBSCN 84033 37 1 228523926 228523926 Missense_Mutation SNP G A 7 219 c.16492G>A c.(16492-16494)GGG>AGG p.G5498R

Pat_41 Post-Resistance HIST3H3 8290 37 1 228612633 228612633 Missense_Mutation SNP G A 14 198 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_41 Post-Resistance C1orf96 126731 37 1 229461116 229461116 Missense_Mutation SNP C T 7 49 c.679G>A c.(679-681)GAA>AAA p.E227K

Pat_41 Post-Resistance C1orf96 126731 37 1 229478092 229478092 Missense_Mutation SNP C T 3 23 c.121G>A c.(121-123)GAG>AAG p.E41K

Pat_41 Post-Resistance ACTA1 58 37 1 229567578 229567578 Missense_Mutation SNP C T 26 343 c.880G>A c.(880-882)GAC>AAC p.D294N

Pat_41 Post-Resistance NUP133 55746 37 1 229635550 229635550 Missense_Mutation SNP C T 17 144 c.529G>A c.(529-531)GTT>ATT p.V177I

Pat_41 Post-Resistance URB2 9816 37 1 229773334 229773334 Missense_Mutation SNP C T 4 24 c.2974C>T c.(2974-2976)CCC>TCC p.P992S

Pat_41 Post-Resistance PGBD5 79605 37 1 230486717 230486717 Missense_Mutation SNP C T 18 170 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_41 Post-Resistance CAPN9 10753 37 1 230931004 230931004 Missense_Mutation SNP G A 4 51 c.1966G>A c.(1966-1968)GTC>ATC p.V656I

Pat_41 Post-Resistance C1orf198 84886 37 1 230979617 230979617 Missense_Mutation SNP G A 7 232 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_41 Post-Resistance TRIM67 440730 37 1 231335990 231335990 Missense_Mutation SNP T C 6 195 c.1360T>C c.(1360-1362)TCC>CCC p.S454P

Pat_41 Post-Resistance GNPAT 8443 37 1 231386830 231386830 Missense_Mutation SNP C T 10 175 c.202C>T c.(202-204)CCA>TCA p.P68S

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232539293 232539293 Missense_Mutation SNP G A 16 77 c.4841C>T c.(4840-4842)ACC>ATC p.T1614I

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232564275 232564275 Missense_Mutation SNP G A 10 238 c.4292C>T c.(4291-4293)ACT>ATT p.T1431I

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232568171 232568171 Missense_Mutation SNP T C 18 148 c.4078A>G c.(4078-4080)AGT>GGT p.S1360G

Pat_41 Post-Resistance KIAA1383 54627 37 1 232942168 232942168 Missense_Mutation SNP C T 12 133 c.1399C>T c.(1399-1401)CCT>TCT p.P467S

Pat_41 Post-Resistance KIAA1383 54627 37 1 232942258 232942258 Missense_Mutation SNP C T 15 60 c.1489C>T c.(1489-1491)CCA>TCA p.P497S

Pat_41 Post-Resistance PCNXL2 80003 37 1 233122245 233122245 Missense_Mutation SNP C T 3 18 c.5833G>A c.(5833-5835)GCG>ACG p.A1945T

Pat_41 Post-Resistance PCNXL2 80003 37 1 233136119 233136119 Missense_Mutation SNP C T 8 304 c.5260G>A c.(5260-5262)GAC>AAC p.D1754N

Pat_41 Post-Resistance KIAA1804 84451 37 1 233507862 233507862 Missense_Mutation SNP C T 28 163 c.1631C>T c.(1630-1632)CCC>CTC p.P544L

Pat_41 Post-Resistance KCNK1 3775 37 1 233750260 233750260 Missense_Mutation SNP C T 5 40 c.343C>T c.(343-345)CTC>TTC p.L115F

Pat_41 Post-Resistance IRF2BP2 359948 37 1 234743275 234743275 Missense_Mutation SNP G A 32 522 c.1372C>T c.(1372-1374)CCG>TCG p.P458S

Pat_41 Post-Resistance ARID4B 51742 37 1 235345619 235345619 Missense_Mutation SNP T C 33 71 c.2615A>G c.(2614-2616)AAG>AGG p.K872R

Pat_41 Post-Resistance ARID4B 51742 37 1 235386549 235386549 Missense_Mutation SNP G A 13 130 c.997C>T c.(997-999)CTT>TTT p.L333F



Pat_41 Post-Resistance LYST 1130 37 1 235866153 235866153 Missense_Mutation SNP G A 31 470 c.10268C>T c.(10267-10269)CCT>CTT p.P3423L

Pat_41 Post-Resistance LYST 1130 37 1 235872510 235872510 Missense_Mutation SNP G A 16 180 c.10024C>T c.(10024-10026)CGG>TGG p.R3342W

Pat_41 Post-Resistance LYST 1130 37 1 235904850 235904850 Missense_Mutation SNP G A 13 115 c.8230C>T c.(8230-8232)CTT>TTT p.L2744F

Pat_41 Post-Resistance LYST 1130 37 1 235922474 235922474 Missense_Mutation SNP G A 5 125 c.6679C>T c.(6679-6681)CCT>TCT p.P2227S

Pat_41 Post-Resistance LYST 1130 37 1 235929378 235929378 Splice_Site SNP C T 15 336 c.6121_splice c.e21+1 p.D2041_splice

Pat_41 Post-Resistance LYST 1130 37 1 235969930 235969930 Missense_Mutation SNP C T 40 606 c.2506G>A c.(2506-2508)GTT>ATT p.V836I

Pat_41 Post-Resistance EDARADD 128178 37 1 236645720 236645720 Missense_Mutation SNP G A 10 212 c.419G>A c.(418-420)AGG>AAG p.R140K

Pat_41 Post-Resistance RYR2 6262 37 1 237777469 237777469 Missense_Mutation SNP G A 4 108 c.5041G>A c.(5041-5043)GAT>AAT p.D1681N

Pat_41 Post-Resistance RYR2 6262 37 1 237780746 237780746 Missense_Mutation SNP C T 30 220 c.5876C>T c.(5875-5877)GCC>GTC p.A1959V

Pat_41 Post-Resistance ZP4 57829 37 1 238048125 238048125 Missense_Mutation SNP G A 27 140 c.1334C>T c.(1333-1335)TCA>TTA p.S445L

Pat_41 Post-Resistance FMN2 56776 37 1 240371090 240371090 Missense_Mutation SNP C T 12 259 c.2978C>T c.(2977-2979)CCC>CTC p.P993L

Pat_41 Post-Resistance FMN2 56776 37 1 240421333 240421333 Splice_Site SNP G A 5 85 c.4153_splice c.e7+1 p.A1385_splice

Pat_41 Post-Resistance FH 2271 37 1 241680504 241680504 Missense_Mutation SNP C T 22 364 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_41 Post-Resistance MAP1LC3C 440738 37 1 242161877 242161877 Missense_Mutation SNP C T 29 129 c.160G>A c.(160-162)GAC>AAC p.D54N

Pat_41 Post-Resistance CEP170 9859 37 1 243327952 243327952 Missense_Mutation SNP G A 14 120 c.3310C>T c.(3310-3312)CGC>TGC p.R1104C

Pat_41 Post-Resistance C1orf101 257044 37 1 244640891 244640891 Missense_Mutation SNP G A 30 491 c.163G>A c.(163-165)GAA>AAA p.E55K

Pat_41 Post-Resistance C1orf101 257044 37 1 244756696 244756696 Splice_Site SNP G A 8 172 c.2190_splice c.e16-1 p.K730_splice

Pat_41 Post-Resistance HNRNPU 3192 37 1 245023714 245023714 Missense_Mutation SNP C T 19 128 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_41 Post-Resistance KIF26B 55083 37 1 245766051 245766051 Missense_Mutation SNP C T 5 234 c.1523C>T c.(1522-1524)GCC>GTC p.A508V

Pat_41 Post-Resistance KIF26B 55083 37 1 245862193 245862193 Missense_Mutation SNP C T 6 77 c.6032C>T c.(6031-6033)GCC>GTC p.A2011V

Pat_41 Post-Resistance SMYD3 64754 37 1 246021912 246021912 Missense_Mutation SNP G A 22 186 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_41 Post-Resistance TFB2M 64216 37 1 246729173 246729173 Missense_Mutation SNP C T 20 213 c.268G>A c.(268-270)GGA>AGA p.G90R

Pat_41 Post-Resistance AHCTF1 25909 37 1 247013349 247013349 Missense_Mutation SNP C T 10 81 c.5959G>A c.(5959-5961)GGA>AGA p.G1987R

Pat_41 Post-Resistance OR13G1 441933 37 1 247835739 247835739 Missense_Mutation SNP G A 8 121 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_41 Post-Resistance OR6F1 343169 37 1 247875184 247875184 Missense_Mutation SNP G A 7 162 c.874C>T c.(874-876)CTT>TTT p.L292F

Pat_41 Post-Resistance OR2M5 127059 37 1 248308496 248308496 Missense_Mutation SNP G A 17 417 c.47G>A c.(46-48)GGA>GAA p.G16E

Pat_41 Post-Resistance OR2M4 26245 37 1 248402768 248402768 Missense_Mutation SNP G A 15 314 c.538G>A c.(538-540)GAT>AAT p.D180N

Pat_41 Post-Resistance OR2M4 26245 37 1 248402786 248402786 Missense_Mutation SNP C T 15 320 c.556C>T c.(556-558)CCT>TCT p.P186S

Pat_41 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 163 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_41 Post-Resistance OR2T3 343173 37 1 248636994 248636994 Missense_Mutation SNP G A 4 98 c.343G>A c.(343-345)GCT>ACT p.A115T

Pat_41 Post-Resistance OR2G6 391211 37 1 248685462 248685462 Missense_Mutation SNP G A 13 118 c.515G>A c.(514-516)CGC>CAC p.R172H

Pat_41 Post-Resistance DIP2C 22982 37 10 410400 410400 Missense_Mutation SNP C T 17 108 c.2391G>A c.(2389-2391)ATG>ATA p.M797I

Pat_41 Post-Resistance KLF6 1316 37 10 3827122 3827122 Missense_Mutation SNP C T 8 49 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_41 Post-Resistance UCN3 114131 37 10 5415733 5415733 Missense_Mutation SNP G A 20 66 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_41 Post-Resistance NET1 10276 37 10 5495479 5495479 Missense_Mutation SNP C T 40 231 c.724C>T c.(724-726)CCT>TCT p.P242S

Pat_41 Post-Resistance C10orf18 54906 37 10 5803267 5803267 Missense_Mutation SNP C T 14 137 c.7007C>T c.(7006-7008)GCA>GTA p.A2336V

Pat_41 Post-Resistance USP6NL 9712 37 10 11505396 11505396 Missense_Mutation SNP C T 27 136 c.1531G>A c.(1531-1533)GCG>ACG p.A511T

Pat_41 Post-Resistance USP6NL 9712 37 10 11505675 11505675 Missense_Mutation SNP G A 4 26 c.1252C>T c.(1252-1254)CCC>TCC p.P418S

Pat_41 Post-Resistance UPF2 26019 37 10 12071162 12071162 Missense_Mutation SNP C T 9 88 c.727G>A c.(727-729)GTC>ATC p.V243I

Pat_41 Post-Resistance CDC123 8872 37 10 12292309 12292309 Splice_Site SNP G A 9 70 c.985_splice c.e13-1 p.K329_splice

Pat_41 Post-Resistance FAM107B 83641 37 10 14563275 14563275 Missense_Mutation SNP C T 26 55 c.310G>A c.(310-312)GAG>AAG p.E104K

Pat_41 Post-Resistance SUV39H2 79723 37 10 14944497 14944497 Missense_Mutation SNP G A 12 45 c.1039G>A c.(1039-1041)GGT>AGT p.G347S

Pat_41 Post-Resistance DCLRE1C 64421 37 10 14976425 14976425 Missense_Mutation SNP C T 46 322 c.632G>A c.(631-633)GGC>GAC p.G211D

Pat_41 Post-Resistance RSU1 6251 37 10 16737067 16737067 Missense_Mutation SNP C A 4 136 c.686G>T c.(685-687)GGC>GTC p.G229V

Pat_41 Post-Resistance CUBN 8029 37 10 16975248 16975248 Missense_Mutation SNP G A 18 47 c.5962C>T c.(5962-5964)CCC>TCC p.P1988S

Pat_41 Post-Resistance CUBN 8029 37 10 17146516 17146516 Missense_Mutation SNP G A 13 68 c.1319C>T c.(1318-1320)CCC>CTC p.P440L

Pat_41 Post-Resistance TRDMT1 1787 37 10 17210858 17210858 Missense_Mutation SNP G A 19 64 c.233C>T c.(232-234)CCC>CTC p.P78L



Pat_41 Post-Resistance VIM 7431 37 10 17271902 17271902 Missense_Mutation SNP G A 8 31 c.481G>A c.(481-483)GTG>ATG p.V161M

Pat_41 Post-Resistance SLC39A12 221074 37 10 18280107 18280107 Missense_Mutation SNP C T 4 39 c.1297C>T c.(1297-1299)CCA>TCA p.P433S

Pat_41 Post-Resistance CACNB2 783 37 10 18690890 18690890 Missense_Mutation SNP C T 13 50 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_41 Post-Resistance NEBL 10529 37 10 21117503 21117503 Missense_Mutation SNP G A 14 48 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_41 Post-Resistance ARMC3 219681 37 10 23321789 23321789 Splice_Site SNP G A 11 42 c.2247_splice c.e18-1 p.K749_splice

Pat_41 Post-Resistance KIAA1217 56243 37 10 24762385 24762385 Missense_Mutation SNP C T 10 91 c.1075C>T c.(1075-1077)CCC>TCC p.P359S

Pat_41 Post-Resistance GPR158 57512 37 10 25464869 25464869 Missense_Mutation SNP G A 8 29 c.520G>A c.(520-522)GCG>ACG p.A174T

Pat_41 Post-Resistance MYO3A 53904 37 10 26446321 26446321 Missense_Mutation SNP A G 12 114 c.2876A>G c.(2875-2877)CAG>CGG p.Q959R

Pat_41 Post-Resistance ANKRD26 22852 37 10 27301983 27301983 Missense_Mutation SNP C T 9 65 c.4778G>A c.(4777-4779)AGC>AAC p.S1593N

Pat_41 Post-Resistance ANKRD26 22852 37 10 27389230 27389230 Missense_Mutation SNP C T 4 7 c.26G>A c.(25-27)GGC>GAC p.G9D

Pat_41 Post-Resistance YME1L1 10730 37 10 27400938 27400938 Missense_Mutation SNP C T 17 155 c.2290G>A c.(2290-2292)GTT>ATT p.V764I

Pat_41 Post-Resistance LOC387646 387646 37 10 27539046 27539046 Missense_Mutation SNP G A 3 47 c.347C>T c.(346-348)CCT>CTT p.P116L

Pat_41 Post-Resistance PTCHD3 374308 37 10 27703106 27703106 Missense_Mutation SNP G A 31 141 c.74C>T c.(73-75)ACC>ATC p.T25I

Pat_41 Post-Resistance LYZL1 84569 37 10 29599945 29599945 Missense_Mutation SNP G A 16 234 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_41 Post-Resistance MTPAP 55149 37 10 30611359 30611359 Missense_Mutation SNP G A 9 89 c.1180C>T c.(1180-1182)CCT>TCT p.P394S

Pat_41 Post-Resistance LYZL2 119180 37 10 30915129 30915129 Missense_Mutation SNP C T 6 75 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_41 Post-Resistance ARHGAP12 94134 37 10 32132425 32132425 Nonsense_Mutation SNP C T 16 108 c.1260G>A c.(1258-1260)TGG>TGA p.W420*

Pat_41 Post-Resistance KIF5B 3799 37 10 32310198 32310198 Missense_Mutation SNP C T 7 67 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_41 Post-Resistance EPC1 80314 37 10 32560834 32560834 Missense_Mutation SNP C T 5 20 c.2086G>A c.(2086-2088)GGC>AGC p.G696S

Pat_41 Post-Resistance PARD3 56288 37 10 34400110 34400110 Missense_Mutation SNP G A 9 53 c.4058C>T c.(4057-4059)CCC>CTC p.P1353L

Pat_41 Post-Resistance ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 7 83 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_41 Post-Resistance ANKRD30A 91074 37 10 37508134 37508134 Missense_Mutation SNP G A 8 188 c.3326G>A c.(3325-3327)AGT>AAT p.S1109N

Pat_41 Post-Resistance ZNF33A 7581 37 10 38344166 38344166 Missense_Mutation SNP C T 17 62 c.1111C>T c.(1111-1113)CTC>TTC p.L371F

Pat_41 Post-Resistance ZNF33B 7582 37 10 43089722 43089722 Missense_Mutation SNP C T 36 121 c.676G>A c.(676-678)GAA>AAA p.E226K

Pat_41 Post-Resistance RASGEF1A 221002 37 10 43694401 43694401 Missense_Mutation SNP C T 10 79 c.1012G>A c.(1012-1014)GCC>ACC p.A338T

Pat_41 Post-Resistance ZNF239 8187 37 10 44052878 44052878 Missense_Mutation SNP C T 13 44 c.650G>A c.(649-651)AGT>AAT p.S217N

Pat_41 Post-Resistance GDF2 2658 37 10 48413825 48413825 Missense_Mutation SNP G A 5 57 c.1043C>T c.(1042-1044)CCC>CTC p.P348L

Pat_41 Post-Resistance ARHGAP22 58504 37 10 49667836 49667836 Missense_Mutation SNP G A 4 95 c.550C>T c.(550-552)CGG>TGG p.R184W

Pat_41 Post-Resistance C10orf71 118461 37 10 50531089 50531089 Missense_Mutation SNP C T 5 17 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_41 Post-Resistance A1CF 29974 37 10 52603882 52603882 Missense_Mutation SNP C T 47 7 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_41 Post-Resistance DKK1 22943 37 10 54074202 54074202 Missense_Mutation SNP C T 29 68 c.8C>T c.(7-9)GCT>GTT p.A3V

Pat_41 Post-Resistance PCDH15 65217 37 10 55626560 55626560 Missense_Mutation SNP G A 6 95 c.3559C>T c.(3559-3561)CCA>TCA p.P1187S

Pat_41 Post-Resistance ZWINT 11130 37 10 58118627 58118627 Missense_Mutation SNP C T 16 106 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_41 Post-Resistance BICC1 80114 37 10 60556281 60556281 Missense_Mutation SNP G A 13 16 c.1361G>A c.(1360-1362)GGA>GAA p.G454E

Pat_41 Post-Resistance ANK3 288 37 10 61836191 61836191 Missense_Mutation SNP C T 7 44 c.4448G>A c.(4447-4449)GGA>GAA p.G1483E

Pat_41 Post-Resistance ANK3 288 37 10 61965594 61965594 Missense_Mutation SNP C T 10 91 c.1249G>A c.(1249-1251)GAA>AAA p.E417K

Pat_41 Post-Resistance ARID5B 84159 37 10 63810682 63810682 Missense_Mutation SNP C T 18 205 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_41 Post-Resistance ADO 84890 37 10 64565459 64565459 Missense_Mutation SNP C T 6 21 c.640C>T c.(640-642)CCG>TCG p.P214S

Pat_41 Post-Resistance EGR2 1959 37 10 64575632 64575632 Missense_Mutation SNP C T 6 16 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_41 Post-Resistance CTNNA3 29119 37 10 69299332 69299332 Missense_Mutation SNP C T 11 75 c.388G>A c.(388-390)GCT>ACT p.A130T

Pat_41 Post-Resistance DNAJC12 56521 37 10 69583081 69583081 Missense_Mutation SNP G A 4 69 c.148C>T c.(148-150)CCC>TCC p.P50S

Pat_41 Post-Resistance MYPN 84665 37 10 69934232 69934232 Missense_Mutation SNP C T 4 59 c.2383C>T c.(2383-2385)CCA>TCA p.P795S

Pat_41 Post-Resistance DNA2 1763 37 10 70178897 70178897 Missense_Mutation SNP A G 7 51 c.3119T>C c.(3118-3120)TTG>TCG p.L1040S

Pat_41 Post-Resistance DDX50 79009 37 10 70706156 70706156 Missense_Mutation SNP C T 12 108 c.1984C>T c.(1984-1986)CCT>TCT p.P662S

Pat_41 Post-Resistance HKDC1 80201 37 10 70992797 70992797 Missense_Mutation SNP G A 7 37 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_41 Post-Resistance HKDC1 80201 37 10 71008289 71008289 Missense_Mutation SNP G A 3 19 c.1375G>A c.(1375-1377)GTG>ATG p.V459M

Pat_41 Post-Resistance HK1 3098 37 10 71139668 71139668 Missense_Mutation SNP T C 11 147 c.1082T>C c.(1081-1083)GTG>GCG p.V361A



Pat_41 Post-Resistance HK1 3098 37 10 71151947 71151947 Missense_Mutation SNP G A 19 117 c.2102G>A c.(2101-2103)GGG>GAG p.G701E

Pat_41 Post-Resistance COL13A1 1305 37 10 71677064 71677064 Missense_Mutation SNP G A 3 26 c.971G>A c.(970-972)GGG>GAG p.G324E

Pat_41 Post-Resistance NODAL 4838 37 10 72192822 72192822 Missense_Mutation SNP G A 7 150 c.914C>T c.(913-915)CCC>CTC p.P305L

Pat_41 Post-Resistance DNAJB12 54788 37 10 74104768 74104768 Missense_Mutation SNP C T 42 303 c.353G>A c.(352-354)GGT>GAT p.G118D

Pat_41 Post-Resistance NUDT13 25961 37 10 74884888 74884888 Missense_Mutation SNP C T 14 99 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance USP54 159195 37 10 75276288 75276288 Missense_Mutation SNP C T 9 105 c.3896G>A c.(3895-3897)AGA>AAA p.R1299K

Pat_41 Post-Resistance MYOZ1 58529 37 10 75393725 75393725 Missense_Mutation SNP C T 24 57 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_41 Post-Resistance MYOZ1 58529 37 10 75394274 75394274 Missense_Mutation SNP G A 14 99 c.470C>T c.(469-471)GCT>GTT p.A157V

Pat_41 Post-Resistance PLAU 5328 37 10 75674575 75674575 Missense_Mutation SNP C T 9 47 c.871C>T c.(871-873)CCA>TCA p.P291S

Pat_41 Post-Resistance AP3M1 26985 37 10 75889711 75889711 Missense_Mutation SNP G A 17 47 c.623C>T c.(622-624)GCT>GTT p.A208V

Pat_41 Post-Resistance MYST4 23522 37 10 76603178 76603178 Missense_Mutation SNP C T 18 64 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_41 Post-Resistance DUSP13 51207 37 10 76868815 76868815 Missense_Mutation SNP G A 6 58 c.101C>T c.(100-102)TCT>TTT p.S34F

Pat_41 Post-Resistance VDAC2 7417 37 10 76978928 76978928 Nonsense_Mutation SNP G A 7 111 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_41 Post-Resistance POLR3A 11128 37 10 79753058 79753058 Missense_Mutation SNP C T 8 68 c.2684G>A c.(2683-2685)GGC>GAC p.G895D

Pat_41 Post-Resistance NRG3 10718 37 10 84733566 84733566 Missense_Mutation SNP C T 17 144 c.1307C>T c.(1306-1308)CCT>CTT p.P436L

Pat_41 Post-Resistance OPN4 94233 37 10 88415939 88415939 Missense_Mutation SNP G A 5 53 c.172G>A c.(172-174)GTC>ATC p.V58I

Pat_41 Post-Resistance LIPF 8513 37 10 90429695 90429695 Missense_Mutation SNP C T 35 353 c.524C>T c.(523-525)ACC>ATC p.T175I

Pat_41 Post-Resistance STAMBPL1 57559 37 10 90674416 90674416 Splice_Site SNP G A 19 20 c.903_splice c.e7+1 p.L301_splice

Pat_41 Post-Resistance ANKRD1 27063 37 10 92672669 92672669 Missense_Mutation SNP C T 44 300 c.914G>A c.(913-915)AGC>AAC p.S305N

Pat_41 Post-Resistance BTAF1 9044 37 10 93713506 93713506 Missense_Mutation SNP G A 22 147 c.577G>A c.(577-579)GCT>ACT p.A193T

Pat_41 Post-Resistance BTAF1 9044 37 10 93773718 93773718 Missense_Mutation SNP G A 8 129 c.4516G>A c.(4516-4518)GAA>AAA p.E1506K

Pat_41 Post-Resistance PIPSL 266971 37 10 95719353 95719353 Missense_Mutation SNP G A 3 7 c.1801C>T c.(1801-1803)CCG>TCG p.P601S

Pat_41 Post-Resistance SORBS1 10580 37 10 97158873 97158873 Missense_Mutation SNP C A 8 65 c.1059G>T c.(1057-1059)AAG>AAT p.K353N

Pat_41 Post-Resistance TM9SF3 56889 37 10 98321767 98321767 Missense_Mutation SNP C T 12 118 c.550G>A c.(550-552)GTT>ATT p.V184I

Pat_41 Post-Resistance SLIT1 6585 37 10 98802757 98802757 Missense_Mutation SNP G A 6 41 c.2065C>T c.(2065-2067)CGC>TGC p.R689C

Pat_41 Post-Resistance SLIT1 6585 37 10 98807477 98807477 Missense_Mutation SNP G A 9 102 c.1604C>T c.(1603-1605)CCT>CTT p.P535L

Pat_41 Post-Resistance ZDHHC16 84287 37 10 99216604 99216604 Missense_Mutation SNP C T 12 42 c.1090C>T c.(1090-1092)CCT>TCT p.P364S

Pat_41 Post-Resistance CRTAC1 55118 37 10 99655716 99655716 Missense_Mutation SNP C T 42 84 c.1243G>A c.(1243-1245)GAC>AAC p.D415N

Pat_41 Post-Resistance CWF19L1 55280 37 10 102006574 102006574 Missense_Mutation SNP C T 18 41 c.827G>A c.(826-828)GGA>GAA p.G276E

Pat_41 Post-Resistance BLOC1S2 282991 37 10 102045956 102045956 Missense_Mutation SNP C T 8 53 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_41 Post-Resistance SCD 6319 37 10 102107962 102107962 Missense_Mutation SNP C T 9 72 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_41 Post-Resistance WNT8B 7479 37 10 102241690 102241690 Missense_Mutation SNP G A 10 50 c.389G>A c.(388-390)GGA>GAA p.G130E

Pat_41 Post-Resistance NDUFB8 4714 37 10 102289560 102289560 Missense_Mutation SNP C T 12 73 c.49G>A c.(49-51)GCA>ACA p.A17T

Pat_41 Post-Resistance HIF1AN 55662 37 10 102300469 102300469 Nonsense_Mutation SNP G A 9 79 c.507G>A c.(505-507)TGG>TGA p.W169*

Pat_41 Post-Resistance PDZD7 79955 37 10 102778003 102778003 Missense_Mutation SNP C T 3 69 c.1375G>A c.(1375-1377)GGT>AGT p.G459S

Pat_41 Post-Resistance POLL 27343 37 10 103339574 103339574 Missense_Mutation SNP C T 26 0 c.1364G>A c.(1363-1365)GGG>GAG p.G455E

Pat_41 Post-Resistance MGEA5 10724 37 10 103546243 103546243 Missense_Mutation SNP G A 28 92 c.2716C>T c.(2716-2718)CCA>TCA p.P906S

Pat_41 Post-Resistance MGEA5 10724 37 10 103559090 103559090 Missense_Mutation SNP G T 4 85 c.1318C>A c.(1318-1320)CAG>AAG p.Q440K

Pat_41 Post-Resistance KCNIP2 30819 37 10 103588911 103588911 Missense_Mutation SNP G A 12 107 c.269C>T c.(268-270)CCT>CTT p.P90L

Pat_41 Post-Resistance HPS6 79803 37 10 103826571 103826571 Missense_Mutation SNP C T 6 54 c.1340C>T c.(1339-1341)CCC>CTC p.P447L

Pat_41 Post-Resistance PPRC1 23082 37 10 103907092 103907092 Missense_Mutation SNP C T 7 75 c.4343C>T c.(4342-4344)TCT>TTT p.S1448F

Pat_41 Post-Resistance ELOVL3 83401 37 10 103986333 103986333 Missense_Mutation SNP G A 13 89 c.28G>A c.(28-30)GAA>AAA p.E10K

Pat_41 Post-Resistance GBF1 8729 37 10 104111600 104111600 Missense_Mutation SNP G A 8 54 c.415G>A c.(415-417)GTT>ATT p.V139I

Pat_41 Post-Resistance GBF1 8729 37 10 104141903 104141903 Missense_Mutation SNP C T 9 53 c.5390C>T c.(5389-5391)CCC>CTC p.P1797L

Pat_41 Post-Resistance NFKB2 4791 37 10 104156537 104156537 Missense_Mutation SNP G A 7 100 c.200G>A c.(199-201)GGT>GAT p.G67D

Pat_41 Post-Resistance NFKB2 4791 37 10 104158595 104158595 Missense_Mutation SNP C T 3 13 c.1091C>T c.(1090-1092)GCC>GTC p.A364V

Pat_41 Post-Resistance PSD 5662 37 10 104176267 104176267 Missense_Mutation SNP G A 4 20 c.529C>T c.(529-531)CCG>TCG p.P177S



Pat_41 Post-Resistance NT5C2 22978 37 10 104852961 104852961 Missense_Mutation SNP C T 4 132 c.1094G>A c.(1093-1095)GGG>GAG p.G365E

Pat_41 Post-Resistance SORCS3 22986 37 10 106976824 106976824 Missense_Mutation SNP C T 30 106 c.2678C>T c.(2677-2679)GCC>GTC p.A893V

Pat_41 Post-Resistance SORCS1 114815 37 10 108923950 108923950 Missense_Mutation SNP C T 3 40 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_41 Post-Resistance ADD3 120 37 10 111876017 111876017 Missense_Mutation SNP G A 11 117 c.335G>A c.(334-336)AGT>AAT p.S112N

Pat_41 Post-Resistance SMC3 9126 37 10 112350822 112350822 Missense_Mutation SNP C T 33 74 c.1744C>T c.(1744-1746)CCT>TCT p.P582S

Pat_41 Post-Resistance PDCD4 27250 37 10 112641189 112641189 Missense_Mutation SNP G A 11 156 c.242G>A c.(241-243)GGG>GAG p.G81E

Pat_41 Post-Resistance ACSL5 51703 37 10 114168182 114168182 Nonsense_Mutation SNP G A 48 130 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_41 Post-Resistance ABLIM1 3983 37 10 116196119 116196119 Missense_Mutation SNP G A 5 76 c.2237C>T c.(2236-2238)CCT>CTT p.P746L

Pat_41 Post-Resistance C10orf84 63877 37 10 120095065 120095065 Splice_Site SNP C T 16 42 c.322_splice c.e4+1 p.D108_splice

Pat_41 Post-Resistance FAM45A 404636 37 10 120867497 120867497 Missense_Mutation SNP G A 18 132 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_41 Post-Resistance SFXN4 119559 37 10 120917556 120917556 Missense_Mutation SNP G A 12 123 c.379C>T c.(379-381)CCA>TCA p.P127S

Pat_41 Post-Resistance GRK5 2869 37 10 121207758 121207758 Missense_Mutation SNP C T 28 87 c.1390C>T c.(1390-1392)CCC>TCC p.P464S

Pat_41 Post-Resistance INPP5F 22876 37 10 121586205 121586205 Missense_Mutation SNP C T 17 105 c.2312C>T c.(2311-2313)GCC>GTC p.A771V

Pat_41 Post-Resistance DMBT1 1755 37 10 124351902 124351902 Missense_Mutation SNP C T 80 172 c.2291C>T c.(2290-2292)ACC>ATC p.T764I

Pat_41 Post-Resistance DMBT1 1755 37 10 124351968 124351968 Missense_Mutation SNP C T 22 147 c.2357C>T c.(2356-2358)GCC>GTC p.A786V

Pat_41 Post-Resistance CUZD1 50624 37 10 124596466 124596466 Missense_Mutation SNP G A 113 37 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_41 Post-Resistance LHPP 64077 37 10 126172851 126172851 Missense_Mutation SNP T C 6 88 c.269T>C c.(268-270)ATC>ACC p.I90T

Pat_41 Post-Resistance DHX32 55760 37 10 127525392 127525392 Missense_Mutation SNP C T 15 92 c.2096G>A c.(2095-2097)AGT>AAT p.S699N

Pat_41 Post-Resistance DHX32 55760 37 10 127529566 127529566 Splice_Site SNP C T 8 17 c.1544_splice c.e8-1 p.A515_splice

Pat_41 Post-Resistance ADAM12 8038 37 10 127843809 127843809 Missense_Mutation SNP G A 38 349 c.326C>T c.(325-327)GCT>GTT p.A109V

Pat_41 Post-Resistance DOCK1 1793 37 10 129172401 129172401 Missense_Mutation SNP G A 5 24 c.3535G>A c.(3535-3537)GAA>AAA p.E1179K

Pat_41 Post-Resistance DOCK1 1793 37 10 129224261 129224261 Missense_Mutation SNP G A 28 211 c.4837G>A c.(4837-4839)GGC>AGC p.G1613S

Pat_41 Post-Resistance MKI67 4288 37 10 129913827 129913827 Missense_Mutation SNP C T 8 67 c.845G>A c.(844-846)GGG>GAG p.G282E

Pat_41 Post-Resistance STK32C 282974 37 10 134145201 134145201 Missense_Mutation SNP C T 11 63 c.40G>A c.(40-42)GGC>AGC p.G14S

Pat_41 Post-Resistance FRG2B 441581 37 10 135440209 135440209 Missense_Mutation SNP G A 15 401 c.38C>T c.(37-39)TCC>TTC p.S13F

Pat_41 Post-Resistance SCGB1C1 147199 37 11 193798 193798 Missense_Mutation SNP G A 4 49 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_41 Post-Resistance B4GALNT4 338707 37 11 375477 375477 Missense_Mutation SNP C T 58 312 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_41 Post-Resistance RNH1 6050 37 11 499857 499857 Missense_Mutation SNP C T 4 96 c.415G>A c.(415-417)GAC>AAC p.D139N

Pat_41 Post-Resistance RNH1 6050 37 11 500626 500626 Missense_Mutation SNP G A 40 69 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_41 Post-Resistance PHRF1 57661 37 11 597524 597524 Missense_Mutation SNP G A 10 60 c.848G>A c.(847-849)AGA>AAA p.R283K

Pat_41 Post-Resistance PHRF1 57661 37 11 607705 607705 Missense_Mutation SNP C T 3 6 c.2249C>T c.(2248-2250)CCC>CTC p.P750L

Pat_41 Post-Resistance CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 5 199 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_41 Post-Resistance DRD4 1815 37 11 640481 640481 Missense_Mutation SNP C T 12 115 c.1138C>T c.(1138-1140)CGG>TGG p.R380W

Pat_41 Post-Resistance TALDO1 6888 37 11 763505 763505 Missense_Mutation SNP C A 13 150 c.623C>A c.(622-624)CCC>CAC p.P208H

Pat_41 Post-Resistance EFCAB4A 283229 37 11 831296 831296 Splice_Site SNP G A 6 77 c.1025_splice c.e8+1 p.R342_splice

Pat_41 Post-Resistance TSPAN4 7106 37 11 862698 862698 Missense_Mutation SNP G A 6 56 c.212G>A c.(211-213)GGC>GAC p.G71D

Pat_41 Post-Resistance MUC6 4588 37 11 1017910 1017910 Missense_Mutation SNP C T 16 475 c.4891G>A c.(4891-4893)GTC>ATC p.V1631I

Pat_41 Post-Resistance MUC6 4588 37 11 1019409 1019409 Missense_Mutation SNP G A 21 195 c.3896C>T c.(3895-3897)CCC>CTC p.P1299L

Pat_41 Post-Resistance MUC5B 727897 37 11 1247931 1247931 Missense_Mutation SNP C T 4 53 c.2254C>T c.(2254-2256)CCT>TCT p.P752S

Pat_41 Post-Resistance MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 5 157 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_41 Post-Resistance SYT8 90019 37 11 1857722 1857722 Missense_Mutation SNP G A 3 7 c.626G>A c.(625-627)GGG>GAG p.G209E

Pat_41 Post-Resistance LSP1 4046 37 11 1908085 1908085 Missense_Mutation SNP C T 10 69 c.841C>T c.(841-843)CCG>TCG p.P281S

Pat_41 Post-Resistance ZNF195 7748 37 11 3380555 3380555 Nonsense_Mutation SNP C T 10 160 c.1683G>A c.(1681-1683)TGG>TGA p.W561*

Pat_41 Post-Resistance CHRNA10 57053 37 11 3688647 3688647 Missense_Mutation SNP G A 5 38 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_41 Post-Resistance NUP98 4928 37 11 3714493 3714493 Missense_Mutation SNP C T 15 261 c.4280G>A c.(4279-4281)AGG>AAG p.R1427K

Pat_41 Post-Resistance NUP98 4928 37 11 3797200 3797200 Missense_Mutation SNP G A 19 306 c.407C>T c.(406-408)ACC>ATC p.T136I

Pat_41 Post-Resistance STIM1 6786 37 11 4104112 4104112 Missense_Mutation SNP G A 9 65 c.1138G>A c.(1138-1140)GCT>ACT p.A380T



Pat_41 Post-Resistance OR52I1 390037 37 11 4616149 4616149 Missense_Mutation SNP C T 23 323 c.881C>T c.(880-882)CCC>CTC p.P294L

Pat_41 Post-Resistance OR52I1 390037 37 11 4616208 4616208 Missense_Mutation SNP C T 13 276 c.940C>T c.(940-942)CAC>TAC p.H314Y

Pat_41 Post-Resistance MMP26 56547 37 11 5011001 5011001 Missense_Mutation SNP G A 10 123 c.223G>A c.(223-225)GCT>ACT p.A75T

Pat_41 Post-Resistance OR51V1 283111 37 11 5221782 5221782 Missense_Mutation SNP C T 12 316 c.149G>A c.(148-150)GGC>GAC p.G50D

Pat_41 Post-Resistance OR51Q1 390061 37 11 5443989 5443989 Missense_Mutation SNP A G 6 213 c.559A>G c.(559-561)ATC>GTC p.I187V

Pat_41 Post-Resistance UBQLN3 50613 37 11 5529393 5529393 Missense_Mutation SNP C T 4 55 c.1396G>A c.(1396-1398)GCA>ACA p.A466T

Pat_41 Post-Resistance OR52E4 390081 37 11 5905799 5905799 Missense_Mutation SNP G A 80 107 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Post-Resistance OR56A4 120793 37 11 6023409 6023409 Missense_Mutation SNP G A 14 45 c.970C>T c.(970-972)CCT>TCT p.P324S

Pat_41 Post-Resistance DNHD1 144132 37 11 6592105 6592105 Missense_Mutation SNP G A 6 170 c.13363G>A c.(13363-13365)GAT>AAT p.D4455N

Pat_41 Post-Resistance ILK 3611 37 11 6629392 6629392 Missense_Mutation SNP C T 18 262 c.206C>T c.(205-207)ACC>ATC p.T69I

Pat_41 Post-Resistance DCHS1 8642 37 11 6643131 6643131 Missense_Mutation SNP G A 4 39 c.9776C>T c.(9775-9777)TCT>TTT p.S3259F

Pat_41 Post-Resistance DCHS1 8642 37 11 6643339 6643339 Missense_Mutation SNP C T 5 91 c.9568G>A c.(9568-9570)GCT>ACT p.A3190T

Pat_41 Post-Resistance OR10A5 144124 37 11 6867203 6867203 Missense_Mutation SNP G A 4 86 c.290G>A c.(289-291)GGC>GAC p.G97D

Pat_41 Post-Resistance OR2D3 120775 37 11 6943121 6943121 Missense_Mutation SNP G A 29 149 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance NLRP14 338323 37 11 7065164 7065164 Missense_Mutation SNP C T 8 184 c.1907C>T c.(1906-1908)ACT>ATT p.T636I

Pat_41 Post-Resistance PPFIBP2 8495 37 11 7652158 7652158 Missense_Mutation SNP C T 15 247 c.967C>T c.(967-969)CCT>TCT p.P323S

Pat_41 Post-Resistance OR5P3 120066 37 11 7846759 7846759 Missense_Mutation SNP G A 15 240 c.761C>T c.(760-762)ACC>ATC p.T254I

Pat_41 Post-Resistance SCUBE2 57758 37 11 9042672 9042672 Missense_Mutation SNP C T 16 219 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_41 Post-Resistance SCUBE2 57758 37 11 9055305 9055305 Missense_Mutation SNP C T 4 120 c.1954G>A c.(1954-1956)GAA>AAA p.E652K

Pat_41 Post-Resistance SWAP70 23075 37 11 9769469 9769469 Missense_Mutation SNP G A 21 211 c.1420G>A c.(1420-1422)GCC>ACC p.A474T

Pat_41 Post-Resistance SBF2 81846 37 11 10064425 10064425 Missense_Mutation SNP C T 20 310 c.245G>A c.(244-246)TGC>TAC p.C82Y

Pat_41 Post-Resistance AMPD3 272 37 11 10503679 10503679 Missense_Mutation SNP G A 25 330 c.496G>A c.(496-498)GCG>ACG p.A166T

Pat_41 Post-Resistance USP47 55031 37 11 11963920 11963920 Missense_Mutation SNP G A 27 371 c.2412G>A c.(2410-2412)ATG>ATA p.M804I

Pat_41 Post-Resistance DKK3 27122 37 11 11989941 11989941 Splice_Site SNP C T 9 106 c.528_splice c.e4+1 p.M176_splice

Pat_41 Post-Resistance MICAL2 9645 37 11 12225923 12225923 Missense_Mutation SNP C T 43 273 c.391C>T c.(391-393)CCT>TCT p.P131S

Pat_41 Post-Resistance MICAL2 9645 37 11 12244255 12244255 Missense_Mutation SNP C T 5 108 c.1414C>T c.(1414-1416)CCA>TCA p.P472S

Pat_41 Post-Resistance MICAL2 9645 37 11 12277227 12277227 Missense_Mutation SNP C T 9 105 c.2885C>T c.(2884-2886)GCA>GTA p.A962V

Pat_41 Post-Resistance ARNTL 406 37 11 13395658 13395658 Missense_Mutation SNP G A 21 151 c.1084G>A c.(1084-1086)GCA>ACA p.A362T

Pat_41 Post-Resistance BTBD10 84280 37 11 13410679 13410679 Missense_Mutation SNP G A 5 25 c.1127C>T c.(1126-1128)ACC>ATC p.T376I

Pat_41 Post-Resistance PDE3B 5140 37 11 14825489 14825489 Splice_Site SNP G A 11 67 c.1416_splice c.e5-1 p.S472_splice

Pat_41 Post-Resistance PIK3C2A 5286 37 11 17170266 17170266 Missense_Mutation SNP C T 18 144 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_41 Post-Resistance ABCC8 6833 37 11 17428954 17428954 Missense_Mutation SNP G A 5 176 c.2867C>T c.(2866-2868)TCT>TTT p.S956F

Pat_41 Post-Resistance ABCC8 6833 37 11 17452463 17452463 Missense_Mutation SNP G A 4 90 c.1715C>T c.(1714-1716)TCG>TTG p.S572L

Pat_41 Post-Resistance USH1C 10083 37 11 17553037 17553037 Missense_Mutation SNP G A 6 78 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_41 Post-Resistance HPS5 11234 37 11 18309185 18309185 Missense_Mutation SNP G A 5 151 c.2614C>T c.(2614-2616)CCA>TCA p.P872S

Pat_41 Post-Resistance UEVLD 55293 37 11 18566169 18566169 Splice_Site SNP C T 8 452 c.1060_splice c.e9+1 p.V354_splice

Pat_41 Post-Resistance TMEM86A 144110 37 11 18723324 18723324 Missense_Mutation SNP G A 11 68 c.491G>A c.(490-492)GGG>GAG p.G164E

Pat_41 Post-Resistance ZDHHC13 54503 37 11 19197497 19197497 Missense_Mutation SNP G A 29 368 c.1859G>A c.(1858-1860)CGC>CAC p.R620H

Pat_41 Post-Resistance NAV2 89797 37 11 19954803 19954803 Missense_Mutation SNP C T 16 552 c.1082C>T c.(1081-1083)ACC>ATC p.T361I

Pat_41 Post-Resistance NAV2 89797 37 11 20129210 20129210 Missense_Mutation SNP G A 131 645 c.6851G>A c.(6850-6852)GGC>GAC p.G2284D

Pat_41 Post-Resistance SLC6A5 9152 37 11 20648329 20648329 Missense_Mutation SNP G A 11 181 c.1336G>A c.(1336-1338)GCT>ACT p.A446T

Pat_41 Post-Resistance NELL1 4745 37 11 21135228 21135228 Missense_Mutation SNP G A 33 343 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_41 Post-Resistance ANO5 203859 37 11 22249029 22249029 Missense_Mutation SNP C T 26 225 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_41 Post-Resistance SLC17A6 57084 37 11 22360113 22360113 Missense_Mutation SNP G A 7 102 c.34G>A c.(34-36)GGA>AGA p.G12R

Pat_41 Post-Resistance FANCF 2188 37 11 22646594 22646594 Missense_Mutation SNP G A 14 195 c.763C>T c.(763-765)CTC>TTC p.L255F

Pat_41 Post-Resistance LUZP2 338645 37 11 24759789 24759789 Missense_Mutation SNP G A 5 57 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_41 Post-Resistance LGR4 55366 37 11 27389985 27389985 Missense_Mutation SNP G A 9 146 c.2285C>T c.(2284-2286)CCT>CTT p.P762L



Pat_41 Post-Resistance KIF18A 81930 37 11 28080523 28080523 Missense_Mutation SNP G A 78 428 c.1898C>T c.(1897-1899)TCT>TTT p.S633F

Pat_41 Post-Resistance KIF18A 81930 37 11 28116299 28116299 Missense_Mutation SNP C T 66 339 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_41 Post-Resistance MPPED2 744 37 11 30516958 30516958 Missense_Mutation SNP C T 16 184 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_41 Post-Resistance IMMP1L 196294 37 11 31484777 31484777 Missense_Mutation SNP G A 17 211 c.47C>T c.(46-48)ACT>ATT p.T16I

Pat_41 Post-Resistance QSER1 79832 37 11 32954948 32954948 Missense_Mutation SNP C T 15 212 c.1757C>T c.(1756-1758)TCT>TTT p.S586F

Pat_41 Post-Resistance DEPDC7 91614 37 11 33047225 33047225 Missense_Mutation SNP C T 15 129 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_41 Post-Resistance TCP11L1 55346 37 11 33065407 33065407 Missense_Mutation SNP G A 28 559 c.88G>A c.(88-90)GAA>AAA p.E30K

Pat_41 Post-Resistance CSTF3 1479 37 11 33106835 33106835 Missense_Mutation SNP G A 9 79 c.1952C>T c.(1951-1953)ACT>ATT p.T651I

Pat_41 Post-Resistance CSTF3 1479 37 11 33118472 33118472 Missense_Mutation SNP C T 6 86 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_41 Post-Resistance HIPK3 10114 37 11 33369738 33369738 Nonsense_Mutation SNP G A 5 87 c.2333G>A c.(2332-2334)TGG>TAG p.W778*

Pat_41 Post-Resistance C11orf41 25758 37 11 33564178 33564178 Missense_Mutation SNP C T 16 149 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_41 Post-Resistance ABTB2 25841 37 11 34378509 34378509 Missense_Mutation SNP C T 3 13 c.64G>A c.(64-66)GGT>AGT p.G22S

Pat_41 Post-Resistance SLC1A2 6506 37 11 35282502 35282502 Missense_Mutation SNP G A 11 164 c.1664C>T c.(1663-1665)GCA>GTA p.A555V

Pat_41 Post-Resistance SLC1A2 6506 37 11 35302498 35302498 Missense_Mutation SNP C T 14 50 c.1337G>A c.(1336-1338)GGG>GAG p.G446E

Pat_41 Post-Resistance PAMR1 25891 37 11 35454164 35454164 Nonsense_Mutation SNP C A 3 17 c.1903G>T c.(1903-1905)GAG>TAG p.E635*

Pat_41 Post-Resistance COMMD9 29099 37 11 36302296 36302296 Missense_Mutation SNP G A 21 179 c.143C>T c.(142-144)TCC>TTC p.S48F

Pat_41 Post-Resistance RAG1 5896 37 11 36595272 36595272 Missense_Mutation SNP C T 9 58 c.418C>T c.(418-420)CTT>TTT p.L140F

Pat_41 Post-Resistance RAG1 5896 37 11 36597564 36597564 Missense_Mutation SNP G A 8 100 c.2710G>A c.(2710-2712)GAG>AAG p.E904K

Pat_41 Post-Resistance RAG2 5897 37 11 36614172 36614172 Missense_Mutation SNP G A 11 57 c.1547C>T c.(1546-1548)CCT>CTT p.P516L

Pat_41 Post-Resistance LRRC4C 57689 37 11 40136126 40136126 Missense_Mutation SNP C T 9 151 c.1717G>A c.(1717-1719)GAT>AAT p.D573N

Pat_41 Post-Resistance TTC17 55761 37 11 43513648 43513648 Missense_Mutation SNP G A 24 321 c.3229G>A c.(3229-3231)GCA>ACA p.A1077T

Pat_41 Post-Resistance SLC35C1 55343 37 11 45827888 45827888 Splice_Site SNP G A 5 41 c.535_splice c.e1+1 p.G179_splice

Pat_41 Post-Resistance CREB3L1 90993 37 11 46338979 46338979 Missense_Mutation SNP G A 13 103 c.1199G>A c.(1198-1200)GGC>GAC p.G400D

Pat_41 Post-Resistance AMBRA1 55626 37 11 46563502 46563502 Missense_Mutation SNP G A 42 194 c.2065C>T c.(2065-2067)CTC>TTC p.L689F

Pat_41 Post-Resistance AMBRA1 55626 37 11 46564479 46564479 Missense_Mutation SNP C T 45 237 c.1088G>A c.(1087-1089)GGC>GAC p.G363D

Pat_41 Post-Resistance AMBRA1 55626 37 11 46564888 46564888 Missense_Mutation SNP C T 7 148 c.679G>A c.(679-681)GCC>ACC p.A227T

Pat_41 Post-Resistance CKAP5 9793 37 11 46829663 46829663 Missense_Mutation SNP G A 9 143 c.896C>T c.(895-897)GCC>GTC p.A299V

Pat_41 Post-Resistance MADD 8567 37 11 47303271 47303271 Missense_Mutation SNP G A 13 105 c.1436G>A c.(1435-1437)GGC>GAC p.G479D

Pat_41 Post-Resistance MYBPC3 4607 37 11 47353709 47353709 Missense_Mutation SNP G A 4 68 c.3728C>T c.(3727-3729)CCC>CTC p.P1243L

Pat_41 Post-Resistance MYBPC3 4607 37 11 47353809 47353809 Missense_Mutation SNP G A 9 86 c.3628C>T c.(3628-3630)CCC>TCC p.P1210S

Pat_41 Post-Resistance SLC39A13 91252 37 11 47435155 47435155 Missense_Mutation SNP G A 17 88 c.653G>A c.(652-654)GGC>GAC p.G218D

Pat_41 Post-Resistance PSMC3 5702 37 11 47440466 47440466 Missense_Mutation SNP C T 5 68 c.1240G>A c.(1240-1242)GAG>AAG p.E414K

Pat_41 Post-Resistance PSMC3 5702 37 11 47445695 47445695 Missense_Mutation SNP G A 14 262 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_41 Post-Resistance AGBL2 79841 37 11 47711872 47711872 Missense_Mutation SNP G A 14 135 c.1387C>T c.(1387-1389)CCT>TCT p.P463S

Pat_41 Post-Resistance FNBP4 23360 37 11 47786906 47786906 Missense_Mutation SNP C T 16 264 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_41 Post-Resistance NUP160 23279 37 11 47869834 47869834 Missense_Mutation SNP C T 6 128 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_41 Post-Resistance FOLH1 2346 37 11 49204764 49204764 Missense_Mutation SNP G A 17 145 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_41 Post-Resistance OR4C13 283092 37 11 49974380 49974380 Missense_Mutation SNP C A 4 120 c.406C>A c.(406-408)CAG>AAG p.Q136K

Pat_41 Post-Resistance OR4C11 219429 37 11 55371495 55371495 Missense_Mutation SNP C T 12 69 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_41 Post-Resistance OR8H2 390151 37 11 55872874 55872874 Missense_Mutation SNP C T 28 358 c.356C>T c.(355-357)GCC>GTC p.A119V

Pat_41 Post-Resistance OR8K3 219473 37 11 56086182 56086182 Missense_Mutation SNP G A 7 190 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_41 Post-Resistance OR5M11 219487 37 11 56310081 56310081 Missense_Mutation SNP G A 10 113 c.653C>T c.(652-654)GCC>GTC p.A218V

Pat_41 Post-Resistance TNKS1BP1 85456 37 11 57076871 57076871 Missense_Mutation SNP C T 18 214 c.3314G>A c.(3313-3315)GGG>GAG p.G1105E

Pat_41 Post-Resistance TNKS1BP1 85456 37 11 57088045 57088045 Missense_Mutation SNP C T 7 43 c.236G>A c.(235-237)AGG>AAG p.R79K

Pat_41 Post-Resistance SLC43A1 8501 37 11 57259305 57259305 Missense_Mutation SNP G A 7 63 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_41 Post-Resistance UBE2L6 9246 37 11 57322020 57322020 Missense_Mutation SNP A G 11 423 c.200T>C c.(199-201)ATG>ACG p.M67T

Pat_41 Post-Resistance CLP1 10978 37 11 57428648 57428648 Missense_Mutation SNP C T 22 279 c.1018C>T c.(1018-1020)CCT>TCT p.P340S



Pat_41 Post-Resistance ZDHHC5 25921 37 11 57463461 57463461 Missense_Mutation SNP G A 23 88 c.955G>A c.(955-957)GAC>AAC p.D319N

Pat_41 Post-Resistance CTNND1 1500 37 11 57571197 57571197 Missense_Mutation SNP G A 6 88 c.1525G>A c.(1525-1527)GAG>AAG p.E509K

Pat_41 Post-Resistance OR6Q1 219952 37 11 57799031 57799031 Missense_Mutation SNP G A 10 187 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_41 Post-Resistance OR5B2 390190 37 11 58190191 58190191 Missense_Mutation SNP C T 17 119 c.544G>A c.(544-546)GTC>ATC p.V182I

Pat_41 Post-Resistance FAM111A 63901 37 11 58920286 58920286 Missense_Mutation SNP C T 10 405 c.1145C>T c.(1144-1146)ACT>ATT p.T382I

Pat_41 Post-Resistance MPEG1 219972 37 11 58979621 58979621 Missense_Mutation SNP C T 4 72 c.718G>A c.(718-720)GCT>ACT p.A240T

Pat_41 Post-Resistance OR5A2 219981 37 11 59189969 59189969 Missense_Mutation SNP C T 7 78 c.458G>A c.(457-459)GGA>GAA p.G153E

Pat_41 Post-Resistance ZP1 22917 37 11 60637136 60637136 Missense_Mutation SNP G A 10 113 c.445G>A c.(445-447)GCA>ACA p.A149T

Pat_41 Post-Resistance ZP1 22917 37 11 60641136 60641136 Missense_Mutation SNP C T 21 180 c.1460C>T c.(1459-1461)ACC>ATC p.T487I

Pat_41 Post-Resistance TMEM109 79073 37 11 60689264 60689264 Missense_Mutation SNP G A 19 167 c.359G>A c.(358-360)GGC>GAC p.G120D

Pat_41 Post-Resistance CD5 921 37 11 60889344 60889344 Missense_Mutation SNP G T 9 116 c.1067G>T c.(1066-1068)AGA>ATA p.R356I

Pat_41 Post-Resistance C11orf9 745 37 11 61536761 61536761 Missense_Mutation SNP G A 5 23 c.428G>A c.(427-429)GGC>GAC p.G143D

Pat_41 Post-Resistance C11orf9 745 37 11 61553601 61553601 Missense_Mutation SNP C T 5 114 c.3442C>T c.(3442-3444)CGC>TGC p.R1148C

Pat_41 Post-Resistance AHNAK 79026 37 11 62287166 62287166 Missense_Mutation SNP G A 13 84 c.14723C>T c.(14722-14724)TCG>TTG p.S4908L

Pat_41 Post-Resistance AHNAK 79026 37 11 62287578 62287578 Missense_Mutation SNP C T 67 408 c.14311G>A c.(14311-14313)GTT>ATT p.V4771I

Pat_41 Post-Resistance AHNAK 79026 37 11 62294080 62294080 Missense_Mutation SNP T G 9 395 c.7809A>C c.(7807-7809)AAA>AAC p.K2603N

Pat_41 Post-Resistance AHNAK 79026 37 11 62294327 62294327 Missense_Mutation SNP G A 62 433 c.7562C>T c.(7561-7563)CCT>CTT p.P2521L

Pat_41 Post-Resistance AHNAK 79026 37 11 62294675 62294675 Missense_Mutation SNP T C 4 53 c.7214A>G c.(7213-7215)GAT>GGT p.D2405G

Pat_41 Post-Resistance AHNAK 79026 37 11 62295483 62295483 Missense_Mutation SNP C T 10 510 c.6406G>A c.(6406-6408)GAT>AAT p.D2136N

Pat_41 Post-Resistance AHNAK 79026 37 11 62300864 62300864 Missense_Mutation SNP C T 5 128 c.1025G>A c.(1024-1026)GGC>GAC p.G342D

Pat_41 Post-Resistance AHNAK 79026 37 11 62300970 62300970 Missense_Mutation SNP G A 9 132 c.919C>T c.(919-921)CCC>TCC p.P307S

Pat_41 Post-Resistance ROM1 6094 37 11 62380819 62380819 Nonsense_Mutation SNP G A 5 13 c.66G>A c.(64-66)TGG>TGA p.W22*

Pat_41 Post-Resistance GANAB 23193 37 11 62400135 62400135 Missense_Mutation SNP G A 47 489 c.898C>T c.(898-900)CCT>TCT p.P300S

Pat_41 Post-Resistance GANAB 23193 37 11 62402383 62402383 Missense_Mutation SNP C T 17 244 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_41 Post-Resistance INTS5 80789 37 11 62414839 62414839 Missense_Mutation SNP C T 11 153 c.2713G>A c.(2713-2715)GAG>AAG p.E905K

Pat_41 Post-Resistance POLR2G 5436 37 11 62532658 62532658 Missense_Mutation SNP G A 14 276 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_41 Post-Resistance TAF6L 10629 37 11 62545577 62545577 Missense_Mutation SNP G A 7 100 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance SLC3A2 6520 37 11 62655947 62655947 Nonsense_Mutation SNP C T 8 193 c.1675C>T c.(1675-1677)CAG>TAG p.Q559*

Pat_41 Post-Resistance SLC22A8 9376 37 11 62762217 62762217 Missense_Mutation SNP C T 5 64 c.1013G>A c.(1012-1014)GGT>GAT p.G338D

Pat_41 Post-Resistance SLC22A25 387601 37 11 62985134 62985134 Missense_Mutation SNP G A 8 86 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_41 Post-Resistance RARRES3 5920 37 11 63312342 63312342 Missense_Mutation SNP G A 26 436 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance ATL3 25923 37 11 63396870 63396870 Missense_Mutation SNP G A 9 105 c.1547C>T c.(1546-1548)TCT>TTT p.S516F

Pat_41 Post-Resistance ATL3 25923 37 11 63400536 63400536 Missense_Mutation SNP C T 13 133 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_41 Post-Resistance RTN3 10313 37 11 63517562 63517562 Missense_Mutation SNP G A 5 25 c.2630G>A c.(2629-2631)AGT>AAT p.S877N

Pat_41 Post-Resistance C11orf84 144097 37 11 63586454 63586454 Missense_Mutation SNP G A 3 41 c.914G>A c.(913-915)CGG>CAG p.R305Q

Pat_41 Post-Resistance MARK2 2011 37 11 63672516 63672516 Splice_Site SNP G A 34 182 c.1934_splice c.e16+1 p.R645_splice

Pat_41 Post-Resistance RCOR2 283248 37 11 63681590 63681590 Missense_Mutation SNP C T 6 99 c.727G>A c.(727-729)GTC>ATC p.V243I

Pat_41 Post-Resistance PLCB3 5331 37 11 64025948 64025948 Missense_Mutation SNP G A 5 26 c.1016G>A c.(1015-1017)GGG>GAG p.G339E

Pat_41 Post-Resistance PLCB3 5331 37 11 64029423 64029423 Splice_Site SNP G A 17 190 c.1914_splice c.e17-1 p.E638_splice

Pat_41 Post-Resistance PRDX5 25824 37 11 64087243 64087243 Missense_Mutation SNP G A 21 265 c.209G>A c.(208-210)GGG>GAG p.G70E

Pat_41 Post-Resistance NRXN2 9379 37 11 64453251 64453251 Missense_Mutation SNP G A 17 258 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_41 Post-Resistance SF1 7536 37 11 64543988 64543988 Nonsense_Mutation SNP G A 7 132 c.142C>T c.(142-144)CAA>TAA p.Q48*

Pat_41 Post-Resistance SF1 7536 37 11 64544006 64544006 Missense_Mutation SNP G A 11 143 c.124C>T c.(124-126)CCT>TCT p.P42S

Pat_41 Post-Resistance CDC42BPG 55561 37 11 64600104 64600104 Missense_Mutation SNP C A 4 122 c.2977G>T c.(2977-2979)GGG>TGG p.G993W

Pat_41 Post-Resistance CDC42BPG 55561 37 11 64609299 64609299 Missense_Mutation SNP C T 5 69 c.238G>A c.(238-240)GGA>AGA p.G80R

Pat_41 Post-Resistance EHD1 10938 37 11 64645605 64645605 Missense_Mutation SNP C T 7 48 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_41 Post-Resistance ATG2A 23130 37 11 64668527 64668527 Missense_Mutation SNP G A 4 21 c.4157C>T c.(4156-4158)CCC>CTC p.P1386L



Pat_41 Post-Resistance SAC3D1 29901 37 11 64811748 64811748 Missense_Mutation SNP C T 7 143 c.626C>T c.(625-627)GCC>GTC p.A209V

Pat_41 Post-Resistance CDCA5 113130 37 11 64847030 64847030 Missense_Mutation SNP G A 7 35 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_41 Post-Resistance C11orf2 738 37 11 64875941 64875941 Missense_Mutation SNP G A 4 22 c.998G>A c.(997-999)GGT>GAT p.G333D

Pat_41 Post-Resistance SLC25A45 283130 37 11 65144006 65144006 Missense_Mutation SNP C T 8 286 c.739G>A c.(739-741)GTG>ATG p.V247M

Pat_41 Post-Resistance SLC25A45 283130 37 11 65144292 65144292 Missense_Mutation SNP G A 47 608 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_41 Post-Resistance SIPA1 6494 37 11 65417614 65417614 Missense_Mutation SNP C T 11 166 c.2854C>T c.(2854-2856)CCC>TCC p.P952S

Pat_41 Post-Resistance SIPA1 6494 37 11 65417939 65417939 Missense_Mutation SNP G A 5 44 c.2971G>A c.(2971-2973)GAC>AAC p.D991N

Pat_41 Post-Resistance RELA 5970 37 11 65423216 65423216 Missense_Mutation SNP G A 5 93 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance KAT5 10524 37 11 65482350 65482350 Missense_Mutation SNP C T 8 152 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_41 Post-Resistance DKFZp761E198 91056 37 11 65545809 65545809 Missense_Mutation SNP G A 3 36 c.1984C>T c.(1984-1986)CGC>TGC p.R662C

Pat_41 Post-Resistance SF3B2 10992 37 11 65826355 65826355 Missense_Mutation SNP G A 4 66 c.1021G>A c.(1021-1023)GGG>AGG p.G341R

Pat_41 Post-Resistance PACS1 55690 37 11 65988665 65988665 Missense_Mutation SNP G A 17 226 c.1240G>A c.(1240-1242)GAG>AAG p.E414K

Pat_41 Post-Resistance TMEM151A 256472 37 11 66061887 66061887 Missense_Mutation SNP C T 3 20 c.170C>T c.(169-171)GCC>GTC p.A57V

Pat_41 Post-Resistance CD248 57124 37 11 66083718 66083718 Missense_Mutation SNP C T 4 50 c.781G>A c.(781-783)GGC>AGC p.G261S

Pat_41 Post-Resistance B3GNT1 11041 37 11 66114284 66114284 Missense_Mutation SNP C T 18 234 c.733G>A c.(733-735)GAT>AAT p.D245N

Pat_41 Post-Resistance PELI3 246330 37 11 66235712 66235712 Missense_Mutation SNP G A 24 171 c.113G>A c.(112-114)GGC>GAC p.G38D

Pat_41 Post-Resistance DPP3 10072 37 11 66272120 66272120 Missense_Mutation SNP C T 32 128 c.1916C>T c.(1915-1917)GCC>GTC p.A639V

Pat_41 Post-Resistance CCDC87 55231 37 11 66360360 66360360 Missense_Mutation SNP G A 8 37 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_41 Post-Resistance RBM4 5936 37 11 66411212 66411212 Missense_Mutation SNP C T 15 79 c.704C>T c.(703-705)GCA>GTA p.A235V

Pat_41 Post-Resistance SPTBN2 6712 37 11 66454493 66454493 Nonsense_Mutation SNP G A 28 162 c.6868C>T c.(6868-6870)CGA>TGA p.R2290*

Pat_41 Post-Resistance C11orf80 79703 37 11 66555658 66555658 Missense_Mutation SNP C T 15 182 c.551C>T c.(550-552)TCT>TTT p.S184F

Pat_41 Post-Resistance C11orf80 79703 37 11 66571561 66571561 Missense_Mutation SNP G A 28 467 c.938G>A c.(937-939)GGC>GAC p.G313D

Pat_41 Post-Resistance RCE1 9986 37 11 66613400 66613400 Missense_Mutation SNP C T 9 203 c.824C>T c.(823-825)GCC>GTC p.A275V

Pat_41 Post-Resistance PC 5091 37 11 66617225 66617225 Missense_Mutation SNP C T 5 110 c.3004G>A c.(3004-3006)GTG>ATG p.V1002M

Pat_41 Post-Resistance ADRBK1 156 37 11 67046932 67046932 Missense_Mutation SNP C T 6 110 c.308C>T c.(307-309)GCC>GTC p.A103V

Pat_41 Post-Resistance RAD9A 5883 37 11 67160165 67160165 Missense_Mutation SNP C T 30 214 c.146C>T c.(145-147)GCC>GTC p.A49V

Pat_41 Post-Resistance PITPNM1 9600 37 11 67267787 67267787 Missense_Mutation SNP G A 47 246 c.746C>T c.(745-747)GCT>GTT p.A249V

Pat_41 Post-Resistance C11orf24 53838 37 11 68029831 68029831 Missense_Mutation SNP G A 11 144 c.632C>T c.(631-633)GCC>GTC p.A211V

Pat_41 Post-Resistance LRP5 4041 37 11 68174207 68174207 Missense_Mutation SNP G A 7 41 c.2017G>A c.(2017-2019)GGC>AGC p.G673S

Pat_41 Post-Resistance SAPS3 55291 37 11 68367812 68367812 Missense_Mutation SNP C T 6 275 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_41 Post-Resistance IGHMBP2 3508 37 11 68675720 68675720 Missense_Mutation SNP C T 21 164 c.364C>T c.(364-366)CAC>TAC p.H122Y

Pat_41 Post-Resistance TPCN2 219931 37 11 68825148 68825148 Missense_Mutation SNP C T 14 137 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_41 Post-Resistance ANO1 55107 37 11 70028704 70028704 Missense_Mutation SNP A G 5 89 c.2500A>G c.(2500-2502)ACC>GCC p.T834A

Pat_41 Post-Resistance PPFIA1 8500 37 11 70194417 70194417 Missense_Mutation SNP C T 50 470 c.2054C>T c.(2053-2055)CCT>CTT p.P685L

Pat_41 Post-Resistance SHANK2 22941 37 11 70331537 70331537 Missense_Mutation SNP C T 5 79 c.4861G>A c.(4861-4863)GCA>ACA p.A1621T

Pat_41 Post-Resistance SHANK2 22941 37 11 70332164 70332164 Missense_Mutation SNP G A 18 73 c.4234C>T c.(4234-4236)CCT>TCT p.P1412S

Pat_41 Post-Resistance SHANK2 22941 37 11 70505982 70505982 Missense_Mutation SNP C T 7 64 c.2012G>A c.(2011-2013)GGT>GAT p.G671D

Pat_41 Post-Resistance NADSYN1 55191 37 11 71169538 71169538 Missense_Mutation SNP G A 30 136 c.211G>A c.(211-213)GCG>ACG p.A71T

Pat_41 Post-Resistance NUMA1 4926 37 11 71715350 71715350 Missense_Mutation SNP G A 12 105 c.6044C>T c.(6043-6045)ACT>ATT p.T2015I

Pat_41 Post-Resistance NUMA1 4926 37 11 71715858 71715858 Missense_Mutation SNP G A 4 20 c.5834C>T c.(5833-5835)TCC>TTC p.S1945F

Pat_41 Post-Resistance INPPL1 3636 37 11 71948415 71948415 Missense_Mutation SNP G A 12 121 c.3127G>A c.(3127-3129)GAG>AAG p.E1043K

Pat_41 Post-Resistance CLPB 81570 37 11 72084016 72084016 Missense_Mutation SNP C A 13 292 c.689G>T c.(688-690)TGG>TTG p.W230L

Pat_41 Post-Resistance ARAP1 116985 37 11 72407682 72407682 Missense_Mutation SNP C T 8 68 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_41 Post-Resistance ARHGEF17 9828 37 11 73022621 73022621 Missense_Mutation SNP C T 10 127 c.2938C>T c.(2938-2940)CCC>TCC p.P980S

Pat_41 Post-Resistance C2CD3 26005 37 11 73811664 73811664 Missense_Mutation SNP C T 7 85 c.2638G>A c.(2638-2640)GTA>ATA p.V880I

Pat_41 Post-Resistance PGM2L1 283209 37 11 74054003 74054003 Missense_Mutation SNP C T 24 422 c.1369G>A c.(1369-1371)GTT>ATT p.V457I

Pat_41 Post-Resistance GDPD5 81544 37 11 75160621 75160621 Missense_Mutation SNP G A 7 23 c.509C>T c.(508-510)GCA>GTA p.A170V



Pat_41 Post-Resistance MAP6 4135 37 11 75298411 75298411 Missense_Mutation SNP G A 10 90 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_41 Post-Resistance UVRAG 7405 37 11 75827011 75827011 Missense_Mutation SNP C T 7 162 c.1349C>T c.(1348-1350)ACC>ATC p.T450I

Pat_41 Post-Resistance PRKRIR 5612 37 11 76063133 76063133 Missense_Mutation SNP G A 15 233 c.1061C>T c.(1060-1062)GCT>GTT p.A354V

Pat_41 Post-Resistance C11orf30 56946 37 11 76183846 76183846 Missense_Mutation SNP C T 20 371 c.1070C>T c.(1069-1071)TCC>TTC p.S357F

Pat_41 Post-Resistance LRRC32 2615 37 11 76370955 76370955 Missense_Mutation SNP G A 5 20 c.1682C>T c.(1681-1683)ACC>ATC p.T561I

Pat_41 Post-Resistance AQP11 282679 37 11 77301255 77301255 Missense_Mutation SNP C T 5 103 c.218C>T c.(217-219)GCG>GTG p.A73V

Pat_41 Post-Resistance RSF1 51773 37 11 77413346 77413346 Missense_Mutation SNP C T 5 86 c.928G>A c.(928-930)GAA>AAA p.E310K

Pat_41 Post-Resistance USP35 57558 37 11 77911777 77911777 Missense_Mutation SNP G A 4 46 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_41 Post-Resistance GAB2 9846 37 11 77937766 77937766 Missense_Mutation SNP C T 5 70 c.952G>A c.(952-954)GCC>ACC p.A318T

Pat_41 Post-Resistance C11orf82 220042 37 11 82644551 82644551 Missense_Mutation SNP C T 23 166 c.2171C>T c.(2170-2172)TCT>TTT p.S724F

Pat_41 Post-Resistance PCF11 51585 37 11 82882888 82882888 Missense_Mutation SNP C T 15 189 c.3689C>T c.(3688-3690)GCT>GTT p.A1230V

Pat_41 Post-Resistance DLG2 1740 37 11 83252779 83252779 Missense_Mutation SNP C T 18 158 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_41 Post-Resistance CREBZF 58487 37 11 85375129 85375129 Missense_Mutation SNP C T 31 571 c.791G>A c.(790-792)AGT>AAT p.S264N

Pat_41 Post-Resistance CCDC83 220047 37 11 85610046 85610046 Nonsense_Mutation SNP G A 14 128 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_41 Post-Resistance PICALM 8301 37 11 85712202 85712202 Splice_Site SNP C T 9 323 c.894_splice c.e10-1 p.R298_splice

Pat_41 Post-Resistance PRSS23 11098 37 11 86519167 86519167 Missense_Mutation SNP C T 8 167 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance FZD4 8322 37 11 86663026 86663026 Missense_Mutation SNP G A 4 41 c.772C>T c.(772-774)CTC>TTC p.L258F

Pat_41 Post-Resistance TYR 7299 37 11 89028403 89028403 Missense_Mutation SNP G A 10 87 c.1459G>A c.(1459-1461)GTC>ATC p.V487I

Pat_41 Post-Resistance NOX4 50507 37 11 89075338 89075338 Missense_Mutation SNP C T 24 168 c.1241G>A c.(1240-1242)GGA>GAA p.G414E

Pat_41 Post-Resistance FAT3 120114 37 11 92087958 92087958 Missense_Mutation SNP C T 9 145 c.2680C>T c.(2680-2682)CGG>TGG p.R894W

Pat_41 Post-Resistance FAT3 120114 37 11 92088525 92088525 Missense_Mutation SNP A G 15 137 c.3247A>G c.(3247-3249)AGG>GGG p.R1083G

Pat_41 Post-Resistance FAT3 120114 37 11 92531452 92531452 Missense_Mutation SNP A G 3 70 c.5273A>G c.(5272-5274)CAG>CGG p.Q1758R

Pat_41 Post-Resistance FAT3 120114 37 11 92616434 92616434 Missense_Mutation SNP C T 24 254 c.12812C>T c.(12811-12813)CCC>CTC p.P4271L

Pat_41 Post-Resistance FAT3 120114 37 11 92624253 92624253 Nonsense_Mutation SNP G T 3 55 c.13648G>T c.(13648-13650)GAG>TAG p.E4550*

Pat_41 Post-Resistance MRE11A 4361 37 11 94209570 94209570 Splice_Site SNP C T 10 107 c.545_splice c.e7-1 p.G182_splice

Pat_41 Post-Resistance KDM4D 55693 37 11 94731499 94731499 Missense_Mutation SNP G A 11 70 c.963G>A c.(961-963)ATG>ATA p.M321I

Pat_41 Post-Resistance SFRS2B 10929 37 11 94800803 94800803 Missense_Mutation SNP G A 5 4 c.413G>A c.(412-414)GGT>GAT p.G138D

Pat_41 Post-Resistance SESN3 143686 37 11 94923022 94923022 Missense_Mutation SNP G A 16 229 c.446C>T c.(445-447)CCA>CTA p.P149L

Pat_41 Post-Resistance FAM76B 143684 37 11 95509103 95509103 Missense_Mutation SNP T C 8 82 c.913A>G c.(913-915)ACT>GCT p.T305A

Pat_41 Post-Resistance FAM76B 143684 37 11 95512806 95512806 Missense_Mutation SNP C A 11 269 c.657G>T c.(655-657)AAG>AAT p.K219N

Pat_41 Post-Resistance JRKL 8690 37 11 96125326 96125326 Missense_Mutation SNP G A 9 191 c.1513G>A c.(1513-1515)GTA>ATA p.V505I

Pat_41 Post-Resistance CNTN5 53942 37 11 100126494 100126494 Missense_Mutation SNP C T 22 163 c.2008C>T c.(2008-2010)CCC>TCC p.P670S

Pat_41 Post-Resistance CNTN5 53942 37 11 100179193 100179193 Missense_Mutation SNP G A 9 59 c.2723G>A c.(2722-2724)GGA>GAA p.G908E

Pat_41 Post-Resistance PGR 5241 37 11 100922221 100922221 Missense_Mutation SNP C T 17 202 c.2291G>A c.(2290-2292)GGA>GAA p.G764E

Pat_41 Post-Resistance YAP1 10413 37 11 102076672 102076672 Missense_Mutation SNP C T 13 178 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_41 Post-Resistance BIRC3 330 37 11 102195460 102195460 Missense_Mutation SNP G A 6 194 c.220G>A c.(220-222)GAT>AAT p.D74N

Pat_41 Post-Resistance MMP8 4317 37 11 102593314 102593314 Missense_Mutation SNP C T 25 294 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_41 Post-Resistance MMP13 4322 37 11 102820942 102820942 Missense_Mutation SNP C T 11 446 c.814G>A c.(814-816)GAC>AAC p.D272N

Pat_41 Post-Resistance DYNC2H1 79659 37 11 103006658 103006658 Missense_Mutation SNP C T 10 67 c.2555C>T c.(2554-2556)GCT>GTT p.A852V

Pat_41 Post-Resistance DYNC2H1 79659 37 11 103070077 103070077 Missense_Mutation SNP G A 17 143 c.7960G>A c.(7960-7962)GCA>ACA p.A2654T

Pat_41 Post-Resistance PDGFD 80310 37 11 103797716 103797716 Missense_Mutation SNP C T 10 89 c.911G>A c.(910-912)GGA>GAA p.G304E

Pat_41 Post-Resistance CASP5 838 37 11 104878026 104878026 Missense_Mutation SNP C T 15 89 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_41 Post-Resistance CASP1 834 37 11 104897633 104897633 Missense_Mutation SNP C T 17 223 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_41 Post-Resistance CARD16 114769 37 11 104915346 104915346 Missense_Mutation SNP G A 90 596 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_41 Post-Resistance GRIA4 2893 37 11 105797547 105797547 Missense_Mutation SNP C T 6 287 c.1928C>T c.(1927-1929)GCT>GTT p.A643V

Pat_41 Post-Resistance AASDHPPT 60496 37 11 105961310 105961310 Missense_Mutation SNP C T 10 196 c.436C>T c.(436-438)CAT>TAT p.H146Y

Pat_41 Post-Resistance GUCY1A2 2977 37 11 106647210 106647210 Missense_Mutation SNP C T 3 39 c.1791G>A c.(1789-1791)ATG>ATA p.M597I



Pat_41 Post-Resistance CWF19L2 143884 37 11 107205636 107205636 Missense_Mutation SNP C T 17 149 c.2410G>A c.(2410-2412)GAT>AAT p.D804N

Pat_41 Post-Resistance SLC35F2 54733 37 11 107686665 107686665 Missense_Mutation SNP C T 12 107 c.137G>A c.(136-138)GGT>GAT p.G46D

Pat_41 Post-Resistance NPAT 4863 37 11 108032511 108032511 Missense_Mutation SNP G A 4 32 c.3302C>T c.(3301-3303)CCC>CTC p.P1101L

Pat_41 Post-Resistance ATM 472 37 11 108235884 108235884 Missense_Mutation SNP G A 56 102 c.8926G>A c.(8926-8928)GAT>AAT p.D2976N

Pat_41 Post-Resistance EXPH5 23086 37 11 108383046 108383046 Missense_Mutation SNP C T 7 88 c.3188G>A c.(3187-3189)GGG>GAG p.G1063E

Pat_41 Post-Resistance RDX 5962 37 11 110135599 110135599 Missense_Mutation SNP C T 16 156 c.97G>A c.(97-99)GTG>ATG p.V33M

Pat_41 Post-Resistance BTG4 54766 37 11 111365997 111365997 Missense_Mutation SNP G A 12 202 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_41 Post-Resistance C11orf88 399949 37 11 111407547 111407547 Missense_Mutation SNP G A 21 136 c.505G>A c.(505-507)GAC>AAC p.D169N

Pat_41 Post-Resistance FDXACB1 91893 37 11 111745660 111745660 Missense_Mutation SNP C T 4 122 c.1861G>A c.(1861-1863)GTT>ATT p.V621I

Pat_41 Post-Resistance DLAT 1737 37 11 111914190 111914190 Missense_Mutation SNP G A 31 509 c.1130G>A c.(1129-1131)GGG>GAG p.G377E

Pat_41 Post-Resistance DLAT 1737 37 11 111930682 111930682 Missense_Mutation SNP C T 10 48 c.1570C>T c.(1570-1572)CCT>TCT p.P524S

Pat_41 Post-Resistance PIH1D2 120379 37 11 111941916 111941916 Missense_Mutation SNP C T 21 396 c.393G>A c.(391-393)ATG>ATA p.M131I

Pat_41 Post-Resistance TMPRSS5 80975 37 11 113569713 113569713 Missense_Mutation SNP G A 4 20 c.242C>T c.(241-243)TCC>TTC p.S81F

Pat_41 Post-Resistance USP28 57646 37 11 113699951 113699951 Missense_Mutation SNP G A 6 188 c.1027C>T c.(1027-1029)CCC>TCC p.P343S

Pat_41 Post-Resistance HTR3B 9177 37 11 113780103 113780103 Missense_Mutation SNP G A 11 142 c.139G>A c.(139-141)GTG>ATG p.V47M

Pat_41 Post-Resistance ZBTB16 7704 37 11 114121087 114121087 Missense_Mutation SNP C T 16 169 c.1832C>T c.(1831-1833)TCC>TTC p.S611F

Pat_41 Post-Resistance FAM55A 120400 37 11 114401213 114401213 Missense_Mutation SNP C T 9 88 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_41 Post-Resistance CADM1 23705 37 11 115099967 115099967 Missense_Mutation SNP G A 8 223 c.587C>T c.(586-588)TCA>TTA p.S196L

Pat_41 Post-Resistance BUD13 84811 37 11 116628632 116628632 Missense_Mutation SNP C T 15 96 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_41 Post-Resistance BUD13 84811 37 11 116640903 116640903 Missense_Mutation SNP G A 39 123 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_41 Post-Resistance SIK3 23387 37 11 116718272 116718272 Missense_Mutation SNP C T 19 407 c.3554G>A c.(3553-3555)AGC>AAC p.S1185N

Pat_41 Post-Resistance SIK3 23387 37 11 116728588 116728588 Missense_Mutation SNP C T 6 142 c.3275G>A c.(3274-3276)GGG>GAG p.G1092E

Pat_41 Post-Resistance SIK3 23387 37 11 116730309 116730309 Missense_Mutation SNP A T 16 90 c.2119T>A c.(2119-2121)TCT>ACT p.S707T

Pat_41 Post-Resistance SIK3 23387 37 11 116744298 116744298 Missense_Mutation SNP G A 10 57 c.1462C>T c.(1462-1464)CTT>TTT p.L488F

Pat_41 Post-Resistance SIDT2 51092 37 11 117062698 117062698 Missense_Mutation SNP G A 11 220 c.1840G>A c.(1840-1842)GCC>ACC p.A614T

Pat_41 Post-Resistance PCSK7 9159 37 11 117089857 117089857 Nonsense_Mutation SNP C T 4 49 c.1347G>A c.(1345-1347)TGG>TGA p.W449*

Pat_41 Post-Resistance PCSK7 9159 37 11 117100259 117100259 Missense_Mutation SNP G A 17 113 c.302C>T c.(301-303)CCT>CTT p.P101L

Pat_41 Post-Resistance RNF214 257160 37 11 117109585 117109585 Missense_Mutation SNP G A 4 79 c.376G>A c.(376-378)GAG>AAG p.E126K

Pat_41 Post-Resistance BACE1 23621 37 11 117162498 117162498 Missense_Mutation SNP C T 5 207 c.872G>A c.(871-873)GGC>GAC p.G291D

Pat_41 Post-Resistance CEP164 22897 37 11 117263215 117263215 Missense_Mutation SNP G A 6 34 c.2365G>A c.(2365-2367)GTC>ATC p.V789I

Pat_41 Post-Resistance CEP164 22897 37 11 117280574 117280574 Missense_Mutation SNP C T 5 159 c.3989C>T c.(3988-3990)ACG>ATG p.T1330M

Pat_41 Post-Resistance CEP164 22897 37 11 117282626 117282626 Missense_Mutation SNP C T 9 51 c.4279C>T c.(4279-4281)CCC>TCC p.P1427S

Pat_41 Post-Resistance DSCAML1 57453 37 11 117306485 117306485 Missense_Mutation SNP C T 7 176 c.4931G>A c.(4930-4932)GGT>GAT p.G1644D

Pat_41 Post-Resistance TMPRSS13 84000 37 11 117789142 117789142 Missense_Mutation SNP C T 8 86 c.433G>A c.(433-435)GCC>ACC p.A145T

Pat_41 Post-Resistance AMICA1 120425 37 11 118081393 118081393 Missense_Mutation SNP C T 16 273 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_41 Post-Resistance CD3D 915 37 11 118211164 118211164 Missense_Mutation SNP G A 23 109 c.200C>T c.(199-201)CCA>CTA p.P67L

Pat_41 Post-Resistance UBE4A 9354 37 11 118263519 118263519 Missense_Mutation SNP C T 59 285 c.2983C>T c.(2983-2985)CCC>TCC p.P995S

Pat_41 Post-Resistance MLL 4297 37 11 118344806 118344806 Missense_Mutation SNP C T 8 43 c.2932C>T c.(2932-2934)CCA>TCA p.P978S

Pat_41 Post-Resistance MLL 4297 37 11 118348697 118348697 Missense_Mutation SNP C T 48 669 c.3350C>T c.(3349-3351)GCT>GTT p.A1117V

Pat_41 Post-Resistance MLL 4297 37 11 118373572 118373572 Missense_Mutation SNP C T 17 162 c.6956C>T c.(6955-6957)TCT>TTT p.S2319F

Pat_41 Post-Resistance IFT46 56912 37 11 118425302 118425302 Missense_Mutation SNP C T 23 114 c.355G>A c.(355-357)GTC>ATC p.V119I

Pat_41 Post-Resistance VPS11 55823 37 11 118938614 118938614 Missense_Mutation SNP C T 3 30 c.80C>T c.(79-81)GCC>GTC p.A27V

Pat_41 Post-Resistance NLRX1 79671 37 11 119043648 119043648 Missense_Mutation SNP C T 7 148 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_41 Post-Resistance NLRX1 79671 37 11 119045592 119045592 Missense_Mutation SNP G A 4 90 c.1280G>A c.(1279-1281)CGA>CAA p.R427Q

Pat_41 Post-Resistance MCAM 4162 37 11 119182805 119182805 Missense_Mutation SNP G A 9 72 c.1100C>T c.(1099-1101)GCA>GTA p.A367V

Pat_41 Post-Resistance RNF26 79102 37 11 119206316 119206316 Missense_Mutation SNP C T 8 58 c.484C>T c.(484-486)CTC>TTC p.L162F

Pat_41 Post-Resistance TRIM29 23650 37 11 119996552 119996552 Missense_Mutation SNP G A 13 101 c.1180C>T c.(1180-1182)CCC>TCC p.P394S



Pat_41 Post-Resistance TECTA 7007 37 11 121008283 121008283 Missense_Mutation SNP C T 15 72 c.3095C>T c.(3094-3096)ACG>ATG p.T1032M

Pat_41 Post-Resistance TECTA 7007 37 11 121016279 121016279 Missense_Mutation SNP C T 43 520 c.3559C>T c.(3559-3561)CTC>TTC p.L1187F

Pat_41 Post-Resistance SC5DL 6309 37 11 121175190 121175190 Missense_Mutation SNP G A 27 163 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_41 Post-Resistance BLID 414899 37 11 121986317 121986317 Missense_Mutation SNP G A 15 127 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_41 Post-Resistance UBASH3B 84959 37 11 122671960 122671960 Nonsense_Mutation SNP G A 98 543 c.1515G>A c.(1513-1515)TGG>TGA p.W505*

Pat_41 Post-Resistance UBASH3B 84959 37 11 122677152 122677152 Missense_Mutation SNP G A 16 139 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_41 Post-Resistance HSPA8 3312 37 11 122931842 122931842 Missense_Mutation SNP G A 9 154 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_41 Post-Resistance GRAMD1B 57476 37 11 123465538 123465538 Missense_Mutation SNP G A 17 112 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_41 Post-Resistance OR6M1 390261 37 11 123676504 123676504 Missense_Mutation SNP G A 12 60 c.554C>T c.(553-555)GCC>GTC p.A185V

Pat_41 Post-Resistance OR10G4 390264 37 11 123886700 123886700 Missense_Mutation SNP G A 49 462 c.419G>A c.(418-420)TGT>TAT p.C140Y

Pat_41 Post-Resistance OR8D2 283160 37 11 124190047 124190047 Missense_Mutation SNP C T 15 287 c.47G>A c.(46-48)GGC>GAC p.G16D

Pat_41 Post-Resistance ROBO4 54538 37 11 124761435 124761435 Missense_Mutation SNP G A 18 87 c.1708C>T c.(1708-1710)CCC>TCC p.P570S

Pat_41 Post-Resistance PKNOX2 63876 37 11 125280141 125280141 Missense_Mutation SNP C T 36 231 c.638C>T c.(637-639)CCC>CTC p.P213L

Pat_41 Post-Resistance DCPS 28960 37 11 126208245 126208245 Missense_Mutation SNP C T 22 148 c.587C>T c.(586-588)CCC>CTC p.P196L

Pat_41 Post-Resistance KIRREL3 84623 37 11 126299174 126299174 Missense_Mutation SNP C T 13 53 c.1706G>A c.(1705-1707)GGT>GAT p.G569D

Pat_41 Post-Resistance FLI1 2313 37 11 128680431 128680431 Missense_Mutation SNP G A 11 34 c.907G>A c.(907-909)GAG>AAG p.E303K

Pat_41 Post-Resistance FLI1 2313 37 11 128680488 128680488 Missense_Mutation SNP G A 5 53 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_41 Post-Resistance KCNJ5 3762 37 11 128781857 128781857 Missense_Mutation SNP T G 14 137 c.689T>G c.(688-690)GTG>GGG p.V230G

Pat_41 Post-Resistance ARHGAP32 9743 37 11 128844534 128844534 Missense_Mutation SNP C T 13 161 c.2516G>A c.(2515-2517)GGT>GAT p.G839D

Pat_41 Post-Resistance TMEM45B 120224 37 11 129727230 129727230 Missense_Mutation SNP C T 21 230 c.593C>T c.(592-594)CCT>CTT p.P198L

Pat_41 Post-Resistance NFRKB 4798 37 11 129744763 129744763 Missense_Mutation SNP C T 12 202 c.1903G>A c.(1903-1905)GAT>AAT p.D635N

Pat_41 Post-Resistance NFRKB 4798 37 11 129754679 129754679 Missense_Mutation SNP C T 6 125 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_41 Post-Resistance APLP2 334 37 11 129990604 129990604 Missense_Mutation SNP G A 4 86 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_41 Post-Resistance SNX19 399979 37 11 130775944 130775944 Missense_Mutation SNP G A 6 106 c.2347C>T c.(2347-2349)CCA>TCA p.P783S

Pat_41 Post-Resistance JAM3 83700 37 11 134019041 134019041 Missense_Mutation SNP G A 20 116 c.1033G>A c.(1033-1035)GGC>AGC p.G345S

Pat_41 Post-Resistance THYN1 29087 37 11 134122734 134122734 Missense_Mutation SNP C T 12 131 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_41 Post-Resistance GLB1L2 89944 37 11 134239737 134239737 Missense_Mutation SNP G A 7 179 c.1066G>A c.(1066-1068)GCC>ACC p.A356T

Pat_41 Post-Resistance GLB1L2 89944 37 11 134240951 134240951 Missense_Mutation SNP G A 14 189 c.1265G>A c.(1264-1266)GGG>GAG p.G422E

Pat_41 Post-Resistance IQSEC3 440073 37 12 266719 266719 Missense_Mutation SNP G A 42 303 c.1393G>A c.(1393-1395)GAA>AAA p.E465K

Pat_41 Post-Resistance SLC6A12 6539 37 12 318973 318973 Nonsense_Mutation SNP C T 19 349 c.180G>A c.(178-180)TGG>TGA p.W60*

Pat_41 Post-Resistance KDM5A 5927 37 12 463271 463271 Missense_Mutation SNP C T 10 202 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_41 Post-Resistance B4GALNT3 283358 37 12 665987 665987 Missense_Mutation SNP G A 4 73 c.2335G>A c.(2335-2337)GGT>AGT p.G779S

Pat_41 Post-Resistance WNK1 65125 37 12 988967 988967 Missense_Mutation SNP G A 9 219 c.2602G>A c.(2602-2604)GGC>AGC p.G868S

Pat_41 Post-Resistance WNK1 65125 37 12 992952 992952 Missense_Mutation SNP G A 33 164 c.3676G>A c.(3676-3678)GAG>AAG p.E1226K

Pat_41 Post-Resistance WNK1 65125 37 12 993365 993365 Missense_Mutation SNP G A 22 379 c.3800G>A c.(3799-3801)CGA>CAA p.R1267Q

Pat_41 Post-Resistance WNK1 65125 37 12 1005396 1005396 Missense_Mutation SNP C T 28 44 c.5743C>T c.(5743-5745)CCT>TCT p.P1915S

Pat_41 Post-Resistance ADIPOR2 79602 37 12 1889700 1889700 Missense_Mutation SNP G A 9 173 c.547G>A c.(547-549)GTC>ATC p.V183I

Pat_41 Post-Resistance LRTM2 654429 37 12 1940232 1940232 Missense_Mutation SNP C T 7 226 c.199C>T c.(199-201)CCC>TCC p.P67S

Pat_41 Post-Resistance FOXM1 2305 37 12 2983554 2983554 Missense_Mutation SNP C T 13 140 c.91G>A c.(91-93)GAA>AAA p.E31K

Pat_41 Post-Resistance TULP3 7289 37 12 3048509 3048509 Missense_Mutation SNP G A 23 447 c.1228G>A c.(1228-1230)GCA>ACA p.A410T

Pat_41 Post-Resistance C12orf4 57102 37 12 4634694 4634694 Nonsense_Mutation SNP G A 26 363 c.562C>T c.(562-564)CAA>TAA p.Q188*

Pat_41 Post-Resistance KCNA5 3741 37 12 5154839 5154839 Missense_Mutation SNP C T 13 146 c.1526C>T c.(1525-1527)GCC>GTC p.A509V

Pat_41 Post-Resistance ANO2 57101 37 12 5848527 5848527 Nonsense_Mutation SNP G A 7 22 c.1378C>T c.(1378-1380)CGA>TGA p.R460*

Pat_41 Post-Resistance VWF 7450 37 12 6204741 6204741 Missense_Mutation SNP G A 5 151 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_41 Post-Resistance CD9 928 37 12 6309670 6309670 Missense_Mutation SNP C T 8 152 c.5C>T c.(4-6)CCG>CTG p.P2L

Pat_41 Post-Resistance SCNN1A 6337 37 12 6472649 6472649 Missense_Mutation SNP G A 4 66 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_41 Post-Resistance LTBR 4055 37 12 6497621 6497621 Missense_Mutation SNP C T 6 187 c.725C>T c.(724-726)ACC>ATC p.T242I



Pat_41 Post-Resistance NCAPD2 9918 37 12 6639978 6639978 Missense_Mutation SNP C T 13 135 c.3959C>T c.(3958-3960)TCC>TTC p.S1320F

Pat_41 Post-Resistance CHD4 1108 37 12 6708980 6708980 Missense_Mutation SNP G A 19 171 c.1441C>T c.(1441-1443)CCA>TCA p.P481S

Pat_41 Post-Resistance CHD4 1108 37 12 6710674 6710674 Missense_Mutation SNP G A 33 614 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_41 Post-Resistance CHD4 1108 37 12 6710932 6710932 Missense_Mutation SNP C T 16 292 c.439G>A c.(439-441)GAG>AAG p.E147K

Pat_41 Post-Resistance LPAR5 57121 37 12 6729382 6729382 Missense_Mutation SNP C T 5 30 c.1033G>A c.(1033-1035)GAT>AAT p.D345N

Pat_41 Post-Resistance LPAR5 57121 37 12 6729589 6729589 Missense_Mutation SNP G A 4 28 c.826C>T c.(826-828)CGC>TGC p.R276C

Pat_41 Post-Resistance C12orf53 196500 37 12 6806564 6806564 Missense_Mutation SNP G A 13 99 c.412C>T c.(412-414)CTC>TTC p.L138F

Pat_41 Post-Resistance COPS7A 50813 37 12 6839618 6839618 Missense_Mutation SNP G A 5 263 c.581G>A c.(580-582)CGT>CAT p.R194H

Pat_41 Post-Resistance LAG3 3902 37 12 6882474 6882474 Missense_Mutation SNP G A 8 123 c.175G>A c.(175-177)GCA>ACA p.A59T

Pat_41 Post-Resistance GNB3 2784 37 12 6952852 6952852 Missense_Mutation SNP G A 8 95 c.487G>A c.(487-489)GAC>AAC p.D163N

Pat_41 Post-Resistance USP5 8078 37 12 6961416 6961416 Missense_Mutation SNP G A 4 59 c.73G>A c.(73-75)GTC>ATC p.V25I

Pat_41 Post-Resistance USP5 8078 37 12 6968699 6968699 Missense_Mutation SNP C T 23 185 c.1124C>T c.(1123-1125)ACC>ATC p.T375I

Pat_41 Post-Resistance USP5 8078 37 12 6971706 6971706 Nonsense_Mutation SNP G A 14 199 c.1746G>A c.(1744-1746)TGG>TGA p.W582*

Pat_41 Post-Resistance PTPN6 5777 37 12 7064827 7064827 Missense_Mutation SNP T C 6 152 c.752T>C c.(751-753)TTG>TCG p.L251S

Pat_41 Post-Resistance PHB2 11331 37 12 7076922 7076922 Missense_Mutation SNP C T 53 178 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_41 Post-Resistance C1R 715 37 12 7244047 7244047 Splice_Site SNP C T 4 11 c.231_splice c.e2+1 p.K77_splice

Pat_41 Post-Resistance CD163L1 283316 37 12 7527238 7527238 Missense_Mutation SNP G A 8 117 c.3209C>T c.(3208-3210)GCC>GTC p.A1070V

Pat_41 Post-Resistance C3AR1 719 37 12 8212427 8212427 Missense_Mutation SNP C T 14 245 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_41 Post-Resistance A2ML1 144568 37 12 9009850 9009850 Missense_Mutation SNP C T 26 258 c.2939C>T c.(2938-2940)CCC>CTC p.P980L

Pat_41 Post-Resistance A2ML1 144568 37 12 9016534 9016534 Missense_Mutation SNP C T 12 87 c.3647C>T c.(3646-3648)GCG>GTG p.A1216V

Pat_41 Post-Resistance DDX12 440081 37 12 9572580 9572580 Missense_Mutation SNP C T 9 48 c.2369G>A c.(2368-2370)GGC>GAC p.G790D

Pat_41 Post-Resistance DDX12 440081 37 12 9572644 9572644 Missense_Mutation SNP C T 7 63 c.2305G>A c.(2305-2307)GCC>ACC p.A769T

Pat_41 Post-Resistance CLEC2D 29121 37 12 9822341 9822341 Missense_Mutation SNP G A 22 224 c.11G>A c.(10-12)AGT>AAT p.S4N

Pat_41 Post-Resistance KLRC3 3823 37 12 10588566 10588566 Missense_Mutation SNP G A 22 392 c.20C>T c.(19-21)ACC>ATC p.T7I

Pat_41 Post-Resistance STYK1 55359 37 12 10787209 10787209 Missense_Mutation SNP C T 13 192 c.9G>A c.(7-9)ATG>ATA p.M3I

Pat_41 Post-Resistance CSDA 8531 37 12 10853922 10853922 Missense_Mutation SNP G A 13 152 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_41 Post-Resistance PRH1 5554 37 12 11036753 11036753 Missense_Mutation SNP C T 4 91 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_41 Post-Resistance TAS2R50 259296 37 12 11138991 11138991 Missense_Mutation SNP C T 67 314 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_41 Post-Resistance PRB3 5544 37 12 11420846 11420846 Missense_Mutation SNP G A 12 258 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance PRB1 5542 37 12 11506618 11506618 Missense_Mutation SNP C T 9 219 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_41 Post-Resistance BCL2L14 79370 37 12 12240209 12240209 Missense_Mutation SNP C T 49 174 c.496C>T c.(496-498)CCA>TCA p.P166S

Pat_41 Post-Resistance LRP6 4040 37 12 12303821 12303821 Nonsense_Mutation SNP C T 35 492 c.2943G>A c.(2941-2943)TGG>TGA p.W981*

Pat_41 Post-Resistance LRP6 4040 37 12 12312002 12312002 Missense_Mutation SNP C T 11 120 c.2552G>A c.(2551-2553)AGC>AAC p.S851N

Pat_41 Post-Resistance LRP6 4040 37 12 12312776 12312776 Missense_Mutation SNP G A 8 296 c.2402C>T c.(2401-2403)GCT>GTT p.A801V

Pat_41 Post-Resistance MANSC1 54682 37 12 12491408 12491408 Missense_Mutation SNP C T 38 252 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_41 Post-Resistance GPR19 2842 37 12 12815333 12815333 Missense_Mutation SNP G A 9 342 c.50C>T c.(49-51)CCT>CTT p.P17L

Pat_41 Post-Resistance GRIN2B 2904 37 12 13906731 13906731 Missense_Mutation SNP G T 12 174 c.530C>A c.(529-531)CCT>CAT p.P177H

Pat_41 Post-Resistance ATF7IP 55729 37 12 14577424 14577424 Missense_Mutation SNP G A 35 228 c.575G>A c.(574-576)GGT>GAT p.G192D

Pat_41 Post-Resistance PLBD1 79887 37 12 14659170 14659170 Missense_Mutation SNP G A 4 96 c.1405C>T c.(1405-1407)CCC>TCC p.P469S

Pat_41 Post-Resistance AEBP2 121536 37 12 19646756 19646756 Missense_Mutation SNP C T 13 88 c.1010C>T c.(1009-1011)GCC>GTC p.A337V

Pat_41 Post-Resistance SLCO1C1 53919 37 12 20874932 20874932 Missense_Mutation SNP G A 9 83 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_41 Post-Resistance SLCO1A2 6579 37 12 21422693 21422693 Missense_Mutation SNP T C 17 96 c.1802A>G c.(1801-1803)TAC>TGC p.Y601C

Pat_41 Post-Resistance ABCC9 10060 37 12 21965085 21965085 Missense_Mutation SNP A T 15 143 c.4109T>A c.(4108-4110)ATT>AAT p.I1370N

Pat_41 Post-Resistance CMAS 55907 37 12 22218169 22218169 Missense_Mutation SNP G A 20 260 c.1229G>A c.(1228-1230)GGC>GAC p.G410D

Pat_41 Post-Resistance ST8SIA1 6489 37 12 22354896 22354896 Missense_Mutation SNP G A 5 149 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance KIAA0528 9847 37 12 22622643 22622643 Missense_Mutation SNP C T 8 144 c.2533G>A c.(2533-2535)GCC>ACC p.A845T

Pat_41 Post-Resistance KIAA0528 9847 37 12 22688216 22688216 Nonsense_Mutation SNP C T 32 185 c.153G>A c.(151-153)TGG>TGA p.W51*



Pat_41 Post-Resistance LRMP 4033 37 12 25257380 25257380 Missense_Mutation SNP G A 7 149 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_41 Post-Resistance CASC1 55259 37 12 25300020 25300020 Missense_Mutation SNP C T 6 220 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_41 Post-Resistance SSPN 8082 37 12 26383863 26383863 Missense_Mutation SNP C T 28 394 c.586C>T c.(586-588)CTC>TTC p.L196F

Pat_41 Post-Resistance SSPN 8082 37 12 26383956 26383956 Missense_Mutation SNP G A 17 105 c.679G>A c.(679-681)GGT>AGT p.G227S

Pat_41 Post-Resistance ITPR2 3709 37 12 26492338 26492338 Missense_Mutation SNP G A 9 185 c.8098C>T c.(8098-8100)CCA>TCA p.P2700S

Pat_41 Post-Resistance FAR2 55711 37 12 29462124 29462124 Nonsense_Mutation SNP G A 33 346 c.729G>A c.(727-729)TGG>TGA p.W243*

Pat_41 Post-Resistance ERGIC2 51290 37 12 29519860 29519860 Missense_Mutation SNP C T 14 111 c.283G>A c.(283-285)GAT>AAT p.D95N

Pat_41 Post-Resistance TMTC1 83857 37 12 29669397 29669397 Missense_Mutation SNP C T 21 120 c.1868G>A c.(1867-1869)GGT>GAT p.G623D

Pat_41 Post-Resistance DENND5B 160518 37 12 31551174 31551174 Missense_Mutation SNP G A 4 50 c.3191C>T c.(3190-3192)CCC>CTC p.P1064L

Pat_41 Post-Resistance DENND5B 160518 37 12 31632982 31632982 Missense_Mutation SNP C T 10 134 c.445G>A c.(445-447)GCT>ACT p.A149T

Pat_41 Post-Resistance CPNE8 144402 37 12 39047769 39047769 Missense_Mutation SNP G A 18 82 c.1610C>T c.(1609-1611)TCC>TTC p.S537F

Pat_41 Post-Resistance CPNE8 144402 37 12 39233743 39233743 Missense_Mutation SNP G A 7 49 c.305C>T c.(304-306)TCA>TTA p.S102L

Pat_41 Post-Resistance KIF21A 55605 37 12 39716617 39716617 Missense_Mutation SNP G A 44 508 c.3524C>T c.(3523-3525)ACT>ATT p.T1175I

Pat_41 Post-Resistance ABCD2 225 37 12 40012802 40012802 Missense_Mutation SNP G A 8 255 c.616C>T c.(616-618)CCT>TCT p.P206S

Pat_41 Post-Resistance PDZRN4 29951 37 12 41966971 41966971 Missense_Mutation SNP C T 14 281 c.1793C>T c.(1792-1794)ACC>ATC p.T598I

Pat_41 Post-Resistance PPHLN1 51535 37 12 42778756 42778756 Missense_Mutation SNP G A 19 231 c.526G>A c.(526-528)GGT>AGT p.G176S

Pat_41 Post-Resistance PPHLN1 51535 37 12 42836476 42836476 Missense_Mutation SNP C T 33 686 c.1058C>T c.(1057-1059)CCT>CTT p.P353L

Pat_41 Post-Resistance ADAMTS20 80070 37 12 43824267 43824267 Missense_Mutation SNP G A 12 128 c.3269C>T c.(3268-3270)ACC>ATC p.T1090I

Pat_41 Post-Resistance PUS7L 83448 37 12 44148787 44148787 Missense_Mutation SNP C T 10 77 c.262G>A c.(262-264)GTT>ATT p.V88I

Pat_41 Post-Resistance SFRS2IP 9169 37 12 46321186 46321186 Missense_Mutation SNP C A 14 239 c.2298G>T c.(2296-2298)AAG>AAT p.K766N

Pat_41 Post-Resistance SFRS2IP 9169 37 12 46345434 46345434 Missense_Mutation SNP T C 141 161 c.296A>G c.(295-297)AAG>AGG p.K99R

Pat_41 Post-Resistance SLC38A2 54407 37 12 46760858 46760858 Splice_Site SNP C T 26 110 c.481_splice c.e6+1 p.A161_splice

Pat_41 Post-Resistance SLC38A2 54407 37 12 46764585 46764585 Missense_Mutation SNP C T 6 93 c.172G>A c.(172-174)GGG>AGG p.G58R

Pat_41 Post-Resistance AMIGO2 347902 37 12 47472676 47472676 Missense_Mutation SNP G A 12 158 c.110C>T c.(109-111)GCC>GTC p.A37V

Pat_41 Post-Resistance RPAP3 79657 37 12 48063889 48063889 Splice_Site SNP C T 18 349 c.1526_splice c.e13+1 p.Q509_splice

Pat_41 Post-Resistance COL2A1 1280 37 12 48389081 48389081 Missense_Mutation SNP C T 22 132 c.719G>A c.(718-720)GGT>GAT p.G240D

Pat_41 Post-Resistance COL2A1 1280 37 12 48389699 48389699 Missense_Mutation SNP G A 4 59 c.613C>T c.(613-615)CCC>TCC p.P205S

Pat_41 Post-Resistance COL2A1 1280 37 12 48393815 48393815 Missense_Mutation SNP C T 13 128 c.179G>A c.(178-180)GGG>GAG p.G60E

Pat_41 Post-Resistance PFKM 5213 37 12 48529077 48529077 Missense_Mutation SNP G A 16 133 c.847G>A c.(847-849)GTG>ATG p.V283M

Pat_41 Post-Resistance ZNF641 121274 37 12 48736877 48736877 Missense_Mutation SNP G A 12 278 c.1196C>T c.(1195-1197)CCC>CTC p.P399L

Pat_41 Post-Resistance ZNF641 121274 37 12 48737394 48737394 Missense_Mutation SNP C T 4 45 c.679G>A c.(679-681)GAT>AAT p.D227N

Pat_41 Post-Resistance LALBA 3906 37 12 48963721 48963721 Missense_Mutation SNP G A 4 65 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance CCNT1 904 37 12 49099637 49099637 Missense_Mutation SNP C G 27 141 c.286G>C c.(286-288)GAG>CAG p.E96Q

Pat_41 Post-Resistance ADCY6 112 37 12 49170302 49170302 Missense_Mutation SNP A G 5 190 c.1444T>C c.(1444-1446)TGC>CGC p.C482R

Pat_41 Post-Resistance CCDC65 85478 37 12 49312652 49312652 Missense_Mutation SNP C T 11 105 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_41 Post-Resistance PRKAG1 5571 37 12 49399244 49399244 Splice_Site SNP C T 12 61 c.250_splice c.e4+1 p.G84_splice

Pat_41 Post-Resistance MLL2 8085 37 12 49431087 49431087 Missense_Mutation SNP G A 4 46 c.10052C>T c.(10051-10053)TCC>TTC p.S3351F

Pat_41 Post-Resistance RHEBL1 121268 37 12 49462827 49462827 Missense_Mutation SNP C T 48 356 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_41 Post-Resistance LMBR1L 55716 37 12 49496286 49496286 Missense_Mutation SNP G A 15 235 c.734C>T c.(733-735)GCC>GTC p.A245V

Pat_41 Post-Resistance TUBA1C 84790 37 12 49663372 49663372 Missense_Mutation SNP G A 24 290 c.128G>A c.(127-129)GGG>GAG p.G43E

Pat_41 Post-Resistance PRPH 5630 37 12 49690690 49690690 Missense_Mutation SNP G A 3 26 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_41 Post-Resistance TROAP 10024 37 12 49719410 49719410 Missense_Mutation SNP G A 6 129 c.464G>A c.(463-465)GGA>GAA p.G155E

Pat_41 Post-Resistance SPATS2 65244 37 12 49918587 49918587 Missense_Mutation SNP C T 49 236 c.1234C>T c.(1234-1236)CTT>TTT p.L412F

Pat_41 Post-Resistance FAM186B 84070 37 12 49994386 49994386 Missense_Mutation SNP G A 7 110 c.1037C>T c.(1036-1038)ACC>ATC p.T346I

Pat_41 Post-Resistance NCKAP5L 57701 37 12 50189167 50189167 Missense_Mutation SNP C T 7 38 c.2476G>A c.(2476-2478)GTG>ATG p.V826M

Pat_41 Post-Resistance AQP5 362 37 12 50356024 50356024 Missense_Mutation SNP C T 4 34 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_41 Post-Resistance AQP5 362 37 12 50357426 50357426 Missense_Mutation SNP G A 6 115 c.515G>A c.(514-516)GGC>GAC p.G172D



Pat_41 Post-Resistance RACGAP1 29127 37 12 50385802 50385802 Missense_Mutation SNP G A 23 282 c.1693C>T c.(1693-1695)CCA>TCA p.P565S

Pat_41 Post-Resistance ACCN2 41 37 12 50472758 50472758 Missense_Mutation SNP C T 27 115 c.1046C>T c.(1045-1047)GCT>GTT p.A349V

Pat_41 Post-Resistance LIMA1 51474 37 12 50571778 50571778 Missense_Mutation SNP C T 9 151 c.1349G>A c.(1348-1350)GGC>GAC p.G450D

Pat_41 Post-Resistance LIMA1 51474 37 12 50625483 50625483 Missense_Mutation SNP C T 13 131 c.130G>A c.(130-132)GCA>ACA p.A44T

Pat_41 Post-Resistance DIP2B 57609 37 12 51100366 51100366 Missense_Mutation SNP G A 25 427 c.2452G>A c.(2452-2454)GTT>ATT p.V818I

Pat_41 Post-Resistance ATF1 466 37 12 51189692 51189692 Missense_Mutation SNP G A 4 53 c.94G>A c.(94-96)GTA>ATA p.V32I

Pat_41 Post-Resistance SLC11A2 4891 37 12 51393137 51393137 Missense_Mutation SNP C T 7 181 c.598G>A c.(598-600)GAC>AAC p.D200N

Pat_41 Post-Resistance LETMD1 25875 37 12 51442260 51442260 Missense_Mutation SNP C T 7 152 c.121C>T c.(121-123)CGG>TGG p.R41W

Pat_41 Post-Resistance TFCP2 7024 37 12 51510112 51510112 Missense_Mutation SNP C T 21 143 c.443G>A c.(442-444)AGA>AAA p.R148K

Pat_41 Post-Resistance TFCP2 7024 37 12 51510129 51510129 Nonsense_Mutation SNP C T 16 202 c.426G>A c.(424-426)TGG>TGA p.W142*

Pat_41 Post-Resistance POU6F1 5463 37 12 51586239 51586239 Missense_Mutation SNP G A 8 152 c.265C>T c.(265-267)CCC>TCC p.P89S

Pat_41 Post-Resistance SCN8A 6334 37 12 52056803 52056803 Missense_Mutation SNP A G 9 141 c.202A>G c.(202-204)ATC>GTC p.I68V

Pat_41 Post-Resistance SCN8A 6334 37 12 52093499 52093499 Nonsense_Mutation SNP G A 10 73 c.852G>A c.(850-852)TGG>TGA p.W284*

Pat_41 Post-Resistance NR4A1 3164 37 12 52435692 52435692 Missense_Mutation SNP G A 4 27 c.16G>A c.(16-18)GCC>ACC p.A6T

Pat_41 Post-Resistance NR4A1 3164 37 12 52448711 52448711 Missense_Mutation SNP C T 10 187 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_41 Post-Resistance NR4A1 3164 37 12 52451006 52451006 Missense_Mutation SNP G A 9 59 c.1324G>A c.(1324-1326)GCC>ACC p.A442T

Pat_41 Post-Resistance KRT80 144501 37 12 52566100 52566100 Nonsense_Mutation SNP G A 5 113 c.1060C>T c.(1060-1062)CAG>TAG p.Q354*

Pat_41 Post-Resistance KRT81 3887 37 12 52681471 52681471 Missense_Mutation SNP C T 10 63 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_41 Post-Resistance KRT86 3892 37 12 52695765 52695765 Missense_Mutation SNP C T 14 66 c.65C>T c.(64-66)CCC>CTC p.P22L

Pat_41 Post-Resistance KRT83 3889 37 12 52712989 52712989 Missense_Mutation SNP C T 27 416 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_41 Post-Resistance KRT83 3889 37 12 52714836 52714836 Missense_Mutation SNP G A 8 231 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_41 Post-Resistance KRT84 3890 37 12 52776824 52776824 Missense_Mutation SNP C T 17 301 c.781G>A c.(781-783)GCC>ACC p.A261T

Pat_41 Post-Resistance KRT75 9119 37 12 52818464 52818464 Missense_Mutation SNP C T 5 83 c.1493G>A c.(1492-1494)GGG>GAG p.G498E

Pat_41 Post-Resistance KRT5 3852 37 12 52913627 52913627 Missense_Mutation SNP G A 7 89 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_41 Post-Resistance KRT72 140807 37 12 52986179 52986179 Splice_Site SNP C T 6 67 c.798_splice c.e4+1 p.G266_splice

Pat_41 Post-Resistance KRT73 319101 37 12 53004580 53004580 Missense_Mutation SNP G A 8 85 c.1150C>T c.(1150-1152)CGG>TGG p.R384W

Pat_41 Post-Resistance TENC1 23371 37 12 53451359 53451359 Missense_Mutation SNP G A 59 514 c.854G>A c.(853-855)AGC>AAC p.S285N

Pat_41 Post-Resistance TENC1 23371 37 12 53454959 53454959 Missense_Mutation SNP G A 15 184 c.3269G>A c.(3268-3270)GGC>GAC p.G1090D

Pat_41 Post-Resistance ESPL1 9700 37 12 53666582 53666582 Missense_Mutation SNP C T 6 91 c.1447C>T c.(1447-1449)CTC>TTC p.L483F

Pat_41 Post-Resistance ESPL1 9700 37 12 53680497 53680497 Missense_Mutation SNP C T 6 26 c.3977C>T c.(3976-3978)GCT>GTT p.A1326V

Pat_41 Post-Resistance SP1 6667 37 12 53776440 53776440 Missense_Mutation SNP C T 14 142 c.709C>T c.(709-711)CCC>TCC p.P237S

Pat_41 Post-Resistance MAP3K12 7786 37 12 53876945 53876945 Missense_Mutation SNP G A 5 106 c.1543C>T c.(1543-1545)CTC>TTC p.L515F

Pat_41 Post-Resistance ATF7 11016 37 12 53911103 53911103 Missense_Mutation SNP G A 3 23 c.1303C>T c.(1303-1305)CCA>TCA p.P435S

Pat_41 Post-Resistance ATF7 11016 37 12 53926943 53926943 Splice_Site SNP C T 4 68 c.693_splice c.e6+1 p.S231_splice

Pat_41 Post-Resistance HNRNPA1 3178 37 12 54677677 54677677 Missense_Mutation SNP G A 17 232 c.989G>A c.(988-990)GGA>GAA p.G330E

Pat_41 Post-Resistance ZNF385A 25946 37 12 54767846 54767846 Missense_Mutation SNP C T 10 50 c.272G>A c.(271-273)AGA>AAA p.R91K

Pat_41 Post-Resistance ITGA5 3678 37 12 54793695 54793695 Missense_Mutation SNP G A 12 157 c.2680C>T c.(2680-2682)CGG>TGG p.R894W

Pat_41 Post-Resistance ITGA5 3678 37 12 54797521 54797521 Missense_Mutation SNP C T 6 72 c.1664G>A c.(1663-1665)GGA>GAA p.G555E

Pat_41 Post-Resistance OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 28 34 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_41 Post-Resistance OR6C3 254786 37 12 55725953 55725953 Missense_Mutation SNP C T 32 366 c.469C>T c.(469-471)CTT>TTT p.L157F

Pat_41 Post-Resistance OR6C3 254786 37 12 55726266 55726266 Missense_Mutation SNP C T 6 41 c.782C>T c.(781-783)GCA>GTA p.A261V

Pat_41 Post-Resistance OR6C65 403282 37 12 55794818 55794818 Missense_Mutation SNP C T 28 435 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_41 Post-Resistance OR10P1 121130 37 12 56030910 56030910 Missense_Mutation SNP C T 11 113 c.235C>T c.(235-237)CCC>TCC p.P79S

Pat_41 Post-Resistance DNAJC14 85406 37 12 56216410 56216410 Missense_Mutation SNP C T 15 270 c.1741G>A c.(1741-1743)GGC>AGC p.G581S

Pat_41 Post-Resistance SUOX 6821 37 12 56398807 56398807 Missense_Mutation SNP C T 22 182 c.1634C>T c.(1633-1635)CCA>CTA p.P545L

Pat_41 Post-Resistance ESYT1 23344 37 12 56522413 56522413 Missense_Mutation SNP G A 7 29 c.310G>A c.(310-312)GCA>ACA p.A104T

Pat_41 Post-Resistance ESYT1 23344 37 12 56526022 56526022 Missense_Mutation SNP C T 43 551 c.890C>T c.(889-891)TCC>TTC p.S297F



Pat_41 Post-Resistance SMARCC2 6601 37 12 56572780 56572780 Splice_Site SNP C T 9 77 c.1141_splice c.e12+1 p.D381_splice

Pat_41 Post-Resistance SLC39A5 283375 37 12 56629058 56629058 Missense_Mutation SNP C T 15 84 c.752C>T c.(751-753)GCC>GTC p.A251V

Pat_41 Post-Resistance ANKRD52 283373 37 12 56648691 56648691 Missense_Mutation SNP C T 15 168 c.508G>A c.(508-510)GAC>AAC p.D170N

Pat_41 Post-Resistance PAN2 9924 37 12 56721357 56721357 Missense_Mutation SNP C T 13 158 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_41 Post-Resistance GLS2 27165 37 12 56872924 56872924 Missense_Mutation SNP C T 4 116 c.446G>A c.(445-447)CGA>CAA p.R149Q

Pat_41 Post-Resistance BAZ2A 11176 37 12 56996577 56996577 Missense_Mutation SNP C T 5 63 c.3350G>A c.(3349-3351)GGT>GAT p.G1117D

Pat_41 Post-Resistance ATP5B 506 37 12 57036294 57036294 Missense_Mutation SNP G A 24 151 c.1022C>T c.(1021-1023)ACT>ATT p.T341I

Pat_41 Post-Resistance STAT6 6778 37 12 57496686 57496686 Missense_Mutation SNP C T 19 100 c.1231G>A c.(1231-1233)GTG>ATG p.V411M

Pat_41 Post-Resistance LRP1 4035 37 12 57574222 57574222 Missense_Mutation SNP G A 13 130 c.5346G>A c.(5344-5346)ATG>ATA p.M1782I

Pat_41 Post-Resistance LRP1 4035 37 12 57593076 57593076 Missense_Mutation SNP C T 45 313 c.9758C>T c.(9757-9759)TCC>TTC p.S3253F

Pat_41 Post-Resistance LRP1 4035 37 12 57594589 57594589 Missense_Mutation SNP G A 26 170 c.10216G>A c.(10216-10218)GCC>ACC p.A3406T

Pat_41 Post-Resistance SHMT2 6472 37 12 57626991 57626991 Missense_Mutation SNP G A 6 91 c.886G>A c.(886-888)GTG>ATG p.V296M

Pat_41 Post-Resistance GLI1 2735 37 12 57861780 57861780 Missense_Mutation SNP C T 6 48 c.1081C>T c.(1081-1083)CCG>TCG p.P361S

Pat_41 Post-Resistance KIF5A 3798 37 12 57944134 57944134 Missense_Mutation SNP G A 9 130 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_41 Post-Resistance DTX3 196403 37 12 58002510 58002510 Missense_Mutation SNP G A 5 79 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_41 Post-Resistance AGAP2 116986 37 12 58129185 58129185 Nonsense_Mutation SNP C T 11 62 c.1194G>A c.(1192-1194)TGG>TGA p.W398*

Pat_41 Post-Resistance TSPAN31 6302 37 12 58139615 58139615 Missense_Mutation SNP G A 49 191 c.151G>A c.(151-153)GCT>ACT p.A51T

Pat_41 Post-Resistance CDK4 1019 37 12 58144505 58144505 Missense_Mutation SNP G A 10 264 c.566C>T c.(565-567)TCC>TTC p.S189F

Pat_41 Post-Resistance 9-Mar 92979 37 12 58151912 58151912 Missense_Mutation SNP G A 25 126 c.535G>A c.(535-537)GTC>ATC p.V179I

Pat_41 Post-Resistance XRCC6BP1 91419 37 12 58350489 58350489 Missense_Mutation SNP C T 6 145 c.557C>T c.(556-558)GCC>GTC p.A186V

Pat_41 Post-Resistance LRIG3 121227 37 12 59274444 59274444 Missense_Mutation SNP C T 18 151 c.1720G>A c.(1720-1722)GCC>ACC p.A574T

Pat_41 Post-Resistance SLC16A7 9194 37 12 60098595 60098595 Missense_Mutation SNP C T 4 39 c.13C>T c.(13-15)CCA>TCA p.P5S

Pat_41 Post-Resistance USP15 9958 37 12 62777862 62777862 Missense_Mutation SNP G A 7 129 c.1252G>A c.(1252-1254)GTT>ATT p.V418I

Pat_41 Post-Resistance USP15 9958 37 12 62783460 62783460 Missense_Mutation SNP G A 7 384 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_41 Post-Resistance MON2 23041 37 12 62946851 62946851 Missense_Mutation SNP C T 27 325 c.3107C>T c.(3106-3108)CCC>CTC p.P1036L

Pat_41 Post-Resistance PPM1H 57460 37 12 63114045 63114045 Missense_Mutation SNP C T 24 126 c.979G>A c.(979-981)GGA>AGA p.G327R

Pat_41 Post-Resistance PPM1H 57460 37 12 63195703 63195703 Missense_Mutation SNP C T 6 55 c.649G>A c.(649-651)GGG>AGG p.G217R

Pat_41 Post-Resistance SRGAP1 57522 37 12 64472840 64472840 Missense_Mutation SNP C T 20 212 c.1267C>T c.(1267-1269)CCC>TCC p.P423S

Pat_41 Post-Resistance TBK1 29110 37 12 64858132 64858132 Missense_Mutation SNP G A 8 91 c.247G>A c.(247-249)GTA>ATA p.V83I

Pat_41 Post-Resistance TBK1 29110 37 12 64875671 64875671 Missense_Mutation SNP G A 17 215 c.862G>A c.(862-864)GAT>AAT p.D288N

Pat_41 Post-Resistance LEMD3 23592 37 12 65609824 65609824 Splice_Site SNP G A 16 141 c.1627_splice c.e3+1 p.G543_splice

Pat_41 Post-Resistance LEMD3 23592 37 12 65639671 65639671 Missense_Mutation SNP G A 7 253 c.2524G>A c.(2524-2526)GAA>AAA p.E842K

Pat_41 Post-Resistance MSRB3 253827 37 12 65857031 65857031 Missense_Mutation SNP G A 15 124 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_41 Post-Resistance TMBIM4 51643 37 12 66546107 66546107 Missense_Mutation SNP C T 13 200 c.256G>A c.(256-258)GCG>ACG p.A86T

Pat_41 Post-Resistance GRIP1 23426 37 12 66773093 66773093 Missense_Mutation SNP C T 36 487 c.2432G>A c.(2431-2433)AGT>AAT p.S811N

Pat_41 Post-Resistance CAND1 55832 37 12 67698469 67698469 Missense_Mutation SNP G A 7 80 c.1378G>A c.(1378-1380)GAG>AAG p.E460K

Pat_41 Post-Resistance CAND1 55832 37 12 67705555 67705555 Missense_Mutation SNP C T 70 317 c.3443C>T c.(3442-3444)CCA>CTA p.P1148L

Pat_41 Post-Resistance DYRK2 8445 37 12 68050997 68050997 Missense_Mutation SNP C T 21 178 c.310C>T c.(310-312)CTC>TTC p.L104F

Pat_41 Post-Resistance NUP107 57122 37 12 69128526 69128526 Missense_Mutation SNP G A 8 90 c.2301G>A c.(2299-2301)ATG>ATA p.M767I

Pat_41 Post-Resistance LYZ 4069 37 12 69746066 69746066 Missense_Mutation SNP G A 22 231 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance RAB3IP 117177 37 12 70189072 70189072 Missense_Mutation SNP G A 4 76 c.884G>A c.(883-885)GGC>GAC p.G295D

Pat_41 Post-Resistance CNOT2 4848 37 12 70724165 70724165 Missense_Mutation SNP G A 7 290 c.485G>A c.(484-486)GGG>GAG p.G162E

Pat_41 Post-Resistance PTPRR 5801 37 12 71139697 71139697 Missense_Mutation SNP A G 6 90 c.908T>C c.(907-909)GTG>GCG p.V303A

Pat_41 Post-Resistance TPH2 121278 37 12 72372795 72372795 Missense_Mutation SNP G A 30 326 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_41 Post-Resistance TRHDE 29953 37 12 72771880 72771880 Missense_Mutation SNP C T 32 165 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_41 Post-Resistance PHLDA1 22822 37 12 76424788 76424788 Missense_Mutation SNP C T 18 138 c.734G>A c.(733-735)CGC>CAC p.R245H

Pat_41 Post-Resistance BBS10 79738 37 12 76740260 76740260 Missense_Mutation SNP G A 8 321 c.1505C>T c.(1504-1506)ACA>ATA p.T502I



Pat_41 Post-Resistance ZDHHC17 23390 37 12 77220718 77220718 Missense_Mutation SNP C T 22 125 c.928C>T c.(928-930)CCT>TCT p.P310S

Pat_41 Post-Resistance NAV3 89795 37 12 78571464 78571464 Missense_Mutation SNP C T 6 131 c.5362C>T c.(5362-5364)CGG>TGG p.R1788W

Pat_41 Post-Resistance PPP1R12A 4659 37 12 80199528 80199528 Missense_Mutation SNP G A 4 55 c.1844C>T c.(1843-1845)GCT>GTT p.A615V

Pat_41 Post-Resistance PPFIA2 8499 37 12 81688815 81688815 Splice_Site SNP C T 12 87 c.2725_splice c.e24-1 p.L909_splice

Pat_41 Post-Resistance C12orf26 84190 37 12 82780698 82780698 Missense_Mutation SNP T A 153 177 c.376T>A c.(376-378)TTT>ATT p.F126I

Pat_41 Post-Resistance RASSF9 9182 37 12 86199624 86199624 Missense_Mutation SNP G A 13 205 c.164C>T c.(163-165)GCT>GTT p.A55V

Pat_41 Post-Resistance GALNT4 8693 37 12 89917699 89917699 Missense_Mutation SNP C T 55 224 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_41 Post-Resistance ATP2B1 490 37 12 89995107 89995107 Missense_Mutation SNP C T 18 245 c.3164G>A c.(3163-3165)GGC>GAC p.G1055D

Pat_41 Post-Resistance ATP2B1 490 37 12 90010785 90010785 Missense_Mutation SNP C T 5 138 c.1861G>A c.(1861-1863)GCA>ACA p.A621T

Pat_41 Post-Resistance ATP2B1 490 37 12 90024380 90024380 Missense_Mutation SNP G A 11 178 c.830C>T c.(829-831)GCT>GTT p.A277V

Pat_41 Post-Resistance ATP2B1 490 37 12 90028936 90028936 Missense_Mutation SNP C T 26 346 c.499G>A c.(499-501)GTG>ATG p.V167M

Pat_41 Post-Resistance KERA 11081 37 12 91449398 91449398 Missense_Mutation SNP C T 16 166 c.661G>A c.(661-663)GAC>AAC p.D221N

Pat_41 Post-Resistance DCN 1634 37 12 91546915 91546915 Missense_Mutation SNP C T 16 270 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_41 Post-Resistance EEA1 8411 37 12 93171859 93171859 Missense_Mutation SNP C T 36 403 c.3751G>A c.(3751-3753)GGC>AGC p.G1251S

Pat_41 Post-Resistance NUDT4 11163 37 12 93789271 93789271 Missense_Mutation SNP G A 7 115 c.217G>A c.(217-219)GTC>ATC p.V73I

Pat_41 Post-Resistance PLXNC1 10154 37 12 94543726 94543726 Missense_Mutation SNP G A 3 4 c.979G>A c.(979-981)GCG>ACG p.A327T

Pat_41 Post-Resistance PLXNC1 10154 37 12 94603365 94603365 Splice_Site SNP G A 8 298 c.1440_splice c.e5-1 p.R480_splice

Pat_41 Post-Resistance LTA4H 4048 37 12 96397692 96397692 Missense_Mutation SNP G A 8 92 c.1537C>T c.(1537-1539)CTT>TTT p.L513F

Pat_41 Post-Resistance ELK3 2004 37 12 96617354 96617354 Missense_Mutation SNP G A 15 221 c.10G>A c.(10-12)GCA>ACA p.A4T

Pat_41 Post-Resistance TMPO 7112 37 12 98921775 98921775 Missense_Mutation SNP C T 17 201 c.391C>T c.(391-393)CCT>TCT p.P131S

Pat_41 Post-Resistance APAF1 317 37 12 99071301 99071301 Missense_Mutation SNP C T 12 192 c.1892C>T c.(1891-1893)GCT>GTT p.A631V

Pat_41 Post-Resistance ANKS1B 56899 37 12 100377906 100377906 Missense_Mutation SNP G A 14 142 c.110C>T c.(109-111)CCC>CTC p.P37L

Pat_41 Post-Resistance UHRF1BP1L 23074 37 12 100491142 100491142 Splice_Site SNP C T 4 85 c.669_splice c.e6+1 p.R223_splice

Pat_41 Post-Resistance UTP20 27340 37 12 101764222 101764222 Missense_Mutation SNP C T 23 243 c.6568C>T c.(6568-6570)CTT>TTT p.L2190F

Pat_41 Post-Resistance MYBPC1 4604 37 12 102054971 102054971 Missense_Mutation SNP G A 9 78 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_41 Post-Resistance GNPTAB 79158 37 12 102158533 102158533 Missense_Mutation SNP C T 18 123 c.2162G>A c.(2161-2163)GGA>GAA p.G721E

Pat_41 Post-Resistance GNPTAB 79158 37 12 102158638 102158638 Missense_Mutation SNP G A 4 31 c.2057C>T c.(2056-2058)ACA>ATA p.T686I

Pat_41 Post-Resistance CCDC53 51019 37 12 102433677 102433677 Missense_Mutation SNP C T 34 472 c.404G>A c.(403-405)AGA>AAA p.R135K

Pat_41 Post-Resistance C12orf48 55010 37 12 102572470 102572470 Missense_Mutation SNP C T 16 62 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_41 Post-Resistance IGF1 3479 37 12 102813330 102813330 Missense_Mutation SNP G A 14 178 c.359C>T c.(358-360)TCT>TTT p.S120F

Pat_41 Post-Resistance STAB2 55576 37 12 104138951 104138951 Missense_Mutation SNP C T 14 114 c.6032C>T c.(6031-6033)CCC>CTC p.P2011L

Pat_41 Post-Resistance HSP90B1 7184 37 12 104336961 104336961 Missense_Mutation SNP G A 7 88 c.1754G>A c.(1753-1755)GGG>GAG p.G585E

Pat_41 Post-Resistance TDG 6996 37 12 104373816 104373816 Missense_Mutation SNP C T 6 83 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_41 Post-Resistance KIAA1033 23325 37 12 105512246 105512246 Missense_Mutation SNP G A 45 226 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_41 Post-Resistance NUAK1 9891 37 12 106532346 106532346 Missense_Mutation SNP C T 3 21 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_41 Post-Resistance CKAP4 10970 37 12 106633769 106633769 Missense_Mutation SNP C T 12 212 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_41 Post-Resistance TCP11L2 255394 37 12 106740111 106740111 Missense_Mutation SNP C T 3 38 c.1363C>T c.(1363-1365)CCT>TCT p.P455S

Pat_41 Post-Resistance POLR3B 55703 37 12 106889833 106889833 Missense_Mutation SNP G A 8 546 c.2714G>A c.(2713-2715)GGT>GAT p.G905D

Pat_41 Post-Resistance RFX4 5992 37 12 107126012 107126012 Missense_Mutation SNP G A 10 212 c.1456G>A c.(1456-1458)GGA>AGA p.G486R

Pat_41 Post-Resistance RFX4 5992 37 12 107141349 107141349 Missense_Mutation SNP C T 12 195 c.1768C>T c.(1768-1770)CCA>TCA p.P590S

Pat_41 Post-Resistance SART3 9733 37 12 108932789 108932789 Missense_Mutation SNP C T 5 238 c.983G>A c.(982-984)CGC>CAC p.R328H

Pat_41 Post-Resistance ISCU 23479 37 12 108959182 108959182 Missense_Mutation SNP C T 16 165 c.314C>T c.(313-315)GCC>GTC p.A105V

Pat_41 Post-Resistance USP30 84749 37 12 109523716 109523716 Missense_Mutation SNP G A 4 42 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_41 Post-Resistance ACACB 32 37 12 109677720 109677720 Missense_Mutation SNP C T 11 182 c.4748C>T c.(4747-4749)ACC>ATC p.T1583I

Pat_41 Post-Resistance TCHP 84260 37 12 110352355 110352355 Missense_Mutation SNP G A 11 40 c.1243G>A c.(1243-1245)GTG>ATG p.V415M

Pat_41 Post-Resistance ANAPC7 51434 37 12 110826391 110826391 Missense_Mutation SNP C T 16 167 c.548G>A c.(547-549)GGT>GAT p.G183D

Pat_41 Post-Resistance RAD9B 144715 37 12 110957645 110957645 Missense_Mutation SNP A G 6 71 c.814A>G c.(814-816)ATT>GTT p.I272V



Pat_41 Post-Resistance ACAD10 80724 37 12 112187060 112187060 Missense_Mutation SNP G A 21 77 c.2728G>A c.(2728-2730)GCC>ACC p.A910T

Pat_41 Post-Resistance ALDH2 217 37 12 112236000 112236000 Missense_Mutation SNP C T 18 146 c.1202C>T c.(1201-1203)ACT>ATT p.T401I

Pat_41 Post-Resistance TRAFD1 10906 37 12 112589871 112589871 Missense_Mutation SNP C T 20 329 c.1546C>T c.(1546-1548)CCT>TCT p.P516S

Pat_41 Post-Resistance TPCN1 53373 37 12 113724826 113724826 Missense_Mutation SNP G A 7 165 c.1561G>A c.(1561-1563)GGA>AGA p.G521R

Pat_41 Post-Resistance TPCN1 53373 37 12 113733789 113733789 Missense_Mutation SNP G A 5 14 c.2359G>A c.(2359-2361)GAG>AAG p.E787K

Pat_41 Post-Resistance SLC24A6 80024 37 12 113748104 113748104 Missense_Mutation SNP C T 13 160 c.1192G>A c.(1192-1194)GGC>AGC p.G398S

Pat_41 Post-Resistance RBM19 9904 37 12 114390340 114390340 Missense_Mutation SNP C T 31 146 c.977G>A c.(976-978)AGA>AAA p.R326K

Pat_41 Post-Resistance MED13L 23389 37 12 116424196 116424196 Missense_Mutation SNP C T 13 85 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_41 Post-Resistance FBXW8 26259 37 12 117426562 117426562 Missense_Mutation SNP C T 21 327 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_41 Post-Resistance TESC 54997 37 12 117494657 117494657 Missense_Mutation SNP G A 10 205 c.322C>T c.(322-324)CTC>TTC p.L108F

Pat_41 Post-Resistance FBXO21 23014 37 12 117604702 117604702 Splice_Site SNP C T 12 189 c.1193_splice c.e8+1 p.R398_splice

Pat_41 Post-Resistance NOS1 4842 37 12 117672499 117672499 Missense_Mutation SNP C T 4 40 c.3106G>A c.(3106-3108)GAC>AAC p.D1036N

Pat_41 Post-Resistance WSB2 55884 37 12 118474207 118474207 Missense_Mutation SNP C T 42 236 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_41 Post-Resistance CCDC60 160777 37 12 119909831 119909831 Missense_Mutation SNP G A 4 119 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_41 Post-Resistance CCDC64 92558 37 12 120499613 120499613 Missense_Mutation SNP G A 9 49 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_41 Post-Resistance GCN1L1 10985 37 12 120580442 120580442 Missense_Mutation SNP C T 5 109 c.5698G>A c.(5698-5700)GTG>ATG p.V1900M

Pat_41 Post-Resistance GCN1L1 10985 37 12 120580635 120580635 Missense_Mutation SNP G A 32 148 c.5606C>T c.(5605-5607)TCC>TTC p.S1869F

Pat_41 Post-Resistance GCN1L1 10985 37 12 120582137 120582137 Missense_Mutation SNP C T 13 114 c.5468G>A c.(5467-5469)GGC>GAC p.G1823D

Pat_41 Post-Resistance GCN1L1 10985 37 12 120597757 120597757 Missense_Mutation SNP G A 12 117 c.2621C>T c.(2620-2622)ACC>ATC p.T874I

Pat_41 Post-Resistance GCN1L1 10985 37 12 120599745 120599745 Missense_Mutation SNP C T 12 94 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_41 Post-Resistance RNF10 9921 37 12 120995259 120995259 Missense_Mutation SNP G A 7 203 c.820G>A c.(820-822)GAT>AAT p.D274N

Pat_41 Post-Resistance POP5 51367 37 12 121017705 121017705 Missense_Mutation SNP G A 13 127 c.185C>T c.(184-186)ACT>ATT p.T62I

Pat_41 Post-Resistance ACADS 35 37 12 121177223 121177223 Missense_Mutation SNP G A 4 37 c.1211G>A c.(1210-1212)GGG>GAG p.G404E

Pat_41 Post-Resistance OASL 8638 37 12 121458612 121458612 Missense_Mutation SNP C T 40 52 c.1297G>A c.(1297-1299)GAG>AAG p.E433K

Pat_41 Post-Resistance P2RX7 5027 37 12 121603916 121603916 Missense_Mutation SNP C T 35 384 c.670C>T c.(670-672)CCA>TCA p.P224S

Pat_41 Post-Resistance CAMKK2 10645 37 12 121691153 121691153 Missense_Mutation SNP G A 12 110 c.1030C>T c.(1030-1032)CTC>TTC p.L344F

Pat_41 Post-Resistance CAMKK2 10645 37 12 121712148 121712148 Missense_Mutation SNP C T 19 69 c.182G>A c.(181-183)GGC>GAC p.G61D

Pat_41 Post-Resistance ANAPC5 51433 37 12 121783808 121783808 Missense_Mutation SNP C T 11 78 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_41 Post-Resistance KDM2B 84678 37 12 121881913 121881913 Missense_Mutation SNP C T 8 136 c.2353G>A c.(2353-2355)GTG>ATG p.V785M

Pat_41 Post-Resistance HPD 3242 37 12 122287697 122287697 Splice_Site SNP C T 5 53 c.415_splice c.e8-1 p.Y139_splice

Pat_41 Post-Resistance HPD 3242 37 12 122294229 122294229 Splice_Site SNP C T 10 157 c.324_splice c.e6+1 p.Q108_splice

Pat_41 Post-Resistance PSMD9 5715 37 12 122326772 122326772 Missense_Mutation SNP G A 4 4 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_41 Post-Resistance VPS33A 65082 37 12 122727031 122727031 Missense_Mutation SNP C T 5 102 c.994G>A c.(994-996)GGG>AGG p.G332R

Pat_41 Post-Resistance ZCCHC8 55596 37 12 122958637 122958637 Missense_Mutation SNP C T 8 62 c.1531G>A c.(1531-1533)GAT>AAT p.D511N

Pat_41 Post-Resistance ABCB9 23457 37 12 123444595 123444595 Missense_Mutation SNP C T 10 104 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_41 Post-Resistance SBNO1 55206 37 12 123810879 123810879 Nonsense_Mutation SNP C T 32 198 c.1695G>A c.(1693-1695)TGG>TGA p.W565*

Pat_41 Post-Resistance EIF2B1 1967 37 12 124111643 124111643 Missense_Mutation SNP C T 37 286 c.430G>A c.(430-432)GCC>ACC p.A144T

Pat_41 Post-Resistance DNAH10 196385 37 12 124289517 124289517 Missense_Mutation SNP C T 8 112 c.2563C>T c.(2563-2565)CCC>TCC p.P855S

Pat_41 Post-Resistance DNAH10 196385 37 12 124352080 124352080 Missense_Mutation SNP G A 4 48 c.6880G>A c.(6880-6882)GAA>AAA p.E2294K

Pat_41 Post-Resistance CCDC92 80212 37 12 124427987 124427987 Missense_Mutation SNP C T 26 292 c.88G>A c.(88-90)GCA>ACA p.A30T

Pat_41 Post-Resistance NCOR2 9612 37 12 124941668 124941668 Missense_Mutation SNP C T 16 30 c.746G>A c.(745-747)GGG>GAG p.G249E

Pat_41 Post-Resistance NCOR2 9612 37 12 124950813 124950813 Missense_Mutation SNP G A 4 95 c.611C>T c.(610-612)GCT>GTT p.A204V

Pat_41 Post-Resistance NCOR2 9612 37 12 124970986 124970986 Splice_Site SNP C T 4 31 c.233_splice c.e2+1 p.R78_splice

Pat_41 Post-Resistance DHX37 57647 37 12 125457048 125457048 Splice_Site SNP C T 22 283 c.1077_splice c.e7+1 p.K359_splice

Pat_41 Post-Resistance TMEM132B 114795 37 12 125834801 125834801 Missense_Mutation SNP G A 59 412 c.856G>A c.(856-858)GTA>ATA p.V286I

Pat_41 Post-Resistance SFRS8 6433 37 12 132237821 132237821 Missense_Mutation SNP C T 15 251 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_41 Post-Resistance SFRS8 6433 37 12 132237830 132237830 Missense_Mutation SNP C T 23 215 c.1244C>T c.(1243-1245)CCT>CTT p.P415L



Pat_41 Post-Resistance DDX51 317781 37 12 132624223 132624223 Missense_Mutation SNP G A 23 21 c.1931C>T c.(1930-1932)CCT>CTT p.P644L

Pat_41 Post-Resistance POLE 5426 37 12 133219913 133219913 Missense_Mutation SNP C T 10 97 c.4448G>A c.(4447-4449)AGT>AAT p.S1483N

Pat_41 Post-Resistance POLE 5426 37 12 133226345 133226345 Missense_Mutation SNP C T 6 95 c.3713G>A c.(3712-3714)AGC>AAC p.S1238N

Pat_41 Post-Resistance POLE 5426 37 12 133235987 133235987 Missense_Mutation SNP C T 13 86 c.3169G>A c.(3169-3171)GCA>ACA p.A1057T

Pat_41 Post-Resistance POLE 5426 37 12 133238271 133238271 Splice_Site SNP C T 11 153 c.2707_splice c.e24-1 p.E903_splice

Pat_41 Post-Resistance PGAM5 192111 37 12 133294030 133294030 Missense_Mutation SNP G A 4 47 c.376G>A c.(376-378)GAG>AAG p.E126K

Pat_41 Post-Resistance ANKLE2 23141 37 12 133324818 133324818 Missense_Mutation SNP G A 5 112 c.947C>T c.(946-948)GCT>GTT p.A316V

Pat_41 Post-Resistance GOLGA3 2802 37 12 133359063 133359063 Missense_Mutation SNP C T 6 59 c.3284G>A c.(3283-3285)GGC>GAC p.G1095D

Pat_41 Post-Resistance TUBA3C 7278 37 13 19751504 19751504 Missense_Mutation SNP C T 14 190 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_41 Post-Resistance PSPC1 55269 37 13 20356848 20356848 Missense_Mutation SNP G A 7 88 c.50C>T c.(49-51)GCC>GTC p.A17V

Pat_41 Post-Resistance ZMYM5 9205 37 13 20411908 20411908 Missense_Mutation SNP G A 5 115 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_41 Post-Resistance ZMYM5 9205 37 13 20426275 20426275 Missense_Mutation SNP G A 115 605 c.46C>T c.(46-48)CCT>TCT p.P16S

Pat_41 Post-Resistance ZMYM2 7750 37 13 20577074 20577074 Missense_Mutation SNP C T 21 278 c.932C>T c.(931-933)CCT>CTT p.P311L

Pat_41 Post-Resistance XPO4 64328 37 13 21476858 21476858 Missense_Mutation SNP C T 6 26 c.20G>A c.(19-21)GGG>GAG p.G7E

Pat_41 Post-Resistance SGCG 6445 37 13 23894876 23894876 Missense_Mutation SNP C T 4 122 c.679C>T c.(679-681)CTT>TTT p.L227F

Pat_41 Post-Resistance SACS 26278 37 13 23905090 23905090 Missense_Mutation SNP C T 9 259 c.12925G>A c.(12925-12927)GAA>AAA p.E4309K

Pat_41 Post-Resistance SACS 26278 37 13 23905651 23905651 Missense_Mutation SNP C T 10 398 c.12364G>A c.(12364-12366)GCT>ACT p.A4122T

Pat_41 Post-Resistance SACS 26278 37 13 23909083 23909083 Missense_Mutation SNP C T 11 250 c.8932G>A c.(8932-8934)GTG>ATG p.V2978M

Pat_41 Post-Resistance SACS 26278 37 13 23910426 23910426 Missense_Mutation SNP C T 8 237 c.7589G>A c.(7588-7590)AGC>AAC p.S2530N

Pat_41 Post-Resistance SACS 26278 37 13 23911068 23911068 Missense_Mutation SNP G A 11 516 c.6947C>T c.(6946-6948)ACC>ATC p.T2316I

Pat_41 Post-Resistance MIPEP 4285 37 13 24411810 24411810 Missense_Mutation SNP G A 26 474 c.1424C>T c.(1423-1425)CCC>CTC p.P475L

Pat_41 Post-Resistance PARP4 143 37 13 25023855 25023855 Splice_Site SNP C T 7 149 c.3114_splice c.e25+1 p.Q1038_splice

Pat_41 Post-Resistance ATP12A 479 37 13 25265219 25265219 Missense_Mutation SNP C T 18 83 c.899C>T c.(898-900)GCC>GTC p.A300V

Pat_41 Post-Resistance CENPJ 55835 37 13 25479958 25479958 Missense_Mutation SNP G A 21 280 c.2218C>T c.(2218-2220)CCT>TCT p.P740S

Pat_41 Post-Resistance PABPC3 5042 37 13 25670469 25670469 Missense_Mutation SNP G A 15 270 c.133G>A c.(133-135)GAC>AAC p.D45N

Pat_41 Post-Resistance FAM123A 219287 37 13 25744127 25744127 Missense_Mutation SNP C T 4 90 c.1631G>A c.(1630-1632)GGC>GAC p.G544D

Pat_41 Post-Resistance FAM123A 219287 37 13 25744190 25744191 Missense_Mutation DNP CC TT 7 189 c.1567_1568GG>AAc.(1567-1569)GGC>AAC p.G523N

Pat_41 Post-Resistance ATP8A2 51761 37 13 26116129 26116129 Missense_Mutation SNP G A 34 239 c.724G>A c.(724-726)GGG>AGG p.G242R

Pat_41 Post-Resistance RNF6 6049 37 13 26789003 26789003 Missense_Mutation SNP C T 8 240 c.1016G>A c.(1015-1017)AGA>AAA p.R339K

Pat_41 Post-Resistance CDK8 1024 37 13 26974611 26974611 Missense_Mutation SNP G A 23 627 c.955G>A c.(955-957)GAC>AAC p.D319N

Pat_41 Post-Resistance LNX2 222484 37 13 28127475 28127475 Missense_Mutation SNP G A 29 381 c.1648C>T c.(1648-1650)CTT>TTT p.L550F

Pat_41 Post-Resistance POLR1D 51082 37 13 28222587 28222587 Missense_Mutation SNP G A 7 77 c.98G>A c.(97-99)GGT>GAT p.G33D

Pat_41 Post-Resistance CDX2 1045 37 13 28537367 28537367 Missense_Mutation SNP C T 7 149 c.827G>A c.(826-828)AGA>AAA p.R276K

Pat_41 Post-Resistance FLT3 2322 37 13 28592707 28592707 Missense_Mutation SNP G A 17 327 c.2438C>T c.(2437-2439)GCC>GTC p.A813V

Pat_41 Post-Resistance FLT3 2322 37 13 28623803 28623803 Missense_Mutation SNP G A 12 348 c.851C>T c.(850-852)ACC>ATC p.T284I

Pat_41 Post-Resistance FLT1 2321 37 13 28877396 28877396 Missense_Mutation SNP A G 22 379 c.3925T>C c.(3925-3927)TAC>CAC p.Y1309H

Pat_41 Post-Resistance MTUS2 23281 37 13 29600285 29600285 Missense_Mutation SNP C T 6 124 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_41 Post-Resistance MTUS2 23281 37 13 29600633 29600633 Missense_Mutation SNP C T 6 115 c.1828C>T c.(1828-1830)CCT>TCT p.P610S

Pat_41 Post-Resistance USPL1 10208 37 13 31205029 31205029 Missense_Mutation SNP G A 20 160 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_41 Post-Resistance USPL1 10208 37 13 31205454 31205454 Nonsense_Mutation SNP G A 23 629 c.711G>A c.(709-711)TGG>TGA p.W237*

Pat_41 Post-Resistance USPL1 10208 37 13 31231754 31231754 Missense_Mutation SNP C T 19 268 c.1540C>T c.(1540-1542)CTT>TTT p.L514F

Pat_41 Post-Resistance HSPH1 10808 37 13 31719741 31719741 Missense_Mutation SNP C T 6 199 c.1543G>A c.(1543-1545)GAG>AAG p.E515K

Pat_41 Post-Resistance HSPH1 10808 37 13 31722586 31722586 Missense_Mutation SNP C T 18 412 c.1169G>A c.(1168-1170)AGA>AAA p.R390K

Pat_41 Post-Resistance B3GALTL 145173 37 13 31848749 31848749 Missense_Mutation SNP C T 10 307 c.764C>T c.(763-765)TCT>TTT p.S255F

Pat_41 Post-Resistance FRY 10129 37 13 32768380 32768380 Missense_Mutation SNP C T 15 313 c.3692C>T c.(3691-3693)TCC>TTC p.S1231F

Pat_41 Post-Resistance FRY 10129 37 13 32808710 32808710 Splice_Site SNP G A 31 267 c.5528_splice c.e42-1 p.G1843_splice

Pat_41 Post-Resistance BRCA2 675 37 13 32944629 32944629 Missense_Mutation SNP C T 15 331 c.8422C>T c.(8422-8424)CTT>TTT p.L2808F



Pat_41 Post-Resistance BRCA2 675 37 13 32950872 32950872 Missense_Mutation SNP G A 7 251 c.8698G>A c.(8698-8700)GAT>AAT p.D2900N

Pat_41 Post-Resistance PDS5B 23047 37 13 33225940 33225940 Splice_Site SNP G A 7 62 c.109_splice c.e3-1 p.M37_splice

Pat_41 Post-Resistance KL 9365 37 13 33629252 33629252 Missense_Mutation SNP C T 14 333 c.1399C>T c.(1399-1401)CAC>TAC p.H467Y

Pat_41 Post-Resistance STARD13 90627 37 13 33685998 33685998 Missense_Mutation SNP G A 5 131 c.2524C>T c.(2524-2526)CCA>TCA p.P842S

Pat_41 Post-Resistance RFC3 5983 37 13 34404101 34404101 Missense_Mutation SNP C T 25 463 c.520C>T c.(520-522)CCT>TCT p.P174S

Pat_41 Post-Resistance MAB21L1 4081 37 13 36049687 36049687 Missense_Mutation SNP G A 9 280 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_41 Post-Resistance NBEA 26960 37 13 36141093 36141093 Missense_Mutation SNP C T 7 363 c.6974C>T c.(6973-6975)ACC>ATC p.T2325I

Pat_41 Post-Resistance DCLK1 9201 37 13 36445414 36445414 Missense_Mutation SNP G A 37 186 c.887C>T c.(886-888)ACC>ATC p.T296I

Pat_41 Post-Resistance DCLK1 9201 37 13 36686043 36686043 Missense_Mutation SNP C T 12 222 c.686G>A c.(685-687)GGA>GAA p.G229E

Pat_41 Post-Resistance CCNA1 8900 37 13 37011860 37011860 Missense_Mutation SNP C T 14 74 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_41 Post-Resistance CCNA1 8900 37 13 37016395 37016395 Missense_Mutation SNP C T 33 284 c.1300C>T c.(1300-1302)CCC>TCC p.P434S

Pat_41 Post-Resistance SMAD9 4093 37 13 37453675 37453675 Missense_Mutation SNP G A 10 57 c.152C>T c.(151-153)GCC>GTC p.A51V

Pat_41 Post-Resistance TRPC4 7223 37 13 38211071 38211071 Missense_Mutation SNP G A 8 130 c.2903C>T c.(2902-2904)ACC>ATC p.T968I

Pat_41 Post-Resistance FREM2 341640 37 13 39265781 39265781 Missense_Mutation SNP G A 20 305 c.4300G>A c.(4300-4302)GGT>AGT p.G1434S

Pat_41 Post-Resistance FREM2 341640 37 13 39425180 39425180 Missense_Mutation SNP C T 14 186 c.6677C>T c.(6676-6678)TCT>TTT p.S2226F

Pat_41 Post-Resistance COG6 57511 37 13 40273640 40273640 Missense_Mutation SNP G A 9 191 c.1169G>A c.(1168-1170)GGT>GAT p.G390D

Pat_41 Post-Resistance SLC25A15 10166 37 13 41373452 41373452 Splice_Site SNP G A 13 156 c.314_splice c.e3+1 p.S105_splice

Pat_41 Post-Resistance KBTBD6 89890 37 13 41704716 41704716 Nonsense_Mutation SNP C T 20 150 c.1932G>A c.(1930-1932)TGG>TGA p.W644*

Pat_41 Post-Resistance KIAA0564 23078 37 13 42144619 42144619 Missense_Mutation SNP C T 42 174 c.5594G>A c.(5593-5595)GGT>GAT p.G1865D

Pat_41 Post-Resistance KIAA0564 23078 37 13 42357951 42357951 Missense_Mutation SNP G A 9 183 c.2257C>T c.(2257-2259)CTT>TTT p.L753F

Pat_41 Post-Resistance KIAA0564 23078 37 13 42361635 42361635 Missense_Mutation SNP G A 11 187 c.2108C>T c.(2107-2109)GCA>GTA p.A703V

Pat_41 Post-Resistance KIAA0564 23078 37 13 42460141 42460141 Missense_Mutation SNP G A 4 47 c.890C>T c.(889-891)GCC>GTC p.A297V

Pat_41 Post-Resistance DGKH 160851 37 13 42740744 42740744 Missense_Mutation SNP G A 14 187 c.1052G>A c.(1051-1053)CGT>CAT p.R351H

Pat_41 Post-Resistance DGKH 160851 37 13 42783164 42783164 Missense_Mutation SNP G A 19 168 c.2671G>A c.(2671-2673)GCA>ACA p.A891T

Pat_41 Post-Resistance TNFSF11 8600 37 13 43155355 43155355 Missense_Mutation SNP G A 11 123 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance SERP2 387923 37 13 44953819 44953819 Missense_Mutation SNP G A 10 371 c.127G>A c.(127-129)GCA>ACA p.A43T

Pat_41 Post-Resistance NUFIP1 26747 37 13 45563534 45563534 Missense_Mutation SNP C T 5 54 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_41 Post-Resistance TPT1 7178 37 13 45914846 45914846 Splice_Site SNP C T 5 110 c.102_splice c.e2+1 p.K34_splice

Pat_41 Post-Resistance TPT1 7178 37 13 45914851 45914851 Missense_Mutation SNP C T 5 115 c.98G>A c.(97-99)GGG>GAG p.G33E

Pat_41 Post-Resistance TPT1 7178 37 13 45914861 45914861 Missense_Mutation SNP C T 5 128 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_41 Post-Resistance COG3 83548 37 13 46039337 46039337 Missense_Mutation SNP C T 10 65 c.166C>T c.(166-168)CCA>TCA p.P56S

Pat_41 Post-Resistance ZC3H13 23091 37 13 46542124 46542124 Missense_Mutation SNP G A 56 357 c.3836C>T c.(3835-3837)TCT>TTT p.S1279F

Pat_41 Post-Resistance ZC3H13 23091 37 13 46543375 46543375 Missense_Mutation SNP G A 6 73 c.3304C>T c.(3304-3306)CCT>TCT p.P1102S

Pat_41 Post-Resistance LCP1 3936 37 13 46705015 46705015 Missense_Mutation SNP C T 42 201 c.1685G>A c.(1684-1686)GGT>GAT p.G562D

Pat_41 Post-Resistance C13orf18 80183 37 13 46946234 46946234 Missense_Mutation SNP C T 10 67 c.377G>A c.(376-378)AGC>AAC p.S126N

Pat_41 Post-Resistance ITM2B 9445 37 13 48828005 48828005 Missense_Mutation SNP G A 28 258 c.179G>A c.(178-180)GGA>GAA p.G60E

Pat_41 Post-Resistance LPAR6 10161 37 13 48986036 48986036 Missense_Mutation SNP G A 3 35 c.524C>T c.(523-525)GCC>GTC p.A175V

Pat_41 Post-Resistance RCBTB2 1102 37 13 49084793 49084793 Missense_Mutation SNP G A 20 381 c.898C>T c.(898-900)CCT>TCT p.P300S

Pat_41 Post-Resistance FNDC3A 22862 37 13 49705348 49705348 Missense_Mutation SNP G A 30 471 c.328G>A c.(328-330)GTT>ATT p.V110I

Pat_41 Post-Resistance FNDC3A 22862 37 13 49771876 49771876 Missense_Mutation SNP G A 19 129 c.2356G>A c.(2356-2358)GGA>AGA p.G786R

Pat_41 Post-Resistance CAB39L 81617 37 13 49885120 49885120 Missense_Mutation SNP C T 19 354 c.844G>A c.(844-846)GCC>ACC p.A282T

Pat_41 Post-Resistance PHF11 51131 37 13 50102755 50102755 Missense_Mutation SNP G A 7 96 c.950G>A c.(949-951)AGA>AAA p.R317K

Pat_41 Post-Resistance ATP7B 540 37 13 52513243 52513243 Missense_Mutation SNP C T 14 269 c.3643G>A c.(3643-3645)GAC>AAC p.D1215N

Pat_41 Post-Resistance UTP14C 9724 37 13 52602995 52602995 Missense_Mutation SNP G A 8 96 c.55G>A c.(55-57)GTG>ATG p.V19M

Pat_41 Post-Resistance UTP14C 9724 37 13 52604220 52604220 Missense_Mutation SNP C T 6 66 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_41 Post-Resistance NEK5 341676 37 13 52646166 52646166 Missense_Mutation SNP C T 8 70 c.1838G>A c.(1837-1839)GGC>GAC p.G613D

Pat_41 Post-Resistance LECT1 11061 37 13 53282696 53282696 Missense_Mutation SNP G A 8 86 c.764C>T c.(763-765)GCC>GTC p.A255V



Pat_41 Post-Resistance PCDH8 5100 37 13 53422450 53422450 Missense_Mutation SNP G A 9 164 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_41 Post-Resistance PCDH20 64881 37 13 61987784 61987784 Missense_Mutation SNP C T 6 39 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_41 Post-Resistance DACH1 1602 37 13 72049847 72049847 Missense_Mutation SNP C T 36 634 c.2005G>A c.(2005-2007)GTC>ATC p.V669I

Pat_41 Post-Resistance KLF5 688 37 13 73636627 73636627 Missense_Mutation SNP C T 10 184 c.890C>T c.(889-891)GCC>GTC p.A297V

Pat_41 Post-Resistance TBC1D4 9882 37 13 75861071 75861071 Missense_Mutation SNP C T 13 178 c.3754G>A c.(3754-3756)GAA>AAA p.E1252K

Pat_41 Post-Resistance TBC1D4 9882 37 13 75915639 75915639 Missense_Mutation SNP C T 6 98 c.1493G>A c.(1492-1494)AGA>AAA p.R498K

Pat_41 Post-Resistance LMO7 4008 37 13 76379781 76379781 Missense_Mutation SNP C T 32 601 c.382C>T c.(382-384)CCA>TCA p.P128S

Pat_41 Post-Resistance LMO7 4008 37 13 76395650 76395650 Missense_Mutation SNP C T 6 161 c.1846C>T c.(1846-1848)CGG>TGG p.R616W

Pat_41 Post-Resistance LMO7 4008 37 13 76430682 76430682 Missense_Mutation SNP G A 6 315 c.4003G>A c.(4003-4005)GAG>AAG p.E1335K

Pat_41 Post-Resistance MYCBP2 23077 37 13 77656037 77656037 Missense_Mutation SNP C T 6 390 c.11014G>A c.(11014-11016)GAT>AAT p.D3672N

Pat_41 Post-Resistance MYCBP2 23077 37 13 77672108 77672108 Missense_Mutation SNP G A 8 66 c.9067C>T c.(9067-9069)CTT>TTT p.L3023F

Pat_41 Post-Resistance MYCBP2 23077 37 13 77739436 77739436 Missense_Mutation SNP C T 15 88 c.6317G>A c.(6316-6318)GGA>GAA p.G2106E

Pat_41 Post-Resistance MYCBP2 23077 37 13 77825286 77825286 Missense_Mutation SNP C T 7 113 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_41 Post-Resistance SCEL 8796 37 13 78163334 78163334 Missense_Mutation SNP C T 21 238 c.601C>T c.(601-603)CCT>TCT p.P201S

Pat_41 Post-Resistance SLITRK6 84189 37 13 86368273 86368273 Missense_Mutation SNP G A 6 124 c.2371C>T c.(2371-2373)CCT>TCT p.P791S

Pat_41 Post-Resistance SLITRK5 26050 37 13 88328385 88328385 Missense_Mutation SNP G A 8 270 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_41 Post-Resistance SLITRK5 26050 37 13 88328767 88328767 Missense_Mutation SNP C T 21 137 c.1124C>T c.(1123-1125)CCC>CTC p.P375L

Pat_41 Post-Resistance ABCC4 10257 37 13 95673857 95673857 Missense_Mutation SNP G A 34 242 c.3950C>T c.(3949-3951)ACC>ATC p.T1317I

Pat_41 Post-Resistance ABCC4 10257 37 13 95725537 95725537 Missense_Mutation SNP C T 25 164 c.2939G>A c.(2938-2940)GGT>GAT p.G980D

Pat_41 Post-Resistance UGGT2 55757 37 13 96536846 96536846 Missense_Mutation SNP G A 9 174 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_41 Post-Resistance UGGT2 55757 37 13 96638618 96638618 Missense_Mutation SNP C T 25 131 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_41 Post-Resistance OXGR1 27199 37 13 97639130 97639130 Missense_Mutation SNP G A 15 230 c.884C>T c.(883-885)ACC>ATC p.T295I

Pat_41 Post-Resistance OXGR1 27199 37 13 97639230 97639230 Missense_Mutation SNP C T 10 126 c.784G>A c.(784-786)GTC>ATC p.V262I

Pat_41 Post-Resistance FARP1 10160 37 13 99092246 99092246 Missense_Mutation SNP C T 20 387 c.2465C>T c.(2464-2466)CCC>CTC p.P822L

Pat_41 Post-Resistance DOCK9 23348 37 13 99535386 99535386 Splice_Site SNP C T 5 24 c.2473_splice c.e23-1 p.D825_splice

Pat_41 Post-Resistance DOCK9 23348 37 13 99537337 99537337 Missense_Mutation SNP G A 7 113 c.2273C>T c.(2272-2274)TCC>TTC p.S758F

Pat_41 Post-Resistance DOCK9 23348 37 13 99554091 99554091 Missense_Mutation SNP G A 4 33 c.1447C>T c.(1447-1449)CTT>TTT p.L483F

Pat_41 Post-Resistance DOCK9 23348 37 13 99567691 99567691 Missense_Mutation SNP C T 3 59 c.787G>A c.(787-789)GCA>ACA p.A263T

Pat_41 Post-Resistance ZIC2 7546 37 13 100634962 100634962 Missense_Mutation SNP G A 6 38 c.644G>A c.(643-645)GGC>GAC p.G215D

Pat_41 Post-Resistance TMTC4 84899 37 13 101277863 101277863 Missense_Mutation SNP C T 5 168 c.1705G>A c.(1705-1707)GCA>ACA p.A569T

Pat_41 Post-Resistance TMTC4 84899 37 13 101287166 101287166 Missense_Mutation SNP C T 5 202 c.1342G>A c.(1342-1344)GGA>AGA p.G448R

Pat_41 Post-Resistance TMTC4 84899 37 13 101289856 101289856 Missense_Mutation SNP G A 29 219 c.878C>T c.(877-879)ACG>ATG p.T293M

Pat_41 Post-Resistance TPP2 7174 37 13 103309439 103309439 Missense_Mutation SNP C T 9 179 c.2986C>T c.(2986-2988)CCA>TCA p.P996S

Pat_41 Post-Resistance C13orf39 196541 37 13 103339383 103339383 Missense_Mutation SNP C T 10 119 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_41 Post-Resistance SLC10A2 6555 37 13 103718402 103718402 Nonsense_Mutation SNP C T 19 136 c.198G>A c.(196-198)TGG>TGA p.W66*

Pat_41 Post-Resistance FAM155A 728215 37 13 108518842 108518842 Missense_Mutation SNP C T 18 355 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_41 Post-Resistance COL4A1 1282 37 13 110833727 110833727 Missense_Mutation SNP C T 5 20 c.2105G>A c.(2104-2106)GGC>GAC p.G702D

Pat_41 Post-Resistance COL4A1 1282 37 13 110847454 110847454 Missense_Mutation SNP C T 4 87 c.1297G>A c.(1297-1299)GAA>AAA p.E433K

Pat_41 Post-Resistance COL4A1 1282 37 13 110863993 110863993 Splice_Site SNP C T 4 135 c.468_splice c.e8+1 p.K156_splice

Pat_41 Post-Resistance ING1 3621 37 13 111368182 111368182 Missense_Mutation SNP G A 5 35 c.392G>A c.(391-393)AGC>AAC p.S131N

Pat_41 Post-Resistance MCF2L 23263 37 13 113730403 113730403 Missense_Mutation SNP G C 29 28 c.1603G>C c.(1603-1605)GAA>CAA p.E535Q

Pat_41 Post-Resistance CUL4A 8451 37 13 113907510 113907510 Splice_Site SNP G A 6 109 c.1752_splice c.e17+1 p.E584_splice

Pat_41 Post-Resistance FAM70B 348013 37 13 114507949 114507949 Missense_Mutation SNP G A 4 47 c.761G>A c.(760-762)CGC>CAC p.R254H

Pat_41 Post-Resistance GAS6 2621 37 13 114531521 114531521 Missense_Mutation SNP G A 24 92 c.1307C>T c.(1306-1308)CCT>CTT p.P436L

Pat_41 Post-Resistance POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 13 248 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_41 Post-Resistance P704P 641455 37 14 20020008 20020008 Missense_Mutation SNP C G 9 531 c.213G>C c.(211-213)TGG>TGC p.W71C

Pat_41 Post-Resistance OR4K13 390433 37 14 20502229 20502229 Missense_Mutation SNP G A 8 140 c.689C>T c.(688-690)GCT>GTT p.A230V



Pat_41 Post-Resistance OR4K13 390433 37 14 20502748 20502748 Missense_Mutation SNP G A 7 104 c.170C>T c.(169-171)ACA>ATA p.T57I

Pat_41 Post-Resistance TEP1 7011 37 14 20839657 20839657 Missense_Mutation SNP G A 21 361 c.7211C>T c.(7210-7212)TCT>TTT p.S2404F

Pat_41 Post-Resistance TEP1 7011 37 14 20859138 20859138 Missense_Mutation SNP C T 42 187 c.2215G>A c.(2215-2217)GGC>AGC p.G739S

Pat_41 Post-Resistance TEP1 7011 37 14 20859195 20859195 Missense_Mutation SNP C T 11 171 c.2158G>A c.(2158-2160)GAC>AAC p.D720N

Pat_41 Post-Resistance TEP1 7011 37 14 20876360 20876360 Missense_Mutation SNP T C 6 205 c.239A>G c.(238-240)CAG>CGG p.Q80R

Pat_41 Post-Resistance TEP1 7011 37 14 20876416 20876416 Missense_Mutation SNP C T 26 88 c.183G>A c.(181-183)ATG>ATA p.M61I

Pat_41 Post-Resistance APEX1 328 37 14 20924902 20924902 Missense_Mutation SNP C T 6 191 c.322C>T c.(322-324)CTT>TTT p.L108F

Pat_41 Post-Resistance PNP 4860 37 14 20942959 20942959 Missense_Mutation SNP C T 3 52 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_41 Post-Resistance RNASE9 390443 37 14 21024667 21024667 Missense_Mutation SNP G A 12 45 c.562C>T c.(562-564)CCA>TCA p.P188S

Pat_41 Post-Resistance RNASE4 6038 37 14 21167940 21167940 Missense_Mutation SNP G A 37 462 c.410G>A c.(409-411)GGT>GAT p.G137D

Pat_41 Post-Resistance METT11D1 64745 37 14 21458680 21458680 Missense_Mutation SNP G A 14 187 c.287G>A c.(286-288)AGC>AAC p.S96N

Pat_41 Post-Resistance METT11D1 64745 37 14 21464991 21464991 Missense_Mutation SNP C T 6 177 c.1313C>T c.(1312-1314)CCT>CTT p.P438L

Pat_41 Post-Resistance TPPP2 122664 37 14 21500117 21500117 Missense_Mutation SNP G A 9 195 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_41 Post-Resistance FLJ10357 55701 37 14 21548928 21548928 Missense_Mutation SNP G A 10 88 c.2483G>A c.(2482-2484)AGC>AAC p.S828N

Pat_41 Post-Resistance TOX4 9878 37 14 21960997 21960997 Missense_Mutation SNP G A 21 305 c.1222G>A c.(1222-1224)GCT>ACT p.A408T

Pat_41 Post-Resistance OR4E2 26686 37 14 22133916 22133916 Missense_Mutation SNP C T 6 123 c.620C>T c.(619-621)TCC>TTC p.S207F

Pat_41 Post-Resistance SLC7A7 9056 37 14 23243585 23243585 Missense_Mutation SNP G A 20 291 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_41 Post-Resistance PSMB11 122706 37 14 23511780 23511780 Missense_Mutation SNP G A 7 179 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_41 Post-Resistance ACIN1 22985 37 14 23530758 23530758 Missense_Mutation SNP G A 4 50 c.3347C>T c.(3346-3348)CCC>CTC p.P1116L

Pat_41 Post-Resistance ACIN1 22985 37 14 23547399 23547399 Missense_Mutation SNP G A 42 553 c.2258C>T c.(2257-2259)ACC>ATC p.T753I

Pat_41 Post-Resistance ACIN1 22985 37 14 23549793 23549793 Missense_Mutation SNP C T 11 205 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance EFS 10278 37 14 23829034 23829034 Missense_Mutation SNP G A 5 115 c.653C>T c.(652-654)GCT>GTT p.A218V

Pat_41 Post-Resistance MYH6 4624 37 14 23858711 23858711 Missense_Mutation SNP G A 5 65 c.3869C>T c.(3868-3870)GCC>GTC p.A1290V

Pat_41 Post-Resistance THTPA 79178 37 14 24026265 24026265 Missense_Mutation SNP G A 10 209 c.299G>A c.(298-300)GGC>GAC p.G100D

Pat_41 Post-Resistance DHRS4L1 728635 37 14 24507086 24507086 Missense_Mutation SNP G A 6 17 c.263G>A c.(262-264)TGC>TAC p.C88Y

Pat_41 Post-Resistance LRRC16B 90668 37 14 24534948 24534948 Missense_Mutation SNP G A 21 227 c.3514G>A c.(3514-3516)GGG>AGG p.G1172R

Pat_41 Post-Resistance DCAF11 80344 37 14 24586528 24586528 Missense_Mutation SNP G A 20 115 c.337G>A c.(337-339)GTG>ATG p.V113M

Pat_41 Post-Resistance DCAF11 80344 37 14 24592252 24592252 Nonsense_Mutation SNP G A 5 230 c.1472G>A c.(1471-1473)TGG>TAG p.W491*

Pat_41 Post-Resistance FAM158A 51016 37 14 24610461 24610461 Missense_Mutation SNP G A 48 223 c.53C>T c.(52-54)GCT>GTT p.A18V

Pat_41 Post-Resistance RNF31 55072 37 14 24619482 24619482 Missense_Mutation SNP G A 10 64 c.1022G>A c.(1021-1023)GGA>GAA p.G341E

Pat_41 Post-Resistance REC8 9985 37 14 24648087 24648087 Missense_Mutation SNP G A 20 224 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_41 Post-Resistance IPO4 79711 37 14 24651230 24651230 Missense_Mutation SNP G A 6 75 c.2738C>T c.(2737-2739)CCC>CTC p.P913L

Pat_41 Post-Resistance IPO4 79711 37 14 24652682 24652682 Missense_Mutation SNP C T 7 30 c.2101G>A c.(2101-2103)GAA>AAA p.E701K

Pat_41 Post-Resistance IPO4 79711 37 14 24655388 24655388 Missense_Mutation SNP C T 24 291 c.1006G>A c.(1006-1008)GTT>ATT p.V336I

Pat_41 Post-Resistance TGM1 7051 37 14 24731474 24731474 Missense_Mutation SNP G A 13 158 c.85C>T c.(85-87)CCA>TCA p.P29S

Pat_41 Post-Resistance RABGGTA 5875 37 14 24735669 24735669 Missense_Mutation SNP G A 17 202 c.1522C>T c.(1522-1524)CCC>TCC p.P508S

Pat_41 Post-Resistance CIDEB 27141 37 14 24776591 24776591 Missense_Mutation SNP C T 15 174 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_41 Post-Resistance LTB4R2 56413 37 14 24780820 24780820 Missense_Mutation SNP G A 6 98 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_41 Post-Resistance NYNRIN 57523 37 14 24884569 24884569 Missense_Mutation SNP G A 13 78 c.3614G>A c.(3613-3615)GGG>GAG p.G1205E

Pat_41 Post-Resistance GZMB 3002 37 14 25101204 25101204 Missense_Mutation SNP C T 18 205 c.460G>A c.(460-462)GGA>AGA p.G154R

Pat_41 Post-Resistance NOVA1 4857 37 14 26918111 26918111 Missense_Mutation SNP G A 35 298 c.578C>T c.(577-579)ACT>ATT p.T193I

Pat_41 Post-Resistance SCFD1 23256 37 14 31119857 31119857 Splice_Site SNP G A 9 132 c.755_splice c.e9+1 p.S252_splice

Pat_41 Post-Resistance SCFD1 23256 37 14 31169453 31169453 Missense_Mutation SNP G A 32 199 c.1399G>A c.(1399-1401)GCA>ACA p.A467T

Pat_41 Post-Resistance HEATR5A 25938 37 14 31787492 31787492 Missense_Mutation SNP C T 25 425 c.3097G>A c.(3097-3099)GCA>ACA p.A1033T

Pat_41 Post-Resistance AKAP6 9472 37 14 33004938 33004938 Missense_Mutation SNP G A 12 132 c.503G>A c.(502-504)GGT>GAT p.G168D

Pat_41 Post-Resistance AKAP6 9472 37 14 33204888 33204888 Missense_Mutation SNP G A 4 76 c.3172G>A c.(3172-3174)GAC>AAC p.D1058N

Pat_41 Post-Resistance AKAP6 9472 37 14 33293569 33293569 Missense_Mutation SNP G A 14 83 c.6550G>A c.(6550-6552)GAA>AAA p.E2184K



Pat_41 Post-Resistance NPAS3 64067 37 14 33684482 33684482 Missense_Mutation SNP C T 29 257 c.235C>T c.(235-237)CCT>TCT p.P79S

Pat_41 Post-Resistance EGLN3 112399 37 14 34419841 34419841 Missense_Mutation SNP C T 6 51 c.118G>A c.(118-120)GGC>AGC p.G40S

Pat_41 Post-Resistance BAZ1A 11177 37 14 35331464 35331464 Missense_Mutation SNP G A 96 387 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_41 Post-Resistance FAM177A1 283635 37 14 35522625 35522625 Missense_Mutation SNP G A 40 286 c.238G>A c.(238-240)GAG>AAG p.E80K

Pat_41 Post-Resistance RALGAPA1 253959 37 14 36230200 36230200 Missense_Mutation SNP C T 4 20 c.382G>A c.(382-384)GGT>AGT p.G128S

Pat_41 Post-Resistance NKX2-1 7080 37 14 36987148 36987148 Missense_Mutation SNP T C 5 2 c.451A>G c.(451-453)AAG>GAG p.K151E

Pat_41 Post-Resistance PAX9 5083 37 14 37132609 37132609 Missense_Mutation SNP C T 6 47 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_41 Post-Resistance SLC25A21 89874 37 14 37180638 37180638 Nonsense_Mutation SNP C T 5 88 c.488G>A c.(487-489)TGG>TAG p.W163*

Pat_41 Post-Resistance CTAGE5 4253 37 14 39819370 39819370 Missense_Mutation SNP C T 76 407 c.2317C>T c.(2317-2319)CCC>TCC p.P773S

Pat_41 Post-Resistance FAM179B 23116 37 14 45496510 45496510 Missense_Mutation SNP G A 30 356 c.3337G>A c.(3337-3339)GGA>AGA p.G1113R

Pat_41 Post-Resistance FANCM 57697 37 14 45636294 45636294 Missense_Mutation SNP C T 6 230 c.1930C>T c.(1930-1932)CAT>TAT p.H644Y

Pat_41 Post-Resistance C14orf106 55320 37 14 45679592 45679592 Missense_Mutation SNP G A 11 85 c.3143C>T c.(3142-3144)TCT>TTT p.S1048F

Pat_41 Post-Resistance MDGA2 161357 37 14 47342764 47342764 Missense_Mutation SNP G A 6 245 c.2417C>T c.(2416-2418)CCC>CTC p.P806L

Pat_41 Post-Resistance RPL36AL 6166 37 14 50085540 50085540 Missense_Mutation SNP C T 7 317 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_41 Post-Resistance C14orf138 79609 37 14 50582884 50582884 Missense_Mutation SNP C T 11 291 c.280G>A c.(280-282)GTC>ATC p.V94I

Pat_41 Post-Resistance SOS2 6655 37 14 50585072 50585072 Missense_Mutation SNP G A 5 162 c.3989C>T c.(3988-3990)ACT>ATT p.T1330I

Pat_41 Post-Resistance NIN 51199 37 14 51224387 51224387 Missense_Mutation SNP C T 14 251 c.3361G>A c.(3361-3363)GAA>AAA p.E1121K

Pat_41 Post-Resistance NIN 51199 37 14 51228576 51228576 Missense_Mutation SNP C T 13 306 c.1828G>A c.(1828-1830)GTC>ATC p.V610I

Pat_41 Post-Resistance TRIM9 114088 37 14 51492006 51492006 Missense_Mutation SNP G A 43 616 c.895C>T c.(895-897)CGC>TGC p.R299C

Pat_41 Post-Resistance FRMD6 122786 37 14 52174941 52174941 Missense_Mutation SNP G A 5 107 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_41 Post-Resistance PTGER2 5732 37 14 52781508 52781508 Missense_Mutation SNP G A 9 57 c.242G>A c.(241-243)GGG>GAG p.G81E

Pat_41 Post-Resistance GNPNAT1 64841 37 14 53250203 53250203 Missense_Mutation SNP C T 11 115 c.155G>A c.(154-156)GGT>GAT p.G52D

Pat_41 Post-Resistance DDHD1 80821 37 14 53529728 53529728 Missense_Mutation SNP G A 33 372 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_41 Post-Resistance BMP4 652 37 14 54417499 54417499 Missense_Mutation SNP G A 8 56 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance SAMD4A 23034 37 14 55255652 55255652 Missense_Mutation SNP C T 14 160 c.2144C>T c.(2143-2145)TCC>TTC p.S715F

Pat_41 Post-Resistance WDHD1 11169 37 14 55477026 55477026 Splice_Site SNP C T 20 287 c.341_splice c.e4+1 p.S114_splice

Pat_41 Post-Resistance WDHD1 11169 37 14 55480289 55480289 Missense_Mutation SNP C T 17 237 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_41 Post-Resistance KIAA0831 22863 37 14 55847290 55847290 Splice_Site SNP C T 12 232 c.995_splice c.e7+1 p.S332_splice

Pat_41 Post-Resistance NAA30 122830 37 14 57857757 57857757 Missense_Mutation SNP C T 4 6 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_41 Post-Resistance C14orf105 55195 37 14 57948309 57948309 Nonsense_Mutation SNP G A 19 285 c.463C>T c.(463-465)CAA>TAA p.Q155*

Pat_41 Post-Resistance C14orf105 55195 37 14 57960247 57960247 Missense_Mutation SNP G A 21 251 c.187C>T c.(187-189)CCT>TCT p.P63S

Pat_41 Post-Resistance ARID4A 5926 37 14 58814531 58814531 Missense_Mutation SNP C T 13 184 c.1339C>T c.(1339-1341)CCT>TCT p.P447S

Pat_41 Post-Resistance C14orf135 64430 37 14 60581747 60581747 Missense_Mutation SNP C T 9 98 c.223C>T c.(223-225)CCA>TCA p.P75S

Pat_41 Post-Resistance C14orf39 317761 37 14 60936330 60936330 Missense_Mutation SNP G A 23 240 c.596C>T c.(595-597)GCC>GTC p.A199V

Pat_41 Post-Resistance SIX1 6495 37 14 61113141 61113141 Missense_Mutation SNP C T 9 164 c.715G>A c.(715-717)GGC>AGC p.G239S

Pat_41 Post-Resistance MNAT1 4331 37 14 61285492 61285492 Missense_Mutation SNP C T 12 220 c.614C>T c.(613-615)TCT>TTT p.S205F

Pat_41 Post-Resistance TRMT5 57570 37 14 61442231 61442231 Missense_Mutation SNP G A 14 221 c.1406C>T c.(1405-1407)CCT>CTT p.P469L

Pat_41 Post-Resistance TRMT5 57570 37 14 61446390 61446390 Missense_Mutation SNP G A 21 400 c.226C>T c.(226-228)CCT>TCT p.P76S

Pat_41 Post-Resistance SLC38A6 145389 37 14 61517308 61517308 Missense_Mutation SNP G A 16 176 c.1004G>A c.(1003-1005)TGC>TAC p.C335Y

Pat_41 Post-Resistance PRKCH 5583 37 14 61920000 61920000 Missense_Mutation SNP G A 33 215 c.889G>A c.(889-891)GTA>ATA p.V297I

Pat_41 Post-Resistance GPHB5 122876 37 14 63784554 63784554 Missense_Mutation SNP C T 4 44 c.10G>A c.(10-12)GCA>ACA p.A4T

Pat_41 Post-Resistance SYNE2 23224 37 14 64518670 64518670 Missense_Mutation SNP C T 27 215 c.8039C>T c.(8038-8040)TCT>TTT p.S2680F

Pat_41 Post-Resistance SYNE2 23224 37 14 64560166 64560166 Missense_Mutation SNP C T 68 504 c.12076C>T c.(12076-12078)CCA>TCA p.P4026S

Pat_41 Post-Resistance SYNE2 23224 37 14 64676163 64676163 Missense_Mutation SNP G A 13 56 c.18407G>A c.(18406-18408)CGC>CAC p.R6136H

Pat_41 Post-Resistance MTHFD1 4522 37 14 64894107 64894107 Missense_Mutation SNP G A 19 178 c.1180G>A c.(1180-1182)GTG>ATG p.V394M

Pat_41 Post-Resistance HSPA2 3306 37 14 65009020 65009020 Missense_Mutation SNP G A 7 95 c.1453G>A c.(1453-1455)GCC>ACC p.A485T

Pat_41 Post-Resistance C14orf50 145376 37 14 65019531 65019531 Splice_Site SNP G A 16 153 c.135_splice c.e3-1 p.R45_splice



Pat_41 Post-Resistance C14orf50 145376 37 14 65054832 65054832 Missense_Mutation SNP G A 5 180 c.901G>A c.(901-903)GCA>ACA p.A301T

Pat_41 Post-Resistance PLEKHG3 26030 37 14 65208274 65208274 Missense_Mutation SNP G A 4 105 c.2039G>A c.(2038-2040)AGC>AAC p.S680N

Pat_41 Post-Resistance SPTB 6710 37 14 65234389 65234389 Missense_Mutation SNP G A 6 151 c.6211C>T c.(6211-6213)CCC>TCC p.P2071S

Pat_41 Post-Resistance SPTB 6710 37 14 65263411 65263411 Missense_Mutation SNP G A 7 80 c.1205C>T c.(1204-1206)GCT>GTT p.A402V

Pat_41 Post-Resistance GPHN 10243 37 14 67626201 67626201 Missense_Mutation SNP C T 31 321 c.1807C>T c.(1807-1809)CCA>TCA p.P603S

Pat_41 Post-Resistance GPHN 10243 37 14 67647637 67647637 Missense_Mutation SNP G A 9 187 c.2194G>A c.(2194-2196)GTC>ATC p.V732I

Pat_41 Post-Resistance RDH12 145226 37 14 68195941 68195941 Missense_Mutation SNP G A 93 368 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68233124 68233124 Missense_Mutation SNP T C 11 262 c.5831A>G c.(5830-5832)CAC>CGC p.H1944R

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68256267 68256267 Missense_Mutation SNP G A 16 251 c.2804C>T c.(2803-2805)ACC>ATC p.T935I

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68273324 68273324 Missense_Mutation SNP C T 14 147 c.955G>A c.(955-957)GCT>ACT p.A319T

Pat_41 Post-Resistance RAD51L1 5890 37 14 68331819 68331819 Missense_Mutation SNP G A 7 165 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_41 Post-Resistance ZFP36L1 677 37 14 69256443 69256443 Missense_Mutation SNP G A 14 153 c.824C>T c.(823-825)ACC>ATC p.T275I

Pat_41 Post-Resistance GALNTL1 57452 37 14 69787567 69787567 Missense_Mutation SNP G A 5 143 c.317G>A c.(316-318)CGG>CAG p.R106Q

Pat_41 Post-Resistance ADAM21 8747 37 14 70924713 70924713 Missense_Mutation SNP C T 5 137 c.497C>T c.(496-498)ACA>ATA p.T166I

Pat_41 Post-Resistance MAP3K9 4293 37 14 71227752 71227752 Missense_Mutation SNP G A 28 345 c.968C>T c.(967-969)GCC>GTC p.A323V

Pat_41 Post-Resistance PCNX 22990 37 14 71443928 71443928 Missense_Mutation SNP G A 20 157 c.874G>A c.(874-876)GCT>ACT p.A292T

Pat_41 Post-Resistance PCNX 22990 37 14 71492934 71492934 Missense_Mutation SNP C T 4 109 c.3284C>T c.(3283-3285)ACC>ATC p.T1095I

Pat_41 Post-Resistance PCNX 22990 37 14 71575321 71575321 Missense_Mutation SNP G A 8 237 c.6302G>A c.(6301-6303)GGC>GAC p.G2101D

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72172002 72172002 Missense_Mutation SNP G A 45 261 c.3773G>A c.(3772-3774)GGG>GAG p.G1258E

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72176117 72176117 Missense_Mutation SNP G A 26 224 c.4007G>A c.(4006-4008)AGC>AAC p.S1336N

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72176140 72176140 Missense_Mutation SNP G A 41 136 c.4030G>A c.(4030-4032)GGG>AGG p.G1344R

Pat_41 Post-Resistance RGS6 9628 37 14 72936756 72936756 Nonsense_Mutation SNP G A 18 169 c.501G>A c.(499-501)TGG>TGA p.W167*

Pat_41 Post-Resistance ZFYVE1 53349 37 14 73437604 73437604 Missense_Mutation SNP G A 10 75 c.2320C>T c.(2320-2322)CCC>TCC p.P774S

Pat_41 Post-Resistance ZFYVE1 53349 37 14 73440794 73440794 Missense_Mutation SNP G A 14 200 c.2095C>T c.(2095-2097)CCA>TCA p.P699S

Pat_41 Post-Resistance RBM25 58517 37 14 73576052 73576052 Missense_Mutation SNP G A 11 168 c.1544G>A c.(1543-1545)GGA>GAA p.G515E

Pat_41 Post-Resistance ACOT1 641371 37 14 74008335 74008335 Missense_Mutation SNP C T 28 240 c.596C>T c.(595-597)ACC>ATC p.T199I

Pat_41 Post-Resistance C14orf43 91748 37 14 74196600 74196600 Missense_Mutation SNP G A 10 122 c.1838C>T c.(1837-1839)ACC>ATC p.T613I

Pat_41 Post-Resistance FAM161B 145483 37 14 74404361 74404361 Missense_Mutation SNP C T 14 298 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_41 Post-Resistance VSX2 338917 37 14 74726396 74726396 Missense_Mutation SNP C T 12 188 c.671C>T c.(670-672)GCC>GTC p.A224V

Pat_41 Post-Resistance YLPM1 56252 37 14 75230492 75230492 Nonsense_Mutation SNP G A 5 122 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_41 Post-Resistance YLPM1 56252 37 14 75283760 75283760 Missense_Mutation SNP G A 3 64 c.5812G>A c.(5812-5814)GTT>ATT p.V1938I

Pat_41 Post-Resistance PROX2 283571 37 14 75329567 75329567 Missense_Mutation SNP G A 16 81 c.971C>T c.(970-972)CCC>CTC p.P324L

Pat_41 Post-Resistance DLST 1743 37 14 75360128 75360128 Splice_Site SNP G A 10 195 c.672_splice c.e9+1 p.R224_splice

Pat_41 Post-Resistance EIF2B2 8892 37 14 75470313 75470313 Missense_Mutation SNP C T 7 185 c.344C>T c.(343-345)TCC>TTC p.S115F

Pat_41 Post-Resistance NEK9 91754 37 14 75558055 75558055 Missense_Mutation SNP C T 10 136 c.2360G>A c.(2359-2361)GGA>GAA p.G787E

Pat_41 Post-Resistance BATF 10538 37 14 76013009 76013009 Missense_Mutation SNP C T 7 16 c.373C>T c.(373-375)CCC>TCC p.P125S

Pat_41 Post-Resistance FLVCR2 55640 37 14 76112793 76112793 Missense_Mutation SNP C T 6 123 c.1559C>T c.(1558-1560)GCT>GTT p.A520V

Pat_41 Post-Resistance C14orf118 55668 37 14 76642970 76642970 Missense_Mutation SNP C T 14 223 c.989C>T c.(988-990)ACC>ATC p.T330I

Pat_41 Post-Resistance KIAA1737 85457 37 14 77580174 77580174 Missense_Mutation SNP G A 10 84 c.713G>A c.(712-714)GGA>GAA p.G238E

Pat_41 Post-Resistance SPTLC2 9517 37 14 78021671 78021671 Missense_Mutation SNP G A 25 374 c.1148C>T c.(1147-1149)GCT>GTT p.A383V

Pat_41 Post-Resistance C14orf156 81892 37 14 78177234 78177234 Missense_Mutation SNP C T 8 293 c.151C>T c.(151-153)CCT>TCT p.P51S

Pat_41 Post-Resistance SNW1 22938 37 14 78189609 78189609 Missense_Mutation SNP C T 22 229 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_41 Post-Resistance NRXN3 9369 37 14 79432716 79432716 Missense_Mutation SNP G A 17 397 c.1625G>A c.(1624-1626)GGC>GAC p.G542D

Pat_41 Post-Resistance STON2 85439 37 14 81837504 81837504 Nonsense_Mutation SNP C T 7 170 c.399G>A c.(397-399)TGG>TGA p.W133*

Pat_41 Post-Resistance GALC 2581 37 14 88407853 88407853 Missense_Mutation SNP C T 11 445 c.1720G>A c.(1720-1722)GGA>AGA p.G574R

Pat_41 Post-Resistance GALC 2581 37 14 88454487 88454487 Splice_Site SNP C T 28 221 c.328_splice c.e3+1 p.D110_splice

Pat_41 Post-Resistance PTPN21 11099 37 14 88946585 88946585 Missense_Mutation SNP G A 10 87 c.1190C>T c.(1189-1191)GCA>GTA p.A397V



Pat_41 Post-Resistance TDP1 55775 37 14 90450989 90450989 Nonsense_Mutation SNP G A 18 319 c.1014G>A c.(1012-1014)TGG>TGA p.W338*

Pat_41 Post-Resistance C14orf102 55051 37 14 90778814 90778814 Missense_Mutation SNP C T 8 266 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_41 Post-Resistance C14orf102 55051 37 14 90778817 90778817 Missense_Mutation SNP C T 20 248 c.478G>A c.(478-480)GGA>AGA p.G160R

Pat_41 Post-Resistance CATSPERB 79820 37 14 92126274 92126274 Missense_Mutation SNP G A 15 133 c.1339C>T c.(1339-1341)CAT>TAT p.H447Y

Pat_41 Post-Resistance TC2N 123036 37 14 92258724 92258724 Missense_Mutation SNP G A 16 262 c.1034C>T c.(1033-1035)CCT>CTT p.P345L

Pat_41 Post-Resistance FBLN5 10516 37 14 92347741 92347741 Missense_Mutation SNP C T 16 218 c.884G>A c.(883-885)AGG>AAG p.R295K

Pat_41 Post-Resistance TRIP11 9321 37 14 92480721 92480721 Missense_Mutation SNP C T 8 99 c.1024G>A c.(1024-1026)GAA>AAA p.E342K

Pat_41 Post-Resistance ATXN3 4287 37 14 92530756 92530756 Missense_Mutation SNP C T 20 265 c.994G>A c.(994-996)GAT>AAT p.D332N

Pat_41 Post-Resistance SLC24A4 123041 37 14 92953035 92953035 Missense_Mutation SNP G A 4 132 c.1397G>A c.(1396-1398)GGG>GAG p.G466E

Pat_41 Post-Resistance RIN3 79890 37 14 93142951 93142951 Missense_Mutation SNP G A 5 66 c.2467G>A c.(2467-2469)GGT>AGT p.G823S

Pat_41 Post-Resistance UBR7 55148 37 14 93686745 93686745 Missense_Mutation SNP G A 26 304 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_41 Post-Resistance KIAA1409 57578 37 14 94069654 94069654 Missense_Mutation SNP G A 31 175 c.3113G>A c.(3112-3114)CGC>CAC p.R1038H

Pat_41 Post-Resistance KIAA1409 57578 37 14 94120289 94120289 Missense_Mutation SNP G A 26 487 c.5852G>A c.(5851-5853)GGG>GAG p.G1951E

Pat_41 Post-Resistance ASB2 51676 37 14 94420818 94420818 Missense_Mutation SNP G A 7 82 c.179C>T c.(178-180)CCC>CTC p.P60L

Pat_41 Post-Resistance DDX24 57062 37 14 94528586 94528586 Missense_Mutation SNP C T 6 248 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_41 Post-Resistance PPP4R4 57718 37 14 94733334 94733334 Missense_Mutation SNP G A 18 149 c.2417G>A c.(2416-2418)GGG>GAG p.G806E

Pat_41 Post-Resistance SERPINA6 866 37 14 94770892 94770892 Missense_Mutation SNP C T 23 106 c.1081G>A c.(1081-1083)GCT>ACT p.A361T

Pat_41 Post-Resistance SERPINA6 866 37 14 94780820 94780820 Missense_Mutation SNP C T 7 104 c.166G>A c.(166-168)GCC>ACC p.A56T

Pat_41 Post-Resistance SERPINA11 256394 37 14 94915078 94915078 Missense_Mutation SNP C T 10 101 c.34G>A c.(34-36)GGG>AGG p.G12R

Pat_41 Post-Resistance DICER1 23405 37 14 95570047 95570047 Missense_Mutation SNP G A 45 177 c.3686C>T c.(3685-3687)CCC>CTC p.P1229L

Pat_41 Post-Resistance DICER1 23405 37 14 95570392 95570392 Missense_Mutation SNP G A 6 59 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_41 Post-Resistance TCL1A 8115 37 14 96178636 96178636 Missense_Mutation SNP G A 13 130 c.218C>T c.(217-219)CCT>CTT p.P73L

Pat_41 Post-Resistance ATG2B 55102 37 14 96781490 96781490 Splice_Site SNP C T 6 107 c.3642_splice c.e23+1 p.Q1214_splice

Pat_41 Post-Resistance C14orf129 51527 37 14 96848664 96848664 Missense_Mutation SNP G A 8 345 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_41 Post-Resistance AK7 122481 37 14 96924474 96924474 Missense_Mutation SNP G A 6 60 c.1282G>A c.(1282-1284)GAA>AAA p.E428K

Pat_41 Post-Resistance PAPOLA 10914 37 14 96994315 96994315 Missense_Mutation SNP T C 28 422 c.467T>C c.(466-468)GTT>GCT p.V156A

Pat_41 Post-Resistance SETD3 84193 37 14 99880270 99880270 Missense_Mutation SNP G A 9 146 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_41 Post-Resistance C14orf68 283600 37 14 100795750 100795750 Nonsense_Mutation SNP G A 19 219 c.695G>A c.(694-696)TGG>TAG p.W232*

Pat_41 Post-Resistance DYNC1H1 1778 37 14 102469268 102469268 Missense_Mutation SNP G A 4 92 c.4849G>A c.(4849-4851)GAA>AAA p.E1617K

Pat_41 Post-Resistance DYNC1H1 1778 37 14 102481607 102481607 Missense_Mutation SNP G A 6 49 c.7180G>A c.(7180-7182)GCA>ACA p.A2394T

Pat_41 Post-Resistance HSP90AA1 3320 37 14 102548063 102548063 Missense_Mutation SNP C T 35 388 c.2185G>A c.(2185-2187)GAA>AAA p.E729K

Pat_41 Post-Resistance TECPR2 9895 37 14 102901274 102901274 Missense_Mutation SNP G A 5 96 c.2120G>A c.(2119-2121)GGT>GAT p.G707D

Pat_41 Post-Resistance TRAF3 7187 37 14 103371855 103371855 Missense_Mutation SNP G A 15 234 c.1441G>A c.(1441-1443)GAA>AAA p.E481K

Pat_41 Post-Resistance CDC42BPB 9578 37 14 103404464 103404464 Missense_Mutation SNP G A 32 204 c.4981C>T c.(4981-4983)CCA>TCA p.P1661S

Pat_41 Post-Resistance BAG5 9529 37 14 104027231 104027231 Missense_Mutation SNP G A 19 343 c.271C>T c.(271-273)CGG>TGG p.R91W

Pat_41 Post-Resistance KLC1 3831 37 14 104038036 104038036 Missense_Mutation SNP C T 16 225 c.200C>T c.(199-201)CCT>CTT p.P67L

Pat_41 Post-Resistance ZFYVE21 79038 37 14 104195517 104195517 Missense_Mutation SNP G A 13 54 c.524G>A c.(523-525)GGA>GAA p.G175E

Pat_41 Post-Resistance AHNAK2 113146 37 14 105405604 105405604 Missense_Mutation SNP G A 4 87 c.16184C>T c.(16183-16185)TCC>TTC p.S5395F

Pat_41 Post-Resistance AHNAK2 113146 37 14 105411634 105411634 Missense_Mutation SNP G A 25 125 c.10154C>T c.(10153-10155)GCT>GTT p.A3385V

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414474 105414474 Missense_Mutation SNP C T 10 176 c.7314G>A c.(7312-7314)ATG>ATA p.M2438I

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414536 105414536 Missense_Mutation SNP C T 9 154 c.7252G>A c.(7252-7254)GGC>AGC p.G2418S

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414764 105414764 Missense_Mutation SNP C T 24 277 c.7024G>A c.(7024-7026)GAT>AAT p.D2342N

Pat_41 Post-Resistance AHNAK2 113146 37 14 105417320 105417320 Missense_Mutation SNP C T 78 422 c.4468G>A c.(4468-4470)GAC>AAC p.D1490N

Pat_41 Post-Resistance CDCA4 55038 37 14 105478184 105478184 Missense_Mutation SNP G A 27 148 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance NUDT14 256281 37 14 105643073 105643073 Missense_Mutation SNP C T 6 185 c.226G>A c.(226-228)GGG>AGG p.G76R

Pat_41 Post-Resistance PACS2 23241 37 14 105846131 105846131 Missense_Mutation SNP C T 25 135 c.1015C>T c.(1015-1017)CAC>TAC p.H339Y

Pat_41 Post-Resistance OR4M2 390538 37 15 22368615 22368615 Missense_Mutation SNP C T 17 233 c.40C>T c.(40-42)CTC>TTC p.L14F



Pat_41 Post-Resistance TUBGCP5 114791 37 15 22848242 22848242 Missense_Mutation SNP C T 7 73 c.832C>T c.(832-834)CTT>TTT p.L278F

Pat_41 Post-Resistance SNRPN 6638 37 15 25221514 25221514 Missense_Mutation SNP G A 8 209 c.218G>A c.(217-219)CGT>CAT p.R73H

Pat_41 Post-Resistance SNRPN 6638 37 15 25222934 25222934 Missense_Mutation SNP C T 7 133 c.430C>T c.(430-432)CCA>TCA p.P144S

Pat_41 Post-Resistance ATP10A 57194 37 15 25981245 25981245 Missense_Mutation SNP C T 12 160 c.698G>A c.(697-699)TGC>TAC p.C233Y

Pat_41 Post-Resistance OCA2 4948 37 15 28202856 28202856 Nonsense_Mutation SNP C T 9 70 c.1662G>A c.(1660-1662)TGG>TGA p.W554*

Pat_41 Post-Resistance HERC2 8924 37 15 28422190 28422190 Missense_Mutation SNP G A 8 90 c.9338C>T c.(9337-9339)GCC>GTC p.A3113V

Pat_41 Post-Resistance HERC2 8924 37 15 28474855 28474855 Missense_Mutation SNP C T 8 436 c.4948G>A c.(4948-4950)GAT>AAT p.D1650N

Pat_41 Post-Resistance APBA2 321 37 15 29346358 29346358 Missense_Mutation SNP C T 39 178 c.271C>T c.(271-273)CCT>TCT p.P91S

Pat_41 Post-Resistance APBA2 321 37 15 29346562 29346562 Missense_Mutation SNP G A 7 75 c.475G>A c.(475-477)GAC>AAC p.D159N

Pat_41 Post-Resistance TJP1 7082 37 15 30012903 30012903 Missense_Mutation SNP C T 11 90 c.2422G>A c.(2422-2424)GCT>ACT p.A808T

Pat_41 Post-Resistance MTMR10 54893 37 15 31234238 31234238 Missense_Mutation SNP G A 22 352 c.1769C>T c.(1768-1770)GCC>GTC p.A590V

Pat_41 Post-Resistance ARHGAP11A 9824 37 15 32908495 32908495 Missense_Mutation SNP G A 10 48 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_41 Post-Resistance RYR3 6263 37 15 33842432 33842432 Missense_Mutation SNP C T 5 48 c.887C>T c.(886-888)GCC>GTC p.A296V

Pat_41 Post-Resistance RYR3 6263 37 15 33855095 33855095 Missense_Mutation SNP C T 6 63 c.1030C>T c.(1030-1032)CCA>TCA p.P344S

Pat_41 Post-Resistance RYR3 6263 37 15 33916169 33916169 Missense_Mutation SNP C T 72 282 c.2519C>T c.(2518-2520)ACC>ATC p.T840I

Pat_41 Post-Resistance RYR3 6263 37 15 33916180 33916180 Missense_Mutation SNP C T 43 350 c.2530C>T c.(2530-2532)CTC>TTC p.L844F

Pat_41 Post-Resistance RYR3 6263 37 15 34133026 34133026 Missense_Mutation SNP G A 15 84 c.12979G>A c.(12979-12981)GCA>ACA p.A4327T

Pat_41 Post-Resistance TMEM85 51234 37 15 34520009 34520009 Missense_Mutation SNP C T 9 147 c.317C>T c.(316-318)GCC>GTC p.A106V

Pat_41 Post-Resistance SLC12A6 9990 37 15 34533510 34533510 Missense_Mutation SNP G A 5 179 c.2191C>T c.(2191-2193)CGT>TGT p.R731C

Pat_41 Post-Resistance C15orf55 256646 37 15 34642915 34642915 Missense_Mutation SNP C T 4 113 c.736C>T c.(736-738)CGT>TGT p.R246C

Pat_41 Post-Resistance C15orf55 256646 37 15 34642939 34642939 Missense_Mutation SNP A G 65 78 c.760A>G c.(760-762)ACT>GCT p.T254A

Pat_41 Post-Resistance C15orf55 256646 37 15 34647827 34647827 Missense_Mutation SNP C T 8 53 c.1534C>T c.(1534-1536)CCT>TCT p.P512S

Pat_41 Post-Resistance C15orf55 256646 37 15 34648920 34648920 Missense_Mutation SNP C T 12 35 c.2627C>T c.(2626-2628)TCC>TTC p.S876F

Pat_41 Post-Resistance FAM98B 283742 37 15 38757556 38757556 Missense_Mutation SNP G A 4 110 c.304G>A c.(304-306)GAT>AAT p.D102N

Pat_41 Post-Resistance EIF2AK4 440275 37 15 40265849 40265849 Missense_Mutation SNP G A 36 316 c.1717G>A c.(1717-1719)GCT>ACT p.A573T

Pat_41 Post-Resistance BUB1B 701 37 15 40494795 40494795 Missense_Mutation SNP C T 22 456 c.1634C>T c.(1633-1635)CCT>CTT p.P545L

Pat_41 Post-Resistance BUB1B 701 37 15 40498511 40498511 Missense_Mutation SNP C T 6 119 c.1861C>T c.(1861-1863)CCT>TCT p.P621S

Pat_41 Post-Resistance BUB1B 701 37 15 40505561 40505561 Missense_Mutation SNP C T 13 128 c.2564C>T c.(2563-2565)ACC>ATC p.T855I

Pat_41 Post-Resistance PAK6 56924 37 15 40558338 40558338 Missense_Mutation SNP G A 7 32 c.500G>A c.(499-501)CGG>CAG p.R167Q

Pat_41 Post-Resistance DISP2 85455 37 15 40659601 40659601 Missense_Mutation SNP G A 15 515 c.1288G>A c.(1288-1290)GTG>ATG p.V430M

Pat_41 Post-Resistance DISP2 85455 37 15 40662506 40662506 Missense_Mutation SNP G A 6 113 c.4193G>A c.(4192-4194)GGC>GAC p.G1398D

Pat_41 Post-Resistance CHST14 113189 37 15 40764301 40764301 Missense_Mutation SNP G A 5 103 c.889G>A c.(889-891)GGC>AGC p.G297S

Pat_41 Post-Resistance CASC5 57082 37 15 40916810 40916810 Missense_Mutation SNP C T 8 118 c.4426C>T c.(4426-4428)CCT>TCT p.P1476S

Pat_41 Post-Resistance EXD1 161829 37 15 41476314 41476314 Missense_Mutation SNP C T 16 171 c.1360G>A c.(1360-1362)GAA>AAA p.E454K

Pat_41 Post-Resistance EXD1 161829 37 15 41487977 41487977 Missense_Mutation SNP G A 7 63 c.542C>T c.(541-543)ACA>ATA p.T181I

Pat_41 Post-Resistance RTF1 23168 37 15 41763531 41763531 Missense_Mutation SNP G A 7 205 c.1187G>A c.(1186-1188)AGC>AAC p.S396N

Pat_41 Post-Resistance RPAP1 26015 37 15 41814373 41814373 Missense_Mutation SNP G A 7 53 c.2818C>T c.(2818-2820)CTC>TTC p.L940F

Pat_41 Post-Resistance RPAP1 26015 37 15 41822178 41822178 Splice_Site SNP C T 5 45 c.944_splice c.e8-1 p.A315_splice

Pat_41 Post-Resistance TYRO3 7301 37 15 41861190 41861190 Missense_Mutation SNP C T 10 116 c.1222C>T c.(1222-1224)CCA>TCA p.P408S

Pat_41 Post-Resistance MGA 23269 37 15 42003155 42003155 Missense_Mutation SNP G A 71 425 c.2692G>A c.(2692-2694)GCA>ACA p.A898T

Pat_41 Post-Resistance MAPKBP1 23005 37 15 42105184 42105184 Missense_Mutation SNP C T 16 216 c.704C>T c.(703-705)ACT>ATT p.T235I

Pat_41 Post-Resistance JMJD7-PLA2G4B 8681 37 15 42136691 42136691 Missense_Mutation SNP C T 16 97 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_41 Post-Resistance SPTBN5 51332 37 15 42166131 42166131 Missense_Mutation SNP C T 9 54 c.4697G>A c.(4696-4698)TGC>TAC p.C1566Y

Pat_41 Post-Resistance PLA2G4E 123745 37 15 42278083 42278083 Missense_Mutation SNP G A 5 22 c.2069C>T c.(2068-2070)GCC>GTC p.A690V

Pat_41 Post-Resistance TMEM87A 25963 37 15 42523457 42523457 Missense_Mutation SNP G A 22 113 c.1064C>T c.(1063-1065)GCC>GTC p.A355V

Pat_41 Post-Resistance TMEM87A 25963 37 15 42556401 42556401 Missense_Mutation SNP C T 6 39 c.292G>A c.(292-294)GCA>ACA p.A98T

Pat_41 Post-Resistance ZFP106 64397 37 15 42730815 42730815 Missense_Mutation SNP G A 3 68 c.4526C>T c.(4525-4527)TCT>TTT p.S1509F



Pat_41 Post-Resistance ZFP106 64397 37 15 42742210 42742210 Missense_Mutation SNP C T 11 145 c.2191G>A c.(2191-2193)GAT>AAT p.D731N

Pat_41 Post-Resistance CDAN1 146059 37 15 43028515 43028515 Missense_Mutation SNP G A 5 37 c.554C>T c.(553-555)CCC>CTC p.P185L

Pat_41 Post-Resistance UBR1 197131 37 15 43347061 43347061 Missense_Mutation SNP C T 20 139 c.1318G>A c.(1318-1320)GTC>ATC p.V440I

Pat_41 Post-Resistance UBR1 197131 37 15 43351996 43351996 Missense_Mutation SNP G A 22 114 c.889C>T c.(889-891)CCA>TCA p.P297S

Pat_41 Post-Resistance UBR1 197131 37 15 43367242 43367242 Missense_Mutation SNP C T 78 330 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_41 Post-Resistance TP53BP1 7158 37 15 43739659 43739659 Missense_Mutation SNP G A 5 77 c.2726C>T c.(2725-2727)CCT>CTT p.P909L

Pat_41 Post-Resistance STRC 161497 37 15 43892271 43892271 Missense_Mutation SNP G A 4 97 c.5126C>T c.(5125-5127)ACC>ATC p.T1709I

Pat_41 Post-Resistance PDIA3 2923 37 15 44038801 44038801 Missense_Mutation SNP G A 11 76 c.64G>A c.(64-66)GCC>ACC p.A22T

Pat_41 Post-Resistance PDIA3 2923 37 15 44058135 44058135 Missense_Mutation SNP G A 15 119 c.770G>A c.(769-771)GGC>GAC p.G257D

Pat_41 Post-Resistance SERINC4 619189 37 15 44089112 44089112 Missense_Mutation SNP C T 36 303 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_41 Post-Resistance C15orf63 25764 37 15 44092969 44092969 Missense_Mutation SNP C T 4 45 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_41 Post-Resistance MFAP1 4236 37 15 44097432 44097432 Missense_Mutation SNP G A 5 143 c.1180C>T c.(1180-1182)CTT>TTT p.L394F

Pat_41 Post-Resistance SPG11 80208 37 15 44865859 44865859 Nonsense_Mutation SNP G A 5 55 c.6091C>T c.(6091-6093)CGA>TGA p.R2031*

Pat_41 Post-Resistance SPG11 80208 37 15 44951346 44951346 Missense_Mutation SNP C T 9 305 c.598G>A c.(598-600)GTG>ATG p.V200M

Pat_41 Post-Resistance DUOX2 50506 37 15 45404102 45404102 Missense_Mutation SNP G A 5 58 c.377C>T c.(376-378)GCC>GTC p.A126V

Pat_41 Post-Resistance DUOX1 53905 37 15 45448032 45448032 Missense_Mutation SNP G A 15 259 c.3607G>A c.(3607-3609)GCC>ACC p.A1203T

Pat_41 Post-Resistance MYEF2 50804 37 15 48450388 48450388 Missense_Mutation SNP G A 6 145 c.905C>T c.(904-906)CCT>CTT p.P302L

Pat_41 Post-Resistance SLC12A1 6557 37 15 48539187 48539187 Missense_Mutation SNP C T 8 626 c.1534C>T c.(1534-1536)CTT>TTT p.L512F

Pat_41 Post-Resistance FBN1 2200 37 15 48714178 48714178 Missense_Mutation SNP C T 26 117 c.7541G>A c.(7540-7542)GGA>GAA p.G2514E

Pat_41 Post-Resistance FBN1 2200 37 15 48808499 48808499 Missense_Mutation SNP G A 8 163 c.1208C>T c.(1207-1209)CCC>CTC p.P403L

Pat_41 Post-Resistance CEP152 22995 37 15 49030589 49030589 Missense_Mutation SNP C T 35 449 c.4822G>A c.(4822-4824)GCT>ACT p.A1608T

Pat_41 Post-Resistance CEP152 22995 37 15 49054863 49054863 Missense_Mutation SNP C T 6 73 c.2287G>A c.(2287-2289)GAA>AAA p.E763K

Pat_41 Post-Resistance SHC4 399694 37 15 49127160 49127160 Missense_Mutation SNP G A 4 32 c.1543C>T c.(1543-1545)CCA>TCA p.P515S

Pat_41 Post-Resistance SECISBP2L 9728 37 15 49301504 49301504 Missense_Mutation SNP G A 35 279 c.1936C>T c.(1936-1938)CCT>TCT p.P646S

Pat_41 Post-Resistance SPPL2A 84888 37 15 51039816 51039816 Missense_Mutation SNP C T 11 179 c.460G>A c.(460-462)GAT>AAT p.D154N

Pat_41 Post-Resistance AP4E1 23431 37 15 51223077 51223077 Missense_Mutation SNP C T 13 162 c.778C>T c.(778-780)CCA>TCA p.P260S

Pat_41 Post-Resistance AP4E1 23431 37 15 51250845 51250845 Missense_Mutation SNP A G 57 195 c.1705A>G c.(1705-1707)AAT>GAT p.N569D

Pat_41 Post-Resistance CYP19A1 1588 37 15 51503123 51503123 Missense_Mutation SNP C T 14 175 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_41 Post-Resistance CYP19A1 1588 37 15 51504669 51504669 Missense_Mutation SNP C T 8 223 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_41 Post-Resistance GLDN 342035 37 15 51693888 51693888 Missense_Mutation SNP G A 5 82 c.1126G>A c.(1126-1128)GTT>ATT p.V376I

Pat_41 Post-Resistance TMOD2 29767 37 15 52090395 52090395 Missense_Mutation SNP C T 3 36 c.734C>T c.(733-735)GCT>GTT p.A245V

Pat_41 Post-Resistance TMOD2 29767 37 15 52100629 52100629 Missense_Mutation SNP G A 8 200 c.1034G>A c.(1033-1035)AGA>AAA p.R345K

Pat_41 Post-Resistance MYO5C 55930 37 15 52506800 52506800 Missense_Mutation SNP C T 6 45 c.4042G>A c.(4042-4044)GCC>ACC p.A1348T

Pat_41 Post-Resistance MYO5C 55930 37 15 52521391 52521391 Missense_Mutation SNP C T 31 232 c.3146G>A c.(3145-3147)GGG>GAG p.G1049E

Pat_41 Post-Resistance ONECUT1 3175 37 15 53081177 53081177 Missense_Mutation SNP G A 4 106 c.905C>T c.(904-906)ACC>ATC p.T302I

Pat_41 Post-Resistance UNC13C 440279 37 15 54542591 54542591 Missense_Mutation SNP G A 15 118 c.3397G>A c.(3397-3399)GTG>ATG p.V1133M

Pat_41 Post-Resistance PYGO1 26108 37 15 55838474 55838474 Missense_Mutation SNP G A 11 560 c.1007C>T c.(1006-1008)TCT>TTT p.S336F

Pat_41 Post-Resistance ZNF280D 54816 37 15 56961124 56961124 Missense_Mutation SNP C T 19 297 c.1442G>A c.(1441-1443)AGG>AAG p.R481K

Pat_41 Post-Resistance ALDH1A2 8854 37 15 58302858 58302858 Missense_Mutation SNP G A 29 112 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance CCNB2 9133 37 15 59406644 59406644 Missense_Mutation SNP G A 15 74 c.269G>A c.(268-270)GGT>GAT p.G90D

Pat_41 Post-Resistance NARG2 79664 37 15 60770197 60770197 Translation_Start_Site SNP C T 11 195 c.-20G>A c.(-22--18)GAGTG>GAATG

Pat_41 Post-Resistance VPS13C 54832 37 15 62242617 62242617 Splice_Site SNP C T 34 202 c.4537_splice c.e41-1 p.A1513_splice

Pat_41 Post-Resistance VPS13C 54832 37 15 62253795 62253795 Missense_Mutation SNP G A 13 78 c.3901C>T c.(3901-3903)CTT>TTT p.L1301F

Pat_41 Post-Resistance VPS13C 54832 37 15 62259578 62259578 Missense_Mutation SNP C T 4 110 c.2980G>A c.(2980-2982)GAG>AAG p.E994K

Pat_41 Post-Resistance TLN2 83660 37 15 62967473 62967473 Missense_Mutation SNP C T 18 172 c.910C>T c.(910-912)CTC>TTC p.L304F

Pat_41 Post-Resistance TLN2 83660 37 15 63131181 63131181 Splice_Site SNP G A 10 225 c.7500_splice c.e55+1 p.Q2500_splice

Pat_41 Post-Resistance HERC1 8925 37 15 63904493 63904493 Missense_Mutation SNP G A 3 42 c.14357C>T c.(14356-14358)ACT>ATT p.T4786I



Pat_41 Post-Resistance HERC1 8925 37 15 63986511 63986511 Missense_Mutation SNP C T 6 29 c.5480G>A c.(5479-5481)GGG>GAG p.G1827E

Pat_41 Post-Resistance HERC1 8925 37 15 64041612 64041612 Missense_Mutation SNP C T 114 507 c.2173G>A c.(2173-2175)GCT>ACT p.A725T

Pat_41 Post-Resistance DAPK2 23604 37 15 64204397 64204397 Splice_Site SNP C T 36 170 c.859_splice c.e10-1 p.P287_splice

Pat_41 Post-Resistance DAPK2 23604 37 15 64218255 64218255 Nonsense_Mutation SNP G A 28 148 c.697C>T c.(697-699)CAG>TAG p.Q233*

Pat_41 Post-Resistance ZNF609 23060 37 15 64915161 64915161 Missense_Mutation SNP G A 10 88 c.883G>A c.(883-885)GCT>ACT p.A295T

Pat_41 Post-Resistance ZNF609 23060 37 15 64973514 64973514 Missense_Mutation SNP C T 36 592 c.4169C>T c.(4168-4170)TCT>TTT p.S1390F

Pat_41 Post-Resistance PIF1 80119 37 15 65112045 65112045 Splice_Site SNP C T 6 34 c.1333_splice c.e8+1 p.G445_splice

Pat_41 Post-Resistance SPG21 51324 37 15 65262548 65262548 Missense_Mutation SNP C T 20 154 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_41 Post-Resistance OSTBETA 123264 37 15 65345356 65345356 Missense_Mutation SNP G A 8 22 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_41 Post-Resistance CLPX 10845 37 15 65447338 65447338 Missense_Mutation SNP C T 25 99 c.1393G>A c.(1393-1395)GAA>AAA p.E465K

Pat_41 Post-Resistance IGDCC4 57722 37 15 65686851 65686851 Missense_Mutation SNP G A 4 118 c.1612C>T c.(1612-1614)CCC>TCC p.P538S

Pat_41 Post-Resistance IGDCC4 57722 37 15 65703556 65703556 Missense_Mutation SNP C T 7 90 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_41 Post-Resistance C15orf44 81556 37 15 65899703 65899703 Missense_Mutation SNP C T 19 89 c.16G>A c.(16-18)GTA>ATA p.V6I

Pat_41 Post-Resistance DENND4A 10260 37 15 65989644 65989644 Nonsense_Mutation SNP G A 24 121 c.2779C>T c.(2779-2781)CAA>TAA p.Q927*

Pat_41 Post-Resistance MEGF11 84465 37 15 66210399 66210399 Missense_Mutation SNP G A 12 82 c.1991C>T c.(1990-1992)GCC>GTC p.A664V

Pat_41 Post-Resistance MAP2K1 5604 37 15 66727463 66727463 Missense_Mutation SNP T A 24 320 c.179T>A c.(178-180)GTG>GAG p.V60E

Pat_41 Post-Resistance SMAD3 4088 37 15 67358595 67358595 Missense_Mutation SNP G A 5 49 c.103G>A c.(103-105)GTC>ATC p.V35I

Pat_41 Post-Resistance IQCH 64799 37 15 67649682 67649682 Splice_Site SNP G A 6 166 c.638_splice c.e7-1 p.A213_splice

Pat_41 Post-Resistance PIAS1 8554 37 15 68466133 68466133 Missense_Mutation SNP G A 12 82 c.1072G>A c.(1072-1074)GAC>AAC p.D358N

Pat_41 Post-Resistance FEM1B 10116 37 15 68583233 68583233 Missense_Mutation SNP C T 28 382 c.1537C>T c.(1537-1539)CTT>TTT p.L513F

Pat_41 Post-Resistance CORO2B 10391 37 15 69006908 69006908 Missense_Mutation SNP C T 32 173 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_41 Post-Resistance CORO2B 10391 37 15 69006925 69006925 Missense_Mutation SNP G A 16 251 c.793G>A c.(793-795)GAG>AAG p.E265K

Pat_41 Post-Resistance TLE3 7090 37 15 70351756 70351756 Missense_Mutation SNP G A 14 33 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_41 Post-Resistance THSD4 79875 37 15 71535088 71535088 Missense_Mutation SNP C T 14 143 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_41 Post-Resistance THSD4 79875 37 15 72037505 72037505 Missense_Mutation SNP G A 38 379 c.1967G>A c.(1966-1968)AGT>AAT p.S656N

Pat_41 Post-Resistance THSD4 79875 37 15 72050323 72050323 Missense_Mutation SNP G A 17 99 c.2498G>A c.(2497-2499)GGC>GAC p.G833D

Pat_41 Post-Resistance MYO9A 4649 37 15 72154922 72154922 Missense_Mutation SNP C T 20 226 c.6010G>A c.(6010-6012)GCC>ACC p.A2004T

Pat_41 Post-Resistance MYO9A 4649 37 15 72190435 72190435 Missense_Mutation SNP C T 8 124 c.4409G>A c.(4408-4410)GGA>GAA p.G1470E

Pat_41 Post-Resistance MYO9A 4649 37 15 72193596 72193596 Nonsense_Mutation SNP C T 14 139 c.3086G>A c.(3085-3087)TGG>TAG p.W1029*

Pat_41 Post-Resistance MYO9A 4649 37 15 72227775 72227775 Missense_Mutation SNP C T 18 169 c.2429G>A c.(2428-2430)AGA>AAA p.R810K

Pat_41 Post-Resistance MYO9A 4649 37 15 72338085 72338085 Missense_Mutation SNP C T 10 131 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_41 Post-Resistance PKM2 5315 37 15 72511407 72511407 Missense_Mutation SNP G A 14 201 c.32C>T c.(31-33)GCC>GTC p.A11V

Pat_41 Post-Resistance PARP6 56965 37 15 72552862 72552862 Missense_Mutation SNP G A 22 292 c.713C>T c.(712-714)CCT>CTT p.P238L

Pat_41 Post-Resistance ADPGK 83440 37 15 73064173 73064173 Missense_Mutation SNP C T 10 105 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_41 Post-Resistance NEO1 4756 37 15 73590859 73590859 Missense_Mutation SNP C T 21 192 c.4072C>T c.(4072-4074)CCA>TCA p.P1358S

Pat_41 Post-Resistance CD276 80381 37 15 74001997 74001997 Missense_Mutation SNP G A 4 112 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_41 Post-Resistance PML 5371 37 15 74336714 74336714 Missense_Mutation SNP C T 17 51 c.2014C>T c.(2014-2016)CCT>TCT p.P672S

Pat_41 Post-Resistance STRA6 64220 37 15 74483219 74483219 Missense_Mutation SNP C T 6 93 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance SEMA7A 8482 37 15 74703085 74703085 Nonsense_Mutation SNP C T 3 37 c.1881G>A c.(1879-1881)TGG>TGA p.W627*

Pat_41 Post-Resistance ARID3B 10620 37 15 74836480 74836480 Missense_Mutation SNP C T 4 101 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_41 Post-Resistance ULK3 25989 37 15 75134640 75134640 Missense_Mutation SNP A T 29 48 c.224T>A c.(223-225)GTG>GAG p.V75E

Pat_41 Post-Resistance NEIL1 79661 37 15 75641568 75641568 Missense_Mutation SNP C T 13 73 c.322C>T c.(322-324)CCC>TCC p.P108S

Pat_41 Post-Resistance MAN2C1 4123 37 15 75649222 75649222 Missense_Mutation SNP C T 16 132 c.2569G>A c.(2569-2571)GAT>AAT p.D857N

Pat_41 Post-Resistance CSPG4 1464 37 15 75968751 75968751 Missense_Mutation SNP C T 8 113 c.6109G>A c.(6109-6111)GCC>ACC p.A2037T

Pat_41 Post-Resistance CSPG4 1464 37 15 75970054 75970054 Nonsense_Mutation SNP C T 48 270 c.5124G>A c.(5122-5124)TGG>TGA p.W1708*

Pat_41 Post-Resistance C15orf27 123591 37 15 76467899 76467899 Splice_Site SNP G A 5 64 c.653_splice c.e8-1 p.A218_splice

Pat_41 Post-Resistance ETFA 2108 37 15 76576148 76576148 Missense_Mutation SNP C T 5 84 c.683G>A c.(682-684)GGA>GAA p.G228E



Pat_41 Post-Resistance RCN2 5955 37 15 77239805 77239805 Missense_Mutation SNP G A 10 195 c.605G>A c.(604-606)GGT>GAT p.G202D

Pat_41 Post-Resistance HMG20A 10363 37 15 77750772 77750772 Missense_Mutation SNP C T 22 118 c.23C>T c.(22-24)TCC>TTC p.S8F

Pat_41 Post-Resistance LINGO1 84894 37 15 77907294 77907294 Missense_Mutation SNP C T 3 32 c.955G>A c.(955-957)GTG>ATG p.V319M

Pat_41 Post-Resistance TBC1D2B 23102 37 15 78305252 78305252 Missense_Mutation SNP G A 10 68 c.2183C>T c.(2182-2184)ACC>ATC p.T728I

Pat_41 Post-Resistance ACSBG1 23205 37 15 78486346 78486346 Missense_Mutation SNP G A 4 102 c.470C>T c.(469-471)GCC>GTC p.A157V

Pat_41 Post-Resistance MORF4L1 10933 37 15 79177389 79177389 Missense_Mutation SNP G A 8 160 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_41 Post-Resistance FAH 2184 37 15 80452789 80452789 Missense_Mutation SNP C T 26 147 c.352C>T c.(352-354)CCA>TCA p.P118S

Pat_41 Post-Resistance KIAA1199 57214 37 15 81234254 81234254 Missense_Mutation SNP G A 5 75 c.3472G>A c.(3472-3474)GGC>AGC p.G1158S

Pat_41 Post-Resistance C15orf26 161502 37 15 81440695 81440695 Missense_Mutation SNP G A 10 224 c.727G>A c.(727-729)GAG>AAG p.E243K

Pat_41 Post-Resistance IL16 3603 37 15 81582852 81582852 Missense_Mutation SNP G A 5 68 c.1391G>A c.(1390-1392)GGA>GAA p.G464E

Pat_41 Post-Resistance IL16 3603 37 15 81592083 81592083 Missense_Mutation SNP C T 6 120 c.2416C>T c.(2416-2418)CCA>TCA p.P806S

Pat_41 Post-Resistance IL16 3603 37 15 81593774 81593774 Missense_Mutation SNP C T 5 89 c.3239C>T c.(3238-3240)TCC>TTC p.S1080F

Pat_41 Post-Resistance IL16 3603 37 15 81601023 81601023 Missense_Mutation SNP C T 13 120 c.3883C>T c.(3883-3885)CTC>TTC p.L1295F

Pat_41 Post-Resistance STARD5 80765 37 15 81614753 81614753 Missense_Mutation SNP G A 22 271 c.278C>T c.(277-279)ACT>ATT p.T93I

Pat_41 Post-Resistance FAM154B 283726 37 15 82555224 82555224 Missense_Mutation SNP G A 5 9 c.4G>A c.(4-6)GGA>AGA p.G2R

Pat_41 Post-Resistance FAM154B 283726 37 15 82574472 82574472 Missense_Mutation SNP C T 7 101 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_41 Post-Resistance BTBD1 53339 37 15 83718861 83718861 Missense_Mutation SNP C T 16 185 c.628G>A c.(628-630)GCA>ACA p.A210T

Pat_41 Post-Resistance ZNF592 9640 37 15 85326544 85326544 Missense_Mutation SNP G A 5 81 c.638G>A c.(637-639)GGG>GAG p.G213E

Pat_41 Post-Resistance ALPK3 57538 37 15 85407795 85407795 Missense_Mutation SNP C T 7 67 c.5228C>T c.(5227-5229)CCG>CTG p.P1743L

Pat_41 Post-Resistance PDE8A 5151 37 15 85666332 85666332 Missense_Mutation SNP G A 25 202 c.1993G>A c.(1993-1995)GTC>ATC p.V665I

Pat_41 Post-Resistance AKAP13 11214 37 15 86123382 86123382 Missense_Mutation SNP G A 48 194 c.2083G>A c.(2083-2085)GCA>ACA p.A695T

Pat_41 Post-Resistance AKAP13 11214 37 15 86125252 86125252 Missense_Mutation SNP C T 5 150 c.3953C>T c.(3952-3954)GCC>GTC p.A1318V

Pat_41 Post-Resistance AKAP13 11214 37 15 86198921 86198921 Missense_Mutation SNP G A 12 108 c.4648G>A c.(4648-4650)GTC>ATC p.V1550I

Pat_41 Post-Resistance KLHL25 64410 37 15 86312573 86312573 Missense_Mutation SNP C T 8 81 c.469G>A c.(469-471)GAC>AAC p.D157N

Pat_41 Post-Resistance NTRK3 4916 37 15 88472468 88472468 Missense_Mutation SNP C T 17 180 c.2087G>A c.(2086-2088)GGG>GAG p.G696E

Pat_41 Post-Resistance DET1 55070 37 15 89056328 89056328 Missense_Mutation SNP C T 8 43 c.1507G>A c.(1507-1509)GCG>ACG p.A503T

Pat_41 Post-Resistance AEN 64782 37 15 89169838 89169838 Missense_Mutation SNP C T 13 416 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_41 Post-Resistance FANCI 55215 37 15 89804815 89804815 Splice_Site SNP G A 22 256 c.289_splice c.e5-1 p.A97_splice

Pat_41 Post-Resistance FANCI 55215 37 15 89820021 89820021 Missense_Mutation SNP G A 4 136 c.1192G>A c.(1192-1194)GTT>ATT p.V398I

Pat_41 Post-Resistance C15orf42 90381 37 15 90161420 90161420 Missense_Mutation SNP G A 11 448 c.2998G>A c.(2998-3000)GAG>AAG p.E1000K

Pat_41 Post-Resistance C15orf42 90381 37 15 90167155 90167155 Missense_Mutation SNP G A 14 184 c.3614G>A c.(3613-3615)GGG>GAG p.G1205E

Pat_41 Post-Resistance C15orf42 90381 37 15 90168430 90168430 Missense_Mutation SNP C T 5 80 c.4889C>T c.(4888-4890)TCC>TTC p.S1630F

Pat_41 Post-Resistance ANPEP 290 37 15 90348690 90348690 Missense_Mutation SNP C T 4 41 c.619G>A c.(619-621)GTG>ATG p.V207M

Pat_41 Post-Resistance IDH2 3418 37 15 90631606 90631606 Missense_Mutation SNP C T 8 201 c.663G>A c.(661-663)ATG>ATA p.M221I

Pat_41 Post-Resistance IQGAP1 8826 37 15 90984917 90984917 Splice_Site SNP G A 4 96 c.828_splice c.e8+1 p.R276_splice

Pat_41 Post-Resistance IQGAP1 8826 37 15 90996028 90996028 Missense_Mutation SNP T A 17 264 c.1184T>A c.(1183-1185)ATT>AAT p.I395N

Pat_41 Post-Resistance UNC45A 55898 37 15 91491911 91491911 Missense_Mutation SNP G A 5 112 c.1765G>A c.(1765-1767)GTG>ATG p.V589M

Pat_41 Post-Resistance SV2B 9899 37 15 91803625 91803625 Missense_Mutation SNP G A 14 117 c.994G>A c.(994-996)GAG>AAG p.E332K

Pat_41 Post-Resistance CHD2 1106 37 15 93528792 93528792 Missense_Mutation SNP C T 7 149 c.3302C>T c.(3301-3303)TCT>TTT p.S1101F

Pat_41 Post-Resistance CHD2 1106 37 15 93558139 93558139 Missense_Mutation SNP G A 12 170 c.4906G>A c.(4906-4908)GAT>AAT p.D1636N

Pat_41 Post-Resistance IGF1R 3480 37 15 99459931 99459931 Missense_Mutation SNP G A 9 87 c.2027G>A c.(2026-2028)GGC>GAC p.G676D

Pat_41 Post-Resistance IGF1R 3480 37 15 99478132 99478132 Missense_Mutation SNP G A 16 93 c.3036G>A c.(3034-3036)ATG>ATA p.M1012I

Pat_41 Post-Resistance SYNM 23336 37 15 99670421 99670421 Missense_Mutation SNP G A 6 44 c.1856G>A c.(1855-1857)AGG>AAG p.R619K

Pat_41 Post-Resistance SYNM 23336 37 15 99672538 99672538 Missense_Mutation SNP G A 44 215 c.3973G>A c.(3973-3975)GTT>ATT p.V1325I

Pat_41 Post-Resistance ADAMTS17 170691 37 15 100636666 100636666 Missense_Mutation SNP C A 23 206 c.2032G>T c.(2032-2034)GGC>TGC p.G678C

Pat_41 Post-Resistance ALDH1A3 220 37 15 101434188 101434188 Nonsense_Mutation SNP G A 9 268 c.567G>A c.(565-567)TGG>TGA p.W189*

Pat_41 Post-Resistance LRRK1 79705 37 15 101552327 101552327 Missense_Mutation SNP C T 14 192 c.1396C>T c.(1396-1398)CCC>TCC p.P466S



Pat_41 Post-Resistance LRRK1 79705 37 15 101566179 101566179 Missense_Mutation SNP C T 19 108 c.2242C>T c.(2242-2244)CCA>TCA p.P748S

Pat_41 Post-Resistance LRRK1 79705 37 15 101606055 101606055 Missense_Mutation SNP C T 5 92 c.5413C>T c.(5413-5415)CCA>TCA p.P1805S

Pat_41 Post-Resistance NPRL3 8131 37 16 142724 142724 Splice_Site SNP C T 14 84 c.1032_splice c.e11-1 p.L344_splice

Pat_41 Post-Resistance TMEM8A 58986 37 16 427422 427422 Missense_Mutation SNP C T 4 53 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_41 Post-Resistance PIGQ 9091 37 16 633095 633095 Missense_Mutation SNP G A 4 66 c.1744G>A c.(1744-1746)GGG>AGG p.G582R

Pat_41 Post-Resistance WDR90 197335 37 16 700070 700070 Missense_Mutation SNP G A 20 411 c.182G>A c.(181-183)AGC>AAC p.S61N

Pat_41 Post-Resistance WDR90 197335 37 16 708906 708906 Missense_Mutation SNP G A 5 184 c.2906G>A c.(2905-2907)GGC>GAC p.G969D

Pat_41 Post-Resistance WDR90 197335 37 16 716059 716059 Missense_Mutation SNP C T 5 195 c.4544C>T c.(4543-4545)ACG>ATG p.T1515M

Pat_41 Post-Resistance CCDC78 124093 37 16 773876 773876 Missense_Mutation SNP C T 3 12 c.1114G>A c.(1114-1116)GGG>AGG p.G372R

Pat_41 Post-Resistance MSLN 10232 37 16 816980 816980 Missense_Mutation SNP C T 5 62 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_41 Post-Resistance PRR25 388199 37 16 855624 855624 Missense_Mutation SNP G A 4 34 c.182G>A c.(181-183)AGC>AAC p.S61N

Pat_41 Post-Resistance C1QTNF8 390664 37 16 1144721 1144721 Missense_Mutation SNP G A 9 56 c.202C>T c.(202-204)CTC>TTC p.L68F

Pat_41 Post-Resistance BAIAP3 8938 37 16 1397964 1397964 Missense_Mutation SNP G A 23 244 c.3200G>A c.(3199-3201)AGG>AAG p.R1067K

Pat_41 Post-Resistance MAPK8IP3 23162 37 16 1797255 1797255 Missense_Mutation SNP G A 6 102 c.970G>A c.(970-972)GAG>AAG p.E324K

Pat_41 Post-Resistance EME2 197342 37 16 1825622 1825622 Missense_Mutation SNP C T 7 106 c.869C>T c.(868-870)TCT>TTT p.S290F

Pat_41 Post-Resistance EME2 197342 37 16 1826204 1826204 Missense_Mutation SNP G A 9 166 c.1300G>A c.(1300-1302)GCC>ACC p.A434T

Pat_41 Post-Resistance NUBP2 10101 37 16 1837746 1837746 Missense_Mutation SNP C T 19 120 c.403C>T c.(403-405)CCG>TCG p.P135S

Pat_41 Post-Resistance HAGH 3029 37 16 1872338 1872338 Missense_Mutation SNP C T 15 197 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_41 Post-Resistance C16orf73 254528 37 16 1891834 1891834 Missense_Mutation SNP C T 8 105 c.1021G>A c.(1021-1023)GTT>ATT p.V341I

Pat_41 Post-Resistance RPL3L 6123 37 16 1995618 1995618 Missense_Mutation SNP G A 5 121 c.1049C>T c.(1048-1050)TCC>TTC p.S350F

Pat_41 Post-Resistance SLC9A3R2 9351 37 16 2087564 2087564 Missense_Mutation SNP C T 7 43 c.818C>T c.(817-819)TCC>TTC p.S273F

Pat_41 Post-Resistance SLC9A3R2 9351 37 16 2087952 2087952 Nonsense_Mutation SNP G A 4 45 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_41 Post-Resistance MLST8 64223 37 16 2258289 2258289 Missense_Mutation SNP G A 26 383 c.652G>A c.(652-654)GCC>ACC p.A218T

Pat_41 Post-Resistance RNPS1 10921 37 16 2305604 2305604 Missense_Mutation SNP G A 4 118 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_41 Post-Resistance TBC1D24 57465 37 16 2548309 2548309 Missense_Mutation SNP G A 4 32 c.1054G>A c.(1054-1056)GAC>AAC p.D352N

Pat_41 Post-Resistance SRRM2 23524 37 16 2816014 2816014 Missense_Mutation SNP G A 10 62 c.5485G>A c.(5485-5487)GAA>AAA p.E1829K

Pat_41 Post-Resistance SRRM2 23524 37 16 2819233 2819233 Nonsense_Mutation SNP C T 25 211 c.7969C>T c.(7969-7971)CAG>TAG p.Q2657*

Pat_41 Post-Resistance TCEB2 6923 37 16 2822016 2822016 Missense_Mutation SNP C T 11 62 c.332G>A c.(331-333)AGT>AAT p.S111N

Pat_41 Post-Resistance PRSS22 64063 37 16 2906134 2906134 Missense_Mutation SNP C T 7 99 c.230G>A c.(229-231)GGT>GAT p.G77D

Pat_41 Post-Resistance FLYWCH1 84256 37 16 2983538 2983538 Nonsense_Mutation SNP C T 4 48 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_41 Post-Resistance PAQR4 124222 37 16 3021518 3021518 Missense_Mutation SNP G A 35 148 c.391G>A c.(391-393)GCC>ACC p.A131T

Pat_41 Post-Resistance CCDC64B 146439 37 16 3079737 3079737 Missense_Mutation SNP C T 3 4 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_41 Post-Resistance ZNF205 7755 37 16 3165426 3165426 Missense_Mutation SNP C T 30 102 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_41 Post-Resistance OR1F1 4992 37 16 3254437 3254437 Missense_Mutation SNP G A 16 285 c.191G>A c.(190-192)AGC>AAC p.S64N

Pat_41 Post-Resistance ZNF200 7752 37 16 3283734 3283734 Missense_Mutation SNP G A 24 258 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_41 Post-Resistance TIGD7 91151 37 16 3350395 3350395 Missense_Mutation SNP C T 18 225 c.220G>A c.(220-222)GGA>AGA p.G74R

Pat_41 Post-Resistance ZNF174 7727 37 16 3454425 3454425 Splice_Site SNP G A 14 225 c.403_splice c.e2-1 p.V135_splice

Pat_41 Post-Resistance NAT15 79903 37 16 3533585 3533585 Missense_Mutation SNP C T 4 62 c.560C>T c.(559-561)CCC>CTC p.P187L

Pat_41 Post-Resistance NLRC3 197358 37 16 3614586 3614586 Missense_Mutation SNP G A 10 73 c.352C>T c.(352-354)CCC>TCC p.P118S

Pat_41 Post-Resistance CREBBP 1387 37 16 3781408 3781408 Missense_Mutation SNP C T 3 25 c.4957G>A c.(4957-4959)GAC>AAC p.D1653N

Pat_41 Post-Resistance CREBBP 1387 37 16 3820797 3820797 Missense_Mutation SNP G A 7 82 c.2654C>T c.(2653-2655)CCC>CTC p.P885L

Pat_41 Post-Resistance CREBBP 1387 37 16 3843581 3843581 Missense_Mutation SNP G A 8 134 c.1022C>T c.(1021-1023)GCA>GTA p.A341V

Pat_41 Post-Resistance ADCY9 115 37 16 4016216 4016216 Missense_Mutation SNP C T 14 306 c.3622G>A c.(3622-3624)GTG>ATG p.V1208M

Pat_41 Post-Resistance GLIS2 84662 37 16 4382336 4382336 Missense_Mutation SNP G A 3 47 c.55G>A c.(55-57)GCG>ACG p.A19T

Pat_41 Post-Resistance NMRAL1 57407 37 16 4511851 4511851 Missense_Mutation SNP C T 22 285 c.830G>A c.(829-831)AGA>AAA p.R277K

Pat_41 Post-Resistance HMOX2 3163 37 16 4557882 4557882 Missense_Mutation SNP G A 5 34 c.373G>A c.(373-375)GTG>ATG p.V125M

Pat_41 Post-Resistance MGRN1 23295 37 16 4731713 4731713 Missense_Mutation SNP G A 15 85 c.1294G>A c.(1294-1296)GCT>ACT p.A432T



Pat_41 Post-Resistance MGRN1 23295 37 16 4733883 4733883 Missense_Mutation SNP G A 5 60 c.1568G>A c.(1567-1569)AGC>AAC p.S523N

Pat_41 Post-Resistance ANKS3 124401 37 16 4755113 4755113 Missense_Mutation SNP G A 17 140 c.851C>T c.(850-852)GCC>GTC p.A284V

Pat_41 Post-Resistance ANKS3 124401 37 16 4776659 4776659 Splice_Site SNP C T 7 97 c.491_splice c.e5+1 p.R164_splice

Pat_41 Post-Resistance ANKS3 124401 37 16 4776766 4776766 Missense_Mutation SNP C T 19 74 c.385G>A c.(385-387)GAA>AAA p.E129K

Pat_41 Post-Resistance GLYR1 84656 37 16 4861639 4861639 Missense_Mutation SNP C T 9 72 c.1447G>A c.(1447-1449)GAC>AAC p.D483N

Pat_41 Post-Resistance UBN1 29855 37 16 4925341 4925341 Missense_Mutation SNP C T 5 156 c.2930C>T c.(2929-2931)TCC>TTC p.S977F

Pat_41 Post-Resistance PPL 5493 37 16 4934980 4934980 Missense_Mutation SNP C T 4 18 c.3676G>A c.(3676-3678)GTG>ATG p.V1226M

Pat_41 Post-Resistance PPL 5493 37 16 4937225 4937225 Missense_Mutation SNP C T 7 267 c.2518G>A c.(2518-2520)GCA>ACA p.A840T

Pat_41 Post-Resistance A2BP1 54715 37 16 7568356 7568356 Missense_Mutation SNP G A 44 356 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance ABAT 18 37 16 8866748 8866748 Missense_Mutation SNP C T 49 48 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_41 Post-Resistance USP7 7874 37 16 8998314 8998314 Missense_Mutation SNP G A 10 91 c.1682C>T c.(1681-1683)GCC>GTC p.A561V

Pat_41 Post-Resistance GRIN2A 2903 37 16 10032359 10032359 Missense_Mutation SNP G A 7 148 c.464C>T c.(463-465)GCC>GTC p.A155V

Pat_41 Post-Resistance ATF7IP2 80063 37 16 10524713 10524713 Missense_Mutation SNP C T 3 64 c.236C>T c.(235-237)TCT>TTT p.S79F

Pat_41 Post-Resistance NUBP1 4682 37 16 10851733 10851733 Missense_Mutation SNP T C 104 124 c.455T>C c.(454-456)ATG>ACG p.M152T

Pat_41 Post-Resistance CIITA 4261 37 16 10989537 10989537 Missense_Mutation SNP G A 8 157 c.211G>A c.(211-213)GAC>AAC p.D71N

Pat_41 Post-Resistance CIITA 4261 37 16 10997657 10997657 Missense_Mutation SNP C T 34 202 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_41 Post-Resistance CIITA 4261 37 16 11001028 11001028 Missense_Mutation SNP C T 4 9 c.1679C>T c.(1678-1680)GCC>GTC p.A560V

Pat_41 Post-Resistance CLEC16A 23274 37 16 11096938 11096938 Missense_Mutation SNP C T 3 39 c.1079C>T c.(1078-1080)CCC>CTC p.P360L

Pat_41 Post-Resistance CLEC16A 23274 37 16 11260257 11260257 Missense_Mutation SNP C T 5 90 c.2654C>T c.(2653-2655)GCC>GTC p.A885V

Pat_41 Post-Resistance GSPT1 2935 37 16 11981536 11981536 Missense_Mutation SNP G A 16 253 c.434C>T c.(433-435)GCC>GTC p.A145V

Pat_41 Post-Resistance ERCC4 2072 37 16 14029291 14029291 Missense_Mutation SNP C T 4 78 c.1502C>T c.(1501-1503)CCT>CTT p.P501L

Pat_41 Post-Resistance ERCC4 2072 37 16 14031696 14031696 Missense_Mutation SNP G A 11 132 c.1885G>A c.(1885-1887)GCT>ACT p.A629T

Pat_41 Post-Resistance MKL2 57496 37 16 14354874 14354874 Missense_Mutation SNP C T 36 365 c.2873C>T c.(2872-2874)CCC>CTC p.P958L

Pat_41 Post-Resistance KIAA0430 9665 37 16 15711297 15711297 Missense_Mutation SNP G A 22 44 c.2816C>T c.(2815-2817)CCC>CTC p.P939L

Pat_41 Post-Resistance NDE1 54820 37 16 15771806 15771806 Missense_Mutation SNP G A 15 222 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_41 Post-Resistance NDE1 54820 37 16 15790678 15790678 Missense_Mutation SNP G A 17 113 c.908G>A c.(907-909)AGA>AAA p.R303K

Pat_41 Post-Resistance ABCC1 4363 37 16 16110374 16110374 Missense_Mutation SNP C T 25 440 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_41 Post-Resistance ABCC1 4363 37 16 16208623 16208623 Missense_Mutation SNP G A 11 95 c.3080G>A c.(3079-3081)GGG>GAG p.G1027E

Pat_41 Post-Resistance XYLT1 64131 37 16 17353093 17353093 Missense_Mutation SNP C T 18 300 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_41 Post-Resistance TMC7 79905 37 16 19047075 19047075 Missense_Mutation SNP G A 9 300 c.935G>A c.(934-936)GGC>GAC p.G312D

Pat_41 Post-Resistance SYT17 51760 37 16 19191802 19191802 Missense_Mutation SNP G A 11 163 c.272G>A c.(271-273)GGA>GAA p.G91E

Pat_41 Post-Resistance TMC5 79838 37 16 19483534 19483534 Missense_Mutation SNP C T 6 88 c.1907C>T c.(1906-1908)GCC>GTC p.A636V

Pat_41 Post-Resistance C16orf62 57020 37 16 19621688 19621688 Missense_Mutation SNP G A 13 153 c.974G>A c.(973-975)GGG>GAG p.G325E

Pat_41 Post-Resistance IQCK 124152 37 16 19775207 19775207 Missense_Mutation SNP C T 18 300 c.512C>T c.(511-513)ACT>ATT p.T171I

Pat_41 Post-Resistance UMOD 7369 37 16 20357498 20357498 Missense_Mutation SNP C T 6 67 c.1132G>A c.(1132-1134)GTG>ATG p.V378M

Pat_41 Post-Resistance ERI2 112479 37 16 20814927 20814927 Missense_Mutation SNP G A 5 90 c.89C>T c.(88-90)TCC>TTC p.S30F

Pat_41 Post-Resistance DCUN1D3 123879 37 16 20873643 20873643 Missense_Mutation SNP C T 14 306 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_41 Post-Resistance DNAH3 55567 37 16 20944756 20944756 Missense_Mutation SNP C T 6 104 c.12071G>A c.(12070-12072)GGT>GAT p.G4024D

Pat_41 Post-Resistance DNAH3 55567 37 16 21038385 21038385 Missense_Mutation SNP G A 22 163 c.5504C>T c.(5503-5505)GCC>GTC p.A1835V

Pat_41 Post-Resistance ZP2 7783 37 16 21221037 21221037 Missense_Mutation SNP C T 11 146 c.245G>A c.(244-246)GGT>GAT p.G82D

Pat_41 Post-Resistance ANKS4B 257629 37 16 21261140 21261140 Missense_Mutation SNP G A 27 93 c.253G>A c.(253-255)GTC>ATC p.V85I

Pat_41 Post-Resistance OTOA 146183 37 16 21771817 21771817 Missense_Mutation SNP C T 7 106 c.3376C>T c.(3376-3378)CTT>TTT p.L1126F

Pat_41 Post-Resistance PDZD9 255762 37 16 21995620 21995620 Missense_Mutation SNP C T 126 653 c.577G>A c.(577-579)GGT>AGT p.G193S

Pat_41 Post-Resistance SCNN1B 6338 37 16 23360152 23360152 Missense_Mutation SNP G A 7 61 c.232G>A c.(232-234)GAG>AAG p.E78K

Pat_41 Post-Resistance SCNN1B 6338 37 16 23388525 23388525 Missense_Mutation SNP G A 6 77 c.1310G>A c.(1309-1311)AGA>AAA p.R437K

Pat_41 Post-Resistance EARS2 124454 37 16 23568562 23568562 Missense_Mutation SNP C T 9 39 c.103G>A c.(103-105)GTT>ATT p.V35I

Pat_41 Post-Resistance PLK1 5347 37 16 23692258 23692258 Missense_Mutation SNP G A 23 248 c.601G>A c.(601-603)GTC>ATC p.V201I



Pat_41 Post-Resistance RBBP6 5930 37 16 24574823 24574823 Splice_Site SNP G A 20 178 c.1465_splice c.e12+1 p.G489_splice

Pat_41 Post-Resistance RBBP6 5930 37 16 24578789 24578789 Missense_Mutation SNP G A 6 306 c.1915G>A c.(1915-1917)GAA>AAA p.E639K

Pat_41 Post-Resistance RBBP6 5930 37 16 24580584 24580584 Missense_Mutation SNP A T 69 66 c.2573A>T c.(2572-2574)GAG>GTG p.E858V

Pat_41 Post-Resistance RBBP6 5930 37 16 24581717 24581717 Missense_Mutation SNP G A 6 100 c.3706G>A c.(3706-3708)GAG>AAG p.E1236K

Pat_41 Post-Resistance TNRC6A 27327 37 16 24801456 24801456 Missense_Mutation SNP G A 5 71 c.1493G>A c.(1492-1494)GGT>GAT p.G498D

Pat_41 Post-Resistance TNRC6A 27327 37 16 24802535 24802535 Missense_Mutation SNP G A 5 83 c.2572G>A c.(2572-2574)GGA>AGA p.G858R

Pat_41 Post-Resistance TNRC6A 27327 37 16 24809245 24809245 Missense_Mutation SNP C T 6 118 c.3652C>T c.(3652-3654)CCA>TCA p.P1218S

Pat_41 Post-Resistance TNRC6A 27327 37 16 24828149 24828149 Missense_Mutation SNP G A 26 285 c.4844G>A c.(4843-4845)GGT>GAT p.G1615D

Pat_41 Post-Resistance TNRC6A 27327 37 16 24834914 24834914 Missense_Mutation SNP C T 24 346 c.5675C>T c.(5674-5676)TCC>TTC p.S1892F

Pat_41 Post-Resistance AQP8 343 37 16 25228522 25228522 Missense_Mutation SNP G A 8 422 c.16G>A c.(16-18)GCC>ACC p.A6T

Pat_41 Post-Resistance AQP8 343 37 16 25238444 25238444 Missense_Mutation SNP G A 11 137 c.658G>A c.(658-660)GTG>ATG p.V220M

Pat_41 Post-Resistance ZKSCAN2 342357 37 16 25258673 25258673 Missense_Mutation SNP C T 4 106 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_41 Post-Resistance C16orf82 162083 37 16 27078584 27078584 Missense_Mutation SNP G A 3 22 c.268G>A c.(268-270)GGG>AGG p.G90R

Pat_41 Post-Resistance JMJD5 79831 37 16 27230300 27230300 Missense_Mutation SNP G A 7 285 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_41 Post-Resistance IL21R 50615 37 16 27460078 27460078 Missense_Mutation SNP G A 12 105 c.1091G>A c.(1090-1092)AGT>AAT p.S364N

Pat_41 Post-Resistance GTF3C1 2975 37 16 27506155 27506155 Missense_Mutation SNP C T 5 132 c.2707G>A c.(2707-2709)GCT>ACT p.A903T

Pat_41 Post-Resistance KIAA0556 23247 37 16 27772814 27772814 Missense_Mutation SNP G A 8 147 c.3712G>A c.(3712-3714)GGC>AGC p.G1238S

Pat_41 Post-Resistance ATXN2L 11273 37 16 28836973 28836973 Missense_Mutation SNP G A 33 503 c.365G>A c.(364-366)AGA>AAA p.R122K

Pat_41 Post-Resistance ATXN2L 11273 37 16 28843565 28843565 Missense_Mutation SNP C T 9 135 c.1361C>T c.(1360-1362)GCC>GTC p.A454V

Pat_41 Post-Resistance ATXN2L 11273 37 16 28844809 28844809 Missense_Mutation SNP A G 13 104 c.2005A>G c.(2005-2007)ACA>GCA p.T669A

Pat_41 Post-Resistance TUFM 7284 37 16 28856355 28856355 Missense_Mutation SNP G A 4 80 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_41 Post-Resistance SH2B1 25970 37 16 28884792 28884792 Missense_Mutation SNP C T 20 76 c.1922C>T c.(1921-1923)CCC>CTC p.P641L

Pat_41 Post-Resistance RABEP2 79874 37 16 28925906 28925906 Missense_Mutation SNP C T 5 28 c.545G>A c.(544-546)AGA>AAA p.R182K

Pat_41 Post-Resistance CD19 930 37 16 28948978 28948978 Missense_Mutation SNP C T 14 122 c.1406C>T c.(1405-1407)ACC>ATC p.T469I

Pat_41 Post-Resistance C16orf53 79447 37 16 29830875 29830875 Splice_Site SNP G A 89 498 c.566_splice c.e3-1 p.G189_splice

Pat_41 Post-Resistance MVP 9961 37 16 29848044 29848044 Missense_Mutation SNP C T 5 140 c.674C>T c.(673-675)ACA>ATA p.T225I

Pat_41 Post-Resistance SEZ6L2 26470 37 16 29884904 29884904 Missense_Mutation SNP C T 16 90 c.2251G>A c.(2251-2253)GAC>AAC p.D751N

Pat_41 Post-Resistance TAOK2 9344 37 16 29994887 29994887 Missense_Mutation SNP C T 20 756 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_41 Post-Resistance ITGAL 3683 37 16 30500468 30500468 Missense_Mutation SNP C T 12 84 c.1072C>T c.(1072-1074)CTC>TTC p.L358F

Pat_41 Post-Resistance ZNF747 65988 37 16 30544408 30544408 Missense_Mutation SNP G A 6 83 c.548C>T c.(547-549)ACC>ATC p.T183I

Pat_41 Post-Resistance ZNF785 146540 37 16 30593963 30593963 Missense_Mutation SNP G A 18 187 c.1136C>T c.(1135-1137)TCA>TTA p.S379L

Pat_41 Post-Resistance SRCAP 10847 37 16 30749754 30749754 Missense_Mutation SNP G A 21 148 c.8393G>A c.(8392-8394)GGG>GAG p.G2798E

Pat_41 Post-Resistance ORAI3 93129 37 16 30964596 30964596 Missense_Mutation SNP G A 10 150 c.319G>A c.(319-321)GCT>ACT p.A107T

Pat_41 Post-Resistance SETD1A 9739 37 16 30975478 30975478 Missense_Mutation SNP G A 27 216 c.703G>A c.(703-705)GGC>AGC p.G235S

Pat_41 Post-Resistance ZNF646 9726 37 16 31092837 31092837 Missense_Mutation SNP G A 33 255 c.5192G>A c.(5191-5193)CGC>CAC p.R1731H

Pat_41 Post-Resistance BCKDK 10295 37 16 31120731 31120731 Missense_Mutation SNP G A 5 37 c.187G>A c.(187-189)GCG>ACG p.A63T

Pat_41 Post-Resistance PRSS36 146547 37 16 31152070 31152070 Missense_Mutation SNP G A 9 105 c.1910C>T c.(1909-1911)TCT>TTT p.S637F

Pat_41 Post-Resistance ITGAX 3687 37 16 31374356 31374356 Missense_Mutation SNP C T 15 73 c.1460C>T c.(1459-1461)ACC>ATC p.T487I

Pat_41 Post-Resistance ITGAX 3687 37 16 31383814 31383814 Missense_Mutation SNP G A 6 23 c.2276G>A c.(2275-2277)AGA>AAA p.R759K

Pat_41 Post-Resistance SLC6A10P 386757 37 16 32890984 32890984 Missense_Mutation SNP G A 7 80 c.70C>T c.(70-72)CTC>TTC p.L24F

Pat_41 Post-Resistance SHCBP1 79801 37 16 46652201 46652201 Missense_Mutation SNP C T 9 63 c.187G>A c.(187-189)GGA>AGA p.G63R

Pat_41 Post-Resistance VPS35 55737 37 16 46712869 46712869 Missense_Mutation SNP C T 18 395 c.706G>A c.(706-708)GAA>AAA p.E236K

Pat_41 Post-Resistance ORC6L 23594 37 16 46724994 46724994 Missense_Mutation SNP G A 17 177 c.157G>A c.(157-159)GAC>AAC p.D53N

Pat_41 Post-Resistance ITFG1 81533 37 16 47462714 47462714 Splice_Site SNP C T 20 310 c.655_splice c.e6+1 p.D219_splice

Pat_41 Post-Resistance PHKB 5257 37 16 47581441 47581441 Missense_Mutation SNP G A 16 138 c.692G>A c.(691-693)AGC>AAC p.S231N

Pat_41 Post-Resistance ABCC12 94160 37 16 48121981 48121981 Missense_Mutation SNP C T 6 92 c.3491G>A c.(3490-3492)GGA>GAA p.G1164E

Pat_41 Post-Resistance ZNF423 23090 37 16 49660102 49660102 Missense_Mutation SNP G A 159 282 c.3556C>T c.(3556-3558)CAC>TAC p.H1186Y



Pat_41 Post-Resistance ZNF423 23090 37 16 49672465 49672465 Missense_Mutation SNP C T 4 49 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_41 Post-Resistance ZNF423 23090 37 16 49856580 49856580 Splice_Site SNP C T 10 174 c.16_splice c.e2+1 p.V6_splice

Pat_41 Post-Resistance HEATR3 55027 37 16 50104158 50104158 Missense_Mutation SNP G A 23 168 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_41 Post-Resistance BRD7 29117 37 16 50367507 50367507 Missense_Mutation SNP G A 41 674 c.989C>T c.(988-990)ACC>ATC p.T330I

Pat_41 Post-Resistance NKD1 85407 37 16 50583351 50583351 Missense_Mutation SNP G A 5 54 c.77G>A c.(76-78)AGC>AAC p.S26N

Pat_41 Post-Resistance CYLD 1540 37 16 50813809 50813809 Missense_Mutation SNP C T 4 82 c.1372C>T c.(1372-1374)CCA>TCA p.P458S

Pat_41 Post-Resistance CYLD 1540 37 16 50818352 50818352 Missense_Mutation SNP C T 8 108 c.1939C>T c.(1939-1941)CCT>TCT p.P647S

Pat_41 Post-Resistance TOX3 27324 37 16 52484245 52484245 Missense_Mutation SNP C T 8 168 c.622G>A c.(622-624)GCC>ACC p.A208T

Pat_41 Post-Resistance CHD9 80205 37 16 53358307 53358307 Missense_Mutation SNP A G 10 171 c.8194A>G c.(8194-8196)ACA>GCA p.T2732A

Pat_41 Post-Resistance IRX5 10265 37 16 54966409 54966409 Splice_Site SNP G A 9 134 c.250_splice c.e2-1 p.G84_splice

Pat_41 Post-Resistance NLRC5 84166 37 16 57111875 57111875 Missense_Mutation SNP G A 7 55 c.5024G>A c.(5023-5025)GGG>GAG p.G1675E

Pat_41 Post-Resistance RSPRY1 89970 37 16 57238692 57238692 Missense_Mutation SNP G A 19 389 c.122G>A c.(121-123)GGT>GAT p.G41D

Pat_41 Post-Resistance ARL2BP 23568 37 16 57284322 57284322 Splice_Site SNP G A 7 206 c.294_splice c.e5-1 p.Q98_splice

Pat_41 Post-Resistance CCDC102A 92922 37 16 57546774 57546774 Missense_Mutation SNP C T 7 144 c.1532G>A c.(1531-1533)AGG>AAG p.R511K

Pat_41 Post-Resistance CCDC135 84229 37 16 57732829 57732829 Missense_Mutation SNP G A 10 529 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_41 Post-Resistance CCDC135 84229 37 16 57738809 57738809 Missense_Mutation SNP G A 10 69 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_41 Post-Resistance KIFC3 3801 37 16 57794222 57794222 Missense_Mutation SNP C T 4 71 c.2339G>A c.(2338-2340)GGG>GAG p.G780E

Pat_41 Post-Resistance KIFC3 3801 37 16 57796052 57796052 Missense_Mutation SNP C T 4 93 c.1748G>A c.(1747-1749)AGG>AAG p.R583K

Pat_41 Post-Resistance CNGB1 1258 37 16 57994760 57994760 Missense_Mutation SNP G A 4 54 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_41 Post-Resistance CNGB1 1258 37 16 57996888 57996889 Missense_Mutation DNP TC CT 9 93 c.370_371GA>AG c.(370-372)GAC>AGC p.D124S

Pat_41 Post-Resistance CNOT1 23019 37 16 58576436 58576436 Missense_Mutation SNP C T 51 679 c.4471G>A c.(4471-4473)GCA>ACA p.A1491T

Pat_41 Post-Resistance CNOT1 23019 37 16 58576463 58576463 Missense_Mutation SNP G A 82 492 c.4444C>T c.(4444-4446)CCA>TCA p.P1482S

Pat_41 Post-Resistance SLC38A7 55238 37 16 58709939 58709939 Missense_Mutation SNP G A 8 68 c.788C>T c.(787-789)CCC>CTC p.P263L

Pat_41 Post-Resistance GOT2 2806 37 16 58757759 58757759 Missense_Mutation SNP C T 11 117 c.137G>A c.(136-138)GGA>GAA p.G46E

Pat_41 Post-Resistance CDH8 1006 37 16 61687646 61687646 Missense_Mutation SNP C T 6 48 c.2266G>A c.(2266-2268)GCT>ACT p.A756T

Pat_41 Post-Resistance CDH11 1009 37 16 64981616 64981616 Missense_Mutation SNP C T 20 140 c.2281G>A c.(2281-2283)GCC>ACC p.A761T

Pat_41 Post-Resistance CDH11 1009 37 16 65025839 65025839 Splice_Site SNP C T 8 175 c.644_splice c.e6-1 p.G215_splice

Pat_41 Post-Resistance CDH5 1003 37 16 66436942 66436942 Missense_Mutation SNP C T 3 21 c.2225C>T c.(2224-2226)TCC>TTC p.S742F

Pat_41 Post-Resistance CMTM1 113540 37 16 66612897 66612897 Missense_Mutation SNP C T 5 111 c.503C>T c.(502-504)CCC>CTC p.P168L

Pat_41 Post-Resistance CMTM4 146223 37 16 66657389 66657389 Missense_Mutation SNP C T 5 57 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_41 Post-Resistance DYNC1LI2 1783 37 16 66776499 66776499 Missense_Mutation SNP G A 32 136 c.371C>T c.(370-372)TCT>TTT p.S124F

Pat_41 Post-Resistance C16orf70 80262 37 16 67174447 67174447 Missense_Mutation SNP G A 7 255 c.829G>A c.(829-831)GTT>ATT p.V277I

Pat_41 Post-Resistance KCTD19 146212 37 16 67325617 67325617 Missense_Mutation SNP C T 10 169 c.2342G>A c.(2341-2343)AGC>AAC p.S781N

Pat_41 Post-Resistance TPPP3 51673 37 16 67424120 67424120 Missense_Mutation SNP G A 14 47 c.488C>T c.(487-489)GCC>GTC p.A163V

Pat_41 Post-Resistance FAM65A 79567 37 16 67576319 67576319 Missense_Mutation SNP C T 52 688 c.1690C>T c.(1690-1692)CCC>TCC p.P564S

Pat_41 Post-Resistance FAM65A 79567 37 16 67576449 67576449 Missense_Mutation SNP C T 53 708 c.1820C>T c.(1819-1821)CCT>CTT p.P607L

Pat_41 Post-Resistance FAM65A 79567 37 16 67579764 67579764 Splice_Site SNP G A 5 58 c.3447_splice c.e19+1 p.R1149_splice

Pat_41 Post-Resistance RLTPR 146206 37 16 67685847 67685847 Missense_Mutation SNP G A 23 209 c.2612G>A c.(2611-2613)GGG>GAG p.G871E

Pat_41 Post-Resistance RANBP10 57610 37 16 67778202 67778202 Missense_Mutation SNP C T 8 141 c.557G>A c.(556-558)GGC>GAC p.G186D

Pat_41 Post-Resistance NRN1L 123904 37 16 67918850 67918850 Missense_Mutation SNP C T 14 91 c.44C>T c.(43-45)CCC>CTC p.P15L

Pat_41 Post-Resistance PSMB10 5699 37 16 67969912 67969912 Missense_Mutation SNP G A 5 72 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance PSMB10 5699 37 16 67970375 67970375 Missense_Mutation SNP C T 5 56 c.70G>A c.(70-72)GAA>AAA p.E24K

Pat_41 Post-Resistance SLC12A4 6560 37 16 67980907 67980907 Missense_Mutation SNP G A 4 53 c.2174C>T c.(2173-2175)ACC>ATC p.T725I

Pat_41 Post-Resistance DDX28 55794 37 16 68055722 68055722 Missense_Mutation SNP C T 4 77 c.1384G>A c.(1384-1386)GAC>AAC p.D462N

Pat_41 Post-Resistance NFATC3 4775 37 16 68200898 68200898 Missense_Mutation SNP C T 22 347 c.1754C>T c.(1753-1755)GCC>GTC p.A585V

Pat_41 Post-Resistance ESRP2 80004 37 16 68267964 68267964 Missense_Mutation SNP G A 13 62 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_41 Post-Resistance ESRP2 80004 37 16 68267998 68267998 Missense_Mutation SNP C T 5 32 c.340G>A c.(340-342)GTG>ATG p.V114M



Pat_41 Post-Resistance SLC7A6 9057 37 16 68331224 68331224 Missense_Mutation SNP C T 4 89 c.1541C>T c.(1540-1542)ACT>ATT p.T514I

Pat_41 Post-Resistance SLC7A6OS 84138 37 16 68344687 68344687 Missense_Mutation SNP C T 22 151 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_41 Post-Resistance PRMT7 54496 37 16 68373735 68373735 Missense_Mutation SNP G A 31 128 c.791G>A c.(790-792)AGC>AAC p.S264N

Pat_41 Post-Resistance CIRH1A 84916 37 16 69184788 69184788 Missense_Mutation SNP G A 34 157 c.983G>A c.(982-984)CGA>CAA p.R328Q

Pat_41 Post-Resistance TMED6 146456 37 16 69381804 69381804 Missense_Mutation SNP G A 116 337 c.376C>T c.(376-378)CAC>TAC p.H126Y

Pat_41 Post-Resistance CYB5B 80777 37 16 69482030 69482030 Missense_Mutation SNP C T 22 330 c.316C>T c.(316-318)CCT>TCT p.P106S

Pat_41 Post-Resistance NFAT5 10725 37 16 69726828 69726828 Missense_Mutation SNP G A 26 176 c.3046G>A c.(3046-3048)GAC>AAC p.D1016N

Pat_41 Post-Resistance WWP2 11060 37 16 69832662 69832662 Missense_Mutation SNP C T 9 326 c.148C>T c.(148-150)CCC>TCC p.P50S

Pat_41 Post-Resistance CLEC18A 348174 37 16 69988328 69988328 Missense_Mutation SNP C T 5 41 c.308C>T c.(307-309)ACC>ATC p.T103I

Pat_41 Post-Resistance PDPR 55066 37 16 70177414 70177414 Missense_Mutation SNP C T 7 120 c.1607C>T c.(1606-1608)TCC>TTC p.S536F

Pat_41 Post-Resistance DDX19A 55308 37 16 70400544 70400544 Missense_Mutation SNP G A 8 91 c.800G>A c.(799-801)TGC>TAC p.C267Y

Pat_41 Post-Resistance ST3GAL2 6483 37 16 70422372 70422372 Missense_Mutation SNP C T 25 322 c.611G>A c.(610-612)AGT>AAT p.S204N

Pat_41 Post-Resistance FUK 197258 37 16 70500038 70500038 Nonsense_Mutation SNP C T 6 182 c.289C>T c.(289-291)CGA>TGA p.R97*

Pat_41 Post-Resistance FUK 197258 37 16 70501825 70501825 Missense_Mutation SNP G A 23 166 c.619G>A c.(619-621)GCA>ACA p.A207T

Pat_41 Post-Resistance SF3B3 23450 37 16 70562835 70562835 Missense_Mutation SNP G A 6 180 c.130G>A c.(130-132)GAC>AAC p.D44N

Pat_41 Post-Resistance VAC14 55697 37 16 70778362 70778362 Missense_Mutation SNP G A 9 88 c.1492C>T c.(1492-1494)CCC>TCC p.P498S

Pat_41 Post-Resistance HYDIN 54768 37 16 70841859 70841859 Missense_Mutation SNP C T 21 166 c.14987G>A c.(14986-14988)GGT>GAT p.G4996D

Pat_41 Post-Resistance HYDIN 54768 37 16 70908211 70908211 Missense_Mutation SNP C T 12 413 c.10942G>A c.(10942-10944)GCA>ACA p.A3648T

Pat_41 Post-Resistance CALB2 794 37 16 71406125 71406125 Missense_Mutation SNP C T 5 88 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_41 Post-Resistance ZNF19 7567 37 16 71512186 71512186 Nonsense_Mutation SNP C T 15 95 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_41 Post-Resistance AP1G1 164 37 16 71779145 71779145 Missense_Mutation SNP C T 6 111 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_41 Post-Resistance AP1G1 164 37 16 71783825 71783825 Missense_Mutation SNP C T 34 610 c.1469G>A c.(1468-1470)GGC>GAC p.G490D

Pat_41 Post-Resistance ZNF821 55565 37 16 71898940 71898940 Missense_Mutation SNP C T 23 468 c.178G>A c.(178-180)GGT>AGT p.G60S

Pat_41 Post-Resistance KIAA0174 9798 37 16 71950374 71950374 Missense_Mutation SNP C T 13 170 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_41 Post-Resistance ZFHX3 463 37 16 72827214 72827214 Missense_Mutation SNP G A 14 252 c.9367C>T c.(9367-9369)CCT>TCT p.P3123S

Pat_41 Post-Resistance ZFHX3 463 37 16 72827669 72827669 Missense_Mutation SNP G A 10 115 c.8912C>T c.(8911-8913)CCC>CTC p.P2971L

Pat_41 Post-Resistance ZFHX3 463 37 16 72845508 72845508 Missense_Mutation SNP C T 4 60 c.3832G>A c.(3832-3834)GCA>ACA p.A1278T

Pat_41 Post-Resistance CLEC18B 497190 37 16 74443750 74443750 Missense_Mutation SNP C T 4 135 c.1238G>A c.(1237-1239)GGG>GAG p.G413E

Pat_41 Post-Resistance GLG1 2734 37 16 74528714 74528714 Missense_Mutation SNP C T 12 190 c.994G>A c.(994-996)GGC>AGC p.G332S

Pat_41 Post-Resistance LDHD 197257 37 16 75148802 75148802 Missense_Mutation SNP G A 8 59 c.392C>T c.(391-393)TCT>TTT p.S131F

Pat_41 Post-Resistance BCAR1 9564 37 16 75269059 75269059 Missense_Mutation SNP C T 15 20 c.1738G>A c.(1738-1740)GTG>ATG p.V580M

Pat_41 Post-Resistance ADAT1 23536 37 16 75646733 75646733 Missense_Mutation SNP G A 7 116 c.451C>T c.(451-453)CTT>TTT p.L151F

Pat_41 Post-Resistance ADAMTS18 170692 37 16 77393255 77393255 Missense_Mutation SNP G A 9 134 c.1282C>T c.(1282-1284)CTT>TTT p.L428F

Pat_41 Post-Resistance WWOX 51741 37 16 78466647 78466647 Missense_Mutation SNP A G 265 258 c.1054A>G c.(1054-1056)ATG>GTG p.M352V

Pat_41 Post-Resistance CDYL2 124359 37 16 80718975 80718975 Missense_Mutation SNP G A 45 137 c.76C>T c.(76-78)CTT>TTT p.L26F

Pat_41 Post-Resistance C16orf46 123775 37 16 81095064 81095064 Missense_Mutation SNP C T 4 102 c.890G>A c.(889-891)CGC>CAC p.R297H

Pat_41 Post-Resistance PKD1L2 114780 37 16 81134798 81134798 Missense_Mutation SNP C T 6 52 c.7310G>A c.(7309-7311)AGC>AAC p.S2437N

Pat_41 Post-Resistance PKD1L2 114780 37 16 81209334 81209334 Missense_Mutation SNP G A 10 75 c.2459C>T c.(2458-2460)CCT>CTT p.P820L

Pat_41 Post-Resistance BCMO1 53630 37 16 81272557 81272557 Missense_Mutation SNP C T 5 68 c.44C>T c.(43-45)CCT>CTT p.P15L

Pat_41 Post-Resistance GAN 8139 37 16 81398963 81398963 Missense_Mutation SNP C T 14 185 c.1382C>T c.(1381-1383)GCG>GTG p.A461V

Pat_41 Post-Resistance PLCG2 5336 37 16 81979856 81979856 Missense_Mutation SNP G A 11 91 c.3558G>A c.(3556-3558)ATG>ATA p.M1186I

Pat_41 Post-Resistance SDR42E1 93517 37 16 82033150 82033150 Nonsense_Mutation SNP G A 33 134 c.748C>T c.(748-750)CAG>TAG p.Q250*

Pat_41 Post-Resistance CDH13 1012 37 16 82892060 82892060 Missense_Mutation SNP G A 15 50 c.139G>A c.(139-141)GAC>AAC p.D47N

Pat_41 Post-Resistance HSDL1 83693 37 16 84163634 84163634 Missense_Mutation SNP C T 24 67 c.623G>A c.(622-624)TGC>TAC p.C208Y

Pat_41 Post-Resistance LRRC50 123872 37 16 84203504 84203504 Missense_Mutation SNP C T 5 60 c.1070C>T c.(1069-1071)GCC>GTC p.A357V

Pat_41 Post-Resistance LRRC50 123872 37 16 84205881 84205881 Missense_Mutation SNP C T 4 32 c.1544C>T c.(1543-1545)GCT>GTT p.A515V

Pat_41 Post-Resistance CRISPLD2 83716 37 16 84879430 84879430 Nonsense_Mutation SNP G A 15 68 c.279G>A c.(277-279)TGG>TGA p.W93*



Pat_41 Post-Resistance ZDHHC7 55625 37 16 85010020 85010020 Missense_Mutation SNP G A 14 30 c.856C>T c.(856-858)CCC>TCC p.P286S

Pat_41 Post-Resistance IRF8 3394 37 16 85952185 85952185 Missense_Mutation SNP C T 4 14 c.764C>T c.(763-765)GCC>GTC p.A255V

Pat_41 Post-Resistance MTHFSD 64779 37 16 86575392 86575392 Missense_Mutation SNP C T 4 57 c.592G>A c.(592-594)GAC>AAC p.D198N

Pat_41 Post-Resistance FBXO31 79791 37 16 87380785 87380785 Missense_Mutation SNP C T 28 288 c.484G>A c.(484-486)GTG>ATG p.V162M

Pat_41 Post-Resistance ZCCHC14 23174 37 16 87448055 87448055 Missense_Mutation SNP C T 16 96 c.1157G>A c.(1156-1158)GGG>GAG p.G386E

Pat_41 Post-Resistance GALNS 2588 37 16 88902257 88902257 Missense_Mutation SNP C T 5 31 c.634G>A c.(634-636)GAA>AAA p.E212K

Pat_41 Post-Resistance PRDM7 11105 37 16 90126753 90126753 Missense_Mutation SNP C T 9 56 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_41 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 9 127 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_41 Post-Resistance RNMTL1 55178 37 17 694896 694896 Missense_Mutation SNP G A 5 141 c.850G>A c.(850-852)GTC>ATC p.V284I

Pat_41 Post-Resistance RNMTL1 55178 37 17 694905 694905 Missense_Mutation SNP G A 19 131 c.859G>A c.(859-861)GCT>ACT p.A287T

Pat_41 Post-Resistance INPP5K 51763 37 17 1399391 1399391 Missense_Mutation SNP C T 24 115 c.1253G>A c.(1252-1254)AGT>AAT p.S418N

Pat_41 Post-Resistance INPP5K 51763 37 17 1411456 1411456 Missense_Mutation SNP C T 65 460 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_41 Post-Resistance PITPNA 5306 37 17 1442186 1442186 Missense_Mutation SNP C T 21 77 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_41 Post-Resistance PRPF8 10594 37 17 1557147 1557147 Missense_Mutation SNP C T 38 183 c.6151G>A c.(6151-6153)GGC>AGC p.G2051S

Pat_41 Post-Resistance OR1A2 26189 37 17 3101255 3101255 Missense_Mutation SNP C T 15 96 c.443C>T c.(442-444)TCT>TTT p.S148F

Pat_41 Post-Resistance OR1E2 8388 37 17 3336178 3336178 Missense_Mutation SNP G A 8 46 c.958C>T c.(958-960)CCC>TCC p.P320S

Pat_41 Post-Resistance TRPV1 7442 37 17 3483784 3483784 Missense_Mutation SNP G A 7 216 c.1514C>T c.(1513-1515)ACC>ATC p.T505I

Pat_41 Post-Resistance ITGAE 3682 37 17 3643153 3643153 Missense_Mutation SNP C T 12 91 c.2468G>A c.(2467-2469)TGC>TAC p.C823Y

Pat_41 Post-Resistance ZZEF1 23140 37 17 3984678 3984678 Missense_Mutation SNP C T 45 161 c.2821G>A c.(2821-2823)GCT>ACT p.A941T

Pat_41 Post-Resistance MYBBP1A 10514 37 17 4446207 4446207 Splice_Site SNP C T 6 27 c.2892_splice c.e20+1 p.Q964_splice

Pat_41 Post-Resistance MYBBP1A 10514 37 17 4449005 4449005 Missense_Mutation SNP A G 2 2 c.1973T>C c.(1972-1974)CTG>CCG p.L658P

Pat_41 Post-Resistance SMTNL2 342527 37 17 4495686 4495686 Missense_Mutation SNP G A 12 85 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_41 Post-Resistance VMO1 284013 37 17 4688820 4688820 Missense_Mutation SNP C T 9 59 c.446G>A c.(445-447)GGC>GAC p.G149D

Pat_41 Post-Resistance CHRNE 1145 37 17 4805992 4805992 Missense_Mutation SNP C T 19 137 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_41 Post-Resistance SLC25A11 8402 37 17 4842369 4842369 Missense_Mutation SNP C A 4 104 c.234G>T c.(232-234)AGG>AGT p.R78S

Pat_41 Post-Resistance KIF1C 10749 37 17 4907332 4907332 Missense_Mutation SNP G A 12 126 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_41 Post-Resistance KIF1C 10749 37 17 4923900 4923900 Missense_Mutation SNP G A 7 63 c.1864G>A c.(1864-1866)GTC>ATC p.V622I

Pat_41 Post-Resistance ZNF232 7775 37 17 5009466 5009466 Missense_Mutation SNP G A 26 139 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_41 Post-Resistance NUP88 4927 37 17 5319903 5319903 Missense_Mutation SNP C T 13 55 c.397G>A c.(397-399)GTA>ATA p.V133I

Pat_41 Post-Resistance KIAA0753 9851 37 17 6499486 6499486 Missense_Mutation SNP C T 39 231 c.2350G>A c.(2350-2352)GAG>AAG p.E784K

Pat_41 Post-Resistance KIAA0753 9851 37 17 6531482 6531482 Missense_Mutation SNP C T 7 31 c.673G>A c.(673-675)GAA>AAA p.E225K

Pat_41 Post-Resistance ALOX12 239 37 17 6908616 6908616 Missense_Mutation SNP C T 40 404 c.1202C>T c.(1201-1203)ACC>ATC p.T401I

Pat_41 Post-Resistance SLC16A13 201232 37 17 6939775 6939775 Missense_Mutation SNP C T 4 38 c.74C>T c.(73-75)GCG>GTG p.A25V

Pat_41 Post-Resistance DLG4 1742 37 17 7111554 7111554 Missense_Mutation SNP T C 11 86 c.164A>G c.(163-165)TAC>TGC p.Y55C

Pat_41 Post-Resistance YBX2 51087 37 17 7193698 7193698 Missense_Mutation SNP G A 4 32 c.616C>T c.(616-618)CCT>TCT p.P206S

Pat_41 Post-Resistance NEURL4 84461 37 17 7228960 7228960 Missense_Mutation SNP C T 10 80 c.1366G>A c.(1366-1368)GGA>AGA p.G456R

Pat_41 Post-Resistance TMEM95 339168 37 17 7259219 7259219 Missense_Mutation SNP C T 11 42 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_41 Post-Resistance NLGN2 57555 37 17 7315493 7315493 Missense_Mutation SNP C T 11 88 c.475C>T c.(475-477)CGT>TGT p.R159C

Pat_41 Post-Resistance C17orf74 201243 37 17 7329740 7329740 Missense_Mutation SNP C T 9 8 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_41 Post-Resistance C17orf74 201243 37 17 7330495 7330495 Nonsense_Mutation SNP G A 9 24 c.1185G>A c.(1183-1185)TGG>TGA p.W395*

Pat_41 Post-Resistance CHRNB1 1140 37 17 7350188 7350188 Missense_Mutation SNP G A 9 86 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_41 Post-Resistance ZBTB4 57659 37 17 7369423 7369423 Missense_Mutation SNP G A 3 40 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_41 Post-Resistance TP53 7157 37 17 7577139 7577139 Missense_Mutation SNP G C 10 2 c.799C>G c.(799-801)CGG>GGG p.R267G

Pat_41 Post-Resistance EFNB3 1949 37 17 7611403 7611403 Missense_Mutation SNP G A 28 86 c.250G>A c.(250-252)GTA>ATA p.V84I

Pat_41 Post-Resistance LSMD1 84316 37 17 7760087 7760087 Missense_Mutation SNP C T 15 137 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_41 Post-Resistance GUCY2D 3000 37 17 7915632 7915632 Nonsense_Mutation SNP G A 5 56 c.1920G>A c.(1918-1920)TGG>TGA p.W640*

Pat_41 Post-Resistance PFAS 5198 37 17 8160203 8160203 Missense_Mutation SNP G A 17 115 c.997G>A c.(997-999)GAT>AAT p.D333N



Pat_41 Post-Resistance MYH10 4628 37 17 8396255 8396255 Missense_Mutation SNP C T 9 19 c.4204G>A c.(4204-4206)GAG>AAG p.E1402K

Pat_41 Post-Resistance MFSD6L 162387 37 17 8702098 8702098 Missense_Mutation SNP C T 12 103 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_41 Post-Resistance GLP2R 9340 37 17 9757914 9757914 Missense_Mutation SNP C T 42 96 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_41 Post-Resistance MYH13 8735 37 17 10216655 10216655 Missense_Mutation SNP G A 13 152 c.4001C>T c.(4000-4002)GCG>GTG p.A1334V

Pat_41 Post-Resistance MYH8 4626 37 17 10318659 10318659 Missense_Mutation SNP C T 22 119 c.691G>A c.(691-693)GAG>AAG p.E231K

Pat_41 Post-Resistance MYH1 4619 37 17 10408209 10408209 Missense_Mutation SNP G A 9 41 c.2609C>T c.(2608-2610)ACC>ATC p.T870I

Pat_41 Post-Resistance MYH1 4619 37 17 10408751 10408751 Missense_Mutation SNP C T 11 78 c.2252G>A c.(2251-2253)GGG>GAG p.G751E

Pat_41 Post-Resistance MYH3 4621 37 17 10535165 10535165 Missense_Mutation SNP C T 26 43 c.5125G>A c.(5125-5127)GAC>AAC p.D1709N

Pat_41 Post-Resistance DNAH9 1770 37 17 11666845 11666845 Missense_Mutation SNP C T 15 85 c.7084C>T c.(7084-7086)CCT>TCT p.P2362S

Pat_41 Post-Resistance DNAH9 1770 37 17 11774922 11774922 Missense_Mutation SNP G A 17 125 c.10061G>A c.(10060-10062)GGA>GAA p.G3354E

Pat_41 Post-Resistance ZNF18 7566 37 17 11895783 11895783 Missense_Mutation SNP C T 6 114 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_41 Post-Resistance TRPV2 51393 37 17 16325966 16325966 Missense_Mutation SNP G A 5 53 c.388G>A c.(388-390)GGA>AGA p.G130R

Pat_41 Post-Resistance ZNF624 57547 37 17 16527271 16527271 Missense_Mutation SNP C T 4 25 c.929G>A c.(928-930)GGG>GAG p.G310E

Pat_41 Post-Resistance FLCN 201163 37 17 17117006 17117006 Missense_Mutation SNP G A 4 122 c.1703C>T c.(1702-1704)ACG>ATG p.T568M

Pat_41 Post-Resistance RASD1 51655 37 17 17399332 17399332 Missense_Mutation SNP G A 20 92 c.164C>T c.(163-165)CCT>CTT p.P55L

Pat_41 Post-Resistance SREBF1 6720 37 17 17722535 17722535 Missense_Mutation SNP C T 12 79 c.860G>A c.(859-861)GGC>GAC p.G287D

Pat_41 Post-Resistance TOM1L2 146691 37 17 17786143 17786143 Missense_Mutation SNP G A 18 71 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_41 Post-Resistance FLII 2314 37 17 18157489 18157489 Missense_Mutation SNP G A 14 3 c.583C>T c.(583-585)CCA>TCA p.P195S

Pat_41 Post-Resistance SMCR7 125170 37 17 18166111 18166111 Missense_Mutation SNP C T 6 49 c.77C>T c.(76-78)GCC>GTC p.A26V

Pat_41 Post-Resistance KCNJ12 3768 37 17 21319175 21319175 Missense_Mutation SNP C T 4 109 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_41 Post-Resistance NLK 51701 37 17 26495580 26495580 Missense_Mutation SNP G A 21 190 c.944G>A c.(943-945)AGC>AAC p.S315N

Pat_41 Post-Resistance IFT20 90410 37 17 26658936 26658936 Missense_Mutation SNP C T 19 90 c.76G>A c.(76-78)GTT>ATT p.V26I

Pat_41 Post-Resistance PIGS 94005 37 17 26898185 26898185 Missense_Mutation SNP G A 5 48 c.56C>T c.(55-57)GCC>GTC p.A19V

Pat_41 Post-Resistance SPAG5 10615 37 17 26904721 26904721 Missense_Mutation SNP C T 9 40 c.3578G>A c.(3577-3579)AGC>AAC p.S1193N

Pat_41 Post-Resistance KIAA0100 9703 37 17 26961666 26961666 Missense_Mutation SNP G A 34 67 c.2939C>T c.(2938-2940)TCC>TTC p.S980F

Pat_41 Post-Resistance TRAF4 9618 37 17 27076479 27076479 Missense_Mutation SNP G A 4 39 c.1297G>A c.(1297-1299)GGC>AGC p.G433S

Pat_41 Post-Resistance SEZ6 124925 37 17 27286811 27286811 Missense_Mutation SNP C T 16 17 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_41 Post-Resistance NUFIP2 57532 37 17 27613053 27613053 Nonsense_Mutation SNP C T 18 89 c.1959G>A c.(1957-1959)TGG>TGA p.W653*

Pat_41 Post-Resistance GIT1 28964 37 17 27902114 27902114 Missense_Mutation SNP C T 4 73 c.2056G>A c.(2056-2058)GCC>ACC p.A686T

Pat_41 Post-Resistance GIT1 28964 37 17 27905368 27905368 Missense_Mutation SNP C T 7 65 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_41 Post-Resistance CPD 1362 37 17 28788905 28788905 Missense_Mutation SNP G A 9 111 c.3641G>A c.(3640-3642)GGA>GAA p.G1214E

Pat_41 Post-Resistance C17orf79 55352 37 17 30183833 30183833 Missense_Mutation SNP C T 37 575 c.151G>A c.(151-153)GCT>ACT p.A51T

Pat_41 Post-Resistance CCL1 6346 37 17 32690113 32690113 Missense_Mutation SNP C T 12 97 c.68G>A c.(67-69)AGC>AAC p.S23N

Pat_41 Post-Resistance FNDC8 54752 37 17 33456546 33456546 Missense_Mutation SNP C T 15 60 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_41 Post-Resistance NLE1 54475 37 17 33464882 33464882 Missense_Mutation SNP G A 9 41 c.488C>T c.(487-489)TCC>TTC p.S163F

Pat_41 Post-Resistance UNC45B 146862 37 17 33513459 33513459 Missense_Mutation SNP G A 9 35 c.2677G>A c.(2677-2679)GAG>AAG p.E893K

Pat_41 Post-Resistance PEX12 5193 37 17 33904063 33904063 Missense_Mutation SNP G A 18 153 c.674C>T c.(673-675)GCC>GTC p.A225V

Pat_41 Post-Resistance PEX12 5193 37 17 33904112 33904112 Nonsense_Mutation SNP G A 40 237 c.625C>T c.(625-627)CAA>TAA p.Q209*

Pat_41 Post-Resistance RASL10B 91608 37 17 34067433 34067433 Nonsense_Mutation SNP G A 12 28 c.222G>A c.(220-222)TGG>TGA p.W74*

Pat_41 Post-Resistance ACACA 31 37 17 35518748 35518748 Missense_Mutation SNP C T 20 212 c.5185G>A c.(5185-5187)GAA>AAA p.E1729K

Pat_41 Post-Resistance C17orf78 284099 37 17 35736233 35736233 Missense_Mutation SNP G A 7 158 c.304G>A c.(304-306)GCT>ACT p.A102T

Pat_41 Post-Resistance GPR179 440435 37 17 36491997 36491997 Missense_Mutation SNP C T 21 112 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_41 Post-Resistance FBXO47 494188 37 17 37118187 37118187 Missense_Mutation SNP G A 9 95 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_41 Post-Resistance TCAP 8557 37 17 37821691 37821691 Missense_Mutation SNP G A 5 47 c.79G>A c.(79-81)GAT>AAT p.D27N

Pat_41 Post-Resistance IKZF3 22806 37 17 37944619 37944619 Missense_Mutation SNP G A 4 47 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_41 Post-Resistance ORMDL3 94103 37 17 38080447 38080447 Missense_Mutation SNP C T 24 153 c.10G>A c.(10-12)GGC>AGC p.G4S

Pat_41 Post-Resistance MED24 9862 37 17 38183655 38183655 Missense_Mutation SNP G A 5 27 c.1511C>T c.(1510-1512)GCC>GTC p.A504V



Pat_41 Post-Resistance KRT39 390792 37 17 39122976 39122976 Nonsense_Mutation SNP G A 12 155 c.133C>T c.(133-135)CAA>TAA p.Q45*

Pat_41 Post-Resistance KRTAP1-5 83895 37 17 39183247 39183247 Missense_Mutation SNP C T 9 68 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_41 Post-Resistance KRTAP4-9 100132386 37 17 39262049 39262049 Missense_Mutation SNP C T 6 45 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_41 Post-Resistance KRTAP4-5 85289 37 17 39305892 39305892 Missense_Mutation SNP G A 4 101 c.128C>T c.(127-129)CCC>CTC p.P43L

Pat_41 Post-Resistance KRTAP4-3 85290 37 17 39323934 39323934 Missense_Mutation SNP C T 4 31 c.491G>A c.(490-492)TGC>TAC p.C164Y

Pat_41 Post-Resistance KRT31 3881 37 17 39550386 39550386 Missense_Mutation SNP C T 4 92 c.1133G>A c.(1132-1134)TGC>TAC p.C378Y

Pat_41 Post-Resistance KRT37 8688 37 17 39580664 39580664 Missense_Mutation SNP C T 5 65 c.112G>A c.(112-114)GCC>ACC p.A38T

Pat_41 Post-Resistance KRT32 3882 37 17 39616408 39616408 Missense_Mutation SNP C T 5 42 c.1301G>A c.(1300-1302)CGC>CAC p.R434H

Pat_41 Post-Resistance KRT32 3882 37 17 39619212 39619212 Missense_Mutation SNP C T 4 100 c.1087G>A c.(1087-1089)GCC>ACC p.A363T

Pat_41 Post-Resistance SC65 10609 37 17 39963047 39963047 Splice_Site SNP C T 4 20 c.1146_splice c.e6+1 p.E382_splice

Pat_41 Post-Resistance DHX58 79132 37 17 40262862 40262862 Missense_Mutation SNP C T 15 150 c.440G>A c.(439-441)AGC>AAC p.S147N

Pat_41 Post-Resistance KAT2A 2648 37 17 40273054 40273054 Missense_Mutation SNP C T 3 13 c.269G>A c.(268-270)AGG>AAG p.R90K

Pat_41 Post-Resistance RAB5C 5878 37 17 40278824 40278824 Missense_Mutation SNP C T 18 269 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_41 Post-Resistance KCNH4 23415 37 17 40318534 40318534 Missense_Mutation SNP C T 13 94 c.1621G>A c.(1621-1623)GCT>ACT p.A541T

Pat_41 Post-Resistance FAM134C 162427 37 17 40761296 40761296 Missense_Mutation SNP C T 6 18 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_41 Post-Resistance TUBG2 27175 37 17 40818461 40818461 Missense_Mutation SNP G A 26 85 c.1117G>A c.(1117-1119)GTC>ATC p.V373I

Pat_41 Post-Resistance CNTNAP1 8506 37 17 40845338 40845338 Missense_Mutation SNP C T 13 71 c.2776C>T c.(2776-2778)CCC>TCC p.P926S

Pat_41 Post-Resistance DHX8 1659 37 17 41585294 41585294 Missense_Mutation SNP C T 23 71 c.2227C>T c.(2227-2229)CCA>TCA p.P743S

Pat_41 Post-Resistance MPP2 4355 37 17 41955302 41955302 Missense_Mutation SNP C T 14 48 c.1667G>A c.(1666-1668)GGC>GAC p.G556D

Pat_41 Post-Resistance FZD2 2535 37 17 42635786 42635786 Missense_Mutation SNP G A 5 62 c.730G>A c.(730-732)GCG>ACG p.A244T

Pat_41 Post-Resistance GFAP 2670 37 17 42992644 42992644 Missense_Mutation SNP C T 9 47 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_41 Post-Resistance MAPT 4137 37 17 44061231 44061231 Missense_Mutation SNP C T 8 44 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_41 Post-Resistance MAPT 4137 37 17 44073905 44073905 Missense_Mutation SNP C T 8 18 c.1648C>T c.(1648-1650)CCC>TCC p.P550S

Pat_41 Post-Resistance NSF 4905 37 17 44803982 44803982 Splice_Site SNP G A 22 256 c.1828_splice c.e16+1 p.D610_splice

Pat_41 Post-Resistance C17orf57 124989 37 17 45452260 45452260 Missense_Mutation SNP C T 13 35 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_41 Post-Resistance KPNB1 3837 37 17 45735929 45735929 Missense_Mutation SNP G A 9 74 c.539G>A c.(538-540)GGG>GAG p.G180E

Pat_41 Post-Resistance KPNB1 3837 37 17 45757887 45757887 Missense_Mutation SNP G A 5 186 c.2482G>A c.(2482-2484)GCA>ACA p.A828T

Pat_41 Post-Resistance TBX21 30009 37 17 45820554 45820554 Missense_Mutation SNP C T 5 43 c.764C>T c.(763-765)ACC>ATC p.T255I

Pat_41 Post-Resistance COPZ2 51226 37 17 46105876 46105876 Missense_Mutation SNP C T 8 20 c.547G>A c.(547-549)GCA>ACA p.A183T

Pat_41 Post-Resistance HOXB2 3212 37 17 46620540 46620540 Missense_Mutation SNP C T 13 58 c.961G>A c.(961-963)GGC>AGC p.G321S

Pat_41 Post-Resistance HOXB3 3213 37 17 46627886 46627886 Missense_Mutation SNP G A 4 6 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_41 Post-Resistance CALCOCO2 10241 37 17 46933509 46933509 Missense_Mutation SNP C T 9 54 c.968C>T c.(967-969)GCT>GTT p.A323V

Pat_41 Post-Resistance IGF2BP1 10642 37 17 47118754 47118754 Missense_Mutation SNP C T 14 30 c.833C>T c.(832-834)CCC>CTC p.P278L

Pat_41 Post-Resistance ZNF652 22834 37 17 47394681 47394681 Missense_Mutation SNP C T 12 83 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_41 Post-Resistance COL1A1 1277 37 17 48276792 48276792 Missense_Mutation SNP G A 6 11 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_41 Post-Resistance RSAD1 55316 37 17 48557041 48557041 Missense_Mutation SNP C T 5 74 c.187C>T c.(187-189)CCT>TCT p.P63S

Pat_41 Post-Resistance MYCBPAP 84073 37 17 48606386 48606386 Missense_Mutation SNP C T 8 99 c.2690C>T c.(2689-2691)CCC>CTC p.P897L

Pat_41 Post-Resistance EPN3 55040 37 17 48618939 48618939 Missense_Mutation SNP C T 12 35 c.1469C>T c.(1468-1470)GCC>GTC p.A490V

Pat_41 Post-Resistance ABCC3 8714 37 17 48752818 48752818 Missense_Mutation SNP G A 5 44 c.2695G>A c.(2695-2697)GTC>ATC p.V899I

Pat_41 Post-Resistance ANKRD40 91369 37 17 48777117 48777117 Missense_Mutation SNP C T 16 37 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_41 Post-Resistance WFIKKN2 124857 37 17 48918031 48918031 Missense_Mutation SNP G A 7 32 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_41 Post-Resistance SPAG9 9043 37 17 49118995 49118995 Missense_Mutation SNP G A 10 123 c.608C>T c.(607-609)TCA>TTA p.S203L

Pat_41 Post-Resistance NME1-NME2 654364 37 17 49231736 49231736 Missense_Mutation SNP T C 4 97 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_41 Post-Resistance STXBP4 252983 37 17 53150348 53150348 Missense_Mutation SNP G A 34 87 c.1099G>A c.(1099-1101)GAA>AAA p.E367K

Pat_41 Post-Resistance PRR11 55771 37 17 57270974 57270974 Missense_Mutation SNP C T 9 72 c.524C>T c.(523-525)CCC>CTC p.P175L

Pat_41 Post-Resistance PTRH2 51651 37 17 57774879 57774879 Missense_Mutation SNP C T 8 67 c.461G>A c.(460-462)GGC>GAC p.G154D

Pat_41 Post-Resistance RPS6KB1 6198 37 17 57990133 57990133 Missense_Mutation SNP C T 23 284 c.280C>T c.(280-282)CTT>TTT p.L94F



Pat_41 Post-Resistance RPS6KB1 6198 37 17 58013613 58013613 Missense_Mutation SNP G A 17 102 c.1016G>A c.(1015-1017)GGT>GAT p.G339D

Pat_41 Post-Resistance RPS6KB1 6198 37 17 58018279 58018279 Missense_Mutation SNP G A 18 127 c.1202G>A c.(1201-1203)AGT>AAT p.S401N

Pat_41 Post-Resistance RNFT1 51136 37 17 58040217 58040217 Missense_Mutation SNP C T 20 120 c.485G>A c.(484-486)AGC>AAC p.S162N

Pat_41 Post-Resistance PPM1D 8493 37 17 58740647 58740647 Missense_Mutation SNP C T 21 48 c.1552C>T c.(1552-1554)CCT>TCT p.P518S

Pat_41 Post-Resistance BCAS3 54828 37 17 59445709 59445709 Missense_Mutation SNP C T 19 165 c.2492C>T c.(2491-2493)ACC>ATC p.T831I

Pat_41 Post-Resistance C17orf82 388407 37 17 59489518 59489518 Missense_Mutation SNP C T 3 4 c.182C>T c.(181-183)CCC>CTC p.P61L

Pat_41 Post-Resistance INTS2 57508 37 17 59989332 59989332 Missense_Mutation SNP G A 16 134 c.773C>T c.(772-774)CCT>CTT p.P258L

Pat_41 Post-Resistance METTL2A 339175 37 17 60526017 60526017 Missense_Mutation SNP G A 17 199 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_41 Post-Resistance DCAF7 10238 37 17 61662613 61662613 Missense_Mutation SNP C T 32 138 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_41 Post-Resistance ERN1 2081 37 17 62142568 62142568 Splice_Site SNP C T 5 18 c.921_splice c.e9+1 p.V307_splice

Pat_41 Post-Resistance SMURF2 64750 37 17 62589560 62589560 Missense_Mutation SNP C T 42 123 c.332G>A c.(331-333)GGT>GAT p.G111D

Pat_41 Post-Resistance PLEKHM1P 440456 37 17 62793381 62793381 Splice_Site SNP C T 5 14 c.1068_splice c.e7+1 p.P356_splice

Pat_41 Post-Resistance LRRC37A3 374819 37 17 62855682 62855682 Missense_Mutation SNP G A 6 248 c.4582C>T c.(4582-4584)CTC>TTC p.L1528F

Pat_41 Post-Resistance AXIN2 8313 37 17 63554534 63554534 Missense_Mutation SNP C T 15 56 c.205G>A c.(205-207)GCA>ACA p.A69T

Pat_41 Post-Resistance CACNG4 27092 37 17 65027112 65027112 Missense_Mutation SNP C T 17 113 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance CACNG1 786 37 17 65040852 65040852 Missense_Mutation SNP G A 7 167 c.76G>A c.(76-78)GCC>ACC p.A26T

Pat_41 Post-Resistance PITPNC1 26207 37 17 65688789 65688789 Missense_Mutation SNP C T 21 320 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_41 Post-Resistance NOL11 25926 37 17 65733697 65733697 Missense_Mutation SNP C T 29 312 c.1292C>T c.(1291-1293)ACT>ATT p.T431I

Pat_41 Post-Resistance BPTF 2186 37 17 65909084 65909084 Missense_Mutation SNP G A 5 93 c.5084G>A c.(5083-5085)AGA>AAA p.R1695K

Pat_41 Post-Resistance ARSG 22901 37 17 66381213 66381213 Missense_Mutation SNP C T 24 302 c.991C>T c.(991-993)CCA>TCA p.P331S

Pat_41 Post-Resistance WIPI1 55062 37 17 66430733 66430733 Missense_Mutation SNP C T 8 94 c.656G>A c.(655-657)GGG>GAG p.G219E

Pat_41 Post-Resistance PRKAR1A 5573 37 17 66525098 66525098 Missense_Mutation SNP G A 17 240 c.857G>A c.(856-858)GGA>GAA p.G286E

Pat_41 Post-Resistance ABCA9 10350 37 17 67012509 67012509 Missense_Mutation SNP C T 32 248 c.2924G>A c.(2923-2925)TGT>TAT p.C975Y

Pat_41 Post-Resistance ABCA10 10349 37 17 67145193 67145193 Missense_Mutation SNP G A 23 343 c.4514C>T c.(4513-4515)TCT>TTT p.S1505F

Pat_41 Post-Resistance MAP2K6 5608 37 17 67515454 67515454 Missense_Mutation SNP C T 5 194 c.247C>T c.(247-249)CGG>TGG p.R83W

Pat_41 Post-Resistance DNAI2 64446 37 17 72306255 72306255 Missense_Mutation SNP C T 3 37 c.1447C>T c.(1447-1449)CCT>TCT p.P483S

Pat_41 Post-Resistance GPRC5C 55890 37 17 72443045 72443045 Missense_Mutation SNP G A 9 99 c.1204G>A c.(1204-1206)GGC>AGC p.G402S

Pat_41 Post-Resistance RAB37 326624 37 17 72667766 72667766 Missense_Mutation SNP G A 7 96 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_41 Post-Resistance TMEM104 54868 37 17 72832612 72832612 Missense_Mutation SNP G A 3 64 c.1277G>A c.(1276-1278)GGG>GAG p.G426E

Pat_41 Post-Resistance GRIN2C 2905 37 17 72840518 72840518 Missense_Mutation SNP C T 23 93 c.2480G>A c.(2479-2481)GGG>GAG p.G827E

Pat_41 Post-Resistance FDXR 2232 37 17 72861921 72861921 Missense_Mutation SNP C T 11 64 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_41 Post-Resistance OTOP2 92736 37 17 72926818 72926818 Missense_Mutation SNP C T 11 134 c.1088C>T c.(1087-1089)CCC>CTC p.P363L

Pat_41 Post-Resistance SLC16A5 9121 37 17 73089912 73089912 Missense_Mutation SNP G A 28 219 c.181G>A c.(181-183)GCT>ACT p.A61T

Pat_41 Post-Resistance SLC16A5 9121 37 17 73094133 73094133 Missense_Mutation SNP G A 10 108 c.200G>A c.(199-201)GGG>GAG p.G67E

Pat_41 Post-Resistance GGA3 23163 37 17 73242797 73242797 Missense_Mutation SNP C T 9 129 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_41 Post-Resistance LLGL2 3993 37 17 73566246 73566246 Missense_Mutation SNP C T 3 5 c.1784C>T c.(1783-1785)GCC>GTC p.A595V

Pat_41 Post-Resistance RECQL5 9400 37 17 73625116 73625116 Missense_Mutation SNP C T 4 42 c.2387G>A c.(2386-2388)GGA>GAA p.G796E

Pat_41 Post-Resistance UNK 85451 37 17 73780812 73780812 Missense_Mutation SNP G A 21 162 c.79G>A c.(79-81)GAC>AAC p.D27N

Pat_41 Post-Resistance UNC13D 201294 37 17 73827364 73827364 Missense_Mutation SNP C T 9 80 c.2513G>A c.(2512-2514)AGC>AAC p.S838N

Pat_41 Post-Resistance TRIM47 91107 37 17 73871127 73871127 Missense_Mutation SNP C T 25 158 c.1354G>A c.(1354-1356)GTG>ATG p.V452M

Pat_41 Post-Resistance FBF1 85302 37 17 73910115 73910115 Missense_Mutation SNP T C 4 18 c.2963A>G c.(2962-2964)TAC>TGC p.Y988C

Pat_41 Post-Resistance FBF1 85302 37 17 73926110 73926110 Missense_Mutation SNP C T 3 21 c.205G>A c.(205-207)GCA>ACA p.A69T

Pat_41 Post-Resistance EVPL 2125 37 17 74008108 74008108 Missense_Mutation SNP C A 3 35 c.2436G>T c.(2434-2436)CAG>CAT p.Q812H

Pat_41 Post-Resistance EXOC7 23265 37 17 74080606 74080606 Missense_Mutation SNP C T 6 74 c.1921G>A c.(1921-1923)GGA>AGA p.G641R

Pat_41 Post-Resistance EXOC7 23265 37 17 74097787 74097787 Missense_Mutation SNP C T 22 301 c.284G>A c.(283-285)AGT>AAT p.S95N

Pat_41 Post-Resistance FOXJ1 2302 37 17 74134153 74134153 Missense_Mutation SNP G A 4 101 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_41 Post-Resistance RNF157 114804 37 17 74150376 74150376 Missense_Mutation SNP G A 7 284 c.1798C>T c.(1798-1800)CCC>TCC p.P600S



Pat_41 Post-Resistance FAM100B 283991 37 17 74266309 74266309 Missense_Mutation SNP C T 20 189 c.218C>T c.(217-219)CCC>CTC p.P73L

Pat_41 Post-Resistance QRICH2 84074 37 17 74271977 74271977 Missense_Mutation SNP C T 15 58 c.4907G>A c.(4906-4908)AGG>AAG p.R1636K

Pat_41 Post-Resistance QRICH2 84074 37 17 74287704 74287704 Missense_Mutation SNP C T 19 185 c.2606G>A c.(2605-2607)GGT>GAT p.G869D

Pat_41 Post-Resistance UBE2O 63893 37 17 74393939 74393939 Missense_Mutation SNP C T 23 221 c.2056G>A c.(2056-2058)GTC>ATC p.V686I

Pat_41 Post-Resistance RHBDF2 79651 37 17 74467899 74467899 Missense_Mutation SNP C T 5 23 c.2387G>A c.(2386-2388)AGC>AAC p.S796N

Pat_41 Post-Resistance TNRC6C 57690 37 17 76045785 76045785 Missense_Mutation SNP G A 50 404 c.642G>A c.(640-642)ATG>ATA p.M214I

Pat_41 Post-Resistance TMC8 147138 37 17 76134118 76134118 Nonsense_Mutation SNP G A 5 108 c.1382G>A c.(1381-1383)TGG>TAG p.W461*

Pat_41 Post-Resistance SOCS3 9021 37 17 76354629 76354629 Missense_Mutation SNP G A 6 173 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_41 Post-Resistance DNAH17 8632 37 17 76447667 76447667 Missense_Mutation SNP G A 60 252 c.1618C>T c.(1618-1620)CCA>TCA p.P540S

Pat_41 Post-Resistance DNAH17 8632 37 17 76459036 76459036 Missense_Mutation SNP C T 18 72 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_41 Post-Resistance USP36 57602 37 17 76799789 76799789 Missense_Mutation SNP G A 3 36 c.2488C>T c.(2488-2490)CCA>TCA p.P830S

Pat_41 Post-Resistance USP36 57602 37 17 76809938 76809938 Nonsense_Mutation SNP C T 16 136 c.1182G>A c.(1180-1182)TGG>TGA p.W394*

Pat_41 Post-Resistance CANT1 124583 37 17 76993359 76993359 Missense_Mutation SNP C T 45 300 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_41 Post-Resistance ENPP7 339221 37 17 77709013 77709013 Missense_Mutation SNP G A 8 102 c.571G>A c.(571-573)GTC>ATC p.V191I

Pat_41 Post-Resistance CBX4 8535 37 17 77807985 77807985 Missense_Mutation SNP C T 4 31 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_41 Post-Resistance CCDC40 55036 37 17 78023713 78023713 Missense_Mutation SNP G A 7 67 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_41 Post-Resistance CCDC40 55036 37 17 78023718 78023718 Missense_Mutation SNP G A 8 70 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_41 Post-Resistance RPTOR 57521 37 17 78865520 78865520 Missense_Mutation SNP G A 25 465 c.1984G>A c.(1984-1986)GAG>AAG p.E662K

Pat_41 Post-Resistance RPTOR 57521 37 17 78897397 78897397 Missense_Mutation SNP C T 3 46 c.2732C>T c.(2731-2733)CCC>CTC p.P911L

Pat_41 Post-Resistance BAIAP2 10458 37 17 79082309 79082309 Missense_Mutation SNP G A 9 102 c.1535G>A c.(1534-1536)AGG>AAG p.R512K

Pat_41 Post-Resistance AZI1 22994 37 17 79176097 79176097 Missense_Mutation SNP G A 12 136 c.731C>T c.(730-732)ACT>ATT p.T244I

Pat_41 Post-Resistance TMEM105 284186 37 17 79287501 79287501 Missense_Mutation SNP C T 6 182 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_41 Post-Resistance ACTG1 71 37 17 79478405 79478405 Missense_Mutation SNP G A 11 294 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_41 Post-Resistance HGS 9146 37 17 79660976 79660976 Missense_Mutation SNP G A 7 67 c.917G>A c.(916-918)AGC>AAC p.S306N

Pat_41 Post-Resistance HGS 9146 37 17 79661961 79661962 Missense_Mutation DNP GG AA 12 212 c.983_984GG>AA c.(982-984)CGG>CAA p.R328Q

Pat_41 Post-Resistance P4HB 5034 37 17 79804397 79804397 Missense_Mutation SNP C T 6 120 c.964G>A c.(964-966)GAG>AAG p.E322K

Pat_41 Post-Resistance THOC4 10189 37 17 79846247 79846247 Missense_Mutation SNP C T 5 48 c.650G>A c.(649-651)GGT>GAT p.G217D

Pat_41 Post-Resistance ANAPC11 51529 37 17 79852387 79852387 Missense_Mutation SNP G A 29 276 c.34G>A c.(34-36)GCC>ACC p.A12T

Pat_41 Post-Resistance PYCR1 5831 37 17 79892993 79892993 Missense_Mutation SNP C T 6 54 c.349G>A c.(349-351)GTC>ATC p.V117I

Pat_41 Post-Resistance GPS1 2873 37 17 80012628 80012628 Missense_Mutation SNP C T 15 74 c.563C>T c.(562-564)GCC>GTC p.A188V

Pat_41 Post-Resistance SECTM1 6398 37 17 80282536 80282536 Missense_Mutation SNP C T 5 82 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_41 Post-Resistance HEXDC 284004 37 17 80395080 80395080 Missense_Mutation SNP C T 13 400 c.740C>T c.(739-741)CCG>CTG p.P247L

Pat_41 Post-Resistance HEXDC 284004 37 17 80397523 80397523 Missense_Mutation SNP G A 40 233 c.916G>A c.(916-918)GTG>ATG p.V306M

Pat_41 Post-Resistance NARF 26502 37 17 80441612 80441612 Missense_Mutation SNP G A 8 199 c.790G>A c.(790-792)GAG>AAG p.E264K

Pat_41 Post-Resistance FN3KRP 79672 37 17 80674738 80674738 Missense_Mutation SNP G A 9 151 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_41 Post-Resistance METRNL 284207 37 17 81043197 81043197 Missense_Mutation SNP C T 9 189 c.554C>T c.(553-555)TCT>TTT p.S185F

Pat_41 Post-Resistance METRNL 284207 37 17 81052055 81052055 Missense_Mutation SNP C T 13 242 c.671C>T c.(670-672)GCC>GTC p.A224V

Pat_41 Post-Resistance CLUL1 27098 37 18 627217 627217 Missense_Mutation SNP G A 37 432 c.544G>A c.(544-546)GAT>AAT p.D182N

Pat_41 Post-Resistance METTL4 64863 37 18 2554742 2554742 Missense_Mutation SNP C T 5 48 c.755G>A c.(754-756)GGA>GAA p.G252E

Pat_41 Post-Resistance NDC80 10403 37 18 2577833 2577833 Missense_Mutation SNP G A 25 230 c.268G>A c.(268-270)GCA>ACA p.A90T

Pat_41 Post-Resistance EMILIN2 84034 37 18 2885114 2885114 Missense_Mutation SNP G A 60 48 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_41 Post-Resistance EMILIN2 84034 37 18 2891675 2891675 Missense_Mutation SNP G A 8 92 c.1550G>A c.(1549-1551)AGT>AAT p.S517N

Pat_41 Post-Resistance MYOM1 8736 37 18 3168976 3168976 Missense_Mutation SNP C T 6 44 c.1178G>A c.(1177-1179)GGT>GAT p.G393D

Pat_41 Post-Resistance DLGAP1 9229 37 18 3879678 3879678 Missense_Mutation SNP G A 114 177 c.391C>T c.(391-393)CGC>TGC p.R131C

Pat_41 Post-Resistance EPB41L3 23136 37 18 5433986 5433986 Missense_Mutation SNP C T 42 398 c.740G>A c.(739-741)AGC>AAC p.S247N

Pat_41 Post-Resistance ARHGAP28 79822 37 18 6868197 6868197 Missense_Mutation SNP C T 28 178 c.244C>T c.(244-246)CCG>TCG p.P82S

Pat_41 Post-Resistance LAMA1 284217 37 18 6943402 6943402 Splice_Site SNP C T 5 106 c.8845_splice c.e62-1 p.V2949_splice



Pat_41 Post-Resistance LAMA1 284217 37 18 6950780 6950780 Splice_Site SNP C T 10 214 c.8397_splice c.e58+1 p.T2799_splice

Pat_41 Post-Resistance KIAA0802 23255 37 18 8819025 8819025 Missense_Mutation SNP T C 6 141 c.2924T>C c.(2923-2925)GTT>GCT p.V975A

Pat_41 Post-Resistance ANKRD12 23253 37 18 9256993 9256993 Missense_Mutation SNP C T 4 135 c.3728C>T c.(3727-3729)TCC>TTC p.S1243F

Pat_41 Post-Resistance VAPA 9218 37 18 9950446 9950446 Missense_Mutation SNP C T 16 203 c.472C>T c.(472-474)CCT>TCT p.P158S

Pat_41 Post-Resistance CEP192 55125 37 18 13049213 13049213 Missense_Mutation SNP C T 22 135 c.2423C>T c.(2422-2424)ACT>ATT p.T808I

Pat_41 Post-Resistance CEP192 55125 37 18 13052932 13052932 Missense_Mutation SNP C T 72 417 c.3032C>T c.(3031-3033)TCC>TTC p.S1011F

Pat_41 Post-Resistance CEP192 55125 37 18 13055903 13055903 Missense_Mutation SNP C T 29 41 c.3314C>T c.(3313-3315)TCA>TTA p.S1105L

Pat_41 Post-Resistance C18orf19 125228 37 18 13681685 13681685 Missense_Mutation SNP C T 12 160 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_41 Post-Resistance RNMT 8731 37 18 13741509 13741509 Missense_Mutation SNP G A 12 289 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_41 Post-Resistance POTEC 388468 37 18 14542790 14542790 Missense_Mutation SNP G A 7 178 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_41 Post-Resistance ANKRD30B 374860 37 18 14752654 14752654 Missense_Mutation SNP G A 12 46 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_41 Post-Resistance ROCK1 6093 37 18 18622532 18622532 Missense_Mutation SNP G A 39 249 c.814C>T c.(814-816)CTT>TTT p.L272F

Pat_41 Post-Resistance CTAGE1 64693 37 18 19996309 19996309 Missense_Mutation SNP C T 5 276 c.1466G>A c.(1465-1467)GGT>GAT p.G489D

Pat_41 Post-Resistance CTAGE1 64693 37 18 19996346 19996346 Missense_Mutation SNP G A 5 166 c.1429C>T c.(1429-1431)CCA>TCA p.P477S

Pat_41 Post-Resistance CABLES1 91768 37 18 20774501 20774501 Missense_Mutation SNP G A 12 166 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_41 Post-Resistance RIOK3 8780 37 18 21056969 21056969 Splice_Site SNP G A 11 148 c.1174_splice c.e10-1 p.L392_splice

Pat_41 Post-Resistance NPC1 4864 37 18 21118549 21118549 Missense_Mutation SNP G A 17 260 c.2998C>T c.(2998-3000)CCC>TCC p.P1000S

Pat_41 Post-Resistance NPC1 4864 37 18 21136332 21136332 Missense_Mutation SNP G A 5 40 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_41 Post-Resistance NPC1 4864 37 18 21153480 21153480 Missense_Mutation SNP C T 38 446 c.116G>A c.(115-117)AGG>AAG p.R39K

Pat_41 Post-Resistance TTC39C 125488 37 18 21649143 21649143 Missense_Mutation SNP C T 16 340 c.368C>T c.(367-369)CCC>CTC p.P123L

Pat_41 Post-Resistance ZNF521 25925 37 18 22805060 22805060 Missense_Mutation SNP G A 9 159 c.2822C>T c.(2821-2823)TCC>TTC p.S941F

Pat_41 Post-Resistance ZNF521 25925 37 18 22806363 22806363 Missense_Mutation SNP C T 13 149 c.1519G>A c.(1519-1521)GCT>ACT p.A507T

Pat_41 Post-Resistance KCTD1 284252 37 18 24081090 24081090 Missense_Mutation SNP C T 9 158 c.110G>A c.(109-111)GGC>GAC p.G37D

Pat_41 Post-Resistance CDH2 1000 37 18 25589790 25589790 Missense_Mutation SNP G A 13 147 c.593C>T c.(592-594)ACT>ATT p.T198I

Pat_41 Post-Resistance DSC2 1824 37 18 28659833 28659833 Missense_Mutation SNP G A 26 158 c.1643C>T c.(1642-1644)ACA>ATA p.T548I

Pat_41 Post-Resistance DSC2 1824 37 18 28669488 28669488 Missense_Mutation SNP G A 6 91 c.544C>T c.(544-546)CCT>TCT p.P182S

Pat_41 Post-Resistance DSG1 1828 37 18 28910000 28910000 Splice_Site SNP G A 15 142 c.517_splice c.e5+1 p.N173_splice

Pat_41 Post-Resistance DSG3 1830 37 18 29027850 29027850 Missense_Mutation SNP C T 5 80 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_41 Post-Resistance TTR 7276 37 18 29178567 29178567 Missense_Mutation SNP T C 20 340 c.373T>C c.(373-375)TAC>CAC p.Y125H

Pat_41 Post-Resistance RNF138 51444 37 18 29706735 29706735 Missense_Mutation SNP G A 27 177 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_41 Post-Resistance ASXL3 80816 37 18 31251776 31251776 Missense_Mutation SNP C T 21 29 c.661C>T c.(661-663)CCC>TCC p.P221S

Pat_41 Post-Resistance ASXL3 80816 37 18 31325625 31325625 Missense_Mutation SNP C T 3 28 c.5813C>T c.(5812-5814)GCC>GTC p.A1938V

Pat_41 Post-Resistance DTNA 1837 37 18 32345951 32345951 Missense_Mutation SNP C T 18 194 c.94C>T c.(94-96)CTC>TTC p.L32F

Pat_41 Post-Resistance ZNF24 7572 37 18 32917477 32917477 Missense_Mutation SNP C T 12 212 c.826G>A c.(826-828)GAG>AAG p.E276K

Pat_41 Post-Resistance GALNT1 2589 37 18 33271108 33271108 Missense_Mutation SNP G A 7 184 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_41 Post-Resistance MOCOS 55034 37 18 33780034 33780034 Missense_Mutation SNP C T 14 132 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_41 Post-Resistance SLC14A1 6563 37 18 43328362 43328362 Missense_Mutation SNP G A 34 370 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_41 Post-Resistance KIAA1632 57724 37 18 43534415 43534415 Missense_Mutation SNP C T 34 267 c.953G>A c.(952-954)TGC>TAC p.C318Y

Pat_41 Post-Resistance HDHD2 84064 37 18 44656699 44656699 Missense_Mutation SNP C T 32 180 c.311G>A c.(310-312)GGA>GAA p.G104E

Pat_41 Post-Resistance MYO5B 4645 37 18 47379941 47379941 Missense_Mutation SNP C T 15 95 c.4099G>A c.(4099-4101)GCC>ACC p.A1367T

Pat_41 Post-Resistance CCDC11 220136 37 18 47769387 47769387 Missense_Mutation SNP C T 17 285 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_41 Post-Resistance MBD1 4152 37 18 47799063 47799063 Missense_Mutation SNP C T 23 623 c.1762G>A c.(1762-1764)GCA>ACA p.A588T

Pat_41 Post-Resistance CXXC1 30827 37 18 47810355 47810355 Missense_Mutation SNP C T 11 190 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_41 Post-Resistance CXXC1 30827 37 18 47811184 47811184 Missense_Mutation SNP G A 7 131 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_41 Post-Resistance MAPK4 5596 37 18 48190423 48190423 Missense_Mutation SNP G A 8 177 c.95G>A c.(94-96)GGT>GAT p.G32D

Pat_41 Post-Resistance MAPK4 5596 37 18 48248397 48248397 Missense_Mutation SNP C T 5 42 c.781C>T c.(781-783)CCT>TCT p.P261S

Pat_41 Post-Resistance MRO 83876 37 18 48327762 48327762 Missense_Mutation SNP G A 55 191 c.542C>T c.(541-543)TCC>TTC p.S181F



Pat_41 Post-Resistance DCC 1630 37 18 50592443 50592443 Missense_Mutation SNP G A 17 236 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_41 Post-Resistance DCC 1630 37 18 51025758 51025758 Missense_Mutation SNP C T 17 335 c.3989C>T c.(3988-3990)ACC>ATC p.T1330I

Pat_41 Post-Resistance C18orf54 162681 37 18 51888064 51888064 Missense_Mutation SNP G A 8 121 c.335G>A c.(334-336)AGA>AAA p.R112K

Pat_41 Post-Resistance TCF4 6925 37 18 53131311 53131311 Missense_Mutation SNP G A 27 343 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_41 Post-Resistance TXNL1 9352 37 18 54281660 54281660 Missense_Mutation SNP C T 7 162 c.730G>A c.(730-732)GTA>ATA p.V244I

Pat_41 Post-Resistance WDR7 23335 37 18 54363622 54363622 Missense_Mutation SNP G A 16 250 c.1507G>A c.(1507-1509)GAA>AAA p.E503K

Pat_41 Post-Resistance WDR7 23335 37 18 54398829 54398829 Splice_Site SNP G A 7 118 c.1989_splice c.e14+1 p.K663_splice

Pat_41 Post-Resistance WDR7 23335 37 18 54448804 54448804 Missense_Mutation SNP G A 9 91 c.3107G>A c.(3106-3108)AGA>AAA p.R1036K

Pat_41 Post-Resistance NARS 4677 37 18 55287847 55287847 Missense_Mutation SNP G A 33 217 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_41 Post-Resistance ALPK2 115701 37 18 56204126 56204126 Missense_Mutation SNP T C 18 362 c.3293A>G c.(3292-3294)AAT>AGT p.N1098S

Pat_41 Post-Resistance ALPK2 115701 37 18 56205078 56205078 Missense_Mutation SNP G A 4 127 c.2341C>T c.(2341-2343)CCC>TCC p.P781S

Pat_41 Post-Resistance ALPK2 115701 37 18 56247083 56247083 Missense_Mutation SNP C T 18 256 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance ZNF532 55205 37 18 56585646 56585646 Nonsense_Mutation SNP C T 14 85 c.127C>T c.(127-129)CAG>TAG p.Q43*

Pat_41 Post-Resistance ZNF532 55205 37 18 56586991 56586991 Missense_Mutation SNP G A 6 54 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_41 Post-Resistance ZNF532 55205 37 18 56606750 56606750 Missense_Mutation SNP G A 18 304 c.2602G>A c.(2602-2604)GTC>ATC p.V868I

Pat_41 Post-Resistance LMAN1 3998 37 18 57026292 57026292 Missense_Mutation SNP C T 11 160 c.185G>A c.(184-186)GGG>GAG p.G62E

Pat_41 Post-Resistance CCBE1 147372 37 18 57134012 57134012 Missense_Mutation SNP C T 28 415 c.512G>A c.(511-513)GGG>GAG p.G171E

Pat_41 Post-Resistance MC4R 4160 37 18 58038721 58038721 Missense_Mutation SNP G A 9 199 c.862C>T c.(862-864)CTC>TTC p.L288F

Pat_41 Post-Resistance CDH20 28316 37 18 59167622 59167622 Missense_Mutation SNP C T 13 207 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_41 Post-Resistance ZCCHC2 54877 37 18 60227835 60227835 Missense_Mutation SNP C T 13 233 c.1508C>T c.(1507-1509)GCC>GTC p.A503V

Pat_41 Post-Resistance SERPINB13 5275 37 18 61256932 61256932 Missense_Mutation SNP G A 8 61 c.208G>A c.(208-210)GCT>ACT p.A70T

Pat_41 Post-Resistance SERPINB13 5275 37 18 61262408 61262408 Missense_Mutation SNP G A 20 176 c.761G>A c.(760-762)GGC>GAC p.G254D

Pat_41 Post-Resistance CDH7 1005 37 18 63526179 63526179 Missense_Mutation SNP G A 7 84 c.1391G>A c.(1390-1392)GGA>GAA p.G464E

Pat_41 Post-Resistance CDH19 28513 37 18 64172386 64172386 Missense_Mutation SNP C T 23 316 c.1982G>A c.(1981-1983)AGT>AAT p.S661N

Pat_41 Post-Resistance DSEL 92126 37 18 65181334 65181334 Missense_Mutation SNP C T 11 81 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_41 Post-Resistance TMX3 54495 37 18 66351458 66351458 Missense_Mutation SNP C T 11 111 c.817G>A c.(817-819)GTT>ATT p.V273I

Pat_41 Post-Resistance NETO1 81832 37 18 70532440 70532440 Missense_Mutation SNP G A 4 23 c.65C>T c.(64-66)GCA>GTA p.A22V

Pat_41 Post-Resistance ZNF407 55628 37 18 72343232 72343232 Missense_Mutation SNP C T 11 76 c.257C>T c.(256-258)TCT>TTT p.S86F

Pat_41 Post-Resistance ZNF407 55628 37 18 72589198 72589198 Nonsense_Mutation SNP G A 13 41 c.4923G>A c.(4921-4923)TGG>TGA p.W1641*

Pat_41 Post-Resistance ZNF236 7776 37 18 74625807 74625807 Missense_Mutation SNP G A 20 65 c.3008G>A c.(3007-3009)GGC>GAC p.G1003D

Pat_41 Post-Resistance SALL3 27164 37 18 76753535 76753535 Missense_Mutation SNP G A 3 20 c.1544G>A c.(1543-1545)AGC>AAC p.S515N

Pat_41 Post-Resistance ADNP2 22850 37 18 77891008 77891008 Missense_Mutation SNP G A 10 20 c.131G>A c.(130-132)GGA>GAA p.G44E

Pat_41 Post-Resistance PPAP2C 8612 37 19 282238 282238 Missense_Mutation SNP C T 20 44 c.613G>A c.(613-615)GCC>ACC p.A205T

Pat_41 Post-Resistance PALM 5064 37 19 746516 746516 Missense_Mutation SNP G A 3 23 c.866G>A c.(865-867)GGG>GAG p.G289E

Pat_41 Post-Resistance LPPR3 79948 37 19 814885 814885 Splice_Site SNP C T 15 64 c.599_splice c.e5+1 p.R200_splice

Pat_41 Post-Resistance UQCR11 10975 37 19 1599554 1599554 Missense_Mutation SNP G T 3 58 c.56C>A c.(55-57)CCG>CAG p.P19Q

Pat_41 Post-Resistance ATP8B3 148229 37 19 1795962 1795962 Missense_Mutation SNP C T 9 23 c.1967G>A c.(1966-1968)TGC>TAC p.C656Y

Pat_41 Post-Resistance MKNK2 2872 37 19 2039752 2039752 Missense_Mutation SNP C T 5 16 c.1258G>A c.(1258-1260)GGG>AGG p.G420R

Pat_41 Post-Resistance ZNF554 115196 37 19 2834596 2834596 Missense_Mutation SNP G A 8 78 c.1363G>A c.(1363-1365)GAG>AAG p.E455K

Pat_41 Post-Resistance PIP5K1C 23396 37 19 3644084 3644084 Splice_Site SNP C T 18 68 c.1510_splice c.e12+1 p.G504_splice

Pat_41 Post-Resistance CHAF1A 10036 37 19 4433262 4433262 Missense_Mutation SNP G A 4 106 c.2399G>A c.(2398-2400)CGG>CAG p.R800Q

Pat_41 Post-Resistance PLIN5 440503 37 19 4523680 4523680 Missense_Mutation SNP C T 24 180 c.1252G>A c.(1252-1254)GCC>ACC p.A418T

Pat_41 Post-Resistance C19orf10 56005 37 19 4660005 4660005 Missense_Mutation SNP G A 11 97 c.380C>T c.(379-381)GCA>GTA p.A127V

Pat_41 Post-Resistance FEM1A 55527 37 19 4792581 4792581 Missense_Mutation SNP C T 7 72 c.715C>T c.(715-717)CCC>TCC p.P239S

Pat_41 Post-Resistance PTPRS 5802 37 19 5231452 5231452 Missense_Mutation SNP G A 4 57 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_41 Post-Resistance SAFB2 9667 37 19 5587339 5587339 Missense_Mutation SNP C T 8 21 c.2777G>A c.(2776-2778)GGA>GAA p.G926E

Pat_41 Post-Resistance ACER1 125981 37 19 6309807 6309807 Missense_Mutation SNP A G 12 29 c.389T>C c.(388-390)GTC>GCC p.V130A



Pat_41 Post-Resistance CLPP 8192 37 19 6362493 6362493 Missense_Mutation SNP C T 14 91 c.307C>T c.(307-309)CTC>TTC p.L103F

Pat_41 Post-Resistance C3 718 37 19 6719238 6719238 Missense_Mutation SNP C T 8 156 c.251G>A c.(250-252)GGC>GAC p.G84D

Pat_41 Post-Resistance TRIP10 9322 37 19 6746515 6746515 Missense_Mutation SNP G A 4 133 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_41 Post-Resistance INSR 3643 37 19 7184645 7184645 Missense_Mutation SNP C T 3 21 c.656G>A c.(655-657)TGC>TAC p.C219Y

Pat_41 Post-Resistance PNPLA6 10908 37 19 7600838 7600838 Missense_Mutation SNP G A 5 14 c.191G>A c.(190-192)GGG>GAG p.G64E

Pat_41 Post-Resistance CD209 30835 37 19 7810835 7810835 Missense_Mutation SNP T C 6 105 c.317A>G c.(316-318)CAG>CGG p.Q106R

Pat_41 Post-Resistance FBN3 84467 37 19 8159329 8159329 Splice_Site SNP C T 4 22 c.5905_splice c.e46+1 p.D1969_splice

Pat_41 Post-Resistance FBN3 84467 37 19 8203338 8203338 Missense_Mutation SNP C T 3 30 c.976G>A c.(976-978)GCA>ACA p.A326T

Pat_41 Post-Resistance 2-Mar 51257 37 19 8491579 8491579 Missense_Mutation SNP C T 3 41 c.263C>T c.(262-264)GCC>GTC p.A88V

Pat_41 Post-Resistance HNRNPM 4670 37 19 8539129 8539129 Splice_Site SNP G A 5 119 c.1120_splice c.e12+1 p.E374_splice

Pat_41 Post-Resistance OR2Z1 284383 37 19 8841526 8841526 Missense_Mutation SNP C T 22 45 c.136C>T c.(136-138)CTC>TTC p.L46F

Pat_41 Post-Resistance OR2Z1 284383 37 19 8842192 8842192 Missense_Mutation SNP C T 4 64 c.802C>T c.(802-804)CCA>TCA p.P268S

Pat_41 Post-Resistance MUC16 94025 37 19 9009710 9009710 Missense_Mutation SNP C T 21 127 c.39016G>A c.(39016-39018)GCT>ACT p.A13006T

Pat_41 Post-Resistance MUC16 94025 37 19 9061564 9061564 Missense_Mutation SNP C T 12 48 c.25882G>A c.(25882-25884)GCC>ACC p.A8628T

Pat_41 Post-Resistance MUC16 94025 37 19 9065791 9065791 Missense_Mutation SNP C T 6 119 c.21655G>A c.(21655-21657)GAG>AAG p.E7219K

Pat_41 Post-Resistance MUC16 94025 37 19 9069555 9069555 Missense_Mutation SNP C T 5 34 c.17891G>A c.(17890-17892)GGC>GAC p.G5964D

Pat_41 Post-Resistance MUC16 94025 37 19 9082631 9082631 Missense_Mutation SNP C T 12 50 c.9184G>A c.(9184-9186)GCA>ACA p.A3062T

Pat_41 Post-Resistance MUC16 94025 37 19 9083483 9083483 Missense_Mutation SNP C T 3 15 c.8332G>A c.(8332-8334)GCT>ACT p.A2778T

Pat_41 Post-Resistance MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 27 7 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_41 Post-Resistance MUC16 94025 37 19 9084874 9084874 Missense_Mutation SNP C T 9 28 c.6941G>A c.(6940-6942)GGA>GAA p.G2314E

Pat_41 Post-Resistance MUC16 94025 37 19 9091478 9091478 Missense_Mutation SNP G A 16 97 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance ZNF317 57693 37 19 9271786 9271786 Missense_Mutation SNP C T 3 32 c.1465C>T c.(1465-1467)CGG>TGG p.R489W

Pat_41 Post-Resistance ZNF559 84527 37 19 9453635 9453635 Missense_Mutation SNP C T 25 52 c.1508C>T c.(1507-1509)ACT>ATT p.T503I

Pat_41 Post-Resistance ZNF560 147741 37 19 9578040 9578040 Missense_Mutation SNP G A 10 60 c.1583C>T c.(1582-1584)TCT>TTT p.S528F

Pat_41 Post-Resistance ZNF560 147741 37 19 9578698 9578698 Missense_Mutation SNP C T 29 74 c.925G>A c.(925-927)GCA>ACA p.A309T

Pat_41 Post-Resistance ZNF846 162993 37 19 9874060 9874060 Missense_Mutation SNP C T 20 323 c.40G>A c.(40-42)GCT>ACT p.A14T

Pat_41 Post-Resistance COL5A3 50509 37 19 10100032 10100032 Missense_Mutation SNP C T 4 13 c.2057G>A c.(2056-2058)GGA>GAA p.G686E

Pat_41 Post-Resistance TYK2 7297 37 19 10478786 10478786 Missense_Mutation SNP G A 5 31 c.410C>T c.(409-411)ACA>ATA p.T137I

Pat_41 Post-Resistance CDC37 11140 37 19 10504024 10504024 Missense_Mutation SNP C T 10 72 c.820G>A c.(820-822)GCC>ACC p.A274T

Pat_41 Post-Resistance PDE4A 5141 37 19 10574509 10574509 Missense_Mutation SNP C T 63 164 c.1784C>T c.(1783-1785)CCC>CTC p.P595L

Pat_41 Post-Resistance ILF3 3609 37 19 10782072 10782072 Missense_Mutation SNP G A 67 155 c.272G>A c.(271-273)GGA>GAA p.G91E

Pat_41 Post-Resistance TMED1 11018 37 19 10945621 10945621 Missense_Mutation SNP C T 22 262 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_41 Post-Resistance SMARCA4 6597 37 19 11141409 11141409 Missense_Mutation SNP C T 11 26 c.3386C>T c.(3385-3387)ACC>ATC p.T1129I

Pat_41 Post-Resistance TSPAN16 26526 37 19 11422815 11422815 Missense_Mutation SNP G A 5 12 c.604G>A c.(604-606)GGC>AGC p.G202S

Pat_41 Post-Resistance RGL3 57139 37 19 11527509 11527509 Splice_Site SNP C T 9 87 c.371_splice c.e3+1 p.G124_splice

Pat_41 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 7 304 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_41 Post-Resistance ZNF763 284390 37 19 12087898 12087898 Missense_Mutation SNP G A 16 161 c.49G>A c.(49-51)GAG>AAG p.E17K

Pat_41 Post-Resistance ZNF563 147837 37 19 12429458 12429458 Missense_Mutation SNP G A 17 116 c.1381C>T c.(1381-1383)CCC>TCC p.P461S

Pat_41 Post-Resistance ZNF791 163049 37 19 12739658 12739658 Missense_Mutation SNP C T 8 133 c.1315C>T c.(1315-1317)CCT>TCT p.P439S

Pat_41 Post-Resistance MAST1 22983 37 19 12962965 12962965 Missense_Mutation SNP G A 26 81 c.913G>A c.(913-915)GCG>ACG p.A305T

Pat_41 Post-Resistance CALR 811 37 19 13049584 13049584 Missense_Mutation SNP G A 4 13 c.91G>A c.(91-93)GAC>AAC p.D31N

Pat_41 Post-Resistance NACC1 112939 37 19 13249071 13249071 Missense_Mutation SNP G A 36 172 c.1435G>A c.(1435-1437)GTC>ATC p.V479I

Pat_41 Post-Resistance CACNA1A 773 37 19 13394121 13394121 Missense_Mutation SNP G T 4 52 c.3785C>A c.(3784-3786)GCC>GAC p.A1262D

Pat_41 Post-Resistance ZSWIM4 65249 37 19 13928045 13928045 Missense_Mutation SNP G A 25 80 c.1196G>A c.(1195-1197)GGC>GAC p.G399D

Pat_41 Post-Resistance ZSWIM4 65249 37 19 13936397 13936397 Missense_Mutation SNP C T 11 131 c.1898C>T c.(1897-1899)TCC>TTC p.S633F

Pat_41 Post-Resistance NANOS3 342977 37 19 13988237 13988237 Missense_Mutation SNP G A 4 130 c.175G>A c.(175-177)GGA>AGA p.G59R

Pat_41 Post-Resistance C19orf57 79173 37 19 14000681 14000681 Missense_Mutation SNP C T 6 76 c.988G>A c.(988-990)GGA>AGA p.G330R



Pat_41 Post-Resistance CC2D1A 54862 37 19 14029357 14029357 Missense_Mutation SNP C T 5 170 c.914C>T c.(913-915)CCC>CTC p.P305L

Pat_41 Post-Resistance CC2D1A 54862 37 19 14031688 14031688 Missense_Mutation SNP C T 14 232 c.1594C>T c.(1594-1596)CCT>TCT p.P532S

Pat_41 Post-Resistance CC2D1A 54862 37 19 14040256 14040256 Splice_Site SNP G A 14 307 c.2583_splice c.e25+1 p.K861_splice

Pat_41 Post-Resistance RFX1 5989 37 19 14094327 14094327 Missense_Mutation SNP C T 5 62 c.400G>A c.(400-402)GTG>ATG p.V134M

Pat_41 Post-Resistance IL27RA 9466 37 19 14150325 14150325 Missense_Mutation SNP C T 20 414 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_41 Post-Resistance IL27RA 9466 37 19 14150354 14150354 Missense_Mutation SNP G A 16 460 c.253G>A c.(253-255)GCC>ACC p.A85T

Pat_41 Post-Resistance IL27RA 9466 37 19 14157140 14157140 Missense_Mutation SNP G A 14 278 c.943G>A c.(943-945)GTC>ATC p.V315I

Pat_41 Post-Resistance IL27RA 9466 37 19 14157257 14157257 Missense_Mutation SNP C T 20 206 c.968C>T c.(967-969)CCC>CTC p.P323L

Pat_41 Post-Resistance DNAJB1 3337 37 19 14627750 14627750 Missense_Mutation SNP C T 12 276 c.320G>A c.(319-321)GGT>GAT p.G107D

Pat_41 Post-Resistance EMR2 30817 37 19 14854260 14854260 Missense_Mutation SNP G A 33 633 c.2435C>T c.(2434-2436)GCT>GTT p.A812V

Pat_41 Post-Resistance OR7C1 26664 37 19 14910029 14910029 Missense_Mutation SNP C T 10 243 c.920G>A c.(919-921)AGG>AAG p.R307K

Pat_41 Post-Resistance SYDE1 85360 37 19 15224542 15224542 Missense_Mutation SNP G A 7 170 c.1976G>A c.(1975-1977)GGG>GAG p.G659E

Pat_41 Post-Resistance ILVBL 10994 37 19 15228714 15228714 Nonsense_Mutation SNP C T 55 105 c.1164G>A c.(1162-1164)TGG>TGA p.W388*

Pat_41 Post-Resistance NOTCH3 4854 37 19 15297975 15297975 Missense_Mutation SNP C T 7 63 c.1781G>A c.(1780-1782)GGC>GAC p.G594D

Pat_41 Post-Resistance AKAP8L 26993 37 19 15512311 15512311 Missense_Mutation SNP C T 13 65 c.466G>A c.(466-468)GCC>ACC p.A156T

Pat_41 Post-Resistance RASAL3 64926 37 19 15569407 15569407 Missense_Mutation SNP C T 3 38 c.722G>A c.(721-723)GGT>GAT p.G241D

Pat_41 Post-Resistance CYP4F12 66002 37 19 15807283 15807283 Missense_Mutation SNP G A 18 365 c.1358G>A c.(1357-1359)AGG>AAG p.R453K

Pat_41 Post-Resistance OR10H2 26538 37 19 15839353 15839353 Missense_Mutation SNP C T 6 117 c.500C>T c.(499-501)ACT>ATT p.T167I

Pat_41 Post-Resistance OR10H5 284433 37 19 15905699 15905699 Missense_Mutation SNP G A 8 59 c.841G>A c.(841-843)GTC>ATC p.V281I

Pat_41 Post-Resistance CYP4F2 8529 37 19 16000439 16000439 Missense_Mutation SNP C T 24 202 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_41 Post-Resistance TPM4 7171 37 19 16204358 16204358 Missense_Mutation SNP G A 13 159 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_41 Post-Resistance CIB3 117286 37 19 16280518 16280518 Missense_Mutation SNP G A 9 63 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_41 Post-Resistance AP1M1 8907 37 19 16319915 16319915 Missense_Mutation SNP C T 13 153 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_41 Post-Resistance EPS15L1 58513 37 19 16496996 16496996 Missense_Mutation SNP G A 5 75 c.2150C>T c.(2149-2151)TCC>TTC p.S717F

Pat_41 Post-Resistance CHERP 10523 37 19 16632398 16632398 Missense_Mutation SNP C T 7 38 c.2048G>A c.(2047-2049)AGC>AAC p.S683N

Pat_41 Post-Resistance CHERP 10523 37 19 16638953 16638953 Missense_Mutation SNP G A 7 135 c.1243C>T c.(1243-1245)CCA>TCA p.P415S

Pat_41 Post-Resistance CHERP 10523 37 19 16639054 16639054 Missense_Mutation SNP G A 5 92 c.1142C>T c.(1141-1143)CCT>CTT p.P381L

Pat_41 Post-Resistance SLC35E1 79939 37 19 16664575 16664575 Missense_Mutation SNP C T 26 441 c.1148G>A c.(1147-1149)GGC>GAC p.G383D

Pat_41 Post-Resistance CPAMD8 27151 37 19 17015321 17015321 Missense_Mutation SNP C T 15 103 c.4210G>A c.(4210-4212)GAC>AAC p.D1404N

Pat_41 Post-Resistance CPAMD8 27151 37 19 17115144 17115144 Nonsense_Mutation SNP C T 17 66 c.753G>A c.(751-753)TGG>TGA p.W251*

Pat_41 Post-Resistance USHBP1 83878 37 19 17367318 17367318 Missense_Mutation SNP C T 4 130 c.1432G>A c.(1432-1434)GAG>AAG p.E478K

Pat_41 Post-Resistance SLC27A1 376497 37 19 17597766 17597766 Missense_Mutation SNP G A 3 22 c.562G>A c.(562-564)GCG>ACG p.A188T

Pat_41 Post-Resistance SLC27A1 376497 37 19 17608082 17608082 Missense_Mutation SNP G A 4 109 c.1015G>A c.(1015-1017)GAG>AAG p.E339K

Pat_41 Post-Resistance JAK3 3718 37 19 17949128 17949128 Nonsense_Mutation SNP G A 7 252 c.1513C>T c.(1513-1515)CAA>TAA p.Q505*

Pat_41 Post-Resistance SLC5A5 6528 37 19 17986872 17986872 Missense_Mutation SNP G A 9 179 c.655G>A c.(655-657)GTG>ATG p.V219M

Pat_41 Post-Resistance SLC5A5 6528 37 19 17988645 17988645 Missense_Mutation SNP C T 18 198 c.812C>T c.(811-813)GCT>GTT p.A271V

Pat_41 Post-Resistance ARRDC2 27106 37 19 18120711 18120711 Missense_Mutation SNP G A 6 75 c.712G>A c.(712-714)GCA>ACA p.A238T

Pat_41 Post-Resistance ARRDC2 27106 37 19 18120741 18120741 Missense_Mutation SNP G A 4 55 c.742G>A c.(742-744)GTG>ATG p.V248M

Pat_41 Post-Resistance ARRDC2 27106 37 19 18121024 18121024 Missense_Mutation SNP G A 7 190 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_41 Post-Resistance MAST3 23031 37 19 18246595 18246595 Missense_Mutation SNP C T 3 22 c.1829C>T c.(1828-1830)GCC>GTC p.A610V

Pat_41 Post-Resistance MAST3 23031 37 19 18260483 18260483 Missense_Mutation SNP G A 4 138 c.3877G>A c.(3877-3879)GTG>ATG p.V1293M

Pat_41 Post-Resistance MPV17L2 84769 37 19 18304706 18304706 Missense_Mutation SNP C T 36 237 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_41 Post-Resistance LRRC25 126364 37 19 18507019 18507019 Missense_Mutation SNP G A 9 222 c.755C>T c.(754-756)GCC>GTC p.A252V

Pat_41 Post-Resistance FKBP8 23770 37 19 18648560 18648560 Missense_Mutation SNP C T 20 153 c.793G>A c.(793-795)GCA>ACA p.A265T

Pat_41 Post-Resistance CRTC1 23373 37 19 18888085 18888085 Missense_Mutation SNP C T 49 612 c.1798C>T c.(1798-1800)CTC>TTC p.L600F

Pat_41 Post-Resistance SFRS14 10147 37 19 19115455 19115455 Nonsense_Mutation SNP C T 7 102 c.2451G>A c.(2449-2451)TGG>TGA p.W817*

Pat_41 Post-Resistance SFRS14 10147 37 19 19135659 19135659 Missense_Mutation SNP C T 17 174 c.1498G>A c.(1498-1500)GAA>AAA p.E500K



Pat_41 Post-Resistance GATAD2A 54815 37 19 19576357 19576357 Missense_Mutation SNP C T 4 44 c.203C>T c.(202-204)GCC>GTC p.A68V

Pat_41 Post-Resistance GATAD2A 54815 37 19 19603465 19603465 Missense_Mutation SNP G A 9 194 c.478G>A c.(478-480)GTG>ATG p.V160M

Pat_41 Post-Resistance GMIP 51291 37 19 19751151 19751151 Missense_Mutation SNP C T 26 136 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_41 Post-Resistance ZNF253 56242 37 19 19989407 19989407 Missense_Mutation SNP G A 7 196 c.121G>A c.(121-123)GTC>ATC p.V41I

Pat_41 Post-Resistance ZNF93 81931 37 19 20044608 20044608 Missense_Mutation SNP G A 7 261 c.844G>A c.(844-846)GAG>AAG p.E282K

Pat_41 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 8 311 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_41 Post-Resistance ZNF93 81931 37 19 20045454 20045454 Missense_Mutation SNP C T 4 87 c.1690C>T c.(1690-1692)CCT>TCT p.P564S

Pat_41 Post-Resistance ZNF90 7643 37 19 20229964 20229964 Missense_Mutation SNP C A 6 154 c.1601C>A c.(1600-1602)GCG>GAG p.A534E

Pat_41 Post-Resistance ZNF737 100129842 37 19 20728179 20728179 Missense_Mutation SNP A T 6 210 c.830T>A c.(829-831)ATA>AAA p.I277K

Pat_41 Post-Resistance ZNF626 199777 37 19 20807706 20807706 Missense_Mutation SNP T G 5 228 c.977A>C c.(976-978)TAT>TCT p.Y326S

Pat_41 Post-Resistance ZNF714 148206 37 19 21300738 21300738 Missense_Mutation SNP T C 16 239 c.1271T>C c.(1270-1272)CTC>CCC p.L424P

Pat_41 Post-Resistance ZNF493 284443 37 19 21605856 21605856 Missense_Mutation SNP G A 25 310 c.11G>A c.(10-12)TGT>TAT p.C4Y

Pat_41 Post-Resistance ZNF493 284443 37 19 21606876 21606876 Missense_Mutation SNP G A 5 147 c.1031G>A c.(1030-1032)CGA>CAA p.R344Q

Pat_41 Post-Resistance ZNF493 284443 37 19 21606988 21606988 Missense_Mutation SNP A G 7 126 c.1143A>G c.(1141-1143)ATA>ATG p.I381M

Pat_41 Post-Resistance ZNF43 7594 37 19 21991191 21991191 Missense_Mutation SNP A T 6 237 c.1648T>A c.(1648-1650)TTC>ATC p.F550I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155626 22155626 Missense_Mutation SNP G A 12 243 c.1910C>T c.(1909-1911)ACT>ATT p.T637I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155891 22155891 Missense_Mutation SNP C T 12 265 c.1645G>A c.(1645-1647)GTC>ATC p.V549I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155975 22155975 Missense_Mutation SNP C T 32 209 c.1561G>A c.(1561-1563)GTC>ATC p.V521I

Pat_41 Post-Resistance ZNF208 7757 37 19 22156034 22156034 Missense_Mutation SNP C T 7 123 c.1502G>A c.(1501-1503)AGA>AAA p.R501K

Pat_41 Post-Resistance ZNF208 7757 37 19 22170068 22170068 Missense_Mutation SNP C T 10 159 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_41 Post-Resistance ZNF98 148198 37 19 22574676 22574676 Missense_Mutation SNP A C 7 110 c.1361T>G c.(1360-1362)ATA>AGA p.I454R

Pat_41 Post-Resistance ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 150 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_41 Post-Resistance ZNF91 7644 37 19 23544073 23544073 Missense_Mutation SNP C T 5 82 c.1708G>A c.(1708-1710)GGA>AGA p.G570R

Pat_41 Post-Resistance ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A T 7 102 c.1385T>A c.(1384-1386)ATC>AAC p.I462N

Pat_41 Post-Resistance ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 13 212 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_41 Post-Resistance ZNF681 148213 37 19 23927181 23927181 Missense_Mutation SNP C T 22 395 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_41 Post-Resistance ZNF536 9745 37 19 31025778 31025778 Missense_Mutation SNP C T 55 287 c.2195C>T c.(2194-2196)TCT>TTT p.S732F

Pat_41 Post-Resistance ZNF507 22847 37 19 32844671 32844671 Missense_Mutation SNP G A 41 619 c.935G>A c.(934-936)AGT>AAT p.S312N

Pat_41 Post-Resistance DPY19L3 147991 37 19 32923625 32923625 Missense_Mutation SNP G A 7 138 c.241G>A c.(241-243)GTG>ATG p.V81M

Pat_41 Post-Resistance RHPN2 85415 37 19 33502637 33502637 Missense_Mutation SNP C T 10 118 c.541G>A c.(541-543)GTC>ATC p.V181I

Pat_41 Post-Resistance WDR88 126248 37 19 33639799 33639799 Missense_Mutation SNP C T 4 66 c.662C>T c.(661-663)ACC>ATC p.T221I

Pat_41 Post-Resistance CHST8 64377 37 19 34180267 34180267 Missense_Mutation SNP C T 10 177 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_41 Post-Resistance KCTD15 79047 37 19 34297820 34297820 Nonsense_Mutation SNP C T 6 163 c.295C>T c.(295-297)CAA>TAA p.Q99*

Pat_41 Post-Resistance KCTD15 79047 37 19 34297905 34297905 Missense_Mutation SNP A T 6 138 c.380A>T c.(379-381)GAC>GTC p.D127V

Pat_41 Post-Resistance KIAA0355 9710 37 19 34832863 34832863 Missense_Mutation SNP C T 7 119 c.2024C>T c.(2023-2025)GCC>GTC p.A675V

Pat_41 Post-Resistance KIAA0355 9710 37 19 34832977 34832977 Missense_Mutation SNP C T 22 207 c.2138C>T c.(2137-2139)CCC>CTC p.P713L

Pat_41 Post-Resistance KIAA0355 9710 37 19 34833273 34833273 Missense_Mutation SNP G A 47 313 c.2434G>A c.(2434-2436)GGA>AGA p.G812R

Pat_41 Post-Resistance PDCD2L 84306 37 19 34900385 34900385 Missense_Mutation SNP G A 17 126 c.656G>A c.(655-657)GGC>GAC p.G219D

Pat_41 Post-Resistance UBA2 10054 37 19 34942921 34942921 Missense_Mutation SNP C T 8 65 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_41 Post-Resistance ZNF599 148103 37 19 35250222 35250222 Missense_Mutation SNP G A 15 223 c.1484C>T c.(1483-1485)ACT>ATT p.T495I

Pat_41 Post-Resistance ZNF30 90075 37 19 35435233 35435233 Missense_Mutation SNP C T 9 154 c.1363C>T c.(1363-1365)CCC>TCC p.P455S

Pat_41 Post-Resistance GRAMD1A 57655 37 19 35505283 35505283 Missense_Mutation SNP G A 6 86 c.1061G>A c.(1060-1062)GGG>GAG p.G354E

Pat_41 Post-Resistance USF2 7392 37 19 35760507 35760507 Missense_Mutation SNP G A 6 45 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_41 Post-Resistance CD22 933 37 19 35828853 35828853 Missense_Mutation SNP G A 7 97 c.914G>A c.(913-915)GGG>GAG p.G305E

Pat_41 Post-Resistance SBSN 374897 37 19 36015792 36015792 Missense_Mutation SNP C T 4 55 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_41 Post-Resistance ETV2 2116 37 19 36133387 36133387 Missense_Mutation SNP G A 16 79 c.25G>A c.(25-27)GCA>ACA p.A9T

Pat_41 Post-Resistance ARHGAP33 115703 37 19 36276138 36276138 Missense_Mutation SNP G A 5 50 c.1769G>A c.(1768-1770)AGC>AAC p.S590N



Pat_41 Post-Resistance ARHGAP33 115703 37 19 36278765 36278765 Missense_Mutation SNP C T 4 49 c.2815C>T c.(2815-2817)CCC>TCC p.P939S

Pat_41 Post-Resistance NPHS1 4868 37 19 36317527 36317527 Nonsense_Mutation SNP C T 6 105 c.3615G>A c.(3613-3615)TGG>TGA p.W1205*

Pat_41 Post-Resistance NPHS1 4868 37 19 36333362 36333362 Missense_Mutation SNP C T 18 170 c.2425G>A c.(2425-2427)GCC>ACC p.A809T

Pat_41 Post-Resistance ZFP82 284406 37 19 36884856 36884856 Missense_Mutation SNP C T 13 92 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_41 Post-Resistance ZNF260 339324 37 19 37005543 37005543 Missense_Mutation SNP C T 6 142 c.598G>A c.(598-600)GCT>ACT p.A200T

Pat_41 Post-Resistance ZNF461 92283 37 19 37129761 37129761 Missense_Mutation SNP G A 23 174 c.1486C>T c.(1486-1488)CCC>TCC p.P496S

Pat_41 Post-Resistance ZNF790 388536 37 19 37310041 37310041 Missense_Mutation SNP G A 8 107 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_41 Post-Resistance ZNF345 25850 37 19 37368684 37368684 Missense_Mutation SNP G A 8 192 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_41 Post-Resistance ZNF571 51276 37 19 38074980 38074980 Missense_Mutation SNP C T 22 349 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_41 Post-Resistance ZNF607 84775 37 19 38190232 38190232 Missense_Mutation SNP C T 16 60 c.800G>A c.(799-801)GGC>GAC p.G267D

Pat_41 Post-Resistance ZNF573 126231 37 19 38262270 38262270 Missense_Mutation SNP C T 13 266 c.136G>A c.(136-138)GAC>AAC p.D46N

Pat_41 Post-Resistance YIF1B 90522 37 19 38798276 38798276 Missense_Mutation SNP G A 12 147 c.656C>T c.(655-657)ACC>ATC p.T219I

Pat_41 Post-Resistance FAM98C 147965 37 19 38899394 38899394 Missense_Mutation SNP C T 15 105 c.922C>T c.(922-924)CTT>TTT p.L308F

Pat_41 Post-Resistance RYR1 6261 37 19 38934424 38934424 Missense_Mutation SNP G A 8 153 c.412G>A c.(412-414)GAG>AAG p.E138K

Pat_41 Post-Resistance RYR1 6261 37 19 38958349 38958349 Missense_Mutation SNP C T 12 153 c.3278C>T c.(3277-3279)GCA>GTA p.A1093V

Pat_41 Post-Resistance RYR1 6261 37 19 38985033 38985033 Missense_Mutation SNP G A 4 60 c.6316G>A c.(6316-6318)GCC>ACC p.A2106T

Pat_41 Post-Resistance RYR1 6261 37 19 38997495 38997495 Missense_Mutation SNP C T 16 64 c.8719C>T c.(8719-8721)CCC>TCC p.P2907S

Pat_41 Post-Resistance EIF3K 27335 37 19 39123287 39123287 Nonsense_Mutation SNP G A 12 67 c.468G>A c.(466-468)TGG>TGA p.W156*

Pat_41 Post-Resistance ACTN4 81 37 19 39219729 39219729 Missense_Mutation SNP G A 15 282 c.2512G>A c.(2512-2514)GAG>AAG p.E838K

Pat_41 Post-Resistance ECH1 1891 37 19 39306955 39306955 Missense_Mutation SNP C T 7 72 c.700G>A c.(700-702)GCT>ACT p.A234T

Pat_41 Post-Resistance RINL 126432 37 19 39362299 39362299 Missense_Mutation SNP C T 12 170 c.97G>A c.(97-99)GAT>AAT p.D33N

Pat_41 Post-Resistance SIRT2 22933 37 19 39384083 39384083 Missense_Mutation SNP C T 10 90 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_41 Post-Resistance NFKBIB 4793 37 19 39395761 39395761 Splice_Site SNP G A 13 194 c.285_splice c.e2+1 p.Q95_splice

Pat_41 Post-Resistance PAPL 390928 37 19 39590911 39590911 Missense_Mutation SNP G A 14 211 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_41 Post-Resistance IL28B 282617 37 19 39735086 39735086 Missense_Mutation SNP G A 18 21 c.229C>T c.(229-231)CCC>TCC p.P77S

Pat_41 Post-Resistance IL29 282618 37 19 39787066 39787066 Missense_Mutation SNP C T 38 198 c.5C>T c.(4-6)GCT>GTT p.A2V

Pat_41 Post-Resistance PLEKHG2 64857 37 19 39908303 39908303 Missense_Mutation SNP C T 6 69 c.853C>T c.(853-855)CGC>TGC p.R285C

Pat_41 Post-Resistance PLEKHG2 64857 37 19 39914454 39914454 Missense_Mutation SNP G A 4 55 c.2681G>A c.(2680-2682)GGT>GAT p.G894D

Pat_41 Post-Resistance TIMM50 92609 37 19 39978722 39978722 Missense_Mutation SNP G A 16 330 c.1027G>A c.(1027-1029)GAC>AAC p.D343N

Pat_41 Post-Resistance FCGBP 8857 37 19 40357760 40357760 Missense_Mutation SNP C T 10 57 c.15553G>A c.(15553-15555)GTA>ATA p.V5185I

Pat_41 Post-Resistance FCGBP 8857 37 19 40384065 40384065 Missense_Mutation SNP C T 6 170 c.9545G>A c.(9544-9546)GGC>GAC p.G3182D

Pat_41 Post-Resistance FCGBP 8857 37 19 40423988 40423988 Missense_Mutation SNP C T 11 108 c.2215G>A c.(2215-2217)GCC>ACC p.A739T

Pat_41 Post-Resistance ZNF546 339327 37 19 40520195 40520195 Missense_Mutation SNP C T 12 95 c.1018C>T c.(1018-1020)CTT>TTT p.L340F

Pat_41 Post-Resistance ZNF780A 284323 37 19 40581774 40581774 Missense_Mutation SNP G A 5 249 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance C19orf47 126526 37 19 40832322 40832322 Missense_Mutation SNP C T 7 96 c.622G>A c.(622-624)GAG>AAG p.E208K

Pat_41 Post-Resistance PLD3 23646 37 19 40882551 40882551 Missense_Mutation SNP C T 35 191 c.1055C>T c.(1054-1056)GCC>GTC p.A352V

Pat_41 Post-Resistance HIPK4 147746 37 19 40886664 40886664 Missense_Mutation SNP G A 7 72 c.1234C>T c.(1234-1236)CCC>TCC p.P412S

Pat_41 Post-Resistance HIPK4 147746 37 19 40886789 40886789 Missense_Mutation SNP C T 14 155 c.1109G>A c.(1108-1110)CGC>CAC p.R370H

Pat_41 Post-Resistance HIPK4 147746 37 19 40889961 40889961 Missense_Mutation SNP G A 16 86 c.551C>T c.(550-552)CCT>CTT p.P184L

Pat_41 Post-Resistance SPTBN4 57731 37 19 41076387 41076387 Missense_Mutation SNP A G 6 79 c.7072A>G c.(7072-7074)AAC>GAC p.N2358D

Pat_41 Post-Resistance ITPKC 80271 37 19 41243624 41243624 Missense_Mutation SNP G A 21 221 c.1798G>A c.(1798-1800)GAA>AAA p.E600K

Pat_41 Post-Resistance CYP2A6 1548 37 19 41350653 41350653 Missense_Mutation SNP C T 12 160 c.1186G>A c.(1186-1188)GGC>AGC p.G396S

Pat_41 Post-Resistance CYP2A7 1549 37 19 41383877 41383877 Missense_Mutation SNP C T 12 101 c.853G>A c.(853-855)GAG>AAG p.E285K

Pat_41 Post-Resistance CYP2A7 1549 37 19 41386092 41386092 Missense_Mutation SNP G A 9 62 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_41 Post-Resistance CYP2B6 1555 37 19 41510291 41510291 Missense_Mutation SNP G A 6 49 c.424G>A c.(424-426)GTG>ATG p.V142M

Pat_41 Post-Resistance CYP2A13 1553 37 19 41595951 41595951 Splice_Site SNP G A 4 45 c.344_splice c.e3-1 p.G115_splice

Pat_41 Post-Resistance CYP2S1 29785 37 19 41703762 41703762 Missense_Mutation SNP G A 7 16 c.422G>A c.(421-423)GGG>GAG p.G141E



Pat_41 Post-Resistance CYP2S1 29785 37 19 41707216 41707216 Missense_Mutation SNP G A 20 349 c.915G>A c.(913-915)ATG>ATA p.M305I

Pat_41 Post-Resistance AXL 558 37 19 41765687 41765687 Missense_Mutation SNP C T 9 79 c.2563C>T c.(2563-2565)CTC>TTC p.L855F

Pat_41 Post-Resistance B9D2 80776 37 19 41869415 41869415 Missense_Mutation SNP C T 8 122 c.10G>A c.(10-12)GTG>ATG p.V4M

Pat_41 Post-Resistance BCKDHA 593 37 19 41884272 41884272 Missense_Mutation SNP G A 7 107 c.58G>A c.(58-60)GAG>AAG p.E20K

Pat_41 Post-Resistance CEACAM5 1048 37 19 42224059 42224059 Missense_Mutation SNP C T 17 231 c.1703C>T c.(1702-1704)GCC>GTC p.A568V

Pat_41 Post-Resistance ATP1A3 478 37 19 42474550 42474550 Missense_Mutation SNP C T 5 73 c.2408G>A c.(2407-2409)GGC>GAC p.G803D

Pat_41 Post-Resistance GRIK5 2901 37 19 42510015 42510015 Missense_Mutation SNP C T 3 40 c.2123G>A c.(2122-2124)GGC>GAC p.G708D

Pat_41 Post-Resistance GRIK5 2901 37 19 42510823 42510823 Missense_Mutation SNP C T 3 52 c.2011G>A c.(2011-2013)GCC>ACC p.A671T

Pat_41 Post-Resistance ZNF574 64763 37 19 42583899 42583899 Missense_Mutation SNP G A 4 55 c.1141G>A c.(1141-1143)GCC>ACC p.A381T

Pat_41 Post-Resistance POU2F2 5452 37 19 42598025 42598025 Missense_Mutation SNP C T 15 295 c.1154G>A c.(1153-1155)GGG>GAG p.G385E

Pat_41 Post-Resistance POU2F2 5452 37 19 42600332 42600332 Missense_Mutation SNP C T 5 64 c.565G>A c.(565-567)GAG>AAG p.E189K

Pat_41 Post-Resistance ZNF526 116115 37 19 42728907 42728907 Missense_Mutation SNP C T 8 109 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_41 Post-Resistance ERF 2077 37 19 42754672 42754672 Missense_Mutation SNP C T 7 56 c.68G>A c.(67-69)GGC>GAC p.G23D

Pat_41 Post-Resistance CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 7 102 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_41 Post-Resistance TMEM145 284339 37 19 42821922 42821922 Missense_Mutation SNP G A 14 101 c.962G>A c.(961-963)GGA>GAA p.G321E

Pat_41 Post-Resistance TMEM145 284339 37 19 42824573 42824573 Missense_Mutation SNP C T 7 50 c.1178C>T c.(1177-1179)GCC>GTC p.A393V

Pat_41 Post-Resistance CEACAM8 1088 37 19 43087426 43087426 Missense_Mutation SNP C T 18 138 c.1022G>A c.(1021-1023)GGA>GAA p.G341E

Pat_41 Post-Resistance PSG5 5673 37 19 43679396 43679396 Missense_Mutation SNP C T 25 198 c.935G>A c.(934-936)AGC>AAC p.S312N

Pat_41 Post-Resistance PSG5 5673 37 19 43689023 43689023 Missense_Mutation SNP C A 287 317 c.341G>T c.(340-342)CGG>CTG p.R114L

Pat_41 Post-Resistance XRCC1 7515 37 19 44050783 44050783 Missense_Mutation SNP G A 14 250 c.1390C>T c.(1390-1392)CTC>TTC p.L464F

Pat_41 Post-Resistance KCNN4 3783 37 19 44273891 44273891 Missense_Mutation SNP C T 19 316 c.910G>A c.(910-912)GAT>AAT p.D304N

Pat_41 Post-Resistance LYPD5 284348 37 19 44303051 44303051 Missense_Mutation SNP G A 4 10 c.283C>T c.(283-285)CCA>TCA p.P95S

Pat_41 Post-Resistance ZNF283 284349 37 19 44351576 44351576 Missense_Mutation SNP G A 18 226 c.823G>A c.(823-825)GGA>AGA p.G275R

Pat_41 Post-Resistance ZNF404 342908 37 19 44376924 44376924 Missense_Mutation SNP C T 4 26 c.1433G>A c.(1432-1434)GGT>GAT p.G478D

Pat_41 Post-Resistance ZNF45 7596 37 19 44418989 44418989 Missense_Mutation SNP G A 26 474 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_41 Post-Resistance ZNF222 7673 37 19 44536302 44536302 Missense_Mutation SNP G A 21 441 c.475G>A c.(475-477)GCC>ACC p.A159T

Pat_41 Post-Resistance ZNF222 7673 37 19 44537091 44537091 Missense_Mutation SNP G A 20 100 c.1264G>A c.(1264-1266)GAA>AAA p.E422K

Pat_41 Post-Resistance ZNF225 7768 37 19 44636500 44636500 Missense_Mutation SNP G A 19 133 c.1733G>A c.(1732-1734)AGC>AAC p.S578N

Pat_41 Post-Resistance ZNF226 7769 37 19 44681461 44681461 Nonsense_Mutation SNP G A 22 166 c.2046G>A c.(2044-2046)TGG>TGA p.W682*

Pat_41 Post-Resistance CEACAM20 125931 37 19 45017289 45017289 Missense_Mutation SNP C T 4 110 c.1369G>A c.(1369-1371)GCT>ACT p.A457T

Pat_41 Post-Resistance CEACAM20 125931 37 19 45021256 45021256 Missense_Mutation SNP C T 6 144 c.1060G>A c.(1060-1062)GAG>AAG p.E354K

Pat_41 Post-Resistance CBLC 23624 37 19 45284568 45284568 Missense_Mutation SNP G A 9 226 c.605G>A c.(604-606)TGC>TAC p.C202Y

Pat_41 Post-Resistance CBLC 23624 37 19 45295727 45295727 Missense_Mutation SNP C T 7 93 c.1093C>T c.(1093-1095)CCG>TCG p.P365S

Pat_41 Post-Resistance BCAM 4059 37 19 45322748 45322748 Splice_Site SNP G A 16 106 c.1618_splice c.e12+1 p.V540_splice

Pat_41 Post-Resistance CKM 1158 37 19 45815178 45815178 Missense_Mutation SNP G A 13 111 c.482C>T c.(481-483)GCT>GTT p.A161V

Pat_41 Post-Resistance CKM 1158 37 19 45818854 45818854 Missense_Mutation SNP C T 8 63 c.350G>A c.(349-351)GGT>GAT p.G117D

Pat_41 Post-Resistance KLC3 147700 37 19 45850774 45850774 Missense_Mutation SNP G A 4 101 c.559G>A c.(559-561)GGT>AGT p.G187S

Pat_41 Post-Resistance KLC3 147700 37 19 45852840 45852840 Missense_Mutation SNP G A 13 67 c.1123G>A c.(1123-1125)GCC>ACC p.A375T

Pat_41 Post-Resistance PPP1R13L 10848 37 19 45889405 45889405 Missense_Mutation SNP G A 3 14 c.1849C>T c.(1849-1851)CCG>TCG p.P617S

Pat_41 Post-Resistance CD3EAP 10849 37 19 45912202 45912202 Missense_Mutation SNP C T 9 187 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance GPR4 2828 37 19 46094106 46094106 Missense_Mutation SNP C T 12 123 c.1019G>A c.(1018-1020)GGC>GAC p.G340D

Pat_41 Post-Resistance EML2 24139 37 19 46119804 46119804 Missense_Mutation SNP A G 4 94 c.1424T>C c.(1423-1425)CTG>CCG p.L475P

Pat_41 Post-Resistance SYMPK 8189 37 19 46324653 46324653 Missense_Mutation SNP G A 10 93 c.2882C>T c.(2881-2883)TCC>TTC p.S961F

Pat_41 Post-Resistance SYMPK 8189 37 19 46332303 46332303 Missense_Mutation SNP C T 15 80 c.1910G>A c.(1909-1911)GGC>GAC p.G637D

Pat_41 Post-Resistance SYMPK 8189 37 19 46338461 46338461 Missense_Mutation SNP G A 8 145 c.1268C>T c.(1267-1269)CCC>CTC p.P423L

Pat_41 Post-Resistance SYMPK 8189 37 19 46347405 46347405 Missense_Mutation SNP C T 10 250 c.730G>A c.(730-732)GTG>ATG p.V244M

Pat_41 Post-Resistance FOXA3 3171 37 19 46375649 46375649 Missense_Mutation SNP C T 20 367 c.386C>T c.(385-387)GCC>GTC p.A129V



Pat_41 Post-Resistance NOVA2 4858 37 19 46443231 46443231 Missense_Mutation SNP C T 12 91 c.1369G>A c.(1369-1371)GTC>ATC p.V457I

Pat_41 Post-Resistance PPP5C 5536 37 19 46850457 46850457 Missense_Mutation SNP C T 4 22 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance CCDC8 83987 37 19 46915017 46915018 Missense_Mutation DNP CC GG 7 223 c.1050_1051GG>CCc.(1048-1053)GAGGAG>GACCAGp.350_351EE>DQ

Pat_41 Post-Resistance STRN4 29888 37 19 47236348 47236348 Missense_Mutation SNP G A 4 45 c.685C>T c.(685-687)CTC>TTC p.L229F

Pat_41 Post-Resistance GRLF1 2909 37 19 47422582 47422582 Missense_Mutation SNP C T 4 58 c.650C>T c.(649-651)GCC>GTC p.A217V

Pat_41 Post-Resistance BBC3 27113 37 19 47725147 47725147 Missense_Mutation SNP G A 5 62 c.494C>T c.(493-495)CCC>CTC p.P165L

Pat_41 Post-Resistance C5AR1 728 37 19 47823581 47823581 Missense_Mutation SNP C T 11 113 c.547C>T c.(547-549)CCA>TCA p.P183S

Pat_41 Post-Resistance DHX34 9704 37 19 47879317 47879317 Missense_Mutation SNP C T 10 76 c.2444C>T c.(2443-2445)CCC>CTC p.P815L

Pat_41 Post-Resistance SLC8A2 6543 37 19 47941153 47941153 Missense_Mutation SNP C T 9 197 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_41 Post-Resistance EHD2 30846 37 19 48221837 48221837 Missense_Mutation SNP C T 6 35 c.476C>T c.(475-477)TCG>TTG p.S159L

Pat_41 Post-Resistance EHD2 30846 37 19 48229413 48229413 Nonsense_Mutation SNP C T 4 28 c.847C>T c.(847-849)CAG>TAG p.Q283*

Pat_41 Post-Resistance GLTSCR2 29997 37 19 48253530 48253530 Missense_Mutation SNP C T 10 69 c.385C>T c.(385-387)CCT>TCT p.P129S

Pat_41 Post-Resistance PLA2G4C 8605 37 19 48556253 48556253 Splice_Site SNP C T 5 148 c.1580_splice c.e16+1 p.G527_splice

Pat_41 Post-Resistance CARD8 22900 37 19 48725012 48725012 Missense_Mutation SNP G A 9 102 c.818C>T c.(817-819)TCT>TTT p.S273F

Pat_41 Post-Resistance KDELR1 10945 37 19 48892866 48892866 Missense_Mutation SNP C T 8 109 c.295G>A c.(295-297)GTC>ATC p.V99I

Pat_41 Post-Resistance SPHK2 56848 37 19 49132000 49132000 Missense_Mutation SNP G A 16 290 c.935G>A c.(934-936)GGT>GAT p.G312D

Pat_41 Post-Resistance CA11 770 37 19 49143086 49143086 Missense_Mutation SNP G A 17 340 c.526C>T c.(526-528)CGC>TGC p.R176C

Pat_41 Post-Resistance FUT1 2523 37 19 49254351 49254351 Missense_Mutation SNP C T 11 97 c.188G>A c.(187-189)GGC>GAC p.G63D

Pat_41 Post-Resistance HRC 3270 37 19 49657944 49657944 Missense_Mutation SNP C T 10 118 c.551G>A c.(550-552)GGC>GAC p.G184D

Pat_41 Post-Resistance TRPM4 54795 37 19 49671229 49671229 Missense_Mutation SNP G A 13 296 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_41 Post-Resistance TRPM4 54795 37 19 49671238 49671238 Missense_Mutation SNP G A 5 276 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_41 Post-Resistance TRPM4 54795 37 19 49684701 49684701 Missense_Mutation SNP G A 10 120 c.1246G>A c.(1246-1248)GGG>AGG p.G416R

Pat_41 Post-Resistance TRPM4 54795 37 19 49691902 49691902 Missense_Mutation SNP C T 10 83 c.1748C>T c.(1747-1749)TCC>TTC p.S583F

Pat_41 Post-Resistance PIH1D1 55011 37 19 49952756 49952756 Missense_Mutation SNP C T 13 168 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance RPL13A 23521 37 19 49993768 49993768 Missense_Mutation SNP C T 6 169 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_41 Post-Resistance PRR12 57479 37 19 50098041 50098041 Missense_Mutation SNP C T 7 38 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_41 Post-Resistance NR1H2 7376 37 19 50880894 50880894 Missense_Mutation SNP C T 31 217 c.32C>T c.(31-33)ACC>ATC p.T11I

Pat_41 Post-Resistance NR1H2 7376 37 19 50882377 50882377 Missense_Mutation SNP C T 13 205 c.869C>T c.(868-870)CCT>CTT p.P290L

Pat_41 Post-Resistance GPR32 2854 37 19 51274188 51274188 Missense_Mutation SNP G A 5 74 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_41 Post-Resistance KLK10 5655 37 19 51519411 51519411 Missense_Mutation SNP G A 3 25 c.271C>T c.(271-273)CCA>TCA p.P91S

Pat_41 Post-Resistance SIGLEC7 27036 37 19 51656411 51656411 Missense_Mutation SNP C T 16 149 c.1313C>T c.(1312-1314)GCA>GTA p.A438V

Pat_41 Post-Resistance C19orf75 284369 37 19 51770758 51770758 Missense_Mutation SNP C T 11 143 c.542C>T c.(541-543)GCC>GTC p.A181V

Pat_41 Post-Resistance SIGLEC8 27181 37 19 51957998 51957998 Missense_Mutation SNP G A 6 222 c.1088C>T c.(1087-1089)GCA>GTA p.A363V

Pat_41 Post-Resistance ZNF175 7728 37 19 52090251 52090251 Missense_Mutation SNP C T 6 166 c.667C>T c.(667-669)CTT>TTT p.L223F

Pat_41 Post-Resistance ZNF649 65251 37 19 52394077 52394077 Missense_Mutation SNP C T 34 314 c.1312G>A c.(1312-1314)GCT>ACT p.A438T

Pat_41 Post-Resistance ZNF649 65251 37 19 52394413 52394413 Missense_Mutation SNP C T 9 152 c.976G>A c.(976-978)GGC>AGC p.G326S

Pat_41 Post-Resistance ZNF649 65251 37 19 52394703 52394703 Missense_Mutation SNP C T 6 160 c.686G>A c.(685-687)AGA>AAA p.R229K

Pat_41 Post-Resistance ZNF649 65251 37 19 52399808 52399808 Missense_Mutation SNP C T 18 211 c.155G>A c.(154-156)GGC>GAC p.G52D

Pat_41 Post-Resistance ZNF350 59348 37 19 52468819 52468819 Missense_Mutation SNP C T 8 157 c.887G>A c.(886-888)GGA>GAA p.G296E

Pat_41 Post-Resistance ZNF615 284370 37 19 52497574 52497574 Missense_Mutation SNP C T 26 205 c.755G>A c.(754-756)AGA>AAA p.R252K

Pat_41 Post-Resistance ZNF880 400713 37 19 52876433 52876433 Nonsense_Mutation SNP C T 14 229 c.82C>T c.(82-84)CAG>TAG p.Q28*

Pat_41 Post-Resistance ZNF880 400713 37 19 52887427 52887427 Missense_Mutation SNP A T 3 42 c.594A>T c.(592-594)AGA>AGT p.R198S

Pat_41 Post-Resistance ZNF528 84436 37 19 52919495 52919495 Missense_Mutation SNP C T 7 106 c.1390C>T c.(1390-1392)CCT>TCT p.P464S

Pat_41 Post-Resistance ZNF534 147658 37 19 52942391 52942391 Missense_Mutation SNP A C 4 92 c.1717A>C c.(1717-1719)AGT>CGT p.S573R

Pat_41 Post-Resistance ZNF808 388558 37 19 53057109 53057109 Missense_Mutation SNP C T 29 432 c.940C>T c.(940-942)CCT>TCT p.P314S

Pat_41 Post-Resistance ZNF808 388558 37 19 53058514 53058514 Missense_Mutation SNP G A 35 576 c.2345G>A c.(2344-2346)CGT>CAT p.R782H

Pat_41 Post-Resistance ZNF701 55762 37 19 53086538 53086538 Missense_Mutation SNP G C 5 144 c.1226G>C c.(1225-1227)CGT>CCT p.R409P



Pat_41 Post-Resistance ZNF83 55769 37 19 53116509 53116509 Missense_Mutation SNP C T 8 147 c.1309G>A c.(1309-1311)GTC>ATC p.V437I

Pat_41 Post-Resistance ZNF347 84671 37 19 53644931 53644931 Missense_Mutation SNP C T 13 218 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_41 Post-Resistance ZNF347 84671 37 19 53645156 53645156 Missense_Mutation SNP C T 49 358 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_41 Post-Resistance ZNF347 84671 37 19 53645558 53645558 Missense_Mutation SNP C T 8 84 c.523G>A c.(523-525)GCA>ACA p.A175T

Pat_41 Post-Resistance ZNF665 79788 37 19 53668095 53668095 Missense_Mutation SNP C T 57 323 c.1648G>A c.(1648-1650)GTC>ATC p.V550I

Pat_41 Post-Resistance ZNF665 79788 37 19 53669192 53669192 Missense_Mutation SNP C T 27 247 c.551G>A c.(550-552)GGC>GAC p.G184D

Pat_41 Post-Resistance BIRC8 112401 37 19 53793477 53793477 Missense_Mutation SNP G A 7 53 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_41 Post-Resistance ZNF845 91664 37 19 53856669 53856669 Missense_Mutation SNP C T 5 255 c.2741C>T c.(2740-2742)CCT>CTT p.P914L

Pat_41 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 243 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_41 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 8 131 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_41 Post-Resistance ZNF761 388561 37 19 53958365 53958365 Missense_Mutation SNP C T 7 189 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_41 Post-Resistance ZNF761 388561 37 19 53959854 53959854 Missense_Mutation SNP A C 10 286 c.2093A>C c.(2092-2094)AAC>ACC p.N698T

Pat_41 Post-Resistance ZNF813 126017 37 19 53994037 53994037 Missense_Mutation SNP C T 28 199 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_41 Post-Resistance ZNF813 126017 37 19 53995104 53995105 Missense_Mutation DNP CA TG 6 122 c.1618_1619CA>TGc.(1618-1620)CAT>TGT p.H540C

Pat_41 Post-Resistance NLRP12 91662 37 19 54313193 54313193 Missense_Mutation SNP G A 11 44 c.1720C>T c.(1720-1722)CAC>TAC p.H574Y

Pat_41 Post-Resistance MYADM 91663 37 19 54377265 54377265 Missense_Mutation SNP G A 3 25 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_41 Post-Resistance PRKCG 5582 37 19 54404004 54404004 Splice_Site SNP G A 59 488 c.1575_splice c.e14+1 p.E525_splice

Pat_41 Post-Resistance CNOT3 4849 37 19 54656680 54656680 Missense_Mutation SNP G A 46 382 c.1981G>A c.(1981-1983)GAA>AAA p.E661K

Pat_41 Post-Resistance LILRB3 11025 37 19 54726003 54726003 Splice_Site SNP C T 4 53 c.356_splice c.e4-1 p.G119_splice

Pat_41 Post-Resistance LILRA3 11026 37 19 54803139 54803139 Missense_Mutation SNP C T 12 49 c.538G>A c.(538-540)GCC>ACC p.A180T

Pat_41 Post-Resistance LENG8 114823 37 19 54963881 54963881 Missense_Mutation SNP T C 10 315 c.265T>C c.(265-267)TGG>CGG p.W89R

Pat_41 Post-Resistance LILRB4 11006 37 19 55177346 55177346 Missense_Mutation SNP C T 3 63 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_41 Post-Resistance KIR2DL4 3805 37 19 55316292 55316292 Missense_Mutation SNP G A 4 43 c.121G>A c.(121-123)GTG>ATG p.V41M

Pat_41 Post-Resistance RDH13 112724 37 19 55558826 55558826 Missense_Mutation SNP G A 6 20 c.689C>T c.(688-690)CCC>CTC p.P230L

Pat_41 Post-Resistance BRSK1 84446 37 19 55805413 55805413 Missense_Mutation SNP C T 14 398 c.487C>T c.(487-489)CTT>TTT p.L163F

Pat_41 Post-Resistance SBK2 646643 37 19 56041138 56041138 Missense_Mutation SNP C T 7 85 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_41 Post-Resistance ZNF524 147807 37 19 56113672 56113672 Missense_Mutation SNP C T 3 10 c.194C>T c.(193-195)CCA>CTA p.P65L

Pat_41 Post-Resistance NLRP11 204801 37 19 56320832 56320832 Missense_Mutation SNP C T 40 168 c.1144G>A c.(1144-1146)GCT>ACT p.A382T

Pat_41 Post-Resistance ZNF582 147948 37 19 56896420 56896420 Nonsense_Mutation SNP C T 20 444 c.366G>A c.(364-366)TGG>TGA p.W122*

Pat_41 Post-Resistance ZNF583 147949 37 19 56934484 56934484 Missense_Mutation SNP G A 18 231 c.457G>A c.(457-459)GTT>ATT p.V153I

Pat_41 Post-Resistance ZNF471 57573 37 19 57037178 57037178 Missense_Mutation SNP G A 7 96 c.1742G>A c.(1741-1743)AGT>AAT p.S581N

Pat_41 Post-Resistance ZNF71 58491 37 19 57133428 57133428 Missense_Mutation SNP T C 7 179 c.773T>C c.(772-774)ATC>ACC p.I258T

Pat_41 Post-Resistance ZNF71 58491 37 19 57133431 57133431 Missense_Mutation SNP T A 7 181 c.776T>A c.(775-777)GTG>GAG p.V259E

Pat_41 Post-Resistance PEG3 5178 37 19 57328186 57328186 Missense_Mutation SNP C T 12 273 c.1624G>A c.(1624-1626)GAA>AAA p.E542K

Pat_41 Post-Resistance AURKC 6795 37 19 57743435 57743435 Missense_Mutation SNP C T 3 48 c.139C>T c.(139-141)CGT>TGT p.R47C

Pat_41 Post-Resistance ZNF304 57343 37 19 57868567 57868567 Missense_Mutation SNP G A 16 140 c.1330G>A c.(1330-1332)GCA>ACA p.A444T

Pat_41 Post-Resistance ZNF17 7565 37 19 57931018 57931018 Missense_Mutation SNP C T 7 81 c.158C>T c.(157-159)GCC>GTC p.A53V

Pat_41 Post-Resistance ZNF419 79744 37 19 58004332 58004332 Missense_Mutation SNP C T 4 51 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_41 Post-Resistance ZNF416 55659 37 19 58084370 58084370 Missense_Mutation SNP C T 23 110 c.902G>A c.(901-903)GGT>GAT p.G301D

Pat_41 Post-Resistance ZNF134 7693 37 19 58132739 58132739 Missense_Mutation SNP C T 16 715 c.1252C>T c.(1252-1254)CAC>TAC p.H418Y

Pat_41 Post-Resistance ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 13 91 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_41 Post-Resistance ZNF551 90233 37 19 58196637 58196637 Missense_Mutation SNP C T 11 141 c.41C>T c.(40-42)ACC>ATC p.T14I

Pat_41 Post-Resistance ZNF671 79891 37 19 58234633 58234633 Missense_Mutation SNP G A 23 215 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_41 Post-Resistance ZNF776 284309 37 19 58265369 58265369 Missense_Mutation SNP C T 10 325 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_41 Post-Resistance ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 192 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_41 Post-Resistance ZNF586 54807 37 19 58290602 58290602 Missense_Mutation SNP C T 20 181 c.647C>T c.(646-648)GCT>GTT p.A216V

Pat_41 Post-Resistance ZNF418 147686 37 19 58437684 58437684 Missense_Mutation SNP C T 41 217 c.1865G>A c.(1864-1866)AGC>AAC p.S622N



Pat_41 Post-Resistance ZNF418 147686 37 19 58438011 58438011 Missense_Mutation SNP C T 23 296 c.1538G>A c.(1537-1539)AGT>AAT p.S513N

Pat_41 Post-Resistance ZNF544 27300 37 19 58772991 58772991 Missense_Mutation SNP C T 4 72 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_41 Post-Resistance ZSCAN22 342945 37 19 58850304 58850304 Missense_Mutation SNP G A 10 195 c.1088G>A c.(1087-1089)CGC>CAC p.R363H

Pat_41 Post-Resistance ZBTB45 84878 37 19 59028301 59028301 Missense_Mutation SNP G A 14 293 c.740C>T c.(739-741)GCT>GTT p.A247V

Pat_41 Post-Resistance TRIM28 10155 37 19 59059749 59059749 Missense_Mutation SNP C T 17 67 c.1190C>T c.(1189-1191)GCC>GTC p.A397V

Pat_41 Post-Resistance UBE2M 9040 37 19 59067682 59067682 Splice_Site SNP C T 36 171 c.411_splice c.e5+1 p.L137_splice

Pat_41 Post-Resistance SH3YL1 26751 37 2 231169 231169 Missense_Mutation SNP C T 4 13 c.556G>A c.(556-558)GCT>ACT p.A186T

Pat_41 Post-Resistance TPO 7173 37 2 1507750 1507750 Missense_Mutation SNP C T 12 70 c.2417C>T c.(2416-2418)CCC>CTC p.P806L

Pat_41 Post-Resistance PXDN 7837 37 2 1670036 1670036 Missense_Mutation SNP G A 5 83 c.1241C>T c.(1240-1242)GCG>GTG p.A414V

Pat_41 Post-Resistance CMPK2 129607 37 2 7001358 7001358 Nonsense_Mutation SNP C A 4 125 c.949G>T c.(949-951)GAA>TAA p.E317*

Pat_41 Post-Resistance KIDINS220 57498 37 2 8888060 8888060 Missense_Mutation SNP G A 11 221 c.3485C>T c.(3484-3486)CCA>CTA p.P1162L

Pat_41 Post-Resistance KIDINS220 57498 37 2 8926455 8926455 Missense_Mutation SNP C T 31 320 c.1820G>A c.(1819-1821)AGT>AAT p.S607N

Pat_41 Post-Resistance ASAP2 8853 37 2 9484745 9484745 Missense_Mutation SNP C T 15 209 c.934C>T c.(934-936)CTC>TTC p.L312F

Pat_41 Post-Resistance IAH1 285148 37 2 9621510 9621510 Nonsense_Mutation SNP C T 4 118 c.379C>T c.(379-381)CGA>TGA p.R127*

Pat_41 Post-Resistance TAF1B 9014 37 2 10008460 10008460 Missense_Mutation SNP G A 7 136 c.455G>A c.(454-456)AGT>AAT p.S152N

Pat_41 Post-Resistance PDIA6 10130 37 2 10942730 10942730 Missense_Mutation SNP C A 71 120 c.56G>T c.(55-57)GGT>GTT p.G19V

Pat_41 Post-Resistance E2F6 1876 37 2 11587752 11587752 Splice_Site SNP C T 8 236 c.799_splice c.e6+1 p.E267_splice

Pat_41 Post-Resistance GREB1 9687 37 2 11702678 11702678 Missense_Mutation SNP C T 14 185 c.247C>T c.(247-249)CCT>TCT p.P83S

Pat_41 Post-Resistance GREB1 9687 37 2 11720832 11720832 Missense_Mutation SNP C T 13 436 c.775C>T c.(775-777)CCA>TCA p.P259S

Pat_41 Post-Resistance GREB1 9687 37 2 11728961 11728961 Missense_Mutation SNP G A 57 282 c.1249G>A c.(1249-1251)GTC>ATC p.V417I

Pat_41 Post-Resistance GREB1 9687 37 2 11735461 11735461 Missense_Mutation SNP G A 9 101 c.1781G>A c.(1780-1782)GGG>GAG p.G594E

Pat_41 Post-Resistance GREB1 9687 37 2 11756826 11756826 Missense_Mutation SNP C T 9 148 c.3392C>T c.(3391-3393)TCC>TTC p.S1131F

Pat_41 Post-Resistance FAM84A 151354 37 2 14774290 14774290 Missense_Mutation SNP C T 4 30 c.187C>T c.(187-189)CCC>TCC p.P63S

Pat_41 Post-Resistance NBAS 51594 37 2 15378686 15378686 Missense_Mutation SNP G A 8 49 c.5849C>T c.(5848-5850)ACC>ATC p.T1950I

Pat_41 Post-Resistance NBAS 51594 37 2 15470778 15470778 Missense_Mutation SNP C T 24 256 c.4291G>A c.(4291-4293)GCC>ACC p.A1431T

Pat_41 Post-Resistance MYCN 4613 37 2 16086074 16086074 Missense_Mutation SNP C T 10 174 c.1250C>T c.(1249-1251)GCC>GTC p.A417V

Pat_41 Post-Resistance RAD51AP2 729475 37 2 17699318 17699318 Missense_Mutation SNP C T 9 134 c.365G>A c.(364-366)AGT>AAT p.S122N

Pat_41 Post-Resistance SMC6 79677 37 2 17847700 17847700 Missense_Mutation SNP G A 5 59 c.3148C>T c.(3148-3150)CCT>TCT p.P1050S

Pat_41 Post-Resistance OSR1 130497 37 2 19552052 19552052 Missense_Mutation SNP G A 4 61 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_41 Post-Resistance PUM2 23369 37 2 20460228 20460228 Splice_Site SNP C T 7 150 c.2226_splice c.e14-1 p.R742_splice

Pat_41 Post-Resistance PUM2 23369 37 2 20512172 20512172 Missense_Mutation SNP G A 13 123 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_41 Post-Resistance APOB 338 37 2 21225030 21225030 Missense_Mutation SNP G A 13 76 c.13264C>T c.(13264-13266)CAT>TAT p.H4422Y

Pat_41 Post-Resistance APOB 338 37 2 21236115 21236115 Missense_Mutation SNP G A 56 460 c.4133C>T c.(4132-4134)ACC>ATC p.T1378I

Pat_41 Post-Resistance APOB 338 37 2 21237399 21237399 Missense_Mutation SNP G A 17 64 c.3763C>T c.(3763-3765)CTC>TTC p.L1255F

Pat_41 Post-Resistance APOB 338 37 2 21252786 21252786 Missense_Mutation SNP G A 23 257 c.1454C>T c.(1453-1455)ACC>ATC p.T485I

Pat_41 Post-Resistance ATAD2B 54454 37 2 23985186 23985186 Missense_Mutation SNP G A 7 82 c.3287C>T c.(3286-3288)CCT>CTT p.P1096L

Pat_41 Post-Resistance ATAD2B 54454 37 2 24021016 24021016 Missense_Mutation SNP G A 3 12 c.2632C>T c.(2632-2634)CCT>TCT p.P878S

Pat_41 Post-Resistance ATAD2B 54454 37 2 24051809 24051809 Missense_Mutation SNP C T 7 113 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_41 Post-Resistance ITSN2 50618 37 2 24432880 24432880 Missense_Mutation SNP G A 10 128 c.4280C>T c.(4279-4281)ACC>ATC p.T1427I

Pat_41 Post-Resistance NCOA1 8648 37 2 24881548 24881548 Missense_Mutation SNP T C 18 195 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_41 Post-Resistance NCOA1 8648 37 2 24951236 24951236 Missense_Mutation SNP G A 21 102 c.2777G>A c.(2776-2778)AGA>AAA p.R926K

Pat_41 Post-Resistance NCOA1 8648 37 2 24974860 24974860 Missense_Mutation SNP C T 4 102 c.3716C>T c.(3715-3717)CCC>CTC p.P1239L

Pat_41 Post-Resistance ADCY3 109 37 2 25064427 25064427 Missense_Mutation SNP C T 3 27 c.1066G>A c.(1066-1068)GCT>ACT p.A356T

Pat_41 Post-Resistance DNAJC27 51277 37 2 25170549 25170549 Missense_Mutation SNP C T 21 202 c.758G>A c.(757-759)GGC>GAC p.G253D

Pat_41 Post-Resistance DNMT3A 1788 37 2 25463208 25463208 Missense_Mutation SNP C T 18 219 c.2285G>A c.(2284-2286)GGC>GAC p.G762D

Pat_41 Post-Resistance ASXL2 55252 37 2 25964976 25964976 Nonsense_Mutation SNP G T 5 272 c.4230C>A c.(4228-4230)TGC>TGA p.C1410*

Pat_41 Post-Resistance ASXL2 55252 37 2 25982365 25982365 Missense_Mutation SNP C T 19 312 c.925G>A c.(925-927)GAG>AAG p.E309K



Pat_41 Post-Resistance ASXL2 55252 37 2 25990505 25990505 Missense_Mutation SNP G A 5 93 c.722C>T c.(721-723)ACT>ATT p.T241I

Pat_41 Post-Resistance ASXL2 55252 37 2 25994346 25994346 Missense_Mutation SNP G A 17 180 c.467C>T c.(466-468)TCT>TTT p.S156F

Pat_41 Post-Resistance KIF3C 3797 37 2 26204432 26204432 Missense_Mutation SNP C T 19 198 c.355G>A c.(355-357)GTC>ATC p.V119I

Pat_41 Post-Resistance HADHB 3032 37 2 26507065 26507065 Missense_Mutation SNP C T 12 243 c.1142C>T c.(1141-1143)GCT>GTT p.A381V

Pat_41 Post-Resistance GPR113 165082 37 2 26534851 26534851 Missense_Mutation SNP G A 3 48 c.1745C>T c.(1744-1746)ACT>ATT p.T582I

Pat_41 Post-Resistance OTOF 9381 37 2 26725265 26725265 Missense_Mutation SNP G A 14 53 c.613C>T c.(613-615)CTT>TTT p.L205F

Pat_41 Post-Resistance DPYSL5 56896 37 2 27157511 27157511 Nonsense_Mutation SNP C T 46 574 c.856C>T c.(856-858)CAG>TAG p.Q286*

Pat_41 Post-Resistance TMEM214 54867 37 2 27259431 27259431 Missense_Mutation SNP G A 12 215 c.797G>A c.(796-798)GGT>GAT p.G266D

Pat_41 Post-Resistance PREB 10113 37 2 27354608 27354608 Missense_Mutation SNP G A 20 301 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_41 Post-Resistance CAD 790 37 2 27444165 27444165 Missense_Mutation SNP C T 7 94 c.302C>T c.(301-303)ACC>ATC p.T101I

Pat_41 Post-Resistance CAD 790 37 2 27447329 27447329 Missense_Mutation SNP G A 10 114 c.1225G>A c.(1225-1227)GCT>ACT p.A409T

Pat_41 Post-Resistance CAD 790 37 2 27465599 27465599 Missense_Mutation SNP C T 24 202 c.6334C>T c.(6334-6336)CCA>TCA p.P2112S

Pat_41 Post-Resistance SNX17 9784 37 2 27598548 27598548 Missense_Mutation SNP G A 8 113 c.950G>A c.(949-951)CGC>CAC p.R317H

Pat_41 Post-Resistance NRBP1 29959 37 2 27664656 27664656 Missense_Mutation SNP G A 45 253 c.1585G>A c.(1585-1587)GCC>ACC p.A529T

Pat_41 Post-Resistance IFT172 26160 37 2 27677269 27677269 Missense_Mutation SNP G A 7 220 c.3482C>T c.(3481-3483)GCT>GTT p.A1161V

Pat_41 Post-Resistance FNDC4 64838 37 2 27716802 27716802 Missense_Mutation SNP C T 14 204 c.449G>A c.(448-450)AGC>AAC p.S150N

Pat_41 Post-Resistance GCKR 2646 37 2 27746206 27746206 Missense_Mutation SNP C T 8 49 c.1778C>T c.(1777-1779)GCA>GTA p.A593V

Pat_41 Post-Resistance C2orf16 84226 37 2 27804067 27804067 Missense_Mutation SNP G A 21 209 c.4628G>A c.(4627-4629)AGC>AAC p.S1543N

Pat_41 Post-Resistance C2orf16 84226 37 2 27804870 27804870 Missense_Mutation SNP G A 27 199 c.5431G>A c.(5431-5433)GAG>AAG p.E1811K

Pat_41 Post-Resistance ZNF512 84450 37 2 27822521 27822521 Missense_Mutation SNP C T 8 73 c.349C>T c.(349-351)CCT>TCT p.P117S

Pat_41 Post-Resistance SUPT7L 9913 37 2 27878382 27878382 Missense_Mutation SNP C T 7 108 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_41 Post-Resistance PLB1 151056 37 2 28801018 28801018 Missense_Mutation SNP A G 4 96 c.1478A>G c.(1477-1479)AAT>AGT p.N493S

Pat_41 Post-Resistance PLB1 151056 37 2 28825688 28825688 Missense_Mutation SNP G A 19 182 c.2674G>A c.(2674-2676)GTG>ATG p.V892M

Pat_41 Post-Resistance PLB1 151056 37 2 28841216 28841216 Missense_Mutation SNP C T 67 492 c.3265C>T c.(3265-3267)CTC>TTC p.L1089F

Pat_41 Post-Resistance CLIP4 79745 37 2 29344297 29344297 Missense_Mutation SNP C T 12 146 c.43C>T c.(43-45)CCT>TCT p.P15S

Pat_41 Post-Resistance CLIP4 79745 37 2 29354184 29354184 Missense_Mutation SNP C T 8 179 c.194C>T c.(193-195)ACT>ATT p.T65I

Pat_41 Post-Resistance ALK 238 37 2 29416599 29416599 Missense_Mutation SNP C T 17 216 c.4354G>A c.(4354-4356)GCT>ACT p.A1452T

Pat_41 Post-Resistance ALK 238 37 2 29446380 29446380 Missense_Mutation SNP G A 15 74 c.3187C>T c.(3187-3189)CAC>TAC p.H1063Y

Pat_41 Post-Resistance ALK 238 37 2 29917868 29917868 Missense_Mutation SNP C T 12 176 c.800G>A c.(799-801)AGC>AAC p.S267N

Pat_41 Post-Resistance MEMO1 51072 37 2 32108531 32108531 Missense_Mutation SNP C T 45 374 c.581G>A c.(580-582)GGT>GAT p.G194D

Pat_41 Post-Resistance NLRC4 58484 37 2 32474873 32474873 Missense_Mutation SNP G A 6 81 c.2060C>T c.(2059-2061)GCC>GTC p.A687V

Pat_41 Post-Resistance NLRC4 58484 37 2 32475537 32475537 Missense_Mutation SNP C T 13 169 c.1396G>A c.(1396-1398)GAG>AAG p.E466K

Pat_41 Post-Resistance BIRC6 57448 37 2 32641130 32641130 Missense_Mutation SNP C T 21 69 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_41 Post-Resistance BIRC6 57448 37 2 32715153 32715153 Missense_Mutation SNP C T 33 574 c.8141C>T c.(8140-8142)ACT>ATT p.T2714I

Pat_41 Post-Resistance LTBP1 4052 37 2 33246023 33246023 Nonsense_Mutation SNP C T 45 567 c.613C>T c.(613-615)CAA>TAA p.Q205*

Pat_41 Post-Resistance LTBP1 4052 37 2 33335776 33335776 Missense_Mutation SNP C T 7 234 c.991C>T c.(991-993)CCT>TCT p.P331S

Pat_41 Post-Resistance LTBP1 4052 37 2 33359917 33359917 Missense_Mutation SNP C T 13 143 c.1091C>T c.(1090-1092)ACC>ATC p.T364I

Pat_41 Post-Resistance FAM98A 25940 37 2 33810177 33810177 Missense_Mutation SNP C T 38 202 c.1223G>A c.(1222-1224)GGC>GAC p.G408D

Pat_41 Post-Resistance FAM98A 25940 37 2 33817276 33817276 Missense_Mutation SNP T G 24 363 c.208A>C c.(208-210)AGT>CGT p.S70R

Pat_41 Post-Resistance VIT 5212 37 2 36982107 36982107 Missense_Mutation SNP G A 9 292 c.319G>A c.(319-321)GTT>ATT p.V107I

Pat_41 Post-Resistance CEBPZ 10153 37 2 37443458 37443458 Splice_Site SNP C T 8 105 c.2311_splice c.e7+1 p.E771_splice

Pat_41 Post-Resistance CDC42EP3 10602 37 2 37873007 37873007 Missense_Mutation SNP G A 9 133 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_41 Post-Resistance CDC42EP3 10602 37 2 37873370 37873370 Missense_Mutation SNP G A 7 100 c.361C>T c.(361-363)CCC>TCC p.P121S

Pat_41 Post-Resistance SOS1 6654 37 2 39213279 39213279 Missense_Mutation SNP G T 22 189 c.3688C>A c.(3688-3690)CCA>ACA p.P1230T

Pat_41 Post-Resistance SOS1 6654 37 2 39224083 39224083 Missense_Mutation SNP G A 13 272 c.3061C>T c.(3061-3063)CCT>TCT p.P1021S

Pat_41 Post-Resistance MAP4K3 8491 37 2 39553381 39553381 Missense_Mutation SNP C T 29 488 c.568G>A c.(568-570)GGT>AGT p.G190S

Pat_41 Post-Resistance SLC8A1 6546 37 2 40392083 40392083 Missense_Mutation SNP C T 26 257 c.2080G>A c.(2080-2082)GAG>AAG p.E694K



Pat_41 Post-Resistance SLC8A1 6546 37 2 40656072 40656072 Missense_Mutation SNP G A 24 253 c.1349C>T c.(1348-1350)ACA>ATA p.T450I

Pat_41 Post-Resistance EML4 27436 37 2 42508017 42508017 Missense_Mutation SNP G A 20 95 c.695G>A c.(694-696)CGC>CAC p.R232H

Pat_41 Post-Resistance LOC728819 728819 37 2 43902939 43902939 Missense_Mutation SNP C T 24 426 c.523G>A c.(523-525)GAC>AAC p.D175N

Pat_41 Post-Resistance PLEKHH2 130271 37 2 43939514 43939514 Missense_Mutation SNP C T 4 115 c.2452C>T c.(2452-2454)CTC>TTC p.L818F

Pat_41 Post-Resistance LRPPRC 10128 37 2 44176749 44176749 Missense_Mutation SNP C T 19 141 c.1727G>A c.(1726-1728)GGA>GAA p.G576E

Pat_41 Post-Resistance PPM1B 5495 37 2 44428835 44428835 Missense_Mutation SNP C T 9 337 c.497C>T c.(496-498)ACC>ATC p.T166I

Pat_41 Post-Resistance SLC3A1 6519 37 2 44541007 44541007 Missense_Mutation SNP G A 7 177 c.1534G>A c.(1534-1536)GAC>AAC p.D512N

Pat_41 Post-Resistance PREPL 9581 37 2 44553948 44553948 Missense_Mutation SNP G A 4 111 c.1649C>T c.(1648-1650)CCA>CTA p.P550L

Pat_41 Post-Resistance PRKCE 5581 37 2 46378189 46378189 Missense_Mutation SNP G A 5 60 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_41 Post-Resistance RHOQ 23433 37 2 46770261 46770261 Missense_Mutation SNP C T 25 261 c.76C>T c.(76-78)CTC>TTC p.L26F

Pat_41 Post-Resistance MSH2 4436 37 2 47643505 47643505 Missense_Mutation SNP G T 18 260 c.1013G>T c.(1012-1014)GGA>GTA p.G338V

Pat_41 Post-Resistance KCNK12 56660 37 2 47748459 47748459 Missense_Mutation SNP G A 4 24 c.880C>T c.(880-882)CTC>TTC p.L294F

Pat_41 Post-Resistance MSH6 2956 37 2 48018065 48018065 Splice_Site SNP G A 24 168 c.261_splice c.e2-1 p.S87_splice

Pat_41 Post-Resistance FOXN2 3344 37 2 48600496 48600496 Missense_Mutation SNP G A 31 130 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_41 Post-Resistance KLRAQ1 129285 37 2 48688296 48688296 Missense_Mutation SNP C T 4 88 c.619C>T c.(619-621)CTT>TTT p.L207F

Pat_41 Post-Resistance STON1-GTF2A1L 286749 37 2 48808655 48808655 Missense_Mutation SNP G A 6 91 c.883G>A c.(883-885)GGA>AGA p.G295R

Pat_41 Post-Resistance LHCGR 3973 37 2 48915873 48915873 Missense_Mutation SNP C T 20 222 c.1063G>A c.(1063-1065)GAT>AAT p.D355N

Pat_41 Post-Resistance FSHR 2492 37 2 49191017 49191017 Missense_Mutation SNP C T 18 464 c.943G>A c.(943-945)GCA>ACA p.A315T

Pat_41 Post-Resistance CHAC2 494143 37 2 53995144 53995144 Missense_Mutation SNP G A 16 140 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_41 Post-Resistance ERLEC1 27248 37 2 54040096 54040096 Missense_Mutation SNP G A 5 175 c.1112G>A c.(1111-1113)AGT>AAT p.S371N

Pat_41 Post-Resistance SPTBN1 6711 37 2 54858180 54858180 Missense_Mutation SNP C T 17 220 c.2996C>T c.(2995-2997)ACC>ATC p.T999I

Pat_41 Post-Resistance SPTBN1 6711 37 2 54880977 54880977 Nonsense_Mutation SNP C T 8 63 c.5809C>T c.(5809-5811)CAG>TAG p.Q1937*

Pat_41 Post-Resistance CCDC88A 55704 37 2 55518866 55518866 Missense_Mutation SNP C T 9 160 c.5594G>A c.(5593-5595)AGG>AAG p.R1865K

Pat_41 Post-Resistance CCDC88A 55704 37 2 55522765 55522765 Missense_Mutation SNP G A 13 384 c.5516C>T c.(5515-5517)GCT>GTT p.A1839V

Pat_41 Post-Resistance CCDC88A 55704 37 2 55522802 55522802 Missense_Mutation SNP C T 23 475 c.5479G>A c.(5479-5481)GAC>AAC p.D1827N

Pat_41 Post-Resistance PAPOLG 64895 37 2 61014666 61014666 Nonsense_Mutation SNP G A 29 118 c.1307G>A c.(1306-1308)TGG>TAG p.W436*

Pat_41 Post-Resistance PAPOLG 64895 37 2 61022111 61022111 Missense_Mutation SNP G A 7 245 c.2068G>A c.(2068-2070)GGA>AGA p.G690R

Pat_41 Post-Resistance REL 5966 37 2 61149357 61149357 Missense_Mutation SNP G A 16 166 c.1547G>A c.(1546-1548)AGC>AAC p.S516N

Pat_41 Post-Resistance PUS10 150962 37 2 61175236 61175236 Missense_Mutation SNP C T 41 464 c.1393G>A c.(1393-1395)GAG>AAG p.E465K

Pat_41 Post-Resistance USP34 9736 37 2 61524004 61524004 Nonsense_Mutation SNP C T 34 512 c.4185G>A c.(4183-4185)TGG>TGA p.W1395*

Pat_41 Post-Resistance B3GNT2 10678 37 2 62449597 62449597 Missense_Mutation SNP C T 43 784 c.242C>T c.(241-243)ACG>ATG p.T81M

Pat_41 Post-Resistance B3GNT2 10678 37 2 62449728 62449728 Missense_Mutation SNP T C 33 371 c.373T>C c.(373-375)TGC>CGC p.C125R

Pat_41 Post-Resistance EHBP1 23301 37 2 63176236 63176236 Missense_Mutation SNP C T 8 110 c.2360C>T c.(2359-2361)TCT>TTT p.S787F

Pat_41 Post-Resistance C2orf86 51057 37 2 63660953 63660953 Missense_Mutation SNP G A 30 131 c.751C>T c.(751-753)CCT>TCT p.P251S

Pat_41 Post-Resistance UGP2 7360 37 2 64114737 64114737 Missense_Mutation SNP C T 33 425 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_41 Post-Resistance AFTPH 54812 37 2 64800203 64800203 Splice_Site SNP G A 14 203 c.2394_splice c.e5+1 p.Q798_splice

Pat_41 Post-Resistance WDR92 116143 37 2 68384458 68384458 Missense_Mutation SNP C T 21 146 c.118G>A c.(118-120)GCA>ACA p.A40T

Pat_41 Post-Resistance PNO1 56902 37 2 68385656 68385656 Missense_Mutation SNP A T 11 152 c.352A>T c.(352-354)ATC>TTC p.I118F

Pat_41 Post-Resistance PNO1 56902 37 2 68389753 68389753 Missense_Mutation SNP C T 15 426 c.578C>T c.(577-579)ACC>ATC p.T193I

Pat_41 Post-Resistance ARHGAP25 9938 37 2 69049701 69049701 Missense_Mutation SNP C T 9 165 c.1427C>T c.(1426-1428)GCT>GTT p.A476V

Pat_41 Post-Resistance PCBP1 5093 37 2 70315398 70315398 Nonsense_Mutation SNP C T 33 119 c.523C>T c.(523-525)CAA>TAA p.Q175*

Pat_41 Post-Resistance TIA1 7072 37 2 70442564 70442564 Missense_Mutation SNP C T 11 198 c.827G>A c.(826-828)GGT>GAT p.G276D

Pat_41 Post-Resistance CLEC4F 165530 37 2 71044113 71044113 Nonsense_Mutation SNP G A 38 256 c.400C>T c.(400-402)CAG>TAG p.Q134*

Pat_41 Post-Resistance TEX261 113419 37 2 71221839 71221839 Missense_Mutation SNP C T 6 39 c.49G>A c.(49-51)GCC>ACC p.A17T

Pat_41 Post-Resistance MPHOSPH10 10199 37 2 71360278 71360278 Missense_Mutation SNP G A 6 73 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_41 Post-Resistance MPHOSPH10 10199 37 2 71368380 71368380 Missense_Mutation SNP C T 6 211 c.1327C>T c.(1327-1329)CGT>TGT p.R443C

Pat_41 Post-Resistance ZNF638 27332 37 2 71576166 71576166 Missense_Mutation SNP C T 16 109 c.82C>T c.(82-84)CCA>TCA p.P28S



Pat_41 Post-Resistance ZNF638 27332 37 2 71623280 71623280 Missense_Mutation SNP G A 11 141 c.2387G>A c.(2386-2388)GGA>GAA p.G796E

Pat_41 Post-Resistance ZNF638 27332 37 2 71627260 71627260 Missense_Mutation SNP C T 4 123 c.2606C>T c.(2605-2607)ACC>ATC p.T869I

Pat_41 Post-Resistance RAB11FIP5 26056 37 2 73315638 73315638 Missense_Mutation SNP C T 19 66 c.1108G>A c.(1108-1110)GCT>ACT p.A370T

Pat_41 Post-Resistance CCT7 10574 37 2 73467624 73467624 Missense_Mutation SNP C T 5 110 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_41 Post-Resistance FBXO41 150726 37 2 73490957 73490957 Missense_Mutation SNP C T 7 40 c.2107G>A c.(2107-2109)GGC>AGC p.G703S

Pat_41 Post-Resistance ALMS1 7840 37 2 73762077 73762077 Splice_Site SNP G A 49 489 c.9910_splice c.e14+1 p.G3304_splice

Pat_41 Post-Resistance ALMS1 7840 37 2 73800181 73800181 Missense_Mutation SNP G A 15 102 c.11180G>A c.(11179-11181)GGT>GAT p.G3727D

Pat_41 Post-Resistance DUSP11 8446 37 2 73989876 73989876 Missense_Mutation SNP G A 15 187 c.1046C>T c.(1045-1047)GCC>GTC p.A349V

Pat_41 Post-Resistance ACTG2 72 37 2 74136264 74136264 Missense_Mutation SNP C T 23 311 c.449C>T c.(448-450)ACA>ATA p.T150I

Pat_41 Post-Resistance TET3 200424 37 2 74275025 74275025 Missense_Mutation SNP G A 5 21 c.1576G>A c.(1576-1578)GAA>AAA p.E526K

Pat_41 Post-Resistance SLC4A5 57835 37 2 74542125 74542125 Missense_Mutation SNP C T 18 333 c.26G>A c.(25-27)GGG>GAG p.G9E

Pat_41 Post-Resistance DCTN1 1639 37 2 74590452 74590452 Missense_Mutation SNP G A 5 38 c.3314C>T c.(3313-3315)TCC>TTC p.S1105F

Pat_41 Post-Resistance DCTN1 1639 37 2 74597318 74597318 Missense_Mutation SNP C T 11 70 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_41 Post-Resistance RTKN 6242 37 2 74656046 74656046 Missense_Mutation SNP G A 8 160 c.779C>T c.(778-780)GCT>GTT p.A260V

Pat_41 Post-Resistance INO80B 83444 37 2 74683256 74683256 Missense_Mutation SNP C T 7 94 c.397C>T c.(397-399)CCA>TCA p.P133S

Pat_41 Post-Resistance LOXL3 84695 37 2 74761253 74761253 Missense_Mutation SNP C T 27 102 c.2050G>A c.(2050-2052)GTG>ATG p.V684M

Pat_41 Post-Resistance LOXL3 84695 37 2 74762821 74762821 Missense_Mutation SNP G A 7 46 c.1310C>T c.(1309-1311)CCT>CTT p.P437L

Pat_41 Post-Resistance DOK1 1796 37 2 74784033 74784033 Missense_Mutation SNP C T 28 488 c.1238C>T c.(1237-1239)CCC>CTC p.P413L

Pat_41 Post-Resistance HK2 3099 37 2 75094799 75094799 Missense_Mutation SNP C T 57 656 c.263C>T c.(262-264)ACC>ATC p.T88I

Pat_41 Post-Resistance TGOLN2 10618 37 2 85553665 85553665 Missense_Mutation SNP G A 32 245 c.1190C>T c.(1189-1191)GCT>GTT p.A397V

Pat_41 Post-Resistance RETSAT 54884 37 2 85577249 85577249 Missense_Mutation SNP G A 25 188 c.713C>T c.(712-714)TCC>TTC p.S238F

Pat_41 Post-Resistance USP39 10713 37 2 85850775 85850775 Missense_Mutation SNP G A 44 650 c.440G>A c.(439-441)GGT>GAT p.G147D

Pat_41 Post-Resistance POLR1A 25885 37 2 86297328 86297328 Missense_Mutation SNP G A 13 96 c.1679C>T c.(1678-1680)TCC>TTC p.S560F

Pat_41 Post-Resistance KDM3A 55818 37 2 86701976 86701976 Missense_Mutation SNP G A 50 362 c.1802G>A c.(1801-1803)GGC>GAC p.G601D

Pat_41 Post-Resistance KDM3A 55818 37 2 86707369 86707369 Missense_Mutation SNP G A 11 82 c.2396G>A c.(2395-2397)GGT>GAT p.G799D

Pat_41 Post-Resistance VPS24 51652 37 2 86756464 86756464 Missense_Mutation SNP C T 21 232 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_41 Post-Resistance VPS24 51652 37 2 86790432 86790432 Missense_Mutation SNP C T 50 553 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_41 Post-Resistance RNF103 7844 37 2 86831817 86831817 Missense_Mutation SNP C T 9 89 c.1207G>A c.(1207-1209)GCT>ACT p.A403T

Pat_41 Post-Resistance TEKT4 150483 37 2 95540645 95540645 Missense_Mutation SNP G A 5 15 c.838G>A c.(838-840)GAC>AAC p.D280N

Pat_41 Post-Resistance ZNF514 84874 37 2 95818919 95818919 Missense_Mutation SNP C T 21 209 c.80G>A c.(79-81)AGG>AAG p.R27K

Pat_41 Post-Resistance FAHD2A 51011 37 2 96071313 96071313 Missense_Mutation SNP G A 6 98 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_41 Post-Resistance FER1L5 90342 37 2 97370253 97370253 Missense_Mutation SNP C T 19 243 c.6106C>T c.(6106-6108)CCC>TCC p.P2036S

Pat_41 Post-Resistance SEMA4C 54910 37 2 97527532 97527532 Missense_Mutation SNP G A 10 65 c.1543C>T c.(1543-1545)CCC>TCC p.P515S

Pat_41 Post-Resistance VWA3B 200403 37 2 98866818 98866818 Missense_Mutation SNP A C 68 89 c.2711A>C c.(2710-2712)AAG>ACG p.K904T

Pat_41 Post-Resistance UNC50 25972 37 2 99232764 99232764 Missense_Mutation SNP C T 36 205 c.496C>T c.(496-498)CCA>TCA p.P166S

Pat_41 Post-Resistance MGAT4A 11320 37 2 99291564 99291564 Missense_Mutation SNP G A 12 143 c.337C>T c.(337-339)CCT>TCT p.P113S

Pat_41 Post-Resistance TSGA10 80705 37 2 99651772 99651772 Missense_Mutation SNP C T 16 107 c.1535G>A c.(1534-1536)AGG>AAG p.R512K

Pat_41 Post-Resistance EIF5B 9669 37 2 99980878 99980878 Missense_Mutation SNP G A 23 372 c.1282G>A c.(1282-1284)GCT>ACT p.A428T

Pat_41 Post-Resistance EIF5B 9669 37 2 99995860 99995860 Missense_Mutation SNP C T 9 121 c.2030C>T c.(2029-2031)GCT>GTT p.A677V

Pat_41 Post-Resistance REV1 51455 37 2 100065967 100065967 Splice_Site SNP C T 4 63 c.182_splice c.e4-1 p.D61_splice

Pat_41 Post-Resistance CREG2 200407 37 2 102000094 102000094 Missense_Mutation SNP G A 9 75 c.512C>T c.(511-513)CCT>CTT p.P171L

Pat_41 Post-Resistance IL1RL2 8808 37 2 102851396 102851396 Missense_Mutation SNP G A 18 145 c.1337G>A c.(1336-1338)AGG>AAG p.R446K

Pat_41 Post-Resistance IL18RAP 8807 37 2 103063647 103063647 Missense_Mutation SNP G A 14 522 c.1190G>A c.(1189-1191)AGC>AAC p.S397N

Pat_41 Post-Resistance SLC9A2 6549 37 2 103274281 103274281 Missense_Mutation SNP G A 46 433 c.548G>A c.(547-549)GGC>GAC p.G183D

Pat_41 Post-Resistance SLC9A2 6549 37 2 103324775 103324775 Missense_Mutation SNP G A 50 257 c.2266G>A c.(2266-2268)GGC>AGC p.G756S

Pat_41 Post-Resistance TMEM182 130827 37 2 103379073 103379073 Missense_Mutation SNP G A 22 192 c.160G>A c.(160-162)GGG>AGG p.G54R

Pat_41 Post-Resistance C2orf49 79074 37 2 105959681 105959681 Splice_Site SNP G A 8 38 c.642_splice c.e3+1 p.M214_splice



Pat_41 Post-Resistance UXS1 80146 37 2 106739425 106739425 Splice_Site SNP C T 9 195 c.744_splice c.e9+1 p.Q248_splice

Pat_41 Post-Resistance RGPD3 653489 37 2 107041181 107041181 Missense_Mutation SNP C T 103 424 c.3242G>A c.(3241-3243)GGC>GAC p.G1081D

Pat_41 Post-Resistance ST6GAL2 84620 37 2 107459547 107459547 Missense_Mutation SNP C T 4 24 c.887G>A c.(886-888)TGC>TAC p.C296Y

Pat_41 Post-Resistance ST6GAL2 84620 37 2 107460014 107460014 Nonsense_Mutation SNP C T 22 219 c.420G>A c.(418-420)TGG>TGA p.W140*

Pat_41 Post-Resistance RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 54 420 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_41 Post-Resistance RGPD4 285190 37 2 108488274 108488274 Missense_Mutation SNP C T 38 426 c.3814C>T c.(3814-3816)CCA>TCA p.P1272S

Pat_41 Post-Resistance SULT1C3 442038 37 2 108875240 108875240 Missense_Mutation SNP G A 18 172 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_41 Post-Resistance GCC2 9648 37 2 109086800 109086800 Missense_Mutation SNP G A 7 39 c.1015G>A c.(1015-1017)GAT>AAT p.D339N

Pat_41 Post-Resistance GCC2 9648 37 2 109087679 109087679 Missense_Mutation SNP G A 15 186 c.1894G>A c.(1894-1896)GAG>AAG p.E632K

Pat_41 Post-Resistance RANBP2 5903 37 2 109383056 109383056 Missense_Mutation SNP G A 32 506 c.6061G>A c.(6061-6063)GAA>AAA p.E2021K

Pat_41 Post-Resistance RANBP2 5903 37 2 109384545 109384545 Missense_Mutation SNP G A 14 599 c.7550G>A c.(7549-7551)GGT>GAT p.G2517D

Pat_41 Post-Resistance RANBP2 5903 37 2 109399254 109399254 Missense_Mutation SNP G A 22 306 c.9305G>A c.(9304-9306)GGA>GAA p.G3102E

Pat_41 Post-Resistance CCDC138 165055 37 2 109404537 109404537 Missense_Mutation SNP C T 8 70 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_41 Post-Resistance NPHP1 4867 37 2 110926131 110926131 Splice_Site SNP C T 3 54 c.523_splice c.e6-1 p.K175_splice

Pat_41 Post-Resistance ANAPC1 64682 37 2 112615898 112615898 Missense_Mutation SNP G A 6 129 c.1343C>T c.(1342-1344)TCC>TTC p.S448F

Pat_41 Post-Resistance MERTK 10461 37 2 112751934 112751934 Missense_Mutation SNP G A 25 245 c.1403G>A c.(1402-1404)GGA>GAA p.G468E

Pat_41 Post-Resistance TMEM87B 84910 37 2 112843588 112843588 Missense_Mutation SNP G A 5 53 c.845G>A c.(844-846)GGC>GAC p.G282D

Pat_41 Post-Resistance POLR1B 84172 37 2 113305001 113305001 Missense_Mutation SNP G A 12 242 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_41 Post-Resistance POLR1B 84172 37 2 113316891 113316891 Missense_Mutation SNP C T 82 461 c.1352C>T c.(1351-1353)TCT>TTT p.S451F

Pat_41 Post-Resistance POLR1B 84172 37 2 113333019 113333019 Missense_Mutation SNP G A 82 161 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_41 Post-Resistance PSD4 23550 37 2 113942976 113942976 Missense_Mutation SNP G A 24 96 c.1208G>A c.(1207-1209)GGT>GAT p.G403D

Pat_41 Post-Resistance PSD4 23550 37 2 113955140 113955140 Splice_Site SNP G A 4 91 c.2387_splice c.e13-1 p.T796_splice

Pat_41 Post-Resistance DPP10 57628 37 2 116599842 116599842 Missense_Mutation SNP G A 5 125 c.2312G>A c.(2311-2313)AGC>AAC p.S771N

Pat_41 Post-Resistance DDX18 8886 37 2 118583129 118583129 Missense_Mutation SNP C T 51 180 c.1475C>T c.(1474-1476)CCT>CTT p.P492L

Pat_41 Post-Resistance MARCO 8685 37 2 119739968 119739968 Missense_Mutation SNP G A 9 101 c.1045G>A c.(1045-1047)GGA>AGA p.G349R

Pat_41 Post-Resistance TMEM37 140738 37 2 120194496 120194496 Missense_Mutation SNP G A 3 42 c.53G>A c.(52-54)CGC>CAC p.R18H

Pat_41 Post-Resistance TMEM37 140738 37 2 120194946 120194946 Missense_Mutation SNP C T 29 422 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_41 Post-Resistance SCTR 6344 37 2 120252123 120252123 Missense_Mutation SNP G A 10 115 c.74C>T c.(73-75)ACT>ATT p.T25I

Pat_41 Post-Resistance TMEM177 80775 37 2 120438577 120438577 Missense_Mutation SNP C T 12 222 c.148C>T c.(148-150)CCT>TCT p.P50S

Pat_41 Post-Resistance PTPN4 5775 37 2 120643453 120643453 Missense_Mutation SNP G A 11 192 c.670G>A c.(670-672)GCA>ACA p.A224T

Pat_41 Post-Resistance EPB41L5 57669 37 2 120776715 120776715 Missense_Mutation SNP G A 70 615 c.55G>A c.(55-57)GAG>AAG p.E19K

Pat_41 Post-Resistance EPB41L5 57669 37 2 120776841 120776841 Splice_Site SNP G A 23 304 c.180_splice c.e2+1 p.P60_splice

Pat_41 Post-Resistance GLI2 2736 37 2 121747352 121747352 Missense_Mutation SNP G A 8 69 c.3862G>A c.(3862-3864)GTG>ATG p.V1288M

Pat_41 Post-Resistance TFCP2L1 29842 37 2 122006620 122006620 Missense_Mutation SNP G A 4 34 c.335C>T c.(334-336)ACG>ATG p.T112M

Pat_41 Post-Resistance TFCP2L1 29842 37 2 122038726 122038726 Missense_Mutation SNP G A 23 156 c.184C>T c.(184-186)CAT>TAT p.H62Y

Pat_41 Post-Resistance MKI67IP 84365 37 2 122485887 122485887 Missense_Mutation SNP G A 9 70 c.670C>T c.(670-672)CCT>TCT p.P224S

Pat_41 Post-Resistance CNTNAP5 129684 37 2 124999929 124999929 Missense_Mutation SNP G A 8 108 c.340G>A c.(340-342)GGA>AGA p.G114R

Pat_41 Post-Resistance GYPC 2995 37 2 127453576 127453576 Missense_Mutation SNP G A 47 335 c.245G>A c.(244-246)CGC>CAC p.R82H

Pat_41 Post-Resistance BIN1 274 37 2 127864485 127864485 Missense_Mutation SNP C T 4 76 c.35G>A c.(34-36)GGA>GAA p.G12E

Pat_41 Post-Resistance CYP27C1 339761 37 2 127957069 127957069 Missense_Mutation SNP C T 15 48 c.435G>A c.(433-435)ATG>ATA p.M145I

Pat_41 Post-Resistance ERCC3 2071 37 2 128044527 128044527 Missense_Mutation SNP C T 18 193 c.1094G>A c.(1093-1095)GGC>GAC p.G365D

Pat_41 Post-Resistance IWS1 55677 37 2 128250895 128250895 Missense_Mutation SNP G A 4 132 c.1891C>T c.(1891-1893)CTC>TTC p.L631F

Pat_41 Post-Resistance MYO7B 4648 37 2 128384589 128384589 Nonsense_Mutation SNP C T 6 37 c.4177C>T c.(4177-4179)CGA>TGA p.R1393*

Pat_41 Post-Resistance WDR33 55339 37 2 128477840 128477840 Missense_Mutation SNP G A 21 172 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_41 Post-Resistance RAB6C 84084 37 2 130738091 130738091 Nonsense_Mutation SNP C T 42 440 c.403C>T c.(403-405)CAA>TAA p.Q135*

Pat_41 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 12 299 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_41 Post-Resistance ARHGEF4 50649 37 2 131798881 131798881 Missense_Mutation SNP C T 33 251 c.1183C>T c.(1183-1185)CTC>TTC p.L395F



Pat_41 Post-Resistance PLEKHB2 55041 37 2 131888310 131888310 Missense_Mutation SNP C T 5 74 c.310C>T c.(310-312)CTC>TTC p.L104F

Pat_41 Post-Resistance TUBA3D 113457 37 2 132237838 132237838 Missense_Mutation SNP C T 12 302 c.572C>T c.(571-573)ACC>ATC p.T191I

Pat_41 Post-Resistance GPR39 2863 37 2 133174850 133174850 Missense_Mutation SNP G A 15 171 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance LYPD1 116372 37 2 133426065 133426065 Missense_Mutation SNP A G 7 69 c.98T>C c.(97-99)CTG>CCG p.L33P

Pat_41 Post-Resistance NCKAP5 344148 37 2 133486419 133486419 Nonsense_Mutation SNP C T 30 308 c.5550G>A c.(5548-5550)TGG>TGA p.W1850*

Pat_41 Post-Resistance YSK4 80122 37 2 135738500 135738500 Missense_Mutation SNP C T 12 72 c.3811G>A c.(3811-3813)GAC>AAC p.D1271N

Pat_41 Post-Resistance RAB3GAP1 22930 37 2 135809891 135809891 Missense_Mutation SNP G A 9 40 c.14G>A c.(13-15)AGT>AAT p.S5N

Pat_41 Post-Resistance DARS 1615 37 2 136668717 136668717 Missense_Mutation SNP C T 8 106 c.1406G>A c.(1405-1407)GGA>GAA p.G469E

Pat_41 Post-Resistance THSD7B 80731 37 2 137852567 137852567 Missense_Mutation SNP C T 9 37 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_41 Post-Resistance ACVR2A 92 37 2 148677894 148677894 Missense_Mutation SNP C T 12 148 c.1058C>T c.(1057-1059)GCA>GTA p.A353V

Pat_41 Post-Resistance MBD5 55777 37 2 149247133 149247133 Missense_Mutation SNP G A 14 146 c.3233G>A c.(3232-3234)GGT>GAT p.G1078D

Pat_41 Post-Resistance EPC2 26122 37 2 149520303 149520303 Missense_Mutation SNP G A 6 47 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_41 Post-Resistance RIF1 55183 37 2 152273165 152273165 Missense_Mutation SNP C T 42 698 c.371C>T c.(370-372)TCT>TTT p.S124F

Pat_41 Post-Resistance RIF1 55183 37 2 152322461 152322461 Missense_Mutation SNP G A 4 82 c.6427G>A c.(6427-6429)GCA>ACA p.A2143T

Pat_41 Post-Resistance NEB 4703 37 2 152409277 152409277 Missense_Mutation SNP G A 7 62 c.14642C>T c.(14641-14643)GCT>GTT p.A4881V

Pat_41 Post-Resistance NEB 4703 37 2 152426597 152426597 Missense_Mutation SNP C T 12 24 c.12325G>A c.(12325-12327)GAT>AAT p.D4109N

Pat_41 Post-Resistance CACNB4 785 37 2 152739806 152739806 Missense_Mutation SNP C T 23 349 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_41 Post-Resistance PRPF40A 55660 37 2 153535943 153535943 Missense_Mutation SNP G A 4 10 c.581C>T c.(580-582)TCT>TTT p.S194F

Pat_41 Post-Resistance GPD2 2820 37 2 157414034 157414034 Missense_Mutation SNP G A 10 145 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_41 Post-Resistance ACVR1 90 37 2 158617440 158617440 Missense_Mutation SNP C T 6 99 c.1216G>A c.(1216-1218)GCC>ACC p.A406T

Pat_41 Post-Resistance DAPL1 92196 37 2 159663569 159663569 Missense_Mutation SNP C T 7 135 c.149C>T c.(148-150)GCC>GTC p.A50V

Pat_41 Post-Resistance TANC1 85461 37 2 160053240 160053240 Missense_Mutation SNP C T 7 177 c.3101C>T c.(3100-3102)ACC>ATC p.T1034I

Pat_41 Post-Resistance TANC1 85461 37 2 160076253 160076253 Missense_Mutation SNP G A 14 98 c.3553G>A c.(3553-3555)GCT>ACT p.A1185T

Pat_41 Post-Resistance WDSUB1 151525 37 2 160139436 160139436 Missense_Mutation SNP G A 5 140 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_41 Post-Resistance 7-Mar 64844 37 2 160599612 160599612 Missense_Mutation SNP C T 9 254 c.194C>T c.(193-195)GCA>GTA p.A65V

Pat_41 Post-Resistance LY75 4065 37 2 160663489 160663489 Missense_Mutation SNP G A 12 204 c.4985C>T c.(4984-4986)CCT>CTT p.P1662L

Pat_41 Post-Resistance LY75 4065 37 2 160690699 160690699 Missense_Mutation SNP G A 99 156 c.3697C>T c.(3697-3699)CCA>TCA p.P1233S

Pat_41 Post-Resistance ITGB6 3694 37 2 160958260 160958260 Missense_Mutation SNP G A 5 90 c.2354C>T c.(2353-2355)TCC>TTC p.S785F

Pat_41 Post-Resistance IFIH1 64135 37 2 163133374 163133374 Missense_Mutation SNP C T 16 251 c.2127G>A c.(2125-2127)ATG>ATA p.M709I

Pat_41 Post-Resistance IFIH1 64135 37 2 163137899 163137899 Missense_Mutation SNP G A 18 225 c.1463C>T c.(1462-1464)ACA>ATA p.T488I

Pat_41 Post-Resistance COBLL1 22837 37 2 165550903 165550903 Missense_Mutation SNP C T 7 109 c.3314G>A c.(3313-3315)AGT>AAT p.S1105N

Pat_41 Post-Resistance SLC38A11 151258 37 2 165765269 165765269 Missense_Mutation SNP C T 9 215 c.808G>A c.(808-810)GTG>ATG p.V270M

Pat_41 Post-Resistance SCN3A 6328 37 2 165994501 165994501 Missense_Mutation SNP G A 19 250 c.2279C>T c.(2278-2280)CCA>CTA p.P760L

Pat_41 Post-Resistance SCN3A 6328 37 2 165996042 165996042 Missense_Mutation SNP G A 13 196 c.2096C>T c.(2095-2097)TCC>TTC p.S699F

Pat_41 Post-Resistance SCN2A 6326 37 2 166170192 166170192 Missense_Mutation SNP G A 25 160 c.1097G>A c.(1096-1098)AGC>AAC p.S366N

Pat_41 Post-Resistance SCN2A 6326 37 2 166179958 166179958 Missense_Mutation SNP C T 11 83 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_41 Post-Resistance SCN2A 6326 37 2 166245950 166245950 Missense_Mutation SNP G C 6 125 c.5634G>C c.(5632-5634)CAG>CAC p.Q1878H

Pat_41 Post-Resistance CSRNP3 80034 37 2 166535401 166535401 Missense_Mutation SNP G A 26 164 c.896G>A c.(895-897)AGT>AAT p.S299N

Pat_41 Post-Resistance SCN1A 6323 37 2 166915152 166915152 Missense_Mutation SNP G A 15 116 c.311C>T c.(310-312)GCC>GTC p.A104V

Pat_41 Post-Resistance SCN9A 6335 37 2 167056222 167056222 Missense_Mutation SNP C T 30 280 c.4894G>A c.(4894-4896)GCG>ACG p.A1632T

Pat_41 Post-Resistance NOSTRIN 115677 37 2 169711956 169711956 Missense_Mutation SNP C T 4 46 c.950C>T c.(949-951)TCA>TTA p.S317L

Pat_41 Post-Resistance ABCB11 8647 37 2 169874631 169874631 Missense_Mutation SNP G A 5 122 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_41 Post-Resistance LRP2 4036 37 2 170026233 170026233 Missense_Mutation SNP C T 30 399 c.11476G>A c.(11476-11478)GCG>ACG p.A3826T

Pat_41 Post-Resistance LRP2 4036 37 2 170096163 170096163 Missense_Mutation SNP C T 16 149 c.4168G>A c.(4168-4170)GAC>AAC p.D1390N

Pat_41 Post-Resistance UBR3 130507 37 2 170843250 170843250 Missense_Mutation SNP C T 18 268 c.3730C>T c.(3730-3732)CCC>TCC p.P1244S

Pat_41 Post-Resistance MYO3B 140469 37 2 171356256 171356256 Missense_Mutation SNP G A 11 136 c.3227G>A c.(3226-3228)GGA>GAA p.G1076E

Pat_41 Post-Resistance MYO3B 140469 37 2 171356268 171356268 Missense_Mutation SNP A G 15 120 c.3239A>G c.(3238-3240)TAC>TGC p.Y1080C



Pat_41 Post-Resistance MAP1D 254042 37 2 172926384 172926384 Splice_Site SNP G A 22 352 c.198_splice c.e2+1 p.K66_splice

Pat_41 Post-Resistance MAP1D 254042 37 2 172935770 172935770 Missense_Mutation SNP C T 5 32 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_41 Post-Resistance DLX2 1746 37 2 172965299 172965299 Missense_Mutation SNP G A 9 104 c.959C>T c.(958-960)GCC>GTC p.A320V

Pat_41 Post-Resistance SP3 6670 37 2 174820032 174820032 Missense_Mutation SNP G A 14 106 c.1208C>T c.(1207-1209)TCT>TTT p.S403F

Pat_41 Post-Resistance GPR155 151556 37 2 175311340 175311340 Missense_Mutation SNP G A 10 139 c.2012C>T c.(2011-2013)GCT>GTT p.A671V

Pat_41 Post-Resistance GPR155 151556 37 2 175333744 175333744 Missense_Mutation SNP C T 5 253 c.1078G>A c.(1078-1080)GTT>ATT p.V360I

Pat_41 Post-Resistance MTX2 10651 37 2 177188121 177188121 Missense_Mutation SNP C T 10 242 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_41 Post-Resistance RBM45 129831 37 2 178977382 178977382 Missense_Mutation SNP C T 9 80 c.109C>T c.(109-111)CCT>TCT p.P37S

Pat_41 Post-Resistance OSBPL6 114880 37 2 179213954 179213954 Missense_Mutation SNP C T 50 545 c.991C>T c.(991-993)CCT>TCT p.P331S

Pat_41 Post-Resistance DFNB59 494513 37 2 179323262 179323262 Missense_Mutation SNP C T 7 98 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance TTN 7273 37 2 179396353 179396353 Missense_Mutation SNP G A 5 57 c.97285C>T c.(97285-97287)CTC>TTC p.L32429F

Pat_41 Post-Resistance TTN 7273 37 2 179399496 179399496 Missense_Mutation SNP G A 4 50 c.94142C>T c.(94141-94143)ACC>ATC p.T31381I

Pat_41 Post-Resistance TTN 7273 37 2 179404897 179404897 Missense_Mutation SNP G A 58 578 c.90292C>T c.(90292-90294)CCT>TCT p.P30098S

Pat_41 Post-Resistance TTN 7273 37 2 179425690 179425690 Missense_Mutation SNP G A 5 110 c.77465C>T c.(77464-77466)TCC>TTC p.S25822F

Pat_41 Post-Resistance TTN 7273 37 2 179431165 179431165 Missense_Mutation SNP G A 12 273 c.71990C>T c.(71989-71991)GCC>GTC p.A23997V

Pat_41 Post-Resistance TTN 7273 37 2 179441092 179441092 Missense_Mutation SNP G A 10 44 c.62063C>T c.(62062-62064)TCT>TTT p.S20688F

Pat_41 Post-Resistance TTN 7273 37 2 179482973 179482973 Missense_Mutation SNP C T 47 460 c.39508G>A c.(39508-39510)GTT>ATT p.V13170I

Pat_41 Post-Resistance TTN 7273 37 2 179495564 179495564 Nonsense_Mutation SNP C T 7 210 c.36417G>A c.(36415-36417)TGG>TGA p.W12139*

Pat_41 Post-Resistance TTN 7273 37 2 179516255 179516255 Missense_Mutation SNP C T 5 42 c.32170G>A c.(32170-32172)GTG>ATG p.V10724M

Pat_41 Post-Resistance TTN 7273 37 2 179544687 179544687 Missense_Mutation SNP C T 10 56 c.29782G>A c.(29782-29784)GAG>AAG p.E9928K

Pat_41 Post-Resistance TTN 7273 37 2 179575875 179575875 Missense_Mutation SNP G A 28 188 c.24356C>T c.(24355-24357)ACT>ATT p.T8119I

Pat_41 Post-Resistance TTN 7273 37 2 179578665 179578665 Missense_Mutation SNP G A 5 94 c.22988C>T c.(22987-22989)CCT>CTT p.P7663L

Pat_41 Post-Resistance TTN 7273 37 2 179586661 179586661 Missense_Mutation SNP C T 29 156 c.18997G>A c.(18997-18999)GTA>ATA p.V6333I

Pat_41 Post-Resistance TTN 7273 37 2 179594477 179594477 Missense_Mutation SNP G A 20 205 c.14771C>T c.(14770-14772)GCC>GTC p.A4924V

Pat_41 Post-Resistance TTN 7273 37 2 179611780 179611780 Missense_Mutation SNP C T 13 137 c.15347G>A c.(15346-15348)AGA>AAA p.R5116K

Pat_41 Post-Resistance TTN 7273 37 2 179638404 179638404 Missense_Mutation SNP G A 29 171 c.7379C>T c.(7378-7380)ACC>ATC p.T2460I

Pat_41 Post-Resistance TTN 7273 37 2 179643629 179643629 Missense_Mutation SNP G A 17 104 c.4180C>T c.(4180-4182)CCC>TCC p.P1394S

Pat_41 Post-Resistance TTN 7273 37 2 179644795 179644795 Missense_Mutation SNP C T 4 69 c.3661G>A c.(3661-3663)GAA>AAA p.E1221K

Pat_41 Post-Resistance ITGA4 3676 37 2 182359509 182359509 Nonsense_Mutation SNP C T 68 305 c.1309C>T c.(1309-1311)CAA>TAA p.Q437*

Pat_41 Post-Resistance NCKAP1 10787 37 2 183792864 183792864 Missense_Mutation SNP C T 28 181 c.3161G>A c.(3160-3162)CGT>CAT p.R1054H

Pat_41 Post-Resistance NCKAP1 10787 37 2 183817944 183817944 Missense_Mutation SNP C T 21 121 c.2269G>A c.(2269-2271)GTG>ATG p.V757M

Pat_41 Post-Resistance ITGAV 3685 37 2 187519436 187519436 Splice_Site SNP G A 4 107 c.1564_splice c.e16+1 p.N522_splice

Pat_41 Post-Resistance FAM171B 165215 37 2 187627083 187627083 Missense_Mutation SNP G A 15 118 c.2014G>A c.(2014-2016)GCC>ACC p.A672T

Pat_41 Post-Resistance COL3A1 1281 37 2 189849566 189849566 Missense_Mutation SNP G A 11 314 c.160G>A c.(160-162)GTC>ATC p.V54I

Pat_41 Post-Resistance COL3A1 1281 37 2 189868140 189868140 Missense_Mutation SNP C T 8 84 c.2557C>T c.(2557-2559)CCT>TCT p.P853S

Pat_41 Post-Resistance SLC40A1 30061 37 2 190436512 190436512 Missense_Mutation SNP G A 38 335 c.443C>T c.(442-444)ACT>ATT p.T148I

Pat_41 Post-Resistance ASNSD1 54529 37 2 190532629 190532629 Missense_Mutation SNP G A 54 315 c.1604G>A c.(1603-1605)GGT>GAT p.G535D

Pat_41 Post-Resistance ANKAR 150709 37 2 190593096 190593096 Missense_Mutation SNP G A 19 83 c.2768G>A c.(2767-2769)AGC>AAC p.S923N

Pat_41 Post-Resistance INPP1 3628 37 2 191235635 191235635 Missense_Mutation SNP C T 8 446 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_41 Post-Resistance STAT1 6772 37 2 191844559 191844559 Missense_Mutation SNP G A 13 53 c.1666C>T c.(1666-1668)CTT>TTT p.L556F

Pat_41 Post-Resistance MYO1B 4430 37 2 192256880 192256880 Missense_Mutation SNP G A 7 160 c.2029G>A c.(2029-2031)GAA>AAA p.E677K

Pat_41 Post-Resistance OBFC2A 64859 37 2 192548984 192548984 Missense_Mutation SNP T C 32 319 c.407T>C c.(406-408)ATG>ACG p.M136T

Pat_41 Post-Resistance SDPR 8436 37 2 192711237 192711237 Missense_Mutation SNP C T 4 78 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_41 Post-Resistance TMEFF2 23671 37 2 192863893 192863893 Missense_Mutation SNP G A 21 107 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_41 Post-Resistance DNAH7 56171 37 2 196726664 196726664 Missense_Mutation SNP G A 10 79 c.7513C>T c.(7513-7515)CCT>TCT p.P2505S

Pat_41 Post-Resistance DNAH7 56171 37 2 196851812 196851812 Missense_Mutation SNP C T 7 96 c.1732G>A c.(1732-1734)GAT>AAT p.D578N

Pat_41 Post-Resistance DNAH7 56171 37 2 196889208 196889208 Missense_Mutation SNP G A 4 27 c.688C>T c.(688-690)CCT>TCT p.P230S



Pat_41 Post-Resistance GTF3C3 9330 37 2 197645291 197645291 Missense_Mutation SNP G A 15 239 c.1210C>T c.(1210-1212)CCA>TCA p.P404S

Pat_41 Post-Resistance GTF3C3 9330 37 2 197654056 197654056 Nonsense_Mutation SNP C T 5 76 c.765G>A c.(763-765)TGG>TGA p.W255*

Pat_41 Post-Resistance MOBKL3 25843 37 2 198404858 198404858 Missense_Mutation SNP G A 10 120 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_41 Post-Resistance RFTN2 130132 37 2 198436751 198436751 Missense_Mutation SNP G A 8 112 c.1487C>T c.(1486-1488)ACT>ATT p.T496I

Pat_41 Post-Resistance MARS2 92935 37 2 198571186 198571186 Missense_Mutation SNP G A 53 585 c.1057G>A c.(1057-1059)GGC>AGC p.G353S

Pat_41 Post-Resistance PLCL1 5334 37 2 198948668 198948668 Missense_Mutation SNP G A 6 33 c.427G>A c.(427-429)GCT>ACT p.A143T

Pat_41 Post-Resistance SGOL2 151246 37 2 201434502 201434502 Missense_Mutation SNP C T 26 185 c.590C>T c.(589-591)CCT>CTT p.P197L

Pat_41 Post-Resistance SGOL2 151246 37 2 201436499 201436499 Missense_Mutation SNP C T 27 607 c.1430C>T c.(1429-1431)ACT>ATT p.T477I

Pat_41 Post-Resistance AOX1 316 37 2 201485445 201485445 Missense_Mutation SNP G A 16 156 c.1777G>A c.(1777-1779)GCC>ACC p.A593T

Pat_41 Post-Resistance AOX1 316 37 2 201499601 201499601 Missense_Mutation SNP A G 4 107 c.2309A>G c.(2308-2310)GAT>GGT p.D770G

Pat_41 Post-Resistance ORC2L 4999 37 2 201802656 201802656 Missense_Mutation SNP G A 20 102 c.487C>T c.(487-489)CCT>TCT p.P163S

Pat_41 Post-Resistance CASP10 843 37 2 202072858 202072858 Missense_Mutation SNP C T 16 70 c.874C>T c.(874-876)CAC>TAC p.H292Y

Pat_41 Post-Resistance TRAK2 66008 37 2 202264105 202264105 Missense_Mutation SNP C T 6 134 c.475G>A c.(475-477)GAT>AAT p.D159N

Pat_41 Post-Resistance TRAK2 66008 37 2 202265811 202265811 Missense_Mutation SNP C T 21 258 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_41 Post-Resistance MPP4 58538 37 2 202545629 202545629 Nonsense_Mutation SNP C T 3 43 c.861G>A c.(859-861)TGG>TGA p.W287*

Pat_41 Post-Resistance ALS2 57679 37 2 202574734 202574734 Missense_Mutation SNP C T 16 192 c.4150G>A c.(4150-4152)GGC>AGC p.G1384S

Pat_41 Post-Resistance ALS2 57679 37 2 202591410 202591410 Nonsense_Mutation SNP C T 4 88 c.3159G>A c.(3157-3159)TGG>TGA p.W1053*

Pat_41 Post-Resistance ALS2 57679 37 2 202611318 202611318 Missense_Mutation SNP T G 8 384 c.1969A>C c.(1969-1971)AAG>CAG p.K657Q

Pat_41 Post-Resistance CDK15 65061 37 2 202687532 202687532 Missense_Mutation SNP C T 24 223 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_41 Post-Resistance CDK15 65061 37 2 202700468 202700468 Missense_Mutation SNP C T 20 188 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_41 Post-Resistance FZD7 8324 37 2 202899702 202899702 Missense_Mutation SNP C T 31 169 c.332C>T c.(331-333)ACC>ATC p.T111I

Pat_41 Post-Resistance FZD7 8324 37 2 202899716 202899716 Missense_Mutation SNP G A 5 189 c.346G>A c.(346-348)GCC>ACC p.A116T

Pat_41 Post-Resistance FZD7 8324 37 2 202899836 202899836 Missense_Mutation SNP G A 9 55 c.466G>A c.(466-468)GCG>ACG p.A156T

Pat_41 Post-Resistance BMPR2 659 37 2 203420052 203420052 Missense_Mutation SNP C T 31 117 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_41 Post-Resistance FAM117B 150864 37 2 203624030 203624030 Missense_Mutation SNP G A 5 123 c.1405G>A c.(1405-1407)GAA>AAA p.E469K

Pat_41 Post-Resistance ALS2CR8 79800 37 2 203846332 203846332 Missense_Mutation SNP G A 21 111 c.1613G>A c.(1612-1614)GGT>GAT p.G538D

Pat_41 Post-Resistance ALS2CR8 79800 37 2 203846937 203846937 Missense_Mutation SNP G A 12 128 c.1832G>A c.(1831-1833)GGT>GAT p.G611D

Pat_41 Post-Resistance RAPH1 65059 37 2 204305305 204305305 Missense_Mutation SNP G A 30 134 c.2608C>T c.(2608-2610)CCA>TCA p.P870S

Pat_41 Post-Resistance RAPH1 65059 37 2 204305682 204305682 Missense_Mutation SNP G A 21 240 c.2231C>T c.(2230-2232)CCT>CTT p.P744L

Pat_41 Post-Resistance PARD3B 117583 37 2 205989104 205989104 Missense_Mutation SNP C T 24 183 c.1219C>T c.(1219-1221)CCC>TCC p.P407S

Pat_41 Post-Resistance NRP2 8828 37 2 206607930 206607930 Missense_Mutation SNP C T 38 485 c.1295C>T c.(1294-1296)GCT>GTT p.A432V

Pat_41 Post-Resistance GPR1 2825 37 2 207041418 207041418 Missense_Mutation SNP G A 12 101 c.554C>T c.(553-555)ACT>ATT p.T185I

Pat_41 Post-Resistance LOC200726 200726 37 2 207509225 207509225 Missense_Mutation SNP G A 10 62 c.265G>A c.(265-267)GCA>ACA p.A89T

Pat_41 Post-Resistance PIKFYVE 200576 37 2 209191008 209191008 Missense_Mutation SNP G A 5 77 c.3473G>A c.(3472-3474)AGA>AAA p.R1158K

Pat_41 Post-Resistance PTH2R 5746 37 2 209358014 209358014 Nonsense_Mutation SNP G A 10 95 c.1283G>A c.(1282-1284)TGG>TAG p.W428*

Pat_41 Post-Resistance MAP2 4133 37 2 210558884 210558884 Missense_Mutation SNP C T 4 35 c.1990C>T c.(1990-1992)CCA>TCA p.P664S

Pat_41 Post-Resistance MAP2 4133 37 2 210574835 210574835 Missense_Mutation SNP G A 8 131 c.4930G>A c.(4930-4932)GTC>ATC p.V1644I

Pat_41 Post-Resistance C2orf67 151050 37 2 211018438 211018438 Missense_Mutation SNP G A 37 286 c.869C>T c.(868-870)ACT>ATT p.T290I

Pat_41 Post-Resistance CPS1 1373 37 2 211464095 211464095 Splice_Site SNP G A 6 155 c.1360_splice c.e14-1 p.E454_splice

Pat_41 Post-Resistance CPS1 1373 37 2 211476989 211476989 Missense_Mutation SNP G A 18 265 c.2540G>A c.(2539-2541)AGC>AAC p.S847N

Pat_41 Post-Resistance SPAG16 79582 37 2 215274959 215274959 Missense_Mutation SNP G A 23 286 c.1816G>A c.(1816-1818)GCA>ACA p.A606T

Pat_41 Post-Resistance BARD1 580 37 2 215674215 215674215 Missense_Mutation SNP C T 3 13 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_41 Post-Resistance FN1 2335 37 2 216236805 216236805 Missense_Mutation SNP G A 19 106 c.6541C>T c.(6541-6543)CCC>TCC p.P2181S

Pat_41 Post-Resistance FN1 2335 37 2 216236954 216236954 Missense_Mutation SNP G A 53 85 c.6392C>T c.(6391-6393)TCT>TTT p.S2131F

Pat_41 Post-Resistance FN1 2335 37 2 216257783 216257783 Missense_Mutation SNP C T 8 108 c.3940G>A c.(3940-3942)GAT>AAT p.D1314N

Pat_41 Post-Resistance PNKD 25953 37 2 219206769 219206769 Missense_Mutation SNP G A 9 79 c.683G>A c.(682-684)GGC>GAC p.G228D

Pat_41 Post-Resistance SLC11A1 6556 37 2 219257753 219257753 Missense_Mutation SNP G A 11 131 c.1214G>A c.(1213-1215)CGC>CAC p.R405H



Pat_41 Post-Resistance USP37 57695 37 2 219328071 219328071 Missense_Mutation SNP C T 23 90 c.2485G>A c.(2485-2487)GAA>AAA p.E829K

Pat_41 Post-Resistance USP37 57695 37 2 219423307 219423307 Missense_Mutation SNP C T 39 221 c.70G>A c.(70-72)GAA>AAA p.E24K

Pat_41 Post-Resistance ZNF142 7701 37 2 219507247 219507247 Missense_Mutation SNP G A 9 93 c.3992C>T c.(3991-3993)TCC>TTC p.S1331F

Pat_41 Post-Resistance STK36 27148 37 2 219559006 219559006 Missense_Mutation SNP G A 47 238 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_41 Post-Resistance STK36 27148 37 2 219563988 219563988 Missense_Mutation SNP G A 27 69 c.3721G>A c.(3721-3723)GCA>ACA p.A1241T

Pat_41 Post-Resistance TTLL4 9654 37 2 219602830 219602830 Missense_Mutation SNP G A 18 117 c.431G>A c.(430-432)AGC>AAC p.S144N

Pat_41 Post-Resistance TTLL4 9654 37 2 219603268 219603268 Missense_Mutation SNP C T 22 432 c.869C>T c.(868-870)GCT>GTT p.A290V

Pat_41 Post-Resistance PRKAG3 53632 37 2 219691750 219691750 Nonsense_Mutation SNP G A 53 296 c.1069C>T c.(1069-1071)CGA>TGA p.R357*

Pat_41 Post-Resistance WNT10A 80326 37 2 219747031 219747031 Missense_Mutation SNP G A 8 144 c.262G>A c.(262-264)GGC>AGC p.G88S

Pat_41 Post-Resistance CCDC108 255101 37 2 219895848 219895848 Missense_Mutation SNP C T 6 6 c.995G>A c.(994-996)AGC>AAC p.S332N

Pat_41 Post-Resistance ABCB6 10058 37 2 220075486 220075486 Missense_Mutation SNP C T 4 131 c.2203G>A c.(2203-2205)GTC>ATC p.V735I

Pat_41 Post-Resistance ATG9A 79065 37 2 220087033 220087033 Missense_Mutation SNP G A 5 194 c.1988C>T c.(1987-1989)GCG>GTG p.A663V

Pat_41 Post-Resistance ANKZF1 55139 37 2 220095062 220095062 Missense_Mutation SNP G A 7 60 c.83G>A c.(82-84)GGC>GAC p.G28D

Pat_41 Post-Resistance PTPRN 5798 37 2 220155547 220155547 Splice_Site SNP C T 9 129 c.2794_splice c.e21+1 p.G932_splice

Pat_41 Post-Resistance PTPRN 5798 37 2 220164831 220164831 Missense_Mutation SNP G A 12 65 c.1312C>T c.(1312-1314)CCC>TCC p.P438S

Pat_41 Post-Resistance SPEG 10290 37 2 220338478 220338478 Missense_Mutation SNP G A 47 269 c.4300G>A c.(4300-4302)GCC>ACC p.A1434T

Pat_41 Post-Resistance SPEG 10290 37 2 220350095 220350095 Missense_Mutation SNP G A 3 69 c.7637G>A c.(7636-7638)CGC>CAC p.R2546H

Pat_41 Post-Resistance SPEG 10290 37 2 220356934 220356934 Missense_Mutation SNP C T 6 81 c.9563C>T c.(9562-9564)TCC>TTC p.S3188F

Pat_41 Post-Resistance ACCN4 55515 37 2 220380015 220380015 Missense_Mutation SNP G A 18 91 c.950G>A c.(949-951)AGC>AAC p.S317N

Pat_41 Post-Resistance OBSL1 23363 37 2 220421305 220421305 Missense_Mutation SNP G A 4 66 c.4207C>T c.(4207-4209)CCC>TCC p.P1403S

Pat_41 Post-Resistance MRPL44 65080 37 2 224824261 224824261 Missense_Mutation SNP C T 41 327 c.190C>T c.(190-192)CCG>TCG p.P64S

Pat_41 Post-Resistance SERPINE2 5270 37 2 224866547 224866547 Missense_Mutation SNP G A 21 207 c.71C>T c.(70-72)CCT>CTT p.P24L

Pat_41 Post-Resistance DOCK10 55619 37 2 225659648 225659648 Missense_Mutation SNP G A 24 390 c.5102C>T c.(5101-5103)ACC>ATC p.T1701I

Pat_41 Post-Resistance DOCK10 55619 37 2 225706558 225706558 Missense_Mutation SNP G A 38 395 c.2624C>T c.(2623-2625)TCT>TTT p.S875F

Pat_41 Post-Resistance IRS1 3667 37 2 227661668 227661668 Missense_Mutation SNP C T 4 59 c.1787G>A c.(1786-1788)GGG>GAG p.G596E

Pat_41 Post-Resistance COL4A4 1286 37 2 227953439 227953439 Missense_Mutation SNP C T 7 32 c.1553G>A c.(1552-1554)GGG>GAG p.G518E

Pat_41 Post-Resistance COL4A4 1286 37 2 227983386 227983386 Missense_Mutation SNP C T 5 112 c.464G>A c.(463-465)GGA>GAA p.G155E

Pat_41 Post-Resistance COL4A3 1285 37 2 228110679 228110679 Missense_Mutation SNP G A 9 163 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_41 Post-Resistance COL4A3 1285 37 2 228175595 228175595 Missense_Mutation SNP G A 10 140 c.4859G>A c.(4858-4860)GGA>GAA p.G1620E

Pat_41 Post-Resistance AGFG1 3267 37 2 228384668 228384668 Missense_Mutation SNP G A 17 58 c.266G>A c.(265-267)TGT>TAT p.C89Y

Pat_41 Post-Resistance AGFG1 3267 37 2 228398316 228398316 Missense_Mutation SNP C T 17 253 c.866C>T c.(865-867)CCC>CTC p.P289L

Pat_41 Post-Resistance SLC19A3 80704 37 2 228563653 228563653 Missense_Mutation SNP C T 17 99 c.778G>A c.(778-780)GAC>AAC p.D260N

Pat_41 Post-Resistance SLC19A3 80704 37 2 228563779 228563779 Missense_Mutation SNP C T 3 14 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_41 Post-Resistance WDR69 164781 37 2 228750112 228750112 Missense_Mutation SNP C T 6 170 c.86C>T c.(85-87)TCC>TTC p.S29F

Pat_41 Post-Resistance TRIP12 9320 37 2 230643186 230643186 Missense_Mutation SNP C T 15 290 c.5102G>A c.(5101-5103)GGA>GAA p.G1701E

Pat_41 Post-Resistance TRIP12 9320 37 2 230656612 230656612 Missense_Mutation SNP G A 32 484 c.4160C>T c.(4159-4161)GCT>GTT p.A1387V

Pat_41 Post-Resistance SP110 3431 37 2 231076211 231076211 Missense_Mutation SNP G A 8 76 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_41 Post-Resistance SP100 6672 37 2 231282365 231282365 Missense_Mutation SNP G A 62 352 c.92G>A c.(91-93)AGC>AAC p.S31N

Pat_41 Post-Resistance ITM2C 81618 37 2 231740489 231740489 Missense_Mutation SNP G A 37 427 c.416G>A c.(415-417)GGT>GAT p.G139D

Pat_41 Post-Resistance ARMC9 80210 37 2 232137775 232137775 Nonsense_Mutation SNP C T 35 194 c.1318C>T c.(1318-1320)CAG>TAG p.Q440*

Pat_41 Post-Resistance C2orf52 151477 37 2 232373844 232373844 Missense_Mutation SNP C T 27 214 c.247G>A c.(247-249)GGG>AGG p.G83R

Pat_41 Post-Resistance C2orf52 151477 37 2 232373910 232373910 Nonsense_Mutation SNP G A 71 314 c.181C>T c.(181-183)CAG>TAG p.Q61*

Pat_41 Post-Resistance DIS3L2 129563 37 2 233001350 233001350 Missense_Mutation SNP G A 15 285 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_41 Post-Resistance CHRND 1144 37 2 233399032 233399032 Missense_Mutation SNP G A 5 78 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_41 Post-Resistance GIGYF2 26058 37 2 233709136 233709136 Missense_Mutation SNP C T 11 147 c.3157C>T c.(3157-3159)CCT>TCT p.P1053S

Pat_41 Post-Resistance NGEF 25791 37 2 233839419 233839419 Missense_Mutation SNP C T 10 134 c.182G>A c.(181-183)AGA>AAA p.R61K

Pat_41 Post-Resistance DGKD 8527 37 2 234375787 234375787 Missense_Mutation SNP C T 16 276 c.3362C>T c.(3361-3363)ACC>ATC p.T1121I



Pat_41 Post-Resistance USP40 55230 37 2 234465553 234465553 Missense_Mutation SNP G A 5 110 c.494C>T c.(493-495)ACC>ATC p.T165I

Pat_41 Post-Resistance UGT1A6 54578 37 2 234602384 234602384 Missense_Mutation SNP C T 67 320 c.734C>T c.(733-735)ACC>ATC p.T245I

Pat_41 Post-Resistance UGT1A4 54657 37 2 234627602 234627602 Missense_Mutation SNP G A 5 53 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_41 Post-Resistance UGT1A1 54658 37 2 234669559 234669559 Missense_Mutation SNP G A 25 265 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_41 Post-Resistance HJURP 55355 37 2 234750429 234750429 Missense_Mutation SNP C T 4 35 c.997G>A c.(997-999)GGG>AGG p.G333R

Pat_41 Post-Resistance COL6A3 1293 37 2 238234284 238234284 Missense_Mutation SNP C T 21 192 c.9412G>A c.(9412-9414)GCA>ACA p.A3138T

Pat_41 Post-Resistance COL6A3 1293 37 2 238253297 238253297 Missense_Mutation SNP G A 7 76 c.7364C>T c.(7363-7365)ACC>ATC p.T2455I

Pat_41 Post-Resistance COL6A3 1293 37 2 238280506 238280506 Missense_Mutation SNP G A 13 113 c.4154C>T c.(4153-4155)CCC>CTC p.P1385L

Pat_41 Post-Resistance LRRFIP1 9208 37 2 238668762 238668762 Missense_Mutation SNP C T 9 102 c.803C>T c.(802-804)ACC>ATC p.T268I

Pat_41 Post-Resistance ASB1 51665 37 2 239353257 239353257 Missense_Mutation SNP G A 10 89 c.769G>A c.(769-771)GTA>ATA p.V257I

Pat_41 Post-Resistance ANKMY1 51281 37 2 241421640 241421640 Missense_Mutation SNP G A 15 31 c.2578C>T c.(2578-2580)CCC>TCC p.P860S

Pat_41 Post-Resistance SNED1 25992 37 2 242021733 242021733 Missense_Mutation SNP G A 13 129 c.4075G>A c.(4075-4077)GAG>AAG p.E1359K

Pat_41 Post-Resistance PASK 23178 37 2 242065707 242065707 Missense_Mutation SNP G A 7 95 c.2623C>T c.(2623-2625)CCC>TCC p.P875S

Pat_41 Post-Resistance ANO7 50636 37 2 242138798 242138798 Missense_Mutation SNP G A 18 41 c.539G>A c.(538-540)TGC>TAC p.C180Y

Pat_41 Post-Resistance ANO7 50636 37 2 242162649 242162649 Nonsense_Mutation SNP G A 28 248 c.2532G>A c.(2530-2532)TGG>TGA p.W844*

Pat_41 Post-Resistance HDLBP 3069 37 2 242169102 242169102 Missense_Mutation SNP C T 5 12 c.3721G>A c.(3721-3723)GCT>ACT p.A1241T

Pat_41 Post-Resistance 2-Sep 4735 37 2 242275509 242275509 Missense_Mutation SNP G A 9 55 c.337G>A c.(337-339)GAT>AAT p.D113N

Pat_41 Post-Resistance FARP2 9855 37 2 242402876 242402876 Missense_Mutation SNP G A 6 81 c.1804G>A c.(1804-1806)GCA>ACA p.A602T

Pat_41 Post-Resistance THAP4 51078 37 2 242573291 242573291 Missense_Mutation SNP G A 28 87 c.281C>T c.(280-282)GCT>GTT p.A94V

Pat_41 Post-Resistance PDCD1 5133 37 2 242794415 242794415 Missense_Mutation SNP C T 13 10 c.527G>A c.(526-528)GGC>GAC p.G176D

Pat_41 Post-Resistance DEFB129 140881 37 20 210243 210243 Missense_Mutation SNP C T 6 209 c.383C>T c.(382-384)GCC>GTC p.A128V

Pat_41 Post-Resistance PSMF1 9491 37 20 1099469 1099469 Missense_Mutation SNP G A 10 98 c.53G>A c.(52-54)AGG>AAG p.R18K

Pat_41 Post-Resistance PSMF1 9491 37 20 1145117 1145117 Missense_Mutation SNP C T 9 187 c.761C>T c.(760-762)CCC>CTC p.P254L

Pat_41 Post-Resistance SNPH 9751 37 20 1285635 1285635 Missense_Mutation SNP A G 18 206 c.422A>G c.(421-423)GAG>GGG p.E141G

Pat_41 Post-Resistance SIRPG 55423 37 20 1616139 1616139 Nonsense_Mutation SNP C T 10 187 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_41 Post-Resistance SIRPG 55423 37 20 1616227 1616227 Missense_Mutation SNP A G 18 33 c.767T>C c.(766-768)GTT>GCT p.V256A

Pat_41 Post-Resistance SIRPA 140885 37 20 1895915 1895915 Missense_Mutation SNP G A 9 89 c.250G>A c.(250-252)GAA>AAA p.E84K

Pat_41 Post-Resistance TMC2 117532 37 20 2591183 2591183 Missense_Mutation SNP C T 6 129 c.1532C>T c.(1531-1533)GCA>GTA p.A511V

Pat_41 Post-Resistance IDH3B 3420 37 20 2641366 2641366 Missense_Mutation SNP C T 33 143 c.508G>A c.(508-510)GAG>AAG p.E170K

Pat_41 Post-Resistance VPS16 64601 37 20 2845854 2845854 Missense_Mutation SNP G A 24 153 c.2065G>A c.(2065-2067)GGC>AGC p.G689S

Pat_41 Post-Resistance C20orf194 25943 37 20 3245087 3245087 Missense_Mutation SNP C T 8 78 c.2870G>A c.(2869-2871)GGC>GAC p.G957D

Pat_41 Post-Resistance C20orf194 25943 37 20 3297413 3297413 Missense_Mutation SNP G A 18 133 c.1496C>T c.(1495-1497)TCC>TTC p.S499F

Pat_41 Post-Resistance ATRN 8455 37 20 3543933 3543933 Missense_Mutation SNP G A 43 315 c.1709G>A c.(1708-1710)GGA>GAA p.G570E

Pat_41 Post-Resistance C20orf27 54976 37 20 3735088 3735088 Missense_Mutation SNP C T 15 200 c.380G>A c.(379-381)GGC>GAC p.G127D

Pat_41 Post-Resistance CENPB 1059 37 20 3765656 3765656 Missense_Mutation SNP G A 16 102 c.1475C>T c.(1474-1476)GCC>GTC p.A492V

Pat_41 Post-Resistance CDC25B 994 37 20 3785265 3785265 Missense_Mutation SNP C T 25 423 c.1540C>T c.(1540-1542)CTC>TTC p.L514F

Pat_41 Post-Resistance CDS2 8760 37 20 5155911 5155911 Missense_Mutation SNP G A 14 327 c.277G>A c.(277-279)GTT>ATT p.V93I

Pat_41 Post-Resistance MCM8 84515 37 20 5974160 5974160 Missense_Mutation SNP G A 8 137 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_41 Post-Resistance BMP2 650 37 20 6759129 6759129 Missense_Mutation SNP G A 9 142 c.584G>A c.(583-585)AGG>AAG p.R195K

Pat_41 Post-Resistance PLCB4 5332 37 20 9351932 9351932 Missense_Mutation SNP C T 32 188 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance PLCB4 5332 37 20 9374316 9374316 Missense_Mutation SNP G A 8 67 c.1405G>A c.(1405-1407)GTT>ATT p.V469I

Pat_41 Post-Resistance PAK7 57144 37 20 9543635 9543635 Missense_Mutation SNP C T 15 464 c.1519G>A c.(1519-1521)GTT>ATT p.V507I

Pat_41 Post-Resistance SNAP25 6616 37 20 10279933 10279933 Missense_Mutation SNP G A 190 280 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_41 Post-Resistance JAG1 182 37 20 10637056 10637056 Missense_Mutation SNP C T 9 151 c.745G>A c.(745-747)GGT>AGT p.G249S

Pat_41 Post-Resistance SPTLC3 55304 37 20 13098233 13098233 Missense_Mutation SNP C T 27 151 c.1013C>T c.(1012-1014)GCT>GTT p.A338V

Pat_41 Post-Resistance TASP1 55617 37 20 13398114 13398114 Missense_Mutation SNP G A 21 140 c.1151C>T c.(1150-1152)GCC>GTC p.A384V

Pat_41 Post-Resistance TASP1 55617 37 20 13605867 13605867 Missense_Mutation SNP C T 20 289 c.178G>A c.(178-180)GAG>AAG p.E60K



Pat_41 Post-Resistance FLRT3 23767 37 20 14306531 14306531 Missense_Mutation SNP G A 7 148 c.1622C>T c.(1621-1623)ACC>ATC p.T541I

Pat_41 Post-Resistance MACROD2 140733 37 20 15967795 15967795 Missense_Mutation SNP G A 9 81 c.1145G>A c.(1144-1146)GGT>GAT p.G382D

Pat_41 Post-Resistance KIF16B 55614 37 20 16359631 16359631 Missense_Mutation SNP C T 6 100 c.3016G>A c.(3016-3018)GAG>AAG p.E1006K

Pat_41 Post-Resistance RRBP1 6238 37 20 17614165 17614165 Missense_Mutation SNP C T 5 64 c.8G>A c.(7-9)AGC>AAC p.S3N

Pat_41 Post-Resistance SNX5 27131 37 20 17932164 17932164 Missense_Mutation SNP C T 17 216 c.589G>A c.(589-591)GTC>ATC p.V197I

Pat_41 Post-Resistance OVOL2 58495 37 20 18022295 18022295 Missense_Mutation SNP G A 5 103 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_41 Post-Resistance C20orf26 26074 37 20 20150016 20150016 Missense_Mutation SNP C T 10 320 c.1297C>T c.(1297-1299)CTC>TTC p.L433F

Pat_41 Post-Resistance CST5 1473 37 20 23856908 23856908 Missense_Mutation SNP C T 5 41 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_41 Post-Resistance C20orf3 57136 37 20 24964612 24964612 Missense_Mutation SNP C T 8 149 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_41 Post-Resistance PYGB 5834 37 20 25249831 25249831 Missense_Mutation SNP G A 10 81 c.412G>A c.(412-414)GGG>AGG p.G138R

Pat_41 Post-Resistance PYGB 5834 37 20 25261584 25261584 Splice_Site SNP G A 20 222 c.1240_splice c.e11-1 p.H414_splice

Pat_41 Post-Resistance NINL 22981 37 20 25443114 25443114 Missense_Mutation SNP C T 7 304 c.3487G>A c.(3487-3489)GCT>ACT p.A1163T

Pat_41 Post-Resistance NINL 22981 37 20 25478877 25478877 Missense_Mutation SNP C T 7 56 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_41 Post-Resistance DEFB123 245936 37 20 30037835 30037835 Missense_Mutation SNP G A 14 201 c.62G>A c.(61-63)GGC>GAC p.G21D

Pat_41 Post-Resistance BCL2L1 598 37 20 30309813 30309813 Missense_Mutation SNP C T 5 259 c.209G>A c.(208-210)GGC>GAC p.G70D

Pat_41 Post-Resistance TPX2 22974 37 20 30366746 30366746 Missense_Mutation SNP C T 7 171 c.1013C>T c.(1012-1014)ACC>ATC p.T338I

Pat_41 Post-Resistance MYLK2 85366 37 20 30409498 30409498 Missense_Mutation SNP C T 40 321 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_41 Post-Resistance C20orf160 140706 37 20 30610479 30610479 Missense_Mutation SNP C T 10 249 c.950C>T c.(949-951)TCC>TTC p.S317F

Pat_41 Post-Resistance TM9SF4 9777 37 20 30729625 30729625 Missense_Mutation SNP G A 8 308 c.455G>A c.(454-456)AGC>AAC p.S152N

Pat_41 Post-Resistance KIF3B 9371 37 20 30915391 30915391 Missense_Mutation SNP C T 21 254 c.1895C>T c.(1894-1896)GCC>GTC p.A632V

Pat_41 Post-Resistance ASXL1 171023 37 20 31023022 31023022 Missense_Mutation SNP C T 37 430 c.2507C>T c.(2506-2508)ACT>ATT p.T836I

Pat_41 Post-Resistance ASXL1 171023 37 20 31023360 31023360 Missense_Mutation SNP G A 8 119 c.2845G>A c.(2845-2847)GGT>AGT p.G949S

Pat_41 Post-Resistance DNMT3B 1789 37 20 31380463 31380463 Missense_Mutation SNP C T 27 151 c.953C>T c.(952-954)CCC>CTC p.P318L

Pat_41 Post-Resistance CDK5RAP1 51654 37 20 31954712 31954712 Missense_Mutation SNP C T 6 268 c.1537G>A c.(1537-1539)GCC>ACC p.A513T

Pat_41 Post-Resistance CHMP4B 128866 37 20 32436417 32436417 Missense_Mutation SNP C T 16 90 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_41 Post-Resistance CHMP4B 128866 37 20 32439907 32439907 Missense_Mutation SNP G A 18 110 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_41 Post-Resistance AHCY 191 37 20 32880221 32880221 Missense_Mutation SNP C T 6 119 c.388G>A c.(388-390)GAC>AAC p.D130N

Pat_41 Post-Resistance NCOA6 23054 37 20 33330006 33330006 Missense_Mutation SNP G A 15 77 c.4054C>T c.(4054-4056)CCT>TCT p.P1352S

Pat_41 Post-Resistance MYH7B 57644 37 20 33575479 33575479 Splice_Site SNP G A 8 229 c.1392_splice c.e15+1 p.Q464_splice

Pat_41 Post-Resistance MYH7B 57644 37 20 33575943 33575943 Nonsense_Mutation SNP C T 9 217 c.1591C>T c.(1591-1593)CAG>TAG p.Q531*

Pat_41 Post-Resistance MYH7B 57644 37 20 33584554 33584554 Missense_Mutation SNP C T 5 70 c.3385C>T c.(3385-3387)CTC>TTC p.L1129F

Pat_41 Post-Resistance CEP250 11190 37 20 34060642 34060642 Missense_Mutation SNP C T 45 230 c.1195C>T c.(1195-1197)CGC>TGC p.R399C

Pat_41 Post-Resistance SPAG4 6676 37 20 34205157 34205157 Missense_Mutation SNP T C 4 35 c.404T>C c.(403-405)TTT>TCT p.F135S

Pat_41 Post-Resistance NFS1 9054 37 20 34278370 34278370 Missense_Mutation SNP G A 20 394 c.526C>T c.(526-528)CTC>TTC p.L176F

Pat_41 Post-Resistance RBM39 9584 37 20 34313043 34313043 Missense_Mutation SNP C T 13 366 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_41 Post-Resistance PHF20 51230 37 20 34526750 34526750 Missense_Mutation SNP C T 10 45 c.2432C>T c.(2431-2433)ACT>ATT p.T811I

Pat_41 Post-Resistance C20orf152 140894 37 20 34599169 34599169 Missense_Mutation SNP G A 9 132 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_41 Post-Resistance EPB41L1 2036 37 20 34763533 34763533 Missense_Mutation SNP C T 5 88 c.238C>T c.(238-240)CCC>TCC p.P80S

Pat_41 Post-Resistance DLGAP4 22839 37 20 35060295 35060295 Missense_Mutation SNP C T 7 30 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_41 Post-Resistance SLA2 84174 37 20 35242722 35242722 Nonsense_Mutation SNP C T 9 290 c.651G>A c.(649-651)TGG>TGA p.W217*

Pat_41 Post-Resistance SAMHD1 25939 37 20 35547790 35547790 Missense_Mutation SNP C T 13 205 c.829G>A c.(829-831)GAA>AAA p.E277K

Pat_41 Post-Resistance RBL1 5933 37 20 35695224 35695224 Missense_Mutation SNP G A 13 224 c.749C>T c.(748-750)GCT>GTT p.A250V

Pat_41 Post-Resistance C20orf132 140699 37 20 35749312 35749312 Missense_Mutation SNP G A 4 95 c.2134C>T c.(2134-2136)CTC>TTC p.L712F

Pat_41 Post-Resistance C20orf132 140699 37 20 35776234 35776234 Missense_Mutation SNP C T 12 38 c.1183G>A c.(1183-1185)GCT>ACT p.A395T

Pat_41 Post-Resistance KIAA0406 9675 37 20 36625327 36625327 Missense_Mutation SNP C T 15 162 c.2822G>A c.(2821-2823)GGT>GAT p.G941D

Pat_41 Post-Resistance KIAA0406 9675 37 20 36631125 36631125 Missense_Mutation SNP C T 32 231 c.2557G>A c.(2557-2559)GAG>AAG p.E853K

Pat_41 Post-Resistance RPRD1B 58490 37 20 36685990 36685990 Missense_Mutation SNP G A 8 138 c.472G>A c.(472-474)GAT>AAT p.D158N



Pat_41 Post-Resistance TGM2 7052 37 20 36775133 36775133 Missense_Mutation SNP G A 10 117 c.845C>T c.(844-846)GCC>GTC p.A282V

Pat_41 Post-Resistance KIAA1755 85449 37 20 36841505 36841505 Missense_Mutation SNP C T 4 35 c.3542G>A c.(3541-3543)GGG>GAG p.G1181E

Pat_41 Post-Resistance KIAA1755 85449 37 20 36845824 36845824 Missense_Mutation SNP G A 3 20 c.2732C>T c.(2731-2733)GCT>GTT p.A911V

Pat_41 Post-Resistance LBP 3929 37 20 36975013 36975013 Missense_Mutation SNP G A 11 98 c.94G>A c.(94-96)GCC>ACC p.A32T

Pat_41 Post-Resistance RALGAPB 57148 37 20 37153503 37153503 Missense_Mutation SNP C T 66 418 c.1702C>T c.(1702-1704)CCT>TCT p.P568S

Pat_41 Post-Resistance ACTR5 79913 37 20 37394896 37394896 Missense_Mutation SNP G A 12 158 c.1309G>A c.(1309-1311)GCA>ACA p.A437T

Pat_41 Post-Resistance ACTR5 79913 37 20 37396174 37396174 Missense_Mutation SNP C T 18 232 c.1501C>T c.(1501-1503)CCT>TCT p.P501S

Pat_41 Post-Resistance DHX35 60625 37 20 37634870 37634870 Missense_Mutation SNP C T 40 722 c.1093C>T c.(1093-1095)CTC>TTC p.L365F

Pat_41 Post-Resistance DHX35 60625 37 20 37647476 37647476 Missense_Mutation SNP C T 42 681 c.1432C>T c.(1432-1434)CCG>TCG p.P478S

Pat_41 Post-Resistance PLCG1 5335 37 20 39794436 39794436 Missense_Mutation SNP C T 6 131 c.1769C>T c.(1768-1770)ACC>ATC p.T590I

Pat_41 Post-Resistance ZHX3 23051 37 20 39831193 39831193 Nonsense_Mutation SNP C T 8 485 c.2364G>A c.(2362-2364)TGG>TGA p.W788*

Pat_41 Post-Resistance ZHX3 23051 37 20 39832329 39832329 Missense_Mutation SNP G A 15 449 c.1228C>T c.(1228-1230)CTT>TTT p.L410F

Pat_41 Post-Resistance LPIN3 64900 37 20 39986971 39986971 Missense_Mutation SNP G A 9 78 c.2287G>A c.(2287-2289)GCC>ACC p.A763T

Pat_41 Post-Resistance EMILIN3 90187 37 20 39990030 39990030 Missense_Mutation SNP G A 5 55 c.2179C>T c.(2179-2181)CAT>TAT p.H727Y

Pat_41 Post-Resistance CHD6 84181 37 20 40116325 40116325 Missense_Mutation SNP C T 10 112 c.1981G>A c.(1981-1983)GAT>AAT p.D661N

Pat_41 Post-Resistance PTPRT 11122 37 20 40733309 40733309 Missense_Mutation SNP C T 22 273 c.3440G>A c.(3439-3441)GGC>GAC p.G1147D

Pat_41 Post-Resistance PTPRT 11122 37 20 41101188 41101188 Missense_Mutation SNP G A 8 82 c.1168C>T c.(1168-1170)CCA>TCA p.P390S

Pat_41 Post-Resistance PTPRT 11122 37 20 41306536 41306536 Missense_Mutation SNP G A 5 94 c.1123C>T c.(1123-1125)CCT>TCT p.P375S

Pat_41 Post-Resistance SFRS6 6431 37 20 42089549 42089549 Missense_Mutation SNP G A 12 231 c.881G>A c.(880-882)AGA>AAA p.R294K

Pat_41 Post-Resistance SGK2 10110 37 20 42195097 42195097 Missense_Mutation SNP C T 29 267 c.142C>T c.(142-144)CTC>TTC p.L48F

Pat_41 Post-Resistance SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 14 277 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_41 Post-Resistance SGK2 10110 37 20 42199281 42199281 Missense_Mutation SNP C T 15 189 c.565C>T c.(565-567)CGC>TGC p.R189C

Pat_41 Post-Resistance MYBL2 4605 37 20 42344713 42344713 Missense_Mutation SNP C T 15 279 c.2089C>T c.(2089-2091)CTC>TTC p.L697F

Pat_41 Post-Resistance JPH2 57158 37 20 42744483 42744483 Missense_Mutation SNP C T 3 21 c.1832G>A c.(1831-1833)GGC>GAC p.G611D

Pat_41 Post-Resistance GDAP1L1 78997 37 20 42907898 42907898 Missense_Mutation SNP G T 7 160 c.1062G>T c.(1060-1062)ATG>ATT p.M354I

Pat_41 Post-Resistance SERINC3 10955 37 20 43150567 43150567 Missense_Mutation SNP G A 13 112 c.26C>T c.(25-27)TCC>TTC p.S9F

Pat_41 Post-Resistance ADA 100 37 20 43257697 43257697 Missense_Mutation SNP G A 9 314 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_41 Post-Resistance RIMS4 140730 37 20 43384893 43384893 Missense_Mutation SNP C T 10 107 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_41 Post-Resistance PABPC1L 80336 37 20 43559221 43559221 Missense_Mutation SNP G A 10 395 c.1093G>A c.(1093-1095)GTG>ATG p.V365M

Pat_41 Post-Resistance WFDC3 140686 37 20 44418584 44418584 Missense_Mutation SNP C T 10 202 c.31G>A c.(31-33)GCA>ACA p.A11T

Pat_41 Post-Resistance TNNC2 7125 37 20 44452716 44452716 Missense_Mutation SNP G A 33 354 c.365C>T c.(364-366)GCC>GTC p.A122V

Pat_41 Post-Resistance ZSWIM3 140831 37 20 44506821 44506821 Missense_Mutation SNP G A 8 142 c.1624G>A c.(1624-1626)GTT>ATT p.V542I

Pat_41 Post-Resistance NEURL2 140825 37 20 44519150 44519150 Missense_Mutation SNP C T 16 217 c.481G>A c.(481-483)GGC>AGC p.G161S

Pat_41 Post-Resistance PCIF1 63935 37 20 44575921 44575921 Missense_Mutation SNP C T 25 262 c.1727C>T c.(1726-1728)CCG>CTG p.P576L

Pat_41 Post-Resistance ZNF335 63925 37 20 44596415 44596415 Missense_Mutation SNP C T 8 212 c.772G>A c.(772-774)GCC>ACC p.A258T

Pat_41 Post-Resistance CD40 958 37 20 44756812 44756812 Missense_Mutation SNP C T 11 201 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_41 Post-Resistance ELMO2 63916 37 20 45003204 45003204 Missense_Mutation SNP C T 11 201 c.1141G>A c.(1141-1143)GCT>ACT p.A381T

Pat_41 Post-Resistance ZNF334 55713 37 20 45130777 45130777 Missense_Mutation SNP C T 7 346 c.1201G>A c.(1201-1203)GGG>AGG p.G401R

Pat_41 Post-Resistance SLC2A10 81031 37 20 45354285 45354285 Missense_Mutation SNP G A 18 92 c.610G>A c.(610-612)GGT>AGT p.G204S

Pat_41 Post-Resistance EYA2 2139 37 20 45618758 45618758 Missense_Mutation SNP G A 7 93 c.109G>A c.(109-111)GGC>AGC p.G37S

Pat_41 Post-Resistance ZMYND8 23613 37 20 45905538 45905538 Missense_Mutation SNP C T 6 110 c.940G>A c.(940-942)GCC>ACC p.A314T

Pat_41 Post-Resistance ZMYND8 23613 37 20 45976600 45976600 Missense_Mutation SNP C T 18 485 c.25G>A c.(25-27)GAT>AAT p.D9N

Pat_41 Post-Resistance NCOA3 8202 37 20 46271001 46271001 Missense_Mutation SNP C T 12 285 c.3125C>T c.(3124-3126)TCC>TTC p.S1042F

Pat_41 Post-Resistance PREX1 57580 37 20 47256399 47256399 Missense_Mutation SNP C T 6 359 c.3809G>A c.(3808-3810)GGC>GAC p.G1270D

Pat_41 Post-Resistance PREX1 57580 37 20 47317290 47317290 Splice_Site SNP C T 13 286 c.917_splice c.e7+1 p.R306_splice

Pat_41 Post-Resistance ARFGEF2 10564 37 20 47630164 47630164 Missense_Mutation SNP G A 15 134 c.3982G>A c.(3982-3984)GGC>AGC p.G1328S

Pat_41 Post-Resistance CSE1L 1434 37 20 47682952 47682952 Nonsense_Mutation SNP G A 15 366 c.381G>A c.(379-381)TGG>TGA p.W127*



Pat_41 Post-Resistance CSE1L 1434 37 20 47691980 47691980 Missense_Mutation SNP C T 21 213 c.1258C>T c.(1258-1260)CCA>TCA p.P420S

Pat_41 Post-Resistance DDX27 55661 37 20 47839962 47839962 Missense_Mutation SNP C T 12 295 c.551C>T c.(550-552)ACC>ATC p.T184I

Pat_41 Post-Resistance ZNFX1 57169 37 20 47864502 47864502 Missense_Mutation SNP C T 28 199 c.5059G>A c.(5059-5061)GAG>AAG p.E1687K

Pat_41 Post-Resistance PTPN1 5770 37 20 49196374 49196374 Nonsense_Mutation SNP G A 5 160 c.999G>A c.(997-999)TGG>TGA p.W333*

Pat_41 Post-Resistance FAM65C 140876 37 20 49214229 49214229 Missense_Mutation SNP C T 4 38 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_41 Post-Resistance ZFP64 55734 37 20 50776736 50776736 Missense_Mutation SNP G A 36 283 c.689C>T c.(688-690)CCC>CTC p.P230L

Pat_41 Post-Resistance ZNF217 7764 37 20 52193402 52193402 Missense_Mutation SNP G A 7 213 c.1901C>T c.(1900-1902)ACT>ATT p.T634I

Pat_41 Post-Resistance ZNF217 7764 37 20 52198432 52198432 Missense_Mutation SNP C T 5 247 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_41 Post-Resistance ZNF217 7764 37 20 52199177 52199177 Missense_Mutation SNP C T 16 261 c.189G>A c.(187-189)ATG>ATA p.M63I

Pat_41 Post-Resistance CYP24A1 1591 37 20 52775661 52775661 Missense_Mutation SNP G A 28 230 c.992C>T c.(991-993)ACA>ATA p.T331I

Pat_41 Post-Resistance CBLN4 140689 37 20 54579029 54579029 Missense_Mutation SNP C T 7 83 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_41 Post-Resistance MC3R 4159 37 20 54823949 54823949 Missense_Mutation SNP G A 40 289 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_41 Post-Resistance CSTF1 1477 37 20 54978748 54978748 Missense_Mutation SNP G A 32 684 c.1261G>A c.(1261-1263)GCG>ACG p.A421T

Pat_41 Post-Resistance C20orf43 51507 37 20 55093268 55093268 Missense_Mutation SNP C T 11 310 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_41 Post-Resistance SPO11 23626 37 20 55909080 55909080 Nonsense_Mutation SNP C T 12 246 c.439C>T c.(439-441)CAG>TAG p.Q147*

Pat_41 Post-Resistance RAE1 8480 37 20 55931523 55931523 Missense_Mutation SNP G A 6 106 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_41 Post-Resistance CTCFL 140690 37 20 56078514 56078514 Nonsense_Mutation SNP C T 16 298 c.1818G>A c.(1816-1818)TGG>TGA p.W606*

Pat_41 Post-Resistance CTCFL 140690 37 20 56078519 56078519 Missense_Mutation SNP C T 7 309 c.1813G>A c.(1813-1815)GGA>AGA p.G605R

Pat_41 Post-Resistance CTCFL 140690 37 20 56099144 56099144 Missense_Mutation SNP C T 24 610 c.118G>A c.(118-120)GAC>AAC p.D40N

Pat_41 Post-Resistance ZBP1 81030 37 20 56185397 56185397 Missense_Mutation SNP C T 8 259 c.901G>A c.(901-903)GCT>ACT p.A301T

Pat_41 Post-Resistance PMEPA1 56937 37 20 56227483 56227483 Missense_Mutation SNP G A 4 57 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_41 Post-Resistance STX16 8675 37 20 57227168 57227168 Missense_Mutation SNP C T 31 144 c.106C>T c.(106-108)CCT>TCT p.P36S

Pat_41 Post-Resistance GNAS 2778 37 20 57478605 57478605 Nonsense_Mutation SNP C T 10 203 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_41 Post-Resistance TH1L 51497 37 20 57564660 57564660 Missense_Mutation SNP G A 11 435 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_41 Post-Resistance ZNF831 128611 37 20 57767386 57767386 Missense_Mutation SNP G A 3 39 c.1312G>A c.(1312-1314)GGC>AGC p.G438S

Pat_41 Post-Resistance EDN3 1908 37 20 57876763 57876763 Nonsense_Mutation SNP G A 21 289 c.351G>A c.(349-351)TGG>TGA p.W117*

Pat_41 Post-Resistance PPP1R3D 5509 37 20 58514517 58514517 Missense_Mutation SNP G A 9 111 c.470C>T c.(469-471)CCC>CTC p.P157L

Pat_41 Post-Resistance CDH4 1002 37 20 60504676 60504676 Missense_Mutation SNP C T 14 68 c.2015C>T c.(2014-2016)GCC>GTC p.A672V

Pat_41 Post-Resistance C20orf200 253868 37 20 61143493 61143493 Missense_Mutation SNP G A 7 107 c.355C>T c.(355-357)CCG>TCG p.P119S

Pat_41 Post-Resistance C20orf200 253868 37 20 61143684 61143684 Missense_Mutation SNP C T 8 124 c.164G>A c.(163-165)AGG>AAG p.R55K

Pat_41 Post-Resistance SLCO4A1 28231 37 20 61292419 61292419 Missense_Mutation SNP C T 5 186 c.1013C>T c.(1012-1014)TCC>TTC p.S338F

Pat_41 Post-Resistance DIDO1 11083 37 20 61511454 61511454 Missense_Mutation SNP C T 5 245 c.5854G>A c.(5854-5856)GCG>ACG p.A1952T

Pat_41 Post-Resistance SLC17A9 63910 37 20 61595601 61595601 Missense_Mutation SNP C T 28 465 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_41 Post-Resistance ARFGAP1 55738 37 20 61907923 61907923 Missense_Mutation SNP G A 8 98 c.262G>A c.(262-264)GAG>AAG p.E88K

Pat_41 Post-Resistance EEF1A2 1917 37 20 62129076 62129076 Missense_Mutation SNP C T 14 255 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_41 Post-Resistance TPD52L2 7165 37 20 62507201 62507201 Nonsense_Mutation SNP G A 12 274 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_41 Post-Resistance UCKL1 54963 37 20 62571373 62571373 Missense_Mutation SNP C T 4 98 c.1603G>A c.(1603-1605)GTC>ATC p.V535I

Pat_41 Post-Resistance ZNF512B 57473 37 20 62597849 62597849 Missense_Mutation SNP C T 54 693 c.679G>A c.(679-681)GCC>ACC p.A227T

Pat_41 Post-Resistance TCEA2 6919 37 20 62698350 62698350 Missense_Mutation SNP T C 7 60 c.218T>C c.(217-219)ATC>ACC p.I73T

Pat_41 Post-Resistance OPRL1 4987 37 20 62729860 62729860 Missense_Mutation SNP G A 4 41 c.821G>A c.(820-822)GGC>GAC p.G274D

Pat_41 Post-Resistance MYT1 4661 37 20 62839670 62839670 Missense_Mutation SNP C T 4 114 c.1121C>T c.(1120-1122)ACC>ATC p.T374I

Pat_41 Post-Resistance PCMTD2 55251 37 20 62891376 62891376 Missense_Mutation SNP G A 5 190 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_41 Post-Resistance TPTE 7179 37 21 10910378 10910378 Missense_Mutation SNP C T 7 431 c.1378G>A c.(1378-1380)GAC>AAC p.D460N

Pat_41 Post-Resistance TPTE 7179 37 21 10933860 10933860 Missense_Mutation SNP C T 15 695 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_41 Post-Resistance LIPI 149998 37 21 15537681 15537681 Missense_Mutation SNP C T 20 129 c.827G>A c.(826-828)AGA>AAA p.R276K

Pat_41 Post-Resistance RNF160 26046 37 21 30304959 30304959 Missense_Mutation SNP C T 22 335 c.5041G>A c.(5041-5043)GTA>ATA p.V1681I

Pat_41 Post-Resistance C21orf7 56911 37 21 30458185 30458185 Missense_Mutation SNP G A 16 304 c.4G>A c.(4-6)GTT>ATT p.V2I



Pat_41 Post-Resistance BACH1 571 37 21 30714988 30714988 Missense_Mutation SNP C T 25 190 c.2045C>T c.(2044-2046)CCC>CTC p.P682L

Pat_41 Post-Resistance GRIK1 2897 37 21 30959845 30959845 Missense_Mutation SNP G A 12 44 c.1634C>T c.(1633-1635)TCC>TTC p.S545F

Pat_41 Post-Resistance KRTAP19-4 337971 37 21 31869256 31869256 Missense_Mutation SNP C T 14 419 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_41 Post-Resistance SFRS15 57466 37 21 33064678 33064678 Missense_Mutation SNP G A 8 210 c.1598C>T c.(1597-1599)CCA>CTA p.P533L

Pat_41 Post-Resistance C21orf63 59271 37 21 33825767 33825767 Missense_Mutation SNP C T 4 24 c.308C>T c.(307-309)GCC>GTC p.A103V

Pat_41 Post-Resistance SYNJ1 8867 37 21 34018840 34018840 Missense_Mutation SNP C T 9 195 c.3227G>A c.(3226-3228)GGC>GAC p.G1076D

Pat_41 Post-Resistance GCFC1 94104 37 21 34117134 34117134 Missense_Mutation SNP G A 8 263 c.2159C>T c.(2158-2160)TCA>TTA p.S720L

Pat_41 Post-Resistance GCFC1 94104 37 21 34117208 34117208 Missense_Mutation SNP C T 12 102 c.2085G>A c.(2083-2085)ATG>ATA p.M695I

Pat_41 Post-Resistance GCFC1 94104 37 21 34134467 34134467 Missense_Mutation SNP G A 25 295 c.811C>T c.(811-813)CGC>TGC p.R271C

Pat_41 Post-Resistance GART 2618 37 21 34892715 34892715 Missense_Mutation SNP G A 38 169 c.1658C>T c.(1657-1659)GCT>GTT p.A553V

Pat_41 Post-Resistance GART 2618 37 21 34900841 34900841 Missense_Mutation SNP C T 43 223 c.881G>A c.(880-882)GGT>GAT p.G294D

Pat_41 Post-Resistance DONSON 29980 37 21 34954276 34954276 Missense_Mutation SNP C T 7 163 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_41 Post-Resistance DONSON 29980 37 21 34958319 34958319 Missense_Mutation SNP T C 16 216 c.571A>G c.(571-573)AGG>GGG p.R191G

Pat_41 Post-Resistance CRYZL1 9946 37 21 34974587 34974587 Missense_Mutation SNP C T 8 259 c.530G>A c.(529-531)TGC>TAC p.C177Y

Pat_41 Post-Resistance ITSN1 6453 37 21 35127655 35127655 Missense_Mutation SNP G A 11 140 c.677G>A c.(676-678)AGG>AAG p.R226K

Pat_41 Post-Resistance ITSN1 6453 37 21 35183468 35183468 Missense_Mutation SNP G A 40 309 c.2509G>A c.(2509-2511)GCA>ACA p.A837T

Pat_41 Post-Resistance ITSN1 6453 37 21 35255878 35255878 Missense_Mutation SNP G A 10 235 c.4579G>A c.(4579-4581)GTA>ATA p.V1527I

Pat_41 Post-Resistance SETD4 54093 37 21 37418152 37418152 Missense_Mutation SNP G A 19 262 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_41 Post-Resistance DOPEY2 9980 37 21 37600023 37600023 Missense_Mutation SNP G A 6 86 c.1513G>A c.(1513-1515)GTG>ATG p.V505M

Pat_41 Post-Resistance MORC3 23515 37 21 37713822 37713822 Missense_Mutation SNP C T 14 185 c.734C>T c.(733-735)CCT>CTT p.P245L

Pat_41 Post-Resistance CHAF1B 8208 37 21 37785376 37785376 Missense_Mutation SNP C T 5 121 c.1256C>T c.(1255-1257)ACC>ATC p.T419I

Pat_41 Post-Resistance DSCR6 53820 37 21 38390460 38390460 Missense_Mutation SNP C T 10 129 c.526C>T c.(526-528)CCT>TCT p.P176S

Pat_41 Post-Resistance TTC3 7267 37 21 38525381 38525381 Nonsense_Mutation SNP G A 18 300 c.2544G>A c.(2542-2544)TGG>TGA p.W848*

Pat_41 Post-Resistance TTC3 7267 37 21 38538301 38538301 Missense_Mutation SNP C T 16 170 c.3785C>T c.(3784-3786)TCT>TTT p.S1262F

Pat_41 Post-Resistance TTC3 7267 37 21 38538357 38538357 Missense_Mutation SNP C T 17 223 c.3841C>T c.(3841-3843)CCA>TCA p.P1281S

Pat_41 Post-Resistance DSCR3 10311 37 21 38610871 38610871 Missense_Mutation SNP G A 28 430 c.241C>T c.(241-243)CCG>TCG p.P81S

Pat_41 Post-Resistance KCNJ6 3763 37 21 38997688 38997688 Missense_Mutation SNP C T 13 91 c.1045G>A c.(1045-1047)GTT>ATT p.V349I

Pat_41 Post-Resistance ERG 2078 37 21 39755693 39755693 Missense_Mutation SNP G A 8 126 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_41 Post-Resistance BRWD1 54014 37 21 40571024 40571024 Missense_Mutation SNP G A 26 291 c.5318C>T c.(5317-5319)GCT>GTT p.A1773V

Pat_41 Post-Resistance BRWD1 54014 37 21 40597076 40597076 Missense_Mutation SNP C T 34 543 c.3256G>A c.(3256-3258)GTG>ATG p.V1086M

Pat_41 Post-Resistance DSCAM 1826 37 21 41427723 41427723 Missense_Mutation SNP G A 67 345 c.4964C>T c.(4963-4965)ACC>ATC p.T1655I

Pat_41 Post-Resistance DSCAM 1826 37 21 41648185 41648185 Missense_Mutation SNP G A 5 73 c.2195C>T c.(2194-2196)CCC>CTC p.P732L

Pat_41 Post-Resistance MX2 4600 37 21 42748852 42748852 Missense_Mutation SNP C T 5 173 c.19C>T c.(19-21)CCT>TCT p.P7S

Pat_41 Post-Resistance MX1 4599 37 21 42817957 42817957 Missense_Mutation SNP G A 9 133 c.1162G>A c.(1162-1164)GCT>ACT p.A388T

Pat_41 Post-Resistance RIPK4 54101 37 21 43187057 43187057 Missense_Mutation SNP C T 4 114 c.145G>A c.(145-147)GCC>ACC p.A49T

Pat_41 Post-Resistance PRDM15 63977 37 21 43222894 43222894 Missense_Mutation SNP G A 48 288 c.4019C>T c.(4018-4020)TCC>TTC p.S1340F

Pat_41 Post-Resistance PRDM15 63977 37 21 43274852 43274852 Missense_Mutation SNP G A 4 78 c.1459C>T c.(1459-1461)CGG>TGG p.R487W

Pat_41 Post-Resistance PRDM15 63977 37 21 43279771 43279771 Missense_Mutation SNP G A 4 93 c.961C>T c.(961-963)CAC>TAC p.H321Y

Pat_41 Post-Resistance C2CD2 25966 37 21 43309243 43309243 Missense_Mutation SNP G A 4 69 c.2081C>T c.(2080-2082)CCC>CTC p.P694L

Pat_41 Post-Resistance ZNF295 49854 37 21 43413526 43413526 Missense_Mutation SNP C T 4 114 c.679G>A c.(679-681)GAT>AAT p.D227N

Pat_41 Post-Resistance ZNF295 49854 37 21 43413639 43413639 Missense_Mutation SNP G A 37 457 c.566C>T c.(565-567)CCA>CTA p.P189L

Pat_41 Post-Resistance TMPRSS3 64699 37 21 43795859 43795859 Missense_Mutation SNP G A 9 186 c.1313C>T c.(1312-1314)ACC>ATC p.T438I

Pat_41 Post-Resistance SLC37A1 54020 37 21 43955661 43955661 Splice_Site SNP G A 31 161 c.350_splice c.e6+1 p.S117_splice

Pat_41 Post-Resistance WDR4 10785 37 21 44270239 44270239 Nonsense_Mutation SNP G A 4 57 c.1159C>T c.(1159-1161)CAG>TAG p.Q387*

Pat_41 Post-Resistance SIK1 150094 37 21 44838403 44838403 Missense_Mutation SNP G A 8 67 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_41 Post-Resistance SIK1 150094 37 21 44845286 44845286 Splice_Site SNP C T 10 134 c.273_splice c.e3+1 p.Q91_splice

Pat_41 Post-Resistance TRAPPC10 7109 37 21 45494238 45494238 Missense_Mutation SNP G A 13 221 c.1072G>A c.(1072-1074)GTG>ATG p.V358M



Pat_41 Post-Resistance PWP2 5822 37 21 45547828 45547828 Missense_Mutation SNP C T 12 154 c.2156C>T c.(2155-2157)GCC>GTC p.A719V

Pat_41 Post-Resistance C21orf33 8209 37 21 45555968 45555968 Missense_Mutation SNP G A 5 42 c.221G>A c.(220-222)GGG>GAG p.G74E

Pat_41 Post-Resistance AIRE 326 37 21 45716315 45716315 Missense_Mutation SNP C T 5 123 c.1553C>T c.(1552-1554)TCC>TTC p.S518F

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45993670 45993670 Missense_Mutation SNP G A 25 218 c.35G>A c.(34-36)AGC>AAC p.S12N

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45993688 45993688 Missense_Mutation SNP G A 27 142 c.53G>A c.(52-54)GGT>GAT p.G18D

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45994705 45994705 Missense_Mutation SNP C T 7 327 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_41 Post-Resistance KRTAP10-6 386674 37 21 46011464 46011464 Missense_Mutation SNP G A 13 246 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_41 Post-Resistance PTTG1IP 754 37 21 46281144 46281144 Missense_Mutation SNP C T 13 88 c.211G>A c.(211-213)GTT>ATT p.V71I

Pat_41 Post-Resistance ADARB1 104 37 21 46624559 46624559 Missense_Mutation SNP A G 5 167 c.1775A>G c.(1774-1776)CAC>CGC p.H592R

Pat_41 Post-Resistance POFUT2 23275 37 21 46689858 46689858 Missense_Mutation SNP C T 6 128 c.908G>A c.(907-909)AGA>AAA p.R303K

Pat_41 Post-Resistance COL6A1 1291 37 21 47410909 47410909 Missense_Mutation SNP C T 3 41 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_41 Post-Resistance MCM3AP 8888 37 21 47656826 47656826 Missense_Mutation SNP G A 13 210 c.5701C>T c.(5701-5703)CCC>TCC p.P1901S

Pat_41 Post-Resistance C21orf58 54058 37 21 47731445 47731445 Missense_Mutation SNP G A 9 35 c.646C>T c.(646-648)CCT>TCT p.P216S

Pat_41 Post-Resistance PCNT 5116 37 21 47773939 47773939 Missense_Mutation SNP G A 4 55 c.1718G>A c.(1717-1719)GGA>GAA p.G573E

Pat_41 Post-Resistance PCNT 5116 37 21 47776987 47776987 Missense_Mutation SNP G A 5 68 c.2035G>A c.(2035-2037)GTG>ATG p.V679M

Pat_41 Post-Resistance PCNT 5116 37 21 47809325 47809325 Missense_Mutation SNP G A 3 24 c.3819G>A c.(3817-3819)ATG>ATA p.M1273I

Pat_41 Post-Resistance DIP2A 23181 37 21 47969737 47969737 Missense_Mutation SNP C T 72 452 c.2576C>T c.(2575-2577)GCT>GTT p.A859V

Pat_41 Post-Resistance S100B 6285 37 21 48019416 48019416 Missense_Mutation SNP C T 16 161 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_41 Post-Resistance PRMT2 3275 37 21 48068433 48068433 Nonsense_Mutation SNP C T 24 164 c.391C>T c.(391-393)CAG>TAG p.Q131*

Pat_41 Post-Resistance OR11H1 81061 37 22 16449638 16449638 Missense_Mutation SNP C T 12 397 c.167G>A c.(166-168)GGG>GAG p.G56E

Pat_41 Post-Resistance GAB4 128954 37 22 17449205 17449205 Missense_Mutation SNP C T 10 186 c.1006G>A c.(1006-1008)GGA>AGA p.G336R

Pat_41 Post-Resistance CECR2 27443 37 22 18028668 18028668 Missense_Mutation SNP C T 5 89 c.3625C>T c.(3625-3627)CCC>TCC p.P1209S

Pat_41 Post-Resistance MICAL3 57553 37 22 18273773 18273773 Missense_Mutation SNP C T 8 59 c.5815G>A c.(5815-5817)GCA>ACA p.A1939T

Pat_41 Post-Resistance MICAL3 57553 37 22 18387479 18387479 Missense_Mutation SNP G A 66 425 c.391C>T c.(391-393)CCA>TCA p.P131S

Pat_41 Post-Resistance HIRA 7290 37 22 19394767 19394767 Missense_Mutation SNP C T 17 229 c.242G>A c.(241-243)AGT>AAT p.S81N

Pat_41 Post-Resistance DGCR8 54487 37 22 20079038 20079038 Missense_Mutation SNP G A 44 491 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_41 Post-Resistance DGCR8 54487 37 22 20080365 20080365 Missense_Mutation SNP C T 7 272 c.1640C>T c.(1639-1641)ACC>ATC p.T547I

Pat_41 Post-Resistance ZDHHC8 29801 37 22 20127387 20127387 Missense_Mutation SNP G A 5 34 c.529G>A c.(529-531)GGG>AGG p.G177R

Pat_41 Post-Resistance ZDHHC8 29801 37 22 20127394 20127394 Missense_Mutation SNP G A 3 38 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_41 Post-Resistance DGCR6L 85359 37 22 20302927 20302927 Missense_Mutation SNP C T 6 106 c.445G>A c.(445-447)GTG>ATG p.V149M

Pat_41 Post-Resistance PI4KA 5297 37 22 21081565 21081565 Missense_Mutation SNP G A 8 75 c.4720C>T c.(4720-4722)CCT>TCT p.P1574S

Pat_41 Post-Resistance PI4KA 5297 37 22 21115619 21115619 Missense_Mutation SNP C T 8 120 c.2590G>A c.(2590-2592)GAT>AAT p.D864N

Pat_41 Post-Resistance SERPIND1 3053 37 22 21133718 21133718 Missense_Mutation SNP C T 6 17 c.118C>T c.(118-120)CCC>TCC p.P40S

Pat_41 Post-Resistance SNAP29 9342 37 22 21235390 21235390 Missense_Mutation SNP G A 7 99 c.488G>A c.(487-489)AGC>AAC p.S163N

Pat_41 Post-Resistance CCDC116 164592 37 22 21988818 21988818 Missense_Mutation SNP G A 5 31 c.580G>A c.(580-582)GAG>AAG p.E194K

Pat_41 Post-Resistance RGL4 266747 37 22 24035981 24035981 Missense_Mutation SNP G T 5 161 c.732G>T c.(730-732)TTG>TTT p.L244F

Pat_41 Post-Resistance SLC2A11 66035 37 22 24226914 24226914 Missense_Mutation SNP C T 9 103 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_41 Post-Resistance CABIN1 23523 37 22 24432610 24432610 Missense_Mutation SNP C T 6 247 c.77C>T c.(76-78)ACC>ATC p.T26I

Pat_41 Post-Resistance CABIN1 23523 37 22 24463064 24463064 Missense_Mutation SNP G A 18 89 c.2164G>A c.(2164-2166)GAC>AAC p.D722N

Pat_41 Post-Resistance CYTSA 23384 37 22 24718563 24718563 Missense_Mutation SNP G A 8 36 c.1615G>A c.(1615-1617)GAA>AAA p.E539K

Pat_41 Post-Resistance MYO18B 84700 37 22 26239830 26239830 Missense_Mutation SNP G A 3 19 c.3337G>A c.(3337-3339)GAT>AAT p.D1113N

Pat_41 Post-Resistance MYO18B 84700 37 22 26423258 26423258 Missense_Mutation SNP G A 10 231 c.7318G>A c.(7318-7320)GAC>AAC p.D2440N

Pat_41 Post-Resistance HPS4 89781 37 22 26861420 26861420 Splice_Site SNP C T 10 141 c.803_splice c.e10+1 p.R268_splice

Pat_41 Post-Resistance HPS4 89781 37 22 26861434 26861434 Missense_Mutation SNP C T 16 180 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_41 Post-Resistance SRRD 402055 37 22 26884440 26884440 Missense_Mutation SNP C T 16 182 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_41 Post-Resistance CCDC117 150275 37 22 29169756 29169756 Missense_Mutation SNP G A 16 181 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_41 Post-Resistance ZNRF3 84133 37 22 29445419 29445419 Missense_Mutation SNP G A 5 105 c.950G>A c.(949-951)CGC>CAC p.R317H



Pat_41 Post-Resistance NF2 4771 37 22 30054177 30054177 Splice_Site SNP G A 9 125 c.600_splice c.e7-1 p.R200_splice

Pat_41 Post-Resistance ASCC2 84164 37 22 30189353 30189353 Missense_Mutation SNP G A 9 57 c.1915C>T c.(1915-1917)CGC>TGC p.R639C

Pat_41 Post-Resistance SF3A1 10291 37 22 30731676 30731676 Nonsense_Mutation SNP G A 16 222 c.2173C>T c.(2173-2175)CAG>TAG p.Q725*

Pat_41 Post-Resistance SF3A1 10291 37 22 30738296 30738296 Missense_Mutation SNP C T 6 31 c.770G>A c.(769-771)AGG>AAG p.R257K

Pat_41 Post-Resistance SF3A1 10291 37 22 30741179 30741179 Missense_Mutation SNP C T 11 113 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_41 Post-Resistance CCDC157 550631 37 22 30762185 30762185 Missense_Mutation SNP C T 14 272 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_41 Post-Resistance MORC2 22880 37 22 31330977 31330977 Missense_Mutation SNP C T 6 24 c.1798G>A c.(1798-1800)GCC>ACC p.A600T

Pat_41 Post-Resistance INPP5J 27124 37 22 31529938 31529938 Missense_Mutation SNP G A 8 87 c.2554G>A c.(2554-2556)GAC>AAC p.D852N

Pat_41 Post-Resistance PATZ1 23598 37 22 31723196 31723196 Missense_Mutation SNP G A 8 108 c.1745C>T c.(1744-1746)GCC>GTC p.A582V

Pat_41 Post-Resistance EIF4ENIF1 56478 37 22 31843443 31843443 Missense_Mutation SNP C T 17 165 c.1957G>A c.(1957-1959)GTG>ATG p.V653M

Pat_41 Post-Resistance SFI1 9814 37 22 31924693 31924693 Missense_Mutation SNP C T 15 61 c.110C>T c.(109-111)GCA>GTA p.A37V

Pat_41 Post-Resistance SFI1 9814 37 22 31957301 31957301 Nonsense_Mutation SNP C T 9 135 c.688C>T c.(688-690)CGA>TGA p.R230*

Pat_41 Post-Resistance C22orf28 51493 37 22 32789949 32789949 Missense_Mutation SNP G A 16 207 c.1220C>T c.(1219-1221)ACC>ATC p.T407I

Pat_41 Post-Resistance FBXO7 25793 37 22 32880106 32880106 Missense_Mutation SNP C T 22 276 c.640C>T c.(640-642)CCT>TCT p.P214S

Pat_41 Post-Resistance LARGE 9215 37 22 34046631 34046631 Missense_Mutation SNP G A 8 91 c.130C>T c.(130-132)CCG>TCG p.P44S

Pat_41 Post-Resistance RASD2 23551 37 22 35948051 35948051 Missense_Mutation SNP G A 16 93 c.773G>A c.(772-774)CGT>CAT p.R258H

Pat_41 Post-Resistance MB 4151 37 22 36006948 36006948 Missense_Mutation SNP G A 4 47 c.301C>T c.(301-303)CCC>TCC p.P101S

Pat_41 Post-Resistance APOL2 23780 37 22 36629202 36629202 Missense_Mutation SNP G A 44 268 c.7C>T c.(7-9)CCA>TCA p.P3S

Pat_41 Post-Resistance MYH9 4627 37 22 36684330 36684330 Missense_Mutation SNP C T 9 148 c.4900G>A c.(4900-4902)GAC>AAC p.D1634N

Pat_41 Post-Resistance IL2RB 3560 37 22 37535186 37535186 Missense_Mutation SNP G A 8 91 c.359C>T c.(358-360)GCC>GTC p.A120V

Pat_41 Post-Resistance CYTH4 27128 37 22 37705337 37705337 Missense_Mutation SNP G A 18 258 c.781G>A c.(781-783)GAC>AAC p.D261N

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120212 38120212 Missense_Mutation SNP C G 6 356 c.1649C>G c.(1648-1650)ACA>AGA p.T550R

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 6 235 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120296 38120296 Missense_Mutation SNP C T 11 252 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_41 Post-Resistance TRIOBP 11078 37 22 38121418 38121418 Missense_Mutation SNP C T 36 361 c.2855C>T c.(2854-2856)CCC>CTC p.P952L

Pat_41 Post-Resistance GALR3 8484 37 22 38219532 38219532 Missense_Mutation SNP C T 4 50 c.119C>T c.(118-120)GCA>GTA p.A40V

Pat_41 Post-Resistance PICK1 9463 37 22 38468589 38468589 Missense_Mutation SNP G A 19 153 c.662G>A c.(661-663)GGC>GAC p.G221D

Pat_41 Post-Resistance KCNJ4 3761 37 22 38824159 38824159 Translation_Start_Site SNP C T 12 125 c.-21G>A c.(-23--19)AGGTG>AGATG

Pat_41 Post-Resistance APOBEC3B 9582 37 22 39385461 39385461 Splice_Site SNP G A 7 60 c.570_splice c.e5-1 p.R190_splice

Pat_41 Post-Resistance PDGFB 5155 37 22 39621852 39621852 Missense_Mutation SNP G A 5 50 c.602C>T c.(601-603)GCC>GTC p.A201V

Pat_41 Post-Resistance CACNA1I 8911 37 22 40061886 40061886 Missense_Mutation SNP C T 30 231 c.3979C>T c.(3979-3981)CTC>TTC p.L1327F

Pat_41 Post-Resistance CACNA1I 8911 37 22 40061913 40061913 Missense_Mutation SNP C A 5 222 c.4006C>A c.(4006-4008)CTG>ATG p.L1336M

Pat_41 Post-Resistance TNRC6B 23112 37 22 40711366 40711366 Nonsense_Mutation SNP G A 12 163 c.4758G>A c.(4756-4758)TGG>TGA p.W1586*

Pat_41 Post-Resistance ADSL 158 37 22 40760884 40760884 Missense_Mutation SNP G A 6 185 c.1192G>A c.(1192-1194)GAT>AAT p.D398N

Pat_41 Post-Resistance MKL1 57591 37 22 40815348 40815348 Missense_Mutation SNP G A 7 77 c.1094C>T c.(1093-1095)CCT>CTT p.P365L

Pat_41 Post-Resistance XRCC6 2547 37 22 42049664 42049664 Missense_Mutation SNP G A 25 134 c.1261G>A c.(1261-1263)GAT>AAT p.D421N

Pat_41 Post-Resistance CENPM 79019 37 22 42343100 42343100 Translation_Start_Site SNP G A 3 30 c.-19C>T c.(-21--17)AACGG>AATGG

Pat_41 Post-Resistance 3-Sep 55964 37 22 42390326 42390326 Missense_Mutation SNP C T 7 168 c.898C>T c.(898-900)CTT>TTT p.L300F

Pat_41 Post-Resistance TCF20 6942 37 22 42607342 42607342 Missense_Mutation SNP C T 8 123 c.3970G>A c.(3970-3972)GAT>AAT p.D1324N

Pat_41 Post-Resistance ARFGAP3 26286 37 22 43195130 43195130 Missense_Mutation SNP G A 18 303 c.1448C>T c.(1447-1449)CCC>CTC p.P483L

Pat_41 Post-Resistance ARFGAP3 26286 37 22 43230267 43230267 Missense_Mutation SNP G A 48 459 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_41 Post-Resistance EFCAB6 64800 37 22 43986065 43986065 Missense_Mutation SNP G A 11 148 c.2921C>T c.(2920-2922)ACC>ATC p.T974I

Pat_41 Post-Resistance PHF21B 112885 37 22 45309824 45309824 Nonsense_Mutation SNP G A 18 244 c.709C>T c.(709-711)CAA>TAA p.Q237*

Pat_41 Post-Resistance GTSE1 51512 37 22 46704322 46704322 Missense_Mutation SNP C T 27 314 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance GTSE1 51512 37 22 46725279 46725279 Missense_Mutation SNP G A 20 301 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_41 Post-Resistance CELSR1 9620 37 22 46835245 46835245 Missense_Mutation SNP C T 4 132 c.4247G>A c.(4246-4248)GGC>GAC p.G1416D

Pat_41 Post-Resistance CELSR1 9620 37 22 46931300 46931300 Missense_Mutation SNP C T 3 44 c.1768G>A c.(1768-1770)GTG>ATG p.V590M



Pat_41 Post-Resistance CELSR1 9620 37 22 46931672 46931672 Missense_Mutation SNP C T 6 110 c.1396G>A c.(1396-1398)GTC>ATC p.V466I

Pat_41 Post-Resistance TBC1D22A 25771 37 22 47287172 47287172 Missense_Mutation SNP C T 11 63 c.719C>T c.(718-720)CCC>CTC p.P240L

Pat_41 Post-Resistance BRD1 23774 37 22 50170699 50170699 Missense_Mutation SNP G A 5 98 c.2711C>T c.(2710-2712)GCG>GTG p.A904V

Pat_41 Post-Resistance BRD1 23774 37 22 50217766 50217766 Missense_Mutation SNP G A 7 74 c.200C>T c.(199-201)GCT>GTT p.A67V

Pat_41 Post-Resistance ALG12 79087 37 22 50307401 50307401 Missense_Mutation SNP C T 7 111 c.13G>A c.(13-15)GGG>AGG p.G5R

Pat_41 Post-Resistance CRELD2 79174 37 22 50320917 50320917 Missense_Mutation SNP G A 25 287 c.1024G>A c.(1024-1026)GAA>AAA p.E342K

Pat_41 Post-Resistance SELO 83642 37 22 50649175 50649175 Missense_Mutation SNP G A 6 85 c.1186G>A c.(1186-1188)GAA>AAA p.E396K

Pat_41 Post-Resistance TUBGCP6 85378 37 22 50660114 50660114 Missense_Mutation SNP C T 4 98 c.2674G>A c.(2674-2676)GAC>AAC p.D892N

Pat_41 Post-Resistance TUBGCP6 85378 37 22 50682668 50682668 Missense_Mutation SNP G A 18 170 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_41 Post-Resistance MAPK11 5600 37 22 50703885 50703885 Missense_Mutation SNP C T 9 112 c.880G>A c.(880-882)GAC>AAC p.D294N

Pat_41 Post-Resistance MAPK11 5600 37 22 50705022 50705022 Missense_Mutation SNP C T 5 87 c.629G>A c.(628-630)GGC>GAC p.G210D

Pat_41 Post-Resistance PLXNB2 23654 37 22 50716313 50716313 Missense_Mutation SNP C T 5 98 c.5017G>A c.(5017-5019)GAA>AAA p.E1673K

Pat_41 Post-Resistance PLXNB2 23654 37 22 50717332 50717332 Missense_Mutation SNP G A 3 55 c.4498C>T c.(4498-4500)CGT>TGT p.R1500C

Pat_41 Post-Resistance PLXNB2 23654 37 22 50721230 50721230 Missense_Mutation SNP C T 7 50 c.2897G>A c.(2896-2898)GGG>GAG p.G966E

Pat_41 Post-Resistance SAPS2 9701 37 22 50876607 50876607 Missense_Mutation SNP G A 12 180 c.1844G>A c.(1843-1845)AGC>AAC p.S615N

Pat_41 Post-Resistance SBF1 6305 37 22 50899024 50899024 Missense_Mutation SNP C T 20 191 c.3085G>A c.(3085-3087)GGC>AGC p.G1029S

Pat_41 Post-Resistance SBF1 6305 37 22 50900531 50900531 Missense_Mutation SNP G A 18 111 c.2414C>T c.(2413-2415)GCC>GTC p.A805V

Pat_41 Post-Resistance MIOX 55586 37 22 50928211 50928211 Missense_Mutation SNP C T 14 250 c.784C>T c.(784-786)CCG>TCG p.P262S

Pat_41 Post-Resistance ODF3B 440836 37 22 50968920 50968920 Missense_Mutation SNP C T 3 16 c.751G>A c.(751-753)GCG>ACG p.A251T

Pat_41 Post-Resistance CPT1B 1375 37 22 51014526 51014526 Missense_Mutation SNP C T 7 117 c.715G>A c.(715-717)GAA>AAA p.E239K

Pat_41 Post-Resistance CPT1B 1375 37 22 51015819 51015819 Missense_Mutation SNP G A 7 94 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_41 Post-Resistance ITPR1 3708 37 3 4702715 4702715 Missense_Mutation SNP G A 6 44 c.1195G>A c.(1195-1197)GTT>ATT p.V399I

Pat_41 Post-Resistance ITPR1 3708 37 3 4704808 4704808 Missense_Mutation SNP G A 9 68 c.1472G>A c.(1471-1473)GGT>GAT p.G491D

Pat_41 Post-Resistance ITPR1 3708 37 3 4723047 4723047 Splice_Site SNP G A 13 61 c.3080_splice c.e26-1 p.G1027_splice

Pat_41 Post-Resistance BHLHE40 8553 37 3 5024833 5024833 Missense_Mutation SNP G A 34 174 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_41 Post-Resistance SETD5 55209 37 3 9482218 9482218 Nonsense_Mutation SNP C T 6 72 c.646C>T c.(646-648)CAG>TAG p.Q216*

Pat_41 Post-Resistance TADA3 10474 37 3 9832961 9832961 Missense_Mutation SNP G A 11 72 c.190C>T c.(190-192)CTT>TTT p.L64F

Pat_41 Post-Resistance CIDEC 63924 37 3 9911976 9911976 Missense_Mutation SNP G A 13 80 c.238C>T c.(238-240)CCC>TCC p.P80S

Pat_41 Post-Resistance JAGN1 84522 37 3 9934738 9934738 Missense_Mutation SNP C T 6 26 c.229C>T c.(229-231)CCG>TCG p.P77S

Pat_41 Post-Resistance PRRT3 285368 37 3 9990915 9990915 Missense_Mutation SNP C A 7 64 c.885G>T c.(883-885)GAG>GAT p.E295D

Pat_41 Post-Resistance TATDN2 9797 37 3 10312178 10312178 Missense_Mutation SNP G A 11 97 c.1312G>A c.(1312-1314)GAG>AAG p.E438K

Pat_41 Post-Resistance ATP2B2 491 37 3 10387112 10387112 Missense_Mutation SNP C T 10 34 c.2659G>A c.(2659-2661)GTG>ATG p.V887M

Pat_41 Post-Resistance TSEN2 80746 37 3 12560606 12560606 Missense_Mutation SNP C T 6 87 c.1009C>T c.(1009-1011)CCC>TCC p.P337S

Pat_41 Post-Resistance TSEN2 80746 37 3 12573097 12573097 Missense_Mutation SNP C T 6 61 c.1277C>T c.(1276-1278)CCC>CTC p.P426L

Pat_41 Post-Resistance NUP210 23225 37 3 13383264 13383264 Missense_Mutation SNP G A 8 78 c.3212C>T c.(3211-3213)GCC>GTC p.A1071V

Pat_41 Post-Resistance NUP210 23225 37 3 13429877 13429877 Missense_Mutation SNP C T 5 27 c.610G>A c.(610-612)GAC>AAC p.D204N

Pat_41 Post-Resistance RFTN1 23180 37 3 16419321 16419321 Missense_Mutation SNP C T 17 39 c.730G>A c.(730-732)GGA>AGA p.G244R

Pat_41 Post-Resistance KCNH8 131096 37 3 19389238 19389238 Missense_Mutation SNP G A 8 78 c.592G>A c.(592-594)GCA>ACA p.A198T

Pat_41 Post-Resistance RAB5A 5868 37 3 19992545 19992545 Missense_Mutation SNP C T 5 148 c.155C>T c.(154-156)ACC>ATC p.T52I

Pat_41 Post-Resistance SGOL1 151648 37 3 20216343 20216343 Missense_Mutation SNP C T 32 109 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_41 Post-Resistance UBE2E1 7324 37 3 23930708 23930708 Missense_Mutation SNP G A 20 113 c.442G>A c.(442-444)GTC>ATC p.V148I

Pat_41 Post-Resistance NKIRAS1 28512 37 3 23942517 23942517 Missense_Mutation SNP C T 14 205 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_41 Post-Resistance NR1D2 9975 37 3 23996028 23996028 Missense_Mutation SNP G A 23 122 c.17G>A c.(16-18)GGA>GAA p.G6E

Pat_41 Post-Resistance SLC4A7 9497 37 3 27444754 27444754 Missense_Mutation SNP C T 32 121 c.2170G>A c.(2170-2172)GAA>AAA p.E724K

Pat_41 Post-Resistance ZNF860 344787 37 3 32032046 32032046 Missense_Mutation SNP G A 26 334 c.1475G>A c.(1474-1476)CGT>CAT p.R492H

Pat_41 Post-Resistance CMTM7 112616 37 3 32493951 32493951 Missense_Mutation SNP T C 22 193 c.500T>C c.(499-501)GTA>GCA p.V167A

Pat_41 Post-Resistance DYNC1LI1 51143 37 3 32576067 32576067 Nonsense_Mutation SNP G A 6 61 c.904C>T c.(904-906)CAG>TAG p.Q302*



Pat_41 Post-Resistance UBP1 7342 37 3 33458275 33458275 Missense_Mutation SNP G A 38 148 c.317C>T c.(316-318)CCT>CTT p.P106L

Pat_41 Post-Resistance UBP1 7342 37 3 33467192 33467192 Missense_Mutation SNP C T 7 53 c.155G>A c.(154-156)AGC>AAC p.S52N

Pat_41 Post-Resistance UBP1 7342 37 3 33467217 33467217 Missense_Mutation SNP G A 25 51 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_41 Post-Resistance PDCD6IP 10015 37 3 33887037 33887037 Missense_Mutation SNP C T 6 195 c.1598C>T c.(1597-1599)GCC>GTC p.A533V

Pat_41 Post-Resistance MLH1 4292 37 3 37045965 37045965 Missense_Mutation SNP G A 93 81 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_41 Post-Resistance MLH1 4292 37 3 37081748 37081748 Nonsense_Mutation SNP C T 33 128 c.1630C>T c.(1630-1632)CAA>TAA p.Q544*

Pat_41 Post-Resistance ACAA1 30 37 3 38168066 38168066 Missense_Mutation SNP C T 10 62 c.752G>A c.(751-753)AGC>AAC p.S251N

Pat_41 Post-Resistance ACAA1 30 37 3 38173086 38173086 Splice_Site SNP C T 6 76 c.446_splice c.e5+1 p.G149_splice

Pat_41 Post-Resistance SLC22A13 9390 37 3 38316202 38316202 Missense_Mutation SNP C T 10 71 c.590C>T c.(589-591)GCT>GTT p.A197V

Pat_41 Post-Resistance SCN5A 6331 37 3 38595943 38595943 Missense_Mutation SNP A G 6 103 c.4640T>C c.(4639-4641)GTG>GCG p.V1547A

Pat_41 Post-Resistance SCN5A 6331 37 3 38627264 38627264 Missense_Mutation SNP G A 8 114 c.2705C>T c.(2704-2706)ACC>ATC p.T902I

Pat_41 Post-Resistance SCN10A 6336 37 3 38738979 38738979 Missense_Mutation SNP G A 9 194 c.5732C>T c.(5731-5733)ACT>ATT p.T1911I

Pat_41 Post-Resistance WDR48 57599 37 3 39104625 39104625 Missense_Mutation SNP C T 30 170 c.133C>T c.(133-135)CTT>TTT p.L45F

Pat_41 Post-Resistance GORASP1 64689 37 3 39139810 39139810 Missense_Mutation SNP C T 20 132 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_41 Post-Resistance CSRNP1 64651 37 3 39184674 39184674 Missense_Mutation SNP C T 20 43 c.1642G>A c.(1642-1644)GCC>ACC p.A548T

Pat_41 Post-Resistance ZNF619 285267 37 3 40528516 40528516 Missense_Mutation SNP C T 10 92 c.635C>T c.(634-636)ACC>ATC p.T212I

Pat_41 Post-Resistance CTNNB1 1499 37 3 41266201 41266201 Nonsense_Mutation SNP G A 4 72 c.198G>A c.(196-198)TGG>TGA p.W66*

Pat_41 Post-Resistance ULK4 54986 37 3 41977324 41977324 Missense_Mutation SNP C T 7 109 c.347G>A c.(346-348)GGC>GAC p.G116D

Pat_41 Post-Resistance NKTR 4820 37 3 42672739 42672739 Missense_Mutation SNP G A 3 50 c.481G>A c.(481-483)GCA>ACA p.A161T

Pat_41 Post-Resistance HHATL 57467 37 3 42739750 42739750 Missense_Mutation SNP C T 31 97 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_41 Post-Resistance CCDC13 152206 37 3 42781266 42781266 Missense_Mutation SNP G A 27 63 c.1024C>T c.(1024-1026)CTT>TTT p.L342F

Pat_41 Post-Resistance C3orf39 84892 37 3 43122413 43122413 Missense_Mutation SNP C T 16 44 c.511G>A c.(511-513)GAC>AAC p.D171N

Pat_41 Post-Resistance ZNF445 353274 37 3 44488854 44488854 Missense_Mutation SNP G A 15 28 c.2309C>T c.(2308-2310)GCC>GTC p.A770V

Pat_41 Post-Resistance ZNF445 353274 37 3 44489930 44489930 Missense_Mutation SNP T G 6 55 c.1233A>C c.(1231-1233)GAA>GAC p.E411D

Pat_41 Post-Resistance ZNF167 55888 37 3 44612067 44612067 Missense_Mutation SNP C T 8 94 c.1465C>T c.(1465-1467)CAT>TAT p.H489Y

Pat_41 Post-Resistance ZNF501 115560 37 3 44775975 44775975 Missense_Mutation SNP C T 7 121 c.62C>T c.(61-63)CCT>CTT p.P21L

Pat_41 Post-Resistance KIF15 56992 37 3 44803231 44803231 Translation_Start_Site SNP C T 3 8 c.-126C>T c.(-128--124)AACGT>AATGT

Pat_41 Post-Resistance KIF15 56992 37 3 44822385 44822385 Missense_Mutation SNP C T 22 211 c.332C>T c.(331-333)ACT>ATT p.T111I

Pat_41 Post-Resistance KIF15 56992 37 3 44839050 44839050 Missense_Mutation SNP G A 21 57 c.857G>A c.(856-858)GGT>GAT p.G286D

Pat_41 Post-Resistance CDCP1 64866 37 3 45153724 45153724 Missense_Mutation SNP G A 61 155 c.506C>T c.(505-507)GCC>GTC p.A169V

Pat_41 Post-Resistance LARS2 23395 37 3 45458999 45458999 Missense_Mutation SNP C T 25 163 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_41 Post-Resistance LIMD1 8994 37 3 45636997 45636997 Missense_Mutation SNP C T 19 41 c.626C>T c.(625-627)CCT>CTT p.P209L

Pat_41 Post-Resistance FYCO1 79443 37 3 45996748 45996748 Missense_Mutation SNP C T 37 302 c.3937G>A c.(3937-3939)GCT>ACT p.A1313T

Pat_41 Post-Resistance CCR2 729230 37 3 46399356 46399356 Missense_Mutation SNP G A 15 373 c.338G>A c.(337-339)TGC>TAC p.C113Y

Pat_41 Post-Resistance PTH1R 5745 37 3 46939953 46939953 Missense_Mutation SNP C T 15 52 c.629C>T c.(628-630)GCC>GTC p.A210V

Pat_41 Post-Resistance SETD2 29072 37 3 47125676 47125676 Missense_Mutation SNP C T 18 143 c.5594G>A c.(5593-5595)AGC>AAC p.S1865N

Pat_41 Post-Resistance SETD2 29072 37 3 47144843 47144843 Missense_Mutation SNP G A 59 164 c.4910C>T c.(4909-4911)ACC>ATC p.T1637I

Pat_41 Post-Resistance SETD2 29072 37 3 47163062 47163062 Missense_Mutation SNP C T 21 128 c.3064G>A c.(3064-3066)GAC>AAC p.D1022N

Pat_41 Post-Resistance KLHL18 23276 37 3 47382136 47382136 Missense_Mutation SNP C T 6 176 c.1196C>T c.(1195-1197)TCC>TTC p.S399F

Pat_41 Post-Resistance PTPN23 25930 37 3 47453591 47453591 Missense_Mutation SNP C T 6 58 c.4081C>T c.(4081-4083)CCC>TCC p.P1361S

Pat_41 Post-Resistance ZNF589 51385 37 3 48310166 48310166 Missense_Mutation SNP G A 14 128 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_41 Post-Resistance COL7A1 1294 37 3 48623653 48623653 Missense_Mutation SNP C T 22 177 c.3577G>A c.(3577-3579)GCT>ACT p.A1193T

Pat_41 Post-Resistance CELSR3 1951 37 3 48677720 48677720 Missense_Mutation SNP C T 4 70 c.9298G>A c.(9298-9300)GGG>AGG p.G3100R

Pat_41 Post-Resistance QARS 5859 37 3 49137393 49137393 Splice_Site SNP C T 17 85 c.1295_splice c.e14+1 p.W432_splice

Pat_41 Post-Resistance QARS 5859 37 3 49141139 49141139 Missense_Mutation SNP C T 6 17 c.376G>A c.(376-378)GTG>ATG p.V126M

Pat_41 Post-Resistance LAMB2 3913 37 3 49160681 49160681 Missense_Mutation SNP C T 22 165 c.4108G>A c.(4108-4110)GCA>ACA p.A1370T

Pat_41 Post-Resistance KLHDC8B 200942 37 3 49212225 49212225 Missense_Mutation SNP G A 3 24 c.592G>A c.(592-594)GAG>AAG p.E198K



Pat_41 Post-Resistance LOC646498 646498 37 3 49227385 49227385 Missense_Mutation SNP A G 13 232 c.37T>C c.(37-39)TCC>CCC p.S13P

Pat_41 Post-Resistance DAG1 1605 37 3 49568864 49568864 Missense_Mutation SNP C T 5 104 c.920C>T c.(919-921)CCC>CTC p.P307L

Pat_41 Post-Resistance APEH 327 37 3 49718663 49718663 Missense_Mutation SNP G A 12 45 c.1429G>A c.(1429-1431)GTG>ATG p.V477M

Pat_41 Post-Resistance RNF123 63891 37 3 49740160 49740160 Missense_Mutation SNP C T 37 281 c.1724C>T c.(1723-1725)TCC>TTC p.S575F

Pat_41 Post-Resistance AMIGO3 386724 37 3 49756430 49756430 Missense_Mutation SNP G A 26 89 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_41 Post-Resistance MST1R 4486 37 3 49924853 49924853 Missense_Mutation SNP C T 20 85 c.4090G>A c.(4090-4092)GGC>AGC p.G1364S

Pat_41 Post-Resistance MST1R 4486 37 3 49940664 49940664 Missense_Mutation SNP G A 57 16 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_41 Post-Resistance MON1A 84315 37 3 49949136 49949136 Missense_Mutation SNP C T 13 54 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_41 Post-Resistance SEMA3F 6405 37 3 50211674 50211674 Missense_Mutation SNP G A 11 29 c.347G>A c.(346-348)GGG>GAG p.G116E

Pat_41 Post-Resistance SEMA3B 7869 37 3 50311816 50311816 Missense_Mutation SNP C T 16 149 c.1160C>T c.(1159-1161)ACC>ATC p.T387I

Pat_41 Post-Resistance CACNA2D2 9254 37 3 50403578 50403578 Missense_Mutation SNP C T 12 88 c.2747G>A c.(2746-2748)AGT>AAT p.S916N

Pat_41 Post-Resistance MAPKAPK3 7867 37 3 50677846 50677846 Missense_Mutation SNP A C 24 185 c.269A>C c.(268-270)CAG>CCG p.Q90P

Pat_41 Post-Resistance DOCK3 1795 37 3 51127763 51127763 Missense_Mutation SNP G A 4 6 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_41 Post-Resistance RBM15B 29890 37 3 51430158 51430158 Missense_Mutation SNP G A 20 91 c.1328G>A c.(1327-1329)AGC>AAC p.S443N

Pat_41 Post-Resistance RBM15B 29890 37 3 51430191 51430191 Missense_Mutation SNP G A 23 41 c.1361G>A c.(1360-1362)AGC>AAC p.S454N

Pat_41 Post-Resistance VPRBP 9730 37 3 51457803 51457803 Missense_Mutation SNP G A 11 52 c.2621C>T c.(2620-2622)GCT>GTT p.A874V

Pat_41 Post-Resistance GRM2 2912 37 3 51747282 51747282 Missense_Mutation SNP G A 9 36 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance GRM2 2912 37 3 51749819 51749819 Missense_Mutation SNP C T 8 19 c.2030C>T c.(2029-2031)GCC>GTC p.A677V

Pat_41 Post-Resistance IQCF3 401067 37 3 51864522 51864522 Missense_Mutation SNP C T 3 18 c.170C>T c.(169-171)GCC>GTC p.A57V

Pat_41 Post-Resistance PCBP4 57060 37 3 51993271 51993271 Missense_Mutation SNP G A 5 28 c.674C>T c.(673-675)CCC>CTC p.P225L

Pat_41 Post-Resistance POC1A 25886 37 3 52172229 52172229 Missense_Mutation SNP C T 6 80 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_41 Post-Resistance ALAS1 211 37 3 52238853 52238853 Missense_Mutation SNP C T 7 112 c.722C>T c.(721-723)ACC>ATC p.T241I

Pat_41 Post-Resistance TLR9 54106 37 3 52257056 52257056 Missense_Mutation SNP G A 4 132 c.1276C>T c.(1276-1278)CGC>TGC p.R426C

Pat_41 Post-Resistance DNAH1 25981 37 3 52426949 52426949 Missense_Mutation SNP C T 27 162 c.10382C>T c.(10381-10383)TCC>TTC p.S3461F

Pat_41 Post-Resistance STAB1 23166 37 3 52543996 52543996 Missense_Mutation SNP G A 4 66 c.2458G>A c.(2458-2460)GGG>AGG p.G820R

Pat_41 Post-Resistance STAB1 23166 37 3 52548421 52548421 Missense_Mutation SNP C T 12 90 c.3587C>T c.(3586-3588)GCC>GTC p.A1196V

Pat_41 Post-Resistance STAB1 23166 37 3 52554689 52554689 Missense_Mutation SNP C T 13 143 c.5681C>T c.(5680-5682)CCC>CTC p.P1894L

Pat_41 Post-Resistance PBRM1 55193 37 3 52597379 52597379 Missense_Mutation SNP C T 8 46 c.4006G>A c.(4006-4008)GTC>ATC p.V1336I

Pat_41 Post-Resistance PBRM1 55193 37 3 52620524 52620524 Missense_Mutation SNP C T 18 129 c.3304G>A c.(3304-3306)GCA>ACA p.A1102T

Pat_41 Post-Resistance GLT8D1 55830 37 3 52729233 52729233 Missense_Mutation SNP C T 5 259 c.898G>A c.(898-900)GAT>AAT p.D300N

Pat_41 Post-Resistance ITIH4 3700 37 3 52855115 52855115 Missense_Mutation SNP G A 17 172 c.1571C>T c.(1570-1572)TCC>TTC p.S524F

Pat_41 Post-Resistance CACNA2D3 55799 37 3 54798245 54798245 Missense_Mutation SNP G A 17 549 c.1247G>A c.(1246-1248)GGA>GAA p.G416E

Pat_41 Post-Resistance LRTM1 57408 37 3 54952686 54952686 Missense_Mutation SNP C T 5 199 c.838G>A c.(838-840)GCC>ACC p.A280T

Pat_41 Post-Resistance CACNA2D3 55799 37 3 55107555 55107555 Missense_Mutation SNP C T 33 170 c.3071C>T c.(3070-3072)CCC>CTC p.P1024L

Pat_41 Post-Resistance CCDC66 285331 37 3 56650082 56650082 Splice_Site SNP G A 10 382 c.1843_splice c.e13+1 p.D615_splice

Pat_41 Post-Resistance C3orf63 23272 37 3 56667301 56667301 Missense_Mutation SNP G A 23 378 c.3335C>T c.(3334-3336)ACT>ATT p.T1112I

Pat_41 Post-Resistance IL17RD 54756 37 3 57132071 57132071 Missense_Mutation SNP C T 7 65 c.1660G>A c.(1660-1662)GAC>AAC p.D554N

Pat_41 Post-Resistance APPL1 26060 37 3 57303657 57303657 Missense_Mutation SNP G A 29 368 c.2072G>A c.(2071-2073)AGC>AAC p.S691N

Pat_41 Post-Resistance FLNB 2317 37 3 58083621 58083621 Missense_Mutation SNP G A 5 119 c.1064G>A c.(1063-1065)AGT>AAT p.S355N

Pat_41 Post-Resistance FLNB 2317 37 3 58104698 58104698 Missense_Mutation SNP C T 22 252 c.2845C>T c.(2845-2847)CTC>TTC p.L949F

Pat_41 Post-Resistance FLNB 2317 37 3 58110221 58110221 Missense_Mutation SNP C T 6 129 c.3887C>T c.(3886-3888)CCC>CTC p.P1296L

Pat_41 Post-Resistance PXK 54899 37 3 58398639 58398639 Missense_Mutation SNP G A 18 388 c.1477G>A c.(1477-1479)GCC>ACC p.A493T

Pat_41 Post-Resistance CADPS 8618 37 3 62739376 62739376 Missense_Mutation SNP C T 16 108 c.628G>A c.(628-630)GTC>ATC p.V210I

Pat_41 Post-Resistance ATXN7 6314 37 3 63973979 63973979 Missense_Mutation SNP C T 5 142 c.1340C>T c.(1339-1341)CCT>CTT p.P447L

Pat_41 Post-Resistance PSMD6 9861 37 3 63999166 63999166 Missense_Mutation SNP G A 32 330 c.944C>T c.(943-945)ACC>ATC p.T315I

Pat_41 Post-Resistance ADAMTS9 56999 37 3 64589614 64589614 Missense_Mutation SNP G A 26 247 c.3731C>T c.(3730-3732)GCC>GTC p.A1244V

Pat_41 Post-Resistance ADAMTS9 56999 37 3 64601700 64601700 Missense_Mutation SNP C T 25 492 c.2960G>A c.(2959-2961)AGC>AAC p.S987N



Pat_41 Post-Resistance MAGI1 9223 37 3 65377002 65377002 Missense_Mutation SNP C T 11 100 c.2231G>A c.(2230-2232)AGT>AAT p.S744N

Pat_41 Post-Resistance LMOD3 56203 37 3 69168233 69168233 Missense_Mutation SNP C T 19 196 c.1273G>A c.(1273-1275)GGG>AGG p.G425R

Pat_41 Post-Resistance FRMD4B 23150 37 3 69362662 69362662 Missense_Mutation SNP C T 5 28 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_41 Post-Resistance FOXP1 27086 37 3 71021743 71021743 Missense_Mutation SNP C T 10 463 c.1615G>A c.(1615-1617)GTA>ATA p.V539I

Pat_41 Post-Resistance SHQ1 55164 37 3 72799569 72799569 Missense_Mutation SNP C T 6 121 c.1600G>A c.(1600-1602)GTG>ATG p.V534M

Pat_41 Post-Resistance FLJ10213 55096 37 3 73111963 73111963 Missense_Mutation SNP G A 104 535 c.731G>A c.(730-732)AGC>AAC p.S244N

Pat_41 Post-Resistance PDZRN3 23024 37 3 73432809 73432809 Missense_Mutation SNP C T 6 156 c.2908G>A c.(2908-2910)GGG>AGG p.G970R

Pat_41 Post-Resistance ROBO2 6092 37 3 77526715 77526715 Missense_Mutation SNP G A 6 76 c.539G>A c.(538-540)AGA>AAA p.R180K

Pat_41 Post-Resistance ROBO1 6091 37 3 78663797 78663797 Splice_Site SNP C T 4 96 c.4435_splice c.e28+1 p.D1479_splice

Pat_41 Post-Resistance ROBO1 6091 37 3 78667175 78667175 Missense_Mutation SNP G A 6 89 c.3892C>T c.(3892-3894)CCT>TCT p.P1298S

Pat_41 Post-Resistance ROBO1 6091 37 3 78680405 78680405 Missense_Mutation SNP C T 5 92 c.3532G>A c.(3532-3534)GGT>AGT p.G1178S

Pat_41 Post-Resistance POU1F1 5449 37 3 87309106 87309106 Missense_Mutation SNP C T 5 168 c.814G>A c.(814-816)GTG>ATG p.V272M

Pat_41 Post-Resistance HTR1F 3355 37 3 88040911 88040911 Missense_Mutation SNP C T 9 76 c.1012C>T c.(1012-1014)CTC>TTC p.L338F

Pat_41 Post-Resistance PROS1 5627 37 3 93619768 93619768 Missense_Mutation SNP C T 3 22 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_41 Post-Resistance ARL13B 200894 37 3 93772088 93772088 Missense_Mutation SNP C T 10 125 c.1268C>T c.(1267-1269)GCT>GTT p.A423V

Pat_41 Post-Resistance DHFRL1 200895 37 3 93780286 93780286 Missense_Mutation SNP G A 27 268 c.70C>T c.(70-72)CCC>TCC p.P24S

Pat_41 Post-Resistance EPHA6 285220 37 3 97356825 97356825 Missense_Mutation SNP G A 13 186 c.2683G>A c.(2683-2685)GCT>ACT p.A895T

Pat_41 Post-Resistance ST3GAL6 10402 37 3 98507174 98507174 Missense_Mutation SNP C T 20 138 c.623C>T c.(622-624)ACT>ATT p.T208I

Pat_41 Post-Resistance DCBLD2 131566 37 3 98518310 98518310 Missense_Mutation SNP G A 70 417 c.2234C>T c.(2233-2235)CCA>CTA p.P745L

Pat_41 Post-Resistance C3orf26 84319 37 3 99891191 99891191 Missense_Mutation SNP G A 9 119 c.611G>A c.(610-612)CGT>CAT p.R204H

Pat_41 Post-Resistance TBC1D23 55773 37 3 100018107 100018107 Missense_Mutation SNP G A 9 151 c.1024G>A c.(1024-1026)GAT>AAT p.D342N

Pat_41 Post-Resistance NIT2 56954 37 3 100067673 100067673 Missense_Mutation SNP G A 7 56 c.532G>A c.(532-534)GCT>ACT p.A178T

Pat_41 Post-Resistance NIT2 56954 37 3 100073671 100073671 Missense_Mutation SNP G A 13 139 c.739G>A c.(739-741)GAC>AAC p.D247N

Pat_41 Post-Resistance ABI3BP 25890 37 3 100621470 100621470 Missense_Mutation SNP G A 4 68 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_41 Post-Resistance SENP7 57337 37 3 101044800 101044800 Missense_Mutation SNP C T 56 338 c.3140G>A c.(3139-3141)GGC>GAC p.G1047D

Pat_41 Post-Resistance SENP7 57337 37 3 101177827 101177827 Missense_Mutation SNP G A 25 458 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_41 Post-Resistance CEP97 79598 37 3 101443551 101443551 Missense_Mutation SNP C T 5 141 c.31C>T c.(31-33)CCT>TCT p.P11S

Pat_41 Post-Resistance NFKBIZ 64332 37 3 101571756 101571756 Missense_Mutation SNP G A 17 267 c.487G>A c.(487-489)GGG>AGG p.G163R

Pat_41 Post-Resistance ALCAM 214 37 3 105252457 105252457 Missense_Mutation SNP G A 11 183 c.470G>A c.(469-471)TGC>TAC p.C157Y

Pat_41 Post-Resistance CBLB 868 37 3 105378031 105378031 Missense_Mutation SNP C T 10 115 c.2732G>A c.(2731-2733)CGC>CAC p.R911H

Pat_41 Post-Resistance CBLB 868 37 3 105459350 105459350 Missense_Mutation SNP C T 6 235 c.971G>A c.(970-972)AGC>AAC p.S324N

Pat_41 Post-Resistance MYH15 22989 37 3 108103629 108103629 Missense_Mutation SNP C T 11 101 c.5596G>A c.(5596-5598)GCA>ACA p.A1866T

Pat_41 Post-Resistance MYH15 22989 37 3 108129642 108129642 Missense_Mutation SNP C T 4 50 c.4343G>A c.(4342-4344)CGC>CAC p.R1448H

Pat_41 Post-Resistance KIAA1524 57650 37 3 108288376 108288376 Missense_Mutation SNP G A 10 86 c.973C>T c.(973-975)CCA>TCA p.P325S

Pat_41 Post-Resistance CD96 10225 37 3 111325595 111325595 Missense_Mutation SNP C T 13 347 c.1184C>T c.(1183-1185)ACC>ATC p.T395I

Pat_41 Post-Resistance TAGLN3 29114 37 3 111719686 111719686 Missense_Mutation SNP C T 6 243 c.248C>T c.(247-249)TCA>TTA p.S83L

Pat_41 Post-Resistance SLC9A10 285335 37 3 111918221 111918221 Missense_Mutation SNP C T 5 104 c.2470G>A c.(2470-2472)GCT>ACT p.A824T

Pat_41 Post-Resistance SLC9A10 285335 37 3 111988919 111988919 Missense_Mutation SNP C T 9 112 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_41 Post-Resistance SLC9A10 285335 37 3 111999631 111999631 Splice_Site SNP C T 5 83 c.89_splice c.e3-1 p.A30_splice

Pat_41 Post-Resistance CCDC80 151887 37 3 112349098 112349098 Missense_Mutation SNP C T 26 311 c.1897G>A c.(1897-1899)GCT>ACT p.A633T

Pat_41 Post-Resistance CCDC80 151887 37 3 112356931 112356931 Missense_Mutation SNP G A 36 340 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_41 Post-Resistance BOC 91653 37 3 112969573 112969573 Missense_Mutation SNP C T 5 85 c.269C>T c.(268-270)ACC>ATC p.T90I

Pat_41 Post-Resistance CCDC52 152185 37 3 113172702 113172702 Missense_Mutation SNP G A 4 138 c.1753C>T c.(1753-1755)CCT>TCT p.P585S

Pat_41 Post-Resistance CCDC52 152185 37 3 113212965 113212965 Nonsense_Mutation SNP G A 7 132 c.316C>T c.(316-318)CAA>TAA p.Q106*

Pat_41 Post-Resistance KIAA2018 205717 37 3 113375055 113375055 Missense_Mutation SNP G T 6 189 c.5474C>A c.(5473-5475)GCC>GAC p.A1825D

Pat_41 Post-Resistance KIAA2018 205717 37 3 113375784 113375784 Missense_Mutation SNP G A 7 73 c.4745C>T c.(4744-4746)CCT>CTT p.P1582L

Pat_41 Post-Resistance KIAA2018 205717 37 3 113379561 113379561 Missense_Mutation SNP C T 14 82 c.968G>A c.(967-969)AGC>AAC p.S323N



Pat_41 Post-Resistance KIAA1407 57577 37 3 113775306 113775306 Missense_Mutation SNP A G 15 237 c.8T>C c.(7-9)CTG>CCG p.L3P

Pat_41 Post-Resistance IGSF11 152404 37 3 118621687 118621687 Missense_Mutation SNP G A 27 386 c.976C>T c.(976-978)CCA>TCA p.P326S

Pat_41 Post-Resistance ARHGAP31 57514 37 3 119132904 119132904 Missense_Mutation SNP C T 9 51 c.2128C>T c.(2128-2130)CCA>TCA p.P710S

Pat_41 Post-Resistance TMEM39A 55254 37 3 119180854 119180854 Missense_Mutation SNP G A 11 118 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_41 Post-Resistance GTF2E1 2960 37 3 120495464 120495464 Missense_Mutation SNP G A 6 139 c.845G>A c.(844-846)AGA>AAA p.R282K

Pat_41 Post-Resistance GTF2E1 2960 37 3 120499893 120499893 Missense_Mutation SNP G A 4 57 c.896G>A c.(895-897)GGC>GAC p.G299D

Pat_41 Post-Resistance HCLS1 3059 37 3 121353262 121353262 Missense_Mutation SNP G A 10 48 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance GOLGB1 2804 37 3 121415064 121415064 Missense_Mutation SNP C T 6 58 c.4291G>A c.(4291-4293)GAA>AAA p.E1431K

Pat_41 Post-Resistance CASR 846 37 3 121976185 121976185 Missense_Mutation SNP G A 5 147 c.443G>A c.(442-444)GGC>GAC p.G148D

Pat_41 Post-Resistance DTX3L 151636 37 3 122283428 122283428 Missense_Mutation SNP G A 19 176 c.155G>A c.(154-156)GGC>GAC p.G52D

Pat_41 Post-Resistance PARP14 54625 37 3 122437289 122437289 Missense_Mutation SNP G A 25 211 c.4291G>A c.(4291-4293)GTG>ATG p.V1431M

Pat_41 Post-Resistance ADCY5 111 37 3 123022988 123022988 Missense_Mutation SNP G A 6 103 c.2485C>T c.(2485-2487)CGG>TGG p.R829W

Pat_41 Post-Resistance ADCY5 111 37 3 123166400 123166400 Nonsense_Mutation SNP C T 3 24 c.993G>A c.(991-993)TGG>TGA p.W331*

Pat_41 Post-Resistance KALRN 8997 37 3 124196182 124196182 Splice_Site SNP G A 8 161 c.4185_splice c.e27+1 p.D1395_splice

Pat_41 Post-Resistance KALRN 8997 37 3 124351368 124351368 Missense_Mutation SNP C T 8 107 c.5278C>T c.(5278-5280)CCC>TCC p.P1760S

Pat_41 Post-Resistance KALRN 8997 37 3 124438283 124438283 Missense_Mutation SNP G A 20 237 c.8927G>A c.(8926-8928)AGC>AAC p.S2976N

Pat_41 Post-Resistance ITGB5 3693 37 3 124560267 124560267 Missense_Mutation SNP C T 5 114 c.743G>A c.(742-744)GGG>GAG p.G248E

Pat_41 Post-Resistance HEG1 57493 37 3 124731685 124731685 Missense_Mutation SNP C T 11 112 c.2738G>A c.(2737-2739)GGA>GAA p.G913E

Pat_41 Post-Resistance SLC12A8 84561 37 3 124826453 124826453 Missense_Mutation SNP G A 9 118 c.1577C>T c.(1576-1578)GCC>GTC p.A526V

Pat_41 Post-Resistance ZNF148 7707 37 3 124951726 124951726 Missense_Mutation SNP C T 44 234 c.1844G>A c.(1843-1845)AGA>AAA p.R615K

Pat_41 Post-Resistance CCDC37 348807 37 3 126139060 126139060 Missense_Mutation SNP G A 5 95 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_41 Post-Resistance CCDC37 348807 37 3 126142406 126142406 Missense_Mutation SNP T G 9 87 c.1205T>G c.(1204-1206)CTG>CGG p.L402R

Pat_41 Post-Resistance PLXNA1 5361 37 3 126749146 126749146 Missense_Mutation SNP G A 9 205 c.5053G>A c.(5053-5055)GGC>AGC p.G1685S

Pat_41 Post-Resistance RUVBL1 8607 37 3 127842528 127842528 Missense_Mutation SNP G A 10 136 c.40C>T c.(40-42)CGC>TGC p.R14C

Pat_41 Post-Resistance EEFSEC 60678 37 3 128060472 128060472 Missense_Mutation SNP G A 5 26 c.1183G>A c.(1183-1185)GAC>AAC p.D395N

Pat_41 Post-Resistance RAB7A 7879 37 3 128525231 128525231 Missense_Mutation SNP G A 7 318 c.197G>A c.(196-198)GGA>GAA p.G66E

Pat_41 Post-Resistance ACAD9 28976 37 3 128622923 128622923 Missense_Mutation SNP C T 10 201 c.977C>T c.(976-978)GCC>GTC p.A326V

Pat_41 Post-Resistance CNBP 7555 37 3 128890366 128890366 Missense_Mutation SNP G A 12 132 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_41 Post-Resistance COPG 22820 37 3 128973582 128973582 Missense_Mutation SNP C T 7 90 c.395C>T c.(394-396)ACT>ATT p.T132I

Pat_41 Post-Resistance COPG 22820 37 3 128987397 128987397 Missense_Mutation SNP T C 5 240 c.1708T>C c.(1708-1710)TCA>CCA p.S570P

Pat_41 Post-Resistance COPG 22820 37 3 128996146 128996146 Missense_Mutation SNP G A 6 406 c.2504G>A c.(2503-2505)CGG>CAG p.R835Q

Pat_41 Post-Resistance MBD4 8930 37 3 129151389 129151389 Missense_Mutation SNP C T 20 531 c.1622G>A c.(1621-1623)GGC>GAC p.G541D

Pat_41 Post-Resistance IFT122 55764 37 3 129218874 129218874 Missense_Mutation SNP G A 10 220 c.2338G>A c.(2338-2340)GCC>ACC p.A780T

Pat_41 Post-Resistance IFT122 55764 37 3 129231201 129231201 Missense_Mutation SNP C T 17 515 c.2933C>T c.(2932-2934)TCC>TTC p.S978F

Pat_41 Post-Resistance RHO 6010 37 3 129251376 129251376 Missense_Mutation SNP G A 8 88 c.697G>A c.(697-699)GCC>ACC p.A233T

Pat_41 Post-Resistance PLXND1 23129 37 3 129278518 129278518 Missense_Mutation SNP C T 6 231 c.5242G>A c.(5242-5244)GCT>ACT p.A1748T

Pat_41 Post-Resistance PLXND1 23129 37 3 129290547 129290547 Missense_Mutation SNP G A 24 243 c.3218C>T c.(3217-3219)GCC>GTC p.A1073V

Pat_41 Post-Resistance PLXND1 23129 37 3 129304838 129304838 Missense_Mutation SNP A G 155 273 c.1808T>C c.(1807-1809)ATG>ACG p.M603T

Pat_41 Post-Resistance COL6A6 131873 37 3 130282226 130282226 Missense_Mutation SNP G A 8 44 c.379G>A c.(379-381)GAC>AAC p.D127N

Pat_41 Post-Resistance COL6A6 131873 37 3 130300551 130300551 Missense_Mutation SNP G A 6 89 c.3694G>A c.(3694-3696)GGC>AGC p.G1232S

Pat_41 Post-Resistance PIK3R4 30849 37 3 130452517 130452517 Missense_Mutation SNP G A 13 211 c.1325C>T c.(1324-1326)ACC>ATC p.T442I

Pat_41 Post-Resistance ATP2C1 27032 37 3 130686196 130686196 Missense_Mutation SNP C T 5 201 c.1241C>T c.(1240-1242)GCT>GTT p.A414V

Pat_41 Post-Resistance DNAJC13 23317 37 3 132226150 132226150 Missense_Mutation SNP G A 9 244 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_41 Post-Resistance NPHP3 27031 37 3 132403444 132403444 Missense_Mutation SNP G A 6 113 c.3524C>T c.(3523-3525)TCT>TTT p.S1175F

Pat_41 Post-Resistance NPHP3 27031 37 3 132407549 132407549 Missense_Mutation SNP G A 23 446 c.3070C>T c.(3070-3072)CCA>TCA p.P1024S

Pat_41 Post-Resistance NPHP3 27031 37 3 132420320 132420320 Missense_Mutation SNP C T 4 121 c.1582G>A c.(1582-1584)GTG>ATG p.V528M

Pat_41 Post-Resistance NPHP3 27031 37 3 132424642 132424642 Missense_Mutation SNP C T 5 128 c.1292G>A c.(1291-1293)GGA>GAA p.G431E



Pat_41 Post-Resistance NPHP3 27031 37 3 132427061 132427061 Missense_Mutation SNP G A 9 206 c.1159C>T c.(1159-1161)CCT>TCT p.P387S

Pat_41 Post-Resistance BFSP2 8419 37 3 133119157 133119157 Missense_Mutation SNP C T 16 81 c.230C>T c.(229-231)GCC>GTC p.A77V

Pat_41 Post-Resistance BFSP2 8419 37 3 133191402 133191402 Missense_Mutation SNP G A 3 31 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_41 Post-Resistance CDV3 55573 37 3 133305512 133305512 Missense_Mutation SNP G A 7 222 c.572G>A c.(571-573)AGT>AAT p.S191N

Pat_41 Post-Resistance SRPRB 58477 37 3 133526666 133526666 Missense_Mutation SNP G A 41 359 c.326G>A c.(325-327)AGG>AAG p.R109K

Pat_41 Post-Resistance SLCO2A1 6578 37 3 133664028 133664028 Missense_Mutation SNP C T 26 528 c.1372G>A c.(1372-1374)GTC>ATC p.V458I

Pat_41 Post-Resistance AMOTL2 51421 37 3 134077483 134077483 Missense_Mutation SNP C T 8 80 c.2354G>A c.(2353-2355)AGC>AAC p.S785N

Pat_41 Post-Resistance EPHB1 2047 37 3 134670736 134670736 Missense_Mutation SNP C T 18 388 c.647C>T c.(646-648)ACA>ATA p.T216I

Pat_41 Post-Resistance MSL2 55167 37 3 135870860 135870860 Missense_Mutation SNP G A 5 166 c.863C>T c.(862-864)CCT>CTT p.P288L

Pat_41 Post-Resistance MSL2 55167 37 3 135913882 135913882 Missense_Mutation SNP G A 49 467 c.74C>T c.(73-75)CCC>CTC p.P25L

Pat_41 Post-Resistance PCCB 5096 37 3 136019912 136019912 Missense_Mutation SNP G A 10 212 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance STAG1 10274 37 3 136096591 136096591 Missense_Mutation SNP C T 20 261 c.2281G>A c.(2281-2283)GAT>AAT p.D761N

Pat_41 Post-Resistance IL20RB 53833 37 3 136710799 136710799 Missense_Mutation SNP G A 16 110 c.551G>A c.(550-552)AGG>AAG p.R184K

Pat_41 Post-Resistance DZIP1L 199221 37 3 137822620 137822620 Missense_Mutation SNP C T 6 97 c.194G>A c.(193-195)TGC>TAC p.C65Y

Pat_41 Post-Resistance ESYT3 83850 37 3 138187543 138187543 Missense_Mutation SNP G A 20 273 c.1355G>A c.(1354-1356)AGT>AAT p.S452N

Pat_41 Post-Resistance ESYT3 83850 37 3 138188347 138188347 Splice_Site SNP G A 7 152 c.1503_splice c.e15+1 p.K501_splice

Pat_41 Post-Resistance CEP70 80321 37 3 138213904 138213904 Missense_Mutation SNP C T 7 44 c.1747G>A c.(1747-1749)GAT>AAT p.D583N

Pat_41 Post-Resistance FAIM 55179 37 3 138351772 138351772 Missense_Mutation SNP G A 15 178 c.391G>A c.(391-393)GGT>AGT p.G131S

Pat_41 Post-Resistance FAIM 55179 37 3 138351839 138351839 Missense_Mutation SNP C T 11 210 c.458C>T c.(457-459)GCT>GTT p.A153V

Pat_41 Post-Resistance PIK3CB 5291 37 3 138374254 138374254 Missense_Mutation SNP C T 22 207 c.3190G>A c.(3190-3192)GTT>ATT p.V1064I

Pat_41 Post-Resistance PRR23B 389151 37 3 138738911 138738911 Missense_Mutation SNP C T 5 60 c.593G>A c.(592-594)TGT>TAT p.C198Y

Pat_41 Post-Resistance NMNAT3 349565 37 3 139280028 139280028 Missense_Mutation SNP G A 5 66 c.583C>T c.(583-585)CCT>TCT p.P195S

Pat_41 Post-Resistance SLC25A36 55186 37 3 140675386 140675386 Missense_Mutation SNP G A 6 71 c.59G>A c.(58-60)GGA>GAA p.G20E

Pat_41 Post-Resistance ZBTB38 253461 37 3 141163769 141163769 Missense_Mutation SNP G A 5 97 c.2539G>A c.(2539-2541)GCC>ACC p.A847T

Pat_41 Post-Resistance GRK7 131890 37 3 141535653 141535653 Missense_Mutation SNP C T 26 342 c.1423C>T c.(1423-1425)CCT>TCT p.P475S

Pat_41 Post-Resistance XRN1 54464 37 3 142051319 142051319 Missense_Mutation SNP G A 10 84 c.4117C>T c.(4117-4119)CAT>TAT p.H1373Y

Pat_41 Post-Resistance XRN1 54464 37 3 142151675 142151675 Missense_Mutation SNP G A 17 186 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_41 Post-Resistance ATR 545 37 3 142185236 142185236 Missense_Mutation SNP G A 18 246 c.6827C>T c.(6826-6828)ACC>ATC p.T2276I

Pat_41 Post-Resistance ATR 545 37 3 142215363 142215363 Splice_Site SNP C T 17 281 c.5739_splice c.e34-1 p.R1913_splice

Pat_41 Post-Resistance PCOLCE2 26577 37 3 142539878 142539878 Missense_Mutation SNP C T 26 182 c.959G>A c.(958-960)GGC>GAC p.G320D

Pat_41 Post-Resistance SLC9A9 285195 37 3 143185984 143185984 Missense_Mutation SNP G A 13 212 c.1364C>T c.(1363-1365)TCT>TTT p.S455F

Pat_41 Post-Resistance PLOD2 5352 37 3 145788906 145788906 Missense_Mutation SNP G A 4 129 c.1981C>T c.(1981-1983)CGT>TGT p.R661C

Pat_41 Post-Resistance PLOD2 5352 37 3 145789114 145789114 Missense_Mutation SNP C T 22 239 c.1882G>A c.(1882-1884)GAG>AAG p.E628K

Pat_41 Post-Resistance ZIC4 84107 37 3 147113714 147113714 Missense_Mutation SNP G A 27 140 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_41 Post-Resistance CPA3 1359 37 3 148583288 148583288 Missense_Mutation SNP G A 5 105 c.97G>A c.(97-99)GAT>AAT p.D33N

Pat_41 Post-Resistance HPS3 84343 37 3 148889920 148889920 Missense_Mutation SNP G A 16 197 c.2926G>A c.(2926-2928)GAT>AAT p.D976N

Pat_41 Post-Resistance CP 1356 37 3 148924006 148924006 Missense_Mutation SNP G A 8 204 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_41 Post-Resistance TM4SF4 7104 37 3 149205491 149205491 Missense_Mutation SNP G A 21 110 c.350G>A c.(349-351)GGT>GAT p.G117D

Pat_41 Post-Resistance EIF2A 83939 37 3 150285708 150285708 Missense_Mutation SNP G A 8 206 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_41 Post-Resistance FAM194A 131831 37 3 150404085 150404085 Missense_Mutation SNP C T 8 164 c.610G>A c.(610-612)GAA>AAA p.E204K

Pat_41 Post-Resistance SIAH2 6478 37 3 150480554 150480554 Missense_Mutation SNP G A 4 21 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance CLRN1 7401 37 3 150645781 150645781 Missense_Mutation SNP G A 17 125 c.641C>T c.(640-642)CCT>CTT p.P214L

Pat_41 Post-Resistance MED12L 116931 37 3 150845669 150845669 Missense_Mutation SNP C T 5 105 c.454C>T c.(454-456)CCA>TCA p.P152S

Pat_41 Post-Resistance MED12L 116931 37 3 150845718 150845718 Missense_Mutation SNP C T 7 116 c.503C>T c.(502-504)TCT>TTT p.S168F

Pat_41 Post-Resistance MED12L 116931 37 3 150911329 150911329 Missense_Mutation SNP G A 11 177 c.2021G>A c.(2020-2022)GGC>GAC p.G674D

Pat_41 Post-Resistance MED12L 116931 37 3 151105767 151105767 Missense_Mutation SNP C T 5 160 c.5153C>T c.(5152-5154)CCC>CTC p.P1718L

Pat_41 Post-Resistance MED12L 116931 37 3 151129190 151129190 Missense_Mutation SNP C T 17 379 c.5930C>T c.(5929-5931)TCC>TTC p.S1977F



Pat_41 Post-Resistance IGSF10 285313 37 3 151161217 151161217 Missense_Mutation SNP C T 5 68 c.5518G>A c.(5518-5520)GCA>ACA p.A1840T

Pat_41 Post-Resistance IGSF10 285313 37 3 151163246 151163246 Missense_Mutation SNP G A 10 280 c.4523C>T c.(4522-4524)TCC>TTC p.S1508F

Pat_41 Post-Resistance IGSF10 285313 37 3 151171274 151171274 Missense_Mutation SNP C T 11 117 c.613G>A c.(613-615)GTC>ATC p.V205I

Pat_41 Post-Resistance PLCH1 23007 37 3 155203205 155203205 Missense_Mutation SNP C T 21 108 c.2938G>A c.(2938-2940)GCT>ACT p.A980T

Pat_41 Post-Resistance PTX3 5806 37 3 157160721 157160721 Missense_Mutation SNP G A 9 66 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_41 Post-Resistance IL12A 3592 37 3 159710853 159710853 Missense_Mutation SNP G A 46 100 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_41 Post-Resistance SMC4 10051 37 3 160120605 160120605 Missense_Mutation SNP G A 23 80 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_41 Post-Resistance C3orf57 165679 37 3 161064020 161064020 Missense_Mutation SNP C T 83 17 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_41 Post-Resistance SI 6476 37 3 164792327 164792327 Missense_Mutation SNP G A 11 31 c.247C>T c.(247-249)CCA>TCA p.P83S

Pat_41 Post-Resistance MECOM 2122 37 3 168833693 168833693 Missense_Mutation SNP C T 11 93 c.1403G>A c.(1402-1404)GGA>GAA p.G468E

Pat_41 Post-Resistance SLC7A14 57709 37 3 170198641 170198641 Missense_Mutation SNP G A 12 75 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_41 Post-Resistance TNIK 23043 37 3 170846532 170846532 Missense_Mutation SNP G A 6 97 c.1744C>T c.(1744-1746)CCC>TCC p.P582S

Pat_41 Post-Resistance NLGN1 22871 37 3 173525539 173525539 Missense_Mutation SNP C T 28 99 c.563C>T c.(562-564)ACT>ATT p.T188I

Pat_41 Post-Resistance TBL1XR1 79718 37 3 176769495 176769495 Missense_Mutation SNP C T 9 35 c.224G>A c.(223-225)GGT>GAT p.G75D

Pat_41 Post-Resistance MRPL47 57129 37 3 179322315 179322315 Missense_Mutation SNP C T 22 130 c.98G>A c.(97-99)GGG>GAG p.G33E

Pat_41 Post-Resistance NDUFB5 4711 37 3 179336299 179336299 Missense_Mutation SNP G A 9 44 c.439G>A c.(439-441)GCT>ACT p.A147T

Pat_41 Post-Resistance FXR1 8087 37 3 180685964 180685964 Missense_Mutation SNP C T 18 87 c.1324C>T c.(1324-1326)CCA>TCA p.P442S

Pat_41 Post-Resistance KLHL24 54800 37 3 183368160 183368160 Missense_Mutation SNP G A 4 63 c.16G>A c.(16-18)GGA>AGA p.G6R

Pat_41 Post-Resistance DVL3 1857 37 3 183882109 183882109 Missense_Mutation SNP C T 13 115 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_41 Post-Resistance FAM131A 131408 37 3 184059806 184059806 Missense_Mutation SNP C T 17 144 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_41 Post-Resistance FAM131A 131408 37 3 184062559 184062559 Missense_Mutation SNP C T 14 102 c.809C>T c.(808-810)GCC>GTC p.A270V

Pat_41 Post-Resistance CLCN2 1181 37 3 184076859 184076859 Missense_Mutation SNP G A 6 41 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_41 Post-Resistance EPHB3 2049 37 3 184297322 184297322 Missense_Mutation SNP C T 16 54 c.1859C>T c.(1858-1860)GCT>GTT p.A620V

Pat_41 Post-Resistance MAP3K13 9175 37 3 185167687 185167687 Splice_Site SNP G A 32 217 c.1011_splice c.e7-1 p.W337_splice

Pat_41 Post-Resistance DGKG 1608 37 3 185993402 185993402 Missense_Mutation SNP G A 19 51 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_41 Post-Resistance FETUB 26998 37 3 186360306 186360306 Missense_Mutation SNP G A 5 91 c.383G>A c.(382-384)AGA>AAA p.R128K

Pat_41 Post-Resistance EIF4A2 1974 37 3 186502795 186502795 Missense_Mutation SNP G A 8 213 c.253G>A c.(253-255)GCC>ACC p.A85T

Pat_41 Post-Resistance CLDN1 9076 37 3 190039851 190039851 Missense_Mutation SNP C T 31 80 c.145G>A c.(145-147)GGG>AGG p.G49R

Pat_41 Post-Resistance FGF12 2257 37 3 192125817 192125817 Missense_Mutation SNP G A 8 233 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_41 Post-Resistance ATP13A4 84239 37 3 193210705 193210705 Splice_Site SNP C T 27 163 c.533_splice c.e5+1 p.R178_splice

Pat_41 Post-Resistance GP5 2814 37 3 194118947 194118947 Missense_Mutation SNP G A 5 41 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_41 Post-Resistance ATP13A3 79572 37 3 194162080 194162080 Missense_Mutation SNP C T 14 210 c.1670G>A c.(1669-1671)GGT>GAT p.G557D

Pat_41 Post-Resistance MUC20 200958 37 3 195452822 195452822 Missense_Mutation SNP G A 4 90 c.835G>A c.(835-837)GTG>ATG p.V279M

Pat_41 Post-Resistance TFRC 7037 37 3 195778890 195778890 Missense_Mutation SNP C T 10 95 c.2206G>A c.(2206-2208)GCT>ACT p.A736T

Pat_41 Post-Resistance RNF168 165918 37 3 196210677 196210677 Missense_Mutation SNP C T 15 233 c.644G>A c.(643-645)AGT>AAT p.S215N

Pat_41 Post-Resistance LRRC33 375387 37 3 196387643 196387643 Missense_Mutation SNP G A 9 128 c.1129G>A c.(1129-1131)GCG>ACG p.A377T

Pat_41 Post-Resistance LRRC33 375387 37 3 196388160 196388160 Missense_Mutation SNP C T 20 101 c.1646C>T c.(1645-1647)ACC>ATC p.T549I

Pat_41 Post-Resistance LRRC33 375387 37 3 196388457 196388457 Missense_Mutation SNP T C 15 177 c.1943T>C c.(1942-1944)CTG>CCG p.L648P

Pat_41 Post-Resistance SENP5 205564 37 3 196612242 196612242 Missense_Mutation SNP C T 8 76 c.190C>T c.(190-192)CTT>TTT p.L64F

Pat_41 Post-Resistance SENP5 205564 37 3 196613553 196613553 Missense_Mutation SNP G A 9 92 c.1501G>A c.(1501-1503)GTC>ATC p.V501I

Pat_41 Post-Resistance KIAA0226 9711 37 3 197402064 197402064 Missense_Mutation SNP C T 8 89 c.2744G>A c.(2743-2745)TGT>TAT p.C915Y

Pat_41 Post-Resistance KIAA0226 9711 37 3 197408178 197408178 Missense_Mutation SNP T C 18 249 c.2252A>G c.(2251-2253)CAC>CGC p.H751R

Pat_41 Post-Resistance KIAA0226 9711 37 3 197409434 197409434 Missense_Mutation SNP G A 6 162 c.2033C>T c.(2032-2034)GCT>GTT p.A678V

Pat_41 Post-Resistance LRCH3 84859 37 3 197562680 197562680 Missense_Mutation SNP G A 25 386 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_41 Post-Resistance ZNF595 152687 37 4 86829 86829 Missense_Mutation SNP C T 15 199 c.1435C>T c.(1435-1437)CCC>TCC p.P479S

Pat_41 Post-Resistance ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 8 331 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_41 Post-Resistance ABCA11P 79963 37 4 420613 420613 Missense_Mutation SNP G A 11 125 c.293C>T c.(292-294)ACT>ATT p.T98I



Pat_41 Post-Resistance ZNF721 170960 37 4 437330 437330 Missense_Mutation SNP A T 9 374 c.926T>A c.(925-927)GTA>GAA p.V309E

Pat_41 Post-Resistance PIGG 54872 37 4 514955 514955 Missense_Mutation SNP C T 8 112 c.1225C>T c.(1225-1227)CTC>TTC p.L409F

Pat_41 Post-Resistance PIGG 54872 37 4 524535 524535 Splice_Site SNP G A 10 215 c.2571_splice c.e11+1 p.Q857_splice

Pat_41 Post-Resistance MFSD7 84179 37 4 678282 678282 Missense_Mutation SNP C T 8 134 c.833G>A c.(832-834)GGC>GAC p.G278D

Pat_41 Post-Resistance GAK 2580 37 4 871402 871402 Splice_Site SNP C T 11 92 c.1856_splice c.e16+1 p.R619_splice

Pat_41 Post-Resistance DGKQ 1609 37 4 956927 956927 Missense_Mutation SNP C T 3 12 c.1886G>A c.(1885-1887)GGG>GAG p.G629E

Pat_41 Post-Resistance SLC26A1 10861 37 4 982930 982930 Missense_Mutation SNP C A 6 8 c.1797G>T c.(1795-1797)AGG>AGT p.R599S

Pat_41 Post-Resistance LETM1 3954 37 4 1843078 1843078 Missense_Mutation SNP C T 4 54 c.590G>A c.(589-591)AGG>AAG p.R197K

Pat_41 Post-Resistance POLN 353497 37 4 2082718 2082718 Missense_Mutation SNP G A 13 355 c.2354C>T c.(2353-2355)ACT>ATT p.T785I

Pat_41 Post-Resistance HAUS3 79441 37 4 2242433 2242433 Missense_Mutation SNP G A 9 186 c.241C>T c.(241-243)CTT>TTT p.L81F

Pat_41 Post-Resistance ADD1 118 37 4 2930165 2930165 Missense_Mutation SNP C T 9 248 c.2129C>T c.(2128-2130)TCT>TTT p.S710F

Pat_41 Post-Resistance HTT 3064 37 4 3123027 3123027 Nonsense_Mutation SNP C T 8 214 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_41 Post-Resistance HTT 3064 37 4 3123111 3123111 Missense_Mutation SNP G A 13 140 c.1231G>A c.(1231-1233)GAG>AAG p.E411K

Pat_41 Post-Resistance HTT 3064 37 4 3137689 3137689 Missense_Mutation SNP A G 4 128 c.2698A>G c.(2698-2700)ACA>GCA p.T900A

Pat_41 Post-Resistance HTT 3064 37 4 3189471 3189471 Missense_Mutation SNP C T 7 213 c.5089C>T c.(5089-5091)CGT>TGT p.R1697C

Pat_41 Post-Resistance HTT 3064 37 4 3221987 3221987 Nonsense_Mutation SNP C T 20 187 c.7327C>T c.(7327-7329)CAG>TAG p.Q2443*

Pat_41 Post-Resistance HTT 3064 37 4 3225190 3225190 Missense_Mutation SNP G A 7 144 c.7534G>A c.(7534-7536)GTG>ATG p.V2512M

Pat_41 Post-Resistance DOK7 285489 37 4 3495224 3495224 Missense_Mutation SNP C T 7 29 c.1511C>T c.(1510-1512)CCT>CTT p.P504L

Pat_41 Post-Resistance OTOP1 133060 37 4 4214714 4214714 Missense_Mutation SNP C T 12 172 c.421G>A c.(421-423)GCA>ACA p.A141T

Pat_41 Post-Resistance ZBTB49 166793 37 4 4304317 4304317 Missense_Mutation SNP G A 40 385 c.754G>A c.(754-756)GTA>ATA p.V252I

Pat_41 Post-Resistance ZBTB49 166793 37 4 4317446 4317446 Splice_Site SNP G A 6 61 c.1459_splice c.e6+1 p.G487_splice

Pat_41 Post-Resistance CYTL1 54360 37 4 5018664 5018664 Missense_Mutation SNP C T 7 498 c.226G>A c.(226-228)GAC>AAC p.D76N

Pat_41 Post-Resistance EVC2 132884 37 4 5624502 5624502 Nonsense_Mutation SNP G A 4 83 c.2263C>T c.(2263-2265)CAG>TAG p.Q755*

Pat_41 Post-Resistance EVC 2121 37 4 5754687 5754687 Missense_Mutation SNP C T 4 41 c.1223C>T c.(1222-1224)GCT>GTT p.A408V

Pat_41 Post-Resistance EVC 2121 37 4 5798859 5798859 Missense_Mutation SNP G A 7 139 c.1997G>A c.(1996-1998)GGG>GAG p.G666E

Pat_41 Post-Resistance MAN2B2 23324 37 4 6598927 6598927 Missense_Mutation SNP G A 11 211 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_41 Post-Resistance KIAA0232 9778 37 4 6863389 6863389 Missense_Mutation SNP G A 37 172 c.1280G>A c.(1279-1281)AGA>AAA p.R427K

Pat_41 Post-Resistance KIAA0232 9778 37 4 6863529 6863529 Missense_Mutation SNP C T 13 186 c.1420C>T c.(1420-1422)CCT>TCT p.P474S

Pat_41 Post-Resistance CCDC96 257236 37 4 7043644 7043644 Missense_Mutation SNP G A 23 283 c.1022C>T c.(1021-1023)GCC>GTC p.A341V

Pat_41 Post-Resistance SH3TC1 54436 37 4 8220014 8220014 Missense_Mutation SNP C T 10 74 c.856C>T c.(856-858)CCC>TCC p.P286S

Pat_41 Post-Resistance HS3ST1 9957 37 4 11400774 11400774 Missense_Mutation SNP G A 35 327 c.856C>T c.(856-858)CAC>TAC p.H286Y

Pat_41 Post-Resistance HS3ST1 9957 37 4 11401460 11401460 Missense_Mutation SNP G A 6 47 c.170C>T c.(169-171)ACC>ATC p.T57I

Pat_41 Post-Resistance RAB28 9364 37 4 13383114 13383114 Splice_Site SNP C T 7 140 c.495_splice c.e5+1 p.S165_splice

Pat_41 Post-Resistance BOD1L 259282 37 4 13604302 13604302 Missense_Mutation SNP C T 17 150 c.4222G>A c.(4222-4224)GAC>AAC p.D1408N

Pat_41 Post-Resistance BOD1L 259282 37 4 13617083 13617083 Missense_Mutation SNP C T 12 148 c.412G>A c.(412-414)GTT>ATT p.V138I

Pat_41 Post-Resistance CC2D2A 57545 37 4 15587859 15587859 Missense_Mutation SNP G A 27 451 c.4055G>A c.(4054-4056)AGC>AAC p.S1352N

Pat_41 Post-Resistance MED28 80306 37 4 17616332 17616332 Missense_Mutation SNP G A 5 39 c.55G>A c.(55-57)GCC>ACC p.A19T

Pat_41 Post-Resistance NCAPG 64151 37 4 17841784 17841784 Missense_Mutation SNP G A 16 178 c.2719G>A c.(2719-2721)GCA>ACA p.A907T

Pat_41 Post-Resistance SLIT2 9353 37 4 20569002 20569002 Missense_Mutation SNP G A 22 267 c.2843G>A c.(2842-2844)GGT>GAT p.G948D

Pat_41 Post-Resistance GPR125 166647 37 4 22390103 22390103 Missense_Mutation SNP C T 8 142 c.3191G>A c.(3190-3192)GGA>GAA p.G1064E

Pat_41 Post-Resistance GPR125 166647 37 4 22394222 22394222 Missense_Mutation SNP G A 12 140 c.2573C>T c.(2572-2574)GCT>GTT p.A858V

Pat_41 Post-Resistance PPARGC1A 10891 37 4 23833375 23833375 Splice_Site SNP C T 14 180 c.235_splice c.e3-1 p.K79_splice

Pat_41 Post-Resistance LGI2 55203 37 4 25005407 25005407 Missense_Mutation SNP G A 47 610 c.1304C>T c.(1303-1305)TCC>TTC p.S435F

Pat_41 Post-Resistance PCDH7 5099 37 4 30725308 30725308 Missense_Mutation SNP C T 24 211 c.2264C>T c.(2263-2265)CCT>CTT p.P755L

Pat_41 Post-Resistance PCDH7 5099 37 4 30921959 30921959 Missense_Mutation SNP G A 14 171 c.3359G>A c.(3358-3360)GGC>GAC p.G1120D

Pat_41 Post-Resistance PCDH7 5099 37 4 31144257 31144257 Missense_Mutation SNP G A 6 149 c.3530G>A c.(3529-3531)AGC>AAC p.S1177N

Pat_41 Post-Resistance TBC1D1 23216 37 4 38046089 38046089 Missense_Mutation SNP C T 9 144 c.1520C>T c.(1519-1521)TCT>TTT p.S507F



Pat_41 Post-Resistance TLR10 81793 37 4 38776620 38776620 Missense_Mutation SNP G A 6 165 c.592C>T c.(592-594)CCA>TCA p.P198S

Pat_41 Post-Resistance FAM114A1 92689 37 4 38880025 38880025 Missense_Mutation SNP C T 8 220 c.326C>T c.(325-327)CCC>CTC p.P109L

Pat_41 Post-Resistance KLHL5 51088 37 4 39109203 39109203 Missense_Mutation SNP G A 11 219 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_41 Post-Resistance WDR19 57728 37 4 39184184 39184184 Splice_Site SNP G A 7 68 c.6_splice c.e1+1 p.K2_splice

Pat_41 Post-Resistance WDR19 57728 37 4 39217532 39217532 Missense_Mutation SNP G A 9 113 c.1033G>A c.(1033-1035)GTT>ATT p.V345I

Pat_41 Post-Resistance WDR19 57728 37 4 39233548 39233548 Missense_Mutation SNP G A 26 345 c.2114G>A c.(2113-2115)GGC>GAC p.G705D

Pat_41 Post-Resistance WDR19 57728 37 4 39269615 39269615 Missense_Mutation SNP G A 7 26 c.3262G>A c.(3262-3264)GAT>AAT p.D1088N

Pat_41 Post-Resistance RFC1 5981 37 4 39306496 39306496 Missense_Mutation SNP C T 113 642 c.2051G>A c.(2050-2052)AGC>AAC p.S684N

Pat_41 Post-Resistance UGDH 7358 37 4 39512134 39512134 Missense_Mutation SNP C T 31 125 c.502G>A c.(502-504)GCC>ACC p.A168T

Pat_41 Post-Resistance LIMCH1 22998 37 4 41664924 41664924 Missense_Mutation SNP G A 4 112 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_41 Post-Resistance LIMCH1 22998 37 4 41684416 41684416 Missense_Mutation SNP G C 53 62 c.2632G>C c.(2632-2634)GGA>CGA p.G878R

Pat_41 Post-Resistance SLC30A9 10463 37 4 41992727 41992727 Missense_Mutation SNP G A 3 37 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_41 Post-Resistance SHISA3 152573 37 4 42403227 42403227 Missense_Mutation SNP C T 18 230 c.476C>T c.(475-477)TCC>TTC p.S159F

Pat_41 Post-Resistance GABRG1 2565 37 4 46043100 46043100 Missense_Mutation SNP G A 10 139 c.1303C>T c.(1303-1305)CGC>TGC p.R435C

Pat_41 Post-Resistance GABRG1 2565 37 4 46060350 46060350 Missense_Mutation SNP C T 5 96 c.800G>A c.(799-801)AGC>AAC p.S267N

Pat_41 Post-Resistance ATP10D 57205 37 4 47538510 47538510 Missense_Mutation SNP C T 80 334 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_41 Post-Resistance ATP10D 57205 37 4 47560009 47560009 Missense_Mutation SNP C T 6 65 c.2153C>T c.(2152-2154)GCC>GTC p.A718V

Pat_41 Post-Resistance NFXL1 152518 37 4 47850221 47850221 Missense_Mutation SNP C T 26 247 c.2695G>A c.(2695-2697)GTT>ATT p.V899I

Pat_41 Post-Resistance NIPAL1 152519 37 4 48027108 48027108 Missense_Mutation SNP C T 15 194 c.70C>T c.(70-72)CCA>TCA p.P24S

Pat_41 Post-Resistance NIPAL1 152519 37 4 48037013 48037013 Missense_Mutation SNP G A 12 181 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_41 Post-Resistance FRYL 285527 37 4 48503750 48503750 Missense_Mutation SNP C T 15 269 c.8482G>A c.(8482-8484)GAA>AAA p.E2828K

Pat_41 Post-Resistance FRYL 285527 37 4 48523199 48523199 Missense_Mutation SNP G A 5 112 c.7555C>T c.(7555-7557)CCA>TCA p.P2519S

Pat_41 Post-Resistance FRYL 285527 37 4 48537729 48537729 Missense_Mutation SNP T C 14 151 c.6509A>G c.(6508-6510)TAC>TGC p.Y2170C

Pat_41 Post-Resistance OCIAD1 54940 37 4 48859335 48859335 Missense_Mutation SNP C T 10 146 c.653C>T c.(652-654)ACT>ATT p.T218I

Pat_41 Post-Resistance CWH43 80157 37 4 49032865 49032865 Missense_Mutation SNP G A 9 108 c.1396G>A c.(1396-1398)GAG>AAG p.E466K

Pat_41 Post-Resistance LRRC66 339977 37 4 52861488 52861488 Missense_Mutation SNP C T 16 170 c.1700G>A c.(1699-1701)GGC>GAC p.G567D

Pat_41 Post-Resistance LRRC66 339977 37 4 52861713 52861713 Missense_Mutation SNP C T 34 137 c.1475G>A c.(1474-1476)GGG>GAG p.G492E

Pat_41 Post-Resistance LNX1 84708 37 4 54344908 54344908 Missense_Mutation SNP G A 5 51 c.1487C>T c.(1486-1488)CCC>CTC p.P496L

Pat_41 Post-Resistance LNX1 84708 37 4 54362405 54362405 Missense_Mutation SNP T C 15 76 c.1135A>G c.(1135-1137)AGC>GGC p.S379G

Pat_41 Post-Resistance PDGFRA 5156 37 4 55127445 55127445 Missense_Mutation SNP G A 51 471 c.233G>A c.(232-234)AGC>AAC p.S78N

Pat_41 Post-Resistance KIAA1211 57482 37 4 57173741 57173741 Missense_Mutation SNP C T 30 104 c.161C>T c.(160-162)CCC>CTC p.P54L

Pat_41 Post-Resistance KIAA1211 57482 37 4 57181769 57181769 Missense_Mutation SNP G A 7 259 c.2101G>A c.(2101-2103)GGC>AGC p.G701S

Pat_41 Post-Resistance KIAA1211 57482 37 4 57193878 57193878 Missense_Mutation SNP G A 50 537 c.3610G>A c.(3610-3612)GAT>AAT p.D1204N

Pat_41 Post-Resistance PPAT 5471 37 4 57267627 57267627 Missense_Mutation SNP G A 14 73 c.755C>T c.(754-756)CCT>CTT p.P252L

Pat_41 Post-Resistance PAICS 10606 37 4 57312960 57312960 Missense_Mutation SNP C T 4 25 c.314C>T c.(313-315)ACT>ATT p.T105I

Pat_41 Post-Resistance C4orf14 84273 37 4 57830661 57830661 Missense_Mutation SNP C T 23 276 c.1796G>A c.(1795-1797)GGA>GAA p.G599E

Pat_41 Post-Resistance UBA6 55236 37 4 68490716 68490716 Missense_Mutation SNP C T 4 108 c.2708G>A c.(2707-2709)GGC>GAC p.G903D

Pat_41 Post-Resistance UGT2B7 7364 37 4 69968562 69968562 Missense_Mutation SNP G A 18 451 c.908G>A c.(907-909)GGT>GAT p.G303D

Pat_41 Post-Resistance STATH 6779 37 4 70866607 70866607 Missense_Mutation SNP C T 28 415 c.130C>T c.(130-132)CCA>TCA p.P44S

Pat_41 Post-Resistance MUC7 4589 37 4 71347018 71347018 Missense_Mutation SNP C A 10 598 c.557C>A c.(556-558)CCA>CAA p.P186Q

Pat_41 Post-Resistance AMBN 258 37 4 71472004 71472004 Missense_Mutation SNP G A 3 38 c.901G>A c.(901-903)GAC>AAC p.D301N

Pat_41 Post-Resistance ENAM 10117 37 4 71509592 71509592 Missense_Mutation SNP C T 10 90 c.2449C>T c.(2449-2451)CTT>TTT p.L817F

Pat_41 Post-Resistance GRSF1 2926 37 4 71698066 71698066 Missense_Mutation SNP G A 13 192 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_41 Post-Resistance GC 2638 37 4 72618237 72618237 Missense_Mutation SNP C T 24 84 c.1393G>A c.(1393-1395)GAG>AAG p.E465K

Pat_41 Post-Resistance ADAMTS3 9508 37 4 73433114 73433114 Missense_Mutation SNP C T 8 91 c.74G>A c.(73-75)GGT>GAT p.G25D

Pat_41 Post-Resistance ANKRD17 26057 37 4 73956714 73956714 Missense_Mutation SNP G A 30 228 c.6631C>T c.(6631-6633)CCT>TCT p.P2211S

Pat_41 Post-Resistance EREG 2069 37 4 75246757 75246757 Missense_Mutation SNP G A 26 295 c.181G>A c.(181-183)GCT>ACT p.A61T



Pat_41 Post-Resistance USO1 8615 37 4 76714968 76714968 Missense_Mutation SNP G A 8 131 c.1366G>A c.(1366-1368)GAA>AAA p.E456K

Pat_41 Post-Resistance USO1 8615 37 4 76733470 76733470 Missense_Mutation SNP C T 4 20 c.2741C>T c.(2740-2742)GCC>GTC p.A914V

Pat_41 Post-Resistance PPEF2 5470 37 4 76797517 76797517 Missense_Mutation SNP C T 8 47 c.1243G>A c.(1243-1245)GAG>AAG p.E415K

Pat_41 Post-Resistance SDAD1 55153 37 4 76882236 76882236 Missense_Mutation SNP G A 13 224 c.1301C>T c.(1300-1302)ACT>ATT p.T434I

Pat_41 Post-Resistance SDAD1 55153 37 4 76903090 76903090 Missense_Mutation SNP G A 23 108 c.191C>T c.(190-192)GCA>GTA p.A64V

Pat_41 Post-Resistance STBD1 8987 37 4 77231062 77231062 Missense_Mutation SNP G A 13 171 c.986G>A c.(985-987)GGG>GAG p.G329E

Pat_41 Post-Resistance FRAS1 80144 37 4 79202565 79202565 Missense_Mutation SNP C T 4 46 c.1085C>T c.(1084-1086)GCT>GTT p.A362V

Pat_41 Post-Resistance FRAS1 80144 37 4 79240129 79240129 Missense_Mutation SNP G A 12 403 c.2126G>A c.(2125-2127)GGC>GAC p.G709D

Pat_41 Post-Resistance BMP2K 55589 37 4 79763592 79763592 Missense_Mutation SNP C T 7 156 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_41 Post-Resistance BMP2K 55589 37 4 79786842 79786842 Missense_Mutation SNP C T 16 266 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_41 Post-Resistance NAA11 84779 37 4 80246532 80246532 Missense_Mutation SNP C T 12 35 c.500G>A c.(499-501)GGC>GAC p.G167D

Pat_41 Post-Resistance GK2 2712 37 4 80327742 80327742 Missense_Mutation SNP C T 7 81 c.1613G>A c.(1612-1614)AGT>AAT p.S538N

Pat_41 Post-Resistance SEC31A 22872 37 4 83800048 83800048 Missense_Mutation SNP C T 10 73 c.237G>A c.(235-237)ATG>ATA p.M79I

Pat_41 Post-Resistance FAM175A 84142 37 4 84383770 84383770 Missense_Mutation SNP C T 37 390 c.1082G>A c.(1081-1083)CGG>CAG p.R361Q

Pat_41 Post-Resistance WDFY3 23001 37 4 85598446 85598446 Missense_Mutation SNP C T 7 97 c.10363G>A c.(10363-10365)GAA>AAA p.E3455K

Pat_41 Post-Resistance WDFY3 23001 37 4 85612927 85612927 Missense_Mutation SNP G A 5 27 c.9061C>T c.(9061-9063)CCT>TCT p.P3021S

Pat_41 Post-Resistance WDFY3 23001 37 4 85630100 85630100 Missense_Mutation SNP G A 14 177 c.8179C>T c.(8179-8181)CCT>TCT p.P2727S

Pat_41 Post-Resistance WDFY3 23001 37 4 85687151 85687151 Missense_Mutation SNP C T 30 339 c.5000G>A c.(4999-5001)GGT>GAT p.G1667D

Pat_41 Post-Resistance WDFY3 23001 37 4 85715759 85715759 Nonsense_Mutation SNP G A 37 520 c.3400C>T c.(3400-3402)CAA>TAA p.Q1134*

Pat_41 Post-Resistance WDFY3 23001 37 4 85729487 85729487 Missense_Mutation SNP C T 21 268 c.2429G>A c.(2428-2430)AGG>AAG p.R810K

Pat_41 Post-Resistance AFF1 4299 37 4 87968735 87968735 Nonsense_Mutation SNP C T 15 188 c.1027C>T c.(1027-1029)CAG>TAG p.Q343*

Pat_41 Post-Resistance AFF1 4299 37 4 88036399 88036399 Missense_Mutation SNP G A 3 18 c.2393G>A c.(2392-2394)AGC>AAC p.S798N

Pat_41 Post-Resistance AFF1 4299 37 4 88048794 88048794 Splice_Site SNP G A 10 133 c.2883_splice c.e15-1 p.K961_splice

Pat_41 Post-Resistance HSD17B13 345275 37 4 88235098 88235098 Missense_Mutation SNP G A 17 166 c.572C>T c.(571-573)GCC>GTC p.A191V

Pat_41 Post-Resistance HSD17B11 51170 37 4 88261676 88261676 Missense_Mutation SNP G A 5 57 c.778C>T c.(778-780)CCA>TCA p.P260S

Pat_41 Post-Resistance HSD17B11 51170 37 4 88293907 88293907 Missense_Mutation SNP C T 8 239 c.511G>A c.(511-513)GCT>ACT p.A171T

Pat_41 Post-Resistance DMP1 1758 37 4 88584093 88584093 Missense_Mutation SNP G A 43 449 c.1163G>A c.(1162-1164)AGC>AAC p.S388N

Pat_41 Post-Resistance MEPE 56955 37 4 88767513 88767513 Missense_Mutation SNP C T 23 430 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_41 Post-Resistance HERC6 55008 37 4 89363442 89363442 Missense_Mutation SNP G A 9 57 c.2899G>A c.(2899-2901)GTA>ATA p.V967I

Pat_41 Post-Resistance HERC5 51191 37 4 89407357 89407357 Missense_Mutation SNP G A 43 253 c.1829G>A c.(1828-1830)AGG>AAG p.R610K

Pat_41 Post-Resistance TIGD2 166815 37 4 90034868 90034868 Missense_Mutation SNP C T 4 125 c.743C>T c.(742-744)ACA>ATA p.T248I

Pat_41 Post-Resistance SMARCAD1 56916 37 4 95173991 95173991 Missense_Mutation SNP G A 11 142 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_41 Post-Resistance ADH7 131 37 4 100341758 100341758 Missense_Mutation SNP C T 4 124 c.793G>A c.(793-795)GTG>ATG p.V265M

Pat_41 Post-Resistance PPP3CA 5530 37 4 101953423 101953423 Splice_Site SNP C T 5 76 c.1339_splice c.e12+1 p.A447_splice

Pat_41 Post-Resistance BANK1 55024 37 4 102783822 102783822 Splice_Site SNP G A 4 66 c.763_splice c.e4+1 p.E255_splice

Pat_41 Post-Resistance BANK1 55024 37 4 102981511 102981511 Nonsense_Mutation SNP C T 15 188 c.2113C>T c.(2113-2115)CAG>TAG p.Q705*

Pat_41 Post-Resistance NFKB1 4790 37 4 103534660 103534660 Missense_Mutation SNP G A 7 91 c.2668G>A c.(2668-2670)GCA>ACA p.A890T

Pat_41 Post-Resistance NFKB1 4790 37 4 103537695 103537695 Missense_Mutation SNP C T 8 118 c.2851C>T c.(2851-2853)CTC>TTC p.L951F

Pat_41 Post-Resistance INTS12 57117 37 4 106621110 106621110 Missense_Mutation SNP C T 19 359 c.53G>A c.(52-54)GGT>GAT p.G18D

Pat_41 Post-Resistance GSTCD 79807 37 4 106647965 106647965 Missense_Mutation SNP G A 20 242 c.1124G>A c.(1123-1125)AGA>AAA p.R375K

Pat_41 Post-Resistance PAPSS1 9061 37 4 108574760 108574760 Nonsense_Mutation SNP C T 8 119 c.1124G>A c.(1123-1125)TGG>TAG p.W375*

Pat_41 Post-Resistance GAR1 54433 37 4 110737478 110737478 Missense_Mutation SNP G A 26 142 c.158G>A c.(157-159)GGT>GAT p.G53D

Pat_41 Post-Resistance ENPEP 2028 37 4 111463931 111463931 Missense_Mutation SNP C T 17 206 c.1832C>T c.(1831-1833)CCT>CTT p.P611L

Pat_41 Post-Resistance C4orf21 55345 37 4 113508775 113508775 Nonsense_Mutation SNP C T 4 97 c.3438G>A c.(3436-3438)TGG>TGA p.W1146*

Pat_41 Post-Resistance C4orf21 55345 37 4 113539521 113539521 Nonsense_Mutation SNP C T 15 295 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_41 Post-Resistance LARP7 51574 37 4 113567786 113567786 Missense_Mutation SNP G A 3 25 c.346G>A c.(346-348)GGG>AGG p.G116R

Pat_41 Post-Resistance LARP7 51574 37 4 113575292 113575292 Missense_Mutation SNP G A 7 163 c.1645G>A c.(1645-1647)GAA>AAA p.E549K



Pat_41 Post-Resistance ANK2 287 37 4 114274530 114274530 Missense_Mutation SNP G A 8 101 c.4756G>A c.(4756-4758)GGA>AGA p.G1586R

Pat_41 Post-Resistance ANK2 287 37 4 114278005 114278005 Missense_Mutation SNP C T 8 96 c.8231C>T c.(8230-8232)GCT>GTT p.A2744V

Pat_41 Post-Resistance ANK2 287 37 4 114278824 114278824 Missense_Mutation SNP C T 26 268 c.9050C>T c.(9049-9051)CCT>CTT p.P3017L

Pat_41 Post-Resistance CAMK2D 817 37 4 114378559 114378559 Nonsense_Mutation SNP C T 17 417 c.1365G>A c.(1363-1365)TGG>TGA p.W455*

Pat_41 Post-Resistance PRSS12 8492 37 4 119259448 119259448 Missense_Mutation SNP C T 13 154 c.524G>A c.(523-525)GGC>GAC p.G175D

Pat_41 Post-Resistance SEC24D 9871 37 4 119678893 119678893 Missense_Mutation SNP C T 5 65 c.1404G>A c.(1402-1404)ATG>ATA p.M468I

Pat_41 Post-Resistance SEC24D 9871 37 4 119686070 119686070 Missense_Mutation SNP G A 20 90 c.1183C>T c.(1183-1185)CCA>TCA p.P395S

Pat_41 Post-Resistance SEC24D 9871 37 4 119736851 119736851 Missense_Mutation SNP G A 22 60 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_41 Post-Resistance MYOZ2 51778 37 4 120107252 120107252 Missense_Mutation SNP C T 15 161 c.692C>T c.(691-693)TCC>TTC p.S231F

Pat_41 Post-Resistance PDE5A 8654 37 4 120474796 120474796 Nonsense_Mutation SNP C T 8 114 c.1305G>A c.(1303-1305)TGG>TGA p.W435*

Pat_41 Post-Resistance QRFPR 84109 37 4 122254103 122254103 Missense_Mutation SNP G A 20 116 c.670C>T c.(670-672)CTC>TTC p.L224F

Pat_41 Post-Resistance TRPC3 7222 37 4 122833127 122833127 Missense_Mutation SNP G A 24 305 c.1463C>T c.(1462-1464)CCC>CTC p.P488L

Pat_41 Post-Resistance KIAA1109 84162 37 4 123264711 123264711 Missense_Mutation SNP G A 14 170 c.12499G>A c.(12499-12501)GCA>ACA p.A4167T

Pat_41 Post-Resistance KIAA1109 84162 37 4 123277779 123277779 Missense_Mutation SNP C T 24 314 c.14504C>T c.(14503-14505)GCC>GTC p.A4835V

Pat_41 Post-Resistance ADAD1 132612 37 4 123333760 123333760 Missense_Mutation SNP G A 10 222 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_41 Post-Resistance SPATA5 166378 37 4 123977570 123977570 Missense_Mutation SNP G A 7 67 c.2108G>A c.(2107-2109)GGT>GAT p.G703D

Pat_41 Post-Resistance ANKRD50 57182 37 4 125631177 125631177 Missense_Mutation SNP T G 5 170 c.490A>C c.(490-492)AAC>CAC p.N164H

Pat_41 Post-Resistance FAT4 79633 37 4 126373138 126373138 Missense_Mutation SNP C T 16 90 c.10967C>T c.(10966-10968)ACC>ATC p.T3656I

Pat_41 Post-Resistance FAT4 79633 37 4 126373635 126373635 Missense_Mutation SNP G A 4 59 c.11464G>A c.(11464-11466)GCT>ACT p.A3822T

Pat_41 Post-Resistance FAT4 79633 37 4 126373893 126373893 Missense_Mutation SNP C T 18 110 c.11722C>T c.(11722-11724)CCT>TCT p.P3908S

Pat_41 Post-Resistance HSPA4L 22824 37 4 128719766 128719766 Missense_Mutation SNP C T 20 185 c.331C>T c.(331-333)CCT>TCT p.P111S

Pat_41 Post-Resistance SCLT1 132320 37 4 129924948 129924948 Missense_Mutation SNP G A 12 480 c.374C>T c.(373-375)GCA>GTA p.A125V

Pat_41 Post-Resistance C4orf49 84709 37 4 140188063 140188063 Missense_Mutation SNP G A 29 334 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance CLGN 1047 37 4 141317301 141317301 Missense_Mutation SNP G A 23 789 c.943C>T c.(943-945)CTT>TTT p.L315F

Pat_41 Post-Resistance TBC1D9 23158 37 4 141590810 141590810 Missense_Mutation SNP G A 16 203 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_41 Post-Resistance TBC1D9 23158 37 4 141590867 141590867 Missense_Mutation SNP C T 6 190 c.1358G>A c.(1357-1359)GGC>GAC p.G453D

Pat_41 Post-Resistance INPP4B 8821 37 4 143324156 143324156 Missense_Mutation SNP G A 13 216 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_41 Post-Resistance USP38 84640 37 4 144133521 144133521 Nonsense_Mutation SNP G A 29 246 c.1548G>A c.(1546-1548)TGG>TGA p.W516*

Pat_41 Post-Resistance USP38 84640 37 4 144135257 144135257 Missense_Mutation SNP C T 10 80 c.2128C>T c.(2128-2130)CCA>TCA p.P710S

Pat_41 Post-Resistance HHIP 64399 37 4 145627791 145627791 Missense_Mutation SNP C T 4 65 c.940C>T c.(940-942)CCT>TCT p.P314S

Pat_41 Post-Resistance HHIP 64399 37 4 145628315 145628315 Missense_Mutation SNP G A 16 67 c.1060G>A c.(1060-1062)GGA>AGA p.G354R

Pat_41 Post-Resistance MMAA 166785 37 4 146560602 146560602 Missense_Mutation SNP C T 5 88 c.311C>T c.(310-312)GCC>GTC p.A104V

Pat_41 Post-Resistance ZNF827 152485 37 4 146744579 146744579 Missense_Mutation SNP G A 15 177 c.2378C>T c.(2377-2379)GCT>GTT p.A793V

Pat_41 Post-Resistance TTC29 83894 37 4 147824811 147824811 Nonsense_Mutation SNP C T 5 22 c.471G>A c.(469-471)TGG>TGA p.W157*

Pat_41 Post-Resistance PRMT10 90826 37 4 148582127 148582127 Missense_Mutation SNP G A 32 145 c.1016C>T c.(1015-1017)GCT>GTT p.A339V

Pat_41 Post-Resistance LRBA 987 37 4 151242487 151242487 Missense_Mutation SNP C T 10 106 c.7519G>A c.(7519-7521)GAT>AAT p.D2507N

Pat_41 Post-Resistance LRBA 987 37 4 151773974 151773974 Missense_Mutation SNP C T 11 80 c.2888G>A c.(2887-2889)AGG>AAG p.R963K

Pat_41 Post-Resistance LRBA 987 37 4 151837635 151837635 Missense_Mutation SNP C T 18 59 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_41 Post-Resistance SH3D19 152503 37 4 152069099 152069099 Missense_Mutation SNP C T 4 70 c.1217G>A c.(1216-1218)GGA>GAA p.G406E

Pat_41 Post-Resistance PET112L 5188 37 4 152638156 152638156 Missense_Mutation SNP G A 44 248 c.512C>T c.(511-513)GCA>GTA p.A171V

Pat_41 Post-Resistance PET112L 5188 37 4 152679997 152679997 Missense_Mutation SNP G A 19 370 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_41 Post-Resistance FHDC1 85462 37 4 153874667 153874667 Missense_Mutation SNP C T 19 178 c.515C>T c.(514-516)GCA>GTA p.A172V

Pat_41 Post-Resistance FHDC1 85462 37 4 153896179 153896179 Missense_Mutation SNP C T 4 37 c.1736C>T c.(1735-1737)GCC>GTC p.A579V

Pat_41 Post-Resistance FHDC1 85462 37 4 153896457 153896457 Missense_Mutation SNP G A 7 37 c.2014G>A c.(2014-2016)GAG>AAG p.E672K

Pat_41 Post-Resistance MND1 84057 37 4 154318389 154318389 Missense_Mutation SNP G A 5 82 c.370G>A c.(370-372)GCA>ACA p.A124T

Pat_41 Post-Resistance KIAA0922 23240 37 4 154555385 154555385 Missense_Mutation SNP G A 25 417 c.4367G>A c.(4366-4368)AGC>AAC p.S1456N

Pat_41 Post-Resistance KIAA0922 23240 37 4 154557691 154557691 Missense_Mutation SNP C T 26 206 c.4793C>T c.(4792-4794)CCA>CTA p.P1598L



Pat_41 Post-Resistance DCHS2 54798 37 4 155254493 155254493 Missense_Mutation SNP C T 26 185 c.1370G>A c.(1369-1371)AGC>AAC p.S457N

Pat_41 Post-Resistance DCHS2 54798 37 4 155305552 155305552 Missense_Mutation SNP C T 12 64 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_41 Post-Resistance FGB 2244 37 4 155488861 155488861 Missense_Mutation SNP G A 18 216 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_41 Post-Resistance FGA 2243 37 4 155507724 155507724 Missense_Mutation SNP G A 8 72 c.857C>T c.(856-858)CCC>CTC p.P286L

Pat_41 Post-Resistance FGG 2266 37 4 155528006 155528006 Missense_Mutation SNP T A 9 308 c.980A>T c.(979-981)GAC>GTC p.D327V

Pat_41 Post-Resistance CTSO 1519 37 4 156864349 156864349 Missense_Mutation SNP C T 24 343 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_41 Post-Resistance GLRB 2743 37 4 158057829 158057829 Missense_Mutation SNP G A 11 139 c.506G>A c.(505-507)GGA>GAA p.G169E

Pat_41 Post-Resistance GRIA2 2891 37 4 158281249 158281249 Missense_Mutation SNP G A 13 149 c.2245G>A c.(2245-2247)GAT>AAT p.D749N

Pat_41 Post-Resistance RXFP1 59350 37 4 159569708 159569708 Missense_Mutation SNP G A 15 68 c.1814G>A c.(1813-1815)AGT>AAT p.S605N

Pat_41 Post-Resistance ETFDH 2110 37 4 159606330 159606330 Missense_Mutation SNP G A 28 269 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_41 Post-Resistance PPID 5481 37 4 159638217 159638217 Missense_Mutation SNP C T 17 343 c.469G>A c.(469-471)GGA>AGA p.G157R

Pat_41 Post-Resistance C4orf45 152940 37 4 159836345 159836345 Missense_Mutation SNP G A 6 34 c.523C>T c.(523-525)CCG>TCG p.P175S

Pat_41 Post-Resistance RAPGEF2 9693 37 4 160225608 160225608 Missense_Mutation SNP C T 36 261 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_41 Post-Resistance GK3P 2713 37 4 166200742 166200742 Missense_Mutation SNP C T 20 80 c.56G>A c.(55-57)GGC>GAC p.G19D

Pat_41 Post-Resistance KLHL2 11275 37 4 166235280 166235280 Missense_Mutation SNP G A 34 310 c.1571G>A c.(1570-1572)AGA>AAA p.R524K

Pat_41 Post-Resistance ANXA10 11199 37 4 169049259 169049259 Missense_Mutation SNP C T 5 161 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_41 Post-Resistance ANXA10 11199 37 4 169105717 169105717 Missense_Mutation SNP G A 7 120 c.791G>A c.(790-792)GGT>GAT p.G264D

Pat_41 Post-Resistance PALLD 23022 37 4 169589448 169589448 Missense_Mutation SNP C T 14 131 c.1016C>T c.(1015-1017)ACA>ATA p.T339I

Pat_41 Post-Resistance SH3RF1 57630 37 4 170042042 170042042 Nonsense_Mutation SNP C T 17 123 c.1445G>A c.(1444-1446)TGG>TAG p.W482*

Pat_41 Post-Resistance GALNTL6 442117 37 4 173803945 173803945 Missense_Mutation SNP C T 9 244 c.928C>T c.(928-930)CCT>TCT p.P310S

Pat_41 Post-Resistance HMGB2 3148 37 4 174254268 174254268 Missense_Mutation SNP C T 12 138 c.248G>A c.(247-249)GGT>GAT p.G83D

Pat_41 Post-Resistance SAP30 8819 37 4 174294545 174294545 Missense_Mutation SNP G A 5 41 c.320G>A c.(319-321)AGG>AAG p.R107K

Pat_41 Post-Resistance HAND2 9464 37 4 174448483 174448483 Missense_Mutation SNP G A 31 154 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_41 Post-Resistance MORF4 10934 37 4 174537275 174537275 Missense_Mutation SNP G A 7 295 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_41 Post-Resistance KIAA1712 80817 37 4 175225510 175225510 Missense_Mutation SNP C T 7 124 c.497C>T c.(496-498)ACC>ATC p.T166I

Pat_41 Post-Resistance GPM6A 2823 37 4 176622841 176622841 Missense_Mutation SNP C T 15 535 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_41 Post-Resistance WDR17 116966 37 4 177098240 177098240 Missense_Mutation SNP C T 12 260 c.3598C>T c.(3598-3600)CCT>TCT p.P1200S

Pat_41 Post-Resistance ODZ3 55714 37 4 183696262 183696262 Missense_Mutation SNP G A 8 118 c.5260G>A c.(5260-5262)GAG>AAG p.E1754K

Pat_41 Post-Resistance IRF2 3660 37 4 185309964 185309964 Missense_Mutation SNP C T 11 114 c.998G>A c.(997-999)AGC>AAC p.S333N

Pat_41 Post-Resistance IRF2 3660 37 4 185339698 185339698 Missense_Mutation SNP G A 14 161 c.352C>T c.(352-354)CCT>TCT p.P118S

Pat_41 Post-Resistance HELT 391723 37 4 185941613 185941613 Missense_Mutation SNP C T 5 32 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_41 Post-Resistance LRP2BP 55805 37 4 186291963 186291963 Missense_Mutation SNP G A 28 119 c.809C>T c.(808-810)GCT>GTT p.A270V

Pat_41 Post-Resistance UFSP2 55325 37 4 186336886 186336886 Missense_Mutation SNP C T 14 219 c.469G>A c.(469-471)GCT>ACT p.A157T

Pat_41 Post-Resistance SORBS2 8470 37 4 186545621 186545621 Missense_Mutation SNP G A 15 150 c.950C>T c.(949-951)TCC>TTC p.S317F

Pat_41 Post-Resistance FAT1 2195 37 4 187540874 187540874 Missense_Mutation SNP G A 14 140 c.6866C>T c.(6865-6867)GCG>GTG p.A2289V

Pat_41 Post-Resistance FAT1 2195 37 4 187541709 187541709 Missense_Mutation SNP G A 38 382 c.6031C>T c.(6031-6033)CCT>TCT p.P2011S

Pat_41 Post-Resistance FAT1 2195 37 4 187584680 187584680 Missense_Mutation SNP G A 18 145 c.3353C>T c.(3352-3354)CCT>CTT p.P1118L

Pat_41 Post-Resistance SDHA 6389 37 5 230999 230999 Missense_Mutation SNP G A 9 336 c.779G>A c.(778-780)GGG>GAG p.G260E

Pat_41 Post-Resistance AHRR 57491 37 5 424037 424037 Missense_Mutation SNP C T 10 158 c.665C>T c.(664-666)ACC>ATC p.T222I

Pat_41 Post-Resistance AHRR 57491 37 5 434254 434254 Missense_Mutation SNP C T 5 206 c.1465C>T c.(1465-1467)CCC>TCC p.P489S

Pat_41 Post-Resistance SLC9A3 6550 37 5 484708 484708 Missense_Mutation SNP G A 10 104 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_41 Post-Resistance SLC9A3 6550 37 5 492022 492022 Missense_Mutation SNP C T 4 50 c.376G>A c.(376-378)GAC>AAC p.D126N

Pat_41 Post-Resistance CEP72 55722 37 5 644435 644435 Missense_Mutation SNP G A 10 236 c.1561G>A c.(1561-1563)GAT>AAT p.D521N

Pat_41 Post-Resistance TPPP 11076 37 5 665227 665227 Missense_Mutation SNP C T 5 91 c.650G>A c.(649-651)GGG>GAG p.G217E

Pat_41 Post-Resistance TERT 7015 37 5 1278860 1278860 Missense_Mutation SNP C T 22 299 c.2182G>A c.(2182-2184)GTC>ATC p.V728I

Pat_41 Post-Resistance IRX4 50805 37 5 1879867 1879867 Missense_Mutation SNP C T 11 83 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_41 Post-Resistance IRX2 153572 37 5 2749547 2749547 Missense_Mutation SNP C T 3 21 c.604G>A c.(604-606)GAG>AAG p.E202K



Pat_41 Post-Resistance ADAMTS16 170690 37 5 5190184 5190184 Missense_Mutation SNP C T 24 117 c.1148C>T c.(1147-1149)GCC>GTC p.A383V

Pat_41 Post-Resistance NSUN2 54888 37 5 6607428 6607428 Missense_Mutation SNP G A 25 164 c.1393C>T c.(1393-1395)CCC>TCC p.P465S

Pat_41 Post-Resistance CMBL 134147 37 5 10288642 10288642 Splice_Site SNP C T 8 48 c.216_splice c.e3-1 p.T72_splice

Pat_41 Post-Resistance 6-Mar 10299 37 5 10394222 10394222 Nonsense_Mutation SNP G A 9 96 c.795G>A c.(793-795)TGG>TGA p.W265*

Pat_41 Post-Resistance CTNND2 1501 37 5 10981913 10981913 Missense_Mutation SNP G A 22 392 c.3389C>T c.(3388-3390)GCG>GTG p.A1130V

Pat_41 Post-Resistance TRIO 7204 37 5 14291188 14291188 Missense_Mutation SNP G A 25 141 c.904G>A c.(904-906)GCG>ACG p.A302T

Pat_41 Post-Resistance TRIO 7204 37 5 14480082 14480082 Missense_Mutation SNP C T 7 189 c.6298C>T c.(6298-6300)CCA>TCA p.P2100S

Pat_41 Post-Resistance TRIO 7204 37 5 14482853 14482853 Missense_Mutation SNP C T 15 273 c.6628C>T c.(6628-6630)CCG>TCG p.P2210S

Pat_41 Post-Resistance FAM105A 54491 37 5 14609067 14609067 Missense_Mutation SNP C T 29 194 c.838C>T c.(838-840)CCT>TCT p.P280S

Pat_41 Post-Resistance ANKH 56172 37 5 14758707 14758707 Missense_Mutation SNP G A 11 148 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_41 Post-Resistance ZNF622 90441 37 5 16465521 16465521 Missense_Mutation SNP T A 5 169 c.254A>T c.(253-255)CAC>CTC p.H85L

Pat_41 Post-Resistance FAM134B 54463 37 5 16475203 16475203 Missense_Mutation SNP C T 14 212 c.1141G>A c.(1141-1143)GAC>AAC p.D381N

Pat_41 Post-Resistance CDH6 1004 37 5 31302272 31302272 Missense_Mutation SNP G A 10 65 c.866G>A c.(865-867)AGA>AAA p.R289K

Pat_41 Post-Resistance ZFR 51663 37 5 32397416 32397416 Missense_Mutation SNP C T 19 177 c.1742G>A c.(1741-1743)CGG>CAG p.R581Q

Pat_41 Post-Resistance ADAMTS12 81792 37 5 33546283 33546283 Missense_Mutation SNP C T 5 47 c.4327G>A c.(4327-4329)GTT>ATT p.V1443I

Pat_41 Post-Resistance ADAMTS12 81792 37 5 33577237 33577237 Missense_Mutation SNP C T 8 256 c.2894G>A c.(2893-2895)CGG>CAG p.R965Q

Pat_41 Post-Resistance TTC23L 153657 37 5 34869071 34869071 Missense_Mutation SNP C T 3 49 c.902C>T c.(901-903)GCG>GTG p.A301V

Pat_41 Post-Resistance AGXT2 64902 37 5 35039589 35039589 Missense_Mutation SNP C T 18 63 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_41 Post-Resistance PRLR 5618 37 5 35066060 35066060 Missense_Mutation SNP G A 15 91 c.1000C>T c.(1000-1002)CCA>TCA p.P334S

Pat_41 Post-Resistance PRLR 5618 37 5 35066123 35066123 Missense_Mutation SNP C T 9 104 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_41 Post-Resistance SPEF2 79925 37 5 35793295 35793295 Missense_Mutation SNP C T 8 185 c.4589C>T c.(4588-4590)TCC>TTC p.S1530F

Pat_41 Post-Resistance SLC1A3 6507 37 5 36671250 36671250 Missense_Mutation SNP C T 5 131 c.439C>T c.(439-441)CCT>TCT p.P147S

Pat_41 Post-Resistance NIPBL 25836 37 5 36985800 36985800 Missense_Mutation SNP G A 6 97 c.2518G>A c.(2518-2520)GTT>ATT p.V840I

Pat_41 Post-Resistance NIPBL 25836 37 5 37045695 37045695 Missense_Mutation SNP G A 73 343 c.6494G>A c.(6493-6495)AGC>AAC p.S2165N

Pat_41 Post-Resistance C5orf42 65250 37 5 37187861 37187861 Missense_Mutation SNP C T 7 82 c.3895G>A c.(3895-3897)GCA>ACA p.A1299T

Pat_41 Post-Resistance WDR70 55100 37 5 37438051 37438051 Missense_Mutation SNP C T 17 65 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_41 Post-Resistance LIFR 3977 37 5 38484947 38484947 Missense_Mutation SNP G A 5 129 c.2521C>T c.(2521-2523)CTC>TTC p.L841F

Pat_41 Post-Resistance LIFR 3977 37 5 38510653 38510653 Missense_Mutation SNP G A 13 117 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_41 Post-Resistance RICTOR 253260 37 5 38942952 38942952 Missense_Mutation SNP C T 11 100 c.5035G>A c.(5035-5037)GAT>AAT p.D1679N

Pat_41 Post-Resistance PTGER4 5734 37 5 40691880 40691880 Splice_Site SNP G A 6 146 c.868_splice c.e3-1 p.V290_splice

Pat_41 Post-Resistance OXCT1 5019 37 5 41842795 41842795 Missense_Mutation SNP G A 15 393 c.653C>T c.(652-654)GCA>GTA p.A218V

Pat_41 Post-Resistance ZNF131 7690 37 5 43175095 43175095 Missense_Mutation SNP G A 15 148 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_41 Post-Resistance HMGCS1 3157 37 5 43294962 43294962 Missense_Mutation SNP C T 8 100 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_41 Post-Resistance PARP8 79668 37 5 50059055 50059055 Missense_Mutation SNP G A 6 103 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_41 Post-Resistance PELO 53918 37 5 52096686 52096686 Missense_Mutation SNP C T 8 97 c.458C>T c.(457-459)ACT>ATT p.T153I

Pat_41 Post-Resistance ITGA2 3673 37 5 52340912 52340912 Missense_Mutation SNP G A 7 171 c.377G>A c.(376-378)GGA>GAA p.G126E

Pat_41 Post-Resistance ITGA2 3673 37 5 52358731 52358731 Missense_Mutation SNP G A 4 86 c.1574G>A c.(1573-1575)GGA>GAA p.G525E

Pat_41 Post-Resistance ITGA2 3673 37 5 52367835 52367835 Missense_Mutation SNP G A 4 101 c.2303G>A c.(2302-2304)AGC>AAC p.S768N

Pat_41 Post-Resistance HSPB3 8988 37 5 53751731 53751731 Missense_Mutation SNP C T 4 92 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_41 Post-Resistance SNX18 112574 37 5 53839089 53839089 Missense_Mutation SNP G A 18 287 c.1702G>A c.(1702-1704)GAT>AAT p.D568N

Pat_41 Post-Resistance DHX29 54505 37 5 54562988 54562988 Missense_Mutation SNP C T 17 187 c.3503G>A c.(3502-3504)AGA>AAA p.R1168K

Pat_41 Post-Resistance DHX29 54505 37 5 54563554 54563554 Missense_Mutation SNP C T 45 359 c.3391G>A c.(3391-3393)GCG>ACG p.A1131T

Pat_41 Post-Resistance DHX29 54505 37 5 54570732 54570732 Missense_Mutation SNP A C 24 290 c.2534T>G c.(2533-2535)ATC>AGC p.I845S

Pat_41 Post-Resistance DHX29 54505 37 5 54593151 54593151 Missense_Mutation SNP C T 8 196 c.337G>A c.(337-339)GGA>AGA p.G113R

Pat_41 Post-Resistance SLC38A9 153129 37 5 54948533 54948533 Missense_Mutation SNP C T 14 78 c.776G>A c.(775-777)GGG>GAG p.G259E

Pat_41 Post-Resistance IL6ST 3572 37 5 55237200 55237200 Missense_Mutation SNP C T 46 314 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_41 Post-Resistance MAP3K1 4214 37 5 56184123 56184123 Missense_Mutation SNP C T 12 145 c.4328C>T c.(4327-4329)GCT>GTT p.A1443V



Pat_41 Post-Resistance C5orf43 643155 37 5 60455907 60455907 Missense_Mutation SNP G A 14 176 c.92C>T c.(91-93)ACT>ATT p.T31I

Pat_41 Post-Resistance PPWD1 23398 37 5 64867940 64867940 Missense_Mutation SNP G A 9 154 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_41 Post-Resistance C5orf44 80006 37 5 64933539 64933539 Missense_Mutation SNP G A 3 58 c.232G>A c.(232-234)GAG>AAG p.E78K

Pat_41 Post-Resistance SGTB 54557 37 5 65016567 65016567 Missense_Mutation SNP G A 9 289 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_41 Post-Resistance ERBB2IP 55914 37 5 65346625 65346625 Missense_Mutation SNP A T 10 199 c.1918A>T c.(1918-1920)ACA>TCA p.T640S

Pat_41 Post-Resistance SFRS12 140890 37 5 65458045 65458045 Missense_Mutation SNP C T 6 171 c.172C>T c.(172-174)CCT>TCT p.P58S

Pat_41 Post-Resistance SFRS12 140890 37 5 65458097 65458097 Missense_Mutation SNP C T 3 41 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_41 Post-Resistance CDK7 1022 37 5 68568800 68568800 Missense_Mutation SNP G A 12 171 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_41 Post-Resistance RAD17 5884 37 5 68682092 68682092 Missense_Mutation SNP C T 14 171 c.817C>T c.(817-819)CCC>TCC p.P273S

Pat_41 Post-Resistance RAD17 5884 37 5 68689015 68689015 Missense_Mutation SNP T C 13 214 c.1256T>C c.(1255-1257)TTG>TCG p.L419S

Pat_41 Post-Resistance MARVELD2 153562 37 5 68715289 68715289 Missense_Mutation SNP C T 17 63 c.77C>T c.(76-78)ACC>ATC p.T26I

Pat_41 Post-Resistance GTF2H2C 728340 37 5 68875685 68875685 Missense_Mutation SNP C T 7 378 c.751C>T c.(751-753)CGT>TGT p.R251C

Pat_41 Post-Resistance BDP1 55814 37 5 70819765 70819765 Splice_Site SNP G A 22 268 c.5388_splice c.e25-1 p.S1796_splice

Pat_41 Post-Resistance MAP1B 4131 37 5 71495073 71495073 Missense_Mutation SNP C T 5 71 c.5891C>T c.(5890-5892)ACC>ATC p.T1964I

Pat_41 Post-Resistance TNPO1 3842 37 5 72189277 72189277 Missense_Mutation SNP G A 11 91 c.1970G>A c.(1969-1971)AGT>AAT p.S657N

Pat_41 Post-Resistance BTF3 689 37 5 72801044 72801044 Missense_Mutation SNP C T 14 159 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_41 Post-Resistance RGNEF 64283 37 5 73136341 73136341 Missense_Mutation SNP G A 17 134 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_41 Post-Resistance HMGCR 3156 37 5 74639678 74639678 Missense_Mutation SNP G A 10 143 c.166G>A c.(166-168)GAT>AAT p.D56N

Pat_41 Post-Resistance COL4A3BP 10087 37 5 74677889 74677889 Missense_Mutation SNP G A 4 88 c.1502C>T c.(1501-1503)GCT>GTT p.A501V

Pat_41 Post-Resistance COL4A3BP 10087 37 5 74721224 74721224 Missense_Mutation SNP G A 34 208 c.557C>T c.(556-558)GCT>GTT p.A186V

Pat_41 Post-Resistance POLK 51426 37 5 74842834 74842834 Splice_Site SNP G A 14 222 c.-12_splice c.e2-1

Pat_41 Post-Resistance POLK 51426 37 5 74879196 74879196 Missense_Mutation SNP A G 21 204 c.1013A>G c.(1012-1014)AAT>AGT p.N338S

Pat_41 Post-Resistance IQGAP2 10788 37 5 75906892 75906892 Missense_Mutation SNP C T 10 99 c.1405C>T c.(1405-1407)CCT>TCT p.P469S

Pat_41 Post-Resistance IQGAP2 10788 37 5 75970386 75970386 Missense_Mutation SNP G A 7 80 c.3379G>A c.(3379-3381)GGA>AGA p.G1127R

Pat_41 Post-Resistance F2RL1 2150 37 5 76129178 76129178 Missense_Mutation SNP G A 4 84 c.746G>A c.(745-747)GGG>GAG p.G249E

Pat_41 Post-Resistance AGGF1 55109 37 5 76355529 76355529 Missense_Mutation SNP G A 4 137 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_41 Post-Resistance AP3B1 8546 37 5 77423912 77423912 Missense_Mutation SNP G A 7 183 c.1910C>T c.(1909-1911)TCT>TTT p.S637F

Pat_41 Post-Resistance BHMT 635 37 5 78416243 78416243 Missense_Mutation SNP C T 20 82 c.356C>T c.(355-357)GCA>GTA p.A119V

Pat_41 Post-Resistance CMYA5 202333 37 5 79031151 79031151 Missense_Mutation SNP G A 7 61 c.6563G>A c.(6562-6564)GGA>GAA p.G2188E

Pat_41 Post-Resistance CMYA5 202333 37 5 79032029 79032029 Missense_Mutation SNP G A 9 59 c.7441G>A c.(7441-7443)GCC>ACC p.A2481T

Pat_41 Post-Resistance MTX3 345778 37 5 79279605 79279605 Missense_Mutation SNP G A 12 174 c.841C>T c.(841-843)CTT>TTT p.L281F

Pat_41 Post-Resistance SERINC5 256987 37 5 79473176 79473176 Missense_Mutation SNP C T 14 150 c.418G>A c.(418-420)GGA>AGA p.G140R

Pat_41 Post-Resistance ZFYVE16 9765 37 5 79733583 79733583 Missense_Mutation SNP C T 14 206 c.1079C>T c.(1078-1080)TCC>TTC p.S360F

Pat_41 Post-Resistance ANKRD34B 340120 37 5 79854305 79854305 Missense_Mutation SNP C T 7 47 c.1534G>A c.(1534-1536)GTA>ATA p.V512I

Pat_41 Post-Resistance RASGRF2 5924 37 5 80381703 80381703 Missense_Mutation SNP C T 10 124 c.1244C>T c.(1243-1245)GCC>GTC p.A415V

Pat_41 Post-Resistance ACOT12 134526 37 5 80643708 80643708 Missense_Mutation SNP C T 38 548 c.538G>A c.(538-540)GGC>AGC p.G180S

Pat_41 Post-Resistance SSBP2 23635 37 5 80738527 80738527 Missense_Mutation SNP C T 19 124 c.794G>A c.(793-795)GGT>GAT p.G265D

Pat_41 Post-Resistance ATP6AP1L 92270 37 5 81608459 81608459 Missense_Mutation SNP C T 31 417 c.161C>T c.(160-162)TCC>TTC p.S54F

Pat_41 Post-Resistance VCAN 1462 37 5 82816521 82816521 Missense_Mutation SNP C T 21 157 c.2396C>T c.(2395-2397)ACT>ATT p.T799I

Pat_41 Post-Resistance VCAN 1462 37 5 82834788 82834788 Missense_Mutation SNP C T 7 109 c.5966C>T c.(5965-5967)CCC>CTC p.P1989L

Pat_41 Post-Resistance LYSMD3 116068 37 5 89814746 89814746 Missense_Mutation SNP C T 24 208 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_41 Post-Resistance GPR98 84059 37 5 89938716 89938716 Missense_Mutation SNP C T 39 205 c.2411C>T c.(2410-2412)TCC>TTC p.S804F

Pat_41 Post-Resistance GPR98 84059 37 5 90001249 90001249 Missense_Mutation SNP G A 54 419 c.8419G>A c.(8419-8421)GCT>ACT p.A2807T

Pat_41 Post-Resistance GPR98 84059 37 5 90059198 90059198 Missense_Mutation SNP G A 5 52 c.12197G>A c.(12196-12198)GGA>GAA p.G4066E

Pat_41 Post-Resistance GPR98 84059 37 5 90074707 90074707 Missense_Mutation SNP G C 155 316 c.12875G>C c.(12874-12876)AGT>ACT p.S4292T

Pat_41 Post-Resistance GPR98 84059 37 5 90079082 90079082 Missense_Mutation SNP C T 7 78 c.13373C>T c.(13372-13374)ACC>ATC p.T4458I

Pat_41 Post-Resistance GPR98 84059 37 5 90106705 90106705 Missense_Mutation SNP G A 45 86 c.15628G>A c.(15628-15630)GTA>ATA p.V5210I



Pat_41 Post-Resistance GPR98 84059 37 5 90398082 90398082 Nonsense_Mutation SNP G A 6 65 c.18357G>A c.(18355-18357)TGG>TGA p.W6119*

Pat_41 Post-Resistance C5orf36 285600 37 5 93856004 93856004 Missense_Mutation SNP C T 18 209 c.919G>A c.(919-921)GTT>ATT p.V307I

Pat_41 Post-Resistance ELL2 22936 37 5 95226932 95226932 Missense_Mutation SNP C T 16 140 c.1636G>A c.(1636-1638)GAT>AAT p.D546N

Pat_41 Post-Resistance ELL2 22936 37 5 95234357 95234357 Missense_Mutation SNP G A 7 183 c.1112C>T c.(1111-1113)GCC>GTC p.A371V

Pat_41 Post-Resistance ERAP1 51752 37 5 96139274 96139274 Missense_Mutation SNP G A 14 85 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_41 Post-Resistance LNPEP 4012 37 5 96315082 96315082 Missense_Mutation SNP G A 6 93 c.260G>A c.(259-261)GGC>GAC p.G87D

Pat_41 Post-Resistance CHD1 1105 37 5 98205478 98205478 Missense_Mutation SNP A G 7 55 c.4087T>C c.(4087-4089)TCT>CCT p.S1363P

Pat_41 Post-Resistance CHD1 1105 37 5 98234106 98234106 Missense_Mutation SNP G A 4 92 c.1219C>T c.(1219-1221)CCT>TCT p.P407S

Pat_41 Post-Resistance PPIP5K2 23262 37 5 102508940 102508940 Missense_Mutation SNP C T 25 140 c.2368C>T c.(2368-2370)CTT>TTT p.L790F

Pat_41 Post-Resistance NUDT12 83594 37 5 102894955 102894955 Missense_Mutation SNP C T 7 92 c.421G>A c.(421-423)GCT>ACT p.A141T

Pat_41 Post-Resistance FBXL17 64839 37 5 107700632 107700632 Missense_Mutation SNP G A 18 223 c.1181C>T c.(1180-1182)TCT>TTT p.S394F

Pat_41 Post-Resistance FER 2241 37 5 108168579 108168579 Missense_Mutation SNP G A 24 346 c.316G>A c.(316-318)GAC>AAC p.D106N

Pat_41 Post-Resistance PJA2 9867 37 5 108698712 108698712 Missense_Mutation SNP G A 6 267 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_41 Post-Resistance PJA2 9867 37 5 108714877 108714877 Missense_Mutation SNP G A 6 221 c.311C>T c.(310-312)ACT>ATT p.T104I

Pat_41 Post-Resistance CAMK4 814 37 5 110560343 110560343 Splice_Site SNP G A 8 18 c.161_splice c.e2+1 p.R54_splice

Pat_41 Post-Resistance APC 324 37 5 112173495 112173495 Missense_Mutation SNP C T 3 56 c.2204C>T c.(2203-2205)GCG>GTG p.A735V

Pat_41 Post-Resistance YTHDC2 64848 37 5 112849752 112849752 Missense_Mutation SNP G A 8 47 c.160G>A c.(160-162)GAG>AAG p.E54K

Pat_41 Post-Resistance KCNN2 3781 37 5 113831790 113831790 Missense_Mutation SNP G A 22 240 c.1651G>A c.(1651-1653)GTC>ATC p.V551I

Pat_41 Post-Resistance PGGT1B 5229 37 5 114572085 114572085 Splice_Site SNP A G 12 253 c.612_splice c.e5+1 p.M204_splice

Pat_41 Post-Resistance PGGT1B 5229 37 5 114572154 114572154 Missense_Mutation SNP C T 19 190 c.545G>A c.(544-546)TGC>TAC p.C182Y

Pat_41 Post-Resistance TMED7-TICAM2 100302736 37 5 114916389 114916389 Missense_Mutation SNP G A 20 119 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_41 Post-Resistance CDO1 1036 37 5 115151991 115151991 Missense_Mutation SNP G A 16 184 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance SEMA6A 57556 37 5 115783136 115783136 Missense_Mutation SNP G A 23 263 c.2266C>T c.(2266-2268)CCC>TCC p.P756S

Pat_41 Post-Resistance DTWD2 285605 37 5 118274985 118274985 Missense_Mutation SNP C T 8 75 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_41 Post-Resistance DMXL1 1657 37 5 118484967 118484967 Missense_Mutation SNP G A 5 87 c.3445G>A c.(3445-3447)GAC>AAC p.D1149N

Pat_41 Post-Resistance DMXL1 1657 37 5 118485163 118485163 Missense_Mutation SNP C T 39 199 c.3641C>T c.(3640-3642)CCT>CTT p.P1214L

Pat_41 Post-Resistance DMXL1 1657 37 5 118582832 118582832 Missense_Mutation SNP G A 17 166 c.9002G>A c.(9001-9003)GGA>GAA p.G3001E

Pat_41 Post-Resistance HSD17B4 3295 37 5 118860969 118860969 Missense_Mutation SNP C T 5 191 c.1562C>T c.(1561-1563)GCT>GTT p.A521V

Pat_41 Post-Resistance PRR16 51334 37 5 120022208 120022208 Missense_Mutation SNP C T 4 74 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_41 Post-Resistance SNX2 6643 37 5 122131019 122131019 Missense_Mutation SNP C T 16 221 c.167C>T c.(166-168)TCC>TTC p.S56F

Pat_41 Post-Resistance CEP120 153241 37 5 122682380 122682380 Missense_Mutation SNP G A 21 276 c.2794C>T c.(2794-2796)CCC>TCC p.P932S

Pat_41 Post-Resistance CEP120 153241 37 5 122725741 122725741 Missense_Mutation SNP G A 8 144 c.1132C>T c.(1132-1134)CCA>TCA p.P378S

Pat_41 Post-Resistance LMNB1 4001 37 5 126145924 126145924 Missense_Mutation SNP C T 15 206 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance 3-Mar 115123 37 5 126253836 126253836 Missense_Mutation SNP G A 9 86 c.28C>T c.(28-30)CCC>TCC p.P10S

Pat_41 Post-Resistance PRRC1 133619 37 5 126859233 126859233 Missense_Mutation SNP G A 6 140 c.62G>A c.(61-63)GGG>GAG p.G21E

Pat_41 Post-Resistance SLC12A2 6558 37 5 127520164 127520164 Missense_Mutation SNP G A 12 72 c.3406G>A c.(3406-3408)GAT>AAT p.D1136N

Pat_41 Post-Resistance FBN2 2201 37 5 127710438 127710438 Missense_Mutation SNP C G 20 41 c.1978G>C c.(1978-1980)GAT>CAT p.D660H

Pat_41 Post-Resistance ADAMTS19 171019 37 5 129015481 129015481 Missense_Mutation SNP C T 5 208 c.2513C>T c.(2512-2514)TCT>TTT p.S838F

Pat_41 Post-Resistance ADAMTS19 171019 37 5 129070718 129070718 Missense_Mutation SNP G A 22 222 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_41 Post-Resistance CHSY3 337876 37 5 129519976 129519976 Missense_Mutation SNP G A 23 195 c.1141G>A c.(1141-1143)GAC>AAC p.D381N

Pat_41 Post-Resistance CHSY3 337876 37 5 129520694 129520694 Missense_Mutation SNP A G 6 64 c.1859A>G c.(1858-1860)AAA>AGA p.K620R

Pat_41 Post-Resistance CHSY3 337876 37 5 129520885 129520885 Missense_Mutation SNP G A 4 46 c.2050G>A c.(2050-2052)GCA>ACA p.A684T

Pat_41 Post-Resistance RAPGEF6 51735 37 5 130769267 130769267 Missense_Mutation SNP C T 30 161 c.3830G>A c.(3829-3831)AGC>AAC p.S1277N

Pat_41 Post-Resistance FNIP1 96459 37 5 131046307 131046307 Missense_Mutation SNP G A 7 71 c.670C>T c.(670-672)CCG>TCG p.P224S

Pat_41 Post-Resistance IL3 3562 37 5 131398222 131398222 Missense_Mutation SNP C A 35 444 c.298C>A c.(298-300)CTC>ATC p.L100I

Pat_41 Post-Resistance SLC22A5 6584 37 5 131722845 131722845 Splice_Site SNP T C 38 629 c.951_splice c.e5+2 p.E317_splice

Pat_41 Post-Resistance SLC22A5 6584 37 5 131724664 131724664 Missense_Mutation SNP C T 10 202 c.1003C>T c.(1003-1005)CTT>TTT p.L335F



Pat_41 Post-Resistance C5orf56 441108 37 5 131796323 131796323 Missense_Mutation SNP C T 27 261 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_41 Post-Resistance IRF1 3659 37 5 131821384 131821384 Missense_Mutation SNP C T 16 172 c.692G>A c.(691-693)GGG>GAG p.G231E

Pat_41 Post-Resistance IL4 3565 37 5 132009806 132009806 Missense_Mutation SNP G A 13 428 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_41 Post-Resistance 8-Sep 23176 37 5 132099397 132099397 Splice_Site SNP C T 40 301 c.534_splice c.e4+1 p.K178_splice

Pat_41 Post-Resistance AFF4 27125 37 5 132232233 132232233 Missense_Mutation SNP C T 16 80 c.2089G>A c.(2089-2091)GAA>AAA p.E697K

Pat_41 Post-Resistance FSTL4 23105 37 5 132560976 132560976 Missense_Mutation SNP G A 18 279 c.1178C>T c.(1177-1179)GCC>GTC p.A393V

Pat_41 Post-Resistance FSTL4 23105 37 5 132652206 132652206 Missense_Mutation SNP A C 23 48 c.548T>G c.(547-549)TTC>TGC p.F183C

Pat_41 Post-Resistance CDKL3 51265 37 5 133634380 133634380 Missense_Mutation SNP C T 16 156 c.1741G>A c.(1741-1743)GGG>AGG p.G581R

Pat_41 Post-Resistance PHF15 23338 37 5 133895530 133895530 Missense_Mutation SNP C T 11 73 c.322C>T c.(322-324)CCA>TCA p.P108S

Pat_41 Post-Resistance SEC24A 10802 37 5 134059317 134059317 Missense_Mutation SNP C T 36 223 c.3124C>T c.(3124-3126)CTT>TTT p.L1042F

Pat_41 Post-Resistance CAMLG 819 37 5 134086557 134086557 Missense_Mutation SNP G A 8 159 c.808G>A c.(808-810)GTC>ATC p.V270I

Pat_41 Post-Resistance DDX46 9879 37 5 134131783 134131783 Missense_Mutation SNP G A 24 109 c.1897G>A c.(1897-1899)GAT>AAT p.D633N

Pat_41 Post-Resistance PITX1 5307 37 5 134366967 134366967 Missense_Mutation SNP C T 4 44 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_41 Post-Resistance NEUROG1 4762 37 5 134870695 134870695 Missense_Mutation SNP G A 6 55 c.686C>T c.(685-687)ACA>ATA p.T229I

Pat_41 Post-Resistance LOC153328 153328 37 5 135188482 135188482 Missense_Mutation SNP G T 3 30 c.393G>T c.(391-393)TTG>TTT p.L131F

Pat_41 Post-Resistance PKD2L2 27039 37 5 137228247 137228247 Missense_Mutation SNP C T 17 218 c.212C>T c.(211-213)CCT>CTT p.P71L

Pat_41 Post-Resistance BRD8 10902 37 5 137500585 137500585 Missense_Mutation SNP G A 9 114 c.1549C>T c.(1549-1551)CCA>TCA p.P517S

Pat_41 Post-Resistance KIF20A 10112 37 5 137518302 137518302 Missense_Mutation SNP C T 8 85 c.542C>T c.(541-543)CCC>CTC p.P181L

Pat_41 Post-Resistance CDC23 8697 37 5 137528045 137528045 Missense_Mutation SNP C T 6 144 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_41 Post-Resistance CDC23 8697 37 5 137528052 137528052 Missense_Mutation SNP C T 5 148 c.1192G>A c.(1192-1194)GAC>AAC p.D398N

Pat_41 Post-Resistance FAM53C 51307 37 5 137681153 137681153 Missense_Mutation SNP C T 10 166 c.776C>T c.(775-777)CCC>CTC p.P259L

Pat_41 Post-Resistance REEP2 51308 37 5 137781166 137781166 Missense_Mutation SNP C T 7 128 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_41 Post-Resistance CTNNA1 1495 37 5 138260240 138260240 Missense_Mutation SNP C T 12 91 c.1588C>T c.(1588-1590)CTC>TTC p.L530F

Pat_41 Post-Resistance SIL1 64374 37 5 138386626 138386626 Splice_Site SNP C T 19 108 c.353_splice c.e3+1 p.R118_splice

Pat_41 Post-Resistance TMEM173 340061 37 5 138858040 138858040 Missense_Mutation SNP C T 67 473 c.574G>A c.(574-576)GGT>AGT p.G192S

Pat_41 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139864709 139864709 Missense_Mutation SNP C T 10 180 c.1874C>T c.(1873-1875)GCC>GTC p.A625V

Pat_41 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139909283 139909283 Missense_Mutation SNP G A 21 273 c.6752G>A c.(6751-6753)GGT>GAT p.G2251D

Pat_41 Post-Resistance APBB3 10307 37 5 139940050 139940050 Missense_Mutation SNP G A 4 98 c.1087C>T c.(1087-1089)CCT>TCT p.P363S

Pat_41 Post-Resistance APBB3 10307 37 5 139940065 139940065 Missense_Mutation SNP G A 4 68 c.1072C>T c.(1072-1074)CCA>TCA p.P358S

Pat_41 Post-Resistance IK 3550 37 5 140037215 140037215 Missense_Mutation SNP C T 30 159 c.878C>T c.(877-879)ACC>ATC p.T293I

Pat_41 Post-Resistance WDR55 54853 37 5 140044597 140044597 Missense_Mutation SNP G A 5 40 c.100G>A c.(100-102)GAC>AAC p.D34N

Pat_41 Post-Resistance DND1 373863 37 5 140050913 140050913 Missense_Mutation SNP C T 18 154 c.1027G>A c.(1027-1029)GCT>ACT p.A343T

Pat_41 Post-Resistance HARS 3035 37 5 140056370 140056370 Missense_Mutation SNP C T 5 218 c.1063G>A c.(1063-1065)GGC>AGC p.G355S

Pat_41 Post-Resistance HARS2 23438 37 5 140076166 140076166 Missense_Mutation SNP G A 5 141 c.793G>A c.(793-795)GCT>ACT p.A265T

Pat_41 Post-Resistance PCDHA12 56137 37 5 140256900 140256900 Missense_Mutation SNP G A 8 212 c.1843G>A c.(1843-1845)GCG>ACG p.A615T

Pat_41 Post-Resistance PCDHAC2 56134 37 5 140362082 140362082 Missense_Mutation SNP G C 70 74 c.2647G>C c.(2647-2649)GGC>CGC p.G883R

Pat_41 Post-Resistance PCDHB4 56131 37 5 140502320 140502320 Missense_Mutation SNP G A 19 136 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_41 Post-Resistance PCDHB7 56129 37 5 140553110 140553110 Missense_Mutation SNP G A 9 70 c.694G>A c.(694-696)GTT>ATT p.V232I

Pat_41 Post-Resistance PCDHB7 56129 37 5 140553204 140553204 Missense_Mutation SNP C T 17 75 c.788C>T c.(787-789)TCC>TTC p.S263F

Pat_41 Post-Resistance PCDHB8 56128 37 5 140558060 140558060 Missense_Mutation SNP C T 11 190 c.445C>T c.(445-447)CCT>TCT p.P149S

Pat_41 Post-Resistance PCDHB9 56127 37 5 140568333 140568333 Missense_Mutation SNP G A 18 395 c.1442G>A c.(1441-1443)GGC>GAC p.G481D

Pat_41 Post-Resistance PCDHB12 56124 37 5 140589471 140589471 Missense_Mutation SNP C T 10 62 c.992C>T c.(991-993)TCT>TTT p.S331F

Pat_41 Post-Resistance SLC25A2 83884 37 5 140682748 140682748 Missense_Mutation SNP G A 8 130 c.685C>T c.(685-687)CCA>TCA p.P229S

Pat_41 Post-Resistance PCDHGA1 56114 37 5 140711560 140711560 Missense_Mutation SNP C T 11 100 c.1309C>T c.(1309-1311)CAC>TAC p.H437Y

Pat_41 Post-Resistance PCDHGA2 56113 37 5 140720640 140720640 Missense_Mutation SNP C T 49 265 c.2102C>T c.(2101-2103)TCC>TTC p.S701F

Pat_41 Post-Resistance PCDHGA3 56112 37 5 140724288 140724288 Missense_Mutation SNP G A 12 122 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_41 Post-Resistance PCDHGA3 56112 37 5 140725009 140725009 Missense_Mutation SNP C T 20 159 c.1409C>T c.(1408-1410)TCC>TTC p.S470F



Pat_41 Post-Resistance PCDHGB2 56103 37 5 140740664 140740664 Missense_Mutation SNP C T 6 47 c.962C>T c.(961-963)GCA>GTA p.A321V

Pat_41 Post-Resistance PCDHGB4 8641 37 5 140768607 140768607 Missense_Mutation SNP G A 5 95 c.1156G>A c.(1156-1158)GGT>AGT p.G386S

Pat_41 Post-Resistance PCDHGA10 56106 37 5 140794520 140794520 Missense_Mutation SNP C T 46 252 c.1778C>T c.(1777-1779)ACC>ATC p.T593I

Pat_41 Post-Resistance PCDHGB7 56099 37 5 140799446 140799446 Missense_Mutation SNP G A 23 134 c.2020G>A c.(2020-2022)GAT>AAT p.D674N

Pat_41 Post-Resistance PCDHGB8P 56120 37 5 140807703 140807703 Missense_Mutation SNP G A 5 66 c.1492G>A c.(1492-1494)GGG>AGG p.G498R

Pat_41 Post-Resistance PCDHGC4 56098 37 5 140865107 140865107 Missense_Mutation SNP A G 15 221 c.367A>G c.(367-369)ATC>GTC p.I123V

Pat_41 Post-Resistance PCDHGC5 56097 37 5 140869495 140869495 Missense_Mutation SNP G A 26 225 c.688G>A c.(688-690)GTC>ATC p.V230I

Pat_41 Post-Resistance PCDH1 5097 37 5 141244410 141244410 Missense_Mutation SNP C T 50 258 c.1486G>A c.(1486-1488)GTG>ATG p.V496M

Pat_41 Post-Resistance PCDH12 51294 37 5 141335744 141335744 Missense_Mutation SNP G A 11 119 c.1673C>T c.(1672-1674)GCC>GTC p.A558V

Pat_41 Post-Resistance PCDH12 51294 37 5 141335892 141335892 Missense_Mutation SNP C T 19 106 c.1525G>A c.(1525-1527)GCT>ACT p.A509T

Pat_41 Post-Resistance PCDH12 51294 37 5 141336072 141336072 Nonsense_Mutation SNP G A 9 219 c.1345C>T c.(1345-1347)CAG>TAG p.Q449*

Pat_41 Post-Resistance GNPDA1 10007 37 5 141385892 141385892 Splice_Site SNP C T 14 78 c.227_splice c.e3-1 p.G76_splice

Pat_41 Post-Resistance NR3C1 2908 37 5 142779602 142779602 Missense_Mutation SNP G A 20 342 c.803C>T c.(802-804)CCC>CTC p.P268L

Pat_41 Post-Resistance YIPF5 81555 37 5 143545124 143545124 Missense_Mutation SNP G A 55 339 c.155C>T c.(154-156)CCT>CTT p.P52L

Pat_41 Post-Resistance KCTD16 57528 37 5 143853291 143853291 Missense_Mutation SNP G A 14 162 c.901G>A c.(901-903)GGG>AGG p.G301R

Pat_41 Post-Resistance LARS 51520 37 5 145512537 145512537 Missense_Mutation SNP C T 16 148 c.2320G>A c.(2320-2322)GTG>ATG p.V774M

Pat_41 Post-Resistance LARS 51520 37 5 145522435 145522435 Missense_Mutation SNP C T 4 61 c.2090G>A c.(2089-2091)AGT>AAT p.S697N

Pat_41 Post-Resistance LARS 51520 37 5 145547779 145547779 Missense_Mutation SNP G A 18 103 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_41 Post-Resistance TCERG1 10915 37 5 145849152 145849152 Missense_Mutation SNP C T 48 657 c.1244C>T c.(1243-1245)CCC>CTC p.P415L

Pat_41 Post-Resistance GPR151 134391 37 5 145894924 145894924 Missense_Mutation SNP C T 7 122 c.753G>A c.(751-753)ATG>ATA p.M251I

Pat_41 Post-Resistance SH3TC2 79628 37 5 148421162 148421162 Missense_Mutation SNP G A 16 176 c.548C>T c.(547-549)GCC>GTC p.A183V

Pat_41 Post-Resistance ABLIM3 22885 37 5 148624443 148624443 Splice_Site SNP G A 21 234 c.1352_splice c.e16-1 p.G451_splice

Pat_41 Post-Resistance CSNK1A1 1452 37 5 148929726 148929726 Missense_Mutation SNP C T 19 274 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149206399 149206399 Missense_Mutation SNP C T 14 167 c.416C>T c.(415-417)GCC>GTC p.A139V

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149212247 149212247 Missense_Mutation SNP C T 28 440 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149216308 149216308 Missense_Mutation SNP C T 13 293 c.2290C>T c.(2290-2292)CTC>TTC p.L764F

Pat_41 Post-Resistance CSF1R 1436 37 5 149433666 149433666 Missense_Mutation SNP G A 26 102 c.2885C>T c.(2884-2886)CCC>CTC p.P962L

Pat_41 Post-Resistance CSF1R 1436 37 5 149449526 149449526 Missense_Mutation SNP C T 5 123 c.1420G>A c.(1420-1422)GTT>ATT p.V474I

Pat_41 Post-Resistance PDGFRB 5159 37 5 149515324 149515324 Missense_Mutation SNP G A 5 39 c.158C>T c.(157-159)ACC>ATC p.T53I

Pat_41 Post-Resistance CAMK2A 815 37 5 149602774 149602774 Missense_Mutation SNP G A 8 68 c.1211C>T c.(1210-1212)TCC>TTC p.S404F

Pat_41 Post-Resistance ARSI 340075 37 5 149677591 149677591 Missense_Mutation SNP C T 7 122 c.896G>A c.(895-897)GGT>GAT p.G299D

Pat_41 Post-Resistance TCOF1 6949 37 5 149755468 149755468 Missense_Mutation SNP C T 4 39 c.1889C>T c.(1888-1890)GCT>GTT p.A630V

Pat_41 Post-Resistance TCOF1 6949 37 5 149758876 149758876 Missense_Mutation SNP G A 12 110 c.2563G>A c.(2563-2565)GCT>ACT p.A855T

Pat_41 Post-Resistance RBM22 55696 37 5 150075153 150075153 Missense_Mutation SNP G A 16 173 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance RBM22 55696 37 5 150075165 150075165 Missense_Mutation SNP C T 17 134 c.649G>A c.(649-651)GCT>ACT p.A217T

Pat_41 Post-Resistance GPX3 2878 37 5 150406470 150406470 Missense_Mutation SNP C T 23 135 c.251C>T c.(250-252)GCA>GTA p.A84V

Pat_41 Post-Resistance ANXA6 309 37 5 150496699 150496699 Missense_Mutation SNP C T 9 71 c.1561G>A c.(1561-1563)GAA>AAA p.E521K

Pat_41 Post-Resistance ANXA6 309 37 5 150516883 150516883 Splice_Site SNP C T 10 35 c.319_splice c.e6-1 p.G107_splice

Pat_41 Post-Resistance FAT2 2196 37 5 150886780 150886780 Missense_Mutation SNP G A 22 208 c.12452C>T c.(12451-12453)GCT>GTT p.A4151V

Pat_41 Post-Resistance FAT2 2196 37 5 150900978 150900978 Missense_Mutation SNP G A 12 157 c.11176C>T c.(11176-11178)CCC>TCC p.P3726S

Pat_41 Post-Resistance FAT2 2196 37 5 150923484 150923484 Nonsense_Mutation SNP G A 3 40 c.7204C>T c.(7204-7206)CAG>TAG p.Q2402*

Pat_41 Post-Resistance FAT2 2196 37 5 150947235 150947235 Missense_Mutation SNP G A 7 91 c.1258C>T c.(1258-1260)CTC>TTC p.L420F

Pat_41 Post-Resistance G3BP1 10146 37 5 151166204 151166204 Missense_Mutation SNP C T 59 374 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_41 Post-Resistance GRIA1 2890 37 5 153078544 153078544 Missense_Mutation SNP C T 9 112 c.1363C>T c.(1363-1365)CGT>TGT p.R455C

Pat_41 Post-Resistance FAM114A2 10827 37 5 153382525 153382525 Missense_Mutation SNP C T 10 129 c.998G>A c.(997-999)AGA>AAA p.R333K

Pat_41 Post-Resistance FAM114A2 10827 37 5 153409129 153409129 Missense_Mutation SNP C T 9 42 c.415G>A c.(415-417)GCC>ACC p.A139T

Pat_41 Post-Resistance GALNT10 55568 37 5 153789203 153789203 Nonsense_Mutation SNP C T 11 121 c.1267C>T c.(1267-1269)CAG>TAG p.Q423*



Pat_41 Post-Resistance LARP1 23367 37 5 154183836 154183836 Missense_Mutation SNP C T 7 364 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_41 Post-Resistance GEMIN5 25929 37 5 154282236 154282236 Missense_Mutation SNP C T 42 176 c.2729G>A c.(2728-2730)GGA>GAA p.G910E

Pat_41 Post-Resistance KIF4B 285643 37 5 154393943 154393943 Missense_Mutation SNP G A 17 363 c.524G>A c.(523-525)GGA>GAA p.G175E

Pat_41 Post-Resistance KIF4B 285643 37 5 154396685 154396685 Missense_Mutation SNP C T 10 68 c.3266C>T c.(3265-3267)TCC>TTC p.S1089F

Pat_41 Post-Resistance PPP1R2P3 153743 37 5 156278129 156278129 Missense_Mutation SNP G A 13 153 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_41 Post-Resistance HAVCR1 26762 37 5 156479456 156479456 Missense_Mutation SNP G A 42 628 c.589C>T c.(589-591)CCA>TCA p.P197S

Pat_41 Post-Resistance CYFIP2 26999 37 5 156760384 156760384 Missense_Mutation SNP C T 38 609 c.2315C>T c.(2314-2316)TCT>TTT p.S772F

Pat_41 Post-Resistance ADAM19 8728 37 5 156991397 156991397 Missense_Mutation SNP C T 4 127 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance SOX30 11063 37 5 157078471 157078471 Missense_Mutation SNP C T 13 238 c.616G>A c.(616-618)GCC>ACC p.A206T

Pat_41 Post-Resistance RNF145 153830 37 5 158630538 158630538 Missense_Mutation SNP C T 38 223 c.88G>A c.(88-90)GAT>AAT p.D30N

Pat_41 Post-Resistance CCNJL 79616 37 5 159680569 159680569 Missense_Mutation SNP C T 9 76 c.1124G>A c.(1123-1125)GGC>GAC p.G375D

Pat_41 Post-Resistance ATP10B 23120 37 5 159996596 159996596 Missense_Mutation SNP G A 12 200 c.3845C>T c.(3844-3846)CCC>CTC p.P1282L

Pat_41 Post-Resistance GABRG2 2566 37 5 161569169 161569169 Splice_Site SNP G T 26 402 c.770_splice c.e7-1 p.G257_splice

Pat_41 Post-Resistance ODZ2 57451 37 5 167420131 167420131 Missense_Mutation SNP C T 14 107 c.1130C>T c.(1129-1131)GCC>GTC p.A377V

Pat_41 Post-Resistance ODZ2 57451 37 5 167645925 167645925 Missense_Mutation SNP C T 18 219 c.5002C>T c.(5002-5004)CTT>TTT p.L1668F

Pat_41 Post-Resistance ODZ2 57451 37 5 167655066 167655066 Missense_Mutation SNP C G 5 64 c.5424C>G c.(5422-5424)AAC>AAG p.N1808K

Pat_41 Post-Resistance WWC1 23286 37 5 167881036 167881036 Missense_Mutation SNP G T 12 89 c.2589G>T c.(2587-2589)GAG>GAT p.E863D

Pat_41 Post-Resistance WWC1 23286 37 5 167882439 167882439 Missense_Mutation SNP C T 19 220 c.2737C>T c.(2737-2739)CCG>TCG p.P913S

Pat_41 Post-Resistance SLIT3 6586 37 5 168127629 168127629 Missense_Mutation SNP C T 7 130 c.2900G>A c.(2899-2901)GGA>GAA p.G967E

Pat_41 Post-Resistance DOCK2 1794 37 5 169502991 169502991 Missense_Mutation SNP G A 12 150 c.4769G>A c.(4768-4770)AGG>AAG p.R1590K

Pat_41 Post-Resistance TLX3 30012 37 5 170737360 170737360 Missense_Mutation SNP G A 3 38 c.628G>A c.(628-630)GTC>ATC p.V210I

Pat_41 Post-Resistance FGF18 8817 37 5 170863256 170863256 Missense_Mutation SNP G A 6 29 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_41 Post-Resistance STK10 6793 37 5 171554401 171554401 Missense_Mutation SNP C T 21 84 c.346G>A c.(346-348)GGA>AGA p.G116R

Pat_41 Post-Resistance SH3PXD2B 285590 37 5 171773171 171773171 Missense_Mutation SNP C T 16 251 c.1157G>A c.(1156-1158)GGC>GAC p.G386D

Pat_41 Post-Resistance SH3PXD2B 285590 37 5 171833335 171833335 Missense_Mutation SNP G A 145 199 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_41 Post-Resistance C5orf41 153222 37 5 172535810 172535810 Missense_Mutation SNP G A 14 178 c.1406G>A c.(1405-1407)GGC>GAC p.G469D

Pat_41 Post-Resistance CPEB4 80315 37 5 173317682 173317682 Missense_Mutation SNP G A 9 184 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_41 Post-Resistance KIAA1191 57179 37 5 175774742 175774742 Missense_Mutation SNP G A 5 132 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_41 Post-Resistance HIGD2A 192286 37 5 175816374 175816374 Missense_Mutation SNP C T 18 260 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_41 Post-Resistance GPRIN1 114787 37 5 176026667 176026667 Missense_Mutation SNP G A 23 80 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_41 Post-Resistance HK3 3101 37 5 176317706 176317706 Missense_Mutation SNP C T 63 263 c.560G>A c.(559-561)GGT>GAT p.G187D

Pat_41 Post-Resistance UIMC1 51720 37 5 176332440 176332440 Missense_Mutation SNP G A 12 138 c.2003C>T c.(2002-2004)TCT>TTT p.S668F

Pat_41 Post-Resistance NSD1 64324 37 5 176639013 176639013 Missense_Mutation SNP G A 5 157 c.3613G>A c.(3613-3615)GAG>AAG p.E1205K

Pat_41 Post-Resistance NSD1 64324 37 5 176721018 176721018 Missense_Mutation SNP G A 20 63 c.6649G>A c.(6649-6651)GAG>AAG p.E2217K

Pat_41 Post-Resistance FAM153A 285596 37 5 177164096 177164096 Missense_Mutation SNP C T 7 89 c.349G>A c.(349-351)GAG>AAG p.E117K

Pat_41 Post-Resistance N4BP3 23138 37 5 177546868 177546868 Missense_Mutation SNP G A 32 183 c.284G>A c.(283-285)GGT>GAT p.G95D

Pat_41 Post-Resistance C5orf45 51149 37 5 179268973 179268973 Missense_Mutation SNP C T 15 333 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_41 Post-Resistance BTNL8 79908 37 5 180338356 180338356 Missense_Mutation SNP C T 17 638 c.415C>T c.(415-417)CTC>TTC p.L139F

Pat_41 Post-Resistance BTNL9 153579 37 5 180483007 180483007 Missense_Mutation SNP G A 13 256 c.947G>A c.(946-948)GGC>GAC p.G316D

Pat_41 Post-Resistance TRIM41 90933 37 5 180661740 180661740 Missense_Mutation SNP C T 8 94 c.1858C>T c.(1858-1860)CTC>TTC p.L620F

Pat_41 Post-Resistance TRIM52 84851 37 5 180687240 180687240 Missense_Mutation SNP C T 9 158 c.575G>A c.(574-576)CGT>CAT p.R192H

Pat_41 Post-Resistance TRIM52 84851 37 5 180687601 180687601 Missense_Mutation SNP C T 20 143 c.214G>A c.(214-216)GTG>ATG p.V72M

Pat_41 Post-Resistance EXOC2 55770 37 6 553885 553885 Missense_Mutation SNP C T 29 174 c.2090G>A c.(2089-2091)GGA>GAA p.G697E

Pat_41 Post-Resistance EXOC2 55770 37 6 592521 592521 Nonsense_Mutation SNP C T 8 173 c.1140G>A c.(1138-1140)TGG>TGA p.W380*

Pat_41 Post-Resistance EXOC2 55770 37 6 637749 637749 Missense_Mutation SNP C T 18 312 c.70G>A c.(70-72)GTC>ATC p.V24I

Pat_41 Post-Resistance FOXF2 2295 37 6 1390673 1390673 Missense_Mutation SNP G A 22 121 c.491G>A c.(490-492)GGC>GAC p.G164D

Pat_41 Post-Resistance MYLK4 340156 37 6 2679604 2679604 Missense_Mutation SNP G A 39 601 c.797C>T c.(796-798)ACC>ATC p.T266I



Pat_41 Post-Resistance SERPINB1 1992 37 6 2836113 2836113 Missense_Mutation SNP C T 4 116 c.712G>A c.(712-714)GAC>AAC p.D238N

Pat_41 Post-Resistance SERPINB1 1992 37 6 2836377 2836377 Missense_Mutation SNP C T 9 461 c.532G>A c.(532-534)GAA>AAA p.E178K

Pat_41 Post-Resistance SERPINB9 5272 37 6 2892117 2892117 Missense_Mutation SNP C T 7 119 c.673G>A c.(673-675)GAG>AAG p.E225K

Pat_41 Post-Resistance SERPINB6 5269 37 6 2948668 2948668 Missense_Mutation SNP G A 13 68 c.995C>T c.(994-996)GCC>GTC p.A332V

Pat_41 Post-Resistance SLC22A23 63027 37 6 3273552 3273552 Missense_Mutation SNP G A 9 186 c.1798C>T c.(1798-1800)CAC>TAC p.H600Y

Pat_41 Post-Resistance C6orf146 222826 37 6 4074813 4074813 Missense_Mutation SNP C T 8 176 c.143G>A c.(142-144)GGT>GAT p.G48D

Pat_41 Post-Resistance LY86 9450 37 6 6654829 6654829 Missense_Mutation SNP C T 24 127 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_41 Post-Resistance RIOK1 83732 37 6 7413164 7413164 Missense_Mutation SNP G A 6 132 c.1432G>A c.(1432-1434)GGA>AGA p.G478R

Pat_41 Post-Resistance DSP 1832 37 6 7585744 7585744 Missense_Mutation SNP C T 13 59 c.8249C>T c.(8248-8250)GCC>GTC p.A2750V

Pat_41 Post-Resistance DSP 1832 37 6 7586038 7586038 Missense_Mutation SNP G A 13 131 c.8543G>A c.(8542-8544)GGA>GAA p.G2848E

Pat_41 Post-Resistance SNRNP48 154007 37 6 7606305 7606305 Missense_Mutation SNP C T 12 345 c.848C>T c.(847-849)TCT>TTT p.S283F

Pat_41 Post-Resistance HIVEP1 3096 37 6 12122729 12122729 Missense_Mutation SNP G A 8 202 c.2701G>A c.(2701-2703)GCC>ACC p.A901T

Pat_41 Post-Resistance HIVEP1 3096 37 6 12131064 12131064 Missense_Mutation SNP G A 12 193 c.6274G>A c.(6274-6276)GAA>AAA p.E2092K

Pat_41 Post-Resistance HIVEP1 3096 37 6 12162014 12162014 Missense_Mutation SNP C T 23 196 c.6830C>T c.(6829-6831)GCC>GTC p.A2277V

Pat_41 Post-Resistance TBC1D7 51256 37 6 13321219 13321219 Missense_Mutation SNP G A 41 674 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_41 Post-Resistance C6orf114 85411 37 6 13470469 13470469 Missense_Mutation SNP G A 13 85 c.44C>T c.(43-45)GCC>GTC p.A15V

Pat_41 Post-Resistance RNF182 221687 37 6 13977756 13977756 Missense_Mutation SNP G A 4 82 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_41 Post-Resistance JARID2 3720 37 6 15487685 15487685 Missense_Mutation SNP C T 26 171 c.818C>T c.(817-819)GCC>GTC p.A273V

Pat_41 Post-Resistance DTNBP1 84062 37 6 15533578 15533578 Missense_Mutation SNP G A 13 298 c.560C>T c.(559-561)ACC>ATC p.T187I

Pat_41 Post-Resistance ATXN1 6310 37 6 16307041 16307041 Missense_Mutation SNP C T 14 208 c.1967G>A c.(1966-1968)GGC>GAC p.G656D

Pat_41 Post-Resistance NUP153 9972 37 6 17626279 17626279 Missense_Mutation SNP G A 6 120 c.3661C>T c.(3661-3663)CCA>TCA p.P1221S

Pat_41 Post-Resistance NUP153 9972 37 6 17629443 17629443 Missense_Mutation SNP G A 5 50 c.2987C>T c.(2986-2988)ACT>ATT p.T996I

Pat_41 Post-Resistance KDM1B 221656 37 6 18197453 18197453 Missense_Mutation SNP G A 4 38 c.526G>A c.(526-528)GAC>AAC p.D176N

Pat_41 Post-Resistance CDKAL1 54901 37 6 20546595 20546595 Missense_Mutation SNP C T 20 320 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_41 Post-Resistance KIAA0319 9856 37 6 24596114 24596114 Missense_Mutation SNP C T 47 509 c.788G>A c.(787-789)AGC>AAC p.S263N

Pat_41 Post-Resistance TRIM38 10475 37 6 25967132 25967132 Missense_Mutation SNP C T 15 293 c.382C>T c.(382-384)CTT>TTT p.L128F

Pat_41 Post-Resistance HIST1H1A 3024 37 6 26017440 26017440 Missense_Mutation SNP G A 9 186 c.521C>T c.(520-522)ACT>ATT p.T174I

Pat_41 Post-Resistance HIST1H3D 8351 37 6 26197156 26197156 Missense_Mutation SNP G A 30 411 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_41 Post-Resistance PRSS16 10279 37 6 27220684 27220684 Missense_Mutation SNP G A 32 388 c.1106G>A c.(1105-1107)GGT>GAT p.G369D

Pat_41 Post-Resistance ZNF391 346157 37 6 27369215 27369215 Missense_Mutation SNP A G 19 106 c.1066A>G c.(1066-1068)ACT>GCT p.T356A

Pat_41 Post-Resistance HIST1H2AK 8330 37 6 27806095 27806095 Missense_Mutation SNP C T 13 229 c.23G>A c.(22-24)GGC>GAC p.G8D

Pat_41 Post-Resistance HIST1H1B 3009 37 6 27834956 27834956 Missense_Mutation SNP C T 23 109 c.352G>A c.(352-354)GAA>AAA p.E118K

Pat_41 Post-Resistance PGBD1 84547 37 6 28251930 28251930 Missense_Mutation SNP G A 25 419 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_41 Post-Resistance PGBD1 84547 37 6 28269811 28269811 Missense_Mutation SNP C T 12 146 c.2180C>T c.(2179-2181)TCC>TTC p.S727F

Pat_41 Post-Resistance ZNF323 64288 37 6 28297458 28297458 Missense_Mutation SNP C T 42 235 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_41 Post-Resistance ZKSCAN3 80317 37 6 28333227 28333227 Missense_Mutation SNP G A 5 149 c.782G>A c.(781-783)AGG>AAG p.R261K

Pat_41 Post-Resistance ZNF311 282890 37 6 28963251 28963251 Missense_Mutation SNP C T 13 106 c.1528G>A c.(1528-1530)GAT>AAT p.D510N

Pat_41 Post-Resistance OR2H1 26716 37 6 29430081 29430081 Missense_Mutation SNP G A 30 390 c.535G>A c.(535-537)GTC>ATC p.V179I

Pat_41 Post-Resistance GABBR1 2550 37 6 29577084 29577084 Missense_Mutation SNP G A 24 61 c.1781C>T c.(1780-1782)TCC>TTC p.S594F

Pat_41 Post-Resistance GABBR1 2550 37 6 29588918 29588918 Missense_Mutation SNP A G 13 191 c.1283T>C c.(1282-1284)GTC>GCC p.V428A

Pat_41 Post-Resistance GABBR1 2550 37 6 29595301 29595301 Missense_Mutation SNP G A 4 57 c.619C>T c.(619-621)CCG>TCG p.P207S

Pat_41 Post-Resistance HLA-G 3135 37 6 29795664 29795664 Missense_Mutation SNP G A 10 87 c.43G>A c.(43-45)GGG>AGG p.G15R

Pat_41 Post-Resistance HLA-H 3136 37 6 29856286 29856286 Missense_Mutation SNP C T 15 124 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_41 Post-Resistance TRIM10 10107 37 6 30122087 30122087 Missense_Mutation SNP C T 5 47 c.1105G>A c.(1105-1107)GTG>ATG p.V369M

Pat_41 Post-Resistance TRIM15 89870 37 6 30131822 30131822 Missense_Mutation SNP G A 12 111 c.361G>A c.(361-363)GAG>AAG p.E121K

Pat_41 Post-Resistance TRIM39 56658 37 6 30307703 30307703 Missense_Mutation SNP G A 9 99 c.799G>A c.(799-801)GAA>AAA p.E267K

Pat_41 Post-Resistance TRIM39 56658 37 6 30308331 30308331 Missense_Mutation SNP G A 14 239 c.943G>A c.(943-945)GAA>AAA p.E315K



Pat_41 Post-Resistance TRIM39 56658 37 6 30309749 30309749 Missense_Mutation SNP C T 14 130 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_41 Post-Resistance C6orf136 221545 37 6 30617539 30617539 Missense_Mutation SNP G A 40 259 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Post-Resistance DHX16 8449 37 6 30640513 30640513 Missense_Mutation SNP G A 11 117 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_41 Post-Resistance MDC1 9656 37 6 30672593 30672593 Missense_Mutation SNP T A 14 235 c.4367A>T c.(4366-4368)CAG>CTG p.Q1456L

Pat_41 Post-Resistance MDC1 9656 37 6 30681789 30681789 Missense_Mutation SNP G A 5 90 c.308C>T c.(307-309)CCT>CTT p.P103L

Pat_41 Post-Resistance DDR1 780 37 6 30856724 30856724 Missense_Mutation SNP T C 6 253 c.125T>C c.(124-126)ATC>ACC p.I42T

Pat_41 Post-Resistance DDR1 780 37 6 30860155 30860155 Missense_Mutation SNP C T 5 49 c.935C>T c.(934-936)GCC>GTC p.A312V

Pat_41 Post-Resistance GTF2H4 2968 37 6 30879272 30879272 Missense_Mutation SNP G A 11 264 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_41 Post-Resistance VARS2 57176 37 6 30892294 30892294 Missense_Mutation SNP C T 4 56 c.2630C>T c.(2629-2631)GCC>GTC p.A877V

Pat_41 Post-Resistance C6orf15 29113 37 6 31079240 31079240 Missense_Mutation SNP C T 9 49 c.896G>A c.(895-897)GGA>GAA p.G299E

Pat_41 Post-Resistance CCHCR1 54535 37 6 31118537 31118537 Missense_Mutation SNP C T 24 298 c.799G>A c.(799-801)GAA>AAA p.E267K

Pat_41 Post-Resistance TCF19 6941 37 6 31129226 31129226 Missense_Mutation SNP A G 9 232 c.241A>G c.(241-243)ACT>GCT p.T81A

Pat_41 Post-Resistance MICB 4277 37 6 31474987 31474987 Missense_Mutation SNP G A 8 81 c.802G>A c.(802-804)GTG>ATG p.V268M

Pat_41 Post-Resistance MICB 4277 37 6 31475045 31475045 Missense_Mutation SNP G A 4 106 c.860G>A c.(859-861)AGC>AAC p.S287N

Pat_41 Post-Resistance LTA 4049 37 6 31540715 31540715 Missense_Mutation SNP G A 6 89 c.110G>A c.(109-111)GGT>GAT p.G37D

Pat_41 Post-Resistance LTA 4049 37 6 31540721 31540721 Missense_Mutation SNP G A 8 116 c.116G>A c.(115-117)GGC>GAC p.G39D

Pat_41 Post-Resistance BAT2 7916 37 6 31596016 31596016 Missense_Mutation SNP G A 10 66 c.1765G>A c.(1765-1767)GTG>ATG p.V589M

Pat_41 Post-Resistance BAT2 7916 37 6 31599025 31599025 Missense_Mutation SNP C T 20 77 c.2575C>T c.(2575-2577)CCA>TCA p.P859S

Pat_41 Post-Resistance BAT3 7917 37 6 31615534 31615534 Missense_Mutation SNP C T 21 319 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_41 Post-Resistance C6orf47 57827 37 6 31627214 31627214 Missense_Mutation SNP C T 13 177 c.511G>A c.(511-513)GGC>AGC p.G171S

Pat_41 Post-Resistance BAT5 7920 37 6 31668790 31668790 Missense_Mutation SNP G A 7 175 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_41 Post-Resistance LY6G6F 259215 37 6 31678132 31678132 Missense_Mutation SNP C T 40 540 c.806C>T c.(805-807)GCC>GTC p.A269V

Pat_41 Post-Resistance DDAH2 23564 37 6 31695340 31695340 Missense_Mutation SNP C T 19 403 c.721G>A c.(721-723)GAT>AAT p.D241N

Pat_41 Post-Resistance DDAH2 23564 37 6 31695400 31695400 Missense_Mutation SNP G A 48 208 c.661C>T c.(661-663)CTC>TTC p.L221F

Pat_41 Post-Resistance VARS 7407 37 6 31760581 31760581 Missense_Mutation SNP C T 6 94 c.614G>A c.(613-615)GGA>GAA p.G205E

Pat_41 Post-Resistance HSPA1A 3303 37 6 31785170 31785170 Missense_Mutation SNP C T 5 32 c.1637C>T c.(1636-1638)GCC>GTC p.A546V

Pat_41 Post-Resistance NEU1 4758 37 6 31829962 31829962 Missense_Mutation SNP G A 9 93 c.166C>T c.(166-168)CCG>TCG p.P56S

Pat_41 Post-Resistance SLC44A4 80736 37 6 31832501 31832501 Missense_Mutation SNP C T 9 96 c.1939G>A c.(1939-1941)GGG>AGG p.G647R

Pat_41 Post-Resistance CFB 629 37 6 31917040 31917040 Missense_Mutation SNP G T 9 112 c.1189G>T c.(1189-1191)GAC>TAC p.D397Y

Pat_41 Post-Resistance RDBP 7936 37 6 31922602 31922602 Missense_Mutation SNP C T 41 266 c.472G>A c.(472-474)GCT>ACT p.A158T

Pat_41 Post-Resistance TNXB 7148 37 6 32032682 32032682 Missense_Mutation SNP C T 4 71 c.6757G>A c.(6757-6759)GAG>AAG p.E2253K

Pat_41 Post-Resistance TNXB 7148 37 6 32036433 32036433 Missense_Mutation SNP G A 6 94 c.5954C>T c.(5953-5955)CCC>CTC p.P1985L

Pat_41 Post-Resistance TNXB 7148 37 6 32049975 32049975 Nonsense_Mutation SNP G A 15 16 c.3574C>T c.(3574-3576)CAG>TAG p.Q1192*

Pat_41 Post-Resistance TNXB 7148 37 6 32063792 32063792 Missense_Mutation SNP C T 16 107 c.1838G>A c.(1837-1839)AGT>AAT p.S613N

Pat_41 Post-Resistance GPSM3 63940 37 6 32159259 32159259 Missense_Mutation SNP G A 5 115 c.367C>T c.(367-369)CGG>TGG p.R123W

Pat_41 Post-Resistance TAP2 6891 37 6 32784671 32784671 Missense_Mutation SNP C T 7 180 c.1991G>A c.(1990-1992)GGA>GAA p.G664E

Pat_41 Post-Resistance PSMB8 5696 37 6 32809307 32809307 Splice_Site SNP C T 8 200 c.742_splice c.e5+1 p.M248_splice

Pat_41 Post-Resistance PSMB8 5696 37 6 32809940 32809940 Missense_Mutation SNP C T 14 209 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_41 Post-Resistance HLA-DPA1 3113 37 6 33036530 33036530 Missense_Mutation SNP G A 21 166 c.680C>T c.(679-681)GCC>GTC p.A227V

Pat_41 Post-Resistance COL11A2 1302 37 6 33131493 33131493 Missense_Mutation SNP C T 25 69 c.5173G>A c.(5173-5175)GGA>AGA p.G1725R

Pat_41 Post-Resistance COL11A2 1302 37 6 33144527 33144527 Missense_Mutation SNP C T 12 35 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_41 Post-Resistance RXRB 6257 37 6 33165539 33165539 Missense_Mutation SNP C T 3 66 c.820G>A c.(820-822)GCG>ACG p.A274T

Pat_41 Post-Resistance RXRB 6257 37 6 33166147 33166147 Missense_Mutation SNP G A 37 290 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_41 Post-Resistance SLC39A7 7922 37 6 33169260 33169260 Missense_Mutation SNP G A 12 245 c.238G>A c.(238-240)GAC>AAC p.D80N

Pat_41 Post-Resistance VPS52 6293 37 6 33236299 33236299 Missense_Mutation SNP C T 7 168 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_41 Post-Resistance TAPBP 6892 37 6 33271992 33271992 Missense_Mutation SNP G A 7 106 c.1213C>T c.(1213-1215)CTT>TTT p.L405F

Pat_41 Post-Resistance DAXX 1616 37 6 33288156 33288156 Splice_Site SNP C T 12 129 c.1251_splice c.e4+1 p.E417_splice



Pat_41 Post-Resistance DAXX 1616 37 6 33288677 33288677 Missense_Mutation SNP G A 16 137 c.875C>T c.(874-876)GCT>GTT p.A292V

Pat_41 Post-Resistance PHF1 5252 37 6 33381232 33381232 Missense_Mutation SNP G A 6 76 c.485G>A c.(484-486)GGT>GAT p.G162D

Pat_41 Post-Resistance ITPR3 3710 37 6 33643499 33643499 Missense_Mutation SNP G A 5 180 c.3148G>A c.(3148-3150)GAG>AAG p.E1050K

Pat_41 Post-Resistance ITPR3 3710 37 6 33648444 33648444 Missense_Mutation SNP G A 17 215 c.4463G>A c.(4462-4464)AGC>AAC p.S1488N

Pat_41 Post-Resistance ITPR3 3710 37 6 33653298 33653298 Missense_Mutation SNP C T 6 18 c.5470C>T c.(5470-5472)CCC>TCC p.P1824S

Pat_41 Post-Resistance LEMD2 221496 37 6 33756811 33756811 Missense_Mutation SNP C T 11 62 c.83G>A c.(82-84)CGG>CAG p.R28Q

Pat_41 Post-Resistance PACSIN1 29993 37 6 34497237 34497237 Missense_Mutation SNP G A 7 131 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_41 Post-Resistance UHRF1BP1 54887 37 6 34826973 34826973 Missense_Mutation SNP G A 4 48 c.2840G>A c.(2839-2841)AGG>AAG p.R947K

Pat_41 Post-Resistance UHRF1BP1 54887 37 6 34850779 34850779 Splice_Site SNP G A 4 50 c.4570_splice c.e22-1

Pat_41 Post-Resistance TCP11 6954 37 6 35087097 35087097 Missense_Mutation SNP C T 31 141 c.1226G>A c.(1225-1227)GGC>GAC p.G409D

Pat_41 Post-Resistance TCP11 6954 37 6 35088424 35088424 Splice_Site SNP C T 4 35 c.755_splice c.e7-1 p.S252_splice

Pat_41 Post-Resistance SCUBE3 222663 37 6 35209404 35209404 Missense_Mutation SNP T C 11 229 c.1280T>C c.(1279-1281)CTG>CCG p.L427P

Pat_41 Post-Resistance DEF6 50619 37 6 35289140 35289140 Missense_Mutation SNP G A 7 101 c.1849G>A c.(1849-1851)GCT>ACT p.A617T

Pat_41 Post-Resistance FANCE 2178 37 6 35427148 35427148 Missense_Mutation SNP C T 10 246 c.1154C>T c.(1153-1155)ACT>ATT p.T385I

Pat_41 Post-Resistance FKBP5 2289 37 6 35558986 35558986 Missense_Mutation SNP C T 18 103 c.677G>A c.(676-678)GGA>GAA p.G226E

Pat_41 Post-Resistance LHFPL5 222662 37 6 35773572 35773572 Missense_Mutation SNP C T 27 393 c.125C>T c.(124-126)GCC>GTC p.A42V

Pat_41 Post-Resistance SRPK1 6732 37 6 35837616 35837616 Missense_Mutation SNP C T 61 422 c.1054G>A c.(1054-1056)GCA>ACA p.A352T

Pat_41 Post-Resistance SLC26A8 116369 37 6 35980092 35980092 Nonsense_Mutation SNP C T 29 115 c.246G>A c.(244-246)TGG>TGA p.W82*

Pat_41 Post-Resistance MAPK14 1432 37 6 36040661 36040661 Missense_Mutation SNP C T 15 105 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_41 Post-Resistance MAPK13 5603 37 6 36106190 36106190 Missense_Mutation SNP C T 4 109 c.731C>T c.(730-732)ACG>ATG p.T244M

Pat_41 Post-Resistance BRPF3 27154 37 6 36178288 36178288 Missense_Mutation SNP G A 12 83 c.2162G>A c.(2161-2163)CGC>CAC p.R721H

Pat_41 Post-Resistance BRPF3 27154 37 6 36181732 36181732 Missense_Mutation SNP C T 20 103 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_41 Post-Resistance PNPLA1 285848 37 6 36270015 36270015 Missense_Mutation SNP C T 28 251 c.1153C>T c.(1153-1155)CCT>TCT p.P385S

Pat_41 Post-Resistance STK38 11329 37 6 36483240 36483240 Missense_Mutation SNP C T 17 156 c.544G>A c.(544-546)GAC>AAC p.D182N

Pat_41 Post-Resistance CDKN1A 1026 37 6 36652012 36652012 Missense_Mutation SNP C T 20 122 c.134C>T c.(133-135)GCC>GTC p.A45V

Pat_41 Post-Resistance PI16 221476 37 6 36931691 36931691 Missense_Mutation SNP C T 5 55 c.1363C>T c.(1363-1365)CCT>TCT p.P455S

Pat_41 Post-Resistance TBC1D22B 55633 37 6 37249996 37249996 Nonsense_Mutation SNP C T 8 217 c.457C>T c.(457-459)CAA>TAA p.Q153*

Pat_41 Post-Resistance FTSJD2 23070 37 6 37443943 37443943 Missense_Mutation SNP C T 27 237 c.2078C>T c.(2077-2079)CCT>CTT p.P693L

Pat_41 Post-Resistance BTBD9 114781 37 6 38142775 38142775 Missense_Mutation SNP G A 6 337 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_41 Post-Resistance DNAH8 1769 37 6 38879353 38879353 Missense_Mutation SNP A G 3 77 c.9199A>G c.(9199-9201)ATG>GTG p.M3067V

Pat_41 Post-Resistance DNAH8 1769 37 6 38881726 38881726 Missense_Mutation SNP G A 6 60 c.9310G>A c.(9310-9312)GAA>AAA p.E3104K

Pat_41 Post-Resistance DNAH8 1769 37 6 38885845 38885845 Missense_Mutation SNP G A 19 166 c.9802G>A c.(9802-9804)GCT>ACT p.A3268T

Pat_41 Post-Resistance DNAH8 1769 37 6 38941554 38941554 Missense_Mutation SNP G A 12 106 c.11992G>A c.(11992-11994)GAG>AAG p.E3998K

Pat_41 Post-Resistance DNAH8 1769 37 6 38998080 38998080 Missense_Mutation SNP C T 16 180 c.13385C>T c.(13384-13386)ACC>ATC p.T4462I

Pat_41 Post-Resistance DNAH8 1769 37 6 38998148 38998148 Missense_Mutation SNP C T 17 135 c.13453C>T c.(13453-13455)CTT>TTT p.L4485F

Pat_41 Post-Resistance GLP1R 2740 37 6 39046128 39046128 Missense_Mutation SNP G A 9 221 c.854G>A c.(853-855)GGC>GAC p.G285D

Pat_41 Post-Resistance GLP1R 2740 37 6 39046924 39046924 Missense_Mutation SNP G A 9 360 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_41 Post-Resistance KCNK16 83795 37 6 39285729 39285729 Splice_Site SNP C T 5 30 c.329_splice c.e3-1 p.G110_splice

Pat_41 Post-Resistance DAAM2 23500 37 6 39843120 39843120 Missense_Mutation SNP G A 30 418 c.1177G>A c.(1177-1179)GGC>AGC p.G393S

Pat_41 Post-Resistance MOCS1 4337 37 6 39893527 39893527 Missense_Mutation SNP C T 15 100 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance NFYA 4800 37 6 41062193 41062193 Missense_Mutation SNP G A 14 223 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_41 Post-Resistance TRERF1 55809 37 6 42237117 42237117 Missense_Mutation SNP G A 7 113 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_41 Post-Resistance PRPH2 5961 37 6 42672326 42672326 Missense_Mutation SNP C T 14 221 c.605G>A c.(604-606)GGG>GAG p.G202E

Pat_41 Post-Resistance KIAA0240 23506 37 6 42833126 42833126 Missense_Mutation SNP G A 68 421 c.3182G>A c.(3181-3183)GGT>GAT p.G1061D

Pat_41 Post-Resistance CUL7 9820 37 6 43014327 43014327 Nonsense_Mutation SNP G A 4 91 c.2410C>T c.(2410-2412)CAG>TAG p.Q804*

Pat_41 Post-Resistance CUL7 9820 37 6 43019191 43019191 Missense_Mutation SNP G A 27 139 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_41 Post-Resistance PTK7 5754 37 6 43096754 43096754 Missense_Mutation SNP C T 14 125 c.119C>T c.(118-120)TCC>TTC p.S40F



Pat_41 Post-Resistance PTK7 5754 37 6 43111196 43111196 Missense_Mutation SNP C T 26 147 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_41 Post-Resistance PTK7 5754 37 6 43126554 43126554 Splice_Site SNP G A 4 27 c.2722_splice c.e18-1 p.V908_splice

Pat_41 Post-Resistance CUL9 23113 37 6 43171173 43171173 Missense_Mutation SNP G A 17 227 c.3868G>A c.(3868-3870)GTT>ATT p.V1290I

Pat_41 Post-Resistance TTBK1 84630 37 6 43220597 43220597 Missense_Mutation SNP G A 16 240 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_41 Post-Resistance TTBK1 84630 37 6 43226906 43226906 Missense_Mutation SNP G A 17 135 c.1147G>A c.(1147-1149)GGC>AGC p.G383S

Pat_41 Post-Resistance ZNF318 24149 37 6 43307112 43307112 Missense_Mutation SNP G A 25 70 c.4624C>T c.(4624-4626)CTC>TTC p.L1542F

Pat_41 Post-Resistance ZNF318 24149 37 6 43307505 43307505 Missense_Mutation SNP C T 21 87 c.4231G>A c.(4231-4233)GGA>AGA p.G1411R

Pat_41 Post-Resistance ZNF318 24149 37 6 43316061 43316061 Splice_Site SNP C T 22 127 c.3072_splice c.e6+1 p.K1024_splice

Pat_41 Post-Resistance ABCC10 89845 37 6 43400078 43400078 Nonsense_Mutation SNP G A 12 57 c.360G>A c.(358-360)TGG>TGA p.W120*

Pat_41 Post-Resistance YIPF3 25844 37 6 43483384 43483384 Missense_Mutation SNP A C 8 175 c.344T>G c.(343-345)ATC>AGC p.I115S

Pat_41 Post-Resistance POLH 5429 37 6 43572476 43572476 Splice_Site SNP G A 9 189 c.1008_splice c.e8+1 p.Q336_splice

Pat_41 Post-Resistance HSP90AB1 3326 37 6 44221050 44221050 Missense_Mutation SNP G A 48 783 c.2000G>A c.(1999-2001)GGC>GAC p.G667D

Pat_41 Post-Resistance AARS2 57505 37 6 44274997 44274997 Missense_Mutation SNP C T 6 83 c.1029G>A c.(1027-1029)ATG>ATA p.M343I

Pat_41 Post-Resistance ENPP4 22875 37 6 46111307 46111307 Missense_Mutation SNP G A 25 457 c.1292G>A c.(1291-1293)AGA>AAA p.R431K

Pat_41 Post-Resistance ENPP5 59084 37 6 46135583 46135583 Nonsense_Mutation SNP C T 14 255 c.417G>A c.(415-417)TGG>TGA p.W139*

Pat_41 Post-Resistance TDRD6 221400 37 6 46657517 46657517 Missense_Mutation SNP G A 24 281 c.1652G>A c.(1651-1653)GGT>GAT p.G551D

Pat_41 Post-Resistance PLA2G7 7941 37 6 46684800 46684800 Missense_Mutation SNP G A 19 327 c.143C>T c.(142-144)GCT>GTT p.A48V

Pat_41 Post-Resistance GPR116 221395 37 6 46826579 46826579 Missense_Mutation SNP C T 4 91 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_41 Post-Resistance GPR116 221395 37 6 46826769 46826769 Nonsense_Mutation SNP C T 11 218 c.2871G>A c.(2869-2871)TGG>TGA p.W957*

Pat_41 Post-Resistance GPR116 221395 37 6 46836787 46836787 Missense_Mutation SNP C T 5 73 c.1454G>A c.(1453-1455)GGA>GAA p.G485E

Pat_41 Post-Resistance TNFRSF21 27242 37 6 47253680 47253680 Missense_Mutation SNP C T 13 44 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_41 Post-Resistance GPR111 222611 37 6 47646772 47646772 Missense_Mutation SNP C T 20 107 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_41 Post-Resistance CRISP2 7180 37 6 49667525 49667525 Missense_Mutation SNP C T 12 155 c.263G>A c.(262-264)CGC>CAC p.R88H

Pat_41 Post-Resistance TFAP2D 83741 37 6 50740386 50740386 Missense_Mutation SNP G A 11 229 c.1168G>A c.(1168-1170)GCA>ACA p.A390T

Pat_41 Post-Resistance PKHD1 5314 37 6 51612717 51612717 Missense_Mutation SNP G A 9 159 c.9697C>T c.(9697-9699)CCC>TCC p.P3233S

Pat_41 Post-Resistance PKHD1 5314 37 6 51875247 51875247 Missense_Mutation SNP C T 9 171 c.5611G>A c.(5611-5613)GAA>AAA p.E1871K

Pat_41 Post-Resistance PKHD1 5314 37 6 51889519 51889519 Missense_Mutation SNP C T 13 51 c.5089G>A c.(5089-5091)GGT>AGT p.G1697S

Pat_41 Post-Resistance PKHD1 5314 37 6 51913308 51913308 Missense_Mutation SNP G A 35 297 c.2389C>T c.(2389-2391)CCT>TCT p.P797S

Pat_41 Post-Resistance PKHD1 5314 37 6 51923254 51923254 Missense_Mutation SNP C T 22 282 c.1379G>A c.(1378-1380)GGG>GAG p.G460E

Pat_41 Post-Resistance PKHD1 5314 37 6 51924779 51924779 Missense_Mutation SNP C T 29 194 c.1180G>A c.(1180-1182)GCA>ACA p.A394T

Pat_41 Post-Resistance MCM3 4172 37 6 52141130 52141130 Missense_Mutation SNP C T 11 124 c.1310G>A c.(1309-1311)GGC>GAC p.G437D

Pat_41 Post-Resistance EFHC1 114327 37 6 52319001 52319001 Missense_Mutation SNP G A 21 349 c.832G>A c.(832-834)GTC>ATC p.V278I

Pat_41 Post-Resistance TRAM2 9697 37 6 52372379 52372379 Missense_Mutation SNP C T 9 116 c.598G>A c.(598-600)GTG>ATG p.V200M

Pat_41 Post-Resistance GSTA3 2940 37 6 52768479 52768479 Missense_Mutation SNP C T 20 153 c.134G>A c.(133-135)AGA>AAA p.R45K

Pat_41 Post-Resistance ICK 22858 37 6 52905955 52905955 Missense_Mutation SNP C T 10 285 c.80G>A c.(79-81)GGG>GAG p.G27E

Pat_41 Post-Resistance HMGCLL1 54511 37 6 55304335 55304335 Missense_Mutation SNP G A 20 247 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_41 Post-Resistance DST 667 37 6 56323951 56323951 Missense_Mutation SNP G A 7 85 c.16880C>T c.(16879-16881)TCC>TTC p.S5627F

Pat_41 Post-Resistance DST 667 37 6 56366452 56366452 Missense_Mutation SNP C T 21 176 c.13249G>A c.(13249-13251)GAA>AAA p.E4417K

Pat_41 Post-Resistance DST 667 37 6 56425130 56425130 Missense_Mutation SNP G A 7 56 c.8045C>T c.(8044-8046)CCT>CTT p.P2682L

Pat_41 Post-Resistance KIAA1586 57691 37 6 56917809 56917809 Missense_Mutation SNP G T 10 307 c.512G>T c.(511-513)GGA>GTA p.G171V

Pat_41 Post-Resistance PHF3 23469 37 6 64390030 64390030 Missense_Mutation SNP C T 21 390 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_41 Post-Resistance PHF3 23469 37 6 64422708 64422708 Missense_Mutation SNP G A 6 138 c.5224G>A c.(5224-5226)GAT>AAT p.D1742N

Pat_41 Post-Resistance COL19A1 1310 37 6 70873248 70873248 Missense_Mutation SNP G A 9 85 c.2360G>A c.(2359-2361)AGA>AAA p.R787K

Pat_41 Post-Resistance COL19A1 1310 37 6 70873263 70873263 Missense_Mutation SNP G A 5 85 c.2375G>A c.(2374-2376)GGT>GAT p.G792D

Pat_41 Post-Resistance COL19A1 1310 37 6 70897807 70897807 Missense_Mutation SNP G A 8 99 c.2885G>A c.(2884-2886)GGC>GAC p.G962D

Pat_41 Post-Resistance COL9A1 1297 37 6 70944555 70944555 Missense_Mutation SNP G A 5 54 c.2201C>T c.(2200-2202)CCC>CTC p.P734L

Pat_41 Post-Resistance COL9A1 1297 37 6 70980033 70980033 Missense_Mutation SNP C T 5 126 c.1181G>A c.(1180-1182)GGC>GAC p.G394D



Pat_41 Post-Resistance SMAP1 60682 37 6 71567732 71567732 Missense_Mutation SNP G A 10 128 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_41 Post-Resistance RIMS1 22999 37 6 73043413 73043413 Missense_Mutation SNP G A 4 25 c.4241G>A c.(4240-4242)AGC>AAC p.S1414N

Pat_41 Post-Resistance KCNQ5 56479 37 6 73821047 73821047 Missense_Mutation SNP G A 9 74 c.1046G>A c.(1045-1047)GGT>GAT p.G349D

Pat_41 Post-Resistance COL12A1 1303 37 6 75838026 75838026 Missense_Mutation SNP C T 19 269 c.6326G>A c.(6325-6327)GGA>GAA p.G2109E

Pat_41 Post-Resistance COL12A1 1303 37 6 75893101 75893101 Missense_Mutation SNP G A 61 302 c.1556C>T c.(1555-1557)ACT>ATT p.T519I

Pat_41 Post-Resistance FILIP1 27145 37 6 76024752 76024752 Nonsense_Mutation SNP G A 21 264 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_41 Post-Resistance SENP6 26054 37 6 76425110 76425110 Missense_Mutation SNP C T 19 391 c.3139C>T c.(3139-3141)CTC>TTC p.L1047F

Pat_41 Post-Resistance MYO6 4646 37 6 76538267 76538267 Missense_Mutation SNP G A 8 188 c.198G>A c.(196-198)ATG>ATA p.M66I

Pat_41 Post-Resistance MYO6 4646 37 6 76572354 76572354 Missense_Mutation SNP G A 17 94 c.1588G>A c.(1588-1590)GAT>AAT p.D530N

Pat_41 Post-Resistance MYO6 4646 37 6 76618239 76618239 Missense_Mutation SNP G A 14 182 c.3307G>A c.(3307-3309)GAA>AAA p.E1103K

Pat_41 Post-Resistance HMGN3 9324 37 6 79924715 79924715 Missense_Mutation SNP C T 15 98 c.40G>A c.(40-42)GAT>AAT p.D14N

Pat_41 Post-Resistance BCKDHB 594 37 6 80878691 80878691 Missense_Mutation SNP G A 7 57 c.577G>A c.(577-579)GCT>ACT p.A193T

Pat_41 Post-Resistance IBTK 25998 37 6 82912293 82912293 Missense_Mutation SNP G A 30 272 c.2681C>T c.(2680-2682)TCT>TTT p.S894F

Pat_41 Post-Resistance TPBG 7162 37 6 83075178 83075178 Missense_Mutation SNP C T 37 221 c.500C>T c.(499-501)GCC>GTC p.A167V

Pat_41 Post-Resistance RWDD2A 112611 37 6 83905771 83905771 Missense_Mutation SNP C T 5 79 c.659C>T c.(658-660)TCC>TTC p.S220F

Pat_41 Post-Resistance SNAP91 9892 37 6 84290226 84290226 Missense_Mutation SNP C T 52 110 c.2242G>A c.(2242-2244)GCA>ACA p.A748T

Pat_41 Post-Resistance ZNF292 23036 37 6 87970656 87970656 Missense_Mutation SNP G A 3 24 c.7309G>A c.(7309-7311)GAA>AAA p.E2437K

Pat_41 Post-Resistance GJB7 375519 37 6 87994516 87994516 Missense_Mutation SNP C T 10 158 c.115G>A c.(115-117)GCA>ACA p.A39T

Pat_41 Post-Resistance C6orf165 154313 37 6 88173913 88173913 Missense_Mutation SNP G A 15 46 c.1814G>A c.(1813-1815)AGC>AAC p.S605N

Pat_41 Post-Resistance SLC35A1 10559 37 6 88187175 88187175 Missense_Mutation SNP G A 5 107 c.112G>A c.(112-114)GAC>AAC p.D38N

Pat_41 Post-Resistance UBE2J1 51465 37 6 90053466 90053466 Missense_Mutation SNP C T 3 37 c.41G>A c.(40-42)CGT>CAT p.R14H

Pat_41 Post-Resistance MDN1 23195 37 6 90359807 90359807 Missense_Mutation SNP C T 52 107 c.16142G>A c.(16141-16143)CGC>CAC p.R5381H

Pat_41 Post-Resistance MDN1 23195 37 6 90359833 90359833 Nonsense_Mutation SNP C T 20 104 c.16116G>A c.(16114-16116)TGG>TGA p.W5372*

Pat_41 Post-Resistance MDN1 23195 37 6 90365584 90365584 Missense_Mutation SNP G A 13 79 c.15389C>T c.(15388-15390)GCC>GTC p.A5130V

Pat_41 Post-Resistance EPHA7 2045 37 6 93964405 93964405 Missense_Mutation SNP G A 7 250 c.2492C>T c.(2491-2493)TCT>TTT p.S831F

Pat_41 Post-Resistance FUT9 10690 37 6 96651915 96651915 Missense_Mutation SNP C T 8 29 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_41 Post-Resistance C6orf167 253714 37 6 97677017 97677017 Missense_Mutation SNP C T 7 52 c.1792G>A c.(1792-1794)GCT>ACT p.A598T

Pat_41 Post-Resistance USP45 85015 37 6 99912955 99912955 Splice_Site SNP C T 7 42 c.1164_splice c.e12+1 p.R388_splice

Pat_41 Post-Resistance SIM1 6492 37 6 100838517 100838517 Missense_Mutation SNP G A 32 78 c.2021C>T c.(2020-2022)GCT>GTT p.A674V

Pat_41 Post-Resistance SIM1 6492 37 6 100895230 100895230 Nonsense_Mutation SNP C T 9 51 c.912G>A c.(910-912)TGG>TGA p.W304*

Pat_41 Post-Resistance AIM1 202 37 6 107006431 107006431 Missense_Mutation SNP C T 4 111 c.4562C>T c.(4561-4563)GCA>GTA p.A1521V

Pat_41 Post-Resistance QRSL1 55278 37 6 107100368 107100368 Missense_Mutation SNP G A 26 94 c.760G>A c.(760-762)GAC>AAC p.D254N

Pat_41 Post-Resistance SOBP 55084 37 6 107955643 107955643 Missense_Mutation SNP C T 6 52 c.1595C>T c.(1594-1596)CCC>CTC p.P532L

Pat_41 Post-Resistance SESN1 27244 37 6 109323539 109323539 Missense_Mutation SNP C T 23 65 c.110G>A c.(109-111)GGC>GAC p.G37D

Pat_41 Post-Resistance SLC22A16 85413 37 6 110777942 110777942 Missense_Mutation SNP C T 27 209 c.332G>A c.(331-333)AGT>AAT p.S111N

Pat_41 Post-Resistance CDK19 23097 37 6 110942440 110942440 Missense_Mutation SNP C T 8 45 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance REV3L 5980 37 6 111670513 111670513 Missense_Mutation SNP C T 30 113 c.7327G>A c.(7327-7329)GCT>ACT p.A2443T

Pat_41 Post-Resistance REV3L 5980 37 6 111710320 111710320 Missense_Mutation SNP G A 48 144 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_41 Post-Resistance TRAF3IP2 10758 37 6 111912557 111912557 Missense_Mutation SNP G A 7 30 c.733C>T c.(733-735)CCA>TCA p.P245S

Pat_41 Post-Resistance LAMA4 3910 37 6 112476148 112476148 Missense_Mutation SNP G A 4 85 c.1961C>T c.(1960-1962)GCG>GTG p.A654V

Pat_41 Post-Resistance DSE 29940 37 6 116720546 116720546 Missense_Mutation SNP A G 52 6 c.133A>G c.(133-135)ATG>GTG p.M45V

Pat_41 Post-Resistance RWDD1 51389 37 6 116910006 116910006 Missense_Mutation SNP C T 15 73 c.272C>T c.(271-273)GCT>GTT p.A91V

Pat_41 Post-Resistance RWDD1 51389 37 6 116914232 116914232 Missense_Mutation SNP C T 12 99 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_41 Post-Resistance RFX6 222546 37 6 117250125 117250125 Missense_Mutation SNP C T 23 136 c.2602C>T c.(2602-2604)CCA>TCA p.P868S

Pat_41 Post-Resistance C6orf170 221322 37 6 121544399 121544399 Missense_Mutation SNP C T 18 63 c.2464G>A c.(2464-2466)GTC>ATC p.V822I

Pat_41 Post-Resistance GJA1 2697 37 6 121768171 121768171 Missense_Mutation SNP G T 4 43 c.178G>T c.(178-180)GGT>TGT p.G60C

Pat_41 Post-Resistance HSF2 3298 37 6 122743976 122743976 Missense_Mutation SNP G A 6 91 c.944G>A c.(943-945)GGC>GAC p.G315D



Pat_41 Post-Resistance NCOA7 135112 37 6 126242132 126242132 Missense_Mutation SNP G A 21 107 c.2288G>A c.(2287-2289)AGC>AAC p.S763N

Pat_41 Post-Resistance ARHGAP18 93663 37 6 129905244 129905244 Missense_Mutation SNP T C 4 72 c.1727A>G c.(1726-1728)CAG>CGG p.Q576R

Pat_41 Post-Resistance EPB41L2 2037 37 6 131206241 131206241 Missense_Mutation SNP C T 12 221 c.1828G>A c.(1828-1830)GGA>AGA p.G610R

Pat_41 Post-Resistance EPB41L2 2037 37 6 131215562 131215562 Missense_Mutation SNP G A 6 228 c.1409C>T c.(1408-1410)ACC>ATC p.T470I

Pat_41 Post-Resistance AKAP7 9465 37 6 131602750 131602750 Missense_Mutation SNP G A 12 55 c.199G>A c.(199-201)GCT>ACT p.A67T

Pat_41 Post-Resistance MED23 9439 37 6 131926429 131926429 Missense_Mutation SNP G A 7 78 c.1564C>T c.(1564-1566)CCC>TCC p.P522S

Pat_41 Post-Resistance MED23 9439 37 6 131929121 131929121 Missense_Mutation SNP C T 9 90 c.1168G>A c.(1168-1170)GCT>ACT p.A390T

Pat_41 Post-Resistance ENPP3 5169 37 6 132047335 132047335 Nonsense_Mutation SNP C T 15 121 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_41 Post-Resistance TAAR2 9287 37 6 132938716 132938716 Missense_Mutation SNP C T 6 79 c.629G>A c.(628-630)GGG>GAG p.G210E

Pat_41 Post-Resistance VNN1 8876 37 6 133005556 133005556 Missense_Mutation SNP G A 13 157 c.1277C>T c.(1276-1278)TCC>TTC p.S426F

Pat_41 Post-Resistance EYA4 2070 37 6 133849899 133849899 Missense_Mutation SNP G A 21 418 c.1876G>A c.(1876-1878)GAC>AAC p.D626N

Pat_41 Post-Resistance TCF21 6943 37 6 134210849 134210849 Missense_Mutation SNP C T 28 159 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_41 Post-Resistance HBS1L 10767 37 6 135318631 135318631 Missense_Mutation SNP C T 15 132 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_41 Post-Resistance MYB 4602 37 6 135515596 135515596 Missense_Mutation SNP C T 7 60 c.946C>T c.(946-948)CCA>TCA p.P316S

Pat_41 Post-Resistance BCLAF1 9774 37 6 136582453 136582453 Missense_Mutation SNP C T 19 148 c.2707G>A c.(2707-2709)GAG>AAG p.E903K

Pat_41 Post-Resistance MAP7 9053 37 6 136742895 136742895 Missense_Mutation SNP C T 9 86 c.110G>A c.(109-111)AGC>AAC p.S37N

Pat_41 Post-Resistance MAP3K5 4217 37 6 136935302 136935302 Missense_Mutation SNP G A 5 60 c.2273C>T c.(2272-2274)CCT>CTT p.P758L

Pat_41 Post-Resistance IL22RA2 116379 37 6 137476092 137476092 Missense_Mutation SNP G A 18 122 c.458C>T c.(457-459)ACT>ATT p.T153I

Pat_41 Post-Resistance IL22RA2 116379 37 6 137477929 137477929 Missense_Mutation SNP G A 22 136 c.260C>T c.(259-261)TCT>TTT p.S87F

Pat_41 Post-Resistance OLIG3 167826 37 6 137814884 137814884 Missense_Mutation SNP C T 6 29 c.424G>A c.(424-426)GAG>AAG p.E142K

Pat_41 Post-Resistance TNFAIP3 7128 37 6 138196877 138196877 Missense_Mutation SNP C T 10 193 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_41 Post-Resistance KIAA1244 57221 37 6 138584656 138584656 Missense_Mutation SNP C T 3 27 c.2036C>T c.(2035-2037)TCC>TTC p.S679F

Pat_41 Post-Resistance GPR126 57211 37 6 142688820 142688820 Missense_Mutation SNP C T 4 63 c.218C>T c.(217-219)GCC>GTC p.A73V

Pat_41 Post-Resistance HIVEP2 3097 37 6 143089518 143089518 Splice_Site SNP C T 29 245 c.5342_splice c.e6+1 p.G1781_splice

Pat_41 Post-Resistance HIVEP2 3097 37 6 143094096 143094096 Missense_Mutation SNP C T 17 148 c.1780G>A c.(1780-1782)GCG>ACG p.A594T

Pat_41 Post-Resistance AIG1 51390 37 6 143458050 143458050 Missense_Mutation SNP G A 15 140 c.220G>A c.(220-222)GAG>AAG p.E74K

Pat_41 Post-Resistance PHACTR2 9749 37 6 144081633 144081633 Missense_Mutation SNP C T 6 2 c.517C>T c.(517-519)CCT>TCT p.P173S

Pat_41 Post-Resistance PHACTR2 9749 37 6 144081723 144081723 Nonsense_Mutation SNP C T 30 91 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_41 Post-Resistance SHPRH 257218 37 6 146275869 146275869 Missense_Mutation SNP C T 19 63 c.590G>A c.(589-591)AGA>AAA p.R197K

Pat_41 Post-Resistance SHPRH 257218 37 6 146276256 146276256 Missense_Mutation SNP C T 11 61 c.203G>A c.(202-204)AGA>AAA p.R68K

Pat_41 Post-Resistance SASH1 23328 37 6 148711373 148711373 Missense_Mutation SNP G A 3 13 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_41 Post-Resistance PCMT1 5110 37 6 150117584 150117584 Missense_Mutation SNP C T 30 118 c.626C>T c.(625-627)GCC>GTC p.A209V

Pat_41 Post-Resistance AKAP12 9590 37 6 151670613 151670613 Missense_Mutation SNP G A 27 101 c.1087G>A c.(1087-1089)GAA>AAA p.E363K

Pat_41 Post-Resistance RMND1 55005 37 6 151766870 151766870 Missense_Mutation SNP C T 4 58 c.77G>A c.(76-78)GGT>GAT p.G26D

Pat_41 Post-Resistance SYNE1 23345 37 6 152497620 152497620 Missense_Mutation SNP C T 25 232 c.23536G>A c.(23536-23538)GCC>ACC p.A7846T

Pat_41 Post-Resistance SYNE1 23345 37 6 152542003 152542003 Missense_Mutation SNP C T 28 213 c.21835G>A c.(21835-21837)GTT>ATT p.V7279I

Pat_41 Post-Resistance SYNE1 23345 37 6 152651401 152651401 Missense_Mutation SNP C T 12 27 c.14419G>A c.(14419-14421)GAA>AAA p.E4807K

Pat_41 Post-Resistance SYNE1 23345 37 6 152725448 152725448 Missense_Mutation SNP G A 16 93 c.6725C>T c.(6724-6726)TCT>TTT p.S2242F

Pat_41 Post-Resistance TFB1M 51106 37 6 155581535 155581535 Splice_Site SNP C T 22 85 c.667_splice c.e6-1 p.V223_splice

Pat_41 Post-Resistance ARID1B 57492 37 6 157502166 157502166 Missense_Mutation SNP C T 9 42 c.3145C>T c.(3145-3147)CCA>TCA p.P1049S

Pat_41 Post-Resistance ARID1B 57492 37 6 157502238 157502238 Missense_Mutation SNP C T 12 58 c.3217C>T c.(3217-3219)CCT>TCT p.P1073S

Pat_41 Post-Resistance ARID1B 57492 37 6 157519985 157519985 Missense_Mutation SNP C T 13 31 c.4000C>T c.(4000-4002)CCC>TCC p.P1334S

Pat_41 Post-Resistance ARID1B 57492 37 6 157527697 157527697 Missense_Mutation SNP C T 36 313 c.5368C>T c.(5368-5370)CGT>TGT p.R1790C

Pat_41 Post-Resistance SERAC1 84947 37 6 158571497 158571497 Missense_Mutation SNP C T 4 37 c.253G>A c.(253-255)GGA>AGA p.G85R

Pat_41 Post-Resistance TMEM181 57583 37 6 159029496 159029496 Splice_Site SNP G A 25 207 c.1215_splice c.e9+1 p.Q405_splice

Pat_41 Post-Resistance SYTL3 94120 37 6 159184350 159184350 Missense_Mutation SNP C T 9 102 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_41 Post-Resistance ACAT2 39 37 6 160197211 160197211 Missense_Mutation SNP C T 11 99 c.664C>T c.(664-666)CCT>TCT p.P222S



Pat_41 Post-Resistance PNLDC1 154197 37 6 160240050 160240050 Missense_Mutation SNP G A 6 97 c.1297G>A c.(1297-1299)GTC>ATC p.V433I

Pat_41 Post-Resistance IGF2R 3482 37 6 160484638 160484638 Missense_Mutation SNP C T 4 34 c.3862C>T c.(3862-3864)CCG>TCG p.P1288S

Pat_41 Post-Resistance LPA 4018 37 6 160999554 160999554 Splice_Site SNP C T 23 67 c.4471_splice c.e28+1 p.A1491_splice

Pat_41 Post-Resistance TTLL2 83887 37 6 167754397 167754397 Missense_Mutation SNP G A 22 177 c.1009G>A c.(1009-1011)GAC>AAC p.D337N

Pat_41 Post-Resistance KIF25 3834 37 6 168430266 168430266 Missense_Mutation SNP A C 3 94 c.1A>C c.(1-3)ATG>CTG p.M1L

Pat_41 Post-Resistance THBS2 7058 37 6 169640546 169640546 Splice_Site SNP C T 10 87 c.1032_splice c.e7+1 p.K344_splice

Pat_41 Post-Resistance WDR27 253769 37 6 170060792 170060792 Missense_Mutation SNP T C 6 74 c.1096A>G c.(1096-1098)AAC>GAC p.N366D

Pat_41 Post-Resistance TBP 6908 37 6 170870889 170870889 Missense_Mutation SNP C T 7 310 c.65C>T c.(64-66)ACT>ATT p.T22I

Pat_41 Post-Resistance TBP 6908 37 6 170880559 170880559 Missense_Mutation SNP C T 12 63 c.907C>T c.(907-909)CTT>TTT p.L303F

Pat_41 Post-Resistance PDCD2 5134 37 6 170887992 170887992 Missense_Mutation SNP C T 14 112 c.829G>A c.(829-831)GAT>AAT p.D277N

Pat_41 Post-Resistance FAM20C 56975 37 7 195733 195733 Splice_Site SNP G A 8 147 c.784_splice c.e2+1 p.A262_splice

Pat_41 Post-Resistance C7orf50 84310 37 7 1037352 1037352 Missense_Mutation SNP G A 20 81 c.494C>T c.(493-495)GCC>GTC p.A165V

Pat_41 Post-Resistance INTS1 26173 37 7 1512800 1512800 Missense_Mutation SNP C T 15 76 c.5978G>A c.(5977-5979)AGT>AAT p.S1993N

Pat_41 Post-Resistance TMEM184A 202915 37 7 1586805 1586805 Missense_Mutation SNP G A 3 38 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_41 Post-Resistance MAD1L1 8379 37 7 2054240 2054240 Missense_Mutation SNP T C 13 68 c.1256A>G c.(1255-1257)GAC>GGC p.D419G

Pat_41 Post-Resistance EIF3B 8662 37 7 2409142 2409142 Missense_Mutation SNP C T 20 323 c.1439C>T c.(1438-1440)GCC>GTC p.A480V

Pat_41 Post-Resistance TTYH3 80727 37 7 2686850 2686850 Missense_Mutation SNP G T 3 38 c.368G>T c.(367-369)CGC>CTC p.R123L

Pat_41 Post-Resistance TTYH3 80727 37 7 2698650 2698650 Splice_Site SNP G A 11 277 c.1500_splice c.e13+1 p.S500_splice

Pat_41 Post-Resistance CARD11 84433 37 7 2962947 2962947 Missense_Mutation SNP G A 4 97 c.1961C>T c.(1960-1962)ACC>ATC p.T654I

Pat_41 Post-Resistance CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 10 215 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_41 Post-Resistance SDK1 221935 37 7 4185505 4185505 Nonsense_Mutation SNP G A 13 84 c.4380G>A c.(4378-4380)TGG>TGA p.W1460*

Pat_41 Post-Resistance KIAA0415 9907 37 7 4825967 4825967 Missense_Mutation SNP G A 5 177 c.1219G>A c.(1219-1221)GCC>ACC p.A407T

Pat_41 Post-Resistance RADIL 55698 37 7 4856943 4856943 Missense_Mutation SNP C T 5 89 c.1655G>A c.(1654-1656)AGC>AAC p.S552N

Pat_41 Post-Resistance TNRC18 84629 37 7 5355635 5355635 Missense_Mutation SNP T C 15 72 c.6814A>G c.(6814-6816)ATC>GTC p.I2272V

Pat_41 Post-Resistance RNF216 54476 37 7 5662589 5662589 Missense_Mutation SNP G A 18 249 c.2503C>T c.(2503-2505)CCC>TCC p.P835S

Pat_41 Post-Resistance PMS2 5395 37 7 6042224 6042224 Missense_Mutation SNP T C 93 563 c.397A>G c.(397-399)ACT>GCT p.T133A

Pat_41 Post-Resistance PMS2 5395 37 7 6043405 6043405 Missense_Mutation SNP G A 23 146 c.269C>T c.(268-270)TCT>TTT p.S90F

Pat_41 Post-Resistance PMS2 5395 37 7 6045630 6045630 Missense_Mutation SNP T G 14 546 c.56A>C c.(55-57)GAT>GCT p.D19A

Pat_41 Post-Resistance USP42 84132 37 7 6189806 6189806 Missense_Mutation SNP C T 7 47 c.1979C>T c.(1978-1980)GCT>GTT p.A660V

Pat_41 Post-Resistance USP42 84132 37 7 6193634 6193634 Missense_Mutation SNP G A 4 109 c.2449G>A c.(2449-2451)GAC>AAC p.D817N

Pat_41 Post-Resistance USP42 84132 37 7 6196570 6196570 Missense_Mutation SNP G A 5 31 c.3827G>A c.(3826-3828)GGC>GAC p.G1276D

Pat_41 Post-Resistance C7orf70 84792 37 7 6370391 6370391 Missense_Mutation SNP C T 6 108 c.395G>A c.(394-396)GGA>GAA p.G132E

Pat_41 Post-Resistance DAGLB 221955 37 7 6449592 6449592 Missense_Mutation SNP C T 15 356 c.1895G>A c.(1894-1896)GGT>GAT p.G632D

Pat_41 Post-Resistance DAGLB 221955 37 7 6474499 6474499 Missense_Mutation SNP C T 30 428 c.572G>A c.(571-573)AGC>AAC p.S191N

Pat_41 Post-Resistance MIOS 54468 37 7 7613064 7613064 Missense_Mutation SNP C T 14 432 c.958C>T c.(958-960)CCT>TCT p.P320S

Pat_41 Post-Resistance ICA1 3382 37 7 8167583 8167583 Missense_Mutation SNP G A 6 160 c.1250C>T c.(1249-1251)CCC>CTC p.P417L

Pat_41 Post-Resistance PHF14 9678 37 7 11076259 11076259 Missense_Mutation SNP G A 14 100 c.1817G>A c.(1816-1818)GGA>GAA p.G606E

Pat_41 Post-Resistance PHF14 9678 37 7 11101648 11101648 Missense_Mutation SNP G A 5 41 c.2590G>A c.(2590-2592)GCT>ACT p.A864T

Pat_41 Post-Resistance THSD7A 221981 37 7 11418814 11418814 Missense_Mutation SNP G A 42 168 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_41 Post-Resistance THSD7A 221981 37 7 11676199 11676199 Missense_Mutation SNP C T 6 100 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_41 Post-Resistance TMEM195 392636 37 7 15433792 15433793 Missense_Mutation DNP GG AA 109 141 c.621_622CC>TTc.(619-624)AACCTT>AATTTT p.L208F

Pat_41 Post-Resistance ANKMY2 57037 37 7 16642096 16642096 Nonsense_Mutation SNP C T 37 215 c.1050G>A c.(1048-1050)TGG>TGA p.W350*

Pat_41 Post-Resistance AHR 196 37 7 17382575 17382575 Missense_Mutation SNP C T 30 155 c.2434C>T c.(2434-2436)CCA>TCA p.P812S

Pat_41 Post-Resistance HDAC9 9734 37 7 18706005 18706005 Missense_Mutation SNP G A 5 53 c.1628G>A c.(1627-1629)GGG>GAG p.G543E

Pat_41 Post-Resistance ITGB8 3696 37 7 20406758 20406758 Missense_Mutation SNP G A 13 231 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_41 Post-Resistance DNAH11 8701 37 7 21744166 21744166 Missense_Mutation SNP A T 4 116 c.6409A>T c.(6409-6411)AGG>TGG p.R2137W

Pat_41 Post-Resistance DNAH11 8701 37 7 21788281 21788281 Missense_Mutation SNP C T 13 95 c.8615C>T c.(8614-8616)TCC>TTC p.S2872F



Pat_41 Post-Resistance DNAH11 8701 37 7 21920430 21920430 Nonsense_Mutation SNP G A 11 86 c.12327G>A c.(12325-12327)TGG>TGA p.W4109*

Pat_41 Post-Resistance RAPGEF5 9771 37 7 22194192 22194192 Missense_Mutation SNP G A 7 217 c.1208C>T c.(1207-1209)TCC>TTC p.S403F

Pat_41 Post-Resistance NUPL2 11097 37 7 23240257 23240257 Missense_Mutation SNP C T 26 371 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_41 Post-Resistance NUPL2 11097 37 7 23240312 23240312 Missense_Mutation SNP C T 8 102 c.1220C>T c.(1219-1221)ACT>ATT p.T407I

Pat_41 Post-Resistance IGF2BP3 10643 37 7 23352079 23352079 Missense_Mutation SNP C T 7 67 c.1642G>A c.(1642-1644)GTT>ATT p.V548I

Pat_41 Post-Resistance IGF2BP3 10643 37 7 23357275 23357275 Missense_Mutation SNP G A 19 338 c.1378C>T c.(1378-1380)CCA>TCA p.P460S

Pat_41 Post-Resistance CLK2P 1197 37 7 23624917 23624917 Missense_Mutation SNP C T 20 200 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_41 Post-Resistance C7orf46 340277 37 7 23731120 23731120 Missense_Mutation SNP C A 35 302 c.542C>A c.(541-543)CCA>CAA p.P181Q

Pat_41 Post-Resistance C7orf46 340277 37 7 23737882 23737882 Missense_Mutation SNP G A 7 383 c.709G>A c.(709-711)GCA>ACA p.A237T

Pat_41 Post-Resistance C7orf46 340277 37 7 23740488 23740488 Splice_Site SNP G A 17 219 c.828_splice c.e6+1 p.R276_splice

Pat_41 Post-Resistance OSBPL3 26031 37 7 24901388 24901388 Missense_Mutation SNP C T 7 139 c.871G>A c.(871-873)GTC>ATC p.V291I

Pat_41 Post-Resistance CBX3 11335 37 7 26251312 26251312 Missense_Mutation SNP C T 8 251 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_41 Post-Resistance SKAP2 8935 37 7 26765179 26765179 Missense_Mutation SNP C T 4 88 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_41 Post-Resistance HOXA1 3198 37 7 27135161 27135161 Missense_Mutation SNP G A 12 170 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_41 Post-Resistance HOXA2 3199 37 7 27142064 27142064 Missense_Mutation SNP G A 20 385 c.56C>T c.(55-57)GCT>GTT p.A19V

Pat_41 Post-Resistance HOXA6 3203 37 7 27185506 27185506 Missense_Mutation SNP C T 16 160 c.473G>A c.(472-474)GGC>GAC p.G158D

Pat_41 Post-Resistance HIBADH 11112 37 7 27565940 27565940 Missense_Mutation SNP G A 7 62 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_41 Post-Resistance CREB5 9586 37 7 28547246 28547246 Missense_Mutation SNP C T 12 467 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_41 Post-Resistance CPVL 54504 37 7 29070228 29070228 Missense_Mutation SNP C T 45 570 c.1285G>A c.(1285-1287)GCT>ACT p.A429T

Pat_41 Post-Resistance CHN2 1124 37 7 29539497 29539497 Missense_Mutation SNP G A 5 239 c.754G>A c.(754-756)GTA>ATA p.V252I

Pat_41 Post-Resistance WIPF3 644150 37 7 29928987 29928987 Missense_Mutation SNP C T 7 126 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_41 Post-Resistance AQP1 358 37 7 30951784 30951784 Missense_Mutation SNP G A 7 161 c.260G>A c.(259-261)TGC>TAC p.C87Y

Pat_41 Post-Resistance PDE1C 5137 37 7 31904613 31904613 Missense_Mutation SNP C T 12 131 c.693G>A c.(691-693)ATG>ATA p.M231I

Pat_41 Post-Resistance FKBP9 11328 37 7 33020054 33020054 Missense_Mutation SNP C T 31 348 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_41 Post-Resistance EEPD1 80820 37 7 36194114 36194114 Missense_Mutation SNP G A 28 195 c.181G>A c.(181-183)GCA>ACA p.A61T

Pat_41 Post-Resistance EEPD1 80820 37 7 36194759 36194759 Missense_Mutation SNP G A 8 100 c.826G>A c.(826-828)GCC>ACC p.A276T

Pat_41 Post-Resistance ANLN 54443 37 7 36438964 36438964 Missense_Mutation SNP C T 7 157 c.449C>T c.(448-450)GCA>GTA p.A150V

Pat_41 Post-Resistance ANLN 54443 37 7 36450314 36450314 Splice_Site SNP G A 26 401 c.1287_splice c.e6+1 p.Q429_splice

Pat_41 Post-Resistance ELMO1 9844 37 7 37252945 37252945 Missense_Mutation SNP C T 10 237 c.949G>A c.(949-951)GAC>AAC p.D317N

Pat_41 Post-Resistance STARD3NL 83930 37 7 38256888 38256888 Missense_Mutation SNP G A 5 131 c.535G>A c.(535-537)GAA>AAA p.E179K

Pat_41 Post-Resistance POU6F2 11281 37 7 39243911 39243911 Missense_Mutation SNP C T 21 126 c.268C>T c.(268-270)CCA>TCA p.P90S

Pat_41 Post-Resistance RALA 5898 37 7 39730128 39730128 Missense_Mutation SNP G A 7 155 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_41 Post-Resistance C7orf10 79783 37 7 40789033 40789033 Missense_Mutation SNP G A 8 222 c.1090G>A c.(1090-1092)GTA>ATA p.V364I

Pat_41 Post-Resistance C7orf10 79783 37 7 40899963 40899963 Missense_Mutation SNP C T 41 478 c.1202C>T c.(1201-1203)CCC>CTC p.P401L

Pat_41 Post-Resistance GLI3 2737 37 7 42063207 42063207 Missense_Mutation SNP C T 5 77 c.1357G>A c.(1357-1359)GAA>AAA p.E453K

Pat_41 Post-Resistance GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 4 58 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_41 Post-Resistance C7orf25 79020 37 7 42949470 42949470 Missense_Mutation SNP G A 7 106 c.1030C>T c.(1030-1032)CGT>TGT p.R344C

Pat_41 Post-Resistance C7orf25 79020 37 7 42950138 42950138 Missense_Mutation SNP C T 17 218 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance POLD2 5425 37 7 44157597 44157597 Missense_Mutation SNP G A 32 197 c.287C>T c.(286-288)ACT>ATT p.T96I

Pat_41 Post-Resistance TMED4 222068 37 7 44620754 44620754 Missense_Mutation SNP G A 10 149 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_41 Post-Resistance ZMIZ2 83637 37 7 44806248 44806248 Missense_Mutation SNP G A 4 53 c.2641G>A c.(2641-2643)GAA>AAA p.E881K

Pat_41 Post-Resistance PURB 5814 37 7 44924157 44924157 Missense_Mutation SNP G A 18 233 c.791C>T c.(790-792)GCC>GTC p.A264V

Pat_41 Post-Resistance MYO1G 64005 37 7 45009350 45009350 Missense_Mutation SNP G A 9 246 c.1457C>T c.(1456-1458)ACC>ATC p.T486I

Pat_41 Post-Resistance ADCY1 107 37 7 45614510 45614510 Missense_Mutation SNP G A 4 76 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance PKD1L1 168507 37 7 47894505 47894505 Missense_Mutation SNP C T 45 513 c.4834G>A c.(4834-4836)GCA>ACA p.A1612T

Pat_41 Post-Resistance ABCA13 154664 37 7 48287983 48287983 Missense_Mutation SNP C T 51 417 c.1807C>T c.(1807-1809)CCC>TCC p.P603S

Pat_41 Post-Resistance GRB10 2887 37 7 50673084 50673084 Missense_Mutation SNP G A 11 124 c.1292C>T c.(1291-1293)TCC>TTC p.S431F



Pat_41 Post-Resistance COBL 23242 37 7 51096946 51096946 Missense_Mutation SNP G A 9 82 c.1847C>T c.(1846-1848)TCT>TTT p.S616F

Pat_41 Post-Resistance EGFR 1956 37 7 55220293 55220293 Missense_Mutation SNP C T 78 153 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_41 Post-Resistance ZNF479 90827 37 7 57187686 57187686 Missense_Mutation SNP G A 17 181 c.1436C>T c.(1435-1437)ACC>ATC p.T479I

Pat_41 Post-Resistance ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 6 242 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_41 Post-Resistance ZNF679 168417 37 7 63727184 63727184 Nonsense_Mutation SNP G A 5 112 c.1173G>A c.(1171-1173)TGG>TGA p.W391*

Pat_41 Post-Resistance ASL 435 37 7 65552326 65552326 Missense_Mutation SNP C T 9 146 c.608C>T c.(607-609)GCC>GTC p.A203V

Pat_41 Post-Resistance POM121 9883 37 7 72413675 72413675 Missense_Mutation SNP G A 15 36 c.3143G>A c.(3142-3144)GGC>GAC p.G1048D

Pat_41 Post-Resistance NCF1B 654816 37 7 72639965 72639965 Missense_Mutation SNP G A 7 243 c.196G>A c.(196-198)GGC>AGC p.G66S

Pat_41 Post-Resistance BAZ1B 9031 37 7 72892541 72892541 Missense_Mutation SNP G A 12 194 c.1250C>T c.(1249-1251)TCC>TTC p.S417F

Pat_41 Post-Resistance STX1A 6804 37 7 73118149 73118149 Missense_Mutation SNP G A 13 68 c.476C>T c.(475-477)ACC>ATC p.T159I

Pat_41 Post-Resistance CLIP2 7461 37 7 73752811 73752811 Missense_Mutation SNP C T 6 49 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_41 Post-Resistance GTF2IRD1 9569 37 7 73973250 73973250 Missense_Mutation SNP C T 4 95 c.2212C>T c.(2212-2214)CCC>TCC p.P738S

Pat_41 Post-Resistance TRIM74 378108 37 7 75034352 75034352 Nonsense_Mutation SNP G A 8 93 c.726G>A c.(724-726)TGG>TGA p.W242*

Pat_41 Post-Resistance POR 5447 37 7 75612839 75612839 Missense_Mutation SNP C T 17 118 c.832C>T c.(832-834)CCC>TCC p.P278S

Pat_41 Post-Resistance UPK3B 80761 37 7 76140051 76140051 Missense_Mutation SNP C A 3 24 c.82C>A c.(82-84)CTG>ATG p.L28M

Pat_41 Post-Resistance UPK3B 80761 37 7 76143388 76143388 Missense_Mutation SNP G A 6 184 c.751G>A c.(751-753)GCG>ACG p.A251T

Pat_41 Post-Resistance MAGI2 9863 37 7 77764430 77764430 Missense_Mutation SNP C T 32 220 c.2939G>A c.(2938-2940)GGC>GAC p.G980D

Pat_41 Post-Resistance GNAI1 2770 37 7 79833051 79833051 Missense_Mutation SNP C T 21 216 c.493C>T c.(493-495)CCA>TCA p.P165S

Pat_41 Post-Resistance SEMA3C 10512 37 7 80387731 80387731 Missense_Mutation SNP G A 20 327 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_41 Post-Resistance PCLO 27445 37 7 82451814 82451814 Missense_Mutation SNP G A 15 519 c.14788C>T c.(14788-14790)CCA>TCA p.P4930S

Pat_41 Post-Resistance PCLO 27445 37 7 82579001 82579001 Missense_Mutation SNP C T 21 230 c.10903G>A c.(10903-10905)GCC>ACC p.A3635T

Pat_41 Post-Resistance SEMA3E 9723 37 7 83014750 83014750 Splice_Site SNP C T 44 434 c.1736_splice c.e16-1 p.G579_splice

Pat_41 Post-Resistance DMTF1 9988 37 7 86824069 86824069 Missense_Mutation SNP C T 27 256 c.2098C>T c.(2098-2100)CCT>TCT p.P700S

Pat_41 Post-Resistance C7orf23 79161 37 7 86827279 86827279 Missense_Mutation SNP C T 59 515 c.212G>A c.(211-213)AGT>AAT p.S71N

Pat_41 Post-Resistance C7orf23 79161 37 7 86827362 86827362 Splice_Site SNP C T 21 278 c.130_splice c.e3-1 p.V44_splice

Pat_41 Post-Resistance CROT 54677 37 7 87011233 87011233 Missense_Mutation SNP C T 6 138 c.986C>T c.(985-987)CCT>CTT p.P329L

Pat_41 Post-Resistance ABCB1 5243 37 7 87183123 87183123 Missense_Mutation SNP G A 20 332 c.953C>T c.(952-954)ACC>ATC p.T318I

Pat_41 Post-Resistance ABCB1 5243 37 7 87225093 87225093 Missense_Mutation SNP C T 9 245 c.106G>A c.(106-108)GTA>ATA p.V36I

Pat_41 Post-Resistance DBF4 10926 37 7 87514318 87514318 Missense_Mutation SNP G A 11 115 c.244G>A c.(244-246)GAT>AAT p.D82N

Pat_41 Post-Resistance ADAM22 53616 37 7 87704955 87704955 Missense_Mutation SNP C T 11 260 c.338C>T c.(337-339)TCT>TTT p.S113F

Pat_41 Post-Resistance ADAM22 53616 37 7 87785270 87785270 Missense_Mutation SNP G A 8 421 c.1856G>A c.(1855-1857)GGT>GAT p.G619D

Pat_41 Post-Resistance SRI 6717 37 7 87838663 87838663 Missense_Mutation SNP C T 8 215 c.502G>A c.(502-504)GCT>ACT p.A168T

Pat_41 Post-Resistance C7orf63 79846 37 7 89903303 89903303 Missense_Mutation SNP C T 6 76 c.863C>T c.(862-864)GCT>GTT p.A288V

Pat_41 Post-Resistance GTPBP10 85865 37 7 90014364 90014364 Missense_Mutation SNP C T 27 473 c.1060C>T c.(1060-1062)CTT>TTT p.L354F

Pat_41 Post-Resistance CLDN12 9069 37 7 90042445 90042445 Missense_Mutation SNP T A 31 361 c.455T>A c.(454-456)ATC>AAC p.I152N

Pat_41 Post-Resistance AKAP9 10142 37 7 91668009 91668009 Missense_Mutation SNP C T 34 364 c.4615C>T c.(4615-4617)CCA>TCA p.P1539S

Pat_41 Post-Resistance AKAP9 10142 37 7 91674387 91674387 Missense_Mutation SNP C T 14 393 c.5228C>T c.(5227-5229)GCA>GTA p.A1743V

Pat_41 Post-Resistance AKAP9 10142 37 7 91690647 91690647 Missense_Mutation SNP C T 26 305 c.5675C>T c.(5674-5676)TCC>TTC p.S1892F

Pat_41 Post-Resistance AKAP9 10142 37 7 91736646 91736646 Missense_Mutation SNP G A 12 344 c.11456G>A c.(11455-11457)GGG>GAG p.G3819E

Pat_41 Post-Resistance PEX1 5189 37 7 92147353 92147353 Missense_Mutation SNP G A 8 95 c.476C>T c.(475-477)GCA>GTA p.A159V

Pat_41 Post-Resistance SAMD9 54809 37 7 92731132 92731132 Nonsense_Mutation SNP G A 22 444 c.4279C>T c.(4279-4281)CAG>TAG p.Q1427*

Pat_41 Post-Resistance SAMD9 54809 37 7 92733004 92733004 Missense_Mutation SNP C T 30 247 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_41 Post-Resistance SAMD9L 219285 37 7 92762127 92762127 Missense_Mutation SNP G A 6 321 c.3158C>T c.(3157-3159)ACT>ATT p.T1053I

Pat_41 Post-Resistance CCDC132 55610 37 7 92935281 92935281 Missense_Mutation SNP G A 32 443 c.1594G>A c.(1594-1596)GAT>AAT p.D532N

Pat_41 Post-Resistance CCDC132 55610 37 7 92940543 92940543 Missense_Mutation SNP C T 64 568 c.1814C>T c.(1813-1815)CCT>CTT p.P605L

Pat_41 Post-Resistance CALCR 799 37 7 93090240 93090240 Missense_Mutation SNP C T 15 300 c.643G>A c.(643-645)GTA>ATA p.V215I

Pat_41 Post-Resistance BET1 10282 37 7 93628543 93628543 Missense_Mutation SNP C T 21 179 c.83G>A c.(82-84)TGT>TAT p.C28Y



Pat_41 Post-Resistance COL1A2 1278 37 7 94037541 94037541 Missense_Mutation SNP G A 4 119 c.686G>A c.(685-687)GGC>GAC p.G229D

Pat_41 Post-Resistance PON1 5444 37 7 94944760 94944760 Missense_Mutation SNP G A 11 193 c.244C>T c.(244-246)CCT>TCT p.P82S

Pat_41 Post-Resistance ASB4 51666 37 7 95115471 95115471 Splice_Site SNP G A 21 272 c.187_splice c.e1+1 p.G63_splice

Pat_41 Post-Resistance LMTK2 22853 37 7 97822521 97822521 Missense_Mutation SNP G A 21 307 c.2744G>A c.(2743-2745)GGG>GAG p.G915E

Pat_41 Post-Resistance LMTK2 22853 37 7 97822571 97822571 Missense_Mutation SNP G A 19 309 c.2794G>A c.(2794-2796)GAA>AAA p.E932K

Pat_41 Post-Resistance TECPR1 25851 37 7 97851059 97851059 Missense_Mutation SNP C T 9 152 c.3071G>A c.(3070-3072)TGC>TAC p.C1024Y

Pat_41 Post-Resistance TECPR1 25851 37 7 97862970 97862970 Missense_Mutation SNP C T 5 161 c.1435G>A c.(1435-1437)GCC>ACC p.A479T

Pat_41 Post-Resistance TRRAP 8295 37 7 98515090 98515090 Missense_Mutation SNP G A 10 165 c.2410G>A c.(2410-2412)GAC>AAC p.D804N

Pat_41 Post-Resistance TRRAP 8295 37 7 98527726 98527726 Missense_Mutation SNP C T 5 206 c.3290C>T c.(3289-3291)GCT>GTT p.A1097V

Pat_41 Post-Resistance TRRAP 8295 37 7 98564710 98564710 Missense_Mutation SNP C T 10 179 c.7202C>T c.(7201-7203)ACT>ATT p.T2401I

Pat_41 Post-Resistance TRRAP 8295 37 7 98606051 98606051 Missense_Mutation SNP C T 15 564 c.10763C>T c.(10762-10764)CCC>CTC p.P3588L

Pat_41 Post-Resistance SMURF1 57154 37 7 98643330 98643330 Missense_Mutation SNP C T 19 239 c.1325G>A c.(1324-1326)GGT>GAT p.G442D

Pat_41 Post-Resistance SMURF1 57154 37 7 98645402 98645402 Missense_Mutation SNP C T 11 368 c.1135G>A c.(1135-1137)GTC>ATC p.V379I

Pat_41 Post-Resistance SMURF1 57154 37 7 98654839 98654839 Missense_Mutation SNP C T 30 684 c.392G>A c.(391-393)GGC>GAC p.G131D

Pat_41 Post-Resistance ARPC1A 10552 37 7 98946500 98946500 Missense_Mutation SNP C T 27 384 c.418C>T c.(418-420)CCG>TCG p.P140S

Pat_41 Post-Resistance ARPC1A 10552 37 7 98956034 98956034 Missense_Mutation SNP C T 7 274 c.785C>T c.(784-786)GCT>GTT p.A262V

Pat_41 Post-Resistance PTCD1 26024 37 7 99030947 99030947 Missense_Mutation SNP C T 37 541 c.548G>A c.(547-549)TGC>TAC p.C183Y

Pat_41 Post-Resistance ZNF789 285989 37 7 99077329 99077329 Missense_Mutation SNP G A 12 235 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_41 Post-Resistance CYP3A5 1577 37 7 99247830 99247830 Missense_Mutation SNP C T 54 481 c.1279G>A c.(1279-1281)GAT>AAT p.D427N

Pat_41 Post-Resistance CYP3A5 1577 37 7 99261613 99261613 Missense_Mutation SNP C T 19 166 c.776G>A c.(775-777)AGT>AAT p.S259N

Pat_41 Post-Resistance CYP3A7 1551 37 7 99314831 99314831 Missense_Mutation SNP C T 12 386 c.490G>A c.(490-492)GCA>ACA p.A164T

Pat_41 Post-Resistance CYP3A43 64816 37 7 99445199 99445199 Missense_Mutation SNP C T 11 237 c.407C>T c.(406-408)GCT>GTT p.A136V

Pat_41 Post-Resistance CYP3A43 64816 37 7 99447177 99447177 Missense_Mutation SNP G A 6 275 c.530G>A c.(529-531)GGG>GAG p.G177E

Pat_41 Post-Resistance GJC3 349149 37 7 99527119 99527119 Missense_Mutation SNP C T 6 209 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_41 Post-Resistance GJC3 349149 37 7 99527156 99527156 Missense_Mutation SNP C T 13 91 c.88G>A c.(88-90)GGA>AGA p.G30R

Pat_41 Post-Resistance AZGP1 563 37 7 99569368 99569368 Splice_Site SNP C T 11 332 c.337_splice c.e2+1 p.G113_splice

Pat_41 Post-Resistance ZKSCAN1 7586 37 7 99631096 99631096 Missense_Mutation SNP C T 4 43 c.968C>T c.(967-969)ACC>ATC p.T323I

Pat_41 Post-Resistance MCM7 4176 37 7 99696317 99696317 Missense_Mutation SNP G A 15 167 c.604C>T c.(604-606)CCT>TCT p.P202S

Pat_41 Post-Resistance AP4M1 9179 37 7 99699520 99699520 Missense_Mutation SNP G A 11 152 c.76G>A c.(76-78)GGC>AGC p.G26S

Pat_41 Post-Resistance AP4M1 9179 37 7 99701032 99701032 Missense_Mutation SNP G A 10 219 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_41 Post-Resistance GPC2 221914 37 7 99773257 99773257 Missense_Mutation SNP C T 3 58 c.586G>A c.(586-588)GCC>ACC p.A196T

Pat_41 Post-Resistance STAG3 10734 37 7 99798462 99798462 Missense_Mutation SNP C T 12 208 c.1931C>T c.(1930-1932)GCT>GTT p.A644V

Pat_41 Post-Resistance STAG3 10734 37 7 99808640 99808640 Missense_Mutation SNP C T 5 177 c.3245C>T c.(3244-3246)GCC>GTC p.A1082V

Pat_41 Post-Resistance MEPCE 56257 37 7 100028425 100028425 Missense_Mutation SNP C T 28 738 c.784C>T c.(784-786)CGG>TGG p.R262W

Pat_41 Post-Resistance TSC22D4 81628 37 7 100074905 100074905 Missense_Mutation SNP C T 10 207 c.757G>A c.(757-759)GGG>AGG p.G253R

Pat_41 Post-Resistance AGFG2 3268 37 7 100153284 100153284 Missense_Mutation SNP G A 6 224 c.803G>A c.(802-804)GGC>GAC p.G268D

Pat_41 Post-Resistance LRCH4 4034 37 7 100180040 100180040 Missense_Mutation SNP C T 9 112 c.263G>A c.(262-264)TGC>TAC p.C88Y

Pat_41 Post-Resistance TFR2 7036 37 7 100230916 100230916 Missense_Mutation SNP C T 10 123 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_41 Post-Resistance GIGYF1 64599 37 7 100284410 100284410 Missense_Mutation SNP G A 5 41 c.556C>T c.(556-558)CCA>TCA p.P186S

Pat_41 Post-Resistance ZAN 7455 37 7 100350706 100350706 Missense_Mutation SNP C T 13 371 c.2978C>T c.(2977-2979)CCC>CTC p.P993L

Pat_41 Post-Resistance SLC12A9 56996 37 7 100457825 100457825 Missense_Mutation SNP G A 11 61 c.1189G>A c.(1189-1191)GCT>ACT p.A397T

Pat_41 Post-Resistance MUC17 140453 37 7 100679202 100679202 Missense_Mutation SNP C T 30 605 c.4505C>T c.(4504-4506)ACC>ATC p.T1502I

Pat_41 Post-Resistance MUC17 140453 37 7 100680999 100680999 Missense_Mutation SNP G A 30 712 c.6302G>A c.(6301-6303)AGT>AAT p.S2101N

Pat_41 Post-Resistance MUC17 140453 37 7 100682754 100682754 Missense_Mutation SNP C T 13 806 c.8057C>T c.(8056-8058)ACT>ATT p.T2686I

Pat_41 Post-Resistance MUC17 140453 37 7 100683071 100683071 Missense_Mutation SNP C T 27 750 c.8374C>T c.(8374-8376)CCT>TCT p.P2792S

Pat_41 Post-Resistance MUC17 140453 37 7 100683423 100683423 Missense_Mutation SNP C T 27 764 c.8726C>T c.(8725-8727)TCT>TTT p.S2909F

Pat_41 Post-Resistance MUC17 140453 37 7 100695189 100695189 Missense_Mutation SNP C T 16 396 c.13049C>T c.(13048-13050)TCC>TTC p.S4350F



Pat_41 Post-Resistance TRIM56 81844 37 7 100732323 100732323 Missense_Mutation SNP G A 10 254 c.1730G>A c.(1729-1731)GGC>GAC p.G577D

Pat_41 Post-Resistance PLOD3 8985 37 7 100855182 100855182 Missense_Mutation SNP C T 4 46 c.1177G>A c.(1177-1179)GCC>ACC p.A393T

Pat_41 Post-Resistance ZNHIT1 10467 37 7 100866973 100866973 Missense_Mutation SNP G A 7 139 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_41 Post-Resistance CUX1 1523 37 7 101843453 101843453 Splice_Site SNP G A 5 78 c.2062_splice c.e17+1 p.A688_splice

Pat_41 Post-Resistance LRWD1 222229 37 7 102106607 102106607 Missense_Mutation SNP G A 9 214 c.322G>A c.(322-324)GAC>AAC p.D108N

Pat_41 Post-Resistance FBXL13 222235 37 7 102553582 102553582 Missense_Mutation SNP C T 6 197 c.959G>A c.(958-960)GGG>GAG p.G320E

Pat_41 Post-Resistance DPY19L2P2 349152 37 7 102825941 102825941 Missense_Mutation SNP C T 42 264 c.1054G>A c.(1054-1056)GCT>ACT p.A352T

Pat_41 Post-Resistance PMPCB 9512 37 7 102939942 102939942 Missense_Mutation SNP G A 15 328 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_41 Post-Resistance SLC26A5 375611 37 7 103018221 103018221 Missense_Mutation SNP G A 44 283 c.1811C>T c.(1810-1812)GCT>GTT p.A604V

Pat_41 Post-Resistance RELN 5649 37 7 103393659 103393659 Missense_Mutation SNP G A 8 335 c.547C>T c.(547-549)CCA>TCA p.P183S

Pat_41 Post-Resistance ORC5L 5001 37 7 103807252 103807252 Missense_Mutation SNP G A 10 277 c.958C>T c.(958-960)CCA>TCA p.P320S

Pat_41 Post-Resistance LHFPL3 375612 37 7 103969607 103969607 Missense_Mutation SNP C T 8 134 c.380C>T c.(379-381)ACC>ATC p.T127I

Pat_41 Post-Resistance MLL5 55904 37 7 104742023 104742023 Missense_Mutation SNP C T 7 163 c.1874C>T c.(1873-1875)GCT>GTT p.A625V

Pat_41 Post-Resistance MLL5 55904 37 7 104753127 104753127 Nonsense_Mutation SNP C T 15 589 c.4924C>T c.(4924-4926)CAA>TAA p.Q1642*

Pat_41 Post-Resistance PUS7 54517 37 7 105143011 105143011 Missense_Mutation SNP C T 7 107 c.586G>A c.(586-588)GTT>ATT p.V196I

Pat_41 Post-Resistance PUS7 54517 37 7 105146464 105146464 Missense_Mutation SNP C T 9 278 c.523G>A c.(523-525)GAA>AAA p.E175K

Pat_41 Post-Resistance SYPL1 6856 37 7 105752618 105752618 Missense_Mutation SNP C T 5 101 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_41 Post-Resistance PIK3CG 5294 37 7 106508716 106508716 Missense_Mutation SNP C T 40 449 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_41 Post-Resistance PIK3CG 5294 37 7 106509321 106509321 Missense_Mutation SNP C T 5 207 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_41 Post-Resistance COG5 10466 37 7 107188745 107188745 Missense_Mutation SNP C T 23 734 c.418G>A c.(418-420)GCT>ACT p.A140T

Pat_41 Post-Resistance DUS4L 11062 37 7 107215727 107215727 Missense_Mutation SNP C T 6 203 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_41 Post-Resistance SLC26A4 5172 37 7 107314726 107314726 Missense_Mutation SNP C T 16 462 c.533C>T c.(532-534)ACT>ATT p.T178I

Pat_41 Post-Resistance SLC26A4 5172 37 7 107315403 107315403 Missense_Mutation SNP G A 47 443 c.614G>A c.(613-615)GGC>GAC p.G205D

Pat_41 Post-Resistance CBLL1 79872 37 7 107398769 107398769 Missense_Mutation SNP C T 25 623 c.622C>T c.(622-624)CCT>TCT p.P208S

Pat_41 Post-Resistance CBLL1 79872 37 7 107399240 107399240 Missense_Mutation SNP C T 21 774 c.1093C>T c.(1093-1095)CCT>TCT p.P365S

Pat_41 Post-Resistance SLC26A3 1811 37 7 107423462 107423462 Missense_Mutation SNP C T 81 491 c.1196G>A c.(1195-1197)AGA>AAA p.R399K

Pat_41 Post-Resistance SLC26A3 1811 37 7 107432319 107432319 Missense_Mutation SNP G A 25 390 c.338C>T c.(337-339)GCC>GTC p.A113V

Pat_41 Post-Resistance LAMB1 3912 37 7 107615483 107615483 Missense_Mutation SNP C T 22 277 c.1430G>A c.(1429-1431)GGT>GAT p.G477D

Pat_41 Post-Resistance LAMB4 22798 37 7 107696131 107696131 Missense_Mutation SNP G A 6 93 c.3701C>T c.(3700-3702)CCT>CTT p.P1234L

Pat_41 Post-Resistance THAP5 168451 37 7 108205072 108205072 Missense_Mutation SNP G A 34 353 c.751C>T c.(751-753)CCA>TCA p.P251S

Pat_41 Post-Resistance DNAJB9 4189 37 7 108213565 108213565 Missense_Mutation SNP G A 15 269 c.440G>A c.(439-441)GGT>GAT p.G147D

Pat_41 Post-Resistance LRRN3 54674 37 7 110764299 110764299 Missense_Mutation SNP G A 6 160 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_41 Post-Resistance DOCK4 9732 37 7 111379221 111379221 Missense_Mutation SNP G A 18 295 c.5174C>T c.(5173-5175)GCC>GTC p.A1725V

Pat_41 Post-Resistance DOCK4 9732 37 7 111381153 111381153 Missense_Mutation SNP C T 8 461 c.5010G>A c.(5008-5010)ATG>ATA p.M1670I

Pat_41 Post-Resistance DOCK4 9732 37 7 111484938 111484938 Missense_Mutation SNP C T 33 206 c.2617G>A c.(2617-2619)GAG>AAG p.E873K

Pat_41 Post-Resistance DOCK4 9732 37 7 111617186 111617186 Splice_Site SNP C T 8 124 c.701_splice c.e8+1 p.S234_splice

Pat_41 Post-Resistance IFRD1 3475 37 7 112102181 112102181 Nonsense_Mutation SNP G A 7 443 c.744G>A c.(742-744)TGG>TGA p.W248*

Pat_41 Post-Resistance TFEC 22797 37 7 115594691 115594691 Missense_Mutation SNP C T 12 112 c.388G>A c.(388-390)GAC>AAC p.D130N

Pat_41 Post-Resistance WNT2 7472 37 7 116955306 116955306 Missense_Mutation SNP G A 10 204 c.407C>T c.(406-408)TCC>TTC p.S136F

Pat_41 Post-Resistance CFTR 1080 37 7 117254688 117254688 Missense_Mutation SNP G A 14 461 c.3389G>A c.(3388-3390)GGT>GAT p.G1130D

Pat_41 Post-Resistance CTTNBP2 83992 37 7 117432428 117432428 Missense_Mutation SNP G T 4 97 c.822C>A c.(820-822)GAC>GAA p.D274E

Pat_41 Post-Resistance ANKRD7 56311 37 7 117876878 117876878 Missense_Mutation SNP C T 30 469 c.610C>T c.(610-612)CCA>TCA p.P204S

Pat_41 Post-Resistance KCND2 3751 37 7 119914895 119914895 Missense_Mutation SNP C T 74 476 c.209C>T c.(208-210)TCT>TTT p.S70F

Pat_41 Post-Resistance KCND2 3751 37 7 119915042 119915042 Missense_Mutation SNP T C 31 580 c.356T>C c.(355-357)CTG>CCG p.L119P

Pat_41 Post-Resistance ING3 54556 37 7 120608117 120608117 Missense_Mutation SNP C T 5 124 c.686C>T c.(685-687)GCT>GTT p.A229V

Pat_41 Post-Resistance C7orf58 79974 37 7 120935675 120935675 Missense_Mutation SNP G A 14 350 c.3050G>A c.(3049-3051)AGC>AAC p.S1017N

Pat_41 Post-Resistance PTPRZ1 5803 37 7 121653814 121653814 Missense_Mutation SNP G A 48 260 c.4714G>A c.(4714-4716)GAC>AAC p.D1572N



Pat_41 Post-Resistance PTPRZ1 5803 37 7 121653847 121653847 Missense_Mutation SNP G A 31 542 c.4747G>A c.(4747-4749)GCA>ACA p.A1583T

Pat_41 Post-Resistance PTPRZ1 5803 37 7 121691519 121691519 Missense_Mutation SNP C T 19 391 c.6122C>T c.(6121-6123)TCT>TTT p.S2041F

Pat_41 Post-Resistance AASS 10157 37 7 121726122 121726122 Missense_Mutation SNP C T 9 437 c.2128G>A c.(2128-2130)GAG>AAG p.E710K

Pat_41 Post-Resistance FEZF1 389549 37 7 121942272 121942272 Missense_Mutation SNP G A 34 269 c.1207C>T c.(1207-1209)CCC>TCC p.P403S

Pat_41 Post-Resistance TAS2R16 50833 37 7 122635189 122635189 Missense_Mutation SNP G A 48 336 c.500C>T c.(499-501)ACT>ATT p.T167I

Pat_41 Post-Resistance IQUB 154865 37 7 123097539 123097539 Missense_Mutation SNP C T 28 776 c.2089G>A c.(2089-2091)GTC>ATC p.V697I

Pat_41 Post-Resistance IQUB 154865 37 7 123142718 123142718 Missense_Mutation SNP G A 5 205 c.956C>T c.(955-957)ACT>ATT p.T319I

Pat_41 Post-Resistance LMOD2 442721 37 7 123302785 123302785 Missense_Mutation SNP G A 10 266 c.1145G>A c.(1144-1146)AGA>AAA p.R382K

Pat_41 Post-Resistance SPAM1 6677 37 7 123593991 123593991 Missense_Mutation SNP C T 9 345 c.367C>T c.(367-369)CAT>TAT p.H123Y

Pat_41 Post-Resistance SPAM1 6677 37 7 123595115 123595115 Missense_Mutation SNP G A 57 455 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_41 Post-Resistance POT1 25913 37 7 124503616 124503616 Missense_Mutation SNP C T 8 163 c.334G>A c.(334-336)GCC>ACC p.A112T

Pat_41 Post-Resistance GRM8 2918 37 7 126882871 126882871 Missense_Mutation SNP C T 13 217 c.388G>A c.(388-390)GAT>AAT p.D130N

Pat_41 Post-Resistance ZNF800 168850 37 7 127013448 127013448 Missense_Mutation SNP G A 4 89 c.1942C>T c.(1942-1944)CCT>TCT p.P648S

Pat_41 Post-Resistance PAX4 5078 37 7 127253864 127253864 Missense_Mutation SNP C T 20 166 c.484G>A c.(484-486)GGC>AGC p.G162S

Pat_41 Post-Resistance SND1 27044 37 7 127569307 127569307 Missense_Mutation SNP G A 44 299 c.1594G>A c.(1594-1596)GAA>AAA p.E532K

Pat_41 Post-Resistance RBM28 55131 37 7 127955018 127955018 Missense_Mutation SNP G A 8 251 c.1844C>T c.(1843-1845)CCT>CTT p.P615L

Pat_41 Post-Resistance IMPDH1 3614 37 7 128040569 128040569 Missense_Mutation SNP C T 6 86 c.349G>A c.(349-351)GAC>AAC p.D117N

Pat_41 Post-Resistance CALU 813 37 7 128398946 128398946 Missense_Mutation SNP G A 8 526 c.437G>A c.(436-438)GGA>GAA p.G146E

Pat_41 Post-Resistance OPN1SW 611 37 7 128415045 128415045 Nonsense_Mutation SNP C T 14 193 c.516G>A c.(514-516)TGG>TGA p.W172*

Pat_41 Post-Resistance FLNC 2318 37 7 128480646 128480646 Missense_Mutation SNP G A 24 450 c.1594G>A c.(1594-1596)GTG>ATG p.V532M

Pat_41 Post-Resistance FLNC 2318 37 7 128481563 128481563 Missense_Mutation SNP C T 17 397 c.2063C>T c.(2062-2064)GCT>GTT p.A688V

Pat_41 Post-Resistance FLNC 2318 37 7 128483512 128483512 Missense_Mutation SNP G A 6 115 c.2692G>A c.(2692-2694)GGC>AGC p.G898S

Pat_41 Post-Resistance FLNC 2318 37 7 128496677 128496677 Missense_Mutation SNP G A 5 106 c.7357G>A c.(7357-7359)GAG>AAG p.E2453K

Pat_41 Post-Resistance IRF5 3663 37 7 128586043 128586043 Missense_Mutation SNP C T 5 160 c.340C>T c.(340-342)CCC>TCC p.P114S

Pat_41 Post-Resistance TNPO3 23534 37 7 128694821 128694821 Missense_Mutation SNP C T 7 93 c.4G>A c.(4-6)GAA>AAA p.E2K

Pat_41 Post-Resistance SMO 6608 37 7 128851543 128851543 Missense_Mutation SNP C T 9 221 c.1868C>T c.(1867-1869)ACC>ATC p.T623I

Pat_41 Post-Resistance AHCYL2 23382 37 7 129066405 129066405 Splice_Site SNP G A 8 89 c.1829_splice c.e16+1 p.R610_splice

Pat_41 Post-Resistance ZC3HC1 51530 37 7 129658530 129658530 Nonsense_Mutation SNP G A 53 380 c.1483C>T c.(1483-1485)CAG>TAG p.Q495*

Pat_41 Post-Resistance KLHDC10 23008 37 7 129769366 129769366 Missense_Mutation SNP C T 16 237 c.1069C>T c.(1069-1071)CCA>TCA p.P357S

Pat_41 Post-Resistance TMEM209 84928 37 7 129841722 129841722 Missense_Mutation SNP C T 4 136 c.541G>A c.(541-543)GTG>ATG p.V181M

Pat_41 Post-Resistance CPA4 51200 37 7 129944382 129944382 Missense_Mutation SNP G A 8 448 c.449G>A c.(448-450)GGA>GAA p.G150E

Pat_41 Post-Resistance CPA1 1357 37 7 130023625 130023625 Missense_Mutation SNP C T 6 296 c.686C>T c.(685-687)ACG>ATG p.T229M

Pat_41 Post-Resistance PLXNA4 91584 37 7 132193067 132193067 Missense_Mutation SNP G A 11 56 c.386C>T c.(385-387)GCC>GTC p.A129V

Pat_41 Post-Resistance AKR1B10 57016 37 7 134225822 134225822 Missense_Mutation SNP C T 9 106 c.932C>T c.(931-933)CCC>CTC p.P311L

Pat_41 Post-Resistance AKR1B15 441282 37 7 134256425 134256425 Missense_Mutation SNP G A 12 362 c.505G>A c.(505-507)GCC>ACC p.A169T

Pat_41 Post-Resistance BPGM 669 37 7 134346389 134346389 Nonsense_Mutation SNP C T 6 168 c.130C>T c.(130-132)CAA>TAA p.Q44*

Pat_41 Post-Resistance CNOT4 4850 37 7 135047690 135047690 Missense_Mutation SNP G A 30 723 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_41 Post-Resistance SLC13A4 26266 37 7 135368912 135368912 Missense_Mutation SNP G A 21 157 c.1703C>T c.(1702-1704)GCC>GTC p.A568V

Pat_41 Post-Resistance LUZP6 767558 37 7 135614697 135614697 Missense_Mutation SNP C T 73 556 c.334G>A c.(334-336)GCA>ACA p.A112T

Pat_41 Post-Resistance DGKI 9162 37 7 137271908 137271908 Missense_Mutation SNP G A 7 279 c.1360C>T c.(1360-1362)CCT>TCT p.P454S

Pat_41 Post-Resistance AKR1D1 6718 37 7 137791435 137791435 Missense_Mutation SNP C T 19 357 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance ATP6V0A4 50617 37 7 138432246 138432246 Missense_Mutation SNP C T 5 112 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_41 Post-Resistance ATP6V0A4 50617 37 7 138437504 138437504 Missense_Mutation SNP C T 10 219 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_41 Post-Resistance KIAA1549 57670 37 7 138603546 138603546 Missense_Mutation SNP C T 4 56 c.826G>A c.(826-828)GGT>AGT p.G276S

Pat_41 Post-Resistance ZC3HAV1 56829 37 7 138768753 138768753 Missense_Mutation SNP C T 6 131 c.470G>A c.(469-471)GGT>GAT p.G157D

Pat_41 Post-Resistance UBN2 254048 37 7 138969256 138969256 Missense_Mutation SNP C T 10 258 c.3605C>T c.(3604-3606)CCA>CTA p.P1202L

Pat_41 Post-Resistance LUC7L2 51631 37 7 139030283 139030283 Missense_Mutation SNP C T 11 176 c.175C>T c.(175-177)CTT>TTT p.L59F



Pat_41 Post-Resistance LUC7L2 51631 37 7 139102364 139102364 Missense_Mutation SNP G A 12 489 c.890G>A c.(889-891)CGG>CAG p.R297Q

Pat_41 Post-Resistance JHDM1D 80853 37 7 139796441 139796441 Missense_Mutation SNP C T 23 339 c.2288G>A c.(2287-2289)AGA>AAA p.R763K

Pat_41 Post-Resistance JHDM1D 80853 37 7 139810984 139810984 Missense_Mutation SNP G A 7 116 c.1339C>T c.(1339-1341)CTT>TTT p.L447F

Pat_41 Post-Resistance BRAF 673 37 7 140439683 140439683 Missense_Mutation SNP G A 5 95 c.2056C>T c.(2056-2058)CCA>TCA p.P686S

Pat_41 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 260 18 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_41 Post-Resistance BRAF 673 37 7 140476715 140476715 Missense_Mutation SNP A G 11 373 c.1691T>C c.(1690-1692)ATG>ACG p.M564T

Pat_41 Post-Resistance MRPS33 51650 37 7 140710402 140710402 Missense_Mutation SNP A G 22 633 c.32T>C c.(31-33)ATG>ACG p.M11T

Pat_41 Post-Resistance WEE2 494551 37 7 141414144 141414144 Missense_Mutation SNP C T 6 96 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_41 Post-Resistance WEE2 494551 37 7 141422958 141422958 Missense_Mutation SNP C T 9 339 c.905C>T c.(904-906)TCT>TTT p.S302F

Pat_41 Post-Resistance WEE2 494551 37 7 141427132 141427132 Missense_Mutation SNP G A 37 440 c.1421G>A c.(1420-1422)AGA>AAA p.R474K

Pat_41 Post-Resistance TAS2R4 50832 37 7 141478958 141478958 Missense_Mutation SNP G A 7 121 c.670G>A c.(670-672)GCT>ACT p.A224T

Pat_41 Post-Resistance PRSS37 136242 37 7 141540827 141540827 Missense_Mutation SNP C T 62 432 c.23G>A c.(22-24)GGT>GAT p.G8D

Pat_41 Post-Resistance MGAM 8972 37 7 141805680 141805680 Missense_Mutation SNP A G 7 382 c.5563A>G c.(5563-5565)AGC>GGC p.S1855G

Pat_41 Post-Resistance TRY6 154754 37 7 142480022 142480022 Missense_Mutation SNP C T 36 570 c.154C>T c.(154-156)CTC>TTC p.L52F

Pat_41 Post-Resistance TRY6 154754 37 7 142481270 142481270 Missense_Mutation SNP C T 30 324 c.344C>T c.(343-345)ACA>ATA p.T115I

Pat_41 Post-Resistance EPHB6 2051 37 7 142568053 142568053 Nonsense_Mutation SNP G A 9 408 c.2694G>A c.(2692-2694)TGG>TGA p.W898*

Pat_41 Post-Resistance TRPV6 55503 37 7 142573566 142573566 Missense_Mutation SNP G A 21 220 c.854C>T c.(853-855)TCC>TTC p.S285F

Pat_41 Post-Resistance C7orf34 135927 37 7 142636707 142636707 Missense_Mutation SNP G A 5 95 c.64G>A c.(64-66)GTG>ATG p.V22M

Pat_41 Post-Resistance OR6V1 346517 37 7 142749823 142749823 Missense_Mutation SNP G A 10 215 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_41 Post-Resistance OR6V1 346517 37 7 142750170 142750170 Missense_Mutation SNP C G 36 257 c.733C>G c.(733-735)CTG>GTG p.L245V

Pat_41 Post-Resistance TAS2R39 259285 37 7 142880944 142880944 Missense_Mutation SNP C T 5 239 c.433C>T c.(433-435)CCC>TCC p.P145S

Pat_41 Post-Resistance TAS2R40 259286 37 7 142920027 142920027 Missense_Mutation SNP G A 16 361 c.856G>A c.(856-858)GCT>ACT p.A286T

Pat_41 Post-Resistance GSTK1 373156 37 7 142965883 142965883 Missense_Mutation SNP G A 11 169 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_41 Post-Resistance CLCN1 1180 37 7 143036392 143036392 Missense_Mutation SNP G A 23 407 c.1448G>A c.(1447-1449)GGC>GAC p.G483D

Pat_41 Post-Resistance FAM131B 9715 37 7 143056055 143056055 Missense_Mutation SNP C T 7 140 c.247G>A c.(247-249)GCC>ACC p.A83T

Pat_41 Post-Resistance ZYX 7791 37 7 143085929 143085929 Missense_Mutation SNP G A 8 220 c.1384G>A c.(1384-1386)GCC>ACC p.A462T

Pat_41 Post-Resistance FAM115C 285966 37 7 143421678 143421678 Missense_Mutation SNP C T 4 23 c.2393C>T c.(2392-2394)GCC>GTC p.A798V

Pat_41 Post-Resistance FAM115A 9747 37 7 143573641 143573641 Missense_Mutation SNP G A 9 155 c.61C>T c.(61-63)CCC>TCC p.P21S

Pat_41 Post-Resistance OR2F2 135948 37 7 143632797 143632797 Missense_Mutation SNP G A 8 192 c.472G>A c.(472-474)GTG>ATG p.V158M

Pat_41 Post-Resistance OR2F1 26211 37 7 143657961 143657961 Missense_Mutation SNP G A 15 214 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_41 Post-Resistance ARHGEF5 7984 37 7 144075960 144075960 Splice_Site SNP G A 14 347 c.4636_splice c.e14+1 p.G1546_splice

Pat_41 Post-Resistance CUL1 8454 37 7 148427162 148427162 Translation_Start_Site SNP C A 16 423 c.-52C>A c.(-54--50)AGCTG>AGATG

Pat_41 Post-Resistance CUL1 8454 37 7 148454172 148454172 Missense_Mutation SNP C T 16 531 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance EZH2 2146 37 7 148512598 148512598 Missense_Mutation SNP C T 18 456 c.1531G>A c.(1531-1533)GAC>AAC p.D511N

Pat_41 Post-Resistance EZH2 2146 37 7 148544387 148544387 Missense_Mutation SNP C T 72 734 c.4G>A c.(4-6)GGC>AGC p.G2S

Pat_41 Post-Resistance ZNF425 155054 37 7 148802082 148802082 Missense_Mutation SNP C T 9 94 c.881G>A c.(880-882)TGT>TAT p.C294Y

Pat_41 Post-Resistance ZNF425 155054 37 7 148809285 148809285 Missense_Mutation SNP C T 16 296 c.248G>A c.(247-249)AGC>AAC p.S83N

Pat_41 Post-Resistance ZNF425 155054 37 7 148815350 148815350 Missense_Mutation SNP C T 32 349 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_41 Post-Resistance ZNF398 57541 37 7 148851154 148851154 Missense_Mutation SNP G A 7 257 c.142G>A c.(142-144)GCC>ACC p.A48T

Pat_41 Post-Resistance ZNF777 27153 37 7 149133753 149133753 Missense_Mutation SNP G A 5 157 c.1252C>T c.(1252-1254)CCA>TCA p.P418S

Pat_41 Post-Resistance ZNF862 643641 37 7 149556569 149556569 Nonsense_Mutation SNP G A 8 58 c.1176G>A c.(1174-1176)TGG>TGA p.W392*

Pat_41 Post-Resistance ZNF775 285971 37 7 150094991 150094992 Missense_Mutation DNP CC TT 6 130 c.1422_1423CC>TTc.(1420-1425)TACCCG>TATTCGp.P475S

Pat_41 Post-Resistance GIMAP8 155038 37 7 150167948 150167948 Missense_Mutation SNP G A 12 184 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_41 Post-Resistance GIMAP4 55303 37 7 150269490 150269490 Missense_Mutation SNP C T 14 138 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_41 Post-Resistance GIMAP1 170575 37 7 150417432 150417432 Missense_Mutation SNP G A 9 117 c.340G>A c.(340-342)GCG>ACG p.A114T

Pat_41 Post-Resistance NOS3 4846 37 7 150703991 150703991 Missense_Mutation SNP G A 22 217 c.1835G>A c.(1834-1836)CGC>CAC p.R612H

Pat_41 Post-Resistance ACCN3 9311 37 7 150747649 150747649 Missense_Mutation SNP G A 19 193 c.767G>A c.(766-768)GGG>GAG p.G256E



Pat_41 Post-Resistance SLC4A2 6522 37 7 150761690 150761690 Missense_Mutation SNP C T 33 285 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_41 Post-Resistance SLC4A2 6522 37 7 150763962 150763962 Missense_Mutation SNP G A 6 66 c.848G>A c.(847-849)GGG>GAG p.G283E

Pat_41 Post-Resistance ABCF2 10061 37 7 150921903 150921903 Missense_Mutation SNP T C 7 217 c.326A>G c.(325-327)AAC>AGC p.N109S

Pat_41 Post-Resistance SMARCD3 6604 37 7 150939647 150939647 Missense_Mutation SNP G A 11 381 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_41 Post-Resistance RHEB 6009 37 7 151181827 151181827 Missense_Mutation SNP C T 9 398 c.188G>A c.(187-189)GGG>GAG p.G63E

Pat_41 Post-Resistance MLL3 58508 37 7 151851351 151851351 Splice_Site SNP C T 16 145 c.12139_splice c.e47+1 p.S4047_splice

Pat_41 Post-Resistance MLL3 58508 37 7 151879505 151879505 Missense_Mutation SNP G A 32 759 c.5440C>T c.(5440-5442)CCT>TCT p.P1814S

Pat_41 Post-Resistance MLL3 58508 37 7 151884799 151884799 Splice_Site SNP C T 6 279 c.4793_splice c.e32+1 p.R1598_splice

Pat_41 Post-Resistance DPP6 1804 37 7 154595584 154595584 Missense_Mutation SNP G A 9 182 c.1418G>A c.(1417-1419)AGC>AAC p.S473N

Pat_41 Post-Resistance INSIG1 3638 37 7 155093396 155093396 Missense_Mutation SNP G A 18 426 c.533G>A c.(532-534)AGT>AAT p.S178N

Pat_41 Post-Resistance RBM33 155435 37 7 155473567 155473567 Missense_Mutation SNP G A 19 128 c.532G>A c.(532-534)GAC>AAC p.D178N

Pat_41 Post-Resistance NOM1 64434 37 7 156746904 156746904 Missense_Mutation SNP C T 10 199 c.1220C>T c.(1219-1221)GCC>GTC p.A407V

Pat_41 Post-Resistance NOM1 64434 37 7 156754844 156754844 Splice_Site SNP G A 17 555 c.1633_splice c.e5-1 p.I545_splice

Pat_41 Post-Resistance UBE3C 9690 37 7 157000567 157000567 Missense_Mutation SNP A G 9 142 c.1747A>G c.(1747-1749)ACT>GCT p.T583A

Pat_41 Post-Resistance UBE3C 9690 37 7 157049658 157049658 Missense_Mutation SNP G A 7 312 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_41 Post-Resistance NCAPG2 54892 37 7 158457348 158457348 Missense_Mutation SNP G A 15 121 c.1574C>T c.(1573-1575)TCT>TTT p.S525F

Pat_41 Post-Resistance ZNF596 169270 37 8 195811 195811 Missense_Mutation SNP C T 5 31 c.964C>T c.(964-966)CTT>TTT p.L322F

Pat_41 Post-Resistance ARHGEF10 9639 37 8 1851528 1851528 Missense_Mutation SNP G A 7 187 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_41 Post-Resistance ARHGEF10 9639 37 8 1853773 1853773 Missense_Mutation SNP G A 21 351 c.1858G>A c.(1858-1860)GAT>AAT p.D620N

Pat_41 Post-Resistance MYOM2 9172 37 8 2005865 2005865 Missense_Mutation SNP C T 6 157 c.527C>T c.(526-528)ACC>ATC p.T176I

Pat_41 Post-Resistance MYOM2 9172 37 8 2089063 2089063 Splice_Site SNP G A 16 215 c.3965_splice c.e34-1 p.A1322_splice

Pat_41 Post-Resistance CSMD1 64478 37 8 2830795 2830795 Missense_Mutation SNP G A 26 603 c.8770C>T c.(8770-8772)CCG>TCG p.P2924S

Pat_41 Post-Resistance CSMD1 64478 37 8 3165912 3165912 Missense_Mutation SNP C T 7 132 c.3748G>A c.(3748-3750)GCC>ACC p.A1250T

Pat_41 Post-Resistance CSMD1 64478 37 8 3889615 3889615 Missense_Mutation SNP G A 8 52 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_41 Post-Resistance MCPH1 79648 37 8 6302747 6302747 Missense_Mutation SNP G A 10 124 c.1504G>A c.(1504-1506)GCC>ACC p.A502T

Pat_41 Post-Resistance SGK223 157285 37 8 8176743 8176743 Missense_Mutation SNP C T 11 144 c.3142G>A c.(3142-3144)GAC>AAC p.D1048N

Pat_41 Post-Resistance SGK223 157285 37 8 8234750 8234750 Missense_Mutation SNP C T 10 30 c.1169G>A c.(1168-1170)GGG>GAG p.G390E

Pat_41 Post-Resistance TNKS 8658 37 8 9623824 9623824 Missense_Mutation SNP C T 43 246 c.3629C>T c.(3628-3630)GCC>GTC p.A1210V

Pat_41 Post-Resistance RP1L1 94137 37 8 10466636 10466636 Missense_Mutation SNP G A 6 55 c.4972C>T c.(4972-4974)CCC>TCC p.P1658S

Pat_41 Post-Resistance RP1L1 94137 37 8 10468205 10468205 Missense_Mutation SNP G A 12 124 c.3403C>T c.(3403-3405)CCT>TCT p.P1135S

Pat_41 Post-Resistance MTMR9 66036 37 8 11172484 11172484 Nonsense_Mutation SNP C T 124 101 c.1024C>T c.(1024-1026)CAG>TAG p.Q342*

Pat_41 Post-Resistance AMAC1L2 83650 37 8 11189118 11189118 Missense_Mutation SNP G A 23 427 c.503G>A c.(502-504)GGA>GAA p.G168E

Pat_41 Post-Resistance FAM167A 83648 37 8 11301799 11301799 Missense_Mutation SNP G A 9 106 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_41 Post-Resistance BLK 640 37 8 11400822 11400822 Missense_Mutation SNP C T 5 101 c.89C>T c.(88-90)GCC>GTC p.A30V

Pat_41 Post-Resistance GATA4 2626 37 8 11614533 11614533 Missense_Mutation SNP C T 19 353 c.1087C>T c.(1087-1089)CCC>TCC p.P363S

Pat_41 Post-Resistance FDFT1 2222 37 8 11660420 11660420 Missense_Mutation SNP G A 10 94 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_41 Post-Resistance USP17L2 377630 37 8 11994816 11994816 Missense_Mutation SNP G A 15 181 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_41 Post-Resistance TUSC3 7991 37 8 15605895 15605895 Missense_Mutation SNP G A 13 191 c.949G>A c.(949-951)GTG>ATG p.V317M

Pat_41 Post-Resistance EFHA2 286097 37 8 16962981 16962981 Missense_Mutation SNP G A 4 54 c.1145G>A c.(1144-1146)GGA>GAA p.G382E

Pat_41 Post-Resistance SLC7A2 6542 37 8 17415833 17415833 Missense_Mutation SNP G A 13 112 c.1225G>A c.(1225-1227)GCG>ACG p.A409T

Pat_41 Post-Resistance PDGFRL 5157 37 8 17486196 17486196 Missense_Mutation SNP C T 15 178 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_41 Post-Resistance MTUS1 57509 37 8 17581330 17581330 Missense_Mutation SNP G A 8 329 c.2300C>T c.(2299-2301)TCC>TTC p.S767F

Pat_41 Post-Resistance PCM1 5108 37 8 17804812 17804812 Missense_Mutation SNP G A 26 447 c.901G>A c.(901-903)GCT>ACT p.A301T

Pat_41 Post-Resistance PCM1 5108 37 8 17814921 17814921 Missense_Mutation SNP C T 8 258 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_41 Post-Resistance ASAH1 427 37 8 17918954 17918954 Nonsense_Mutation SNP C T 19 217 c.717G>A c.(715-717)TGG>TGA p.W239*

Pat_41 Post-Resistance NAT2 10 37 8 18257965 18257965 Missense_Mutation SNP G A 20 85 c.452G>A c.(451-453)TGC>TAC p.C151Y

Pat_41 Post-Resistance LZTS1 11178 37 8 20107711 20107711 Missense_Mutation SNP C T 13 170 c.1313G>A c.(1312-1314)GGC>GAC p.G438D



Pat_41 Post-Resistance DOK2 9046 37 8 21768189 21768189 Missense_Mutation SNP C T 12 81 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_41 Post-Resistance EPB49 2039 37 8 21927705 21927705 Missense_Mutation SNP G A 16 344 c.464G>A c.(463-465)GGC>GAC p.G155D

Pat_41 Post-Resistance HR 55806 37 8 21980040 21980040 Missense_Mutation SNP G A 7 54 c.2087C>T c.(2086-2088)GCC>GTC p.A696V

Pat_41 Post-Resistance HR 55806 37 8 21984894 21984894 Missense_Mutation SNP C T 13 96 c.1061G>A c.(1060-1062)GGA>GAA p.G354E

Pat_41 Post-Resistance POLR3D 661 37 8 22105687 22105687 Missense_Mutation SNP G A 4 78 c.382G>A c.(382-384)GAT>AAT p.D128N

Pat_41 Post-Resistance PPP3CC 5533 37 8 22385005 22385005 Nonsense_Mutation SNP G A 32 378 c.1044G>A c.(1042-1044)TGG>TGA p.W348*

Pat_41 Post-Resistance SORBS3 10174 37 8 22424218 22424218 Missense_Mutation SNP G A 6 117 c.1135G>A c.(1135-1137)GAG>AAG p.E379K

Pat_41 Post-Resistance EGR3 1960 37 8 22550325 22550325 Missense_Mutation SNP G A 7 214 c.133C>T c.(133-135)CAT>TAT p.H45Y

Pat_41 Post-Resistance RHOBTB2 23221 37 8 22868064 22868064 Missense_Mutation SNP A G 12 436 c.1634A>G c.(1633-1635)TAC>TGC p.Y545C

Pat_41 Post-Resistance CHMP7 91782 37 8 23106878 23106878 Missense_Mutation SNP C T 4 71 c.455C>T c.(454-456)GCT>GTT p.A152V

Pat_41 Post-Resistance LOXL2 4017 37 8 23156381 23156381 Missense_Mutation SNP C T 12 185 c.2213G>A c.(2212-2214)GGC>GAC p.G738D

Pat_41 Post-Resistance LOXL2 4017 37 8 23225765 23225765 Missense_Mutation SNP G A 15 112 c.100C>T c.(100-102)CCC>TCC p.P34S

Pat_41 Post-Resistance SLC25A37 51312 37 8 23429241 23429241 Missense_Mutation SNP G A 10 108 c.890G>A c.(889-891)GGC>GAC p.G297D

Pat_41 Post-Resistance ADAM28 10863 37 8 24209561 24209561 Missense_Mutation SNP C T 6 161 c.2240C>T c.(2239-2241)TCT>TTT p.S747F

Pat_41 Post-Resistance NEFL 4747 37 8 24811169 24811169 Missense_Mutation SNP C T 9 247 c.1310G>A c.(1309-1311)CGC>CAC p.R437H

Pat_41 Post-Resistance DOCK5 80005 37 8 25174634 25174634 Missense_Mutation SNP G A 34 650 c.1430G>A c.(1429-1431)GGC>GAC p.G477D

Pat_41 Post-Resistance PPP2R2A 5520 37 8 26218626 26218626 Missense_Mutation SNP G A 21 354 c.596G>A c.(595-597)CGG>CAG p.R199Q

Pat_41 Post-Resistance PNMA2 10687 37 8 26365578 26365578 Missense_Mutation SNP C T 4 72 c.694G>A c.(694-696)GAG>AAG p.E232K

Pat_41 Post-Resistance DPYSL2 1808 37 8 26484171 26484171 Missense_Mutation SNP C T 31 208 c.517C>T c.(517-519)CGC>TGC p.R173C

Pat_41 Post-Resistance DPYSL2 1808 37 8 26509827 26509827 Missense_Mutation SNP G A 13 140 c.1336G>A c.(1336-1338)GTC>ATC p.V446I

Pat_41 Post-Resistance DPYSL2 1808 37 8 26510899 26510899 Missense_Mutation SNP G A 31 402 c.1613G>A c.(1612-1614)GGA>GAA p.G538E

Pat_41 Post-Resistance CLU 1191 37 8 27463878 27463878 Missense_Mutation SNP C T 6 129 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_41 Post-Resistance SCARA3 51435 37 8 27509117 27509117 Missense_Mutation SNP G A 19 180 c.199G>A c.(199-201)GTG>ATG p.V67M

Pat_41 Post-Resistance ESCO2 157570 37 8 27634013 27634013 Missense_Mutation SNP C T 11 108 c.188C>T c.(187-189)ACT>ATT p.T63I

Pat_41 Post-Resistance ZNF395 55893 37 8 28217209 28217209 Missense_Mutation SNP C T 15 61 c.373G>A c.(373-375)GCA>ACA p.A125T

Pat_41 Post-Resistance FZD3 7976 37 8 28384768 28384768 Nonsense_Mutation SNP G A 16 269 c.491G>A c.(490-492)TGG>TAG p.W164*

Pat_41 Post-Resistance INTS9 55756 37 8 28635392 28635392 Missense_Mutation SNP G A 11 105 c.1349C>T c.(1348-1350)ACC>ATC p.T450I

Pat_41 Post-Resistance TMEM66 51669 37 8 29931557 29931557 Missense_Mutation SNP G A 7 192 c.118C>T c.(118-120)CGG>TGG p.R40W

Pat_41 Post-Resistance RBPMS 11030 37 8 30361818 30361818 Missense_Mutation SNP C T 27 478 c.262C>T c.(262-264)CCT>TCT p.P88S

Pat_41 Post-Resistance TEX15 56154 37 8 30706455 30706455 Missense_Mutation SNP G A 5 157 c.79C>T c.(79-81)CTT>TTT p.L27F

Pat_41 Post-Resistance PURG 29942 37 8 30889512 30889512 Missense_Mutation SNP C T 38 63 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_41 Post-Resistance ERLIN2 11160 37 8 37607115 37607115 Missense_Mutation SNP G A 32 244 c.463G>A c.(463-465)GAC>AAC p.D155N

Pat_41 Post-Resistance GPR124 25960 37 8 37690531 37690531 Nonsense_Mutation SNP G A 24 472 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_41 Post-Resistance GPR124 25960 37 8 37698647 37698647 Missense_Mutation SNP C T 15 301 c.2791C>T c.(2791-2793)CCT>TCT p.P931S

Pat_41 Post-Resistance RAB11FIP1 80223 37 8 37730678 37730678 Missense_Mutation SNP C T 7 89 c.1642G>A c.(1642-1644)GCG>ACG p.A548T

Pat_41 Post-Resistance ASH2L 9070 37 8 37978591 37978591 Nonsense_Mutation SNP G A 14 256 c.1089G>A c.(1087-1089)TGG>TGA p.W363*

Pat_41 Post-Resistance BAG4 9530 37 8 38067931 38067931 Missense_Mutation SNP G A 5 68 c.1294G>A c.(1294-1296)GAC>AAC p.D432N

Pat_41 Post-Resistance PPAPDC1B 84513 37 8 38125418 38125418 Missense_Mutation SNP C T 11 281 c.335G>A c.(334-336)GGG>GAG p.G112E

Pat_41 Post-Resistance WHSC1L1 54904 37 8 38148031 38148031 Missense_Mutation SNP G A 27 499 c.3080C>T c.(3079-3081)GCT>GTT p.A1027V

Pat_41 Post-Resistance FGFR1 2260 37 8 38272147 38272147 Missense_Mutation SNP C T 13 209 c.1978G>A c.(1978-1980)GGC>AGC p.G660S

Pat_41 Post-Resistance RNF5P1 286140 37 8 38458435 38458435 Missense_Mutation SNP G A 6 63 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_41 Post-Resistance HTRA4 203100 37 8 38831861 38831861 Missense_Mutation SNP C T 6 69 c.79C>T c.(79-81)CTC>TTC p.L27F

Pat_41 Post-Resistance HTRA4 203100 37 8 38840022 38840022 Missense_Mutation SNP G A 8 179 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_41 Post-Resistance ADAM32 203102 37 8 39044437 39044437 Missense_Mutation SNP G A 13 138 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_41 Post-Resistance AGPAT6 137964 37 8 41467272 41467272 Missense_Mutation SNP C T 16 271 c.334C>T c.(334-336)CTC>TTC p.L112F

Pat_41 Post-Resistance AP3M2 10947 37 8 42015612 42015612 Missense_Mutation SNP G A 32 218 c.427G>A c.(427-429)GTT>ATT p.V143I

Pat_41 Post-Resistance PLAT 5327 37 8 42046545 42046545 Nonsense_Mutation SNP G A 42 485 c.160C>T c.(160-162)CAG>TAG p.Q54*



Pat_41 Post-Resistance SLC20A2 6575 37 8 42297133 42297133 Missense_Mutation SNP C T 4 133 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_41 Post-Resistance CHRNB3 1142 37 8 42587433 42587433 Missense_Mutation SNP A G 47 366 c.983A>G c.(982-984)TAC>TGC p.Y328C

Pat_41 Post-Resistance RNF170 81790 37 8 42711321 42711321 Missense_Mutation SNP G A 9 216 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_41 Post-Resistance FNTA 2339 37 8 42940318 42940318 Missense_Mutation SNP G A 4 69 c.1033G>A c.(1033-1035)GCT>ACT p.A345T

Pat_41 Post-Resistance KIAA0146 23514 37 8 48614415 48614415 Missense_Mutation SNP G A 28 464 c.1906G>A c.(1906-1908)GAC>AAC p.D636N

Pat_41 Post-Resistance KIAA0146 23514 37 8 48625377 48625377 Missense_Mutation SNP G A 15 251 c.2131G>A c.(2131-2133)GCA>ACA p.A711T

Pat_41 Post-Resistance KIAA0146 23514 37 8 48626086 48626086 Missense_Mutation SNP C T 18 247 c.2224C>T c.(2224-2226)CTT>TTT p.L742F

Pat_41 Post-Resistance KIAA0146 23514 37 8 48626174 48626174 Missense_Mutation SNP C T 9 164 c.2312C>T c.(2311-2313)ACA>ATA p.T771I

Pat_41 Post-Resistance PRKDC 5591 37 8 48690356 48690356 Missense_Mutation SNP C T 11 191 c.11933G>A c.(11932-11934)GGC>GAC p.G3978D

Pat_41 Post-Resistance PRKDC 5591 37 8 48866432 48866432 Missense_Mutation SNP G A 5 21 c.556C>T c.(556-558)CCT>TCT p.P186S

Pat_41 Post-Resistance RB1CC1 9821 37 8 53568656 53568656 Missense_Mutation SNP C T 9 109 c.3733G>A c.(3733-3735)GCC>ACC p.A1245T

Pat_41 Post-Resistance LYPLA1 10434 37 8 54963590 54963590 Missense_Mutation SNP C T 11 606 c.621G>A c.(619-621)ATG>ATA p.M207I

Pat_41 Post-Resistance LYPLA1 10434 37 8 54974859 54974859 Missense_Mutation SNP C T 10 163 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_41 Post-Resistance MRPL15 29088 37 8 55049973 55049973 Missense_Mutation SNP G A 22 134 c.409G>A c.(409-411)GGT>AGT p.G137S

Pat_41 Post-Resistance MRPL15 29088 37 8 55055224 55055224 Missense_Mutation SNP G A 4 105 c.431G>A c.(430-432)GGT>GAT p.G144D

Pat_41 Post-Resistance RP1 6101 37 8 55541286 55541286 Missense_Mutation SNP G A 27 235 c.4844G>A c.(4843-4845)GGC>GAC p.G1615D

Pat_41 Post-Resistance TGS1 96764 37 8 56698347 56698347 Missense_Mutation SNP G A 13 204 c.236G>A c.(235-237)GGC>GAC p.G79D

Pat_41 Post-Resistance PLAG1 5324 37 8 57078812 57078812 Missense_Mutation SNP G A 53 453 c.1493C>T c.(1492-1494)GCT>GTT p.A498V

Pat_41 Post-Resistance PLAG1 5324 37 8 57079254 57079254 Missense_Mutation SNP G A 13 359 c.1051C>T c.(1051-1053)CCA>TCA p.P351S

Pat_41 Post-Resistance SDR16C5 195814 37 8 57221564 57221564 Missense_Mutation SNP G A 6 139 c.488C>T c.(487-489)GCT>GTT p.A163V

Pat_41 Post-Resistance SDR16C5 195814 37 8 57228653 57228653 Missense_Mutation SNP C T 7 283 c.254G>A c.(253-255)CGG>CAG p.R85Q

Pat_41 Post-Resistance IMPAD1 54928 37 8 57878851 57878851 Missense_Mutation SNP G A 10 198 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_41 Post-Resistance CYP7A1 1581 37 8 59411012 59411012 Missense_Mutation SNP G A 30 547 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_41 Post-Resistance NSMAF 8439 37 8 59500237 59500237 Missense_Mutation SNP C A 10 205 c.2235G>T c.(2233-2235)GAG>GAT p.E745D

Pat_41 Post-Resistance GGH 8836 37 8 63936638 63936638 Splice_Site SNP C T 10 109 c.606_splice c.e6+1 p.K202_splice

Pat_41 Post-Resistance GGH 8836 37 8 63939739 63939739 Splice_Site SNP C T 8 182 c.360_splice c.e4+1 p.Q120_splice

Pat_41 Post-Resistance YTHDF3 253943 37 8 64100128 64100128 Missense_Mutation SNP G A 26 40 c.1559G>A c.(1558-1560)CGC>CAC p.R520H

Pat_41 Post-Resistance DNAJC5B 85479 37 8 67012241 67012241 Missense_Mutation SNP C T 14 105 c.575C>T c.(574-576)TCT>TTT p.S192F

Pat_41 Post-Resistance TRIM55 84675 37 8 67040644 67040644 Missense_Mutation SNP G A 13 362 c.274G>A c.(274-276)GTA>ATA p.V92I

Pat_41 Post-Resistance VCPIP1 80124 37 8 67578206 67578206 Missense_Mutation SNP C T 19 190 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_41 Post-Resistance CSPP1 79848 37 8 68015300 68015300 Missense_Mutation SNP C T 6 208 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_41 Post-Resistance CSPP1 79848 37 8 68031010 68031010 Missense_Mutation SNP G A 13 210 c.1741G>A c.(1741-1743)GCT>ACT p.A581T

Pat_41 Post-Resistance CSPP1 79848 37 8 68107721 68107721 Missense_Mutation SNP G A 21 244 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68130264 68130264 Missense_Mutation SNP G A 14 309 c.4448C>T c.(4447-4449)GCT>GTT p.A1483V

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68130312 68130312 Missense_Mutation SNP G A 37 232 c.4400C>T c.(4399-4401)ACT>ATT p.T1467I

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68179613 68179613 Nonsense_Mutation SNP C T 20 333 c.1637G>A c.(1636-1638)TGG>TAG p.W546*

Pat_41 Post-Resistance CPA6 57094 37 8 68340293 68340293 Missense_Mutation SNP G A 8 192 c.1115C>T c.(1114-1116)TCC>TTC p.S372F

Pat_41 Post-Resistance SULF1 23213 37 8 70476235 70476235 Missense_Mutation SNP G A 21 250 c.25G>A c.(25-27)GTT>ATT p.V9I

Pat_41 Post-Resistance SULF1 23213 37 8 70501307 70501307 Missense_Mutation SNP C T 6 149 c.665C>T c.(664-666)GCT>GTT p.A222V

Pat_41 Post-Resistance SLCO5A1 81796 37 8 70617279 70617279 Missense_Mutation SNP G A 16 285 c.1609C>T c.(1609-1611)CCT>TCT p.P537S

Pat_41 Post-Resistance PRDM14 63978 37 8 70981642 70981642 Missense_Mutation SNP G A 9 138 c.454C>T c.(454-456)CCG>TCG p.P152S

Pat_41 Post-Resistance PRDM14 63978 37 8 70981662 70981662 Missense_Mutation SNP C T 8 138 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_41 Post-Resistance LACTB2 51110 37 8 71550135 71550135 Missense_Mutation SNP C T 11 79 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_41 Post-Resistance XKR9 389668 37 8 71646393 71646393 Missense_Mutation SNP C T 6 62 c.856C>T c.(856-858)CCA>TCA p.P286S

Pat_41 Post-Resistance EYA1 2138 37 8 72123426 72123426 Missense_Mutation SNP C T 12 344 c.1663G>A c.(1663-1665)GGA>AGA p.G555R

Pat_41 Post-Resistance TRPA1 8989 37 8 72973868 72973868 Missense_Mutation SNP C T 24 314 c.936G>A c.(934-936)ATG>ATA p.M312I

Pat_41 Post-Resistance TRPA1 8989 37 8 72973983 72973983 Missense_Mutation SNP G A 6 162 c.821C>T c.(820-822)ACA>ATA p.T274I



Pat_41 Post-Resistance KCNB2 9312 37 8 73480201 73480201 Missense_Mutation SNP G A 7 80 c.232G>A c.(232-234)GAC>AAC p.D78N

Pat_41 Post-Resistance RPL7 6129 37 8 74204077 74204077 Missense_Mutation SNP C T 15 217 c.359G>A c.(358-360)GGA>GAA p.G120E

Pat_41 Post-Resistance STAU2 27067 37 8 74600967 74600967 Missense_Mutation SNP C T 48 387 c.196G>A c.(196-198)GCC>ACC p.A66T

Pat_41 Post-Resistance TMEM70 54968 37 8 74891055 74891055 Missense_Mutation SNP G A 25 237 c.275G>A c.(274-276)GGA>GAA p.G92E

Pat_41 Post-Resistance ZFHX4 79776 37 8 77618080 77618080 Missense_Mutation SNP C T 10 158 c.1757C>T c.(1756-1758)GCC>GTC p.A586V

Pat_41 Post-Resistance ZFHX4 79776 37 8 77763770 77763770 Missense_Mutation SNP C T 7 92 c.4478C>T c.(4477-4479)TCT>TTT p.S1493F

Pat_41 Post-Resistance ZFHX4 79776 37 8 77766995 77766995 Missense_Mutation SNP C T 4 46 c.7703C>T c.(7702-7704)ACC>ATC p.T2568I

Pat_41 Post-Resistance ZNF704 619279 37 8 81577201 81577201 Missense_Mutation SNP G A 14 236 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_41 Post-Resistance PAG1 55824 37 8 81897456 81897456 Missense_Mutation SNP G A 24 126 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_41 Post-Resistance FABP12 646486 37 8 82441810 82441810 Missense_Mutation SNP C T 9 74 c.109G>A c.(109-111)GCA>ACA p.A37T

Pat_41 Post-Resistance SLC10A5 347051 37 8 82607156 82607156 Missense_Mutation SNP C T 24 29 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_41 Post-Resistance CA1 759 37 8 86244782 86244782 Splice_Site SNP C T 6 142 c.451_splice c.e7-1 p.V151_splice

Pat_41 Post-Resistance WWP1 11059 37 8 87437514 87437514 Missense_Mutation SNP C T 7 170 c.1124C>T c.(1123-1125)ACC>ATC p.T375I

Pat_41 Post-Resistance CNGB3 54714 37 8 87656054 87656054 Missense_Mutation SNP G A 18 296 c.1103C>T c.(1102-1104)GCC>GTC p.A368V

Pat_41 Post-Resistance DCAF4L2 138009 37 8 88885197 88885197 Missense_Mutation SNP C T 6 104 c.1003G>A c.(1003-1005)GAC>AAC p.D335N

Pat_41 Post-Resistance DCAF4L2 138009 37 8 88885309 88885309 Nonsense_Mutation SNP C T 13 258 c.891G>A c.(889-891)TGG>TGA p.W297*

Pat_41 Post-Resistance MMP16 4325 37 8 89209469 89209469 Missense_Mutation SNP C T 14 211 c.199G>A c.(199-201)GAG>AAG p.E67K

Pat_41 Post-Resistance TMEM55A 55529 37 8 92052878 92052878 Missense_Mutation SNP G A 9 159 c.100C>T c.(100-102)CCC>TCC p.P34S

Pat_41 Post-Resistance SLC26A7 115111 37 8 92330549 92330549 Missense_Mutation SNP G A 9 280 c.583G>A c.(583-585)GTC>ATC p.V195I

Pat_41 Post-Resistance RUNX1T1 862 37 8 92982981 92982981 Missense_Mutation SNP C T 10 120 c.1444G>A c.(1444-1446)GAG>AAG p.E482K

Pat_41 Post-Resistance RUNX1T1 862 37 8 92983014 92983014 Missense_Mutation SNP C T 5 117 c.1411G>A c.(1411-1413)GCG>ACG p.A471T

Pat_41 Post-Resistance RBM12B 389677 37 8 94746603 94746603 Missense_Mutation SNP G A 19 185 c.2036C>T c.(2035-2037)CCA>CTA p.P679L

Pat_41 Post-Resistance RBM12B 389677 37 8 94747366 94747366 Missense_Mutation SNP G A 14 278 c.1273C>T c.(1273-1275)CTT>TTT p.L425F

Pat_41 Post-Resistance TMEM67 91147 37 8 94798514 94798514 Missense_Mutation SNP G A 14 238 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_41 Post-Resistance TMEM67 91147 37 8 94798541 94798541 Missense_Mutation SNP G A 18 200 c.1379G>A c.(1378-1380)AGA>AAA p.R460K

Pat_41 Post-Resistance KIAA1429 25962 37 8 95523736 95523736 Missense_Mutation SNP C T 10 202 c.3067G>A c.(3067-3069)GGT>AGT p.G1023S

Pat_41 Post-Resistance KIAA1429 25962 37 8 95547100 95547100 Missense_Mutation SNP G A 15 145 c.451C>T c.(451-453)CCA>TCA p.P151S

Pat_41 Post-Resistance INTS8 55656 37 8 95853759 95853759 Missense_Mutation SNP G A 34 405 c.1058G>A c.(1057-1059)AGT>AAT p.S353N

Pat_41 Post-Resistance MTERFD1 51001 37 8 97258116 97258116 Missense_Mutation SNP C T 14 292 c.869G>A c.(868-870)AGT>AAT p.S290N

Pat_41 Post-Resistance PGCP 10404 37 8 98155400 98155400 Missense_Mutation SNP C T 9 127 c.1408C>T c.(1408-1410)CCT>TCT p.P470S

Pat_41 Post-Resistance HRSP12 10247 37 8 99118553 99118553 Missense_Mutation SNP G A 10 207 c.173C>T c.(172-174)GCT>GTT p.A58V

Pat_41 Post-Resistance POP1 10940 37 8 99148764 99148764 Missense_Mutation SNP G A 65 523 c.1066G>A c.(1066-1068)GCT>ACT p.A356T

Pat_41 Post-Resistance STK3 6788 37 8 99761557 99761557 Missense_Mutation SNP C T 8 390 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_41 Post-Resistance VPS13B 157680 37 8 100494001 100494001 Missense_Mutation SNP C T 14 131 c.3841C>T c.(3841-3843)CCA>TCA p.P1281S

Pat_41 Post-Resistance VPS13B 157680 37 8 100871565 100871565 Missense_Mutation SNP G T 9 108 c.10976G>T c.(10975-10977)AGC>ATC p.S3659I

Pat_41 Post-Resistance VPS13B 157680 37 8 100871666 100871666 Missense_Mutation SNP G A 16 82 c.11077G>A c.(11077-11079)GTC>ATC p.V3693I

Pat_41 Post-Resistance RGS22 26166 37 8 101074878 101074878 Nonsense_Mutation SNP C T 5 86 c.1455G>A c.(1453-1455)TGG>TGA p.W485*

Pat_41 Post-Resistance FBXO43 286151 37 8 101153190 101153190 Missense_Mutation SNP G A 14 238 c.1292C>T c.(1291-1293)ACC>ATC p.T431I

Pat_41 Post-Resistance RNF19A 25897 37 8 101271296 101271296 Missense_Mutation SNP C T 11 420 c.2005G>A c.(2005-2007)GCA>ACA p.A669T

Pat_41 Post-Resistance PABPC1 26986 37 8 101724600 101724600 Missense_Mutation SNP G A 16 687 c.962C>T c.(961-963)ACT>ATT p.T321I

Pat_41 Post-Resistance ZNF706 51123 37 8 102213926 102213926 Missense_Mutation SNP G A 6 174 c.44C>T c.(43-45)GCC>GTC p.A15V

Pat_41 Post-Resistance GRHL2 79977 37 8 102555642 102555642 Missense_Mutation SNP G A 28 143 c.194G>A c.(193-195)GGC>GAC p.G65D

Pat_41 Post-Resistance NCALD 83988 37 8 102731503 102731503 Missense_Mutation SNP C T 8 307 c.355G>A c.(355-357)GCA>ACA p.A119T

Pat_41 Post-Resistance RRM2B 50484 37 8 103236342 103236342 Missense_Mutation SNP G A 13 169 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance UBR5 51366 37 8 103279234 103279234 Missense_Mutation SNP C T 17 166 c.7363G>A c.(7363-7365)GAA>AAA p.E2455K

Pat_41 Post-Resistance UBR5 51366 37 8 103297454 103297454 Missense_Mutation SNP C T 11 206 c.5597G>A c.(5596-5598)GGA>GAA p.G1866E

Pat_41 Post-Resistance UBR5 51366 37 8 103326043 103326043 Missense_Mutation SNP G A 11 191 c.1996C>T c.(1996-1998)CCT>TCT p.P666S



Pat_41 Post-Resistance ATP6V1C1 528 37 8 104053185 104053185 Missense_Mutation SNP C T 15 338 c.121C>T c.(121-123)CCT>TCT p.P41S

Pat_41 Post-Resistance FZD6 8323 37 8 104340583 104340583 Missense_Mutation SNP G A 12 198 c.1480G>A c.(1480-1482)GTT>ATT p.V494I

Pat_41 Post-Resistance SLC25A32 81034 37 8 104419914 104419914 Missense_Mutation SNP C T 13 365 c.253G>A c.(253-255)GTA>ATA p.V85I

Pat_41 Post-Resistance DCAF13 25879 37 8 104453777 104453777 Missense_Mutation SNP G A 25 324 c.1637G>A c.(1636-1638)CGA>CAA p.R546Q

Pat_41 Post-Resistance RIMS2 9699 37 8 105026742 105026742 Missense_Mutation SNP C T 11 206 c.2453C>T c.(2452-2454)CCT>CTT p.P818L

Pat_41 Post-Resistance LRP12 29967 37 8 105503247 105503247 Missense_Mutation SNP C T 9 153 c.2234G>A c.(2233-2235)GGA>GAA p.G745E

Pat_41 Post-Resistance LRP12 29967 37 8 105510163 105510163 Missense_Mutation SNP G A 25 600 c.617C>T c.(616-618)CCT>CTT p.P206L

Pat_41 Post-Resistance ZFPM2 23414 37 8 106456570 106456570 Missense_Mutation SNP G A 13 73 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110425717 110425717 Missense_Mutation SNP G A 6 42 c.2303G>A c.(2302-2304)AGC>AAC p.S768N

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110457317 110457317 Missense_Mutation SNP C T 16 223 c.5219C>T c.(5218-5220)ACC>ATC p.T1740I

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110477106 110477106 Missense_Mutation SNP G A 9 50 c.8045G>A c.(8044-8046)GGA>GAA p.G2682E

Pat_41 Post-Resistance EBAG9 9166 37 8 110569213 110569213 Missense_Mutation SNP G A 14 70 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_41 Post-Resistance TRPS1 7227 37 8 116426877 116426877 Missense_Mutation SNP G A 17 266 c.3220C>T c.(3220-3222)CCT>TCT p.P1074S

Pat_41 Post-Resistance TRPS1 7227 37 8 116427012 116427012 Missense_Mutation SNP G A 4 109 c.3085C>T c.(3085-3087)CAC>TAC p.H1029Y

Pat_41 Post-Resistance EIF3H 8667 37 8 117668154 117668154 Nonsense_Mutation SNP C T 23 229 c.648G>A c.(646-648)TGG>TGA p.W216*

Pat_41 Post-Resistance EIF3H 8667 37 8 117738276 117738276 Missense_Mutation SNP C T 9 299 c.268G>A c.(268-270)GAT>AAT p.D90N

Pat_41 Post-Resistance RAD21 5885 37 8 117864201 117864201 Missense_Mutation SNP C T 33 434 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_41 Post-Resistance SLC30A8 169026 37 8 118159291 118159291 Missense_Mutation SNP C T 30 269 c.170C>T c.(169-171)TCC>TTC p.S57F

Pat_41 Post-Resistance SLC30A8 169026 37 8 118183402 118183402 Missense_Mutation SNP C T 9 471 c.959C>T c.(958-960)GCT>GTT p.A320V

Pat_41 Post-Resistance EXT1 2131 37 8 119122876 119122876 Missense_Mutation SNP G A 9 123 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_41 Post-Resistance ENPP2 5168 37 8 120650688 120650688 Missense_Mutation SNP C T 27 497 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_41 Post-Resistance TAF2 6873 37 8 120795872 120795872 Missense_Mutation SNP C T 19 92 c.1861G>A c.(1861-1863)GCT>ACT p.A621T

Pat_41 Post-Resistance TAF2 6873 37 8 120809305 120809305 Missense_Mutation SNP G A 13 144 c.1016C>T c.(1015-1017)ACA>ATA p.T339I

Pat_41 Post-Resistance DSCC1 79075 37 8 120854069 120854069 Missense_Mutation SNP G A 27 178 c.889C>T c.(889-891)CCT>TCT p.P297S

Pat_41 Post-Resistance COL14A1 7373 37 8 121219269 121219269 Missense_Mutation SNP C T 4 76 c.1127C>T c.(1126-1128)GCC>GTC p.A376V

Pat_41 Post-Resistance MTBP 27085 37 8 121458681 121458681 Missense_Mutation SNP G A 9 303 c.127G>A c.(127-129)GCA>ACA p.A43T

Pat_41 Post-Resistance MTBP 27085 37 8 121535549 121535549 Nonsense_Mutation SNP G A 18 477 c.2688G>A c.(2686-2688)TGG>TGA p.W896*

Pat_41 Post-Resistance HAS2 3037 37 8 122626858 122626858 Missense_Mutation SNP C T 66 455 c.1150G>A c.(1150-1152)GGA>AGA p.G384R

Pat_41 Post-Resistance HAS2 3037 37 8 122641376 122641377 Nonsense_Mutation DNP GG AA 131 148 c.204_205CC>TTc.(202-207)CACCGA>CATTGA p.R69*

Pat_41 Post-Resistance HAS2 3037 37 8 122641581 122641581 Splice_Site SNP C T 6 163 c.1_splice c.e2-1 p.M1_splice

Pat_41 Post-Resistance ZHX2 22882 37 8 123965971 123965971 Missense_Mutation SNP G A 11 157 c.2221G>A c.(2221-2223)GAC>AAC p.D741N

Pat_41 Post-Resistance WDR67 93594 37 8 124113180 124113180 Missense_Mutation SNP C T 13 191 c.965C>T c.(964-966)GCA>GTA p.A322V

Pat_41 Post-Resistance FAM91A1 157769 37 8 124799566 124799566 Missense_Mutation SNP T A 20 402 c.1144T>A c.(1144-1146)TTT>ATT p.F382I

Pat_41 Post-Resistance RNF139 11236 37 8 125498239 125498239 Missense_Mutation SNP G A 23 193 c.349G>A c.(349-351)GAG>AAG p.E117K

Pat_41 Post-Resistance RNF139 11236 37 8 125499364 125499364 Missense_Mutation SNP G A 7 367 c.1474G>A c.(1474-1476)GGA>AGA p.G492R

Pat_41 Post-Resistance NDUFB9 4715 37 8 125559341 125559341 Missense_Mutation SNP G A 12 374 c.395G>A c.(394-396)AGC>AAC p.S132N

Pat_41 Post-Resistance ZNF572 137209 37 8 125988797 125988797 Missense_Mutation SNP G A 19 134 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_41 Post-Resistance ZNF572 137209 37 8 125989117 125989117 Missense_Mutation SNP C T 18 272 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_41 Post-Resistance KIAA0196 9897 37 8 126085397 126085397 Missense_Mutation SNP G A 27 171 c.1148C>T c.(1147-1149)TCA>TTA p.S383L

Pat_41 Post-Resistance MYC 4609 37 8 128751046 128751046 Missense_Mutation SNP G A 10 90 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_41 Post-Resistance FAM49B 51571 37 8 130864442 130864442 Missense_Mutation SNP G A 17 199 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_41 Post-Resistance ASAP1 50807 37 8 131070323 131070323 Splice_Site SNP C T 7 125 c.3193_splice c.e28-1 p.G1065_splice

Pat_41 Post-Resistance ADCY8 114 37 8 131880179 131880179 Missense_Mutation SNP C T 28 126 c.2123G>A c.(2122-2124)AGG>AAG p.R708K

Pat_41 Post-Resistance EFR3A 23167 37 8 132971875 132971875 Missense_Mutation SNP G A 6 152 c.820G>A c.(820-822)GTT>ATT p.V274I

Pat_41 Post-Resistance EFR3A 23167 37 8 133014911 133014911 Missense_Mutation SNP G T 10 108 c.2268G>T c.(2266-2268)CAG>CAT p.Q756H

Pat_41 Post-Resistance PHF20L1 51105 37 8 133827045 133827045 Missense_Mutation SNP C T 18 365 c.1094C>T c.(1093-1095)CCC>CTC p.P365L

Pat_41 Post-Resistance TG 7038 37 8 134125739 134125739 Missense_Mutation SNP G A 14 134 c.7646G>A c.(7645-7647)GGC>GAC p.G2549D



Pat_41 Post-Resistance WISP1 8840 37 8 134237642 134237642 Missense_Mutation SNP G A 49 346 c.620G>A c.(619-621)GGT>GAT p.G207D

Pat_41 Post-Resistance ST3GAL1 6482 37 8 134477115 134477115 Missense_Mutation SNP C T 24 348 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_41 Post-Resistance ZFAT 57623 37 8 135577626 135577626 Missense_Mutation SNP C T 16 190 c.2926G>A c.(2926-2928)GCC>ACC p.A976T

Pat_41 Post-Resistance COL22A1 169044 37 8 139606439 139606439 Missense_Mutation SNP C T 4 69 c.4436G>A c.(4435-4437)AGA>AAA p.R1479K

Pat_41 Post-Resistance COL22A1 169044 37 8 139703116 139703116 Missense_Mutation SNP C T 5 61 c.2756G>A c.(2755-2757)GGT>GAT p.G919D

Pat_41 Post-Resistance TRAPPC9 83696 37 8 141461088 141461088 Missense_Mutation SNP G A 12 120 c.385C>T c.(385-387)CGC>TGC p.R129C

Pat_41 Post-Resistance PTK2 5747 37 8 141712714 141712714 Nonsense_Mutation SNP C T 20 387 c.2322G>A c.(2320-2322)TGG>TGA p.W774*

Pat_41 Post-Resistance DENND3 22898 37 8 142146714 142146714 Translation_Start_Site SNP G A 4 25 c.-31G>A c.(-33--29)CGGTG>CGATG

Pat_41 Post-Resistance DENND3 22898 37 8 142176489 142176489 Splice_Site SNP G A 4 109 c.1513_splice c.e12+1 p.V505_splice

Pat_41 Post-Resistance TSNARE1 203062 37 8 143425575 143425575 Missense_Mutation SNP C T 15 241 c.497G>A c.(496-498)CGC>CAC p.R166H

Pat_41 Post-Resistance TSNARE1 203062 37 8 143427211 143427211 Missense_Mutation SNP G A 8 204 c.131C>T c.(130-132)CCC>CTC p.P44L

Pat_41 Post-Resistance BAI1 575 37 8 143603435 143603435 Missense_Mutation SNP G T 3 53 c.3134G>T c.(3133-3135)CGG>CTG p.R1045L

Pat_41 Post-Resistance GML 2765 37 8 143921857 143921857 Missense_Mutation SNP C T 5 87 c.4C>T c.(4-6)CTC>TTC p.L2F

Pat_41 Post-Resistance CYP11B1 1584 37 8 143961144 143961144 Missense_Mutation SNP G A 9 38 c.86C>T c.(85-87)GCC>GTC p.A29V

Pat_41 Post-Resistance GLI4 2738 37 8 144358607 144358607 Missense_Mutation SNP C T 8 145 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_41 Post-Resistance FAM83H 286077 37 8 144808356 144808356 Missense_Mutation SNP G A 3 46 c.3275C>T c.(3274-3276)GCC>GTC p.A1092V

Pat_41 Post-Resistance EPPK1 83481 37 8 144943070 144943070 Missense_Mutation SNP C T 15 60 c.4352G>A c.(4351-4353)AGG>AAG p.R1451K

Pat_41 Post-Resistance PLEC 5339 37 8 144990973 144990973 Missense_Mutation SNP C T 6 147 c.13427G>A c.(13426-13428)GGC>GAC p.G4476D

Pat_41 Post-Resistance PLEC 5339 37 8 144997775 144997775 Missense_Mutation SNP G A 9 53 c.6733C>T c.(6733-6735)CGG>TGG p.R2245W

Pat_41 Post-Resistance PLEC 5339 37 8 145012819 145012819 Missense_Mutation SNP C T 16 311 c.565G>A c.(565-567)GTC>ATC p.V189I

Pat_41 Post-Resistance GRINA 2907 37 8 145065764 145065764 Missense_Mutation SNP C T 7 196 c.373C>T c.(373-375)CCT>TCT p.P125S

Pat_41 Post-Resistance OPLAH 26873 37 8 145111352 145111352 Missense_Mutation SNP C T 4 26 c.1919G>A c.(1918-1920)GGC>GAC p.G640D

Pat_41 Post-Resistance OPLAH 26873 37 8 145111358 145111358 Missense_Mutation SNP C T 3 24 c.1913G>A c.(1912-1914)GGC>GAC p.G638D

Pat_41 Post-Resistance GPAA1 8733 37 8 145139502 145139502 Missense_Mutation SNP G A 12 136 c.1000G>A c.(1000-1002)GCA>ACA p.A334T

Pat_41 Post-Resistance SHARPIN 81858 37 8 145154251 145154251 Missense_Mutation SNP G A 6 113 c.851C>T c.(850-852)GCC>GTC p.A284V

Pat_41 Post-Resistance HEATR7A 727957 37 8 145245825 145245825 Missense_Mutation SNP G A 5 36 c.701G>A c.(700-702)AGT>AAT p.S234N

Pat_41 Post-Resistance HEATR7A 727957 37 8 145247237 145247237 Missense_Mutation SNP C T 4 27 c.881C>T c.(880-882)GCT>GTT p.A294V

Pat_41 Post-Resistance HSF1 3297 37 8 145537564 145537564 Missense_Mutation SNP G A 13 257 c.1304G>A c.(1303-1305)AGC>AAC p.S435N

Pat_41 Post-Resistance DGAT1 8694 37 8 145541660 145541660 Missense_Mutation SNP C T 16 100 c.772G>A c.(772-774)GCC>ACC p.A258T

Pat_41 Post-Resistance FBXL6 26233 37 8 145580576 145580576 Splice_Site SNP C T 5 61 c.772_splice c.e5-1 p.V258_splice

Pat_41 Post-Resistance ADCK5 203054 37 8 145616060 145616060 Missense_Mutation SNP G A 15 153 c.347G>A c.(346-348)AGC>AAC p.S116N

Pat_41 Post-Resistance CPSF1 29894 37 8 145623961 145623961 Missense_Mutation SNP C T 22 260 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_41 Post-Resistance CPSF1 29894 37 8 145624695 145624695 Missense_Mutation SNP C T 9 151 c.1363G>A c.(1363-1365)GGA>AGA p.G455R

Pat_41 Post-Resistance NFKBIL2 4796 37 8 145661985 145661985 Missense_Mutation SNP G A 6 38 c.1970C>T c.(1969-1971)GCC>GTC p.A657V

Pat_41 Post-Resistance NFKBIL2 4796 37 8 145665547 145665547 Missense_Mutation SNP G A 6 122 c.1337C>T c.(1336-1338)CCC>CTC p.P446L

Pat_41 Post-Resistance GPT 2875 37 8 145730175 145730175 Missense_Mutation SNP C T 42 617 c.274C>T c.(274-276)CCT>TCT p.P92S

Pat_41 Post-Resistance LRRC14 9684 37 8 145746452 145746452 Missense_Mutation SNP G A 15 104 c.1072G>A c.(1072-1074)GGT>AGT p.G358S

Pat_41 Post-Resistance ZNF34 80778 37 8 146003512 146003512 Missense_Mutation SNP G A 4 89 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_41 Post-Resistance ZNF7 7553 37 8 146067688 146067688 Missense_Mutation SNP G A 7 134 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_41 Post-Resistance ZNF7 7553 37 8 146068449 146068449 Nonsense_Mutation SNP C T 9 165 c.1957C>T c.(1957-1959)CAG>TAG p.Q653*

Pat_41 Post-Resistance ZNF250 58500 37 8 146107292 146107292 Missense_Mutation SNP C T 11 222 c.1291G>A c.(1291-1293)GCC>ACC p.A431T

Pat_41 Post-Resistance FOXD4 2298 37 9 117939 117939 Missense_Mutation SNP C T 7 62 c.181G>A c.(181-183)GGC>AGC p.G61S

Pat_41 Post-Resistance DOCK8 81704 37 9 428399 428399 Missense_Mutation SNP G A 11 85 c.4376G>A c.(4375-4377)GGA>GAA p.G1459E

Pat_41 Post-Resistance KANK1 23189 37 9 711024 711024 Nonsense_Mutation SNP G A 12 74 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_41 Post-Resistance KANK1 23189 37 9 738385 738385 Missense_Mutation SNP C T 34 82 c.3434C>T c.(3433-3435)GCC>GTC p.A1145V

Pat_41 Post-Resistance KIAA0020 9933 37 9 2837362 2837362 Missense_Mutation SNP G A 3 34 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_41 Post-Resistance RFX3 5991 37 9 3346713 3346713 Missense_Mutation SNP C T 18 170 c.169G>A c.(169-171)GTG>ATG p.V57M



Pat_41 Post-Resistance RCL1 10171 37 9 4844622 4844622 Missense_Mutation SNP G A 33 135 c.808G>A c.(808-810)GTA>ATA p.V270I

Pat_41 Post-Resistance ERMP1 79956 37 9 5810154 5810154 Missense_Mutation SNP G A 22 211 c.1405C>T c.(1405-1407)CTC>TTC p.L469F

Pat_41 Post-Resistance KIAA2026 158358 37 9 6007224 6007224 Missense_Mutation SNP C T 24 151 c.564G>A c.(562-564)ATG>ATA p.M188I

Pat_41 Post-Resistance KDM4C 23081 37 9 7103728 7103728 Missense_Mutation SNP C T 27 81 c.2468C>T c.(2467-2469)GCC>GTC p.A823V

Pat_41 Post-Resistance PTPRD 5789 37 9 8500931 8500931 Missense_Mutation SNP C T 47 195 c.1951G>A c.(1951-1953)GCA>ACA p.A651T

Pat_41 Post-Resistance MPDZ 8777 37 9 13221445 13221445 Missense_Mutation SNP C T 9 91 c.802G>A c.(802-804)GGA>AGA p.G268R

Pat_41 Post-Resistance C9orf93 203238 37 9 15678820 15678820 Missense_Mutation SNP G A 3 13 c.1141G>A c.(1141-1143)GTA>ATA p.V381I

Pat_41 Post-Resistance DENND4C 55667 37 9 19360267 19360267 Missense_Mutation SNP C T 23 151 c.4331C>T c.(4330-4332)CCT>CTT p.P1444L

Pat_41 Post-Resistance ACER2 340485 37 9 19450551 19450551 Missense_Mutation SNP C T 25 54 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_41 Post-Resistance SLC24A2 25769 37 9 19786422 19786422 Missense_Mutation SNP G A 4 50 c.443C>T c.(442-444)GCC>GTC p.A148V

Pat_41 Post-Resistance MLLT3 4300 37 9 20363517 20363517 Missense_Mutation SNP C T 11 63 c.1288G>A c.(1288-1290)GAA>AAA p.E430K

Pat_41 Post-Resistance IFNA16 3449 37 9 21216814 21216814 Nonsense_Mutation SNP C T 69 480 c.491G>A c.(490-492)TGG>TAG p.W164*

Pat_41 Post-Resistance DMRTA1 63951 37 9 22451101 22451101 Nonsense_Mutation SNP C T 13 88 c.706C>T c.(706-708)CAA>TAA p.Q236*

Pat_41 Post-Resistance C9orf72 203228 37 9 27562426 27562426 Missense_Mutation SNP C T 24 160 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_41 Post-Resistance C9orf72 203228 37 9 27566773 27566773 Missense_Mutation SNP G A 36 81 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_41 Post-Resistance NOL6 65083 37 9 33469208 33469208 Missense_Mutation SNP C T 12 57 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_41 Post-Resistance UBAP2 55833 37 9 33922537 33922537 Missense_Mutation SNP G A 4 21 c.3325C>T c.(3325-3327)CCT>TCT p.P1109S

Pat_41 Post-Resistance DCAF12 25853 37 9 34093419 34093419 Missense_Mutation SNP G A 4 69 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_41 Post-Resistance IL11RA 3590 37 9 34657458 34657458 Missense_Mutation SNP C T 6 50 c.520C>T c.(520-522)CCC>TCC p.P174S

Pat_41 Post-Resistance C9orf131 138724 37 9 35043155 35043155 Missense_Mutation SNP C T 5 54 c.529C>T c.(529-531)CCT>TCT p.P177S

Pat_41 Post-Resistance C9orf131 138724 37 9 35043738 35043738 Missense_Mutation SNP C T 14 78 c.1112C>T c.(1111-1113)ACC>ATC p.T371I

Pat_41 Post-Resistance C9orf131 138724 37 9 35044205 35044205 Missense_Mutation SNP C T 54 200 c.1579C>T c.(1579-1581)CCA>TCA p.P527S

Pat_41 Post-Resistance C9orf131 138724 37 9 35044316 35044316 Missense_Mutation SNP C T 19 145 c.1690C>T c.(1690-1692)CCA>TCA p.P564S

Pat_41 Post-Resistance CD72 971 37 9 35611800 35611800 Splice_Site SNP C T 24 56 c.950_splice c.e7+1 p.R317_splice

Pat_41 Post-Resistance CA9 768 37 9 35680970 35680970 Missense_Mutation SNP C T 9 134 c.1328C>T c.(1327-1329)ACC>ATC p.T443I

Pat_41 Post-Resistance NPR2 4882 37 9 35800146 35800146 Missense_Mutation SNP G A 11 147 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_41 Post-Resistance CLTA 1211 37 9 36199075 36199075 Missense_Mutation SNP G A 39 105 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_41 Post-Resistance POLR1E 64425 37 9 37503099 37503099 Missense_Mutation SNP C T 6 30 c.1346C>T c.(1345-1347)GCC>GTC p.A449V

Pat_41 Post-Resistance PIP5K1B 8395 37 9 71532542 71532542 Missense_Mutation SNP G A 31 121 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_41 Post-Resistance VPS13A 23230 37 9 79952399 79952399 Nonsense_Mutation SNP G A 15 136 c.6324G>A c.(6322-6324)TGG>TGA p.W2108*

Pat_41 Post-Resistance CEP78 84131 37 9 80861630 80861630 Missense_Mutation SNP C T 15 69 c.824C>T c.(823-825)GCT>GTT p.A275V

Pat_41 Post-Resistance TLE4 7091 37 9 82333666 82333666 Missense_Mutation SNP G A 9 45 c.1445G>A c.(1444-1446)GGT>GAT p.G482D

Pat_41 Post-Resistance RASEF 158158 37 9 85605342 85605342 Missense_Mutation SNP C T 6 195 c.2081G>A c.(2080-2082)GGT>GAT p.G694D

Pat_41 Post-Resistance UBQLN1 29979 37 9 86297946 86297946 Missense_Mutation SNP G A 14 132 c.368C>T c.(367-369)GCT>GTT p.A123V

Pat_41 Post-Resistance GKAP1 80318 37 9 86383767 86383767 Missense_Mutation SNP C T 5 55 c.704G>A c.(703-705)GGA>GAA p.G235E

Pat_41 Post-Resistance KIF27 55582 37 9 86452059 86452059 Missense_Mutation SNP G A 8 73 c.4063C>T c.(4063-4065)CCT>TCT p.P1355S

Pat_41 Post-Resistance C9orf64 84267 37 9 86571229 86571229 Missense_Mutation SNP C T 11 27 c.187G>A c.(187-189)GCC>ACC p.A63T

Pat_41 Post-Resistance RMI1 80010 37 9 86616913 86616913 Missense_Mutation SNP C T 7 33 c.1012C>T c.(1012-1014)CCA>TCA p.P338S

Pat_41 Post-Resistance DAPK1 1612 37 9 90263777 90263777 Missense_Mutation SNP C T 21 170 c.1411C>T c.(1411-1413)CCC>TCC p.P471S

Pat_41 Post-Resistance CTSL3 392360 37 9 90401723 90401723 Missense_Mutation SNP G A 18 58 c.575G>A c.(574-576)GGT>GAT p.G192D

Pat_41 Post-Resistance SECISBP2 79048 37 9 91943656 91943656 Missense_Mutation SNP C T 7 104 c.656C>T c.(655-657)ACC>ATC p.T219I

Pat_41 Post-Resistance SEMA4D 10507 37 9 92003963 92003963 Splice_Site SNP C T 10 29 c.775_splice c.e12-1 p.G259_splice

Pat_41 Post-Resistance SYK 6850 37 9 93640016 93640016 Missense_Mutation SNP G A 5 89 c.1345G>A c.(1345-1347)GAG>AAG p.E449K

Pat_41 Post-Resistance ROR2 4920 37 9 94486207 94486207 Missense_Mutation SNP G A 6 53 c.2569C>T c.(2569-2571)CCC>TCC p.P857S

Pat_41 Post-Resistance ROR2 4920 37 9 94519784 94519784 Missense_Mutation SNP G A 3 40 c.233C>T c.(232-234)ACG>ATG p.T78M

Pat_41 Post-Resistance SPTLC1 10558 37 9 94797091 94797091 Splice_Site SNP C T 19 112 c.1328_splice c.e14+1 p.S443_splice

Pat_41 Post-Resistance WNK2 65268 37 9 95993352 95993352 Missense_Mutation SNP C T 72 142 c.1037C>T c.(1036-1038)GCC>GTC p.A346V



Pat_41 Post-Resistance ZNF169 169841 37 9 97054659 97054659 Missense_Mutation SNP A G 31 103 c.70A>G c.(70-72)ACC>GCC p.T24A

Pat_41 Post-Resistance C9orf3 84909 37 9 97522426 97522426 Missense_Mutation SNP C T 7 321 c.361C>T c.(361-363)CAT>TAT p.H121Y

Pat_41 Post-Resistance PTCH1 5727 37 9 98209459 98209459 Missense_Mutation SNP G A 8 17 c.4079C>T c.(4078-4080)TCC>TTC p.S1360F

Pat_41 Post-Resistance CDC14B 8555 37 9 99327738 99327738 Missense_Mutation SNP C T 23 203 c.188G>A c.(187-189)AGC>AAC p.S63N

Pat_41 Post-Resistance TDRD7 23424 37 9 100190809 100190809 Missense_Mutation SNP G A 18 58 c.62G>A c.(61-63)GGA>GAA p.G21E

Pat_41 Post-Resistance TDRD7 23424 37 9 100222550 100222550 Missense_Mutation SNP G A 5 50 c.946G>A c.(946-948)GTA>ATA p.V316I

Pat_41 Post-Resistance TBC1D2 55357 37 9 100963810 100963810 Missense_Mutation SNP C T 11 87 c.2408G>A c.(2407-2409)AGC>AAC p.S803N

Pat_41 Post-Resistance ANKS6 203286 37 9 101552434 101552434 Missense_Mutation SNP C T 22 85 c.814G>A c.(814-816)GAC>AAC p.D272N

Pat_41 Post-Resistance STX17 55014 37 9 102730902 102730902 Missense_Mutation SNP C T 6 91 c.856C>T c.(856-858)CTC>TTC p.L286F

Pat_41 Post-Resistance LPPR1 54886 37 9 104075216 104075216 Missense_Mutation SNP T A 275 37 c.773T>A c.(772-774)ATT>AAT p.I258N

Pat_41 Post-Resistance MRPL50 54534 37 9 104153098 104153098 Missense_Mutation SNP C T 10 56 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_41 Post-Resistance SMC2 10592 37 9 106901489 106901489 Missense_Mutation SNP G A 9 74 c.3487G>A c.(3487-3489)GAT>AAT p.D1163N

Pat_41 Post-Resistance OR13C9 286362 37 9 107380046 107380046 Missense_Mutation SNP C T 14 131 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_41 Post-Resistance ABCA1 19 37 9 107562184 107562184 Missense_Mutation SNP T C 3 99 c.4859A>G c.(4858-4860)AAG>AGG p.K1620R

Pat_41 Post-Resistance ZNF462 58499 37 9 109765657 109765657 Missense_Mutation SNP G A 9 45 c.7139G>A c.(7138-7140)AGC>AAC p.S2380N

Pat_41 Post-Resistance CTNNAL1 8727 37 9 111706289 111706289 Missense_Mutation SNP C T 5 140 c.1894G>A c.(1894-1896)GCA>ACA p.A632T

Pat_41 Post-Resistance C9orf5 23731 37 9 111822716 111822716 Missense_Mutation SNP C T 29 69 c.1640G>A c.(1639-1641)GGA>GAA p.G547E

Pat_41 Post-Resistance SVEP1 79987 37 9 113192285 113192285 Splice_Site SNP C T 20 67 c.5531_splice c.e34-1 p.A1844_splice

Pat_41 Post-Resistance LPAR1 1902 37 9 113637878 113637878 Missense_Mutation SNP C T 92 22 c.918G>A c.(916-918)ATG>ATA p.M306I

Pat_41 Post-Resistance KIAA0368 23392 37 9 114134762 114134762 Missense_Mutation SNP G A 20 139 c.5009C>T c.(5008-5010)TCC>TTC p.S1670F

Pat_41 Post-Resistance UGCG 7357 37 9 114695126 114695126 Missense_Mutation SNP C T 28 85 c.1034C>T c.(1033-1035)TCA>TTA p.S345L

Pat_41 Post-Resistance ALAD 210 37 9 116155769 116155769 Missense_Mutation SNP G A 6 66 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_41 Post-Resistance C9orf43 257169 37 9 116185634 116185634 Missense_Mutation SNP G A 20 48 c.512G>A c.(511-513)GGA>GAA p.G171E

Pat_41 Post-Resistance RGS3 5998 37 9 116224012 116224012 Missense_Mutation SNP C T 9 93 c.106C>T c.(106-108)CCC>TCC p.P36S

Pat_41 Post-Resistance AMBP 259 37 9 116838957 116838957 Missense_Mutation SNP C T 20 80 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_41 Post-Resistance COL27A1 85301 37 9 116967403 116967403 Missense_Mutation SNP C T 10 90 c.2146C>T c.(2146-2148)CCG>TCG p.P716S

Pat_41 Post-Resistance COL27A1 85301 37 9 116999979 116999979 Missense_Mutation SNP G A 6 53 c.2711G>A c.(2710-2712)GGG>GAG p.G904E

Pat_41 Post-Resistance COL27A1 85301 37 9 117062942 117062942 Missense_Mutation SNP G A 7 20 c.4676G>A c.(4675-4677)GGC>GAC p.G1559D

Pat_41 Post-Resistance AKNA 80709 37 9 117106084 117106084 Splice_Site SNP C T 5 40 c.3662_splice c.e18-1 p.G1221_splice

Pat_41 Post-Resistance DFNB31 25861 37 9 117166342 117166342 Missense_Mutation SNP G A 5 32 c.2252C>T c.(2251-2253)TCC>TTC p.S751F

Pat_41 Post-Resistance ASTN2 23245 37 9 119413883 119413883 Missense_Mutation SNP C T 10 83 c.2996G>A c.(2995-2997)AGC>AAC p.S999N

Pat_41 Post-Resistance TRIM32 22954 37 9 119460041 119460041 Missense_Mutation SNP C T 9 51 c.20C>T c.(19-21)TCT>TTT p.S7F

Pat_41 Post-Resistance C5 727 37 9 123739097 123739097 Missense_Mutation SNP C T 9 121 c.3745G>A c.(3745-3747)GAA>AAA p.E1249K

Pat_41 Post-Resistance C5 727 37 9 123770685 123770685 Splice_Site SNP C T 40 90 c.2348_splice c.e18+1 p.R783_splice

Pat_41 Post-Resistance C5 727 37 9 123777506 123777506 Missense_Mutation SNP C T 3 63 c.2030G>A c.(2029-2031)AGA>AAA p.R677K

Pat_41 Post-Resistance C5 727 37 9 123778579 123778579 Missense_Mutation SNP C T 25 130 c.1949G>A c.(1948-1950)GGA>GAA p.G650E

Pat_41 Post-Resistance CEP110 11064 37 9 123920340 123920340 Missense_Mutation SNP G A 4 44 c.4717G>A c.(4717-4719)GTG>ATG p.V1573M

Pat_41 Post-Resistance OR1J1 347168 37 9 125239683 125239683 Missense_Mutation SNP G A 12 22 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_41 Post-Resistance OR1N1 138883 37 9 125288851 125288851 Missense_Mutation SNP G A 50 10 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_41 Post-Resistance OR1L3 26735 37 9 125437417 125437417 Missense_Mutation SNP G A 4 135 c.9G>A c.(7-9)ATG>ATA p.M3I

Pat_41 Post-Resistance OR1L4 254973 37 9 125486969 125486969 Missense_Mutation SNP G A 21 237 c.701G>A c.(700-702)GGG>GAG p.G234E

Pat_41 Post-Resistance OR5C1 392391 37 9 125551815 125551815 Missense_Mutation SNP C T 4 54 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_41 Post-Resistance SCAI 286205 37 9 127733699 127733699 Missense_Mutation SNP T C 12 81 c.1624A>G c.(1624-1626)ACA>GCA p.T542A

Pat_41 Post-Resistance HSPA5 3309 37 9 128003049 128003049 Missense_Mutation SNP T C 22 130 c.260A>G c.(259-261)AAC>AGC p.N87S

Pat_41 Post-Resistance RALGPS1 9649 37 9 129728169 129728169 Missense_Mutation SNP C T 15 125 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance LRSAM1 90678 37 9 130236172 130236172 Missense_Mutation SNP C T 4 61 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_41 Post-Resistance FAM129B 64855 37 9 130286123 130286123 Missense_Mutation SNP T A 33 69 c.424A>T c.(424-426)ACC>TCC p.T142S



Pat_41 Post-Resistance ST6GALNAC6 30815 37 9 130652997 130652997 Missense_Mutation SNP G A 15 69 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_41 Post-Resistance ST6GALNAC4 27090 37 9 130672239 130672239 Missense_Mutation SNP C T 4 33 c.710G>A c.(709-711)AGC>AAC p.S237N

Pat_41 Post-Resistance DPM2 8818 37 9 130699801 130699801 Missense_Mutation SNP G A 4 20 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_41 Post-Resistance PTGES2 80142 37 9 130885987 130885987 Missense_Mutation SNP G A 5 57 c.680C>T c.(679-681)GCC>GTC p.A227V

Pat_41 Post-Resistance CIZ1 25792 37 9 130931372 130931372 Missense_Mutation SNP C T 8 184 c.2254G>A c.(2254-2256)GAT>AAT p.D752N

Pat_41 Post-Resistance GOLGA2 2801 37 9 131022360 131022360 Missense_Mutation SNP C T 10 40 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_41 Post-Resistance CERCAM 51148 37 9 131191057 131191057 Missense_Mutation SNP C T 14 78 c.908C>T c.(907-909)GCC>GTC p.A303V

Pat_41 Post-Resistance DOLK 22845 37 9 131708828 131708828 Missense_Mutation SNP G A 4 48 c.755C>T c.(754-756)ACC>ATC p.T252I

Pat_41 Post-Resistance CRAT 1384 37 9 131860302 131860302 Missense_Mutation SNP G A 26 103 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_41 Post-Resistance LAMC3 10319 37 9 133917032 133917032 Missense_Mutation SNP C T 10 33 c.1292C>T c.(1291-1293)ACT>ATT p.T431I

Pat_41 Post-Resistance NUP214 8021 37 9 134073823 134073823 Missense_Mutation SNP C T 24 111 c.4942C>T c.(4942-4944)CCT>TCT p.P1648S

Pat_41 Post-Resistance BAT2L1 84726 37 9 134353234 134353234 Missense_Mutation SNP C T 3 22 c.4510C>T c.(4510-4512)CCC>TCC p.P1504S

Pat_41 Post-Resistance BAT2L1 84726 37 9 134362594 134362594 Missense_Mutation SNP C T 7 42 c.5897C>T c.(5896-5898)TCT>TTT p.S1966F

Pat_41 Post-Resistance RAPGEF1 2889 37 9 134458071 134458071 Missense_Mutation SNP T C 6 104 c.2875A>G c.(2875-2877)ACA>GCA p.T959A

Pat_41 Post-Resistance SETX 23064 37 9 135202229 135202229 Missense_Mutation SNP G A 7 127 c.4756C>T c.(4756-4758)CCT>TCT p.P1586S

Pat_41 Post-Resistance MED22 6837 37 9 136211178 136211178 Missense_Mutation SNP C T 7 44 c.215G>A c.(214-216)GGC>GAC p.G72D

Pat_41 Post-Resistance SURF1 6834 37 9 136221547 136221547 Missense_Mutation SNP C A 20 311 c.290G>T c.(289-291)AGA>ATA p.R97I

Pat_41 Post-Resistance SARDH 1757 37 9 136568051 136568051 Missense_Mutation SNP G A 5 42 c.1655C>T c.(1654-1656)CCC>CTC p.P552L

Pat_41 Post-Resistance SARDH 1757 37 9 136597637 136597637 Missense_Mutation SNP C T 66 178 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_41 Post-Resistance BRD3 8019 37 9 136913400 136913400 Missense_Mutation SNP C A 6 25 c.891G>T c.(889-891)GAG>GAT p.E297D

Pat_41 Post-Resistance BRD3 8019 37 9 136913488 136913488 Missense_Mutation SNP G A 6 34 c.803C>T c.(802-804)TCA>TTA p.S268L

Pat_41 Post-Resistance WDR5 11091 37 9 137005070 137005070 Missense_Mutation SNP C T 15 54 c.71C>T c.(70-72)ACT>ATT p.T24I

Pat_41 Post-Resistance COL5A1 1289 37 9 137693854 137693854 Splice_Site SNP G A 4 47 c.3006_splice c.e38+1 p.Q1002_splice

Pat_41 Post-Resistance KCNT1 57582 37 9 138651556 138651556 Missense_Mutation SNP G A 9 27 c.886G>A c.(886-888)GGC>AGC p.G296S

Pat_41 Post-Resistance CAMSAP1 157922 37 9 138712831 138712831 Missense_Mutation SNP G A 3 7 c.3676C>T c.(3676-3678)CCT>TCT p.P1226S

Pat_41 Post-Resistance CAMSAP1 157922 37 9 138716676 138716676 Missense_Mutation SNP C T 6 19 c.1274G>A c.(1273-1275)AGA>AAA p.R425K

Pat_41 Post-Resistance SEC16A 9919 37 9 139369229 139369229 Missense_Mutation SNP C T 4 92 c.2839G>A c.(2839-2841)GCA>ACA p.A947T

Pat_41 Post-Resistance SEC16A 9919 37 9 139370783 139370783 Missense_Mutation SNP G A 11 36 c.1285C>T c.(1285-1287)CCA>TCA p.P429S

Pat_41 Post-Resistance NOTCH1 4851 37 9 139391956 139391956 Missense_Mutation SNP C T 3 30 c.6235G>A c.(6235-6237)GTG>ATG p.V2079M

Pat_41 Post-Resistance MAMDC4 158056 37 9 139752008 139752008 Missense_Mutation SNP C T 20 44 c.2296C>T c.(2296-2298)CCA>TCA p.P766S

Pat_41 Post-Resistance NPDC1 56654 37 9 139934304 139934304 Missense_Mutation SNP C T 7 49 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_41 Post-Resistance DPP7 29952 37 9 140006162 140006162 Missense_Mutation SNP C T 9 47 c.1252G>A c.(1252-1254)GAC>AAC p.D418N

Pat_41 Post-Resistance ANAPC2 29882 37 9 140077608 140077608 Missense_Mutation SNP C T 7 98 c.1255G>A c.(1255-1257)GTG>ATG p.V419M

Pat_41 Post-Resistance PNPLA7 375775 37 9 140358901 140358901 Missense_Mutation SNP G A 18 87 c.2972C>T c.(2971-2973)ACG>ATG p.T991M

Pat_41 Post-Resistance ARRDC1 92714 37 9 140508073 140508073 Missense_Mutation SNP C T 38 41 c.287C>T c.(286-288)GCA>GTA p.A96V

Pat_41 Post-Resistance ARRDC1 92714 37 9 140509416 140509416 Missense_Mutation SNP C T 5 73 c.1201C>T c.(1201-1203)CTT>TTT p.L401F

Pat_41 Post-Resistance CACNA1B 774 37 9 140777284 140777284 Missense_Mutation SNP C T 15 172 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_41 Post-Resistance CSF2RA 1438 37 X 1424364 1424364 Missense_Mutation SNP C T 37 165 c.1069C>T c.(1069-1071)CCG>TCG p.P357S

Pat_41 Post-Resistance SLC25A6 293 37 X 1508422 1508422 Missense_Mutation SNP C T 75 306 c.310G>A c.(310-312)GAC>AAC p.D104N

Pat_41 Post-Resistance ZBED1 9189 37 X 2407863 2407863 Nonsense_Mutation SNP G A 22 104 c.898C>T c.(898-900)CAG>TAG p.Q300*

Pat_41 Post-Resistance CD99 4267 37 X 2641376 2641376 Missense_Mutation SNP G A 13 234 c.332G>A c.(331-333)GGA>GAA p.G111E

Pat_41 Post-Resistance ARSH 347527 37 X 2931166 2931166 Missense_Mutation SNP C T 11 220 c.293C>T c.(292-294)ACT>ATT p.T98I

Pat_41 Post-Resistance ARSF 416 37 X 3021821 3021821 Missense_Mutation SNP G A 24 184 c.1121G>A c.(1120-1122)GGC>GAC p.G374D

Pat_41 Post-Resistance ARSF 416 37 X 3030389 3030389 Missense_Mutation SNP C T 12 138 c.1565C>T c.(1564-1566)GCC>GTC p.A522V

Pat_41 Post-Resistance MXRA5 25878 37 X 3238810 3238810 Missense_Mutation SNP G A 19 353 c.4916C>T c.(4915-4917)CCT>CTT p.P1639L

Pat_41 Post-Resistance MXRA5 25878 37 X 3238838 3238838 Missense_Mutation SNP A G 28 235 c.4888T>C c.(4888-4890)TCC>CCC p.S1630P

Pat_41 Post-Resistance SHROOM2 357 37 X 9862532 9862532 Missense_Mutation SNP G A 15 112 c.584G>A c.(583-585)AGC>AAC p.S195N



Pat_41 Post-Resistance SHROOM2 357 37 X 9863421 9863421 Nonsense_Mutation SNP G A 3 12 c.1473G>A c.(1471-1473)TGG>TGA p.W491*

Pat_41 Post-Resistance WWC3 55841 37 X 10085264 10085264 Missense_Mutation SNP G A 16 129 c.1165G>A c.(1165-1167)GTC>ATC p.V389I

Pat_41 Post-Resistance WWC3 55841 37 X 10085394 10085394 Missense_Mutation SNP G A 4 81 c.1295G>A c.(1294-1296)GGC>GAC p.G432D

Pat_41 Post-Resistance AMELX 265 37 X 11316809 11316809 Missense_Mutation SNP C T 38 507 c.286C>T c.(286-288)CCC>TCC p.P96S

Pat_41 Post-Resistance MSL3 10943 37 X 11793181 11793181 Missense_Mutation SNP C T 25 144 c.1549C>T c.(1549-1551)CCC>TCC p.P517S

Pat_41 Post-Resistance ATXN3L 92552 37 X 13337953 13337953 Missense_Mutation SNP G A 30 291 c.101C>T c.(100-102)GCC>GTC p.A34V

Pat_41 Post-Resistance OFD1 8481 37 X 13756972 13756972 Missense_Mutation SNP C T 7 235 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_41 Post-Resistance GLRA2 2742 37 X 14708949 14708949 Missense_Mutation SNP C T 14 206 c.1048C>T c.(1048-1050)CGC>TGC p.R350C

Pat_41 Post-Resistance PIR 8544 37 X 15477779 15477779 Splice_Site SNP C T 49 786 c.273_splice c.e4+1 p.Q91_splice

Pat_41 Post-Resistance ACE2 59272 37 X 15582271 15582271 Missense_Mutation SNP G A 34 402 c.2185C>T c.(2185-2187)CCA>TCA p.P729S

Pat_41 Post-Resistance ACE2 59272 37 X 15589806 15589806 Missense_Mutation SNP G A 43 236 c.1778C>T c.(1777-1779)ACC>ATC p.T593I

Pat_41 Post-Resistance ZRSR2 8233 37 X 15840977 15840977 Missense_Mutation SNP G A 14 143 c.1061G>A c.(1060-1062)GGC>GAC p.G354D

Pat_41 Post-Resistance NHS 4810 37 X 17739693 17739693 Missense_Mutation SNP G A 18 240 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_41 Post-Resistance NHS 4810 37 X 17745815 17745815 Missense_Mutation SNP G A 23 261 c.3526G>A c.(3526-3528)GAC>AAC p.D1176N

Pat_41 Post-Resistance NHS 4810 37 X 17750444 17750444 Missense_Mutation SNP G A 14 158 c.4753G>A c.(4753-4755)GCC>ACC p.A1585T

Pat_41 Post-Resistance RAI2 10742 37 X 17819827 17819827 Missense_Mutation SNP G A 7 81 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_41 Post-Resistance SCML2 10389 37 X 18343086 18343086 Missense_Mutation SNP A G 6 157 c.103T>C c.(103-105)TGG>CGG p.W35R

Pat_41 Post-Resistance CDKL5 6792 37 X 18622915 18622915 Missense_Mutation SNP G A 74 365 c.1871G>A c.(1870-1872)GGC>GAC p.G624D

Pat_41 Post-Resistance GPR64 10149 37 X 19054078 19054078 Missense_Mutation SNP G A 31 293 c.244C>T c.(244-246)CTC>TTC p.L82F

Pat_41 Post-Resistance CXorf23 256643 37 X 19954004 19954004 Nonsense_Mutation SNP G A 32 446 c.1786C>T c.(1786-1788)CAG>TAG p.Q596*

Pat_41 Post-Resistance RPS6KA3 6197 37 X 20206014 20206014 Missense_Mutation SNP C T 15 399 c.706G>A c.(706-708)GCT>ACT p.A236T

Pat_41 Post-Resistance CNKSR2 22866 37 X 21450862 21450862 Missense_Mutation SNP C T 38 420 c.361C>T c.(361-363)CCA>TCA p.P121S

Pat_41 Post-Resistance PHEX 5251 37 X 22132611 22132611 Nonsense_Mutation SNP G A 8 239 c.1209G>A c.(1207-1209)TGG>TGA p.W403*

Pat_41 Post-Resistance ZFX 7543 37 X 24226463 24226463 Missense_Mutation SNP C T 15 138 c.1069C>T c.(1069-1071)CCG>TCG p.P357S

Pat_41 Post-Resistance ZFX 7543 37 X 24229398 24229398 Missense_Mutation SNP C T 10 309 c.2323C>T c.(2323-2325)CCT>TCT p.P775S

Pat_41 Post-Resistance FAM48B2 170067 37 X 24330676 24330676 Nonsense_Mutation SNP G A 7 157 c.757C>T c.(757-759)CAG>TAG p.Q253*

Pat_41 Post-Resistance POLA1 5422 37 X 24735451 24735451 Missense_Mutation SNP G A 8 128 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_41 Post-Resistance POLA1 5422 37 X 24760138 24760138 Missense_Mutation SNP G A 16 264 c.2348G>A c.(2347-2349)GGA>GAA p.G783E

Pat_41 Post-Resistance MAGEB6 158809 37 X 26212043 26212043 Missense_Mutation SNP G A 4 59 c.80G>A c.(79-81)GGT>GAT p.G27D

Pat_41 Post-Resistance DCAF8L1 139425 37 X 27998457 27998457 Missense_Mutation SNP T C 5 108 c.995A>G c.(994-996)GAT>GGT p.D332G

Pat_41 Post-Resistance CXorf21 80231 37 X 30578037 30578037 Missense_Mutation SNP A G 5 142 c.436T>C c.(436-438)TCT>CCT p.S146P

Pat_41 Post-Resistance CXorf21 80231 37 X 30578411 30578411 Missense_Mutation SNP G A 8 73 c.62C>T c.(61-63)GCC>GTC p.A21V

Pat_41 Post-Resistance DMD 1756 37 X 32383153 32383153 Nonsense_Mutation SNP C T 11 191 c.5009G>A c.(5008-5010)TGG>TAG p.W1670*

Pat_41 Post-Resistance CXorf59 286464 37 X 36156093 36156093 Missense_Mutation SNP G A 7 88 c.1064G>A c.(1063-1065)AGA>AAA p.R355K

Pat_41 Post-Resistance FAM47C 442444 37 X 37027907 37027907 Missense_Mutation SNP G A 7 109 c.1424G>A c.(1423-1425)TGC>TAC p.C475Y

Pat_41 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 7 175 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_41 Post-Resistance FAM47C 442444 37 X 37028662 37028662 Missense_Mutation SNP T C 6 90 c.2179T>C c.(2179-2181)TGC>CGC p.C727R

Pat_41 Post-Resistance FAM47C 442444 37 X 37028708 37028708 Missense_Mutation SNP C T 6 111 c.2225C>T c.(2224-2226)CCT>CTT p.P742L

Pat_41 Post-Resistance LANCL3 347404 37 X 37431196 37431196 Missense_Mutation SNP G A 5 6 c.73G>A c.(73-75)GAG>AAG p.E25K

Pat_41 Post-Resistance BCOR 54880 37 X 39934241 39934241 Missense_Mutation SNP G A 8 72 c.358C>T c.(358-360)CCA>TCA p.P120S

Pat_41 Post-Resistance ATP6AP2 10159 37 X 40450564 40450564 Missense_Mutation SNP G A 14 195 c.247G>A c.(247-249)GTG>ATG p.V83M

Pat_41 Post-Resistance USP9X 8239 37 X 41002601 41002601 Missense_Mutation SNP C T 4 60 c.1219C>T c.(1219-1221)CCA>TCA p.P407S

Pat_41 Post-Resistance USP9X 8239 37 X 41027288 41027288 Missense_Mutation SNP C T 53 298 c.2453C>T c.(2452-2454)TCT>TTT p.S818F

Pat_41 Post-Resistance DDX3X 1654 37 X 41203334 41203334 Missense_Mutation SNP G A 4 65 c.817G>A c.(817-819)GCA>ACA p.A273T

Pat_41 Post-Resistance DDX3X 1654 37 X 41205761 41205761 Missense_Mutation SNP G A 7 339 c.1501G>A c.(1501-1503)GCA>ACA p.A501T

Pat_41 Post-Resistance GPR34 2857 37 X 41555440 41555440 Missense_Mutation SNP G A 12 110 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_41 Post-Resistance MAOA 4128 37 X 43603621 43603621 Missense_Mutation SNP C T 4 103 c.1445C>T c.(1444-1446)CCA>CTA p.P482L



Pat_41 Post-Resistance SLC9A7 84679 37 X 46532013 46532013 Missense_Mutation SNP C T 10 189 c.653G>A c.(652-654)GGG>GAG p.G218E

Pat_41 Post-Resistance RP2 6102 37 X 46713343 46713343 Missense_Mutation SNP C T 7 112 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_41 Post-Resistance ZNF157 7712 37 X 47271863 47271863 Missense_Mutation SNP G A 8 107 c.391G>A c.(391-393)GAT>AAT p.D131N

Pat_41 Post-Resistance ZNF41 7592 37 X 47307520 47307520 Missense_Mutation SNP G A 11 98 c.1775C>T c.(1774-1776)CCC>CTC p.P592L

Pat_41 Post-Resistance CFP 5199 37 X 47486897 47486897 Missense_Mutation SNP C T 4 57 c.547G>A c.(547-549)GCC>ACC p.A183T

Pat_41 Post-Resistance ELK1 2002 37 X 47497422 47497422 Missense_Mutation SNP C T 5 50 c.814G>A c.(814-816)GCC>ACC p.A272T

Pat_41 Post-Resistance SLC38A5 92745 37 X 48326126 48326126 Missense_Mutation SNP G A 3 32 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_41 Post-Resistance FTSJ1 24140 37 X 48340040 48340040 Missense_Mutation SNP G A 5 73 c.592G>A c.(592-594)GGC>AGC p.G198S

Pat_41 Post-Resistance TBC1D25 4943 37 X 48419014 48419014 Missense_Mutation SNP C T 8 95 c.1718C>T c.(1717-1719)CCC>CTC p.P573L

Pat_41 Post-Resistance WDR13 64743 37 X 48460595 48460595 Splice_Site SNP G A 4 105 c.1154_splice c.e8+1 p.R385_splice

Pat_41 Post-Resistance WAS 7454 37 X 48542276 48542276 Missense_Mutation SNP G A 4 76 c.34G>A c.(34-36)GGC>AGC p.G12S

Pat_41 Post-Resistance SUV39H1 6839 37 X 48559067 48559067 Missense_Mutation SNP G A 15 102 c.751G>A c.(751-753)GAT>AAT p.D251N

Pat_41 Post-Resistance PQBP1 10084 37 X 48759548 48759548 Missense_Mutation SNP G A 12 89 c.331G>A c.(331-333)GAC>AAC p.D111N

Pat_41 Post-Resistance CCDC120 90060 37 X 48920089 48920089 Missense_Mutation SNP G A 3 11 c.140G>A c.(139-141)AGC>AAC p.S47N

Pat_41 Post-Resistance PRICKLE3 4007 37 X 49035625 49035625 Missense_Mutation SNP G A 4 71 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_41 Post-Resistance SYP 6855 37 X 49048118 49048118 Missense_Mutation SNP G A 5 13 c.718C>T c.(718-720)CCC>TCC p.P240S

Pat_41 Post-Resistance FOXP3 50943 37 X 49113934 49113934 Missense_Mutation SNP G T 7 26 c.404C>A c.(403-405)ACC>AAC p.T135N

Pat_41 Post-Resistance PPP1R3F 89801 37 X 49142746 49142746 Missense_Mutation SNP C T 3 46 c.1594C>T c.(1594-1596)CGC>TGC p.R532C

Pat_41 Post-Resistance GAGE2A 729447 37 X 49355903 49355903 Missense_Mutation SNP G A 41 620 c.185G>A c.(184-186)GGA>GAA p.G62E

Pat_41 Post-Resistance CCNB3 85417 37 X 50053127 50053127 Missense_Mutation SNP C T 5 71 c.1958C>T c.(1957-1959)TCC>TTC p.S653F

Pat_41 Post-Resistance MAGED1 9500 37 X 51639671 51639671 Missense_Mutation SNP G A 4 57 c.920G>A c.(919-921)GGC>GAC p.G307D

Pat_41 Post-Resistance XAGE5 170627 37 X 52841618 52841618 Missense_Mutation SNP C T 71 388 c.28C>T c.(28-30)CCA>TCA p.P10S

Pat_41 Post-Resistance KDM5C 8242 37 X 53222411 53222411 Missense_Mutation SNP C T 3 63 c.4421G>A c.(4420-4422)CGA>CAA p.R1474Q

Pat_41 Post-Resistance KDM5C 8242 37 X 53228300 53228300 Missense_Mutation SNP G A 36 182 c.2102C>T c.(2101-2103)CCA>CTA p.P701L

Pat_41 Post-Resistance SMC1A 8243 37 X 53407569 53407569 Missense_Mutation SNP G A 5 50 c.3590C>T c.(3589-3591)GCC>GTC p.A1197V

Pat_41 Post-Resistance SMC1A 8243 37 X 53432762 53432762 Nonsense_Mutation SNP G A 10 42 c.1672C>T c.(1672-1674)CAG>TAG p.Q558*

Pat_41 Post-Resistance RIBC1 158787 37 X 53455500 53455500 Nonsense_Mutation SNP C T 20 53 c.469C>T c.(469-471)CAG>TAG p.Q157*

Pat_41 Post-Resistance HUWE1 10075 37 X 53561490 53561490 Missense_Mutation SNP G A 27 141 c.12818C>T c.(12817-12819)TCC>TTC p.S4273F

Pat_41 Post-Resistance HUWE1 10075 37 X 53566717 53566717 Missense_Mutation SNP G A 18 51 c.11533C>T c.(11533-11535)CCC>TCC p.P3845S

Pat_41 Post-Resistance FAM120C 54954 37 X 54117836 54117836 Missense_Mutation SNP C T 4 113 c.2336G>A c.(2335-2337)GGC>GAC p.G779D

Pat_41 Post-Resistance WNK3 65267 37 X 54224765 54224765 Missense_Mutation SNP G A 5 35 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_41 Post-Resistance WNK3 65267 37 X 54334405 54334405 Missense_Mutation SNP G A 26 267 c.1039C>T c.(1039-1041)CCT>TCT p.P347S

Pat_41 Post-Resistance GNL3L 54552 37 X 54578319 54578319 Missense_Mutation SNP G A 18 105 c.1093G>A c.(1093-1095)GCA>ACA p.A365T

Pat_41 Post-Resistance ITIH5L 347365 37 X 54785182 54785182 Missense_Mutation SNP G A 4 33 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_41 Post-Resistance FAAH2 158584 37 X 57407425 57407425 Missense_Mutation SNP C T 7 112 c.959C>T c.(958-960)TCC>TTC p.S320F

Pat_41 Post-Resistance MTMR8 55613 37 X 63557195 63557195 Missense_Mutation SNP C T 8 89 c.1054G>A c.(1054-1056)GCT>ACT p.A352T

Pat_41 Post-Resistance LAS1L 81887 37 X 64744016 64744016 Missense_Mutation SNP G A 6 58 c.1220C>T c.(1219-1221)CCA>CTA p.P407L

Pat_41 Post-Resistance MSN 4478 37 X 64949432 64949432 Missense_Mutation SNP G A 16 122 c.325G>A c.(325-327)GGC>AGC p.G109S

Pat_41 Post-Resistance VSIG4 11326 37 X 65253510 65253510 Missense_Mutation SNP G A 13 133 c.218C>T c.(217-219)TCT>TTT p.S73F

Pat_41 Post-Resistance OPHN1 4983 37 X 67430060 67430060 Missense_Mutation SNP G T 5 58 c.767C>A c.(766-768)GCT>GAT p.A256D

Pat_41 Post-Resistance PJA1 64219 37 X 68381658 68381658 Missense_Mutation SNP C T 49 368 c.1424G>A c.(1423-1425)GGG>GAG p.G475E

Pat_41 Post-Resistance PJA1 64219 37 X 68382516 68382516 Missense_Mutation SNP C T 4 17 c.566G>A c.(565-567)AGA>AAA p.R189K

Pat_41 Post-Resistance KIF4A 24137 37 X 69510387 69510387 Missense_Mutation SNP G A 13 47 c.79G>A c.(79-81)GGC>AGC p.G27S

Pat_41 Post-Resistance KIF4A 24137 37 X 69563595 69563595 Missense_Mutation SNP C T 9 124 c.1309C>T c.(1309-1311)CTC>TTC p.L437F

Pat_41 Post-Resistance DLG3 1741 37 X 69719025 69719025 Splice_Site SNP G A 7 54 c.1871_splice c.e15-1 p.I624_splice

Pat_41 Post-Resistance FOXO4 4303 37 X 70321153 70321153 Missense_Mutation SNP G A 4 28 c.1073G>A c.(1072-1074)GGG>GAG p.G358E

Pat_41 Post-Resistance CXorf65 158830 37 X 70324618 70324618 Splice_Site SNP C T 10 199 c.319_splice c.e4+1 p.V107_splice



Pat_41 Post-Resistance MED12 9968 37 X 70356132 70356132 Missense_Mutation SNP G A 8 83 c.5027G>A c.(5026-5028)GGT>GAT p.G1676D

Pat_41 Post-Resistance NLGN3 54413 37 X 70389546 70389546 Missense_Mutation SNP G A 8 37 c.2086G>A c.(2086-2088)GCC>ACC p.A696T

Pat_41 Post-Resistance ZMYM3 9203 37 X 70467360 70467360 Missense_Mutation SNP C T 5 42 c.2149G>A c.(2149-2151)GCT>ACT p.A717T

Pat_41 Post-Resistance ITGB1BP2 26548 37 X 70524453 70524453 Missense_Mutation SNP G A 4 57 c.815G>A c.(814-816)GGG>GAG p.G272E

Pat_41 Post-Resistance TAF1 6872 37 X 70618504 70618504 Missense_Mutation SNP C T 4 63 c.3700C>T c.(3700-3702)CTT>TTT p.L1234F

Pat_41 Post-Resistance TAF1 6872 37 X 70679537 70679537 Missense_Mutation SNP G A 30 199 c.5197G>A c.(5197-5199)GAA>AAA p.E1733K

Pat_41 Post-Resistance OGT 8473 37 X 70767761 70767761 Missense_Mutation SNP G A 21 395 c.536G>A c.(535-537)TGT>TAT p.C179Y

Pat_41 Post-Resistance OGT 8473 37 X 70775894 70775894 Missense_Mutation SNP G A 27 350 c.1015G>A c.(1015-1017)GAA>AAA p.E339K

Pat_41 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 17 156 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_41 Post-Resistance ACRC 93953 37 X 70823950 70823950 Missense_Mutation SNP C T 5 202 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_41 Post-Resistance ACRC 93953 37 X 70823960 70823961 Missense_Mutation DNP GC AG 7 226 c.833_834GC>AG c.(832-834)AGC>AAG p.S278K

Pat_41 Post-Resistance ACRC 93953 37 X 70830569 70830569 Missense_Mutation SNP G A 16 50 c.1650G>A c.(1648-1650)ATG>ATA p.M550I

Pat_41 Post-Resistance CXCR3 2833 37 X 70837269 70837269 Missense_Mutation SNP G A 3 45 c.53C>T c.(52-54)GCC>GTC p.A18V

Pat_41 Post-Resistance ERCC6L 54821 37 X 71425492 71425492 Missense_Mutation SNP C T 24 139 c.3125G>A c.(3124-3126)AGC>AAC p.S1042N

Pat_41 Post-Resistance RPS4X 6191 37 X 71492601 71492601 Missense_Mutation SNP G A 15 150 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_41 Post-Resistance PHKA1 5255 37 X 71840649 71840649 Missense_Mutation SNP C T 13 122 c.2063G>A c.(2062-2064)CGG>CAG p.R688Q

Pat_41 Post-Resistance MAGEE1 57692 37 X 75649929 75649929 Missense_Mutation SNP G A 5 42 c.1606G>A c.(1606-1608)GCA>ACA p.A536T

Pat_41 Post-Resistance PGAM4 441531 37 X 77224618 77224618 Missense_Mutation SNP G A 13 110 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_41 Post-Resistance LPAR4 2846 37 X 78011400 78011400 Missense_Mutation SNP C T 11 222 c.1034C>T c.(1033-1035)TCC>TTC p.S345F

Pat_41 Post-Resistance LPAR4 2846 37 X 78011423 78011423 Missense_Mutation SNP G A 19 177 c.1057G>A c.(1057-1059)GTG>ATG p.V353M

Pat_41 Post-Resistance BRWD3 254065 37 X 79999541 79999541 Missense_Mutation SNP G A 20 76 c.803C>T c.(802-804)ACT>ATT p.T268I

Pat_41 Post-Resistance SH3BGRL 6451 37 X 80532622 80532622 Missense_Mutation SNP G A 21 85 c.185G>A c.(184-186)GGT>GAT p.G62D

Pat_41 Post-Resistance RPS6KA6 27330 37 X 83402002 83402002 Missense_Mutation SNP A C 159 24 c.405T>G c.(403-405)ATT>ATG p.I135M

Pat_41 Post-Resistance HDX 139324 37 X 83723587 83723587 Missense_Mutation SNP C T 10 148 c.1144G>A c.(1144-1146)GCA>ACA p.A382T

Pat_41 Post-Resistance POF1B 79983 37 X 84600891 84600891 Missense_Mutation SNP C T 89 501 c.698G>A c.(697-699)AGT>AAT p.S233N

Pat_41 Post-Resistance DACH2 117154 37 X 85969707 85969707 Missense_Mutation SNP G A 36 162 c.1088G>A c.(1087-1089)GGT>GAT p.G363D

Pat_41 Post-Resistance RPA4 29935 37 X 96139881 96139881 Missense_Mutation SNP G A 16 220 c.572G>A c.(571-573)GGG>GAG p.G191E

Pat_41 Post-Resistance PCDH19 57526 37 X 99551804 99551804 Missense_Mutation SNP G A 11 181 c.2918C>T c.(2917-2919)CCC>CTC p.P973L

Pat_41 Post-Resistance NOX1 27035 37 X 100117507 100117507 Missense_Mutation SNP G A 24 578 c.545C>T c.(544-546)ACA>ATA p.T182I

Pat_41 Post-Resistance CENPI 2491 37 X 100403022 100403022 Missense_Mutation SNP C T 6 309 c.1966C>T c.(1966-1968)CCC>TCC p.P656S

Pat_41 Post-Resistance DRP2 1821 37 X 100513423 100513423 Missense_Mutation SNP C T 3 14 c.2516C>T c.(2515-2517)GCC>GTC p.A839V

Pat_41 Post-Resistance TAF7L 54457 37 X 100533088 100533088 Missense_Mutation SNP C T 5 220 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_41 Post-Resistance BTK 695 37 X 100611144 100611144 Missense_Mutation SNP C T 20 202 c.1462G>A c.(1462-1464)GAG>AAG p.E488K

Pat_41 Post-Resistance ARMCX2 9823 37 X 100911455 100911455 Missense_Mutation SNP G A 7 73 c.1120C>T c.(1120-1122)CCC>TCC p.P374S

Pat_41 Post-Resistance ARMCX2 9823 37 X 100912304 100912304 Missense_Mutation SNP C T 6 55 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_41 Post-Resistance ZMAT1 84460 37 X 101138643 101138643 Missense_Mutation SNP C T 4 130 c.1243G>A c.(1243-1245)GTC>ATC p.V415I

Pat_41 Post-Resistance ARMCX5 64860 37 X 101857806 101857806 Missense_Mutation SNP G A 14 77 c.737G>A c.(736-738)GGA>GAA p.G246E

Pat_41 Post-Resistance ARMCX5 64860 37 X 101858195 101858195 Missense_Mutation SNP G A 40 188 c.1126G>A c.(1126-1128)GTG>ATG p.V376M

Pat_41 Post-Resistance GPRASP1 9737 37 X 101911416 101911416 Missense_Mutation SNP G A 14 113 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_41 Post-Resistance GPRASP2 114928 37 X 101969910 101969910 Missense_Mutation SNP C T 9 173 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_41 Post-Resistance BHLHB9 80823 37 X 102004992 102004992 Missense_Mutation SNP G A 12 113 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_41 Post-Resistance BHLHB9 80823 37 X 102005388 102005388 Missense_Mutation SNP G A 33 403 c.1465G>A c.(1465-1467)GCA>ACA p.A489T

Pat_41 Post-Resistance TCEAL5 340543 37 X 102528993 102528993 Missense_Mutation SNP C T 6 116 c.499G>A c.(499-501)GGT>AGT p.G167S

Pat_41 Post-Resistance GLRA4 441509 37 X 102978793 102978793 Missense_Mutation SNP G A 13 71 c.568C>T c.(568-570)CTT>TTT p.L190F

Pat_41 Post-Resistance MCART6 401612 37 X 103349910 103349910 Missense_Mutation SNP C T 70 3 c.31G>A c.(31-33)GAG>AAG p.E11K

Pat_41 Post-Resistance MUM1L1 139221 37 X 105449736 105449736 Missense_Mutation SNP G A 8 101 c.311G>A c.(310-312)AGT>AAT p.S104N

Pat_41 Post-Resistance TBC1D8B 54885 37 X 106066546 106066546 Missense_Mutation SNP G A 33 188 c.677G>A c.(676-678)GGA>GAA p.G226E



Pat_41 Post-Resistance RBM41 55285 37 X 106358597 106358597 Missense_Mutation SNP C T 29 303 c.508G>A c.(508-510)GCT>ACT p.A170T

Pat_41 Post-Resistance NUP62CL 54830 37 X 106391040 106391040 Splice_Site SNP C T 34 183 c.531_splice c.e8-1 p.I177_splice

Pat_41 Post-Resistance PSMD10 5716 37 X 107331203 107331203 Missense_Mutation SNP C T 55 531 c.340G>A c.(340-342)GCT>ACT p.A114T

Pat_41 Post-Resistance COL4A6 1288 37 X 107418412 107418412 Missense_Mutation SNP G A 16 365 c.2867C>T c.(2866-2868)CCT>CTT p.P956L

Pat_41 Post-Resistance COL4A6 1288 37 X 107430395 107430395 Missense_Mutation SNP G T 25 475 c.1885C>A c.(1885-1887)CCC>ACC p.P629T

Pat_41 Post-Resistance COL4A5 1287 37 X 107924124 107924124 Missense_Mutation SNP G A 21 409 c.4025G>A c.(4024-4026)GGA>GAA p.G1342E

Pat_41 Post-Resistance IRS4 8471 37 X 107979483 107979483 Missense_Mutation SNP G A 13 80 c.92C>T c.(91-93)ACC>ATC p.T31I

Pat_41 Post-Resistance GUCY2F 2986 37 X 108625390 108625390 Missense_Mutation SNP C T 100 443 c.3107G>A c.(3106-3108)AGT>AAT p.S1036N

Pat_41 Post-Resistance ACSL4 2182 37 X 108926546 108926546 Missense_Mutation SNP C T 38 417 c.170G>A c.(169-171)AGT>AAT p.S57N

Pat_41 Post-Resistance RGAG1 57529 37 X 109695158 109695158 Missense_Mutation SNP C T 12 265 c.1313C>T c.(1312-1314)ACC>ATC p.T438I

Pat_41 Post-Resistance CHRDL1 91851 37 X 109964741 109964741 Missense_Mutation SNP C T 13 284 c.319G>A c.(319-321)GTG>ATG p.V107M

Pat_41 Post-Resistance ALG13 79868 37 X 110970674 110970674 Splice_Site SNP G A 6 25 c.2090_splice c.e17+1 p.R697_splice

Pat_41 Post-Resistance LHFPL1 340596 37 X 111914526 111914526 Nonsense_Mutation SNP G C 24 354 c.93C>G c.(91-93)TAC>TAG p.Y31*

Pat_41 Post-Resistance PLS3 5358 37 X 114856629 114856629 Missense_Mutation SNP C T 51 234 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_41 Post-Resistance AGTR2 186 37 X 115303837 115303838 Missense_Mutation DNP AC GT 12 226 c.304_305AC>GT c.(304-306)ACC>GTC p.T102V

Pat_41 Post-Resistance KLHL13 90293 37 X 117043960 117043960 Missense_Mutation SNP G A 45 280 c.670C>T c.(670-672)CCT>TCT p.P224S

Pat_41 Post-Resistance WDR44 54521 37 X 117577637 117577637 Nonsense_Mutation SNP G A 37 155 c.2499G>A c.(2497-2499)TGG>TGA p.W833*

Pat_41 Post-Resistance DOCK11 139818 37 X 117700109 117700109 Missense_Mutation SNP G A 27 141 c.835G>A c.(835-837)GTT>ATT p.V279I

Pat_41 Post-Resistance DOCK11 139818 37 X 117707929 117707929 Missense_Mutation SNP C T 9 171 c.1337C>T c.(1336-1338)CCC>CTC p.P446L

Pat_41 Post-Resistance DOCK11 139818 37 X 117809980 117809980 Missense_Mutation SNP G A 3 29 c.5281G>A c.(5281-5283)GGC>AGC p.G1761S

Pat_41 Post-Resistance LONRF3 79836 37 X 118148200 118148200 Missense_Mutation SNP G A 50 422 c.2005G>A c.(2005-2007)GGA>AGA p.G669R

Pat_41 Post-Resistance ATP1B4 23439 37 X 119500562 119500562 Nonsense_Mutation SNP G A 6 115 c.246G>A c.(244-246)TGG>TGA p.W82*

Pat_41 Post-Resistance C1GALT1C1 29071 37 X 119760514 119760514 Missense_Mutation SNP C T 9 64 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_41 Post-Resistance GRIA3 2892 37 X 122598771 122598771 Missense_Mutation SNP C T 18 243 c.2132C>T c.(2131-2133)CCA>CTA p.P711L

Pat_41 Post-Resistance STAG2 10735 37 X 123229247 123229247 Missense_Mutation SNP G A 7 269 c.3620G>A c.(3619-3621)AGA>AAA p.R1207K

Pat_41 Post-Resistance ODZ1 10178 37 X 123517525 123517525 Missense_Mutation SNP T C 17 262 c.7235A>G c.(7234-7236)TAC>TGC p.Y2412C

Pat_41 Post-Resistance ODZ1 10178 37 X 123556304 123556304 Missense_Mutation SNP G A 6 172 c.4268C>T c.(4267-4269)TCC>TTC p.S1423F

Pat_41 Post-Resistance ODZ1 10178 37 X 123838968 123838968 Missense_Mutation SNP C T 55 455 c.910G>A c.(910-912)GCC>ACC p.A304T

Pat_41 Post-Resistance DCAF12L2 340578 37 X 125298880 125298880 Missense_Mutation SNP G A 10 68 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_41 Post-Resistance ACTRT1 139741 37 X 127185299 127185299 Missense_Mutation SNP G A 17 215 c.887C>T c.(886-888)GCA>GTA p.A296V

Pat_41 Post-Resistance ACTRT1 139741 37 X 127185414 127185414 Missense_Mutation SNP C T 25 277 c.772G>A c.(772-774)GTG>ATG p.V258M

Pat_41 Post-Resistance SMARCA1 6594 37 X 128614788 128614788 Missense_Mutation SNP G A 15 54 c.2332C>T c.(2332-2334)CCA>TCA p.P778S

Pat_41 Post-Resistance ZDHHC9 51114 37 X 128975782 128975782 Missense_Mutation SNP C T 45 206 c.140G>A c.(139-141)GGG>GAG p.G47E

Pat_41 Post-Resistance ELF4 2000 37 X 129201460 129201460 Missense_Mutation SNP G A 4 107 c.1228C>T c.(1228-1230)CCC>TCC p.P410S

Pat_41 Post-Resistance SLC25A14 9016 37 X 129499537 129499537 Missense_Mutation SNP G A 52 165 c.742G>A c.(742-744)GCT>ACT p.A248T

Pat_41 Post-Resistance RBMX2 51634 37 X 129546445 129546445 Missense_Mutation SNP G A 13 148 c.592G>A c.(592-594)GAT>AAT p.D198N

Pat_41 Post-Resistance ENOX2 10495 37 X 129803996 129803996 Missense_Mutation SNP G A 15 237 c.724C>T c.(724-726)CCC>TCC p.P242S

Pat_41 Post-Resistance IGSF1 3547 37 X 130417206 130417206 Missense_Mutation SNP G A 6 117 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_41 Post-Resistance TFDP3 51270 37 X 132352019 132352019 Missense_Mutation SNP G A 22 145 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_41 Post-Resistance FAM127B 26071 37 X 134185895 134185895 Missense_Mutation SNP G A 5 104 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance FAM127B 26071 37 X 134186057 134186057 Missense_Mutation SNP G A 15 280 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_41 Post-Resistance BRS3 680 37 X 135574292 135574292 Missense_Mutation SNP T A 40 471 c.958T>A c.(958-960)TTC>ATC p.F320I

Pat_41 Post-Resistance ARHGEF6 9459 37 X 135814317 135814317 Missense_Mutation SNP G A 3 46 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_41 Post-Resistance GPR101 83550 37 X 136112666 136112666 Missense_Mutation SNP G A 25 112 c.1168C>T c.(1168-1170)CCC>TCC p.P390S

Pat_41 Post-Resistance GPR101 83550 37 X 136112783 136112783 Missense_Mutation SNP C T 31 220 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_41 Post-Resistance ZIC3 7547 37 X 136649563 136649563 Missense_Mutation SNP C T 5 61 c.713C>T c.(712-714)GCC>GTC p.A238V

Pat_41 Post-Resistance CDR1 1038 37 X 139866528 139866528 Missense_Mutation SNP C T 10 365 c.4G>A c.(4-6)GCT>ACT p.A2T



Pat_41 Post-Resistance MAGEC1 9947 37 X 140995972 140995972 Missense_Mutation SNP C T 12 359 c.2782C>T c.(2782-2784)CCT>TCT p.P928S

Pat_41 Post-Resistance FMR1NB 158521 37 X 147106459 147106459 Missense_Mutation SNP A G 18 147 c.707A>G c.(706-708)AAG>AGG p.K236R

Pat_41 Post-Resistance AFF2 2334 37 X 147744131 147744131 Nonsense_Mutation SNP C T 36 254 c.883C>T c.(883-885)CAG>TAG p.Q295*

Pat_41 Post-Resistance AFF2 2334 37 X 148044294 148044294 Missense_Mutation SNP C T 4 95 c.2740C>T c.(2740-2742)CCT>TCT p.P914S

Pat_41 Post-Resistance IDS 3423 37 X 148564719 148564719 Missense_Mutation SNP A G 3 122 c.1211T>C c.(1210-1212)GTG>GCG p.V404A

Pat_41 Post-Resistance CXorf40A 91966 37 X 148628300 148628300 Missense_Mutation SNP G A 4 41 c.269G>A c.(268-270)GGG>GAG p.G90E

Pat_41 Post-Resistance CXorf40B 541578 37 X 149102028 149102028 Missense_Mutation SNP G A 7 39 c.65C>T c.(64-66)ACT>ATT p.T22I

Pat_41 Post-Resistance HMGB3 3149 37 X 150156340 150156340 Missense_Mutation SNP G A 4 51 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_41 Post-Resistance PNMA5 114824 37 X 152158908 152158908 Missense_Mutation SNP G A 7 111 c.1235C>T c.(1234-1236)CCC>CTC p.P412L

Pat_41 Post-Resistance MAGEA1 4100 37 X 152482965 152482965 Missense_Mutation SNP G A 4 71 c.46C>T c.(46-48)CTT>TTT p.L16F

Pat_41 Post-Resistance ZNF275 10838 37 X 152612435 152612435 Missense_Mutation SNP G A 6 86 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_41 Post-Resistance BGN 633 37 X 152772563 152772563 Missense_Mutation SNP C T 6 16 c.829C>T c.(829-831)CCC>TCC p.P277S

Pat_41 Post-Resistance BGN 633 37 X 152773823 152773823 Missense_Mutation SNP C T 4 132 c.1027C>T c.(1027-1029)CCC>TCC p.P343S

Pat_41 Post-Resistance ATP2B3 492 37 X 152823634 152823634 Missense_Mutation SNP C T 6 216 c.2498C>T c.(2497-2499)ACC>ATC p.T833I

Pat_41 Post-Resistance ATP2B3 492 37 X 152845520 152845520 Missense_Mutation SNP G A 92 344 c.3427G>A c.(3427-3429)GCC>ACC p.A1143T

Pat_41 Post-Resistance DUSP9 1852 37 X 152915026 152915026 Missense_Mutation SNP C T 55 316 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_41 Post-Resistance PLXNB3 5365 37 X 153035389 153035389 Missense_Mutation SNP G A 5 33 c.1624G>A c.(1624-1626)GGC>AGC p.G542S

Pat_41 Post-Resistance PLXNB3 5365 37 X 153040816 153040816 Missense_Mutation SNP C T 6 62 c.4292C>T c.(4291-4293)GCG>GTG p.A1431V

Pat_41 Post-Resistance PLXNB3 5365 37 X 153041597 153041597 Missense_Mutation SNP G A 5 33 c.4657G>A c.(4657-4659)GAG>AAG p.E1553K

Pat_41 Post-Resistance PLXNB3 5365 37 X 153043904 153043904 Missense_Mutation SNP C T 4 71 c.5528C>T c.(5527-5529)TCT>TTT p.S1843F

Pat_41 Post-Resistance SRPK3 26576 37 X 153050556 153050556 Missense_Mutation SNP G A 5 75 c.1447G>A c.(1447-1449)GAG>AAG p.E483K

Pat_41 Post-Resistance L1CAM 3897 37 X 153130159 153130159 Missense_Mutation SNP C T 9 164 c.3047G>A c.(3046-3048)GGG>GAG p.G1016E

Pat_41 Post-Resistance L1CAM 3897 37 X 153130447 153130447 Missense_Mutation SNP C T 9 176 c.2875G>A c.(2875-2877)GAT>AAT p.D959N

Pat_41 Post-Resistance L1CAM 3897 37 X 153134326 153134326 Missense_Mutation SNP G A 45 446 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_41 Post-Resistance ARHGAP4 393 37 X 153186600 153186600 Missense_Mutation SNP C T 3 11 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_41 Post-Resistance HCFC1 3054 37 X 153220945 153220945 Missense_Mutation SNP C T 5 81 c.2905G>A c.(2905-2907)GTG>ATG p.V969M

Pat_41 Post-Resistance HCFC1 3054 37 X 153224816 153224816 Missense_Mutation SNP C T 11 446 c.1571G>A c.(1570-1572)CGG>CAG p.R524Q

Pat_41 Post-Resistance TMEM187 8269 37 X 153247619 153247619 Missense_Mutation SNP G A 16 289 c.106G>A c.(106-108)GGC>AGC p.G36S

Pat_41 Post-Resistance MECP2 4204 37 X 153296025 153296025 Missense_Mutation SNP C T 17 129 c.1254G>A c.(1252-1254)ATG>ATA p.M418I

Pat_41 Post-Resistance OPN1LW 5956 37 X 153421817 153421817 Missense_Mutation SNP G A 32 226 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_41 Post-Resistance TKTL1 8277 37 X 153557940 153557940 Missense_Mutation SNP G A 31 267 c.1693G>A c.(1693-1695)GGA>AGA p.G565R

Pat_41 Post-Resistance FLNA 2316 37 X 153581793 153581793 Missense_Mutation SNP C T 6 102 c.5893G>A c.(5893-5895)GTC>ATC p.V1965I

Pat_41 Post-Resistance FLNA 2316 37 X 153594823 153594823 Missense_Mutation SNP C T 9 45 c.1081G>A c.(1081-1083)GCT>ACT p.A361T

Pat_41 Post-Resistance RPL10 6134 37 X 153627728 153627728 Missense_Mutation SNP G A 22 414 c.73G>A c.(73-75)GGT>AGT p.G25S

Pat_41 Post-Resistance RPL10 6134 37 X 153631631 153631631 Missense_Mutation SNP G A 9 236 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_41 Post-Resistance PLXNA3 55558 37 X 153690615 153690615 Missense_Mutation SNP G A 10 97 c.1282G>A c.(1282-1284)GTC>ATC p.V428I

Pat_41 Post-Resistance CTAG2 30848 37 X 153880816 153880816 Missense_Mutation SNP C T 5 113 c.359G>A c.(358-360)GGG>GAG p.G120E

Pat_41 Post-Resistance MPP1 4354 37 X 154014612 154014612 Missense_Mutation SNP C T 11 770 c.544G>A c.(544-546)GCG>ACG p.A182T

Pat_41 Post-Resistance F8 2157 37 X 154176005 154176005 Missense_Mutation SNP C T 27 287 c.2081G>A c.(2080-2082)GGA>GAA p.G694E

Pat_41 Post-Resistance F8 2157 37 X 154225280 154225280 Missense_Mutation SNP G A 27 533 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_41 Post-Resistance F8 2157 37 X 154225304 154225304 Missense_Mutation SNP G A 21 599 c.332C>T c.(331-333)GCT>GTT p.A111V

Pat_41 Post-Resistance SPRY3 10251 37 X 155003630 155003630 Missense_Mutation SNP G A 15 194 c.97G>A c.(97-99)GCC>ACC p.A33T

Pat_44 Pre-Treatment CAMTA1 23261 37 1 7805007 7805007 Missense_Mutation SNP C T 21 32 c.4295C>T c.(4294-4296)ACC>ATC p.T1432I

Pat_44 Pre-Treatment PRAMEF4 400735 37 1 12942930 12942930 Missense_Mutation SNP G A 4 32 c.286C>T c.(286-288)CGT>TGT p.R96C

Pat_44 Pre-Treatment UBR4 23352 37 1 19439223 19439223 Missense_Mutation SNP G A 89 210 c.11596C>T c.(11596-11598)CAC>TAC p.H3866Y

Pat_44 Pre-Treatment EPHA10 284656 37 1 38185631 38185631 Missense_Mutation SNP C T 16 25 c.2512G>A c.(2512-2514)GAG>AAG p.E838K

Pat_44 Pre-Treatment PTCH2 8643 37 1 45296644 45296644 Missense_Mutation SNP G A 4 9 c.689C>T c.(688-690)TCC>TTC p.S230F



Pat_44 Pre-Treatment DAB1 1600 37 1 57480934 57480934 Missense_Mutation SNP T C 16 31 c.1066A>G c.(1066-1068)ACT>GCT p.T356A

Pat_44 Pre-Treatment FNDC7 163479 37 1 109270469 109270469 Missense_Mutation SNP C T 28 90 c.1151C>T c.(1150-1152)TCC>TTC p.S384F

Pat_44 Pre-Treatment FAM40A 85369 37 1 110590491 110590491 Missense_Mutation SNP C T 2 1 c.1661C>T c.(1660-1662)CCC>CTC p.P554L

Pat_44 Pre-Treatment DENND2C 163259 37 1 115143490 115143490 Missense_Mutation SNP G A 11 11 c.1907C>T c.(1906-1908)CCT>CTT p.P636L

Pat_44 Pre-Treatment OTUD7B 56957 37 1 149915985 149915985 Missense_Mutation SNP G A 3 8 c.2303C>T c.(2302-2304)CCC>CTC p.P768L

Pat_44 Pre-Treatment FLG2 388698 37 1 152325707 152325707 Missense_Mutation SNP C T 73 185 c.4555G>A c.(4555-4557)GGA>AGA p.G1519R

Pat_44 Pre-Treatment FCRL3 115352 37 1 157665283 157665283 Missense_Mutation SNP C T 8 23 c.1247G>A c.(1246-1248)CGA>CAA p.R416Q

Pat_44 Pre-Treatment KIRREL 55243 37 1 158064813 158064813 Missense_Mutation SNP C T 5 13 c.2177C>T c.(2176-2178)CCC>CTC p.P726L

Pat_44 Pre-Treatment CD1C 911 37 1 158261127 158261127 Missense_Mutation SNP C T 10 23 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_44 Pre-Treatment LY9 4063 37 1 160769588 160769588 Missense_Mutation SNP G A 5 26 c.170G>A c.(169-171)GGG>GAG p.G57E

Pat_44 Pre-Treatment C1orf112 55732 37 1 169806207 169806207 Missense_Mutation SNP G A 11 49 c.1679G>A c.(1678-1680)AGG>AAG p.R560K

Pat_44 Pre-Treatment TNR 7143 37 1 175375790 175375790 Missense_Mutation SNP G A 15 38 c.61C>T c.(61-63)CTT>TTT p.L21F

Pat_44 Pre-Treatment FAM163A 148753 37 1 179782945 179782945 Missense_Mutation SNP T C 6 18 c.125T>C c.(124-126)GTT>GCT p.V42A

Pat_44 Pre-Treatment RNASEL 6041 37 1 182555806 182555806 Missense_Mutation SNP C T 23 32 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_44 Pre-Treatment SLC30A10 55532 37 1 220088927 220088927 Missense_Mutation SNP C T 8 39 c.1322G>A c.(1321-1323)GGA>GAA p.G441E

Pat_44 Pre-Treatment ZNF695 57116 37 1 247150500 247150500 Missense_Mutation SNP A T 4 32 c.1317T>A c.(1315-1317)GAT>GAA p.D439E

Pat_44 Pre-Treatment PRKCQ 5588 37 10 6470194 6470194 Missense_Mutation SNP G A 4 36 c.2096C>T c.(2095-2097)CCC>CTC p.P699L

Pat_44 Pre-Treatment PLXDC2 84898 37 10 20335828 20335828 Nonsense_Mutation SNP C T 9 65 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_44 Pre-Treatment PLXDC2 84898 37 10 20506391 20506391 Missense_Mutation SNP G A 10 6 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_44 Pre-Treatment NEBL 10529 37 10 21120192 21120192 Missense_Mutation SNP C T 5 15 c.1604G>A c.(1603-1605)GGA>GAA p.G535E

Pat_44 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 4 12 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_44 Pre-Treatment SGMS1 259230 37 10 52103400 52103400 Nonsense_Mutation SNP G A 2 1 c.475C>T c.(475-477)CGA>TGA p.R159*

Pat_44 Pre-Treatment PTEN 5728 37 10 89690846 89690846 Missense_Mutation SNP G C 15 29 c.253G>C c.(253-255)GTT>CTT p.V85L

Pat_44 Pre-Treatment LIPN 643418 37 10 90521203 90521203 Missense_Mutation SNP G A 18 20 c.41G>A c.(40-42)GGA>GAA p.G14E

Pat_44 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 30 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_44 Pre-Treatment C11orf49 79096 37 11 47185766 47185766 Missense_Mutation SNP C T 2 0 c.944C>T c.(943-945)CCG>CTG p.P315L

Pat_44 Pre-Treatment MED17 9440 37 11 93523785 93523785 Missense_Mutation SNP G A 23 39 c.463G>A c.(463-465)GGA>AGA p.G155R

Pat_44 Pre-Treatment OR8D1 283159 37 11 124180013 124180013 Missense_Mutation SNP G A 4 3 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_44 Pre-Treatment C3AR1 719 37 12 8211934 8211934 Missense_Mutation SNP A G 6 8 c.848T>C c.(847-849)CTG>CCG p.L283P

Pat_44 Pre-Treatment PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 4 21 c.217C>T c.(217-219)CCT>TCT p.P73S

Pat_44 Pre-Treatment RERG 85004 37 12 15262420 15262420 Missense_Mutation SNP C T 111 227 c.224G>A c.(223-225)CGA>CAA p.R75Q

Pat_44 Pre-Treatment PKP2 5318 37 12 33021868 33021868 Missense_Mutation SNP C T 17 37 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_44 Pre-Treatment KIF21A 55605 37 12 39760186 39760186 Missense_Mutation SNP C T 7 29 c.869G>A c.(868-870)AGG>AAG p.R290K

Pat_44 Pre-Treatment KRT83 3889 37 12 52710275 52710275 Missense_Mutation SNP C T 10 16 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_44 Pre-Treatment ARHGAP9 64333 37 12 57870685 57870685 Missense_Mutation SNP C T 12 11 c.1145G>A c.(1144-1146)CGA>CAA p.R382Q

Pat_44 Pre-Treatment CAND1 55832 37 12 67699646 67699646 Missense_Mutation SNP C T 26 40 c.2198C>T c.(2197-2199)TCC>TTC p.S733F

Pat_44 Pre-Treatment TMCC3 57458 37 12 94975900 94975900 Missense_Mutation SNP G A 12 25 c.493C>T c.(493-495)CGC>TGC p.R165C

Pat_44 Pre-Treatment ACTR6 64431 37 12 100601549 100601549 Missense_Mutation SNP G A 3 22 c.364G>A c.(364-366)GTA>ATA p.V122I

Pat_44 Pre-Treatment TMEM132D 121256 37 12 129559291 129559291 Missense_Mutation SNP C T 21 27 c.2429G>A c.(2428-2430)AGA>AAA p.R810K

Pat_44 Pre-Treatment FZD10 11211 37 12 130648391 130648391 Missense_Mutation SNP G A 4 16 c.904G>A c.(904-906)GAG>AAG p.E302K

Pat_44 Pre-Treatment SUGT1 10910 37 13 53236839 53236839 Splice_Site SNP T C 19 27 c.478_splice c.e7+2 p.G160_splice

Pat_44 Pre-Treatment P704P 641455 37 14 20019914 20019914 Missense_Mutation SNP A G 9 84 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Pre-Treatment OR4E2 26686 37 14 22133489 22133489 Missense_Mutation SNP A C 26 86 c.193A>C c.(193-195)AAT>CAT p.N65H

Pat_44 Pre-Treatment KIAA1409 57578 37 14 94088434 94088434 Missense_Mutation SNP G A 21 44 c.4390G>A c.(4390-4392)GAA>AAA p.E1464K

Pat_44 Pre-Treatment EVL 51466 37 14 100589879 100589879 Missense_Mutation SNP C T 8 9 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_44 Pre-Treatment AHNAK2 113146 37 14 105418834 105418834 Missense_Mutation SNP G A 70 252 c.2954C>T c.(2953-2955)TCC>TTC p.S985F

Pat_44 Pre-Treatment OR4M2 390538 37 15 22369141 22369141 Missense_Mutation SNP G T 11 40 c.566G>T c.(565-567)TGT>TTT p.C189F



Pat_44 Pre-Treatment DUOX2 50506 37 15 45396472 45396472 Missense_Mutation SNP G T 2 0 c.2426C>A c.(2425-2427)GCC>GAC p.A809D

Pat_44 Pre-Treatment CILP 8483 37 15 65496872 65496872 Missense_Mutation SNP G A 3 16 c.653C>T c.(652-654)GCC>GTC p.A218V

Pat_44 Pre-Treatment C15orf39 56905 37 15 75498897 75498897 Missense_Mutation SNP G A 9 22 c.508G>A c.(508-510)GCT>ACT p.A170T

Pat_44 Pre-Treatment ADAMTSL3 57188 37 15 84373159 84373159 Missense_Mutation SNP C T 6 29 c.88C>T c.(88-90)CCT>TCT p.P30S

Pat_44 Pre-Treatment ADAMTSL3 57188 37 15 84651288 84651288 Missense_Mutation SNP C T 8 48 c.2908C>T c.(2908-2910)CAT>TAT p.H970Y

Pat_44 Pre-Treatment RGMA 56963 37 15 93588419 93588419 Missense_Mutation SNP C T 2 2 c.1162G>A c.(1162-1164)GTG>ATG p.V388M

Pat_44 Pre-Treatment OR1F1 4992 37 16 3254951 3254951 Nonsense_Mutation SNP G A 8 16 c.705G>A c.(703-705)TGG>TGA p.W235*

Pat_44 Pre-Treatment A2BP1 54715 37 16 7568201 7568201 Missense_Mutation SNP C T 11 74 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_44 Pre-Treatment TMC5 79838 37 16 19451548 19451548 Missense_Mutation SNP C T 4 25 c.188C>T c.(187-189)CCA>CTA p.P63L

Pat_44 Pre-Treatment SEZ6L2 26470 37 16 29907064 29907064 Missense_Mutation SNP G A 5 16 c.629C>T c.(628-630)CCT>CTT p.P210L

Pat_44 Pre-Treatment NUDT21 11051 37 16 56473646 56473646 Nonsense_Mutation SNP G A 24 96 c.394C>T c.(394-396)CAG>TAG p.Q132*

Pat_44 Pre-Treatment NDRG4 65009 37 16 58538102 58538102 Missense_Mutation SNP G A 11 38 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_44 Pre-Treatment ADAT1 23536 37 16 75646166 75646166 Missense_Mutation SNP C T 9 18 c.1018G>A c.(1018-1020)GCC>ACC p.A340T

Pat_44 Pre-Treatment VAT1L 57687 37 16 77822748 77822748 Missense_Mutation SNP C T 2 2 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_44 Pre-Treatment PKD1L2 114780 37 16 81232607 81232607 Missense_Mutation SNP C A 7 11 c.1203G>T c.(1201-1203)AAG>AAT p.K401N

Pat_44 Pre-Treatment KIAA0182 23199 37 16 85667541 85667541 Missense_Mutation SNP C T 3 21 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_44 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 49 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_44 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 6 48 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_44 Pre-Treatment DNAH2 146754 37 17 7704907 7704907 Missense_Mutation SNP G A 21 120 c.8711G>A c.(8710-8712)CGC>CAC p.R2904H

Pat_44 Pre-Treatment PER1 5187 37 17 8047057 8047057 Missense_Mutation SNP G A 3 14 c.2599C>T c.(2599-2601)CCC>TCC p.P867S

Pat_44 Pre-Treatment MYH4 4622 37 17 10358351 10358351 Missense_Mutation SNP C T 10 23 c.2342G>A c.(2341-2343)CGA>CAA p.R781Q

Pat_44 Pre-Treatment TMEM98 26022 37 17 31263453 31263453 Missense_Mutation SNP G T 4 26 c.401G>T c.(400-402)CGG>CTG p.R134L

Pat_44 Pre-Treatment KRTAP3-3 85293 37 17 39150276 39150276 Missense_Mutation SNP G A 8 115 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_44 Pre-Treatment KRTAP3-2 83897 37 17 39156032 39156032 Missense_Mutation SNP G A 20 115 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_44 Pre-Treatment KRTAP4-4 84616 37 17 39316759 39316759 Missense_Mutation SNP T C 10 113 c.185A>G c.(184-186)CAC>CGC p.H62R

Pat_44 Pre-Treatment FZD2 2535 37 17 42636236 42636236 Missense_Mutation SNP G A 13 25 c.1180G>A c.(1180-1182)GAC>AAC p.D394N

Pat_44 Pre-Treatment SPATA20 64847 37 17 48625781 48625781 Missense_Mutation SNP A G 6 12 c.215A>G c.(214-216)TAC>TGC p.Y72C

Pat_44 Pre-Treatment KIF2B 84643 37 17 51900764 51900764 Missense_Mutation SNP C A 3 17 c.370C>A c.(370-372)CAA>AAA p.Q124K

Pat_44 Pre-Treatment MRC2 9902 37 17 60741911 60741911 Missense_Mutation SNP C T 4 20 c.121C>T c.(121-123)CCC>TCC p.P41S

Pat_44 Pre-Treatment ZBTB7C 201501 37 18 45567019 45567019 Missense_Mutation SNP C T 2 2 c.460G>A c.(460-462)GAA>AAA p.E154K

Pat_44 Pre-Treatment SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 4 22 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_44 Pre-Treatment ZNF556 80032 37 19 2877745 2877745 Missense_Mutation SNP C G 5 11 c.789C>G c.(787-789)CAC>CAG p.H263Q

Pat_44 Pre-Treatment 2-Mar 51257 37 19 8495569 8495569 Missense_Mutation SNP G A 24 48 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_44 Pre-Treatment MUC16 94025 37 19 9071943 9071943 Missense_Mutation SNP G A 31 77 c.15503C>T c.(15502-15504)TCA>TTA p.S5168L

Pat_44 Pre-Treatment MUC16 94025 37 19 9076723 9076723 Missense_Mutation SNP T C 10 22 c.10723A>G c.(10723-10725)ACT>GCT p.T3575A

Pat_44 Pre-Treatment ZNF878 729747 37 19 12155757 12155757 Missense_Mutation SNP C A 12 64 c.600G>T c.(598-600)AGG>AGT p.R200S

Pat_44 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 5 6 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_44 Pre-Treatment ANO8 57719 37 19 17439459 17439459 Missense_Mutation SNP C T 2 2 c.1738G>A c.(1738-1740)GGC>AGC p.G580S

Pat_44 Pre-Treatment ZNF93 81931 37 19 20044933 20044933 Missense_Mutation SNP T G 6 35 c.1169T>G c.(1168-1170)GTT>GGT p.V390G

Pat_44 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 7 40 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_44 Pre-Treatment ZNF257 113835 37 19 22271366 22271366 Missense_Mutation SNP A C 3 15 c.814A>C c.(814-816)ATT>CTT p.I272L

Pat_44 Pre-Treatment ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A T 6 14 c.1385T>A c.(1384-1386)ATC>AAC p.I462N

Pat_44 Pre-Treatment ZNF540 163255 37 19 38090627 38090627 Missense_Mutation SNP A G 3 33 c.110A>G c.(109-111)GAG>GGG p.E37G

Pat_44 Pre-Treatment RYR1 6261 37 19 38990289 38990289 Missense_Mutation SNP G A 4 21 c.7042G>A c.(7042-7044)GAG>AAG p.E2348K

Pat_44 Pre-Treatment ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 6 47 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_44 Pre-Treatment PSG4 5672 37 19 43697536 43697536 Nonsense_Mutation SNP C T 17 14 c.1248G>A c.(1246-1248)TGG>TGA p.W416*

Pat_44 Pre-Treatment BCL3 602 37 19 45262002 45262002 Missense_Mutation SNP A G 2 5 c.1081A>G c.(1081-1083)AAG>GAG p.K361E



Pat_44 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 4 33 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_44 Pre-Treatment NAPSB 256236 37 19 50837578 50837578 Missense_Mutation SNP C T 12 16 c.238G>A c.(238-240)GAT>AAT p.D80N

Pat_44 Pre-Treatment NR1H2 7376 37 19 50882034 50882034 Missense_Mutation SNP C T 12 58 c.731C>T c.(730-732)TCC>TTC p.S244F

Pat_44 Pre-Treatment ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 4 17 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_44 Pre-Treatment LILRA6 79168 37 19 54745739 54745739 Missense_Mutation SNP G A 10 86 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_44 Pre-Treatment LILRA1 11024 37 19 55107864 55107864 Missense_Mutation SNP C T 20 55 c.1169C>T c.(1168-1170)GCC>GTC p.A390V

Pat_44 Pre-Treatment RDH13 112724 37 19 55560029 55560029 Missense_Mutation SNP A C 19 27 c.443T>G c.(442-444)CTG>CGG p.L148R

Pat_44 Pre-Treatment TNNI3 7137 37 19 55666144 55666144 Missense_Mutation SNP C T 3 15 c.337G>A c.(337-339)GAC>AAC p.D113N

Pat_44 Pre-Treatment KIF3C 3797 37 2 26177197 26177197 Missense_Mutation SNP T C 5 6 c.1828A>G c.(1828-1830)ATC>GTC p.I610V

Pat_44 Pre-Treatment C2orf16 84226 37 2 27804477 27804477 Missense_Mutation SNP G A 7 61 c.5038G>A c.(5038-5040)GGT>AGT p.G1680S

Pat_44 Pre-Treatment NRXN1 9378 37 2 50850687 50850687 Missense_Mutation SNP G A 6 32 c.998C>T c.(997-999)CCC>CTC p.P333L

Pat_44 Pre-Treatment PTCD3 55037 37 2 86333474 86333474 Missense_Mutation SNP G A 6 55 c.104G>A c.(103-105)AGA>AAA p.R35K

Pat_44 Pre-Treatment MGAT4A 11320 37 2 99279513 99279513 Missense_Mutation SNP C T 8 18 c.533G>A c.(532-534)GGA>GAA p.G178E

Pat_44 Pre-Treatment PSD4 23550 37 2 113955150 113955150 Missense_Mutation SNP G A 3 18 c.2396G>A c.(2395-2397)GGC>GAC p.G799D

Pat_44 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 6 64 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Pre-Treatment LRP1B 53353 37 2 141143575 141143575 Missense_Mutation SNP T G 12 8 c.10418A>C c.(10417-10419)AAA>ACA p.K3473T

Pat_44 Pre-Treatment ACVR1C 130399 37 2 158443750 158443750 Missense_Mutation SNP C T 39 41 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_44 Pre-Treatment BAZ2B 29994 37 2 160295582 160295582 Missense_Mutation SNP C T 4 6 c.838G>A c.(838-840)GAA>AAA p.E280K

Pat_44 Pre-Treatment SCN1A 6323 37 2 166848048 166848048 Missense_Mutation SNP T G 10 23 c.5704A>C c.(5704-5706)AAA>CAA p.K1902Q

Pat_44 Pre-Treatment TTN 7273 37 2 179437213 179437213 Missense_Mutation SNP G A 4 3 c.65942C>T c.(65941-65943)TCA>TTA p.S21981L

Pat_44 Pre-Treatment TTN 7273 37 2 179472521 179472521 Missense_Mutation SNP C T 25 57 c.45289G>A c.(45289-45291)GAA>AAA p.E15097K

Pat_44 Pre-Treatment TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 6 36 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_44 Pre-Treatment TTN 7273 37 2 179633436 179633436 Missense_Mutation SNP C T 13 31 c.9127G>A c.(9127-9129)GGA>AGA p.G3043R

Pat_44 Pre-Treatment COL5A2 1290 37 2 189943814 189943814 Missense_Mutation SNP C T 6 17 c.980G>A c.(979-981)GGT>GAT p.G327D

Pat_44 Pre-Treatment FZD7 8324 37 2 202899662 202899662 Missense_Mutation SNP C T 4 34 c.292C>T c.(292-294)CTC>TTC p.L98F

Pat_44 Pre-Treatment NOP58 51602 37 2 203139870 203139870 Missense_Mutation SNP G A 3 10 c.80G>A c.(79-81)AGT>AAT p.S27N

Pat_44 Pre-Treatment WNT10A 80326 37 2 219754939 219754939 Missense_Mutation SNP G A 6 10 c.610G>A c.(610-612)GGC>AGC p.G204S

Pat_44 Pre-Treatment DES 1674 37 2 220285045 220285045 Missense_Mutation SNP T C 3 8 c.712T>C c.(712-714)TTC>CTC p.F238L

Pat_44 Pre-Treatment INPP5D 3635 37 2 233990491 233990491 Missense_Mutation SNP G A 7 15 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_44 Pre-Treatment TGM3 7053 37 20 2291763 2291763 Nonsense_Mutation SNP G A 6 45 c.528G>A c.(526-528)TGG>TGA p.W176*

Pat_44 Pre-Treatment MYH7B 57644 37 20 33586367 33586367 Missense_Mutation SNP C T 3 13 c.4054C>T c.(4054-4056)CGT>TGT p.R1352C

Pat_44 Pre-Treatment DLGAP4 22839 37 20 35155384 35155384 Missense_Mutation SNP A G 4 23 c.2920A>G c.(2920-2922)AGC>GGC p.S974G

Pat_44 Pre-Treatment KCNB1 3745 37 20 47990401 47990401 Missense_Mutation SNP G A 7 14 c.1696C>T c.(1696-1698)CCC>TCC p.P566S

Pat_44 Pre-Treatment RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 14 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_44 Pre-Treatment ADARB1 104 37 21 46604892 46604892 Missense_Mutation SNP T A 12 36 c.1571T>A c.(1570-1572)ATA>AAA p.I524K

Pat_44 Pre-Treatment TXNRD2 10587 37 22 19864642 19864642 Missense_Mutation SNP C T 3 9 c.1561G>A c.(1561-1563)GGC>AGC p.G521S

Pat_44 Pre-Treatment EP300 2033 37 22 41551082 41551082 Missense_Mutation SNP C T 29 69 c.3226C>T c.(3226-3228)CGT>TGT p.R1076C

Pat_44 Pre-Treatment CPT1B 1375 37 22 51012763 51012763 Splice_Site SNP C T 3 12 c.970_splice c.e8+1 p.D324_splice

Pat_44 Pre-Treatment THUMPD3 25917 37 3 9406849 9406849 Missense_Mutation SNP G C 2 10 c.97G>C c.(97-99)GAA>CAA p.E33Q

Pat_44 Pre-Treatment IRAK2 3656 37 3 10242054 10242054 Nonsense_Mutation SNP G A 7 48 c.279G>A c.(277-279)TGG>TGA p.W93*

Pat_44 Pre-Treatment GHRL 51738 37 3 10331851 10331851 Missense_Mutation SNP C T 6 8 c.14G>A c.(13-15)GGG>GAG p.G5E

Pat_44 Pre-Treatment ARPP21 10777 37 3 35729262 35729262 Missense_Mutation SNP C T 3 7 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_44 Pre-Treatment UBA7 7318 37 3 49849440 49849440 Missense_Mutation SNP C T 12 21 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_44 Pre-Treatment PRICKLE2 166336 37 3 64084864 64084864 Missense_Mutation SNP G A 5 27 c.2398C>T c.(2398-2400)CGC>TGC p.R800C

Pat_44 Pre-Treatment ADAMTS9 56999 37 3 64527257 64527257 Missense_Mutation SNP T A 23 47 c.5237A>T c.(5236-5238)AAA>ATA p.K1746I

Pat_44 Pre-Treatment CADM2 253559 37 3 85935366 85935367 Missense_Mutation DNP GG AA 5 22 c.391_392GG>AA c.(391-393)GGA>AAA p.G131K

Pat_44 Pre-Treatment NEK11 79858 37 3 130889665 130889665 Missense_Mutation SNP C A 16 78 c.1333C>A c.(1333-1335)CCT>ACT p.P445T



Pat_44 Pre-Treatment IGSF10 285313 37 3 151161504 151161504 Missense_Mutation SNP G A 4 17 c.5231C>T c.(5230-5232)CCT>CTT p.P1744L

Pat_44 Pre-Treatment UBXN7 26043 37 3 196083689 196083689 Missense_Mutation SNP C T 6 7 c.1337G>A c.(1336-1338)GGA>GAA p.G446E

Pat_44 Pre-Treatment CPLX1 10815 37 4 786295 786295 Missense_Mutation SNP C T 2 1 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_44 Pre-Treatment SLC10A4 201780 37 4 48485582 48485582 Missense_Mutation SNP G A 2 1 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_44 Pre-Treatment ALB 213 37 4 74276060 74276060 Missense_Mutation SNP C T 7 41 c.647C>T c.(646-648)TCG>TTG p.S216L

Pat_44 Pre-Treatment AIMP1 9255 37 4 107258144 107258144 Missense_Mutation SNP C T 23 33 c.722C>T c.(721-723)CCT>CTT p.P241L

Pat_44 Pre-Treatment DCHS2 54798 37 4 155191120 155191120 Missense_Mutation SNP T G 5 20 c.5144A>C c.(5143-5145)CAG>CCG p.Q1715P

Pat_44 Pre-Treatment ADAMTS16 170690 37 5 5318284 5318284 Missense_Mutation SNP C A 2 0 c.3449C>A c.(3448-3450)TCC>TAC p.S1150Y

Pat_44 Pre-Treatment PRDM9 56979 37 5 23527167 23527167 Missense_Mutation SNP G C 4 31 c.1970G>C c.(1969-1971)AGA>ACA p.R657T

Pat_44 Pre-Treatment ANKRD34B 340120 37 5 79854737 79854737 Missense_Mutation SNP G A 3 2 c.1102C>T c.(1102-1104)CAC>TAC p.H368Y

Pat_44 Pre-Treatment SEC24A 10802 37 5 134011777 134011777 Missense_Mutation SNP C T 8 16 c.1216C>T c.(1216-1218)CCT>TCT p.P406S

Pat_44 Pre-Treatment PCDHB7 56129 37 5 140554361 140554361 Missense_Mutation SNP G A 5 14 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_44 Pre-Treatment PCDHB16 57717 37 5 140563942 140563942 Missense_Mutation SNP C T 37 35 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_44 Pre-Treatment F13A1 2162 37 6 6222398 6222398 Missense_Mutation SNP C T 8 26 c.980G>A c.(979-981)CGA>CAA p.R327Q

Pat_44 Pre-Treatment SCAND3 114821 37 6 28543412 28543412 Missense_Mutation SNP G A 7 27 c.1070C>T c.(1069-1071)TCA>TTA p.S357L

Pat_44 Pre-Treatment HLA-DRB1 3123 37 6 32549440 32549440 Nonsense_Mutation SNP C T 15 73 c.546G>A c.(544-546)TGG>TGA p.W182*

Pat_44 Pre-Treatment BRD2 6046 37 6 32945615 32945615 Missense_Mutation SNP C T 15 17 c.1411C>T c.(1411-1413)CCT>TCT p.P471S

Pat_44 Pre-Treatment DNAH8 1769 37 6 38980336 38980336 Missense_Mutation SNP G A 11 50 c.12986G>A c.(12985-12987)AGA>AAA p.R4329K

Pat_44 Pre-Treatment CUL7 9820 37 6 43018716 43018716 Missense_Mutation SNP G A 44 109 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_44 Pre-Treatment ENPP5 59084 37 6 46129128 46129128 Missense_Mutation SNP G A 4 18 c.1369C>T c.(1369-1371)CAC>TAC p.H457Y

Pat_44 Pre-Treatment ENPP5 59084 37 6 46133259 46133259 Missense_Mutation SNP G A 7 18 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_44 Pre-Treatment CRISP1 167 37 6 49819748 49819748 Missense_Mutation SNP C T 5 26 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_44 Pre-Treatment TRMT11 60487 37 6 126317137 126317137 Missense_Mutation SNP C T 10 24 c.163C>T c.(163-165)CCC>TCC p.P55S

Pat_44 Pre-Treatment ENPP1 5167 37 6 132206128 132206128 Missense_Mutation SNP G A 6 13 c.2369G>A c.(2368-2370)GGT>GAT p.G790D

Pat_44 Pre-Treatment NOX3 50508 37 6 155732380 155732380 Missense_Mutation SNP G A 6 26 c.1423C>T c.(1423-1425)CAT>TAT p.H475Y

Pat_44 Pre-Treatment SDK1 221935 37 7 4152925 4152925 Nonsense_Mutation SNP C T 6 62 c.3439C>T c.(3439-3441)CGA>TGA p.R1147*

Pat_44 Pre-Treatment DGKB 1607 37 7 14758205 14758205 Missense_Mutation SNP G A 7 33 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_44 Pre-Treatment DNAH11 8701 37 7 21906088 21906088 Missense_Mutation SNP G A 25 55 c.11518G>A c.(11518-11520)GCA>ACA p.A3840T

Pat_44 Pre-Treatment ZNF92 168374 37 7 64863839 64863840 Missense_Mutation DNP CC AT 9 85 c.812_813CC>AT c.(811-813)ACC>AAT p.T271N

Pat_44 Pre-Treatment PCLO 27445 37 7 82595241 82595241 Missense_Mutation SNP C T 4 10 c.3863G>A c.(3862-3864)GGG>GAG p.G1288E

Pat_44 Pre-Treatment NPTX2 4885 37 7 98249123 98249123 Missense_Mutation SNP G A 4 10 c.595G>A c.(595-597)GAG>AAG p.E199K

Pat_44 Pre-Treatment NPTX2 4885 37 7 98257909 98257909 Missense_Mutation SNP G A 3 2 c.1264G>A c.(1264-1266)GAG>AAG p.E422K

Pat_44 Pre-Treatment GIGYF1 64599 37 7 100282236 100282236 Missense_Mutation SNP G A 17 27 c.1466C>T c.(1465-1467)CCC>CTC p.P489L

Pat_44 Pre-Treatment MUC17 140453 37 7 100677456 100677456 Missense_Mutation SNP G A 94 280 c.2759G>A c.(2758-2760)GGG>GAG p.G920E

Pat_44 Pre-Treatment MUC17 140453 37 7 100684305 100684305 Missense_Mutation SNP C T 92 186 c.9608C>T c.(9607-9609)TCA>TTA p.S3203L

Pat_44 Pre-Treatment FOXP2 93986 37 7 114284742 114284742 Missense_Mutation SNP C T 5 16 c.992C>T c.(991-993)TCG>TTG p.S331L

Pat_44 Pre-Treatment SLC35B4 84912 37 7 133981162 133981162 Missense_Mutation SNP G A 4 30 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_44 Pre-Treatment KIAA1549 57670 37 7 138556030 138556030 Missense_Mutation SNP G A 5 21 c.4424C>T c.(4423-4425)CCC>CTC p.P1475L

Pat_44 Pre-Treatment UBN2 254048 37 7 138957074 138957074 Missense_Mutation SNP C T 3 16 c.1603C>T c.(1603-1605)CGT>TGT p.R535C

Pat_44 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 12 29 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_44 Pre-Treatment TMEM176A 55365 37 7 150499363 150499363 Missense_Mutation SNP G A 8 17 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_44 Pre-Treatment MLL3 58508 37 7 151896402 151896402 Missense_Mutation SNP A C 12 26 c.4235T>G c.(4234-4236)CTT>CGT p.L1412R

Pat_44 Pre-Treatment RP1L1 94137 37 8 10466059 10466059 Missense_Mutation SNP C T 6 32 c.5549G>A c.(5548-5550)GGT>GAT p.G1850D

Pat_44 Pre-Treatment HR 55806 37 8 21978651 21978651 Missense_Mutation SNP G A 30 53 c.2294C>T c.(2293-2295)ACC>ATC p.T765I

Pat_44 Pre-Treatment ADAM28 10863 37 8 24181463 24181463 Nonsense_Mutation SNP G A 11 10 c.837G>A c.(835-837)TGG>TGA p.W279*

Pat_44 Pre-Treatment CA8 767 37 8 61144872 61144872 Missense_Mutation SNP C T 63 245 c.484G>A c.(484-486)GGA>AGA p.G162R

Pat_44 Pre-Treatment PREX2 80243 37 8 68965372 68965372 Nonsense_Mutation SNP G A 15 69 c.984G>A c.(982-984)TGG>TGA p.W328*



Pat_44 Pre-Treatment C8orf34 116328 37 8 69699772 69699772 Splice_Site SNP G A 4 36 c.1291_splice c.e12+1 p.R431_splice

Pat_44 Pre-Treatment NACAP1 83955 37 8 102381492 102381492 Missense_Mutation SNP A G 12 62 c.355A>G c.(355-357)ACA>GCA p.T119A

Pat_44 Pre-Treatment ZFPM2 23414 37 8 106811077 106811077 Missense_Mutation SNP G A 103 57 c.865G>A c.(865-867)GAC>AAC p.D289N

Pat_44 Pre-Treatment CSMD3 114788 37 8 113697683 113697683 Nonsense_Mutation SNP G A 117 59 c.2434C>T c.(2434-2436)CAG>TAG p.Q812*

Pat_44 Pre-Treatment MAPK15 225689 37 8 144801568 144801568 Missense_Mutation SNP C T 4 36 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_44 Pre-Treatment RFX3 5991 37 9 3257189 3257189 Missense_Mutation SNP G A 9 6 c.1616C>T c.(1615-1617)TCC>TTC p.S539F

Pat_44 Pre-Treatment PTPRD 5789 37 9 8319881 8319881 Nonsense_Mutation SNP G A 14 18 c.5620C>T c.(5620-5622)CAG>TAG p.Q1874*

Pat_44 Pre-Treatment LINGO2 158038 37 9 27950023 27950023 Missense_Mutation SNP A C 13 15 c.647T>G c.(646-648)ATG>AGG p.M216R

Pat_44 Pre-Treatment C9orf79 286234 37 9 90498092 90498092 Missense_Mutation SNP G A 2 1 c.286G>A c.(286-288)GGG>AGG p.G96R

Pat_44 Pre-Treatment RBM18 92400 37 9 125023747 125023747 Missense_Mutation SNP G A 3 7 c.25C>T c.(25-27)CCC>TCC p.P9S

Pat_44 Pre-Treatment ZER1 10444 37 9 131513520 131513520 Missense_Mutation SNP C T 11 8 c.1066G>A c.(1066-1068)GTG>ATG p.V356M

Pat_44 Pre-Treatment RNF208 727800 37 9 140115622 140115622 Missense_Mutation SNP C T 3 7 c.43G>A c.(43-45)GGC>AGC p.G15S

Pat_44 Pre-Treatment SPANXN5 494197 37 X 52825650 52825650 Missense_Mutation SNP C T 10 3 c.97G>A c.(97-99)GAC>AAC p.D33N

Pat_44 Pre-Treatment TEX11 56159 37 X 69825324 69825324 Missense_Mutation SNP C T 15 10 c.2039G>A c.(2038-2040)CGG>CAG p.R680Q

Pat_44 Pre-Treatment ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 7 19 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_44 Pre-Treatment ACRC 93953 37 X 70823918 70823918 Missense_Mutation SNP C T 7 18 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_44 Pre-Treatment CYLC1 1538 37 X 83128420 83128420 Missense_Mutation SNP C T 4 6 c.704C>T c.(703-705)TCA>TTA p.S235L

Pat_44 Pre-Treatment SATL1 340562 37 X 84363364 84363364 Missense_Mutation SNP C T 4 35 c.611G>A c.(610-612)AGC>AAC p.S204N

Pat_44 Pre-Treatment SRPX2 27286 37 X 99921932 99921932 Splice_Site SNP T A 2 6 c.961_splice c.e8+2 p.P321_splice

Pat_44 Pre-Treatment GPRASP2 114928 37 X 101969946 101969946 Missense_Mutation SNP C T 3 17 c.149C>T c.(148-150)CCC>CTC p.P50L

Pat_44 Pre-Treatment SPANXN2 494119 37 X 142795358 142795358 Missense_Mutation SNP C T 28 20 c.320G>A c.(319-321)GGA>GAA p.G107E

Pat_44 Pre-Treatment GPR50 9248 37 X 150348653 150348653 Missense_Mutation SNP C T 17 32 c.598C>T c.(598-600)CCT>TCT p.P200S

Pat_44 Pre-Treatment MAGEA1 4100 37 X 152482755 152482755 Missense_Mutation SNP C T 8 7 c.256G>A c.(256-258)GAG>AAG p.E86K

Pat_44 Pre-Treatment ZFY 7544 37 Y 2844779 2844779 Missense_Mutation SNP G A 2 0 c.997G>A c.(997-999)GCA>ACA p.A333T

Pat_44 Post-Resistance DVL1 1855 37 1 1271820 1271820 Missense_Mutation SNP G A 4 38 c.1715C>T c.(1714-1716)GCT>GTT p.A572V

Pat_44 Post-Resistance RNF207 388591 37 1 6272420 6272420 Missense_Mutation SNP G A 4 100 c.1426G>A c.(1426-1428)GTG>ATG p.V476M

Pat_44 Post-Resistance TNFRSF9 3604 37 1 7997775 7997775 Missense_Mutation SNP G A 4 160 c.388C>T c.(388-390)CGT>TGT p.R130C

Pat_44 Post-Resistance H6PD 9563 37 1 9324162 9324162 Missense_Mutation SNP C T 3 43 c.1610C>T c.(1609-1611)GCC>GTC p.A537V

Pat_44 Post-Resistance CLSTN1 22883 37 1 9815188 9815188 Missense_Mutation SNP C T 4 120 c.424G>A c.(424-426)GTG>ATG p.V142M

Pat_44 Post-Resistance TARDBP 23435 37 1 11073983 11073983 Missense_Mutation SNP G T 4 174 c.199G>T c.(199-201)GGC>TGC p.G67C

Pat_44 Post-Resistance TAS1R2 80834 37 1 19175984 19175984 Missense_Mutation SNP G A 4 116 c.1318C>T c.(1318-1320)CCG>TCG p.P440S

Pat_44 Post-Resistance EPHA8 2046 37 1 22924331 22924331 Missense_Mutation SNP G A 5 116 c.2093G>A c.(2092-2094)CGC>CAC p.R698H

Pat_44 Post-Resistance CCDC21 64793 37 1 26582163 26582163 Missense_Mutation SNP G A 4 138 c.710G>A c.(709-711)CGG>CAG p.R237Q

Pat_44 Post-Resistance WDTC1 23038 37 1 27621115 27621115 Missense_Mutation SNP G A 4 62 c.868G>A c.(868-870)GAA>AAA p.E290K

Pat_44 Post-Resistance TMEM222 84065 37 1 27660733 27660733 Missense_Mutation SNP C T 4 153 c.500C>T c.(499-501)ACG>ATG p.T167M

Pat_44 Post-Resistance TMEM200B 399474 37 1 29447653 29447653 Missense_Mutation SNP C T 3 41 c.688G>A c.(688-690)GGG>AGG p.G230R

Pat_44 Post-Resistance COL16A1 1307 37 1 32122645 32122645 Missense_Mutation SNP C T 4 228 c.4045G>A c.(4045-4047)GCT>ACT p.A1349T

Pat_44 Post-Resistance PABPC4 8761 37 1 40030188 40030188 Missense_Mutation SNP G A 4 191 c.1360C>T c.(1360-1362)CGC>TGC p.R454C

Pat_44 Post-Resistance ZNF684 127396 37 1 41007374 41007374 Missense_Mutation SNP G A 4 53 c.230G>A c.(229-231)AGC>AAC p.S77N

Pat_44 Post-Resistance KIAA0467 23334 37 1 43909271 43909271 Missense_Mutation SNP C T 3 32 c.5932C>T c.(5932-5934)CGC>TGC p.R1978C

Pat_44 Post-Resistance ZSWIM5 57643 37 1 45484542 45484542 Missense_Mutation SNP G A 4 71 c.3142C>T c.(3142-3144)CTC>TTC p.L1048F

Pat_44 Post-Resistance C1orf175 374977 37 1 55172183 55172183 Missense_Mutation SNP C T 4 172 c.3640C>T c.(3640-3642)CTC>TTC p.L1214F

Pat_44 Post-Resistance INADL 10207 37 1 62594540 62594540 Missense_Mutation SNP G A 5 351 c.5194G>A c.(5194-5196)GGG>AGG p.G1732R

Pat_44 Post-Resistance SGIP1 84251 37 1 67145406 67145406 Missense_Mutation SNP G A 5 279 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_44 Post-Resistance IL12RB2 3595 37 1 67793971 67793971 Nonsense_Mutation SNP G T 6 392 c.568G>T c.(568-570)GAA>TAA p.E190*

Pat_44 Post-Resistance LPHN2 23266 37 1 82409013 82409013 Missense_Mutation SNP C T 4 166 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_44 Post-Resistance DPYD 1806 37 1 98187146 98187146 Missense_Mutation SNP G A 4 193 c.403C>T c.(403-405)CTT>TTT p.L135F



Pat_44 Post-Resistance AP4B1 10717 37 1 114438057 114438057 Missense_Mutation SNP G A 4 132 c.1850C>T c.(1849-1851)GCC>GTC p.A617V

Pat_44 Post-Resistance AMPD1 270 37 1 115231293 115231293 Missense_Mutation SNP C T 5 229 c.104G>A c.(103-105)CGT>CAT p.R35H

Pat_44 Post-Resistance NOTCH2NL 388677 37 1 145281653 145281653 Missense_Mutation SNP G A 5 297 c.583G>A c.(583-585)GGC>AGC p.G195S

Pat_44 Post-Resistance TCHH 7062 37 1 152082220 152082220 Missense_Mutation SNP G C 3 54 c.3473C>G c.(3472-3474)CCG>CGG p.P1158R

Pat_44 Post-Resistance CRNN 49860 37 1 152382873 152382873 Missense_Mutation SNP C T 5 269 c.685G>A c.(685-687)GGA>AGA p.G229R

Pat_44 Post-Resistance KPRP 448834 37 1 152732734 152732734 Missense_Mutation SNP C T 4 196 c.670C>T c.(670-672)CGG>TGG p.R224W

Pat_44 Post-Resistance HCN3 57657 37 1 155253804 155253804 Missense_Mutation SNP C T 4 176 c.748C>T c.(748-750)CGC>TGC p.R250C

Pat_44 Post-Resistance IGSF9 57549 37 1 159906306 159906306 Missense_Mutation SNP C T 4 144 c.556G>A c.(556-558)GTG>ATG p.V186M

Pat_44 Post-Resistance PBX1 5087 37 1 164781327 164781327 Missense_Mutation SNP C T 4 131 c.938C>T c.(937-939)GCT>GTT p.A313V

Pat_44 Post-Resistance F5 2153 37 1 169510571 169510571 Missense_Mutation SNP G A 6 313 c.3757C>T c.(3757-3759)CTC>TTC p.L1253F

Pat_44 Post-Resistance MYOC 4653 37 1 171605481 171605481 Missense_Mutation SNP C T 4 134 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_44 Post-Resistance ZBTB37 84614 37 1 173839887 173839887 Missense_Mutation SNP G A 5 141 c.524G>A c.(523-525)CGA>CAA p.R175Q

Pat_44 Post-Resistance HMCN1 83872 37 1 185984537 185984537 Missense_Mutation SNP C T 4 130 c.4877C>T c.(4876-4878)ACT>ATT p.T1626I

Pat_44 Post-Resistance PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 6 84 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_44 Post-Resistance CFHR4 10877 37 1 196871608 196871608 Missense_Mutation SNP G A 4 222 c.119G>A c.(118-120)CGT>CAT p.R40H

Pat_44 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 4 103 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_44 Post-Resistance CAMSAP1L1 23271 37 1 200816783 200816783 Missense_Mutation SNP C T 4 89 c.1241C>T c.(1240-1242)TCT>TTT p.S414F

Pat_44 Post-Resistance KIF21B 23046 37 1 200943915 200943915 Missense_Mutation SNP C T 4 167 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S

Pat_44 Post-Resistance KIF21B 23046 37 1 200954057 200954057 Missense_Mutation SNP G A 6 182 c.3733C>T c.(3733-3735)CGG>TGG p.R1245W

Pat_44 Post-Resistance CACNA1S 779 37 1 201047107 201047107 Missense_Mutation SNP C T 4 148 c.1519G>A c.(1519-1521)GGT>AGT p.G507S

Pat_44 Post-Resistance LGR6 59352 37 1 202205106 202205106 Missense_Mutation SNP C T 3 62 c.413C>T c.(412-414)CCG>CTG p.P138L

Pat_44 Post-Resistance PPP1R12B 4660 37 1 202411616 202411616 Missense_Mutation SNP G A 4 108 c.1583G>A c.(1582-1584)CGG>CAG p.R528Q

Pat_44 Post-Resistance PPP1R12B 4660 37 1 202532031 202532031 Missense_Mutation SNP G A 5 177 c.2633G>A c.(2632-2634)AGC>AAC p.S878N

Pat_44 Post-Resistance ADIPOR1 51094 37 1 202920072 202920072 Missense_Mutation SNP C T 4 237 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_44 Post-Resistance CR1L 1379 37 1 207874932 207874932 Missense_Mutation SNP G A 6 281 c.1297G>A c.(1297-1299)GGA>AGA p.G433R

Pat_44 Post-Resistance USH2A 7399 37 1 216595602 216595602 Missense_Mutation SNP G A 4 106 c.77C>T c.(76-78)GCT>GTT p.A26V

Pat_44 Post-Resistance C1orf55 163859 37 1 226175973 226175973 Missense_Mutation SNP C T 6 291 c.758G>A c.(757-759)AGC>AAC p.S253N

Pat_44 Post-Resistance GJC2 57165 37 1 228346178 228346178 Missense_Mutation SNP G A 4 153 c.719G>A c.(718-720)CGA>CAA p.R240Q

Pat_44 Post-Resistance OBSCN 84033 37 1 228553829 228553829 Missense_Mutation SNP C T 4 117 c.19118C>T c.(19117-19119)ACG>ATG p.T6373M

Pat_44 Post-Resistance HIST3H3 8290 37 1 228612899 228612899 Missense_Mutation SNP C T 4 147 c.128G>A c.(127-129)CGG>CAG p.R43Q

Pat_44 Post-Resistance GALNT2 2590 37 1 230379054 230379054 Missense_Mutation SNP C T 5 189 c.610C>T c.(610-612)CTC>TTC p.L204F

Pat_44 Post-Resistance EDARADD 128178 37 1 236645918 236645918 Missense_Mutation SNP G A 4 153 c.617G>A c.(616-618)CGG>CAG p.R206Q

Pat_44 Post-Resistance CEP170 9859 37 1 243388551 243388551 Missense_Mutation SNP C T 4 51 c.32G>A c.(31-33)AGT>AAT p.S11N

Pat_44 Post-Resistance C1orf100 200159 37 1 244538721 244538721 Missense_Mutation SNP G A 4 125 c.104G>A c.(103-105)GGG>GAG p.G35E

Pat_44 Post-Resistance KIF26B 55083 37 1 245704194 245704194 Missense_Mutation SNP C T 4 107 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_44 Post-Resistance OR2G2 81470 37 1 247752034 247752034 Missense_Mutation SNP C T 6 363 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_44 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 114 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_44 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 8 128 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_44 Post-Resistance PGBD2 267002 37 1 249212035 249212035 Missense_Mutation SNP G A 4 102 c.1252G>A c.(1252-1254)GTG>ATG p.V418M

Pat_44 Post-Resistance C10orf18 54906 37 10 5788743 5788743 Missense_Mutation SNP G A 4 178 c.3359G>A c.(3358-3360)GGC>GAC p.G1120D

Pat_44 Post-Resistance PRKCQ 5588 37 10 6539181 6539181 Splice_Site SNP C T 4 186 c.574_splice c.e6+1 p.Q192_splice

Pat_44 Post-Resistance ECHDC3 79746 37 10 11791562 11791562 Missense_Mutation SNP C T 4 146 c.361C>T c.(361-363)CAT>TAT p.H121Y

Pat_44 Post-Resistance BEND7 222389 37 10 13541865 13541865 Missense_Mutation SNP G A 4 53 c.205C>T c.(205-207)CCG>TCG p.P69S

Pat_44 Post-Resistance ANKRD26 22852 37 10 27368041 27368041 Missense_Mutation SNP C T 4 122 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_44 Post-Resistance MKX 283078 37 10 27964213 27964213 Missense_Mutation SNP G A 5 198 c.1004C>T c.(1003-1005)TCG>TTG p.S335L

Pat_44 Post-Resistance SVIL 6840 37 10 29782322 29782322 Splice_Site SNP T A 4 74 c.3842_splice c.e21-1 p.V1281_splice

Pat_44 Post-Resistance KIAA1462 57608 37 10 30317428 30317428 Missense_Mutation SNP C T 5 153 c.1649G>A c.(1648-1650)AGC>AAC p.S550N



Pat_44 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 11 86 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_44 Post-Resistance ATOH7 220202 37 10 69991119 69991119 Missense_Mutation SNP G A 4 48 c.316C>T c.(316-318)CGG>TGG p.R106W

Pat_44 Post-Resistance DNA2 1763 37 10 70182463 70182463 Missense_Mutation SNP C T 3 47 c.2651G>A c.(2650-2652)CGT>CAT p.R884H

Pat_44 Post-Resistance DDX21 9188 37 10 70737388 70737388 Missense_Mutation SNP G A 4 108 c.1846G>A c.(1846-1848)GCC>ACC p.A616T

Pat_44 Post-Resistance SUPV3L1 6832 37 10 70956825 70956825 Missense_Mutation SNP G A 4 209 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_44 Post-Resistance GRID1 2894 37 10 87379700 87379700 Missense_Mutation SNP C T 4 147 c.2284G>A c.(2284-2286)GGC>AGC p.G762S

Pat_44 Post-Resistance CYP2C8 1558 37 10 96818190 96818190 Nonsense_Mutation SNP G A 5 147 c.721C>T c.(721-723)CGA>TGA p.R241*

Pat_44 Post-Resistance PSD 5662 37 10 104163019 104163019 Missense_Mutation SNP G A 3 29 c.3013C>T c.(3013-3015)CGG>TGG p.R1005W

Pat_44 Post-Resistance MKI67 4288 37 10 129910469 129910469 Nonsense_Mutation SNP G A 4 172 c.1897C>T c.(1897-1899)CGA>TGA p.R633*

Pat_44 Post-Resistance KNDC1 85442 37 10 135027499 135027499 Missense_Mutation SNP C T 4 129 c.4550C>T c.(4549-4551)TCG>TTG p.S1517L

Pat_44 Post-Resistance PHRF1 57661 37 11 607537 607537 Missense_Mutation SNP G A 4 168 c.2081G>A c.(2080-2082)CGG>CAG p.R694Q

Pat_44 Post-Resistance CDHR5 53841 37 11 619577 619577 Missense_Mutation SNP G A 4 57 c.1190C>T c.(1189-1191)TCG>TTG p.S397L

Pat_44 Post-Resistance OR51B4 79339 37 11 5322800 5322800 Missense_Mutation SNP G A 6 305 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_44 Post-Resistance SPTY2D1 144108 37 11 18637412 18637412 Missense_Mutation SNP C T 6 130 c.409G>A c.(409-411)GCA>ACA p.A137T

Pat_44 Post-Resistance MRGPRX2 117194 37 11 19077579 19077579 Missense_Mutation SNP C T 4 203 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_44 Post-Resistance PRDM11 56981 37 11 45246079 45246079 Missense_Mutation SNP G A 5 187 c.1156G>A c.(1156-1158)GGT>AGT p.G386S

Pat_44 Post-Resistance F2 2147 37 11 46745005 46745005 Missense_Mutation SNP G A 4 102 c.496G>A c.(496-498)GGA>AGA p.G166R

Pat_44 Post-Resistance MYBPC3 4607 37 11 47356686 47356686 Missense_Mutation SNP C T 4 44 c.2812G>A c.(2812-2814)GCC>ACC p.A938T

Pat_44 Post-Resistance CNTF 1270 37 11 58391958 58391958 Missense_Mutation SNP G A 4 88 c.566G>A c.(565-567)CGT>CAT p.R189H

Pat_44 Post-Resistance DAK 26007 37 11 61113919 61113919 Missense_Mutation SNP G A 4 184 c.1672G>A c.(1672-1674)GGG>AGG p.G558R

Pat_44 Post-Resistance STIP1 10963 37 11 63965415 63965415 Missense_Mutation SNP G A 4 213 c.992G>A c.(991-993)CGA>CAA p.R331Q

Pat_44 Post-Resistance RPS6KB2 6199 37 11 67198881 67198881 Missense_Mutation SNP G A 4 192 c.352G>A c.(352-354)GCT>ACT p.A118T

Pat_44 Post-Resistance SUV420H1 51111 37 11 67925969 67925969 Missense_Mutation SNP C T 3 36 c.1844G>A c.(1843-1845)CGA>CAA p.R615Q

Pat_44 Post-Resistance CREBZF 58487 37 11 85375234 85375234 Missense_Mutation SNP A T 6 239 c.686T>A c.(685-687)GTG>GAG p.V229E

Pat_44 Post-Resistance FAT3 120114 37 11 92088309 92088309 Missense_Mutation SNP C T 3 64 c.3031C>T c.(3031-3033)CGG>TGG p.R1011W

Pat_44 Post-Resistance MMP27 64066 37 11 102573794 102573794 Missense_Mutation SNP C T 4 169 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_44 Post-Resistance DYNC2H1 79659 37 11 103049787 103049787 Missense_Mutation SNP A G 3 128 c.6172A>G c.(6172-6174)ATT>GTT p.I2058V

Pat_44 Post-Resistance CASP1 834 37 11 104904952 104904952 Missense_Mutation SNP G A 5 226 c.257C>T c.(256-258)ACG>ATG p.T86M

Pat_44 Post-Resistance POU2AF1 5450 37 11 111228204 111228204 Missense_Mutation SNP G A 4 89 c.422C>T c.(421-423)ACC>ATC p.T141I

Pat_44 Post-Resistance BACE1 23621 37 11 117167631 117167631 Missense_Mutation SNP G A 5 172 c.308C>T c.(307-309)GCT>GTT p.A103V

Pat_44 Post-Resistance CDON 50937 37 11 125864887 125864887 Missense_Mutation SNP G A 4 143 c.2423C>T c.(2422-2424)TCA>TTA p.S808L

Pat_44 Post-Resistance ERC1 23085 37 12 1137358 1137358 Missense_Mutation SNP C T 5 206 c.289C>T c.(289-291)CGT>TGT p.R97C

Pat_44 Post-Resistance TAPBPL 55080 37 12 6567939 6567939 Missense_Mutation SNP G A 4 61 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_44 Post-Resistance PZP 5858 37 12 9345287 9345287 Missense_Mutation SNP C T 4 114 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_44 Post-Resistance PRB4 5545 37 12 11461682 11461682 Missense_Mutation SNP C G 7 501 c.235G>C c.(235-237)GAA>CAA p.E79Q

Pat_44 Post-Resistance SLCO1B1 10599 37 12 21377737 21377737 Missense_Mutation SNP G A 5 224 c.1829G>A c.(1828-1830)CGT>CAT p.R610H

Pat_44 Post-Resistance CAPRIN2 65981 37 12 30886568 30886568 Missense_Mutation SNP G A 4 153 c.887C>T c.(886-888)ACG>ATG p.T296M

Pat_44 Post-Resistance ABCD2 225 37 12 39980088 39980088 Missense_Mutation SNP G C 3 153 c.1658C>G c.(1657-1659)TCT>TGT p.S553C

Pat_44 Post-Resistance SLC2A13 114134 37 12 40265629 40265629 Missense_Mutation SNP C T 4 178 c.1169G>A c.(1168-1170)CGC>CAC p.R390H

Pat_44 Post-Resistance PPHLN1 51535 37 12 42729721 42729721 Missense_Mutation SNP G A 5 193 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_44 Post-Resistance ADAMTS20 80070 37 12 43769235 43769235 Missense_Mutation SNP C T 4 125 c.5393G>A c.(5392-5394)GGA>GAA p.G1798E

Pat_44 Post-Resistance KRT5 3852 37 12 52913972 52913972 Missense_Mutation SNP G A 4 156 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_44 Post-Resistance EIF4B 1975 37 12 53410370 53410370 Missense_Mutation SNP G A 4 106 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_44 Post-Resistance ATF7 11016 37 12 53910973 53910973 Missense_Mutation SNP G A 4 201 c.1433C>T c.(1432-1434)CCG>CTG p.P478L

Pat_44 Post-Resistance OR6C70 390327 37 12 55863565 55863565 Missense_Mutation SNP G A 4 132 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_44 Post-Resistance ITGA7 3679 37 12 56094174 56094174 Missense_Mutation SNP G A 4 155 c.674C>T c.(673-675)ACG>ATG p.T225M

Pat_44 Post-Resistance LRP1 4035 37 12 57591091 57591091 Missense_Mutation SNP C T 6 433 c.9086C>T c.(9085-9087)CCG>CTG p.P3029L



Pat_44 Post-Resistance KIF5A 3798 37 12 57963893 57963893 Missense_Mutation SNP G A 3 27 c.1241G>A c.(1240-1242)CGG>CAG p.R414Q

Pat_44 Post-Resistance PPFIA2 8499 37 12 81741473 81741473 Missense_Mutation SNP C T 4 198 c.2071G>A c.(2071-2073)GAA>AAA p.E691K

Pat_44 Post-Resistance KERA 11081 37 12 91445232 91445232 Missense_Mutation SNP C T 4 93 c.950G>A c.(949-951)AGT>AAT p.S317N

Pat_44 Post-Resistance UBE3B 89910 37 12 109959040 109959040 Missense_Mutation SNP G A 4 211 c.2164G>A c.(2164-2166)GAA>AAA p.E722K

Pat_44 Post-Resistance ABCB9 23457 37 12 123430679 123430679 Missense_Mutation SNP C T 4 95 c.1144G>A c.(1144-1146)GCC>ACC p.A382T

Pat_44 Post-Resistance CDK2AP1 8099 37 12 123749848 123749848 Missense_Mutation SNP G A 4 110 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_44 Post-Resistance NCOR2 9612 37 12 124821355 124821355 Missense_Mutation SNP C T 5 90 c.6089G>A c.(6088-6090)CGG>CAG p.R2030Q

Pat_44 Post-Resistance MMP17 4326 37 12 132335520 132335520 Missense_Mutation SNP G A 4 64 c.1513G>A c.(1513-1515)GAG>AAG p.E505K

Pat_44 Post-Resistance CHFR 55743 37 12 133438077 133438077 Missense_Mutation SNP G A 4 96 c.763C>T c.(763-765)CCC>TCC p.P255S

Pat_44 Post-Resistance KIAA0564 23078 37 13 42439903 42439903 Missense_Mutation SNP C T 4 131 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_44 Post-Resistance CPB2 1361 37 13 46632333 46632333 Missense_Mutation SNP C T 4 210 c.980G>A c.(979-981)AGC>AAC p.S327N

Pat_44 Post-Resistance ATP7B 540 37 13 52515217 52515217 Missense_Mutation SNP C T 4 142 c.3556G>A c.(3556-3558)GGT>AGT p.G1186S

Pat_44 Post-Resistance ATP11A 23250 37 13 113473681 113473681 Missense_Mutation SNP G A 6 221 c.634G>A c.(634-636)GCC>ACC p.A212T

Pat_44 Post-Resistance ATP11A 23250 37 13 113485726 113485726 Missense_Mutation SNP C A 4 155 c.1259C>A c.(1258-1260)ACG>AAG p.T420K

Pat_44 Post-Resistance OR4M1 441670 37 14 20248846 20248846 Missense_Mutation SNP G A 6 454 c.365G>A c.(364-366)CGC>CAC p.R122H

Pat_44 Post-Resistance OR10G2 26534 37 14 22102815 22102815 Missense_Mutation SNP G A 4 112 c.184C>T c.(184-186)CGC>TGC p.R62C

Pat_44 Post-Resistance REC8 9985 37 14 24647390 24647390 Nonsense_Mutation SNP C T 5 124 c.958C>T c.(958-960)CAG>TAG p.Q320*

Pat_44 Post-Resistance MDP1 145553 37 14 24684770 24684770 Missense_Mutation SNP G A 6 463 c.197C>T c.(196-198)GCG>GTG p.A66V

Pat_44 Post-Resistance TGM1 7051 37 14 24727849 24727849 Missense_Mutation SNP G A 4 137 c.1190C>T c.(1189-1191)ACT>ATT p.T397I

Pat_44 Post-Resistance NID2 22795 37 14 52481816 52481816 Missense_Mutation SNP C T 4 38 c.3206G>A c.(3205-3207)AGA>AAA p.R1069K

Pat_44 Post-Resistance KIAA0831 22863 37 14 55836558 55836558 Missense_Mutation SNP C T 4 101 c.1258G>A c.(1258-1260)GGA>AGA p.G420R

Pat_44 Post-Resistance C14orf37 145407 37 14 58471800 58471800 Missense_Mutation SNP C T 4 148 c.2222G>A c.(2221-2223)CGA>CAA p.R741Q

Pat_44 Post-Resistance KIAA0586 9786 37 14 58949374 58949374 Missense_Mutation SNP G A 4 159 c.2860G>A c.(2860-2862)GGT>AGT p.G954S

Pat_44 Post-Resistance RTN1 6252 37 14 60072171 60072171 Missense_Mutation SNP G A 4 105 c.2027C>T c.(2026-2028)ACG>ATG p.T676M

Pat_44 Post-Resistance SPTB 6710 37 14 65237808 65237808 Missense_Mutation SNP C T 5 347 c.5593G>A c.(5593-5595)GCA>ACA p.A1865T

Pat_44 Post-Resistance YLPM1 56252 37 14 75265245 75265245 Missense_Mutation SNP G A 4 103 c.3245G>A c.(3244-3246)GGG>GAG p.G1082E

Pat_44 Post-Resistance GPR65 8477 37 14 88477274 88477274 Missense_Mutation SNP G A 4 144 c.83G>A c.(82-84)AGC>AAC p.S28N

Pat_44 Post-Resistance BCL11B 64919 37 14 99641023 99641023 Missense_Mutation SNP G A 3 16 c.2150C>T c.(2149-2151)GCG>GTG p.A717V

Pat_44 Post-Resistance BCL11B 64919 37 14 99723849 99723849 Missense_Mutation SNP G A 4 171 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_44 Post-Resistance RAGE 5891 37 14 102695832 102695832 Missense_Mutation SNP C T 4 130 c.1144G>A c.(1144-1146)GTG>ATG p.V382M

Pat_44 Post-Resistance RYR3 6263 37 15 34018665 34018665 Missense_Mutation SNP G A 3 17 c.6991G>A c.(6991-6993)GGG>AGG p.G2331R

Pat_44 Post-Resistance RASGRP1 10125 37 15 38791042 38791042 Missense_Mutation SNP C T 4 198 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_44 Post-Resistance THBS1 7057 37 15 39882090 39882090 Missense_Mutation SNP G A 4 92 c.2011G>A c.(2011-2013)GAC>AAC p.D671N

Pat_44 Post-Resistance MGA 23269 37 15 41961330 41961330 Missense_Mutation SNP G A 4 189 c.238G>A c.(238-240)GAT>AAT p.D80N

Pat_44 Post-Resistance EHD4 30844 37 15 42192955 42192955 Missense_Mutation SNP G A 4 65 c.1514C>T c.(1513-1515)GCG>GTG p.A505V

Pat_44 Post-Resistance VPS39 23339 37 15 42461978 42461978 Missense_Mutation SNP G A 4 127 c.1210C>T c.(1210-1212)CTC>TTC p.L404F

Pat_44 Post-Resistance MYO1E 4643 37 15 59487726 59487726 Missense_Mutation SNP G A 4 210 c.1739C>T c.(1738-1740)ACG>ATG p.T580M

Pat_44 Post-Resistance TLN2 83660 37 15 62942372 62942372 Missense_Mutation SNP C T 4 162 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_44 Post-Resistance TLN2 83660 37 15 62991013 62991013 Missense_Mutation SNP G A 4 137 c.1534G>A c.(1534-1536)GCC>ACC p.A512T

Pat_44 Post-Resistance USP3 9960 37 15 63848880 63848880 Missense_Mutation SNP C T 3 26 c.383C>T c.(382-384)GCT>GTT p.A128V

Pat_44 Post-Resistance C15orf59 388135 37 15 74032707 74032707 Missense_Mutation SNP C T 4 74 c.433G>A c.(433-435)GGC>AGC p.G145S

Pat_44 Post-Resistance CLK3 1198 37 15 74912408 74912408 Missense_Mutation SNP C T 4 194 c.655C>T c.(655-657)CGG>TGG p.R219W

Pat_44 Post-Resistance CYP1A1 1543 37 15 75014747 75014747 Missense_Mutation SNP C T 4 102 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_44 Post-Resistance DET1 55070 37 15 89070848 89070848 Missense_Mutation SNP G C 4 115 c.1253C>G c.(1252-1254)GCA>GGA p.A418G

Pat_44 Post-Resistance AP3S2 10239 37 15 90451601 90451601 Missense_Mutation SNP C T 4 88 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_44 Post-Resistance C16orf59 80178 37 16 2512205 2512205 Missense_Mutation SNP G A 4 149 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_44 Post-Resistance THOC6 79228 37 16 3075788 3075788 Missense_Mutation SNP C T 4 78 c.119C>T c.(118-120)GCG>GTG p.A40V



Pat_44 Post-Resistance ZSCAN10 84891 37 16 3140123 3140123 Missense_Mutation SNP C T 4 48 c.1147G>A c.(1147-1149)GGC>AGC p.G383S

Pat_44 Post-Resistance DNAJA3 9093 37 16 4496917 4496917 Missense_Mutation SNP G A 4 84 c.1027G>A c.(1027-1029)GGC>AGC p.G343S

Pat_44 Post-Resistance ABCC6P1 653190 37 16 18597216 18597216 Missense_Mutation SNP C T 5 130 c.580C>T c.(580-582)CGG>TGG p.R194W

Pat_44 Post-Resistance COQ7 10229 37 16 19083411 19083411 Missense_Mutation SNP G A 4 171 c.235G>A c.(235-237)GTC>ATC p.V79I

Pat_44 Post-Resistance UMOD 7369 37 16 20355365 20355365 Missense_Mutation SNP C T 4 61 c.1312G>A c.(1312-1314)GCC>ACC p.A438T

Pat_44 Post-Resistance ACSM1 116285 37 16 20682922 20682922 Missense_Mutation SNP C T 4 91 c.683G>A c.(682-684)GGG>GAG p.G228E

Pat_44 Post-Resistance SULT1A1 6817 37 16 28618125 28618125 Missense_Mutation SNP C T 4 230 c.551G>A c.(550-552)CGC>CAC p.R184H

Pat_44 Post-Resistance ZNF629 23361 37 16 30794877 30794877 Missense_Mutation SNP C T 4 110 c.772G>A c.(772-774)GGC>AGC p.G258S

Pat_44 Post-Resistance TRIM72 493829 37 16 31230631 31230631 Missense_Mutation SNP G A 4 200 c.508G>A c.(508-510)GGG>AGG p.G170R

Pat_44 Post-Resistance ORC6L 23594 37 16 46729982 46729982 Missense_Mutation SNP G A 4 111 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_44 Post-Resistance ABCC12 94160 37 16 48145704 48145704 Nonsense_Mutation SNP G A 4 214 c.2107C>T c.(2107-2109)CGA>TGA p.R703*

Pat_44 Post-Resistance CNOT1 23019 37 16 58554896 58554896 Missense_Mutation SNP G A 5 214 c.7097C>T c.(7096-7098)GCC>GTC p.A2366V

Pat_44 Post-Resistance CDH8 1006 37 16 61687612 61687612 Missense_Mutation SNP G A 5 87 c.2300C>T c.(2299-2301)TCA>TTA p.S767L

Pat_44 Post-Resistance CDH11 1009 37 16 64981667 64981667 Missense_Mutation SNP C T 4 112 c.2230G>A c.(2230-2232)GGT>AGT p.G744S

Pat_44 Post-Resistance RLTPR 146206 37 16 67690199 67690199 Missense_Mutation SNP G A 4 212 c.3811G>A c.(3811-3813)GCT>ACT p.A1271T

Pat_44 Post-Resistance TAT 6898 37 16 71602163 71602163 Nonsense_Mutation SNP G A 4 63 c.1249C>T c.(1249-1251)CGA>TGA p.R417*

Pat_44 Post-Resistance PMFBP1 83449 37 16 72173243 72173243 Missense_Mutation SNP G A 5 112 c.863C>T c.(862-864)ACA>ATA p.T288I

Pat_44 Post-Resistance PSMD7 5713 37 16 74336162 74336162 Missense_Mutation SNP C T 4 200 c.410C>T c.(409-411)GCG>GTG p.A137V

Pat_44 Post-Resistance HSD17B2 3294 37 16 82131796 82131796 Missense_Mutation SNP C T 4 185 c.919C>T c.(919-921)CTC>TTC p.L307F

Pat_44 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 7 135 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_44 Post-Resistance FAM101B 359845 37 17 293163 293163 Missense_Mutation SNP C T 4 96 c.227G>A c.(226-228)CGC>CAC p.R76H

Pat_44 Post-Resistance SERPINF2 5345 37 17 1657484 1657484 Missense_Mutation SNP G A 6 228 c.1132G>A c.(1132-1134)GTG>ATG p.V378M

Pat_44 Post-Resistance OR3A4 390756 37 17 3214529 3214529 Missense_Mutation SNP G A 4 203 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_44 Post-Resistance ATP2A3 489 37 17 3850810 3850810 Missense_Mutation SNP G A 4 123 c.970C>T c.(970-972)CGG>TGG p.R324W

Pat_44 Post-Resistance ATP2A3 489 37 17 3854563 3854563 Missense_Mutation SNP C T 5 59 c.445G>A c.(445-447)GAC>AAC p.D149N

Pat_44 Post-Resistance DHX33 56919 37 17 5358585 5358585 Missense_Mutation SNP G A 4 178 c.1042C>T c.(1042-1044)CGC>TGC p.R348C

Pat_44 Post-Resistance C17orf81 23587 37 17 7156274 7156274 Missense_Mutation SNP G A 4 167 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_44 Post-Resistance SAT2 112483 37 17 7530306 7530306 Missense_Mutation SNP G A 4 135 c.259C>T c.(259-261)CGC>TGC p.R87C

Pat_44 Post-Resistance MYH4 4622 37 17 10363399 10363399 Missense_Mutation SNP G A 6 433 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_44 Post-Resistance TEKT3 64518 37 17 15234435 15234435 Nonsense_Mutation SNP C T 4 93 c.468G>A c.(466-468)TGG>TGA p.W156*

Pat_44 Post-Resistance KCNJ12 3768 37 17 21318691 21318691 Missense_Mutation SNP G A 4 109 c.37G>A c.(37-39)GTG>ATG p.V13M

Pat_44 Post-Resistance TAOK1 57551 37 17 27869789 27869789 Missense_Mutation SNP G A 4 120 c.2755G>A c.(2755-2757)GGA>AGA p.G919R

Pat_44 Post-Resistance ACCN1 40 37 17 31439018 31439018 Missense_Mutation SNP G A 4 171 c.623C>T c.(622-624)ACG>ATG p.T208M

Pat_44 Post-Resistance SLFN13 146857 37 17 33769098 33769098 Missense_Mutation SNP G A 4 169 c.1406C>T c.(1405-1407)ACC>ATC p.T469I

Pat_44 Post-Resistance MYO19 80179 37 17 34854231 34854231 Missense_Mutation SNP C T 4 170 c.2636G>A c.(2635-2637)AGC>AAC p.S879N

Pat_44 Post-Resistance ACACA 31 37 17 35508300 35508300 Missense_Mutation SNP C T 4 62 c.5383G>A c.(5383-5385)GAG>AAG p.E1795K

Pat_44 Post-Resistance KRT40 125115 37 17 39140251 39140251 Missense_Mutation SNP G A 7 371 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_44 Post-Resistance STAT3 6774 37 17 40485716 40485716 Missense_Mutation SNP C T 4 131 c.1024G>A c.(1024-1026)GGC>AGC p.G342S

Pat_44 Post-Resistance AOC2 314 37 17 40997683 40997683 Missense_Mutation SNP G A 5 210 c.1040G>A c.(1039-1041)CGG>CAG p.R347Q

Pat_44 Post-Resistance AOC3 8639 37 17 41003382 41003382 Missense_Mutation SNP G A 5 328 c.22G>A c.(22-24)GTG>ATG p.V8M

Pat_44 Post-Resistance BRCA1 672 37 17 41201142 41201142 Missense_Mutation SNP C T 4 65 c.5402G>A c.(5401-5403)GGC>GAC p.G1801D

Pat_44 Post-Resistance BRCA1 672 37 17 41209094 41209094 Missense_Mutation SNP C T 4 240 c.5252G>A c.(5251-5253)CGA>CAA p.R1751Q

Pat_44 Post-Resistance SLC4A1 6521 37 17 42336626 42336626 Missense_Mutation SNP G A 4 46 c.781C>T c.(781-783)CCT>TCT p.P261S

Pat_44 Post-Resistance DBF4B 80174 37 17 42807343 42807343 Missense_Mutation SNP G A 4 134 c.296G>A c.(295-297)AGC>AAC p.S99N

Pat_44 Post-Resistance OSBPL7 114881 37 17 45885746 45885746 Missense_Mutation SNP C T 4 135 c.2440G>A c.(2440-2442)GGG>AGG p.G814R

Pat_44 Post-Resistance ACSF2 80221 37 17 48551148 48551148 Missense_Mutation SNP C T 5 250 c.1598C>T c.(1597-1599)CCG>CTG p.P533L

Pat_44 Post-Resistance RGS9 8787 37 17 63221522 63221522 Missense_Mutation SNP C T 4 135 c.1810C>T c.(1810-1812)CCT>TCT p.P604S



Pat_44 Post-Resistance USH1G 124590 37 17 72916242 72916242 Missense_Mutation SNP G A 4 49 c.689C>T c.(688-690)ACC>ATC p.T230I

Pat_44 Post-Resistance CASKIN2 57513 37 17 73498246 73498246 Missense_Mutation SNP G A 4 157 c.2909C>T c.(2908-2910)CCG>CTG p.P970L

Pat_44 Post-Resistance PRPSAP1 5635 37 17 74307751 74307751 Missense_Mutation SNP C T 4 165 c.1030G>A c.(1030-1032)GTT>ATT p.V344I

Pat_44 Post-Resistance SPHK1 8877 37 17 74383333 74383333 Missense_Mutation SNP C T 4 25 c.821C>T c.(820-822)GCT>GTT p.A274V

Pat_44 Post-Resistance RHBDF2 79651 37 17 74472931 74472931 Missense_Mutation SNP C T 2 2 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_44 Post-Resistance MGAT5B 146664 37 17 74922744 74922744 Missense_Mutation SNP C T 4 139 c.1256C>T c.(1255-1257)ACG>ATG p.T419M

Pat_44 Post-Resistance RNF213 57674 37 17 78353466 78353466 Missense_Mutation SNP C T 4 237 c.7811C>T c.(7810-7812)CCG>CTG p.P2604L

Pat_44 Post-Resistance RPTOR 57521 37 17 78867626 78867626 Missense_Mutation SNP C T 4 164 c.2362C>T c.(2362-2364)CGC>TGC p.R788C

Pat_44 Post-Resistance AZI1 22994 37 17 79163585 79163585 Missense_Mutation SNP G A 5 232 c.3236C>T c.(3235-3237)ACG>ATG p.T1079M

Pat_44 Post-Resistance SIRT7 51547 37 17 79872523 79872523 Missense_Mutation SNP G A 4 141 c.536C>T c.(535-537)CCG>CTG p.P179L

Pat_44 Post-Resistance UTS2R 2837 37 17 80332865 80332865 Missense_Mutation SNP G A 4 13 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_44 Post-Resistance L3MBTL4 91133 37 18 6093472 6093472 Missense_Mutation SNP C T 4 191 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_44 Post-Resistance LAMA1 284217 37 18 7023295 7023295 Missense_Mutation SNP G A 5 130 c.2569C>T c.(2569-2571)CCC>TCC p.P857S

Pat_44 Post-Resistance RAB12 201475 37 18 8633230 8633230 Missense_Mutation SNP T A 5 162 c.331T>A c.(331-333)TAT>AAT p.Y111N

Pat_44 Post-Resistance ANKRD12 23253 37 18 9258637 9258637 Missense_Mutation SNP G A 5 117 c.5372G>A c.(5371-5373)CGT>CAT p.R1791H

Pat_44 Post-Resistance FAM38B 63895 37 18 10675247 10675247 Missense_Mutation SNP G A 4 87 c.1652C>T c.(1651-1653)CCT>CTT p.P551L

Pat_44 Post-Resistance MPPE1 65258 37 18 11886734 11886734 Missense_Mutation SNP G A 3 65 c.722C>T c.(721-723)ACG>ATG p.T241M

Pat_44 Post-Resistance C18orf1 753 37 18 13621212 13621212 Missense_Mutation SNP C T 4 118 c.278C>T c.(277-279)ACG>ATG p.T93M

Pat_44 Post-Resistance DTNA 1837 37 18 32345949 32345949 Missense_Mutation SNP G A 4 174 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_44 Post-Resistance DTNA 1837 37 18 32374168 32374168 Nonsense_Mutation SNP C T 5 273 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_44 Post-Resistance MYO5B 4645 37 18 47462691 47462691 Missense_Mutation SNP T C 2 10 c.1934A>G c.(1933-1935)GAG>GGG p.E645G

Pat_44 Post-Resistance MBD2 8932 37 18 51731393 51731393 Missense_Mutation SNP C T 5 284 c.677G>A c.(676-678)CGA>CAA p.R226Q

Pat_44 Post-Resistance FECH 2235 37 18 55238716 55238716 Missense_Mutation SNP C T 4 228 c.371G>A c.(370-372)CGC>CAC p.R124H

Pat_44 Post-Resistance KIAA1468 57614 37 18 59854865 59854865 Missense_Mutation SNP G A 4 164 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_44 Post-Resistance RTTN 25914 37 18 67755290 67755290 Missense_Mutation SNP C T 5 180 c.4237G>A c.(4237-4239)GGG>AGG p.G1413R

Pat_44 Post-Resistance ZNF407 55628 37 18 72347621 72347621 Missense_Mutation SNP G A 6 257 c.4646G>A c.(4645-4647)AGC>AAC p.S1549N

Pat_44 Post-Resistance NFATC1 4772 37 18 77211046 77211046 Missense_Mutation SNP G A 7 322 c.1682G>A c.(1681-1683)CGG>CAG p.R561Q

Pat_44 Post-Resistance SHC2 25759 37 19 440898 440898 Missense_Mutation SNP C T 4 196 c.503G>A c.(502-504)CGC>CAC p.R168H

Pat_44 Post-Resistance HCN2 610 37 19 613374 613374 Missense_Mutation SNP A C 3 83 c.1711A>C c.(1711-1713)ATC>CTC p.I571L

Pat_44 Post-Resistance C19orf22 91300 37 19 900092 900092 Missense_Mutation SNP C T 4 90 c.530G>A c.(529-531)CGA>CAA p.R177Q

Pat_44 Post-Resistance MUM1 84939 37 19 1360146 1360146 Missense_Mutation SNP G A 4 70 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_44 Post-Resistance TCF3 6929 37 19 1622133 1622133 Missense_Mutation SNP G A 4 17 c.742C>T c.(742-744)CCC>TCC p.P248S

Pat_44 Post-Resistance S1PR4 8698 37 19 3179824 3179824 Missense_Mutation SNP A T 4 69 c.1034A>T c.(1033-1035)CAC>CTC p.H345L

Pat_44 Post-Resistance ATCAY 85300 37 19 3907767 3907767 Missense_Mutation SNP G A 4 130 c.394G>A c.(394-396)GGG>AGG p.G132R

Pat_44 Post-Resistance ZNF557 79230 37 19 7083178 7083178 Missense_Mutation SNP G A 5 141 c.695G>A c.(694-696)AGT>AAT p.S232N

Pat_44 Post-Resistance MUC16 94025 37 19 9060720 9060720 Missense_Mutation SNP G A 4 191 c.26726C>T c.(26725-26727)CCT>CTT p.P8909L

Pat_44 Post-Resistance ZNF177 7730 37 19 9492142 9492142 Missense_Mutation SNP G A 5 296 c.655G>A c.(655-657)GAT>AAT p.D219N

Pat_44 Post-Resistance ZNF878 729747 37 19 12155693 12155693 Missense_Mutation SNP G C 6 446 c.664C>G c.(664-666)CAG>GAG p.Q222E

Pat_44 Post-Resistance BEST2 54831 37 19 12866976 12866976 Missense_Mutation SNP G A 5 285 c.970G>A c.(970-972)GAG>AAG p.E324K

Pat_44 Post-Resistance NFIX 4784 37 19 13136063 13136063 Missense_Mutation SNP G A 5 131 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_44 Post-Resistance CASP14 23581 37 19 15164697 15164697 Missense_Mutation SNP G A 4 131 c.331G>A c.(331-333)GCC>ACC p.A111T

Pat_44 Post-Resistance WIZ 58525 37 19 15535181 15535181 Missense_Mutation SNP G A 4 119 c.2560C>T c.(2560-2562)CGC>TGC p.R854C

Pat_44 Post-Resistance IL12RB1 3594 37 19 18197581 18197581 Missense_Mutation SNP G A 3 29 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_44 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 10 200 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_44 Post-Resistance ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 7 160 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_44 Post-Resistance MLL4 9757 37 19 36212330 36212330 Missense_Mutation SNP G A 3 40 c.2081G>A c.(2080-2082)CGG>CAG p.R694Q

Pat_44 Post-Resistance COX7A1 1346 37 19 36642623 36642623 Missense_Mutation SNP G A 3 26 c.50C>T c.(49-51)ACC>ATC p.T17I



Pat_44 Post-Resistance RYR1 6261 37 19 39019018 39019018 Missense_Mutation SNP G A 4 216 c.10897G>A c.(10897-10899)GTG>ATG p.V3633M

Pat_44 Post-Resistance AKT2 208 37 19 40741933 40741933 Missense_Mutation SNP G A 4 122 c.1039C>T c.(1039-1041)CGC>TGC p.R347C

Pat_44 Post-Resistance SPTBN4 57731 37 19 41007935 41007935 Missense_Mutation SNP G A 4 114 c.892G>A c.(892-894)GGG>AGG p.G298R

Pat_44 Post-Resistance ERF 2077 37 19 42753743 42753743 Missense_Mutation SNP G A 4 144 c.521C>T c.(520-522)TCG>TTG p.S174L

Pat_44 Post-Resistance TEX101 83639 37 19 43922496 43922496 Missense_Mutation SNP G A 4 194 c.697G>A c.(697-699)GGG>AGG p.G233R

Pat_44 Post-Resistance CD3EAP 10849 37 19 45912475 45912475 Missense_Mutation SNP G A 4 40 c.1249G>A c.(1249-1251)GCT>ACT p.A417T

Pat_44 Post-Resistance ERCC1 2067 37 19 45917271 45917271 Missense_Mutation SNP C T 5 100 c.724G>A c.(724-726)GTG>ATG p.V242M

Pat_44 Post-Resistance SYMPK 8189 37 19 46345703 46345703 Missense_Mutation SNP G A 4 202 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_44 Post-Resistance GYS1 2997 37 19 49484803 49484803 Missense_Mutation SNP C T 4 64 c.1153G>A c.(1153-1155)GTG>ATG p.V385M

Pat_44 Post-Resistance HRC 3270 37 19 49656843 49656843 Missense_Mutation SNP C T 3 21 c.1652G>A c.(1651-1653)AGG>AAG p.R551K

Pat_44 Post-Resistance KLK3 354 37 19 51359603 51359603 Missense_Mutation SNP G A 7 236 c.154G>A c.(154-156)GGT>AGT p.G52S

Pat_44 Post-Resistance FPR2 2358 37 19 52272221 52272221 Missense_Mutation SNP G A 5 272 c.310G>A c.(310-312)GTG>ATG p.V104M

Pat_44 Post-Resistance ZNF649 65251 37 19 52394769 52394769 Missense_Mutation SNP A C 4 80 c.620T>G c.(619-621)GTG>GGG p.V207G

Pat_44 Post-Resistance ZNF534 147658 37 19 52942191 52942191 Missense_Mutation SNP T C 3 66 c.1517T>C c.(1516-1518)CTT>CCT p.L506P

Pat_44 Post-Resistance ZNF534 147658 37 19 52942308 52942308 Missense_Mutation SNP G A 4 76 c.1634G>A c.(1633-1635)CGT>CAT p.R545H

Pat_44 Post-Resistance LILRA3 11026 37 19 54802530 54802530 Missense_Mutation SNP G A 5 126 c.911C>T c.(910-912)TCC>TTC p.S304F

Pat_44 Post-Resistance LILRA2 11027 37 19 55085974 55085974 Missense_Mutation SNP G A 4 132 c.277G>A c.(277-279)GGG>AGG p.G93R

Pat_44 Post-Resistance ZNF776 284309 37 19 58265928 58265928 Missense_Mutation SNP G A 7 153 c.1430G>A c.(1429-1431)CGA>CAA p.R477Q

Pat_44 Post-Resistance CHMP2A 27243 37 19 59063796 59063796 Missense_Mutation SNP G A 4 95 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_44 Post-Resistance RNF144A 9781 37 2 7164576 7164576 Missense_Mutation SNP G A 4 113 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_44 Post-Resistance LAPTM4A 9741 37 2 20240746 20240746 Missense_Mutation SNP C A 6 222 c.138G>T c.(136-138)TTG>TTT p.L46F

Pat_44 Post-Resistance ITSN2 50618 37 2 24480820 24480820 Missense_Mutation SNP C T 5 213 c.2825G>A c.(2824-2826)GGA>GAA p.G942E

Pat_44 Post-Resistance CENPA 1058 37 2 27015046 27015046 Missense_Mutation SNP G A 4 51 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_44 Post-Resistance LCLAT1 253558 37 2 30682522 30682522 Nonsense_Mutation SNP G A 5 389 c.44G>A c.(43-45)TGG>TAG p.W15*

Pat_44 Post-Resistance BIRC6 57448 37 2 32756472 32756472 Missense_Mutation SNP G A 4 144 c.12145G>A c.(12145-12147)GGT>AGT p.G4049S

Pat_44 Post-Resistance ABCG8 64241 37 2 44079980 44079980 Missense_Mutation SNP C T 4 181 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_44 Post-Resistance USP34 9736 37 2 61441818 61441818 Missense_Mutation SNP G A 4 120 c.8059C>T c.(8059-8061)CTT>TTT p.L2687F

Pat_44 Post-Resistance USP34 9736 37 2 61493200 61493200 Missense_Mutation SNP C T 4 180 c.5536G>A c.(5536-5538)GAT>AAT p.D1846N

Pat_44 Post-Resistance GFPT1 2673 37 2 69565679 69565679 Missense_Mutation SNP C T 4 188 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_44 Post-Resistance DYSF 8291 37 2 71795377 71795377 Missense_Mutation SNP G A 8 636 c.2719G>A c.(2719-2721)GTC>ATC p.V907I

Pat_44 Post-Resistance SFXN5 94097 37 2 73228695 73228695 Missense_Mutation SNP G A 4 78 c.370C>T c.(370-372)CTC>TTC p.L124F

Pat_44 Post-Resistance IMMT 10989 37 2 86393643 86393643 Missense_Mutation SNP C T 5 142 c.780G>A c.(778-780)ATG>ATA p.M260I

Pat_44 Post-Resistance KIAA1310 55683 37 2 97267994 97267994 Missense_Mutation SNP G A 5 34 c.2341C>T c.(2341-2343)CCT>TCT p.P781S

Pat_44 Post-Resistance ZC3H6 376940 37 2 113082075 113082075 Missense_Mutation SNP G A 4 45 c.1687G>A c.(1687-1689)GTA>ATA p.V563I

Pat_44 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 14 269 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Post-Resistance PTPN18 26469 37 2 131128815 131128815 Missense_Mutation SNP C T 4 116 c.968C>T c.(967-969)CCC>CTC p.P323L

Pat_44 Post-Resistance GPR39 2863 37 2 133175270 133175270 Missense_Mutation SNP G A 5 121 c.655G>A c.(655-657)GTG>ATG p.V219M

Pat_44 Post-Resistance NCKAP5 344148 37 2 133486432 133486432 Missense_Mutation SNP G A 6 293 c.5537C>T c.(5536-5538)CCG>CTG p.P1846L

Pat_44 Post-Resistance MCM6 4175 37 2 136615478 136615478 Missense_Mutation SNP C T 4 142 c.1459G>A c.(1459-1461)GCA>ACA p.A487T

Pat_44 Post-Resistance EPC2 26122 37 2 149528439 149528439 Missense_Mutation SNP C T 5 224 c.1309C>T c.(1309-1311)CTT>TTT p.L437F

Pat_44 Post-Resistance NEB 4703 37 2 152581387 152581387 Missense_Mutation SNP G A 4 107 c.491C>T c.(490-492)TCG>TTG p.S164L

Pat_44 Post-Resistance BAZ2B 29994 37 2 160269014 160269014 Missense_Mutation SNP G A 4 100 c.2509C>T c.(2509-2511)CGT>TGT p.R837C

Pat_44 Post-Resistance RBMS1 5937 37 2 161135124 161135124 Missense_Mutation SNP G A 4 77 c.997C>T c.(997-999)CCC>TCC p.P333S

Pat_44 Post-Resistance GCA 25801 37 2 163215596 163215596 Missense_Mutation SNP G A 5 274 c.497G>A c.(496-498)CGT>CAT p.R166H

Pat_44 Post-Resistance ABCB11 8647 37 2 169780296 169780296 Missense_Mutation SNP G A 4 160 c.3802C>T c.(3802-3804)CGG>TGG p.R1268W

Pat_44 Post-Resistance TTN 7273 37 2 179481213 179481213 Nonsense_Mutation SNP C T 6 456 c.40601G>A c.(40600-40602)TGG>TAG p.W13534*

Pat_44 Post-Resistance TTN 7273 37 2 179599451 179599451 Missense_Mutation SNP G A 5 348 c.11468C>T c.(11467-11469)ACT>ATT p.T3823I



Pat_44 Post-Resistance SESTD1 91404 37 2 180011158 180011158 Missense_Mutation SNP G A 4 159 c.608C>T c.(607-609)TCG>TTG p.S203L

Pat_44 Post-Resistance COL3A1 1281 37 2 189876393 189876393 Nonsense_Mutation SNP C T 4 210 c.4294C>T c.(4294-4296)CGA>TGA p.R1432*

Pat_44 Post-Resistance COL5A2 1290 37 2 189921752 189921752 Missense_Mutation SNP C T 4 156 c.2338G>A c.(2338-2340)GGT>AGT p.G780S

Pat_44 Post-Resistance STAT4 6775 37 2 191940952 191940952 Splice_Site SNP C T 4 167 c.372_splice c.e4+1 p.Q124_splice

Pat_44 Post-Resistance SATB2 23314 37 2 200213711 200213711 Missense_Mutation SNP C T 4 158 c.886G>A c.(886-888)GGT>AGT p.G296S

Pat_44 Post-Resistance ZDBF2 57683 37 2 207171443 207171443 Missense_Mutation SNP C T 4 109 c.2191C>T c.(2191-2193)CTT>TTT p.L731F

Pat_44 Post-Resistance ADAM23 8745 37 2 207431970 207431970 Missense_Mutation SNP C T 5 178 c.1418C>T c.(1417-1419)TCA>TTA p.S473L

Pat_44 Post-Resistance PLCD4 84812 37 2 219499249 219499249 Missense_Mutation SNP G A 4 153 c.1792G>A c.(1792-1794)GGC>AGC p.G598S

Pat_44 Post-Resistance ZNF142 7701 37 2 219508114 219508114 Missense_Mutation SNP G A 4 121 c.3125C>T c.(3124-3126)ACC>ATC p.T1042I

Pat_44 Post-Resistance STK36 27148 37 2 219559039 219559039 Missense_Mutation SNP G A 4 242 c.2389G>A c.(2389-2391)GTC>ATC p.V797I

Pat_44 Post-Resistance ABCB6 10058 37 2 220075504 220075504 Missense_Mutation SNP C T 4 82 c.2185G>A c.(2185-2187)GGC>AGC p.G729S

Pat_44 Post-Resistance SP100 6672 37 2 231405602 231405602 Missense_Mutation SNP G A 6 296 c.2222G>A c.(2221-2223)AGT>AAT p.S741N

Pat_44 Post-Resistance NGEF 25791 37 2 233757690 233757690 Missense_Mutation SNP G A 4 164 c.1060C>T c.(1060-1062)CGT>TGT p.R354C

Pat_44 Post-Resistance PPP1R7 5510 37 2 242122110 242122110 Missense_Mutation SNP G A 4 76 c.955G>A c.(955-957)GGA>AGA p.G319R

Pat_44 Post-Resistance SIRPG 55423 37 20 1616242 1616242 Missense_Mutation SNP G A 3 61 c.752C>T c.(751-753)CCA>CTA p.P251L

Pat_44 Post-Resistance ATRN 8455 37 20 3571942 3571942 Missense_Mutation SNP G A 5 257 c.3311G>A c.(3310-3312)GGG>GAG p.G1104E

Pat_44 Post-Resistance ATRN 8455 37 20 3575197 3575197 Missense_Mutation SNP G A 4 182 c.3394G>A c.(3394-3396)GTC>ATC p.V1132I

Pat_44 Post-Resistance PCSK2 5126 37 20 17339005 17339005 Nonsense_Mutation SNP C T 4 158 c.316C>T c.(316-318)CGA>TGA p.R106*

Pat_44 Post-Resistance CBFA2T2 9139 37 20 32217661 32217661 Missense_Mutation SNP C T 4 60 c.1196C>T c.(1195-1197)ACG>ATG p.T399M

Pat_44 Post-Resistance GSS 2937 37 20 33530388 33530388 Missense_Mutation SNP G A 4 101 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_44 Post-Resistance PROCR 10544 37 20 33764184 33764184 Missense_Mutation SNP G A 4 238 c.536G>A c.(535-537)CGG>CAG p.R179Q

Pat_44 Post-Resistance CHD6 84181 37 20 40143496 40143496 Missense_Mutation SNP G A 4 100 c.650C>T c.(649-651)ACG>ATG p.T217M

Pat_44 Post-Resistance DDX27 55661 37 20 47860213 47860213 Missense_Mutation SNP G A 4 121 c.2345G>A c.(2344-2346)CGA>CAA p.R782Q

Pat_44 Post-Resistance PTPN1 5770 37 20 49196301 49196301 Missense_Mutation SNP C T 4 159 c.926C>T c.(925-927)CCT>CTT p.P309L

Pat_44 Post-Resistance FAM65C 140876 37 20 49212784 49212784 Missense_Mutation SNP G A 6 190 c.1795C>T c.(1795-1797)CCC>TCC p.P599S

Pat_44 Post-Resistance CYP24A1 1591 37 20 52779318 52779318 Missense_Mutation SNP G A 4 85 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_44 Post-Resistance STX16 8675 37 20 57244455 57244455 Missense_Mutation SNP G A 3 35 c.502G>A c.(502-504)GCC>ACC p.A168T

Pat_44 Post-Resistance TCFL5 10732 37 20 61492676 61492676 Missense_Mutation SNP G A 3 17 c.347C>T c.(346-348)GCC>GTC p.A116V

Pat_44 Post-Resistance KCNQ2 3785 37 20 62046309 62046309 Missense_Mutation SNP C T 5 136 c.1472G>A c.(1471-1473)CGG>CAG p.R491Q

Pat_44 Post-Resistance RGS19 10287 37 20 62705333 62705333 Missense_Mutation SNP G A 4 169 c.527C>T c.(526-528)ACG>ATG p.T176M

Pat_44 Post-Resistance MRPL39 54148 37 21 26958036 26958036 Missense_Mutation SNP C T 4 153 c.1000G>A c.(1000-1002)GAA>AAA p.E334K

Pat_44 Post-Resistance BACH1 571 37 21 30714987 30714987 Missense_Mutation SNP C T 4 145 c.2044C>T c.(2044-2046)CCC>TCC p.P682S

Pat_44 Post-Resistance KCNJ6 3763 37 21 39087081 39087081 Missense_Mutation SNP G A 4 129 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_44 Post-Resistance TRAPPC10 7109 37 21 45523267 45523267 Missense_Mutation SNP C T 3 33 c.3635C>T c.(3634-3636)TCG>TTG p.S1212L

Pat_44 Post-Resistance KRTAP10-1 386677 37 21 45959208 45959208 Missense_Mutation SNP C T 4 67 c.826G>A c.(826-828)GCG>ACG p.A276T

Pat_44 Post-Resistance KRTAP10-3 386682 37 21 45978063 45978063 Missense_Mutation SNP G A 4 149 c.536C>T c.(535-537)GCC>GTC p.A179V

Pat_44 Post-Resistance KRTAP10-4 386672 37 21 45994249 45994249 Missense_Mutation SNP C T 4 100 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_44 Post-Resistance HIRA 7290 37 22 19385557 19385557 Missense_Mutation SNP C T 4 76 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_44 Post-Resistance PPIL2 23759 37 22 22029404 22029404 Missense_Mutation SNP G A 4 134 c.295G>A c.(295-297)GGG>AGG p.G99R

Pat_44 Post-Resistance DUSP18 150290 37 22 31059759 31059759 Missense_Mutation SNP G A 4 106 c.232C>T c.(232-234)CGT>TGT p.R78C

Pat_44 Post-Resistance LIMK2 3985 37 22 31663886 31663886 Missense_Mutation SNP G A 4 116 c.1253G>A c.(1252-1254)CGC>CAC p.R418H

Pat_44 Post-Resistance SFI1 9814 37 22 32009138 32009138 Missense_Mutation SNP G A 5 32 c.2501G>A c.(2500-2502)AGG>AAG p.R834K

Pat_44 Post-Resistance SSTR3 6753 37 22 37603625 37603625 Missense_Mutation SNP G A 4 144 c.218C>T c.(217-219)ACG>ATG p.T73M

Pat_44 Post-Resistance ELFN2 114794 37 22 37771192 37771192 Missense_Mutation SNP C T 3 50 c.383G>A c.(382-384)CGC>CAC p.R128H

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 10 445 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 9 474 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120596 38120596 Missense_Mutation SNP T A 4 99 c.2033T>A c.(2032-2034)CTA>CAA p.L678Q



Pat_44 Post-Resistance ADSL 158 37 22 40760954 40760954 Missense_Mutation SNP A G 5 243 c.1262A>G c.(1261-1263)AAT>AGT p.N421S

Pat_44 Post-Resistance SCUBE1 80274 37 22 43625140 43625140 Missense_Mutation SNP G A 4 85 c.1022C>T c.(1021-1023)CCG>CTG p.P341L

Pat_44 Post-Resistance MPPED1 758 37 22 43898598 43898598 Missense_Mutation SNP G A 6 200 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_44 Post-Resistance RIBC2 26150 37 22 45813680 45813680 Missense_Mutation SNP G A 4 109 c.395G>A c.(394-396)CGG>CAG p.R132Q

Pat_44 Post-Resistance TRABD 80305 37 22 50636361 50636361 Missense_Mutation SNP G A 4 135 c.781G>A c.(781-783)GTC>ATC p.V261I

Pat_44 Post-Resistance TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 104 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_44 Post-Resistance MAPK12 6300 37 22 50694090 50694090 Missense_Mutation SNP G A 5 185 c.725C>T c.(724-726)ACG>ATG p.T242M

Pat_44 Post-Resistance LMF2 91289 37 22 50942257 50942257 Missense_Mutation SNP G A 4 148 c.1795C>T c.(1795-1797)CTC>TTC p.L599F

Pat_44 Post-Resistance CHL1 10752 37 3 391214 391214 Missense_Mutation SNP G A 6 338 c.973G>A c.(973-975)GTT>ATT p.V325I

Pat_44 Post-Resistance SRGAP3 9901 37 3 9036109 9036109 Missense_Mutation SNP G A 4 203 c.2326C>T c.(2326-2328)CGC>TGC p.R776C

Pat_44 Post-Resistance CPNE9 151835 37 3 9746653 9746653 Missense_Mutation SNP G A 4 42 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_44 Post-Resistance CRELD1 78987 37 3 9982711 9982711 Splice_Site SNP G A 4 88 c.637_splice c.e6+1 p.A213_splice

Pat_44 Post-Resistance KCNH8 131096 37 3 19190216 19190216 Missense_Mutation SNP C T 4 236 c.5C>T c.(4-6)CCG>CTG p.P2L

Pat_44 Post-Resistance OXSM 54995 37 3 25832705 25832705 Missense_Mutation SNP G A 4 216 c.194G>A c.(193-195)CGT>CAT p.R65H

Pat_44 Post-Resistance DCLK3 85443 37 3 36779024 36779024 Missense_Mutation SNP C T 4 158 c.1127G>A c.(1126-1128)CGC>CAC p.R376H

Pat_44 Post-Resistance ITGA9 3680 37 3 37523026 37523026 Missense_Mutation SNP C T 5 112 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_44 Post-Resistance DLEC1 9940 37 3 38139274 38139274 Missense_Mutation SNP G T 4 62 c.2605G>T c.(2605-2607)GGT>TGT p.G869C

Pat_44 Post-Resistance LTF 4057 37 3 46480833 46480833 Missense_Mutation SNP C T 4 194 c.1862G>A c.(1861-1863)CGG>CAG p.R621Q

Pat_44 Post-Resistance PLXNB1 5364 37 3 48457802 48457802 Missense_Mutation SNP C T 4 172 c.3433G>A c.(3433-3435)GTG>ATG p.V1145M

Pat_44 Post-Resistance COL7A1 1294 37 3 48615945 48615945 Missense_Mutation SNP G A 3 20 c.5428C>T c.(5428-5430)CTT>TTT p.L1810F

Pat_44 Post-Resistance BSN 8927 37 3 49693768 49693768 Missense_Mutation SNP G A 4 187 c.6779G>A c.(6778-6780)CGC>CAC p.R2260H

Pat_44 Post-Resistance GMPPB 29925 37 3 49760087 49760087 Missense_Mutation SNP G A 4 66 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_44 Post-Resistance C3orf54 389119 37 3 49842317 49842317 Missense_Mutation SNP C T 5 196 c.761C>T c.(760-762)CCT>CTT p.P254L

Pat_44 Post-Resistance CAMKV 79012 37 3 49898933 49898933 Missense_Mutation SNP C T 4 78 c.380G>A c.(379-381)CGG>CAG p.R127Q

Pat_44 Post-Resistance MST1R 4486 37 3 49936581 49936581 Missense_Mutation SNP G A 4 155 c.1346C>T c.(1345-1347)ACT>ATT p.T449I

Pat_44 Post-Resistance SEMA3F 6405 37 3 50219837 50219837 Splice_Site SNP G A 4 207 c.763_splice c.e8+1 p.D255_splice

Pat_44 Post-Resistance RAD54L2 23132 37 3 51667774 51667774 Missense_Mutation SNP C T 4 96 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_44 Post-Resistance STAB1 23166 37 3 52536244 52536244 Missense_Mutation SNP G A 4 82 c.487G>A c.(487-489)GTG>ATG p.V163M

Pat_44 Post-Resistance PRKCD 5580 37 3 53226233 53226233 Missense_Mutation SNP C T 4 94 c.1982C>T c.(1981-1983)GCT>GTT p.A661V

Pat_44 Post-Resistance CCDC66 285331 37 3 56627639 56627639 Missense_Mutation SNP G C 3 76 c.1189G>C c.(1189-1191)GAC>CAC p.D397H

Pat_44 Post-Resistance SLMAP 7871 37 3 57847758 57847758 Missense_Mutation SNP C T 6 168 c.911C>T c.(910-912)GCC>GTC p.A304V

Pat_44 Post-Resistance CADPS 8618 37 3 62570894 62570894 Nonsense_Mutation SNP G A 4 213 c.1543C>T c.(1543-1545)CGA>TGA p.R515*

Pat_44 Post-Resistance ADAMTS9 56999 37 3 64527080 64527080 Missense_Mutation SNP G A 4 218 c.5303C>T c.(5302-5304)GCG>GTG p.A1768V

Pat_44 Post-Resistance TMF1 7110 37 3 69097282 69097282 Missense_Mutation SNP C T 5 184 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_44 Post-Resistance FOXP1 27086 37 3 71015123 71015123 Missense_Mutation SNP G A 6 374 c.1807C>T c.(1807-1809)CGG>TGG p.R603W

Pat_44 Post-Resistance CLDND1 56650 37 3 98235555 98235555 Missense_Mutation SNP G A 5 140 c.710C>T c.(709-711)GCT>GTT p.A237V

Pat_44 Post-Resistance IMPG2 50939 37 3 100976394 100976394 Missense_Mutation SNP C A 5 235 c.1132G>T c.(1132-1134)GAT>TAT p.D378Y

Pat_44 Post-Resistance SEMA5B 54437 37 3 122680068 122680068 Missense_Mutation SNP C T 5 95 c.43G>A c.(43-45)GTC>ATC p.V15I

Pat_44 Post-Resistance ADCY5 111 37 3 123003523 123003523 Missense_Mutation SNP C T 6 364 c.3718G>A c.(3718-3720)GTG>ATG p.V1240M

Pat_44 Post-Resistance MUC13 56667 37 3 124646640 124646640 Missense_Mutation SNP G A 6 228 c.250C>T c.(250-252)CCT>TCT p.P84S

Pat_44 Post-Resistance COPG 22820 37 3 128976643 128976643 Missense_Mutation SNP G A 5 311 c.811G>A c.(811-813)GCC>ACC p.A271T

Pat_44 Post-Resistance PLS1 5357 37 3 142413338 142413338 Missense_Mutation SNP G A 4 207 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_44 Post-Resistance TM4SF18 116441 37 3 149051160 149051160 Missense_Mutation SNP G A 6 84 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_44 Post-Resistance GPR160 26996 37 3 169802385 169802385 Nonsense_Mutation SNP C T 4 119 c.625C>T c.(625-627)CAG>TAG p.Q209*

Pat_44 Post-Resistance NDUFB5 4711 37 3 179322646 179322646 Missense_Mutation SNP G A 4 31 c.43G>A c.(43-45)GTG>ATG p.V15M

Pat_44 Post-Resistance PEX5L 51555 37 3 179529629 179529629 Missense_Mutation SNP C T 5 212 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_44 Post-Resistance MCF2L2 23101 37 3 183029470 183029470 Missense_Mutation SNP G A 6 311 c.844C>T c.(844-846)CTC>TTC p.L282F



Pat_44 Post-Resistance EIF4G1 1981 37 3 184039630 184039630 Missense_Mutation SNP G A 6 439 c.1258G>A c.(1258-1260)GAG>AAG p.E420K

Pat_44 Post-Resistance EHHADH 1962 37 3 184922411 184922411 Missense_Mutation SNP G A 4 194 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_44 Post-Resistance MUC4 4585 37 3 195511778 195511778 Missense_Mutation SNP G C 5 9 c.6673C>G c.(6673-6675)CTT>GTT p.L2225V

Pat_44 Post-Resistance PIGX 54965 37 3 196449387 196449387 Missense_Mutation SNP C T 6 296 c.155C>T c.(154-156)CCG>CTG p.P52L

Pat_44 Post-Resistance HTT 3064 37 4 3208355 3208355 Missense_Mutation SNP G A 4 96 c.5857G>A c.(5857-5859)GGC>AGC p.G1953S

Pat_44 Post-Resistance CCDC96 257236 37 4 7043201 7043201 Missense_Mutation SNP G A 4 159 c.1465C>T c.(1465-1467)CGG>TGG p.R489W

Pat_44 Post-Resistance GPR78 27201 37 4 8589002 8589002 Missense_Mutation SNP A G 4 204 c.1004A>G c.(1003-1005)CAG>CGG p.Q335R

Pat_44 Post-Resistance SLIT2 9353 37 4 20597399 20597399 Missense_Mutation SNP G A 5 363 c.3262G>A c.(3262-3264)GGA>AGA p.G1088R

Pat_44 Post-Resistance FRYL 285527 37 4 48542805 48542805 Missense_Mutation SNP G A 4 157 c.5860C>T c.(5860-5862)CGG>TGG p.R1954W

Pat_44 Post-Resistance KDR 3791 37 4 55955042 55955042 Missense_Mutation SNP G A 4 67 c.3503C>T c.(3502-3504)GCT>GTT p.A1168V

Pat_44 Post-Resistance UGT2B4 7363 37 4 70346495 70346495 Missense_Mutation SNP C T 6 452 c.1444G>A c.(1444-1446)GAC>AAC p.D482N

Pat_44 Post-Resistance AFM 173 37 4 74350000 74350000 Missense_Mutation SNP G A 4 155 c.163G>A c.(163-165)GTT>ATT p.V55I

Pat_44 Post-Resistance BTC 685 37 4 75681097 75681097 Missense_Mutation SNP C T 5 208 c.253G>A c.(253-255)GTG>ATG p.V85M

Pat_44 Post-Resistance PRDM8 56978 37 4 81124579 81124579 Missense_Mutation SNP G A 3 38 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_44 Post-Resistance HPSE 10855 37 4 84227444 84227444 Missense_Mutation SNP G A 4 161 c.1118C>T c.(1117-1119)GCC>GTC p.A373V

Pat_44 Post-Resistance PDHA2 5161 37 4 96761395 96761395 Missense_Mutation SNP G A 4 62 c.94G>A c.(94-96)GCT>ACT p.A32T

Pat_44 Post-Resistance SPRY1 10252 37 4 124323405 124323405 Missense_Mutation SNP C T 4 163 c.659C>T c.(658-660)ACC>ATC p.T220I

Pat_44 Post-Resistance PLK4 10733 37 4 128807661 128807661 Missense_Mutation SNP C T 4 123 c.1136C>T c.(1135-1137)TCT>TTT p.S379F

Pat_44 Post-Resistance HHIP 64399 37 4 145655991 145655991 Missense_Mutation SNP C T 4 129 c.1859C>T c.(1858-1860)ACG>ATG p.T620M

Pat_44 Post-Resistance NR3C2 4306 37 4 149356701 149356701 Missense_Mutation SNP C T 4 92 c.1312G>A c.(1312-1314)GGC>AGC p.G438S

Pat_44 Post-Resistance MAP9 79884 37 4 156281477 156281477 Missense_Mutation SNP G A 4 104 c.893C>T c.(892-894)GCA>GTA p.A298V

Pat_44 Post-Resistance PALLD 23022 37 4 169846223 169846223 Missense_Mutation SNP G A 4 117 c.3352G>A c.(3352-3354)GTT>ATT p.V1118I

Pat_44 Post-Resistance CLCN3 1182 37 4 170613332 170613332 Missense_Mutation SNP C T 4 219 c.797C>T c.(796-798)ACC>ATC p.T266I

Pat_44 Post-Resistance FAT1 2195 37 4 187540997 187540997 Missense_Mutation SNP G A 4 161 c.6743C>T c.(6742-6744)CCG>CTG p.P2248L

Pat_44 Post-Resistance CEP72 55722 37 5 637644 637644 Missense_Mutation SNP C T 4 96 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_44 Post-Resistance NKD2 85409 37 5 1038460 1038460 Missense_Mutation SNP A C 2 3 c.1328A>C c.(1327-1329)CAC>CCC p.H443P

Pat_44 Post-Resistance ADAMTS16 170690 37 5 5303769 5303769 Missense_Mutation SNP C A 4 68 c.3076C>A c.(3076-3078)CCC>ACC p.P1026T

Pat_44 Post-Resistance SEMA5A 9037 37 5 9063104 9063104 Missense_Mutation SNP G A 4 139 c.2413C>T c.(2413-2415)CGG>TGG p.R805W

Pat_44 Post-Resistance CTNND2 1501 37 5 11018111 11018111 Missense_Mutation SNP C T 4 145 c.3059G>A c.(3058-3060)CGA>CAA p.R1020Q

Pat_44 Post-Resistance CTNND2 1501 37 5 11023077 11023077 Nonsense_Mutation SNP G A 4 81 c.2803C>T c.(2803-2805)CGA>TGA p.R935*

Pat_44 Post-Resistance DNAH5 1767 37 5 13737439 13737439 Missense_Mutation SNP C T 4 165 c.11377G>A c.(11377-11379)GAG>AAG p.E3793K

Pat_44 Post-Resistance PDZD2 23037 37 5 32058041 32058041 Missense_Mutation SNP C T 4 203 c.2032C>T c.(2032-2034)CTC>TTC p.L678F

Pat_44 Post-Resistance C9 735 37 5 39342204 39342204 Missense_Mutation SNP G A 4 188 c.172C>T c.(172-174)CTC>TTC p.L58F

Pat_44 Post-Resistance GZMA 3001 37 5 54403740 54403740 Missense_Mutation SNP G A 4 181 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_44 Post-Resistance RGNEF 64283 37 5 73193828 73193828 Missense_Mutation SNP G A 3 32 c.3883G>A c.(3883-3885)GCC>ACC p.A1295T

Pat_44 Post-Resistance IQGAP2 10788 37 5 75998398 75998398 Missense_Mutation SNP G A 4 110 c.4597G>A c.(4597-4599)GTG>ATG p.V1533M

Pat_44 Post-Resistance ARSB 411 37 5 78076321 78076321 Missense_Mutation SNP G A 4 133 c.1501C>T c.(1501-1503)CGC>TGC p.R501C

Pat_44 Post-Resistance DMGDH 29958 37 5 78338269 78338269 Nonsense_Mutation SNP G A 4 163 c.1030C>T c.(1030-1032)CGA>TGA p.R344*

Pat_44 Post-Resistance THBS4 7060 37 5 79374926 79374926 Missense_Mutation SNP C T 4 140 c.2356C>T c.(2356-2358)CAT>TAT p.H786Y

Pat_44 Post-Resistance PCSK1 5122 37 5 95759156 95759156 Missense_Mutation SNP G A 5 111 c.404C>T c.(403-405)ACC>ATC p.T135I

Pat_44 Post-Resistance PRRC1 133619 37 5 126860489 126860489 Missense_Mutation SNP C T 6 405 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_44 Post-Resistance PCDHA8 56140 37 5 140221559 140221559 Missense_Mutation SNP G A 4 102 c.653G>A c.(652-654)GGC>GAC p.G218D

Pat_44 Post-Resistance WWC1 23286 37 5 167882478 167882478 Missense_Mutation SNP C T 7 242 c.2776C>T c.(2776-2778)CGC>TGC p.R926C

Pat_44 Post-Resistance STK10 6793 37 5 171520450 171520450 Missense_Mutation SNP G A 4 119 c.1520C>T c.(1519-1521)TCG>TTG p.S507L

Pat_44 Post-Resistance CPEB4 80315 37 5 173370044 173370044 Missense_Mutation SNP G A 5 207 c.1274G>A c.(1273-1275)CGA>CAA p.R425Q

Pat_44 Post-Resistance FGFR4 2264 37 5 176519689 176519689 Missense_Mutation SNP C T 4 144 c.961C>T c.(961-963)CGG>TGG p.R321W

Pat_44 Post-Resistance NHP2 55651 37 5 177577981 177577981 Missense_Mutation SNP C G 4 238 c.244G>C c.(244-246)GCA>CCA p.A82P



Pat_44 Post-Resistance COL23A1 91522 37 5 177683382 177683382 Missense_Mutation SNP C T 3 28 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_44 Post-Resistance C5orf45 51149 37 5 179264450 179264450 Nonsense_Mutation SNP G A 5 283 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_44 Post-Resistance MYLK4 340156 37 6 2678592 2678592 Missense_Mutation SNP G A 4 190 c.902C>T c.(901-903)TCG>TTG p.S301L

Pat_44 Post-Resistance GCM2 9247 37 6 10877576 10877576 Missense_Mutation SNP C T 3 85 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_44 Post-Resistance HIST1H2AD 3013 37 6 26199413 26199413 Missense_Mutation SNP G A 3 31 c.59C>T c.(58-60)TCG>TTG p.S20L

Pat_44 Post-Resistance BTN1A1 696 37 6 26508798 26508798 Missense_Mutation SNP G A 5 299 c.977G>A c.(976-978)CGA>CAA p.R326Q

Pat_44 Post-Resistance MDC1 9656 37 6 30672288 30672288 Missense_Mutation SNP C A 5 153 c.4672G>T c.(4672-4674)GGC>TGC p.G1558C

Pat_44 Post-Resistance BAT1 7919 37 6 31498907 31498907 Nonsense_Mutation SNP G A 4 139 c.1045C>T c.(1045-1047)CGA>TGA p.R349*

Pat_44 Post-Resistance SKIV2L 6499 37 6 31929327 31929327 Missense_Mutation SNP G A 4 106 c.793G>A c.(793-795)GCG>ACG p.A265T

Pat_44 Post-Resistance SKIV2L 6499 37 6 31932075 31932075 Missense_Mutation SNP C T 4 94 c.1927C>T c.(1927-1929)CTC>TTC p.L643F

Pat_44 Post-Resistance EGFL8 80864 37 6 32134938 32134938 Missense_Mutation SNP G A 4 162 c.505G>A c.(505-507)GGC>AGC p.G169S

Pat_44 Post-Resistance HLA-DMA 3108 37 6 32918577 32918577 Missense_Mutation SNP G A 5 200 c.92C>T c.(91-93)CCT>CTT p.P31L

Pat_44 Post-Resistance TEAD3 7005 37 6 35454289 35454289 Missense_Mutation SNP G A 4 100 c.151C>T c.(151-153)CCG>TCG p.P51S

Pat_44 Post-Resistance KCNK17 89822 37 6 39267504 39267504 Missense_Mutation SNP G A 4 154 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_44 Post-Resistance UNC5CL 222643 37 6 40999485 40999485 Missense_Mutation SNP C T 4 182 c.1054G>A c.(1054-1056)GAT>AAT p.D352N

Pat_44 Post-Resistance TREM2 54209 37 6 41129150 41129150 Missense_Mutation SNP C T 4 128 c.242G>A c.(241-243)AGC>AAC p.S81N

Pat_44 Post-Resistance PEX6 5190 37 6 42932612 42932612 Nonsense_Mutation SNP G A 4 156 c.2722C>T c.(2722-2724)CAG>TAG p.Q908*

Pat_44 Post-Resistance TTBK1 84630 37 6 43221397 43221397 Missense_Mutation SNP C A 4 28 c.422C>A c.(421-423)TCC>TAC p.S141Y

Pat_44 Post-Resistance TCTE1 202500 37 6 44253853 44253853 Missense_Mutation SNP C T 4 194 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_44 Post-Resistance MUT 4594 37 6 49426989 49426989 Missense_Mutation SNP G A 4 63 c.191C>T c.(190-192)CCG>CTG p.P64L

Pat_44 Post-Resistance GSTA3 2940 37 6 52762685 52762685 Missense_Mutation SNP C T 5 180 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_44 Post-Resistance GCM1 8521 37 6 52998936 52998936 Missense_Mutation SNP C T 8 270 c.262G>A c.(262-264)GCA>ACA p.A88T

Pat_44 Post-Resistance FAM83B 222584 37 6 54805208 54805208 Missense_Mutation SNP G A 8 355 c.1439G>A c.(1438-1440)CGA>CAA p.R480Q

Pat_44 Post-Resistance RIMS1 22999 37 6 73110297 73110297 Missense_Mutation SNP G A 4 234 c.4960G>A c.(4960-4962)GGA>AGA p.G1654R

Pat_44 Post-Resistance COL12A1 1303 37 6 75844499 75844499 Missense_Mutation SNP C T 5 208 c.5467G>A c.(5467-5469)GTA>ATA p.V1823I

Pat_44 Post-Resistance RRAGD 58528 37 6 90089954 90089954 Missense_Mutation SNP G T 5 271 c.577C>A c.(577-579)CAA>AAA p.Q193K

Pat_44 Post-Resistance BEND3 57673 37 6 107390255 107390255 Missense_Mutation SNP G A 5 207 c.2140C>T c.(2140-2142)CCG>TCG p.P714S

Pat_44 Post-Resistance REV3L 5980 37 6 111680156 111680156 Missense_Mutation SNP G A 5 239 c.6941C>T c.(6940-6942)CCG>CTG p.P2314L

Pat_44 Post-Resistance DSE 29940 37 6 116720742 116720742 Missense_Mutation SNP C T 5 98 c.329C>T c.(328-330)GCA>GTA p.A110V

Pat_44 Post-Resistance EYA4 2070 37 6 133802609 133802609 Missense_Mutation SNP G A 4 193 c.979G>A c.(979-981)GAT>AAT p.D327N

Pat_44 Post-Resistance MAP7 9053 37 6 136677864 136677864 Missense_Mutation SNP C T 4 105 c.1981G>A c.(1981-1983)GTT>ATT p.V661I

Pat_44 Post-Resistance PLAGL1 5325 37 6 144263033 144263033 Missense_Mutation SNP G C 3 53 c.920C>G c.(919-921)TCT>TGT p.S307C

Pat_44 Post-Resistance GRM1 2911 37 6 146350780 146350780 Missense_Mutation SNP G A 4 128 c.127G>A c.(127-129)GGA>AGA p.G43R

Pat_44 Post-Resistance GRM1 2911 37 6 146755453 146755453 Missense_Mutation SNP G A 4 141 c.3106G>A c.(3106-3108)GGA>AGA p.G1036R

Pat_44 Post-Resistance SASH1 23328 37 6 148711291 148711291 Missense_Mutation SNP G A 5 340 c.178G>A c.(178-180)GAT>AAT p.D60N

Pat_44 Post-Resistance NUP43 348995 37 6 150057610 150057610 Missense_Mutation SNP C T 4 86 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_44 Post-Resistance MTHFD1L 25902 37 6 151281429 151281429 Missense_Mutation SNP G A 4 230 c.1822G>A c.(1822-1824)GTG>ATG p.V608M

Pat_44 Post-Resistance TIAM2 26230 37 6 155458470 155458470 Missense_Mutation SNP G A 6 341 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_44 Post-Resistance SERAC1 84947 37 6 158535847 158535847 Missense_Mutation SNP G A 5 271 c.1658C>T c.(1657-1659)TCG>TTG p.S553L

Pat_44 Post-Resistance RSPH3 83861 37 6 159398793 159398793 Missense_Mutation SNP G A 5 226 c.1460C>T c.(1459-1461)CCT>CTT p.P487L

Pat_44 Post-Resistance GPER 2852 37 7 1131797 1131797 Missense_Mutation SNP G A 5 134 c.433G>A c.(433-435)GTC>ATC p.V145I

Pat_44 Post-Resistance SCIN 85477 37 7 12664737 12664737 Missense_Mutation SNP G A 4 42 c.862G>A c.(862-864)GGG>AGG p.G288R

Pat_44 Post-Resistance ABCB5 340273 37 7 20766690 20766690 Missense_Mutation SNP C T 4 151 c.1318C>T c.(1318-1320)CGT>TGT p.R440C

Pat_44 Post-Resistance DNAH11 8701 37 7 21603969 21603969 Missense_Mutation SNP G A 3 78 c.1148G>A c.(1147-1149)CGG>CAG p.R383Q

Pat_44 Post-Resistance TRA2A 29896 37 7 23556103 23556103 Missense_Mutation SNP C T 4 160 c.215G>A c.(214-216)AGA>AAA p.R72K

Pat_44 Post-Resistance DPY19L2P1 554236 37 7 35144260 35144260 Missense_Mutation SNP C T 4 79 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_44 Post-Resistance IGFBP1 3484 37 7 45930257 45930257 Missense_Mutation SNP G A 4 103 c.460G>A c.(460-462)GCC>ACC p.A154T



Pat_44 Post-Resistance PKD1L1 168507 37 7 47969091 47969091 Missense_Mutation SNP G A 4 56 c.770C>T c.(769-771)ACC>ATC p.T257I

Pat_44 Post-Resistance ZNF735 730291 37 7 63680322 63680322 Missense_Mutation SNP A C 4 176 c.893A>C c.(892-894)AAA>ACA p.K298T

Pat_44 Post-Resistance C7orf42 55069 37 7 66410200 66410200 Missense_Mutation SNP G A 5 258 c.397G>A c.(397-399)GTC>ATC p.V133I

Pat_44 Post-Resistance FKBP6 8468 37 7 72744261 72744261 Missense_Mutation SNP C T 4 187 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_44 Post-Resistance FKBP6 8468 37 7 72744270 72744270 Missense_Mutation SNP C T 4 206 c.383C>T c.(382-384)CCC>CTC p.P128L

Pat_44 Post-Resistance POR 5447 37 7 75612905 75612905 Missense_Mutation SNP G A 6 317 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_44 Post-Resistance DTX2 113878 37 7 76132897 76132897 Missense_Mutation SNP G A 4 53 c.1544G>A c.(1543-1545)GGT>GAT p.G515D

Pat_44 Post-Resistance ABCB1 5243 37 7 87160669 87160669 Missense_Mutation SNP T C 5 282 c.2626A>G c.(2626-2628)ATG>GTG p.M876V

Pat_44 Post-Resistance STEAP4 79689 37 7 87912078 87912078 Missense_Mutation SNP G A 4 166 c.862C>T c.(862-864)CTT>TTT p.L288F

Pat_44 Post-Resistance DYNC1I1 1780 37 7 95614264 95614264 Missense_Mutation SNP G A 4 232 c.769G>A c.(769-771)GGC>AGC p.G257S

Pat_44 Post-Resistance BRI3 25798 37 7 97920521 97920521 Missense_Mutation SNP G A 4 71 c.344G>A c.(343-345)CGA>CAA p.R115Q

Pat_44 Post-Resistance PILRA 29992 37 7 99995510 99995510 Missense_Mutation SNP C T 4 206 c.682C>T c.(682-684)CGG>TGG p.R228W

Pat_44 Post-Resistance ZAN 7455 37 7 100361687 100361687 Missense_Mutation SNP G A 4 125 c.4135G>A c.(4135-4137)GAC>AAC p.D1379N

Pat_44 Post-Resistance EPHB4 2050 37 7 100404041 100404041 Splice_Site SNP C T 4 129 c.2484_splice c.e14+1 p.D828_splice

Pat_44 Post-Resistance PSMC2 5701 37 7 103008167 103008167 Missense_Mutation SNP C T 4 102 c.1055C>T c.(1054-1056)ACC>ATC p.T352I

Pat_44 Post-Resistance CDHR3 222256 37 7 105645010 105645010 Missense_Mutation SNP C T 4 97 c.929C>T c.(928-930)ACC>ATC p.T310I

Pat_44 Post-Resistance LAMB4 22798 37 7 107732813 107732813 Missense_Mutation SNP C G 4 126 c.1519G>C c.(1519-1521)GAC>CAC p.D507H

Pat_44 Post-Resistance SPAM1 6677 37 7 123595094 123595094 Missense_Mutation SNP C T 6 349 c.998C>T c.(997-999)GCT>GTT p.A333V

Pat_44 Post-Resistance IRF5 3663 37 7 128588332 128588332 Missense_Mutation SNP G A 4 97 c.1219G>A c.(1219-1221)GAA>AAA p.E407K

Pat_44 Post-Resistance PLXNA4 91584 37 7 131831448 131831448 Missense_Mutation SNP G A 5 297 c.4876C>T c.(4876-4878)CGG>TGG p.R1626W

Pat_44 Post-Resistance TRIM24 8805 37 7 138223473 138223473 Missense_Mutation SNP G T 4 192 c.1068G>T c.(1066-1068)TTG>TTT p.L356F

Pat_44 Post-Resistance TRIM24 8805 37 7 138269680 138269680 Missense_Mutation SNP G A 4 115 c.3137G>A c.(3136-3138)CGC>CAC p.R1046H

Pat_44 Post-Resistance KIAA1549 57670 37 7 138603918 138603918 Missense_Mutation SNP C T 6 406 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_44 Post-Resistance PRSS1 5644 37 7 142460762 142460762 Missense_Mutation SNP G A 4 95 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_44 Post-Resistance OR6V1 346517 37 7 142749903 142749903 Missense_Mutation SNP C T 4 160 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_44 Post-Resistance ZYX 7791 37 7 143085594 143085594 Missense_Mutation SNP G A 4 103 c.1157G>A c.(1156-1158)CGA>CAA p.R386Q

Pat_44 Post-Resistance ZNF786 136051 37 7 148767871 148767871 Missense_Mutation SNP C T 4 121 c.1993G>A c.(1993-1995)GAG>AAG p.E665K

Pat_44 Post-Resistance WDR86 349136 37 7 151082210 151082210 Missense_Mutation SNP G A 3 55 c.826C>T c.(826-828)CGC>TGC p.R276C

Pat_44 Post-Resistance DLGAP2 9228 37 8 1497104 1497104 Missense_Mutation SNP C T 4 78 c.245C>T c.(244-246)CCG>CTG p.P82L

Pat_44 Post-Resistance FGF20 26281 37 8 16850642 16850642 Missense_Mutation SNP G A 5 129 c.575C>T c.(574-576)CCT>CTT p.P192L

Pat_44 Post-Resistance XPO7 23039 37 8 21848421 21848421 Missense_Mutation SNP G A 6 462 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_44 Post-Resistance LGI3 203190 37 8 22005857 22005857 Missense_Mutation SNP G A 4 43 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_44 Post-Resistance BMP1 649 37 8 22067071 22067071 Missense_Mutation SNP G A 4 234 c.2689G>A c.(2689-2691)GAG>AAG p.E897K

Pat_44 Post-Resistance RHOBTB2 23221 37 8 22864257 22864257 Missense_Mutation SNP G A 4 72 c.499G>A c.(499-501)GAA>AAA p.E167K

Pat_44 Post-Resistance PTK2B 2185 37 8 27311809 27311809 Splice_Site SNP G A 3 29 c.2733_splice c.e34+1 p.K911_splice

Pat_44 Post-Resistance GPR124 25960 37 8 37690527 37690527 Splice_Site SNP G A 7 362 c.1098_splice c.e9-1 p.R366_splice

Pat_44 Post-Resistance JPH1 56704 37 8 75157194 75157194 Missense_Mutation SNP G A 5 182 c.1475C>T c.(1474-1476)GCG>GTG p.A492V

Pat_44 Post-Resistance WWP1 11059 37 8 87473549 87473549 Missense_Mutation SNP G A 5 198 c.2596G>A c.(2596-2598)GGA>AGA p.G866R

Pat_44 Post-Resistance RBM12B 389677 37 8 94748493 94748493 Missense_Mutation SNP G A 4 89 c.146C>T c.(145-147)ACA>ATA p.T49I

Pat_44 Post-Resistance TMEM67 91147 37 8 94777638 94777638 Missense_Mutation SNP G A 4 146 c.511G>A c.(511-513)GTC>ATC p.V171I

Pat_44 Post-Resistance GRHL2 79977 37 8 102505011 102505011 Missense_Mutation SNP C T 4 154 c.14C>T c.(13-15)TCG>TTG p.S5L

Pat_44 Post-Resistance CSMD3 114788 37 8 113668416 113668416 Missense_Mutation SNP G A 4 116 c.2971C>T c.(2971-2973)CGT>TGT p.R991C

Pat_44 Post-Resistance CSMD3 114788 37 8 113668487 113668487 Missense_Mutation SNP C T 4 126 c.2900G>A c.(2899-2901)GGC>GAC p.G967D

Pat_44 Post-Resistance COLEC10 10584 37 8 120079546 120079546 Missense_Mutation SNP G A 4 94 c.26G>A c.(25-27)CGA>CAA p.R9Q

Pat_44 Post-Resistance OC90 729330 37 8 133062080 133062080 Nonsense_Mutation SNP G A 5 232 c.37C>T c.(37-39)CAG>TAG p.Q13*

Pat_44 Post-Resistance TG 7038 37 8 133900673 133900673 Missense_Mutation SNP G A 3 39 c.2621G>A c.(2620-2622)GGC>GAC p.G874D

Pat_44 Post-Resistance NDRG1 10397 37 8 134260140 134260140 Missense_Mutation SNP C T 4 244 c.785G>A c.(784-786)AGC>AAC p.S262N



Pat_44 Post-Resistance BAI1 575 37 8 143602201 143602201 Missense_Mutation SNP G A 4 83 c.2939G>A c.(2938-2940)CGT>CAT p.R980H

Pat_44 Post-Resistance EPPK1 83481 37 8 144940844 144940844 Missense_Mutation SNP G A 5 282 c.6578C>T c.(6577-6579)ACG>ATG p.T2193M

Pat_44 Post-Resistance EPPK1 83481 37 8 144943152 144943152 Missense_Mutation SNP C T 4 143 c.4270G>A c.(4270-4272)GAC>AAC p.D1424N

Pat_44 Post-Resistance KIAA2026 158358 37 9 5922299 5922299 Missense_Mutation SNP C T 5 133 c.3697G>A c.(3697-3699)GGT>AGT p.G1233S

Pat_44 Post-Resistance UHRF2 115426 37 9 6506075 6506075 Missense_Mutation SNP C T 4 148 c.2305C>T c.(2305-2307)CCT>TCT p.P769S

Pat_44 Post-Resistance GLDC 2731 37 9 6554754 6554754 Missense_Mutation SNP C T 3 49 c.2230G>A c.(2230-2232)GGG>AGG p.G744R

Pat_44 Post-Resistance OR2S2 56656 37 9 35957483 35957483 Missense_Mutation SNP C T 5 147 c.613G>A c.(613-615)GTG>ATG p.V205M

Pat_44 Post-Resistance PAX5 5079 37 9 36923376 36923376 Missense_Mutation SNP G A 4 168 c.886C>T c.(886-888)CCG>TCG p.P296S

Pat_44 Post-Resistance RG9MTD3 158234 37 9 37769975 37769975 Missense_Mutation SNP C T 5 412 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_44 Post-Resistance VPS13A 23230 37 9 79996953 79996953 Missense_Mutation SNP G A 4 107 c.9139G>A c.(9139-9141)GTT>ATT p.V3047I

Pat_44 Post-Resistance DAPK1 1612 37 9 90322028 90322028 Missense_Mutation SNP G A 4 112 c.4042G>A c.(4042-4044)GGG>AGG p.G1348R

Pat_44 Post-Resistance SEMA4D 10507 37 9 92020266 92020266 Missense_Mutation SNP C T 4 84 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_44 Post-Resistance CDC14B 8555 37 9 99296754 99296754 Missense_Mutation SNP C T 4 160 c.698G>A c.(697-699)AGA>AAA p.R233K

Pat_44 Post-Resistance NCBP1 4686 37 9 100426677 100426677 Missense_Mutation SNP C T 4 206 c.1853C>T c.(1852-1854)GCC>GTC p.A618V

Pat_44 Post-Resistance TBC1D2 55357 37 9 100963825 100963825 Missense_Mutation SNP G A 4 188 c.2393C>T c.(2392-2394)GCG>GTG p.A798V

Pat_44 Post-Resistance ZNF462 58499 37 9 109746677 109746677 Missense_Mutation SNP G A 4 145 c.7043G>A c.(7042-7044)CGG>CAG p.R2348Q

Pat_44 Post-Resistance RAD23B 5887 37 9 110073982 110073982 Missense_Mutation SNP C T 4 119 c.517C>T c.(517-519)CGG>TGG p.R173W

Pat_44 Post-Resistance ZNF483 158399 37 9 114304755 114304755 Missense_Mutation SNP C A 4 49 c.1540C>A c.(1540-1542)CAG>AAG p.Q514K

Pat_44 Post-Resistance ORM1 5004 37 9 117086085 117086085 Missense_Mutation SNP G A 4 82 c.257G>A c.(256-258)CGA>CAA p.R86Q

Pat_44 Post-Resistance ASTN2 23245 37 9 119903655 119903655 Missense_Mutation SNP G A 4 108 c.1118C>T c.(1117-1119)CCC>CTC p.P373L

Pat_44 Post-Resistance C5 727 37 9 123724984 123724984 Missense_Mutation SNP G A 5 422 c.4469C>T c.(4468-4470)CCT>CTT p.P1490L

Pat_44 Post-Resistance SCAI 286205 37 9 127733949 127733949 Splice_Site SNP C T 6 428 c.1573_splice c.e16+1 p.D525_splice

Pat_44 Post-Resistance CDK9 1025 37 9 130550841 130550841 Missense_Mutation SNP C T 2 2 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_44 Post-Resistance CIZ1 25792 37 9 130938655 130938655 Missense_Mutation SNP G A 4 193 c.1918C>T c.(1918-1920)CGG>TGG p.R640W

Pat_44 Post-Resistance CAMSAP1 157922 37 9 138703415 138703415 Missense_Mutation SNP G A 4 23 c.4549C>T c.(4549-4551)CGT>TGT p.R1517C

Pat_44 Post-Resistance CTPS2 56474 37 X 16716382 16716382 Missense_Mutation SNP C T 6 282 c.415G>A c.(415-417)GAG>AAG p.E139K

Pat_44 Post-Resistance YY2 404281 37 X 21875236 21875236 Missense_Mutation SNP G A 5 187 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_44 Post-Resistance DCAF8L1 139425 37 X 27998611 27998611 Missense_Mutation SNP G A 3 64 c.841C>T c.(841-843)CGT>TGT p.R281C

Pat_44 Post-Resistance OTUD5 55593 37 X 48792014 48792014 Missense_Mutation SNP G A 4 67 c.880C>T c.(880-882)CGT>TGT p.R294C

Pat_44 Post-Resistance PFKFB1 5207 37 X 54982667 54982667 Missense_Mutation SNP C T 3 66 c.557G>A c.(556-558)CGG>CAG p.R186Q

Pat_44 Post-Resistance RAB40A 142684 37 X 102755651 102755651 Missense_Mutation SNP C A 4 89 c.34G>T c.(34-36)GAC>TAC p.D12Y

Pat_44 Post-Resistance RAB40A 142684 37 X 102755657 102755657 Missense_Mutation SNP C T 4 78 c.28G>A c.(28-30)GCC>ACC p.A10T

Pat_44 Post-Resistance VGLL1 51442 37 X 135630918 135630918 Missense_Mutation SNP G A 7 170 c.385G>A c.(385-387)GAG>AAG p.E129K

Pat_44 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 5 120 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_44 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 7 287 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_44 Post-Resistance SPANXN2 494119 37 X 142795287 142795287 Missense_Mutation SNP A G 12 112 c.391T>C c.(391-393)TCT>CCT p.S131P

Pat_44 Post-Resistance MTM1 4534 37 X 149839923 149839923 Missense_Mutation SNP G A 4 54 c.1667G>A c.(1666-1668)CGT>CAT p.R556H

Pat_44 Post-Resistance SLC6A8 6535 37 X 152959631 152959631 Missense_Mutation SNP C T 4 75 c.1301C>T c.(1300-1302)CCG>CTG p.P434L

Pat_44 Post-Resistance USP9Y 8287 37 Y 14922709 14922709 Missense_Mutation SNP G A 4 66 c.4195G>A c.(4195-4197)GAA>AAA p.E1399K

Pat_45 Pre-Treatment AGRN 375790 37 1 957741 957741 Missense_Mutation SNP C T 5 93 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_45 Pre-Treatment NADK 65220 37 1 1688674 1688674 Missense_Mutation SNP C A 43 71 c.339G>T c.(337-339)ATG>ATT p.M113I

Pat_45 Pre-Treatment ENO1 2023 37 1 8930542 8930542 Missense_Mutation SNP T C 18 64 c.209A>G c.(208-210)AAT>AGT p.N70S

Pat_45 Pre-Treatment MTOR 2475 37 1 11186732 11186732 Missense_Mutation SNP G A 4 94 c.6473C>T c.(6472-6474)CCG>CTG p.P2158L

Pat_45 Pre-Treatment LOC440563 440563 37 1 13183290 13183290 Missense_Mutation SNP C T 60 287 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_45 Pre-Treatment FBLIM1 54751 37 1 16091650 16091650 Missense_Mutation SNP G A 3 17 c.172G>A c.(172-174)GGG>AGG p.G58R

Pat_45 Pre-Treatment SPEN 23013 37 1 16260971 16260971 Missense_Mutation SNP G A 4 73 c.8236G>A c.(8236-8238)GTT>ATT p.V2746I

Pat_45 Pre-Treatment ZBTB17 7709 37 1 16271646 16271646 Missense_Mutation SNP T C 2 8 c.713A>G c.(712-714)GAG>GGG p.E238G



Pat_45 Pre-Treatment CLCNKB 1188 37 1 16372118 16372118 Missense_Mutation SNP C A 3 37 c.166C>A c.(166-168)CTC>ATC p.L56I

Pat_45 Pre-Treatment EPHA2 1969 37 1 16458313 16458313 Missense_Mutation SNP T C 3 42 c.2378A>G c.(2377-2379)AAG>AGG p.K793R

Pat_45 Pre-Treatment FBXO42 54455 37 1 16577955 16577955 Missense_Mutation SNP G A 3 23 c.1364C>T c.(1363-1365)TCT>TTT p.S455F

Pat_45 Pre-Treatment PADI2 11240 37 1 17420088 17420088 Missense_Mutation SNP C T 4 108 c.503G>A c.(502-504)CGT>CAT p.R168H

Pat_45 Pre-Treatment PADI1 29943 37 1 17550188 17550188 Missense_Mutation SNP G A 3 30 c.346G>A c.(346-348)GAT>AAT p.D116N

Pat_45 Pre-Treatment UBR4 23352 37 1 19404519 19404519 Missense_Mutation SNP G A 11 87 c.15275C>T c.(15274-15276)TCT>TTT p.S5092F

Pat_45 Pre-Treatment UBR4 23352 37 1 19474509 19474509 Missense_Mutation SNP C T 4 117 c.7607G>A c.(7606-7608)CGC>CAC p.R2536H

Pat_45 Pre-Treatment UBR4 23352 37 1 19504038 19504038 Missense_Mutation SNP G A 6 244 c.2554C>T c.(2554-2556)CCG>TCG p.P852S

Pat_45 Pre-Treatment RNF186 54546 37 1 20141465 20141465 Missense_Mutation SNP G A 4 62 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_45 Pre-Treatment C1orf63 57035 37 1 25573127 25573127 Missense_Mutation SNP G A 3 36 c.328C>T c.(328-330)CGG>TGG p.R110W

Pat_45 Pre-Treatment LDLRAP1 26119 37 1 25889602 25889602 Missense_Mutation SNP G A 4 125 c.574G>A c.(574-576)GTC>ATC p.V192I

Pat_45 Pre-Treatment SESN2 83667 37 1 28598946 28598946 Missense_Mutation SNP G A 4 88 c.506G>A c.(505-507)CGG>CAG p.R169Q

Pat_45 Pre-Treatment ZSCAN20 7579 37 1 33959999 33959999 Nonsense_Mutation SNP G A 4 104 c.2055G>A c.(2053-2055)TGG>TGA p.W685*

Pat_45 Pre-Treatment CSMD2 114784 37 1 34006125 34006125 Missense_Mutation SNP G A 4 71 c.9199C>T c.(9199-9201)CCT>TCT p.P3067S

Pat_45 Pre-Treatment EIF2C1 26523 37 1 36358825 36358825 Missense_Mutation SNP C T 10 97 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_45 Pre-Treatment KIAA0754 643314 37 1 39879817 39879817 Missense_Mutation SNP G A 3 11 c.3880G>A c.(3880-3882)GCC>ACC p.A1294T

Pat_45 Pre-Treatment ZNF691 51058 37 1 43317387 43317387 Missense_Mutation SNP G A 5 153 c.839G>A c.(838-840)CGG>CAG p.R280Q

Pat_45 Pre-Treatment FAM151A 338094 37 1 55076117 55076117 Missense_Mutation SNP C T 4 97 c.1052G>A c.(1051-1053)GGC>GAC p.G351D

Pat_45 Pre-Treatment USP24 23358 37 1 55567369 55567369 Missense_Mutation SNP G A 4 67 c.4553C>T c.(4552-4554)CCC>CTC p.P1518L

Pat_45 Pre-Treatment USP24 23358 37 1 55590162 55590162 Missense_Mutation SNP C T 4 38 c.3620G>A c.(3619-3621)CGA>CAA p.R1207Q

Pat_45 Pre-Treatment LRRC8D 55144 37 1 90401185 90401185 Missense_Mutation SNP C T 42 156 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_45 Pre-Treatment C1orf146 388649 37 1 92707815 92707815 Missense_Mutation SNP G A 36 190 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_45 Pre-Treatment CDC14A 8556 37 1 100964760 100964760 Missense_Mutation SNP G A 4 123 c.1697G>A c.(1696-1698)CGA>CAA p.R566Q

Pat_45 Pre-Treatment SORT1 6272 37 1 109869773 109869773 Missense_Mutation SNP C T 15 104 c.1484G>A c.(1483-1485)GGG>GAG p.G495E

Pat_45 Pre-Treatment RBM15 64783 37 1 110882755 110882755 Missense_Mutation SNP G A 4 107 c.728G>A c.(727-729)CGG>CAG p.R243Q

Pat_45 Pre-Treatment PTGFRN 5738 37 1 117527332 117527332 Missense_Mutation SNP C T 4 62 c.2198C>T c.(2197-2199)GCG>GTG p.A733V

Pat_45 Pre-Treatment NBPF10 100132406 37 1 145360576 145360576 Missense_Mutation SNP T A 11 81 c.9426T>A c.(9424-9426)GAT>GAA p.D3142E

Pat_45 Pre-Treatment ANKRD35 148741 37 1 145560154 145560154 Missense_Mutation SNP G A 4 61 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_45 Pre-Treatment CTSS 1520 37 1 150730438 150730438 Missense_Mutation SNP G A 3 60 c.145C>T c.(145-147)CGT>TGT p.R49C

Pat_45 Pre-Treatment ZNF687 57592 37 1 151260469 151260469 Missense_Mutation SNP C T 4 86 c.1702C>T c.(1702-1704)CGC>TGC p.R568C

Pat_45 Pre-Treatment CRNN 49860 37 1 152382821 152382821 Missense_Mutation SNP C T 4 125 c.737G>A c.(736-738)AGC>AAC p.S246N

Pat_45 Pre-Treatment DENND4B 9909 37 1 153912212 153912212 Missense_Mutation SNP G A 3 47 c.1672C>T c.(1672-1674)CGC>TGC p.R558C

Pat_45 Pre-Treatment C1orf43 25912 37 1 154180096 154180096 Nonsense_Mutation SNP G A 4 103 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_45 Pre-Treatment HAX1 10456 37 1 154247935 154247935 Missense_Mutation SNP G A 6 272 c.730G>A c.(730-732)GAA>AAA p.E244K

Pat_45 Pre-Treatment GON4L 54856 37 1 155764858 155764858 Missense_Mutation SNP C T 4 151 c.1730G>A c.(1729-1731)CGG>CAG p.R577Q

Pat_45 Pre-Treatment INSRR 3645 37 1 156816443 156816443 Missense_Mutation SNP C T 4 46 c.1678G>A c.(1678-1680)GTG>ATG p.V560M

Pat_45 Pre-Treatment FCRL5 83416 37 1 157512843 157512843 Missense_Mutation SNP G A 4 70 c.929C>T c.(928-930)ACC>ATC p.T310I

Pat_45 Pre-Treatment FCRL1 115350 37 1 157776892 157776892 Missense_Mutation SNP C T 33 86 c.52G>A c.(52-54)GAG>AAG p.E18K

Pat_45 Pre-Treatment OR10T2 128360 37 1 158368742 158368742 Missense_Mutation SNP G A 3 44 c.515C>T c.(514-516)CCC>CTC p.P172L

Pat_45 Pre-Treatment CRP 1401 37 1 159683787 159683787 Missense_Mutation SNP C T 19 107 c.203G>A c.(202-204)AGT>AAT p.S68N

Pat_45 Pre-Treatment ARHGAP30 257106 37 1 161021356 161021356 Nonsense_Mutation SNP G A 4 103 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_45 Pre-Treatment RGS5 8490 37 1 163122354 163122354 Missense_Mutation SNP C T 225 307 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_45 Pre-Treatment DUSP27 92235 37 1 167096607 167096607 Missense_Mutation SNP C T 4 113 c.2239C>T c.(2239-2241)CGC>TGC p.R747C

Pat_45 Pre-Treatment RC3H1 149041 37 1 173907863 173907864 Missense_Mutation DNP GG AA 8 156 c.3397_3398CC>TT c.(3397-3399)CCT>TTT p.P1133F

Pat_45 Pre-Treatment TNN 63923 37 1 175087853 175087853 Missense_Mutation SNP G A 4 93 c.2543G>A c.(2542-2544)AGC>AAC p.S848N

Pat_45 Pre-Treatment ASTN1 460 37 1 176853559 176853559 Missense_Mutation SNP G A 5 104 c.3142C>T c.(3142-3144)CCA>TCA p.P1048S

Pat_45 Pre-Treatment CACNA1E 777 37 1 181690901 181690901 Missense_Mutation SNP C T 4 90 c.1964C>T c.(1963-1965)ACG>ATG p.T655M



Pat_45 Pre-Treatment RNASEL 6041 37 1 182555277 182555277 Missense_Mutation SNP G A 4 81 c.665C>T c.(664-666)ACG>ATG p.T222M

Pat_45 Pre-Treatment FAM129A 116496 37 1 184777287 184777287 Missense_Mutation SNP C T 6 157 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_45 Pre-Treatment DENND1B 163486 37 1 197479988 197479988 Missense_Mutation SNP G A 4 98 c.1870C>T c.(1870-1872)CCT>TCT p.P624S

Pat_45 Pre-Treatment SHISA4 149345 37 1 201860675 201860675 Missense_Mutation SNP C T 53 63 c.526C>T c.(526-528)CCC>TCC p.P176S

Pat_45 Pre-Treatment MDM4 4194 37 1 204515928 204515928 Missense_Mutation SNP A G 3 92 c.826A>G c.(826-828)ATT>GTT p.I276V

Pat_45 Pre-Treatment DSTYK 25778 37 1 205156710 205156710 Missense_Mutation SNP T C 14 70 c.490A>G c.(490-492)AGC>GGC p.S164G

Pat_45 Pre-Treatment CR1 1378 37 1 207758068 207758068 Missense_Mutation SNP G A 25 152 c.4027G>A c.(4027-4029)GGA>AGA p.G1343R

Pat_45 Pre-Treatment RCOR3 55758 37 1 211487015 211487015 Missense_Mutation SNP C T 17 128 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_45 Pre-Treatment TMEM63A 9725 37 1 226044656 226044656 Missense_Mutation SNP G A 4 51 c.1439C>T c.(1438-1440)CCC>CTC p.P480L

Pat_45 Pre-Treatment LEFTY2 7044 37 1 226128594 226128594 Nonsense_Mutation SNP G A 9 32 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_45 Pre-Treatment TRIM67 440730 37 1 231335945 231335945 Missense_Mutation SNP G A 5 209 c.1315G>A c.(1315-1317)GGA>AGA p.G439R

Pat_45 Pre-Treatment NID1 4811 37 1 236157029 236157029 Missense_Mutation SNP C T 6 23 c.2671G>A c.(2671-2673)GGC>AGC p.G891S

Pat_45 Pre-Treatment OR2G6 391211 37 1 248684984 248684984 Missense_Mutation SNP C T 59 117 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_45 Pre-Treatment DIP2C 22982 37 10 518453 518453 Missense_Mutation SNP G A 4 88 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_45 Pre-Treatment TUBAL3 79861 37 10 5437346 5437346 Missense_Mutation SNP G A 34 94 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_45 Pre-Treatment C10orf18 54906 37 10 5781863 5781863 Missense_Mutation SNP G A 4 108 c.1730G>A c.(1729-1731)CGA>CAA p.R577Q

Pat_45 Pre-Treatment KIAA1217 56243 37 10 24820827 24820827 Missense_Mutation SNP C T 4 62 c.3151C>T c.(3151-3153)CCT>TCT p.P1051S

Pat_45 Pre-Treatment ARHGAP22 58504 37 10 49658349 49658349 Missense_Mutation SNP G A 2 4 c.1823C>T c.(1822-1824)GCC>GTC p.A608V

Pat_45 Pre-Treatment RHOBTB1 9886 37 10 62671193 62671193 Nonsense_Mutation SNP G T 6 128 c.108C>A c.(106-108)TGC>TGA p.C36*

Pat_45 Pre-Treatment ARID5B 84159 37 10 63851728 63851728 Missense_Mutation SNP C T 5 100 c.2506C>T c.(2506-2508)CAT>TAT p.H836Y

Pat_45 Pre-Treatment CYP2C18 1562 37 10 96447632 96447632 Missense_Mutation SNP G A 33 86 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_45 Pre-Treatment CYP2C8 1558 37 10 96802652 96802652 Missense_Mutation SNP G A 31 64 c.1144C>T c.(1144-1146)CCC>TCC p.P382S

Pat_45 Pre-Treatment C10orf2 56652 37 10 102747987 102747987 Missense_Mutation SNP G A 4 60 c.20G>A c.(19-21)AGT>AAT p.S7N

Pat_45 Pre-Treatment TRIM8 81603 37 10 104416597 104416597 Missense_Mutation SNP C T 4 96 c.1142C>T c.(1141-1143)ACG>ATG p.T381M

Pat_45 Pre-Treatment GSTO1 9446 37 10 106014944 106014944 Missense_Mutation SNP C T 3 70 c.58C>T c.(58-60)CCG>TCG p.P20S

Pat_45 Pre-Treatment CCDC147 159686 37 10 106118145 106118145 Missense_Mutation SNP T C 27 48 c.56T>C c.(55-57)ATG>ACG p.M19T

Pat_45 Pre-Treatment TDRD1 56165 37 10 115985820 115985820 Missense_Mutation SNP G T 4 133 c.3020G>T c.(3019-3021)TGG>TTG p.W1007L

Pat_45 Pre-Treatment GPR26 2849 37 10 125434408 125434408 Missense_Mutation SNP G A 4 15 c.743G>A c.(742-744)GGG>GAG p.G248E

Pat_45 Pre-Treatment PKP3 11187 37 11 397603 397603 Missense_Mutation SNP G A 4 55 c.1009G>A c.(1009-1011)GTG>ATG p.V337M

Pat_45 Pre-Treatment SYT8 90019 37 11 1856367 1856367 Missense_Mutation SNP C T 3 33 c.74C>T c.(73-75)CCG>CTG p.P25L

Pat_45 Pre-Treatment OSBPL5 114879 37 11 3128545 3128545 Missense_Mutation SNP G A 3 51 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_45 Pre-Treatment NUP98 4928 37 11 3792977 3792977 Splice_Site SNP C T 4 88 c.784_splice c.e7+1 p.S262_splice

Pat_45 Pre-Treatment OR52B2 255725 37 11 6191508 6191508 Missense_Mutation SNP G A 21 31 c.49C>T c.(49-51)CCT>TCT p.P17S

Pat_45 Pre-Treatment SMPD1 6609 37 11 6415448 6415448 Missense_Mutation SNP G A 4 102 c.1507G>A c.(1507-1509)GAT>AAT p.D503N

Pat_45 Pre-Treatment TRIM3 10612 37 11 6478003 6478003 Missense_Mutation SNP G A 4 50 c.953C>T c.(952-954)ACG>ATG p.T318M

Pat_45 Pre-Treatment MICAL2 9645 37 11 12183950 12183950 Missense_Mutation SNP C T 4 101 c.248C>T c.(247-249)TCG>TTG p.S83L

Pat_45 Pre-Treatment ABCC8 6833 37 11 17482154 17482154 Missense_Mutation SNP G A 4 58 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_45 Pre-Treatment IGSF22 283284 37 11 18737158 18737158 Nonsense_Mutation SNP C T 4 109 c.1352G>A c.(1351-1353)TGG>TAG p.W451*

Pat_45 Pre-Treatment GAS2 2620 37 11 22696432 22696432 Missense_Mutation SNP G A 12 68 c.17G>A c.(16-18)AGC>AAC p.S6N

Pat_45 Pre-Treatment SLC5A12 159963 37 11 26743146 26743146 Missense_Mutation SNP C T 3 50 c.116G>A c.(115-117)CGA>CAA p.R39Q

Pat_45 Pre-Treatment CAPRIN1 4076 37 11 34107903 34107903 Missense_Mutation SNP G A 4 131 c.1174G>A c.(1174-1176)GCA>ACA p.A392T

Pat_45 Pre-Treatment CAT 847 37 11 34478267 34478267 Missense_Mutation SNP G A 5 219 c.959G>A c.(958-960)CGG>CAG p.R320Q

Pat_45 Pre-Treatment SLC35C1 55343 37 11 45832791 45832791 Missense_Mutation SNP T C 2 4 c.1000T>C c.(1000-1002)TCC>CCC p.S334P

Pat_45 Pre-Treatment PTPRJ 5795 37 11 48185942 48185942 Missense_Mutation SNP G A 4 49 c.3730G>A c.(3730-3732)GGA>AGA p.G1244R

Pat_45 Pre-Treatment OR5M1 390168 37 11 56380431 56380432 Missense_Mutation DNP GG AA 7 57 c.547_548CC>TT c.(547-549)CCT>TTT p.P183F

Pat_45 Pre-Treatment OR9G9 504191 37 11 56468324 56468324 Missense_Mutation SNP A T 6 150 c.461A>T c.(460-462)AAC>ATC p.N154I

Pat_45 Pre-Treatment SSRP1 6749 37 11 57099626 57099626 Missense_Mutation SNP C T 4 123 c.1001G>A c.(1000-1002)GGG>GAG p.G334E



Pat_45 Pre-Treatment CTNND1 1500 37 11 57564344 57564344 Missense_Mutation SNP C T 35 161 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_45 Pre-Treatment OR5B17 219965 37 11 58126271 58126271 Missense_Mutation SNP G A 9 53 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_45 Pre-Treatment MTA2 9219 37 11 62366009 62366009 Missense_Mutation SNP G A 7 413 c.293C>T c.(292-294)CCA>CTA p.P98L

Pat_45 Pre-Treatment UBXN1 51035 37 11 62444096 62444096 Missense_Mutation SNP G A 2 3 c.860C>T c.(859-861)GCT>GTT p.A287V

Pat_45 Pre-Treatment DPF2 5977 37 11 65108977 65108977 Nonsense_Mutation SNP C T 4 110 c.409C>T c.(409-411)CGA>TGA p.R137*

Pat_45 Pre-Treatment RBM14 10432 37 11 66393948 66393948 Missense_Mutation SNP C T 4 98 c.1819C>T c.(1819-1821)CGT>TGT p.R607C

Pat_45 Pre-Treatment SYT12 91683 37 11 66807334 66807334 Missense_Mutation SNP G A 3 61 c.281G>A c.(280-282)CGC>CAC p.R94H

Pat_45 Pre-Treatment ACY3 91703 37 11 67410203 67410203 Missense_Mutation SNP C T 4 90 c.952G>A c.(952-954)GCT>ACT p.A318T

Pat_45 Pre-Treatment CHKA 1119 37 11 67842213 67842213 Missense_Mutation SNP G A 32 114 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_45 Pre-Treatment ARHGEF17 9828 37 11 73076914 73076914 Missense_Mutation SNP G A 3 43 c.5917G>A c.(5917-5919)GTC>ATC p.V1973I

Pat_45 Pre-Treatment RELT 84957 37 11 73101611 73101611 Missense_Mutation SNP C T 22 85 c.61C>T c.(61-63)CTC>TTC p.L21F

Pat_45 Pre-Treatment RELT 84957 37 11 73106179 73106179 Missense_Mutation SNP C T 4 71 c.1094C>T c.(1093-1095)TCT>TTT p.S365F

Pat_45 Pre-Treatment ARRB1 408 37 11 74994459 74994459 Missense_Mutation SNP G A 6 29 c.226C>T c.(226-228)CGC>TGC p.R76C

Pat_45 Pre-Treatment HEPHL1 341208 37 11 93800692 93800692 Missense_Mutation SNP C T 18 125 c.839C>T c.(838-840)CCG>CTG p.P280L

Pat_45 Pre-Treatment HTR3A 3359 37 11 113853870 113853870 Missense_Mutation SNP C T 4 96 c.421C>T c.(421-423)CCG>TCG p.P141S

Pat_45 Pre-Treatment IL10RA 3587 37 11 117860281 117860281 Missense_Mutation SNP G A 4 62 c.313G>A c.(313-315)GGC>AGC p.G105S

Pat_45 Pre-Treatment C2CD2L 9854 37 11 118983554 118983554 Nonsense_Mutation SNP C T 4 107 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_45 Pre-Treatment C11orf63 79864 37 11 122756805 122756805 Missense_Mutation SNP G A 5 235 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_45 Pre-Treatment VWA5A 4013 37 11 124015943 124015943 Splice_Site SNP G A 4 81 c.2155_splice c.e18-1 p.L719_splice

Pat_45 Pre-Treatment OR8B2 26595 37 11 124252879 124252879 Missense_Mutation SNP C T 14 50 c.361G>A c.(361-363)GAT>AAT p.D121N

Pat_45 Pre-Treatment VSIG2 23584 37 11 124621425 124621425 Missense_Mutation SNP C T 3 48 c.113G>A c.(112-114)GGG>GAG p.G38E

Pat_45 Pre-Treatment CCDC15 80071 37 11 124857870 124857870 Missense_Mutation SNP A G 6 264 c.1748A>G c.(1747-1749)CAG>CGG p.Q583R

Pat_45 Pre-Treatment WNK1 65125 37 12 970285 970285 Missense_Mutation SNP G A 5 205 c.1727G>A c.(1726-1728)CGG>CAG p.R576Q

Pat_45 Pre-Treatment WNK1 65125 37 12 970384 970384 Missense_Mutation SNP C T 4 104 c.1826C>T c.(1825-1827)GCT>GTT p.A609V

Pat_45 Pre-Treatment CACNA2D4 93589 37 12 1910248 1910249 Missense_Mutation DNP GG TT 25 28 c.2828_2829CC>AAc.(2827-2829)CCC>CAA p.P943Q

Pat_45 Pre-Treatment PRB1 5542 37 12 11506208 11506208 Missense_Mutation SNP G A 59 73 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_45 Pre-Treatment PRB2 653247 37 12 11546195 11546195 Missense_Mutation SNP T G 4 62 c.817A>C c.(817-819)AAA>CAA p.K273Q

Pat_45 Pre-Treatment PLEKHA5 54477 37 12 19514631 19514631 Missense_Mutation SNP T A 4 85 c.3101T>A c.(3100-3102)GTT>GAT p.V1034D

Pat_45 Pre-Treatment PDE3A 5139 37 12 20807046 20807046 Missense_Mutation SNP G A 4 56 c.3091G>A c.(3091-3093)GAT>AAT p.D1031N

Pat_45 Pre-Treatment SLCO1B3 28234 37 12 21030726 21030726 Missense_Mutation SNP A G 8 113 c.991A>G c.(991-993)AGC>GGC p.S331G

Pat_45 Pre-Treatment PKP2 5318 37 12 32955384 32955384 Missense_Mutation SNP G A 135 133 c.2252C>T c.(2251-2253)TCG>TTG p.S751L

Pat_45 Pre-Treatment PKP2 5318 37 12 33021871 33021871 Missense_Mutation SNP G A 4 136 c.1160C>T c.(1159-1161)GCT>GTT p.A387V

Pat_45 Pre-Treatment FAM113B 91523 37 12 47629951 47629951 Missense_Mutation SNP G A 4 117 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_45 Pre-Treatment COL2A1 1280 37 12 48376648 48376648 Missense_Mutation SNP C T 3 61 c.2176G>A c.(2176-2178)GGC>AGC p.G726S

Pat_45 Pre-Treatment SPATS2 65244 37 12 49893916 49893916 Missense_Mutation SNP G A 4 58 c.767G>A c.(766-768)CGA>CAA p.R256Q

Pat_45 Pre-Treatment SPATS2 65244 37 12 49919815 49919815 Missense_Mutation SNP G A 3 68 c.1415G>A c.(1414-1416)AGT>AAT p.S472N

Pat_45 Pre-Treatment POU6F1 5463 37 12 51586223 51586223 Missense_Mutation SNP G A 25 49 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_45 Pre-Treatment SCN8A 6334 37 12 52056612 52056612 Missense_Mutation SNP G A 5 168 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_45 Pre-Treatment SMARCC2 6601 37 12 56558236 56558236 Missense_Mutation SNP G A 4 99 c.3419C>T c.(3418-3420)GCG>GTG p.A1140V

Pat_45 Pre-Treatment SMARCC2 6601 37 12 56574800 56574800 Missense_Mutation SNP G A 4 93 c.1042C>T c.(1042-1044)CCA>TCA p.P348S

Pat_45 Pre-Treatment PAN2 9924 37 12 56712197 56712197 Missense_Mutation SNP G A 4 82 c.3398C>T c.(3397-3399)ACC>ATC p.T1133I

Pat_45 Pre-Treatment TIMELESS 8914 37 12 56824014 56824014 Missense_Mutation SNP G A 4 65 c.961C>T c.(961-963)CGT>TGT p.R321C

Pat_45 Pre-Treatment NT5DC3 51559 37 12 104187760 104187760 Missense_Mutation SNP C T 5 185 c.769G>A c.(769-771)GTC>ATC p.V257I

Pat_45 Pre-Treatment NUAK1 9891 37 12 106461685 106461685 Missense_Mutation SNP C T 3 78 c.881G>A c.(880-882)CGG>CAG p.R294Q

Pat_45 Pre-Treatment SART3 9733 37 12 108920304 108920304 Missense_Mutation SNP C T 4 84 c.1942G>A c.(1942-1944)GAG>AAG p.E648K

Pat_45 Pre-Treatment DAO 1610 37 12 109278786 109278786 Missense_Mutation SNP C T 3 56 c.4C>T c.(4-6)CGT>TGT p.R2C

Pat_45 Pre-Treatment ACACB 32 37 12 109623454 109623454 Missense_Mutation SNP T G 24 28 c.1889T>G c.(1888-1890)GTG>GGG p.V630G



Pat_45 Pre-Treatment ATP2A2 488 37 12 110784091 110784091 Missense_Mutation SNP C T 3 34 c.2945C>T c.(2944-2946)ACG>ATG p.T982M

Pat_45 Pre-Treatment IQCD 115811 37 12 113645722 113645722 Missense_Mutation SNP C T 4 120 c.250G>A c.(250-252)GGG>AGG p.G84R

Pat_45 Pre-Treatment ACADS 35 37 12 121174813 121174813 Missense_Mutation SNP C T 2 4 c.235C>T c.(235-237)CTT>TTT p.L79F

Pat_45 Pre-Treatment KDM2B 84678 37 12 121880476 121880476 Missense_Mutation SNP C T 2 3 c.2768G>A c.(2767-2769)GGG>GAG p.G923E

Pat_45 Pre-Treatment VPS33A 65082 37 12 122745944 122745944 Missense_Mutation SNP C T 4 120 c.347G>A c.(346-348)CGC>CAC p.R116H

Pat_45 Pre-Treatment VPS37B 79720 37 12 123355437 123355437 Missense_Mutation SNP C T 4 109 c.283G>A c.(283-285)GAC>AAC p.D95N

Pat_45 Pre-Treatment DHX37 57647 37 12 125455913 125455913 Missense_Mutation SNP C T 4 32 c.1126G>A c.(1126-1128)GAG>AAG p.E376K

Pat_45 Pre-Treatment MTIF3 219402 37 13 28014482 28014482 Missense_Mutation SNP G A 4 111 c.104C>T c.(103-105)GCA>GTA p.A35V

Pat_45 Pre-Treatment POLR1D 51082 37 13 28239855 28239855 Missense_Mutation SNP G T 27 43 c.134G>T c.(133-135)AGA>ATA p.R45I

Pat_45 Pre-Treatment STARD13 90627 37 13 33704351 33704351 Missense_Mutation SNP G A 24 56 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_45 Pre-Treatment FREM2 341640 37 13 39264041 39264041 Missense_Mutation SNP G A 4 83 c.2560G>A c.(2560-2562)GTG>ATG p.V854M

Pat_45 Pre-Treatment NEK5 341676 37 13 52639613 52639613 Missense_Mutation SNP G A 4 123 c.2057C>T c.(2056-2058)TCT>TTT p.S686F

Pat_45 Pre-Treatment DCT 1638 37 13 95131376 95131376 Missense_Mutation SNP C T 10 57 c.134G>A c.(133-135)GGT>GAT p.G45D

Pat_45 Pre-Treatment GPR18 2841 37 13 99907672 99907672 Missense_Mutation SNP G A 4 112 c.455C>T c.(454-456)ACG>ATG p.T152M

Pat_45 Pre-Treatment SLC10A2 6555 37 13 103703661 103703661 Missense_Mutation SNP G A 43 71 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_45 Pre-Treatment MYO16 23026 37 13 109793674 109793675 Missense_Mutation DNP GG AA 10 14 c.5048_5049GG>AAc.(5047-5049)AGG>AAA p.R1683K

Pat_45 Pre-Treatment COL4A1 1282 37 13 110839513 110839513 Missense_Mutation SNP G A 5 221 c.1700C>T c.(1699-1701)CCG>CTG p.P567L

Pat_45 Pre-Treatment OR4K14 122740 37 14 20483294 20483294 Missense_Mutation SNP G A 28 84 c.59C>T c.(58-60)TCA>TTA p.S20L

Pat_45 Pre-Treatment RNASE11 122651 37 14 21052064 21052064 Missense_Mutation SNP C T 4 110 c.570G>A c.(568-570)ATG>ATA p.M190I

Pat_45 Pre-Treatment ACIN1 22985 37 14 23530699 23530699 Missense_Mutation SNP G A 5 187 c.3406C>T c.(3406-3408)CGG>TGG p.R1136W

Pat_45 Pre-Treatment FSCB 84075 37 14 44975115 44975115 Missense_Mutation SNP G T 32 72 c.1076C>A c.(1075-1077)CCT>CAT p.P359H

Pat_45 Pre-Treatment POLE2 5427 37 14 50140840 50140840 Splice_Site SNP C T 10 655 c.417_splice c.e5+1 p.Q139_splice

Pat_45 Pre-Treatment POLE2 5427 37 14 50140909 50140909 Missense_Mutation SNP G A 133 300 c.349C>T c.(349-351)CCA>TCA p.P117S

Pat_45 Pre-Treatment DACT1 51339 37 14 59113551 59113551 Missense_Mutation SNP C T 4 113 c.2210C>T c.(2209-2211)ACC>ATC p.T737I

Pat_45 Pre-Treatment GPHB5 122876 37 14 63779784 63779784 Missense_Mutation SNP C T 3 15 c.250G>A c.(250-252)GTA>ATA p.V84I

Pat_45 Pre-Treatment SYNE2 23224 37 14 64586214 64586214 Missense_Mutation SNP G A 4 131 c.12910G>A c.(12910-12912)GAT>AAT p.D4304N

Pat_45 Pre-Treatment SMOC1 64093 37 14 70490077 70490077 Missense_Mutation SNP C T 5 219 c.1204C>T c.(1204-1206)CGG>TGG p.R402W

Pat_45 Pre-Treatment TMEM63C 57156 37 14 77715198 77715198 Missense_Mutation SNP C T 14 65 c.1853C>T c.(1852-1854)CCC>CTC p.P618L

Pat_45 Pre-Treatment C14orf102 55051 37 14 90778814 90778814 Missense_Mutation SNP C T 5 198 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_45 Pre-Treatment CATSPERB 79820 37 14 92157893 92157893 Missense_Mutation SNP T A 66 130 c.838A>T c.(838-840)AGG>TGG p.R280W

Pat_45 Pre-Treatment MOAP1 64112 37 14 93650424 93650424 Missense_Mutation SNP A C 7 242 c.164T>G c.(163-165)ATG>AGG p.M55R

Pat_45 Pre-Treatment ATG2B 55102 37 14 96752132 96752132 Missense_Mutation SNP C T 4 135 c.6197G>A c.(6196-6198)CGG>CAG p.R2066Q

Pat_45 Pre-Treatment MARK3 4140 37 14 103932728 103932728 Missense_Mutation SNP C T 4 118 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_45 Pre-Treatment AHNAK2 113146 37 14 105413426 105413426 Missense_Mutation SNP C T 4 135 c.8362G>A c.(8362-8364)GCA>ACA p.A2788T

Pat_45 Pre-Treatment C15orf2 23742 37 15 24922887 24922887 Missense_Mutation SNP C T 17 62 c.1873C>T c.(1873-1875)CCA>TCA p.P625S

Pat_45 Pre-Treatment BMF 90427 37 15 40396431 40396431 Nonsense_Mutation SNP G A 6 407 c.403C>T c.(403-405)CGA>TGA p.R135*

Pat_45 Pre-Treatment BAHD1 22893 37 15 40756213 40756213 Missense_Mutation SNP G A 3 36 c.1969G>A c.(1969-1971)GAG>AAG p.E657K

Pat_45 Pre-Treatment SPTBN5 51332 37 15 42155949 42155949 Missense_Mutation SNP C T 4 127 c.6997G>A c.(6997-6999)GTG>ATG p.V2333M

Pat_45 Pre-Treatment SPG11 80208 37 15 44892732 44892732 Missense_Mutation SNP G A 8 323 c.3619C>T c.(3619-3621)CGG>TGG p.R1207W

Pat_45 Pre-Treatment SQRDL 58472 37 15 45983208 45983208 Missense_Mutation SNP T A 62 151 c.1333T>A c.(1333-1335)TTT>ATT p.F445I

Pat_45 Pre-Treatment C15orf33 196951 37 15 49800512 49800512 Nonsense_Mutation SNP C T 18 86 c.908G>A c.(907-909)TGG>TAG p.W303*

Pat_45 Pre-Treatment CYP19A1 1588 37 15 51520084 51520084 Nonsense_Mutation SNP G A 60 138 c.343C>T c.(343-345)CGA>TGA p.R115*

Pat_45 Pre-Treatment FAM81A 145773 37 15 59784573 59784573 Missense_Mutation SNP G A 3 52 c.398G>A c.(397-399)CGA>CAA p.R133Q

Pat_45 Pre-Treatment VPS13C 54832 37 15 62160902 62160902 Missense_Mutation SNP G A 4 93 c.10819C>T c.(10819-10821)CGT>TGT p.R3607C

Pat_45 Pre-Treatment USP3 9960 37 15 63862770 63862771 Missense_Mutation DNP GT AA 50 170 c.900_901GT>AAc.(898-903)AAGTGT>AAAAGT p.C301S

Pat_45 Pre-Treatment PIAS1 8554 37 15 68466136 68466136 Missense_Mutation SNP G A 4 71 c.1075G>A c.(1075-1077)GCA>ACA p.A359T

Pat_45 Pre-Treatment PARP6 56965 37 15 72543226 72543226 Missense_Mutation SNP G A 3 51 c.1378C>T c.(1378-1380)CGG>TGG p.R460W



Pat_45 Pre-Treatment CYP1A1 1543 37 15 75014865 75014865 Missense_Mutation SNP C T 4 71 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_45 Pre-Treatment SNX33 257364 37 15 75949506 75949506 Missense_Mutation SNP C T 5 183 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_45 Pre-Treatment LOC645752 645752 37 15 78211546 78211546 Missense_Mutation SNP G A 39 71 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_45 Pre-Treatment KIAA1024 23251 37 15 79755620 79755620 Missense_Mutation SNP G A 4 69 c.2510G>A c.(2509-2511)CGG>CAG p.R837Q

Pat_45 Pre-Treatment TM6SF1 53346 37 15 83776476 83776476 Missense_Mutation SNP C T 4 14 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_45 Pre-Treatment BNC1 646 37 15 83932330 83932330 Missense_Mutation SNP C T 23 43 c.1673G>A c.(1672-1674)AGA>AAA p.R558K

Pat_45 Pre-Treatment ADAMTSL3 57188 37 15 84566671 84566671 Missense_Mutation SNP G A 39 83 c.1529G>A c.(1528-1530)GGA>GAA p.G510E

Pat_45 Pre-Treatment ACAN 176 37 15 89400555 89400555 Missense_Mutation SNP C T 6 31 c.4739C>T c.(4738-4740)GCT>GTT p.A1580V

Pat_45 Pre-Treatment MFGE8 4240 37 15 89444955 89444955 Missense_Mutation SNP G A 12 41 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Pre-Treatment TTLL13 440307 37 15 90802123 90802123 Missense_Mutation SNP G A 4 131 c.1316G>A c.(1315-1317)CGG>CAG p.R439Q

Pat_45 Pre-Treatment WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 3 20 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_45 Pre-Treatment MRPL28 10573 37 16 420112 420112 Missense_Mutation SNP C T 2 4 c.107G>A c.(106-108)CGG>CAG p.R36Q

Pat_45 Pre-Treatment SOLH 6650 37 16 597460 597460 Missense_Mutation SNP G A 2 0 c.622G>A c.(622-624)GGT>AGT p.G208S

Pat_45 Pre-Treatment NDUFB10 4716 37 16 2011166 2011166 Missense_Mutation SNP G A 4 44 c.143G>A c.(142-144)CGG>CAG p.R48Q

Pat_45 Pre-Treatment PKD1 5310 37 16 2167572 2167572 Missense_Mutation SNP G T 2 0 c.1303C>A c.(1303-1305)CAG>AAG p.Q435K

Pat_45 Pre-Treatment ZNF205 7755 37 16 3165844 3165844 Missense_Mutation SNP C T 4 20 c.286C>T c.(286-288)CGG>TGG p.R96W

Pat_45 Pre-Treatment CLUAP1 23059 37 16 3554783 3554783 Missense_Mutation SNP C T 4 137 c.86C>T c.(85-87)ACA>ATA p.T29I

Pat_45 Pre-Treatment CLUAP1 23059 37 16 3562394 3562394 Missense_Mutation SNP G T 4 84 c.411G>T c.(409-411)TTG>TTT p.L137F

Pat_45 Pre-Treatment KIAA0430 9665 37 16 15729949 15729949 Missense_Mutation SNP G A 6 301 c.395C>T c.(394-396)CCG>CTG p.P132L

Pat_45 Pre-Treatment GTF3C1 2975 37 16 27475716 27475716 Missense_Mutation SNP C T 3 87 c.5797G>A c.(5797-5799)GGT>AGT p.G1933S

Pat_45 Pre-Treatment SETD1A 9739 37 16 30976033 30976033 Missense_Mutation SNP T C 3 71 c.970T>C c.(970-972)TCC>CCC p.S324P

Pat_45 Pre-Treatment NUP93 9688 37 16 56782307 56782307 Missense_Mutation SNP C T 3 45 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_45 Pre-Treatment NLRC5 84166 37 16 57088981 57088981 Missense_Mutation SNP G A 5 82 c.3634G>A c.(3634-3636)GAG>AAG p.E1212K

Pat_45 Pre-Treatment CDH8 1006 37 16 61858972 61858972 Missense_Mutation SNP G A 5 110 c.779C>T c.(778-780)ACG>ATG p.T260M

Pat_45 Pre-Treatment CES2 8824 37 16 66973139 66973139 Missense_Mutation SNP G A 4 104 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_45 Pre-Treatment LRRC50 123872 37 16 84182710 84182710 Missense_Mutation SNP G A 4 133 c.223G>A c.(223-225)GCA>ACA p.A75T

Pat_45 Pre-Treatment ABR 29 37 17 1028606 1028606 Missense_Mutation SNP G A 4 47 c.158C>T c.(157-159)TCG>TTG p.S53L

Pat_45 Pre-Treatment PAFAH1B1 5048 37 17 2577437 2577437 Missense_Mutation SNP G A 4 121 c.755G>A c.(754-756)TGT>TAT p.C252Y

Pat_45 Pre-Treatment OR3A1 4994 37 17 3195798 3195798 Nonsense_Mutation SNP G A 3 55 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_45 Pre-Treatment OR3A3 8392 37 17 3324354 3324354 Missense_Mutation SNP G A 4 137 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_45 Pre-Treatment C17orf74 201243 37 17 7329824 7329824 Nonsense_Mutation SNP C T 4 97 c.514C>T c.(514-516)CGA>TGA p.R172*

Pat_45 Pre-Treatment MYH10 4628 37 17 8424195 8424195 Splice_Site SNP C T 4 82 c.2180_splice c.e17+1 p.R727_splice

Pat_45 Pre-Treatment MYH8 4626 37 17 10307736 10307736 Missense_Mutation SNP C T 4 83 c.2599G>A c.(2599-2601)GCC>ACC p.A867T

Pat_45 Pre-Treatment ELAC2 60528 37 17 12899865 12899865 Missense_Mutation SNP G A 3 60 c.1658C>T c.(1657-1659)ACG>ATG p.T553M

Pat_45 Pre-Treatment EVI2B 2124 37 17 29631910 29631910 Missense_Mutation SNP C T 4 79 c.718G>A c.(718-720)GGT>AGT p.G240S

Pat_45 Pre-Treatment AP2B1 163 37 17 33977594 33977594 Missense_Mutation SNP C T 4 84 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_45 Pre-Treatment GGNBP2 79893 37 17 34945798 34945798 Missense_Mutation SNP G A 5 188 c.2051G>A c.(2050-2052)AGG>AAG p.R684K

Pat_45 Pre-Treatment SMARCE1 6605 37 17 38787103 38787103 Missense_Mutation SNP C T 3 72 c.890G>A c.(889-891)CGC>CAC p.R297H

Pat_45 Pre-Treatment KRT23 25984 37 17 39092582 39092582 Missense_Mutation SNP C T 4 118 c.274G>A c.(274-276)GCC>ACC p.A92T

Pat_45 Pre-Treatment KRT33A 3883 37 17 39502820 39502820 Missense_Mutation SNP G A 4 81 c.977C>T c.(976-978)GCG>GTG p.A326V

Pat_45 Pre-Treatment JUP 3728 37 17 39681184 39681184 Missense_Mutation SNP C T 49 55 c.1060G>A c.(1060-1062)GAT>AAT p.D354N

Pat_45 Pre-Treatment KCNH4 23415 37 17 40323967 40323967 Missense_Mutation SNP A G 2 4 c.1034T>C c.(1033-1035)CTG>CCG p.L345P

Pat_45 Pre-Treatment KCNH4 23415 37 17 40330137 40330137 Missense_Mutation SNP C T 29 45 c.566G>A c.(565-567)GGA>GAA p.G189E

Pat_45 Pre-Treatment BRCA1 672 37 17 41228590 41228590 Nonsense_Mutation SNP G A 4 112 c.4399C>T c.(4399-4401)CAG>TAG p.Q1467*

Pat_45 Pre-Treatment CDC27 996 37 17 45219248 45219248 Missense_Mutation SNP C T 11 354 c.1522G>A c.(1522-1524)GCC>ACC p.A508T

Pat_45 Pre-Treatment KPNB1 3837 37 17 45755440 45755440 Missense_Mutation SNP C T 5 203 c.2132C>T c.(2131-2133)CCG>CTG p.P711L

Pat_45 Pre-Treatment CBX1 10951 37 17 46153428 46153428 Missense_Mutation SNP G A 3 49 c.253C>T c.(253-255)CGC>TGC p.R85C



Pat_45 Pre-Treatment B4GALNT2 124872 37 17 47247085 47247085 Missense_Mutation SNP G A 3 19 c.1696G>A c.(1696-1698)GCA>ACA p.A566T

Pat_45 Pre-Treatment CA4 762 37 17 58234829 58234829 Missense_Mutation SNP G A 3 57 c.310G>A c.(310-312)GGA>AGA p.G104R

Pat_45 Pre-Treatment DDX42 11325 37 17 61886234 61886234 Missense_Mutation SNP G A 6 254 c.1078G>A c.(1078-1080)GTA>ATA p.V360I

Pat_45 Pre-Treatment HELZ 9931 37 17 65214908 65214908 Nonsense_Mutation SNP T A 3 87 c.13A>T c.(13-15)AGA>TGA p.R5*

Pat_45 Pre-Treatment NUP85 79902 37 17 73208149 73208149 Missense_Mutation SNP A G 3 110 c.353A>G c.(352-354)CAG>CGG p.Q118R

Pat_45 Pre-Treatment EVPL 2125 37 17 74005546 74005546 Missense_Mutation SNP G A 3 51 c.3740C>T c.(3739-3741)ACG>ATG p.T1247M

Pat_45 Pre-Treatment EVPL 2125 37 17 74019694 74019694 Missense_Mutation SNP C G 2 4 c.240G>C c.(238-240)CAG>CAC p.Q80H

Pat_45 Pre-Treatment CARD14 79092 37 17 78163634 78163634 Missense_Mutation SNP G A 3 23 c.926G>A c.(925-927)CGG>CAG p.R309Q

Pat_45 Pre-Treatment FLJ35220 284131 37 17 78402411 78402411 Nonsense_Mutation SNP C T 2 2 c.730C>T c.(730-732)CGA>TGA p.R244*

Pat_45 Pre-Treatment DLGAP1 9229 37 18 3582121 3582121 Missense_Mutation SNP C T 4 110 c.1717G>A c.(1717-1719)GGA>AGA p.G573R

Pat_45 Pre-Treatment CABLES1 91768 37 18 20815983 20815983 Missense_Mutation SNP G A 3 93 c.1310G>A c.(1309-1311)CGG>CAG p.R437Q

Pat_45 Pre-Treatment KIAA1012 22878 37 18 29447422 29447422 Missense_Mutation SNP T G 27 83 c.2406A>C c.(2404-2406)GAA>GAC p.E802D

Pat_45 Pre-Treatment DTNA 1837 37 18 32335949 32335949 Missense_Mutation SNP A C 4 78 c.9A>C c.(7-9)GAA>GAC p.E3D

Pat_45 Pre-Treatment SLC14A2 8170 37 18 43219790 43219790 Missense_Mutation SNP C T 3 65 c.923C>T c.(922-924)GCT>GTT p.A308V

Pat_45 Pre-Treatment PSTPIP2 9050 37 18 43579439 43579439 Missense_Mutation SNP C T 4 131 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_45 Pre-Treatment MYO5B 4645 37 18 47432958 47432958 Nonsense_Mutation SNP G A 17 36 c.2245C>T c.(2245-2247)CGA>TGA p.R749*

Pat_45 Pre-Treatment ALPK2 115701 37 18 56247145 56247145 Missense_Mutation SNP C G 9 36 c.863G>C c.(862-864)AGT>ACT p.S288T

Pat_45 Pre-Treatment CDH7 1005 37 18 63511183 63511183 Missense_Mutation SNP G A 23 95 c.1117G>A c.(1117-1119)GAG>AAG p.E373K

Pat_45 Pre-Treatment CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 18 48 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_45 Pre-Treatment NETO1 81832 37 18 70450954 70450954 Missense_Mutation SNP C T 33 175 c.827G>A c.(826-828)CGA>CAA p.R276Q

Pat_45 Pre-Treatment CNDP2 55748 37 18 72185827 72185827 Missense_Mutation SNP G A 4 103 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_45 Pre-Treatment BTBD2 55643 37 19 1997440 1997440 Missense_Mutation SNP C T 4 112 c.430G>A c.(430-432)GCC>ACC p.A144T

Pat_45 Pre-Treatment PIP5K1C 23396 37 19 3642933 3642933 Missense_Mutation SNP G A 6 89 c.1654C>T c.(1654-1656)CGC>TGC p.R552C

Pat_45 Pre-Treatment CHAF1A 10036 37 19 4409310 4409310 Missense_Mutation SNP C T 16 68 c.514C>T c.(514-516)CCT>TCT p.P172S

Pat_45 Pre-Treatment TNFSF14 8740 37 19 6669966 6669966 Missense_Mutation SNP C T 33 173 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_45 Pre-Treatment INSR 3643 37 19 7122913 7122913 Missense_Mutation SNP G A 2 2 c.3346C>T c.(3346-3348)CGT>TGT p.R1116C

Pat_45 Pre-Treatment CLEC4G 339390 37 19 7794279 7794279 Nonsense_Mutation SNP C T 6 4 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Pre-Treatment KANK3 256949 37 19 8389972 8389972 Missense_Mutation SNP C T 3 18 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_45 Pre-Treatment MUC16 94025 37 19 9068846 9068846 Missense_Mutation SNP C T 25 66 c.18600G>A c.(18598-18600)ATG>ATA p.M6200I

Pat_45 Pre-Treatment ZNF426 79088 37 19 9639255 9639255 Missense_Mutation SNP C T 5 203 c.1466G>A c.(1465-1467)AGT>AAT p.S489N

Pat_45 Pre-Treatment ZNF625 90589 37 19 12256929 12256929 Missense_Mutation SNP G A 30 43 c.104C>T c.(103-105)TCA>TTA p.S35L

Pat_45 Pre-Treatment IL27RA 9466 37 19 14161617 14161617 Missense_Mutation SNP C T 3 38 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_45 Pre-Treatment CD97 976 37 19 14517213 14517213 Missense_Mutation SNP G A 2 1 c.1892G>A c.(1891-1893)AGC>AAC p.S631N

Pat_45 Pre-Treatment LOC100130932 100130932 37 19 14600293 14600293 Missense_Mutation SNP C T 4 95 c.94C>T c.(94-96)CGG>TGG p.R32W

Pat_45 Pre-Treatment C19orf44 84167 37 19 16612191 16612191 Missense_Mutation SNP G T 4 84 c.588G>T c.(586-588)TTG>TTT p.L196F

Pat_45 Pre-Treatment NWD1 284434 37 19 16902281 16902281 Missense_Mutation SNP G A 3 12 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_45 Pre-Treatment NWD1 284434 37 19 16908590 16908590 Missense_Mutation SNP C T 5 159 c.3352C>T c.(3352-3354)CGC>TGC p.R1118C

Pat_45 Pre-Treatment GLT25D1 79709 37 19 17671237 17671237 Missense_Mutation SNP T C 3 82 c.452T>C c.(451-453)CTG>CCG p.L151P

Pat_45 Pre-Treatment MAP1S 55201 37 19 17837868 17837868 Missense_Mutation SNP G A 2 3 c.1675G>A c.(1675-1677)GCA>ACA p.A559T

Pat_45 Pre-Treatment PDE4C 5143 37 19 18322645 18322645 Missense_Mutation SNP C T 13 68 c.1715G>A c.(1714-1716)GGA>GAA p.G572E

Pat_45 Pre-Treatment LOC284441 284441 37 19 20369281 20369281 Missense_Mutation SNP G A 51 175 c.74G>A c.(73-75)CGA>CAA p.R25Q

Pat_45 Pre-Treatment ZNF493 284443 37 19 21606988 21606988 Missense_Mutation SNP A G 5 204 c.1143A>G c.(1141-1143)ATA>ATG p.I381M

Pat_45 Pre-Treatment ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 4 184 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_45 Pre-Treatment RGS9BP 388531 37 19 33167684 33167684 Missense_Mutation SNP G A 2 3 c.515G>A c.(514-516)CGC>CAC p.R172H

Pat_45 Pre-Treatment GRAMD1A 57655 37 19 35500079 35500079 Missense_Mutation SNP G A 4 111 c.65G>A c.(64-66)CGG>CAG p.R22Q

Pat_45 Pre-Treatment ZNF568 374900 37 19 37441709 37441709 Missense_Mutation SNP C T 10 52 c.1654C>T c.(1654-1656)CAT>TAT p.H552Y

Pat_45 Pre-Treatment RYR1 6261 37 19 38942437 38942437 Missense_Mutation SNP G A 3 52 c.1156G>A c.(1156-1158)GCA>ACA p.A386T



Pat_45 Pre-Treatment GMFG 9535 37 19 39819654 39819654 Missense_Mutation SNP C T 4 103 c.343G>A c.(343-345)GCA>ACA p.A115T

Pat_45 Pre-Treatment BLVRB 645 37 19 40964341 40964341 Missense_Mutation SNP G A 4 14 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_45 Pre-Treatment NUMBL 9253 37 19 41188842 41188842 Missense_Mutation SNP C T 4 108 c.281G>A c.(280-282)CGG>CAG p.R94Q

Pat_45 Pre-Treatment CYP2S1 29785 37 19 41704369 41704369 Missense_Mutation SNP C T 4 91 c.496C>T c.(496-498)CGC>TGC p.R166C

Pat_45 Pre-Treatment ARHGEF1 9138 37 19 42408220 42408220 Missense_Mutation SNP G A 4 72 c.1951G>A c.(1951-1953)GAG>AAG p.E651K

Pat_45 Pre-Treatment ZNF223 7766 37 19 44570909 44570909 Missense_Mutation SNP C T 32 143 c.928C>T c.(928-930)CAC>TAC p.H310Y

Pat_45 Pre-Treatment APOC2 344 37 19 45451740 45451740 Missense_Mutation SNP G A 3 81 c.5G>A c.(4-6)GGC>GAC p.G2D

Pat_45 Pre-Treatment MARK4 57787 37 19 45790890 45790890 Missense_Mutation SNP C T 4 23 c.1462C>T c.(1462-1464)CCA>TCA p.P488S

Pat_45 Pre-Treatment GRLF1 2909 37 19 47424681 47424681 Missense_Mutation SNP G A 5 221 c.2749G>A c.(2749-2751)GGA>AGA p.G917R

Pat_45 Pre-Treatment DHX34 9704 37 19 47856634 47856634 Missense_Mutation SNP G A 4 116 c.347G>A c.(346-348)CGG>CAG p.R116Q

Pat_45 Pre-Treatment GLTSCR1 29998 37 19 48183493 48183493 Missense_Mutation SNP G A 2 0 c.1066G>A c.(1066-1068)GCG>ACG p.A356T

Pat_45 Pre-Treatment IZUMO1 284359 37 19 49248955 49248955 Missense_Mutation SNP C T 31 148 c.162G>A c.(160-162)ATG>ATA p.M54I

Pat_45 Pre-Treatment GYS1 2997 37 19 49494681 49494681 Missense_Mutation SNP C T 5 274 c.178G>A c.(178-180)GAC>AAC p.D60N

Pat_45 Pre-Treatment PRR12 57479 37 19 50105048 50105048 Missense_Mutation SNP C T 6 23 c.4646C>T c.(4645-4647)GCC>GTC p.A1549V

Pat_45 Pre-Treatment SIGLEC11 114132 37 19 50462331 50462331 Missense_Mutation SNP G A 3 40 c.1061C>T c.(1060-1062)CCT>CTT p.P354L

Pat_45 Pre-Treatment MYBPC2 4606 37 19 50962555 50962555 Missense_Mutation SNP G A 3 24 c.2783G>A c.(2782-2784)CGC>CAC p.R928H

Pat_45 Pre-Treatment KLK15 55554 37 19 51329900 51329900 Missense_Mutation SNP C T 3 69 c.595G>A c.(595-597)GGC>AGC p.G199S

Pat_45 Pre-Treatment HAS1 3036 37 19 52220383 52220383 Missense_Mutation SNP C T 26 76 c.766G>A c.(766-768)GAG>AAG p.E256K

Pat_45 Pre-Treatment ZNF616 90317 37 19 52618799 52618799 Missense_Mutation SNP G A 5 247 c.1618C>T c.(1618-1620)CGG>TGG p.R540W

Pat_45 Pre-Treatment ZNF160 90338 37 19 53589523 53589524 Missense_Mutation DNP GG AA 23 63 c.6_7CC>TT c.(4-9)GCCCTT>GCTTTT p.L3F

Pat_45 Pre-Treatment DPRX 503834 37 19 54140183 54140183 Missense_Mutation SNP G A 5 157 c.517G>A c.(517-519)GCT>ACT p.A173T

Pat_45 Pre-Treatment CACNG7 59284 37 19 54418696 54418696 Missense_Mutation SNP G A 4 94 c.361G>A c.(361-363)GGC>AGC p.G121S

Pat_45 Pre-Treatment RPS9 6203 37 19 54711307 54711307 Missense_Mutation SNP G A 4 85 c.449G>A c.(448-450)CGC>CAC p.R150H

Pat_45 Pre-Treatment LILRA1 11024 37 19 55106729 55106729 Missense_Mutation SNP C T 25 104 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_45 Pre-Treatment LILRB1 10859 37 19 55146735 55146735 Missense_Mutation SNP G A 16 57 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_45 Pre-Treatment KIR2DS4 3809 37 19 55354347 55354347 Missense_Mutation SNP C T 107 181 c.689C>T c.(688-690)TCA>TTA p.S230L

Pat_45 Pre-Treatment BRSK1 84446 37 19 55800943 55800943 Missense_Mutation SNP G A 4 97 c.413G>A c.(412-414)CGC>CAC p.R138H

Pat_45 Pre-Treatment CCDC106 29903 37 19 56160423 56160423 Missense_Mutation SNP G A 4 110 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_45 Pre-Treatment NLRP11 204801 37 19 56307518 56307518 Missense_Mutation SNP G A 5 164 c.2270C>T c.(2269-2271)CCG>CTG p.P757L

Pat_45 Pre-Treatment NLRP4 147945 37 19 56363558 56363558 Missense_Mutation SNP G A 8 47 c.112G>A c.(112-114)GAA>AAA p.E38K

Pat_45 Pre-Treatment NLRP4 147945 37 19 56372838 56372838 Missense_Mutation SNP G A 3 58 c.1943G>A c.(1942-1944)AGC>AAC p.S648N

Pat_45 Pre-Treatment NLRP5 126206 37 19 56539247 56539247 Missense_Mutation SNP G A 8 7 c.1648G>A c.(1648-1650)GAC>AAC p.D550N

Pat_45 Pre-Treatment KIDINS220 57498 37 2 8934045 8934045 Missense_Mutation SNP G A 44 95 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_45 Pre-Treatment GREB1 9687 37 2 11767162 11767162 Missense_Mutation SNP G A 3 48 c.4381G>A c.(4381-4383)GCA>ACA p.A1461T

Pat_45 Pre-Treatment LPIN1 23175 37 2 11955254 11955254 Missense_Mutation SNP G A 3 73 c.2182G>A c.(2182-2184)GGG>AGG p.G728R

Pat_45 Pre-Treatment MATN3 4148 37 2 20205796 20205796 Nonsense_Mutation SNP G A 20 40 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_45 Pre-Treatment ATAD2B 54454 37 2 23980810 23980810 Missense_Mutation SNP C T 3 82 c.3556G>A c.(3556-3558)GTA>ATA p.V1186I

Pat_45 Pre-Treatment NCOA1 8648 37 2 24964714 24964714 Missense_Mutation SNP G A 3 56 c.3365G>A c.(3364-3366)CGA>CAA p.R1122Q

Pat_45 Pre-Treatment C2orf70 339778 37 2 26800463 26800463 Missense_Mutation SNP G A 4 61 c.428G>A c.(427-429)AGG>AAG p.R143K

Pat_45 Pre-Treatment DPYSL5 56896 37 2 27121425 27121425 Missense_Mutation SNP G A 4 135 c.58G>A c.(58-60)GAT>AAT p.D20N

Pat_45 Pre-Treatment ABHD1 84696 37 2 27352478 27352478 Missense_Mutation SNP G A 4 36 c.601G>A c.(601-603)GGC>AGC p.G201S

Pat_45 Pre-Treatment C2orf16 84226 37 2 27803008 27803008 Missense_Mutation SNP G A 10 67 c.3569G>A c.(3568-3570)CGG>CAG p.R1190Q

Pat_45 Pre-Treatment SLC4A1AP 22950 37 2 27900620 27900620 Missense_Mutation SNP C T 31 108 c.1592C>T c.(1591-1593)CCA>CTA p.P531L

Pat_45 Pre-Treatment CEP68 23177 37 2 65299218 65299218 Nonsense_Mutation SNP C T 4 87 c.988C>T c.(988-990)CAG>TAG p.Q330*

Pat_45 Pre-Treatment SEMA4F 10505 37 2 74902386 74902386 Missense_Mutation SNP G A 4 79 c.1247G>A c.(1246-1248)AGG>AAG p.R416K

Pat_45 Pre-Treatment FLJ40330 645784 37 2 89082281 89082281 Splice_Site SNP T C 3 136 c.397_splice c.e3+2

Pat_45 Pre-Treatment ASTL 431705 37 2 96798324 96798324 Missense_Mutation SNP C T 4 89 c.592G>A c.(592-594)GAC>AAC p.D198N



Pat_45 Pre-Treatment ST6GAL2 84620 37 2 107459979 107459979 Missense_Mutation SNP G A 4 133 c.455C>T c.(454-456)TCC>TTC p.S152F

Pat_45 Pre-Treatment POTEE 445582 37 2 132020967 132020967 Missense_Mutation SNP G A 9 48 c.1939G>A c.(1939-1941)GAA>AAA p.E647K

Pat_45 Pre-Treatment GPR39 2863 37 2 133174679 133174679 Missense_Mutation SNP G A 4 87 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_45 Pre-Treatment ZRANB3 84083 37 2 136033282 136033282 Missense_Mutation SNP T C 21 59 c.1010A>G c.(1009-1011)GAT>GGT p.D337G

Pat_45 Pre-Treatment CACNB4 785 37 2 152739875 152739875 Missense_Mutation SNP C T 36 164 c.157G>A c.(157-159)GAT>AAT p.D53N

Pat_45 Pre-Treatment NOSTRIN 115677 37 2 169716093 169716093 Missense_Mutation SNP A C 58 154 c.1125A>C c.(1123-1125)CAA>CAC p.Q375H

Pat_45 Pre-Treatment LRP2 4036 37 2 170062971 170062971 Missense_Mutation SNP G A 4 94 c.7259C>T c.(7258-7260)ACT>ATT p.T2420I

Pat_45 Pre-Treatment GPR155 151556 37 2 175346273 175346273 Missense_Mutation SNP G A 57 465 c.412C>T c.(412-414)CCT>TCT p.P138S

Pat_45 Pre-Treatment TTN 7273 37 2 179459373 179459373 Missense_Mutation SNP G A 5 138 c.50144C>T c.(50143-50145)ACT>ATT p.T16715I

Pat_45 Pre-Treatment TTN 7273 37 2 179469836 179469836 Missense_Mutation SNP C T 5 141 c.46364G>A c.(46363-46365)CGA>CAA p.R15455Q

Pat_45 Pre-Treatment TTN 7273 37 2 179614255 179614255 Missense_Mutation SNP G A 27 85 c.12872C>T c.(12871-12873)GCT>GTT p.A4291V

Pat_45 Pre-Treatment CERKL 375298 37 2 182430229 182430229 Missense_Mutation SNP C T 7 369 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_45 Pre-Treatment NAB1 4664 37 2 191524260 191524260 Missense_Mutation SNP G T 4 97 c.358G>T c.(358-360)GCC>TCC p.A120S

Pat_45 Pre-Treatment SDPR 8436 37 2 192701344 192701344 Missense_Mutation SNP C T 14 32 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_45 Pre-Treatment AOX1 316 37 2 201527615 201527616 Missense_Mutation DNP GG AA 50 152 c.3466_3467GG>AAc.(3466-3468)GGC>AAC p.G1156N

Pat_45 Pre-Treatment NOP58 51602 37 2 203149129 203149129 Missense_Mutation SNP G A 4 129 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_45 Pre-Treatment DYTN 391475 37 2 207564538 207564538 Missense_Mutation SNP G A 3 59 c.632C>T c.(631-633)CCG>CTG p.P211L

Pat_45 Pre-Treatment ABCA12 26154 37 2 215875192 215875192 Missense_Mutation SNP G A 4 54 c.2335C>T c.(2335-2337)CCA>TCA p.P779S

Pat_45 Pre-Treatment CXCR2 3579 37 2 219000231 219000231 Missense_Mutation SNP G A 5 264 c.707G>A c.(706-708)CGT>CAT p.R236H

Pat_45 Pre-Treatment COL4A4 1286 37 2 227973581 227973581 Missense_Mutation SNP G A 3 34 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_45 Pre-Treatment PSMD1 5707 37 2 231948392 231948392 Missense_Mutation SNP G A 4 137 c.1637G>A c.(1636-1638)CGT>CAT p.R546H

Pat_45 Pre-Treatment HDAC4 9759 37 2 240016726 240016726 Missense_Mutation SNP G A 4 127 c.2245C>T c.(2245-2247)CTC>TTC p.L749F

Pat_45 Pre-Treatment ATG4B 23192 37 2 242590687 242590687 Missense_Mutation SNP G A 3 25 c.121G>A c.(121-123)GAG>AAG p.E41K

Pat_45 Pre-Treatment TRIB3 57761 37 20 372154 372155 Missense_Mutation DNP AC TT 7 18 c.515_516AC>TT c.(514-516)CAC>CTT p.H172L

Pat_45 Pre-Treatment SIRPG 55423 37 20 1616833 1616833 Splice_Site SNP C T 3 55 c.748_splice c.e3+1 p.V250_splice

Pat_45 Pre-Treatment FASTKD5 60493 37 20 3127727 3127727 Missense_Mutation SNP G A 5 76 c.1990C>T c.(1990-1992)CCT>TCT p.P664S

Pat_45 Pre-Treatment JAG1 182 37 20 10630918 10630918 Nonsense_Mutation SNP C T 24 74 c.1211G>A c.(1210-1212)TGG>TAG p.W404*

Pat_45 Pre-Treatment CD93 22918 37 20 23065529 23065529 Missense_Mutation SNP G A 4 74 c.1301C>T c.(1300-1302)CCG>CTG p.P434L

Pat_45 Pre-Treatment PLUNC 51297 37 20 31829222 31829222 Missense_Mutation SNP G A 125 245 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_45 Pre-Treatment NCOA6 23054 37 20 33337708 33337708 Missense_Mutation SNP C T 3 60 c.2290G>A c.(2290-2292)GGA>AGA p.G764R

Pat_45 Pre-Treatment RALGAPB 57148 37 20 37126006 37126006 Missense_Mutation SNP G A 4 113 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_45 Pre-Treatment ADA 100 37 20 43255157 43255157 Missense_Mutation SNP C T 4 76 c.302G>A c.(301-303)CGG>CAG p.R101Q

Pat_45 Pre-Treatment SLC35C2 51006 37 20 44987058 44987058 Missense_Mutation SNP C T 4 120 c.88G>A c.(88-90)GGC>AGC p.G30S

Pat_45 Pre-Treatment PHACTR3 116154 37 20 58318169 58318169 Missense_Mutation SNP G A 37 94 c.126G>A c.(124-126)ATG>ATA p.M42I

Pat_45 Pre-Treatment PHACTR3 116154 37 20 58342267 58342267 Missense_Mutation SNP G A 27 37 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_45 Pre-Treatment DIDO1 11083 37 20 61510767 61510767 Missense_Mutation SNP G A 2 2 c.6541C>T c.(6541-6543)CGC>TGC p.R2181C

Pat_45 Pre-Treatment TIAM1 7074 37 21 32513700 32513700 Missense_Mutation SNP G A 4 85 c.3598C>T c.(3598-3600)CTC>TTC p.L1200F

Pat_45 Pre-Treatment TIAM1 7074 37 21 32595763 32595763 Missense_Mutation SNP C T 70 175 c.1954G>A c.(1954-1956)GGC>AGC p.G652S

Pat_45 Pre-Treatment DYRK1A 1859 37 21 38845021 38845021 Missense_Mutation SNP C T 5 169 c.46C>T c.(46-48)CGG>TGG p.R16W

Pat_45 Pre-Treatment BRWD1 54014 37 21 40582064 40582064 Missense_Mutation SNP C T 29 98 c.4054G>A c.(4054-4056)GAT>AAT p.D1352N

Pat_45 Pre-Treatment COL18A1 80781 37 21 46930009 46930009 Missense_Mutation SNP C T 2 1 c.4763C>T c.(4762-4764)TCA>TTA p.S1588L

Pat_45 Pre-Treatment PCNT 5116 37 21 47754455 47754455 Missense_Mutation SNP C T 4 77 c.412C>T c.(412-414)CAC>TAC p.H138Y

Pat_45 Pre-Treatment CECR6 27439 37 22 17600757 17600757 Missense_Mutation SNP G A 2 1 c.1261C>T c.(1261-1263)CCC>TCC p.P421S

Pat_45 Pre-Treatment CECR5 27440 37 22 17624015 17624015 Missense_Mutation SNP G A 21 40 c.544C>T c.(544-546)CCG>TCG p.P182S

Pat_45 Pre-Treatment TBX1 6899 37 22 19766821 19766821 Missense_Mutation SNP G A 4 61 c.1088G>A c.(1087-1089)AGG>AAG p.R363K

Pat_45 Pre-Treatment ZDHHC8 29801 37 22 20128852 20128852 Missense_Mutation SNP G A 3 31 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_45 Pre-Treatment RTDR1 27156 37 22 23401726 23401726 Missense_Mutation SNP C T 4 57 c.961G>A c.(961-963)GTG>ATG p.V321M



Pat_45 Pre-Treatment BCR 613 37 22 23631788 23631788 Missense_Mutation SNP C T 7 38 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_45 Pre-Treatment ZNF70 7621 37 22 24086387 24086387 Missense_Mutation SNP C T 4 103 c.941G>A c.(940-942)GGG>GAG p.G314E

Pat_45 Pre-Treatment MYO18B 84700 37 22 26400684 26400684 Missense_Mutation SNP G A 13 45 c.6333G>A c.(6331-6333)ATG>ATA p.M2111I

Pat_45 Pre-Treatment SEZ6L 23544 37 22 26688759 26688759 Missense_Mutation SNP C T 3 15 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_45 Pre-Treatment HPS4 89781 37 22 26854482 26854482 Missense_Mutation SNP C A 3 48 c.1775G>T c.(1774-1776)AGG>ATG p.R592M

Pat_45 Pre-Treatment KREMEN1 83999 37 22 29537939 29537939 Missense_Mutation SNP C T 4 124 c.1267C>T c.(1267-1269)CGT>TGT p.R423C

Pat_45 Pre-Treatment AP1B1 162 37 22 29746040 29746040 Missense_Mutation SNP G A 6 167 c.1255C>T c.(1255-1257)CGC>TGC p.R419C

Pat_45 Pre-Treatment OSBP2 23762 37 22 31289161 31289161 Nonsense_Mutation SNP G A 4 35 c.1922G>A c.(1921-1923)TGG>TAG p.W641*

Pat_45 Pre-Treatment SFI1 9814 37 22 31946325 31946325 Missense_Mutation SNP G A 3 42 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_45 Pre-Treatment MYH9 4627 37 22 36714329 36714329 Missense_Mutation SNP C T 6 309 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_45 Pre-Treatment TMPRSS6 164656 37 22 37466570 37466570 Missense_Mutation SNP C T 4 94 c.1822G>A c.(1822-1824)GCT>ACT p.A608T

Pat_45 Pre-Treatment TAB1 10454 37 22 39811633 39811633 Missense_Mutation SNP C T 12 28 c.299C>T c.(298-300)GCC>GTC p.A100V

Pat_45 Pre-Treatment MPPED1 758 37 22 43870764 43870764 Missense_Mutation SNP G C 3 100 c.555G>C c.(553-555)CAG>CAC p.Q185H

Pat_45 Pre-Treatment UPK3A 7380 37 22 45685025 45685025 Splice_Site SNP G A 4 128 c.571_splice c.e4+1 p.L191_splice

Pat_45 Pre-Treatment PKDREJ 10343 37 22 46654188 46654188 Missense_Mutation SNP C T 4 122 c.5032G>A c.(5032-5034)GTC>ATC p.V1678I

Pat_45 Pre-Treatment JAGN1 84522 37 3 9934877 9934877 Missense_Mutation SNP T G 89 69 c.368T>G c.(367-369)TTC>TGC p.F123C

Pat_45 Pre-Treatment IQSEC1 9922 37 3 12962047 12962047 Missense_Mutation SNP G A 4 78 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_45 Pre-Treatment PLCL2 23228 37 3 17131387 17131387 Missense_Mutation SNP G A 3 52 c.3343G>A c.(3343-3345)GAT>AAT p.D1115N

Pat_45 Pre-Treatment DLEC1 9940 37 3 38158478 38158478 Missense_Mutation SNP G A 3 45 c.4192G>A c.(4192-4194)GGG>AGG p.G1398R

Pat_45 Pre-Treatment COL7A1 1294 37 3 48607707 48607707 Splice_Site SNP C T 3 35 c.7440_splice c.e97+1 p.R2480_splice

Pat_45 Pre-Treatment QARS 5859 37 3 49133496 49133496 Missense_Mutation SNP G A 4 42 c.2294C>T c.(2293-2295)ACT>ATT p.T765I

Pat_45 Pre-Treatment GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 6 20 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_45 Pre-Treatment DAG1 1605 37 3 49569062 49569062 Missense_Mutation SNP G A 4 107 c.1118G>A c.(1117-1119)CGA>CAA p.R373Q

Pat_45 Pre-Treatment RBM5 10181 37 3 50155830 50155830 Missense_Mutation SNP G A 4 48 c.2389G>A c.(2389-2391)GAT>AAT p.D797N

Pat_45 Pre-Treatment TLR9 54106 37 3 52255324 52255324 Missense_Mutation SNP C T 3 24 c.3008G>A c.(3007-3009)CGC>CAC p.R1003H

Pat_45 Pre-Treatment TWF2 11344 37 3 52265154 52265154 Missense_Mutation SNP G A 4 59 c.472C>T c.(472-474)CGC>TGC p.R158C

Pat_45 Pre-Treatment PRKCD 5580 37 3 53217169 53217169 Missense_Mutation SNP G A 4 66 c.604G>A c.(604-606)GAC>AAC p.D202N

Pat_45 Pre-Treatment FLNB 2317 37 3 58108856 58108856 Missense_Mutation SNP G A 4 104 c.3163G>A c.(3163-3165)GTG>ATG p.V1055M

Pat_45 Pre-Treatment ATXN7 6314 37 3 63981842 63981842 Missense_Mutation SNP G A 4 127 c.2344G>A c.(2344-2346)GGG>AGG p.G782R

Pat_45 Pre-Treatment ADCY5 111 37 3 123166474 123166474 Missense_Mutation SNP C T 2 0 c.919G>A c.(919-921)GCC>ACC p.A307T

Pat_45 Pre-Treatment SLC12A8 84561 37 3 124909229 124909229 Missense_Mutation SNP C T 4 115 c.188G>A c.(187-189)GGC>GAC p.G63D

Pat_45 Pre-Treatment MCM2 4171 37 3 127325110 127325110 Missense_Mutation SNP G A 5 152 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_45 Pre-Treatment ZBTB38 253461 37 3 141163272 141163272 Missense_Mutation SNP C T 5 138 c.2042C>T c.(2041-2043)GCT>GTT p.A681V

Pat_45 Pre-Treatment RNF13 11342 37 3 149613348 149613348 Splice_Site SNP G A 5 189 c.409_splice c.e6+1 p.I137_splice

Pat_45 Pre-Treatment GPR87 53836 37 3 151011986 151011986 Missense_Mutation SNP G A 8 361 c.1048C>T c.(1048-1050)CGC>TGC p.R350C

Pat_45 Pre-Treatment C3orf55 152078 37 3 157289043 157289043 Missense_Mutation SNP G A 3 40 c.161G>A c.(160-162)GGA>GAA p.G54E

Pat_45 Pre-Treatment ARPM1 84517 37 3 169486133 169486133 Missense_Mutation SNP G A 4 76 c.206C>T c.(205-207)CCA>CTA p.P69L

Pat_45 Pre-Treatment THPO 7066 37 3 184090434 184090434 Missense_Mutation SNP G A 4 72 c.929C>T c.(928-930)CCA>CTA p.P310L

Pat_45 Pre-Treatment GP5 2814 37 3 194118791 194118791 Missense_Mutation SNP G A 30 36 c.221C>T c.(220-222)ACC>ATC p.T74I

Pat_45 Pre-Treatment MUC4 4585 37 3 195512117 195512117 Missense_Mutation SNP C G 5 4 c.6334G>C c.(6334-6336)GCT>CCT p.A2112P

Pat_45 Pre-Treatment PCYT1A 5130 37 3 195965671 195965671 Missense_Mutation SNP G A 7 18 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Pre-Treatment FGFR3 2261 37 4 1805525 1805525 Missense_Mutation SNP G A 3 34 c.1037G>A c.(1036-1038)GGG>GAG p.G346E

Pat_45 Pre-Treatment RGS12 6002 37 4 3415832 3415832 Missense_Mutation SNP G A 2 2 c.2054G>A c.(2053-2055)AGC>AAC p.S685N

Pat_45 Pre-Treatment HGFAC 3083 37 4 3444502 3444502 Missense_Mutation SNP C T 5 83 c.161C>T c.(160-162)GCG>GTG p.A54V

Pat_45 Pre-Treatment ZBTB49 166793 37 4 4322555 4322555 Missense_Mutation SNP G A 3 30 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_45 Pre-Treatment PSAPL1 768239 37 4 7435406 7435406 Missense_Mutation SNP T C 2 6 c.1201A>G c.(1201-1203)AGG>GGG p.R401G

Pat_45 Pre-Treatment TLR1 7096 37 4 38798346 38798346 Nonsense_Mutation SNP G A 167 259 c.2107C>T c.(2107-2109)CAG>TAG p.Q703*



Pat_45 Pre-Treatment RFC1 5981 37 4 39297270 39297270 Missense_Mutation SNP C T 4 105 c.2921G>A c.(2920-2922)CGT>CAT p.R974H

Pat_45 Pre-Treatment ATP8A1 10396 37 4 42454025 42454025 Missense_Mutation SNP A G 3 49 c.2869T>C c.(2869-2871)TGG>CGG p.W957R

Pat_45 Pre-Treatment RASSF6 166824 37 4 74450977 74450977 Missense_Mutation SNP T C 4 86 c.583A>G c.(583-585)AGG>GGG p.R195G

Pat_45 Pre-Treatment LIN54 132660 37 4 83861083 83861083 Missense_Mutation SNP G A 5 215 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_45 Pre-Treatment PPM1K 152926 37 4 89199310 89199310 Missense_Mutation SNP C T 4 79 c.426G>A c.(424-426)ATG>ATA p.M142I

Pat_45 Pre-Treatment NDST3 9348 37 4 119064828 119064828 Missense_Mutation SNP G A 3 59 c.1528G>A c.(1528-1530)GTC>ATC p.V510I

Pat_45 Pre-Treatment FAT4 79633 37 4 126240061 126240061 Missense_Mutation SNP C T 4 99 c.2495C>T c.(2494-2496)ACT>ATT p.T832I

Pat_45 Pre-Treatment GLRB 2743 37 4 158091830 158091830 Missense_Mutation SNP C T 8 180 c.1444C>T c.(1444-1446)CCT>TCT p.P482S

Pat_45 Pre-Treatment NPY5R 4889 37 4 164272176 164272176 Missense_Mutation SNP G A 13 132 c.751G>A c.(751-753)GAA>AAA p.E251K

Pat_45 Pre-Treatment ANP32C 23520 37 4 165118166 165118166 Missense_Mutation SNP C T 25 39 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_45 Pre-Treatment GK3P 2713 37 4 166199849 166199849 Missense_Mutation SNP C T 5 210 c.949G>A c.(949-951)GCT>ACT p.A317T

Pat_45 Pre-Treatment TLL1 7092 37 4 166915635 166915635 Missense_Mutation SNP G T 12 38 c.464G>T c.(463-465)AGA>ATA p.R155I

Pat_45 Pre-Treatment FAM149A 25854 37 4 187088231 187088231 Missense_Mutation SNP G A 4 42 c.1274G>A c.(1273-1275)AGC>AAC p.S425N

Pat_45 Pre-Treatment CYP4V2 285440 37 4 187118110 187118110 Missense_Mutation SNP C T 4 107 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_45 Pre-Treatment NKD2 85409 37 5 1038318 1038318 Missense_Mutation SNP C T 2 2 c.1186C>T c.(1186-1188)CTC>TTC p.L396F

Pat_45 Pre-Treatment TERT 7015 37 5 1282710 1282710 Missense_Mutation SNP G A 3 24 c.1603C>T c.(1603-1605)CGT>TGT p.R535C

Pat_45 Pre-Treatment SLC6A3 6531 37 5 1406365 1406365 Missense_Mutation SNP C T 4 63 c.1537G>A c.(1537-1539)GGG>AGG p.G513R

Pat_45 Pre-Treatment CTNND2 1501 37 5 11346553 11346553 Missense_Mutation SNP C T 4 129 c.1559G>A c.(1558-1560)GGC>GAC p.G520D

Pat_45 Pre-Treatment PRDM9 56979 37 5 23526999 23526999 Missense_Mutation SNP C T 4 111 c.1802C>T c.(1801-1803)ACA>ATA p.T601I

Pat_45 Pre-Treatment C6 729 37 5 41159253 41159253 Missense_Mutation SNP C T 48 137 c.1787G>A c.(1786-1788)CGA>CAA p.R596Q

Pat_45 Pre-Treatment BDP1 55814 37 5 70818718 70818718 Missense_Mutation SNP G A 4 89 c.5329G>A c.(5329-5331)GTA>ATA p.V1777I

Pat_45 Pre-Treatment CMYA5 202333 37 5 79034609 79034609 Missense_Mutation SNP C T 6 52 c.10021C>T c.(10021-10023)CCA>TCA p.P3341S

Pat_45 Pre-Treatment VCAN 1462 37 5 82834931 82834931 Missense_Mutation SNP G A 4 39 c.6109G>A c.(6109-6111)GCT>ACT p.A2037T

Pat_45 Pre-Treatment SLCO6A1 133482 37 5 101813557 101813557 Missense_Mutation SNP C T 47 139 c.625G>A c.(625-627)GAA>AAA p.E209K

Pat_45 Pre-Treatment TRPC7 57113 37 5 135561775 135561775 Missense_Mutation SNP C T 3 16 c.2206G>A c.(2206-2208)GCC>ACC p.A736T

Pat_45 Pre-Treatment PCDHA6 56142 37 5 140209564 140209564 Missense_Mutation SNP G A 4 62 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_45 Pre-Treatment PCDHGA1 56114 37 5 140712640 140712640 Missense_Mutation SNP T A 29 35 c.2389T>A c.(2389-2391)TTA>ATA p.L797I

Pat_45 Pre-Treatment HDAC3 8841 37 5 141009255 141009255 Missense_Mutation SNP G A 4 134 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_45 Pre-Treatment FCHSD1 89848 37 5 141024239 141024239 Missense_Mutation SNP C T 4 81 c.1543G>A c.(1543-1545)GAG>AAG p.E515K

Pat_45 Pre-Treatment PCDH1 5097 37 5 141242829 141242829 Missense_Mutation SNP G A 21 37 c.3067C>T c.(3067-3069)CGC>TGC p.R1023C

Pat_45 Pre-Treatment SH3RF2 153769 37 5 145439449 145439449 Missense_Mutation SNP C T 18 50 c.1576C>T c.(1576-1578)CTC>TTC p.L526F

Pat_45 Pre-Treatment DPYSL3 1809 37 5 146781115 146781115 Missense_Mutation SNP G A 9 25 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_45 Pre-Treatment FBXO38 81545 37 5 147806803 147806803 Missense_Mutation SNP G A 4 68 c.1946G>A c.(1945-1947)CGA>CAA p.R649Q

Pat_45 Pre-Treatment PPARGC1B 133522 37 5 149212805 149212805 Missense_Mutation SNP C T 3 46 c.1169C>T c.(1168-1170)TCG>TTG p.S390L

Pat_45 Pre-Treatment FAT2 2196 37 5 150921921 150921921 Missense_Mutation SNP C T 13 187 c.8767G>A c.(8767-8769)GAA>AAA p.E2923K

Pat_45 Pre-Treatment TIMD4 91937 37 5 156381747 156381747 Missense_Mutation SNP C T 4 62 c.79G>A c.(79-81)GTT>ATT p.V27I

Pat_45 Pre-Treatment ADAM19 8728 37 5 156929917 156929917 Missense_Mutation SNP C T 24 96 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_45 Pre-Treatment DOCK2 1794 37 5 169116299 169116299 Missense_Mutation SNP G A 23 97 c.805G>A c.(805-807)GAG>AAG p.E269K

Pat_45 Pre-Treatment CNOT6 57472 37 5 179998353 179998353 Missense_Mutation SNP G A 4 88 c.1382G>A c.(1381-1383)AGG>AAG p.R461K

Pat_45 Pre-Treatment PIP5K1P1 206426 37 6 7987158 7987158 Missense_Mutation SNP C T 4 97 c.389C>T c.(388-390)GCG>GTG p.A130V

Pat_45 Pre-Treatment GFOD1 54438 37 6 13486885 13486885 Missense_Mutation SNP C T 4 38 c.238G>A c.(238-240)GCT>ACT p.A80T

Pat_45 Pre-Treatment JARID2 3720 37 6 15501269 15501269 Missense_Mutation SNP C T 4 36 c.2077C>T c.(2077-2079)CGG>TGG p.R693W

Pat_45 Pre-Treatment CAP2 10486 37 6 17551741 17551741 Missense_Mutation SNP G T 4 127 c.1256G>T c.(1255-1257)TGC>TTC p.C419F

Pat_45 Pre-Treatment DCDC2 51473 37 6 24174966 24174966 Missense_Mutation SNP C T 5 122 c.1423G>A c.(1423-1425)GTG>ATG p.V475M

Pat_45 Pre-Treatment SLC17A1 6568 37 6 25826840 25826840 Missense_Mutation SNP C A 3 22 c.56G>T c.(55-57)CGC>CTC p.R19L

Pat_45 Pre-Treatment OR12D2 26529 37 6 29365320 29365320 Missense_Mutation SNP C T 32 182 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_45 Pre-Treatment DPCR1 135656 37 6 30919836 30919837 Missense_Mutation DNP GG AA 23 91 c.3595_3596GG>AAc.(3595-3597)GGG>AAG p.G1199K



Pat_45 Pre-Treatment PSORS1C1 170679 37 6 31106510 31106510 Missense_Mutation SNP G A 5 159 c.121G>A c.(121-123)GTT>ATT p.V41I

Pat_45 Pre-Treatment SLC39A7 7922 37 6 33170780 33170780 Missense_Mutation SNP G A 6 351 c.1034G>A c.(1033-1035)CGG>CAG p.R345Q

Pat_45 Pre-Treatment KIFC1 3833 37 6 33374184 33374184 Missense_Mutation SNP G A 4 69 c.1748G>A c.(1747-1749)CGG>CAG p.R583Q

Pat_45 Pre-Treatment C6orf106 64771 37 6 34614410 34614410 Missense_Mutation SNP C T 4 123 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_45 Pre-Treatment TREML4 285852 37 6 41196184 41196184 Missense_Mutation SNP C A 3 23 c.19C>A c.(19-21)CAC>AAC p.H7N

Pat_45 Pre-Treatment PRPH2 5961 37 6 42689774 42689774 Missense_Mutation SNP G A 3 32 c.299C>T c.(298-300)CCG>CTG p.P100L

Pat_45 Pre-Treatment TCTE1 202500 37 6 44254138 44254138 Missense_Mutation SNP G T 4 41 c.409C>A c.(409-411)CAT>AAT p.H137N

Pat_45 Pre-Treatment EYS 346007 37 6 66204958 66204958 Missense_Mutation SNP G T 4 131 c.346C>A c.(346-348)CAA>AAA p.Q116K

Pat_45 Pre-Treatment IMPG1 3617 37 6 76713637 76713637 Missense_Mutation SNP G A 25 92 c.1166C>T c.(1165-1167)CCT>CTT p.P389L

Pat_45 Pre-Treatment BVES 11149 37 6 105573398 105573398 Missense_Mutation SNP C T 5 272 c.407G>A c.(406-408)CGT>CAT p.R136H

Pat_45 Pre-Treatment FAM26E 254228 37 6 116833142 116833142 Missense_Mutation SNP C T 4 112 c.283C>T c.(283-285)CGT>TGT p.R95C

Pat_45 Pre-Treatment ROS1 6098 37 6 117724427 117724427 Missense_Mutation SNP G A 3 54 c.452C>T c.(451-453)CCG>CTG p.P151L

Pat_45 Pre-Treatment IL20RA 53832 37 6 137330594 137330594 Missense_Mutation SNP C T 19 79 c.439G>A c.(439-441)GAT>AAT p.D147N

Pat_45 Pre-Treatment SYNE1 23345 37 6 152765647 152765647 Missense_Mutation SNP C T 20 78 c.3736G>A c.(3736-3738)GAA>AAA p.E1246K

Pat_45 Pre-Treatment RNASET2 8635 37 6 167366005 167366005 Missense_Mutation SNP C T 28 91 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_45 Pre-Treatment MICALL2 79778 37 7 1481914 1481914 Missense_Mutation SNP G A 14 10 c.1625C>T c.(1624-1626)TCC>TTC p.S542F

Pat_45 Pre-Treatment PMS2 5395 37 7 6026810 6026810 Missense_Mutation SNP G A 4 92 c.1586C>T c.(1585-1587)TCG>TTG p.S529L

Pat_45 Pre-Treatment ZNF853 54753 37 7 6662322 6662322 Missense_Mutation SNP G A 2 2 c.1700G>A c.(1699-1701)CGA>CAA p.R567Q

Pat_45 Pre-Treatment NXPH1 30010 37 7 8790885 8790885 Missense_Mutation SNP G A 4 98 c.302G>A c.(301-303)CGG>CAG p.R101Q

Pat_45 Pre-Treatment TRA2A 29896 37 7 23552565 23552565 Missense_Mutation SNP C T 28 191 c.473G>A c.(472-474)CGA>CAA p.R158Q

Pat_45 Pre-Treatment CLK2P 1197 37 7 23625138 23625138 Missense_Mutation SNP C T 4 85 c.359G>A c.(358-360)CGA>CAA p.R120Q

Pat_45 Pre-Treatment HOXA11 3207 37 7 27222585 27222585 Missense_Mutation SNP G A 6 133 c.772C>T c.(772-774)CGG>TGG p.R258W

Pat_45 Pre-Treatment CPVL 54504 37 7 29126138 29126138 Missense_Mutation SNP G A 115 113 c.571C>T c.(571-573)CCT>TCT p.P191S

Pat_45 Pre-Treatment CHN2 1124 37 7 29535581 29535581 Missense_Mutation SNP G T 4 106 c.668G>T c.(667-669)CGA>CTA p.R223L

Pat_45 Pre-Treatment DPY19L1 23333 37 7 35013211 35013211 Missense_Mutation SNP G A 3 73 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_45 Pre-Treatment MYO1G 64005 37 7 45002693 45002693 Missense_Mutation SNP C T 2 0 c.2776G>A c.(2776-2778)GAC>AAC p.D926N

Pat_45 Pre-Treatment IGFBP3 3486 37 7 45956840 45956840 Missense_Mutation SNP G A 29 246 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Pre-Treatment TYW1B 441250 37 7 72081656 72081656 Splice_Site SNP C T 5 183 c.1785_splice c.e16+1 p.K595_splice

Pat_45 Pre-Treatment ELN 2006 37 7 73458236 73458236 Missense_Mutation SNP G A 3 21 c.455G>A c.(454-456)GGT>GAT p.G152D

Pat_45 Pre-Treatment ELN 2006 37 7 73458239 73458239 Missense_Mutation SNP G C 3 21 c.458G>C c.(457-459)GGC>GCC p.G153A

Pat_45 Pre-Treatment LIMK1 3984 37 7 73521482 73521482 Missense_Mutation SNP G A 3 31 c.1024G>A c.(1024-1026)GGG>AGG p.G342R

Pat_45 Pre-Treatment PCLO 27445 37 7 82430898 82430898 Missense_Mutation SNP C T 46 57 c.14943G>A c.(14941-14943)ATG>ATA p.M4981I

Pat_45 Pre-Treatment PCLO 27445 37 7 82584325 82584325 Missense_Mutation SNP C T 22 254 c.5944G>A c.(5944-5946)GGA>AGA p.G1982R

Pat_45 Pre-Treatment ABCB4 5244 37 7 87037363 87037363 Missense_Mutation SNP G A 6 219 c.3269C>T c.(3268-3270)GCG>GTG p.A1090V

Pat_45 Pre-Treatment SRI 6717 37 7 87846436 87846436 Splice_Site SNP C T 5 266 c.205_splice c.e3+1 p.P69_splice

Pat_45 Pre-Treatment STEAP2 261729 37 7 89854678 89854678 Missense_Mutation SNP C G 114 109 c.282C>G c.(280-282)CAC>CAG p.H94Q

Pat_45 Pre-Treatment AP4M1 9179 37 7 99701259 99701259 Missense_Mutation SNP A G 215 194 c.487A>G c.(487-489)AAA>GAA p.K163E

Pat_45 Pre-Treatment MUC17 140453 37 7 100683878 100683878 Missense_Mutation SNP C T 87 435 c.9181C>T c.(9181-9183)CCT>TCT p.P3061S

Pat_45 Pre-Treatment RELN 5649 37 7 103244910 103244910 Missense_Mutation SNP C T 6 163 c.3029G>A c.(3028-3030)CGC>CAC p.R1010H

Pat_45 Pre-Treatment DLD 1738 37 7 107556059 107556059 Missense_Mutation SNP C T 109 93 c.793C>T c.(793-795)CTT>TTT p.L265F

Pat_45 Pre-Treatment IRF5 3663 37 7 128586065 128586065 Missense_Mutation SNP G A 5 58 c.362G>A c.(361-363)TGC>TAC p.C121Y

Pat_45 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 114 105 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_45 Pre-Treatment CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 56 48 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_45 Pre-Treatment SSPO 23145 37 7 149477982 149477982 Missense_Mutation SNP G A 3 26 c.1753G>A c.(1753-1755)GGT>AGT p.G585S

Pat_45 Pre-Treatment SSPO 23145 37 7 149500187 149500187 Missense_Mutation SNP G A 2 0 c.7813G>A c.(7813-7815)GGC>AGC p.G2605S

Pat_45 Pre-Treatment GALNTL5 168391 37 7 151664473 151664473 Missense_Mutation SNP C T 3 30 c.142C>T c.(142-144)CCT>TCT p.P48S

Pat_45 Pre-Treatment VIPR2 7434 37 7 158935207 158935207 Missense_Mutation SNP G A 158 102 c.82C>T c.(82-84)CAT>TAT p.H28Y



Pat_45 Pre-Treatment DEFA4 1669 37 8 6794369 6794369 Missense_Mutation SNP C T 3 19 c.53G>A c.(52-54)CGG>CAG p.R18Q

Pat_45 Pre-Treatment PINX1 54984 37 8 10677719 10677719 Missense_Mutation SNP C T 4 84 c.455G>A c.(454-456)AGT>AAT p.S152N

Pat_45 Pre-Treatment SH2D4A 63898 37 8 19231157 19231157 Missense_Mutation SNP C T 4 93 c.1034C>T c.(1033-1035)GCC>GTC p.A345V

Pat_45 Pre-Treatment REEP4 80346 37 8 21996301 21996301 Missense_Mutation SNP G A 3 56 c.559C>T c.(559-561)CGG>TGG p.R187W

Pat_45 Pre-Treatment LOXL2 4017 37 8 23159641 23159641 Missense_Mutation SNP C T 35 27 c.2032G>A c.(2032-2034)GAT>AAT p.D678N

Pat_45 Pre-Treatment NEFL 4747 37 8 24813629 24813629 Missense_Mutation SNP C T 2 2 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_45 Pre-Treatment PTK2B 2185 37 8 27297754 27297754 Missense_Mutation SNP C T 3 31 c.1835C>T c.(1834-1836)GCC>GTC p.A612V

Pat_45 Pre-Treatment C8orf41 80185 37 8 33357868 33357868 Missense_Mutation SNP C T 3 99 c.1400G>A c.(1399-1401)CGC>CAC p.R467H

Pat_45 Pre-Treatment GPR124 25960 37 8 37693220 37693220 Missense_Mutation SNP C T 4 87 c.1982C>T c.(1981-1983)TCC>TTC p.S661F

Pat_45 Pre-Treatment ADRB3 155 37 8 37823923 37823923 Missense_Mutation SNP G T 2 0 c.65C>A c.(64-66)CCC>CAC p.P22H

Pat_45 Pre-Treatment WHSC1L1 54904 37 8 38146018 38146018 Missense_Mutation SNP C T 4 132 c.3488G>A c.(3487-3489)AGG>AAG p.R1163K

Pat_45 Pre-Treatment IKBKB 3551 37 8 42178346 42178346 Missense_Mutation SNP G A 4 97 c.1672G>A c.(1672-1674)GGA>AGA p.G558R

Pat_45 Pre-Treatment PRKDC 5591 37 8 48746808 48746808 Missense_Mutation SNP C A 5 276 c.8101G>T c.(8101-8103)GGG>TGG p.G2701W

Pat_45 Pre-Treatment ST18 9705 37 8 53079523 53079523 Missense_Mutation SNP C T 83 137 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_45 Pre-Treatment TMEM68 137695 37 8 56663561 56663561 Missense_Mutation SNP G A 75 127 c.649C>T c.(649-651)CGC>TGC p.R217C

Pat_45 Pre-Treatment CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 32 138 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_45 Pre-Treatment PTDSS1 9791 37 8 97321851 97321851 Splice_Site SNP G A 4 118 c.1073_splice c.e9+1 p.G358_splice

Pat_45 Pre-Treatment RGS22 26166 37 8 100994197 100994197 Missense_Mutation SNP C T 126 248 c.3328G>A c.(3328-3330)GAG>AAG p.E1110K

Pat_45 Pre-Treatment ZHX1 11244 37 8 124267180 124267180 Missense_Mutation SNP C T 6 345 c.1007G>A c.(1006-1008)CGT>CAT p.R336H

Pat_45 Pre-Treatment ZNF572 137209 37 8 125988764 125988764 Missense_Mutation SNP C T 58 78 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_45 Pre-Treatment BAI1 575 37 8 143561116 143561116 Missense_Mutation SNP G A 3 41 c.1789G>A c.(1789-1791)GGA>AGA p.G597R

Pat_45 Pre-Treatment KIFC2 90990 37 8 145694113 145694113 Missense_Mutation SNP C T 4 113 c.1009C>T c.(1009-1011)CGG>TGG p.R337W

Pat_45 Pre-Treatment MFSD3 113655 37 8 145736372 145736372 Splice_Site SNP A G 2 6 c.1066_splice c.e5-2 p.A356_splice

Pat_45 Pre-Treatment CER1 9350 37 9 14722231 14722231 Missense_Mutation SNP C T 19 35 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_45 Pre-Treatment FREM1 158326 37 9 14776179 14776179 Missense_Mutation SNP G A 3 48 c.4465C>T c.(4465-4467)CGG>TGG p.R1489W

Pat_45 Pre-Treatment FREM1 158326 37 9 14859270 14859270 Missense_Mutation SNP C T 4 138 c.542G>A c.(541-543)CGG>CAG p.R181Q

Pat_45 Pre-Treatment C9orf93 203238 37 9 15623350 15623350 Missense_Mutation SNP G A 7 411 c.761G>A c.(760-762)CGA>CAA p.R254Q

Pat_45 Pre-Treatment FANCG 2189 37 9 35078250 35078250 Missense_Mutation SNP G A 4 71 c.398C>T c.(397-399)CCG>CTG p.P133L

Pat_45 Pre-Treatment FRMPD1 22844 37 9 37733588 37733588 Nonsense_Mutation SNP C T 4 47 c.1114C>T c.(1114-1116)CGA>TGA p.R372*

Pat_45 Pre-Treatment FLJ43859 389761 37 9 84547469 84547469 Missense_Mutation SNP C T 26 21 c.2393C>T c.(2392-2394)TCT>TTT p.S798F

Pat_45 Pre-Treatment SLC28A3 64078 37 9 86905169 86905169 Missense_Mutation SNP G A 31 36 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_45 Pre-Treatment CDK20 23552 37 9 90584248 90584248 Missense_Mutation SNP G A 4 51 c.704C>T c.(703-705)CCG>CTG p.P235L

Pat_45 Pre-Treatment ANKRD19 138649 37 9 95576241 95576241 Missense_Mutation SNP C T 4 100 c.407C>T c.(406-408)ACT>ATT p.T136I

Pat_45 Pre-Treatment OR2K2 26248 37 9 114090194 114090194 Missense_Mutation SNP C T 3 56 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_45 Pre-Treatment PTGR1 22949 37 9 114337092 114337092 Missense_Mutation SNP C T 3 93 c.682G>A c.(682-684)GGC>AGC p.G228S

Pat_45 Pre-Treatment OR1J1 347168 37 9 125240181 125240181 Missense_Mutation SNP C T 4 93 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_45 Pre-Treatment AK1 203 37 9 130635040 130635040 Missense_Mutation SNP C T 3 46 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_45 Pre-Treatment NUP188 23511 37 9 131731770 131731770 Missense_Mutation SNP G A 4 55 c.889G>A c.(889-891)GCG>ACG p.A297T

Pat_45 Pre-Treatment C9orf106 414318 37 9 132084535 132084536 Nonsense_Mutation DNP GG AA 24 27 c.443_444GG>AA c.(442-444)TGG>TAA p.W148*

Pat_45 Pre-Treatment BRD3 8019 37 9 136915644 136915644 Missense_Mutation SNP G A 4 51 c.566C>T c.(565-567)ACC>ATC p.T189I

Pat_45 Pre-Treatment C9orf142 286257 37 9 139887380 139887380 Missense_Mutation SNP G A 4 99 c.184G>A c.(184-186)GCC>ACC p.A62T

Pat_45 Pre-Treatment ABCA2 20 37 9 139907164 139907164 Missense_Mutation SNP C T 3 22 c.5078G>A c.(5077-5079)CGG>CAG p.R1693Q

Pat_45 Pre-Treatment PLCXD1 55344 37 X 209850 209850 Missense_Mutation SNP G A 4 66 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_45 Pre-Treatment ARSF 416 37 X 3002349 3002349 Missense_Mutation SNP G A 4 110 c.472G>A c.(472-474)GGG>AGG p.G158R

Pat_45 Pre-Treatment SHROOM2 357 37 X 9862984 9862984 Missense_Mutation SNP G A 3 8 c.1036G>A c.(1036-1038)GCA>ACA p.A346T

Pat_45 Pre-Treatment SH3KBP1 30011 37 X 19568187 19568187 Missense_Mutation SNP C A 4 53 c.1399G>T c.(1399-1401)GAC>TAC p.D467Y

Pat_45 Pre-Treatment KLHL34 257240 37 X 21675800 21675800 Missense_Mutation SNP T C 2 5 c.107A>G c.(106-108)GAG>GGG p.E36G



Pat_45 Pre-Treatment FAM47C 442444 37 X 37027957 37027957 Missense_Mutation SNP G A 28 33 c.1474G>A c.(1474-1476)GAC>AAC p.D492N

Pat_45 Pre-Treatment SYTL5 94122 37 X 37985840 37985840 Splice_Site SNP G A 17 15 c.2051_splice c.e18-1 p.G684_splice

Pat_45 Pre-Treatment DGKK 139189 37 X 50213400 50213400 Missense_Mutation SNP G A 4 73 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_45 Pre-Treatment GSPT2 23708 37 X 51487156 51487156 Missense_Mutation SNP C A 3 11 c.434C>A c.(433-435)GCC>GAC p.A145D

Pat_45 Pre-Treatment GPR173 54328 37 X 53106351 53106351 Missense_Mutation SNP C G 2 10 c.548C>G c.(547-549)GCC>GGC p.A183G

Pat_45 Pre-Treatment PFKFB1 5207 37 X 54960267 54960267 Missense_Mutation SNP C T 3 26 c.1343G>A c.(1342-1344)CGG>CAG p.R448Q

Pat_45 Pre-Treatment NONO 4841 37 X 70514153 70514153 Missense_Mutation SNP G A 23 11 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_45 Pre-Treatment P2RY10 27334 37 X 78216429 78216429 Missense_Mutation SNP C T 33 39 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_45 Pre-Treatment MUM1L1 139221 37 X 105451229 105451229 Missense_Mutation SNP G A 4 28 c.1804G>A c.(1804-1806)GAT>AAT p.D602N

Pat_45 Pre-Treatment RGAG1 57529 37 X 109697032 109697032 Missense_Mutation SNP G A 3 38 c.3187G>A c.(3187-3189)GCC>ACC p.A1063T

Pat_45 Pre-Treatment PGRMC1 10857 37 X 118370342 118370342 Missense_Mutation SNP G A 4 25 c.16G>A c.(16-18)GTG>ATG p.V6M

Pat_45 Pre-Treatment CDR1 1038 37 X 139866323 139866323 Missense_Mutation SNP G A 4 67 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_45 Pre-Treatment MAGEC1 9947 37 X 140994163 140994163 Nonsense_Mutation SNP A T 4 109 c.973A>T c.(973-975)AGA>TGA p.R325*

Pat_45 Pre-Treatment SLITRK4 139065 37 X 142716578 142716578 Missense_Mutation SNP C T 49 39 c.2347G>A c.(2347-2349)GAA>AAA p.E783K

Pat_45 Pre-Treatment CNGA2 1260 37 X 150912089 150912089 Missense_Mutation SNP G A 29 34 c.1114G>A c.(1114-1116)GGC>AGC p.G372S

Pat_45 Pre-Treatment GABRQ 55879 37 X 151820196 151820196 Missense_Mutation SNP G A 20 16 c.1109G>A c.(1108-1110)AGA>AAA p.R370K

Pat_45 Pre-Treatment PLXNB3 5365 37 X 153036336 153036336 Nonsense_Mutation SNP C T 4 40 c.2134C>T c.(2134-2136)CGA>TGA p.R712*

Pat_45 Pre-Treatment DKC1 1736 37 X 153997469 153997469 Missense_Mutation SNP C T 6 172 c.799C>T c.(799-801)CTT>TTT p.L267F

Pat_45 Pre-Treatment NLGN4Y 22829 37 Y 16734114 16734114 Missense_Mutation SNP A T 4 89 c.115A>T c.(115-117)ATT>TTT p.I39F

Pat_45 Post-Resistance CPSF3L 54973 37 1 1249214 1249214 Nonsense_Mutation SNP C T 11 153 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Post-Resistance DVL1 1855 37 1 1273814 1273814 Missense_Mutation SNP C T 15 87 c.1267G>A c.(1267-1269)GCG>ACG p.A423T

Pat_45 Post-Resistance NADK 65220 37 1 1688674 1688674 Missense_Mutation SNP C A 56 208 c.339G>T c.(337-339)ATG>ATT p.M113I

Pat_45 Post-Resistance LRRC47 57470 37 1 3703658 3703658 Missense_Mutation SNP C T 11 85 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_45 Post-Resistance NPHP4 261734 37 1 5923966 5923966 Missense_Mutation SNP C T 4 117 c.4124G>A c.(4123-4125)AGA>AAA p.R1375K

Pat_45 Post-Resistance CHD5 26038 37 1 6191691 6191691 Missense_Mutation SNP C T 4 47 c.3262G>A c.(3262-3264)GCC>ACC p.A1088T

Pat_45 Post-Resistance ICMT 23463 37 1 6292105 6292105 Missense_Mutation SNP C T 6 65 c.529G>A c.(529-531)GCC>ACC p.A177T

Pat_45 Post-Resistance CAMTA1 23261 37 1 7731074 7731074 Missense_Mutation SNP G A 22 219 c.2756G>A c.(2755-2757)GGG>GAG p.G919E

Pat_45 Post-Resistance RERE 473 37 1 8418946 8418946 Missense_Mutation SNP G A 15 111 c.3649C>T c.(3649-3651)CTC>TTC p.L1217F

Pat_45 Post-Resistance RERE 473 37 1 8425964 8425964 Missense_Mutation SNP C T 8 171 c.1355G>A c.(1354-1356)AGG>AAG p.R452K

Pat_45 Post-Resistance SLC2A5 6518 37 1 9098084 9098084 Splice_Site SNP C T 4 50 c.1175_splice c.e11-1 p.S392_splice

Pat_45 Post-Resistance EXOSC10 5394 37 1 11132159 11132159 Missense_Mutation SNP C T 12 148 c.2227G>A c.(2227-2229)GCA>ACA p.A743T

Pat_45 Post-Resistance EXOSC10 5394 37 1 11155912 11155912 Missense_Mutation SNP C T 33 352 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_45 Post-Resistance MTHFR 4524 37 1 11854785 11854785 Splice_Site SNP C T 47 465 c.1166_splice c.e7+1 p.W389_splice

Pat_45 Post-Resistance LOC440563 440563 37 1 13183290 13183290 Missense_Mutation SNP C T 27 279 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_45 Post-Resistance PRDM2 7799 37 1 14107415 14107415 Missense_Mutation SNP C T 13 118 c.3125C>T c.(3124-3126)TCT>TTT p.S1042F

Pat_45 Post-Resistance PRDM2 7799 37 1 14142945 14142945 Missense_Mutation SNP G A 4 158 c.5060G>A c.(5059-5061)CGA>CAA p.R1687Q

Pat_45 Post-Resistance CELA2B 51032 37 1 15812407 15812407 Missense_Mutation SNP C T 21 196 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_45 Post-Resistance SPEN 23013 37 1 16259910 16259910 Missense_Mutation SNP C T 4 100 c.7175C>T c.(7174-7176)TCC>TTC p.S2392F

Pat_45 Post-Resistance RCC2 55920 37 1 17747230 17747230 Missense_Mutation SNP C T 3 43 c.839G>A c.(838-840)TGC>TAC p.C280Y

Pat_45 Post-Resistance TAS1R2 80834 37 1 19166727 19166727 Missense_Mutation SNP G A 9 142 c.1886C>T c.(1885-1887)ACC>ATC p.T629I

Pat_45 Post-Resistance UBR4 23352 37 1 19404519 19404519 Missense_Mutation SNP G A 12 107 c.15275C>T c.(15274-15276)TCT>TTT p.S5092F

Pat_45 Post-Resistance UBR4 23352 37 1 19488940 19488940 Missense_Mutation SNP C T 22 270 c.4930G>A c.(4930-4932)GAG>AAG p.E1644K

Pat_45 Post-Resistance CAPZB 832 37 1 19810694 19810694 Missense_Mutation SNP G A 12 35 c.80C>T c.(79-81)CCC>CTC p.P27L

Pat_45 Post-Resistance KIF17 57576 37 1 21014062 21014062 Missense_Mutation SNP G A 3 30 c.1757C>T c.(1756-1758)GCT>GTT p.A586V

Pat_45 Post-Resistance ECE1 1889 37 1 21616607 21616607 Missense_Mutation SNP C T 6 38 c.94G>A c.(94-96)GTG>ATG p.V32M

Pat_45 Post-Resistance HSPG2 3339 37 1 22161264 22161264 Missense_Mutation SNP G A 9 133 c.10628C>T c.(10627-10629)GCC>GTC p.A3543V

Pat_45 Post-Resistance HSPG2 3339 37 1 22176677 22176677 Missense_Mutation SNP C T 13 178 c.7303G>A c.(7303-7305)GTC>ATC p.V2435I



Pat_45 Post-Resistance AIM1L 55057 37 1 26663745 26663745 Missense_Mutation SNP G A 13 150 c.635C>T c.(634-636)ACG>ATG p.T212M

Pat_45 Post-Resistance OPRD1 4985 37 1 29185675 29185675 Missense_Mutation SNP G A 4 128 c.437G>A c.(436-438)CGC>CAC p.R146H

Pat_45 Post-Resistance SFRS4 6429 37 1 29475127 29475127 Missense_Mutation SNP C T 36 530 c.1280G>A c.(1279-1281)GGT>GAT p.G427D

Pat_45 Post-Resistance SDC3 9672 37 1 31347342 31347342 Missense_Mutation SNP C T 25 295 c.964G>A c.(964-966)GAA>AAA p.E322K

Pat_45 Post-Resistance KPNA6 23633 37 1 32625032 32625032 Missense_Mutation SNP C T 21 153 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_45 Post-Resistance RBBP4 5928 37 1 33138423 33138423 Missense_Mutation SNP C T 3 65 c.1133C>T c.(1132-1134)TCT>TTT p.S378F

Pat_45 Post-Resistance KIAA1522 57648 37 1 33236897 33236897 Missense_Mutation SNP C T 16 182 c.1940C>T c.(1939-1941)TCC>TTC p.S647F

Pat_45 Post-Resistance RNF19B 127544 37 1 33411136 33411136 Missense_Mutation SNP C T 21 222 c.1243G>A c.(1243-1245)GTT>ATT p.V415I

Pat_45 Post-Resistance PHC2 1912 37 1 33794740 33794740 Missense_Mutation SNP C T 5 75 c.2153G>A c.(2152-2154)GGC>GAC p.G718D

Pat_45 Post-Resistance PHC2 1912 37 1 33795814 33795814 Splice_Site SNP C T 10 117 c.2004_splice c.e12-1 p.R668_splice

Pat_45 Post-Resistance EIF2C4 192670 37 1 36297685 36297685 Missense_Mutation SNP C T 10 144 c.1144C>T c.(1144-1146)CCT>TCT p.P382S

Pat_45 Post-Resistance EIF2C1 26523 37 1 36358825 36358825 Missense_Mutation SNP C T 13 78 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_45 Post-Resistance THRAP3 9967 37 1 36755055 36755055 Missense_Mutation SNP C T 5 68 c.1435C>T c.(1435-1437)CCA>TCA p.P479S

Pat_45 Post-Resistance GNL2 29889 37 1 38033897 38033897 Missense_Mutation SNP C T 4 70 c.1930G>A c.(1930-1932)GAA>AAA p.E644K

Pat_45 Post-Resistance RRAGC 64121 37 1 39322646 39322646 Missense_Mutation SNP C T 14 190 c.346G>A c.(346-348)GAT>AAT p.D116N

Pat_45 Post-Resistance ZMPSTE24 10269 37 1 40758286 40758286 Missense_Mutation SNP C T 6 129 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_45 Post-Resistance KIAA0467 23334 37 1 43914296 43914296 Missense_Mutation SNP C T 13 248 c.7286C>T c.(7285-7287)TCC>TTC p.S2429F

Pat_45 Post-Resistance KDM4A 9682 37 1 44134971 44134971 Splice_Site SNP G A 16 188 c.1363_splice c.e10+1 p.D455_splice

Pat_45 Post-Resistance ATP6V0B 533 37 1 44442463 44442463 Missense_Mutation SNP C T 5 102 c.367C>T c.(367-369)CCC>TCC p.P123S

Pat_45 Post-Resistance PTCH2 8643 37 1 45288187 45288187 Missense_Mutation SNP C T 5 48 c.3512G>A c.(3511-3513)GGT>GAT p.G1171D

Pat_45 Post-Resistance TOE1 114034 37 1 45808589 45808589 Missense_Mutation SNP G A 7 59 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_45 Post-Resistance POMGNT1 55624 37 1 46661548 46661548 Missense_Mutation SNP C T 4 53 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_45 Post-Resistance NSUN4 387338 37 1 46810621 46810621 Missense_Mutation SNP C T 11 92 c.242C>T c.(241-243)GCT>GTT p.A81V

Pat_45 Post-Resistance STIL 6491 37 1 47759130 47759130 Missense_Mutation SNP C T 5 82 c.872G>A c.(871-873)AGG>AAG p.R291K

Pat_45 Post-Resistance PRPF38A 84950 37 1 52882346 52882346 Missense_Mutation SNP G A 4 75 c.923G>A c.(922-924)CGG>CAG p.R308Q

Pat_45 Post-Resistance FAM159A 348378 37 1 53122707 53122707 Missense_Mutation SNP C T 21 265 c.568C>T c.(568-570)CCA>TCA p.P190S

Pat_45 Post-Resistance C1orf175 374977 37 1 55158132 55158132 Missense_Mutation SNP G A 9 93 c.2747G>A c.(2746-2748)AGG>AAG p.R916K

Pat_45 Post-Resistance C1orf177 163747 37 1 55280672 55280672 Missense_Mutation SNP G A 30 319 c.1010G>A c.(1009-1011)GGG>GAG p.G337E

Pat_45 Post-Resistance C8B 732 37 1 57417785 57417785 Missense_Mutation SNP G A 10 195 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Post-Resistance OMA1 115209 37 1 58999681 58999681 Missense_Mutation SNP G A 18 175 c.955C>T c.(955-957)CAT>TAT p.H319Y

Pat_45 Post-Resistance KANK4 163782 37 1 62740559 62740559 Missense_Mutation SNP A C 16 236 c.217T>G c.(217-219)TTC>GTC p.F73V

Pat_45 Post-Resistance DOCK7 85440 37 1 63099209 63099209 Missense_Mutation SNP G A 10 184 c.1076C>T c.(1075-1077)GCA>GTA p.A359V

Pat_45 Post-Resistance CACHD1 57685 37 1 65141144 65141144 Missense_Mutation SNP C T 10 206 c.2635C>T c.(2635-2637)CCA>TCA p.P879S

Pat_45 Post-Resistance DNAJC6 9829 37 1 65851433 65851433 Missense_Mutation SNP C T 13 130 c.668C>T c.(667-669)CCC>CTC p.P223L

Pat_45 Post-Resistance RPE65 6121 37 1 68897205 68897205 Missense_Mutation SNP C T 5 57 c.1192G>A c.(1192-1194)GAC>AAC p.D398N

Pat_45 Post-Resistance C1orf173 127254 37 1 75055372 75055372 Missense_Mutation SNP C T 17 317 c.2119G>A c.(2119-2121)GAA>AAA p.E707K

Pat_45 Post-Resistance RBMXL1 494115 37 1 89448975 89448975 Missense_Mutation SNP C T 23 230 c.535G>A c.(535-537)GGA>AGA p.G179R

Pat_45 Post-Resistance RBMXL1 494115 37 1 89449215 89449215 Missense_Mutation SNP G A 5 77 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_45 Post-Resistance GBP6 163351 37 1 89850898 89850898 Missense_Mutation SNP C T 8 164 c.1772C>T c.(1771-1773)CCC>CTC p.P591L

Pat_45 Post-Resistance LRRC8D 55144 37 1 90401185 90401185 Missense_Mutation SNP C T 7 71 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_45 Post-Resistance ZNF644 84146 37 1 91403554 91403554 Missense_Mutation SNP C T 5 108 c.3176G>A c.(3175-3177)GGC>GAC p.G1059D

Pat_45 Post-Resistance C1orf146 388649 37 1 92707815 92707815 Missense_Mutation SNP G A 9 103 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_45 Post-Resistance COL11A1 1301 37 1 103400666 103400666 Missense_Mutation SNP G A 4 44 c.3442C>T c.(3442-3444)CCT>TCT p.P1148S

Pat_45 Post-Resistance COL11A1 1301 37 1 103471401 103471401 Missense_Mutation SNP C G 21 233 c.1838G>C c.(1837-1839)GGT>GCT p.G613A

Pat_45 Post-Resistance CLCC1 23155 37 1 109486509 109486509 Missense_Mutation SNP C A 6 85 c.510G>T c.(508-510)TGG>TGT p.W170C

Pat_45 Post-Resistance CYB561D1 284613 37 1 110038705 110038705 Missense_Mutation SNP G A 15 229 c.514G>A c.(514-516)GTG>ATG p.V172M

Pat_45 Post-Resistance KCNA3 3738 37 1 111215826 111215826 Missense_Mutation SNP C T 5 93 c.1606G>A c.(1606-1608)GGT>AGT p.G536S



Pat_45 Post-Resistance C1orf183 55924 37 1 112269948 112269948 Missense_Mutation SNP C T 14 232 c.536G>A c.(535-537)GGG>GAG p.G179E

Pat_45 Post-Resistance ATP1A1 476 37 1 116932123 116932123 Missense_Mutation SNP C T 18 262 c.817C>T c.(817-819)CTT>TTT p.L273F

Pat_45 Post-Resistance TRIM45 80263 37 1 117661336 117661336 Missense_Mutation SNP C T 13 222 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_45 Post-Resistance VTCN1 79679 37 1 117690383 117690383 Missense_Mutation SNP C T 10 146 c.746G>A c.(745-747)AGT>AAT p.S249N

Pat_45 Post-Resistance SPAG17 200162 37 1 118623853 118623853 Missense_Mutation SNP G A 15 108 c.2080C>T c.(2080-2082)CCT>TCT p.P694S

Pat_45 Post-Resistance ANXA9 8416 37 1 150967749 150967749 Missense_Mutation SNP G A 28 240 c.989G>A c.(988-990)GGG>GAG p.G330E

Pat_45 Post-Resistance PRUNE 58497 37 1 151001398 151001398 Missense_Mutation SNP C T 3 81 c.911C>T c.(910-912)CCC>CTC p.P304L

Pat_45 Post-Resistance ZNF687 57592 37 1 151263588 151263588 Missense_Mutation SNP G A 7 108 c.3617G>A c.(3616-3618)GGC>GAC p.G1206D

Pat_45 Post-Resistance POGZ 23126 37 1 151400607 151400607 Missense_Mutation SNP G A 11 178 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_45 Post-Resistance POGZ 23126 37 1 151414616 151414616 Missense_Mutation SNP C T 3 46 c.65G>A c.(64-66)AGT>AAT p.S22N

Pat_45 Post-Resistance LINGO4 339398 37 1 151774244 151774244 Missense_Mutation SNP T G 6 54 c.937A>C c.(937-939)ACC>CCC p.T313P

Pat_45 Post-Resistance TCHH 7062 37 1 152082827 152082827 Missense_Mutation SNP G A 18 177 c.2866C>T c.(2866-2868)CGG>TGG p.R956W

Pat_45 Post-Resistance FLG 2312 37 1 152280643 152280643 Missense_Mutation SNP C T 35 453 c.6719G>A c.(6718-6720)GGA>GAA p.G2240E

Pat_45 Post-Resistance FLG2 388698 37 1 152323162 152323162 Missense_Mutation SNP C T 22 131 c.7100G>A c.(7099-7101)AGC>AAC p.S2367N

Pat_45 Post-Resistance JTB 10899 37 1 153948353 153948353 Missense_Mutation SNP C T 6 103 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_45 Post-Resistance TPM3 7170 37 1 154148619 154148619 Missense_Mutation SNP C T 9 123 c.349G>A c.(349-351)GCT>ACT p.A117T

Pat_45 Post-Resistance ATP8B2 57198 37 1 154317127 154317127 Missense_Mutation SNP G A 8 204 c.2251G>A c.(2251-2253)GAG>AAG p.E751K

Pat_45 Post-Resistance ADAR 103 37 1 154574907 154574907 Missense_Mutation SNP G A 18 142 c.211C>T c.(211-213)CTC>TTC p.L71F

Pat_45 Post-Resistance PYGO2 90780 37 1 154932226 154932226 Missense_Mutation SNP C T 6 51 c.250G>A c.(250-252)GCC>ACC p.A84T

Pat_45 Post-Resistance TRIM46 80128 37 1 155156527 155156527 Missense_Mutation SNP T G 3 69 c.2141T>G c.(2140-2142)TTG>TGG p.L714W

Pat_45 Post-Resistance THBS3 7059 37 1 155172189 155172189 Missense_Mutation SNP C T 13 158 c.961G>A c.(961-963)GCT>ACT p.A321T

Pat_45 Post-Resistance SCAMP3 10067 37 1 155230154 155230154 Missense_Mutation SNP C T 11 110 c.355G>A c.(355-357)GAG>AAG p.E119K

Pat_45 Post-Resistance SLC25A44 9673 37 1 156169645 156169645 Missense_Mutation SNP G A 12 158 c.7G>A c.(7-9)GAC>AAC p.D3N

Pat_45 Post-Resistance SMG5 23381 37 1 156222745 156222745 Missense_Mutation SNP G A 4 29 c.2627C>T c.(2626-2628)ACC>ATC p.T876I

Pat_45 Post-Resistance C1orf85 112770 37 1 156263853 156263853 Missense_Mutation SNP C T 13 239 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_45 Post-Resistance GPATCH4 54865 37 1 156568241 156568241 Missense_Mutation SNP C T 25 399 c.140G>A c.(139-141)AGG>AAG p.R47K

Pat_45 Post-Resistance FCRL1 115350 37 1 157776892 157776892 Missense_Mutation SNP C T 29 114 c.52G>A c.(52-54)GAG>AAG p.E18K

Pat_45 Post-Resistance CD1D 912 37 1 158151334 158151334 Missense_Mutation SNP G A 24 249 c.151G>A c.(151-153)GGG>AGG p.G51R

Pat_45 Post-Resistance CRP 1401 37 1 159683787 159683787 Missense_Mutation SNP C T 13 133 c.203G>A c.(202-204)AGT>AAT p.S68N

Pat_45 Post-Resistance ATP1A2 477 37 1 160105688 160105688 Missense_Mutation SNP C T 21 288 c.2344C>T c.(2344-2346)CCC>TCC p.P782S

Pat_45 Post-Resistance NCSTN 23385 37 1 160322963 160322963 Missense_Mutation SNP C T 6 122 c.1115C>T c.(1114-1116)ACT>ATT p.T372I

Pat_45 Post-Resistance DEDD 9191 37 1 161093674 161093674 Missense_Mutation SNP C T 16 125 c.388G>A c.(388-390)GCC>ACC p.A130T

Pat_45 Post-Resistance USP21 27005 37 1 161130993 161130993 Missense_Mutation SNP C T 4 74 c.563C>T c.(562-564)GCC>GTC p.A188V

Pat_45 Post-Resistance PPOX 5498 37 1 161138303 161138303 Missense_Mutation SNP C T 7 107 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_45 Post-Resistance RGS5 8490 37 1 163122354 163122354 Missense_Mutation SNP C T 136 272 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_45 Post-Resistance ILDR2 387597 37 1 166927029 166927029 Missense_Mutation SNP C T 14 107 c.356G>A c.(355-357)GGC>GAC p.G119D

Pat_45 Post-Resistance POU2F1 5451 37 1 167381247 167381247 Missense_Mutation SNP C T 9 156 c.1538C>T c.(1537-1539)CCT>CTT p.P513L

Pat_45 Post-Resistance MPZL1 9019 37 1 167745386 167745386 Missense_Mutation SNP C T 6 121 c.691C>T c.(691-693)CCT>TCT p.P231S

Pat_45 Post-Resistance F5 2153 37 1 169510571 169510571 Missense_Mutation SNP G A 9 298 c.3757C>T c.(3757-3759)CTC>TTC p.L1253F

Pat_45 Post-Resistance FMO1 2326 37 1 171251362 171251362 Missense_Mutation SNP C T 3 81 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_45 Post-Resistance METTL13 51603 37 1 171756938 171756938 Missense_Mutation SNP C T 8 96 c.1177C>T c.(1177-1179)CCC>TCC p.P393S

Pat_45 Post-Resistance KLHL20 27252 37 1 173685205 173685205 Missense_Mutation SNP G A 15 142 c.23G>A c.(22-24)AGG>AAG p.R8K

Pat_45 Post-Resistance RC3H1 149041 37 1 173931173 173931173 Missense_Mutation SNP G A 6 72 c.1892C>T c.(1891-1893)GCT>GTT p.A631V

Pat_45 Post-Resistance TOR1AIP1 26092 37 1 179886668 179886668 Missense_Mutation SNP C T 26 161 c.1046C>T c.(1045-1047)TCT>TTT p.S349F

Pat_45 Post-Resistance TOR1AIP1 26092 37 1 179887234 179887234 Missense_Mutation SNP G A 13 106 c.1612G>A c.(1612-1614)GTC>ATC p.V538I

Pat_45 Post-Resistance CEP350 9857 37 1 180080214 180080214 Missense_Mutation SNP G A 4 67 c.9272G>A c.(9271-9273)GGG>GAG p.G3091E

Pat_45 Post-Resistance LAMC1 3915 37 1 183111888 183111888 Missense_Mutation SNP C T 17 106 c.4793C>T c.(4792-4794)TCT>TTT p.S1598F



Pat_45 Post-Resistance HMCN1 83872 37 1 186064584 186064584 Missense_Mutation SNP G A 15 106 c.10504G>A c.(10504-10506)GGA>AGA p.G3502R

Pat_45 Post-Resistance CAMSAP1L1 23271 37 1 200817176 200817176 Missense_Mutation SNP G A 4 54 c.1312G>A c.(1312-1314)GTA>ATA p.V438I

Pat_45 Post-Resistance NAV1 89796 37 1 201786372 201786372 Missense_Mutation SNP G A 4 84 c.5488G>A c.(5488-5490)GTC>ATC p.V1830I

Pat_45 Post-Resistance SHISA4 149345 37 1 201860675 201860675 Missense_Mutation SNP C T 48 146 c.526C>T c.(526-528)CCC>TCC p.P176S

Pat_45 Post-Resistance TIMM17A 10440 37 1 201934587 201934587 Missense_Mutation SNP G A 14 66 c.346G>A c.(346-348)GCC>ACC p.A116T

Pat_45 Post-Resistance RNPEP 6051 37 1 201958602 201958602 Missense_Mutation SNP C T 12 166 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_45 Post-Resistance LGR6 59352 37 1 202278202 202278202 Missense_Mutation SNP C T 19 138 c.1304C>T c.(1303-1305)ACC>ATC p.T435I

Pat_45 Post-Resistance ZC3H11A 9877 37 1 203821489 203821489 Missense_Mutation SNP G A 4 65 c.2395G>A c.(2395-2397)GAC>AAC p.D799N

Pat_45 Post-Resistance LRRN2 10446 37 1 204587326 204587326 Missense_Mutation SNP C T 6 30 c.1795G>A c.(1795-1797)GTG>ATG p.V599M

Pat_45 Post-Resistance DSTYK 25778 37 1 205156710 205156710 Missense_Mutation SNP T C 5 64 c.490A>G c.(490-492)AGC>GGC p.S164G

Pat_45 Post-Resistance SLC26A9 115019 37 1 205890972 205890972 Missense_Mutation SNP C T 4 45 c.1777G>A c.(1777-1779)GTC>ATC p.V593I

Pat_45 Post-Resistance CR1 1378 37 1 207758068 207758068 Missense_Mutation SNP G A 8 149 c.4027G>A c.(4027-4029)GGA>AGA p.G1343R

Pat_45 Post-Resistance LAMB3 3914 37 1 209799042 209799042 Missense_Mutation SNP C T 13 117 c.1927G>A c.(1927-1929)GTC>ATC p.V643I

Pat_45 Post-Resistance TRAF3IP3 80342 37 1 209954799 209954799 Missense_Mutation SNP C T 7 101 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_45 Post-Resistance RCOR3 55758 37 1 211487015 211487015 Missense_Mutation SNP C T 16 195 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_45 Post-Resistance DTL 51514 37 1 212238342 212238342 Nonsense_Mutation SNP C T 11 131 c.610C>T c.(610-612)CAG>TAG p.Q204*

Pat_45 Post-Resistance BPNT1 10380 37 1 220236290 220236290 Missense_Mutation SNP G A 9 91 c.481C>T c.(481-483)CCA>TCA p.P161S

Pat_45 Post-Resistance MARK1 4139 37 1 220805650 220805650 Missense_Mutation SNP C T 4 54 c.1117C>T c.(1117-1119)CCT>TCT p.P373S

Pat_45 Post-Resistance AIDA 64853 37 1 222843496 222843496 Missense_Mutation SNP G A 5 113 c.803C>T c.(802-804)CCT>CTT p.P268L

Pat_45 Post-Resistance DISP1 84976 37 1 223156444 223156444 Missense_Mutation SNP C T 5 61 c.532C>T c.(532-534)CCA>TCA p.P178S

Pat_45 Post-Resistance NVL 4931 37 1 224505589 224505589 Missense_Mutation SNP C T 3 57 c.175G>A c.(175-177)GTA>ATA p.V59I

Pat_45 Post-Resistance PYCR2 29920 37 1 226108178 226108178 Missense_Mutation SNP C T 6 59 c.940G>A c.(940-942)GCC>ACC p.A314T

Pat_45 Post-Resistance LEFTY2 7044 37 1 226128594 226128594 Nonsense_Mutation SNP G A 11 182 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_45 Post-Resistance ACBD3 64746 37 1 226340062 226340062 Missense_Mutation SNP G A 37 294 c.1349C>T c.(1348-1350)TCC>TTC p.S450F

Pat_45 Post-Resistance JMJD4 65094 37 1 227921201 227921201 Missense_Mutation SNP G A 13 63 c.874C>T c.(874-876)CTT>TTT p.L292F

Pat_45 Post-Resistance OBSCN 84033 37 1 228509232 228509232 Missense_Mutation SNP G A 4 38 c.14690G>A c.(14689-14691)GGG>GAG p.G4897E

Pat_45 Post-Resistance TRIM17 51127 37 1 228602724 228602724 Missense_Mutation SNP G A 7 65 c.50C>T c.(49-51)TCC>TTC p.S17F

Pat_45 Post-Resistance URB2 9816 37 1 229772338 229772338 Missense_Mutation SNP G A 14 346 c.1978G>A c.(1978-1980)GAG>AAG p.E660K

Pat_45 Post-Resistance C1orf124 83932 37 1 231487140 231487140 Missense_Mutation SNP G A 3 46 c.541G>A c.(541-543)GGC>AGC p.G181S

Pat_45 Post-Resistance KIAA1383 54627 37 1 232942466 232942466 Missense_Mutation SNP C T 4 58 c.1697C>T c.(1696-1698)GCC>GTC p.A566V

Pat_45 Post-Resistance PCNXL2 80003 37 1 233395048 233395048 Missense_Mutation SNP G A 3 20 c.560C>T c.(559-561)TCT>TTT p.S187F

Pat_45 Post-Resistance RBM34 23029 37 1 235299373 235299373 Missense_Mutation SNP C T 3 43 c.865G>A c.(865-867)GTT>ATT p.V289I

Pat_45 Post-Resistance ARID4B 51742 37 1 235416125 235416125 Splice_Site SNP C T 9 73 c.275_splice c.e6-1 p.V92_splice

Pat_45 Post-Resistance LYST 1130 37 1 235972151 235972151 Missense_Mutation SNP C T 6 48 c.1967G>A c.(1966-1968)GGA>GAA p.G656E

Pat_45 Post-Resistance LYST 1130 37 1 235993582 235993582 Missense_Mutation SNP G A 14 113 c.136C>T c.(136-138)CTT>TTT p.L46F

Pat_45 Post-Resistance NID1 4811 37 1 236157029 236157029 Missense_Mutation SNP C T 14 35 c.2671G>A c.(2671-2673)GGC>AGC p.G891S

Pat_45 Post-Resistance RYR2 6262 37 1 237897032 237897032 Missense_Mutation SNP G T 3 34 c.11067G>T c.(11065-11067)ATG>ATT p.M3689I

Pat_45 Post-Resistance FMN2 56776 37 1 240255995 240255995 Missense_Mutation SNP C T 3 38 c.586C>T c.(586-588)CTT>TTT p.L196F

Pat_45 Post-Resistance SMYD3 64754 37 1 246490624 246490624 Missense_Mutation SNP G A 4 17 c.410C>T c.(409-411)ACT>ATT p.T137I

Pat_45 Post-Resistance OR2T2 401992 37 1 248616438 248616438 Missense_Mutation SNP T C 4 151 c.340T>C c.(340-342)TTC>CTC p.F114L

Pat_45 Post-Resistance OR2G6 391211 37 1 248684984 248684984 Missense_Mutation SNP C T 30 114 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_45 Post-Resistance TUBAL3 79861 37 10 5437346 5437346 Missense_Mutation SNP G A 61 266 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_45 Post-Resistance FAM107B 83641 37 10 14816530 14816530 Missense_Mutation SNP C T 3 68 c.133G>A c.(133-135)GTG>ATG p.V45M

Pat_45 Post-Resistance SUV39H2 79723 37 10 14939349 14939349 Missense_Mutation SNP G A 6 102 c.502G>A c.(502-504)GAA>AAA p.E168K

Pat_45 Post-Resistance PLXDC2 84898 37 10 20436832 20436832 Splice_Site SNP G A 5 48 c.783_splice c.e6+1 p.E261_splice

Pat_45 Post-Resistance PTCHD3 374308 37 10 27702690 27702690 Missense_Mutation SNP C T 15 207 c.490G>A c.(490-492)GAG>AAG p.E164K

Pat_45 Post-Resistance ZNF438 220929 37 10 31138702 31138702 Missense_Mutation SNP T A 4 51 c.632A>T c.(631-633)CAT>CTT p.H211L



Pat_45 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 9 77 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_45 Post-Resistance BMS1 9790 37 10 43289384 43289384 Missense_Mutation SNP G A 13 48 c.1174G>A c.(1174-1176)GTG>ATG p.V392M

Pat_45 Post-Resistance RET 5979 37 10 43604641 43604641 Missense_Mutation SNP C T 11 73 c.1226C>T c.(1225-1227)TCC>TTC p.S409F

Pat_45 Post-Resistance NCOA4 8031 37 10 51582809 51582809 Missense_Mutation SNP G A 5 55 c.584G>A c.(583-585)GGT>GAT p.G195D

Pat_45 Post-Resistance EGR2 1959 37 10 64575768 64575768 Missense_Mutation SNP C T 66 453 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_45 Post-Resistance CTNNA3 29119 37 10 67829190 67829190 Missense_Mutation SNP C T 9 69 c.2035G>A c.(2035-2037)GAT>AAT p.D679N

Pat_45 Post-Resistance RUFY2 55680 37 10 70161376 70161376 Splice_Site SNP C T 13 127 c.401_splice c.e3+1 p.K134_splice

Pat_45 Post-Resistance TET1 80312 37 10 70333230 70333230 Missense_Mutation SNP C T 46 185 c.1135C>T c.(1135-1137)CCT>TCT p.P379S

Pat_45 Post-Resistance DDX50 79009 37 10 70672975 70672975 Missense_Mutation SNP G A 4 77 c.697G>A c.(697-699)GAT>AAT p.D233N

Pat_45 Post-Resistance VPS26A 9559 37 10 70892711 70892711 Missense_Mutation SNP G A 8 47 c.61G>A c.(61-63)GGG>AGG p.G21R

Pat_45 Post-Resistance DDIT4 54541 37 10 74034141 74034141 Missense_Mutation SNP C T 6 84 c.167C>T c.(166-168)TCC>TTC p.S56F

Pat_45 Post-Resistance USP54 159195 37 10 75276534 75276534 Missense_Mutation SNP C T 9 183 c.3650G>A c.(3649-3651)GGT>GAT p.G1217D

Pat_45 Post-Resistance DLG5 9231 37 10 79554698 79554698 Missense_Mutation SNP C T 16 52 c.5455G>A c.(5455-5457)GAC>AAC p.D1819N

Pat_45 Post-Resistance SFTPD 6441 37 10 81697744 81697744 Missense_Mutation SNP G A 16 394 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Post-Resistance HHEX 3087 37 10 94452275 94452275 Missense_Mutation SNP C T 4 59 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_45 Post-Resistance CYP2C18 1562 37 10 96447632 96447632 Missense_Mutation SNP G A 17 100 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_45 Post-Resistance CYP2C8 1558 37 10 96802652 96802652 Missense_Mutation SNP G A 24 99 c.1144C>T c.(1144-1146)CCC>TCC p.P382S

Pat_45 Post-Resistance RRP12 23223 37 10 99126308 99126308 Missense_Mutation SNP C T 4 87 c.3286G>A c.(3286-3288)GAG>AAG p.E1096K

Pat_45 Post-Resistance RRP12 23223 37 10 99139485 99139485 Missense_Mutation SNP G A 16 89 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_45 Post-Resistance MMS19 64210 37 10 99222430 99222430 Missense_Mutation SNP G A 3 47 c.1922C>T c.(1921-1923)CCC>CTC p.P641L

Pat_45 Post-Resistance SEMA4G 57715 37 10 102740727 102740727 Missense_Mutation SNP C T 14 115 c.1616C>T c.(1615-1617)ACC>ATC p.T539I

Pat_45 Post-Resistance TRIM8 81603 37 10 104416851 104416851 Missense_Mutation SNP C T 14 161 c.1396C>T c.(1396-1398)CTC>TTC p.L466F

Pat_45 Post-Resistance SH3PXD2A 9644 37 10 105495501 105495501 Missense_Mutation SNP C T 22 287 c.295G>A c.(295-297)GAA>AAA p.E99K

Pat_45 Post-Resistance SLK 9748 37 10 105761973 105761973 Missense_Mutation SNP C T 13 112 c.1037C>T c.(1036-1038)GCC>GTC p.A346V

Pat_45 Post-Resistance CCDC147 159686 37 10 106118145 106118145 Missense_Mutation SNP T C 7 35 c.56T>C c.(55-57)ATG>ACG p.M19T

Pat_45 Post-Resistance BAG3 9531 37 10 121432104 121432104 Missense_Mutation SNP G A 20 76 c.845G>A c.(844-846)AGG>AAG p.R282K

Pat_45 Post-Resistance INPP5F 22876 37 10 121586180 121586180 Missense_Mutation SNP A G 9 114 c.2287A>G c.(2287-2289)AGG>GGG p.R763G

Pat_45 Post-Resistance C10orf119 79892 37 10 121608956 121608956 Missense_Mutation SNP C T 6 52 c.707G>A c.(706-708)GGC>GAC p.G236D

Pat_45 Post-Resistance DHX32 55760 37 10 127527686 127527686 Missense_Mutation SNP C T 15 103 c.1765G>A c.(1765-1767)GCT>ACT p.A589T

Pat_45 Post-Resistance ADAM12 8038 37 10 127727947 127727947 Missense_Mutation SNP G A 6 104 c.2165C>T c.(2164-2166)GCT>GTT p.A722V

Pat_45 Post-Resistance MKI67 4288 37 10 129907471 129907471 Missense_Mutation SNP G A 19 258 c.2633C>T c.(2632-2634)TCT>TTT p.S878F

Pat_45 Post-Resistance BNIP3 664 37 10 133786587 133786587 Missense_Mutation SNP C T 37 250 c.233G>A c.(232-234)AGG>AAG p.R78K

Pat_45 Post-Resistance JAKMIP3 282973 37 10 133967314 133967314 Missense_Mutation SNP G A 14 363 c.2119G>A c.(2119-2121)GAT>AAT p.D707N

Pat_45 Post-Resistance JAKMIP3 282973 37 10 133967483 133967483 Nonsense_Mutation SNP C T 9 129 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_45 Post-Resistance PAOX 196743 37 10 135195101 135195101 Missense_Mutation SNP C T 10 160 c.806C>T c.(805-807)TCG>TTG p.S269L

Pat_45 Post-Resistance PTDSS2 81490 37 11 460260 460260 Missense_Mutation SNP C T 7 104 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_45 Post-Resistance MUC2 4583 37 11 1080524 1080524 Missense_Mutation SNP G T 3 30 c.1166G>T c.(1165-1167)GGC>GTC p.G389V

Pat_45 Post-Resistance MUC5B 727897 37 11 1162355 1162355 Missense_Mutation SNP G A 6 58 c.1864G>A c.(1864-1866)GAG>AAG p.E622K

Pat_45 Post-Resistance CD81 975 37 11 2398786 2398786 Missense_Mutation SNP G A 3 15 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_45 Post-Resistance OR51T1 401665 37 11 4903401 4903401 Missense_Mutation SNP C T 8 74 c.353C>T c.(352-354)GCC>GTC p.A118V

Pat_45 Post-Resistance OR51A7 119687 37 11 4929446 4929446 Missense_Mutation SNP C T 13 124 c.847C>T c.(847-849)CCG>TCG p.P283S

Pat_45 Post-Resistance OR51M1 390059 37 11 5411211 5411211 Missense_Mutation SNP G A 10 124 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_45 Post-Resistance OR52B2 255725 37 11 6191508 6191508 Missense_Mutation SNP G A 10 33 c.49C>T c.(49-51)CCT>TCT p.P17S

Pat_45 Post-Resistance SBF2 81846 37 11 10052627 10052627 Missense_Mutation SNP C T 19 159 c.370G>A c.(370-372)GTA>ATA p.V124I

Pat_45 Post-Resistance SLC5A12 159963 37 11 26692673 26692673 Missense_Mutation SNP C T 10 174 c.1833G>A c.(1831-1833)ATG>ATA p.M611I

Pat_45 Post-Resistance RCN1 5954 37 11 32119901 32119901 Missense_Mutation SNP C T 7 64 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_45 Post-Resistance CRY2 1408 37 11 45882416 45882416 Missense_Mutation SNP G A 7 132 c.548G>A c.(547-549)GGG>GAG p.G183E



Pat_45 Post-Resistance KIAA0652 9776 37 11 46665911 46665911 Splice_Site SNP G A 8 142 c.69_splice c.e3+1 p.K23_splice

Pat_45 Post-Resistance MADD 8567 37 11 47303958 47303958 Missense_Mutation SNP C T 9 145 c.1496C>T c.(1495-1497)TCC>TTC p.S499F

Pat_45 Post-Resistance OR5M11 219487 37 11 56310465 56310465 Missense_Mutation SNP G A 4 45 c.269C>T c.(268-270)ACC>ATC p.T90I

Pat_45 Post-Resistance UBE2L6 9246 37 11 57321972 57321972 Missense_Mutation SNP C T 34 259 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_45 Post-Resistance CTNND1 1500 37 11 57564110 57564110 Missense_Mutation SNP C T 19 226 c.602C>T c.(601-603)ACC>ATC p.T201I

Pat_45 Post-Resistance MS4A14 84689 37 11 60170449 60170449 Missense_Mutation SNP C T 18 224 c.383C>T c.(382-384)ACC>ATC p.T128I

Pat_45 Post-Resistance MS4A1 931 37 11 60229888 60229888 Missense_Mutation SNP C G 3 55 c.41C>G c.(40-42)GCA>GGA p.A14G

Pat_45 Post-Resistance CD6 923 37 11 60785844 60785844 Missense_Mutation SNP G A 4 27 c.1921G>A c.(1921-1923)GAG>AAG p.E641K

Pat_45 Post-Resistance AHNAK 79026 37 11 62292183 62292183 Missense_Mutation SNP C T 4 48 c.9706G>A c.(9706-9708)GAG>AAG p.E3236K

Pat_45 Post-Resistance MAP4K2 5871 37 11 64564631 64564631 Missense_Mutation SNP C T 15 65 c.1310G>A c.(1309-1311)AGC>AAC p.S437N

Pat_45 Post-Resistance CDCA5 113130 37 11 64846868 64846868 Missense_Mutation SNP G A 17 110 c.635C>T c.(634-636)CCC>CTC p.P212L

Pat_45 Post-Resistance FRMD8 83786 37 11 65168298 65168298 Missense_Mutation SNP G A 9 144 c.1031G>A c.(1030-1032)GGC>GAC p.G344D

Pat_45 Post-Resistance KDM2A 22992 37 11 67020958 67020958 Nonsense_Mutation SNP G A 26 262 c.2967G>A c.(2965-2967)TGG>TGA p.W989*

Pat_45 Post-Resistance LRP5 4041 37 11 68216419 68216419 Missense_Mutation SNP C T 14 135 c.4729C>T c.(4729-4731)CCC>TCC p.P1577S

Pat_45 Post-Resistance SHANK2 22941 37 11 70319218 70319218 Missense_Mutation SNP A T 25 107 c.5306T>A c.(5305-5307)CTG>CAG p.L1769Q

Pat_45 Post-Resistance ARHGEF17 9828 37 11 73022424 73022424 Missense_Mutation SNP C T 12 135 c.2741C>T c.(2740-2742)TCC>TTC p.S914F

Pat_45 Post-Resistance RELT 84957 37 11 73101611 73101611 Missense_Mutation SNP C T 68 221 c.61C>T c.(61-63)CTC>TTC p.L21F

Pat_45 Post-Resistance SLCO2B1 11309 37 11 74880368 74880368 Missense_Mutation SNP G A 11 198 c.599G>A c.(598-600)GGC>GAC p.G200D

Pat_45 Post-Resistance INTS4 92105 37 11 77672136 77672136 Missense_Mutation SNP G A 14 148 c.520C>T c.(520-522)CTT>TTT p.L174F

Pat_45 Post-Resistance PCF11 51585 37 11 82878306 82878306 Missense_Mutation SNP C T 8 45 c.1957C>T c.(1957-1959)CCT>TCT p.P653S

Pat_45 Post-Resistance PCF11 51585 37 11 82879547 82879547 Missense_Mutation SNP C T 9 121 c.2170C>T c.(2170-2172)CCA>TCA p.P724S

Pat_45 Post-Resistance PCF11 51585 37 11 82879997 82879997 Missense_Mutation SNP G A 5 119 c.2620G>A c.(2620-2622)GGT>AGT p.G874S

Pat_45 Post-Resistance C11orf73 51501 37 11 86055741 86055741 Missense_Mutation SNP C T 19 133 c.517C>T c.(517-519)CCG>TCG p.P173S

Pat_45 Post-Resistance FAT3 120114 37 11 92495281 92495281 Missense_Mutation SNP C T 4 68 c.3929C>T c.(3928-3930)ACT>ATT p.T1310I

Pat_45 Post-Resistance FAT3 120114 37 11 92531755 92531755 Missense_Mutation SNP C T 6 54 c.5576C>T c.(5575-5577)CCC>CTC p.P1859L

Pat_45 Post-Resistance HEPHL1 341208 37 11 93800692 93800692 Missense_Mutation SNP C T 23 117 c.839C>T c.(838-840)CCG>CTG p.P280L

Pat_45 Post-Resistance ENDOD1 23052 37 11 94862237 94862237 Missense_Mutation SNP G A 3 22 c.997G>A c.(997-999)GGC>AGC p.G333S

Pat_45 Post-Resistance KIAA1826 84437 37 11 105881565 105881565 Missense_Mutation SNP C T 3 59 c.80G>A c.(79-81)AGG>AAG p.R27K

Pat_45 Post-Resistance EXPH5 23086 37 11 108385480 108385480 Missense_Mutation SNP G A 5 91 c.754C>T c.(754-756)CAT>TAT p.H252Y

Pat_45 Post-Resistance NCAM1 4684 37 11 113146084 113146084 Missense_Mutation SNP C T 4 50 c.257C>T c.(256-258)ACA>ATA p.T86I

Pat_45 Post-Resistance MLL 4297 37 11 118343168 118343168 Missense_Mutation SNP G A 11 160 c.1294G>A c.(1294-1296)GAG>AAG p.E432K

Pat_45 Post-Resistance BCL9L 283149 37 11 118779096 118779096 Missense_Mutation SNP C T 16 94 c.295G>A c.(295-297)GCA>ACA p.A99T

Pat_45 Post-Resistance TRAPPC4 51399 37 11 118892596 118892596 Missense_Mutation SNP G A 5 97 c.581G>A c.(580-582)AGG>AAG p.R194K

Pat_45 Post-Resistance TRIM29 23650 37 11 119996597 119996597 Missense_Mutation SNP C T 7 44 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_45 Post-Resistance TRIM29 23650 37 11 120008183 120008183 Missense_Mutation SNP G A 3 35 c.557C>T c.(556-558)TCC>TTC p.S186F

Pat_45 Post-Resistance TECTA 7007 37 11 120996474 120996474 Missense_Mutation SNP G A 15 118 c.1667G>A c.(1666-1668)AGT>AAT p.S556N

Pat_45 Post-Resistance CCDC15 80071 37 11 124857828 124857828 Missense_Mutation SNP T A 7 253 c.1706T>A c.(1705-1707)GTT>GAT p.V569D

Pat_45 Post-Resistance CCDC15 80071 37 11 124857870 124857870 Missense_Mutation SNP A G 6 182 c.1748A>G c.(1747-1749)CAG>CGG p.Q583R

Pat_45 Post-Resistance VPS26B 112936 37 11 134095156 134095156 Missense_Mutation SNP C T 17 186 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_45 Post-Resistance B4GALNT3 283358 37 12 663104 663104 Missense_Mutation SNP A G 3 52 c.2015A>G c.(2014-2016)GAG>GGG p.E672G

Pat_45 Post-Resistance RAD52 5893 37 12 1025632 1025632 Missense_Mutation SNP G A 4 29 c.743C>T c.(742-744)GCC>GTC p.A248V

Pat_45 Post-Resistance CACNA2D4 93589 37 12 1910248 1910249 Missense_Mutation DNP GG TT 7 90 c.2828_2829CC>AAc.(2827-2829)CCC>CAA p.P943Q

Pat_45 Post-Resistance TNFRSF1A 7132 37 12 6442535 6442535 Missense_Mutation SNP G A 3 29 c.470C>T c.(469-471)TCC>TTC p.S157F

Pat_45 Post-Resistance KLRC1 3821 37 12 10601919 10601919 Missense_Mutation SNP C T 16 188 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_45 Post-Resistance PRB1 5542 37 12 11506208 11506208 Missense_Mutation SNP G A 51 199 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_45 Post-Resistance LRP6 4040 37 12 12284989 12284989 Missense_Mutation SNP G A 14 105 c.3736C>T c.(3736-3738)CCT>TCT p.P1246S

Pat_45 Post-Resistance PKP2 5318 37 12 32955384 32955384 Missense_Mutation SNP G A 65 250 c.2252C>T c.(2251-2253)TCG>TTG p.S751L



Pat_45 Post-Resistance IRAK4 51135 37 12 44180314 44180314 Missense_Mutation SNP G A 7 56 c.1301G>A c.(1300-1302)AGT>AAT p.S434N

Pat_45 Post-Resistance MLL2 8085 37 12 49440495 49440495 Missense_Mutation SNP G A 12 77 c.4315C>T c.(4315-4317)CCC>TCC p.P1439S

Pat_45 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 6 54 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_45 Post-Resistance TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 8 54 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_45 Post-Resistance POU6F1 5463 37 12 51586223 51586223 Missense_Mutation SNP G A 23 103 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_45 Post-Resistance NR4A1 3164 37 12 52448671 52448671 Missense_Mutation SNP C T 13 95 c.559C>T c.(559-561)CCA>TCA p.P187S

Pat_45 Post-Resistance NCKAP1L 3071 37 12 54911672 54911672 Missense_Mutation SNP C T 11 132 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_45 Post-Resistance OR6C6 283365 37 12 55688542 55688542 Missense_Mutation SNP C T 14 53 c.475G>A c.(475-477)GTC>ATC p.V159I

Pat_45 Post-Resistance DGKA 1606 37 12 56334729 56334729 Missense_Mutation SNP G A 10 46 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_45 Post-Resistance MYL6B 140465 37 12 56551482 56551482 Missense_Mutation SNP C T 6 50 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_45 Post-Resistance MARS 4141 37 12 57906711 57906711 Missense_Mutation SNP C T 19 191 c.1931C>T c.(1930-1932)TCT>TTT p.S644F

Pat_45 Post-Resistance PIP4K2C 79837 37 12 57995103 57995103 Missense_Mutation SNP C T 6 49 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_45 Post-Resistance RPSAP52 204010 37 12 66152134 66152134 Missense_Mutation SNP G A 4 7 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_45 Post-Resistance SLC35E3 55508 37 12 69141800 69141800 Missense_Mutation SNP G A 10 109 c.493G>A c.(493-495)GTT>ATT p.V165I

Pat_45 Post-Resistance KCNMB4 27345 37 12 70824296 70824296 Missense_Mutation SNP G A 20 178 c.496G>A c.(496-498)GAT>AAT p.D166N

Pat_45 Post-Resistance NAV3 89795 37 12 78515772 78515772 Missense_Mutation SNP G A 8 38 c.3802G>A c.(3802-3804)GGT>AGT p.G1268S

Pat_45 Post-Resistance CCDC59 29080 37 12 82746994 82746994 Missense_Mutation SNP T C 3 70 c.662A>G c.(661-663)AAG>AGG p.K221R

Pat_45 Post-Resistance DUSP6 1848 37 12 89745728 89745728 Missense_Mutation SNP C T 3 45 c.89G>A c.(88-90)GGC>GAC p.G30D

Pat_45 Post-Resistance ELK3 2004 37 12 96617480 96617480 Missense_Mutation SNP G A 6 52 c.136G>A c.(136-138)GGA>AGA p.G46R

Pat_45 Post-Resistance NFYB 4801 37 12 104520010 104520010 Missense_Mutation SNP C G 2 4 c.113G>C c.(112-114)AGC>ACC p.S38T

Pat_45 Post-Resistance ACACB 32 37 12 109623454 109623454 Missense_Mutation SNP T G 20 62 c.1889T>G c.(1888-1890)GTG>GGG p.V630G

Pat_45 Post-Resistance FBXW8 26259 37 12 117426471 117426471 Nonsense_Mutation SNP C T 28 266 c.1036C>T c.(1036-1038)CAG>TAG p.Q346*

Pat_45 Post-Resistance NOS1 4842 37 12 117718614 117718614 Nonsense_Mutation SNP C T 5 46 c.1440G>A c.(1438-1440)TGG>TGA p.W480*

Pat_45 Post-Resistance KSR2 283455 37 12 117977643 117977643 Missense_Mutation SNP G A 15 121 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_45 Post-Resistance EP400 57634 37 12 132466850 132466850 Missense_Mutation SNP G A 17 136 c.1756G>A c.(1756-1758)GCC>ACC p.A586T

Pat_45 Post-Resistance POLE 5426 37 12 133226409 133226409 Missense_Mutation SNP G A 6 34 c.3649C>T c.(3649-3651)CTC>TTC p.L1217F

Pat_45 Post-Resistance POLR1D 51082 37 13 28239855 28239855 Missense_Mutation SNP G T 4 43 c.134G>T c.(133-135)AGA>ATA p.R45I

Pat_45 Post-Resistance B3GALTL 145173 37 13 31835207 31835207 Missense_Mutation SNP C T 5 55 c.584C>T c.(583-585)CCA>CTA p.P195L

Pat_45 Post-Resistance NBEA 26960 37 13 35632956 35632956 Missense_Mutation SNP C T 3 36 c.1195C>T c.(1195-1197)CCA>TCA p.P399S

Pat_45 Post-Resistance CSNK1A1L 122011 37 13 37678426 37678426 Missense_Mutation SNP G A 16 165 c.968C>T c.(967-969)ACA>ATA p.T323I

Pat_45 Post-Resistance CSNK1A1L 122011 37 13 37678453 37678453 Missense_Mutation SNP C T 13 198 c.941G>A c.(940-942)GGG>GAG p.G314E

Pat_45 Post-Resistance FREM2 341640 37 13 39265691 39265691 Missense_Mutation SNP C T 14 150 c.4210C>T c.(4210-4212)CCC>TCC p.P1404S

Pat_45 Post-Resistance NAA16 79612 37 13 41932505 41932505 Missense_Mutation SNP G A 11 131 c.1153G>A c.(1153-1155)GAT>AAT p.D385N

Pat_45 Post-Resistance EPSTI1 94240 37 13 43462438 43462438 Missense_Mutation SNP G A 13 55 c.1181C>T c.(1180-1182)CCT>CTT p.P394L

Pat_45 Post-Resistance KIAA1704 55425 37 13 45602022 45602022 Missense_Mutation SNP C T 5 66 c.907C>T c.(907-909)CGT>TGT p.R303C

Pat_45 Post-Resistance LPAR6 10161 37 13 48986500 48986500 Nonsense_Mutation SNP A T 4 73 c.60T>A c.(58-60)TAT>TAA p.Y20*

Pat_45 Post-Resistance SETDB2 83852 37 13 50057041 50057041 Missense_Mutation SNP C T 7 55 c.1361C>T c.(1360-1362)ACT>ATT p.T454I

Pat_45 Post-Resistance KCNRG 283518 37 13 50590158 50590158 Missense_Mutation SNP G A 12 115 c.529G>A c.(529-531)GTT>ATT p.V177I

Pat_45 Post-Resistance CKAP2 26586 37 13 53049104 53049104 Missense_Mutation SNP G A 9 56 c.1880G>A c.(1879-1881)CGT>CAT p.R627H

Pat_45 Post-Resistance DACH1 1602 37 13 72049279 72049279 Missense_Mutation SNP T C 10 90 c.2077A>G c.(2077-2079)ATA>GTA p.I693V

Pat_45 Post-Resistance PIBF1 10464 37 13 73357692 73357692 Missense_Mutation SNP G A 9 115 c.85G>A c.(85-87)GTT>ATT p.V29I

Pat_45 Post-Resistance TBC1D4 9882 37 13 75880586 75880586 Missense_Mutation SNP G A 4 83 c.2615C>T c.(2614-2616)TCC>TTC p.S872F

Pat_45 Post-Resistance SCEL 8796 37 13 78178522 78178522 Missense_Mutation SNP G A 6 103 c.1129G>A c.(1129-1131)GAT>AAT p.D377N

Pat_45 Post-Resistance SLITRK1 114798 37 13 84453844 84453844 Missense_Mutation SNP G A 10 116 c.1799C>T c.(1798-1800)GCG>GTG p.A600V

Pat_45 Post-Resistance SLITRK6 84189 37 13 86368348 86368348 Missense_Mutation SNP G A 7 81 c.2296C>T c.(2296-2298)CTT>TTT p.L766F

Pat_45 Post-Resistance GPC5 2262 37 13 92408617 92408617 Missense_Mutation SNP A G 12 97 c.1223A>G c.(1222-1224)AAT>AGT p.N408S

Pat_45 Post-Resistance MBNL2 10150 37 13 97986545 97986545 Missense_Mutation SNP G A 8 104 c.190G>A c.(190-192)GAG>AAG p.E64K



Pat_45 Post-Resistance SLC10A2 6555 37 13 103703661 103703661 Missense_Mutation SNP G A 14 80 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_45 Post-Resistance SLC10A2 6555 37 13 103703743 103703743 Missense_Mutation SNP C T 6 51 c.625G>A c.(625-627)GCT>ACT p.A209T

Pat_45 Post-Resistance GRK1 6011 37 13 114322374 114322374 Missense_Mutation SNP C T 4 31 c.673C>T c.(673-675)CGG>TGG p.R225W

Pat_45 Post-Resistance OR4Q3 441669 37 14 20216025 20216025 Missense_Mutation SNP C T 5 60 c.439C>T c.(439-441)CTT>TTT p.L147F

Pat_45 Post-Resistance TEP1 7011 37 14 20852822 20852822 Missense_Mutation SNP G A 18 239 c.3158C>T c.(3157-3159)GCC>GTC p.A1053V

Pat_45 Post-Resistance OR6S1 341799 37 14 21109394 21109394 Missense_Mutation SNP C T 4 71 c.457G>A c.(457-459)GGG>AGG p.G153R

Pat_45 Post-Resistance CHD8 57680 37 14 21883732 21883732 Splice_Site SNP C T 6 66 c.1131_splice c.e7+1 p.E377_splice

Pat_45 Post-Resistance TOX4 9878 37 14 21960767 21960767 Nonsense_Mutation SNP C A 13 148 c.992C>A c.(991-993)TCA>TAA p.S331*

Pat_45 Post-Resistance DHRS2 10202 37 14 24108123 24108123 Missense_Mutation SNP C T 10 160 c.50C>T c.(49-51)GCT>GTT p.A17V

Pat_45 Post-Resistance NFATC4 4776 37 14 24841655 24841655 Missense_Mutation SNP C T 7 128 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_45 Post-Resistance ARHGAP5 394 37 14 32562267 32562267 Missense_Mutation SNP C T 5 147 c.2392C>T c.(2392-2394)CCC>TCC p.P798S

Pat_45 Post-Resistance FSCB 84075 37 14 44975115 44975115 Missense_Mutation SNP G T 22 84 c.1076C>A c.(1075-1077)CCT>CAT p.P359H

Pat_45 Post-Resistance FANCM 57697 37 14 45636294 45636294 Missense_Mutation SNP C T 8 135 c.1930C>T c.(1930-1932)CAT>TAT p.H644Y

Pat_45 Post-Resistance FANCM 57697 37 14 45658350 45658350 Missense_Mutation SNP C T 22 244 c.5125C>T c.(5125-5127)CCT>TCT p.P1709S

Pat_45 Post-Resistance POLE2 5427 37 14 50140909 50140909 Missense_Mutation SNP G A 96 278 c.349C>T c.(349-351)CCA>TCA p.P117S

Pat_45 Post-Resistance KLHDC2 23588 37 14 50238352 50238352 Missense_Mutation SNP G A 12 74 c.194G>A c.(193-195)AGA>AAA p.R65K

Pat_45 Post-Resistance ARF6 382 37 14 50360936 50360936 Missense_Mutation SNP G A 6 62 c.482G>A c.(481-483)GGA>GAA p.G161E

Pat_45 Post-Resistance CDKL1 8814 37 14 50807897 50807897 Missense_Mutation SNP G A 12 129 c.2524C>T c.(2524-2526)CCT>TCT p.P842S

Pat_45 Post-Resistance NID2 22795 37 14 52493928 52493928 Nonsense_Mutation SNP G A 5 45 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_45 Post-Resistance TXNDC16 57544 37 14 52948991 52948991 Missense_Mutation SNP C T 7 85 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_45 Post-Resistance RTN1 6252 37 14 60213121 60213121 Missense_Mutation SNP G A 3 66 c.320C>T c.(319-321)TCT>TTT p.S107F

Pat_45 Post-Resistance TRMT5 57570 37 14 61446257 61446257 Missense_Mutation SNP C T 17 198 c.359G>A c.(358-360)CGC>CAC p.R120H

Pat_45 Post-Resistance SYNE2 23224 37 14 64522818 64522818 Missense_Mutation SNP G A 8 47 c.9901G>A c.(9901-9903)GAG>AAG p.E3301K

Pat_45 Post-Resistance ZBTB25 7597 37 14 64957244 64957244 Missense_Mutation SNP G A 8 171 c.8C>T c.(7-9)ACT>ATT p.T3I

Pat_45 Post-Resistance VTI1B 10490 37 14 68141101 68141101 Missense_Mutation SNP C T 6 23 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance ACOT4 122970 37 14 74062158 74062158 Missense_Mutation SNP C T 10 97 c.1066C>T c.(1066-1068)CCT>TCT p.P356S

Pat_45 Post-Resistance C14orf115 55237 37 14 74824727 74824727 Missense_Mutation SNP C T 6 131 c.1241C>T c.(1240-1242)TCC>TTC p.S414F

Pat_45 Post-Resistance MLH3 27030 37 14 75513393 75513393 Missense_Mutation SNP C T 17 116 c.2966G>A c.(2965-2967)AGA>AAA p.R989K

Pat_45 Post-Resistance FAM164C 79696 37 14 75537559 75537559 Missense_Mutation SNP G A 29 288 c.283G>A c.(283-285)GAT>AAT p.D95N

Pat_45 Post-Resistance NEK9 91754 37 14 75553876 75553876 Missense_Mutation SNP G A 8 129 c.2662C>T c.(2662-2664)CCT>TCT p.P888S

Pat_45 Post-Resistance TMEM63C 57156 37 14 77715198 77715198 Missense_Mutation SNP C T 9 210 c.1853C>T c.(1852-1854)CCC>CTC p.P618L

Pat_45 Post-Resistance KCNK10 54207 37 14 88652225 88652225 Missense_Mutation SNP C T 13 87 c.1271G>A c.(1270-1272)CGC>CAC p.R424H

Pat_45 Post-Resistance C14orf159 80017 37 14 91639748 91639748 Missense_Mutation SNP G A 3 39 c.557G>A c.(556-558)GGT>GAT p.G186D

Pat_45 Post-Resistance CATSPERB 79820 37 14 92157893 92157893 Missense_Mutation SNP T A 7 111 c.838A>T c.(838-840)AGG>TGG p.R280W

Pat_45 Post-Resistance TRIP11 9321 37 14 92436129 92436129 Missense_Mutation SNP G A 9 117 c.5828C>T c.(5827-5829)CCC>CTC p.P1943L

Pat_45 Post-Resistance DDX24 57062 37 14 94528964 94528964 Missense_Mutation SNP C T 19 105 c.722G>A c.(721-723)AGT>AAT p.S241N

Pat_45 Post-Resistance ATG2B 55102 37 14 96783538 96783538 Missense_Mutation SNP G A 6 76 c.3154C>T c.(3154-3156)CTC>TTC p.L1052F

Pat_45 Post-Resistance PPP2R5C 5527 37 14 102276373 102276373 Missense_Mutation SNP G A 6 63 c.94G>A c.(94-96)GAT>AAT p.D32N

Pat_45 Post-Resistance DYNC1H1 1778 37 14 102482379 102482379 Missense_Mutation SNP C T 3 46 c.7429C>T c.(7429-7431)CCC>TCC p.P2477S

Pat_45 Post-Resistance RAGE 5891 37 14 102695823 102695823 Missense_Mutation SNP G A 18 185 c.1153C>T c.(1153-1155)CCC>TCC p.P385S

Pat_45 Post-Resistance PPP1R13B 23368 37 14 104206385 104206385 Missense_Mutation SNP C T 16 127 c.2368G>A c.(2368-2370)GAT>AAT p.D790N

Pat_45 Post-Resistance C15orf2 23742 37 15 24922887 24922887 Missense_Mutation SNP C T 9 61 c.1873C>T c.(1873-1875)CCA>TCA p.P625S

Pat_45 Post-Resistance HERC2 8924 37 15 28501415 28501415 Missense_Mutation SNP C T 6 42 c.2566G>A c.(2566-2568)GGT>AGT p.G856S

Pat_45 Post-Resistance RYR3 6263 37 15 34064312 34064312 Missense_Mutation SNP C T 5 50 c.9008C>T c.(9007-9009)TCC>TTC p.S3003F

Pat_45 Post-Resistance C15orf55 256646 37 15 34648760 34648760 Missense_Mutation SNP G A 8 75 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_45 Post-Resistance RAD51 5888 37 15 40990990 40990990 Missense_Mutation SNP G A 6 115 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_45 Post-Resistance VPS18 57617 37 15 41191546 41191546 Missense_Mutation SNP G A 8 144 c.530G>A c.(529-531)AGC>AAC p.S177N



Pat_45 Post-Resistance INO80 54617 37 15 41377602 41377602 Missense_Mutation SNP C T 23 125 c.838G>A c.(838-840)GTA>ATA p.V280I

Pat_45 Post-Resistance STRC 161497 37 15 43895526 43895526 Missense_Mutation SNP C T 7 55 c.4459G>A c.(4459-4461)GAC>AAC p.D1487N

Pat_45 Post-Resistance SQRDL 58472 37 15 45983208 45983208 Missense_Mutation SNP T A 20 241 c.1333T>A c.(1333-1335)TTT>ATT p.F445I

Pat_45 Post-Resistance FBN1 2200 37 15 48707754 48707754 Missense_Mutation SNP C T 10 138 c.8030G>A c.(8029-8031)GGT>GAT p.G2677D

Pat_45 Post-Resistance C15orf33 196951 37 15 49800512 49800512 Nonsense_Mutation SNP C T 5 57 c.908G>A c.(907-909)TGG>TAG p.W303*

Pat_45 Post-Resistance TMOD3 29766 37 15 52192472 52192472 Missense_Mutation SNP G A 7 52 c.856G>A c.(856-858)GCA>ACA p.A286T

Pat_45 Post-Resistance SLTM 79811 37 15 59179486 59179486 Missense_Mutation SNP G A 14 131 c.2629C>T c.(2629-2631)CCT>TCT p.P877S

Pat_45 Post-Resistance ANXA2 302 37 15 60674586 60674586 Missense_Mutation SNP C T 7 79 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_45 Post-Resistance USP3 9960 37 15 63862770 63862771 Missense_Mutation DNP GT AA 12 201 c.900_901GT>AAc.(898-903)AAGTGT>AAAAGT p.C301S

Pat_45 Post-Resistance CLPX 10845 37 15 65450171 65450171 Nonsense_Mutation SNP G A 6 116 c.970C>T c.(970-972)CAG>TAG p.Q324*

Pat_45 Post-Resistance CILP 8483 37 15 65490358 65490358 Missense_Mutation SNP C T 14 223 c.2266G>A c.(2266-2268)GTG>ATG p.V756M

Pat_45 Post-Resistance AAGAB 79719 37 15 67528320 67528320 Missense_Mutation SNP C T 12 154 c.448G>A c.(448-450)GAT>AAT p.D150N

Pat_45 Post-Resistance CALML4 91860 37 15 68497780 68497780 Translation_Start_Site SNP C T 3 14 c.-65G>A c.(-67--63)AGGTG>AGATG

Pat_45 Post-Resistance PARP6 56965 37 15 72559163 72559163 Missense_Mutation SNP C T 10 79 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_45 Post-Resistance CSK 1445 37 15 75094136 75094136 Missense_Mutation SNP G A 6 96 c.988G>A c.(988-990)GTC>ATC p.V330I

Pat_45 Post-Resistance CSK 1445 37 15 75094706 75094706 Missense_Mutation SNP G A 13 105 c.1205G>A c.(1204-1206)GGC>GAC p.G402D

Pat_45 Post-Resistance MAN2C1 4123 37 15 75654258 75654258 Missense_Mutation SNP C T 21 268 c.1039G>A c.(1039-1041)GTG>ATG p.V347M

Pat_45 Post-Resistance LOC645752 645752 37 15 78211546 78211546 Missense_Mutation SNP G A 19 218 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_45 Post-Resistance EFTUD1 79631 37 15 82532887 82532887 Missense_Mutation SNP C T 12 109 c.388G>A c.(388-390)GTT>ATT p.V130I

Pat_45 Post-Resistance BNC1 646 37 15 83932330 83932330 Missense_Mutation SNP C T 15 78 c.1673G>A c.(1672-1674)AGA>AAA p.R558K

Pat_45 Post-Resistance ADAMTSL3 57188 37 15 84566671 84566671 Missense_Mutation SNP G A 28 121 c.1529G>A c.(1528-1530)GGA>GAA p.G510E

Pat_45 Post-Resistance ACAN 176 37 15 89400555 89400555 Missense_Mutation SNP C T 4 45 c.4739C>T c.(4738-4740)GCT>GTT p.A1580V

Pat_45 Post-Resistance MFGE8 4240 37 15 89444955 89444955 Missense_Mutation SNP G A 8 53 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Post-Resistance MAN2A2 4122 37 15 91453374 91453374 Missense_Mutation SNP G A 11 178 c.1429G>A c.(1429-1431)GTG>ATG p.V477M

Pat_45 Post-Resistance CHD2 1106 37 15 93480792 93480792 Missense_Mutation SNP G A 5 54 c.488G>A c.(487-489)GGC>GAC p.G163D

Pat_45 Post-Resistance CHD2 1106 37 15 93528866 93528866 Missense_Mutation SNP G A 18 263 c.3376G>A c.(3376-3378)GAC>AAC p.D1126N

Pat_45 Post-Resistance NR2F2 7026 37 15 96877589 96877589 Missense_Mutation SNP G A 19 191 c.727G>A c.(727-729)GCC>ACC p.A243T

Pat_45 Post-Resistance OR4F15 390649 37 15 102359125 102359125 Missense_Mutation SNP G A 20 208 c.736G>A c.(736-738)GTG>ATG p.V246M

Pat_45 Post-Resistance WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 5 58 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_45 Post-Resistance NUBP2 10101 37 16 1836628 1836628 Missense_Mutation SNP C T 7 99 c.107C>T c.(106-108)GCC>GTC p.A36V

Pat_45 Post-Resistance GFER 2671 37 16 2035982 2035982 Missense_Mutation SNP G A 15 177 c.571G>A c.(571-573)GTG>ATG p.V191M

Pat_45 Post-Resistance CCNF 899 37 16 2499328 2499328 Missense_Mutation SNP C T 9 88 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_45 Post-Resistance CCNF 899 37 16 2503258 2503258 Missense_Mutation SNP C T 18 161 c.1535C>T c.(1534-1536)GCC>GTC p.A512V

Pat_45 Post-Resistance MEFV 4210 37 16 3298929 3298929 Missense_Mutation SNP C T 16 204 c.1336G>A c.(1336-1338)GAG>AAG p.E446K

Pat_45 Post-Resistance ZNF75A 7627 37 16 3367588 3367588 Missense_Mutation SNP C T 5 70 c.610C>T c.(610-612)CTT>TTT p.L204F

Pat_45 Post-Resistance PPL 5493 37 16 4934485 4934485 Missense_Mutation SNP G A 3 28 c.4171C>T c.(4171-4173)CGG>TGG p.R1391W

Pat_45 Post-Resistance C16orf68 79091 37 16 8736343 8736343 Missense_Mutation SNP G A 64 618 c.931G>A c.(931-933)GAT>AAT p.D311N

Pat_45 Post-Resistance GRIN2A 2903 37 16 9857353 9857353 Missense_Mutation SNP C T 4 21 c.4048G>A c.(4048-4050)GAC>AAC p.D1350N

Pat_45 Post-Resistance TEKT5 146279 37 16 10729774 10729774 Missense_Mutation SNP G A 20 264 c.1088C>T c.(1087-1089)ACG>ATG p.T363M

Pat_45 Post-Resistance MKL2 57496 37 16 14346301 14346301 Missense_Mutation SNP C T 8 107 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_45 Post-Resistance XYLT1 64131 37 16 17352853 17352853 Missense_Mutation SNP G A 10 58 c.905C>T c.(904-906)CCC>CTC p.P302L

Pat_45 Post-Resistance TMC5 79838 37 16 19498639 19498639 Missense_Mutation SNP C T 8 85 c.2564C>T c.(2563-2565)ACC>ATC p.T855I

Pat_45 Post-Resistance TMC5 79838 37 16 19505632 19505632 Missense_Mutation SNP G A 16 181 c.2875G>A c.(2875-2877)GAT>AAT p.D959N

Pat_45 Post-Resistance ACSM1 116285 37 16 20651829 20651829 Missense_Mutation SNP C T 15 186 c.1070G>A c.(1069-1071)AGA>AAA p.R357K

Pat_45 Post-Resistance DNAH3 55567 37 16 21014460 21014460 Missense_Mutation SNP G A 11 138 c.6092C>T c.(6091-6093)ACC>ATC p.T2031I

Pat_45 Post-Resistance ZKSCAN2 342357 37 16 25268154 25268154 Missense_Mutation SNP C T 7 124 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_45 Post-Resistance KIAA0556 23247 37 16 27640058 27640058 Missense_Mutation SNP G A 10 150 c.217G>A c.(217-219)GTC>ATC p.V73I



Pat_45 Post-Resistance XPO6 23214 37 16 28118864 28118864 Missense_Mutation SNP G A 7 120 c.2476C>T c.(2476-2478)CCA>TCA p.P826S

Pat_45 Post-Resistance SULT1A1 6817 37 16 28617503 28617503 Missense_Mutation SNP C T 5 74 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_45 Post-Resistance CORO1A 11151 37 16 30199809 30199809 Missense_Mutation SNP C T 5 42 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_45 Post-Resistance SRCAP 10847 37 16 30749948 30749948 Missense_Mutation SNP C T 8 67 c.8587C>T c.(8587-8589)CCC>TCC p.P2863S

Pat_45 Post-Resistance SETD1A 9739 37 16 30991419 30991419 Missense_Mutation SNP G A 10 96 c.4312G>A c.(4312-4314)GAG>AAG p.E1438K

Pat_45 Post-Resistance ARMC5 79798 37 16 31473563 31473563 Missense_Mutation SNP C T 5 70 c.695C>T c.(694-696)GCC>GTC p.A232V

Pat_45 Post-Resistance NETO2 81831 37 16 47162401 47162401 Missense_Mutation SNP C T 39 237 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_45 Post-Resistance IRX6 79190 37 16 55361274 55361274 Missense_Mutation SNP T C 4 42 c.370T>C c.(370-372)TAT>CAT p.Y124H

Pat_45 Post-Resistance CES7 221223 37 16 55886795 55886795 Missense_Mutation SNP C T 9 89 c.1271G>A c.(1270-1272)AGA>AAA p.R424K

Pat_45 Post-Resistance COQ9 57017 37 16 57485117 57485117 Missense_Mutation SNP C T 7 131 c.239C>T c.(238-240)CCC>CTC p.P80L

Pat_45 Post-Resistance CCDC113 29070 37 16 58286740 58286740 Missense_Mutation SNP G A 6 108 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_45 Post-Resistance NDRG4 65009 37 16 58540345 58540345 Missense_Mutation SNP G A 27 387 c.427G>A c.(427-429)GGC>AGC p.G143S

Pat_45 Post-Resistance DYNC1LI2 1783 37 16 66759746 66759746 Missense_Mutation SNP T A 21 248 c.1363A>T c.(1363-1365)ACA>TCA p.T455S

Pat_45 Post-Resistance DYNC1LI2 1783 37 16 66764028 66764028 Missense_Mutation SNP G A 9 61 c.1028C>T c.(1027-1029)CCT>CTT p.P343L

Pat_45 Post-Resistance TPPP3 51673 37 16 67424207 67424207 Missense_Mutation SNP G A 29 242 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_45 Post-Resistance TPPP3 51673 37 16 67424399 67424399 Missense_Mutation SNP C T 20 93 c.325G>A c.(325-327)GCC>ACC p.A109T

Pat_45 Post-Resistance DUS2L 54920 37 16 68072032 68072032 Missense_Mutation SNP G A 3 48 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance PRMT7 54496 37 16 68358650 68358650 Missense_Mutation SNP C T 11 103 c.197C>T c.(196-198)GCC>GTC p.A66V

Pat_45 Post-Resistance AARS 16 37 16 70289630 70289630 Splice_Site SNP C T 6 67 c.2286_splice c.e16+1 p.K762_splice

Pat_45 Post-Resistance DHX38 9785 37 16 72134474 72134474 Missense_Mutation SNP G A 7 104 c.1256G>A c.(1255-1257)GGG>GAG p.G419E

Pat_45 Post-Resistance PKD1L2 114780 37 16 81232276 81232276 Missense_Mutation SNP G A 4 50 c.1534C>T c.(1534-1536)CCG>TCG p.P512S

Pat_45 Post-Resistance PKD1L2 114780 37 16 81236132 81236132 Nonsense_Mutation SNP C T 23 169 c.1116G>A c.(1114-1116)TGG>TGA p.W372*

Pat_45 Post-Resistance GAN 8139 37 16 81388232 81388232 Missense_Mutation SNP G A 8 132 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_45 Post-Resistance CDH13 1012 37 16 83817005 83817005 Missense_Mutation SNP G A 19 188 c.2062G>A c.(2062-2064)GAC>AAC p.D688N

Pat_45 Post-Resistance KCNG4 93107 37 16 84270361 84270361 Missense_Mutation SNP G A 7 64 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_45 Post-Resistance ZCCHC14 23174 37 16 87446222 87446222 Missense_Mutation SNP G A 4 92 c.1694C>T c.(1693-1695)GCG>GTG p.A565V

Pat_45 Post-Resistance BANP 54971 37 16 88039791 88039791 Missense_Mutation SNP G A 25 267 c.548G>A c.(547-549)AGC>AAC p.S183N

Pat_45 Post-Resistance GALNS 2588 37 16 88904029 88904029 Splice_Site SNP C T 12 65 c.566_splice c.e5+1 p.R189_splice

Pat_45 Post-Resistance ANKRD11 29123 37 16 89351391 89351391 Missense_Mutation SNP G A 11 72 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_45 Post-Resistance SPG7 6687 37 16 89590593 89590593 Missense_Mutation SNP G A 41 438 c.556G>A c.(556-558)GTG>ATG p.V186M

Pat_45 Post-Resistance SPG7 6687 37 16 89592849 89592849 Missense_Mutation SNP C T 14 204 c.731C>T c.(730-732)TCC>TTC p.S244F

Pat_45 Post-Resistance FANCA 2175 37 16 89846307 89846307 Missense_Mutation SNP C T 5 108 c.1685G>A c.(1684-1686)GGG>GAG p.G562E

Pat_45 Post-Resistance TUBB3 10381 37 16 89999944 89999944 Missense_Mutation SNP G A 22 415 c.235G>A c.(235-237)GGG>AGG p.G79R

Pat_45 Post-Resistance VPS53 55275 37 17 463814 463814 Splice_Site SNP C T 5 90 c.1557_splice c.e15-1 p.K519_splice

Pat_45 Post-Resistance FAM57A 79850 37 17 644578 644578 Missense_Mutation SNP G A 5 118 c.542G>A c.(541-543)GGA>GAA p.G181E

Pat_45 Post-Resistance GLOD4 51031 37 17 680108 680108 Missense_Mutation SNP C T 5 137 c.306G>A c.(304-306)ATG>ATA p.M102I

Pat_45 Post-Resistance NXN 64359 37 17 704256 704256 Missense_Mutation SNP G A 11 91 c.1241C>T c.(1240-1242)ACC>ATC p.T414I

Pat_45 Post-Resistance PITPNA 5306 37 17 1456434 1456434 Missense_Mutation SNP C T 7 100 c.61G>A c.(61-63)GGG>AGG p.G21R

Pat_45 Post-Resistance SGSM2 9905 37 17 2267426 2267426 Missense_Mutation SNP C T 9 78 c.881C>T c.(880-882)ACC>ATC p.T294I

Pat_45 Post-Resistance SGSM2 9905 37 17 2278882 2278882 Missense_Mutation SNP G A 23 232 c.2062G>A c.(2062-2064)GGC>AGC p.G688S

Pat_45 Post-Resistance ZNF232 7775 37 17 5009592 5009592 Nonsense_Mutation SNP G A 9 122 c.781C>T c.(781-783)CAG>TAG p.Q261*

Pat_45 Post-Resistance SLC2A4 6517 37 17 7186892 7186892 Missense_Mutation SNP C T 5 96 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_45 Post-Resistance ZBTB4 57659 37 17 7365485 7365485 Missense_Mutation SNP C T 34 371 c.2816G>A c.(2815-2817)AGT>AAT p.S939N

Pat_45 Post-Resistance DNAH2 146754 37 17 7708601 7708601 Missense_Mutation SNP G A 4 78 c.9332G>A c.(9331-9333)GGA>GAA p.G3111E

Pat_45 Post-Resistance CNTROB 116840 37 17 7836545 7836545 Missense_Mutation SNP G A 12 88 c.148G>A c.(148-150)GCC>ACC p.A50T

Pat_45 Post-Resistance PFAS 5198 37 17 8167572 8167572 Missense_Mutation SNP G A 7 100 c.1834G>A c.(1834-1836)GGC>AGC p.G612S

Pat_45 Post-Resistance SLC25A35 399512 37 17 8194176 8194176 Missense_Mutation SNP G A 15 206 c.713C>T c.(712-714)ACA>ATA p.T238I



Pat_45 Post-Resistance MFSD6L 162387 37 17 8701883 8701883 Missense_Mutation SNP G A 13 136 c.556C>T c.(556-558)CTC>TTC p.L186F

Pat_45 Post-Resistance MYH4 4622 37 17 10358931 10358931 Missense_Mutation SNP C T 8 81 c.2174G>A c.(2173-2175)AGA>AAA p.R725K

Pat_45 Post-Resistance MYH2 4620 37 17 10443351 10443351 Missense_Mutation SNP T G 8 70 c.1041A>C c.(1039-1041)GAA>GAC p.E347D

Pat_45 Post-Resistance PMP22 5376 37 17 15134286 15134286 Missense_Mutation SNP G A 7 94 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_45 Post-Resistance NCOR1 9611 37 17 16062073 16062073 Splice_Site SNP C T 5 43 c.732_splice c.e6+1 p.R244_splice

Pat_45 Post-Resistance RAI1 10743 37 17 17700796 17700796 Missense_Mutation SNP G A 3 22 c.4534G>A c.(4534-4536)GAG>AAG p.E1512K

Pat_45 Post-Resistance TOM1L2 146691 37 17 17783002 17783002 Missense_Mutation SNP G A 22 183 c.716C>T c.(715-717)TCT>TTT p.S239F

Pat_45 Post-Resistance FAM83G 644815 37 17 18874838 18874838 Missense_Mutation SNP G A 12 216 c.2306C>T c.(2305-2307)CCC>CTC p.P769L

Pat_45 Post-Resistance TMEM11 8834 37 17 21101711 21101711 Missense_Mutation SNP T C 28 255 c.505A>G c.(505-507)AGA>GGA p.R169G

Pat_45 Post-Resistance NOS2 4843 37 17 26089953 26089953 Missense_Mutation SNP C T 4 9 c.2671G>A c.(2671-2673)GTG>ATG p.V891M

Pat_45 Post-Resistance KIAA0100 9703 37 17 26948005 26948005 Splice_Site SNP C T 6 125 c.5242_splice c.e28+1 p.G1748_splice

Pat_45 Post-Resistance CORO6 84940 37 17 27943988 27943988 Missense_Mutation SNP G A 25 364 c.826C>T c.(826-828)CCC>TCC p.P276S

Pat_45 Post-Resistance CPD 1362 37 17 28782441 28782441 Missense_Mutation SNP G A 5 81 c.3290G>A c.(3289-3291)GGT>GAT p.G1097D

Pat_45 Post-Resistance SRCIN1 80725 37 17 36705372 36705372 Missense_Mutation SNP A G 3 56 c.3037T>C c.(3037-3039)TTC>CTC p.F1013L

Pat_45 Post-Resistance MLLT6 4302 37 17 36865819 36865819 Missense_Mutation SNP C A 4 66 c.543C>A c.(541-543)TTC>TTA p.F181L

Pat_45 Post-Resistance STARD3 10948 37 17 37813294 37813294 Missense_Mutation SNP G A 17 117 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_45 Post-Resistance GSDMB 55876 37 17 38073346 38073346 Missense_Mutation SNP G A 4 55 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_45 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 5 108 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_45 Post-Resistance KRT33B 3884 37 17 39521507 39521507 Nonsense_Mutation SNP G A 19 97 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_45 Post-Resistance JUP 3728 37 17 39681184 39681184 Missense_Mutation SNP C T 34 165 c.1060G>A c.(1060-1062)GAT>AAT p.D354N

Pat_45 Post-Resistance KCNH4 23415 37 17 40330137 40330137 Missense_Mutation SNP C T 21 109 c.566G>A c.(565-567)GGA>GAA p.G189E

Pat_45 Post-Resistance EZH1 2145 37 17 40857150 40857150 Missense_Mutation SNP C T 7 97 c.1891G>A c.(1891-1893)GAG>AAG p.E631K

Pat_45 Post-Resistance AOC2 314 37 17 41001247 41001247 Missense_Mutation SNP C T 20 125 c.1733C>T c.(1732-1734)CCC>CTC p.P578L

Pat_45 Post-Resistance TMUB2 79089 37 17 42268104 42268104 Missense_Mutation SNP G A 18 126 c.838G>A c.(838-840)GTG>ATG p.V280M

Pat_45 Post-Resistance FZD2 2535 37 17 42635313 42635313 Missense_Mutation SNP C T 22 143 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_45 Post-Resistance KIF18B 146909 37 17 43009061 43009061 Missense_Mutation SNP C T 17 119 c.1462G>A c.(1462-1464)GCA>ACA p.A488T

Pat_45 Post-Resistance COL1A1 1277 37 17 48265937 48265937 Missense_Mutation SNP G A 9 78 c.3161C>T c.(3160-3162)CCT>CTT p.P1054L

Pat_45 Post-Resistance ABCC3 8714 37 17 48738451 48738451 Missense_Mutation SNP C T 3 50 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_45 Post-Resistance ABCC3 8714 37 17 48746761 48746761 Missense_Mutation SNP C T 7 66 c.2113C>T c.(2113-2115)CTT>TTT p.L705F

Pat_45 Post-Resistance CA10 56934 37 17 50235132 50235132 Nonsense_Mutation SNP C T 16 185 c.15G>A c.(13-15)TGG>TGA p.W5*

Pat_45 Post-Resistance AKAP1 8165 37 17 55194225 55194225 Missense_Mutation SNP G A 39 349 c.2437G>A c.(2437-2439)GAC>AAC p.D813N

Pat_45 Post-Resistance CUEDC1 404093 37 17 55943873 55943873 Missense_Mutation SNP G A 6 132 c.1126C>T c.(1126-1128)CCC>TCC p.P376S

Pat_45 Post-Resistance EPX 8288 37 17 56280680 56280680 Splice_Site SNP G A 10 86 c.1946_splice c.e11+1 p.R649_splice

Pat_45 Post-Resistance MKS1 54903 37 17 56288382 56288382 Missense_Mutation SNP G A 17 151 c.917C>T c.(916-918)ACT>ATT p.T306I

Pat_45 Post-Resistance 4-Sep 5414 37 17 56598662 56598662 Missense_Mutation SNP C T 18 239 c.1067G>A c.(1066-1068)AGA>AAA p.R356K

Pat_45 Post-Resistance TEX14 56155 37 17 56692603 56692603 Missense_Mutation SNP C T 17 300 c.889G>A c.(889-891)GAA>AAA p.E297K

Pat_45 Post-Resistance BRIP1 83990 37 17 59886064 59886064 Missense_Mutation SNP C T 5 97 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_45 Post-Resistance 10-Mar 162333 37 17 60837289 60837289 Missense_Mutation SNP G A 19 122 c.289C>T c.(289-291)CCA>TCA p.P97S

Pat_45 Post-Resistance CYB561 1534 37 17 61511927 61511927 Missense_Mutation SNP C T 10 104 c.592G>A c.(592-594)GGT>AGT p.G198S

Pat_45 Post-Resistance SMARCD2 6603 37 17 61910707 61910707 Missense_Mutation SNP G A 8 91 c.1391C>T c.(1390-1392)CCC>CTC p.P464L

Pat_45 Post-Resistance ERN1 2081 37 17 62141418 62141418 Missense_Mutation SNP C T 7 101 c.1015G>A c.(1015-1017)GAC>AAC p.D339N

Pat_45 Post-Resistance SMURF2 64750 37 17 62589678 62589678 Missense_Mutation SNP A G 5 80 c.214T>C c.(214-216)TCT>CCT p.S72P

Pat_45 Post-Resistance BPTF 2186 37 17 65862656 65862656 Missense_Mutation SNP G A 8 253 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_45 Post-Resistance BPTF 2186 37 17 65908567 65908567 Missense_Mutation SNP C T 10 157 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_45 Post-Resistance ABCA8 10351 37 17 66881375 66881375 Missense_Mutation SNP G T 6 85 c.3391C>A c.(3391-3393)CCT>ACT p.P1131T

Pat_45 Post-Resistance NAT9 26151 37 17 72768417 72768417 Splice_Site SNP C T 14 83 c.335_splice c.e5-1 p.E112_splice

Pat_45 Post-Resistance UNC13D 201294 37 17 73836610 73836610 Missense_Mutation SNP C T 13 225 c.731G>A c.(730-732)GGG>GAG p.G244E



Pat_45 Post-Resistance SRP68 6730 37 17 74060188 74060188 Missense_Mutation SNP C T 9 164 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_45 Post-Resistance MXRA7 439921 37 17 74673774 74673774 Missense_Mutation SNP C T 7 92 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_45 Post-Resistance DNAH17 8632 37 17 76449428 76449428 Missense_Mutation SNP C T 4 36 c.1526G>A c.(1525-1527)GGA>GAA p.G509E

Pat_45 Post-Resistance RNF213 57674 37 17 78350185 78350185 Missense_Mutation SNP G A 36 289 c.7489G>A c.(7489-7491)GAC>AAC p.D2497N

Pat_45 Post-Resistance RPTOR 57521 37 17 78931423 78931423 Splice_Site SNP G A 14 137 c.3371_splice c.e29-1 p.G1124_splice

Pat_45 Post-Resistance BAHCC1 57597 37 17 79429032 79429032 Missense_Mutation SNP C T 5 45 c.7343C>T c.(7342-7344)CCC>CTC p.P2448L

Pat_45 Post-Resistance FASN 2194 37 17 80037376 80037376 Missense_Mutation SNP C T 5 122 c.7255G>A c.(7255-7257)GCG>ACG p.A2419T

Pat_45 Post-Resistance FOXK2 3607 37 17 80521306 80521306 Missense_Mutation SNP G A 5 59 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_45 Post-Resistance TBCD 6904 37 17 80758775 80758775 Missense_Mutation SNP C T 6 161 c.853C>T c.(853-855)CTC>TTC p.L285F

Pat_45 Post-Resistance EPB41L3 23136 37 18 5424310 5424310 Missense_Mutation SNP C T 44 204 c.1114G>A c.(1114-1116)GCT>ACT p.A372T

Pat_45 Post-Resistance LAMA3 3909 37 18 21293980 21293980 Missense_Mutation SNP C T 12 98 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_45 Post-Resistance CABYR 26256 37 18 21736420 21736420 Missense_Mutation SNP C T 3 37 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_45 Post-Resistance TAF4B 6875 37 18 23865876 23865876 Missense_Mutation SNP C T 23 167 c.1003C>T c.(1003-1005)CCT>TCT p.P335S

Pat_45 Post-Resistance MAPRE2 10982 37 18 32706945 32706945 Missense_Mutation SNP G A 13 112 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_45 Post-Resistance SETBP1 26040 37 18 42618459 42618459 Missense_Mutation SNP G A 16 58 c.4010G>A c.(4009-4011)AGT>AAT p.S1337N

Pat_45 Post-Resistance ATP5A1 498 37 18 43666117 43666117 Missense_Mutation SNP C T 13 145 c.1391G>A c.(1390-1392)GGC>GAC p.G464D

Pat_45 Post-Resistance MRO 83876 37 18 48331529 48331529 Missense_Mutation SNP C T 8 49 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_45 Post-Resistance MEX3C 51320 37 18 48703571 48703571 Missense_Mutation SNP G A 7 109 c.1130C>T c.(1129-1131)CCT>CTT p.P377L

Pat_45 Post-Resistance POLI 11201 37 18 51807109 51807109 Missense_Mutation SNP C T 24 287 c.632C>T c.(631-633)GCC>GTC p.A211V

Pat_45 Post-Resistance ALPK2 115701 37 18 56247145 56247145 Missense_Mutation SNP C G 12 28 c.863G>C c.(862-864)AGT>ACT p.S288T

Pat_45 Post-Resistance CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 23 71 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_45 Post-Resistance POLRMT 5442 37 19 630154 630154 Missense_Mutation SNP C T 20 199 c.208G>A c.(208-210)GTG>ATG p.V70M

Pat_45 Post-Resistance FSTL3 10272 37 19 677879 677879 Missense_Mutation SNP C T 17 220 c.191C>T c.(190-192)TCC>TTC p.S64F

Pat_45 Post-Resistance AES 166 37 19 3061231 3061231 Missense_Mutation SNP G A 24 210 c.52C>T c.(52-54)CTC>TTC p.L18F

Pat_45 Post-Resistance MAP2K2 5605 37 19 4117617 4117617 Missense_Mutation SNP C T 5 80 c.103G>A c.(103-105)GTG>ATG p.V35M

Pat_45 Post-Resistance CHAF1A 10036 37 19 4409310 4409310 Missense_Mutation SNP C T 23 91 c.514C>T c.(514-516)CCT>TCT p.P172S

Pat_45 Post-Resistance FEM1A 55527 37 19 4793832 4793832 Missense_Mutation SNP G A 6 32 c.1966G>A c.(1966-1968)GGC>AGC p.G656S

Pat_45 Post-Resistance UHRF1 29128 37 19 4930828 4930828 Missense_Mutation SNP G A 14 93 c.509G>A c.(508-510)TGC>TAC p.C170Y

Pat_45 Post-Resistance SAFB2 9667 37 19 5613531 5613531 Missense_Mutation SNP C T 16 95 c.551G>A c.(550-552)GGG>GAG p.G184E

Pat_45 Post-Resistance DENND1C 79958 37 19 6468925 6468925 Missense_Mutation SNP C T 6 26 c.1447G>A c.(1447-1449)GCC>ACC p.A483T

Pat_45 Post-Resistance TNFSF14 8740 37 19 6669966 6669966 Missense_Mutation SNP C T 67 500 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_45 Post-Resistance EMR1 2015 37 19 6935082 6935082 Missense_Mutation SNP G A 6 102 c.2374G>A c.(2374-2376)GAC>AAC p.D792N

Pat_45 Post-Resistance KIAA1543 57662 37 19 7676884 7676884 Missense_Mutation SNP C T 14 108 c.1505C>T c.(1504-1506)CCC>CTC p.P502L

Pat_45 Post-Resistance CLEC4G 339390 37 19 7794279 7794279 Nonsense_Mutation SNP C T 5 62 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Post-Resistance CLEC4M 10332 37 19 7830868 7830868 Missense_Mutation SNP C G 7 104 c.490C>G c.(490-492)CGG>GGG p.R164G

Pat_45 Post-Resistance FBN3 84467 37 19 8201157 8201157 Missense_Mutation SNP C T 6 109 c.1382G>A c.(1381-1383)GGT>GAT p.G461D

Pat_45 Post-Resistance MYO1F 4542 37 19 8595223 8595223 Missense_Mutation SNP C T 43 439 c.2185G>A c.(2185-2187)GAG>AAG p.E729K

Pat_45 Post-Resistance MBD3L1 85509 37 19 8953482 8953482 Missense_Mutation SNP C T 8 69 c.128C>T c.(127-129)ACA>ATA p.T43I

Pat_45 Post-Resistance MUC16 94025 37 19 9047922 9047922 Missense_Mutation SNP A G 9 29 c.33709T>C c.(33709-33711)TCA>CCA p.S11237P

Pat_45 Post-Resistance MUC16 94025 37 19 9060132 9060132 Missense_Mutation SNP C T 10 119 c.27314G>A c.(27313-27315)GGG>GAG p.G9105E

Pat_45 Post-Resistance MUC16 94025 37 19 9060313 9060313 Missense_Mutation SNP C T 3 50 c.27133G>A c.(27133-27135)GGA>AGA p.G9045R

Pat_45 Post-Resistance MUC16 94025 37 19 9065926 9065926 Missense_Mutation SNP C T 16 133 c.21520G>A c.(21520-21522)GCT>ACT p.A7174T

Pat_45 Post-Resistance MUC16 94025 37 19 9068846 9068846 Missense_Mutation SNP C T 6 100 c.18600G>A c.(18598-18600)ATG>ATA p.M6200I

Pat_45 Post-Resistance COL5A3 50509 37 19 10106275 10106275 Missense_Mutation SNP C T 9 44 c.1552G>A c.(1552-1554)GGA>AGA p.G518R

Pat_45 Post-Resistance EIF3G 8666 37 19 10227834 10227834 Missense_Mutation SNP C A 4 68 c.331G>T c.(331-333)GAC>TAC p.D111Y

Pat_45 Post-Resistance DOCK6 57572 37 19 11325258 11325258 Missense_Mutation SNP C T 9 159 c.4174G>A c.(4174-4176)GTT>ATT p.V1392I

Pat_45 Post-Resistance ZNF627 199692 37 19 11728403 11728403 Missense_Mutation SNP C T 9 137 c.1085C>T c.(1084-1086)CCC>CTC p.P362L



Pat_45 Post-Resistance ZNF433 163059 37 19 12127446 12127446 Missense_Mutation SNP C T 8 41 c.236G>A c.(235-237)GGT>GAT p.G79D

Pat_45 Post-Resistance ZNF625 90589 37 19 12256929 12256929 Missense_Mutation SNP G A 9 55 c.104C>T c.(103-105)TCA>TTA p.S35L

Pat_45 Post-Resistance HOOK2 29911 37 19 12876642 12876642 Splice_Site SNP C T 13 84 c.1605_splice c.e17+1 p.I535_splice

Pat_45 Post-Resistance ZNF333 84449 37 19 14829206 14829206 Missense_Mutation SNP C T 10 87 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_45 Post-Resistance HSH2D 84941 37 19 16263420 16263420 Missense_Mutation SNP C T 4 27 c.184C>T c.(184-186)CAC>TAC p.H62Y

Pat_45 Post-Resistance FAM129C 199786 37 19 17653030 17653030 Missense_Mutation SNP G A 22 286 c.1349G>A c.(1348-1350)GGG>GAG p.G450E

Pat_45 Post-Resistance SLC5A5 6528 37 19 17985541 17985541 Splice_Site SNP G A 8 57 c.543_splice c.e4+1 p.V181_splice

Pat_45 Post-Resistance PDE4C 5143 37 19 18322645 18322645 Missense_Mutation SNP C T 15 178 c.1715G>A c.(1714-1716)GGA>GAA p.G572E

Pat_45 Post-Resistance NCAN 1463 37 19 19329961 19329961 Missense_Mutation SNP C G 7 53 c.311C>G c.(310-312)GCC>GGC p.A104G

Pat_45 Post-Resistance KIAA0892 23383 37 19 19458167 19458167 Missense_Mutation SNP C A 4 95 c.1300C>A c.(1300-1302)CAA>AAA p.Q434K

Pat_45 Post-Resistance GMIP 51291 37 19 19745992 19745992 Missense_Mutation SNP C T 3 17 c.1591G>A c.(1591-1593)GAG>AAG p.E531K

Pat_45 Post-Resistance LOC284441 284441 37 19 20369281 20369281 Missense_Mutation SNP G A 19 124 c.74G>A c.(73-75)CGA>CAA p.R25Q

Pat_45 Post-Resistance ZNF99 7652 37 19 22940567 22940567 Missense_Mutation SNP C T 5 122 c.1871G>A c.(1870-1872)AGC>AAC p.S624N

Pat_45 Post-Resistance ANKRD27 84079 37 19 33095326 33095326 Missense_Mutation SNP C T 4 31 c.2498G>A c.(2497-2499)GGG>GAG p.G833E

Pat_45 Post-Resistance WDR88 126248 37 19 33623100 33623100 Missense_Mutation SNP C T 7 44 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_45 Post-Resistance ARHGAP33 115703 37 19 36278595 36278595 Missense_Mutation SNP C T 10 138 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_45 Post-Resistance NPHS1 4868 37 19 36322248 36322248 Missense_Mutation SNP C T 12 111 c.3337G>A c.(3337-3339)GAA>AAA p.E1113K

Pat_45 Post-Resistance THAP8 199745 37 19 36530347 36530347 Missense_Mutation SNP C T 4 6 c.550G>A c.(550-552)GTG>ATG p.V184M

Pat_45 Post-Resistance ZNF529 57711 37 19 37038249 37038249 Missense_Mutation SNP C T 19 124 c.1211G>A c.(1210-1212)AGA>AAA p.R404K

Pat_45 Post-Resistance DPF1 8193 37 19 38703019 38703019 Missense_Mutation SNP C T 5 52 c.973G>A c.(973-975)GCG>ACG p.A325T

Pat_45 Post-Resistance ZFP36 7538 37 19 39899095 39899095 Missense_Mutation SNP C T 6 105 c.737C>T c.(736-738)ACC>ATC p.T246I

Pat_45 Post-Resistance PRX 57716 37 19 40902065 40902065 Missense_Mutation SNP C T 18 211 c.2194G>A c.(2194-2196)GTG>ATG p.V732M

Pat_45 Post-Resistance BLVRB 645 37 19 40964341 40964341 Missense_Mutation SNP G A 6 27 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_45 Post-Resistance EGLN2 112398 37 19 41307219 41307219 Missense_Mutation SNP C T 9 50 c.742C>T c.(742-744)CCA>TCA p.P248S

Pat_45 Post-Resistance CYP2A7 1549 37 19 41387952 41387952 Missense_Mutation SNP C T 4 61 c.164G>A c.(163-165)TGT>TAT p.C55Y

Pat_45 Post-Resistance CYP2S1 29785 37 19 41700570 41700570 Missense_Mutation SNP G A 11 104 c.299G>A c.(298-300)GGC>GAC p.G100D

Pat_45 Post-Resistance ZNF526 116115 37 19 42729087 42729087 Missense_Mutation SNP C T 19 247 c.532C>T c.(532-534)CCT>TCT p.P178S

Pat_45 Post-Resistance ERF 2077 37 19 42753810 42753810 Missense_Mutation SNP C T 9 74 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_45 Post-Resistance ZNF223 7766 37 19 44570909 44570909 Missense_Mutation SNP C T 17 139 c.928C>T c.(928-930)CAC>TAC p.H310Y

Pat_45 Post-Resistance ZNF285 26974 37 19 44891638 44891638 Missense_Mutation SNP C T 10 93 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_45 Post-Resistance ZNF229 7772 37 19 44934304 44934304 Missense_Mutation SNP C T 6 139 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_45 Post-Resistance PVRL2 5819 37 19 45377175 45377175 Missense_Mutation SNP C T 31 256 c.778C>T c.(778-780)CCT>TCT p.P260S

Pat_45 Post-Resistance PPP1R13L 10848 37 19 45901355 45901355 Missense_Mutation SNP C T 4 126 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance SYMPK 8189 37 19 46345570 46345570 Missense_Mutation SNP C T 18 174 c.1025G>A c.(1024-1026)AGC>AAC p.S342N

Pat_45 Post-Resistance NANOS2 339345 37 19 46417719 46417719 Nonsense_Mutation SNP G C 5 160 c.233C>G c.(232-234)TCA>TGA p.S78*

Pat_45 Post-Resistance NOVA2 4858 37 19 46457133 46457133 Missense_Mutation SNP C T 12 194 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_45 Post-Resistance STRN4 29888 37 19 47234041 47234041 Missense_Mutation SNP C T 17 215 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_45 Post-Resistance DHX34 9704 37 19 47884166 47884166 Missense_Mutation SNP C T 20 185 c.3076C>T c.(3076-3078)CTC>TTC p.L1026F

Pat_45 Post-Resistance NAPA 8775 37 19 47996392 47996392 Missense_Mutation SNP C T 7 77 c.460G>A c.(460-462)GGC>AGC p.G154S

Pat_45 Post-Resistance LIG1 3978 37 19 48636316 48636316 Missense_Mutation SNP C T 31 328 c.1648G>A c.(1648-1650)GGC>AGC p.G550S

Pat_45 Post-Resistance IZUMO1 284359 37 19 49248930 49248930 Missense_Mutation SNP C T 13 153 c.187G>A c.(187-189)GAT>AAT p.D63N

Pat_45 Post-Resistance SNRNP70 6625 37 19 49611533 49611533 Missense_Mutation SNP C T 6 12 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_45 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 4 50 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_45 Post-Resistance PRR12 57479 37 19 50105048 50105048 Missense_Mutation SNP C T 15 39 c.4646C>T c.(4645-4647)GCC>GTC p.A1549V

Pat_45 Post-Resistance ZNF473 25888 37 19 50549141 50549141 Missense_Mutation SNP C A 4 29 c.1441C>A c.(1441-1443)CAC>AAC p.H481N

Pat_45 Post-Resistance HAS1 3036 37 19 52220383 52220383 Missense_Mutation SNP C T 19 241 c.766G>A c.(766-768)GAG>AAG p.E256K

Pat_45 Post-Resistance ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 5 124 c.737G>A c.(736-738)AGG>AAG p.R246K



Pat_45 Post-Resistance ZNF160 90338 37 19 53589523 53589524 Missense_Mutation DNP GG AA 12 69 c.6_7CC>TT c.(4-9)GCCCTT>GCTTTT p.L3F

Pat_45 Post-Resistance NLRP12 91662 37 19 54327171 54327171 Nonsense_Mutation SNP C T 19 227 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_45 Post-Resistance PRPF31 26121 37 19 54626908 54626908 Missense_Mutation SNP G A 16 160 c.496G>A c.(496-498)GTC>ATC p.V166I

Pat_45 Post-Resistance LILRA1 11024 37 19 55106729 55106729 Missense_Mutation SNP C T 27 185 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_45 Post-Resistance LILRB1 10859 37 19 55146735 55146735 Missense_Mutation SNP G A 31 98 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_45 Post-Resistance KIR2DS4 3809 37 19 55354347 55354347 Missense_Mutation SNP C T 59 280 c.689C>T c.(688-690)TCA>TTA p.S230L

Pat_45 Post-Resistance NLRP2 55655 37 19 55493601 55493601 Missense_Mutation SNP A G 14 142 c.535A>G c.(535-537)AGC>GGC p.S179G

Pat_45 Post-Resistance RDH13 112724 37 19 55559706 55559706 Missense_Mutation SNP G A 3 63 c.649C>T c.(649-651)CGG>TGG p.R217W

Pat_45 Post-Resistance NLRP9 338321 37 19 56243836 56243836 Missense_Mutation SNP G A 25 217 c.1361C>T c.(1360-1362)GCC>GTC p.A454V

Pat_45 Post-Resistance NLRP4 147945 37 19 56363558 56363558 Missense_Mutation SNP G A 4 46 c.112G>A c.(112-114)GAA>AAA p.E38K

Pat_45 Post-Resistance ZSCAN5A 79149 37 19 56736364 56736364 Missense_Mutation SNP G A 6 92 c.52C>T c.(52-54)CCT>TCT p.P18S

Pat_45 Post-Resistance ZNF134 7693 37 19 58131554 58131554 Missense_Mutation SNP G A 12 75 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_45 Post-Resistance ZNF551 90233 37 19 58199447 58199447 Missense_Mutation SNP C T 11 198 c.1756C>T c.(1756-1758)CTC>TTC p.L586F

Pat_45 Post-Resistance ZNF606 80095 37 19 58499962 58499962 Splice_Site SNP C T 11 221 c.304_splice c.e5+1 p.G102_splice

Pat_45 Post-Resistance SH3YL1 26751 37 2 218899 218899 Missense_Mutation SNP G A 6 125 c.941C>T c.(940-942)TCA>TTA p.S314L

Pat_45 Post-Resistance SOX11 6664 37 2 5833455 5833455 Missense_Mutation SNP G A 7 83 c.602G>A c.(601-603)GGC>GAC p.G201D

Pat_45 Post-Resistance ADAM17 6868 37 2 9658100 9658100 Missense_Mutation SNP C T 4 77 c.1121G>A c.(1120-1122)GGG>GAG p.G374E

Pat_45 Post-Resistance GEN1 348654 37 2 17961301 17961301 Missense_Mutation SNP G A 4 35 c.1321G>A c.(1321-1323)GAA>AAA p.E441K

Pat_45 Post-Resistance APOB 338 37 2 21229484 21229484 Missense_Mutation SNP T G 23 194 c.10256A>C c.(10255-10257)AAA>ACA p.K3419T

Pat_45 Post-Resistance GPR113 165082 37 2 26534707 26534707 Missense_Mutation SNP C A 4 32 c.1889G>T c.(1888-1890)CGG>CTG p.R630L

Pat_45 Post-Resistance ABHD1 84696 37 2 27351878 27351878 Missense_Mutation SNP G A 15 118 c.341G>A c.(340-342)AGC>AAC p.S114N

Pat_45 Post-Resistance C2orf16 84226 37 2 27803008 27803008 Missense_Mutation SNP G A 15 25 c.3569G>A c.(3568-3570)CGG>CAG p.R1190Q

Pat_45 Post-Resistance PPP1CB 5500 37 2 29006802 29006802 Missense_Mutation SNP C G 9 78 c.550C>G c.(550-552)CAG>GAG p.Q184E

Pat_45 Post-Resistance LCLAT1 253558 37 2 30863202 30863202 Missense_Mutation SNP G A 19 169 c.962G>A c.(961-963)GGG>GAG p.G321E

Pat_45 Post-Resistance NLRC4 58484 37 2 32477565 32477565 Missense_Mutation SNP C T 12 91 c.185G>A c.(184-186)GGT>GAT p.G62D

Pat_45 Post-Resistance STRN 6801 37 2 37105140 37105140 Missense_Mutation SNP C T 9 196 c.1217G>A c.(1216-1218)GGA>GAA p.G406E

Pat_45 Post-Resistance HEATR5B 54497 37 2 37229562 37229562 Missense_Mutation SNP G A 12 257 c.5204C>T c.(5203-5205)TCA>TTA p.S1735L

Pat_45 Post-Resistance HEATR5B 54497 37 2 37310493 37310493 Missense_Mutation SNP C T 8 107 c.65G>A c.(64-66)AGA>AAA p.R22K

Pat_45 Post-Resistance C2orf56 55471 37 2 37464930 37464930 Missense_Mutation SNP A G 3 74 c.328A>G c.(328-330)ATG>GTG p.M110V

Pat_45 Post-Resistance DHX57 90957 37 2 39095553 39095553 Translation_Start_Site SNP C T 9 81 c.-5G>A c.(-7--3)AGGTG>AGATG

Pat_45 Post-Resistance SOS1 6654 37 2 39278325 39278325 Missense_Mutation SNP G A 9 53 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_45 Post-Resistance SLC8A1 6546 37 2 40342508 40342508 Missense_Mutation SNP T C 19 105 c.2807A>G c.(2806-2808)GAG>GGG p.E936G

Pat_45 Post-Resistance SRBD1 55133 37 2 45774743 45774743 Missense_Mutation SNP G A 4 52 c.1684C>T c.(1684-1686)CTT>TTT p.L562F

Pat_45 Post-Resistance FOXN2 3344 37 2 48602224 48602224 Missense_Mutation SNP G A 5 60 c.938G>A c.(937-939)CGT>CAT p.R313H

Pat_45 Post-Resistance KIAA1841 84542 37 2 61331003 61331003 Missense_Mutation SNP G A 9 55 c.1381G>A c.(1381-1383)GAC>AAC p.D461N

Pat_45 Post-Resistance VPS54 51542 37 2 64208875 64208875 Missense_Mutation SNP C T 11 180 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_45 Post-Resistance CEP68 23177 37 2 65299512 65299512 Missense_Mutation SNP G A 8 46 c.1282G>A c.(1282-1284)GGC>AGC p.G428S

Pat_45 Post-Resistance AAK1 22848 37 2 69747977 69747977 Missense_Mutation SNP G A 29 400 c.1199C>T c.(1198-1200)CCT>CTT p.P400L

Pat_45 Post-Resistance LRRTM4 80059 37 2 77746529 77746529 Missense_Mutation SNP G T 4 38 c.466C>A c.(466-468)CTT>ATT p.L156I

Pat_45 Post-Resistance MITD1 129531 37 2 99786018 99786018 Missense_Mutation SNP G A 8 68 c.649C>T c.(649-651)CCA>TCA p.P217S

Pat_45 Post-Resistance EIF5B 9669 37 2 99992981 99992981 Nonsense_Mutation SNP C A 4 61 c.1724C>A c.(1723-1725)TCA>TAA p.S575*

Pat_45 Post-Resistance REV1 51455 37 2 100022421 100022421 Missense_Mutation SNP C T 20 133 c.2762G>A c.(2761-2763)AGT>AAT p.S921N

Pat_45 Post-Resistance REV1 51455 37 2 100027328 100027328 Missense_Mutation SNP G A 4 29 c.2174C>T c.(2173-2175)CCA>CTA p.P725L

Pat_45 Post-Resistance RGPD3 653489 37 2 107029693 107029693 Missense_Mutation SNP C T 13 166 c.5113G>A c.(5113-5115)GTG>ATG p.V1705M

Pat_45 Post-Resistance 10-Sep 151011 37 2 110322024 110322024 Missense_Mutation SNP G A 14 73 c.947C>T c.(946-948)ACC>ATC p.T316I

Pat_45 Post-Resistance POLR1B 84172 37 2 113325662 113325662 Missense_Mutation SNP C T 17 153 c.1865C>T c.(1864-1866)CCT>CTT p.P622L

Pat_45 Post-Resistance DPP10 57628 37 2 116548883 116548883 Missense_Mutation SNP C T 5 116 c.1651C>T c.(1651-1653)CTT>TTT p.L551F



Pat_45 Post-Resistance TMEM37 140738 37 2 120194856 120194856 Missense_Mutation SNP C T 22 221 c.413C>T c.(412-414)TCC>TTC p.S138F

Pat_45 Post-Resistance RALB 5899 37 2 121043609 121043609 Missense_Mutation SNP G A 11 101 c.274G>A c.(274-276)GTG>ATG p.V92M

Pat_45 Post-Resistance RAB3GAP1 22930 37 2 135926254 135926254 Missense_Mutation SNP C T 19 228 c.2849C>T c.(2848-2850)CCC>CTC p.P950L

Pat_45 Post-Resistance ZRANB3 84083 37 2 136033282 136033282 Missense_Mutation SNP T C 3 43 c.1010A>G c.(1009-1011)GAT>GGT p.D337G

Pat_45 Post-Resistance LRP1B 53353 37 2 141274541 141274541 Missense_Mutation SNP C T 8 83 c.8066G>A c.(8065-8067)TGT>TAT p.C2689Y

Pat_45 Post-Resistance STAM2 10254 37 2 153006704 153006704 Missense_Mutation SNP C T 3 39 c.80G>A c.(79-81)AGT>AAT p.S27N

Pat_45 Post-Resistance TANC1 85461 37 2 160035675 160035675 Splice_Site SNP G A 13 87 c.2510_splice c.e14+1 p.R837_splice

Pat_45 Post-Resistance LY75 4065 37 2 160673338 160673338 Nonsense_Mutation SNP C T 4 99 c.4359G>A c.(4357-4359)TGG>TGA p.W1453*

Pat_45 Post-Resistance NOSTRIN 115677 37 2 169716093 169716093 Missense_Mutation SNP A C 45 115 c.1125A>C c.(1123-1125)CAA>CAC p.Q375H

Pat_45 Post-Resistance LRP2 4036 37 2 170115628 170115628 Missense_Mutation SNP C T 28 224 c.2420G>A c.(2419-2421)AGT>AAT p.S807N

Pat_45 Post-Resistance GORASP2 26003 37 2 171806783 171806783 Missense_Mutation SNP G A 9 100 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_45 Post-Resistance TLK1 9874 37 2 171902700 171902700 Missense_Mutation SNP G A 18 208 c.1153C>T c.(1153-1155)CCA>TCA p.P385S

Pat_45 Post-Resistance OSBPL6 114880 37 2 179260211 179260211 Nonsense_Mutation SNP G A 4 40 c.2730G>A c.(2728-2730)TGG>TGA p.W910*

Pat_45 Post-Resistance TTN 7273 37 2 179395254 179395254 Missense_Mutation SNP C T 9 122 c.98384G>A c.(98383-98385)GGT>GAT p.G32795D

Pat_45 Post-Resistance TTN 7273 37 2 179417575 179417575 Missense_Mutation SNP G A 7 21 c.82348C>T c.(82348-82350)CCC>TCC p.P27450S

Pat_45 Post-Resistance TTN 7273 37 2 179429729 179429729 Nonsense_Mutation SNP G A 30 297 c.73426C>T c.(73426-73428)CAG>TAG p.Q24476*

Pat_45 Post-Resistance TTN 7273 37 2 179430083 179430083 Missense_Mutation SNP C T 20 196 c.73072G>A c.(73072-73074)GTA>ATA p.V24358I

Pat_45 Post-Resistance TTN 7273 37 2 179460390 179460390 Missense_Mutation SNP A T 3 24 c.49987T>A c.(49987-49989)TGG>AGG p.W16663R

Pat_45 Post-Resistance TTN 7273 37 2 179614255 179614255 Missense_Mutation SNP G A 6 53 c.12872C>T c.(12871-12873)GCT>GTT p.A4291V

Pat_45 Post-Resistance CCDC141 285025 37 2 179720088 179720088 Missense_Mutation SNP C T 13 133 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_45 Post-Resistance UBE2E3 10477 37 2 181846938 181846938 Missense_Mutation SNP G A 11 165 c.169G>A c.(169-171)GCT>ACT p.A57T

Pat_45 Post-Resistance STAT1 6772 37 2 191862613 191862613 Missense_Mutation SNP G A 7 77 c.754C>T c.(754-756)CCC>TCC p.P252S

Pat_45 Post-Resistance STAT4 6775 37 2 191919238 191919238 Missense_Mutation SNP C T 7 165 c.1229G>A c.(1228-1230)AGT>AAT p.S410N

Pat_45 Post-Resistance ANKRD44 91526 37 2 197873681 197873681 Missense_Mutation SNP C T 41 336 c.1924G>A c.(1924-1926)GAT>AAT p.D642N

Pat_45 Post-Resistance AOX1 316 37 2 201527615 201527616 Missense_Mutation DNP GG AA 54 134 c.3466_3467GG>AAc.(3466-3468)GGC>AAC p.G1156N

Pat_45 Post-Resistance CLK1 1195 37 2 201725959 201725959 Splice_Site SNP A C 21 156 c.390_splice c.e3+1 p.G130_splice

Pat_45 Post-Resistance NOP58 51602 37 2 203149177 203149177 Missense_Mutation SNP C T 13 189 c.407C>T c.(406-408)GCA>GTA p.A136V

Pat_45 Post-Resistance RAPH1 65059 37 2 204354593 204354593 Missense_Mutation SNP G A 6 106 c.446C>T c.(445-447)GCC>GTC p.A149V

Pat_45 Post-Resistance ZDBF2 57683 37 2 207171504 207171504 Missense_Mutation SNP C T 35 318 c.2252C>T c.(2251-2253)ACT>ATT p.T751I

Pat_45 Post-Resistance PIKFYVE 200576 37 2 209141477 209141477 Missense_Mutation SNP C T 7 81 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_45 Post-Resistance PIKFYVE 200576 37 2 209192986 209192986 Missense_Mutation SNP G A 14 189 c.3701G>A c.(3700-3702)AGT>AAT p.S1234N

Pat_45 Post-Resistance FN1 2335 37 2 216247040 216247040 Missense_Mutation SNP C T 5 46 c.5059G>A c.(5059-5061)GAA>AAA p.E1687K

Pat_45 Post-Resistance C2orf62 375307 37 2 219232544 219232544 Missense_Mutation SNP G A 5 87 c.1021G>A c.(1021-1023)GAG>AAG p.E341K

Pat_45 Post-Resistance CTDSP1 58190 37 2 219268087 219268087 Missense_Mutation SNP G A 8 151 c.604G>A c.(604-606)GTG>ATG p.V202M

Pat_45 Post-Resistance IHH 3549 37 2 219922361 219922361 Missense_Mutation SNP C T 13 234 c.371G>A c.(370-372)GGT>GAT p.G124D

Pat_45 Post-Resistance PAX3 5077 37 2 223158951 223158951 Missense_Mutation SNP C T 6 143 c.521G>A c.(520-522)AGG>AAG p.R174K

Pat_45 Post-Resistance FARSB 10056 37 2 223489056 223489056 Missense_Mutation SNP C T 7 100 c.1105G>A c.(1105-1107)GCT>ACT p.A369T

Pat_45 Post-Resistance IRS1 3667 37 2 227662737 227662737 Missense_Mutation SNP C T 46 297 c.718G>A c.(718-720)GTG>ATG p.V240M

Pat_45 Post-Resistance TM4SF20 79853 37 2 228228469 228228469 Missense_Mutation SNP C T 25 197 c.661G>A c.(661-663)GTC>ATC p.V221I

Pat_45 Post-Resistance TRIP12 9320 37 2 230723748 230723748 Missense_Mutation SNP G A 5 66 c.641C>T c.(640-642)TCC>TTC p.S214F

Pat_45 Post-Resistance CHRND 1144 37 2 233392997 233392997 Nonsense_Mutation SNP G A 9 130 c.269G>A c.(268-270)TGG>TAG p.W90*

Pat_45 Post-Resistance NGEF 25791 37 2 233839413 233839413 Missense_Mutation SNP G A 13 207 c.188C>T c.(187-189)TCC>TTC p.S63F

Pat_45 Post-Resistance UGT1A4 54657 37 2 234628115 234628115 Missense_Mutation SNP C T 15 149 c.649C>T c.(649-651)CCT>TCT p.P217S

Pat_45 Post-Resistance HDAC4 9759 37 2 240055965 240055965 Missense_Mutation SNP G A 6 82 c.1270C>T c.(1270-1272)CCG>TCG p.P424S

Pat_45 Post-Resistance ANKMY1 51281 37 2 241465744 241465744 Missense_Mutation SNP C T 4 69 c.805G>A c.(805-807)GAA>AAA p.E269K

Pat_45 Post-Resistance TRIB3 57761 37 20 372154 372155 Missense_Mutation DNP AC TT 16 60 c.515_516AC>TT c.(514-516)CAC>CTT p.H172L

Pat_45 Post-Resistance PTPRA 5786 37 20 2945518 2945518 Missense_Mutation SNP G A 7 83 c.85G>A c.(85-87)GTA>ATA p.V29I



Pat_45 Post-Resistance CENPB 1059 37 20 3766517 3766517 Missense_Mutation SNP G A 13 217 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_45 Post-Resistance PLCB4 5332 37 20 9388579 9388579 Missense_Mutation SNP G A 17 99 c.1627G>A c.(1627-1629)GAA>AAA p.E543K

Pat_45 Post-Resistance PAK7 57144 37 20 9520162 9520162 Missense_Mutation SNP C T 19 232 c.2107G>A c.(2107-2109)GCA>ACA p.A703T

Pat_45 Post-Resistance PCSK2 5126 37 20 17437086 17437086 Missense_Mutation SNP G A 11 154 c.1195G>A c.(1195-1197)GAG>AAG p.E399K

Pat_45 Post-Resistance DSTN 11034 37 20 17581578 17581578 Missense_Mutation SNP C T 5 148 c.199C>T c.(199-201)CCT>TCT p.P67S

Pat_45 Post-Resistance CSRP2BP 57325 37 20 18143302 18143302 Missense_Mutation SNP C T 4 18 c.1384C>T c.(1384-1386)CCC>TCC p.P462S

Pat_45 Post-Resistance GGTLC1 92086 37 20 23967244 23967244 Missense_Mutation SNP G A 9 190 c.5C>T c.(4-6)ACC>ATC p.T2I

Pat_45 Post-Resistance TM9SF4 9777 37 20 30720825 30720825 Missense_Mutation SNP C T 7 82 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_45 Post-Resistance POFUT1 23509 37 20 30803181 30803181 Missense_Mutation SNP C T 13 248 c.356C>T c.(355-357)CCT>CTT p.P119L

Pat_45 Post-Resistance KIF3B 9371 37 20 30897723 30897723 Missense_Mutation SNP G A 16 111 c.143G>A c.(142-144)GGG>GAG p.G48E

Pat_45 Post-Resistance ASXL1 171023 37 20 31023018 31023018 Missense_Mutation SNP C T 18 330 c.2503C>T c.(2503-2505)CCC>TCC p.P835S

Pat_45 Post-Resistance PLUNC 51297 37 20 31829222 31829222 Missense_Mutation SNP G A 150 367 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_45 Post-Resistance ZNF341 84905 37 20 32354746 32354746 Missense_Mutation SNP G A 32 486 c.1312G>A c.(1312-1314)GTG>ATG p.V438M

Pat_45 Post-Resistance CHMP4B 128866 37 20 32439895 32439895 Missense_Mutation SNP G A 7 134 c.496G>A c.(496-498)GCG>ACG p.A166T

Pat_45 Post-Resistance ITCH 83737 37 20 32981665 32981665 Missense_Mutation SNP G A 15 266 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_45 Post-Resistance MYH7B 57644 37 20 33582006 33582006 Nonsense_Mutation SNP G A 21 251 c.2628G>A c.(2626-2628)TGG>TGA p.W876*

Pat_45 Post-Resistance TRPC4AP 26133 37 20 33590986 33590986 Missense_Mutation SNP G A 11 104 c.2357C>T c.(2356-2358)CCC>CTC p.P786L

Pat_45 Post-Resistance PROCR 10544 37 20 33762622 33762622 Missense_Mutation SNP C T 8 67 c.188C>T c.(187-189)ACC>ATC p.T63I

Pat_45 Post-Resistance SPAG4 6676 37 20 34207230 34207230 Missense_Mutation SNP G A 11 132 c.907G>A c.(907-909)GAG>AAG p.E303K

Pat_45 Post-Resistance C20orf4 25980 37 20 34828112 34828112 Missense_Mutation SNP G A 9 140 c.322G>A c.(322-324)GTG>ATG p.V108M

Pat_45 Post-Resistance RBL1 5933 37 20 35672611 35672611 Missense_Mutation SNP C T 11 131 c.1648G>A c.(1648-1650)GAC>AAC p.D550N

Pat_45 Post-Resistance TGM2 7052 37 20 36766698 36766698 Missense_Mutation SNP G A 4 79 c.1432C>T c.(1432-1434)CGT>TGT p.R478C

Pat_45 Post-Resistance KCNS1 3787 37 20 43723747 43723747 Missense_Mutation SNP C T 5 84 c.1345G>A c.(1345-1347)GTA>ATA p.V449I

Pat_45 Post-Resistance CTSA 5476 37 20 44521067 44521067 Missense_Mutation SNP G A 6 125 c.388G>A c.(388-390)GCT>ACT p.A130T

Pat_45 Post-Resistance ZNF335 63925 37 20 44582362 44582362 Missense_Mutation SNP C T 11 96 c.2668G>A c.(2668-2670)GAG>AAG p.E890K

Pat_45 Post-Resistance LOC100131496 100131496 37 20 45947671 45947671 Missense_Mutation SNP G A 4 15 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_45 Post-Resistance NCOA3 8202 37 20 46268767 46268767 Missense_Mutation SNP G A 13 105 c.3052G>A c.(3052-3054)GAA>AAA p.E1018K

Pat_45 Post-Resistance ZNFX1 57169 37 20 47865036 47865036 Missense_Mutation SNP G A 5 117 c.4525C>T c.(4525-4527)CCC>TCC p.P1509S

Pat_45 Post-Resistance SLC9A8 23315 37 20 48461621 48461621 Missense_Mutation SNP C T 6 143 c.397C>T c.(397-399)CCT>TCT p.P133S

Pat_45 Post-Resistance PARD6B 84612 37 20 49354424 49354424 Missense_Mutation SNP G A 9 94 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_45 Post-Resistance SALL4 57167 37 20 50401212 50401212 Missense_Mutation SNP C T 8 146 c.2754G>A c.(2752-2754)ATG>ATA p.M918I

Pat_45 Post-Resistance TH1L 51497 37 20 57562780 57562780 Missense_Mutation SNP G A 5 158 c.331G>A c.(331-333)GTT>ATT p.V111I

Pat_45 Post-Resistance PHACTR3 116154 37 20 58318169 58318169 Missense_Mutation SNP G A 11 206 c.126G>A c.(124-126)ATG>ATA p.M42I

Pat_45 Post-Resistance PHACTR3 116154 37 20 58342267 58342267 Missense_Mutation SNP G A 14 59 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_45 Post-Resistance DIDO1 11083 37 20 61511262 61511262 Missense_Mutation SNP G A 7 93 c.6046C>T c.(6046-6048)CCG>TCG p.P2016S

Pat_45 Post-Resistance SAMD10 140700 37 20 62607045 62607045 Missense_Mutation SNP C T 17 334 c.586G>A c.(586-588)GCT>ACT p.A196T

Pat_45 Post-Resistance CXADR 1525 37 21 18924121 18924121 Missense_Mutation SNP G A 3 35 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_45 Post-Resistance ADAMTS1 9510 37 21 28214939 28214939 Missense_Mutation SNP C T 6 75 c.796G>A c.(796-798)GCA>ACA p.A266T

Pat_45 Post-Resistance RNF160 26046 37 21 30339429 30339429 Missense_Mutation SNP C T 7 45 c.1522G>A c.(1522-1524)GAA>AAA p.E508K

Pat_45 Post-Resistance RNF160 26046 37 21 30359174 30359174 Nonsense_Mutation SNP G A 7 106 c.262C>T c.(262-264)CAG>TAG p.Q88*

Pat_45 Post-Resistance KRTAP27-1 643812 37 21 31709754 31709754 Missense_Mutation SNP C T 19 174 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_45 Post-Resistance KRTAP13-1 140258 37 21 31768730 31768730 Missense_Mutation SNP C T 9 64 c.326C>T c.(325-327)TCC>TTC p.S109F

Pat_45 Post-Resistance TIAM1 7074 37 21 32595763 32595763 Missense_Mutation SNP C T 24 148 c.1954G>A c.(1954-1956)GGC>AGC p.G652S

Pat_45 Post-Resistance ITSN1 6453 37 21 35093554 35093554 Missense_Mutation SNP C T 6 80 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_45 Post-Resistance MORC3 23515 37 21 37705988 37705988 Nonsense_Mutation SNP G A 15 140 c.84G>A c.(82-84)TGG>TGA p.W28*

Pat_45 Post-Resistance KCNJ6 3763 37 21 39086672 39086672 Missense_Mutation SNP C T 17 197 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_45 Post-Resistance BRWD1 54014 37 21 40582064 40582064 Missense_Mutation SNP C T 4 36 c.4054G>A c.(4054-4056)GAT>AAT p.D1352N



Pat_45 Post-Resistance DSCAM 1826 37 21 41434798 41434798 Missense_Mutation SNP C T 4 66 c.4917G>A c.(4915-4917)ATG>ATA p.M1639I

Pat_45 Post-Resistance TMPRSS3 64699 37 21 43795965 43795965 Missense_Mutation SNP C T 12 298 c.1207G>A c.(1207-1209)GGG>AGG p.G403R

Pat_45 Post-Resistance PFKL 5211 37 21 45741675 45741675 Missense_Mutation SNP C T 4 146 c.1255C>T c.(1255-1257)CGC>TGC p.R419C

Pat_45 Post-Resistance ITGB2 3689 37 21 46314884 46314884 Splice_Site SNP A T 4 35 c.1083_splice c.e8+1 p.N361_splice

Pat_45 Post-Resistance MCM3AP 8888 37 21 47704228 47704228 Nonsense_Mutation SNP G A 17 147 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_45 Post-Resistance IL17RA 23765 37 22 17581326 17581326 Missense_Mutation SNP C T 15 171 c.505C>T c.(505-507)CCT>TCT p.P169S

Pat_45 Post-Resistance CECR5 27440 37 22 17624015 17624015 Missense_Mutation SNP G A 30 66 c.544C>T c.(544-546)CCG>TCG p.P182S

Pat_45 Post-Resistance PEX26 55670 37 22 18568025 18568025 Splice_Site SNP G A 5 111 c.814_splice c.e5+1 p.A272_splice

Pat_45 Post-Resistance DGCR2 9993 37 22 19052491 19052491 Missense_Mutation SNP C T 10 124 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_45 Post-Resistance TSSK2 23617 37 22 19119823 19119823 Missense_Mutation SNP G A 10 148 c.911G>A c.(910-912)GGC>GAC p.G304D

Pat_45 Post-Resistance C22orf25 128989 37 22 20043498 20043498 Missense_Mutation SNP G A 3 86 c.413G>A c.(412-414)GGG>GAG p.G138E

Pat_45 Post-Resistance DGCR6L 85359 37 22 20303659 20303659 Nonsense_Mutation SNP G A 4 43 c.355C>T c.(355-357)CAG>TAG p.Q119*

Pat_45 Post-Resistance THAP7 80764 37 22 21354362 21354362 Missense_Mutation SNP G A 9 27 c.737C>T c.(736-738)GCA>GTA p.A246V

Pat_45 Post-Resistance BCR 613 37 22 23631788 23631788 Missense_Mutation SNP C T 7 82 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_45 Post-Resistance CABIN1 23523 37 22 24439465 24439465 Missense_Mutation SNP G A 8 145 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_45 Post-Resistance MYO18B 84700 37 22 26400684 26400684 Missense_Mutation SNP G A 14 44 c.6333G>A c.(6331-6333)ATG>ATA p.M2111I

Pat_45 Post-Resistance EMID1 129080 37 22 29639435 29639435 Missense_Mutation SNP G A 3 30 c.1070G>A c.(1069-1071)GGG>GAG p.G357E

Pat_45 Post-Resistance AP1B1 162 37 22 29737718 29737718 Missense_Mutation SNP C T 8 174 c.1568G>A c.(1567-1569)GGC>GAC p.G523D

Pat_45 Post-Resistance PES1 23481 37 22 30977037 30977037 Missense_Mutation SNP C T 15 161 c.874G>A c.(874-876)GAG>AAG p.E292K

Pat_45 Post-Resistance C22orf30 253143 37 22 32072839 32072839 Nonsense_Mutation SNP C T 4 13 c.5742G>A c.(5740-5742)TGG>TGA p.W1914*

Pat_45 Post-Resistance RFPL2 10739 37 22 32598380 32598380 Missense_Mutation SNP A T 3 20 c.59T>A c.(58-60)CTA>CAA p.L20Q

Pat_45 Post-Resistance APOL3 80833 37 22 36537525 36537525 Missense_Mutation SNP G A 7 53 c.932C>T c.(931-933)ACC>ATC p.T311I

Pat_45 Post-Resistance CYTH4 27128 37 22 37696979 37696979 Missense_Mutation SNP G A 5 61 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_45 Post-Resistance ELFN2 114794 37 22 37770265 37770265 Missense_Mutation SNP G A 18 193 c.1310C>T c.(1309-1311)ACC>ATC p.T437I

Pat_45 Post-Resistance GCAT 23464 37 22 38212714 38212714 Missense_Mutation SNP G A 7 107 c.1249G>A c.(1249-1251)GCA>ACA p.A417T

Pat_45 Post-Resistance EIF3L 51386 37 22 38271944 38271944 Missense_Mutation SNP G A 13 184 c.1003G>A c.(1003-1005)GTC>ATC p.V335I

Pat_45 Post-Resistance CSNK1E 1454 37 22 38694940 38694940 Splice_Site SNP C T 10 191 c.737_splice c.e7-1 p.S246_splice

Pat_45 Post-Resistance TAB1 10454 37 22 39811633 39811633 Missense_Mutation SNP C T 8 27 c.299C>T c.(298-300)GCC>GTC p.A100V

Pat_45 Post-Resistance EP300 2033 37 22 41551116 41551116 Missense_Mutation SNP C T 19 303 c.3260C>T c.(3259-3261)CCT>CTT p.P1087L

Pat_45 Post-Resistance EP300 2033 37 22 41568579 41568579 Missense_Mutation SNP C A 4 71 c.4529C>A c.(4528-4530)CCC>CAC p.P1510H

Pat_45 Post-Resistance TTLL12 23170 37 22 43570251 43570251 Missense_Mutation SNP G A 19 419 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_45 Post-Resistance SAMM50 25813 37 22 44371954 44371954 Missense_Mutation SNP G A 10 51 c.668G>A c.(667-669)AGC>AAC p.S223N

Pat_45 Post-Resistance KIAA1644 85352 37 22 44681567 44681567 Missense_Mutation SNP C T 28 494 c.340G>A c.(340-342)GTT>ATT p.V114I

Pat_45 Post-Resistance SMC1B 27127 37 22 45802707 45802707 Missense_Mutation SNP C T 7 104 c.338G>A c.(337-339)AGT>AAT p.S113N

Pat_45 Post-Resistance PKDREJ 10343 37 22 46653096 46653096 Missense_Mutation SNP C T 11 82 c.6124G>A c.(6124-6126)GCA>ACA p.A2042T

Pat_45 Post-Resistance CELSR1 9620 37 22 46761158 46761158 Missense_Mutation SNP C T 8 86 c.8524G>A c.(8524-8526)GCC>ACC p.A2842T

Pat_45 Post-Resistance GRAMD4 23151 37 22 47059038 47059038 Missense_Mutation SNP G A 10 273 c.568G>A c.(568-570)GTG>ATG p.V190M

Pat_45 Post-Resistance TBC1D22A 25771 37 22 47189600 47189600 Missense_Mutation SNP C T 3 34 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_45 Post-Resistance TBC1D22A 25771 37 22 47433095 47433095 Splice_Site SNP G A 9 135 c.1329_splice c.e11+1 p.Q443_splice

Pat_45 Post-Resistance SELO 83642 37 22 50655449 50655449 Nonsense_Mutation SNP G A 5 48 c.1737G>A c.(1735-1737)TGG>TGA p.W579*

Pat_45 Post-Resistance TUBGCP6 85378 37 22 50664784 50664784 Missense_Mutation SNP C T 4 36 c.1625G>A c.(1624-1626)AGC>AAC p.S542N

Pat_45 Post-Resistance SBF1 6305 37 22 50900379 50900379 Missense_Mutation SNP G A 10 138 c.2566C>T c.(2566-2568)CCA>TCA p.P856S

Pat_45 Post-Resistance NCAPH2 29781 37 22 50961482 50961482 Missense_Mutation SNP G A 3 36 c.1564G>A c.(1564-1566)GAC>AAC p.D522N

Pat_45 Post-Resistance KLHDC7B 113730 37 22 50988037 50988037 Missense_Mutation SNP G A 14 242 c.1442G>A c.(1441-1443)AGC>AAC p.S481N

Pat_45 Post-Resistance MAPK8IP2 23542 37 22 51040276 51040276 Missense_Mutation SNP G A 15 165 c.124G>A c.(124-126)GAT>AAT p.D42N

Pat_45 Post-Resistance ARSA 410 37 22 51065175 51065175 Missense_Mutation SNP G A 8 132 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_45 Post-Resistance JAGN1 84522 37 3 9934877 9934877 Missense_Mutation SNP T G 42 105 c.368T>G c.(367-369)TTC>TGC p.F123C



Pat_45 Post-Resistance IL17RE 132014 37 3 9955689 9955689 Missense_Mutation SNP G A 25 144 c.1277G>A c.(1276-1278)AGG>AAG p.R426K

Pat_45 Post-Resistance PRRT3 285368 37 3 9990456 9990456 Missense_Mutation SNP C T 93 273 c.1157G>A c.(1156-1158)GGG>GAG p.G386E

Pat_45 Post-Resistance SLC6A11 6538 37 3 10974933 10974933 Missense_Mutation SNP G A 42 140 c.1468G>A c.(1468-1470)GTG>ATG p.V490M

Pat_45 Post-Resistance NR2C2 7182 37 3 15071868 15071868 Missense_Mutation SNP G A 21 131 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_45 Post-Resistance SATB1 6304 37 3 18390738 18390738 Missense_Mutation SNP G A 17 119 c.2216C>T c.(2215-2217)ACC>ATC p.T739I

Pat_45 Post-Resistance NR1D2 9975 37 3 24018876 24018876 Missense_Mutation SNP C T 6 64 c.1706C>T c.(1705-1707)TCT>TTT p.S569F

Pat_45 Post-Resistance ZNF860 344787 37 3 32030852 32030852 Missense_Mutation SNP G A 6 67 c.281G>A c.(280-282)AGT>AAT p.S94N

Pat_45 Post-Resistance CCR4 1233 37 3 32995173 32995173 Missense_Mutation SNP C T 15 138 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance CCR4 1233 37 3 32995716 32995716 Missense_Mutation SNP G A 5 29 c.802G>A c.(802-804)GTG>ATG p.V268M

Pat_45 Post-Resistance SUSD5 26032 37 3 33194245 33194245 Missense_Mutation SNP C T 8 82 c.1879G>A c.(1879-1881)GAG>AAG p.E627K

Pat_45 Post-Resistance TRAK1 22906 37 3 42167035 42167035 Missense_Mutation SNP C T 9 165 c.215C>T c.(214-216)ACA>ATA p.T72I

Pat_45 Post-Resistance CCK 885 37 3 42304972 42304972 Missense_Mutation SNP C T 10 84 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_45 Post-Resistance PRSS42 339906 37 3 46875079 46875080 Missense_Mutation DNP CC TT 4 15 c.301_302GG>AA c.(301-303)GGC>AAC p.G101N

Pat_45 Post-Resistance PTPN23 25930 37 3 47449932 47449932 Missense_Mutation SNP C T 6 140 c.1282C>T c.(1282-1284)CTC>TTC p.L428F

Pat_45 Post-Resistance ATRIP 84126 37 3 48506294 48506294 Missense_Mutation SNP C T 6 92 c.2120C>T c.(2119-2121)CCC>CTC p.P707L

Pat_45 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 8 52 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_45 Post-Resistance MST1R 4486 37 3 49940688 49940688 Missense_Mutation SNP C T 18 201 c.355G>A c.(355-357)GAC>AAC p.D119N

Pat_45 Post-Resistance RBM6 10180 37 3 50091825 50091825 Missense_Mutation SNP G A 50 280 c.1690G>A c.(1690-1692)GAA>AAA p.E564K

Pat_45 Post-Resistance ZMYND10 51364 37 3 50380390 50380390 Missense_Mutation SNP A C 17 69 c.659T>G c.(658-660)GTG>GGG p.V220G

Pat_45 Post-Resistance VPRBP 9730 37 3 51457233 51457233 Missense_Mutation SNP C T 6 130 c.3191G>A c.(3190-3192)GGA>GAA p.G1064E

Pat_45 Post-Resistance RRP9 9136 37 3 51975498 51975498 Missense_Mutation SNP C T 14 172 c.97G>A c.(97-99)GCG>ACG p.A33T

Pat_45 Post-Resistance GLYCTK 132158 37 3 52327063 52327063 Missense_Mutation SNP G A 4 69 c.1493G>A c.(1492-1494)GGT>GAT p.G498D

Pat_45 Post-Resistance ITIH4 3700 37 3 52852164 52852164 Missense_Mutation SNP C T 3 31 c.2200G>A c.(2200-2202)GCC>ACC p.A734T

Pat_45 Post-Resistance ITIH4 3700 37 3 52858272 52858272 Missense_Mutation SNP C T 25 147 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_45 Post-Resistance PDE12 201626 37 3 57542926 57542926 Missense_Mutation SNP C T 13 180 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_45 Post-Resistance PRICKLE2 166336 37 3 64085592 64085592 Missense_Mutation SNP G A 14 94 c.1670C>T c.(1669-1671)GCT>GTT p.A557V

Pat_45 Post-Resistance SHQ1 55164 37 3 72799667 72799667 Missense_Mutation SNP G A 26 140 c.1502C>T c.(1501-1503)GCC>GTC p.A501V

Pat_45 Post-Resistance CRYBG3 131544 37 3 97605517 97605517 Missense_Mutation SNP C T 7 159 c.1351C>T c.(1351-1353)CCA>TCA p.P451S

Pat_45 Post-Resistance CRYBG3 131544 37 3 97618108 97618108 Splice_Site SNP G A 13 93 c.2127_splice c.e11+1 p.L709_splice

Pat_45 Post-Resistance ABI3BP 25890 37 3 100583726 100583726 Missense_Mutation SNP G C 3 26 c.1035C>G c.(1033-1035)AGC>AGG p.S345R

Pat_45 Post-Resistance ZBTB20 26137 37 3 114070071 114070071 Missense_Mutation SNP G A 5 50 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_45 Post-Resistance UPK1B 7348 37 3 118906641 118906641 Missense_Mutation SNP C T 7 246 c.89C>T c.(88-90)ACT>ATT p.T30I

Pat_45 Post-Resistance COL6A6 131873 37 3 130286992 130286992 Missense_Mutation SNP G A 15 145 c.1945G>A c.(1945-1947)GTG>ATG p.V649M

Pat_45 Post-Resistance PIK3CB 5291 37 3 138376531 138376531 Splice_Site SNP C T 5 153 c.2942_splice c.e20+1 p.R981_splice

Pat_45 Post-Resistance HPS3 84343 37 3 148858052 148858052 Missense_Mutation SNP G A 6 148 c.479G>A c.(478-480)AGT>AAT p.S160N

Pat_45 Post-Resistance TSC22D2 9819 37 3 150128888 150128888 Missense_Mutation SNP C T 8 252 c.1751C>T c.(1750-1752)ACC>ATC p.T584I

Pat_45 Post-Resistance IFT80 57560 37 3 160083830 160083830 Splice_Site SNP C T 7 97 c.549_splice c.e6+1 p.Q183_splice

Pat_45 Post-Resistance FNDC3B 64778 37 3 172013211 172013211 Missense_Mutation SNP C T 15 187 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_45 Post-Resistance FNDC3B 64778 37 3 172096107 172096107 Missense_Mutation SNP G A 17 91 c.3056G>A c.(3055-3057)AGA>AAA p.R1019K

Pat_45 Post-Resistance MFN1 55669 37 3 179093027 179093027 Missense_Mutation SNP C T 4 32 c.995C>T c.(994-996)GCA>GTA p.A332V

Pat_45 Post-Resistance CCDC39 339829 37 3 180397136 180397136 Nonsense_Mutation SNP C T 48 322 c.33G>A c.(31-33)TGG>TGA p.W11*

Pat_45 Post-Resistance DVL3 1857 37 3 183888163 183888163 Missense_Mutation SNP C T 4 36 c.1771C>T c.(1771-1773)CCG>TCG p.P591S

Pat_45 Post-Resistance CHRD 8646 37 3 184101121 184101121 Missense_Mutation SNP G A 15 138 c.1235G>A c.(1234-1236)GGG>GAG p.G412E

Pat_45 Post-Resistance MAP3K13 9175 37 3 185146547 185146547 Missense_Mutation SNP G A 3 69 c.178G>A c.(178-180)GTG>ATG p.V60M

Pat_45 Post-Resistance OPA1 4976 37 3 193372664 193372664 Nonsense_Mutation SNP C T 5 38 c.1861C>T c.(1861-1863)CAA>TAA p.Q621*

Pat_45 Post-Resistance CPN2 1370 37 3 194062028 194062028 Nonsense_Mutation SNP C T 31 306 c.1404G>A c.(1402-1404)TGG>TGA p.W468*

Pat_45 Post-Resistance GP5 2814 37 3 194118791 194118791 Missense_Mutation SNP G A 40 115 c.221C>T c.(220-222)ACC>ATC p.T74I



Pat_45 Post-Resistance ATP13A3 79572 37 3 194167679 194167679 Missense_Mutation SNP G A 18 174 c.1474C>T c.(1474-1476)CTC>TTC p.L492F

Pat_45 Post-Resistance MUC4 4585 37 3 195510155 195510155 Missense_Mutation SNP C T 4 4 c.7912G>A c.(7912-7914)GCC>ACC p.A2638T

Pat_45 Post-Resistance MUC4 4585 37 3 195510158 195510158 Missense_Mutation SNP G C 4 4 c.7909C>G c.(7909-7911)CAC>GAC p.H2637D

Pat_45 Post-Resistance MUC4 4585 37 3 195512606 195512606 Missense_Mutation SNP G C 2 7 c.5845C>G c.(5845-5847)CAC>GAC p.H1949D

Pat_45 Post-Resistance MUC4 4585 37 3 195513758 195513758 Missense_Mutation SNP G C 2 1 c.4693C>G c.(4693-4695)CAC>GAC p.H1565D

Pat_45 Post-Resistance PCYT1A 5130 37 3 195965671 195965671 Missense_Mutation SNP G A 7 25 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Post-Resistance CRIPAK 285464 37 4 1389416 1389416 Missense_Mutation SNP C T 58 623 c.1117C>T c.(1117-1119)CCG>TCG p.P373S

Pat_45 Post-Resistance FGFR3 2261 37 4 1805525 1805525 Missense_Mutation SNP G A 13 111 c.1037G>A c.(1036-1038)GGG>GAG p.G346E

Pat_45 Post-Resistance POLN 353497 37 4 2158580 2158580 Missense_Mutation SNP C T 13 65 c.1666G>A c.(1666-1668)GGC>AGC p.G556S

Pat_45 Post-Resistance MAN2B2 23324 37 4 6622960 6622960 Missense_Mutation SNP C T 7 165 c.2978C>T c.(2977-2979)ACC>ATC p.T993I

Pat_45 Post-Resistance TAPT1 202018 37 4 16215429 16215429 Missense_Mutation SNP C T 4 31 c.292G>A c.(292-294)GTA>ATA p.V98I

Pat_45 Post-Resistance GPR125 166647 37 4 22463390 22463390 Missense_Mutation SNP G A 9 112 c.371C>T c.(370-372)GCC>GTC p.A124V

Pat_45 Post-Resistance PPARGC1A 10891 37 4 23815650 23815650 Missense_Mutation SNP C T 15 213 c.1456G>A c.(1456-1458)GAC>AAC p.D486N

Pat_45 Post-Resistance ANAPC4 29945 37 4 25391808 25391808 Missense_Mutation SNP C T 4 66 c.566C>T c.(565-567)GCT>GTT p.A189V

Pat_45 Post-Resistance TLR1 7096 37 4 38798346 38798346 Nonsense_Mutation SNP G A 91 292 c.2107C>T c.(2107-2109)CAG>TAG p.Q703*

Pat_45 Post-Resistance KLB 152831 37 4 39448261 39448261 Missense_Mutation SNP G A 18 221 c.1915G>A c.(1915-1917)GTC>ATC p.V639I

Pat_45 Post-Resistance SCFD2 152579 37 4 54231780 54231780 Missense_Mutation SNP G A 3 58 c.329C>T c.(328-330)GCT>GTT p.A110V

Pat_45 Post-Resistance REST 5978 37 4 57777025 57777025 Missense_Mutation SNP C T 9 95 c.221C>T c.(220-222)GCA>GTA p.A74V

Pat_45 Post-Resistance EPHA5 2044 37 4 66509128 66509128 Missense_Mutation SNP G A 4 54 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_45 Post-Resistance ALB 213 37 4 74280829 74280829 Missense_Mutation SNP C T 10 118 c.1136C>T c.(1135-1137)ACC>ATC p.T379I

Pat_45 Post-Resistance BMP2K 55589 37 4 79792088 79792088 Missense_Mutation SNP G C 3 41 c.1383G>C c.(1381-1383)CAG>CAC p.Q461H

Pat_45 Post-Resistance CDS1 1040 37 4 85566381 85566381 Missense_Mutation SNP G T 4 54 c.1159G>T c.(1159-1161)GCA>TCA p.A387S

Pat_45 Post-Resistance DDIT4L 115265 37 4 101108841 101108841 Missense_Mutation SNP C T 5 24 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_45 Post-Resistance CENPE 1062 37 4 104059588 104059588 Missense_Mutation SNP C T 9 161 c.6223G>A c.(6223-6225)GTA>ATA p.V2075I

Pat_45 Post-Resistance OSTC 58505 37 4 109571893 109571893 Missense_Mutation SNP C T 10 97 c.82C>T c.(82-84)CCG>TCG p.P28S

Pat_45 Post-Resistance PCDH18 54510 37 4 138442490 138442490 Missense_Mutation SNP G A 7 79 c.3101C>T c.(3100-3102)TCC>TTC p.S1034F

Pat_45 Post-Resistance ZNF827 152485 37 4 146813483 146813483 Missense_Mutation SNP A G 3 56 c.1178T>C c.(1177-1179)ATG>ACG p.M393T

Pat_45 Post-Resistance GLRB 2743 37 4 158091830 158091830 Missense_Mutation SNP C T 6 62 c.1444C>T c.(1444-1446)CCT>TCT p.P482S

Pat_45 Post-Resistance NPY5R 4889 37 4 164272176 164272176 Missense_Mutation SNP G A 4 56 c.751G>A c.(751-753)GAA>AAA p.E251K

Pat_45 Post-Resistance WDR17 116966 37 4 177056421 177056421 Missense_Mutation SNP G A 3 48 c.1333G>A c.(1333-1335)GCT>ACT p.A445T

Pat_45 Post-Resistance ACSL1 2180 37 4 185689574 185689574 Missense_Mutation SNP C T 17 186 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_45 Post-Resistance TERT 7015 37 5 1254567 1254567 Nonsense_Mutation SNP G A 4 58 c.3211C>T c.(3211-3213)CAG>TAG p.Q1071*

Pat_45 Post-Resistance KIAA0947 23379 37 5 5461116 5461116 Missense_Mutation SNP G A 19 170 c.1669G>A c.(1669-1671)GGA>AGA p.G557R

Pat_45 Post-Resistance FASTKD3 79072 37 5 7867464 7867464 Missense_Mutation SNP C T 6 104 c.733G>A c.(733-735)GGT>AGT p.G245S

Pat_45 Post-Resistance SLC45A2 51151 37 5 33963920 33963920 Missense_Mutation SNP G A 7 91 c.764C>T c.(763-765)CCT>CTT p.P255L

Pat_45 Post-Resistance DAB2 1601 37 5 39376959 39376959 Missense_Mutation SNP C T 6 43 c.1930G>A c.(1930-1932)GGG>AGG p.G644R

Pat_45 Post-Resistance C6 729 37 5 41159253 41159253 Missense_Mutation SNP C T 21 162 c.1787G>A c.(1786-1788)CGA>CAA p.R596Q

Pat_45 Post-Resistance PAIP1 10605 37 5 43547961 43547961 Missense_Mutation SNP C T 7 53 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_45 Post-Resistance SNX18 112574 37 5 53815262 53815262 Missense_Mutation SNP G A 3 37 c.1480G>A c.(1480-1482)GCC>ACC p.A494T

Pat_45 Post-Resistance MRPS27 23107 37 5 71519541 71519541 Missense_Mutation SNP G A 15 174 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_45 Post-Resistance CMYA5 202333 37 5 79034609 79034609 Missense_Mutation SNP C T 7 61 c.10021C>T c.(10021-10023)CCA>TCA p.P3341S

Pat_45 Post-Resistance VCAN 1462 37 5 82815315 82815315 Missense_Mutation SNP C T 21 176 c.1190C>T c.(1189-1191)CCC>CTC p.P397L

Pat_45 Post-Resistance EDIL3 10085 37 5 83402649 83402649 Splice_Site SNP C T 10 50 c.470_splice c.e6-1 p.K157_splice

Pat_45 Post-Resistance POLR3G 10622 37 5 89781490 89781490 Missense_Mutation SNP C T 8 82 c.106C>T c.(106-108)CCA>TCA p.P36S

Pat_45 Post-Resistance CHD1 1105 37 5 98232902 98232902 Nonsense_Mutation SNP C T 6 66 c.1488G>A c.(1486-1488)TGG>TGA p.W496*

Pat_45 Post-Resistance TMED7-TICAM2 100302736 37 5 114916719 114916719 Missense_Mutation SNP G A 14 281 c.235C>T c.(235-237)CTC>TTC p.L79F

Pat_45 Post-Resistance DMXL1 1657 37 5 118556765 118556765 Missense_Mutation SNP G A 4 6 c.8203G>A c.(8203-8205)GGA>AGA p.G2735R



Pat_45 Post-Resistance ZNF608 57507 37 5 124079830 124079830 Missense_Mutation SNP C T 13 207 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_45 Post-Resistance RAPGEF6 51735 37 5 130840357 130840357 Missense_Mutation SNP C T 7 195 c.1216G>A c.(1216-1218)GAC>AAC p.D406N

Pat_45 Post-Resistance SHROOM1 134549 37 5 132160884 132160884 Missense_Mutation SNP C T 3 34 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_45 Post-Resistance PHF15 23338 37 5 133895593 133895593 Missense_Mutation SNP C T 10 32 c.385C>T c.(385-387)CCT>TCT p.P129S

Pat_45 Post-Resistance SEC24A 10802 37 5 134022544 134022544 Missense_Mutation SNP C T 11 129 c.1556C>T c.(1555-1557)ACT>ATT p.T519I

Pat_45 Post-Resistance BRD8 10902 37 5 137503704 137503704 Missense_Mutation SNP C T 11 173 c.706G>A c.(706-708)GTA>ATA p.V236I

Pat_45 Post-Resistance APBB3 10307 37 5 139943395 139943395 Missense_Mutation SNP C T 5 65 c.155G>A c.(154-156)GGT>GAT p.G52D

Pat_45 Post-Resistance HARS 3035 37 5 140062774 140062774 Missense_Mutation SNP C T 14 113 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_45 Post-Resistance PCDHGA1 56114 37 5 140712640 140712640 Missense_Mutation SNP T A 31 73 c.2389T>A c.(2389-2391)TTA>ATA p.L797I

Pat_45 Post-Resistance PCDHGA10 56106 37 5 140794780 140794780 Missense_Mutation SNP G A 7 194 c.2038G>A c.(2038-2040)GGC>AGC p.G680S

Pat_45 Post-Resistance PCDH1 5097 37 5 141242829 141242829 Missense_Mutation SNP G A 29 114 c.3067C>T c.(3067-3069)CGC>TGC p.R1023C

Pat_45 Post-Resistance LARS 51520 37 5 145543896 145543896 Missense_Mutation SNP C T 9 96 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_45 Post-Resistance TCERG1 10915 37 5 145849230 145849230 Missense_Mutation SNP C T 12 117 c.1322C>T c.(1321-1323)GCA>GTA p.A441V

Pat_45 Post-Resistance DPYSL3 1809 37 5 146781115 146781115 Missense_Mutation SNP G A 8 33 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_45 Post-Resistance AFAP1L1 134265 37 5 148689631 148689631 Missense_Mutation SNP C T 6 87 c.860C>T c.(859-861)ACC>ATC p.T287I

Pat_45 Post-Resistance GRPEL2 134266 37 5 148727920 148727920 Missense_Mutation SNP C T 10 131 c.163C>T c.(163-165)CCC>TCC p.P55S

Pat_45 Post-Resistance PDGFRB 5159 37 5 149509499 149509499 Missense_Mutation SNP C T 15 211 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_45 Post-Resistance GRIA1 2890 37 5 153085424 153085424 Nonsense_Mutation SNP G A 19 167 c.1620G>A c.(1618-1620)TGG>TGA p.W540*

Pat_45 Post-Resistance LARP1 23367 37 5 154181715 154181715 Missense_Mutation SNP C T 6 149 c.1865C>T c.(1864-1866)ACC>ATC p.T622I

Pat_45 Post-Resistance ADAM19 8728 37 5 156929917 156929917 Missense_Mutation SNP C T 14 158 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_45 Post-Resistance ODZ2 57451 37 5 167420127 167420127 Missense_Mutation SNP G T 5 76 c.1126G>T c.(1126-1128)GCT>TCT p.A376S

Pat_45 Post-Resistance DOCK2 1794 37 5 169116299 169116299 Missense_Mutation SNP G A 21 102 c.805G>A c.(805-807)GAG>AAG p.E269K

Pat_45 Post-Resistance NKX2-5 1482 37 5 172659607 172659607 Missense_Mutation SNP C T 5 106 c.940G>A c.(940-942)GGA>AGA p.G314R

Pat_45 Post-Resistance NOP16 51491 37 5 175811276 175811276 Missense_Mutation SNP C T 6 51 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_45 Post-Resistance HK3 3101 37 5 176318460 176318460 Missense_Mutation SNP C T 4 85 c.188G>A c.(187-189)AGG>AAG p.R63K

Pat_45 Post-Resistance N4BP3 23138 37 5 177547296 177547296 Missense_Mutation SNP C T 4 22 c.448C>T c.(448-450)CAC>TAC p.H150Y

Pat_45 Post-Resistance ZNF454 285676 37 5 178392343 178392343 Missense_Mutation SNP C T 9 42 c.938C>T c.(937-939)GCA>GTA p.A313V

Pat_45 Post-Resistance ADAMTS2 9509 37 5 178541068 178541068 Missense_Mutation SNP C T 6 88 c.3436G>A c.(3436-3438)GCC>ACC p.A1146T

Pat_45 Post-Resistance MAPK9 5601 37 5 179676072 179676072 Missense_Mutation SNP C T 12 118 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_45 Post-Resistance GFPT2 9945 37 5 179729496 179729496 Missense_Mutation SNP C T 11 85 c.1931G>A c.(1930-1932)TGC>TAC p.C644Y

Pat_45 Post-Resistance WRNIP1 56897 37 6 2779496 2779496 Splice_Site SNP G A 9 103 c.1257_splice c.e4-1 p.E419_splice

Pat_45 Post-Resistance DSP 1832 37 6 7581491 7581491 Missense_Mutation SNP G A 15 40 c.5068G>A c.(5068-5070)GAA>AAA p.E1690K

Pat_45 Post-Resistance SLC35B3 51000 37 6 8415190 8415190 Missense_Mutation SNP T C 5 63 c.1006A>G c.(1006-1008)ATG>GTG p.M336V

Pat_45 Post-Resistance PHACTR1 221692 37 6 13230391 13230391 Missense_Mutation SNP G A 6 30 c.1357G>A c.(1357-1359)GAG>AAG p.E453K

Pat_45 Post-Resistance NOL7 51406 37 6 13618326 13618326 Missense_Mutation SNP G A 3 49 c.455G>A c.(454-456)GGA>GAA p.G152E

Pat_45 Post-Resistance NUP153 9972 37 6 17665474 17665474 Missense_Mutation SNP C T 3 48 c.1211G>A c.(1210-1212)TGC>TAC p.C404Y

Pat_45 Post-Resistance KIF13A 63971 37 6 17764861 17764861 Missense_Mutation SNP G A 3 69 c.4898C>T c.(4897-4899)ACC>ATC p.T1633I

Pat_45 Post-Resistance KIF13A 63971 37 6 17796918 17796918 Missense_Mutation SNP G A 68 313 c.2924C>T c.(2923-2925)ACA>ATA p.T975I

Pat_45 Post-Resistance MBOAT1 154141 37 6 20144547 20144547 Splice_Site SNP C T 4 37 c.324_splice c.e4-1 p.R108_splice

Pat_45 Post-Resistance HIST1H3H 8357 37 6 27777876 27777876 Missense_Mutation SNP C T 24 150 c.25C>T c.(25-27)CGC>TGC p.R9C

Pat_45 Post-Resistance SCAND3 114821 37 6 28541481 28541481 Missense_Mutation SNP C T 11 28 c.2185G>A c.(2185-2187)GTT>ATT p.V729I

Pat_45 Post-Resistance OR12D2 26529 37 6 29365320 29365320 Missense_Mutation SNP C T 16 182 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_45 Post-Resistance OR2H1 26716 37 6 29429587 29429587 Missense_Mutation SNP G A 11 202 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_45 Post-Resistance ZFP57 346171 37 6 29641408 29641408 Missense_Mutation SNP C T 4 83 c.480G>A c.(478-480)ATG>ATA p.M160I

Pat_45 Post-Resistance RNF39 80352 37 6 30039054 30039054 Missense_Mutation SNP C T 4 34 c.1097G>A c.(1096-1098)CGC>CAC p.R366H

Pat_45 Post-Resistance MDC1 9656 37 6 30673605 30673605 Missense_Mutation SNP G A 15 169 c.3355C>T c.(3355-3357)CCA>TCA p.P1119S

Pat_45 Post-Resistance DPCR1 135656 37 6 30919836 30919837 Missense_Mutation DNP GG AA 25 161 c.3595_3596GG>AAc.(3595-3597)GGG>AAG p.G1199K



Pat_45 Post-Resistance C6orf47 57827 37 6 31627519 31627519 Missense_Mutation SNP G A 8 72 c.206C>T c.(205-207)GCT>GTT p.A69V

Pat_45 Post-Resistance SKIV2L 6499 37 6 31927814 31927814 Missense_Mutation SNP C T 5 140 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_45 Post-Resistance EGFL8 80864 37 6 32134274 32134274 Splice_Site SNP G A 13 139 c.102_splice c.e3-1 p.S34_splice

Pat_45 Post-Resistance EGFL8 80864 37 6 32135002 32135002 Missense_Mutation SNP C T 9 18 c.569C>T c.(568-570)CCC>CTC p.P190L

Pat_45 Post-Resistance COL11A2 1302 37 6 33131507 33131507 Missense_Mutation SNP G A 3 81 c.5159C>T c.(5158-5160)GCC>GTC p.A1720V

Pat_45 Post-Resistance ITPR3 3710 37 6 33653432 33653432 Missense_Mutation SNP C T 12 70 c.5495C>T c.(5494-5496)TCC>TTC p.S1832F

Pat_45 Post-Resistance SNRPC 6631 37 6 34741322 34741322 Missense_Mutation SNP C T 18 122 c.455C>T c.(454-456)CCC>CTC p.P152L

Pat_45 Post-Resistance MAPK14 1432 37 6 36076195 36076195 Missense_Mutation SNP C T 6 87 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_45 Post-Resistance C6orf129 154467 37 6 37450997 37450997 Missense_Mutation SNP G A 7 92 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance FOXP4 116113 37 6 41562730 41562730 Splice_Site SNP G A 6 101 c.1658_splice c.e14+1 p.G553_splice

Pat_45 Post-Resistance FRS3 10817 37 6 41740697 41740697 Missense_Mutation SNP C T 6 56 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_45 Post-Resistance KIAA0240 23506 37 6 42832724 42832724 Missense_Mutation SNP C T 11 41 c.2780C>T c.(2779-2781)CCT>CTT p.P927L

Pat_45 Post-Resistance MEA1 4201 37 6 42980663 42980663 Splice_Site SNP C T 10 119 c.406_splice c.e3+1 p.E136_splice

Pat_45 Post-Resistance SLC22A7 10864 37 6 43270099 43270099 Missense_Mutation SNP G A 3 36 c.1223G>A c.(1222-1224)GGG>GAG p.G408E

Pat_45 Post-Resistance POLH 5429 37 6 43581870 43581870 Missense_Mutation SNP G A 27 169 c.1718G>A c.(1717-1719)GGG>GAG p.G573E

Pat_45 Post-Resistance SLC29A1 2030 37 6 44197670 44197670 Missense_Mutation SNP G A 10 88 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_45 Post-Resistance SUPT3H 8464 37 6 44921114 44921114 Missense_Mutation SNP G A 4 60 c.767C>T c.(766-768)ACC>ATC p.T256I

Pat_45 Post-Resistance DEFB114 245928 37 6 49928058 49928058 Missense_Mutation SNP G A 9 54 c.157C>T c.(157-159)CCA>TCA p.P53S

Pat_45 Post-Resistance PKHD1 5314 37 6 51887733 51887733 Missense_Mutation SNP C T 10 79 c.5246G>A c.(5245-5247)GGT>GAT p.G1749D

Pat_45 Post-Resistance PKHD1 5314 37 6 51915024 51915024 Missense_Mutation SNP G A 29 113 c.2210C>T c.(2209-2211)TCC>TTC p.S737F

Pat_45 Post-Resistance BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 10 135 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_45 Post-Resistance RAB23 51715 37 6 57061387 57061387 Missense_Mutation SNP G A 9 26 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance B3GAT2 135152 37 6 71665784 71665784 Missense_Mutation SNP C G 4 37 c.349G>C c.(349-351)GAG>CAG p.E117Q

Pat_45 Post-Resistance DDX43 55510 37 6 74104827 74104827 Missense_Mutation SNP G A 9 22 c.199G>A c.(199-201)GAA>AAA p.E67K

Pat_45 Post-Resistance MYO6 4646 37 6 76576283 76576283 Missense_Mutation SNP G A 8 97 c.1715G>A c.(1714-1716)AGA>AAA p.R572K

Pat_45 Post-Resistance TBX18 9096 37 6 85470015 85470015 Missense_Mutation SNP T C 6 36 c.557A>G c.(556-558)TAC>TGC p.Y186C

Pat_45 Post-Resistance SLC35A1 10559 37 6 88218174 88218174 Missense_Mutation SNP C T 4 60 c.611C>T c.(610-612)ACT>ATT p.T204I

Pat_45 Post-Resistance MDN1 23195 37 6 90402676 90402676 Missense_Mutation SNP C T 4 34 c.10073G>A c.(10072-10074)GGG>GAG p.G3358E

Pat_45 Post-Resistance MDN1 23195 37 6 90442434 90442434 Missense_Mutation SNP C T 11 219 c.4784G>A c.(4783-4785)GGC>GAC p.G1595D

Pat_45 Post-Resistance CASP8AP2 9994 37 6 90572776 90572776 Missense_Mutation SNP G A 9 127 c.1348G>A c.(1348-1350)GAA>AAA p.E450K

Pat_45 Post-Resistance EPHA7 2045 37 6 94120359 94120359 Missense_Mutation SNP C T 4 93 c.692G>A c.(691-693)CGA>CAA p.R231Q

Pat_45 Post-Resistance FUT9 10690 37 6 96651776 96651776 Missense_Mutation SNP C T 5 9 c.745C>T c.(745-747)CAC>TAC p.H249Y

Pat_45 Post-Resistance MCHR2 84539 37 6 100368874 100368874 Missense_Mutation SNP C T 9 139 c.965G>A c.(964-966)AGA>AAA p.R322K

Pat_45 Post-Resistance ZUFSP 221302 37 6 116973256 116973256 Missense_Mutation SNP C T 12 183 c.1061G>A c.(1060-1062)GGC>GAC p.G354D

Pat_45 Post-Resistance RFX6 222546 37 6 117198650 117198650 Missense_Mutation SNP C G 2 8 c.212C>G c.(211-213)GCA>GGA p.A71G

Pat_45 Post-Resistance ROS1 6098 37 6 117687247 117687247 Missense_Mutation SNP G A 12 173 c.2804C>T c.(2803-2805)CCC>CTC p.P935L

Pat_45 Post-Resistance PTPRK 5796 37 6 128388705 128388705 Missense_Mutation SNP C T 4 64 c.2116G>A c.(2116-2118)GGA>AGA p.G706R

Pat_45 Post-Resistance PTPRK 5796 37 6 128643216 128643216 Missense_Mutation SNP C T 4 80 c.463G>A c.(463-465)GCA>ACA p.A155T

Pat_45 Post-Resistance LAMA2 3908 37 6 129748927 129748927 Missense_Mutation SNP G A 14 151 c.5896G>A c.(5896-5898)GAT>AAT p.D1966N

Pat_45 Post-Resistance TMEM200A 114801 37 6 130762616 130762616 Missense_Mutation SNP C T 6 86 c.1049C>T c.(1048-1050)TCC>TTC p.S350F

Pat_45 Post-Resistance EPB41L2 2037 37 6 131216109 131216109 Missense_Mutation SNP C T 9 114 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_45 Post-Resistance MOXD1 26002 37 6 132645128 132645128 Missense_Mutation SNP G C 9 109 c.1055C>G c.(1054-1056)CCT>CGT p.P352R

Pat_45 Post-Resistance SGK1 6446 37 6 134491980 134491980 Missense_Mutation SNP G A 11 129 c.1112C>T c.(1111-1113)CCT>CTT p.P371L

Pat_45 Post-Resistance IFNGR1 3459 37 6 137527318 137527318 Missense_Mutation SNP C T 8 220 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_45 Post-Resistance TNFAIP3 7128 37 6 138196132 138196132 Missense_Mutation SNP C T 20 253 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_45 Post-Resistance HIVEP2 3097 37 6 143093718 143093718 Missense_Mutation SNP G A 7 89 c.2158C>T c.(2158-2160)CCT>TCT p.P720S

Pat_45 Post-Resistance HIVEP2 3097 37 6 143094717 143094717 Missense_Mutation SNP G A 14 205 c.1159C>T c.(1159-1161)CTT>TTT p.L387F



Pat_45 Post-Resistance UTRN 7402 37 6 144750798 144750798 Missense_Mutation SNP C T 10 80 c.776C>T c.(775-777)ACC>ATC p.T259I

Pat_45 Post-Resistance FBXO30 84085 37 6 146126061 146126061 Missense_Mutation SNP C T 4 66 c.1481G>A c.(1480-1482)AGT>AAT p.S494N

Pat_45 Post-Resistance FBXO30 84085 37 6 146126272 146126272 Missense_Mutation SNP C T 20 220 c.1270G>A c.(1270-1272)GAT>AAT p.D424N

Pat_45 Post-Resistance NUP43 348995 37 6 150048310 150048310 Missense_Mutation SNP G A 4 22 c.938C>T c.(937-939)TCT>TTT p.S313F

Pat_45 Post-Resistance SYNE1 23345 37 6 152657990 152657990 Missense_Mutation SNP C T 10 158 c.12514G>A c.(12514-12516)GTT>ATT p.V4172I

Pat_45 Post-Resistance SYNE1 23345 37 6 152674397 152674397 Splice_Site SNP C T 17 302 c.11253_splice c.e69+1 p.E3751_splice

Pat_45 Post-Resistance SYNE1 23345 37 6 152697944 152697944 Missense_Mutation SNP C T 5 90 c.9113G>A c.(9112-9114)GGA>GAA p.G3038E

Pat_45 Post-Resistance SYNE1 23345 37 6 152706859 152706859 Missense_Mutation SNP C T 27 167 c.8602G>A c.(8602-8604)GAT>AAT p.D2868N

Pat_45 Post-Resistance SYNE1 23345 37 6 152749434 152749434 Missense_Mutation SNP C T 22 226 c.4882G>A c.(4882-4884)GAG>AAG p.E1628K

Pat_45 Post-Resistance TIAM2 26230 37 6 155450689 155450689 Nonsense_Mutation SNP C A 4 56 c.332C>A c.(331-333)TCA>TAA p.S111*

Pat_45 Post-Resistance TULP4 56995 37 6 158923406 158923406 Missense_Mutation SNP G A 28 327 c.2711G>A c.(2710-2712)CGC>CAC p.R904H

Pat_45 Post-Resistance RSPH3 83861 37 6 159414948 159414948 Missense_Mutation SNP G A 3 18 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_45 Post-Resistance WTAP 9589 37 6 160176300 160176300 Missense_Mutation SNP C T 10 78 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_45 Post-Resistance SLC22A3 6581 37 6 160769498 160769498 Missense_Mutation SNP G A 6 64 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_45 Post-Resistance PLG 5340 37 6 161127530 161127530 Missense_Mutation SNP A C 9 176 c.141A>C c.(139-141)GAA>GAC p.E47D

Pat_45 Post-Resistance MAP3K4 4216 37 6 161455329 161455329 Missense_Mutation SNP C T 6 96 c.191C>T c.(190-192)CCT>CTT p.P64L

Pat_45 Post-Resistance RNASET2 8635 37 6 167366005 167366005 Missense_Mutation SNP C T 26 88 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_45 Post-Resistance THBS2 7058 37 6 169637792 169637792 Missense_Mutation SNP C T 15 211 c.1228G>A c.(1228-1230)GTC>ATC p.V410I

Pat_45 Post-Resistance FAM120B 84498 37 6 170627298 170627298 Missense_Mutation SNP G A 5 64 c.820G>A c.(820-822)GTT>ATT p.V274I

Pat_45 Post-Resistance GPER 2852 37 7 1132472 1132472 Missense_Mutation SNP A G 3 75 c.1108A>G c.(1108-1110)AGG>GGG p.R370G

Pat_45 Post-Resistance MICALL2 79778 37 7 1481914 1481914 Missense_Mutation SNP G A 20 93 c.1625C>T c.(1624-1626)TCC>TTC p.S542F

Pat_45 Post-Resistance INTS1 26173 37 7 1542537 1542537 Missense_Mutation SNP C T 41 243 c.349G>A c.(349-351)GTG>ATG p.V117M

Pat_45 Post-Resistance C7orf27 221927 37 7 2578065 2578065 Missense_Mutation SNP C T 8 157 c.2104G>A c.(2104-2106)GAC>AAC p.D702N

Pat_45 Post-Resistance SDK1 221935 37 7 4089031 4089031 Missense_Mutation SNP C T 21 185 c.2654C>T c.(2653-2655)ACC>ATC p.T885I

Pat_45 Post-Resistance TNRC18 84629 37 7 5399064 5399064 Missense_Mutation SNP C T 32 429 c.4798G>A c.(4798-4800)GAT>AAT p.D1600N

Pat_45 Post-Resistance ACTB 60 37 7 5568970 5568970 Missense_Mutation SNP C T 10 186 c.185G>A c.(184-186)AGA>AAA p.R62K

Pat_45 Post-Resistance C7orf70 84792 37 7 6370608 6370608 Missense_Mutation SNP C T 9 95 c.178G>A c.(178-180)GCA>ACA p.A60T

Pat_45 Post-Resistance GLCCI1 113263 37 7 8009030 8009030 Missense_Mutation SNP C T 3 10 c.49C>T c.(49-51)CAT>TAT p.H17Y

Pat_45 Post-Resistance HDAC9 9734 37 7 18788643 18788643 Missense_Mutation SNP C T 8 68 c.1916C>T c.(1915-1917)CCC>CTC p.P639L

Pat_45 Post-Resistance MACC1 346389 37 7 20199746 20199746 Missense_Mutation SNP C T 7 97 c.238G>A c.(238-240)GAC>AAC p.D80N

Pat_45 Post-Resistance SP4 6671 37 7 21469306 21469306 Missense_Mutation SNP G A 33 169 c.523G>A c.(523-525)GAA>AAA p.E175K

Pat_45 Post-Resistance SP4 6671 37 7 21469960 21469960 Missense_Mutation SNP C T 5 87 c.1177C>T c.(1177-1179)CTT>TTT p.L393F

Pat_45 Post-Resistance DNAH11 8701 37 7 21934611 21934611 Missense_Mutation SNP C T 5 75 c.13064C>T c.(13063-13065)GCC>GTC p.A4355V

Pat_45 Post-Resistance NUPL2 11097 37 7 23240326 23240326 Missense_Mutation SNP C T 4 74 c.1234C>T c.(1234-1236)CCA>TCA p.P412S

Pat_45 Post-Resistance TRA2A 29896 37 7 23552565 23552565 Missense_Mutation SNP C T 50 144 c.473G>A c.(472-474)CGA>CAA p.R158Q

Pat_45 Post-Resistance OSBPL3 26031 37 7 24874119 24874119 Missense_Mutation SNP G A 8 162 c.1732C>T c.(1732-1734)CCC>TCC p.P578S

Pat_45 Post-Resistance HOXA3 3200 37 7 27148306 27148306 Missense_Mutation SNP C T 5 71 c.560G>A c.(559-561)GGG>GAG p.G187E

Pat_45 Post-Resistance CPVL 54504 37 7 29126138 29126138 Missense_Mutation SNP G A 3 60 c.571C>T c.(571-573)CCT>TCT p.P191S

Pat_45 Post-Resistance PDE1C 5137 37 7 31876811 31876811 Missense_Mutation SNP C T 4 100 c.1186G>A c.(1186-1188)GAG>AAG p.E396K

Pat_45 Post-Resistance DPY19L1 23333 37 7 34971314 34971314 Nonsense_Mutation SNP C T 3 17 c.1899G>A c.(1897-1899)TGG>TGA p.W633*

Pat_45 Post-Resistance KIAA0895 23366 37 7 36370620 36370620 Missense_Mutation SNP C T 7 161 c.1375G>A c.(1375-1377)GAC>AAC p.D459N

Pat_45 Post-Resistance ANLN 54443 37 7 36459802 36459802 Missense_Mutation SNP G A 18 90 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_45 Post-Resistance TARP 445347 37 7 38305096 38305096 Missense_Mutation SNP G A 15 131 c.611C>T c.(610-612)ACC>ATC p.T204I

Pat_45 Post-Resistance TARP 445347 37 7 38305106 38305106 Missense_Mutation SNP C G 15 136 c.601G>C c.(601-603)GAG>CAG p.E201Q

Pat_45 Post-Resistance AMPH 273 37 7 38424515 38424515 Nonsense_Mutation SNP C T 9 92 c.1992G>A c.(1990-1992)TGG>TGA p.W664*

Pat_45 Post-Resistance MRPL32 64983 37 7 42974574 42974574 Missense_Mutation SNP G A 7 142 c.151G>A c.(151-153)GGC>AGC p.G51S

Pat_45 Post-Resistance HECW1 23072 37 7 43508660 43508660 Missense_Mutation SNP G A 33 499 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K



Pat_45 Post-Resistance BLVRA 644 37 7 43843320 43843320 Missense_Mutation SNP G A 24 379 c.506G>A c.(505-507)GGC>GAC p.G169D

Pat_45 Post-Resistance YKT6 10652 37 7 44245993 44245993 Missense_Mutation SNP G T 4 84 c.197G>T c.(196-198)TGC>TTC p.C66F

Pat_45 Post-Resistance NPC1L1 29881 37 7 44575965 44575965 Missense_Mutation SNP C T 11 101 c.1744G>A c.(1744-1746)GGG>AGG p.G582R

Pat_45 Post-Resistance OGDH 4967 37 7 44713485 44713485 Nonsense_Mutation SNP C T 9 192 c.733C>T c.(733-735)CAG>TAG p.Q245*

Pat_45 Post-Resistance MYO1G 64005 37 7 45005743 45005743 Missense_Mutation SNP G A 11 73 c.2086C>T c.(2086-2088)CCC>TCC p.P696S

Pat_45 Post-Resistance MYO1G 64005 37 7 45005830 45005830 Missense_Mutation SNP C T 3 26 c.1999G>A c.(1999-2001)GAC>AAC p.D667N

Pat_45 Post-Resistance CCM2 83605 37 7 45078002 45078002 Missense_Mutation SNP G A 22 252 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_45 Post-Resistance TBRG4 9238 37 7 45145221 45145221 Missense_Mutation SNP G A 9 142 c.554C>T c.(553-555)GCC>GTC p.A185V

Pat_45 Post-Resistance IGFBP3 3486 37 7 45956840 45956840 Missense_Mutation SNP G A 67 222 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Post-Resistance POM121 9883 37 7 72398999 72398999 Missense_Mutation SNP C T 6 120 c.1099C>T c.(1099-1101)CCT>TCT p.P367S

Pat_45 Post-Resistance ELN 2006 37 7 73481094 73481094 Missense_Mutation SNP C T 8 108 c.2137C>T c.(2137-2139)CCC>TCC p.P713S

Pat_45 Post-Resistance UPK3B 80761 37 7 76143347 76143347 Missense_Mutation SNP G A 16 120 c.710G>A c.(709-711)GGC>GAC p.G237D

Pat_45 Post-Resistance HGF 3082 37 7 81332055 81332055 Missense_Mutation SNP G A 5 70 c.2029C>T c.(2029-2031)CTT>TTT p.L677F

Pat_45 Post-Resistance PCLO 27445 37 7 82584325 82584325 Missense_Mutation SNP C T 11 127 c.5944G>A c.(5944-5946)GGA>AGA p.G1982R

Pat_45 Post-Resistance ZNF804B 219578 37 7 88964874 88964874 Missense_Mutation SNP G A 4 54 c.2578G>A c.(2578-2580)GAG>AAG p.E860K

Pat_45 Post-Resistance STEAP2 261729 37 7 89854678 89854678 Missense_Mutation SNP C G 20 43 c.282C>G c.(280-282)CAC>CAG p.H94Q

Pat_45 Post-Resistance AKAP9 10142 37 7 91674350 91674350 Missense_Mutation SNP C T 6 79 c.5191C>T c.(5191-5193)CTT>TTT p.L1731F

Pat_45 Post-Resistance COL1A2 1278 37 7 94034535 94034535 Missense_Mutation SNP C T 8 78 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_45 Post-Resistance COL1A2 1278 37 7 94054955 94054955 Missense_Mutation SNP G A 12 141 c.2815G>A c.(2815-2817)GAT>AAT p.D939N

Pat_45 Post-Resistance BAIAP2L1 55971 37 7 97946539 97946539 Missense_Mutation SNP C T 28 208 c.478G>A c.(478-480)GAA>AAA p.E160K

Pat_45 Post-Resistance TRRAP 8295 37 7 98567775 98567775 Missense_Mutation SNP C T 18 176 c.7532C>T c.(7531-7533)ACC>ATC p.T2511I

Pat_45 Post-Resistance AP4M1 9179 37 7 99701259 99701259 Missense_Mutation SNP A G 96 439 c.487A>G c.(487-489)AAA>GAA p.K163E

Pat_45 Post-Resistance GPC2 221914 37 7 99769443 99769443 Missense_Mutation SNP C T 4 11 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_45 Post-Resistance STAG3 10734 37 7 99783872 99783872 Missense_Mutation SNP G A 8 172 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_45 Post-Resistance EPHB4 2050 37 7 100417784 100417784 Missense_Mutation SNP G A 6 157 c.943C>T c.(943-945)CCC>TCC p.P315S

Pat_45 Post-Resistance SRRT 51593 37 7 100484762 100484762 Missense_Mutation SNP G A 31 331 c.1916G>A c.(1915-1917)CGC>CAC p.R639H

Pat_45 Post-Resistance C7orf52 375607 37 7 100817952 100817952 Missense_Mutation SNP G A 9 108 c.137C>T c.(136-138)CCT>CTT p.P46L

Pat_45 Post-Resistance FIS1 51024 37 7 100883103 100883103 Missense_Mutation SNP G A 3 26 c.443C>T c.(442-444)TCC>TTC p.S148F

Pat_45 Post-Resistance DLD 1738 37 7 107556059 107556059 Missense_Mutation SNP C T 10 55 c.793C>T c.(793-795)CTT>TTT p.L265F

Pat_45 Post-Resistance NRCAM 4897 37 7 107864205 107864205 Missense_Mutation SNP C T 11 85 c.854G>A c.(853-855)GGA>GAA p.G285E

Pat_45 Post-Resistance GCC1 79571 37 7 127224651 127224651 Missense_Mutation SNP C T 11 129 c.586G>A c.(586-588)GAC>AAC p.D196N

Pat_45 Post-Resistance SND1 27044 37 7 127528066 127528066 Splice_Site SNP G A 5 36 c.1454_splice c.e13+1 p.R485_splice

Pat_45 Post-Resistance ZC3HC1 51530 37 7 129680862 129680862 Missense_Mutation SNP T C 28 307 c.338A>G c.(337-339)GAT>GGT p.D113G

Pat_45 Post-Resistance MKLN1 4289 37 7 131012692 131012692 Missense_Mutation SNP G A 8 61 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_45 Post-Resistance WDR91 29062 37 7 134894507 134894507 Missense_Mutation SNP C T 11 111 c.124G>A c.(124-126)GTG>ATG p.V42M

Pat_45 Post-Resistance HIPK2 28996 37 7 139285224 139285224 Missense_Mutation SNP G A 3 78 c.2374C>T c.(2374-2376)CGG>TGG p.R792W

Pat_45 Post-Resistance SLC37A3 84255 37 7 140043279 140043279 Missense_Mutation SNP C T 14 130 c.1259G>A c.(1258-1260)AGT>AAT p.S420N

Pat_45 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 22 126 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_45 Post-Resistance TAS2R39 259285 37 7 142880801 142880801 Missense_Mutation SNP G A 7 73 c.290G>A c.(289-291)AGC>AAC p.S97N

Pat_45 Post-Resistance CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 6 48 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_45 Post-Resistance ZNF398 57541 37 7 148875956 148875956 Missense_Mutation SNP G A 34 351 c.992G>A c.(991-993)AGC>AAC p.S331N

Pat_45 Post-Resistance SLC4A2 6522 37 7 150772839 150772839 Missense_Mutation SNP C T 12 136 c.3448C>T c.(3448-3450)CCA>TCA p.P1150S

Pat_45 Post-Resistance FASTK 10922 37 7 150776776 150776776 Missense_Mutation SNP G A 4 9 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_45 Post-Resistance SMARCD3 6604 37 7 150936564 150936564 Missense_Mutation SNP C T 6 77 c.1316G>A c.(1315-1317)GGC>GAC p.G439D

Pat_45 Post-Resistance MLL3 58508 37 7 151949172 151949172 Nonsense_Mutation SNP C T 3 48 c.1473G>A c.(1471-1473)TGG>TGA p.W491*

Pat_45 Post-Resistance RBM33 155435 37 7 155559213 155559213 Missense_Mutation SNP G A 7 64 c.3239G>A c.(3238-3240)CGC>CAC p.R1080H

Pat_45 Post-Resistance LMBR1 64327 37 7 156480739 156480739 Missense_Mutation SNP G A 4 77 c.1372C>T c.(1372-1374)CTT>TTT p.L458F



Pat_45 Post-Resistance WDR60 55112 37 7 158705727 158705727 Missense_Mutation SNP G A 5 64 c.1642G>A c.(1642-1644)GAA>AAA p.E548K

Pat_45 Post-Resistance VIPR2 7434 37 7 158935207 158935207 Missense_Mutation SNP G A 42 142 c.82C>T c.(82-84)CAT>TAT p.H28Y

Pat_45 Post-Resistance CSMD1 64478 37 8 3165990 3165990 Missense_Mutation SNP G A 4 66 c.3670C>T c.(3670-3672)CCT>TCT p.P1224S

Pat_45 Post-Resistance SPAG11A 653423 37 8 7718227 7718227 Missense_Mutation SNP C T 6 58 c.406C>T c.(406-408)CTT>TTT p.L136F

Pat_45 Post-Resistance MTMR9 66036 37 8 11172574 11172574 Splice_Site SNP G A 12 146 c.1113_splice c.e7+1 p.Q371_splice

Pat_45 Post-Resistance BLK 640 37 8 11412326 11412326 Missense_Mutation SNP G T 3 35 c.547G>T c.(547-549)GAT>TAT p.D183Y

Pat_45 Post-Resistance KIAA1967 57805 37 8 22476205 22476205 Missense_Mutation SNP G A 9 113 c.2296G>A c.(2296-2298)GGC>AGC p.G766S

Pat_45 Post-Resistance TNFRSF10C 8794 37 8 22974339 22974339 Missense_Mutation SNP C T 8 210 c.575C>T c.(574-576)CCA>CTA p.P192L

Pat_45 Post-Resistance LOXL2 4017 37 8 23159641 23159641 Missense_Mutation SNP C T 18 74 c.2032G>A c.(2032-2034)GAT>AAT p.D678N

Pat_45 Post-Resistance INTS9 55756 37 8 28669866 28669866 Missense_Mutation SNP G A 7 101 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_45 Post-Resistance RBPMS 11030 37 8 30336847 30336847 Missense_Mutation SNP G A 7 83 c.200G>A c.(199-201)AGT>AAT p.S67N

Pat_45 Post-Resistance NRG1 3084 37 8 32621567 32621567 Missense_Mutation SNP G A 9 43 c.1570G>A c.(1570-1572)GAG>AAG p.E524K

Pat_45 Post-Resistance KCNU1 157855 37 8 36698455 36698455 Missense_Mutation SNP G A 8 60 c.1637G>A c.(1636-1638)TGC>TAC p.C546Y

Pat_45 Post-Resistance ST18 9705 37 8 53079523 53079523 Missense_Mutation SNP C T 62 176 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_45 Post-Resistance CYP7A1 1581 37 8 59412636 59412636 Missense_Mutation SNP A C 15 130 c.22T>G c.(22-24)TGG>GGG p.W8G

Pat_45 Post-Resistance RRS1 23212 37 8 67341997 67341997 Missense_Mutation SNP G A 4 54 c.631G>A c.(631-633)GGA>AGA p.G211R

Pat_45 Post-Resistance STAU2 27067 37 8 74516017 74516017 Missense_Mutation SNP C T 6 124 c.973G>A c.(973-975)GAT>AAT p.D325N

Pat_45 Post-Resistance TPD52 7163 37 8 81083675 81083675 Missense_Mutation SNP C T 14 100 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_45 Post-Resistance PAG1 55824 37 8 81897532 81897532 Nonsense_Mutation SNP G A 4 49 c.355C>T c.(355-357)CAG>TAG p.Q119*

Pat_45 Post-Resistance CA2 760 37 8 86385937 86385937 Missense_Mutation SNP C T 4 62 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_45 Post-Resistance SLC7A13 157724 37 8 87242161 87242161 Missense_Mutation SNP C A 4 42 c.346G>T c.(346-348)GCT>TCT p.A116S

Pat_45 Post-Resistance WWP1 11059 37 8 87410658 87410658 Missense_Mutation SNP G A 7 112 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_45 Post-Resistance WWP1 11059 37 8 87470245 87470245 Nonsense_Mutation SNP G A 9 89 c.2490G>A c.(2488-2490)TGG>TGA p.W830*

Pat_45 Post-Resistance NBN 4683 37 8 90965603 90965603 Missense_Mutation SNP G A 16 197 c.1714C>T c.(1714-1716)CCA>TCA p.P572S

Pat_45 Post-Resistance RAD54B 25788 37 8 95390536 95390536 Missense_Mutation SNP G A 3 36 c.2387C>T c.(2386-2388)ACC>ATC p.T796I

Pat_45 Post-Resistance KIAA1429 25962 37 8 95524296 95524296 Missense_Mutation SNP G A 6 70 c.2773C>T c.(2773-2775)CCA>TCA p.P925S

Pat_45 Post-Resistance PGCP 10404 37 8 97797264 97797264 Missense_Mutation SNP G T 4 75 c.139G>T c.(139-141)GCT>TCT p.A47S

Pat_45 Post-Resistance VPS13B 157680 37 8 100847784 100847784 Missense_Mutation SNP G A 9 83 c.9835G>A c.(9835-9837)GTT>ATT p.V3279I

Pat_45 Post-Resistance RGS22 26166 37 8 100994197 100994197 Missense_Mutation SNP C T 67 212 c.3328G>A c.(3328-3330)GAG>AAG p.E1110K

Pat_45 Post-Resistance UBR5 51366 37 8 103299718 103299718 Missense_Mutation SNP C T 4 63 c.4900G>A c.(4900-4902)GAT>AAT p.D1634N

Pat_45 Post-Resistance TRHR 7201 37 8 110100014 110100014 Nonsense_Mutation SNP G A 8 84 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_45 Post-Resistance CSMD3 114788 37 8 113702210 113702210 Missense_Mutation SNP G A 27 214 c.2042C>T c.(2041-2043)TCT>TTT p.S681F

Pat_45 Post-Resistance UTP23 84294 37 8 117783815 117783815 Missense_Mutation SNP G A 16 97 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_45 Post-Resistance COLEC10 10584 37 8 120101985 120101985 Missense_Mutation SNP C A 3 38 c.215C>A c.(214-216)CCG>CAG p.P72Q

Pat_45 Post-Resistance FER1L6 654463 37 8 125110043 125110043 Missense_Mutation SNP C T 7 103 c.4802C>T c.(4801-4803)ACC>ATC p.T1601I

Pat_45 Post-Resistance MTSS1 9788 37 8 125565661 125565661 Missense_Mutation SNP G A 5 82 c.1840C>T c.(1840-1842)CCC>TCC p.P614S

Pat_45 Post-Resistance ZNF572 137209 37 8 125988764 125988764 Missense_Mutation SNP C T 29 61 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_45 Post-Resistance OC90 729330 37 8 133041415 133041415 Missense_Mutation SNP G T 10 154 c.1043C>A c.(1042-1044)TCC>TAC p.S348Y

Pat_45 Post-Resistance TG 7038 37 8 133880359 133880359 Splice_Site SNP G A 11 101 c.68_splice c.e2-1 p.E23_splice

Pat_45 Post-Resistance TG 7038 37 8 133975250 133975250 Missense_Mutation SNP G A 32 380 c.5479G>A c.(5479-5481)GGG>AGG p.G1827R

Pat_45 Post-Resistance WISP1 8840 37 8 134225378 134225378 Missense_Mutation SNP T C 13 185 c.341T>C c.(340-342)GTG>GCG p.V114A

Pat_45 Post-Resistance PTK2 5747 37 8 141900685 141900685 Missense_Mutation SNP G A 8 77 c.152C>T c.(151-153)ACC>ATC p.T51I

Pat_45 Post-Resistance PLEC 5339 37 8 144991270 144991270 Missense_Mutation SNP G A 8 177 c.13130C>T c.(13129-13131)GCC>GTC p.A4377V

Pat_45 Post-Resistance CYC1 1537 37 8 145152194 145152194 Nonsense_Mutation SNP G A 6 161 c.933G>A c.(931-933)TGG>TGA p.W311*

Pat_45 Post-Resistance KIFC2 90990 37 8 145694125 145694125 Missense_Mutation SNP G A 26 363 c.1021G>A c.(1021-1023)GCC>ACC p.A341T

Pat_45 Post-Resistance MFSD3 113655 37 8 145736051 145736051 Missense_Mutation SNP G A 13 156 c.901G>A c.(901-903)GTC>ATC p.V301I

Pat_45 Post-Resistance SMARCA2 6595 37 9 2088558 2088558 Missense_Mutation SNP G A 14 143 c.2828G>A c.(2827-2829)AGA>AAA p.R943K



Pat_45 Post-Resistance CDC37L1 55664 37 9 4685105 4685105 Missense_Mutation SNP G A 11 206 c.361G>A c.(361-363)GAG>AAG p.E121K

Pat_45 Post-Resistance KDM4C 23081 37 9 7011727 7011727 Missense_Mutation SNP G A 16 99 c.1816G>A c.(1816-1818)GAA>AAA p.E606K

Pat_45 Post-Resistance CER1 9350 37 9 14722231 14722231 Missense_Mutation SNP C T 48 38 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_45 Post-Resistance C9orf93 203238 37 9 15727867 15727867 Missense_Mutation SNP G A 6 69 c.1693G>A c.(1693-1695)GAG>AAG p.E565K

Pat_45 Post-Resistance CNTLN 54875 37 9 17394971 17394971 Missense_Mutation SNP G A 8 160 c.2519G>A c.(2518-2520)GGT>GAT p.G840D

Pat_45 Post-Resistance ADAMTSL1 92949 37 9 18680380 18680380 Missense_Mutation SNP T C 4 128 c.1207T>C c.(1207-1209)TGT>CGT p.C403R

Pat_45 Post-Resistance ADAMTSL1 92949 37 9 18887904 18887904 Missense_Mutation SNP G A 8 107 c.4325G>A c.(4324-4326)GGA>GAA p.G1442E

Pat_45 Post-Resistance KIAA1797 54914 37 9 20874716 20874716 Missense_Mutation SNP G A 24 155 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_45 Post-Resistance NFX1 4799 37 9 33294937 33294937 Missense_Mutation SNP C A 6 133 c.545C>A c.(544-546)CCA>CAA p.P182Q

Pat_45 Post-Resistance PRSS3 5646 37 9 33799038 33799038 Missense_Mutation SNP G A 32 203 c.775G>A c.(775-777)GGC>AGC p.G259S

Pat_45 Post-Resistance IL11RA 3590 37 9 34658567 34658567 Missense_Mutation SNP C T 26 242 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Post-Resistance C9orf131 138724 37 9 35043635 35043635 Missense_Mutation SNP G A 102 570 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_45 Post-Resistance FANCG 2189 37 9 35074927 35074927 Missense_Mutation SNP G A 9 155 c.1633C>T c.(1633-1635)CCA>TCA p.P545S

Pat_45 Post-Resistance KIAA1539 80256 37 9 35105788 35105788 Missense_Mutation SNP G A 6 123 c.1354C>T c.(1354-1356)CCT>TCT p.P452S

Pat_45 Post-Resistance SIT1 27240 37 9 35650798 35650798 Missense_Mutation SNP G A 16 69 c.53C>T c.(52-54)TCT>TTT p.S18F

Pat_45 Post-Resistance NPR2 4882 37 9 35809204 35809204 Missense_Mutation SNP G A 32 239 c.3038G>A c.(3037-3039)GGA>GAA p.G1013E

Pat_45 Post-Resistance RG9MTD3 158234 37 9 37770711 37770711 Missense_Mutation SNP G A 6 78 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_45 Post-Resistance FAM75A6 389730 37 9 43627693 43627693 Missense_Mutation SNP C T 20 245 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_45 Post-Resistance PCSK5 5125 37 9 78710854 78710854 Missense_Mutation SNP G A 12 124 c.943G>A c.(943-945)GGA>AGA p.G315R

Pat_45 Post-Resistance TLE4 7091 37 9 82335034 82335034 Missense_Mutation SNP G A 9 92 c.1739G>A c.(1738-1740)AGT>AAT p.S580N

Pat_45 Post-Resistance FLJ43859 389761 37 9 84547469 84547469 Missense_Mutation SNP C T 19 43 c.2393C>T c.(2392-2394)TCT>TTT p.S798F

Pat_45 Post-Resistance KIF27 55582 37 9 86482625 86482625 Missense_Mutation SNP C T 3 12 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_45 Post-Resistance SLC28A3 64078 37 9 86905169 86905170 Missense_Mutation DNP GG AA 13 36 c.1048_1049CC>TT c.(1048-1050)CCA>TTA p.P350L

Pat_45 Post-Resistance ZCCHC6 79670 37 9 88943368 88943368 Missense_Mutation SNP G A 16 136 c.1495C>T c.(1495-1497)CTT>TTT p.L499F

Pat_45 Post-Resistance CTSL3 392360 37 9 90401734 90401734 Missense_Mutation SNP G A 8 49 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_45 Post-Resistance FAM75C1 441452 37 9 90536719 90536719 Missense_Mutation SNP G A 12 185 c.1897G>A c.(1897-1899)GCC>ACC p.A633T

Pat_45 Post-Resistance SYK 6850 37 9 93606427 93606427 Missense_Mutation SNP G A 6 115 c.247G>A c.(247-249)GCC>ACC p.A83T

Pat_45 Post-Resistance FANCC 2176 37 9 97934336 97934336 Missense_Mutation SNP G A 4 23 c.439C>T c.(439-441)CCT>TCT p.P147S

Pat_45 Post-Resistance TBC1D2 55357 37 9 100995767 100995767 Missense_Mutation SNP C T 17 175 c.712G>A c.(712-714)GAA>AAA p.E238K

Pat_45 Post-Resistance TEX10 54881 37 9 103064526 103064526 Missense_Mutation SNP C T 4 163 c.2737G>A c.(2737-2739)GTG>ATG p.V913M

Pat_45 Post-Resistance TEX10 54881 37 9 103109477 103109477 Missense_Mutation SNP G A 4 115 c.392C>T c.(391-393)GCT>GTT p.A131V

Pat_45 Post-Resistance NIPSNAP3B 55335 37 9 107535175 107535175 Missense_Mutation SNP G A 4 9 c.653G>A c.(652-654)AGA>AAA p.R218K

Pat_45 Post-Resistance SLC44A1 23446 37 9 108123535 108123535 Missense_Mutation SNP C T 11 58 c.824C>T c.(823-825)ACT>ATT p.T275I

Pat_45 Post-Resistance IKBKAP 8518 37 9 111681145 111681145 Missense_Mutation SNP G A 24 208 c.686C>T c.(685-687)GCT>GTT p.A229V

Pat_45 Post-Resistance C9orf84 158401 37 9 114454022 114454022 Missense_Mutation SNP C T 11 71 c.4043G>A c.(4042-4044)AGT>AAT p.S1348N

Pat_45 Post-Resistance PDCL 5082 37 9 125582773 125582773 Missense_Mutation SNP C T 9 86 c.497G>A c.(496-498)AGT>AAT p.S166N

Pat_45 Post-Resistance RC3H2 54542 37 9 125616490 125616490 Missense_Mutation SNP C T 12 136 c.2956G>A c.(2956-2958)GAC>AAC p.D986N

Pat_45 Post-Resistance SCAI 286205 37 9 127715148 127715148 Missense_Mutation SNP C T 18 48 c.1759G>A c.(1759-1761)GAA>AAA p.E587K

Pat_45 Post-Resistance LMX1B 4010 37 9 129453302 129453302 Missense_Mutation SNP G A 4 36 c.445G>A c.(445-447)GAG>AAG p.E149K

Pat_45 Post-Resistance LRRC8A 56262 37 9 131670351 131670351 Missense_Mutation SNP C T 14 240 c.908C>T c.(907-909)ACG>ATG p.T303M

Pat_45 Post-Resistance LRRC8A 56262 37 9 131678465 131678465 Missense_Mutation SNP G A 9 71 c.2248G>A c.(2248-2250)GTG>ATG p.V750M

Pat_45 Post-Resistance PHYHD1 254295 37 9 131689422 131689422 Missense_Mutation SNP C T 14 134 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_45 Post-Resistance C9orf106 414318 37 9 132084535 132084536 Nonsense_Mutation DNP GG AA 12 68 c.443_444GG>AA c.(442-444)TGG>TAA p.W148*

Pat_45 Post-Resistance USP20 10868 37 9 132637729 132637729 Missense_Mutation SNP C T 5 49 c.2189C>T c.(2188-2190)ACC>ATC p.T730I

Pat_45 Post-Resistance QRFP 347148 37 9 133768837 133768837 Missense_Mutation SNP C T 10 97 c.389G>A c.(388-390)AGC>AAC p.S130N

Pat_45 Post-Resistance UCK1 83549 37 9 134400446 134400446 Missense_Mutation SNP G A 11 71 c.815C>T c.(814-816)TCC>TTC p.S272F

Pat_45 Post-Resistance RAPGEF1 2889 37 9 134504052 134504052 Missense_Mutation SNP G A 13 165 c.850C>T c.(850-852)CCA>TCA p.P284S



Pat_45 Post-Resistance COBRA1 25920 37 9 140166617 140166617 Missense_Mutation SNP C T 7 93 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_45 Post-Resistance MXRA5 25878 37 X 3242864 3242864 Missense_Mutation SNP T C 3 70 c.862A>G c.(862-864)AGG>GGG p.R288G

Pat_45 Post-Resistance FRMPD4 9758 37 X 12627905 12627905 Missense_Mutation SNP C T 15 92 c.224C>T c.(223-225)GCT>GTT p.A75V

Pat_45 Post-Resistance TMSL3 7117 37 X 12994901 12994901 Missense_Mutation SNP G A 13 66 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_45 Post-Resistance BMX 660 37 X 15548143 15548143 Missense_Mutation SNP G A 8 47 c.932G>A c.(931-933)AGA>AAA p.R311K

Pat_45 Post-Resistance BEND2 139105 37 X 18220021 18220021 Missense_Mutation SNP G A 6 62 c.947C>T c.(946-948)ACT>ATT p.T316I

Pat_45 Post-Resistance PHKA2 5256 37 X 18972475 18972475 Missense_Mutation SNP C T 4 59 c.134G>A c.(133-135)CGG>CAG p.R45Q

Pat_45 Post-Resistance KLHL15 80311 37 X 24024119 24024119 Missense_Mutation SNP C T 27 192 c.692G>A c.(691-693)AGC>AAC p.S231N

Pat_45 Post-Resistance ARX 170302 37 X 25025475 25025475 Missense_Mutation SNP G A 4 2 c.1201C>T c.(1201-1203)CCG>TCG p.P401S

Pat_45 Post-Resistance MAGEB4 4115 37 X 30260383 30260383 Missense_Mutation SNP C T 3 9 c.131C>T c.(130-132)TCT>TTT p.S44F

Pat_45 Post-Resistance NR0B1 190 37 X 30327347 30327347 Missense_Mutation SNP T A 4 28 c.134A>T c.(133-135)GAT>GTT p.D45V

Pat_45 Post-Resistance DMD 1756 37 X 32536238 32536238 Missense_Mutation SNP C T 3 18 c.2179G>A c.(2179-2181)GAT>AAT p.D727N

Pat_45 Post-Resistance FAM47C 442444 37 X 37027957 37027957 Missense_Mutation SNP G A 33 93 c.1474G>A c.(1474-1476)GAC>AAC p.D492N

Pat_45 Post-Resistance SYTL5 94122 37 X 37985840 37985840 Splice_Site SNP G A 4 21 c.2051_splice c.e18-1 p.G684_splice

Pat_45 Post-Resistance ZNF630 57232 37 X 47919846 47919846 Nonsense_Mutation SNP G T 4 67 c.221C>A c.(220-222)TCA>TAA p.S74*

Pat_45 Post-Resistance HDAC6 10013 37 X 48663864 48663864 Missense_Mutation SNP C T 11 37 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_45 Post-Resistance CCNB3 85417 37 X 50052401 50052401 Missense_Mutation SNP A C 6 31 c.1232A>C c.(1231-1233)AAG>ACG p.K411T

Pat_45 Post-Resistance SMC1A 8243 37 X 53423146 53423146 Splice_Site SNP C T 13 110 c.2862_splice c.e18+1 p.E954_splice

Pat_45 Post-Resistance SMC1A 8243 37 X 53432032 53432032 Missense_Mutation SNP G A 3 10 c.2108C>T c.(2107-2109)TCT>TTT p.S703F

Pat_45 Post-Resistance P2RY4 5030 37 X 69479234 69479234 Missense_Mutation SNP C T 4 14 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_45 Post-Resistance ARR3 407 37 X 69500635 69500635 Missense_Mutation SNP C T 21 76 c.1033C>T c.(1033-1035)CCC>TCC p.P345S

Pat_45 Post-Resistance NONO 4841 37 X 70514153 70514153 Missense_Mutation SNP G A 9 48 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_45 Post-Resistance MAGT1 84061 37 X 77130979 77130979 Missense_Mutation SNP G A 42 219 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_45 Post-Resistance P2RY10 27334 37 X 78216429 78216429 Missense_Mutation SNP C T 19 53 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_45 Post-Resistance PABPC5 140886 37 X 90691465 90691465 Missense_Mutation SNP A G 3 3 c.889A>G c.(889-891)AGT>GGT p.S297G

Pat_45 Post-Resistance RPA4 29935 37 X 96139680 96139680 Missense_Mutation SNP A G 11 54 c.371A>G c.(370-372)TAT>TGT p.Y124C

Pat_45 Post-Resistance TRMT2B 79979 37 X 100297070 100297070 Missense_Mutation SNP G T 4 47 c.209C>A c.(208-210)CCA>CAA p.P70Q

Pat_45 Post-Resistance ARMCX3 51566 37 X 100880118 100880118 Missense_Mutation SNP G A 12 83 c.149G>A c.(148-150)GGG>GAG p.G50E

Pat_45 Post-Resistance TSC22D3 1831 37 X 106957870 106957870 Missense_Mutation SNP G A 31 153 c.284C>T c.(283-285)ACC>ATC p.T95I

Pat_45 Post-Resistance ALG13 79868 37 X 110951413 110951413 Missense_Mutation SNP C T 5 56 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_45 Post-Resistance IL13RA2 3598 37 X 114248393 114248393 Missense_Mutation SNP G A 8 25 c.460C>T c.(460-462)CTC>TTC p.L154F

Pat_45 Post-Resistance LONRF3 79836 37 X 118145821 118145821 Missense_Mutation SNP C T 20 183 c.1696C>T c.(1696-1698)CCC>TCC p.P566S

Pat_45 Post-Resistance GPR119 139760 37 X 129519028 129519028 Missense_Mutation SNP C T 12 79 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_45 Post-Resistance ENOX2 10495 37 X 129822959 129822959 Missense_Mutation SNP A G 5 25 c.218T>C c.(217-219)ATT>ACT p.I73T

Pat_45 Post-Resistance GPR101 83550 37 X 136113427 136113427 Missense_Mutation SNP G A 4 28 c.407C>T c.(406-408)CCT>CTT p.P136L

Pat_45 Post-Resistance MAGEC3 139081 37 X 140985596 140985596 Missense_Mutation SNP C T 6 65 c.1910C>T c.(1909-1911)TCC>TTC p.S637F

Pat_45 Post-Resistance SLITRK4 139065 37 X 142716578 142716578 Missense_Mutation SNP C T 16 53 c.2347G>A c.(2347-2349)GAA>AAA p.E783K

Pat_45 Post-Resistance FMR1 2332 37 X 147024783 147024783 Missense_Mutation SNP G A 6 81 c.1408G>A c.(1408-1410)GGT>AGT p.G470S

Pat_45 Post-Resistance CNGA2 1260 37 X 150912089 150912089 Missense_Mutation SNP G A 24 44 c.1114G>A c.(1114-1116)GGC>AGC p.G372S

Pat_45 Post-Resistance GABRQ 55879 37 X 151820196 151820196 Missense_Mutation SNP G A 17 35 c.1109G>A c.(1108-1110)AGA>AAA p.R370K

Pat_45 Post-Resistance ZNF185 7739 37 X 152097165 152097165 Missense_Mutation SNP G A 10 74 c.874G>A c.(874-876)GCA>ACA p.A292T

Pat_45 Post-Resistance HCFC1 3054 37 X 153221674 153221674 Missense_Mutation SNP C T 19 88 c.2824G>A c.(2824-2826)GGC>AGC p.G942S

Pat_45 Post-Resistance FAM3A 60343 37 X 153735805 153735805 Missense_Mutation SNP C A 4 54 c.402G>T c.(400-402)TTG>TTT p.L134F

Pat_45 Post-Resistance G6PD 2539 37 X 153761790 153761790 Splice_Site SNP C T 7 82 c.864_splice c.e8+1 p.K288_splice

Pat_45 Post-Resistance IKBKG 8517 37 X 153780386 153780386 Missense_Mutation SNP G A 3 15 c.169G>A c.(169-171)GAG>AAG p.E57K

Pat_45 Post-Resistance NLGN4Y 22829 37 Y 16734333 16734333 Nonsense_Mutation SNP C T 3 56 c.334C>T c.(334-336)CAG>TAG p.Q112*

Pat_51 Pre-Treatment HSPG2 3339 37 1 22191343 22191343 Missense_Mutation SNP G A 9 0 c.4619C>T c.(4618-4620)TCC>TTC p.S1540F



Pat_51 Pre-Treatment GJB3 2707 37 1 35250527 35250527 Missense_Mutation SNP C T 21 33 c.164C>T c.(163-165)ACC>ATC p.T55I

Pat_51 Pre-Treatment NBPF10 100132406 37 1 145327548 145327548 Missense_Mutation SNP A G 3 6 c.4330A>G c.(4330-4332)AAT>GAT p.N1444D

Pat_51 Pre-Treatment FLG 2312 37 1 152278987 152278987 Missense_Mutation SNP G A 209 436 c.8375C>T c.(8374-8376)TCA>TTA p.S2792L

Pat_51 Pre-Treatment OR10J3 441911 37 1 159284407 159284407 Missense_Mutation SNP C T 136 144 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_51 Pre-Treatment PPOX 5498 37 1 161138337 161138337 Missense_Mutation SNP C T 21 28 c.587C>T c.(586-588)TCC>TTC p.S196F

Pat_51 Pre-Treatment RGS13 6003 37 1 192628516 192628516 Missense_Mutation SNP G A 23 26 c.343G>A c.(343-345)GAA>AAA p.E115K

Pat_51 Pre-Treatment IGFN1 91156 37 1 201190783 201190784 Missense_Mutation DNP GG AA 19 28 c.1590_1591GG>AAc.(1588-1593)GAGGGC>GAAAGCp.G531S

Pat_51 Pre-Treatment CR2 1380 37 1 207644114 207644115 Missense_Mutation DNP GG AA 12 25 c.1255_1256GG>AAc.(1255-1257)GGG>AAG p.G419K

Pat_51 Pre-Treatment OR11L1 391189 37 1 248004661 248004661 Missense_Mutation SNP C T 56 81 c.538G>A c.(538-540)GAC>AAC p.D180N

Pat_51 Pre-Treatment OR2M2 391194 37 1 248343390 248343390 Missense_Mutation SNP T A 8 295 c.103T>A c.(103-105)TTT>ATT p.F35I

Pat_51 Pre-Treatment KLF6 1316 37 10 3827122 3827122 Nonsense_Mutation SNP C A 20 3 c.85G>T c.(85-87)GAG>TAG p.E29*

Pat_51 Pre-Treatment OR56B4 196335 37 11 6129583 6129583 Missense_Mutation SNP G A 61 75 c.575G>A c.(574-576)AGC>AAC p.S192N

Pat_51 Pre-Treatment OR5AK2 390181 37 11 56756815 56756815 Missense_Mutation SNP C T 56 61 c.427C>T c.(427-429)CGT>TGT p.R143C

Pat_51 Pre-Treatment FAT3 120114 37 11 92525957 92525957 Nonsense_Mutation SNP C T 55 63 c.4636C>T c.(4636-4638)CGA>TGA p.R1546*

Pat_51 Pre-Treatment CNTN5 53942 37 11 100169975 100169975 Missense_Mutation SNP G A 7 21 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_51 Pre-Treatment HYOU1 10525 37 11 118918666 118918666 Missense_Mutation SNP A G 14 14 c.2503T>C c.(2503-2505)TTC>CTC p.F835L

Pat_51 Pre-Treatment KIRREL3 84623 37 11 126319042 126319042 Missense_Mutation SNP G A 4 140 c.859C>T c.(859-861)CGG>TGG p.R287W

Pat_51 Pre-Treatment KRT73 319101 37 12 53011971 53011971 Missense_Mutation SNP A G 67 75 c.338T>C c.(337-339)CTC>CCC p.L113P

Pat_51 Pre-Treatment CCDC38 120935 37 12 96284649 96284649 Missense_Mutation SNP C T 18 28 c.832G>A c.(832-834)GTC>ATC p.V278I

Pat_51 Pre-Treatment KIAA1033 23325 37 12 105531672 105531672 Missense_Mutation SNP G C 13 23 c.1335G>C c.(1333-1335)TTG>TTC p.L445F

Pat_51 Pre-Treatment FOXN4 121643 37 12 109717706 109717706 Missense_Mutation SNP C T 17 21 c.1324G>A c.(1324-1326)GGA>AGA p.G442R

Pat_51 Pre-Treatment MTUS2 23281 37 13 29855909 29855909 Missense_Mutation SNP G A 24 24 c.2743G>A c.(2743-2745)GGG>AGG p.G915R

Pat_51 Pre-Treatment PCDH9 5101 37 13 67800080 67800080 Missense_Mutation SNP G C 73 66 c.2493C>G c.(2491-2493)TTC>TTG p.F831L

Pat_51 Pre-Treatment TSHR 7253 37 14 81610614 81610614 Missense_Mutation SNP G A 41 58 c.2212G>A c.(2212-2214)GTC>ATC p.V738I

Pat_51 Pre-Treatment ACTC1 70 37 15 35083365 35083365 Missense_Mutation SNP G A 122 152 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_51 Pre-Treatment MAPKBP1 23005 37 15 42110235 42110235 Missense_Mutation SNP A C 71 105 c.1951A>C c.(1951-1953)AAG>CAG p.K651Q

Pat_51 Pre-Treatment TRPM7 54822 37 15 50904804 50904804 Missense_Mutation SNP C T 37 48 c.1993G>A c.(1993-1995)GAA>AAA p.E665K

Pat_51 Pre-Treatment SLTM 79811 37 15 59185100 59185100 Nonsense_Mutation SNP G A 28 48 c.1894C>T c.(1894-1896)CGA>TGA p.R632*

Pat_51 Pre-Treatment TLE3 7090 37 15 70351756 70351756 Missense_Mutation SNP G A 5 9 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_51 Pre-Treatment BNC1 646 37 15 83931721 83931721 Missense_Mutation SNP G A 9 15 c.2282C>T c.(2281-2283)TCC>TTC p.S761F

Pat_51 Pre-Treatment TSC2 7249 37 16 2126529 2126529 Missense_Mutation SNP C T 29 40 c.2780C>T c.(2779-2781)ACC>ATC p.T927I

Pat_51 Pre-Treatment ZNF213 7760 37 16 3187444 3187444 Missense_Mutation SNP G A 26 33 c.163G>A c.(163-165)GAT>AAT p.D55N

Pat_51 Pre-Treatment PALB2 79728 37 16 23641487 23641487 Missense_Mutation SNP C T 57 68 c.1988G>A c.(1987-1989)CGC>CAC p.R663H

Pat_51 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 4 30 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_51 Pre-Treatment SPG7 6687 37 16 89620266 89620266 Missense_Mutation SNP G A 27 32 c.2001G>A c.(1999-2001)ATG>ATA p.M667I

Pat_51 Pre-Treatment OR1D2 4991 37 17 2995395 2995395 Missense_Mutation SNP G A 41 59 c.896C>T c.(895-897)GCT>GTT p.A299V

Pat_51 Pre-Treatment SPACA3 124912 37 17 31324480 31324480 Missense_Mutation SNP C A 62 95 c.520C>A c.(520-522)CTC>ATC p.L174I

Pat_51 Pre-Treatment KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 3 51 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_51 Pre-Treatment SOST 50964 37 17 41836054 41836054 Missense_Mutation SNP C T 45 53 c.56G>A c.(55-57)CGT>CAT p.R19H

Pat_51 Pre-Treatment DCAF7 10238 37 17 61661011 61661011 Missense_Mutation SNP C T 35 57 c.676C>T c.(676-678)CGC>TGC p.R226C

Pat_51 Pre-Treatment GH2 2689 37 17 61959155 61959155 Missense_Mutation SNP C T 4 70 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_51 Pre-Treatment PIP5K1C 23396 37 19 3645974 3645974 Missense_Mutation SNP G A 26 42 c.1343C>T c.(1342-1344)TCC>TTC p.S448F

Pat_51 Pre-Treatment MUC16 94025 37 19 9066157 9066157 Missense_Mutation SNP G A 31 32 c.21289C>T c.(21289-21291)CCT>TCT p.P7097S

Pat_51 Pre-Treatment MUC16 94025 37 19 9072645 9072645 Missense_Mutation SNP G A 54 52 c.14801C>T c.(14800-14802)TCC>TTC p.S4934F

Pat_51 Pre-Treatment PLVAP 83483 37 19 17471613 17471613 Missense_Mutation SNP G A 18 18 c.1208C>T c.(1207-1209)CCC>CTC p.P403L

Pat_51 Pre-Treatment ZNF420 147923 37 19 37619143 37619143 Missense_Mutation SNP A G 32 55 c.1250A>G c.(1249-1251)AAA>AGA p.K417R

Pat_51 Pre-Treatment RASGRP4 115727 37 19 38910865 38910865 Missense_Mutation SNP C T 7 5 c.415G>A c.(415-417)GAT>AAT p.D139N



Pat_51 Pre-Treatment ZNF180 7733 37 19 45004265 45004265 Missense_Mutation SNP C T 80 126 c.28G>A c.(28-30)GAA>AAA p.E10K

Pat_51 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 25 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_51 Pre-Treatment SIGLEC7 27036 37 19 51649293 51649293 Missense_Mutation SNP T G 43 49 c.942T>G c.(940-942)GAT>GAG p.D314E

Pat_51 Pre-Treatment LILRA2 11027 37 19 55098770 55098770 Missense_Mutation SNP C T 22 40 c.1409C>T c.(1408-1410)GCT>GTT p.A470V

Pat_51 Pre-Treatment ZSCAN4 201516 37 19 58189852 58189852 Missense_Mutation SNP G A 39 45 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_51 Pre-Treatment ZNF512 84450 37 2 27822870 27822870 Missense_Mutation SNP C T 15 23 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_51 Pre-Treatment LTBP1 4052 37 2 33447173 33447173 Missense_Mutation SNP G A 25 34 c.1831G>A c.(1831-1833)GAA>AAA p.E611K

Pat_51 Pre-Treatment YSK4 80122 37 2 135738878 135738878 Missense_Mutation SNP C T 41 49 c.3433G>A c.(3433-3435)GGT>AGT p.G1145S

Pat_51 Pre-Treatment NGEF 25791 37 2 233834974 233834974 Missense_Mutation SNP C T 22 35 c.333G>A c.(331-333)ATG>ATA p.M111I

Pat_51 Pre-Treatment ESF1 51575 37 20 13763660 13763660 Missense_Mutation SNP G A 38 34 c.127C>T c.(127-129)CAT>TAT p.H43Y

Pat_51 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 3 83 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_51 Pre-Treatment TFF1 7031 37 21 43783499 43783499 Missense_Mutation SNP G A 20 14 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_51 Pre-Treatment DAZL 1618 37 3 16640102 16640102 Missense_Mutation SNP T C 3 143 c.7A>G c.(7-9)ACT>GCT p.T3A

Pat_51 Pre-Treatment KIAA2018 205717 37 3 113377321 113377321 Missense_Mutation SNP C A 46 52 c.3208G>T c.(3208-3210)GAT>TAT p.D1070Y

Pat_51 Pre-Treatment TMCC1 23023 37 3 129370592 129370592 Missense_Mutation SNP T A 3 60 c.1694A>T c.(1693-1695)CAG>CTG p.Q565L

Pat_51 Pre-Treatment MED12L 116931 37 3 150911394 150911394 Missense_Mutation SNP C T 27 52 c.2086C>T c.(2086-2088)CCA>TCA p.P696S

Pat_51 Pre-Treatment FAM193A 8603 37 4 2661349 2661349 Missense_Mutation SNP C T 25 39 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_51 Pre-Treatment CPZ 8532 37 4 8621123 8621123 Missense_Mutation SNP A C 13 27 c.1738A>C c.(1738-1740)ATT>CTT p.I580L

Pat_51 Pre-Treatment UGT2B4 7363 37 4 70360952 70360952 Missense_Mutation SNP T A 20 45 c.628A>T c.(628-630)AGG>TGG p.R210W

Pat_51 Pre-Treatment FNIP2 57600 37 4 159789968 159789968 Missense_Mutation SNP C T 36 65 c.2180C>T c.(2179-2181)CCA>CTA p.P727L

Pat_51 Pre-Treatment NEK1 4750 37 4 170429410 170429410 Missense_Mutation SNP G A 5 10 c.1738C>T c.(1738-1740)CGT>TGT p.R580C

Pat_51 Pre-Treatment C7 730 37 5 40972649 40972649 Missense_Mutation SNP G A 58 92 c.2027G>A c.(2026-2028)AGC>AAC p.S676N

Pat_51 Pre-Treatment SLCO6A1 133482 37 5 101709070 101709070 Missense_Mutation SNP C T 22 27 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_51 Pre-Treatment SNCAIP 9627 37 5 121786290 121786290 Missense_Mutation SNP C T 96 91 c.1748C>T c.(1747-1749)TCT>TTT p.S583F

Pat_51 Pre-Treatment RBM24 221662 37 6 17283145 17283145 Missense_Mutation SNP G A 20 25 c.278G>A c.(277-279)AGG>AAG p.R93K

Pat_51 Pre-Treatment BAT1 7919 37 6 31504459 31504459 Missense_Mutation SNP A C 6 36 c.434T>G c.(433-435)GTT>GGT p.V145G

Pat_51 Pre-Treatment ZNF318 24149 37 6 43305131 43305131 Missense_Mutation SNP G A 11 21 c.6605C>T c.(6604-6606)TCC>TTC p.S2202F

Pat_51 Pre-Treatment RHAG 6005 37 6 49582513 49582513 Missense_Mutation SNP G A 60 63 c.694C>T c.(694-696)CCT>TCT p.P232S

Pat_51 Pre-Treatment PRSS35 167681 37 6 84233578 84233578 Missense_Mutation SNP A G 47 52 c.418A>G c.(418-420)ACC>GCC p.T140A

Pat_51 Pre-Treatment ESR1 2099 37 6 152201874 152201874 Missense_Mutation SNP G T 22 28 c.728G>T c.(727-729)CGC>CTC p.R243L

Pat_51 Pre-Treatment MAP3K4 4216 37 6 161470424 161470424 Missense_Mutation SNP C G 22 32 c.1120C>G c.(1120-1122)CTT>GTT p.L374V

Pat_51 Pre-Treatment MMD2 221938 37 7 4949648 4949648 Missense_Mutation SNP C T 57 51 c.473G>A c.(472-474)GGG>GAG p.G158E

Pat_51 Pre-Treatment STAG3 10734 37 7 99798578 99798578 Missense_Mutation SNP G A 28 48 c.2047G>A c.(2047-2049)GAA>AAA p.E683K

Pat_51 Pre-Treatment CREB3L2 64764 37 7 137586118 137586118 Missense_Mutation SNP A G 15 15 c.1025T>C c.(1024-1026)GTT>GCT p.V342A

Pat_51 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 25 43 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_51 Pre-Treatment RP1L1 94137 37 8 10469284 10469284 Missense_Mutation SNP G A 40 27 c.2324C>T c.(2323-2325)CCC>CTC p.P775L

Pat_51 Pre-Treatment RP1 6101 37 8 55537629 55537629 Missense_Mutation SNP G A 16 35 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_51 Pre-Treatment SDR16C5 195814 37 8 57218208 57218208 Nonsense_Mutation SNP T A 16 21 c.784A>T c.(784-786)AAA>TAA p.K262*

Pat_51 Pre-Treatment WWP1 11059 37 8 87414307 87414307 Missense_Mutation SNP A G 4 105 c.599A>G c.(598-600)CAA>CGA p.Q200R

Pat_51 Pre-Treatment UBR5 51366 37 8 103335705 103335705 Missense_Mutation SNP G A 8 22 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_51 Pre-Treatment TMEM2 23670 37 9 74349902 74349902 Missense_Mutation SNP G A 21 41 c.1213C>T c.(1213-1215)CTT>TTT p.L405F

Pat_51 Pre-Treatment FLJ46321 389763 37 9 84606143 84606143 Missense_Mutation SNP T C 180 182 c.758T>C c.(757-759)ATT>ACT p.I253T

Pat_51 Pre-Treatment GRIN3A 116443 37 9 104390553 104390553 Missense_Mutation SNP C T 24 1 c.2483G>A c.(2482-2484)GGA>GAA p.G828E

Pat_51 Pre-Treatment GBGT1 26301 37 9 136029277 136029277 Missense_Mutation SNP C T 32 44 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_51 Pre-Treatment CACNA1B 774 37 9 141016272 141016272 Missense_Mutation SNP G A 36 35 c.6841G>A c.(6841-6843)GAG>AAG p.E2281K

Pat_51 Pre-Treatment MXRA5 25878 37 X 3239827 3239827 Missense_Mutation SNP C T 37 1 c.3899G>A c.(3898-3900)AGA>AAA p.R1300K

Pat_51 Pre-Treatment CCNB3 85417 37 X 50028219 50028219 Missense_Mutation SNP C T 35 3 c.56C>T c.(55-57)TCC>TTC p.S19F



Pat_51 Pre-Treatment NXF3 56000 37 X 102334770 102334770 Nonsense_Mutation SNP G A 51 4 c.1081C>T c.(1081-1083)CGA>TGA p.R361*

Pat_53 Pre-Treatment UBR4 23352 37 1 19403389 19403389 Missense_Mutation SNP G A 16 132 c.15332C>T c.(15331-15333)CCT>CTT p.P5111L

Pat_53 Pre-Treatment KIF17 57576 37 1 20996934 20996934 Missense_Mutation SNP C T 18 199 c.2773G>A c.(2773-2775)GAC>AAC p.D925N

Pat_53 Pre-Treatment NBPF9 400818 37 1 144220807 144220807 Missense_Mutation SNP A C 57 521 c.2180A>C c.(2179-2181)GAT>GCT p.D727A

Pat_53 Pre-Treatment RFX5 5993 37 1 151315152 151315152 Missense_Mutation SNP T C 79 736 c.1361A>G c.(1360-1362)GAT>GGT p.D454G

Pat_53 Pre-Treatment TCHH 7062 37 1 152082304 152082304 Missense_Mutation SNP T G 6 251 c.3389A>C c.(3388-3390)AAG>ACG p.K1130T

Pat_53 Pre-Treatment FLG2 388698 37 1 152326043 152326043 Nonsense_Mutation SNP C A 7 454 c.4219G>T c.(4219-4221)GGA>TGA p.G1407*

Pat_53 Pre-Treatment CRNN 49860 37 1 152382519 152382519 Missense_Mutation SNP T C 5 314 c.1039A>G c.(1039-1041)ACT>GCT p.T347A

Pat_53 Pre-Treatment KLHDC8A 55220 37 1 205312401 205312401 Missense_Mutation SNP C T 6 323 c.332G>A c.(331-333)AGC>AAC p.S111N

Pat_53 Pre-Treatment OR2M5 127059 37 1 248308943 248308943 Missense_Mutation SNP C T 51 675 c.494C>T c.(493-495)TCC>TTC p.S165F

Pat_53 Pre-Treatment C10orf10 11067 37 10 45472884 45472884 Missense_Mutation SNP G A 4 165 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_53 Pre-Treatment ADAM12 8038 37 10 127724774 127724774 Missense_Mutation SNP G A 4 88 c.2479C>T c.(2479-2481)CGT>TGT p.R827C

Pat_53 Pre-Treatment MUC5B 727897 37 11 1272638 1272639 Missense_Mutation DNP GG AA 45 231 c.15494_15495GG>AAc.(15493-15495)GGG>GAA p.G5165E

Pat_53 Pre-Treatment KRTAP5-4 387267 37 11 1642989 1642989 Missense_Mutation SNP C A 20 135 c.473G>T c.(472-474)GGC>GTC p.G158V

Pat_53 Pre-Treatment NAV2 89797 37 11 20122579 20122579 Missense_Mutation SNP G A 6 340 c.6287G>A c.(6286-6288)CGG>CAG p.R2096Q

Pat_53 Pre-Treatment MPEG1 219972 37 11 58980051 58980051 Missense_Mutation SNP C T 43 286 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_53 Pre-Treatment FADS1 3992 37 11 61580759 61580759 Nonsense_Mutation SNP C A 7 482 c.442G>T c.(442-444)GGA>TGA p.G148*

Pat_53 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 9 787 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_53 Pre-Treatment RARRES3 5920 37 11 63312329 63312329 Missense_Mutation SNP C A 8 649 c.355C>A c.(355-357)CAG>AAG p.Q119K

Pat_53 Pre-Treatment PRB2 653247 37 12 11546150 11546150 Missense_Mutation SNP G C 8 402 c.862C>G c.(862-864)CCA>GCA p.P288A

Pat_53 Pre-Treatment GJB6 10804 37 13 20797589 20797589 Missense_Mutation SNP C A 6 471 c.31G>T c.(31-33)GGG>TGG p.G11W

Pat_53 Pre-Treatment PABPC3 5042 37 13 25670736 25670736 Missense_Mutation SNP G A 47 436 c.400G>A c.(400-402)GAA>AAA p.E134K

Pat_53 Pre-Treatment LOC220429 220429 37 13 50466749 50466749 Missense_Mutation SNP C G 6 677 c.2023C>G c.(2023-2025)CCT>GCT p.P675A

Pat_53 Pre-Treatment TSSK4 283629 37 14 24675730 24675730 Missense_Mutation SNP C T 6 228 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_53 Pre-Treatment SRP54 6729 37 14 35465931 35465931 Missense_Mutation SNP C T 29 420 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_53 Pre-Treatment AHNAK2 113146 37 14 105413888 105413888 Missense_Mutation SNP G T 7 481 c.7900C>A c.(7900-7902)CTG>ATG p.L2634M

Pat_53 Pre-Treatment ADAM6 8755 37 14 106993798 106993798 Splice_Site SNP C T 23 609 c.8648_splice c.e187+1

Pat_53 Pre-Treatment OR4N3P 390539 37 15 22413810 22413810 Missense_Mutation SNP G C 6 297 c.109G>C c.(109-111)GTG>CTG p.V37L

Pat_53 Pre-Treatment CYP1A2 1544 37 15 75042102 75042102 Missense_Mutation SNP C T 78 368 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_53 Pre-Treatment CHRNB4 1143 37 15 78921974 78921974 Missense_Mutation SNP C T 29 136 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_53 Pre-Treatment ZNF267 10308 37 16 31927522 31927522 Missense_Mutation SNP A G 7 375 c.1952A>G c.(1951-1953)CAG>CGG p.Q651R

Pat_53 Pre-Treatment NOD2 64127 37 16 50733419 50733419 Missense_Mutation SNP G A 100 589 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_53 Pre-Treatment KRTAP9-8 83901 37 17 39394482 39394482 Missense_Mutation SNP T C 7 174 c.179T>C c.(178-180)ATC>ACC p.I60T

Pat_53 Pre-Treatment STAT5B 6777 37 17 40370266 40370266 Missense_Mutation SNP C T 6 211 c.1072G>A c.(1072-1074)GGG>AGG p.G358R

Pat_53 Pre-Treatment GOSR2 9570 37 17 45009435 45009435 Missense_Mutation SNP G T 6 474 c.206G>T c.(205-207)CGG>CTG p.R69L

Pat_53 Pre-Treatment ZNF700 90592 37 19 12060571 12060571 Missense_Mutation SNP C A 8 673 c.1732C>A c.(1732-1734)CAC>AAC p.H578N

Pat_53 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 8 378 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_53 Pre-Treatment ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 9 548 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_53 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 11 619 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_53 Pre-Treatment ZNF443 10224 37 19 12542283 12542283 Missense_Mutation SNP A G 7 585 c.703T>C c.(703-705)TCT>CCT p.S235P

Pat_53 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 9 535 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_53 Pre-Treatment ZNF93 81931 37 19 20045196 20045196 Missense_Mutation SNP G A 7 582 c.1432G>A c.(1432-1434)GAG>AAG p.E478K

Pat_53 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 9 404 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_53 Pre-Treatment ZNF28 7576 37 19 53302985 53302985 Missense_Mutation SNP T A 7 653 c.2113A>T c.(2113-2115)AAC>TAC p.N705Y

Pat_53 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 8 744 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_53 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 11 647 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_53 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 5 350 c.1376G>T c.(1375-1377)CGT>CTT p.R459L



Pat_53 Pre-Treatment FLJ40330 645784 37 2 89084114 89084114 Splice_Site SNP G A 17 368 c.471_splice c.e5-1

Pat_53 Pre-Treatment LRP2 4036 37 2 170065986 170065986 Missense_Mutation SNP C T 6 448 c.6446G>A c.(6445-6447)GGT>GAT p.G2149D

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628251 29628251 Missense_Mutation SNP A G 33 507 c.163A>G c.(163-165)AAT>GAT p.N55D

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 8 390 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628299 29628300 Missense_Mutation DNP AG GA 6 279 c.211_212AG>GA c.(211-213)AGT>GAT p.S71D

Pat_53 Pre-Treatment CRYZL1 9946 37 21 34963478 34963478 Missense_Mutation SNP C A 6 446 c.940G>T c.(940-942)GGT>TGT p.G314C

Pat_53 Pre-Treatment ADORA2A 135 37 22 24836601 24836601 Missense_Mutation SNP G T 6 422 c.383G>T c.(382-384)TGC>TTC p.C128F

Pat_53 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 8 351 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_53 Pre-Treatment TRIOBP 11078 37 22 38122252 38122252 Missense_Mutation SNP C A 5 200 c.3689C>A c.(3688-3690)CCC>CAC p.P1230H

Pat_53 Pre-Treatment LHFPL4 375323 37 3 9547827 9547827 Missense_Mutation SNP C T 4 146 c.467G>A c.(466-468)CGG>CAG p.R156Q

Pat_53 Pre-Treatment CELSR3 1951 37 3 48677168 48677168 Missense_Mutation SNP C A 6 176 c.9850G>T c.(9850-9852)GGG>TGG p.G3284W

Pat_53 Pre-Treatment ACOX2 8309 37 3 58516196 58516196 Missense_Mutation SNP G A 25 130 c.989C>T c.(988-990)CCC>CTC p.P330L

Pat_53 Pre-Treatment CLSTN2 64084 37 3 140275377 140275377 Missense_Mutation SNP C T 36 434 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_53 Pre-Treatment ZNF141 7700 37 4 367194 367194 Missense_Mutation SNP C T 8 534 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_53 Pre-Treatment ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 5 290 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_53 Pre-Treatment MAB21L2 10586 37 4 151504675 151504675 Missense_Mutation SNP G A 6 263 c.494G>A c.(493-495)CGC>CAC p.R165H

Pat_53 Pre-Treatment SPEF2 79925 37 5 35792480 35792480 Missense_Mutation SNP G A 6 345 c.4486G>A c.(4486-4488)GAT>AAT p.D1496N

Pat_53 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139887525 139887525 Missense_Mutation SNP G A 6 252 c.3707G>A c.(3706-3708)CGA>CAA p.R1236Q

Pat_53 Pre-Treatment STK10 6793 37 5 171523561 171523561 Missense_Mutation SNP G A 57 344 c.874C>T c.(874-876)CCC>TCC p.P292S

Pat_53 Pre-Treatment FLT4 2324 37 5 180057000 180057000 Missense_Mutation SNP C T 7 88 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_53 Pre-Treatment MDC1 9656 37 6 30673208 30673208 Missense_Mutation SNP T C 7 541 c.3752A>G c.(3751-3753)CAG>CGG p.Q1251R

Pat_53 Pre-Treatment BCLAF1 9774 37 6 136597052 136597052 Missense_Mutation SNP C T 60 639 c.1611G>A c.(1609-1611)ATG>ATA p.M537I

Pat_53 Pre-Treatment HECW1 23072 37 7 43477632 43477632 Missense_Mutation SNP G A 7 480 c.832G>A c.(832-834)GTG>ATG p.V278M

Pat_53 Pre-Treatment ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 10 228 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_53 Pre-Treatment SMURF1 57154 37 7 98652449 98652449 Missense_Mutation SNP G A 6 388 c.443C>T c.(442-444)TCG>TTG p.S148L

Pat_53 Pre-Treatment FBXO24 26261 37 7 100187616 100187616 Missense_Mutation SNP C T 38 150 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_53 Pre-Treatment ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 7 577 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_53 Pre-Treatment MUC17 140453 37 7 100682094 100682094 Missense_Mutation SNP C T 10 884 c.7397C>T c.(7396-7398)ACG>ATG p.T2466M

Pat_53 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 10 866 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_53 Pre-Treatment MUC17 140453 37 7 100682158 100682158 Missense_Mutation SNP G C 9 868 c.7461G>C c.(7459-7461)ATG>ATC p.M2487I

Pat_53 Pre-Treatment CPA1 1357 37 7 130027693 130027693 Nonsense_Mutation SNP G A 153 672 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_53 Pre-Treatment TRIM24 8805 37 7 138252271 138252271 Missense_Mutation SNP C T 70 411 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_53 Pre-Treatment MTMR7 9108 37 8 17157633 17157633 Missense_Mutation SNP C T 6 483 c.1721G>A c.(1720-1722)AGC>AAC p.S574N

Pat_53 Pre-Treatment IFNA14 3448 37 9 21239652 21239652 Missense_Mutation SNP T C 6 232 c.283A>G c.(283-285)AAC>GAC p.N95D

Pat_53 Pre-Treatment LOC442421 442421 37 9 66499794 66499795 Missense_Mutation DNP CG TA 8 168 c.604_605CG>TA c.(604-606)CGC>TAC p.R202Y

Pat_53 Pre-Treatment TMC1 117531 37 9 75407222 75407222 Missense_Mutation SNP C A 7 593 c.1520C>A c.(1519-1521)CCT>CAT p.P507H

Pat_53 Pre-Treatment FRMPD4 9758 37 X 12632978 12632978 Missense_Mutation SNP G A 61 73 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_53 Post-Resistance NADK 65220 37 1 1688735 1688735 Missense_Mutation SNP G A 4 225 c.278C>T c.(277-279)CCC>CTC p.P93L

Pat_53 Post-Resistance RERE 473 37 1 8716366 8716366 Translation_Start_Site SNP C T 6 532 c.-9G>A c.(-11--7)ACGTG>ACATG

Pat_53 Post-Resistance PRDM2 7799 37 1 14106496 14106496 Missense_Mutation SNP C T 4 179 c.2206C>T c.(2206-2208)CGG>TGG p.R736W

Pat_53 Post-Resistance PRDM2 7799 37 1 14107241 14107241 Missense_Mutation SNP C T 4 158 c.2951C>T c.(2950-2952)ACT>ATT p.T984I

Pat_53 Post-Resistance PRDM2 7799 37 1 14108153 14108153 Missense_Mutation SNP G A 5 233 c.3863G>A c.(3862-3864)CGA>CAA p.R1288Q

Pat_53 Post-Resistance ZBTB17 7709 37 1 16269655 16269655 Missense_Mutation SNP G A 4 183 c.1732C>T c.(1732-1734)CGC>TGC p.R578C

Pat_53 Post-Resistance UBR4 23352 37 1 19403389 19403389 Missense_Mutation SNP G A 26 87 c.15332C>T c.(15331-15333)CCT>CTT p.P5111L

Pat_53 Post-Resistance KIF17 57576 37 1 20996934 20996934 Missense_Mutation SNP C T 40 105 c.2773G>A c.(2773-2775)GAC>AAC p.D925N

Pat_53 Post-Resistance EPHB2 2048 37 1 23234492 23234492 Missense_Mutation SNP G A 4 262 c.2183G>A c.(2182-2184)CGG>CAG p.R728Q

Pat_53 Post-Resistance HMGCL 3155 37 1 24140679 24140679 Splice_Site SNP C T 4 166 c.497_splice c.e5+1 p.G166_splice



Pat_53 Post-Resistance AHDC1 27245 37 1 27878176 27878176 Nonsense_Mutation SNP G A 4 144 c.451C>T c.(451-453)CGA>TGA p.R151*

Pat_53 Post-Resistance SESN2 83667 37 1 28599131 28599131 Missense_Mutation SNP G A 4 210 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_53 Post-Resistance RRAGC 64121 37 1 39321428 39321428 Missense_Mutation SNP C T 4 313 c.593G>A c.(592-594)AGG>AAG p.R198K

Pat_53 Post-Resistance MACF1 23499 37 1 39929341 39929341 Missense_Mutation SNP G A 4 192 c.17065G>A c.(17065-17067)GGA>AGA p.G5689R

Pat_53 Post-Resistance HEYL 26508 37 1 40095904 40095904 Missense_Mutation SNP C T 4 171 c.308G>A c.(307-309)GGG>GAG p.G103E

Pat_53 Post-Resistance STIL 6491 37 1 47746263 47746263 Missense_Mutation SNP C T 5 369 c.1867G>A c.(1867-1869)GCA>ACA p.A623T

Pat_53 Post-Resistance SPATA6 54558 37 1 48865097 48865097 Missense_Mutation SNP G A 5 246 c.706C>T c.(706-708)CGG>TGG p.R236W

Pat_53 Post-Resistance ACADM 34 37 1 76190498 76190498 Missense_Mutation SNP G A 4 144 c.26G>A c.(25-27)TGC>TAC p.C9Y

Pat_53 Post-Resistance DNAJB4 11080 37 1 78479056 78479056 Missense_Mutation SNP G A 4 195 c.533G>A c.(532-534)CGG>CAG p.R178Q

Pat_53 Post-Resistance ZNF326 284695 37 1 90470571 90470571 Missense_Mutation SNP G A 4 291 c.71G>A c.(70-72)CGT>CAT p.R24H

Pat_53 Post-Resistance VCAM1 7412 37 1 101198204 101198204 Missense_Mutation SNP G A 5 356 c.1756G>A c.(1756-1758)GGA>AGA p.G586R

Pat_53 Post-Resistance AMIGO1 57463 37 1 110050069 110050069 Missense_Mutation SNP G A 4 207 c.1466C>T c.(1465-1467)ACG>ATG p.T489M

Pat_53 Post-Resistance KCND3 3752 37 1 112319846 112319846 Missense_Mutation SNP C T 4 139 c.1568G>A c.(1567-1569)AGT>AAT p.S523N

Pat_53 Post-Resistance MAGI3 260425 37 1 114184609 114184609 Missense_Mutation SNP G T 4 144 c.1437G>T c.(1435-1437)TTG>TTT p.L479F

Pat_53 Post-Resistance AMPD1 270 37 1 115220030 115220030 Missense_Mutation SNP C A 4 82 c.1330G>T c.(1330-1332)GTC>TTC p.V444F

Pat_53 Post-Resistance NBPF9 400818 37 1 144220807 144220807 Missense_Mutation SNP A C 106 438 c.2180A>C c.(2179-2181)GAT>GCT p.D727A

Pat_53 Post-Resistance NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 5 515 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_53 Post-Resistance NBPF10 100132406 37 1 145299808 145299808 Missense_Mutation SNP T C 25 365 c.857T>C c.(856-858)ATG>ACG p.M286T

Pat_53 Post-Resistance NBPF10 100132406 37 1 145311932 145311932 Missense_Mutation SNP G A 4 249 c.2000G>A c.(1999-2001)CGT>CAT p.R667H

Pat_53 Post-Resistance BCL9 607 37 1 147086304 147086304 Missense_Mutation SNP C T 4 172 c.449C>T c.(448-450)GCC>GTC p.A150V

Pat_53 Post-Resistance NBPF14 25832 37 1 148008610 148008610 Missense_Mutation SNP G T 8 448 c.1978C>A c.(1978-1980)CAA>AAA p.Q660K

Pat_53 Post-Resistance ANP32E 81611 37 1 150193030 150193030 Missense_Mutation SNP C T 5 558 c.770G>A c.(769-771)CGA>CAA p.R257Q

Pat_53 Post-Resistance C1orf51 148523 37 1 150255844 150255844 Missense_Mutation SNP G A 4 316 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_53 Post-Resistance RFX5 5993 37 1 151315152 151315152 Missense_Mutation SNP T C 112 506 c.1361A>G c.(1360-1362)GAT>GGT p.D454G

Pat_53 Post-Resistance POGZ 23126 37 1 151403146 151403146 Missense_Mutation SNP G A 9 679 c.455C>T c.(454-456)ACG>ATG p.T152M

Pat_53 Post-Resistance IL6R 3570 37 1 154437810 154437810 Missense_Mutation SNP G A 4 205 c.1361G>A c.(1360-1362)CGG>CAG p.R454Q

Pat_53 Post-Resistance ADAR 103 37 1 154574328 154574328 Missense_Mutation SNP T C 4 230 c.790A>G c.(790-792)AGT>GGT p.S264G

Pat_53 Post-Resistance SHC1 6464 37 1 154940681 154940681 Missense_Mutation SNP G A 7 760 c.803C>T c.(802-804)CCG>CTG p.P268L

Pat_53 Post-Resistance SEMA4A 64218 37 1 156128201 156128201 Missense_Mutation SNP G A 5 406 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_53 Post-Resistance CCT3 7203 37 1 156303425 156303425 Nonsense_Mutation SNP G A 4 202 c.217C>T c.(217-219)CAG>TAG p.Q73*

Pat_53 Post-Resistance IQGAP3 128239 37 1 156534434 156534434 Missense_Mutation SNP C T 4 251 c.410G>A c.(409-411)CGG>CAG p.R137Q

Pat_53 Post-Resistance DCAF8 50717 37 1 160209573 160209573 Missense_Mutation SNP C T 4 134 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_53 Post-Resistance DUSP12 11266 37 1 161722902 161722902 Missense_Mutation SNP C T 4 305 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_53 Post-Resistance KLHL20 27252 37 1 173726157 173726157 Missense_Mutation SNP G A 4 187 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_53 Post-Resistance TNR 7143 37 1 175332855 175332855 Missense_Mutation SNP C T 4 118 c.2696G>A c.(2695-2697)CGA>CAA p.R899Q

Pat_53 Post-Resistance PRG4 10216 37 1 186276044 186276044 Missense_Mutation SNP C A 4 158 c.1193C>A c.(1192-1194)CCC>CAC p.P398H

Pat_53 Post-Resistance TNNI1 7135 37 1 201382215 201382215 Missense_Mutation SNP A G 4 409 c.224T>C c.(223-225)GTG>GCG p.V75A

Pat_53 Post-Resistance RNPEP 6051 37 1 201970811 201970811 Nonsense_Mutation SNP C T 4 242 c.1342C>T c.(1342-1344)CGA>TGA p.R448*

Pat_53 Post-Resistance ELK4 2005 37 1 205589339 205589339 Missense_Mutation SNP C T 5 311 c.835G>A c.(835-837)GAC>AAC p.D279N

Pat_53 Post-Resistance TP53BP2 7159 37 1 223989835 223989835 Missense_Mutation SNP G A 4 161 c.1208C>T c.(1207-1209)GCT>GTT p.A403V

Pat_53 Post-Resistance WDR64 128025 37 1 241958569 241958569 Missense_Mutation SNP G A 4 235 c.1687G>A c.(1687-1689)GGC>AGC p.G563S

Pat_53 Post-Resistance OR2M5 127059 37 1 248308943 248308943 Missense_Mutation SNP C T 44 362 c.494C>T c.(493-495)TCC>TTC p.S165F

Pat_53 Post-Resistance PFKP 5214 37 10 3175465 3175465 Missense_Mutation SNP G A 4 253 c.1981G>A c.(1981-1983)GTG>ATG p.V661M

Pat_53 Post-Resistance ATP5C1 509 37 10 7844778 7844778 Missense_Mutation SNP C A 4 205 c.851C>A c.(850-852)ACA>AAA p.T284K

Pat_53 Post-Resistance BMI1 648 37 10 22615385 22615385 Nonsense_Mutation SNP C T 4 255 c.7C>T c.(7-9)CGA>TGA p.R3*

Pat_53 Post-Resistance SVIL 6840 37 10 29813424 29813424 Missense_Mutation SNP C T 4 177 c.2563G>A c.(2563-2565)GTC>ATC p.V855I

Pat_53 Post-Resistance EPC1 80314 37 10 32573670 32573670 Missense_Mutation SNP C T 4 142 c.1700G>A c.(1699-1701)AGT>AAT p.S567N



Pat_53 Post-Resistance ITGB1 3688 37 10 33200813 33200813 Splice_Site SNP C T 4 247 c.1708_splice c.e12+1 p.G570_splice

Pat_53 Post-Resistance TTC18 118491 37 10 75051010 75051010 Missense_Mutation SNP G A 4 120 c.2423C>T c.(2422-2424)ACA>ATA p.T808I

Pat_53 Post-Resistance ZMIZ1 57178 37 10 81061895 81061895 Missense_Mutation SNP G A 4 252 c.2051G>A c.(2050-2052)CGG>CAG p.R684Q

Pat_53 Post-Resistance AGAP11 119385 37 10 88761494 88761494 Splice_Site SNP G A 4 150 c.14_splice c.e9+1 p.S5_splice

Pat_53 Post-Resistance PI4K2A 55361 37 10 99433423 99433423 Missense_Mutation SNP G A 5 265 c.1364G>A c.(1363-1365)CGT>CAT p.R455H

Pat_53 Post-Resistance ABLIM1 3983 37 10 116247739 116247739 Missense_Mutation SNP G A 5 351 c.1019C>T c.(1018-1020)ACG>ATG p.T340M

Pat_53 Post-Resistance ABLIM1 3983 37 10 116331094 116331094 Missense_Mutation SNP G A 4 85 c.635C>T c.(634-636)CCG>CTG p.P212L

Pat_53 Post-Resistance MKI67 4288 37 10 129905132 129905132 Missense_Mutation SNP C T 4 256 c.4972G>A c.(4972-4974)GAG>AAG p.E1658K

Pat_53 Post-Resistance ATHL1 80162 37 11 294633 294633 Missense_Mutation SNP G A 6 284 c.2098G>A c.(2098-2100)GAG>AAG p.E700K

Pat_53 Post-Resistance SLC25A22 79751 37 11 792330 792330 Missense_Mutation SNP G A 4 138 c.716C>T c.(715-717)GCC>GTC p.A239V

Pat_53 Post-Resistance MUC6 4588 37 11 1017592 1017592 Nonsense_Mutation SNP G A 6 538 c.5209C>T c.(5209-5211)CGA>TGA p.R1737*

Pat_53 Post-Resistance MUC5B 727897 37 11 1264181 1264181 Missense_Mutation SNP C T 4 192 c.8150C>T c.(8149-8151)ACC>ATC p.T2717I

Pat_53 Post-Resistance MUC5B 727897 37 11 1272638 1272639 Missense_Mutation DNP GG AA 25 117 c.15494_15495GG>AAc.(15493-15495)GGG>GAA p.G5165E

Pat_53 Post-Resistance KRTAP5-4 387267 37 11 1642989 1642989 Missense_Mutation SNP C A 50 157 c.473G>T c.(472-474)GGC>GTC p.G158V

Pat_53 Post-Resistance TRIM5 85363 37 11 5686299 5686299 Missense_Mutation SNP C T 4 242 c.1222G>A c.(1222-1224)GTT>ATT p.V408I

Pat_53 Post-Resistance ARFGAP2 84364 37 11 47192980 47192980 Missense_Mutation SNP C T 4 230 c.938G>A c.(937-939)CGA>CAA p.R313Q

Pat_53 Post-Resistance OR8H3 390152 37 11 55890222 55890222 Missense_Mutation SNP C T 4 170 c.374C>T c.(373-375)GCG>GTG p.A125V

Pat_53 Post-Resistance OR5M10 390167 37 11 56344321 56344321 Missense_Mutation SNP G A 5 304 c.877C>T c.(877-879)CGG>TGG p.R293W

Pat_53 Post-Resistance ZDHHC5 25921 37 11 57456099 57456099 Nonsense_Mutation SNP C T 4 146 c.346C>T c.(346-348)CGA>TGA p.R116*

Pat_53 Post-Resistance MPEG1 219972 37 11 58980051 58980051 Missense_Mutation SNP C T 46 144 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_53 Post-Resistance OR4D10 390197 37 11 59245656 59245656 Missense_Mutation SNP G A 4 230 c.754G>A c.(754-756)GTG>ATG p.V252M

Pat_53 Post-Resistance SF1 7536 37 11 64534431 64534431 Missense_Mutation SNP G A 4 199 c.1523C>T c.(1522-1524)CCG>CTG p.P508L

Pat_53 Post-Resistance MEN1 4221 37 11 64575113 64575113 Missense_Mutation SNP G A 4 179 c.709C>T c.(709-711)CGC>TGC p.R237C

Pat_53 Post-Resistance POLA2 23649 37 11 65048467 65048467 Missense_Mutation SNP C T 4 147 c.749C>T c.(748-750)CCT>CTT p.P250L

Pat_53 Post-Resistance RBM4B 83759 37 11 66444243 66444243 Missense_Mutation SNP G A 5 467 c.308C>T c.(307-309)CCG>CTG p.P103L

Pat_53 Post-Resistance PPFIA1 8500 37 11 70221060 70221060 Nonsense_Mutation SNP G A 4 118 c.3176G>A c.(3175-3177)TGG>TAG p.W1059*

Pat_53 Post-Resistance ATG16L2 89849 37 11 72539448 72539448 Missense_Mutation SNP C T 6 159 c.1517C>T c.(1516-1518)ACC>ATC p.T506I

Pat_53 Post-Resistance HINFP 25988 37 11 119003254 119003254 Missense_Mutation SNP G A 4 107 c.725G>A c.(724-726)CGG>CAG p.R242Q

Pat_53 Post-Resistance RNF26 79102 37 11 119206068 119206068 Missense_Mutation SNP G A 4 206 c.236G>A c.(235-237)GGC>GAC p.G79D

Pat_53 Post-Resistance STT3A 3703 37 11 125476253 125476253 Missense_Mutation SNP G A 4 222 c.673G>A c.(673-675)GTG>ATG p.V225M

Pat_53 Post-Resistance ST3GAL4 6484 37 11 126277530 126277530 Splice_Site SNP G A 7 261 c.341_splice c.e6+1 p.S114_splice

Pat_53 Post-Resistance USP5 8078 37 12 6965951 6965951 Missense_Mutation SNP G A 4 190 c.665G>A c.(664-666)CGC>CAC p.R222H

Pat_53 Post-Resistance USP5 8078 37 12 6973901 6973901 Missense_Mutation SNP C T 4 154 c.2260C>T c.(2260-2262)CGG>TGG p.R754W

Pat_53 Post-Resistance C3AR1 719 37 12 8212381 8212381 Missense_Mutation SNP C T 4 115 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_53 Post-Resistance PRB2 653247 37 12 11546150 11546150 Missense_Mutation SNP G C 8 207 c.862C>G c.(862-864)CCA>GCA p.P288A

Pat_53 Post-Resistance PPFIBP1 8496 37 12 27832514 27832514 Missense_Mutation SNP C T 5 347 c.1726C>T c.(1726-1728)CCG>TCG p.P576S

Pat_53 Post-Resistance IPO8 10526 37 12 30792654 30792654 Missense_Mutation SNP C T 4 144 c.2284G>A c.(2284-2286)GTT>ATT p.V762I

Pat_53 Post-Resistance PPHLN1 51535 37 12 42836505 42836505 Missense_Mutation SNP G A 5 428 c.1087G>A c.(1087-1089)GGA>AGA p.G363R

Pat_53 Post-Resistance SLC4A8 9498 37 12 51856106 51856106 Missense_Mutation SNP G A 6 169 c.1114G>A c.(1114-1116)GTA>ATA p.V372I

Pat_53 Post-Resistance AAAS 8086 37 12 53702572 53702572 Nonsense_Mutation SNP G A 4 308 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_53 Post-Resistance HNRNPA1 3178 37 12 54675657 54675657 Missense_Mutation SNP G A 4 180 c.211G>A c.(211-213)GCT>ACT p.A71T

Pat_53 Post-Resistance SUOX 6821 37 12 56398758 56398758 Nonsense_Mutation SNP C T 7 414 c.1585C>T c.(1585-1587)CGA>TGA p.R529*

Pat_53 Post-Resistance ERBB3 2065 37 12 56480329 56480329 Missense_Mutation SNP G A 4 199 c.436G>A c.(436-438)GGT>AGT p.G146S

Pat_53 Post-Resistance SMARCC2 6601 37 12 56567575 56567575 Nonsense_Mutation SNP G A 4 175 c.1555C>T c.(1555-1557)CGA>TGA p.R519*

Pat_53 Post-Resistance CS 1431 37 12 56676220 56676220 Missense_Mutation SNP C T 4 96 c.572G>A c.(571-573)CGA>CAA p.R191Q

Pat_53 Post-Resistance MARS 4141 37 12 57894139 57894139 Missense_Mutation SNP G A 5 508 c.1127G>A c.(1126-1128)CGA>CAA p.R376Q

Pat_53 Post-Resistance AGAP2 116986 37 12 58124305 58124305 Missense_Mutation SNP G A 4 306 c.2401C>T c.(2401-2403)CGG>TGG p.R801W



Pat_53 Post-Resistance MON2 23041 37 12 62861015 62861015 Missense_Mutation SNP G A 4 227 c.28G>A c.(28-30)GTG>ATG p.V10M

Pat_53 Post-Resistance C12orf23 90488 37 12 107364940 107364940 Missense_Mutation SNP G A 5 233 c.122G>A c.(121-123)GGT>GAT p.G41D

Pat_53 Post-Resistance ACACB 32 37 12 109577535 109577535 Missense_Mutation SNP G A 4 262 c.325G>A c.(325-327)GCA>ACA p.A109T

Pat_53 Post-Resistance SH2B3 10019 37 12 111885287 111885287 Missense_Mutation SNP G A 4 125 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_53 Post-Resistance C12orf51 283450 37 12 112690233 112690233 Missense_Mutation SNP C T 4 167 c.2281G>A c.(2281-2283)GCT>ACT p.A761T

Pat_53 Post-Resistance GCN1L1 10985 37 12 120576584 120576584 Missense_Mutation SNP G A 4 191 c.6071C>T c.(6070-6072)GCG>GTG p.A2024V

Pat_53 Post-Resistance EP400 57634 37 12 132534880 132534880 Missense_Mutation SNP C T 4 111 c.7213C>T c.(7213-7215)CGT>TGT p.R2405C

Pat_53 Post-Resistance PABPC3 5042 37 13 25670736 25670736 Missense_Mutation SNP G A 24 193 c.400G>A c.(400-402)GAA>AAA p.E134K

Pat_53 Post-Resistance FREM2 341640 37 13 39265178 39265178 Missense_Mutation SNP C T 4 266 c.3697C>T c.(3697-3699)CCC>TCC p.P1233S

Pat_53 Post-Resistance COG3 83548 37 13 46083902 46083902 Missense_Mutation SNP C T 5 446 c.1670C>T c.(1669-1671)ACG>ATG p.T557M

Pat_53 Post-Resistance RB1 5925 37 13 49033845 49033845 Missense_Mutation SNP G A 4 217 c.1982G>A c.(1981-1983)CGG>CAG p.R661Q

Pat_53 Post-Resistance MYCBP2 23077 37 13 77657273 77657273 Missense_Mutation SNP C T 4 236 c.10816G>A c.(10816-10818)GAA>AAA p.E3606K

Pat_53 Post-Resistance ERCC5 2073 37 13 103518190 103518190 Missense_Mutation SNP G A 4 89 c.2128G>A c.(2128-2130)GTG>ATG p.V710M

Pat_53 Post-Resistance TUBGCP3 10426 37 13 113223532 113223532 Missense_Mutation SNP C A 4 124 c.118G>T c.(118-120)GGC>TGC p.G40C

Pat_53 Post-Resistance POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 6 190 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_53 Post-Resistance POTEG 404785 37 14 19553678 19553678 Missense_Mutation SNP G A 4 180 c.262G>A c.(262-264)GAC>AAC p.D88N

Pat_53 Post-Resistance RNASE4 6038 37 14 21167919 21167919 Missense_Mutation SNP G A 4 199 c.389G>A c.(388-390)CGT>CAT p.R130H

Pat_53 Post-Resistance RBM23 55147 37 14 23374630 23374630 Missense_Mutation SNP C T 4 185 c.488G>A c.(487-489)CGT>CAT p.R163H

Pat_53 Post-Resistance CDH24 64403 37 14 23523420 23523420 Missense_Mutation SNP C T 5 152 c.902G>A c.(901-903)GGG>GAG p.G301E

Pat_53 Post-Resistance SRP54 6729 37 14 35465931 35465931 Missense_Mutation SNP C T 57 227 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_53 Post-Resistance FAM179B 23116 37 14 45475280 45475280 Missense_Mutation SNP G A 4 197 c.2714G>A c.(2713-2715)CGA>CAA p.R905Q

Pat_53 Post-Resistance NID2 22795 37 14 52478368 52478368 Missense_Mutation SNP G A 6 259 c.3454C>T c.(3454-3456)CGG>TGG p.R1152W

Pat_53 Post-Resistance SAMD4A 23034 37 14 55226903 55226903 Missense_Mutation SNP C T 4 344 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_53 Post-Resistance DAAM1 23002 37 14 59791097 59791097 Missense_Mutation SNP G A 4 179 c.914G>A c.(913-915)CGC>CAC p.R305H

Pat_53 Post-Resistance RDH12 145226 37 14 68195943 68195943 Missense_Mutation SNP G A 4 184 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_53 Post-Resistance SLC39A9 55334 37 14 69925110 69925110 Missense_Mutation SNP G A 4 338 c.724G>A c.(724-726)GCC>ACC p.A242T

Pat_53 Post-Resistance SMOC1 64093 37 14 70490078 70490078 Missense_Mutation SNP G A 4 201 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_53 Post-Resistance LTBP2 4053 37 14 74968216 74968216 Missense_Mutation SNP G A 4 111 c.5248C>T c.(5248-5250)CGC>TGC p.R1750C

Pat_53 Post-Resistance C14orf179 112752 37 14 76548694 76548694 Missense_Mutation SNP G A 5 260 c.352G>A c.(352-354)GTG>ATG p.V118M

Pat_53 Post-Resistance SNW1 22938 37 14 78187145 78187145 Missense_Mutation SNP C T 4 139 c.1157G>A c.(1156-1158)CGG>CAG p.R386Q

Pat_53 Post-Resistance PSMC1 5700 37 14 90735856 90735856 Nonsense_Mutation SNP C T 4 185 c.997C>T c.(997-999)CGA>TGA p.R333*

Pat_53 Post-Resistance OTUB2 78990 37 14 94510327 94510327 Missense_Mutation SNP C T 4 291 c.229C>T c.(229-231)CGC>TGC p.R77C

Pat_53 Post-Resistance PAPOLA 10914 37 14 97009136 97009136 Nonsense_Mutation SNP C T 4 337 c.1195C>T c.(1195-1197)CGA>TGA p.R399*

Pat_53 Post-Resistance AHNAK2 113146 37 14 105413410 105413410 Missense_Mutation SNP G A 88 208 c.8378C>T c.(8377-8379)GCG>GTG p.A2793V

Pat_53 Post-Resistance AHNAK2 113146 37 14 105420169 105420169 Missense_Mutation SNP C T 4 160 c.1619G>A c.(1618-1620)GGC>GAC p.G540D

Pat_53 Post-Resistance ADAM6 8755 37 14 106993798 106993798 Splice_Site SNP C T 14 223 c.8648_splice c.e187+1

Pat_53 Post-Resistance GABRB3 2562 37 15 26793203 26793203 Missense_Mutation SNP C T 4 196 c.1159G>A c.(1159-1161)GAT>AAT p.D387N

Pat_53 Post-Resistance HERC2 8924 37 15 28386902 28386902 Missense_Mutation SNP C T 5 452 c.11791G>A c.(11791-11793)GAA>AAA p.E3931K

Pat_53 Post-Resistance CHAC1 79094 37 15 41247791 41247791 Missense_Mutation SNP C T 4 185 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_53 Post-Resistance TYRO3 7301 37 15 41864643 41864643 Missense_Mutation SNP G A 5 265 c.1756G>A c.(1756-1758)GTA>ATA p.V586I

Pat_53 Post-Resistance WDR76 79968 37 15 44131850 44131850 Missense_Mutation SNP G A 5 613 c.656G>A c.(655-657)CGA>CAA p.R219Q

Pat_53 Post-Resistance MYEF2 50804 37 15 48443760 48443760 Missense_Mutation SNP G A 5 538 c.1216C>T c.(1216-1218)CGT>TGT p.R406C

Pat_53 Post-Resistance RFX7 64864 37 15 56386649 56386649 Missense_Mutation SNP G A 5 170 c.3277C>T c.(3277-3279)CGT>TGT p.R1093C

Pat_53 Post-Resistance SLTM 79811 37 15 59179507 59179507 Missense_Mutation SNP G A 4 155 c.2608C>T c.(2608-2610)CCT>TCT p.P870S

Pat_53 Post-Resistance VPS13C 54832 37 15 62165483 62165483 Nonsense_Mutation SNP C A 6 541 c.10540G>T c.(10540-10542)GGA>TGA p.G3514*

Pat_53 Post-Resistance NEO1 4756 37 15 73575382 73575382 Missense_Mutation SNP G A 5 411 c.3340G>A c.(3340-3342)GTC>ATC p.V1114I

Pat_53 Post-Resistance CYP1A2 1544 37 15 75042102 75042102 Missense_Mutation SNP C T 112 228 c.23C>T c.(22-24)CCC>CTC p.P8L



Pat_53 Post-Resistance CHRNB4 1143 37 15 78921974 78921974 Missense_Mutation SNP C T 44 107 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_53 Post-Resistance STARD5 80765 37 15 81605677 81605677 Missense_Mutation SNP C T 6 262 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_53 Post-Resistance WHAMM 123720 37 15 83499373 83499373 Missense_Mutation SNP G A 5 560 c.1664G>A c.(1663-1665)CGA>CAA p.R555Q

Pat_53 Post-Resistance AKAP13 11214 37 15 86122195 86122195 Missense_Mutation SNP C T 4 353 c.896C>T c.(895-897)CCC>CTC p.P299L

Pat_53 Post-Resistance ZNF710 374655 37 15 90616474 90616474 Missense_Mutation SNP G A 5 229 c.1630G>A c.(1630-1632)GTG>ATG p.V544M

Pat_53 Post-Resistance TSC2 7249 37 16 2111902 2111902 Missense_Mutation SNP G A 4 94 c.1150G>A c.(1150-1152)GTC>ATC p.V384I

Pat_53 Post-Resistance ZNF205 7755 37 16 3170105 3170105 Missense_Mutation SNP G A 4 240 c.1444G>A c.(1444-1446)GGC>AGC p.G482S

Pat_53 Post-Resistance ALG1 56052 37 16 5125428 5125428 Missense_Mutation SNP G A 4 302 c.430G>A c.(430-432)GTG>ATG p.V144M

Pat_53 Post-Resistance ALG1 56052 37 16 5127505 5127505 Missense_Mutation SNP G A 4 192 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_53 Post-Resistance C16orf62 57020 37 16 19639050 19639050 Missense_Mutation SNP C T 4 213 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_53 Post-Resistance UBFD1 56061 37 16 23569565 23569565 Missense_Mutation SNP G A 4 217 c.320G>A c.(319-321)GGC>GAC p.G107D

Pat_53 Post-Resistance DNAJA2 10294 37 16 47005303 47005303 Missense_Mutation SNP C T 6 259 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_53 Post-Resistance HEATR3 55027 37 16 50102702 50102702 Missense_Mutation SNP C T 6 481 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_53 Post-Resistance NOD2 64127 37 16 50733419 50733419 Missense_Mutation SNP G A 212 419 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_53 Post-Resistance KIFC3 3801 37 16 57805333 57805333 Missense_Mutation SNP C T 4 246 c.542G>A c.(541-543)CGT>CAT p.R181H

Pat_53 Post-Resistance CDH5 1003 37 16 66426076 66426076 Missense_Mutation SNP T C 4 301 c.1007T>C c.(1006-1008)ATC>ACC p.I336T

Pat_53 Post-Resistance ZNF23 7571 37 16 71483003 71483003 Missense_Mutation SNP C T 5 194 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_53 Post-Resistance ZNF19 7567 37 16 71509686 71509686 Missense_Mutation SNP G A 4 312 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_53 Post-Resistance HSDL1 83693 37 16 84163719 84163719 Missense_Mutation SNP C T 4 287 c.538G>A c.(538-540)GCC>ACC p.A180T

Pat_53 Post-Resistance CRISPLD2 83716 37 16 84922899 84922899 Missense_Mutation SNP G A 5 366 c.1369G>A c.(1369-1371)GTG>ATG p.V457M

Pat_53 Post-Resistance FANCA 2175 37 16 89818580 89818580 Missense_Mutation SNP C T 6 573 c.3032G>A c.(3031-3033)CGC>CAC p.R1011H

Pat_53 Post-Resistance VPS53 55275 37 17 456619 456619 Splice_Site SNP C T 4 163 c.1787_splice c.e16+1 p.T596_splice

Pat_53 Post-Resistance INPP5K 51763 37 17 1401247 1401247 Missense_Mutation SNP C T 4 264 c.946G>A c.(946-948)GGC>AGC p.G316S

Pat_53 Post-Resistance EIF4A1 1973 37 17 7481670 7481670 Missense_Mutation SNP G A 6 536 c.1087G>A c.(1087-1089)GGT>AGT p.G363S

Pat_53 Post-Resistance MPDU1 9526 37 17 7487199 7487199 Missense_Mutation SNP G A 5 568 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_53 Post-Resistance CYB5D1 124637 37 17 7761979 7761979 Missense_Mutation SNP G A 5 239 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_53 Post-Resistance CHD3 1107 37 17 7814172 7814172 Missense_Mutation SNP C T 5 288 c.5762C>T c.(5761-5763)CCG>CTG p.P1921L

Pat_53 Post-Resistance PMP22 5376 37 17 15134242 15134242 Missense_Mutation SNP G A 4 179 c.475C>T c.(475-477)CGC>TGC p.R159C

Pat_53 Post-Resistance ADORA2B 136 37 17 15878627 15878627 Missense_Mutation SNP G A 5 222 c.970G>A c.(970-972)GTA>ATA p.V324I

Pat_53 Post-Resistance DRG2 1819 37 17 18001674 18001674 Splice_Site SNP G A 5 186 c.315_splice c.e3+1 p.E105_splice

Pat_53 Post-Resistance MYO15A 51168 37 17 18054816 18054816 Missense_Mutation SNP C T 4 159 c.7762C>T c.(7762-7764)CGG>TGG p.R2588W

Pat_53 Post-Resistance KSR1 8844 37 17 25931710 25931710 Missense_Mutation SNP G A 4 159 c.1225G>A c.(1225-1227)GAT>AAT p.D409N

Pat_53 Post-Resistance GOSR1 9527 37 17 28849323 28849323 Missense_Mutation SNP G A 5 471 c.680G>A c.(679-681)CGG>CAG p.R227Q

Pat_53 Post-Resistance C17orf79 55352 37 17 30179888 30179888 Missense_Mutation SNP C T 4 315 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_53 Post-Resistance TAF15 8148 37 17 34171973 34171973 Missense_Mutation SNP G A 4 161 c.1670G>A c.(1669-1671)GGC>GAC p.G557D

Pat_53 Post-Resistance ACACA 31 37 17 35545405 35545405 Missense_Mutation SNP G A 4 121 c.4477C>T c.(4477-4479)CGG>TGG p.R1493W

Pat_53 Post-Resistance RPL19 6143 37 17 37360818 37360818 Missense_Mutation SNP C G 4 222 c.508C>G c.(508-510)CGC>GGC p.R170G

Pat_53 Post-Resistance GRB7 2886 37 17 37898595 37898595 Missense_Mutation SNP C T 10 202 c.41C>T c.(40-42)CCG>CTG p.P14L

Pat_53 Post-Resistance KRTAP4-1 85285 37 17 39340740 39340740 Missense_Mutation SNP G A 4 153 c.310C>T c.(310-312)CGT>TGT p.R104C

Pat_53 Post-Resistance KRT17 3872 37 17 39777910 39777910 Missense_Mutation SNP G A 4 128 c.769C>T c.(769-771)CGT>TGT p.R257C

Pat_53 Post-Resistance EIF1 10209 37 17 39846374 39846374 Missense_Mutation SNP C T 4 313 c.230C>T c.(229-231)CCG>CTG p.P77L

Pat_53 Post-Resistance KAT2A 2648 37 17 40266944 40266944 Missense_Mutation SNP G A 4 268 c.1985C>T c.(1984-1986)ACG>ATG p.T662M

Pat_53 Post-Resistance WNK4 65266 37 17 40940169 40940169 Missense_Mutation SNP C T 5 444 c.1885C>T c.(1885-1887)CGT>TGT p.R629C

Pat_53 Post-Resistance AARSD1 80755 37 17 41131448 41131448 Missense_Mutation SNP C T 5 644 c.265G>A c.(265-267)GAT>AAT p.D89N

Pat_53 Post-Resistance NMT1 4836 37 17 43181221 43181221 Missense_Mutation SNP G A 6 363 c.1309G>A c.(1309-1311)GAC>AAC p.D437N

Pat_53 Post-Resistance COL1A1 1277 37 17 48264166 48264166 Missense_Mutation SNP G A 4 238 c.3649C>T c.(3649-3651)CGG>TGG p.R1217W

Pat_53 Post-Resistance INTS2 57508 37 17 59989419 59989419 Missense_Mutation SNP A G 5 375 c.686T>C c.(685-687)CTG>CCG p.L229P



Pat_53 Post-Resistance SCN4A 6329 37 17 62034631 62034631 Missense_Mutation SNP C A 4 125 c.2267G>T c.(2266-2268)CGC>CTC p.R756L

Pat_53 Post-Resistance BPTF 2186 37 17 65850575 65850575 Missense_Mutation SNP G A 6 614 c.1133G>A c.(1132-1134)CGA>CAA p.R378Q

Pat_53 Post-Resistance RECQL5 9400 37 17 73659025 73659025 Missense_Mutation SNP G A 5 467 c.305C>T c.(304-306)TCG>TTG p.S102L

Pat_53 Post-Resistance DNAH17 8632 37 17 76455237 76455237 Missense_Mutation SNP G A 6 352 c.707C>T c.(706-708)ACG>ATG p.T236M

Pat_53 Post-Resistance METTL4 64863 37 18 2566965 2566965 Missense_Mutation SNP C T 4 205 c.251G>A c.(250-252)CGA>CAA p.R84Q

Pat_53 Post-Resistance ANKRD12 23253 37 18 9258861 9258861 Missense_Mutation SNP G A 4 201 c.5596G>A c.(5596-5598)GAA>AAA p.E1866K

Pat_53 Post-Resistance TXNDC2 84203 37 18 9887461 9887461 Missense_Mutation SNP A C 5 195 c.985A>C c.(985-987)ATC>CTC p.I329L

Pat_53 Post-Resistance MBD2 8932 37 18 51715341 51715341 Missense_Mutation SNP G A 6 427 c.743C>T c.(742-744)ACA>ATA p.T248I

Pat_53 Post-Resistance ALPK2 115701 37 18 56171336 56171336 Missense_Mutation SNP G A 4 230 c.6074C>T c.(6073-6075)CCG>CTG p.P2025L

Pat_53 Post-Resistance ZNF532 55205 37 18 56586013 56586013 Missense_Mutation SNP C T 4 216 c.494C>T c.(493-495)ACG>ATG p.T165M

Pat_53 Post-Resistance C19orf36 113177 37 19 2098101 2098101 Missense_Mutation SNP G A 6 314 c.448G>A c.(448-450)GTC>ATC p.V150I

Pat_53 Post-Resistance NFIC 4782 37 19 3381836 3381836 Missense_Mutation SNP G A 4 198 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_53 Post-Resistance KDM4B 23030 37 19 5032995 5032995 Missense_Mutation SNP G A 4 122 c.94G>A c.(94-96)GTG>ATG p.V32M

Pat_53 Post-Resistance CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 6 166 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_53 Post-Resistance LPPR2 64748 37 19 11474862 11474862 Nonsense_Mutation SNP C T 5 164 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_53 Post-Resistance ZNF440 126070 37 19 11943142 11943142 Missense_Mutation SNP G A 4 153 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_53 Post-Resistance ZNF844 284391 37 19 12187475 12187475 Missense_Mutation SNP C G 4 179 c.1540C>G c.(1540-1542)CAT>GAT p.H514D

Pat_53 Post-Resistance NFIX 4784 37 19 13183923 13183923 Missense_Mutation SNP G A 4 183 c.646G>A c.(646-648)GGG>AGG p.G216R

Pat_53 Post-Resistance EMR3 84658 37 19 14765803 14765803 Missense_Mutation SNP C T 4 117 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_53 Post-Resistance IL12RB1 3594 37 19 18186628 18186628 Nonsense_Mutation SNP G A 4 88 c.631C>T c.(631-633)CGA>TGA p.R211*

Pat_53 Post-Resistance PDE4C 5143 37 19 18322649 18322649 Missense_Mutation SNP G T 4 87 c.1711C>A c.(1711-1713)CAG>AAG p.Q571K

Pat_53 Post-Resistance ZNF737 100129842 37 19 20727799 20727799 Missense_Mutation SNP C T 4 112 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_53 Post-Resistance ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 4 191 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_53 Post-Resistance CD22 933 37 19 35831831 35831831 Nonsense_Mutation SNP C T 4 101 c.1297C>T c.(1297-1299)CGA>TGA p.R433*

Pat_53 Post-Resistance GAPDHS 26330 37 19 36034584 36034584 Missense_Mutation SNP C T 4 158 c.911C>T c.(910-912)GCG>GTG p.A304V

Pat_53 Post-Resistance ATP4A 495 37 19 36046487 36046487 Missense_Mutation SNP G A 3 47 c.2012C>T c.(2011-2013)GCC>GTC p.A671V

Pat_53 Post-Resistance WDR62 284403 37 19 36583665 36583665 Missense_Mutation SNP G A 5 152 c.2285G>A c.(2284-2286)CGG>CAG p.R762Q

Pat_53 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 4 212 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_53 Post-Resistance CEACAM1 634 37 19 43026222 43026222 Missense_Mutation SNP G A 6 388 c.557C>T c.(556-558)CCG>CTG p.P186L

Pat_53 Post-Resistance XRCC1 7515 37 19 44047618 44047618 Nonsense_Mutation SNP G A 4 136 c.1828C>T c.(1828-1830)CGA>TGA p.R610*

Pat_53 Post-Resistance GRIN2D 2906 37 19 48922505 48922505 Missense_Mutation SNP G A 4 133 c.1750G>A c.(1750-1752)GCC>ACC p.A584T

Pat_53 Post-Resistance TEAD2 8463 37 19 49850484 49850484 Missense_Mutation SNP C T 5 422 c.872G>A c.(871-873)CGT>CAT p.R291H

Pat_53 Post-Resistance POLD1 5424 37 19 50906786 50906786 Missense_Mutation SNP G A 4 162 c.1174G>A c.(1174-1176)GTG>ATG p.V392M

Pat_53 Post-Resistance ZNF665 79788 37 19 53668482 53668482 Nonsense_Mutation SNP G A 4 130 c.1261C>T c.(1261-1263)CGA>TGA p.R421*

Pat_53 Post-Resistance ZNF761 388561 37 19 53958879 53958879 Missense_Mutation SNP A G 9 469 c.1118A>G c.(1117-1119)CAT>CGT p.H373R

Pat_53 Post-Resistance ZNF761 388561 37 19 53959275 53959275 Missense_Mutation SNP G A 4 240 c.1514G>A c.(1513-1515)CGG>CAG p.R505Q

Pat_53 Post-Resistance LILRA4 23547 37 19 54848178 54848178 Missense_Mutation SNP C T 4 221 c.1189G>A c.(1189-1191)GGC>AGC p.G397S

Pat_53 Post-Resistance ZNF419 79744 37 19 58005172 58005172 Missense_Mutation SNP G A 4 196 c.1247G>A c.(1246-1248)AGA>AAA p.R416K

Pat_53 Post-Resistance PXDN 7837 37 2 1652010 1652010 Missense_Mutation SNP G A 4 306 c.3542C>T c.(3541-3543)GCG>GTG p.A1181V

Pat_53 Post-Resistance WDR35 57539 37 2 20138033 20138033 Nonsense_Mutation SNP G A 4 214 c.2089C>T c.(2089-2091)CGA>TGA p.R697*

Pat_53 Post-Resistance CENPA 1058 37 2 27016113 27016113 Missense_Mutation SNP G A 7 286 c.389G>A c.(388-390)CGG>CAG p.R130Q

Pat_53 Post-Resistance IFT172 26160 37 2 27672622 27672622 Missense_Mutation SNP C T 4 219 c.4096G>A c.(4096-4098)GAT>AAT p.D1366N

Pat_53 Post-Resistance MTA3 57504 37 2 42936069 42936069 Missense_Mutation SNP G A 4 409 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_53 Post-Resistance PPM1B 5495 37 2 44428405 44428405 Missense_Mutation SNP C T 5 318 c.67C>T c.(67-69)CGT>TGT p.R23C

Pat_53 Post-Resistance PAPOLG 64895 37 2 61021162 61021162 Missense_Mutation SNP G A 6 253 c.1825G>A c.(1825-1827)GTA>ATA p.V609I

Pat_53 Post-Resistance ADD2 119 37 2 70890681 70890681 Missense_Mutation SNP G A 4 297 c.2057C>T c.(2056-2058)TCG>TTG p.S686L

Pat_53 Post-Resistance LMAN2L 81562 37 2 97403690 97403690 Missense_Mutation SNP C T 4 180 c.302G>A c.(301-303)CGG>CAG p.R101Q



Pat_53 Post-Resistance CNGA3 1261 37 2 99012913 99012913 Missense_Mutation SNP G A 4 69 c.1280G>A c.(1279-1281)CGC>CAC p.R427H

Pat_53 Post-Resistance C2orf29 55571 37 2 101881385 101881385 Missense_Mutation SNP C T 6 184 c.911C>T c.(910-912)ACG>ATG p.T304M

Pat_53 Post-Resistance FHL2 2274 37 2 106002910 106002910 Missense_Mutation SNP G A 4 134 c.64C>T c.(64-66)CGG>TGG p.R22W

Pat_53 Post-Resistance RGPD3 653489 37 2 107049425 107049425 Missense_Mutation SNP A C 15 111 c.2435T>G c.(2434-2436)CTG>CGG p.L812R

Pat_53 Post-Resistance ST6GAL2 84620 37 2 107460025 107460025 Nonsense_Mutation SNP G A 4 130 c.409C>T c.(409-411)CAG>TAG p.Q137*

Pat_53 Post-Resistance SULT1C2 6819 37 2 108910750 108910750 Nonsense_Mutation SNP C T 4 173 c.217C>T c.(217-219)CGA>TGA p.R73*

Pat_53 Post-Resistance DARS 1615 37 2 136736874 136736874 Missense_Mutation SNP G A 6 514 c.187C>T c.(187-189)CGT>TGT p.R63C

Pat_53 Post-Resistance SPOPL 339745 37 2 139322536 139322536 Missense_Mutation SNP G A 4 150 c.1007G>A c.(1006-1008)TGT>TAT p.C336Y

Pat_53 Post-Resistance STAM2 10254 37 2 153001437 153001437 Missense_Mutation SNP G A 5 287 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_53 Post-Resistance ITGB6 3694 37 2 160983112 160983112 Missense_Mutation SNP C T 4 108 c.1661G>A c.(1660-1662)GGT>GAT p.G554D

Pat_53 Post-Resistance GAD1 2571 37 2 171686090 171686090 Missense_Mutation SNP G A 4 232 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_53 Post-Resistance GPR155 151556 37 2 175301062 175301062 Missense_Mutation SNP G A 4 333 c.2395C>T c.(2395-2397)CGT>TGT p.R799C

Pat_53 Post-Resistance GPR155 151556 37 2 175301077 175301077 Missense_Mutation SNP C T 4 281 c.2380G>A c.(2380-2382)GGC>AGC p.G794S

Pat_53 Post-Resistance ATF2 1386 37 2 175986196 175986196 Missense_Mutation SNP G A 5 142 c.175C>T c.(175-177)CGT>TGT p.R59C

Pat_53 Post-Resistance TTN 7273 37 2 179422707 179422707 Missense_Mutation SNP G A 5 208 c.79670C>T c.(79669-79671)ACA>ATA p.T26557I

Pat_53 Post-Resistance TTN 7273 37 2 179430305 179430305 Missense_Mutation SNP G A 4 320 c.72850C>T c.(72850-72852)CGT>TGT p.R24284C

Pat_53 Post-Resistance TTN 7273 37 2 179481497 179481497 Missense_Mutation SNP C T 4 300 c.40415G>A c.(40414-40416)CGT>CAT p.R13472H

Pat_53 Post-Resistance GULP1 51454 37 2 189342436 189342436 Missense_Mutation SNP C T 4 327 c.7C>T c.(7-9)CGT>TGT p.R3C

Pat_53 Post-Resistance MAP2 4133 37 2 210545509 210545509 Missense_Mutation SNP C T 7 626 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_53 Post-Resistance TTLL4 9654 37 2 219617568 219617568 Missense_Mutation SNP G A 4 265 c.3059G>A c.(3058-3060)CGT>CAT p.R1020H

Pat_53 Post-Resistance PTPRN 5798 37 2 220164074 220164074 Missense_Mutation SNP C T 4 127 c.1556G>A c.(1555-1557)CGG>CAG p.R519Q

Pat_53 Post-Resistance EPHA4 2043 37 2 222428870 222428870 Missense_Mutation SNP C T 4 170 c.404G>A c.(403-405)CGT>CAT p.R135H

Pat_53 Post-Resistance DGKD 8527 37 2 234365876 234365876 Nonsense_Mutation SNP C T 4 165 c.2482C>T c.(2482-2484)CGA>TGA p.R828*

Pat_53 Post-Resistance CRNKL1 51340 37 20 20026049 20026049 Missense_Mutation SNP C T 6 385 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_53 Post-Resistance ZNF337 26152 37 20 25657503 25657503 Missense_Mutation SNP C T 5 386 c.421G>A c.(421-423)GTA>ATA p.V141I

Pat_53 Post-Resistance FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 23 397 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_53 Post-Resistance FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 24 398 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_53 Post-Resistance FRG1B 284802 37 20 29628251 29628251 Missense_Mutation SNP A G 51 370 c.163A>G c.(163-165)AAT>GAT p.N55D

Pat_53 Post-Resistance FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 9 296 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_53 Post-Resistance FRG1B 284802 37 20 29628299 29628300 Missense_Mutation DNP AG GA 6 234 c.211_212AG>GA c.(211-213)AGT>GAT p.S71D

Pat_53 Post-Resistance RBM12 10137 37 20 34241449 34241449 Missense_Mutation SNP C T 5 426 c.1796G>A c.(1795-1797)CGT>CAT p.R599H

Pat_53 Post-Resistance PHF20 51230 37 20 34515765 34515765 Missense_Mutation SNP G A 4 329 c.2068G>A c.(2068-2070)GAG>AAG p.E690K

Pat_53 Post-Resistance NPEPL1 79716 37 20 57273776 57273776 Missense_Mutation SNP G A 4 176 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_53 Post-Resistance SYCP2 10388 37 20 58491593 58491593 Missense_Mutation SNP C T 4 228 c.461G>A c.(460-462)CGC>CAC p.R154H

Pat_53 Post-Resistance SYNJ1 8867 37 21 34067441 34067441 Nonsense_Mutation SNP G A 5 512 c.748C>T c.(748-750)CGA>TGA p.R250*

Pat_53 Post-Resistance GART 2618 37 21 34876757 34876757 Missense_Mutation SNP C T 5 319 c.2803G>A c.(2803-2805)GGA>AGA p.G935R

Pat_53 Post-Resistance DOPEY2 9980 37 21 37623566 37623566 Missense_Mutation SNP G A 5 251 c.5105G>A c.(5104-5106)CGT>CAT p.R1702H

Pat_53 Post-Resistance ZNF295 49854 37 21 43411870 43411870 Missense_Mutation SNP C T 7 608 c.2335G>A c.(2335-2337)GAG>AAG p.E779K

Pat_53 Post-Resistance UMODL1 89766 37 21 43547924 43547924 Missense_Mutation SNP G A 4 216 c.3673G>A c.(3673-3675)GGA>AGA p.G1225R

Pat_53 Post-Resistance COL6A2 1292 37 21 47546100 47546100 Missense_Mutation SNP G A 5 524 c.2371G>A c.(2371-2373)GAC>AAC p.D791N

Pat_53 Post-Resistance PCNT 5116 37 21 47754470 47754470 Missense_Mutation SNP C T 4 120 c.427C>T c.(427-429)CGT>TGT p.R143C

Pat_53 Post-Resistance CECR2 27443 37 22 17976569 17976569 Missense_Mutation SNP G A 4 172 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_53 Post-Resistance HIRA 7290 37 22 19363214 19363214 Missense_Mutation SNP C T 4 174 c.1715G>A c.(1714-1716)CGG>CAG p.R572Q

Pat_53 Post-Resistance CABIN1 23523 37 22 24494110 24494110 Missense_Mutation SNP G A 4 206 c.4072G>A c.(4072-4074)GAT>AAT p.D1358N

Pat_53 Post-Resistance NEFH 4744 37 22 29885686 29885686 Missense_Mutation SNP C A 7 200 c.2057C>A c.(2056-2058)GCA>GAA p.A686E

Pat_53 Post-Resistance GAL3ST1 9514 37 22 30951785 30951785 Missense_Mutation SNP G A 4 130 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_53 Post-Resistance ELFN2 114794 37 22 37769986 37769986 Missense_Mutation SNP G A 4 139 c.1589C>T c.(1588-1590)TCG>TTG p.S530L



Pat_53 Post-Resistance TRIOBP 11078 37 22 38120676 38120676 Missense_Mutation SNP G A 4 246 c.2113G>A c.(2113-2115)GAT>AAT p.D705N

Pat_53 Post-Resistance TRIOBP 11078 37 22 38120707 38120707 Missense_Mutation SNP C T 6 243 c.2144C>T c.(2143-2145)ACC>ATC p.T715I

Pat_53 Post-Resistance GTPBP1 9567 37 22 39122093 39122093 Missense_Mutation SNP C T 4 210 c.1156C>T c.(1156-1158)CGC>TGC p.R386C

Pat_53 Post-Resistance SGSM3 27352 37 22 40803286 40803286 Missense_Mutation SNP G A 4 102 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_53 Post-Resistance ZFYVE20 64145 37 3 15115678 15115678 Missense_Mutation SNP G A 4 193 c.1966C>T c.(1966-1968)CGC>TGC p.R656C

Pat_53 Post-Resistance GPD1L 23171 37 3 32200501 32200501 Missense_Mutation SNP C T 4 168 c.752C>T c.(751-753)ACA>ATA p.T251I

Pat_53 Post-Resistance SLC25A38 54977 37 3 39437955 39437955 Missense_Mutation SNP G A 4 270 c.859G>A c.(859-861)GCA>ACA p.A287T

Pat_53 Post-Resistance CELSR3 1951 37 3 48667109 48667109 Missense_Mutation SNP G A 4 121 c.11780C>T c.(11779-11781)ACG>ATG p.T3927M

Pat_53 Post-Resistance QARS 5859 37 3 49136550 49136550 Missense_Mutation SNP G A 4 209 c.1751C>T c.(1750-1752)GCT>GTT p.A584V

Pat_53 Post-Resistance CCDC36 339834 37 3 49294693 49294693 Missense_Mutation SNP G A 5 361 c.1763G>A c.(1762-1764)AGC>AAC p.S588N

Pat_53 Post-Resistance BSN 8927 37 3 49690290 49690290 Missense_Mutation SNP G A 4 139 c.3301G>A c.(3301-3303)GAG>AAG p.E1101K

Pat_53 Post-Resistance RNF123 63891 37 3 49740085 49740085 Missense_Mutation SNP C T 5 229 c.1649C>T c.(1648-1650)CCC>CTC p.P550L

Pat_53 Post-Resistance GNAI2 2771 37 3 50295019 50295019 Missense_Mutation SNP C T 4 134 c.965C>T c.(964-966)ACG>ATG p.T322M

Pat_53 Post-Resistance ACOX2 8309 37 3 58516196 58516196 Missense_Mutation SNP G A 55 66 c.989C>T c.(988-990)CCC>CTC p.P330L

Pat_53 Post-Resistance MINA 84864 37 3 97686164 97686164 Missense_Mutation SNP G A 5 548 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_53 Post-Resistance BOC 91653 37 3 112991448 112991448 Missense_Mutation SNP G A 5 119 c.859G>A c.(859-861)GAC>AAC p.D287N

Pat_53 Post-Resistance ILDR1 286676 37 3 121720591 121720591 Splice_Site SNP C T 4 306 c.499_splice c.e4+1 p.H167_splice

Pat_53 Post-Resistance TMCC1 23023 37 3 129370347 129370347 Missense_Mutation SNP G A 4 242 c.1939C>T c.(1939-1941)CGG>TGG p.R647W

Pat_53 Post-Resistance TF 7018 37 3 133485208 133485208 Missense_Mutation SNP G A 4 256 c.1417G>A c.(1417-1419)GTT>ATT p.V473I

Pat_53 Post-Resistance PIK3CB 5291 37 3 138409921 138409921 Missense_Mutation SNP C A 5 364 c.1957G>T c.(1957-1959)GAT>TAT p.D653Y

Pat_53 Post-Resistance CLSTN2 64084 37 3 140275377 140275377 Missense_Mutation SNP C T 37 181 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_53 Post-Resistance SLC25A36 55186 37 3 140675488 140675488 Missense_Mutation SNP C T 5 285 c.161C>T c.(160-162)GCC>GTC p.A54V

Pat_53 Post-Resistance GMPS 8833 37 3 155623981 155623981 Missense_Mutation SNP C T 5 235 c.455C>T c.(454-456)ACA>ATA p.T152I

Pat_53 Post-Resistance CCNL1 57018 37 3 156869994 156869994 Missense_Mutation SNP G A 5 444 c.646C>T c.(646-648)CGT>TGT p.R216C

Pat_53 Post-Resistance FNDC3B 64778 37 3 172061944 172061944 Missense_Mutation SNP G A 5 332 c.2146G>A c.(2146-2148)GTA>ATA p.V716I

Pat_53 Post-Resistance EIF4G1 1981 37 3 184042052 184042052 Nonsense_Mutation SNP C T 4 273 c.2536C>T c.(2536-2538)CGA>TGA p.R846*

Pat_53 Post-Resistance DGKG 1608 37 3 185906038 185906038 Missense_Mutation SNP C T 6 198 c.2048G>A c.(2047-2049)AGC>AAC p.S683N

Pat_53 Post-Resistance DGKG 1608 37 3 186006595 186006595 Missense_Mutation SNP G A 5 489 c.448C>T c.(448-450)CGG>TGG p.R150W

Pat_53 Post-Resistance EIF4A2 1974 37 3 186501409 186501409 Missense_Mutation SNP G T 5 370 c.10G>T c.(10-12)GGC>TGC p.G4C

Pat_53 Post-Resistance RNF168 165918 37 3 196198977 196198977 Missense_Mutation SNP G A 5 248 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_53 Post-Resistance LMLN 89782 37 3 197717540 197717540 Missense_Mutation SNP G A 4 228 c.1040G>A c.(1039-1041)CGT>CAT p.R347H

Pat_53 Post-Resistance ZNF721 170960 37 4 435653 435653 Missense_Mutation SNP C T 8 176 c.2603G>A c.(2602-2604)GGA>GAA p.G868E

Pat_53 Post-Resistance LETM1 3954 37 4 1824831 1824831 Missense_Mutation SNP C T 4 183 c.1360G>A c.(1360-1362)GAG>AAG p.E454K

Pat_53 Post-Resistance NOP14 8602 37 4 2940976 2940976 Nonsense_Mutation SNP G A 5 349 c.2413C>T c.(2413-2415)CGA>TGA p.R805*

Pat_53 Post-Resistance HTT 3064 37 4 3148660 3148660 Missense_Mutation SNP G A 6 692 c.3286G>A c.(3286-3288)GGA>AGA p.G1096R

Pat_53 Post-Resistance S100P 6286 37 4 6698758 6698758 Missense_Mutation SNP G A 4 252 c.277G>A c.(277-279)GGA>AGA p.G93R

Pat_53 Post-Resistance CPEB2 132864 37 4 15063882 15063882 Missense_Mutation SNP C T 5 507 c.1540C>T c.(1540-1542)CGT>TGT p.R514C

Pat_53 Post-Resistance SLIT2 9353 37 4 20490504 20490504 Missense_Mutation SNP G A 4 362 c.674G>A c.(673-675)CGC>CAC p.R225H

Pat_53 Post-Resistance DHX15 1665 37 4 24534590 24534590 Missense_Mutation SNP C T 6 507 c.1997G>A c.(1996-1998)CGA>CAA p.R666Q

Pat_53 Post-Resistance STIM2 57620 37 4 27019557 27019557 Nonsense_Mutation SNP C T 6 669 c.1999C>T c.(1999-2001)CGA>TGA p.R667*

Pat_53 Post-Resistance TBC1D1 23216 37 4 38016194 38016194 Missense_Mutation SNP G A 4 218 c.482G>A c.(481-483)TGC>TAC p.C161Y

Pat_53 Post-Resistance TLR6 10333 37 4 38829218 38829218 Missense_Mutation SNP C T 5 239 c.1877G>A c.(1876-1878)CGC>CAC p.R626H

Pat_53 Post-Resistance CHRNA9 55584 37 4 40351405 40351405 Missense_Mutation SNP C T 4 114 c.872C>T c.(871-873)CCG>CTG p.P291L

Pat_53 Post-Resistance NSUN7 79730 37 4 40752936 40752936 Missense_Mutation SNP C T 4 109 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_53 Post-Resistance RUFY3 22902 37 4 71659525 71659525 Missense_Mutation SNP G A 4 123 c.1361G>A c.(1360-1362)CGC>CAC p.R454H

Pat_53 Post-Resistance RASGEF1B 153020 37 4 82380611 82380611 Nonsense_Mutation SNP G A 4 94 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_53 Post-Resistance PTPN13 5783 37 4 87730992 87730992 Missense_Mutation SNP C T 4 125 c.7154C>T c.(7153-7155)CCA>CTA p.P2385L



Pat_53 Post-Resistance HPGDS 27306 37 4 95223361 95223361 Missense_Mutation SNP G A 5 276 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_53 Post-Resistance C4orf17 84103 37 4 100434366 100434366 Splice_Site SNP G A 4 172 c.127_splice c.e2+1 p.G43_splice

Pat_53 Post-Resistance GLRA3 8001 37 4 175565136 175565136 Missense_Mutation SNP G A 4 183 c.1196C>T c.(1195-1197)ACT>ATT p.T399I

Pat_53 Post-Resistance PAPD7 11044 37 5 6748658 6748658 Missense_Mutation SNP C T 6 406 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_53 Post-Resistance 6-Mar 10299 37 5 10426548 10426548 Missense_Mutation SNP G A 7 546 c.2420G>A c.(2419-2421)CGT>CAT p.R807H

Pat_53 Post-Resistance SLC30A5 64924 37 5 68423862 68423862 Missense_Mutation SNP G A 5 307 c.2030G>A c.(2029-2031)CGA>CAA p.R677Q

Pat_53 Post-Resistance ZNF366 167465 37 5 71752332 71752332 Missense_Mutation SNP G A 5 321 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_53 Post-Resistance MCTP1 79772 37 5 94248663 94248663 Missense_Mutation SNP G A 5 429 c.1369C>T c.(1369-1371)CGC>TGC p.R457C

Pat_53 Post-Resistance STARD4 134429 37 5 110835597 110835597 Missense_Mutation SNP C T 4 230 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_53 Post-Resistance PPP2CA 5515 37 5 133534796 133534796 Missense_Mutation SNP C T 4 89 c.838G>A c.(838-840)GAT>AAT p.D280N

Pat_53 Post-Resistance PHF15 23338 37 5 133887748 133887748 Missense_Mutation SNP C T 4 211 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_53 Post-Resistance UBE2D2 7322 37 5 138994515 138994515 Nonsense_Mutation SNP C T 6 423 c.268C>T c.(268-270)CGA>TGA p.R90*

Pat_53 Post-Resistance PCDHB13 56123 37 5 140595178 140595178 Missense_Mutation SNP G A 5 189 c.1483G>A c.(1483-1485)GAC>AAC p.D495N

Pat_53 Post-Resistance PCDHGB2 56103 37 5 140741032 140741032 Missense_Mutation SNP G A 4 181 c.1330G>A c.(1330-1332)GAC>AAC p.D444N

Pat_53 Post-Resistance PCDHGA5 56110 37 5 140745615 140745615 Missense_Mutation SNP C T 4 159 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_53 Post-Resistance DIAPH1 1729 37 5 140960344 140960344 Missense_Mutation SNP G A 5 243 c.791C>T c.(790-792)TCT>TTT p.S264F

Pat_53 Post-Resistance DIAPH1 1729 37 5 140966665 140966665 Nonsense_Mutation SNP G A 5 215 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_53 Post-Resistance FCHSD1 89848 37 5 141029015 141029015 Missense_Mutation SNP G A 5 445 c.322C>T c.(322-324)CGT>TGT p.R108C

Pat_53 Post-Resistance RBM27 54439 37 5 145609417 145609417 Missense_Mutation SNP G A 7 357 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_53 Post-Resistance TCERG1 10915 37 5 145843321 145843321 Missense_Mutation SNP G A 5 367 c.1100G>A c.(1099-1101)CGT>CAT p.R367H

Pat_53 Post-Resistance JAKMIP2 9832 37 5 147019206 147019206 Nonsense_Mutation SNP G A 8 664 c.1519C>T c.(1519-1521)CGA>TGA p.R507*

Pat_53 Post-Resistance ADRB2 154 37 5 148206770 148206770 Missense_Mutation SNP G A 4 280 c.376G>A c.(376-378)GTG>ATG p.V126M

Pat_53 Post-Resistance CSF1R 1436 37 5 149456998 149456998 Missense_Mutation SNP G A 4 233 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_53 Post-Resistance FAT2 2196 37 5 150885392 150885392 Missense_Mutation SNP G A 4 205 c.12784C>T c.(12784-12786)CGC>TGC p.R4262C

Pat_53 Post-Resistance CYFIP2 26999 37 5 156746911 156746911 Missense_Mutation SNP C T 4 329 c.1498C>T c.(1498-1500)CGG>TGG p.R500W

Pat_53 Post-Resistance ODZ2 57451 37 5 167645361 167645361 Missense_Mutation SNP T C 4 158 c.4438T>C c.(4438-4440)TAC>CAC p.Y1480H

Pat_53 Post-Resistance ODZ2 57451 37 5 167645661 167645661 Missense_Mutation SNP G A 4 207 c.4738G>A c.(4738-4740)GGA>AGA p.G1580R

Pat_53 Post-Resistance DOCK2 1794 37 5 169138991 169138991 Missense_Mutation SNP G A 4 163 c.1535G>A c.(1534-1536)CGA>CAA p.R512Q

Pat_53 Post-Resistance DOCK2 1794 37 5 169138996 169138996 Missense_Mutation SNP C T 4 163 c.1540C>T c.(1540-1542)CGG>TGG p.R514W

Pat_53 Post-Resistance STK10 6793 37 5 171523561 171523561 Missense_Mutation SNP G A 89 254 c.874C>T c.(874-876)CCC>TCC p.P292S

Pat_53 Post-Resistance SFXN1 94081 37 5 174938494 174938494 Missense_Mutation SNP G A 5 470 c.475G>A c.(475-477)GTA>ATA p.V159I

Pat_53 Post-Resistance MAML1 9794 37 5 179195951 179195951 Missense_Mutation SNP A G 13 244 c.1832A>G c.(1831-1833)TAT>TGT p.Y611C

Pat_53 Post-Resistance MAML1 9794 37 5 179200916 179200916 Missense_Mutation SNP G A 4 232 c.2089G>A c.(2089-2091)GGC>AGC p.G697S

Pat_53 Post-Resistance DSP 1832 37 6 7586049 7586049 Missense_Mutation SNP G A 4 147 c.8554G>A c.(8554-8556)GCC>ACC p.A2852T

Pat_53 Post-Resistance TRIM10 10107 37 6 30126280 30126280 Missense_Mutation SNP G A 6 595 c.652C>T c.(652-654)CGG>TGG p.R218W

Pat_53 Post-Resistance DDR1 780 37 6 30857068 30857068 Missense_Mutation SNP G A 4 171 c.278G>A c.(277-279)CGA>CAA p.R93Q

Pat_53 Post-Resistance VARS2 57176 37 6 30886666 30886666 Missense_Mutation SNP G A 4 170 c.1048G>A c.(1048-1050)GTT>ATT p.V350I

Pat_53 Post-Resistance VARS2 57176 37 6 30887548 30887548 Missense_Mutation SNP G A 6 585 c.1088G>A c.(1087-1089)CGA>CAA p.R363Q

Pat_53 Post-Resistance C6orf27 80737 37 6 31735444 31735444 Missense_Mutation SNP G A 6 365 c.1591C>T c.(1591-1593)CGG>TGG p.R531W

Pat_53 Post-Resistance HSPA1L 3305 37 6 31778194 31778194 Missense_Mutation SNP C T 6 697 c.1556G>A c.(1555-1557)CGC>CAC p.R519H

Pat_53 Post-Resistance ATF6B 1388 37 6 32093933 32093933 Missense_Mutation SNP C T 4 283 c.439G>A c.(439-441)GTC>ATC p.V147I

Pat_53 Post-Resistance BYSL 705 37 6 41900193 41900193 Missense_Mutation SNP C T 4 206 c.1063C>T c.(1063-1065)CGG>TGG p.R355W

Pat_53 Post-Resistance TRERF1 55809 37 6 42236862 42236862 Missense_Mutation SNP C T 4 350 c.467G>A c.(466-468)CGA>CAA p.R156Q

Pat_53 Post-Resistance TRERF1 55809 37 6 42236889 42236889 Missense_Mutation SNP G A 6 416 c.440C>T c.(439-441)ACC>ATC p.T147I

Pat_53 Post-Resistance EFHC1 114327 37 6 52317558 52317558 Nonsense_Mutation SNP C T 4 364 c.646C>T c.(646-648)CGA>TGA p.R216*

Pat_53 Post-Resistance MANEA 79694 37 6 96054018 96054018 Nonsense_Mutation SNP C T 4 157 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_53 Post-Resistance GJA1 2697 37 6 121768889 121768889 Missense_Mutation SNP G T 4 120 c.896G>T c.(895-897)CGC>CTC p.R299L



Pat_53 Post-Resistance RNF217 154214 37 6 125397950 125397950 Missense_Mutation SNP C T 4 201 c.553C>T c.(553-555)CGC>TGC p.R185C

Pat_53 Post-Resistance ARG1 383 37 6 131903856 131903856 Splice_Site SNP G A 4 108 c.560_splice c.e5+1 p.H187_splice

Pat_53 Post-Resistance TAAR8 83551 37 6 132874313 132874313 Missense_Mutation SNP C T 4 262 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_53 Post-Resistance BCLAF1 9774 37 6 136597052 136597052 Missense_Mutation SNP C T 54 367 c.1611G>A c.(1609-1611)ATG>ATA p.M537I

Pat_53 Post-Resistance BCLAF1 9774 37 6 136599354 136599354 Missense_Mutation SNP C T 4 268 c.665G>A c.(664-666)AGT>AAT p.S222N

Pat_53 Post-Resistance SYNE1 23345 37 6 152621904 152621904 Missense_Mutation SNP G A 4 123 c.17554C>T c.(17554-17556)CGC>TGC p.R5852C

Pat_53 Post-Resistance MAS1 4142 37 6 160328255 160328255 Missense_Mutation SNP G A 5 231 c.268G>A c.(268-270)GAC>AAC p.D90N

Pat_53 Post-Resistance SLC22A2 6582 37 6 160664672 160664672 Missense_Mutation SNP C T 4 153 c.1211G>A c.(1210-1212)CGT>CAT p.R404H

Pat_53 Post-Resistance AGPAT4 56895 37 6 161560486 161560486 Missense_Mutation SNP G A 4 153 c.1010C>T c.(1009-1011)ACG>ATG p.T337M

Pat_53 Post-Resistance MLLT4 4301 37 6 168344148 168344148 Missense_Mutation SNP C A 4 148 c.3208C>A c.(3208-3210)CAG>AAG p.Q1070K

Pat_53 Post-Resistance MIOS 54468 37 7 7625425 7625425 Missense_Mutation SNP G A 5 515 c.1807G>A c.(1807-1809)GAT>AAT p.D603N

Pat_53 Post-Resistance PRPS1L1 221823 37 7 18067261 18067261 Missense_Mutation SNP G A 5 629 c.145C>T c.(145-147)CGT>TGT p.R49C

Pat_53 Post-Resistance DNAH11 8701 37 7 21940631 21940631 Missense_Mutation SNP G A 6 431 c.13331G>A c.(13330-13332)CGC>CAC p.R4444H

Pat_53 Post-Resistance GLI3 2737 37 7 42088134 42088134 Missense_Mutation SNP G A 4 270 c.635C>T c.(634-636)TCG>TTG p.S212L

Pat_53 Post-Resistance POLD2 5425 37 7 44157660 44157660 Missense_Mutation SNP C T 4 94 c.224G>A c.(223-225)AGT>AAT p.S75N

Pat_53 Post-Resistance DDC 1644 37 7 50611650 50611650 Missense_Mutation SNP G A 4 218 c.134C>T c.(133-135)GCT>GTT p.A45V

Pat_53 Post-Resistance COBL 23242 37 7 51096824 51096824 Missense_Mutation SNP C T 4 225 c.1969G>A c.(1969-1971)GGG>AGG p.G657R

Pat_53 Post-Resistance ZNF479 90827 37 7 57187725 57187725 Missense_Mutation SNP G T 11 357 c.1397C>A c.(1396-1398)ACA>AAA p.T466K

Pat_53 Post-Resistance ZNF92 168374 37 7 64863755 64863756 Missense_Mutation DNP AT CC 9 479 c.728_729AT>CC c.(727-729)AAT>ACC p.N243T

Pat_53 Post-Resistance ZNF92 168374 37 7 64863830 64863830 Missense_Mutation SNP G A 6 570 c.803G>A c.(802-804)CGG>CAG p.R268Q

Pat_53 Post-Resistance RHBDD2 57414 37 7 75517395 75517395 Missense_Mutation SNP G A 4 234 c.823G>A c.(823-825)GCC>ACC p.A275T

Pat_53 Post-Resistance ZNF804B 219578 37 7 88962859 88962859 Missense_Mutation SNP G A 4 195 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_53 Post-Resistance C7orf63 79846 37 7 89894641 89894641 Missense_Mutation SNP C T 6 529 c.383C>T c.(382-384)TCG>TTG p.S128L

Pat_53 Post-Resistance PEX1 5189 37 7 92131236 92131236 Missense_Mutation SNP C T 6 399 c.2384G>A c.(2383-2385)CGA>CAA p.R795Q

Pat_53 Post-Resistance DYNC1I1 1780 37 7 95665055 95665055 Missense_Mutation SNP G A 6 487 c.1406G>A c.(1405-1407)CGT>CAT p.R469H

Pat_53 Post-Resistance PTCD1 26024 37 7 99021441 99021441 Missense_Mutation SNP C T 5 382 c.1877G>A c.(1876-1878)CGC>CAC p.R626H

Pat_53 Post-Resistance PTCD1 26024 37 7 99032459 99032459 Missense_Mutation SNP G A 5 482 c.407C>T c.(406-408)CCG>CTG p.P136L

Pat_53 Post-Resistance FBXO24 26261 37 7 100187616 100187616 Missense_Mutation SNP C T 77 153 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_53 Post-Resistance GIGYF1 64599 37 7 100284665 100284665 Missense_Mutation SNP C T 4 251 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_53 Post-Resistance ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 5 406 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_53 Post-Resistance RBM28 55131 37 7 127950869 127950869 Missense_Mutation SNP C T 5 288 c.2261G>A c.(2260-2262)AGC>AAC p.S754N

Pat_53 Post-Resistance AHCYL2 23382 37 7 129066314 129066314 Missense_Mutation SNP C T 4 162 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_53 Post-Resistance CPA1 1357 37 7 130027693 130027693 Nonsense_Mutation SNP G A 288 401 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_53 Post-Resistance MKLN1 4289 37 7 131122671 131122671 Missense_Mutation SNP G A 6 529 c.1088G>A c.(1087-1089)CGT>CAT p.R363H

Pat_53 Post-Resistance PLXNA4 91584 37 7 131832704 131832704 Missense_Mutation SNP C T 4 133 c.4819G>A c.(4819-4821)GCA>ACA p.A1607T

Pat_53 Post-Resistance NUP205 23165 37 7 135312771 135312771 Missense_Mutation SNP G A 6 552 c.4844G>A c.(4843-4845)CGC>CAC p.R1615H

Pat_53 Post-Resistance SLC13A4 26266 37 7 135391022 135391022 Missense_Mutation SNP G A 4 100 c.392C>T c.(391-393)ACC>ATC p.T131I

Pat_53 Post-Resistance TRIM24 8805 37 7 138252271 138252271 Missense_Mutation SNP C T 203 269 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_53 Post-Resistance DENND2A 27147 37 7 140287471 140287471 Missense_Mutation SNP C T 4 275 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_53 Post-Resistance UBE3C 9690 37 7 156974362 156974362 Missense_Mutation SNP C T 5 330 c.767C>T c.(766-768)GCG>GTG p.A256V

Pat_53 Post-Resistance RP1L1 94137 37 8 10466059 10466059 Missense_Mutation SNP C T 5 377 c.5549G>A c.(5548-5550)GGT>GAT p.G1850D

Pat_53 Post-Resistance FDFT1 2222 37 8 11687816 11687816 Missense_Mutation SNP G A 4 275 c.766G>A c.(766-768)GTG>ATG p.V256M

Pat_53 Post-Resistance ENTPD4 9583 37 8 23306367 23306367 Missense_Mutation SNP G A 5 412 c.94C>T c.(94-96)CGC>TGC p.R32C

Pat_53 Post-Resistance KCTD9 54793 37 8 25293759 25293759 Nonsense_Mutation SNP G A 5 369 c.655C>T c.(655-657)CGA>TGA p.R219*

Pat_53 Post-Resistance EXTL3 2137 37 8 28595080 28595080 Missense_Mutation SNP G A 4 226 c.2321G>A c.(2320-2322)CGT>CAT p.R774H

Pat_53 Post-Resistance FGFR1 2260 37 8 38272338 38272338 Missense_Mutation SNP G A 4 166 c.1936C>T c.(1936-1938)CGG>TGG p.R646W

Pat_53 Post-Resistance ATP6V0D2 245972 37 8 87162459 87162459 Missense_Mutation SNP G A 4 207 c.758G>A c.(757-759)CGG>CAG p.R253Q



Pat_53 Post-Resistance DCAF13 25879 37 8 104433227 104433227 Missense_Mutation SNP C T 5 222 c.751C>T c.(751-753)CGG>TGG p.R251W

Pat_53 Post-Resistance OXR1 55074 37 8 107726086 107726086 Missense_Mutation SNP G A 5 492 c.1832G>A c.(1831-1833)AGT>AAT p.S611N

Pat_53 Post-Resistance EIF3E 3646 37 8 109226887 109226887 Missense_Mutation SNP C T 4 278 c.1010G>A c.(1009-1011)CGT>CAT p.R337H

Pat_53 Post-Resistance GSDMC 56169 37 8 130789733 130789733 Missense_Mutation SNP C T 4 270 c.101G>A c.(100-102)CGT>CAT p.R34H

Pat_53 Post-Resistance PLEC 5339 37 8 145011179 145011179 Missense_Mutation SNP C A 4 169 c.814G>T c.(814-816)GGC>TGC p.G272C

Pat_53 Post-Resistance GRINA 2907 37 8 145066134 145066134 Missense_Mutation SNP G A 4 315 c.581G>A c.(580-582)CGG>CAG p.R194Q

Pat_53 Post-Resistance SPATC1 375686 37 8 145095844 145095844 Missense_Mutation SNP G A 4 160 c.1142G>A c.(1141-1143)TGT>TAT p.C381Y

Pat_53 Post-Resistance HSF1 3297 37 8 145532616 145532616 Missense_Mutation SNP G A 4 182 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_53 Post-Resistance CPSF1 29894 37 8 145624179 145624179 Missense_Mutation SNP C T 4 190 c.1628G>A c.(1627-1629)CGT>CAT p.R543H

Pat_53 Post-Resistance ZNF250 58500 37 8 146112263 146112263 Missense_Mutation SNP G A 4 223 c.323C>T c.(322-324)ACA>ATA p.T108I

Pat_53 Post-Resistance IFNA14 3448 37 9 21239652 21239652 Missense_Mutation SNP T C 11 142 c.283A>G c.(283-285)AAC>GAC p.N95D

Pat_53 Post-Resistance IFNA2 3440 37 9 21384947 21384947 Missense_Mutation SNP C T 5 172 c.382G>A c.(382-384)GTG>ATG p.V128M

Pat_53 Post-Resistance DCTN3 11258 37 9 34618733 34618733 Missense_Mutation SNP G T 4 181 c.121C>A c.(121-123)CAG>AAG p.Q41K

Pat_53 Post-Resistance IL11RA 3590 37 9 34660865 34660865 Missense_Mutation SNP G A 6 438 c.1184G>A c.(1183-1185)CGG>CAG p.R395Q

Pat_53 Post-Resistance UNC13B 10497 37 9 35310546 35310546 Missense_Mutation SNP G A 4 141 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_53 Post-Resistance CCDC107 203260 37 9 35660865 35660865 Missense_Mutation SNP C T 5 509 c.533C>T c.(532-534)TCG>TTG p.S178L

Pat_53 Post-Resistance FBXO10 26267 37 9 37515899 37515899 Splice_Site SNP A C 5 198 c.2696_splice c.e10+1 p.K899_splice

Pat_53 Post-Resistance CNTNAP3 79937 37 9 39085766 39085766 Missense_Mutation SNP C T 4 188 c.3409G>A c.(3409-3411)GCC>ACC p.A1137T

Pat_53 Post-Resistance LOC442421 442421 37 9 66499794 66499795 Missense_Mutation DNP CG TA 6 117 c.604_605CG>TA c.(604-606)CGC>TAC p.R202Y

Pat_53 Post-Resistance APBA1 320 37 9 72082836 72082836 Missense_Mutation SNP G A 4 249 c.1385C>T c.(1384-1386)GCC>GTC p.A462V

Pat_53 Post-Resistance ZNF484 83744 37 9 95609456 95609456 Missense_Mutation SNP C T 6 229 c.1613G>A c.(1612-1614)CGG>CAG p.R538Q

Pat_53 Post-Resistance OR13C5 138799 37 9 107361252 107361252 Missense_Mutation SNP G A 4 109 c.443C>T c.(442-444)TCC>TTC p.S148F

Pat_53 Post-Resistance OR13D1 286365 37 9 107457091 107457091 Missense_Mutation SNP C T 4 147 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_53 Post-Resistance GPR21 2844 37 9 125797566 125797566 Missense_Mutation SNP G A 4 213 c.721G>A c.(721-723)GAA>AAA p.E241K

Pat_53 Post-Resistance MAPKAP1 79109 37 9 128230280 128230280 Missense_Mutation SNP G A 4 179 c.1316C>T c.(1315-1317)GCC>GTC p.A439V

Pat_53 Post-Resistance GARNL3 84253 37 9 130094623 130094623 Missense_Mutation SNP G A 6 222 c.665G>A c.(664-666)AGC>AAC p.S222N

Pat_53 Post-Resistance DNM1 1759 37 9 130980524 130980524 Missense_Mutation SNP G A 6 433 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_53 Post-Resistance DNM1 1759 37 9 130984516 130984516 Missense_Mutation SNP G A 4 202 c.890G>A c.(889-891)CGG>CAG p.R297Q

Pat_53 Post-Resistance SPTAN1 6709 37 9 131345061 131345061 Missense_Mutation SNP G A 4 180 c.1739G>A c.(1738-1740)CGT>CAT p.R580H

Pat_53 Post-Resistance USP20 10868 37 9 132630419 132630419 Missense_Mutation SNP C T 4 112 c.826C>T c.(826-828)CGG>TGG p.R276W

Pat_53 Post-Resistance GPR107 57720 37 9 132838709 132838709 Missense_Mutation SNP C T 4 220 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_53 Post-Resistance BAT2L1 84726 37 9 134334625 134334625 Missense_Mutation SNP G A 4 159 c.1286G>A c.(1285-1287)CGA>CAA p.R429Q

Pat_53 Post-Resistance CSF2RA 1438 37 X 1413250 1413250 Missense_Mutation SNP G A 5 362 c.676G>A c.(676-678)GTA>ATA p.V226I

Pat_53 Post-Resistance ZBED1 9189 37 X 2407302 2407302 Missense_Mutation SNP C T 5 143 c.1459G>A c.(1459-1461)GCC>ACC p.A487T

Pat_53 Post-Resistance FRMPD4 9758 37 X 12632978 12632978 Missense_Mutation SNP G A 35 25 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_53 Post-Resistance PRPS2 5634 37 X 12840860 12840860 Missense_Mutation SNP G A 5 108 c.902G>A c.(901-903)CGA>CAA p.R301Q

Pat_53 Post-Resistance RPGR 6103 37 X 38146316 38146316 Missense_Mutation SNP C T 4 313 c.1936G>A c.(1936-1938)GAA>AAA p.E646K

Pat_53 Post-Resistance GLA 2717 37 X 100656710 100656710 Missense_Mutation SNP C T 4 166 c.457G>A c.(457-459)GAC>AAC p.D153N

Pat_53 Post-Resistance UTP14A 10813 37 X 129042648 129042648 Missense_Mutation SNP G A 6 673 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_53 Post-Resistance NSDHL 50814 37 X 152034456 152034456 Missense_Mutation SNP C T 4 131 c.637C>T c.(637-639)CCC>TCC p.P213S

Pat_58 Pre-Treatment TPRG1L 127262 37 1 3545096 3545096 Missense_Mutation SNP G A 4 39 c.748G>A c.(748-750)GGA>AGA p.G250R

Pat_58 Pre-Treatment ERRFI1 54206 37 1 8073955 8073955 Missense_Mutation SNP G C 3 12 c.704C>G c.(703-705)CCA>CGA p.P235R

Pat_58 Pre-Treatment MTHFR 4524 37 1 11863105 11863105 Missense_Mutation SNP A T 4 21 c.69T>A c.(67-69)AGT>AGA p.S23R

Pat_58 Pre-Treatment KIAA2013 90231 37 1 11983420 11983420 Missense_Mutation SNP C T 4 49 c.1160G>A c.(1159-1161)CGA>CAA p.R387Q

Pat_58 Pre-Treatment SPEN 23013 37 1 16262235 16262235 Missense_Mutation SNP C T 4 61 c.9500C>T c.(9499-9501)GCT>GTT p.A3167V

Pat_58 Pre-Treatment ARHGEF10L 55160 37 1 17965138 17965138 Missense_Mutation SNP G A 3 29 c.2125G>A c.(2125-2127)GCC>ACC p.A709T

Pat_58 Pre-Treatment ASAP3 55616 37 1 23765242 23765242 Missense_Mutation SNP G A 4 48 c.1100C>T c.(1099-1101)ACC>ATC p.T367I



Pat_58 Pre-Treatment RPL11 6135 37 1 24021193 24021193 Missense_Mutation SNP G A 23 63 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_58 Pre-Treatment SLC30A2 7780 37 1 26369919 26369919 Missense_Mutation SNP G A 4 63 c.395C>T c.(394-396)ACG>ATG p.T132M

Pat_58 Pre-Treatment UBXN11 91544 37 1 26629332 26629332 Missense_Mutation SNP G A 3 34 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_58 Pre-Treatment GPR3 2827 37 1 27720966 27720966 Missense_Mutation SNP C T 4 62 c.664C>T c.(664-666)CGC>TGC p.R222C

Pat_58 Pre-Treatment GMEB1 10691 37 1 29041259 29041259 Missense_Mutation SNP G A 4 76 c.1696G>A c.(1696-1698)GTG>ATG p.V566M

Pat_58 Pre-Treatment THRAP3 9967 37 1 36769491 36769491 Missense_Mutation SNP G A 4 53 c.2741G>A c.(2740-2742)CGG>CAG p.R914Q

Pat_58 Pre-Treatment PTCH2 8643 37 1 45296653 45296653 Missense_Mutation SNP G A 5 19 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_58 Pre-Treatment CYP4B1 1580 37 1 47279163 47279163 Missense_Mutation SNP G A 14 40 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_58 Pre-Treatment C1orf175 374977 37 1 55119789 55119789 Missense_Mutation SNP C A 4 10 c.1190C>A c.(1189-1191)CCC>CAC p.P397H

Pat_58 Pre-Treatment LRRIQ3 127255 37 1 74575152 74575152 Missense_Mutation SNP C T 4 46 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_58 Pre-Treatment ST6GALNAC5 81849 37 1 77510003 77510003 Missense_Mutation SNP G A 4 71 c.376G>A c.(376-378)GCC>ACC p.A126T

Pat_58 Pre-Treatment ZNF326 284695 37 1 90473211 90473211 Missense_Mutation SNP C T 4 47 c.517C>T c.(517-519)CGG>TGG p.R173W

Pat_58 Pre-Treatment RTCD1 8634 37 1 100740418 100740418 Missense_Mutation SNP G A 4 54 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_58 Pre-Treatment SLC6A17 388662 37 1 110740704 110740704 Nonsense_Mutation SNP G T 4 26 c.1822G>T c.(1822-1824)GAG>TAG p.E608*

Pat_58 Pre-Treatment MAGI3 260425 37 1 114133169 114133169 Missense_Mutation SNP C G 3 33 c.827C>G c.(826-828)ACA>AGA p.T276R

Pat_58 Pre-Treatment S100A12 6283 37 1 153347041 153347041 Missense_Mutation SNP C T 37 92 c.28G>A c.(28-30)GGA>AGA p.G10R

Pat_58 Pre-Treatment RAB25 57111 37 1 156038179 156038179 Missense_Mutation SNP G A 4 69 c.358G>A c.(358-360)GTC>ATC p.V120I

Pat_58 Pre-Treatment DUSP27 92235 37 1 167095933 167095933 Missense_Mutation SNP G A 21 69 c.1565G>A c.(1564-1566)AGC>AAC p.S522N

Pat_58 Pre-Treatment TNR 7143 37 1 175375489 175375489 Missense_Mutation SNP G A 28 63 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_58 Pre-Treatment PAPPA2 60676 37 1 176525627 176525627 Nonsense_Mutation SNP C T 36 26 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_58 Pre-Treatment ASTN1 460 37 1 176915173 176915173 Missense_Mutation SNP C T 18 46 c.2138G>A c.(2137-2139)GGG>GAG p.G713E

Pat_58 Pre-Treatment CHI3L1 1116 37 1 203150331 203150331 Nonsense_Mutation SNP G A 4 70 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_58 Pre-Treatment PIGR 5284 37 1 207112655 207112655 Missense_Mutation SNP G A 5 28 c.197C>T c.(196-198)ACC>ATC p.T66I

Pat_58 Pre-Treatment USH2A 7399 37 1 216497021 216497021 Missense_Mutation SNP G A 4 65 c.1345C>T c.(1345-1347)CGT>TGT p.R449C

Pat_58 Pre-Treatment PRSS38 339501 37 1 228005043 228005043 Missense_Mutation SNP G A 4 60 c.445G>A c.(445-447)GGT>AGT p.G149S

Pat_58 Pre-Treatment KIAA1804 84451 37 1 233507802 233507802 Missense_Mutation SNP C T 20 41 c.1571C>T c.(1570-1572)ACC>ATC p.T524I

Pat_58 Pre-Treatment GREM2 64388 37 1 240656324 240656324 Missense_Mutation SNP T C 4 41 c.452A>G c.(451-453)AAG>AGG p.K151R

Pat_58 Pre-Treatment OR2W5 441932 37 1 247654805 247654805 Missense_Mutation SNP G A 4 76 c.376G>A c.(376-378)GTC>ATC p.V126I

Pat_58 Pre-Treatment SPAG6 9576 37 10 22705595 22705595 Missense_Mutation SNP G A 4 74 c.1508G>A c.(1507-1509)AGC>AAC p.S503N

Pat_58 Pre-Treatment PDSS1 23590 37 10 27024423 27024423 Missense_Mutation SNP C T 4 55 c.941C>T c.(940-942)TCG>TTG p.S314L

Pat_58 Pre-Treatment PTCHD3 374308 37 10 27702446 27702446 Missense_Mutation SNP T C 3 28 c.734A>G c.(733-735)AAG>AGG p.K245R

Pat_58 Pre-Treatment RET 5979 37 10 43597792 43597792 Missense_Mutation SNP C T 17 30 c.340C>T c.(340-342)CGC>TGC p.R114C

Pat_58 Pre-Treatment ARHGAP22 58504 37 10 49687709 49687709 Missense_Mutation SNP G A 3 18 c.421C>T c.(421-423)CGC>TGC p.R141C

Pat_58 Pre-Treatment NDST2 8509 37 10 75566525 75566525 Missense_Mutation SNP G A 4 38 c.1138C>T c.(1138-1140)CGC>TGC p.R380C

Pat_58 Pre-Treatment PTEN 5728 37 10 89692899 89692899 Missense_Mutation SNP A C 34 55 c.383A>C c.(382-384)AAG>ACG p.K128T

Pat_58 Pre-Treatment PLCE1 51196 37 10 95791173 95791173 Missense_Mutation SNP G A 12 23 c.370G>A c.(370-372)GAA>AAA p.E124K

Pat_58 Pre-Treatment C10orf12 26148 37 10 98708864 98708864 Missense_Mutation SNP G A 4 55 c.50G>A c.(49-51)AGC>AAC p.S17N

Pat_58 Pre-Treatment GBF1 8729 37 10 104140383 104140383 Missense_Mutation SNP C T 7 248 c.5110C>T c.(5110-5112)CGC>TGC p.R1704C

Pat_58 Pre-Treatment CDHR5 53841 37 11 618994 618994 Missense_Mutation SNP G A 4 57 c.1565C>T c.(1564-1566)CCG>CTG p.P522L

Pat_58 Pre-Treatment MUC2 4583 37 11 1078526 1078526 Missense_Mutation SNP C T 2 1 c.734C>T c.(733-735)CCG>CTG p.P245L

Pat_58 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 50 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_58 Pre-Treatment OR52B2 255725 37 11 6191079 6191079 Missense_Mutation SNP G A 12 37 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_58 Pre-Treatment PAMR1 25891 37 11 35456088 35456088 Missense_Mutation SNP C T 4 80 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_58 Pre-Treatment OR5M8 219484 37 11 56258567 56258567 Missense_Mutation SNP G A 32 71 c.280C>T c.(280-282)CCT>TCT p.P94S

Pat_58 Pre-Treatment TNKS1BP1 85456 37 11 57077669 57077669 Missense_Mutation SNP G C 4 71 c.2516C>G c.(2515-2517)GCA>GGA p.A839G

Pat_58 Pre-Treatment P2RX3 5024 37 11 57137436 57137436 Missense_Mutation SNP C T 10 43 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_58 Pre-Treatment OR9Q2 219957 37 11 57958302 57958302 Missense_Mutation SNP C T 44 85 c.340C>T c.(340-342)CTT>TTT p.L114F



Pat_58 Pre-Treatment OR5A1 219982 37 11 59211486 59211486 Missense_Mutation SNP C T 30 89 c.845C>T c.(844-846)TCA>TTA p.S282L

Pat_58 Pre-Treatment AHNAK 79026 37 11 62295435 62295435 Missense_Mutation SNP C A 7 242 c.6454G>T c.(6454-6456)GAT>TAT p.D2152Y

Pat_58 Pre-Treatment IL18BP 10068 37 11 71711573 71711573 Missense_Mutation SNP G A 4 62 c.205G>A c.(205-207)GTG>ATG p.V69M

Pat_58 Pre-Treatment HTR3A 3359 37 11 113857451 113857451 Missense_Mutation SNP G C 13 56 c.935G>C c.(934-936)GGT>GCT p.G312A

Pat_58 Pre-Treatment TECTA 7007 37 11 121028919 121028919 Missense_Mutation SNP C T 4 71 c.4675C>T c.(4675-4677)CGG>TGG p.R1559W

Pat_58 Pre-Treatment SORL1 6653 37 11 121415957 121415957 Missense_Mutation SNP C T 4 22 c.1870C>T c.(1870-1872)CCC>TCC p.P624S

Pat_58 Pre-Treatment LOH12CR1 118426 37 12 12514232 12514232 Missense_Mutation SNP C T 32 104 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_58 Pre-Treatment PPFIBP1 8496 37 12 27802985 27802985 Missense_Mutation SNP C A 13 25 c.514C>A c.(514-516)CTG>ATG p.L172M

Pat_58 Pre-Treatment BICD1 636 37 12 32480402 32480402 Missense_Mutation SNP G A 4 67 c.1013G>A c.(1012-1014)CGG>CAG p.R338Q

Pat_58 Pre-Treatment CNTN1 1272 37 12 41410489 41410489 Missense_Mutation SNP G C 7 17 c.2190G>C c.(2188-2190)TTG>TTC p.L730F

Pat_58 Pre-Treatment TMEM117 84216 37 12 44781917 44781917 Missense_Mutation SNP C T 3 17 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_58 Pre-Treatment CALCOCO1 57658 37 12 54107678 54107678 Missense_Mutation SNP G A 3 18 c.1598C>T c.(1597-1599)CCG>CTG p.P533L

Pat_58 Pre-Treatment ZC3H10 84872 37 12 56515410 56515410 Missense_Mutation SNP C T 4 66 c.1064C>T c.(1063-1065)CCC>CTC p.P355L

Pat_58 Pre-Treatment NUP107 57122 37 12 69107527 69107527 Missense_Mutation SNP C T 13 76 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_58 Pre-Treatment NAA25 80018 37 12 112486232 112486232 Missense_Mutation SNP T C 19 30 c.1744A>G c.(1744-1746)ATT>GTT p.I582V

Pat_58 Pre-Treatment GCN1L1 10985 37 12 120569047 120569047 Missense_Mutation SNP G A 4 57 c.7505C>T c.(7504-7506)GCC>GTC p.A2502V

Pat_58 Pre-Treatment MLXIP 22877 37 12 122622019 122622019 Missense_Mutation SNP G A 3 25 c.2036G>A c.(2035-2037)CGG>CAG p.R679Q

Pat_58 Pre-Treatment GPR109A 338442 37 12 123187436 123187436 Missense_Mutation SNP G A 7 134 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment GPR109B 8843 37 12 123200890 123200890 Missense_Mutation SNP G A 28 79 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment EP400 57634 37 12 132504707 132504707 Missense_Mutation SNP G A 5 73 c.4391G>A c.(4390-4392)GGC>GAC p.G1464D

Pat_58 Pre-Treatment TUBA3C 7278 37 13 19753616 19753616 Nonsense_Mutation SNP G A 42 107 c.91C>T c.(91-93)CAG>TAG p.Q31*

Pat_58 Pre-Treatment HS6ST3 266722 37 13 97485361 97485361 Missense_Mutation SNP G A 14 34 c.1325G>A c.(1324-1326)CGA>CAA p.R442Q

Pat_58 Pre-Treatment ARHGEF7 8874 37 13 111767950 111767950 Missense_Mutation SNP A C 4 11 c.77A>C c.(76-78)GAC>GCC p.D26A

Pat_58 Pre-Treatment FSCB 84075 37 14 44974563 44974563 Missense_Mutation SNP T C 4 16 c.1628A>G c.(1627-1629)CAG>CGG p.Q543R

Pat_58 Pre-Treatment PRKCH 5583 37 14 61909931 61909931 Missense_Mutation SNP C T 4 58 c.530C>T c.(529-531)ACG>ATG p.T177M

Pat_58 Pre-Treatment MTHFD1 4522 37 14 64891539 64891539 Missense_Mutation SNP G A 3 19 c.745G>A c.(745-747)GGG>AGG p.G249R

Pat_58 Pre-Treatment PRIMA1 145270 37 14 94245528 94245528 Missense_Mutation SNP C T 4 29 c.223G>A c.(223-225)GCC>ACC p.A75T

Pat_58 Pre-Treatment KIAA0284 283638 37 14 105349564 105349564 Missense_Mutation SNP G A 10 187 c.770G>A c.(769-771)GGC>GAC p.G257D

Pat_58 Pre-Treatment CYFIP1 23191 37 15 22929751 22929751 Missense_Mutation SNP G A 4 41 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_58 Pre-Treatment C15orf2 23742 37 15 24923547 24923547 Missense_Mutation SNP G A 21 52 c.2533G>A c.(2533-2535)GAG>AAG p.E845K

Pat_58 Pre-Treatment PLA2G4D 283748 37 15 42361057 42361057 Missense_Mutation SNP C T 8 10 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_58 Pre-Treatment UBR1 197131 37 15 43352305 43352305 Missense_Mutation SNP C T 4 75 c.806G>A c.(805-807)CGG>CAG p.R269Q

Pat_58 Pre-Treatment MAP1A 4130 37 15 43816483 43816483 Missense_Mutation SNP G A 4 37 c.2812G>A c.(2812-2814)GTG>ATG p.V938M

Pat_58 Pre-Treatment CATSPER2 117155 37 15 43939572 43939572 Missense_Mutation SNP G A 4 27 c.239C>T c.(238-240)GCC>GTC p.A80V

Pat_58 Pre-Treatment FRMD5 84978 37 15 44176935 44176935 Missense_Mutation SNP C T 4 32 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_58 Pre-Treatment SEMA6D 80031 37 15 48057123 48057123 Missense_Mutation SNP T A 4 49 c.1297T>A c.(1297-1299)TAC>AAC p.Y433N

Pat_58 Pre-Treatment IGF1R 3480 37 15 99459313 99459313 Missense_Mutation SNP G A 4 68 c.1949G>A c.(1948-1950)CGG>CAG p.R650Q

Pat_58 Pre-Treatment LINS1 55180 37 15 101109994 101109994 Missense_Mutation SNP G A 3 35 c.1723C>T c.(1723-1725)CAT>TAT p.H575Y

Pat_58 Pre-Treatment PMM2 5373 37 16 8905531 8905531 Missense_Mutation SNP C T 4 65 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_58 Pre-Treatment ABCC1 4363 37 16 16138401 16138401 Missense_Mutation SNP G A 4 52 c.904G>A c.(904-906)GTC>ATC p.V302I

Pat_58 Pre-Treatment ACSM2B 348158 37 16 20570759 20570759 Missense_Mutation SNP C T 4 14 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Pre-Treatment DNAH3 55567 37 16 21053420 21053420 Missense_Mutation SNP G A 9 52 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_58 Pre-Treatment RRN3P1 730092 37 16 21809167 21809167 Missense_Mutation SNP G A 4 27 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_58 Pre-Treatment RABEP2 79874 37 16 28922461 28922461 Missense_Mutation SNP C T 4 63 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_58 Pre-Treatment SETD1A 9739 37 16 30991353 30991353 Missense_Mutation SNP G A 3 30 c.4246G>A c.(4246-4248)GAG>AAG p.E1416K

Pat_58 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 5 128 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_58 Pre-Treatment SIAH1 6477 37 16 48395954 48395954 Missense_Mutation SNP G A 4 35 c.386C>T c.(385-387)CCG>CTG p.P129L



Pat_58 Pre-Treatment NKD1 85407 37 16 50666209 50666209 Missense_Mutation SNP G A 3 21 c.713G>A c.(712-714)CGC>CAC p.R238H

Pat_58 Pre-Treatment PKD1L2 114780 37 16 81181938 81181938 Missense_Mutation SNP T A 8 22 c.4778A>T c.(4777-4779)GAG>GTG p.E1593V

Pat_58 Pre-Treatment KIAA0513 9764 37 16 85112025 85112025 Missense_Mutation SNP G A 8 32 c.787G>A c.(787-789)GAC>AAC p.D263N

Pat_58 Pre-Treatment SMYD4 114826 37 17 1690763 1690763 Missense_Mutation SNP C T 2 1 c.1673G>A c.(1672-1674)CGG>CAG p.R558Q

Pat_58 Pre-Treatment SMG6 23293 37 17 2203361 2203361 Missense_Mutation SNP G T 4 63 c.686C>A c.(685-687)ACC>AAC p.T229N

Pat_58 Pre-Treatment ZZEF1 23140 37 17 3954131 3954131 Missense_Mutation SNP C T 4 66 c.5807G>A c.(5806-5808)CGG>CAG p.R1936Q

Pat_58 Pre-Treatment SLC2A4 6517 37 17 7187929 7187929 Missense_Mutation SNP C T 4 70 c.853C>T c.(853-855)CGG>TGG p.R285W

Pat_58 Pre-Treatment MYH4 4622 37 17 10348301 10348301 Missense_Mutation SNP C T 14 39 c.5458G>A c.(5458-5460)GAG>AAG p.E1820K

Pat_58 Pre-Treatment MYH2 4620 37 17 10432565 10432565 Missense_Mutation SNP C T 10 25 c.3268G>A c.(3268-3270)GAG>AAG p.E1090K

Pat_58 Pre-Treatment TEKT3 64518 37 17 15231338 15231338 Missense_Mutation SNP G A 16 78 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_58 Pre-Treatment ZNF624 57547 37 17 16526195 16526195 Missense_Mutation SNP T C 4 55 c.2005A>G c.(2005-2007)AAA>GAA p.K669E

Pat_58 Pre-Treatment FBXW10 10517 37 17 18647940 18647940 Missense_Mutation SNP G A 5 152 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_58 Pre-Treatment TAOK1 57551 37 17 27844579 27844579 Nonsense_Mutation SNP C T 5 146 c.1813C>T c.(1813-1815)CGA>TGA p.R605*

Pat_58 Pre-Treatment GPR179 440435 37 17 36485350 36485350 Missense_Mutation SNP G A 4 48 c.4102C>T c.(4102-4104)CCA>TCA p.P1368S

Pat_58 Pre-Treatment PLXDC1 57125 37 17 37224186 37224186 Missense_Mutation SNP C T 10 37 c.1410G>A c.(1408-1410)ATG>ATA p.M470I

Pat_58 Pre-Treatment KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 5 144 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_58 Pre-Treatment CACNA1G 8913 37 17 48669167 48669167 Missense_Mutation SNP C T 4 72 c.2707C>T c.(2707-2709)CGG>TGG p.R903W

Pat_58 Pre-Treatment COIL 8161 37 17 55027593 55027593 Missense_Mutation SNP G A 4 66 c.1010C>T c.(1009-1011)GCT>GTT p.A337V

Pat_58 Pre-Treatment KCNJ2 3759 37 17 68172154 68172154 Missense_Mutation SNP G A 4 45 c.974G>A c.(973-975)CGC>CAC p.R325H

Pat_58 Pre-Treatment SOX9 6662 37 17 70120373 70120373 Missense_Mutation SNP G A 36 110 c.1375G>A c.(1375-1377)GGC>AGC p.G459S

Pat_58 Pre-Treatment GGA3 23163 37 17 73242839 73242839 Missense_Mutation SNP C T 7 30 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_58 Pre-Treatment KIAA0195 9772 37 17 73489139 73489139 Missense_Mutation SNP C T 6 25 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_58 Pre-Treatment UNK 85451 37 17 73808245 73808245 Missense_Mutation SNP C T 6 86 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_58 Pre-Treatment FBF1 85302 37 17 73915951 73915951 Missense_Mutation SNP G A 4 58 c.1891C>T c.(1891-1893)CGC>TGC p.R631C

Pat_58 Pre-Treatment PPP4R1 9989 37 18 9570494 9570494 Missense_Mutation SNP A G 3 47 c.1234T>C c.(1234-1236)TCA>CCA p.S412P

Pat_58 Pre-Treatment ZNF521 25925 37 18 22804770 22804770 Missense_Mutation SNP G A 14 36 c.3112C>T c.(3112-3114)CAT>TAT p.H1038Y

Pat_58 Pre-Treatment DSC3 1825 37 18 28598204 28598204 Missense_Mutation SNP C T 6 21 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_58 Pre-Treatment DSG3 1830 37 18 29052688 29052688 Missense_Mutation SNP G A 4 16 c.2038G>A c.(2038-2040)GAA>AAA p.E680K

Pat_58 Pre-Treatment ZNF271 10778 37 18 32886791 32886791 Missense_Mutation SNP C T 9 35 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_58 Pre-Treatment NEDD4L 23327 37 18 56037691 56037691 Missense_Mutation SNP G A 15 35 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_58 Pre-Treatment CDH20 28316 37 18 59221482 59221482 Missense_Mutation SNP G A 40 110 c.1960G>A c.(1960-1962)GAC>AAC p.D654N

Pat_58 Pre-Treatment ZCCHC2 54877 37 18 60241382 60241382 Missense_Mutation SNP C T 5 98 c.2068C>T c.(2068-2070)CCT>TCT p.P690S

Pat_58 Pre-Treatment CDH7 1005 37 18 63511228 63511228 Missense_Mutation SNP G A 11 61 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_58 Pre-Treatment ZNF236 7776 37 18 74622104 74622104 Missense_Mutation SNP G A 4 72 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_58 Pre-Treatment CLPP 8192 37 19 6364549 6364549 Missense_Mutation SNP G A 3 30 c.454G>A c.(454-456)GCC>ACC p.A152T

Pat_58 Pre-Treatment PNPLA6 10908 37 19 7605810 7605810 Missense_Mutation SNP G A 4 40 c.824G>A c.(823-825)GGT>GAT p.G275D

Pat_58 Pre-Treatment MUC16 94025 37 19 9091708 9091708 Missense_Mutation SNP C T 16 21 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_58 Pre-Treatment QTRT1 81890 37 19 10823637 10823637 Missense_Mutation SNP G A 4 51 c.980G>A c.(979-981)CGC>CAC p.R327H

Pat_58 Pre-Treatment CYP4F12 66002 37 19 15807003 15807003 Missense_Mutation SNP C T 29 62 c.1282C>T c.(1282-1284)CAT>TAT p.H428Y

Pat_58 Pre-Treatment MYO9B 4650 37 19 17283697 17283697 Missense_Mutation SNP C T 4 43 c.2065C>T c.(2065-2067)CGG>TGG p.R689W

Pat_58 Pre-Treatment SLC5A5 6528 37 19 17992993 17992993 Missense_Mutation SNP G A 4 72 c.1207G>A c.(1207-1209)GCC>ACC p.A403T

Pat_58 Pre-Treatment CCDC124 115098 37 19 18054360 18054360 Missense_Mutation SNP C T 3 23 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_58 Pre-Treatment ZNF431 170959 37 19 21366366 21366366 Missense_Mutation SNP G A 6 166 c.1260G>A c.(1258-1260)ATG>ATA p.M420I

Pat_58 Pre-Treatment ZNF208 7757 37 19 22154522 22154522 Missense_Mutation SNP C T 32 129 c.2930G>A c.(2929-2931)AGA>AAA p.R977K

Pat_58 Pre-Treatment ZNF607 84775 37 19 38189447 38189447 Missense_Mutation SNP C T 5 79 c.1585G>A c.(1585-1587)GGT>AGT p.G529S

Pat_58 Pre-Treatment RYR1 6261 37 19 39039016 39039016 Missense_Mutation SNP G A 4 67 c.12238G>A c.(12238-12240)GTA>ATA p.V4080I

Pat_58 Pre-Treatment IL28B 282617 37 19 39734321 39734321 Missense_Mutation SNP A G 3 12 c.542T>C c.(541-543)CTC>CCC p.L181P



Pat_58 Pre-Treatment CEACAM5 1048 37 19 42224958 42224958 Missense_Mutation SNP A G 30 88 c.1888A>G c.(1888-1890)AAT>GAT p.N630D

Pat_58 Pre-Treatment ERF 2077 37 19 42753111 42753111 Missense_Mutation SNP C T 5 91 c.1153G>A c.(1153-1155)GGA>AGA p.G385R

Pat_58 Pre-Treatment CIC 23152 37 19 42791880 42791880 Splice_Site SNP G A 4 54 c.765_splice c.e5+1 p.Q255_splice

Pat_58 Pre-Treatment LIPE 3991 37 19 42911939 42911939 Missense_Mutation SNP A T 3 33 c.1661T>A c.(1660-1662)CTG>CAG p.L554Q

Pat_58 Pre-Treatment PSG6 5675 37 19 43411773 43411773 Nonsense_Mutation SNP G A 6 137 c.940C>T c.(940-942)CGA>TGA p.R314*

Pat_58 Pre-Treatment PSG9 5678 37 19 43771986 43771986 Missense_Mutation SNP C T 35 116 c.380G>A c.(379-381)CGA>CAA p.R127Q

Pat_58 Pre-Treatment NPAS1 4861 37 19 47548577 47548577 Missense_Mutation SNP G A 17 41 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_58 Pre-Treatment DHDH 27294 37 19 49445771 49445771 Missense_Mutation SNP G A 4 70 c.694G>A c.(694-696)GTG>ATG p.V232M

Pat_58 Pre-Treatment DKKL1 27120 37 19 49868779 49868779 Missense_Mutation SNP G A 4 38 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_58 Pre-Treatment KLK15 55554 37 19 51330220 51330220 Missense_Mutation SNP G A 5 24 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment TSEN34 79042 37 19 54696042 54696042 Missense_Mutation SNP C G 19 84 c.563C>G c.(562-564)GCC>GGC p.A188G

Pat_58 Pre-Treatment KIR3DX1 90011 37 19 55048172 55048172 Missense_Mutation SNP G A 12 36 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_58 Pre-Treatment C19orf51 352909 37 19 55677365 55677365 Missense_Mutation SNP G A 5 46 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_58 Pre-Treatment PEG3 5178 37 19 57325129 57325129 Missense_Mutation SNP C T 12 45 c.4681G>A c.(4681-4683)GAG>AAG p.E1561K

Pat_58 Pre-Treatment MATN3 4148 37 2 20202940 20202940 Missense_Mutation SNP C T 4 64 c.898G>A c.(898-900)GAC>AAC p.D300N

Pat_58 Pre-Treatment GTF3C2 2976 37 2 27560826 27560826 Missense_Mutation SNP G A 81 221 c.917C>T c.(916-918)CCT>CTT p.P306L

Pat_58 Pre-Treatment KCNG3 170850 37 2 42671595 42671595 Missense_Mutation SNP G A 23 64 c.790C>T c.(790-792)CCG>TCG p.P264S

Pat_58 Pre-Treatment SRBD1 55133 37 2 45801772 45801772 Missense_Mutation SNP C T 5 66 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_58 Pre-Treatment TET3 200424 37 2 74300721 74300721 Missense_Mutation SNP G A 4 8 c.2135G>A c.(2134-2136)GGA>GAA p.G712E

Pat_58 Pre-Treatment SMYD1 150572 37 2 88383938 88383938 Missense_Mutation SNP G A 16 53 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_58 Pre-Treatment GCC2 9648 37 2 109124081 109124081 Nonsense_Mutation SNP C T 14 31 c.5050C>T c.(5050-5052)CGA>TGA p.R1684*

Pat_58 Pre-Treatment PAX8 7849 37 2 114000279 114000279 Missense_Mutation SNP C T 5 126 c.466G>A c.(466-468)GGA>AGA p.G156R

Pat_58 Pre-Treatment CNTNAP5 129684 37 2 125547652 125547652 Missense_Mutation SNP G A 8 27 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_58 Pre-Treatment SCN2A 6326 37 2 166152377 166152377 Missense_Mutation SNP G A 3 27 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_58 Pre-Treatment TTN 7273 37 2 179554591 179554591 Missense_Mutation SNP C T 19 52 c.28063G>A c.(28063-28065)GAA>AAA p.E9355K

Pat_58 Pre-Treatment TTN 7273 37 2 179611173 179611173 Missense_Mutation SNP T A 8 27 c.15954A>T c.(15952-15954)GAA>GAT p.E5318D

Pat_58 Pre-Treatment TTN 7273 37 2 179611175 179611175 Missense_Mutation SNP C T 8 28 c.15952G>A c.(15952-15954)GAA>AAA p.E5318K

Pat_58 Pre-Treatment TTN 7273 37 2 179616629 179616629 Nonsense_Mutation SNP C A 22 63 c.10498G>T c.(10498-10500)GAA>TAA p.E3500*

Pat_58 Pre-Treatment PDE1A 5136 37 2 183129116 183129116 Missense_Mutation SNP C T 12 37 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_58 Pre-Treatment MYO1B 4430 37 2 192160877 192160877 Missense_Mutation SNP G A 3 24 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_58 Pre-Treatment NRP2 8828 37 2 206617576 206617576 Missense_Mutation SNP C T 4 26 c.1921C>T c.(1921-1923)CCT>TCT p.P641S

Pat_58 Pre-Treatment EPHA4 2043 37 2 222433437 222433437 Splice_Site SNP C G 4 27 c.159_splice c.e2+1 p.G53_splice

Pat_58 Pre-Treatment ECEL1 9427 37 2 233349183 233349183 Missense_Mutation SNP G A 6 129 c.1183C>T c.(1183-1185)CGG>TGG p.R395W

Pat_58 Pre-Treatment DNAJB3 414061 37 2 234652194 234652194 Missense_Mutation SNP C G 11 35 c.369G>C c.(367-369)TTG>TTC p.L123F

Pat_58 Pre-Treatment IQCA1 79781 37 2 237406078 237406078 Missense_Mutation SNP C T 5 11 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_58 Pre-Treatment XRN2 22803 37 20 21309263 21309263 Missense_Mutation SNP G A 4 56 c.382G>A c.(382-384)GCA>ACA p.A128T

Pat_58 Pre-Treatment MYBL2 4605 37 20 42315625 42315625 Nonsense_Mutation SNP G A 3 31 c.413G>A c.(412-414)TGG>TAG p.W138*

Pat_58 Pre-Treatment ARFGAP1 55738 37 20 61919073 61919073 Missense_Mutation SNP G A 3 18 c.1069G>A c.(1069-1071)GAG>AAG p.E357K

Pat_58 Pre-Treatment MX2 4600 37 21 42778797 42778797 Nonsense_Mutation SNP C T 19 49 c.1777C>T c.(1777-1779)CGA>TGA p.R593*

Pat_58 Pre-Treatment RIPK4 54101 37 21 43187175 43187175 Nonsense_Mutation SNP C T 4 5 c.27G>A c.(25-27)TGG>TGA p.W9*

Pat_58 Pre-Treatment PCNT 5116 37 21 47809213 47809213 Missense_Mutation SNP G A 4 67 c.3707G>A c.(3706-3708)AGC>AAC p.S1236N

Pat_58 Pre-Treatment PI4KA 5297 37 22 21119177 21119177 Missense_Mutation SNP G A 24 22 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_58 Pre-Treatment UPB1 51733 37 22 24919664 24919664 Missense_Mutation SNP C T 4 60 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_58 Pre-Treatment LARGE 9215 37 22 33673116 33673116 Missense_Mutation SNP G A 4 57 c.2003C>T c.(2002-2004)CCG>CTG p.P668L

Pat_58 Pre-Treatment HMOX1 3162 37 22 35789529 35789529 Nonsense_Mutation SNP C T 42 78 c.805C>T c.(805-807)CGA>TGA p.R269*

Pat_58 Pre-Treatment EFCAB6 64800 37 22 44178131 44178131 Nonsense_Mutation SNP G C 4 41 c.68C>G c.(67-69)TCA>TGA p.S23*

Pat_58 Pre-Treatment CLASP2 23122 37 3 33650098 33650098 Missense_Mutation SNP T C 3 28 c.1409A>G c.(1408-1410)GAT>GGT p.D470G



Pat_58 Pre-Treatment EXOG 9941 37 3 38565470 38565470 Missense_Mutation SNP G A 4 51 c.724G>A c.(724-726)GAA>AAA p.E242K

Pat_58 Pre-Treatment EXOSC7 23016 37 3 45031134 45031134 Missense_Mutation SNP C A 4 23 c.252C>A c.(250-252)GAC>GAA p.D84E

Pat_58 Pre-Treatment SETD2 29072 37 3 47164279 47164279 Missense_Mutation SNP G A 3 22 c.1847C>T c.(1846-1848)GCT>GTT p.A616V

Pat_58 Pre-Treatment COL7A1 1294 37 3 48629118 48629118 Missense_Mutation SNP C T 4 42 c.1495G>A c.(1495-1497)GTG>ATG p.V499M

Pat_58 Pre-Treatment GRM2 2912 37 3 51749930 51749930 Missense_Mutation SNP G A 4 52 c.2141G>A c.(2140-2142)CGG>CAG p.R714Q

Pat_58 Pre-Treatment ERC2 26059 37 3 56330265 56330265 Missense_Mutation SNP C T 41 132 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_58 Pre-Treatment ADCY5 111 37 3 123019022 123019022 Missense_Mutation SNP C T 4 51 c.2845G>A c.(2845-2847)GTG>ATG p.V949M

Pat_58 Pre-Treatment KALRN 8997 37 3 124165073 124165073 Missense_Mutation SNP C T 4 60 c.3373C>T c.(3373-3375)CGG>TGG p.R1125W

Pat_58 Pre-Treatment TRH 7200 37 3 129695731 129695731 Missense_Mutation SNP G A 6 55 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_58 Pre-Treatment PPM1L 151742 37 3 160783314 160783314 Missense_Mutation SNP C T 19 53 c.698C>T c.(697-699)CCT>CTT p.P233L

Pat_58 Pre-Treatment B3GALNT1 8706 37 3 160804396 160804396 Nonsense_Mutation SNP C T 4 58 c.147G>A c.(145-147)TGG>TGA p.W49*

Pat_58 Pre-Treatment MUC4 4585 37 3 195509909 195509909 Missense_Mutation SNP G A 2 0 c.8158C>T c.(8158-8160)CCT>TCT p.P2720S

Pat_58 Pre-Treatment TM4SF19 116211 37 3 196053840 196053840 Missense_Mutation SNP C T 4 40 c.265G>A c.(265-267)GGG>AGG p.G89R

Pat_58 Pre-Treatment ZNF721 170960 37 4 436043 436043 Missense_Mutation SNP G T 10 28 c.2213C>A c.(2212-2214)ACA>AAA p.T738K

Pat_58 Pre-Treatment LETM1 3954 37 4 1818548 1818548 Nonsense_Mutation SNP G A 4 79 c.1837C>T c.(1837-1839)CAG>TAG p.Q613*

Pat_58 Pre-Treatment HTT 3064 37 4 3215820 3215820 Missense_Mutation SNP G A 3 29 c.6916G>A c.(6916-6918)GCC>ACC p.A2306T

Pat_58 Pre-Treatment GPR78 27201 37 4 8588947 8588947 Missense_Mutation SNP C T 18 52 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_58 Pre-Treatment PI4K2B 55300 37 4 25253996 25253996 Missense_Mutation SNP G A 4 65 c.322G>A c.(322-324)GAT>AAT p.D108N

Pat_58 Pre-Treatment CWH43 80157 37 4 49032922 49032922 Missense_Mutation SNP G A 14 62 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_58 Pre-Treatment NKX6-1 4825 37 4 85419372 85419372 Missense_Mutation SNP C T 3 16 c.10G>A c.(10-12)GTG>ATG p.V4M

Pat_58 Pre-Treatment EGF 1950 37 4 110932470 110932470 Missense_Mutation SNP G A 15 51 c.3483G>A c.(3481-3483)ATG>ATA p.M1161I

Pat_58 Pre-Treatment BBS7 55212 37 4 122760836 122760836 Missense_Mutation SNP G A 6 23 c.1321C>T c.(1321-1323)CTT>TTT p.L441F

Pat_58 Pre-Treatment SETD7 80854 37 4 140439043 140439043 Missense_Mutation SNP C T 5 96 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_58 Pre-Treatment TMEM184C 55751 37 4 148555322 148555322 Missense_Mutation SNP C T 3 21 c.1054C>T c.(1054-1056)CGG>TGG p.R352W

Pat_58 Pre-Treatment MAP9 79884 37 4 156278607 156278607 Missense_Mutation SNP G A 12 32 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_58 Pre-Treatment SPOCK3 50859 37 4 167658743 167658743 Missense_Mutation SNP G A 20 99 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_58 Pre-Treatment PRDM9 56979 37 5 23527052 23527052 Missense_Mutation SNP C T 5 105 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_58 Pre-Treatment ITGA2 3673 37 5 52347370 52347370 Missense_Mutation SNP G A 4 77 c.760G>A c.(760-762)GGA>AGA p.G254R

Pat_58 Pre-Treatment DMGDH 29958 37 5 78338173 78338173 Missense_Mutation SNP G A 4 37 c.1126C>T c.(1126-1128)CCT>TCT p.P376S

Pat_58 Pre-Treatment JMY 133746 37 5 78596054 78596054 Nonsense_Mutation SNP C T 29 80 c.1606C>T c.(1606-1608)CAG>TAG p.Q536*

Pat_58 Pre-Treatment SNCAIP 9627 37 5 121780390 121780390 Missense_Mutation SNP G A 4 50 c.1555G>A c.(1555-1557)GCC>ACC p.A519T

Pat_58 Pre-Treatment PCDHA11 56138 37 5 140248752 140248752 Missense_Mutation SNP G A 15 53 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_58 Pre-Treatment PCDHB4 56131 37 5 140503847 140503847 Missense_Mutation SNP G A 27 77 c.2267G>A c.(2266-2268)GGA>GAA p.G756E

Pat_58 Pre-Treatment PCDHB5 26167 37 5 140515773 140515773 Missense_Mutation SNP G A 60 203 c.757G>A c.(757-759)GAG>AAG p.E253K

Pat_58 Pre-Treatment PCDHB5 26167 37 5 140516739 140516739 Missense_Mutation SNP G A 5 68 c.1723G>A c.(1723-1725)GTG>ATG p.V575M

Pat_58 Pre-Treatment PCDHB7 56129 37 5 140552652 140552652 Missense_Mutation SNP C T 19 53 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_58 Pre-Treatment CAMK2A 815 37 5 149636182 149636182 Missense_Mutation SNP G A 4 38 c.365C>T c.(364-366)GCT>GTT p.A122V

Pat_58 Pre-Treatment GEMIN5 25929 37 5 154275814 154275815 Missense_Mutation DNP GT AA 3 29 c.3434_3435AC>TT c.(3433-3435)TAC>TTT p.Y1145F

Pat_58 Pre-Treatment KIF4B 285643 37 5 154394854 154394854 Missense_Mutation SNP G A 24 57 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_58 Pre-Treatment C5orf40 408263 37 5 156770118 156770118 Missense_Mutation SNP G A 10 28 c.427C>T c.(427-429)CCG>TCG p.P143S

Pat_58 Pre-Treatment ODZ2 57451 37 5 167379679 167379679 Missense_Mutation SNP G A 4 47 c.799G>A c.(799-801)GCC>ACC p.A267T

Pat_58 Pre-Treatment OR2Y1 134083 37 5 180166481 180166481 Missense_Mutation SNP C T 16 50 c.578G>A c.(577-579)GGA>GAA p.G193E

Pat_58 Pre-Treatment SYCP2L 221711 37 6 10935349 10935349 Missense_Mutation SNP C T 9 35 c.1742C>T c.(1741-1743)CCA>CTA p.P581L

Pat_58 Pre-Treatment DHX16 8449 37 6 30633288 30633288 Missense_Mutation SNP G A 19 62 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_58 Pre-Treatment MUC21 394263 37 6 30954947 30954947 Missense_Mutation SNP A C 12 589 c.995A>C c.(994-996)AAC>ACC p.N332T

Pat_58 Pre-Treatment MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 4 30 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_58 Pre-Treatment TNXB 7148 37 6 32025954 32025955 Missense_Mutation DNP CC AA 4 50 c.7705_7706GG>TTc.(7705-7707)GGG>TTG p.G2569L



Pat_58 Pre-Treatment DNAH8 1769 37 6 38840720 38840720 Missense_Mutation SNP G C 10 17 c.6625G>C c.(6625-6627)GCC>CCC p.A2209P

Pat_58 Pre-Treatment TTBK1 84630 37 6 43230630 43230630 Missense_Mutation SNP G A 3 23 c.1528G>A c.(1528-1530)GGC>AGC p.G510S

Pat_58 Pre-Treatment TDRD6 221400 37 6 46657437 46657437 Nonsense_Mutation SNP T A 16 80 c.1572T>A c.(1570-1572)TAT>TAA p.Y524*

Pat_58 Pre-Treatment BCKDHB 594 37 6 80912831 80912831 Nonsense_Mutation SNP C T 4 52 c.853C>T c.(853-855)CGA>TGA p.R285*

Pat_58 Pre-Treatment ZNF292 23036 37 6 87925717 87925717 Nonsense_Mutation SNP C T 10 38 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_58 Pre-Treatment ZNF292 23036 37 6 87966906 87966906 Missense_Mutation SNP G A 14 28 c.3559G>A c.(3559-3561)GTC>ATC p.V1187I

Pat_58 Pre-Treatment GRIK2 2898 37 6 102124506 102124506 Missense_Mutation SNP C T 6 35 c.550C>T c.(550-552)CGT>TGT p.R184C

Pat_58 Pre-Treatment DCBLD1 285761 37 6 117859900 117859900 Missense_Mutation SNP A G 3 30 c.878A>G c.(877-879)CAG>CGG p.Q293R

Pat_58 Pre-Treatment MYCT1 80177 37 6 153043051 153043051 Missense_Mutation SNP G A 28 67 c.371G>A c.(370-372)GGA>GAA p.G124E

Pat_58 Pre-Treatment MAD1L1 8379 37 7 2054189 2054189 Missense_Mutation SNP C T 4 30 c.1307G>A c.(1306-1308)CGG>CAG p.R436Q

Pat_58 Pre-Treatment CREB5 9586 37 7 28848934 28848934 Missense_Mutation SNP G A 4 53 c.1157G>A c.(1156-1158)CGG>CAG p.R386Q

Pat_58 Pre-Treatment NEUROD6 63974 37 7 31378228 31378228 Missense_Mutation SNP G A 11 32 c.655C>T c.(655-657)CCC>TCC p.P219S

Pat_58 Pre-Treatment PDE1C 5137 37 7 31862845 31862845 Missense_Mutation SNP G A 9 30 c.1424C>T c.(1423-1425)TCG>TTG p.S475L

Pat_58 Pre-Treatment POLR2J4 84820 37 7 44005467 44005467 Missense_Mutation SNP C T 4 32 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_58 Pre-Treatment PHKG1 5260 37 7 56155446 56155446 Missense_Mutation SNP C T 19 27 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_58 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 5 75 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_58 Pre-Treatment ZNF727 442319 37 7 63538824 63538824 Missense_Mutation SNP G A 5 55 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_58 Pre-Treatment CDK6 1021 37 7 92462448 92462448 Missense_Mutation SNP C T 3 20 c.190G>A c.(190-192)GTG>ATG p.V64M

Pat_58 Pre-Treatment DLX6 1750 37 7 96635571 96635571 Missense_Mutation SNP C G 3 10 c.198C>G c.(196-198)CAC>CAG p.H66Q

Pat_58 Pre-Treatment ASNS 440 37 7 97488576 97488576 Missense_Mutation SNP G A 5 108 c.622C>T c.(622-624)CGG>TGG p.R208W

Pat_58 Pre-Treatment LMTK2 22853 37 7 97821170 97821170 Missense_Mutation SNP G A 4 66 c.1393G>A c.(1393-1395)GTG>ATG p.V465M

Pat_58 Pre-Treatment TRRAP 8295 37 7 98490140 98490140 Missense_Mutation SNP C T 5 92 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_58 Pre-Treatment C7orf61 402573 37 7 100061137 100061137 Missense_Mutation SNP G A 4 63 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_58 Pre-Treatment MUC17 140453 37 7 100683647 100683647 Missense_Mutation SNP G A 130 582 c.8950G>A c.(8950-8952)GAA>AAA p.E2984K

Pat_58 Pre-Treatment SND1 27044 37 7 127343369 127343369 Missense_Mutation SNP C T 4 63 c.832C>T c.(832-834)CTT>TTT p.L278F

Pat_58 Pre-Treatment ZC3HAV1 56829 37 7 138764620 138764620 Missense_Mutation SNP G A 5 111 c.1067C>T c.(1066-1068)GCC>GTC p.A356V

Pat_58 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 48 30 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_58 Pre-Treatment OR9A2 135924 37 7 142723927 142723927 Missense_Mutation SNP G A 10 41 c.293C>T c.(292-294)TCG>TTG p.S98L

Pat_58 Pre-Treatment SSPO 23145 37 7 149523307 149523307 Missense_Mutation SNP C T 4 38 c.14390C>T c.(14389-14391)GCA>GTA p.A4797V

Pat_58 Pre-Treatment DLGAP2 9228 37 8 1616614 1616614 Missense_Mutation SNP G A 3 8 c.1690G>A c.(1690-1692)GAC>AAC p.D564N

Pat_58 Pre-Treatment NAT2 10 37 8 18258201 18258201 Missense_Mutation SNP G A 4 66 c.688G>A c.(688-690)GGG>AGG p.G230R

Pat_58 Pre-Treatment BMP1 649 37 8 22059345 22059345 Missense_Mutation SNP G A 3 30 c.2137G>A c.(2137-2139)GGC>AGC p.G713S

Pat_58 Pre-Treatment EXTL3 2137 37 8 28574136 28574136 Missense_Mutation SNP G A 5 78 c.560G>A c.(559-561)CGT>CAT p.R187H

Pat_58 Pre-Treatment POLB 5423 37 8 42229086 42229086 Missense_Mutation SNP G A 3 17 c.919G>A c.(919-921)GCA>ACA p.A307T

Pat_58 Pre-Treatment TRIM55 84675 37 8 67086715 67086715 Missense_Mutation SNP G A 24 59 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_58 Pre-Treatment CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 12 36 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_58 Pre-Treatment FBXO10 26267 37 9 37521629 37521629 Missense_Mutation SNP C T 11 19 c.2137G>A c.(2137-2139)GAC>AAC p.D713N

Pat_58 Pre-Treatment TLE1 7088 37 9 84268926 84268926 Missense_Mutation SNP G A 4 45 c.260C>T c.(259-261)ACG>ATG p.T87M

Pat_58 Pre-Treatment SECISBP2 79048 37 9 91940568 91940568 Missense_Mutation SNP C A 4 62 c.409C>A c.(409-411)CAA>AAA p.Q137K

Pat_58 Pre-Treatment IPPK 64768 37 9 95396667 95396667 Splice_Site SNP C A 4 39 c.1170_splice c.e11+1 p.K390_splice

Pat_58 Pre-Treatment EPB41L4B 54566 37 9 111954631 111954631 Missense_Mutation SNP G A 8 39 c.2228C>T c.(2227-2229)CCC>CTC p.P743L

Pat_58 Pre-Treatment C9orf84 158401 37 9 114490105 114490105 Missense_Mutation SNP C T 13 25 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_58 Pre-Treatment PAPPA 5069 37 9 118997788 118997788 Missense_Mutation SNP G T 3 14 c.2604G>T c.(2602-2604)ATG>ATT p.M868I

Pat_58 Pre-Treatment MAPKAP1 79109 37 9 128206856 128206856 Missense_Mutation SNP G A 4 67 c.1367C>T c.(1366-1368)ACG>ATG p.T456M

Pat_58 Pre-Treatment ARSF 416 37 X 3030406 3030406 Missense_Mutation SNP G A 25 58 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_58 Pre-Treatment MXRA5 25878 37 X 3248289 3248289 Missense_Mutation SNP C T 8 22 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_58 Pre-Treatment FAM47A 158724 37 X 34150139 34150139 Missense_Mutation SNP G A 17 66 c.257C>T c.(256-258)CCC>CTC p.P86L



Pat_58 Pre-Treatment SUV39H1 6839 37 X 48564896 48564896 Missense_Mutation SNP C T 3 3 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_58 Pre-Treatment CACNA1F 778 37 X 49076214 49076214 Missense_Mutation SNP C T 3 13 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_58 Pre-Treatment PAGE3 139793 37 X 55287057 55287057 Missense_Mutation SNP G A 3 39 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_58 Pre-Treatment OGT 8473 37 X 70781638 70781638 Missense_Mutation SNP G A 4 12 c.1865G>A c.(1864-1866)GGA>GAA p.G622E

Pat_58 Pre-Treatment KIAA2022 340533 37 X 73961331 73961331 Missense_Mutation SNP C T 13 41 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_58 Pre-Treatment LPAR4 2846 37 X 78010751 78010751 Missense_Mutation SNP C T 5 69 c.385C>T c.(385-387)CTC>TTC p.L129F

Pat_58 Pre-Treatment CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 7 28 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_58 Pre-Treatment DOCK11 139818 37 X 117773445 117773445 Missense_Mutation SNP C T 16 78 c.4049C>T c.(4048-4050)TCG>TTG p.S1350L

Pat_58 Pre-Treatment RHOXF2B 727940 37 X 119210996 119210996 Missense_Mutation SNP C T 8 18 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_58 Pre-Treatment ZBTB33 10009 37 X 119388238 119388238 Missense_Mutation SNP G A 19 84 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_58 Pre-Treatment ODZ1 10178 37 X 123517777 123517777 Missense_Mutation SNP C T 5 80 c.6983G>A c.(6982-6984)AGC>AAC p.S2328N

Pat_58 Pre-Treatment GABRE 2564 37 X 151123487 151123487 Missense_Mutation SNP C T 7 11 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_58 Pre-Treatment FAM58A 92002 37 X 152858142 152858142 Missense_Mutation SNP C T 4 28 c.293G>A c.(292-294)AGC>AAC p.S98N

Pat_58 Pre-Treatment NAA10 8260 37 X 153195562 153195562 Missense_Mutation SNP C T 5 77 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_58 Pre-Treatment MPP1 4354 37 X 154013421 154013421 Missense_Mutation SNP C T 3 22 c.689G>A c.(688-690)AGT>AAT p.S230N

Pat_58 Post-Resistance CA6 765 37 1 9027747 9027747 Missense_Mutation SNP G A 4 318 c.601G>A c.(601-603)GTT>ATT p.V201I

Pat_58 Post-Resistance UBE4B 10277 37 1 10228311 10228311 Nonsense_Mutation SNP A T 27 90 c.3316A>T c.(3316-3318)AAG>TAG p.K1106*

Pat_58 Post-Resistance LOC649330 649330 37 1 12907458 12907458 Missense_Mutation SNP T C 6 224 c.685A>G c.(685-687)ACG>GCG p.T229A

Pat_58 Post-Resistance NBPF1 55672 37 1 16918653 16918653 Splice_Site SNP C T 4 160 c.-35_splice c.e6+1

Pat_58 Post-Resistance MST1P9 11223 37 1 17085872 17085872 Missense_Mutation SNP A G 6 73 c.949T>C c.(949-951)TGG>CGG p.W317R

Pat_58 Post-Resistance CROCC 9696 37 1 17272075 17272075 Missense_Mutation SNP G A 5 31 c.2110G>A c.(2110-2112)GCC>ACC p.A704T

Pat_58 Post-Resistance RPL11 6135 37 1 24021193 24021193 Missense_Mutation SNP G A 93 209 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_58 Post-Resistance GALE 2582 37 1 24124707 24124707 Missense_Mutation SNP G A 4 158 c.251C>T c.(250-252)GCG>GTG p.A84V

Pat_58 Post-Resistance PTCH2 8643 37 1 45296653 45296653 Missense_Mutation SNP G A 26 50 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_58 Post-Resistance CYP4B1 1580 37 1 47279163 47279163 Missense_Mutation SNP G A 45 100 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_58 Post-Resistance S100A12 6283 37 1 153347041 153347041 Missense_Mutation SNP C T 146 337 c.28G>A c.(28-30)GGA>AGA p.G10R

Pat_58 Post-Resistance FDPS 2224 37 1 155282162 155282162 Nonsense_Mutation SNP G A 14 59 c.456G>A c.(454-456)TGG>TGA p.W152*

Pat_58 Post-Resistance VSIG8 391123 37 1 159827563 159827563 Missense_Mutation SNP C G 29 68 c.624G>C c.(622-624)CAG>CAC p.Q208H

Pat_58 Post-Resistance DUSP27 92235 37 1 167095933 167095933 Missense_Mutation SNP G A 95 147 c.1565G>A c.(1564-1566)AGC>AAC p.S522N

Pat_58 Post-Resistance TNR 7143 37 1 175375489 175375489 Missense_Mutation SNP G A 88 211 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_58 Post-Resistance PAPPA2 60676 37 1 176525627 176525627 Nonsense_Mutation SNP C T 219 80 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_58 Post-Resistance ASTN1 460 37 1 176915173 176915173 Missense_Mutation SNP C T 78 152 c.2138G>A c.(2137-2139)GGG>GAG p.G713E

Pat_58 Post-Resistance CEP350 9857 37 1 180044327 180044327 Missense_Mutation SNP A T 25 42 c.5738A>T c.(5737-5739)GAA>GTA p.E1913V

Pat_58 Post-Resistance PIGR 5284 37 1 207112655 207112655 Missense_Mutation SNP G A 36 77 c.197C>T c.(196-198)ACC>ATC p.T66I

Pat_58 Post-Resistance HIST3H3 8290 37 1 228612975 228612975 Missense_Mutation SNP G A 6 188 c.52C>T c.(52-54)CGC>TGC p.R18C

Pat_58 Post-Resistance KIAA1804 84451 37 1 233507802 233507802 Missense_Mutation SNP C T 97 176 c.1571C>T c.(1570-1572)ACC>ATC p.T524I

Pat_58 Post-Resistance RET 5979 37 10 43597792 43597792 Missense_Mutation SNP C T 79 48 c.340C>T c.(340-342)CGC>TGC p.R114C

Pat_58 Post-Resistance PSAP 5660 37 10 73587854 73587854 Missense_Mutation SNP G A 4 179 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_58 Post-Resistance PTEN 5728 37 10 89692899 89692899 Missense_Mutation SNP A C 184 133 c.383A>C c.(382-384)AAG>ACG p.K128T

Pat_58 Post-Resistance PLCE1 51196 37 10 95791173 95791173 Missense_Mutation SNP G A 67 55 c.370G>A c.(370-372)GAA>AAA p.E124K

Pat_58 Post-Resistance OBFC1 79991 37 10 105642449 105642449 Missense_Mutation SNP G A 4 211 c.1100C>T c.(1099-1101)GCG>GTG p.A367V

Pat_58 Post-Resistance OR52E2 119678 37 11 5080082 5080082 Missense_Mutation SNP G A 31 112 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_58 Post-Resistance TRIM6-TRIM34 445372 37 11 5624931 5624931 Missense_Mutation SNP C T 5 191 c.473C>T c.(472-474)ACG>ATG p.T158M

Pat_58 Post-Resistance OR52B2 255725 37 11 6191079 6191079 Missense_Mutation SNP G A 15 110 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_58 Post-Resistance OR10A6 390093 37 11 7949500 7949500 Missense_Mutation SNP G A 32 126 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_58 Post-Resistance OR4A16 81327 37 11 55111552 55111552 Missense_Mutation SNP G A 41 29 c.876G>A c.(874-876)ATG>ATA p.M292I

Pat_58 Post-Resistance OR5M8 219484 37 11 56258567 56258567 Missense_Mutation SNP G A 122 150 c.280C>T c.(280-282)CCT>TCT p.P94S



Pat_58 Post-Resistance P2RX3 5024 37 11 57137436 57137436 Missense_Mutation SNP C T 52 41 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_58 Post-Resistance OR9Q2 219957 37 11 57958302 57958302 Missense_Mutation SNP C T 81 283 c.340C>T c.(340-342)CTT>TTT p.L114F

Pat_58 Post-Resistance OR5A1 219982 37 11 59211486 59211486 Missense_Mutation SNP C T 193 215 c.845C>T c.(844-846)TCA>TTA p.S282L

Pat_58 Post-Resistance CDC42BPG 55561 37 11 64608092 64608092 Missense_Mutation SNP A C 5 223 c.365T>G c.(364-366)GTG>GGG p.V122G

Pat_58 Post-Resistance KAT5 10524 37 11 65482186 65482186 Missense_Mutation SNP G A 7 696 c.812G>A c.(811-813)CGT>CAT p.R271H

Pat_58 Post-Resistance CLCF1 23529 37 11 67132696 67132696 Missense_Mutation SNP G A 4 126 c.589C>T c.(589-591)CGC>TGC p.R197C

Pat_58 Post-Resistance FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 4 97 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_58 Post-Resistance CNTN5 53942 37 11 99786792 99786792 Missense_Mutation SNP G A 17 20 c.584G>A c.(583-585)GGA>GAA p.G195E

Pat_58 Post-Resistance CNTN5 53942 37 11 100168359 100168360 Missense_Mutation DNP CC TT 20 40 c.2317_2318CC>TTc.(2317-2319)CCG>TTG p.P773L

Pat_58 Post-Resistance HTR3A 3359 37 11 113857451 113857451 Missense_Mutation SNP G C 55 157 c.935G>C c.(934-936)GGT>GCT p.G312A

Pat_58 Post-Resistance KCNJ1 3758 37 11 128709244 128709244 Missense_Mutation SNP C T 60 86 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_58 Post-Resistance CLEC9A 283420 37 12 10217331 10217331 Missense_Mutation SNP G T 120 254 c.472G>T c.(472-474)GAT>TAT p.D158Y

Pat_58 Post-Resistance PRB2 653247 37 12 11546009 11546009 Missense_Mutation SNP T G 5 445 c.1003A>C c.(1003-1005)AAA>CAA p.K335Q

Pat_58 Post-Resistance LOH12CR1 118426 37 12 12514232 12514232 Missense_Mutation SNP C T 141 244 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_58 Post-Resistance PPFIBP1 8496 37 12 27802985 27802985 Missense_Mutation SNP C A 50 117 c.514C>A c.(514-516)CTG>ATG p.L172M

Pat_58 Post-Resistance CNTN1 1272 37 12 41410489 41410489 Missense_Mutation SNP G C 34 71 c.2190G>C c.(2188-2190)TTG>TTC p.L730F

Pat_58 Post-Resistance NUP107 57122 37 12 69107527 69107527 Missense_Mutation SNP C T 126 208 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_58 Post-Resistance WSCD2 9671 37 12 108589739 108589739 Missense_Mutation SNP G A 5 357 c.130G>A c.(130-132)GCT>ACT p.A44T

Pat_58 Post-Resistance SVOP 55530 37 12 109316492 109316492 Missense_Mutation SNP A T 4 69 c.1130T>A c.(1129-1131)CTG>CAG p.L377Q

Pat_58 Post-Resistance NAA25 80018 37 12 112486232 112486232 Missense_Mutation SNP T C 104 131 c.1744A>G c.(1744-1746)ATT>GTT p.I582V

Pat_58 Post-Resistance GPR109B 8843 37 12 123200890 123200890 Missense_Mutation SNP G A 86 192 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Post-Resistance TUBA3C 7278 37 13 19753616 19753616 Nonsense_Mutation SNP G A 173 261 c.91C>T c.(91-93)CAG>TAG p.Q31*

Pat_58 Post-Resistance HS6ST3 266722 37 13 97485361 97485361 Missense_Mutation SNP G A 86 128 c.1325G>A c.(1324-1326)CGA>CAA p.R442Q

Pat_58 Post-Resistance ARHGEF7 8874 37 13 111767950 111767950 Missense_Mutation SNP A C 27 39 c.77A>C c.(76-78)GAC>GCC p.D26A

Pat_58 Post-Resistance GMPR2 51292 37 14 24707523 24707523 Nonsense_Mutation SNP G T 4 141 c.769G>T c.(769-771)GAG>TAG p.E257*

Pat_58 Post-Resistance MAP3K9 4293 37 14 71205096 71205096 Missense_Mutation SNP G T 4 231 c.1710C>A c.(1708-1710)AGC>AGA p.S570R

Pat_58 Post-Resistance CCDC88C 440193 37 14 91779633 91779633 Missense_Mutation SNP G A 5 272 c.2527C>T c.(2527-2529)CGG>TGG p.R843W

Pat_58 Post-Resistance KLC1 3831 37 14 104123952 104123952 Missense_Mutation SNP C T 5 269 c.331C>T c.(331-333)CGT>TGT p.R111C

Pat_58 Post-Resistance C15orf2 23742 37 15 24923547 24923547 Missense_Mutation SNP G A 117 110 c.2533G>A c.(2533-2535)GAG>AAG p.E845K

Pat_58 Post-Resistance OTUD7A 161725 37 15 31776801 31776801 Missense_Mutation SNP C T 14 13 c.1477G>A c.(1477-1479)GGC>AGC p.G493S

Pat_58 Post-Resistance PLA2G4D 283748 37 15 42361057 42361057 Missense_Mutation SNP C T 23 17 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_58 Post-Resistance CASKIN1 57524 37 16 2239282 2239282 Missense_Mutation SNP C G 12 68 c.443G>C c.(442-444)GGG>GCG p.G148A

Pat_58 Post-Resistance PAQR4 124222 37 16 3021902 3021902 Missense_Mutation SNP G A 4 120 c.775G>A c.(775-777)GTG>ATG p.V259M

Pat_58 Post-Resistance ACSM2A 123876 37 16 20476849 20476849 Missense_Mutation SNP G A 8 114 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Post-Resistance ACSM2B 348158 37 16 20570759 20570759 Missense_Mutation SNP C T 23 58 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Post-Resistance DNAH3 55567 37 16 21053420 21053420 Missense_Mutation SNP G A 87 154 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_58 Post-Resistance RRN3P1 730092 37 16 21809167 21809167 Missense_Mutation SNP G A 5 50 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_58 Post-Resistance CD19 930 37 16 28948983 28948983 Missense_Mutation SNP C T 4 253 c.1411C>T c.(1411-1413)CCG>TCG p.P471S

Pat_58 Post-Resistance GNAO1 2775 37 16 56362666 56362666 Missense_Mutation SNP C T 4 253 c.427C>T c.(427-429)CGG>TGG p.R143W

Pat_58 Post-Resistance KIAA0895L 653319 37 16 67214167 67214167 Missense_Mutation SNP G A 4 119 c.347C>T c.(346-348)GCA>GTA p.A116V

Pat_58 Post-Resistance PARD6A 50855 37 16 67696424 67696424 Nonsense_Mutation SNP G A 3 84 c.915G>A c.(913-915)TGG>TGA p.W305*

Pat_58 Post-Resistance TSNAXIP1 55815 37 16 67860947 67860947 Missense_Mutation SNP G A 43 179 c.1474G>A c.(1474-1476)GAG>AAG p.E492K

Pat_58 Post-Resistance COG8 84342 37 16 69373451 69373451 Missense_Mutation SNP G A 4 85 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_58 Post-Resistance CNTNAP4 85445 37 16 76501306 76501306 Missense_Mutation SNP G A 47 51 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_58 Post-Resistance PKD1L2 114780 37 16 81181938 81181938 Missense_Mutation SNP T A 57 82 c.4778A>T c.(4777-4779)GAG>GTG p.E1593V

Pat_58 Post-Resistance KIAA0513 9764 37 16 85112025 85112025 Missense_Mutation SNP G A 20 52 c.787G>A c.(787-789)GAC>AAC p.D263N

Pat_58 Post-Resistance PITPNM3 83394 37 17 6374648 6374648 Missense_Mutation SNP A G 10 17 c.1457T>C c.(1456-1458)CTC>CCC p.L486P



Pat_58 Post-Resistance MYH4 4622 37 17 10348301 10348301 Missense_Mutation SNP C T 112 195 c.5458G>A c.(5458-5460)GAG>AAG p.E1820K

Pat_58 Post-Resistance MYH2 4620 37 17 10432565 10432565 Missense_Mutation SNP C T 42 121 c.3268G>A c.(3268-3270)GAG>AAG p.E1090K

Pat_58 Post-Resistance TEKT3 64518 37 17 15231338 15231338 Missense_Mutation SNP G A 127 232 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_58 Post-Resistance MAPK7 5598 37 17 19284463 19284463 Missense_Mutation SNP C A 4 187 c.941C>A c.(940-942)CCA>CAA p.P314Q

Pat_58 Post-Resistance SLC6A4 6532 37 17 28530357 28530357 Missense_Mutation SNP A G 41 174 c.1651T>C c.(1651-1653)TTC>CTC p.F551L

Pat_58 Post-Resistance PLXDC1 57125 37 17 37224186 37224186 Missense_Mutation SNP C T 71 104 c.1410G>A c.(1408-1410)ATG>ATA p.M470I

Pat_58 Post-Resistance KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 6 363 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_58 Post-Resistance SOX9 6662 37 17 70120373 70120373 Missense_Mutation SNP G A 131 249 c.1375G>A c.(1375-1377)GGC>AGC p.G459S

Pat_58 Post-Resistance GGA3 23163 37 17 73242839 73242839 Missense_Mutation SNP C T 53 101 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_58 Post-Resistance KIAA0195 9772 37 17 73489139 73489139 Missense_Mutation SNP C T 55 101 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_58 Post-Resistance CDK3 1018 37 17 73998125 73998125 Missense_Mutation SNP G A 22 115 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_58 Post-Resistance CBX2 84733 37 17 77758233 77758233 Missense_Mutation SNP C A 3 30 c.991C>A c.(991-993)CAT>AAT p.H331N

Pat_58 Post-Resistance PTPRM 5797 37 18 8380385 8380385 Missense_Mutation SNP G A 4 207 c.3839G>A c.(3838-3840)TGC>TAC p.C1280Y

Pat_58 Post-Resistance POTEC 388468 37 18 14513663 14513663 Missense_Mutation SNP C T 7 371 c.1531G>A c.(1531-1533)GAG>AAG p.E511K

Pat_58 Post-Resistance ZNF521 25925 37 18 22804770 22804770 Missense_Mutation SNP G A 60 87 c.3112C>T c.(3112-3114)CAT>TAT p.H1038Y

Pat_58 Post-Resistance DSC3 1825 37 18 28598204 28598204 Missense_Mutation SNP C T 31 74 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_58 Post-Resistance DSG3 1830 37 18 29052688 29052688 Missense_Mutation SNP G A 28 59 c.2038G>A c.(2038-2040)GAA>AAA p.E680K

Pat_58 Post-Resistance ZNF271 10778 37 18 32886791 32886791 Missense_Mutation SNP C T 60 131 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_58 Post-Resistance NEDD4L 23327 37 18 56037691 56037691 Missense_Mutation SNP G A 68 102 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_58 Post-Resistance CDH20 28316 37 18 59221482 59221482 Missense_Mutation SNP G A 181 354 c.1960G>A c.(1960-1962)GAC>AAC p.D654N

Pat_58 Post-Resistance CDH7 1005 37 18 63511228 63511228 Missense_Mutation SNP G A 139 219 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_58 Post-Resistance ADAT3 113179 37 19 1912891 1912891 Missense_Mutation SNP G A 4 89 c.797G>A c.(796-798)CGT>CAT p.R266H

Pat_58 Post-Resistance DOT1L 84444 37 19 2217801 2217801 Missense_Mutation SNP G A 3 36 c.2575G>A c.(2575-2577)GGG>AGG p.G859R

Pat_58 Post-Resistance MUC16 94025 37 19 9075612 9075612 Missense_Mutation SNP T G 21 39 c.11834A>C c.(11833-11835)CAC>CCC p.H3945P

Pat_58 Post-Resistance MUC16 94025 37 19 9091708 9091708 Missense_Mutation SNP C T 31 87 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_58 Post-Resistance OR7D4 125958 37 19 9325014 9325014 Missense_Mutation SNP G A 4 297 c.500C>T c.(499-501)ACC>ATC p.T167I

Pat_58 Post-Resistance CYP4F12 66002 37 19 15807003 15807003 Missense_Mutation SNP C T 113 281 c.1282C>T c.(1282-1284)CAT>TAT p.H428Y

Pat_58 Post-Resistance NXNL1 115861 37 19 17566497 17566497 Missense_Mutation SNP C T 3 13 c.598G>A c.(598-600)GGA>AGA p.G200R

Pat_58 Post-Resistance ZNF90 7643 37 19 20229238 20229238 Missense_Mutation SNP G A 5 282 c.875G>A c.(874-876)AGA>AAA p.R292K

Pat_58 Post-Resistance ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 7 800 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_58 Post-Resistance ZNF208 7757 37 19 22154522 22154522 Missense_Mutation SNP C T 295 372 c.2930G>A c.(2929-2931)AGA>AAA p.R977K

Pat_58 Post-Resistance CEACAM5 1048 37 19 42224958 42224958 Missense_Mutation SNP A G 236 251 c.1888A>G c.(1888-1890)AAT>GAT p.N630D

Pat_58 Post-Resistance PSG9 5678 37 19 43771986 43771986 Missense_Mutation SNP C T 361 426 c.380G>A c.(379-381)CGA>CAA p.R127Q

Pat_58 Post-Resistance NPAS1 4861 37 19 47548577 47548577 Missense_Mutation SNP G A 52 108 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_58 Post-Resistance CRX 1406 37 19 48339526 48339526 Missense_Mutation SNP C T 4 194 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_58 Post-Resistance KLK15 55554 37 19 51330220 51330220 Missense_Mutation SNP G A 26 61 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Post-Resistance NLRP12 91662 37 19 54299142 54299142 Missense_Mutation SNP G T 4 134 c.3069C>A c.(3067-3069)AGC>AGA p.S1023R

Pat_58 Post-Resistance TSEN34 79042 37 19 54696042 54696042 Missense_Mutation SNP C G 146 186 c.563C>G c.(562-564)GCC>GGC p.A188G

Pat_58 Post-Resistance KIR3DX1 90011 37 19 55048172 55048172 Missense_Mutation SNP G A 48 142 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_58 Post-Resistance PEG3 5178 37 19 57325129 57325129 Missense_Mutation SNP C T 114 129 c.4681G>A c.(4681-4683)GAG>AAG p.E1561K

Pat_58 Post-Resistance ZNF749 388567 37 19 57955885 57955885 Missense_Mutation SNP C G 5 379 c.1369C>G c.(1369-1371)CAG>GAG p.Q457E

Pat_58 Post-Resistance CYS1 192668 37 2 10206069 10206069 Missense_Mutation SNP C A 4 169 c.333G>T c.(331-333)CAG>CAT p.Q111H

Pat_58 Post-Resistance ASXL2 55252 37 2 26101081 26101081 Missense_Mutation SNP T C 6 608 c.11A>G c.(10-12)AAG>AGG p.K4R

Pat_58 Post-Resistance GTF3C2 2976 37 2 27560826 27560826 Missense_Mutation SNP G A 238 593 c.917C>T c.(916-918)CCT>CTT p.P306L

Pat_58 Post-Resistance QPCT 25797 37 2 37571926 37571926 Missense_Mutation SNP C G 3 55 c.52C>G c.(52-54)CTG>GTG p.L18V

Pat_58 Post-Resistance KCNG3 170850 37 2 42671595 42671595 Missense_Mutation SNP G A 136 231 c.790C>T c.(790-792)CCG>TCG p.P264S

Pat_58 Post-Resistance TET3 200424 37 2 74300721 74300721 Missense_Mutation SNP G A 18 46 c.2135G>A c.(2134-2136)GGA>GAA p.G712E



Pat_58 Post-Resistance C2orf65 130951 37 2 74803695 74803695 Missense_Mutation SNP C A 4 136 c.820G>T c.(820-822)GCT>TCT p.A274S

Pat_58 Post-Resistance SMYD1 150572 37 2 88383938 88383938 Missense_Mutation SNP G A 89 137 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_58 Post-Resistance SNRNP200 23020 37 2 96943407 96943407 Missense_Mutation SNP C T 4 282 c.5801G>A c.(5800-5802)GGG>GAG p.G1934E

Pat_58 Post-Resistance GCC2 9648 37 2 109124081 109124081 Nonsense_Mutation SNP C T 60 132 c.5050C>T c.(5050-5052)CGA>TGA p.R1684*

Pat_58 Post-Resistance CNTNAP5 129684 37 2 125547652 125547652 Missense_Mutation SNP G A 56 75 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_58 Post-Resistance LRP1B 53353 37 2 141093183 141093183 Splice_Site SNP C A 26 197 c.12116_splice c.e78+1 p.G4039_splice

Pat_58 Post-Resistance TTC21B 79809 37 2 166740494 166740494 Missense_Mutation SNP G A 4 200 c.3494C>T c.(3493-3495)ACG>ATG p.T1165M

Pat_58 Post-Resistance SCN9A 6335 37 2 167133791 167133791 Missense_Mutation SNP A G 64 292 c.2543T>C c.(2542-2544)ATT>ACT p.I848T

Pat_58 Post-Resistance TTN 7273 37 2 179554591 179554591 Missense_Mutation SNP C T 125 225 c.28063G>A c.(28063-28065)GAA>AAA p.E9355K

Pat_58 Post-Resistance TTN 7273 37 2 179611173 179611173 Missense_Mutation SNP T A 29 84 c.15954A>T c.(15952-15954)GAA>GAT p.E5318D

Pat_58 Post-Resistance TTN 7273 37 2 179611175 179611175 Missense_Mutation SNP C T 31 88 c.15952G>A c.(15952-15954)GAA>AAA p.E5318K

Pat_58 Post-Resistance TTN 7273 37 2 179616629 179616629 Nonsense_Mutation SNP C A 150 298 c.10498G>T c.(10498-10500)GAA>TAA p.E3500*

Pat_58 Post-Resistance PDE1A 5136 37 2 183129116 183129116 Missense_Mutation SNP C T 67 112 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_58 Post-Resistance NIF3L1 60491 37 2 201757983 201757983 Missense_Mutation SNP A T 75 133 c.451A>T c.(451-453)AGG>TGG p.R151W

Pat_58 Post-Resistance NRP2 8828 37 2 206617576 206617576 Missense_Mutation SNP C T 41 72 c.1921C>T c.(1921-1923)CCT>TCT p.P641S

Pat_58 Post-Resistance DNAJB3 414061 37 2 234652194 234652194 Missense_Mutation SNP C G 53 91 c.369G>C c.(367-369)TTG>TTC p.L123F

Pat_58 Post-Resistance IQCA1 79781 37 2 237406078 237406078 Missense_Mutation SNP C T 18 27 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_58 Post-Resistance SLA2 84174 37 20 35261091 35261091 Nonsense_Mutation SNP C A 3 61 c.289G>T c.(289-291)GAG>TAG p.E97*

Pat_58 Post-Resistance CHD6 84181 37 20 40102126 40102126 Missense_Mutation SNP G A 4 286 c.2500C>T c.(2500-2502)CGG>TGG p.R834W

Pat_58 Post-Resistance CHD6 84181 37 20 40162173 40162173 Missense_Mutation SNP A G 12 157 c.70T>C c.(70-72)TCT>CCT p.S24P

Pat_58 Post-Resistance BAGE2 85319 37 21 11098839 11098839 Translation_Start_Site SNP C T 7 241 c.-121G>A c.(-123--119)CCGTG>CCATG

Pat_58 Post-Resistance DSCAM 1826 37 21 41450612 41450612 Splice_Site SNP A G 17 96 c.4711_splice c.e26+1 p.S1571_splice

Pat_58 Post-Resistance MX2 4600 37 21 42778797 42778797 Nonsense_Mutation SNP C T 89 194 c.1777C>T c.(1777-1779)CGA>TGA p.R593*

Pat_58 Post-Resistance RIPK4 54101 37 21 43187175 43187175 Nonsense_Mutation SNP C T 19 33 c.27G>A c.(25-27)TGG>TGA p.W9*

Pat_58 Post-Resistance HIRA 7290 37 22 19375314 19375314 Missense_Mutation SNP C A 10 70 c.1033G>T c.(1033-1035)GTA>TTA p.V345L

Pat_58 Post-Resistance PI4KA 5297 37 22 21119177 21119177 Missense_Mutation SNP G A 108 43 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_58 Post-Resistance CABIN1 23523 37 22 24483437 24483437 Missense_Mutation SNP G A 4 161 c.3296G>A c.(3295-3297)CGG>CAG p.R1099Q

Pat_58 Post-Resistance HMOX1 3162 37 22 35789529 35789529 Nonsense_Mutation SNP C T 378 143 c.805C>T c.(805-807)CGA>TGA p.R269*

Pat_58 Post-Resistance APOL2 23780 37 22 36624196 36624196 Missense_Mutation SNP T C 5 369 c.268A>G c.(268-270)AGG>GGG p.R90G

Pat_58 Post-Resistance MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 9 231 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_58 Post-Resistance PRRT3 285368 37 3 9991520 9991520 Missense_Mutation SNP G T 3 79 c.280C>A c.(280-282)CCA>ACA p.P94T

Pat_58 Post-Resistance SLC6A6 6533 37 3 14509693 14509693 Missense_Mutation SNP G A 4 130 c.1069G>A c.(1069-1071)GTG>ATG p.V357M

Pat_58 Post-Resistance HHATL 57467 37 3 42738595 42738595 Missense_Mutation SNP G A 3 75 c.908C>T c.(907-909)GCG>GTG p.A303V

Pat_58 Post-Resistance TDGF1 6997 37 3 46622673 46622673 Missense_Mutation SNP C A 4 118 c.500C>A c.(499-501)CCA>CAA p.P167Q

Pat_58 Post-Resistance ERC2 26059 37 3 56330265 56330265 Missense_Mutation SNP C T 708 240 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_58 Post-Resistance C3orf63 23272 37 3 56675420 56675420 Missense_Mutation SNP G A 4 283 c.2576C>T c.(2575-2577)TCT>TTT p.S859F

Pat_58 Post-Resistance PPM1L 151742 37 3 160783314 160783314 Missense_Mutation SNP C T 53 152 c.698C>T c.(697-699)CCT>CTT p.P233L

Pat_58 Post-Resistance MAP3K13 9175 37 3 185191197 185191197 Missense_Mutation SNP G A 4 233 c.2078G>A c.(2077-2079)GGC>GAC p.G693D

Pat_58 Post-Resistance ZNF721 170960 37 4 436043 436043 Missense_Mutation SNP G T 26 51 c.2213C>A c.(2212-2214)ACA>AAA p.T738K

Pat_58 Post-Resistance MFSD10 10227 37 4 2934340 2934340 Missense_Mutation SNP C T 4 293 c.518G>A c.(517-519)CGC>CAC p.R173H

Pat_58 Post-Resistance MAN2B2 23324 37 4 6594922 6594922 Missense_Mutation SNP G A 4 126 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_58 Post-Resistance GRPEL1 80273 37 4 7062744 7062744 Missense_Mutation SNP C T 4 305 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_58 Post-Resistance GPR78 27201 37 4 8588947 8588947 Missense_Mutation SNP C T 70 136 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_58 Post-Resistance CWH43 80157 37 4 49032922 49032922 Missense_Mutation SNP G A 118 222 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_58 Post-Resistance BMP2K 55589 37 4 79792085 79792085 Missense_Mutation SNP G C 7 183 c.1380G>C c.(1378-1380)CAG>CAC p.Q460H

Pat_58 Post-Resistance UNC5C 8633 37 4 96469943 96469943 Missense_Mutation SNP C A 4 276 c.66G>T c.(64-66)ATG>ATT p.M22I

Pat_58 Post-Resistance EGF 1950 37 4 110932470 110932470 Missense_Mutation SNP G A 77 141 c.3483G>A c.(3481-3483)ATG>ATA p.M1161I



Pat_58 Post-Resistance BBS7 55212 37 4 122760836 122760836 Missense_Mutation SNP G A 48 97 c.1321C>T c.(1321-1323)CTT>TTT p.L441F

Pat_58 Post-Resistance MAP9 79884 37 4 156278607 156278607 Missense_Mutation SNP G A 66 119 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_58 Post-Resistance RAPGEF2 9693 37 4 160259495 160259495 Missense_Mutation SNP G A 4 189 c.1685G>A c.(1684-1686)AGC>AAC p.S562N

Pat_58 Post-Resistance SPOCK3 50859 37 4 167658743 167658743 Missense_Mutation SNP G A 147 260 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_58 Post-Resistance THBS4 7060 37 5 79336049 79336049 Missense_Mutation SNP T C 3 73 c.238T>C c.(238-240)TCA>CCA p.S80P

Pat_58 Post-Resistance PCDHA11 56138 37 5 140248752 140248752 Missense_Mutation SNP G A 103 48 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_58 Post-Resistance PCDHB4 56131 37 5 140503847 140503847 Missense_Mutation SNP G A 151 73 c.2267G>A c.(2266-2268)GGA>GAA p.G756E

Pat_58 Post-Resistance PCDHB7 56129 37 5 140552652 140552652 Missense_Mutation SNP C T 107 54 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_58 Post-Resistance SYNPO 11346 37 5 150028744 150028744 Nonsense_Mutation SNP C T 3 60 c.1639C>T c.(1639-1641)CGA>TGA p.R547*

Pat_58 Post-Resistance KIF4B 285643 37 5 154394854 154394854 Missense_Mutation SNP G A 127 83 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_58 Post-Resistance C5orf40 408263 37 5 156770118 156770118 Missense_Mutation SNP G A 67 57 c.427C>T c.(427-429)CCG>TCG p.P143S

Pat_58 Post-Resistance OR2Y1 134083 37 5 180166481 180166481 Missense_Mutation SNP C T 89 143 c.578G>A c.(577-579)GGA>GAA p.G193E

Pat_58 Post-Resistance SYCP2L 221711 37 6 10935349 10935349 Missense_Mutation SNP C T 64 84 c.1742C>T c.(1741-1743)CCA>CTA p.P581L

Pat_58 Post-Resistance DHX16 8449 37 6 30633288 30633288 Missense_Mutation SNP G A 89 141 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_58 Post-Resistance DNAH8 1769 37 6 38840720 38840720 Missense_Mutation SNP G C 51 62 c.6625G>C c.(6625-6627)GCC>CCC p.A2209P

Pat_58 Post-Resistance FOXP4 116113 37 6 41557786 41557786 Missense_Mutation SNP C T 21 115 c.1235C>T c.(1234-1236)CCG>CTG p.P412L

Pat_58 Post-Resistance TDRD6 221400 37 6 46657437 46657437 Nonsense_Mutation SNP T A 121 216 c.1572T>A c.(1570-1572)TAT>TAA p.Y524*

Pat_58 Post-Resistance ZNF292 23036 37 6 87925717 87925717 Nonsense_Mutation SNP C T 19 125 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_58 Post-Resistance ZNF292 23036 37 6 87966906 87966906 Missense_Mutation SNP G A 29 101 c.3559G>A c.(3559-3561)GTC>ATC p.V1187I

Pat_58 Post-Resistance ZNF292 23036 37 6 87970071 87970071 Missense_Mutation SNP G A 4 222 c.6724G>A c.(6724-6726)GGG>AGG p.G2242R

Pat_58 Post-Resistance GRIK2 2898 37 6 102124506 102124506 Missense_Mutation SNP C T 41 76 c.550C>T c.(550-552)CGT>TGT p.R184C

Pat_58 Post-Resistance MED23 9439 37 6 131944514 131944514 Missense_Mutation SNP T C 81 274 c.373A>G c.(373-375)ATA>GTA p.I125V

Pat_58 Post-Resistance MYCT1 80177 37 6 153043051 153043051 Missense_Mutation SNP G A 140 187 c.371G>A c.(370-372)GGA>GAA p.G124E

Pat_58 Post-Resistance MLLT4 4301 37 6 168316028 168316028 Missense_Mutation SNP G A 4 103 c.2456G>A c.(2455-2457)CGT>CAT p.R819H

Pat_58 Post-Resistance SDK1 221935 37 7 4259872 4259872 Missense_Mutation SNP C A 5 255 c.5671C>A c.(5671-5673)CAA>AAA p.Q1891K

Pat_58 Post-Resistance HOXA6 3203 37 7 27187097 27187097 Missense_Mutation SNP G A 4 129 c.272C>T c.(271-273)TCG>TTG p.S91L

Pat_58 Post-Resistance NEUROD6 63974 37 7 31378228 31378228 Missense_Mutation SNP G A 76 135 c.655C>T c.(655-657)CCC>TCC p.P219S

Pat_58 Post-Resistance PDE1C 5137 37 7 31862845 31862845 Missense_Mutation SNP G A 32 86 c.1424C>T c.(1423-1425)TCG>TTG p.S475L

Pat_58 Post-Resistance TXNDC3 51314 37 7 37936528 37936528 Missense_Mutation SNP G A 4 217 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_58 Post-Resistance MRPS24 64951 37 7 43908607 43908607 Missense_Mutation SNP G A 4 245 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_58 Post-Resistance CDC14C 168448 37 7 48965286 48965286 Missense_Mutation SNP G A 13 294 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_58 Post-Resistance PHKG1 5260 37 7 56155446 56155446 Missense_Mutation SNP C T 53 114 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_58 Post-Resistance ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 319 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_58 Post-Resistance ZNF727 442319 37 7 63538824 63538824 Missense_Mutation SNP G A 7 277 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_58 Post-Resistance DPY19L2P2 349152 37 7 102875158 102875158 Missense_Mutation SNP G A 23 8 c.499C>T c.(499-501)CCC>TCC p.P167S

Pat_58 Post-Resistance PMPCB 9512 37 7 102937911 102937911 Missense_Mutation SNP C T 4 119 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_58 Post-Resistance CDHR3 222256 37 7 105664915 105664915 Nonsense_Mutation SNP T A 32 141 c.2165T>A c.(2164-2166)TTG>TAG p.L722*

Pat_58 Post-Resistance TMEM209 84928 37 7 129832466 129832466 Missense_Mutation SNP C G 8 129 c.771G>C c.(769-771)AAG>AAC p.K257N

Pat_58 Post-Resistance CPA2 1358 37 7 129917718 129917718 Missense_Mutation SNP G A 4 156 c.749G>A c.(748-750)GGT>GAT p.G250D

Pat_58 Post-Resistance HIPK2 28996 37 7 139299148 139299148 Missense_Mutation SNP G T 4 91 c.1874C>A c.(1873-1875)GCA>GAA p.A625E

Pat_58 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 300 55 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_58 Post-Resistance DLGAP2 9228 37 8 1616614 1616614 Missense_Mutation SNP G A 9 37 c.1690G>A c.(1690-1692)GAC>AAC p.D564N

Pat_58 Post-Resistance TNKS 8658 37 8 9623293 9623293 Missense_Mutation SNP G A 5 261 c.3539G>A c.(3538-3540)CGC>CAC p.R1180H

Pat_58 Post-Resistance TRIM55 84675 37 8 67086715 67086715 Missense_Mutation SNP G A 115 174 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_58 Post-Resistance CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 43 122 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_58 Post-Resistance NOV 4856 37 8 120430415 120430415 Missense_Mutation SNP G T 4 210 c.428G>T c.(427-429)CGC>CTC p.R143L

Pat_58 Post-Resistance JAK2 3717 37 9 5029852 5029852 Missense_Mutation SNP A G 62 170 c.296A>G c.(295-297)AAC>AGC p.N99S



Pat_58 Post-Resistance FBXO10 26267 37 9 37521629 37521629 Missense_Mutation SNP C T 27 10 c.2137G>A c.(2137-2139)GAC>AAC p.D713N

Pat_58 Post-Resistance C9orf135 138255 37 9 72472877 72472877 Missense_Mutation SNP C T 55 49 c.433C>T c.(433-435)CCG>TCG p.P145S

Pat_58 Post-Resistance EPB41L4B 54566 37 9 111954631 111954631 Missense_Mutation SNP G A 95 63 c.2228C>T c.(2227-2229)CCC>CTC p.P743L

Pat_58 Post-Resistance MUSK 4593 37 9 113563023 113563023 Missense_Mutation SNP G T 4 110 c.2365G>T c.(2365-2367)GGC>TGC p.G789C

Pat_58 Post-Resistance C9orf84 158401 37 9 114490105 114490105 Missense_Mutation SNP C T 104 67 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_58 Post-Resistance ABL1 25 37 9 133760987 133760987 Missense_Mutation SNP G A 4 80 c.3310G>A c.(3310-3312)GCA>ACA p.A1104T

Pat_58 Post-Resistance FCN1 2219 37 9 137808285 137808285 Missense_Mutation SNP C A 79 194 c.126G>T c.(124-126)GAG>GAT p.E42D

Pat_58 Post-Resistance ABCA2 20 37 9 139912771 139912771 Missense_Mutation SNP G A 4 200 c.1849C>T c.(1849-1851)CTC>TTC p.L617F

Pat_58 Post-Resistance ARSF 416 37 X 3030406 3030406 Missense_Mutation SNP G A 130 201 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_58 Post-Resistance MXRA5 25878 37 X 3248289 3248289 Missense_Mutation SNP C T 25 50 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_58 Post-Resistance KAL1 3730 37 X 8504853 8504853 Missense_Mutation SNP T C 3 71 c.1580A>G c.(1579-1581)AAG>AGG p.K527R

Pat_58 Post-Resistance SHROOM2 357 37 X 9900442 9900442 Missense_Mutation SNP C T 14 24 c.3119C>T c.(3118-3120)CCC>CTC p.P1040L

Pat_58 Post-Resistance FAM47A 158724 37 X 34150139 34150139 Missense_Mutation SNP G A 129 227 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_58 Post-Resistance SUV39H1 6839 37 X 48564896 48564896 Missense_Mutation SNP C T 8 21 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_58 Post-Resistance CCDC22 28952 37 X 49103295 49103295 Missense_Mutation SNP G A 17 18 c.818G>A c.(817-819)GGA>GAA p.G273E

Pat_58 Post-Resistance CCNB3 85417 37 X 50053963 50053963 Missense_Mutation SNP G A 4 273 c.2794G>A c.(2794-2796)GCT>ACT p.A932T

Pat_58 Post-Resistance AR 367 37 X 66765244 66765244 Missense_Mutation SNP C A 4 33 c.256C>A c.(256-258)CAG>AAG p.Q86K

Pat_58 Post-Resistance OGT 8473 37 X 70781638 70781638 Missense_Mutation SNP G A 28 45 c.1865G>A c.(1864-1866)GGA>GAA p.G622E

Pat_58 Post-Resistance KIAA2022 340533 37 X 73961331 73961331 Missense_Mutation SNP C T 72 119 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_58 Post-Resistance CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 33 66 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_58 Post-Resistance RNF128 79589 37 X 105970196 105970196 Missense_Mutation SNP C T 7 7 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_58 Post-Resistance DOCK11 139818 37 X 117773445 117773445 Missense_Mutation SNP C T 91 239 c.4049C>T c.(4048-4050)TCG>TTG p.S1350L

Pat_58 Post-Resistance RHOXF2B 727940 37 X 119210996 119210996 Missense_Mutation SNP C T 13 50 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_58 Post-Resistance ZBTB33 10009 37 X 119388238 119388238 Missense_Mutation SNP G A 145 287 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_58 Post-Resistance GABRE 2564 37 X 151123487 151123487 Missense_Mutation SNP C T 9 36 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_59 Pre-Treatment PANK4 55229 37 1 2442805 2442805 Missense_Mutation SNP G A 15 84 c.1805C>T c.(1804-1806)TCC>TTC p.S602F

Pat_59 Pre-Treatment CHD5 26038 37 1 6202505 6202505 Missense_Mutation SNP G A 4 33 c.2204C>T c.(2203-2205)ACC>ATC p.T735I

Pat_59 Pre-Treatment DDI2 84301 37 1 15953236 15953236 Missense_Mutation SNP G A 4 114 c.211G>A c.(211-213)GTT>ATT p.V71I

Pat_59 Pre-Treatment SPEN 23013 37 1 16258763 16258763 Missense_Mutation SNP C T 4 25 c.6028C>T c.(6028-6030)CGT>TGT p.R2010C

Pat_59 Pre-Treatment UBR4 23352 37 1 19455554 19455554 Missense_Mutation SNP C T 3 42 c.8921G>A c.(8920-8922)CGT>CAT p.R2974H

Pat_59 Pre-Treatment SPOCD1 90853 37 1 32256539 32256539 Missense_Mutation SNP G A 3 8 c.3316C>T c.(3316-3318)CCT>TCT p.P1106S

Pat_59 Pre-Treatment YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 21 62 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_59 Pre-Treatment PHC2 1912 37 1 33797065 33797065 Splice_Site SNP T A 5 140 c.1889_splice c.e11-1 p.E630_splice

Pat_59 Pre-Treatment CSMD2 114784 37 1 34164425 34164425 Missense_Mutation SNP G A 4 109 c.3733C>T c.(3733-3735)CGG>TGG p.R1245W

Pat_59 Pre-Treatment CSMD2 114784 37 1 34312515 34312515 Missense_Mutation SNP G A 4 72 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_59 Pre-Treatment YBX1 4904 37 1 43162924 43162924 Missense_Mutation SNP G A 4 88 c.731G>A c.(730-732)CGA>CAA p.R244Q

Pat_59 Pre-Treatment IPO13 9670 37 1 44432666 44432666 Missense_Mutation SNP G A 4 73 c.2588G>A c.(2587-2589)CGT>CAT p.R863H

Pat_59 Pre-Treatment FAAH 2166 37 1 46871918 46871918 Missense_Mutation SNP C T 4 100 c.829C>T c.(829-831)CGT>TGT p.R277C

Pat_59 Pre-Treatment CYP4A22 284541 37 1 47609541 47609541 Missense_Mutation SNP C T 4 110 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_59 Pre-Treatment FOXD3 27022 37 1 63789132 63789132 Missense_Mutation SNP C A 4 56 c.403C>A c.(403-405)CCC>ACC p.P135T

Pat_59 Pre-Treatment LEPR 3953 37 1 66036390 66036390 Missense_Mutation SNP G A 4 76 c.275G>A c.(274-276)CGG>CAG p.R92Q

Pat_59 Pre-Treatment SGIP1 84251 37 1 67000047 67000047 Missense_Mutation SNP G T 4 102 c.6G>T c.(4-6)ATG>ATT p.M2I

Pat_59 Pre-Treatment LRRC7 57554 37 1 70493873 70493873 Missense_Mutation SNP G A 4 131 c.1700G>A c.(1699-1701)CGA>CAA p.R567Q

Pat_59 Pre-Treatment C1orf173 127254 37 1 75055719 75055719 Missense_Mutation SNP G A 4 12 c.1772C>T c.(1771-1773)TCT>TTT p.S591F

Pat_59 Pre-Treatment SLC44A5 204962 37 1 75685021 75685021 Missense_Mutation SNP G A 16 80 c.1187C>T c.(1186-1188)GCG>GTG p.A396V

Pat_59 Pre-Treatment ABCA4 24 37 1 94466627 94466627 Missense_Mutation SNP C T 4 91 c.6317G>A c.(6316-6318)CGC>CAC p.R2106H

Pat_59 Pre-Treatment DENND2D 79961 37 1 111738609 111738609 Nonsense_Mutation SNP G A 3 47 c.574C>T c.(574-576)CGA>TGA p.R192*



Pat_59 Pre-Treatment PHTF1 10745 37 1 114248697 114248697 Missense_Mutation SNP G A 18 72 c.1486C>T c.(1486-1488)CTT>TTT p.L496F

Pat_59 Pre-Treatment PTPN22 26191 37 1 114362228 114362228 Nonsense_Mutation SNP G T 4 97 c.2330C>A c.(2329-2331)TCA>TAA p.S777*

Pat_59 Pre-Treatment VTCN1 79679 37 1 117753456 117753456 Missense_Mutation SNP G A 25 70 c.22C>T c.(22-24)CTC>TTC p.L8F

Pat_59 Pre-Treatment HMGCS2 3158 37 1 120302556 120302556 Missense_Mutation SNP G A 4 40 c.616C>T c.(616-618)CGT>TGT p.R206C

Pat_59 Pre-Treatment NOTCH2 4853 37 1 120468172 120468172 Missense_Mutation SNP C T 4 91 c.4267G>A c.(4267-4269)GCC>ACC p.A1423T

Pat_59 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 7 277 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_59 Pre-Treatment CELF3 11189 37 1 151678325 151678325 Nonsense_Mutation SNP G A 3 40 c.1243C>T c.(1243-1245)CGA>TGA p.R415*

Pat_59 Pre-Treatment TCHH 7062 37 1 152079997 152079997 Missense_Mutation SNP C T 4 94 c.5696G>A c.(5695-5697)GGG>GAG p.G1899E

Pat_59 Pre-Treatment RPTN 126638 37 1 152127891 152127891 Missense_Mutation SNP T G 12 766 c.1684A>C c.(1684-1686)ACA>CCA p.T562P

Pat_59 Pre-Treatment SPRR2D 6703 37 1 153012687 153012687 Missense_Mutation SNP G A 50 191 c.136C>T c.(136-138)CCA>TCA p.P46S

Pat_59 Pre-Treatment ASH1L 55870 37 1 155348157 155348157 Missense_Mutation SNP G A 31 82 c.6262C>T c.(6262-6264)CTT>TTT p.L2088F

Pat_59 Pre-Treatment PIGM 93183 37 1 160000565 160000565 Missense_Mutation SNP G A 19 52 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_59 Pre-Treatment KCNJ9 3765 37 1 160054056 160054056 Nonsense_Mutation SNP G A 6 14 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_59 Pre-Treatment ITLN2 142683 37 1 160920381 160920381 Missense_Mutation SNP G A 4 137 c.562C>T c.(562-564)CTC>TTC p.L188F

Pat_59 Pre-Treatment C1orf111 284680 37 1 162344248 162344248 Missense_Mutation SNP A C 4 96 c.376T>G c.(376-378)TGG>GGG p.W126G

Pat_59 Pre-Treatment DCAF6 55827 37 1 167906186 167906186 Missense_Mutation SNP G A 4 19 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_59 Pre-Treatment METTL13 51603 37 1 171751195 171751195 Nonsense_Mutation SNP G T 4 62 c.88G>T c.(88-90)GAG>TAG p.E30*

Pat_59 Pre-Treatment C1orf125 126859 37 1 179462031 179462031 Missense_Mutation SNP C T 4 89 c.2333C>T c.(2332-2334)TCC>TTC p.S778F

Pat_59 Pre-Treatment XPR1 9213 37 1 180805775 180805775 Missense_Mutation SNP C T 4 124 c.1424C>T c.(1423-1425)CCT>CTT p.P475L

Pat_59 Pre-Treatment RNASEL 6041 37 1 182555367 182555367 Missense_Mutation SNP C T 7 44 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_59 Pre-Treatment GPR25 2848 37 1 200843160 200843160 Missense_Mutation SNP G T 3 23 c.995G>T c.(994-996)AGG>ATG p.R332M

Pat_59 Pre-Treatment CHI3L1 1116 37 1 203154465 203154465 Missense_Mutation SNP C T 4 69 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_59 Pre-Treatment USH2A 7399 37 1 215933000 215933001 Splice_Site DNP AC TT 4 75 c.11231_splice c.e57+1 p.R3744_splice

Pat_59 Pre-Treatment C1orf65 164127 37 1 223568189 223568189 Missense_Mutation SNP C T 3 32 c.1372C>T c.(1372-1374)CGG>TGG p.R458W

Pat_59 Pre-Treatment ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 6 164 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_59 Pre-Treatment ZNF678 339500 37 1 227842544 227842544 Missense_Mutation SNP G A 6 185 c.593G>A c.(592-594)AGC>AAC p.S198N

Pat_59 Pre-Treatment TAF5L 27097 37 1 229738455 229738455 Missense_Mutation SNP G T 4 97 c.459C>A c.(457-459)TTC>TTA p.F153L

Pat_59 Pre-Treatment LYST 1130 37 1 235940443 235940443 Missense_Mutation SNP G T 4 122 c.5380C>A c.(5380-5382)CAA>AAA p.Q1794K

Pat_59 Pre-Treatment ZP4 57829 37 1 238053450 238053450 Missense_Mutation SNP G T 5 98 c.202C>A c.(202-204)CAG>AAG p.Q68K

Pat_59 Pre-Treatment FH 2271 37 1 241665783 241665783 Missense_Mutation SNP C T 4 48 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_59 Pre-Treatment KIF26B 55083 37 1 245849094 245849094 Missense_Mutation SNP G A 4 20 c.2809G>A c.(2809-2811)GAC>AAC p.D937N

Pat_59 Pre-Treatment SFMBT2 57713 37 10 7412280 7412280 Missense_Mutation SNP G A 4 127 c.158C>T c.(157-159)ACA>ATA p.T53I

Pat_59 Pre-Treatment USP6NL 9712 37 10 11505381 11505381 Missense_Mutation SNP C T 6 143 c.1546G>A c.(1546-1548)GCA>ACA p.A516T

Pat_59 Pre-Treatment SPAG6 9576 37 10 22657466 22657466 Missense_Mutation SNP G T 4 46 c.331G>T c.(331-333)GGT>TGT p.G111C

Pat_59 Pre-Treatment KIAA1217 56243 37 10 24809159 24809159 Missense_Mutation SNP G A 47 121 c.2285G>A c.(2284-2286)GGA>GAA p.G762E

Pat_59 Pre-Treatment ZWINT 11130 37 10 58118709 58118709 Splice_Site SNP C T 4 64 c.481_splice c.e6-1 p.E161_splice

Pat_59 Pre-Treatment UBE2D1 7321 37 10 60121119 60121119 Missense_Mutation SNP G A 4 111 c.46G>A c.(46-48)GAT>AAT p.D16N

Pat_59 Pre-Treatment SLC29A3 55315 37 10 73111447 73111447 Missense_Mutation SNP G A 4 24 c.512G>A c.(511-513)TGC>TAC p.C171Y

Pat_59 Pre-Treatment DLG5 9231 37 10 79581535 79581535 Missense_Mutation SNP G A 2 1 c.2707C>T c.(2707-2709)CGT>TGT p.R903C

Pat_59 Pre-Treatment LRIT2 340745 37 10 85984231 85984231 Nonsense_Mutation SNP G T 4 83 c.750C>A c.(748-750)TGC>TGA p.C250*

Pat_59 Pre-Treatment AGAP11 119385 37 10 88768668 88768668 Missense_Mutation SNP G A 3 50 c.659G>A c.(658-660)GGT>GAT p.G220D

Pat_59 Pre-Treatment IFIT1B 439996 37 10 91143693 91143693 Missense_Mutation SNP G A 6 323 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_59 Pre-Treatment PIPSL 266971 37 10 95721032 95721032 Missense_Mutation SNP G A 4 50 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_59 Pre-Treatment SORBS1 10580 37 10 97194451 97194451 Missense_Mutation SNP G A 4 83 c.100C>T c.(100-102)CGC>TGC p.R34C

Pat_59 Pre-Treatment TLL2 7093 37 10 98188425 98188425 Missense_Mutation SNP C T 19 39 c.601G>A c.(601-603)GAG>AAG p.E201K

Pat_59 Pre-Treatment PPRC1 23082 37 10 103899362 103899362 Missense_Mutation SNP G A 4 117 c.1097G>A c.(1096-1098)CGA>CAA p.R366Q

Pat_59 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 12 c.419A>G c.(418-420)CAC>CGC p.H140R



Pat_59 Pre-Treatment PNLIP 5406 37 10 118321098 118321098 Missense_Mutation SNP A T 4 94 c.1284A>T c.(1282-1284)TTA>TTT p.L428F

Pat_59 Pre-Treatment PNLIPRP1 5407 37 10 118351397 118351397 Missense_Mutation SNP G A 4 134 c.164G>A c.(163-165)CGC>CAC p.R55H

Pat_59 Pre-Treatment SFXN4 119559 37 10 120905783 120905783 Missense_Mutation SNP G A 4 110 c.901C>T c.(901-903)CCA>TCA p.P301S

Pat_59 Pre-Treatment INPP5F 22876 37 10 121571342 121571342 Missense_Mutation SNP G T 4 76 c.1761G>T c.(1759-1761)TTG>TTT p.L587F

Pat_59 Pre-Treatment CPXM2 119587 37 10 125528119 125528119 Missense_Mutation SNP C T 4 81 c.1222G>A c.(1222-1224)GTC>ATC p.V408I

Pat_59 Pre-Treatment PHRF1 57661 37 11 597554 597554 Missense_Mutation SNP C T 3 25 c.878C>T c.(877-879)ACG>ATG p.T293M

Pat_59 Pre-Treatment MUC6 4588 37 11 1026073 1026073 Missense_Mutation SNP C T 2 1 c.2615G>A c.(2614-2616)GGG>GAG p.G872E

Pat_59 Pre-Treatment OR51E2 81285 37 11 4703396 4703396 Missense_Mutation SNP A T 4 71 c.546T>A c.(544-546)GAT>GAA p.D182E

Pat_59 Pre-Treatment CCKBR 887 37 11 6292621 6292621 Missense_Mutation SNP C T 4 94 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_59 Pre-Treatment NAV2 89797 37 11 20005744 20005744 Missense_Mutation SNP C T 5 65 c.2788C>T c.(2788-2790)CGG>TGG p.R930W

Pat_59 Pre-Treatment LGR4 55366 37 11 27389784 27389784 Missense_Mutation SNP G A 6 334 c.2486C>T c.(2485-2487)TCC>TTC p.S829F

Pat_59 Pre-Treatment NAT10 55226 37 11 34153015 34153015 Missense_Mutation SNP G A 4 108 c.1457G>A c.(1456-1458)TGC>TAC p.C486Y

Pat_59 Pre-Treatment LRP4 4038 37 11 46917450 46917450 Missense_Mutation SNP C T 3 38 c.1168G>A c.(1168-1170)GGG>AGG p.G390R

Pat_59 Pre-Treatment PRG3 10394 37 11 57147199 57147199 Missense_Mutation SNP C T 15 42 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_59 Pre-Treatment CLP1 10978 37 11 57427043 57427043 Missense_Mutation SNP C T 4 64 c.95C>T c.(94-96)TCA>TTA p.S32L

Pat_59 Pre-Treatment ZP1 22917 37 11 60640871 60640871 Missense_Mutation SNP G T 4 64 c.1264G>T c.(1264-1266)GGG>TGG p.G422W

Pat_59 Pre-Treatment KDM2A 22992 37 11 66999219 66999219 Missense_Mutation SNP G A 3 29 c.1267G>A c.(1267-1269)GGG>AGG p.G423R

Pat_59 Pre-Treatment SHANK2 22941 37 11 70333148 70333148 Missense_Mutation SNP C T 4 49 c.3250G>A c.(3250-3252)GGA>AGA p.G1084R

Pat_59 Pre-Treatment KRTAP5-10 387273 37 11 71276971 71276971 Missense_Mutation SNP G A 6 196 c.338G>A c.(337-339)GGC>GAC p.G113D

Pat_59 Pre-Treatment UVRAG 7405 37 11 75851867 75851867 Nonsense_Mutation SNP C T 4 91 c.1510C>T c.(1510-1512)CGA>TGA p.R504*

Pat_59 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 5 31 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_59 Pre-Treatment NAALAD2 10003 37 11 89896741 89896741 Missense_Mutation SNP G A 20 110 c.1234G>A c.(1234-1236)GAT>AAT p.D412N

Pat_59 Pre-Treatment PIWIL4 143689 37 11 94326796 94326796 Missense_Mutation SNP G A 4 75 c.1139G>A c.(1138-1140)TGC>TAC p.C380Y

Pat_59 Pre-Treatment MTMR2 8898 37 11 95568474 95568474 Missense_Mutation SNP G A 4 44 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_59 Pre-Treatment ATM 472 37 11 108164118 108164118 Missense_Mutation SNP C T 4 110 c.4690C>T c.(4690-4692)CCT>TCT p.P1564S

Pat_59 Pre-Treatment PHLDB1 23187 37 11 118498387 118498387 Missense_Mutation SNP C T 4 103 c.848C>T c.(847-849)CCG>CTG p.P283L

Pat_59 Pre-Treatment TRIM29 23650 37 11 119993662 119993662 Missense_Mutation SNP C A 17 55 c.1435G>T c.(1435-1437)GGT>TGT p.G479C

Pat_59 Pre-Treatment SORL1 6653 37 11 121440980 121440980 Splice_Site SNP G A 4 76 c.3337_splice c.e23+1 p.P1113_splice

Pat_59 Pre-Treatment ZNF202 7753 37 11 123598943 123598943 Missense_Mutation SNP C T 5 105 c.730G>A c.(730-732)GTA>ATA p.V244I

Pat_59 Pre-Treatment RPUSD4 84881 37 11 126073501 126073501 Missense_Mutation SNP G A 3 40 c.946C>T c.(946-948)CGC>TGC p.R316C

Pat_59 Pre-Treatment APLP2 334 37 11 129999957 129999957 Missense_Mutation SNP C T 5 181 c.1480C>T c.(1480-1482)CGG>TGG p.R494W

Pat_59 Pre-Treatment FGF6 2251 37 12 4554555 4554555 Missense_Mutation SNP G A 4 126 c.182C>T c.(181-183)TCT>TTT p.S61F

Pat_59 Pre-Treatment PHC1 1911 37 12 9091927 9091927 Missense_Mutation SNP C T 4 136 c.2887C>T c.(2887-2889)CGC>TGC p.R963C

Pat_59 Pre-Treatment LRP6 4040 37 12 12397415 12397415 Missense_Mutation SNP C T 4 88 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_59 Pre-Treatment ETNK1 55500 37 12 22778224 22778224 Missense_Mutation SNP G C 3 16 c.127G>C c.(127-129)GCT>CCT p.A43P

Pat_59 Pre-Treatment TMTC1 83857 37 12 29908735 29908735 Missense_Mutation SNP G A 6 210 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_59 Pre-Treatment IPO8 10526 37 12 30783838 30783838 Missense_Mutation SNP C T 5 101 c.3070G>A c.(3070-3072)GTC>ATC p.V1024I

Pat_59 Pre-Treatment HDAC7 51564 37 12 48190835 48190835 Missense_Mutation SNP G A 4 32 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_59 Pre-Treatment ADCY6 112 37 12 49170283 49170283 Missense_Mutation SNP C T 4 96 c.1463G>A c.(1462-1464)CGG>CAG p.R488Q

Pat_59 Pre-Treatment FMNL3 91010 37 12 50048010 50048010 Missense_Mutation SNP C T 4 41 c.1036G>A c.(1036-1038)GAG>AAG p.E346K

Pat_59 Pre-Treatment METTL7A 25840 37 12 51318910 51318910 Nonsense_Mutation SNP G A 4 123 c.89G>A c.(88-90)TGG>TAG p.W30*

Pat_59 Pre-Treatment KRT74 121391 37 12 52966349 52966349 Nonsense_Mutation SNP C A 4 76 c.574G>T c.(574-576)GAG>TAG p.E192*

Pat_59 Pre-Treatment WIBG 84305 37 12 56295763 56295763 Missense_Mutation SNP G A 6 266 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_59 Pre-Treatment LRP1 4035 37 12 57552253 57552253 Missense_Mutation SNP G A 4 26 c.1630G>A c.(1630-1632)GGG>AGG p.G544R

Pat_59 Pre-Treatment THAP2 83591 37 12 72068033 72068033 Missense_Mutation SNP G A 4 83 c.122G>A c.(121-123)CGC>CAC p.R41H

Pat_59 Pre-Treatment NR2C1 7181 37 12 95456346 95456346 Missense_Mutation SNP C T 6 19 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_59 Pre-Treatment NT5DC3 51559 37 12 104208761 104208761 Missense_Mutation SNP G A 6 190 c.347C>T c.(346-348)ACG>ATG p.T116M



Pat_59 Pre-Treatment TCP11L2 255394 37 12 106712125 106712126 Missense_Mutation DNP GG TT 6 168 c.297_298GG>TTc.(295-300)TTGGCT>TTTTCTp.99_100LA>FS

Pat_59 Pre-Treatment UBE3B 89910 37 12 109958962 109958962 Missense_Mutation SNP G A 4 82 c.2086G>A c.(2086-2088)GAG>AAG p.E696K

Pat_59 Pre-Treatment KNTC1 9735 37 12 123055642 123055642 Missense_Mutation SNP G A 4 123 c.1988G>A c.(1987-1989)GGA>GAA p.G663E

Pat_59 Pre-Treatment DNAH10 196385 37 12 124297766 124297766 Missense_Mutation SNP A G 3 53 c.2846A>G c.(2845-2847)GAG>GGG p.E949G

Pat_59 Pre-Treatment PXMP2 5827 37 12 133266955 133266955 Missense_Mutation SNP G A 4 43 c.229G>A c.(229-231)GTT>ATT p.V77I

Pat_59 Pre-Treatment SLC7A1 6541 37 13 30110279 30110279 Missense_Mutation SNP C T 4 115 c.47G>A c.(46-48)CGG>CAG p.R16Q

Pat_59 Pre-Treatment STARD13 90627 37 13 33859634 33859634 Missense_Mutation SNP G T 4 136 c.142C>A c.(142-144)CAT>AAT p.H48N

Pat_59 Pre-Treatment KBTBD7 84078 37 13 41766827 41766827 Missense_Mutation SNP C A 4 82 c.1567G>T c.(1567-1569)GAT>TAT p.D523Y

Pat_59 Pre-Treatment NAA16 79612 37 13 41933006 41933006 Missense_Mutation SNP G A 5 112 c.1318G>A c.(1318-1320)GCT>ACT p.A440T

Pat_59 Pre-Treatment CAB39L 81617 37 13 49885003 49885003 Missense_Mutation SNP C T 5 186 c.961G>A c.(961-963)GAG>AAG p.E321K

Pat_59 Pre-Treatment SETDB2 83852 37 13 50059853 50059853 Missense_Mutation SNP G A 4 110 c.1606G>A c.(1606-1608)GCA>ACA p.A536T

Pat_59 Pre-Treatment GPC6 10082 37 13 95034764 95034764 Missense_Mutation SNP T C 4 177 c.1249T>C c.(1249-1251)TCC>CCC p.S417P

Pat_59 Pre-Treatment LAMP1 3916 37 13 113973906 113973906 Missense_Mutation SNP G A 4 68 c.685G>A c.(685-687)GGG>AGG p.G229R

Pat_59 Pre-Treatment P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 7 325 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_59 Pre-Treatment SLC39A2 29986 37 14 21468284 21468284 Missense_Mutation SNP G A 4 80 c.256G>A c.(256-258)GCA>ACA p.A86T

Pat_59 Pre-Treatment CDH24 64403 37 14 23524775 23524775 Missense_Mutation SNP T G 3 27 c.168A>C c.(166-168)GAA>GAC p.E56D

Pat_59 Pre-Treatment HOMEZ 57594 37 14 23745910 23745910 Missense_Mutation SNP G A 4 115 c.527C>T c.(526-528)ACC>ATC p.T176I

Pat_59 Pre-Treatment LRRC16B 90668 37 14 24528168 24528168 Missense_Mutation SNP T G 3 50 c.1544T>G c.(1543-1545)TTG>TGG p.L515W

Pat_59 Pre-Treatment IPO4 79711 37 14 24650985 24650985 Missense_Mutation SNP G A 4 62 c.2872C>T c.(2872-2874)CGT>TGT p.R958C

Pat_59 Pre-Treatment SOS2 6655 37 14 50628237 50628237 Nonsense_Mutation SNP G A 4 95 c.1159C>T c.(1159-1161)CGA>TGA p.R387*

Pat_59 Pre-Treatment SYNE2 23224 37 14 64522809 64522809 Nonsense_Mutation SNP C T 4 67 c.9892C>T c.(9892-9894)CGA>TGA p.R3298*

Pat_59 Pre-Treatment SPTB 6710 37 14 65249027 65249027 Missense_Mutation SNP C T 26 143 c.4247G>A c.(4246-4248)CGG>CAG p.R1416Q

Pat_59 Pre-Treatment ZFYVE26 23503 37 14 68233122 68233122 Missense_Mutation SNP G A 4 121 c.5833C>T c.(5833-5835)CGG>TGG p.R1945W

Pat_59 Pre-Treatment PCNX 22990 37 14 71444184 71444184 Missense_Mutation SNP G A 4 136 c.1130G>A c.(1129-1131)CGG>CAG p.R377Q

Pat_59 Pre-Treatment LTBP2 4053 37 14 74975412 74975412 Missense_Mutation SNP C T 6 45 c.3547G>A c.(3547-3549)GAG>AAG p.E1183K

Pat_59 Pre-Treatment LTBP2 4053 37 14 75022207 75022207 Nonsense_Mutation SNP C T 19 146 c.1020G>A c.(1018-1020)TGG>TGA p.W340*

Pat_59 Pre-Treatment EIF2B2 8892 37 14 75475781 75475781 Missense_Mutation SNP G A 6 314 c.946G>A c.(946-948)GTT>ATT p.V316I

Pat_59 Pre-Treatment TTLL5 23093 37 14 76156623 76156623 Missense_Mutation SNP C T 4 117 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_59 Pre-Treatment TTLL5 23093 37 14 76173393 76173393 Missense_Mutation SNP G T 6 260 c.618G>T c.(616-618)TTG>TTT p.L206F

Pat_59 Pre-Treatment NRXN3 9369 37 14 80164260 80164260 Missense_Mutation SNP C T 41 45 c.2785C>T c.(2785-2787)CGC>TGC p.R929C

Pat_59 Pre-Treatment GTF2A1 2957 37 14 81667978 81667978 Missense_Mutation SNP G A 4 105 c.362C>T c.(361-363)CCA>CTA p.P121L

Pat_59 Pre-Treatment C14orf143 90141 37 14 90398906 90398906 Missense_Mutation SNP C T 25 70 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_59 Pre-Treatment YY1 7528 37 14 100705725 100705725 Missense_Mutation SNP C G 3 33 c.144C>G c.(142-144)GAC>GAG p.D48E

Pat_59 Pre-Treatment CDCA4 55038 37 14 105477953 105477953 Missense_Mutation SNP G A 3 55 c.314C>T c.(313-315)GCG>GTG p.A105V

Pat_59 Pre-Treatment CYFIP1 23191 37 15 22955212 22955212 Missense_Mutation SNP G A 4 91 c.1606G>A c.(1606-1608)GAG>AAG p.E536K

Pat_59 Pre-Treatment HERC2P2 400322 37 15 23330108 23330108 Missense_Mutation SNP C A 4 54 c.970G>T c.(970-972)GTC>TTC p.V324F

Pat_59 Pre-Treatment RYR3 6263 37 15 34093018 34093018 Missense_Mutation SNP G A 4 117 c.9878G>A c.(9877-9879)CGC>CAC p.R3293H

Pat_59 Pre-Treatment GPR176 11245 37 15 40093401 40093401 Missense_Mutation SNP C T 25 114 c.1480G>A c.(1480-1482)GTA>ATA p.V494I

Pat_59 Pre-Treatment PLCB2 5330 37 15 40584590 40584590 Missense_Mutation SNP G A 3 38 c.2381C>T c.(2380-2382)GCG>GTG p.A794V

Pat_59 Pre-Treatment SLC30A4 7782 37 15 45781209 45781209 Missense_Mutation SNP G A 3 54 c.724C>T c.(724-726)CGT>TGT p.R242C

Pat_59 Pre-Treatment MYO5A 4644 37 15 52646103 52646104 Missense_Mutation DNP GG AA 14 118 c.3531_3532CC>TTc.(3529-3534)GACCGC>GATTGCp.R1178C

Pat_59 Pre-Treatment VPS13C 54832 37 15 62155710 62155710 Missense_Mutation SNP C A 4 90 c.10881G>T c.(10879-10881)TTG>TTT p.L3627F

Pat_59 Pre-Treatment ZNF609 23060 37 15 64972468 64972468 Missense_Mutation SNP G A 4 110 c.3854G>A c.(3853-3855)AGC>AAC p.S1285N

Pat_59 Pre-Treatment PIAS1 8554 37 15 68434663 68434663 Missense_Mutation SNP A G 4 36 c.590A>G c.(589-591)CAG>CGG p.Q197R

Pat_59 Pre-Treatment THSD4 79875 37 15 72030223 72030223 Missense_Mutation SNP G A 12 67 c.1783G>A c.(1783-1785)GAC>AAC p.D595N

Pat_59 Pre-Treatment GRAMD2 196996 37 15 72460139 72460139 Missense_Mutation SNP G A 4 100 c.310C>T c.(310-312)CGG>TGG p.R104W

Pat_59 Pre-Treatment CSPG4 1464 37 15 75968345 75968345 Missense_Mutation SNP C T 2 2 c.6515G>A c.(6514-6516)AGC>AAC p.S2172N



Pat_59 Pre-Treatment WDR61 80349 37 15 78582055 78582055 Splice_Site SNP C T 4 63 c.469_splice c.e7-1 p.S157_splice

Pat_59 Pre-Treatment MORF4L1 10933 37 15 79184656 79184656 Splice_Site SNP G A 4 133 c.657_splice c.e9+1 p.Q219_splice

Pat_59 Pre-Treatment MESP2 145873 37 15 90321312 90321312 Missense_Mutation SNP C G 3 39 c.941C>G c.(940-942)CCA>CGA p.P314R

Pat_59 Pre-Treatment PRC1 9055 37 15 91523550 91523550 Nonsense_Mutation SNP G A 4 121 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_59 Pre-Treatment WDR90 197335 37 16 716591 716591 Missense_Mutation SNP C T 4 22 c.4877C>T c.(4876-4878)ACC>ATC p.T1626I

Pat_59 Pre-Treatment CCDC78 124093 37 16 772979 772979 Nonsense_Mutation SNP G A 4 50 c.1240C>T c.(1240-1242)CGA>TGA p.R414*

Pat_59 Pre-Treatment C16orf91 283951 37 16 1479216 1479216 Nonsense_Mutation SNP G A 4 89 c.130C>T c.(130-132)CGA>TGA p.R44*

Pat_59 Pre-Treatment ZNF174 7727 37 16 3452216 3452216 Missense_Mutation SNP G T 4 60 c.212G>T c.(211-213)TGC>TTC p.C71F

Pat_59 Pre-Treatment ADCY9 115 37 16 4164488 4164488 Missense_Mutation SNP T C 3 107 c.956A>G c.(955-957)CAC>CGC p.H319R

Pat_59 Pre-Treatment KIAA0430 9665 37 16 15716888 15716888 Missense_Mutation SNP G T 4 60 c.2363C>A c.(2362-2364)GCA>GAA p.A788E

Pat_59 Pre-Treatment MYH11 4629 37 16 15844047 15844047 Missense_Mutation SNP C T 4 58 c.2006G>A c.(2005-2007)CGC>CAC p.R669H

Pat_59 Pre-Treatment GGA2 23062 37 16 23499931 23499931 Missense_Mutation SNP G A 35 124 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_59 Pre-Treatment SEZ6L2 26470 37 16 29899971 29899971 Missense_Mutation SNP C T 4 29 c.929G>A c.(928-930)GGC>GAC p.G310D

Pat_59 Pre-Treatment 1-Sep 1731 37 16 30393163 30393163 Missense_Mutation SNP C T 6 273 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_59 Pre-Treatment SRCAP 10847 37 16 30731568 30731568 Missense_Mutation SNP G A 6 247 c.2903G>A c.(2902-2904)CGC>CAC p.R968H

Pat_59 Pre-Treatment HSD3B7 80270 37 16 30998167 30998167 Missense_Mutation SNP G T 4 66 c.538G>T c.(538-540)GGG>TGG p.G180W

Pat_59 Pre-Treatment ITGAD 3681 37 16 31414878 31414878 Missense_Mutation SNP C T 4 98 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_59 Pre-Treatment CMTM2 146225 37 16 66614052 66614052 Missense_Mutation SNP C T 4 82 c.409C>T c.(409-411)CAT>TAT p.H137Y

Pat_59 Pre-Treatment CES2 8824 37 16 66975461 66975461 Missense_Mutation SNP C T 4 59 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_59 Pre-Treatment SLC9A5 6553 37 16 67288998 67288998 Missense_Mutation SNP G A 4 54 c.565G>A c.(565-567)GTG>ATG p.V189M

Pat_59 Pre-Treatment NFATC3 4775 37 16 68160397 68160397 Nonsense_Mutation SNP G T 4 72 c.1285G>T c.(1285-1287)GGA>TGA p.G429*

Pat_59 Pre-Treatment TMED6 146456 37 16 69377432 69377432 Missense_Mutation SNP C T 4 133 c.601G>A c.(601-603)GTG>ATG p.V201M

Pat_59 Pre-Treatment FTSJD1 55783 37 16 71318625 71318625 Missense_Mutation SNP G A 4 39 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_59 Pre-Treatment ZNF23 7571 37 16 71488051 71488051 Translation_Start_Site SNP G A 4 99 c.-72C>T c.(-74--70)GACGT>GATGT

Pat_59 Pre-Treatment PMFBP1 83449 37 16 72162606 72162606 Missense_Mutation SNP G A 4 55 c.2053C>T c.(2053-2055)CTC>TTC p.L685F

Pat_59 Pre-Treatment ZFP1 162239 37 16 75186852 75186852 Missense_Mutation SNP G A 5 161 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_59 Pre-Treatment PLCG2 5336 37 16 81925134 81925134 Missense_Mutation SNP G A 4 52 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_59 Pre-Treatment LRRC50 123872 37 16 84203819 84203819 Missense_Mutation SNP A G 5 88 c.1385A>G c.(1384-1386)CAA>CGA p.Q462R

Pat_59 Pre-Treatment KLHDC4 54758 37 16 87745037 87745037 Missense_Mutation SNP C A 4 30 c.848G>T c.(847-849)TGG>TTG p.W283L

Pat_59 Pre-Treatment CDT1 81620 37 16 88873490 88873490 Missense_Mutation SNP G A 4 123 c.1154G>A c.(1153-1155)CGC>CAC p.R385H

Pat_59 Pre-Treatment ANKRD11 29123 37 16 89351391 89351391 Missense_Mutation SNP G A 4 64 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_59 Pre-Treatment TUBB3 10381 37 16 90001344 90001344 Missense_Mutation SNP G T 4 114 c.485G>T c.(484-486)CGC>CTC p.R162L

Pat_59 Pre-Treatment PRPF8 10594 37 17 1554459 1554459 Missense_Mutation SNP G A 4 82 c.6796C>T c.(6796-6798)CGT>TGT p.R2266C

Pat_59 Pre-Treatment PAFAH1B1 5048 37 17 2573488 2573488 Missense_Mutation SNP G A 6 269 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_59 Pre-Treatment OR3A1 4994 37 17 3195798 3195798 Nonsense_Mutation SNP G A 4 132 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_59 Pre-Treatment ZZEF1 23140 37 17 3959530 3959530 Missense_Mutation SNP C T 4 116 c.5275G>A c.(5275-5277)GAT>AAT p.D1759N

Pat_59 Pre-Treatment ARRB2 409 37 17 4619328 4619328 Missense_Mutation SNP G A 4 113 c.115G>A c.(115-117)GAT>AAT p.D39N

Pat_59 Pre-Treatment CAMTA2 23125 37 17 4875601 4875601 Missense_Mutation SNP C A 4 34 c.2734G>T c.(2734-2736)GCC>TCC p.A912S

Pat_59 Pre-Treatment CHRNB1 1140 37 17 7350418 7350418 Missense_Mutation SNP G A 5 82 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_59 Pre-Treatment TMEM88 92162 37 17 7758835 7758835 Missense_Mutation SNP G A 4 115 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_59 Pre-Treatment ARHGEF15 22899 37 17 8224273 8224273 Nonsense_Mutation SNP G T 4 109 c.2488G>T c.(2488-2490)GGA>TGA p.G830*

Pat_59 Pre-Treatment DNAH9 1770 37 17 11737985 11737985 Missense_Mutation SNP C A 4 44 c.9277C>A c.(9277-9279)CAG>AAG p.Q3093K

Pat_59 Pre-Treatment TNFRSF13B 23495 37 17 16855777 16855777 Missense_Mutation SNP G A 4 35 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_59 Pre-Treatment MPRIP 23164 37 17 17062245 17062245 Missense_Mutation SNP G A 3 33 c.1975G>A c.(1975-1977)GTC>ATC p.V659I

Pat_59 Pre-Treatment BLMH 642 37 17 28576167 28576167 Missense_Mutation SNP A T 4 80 c.1236T>A c.(1234-1236)GAT>GAA p.D412E

Pat_59 Pre-Treatment OMG 4974 37 17 29622581 29622581 Missense_Mutation SNP G T 4 82 c.769C>A c.(769-771)CAA>AAA p.Q257K

Pat_59 Pre-Treatment LIG3 3980 37 17 33324765 33324765 Missense_Mutation SNP G A 4 111 c.1832G>A c.(1831-1833)TGT>TAT p.C611Y



Pat_59 Pre-Treatment UNC45B 146862 37 17 33507597 33507597 Missense_Mutation SNP A G 3 68 c.2281A>G c.(2281-2283)AGG>GGG p.R761G

Pat_59 Pre-Treatment ERBB2 2064 37 17 37868249 37868249 Missense_Mutation SNP G A 4 133 c.970G>A c.(970-972)GCA>ACA p.A324T

Pat_59 Pre-Treatment KRT24 192666 37 17 38856585 38856585 Missense_Mutation SNP C T 96 273 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_59 Pre-Treatment KRT28 162605 37 17 38954550 38954550 Missense_Mutation SNP G C 4 67 c.627C>G c.(625-627)GAC>GAG p.D209E

Pat_59 Pre-Treatment KRTAP4-12 83755 37 17 39280026 39280026 Missense_Mutation SNP G A 4 103 c.349C>T c.(349-351)CGC>TGC p.R117C

Pat_59 Pre-Treatment KRT32 3882 37 17 39623519 39623519 Missense_Mutation SNP C T 3 44 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_59 Pre-Treatment JUP 3728 37 17 39919530 39919530 Missense_Mutation SNP C T 4 89 c.1202G>A c.(1201-1203)AGT>AAT p.S401N

Pat_59 Pre-Treatment ACLY 47 37 17 40052894 40052894 Missense_Mutation SNP G A 4 128 c.1438C>T c.(1438-1440)CCA>TCA p.P480S

Pat_59 Pre-Treatment EZH1 2145 37 17 40865352 40865352 Missense_Mutation SNP C T 4 114 c.1079G>A c.(1078-1080)CGT>CAT p.R360H

Pat_59 Pre-Treatment G6PC 2538 37 17 41062969 41062969 Missense_Mutation SNP C A 4 52 c.600C>A c.(598-600)AGC>AGA p.S200R

Pat_59 Pre-Treatment DCAKD 79877 37 17 43111583 43111583 Missense_Mutation SNP C T 4 51 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_59 Pre-Treatment TBKBP1 9755 37 17 45776832 45776832 Missense_Mutation SNP C A 2 0 c.781C>A c.(781-783)CTG>ATG p.L261M

Pat_59 Pre-Treatment LUC7L3 51747 37 17 48818566 48818566 Missense_Mutation SNP C A 4 53 c.310C>A c.(310-312)CAT>AAT p.H104N

Pat_59 Pre-Treatment C17orf82 388407 37 17 59489494 59489494 Missense_Mutation SNP G A 4 30 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_59 Pre-Treatment TANC2 26115 37 17 61432525 61432525 Missense_Mutation SNP G A 3 53 c.2134G>A c.(2134-2136)GTG>ATG p.V712M

Pat_59 Pre-Treatment ICAM2 3384 37 17 62081169 62081169 Missense_Mutation SNP C T 3 54 c.484G>A c.(484-486)GGG>AGG p.G162R

Pat_59 Pre-Treatment PLEKHM1P 440456 37 17 62796727 62796727 Missense_Mutation SNP G T 4 29 c.313C>A c.(313-315)CAG>AAG p.Q105K

Pat_59 Pre-Treatment RGS9 8787 37 17 63193265 63193265 Missense_Mutation SNP G A 4 50 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_59 Pre-Treatment TMEM104 54868 37 17 72832443 72832443 Missense_Mutation SNP C T 26 152 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_59 Pre-Treatment QRICH2 84074 37 17 74289376 74289376 Missense_Mutation SNP G A 4 71 c.934C>T c.(934-936)CCT>TCT p.P312S

Pat_59 Pre-Treatment TNRC6C 57690 37 17 76046324 76046324 Missense_Mutation SNP C T 3 37 c.1181C>T c.(1180-1182)ACA>ATA p.T394I

Pat_59 Pre-Treatment SYNGR2 9144 37 17 76166904 76166904 Missense_Mutation SNP G A 5 226 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_59 Pre-Treatment METTL4 64863 37 18 2554890 2554890 Missense_Mutation SNP C T 4 70 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_59 Pre-Treatment CEP76 79959 37 18 12674535 12674535 Missense_Mutation SNP C T 4 69 c.1841G>A c.(1840-1842)CGA>CAA p.R614Q

Pat_59 Pre-Treatment POTEC 388468 37 18 14543019 14543019 Missense_Mutation SNP T C 7 184 c.127A>G c.(127-129)ATG>GTG p.M43V

Pat_59 Pre-Treatment ZNF396 252884 37 18 32954172 32954172 Missense_Mutation SNP C T 4 50 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_59 Pre-Treatment KATNAL2 83473 37 18 44585946 44585946 Missense_Mutation SNP G A 5 262 c.254G>A c.(253-255)CGC>CAC p.R85H

Pat_59 Pre-Treatment MEX3C 51320 37 18 48703430 48703430 Missense_Mutation SNP G A 4 42 c.1271C>T c.(1270-1272)GCG>GTG p.A424V

Pat_59 Pre-Treatment DCC 1630 37 18 50432623 50432623 Missense_Mutation SNP G A 16 82 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_59 Pre-Treatment CDH19 28513 37 18 64235688 64235688 Missense_Mutation SNP G A 34 74 c.455C>T c.(454-456)CCT>CTT p.P152L

Pat_59 Pre-Treatment ZNF407 55628 37 18 72344482 72344482 Nonsense_Mutation SNP C T 8 34 c.1507C>T c.(1507-1509)CAG>TAG p.Q503*

Pat_59 Pre-Treatment SALL3 27164 37 18 76753670 76753670 Missense_Mutation SNP C T 4 8 c.1679C>T c.(1678-1680)TCC>TTC p.S560F

Pat_59 Pre-Treatment SLC39A3 29985 37 19 2737141 2737141 Missense_Mutation SNP G A 4 50 c.115C>T c.(115-117)CGC>TGC p.R39C

Pat_59 Pre-Treatment DPP9 91039 37 19 4704265 4704265 Missense_Mutation SNP G A 4 98 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_59 Pre-Treatment GTF2F1 2962 37 19 6380596 6380596 Missense_Mutation SNP G A 4 99 c.1337C>T c.(1336-1338)ACA>ATA p.T446I

Pat_59 Pre-Treatment EVI5L 115704 37 19 7914907 7914907 Missense_Mutation SNP G T 3 3 c.652G>T c.(652-654)GTG>TTG p.V218L

Pat_59 Pre-Treatment ICAM1 3383 37 19 10395132 10395132 Missense_Mutation SNP G A 4 108 c.979G>A c.(979-981)GAG>AAG p.E327K

Pat_59 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 6 235 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_59 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 231 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_59 Pre-Treatment ZSWIM4 65249 37 19 13919996 13919996 Missense_Mutation SNP G A 4 50 c.974G>A c.(973-975)GGC>GAC p.G325D

Pat_59 Pre-Treatment DCAF15 90379 37 19 14070060 14070060 Missense_Mutation SNP C T 4 42 c.988C>T c.(988-990)CGG>TGG p.R330W

Pat_59 Pre-Treatment EPS15L1 58513 37 19 16524625 16524625 Missense_Mutation SNP C T 3 62 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_59 Pre-Treatment SLC5A5 6528 37 19 17988895 17988895 Missense_Mutation SNP C A 4 46 c.962C>A c.(961-963)CCA>CAA p.P321Q

Pat_59 Pre-Treatment GMIP 51291 37 19 19747563 19747563 Missense_Mutation SNP C T 4 98 c.1280G>A c.(1279-1281)GGT>GAT p.G427D

Pat_59 Pre-Treatment ZNF93 81931 37 19 20045361 20045361 Missense_Mutation SNP A G 5 124 c.1597A>G c.(1597-1599)AGA>GGA p.R533G

Pat_59 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 5 63 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_59 Pre-Treatment ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 136 c.1556T>A c.(1555-1557)ATC>AAC p.I519N



Pat_59 Pre-Treatment ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 10 120 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_59 Pre-Treatment ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 5 187 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_59 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 3 73 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_59 Pre-Treatment ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 8 208 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_59 Pre-Treatment ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 4 160 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_59 Pre-Treatment C19orf2 8725 37 19 30433557 30433557 Missense_Mutation SNP G A 3 18 c.103G>A c.(103-105)GAG>AAG p.E35K

Pat_59 Pre-Treatment TSHZ3 57616 37 19 31768189 31768189 Missense_Mutation SNP G A 4 95 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_59 Pre-Treatment SLC7A10 56301 37 19 33716540 33716540 Missense_Mutation SNP G A 2 2 c.70C>T c.(70-72)CCA>TCA p.P24S

Pat_59 Pre-Treatment LSM14A 26065 37 19 34699912 34699912 Missense_Mutation SNP C T 4 93 c.494C>T c.(493-495)GCC>GTC p.A165V

Pat_59 Pre-Treatment GRAMD1A 57655 37 19 35512651 35512651 Missense_Mutation SNP C T 3 29 c.1636C>T c.(1636-1638)CGG>TGG p.R546W

Pat_59 Pre-Treatment SIPA1L3 23094 37 19 38572272 38572272 Missense_Mutation SNP G A 4 27 c.67G>A c.(67-69)GGC>AGC p.G23S

Pat_59 Pre-Treatment PSG5 5673 37 19 43688976 43688976 Missense_Mutation SNP T C 10 239 c.388A>G c.(388-390)AGG>GGG p.R130G

Pat_59 Pre-Treatment IRGQ 126298 37 19 44096735 44096735 Missense_Mutation SNP G A 4 34 c.1315C>T c.(1315-1317)CTC>TTC p.L439F

Pat_59 Pre-Treatment C19orf61 56006 37 19 44251899 44251899 Missense_Mutation SNP G A 4 7 c.376C>T c.(376-378)CCC>TCC p.P126S

Pat_59 Pre-Treatment ZNF225 7768 37 19 44636272 44636272 Missense_Mutation SNP A T 4 72 c.1505A>T c.(1504-1506)CAT>CTT p.H502L

Pat_59 Pre-Treatment ZNF234 10780 37 19 44660847 44660847 Missense_Mutation SNP C A 4 121 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_59 Pre-Treatment CCDC8 83987 37 19 46915017 46915018 Missense_Mutation DNP CC GG 5 129 c.1050_1051GG>CCc.(1048-1053)GAGGAG>GACCAGp.350_351EE>DQ

Pat_59 Pre-Treatment CRX 1406 37 19 48339604 48339604 Missense_Mutation SNP C T 17 49 c.205C>T c.(205-207)CGT>TGT p.R69C

Pat_59 Pre-Treatment GRIN2D 2906 37 19 48945427 48945427 Missense_Mutation SNP C T 4 116 c.2461C>T c.(2461-2463)CGG>TGG p.R821W

Pat_59 Pre-Treatment FAM83E 54854 37 19 49107049 49107049 Missense_Mutation SNP G A 6 31 c.878C>T c.(877-879)CCT>CTT p.P293L

Pat_59 Pre-Treatment RASIP1 54922 37 19 49227650 49227650 Missense_Mutation SNP G A 4 87 c.2488C>T c.(2488-2490)CGG>TGG p.R830W

Pat_59 Pre-Treatment RUVBL2 10856 37 19 49507652 49507652 Missense_Mutation SNP C T 4 95 c.242C>T c.(241-243)ACG>ATG p.T81M

Pat_59 Pre-Treatment PIH1D1 55011 37 19 49952855 49952855 Missense_Mutation SNP A G 3 95 c.214T>C c.(214-216)TCC>CCC p.S72P

Pat_59 Pre-Treatment SIGLECP3 284367 37 19 51671363 51671363 Missense_Mutation SNP G A 4 58 c.502G>A c.(502-504)GAC>AAC p.D168N

Pat_59 Pre-Treatment ZNF432 9668 37 19 52537431 52537431 Missense_Mutation SNP T A 3 33 c.1501A>T c.(1501-1503)ATG>TTG p.M501L

Pat_59 Pre-Treatment ZNF578 147660 37 19 53014635 53014635 Missense_Mutation SNP A G 7 100 c.1001A>G c.(1000-1002)CAT>CGT p.H334R

Pat_59 Pre-Treatment ZNF845 91664 37 19 53856360 53856360 Missense_Mutation SNP A C 6 121 c.2432A>C c.(2431-2433)AAC>ACC p.N811T

Pat_59 Pre-Treatment ZNF154 7710 37 19 58216322 58216322 Missense_Mutation SNP G A 36 155 c.59C>T c.(58-60)GCC>GTC p.A20V

Pat_59 Pre-Treatment ZNF606 80095 37 19 58499587 58499587 Missense_Mutation SNP G A 4 41 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_59 Pre-Treatment SNTG2 54221 37 2 1161233 1161233 Splice_Site SNP G A 6 15 c.412_splice c.e7-1 p.V138_splice

Pat_59 Pre-Treatment RSAD2 91543 37 2 7018212 7018213 Missense_Mutation DNP CC AA 4 70 c.281_282CC>AA c.(280-282)GCC>GAA p.A94E

Pat_59 Pre-Treatment KLF11 8462 37 2 10187784 10187784 Missense_Mutation SNP C T 4 65 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_59 Pre-Treatment GREB1 9687 37 2 11738813 11738813 Missense_Mutation SNP G T 6 205 c.2160G>T c.(2158-2160)TTG>TTT p.L720F

Pat_59 Pre-Treatment APOB 338 37 2 21260070 21260070 Missense_Mutation SNP C T 3 38 c.595G>A c.(595-597)GTG>ATG p.V199M

Pat_59 Pre-Treatment C2orf44 80304 37 2 24260988 24260988 Missense_Mutation SNP A T 4 93 c.1377T>A c.(1375-1377)AAT>AAA p.N459K

Pat_59 Pre-Treatment CGREF1 10669 37 2 27324405 27324405 Missense_Mutation SNP T C 7 195 c.694A>G c.(694-696)AAA>GAA p.K232E

Pat_59 Pre-Treatment C2orf16 84226 37 2 27804718 27804718 Missense_Mutation SNP G A 6 284 c.5279G>A c.(5278-5280)AGT>AAT p.S1760N

Pat_59 Pre-Treatment PLB1 151056 37 2 28843826 28843826 Missense_Mutation SNP G A 4 112 c.3508G>A c.(3508-3510)GCG>ACG p.A1170T

Pat_59 Pre-Treatment XDH 7498 37 2 31606627 31606627 Missense_Mutation SNP G A 5 21 c.880C>T c.(880-882)CCC>TCC p.P294S

Pat_59 Pre-Treatment PRKD3 23683 37 2 37516501 37516501 Missense_Mutation SNP C T 4 67 c.715G>A c.(715-717)GAG>AAG p.E239K

Pat_59 Pre-Treatment THADA 63892 37 2 43519999 43519999 Missense_Mutation SNP C T 4 65 c.4792G>A c.(4792-4794)GAA>AAA p.E1598K

Pat_59 Pre-Treatment TSPYL6 388951 37 2 54483191 54483191 Missense_Mutation SNP G T 4 81 c.98C>A c.(97-99)ACA>AAA p.T33K

Pat_59 Pre-Treatment ETAA1 54465 37 2 67631483 67631483 Missense_Mutation SNP G A 4 79 c.1669G>A c.(1669-1671)GGC>AGC p.G557S

Pat_59 Pre-Treatment EXOC6B 23233 37 2 72707789 72707789 Nonsense_Mutation SNP C A 3 4 c.1756G>T c.(1756-1758)GAG>TAG p.E586*

Pat_59 Pre-Treatment C2orf78 388960 37 2 74040645 74040645 Missense_Mutation SNP C T 3 21 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_59 Pre-Treatment RTKN 6242 37 2 74668867 74668867 Missense_Mutation SNP C T 4 21 c.77G>A c.(76-78)CGC>CAC p.R26H

Pat_59 Pre-Treatment CTNNA2 1496 37 2 80808879 80808879 Missense_Mutation SNP G T 4 91 c.1942G>T c.(1942-1944)GAT>TAT p.D648Y



Pat_59 Pre-Treatment ACTR1B 10120 37 2 98274433 98274433 Missense_Mutation SNP G A 4 110 c.898C>T c.(898-900)CTC>TTC p.L300F

Pat_59 Pre-Treatment LYG2 254773 37 2 99860491 99860491 Missense_Mutation SNP G A 4 105 c.491C>T c.(490-492)CCC>CTC p.P164L

Pat_59 Pre-Treatment SH3RF3 344558 37 2 109964230 109964230 Missense_Mutation SNP G A 3 31 c.674G>A c.(673-675)CGC>CAC p.R225H

Pat_59 Pre-Treatment PSD4 23550 37 2 113942609 113942609 Missense_Mutation SNP G A 4 92 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_59 Pre-Treatment CLASP1 23332 37 2 122122785 122122785 Missense_Mutation SNP C T 4 21 c.3962G>A c.(3961-3963)CGG>CAG p.R1321Q

Pat_59 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 5 193 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_59 Pre-Treatment ACVR1 90 37 2 158595058 158595058 Missense_Mutation SNP G A 4 125 c.1289C>T c.(1288-1290)CCG>CTG p.P430L

Pat_59 Pre-Treatment TTC21B 79809 37 2 166740465 166740465 Nonsense_Mutation SNP G A 4 80 c.3523C>T c.(3523-3525)CGA>TGA p.R1175*

Pat_59 Pre-Treatment SCN9A 6335 37 2 167055671 167055671 Missense_Mutation SNP C T 29 91 c.5445G>A c.(5443-5445)ATG>ATA p.M1815I

Pat_59 Pre-Treatment LRP2 4036 37 2 170011107 170011107 Missense_Mutation SNP G A 4 128 c.12158C>T c.(12157-12159)TCT>TTT p.S4053F

Pat_59 Pre-Treatment LRP2 4036 37 2 170050348 170050348 Missense_Mutation SNP C T 4 113 c.8753G>A c.(8752-8754)TGC>TAC p.C2918Y

Pat_59 Pre-Treatment MYO3B 140469 37 2 171399445 171399445 Missense_Mutation SNP G A 19 117 c.3605G>A c.(3604-3606)GGG>GAG p.G1202E

Pat_59 Pre-Treatment GORASP2 26003 37 2 171811261 171811261 Missense_Mutation SNP C A 3 28 c.668C>A c.(667-669)CCT>CAT p.P223H

Pat_59 Pre-Treatment CCDC141 285025 37 2 179718182 179718182 Missense_Mutation SNP G A 4 108 c.1505C>T c.(1504-1506)GCT>GTT p.A502V

Pat_59 Pre-Treatment CWC22 57703 37 2 180835497 180835497 Missense_Mutation SNP G A 4 83 c.1027C>T c.(1027-1029)CGG>TGG p.R343W

Pat_59 Pre-Treatment NEUROD1 4760 37 2 182542780 182542780 Missense_Mutation SNP C A 5 135 c.808G>T c.(808-810)GAT>TAT p.D270Y

Pat_59 Pre-Treatment PMS1 5378 37 2 190742010 190742010 Missense_Mutation SNP C T 3 54 c.2647C>T c.(2647-2649)CGT>TGT p.R883C

Pat_59 Pre-Treatment HIBCH 26275 37 2 191109629 191109629 Missense_Mutation SNP G A 4 137 c.875C>T c.(874-876)GCC>GTC p.A292V

Pat_59 Pre-Treatment DNAH7 56171 37 2 196740512 196740512 Missense_Mutation SNP G A 4 51 c.6173C>T c.(6172-6174)CCT>CTT p.P2058L

Pat_59 Pre-Treatment HECW2 57520 37 2 197172663 197172663 Missense_Mutation SNP G A 4 115 c.2581C>T c.(2581-2583)CGG>TGG p.R861W

Pat_59 Pre-Treatment COQ10B 80219 37 2 198327295 198327295 Missense_Mutation SNP C T 4 68 c.287C>T c.(286-288)TCG>TTG p.S96L

Pat_59 Pre-Treatment PARD3B 117583 37 2 206480196 206480196 Missense_Mutation SNP C T 17 120 c.3277C>T c.(3277-3279)CCT>TCT p.P1093S

Pat_59 Pre-Treatment TMEM169 92691 37 2 216960853 216960853 Missense_Mutation SNP G A 3 61 c.167G>A c.(166-168)CGC>CAC p.R56H

Pat_59 Pre-Treatment TUBA4A 7277 37 2 220115571 220115571 Missense_Mutation SNP C T 4 76 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_59 Pre-Treatment KCNE4 23704 37 2 223917622 223917622 Missense_Mutation SNP C T 3 45 c.74C>T c.(73-75)GCG>GTG p.A25V

Pat_59 Pre-Treatment HTR2B 3357 37 2 231973844 231973844 Missense_Mutation SNP G A 4 126 c.833C>T c.(832-834)CCG>CTG p.P278L

Pat_59 Pre-Treatment DIS3L2 129563 37 2 233164770 233164771 Missense_Mutation DNP GG CT 4 52 c.1680_1681GG>CTc.(1678-1683)CTGGAC>CTCTACp.D561Y

Pat_59 Pre-Treatment CAPN10 11132 37 2 241537456 241537456 Missense_Mutation SNP C T 8 48 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_59 Pre-Treatment FAM110A 83541 37 20 826310 826310 Missense_Mutation SNP G A 3 47 c.863G>A c.(862-864)CGG>CAG p.R288Q

Pat_59 Pre-Treatment CHGB 1114 37 20 5903172 5903172 Missense_Mutation SNP G A 3 12 c.382G>A c.(382-384)GGG>AGG p.G128R

Pat_59 Pre-Treatment C20orf12 55184 37 20 18445989 18445989 Nonsense_Mutation SNP G T 3 32 c.14C>A c.(13-15)TCA>TAA p.S5*

Pat_59 Pre-Treatment C20orf26 26074 37 20 20258004 20258004 Missense_Mutation SNP G A 12 96 c.2698G>A c.(2698-2700)GAT>AAT p.D900N

Pat_59 Pre-Treatment SUN5 140732 37 20 31573627 31573627 Missense_Mutation SNP A G 3 40 c.812T>C c.(811-813)CTG>CCG p.L271P

Pat_59 Pre-Treatment SUN5 140732 37 20 31584157 31584157 Missense_Mutation SNP C T 4 47 c.398G>A c.(397-399)AGC>AAC p.S133N

Pat_59 Pre-Treatment ITCH 83737 37 20 33069013 33069013 Splice_Site SNP T A 4 86 c.2216_splice c.e21+2 p.R739_splice

Pat_59 Pre-Treatment SPAG4 6676 37 20 34207500 34207500 Splice_Site SNP G A 3 53 c.910_splice c.e10-1 p.P304_splice

Pat_59 Pre-Treatment CTNNBL1 56259 37 20 36500360 36500360 Missense_Mutation SNP C T 4 107 c.1637C>T c.(1636-1638)CCG>CTG p.P546L

Pat_59 Pre-Treatment KIAA0406 9675 37 20 36640607 36640607 Missense_Mutation SNP C T 4 98 c.1612G>A c.(1612-1614)GTT>ATT p.V538I

Pat_59 Pre-Treatment PLCG1 5335 37 20 39788769 39788769 Missense_Mutation SNP C T 4 60 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_59 Pre-Treatment PLCG1 5335 37 20 39795392 39795392 Missense_Mutation SNP G A 4 103 c.2194G>A c.(2194-2196)GAC>AAC p.D732N

Pat_59 Pre-Treatment CHD6 84181 37 20 40049366 40049366 Missense_Mutation SNP C T 5 237 c.5909G>A c.(5908-5910)AGT>AAT p.S1970N

Pat_59 Pre-Treatment HNF4A 3172 37 20 43034836 43034836 Missense_Mutation SNP G A 3 49 c.254G>A c.(253-255)CGG>CAG p.R85Q

Pat_59 Pre-Treatment CTSZ 1522 37 20 57581530 57581530 Missense_Mutation SNP G A 4 90 c.154C>T c.(154-156)CGG>TGG p.R52W

Pat_59 Pre-Treatment CDH26 60437 37 20 58559728 58559728 Missense_Mutation SNP G T 4 110 c.576G>T c.(574-576)TTG>TTT p.L192F

Pat_59 Pre-Treatment COL9A3 1299 37 20 61467644 61467644 Missense_Mutation SNP G A 4 70 c.1507G>A c.(1507-1509)GTC>ATC p.V503I

Pat_59 Pre-Treatment DIDO1 11083 37 20 61511181 61511182 Missense_Mutation DNP CC TT 9 12 c.6126_6127GG>AAc.(6124-6129)GAGGAG>GAAAAGp.E2043K

Pat_59 Pre-Treatment MYT1 4661 37 20 62844906 62844906 Missense_Mutation SNP G T 4 93 c.1537G>T c.(1537-1539)GCT>TCT p.A513S



Pat_59 Pre-Treatment ADAMTS1 9510 37 21 28210903 28210903 Missense_Mutation SNP A T 4 58 c.2059T>A c.(2059-2061)TCC>ACC p.S687T

Pat_59 Pre-Treatment ADAMTS1 9510 37 21 28216622 28216622 Missense_Mutation SNP C T 4 10 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_59 Pre-Treatment LRRC3 81543 37 21 45877068 45877068 Missense_Mutation SNP G T 4 47 c.541G>T c.(541-543)GTG>TTG p.V181L

Pat_59 Pre-Treatment COL6A1 1291 37 21 47404383 47404383 Missense_Mutation SNP G A 3 35 c.428G>A c.(427-429)GGG>GAG p.G143E

Pat_59 Pre-Treatment NEFH 4744 37 22 29885313 29885313 Missense_Mutation SNP C G 5 161 c.1684C>G c.(1684-1686)CCT>GCT p.P562A

Pat_59 Pre-Treatment SEC14L2 23541 37 22 30818389 30818389 Missense_Mutation SNP C T 4 127 c.1205C>T c.(1204-1206)CCG>CTG p.P402L

Pat_59 Pre-Treatment RRP7A 27341 37 22 42908975 42908975 Missense_Mutation SNP C T 4 36 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_59 Pre-Treatment CELSR1 9620 37 22 46930231 46930231 Missense_Mutation SNP G A 4 60 c.2837C>T c.(2836-2838)ACG>ATG p.T946M

Pat_59 Pre-Treatment TBC1D22A 25771 37 22 47193409 47193409 Missense_Mutation SNP G A 4 79 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_59 Pre-Treatment TTLL8 164714 37 22 50470341 50470341 Missense_Mutation SNP G A 3 15 c.1481C>T c.(1480-1482)GCC>GTC p.A494V

Pat_59 Pre-Treatment MAPK11 5600 37 22 50705408 50705408 Missense_Mutation SNP G A 4 66 c.565C>T c.(565-567)CGG>TGG p.R189W

Pat_59 Pre-Treatment CPT1B 1375 37 22 51016211 51016211 Missense_Mutation SNP C T 4 60 c.134G>A c.(133-135)CGC>CAC p.R45H

Pat_59 Pre-Treatment TTLL3 26140 37 3 9871045 9871045 Missense_Mutation SNP G A 4 104 c.1520G>A c.(1519-1521)TGT>TAT p.C507Y

Pat_59 Pre-Treatment ATP2B2 491 37 3 10491077 10491077 Missense_Mutation SNP C T 6 19 c.151G>A c.(151-153)GGG>AGG p.G51R

Pat_59 Pre-Treatment NUP210 23225 37 3 13415268 13415268 Missense_Mutation SNP C A 4 34 c.1537G>T c.(1537-1539)GTG>TTG p.V513L

Pat_59 Pre-Treatment NR2C2 7182 37 3 15080734 15080734 Missense_Mutation SNP G A 3 24 c.1616G>A c.(1615-1617)CGA>CAA p.R539Q

Pat_59 Pre-Treatment ZFYVE20 64145 37 3 15131987 15131987 Nonsense_Mutation SNP G A 4 110 c.208C>T c.(208-210)CGA>TGA p.R70*

Pat_59 Pre-Treatment STAC 6769 37 3 36485003 36485003 Missense_Mutation SNP C T 24 37 c.259C>T c.(259-261)CCT>TCT p.P87S

Pat_59 Pre-Treatment ENTPD3 956 37 3 40465357 40465357 Missense_Mutation SNP G A 4 102 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_59 Pre-Treatment CCDC13 152206 37 3 42777260 42777260 Missense_Mutation SNP A G 22 45 c.1310T>C c.(1309-1311)GTA>GCA p.V437A

Pat_59 Pre-Treatment CYP8B1 1582 37 3 42916093 42916093 Missense_Mutation SNP C T 41 103 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Pre-Treatment EXOSC7 23016 37 3 45038656 45038656 Missense_Mutation SNP G A 4 109 c.332G>A c.(331-333)CGG>CAG p.R111Q

Pat_59 Pre-Treatment AMT 275 37 3 49455301 49455301 Missense_Mutation SNP G A 3 42 c.983C>T c.(982-984)GCC>GTC p.A328V

Pat_59 Pre-Treatment GRM2 2912 37 3 51743318 51743318 Missense_Mutation SNP C T 3 44 c.319C>T c.(319-321)CGT>TGT p.R107C

Pat_59 Pre-Treatment TNNC1 7134 37 3 52488022 52488022 Missense_Mutation SNP T G 2 1 c.10A>C c.(10-12)ATC>CTC p.I4L

Pat_59 Pre-Treatment ITIH3 3699 37 3 52840374 52840374 Missense_Mutation SNP G A 3 53 c.2008G>A c.(2008-2010)GAT>AAT p.D670N

Pat_59 Pre-Treatment ERC2 26059 37 3 56026137 56026137 Missense_Mutation SNP C T 52 142 c.2203G>A c.(2203-2205)GAG>AAG p.E735K

Pat_59 Pre-Treatment PTPRG 5793 37 3 62257109 62257109 Missense_Mutation SNP T C 3 44 c.3061T>C c.(3061-3063)TAT>CAT p.Y1021H

Pat_59 Pre-Treatment CADPS 8618 37 3 62578418 62578418 Missense_Mutation SNP C A 3 27 c.1331G>T c.(1330-1332)GGC>GTC p.G444V

Pat_59 Pre-Treatment SUCLG2 8801 37 3 67546238 67546238 Missense_Mutation SNP A G 4 73 c.1046T>C c.(1045-1047)CTC>CCC p.L349P

Pat_59 Pre-Treatment FAM86D 692099 37 3 75472158 75472158 Missense_Mutation SNP G A 4 105 c.692C>T c.(691-693)CCC>CTC p.P231L

Pat_59 Pre-Treatment FAM55C 91775 37 3 101520758 101520758 Missense_Mutation SNP G A 4 77 c.773G>A c.(772-774)AGC>AAC p.S258N

Pat_59 Pre-Treatment GSK3B 2932 37 3 119666143 119666143 Missense_Mutation SNP C T 5 152 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_59 Pre-Treatment OSBPL11 114885 37 3 125271280 125271280 Missense_Mutation SNP C T 4 22 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_59 Pre-Treatment TRH 7200 37 3 129695650 129695650 Missense_Mutation SNP C A 3 35 c.320C>A c.(319-321)GCT>GAT p.A107D

Pat_59 Pre-Treatment AMOTL2 51421 37 3 134086505 134086505 Missense_Mutation SNP G A 3 19 c.1049C>T c.(1048-1050)GCT>GTT p.A350V

Pat_59 Pre-Treatment XRN1 54464 37 3 142133050 142133050 Missense_Mutation SNP G C 20 52 c.1520C>G c.(1519-1521)CCT>CGT p.P507R

Pat_59 Pre-Treatment ZIC1 7545 37 3 147128782 147128782 Missense_Mutation SNP G A 4 108 c.883G>A c.(883-885)GTG>ATG p.V295M

Pat_59 Pre-Treatment MECOM 2122 37 3 169099202 169099202 Missense_Mutation SNP C T 3 22 c.148G>A c.(148-150)GCC>ACC p.A50T

Pat_59 Pre-Treatment FXR1 8087 37 3 180669215 180669215 Nonsense_Mutation SNP G T 4 66 c.760G>T c.(760-762)GAG>TAG p.E254*

Pat_59 Pre-Treatment CLCN2 1181 37 3 184071570 184071570 Missense_Mutation SNP G A 2 1 c.1735C>T c.(1735-1737)CGT>TGT p.R579C

Pat_59 Pre-Treatment ETV5 2119 37 3 185769911 185769911 Missense_Mutation SNP G A 4 80 c.1219C>T c.(1219-1221)CGC>TGC p.R407C

Pat_59 Pre-Treatment ZNF595 152687 37 4 86222 86222 Missense_Mutation SNP A T 4 120 c.828A>T c.(826-828)AAA>AAT p.K276N

Pat_59 Pre-Treatment ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 5 150 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_59 Pre-Treatment GAK 2580 37 4 887682 887682 Missense_Mutation SNP G A 5 33 c.857C>T c.(856-858)ACG>ATG p.T286M

Pat_59 Pre-Treatment PPP2R2C 5522 37 4 6374336 6374336 Missense_Mutation SNP G A 22 63 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_59 Pre-Treatment MAN2B2 23324 37 4 6612825 6612825 Missense_Mutation SNP C T 3 47 c.2383C>T c.(2383-2385)CGG>TGG p.R795W



Pat_59 Pre-Treatment QDPR 5860 37 4 17488827 17488827 Missense_Mutation SNP C T 4 103 c.662G>A c.(661-663)CGA>CAA p.R221Q

Pat_59 Pre-Treatment LGI2 55203 37 4 25028514 25028514 Missense_Mutation SNP G A 4 103 c.317C>T c.(316-318)GCT>GTT p.A106V

Pat_59 Pre-Treatment ANAPC4 29945 37 4 25382008 25382008 Nonsense_Mutation SNP C T 4 79 c.142C>T c.(142-144)CGA>TGA p.R48*

Pat_59 Pre-Treatment GABRG1 2565 37 4 46043129 46043129 Missense_Mutation SNP C T 18 92 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_59 Pre-Treatment ATP10D 57205 37 4 47560135 47560135 Missense_Mutation SNP G T 4 50 c.2279G>T c.(2278-2280)GGA>GTA p.G760V

Pat_59 Pre-Treatment LRRC66 339977 37 4 52860897 52860897 Missense_Mutation SNP C T 4 73 c.2291G>A c.(2290-2292)GGG>GAG p.G764E

Pat_59 Pre-Treatment GSX2 170825 37 4 54968000 54968000 Missense_Mutation SNP G A 3 45 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_59 Pre-Treatment ADAMTS3 9508 37 4 73175150 73175150 Missense_Mutation SNP C T 4 116 c.2143G>A c.(2143-2145)GTG>ATG p.V715M

Pat_59 Pre-Treatment FRAS1 80144 37 4 79428649 79428649 Missense_Mutation SNP G C 6 23 c.9391G>C c.(9391-9393)GTC>CTC p.V3131L

Pat_59 Pre-Treatment EMCN 51705 37 4 101342534 101342534 Missense_Mutation SNP C T 19 29 c.569G>A c.(568-570)AGT>AAT p.S190N

Pat_59 Pre-Treatment EMCN 51705 37 4 101386624 101386624 Missense_Mutation SNP G A 4 54 c.332C>T c.(331-333)ACA>ATA p.T111I

Pat_59 Pre-Treatment CCRN4L 25819 37 4 139964386 139964386 Missense_Mutation SNP G A 3 54 c.349G>A c.(349-351)GTC>ATC p.V117I

Pat_59 Pre-Treatment TLR2 7097 37 4 154625222 154625222 Missense_Mutation SNP C T 12 63 c.1163C>T c.(1162-1164)TCT>TTT p.S388F

Pat_59 Pre-Treatment FGB 2244 37 4 155490797 155490797 Missense_Mutation SNP G A 24 52 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_59 Pre-Treatment RXFP1 59350 37 4 159569854 159569854 Nonsense_Mutation SNP C T 6 30 c.1960C>T c.(1960-1962)CAG>TAG p.Q654*

Pat_59 Pre-Treatment ADAM29 11086 37 4 175898987 175898987 Missense_Mutation SNP C T 5 184 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_59 Pre-Treatment NSUN2 54888 37 5 6611904 6611904 Missense_Mutation SNP C A 4 39 c.1029G>T c.(1027-1029)TTG>TTT p.L343F

Pat_59 Pre-Treatment TARS 6897 37 5 33467737 33467737 Missense_Mutation SNP G A 4 98 c.2096G>A c.(2095-2097)CGC>CAC p.R699H

Pat_59 Pre-Treatment C5orf42 65250 37 5 37173856 37173856 Splice_Site SNP C T 4 77 c.6171_splice c.e32+1 p.Q2057_splice

Pat_59 Pre-Treatment RICTOR 253260 37 5 38947452 38947452 Missense_Mutation SNP G A 4 100 c.4228C>T c.(4228-4230)CGG>TGG p.R1410W

Pat_59 Pre-Treatment RICTOR 253260 37 5 38955743 38955743 Missense_Mutation SNP G A 5 174 c.2563C>T c.(2563-2565)CGG>TGG p.R855W

Pat_59 Pre-Treatment DAB2 1601 37 5 39383049 39383049 Missense_Mutation SNP C T 4 104 c.1012G>A c.(1012-1014)GGT>AGT p.G338S

Pat_59 Pre-Treatment C5orf39 389289 37 5 43039674 43039674 Missense_Mutation SNP G A 4 104 c.475C>T c.(475-477)CTC>TTC p.L159F

Pat_59 Pre-Treatment POC5 134359 37 5 74988292 74988292 Missense_Mutation SNP G T 4 138 c.724C>A c.(724-726)CAA>AAA p.Q242K

Pat_59 Pre-Treatment CMYA5 202333 37 5 79033184 79033184 Missense_Mutation SNP G A 4 89 c.8596G>A c.(8596-8598)GTT>ATT p.V2866I

Pat_59 Pre-Treatment SPZ1 84654 37 5 79616465 79616465 Missense_Mutation SNP T A 4 115 c.431T>A c.(430-432)ATG>AAG p.M144K

Pat_59 Pre-Treatment ATP6AP1L 92270 37 5 81613868 81613868 Missense_Mutation SNP G A 4 62 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_59 Pre-Treatment HAPLN1 1404 37 5 82940241 82940242 Missense_Mutation DNP CC TT 13 50 c.715_716GG>AA c.(715-717)GGA>AAA p.G239K

Pat_59 Pre-Treatment ARRDC3 57561 37 5 90678845 90678845 Missense_Mutation SNP G A 4 111 c.65C>T c.(64-66)CCT>CTT p.P22L

Pat_59 Pre-Treatment TTC37 9652 37 5 94876500 94876500 Missense_Mutation SNP C T 6 135 c.437G>A c.(436-438)CGG>CAG p.R146Q

Pat_59 Pre-Treatment PCSK1 5122 37 5 95746489 95746489 Missense_Mutation SNP C T 27 61 c.1084G>A c.(1084-1086)GAC>AAC p.D362N

Pat_59 Pre-Treatment SNCAIP 9627 37 5 121759064 121759064 Missense_Mutation SNP C T 4 95 c.632C>T c.(631-633)TCT>TTT p.S211F

Pat_59 Pre-Treatment 8-Sep 23176 37 5 132099937 132099937 Missense_Mutation SNP T C 4 45 c.326A>G c.(325-327)GAT>GGT p.D109G

Pat_59 Pre-Treatment LRRTM2 26045 37 5 138209228 138209228 Missense_Mutation SNP C T 16 44 c.1022G>A c.(1021-1023)AGT>AAT p.S341N

Pat_59 Pre-Treatment CTNNA1 1495 37 5 138260295 138260295 Missense_Mutation SNP G A 3 37 c.1643G>A c.(1642-1644)CGG>CAG p.R548Q

Pat_59 Pre-Treatment PCDHB5 26167 37 5 140517195 140517195 Missense_Mutation SNP C T 4 120 c.2179C>T c.(2179-2181)CCC>TCC p.P727S

Pat_59 Pre-Treatment PCDHB16 57717 37 5 140563894 140563894 Missense_Mutation SNP C T 4 133 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_59 Pre-Treatment PCDHGB1 56104 37 5 140732184 140732184 Missense_Mutation SNP G A 2 1 c.2357G>A c.(2356-2358)TGT>TAT p.C786Y

Pat_59 Pre-Treatment PPARGC1B 133522 37 5 149212865 149212865 Missense_Mutation SNP G A 4 50 c.1229G>A c.(1228-1230)CGC>CAC p.R410H

Pat_59 Pre-Treatment PDE6A 5145 37 5 149323816 149323816 Missense_Mutation SNP C T 4 112 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_59 Pre-Treatment WWC1 23286 37 5 167882526 167882526 Splice_Site SNP G A 4 77 c.2823_splice c.e19+1 p.R941_splice

Pat_59 Pre-Treatment FGF18 8817 37 5 170883681 170883681 Missense_Mutation SNP C T 4 124 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_59 Pre-Treatment SNCB 6620 37 5 176048231 176048231 Missense_Mutation SNP T A 2 3 c.356A>T c.(355-357)TAT>TTT p.Y119F

Pat_59 Pre-Treatment HK3 3101 37 5 176316669 176316669 Missense_Mutation SNP G A 14 42 c.707C>T c.(706-708)CCG>CTG p.P236L

Pat_59 Pre-Treatment EXOC2 55770 37 6 633105 633105 Missense_Mutation SNP C A 4 66 c.131G>T c.(130-132)TGT>TTT p.C44F

Pat_59 Pre-Treatment LY86 9450 37 6 6626622 6626623 Missense_Mutation DNP CC TT 19 58 c.320_321CC>TT c.(319-321)CCC>CTT p.P107L

Pat_59 Pre-Treatment ATXN1 6310 37 6 16327968 16327968 Missense_Mutation SNP C T 3 22 c.574G>A c.(574-576)GGA>AGA p.G192R



Pat_59 Pre-Treatment CAP2 10486 37 6 17507884 17507884 Missense_Mutation SNP G T 4 119 c.457G>T c.(457-459)GGT>TGT p.G153C

Pat_59 Pre-Treatment KDM1B 221656 37 6 18222197 18222197 Missense_Mutation SNP G A 5 246 c.1834G>A c.(1834-1836)GAA>AAA p.E612K

Pat_59 Pre-Treatment HIST1H2AB 8335 37 6 26033484 26033484 Missense_Mutation SNP G T 4 109 c.313C>A c.(313-315)CAG>AAG p.Q105K

Pat_59 Pre-Treatment BTN2A1 11120 37 6 26465619 26465619 Missense_Mutation SNP G A 4 86 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_59 Pre-Treatment ZKSCAN3 80317 37 6 28333529 28333529 Missense_Mutation SNP A G 3 62 c.1084A>G c.(1084-1086)AGA>GGA p.R362G

Pat_59 Pre-Treatment SKIV2L 6499 37 6 31936780 31936780 Missense_Mutation SNP C T 3 28 c.3313C>T c.(3313-3315)CCT>TCT p.P1105S

Pat_59 Pre-Treatment TNXB 7148 37 6 32029967 32029967 Missense_Mutation SNP G A 4 43 c.7135C>T c.(7135-7137)CGT>TGT p.R2379C

Pat_59 Pre-Treatment WDR46 9277 37 6 33248598 33248598 Missense_Mutation SNP C T 4 40 c.1282G>A c.(1282-1284)GGG>AGG p.G428R

Pat_59 Pre-Treatment PHF1 5252 37 6 33383066 33383066 Missense_Mutation SNP G A 6 372 c.1294G>A c.(1294-1296)GGC>AGC p.G432S

Pat_59 Pre-Treatment C6orf129 154467 37 6 37451045 37451045 Missense_Mutation SNP G A 4 74 c.211C>T c.(211-213)CGG>TGG p.R71W

Pat_59 Pre-Treatment ZNF318 24149 37 6 43309855 43309855 Missense_Mutation SNP G T 4 80 c.3371C>A c.(3370-3372)GCA>GAA p.A1124E

Pat_59 Pre-Treatment KHDRBS2 202559 37 6 62611258 62611258 Missense_Mutation SNP G A 13 53 c.502C>T c.(502-504)CGT>TGT p.R168C

Pat_59 Pre-Treatment LCA5 167691 37 6 80196800 80196800 Nonsense_Mutation SNP A T 4 73 c.2015T>A c.(2014-2016)TTA>TAA p.L672*

Pat_59 Pre-Treatment DOPEY1 23033 37 6 83818692 83818692 Missense_Mutation SNP G T 4 124 c.384G>T c.(382-384)TTG>TTT p.L128F

Pat_59 Pre-Treatment MDN1 23195 37 6 90420481 90420481 Missense_Mutation SNP C A 4 68 c.7684G>T c.(7684-7686)GCA>TCA p.A2562S

Pat_59 Pre-Treatment BACH2 60468 37 6 90660099 90660099 Missense_Mutation SNP G A 4 70 c.1726C>T c.(1726-1728)CGG>TGG p.R576W

Pat_59 Pre-Treatment C6orf167 253714 37 6 97702558 97702558 Missense_Mutation SNP T C 3 73 c.994A>G c.(994-996)AGT>GGT p.S332G

Pat_59 Pre-Treatment HACE1 57531 37 6 105280946 105280946 Missense_Mutation SNP G A 4 79 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_59 Pre-Treatment BEND3 57673 37 6 107390266 107390266 Missense_Mutation SNP G A 4 91 c.2129C>T c.(2128-2130)TCG>TTG p.S710L

Pat_59 Pre-Treatment SMPD2 6610 37 6 109763242 109763242 Missense_Mutation SNP T C 73 158 c.290T>C c.(289-291)ATC>ACC p.I97T

Pat_59 Pre-Treatment TAAR6 319100 37 6 132892037 132892037 Missense_Mutation SNP G A 4 85 c.577G>A c.(577-579)GTT>ATT p.V193I

Pat_59 Pre-Treatment ALDH8A1 64577 37 6 135263615 135263615 Missense_Mutation SNP G A 4 28 c.374C>T c.(373-375)ACG>ATG p.T125M

Pat_59 Pre-Treatment PBOV1 59351 37 6 138539325 138539325 Missense_Mutation SNP C A 4 70 c.208G>T c.(208-210)GAT>TAT p.D70Y

Pat_59 Pre-Treatment ZBTB2 57621 37 6 151687722 151687722 Missense_Mutation SNP C T 4 73 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_59 Pre-Treatment ESR1 2099 37 6 152382233 152382233 Missense_Mutation SNP T C 4 65 c.1343T>C c.(1342-1344)CTC>CCC p.L448P

Pat_59 Pre-Treatment FAM120B 84498 37 6 170627722 170627723 Missense_Mutation DNP TG CA 7 361 c.1244_1245TG>CAc.(1243-1245)ATG>ACA p.M415T

Pat_59 Pre-Treatment MICALL2 79778 37 7 1480281 1480281 Missense_Mutation SNP G A 4 57 c.1751C>T c.(1750-1752)CCG>CTG p.P584L

Pat_59 Pre-Treatment CARD11 84433 37 7 2969705 2969705 Missense_Mutation SNP T C 3 10 c.1574A>G c.(1573-1575)AAG>AGG p.K525R

Pat_59 Pre-Treatment FOXK1 221937 37 7 4794907 4794907 Missense_Mutation SNP G A 4 41 c.943G>A c.(943-945)GTG>ATG p.V315M

Pat_59 Pre-Treatment CYTH3 9265 37 7 6205183 6205183 Missense_Mutation SNP C T 4 95 c.965G>A c.(964-966)CGG>CAG p.R322Q

Pat_59 Pre-Treatment RAC1 5879 37 7 6441553 6441553 Missense_Mutation SNP A G 3 62 c.343A>G c.(343-345)ACT>GCT p.T115A

Pat_59 Pre-Treatment AGR2 10551 37 7 16841300 16841300 Missense_Mutation SNP G A 5 175 c.121C>T c.(121-123)CCC>TCC p.P41S

Pat_59 Pre-Treatment CCDC129 223075 37 7 31617722 31617722 Missense_Mutation SNP G A 4 5 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_59 Pre-Treatment CCDC129 223075 37 7 31692421 31692421 Missense_Mutation SNP A G 4 99 c.3113A>G c.(3112-3114)AAG>AGG p.K1038R

Pat_59 Pre-Treatment TXNDC3 51314 37 7 37916531 37916531 Missense_Mutation SNP G A 9 26 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_59 Pre-Treatment AEBP1 165 37 7 44153237 44153237 Missense_Mutation SNP C T 4 126 c.2854C>T c.(2854-2856)CGC>TGC p.R952C

Pat_59 Pre-Treatment ABCA13 154664 37 7 48314320 48314320 Missense_Mutation SNP G A 4 111 c.5057G>A c.(5056-5058)AGT>AAT p.S1686N

Pat_59 Pre-Treatment SPDYE5 442590 37 7 75130942 75130942 Missense_Mutation SNP C T 7 297 c.817C>T c.(817-819)CGG>TGG p.R273W

Pat_59 Pre-Treatment SPDYE5 442590 37 7 75130958 75130958 Missense_Mutation SNP G A 7 237 c.833G>A c.(832-834)CGT>CAT p.R278H

Pat_59 Pre-Treatment DTX2 113878 37 7 76112200 76112200 Missense_Mutation SNP G A 5 196 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_59 Pre-Treatment SEMA3C 10512 37 7 80374233 80374233 Missense_Mutation SNP T C 4 133 c.2233A>G c.(2233-2235)AGG>GGG p.R745G

Pat_59 Pre-Treatment KIAA1324L 222223 37 7 86542393 86542393 Missense_Mutation SNP G A 18 51 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_59 Pre-Treatment DBF4 10926 37 7 87507538 87507538 Missense_Mutation SNP G A 4 93 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_59 Pre-Treatment CYP51A1 1595 37 7 91753148 91753148 Missense_Mutation SNP G A 3 54 c.790C>T c.(790-792)CGG>TGG p.R264W

Pat_59 Pre-Treatment CALCR 799 37 7 93101770 93101770 Missense_Mutation SNP C T 36 130 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_59 Pre-Treatment COL1A2 1278 37 7 94056318 94056318 Splice_Site SNP A G 3 56 c.3106_splice c.e47-2 p.G1036_splice

Pat_59 Pre-Treatment ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 8 256 c.2213C>T c.(2212-2214)CCC>CTC p.P738L



Pat_59 Pre-Treatment MUC17 140453 37 7 100674946 100674946 Missense_Mutation SNP G T 4 74 c.249G>T c.(247-249)TTG>TTT p.L83F

Pat_59 Pre-Treatment LRRC17 10234 37 7 102580006 102580006 Missense_Mutation SNP G A 4 136 c.902G>A c.(901-903)AGC>AAC p.S301N

Pat_59 Pre-Treatment SLC26A5 375611 37 7 103038448 103038448 Missense_Mutation SNP G A 5 153 c.902C>T c.(901-903)ACT>ATT p.T301I

Pat_59 Pre-Treatment CFTR 1080 37 7 117232649 117232650 Missense_Mutation DNP AG GA 14 36 c.2428_2429AG>GAc.(2428-2430)AGA>GAA p.R810E

Pat_59 Pre-Treatment RBM28 55131 37 7 127953323 127953323 Missense_Mutation SNP G A 5 114 c.2050C>T c.(2050-2052)CGG>TGG p.R684W

Pat_59 Pre-Treatment MEST 4232 37 7 130142537 130142537 Missense_Mutation SNP G A 4 89 c.802G>A c.(802-804)GCT>ACT p.A268T

Pat_59 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 23 83 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_59 Pre-Treatment GBX1 2636 37 7 150864214 150864214 Missense_Mutation SNP C T 3 17 c.422G>A c.(421-423)GGC>GAC p.G141D

Pat_59 Pre-Treatment NOM1 64434 37 7 156743173 156743173 Missense_Mutation SNP G A 4 91 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_59 Pre-Treatment DLGAP2 9228 37 8 1645447 1645447 Missense_Mutation SNP G A 4 109 c.2691G>A c.(2689-2691)ATG>ATA p.M897I

Pat_59 Pre-Treatment PHYHIP 9796 37 8 22084462 22084462 Missense_Mutation SNP C T 4 61 c.242G>A c.(241-243)CGC>CAC p.R81H

Pat_59 Pre-Treatment BIN3 55909 37 8 22481537 22481537 Missense_Mutation SNP C T 3 35 c.506G>A c.(505-507)CGG>CAG p.R169Q

Pat_59 Pre-Treatment PTK2B 2185 37 8 27293298 27293298 Nonsense_Mutation SNP C T 5 170 c.1231C>T c.(1231-1233)CGA>TGA p.R411*

Pat_59 Pre-Treatment RB1CC1 9821 37 8 53573822 53573822 Missense_Mutation SNP G A 4 46 c.1378C>T c.(1378-1380)CTT>TTT p.L460F

Pat_59 Pre-Treatment C8orf34 116328 37 8 69688655 69688655 Missense_Mutation SNP G A 5 56 c.1168G>A c.(1168-1170)GGA>AGA p.G390R

Pat_59 Pre-Treatment ZFHX4 79776 37 8 77616870 77616870 Missense_Mutation SNP G T 4 35 c.547G>T c.(547-549)GCA>TCA p.A183S

Pat_59 Pre-Treatment SNTB1 6641 37 8 121823555 121823555 Missense_Mutation SNP C T 5 194 c.529G>A c.(529-531)GTG>ATG p.V177M

Pat_59 Pre-Treatment PHF20L1 51105 37 8 133848943 133848943 Missense_Mutation SNP G A 4 76 c.2068G>A c.(2068-2070)GAG>AAG p.E690K

Pat_59 Pre-Treatment SLC39A4 55630 37 8 145640420 145640420 Missense_Mutation SNP C T 4 42 c.742G>A c.(742-744)GCC>ACC p.A248T

Pat_59 Pre-Treatment PPP1R16A 84988 37 8 145726954 145726954 Missense_Mutation SNP C T 2 0 c.1255C>T c.(1255-1257)CCA>TCA p.P419S

Pat_59 Pre-Treatment RECQL4 9401 37 8 145741409 145741409 Missense_Mutation SNP C T 3 23 c.1094G>A c.(1093-1095)CGG>CAG p.R365Q

Pat_59 Pre-Treatment VLDLR 7436 37 9 2650433 2650433 Missense_Mutation SNP C A 4 57 c.2168C>A c.(2167-2169)CCA>CAA p.P723Q

Pat_59 Pre-Treatment GLIS3 169792 37 9 4117892 4117892 Missense_Mutation SNP C T 4 55 c.1121G>A c.(1120-1122)CGC>CAC p.R374H

Pat_59 Pre-Treatment PTPRD 5789 37 9 8517925 8517925 Missense_Mutation SNP G A 22 62 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_59 Pre-Treatment ADAMTSL1 92949 37 9 18905865 18905865 Nonsense_Mutation SNP C A 4 15 c.4937C>A c.(4936-4938)TCA>TAA p.S1646*

Pat_59 Pre-Treatment SLC24A2 25769 37 9 19786503 19786503 Missense_Mutation SNP G T 20 55 c.362C>A c.(361-363)CCG>CAG p.P121Q

Pat_59 Pre-Treatment TAF1L 138474 37 9 32632916 32632916 Missense_Mutation SNP G A 5 137 c.2662C>T c.(2662-2664)CGT>TGT p.R888C

Pat_59 Pre-Treatment NFX1 4799 37 9 33318740 33318740 Missense_Mutation SNP G A 5 200 c.1600G>A c.(1600-1602)GGC>AGC p.G534S

Pat_59 Pre-Treatment KIAA1045 23349 37 9 34977113 34977113 Missense_Mutation SNP C T 3 37 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_59 Pre-Treatment TLN1 7094 37 9 35706812 35706812 Missense_Mutation SNP C T 4 72 c.5041G>A c.(5041-5043)GCT>ACT p.A1681T

Pat_59 Pre-Treatment APBA1 320 37 9 72067109 72067109 Missense_Mutation SNP C A 4 87 c.1897G>T c.(1897-1899)GAC>TAC p.D633Y

Pat_59 Pre-Treatment CDC14B 8555 37 9 99296748 99296748 Missense_Mutation SNP C T 4 48 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_59 Pre-Treatment SMC2 10592 37 9 106880657 106880657 Splice_Site SNP G A 4 45 c.1996_splice c.e15+1 p.G666_splice

Pat_59 Pre-Treatment ACTL7B 10880 37 9 111617958 111617958 Missense_Mutation SNP C T 4 72 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_59 Pre-Treatment TNC 3371 37 9 117825309 117825309 Missense_Mutation SNP C T 3 20 c.3920G>A c.(3919-3921)AGC>AAC p.S1307N

Pat_59 Pre-Treatment LHX6 26468 37 9 124976570 124976570 Nonsense_Mutation SNP G A 3 18 c.688C>T c.(688-690)CAG>TAG p.Q230*

Pat_59 Pre-Treatment OR1B1 347169 37 9 125391515 125391515 Missense_Mutation SNP C A 3 32 c.300G>T c.(298-300)TTG>TTT p.L100F

Pat_59 Pre-Treatment GTF3C5 9328 37 9 135929329 135929329 Missense_Mutation SNP G A 3 48 c.988G>A c.(988-990)GGT>AGT p.G330S

Pat_59 Pre-Treatment SURF1 6834 37 9 136221717 136221717 Missense_Mutation SNP G A 4 104 c.202C>T c.(202-204)CTC>TTC p.L68F

Pat_59 Pre-Treatment COL5A1 1289 37 9 137658300 137658300 Missense_Mutation SNP G A 10 36 c.2089G>A c.(2089-2091)GGT>AGT p.G697S

Pat_59 Pre-Treatment ZBED1 9189 37 X 2408758 2408758 Missense_Mutation SNP C T 4 116 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_59 Pre-Treatment SYAP1 94056 37 X 16753433 16753433 Missense_Mutation SNP G A 3 43 c.259G>A c.(259-261)GTA>ATA p.V87I

Pat_59 Pre-Treatment RBBP7 5931 37 X 16870242 16870242 Missense_Mutation SNP G A 4 122 c.967C>T c.(967-969)CAC>TAC p.H323Y

Pat_59 Pre-Treatment ZFX 7543 37 X 24229038 24229038 Missense_Mutation SNP G A 4 66 c.1963G>A c.(1963-1965)GTT>ATT p.V655I

Pat_59 Pre-Treatment FAM48B1 100130302 37 X 24382867 24382867 Missense_Mutation SNP C A 3 35 c.1990C>A c.(1990-1992)CAG>AAG p.Q664K

Pat_59 Pre-Treatment USP11 8237 37 X 47092360 47092360 Missense_Mutation SNP G A 4 69 c.47G>A c.(46-48)CGG>CAG p.R16Q

Pat_59 Pre-Treatment TAF1 6872 37 X 70612758 70612758 Missense_Mutation SNP G A 4 103 c.2962G>A c.(2962-2964)GTG>ATG p.V988M



Pat_59 Pre-Treatment ACRC 93953 37 X 70823930 70823931 Missense_Mutation DNP GC AG 7 97 c.803_804GC>AG c.(802-804)AGC>AAG p.S268K

Pat_59 Pre-Treatment ATRX 546 37 X 76890195 76890196 Splice_Site DNP CT AA 6 126 c.4700_splice c.e17-1 p.G1567_splice

Pat_59 Pre-Treatment BTK 695 37 X 100624998 100624998 Missense_Mutation SNP G T 4 46 c.379C>A c.(379-381)CAG>AAG p.Q127K

Pat_59 Pre-Treatment COL4A6 1288 37 X 107462945 107462945 Missense_Mutation SNP C A 4 136 c.310G>T c.(310-312)GGC>TGC p.G104C

Pat_59 Pre-Treatment MAGEC1 9947 37 X 140993747 140993747 Missense_Mutation SNP C T 4 129 c.557C>T c.(556-558)ACT>ATT p.T186I

Pat_59 Pre-Treatment IDS 3423 37 X 148564603 148564603 Nonsense_Mutation SNP G A 4 67 c.1327C>T c.(1327-1329)CGA>TGA p.R443*

Pat_59 Pre-Treatment IDS 3423 37 X 148577978 148577978 Missense_Mutation SNP G A 4 132 c.778C>T c.(778-780)CCC>TCC p.P260S

Pat_59 Pre-Treatment TREX2 11219 37 X 152710323 152710323 Nonsense_Mutation SNP G T 2 0 c.692C>A c.(691-693)TCA>TAA p.S231*

Pat_59 Pre-Treatment OPN1LW 5956 37 X 153418523 153418523 Missense_Mutation SNP G T 4 57 c.520G>T c.(520-522)GCC>TCC p.A174S

Pat_59 Pre-Treatment LAGE3 8270 37 X 153706299 153706299 Missense_Mutation SNP G A 26 30 c.416C>T c.(415-417)CCC>CTC p.P139L

Pat_59 Pre-Treatment ZFY 7544 37 Y 2847907 2847907 Missense_Mutation SNP G A 4 104 c.2279G>A c.(2278-2280)CGG>CAG p.R760Q

Pat_59 Post-Resistance CPSF3L 54973 37 1 1254829 1254829 Missense_Mutation SNP C A 4 66 c.276G>T c.(274-276)ATG>ATT p.M92I

Pat_59 Post-Resistance GNB1 2782 37 1 1721893 1721893 Nonsense_Mutation SNP G A 4 133 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_59 Post-Resistance PANK4 55229 37 1 2442805 2442805 Missense_Mutation SNP G A 21 32 c.1805C>T c.(1804-1806)TCC>TTC p.S602F

Pat_59 Post-Resistance KIAA0562 9731 37 1 3768955 3768955 Missense_Mutation SNP C T 10 56 c.17G>A c.(16-18)GGA>GAA p.G6E

Pat_59 Post-Resistance ACOT7 11332 37 1 6387452 6387452 Missense_Mutation SNP C T 6 33 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_59 Post-Resistance H6PD 9563 37 1 9305201 9305201 Missense_Mutation SNP C T 3 26 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_59 Post-Resistance KIF1B 23095 37 1 10434405 10434405 Missense_Mutation SNP C T 45 214 c.4978C>T c.(4978-4980)CCC>TCC p.P1660S

Pat_59 Post-Resistance CASP9 842 37 1 15844737 15844737 Missense_Mutation SNP C T 13 46 c.286G>A c.(286-288)GCA>ACA p.A96T

Pat_59 Post-Resistance PINK1 65018 37 1 20975090 20975090 Missense_Mutation SNP G A 6 28 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance USP48 84196 37 1 22021632 22021632 Missense_Mutation SNP C T 4 106 c.2810G>A c.(2809-2811)CGA>CAA p.R937Q

Pat_59 Post-Resistance SRRM1 10250 37 1 24996715 24996715 Missense_Mutation SNP C T 21 217 c.2309C>T c.(2308-2310)CCC>CTC p.P770L

Pat_59 Post-Resistance SYF2 25949 37 1 25555539 25555539 Missense_Mutation SNP C T 16 133 c.208G>A c.(208-210)GCC>ACC p.A70T

Pat_59 Post-Resistance SEPN1 57190 37 1 26135586 26135586 Missense_Mutation SNP G A 14 155 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_59 Post-Resistance NR0B2 8431 37 1 27238482 27238482 Missense_Mutation SNP C T 5 54 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_59 Post-Resistance YTHDF2 51441 37 1 29069585 29069585 Missense_Mutation SNP C T 5 168 c.803C>T c.(802-804)CCG>CTG p.P268L

Pat_59 Post-Resistance COL16A1 1307 37 1 32145259 32145259 Missense_Mutation SNP C T 4 82 c.2746G>A c.(2746-2748)GGC>AGC p.G916S

Pat_59 Post-Resistance DCDC2B 149069 37 1 32677721 32677721 Missense_Mutation SNP C T 13 53 c.446C>T c.(445-447)TCC>TTC p.S149F

Pat_59 Post-Resistance KIAA1522 57648 37 1 33236474 33236474 Missense_Mutation SNP G A 5 17 c.1517G>A c.(1516-1518)GGT>GAT p.G506D

Pat_59 Post-Resistance YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 17 69 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_59 Post-Resistance NCDN 23154 37 1 36030828 36030828 Missense_Mutation SNP C T 4 123 c.1754C>T c.(1753-1755)GCT>GTT p.A585V

Pat_59 Post-Resistance MTF1 4520 37 1 38288344 38288344 Missense_Mutation SNP C T 20 89 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance RRAGC 64121 37 1 39322712 39322712 Missense_Mutation SNP C T 11 125 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_59 Post-Resistance MACF1 23499 37 1 39895717 39895717 Missense_Mutation SNP C T 6 56 c.12427C>T c.(12427-12429)CCC>TCC p.P4143S

Pat_59 Post-Resistance TRIT1 54802 37 1 40315926 40315926 Nonsense_Mutation SNP G A 5 43 c.568C>T c.(568-570)CAA>TAA p.Q190*

Pat_59 Post-Resistance HIVEP3 59269 37 1 41978888 41978888 Missense_Mutation SNP C T 5 55 c.6004G>A c.(6004-6006)GAA>AAA p.E2002K

Pat_59 Post-Resistance FOXJ3 22887 37 1 42671440 42671440 Missense_Mutation SNP G A 7 113 c.623C>T c.(622-624)ACT>ATT p.T208I

Pat_59 Post-Resistance PPIH 10465 37 1 43124913 43124913 Missense_Mutation SNP G A 54 399 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_59 Post-Resistance MAST2 23139 37 1 46473997 46473997 Missense_Mutation SNP G A 10 32 c.932G>A c.(931-933)AGT>AAT p.S311N

Pat_59 Post-Resistance TAL1 6886 37 1 47685450 47685450 Missense_Mutation SNP G A 4 37 c.938C>T c.(937-939)ACG>ATG p.T313M

Pat_59 Post-Resistance NRD1 4898 37 1 52279762 52279762 Splice_Site SNP C T 8 61 c.1824_splice c.e16-1 p.R608_splice

Pat_59 Post-Resistance ORC1L 4998 37 1 52838991 52838991 Missense_Mutation SNP C T 11 51 c.2448G>A c.(2446-2448)ATG>ATA p.M816I

Pat_59 Post-Resistance ZCCHC11 23318 37 1 52991465 52991465 Missense_Mutation SNP C T 9 197 c.488G>A c.(487-489)GGA>GAA p.G163E

Pat_59 Post-Resistance CPT2 1376 37 1 53675977 53675977 Missense_Mutation SNP C T 15 92 c.631C>T c.(631-633)CCC>TCC p.P211S

Pat_59 Post-Resistance YIPF1 54432 37 1 54343997 54343997 Missense_Mutation SNP C T 47 323 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_59 Post-Resistance C1orf177 163747 37 1 55282783 55282783 Missense_Mutation SNP A G 3 40 c.1172A>G c.(1171-1173)GAC>GGC p.D391G

Pat_59 Post-Resistance USP24 23358 37 1 55562632 55562632 Missense_Mutation SNP C T 4 29 c.5449G>A c.(5449-5451)GAC>AAC p.D1817N



Pat_59 Post-Resistance C8B 732 37 1 57399008 57399008 Missense_Mutation SNP C T 9 84 c.1552G>A c.(1552-1554)GGA>AGA p.G518R

Pat_59 Post-Resistance OMA1 115209 37 1 59004511 59004511 Missense_Mutation SNP C T 56 327 c.456G>A c.(454-456)ATG>ATA p.M152I

Pat_59 Post-Resistance ATG4C 84938 37 1 63282440 63282440 Missense_Mutation SNP C T 14 34 c.355C>T c.(355-357)CTC>TTC p.L119F

Pat_59 Post-Resistance ALG6 29929 37 1 63862269 63862269 Splice_Site SNP G A 8 78 c.167_splice c.e3+1 p.W56_splice

Pat_59 Post-Resistance C1orf173 127254 37 1 75055719 75055719 Missense_Mutation SNP G A 5 15 c.1772C>T c.(1771-1773)TCT>TTT p.S591F

Pat_59 Post-Resistance LHX8 431707 37 1 75626504 75626504 Missense_Mutation SNP C T 26 195 c.995C>T c.(994-996)GCT>GTT p.A332V

Pat_59 Post-Resistance SLC44A5 204962 37 1 75685021 75685021 Missense_Mutation SNP G A 47 95 c.1187C>T c.(1186-1188)GCG>GTG p.A396V

Pat_59 Post-Resistance LPHN2 23266 37 1 82408751 82408751 Missense_Mutation SNP G A 13 77 c.496G>A c.(496-498)GCT>ACT p.A166T

Pat_59 Post-Resistance ZNF644 84146 37 1 91403293 91403293 Missense_Mutation SNP C T 37 304 c.3437G>A c.(3436-3438)GGG>GAG p.G1146E

Pat_59 Post-Resistance CDC7 8317 37 1 91989627 91989627 Missense_Mutation SNP C T 12 66 c.1360C>T c.(1360-1362)CCA>TCA p.P454S

Pat_59 Post-Resistance TGFBR3 7049 37 1 92193265 92193265 Missense_Mutation SNP A G 9 125 c.836T>C c.(835-837)GTC>GCC p.V279A

Pat_59 Post-Resistance BCAR3 8412 37 1 94054952 94054952 Missense_Mutation SNP C T 6 32 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_59 Post-Resistance RTCD1 8634 37 1 100736150 100736150 Missense_Mutation SNP G A 36 227 c.328G>A c.(328-330)GTT>ATT p.V110I

Pat_59 Post-Resistance COL11A1 1301 37 1 103354313 103354313 Missense_Mutation SNP C T 11 49 c.4520G>A c.(4519-4521)GGT>GAT p.G1507D

Pat_59 Post-Resistance PHTF1 10745 37 1 114248697 114248697 Missense_Mutation SNP G A 38 75 c.1486C>T c.(1486-1488)CTT>TTT p.L496F

Pat_59 Post-Resistance VTCN1 79679 37 1 117753456 117753456 Missense_Mutation SNP G A 35 46 c.22C>T c.(22-24)CTC>TTC p.L8F

Pat_59 Post-Resistance WARS2 10352 37 1 119619172 119619172 Missense_Mutation SNP C T 41 301 c.149G>A c.(148-150)GGC>GAC p.G50D

Pat_59 Post-Resistance ITGA10 8515 37 1 145532152 145532152 Missense_Mutation SNP G A 14 116 c.796G>A c.(796-798)GAG>AAG p.E266K

Pat_59 Post-Resistance ARNT 405 37 1 150808813 150808813 Missense_Mutation SNP G A 12 112 c.643C>T c.(643-645)CCA>TCA p.P215S

Pat_59 Post-Resistance CELF3 11189 37 1 151681746 151681746 Missense_Mutation SNP C T 19 119 c.356G>A c.(355-357)GGG>GAG p.G119E

Pat_59 Post-Resistance THEM4 117145 37 1 151860798 151860798 Missense_Mutation SNP T C 27 173 c.508A>G c.(508-510)ATG>GTG p.M170V

Pat_59 Post-Resistance SPRR2D 6703 37 1 153012687 153012687 Missense_Mutation SNP G A 50 188 c.136C>T c.(136-138)CCA>TCA p.P46S

Pat_59 Post-Resistance UBAP2L 9898 37 1 154233541 154233541 Missense_Mutation SNP C T 9 50 c.2752C>T c.(2752-2754)CCG>TCG p.P918S

Pat_59 Post-Resistance AQP10 89872 37 1 154296128 154296128 Missense_Mutation SNP G A 12 103 c.553G>A c.(553-555)GTC>ATC p.V185I

Pat_59 Post-Resistance KCNN3 3782 37 1 154680622 154680622 Missense_Mutation SNP G A 4 67 c.2026C>T c.(2026-2028)CTC>TTC p.L676F

Pat_59 Post-Resistance RAG1AP1 55974 37 1 155108460 155108460 Missense_Mutation SNP G A 8 35 c.73G>A c.(73-75)GCC>ACC p.A25T

Pat_59 Post-Resistance ASH1L 55870 37 1 155313444 155313444 Nonsense_Mutation SNP G A 3 77 c.8086C>T c.(8086-8088)CGA>TGA p.R2696*

Pat_59 Post-Resistance ASH1L 55870 37 1 155348157 155348157 Missense_Mutation SNP G A 42 120 c.6262C>T c.(6262-6264)CTT>TTT p.L2088F

Pat_59 Post-Resistance GON4L 54856 37 1 155796738 155796738 Missense_Mutation SNP C T 18 85 c.587G>A c.(586-588)AGG>AAG p.R196K

Pat_59 Post-Resistance SMG5 23381 37 1 156233190 156233190 Missense_Mutation SNP G A 26 139 c.2027C>T c.(2026-2028)GCG>GTG p.A676V

Pat_59 Post-Resistance FCRL3 115352 37 1 157667544 157667544 Missense_Mutation SNP G T 16 147 c.464C>A c.(463-465)TCC>TAC p.S155Y

Pat_59 Post-Resistance DARC 2532 37 1 159175875 159175875 Missense_Mutation SNP G A 4 19 c.646G>A c.(646-648)GCC>ACC p.A216T

Pat_59 Post-Resistance PIGM 93183 37 1 160000565 160000565 Missense_Mutation SNP G A 23 47 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_59 Post-Resistance KCNJ9 3765 37 1 160054056 160054056 Nonsense_Mutation SNP G A 5 5 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_59 Post-Resistance VANGL2 57216 37 1 160394935 160394935 Missense_Mutation SNP G A 4 45 c.1333G>A c.(1333-1335)GGA>AGA p.G445R

Pat_59 Post-Resistance ITLN2 142683 37 1 160920963 160920963 Missense_Mutation SNP C T 19 146 c.311G>A c.(310-312)GGG>GAG p.G104E

Pat_59 Post-Resistance KLHDC9 126823 37 1 161069991 161069991 Missense_Mutation SNP G A 34 152 c.1027G>A c.(1027-1029)GTT>ATT p.V343I

Pat_59 Post-Resistance ALDH9A1 223 37 1 165649773 165649773 Missense_Mutation SNP G A 42 237 c.740C>T c.(739-741)CCC>CTC p.P247L

Pat_59 Post-Resistance POGK 57645 37 1 166810212 166810212 Missense_Mutation SNP C T 34 173 c.19C>T c.(19-21)CCT>TCT p.P7S

Pat_59 Post-Resistance F5 2153 37 1 169492544 169492544 Missense_Mutation SNP C T 27 84 c.5939G>A c.(5938-5940)GGT>GAT p.G1980D

Pat_59 Post-Resistance F5 2153 37 1 169495164 169495164 Missense_Mutation SNP T G 44 278 c.5691A>C c.(5689-5691)CAA>CAC p.Q1897H

Pat_59 Post-Resistance FMO3 2328 37 1 171072938 171072938 Missense_Mutation SNP G A 27 232 c.145G>A c.(145-147)GAG>AAG p.E49K

Pat_59 Post-Resistance FMO2 2327 37 1 171173122 171173122 Missense_Mutation SNP G A 5 134 c.746G>A c.(745-747)CGA>CAA p.R249Q

Pat_59 Post-Resistance C1orf9 51430 37 1 172558514 172558514 Missense_Mutation SNP G A 23 188 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_59 Post-Resistance SLC9A11 284525 37 1 173486836 173486836 Missense_Mutation SNP C T 15 75 c.2747G>A c.(2746-2748)AGT>AAT p.S916N

Pat_59 Post-Resistance RASAL2 9462 37 1 178421618 178421618 Nonsense_Mutation SNP C T 17 161 c.1396C>T c.(1396-1398)CAA>TAA p.Q466*

Pat_59 Post-Resistance CACNA1E 777 37 1 181548282 181548282 Missense_Mutation SNP G T 5 105 c.691G>T c.(691-693)GCC>TCC p.A231S



Pat_59 Post-Resistance RNASEL 6041 37 1 182555367 182555367 Missense_Mutation SNP C T 10 21 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_59 Post-Resistance NMNAT2 23057 37 1 183253914 183253914 Missense_Mutation SNP C T 5 100 c.460G>A c.(460-462)GGG>AGG p.G154R

Pat_59 Post-Resistance RNF2 6045 37 1 185067424 185067424 Missense_Mutation SNP G A 8 142 c.685G>A c.(685-687)GTA>ATA p.V229I

Pat_59 Post-Resistance PRG4 10216 37 1 186276260 186276260 Missense_Mutation SNP C T 13 64 c.1409C>T c.(1408-1410)ACC>ATC p.T470I

Pat_59 Post-Resistance CFHR4 10877 37 1 196887342 196887342 Missense_Mutation SNP C T 11 25 c.802C>T c.(802-804)CCA>TCA p.P268S

Pat_59 Post-Resistance CFHR5 81494 37 1 196946838 196946838 Missense_Mutation SNP C T 36 226 c.44C>T c.(43-45)ACT>ATT p.T15I

Pat_59 Post-Resistance CRB1 23418 37 1 197398703 197398703 Missense_Mutation SNP C T 15 53 c.2801C>T c.(2800-2802)CCT>CTT p.P934L

Pat_59 Post-Resistance CRB1 23418 37 1 197446894 197446894 Missense_Mutation SNP C G 9 38 c.4106C>G c.(4105-4107)ACC>AGC p.T1369S

Pat_59 Post-Resistance KDM5B 10765 37 1 202702600 202702600 Missense_Mutation SNP C T 4 112 c.3838G>A c.(3838-3840)GAT>AAT p.D1280N

Pat_59 Post-Resistance ELK4 2005 37 1 205585691 205585691 Missense_Mutation SNP C T 10 91 c.1279G>A c.(1279-1281)GAC>AAC p.D427N

Pat_59 Post-Resistance FCAMR 83953 37 1 207139119 207139119 Missense_Mutation SNP G A 4 15 c.254C>T c.(253-255)GCC>GTC p.A85V

Pat_59 Post-Resistance IRF6 3664 37 1 209968653 209968653 Missense_Mutation SNP G A 26 128 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_59 Post-Resistance TRAF5 7188 37 1 211529764 211529764 Missense_Mutation SNP G A 4 134 c.332G>A c.(331-333)AGC>AAC p.S111N

Pat_59 Post-Resistance PTPN14 5784 37 1 214556719 214556719 Missense_Mutation SNP C T 8 86 c.2479G>A c.(2479-2481)GAG>AAG p.E827K

Pat_59 Post-Resistance USH2A 7399 37 1 216243481 216243481 Missense_Mutation SNP G A 22 122 c.6011C>T c.(6010-6012)TCT>TTT p.S2004F

Pat_59 Post-Resistance USH2A 7399 37 1 216348812 216348812 Missense_Mutation SNP A G 4 54 c.4409T>C c.(4408-4410)CTG>CCG p.L1470P

Pat_59 Post-Resistance RAB3GAP2 25782 37 1 220326699 220326699 Missense_Mutation SNP G A 18 141 c.3695C>T c.(3694-3696)ACA>ATA p.T1232I

Pat_59 Post-Resistance ITPKB 3707 37 1 226923503 226923503 Missense_Mutation SNP C T 5 28 c.1657G>A c.(1657-1659)GAC>AAC p.D553N

Pat_59 Post-Resistance ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 6 219 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_59 Post-Resistance ZNF678 339500 37 1 227842544 227842544 Missense_Mutation SNP G A 9 327 c.593G>A c.(592-594)AGC>AAC p.S198N

Pat_59 Post-Resistance SNAP47 116841 37 1 227946773 227946773 Missense_Mutation SNP C T 21 140 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_59 Post-Resistance HIST3H3 8290 37 1 228612641 228612641 Missense_Mutation SNP C T 4 121 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_59 Post-Resistance LYST 1130 37 1 235922785 235922785 Missense_Mutation SNP C T 27 219 c.6368G>A c.(6367-6369)GGA>GAA p.G2123E

Pat_59 Post-Resistance MTR 4548 37 1 236959034 236959034 Missense_Mutation SNP C T 21 105 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_59 Post-Resistance OR2L2 26246 37 1 248201894 248201894 Missense_Mutation SNP G A 9 87 c.325G>A c.(325-327)GCA>ACA p.A109T

Pat_59 Post-Resistance FRMD4A 55691 37 10 13698668 13698668 Missense_Mutation SNP G A 4 3 c.2921C>T c.(2920-2922)ACC>ATC p.T974I

Pat_59 Post-Resistance RSU1 6251 37 10 16794558 16794558 Missense_Mutation SNP G A 14 73 c.578C>T c.(577-579)ACC>ATC p.T193I

Pat_59 Post-Resistance CUBN 8029 37 10 16975122 16975122 Nonsense_Mutation SNP G A 4 123 c.6088C>T c.(6088-6090)CGA>TGA p.R2030*

Pat_59 Post-Resistance MSRB2 22921 37 10 23399204 23399204 Missense_Mutation SNP G A 40 91 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_59 Post-Resistance KIAA1217 56243 37 10 24508644 24508644 Missense_Mutation SNP G T 3 22 c.160G>T c.(160-162)GGT>TGT p.G54C

Pat_59 Post-Resistance KIAA1217 56243 37 10 24809159 24809159 Missense_Mutation SNP G A 45 64 c.2285G>A c.(2284-2286)GGA>GAA p.G762E

Pat_59 Post-Resistance KIAA1217 56243 37 10 24820833 24820833 Missense_Mutation SNP C T 4 67 c.3157C>T c.(3157-3159)CGT>TGT p.R1053C

Pat_59 Post-Resistance MTPAP 55149 37 10 30625845 30625845 Missense_Mutation SNP G A 44 144 c.667C>T c.(667-669)CCA>TCA p.P223S

Pat_59 Post-Resistance KIF5B 3799 37 10 32307059 32307059 Missense_Mutation SNP G A 36 64 c.2465C>T c.(2464-2466)ACC>ATC p.T822I

Pat_59 Post-Resistance BMS1 9790 37 10 43289313 43289313 Missense_Mutation SNP C T 30 67 c.1103C>T c.(1102-1104)CCC>CTC p.P368L

Pat_59 Post-Resistance RBP3 5949 37 10 48388900 48388900 Missense_Mutation SNP T C 2 2 c.1978A>G c.(1978-1980)ACC>GCC p.T660A

Pat_59 Post-Resistance ZWINT 11130 37 10 58119898 58119898 Missense_Mutation SNP G A 3 18 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_59 Post-Resistance RUFY2 55680 37 10 70156634 70156634 Missense_Mutation SNP G A 14 28 c.406C>T c.(406-408)CCT>TCT p.P136S

Pat_59 Post-Resistance C10orf27 219793 37 10 72531206 72531206 Missense_Mutation SNP C T 3 26 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_59 Post-Resistance HECTD2 143279 37 10 93242749 93242749 Missense_Mutation SNP C T 4 80 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_59 Post-Resistance PIPSL 266971 37 10 95719566 95719566 Missense_Mutation SNP G A 5 43 c.1588C>T c.(1588-1590)CCT>TCT p.P530S

Pat_59 Post-Resistance TLL2 7093 37 10 98188425 98188425 Missense_Mutation SNP C T 15 36 c.601G>A c.(601-603)GAG>AAG p.E201K

Pat_59 Post-Resistance DHDPSL 112817 37 10 99359537 99359537 Missense_Mutation SNP C T 3 30 c.569C>T c.(568-570)CCG>CTG p.P190L

Pat_59 Post-Resistance C10orf2 56652 37 10 102750720 102750720 Missense_Mutation SNP G A 23 64 c.1687G>A c.(1687-1689)GAT>AAT p.D563N

Pat_59 Post-Resistance POLL 27343 37 10 103347107 103347107 Missense_Mutation SNP C T 13 59 c.11G>A c.(10-12)AGG>AAG p.R4K

Pat_59 Post-Resistance TAF5 6877 37 10 105147086 105147086 Missense_Mutation SNP G T 4 100 c.1984G>T c.(1984-1986)GTA>TTA p.V662L

Pat_59 Post-Resistance CTBP2 1488 37 10 126678107 126678107 Missense_Mutation SNP C T 46 180 c.1318G>A c.(1318-1320)GAG>AAG p.E440K



Pat_59 Post-Resistance DOCK1 1793 37 10 128817004 128817004 Missense_Mutation SNP G A 6 28 c.1169G>A c.(1168-1170)GGA>GAA p.G390E

Pat_59 Post-Resistance FAM196A 642938 37 10 128974017 128974017 Missense_Mutation SNP G A 3 4 c.643C>T c.(643-645)CCT>TCT p.P215S

Pat_59 Post-Resistance INPP5A 3632 37 10 134579283 134579283 Missense_Mutation SNP G A 8 12 c.910G>A c.(910-912)GAG>AAG p.E304K

Pat_59 Post-Resistance AP2A2 161 37 11 988657 988657 Missense_Mutation SNP G A 8 43 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_59 Post-Resistance MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 3 41 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_59 Post-Resistance MUC5B 727897 37 11 1271474 1271474 Missense_Mutation SNP C T 10 31 c.14783C>T c.(14782-14784)ACT>ATT p.T4928I

Pat_59 Post-Resistance KRTAP5-4 387267 37 11 1642992 1642992 Missense_Mutation SNP C T 4 53 c.470G>A c.(469-471)TGT>TAT p.C157Y

Pat_59 Post-Resistance TRIM68 55128 37 11 4621621 4621621 Missense_Mutation SNP G A 5 35 c.1343C>T c.(1342-1344)ACT>ATT p.T448I

Pat_59 Post-Resistance OR51L1 119682 37 11 5020900 5020900 Missense_Mutation SNP A G 3 84 c.688A>G c.(688-690)ATT>GTT p.I230V

Pat_59 Post-Resistance OR51Q1 390061 37 11 5443576 5443576 Missense_Mutation SNP C T 31 211 c.146C>T c.(145-147)ACT>ATT p.T49I

Pat_59 Post-Resistance ARNTL 406 37 11 13402785 13402785 Missense_Mutation SNP C T 18 112 c.1601C>T c.(1600-1602)TCT>TTT p.S534F

Pat_59 Post-Resistance BBOX1 8424 37 11 27137043 27137043 Missense_Mutation SNP C T 29 146 c.578C>T c.(577-579)GCT>GTT p.A193V

Pat_59 Post-Resistance CKAP5 9793 37 11 46792348 46792348 Missense_Mutation SNP C T 3 28 c.3176G>A c.(3175-3177)GGG>GAG p.G1059E

Pat_59 Post-Resistance PSMC3 5702 37 11 47444392 47444392 Missense_Mutation SNP C T 6 172 c.724G>A c.(724-726)GCA>ACA p.A242T

Pat_59 Post-Resistance OR4C46 119749 37 11 51515699 51515699 Missense_Mutation SNP G A 21 179 c.418G>A c.(418-420)GCC>ACC p.A140T

Pat_59 Post-Resistance OR4A16 81327 37 11 55110828 55110828 Missense_Mutation SNP C T 14 80 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_59 Post-Resistance OR8H2 390151 37 11 55873186 55873186 Missense_Mutation SNP T C 4 117 c.668T>C c.(667-669)TTT>TCT p.F223S

Pat_59 Post-Resistance OR5M1 390168 37 11 56380086 56380086 Missense_Mutation SNP A G 36 269 c.893T>C c.(892-894)ATC>ACC p.I298T

Pat_59 Post-Resistance PRG3 10394 37 11 57147199 57147199 Missense_Mutation SNP C T 12 31 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_59 Post-Resistance SLC43A3 29015 37 11 57182201 57182201 Missense_Mutation SNP C T 43 242 c.947G>A c.(946-948)AGC>AAC p.S316N

Pat_59 Post-Resistance OR5A2 219981 37 11 59189855 59189855 Missense_Mutation SNP G A 10 57 c.572C>T c.(571-573)TCT>TTT p.S191F

Pat_59 Post-Resistance MTA2 9219 37 11 62361511 62361511 Missense_Mutation SNP C T 4 62 c.1843G>A c.(1843-1845)GCC>ACC p.A615T

Pat_59 Post-Resistance MTA2 9219 37 11 62363982 62363982 Missense_Mutation SNP C T 7 32 c.905G>A c.(904-906)AGC>AAC p.S302N

Pat_59 Post-Resistance GANAB 23193 37 11 62397390 62397390 Missense_Mutation SNP C T 4 103 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_59 Post-Resistance C11orf48 79081 37 11 62435196 62435196 Missense_Mutation SNP G A 31 174 c.337C>T c.(337-339)CCT>TCT p.P113S

Pat_59 Post-Resistance TAF6L 10629 37 11 62554695 62554695 Missense_Mutation SNP C T 3 28 c.1796C>T c.(1795-1797)CCC>CTC p.P599L

Pat_59 Post-Resistance MACROD1 28992 37 11 63919836 63919836 Missense_Mutation SNP G A 4 116 c.328C>T c.(328-330)CGG>TGG p.R110W

Pat_59 Post-Resistance NUDT22 84304 37 11 63994167 63994167 Missense_Mutation SNP G A 3 30 c.43G>A c.(43-45)GGC>AGC p.G15S

Pat_59 Post-Resistance PPP2R5B 5526 37 11 64699040 64699040 Missense_Mutation SNP G A 4 24 c.955G>A c.(955-957)GGG>AGG p.G319R

Pat_59 Post-Resistance SLC25A45 283130 37 11 65144469 65144469 Missense_Mutation SNP G A 5 15 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_59 Post-Resistance SIPA1 6494 37 11 65413818 65413818 Missense_Mutation SNP C T 8 39 c.1390C>T c.(1390-1392)CAC>TAC p.H464Y

Pat_59 Post-Resistance CFL1 1072 37 11 65622848 65622848 Missense_Mutation SNP C T 9 50 c.460G>A c.(460-462)GGG>AGG p.G154R

Pat_59 Post-Resistance EFEMP2 30008 37 11 65637616 65637616 Missense_Mutation SNP C T 7 19 c.583G>A c.(583-585)GGG>AGG p.G195R

Pat_59 Post-Resistance FOSL1 8061 37 11 65660406 65660406 Missense_Mutation SNP C T 7 35 c.767G>A c.(766-768)GGA>GAA p.G256E

Pat_59 Post-Resistance SPTBN2 6712 37 11 66456591 66456591 Missense_Mutation SNP C T 3 10 c.6010G>A c.(6010-6012)GAG>AAG p.E2004K

Pat_59 Post-Resistance GPR152 390212 37 11 67219036 67219036 Missense_Mutation SNP G A 4 28 c.1160C>T c.(1159-1161)ACA>ATA p.T387I

Pat_59 Post-Resistance C11orf51 25906 37 11 71822279 71822279 Missense_Mutation SNP G A 42 240 c.44C>T c.(43-45)ACT>ATT p.T15I

Pat_59 Post-Resistance PGM2L1 283209 37 11 74085531 74085531 Missense_Mutation SNP C T 4 106 c.208G>A c.(208-210)GCA>ACA p.A70T

Pat_59 Post-Resistance OR2AT4 341152 37 11 74799953 74799953 Missense_Mutation SNP G A 23 75 c.806C>T c.(805-807)GCT>GTT p.A269V

Pat_59 Post-Resistance PICALM 8301 37 11 85779847 85779847 Translation_Start_Site SNP C T 4 18 c.-24G>A c.(-26--22)GGGTG>GGATG

Pat_59 Post-Resistance NAALAD2 10003 37 11 89896741 89896741 Missense_Mutation SNP G A 26 61 c.1234G>A c.(1234-1236)GAT>AAT p.D412N

Pat_59 Post-Resistance PPP2R1B 5519 37 11 111624172 111624172 Missense_Mutation SNP C T 8 61 c.1159G>A c.(1159-1161)GAT>AAT p.D387N

Pat_59 Post-Resistance PHLDB1 23187 37 11 118498446 118498446 Missense_Mutation SNP C T 13 60 c.907C>T c.(907-909)CCA>TCA p.P303S

Pat_59 Post-Resistance TRIM29 23650 37 11 119993662 119993662 Missense_Mutation SNP C A 23 53 c.1435G>T c.(1435-1437)GGT>TGT p.G479C

Pat_59 Post-Resistance OR6X1 390260 37 11 123624496 123624496 Missense_Mutation SNP G A 14 47 c.731C>T c.(730-732)ACA>ATA p.T244I

Pat_59 Post-Resistance OR10G8 219869 37 11 123901131 123901131 Missense_Mutation SNP G A 9 63 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_59 Post-Resistance CCDC15 80071 37 11 124857828 124857828 Missense_Mutation SNP T A 8 309 c.1706T>A c.(1705-1707)GTT>GAT p.V569D



Pat_59 Post-Resistance ARHGAP32 9743 37 11 129062003 129062003 Missense_Mutation SNP C T 42 246 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_59 Post-Resistance SNX19 399979 37 11 130748328 130748328 Missense_Mutation SNP C T 4 116 c.2968G>A c.(2968-2970)GTC>ATC p.V990I

Pat_59 Post-Resistance KDM5A 5927 37 12 416913 416913 Missense_Mutation SNP G A 8 47 c.3637C>T c.(3637-3639)CCT>TCT p.P1213S

Pat_59 Post-Resistance WNK1 65125 37 12 995177 995177 Missense_Mutation SNP C T 33 271 c.5207C>T c.(5206-5208)ACC>ATC p.T1736I

Pat_59 Post-Resistance SCNN1A 6337 37 12 6457175 6457175 Missense_Mutation SNP G A 3 2 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_59 Post-Resistance CD4 920 37 12 6927638 6927638 Missense_Mutation SNP G A 8 37 c.1208G>A c.(1207-1209)GGG>GAG p.G403E

Pat_59 Post-Resistance PEX5 5830 37 12 7354862 7354862 Missense_Mutation SNP G A 14 137 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_59 Post-Resistance CD163 9332 37 12 7632577 7632577 Missense_Mutation SNP G A 5 49 c.3359C>T c.(3358-3360)TCA>TTA p.S1120L

Pat_59 Post-Resistance CD163 9332 37 12 7639184 7639184 Missense_Mutation SNP C T 21 201 c.2369G>A c.(2368-2370)GGA>GAA p.G790E

Pat_59 Post-Resistance DUSP16 80824 37 12 12633232 12633232 Missense_Mutation SNP C T 26 144 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_59 Post-Resistance PDE6H 5149 37 12 15131013 15131013 Missense_Mutation SNP C T 5 68 c.67C>T c.(67-69)CCT>TCT p.P23S

Pat_59 Post-Resistance PLEKHA5 54477 37 12 19501339 19501339 Missense_Mutation SNP G A 9 92 c.2407G>A c.(2407-2409)GAT>AAT p.D803N

Pat_59 Post-Resistance IPO8 10526 37 12 30790023 30790023 Missense_Mutation SNP G A 21 155 c.2588C>T c.(2587-2589)CCC>CTC p.P863L

Pat_59 Post-Resistance IPO8 10526 37 12 30815347 30815347 Missense_Mutation SNP C A 4 78 c.1669G>T c.(1669-1671)GAT>TAT p.D557Y

Pat_59 Post-Resistance DDX11 1663 37 12 31256617 31256617 Missense_Mutation SNP T C 3 95 c.2638T>C c.(2638-2640)TGT>CGT p.C880R

Pat_59 Post-Resistance SFRS2IP 9169 37 12 46320935 46320935 Missense_Mutation SNP G A 18 121 c.2549C>T c.(2548-2550)TCC>TTC p.S850F

Pat_59 Post-Resistance PFKM 5213 37 12 48516628 48516628 Missense_Mutation SNP G A 8 56 c.71G>A c.(70-72)GGT>GAT p.G24D

Pat_59 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 7 30 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_59 Post-Resistance FMNL3 91010 37 12 50048767 50048767 Missense_Mutation SNP C T 13 92 c.886G>A c.(886-888)GTA>ATA p.V296I

Pat_59 Post-Resistance TMBIM6 7009 37 12 50152016 50152016 Missense_Mutation SNP G A 23 141 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_59 Post-Resistance SLC4A8 9498 37 12 51890821 51890821 Missense_Mutation SNP G T 13 57 c.2994G>T c.(2992-2994)AAG>AAT p.K998N

Pat_59 Post-Resistance MFSD5 84975 37 12 53647883 53647883 Missense_Mutation SNP G A 7 64 c.1264G>A c.(1264-1266)GCA>ACA p.A422T

Pat_59 Post-Resistance AAAS 8086 37 12 53701392 53701392 Missense_Mutation SNP C T 9 79 c.1522G>A c.(1522-1524)GGT>AGT p.G508S

Pat_59 Post-Resistance KIAA0748 9840 37 12 55356244 55356244 Nonsense_Mutation SNP G A 6 257 c.1438C>T c.(1438-1440)CAG>TAG p.Q480*

Pat_59 Post-Resistance OR6C74 254783 37 12 55641912 55641912 Missense_Mutation SNP C T 16 69 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_59 Post-Resistance SLC39A5 283375 37 12 56628983 56628983 Missense_Mutation SNP C T 25 128 c.677C>T c.(676-678)CCT>CTT p.P226L

Pat_59 Post-Resistance NXPH4 11247 37 12 57619094 57619094 Missense_Mutation SNP G A 32 166 c.491G>A c.(490-492)GGA>GAA p.G164E

Pat_59 Post-Resistance TSPAN8 7103 37 12 71537987 71537987 Missense_Mutation SNP C A 4 57 c.67G>T c.(67-69)GGT>TGT p.G23C

Pat_59 Post-Resistance E2F7 144455 37 12 77440021 77440021 Nonsense_Mutation SNP C T 4 54 c.626G>A c.(625-627)TGG>TAG p.W209*

Pat_59 Post-Resistance E2F7 144455 37 12 77444361 77444361 Missense_Mutation SNP C A 23 206 c.533G>T c.(532-534)AGT>ATT p.S178I

Pat_59 Post-Resistance NR2C1 7181 37 12 95456346 95456346 Missense_Mutation SNP C T 11 15 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_59 Post-Resistance NEDD1 121441 37 12 97334304 97334304 Missense_Mutation SNP C T 20 111 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_59 Post-Resistance UTP20 27340 37 12 101723079 101723079 Missense_Mutation SNP C T 22 147 c.3269C>T c.(3268-3270)CCT>CTT p.P1090L

Pat_59 Post-Resistance STAB2 55576 37 12 104031826 104031826 Missense_Mutation SNP C T 29 215 c.742C>T c.(742-744)CCT>TCT p.P248S

Pat_59 Post-Resistance HSP90B1 7184 37 12 104326111 104326111 Missense_Mutation SNP G A 16 79 c.209G>A c.(208-210)AGA>AAA p.R70K

Pat_59 Post-Resistance SSH1 54434 37 12 109186090 109186090 Missense_Mutation SNP C T 4 73 c.1865G>A c.(1864-1866)AGC>AAC p.S622N

Pat_59 Post-Resistance CUX2 23316 37 12 111758218 111758218 Missense_Mutation SNP C T 6 38 c.2405C>T c.(2404-2406)TCC>TTC p.S802F

Pat_59 Post-Resistance C12orf51 283450 37 12 112699205 112699205 Missense_Mutation SNP G A 21 110 c.1481C>T c.(1480-1482)GCC>GTC p.A494V

Pat_59 Post-Resistance DDX54 79039 37 12 113596795 113596795 Missense_Mutation SNP C T 8 12 c.2533G>A c.(2533-2535)GGT>AGT p.G845S

Pat_59 Post-Resistance TAOK3 51347 37 12 118682769 118682769 Missense_Mutation SNP G A 4 89 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_59 Post-Resistance DNAH10 196385 37 12 124323225 124323225 Missense_Mutation SNP C T 7 72 c.4771C>T c.(4771-4773)CAC>TAC p.H1591Y

Pat_59 Post-Resistance EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 27 173 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_59 Post-Resistance CHFR 55743 37 12 133454140 133454140 Splice_Site SNP C T 8 40 c.233_splice c.e3+1 p.S78_splice

Pat_59 Post-Resistance ZMYM2 7750 37 13 20567697 20567697 Missense_Mutation SNP G A 30 140 c.485G>A c.(484-486)AGA>AAA p.R162K

Pat_59 Post-Resistance SACS 26278 37 13 23914203 23914203 Missense_Mutation SNP C T 7 41 c.3812G>A c.(3811-3813)AGA>AAA p.R1271K

Pat_59 Post-Resistance CENPJ 55835 37 13 25458298 25458298 Splice_Site SNP C T 22 59 c.3703_splice c.e15+1 p.E1235_splice

Pat_59 Post-Resistance FAM123A 219287 37 13 25744557 25744557 Missense_Mutation SNP G A 8 28 c.1201C>T c.(1201-1203)CCC>TCC p.P401S



Pat_59 Post-Resistance NUPL1 9818 37 13 25882051 25882051 Missense_Mutation SNP C T 30 128 c.215C>T c.(214-216)CCT>CTT p.P72L

Pat_59 Post-Resistance FLT1 2321 37 13 28877458 28877458 Missense_Mutation SNP C T 8 40 c.3863G>A c.(3862-3864)AGC>AAC p.S1288N

Pat_59 Post-Resistance MTUS2 23281 37 13 29933465 29933465 Missense_Mutation SNP G C 4 5 c.3002G>C c.(3001-3003)CGT>CCT p.R1001P

Pat_59 Post-Resistance RXFP2 122042 37 13 32363320 32363320 Missense_Mutation SNP C T 13 59 c.1135C>T c.(1135-1137)CTT>TTT p.L379F

Pat_59 Post-Resistance FRY 10129 37 13 32698760 32698760 Missense_Mutation SNP G A 7 37 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_59 Post-Resistance FRY 10129 37 13 32759129 32759129 Missense_Mutation SNP G A 39 225 c.3163G>A c.(3163-3165)GAG>AAG p.E1055K

Pat_59 Post-Resistance BRCA2 675 37 13 32912789 32912789 Missense_Mutation SNP G A 12 110 c.4297G>A c.(4297-4299)GGG>AGG p.G1433R

Pat_59 Post-Resistance STARD13 90627 37 13 33704299 33704299 Missense_Mutation SNP G A 3 43 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_59 Post-Resistance SPG20 23111 37 13 36903605 36903605 Missense_Mutation SNP C T 15 97 c.1058G>A c.(1057-1059)AGA>AAA p.R353K

Pat_59 Post-Resistance LRCH1 23143 37 13 47303045 47303045 Missense_Mutation SNP G A 16 88 c.1828G>A c.(1828-1830)GTC>ATC p.V610I

Pat_59 Post-Resistance HTR2A 3356 37 13 47469692 47469692 Missense_Mutation SNP G A 13 56 c.350C>T c.(349-351)GCC>GTC p.A117V

Pat_59 Post-Resistance WDFY2 115825 37 13 52325544 52325544 Missense_Mutation SNP G A 4 73 c.824G>A c.(823-825)AGG>AAG p.R275K

Pat_59 Post-Resistance ATP7B 540 37 13 52511718 52511718 Missense_Mutation SNP C T 7 43 c.3797G>A c.(3796-3798)GGG>GAG p.G1266E

Pat_59 Post-Resistance PCDH17 27253 37 13 58299207 58299207 Missense_Mutation SNP G A 15 92 c.3259G>A c.(3259-3261)GAC>AAC p.D1087N

Pat_59 Post-Resistance DACH1 1602 37 13 72440354 72440354 Missense_Mutation SNP G A 3 9 c.548C>T c.(547-549)CCT>CTT p.P183L

Pat_59 Post-Resistance SCEL 8796 37 13 78133998 78133998 Missense_Mutation SNP G A 5 246 c.221G>A c.(220-222)AGG>AAG p.R74K

Pat_59 Post-Resistance DOCK9 23348 37 13 99550478 99550478 Missense_Mutation SNP C T 4 15 c.1544G>A c.(1543-1545)TGC>TAC p.C515Y

Pat_59 Post-Resistance COL4A1 1282 37 13 110821984 110821984 Missense_Mutation SNP C T 12 38 c.3868G>A c.(3868-3870)GGC>AGC p.G1290S

Pat_59 Post-Resistance TUBGCP3 10426 37 13 113210420 113210420 Missense_Mutation SNP G A 11 89 c.667C>T c.(667-669)CCC>TCC p.P223S

Pat_59 Post-Resistance RASA3 22821 37 13 114784340 114784340 Missense_Mutation SNP C T 9 30 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_59 Post-Resistance RASA3 22821 37 13 114817551 114817551 Missense_Mutation SNP C T 3 33 c.253G>A c.(253-255)GTT>ATT p.V85I

Pat_59 Post-Resistance P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 4 218 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_59 Post-Resistance SLC7A8 23428 37 14 23612350 23612350 Missense_Mutation SNP G A 5 119 c.572C>T c.(571-573)ACA>ATA p.T191I

Pat_59 Post-Resistance MYH6 4624 37 14 23855623 23855623 Missense_Mutation SNP C T 3 35 c.4860G>A c.(4858-4860)ATG>ATA p.M1620I

Pat_59 Post-Resistance TSSK4 283629 37 14 24677242 24677242 Missense_Mutation SNP G A 18 50 c.877G>A c.(877-879)GTG>ATG p.V293M

Pat_59 Post-Resistance G2E3 55632 37 14 31061584 31061584 Missense_Mutation SNP G A 30 112 c.293G>A c.(292-294)TGT>TAT p.C98Y

Pat_59 Post-Resistance CDKL1 8814 37 14 50845006 50845006 Missense_Mutation SNP G A 6 22 c.1243C>T c.(1243-1245)CCT>TCT p.P415S

Pat_59 Post-Resistance ATL1 51062 37 14 51087425 51087425 Missense_Mutation SNP G A 37 152 c.971G>A c.(970-972)GGT>GAT p.G324D

Pat_59 Post-Resistance GPR137C 283554 37 14 53100365 53100365 Nonsense_Mutation SNP C T 5 74 c.985C>T c.(985-987)CAG>TAG p.Q329*

Pat_59 Post-Resistance SAMD4A 23034 37 14 55169263 55169263 Missense_Mutation SNP C T 26 258 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_59 Post-Resistance WDHD1 11169 37 14 55474076 55474076 Nonsense_Mutation SNP C T 22 163 c.522G>A c.(520-522)TGG>TGA p.W174*

Pat_59 Post-Resistance SGPP1 81537 37 14 64194218 64194218 Missense_Mutation SNP G A 15 110 c.445C>T c.(445-447)CCC>TCC p.P149S

Pat_59 Post-Resistance SYNE2 23224 37 14 64486728 64486728 Missense_Mutation SNP G A 16 135 c.5068G>A c.(5068-5070)GAA>AAA p.E1690K

Pat_59 Post-Resistance PLEKHG3 26030 37 14 65198131 65198131 Missense_Mutation SNP G A 13 89 c.902G>A c.(901-903)GGG>GAG p.G301E

Pat_59 Post-Resistance SPTB 6710 37 14 65249027 65249027 Missense_Mutation SNP C T 25 179 c.4247G>A c.(4246-4248)CGG>CAG p.R1416Q

Pat_59 Post-Resistance PLEKHH1 57475 37 14 68026391 68026391 Missense_Mutation SNP A G 4 19 c.406A>G c.(406-408)ACA>GCA p.T136A

Pat_59 Post-Resistance SLC8A3 6547 37 14 70633821 70633821 Missense_Mutation SNP G A 13 109 c.1319C>T c.(1318-1320)GCC>GTC p.A440V

Pat_59 Post-Resistance ZFYVE1 53349 37 14 73445585 73445585 Missense_Mutation SNP C T 15 130 c.1403G>A c.(1402-1404)CGA>CAA p.R468Q

Pat_59 Post-Resistance LTBP2 4053 37 14 74975412 74975412 Missense_Mutation SNP C T 16 51 c.3547G>A c.(3547-3549)GAG>AAG p.E1183K

Pat_59 Post-Resistance LTBP2 4053 37 14 75022207 75022207 Nonsense_Mutation SNP C T 10 83 c.1020G>A c.(1018-1020)TGG>TGA p.W340*

Pat_59 Post-Resistance KIAA0317 9870 37 14 75138173 75138173 Missense_Mutation SNP G A 5 70 c.1436C>T c.(1435-1437)ACT>ATT p.T479I

Pat_59 Post-Resistance C14orf179 112752 37 14 76525686 76525686 Nonsense_Mutation SNP C T 12 143 c.265C>T c.(265-267)CAG>TAG p.Q89*

Pat_59 Post-Resistance ADCK1 57143 37 14 78392296 78392296 Missense_Mutation SNP G A 4 126 c.1198G>A c.(1198-1200)GCC>ACC p.A400T

Pat_59 Post-Resistance NRXN3 9369 37 14 80164260 80164260 Missense_Mutation SNP C T 54 72 c.2785C>T c.(2785-2787)CGC>TGC p.R929C

Pat_59 Post-Resistance C14orf143 90141 37 14 90398906 90398906 Missense_Mutation SNP C T 54 75 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_59 Post-Resistance C14orf159 80017 37 14 91655259 91655259 Missense_Mutation SNP C T 3 40 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_59 Post-Resistance CATSPERB 79820 37 14 92159568 92159568 Missense_Mutation SNP C T 24 153 c.733G>A c.(733-735)GTG>ATG p.V245M



Pat_59 Post-Resistance SLC24A4 123041 37 14 92900255 92900255 Splice_Site SNP G A 18 119 c.191_splice c.e3-1 p.A64_splice

Pat_59 Post-Resistance C14orf142 84520 37 14 93673425 93673425 Translation_Start_Site SNP C T 10 31 c.-42G>A c.(-44--40)GGGTG>GGATG

Pat_59 Post-Resistance DYNC1H1 1778 37 14 102466357 102466357 Missense_Mutation SNP C T 9 75 c.3836C>T c.(3835-3837)GCT>GTT p.A1279V

Pat_59 Post-Resistance DYNC1H1 1778 37 14 102508839 102508839 Missense_Mutation SNP C T 6 53 c.12394C>T c.(12394-12396)CCC>TCC p.P4132S

Pat_59 Post-Resistance ADSSL1 122622 37 14 105204721 105204721 Missense_Mutation SNP G A 11 79 c.304G>A c.(304-306)GTG>ATG p.V102M

Pat_59 Post-Resistance AHNAK2 113146 37 14 105408943 105408943 Missense_Mutation SNP C T 26 265 c.12845G>A c.(12844-12846)GGT>GAT p.G4282D

Pat_59 Post-Resistance AHNAK2 113146 37 14 105412732 105412732 Missense_Mutation SNP C T 10 129 c.9056G>A c.(9055-9057)GGG>GAG p.G3019E

Pat_59 Post-Resistance BTBD6 90135 37 14 105716894 105716894 Missense_Mutation SNP G A 15 165 c.1343G>A c.(1342-1344)GGG>GAG p.G448E

Pat_59 Post-Resistance GPR176 11245 37 15 40093401 40093401 Missense_Mutation SNP C T 26 89 c.1480G>A c.(1480-1482)GTA>ATA p.V494I

Pat_59 Post-Resistance SRP14 6727 37 15 40328590 40328590 Missense_Mutation SNP C T 3 37 c.355G>A c.(355-357)GCA>ACA p.A119T

Pat_59 Post-Resistance RPAP1 26015 37 15 41813218 41813218 Missense_Mutation SNP G A 3 35 c.3166C>T c.(3166-3168)CGC>TGC p.R1056C

Pat_59 Post-Resistance MAPKBP1 23005 37 15 42116238 42116238 Missense_Mutation SNP G A 4 113 c.4210G>A c.(4210-4212)GCA>ACA p.A1404T

Pat_59 Post-Resistance ZSCAN29 146050 37 15 43658361 43658361 Missense_Mutation SNP G A 10 46 c.1169C>T c.(1168-1170)GCG>GTG p.A390V

Pat_59 Post-Resistance PDIA3 2923 37 15 44063358 44063358 Missense_Mutation SNP C T 8 32 c.1460C>T c.(1459-1461)CCC>CTC p.P487L

Pat_59 Post-Resistance C15orf63 25764 37 15 44092830 44092830 Missense_Mutation SNP G A 3 16 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_59 Post-Resistance DUOX1 53905 37 15 45433199 45433199 Missense_Mutation SNP C T 16 64 c.1496C>T c.(1495-1497)ACC>ATC p.T499I

Pat_59 Post-Resistance MYO5A 4644 37 15 52646103 52646104 Missense_Mutation DNP GG AA 19 138 c.3531_3532CC>TTc.(3529-3534)GACCGC>GATTGCp.R1178C

Pat_59 Post-Resistance CGNL1 84952 37 15 57820934 57820934 Missense_Mutation SNP C T 14 36 c.3122C>T c.(3121-3123)ACG>ATG p.T1041M

Pat_59 Post-Resistance HSP90AB4P 664618 37 15 58983364 58983364 Missense_Mutation SNP C T 5 19 c.1456G>A c.(1456-1458)GTG>ATG p.V486M

Pat_59 Post-Resistance MYO1E 4643 37 15 59516907 59516907 Missense_Mutation SNP C T 8 50 c.758G>A c.(757-759)CGG>CAG p.R253Q

Pat_59 Post-Resistance TLN2 83660 37 15 63004262 63004262 Missense_Mutation SNP G A 4 32 c.2620G>A c.(2620-2622)GTG>ATG p.V874M

Pat_59 Post-Resistance THSD4 79875 37 15 72030223 72030223 Missense_Mutation SNP G A 19 91 c.1783G>A c.(1783-1785)GAC>AAC p.D595N

Pat_59 Post-Resistance CYP1A1 1543 37 15 75013377 75013377 Missense_Mutation SNP C T 11 39 c.1184G>A c.(1183-1185)AGT>AAT p.S395N

Pat_59 Post-Resistance CHRNA3 1136 37 15 78893612 78893612 Nonsense_Mutation SNP G A 17 76 c.1372C>T c.(1372-1374)CAA>TAA p.Q458*

Pat_59 Post-Resistance AGBL1 123624 37 15 87217645 87217645 Missense_Mutation SNP G A 3 31 c.3061G>A c.(3061-3063)GCT>ACT p.A1021T

Pat_59 Post-Resistance POLG 5428 37 15 89867337 89867337 Splice_Site SNP C T 5 50 c.2070_splice c.e11+1 p.T690_splice

Pat_59 Post-Resistance IQGAP1 8826 37 15 90991828 90991828 Missense_Mutation SNP G A 4 75 c.937G>A c.(937-939)GAC>AAC p.D313N

Pat_59 Post-Resistance UNC45A 55898 37 15 91488142 91488142 Missense_Mutation SNP G A 7 26 c.1048G>A c.(1048-1050)GTG>ATG p.V350M

Pat_59 Post-Resistance IGF1R 3480 37 15 99251019 99251019 Missense_Mutation SNP G A 7 12 c.323G>A c.(322-324)GGC>GAC p.G108D

Pat_59 Post-Resistance AXIN1 8312 37 16 396560 396560 Missense_Mutation SNP C T 5 74 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_59 Post-Resistance NOXO1 124056 37 16 2031176 2031176 Missense_Mutation SNP G A 6 18 c.5C>T c.(4-6)GCA>GTA p.A2V

Pat_59 Post-Resistance PKD1 5310 37 16 2158498 2158498 Missense_Mutation SNP G A 3 29 c.6670C>T c.(6670-6672)CCT>TCT p.P2224S

Pat_59 Post-Resistance CCDC64B 146439 37 16 3080452 3080452 Missense_Mutation SNP C T 5 14 c.760G>A c.(760-762)GAG>AAG p.E254K

Pat_59 Post-Resistance ZNF205 7755 37 16 3170064 3170064 Missense_Mutation SNP G A 4 133 c.1403G>A c.(1402-1404)CGC>CAC p.R468H

Pat_59 Post-Resistance ADCY9 115 37 16 4163814 4163814 Missense_Mutation SNP C T 4 108 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_59 Post-Resistance ATF7IP2 80063 37 16 10525273 10525273 Missense_Mutation SNP G A 20 81 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_59 Post-Resistance TNP2 7142 37 16 11362962 11362962 Missense_Mutation SNP G A 17 81 c.158C>T c.(157-159)CCG>CTG p.P53L

Pat_59 Post-Resistance SMG1 23049 37 16 18851019 18851019 Splice_Site SNP C T 33 145 c.6945_splice c.e42+1 p.Q2315_splice

Pat_59 Post-Resistance GGA2 23062 37 16 23499931 23499931 Missense_Mutation SNP G A 28 77 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_59 Post-Resistance PALB2 79728 37 16 23635397 23635397 Missense_Mutation SNP C T 16 40 c.2767G>A c.(2767-2769)GTT>ATT p.V923I

Pat_59 Post-Resistance TNRC6A 27327 37 16 24802729 24802729 Nonsense_Mutation SNP G A 12 51 c.2766G>A c.(2764-2766)TGG>TGA p.W922*

Pat_59 Post-Resistance ORAI3 93129 37 16 30964658 30964658 Missense_Mutation SNP C A 5 123 c.381C>A c.(379-381)AGC>AGA p.S127R

Pat_59 Post-Resistance CNOT1 23019 37 16 58562399 58562399 Missense_Mutation SNP G A 24 111 c.6433C>T c.(6433-6435)CCA>TCA p.P2145S

Pat_59 Post-Resistance CNOT1 23019 37 16 58565911 58565911 Missense_Mutation SNP G A 18 76 c.6128C>T c.(6127-6129)TCC>TTC p.S2043F

Pat_59 Post-Resistance ZFP90 146198 37 16 68597523 68597523 Missense_Mutation SNP G A 24 96 c.833G>A c.(832-834)GGG>GAG p.G278E

Pat_59 Post-Resistance PDF 64146 37 16 69362936 69362936 Missense_Mutation SNP C T 29 202 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_59 Post-Resistance DHX38 9785 37 16 72139037 72139037 Splice_Site SNP G A 3 28 c.2262_splice c.e16+1 p.E754_splice



Pat_59 Post-Resistance LRRC50 123872 37 16 84203819 84203819 Missense_Mutation SNP A G 4 38 c.1385A>G c.(1384-1386)CAA>CGA p.Q462R

Pat_59 Post-Resistance KIAA0513 9764 37 16 85111216 85111216 Missense_Mutation SNP G A 3 15 c.760G>A c.(760-762)GGG>AGG p.G254R

Pat_59 Post-Resistance CPNE7 27132 37 16 89645271 89645271 Nonsense_Mutation SNP C T 11 26 c.364C>T c.(364-366)CAA>TAA p.Q122*

Pat_59 Post-Resistance SLC43A2 124935 37 17 1494587 1494587 Missense_Mutation SNP C T 7 64 c.907G>A c.(907-909)GTG>ATG p.V303M

Pat_59 Post-Resistance MNT 4335 37 17 2298284 2298284 Missense_Mutation SNP G A 6 6 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_59 Post-Resistance GSG2 83903 37 17 3627912 3627912 Missense_Mutation SNP C T 19 71 c.683C>T c.(682-684)GCC>GTC p.A228V

Pat_59 Post-Resistance ANKFY1 51479 37 17 4088208 4088208 Missense_Mutation SNP G A 5 50 c.1604C>T c.(1603-1605)ACC>ATC p.T535I

Pat_59 Post-Resistance MYBBP1A 10514 37 17 4444804 4444804 Missense_Mutation SNP G A 11 123 c.3251C>T c.(3250-3252)TCC>TTC p.S1084F

Pat_59 Post-Resistance POLR2A 5430 37 17 7414585 7414585 Missense_Mutation SNP G A 4 74 c.3865G>A c.(3865-3867)GAG>AAG p.E1289K

Pat_59 Post-Resistance CYB5D1 124637 37 17 7761721 7761721 Missense_Mutation SNP G A 9 45 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_59 Post-Resistance TRIM16 10626 37 17 15539579 15539579 Missense_Mutation SNP G A 4 81 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_59 Post-Resistance NCOR1 9611 37 17 15976764 15976764 Missense_Mutation SNP G A 24 131 c.3790C>T c.(3790-3792)CCT>TCT p.P1264S

Pat_59 Post-Resistance MED9 55090 37 17 17394799 17394799 Missense_Mutation SNP C T 3 32 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_59 Post-Resistance TOP3A 7156 37 17 18196077 18196077 Missense_Mutation SNP C T 15 69 c.1163G>A c.(1162-1164)CGC>CAC p.R388H

Pat_59 Post-Resistance AKAP10 11216 37 17 19866227 19866227 Missense_Mutation SNP G A 18 121 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_59 Post-Resistance CCDC55 84081 37 17 28512114 28512114 Missense_Mutation SNP G A 7 19 c.1099G>A c.(1099-1101)GCG>ACG p.A367T

Pat_59 Post-Resistance AMAC1 146861 37 17 33520491 33520491 Missense_Mutation SNP G A 8 91 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_59 Post-Resistance DHRS11 79154 37 17 34955432 34955432 Missense_Mutation SNP G A 22 50 c.535G>A c.(535-537)GGA>AGA p.G179R

Pat_59 Post-Resistance AATF 26574 37 17 35311157 35311157 Missense_Mutation SNP C T 6 78 c.782C>T c.(781-783)CCA>CTA p.P261L

Pat_59 Post-Resistance TBC1D3 729873 37 17 36288264 36288264 Missense_Mutation SNP C T 7 498 c.350C>T c.(349-351)ACT>ATT p.T117I

Pat_59 Post-Resistance MED1 5469 37 17 37564696 37564696 Missense_Mutation SNP G A 9 61 c.3778C>T c.(3778-3780)CCC>TCC p.P1260S

Pat_59 Post-Resistance MED1 5469 37 17 37564779 37564779 Missense_Mutation SNP G A 7 50 c.3695C>T c.(3694-3696)TCT>TTT p.S1232F

Pat_59 Post-Resistance TOP2A 7153 37 17 38557184 38557184 Missense_Mutation SNP G A 88 530 c.2582C>T c.(2581-2583)TCC>TTC p.S861F

Pat_59 Post-Resistance KRT24 192666 37 17 38856585 38856585 Missense_Mutation SNP C T 88 266 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_59 Post-Resistance ACLY 47 37 17 40028028 40028028 Missense_Mutation SNP C T 5 54 c.2851G>A c.(2851-2853)GAC>AAC p.D951N

Pat_59 Post-Resistance GOSR2 9570 37 17 45012470 45012470 Missense_Mutation SNP G A 31 136 c.412G>A c.(412-414)GAT>AAT p.D138N

Pat_59 Post-Resistance SPAG9 9043 37 17 49064546 49064546 Missense_Mutation SNP C T 15 93 c.2866G>A c.(2866-2868)GAC>AAC p.D956N

Pat_59 Post-Resistance MMD 23531 37 17 53478855 53478855 Missense_Mutation SNP G A 9 71 c.491C>T c.(490-492)TCT>TTT p.S164F

Pat_59 Post-Resistance LOC653653 653653 37 17 58179963 58179963 Missense_Mutation SNP G A 11 66 c.202C>T c.(202-204)CCA>TCA p.P68S

Pat_59 Post-Resistance BCAS3 54828 37 17 58767122 58767122 Missense_Mutation SNP G A 4 66 c.214G>A c.(214-216)GAT>AAT p.D72N

Pat_59 Post-Resistance BCAS3 54828 37 17 58786687 58786687 Splice_Site SNP G A 9 63 c.321_splice c.e5+1 p.P107_splice

Pat_59 Post-Resistance MED13 9969 37 17 60030432 60030432 Missense_Mutation SNP C T 13 57 c.6011G>A c.(6010-6012)GGA>GAA p.G2004E

Pat_59 Post-Resistance DCAF7 10238 37 17 61666446 61666446 Missense_Mutation SNP G A 11 77 c.941G>A c.(940-942)GGA>GAA p.G314E

Pat_59 Post-Resistance TMEM104 54868 37 17 72832443 72832443 Missense_Mutation SNP C T 34 93 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_59 Post-Resistance UBE2O 63893 37 17 74387046 74387046 Missense_Mutation SNP G A 4 113 c.3857C>T c.(3856-3858)CCG>CTG p.P1286L

Pat_59 Post-Resistance EIF4A3 9775 37 17 78111270 78111270 Missense_Mutation SNP C T 4 21 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_59 Post-Resistance SLC26A11 284129 37 17 78211376 78211376 Missense_Mutation SNP C T 4 6 c.968C>T c.(967-969)GCG>GTG p.A323V

Pat_59 Post-Resistance C17orf62 79415 37 17 80402356 80402356 Missense_Mutation SNP G A 4 38 c.410C>T c.(409-411)CCC>CTC p.P137L

Pat_59 Post-Resistance FN3KRP 79672 37 17 80680740 80680740 Missense_Mutation SNP C T 6 63 c.446C>T c.(445-447)ACG>ATG p.T149M

Pat_59 Post-Resistance EMILIN2 84034 37 18 2891017 2891017 Nonsense_Mutation SNP C T 4 117 c.892C>T c.(892-894)CAG>TAG p.Q298*

Pat_59 Post-Resistance LAMA1 284217 37 18 7013887 7013887 Missense_Mutation SNP G A 3 23 c.3290C>T c.(3289-3291)ACG>ATG p.T1097M

Pat_59 Post-Resistance KIAA0802 23255 37 18 8784078 8784078 Missense_Mutation SNP G A 6 40 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_59 Post-Resistance TXNDC2 84203 37 18 9887188 9887188 Missense_Mutation SNP G T 6 157 c.712G>T c.(712-714)GAT>TAT p.D238Y

Pat_59 Post-Resistance MPPE1 65258 37 18 11886514 11886514 Missense_Mutation SNP C T 4 125 c.851G>A c.(850-852)CGG>CAG p.R284Q

Pat_59 Post-Resistance AFG3L2 10939 37 18 12329697 12329697 Missense_Mutation SNP G A 15 59 c.2261C>T c.(2260-2262)TCT>TTT p.S754F

Pat_59 Post-Resistance ABHD3 171586 37 18 19231694 19231694 Missense_Mutation SNP G A 16 87 c.1088C>T c.(1087-1089)CCT>CTT p.P363L

Pat_59 Post-Resistance CABYR 26256 37 18 21736775 21736775 Missense_Mutation SNP G A 5 44 c.1310G>A c.(1309-1311)GGG>GAG p.G437E



Pat_59 Post-Resistance OSBPL1A 114876 37 18 21897136 21897136 Missense_Mutation SNP G A 26 149 c.847C>T c.(847-849)CAC>TAC p.H283Y

Pat_59 Post-Resistance TAF4B 6875 37 18 23807205 23807205 Missense_Mutation SNP C T 30 171 c.308C>T c.(307-309)ACA>ATA p.T103I

Pat_59 Post-Resistance DSG1 1828 37 18 28918358 28918358 Missense_Mutation SNP C T 13 155 c.1346C>T c.(1345-1347)ACC>ATC p.T449I

Pat_59 Post-Resistance DSG3 1830 37 18 29054122 29054122 Missense_Mutation SNP G A 22 163 c.2140G>A c.(2140-2142)GAA>AAA p.E714K

Pat_59 Post-Resistance MEP1B 4225 37 18 29793207 29793207 Missense_Mutation SNP C T 7 60 c.1264C>T c.(1264-1266)CTT>TTT p.L422F

Pat_59 Post-Resistance C18orf34 374864 37 18 30806765 30806765 Missense_Mutation SNP C T 13 125 c.1648G>A c.(1648-1650)GTG>ATG p.V550M

Pat_59 Post-Resistance ZNF397OS 100101467 37 18 32833785 32833785 Missense_Mutation SNP G A 6 146 c.1114C>T c.(1114-1116)CTC>TTC p.L372F

Pat_59 Post-Resistance ELP2 55250 37 18 33724961 33724961 Missense_Mutation SNP G A 44 244 c.856G>A c.(856-858)GTA>ATA p.V286I

Pat_59 Post-Resistance DCC 1630 37 18 50432623 50432623 Missense_Mutation SNP G A 40 98 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_59 Post-Resistance NARS 4677 37 18 55273171 55273171 Missense_Mutation SNP C T 4 78 c.1169G>A c.(1168-1170)CGG>CAG p.R390Q

Pat_59 Post-Resistance CDH20 28316 37 18 59206278 59206278 Missense_Mutation SNP G A 16 129 c.1430G>A c.(1429-1431)AGT>AAT p.S477N

Pat_59 Post-Resistance CDH19 28513 37 18 64235688 64235688 Missense_Mutation SNP G A 50 162 c.455C>T c.(454-456)CCT>CTT p.P152L

Pat_59 Post-Resistance CCDC102B 79839 37 18 66506096 66506096 Missense_Mutation SNP G A 15 109 c.760G>A c.(760-762)GTA>ATA p.V254I

Pat_59 Post-Resistance ZNF407 55628 37 18 72344482 72344482 Nonsense_Mutation SNP C T 10 36 c.1507C>T c.(1507-1509)CAG>TAG p.Q503*

Pat_59 Post-Resistance MBP 4155 37 18 74696756 74696756 Missense_Mutation SNP C T 6 45 c.845G>A c.(844-846)GGC>GAC p.G282D

Pat_59 Post-Resistance HMHA1 23526 37 19 1080267 1080267 Missense_Mutation SNP C T 4 121 c.1717C>T c.(1717-1719)CGT>TGT p.R573C

Pat_59 Post-Resistance ATP8B3 148229 37 19 1807187 1807187 Missense_Mutation SNP G A 18 60 c.595C>T c.(595-597)CGG>TGG p.R199W

Pat_59 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 62 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_59 Post-Resistance ZNF555 148254 37 19 2853369 2853369 Missense_Mutation SNP C T 12 40 c.1306C>T c.(1306-1308)CCC>TCC p.P436S

Pat_59 Post-Resistance NCLN 56926 37 19 3186212 3186212 Missense_Mutation SNP G A 2 0 c.184G>A c.(184-186)GGC>AGC p.G62S

Pat_59 Post-Resistance TBXA2R 6915 37 19 3600565 3600565 Missense_Mutation SNP C T 3 13 c.68G>A c.(67-69)CGG>CAG p.R23Q

Pat_59 Post-Resistance EEF2 1938 37 19 3984195 3984195 Missense_Mutation SNP C T 26 102 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_59 Post-Resistance CHAF1A 10036 37 19 4433196 4433196 Missense_Mutation SNP C T 17 83 c.2333C>T c.(2332-2334)ACC>ATC p.T778I

Pat_59 Post-Resistance FEM1A 55527 37 19 4793374 4793374 Missense_Mutation SNP A C 3 99 c.1508A>C c.(1507-1509)TAC>TCC p.Y503S

Pat_59 Post-Resistance ZNF557 79230 37 19 7083178 7083178 Missense_Mutation SNP G A 6 125 c.695G>A c.(694-696)AGT>AAT p.S232N

Pat_59 Post-Resistance CD209 30835 37 19 7810560 7810561 Missense_Mutation DNP GG AA 4 56 c.591_592CC>TTc.(589-594)ACCCGG>ACTTGGp.R198W

Pat_59 Post-Resistance SNAPC2 6618 37 19 7986659 7986659 Splice_Site SNP G A 3 17 c.372_splice c.e3+1 p.Q124_splice

Pat_59 Post-Resistance FBN3 84467 37 19 8175804 8175804 Missense_Mutation SNP C T 8 53 c.4258G>A c.(4258-4260)GAG>AAG p.E1420K

Pat_59 Post-Resistance MUC16 94025 37 19 9089557 9089557 Missense_Mutation SNP G A 8 49 c.2258C>T c.(2257-2259)ACC>ATC p.T753I

Pat_59 Post-Resistance S1PR5 53637 37 19 10625665 10625665 Missense_Mutation SNP G A 3 43 c.23C>T c.(22-24)CCG>CTG p.P8L

Pat_59 Post-Resistance DNM2 1785 37 19 10887845 10887845 Missense_Mutation SNP C T 4 32 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_59 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 6 272 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_59 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 270 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_59 Post-Resistance ZNF799 90576 37 19 12502214 12502214 Missense_Mutation SNP C T 24 210 c.998G>A c.(997-999)AGA>AAA p.R333K

Pat_59 Post-Resistance ZNF791 163049 37 19 12739470 12739470 Missense_Mutation SNP G A 14 96 c.1127G>A c.(1126-1128)AGG>AAG p.R376K

Pat_59 Post-Resistance RNASEH2A 10535 37 19 12920945 12920945 Missense_Mutation SNP C T 48 85 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_59 Post-Resistance DNASE2 1777 37 19 12986905 12986905 Missense_Mutation SNP C T 4 55 c.982G>A c.(982-984)GCC>ACC p.A328T

Pat_59 Post-Resistance CD97 976 37 19 14499527 14499527 Nonsense_Mutation SNP G A 31 146 c.87G>A c.(85-87)TGG>TGA p.W29*

Pat_59 Post-Resistance EMR2 30817 37 19 14854549 14854549 Missense_Mutation SNP G A 4 97 c.2231C>T c.(2230-2232)ACG>ATG p.T744M

Pat_59 Post-Resistance EMR2 30817 37 19 14867095 14867095 Missense_Mutation SNP C T 4 113 c.1147G>A c.(1147-1149)GTG>ATG p.V383M

Pat_59 Post-Resistance MED26 9441 37 19 16686939 16686939 Missense_Mutation SNP C T 21 95 c.1702G>A c.(1702-1704)GAC>AAC p.D568N

Pat_59 Post-Resistance GTPBP3 84705 37 19 17452408 17452408 Missense_Mutation SNP G A 6 14 c.1375G>A c.(1375-1377)GAG>AAG p.E459K

Pat_59 Post-Resistance FAM129C 199786 37 19 17641597 17641597 Missense_Mutation SNP C T 4 12 c.182C>T c.(181-183)CCT>CTT p.P61L

Pat_59 Post-Resistance UPF1 5976 37 19 18971213 18971213 Missense_Mutation SNP G A 15 90 c.2299G>A c.(2299-2301)GAG>AAG p.E767K

Pat_59 Post-Resistance KIAA0892 23383 37 19 19454651 19454651 Missense_Mutation SNP G A 31 128 c.979G>A c.(979-981)GAC>AAC p.D327N

Pat_59 Post-Resistance CILP2 148113 37 19 19655636 19655636 Missense_Mutation SNP C T 3 18 c.2282C>T c.(2281-2283)ACG>ATG p.T761M

Pat_59 Post-Resistance ZNF93 81931 37 19 20045254 20045254 Missense_Mutation SNP C T 6 235 c.1490C>T c.(1489-1491)ACT>ATT p.T497I



Pat_59 Post-Resistance ZNF93 81931 37 19 20045361 20045361 Missense_Mutation SNP A G 5 177 c.1597A>G c.(1597-1599)AGA>GGA p.R533G

Pat_59 Post-Resistance ZNF737 100129842 37 19 20727516 20727516 Missense_Mutation SNP C G 5 125 c.1493G>C c.(1492-1494)AGA>ACA p.R498T

Pat_59 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 8 152 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_59 Post-Resistance ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 160 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_59 Post-Resistance ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 6 160 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_59 Post-Resistance ZNF100 163227 37 19 21909734 21909734 Missense_Mutation SNP G C 11 336 c.1380C>G c.(1378-1380)GAC>GAG p.D460E

Pat_59 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 8 174 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_59 Post-Resistance ZNF208 7757 37 19 22157223 22157223 Missense_Mutation SNP C T 13 103 c.613G>A c.(613-615)GAA>AAA p.E205K

Pat_59 Post-Resistance ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 21 164 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_59 Post-Resistance ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 7 266 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_59 Post-Resistance ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 148 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_59 Post-Resistance ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 18 301 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_59 Post-Resistance ZNF507 22847 37 19 32845283 32845283 Missense_Mutation SNP G A 5 59 c.1547G>A c.(1546-1548)GGG>GAG p.G516E

Pat_59 Post-Resistance ZNF507 22847 37 19 32845291 32845291 Nonsense_Mutation SNP G T 4 65 c.1555G>T c.(1555-1557)GGA>TGA p.G519*

Pat_59 Post-Resistance KIAA0355 9710 37 19 34832814 34832814 Missense_Mutation SNP G A 10 83 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_59 Post-Resistance UBA2 10054 37 19 34943026 34943026 Missense_Mutation SNP G A 25 182 c.1012G>A c.(1012-1014)GAT>AAT p.D338N

Pat_59 Post-Resistance SCN1B 6324 37 19 35524436 35524436 Missense_Mutation SNP G A 24 77 c.241G>A c.(241-243)GAG>AAG p.E81K

Pat_59 Post-Resistance ZNF568 374900 37 19 37488413 37488413 Missense_Mutation SNP C T 8 41 c.1778C>T c.(1777-1779)ACA>ATA p.T593I

Pat_59 Post-Resistance ZNF585A 199704 37 19 37644133 37644133 Missense_Mutation SNP A T 8 36 c.668T>A c.(667-669)TTC>TAC p.F223Y

Pat_59 Post-Resistance SIPA1L3 23094 37 19 38610163 38610163 Missense_Mutation SNP C T 4 25 c.2509C>T c.(2509-2511)CCC>TCC p.P837S

Pat_59 Post-Resistance ZFP36 7538 37 19 39899296 39899296 Missense_Mutation SNP C T 7 97 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_59 Post-Resistance SHKBP1 92799 37 19 41088274 41088274 Missense_Mutation SNP G A 11 59 c.862G>A c.(862-864)GTG>ATG p.V288M

Pat_59 Post-Resistance CYP2A13 1553 37 19 41599629 41599629 Missense_Mutation SNP C T 6 46 c.926C>T c.(925-927)ACC>ATC p.T309I

Pat_59 Post-Resistance PRR19 284338 37 19 42814570 42814570 Missense_Mutation SNP C T 6 153 c.749C>T c.(748-750)GCG>GTG p.A250V

Pat_59 Post-Resistance PSG5 5673 37 19 43688976 43688976 Missense_Mutation SNP T C 9 331 c.388A>G c.(388-390)AGG>GGG p.R130G

Pat_59 Post-Resistance IRGQ 126298 37 19 44097414 44097414 Nonsense_Mutation SNP C T 3 21 c.636G>A c.(634-636)TGG>TGA p.W212*

Pat_59 Post-Resistance C19orf61 56006 37 19 44251899 44251899 Missense_Mutation SNP G A 3 6 c.376C>T c.(376-378)CCC>TCC p.P126S

Pat_59 Post-Resistance KCNN4 3783 37 19 44280742 44280742 Missense_Mutation SNP G A 6 59 c.206C>T c.(205-207)ACC>ATC p.T69I

Pat_59 Post-Resistance ZNF45 7596 37 19 44417693 44417693 Missense_Mutation SNP C T 7 114 c.1895G>A c.(1894-1896)AGA>AAA p.R632K

Pat_59 Post-Resistance ZNF155 7711 37 19 44500775 44500775 Missense_Mutation SNP G A 5 194 c.766G>A c.(766-768)GGA>AGA p.G256R

Pat_59 Post-Resistance KLC3 147700 37 19 45849946 45849946 Missense_Mutation SNP G A 2 1 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_59 Post-Resistance SAE1 10055 37 19 47706998 47706998 Splice_Site SNP G A 26 88 c.948_splice c.e8+1 p.K316_splice

Pat_59 Post-Resistance CRX 1406 37 19 48339604 48339604 Missense_Mutation SNP C T 10 13 c.205C>T c.(205-207)CGT>TGT p.R69C

Pat_59 Post-Resistance FAM83E 54854 37 19 49107049 49107049 Missense_Mutation SNP G A 5 11 c.878C>T c.(877-879)CCT>CTT p.P293L

Pat_59 Post-Resistance GYS1 2997 37 19 49494602 49494602 Missense_Mutation SNP G A 22 106 c.257C>T c.(256-258)GCC>GTC p.A86V

Pat_59 Post-Resistance LHB 3972 37 19 49519435 49519435 Missense_Mutation SNP G A 16 51 c.316C>T c.(316-318)CTC>TTC p.L106F

Pat_59 Post-Resistance NAPSA 9476 37 19 50865493 50865493 Missense_Mutation SNP G A 8 20 c.161C>T c.(160-162)CCC>CTC p.P54L

Pat_59 Post-Resistance SIGLEC6 946 37 19 52033208 52033208 Missense_Mutation SNP G A 4 18 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_59 Post-Resistance ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 16 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_59 Post-Resistance ZNF578 147660 37 19 53014635 53014635 Missense_Mutation SNP A G 6 193 c.1001A>G c.(1000-1002)CAT>CGT p.H334R

Pat_59 Post-Resistance ZNF611 81856 37 19 53208542 53208542 Missense_Mutation SNP C T 51 398 c.1766G>A c.(1765-1767)AGT>AAT p.S589N

Pat_59 Post-Resistance ZNF415 55786 37 19 53612312 53612312 Missense_Mutation SNP G C 3 81 c.1130C>G c.(1129-1131)ACA>AGA p.T377R

Pat_59 Post-Resistance ZNF845 91664 37 19 53848804 53848804 Missense_Mutation SNP G A 32 135 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_59 Post-Resistance TTYH1 57348 37 19 54946722 54946722 Missense_Mutation SNP G A 11 34 c.1126G>A c.(1126-1128)GAC>AAC p.D376N

Pat_59 Post-Resistance LILRA2 11027 37 19 55087469 55087469 Missense_Mutation SNP G A 4 79 c.1148G>A c.(1147-1149)GGT>GAT p.G383D

Pat_59 Post-Resistance C19orf51 352909 37 19 55672660 55672660 Splice_Site SNP C T 2 1 c.789_splice c.e7+1 p.Y263_splice

Pat_59 Post-Resistance ZNF581 51545 37 19 56156428 56156428 Missense_Mutation SNP G A 30 185 c.491G>A c.(490-492)AGC>AAC p.S164N



Pat_59 Post-Resistance ZNF787 126208 37 19 56600421 56600421 Missense_Mutation SNP C A 2 0 c.120G>T c.(118-120)TGG>TGT p.W40C

Pat_59 Post-Resistance ZNF787 126208 37 19 56600432 56600432 Missense_Mutation SNP C G 2 1 c.109G>C c.(109-111)GTC>CTC p.V37L

Pat_59 Post-Resistance ZNF805 390980 37 19 57765443 57765443 Missense_Mutation SNP G A 3 50 c.1256G>A c.(1255-1257)CGG>CAG p.R419Q

Pat_59 Post-Resistance ZNF549 256051 37 19 58049465 58049465 Missense_Mutation SNP G A 7 75 c.1093G>A c.(1093-1095)GAA>AAA p.E365K

Pat_59 Post-Resistance ZNF154 7710 37 19 58216322 58216322 Missense_Mutation SNP G A 37 113 c.59C>T c.(58-60)GCC>GTC p.A20V

Pat_59 Post-Resistance SNTG2 54221 37 2 1161233 1161233 Splice_Site SNP G A 9 22 c.412_splice c.e7-1 p.V138_splice

Pat_59 Post-Resistance SNTG2 54221 37 2 1204796 1204796 Missense_Mutation SNP C T 3 19 c.599C>T c.(598-600)TCG>TTG p.S200L

Pat_59 Post-Resistance LPIN1 23175 37 2 11960601 11960601 Missense_Mutation SNP G A 10 103 c.2474G>A c.(2473-2475)GGA>GAA p.G825E

Pat_59 Post-Resistance WDR35 57539 37 2 20145615 20145615 Missense_Mutation SNP C T 71 333 c.1810G>A c.(1810-1812)GAT>AAT p.D604N

Pat_59 Post-Resistance ITSN2 50618 37 2 24431115 24431115 Missense_Mutation SNP C T 14 57 c.4669G>A c.(4669-4671)GCT>ACT p.A1557T

Pat_59 Post-Resistance ITSN2 50618 37 2 24435559 24435559 Missense_Mutation SNP G A 37 157 c.4049C>T c.(4048-4050)CCC>CTC p.P1350L

Pat_59 Post-Resistance OTOF 9381 37 2 26750740 26750740 Missense_Mutation SNP C T 12 35 c.187G>A c.(187-189)GAG>AAG p.E63K

Pat_59 Post-Resistance XDH 7498 37 2 31606627 31606627 Missense_Mutation SNP G A 10 20 c.880C>T c.(880-882)CCC>TCC p.P294S

Pat_59 Post-Resistance MEMO1 51072 37 2 32094987 32094987 Missense_Mutation SNP G A 6 26 c.692C>T c.(691-693)TCT>TTT p.S231F

Pat_59 Post-Resistance BIRC6 57448 37 2 32725065 32725065 Nonsense_Mutation SNP C T 17 99 c.8920C>T c.(8920-8922)CAA>TAA p.Q2974*

Pat_59 Post-Resistance LTBP1 4052 37 2 33484664 33484664 Missense_Mutation SNP C T 17 110 c.2405C>T c.(2404-2406)GCA>GTA p.A802V

Pat_59 Post-Resistance THADA 63892 37 2 43800132 43800132 Splice_Site SNP C T 16 44 c.1730_splice c.e12-1 p.G577_splice

Pat_59 Post-Resistance MSH6 2956 37 2 48027571 48027571 Missense_Mutation SNP G A 4 18 c.2449G>A c.(2449-2451)GAT>AAT p.D817N

Pat_59 Post-Resistance SPTBN1 6711 37 2 54858426 54858426 Missense_Mutation SNP C T 3 33 c.3242C>T c.(3241-3243)ACC>ATC p.T1081I

Pat_59 Post-Resistance RTN4 57142 37 2 55254397 55254397 Missense_Mutation SNP C T 14 120 c.838G>A c.(838-840)GCA>ACA p.A280T

Pat_59 Post-Resistance CCT4 10575 37 2 62099431 62099431 Missense_Mutation SNP C T 7 38 c.1277G>A c.(1276-1278)GGT>GAT p.G426D

Pat_59 Post-Resistance UGP2 7360 37 2 64112875 64112875 Missense_Mutation SNP G A 13 116 c.728G>A c.(727-729)GGC>GAC p.G243D

Pat_59 Post-Resistance SLC1A4 6509 37 2 65231139 65231139 Missense_Mutation SNP C T 4 42 c.623C>T c.(622-624)ACC>ATC p.T208I

Pat_59 Post-Resistance SMYD5 10322 37 2 73452033 73452033 Missense_Mutation SNP C T 16 101 c.980C>T c.(979-981)CCA>CTA p.P327L

Pat_59 Post-Resistance ALMS1 7840 37 2 73653650 73653650 Missense_Mutation SNP G A 4 135 c.1310G>A c.(1309-1311)TGC>TAC p.C437Y

Pat_59 Post-Resistance SLC4A5 57835 37 2 74466532 74466532 Missense_Mutation SNP A G 3 46 c.2249T>C c.(2248-2250)CTT>CCT p.L750P

Pat_59 Post-Resistance POLR1A 25885 37 2 86267551 86267551 Missense_Mutation SNP C T 3 35 c.3704G>A c.(3703-3705)GGC>GAC p.G1235D

Pat_59 Post-Resistance EIF2AK3 9451 37 2 88890467 88890467 Missense_Mutation SNP C T 16 84 c.871G>A c.(871-873)GAG>AAG p.E291K

Pat_59 Post-Resistance PROM2 150696 37 2 95954721 95954721 Missense_Mutation SNP C T 3 59 c.2482C>T c.(2482-2484)CGG>TGG p.R828W

Pat_59 Post-Resistance TMEM131 23505 37 2 98413354 98413354 Missense_Mutation SNP G A 7 62 c.2966C>T c.(2965-2967)TCC>TTC p.S989F

Pat_59 Post-Resistance EIF5B 9669 37 2 99978149 99978149 Missense_Mutation SNP G A 17 106 c.785G>A c.(784-786)GGT>GAT p.G262D

Pat_59 Post-Resistance MFSD9 84804 37 2 103335286 103335286 Missense_Mutation SNP C T 5 60 c.1018G>A c.(1018-1020)GGG>AGG p.G340R

Pat_59 Post-Resistance RGPD3 653489 37 2 107029692 107029692 Missense_Mutation SNP A T 4 131 c.5114T>A c.(5113-5115)GTG>GAG p.V1705E

Pat_59 Post-Resistance GCC2 9648 37 2 109098908 109098908 Splice_Site SNP G A 6 39 c.3345_splice c.e11+1 p.K1115_splice

Pat_59 Post-Resistance RANBP2 5903 37 2 109383792 109383792 Missense_Mutation SNP G A 75 472 c.6797G>A c.(6796-6798)GGA>GAA p.G2266E

Pat_59 Post-Resistance MERTK 10461 37 2 112751940 112751940 Missense_Mutation SNP G A 29 190 c.1409G>A c.(1408-1410)GGG>GAG p.G470E

Pat_59 Post-Resistance POLR1B 84172 37 2 113300088 113300088 Missense_Mutation SNP G A 4 112 c.17G>A c.(16-18)CGG>CAG p.R6Q

Pat_59 Post-Resistance POLR1B 84172 37 2 113333260 113333260 Missense_Mutation SNP C T 46 233 c.3362C>T c.(3361-3363)GCT>GTT p.A1121V

Pat_59 Post-Resistance SLC35F5 80255 37 2 114493356 114493356 Missense_Mutation SNP G A 8 58 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_59 Post-Resistance MARCO 8685 37 2 119750708 119750708 Missense_Mutation SNP T C 13 68 c.1261T>C c.(1261-1263)TCA>CCA p.S421P

Pat_59 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 7 196 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_59 Post-Resistance ACMSD 130013 37 2 135621025 135621025 Missense_Mutation SNP G A 4 94 c.310G>A c.(310-312)GTT>ATT p.V104I

Pat_59 Post-Resistance LRP1B 53353 37 2 141609326 141609326 Missense_Mutation SNP C A 18 90 c.4606G>T c.(4606-4608)GGC>TGC p.G1536C

Pat_59 Post-Resistance ZEB2 9839 37 2 145155876 145155876 Missense_Mutation SNP C T 5 65 c.2878G>A c.(2878-2880)GGA>AGA p.G960R

Pat_59 Post-Resistance KIF5C 3800 37 2 149798469 149798469 Missense_Mutation SNP G T 4 88 c.466G>T c.(466-468)GTT>TTT p.V156F

Pat_59 Post-Resistance KIF5C 3800 37 2 149835481 149835481 Nonsense_Mutation SNP C T 10 83 c.1339C>T c.(1339-1341)CAA>TAA p.Q447*

Pat_59 Post-Resistance LYPD6 130574 37 2 150327306 150327306 Missense_Mutation SNP C T 16 107 c.458C>T c.(457-459)CCA>CTA p.P153L



Pat_59 Post-Resistance TANC1 85461 37 2 160053131 160053131 Missense_Mutation SNP G A 8 65 c.2992G>A c.(2992-2994)GAT>AAT p.D998N

Pat_59 Post-Resistance TBR1 10716 37 2 162274810 162274810 Missense_Mutation SNP G A 3 45 c.946G>A c.(946-948)GGA>AGA p.G316R

Pat_59 Post-Resistance SCN9A 6335 37 2 167055671 167055671 Missense_Mutation SNP C T 85 118 c.5445G>A c.(5443-5445)ATG>ATA p.M1815I

Pat_59 Post-Resistance XIRP2 129446 37 2 168101965 168101965 Missense_Mutation SNP G A 5 78 c.4063G>A c.(4063-4065)GAA>AAA p.E1355K

Pat_59 Post-Resistance KBTBD10 10324 37 2 170366969 170366969 Missense_Mutation SNP G A 10 101 c.681G>A c.(679-681)ATG>ATA p.M227I

Pat_59 Post-Resistance METTL5 29081 37 2 170678459 170678459 Missense_Mutation SNP C T 16 235 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_59 Post-Resistance UBR3 130507 37 2 170857821 170857821 Missense_Mutation SNP G A 14 108 c.3926G>A c.(3925-3927)TGT>TAT p.C1309Y

Pat_59 Post-Resistance MYO3B 140469 37 2 171055725 171055725 Missense_Mutation SNP C G 7 85 c.10C>G c.(10-12)CTG>GTG p.L4V

Pat_59 Post-Resistance MYO3B 140469 37 2 171056786 171056786 Missense_Mutation SNP G A 8 49 c.313G>A c.(313-315)GTC>ATC p.V105I

Pat_59 Post-Resistance MYO3B 140469 37 2 171399445 171399445 Missense_Mutation SNP G A 50 157 c.3605G>A c.(3604-3606)GGG>GAG p.G1202E

Pat_59 Post-Resistance SLC25A12 8604 37 2 172671640 172671640 Missense_Mutation SNP C T 28 192 c.1003G>A c.(1003-1005)GTT>ATT p.V335I

Pat_59 Post-Resistance ITGA6 3655 37 2 173355994 173355994 Missense_Mutation SNP C T 10 179 c.2824C>T c.(2824-2826)CGG>TGG p.R942W

Pat_59 Post-Resistance HNRNPA3 220988 37 2 178081499 178081499 Missense_Mutation SNP G A 48 348 c.739G>A c.(739-741)GGA>AGA p.G247R

Pat_59 Post-Resistance TTN 7273 37 2 179560121 179560121 Missense_Mutation SNP T A 10 77 c.27492A>T c.(27490-27492)AAA>AAT p.K9164N

Pat_59 Post-Resistance TTN 7273 37 2 179596038 179596038 Missense_Mutation SNP C T 80 537 c.13723G>A c.(13723-13725)GTA>ATA p.V4575I

Pat_59 Post-Resistance TTN 7273 37 2 179639078 179639078 Missense_Mutation SNP C T 20 158 c.6913G>A c.(6913-6915)GAG>AAG p.E2305K

Pat_59 Post-Resistance DUSP19 142679 37 2 183960196 183960196 Missense_Mutation SNP C T 25 146 c.464C>T c.(463-465)TCC>TTC p.S155F

Pat_59 Post-Resistance STAT1 6772 37 2 191873711 191873711 Missense_Mutation SNP C T 3 41 c.251G>A c.(250-252)AGG>AAG p.R84K

Pat_59 Post-Resistance MPP4 58538 37 2 202510121 202510121 Missense_Mutation SNP C T 6 66 c.1726G>A c.(1726-1728)GAC>AAC p.D576N

Pat_59 Post-Resistance MPP4 58538 37 2 202520939 202520939 Missense_Mutation SNP G A 3 15 c.1282C>T c.(1282-1284)CGC>TGC p.R428C

Pat_59 Post-Resistance PARD3B 117583 37 2 206480196 206480196 Missense_Mutation SNP C T 9 79 c.3277C>T c.(3277-3279)CCT>TCT p.P1093S

Pat_59 Post-Resistance MDH1B 130752 37 2 207604380 207604380 Missense_Mutation SNP C T 7 63 c.1465G>A c.(1465-1467)GAG>AAG p.E489K

Pat_59 Post-Resistance FZD5 7855 37 2 208632587 208632587 Missense_Mutation SNP G A 2 0 c.877C>T c.(877-879)CAT>TAT p.H293Y

Pat_59 Post-Resistance PIKFYVE 200576 37 2 209207373 209207373 Missense_Mutation SNP G A 25 158 c.5027G>A c.(5026-5028)AGT>AAT p.S1676N

Pat_59 Post-Resistance MYL1 4632 37 2 211163201 211163201 Missense_Mutation SNP C A 4 132 c.247G>T c.(247-249)GGC>TGC p.G83C

Pat_59 Post-Resistance VIL1 7429 37 2 219296591 219296591 Nonsense_Mutation SNP C T 5 12 c.1114C>T c.(1114-1116)CAG>TAG p.Q372*

Pat_59 Post-Resistance ALPPL2 251 37 2 233274467 233274467 Missense_Mutation SNP T C 3 11 c.1484T>C c.(1483-1485)CTG>CCG p.L495P

Pat_59 Post-Resistance DGKD 8527 37 2 234343547 234343547 Missense_Mutation SNP G A 24 124 c.586G>A c.(586-588)GTG>ATG p.V196M

Pat_59 Post-Resistance SH3BP4 23677 37 2 235951118 235951118 Missense_Mutation SNP G A 8 41 c.1705G>A c.(1705-1707)GTG>ATG p.V569M

Pat_59 Post-Resistance COPS8 10920 37 2 238005479 238005479 Missense_Mutation SNP G A 9 44 c.517G>A c.(517-519)GAT>AAT p.D173N

Pat_59 Post-Resistance COL6A3 1293 37 2 238253406 238253406 Missense_Mutation SNP C T 4 134 c.7255G>A c.(7255-7257)GGC>AGC p.G2419S

Pat_59 Post-Resistance MLPH 79083 37 2 238434382 238434382 Missense_Mutation SNP G A 5 22 c.814G>A c.(814-816)GCC>ACC p.A272T

Pat_59 Post-Resistance CAPN10 11132 37 2 241537456 241537456 Missense_Mutation SNP C T 15 13 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_59 Post-Resistance NSFL1C 55968 37 20 1433177 1433177 Missense_Mutation SNP G A 30 126 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_59 Post-Resistance TMC2 117532 37 20 2593950 2593950 Nonsense_Mutation SNP G A 8 95 c.1854G>A c.(1852-1854)TGG>TGA p.W618*

Pat_59 Post-Resistance SMOX 54498 37 20 4163099 4163099 Missense_Mutation SNP G A 17 90 c.973G>A c.(973-975)GCG>ACG p.A325T

Pat_59 Post-Resistance PRNP 5621 37 20 4680494 4680494 Missense_Mutation SNP G A 12 94 c.628G>A c.(628-630)GTT>ATT p.V210I

Pat_59 Post-Resistance BTBD3 22903 37 20 11899224 11899224 Missense_Mutation SNP G A 30 171 c.301G>A c.(301-303)GGT>AGT p.G101S

Pat_59 Post-Resistance BTBD3 22903 37 20 11903679 11903679 Missense_Mutation SNP G A 15 110 c.934G>A c.(934-936)GTT>ATT p.V312I

Pat_59 Post-Resistance BFSP1 631 37 20 17475036 17475036 Nonsense_Mutation SNP C A 20 103 c.1681G>T c.(1681-1683)GAG>TAG p.E561*

Pat_59 Post-Resistance BFSP1 631 37 20 17475159 17475159 Missense_Mutation SNP G A 4 30 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_59 Post-Resistance RIN2 54453 37 20 19955744 19955744 Missense_Mutation SNP C T 18 93 c.1075C>T c.(1075-1077)CCC>TCC p.P359S

Pat_59 Post-Resistance C20orf26 26074 37 20 20258004 20258004 Missense_Mutation SNP G A 33 55 c.2698G>A c.(2698-2700)GAT>AAT p.D900N

Pat_59 Post-Resistance TPX2 22974 37 20 30366668 30366668 Missense_Mutation SNP G A 25 149 c.935G>A c.(934-936)GGA>GAA p.G312E

Pat_59 Post-Resistance ASXL1 171023 37 20 31021379 31021379 Missense_Mutation SNP G A 21 105 c.1378G>A c.(1378-1380)GGG>AGG p.G460R

Pat_59 Post-Resistance ZNF341 84905 37 20 32379180 32379180 Missense_Mutation SNP G A 10 34 c.2422G>A c.(2422-2424)GCG>ACG p.A808T

Pat_59 Post-Resistance ITCH 83737 37 20 33059321 33059321 Splice_Site SNP G A 14 77 c.1692_splice c.e17+1 p.Q564_splice



Pat_59 Post-Resistance NCOA6 23054 37 20 33330330 33330330 Missense_Mutation SNP G A 24 111 c.3730C>T c.(3730-3732)CTC>TTC p.L1244F

Pat_59 Post-Resistance RALGAPB 57148 37 20 37198592 37198592 Missense_Mutation SNP C T 10 47 c.4016C>T c.(4015-4017)CCT>CTT p.P1339L

Pat_59 Post-Resistance SLC32A1 140679 37 20 37356239 37356239 Missense_Mutation SNP G A 3 25 c.535G>A c.(535-537)GTG>ATG p.V179M

Pat_59 Post-Resistance NCOA3 8202 37 20 46256433 46256433 Missense_Mutation SNP T C 7 84 c.661T>C c.(661-663)TAT>CAT p.Y221H

Pat_59 Post-Resistance SLC9A8 23315 37 20 48503433 48503433 Missense_Mutation SNP G A 6 45 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_59 Post-Resistance DPM1 8813 37 20 49551698 49551698 Missense_Mutation SNP C T 28 200 c.754G>A c.(754-756)GGA>AGA p.G252R

Pat_59 Post-Resistance TFAP2C 7022 37 20 55212921 55212921 Missense_Mutation SNP G A 31 189 c.1205G>A c.(1204-1206)AGC>AAC p.S402N

Pat_59 Post-Resistance PMEPA1 56937 37 20 56228109 56228109 Missense_Mutation SNP A G 2 8 c.298T>C c.(298-300)TCA>CCA p.S100P

Pat_59 Post-Resistance CDH4 1002 37 20 60427882 60427882 Missense_Mutation SNP G A 10 61 c.805G>A c.(805-807)GAC>AAC p.D269N

Pat_59 Post-Resistance CDH4 1002 37 20 60448813 60448813 Missense_Mutation SNP G A 14 56 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_59 Post-Resistance TCFL5 10732 37 20 61492833 61492833 Missense_Mutation SNP G T 4 79 c.190C>A c.(190-192)CAC>AAC p.H64N

Pat_59 Post-Resistance DIDO1 11083 37 20 61511181 61511182 Missense_Mutation DNP CC TT 7 17 c.6126_6127GG>AAc.(6124-6129)GAGGAG>GAAAAGp.E2043K

Pat_59 Post-Resistance USP16 10600 37 21 30426414 30426414 Nonsense_Mutation SNP G A 18 109 c.2378G>A c.(2377-2379)TGG>TAG p.W793*

Pat_59 Post-Resistance TIAM1 7074 37 21 32638927 32638927 Missense_Mutation SNP G A 4 55 c.362C>T c.(361-363)GCC>GTC p.A121V

Pat_59 Post-Resistance RCAN1 1827 37 21 35893877 35893877 Missense_Mutation SNP G A 11 22 c.506C>T c.(505-507)CCA>CTA p.P169L

Pat_59 Post-Resistance KCNJ6 3763 37 21 39087081 39087081 Missense_Mutation SNP G A 14 70 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_59 Post-Resistance DSCAM 1826 37 21 41459109 41459109 Missense_Mutation SNP C G 4 100 c.3956G>C c.(3955-3957)TGG>TCG p.W1319S

Pat_59 Post-Resistance PCNT 5116 37 21 47754392 47754392 Missense_Mutation SNP T C 3 60 c.349T>C c.(349-351)TGT>CGT p.C117R

Pat_59 Post-Resistance IL17RA 23765 37 22 17581362 17581362 Missense_Mutation SNP C T 12 54 c.541C>T c.(541-543)CTT>TTT p.L181F

Pat_59 Post-Resistance MICAL3 57553 37 22 18387536 18387536 Missense_Mutation SNP C T 13 82 c.334G>A c.(334-336)GTG>ATG p.V112M

Pat_59 Post-Resistance MYO18B 84700 37 22 26159261 26159261 Missense_Mutation SNP G A 3 6 c.103G>A c.(103-105)GGG>AGG p.G35R

Pat_59 Post-Resistance NEFH 4744 37 22 29885313 29885313 Missense_Mutation SNP C G 3 65 c.1684C>G c.(1684-1686)CCT>GCT p.P562A

Pat_59 Post-Resistance SEC14L3 266629 37 22 30866231 30866231 Missense_Mutation SNP C T 3 11 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_59 Post-Resistance LIMK2 3985 37 22 31656000 31656000 Missense_Mutation SNP G A 4 120 c.488G>A c.(487-489)CGG>CAG p.R163Q

Pat_59 Post-Resistance EIF4ENIF1 56478 37 22 31884687 31884687 Missense_Mutation SNP C T 8 31 c.18G>A c.(16-18)ATG>ATA p.M6I

Pat_59 Post-Resistance DEPDC5 9681 37 22 32215053 32215053 Missense_Mutation SNP C T 12 130 c.1712C>T c.(1711-1713)GCA>GTA p.A571V

Pat_59 Post-Resistance ISX 91464 37 22 35478537 35478537 Missense_Mutation SNP C T 31 64 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_59 Post-Resistance DDX17 10521 37 22 38882386 38882386 Missense_Mutation SNP C T 8 70 c.1750G>A c.(1750-1752)GAT>AAT p.D584N

Pat_59 Post-Resistance SUN2 25777 37 22 39138464 39138464 Missense_Mutation SNP G A 3 16 c.910C>T c.(910-912)CGG>TGG p.R304W

Pat_59 Post-Resistance EP300 2033 37 22 41572507 41572507 Missense_Mutation SNP C T 9 53 c.5036C>T c.(5035-5037)ACA>ATA p.T1679I

Pat_59 Post-Resistance CSDC2 27254 37 22 41970862 41970862 Missense_Mutation SNP C T 4 5 c.425C>T c.(424-426)CCC>CTC p.P142L

Pat_59 Post-Resistance NAGA 4668 37 22 42458969 42458969 Nonsense_Mutation SNP C T 7 26 c.819G>A c.(817-819)TGG>TGA p.W273*

Pat_59 Post-Resistance NDUFA6 4700 37 22 42483096 42483096 Missense_Mutation SNP C T 59 410 c.301G>A c.(301-303)GAC>AAC p.D101N

Pat_59 Post-Resistance EFCAB6 64800 37 22 44027996 44027996 Missense_Mutation SNP C T 7 57 c.2221G>A c.(2221-2223)GAG>AAG p.E741K

Pat_59 Post-Resistance IL17REL 400935 37 22 50435806 50435806 Missense_Mutation SNP C T 3 13 c.917G>A c.(916-918)AGT>AAT p.S306N

Pat_59 Post-Resistance MOV10L1 54456 37 22 50580557 50580557 Missense_Mutation SNP G T 17 67 c.2118G>T c.(2116-2118)AGG>AGT p.R706S

Pat_59 Post-Resistance CNTN4 152330 37 3 2787298 2787298 Missense_Mutation SNP C T 19 73 c.275C>T c.(274-276)ACC>ATC p.T92I

Pat_59 Post-Resistance STAC 6769 37 3 36485003 36485003 Missense_Mutation SNP C T 23 27 c.259C>T c.(259-261)CCT>TCT p.P87S

Pat_59 Post-Resistance TRANK1 9881 37 3 36884166 36884166 Missense_Mutation SNP G A 9 35 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_59 Post-Resistance CCDC13 152206 37 3 42777260 42777260 Missense_Mutation SNP A G 32 29 c.1310T>C c.(1309-1311)GTA>GCA p.V437A

Pat_59 Post-Resistance CYP8B1 1582 37 3 42916093 42916093 Missense_Mutation SNP C T 45 54 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance C3orf71 646450 37 3 48956104 48956104 Missense_Mutation SNP G A 10 23 c.479C>T c.(478-480)ACT>ATT p.T160I

Pat_59 Post-Resistance WDR6 11180 37 3 49050379 49050379 Missense_Mutation SNP C T 11 19 c.1502C>T c.(1501-1503)CCC>CTC p.P501L

Pat_59 Post-Resistance USP4 7375 37 3 49362451 49362451 Missense_Mutation SNP C T 4 84 c.509G>A c.(508-510)CGG>CAG p.R170Q

Pat_59 Post-Resistance RNF123 63891 37 3 49735373 49735373 Splice_Site SNP G A 33 116 c.397_splice c.e6+1 p.G133_splice

Pat_59 Post-Resistance MST1R 4486 37 3 49928076 49928076 Missense_Mutation SNP C T 4 28 c.3652G>A c.(3652-3654)GAG>AAG p.E1218K

Pat_59 Post-Resistance ERC2 26059 37 3 56026137 56026137 Missense_Mutation SNP C T 68 79 c.2203G>A c.(2203-2205)GAG>AAG p.E735K



Pat_59 Post-Resistance C3orf67 200844 37 3 58849294 58849294 Missense_Mutation SNP C T 4 13 c.1208G>A c.(1207-1209)AGC>AAC p.S403N

Pat_59 Post-Resistance PTPRG 5793 37 3 62268462 62268462 Missense_Mutation SNP C T 22 129 c.3973C>T c.(3973-3975)CCC>TCC p.P1325S

Pat_59 Post-Resistance GBE1 2632 37 3 81584371 81584371 Nonsense_Mutation SNP G A 3 45 c.1909C>T c.(1909-1911)CGA>TGA p.R637*

Pat_59 Post-Resistance IMPG2 50939 37 3 100949985 100949985 Missense_Mutation SNP G A 5 216 c.3238C>T c.(3238-3240)CGG>TGG p.R1080W

Pat_59 Post-Resistance WDR52 55779 37 3 113152469 113152469 Missense_Mutation SNP C T 25 97 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_59 Post-Resistance PLA1A 51365 37 3 119325823 119325823 Splice_Site SNP G A 4 54 c.275_splice c.e2+1 p.R92_splice

Pat_59 Post-Resistance TXNRD3IT1 645840 37 3 126291268 126291268 Missense_Mutation SNP G A 4 26 c.119C>T c.(118-120)ACC>ATC p.T40I

Pat_59 Post-Resistance RPN1 6184 37 3 128341114 128341114 Missense_Mutation SNP G A 3 31 c.1534C>T c.(1534-1536)CTC>TTC p.L512F

Pat_59 Post-Resistance DNAJC13 23317 37 3 132218155 132218155 Splice_Site SNP G A 11 60 c.4341_splice c.e37+1 p.E1447_splice

Pat_59 Post-Resistance AMOTL2 51421 37 3 134080433 134080433 Missense_Mutation SNP G A 3 28 c.1670C>T c.(1669-1671)GCC>GTC p.A557V

Pat_59 Post-Resistance SLC25A36 55186 37 3 140689814 140689814 Missense_Mutation SNP C T 14 50 c.431C>T c.(430-432)ACT>ATT p.T144I

Pat_59 Post-Resistance ZIC1 7545 37 3 147131190 147131190 Missense_Mutation SNP C T 16 45 c.1196C>T c.(1195-1197)TCT>TTT p.S399F

Pat_59 Post-Resistance TIPARP 25976 37 3 156422730 156422730 Missense_Mutation SNP G A 16 76 c.1784G>A c.(1783-1785)AGA>AAA p.R595K

Pat_59 Post-Resistance CHRD 8646 37 3 184100191 184100191 Nonsense_Mutation SNP G A 33 74 c.714G>A c.(712-714)TGG>TGA p.W238*

Pat_59 Post-Resistance HRG 3273 37 3 186394903 186394903 Missense_Mutation SNP G C 4 70 c.809G>C c.(808-810)CGT>CCT p.R270P

Pat_59 Post-Resistance RFC4 5984 37 3 186522423 186522423 Missense_Mutation SNP C T 32 150 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_59 Post-Resistance MUC4 4585 37 3 195487886 195487886 Missense_Mutation SNP G A 6 24 c.14333C>T c.(14332-14334)GCT>GTT p.A4778V

Pat_59 Post-Resistance MUC4 4585 37 3 195488993 195488993 Missense_Mutation SNP G A 2 2 c.14093C>T c.(14092-14094)CCG>CTG p.P4698L

Pat_59 Post-Resistance DLG1 1739 37 3 196888525 196888525 Missense_Mutation SNP G A 3 27 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_59 Post-Resistance PIGG 54872 37 4 527682 527682 Missense_Mutation SNP G A 5 18 c.2647G>A c.(2647-2649)GCC>ACC p.A883T

Pat_59 Post-Resistance SLBP 7884 37 4 1701784 1701784 Missense_Mutation SNP G A 12 33 c.295C>T c.(295-297)CTC>TTC p.L99F

Pat_59 Post-Resistance SH3BP2 6452 37 4 2831592 2831592 Missense_Mutation SNP C T 6 64 c.959C>T c.(958-960)GCT>GTT p.A320V

Pat_59 Post-Resistance PPP2R2C 5522 37 4 6374336 6374336 Missense_Mutation SNP G A 26 60 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_59 Post-Resistance MAN2B2 23324 37 4 6606902 6606902 Missense_Mutation SNP G A 6 20 c.1660G>A c.(1660-1662)GAG>AAG p.E554K

Pat_59 Post-Resistance SH3TC1 54436 37 4 8230054 8230054 Missense_Mutation SNP G A 13 31 c.2633G>A c.(2632-2634)CGG>CAG p.R878Q

Pat_59 Post-Resistance ARAP2 116984 37 4 36121331 36121331 Missense_Mutation SNP C T 28 136 c.3904G>A c.(3904-3906)GAT>AAT p.D1302N

Pat_59 Post-Resistance GABRG1 2565 37 4 46043129 46043129 Missense_Mutation SNP C T 15 86 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_59 Post-Resistance CWH43 80157 37 4 49034690 49034690 Missense_Mutation SNP G A 13 111 c.1616G>A c.(1615-1617)GGC>GAC p.G539D

Pat_59 Post-Resistance LRRC66 339977 37 4 52861695 52861695 Missense_Mutation SNP C T 9 74 c.1493G>A c.(1492-1494)GGA>GAA p.G498E

Pat_59 Post-Resistance SULT1E1 6783 37 4 70709896 70709896 Missense_Mutation SNP G A 50 204 c.755C>T c.(754-756)TCG>TTG p.S252L

Pat_59 Post-Resistance RUFY3 22902 37 4 71640910 71640910 Missense_Mutation SNP G A 34 145 c.784G>A c.(784-786)GAC>AAC p.D262N

Pat_59 Post-Resistance SLC4A4 8671 37 4 72412246 72412246 Splice_Site SNP G A 3 24 c.2621_splice c.e19+1 p.R874_splice

Pat_59 Post-Resistance SHROOM3 57619 37 4 77676326 77676326 Missense_Mutation SNP C T 7 16 c.4690C>T c.(4690-4692)CCC>TCC p.P1564S

Pat_59 Post-Resistance FRAS1 80144 37 4 79428649 79428649 Missense_Mutation SNP G C 12 36 c.9391G>C c.(9391-9393)GTC>CTC p.V3131L

Pat_59 Post-Resistance BMP2K 55589 37 4 79832960 79832960 Missense_Mutation SNP G A 15 56 c.3259G>A c.(3259-3261)GGC>AGC p.G1087S

Pat_59 Post-Resistance ENOPH1 58478 37 4 83369128 83369128 Missense_Mutation SNP G T 4 64 c.140G>T c.(139-141)TGG>TTG p.W47L

Pat_59 Post-Resistance SEC31A 22872 37 4 83791548 83791548 Missense_Mutation SNP G A 36 110 c.812C>T c.(811-813)GCA>GTA p.A271V

Pat_59 Post-Resistance FAM175A 84142 37 4 84383690 84383690 Missense_Mutation SNP G A 40 152 c.1162C>T c.(1162-1164)CCA>TCA p.P388S

Pat_59 Post-Resistance WDFY3 23001 37 4 85612936 85612936 Missense_Mutation SNP G A 3 21 c.9052C>T c.(9052-9054)CTC>TTC p.L3018F

Pat_59 Post-Resistance TSPAN5 10098 37 4 99408002 99408002 Missense_Mutation SNP G A 20 153 c.166C>T c.(166-168)CTC>TTC p.L56F

Pat_59 Post-Resistance EMCN 51705 37 4 101342534 101342534 Missense_Mutation SNP C T 11 79 c.569G>A c.(568-570)AGT>AAT p.S190N

Pat_59 Post-Resistance ANK2 287 37 4 114277533 114277533 Missense_Mutation SNP G A 12 64 c.7759G>A c.(7759-7761)GAG>AAG p.E2587K

Pat_59 Post-Resistance PRSS12 8492 37 4 119256783 119256783 Missense_Mutation SNP G A 29 148 c.665C>T c.(664-666)ACC>ATC p.T222I

Pat_59 Post-Resistance KIAA1109 84162 37 4 123140495 123140495 Missense_Mutation SNP G A 16 70 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_59 Post-Resistance DCLK2 166614 37 4 151119157 151119157 Missense_Mutation SNP G A 8 30 c.863G>A c.(862-864)TGT>TAT p.C288Y

Pat_59 Post-Resistance KIAA0922 23240 37 4 154502713 154502713 Splice_Site SNP G A 13 58 c.892_splice c.e9+1 p.D298_splice

Pat_59 Post-Resistance TLR2 7097 37 4 154625222 154625222 Missense_Mutation SNP C T 17 40 c.1163C>T c.(1162-1164)TCT>TTT p.S388F



Pat_59 Post-Resistance FGB 2244 37 4 155490797 155490797 Missense_Mutation SNP G A 13 47 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_59 Post-Resistance RXFP1 59350 37 4 159569854 159569854 Nonsense_Mutation SNP C T 6 29 c.1960C>T c.(1960-1962)CAG>TAG p.Q654*

Pat_59 Post-Resistance NAF1 92345 37 4 164085478 164085478 Missense_Mutation SNP G A 7 36 c.431C>T c.(430-432)TCC>TTC p.S144F

Pat_59 Post-Resistance TMEM192 201931 37 4 166009740 166009740 Missense_Mutation SNP G A 3 24 c.454C>T c.(454-456)CTC>TTC p.L152F

Pat_59 Post-Resistance TLL1 7092 37 4 166964438 166964438 Missense_Mutation SNP G A 32 184 c.1391G>A c.(1390-1392)GGT>GAT p.G464D

Pat_59 Post-Resistance WDR17 116966 37 4 177100701 177100701 Missense_Mutation SNP G C 24 131 c.3940G>C c.(3940-3942)GGG>CGG p.G1314R

Pat_59 Post-Resistance KLKB1 3818 37 4 187175919 187175919 Splice_Site SNP T C 6 29 c.1489_splice c.e12+2 p.E497_splice

Pat_59 Post-Resistance F11 2160 37 4 187195347 187195347 Missense_Mutation SNP G A 14 83 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_59 Post-Resistance NIPBL 25836 37 5 37008777 37008777 Missense_Mutation SNP C T 39 150 c.4373C>T c.(4372-4374)ACT>ATT p.T1458I

Pat_59 Post-Resistance PRKAA1 5562 37 5 40764960 40764960 Missense_Mutation SNP C T 12 33 c.1202G>A c.(1201-1203)GGT>GAT p.G401D

Pat_59 Post-Resistance CARD6 84674 37 5 40853842 40853842 Missense_Mutation SNP C T 69 213 c.2408C>T c.(2407-2409)TCC>TTC p.S803F

Pat_59 Post-Resistance TNPO1 3842 37 5 72201170 72201170 Nonsense_Mutation SNP G A 31 103 c.2630G>A c.(2629-2631)TGG>TAG p.W877*

Pat_59 Post-Resistance HMGCR 3156 37 5 74647425 74647425 Missense_Mutation SNP G A 16 49 c.1366G>A c.(1366-1368)GAG>AAG p.E456K

Pat_59 Post-Resistance SPZ1 84654 37 5 79616081 79616081 Missense_Mutation SNP C T 38 141 c.47C>T c.(46-48)ACC>ATC p.T16I

Pat_59 Post-Resistance HAPLN1 1404 37 5 82940241 82940242 Missense_Mutation DNP CC TT 21 39 c.715_716GG>AA c.(715-717)GGA>AAA p.G239K

Pat_59 Post-Resistance PCSK1 5122 37 5 95746489 95746489 Missense_Mutation SNP C T 41 44 c.1084G>A c.(1084-1086)GAC>AAC p.D362N

Pat_59 Post-Resistance GIN1 54826 37 5 102433155 102433155 Nonsense_Mutation SNP G A 4 125 c.871C>T c.(871-873)CGA>TGA p.R291*

Pat_59 Post-Resistance WDR36 134430 37 5 110445948 110445948 Missense_Mutation SNP G A 37 121 c.1555G>A c.(1555-1557)GAT>AAT p.D519N

Pat_59 Post-Resistance CAMK4 814 37 5 110782463 110782463 Missense_Mutation SNP C A 5 114 c.539C>A c.(538-540)CCA>CAA p.P180Q

Pat_59 Post-Resistance APC 324 37 5 112175228 112175228 Missense_Mutation SNP A G 11 27 c.3937A>G c.(3937-3939)ACT>GCT p.T1313A

Pat_59 Post-Resistance CCDC112 153733 37 5 114611031 114611031 Missense_Mutation SNP C T 25 71 c.551G>A c.(550-552)GGG>GAG p.G184E

Pat_59 Post-Resistance COMMD10 51397 37 5 115423238 115423238 Missense_Mutation SNP G A 28 87 c.86G>A c.(85-87)AGA>AAA p.R29K

Pat_59 Post-Resistance SNCAIP 9627 37 5 121759351 121759351 Nonsense_Mutation SNP C T 14 67 c.919C>T c.(919-921)CAA>TAA p.Q307*

Pat_59 Post-Resistance CEP120 153241 37 5 122734882 122734882 Missense_Mutation SNP G A 4 91 c.560C>T c.(559-561)ACT>ATT p.T187I

Pat_59 Post-Resistance ZNF608 57507 37 5 123979209 123979209 Missense_Mutation SNP G A 11 40 c.4291C>T c.(4291-4293)CCT>TCT p.P1431S

Pat_59 Post-Resistance ALDH7A1 501 37 5 125930766 125930766 Missense_Mutation SNP A G 2 5 c.125T>C c.(124-126)CTG>CCG p.L42P

Pat_59 Post-Resistance SEC24A 10802 37 5 134010449 134010449 Missense_Mutation SNP C A 5 35 c.962C>A c.(961-963)CCA>CAA p.P321Q

Pat_59 Post-Resistance HNRNPA0 10949 37 5 137089511 137089511 Missense_Mutation SNP G A 4 76 c.245C>T c.(244-246)GCG>GTG p.A82V

Pat_59 Post-Resistance LRRTM2 26045 37 5 138209228 138209228 Missense_Mutation SNP C T 26 32 c.1022G>A c.(1021-1023)AGT>AAT p.S341N

Pat_59 Post-Resistance PCDHA9 9752 37 5 140229062 140229062 Missense_Mutation SNP C T 4 11 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_59 Post-Resistance ARAP3 64411 37 5 141041635 141041635 Missense_Mutation SNP C A 4 109 c.2988G>T c.(2986-2988)TTG>TTT p.L996F

Pat_59 Post-Resistance POU4F3 5459 37 5 145719837 145719837 Missense_Mutation SNP G A 3 18 c.847G>A c.(847-849)GCG>ACG p.A283T

Pat_59 Post-Resistance FOXI1 2299 37 5 169533194 169533194 Missense_Mutation SNP G A 2 2 c.233G>A c.(232-234)GGC>GAC p.G78D

Pat_59 Post-Resistance HK3 3101 37 5 176316669 176316669 Missense_Mutation SNP G A 24 43 c.707C>T c.(706-708)CCG>CTG p.P236L

Pat_59 Post-Resistance NSD1 64324 37 5 176722305 176722305 Missense_Mutation SNP G A 15 59 c.7936G>A c.(7936-7938)GCA>ACA p.A2646T

Pat_59 Post-Resistance WRNIP1 56897 37 6 2766533 2766533 Missense_Mutation SNP C T 6 28 c.677C>T c.(676-678)CCG>CTG p.P226L

Pat_59 Post-Resistance RIPK1 8737 37 6 3106127 3106127 Missense_Mutation SNP G A 7 39 c.1418G>A c.(1417-1419)GGC>GAC p.G473D

Pat_59 Post-Resistance TUBB2B 347733 37 6 3225034 3225034 Missense_Mutation SNP G A 5 57 c.1289C>T c.(1288-1290)GCC>GTC p.A430V

Pat_59 Post-Resistance LY86 9450 37 6 6626622 6626623 Missense_Mutation DNP CC TT 10 32 c.320_321CC>TT c.(319-321)CCC>CTT p.P107L

Pat_59 Post-Resistance DSP 1832 37 6 7559602 7559602 Missense_Mutation SNP G A 4 67 c.566G>A c.(565-567)AGT>AAT p.S189N

Pat_59 Post-Resistance SYCP2L 221711 37 6 10959016 10959016 Splice_Site SNP G A 3 46 c.2164_splice c.e26-1 p.L722_splice

Pat_59 Post-Resistance PHACTR1 221692 37 6 13206259 13206259 Missense_Mutation SNP G A 4 43 c.877G>A c.(877-879)GGC>AGC p.G293S

Pat_59 Post-Resistance FAM8A1 51439 37 6 17602924 17602924 Missense_Mutation SNP G A 25 121 c.816G>A c.(814-816)ATG>ATA p.M272I

Pat_59 Post-Resistance LRRC16A 55604 37 6 25610371 25610371 Missense_Mutation SNP G A 19 70 c.3941G>A c.(3940-3942)AGT>AAT p.S1314N

Pat_59 Post-Resistance HIST1H2BG 8339 37 6 26216561 26216561 Missense_Mutation SNP G A 57 284 c.311C>T c.(310-312)CCC>CTC p.P104L

Pat_59 Post-Resistance BTN2A3 54718 37 6 26431550 26431550 Missense_Mutation SNP G A 17 51 c.1468G>A c.(1468-1470)GGG>AGG p.G490R

Pat_59 Post-Resistance HIST1H2AJ 8331 37 6 27782454 27782454 Missense_Mutation SNP G A 16 96 c.65C>T c.(64-66)GCC>GTC p.A22V



Pat_59 Post-Resistance MUC21 394263 37 6 30955295 30955295 Missense_Mutation SNP G A 12 93 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_59 Post-Resistance HLA-DRA 3122 37 6 32411211 32411211 Nonsense_Mutation SNP G A 5 65 c.578G>A c.(577-579)TGG>TAG p.W193*

Pat_59 Post-Resistance BRPF3 27154 37 6 36196724 36196724 Missense_Mutation SNP G A 4 58 c.3325G>A c.(3325-3327)GTT>ATT p.V1109I

Pat_59 Post-Resistance DAAM2 23500 37 6 39869077 39869077 Splice_Site SNP G A 57 237 c.2812_splice c.e24-1 p.F938_splice

Pat_59 Post-Resistance TREM1 54210 37 6 41250277 41250277 Missense_Mutation SNP C T 7 36 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_59 Post-Resistance FRS3 10817 37 6 41738497 41738497 Missense_Mutation SNP G A 16 64 c.1339C>T c.(1339-1341)CAC>TAC p.H447Y

Pat_59 Post-Resistance POLH 5429 37 6 43582212 43582212 Missense_Mutation SNP G A 35 201 c.2060G>A c.(2059-2061)AGC>AAC p.S687N

Pat_59 Post-Resistance TMEM63B 55362 37 6 44116284 44116284 Missense_Mutation SNP G A 11 71 c.1156G>A c.(1156-1158)GGC>AGC p.G386S

Pat_59 Post-Resistance CAPN11 11131 37 6 44147779 44147779 Missense_Mutation SNP G A 20 128 c.1519G>A c.(1519-1521)GAG>AAG p.E507K

Pat_59 Post-Resistance GPR110 266977 37 6 46976856 46976856 Missense_Mutation SNP G A 15 49 c.2315C>T c.(2314-2316)CCG>CTG p.P772L

Pat_59 Post-Resistance GPR110 266977 37 6 46984373 46984373 Missense_Mutation SNP G A 5 60 c.743C>T c.(742-744)TCT>TTT p.S248F

Pat_59 Post-Resistance LRRC1 55227 37 6 53660160 53660160 Missense_Mutation SNP C T 3 42 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_59 Post-Resistance KHDRBS2 202559 37 6 62611258 62611258 Missense_Mutation SNP G A 32 94 c.502C>T c.(502-504)CGT>TGT p.R168C

Pat_59 Post-Resistance IMPG1 3617 37 6 76713604 76713604 Missense_Mutation SNP G A 13 90 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_59 Post-Resistance BCKDHB 594 37 6 80912903 80912903 Missense_Mutation SNP C T 20 118 c.925C>T c.(925-927)CCT>TCT p.P309S

Pat_59 Post-Resistance SYNCRIP 10492 37 6 86346837 86346837 Missense_Mutation SNP C T 6 39 c.514G>A c.(514-516)GAT>AAT p.D172N

Pat_59 Post-Resistance ORC3L 23595 37 6 88362837 88362837 Missense_Mutation SNP G A 35 209 c.1386G>A c.(1384-1386)ATG>ATA p.M462I

Pat_59 Post-Resistance USP45 85015 37 6 99885263 99885263 Missense_Mutation SNP C T 6 36 c.2173G>A c.(2173-2175)GGA>AGA p.G725R

Pat_59 Post-Resistance SMPD2 6610 37 6 109763242 109763242 Missense_Mutation SNP T C 98 167 c.290T>C c.(289-291)ATC>ACC p.I97T

Pat_59 Post-Resistance FIG4 9896 37 6 110059614 110059614 Missense_Mutation SNP G A 15 99 c.733G>A c.(733-735)GAC>AAC p.D245N

Pat_59 Post-Resistance NUS1 116150 37 6 118024809 118024809 Missense_Mutation SNP G A 39 203 c.733G>A c.(733-735)GGT>AGT p.G245S

Pat_59 Post-Resistance ASF1A 25842 37 6 119226836 119226836 Missense_Mutation SNP G A 46 295 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_59 Post-Resistance TRDN 10345 37 6 123673726 123673726 Missense_Mutation SNP G A 8 56 c.1327C>T c.(1327-1329)CCT>TCT p.P443S

Pat_59 Post-Resistance TNFAIP3 7128 37 6 138200429 138200429 Missense_Mutation SNP G A 10 110 c.1847G>A c.(1846-1848)GGG>GAG p.G616E

Pat_59 Post-Resistance TNFAIP3 7128 37 6 138202343 138202343 Missense_Mutation SNP C T 41 135 c.2260C>T c.(2260-2262)CCC>TCC p.P754S

Pat_59 Post-Resistance GPR126 57211 37 6 142724989 142724989 Missense_Mutation SNP C T 15 79 c.2006C>T c.(2005-2007)ACA>ATA p.T669I

Pat_59 Post-Resistance ZBTB2 57621 37 6 151687915 151687915 Missense_Mutation SNP C T 28 107 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_59 Post-Resistance RBM16 22828 37 6 155153855 155153855 Missense_Mutation SNP G A 10 59 c.3142G>A c.(3142-3144)GGT>AGT p.G1048S

Pat_59 Post-Resistance MLLT4 4301 37 6 168319484 168319484 Missense_Mutation SNP G A 11 70 c.2755G>A c.(2755-2757)GAA>AAA p.E919K

Pat_59 Post-Resistance MLLT4 4301 37 6 168352185 168352185 Missense_Mutation SNP G A 30 197 c.4127G>A c.(4126-4128)GGT>GAT p.G1376D

Pat_59 Post-Resistance DLL1 28514 37 6 170592964 170592964 Missense_Mutation SNP G A 3 17 c.1403C>T c.(1402-1404)ACC>ATC p.T468I

Pat_59 Post-Resistance HEATR2 54919 37 7 794252 794252 Missense_Mutation SNP G A 30 133 c.1051G>A c.(1051-1053)GAG>AAG p.E351K

Pat_59 Post-Resistance C7orf27 221927 37 7 2578169 2578169 Missense_Mutation SNP C T 3 3 c.2000G>A c.(1999-2001)GGG>GAG p.G667E

Pat_59 Post-Resistance PMS2 5395 37 7 6027053 6027053 Missense_Mutation SNP C T 10 36 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_59 Post-Resistance PMS2 5395 37 7 6043602 6043602 Splice_Site SNP C T 26 195 c.250_splice c.e3+1 p.T84_splice

Pat_59 Post-Resistance DAGLB 221955 37 7 6487441 6487441 Nonsense_Mutation SNP C T 4 18 c.33G>A c.(31-33)TGG>TGA p.W11*

Pat_59 Post-Resistance ZNF12 7559 37 7 6732287 6732287 Missense_Mutation SNP C T 28 161 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_59 Post-Resistance ABCB5 340273 37 7 20725446 20725446 Missense_Mutation SNP C T 7 61 c.662C>T c.(661-663)ACC>ATC p.T221I

Pat_59 Post-Resistance OSBPL3 26031 37 7 24905787 24905787 Missense_Mutation SNP C T 26 93 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_59 Post-Resistance CCDC129 223075 37 7 31617722 31617722 Missense_Mutation SNP G A 13 14 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_59 Post-Resistance HERPUD2 64224 37 7 35707173 35707173 Missense_Mutation SNP G A 4 93 c.365C>T c.(364-366)ACT>ATT p.T122I

Pat_59 Post-Resistance ELMO1 9844 37 7 37264560 37264560 Missense_Mutation SNP C T 5 37 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_59 Post-Resistance TXNDC3 51314 37 7 37916531 37916531 Missense_Mutation SNP G A 10 22 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_59 Post-Resistance VPS41 27072 37 7 38835078 38835078 Missense_Mutation SNP C T 11 118 c.704G>A c.(703-705)GGG>GAG p.G235E

Pat_59 Post-Resistance TNS3 64759 37 7 47408363 47408363 Missense_Mutation SNP G A 6 27 c.1880C>T c.(1879-1881)CCC>CTC p.P627L

Pat_59 Post-Resistance ABCA13 154664 37 7 48285548 48285548 Missense_Mutation SNP G A 13 51 c.1580G>A c.(1579-1581)GGT>GAT p.G527D

Pat_59 Post-Resistance 14-Sep 346288 37 7 55914284 55914284 Missense_Mutation SNP C T 18 120 c.101G>A c.(100-102)GGT>GAT p.G34D



Pat_59 Post-Resistance ZNF479 90827 37 7 57187795 57187795 Missense_Mutation SNP C A 4 127 c.1327G>T c.(1327-1329)GGC>TGC p.G443C

Pat_59 Post-Resistance SPDYE5 442590 37 7 75130942 75130942 Missense_Mutation SNP C T 7 350 c.817C>T c.(817-819)CGG>TGG p.R273W

Pat_59 Post-Resistance SPDYE5 442590 37 7 75130958 75130958 Missense_Mutation SNP G A 9 292 c.833G>A c.(832-834)CGT>CAT p.R278H

Pat_59 Post-Resistance PION 54103 37 7 76940695 76940695 Missense_Mutation SNP C T 5 161 c.2545G>A c.(2545-2547)GCG>ACG p.A849T

Pat_59 Post-Resistance SEMA3C 10512 37 7 80374401 80374401 Missense_Mutation SNP G A 23 174 c.2065C>T c.(2065-2067)CAC>TAC p.H689Y

Pat_59 Post-Resistance PCLO 27445 37 7 82582822 82582822 Missense_Mutation SNP G A 10 73 c.7447C>T c.(7447-7449)CCT>TCT p.P2483S

Pat_59 Post-Resistance KIAA1324L 222223 37 7 86542393 86542393 Missense_Mutation SNP G A 15 64 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_59 Post-Resistance DBF4 10926 37 7 87537185 87537185 Missense_Mutation SNP G A 15 119 c.1732G>A c.(1732-1734)GTG>ATG p.V578M

Pat_59 Post-Resistance FAM133B 257415 37 7 92210819 92210819 Splice_Site SNP C T 8 72 c.122_splice c.e2+1 p.W41_splice

Pat_59 Post-Resistance CALCR 799 37 7 93101770 93101770 Missense_Mutation SNP C T 151 152 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_59 Post-Resistance COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 8 84 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_59 Post-Resistance BAIAP2L1 55971 37 7 97923410 97923410 Missense_Mutation SNP C T 10 74 c.1436G>A c.(1435-1437)GGG>GAG p.G479E

Pat_59 Post-Resistance TRRAP 8295 37 7 98550857 98550857 Missense_Mutation SNP C T 4 65 c.5510C>T c.(5509-5511)ACG>ATG p.T1837M

Pat_59 Post-Resistance ZKSCAN5 23660 37 7 99128994 99128994 Missense_Mutation SNP C T 5 59 c.1642C>T c.(1642-1644)CCA>TCA p.P548S

Pat_59 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 143 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_59 Post-Resistance SRRT 51593 37 7 100485432 100485432 Missense_Mutation SNP C T 13 93 c.2278C>T c.(2278-2280)CCA>TCA p.P760S

Pat_59 Post-Resistance UFSP1 402682 37 7 100486757 100486757 Missense_Mutation SNP C T 17 74 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_59 Post-Resistance CUX1 1523 37 7 101845411 101845411 Missense_Mutation SNP C T 17 150 c.2834C>T c.(2833-2835)ACC>ATC p.T945I

Pat_59 Post-Resistance MLL5 55904 37 7 104753005 104753005 Missense_Mutation SNP G A 16 225 c.4802G>A c.(4801-4803)GGA>GAA p.G1601E

Pat_59 Post-Resistance COG5 10466 37 7 107002483 107002483 Missense_Mutation SNP C T 7 23 c.1114G>A c.(1114-1116)GTT>ATT p.V372I

Pat_59 Post-Resistance LAMB4 22798 37 7 107706245 107706245 Missense_Mutation SNP C T 6 236 c.2798G>A c.(2797-2799)AGC>AAC p.S933N

Pat_59 Post-Resistance ASZ1 136991 37 7 117025852 117025852 Missense_Mutation SNP G A 4 108 c.452C>T c.(451-453)ACC>ATC p.T151I

Pat_59 Post-Resistance CFTR 1080 37 7 117232649 117232650 Missense_Mutation DNP AG GA 41 47 c.2428_2429AG>GAc.(2428-2430)AGA>GAA p.R810E

Pat_59 Post-Resistance CFTR 1080 37 7 117307025 117307025 Missense_Mutation SNP C T 10 36 c.4306C>T c.(4306-4308)CTC>TTC p.L1436F

Pat_59 Post-Resistance GCC1 79571 37 7 127222640 127222640 Missense_Mutation SNP G A 4 33 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_59 Post-Resistance SND1 27044 37 7 127334887 127334887 Nonsense_Mutation SNP G A 26 161 c.234G>A c.(232-234)TGG>TGA p.W78*

Pat_59 Post-Resistance FLNC 2318 37 7 128475434 128475434 Missense_Mutation SNP C T 4 116 c.407C>T c.(406-408)ACG>ATG p.T136M

Pat_59 Post-Resistance SMO 6608 37 7 128851597 128851597 Missense_Mutation SNP C T 21 47 c.1922C>T c.(1921-1923)CCT>CTT p.P641L

Pat_59 Post-Resistance CPA5 93979 37 7 130007413 130007413 Splice_Site SNP G A 8 82 c.1038_splice c.e12+1 p.L346_splice

Pat_59 Post-Resistance PODXL 5420 37 7 131194182 131194182 Missense_Mutation SNP G A 18 77 c.965C>T c.(964-966)TCA>TTA p.S322L

Pat_59 Post-Resistance CALD1 800 37 7 134617909 134617909 Missense_Mutation SNP T C 4 51 c.389T>C c.(388-390)CTG>CCG p.L130P

Pat_59 Post-Resistance ZC3HAV1 56829 37 7 138732506 138732506 Missense_Mutation SNP C T 21 146 c.2543G>A c.(2542-2544)GGA>GAA p.G848E

Pat_59 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 67 84 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_59 Post-Resistance BRAF 673 37 7 140477794 140477794 Missense_Mutation SNP A T 15 95 c.1514T>A c.(1513-1515)CTC>CAC p.L505H

Pat_59 Post-Resistance AGK 55750 37 7 141296362 141296362 Missense_Mutation SNP G A 10 155 c.142G>A c.(142-144)GTG>ATG p.V48M

Pat_59 Post-Resistance EPHB6 2051 37 7 142568007 142568007 Missense_Mutation SNP C T 45 349 c.2648C>T c.(2647-2649)CCT>CTT p.P883L

Pat_59 Post-Resistance CASP2 835 37 7 142997052 142997052 Missense_Mutation SNP C T 10 76 c.784C>T c.(784-786)CCT>TCT p.P262S

Pat_59 Post-Resistance ZNF746 155061 37 7 149171719 149171719 Missense_Mutation SNP C T 3 20 c.1691G>A c.(1690-1692)CGG>CAG p.R564Q

Pat_59 Post-Resistance AGAP3 116988 37 7 150837123 150837123 Missense_Mutation SNP C T 7 19 c.1724C>T c.(1723-1725)CCC>CTC p.P575L

Pat_59 Post-Resistance CRYGN 155051 37 7 151133333 151133333 Missense_Mutation SNP G A 11 51 c.349C>T c.(349-351)CCC>TCC p.P117S

Pat_59 Post-Resistance MLL3 58508 37 7 151945629 151945629 Missense_Mutation SNP C T 18 118 c.1890G>A c.(1888-1890)ATG>ATA p.M630I

Pat_59 Post-Resistance UBE3C 9690 37 7 157009660 157009660 Missense_Mutation SNP G A 5 77 c.1909G>A c.(1909-1911)GAT>AAT p.D637N

Pat_59 Post-Resistance CSMD1 64478 37 8 3216739 3216739 Missense_Mutation SNP G A 24 98 c.3242C>T c.(3241-3243)GCC>GTC p.A1081V

Pat_59 Post-Resistance PRSS55 203074 37 8 10388830 10388830 Missense_Mutation SNP G A 21 113 c.373G>A c.(373-375)GGG>AGG p.G125R

Pat_59 Post-Resistance XKR6 286046 37 8 11058244 11058244 Missense_Mutation SNP C T 2 0 c.605G>A c.(604-606)CGG>CAG p.R202Q

Pat_59 Post-Resistance MTUS1 57509 37 8 17611888 17611888 Missense_Mutation SNP G A 73 281 c.1429C>T c.(1429-1431)CCC>TCC p.P477S

Pat_59 Post-Resistance KIAA1967 57805 37 8 22471697 22471697 Missense_Mutation SNP C T 10 62 c.797C>T c.(796-798)GCC>GTC p.A266V



Pat_59 Post-Resistance TNFRSF10A 8797 37 8 23054717 23054717 Missense_Mutation SNP C T 12 84 c.1015G>A c.(1015-1017)GGA>AGA p.G339R

Pat_59 Post-Resistance ENTPD4 9583 37 8 23290620 23290620 Missense_Mutation SNP C T 9 46 c.1670G>A c.(1669-1671)GGC>GAC p.G557D

Pat_59 Post-Resistance PBK 55872 37 8 27679862 27679862 Missense_Mutation SNP C T 19 63 c.439G>A c.(439-441)GCT>ACT p.A147T

Pat_59 Post-Resistance TEX15 56154 37 8 30702303 30702303 Missense_Mutation SNP C T 15 122 c.4231G>A c.(4231-4233)GAT>AAT p.D1411N

Pat_59 Post-Resistance ERLIN2 11160 37 8 37597963 37597963 Missense_Mutation SNP A G 39 169 c.188A>G c.(187-189)CAG>CGG p.Q63R

Pat_59 Post-Resistance RAB11FIP1 80223 37 8 37732693 37732693 Missense_Mutation SNP C T 32 225 c.962G>A c.(961-963)GGG>GAG p.G321E

Pat_59 Post-Resistance BAG4 9530 37 8 38050222 38050222 Missense_Mutation SNP C T 11 63 c.287C>T c.(286-288)CCT>CTT p.P96L

Pat_59 Post-Resistance IDO1 3620 37 8 39780144 39780144 Missense_Mutation SNP G A 6 33 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_59 Post-Resistance ANK1 286 37 8 41573366 41573366 Missense_Mutation SNP T C 3 12 c.1406A>G c.(1405-1407)GAT>GGT p.D469G

Pat_59 Post-Resistance HOOK3 84376 37 8 42868500 42868500 Missense_Mutation SNP G A 17 137 c.1973G>A c.(1972-1974)AGA>AAA p.R658K

Pat_59 Post-Resistance HGSNAT 138050 37 8 43002133 43002133 Missense_Mutation SNP C T 9 50 c.161C>T c.(160-162)GCT>GTT p.A54V

Pat_59 Post-Resistance PRKDC 5591 37 8 48690250 48690250 Nonsense_Mutation SNP C T 22 114 c.12039G>A c.(12037-12039)TGG>TGA p.W4013*

Pat_59 Post-Resistance MCM4 4173 37 8 48878860 48878860 Missense_Mutation SNP G A 37 45 c.946G>A c.(946-948)GAG>AAG p.E316K

Pat_59 Post-Resistance GGH 8836 37 8 63930157 63930157 Missense_Mutation SNP G A 39 166 c.730C>T c.(730-732)CAT>TAT p.H244Y

Pat_59 Post-Resistance SGK3 23678 37 8 67726150 67726150 Missense_Mutation SNP G A 9 91 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_59 Post-Resistance C8orf34 116328 37 8 69688655 69688655 Missense_Mutation SNP G A 21 46 c.1168G>A c.(1168-1170)GGA>AGA p.G390R

Pat_59 Post-Resistance JPH1 56704 37 8 75227730 75227730 Missense_Mutation SNP C G 2 6 c.505G>C c.(505-507)GAG>CAG p.E169Q

Pat_59 Post-Resistance WWP1 11059 37 8 87410597 87410597 Missense_Mutation SNP C T 18 121 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_59 Post-Resistance TMEM67 91147 37 8 94776088 94776088 Missense_Mutation SNP G A 16 74 c.425G>A c.(424-426)GGA>GAA p.G142E

Pat_59 Post-Resistance KIAA1429 25962 37 8 95501065 95501065 Missense_Mutation SNP G A 4 84 c.5308C>T c.(5308-5310)CGT>TGT p.R1770C

Pat_59 Post-Resistance TP53INP1 94241 37 8 95952419 95952419 Missense_Mutation SNP C T 9 62 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_59 Post-Resistance UBR5 51366 37 8 103266598 103266598 Missense_Mutation SNP A G 12 73 c.8332T>C c.(8332-8334)TCC>CCC p.S2778P

Pat_59 Post-Resistance RIMS2 9699 37 8 104897844 104897844 Missense_Mutation SNP G T 4 63 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_59 Post-Resistance EIF3E 3646 37 8 109240542 109240542 Missense_Mutation SNP G A 54 236 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_59 Post-Resistance TNFRSF11B 4982 37 8 119945383 119945383 Missense_Mutation SNP C T 7 252 c.187G>A c.(187-189)GCC>ACC p.A63T

Pat_59 Post-Resistance NOV 4856 37 8 120431490 120431490 Missense_Mutation SNP G A 29 164 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_59 Post-Resistance TAF2 6873 37 8 120816157 120816157 Missense_Mutation SNP C T 32 198 c.521G>A c.(520-522)GGT>GAT p.G174D

Pat_59 Post-Resistance FAM91A1 157769 37 8 124786341 124786341 Missense_Mutation SNP G A 63 296 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_59 Post-Resistance CPSF1 29894 37 8 145623221 145623221 Missense_Mutation SNP G A 5 29 c.2021C>T c.(2020-2022)TCC>TTC p.S674F

Pat_59 Post-Resistance PTPRD 5789 37 9 8517925 8517925 Missense_Mutation SNP G A 23 30 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_59 Post-Resistance KIAA1161 57462 37 9 34371053 34371053 Missense_Mutation SNP C T 4 11 c.1889G>A c.(1888-1890)GGT>GAT p.G630D

Pat_59 Post-Resistance TLN1 7094 37 9 35705994 35705994 Missense_Mutation SNP C T 7 46 c.5476G>A c.(5476-5478)GGC>AGC p.G1826S

Pat_59 Post-Resistance ZNF484 83744 37 9 95610681 95610681 Missense_Mutation SNP C T 4 109 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_59 Post-Resistance WNK2 65268 37 9 96018690 96018690 Missense_Mutation SNP C T 2 0 c.2144C>T c.(2143-2145)ACC>ATC p.T715I

Pat_59 Post-Resistance NIPSNAP3A 25934 37 9 107513363 107513363 Missense_Mutation SNP C T 65 194 c.187C>T c.(187-189)CGG>TGG p.R63W

Pat_59 Post-Resistance C9orf43 257169 37 9 116185685 116185685 Missense_Mutation SNP C T 4 66 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_59 Post-Resistance TNC 3371 37 9 117848440 117848440 Missense_Mutation SNP C T 3 41 c.1570G>A c.(1570-1572)GGC>AGC p.G524S

Pat_59 Post-Resistance OR1J2 26740 37 9 125273133 125273133 Missense_Mutation SNP C T 31 89 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_59 Post-Resistance RABGAP1 23637 37 9 125838940 125838940 Missense_Mutation SNP G A 17 68 c.2323G>A c.(2323-2325)GAC>AAC p.D775N

Pat_59 Post-Resistance NUP188 23511 37 9 131761524 131761524 Missense_Mutation SNP C A 4 27 c.3589C>A c.(3589-3591)CAA>AAA p.Q1197K

Pat_59 Post-Resistance CRAT 1384 37 9 131860351 131860351 Missense_Mutation SNP G A 5 116 c.1405C>T c.(1405-1407)CGC>TGC p.R469C

Pat_59 Post-Resistance SETX 23064 37 9 135206812 135206812 Missense_Mutation SNP G A 13 45 c.862C>T c.(862-864)CCA>TCA p.P288S

Pat_59 Post-Resistance COL5A1 1289 37 9 137658300 137658300 Missense_Mutation SNP G A 4 13 c.2089G>A c.(2089-2091)GGT>AGT p.G697S

Pat_59 Post-Resistance LHX3 8022 37 9 139090825 139090825 Missense_Mutation SNP A G 2 3 c.535T>C c.(535-537)TCG>CCG p.S179P

Pat_59 Post-Resistance SNAPC4 6621 37 9 139270839 139270839 Missense_Mutation SNP C T 9 53 c.4379G>A c.(4378-4380)AGG>AAG p.R1460K

Pat_59 Post-Resistance WDR85 92715 37 9 140459568 140459568 Missense_Mutation SNP C T 8 16 c.679G>A c.(679-681)GTA>ATA p.V227I

Pat_59 Post-Resistance EHMT1 79813 37 9 140637972 140637972 Missense_Mutation SNP G A 8 65 c.973G>A c.(973-975)GGT>AGT p.G325S



Pat_59 Post-Resistance PPP2R3B 28227 37 X 322229 322229 Missense_Mutation SNP C T 3 27 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_59 Post-Resistance MXRA5 25878 37 X 3241189 3241189 Missense_Mutation SNP G A 5 20 c.2537C>T c.(2536-2538)CCT>CTT p.P846L

Pat_59 Post-Resistance KAL1 3730 37 X 8553352 8553352 Missense_Mutation SNP G A 10 12 c.812C>T c.(811-813)ACT>ATT p.T271I

Pat_59 Post-Resistance BMX 660 37 X 15555409 15555409 Nonsense_Mutation SNP C T 4 27 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_59 Post-Resistance TXLNG 55787 37 X 16858016 16858016 Missense_Mutation SNP G A 30 90 c.1225G>A c.(1225-1227)GCA>ACA p.A409T

Pat_59 Post-Resistance PTCHD1 139411 37 X 23353248 23353248 Missense_Mutation SNP G A 5 9 c.256G>A c.(256-258)GAC>AAC p.D86N

Pat_59 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 5 57 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_59 Post-Resistance CXorf38 159013 37 X 40496279 40496279 Missense_Mutation SNP C T 4 87 c.601G>A c.(601-603)GTA>ATA p.V201I

Pat_59 Post-Resistance KDM6A 7403 37 X 44937658 44937658 Missense_Mutation SNP G T 4 86 c.2846G>T c.(2845-2847)CGT>CTT p.R949L

Pat_59 Post-Resistance PHF16 9767 37 X 46893044 46893044 Missense_Mutation SNP G A 10 19 c.709G>A c.(709-711)GTC>ATC p.V237I

Pat_59 Post-Resistance GPKOW 27238 37 X 48979089 48979089 Missense_Mutation SNP G A 6 9 c.214C>T c.(214-216)CCT>TCT p.P72S

Pat_59 Post-Resistance CACNA1F 778 37 X 49084859 49084859 Missense_Mutation SNP G A 2 2 c.868C>T c.(868-870)CGT>TGT p.R290C

Pat_59 Post-Resistance CCNB3 85417 37 X 50053081 50053081 Missense_Mutation SNP G A 11 5 c.1912G>A c.(1912-1914)GAA>AAA p.E638K

Pat_59 Post-Resistance FAM120C 54954 37 X 54117785 54117785 Missense_Mutation SNP G A 4 38 c.2387C>T c.(2386-2388)TCT>TTT p.S796F

Pat_59 Post-Resistance OPHN1 4983 37 X 67283948 67283948 Missense_Mutation SNP G A 18 65 c.1906C>T c.(1906-1908)CCC>TCC p.P636S

Pat_59 Post-Resistance CHM 1121 37 X 85149271 85149271 Missense_Mutation SNP G A 18 61 c.1432C>T c.(1432-1434)CCA>TCA p.P478S

Pat_59 Post-Resistance PCDH11X 27328 37 X 91091018 91091018 Missense_Mutation SNP G A 25 41 c.515G>A c.(514-516)GGA>GAA p.G172E

Pat_59 Post-Resistance IL1RAPL2 26280 37 X 104984597 104984597 Missense_Mutation SNP G A 21 62 c.961G>A c.(961-963)GTT>ATT p.V321I

Pat_59 Post-Resistance ATG4A 115201 37 X 107369381 107369381 Missense_Mutation SNP G A 10 29 c.85G>A c.(85-87)GTA>ATA p.V29I

Pat_59 Post-Resistance ALG13 79868 37 X 110968271 110968271 Missense_Mutation SNP G A 15 28 c.1711G>A c.(1711-1713)GGT>AGT p.G571S

Pat_59 Post-Resistance AMOT 154796 37 X 112024161 112024161 Missense_Mutation SNP G A 17 39 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_59 Post-Resistance IL13RA1 3597 37 X 117892047 117892047 Missense_Mutation SNP G A 14 48 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_59 Post-Resistance IGSF1 3547 37 X 130409559 130409559 Missense_Mutation SNP G A 14 23 c.3077C>T c.(3076-3078)ACC>ATC p.T1026I

Pat_59 Post-Resistance LAGE3 8270 37 X 153706299 153706299 Missense_Mutation SNP G A 28 9 c.416C>T c.(415-417)CCC>CTC p.P139L

Pat_59 Post-Resistance RAB39B 116442 37 X 154490477 154490477 Missense_Mutation SNP C A 5 197 c.253G>T c.(253-255)GGT>TGT p.G85C

Pat_63 Pre-Treatment HNRNPCL1 343069 37 1 12907456 12907456 Missense_Mutation SNP C T 3 19 c.687G>A c.(685-687)ATG>ATA p.M229I

Pat_63 Pre-Treatment ARHGEF19 128272 37 1 16534505 16534505 Missense_Mutation SNP G A 3 17 c.628C>T c.(628-630)CGC>TGC p.R210C

Pat_63 Pre-Treatment UBR4 23352 37 1 19505624 19505624 Missense_Mutation SNP G A 4 44 c.2275C>T c.(2275-2277)CGC>TGC p.R759C

Pat_63 Pre-Treatment FAM46B 115572 37 1 27332715 27332715 Missense_Mutation SNP C T 3 6 c.998G>A c.(997-999)GGG>GAG p.G333E

Pat_63 Pre-Treatment PTPRU 10076 37 1 29587254 29587254 Missense_Mutation SNP G A 3 18 c.983G>A c.(982-984)CGC>CAC p.R328H

Pat_63 Pre-Treatment MTF1 4520 37 1 38288269 38288269 Missense_Mutation SNP G A 4 19 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_63 Pre-Treatment PTPRF 5792 37 1 44069142 44069142 Missense_Mutation SNP C T 4 36 c.2396C>T c.(2395-2397)GCC>GTC p.A799V

Pat_63 Pre-Treatment CCDC163P 126661 37 1 45965037 45965037 Missense_Mutation SNP A G 3 27 c.157T>C c.(157-159)TTC>CTC p.F53L

Pat_63 Pre-Treatment RAD54L 8438 37 1 46740370 46740370 Missense_Mutation SNP A C 17 31 c.1850A>C c.(1849-1851)TAT>TCT p.Y617S

Pat_63 Pre-Treatment WLS 79971 37 1 68564415 68564415 Missense_Mutation SNP G A 4 15 c.1532C>T c.(1531-1533)TCG>TTG p.S511L

Pat_63 Pre-Treatment CELSR2 1952 37 1 109803687 109803687 Missense_Mutation SNP C T 5 67 c.3982C>T c.(3982-3984)CGC>TGC p.R1328C

Pat_63 Pre-Treatment CYB561D1 284613 37 1 110038645 110038645 Missense_Mutation SNP C T 3 28 c.454C>T c.(454-456)CGG>TGG p.R152W

Pat_63 Pre-Treatment PTGFRN 5738 37 1 117492182 117492182 Missense_Mutation SNP G A 4 27 c.1201G>A c.(1201-1203)GTG>ATG p.V401M

Pat_63 Pre-Treatment ADAMTSL4 54507 37 1 150530003 150530003 Missense_Mutation SNP G A 4 16 c.2081G>A c.(2080-2082)CGT>CAT p.R694H

Pat_63 Pre-Treatment ZBTB7B 51043 37 1 154987384 154987384 Missense_Mutation SNP G A 4 17 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_63 Pre-Treatment IGSF8 93185 37 1 160062851 160062851 Missense_Mutation SNP C T 4 28 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_63 Pre-Treatment IGFN1 91156 37 1 201195234 201195234 Missense_Mutation SNP G A 3 18 c.2249G>A c.(2248-2250)TGC>TAC p.C750Y

Pat_63 Pre-Treatment RNPEP 6051 37 1 201969032 201969032 Missense_Mutation SNP G A 4 35 c.1093G>A c.(1093-1095)GCT>ACT p.A365T

Pat_63 Pre-Treatment PIK3C2B 5287 37 1 204415126 204415126 Missense_Mutation SNP G A 5 60 c.2636C>T c.(2635-2637)ACC>ATC p.T879I

Pat_63 Pre-Treatment TRIM11 81559 37 1 228582888 228582888 Missense_Mutation SNP C T 2 0 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_63 Pre-Treatment PGBD5 79605 37 1 230472904 230472904 Missense_Mutation SNP G A 6 39 c.818C>T c.(817-819)ACG>ATG p.T273M

Pat_63 Pre-Treatment C10orf18 54906 37 10 5790629 5790629 Missense_Mutation SNP G A 3 23 c.5245G>A c.(5245-5247)GTT>ATT p.V1749I



Pat_63 Pre-Treatment DNA2 1763 37 10 70225551 70225551 Missense_Mutation SNP G A 3 18 c.718C>T c.(718-720)CGC>TGC p.R240C

Pat_63 Pre-Treatment CDH23 64072 37 10 73453934 73453934 Missense_Mutation SNP G A 4 43 c.2207G>A c.(2206-2208)CGA>CAA p.R736Q

Pat_63 Pre-Treatment HELLS 3070 37 10 96334363 96334363 Missense_Mutation SNP G A 6 94 c.758G>A c.(757-759)GGT>GAT p.G253D

Pat_63 Pre-Treatment SORBS1 10580 37 10 97096979 97096979 Missense_Mutation SNP C T 3 22 c.2938G>A c.(2938-2940)GAG>AAG p.E980K

Pat_63 Pre-Treatment ALDH18A1 5832 37 10 97402832 97402832 Missense_Mutation SNP C T 4 33 c.220G>A c.(220-222)GTG>ATG p.V74M

Pat_63 Pre-Treatment LRRC27 80313 37 10 134161853 134161853 Missense_Mutation SNP G T 8 39 c.919G>T c.(919-921)GTT>TTT p.V307F

Pat_63 Pre-Treatment IRF7 3665 37 11 613827 613827 Missense_Mutation SNP G C 2 3 c.805C>G c.(805-807)CCG>GCG p.P269A

Pat_63 Pre-Treatment MUC2 4583 37 11 1093298 1093298 Missense_Mutation SNP C T 5 2 c.12203C>T c.(12202-12204)ACG>ATG p.T4068M

Pat_63 Pre-Treatment MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 3 37 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_63 Pre-Treatment OSBPL5 114879 37 11 3141794 3141794 Missense_Mutation SNP G A 5 74 c.463C>T c.(463-465)CTC>TTC p.L155F

Pat_63 Pre-Treatment NAV2 89797 37 11 19970395 19970395 Missense_Mutation SNP C T 4 27 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_63 Pre-Treatment NAV2 89797 37 11 19970454 19970454 Missense_Mutation SNP G A 5 60 c.2542G>A c.(2542-2544)GCC>ACC p.A848T

Pat_63 Pre-Treatment NAV2 89797 37 11 20065746 20065746 Missense_Mutation SNP G A 3 28 c.3196G>A c.(3196-3198)GCT>ACT p.A1066T

Pat_63 Pre-Treatment ELF5 2001 37 11 34502397 34502397 Missense_Mutation SNP G A 5 75 c.623C>T c.(622-624)TCG>TTG p.S208L

Pat_63 Pre-Treatment NAALADL1 10004 37 11 64820791 64820791 Missense_Mutation SNP C T 2 1 c.1097G>A c.(1096-1098)GGG>GAG p.G366E

Pat_63 Pre-Treatment RELA 5970 37 11 65426287 65426287 Missense_Mutation SNP G A 4 43 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_63 Pre-Treatment PACS1 55690 37 11 65983993 65983993 Missense_Mutation SNP C T 4 43 c.808C>T c.(808-810)CGT>TGT p.R270C

Pat_63 Pre-Treatment ACTN3 89 37 11 66322644 66322644 Missense_Mutation SNP C T 4 43 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_63 Pre-Treatment PITPNM1 9600 37 11 67266289 67266289 Missense_Mutation SNP G A 5 22 c.1262C>T c.(1261-1263)GCT>GTT p.A421V

Pat_63 Pre-Treatment PPFIA1 8500 37 11 70184504 70184504 Missense_Mutation SNP G A 5 85 c.1516G>A c.(1516-1518)GCA>ACA p.A506T

Pat_63 Pre-Treatment C2CD3 26005 37 11 73843994 73843994 Missense_Mutation SNP C T 3 35 c.1112G>A c.(1111-1113)CGG>CAG p.R371Q

Pat_63 Pre-Treatment DSCAML1 57453 37 11 117352788 117352788 Missense_Mutation SNP G A 4 33 c.2629C>T c.(2629-2631)CCC>TCC p.P877S

Pat_63 Pre-Treatment BCL9L 283149 37 11 118773233 118773233 Missense_Mutation SNP G A 3 21 c.1219C>T c.(1219-1221)CGG>TGG p.R407W

Pat_63 Pre-Treatment PRDM10 56980 37 11 129814712 129814712 Missense_Mutation SNP G A 3 23 c.716C>T c.(715-717)CCT>CTT p.P239L

Pat_63 Pre-Treatment SPATS2 65244 37 12 49919751 49919751 Missense_Mutation SNP G A 3 33 c.1351G>A c.(1351-1353)GGA>AGA p.G451R

Pat_63 Pre-Treatment DIP2B 57609 37 12 51112597 51112597 Missense_Mutation SNP G A 3 20 c.2957G>A c.(2956-2958)AGG>AAG p.R986K

Pat_63 Pre-Treatment AAAS 8086 37 12 53703435 53703435 Missense_Mutation SNP G A 2 0 c.760C>T c.(760-762)CCC>TCC p.P254S

Pat_63 Pre-Treatment ATF7 11016 37 12 53994775 53994775 Missense_Mutation SNP C T 3 19 c.10G>A c.(10-12)GAC>AAC p.D4N

Pat_63 Pre-Treatment WIBG 84305 37 12 56295898 56295898 Missense_Mutation SNP G A 4 46 c.373C>T c.(373-375)CCC>TCC p.P125S

Pat_63 Pre-Treatment ZFC3H1 196441 37 12 72024472 72024472 Missense_Mutation SNP C T 4 40 c.3632G>A c.(3631-3633)CGA>CAA p.R1211Q

Pat_63 Pre-Treatment OSBPL8 114882 37 12 76793703 76793703 Missense_Mutation SNP G A 4 35 c.418C>T c.(418-420)CTC>TTC p.L140F

Pat_63 Pre-Treatment MYO1H 283446 37 12 109882246 109882246 Missense_Mutation SNP G A 3 29 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_63 Pre-Treatment PTPN11 5781 37 12 112924333 112924333 Missense_Mutation SNP G A 3 25 c.1279G>A c.(1279-1281)GGC>AGC p.G427S

Pat_63 Pre-Treatment FBXO21 23014 37 12 117628044 117628044 Nonsense_Mutation SNP C T 4 9 c.218G>A c.(217-219)TGG>TAG p.W73*

Pat_63 Pre-Treatment DNAH10 196385 37 12 124419300 124419300 Missense_Mutation SNP G A 3 18 c.13256G>A c.(13255-13257)CGC>CAC p.R4419H

Pat_63 Pre-Treatment POLE 5426 37 12 133219907 133219907 Missense_Mutation SNP C T 4 42 c.4454G>A c.(4453-4455)CGC>CAC p.R1485H

Pat_63 Pre-Treatment LNX2 222484 37 13 28136594 28136594 Missense_Mutation SNP C T 6 104 c.1180G>A c.(1180-1182)GAC>AAC p.D394N

Pat_63 Pre-Treatment FREM2 341640 37 13 39261821 39261821 Missense_Mutation SNP G A 3 10 c.340G>A c.(340-342)GCA>ACA p.A114T

Pat_63 Pre-Treatment THSD1 55901 37 13 52952189 52952189 Missense_Mutation SNP G A 3 17 c.1916C>T c.(1915-1917)CCG>CTG p.P639L

Pat_63 Pre-Treatment RNF113B 140432 37 13 98829075 98829075 Missense_Mutation SNP C T 3 18 c.416G>A c.(415-417)CGG>CAG p.R139Q

Pat_63 Pre-Treatment EFNB2 1948 37 13 107145449 107145449 Missense_Mutation SNP G A 3 23 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_63 Pre-Treatment TEP1 7011 37 14 20876400 20876400 Missense_Mutation SNP A G 3 35 c.199T>C c.(199-201)TAT>CAT p.Y67H

Pat_63 Pre-Treatment MYH7 4625 37 14 23890202 23890202 Missense_Mutation SNP C T 3 20 c.3301G>A c.(3301-3303)GGC>AGC p.G1101S

Pat_63 Pre-Treatment PSME1 5720 37 14 24607758 24607758 Missense_Mutation SNP C T 4 61 c.658C>T c.(658-660)CGC>TGC p.R220C

Pat_63 Pre-Treatment NKX2-1 7080 37 14 36988240 36988240 Missense_Mutation SNP G A 2 0 c.323C>T c.(322-324)GCC>GTC p.A108V

Pat_63 Pre-Treatment SLC8A3 6547 37 14 70512783 70512783 Missense_Mutation SNP C T 2 1 c.2665G>A c.(2665-2667)GGG>AGG p.G889R

Pat_63 Pre-Treatment C14orf169 79697 37 14 73958995 73958995 Missense_Mutation SNP G A 5 59 c.1274G>A c.(1273-1275)CGC>CAC p.R425H



Pat_63 Pre-Treatment PGF 5228 37 14 75416185 75416185 Missense_Mutation SNP C T 3 18 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_63 Pre-Treatment WDR25 79446 37 14 100995510 100995510 Missense_Mutation SNP C T 3 21 c.1378C>T c.(1378-1380)CGG>TGG p.R460W

Pat_63 Pre-Treatment RTL1 388015 37 14 101348862 101348862 Missense_Mutation SNP C T 2 0 c.2264G>A c.(2263-2265)CGC>CAC p.R755H

Pat_63 Pre-Treatment JAG2 3714 37 14 105612100 105612100 Missense_Mutation SNP T A 2 0 c.2920A>T c.(2920-2922)ACC>TCC p.T974S

Pat_63 Pre-Treatment JAG2 3714 37 14 105622309 105622309 Nonsense_Mutation SNP G A 3 11 c.493C>T c.(493-495)CGA>TGA p.R165*

Pat_63 Pre-Treatment TRPM1 4308 37 15 31295058 31295058 Missense_Mutation SNP C T 4 50 c.3779G>A c.(3778-3780)CGG>CAG p.R1260Q

Pat_63 Pre-Treatment SLC12A6 9990 37 15 34536188 34536188 Missense_Mutation SNP G A 7 128 c.2029C>T c.(2029-2031)CGC>TGC p.R677C

Pat_63 Pre-Treatment PPIP5K1 9677 37 15 43827510 43827510 Missense_Mutation SNP C T 4 28 c.3664G>A c.(3664-3666)GCA>ACA p.A1222T

Pat_63 Pre-Treatment GABPB1 2553 37 15 50601929 50601929 Missense_Mutation SNP G A 6 131 c.67C>T c.(67-69)CGT>TGT p.R23C

Pat_63 Pre-Treatment ITGA11 22801 37 15 68624780 68624780 Missense_Mutation SNP C G 2 6 c.1462G>C c.(1462-1464)GAC>CAC p.D488H

Pat_63 Pre-Treatment CORO2B 10391 37 15 68937563 68937563 Missense_Mutation SNP G A 4 27 c.80G>A c.(79-81)CGG>CAG p.R27Q

Pat_63 Pre-Treatment MYO9A 4649 37 15 72192220 72192220 Missense_Mutation SNP C T 4 33 c.3278G>A c.(3277-3279)CGG>CAG p.R1093Q

Pat_63 Pre-Treatment MAN2C1 4123 37 15 75648353 75648353 Missense_Mutation SNP G A 2 1 c.3017C>T c.(3016-3018)CCA>CTA p.P1006L

Pat_63 Pre-Treatment MAN2C1 4123 37 15 75656939 75656939 Missense_Mutation SNP C T 3 14 c.490G>A c.(490-492)GCC>ACC p.A164T

Pat_63 Pre-Treatment ASB7 140460 37 15 101169992 101169992 Missense_Mutation SNP G A 3 28 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_63 Pre-Treatment MSLNL 401827 37 16 830540 830540 Missense_Mutation SNP G A 6 113 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_63 Pre-Treatment PTX4 390667 37 16 1536044 1536044 Missense_Mutation SNP C T 3 27 c.1318G>A c.(1318-1320)GGG>AGG p.G440R

Pat_63 Pre-Treatment IFT140 9742 37 16 1618271 1618271 Missense_Mutation SNP C T 3 7 c.1717G>A c.(1717-1719)GCT>ACT p.A573T

Pat_63 Pre-Treatment MYH11 4629 37 16 15835393 15835393 Missense_Mutation SNP G A 3 29 c.2786C>T c.(2785-2787)GCC>GTC p.A929V

Pat_63 Pre-Treatment ERN2 10595 37 16 23706364 23706364 Missense_Mutation SNP C G 2 2 c.2020G>C c.(2020-2022)GCC>CCC p.A674P

Pat_63 Pre-Treatment AMFR 267 37 16 56436976 56436976 Missense_Mutation SNP G A 4 44 c.895C>T c.(895-897)CGT>TGT p.R299C

Pat_63 Pre-Treatment CPNE2 221184 37 16 57147257 57147257 Missense_Mutation SNP G A 4 53 c.238G>A c.(238-240)GTG>ATG p.V80M

Pat_63 Pre-Treatment CALB2 794 37 16 71416647 71416647 Missense_Mutation SNP G A 5 92 c.368G>A c.(367-369)AGG>AAG p.R123K

Pat_63 Pre-Treatment DHX38 9785 37 16 72139983 72139983 Missense_Mutation SNP G A 4 51 c.2567G>A c.(2566-2568)CGA>CAA p.R856Q

Pat_63 Pre-Treatment ZNRF1 84937 37 16 75033969 75033969 Missense_Mutation SNP C T 3 17 c.400C>T c.(400-402)CCC>TCC p.P134S

Pat_63 Pre-Treatment HIC1 3090 37 17 1961455 1961455 Missense_Mutation SNP G A 6 13 c.1528G>A c.(1528-1530)GCG>ACG p.A510T

Pat_63 Pre-Treatment SMTNL2 342527 37 17 4496341 4496341 Missense_Mutation SNP G A 4 36 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_63 Pre-Treatment DNAH2 146754 37 17 7660485 7660485 Missense_Mutation SNP G A 6 136 c.1981G>A c.(1981-1983)GTA>ATA p.V661I

Pat_63 Pre-Treatment PFAS 5198 37 17 8168720 8168720 Missense_Mutation SNP G A 4 35 c.2395G>A c.(2395-2397)GTG>ATG p.V799M

Pat_63 Pre-Treatment EPN2 22905 37 17 19215459 19215459 Splice_Site SNP T A 4 35 c.972_splice c.e6+2 p.E324_splice

Pat_63 Pre-Treatment ABHD15 116236 37 17 27889821 27889821 Missense_Mutation SNP C T 3 23 c.1165G>A c.(1165-1167)GGA>AGA p.G389R

Pat_63 Pre-Treatment KRTAP4-9 100132386 37 17 39261879 39261879 Missense_Mutation SNP A G 6 27 c.239A>G c.(238-240)TAC>TGC p.Y80C

Pat_63 Pre-Treatment KRTAP4-12 83755 37 17 39279809 39279809 Missense_Mutation SNP G C 3 19 c.566C>G c.(565-567)ACC>AGC p.T189S

Pat_63 Pre-Treatment KRT9 3857 37 17 39724804 39724804 Missense_Mutation SNP C T 7 169 c.1126G>A c.(1126-1128)GGT>AGT p.G376S

Pat_63 Pre-Treatment STAT5A 6776 37 17 40456361 40456361 Missense_Mutation SNP G A 4 21 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_63 Pre-Treatment FZD2 2535 37 17 42635990 42635990 Missense_Mutation SNP G A 3 9 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_63 Pre-Treatment ABI3 51225 37 17 47299482 47299482 Missense_Mutation SNP C T 5 48 c.832C>T c.(832-834)CCT>TCT p.P278S

Pat_63 Pre-Treatment MSI2 124540 37 17 55478802 55478802 Missense_Mutation SNP T G 36 50 c.375T>G c.(373-375)GAT>GAG p.D125E

Pat_63 Pre-Treatment TRIM37 4591 37 17 57168662 57168662 Missense_Mutation SNP G A 5 91 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_63 Pre-Treatment ABCA10 10349 37 17 67186498 67186498 Splice_Site SNP C G 5 57 c.2131_splice c.e19+1 p.D711_splice

Pat_63 Pre-Treatment ITGB4 3691 37 17 73723311 73723311 Missense_Mutation SNP C T 3 32 c.116C>T c.(115-117)ACG>ATG p.T39M

Pat_63 Pre-Treatment UBE2O 63893 37 17 74387592 74387592 Missense_Mutation SNP G A 4 53 c.3311C>T c.(3310-3312)GCG>GTG p.A1104V

Pat_63 Pre-Treatment GAA 2548 37 17 78092074 78092074 Missense_Mutation SNP G A 4 22 c.2564G>A c.(2563-2565)GGG>GAG p.G855E

Pat_63 Pre-Treatment TXNDC2 84203 37 18 9887452 9887452 Missense_Mutation SNP G A 6 79 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_63 Pre-Treatment MIB1 57534 37 18 19427017 19427017 Missense_Mutation SNP C T 4 32 c.2324C>T c.(2323-2325)TCG>TTG p.S775L

Pat_63 Pre-Treatment CABYR 26256 37 18 21736603 21736603 Missense_Mutation SNP G A 4 46 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_63 Pre-Treatment B4GALT6 9331 37 18 29218696 29218696 Missense_Mutation SNP G A 5 62 c.499C>T c.(499-501)CGC>TGC p.R167C



Pat_63 Pre-Treatment FECH 2235 37 18 55222096 55222096 Missense_Mutation SNP C T 4 40 c.893G>A c.(892-894)CGA>CAA p.R298Q

Pat_63 Pre-Treatment FAM69C 125704 37 18 72109259 72109259 Missense_Mutation SNP G C 6 22 c.969C>G c.(967-969)TTC>TTG p.F323L

Pat_63 Pre-Treatment PTBP1 5725 37 19 808413 808413 Missense_Mutation SNP G A 3 7 c.1129G>A c.(1129-1131)GCC>ACC p.A377T

Pat_63 Pre-Treatment REXO1 57455 37 19 1828489 1828489 Missense_Mutation SNP C T 3 12 c.299G>A c.(298-300)AGT>AAT p.S100N

Pat_63 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 25 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_63 Pre-Treatment CELF5 60680 37 19 3285958 3285958 Missense_Mutation SNP C T 3 29 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_63 Pre-Treatment CREB3L3 84699 37 19 4171826 4171826 Missense_Mutation SNP G A 3 13 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_63 Pre-Treatment KANK3 256949 37 19 8389954 8389954 Nonsense_Mutation SNP G A 4 23 c.1963C>T c.(1963-1965)CGA>TGA p.R655*

Pat_63 Pre-Treatment ACTL9 284382 37 19 8808484 8808484 Missense_Mutation SNP G A 4 30 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_63 Pre-Treatment KRI1 65095 37 19 10668269 10668269 Missense_Mutation SNP G A 3 33 c.1594C>T c.(1594-1596)CGC>TGC p.R532C

Pat_63 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 8 192 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_63 Pre-Treatment NANOS3 342977 37 19 13988235 13988235 Missense_Mutation SNP C T 3 17 c.173C>T c.(172-174)CCG>CTG p.P58L

Pat_63 Pre-Treatment TECR 9524 37 19 14675918 14675918 Missense_Mutation SNP G A 4 35 c.647G>A c.(646-648)CGG>CAG p.R216Q

Pat_63 Pre-Treatment RASAL3 64926 37 19 15567457 15567457 Missense_Mutation SNP C G 3 8 c.1432G>C c.(1432-1434)GCG>CCG p.A478P

Pat_63 Pre-Treatment AP1M1 8907 37 19 16338969 16338969 Missense_Mutation SNP G A 3 24 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_63 Pre-Treatment MYO9B 4650 37 19 17322713 17322713 Missense_Mutation SNP C T 4 13 c.6068C>T c.(6067-6069)GCG>GTG p.A2023V

Pat_63 Pre-Treatment ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 5 60 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_63 Pre-Treatment ZNF708 7562 37 19 21476982 21476982 Missense_Mutation SNP G T 7 137 c.786C>A c.(784-786)AAC>AAA p.N262K

Pat_63 Pre-Treatment ZNF493 284443 37 19 21606960 21606960 Missense_Mutation SNP A G 4 73 c.1115A>G c.(1114-1116)CAA>CGA p.Q372R

Pat_63 Pre-Treatment ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 62 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_63 Pre-Treatment ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 5 63 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_63 Pre-Treatment ZNF676 163223 37 19 22363143 22363143 Missense_Mutation SNP G C 6 137 c.1376C>G c.(1375-1377)ACC>AGC p.T459S

Pat_63 Pre-Treatment ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 9 84 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_63 Pre-Treatment ZNF792 126375 37 19 35449270 35449270 Missense_Mutation SNP G A 4 27 c.1489C>T c.(1489-1491)CGG>TGG p.R497W

Pat_63 Pre-Treatment FFAR2 2867 37 19 35941154 35941154 Missense_Mutation SNP C T 7 72 c.538C>T c.(538-540)CGG>TGG p.R180W

Pat_63 Pre-Treatment MLL4 9757 37 19 36212077 36212077 Missense_Mutation SNP C T 3 4 c.1828C>T c.(1828-1830)CGC>TGC p.R610C

Pat_63 Pre-Treatment CD79A 973 37 19 42383300 42383300 Missense_Mutation SNP G A 4 32 c.320G>A c.(319-321)CGG>CAG p.R107Q

Pat_63 Pre-Treatment CNFN 84518 37 19 42893090 42893090 Missense_Mutation SNP C T 5 33 c.100G>A c.(100-102)GAC>AAC p.D34N

Pat_63 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 5 77 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_63 Pre-Treatment SIGLEC10 89790 37 19 51920150 51920150 Missense_Mutation SNP G A 4 41 c.476C>T c.(475-477)CCG>CTG p.P159L

Pat_63 Pre-Treatment ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 6 53 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_63 Pre-Treatment ZNF350 59348 37 19 52469149 52469149 Missense_Mutation SNP C T 5 93 c.557G>A c.(556-558)AGC>AAC p.S186N

Pat_63 Pre-Treatment ZNF28 7576 37 19 53303026 53303026 Missense_Mutation SNP T C 8 216 c.2072A>G c.(2071-2073)TAC>TGC p.Y691C

Pat_63 Pre-Treatment ZNF845 91664 37 19 53856360 53856360 Missense_Mutation SNP A C 5 84 c.2432A>C c.(2431-2433)AAC>ACC p.N811T

Pat_63 Pre-Treatment ZNF761 388561 37 19 53959854 53959854 Missense_Mutation SNP A C 10 117 c.2093A>C c.(2092-2094)AAC>ACC p.N698T

Pat_63 Pre-Treatment ZNF71 58491 37 19 57133527 57133527 Missense_Mutation SNP C T 4 48 c.872C>T c.(871-873)ACG>ATG p.T291M

Pat_63 Pre-Treatment ZSCAN1 284312 37 19 58564806 58564806 Missense_Mutation SNP C T 3 29 c.614C>T c.(613-615)GCC>GTC p.A205V

Pat_63 Pre-Treatment CPSF3 51692 37 2 9597148 9597148 Missense_Mutation SNP G A 3 20 c.1690G>A c.(1690-1692)GTA>ATA p.V564I

Pat_63 Pre-Treatment ITSN2 50618 37 2 24433800 24433800 Missense_Mutation SNP G A 3 26 c.4106C>T c.(4105-4107)CCG>CTG p.P1369L

Pat_63 Pre-Treatment ZNF513 130557 37 2 27601843 27601843 Missense_Mutation SNP G A 5 36 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_63 Pre-Treatment C2orf16 84226 37 2 27804426 27804426 Missense_Mutation SNP C T 7 139 c.4987C>T c.(4987-4989)CGC>TGC p.R1663C

Pat_63 Pre-Treatment FOSL2 2355 37 2 28631659 28631659 Missense_Mutation SNP C T 3 29 c.388C>T c.(388-390)CGG>TGG p.R130W

Pat_63 Pre-Treatment CYP26B1 56603 37 2 72371194 72371194 Missense_Mutation SNP G A 4 27 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_63 Pre-Treatment TEKT4 150483 37 2 95539335 95539335 Missense_Mutation SNP G A 3 15 c.569G>A c.(568-570)CGA>CAA p.R190Q

Pat_63 Pre-Treatment WDR33 55339 37 2 128477325 128477325 Missense_Mutation SNP G C 2 2 c.2274C>G c.(2272-2274)ATC>ATG p.I758M

Pat_63 Pre-Treatment UGGT1 56886 37 2 128930154 128930154 Missense_Mutation SNP C T 3 32 c.3112C>T c.(3112-3114)CGT>TGT p.R1038C

Pat_63 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 6 107 c.287A>G c.(286-288)AAC>AGC p.N96S



Pat_63 Pre-Treatment XIRP2 129446 37 2 168107791 168107791 Missense_Mutation SNP C T 6 142 c.9889C>T c.(9889-9891)CGC>TGC p.R3297C

Pat_63 Pre-Treatment TTN 7273 37 2 179477533 179477533 Missense_Mutation SNP G A 3 22 c.42211C>T c.(42211-42213)CCC>TCC p.P14071S

Pat_63 Pre-Treatment NEU2 4759 37 2 233899565 233899565 Missense_Mutation SNP G A 4 32 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_63 Pre-Treatment COL6A3 1293 37 2 238258843 238258843 Missense_Mutation SNP C T 4 22 c.6826G>A c.(6826-6828)GGA>AGA p.G2276R

Pat_63 Pre-Treatment NEU4 129807 37 2 242755688 242755688 Missense_Mutation SNP G A 3 22 c.7G>A c.(7-9)GTC>ATC p.V3I

Pat_63 Pre-Treatment C20orf103 24141 37 20 9496943 9496943 Missense_Mutation SNP G A 4 41 c.410G>A c.(409-411)AGG>AAG p.R137K

Pat_63 Pre-Treatment DTD1 92675 37 20 18724886 18724886 Missense_Mutation SNP G A 3 17 c.620G>A c.(619-621)CGG>CAG p.R207Q

Pat_63 Pre-Treatment LPIN3 64900 37 20 39974625 39974625 Missense_Mutation SNP G A 3 23 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_63 Pre-Treatment CHD6 84181 37 20 40033870 40033870 Missense_Mutation SNP G A 3 24 c.7511C>T c.(7510-7512)ACG>ATG p.T2504M

Pat_63 Pre-Treatment TOX2 84969 37 20 42679986 42679986 Missense_Mutation SNP C T 3 14 c.479C>T c.(478-480)TCG>TTG p.S160L

Pat_63 Pre-Treatment ATP9A 10079 37 20 50329565 50329565 Nonsense_Mutation SNP G A 4 10 c.376C>T c.(376-378)CGA>TGA p.R126*

Pat_63 Pre-Treatment C20orf108 116151 37 20 54941182 54941182 Nonsense_Mutation SNP C T 5 36 c.418C>T c.(418-420)CAG>TAG p.Q140*

Pat_63 Pre-Treatment POTED 317754 37 21 14983063 14983063 Missense_Mutation SNP G C 3 36 c.514G>C c.(514-516)GAA>CAA p.E172Q

Pat_63 Pre-Treatment TMPRSS2 7113 37 21 42861441 42861441 Nonsense_Mutation SNP C T 5 27 c.318G>A c.(316-318)TGG>TGA p.W106*

Pat_63 Pre-Treatment PCNT 5116 37 21 47783785 47783785 Missense_Mutation SNP G A 4 30 c.2545G>A c.(2545-2547)GGG>AGG p.G849R

Pat_63 Pre-Treatment MED15 51586 37 22 20938665 20938665 Nonsense_Mutation SNP C T 8 66 c.1756C>T c.(1756-1758)CAA>TAA p.Q586*

Pat_63 Pre-Treatment CCDC116 164592 37 22 21991085 21991085 Missense_Mutation SNP C T 4 32 c.1568C>T c.(1567-1569)ACA>ATA p.T523I

Pat_63 Pre-Treatment LIF 3976 37 22 30639788 30639788 Missense_Mutation SNP C T 3 18 c.461G>A c.(460-462)CGC>CAC p.R154H

Pat_63 Pre-Treatment NCF4 4689 37 22 37263493 37263493 Missense_Mutation SNP G A 3 17 c.331G>A c.(331-333)GCC>ACC p.A111T

Pat_63 Pre-Treatment RIBC2 26150 37 22 45826846 45826846 Missense_Mutation SNP G A 4 16 c.955G>A c.(955-957)GCC>ACC p.A319T

Pat_63 Pre-Treatment CELSR1 9620 37 22 46787620 46787620 Missense_Mutation SNP C T 3 7 c.6058G>A c.(6058-6060)GGG>AGG p.G2020R

Pat_63 Pre-Treatment TUBGCP6 85378 37 22 50659000 50659000 Missense_Mutation SNP C T 4 31 c.3788G>A c.(3787-3789)CGG>CAG p.R1263Q

Pat_63 Pre-Treatment TTLL3 26140 37 3 9870700 9870700 Missense_Mutation SNP G A 3 26 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_63 Pre-Treatment TATDN2 9797 37 3 10302032 10302032 Missense_Mutation SNP G A 3 28 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_63 Pre-Treatment NR2C2 7182 37 3 15070226 15070226 Missense_Mutation SNP G A 3 22 c.932G>A c.(931-933)CGG>CAG p.R311Q

Pat_63 Pre-Treatment ZBTB47 92999 37 3 42701013 42701013 Missense_Mutation SNP G A 2 0 c.38G>A c.(37-39)GGT>GAT p.G13D

Pat_63 Pre-Treatment FYCO1 79443 37 3 46008656 46008656 Missense_Mutation SNP C T 5 30 c.2170G>A c.(2170-2172)GAA>AAA p.E724K

Pat_63 Pre-Treatment PRKAR2A 5576 37 3 48820418 48820418 Splice_Site SNP C T 3 29 c.542_splice c.e5+1 p.R181_splice

Pat_63 Pre-Treatment AMT 275 37 3 49455290 49455290 Missense_Mutation SNP C T 4 49 c.994G>A c.(994-996)GCA>ACA p.A332T

Pat_63 Pre-Treatment APEH 327 37 3 49714393 49714393 Missense_Mutation SNP G A 4 46 c.935G>A c.(934-936)TGT>TAT p.C312Y

Pat_63 Pre-Treatment UBA7 7318 37 3 49849859 49849859 Missense_Mutation SNP G A 4 38 c.676C>T c.(676-678)CGG>TGG p.R226W

Pat_63 Pre-Treatment SLC38A3 10991 37 3 50255803 50255803 Splice_Site SNP G A 4 25 c.1036_splice c.e12+1 p.N346_splice

Pat_63 Pre-Treatment COL8A1 1295 37 3 99514900 99514900 Missense_Mutation SNP C T 3 22 c.2155C>T c.(2155-2157)CCC>TCC p.P719S

Pat_63 Pre-Treatment ABTB1 80325 37 3 127396014 127396014 Missense_Mutation SNP C T 3 3 c.647C>T c.(646-648)GCG>GTG p.A216V

Pat_63 Pre-Treatment ASTE1 28990 37 3 130743388 130743388 Nonsense_Mutation SNP G A 4 21 c.763C>T c.(763-765)CGA>TGA p.R255*

Pat_63 Pre-Treatment MRAS 22808 37 3 138091790 138091790 Missense_Mutation SNP G A 4 27 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_63 Pre-Treatment TRIM42 287015 37 3 140401581 140401581 Missense_Mutation SNP G A 4 33 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_63 Pre-Treatment B3GALNT1 8706 37 3 160803765 160803765 Missense_Mutation SNP C T 4 36 c.778G>A c.(778-780)GTA>ATA p.V260I

Pat_63 Pre-Treatment EPHB3 2049 37 3 184295757 184295757 Missense_Mutation SNP G A 4 31 c.1711G>A c.(1711-1713)GTG>ATG p.V571M

Pat_63 Pre-Treatment ZNF721 170960 37 4 437235 437235 Missense_Mutation SNP T C 11 126 c.1021A>G c.(1021-1023)ACC>GCC p.T341A

Pat_63 Pre-Treatment ZNF721 170960 37 4 437249 437249 Missense_Mutation SNP C T 8 124 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_63 Pre-Treatment WHSC1 7468 37 4 1961355 1961355 Missense_Mutation SNP C T 4 46 c.3143C>T c.(3142-3144)GCG>GTG p.A1048V

Pat_63 Pre-Treatment HTT 3064 37 4 3149738 3149738 Missense_Mutation SNP C T 4 13 c.3308C>T c.(3307-3309)GCT>GTT p.A1103V

Pat_63 Pre-Treatment LDB2 9079 37 4 16597493 16597493 Missense_Mutation SNP C T 4 54 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_63 Pre-Treatment MED28 80306 37 4 17625344 17625344 Missense_Mutation SNP G A 4 16 c.460G>A c.(460-462)GCC>ACC p.A154T

Pat_63 Pre-Treatment SLC34A2 10568 37 4 25665862 25665862 Missense_Mutation SNP G A 4 40 c.289G>A c.(289-291)GGG>AGG p.G97R

Pat_63 Pre-Treatment NFXL1 152518 37 4 47888005 47888005 Missense_Mutation SNP G A 5 94 c.1555C>T c.(1555-1557)CCC>TCC p.P519S



Pat_63 Pre-Treatment FRYL 285527 37 4 48548277 48548277 Missense_Mutation SNP C T 3 25 c.5086G>A c.(5086-5088)GAT>AAT p.D1696N

Pat_63 Pre-Treatment GRID2 2895 37 4 94316843 94316843 Missense_Mutation SNP G A 6 115 c.1331G>A c.(1330-1332)CGT>CAT p.R444H

Pat_63 Pre-Treatment SORBS2 8470 37 4 186545297 186545297 Missense_Mutation SNP G A 3 20 c.1274C>T c.(1273-1275)CCC>CTC p.P425L

Pat_63 Pre-Treatment ADAMTS16 170690 37 5 5209331 5209331 Missense_Mutation SNP C A 21 65 c.1577C>A c.(1576-1578)GCC>GAC p.A526D

Pat_63 Pre-Treatment FBXL7 23194 37 5 15936699 15936699 Missense_Mutation SNP G A 3 22 c.880G>A c.(880-882)GCG>ACG p.A294T

Pat_63 Pre-Treatment C5orf34 375444 37 5 43487184 43487184 Nonsense_Mutation SNP G A 4 34 c.1750C>T c.(1750-1752)CAG>TAG p.Q584*

Pat_63 Pre-Treatment SV2C 22987 37 5 75505613 75505613 Missense_Mutation SNP C T 4 45 c.814C>T c.(814-816)CGG>TGG p.R272W

Pat_63 Pre-Treatment PITX1 5307 37 5 134369492 134369492 Missense_Mutation SNP A G 2 2 c.80T>C c.(79-81)ATG>ACG p.M27T

Pat_63 Pre-Treatment PSD2 84249 37 5 139193880 139193880 Missense_Mutation SNP G A 3 6 c.947G>A c.(946-948)CGG>CAG p.R316Q

Pat_63 Pre-Treatment PCDHB11 56125 37 5 140581277 140581277 Missense_Mutation SNP G A 3 8 c.1930G>A c.(1930-1932)GTC>ATC p.V644I

Pat_63 Pre-Treatment PCDHB12 56124 37 5 140590170 140590170 Missense_Mutation SNP C T 3 14 c.1691C>T c.(1690-1692)CCG>CTG p.P564L

Pat_63 Pre-Treatment PCDHGA3 56112 37 5 140724294 140724294 Missense_Mutation SNP G A 4 25 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_63 Pre-Treatment C5orf41 153222 37 5 172517654 172517654 Missense_Mutation SNP G A 4 39 c.472G>A c.(472-474)GAT>AAT p.D158N

Pat_63 Pre-Treatment BOD1 91272 37 5 173036279 173036279 Missense_Mutation SNP C A 4 26 c.521G>T c.(520-522)GGC>GTC p.G174V

Pat_63 Pre-Treatment KIAA0319 9856 37 6 24556884 24556884 Nonsense_Mutation SNP C T 4 18 c.2808G>A c.(2806-2808)TGG>TGA p.W936*

Pat_63 Pre-Treatment PBX2 5089 37 6 32156093 32156093 Missense_Mutation SNP G A 6 91 c.484C>T c.(484-486)CGC>TGC p.R162C

Pat_63 Pre-Treatment MOCS1 4337 37 6 39880033 39880033 Missense_Mutation SNP C T 4 45 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_63 Pre-Treatment MRPS18A 55168 37 6 43639515 43639515 Missense_Mutation SNP C A 4 35 c.575G>T c.(574-576)TGG>TTG p.W192L

Pat_63 Pre-Treatment COL19A1 1310 37 6 70856581 70856581 Missense_Mutation SNP C T 4 30 c.1801C>T c.(1801-1803)CCA>TCA p.P601S

Pat_63 Pre-Treatment SNAP91 9892 37 6 84270583 84270583 Missense_Mutation SNP C T 4 31 c.2526G>A c.(2524-2526)ATG>ATA p.M842I

Pat_63 Pre-Treatment NT5E 4907 37 6 86200375 86200375 Missense_Mutation SNP G A 4 28 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_63 Pre-Treatment GABRR1 2569 37 6 89891645 89891645 Missense_Mutation SNP C T 35 37 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_63 Pre-Treatment SLC16A10 117247 37 6 111498461 111498461 Missense_Mutation SNP G A 4 45 c.535G>A c.(535-537)GGC>AGC p.G179S

Pat_63 Pre-Treatment STXBP5 134957 37 6 147525711 147525711 Missense_Mutation SNP G A 4 31 c.43G>A c.(43-45)GCC>ACC p.A15T

Pat_63 Pre-Treatment ULBP1 80329 37 6 150285193 150285193 Missense_Mutation SNP C T 3 13 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_63 Pre-Treatment RPS6KA2 6196 37 6 166862280 166862280 Missense_Mutation SNP C T 3 21 c.1264G>A c.(1264-1266)GGG>AGG p.G422R

Pat_63 Pre-Treatment ABCB5 340273 37 7 20782554 20782554 Missense_Mutation SNP C T 3 24 c.1744C>T c.(1744-1746)CGC>TGC p.R582C

Pat_63 Pre-Treatment ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 10 43 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_63 Pre-Treatment GUSB 2990 37 7 65432843 65432843 Missense_Mutation SNP C T 5 56 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_63 Pre-Treatment WBSCR17 64409 37 7 71130457 71130457 Missense_Mutation SNP G A 4 17 c.1142G>A c.(1141-1143)CGG>CAG p.R381Q

Pat_63 Pre-Treatment SPDYE5 442590 37 7 75130883 75130883 Missense_Mutation SNP G A 31 165 c.758G>A c.(757-759)CGT>CAT p.R253H

Pat_63 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 40 77 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_63 Pre-Treatment ZNF425 155054 37 7 148801329 148801329 Missense_Mutation SNP G A 3 6 c.1634C>T c.(1633-1635)ACG>ATG p.T545M

Pat_63 Pre-Treatment NUB1 51667 37 7 151065935 151065935 Missense_Mutation SNP G A 3 25 c.1282G>A c.(1282-1284)GTG>ATG p.V428M

Pat_63 Pre-Treatment ZFHX4 79776 37 8 77618490 77618490 Missense_Mutation SNP C T 6 23 c.2167C>T c.(2167-2169)CAC>TAC p.H723Y

Pat_63 Pre-Treatment GRINA 2907 37 8 145066699 145066699 Missense_Mutation SNP G A 3 23 c.889G>A c.(889-891)GCC>ACC p.A297T

Pat_63 Pre-Treatment VPS28 51160 37 8 145650159 145650159 Missense_Mutation SNP G A 4 42 c.344C>T c.(343-345)CCC>CTC p.P115L

Pat_63 Pre-Treatment TMEM215 401498 37 9 32784491 32784491 Missense_Mutation SNP G A 4 29 c.310G>A c.(310-312)GGC>AGC p.G104S

Pat_63 Pre-Treatment TESK1 7016 37 9 35609156 35609156 Missense_Mutation SNP G A 4 34 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_63 Pre-Treatment PTGS1 5742 37 9 125143686 125143686 Missense_Mutation SNP G A 3 12 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_63 Pre-Treatment PTGES2 80142 37 9 130886024 130886024 Missense_Mutation SNP C T 6 55 c.643G>A c.(643-645)GAG>AAG p.E215K

Pat_63 Pre-Treatment SPTAN1 6709 37 9 131370209 131370209 Missense_Mutation SNP G A 4 31 c.4225G>A c.(4225-4227)GGA>AGA p.G1409R

Pat_63 Pre-Treatment ZBED1 9189 37 X 2406981 2406981 Missense_Mutation SNP G A 4 37 c.1780C>T c.(1780-1782)CGC>TGC p.R594C

Pat_63 Pre-Treatment SHROOM4 57477 37 X 50350478 50350478 Missense_Mutation SNP G A 4 50 c.3664C>T c.(3664-3666)CAC>TAC p.H1222Y

Pat_63 Pre-Treatment ZCCHC18 644353 37 X 103359558 103359558 Missense_Mutation SNP G C 2 3 c.756G>C c.(754-756)CAG>CAC p.Q252H

Pat_63 Pre-Treatment MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 6 90 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_63 Pre-Treatment MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 8 191 c.1733A>T c.(1732-1734)CAC>CTC p.H578L



Pat_63 Post-Resistance CPSF3L 54973 37 1 1256438 1256438 Missense_Mutation SNP C T 39 236 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_63 Post-Resistance SSU72 29101 37 1 1480242 1480242 Splice_Site SNP C T 17 96 c.364_splice c.e3+1 p.D122_splice

Pat_63 Post-Resistance TNFRSF25 8718 37 1 6522132 6522132 Missense_Mutation SNP G A 13 55 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_63 Post-Resistance PLEKHG5 57449 37 1 6531547 6531547 Splice_Site SNP C T 8 12 c.1449_splice c.e13+1 p.M483_splice

Pat_63 Post-Resistance SLC45A1 50651 37 1 8399720 8399720 Missense_Mutation SNP C T 20 161 c.1942C>T c.(1942-1944)CCT>TCT p.P648S

Pat_63 Post-Resistance CASZ1 54897 37 1 10699867 10699867 Missense_Mutation SNP C T 3 14 c.4412G>A c.(4411-4413)CGC>CAC p.R1471H

Pat_63 Post-Resistance MTOR 2475 37 1 11199652 11199652 Missense_Mutation SNP G A 7 167 c.4936C>T c.(4936-4938)CCT>TCT p.P1646S

Pat_63 Post-Resistance NECAP2 55707 37 1 16767238 16767238 Translation_Start_Site SNP G A 4 42 c.-18G>A c.(-20--16)CGGTG>CGATG

Pat_63 Post-Resistance PADI6 353238 37 1 17715324 17715324 Missense_Mutation SNP C T 6 30 c.911C>T c.(910-912)CCC>CTC p.P304L

Pat_63 Post-Resistance RCC2 55920 37 1 17747291 17747291 Missense_Mutation SNP C T 10 39 c.778G>A c.(778-780)GCC>ACC p.A260T

Pat_63 Post-Resistance PINK1 65018 37 1 20971071 20971071 Missense_Mutation SNP C T 20 102 c.865C>T c.(865-867)CCA>TCA p.P289S

Pat_63 Post-Resistance EPHA8 2046 37 1 22921777 22921777 Missense_Mutation SNP G A 5 17 c.1658G>A c.(1657-1659)GGC>GAC p.G553D

Pat_63 Post-Resistance HNRNPR 10236 37 1 23637215 23637215 Missense_Mutation SNP C T 21 60 c.1634G>A c.(1633-1635)GGC>GAC p.G545D

Pat_63 Post-Resistance NIPAL3 57185 37 1 24785392 24785392 Missense_Mutation SNP C T 9 59 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_63 Post-Resistance SRRM1 10250 37 1 24989228 24989228 Missense_Mutation SNP C T 4 94 c.1561C>T c.(1561-1563)CGG>TGG p.R521W

Pat_63 Post-Resistance CNKSR1 10256 37 1 26510976 26510976 Missense_Mutation SNP G A 5 8 c.1106G>A c.(1105-1107)GGG>GAG p.G369E

Pat_63 Post-Resistance PIGV 55650 37 1 27120994 27120994 Missense_Mutation SNP C T 7 53 c.469C>T c.(469-471)CTC>TTC p.L157F

Pat_63 Post-Resistance SLC9A1 6548 37 1 27427003 27427003 Missense_Mutation SNP G A 6 248 c.2243C>T c.(2242-2244)CCT>CTT p.P748L

Pat_63 Post-Resistance TINAGL1 64129 37 1 32050631 32050631 Missense_Mutation SNP G A 10 61 c.851G>A c.(850-852)CGC>CAC p.R284H

Pat_63 Post-Resistance YARS 8565 37 1 33256825 33256825 Missense_Mutation SNP C T 42 175 c.622G>A c.(622-624)GTC>ATC p.V208I

Pat_63 Post-Resistance PHC2 1912 37 1 33799821 33799821 Missense_Mutation SNP G A 19 112 c.1628C>T c.(1627-1629)TCT>TTT p.S543F

Pat_63 Post-Resistance ZSCAN20 7579 37 1 33956792 33956792 Missense_Mutation SNP T C 9 47 c.934T>C c.(934-936)TAC>CAC p.Y312H

Pat_63 Post-Resistance CLSPN 63967 37 1 36215390 36215390 Missense_Mutation SNP C T 6 29 c.2051G>A c.(2050-2052)AGT>AAT p.S684N

Pat_63 Post-Resistance AKIRIN1 79647 37 1 39466775 39466775 Missense_Mutation SNP G A 25 122 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_63 Post-Resistance MACF1 23499 37 1 39798102 39798102 Missense_Mutation SNP T A 5 98 c.1162T>A c.(1162-1164)TGC>AGC p.C388S

Pat_63 Post-Resistance RLF 6018 37 1 40704086 40704086 Missense_Mutation SNP A G 14 61 c.3712A>G c.(3712-3714)AAC>GAC p.N1238D

Pat_63 Post-Resistance KDM4A 9682 37 1 44132742 44132742 Missense_Mutation SNP T C 12 99 c.895T>C c.(895-897)TAC>CAC p.Y299H

Pat_63 Post-Resistance KIF2C 11004 37 1 45232786 45232786 Missense_Mutation SNP C T 4 105 c.2113C>T c.(2113-2115)CGC>TGC p.R705C

Pat_63 Post-Resistance MAST2 23139 37 1 46498314 46498314 Missense_Mutation SNP G A 7 50 c.3461G>A c.(3460-3462)GGT>GAT p.G1154D

Pat_63 Post-Resistance RAD54L 8438 37 1 46740370 46740370 Missense_Mutation SNP A C 46 65 c.1850A>C c.(1849-1851)TAT>TCT p.Y617S

Pat_63 Post-Resistance SPATA6 54558 37 1 48764500 48764500 Missense_Mutation SNP G A 20 111 c.1352C>T c.(1351-1353)GCC>GTC p.A451V

Pat_63 Post-Resistance ORC1L 4998 37 1 52859296 52859296 Missense_Mutation SNP G A 21 80 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_63 Post-Resistance USP24 23358 37 1 55545272 55545272 Missense_Mutation SNP G A 29 144 c.6659C>T c.(6658-6660)CCC>CTC p.P2220L

Pat_63 Post-Resistance JUN 3725 37 1 59248463 59248463 Missense_Mutation SNP G A 44 270 c.280C>T c.(280-282)CCC>TCC p.P94S

Pat_63 Post-Resistance MIER1 57708 37 1 67423844 67423844 Missense_Mutation SNP G A 26 110 c.442G>A c.(442-444)GGT>AGT p.G148S

Pat_63 Post-Resistance WLS 79971 37 1 68591955 68591955 Missense_Mutation SNP C T 26 97 c.1580G>A c.(1579-1581)GGA>GAA p.G527E

Pat_63 Post-Resistance CLCA1 1179 37 1 86951234 86951234 Missense_Mutation SNP G A 42 191 c.944G>A c.(943-945)GGA>GAA p.G315E

Pat_63 Post-Resistance VCAM1 7412 37 1 101190275 101190275 Missense_Mutation SNP G A 14 24 c.757G>A c.(757-759)GCT>ACT p.A253T

Pat_63 Post-Resistance OLFM3 118427 37 1 102269985 102269985 Missense_Mutation SNP C T 40 199 c.1246G>A c.(1246-1248)GTG>ATG p.V416M

Pat_63 Post-Resistance OLFM3 118427 37 1 102462324 102462324 Missense_Mutation SNP C T 16 114 c.49G>A c.(49-51)GCC>ACC p.A17T

Pat_63 Post-Resistance COL11A1 1301 37 1 103491783 103491783 Missense_Mutation SNP C T 15 116 c.886G>A c.(886-888)GCA>ACA p.A296T

Pat_63 Post-Resistance AMY2B 280 37 1 104122112 104122112 Missense_Mutation SNP C T 20 296 c.1526C>T c.(1525-1527)TCT>TTT p.S509F

Pat_63 Post-Resistance KIAA1324 57535 37 1 109734455 109734455 Nonsense_Mutation SNP G A 39 203 c.1653G>A c.(1651-1653)TGG>TGA p.W551*

Pat_63 Post-Resistance LRIG2 9860 37 1 113650322 113650322 Missense_Mutation SNP C T 23 129 c.1420C>T c.(1420-1422)CCT>TCT p.P474S

Pat_63 Post-Resistance ADAM30 11085 37 1 120437464 120437464 Missense_Mutation SNP C T 6 35 c.1496G>A c.(1495-1497)GGG>GAG p.G499E

Pat_63 Post-Resistance VPS45 11311 37 1 150039942 150039942 Missense_Mutation SNP T C 51 230 c.28T>C c.(28-30)TAC>CAC p.Y10H

Pat_63 Post-Resistance C1orf54 79630 37 1 150249023 150249023 Missense_Mutation SNP C T 20 131 c.283C>T c.(283-285)CCA>TCA p.P95S



Pat_63 Post-Resistance MCL1 4170 37 1 150550844 150550844 Missense_Mutation SNP C T 14 128 c.812G>A c.(811-813)GGT>GAT p.G271D

Pat_63 Post-Resistance CTSK 1513 37 1 150772043 150772043 Missense_Mutation SNP G A 17 108 c.761C>T c.(760-762)ACC>ATC p.T254I

Pat_63 Post-Resistance PRUNE 58497 37 1 150990336 150990336 Missense_Mutation SNP G A 5 99 c.88G>A c.(88-90)GAC>AAC p.D30N

Pat_63 Post-Resistance POGZ 23126 37 1 151413403 151413403 Splice_Site SNP C T 29 170 c.283_splice c.e3+1 p.A95_splice

Pat_63 Post-Resistance HRNR 388697 37 1 152191227 152191227 Missense_Mutation SNP G A 10 443 c.2878C>T c.(2878-2880)CAC>TAC p.H960Y

Pat_63 Post-Resistance FLG 2312 37 1 152285655 152285655 Missense_Mutation SNP T A 79 442 c.1707A>T c.(1705-1707)AGA>AGT p.R569S

Pat_63 Post-Resistance ILF2 3608 37 1 153640049 153640049 Missense_Mutation SNP G A 88 683 c.376C>T c.(376-378)CTC>TTC p.L126F

Pat_63 Post-Resistance SLC27A3 11000 37 1 153748460 153748460 Missense_Mutation SNP C T 4 14 c.628C>T c.(628-630)CCT>TCT p.P210S

Pat_63 Post-Resistance PBXIP1 57326 37 1 154923773 154923773 Missense_Mutation SNP C T 4 40 c.344G>A c.(343-345)GGA>GAA p.G115E

Pat_63 Post-Resistance PYGO2 90780 37 1 154931322 154931322 Missense_Mutation SNP G A 19 111 c.1154C>T c.(1153-1155)ACC>ATC p.T385I

Pat_63 Post-Resistance ADAM15 8751 37 1 155030907 155030907 Missense_Mutation SNP G A 15 53 c.1907G>A c.(1906-1908)GGC>GAC p.G636D

Pat_63 Post-Resistance TRIM46 80128 37 1 155156442 155156442 Missense_Mutation SNP C T 10 50 c.2056C>T c.(2056-2058)CCC>TCC p.P686S

Pat_63 Post-Resistance MEF2D 4209 37 1 156437844 156437844 Missense_Mutation SNP G A 18 56 c.1495C>T c.(1495-1497)CCA>TCA p.P499S

Pat_63 Post-Resistance HAPLN2 60484 37 1 156593883 156593883 Missense_Mutation SNP G A 14 50 c.370G>A c.(370-372)GGC>AGC p.G124S

Pat_63 Post-Resistance NES 10763 37 1 156640757 156640757 Missense_Mutation SNP C T 13 66 c.3223G>A c.(3223-3225)GGT>AGT p.G1075S

Pat_63 Post-Resistance FCER1G 2207 37 1 161187838 161187838 Missense_Mutation SNP G A 52 373 c.112G>A c.(112-114)GTC>ATC p.V38I

Pat_63 Post-Resistance C1orf111 284680 37 1 162345157 162345157 Missense_Mutation SNP C T 15 157 c.140G>A c.(139-141)AGC>AAC p.S47N

Pat_63 Post-Resistance LRRC52 440699 37 1 165532853 165532853 Missense_Mutation SNP A G 10 41 c.734A>G c.(733-735)TAC>TGC p.Y245C

Pat_63 Post-Resistance FAM78B 149297 37 1 166039944 166039944 Missense_Mutation SNP G A 10 78 c.320C>T c.(319-321)TCA>TTA p.S107L

Pat_63 Post-Resistance F5 2153 37 1 169498889 169498889 Nonsense_Mutation SNP C T 12 68 c.5376G>A c.(5374-5376)TGG>TGA p.W1792*

Pat_63 Post-Resistance BAT2L2 23215 37 1 171553238 171553238 Missense_Mutation SNP C T 39 426 c.7547C>T c.(7546-7548)ACT>ATT p.T2516I

Pat_63 Post-Resistance KLHL20 27252 37 1 173735353 173735353 Missense_Mutation SNP G A 23 207 c.1220G>A c.(1219-1221)GGT>GAT p.G407D

Pat_63 Post-Resistance CACNA1E 777 37 1 181695261 181695261 Missense_Mutation SNP G A 12 53 c.2203G>A c.(2203-2205)GTC>ATC p.V735I

Pat_63 Post-Resistance CACNA1E 777 37 1 181741281 181741281 Missense_Mutation SNP C T 24 238 c.5053C>T c.(5053-5055)CCA>TCA p.P1685S

Pat_63 Post-Resistance DHX9 1660 37 1 182827344 182827344 Missense_Mutation SNP C T 12 115 c.779C>T c.(778-780)TCC>TTC p.S260F

Pat_63 Post-Resistance HMCN1 83872 37 1 185966567 185966567 Missense_Mutation SNP C T 9 99 c.3785C>T c.(3784-3786)CCC>CTC p.P1262L

Pat_63 Post-Resistance TROVE2 6738 37 1 193046127 193046127 Missense_Mutation SNP C T 7 78 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_63 Post-Resistance TROVE2 6738 37 1 193051364 193051364 Missense_Mutation SNP G A 19 237 c.1252G>A c.(1252-1254)GAA>AAA p.E418K

Pat_63 Post-Resistance CFH 3075 37 1 196684819 196684819 Missense_Mutation SNP G A 49 500 c.1616G>A c.(1615-1617)GGT>GAT p.G539D

Pat_63 Post-Resistance CFHR5 81494 37 1 196971669 196971669 Missense_Mutation SNP C T 5 137 c.1205C>T c.(1204-1206)ACA>ATA p.T402I

Pat_63 Post-Resistance CRB1 23418 37 1 197391087 197391087 Splice_Site SNP G A 5 58 c.2128_splice c.e6+1 p.E710_splice

Pat_63 Post-Resistance CAMSAP1L1 23271 37 1 200813939 200813939 Missense_Mutation SNP C T 15 167 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_63 Post-Resistance CSRP1 1465 37 1 201454498 201454498 Missense_Mutation SNP G A 8 164 c.418C>T c.(418-420)CAT>TAT p.H140Y

Pat_63 Post-Resistance RNPEP 6051 37 1 201958551 201958551 Nonsense_Mutation SNP G A 13 129 c.629G>A c.(628-630)TGG>TAG p.W210*

Pat_63 Post-Resistance FMOD 2331 37 1 203317046 203317046 Missense_Mutation SNP G A 4 52 c.353C>T c.(352-354)ACC>ATC p.T118I

Pat_63 Post-Resistance PRELP 5549 37 1 203453159 203453159 Missense_Mutation SNP C T 30 216 c.847C>T c.(847-849)CTC>TTC p.L283F

Pat_63 Post-Resistance SOX13 9580 37 1 204082042 204082042 Splice_Site SNP G A 5 55 c.0_splice c.e2-1

Pat_63 Post-Resistance PPP1R15B 84919 37 1 204375346 204375346 Missense_Mutation SNP G T 5 209 c.2016C>A c.(2014-2016)TTC>TTA p.F672L

Pat_63 Post-Resistance PIK3C2B 5287 37 1 204410598 204410598 Splice_Site SNP C T 15 101 c.3249_splice c.e22+1 p.K1083_splice

Pat_63 Post-Resistance DSTYK 25778 37 1 205131210 205131210 Missense_Mutation SNP G A 5 89 c.1772C>T c.(1771-1773)ACT>ATT p.T591I

Pat_63 Post-Resistance ELK4 2005 37 1 205589507 205589507 Missense_Mutation SNP G T 5 95 c.667C>A c.(667-669)CAA>AAA p.Q223K

Pat_63 Post-Resistance C1orf186 440712 37 1 206240153 206240153 Missense_Mutation SNP C T 6 302 c.299G>A c.(298-300)AGT>AAT p.S100N

Pat_63 Post-Resistance PIGR 5284 37 1 207112463 207112463 Splice_Site SNP C T 7 62 c.388_splice c.e3+1 p.G130_splice

Pat_63 Post-Resistance FCAMR 83953 37 1 207139134 207139134 Missense_Mutation SNP C T 5 37 c.239G>A c.(238-240)AGG>AAG p.R80K

Pat_63 Post-Resistance C4BPA 722 37 1 207317325 207317325 Missense_Mutation SNP C T 9 111 c.1607C>T c.(1606-1608)CCC>CTC p.P536L

Pat_63 Post-Resistance CAMK1G 57172 37 1 209783243 209783243 Missense_Mutation SNP T C 23 197 c.796T>C c.(796-798)TAC>CAC p.Y266H

Pat_63 Post-Resistance RCOR3 55758 37 1 211451577 211451577 Missense_Mutation SNP G A 44 458 c.461G>A c.(460-462)GGT>GAT p.G154D



Pat_63 Post-Resistance LPGAT1 9926 37 1 211956814 211956814 Missense_Mutation SNP G A 14 176 c.484C>T c.(484-486)CTT>TTT p.L162F

Pat_63 Post-Resistance TP53BP2 7159 37 1 223983921 223983921 Missense_Mutation SNP G A 27 222 c.2320C>T c.(2320-2322)CCA>TCA p.P774S

Pat_63 Post-Resistance TMEM63A 9725 37 1 226048620 226048620 Missense_Mutation SNP C T 22 254 c.1163G>A c.(1162-1164)AGG>AAG p.R388K

Pat_63 Post-Resistance ITPKB 3707 37 1 226924475 226924475 Nonsense_Mutation SNP G A 12 154 c.685C>T c.(685-687)CAG>TAG p.Q229*

Pat_63 Post-Resistance ITPKB 3707 37 1 226924849 226924849 Missense_Mutation SNP C T 4 13 c.311G>A c.(310-312)GGT>GAT p.G104D

Pat_63 Post-Resistance OBSCN 84033 37 1 228462389 228462389 Missense_Mutation SNP G A 5 28 c.5800G>A c.(5800-5802)GAC>AAC p.D1934N

Pat_63 Post-Resistance OBSCN 84033 37 1 228494809 228494809 Missense_Mutation SNP C T 5 68 c.12134C>T c.(12133-12135)GCG>GTG p.A4045V

Pat_63 Post-Resistance SIPA1L2 57568 37 1 232649767 232649767 Missense_Mutation SNP C T 14 206 c.1319G>A c.(1318-1320)TGC>TAC p.C440Y

Pat_63 Post-Resistance IRF2BP2 359948 37 1 234745135 234745135 Missense_Mutation SNP C T 4 115 c.106G>A c.(106-108)GTC>ATC p.V36I

Pat_63 Post-Resistance TBCE 6905 37 1 235605152 235605152 Missense_Mutation SNP G A 10 95 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_63 Post-Resistance MTR 4548 37 1 237026793 237026793 Missense_Mutation SNP G A 11 140 c.2344G>A c.(2344-2346)GGC>AGC p.G782S

Pat_63 Post-Resistance OPN3 23596 37 1 241761158 241761158 Missense_Mutation SNP C T 8 431 c.835G>A c.(835-837)GTT>ATT p.V279I

Pat_63 Post-Resistance C1orf101 257044 37 1 244627218 244627218 Missense_Mutation SNP C T 38 277 c.74C>T c.(73-75)ACT>ATT p.T25I

Pat_63 Post-Resistance TFB2M 64216 37 1 246707935 246707935 Missense_Mutation SNP G A 4 65 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_63 Post-Resistance AHCTF1 25909 37 1 247013364 247013364 Missense_Mutation SNP G A 10 141 c.5944C>T c.(5944-5946)CCA>TCA p.P1982S

Pat_63 Post-Resistance OR11L1 391189 37 1 248004661 248004661 Missense_Mutation SNP C T 26 186 c.538G>A c.(538-540)GAC>AAC p.D180N

Pat_63 Post-Resistance OR2L1P 26247 37 1 248154363 248154363 Missense_Mutation SNP G A 30 177 c.551G>A c.(550-552)CGA>CAA p.R184Q

Pat_63 Post-Resistance SH3BP5L 80851 37 1 249110735 249110735 Missense_Mutation SNP C T 14 124 c.373G>A c.(373-375)GAG>AAG p.E125K

Pat_63 Post-Resistance NET1 10276 37 10 5494819 5494819 Splice_Site SNP A G 6 120 c.532_splice c.e6-2 p.A178_splice

Pat_63 Post-Resistance PHYH 5264 37 10 13320333 13320333 Nonsense_Mutation SNP G A 17 42 c.985C>T c.(985-987)CGA>TGA p.R329*

Pat_63 Post-Resistance CUBN 8029 37 10 16877012 16877012 Splice_Site SNP C T 12 39 c.10362_splice c.e64+1 p.E3454_splice

Pat_63 Post-Resistance TRDMT1 1787 37 10 17210859 17210859 Missense_Mutation SNP G A 13 34 c.232C>T c.(232-234)CCC>TCC p.P78S

Pat_63 Post-Resistance VIM 7431 37 10 17279238 17279238 Missense_Mutation SNP G A 11 32 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_63 Post-Resistance GPR158 57512 37 10 25464645 25464645 Missense_Mutation SNP G A 16 38 c.296G>A c.(295-297)TGC>TAC p.C99Y

Pat_63 Post-Resistance KIF5B 3799 37 10 32326235 32326235 Missense_Mutation SNP C T 8 51 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_63 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 25 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_63 Post-Resistance EGR2 1959 37 10 64573491 64573491 Missense_Mutation SNP C T 3 18 c.907G>A c.(907-909)GCA>ACA p.A303T

Pat_63 Post-Resistance PPP3CB 5532 37 10 75255581 75255581 Missense_Mutation SNP C T 12 19 c.67G>A c.(67-69)GCT>ACT p.A23T

Pat_63 Post-Resistance SFTPA2 729238 37 10 81317129 81317129 Missense_Mutation SNP G A 24 93 c.583C>T c.(583-585)CCT>TCT p.P195S

Pat_63 Post-Resistance GHITM 27069 37 10 85912061 85912061 Missense_Mutation SNP G A 8 41 c.995G>A c.(994-996)CGA>CAA p.R332Q

Pat_63 Post-Resistance PI4K2A 55361 37 10 99344579 99344579 Missense_Mutation SNP C T 4 84 c.119C>T c.(118-120)CCC>CTC p.P40L

Pat_63 Post-Resistance SEMA4G 57715 37 10 102739693 102739693 Missense_Mutation SNP G A 33 93 c.1072G>A c.(1072-1074)GGT>AGT p.G358S

Pat_63 Post-Resistance GBF1 8729 37 10 104130485 104130485 Nonsense_Mutation SNP G A 32 140 c.3525G>A c.(3523-3525)TGG>TGA p.W1175*

Pat_63 Post-Resistance NT5C2 22978 37 10 104857092 104857092 Missense_Mutation SNP C T 29 117 c.727G>A c.(727-729)GGG>AGG p.G243R

Pat_63 Post-Resistance MXI1 4601 37 10 111987992 111987992 Missense_Mutation SNP C T 8 115 c.119C>T c.(118-120)CCC>CTC p.P40L

Pat_63 Post-Resistance SMC3 9126 37 10 112337630 112337630 Missense_Mutation SNP G A 5 41 c.308G>A c.(307-309)GGT>GAT p.G103D

Pat_63 Post-Resistance FAM160B1 57700 37 10 116602881 116602881 Missense_Mutation SNP A G 34 90 c.712A>G c.(712-714)AGC>GGC p.S238G

Pat_63 Post-Resistance PRDX3 10935 37 10 120933248 120933248 Splice_Site SNP C T 29 72 c.447_splice c.e4+1 p.K149_splice

Pat_63 Post-Resistance SEC23IP 11196 37 10 121663758 121663758 Missense_Mutation SNP C T 5 36 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_63 Post-Resistance ZRANB1 54764 37 10 126631551 126631551 Nonsense_Mutation SNP G A 12 74 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_63 Post-Resistance MGMT 4255 37 10 131334559 131334559 Missense_Mutation SNP C T 12 46 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_63 Post-Resistance LRDD 55367 37 11 799383 799383 Missense_Mutation SNP C T 6 125 c.2657G>A c.(2656-2658)CGC>CAC p.R886H

Pat_63 Post-Resistance LOC338651 338651 37 11 1619077 1619077 Nonsense_Mutation SNP G A 67 347 c.177G>A c.(175-177)TGG>TGA p.W59*

Pat_63 Post-Resistance TSSC4 10078 37 11 2424477 2424477 Missense_Mutation SNP C T 21 102 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_63 Post-Resistance OSBPL5 114879 37 11 3147774 3147774 Missense_Mutation SNP C T 4 15 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_63 Post-Resistance OR52I1 390037 37 11 4616214 4616214 Missense_Mutation SNP C T 21 129 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_63 Post-Resistance OR52E4 390081 37 11 5906196 5906196 Missense_Mutation SNP C T 17 181 c.674C>T c.(673-675)GCT>GTT p.A225V



Pat_63 Post-Resistance OR2D3 120775 37 11 6942752 6942752 Missense_Mutation SNP G A 9 63 c.520G>A c.(520-522)GTA>ATA p.V174I

Pat_63 Post-Resistance NLRP14 338323 37 11 7060086 7060086 Missense_Mutation SNP G A 8 40 c.269G>A c.(268-270)AGA>AAA p.R90K

Pat_63 Post-Resistance SCUBE2 57758 37 11 9051436 9051436 Missense_Mutation SNP C T 26 136 c.2411G>A c.(2410-2412)TGT>TAT p.C804Y

Pat_63 Post-Resistance COPB1 1315 37 11 14480232 14480232 Missense_Mutation SNP G A 18 111 c.2648C>T c.(2647-2649)GCC>GTC p.A883V

Pat_63 Post-Resistance PIK3C2A 5286 37 11 17121459 17121459 Missense_Mutation SNP C T 22 77 c.4066G>A c.(4066-4068)GAT>AAT p.D1356N

Pat_63 Post-Resistance LDHC 3948 37 11 18456416 18456416 Missense_Mutation SNP C T 29 121 c.548C>T c.(547-549)ACA>ATA p.T183I

Pat_63 Post-Resistance DEPDC7 91614 37 11 33047402 33047402 Missense_Mutation SNP C T 22 93 c.271C>T c.(271-273)CCT>TCT p.P91S

Pat_63 Post-Resistance HIPK3 10114 37 11 33375055 33375055 Missense_Mutation SNP C T 52 222 c.3589C>T c.(3589-3591)CCT>TCT p.P1197S

Pat_63 Post-Resistance ABTB2 25841 37 11 34378434 34378434 Missense_Mutation SNP C T 8 20 c.139G>A c.(139-141)GCC>ACC p.A47T

Pat_63 Post-Resistance PRDM11 56981 37 11 45204465 45204465 Missense_Mutation SNP C T 9 57 c.379C>T c.(379-381)CCG>TCG p.P127S

Pat_63 Post-Resistance PRDM11 56981 37 11 45204546 45204546 Missense_Mutation SNP G A 14 47 c.460G>A c.(460-462)GTC>ATC p.V154I

Pat_63 Post-Resistance CRY2 1408 37 11 45892480 45892480 Missense_Mutation SNP G A 3 27 c.1700G>A c.(1699-1701)AGT>AAT p.S567N

Pat_63 Post-Resistance ZNF408 79797 37 11 46726859 46726859 Missense_Mutation SNP C T 12 40 c.1609C>T c.(1609-1611)CCT>TCT p.P537S

Pat_63 Post-Resistance LRP4 4038 37 11 46921498 46921498 Missense_Mutation SNP G A 18 107 c.346C>T c.(346-348)CCC>TCC p.P116S

Pat_63 Post-Resistance ACP2 53 37 11 47269238 47269238 Missense_Mutation SNP C T 20 105 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_63 Post-Resistance MADD 8567 37 11 47297562 47297562 Missense_Mutation SNP C T 5 48 c.772C>T c.(772-774)CCA>TCA p.P258S

Pat_63 Post-Resistance P2RX3 5024 37 11 57116162 57116162 Missense_Mutation SNP C T 11 76 c.547C>T c.(547-549)CTC>TTC p.L183F

Pat_63 Post-Resistance SLC43A1 8501 37 11 57263580 57263580 Missense_Mutation SNP C T 16 87 c.616G>A c.(616-618)GCC>ACC p.A206T

Pat_63 Post-Resistance OR5A2 219981 37 11 59189727 59189727 Missense_Mutation SNP C T 20 37 c.700G>A c.(700-702)GGT>AGT p.G234S

Pat_63 Post-Resistance DAK 26007 37 11 61113947 61113947 Missense_Mutation SNP G A 42 166 c.1700G>A c.(1699-1701)CGG>CAG p.R567Q

Pat_63 Post-Resistance UBXN1 51035 37 11 62446073 62446073 Nonsense_Mutation SNP C T 15 67 c.114G>A c.(112-114)TGG>TGA p.W38*

Pat_63 Post-Resistance FLRT1 23769 37 11 63884605 63884605 Missense_Mutation SNP C T 3 21 c.866C>T c.(865-867)ACG>ATG p.T289M

Pat_63 Post-Resistance ATG2A 23130 37 11 64678631 64678631 Missense_Mutation SNP G A 7 44 c.1345C>T c.(1345-1347)CCT>TCT p.P449S

Pat_63 Post-Resistance SIPA1 6494 37 11 65408909 65408909 Missense_Mutation SNP G A 20 64 c.517G>A c.(517-519)GGT>AGT p.G173S

Pat_63 Post-Resistance RELA 5970 37 11 65422003 65422003 Missense_Mutation SNP G A 15 79 c.1502C>T c.(1501-1503)ACT>ATT p.T501I

Pat_63 Post-Resistance TMEM151A 256472 37 11 66062037 66062037 Missense_Mutation SNP C T 14 49 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_63 Post-Resistance ZDHHC24 254359 37 11 66311411 66311411 Missense_Mutation SNP C T 4 92 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_63 Post-Resistance LRP5 4041 37 11 68115540 68115540 Missense_Mutation SNP G A 33 121 c.317G>A c.(316-318)GGC>GAC p.G106D

Pat_63 Post-Resistance ANO1 55107 37 11 69933975 69933975 Missense_Mutation SNP A G 3 14 c.226A>G c.(226-228)AAC>GAC p.N76D

Pat_63 Post-Resistance FADD 8772 37 11 70049812 70049812 Missense_Mutation SNP G A 6 22 c.247G>A c.(247-249)GAG>AAG p.E83K

Pat_63 Post-Resistance DEFB108B 245911 37 11 71548594 71548594 Missense_Mutation SNP C T 16 98 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_63 Post-Resistance SLCO2B1 11309 37 11 74911414 74911414 Missense_Mutation SNP C T 29 167 c.1745C>T c.(1744-1746)TCC>TTC p.S582F

Pat_63 Post-Resistance KLHL35 283212 37 11 75134816 75134816 Missense_Mutation SNP C T 23 204 c.823G>A c.(823-825)GGG>AGG p.G275R

Pat_63 Post-Resistance TAF1D 79101 37 11 93471381 93471381 Missense_Mutation SNP G A 17 120 c.353C>T c.(352-354)TCA>TTA p.S118L

Pat_63 Post-Resistance CASP1 834 37 11 104899988 104899988 Missense_Mutation SNP G C 13 43 c.869C>G c.(868-870)CCT>CGT p.P290R

Pat_63 Post-Resistance ARHGAP20 57569 37 11 110450849 110450849 Missense_Mutation SNP G A 4 102 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_63 Post-Resistance C11orf53 341032 37 11 111156756 111156756 Missense_Mutation SNP T C 16 66 c.688T>C c.(688-690)TAT>CAT p.Y230H

Pat_63 Post-Resistance DLAT 1737 37 11 111931864 111931864 Missense_Mutation SNP G A 5 69 c.1780G>A c.(1780-1782)GAG>AAG p.E594K

Pat_63 Post-Resistance ZW10 9183 37 11 113644382 113644382 Missense_Mutation SNP A G 16 54 c.7T>C c.(7-9)TCG>CCG p.S3P

Pat_63 Post-Resistance APOA4 337 37 11 116692023 116692023 Missense_Mutation SNP C T 5 25 c.751G>A c.(751-753)GAG>AAG p.E251K

Pat_63 Post-Resistance ABCG4 64137 37 11 119025271 119025271 Missense_Mutation SNP G A 3 15 c.526G>A c.(526-528)GTG>ATG p.V176M

Pat_63 Post-Resistance HSPA8 3312 37 11 122929825 122929825 Missense_Mutation SNP G A 64 277 c.1265C>T c.(1264-1266)ACC>ATC p.T422I

Pat_63 Post-Resistance WNK1 65125 37 12 988814 988814 Missense_Mutation SNP C T 15 258 c.2449C>T c.(2449-2451)CCA>TCA p.P817S

Pat_63 Post-Resistance WNK1 65125 37 12 994754 994754 Missense_Mutation SNP C T 33 504 c.4784C>T c.(4783-4785)CCC>CTC p.P1595L

Pat_63 Post-Resistance WNK1 65125 37 12 1003764 1003764 Missense_Mutation SNP G A 11 219 c.5546G>A c.(5545-5547)AGT>AAT p.S1849N

Pat_63 Post-Resistance ERC1 23085 37 12 1345990 1345990 Missense_Mutation SNP G A 4 71 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_63 Post-Resistance ITFG2 55846 37 12 2930008 2930008 Missense_Mutation SNP C T 9 138 c.665C>T c.(664-666)CCT>CTT p.P222L



Pat_63 Post-Resistance FOXM1 2305 37 12 2977814 2977814 Missense_Mutation SNP C T 30 412 c.761G>A c.(760-762)AGG>AAG p.R254K

Pat_63 Post-Resistance VWF 7450 37 12 6100984 6100984 Splice_Site SNP C T 7 103 c.6798_splice c.e38+1 p.Q2266_splice

Pat_63 Post-Resistance VWF 7450 37 12 6161827 6161827 Missense_Mutation SNP G A 13 139 c.2068C>T c.(2068-2070)CCC>TCC p.P690S

Pat_63 Post-Resistance TAPBPL 55080 37 12 6566703 6566703 Missense_Mutation SNP G A 15 122 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_63 Post-Resistance ACRBP 84519 37 12 6753756 6753756 Missense_Mutation SNP G A 9 53 c.491C>T c.(490-492)ACC>ATC p.T164I

Pat_63 Post-Resistance ATN1 1822 37 12 7048025 7048025 Missense_Mutation SNP G A 17 73 c.2899G>A c.(2899-2901)GGC>AGC p.G967S

Pat_63 Post-Resistance CD163L1 283316 37 12 7522160 7522160 Missense_Mutation SNP C T 21 135 c.3832G>A c.(3832-3834)GCC>ACC p.A1278T

Pat_63 Post-Resistance MFAP5 8076 37 12 8800727 8800727 Missense_Mutation SNP G A 6 58 c.482C>T c.(481-483)CCC>CTC p.P161L

Pat_63 Post-Resistance A2ML1 144568 37 12 9010549 9010549 Missense_Mutation SNP G A 6 191 c.3115G>A c.(3115-3117)GCG>ACG p.A1039T

Pat_63 Post-Resistance CD69 969 37 12 9907229 9907229 Missense_Mutation SNP G A 54 316 c.445C>T c.(445-447)CCT>TCT p.P149S

Pat_63 Post-Resistance TAS2R31 259290 37 12 11183789 11183789 Missense_Mutation SNP G A 20 167 c.146C>T c.(145-147)ACT>ATT p.T49I

Pat_63 Post-Resistance PRB2 653247 37 12 11546300 11546300 Missense_Mutation SNP G A 32 284 c.712C>T c.(712-714)CCT>TCT p.P238S

Pat_63 Post-Resistance SLCO1C1 53919 37 12 20903666 20903666 Nonsense_Mutation SNP G A 14 100 c.1856G>A c.(1855-1857)TGG>TAG p.W619*

Pat_63 Post-Resistance LDHB 3945 37 12 21788541 21788541 Missense_Mutation SNP C T 11 153 c.940G>A c.(940-942)GTT>ATT p.V314I

Pat_63 Post-Resistance KCNJ8 3764 37 12 21926460 21926460 Missense_Mutation SNP G A 10 41 c.91C>T c.(91-93)CTC>TTC p.L31F

Pat_63 Post-Resistance SOX5 6660 37 12 23728637 23728637 Missense_Mutation SNP G A 25 128 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_63 Post-Resistance RASSF8 11228 37 12 26220590 26220590 Missense_Mutation SNP C T 4 116 c.1082C>T c.(1081-1083)ACC>ATC p.T361I

Pat_63 Post-Resistance ITPR2 3709 37 12 26540435 26540435 Missense_Mutation SNP C T 5 129 c.7789G>A c.(7789-7791)GTC>ATC p.V2597I

Pat_63 Post-Resistance ITPR2 3709 37 12 26553089 26553089 Missense_Mutation SNP C T 9 394 c.7502G>A c.(7501-7503)GGG>GAG p.G2501E

Pat_63 Post-Resistance C12orf35 55196 37 12 32137253 32137253 Missense_Mutation SNP G A 10 61 c.3364G>A c.(3364-3366)GAT>AAT p.D1122N

Pat_63 Post-Resistance SYT10 341359 37 12 33592329 33592330 Missense_Mutation DNP GC AT 7 97 c.128_129GC>AT c.(127-129)GGC>GAT p.G43D

Pat_63 Post-Resistance PDZRN4 29951 37 12 41966989 41966989 Missense_Mutation SNP G A 37 129 c.1811G>A c.(1810-1812)AGC>AAC p.S604N

Pat_63 Post-Resistance MLL2 8085 37 12 49415914 49415914 Missense_Mutation SNP G A 15 377 c.16433C>T c.(16432-16434)GCC>GTC p.A5478V

Pat_63 Post-Resistance TROAP 10024 37 12 49724535 49724535 Missense_Mutation SNP G A 6 29 c.1907G>A c.(1906-1908)TGC>TAC p.C636Y

Pat_63 Post-Resistance KRT6A 3853 37 12 52881586 52881586 Missense_Mutation SNP C T 8 40 c.1613G>A c.(1612-1614)GGC>GAC p.G538D

Pat_63 Post-Resistance KRT3 3850 37 12 53185132 53185132 Nonsense_Mutation SNP G A 10 36 c.1393C>T c.(1393-1395)CAA>TAA p.Q465*

Pat_63 Post-Resistance SOAT2 8435 37 12 53499774 53499774 Missense_Mutation SNP C T 37 49 c.419C>T c.(418-420)GCC>GTC p.A140V

Pat_63 Post-Resistance AAAS 8086 37 12 53709555 53709555 Missense_Mutation SNP C T 9 18 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_63 Post-Resistance AMHR2 269 37 12 53819671 53819671 Missense_Mutation SNP G A 6 32 c.820G>A c.(820-822)GGG>AGG p.G274R

Pat_63 Post-Resistance TARBP2 6895 37 12 53899601 53899601 Missense_Mutation SNP G A 18 32 c.910G>A c.(910-912)GAG>AAG p.E304K

Pat_63 Post-Resistance CALCOCO1 57658 37 12 54115369 54115369 Missense_Mutation SNP C T 125 299 c.640G>A c.(640-642)GAA>AAA p.E214K

Pat_63 Post-Resistance HOXC13 3229 37 12 54332778 54332778 Missense_Mutation SNP G A 2 3 c.88G>A c.(88-90)GGC>AGC p.G30S

Pat_63 Post-Resistance ERBB3 2065 37 12 56492545 56492545 Missense_Mutation SNP G A 9 243 c.2695G>A c.(2695-2697)GTG>ATG p.V899M

Pat_63 Post-Resistance MIP 4284 37 12 56846917 56846917 Missense_Mutation SNP C T 17 50 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_63 Post-Resistance STAC3 246329 37 12 57642515 57642515 Missense_Mutation SNP C T 15 660 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_63 Post-Resistance C12orf26 84190 37 12 82796774 82796774 Missense_Mutation SNP G A 11 35 c.1144G>A c.(1144-1146)GTG>ATG p.V382M

Pat_63 Post-Resistance APAF1 317 37 12 99119296 99119296 Missense_Mutation SNP G A 28 147 c.3434G>A c.(3433-3435)GGA>GAA p.G1145E

Pat_63 Post-Resistance UTP20 27340 37 12 101750455 101750455 Nonsense_Mutation SNP G T 6 21 c.5518G>T c.(5518-5520)GAA>TAA p.E1840*

Pat_63 Post-Resistance PWP1 11137 37 12 108082571 108082571 Missense_Mutation SNP G A 4 19 c.311G>A c.(310-312)GGT>GAT p.G104D

Pat_63 Post-Resistance SELPLG 6404 37 12 109017693 109017693 Missense_Mutation SNP C T 7 121 c.391G>A c.(391-393)GCA>ACA p.A131T

Pat_63 Post-Resistance RAD9B 144715 37 12 110960110 110960110 Missense_Mutation SNP A T 6 18 c.1019A>T c.(1018-1020)AAC>ATC p.N340I

Pat_63 Post-Resistance PPP1CC 5501 37 12 111159983 111159983 Missense_Mutation SNP C T 11 83 c.839G>A c.(838-840)GGT>GAT p.G280D

Pat_63 Post-Resistance OAS1 4938 37 12 113346593 113346593 Missense_Mutation SNP G A 29 84 c.433G>A c.(433-435)GTG>ATG p.V145M

Pat_63 Post-Resistance CAMKK2 10645 37 12 121698149 121698149 Missense_Mutation SNP C T 3 10 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_63 Post-Resistance RIMBP2 23504 37 12 130884256 130884256 Nonsense_Mutation SNP G A 4 78 c.3100C>T c.(3100-3102)CAA>TAA p.Q1034*

Pat_63 Post-Resistance RIMBP2 23504 37 12 130929756 130929756 Missense_Mutation SNP C T 9 38 c.589G>A c.(589-591)GGA>AGA p.G197R

Pat_63 Post-Resistance EFHA1 221154 37 13 22141013 22141013 Missense_Mutation SNP G A 4 35 c.281C>T c.(280-282)TCT>TTT p.S94F



Pat_63 Post-Resistance SACS 26278 37 13 23930068 23930068 Missense_Mutation SNP C T 14 58 c.683G>A c.(682-684)GGC>GAC p.G228D

Pat_63 Post-Resistance STARD13 90627 37 13 33692388 33692388 Missense_Mutation SNP G A 21 129 c.2095C>T c.(2095-2097)CGC>TGC p.R699C

Pat_63 Post-Resistance KBTBD7 84078 37 13 41766524 41766524 Missense_Mutation SNP C T 7 261 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_63 Post-Resistance AKAP11 11215 37 13 42872909 42872909 Missense_Mutation SNP G A 8 100 c.592G>A c.(592-594)GAG>AAG p.E198K

Pat_63 Post-Resistance NUFIP1 26747 37 13 45533675 45533675 Missense_Mutation SNP C T 23 188 c.862G>A c.(862-864)GCA>ACA p.A288T

Pat_63 Post-Resistance ZC3H13 23091 37 13 46544092 46544092 Missense_Mutation SNP G A 4 82 c.2587C>T c.(2587-2589)CTC>TTC p.L863F

Pat_63 Post-Resistance ZC3H13 23091 37 13 46619557 46619557 Missense_Mutation SNP C T 70 389 c.86G>A c.(85-87)AGG>AAG p.R29K

Pat_63 Post-Resistance ITM2B 9445 37 13 48830352 48830352 Missense_Mutation SNP G A 14 80 c.286G>A c.(286-288)GAT>AAT p.D96N

Pat_63 Post-Resistance PIBF1 10464 37 13 73369696 73369696 Splice_Site SNP G A 6 53 c.552_splice c.e4+1 p.S184_splice

Pat_63 Post-Resistance MYCBP2 23077 37 13 77671760 77671760 Missense_Mutation SNP C T 14 63 c.9415G>A c.(9415-9417)GCT>ACT p.A3139T

Pat_63 Post-Resistance MYCBP2 23077 37 13 77699555 77699555 Missense_Mutation SNP C T 63 450 c.7819G>A c.(7819-7821)GTA>ATA p.V2607I

Pat_63 Post-Resistance ZIC5 85416 37 13 100617916 100617916 Missense_Mutation SNP C A 7 192 c.1707G>T c.(1705-1707)AGG>AGT p.R569S

Pat_63 Post-Resistance ATP11A 23250 37 13 113473682 113473682 Missense_Mutation SNP C T 32 142 c.635C>T c.(634-636)GCC>GTC p.A212V

Pat_63 Post-Resistance OR11H4 390442 37 14 20711678 20711678 Missense_Mutation SNP G A 42 201 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_63 Post-Resistance PARP2 10038 37 14 20819205 20819205 Splice_Site SNP G A 6 58 c.461_splice c.e6-1 p.V154_splice

Pat_63 Post-Resistance APEX1 328 37 14 20924219 20924219 Missense_Mutation SNP G C 3 106 c.205G>C c.(205-207)GTG>CTG p.V69L

Pat_63 Post-Resistance HNRNPC 3183 37 14 21699216 21699216 Missense_Mutation SNP G A 4 116 c.257C>T c.(256-258)GCA>GTA p.A86V

Pat_63 Post-Resistance MYH7 4625 37 14 23893358 23893358 Missense_Mutation SNP C T 5 37 c.2680G>A c.(2680-2682)GAA>AAA p.E894K

Pat_63 Post-Resistance MYH7 4625 37 14 23898454 23898454 Missense_Mutation SNP C T 41 220 c.1241G>A c.(1240-1242)GGG>GAG p.G414E

Pat_63 Post-Resistance FITM1 161247 37 14 24601766 24601766 Missense_Mutation SNP G A 3 60 c.613G>A c.(613-615)GCC>ACC p.A205T

Pat_63 Post-Resistance PSME2 5721 37 14 24614646 24614646 Missense_Mutation SNP G A 38 198 c.173C>T c.(172-174)ACT>ATT p.T58I

Pat_63 Post-Resistance RNF31 55072 37 14 24621031 24621031 Missense_Mutation SNP C T 48 126 c.1960C>T c.(1960-1962)CCC>TCC p.P654S

Pat_63 Post-Resistance GMPR2 51292 37 14 24706276 24706276 Splice_Site SNP G A 32 174 c.466_splice c.e6-1 p.A156_splice

Pat_63 Post-Resistance CIDEB 27141 37 14 24775705 24775705 Missense_Mutation SNP C T 63 246 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_63 Post-Resistance LTB4R2 56413 37 14 24779980 24779980 Missense_Mutation SNP G A 8 38 c.203G>A c.(202-204)GGC>GAC p.G68D

Pat_63 Post-Resistance SCFD1 23256 37 14 31169402 31169402 Missense_Mutation SNP C T 15 97 c.1348C>T c.(1348-1350)CCA>TCA p.P450S

Pat_63 Post-Resistance HEATR5A 25938 37 14 31782186 31782186 Missense_Mutation SNP G A 6 14 c.3550C>T c.(3550-3552)CTT>TTT p.L1184F

Pat_63 Post-Resistance SEC23A 10484 37 14 39565220 39565220 Missense_Mutation SNP C T 27 199 c.103G>A c.(103-105)GTT>ATT p.V35I

Pat_63 Post-Resistance PNN 5411 37 14 39645283 39645283 Missense_Mutation SNP C T 8 58 c.115C>T c.(115-117)CCC>TCC p.P39S

Pat_63 Post-Resistance FSCB 84075 37 14 44975229 44975229 Missense_Mutation SNP G A 6 28 c.962C>T c.(961-963)GCT>GTT p.A321V

Pat_63 Post-Resistance RPL10L 140801 37 14 47120617 47120617 Missense_Mutation SNP G A 17 81 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_63 Post-Resistance CDKL1 8814 37 14 50802857 50802857 Missense_Mutation SNP C T 4 26 c.2836G>A c.(2836-2838)GTA>ATA p.V946I

Pat_63 Post-Resistance KTN1 3895 37 14 56146298 56146298 Missense_Mutation SNP G A 8 54 c.3964G>A c.(3964-3966)GAG>AAG p.E1322K

Pat_63 Post-Resistance KIAA0586 9786 37 14 58934459 58934459 Missense_Mutation SNP C T 11 310 c.2033C>T c.(2032-2034)ACC>ATC p.T678I

Pat_63 Post-Resistance DAAM1 23002 37 14 59798636 59798636 Nonsense_Mutation SNP C T 13 85 c.1966C>T c.(1966-1968)CAG>TAG p.Q656*

Pat_63 Post-Resistance PPP2R5E 5529 37 14 63856340 63856340 Missense_Mutation SNP G A 4 41 c.1064C>T c.(1063-1065)CCC>CTC p.P355L

Pat_63 Post-Resistance SYNE2 23224 37 14 64493369 64493369 Missense_Mutation SNP G A 8 26 c.6325G>A c.(6325-6327)GCC>ACC p.A2109T

Pat_63 Post-Resistance SYNE2 23224 37 14 64686082 64686082 Missense_Mutation SNP C T 9 54 c.19745C>T c.(19744-19746)CCT>CTT p.P6582L

Pat_63 Post-Resistance AKAP5 9495 37 14 64935848 64935848 Nonsense_Mutation SNP C T 36 205 c.736C>T c.(736-738)CAA>TAA p.Q246*

Pat_63 Post-Resistance EXD2 55218 37 14 69707693 69707693 Missense_Mutation SNP G A 4 41 c.1367G>A c.(1366-1368)CGC>CAC p.R456H

Pat_63 Post-Resistance ACOT2 10965 37 14 74040241 74040241 Missense_Mutation SNP C T 26 97 c.793C>T c.(793-795)CTC>TTC p.L265F

Pat_63 Post-Resistance ZNF410 57862 37 14 74390131 74390131 Missense_Mutation SNP C T 13 78 c.1304C>T c.(1303-1305)TCT>TTT p.S435F

Pat_63 Post-Resistance FLVCR2 55640 37 14 76091096 76091096 Splice_Site SNP G A 6 51 c.952_splice c.e3+1 p.G318_splice

Pat_63 Post-Resistance C14orf118 55668 37 14 76668051 76668051 Nonsense_Mutation SNP G T 21 61 c.1306G>T c.(1306-1308)GAG>TAG p.E436*

Pat_63 Post-Resistance SNW1 22938 37 14 78217816 78217817 Missense_Mutation DNP CC AA 3 27 c.175_176GG>TT c.(175-177)GGA>TTA p.G59L

Pat_63 Post-Resistance ADCK1 57143 37 14 78365567 78365567 Missense_Mutation SNP T C 17 80 c.707T>C c.(706-708)GTG>GCG p.V236A

Pat_63 Post-Resistance NRXN3 9369 37 14 79933620 79933620 Missense_Mutation SNP G A 12 79 c.2200G>A c.(2200-2202)GCC>ACC p.A734T



Pat_63 Post-Resistance C14orf145 145508 37 14 81380683 81380683 Missense_Mutation SNP C T 24 155 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_63 Post-Resistance FLRT2 23768 37 14 86089009 86089009 Missense_Mutation SNP C T 32 178 c.1151C>T c.(1150-1152)CCC>CTC p.P384L

Pat_63 Post-Resistance GALC 2581 37 14 88414137 88414137 Missense_Mutation SNP C T 19 131 c.1424G>A c.(1423-1425)GGC>GAC p.G475D

Pat_63 Post-Resistance PTPN21 11099 37 14 88946502 88946502 Missense_Mutation SNP C T 6 33 c.1273G>A c.(1273-1275)GAC>AAC p.D425N

Pat_63 Post-Resistance PTPN21 11099 37 14 88963546 88963546 Splice_Site SNP C T 4 45 c.852_splice c.e9+1 p.T284_splice

Pat_63 Post-Resistance TTC7B 145567 37 14 91110419 91110419 Missense_Mutation SNP G A 36 256 c.1724C>T c.(1723-1725)GCC>GTC p.A575V

Pat_63 Post-Resistance SERPINA12 145264 37 14 94964729 94964729 Missense_Mutation SNP G T 13 54 c.6C>A c.(4-6)AAC>AAA p.N2K

Pat_63 Post-Resistance AK7 122481 37 14 96953362 96953362 Missense_Mutation SNP A G 14 83 c.2102A>G c.(2101-2103)AAC>AGC p.N701S

Pat_63 Post-Resistance MARK3 4140 37 14 103931956 103931956 Missense_Mutation SNP T A 18 87 c.603T>A c.(601-603)AAT>AAA p.N201K

Pat_63 Post-Resistance KLC1 3831 37 14 104129134 104129134 Missense_Mutation SNP T C 4 19 c.667T>C c.(667-669)TAC>CAC p.Y223H

Pat_63 Post-Resistance CRIP2 1397 37 14 105945540 105945540 Missense_Mutation SNP C T 24 64 c.485C>T c.(484-486)CCC>CTC p.P162L

Pat_63 Post-Resistance NIPA1 123606 37 15 23052593 23052593 Splice_Site SNP A G 9 233 c.478_splice c.e4+1 p.V160_splice

Pat_63 Post-Resistance MTMR10 54893 37 15 31283658 31283658 Missense_Mutation SNP G A 13 72 c.52C>T c.(52-54)CCG>TCG p.P18S

Pat_63 Post-Resistance OTUD7A 161725 37 15 31795984 31795984 Missense_Mutation SNP C T 8 71 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_63 Post-Resistance BAHD1 22893 37 15 40751819 40751819 Missense_Mutation SNP G A 9 100 c.1156G>A c.(1156-1158)GAG>AAG p.E386K

Pat_63 Post-Resistance BAHD1 22893 37 15 40758235 40758235 Missense_Mutation SNP G A 33 297 c.2249G>A c.(2248-2250)CGC>CAC p.R750H

Pat_63 Post-Resistance MGA 23269 37 15 41961589 41961589 Missense_Mutation SNP G A 60 372 c.497G>A c.(496-498)GGT>GAT p.G166D

Pat_63 Post-Resistance EHD4 30844 37 15 42211781 42211781 Missense_Mutation SNP C T 17 147 c.551G>A c.(550-552)AGG>AAG p.R184K

Pat_63 Post-Resistance TRPM7 54822 37 15 50866603 50866603 Missense_Mutation SNP C T 7 45 c.5176G>A c.(5176-5178)GAA>AAA p.E1726K

Pat_63 Post-Resistance CYP19A1 1588 37 15 51519975 51519975 Splice_Site SNP C T 14 79 c.451_splice c.e5+1 p.A151_splice

Pat_63 Post-Resistance LEO1 123169 37 15 52245461 52245461 Splice_Site SNP C T 10 72 c.1341_splice c.e8-1 p.S447_splice

Pat_63 Post-Resistance FAM63B 54629 37 15 59102428 59102428 Splice_Site SNP G A 24 149 c.964_splice c.e4-1 p.N322_splice

Pat_63 Post-Resistance SLTM 79811 37 15 59179448 59179448 Missense_Mutation SNP C T 13 99 c.2667G>A c.(2665-2667)ATG>ATA p.M889I

Pat_63 Post-Resistance MYO1E 4643 37 15 59430537 59430537 Missense_Mutation SNP G A 24 142 c.3110C>T c.(3109-3111)CCC>CTC p.P1037L

Pat_63 Post-Resistance SNX1 6642 37 15 64418401 64418401 Missense_Mutation SNP C T 15 88 c.634C>T c.(634-636)CCG>TCG p.P212S

Pat_63 Post-Resistance CILP 8483 37 15 65490577 65490577 Missense_Mutation SNP C T 21 89 c.2047G>A c.(2047-2049)GAC>AAC p.D683N

Pat_63 Post-Resistance C15orf44 81556 37 15 65892267 65892267 Missense_Mutation SNP C T 15 58 c.331G>A c.(331-333)GTT>ATT p.V111I

Pat_63 Post-Resistance SMAD6 4091 37 15 67073470 67073470 Missense_Mutation SNP G A 7 17 c.1088G>A c.(1087-1089)GGC>GAC p.G363D

Pat_63 Post-Resistance LBXCOR1 390598 37 15 68119394 68119394 Missense_Mutation SNP G A 6 28 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_63 Post-Resistance FEM1B 10116 37 15 68582046 68582046 Missense_Mutation SNP C T 17 135 c.350C>T c.(349-351)ACC>ATC p.T117I

Pat_63 Post-Resistance MYO9A 4649 37 15 72142435 72142435 Missense_Mutation SNP G A 28 177 c.6655C>T c.(6655-6657)CGC>TGC p.R2219C

Pat_63 Post-Resistance PARP6 56965 37 15 72543552 72543552 Missense_Mutation SNP C T 12 128 c.1304G>A c.(1303-1305)AGC>AAC p.S435N

Pat_63 Post-Resistance CCDC33 80125 37 15 74623340 74623340 Missense_Mutation SNP G A 3 14 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_63 Post-Resistance ARID3B 10620 37 15 74887991 74887991 Missense_Mutation SNP C T 9 27 c.1562C>T c.(1561-1563)ACG>ATG p.T521M

Pat_63 Post-Resistance EDC3 80153 37 15 74967464 74967464 Missense_Mutation SNP A C 88 470 c.2T>G c.(1-3)ATG>AGG p.M1R

Pat_63 Post-Resistance COX5A 9377 37 15 75216038 75216038 Missense_Mutation SNP C T 7 47 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_63 Post-Resistance NEIL1 79661 37 15 75647142 75647142 Missense_Mutation SNP G A 4 44 c.1085G>A c.(1084-1086)GGG>GAG p.G362E

Pat_63 Post-Resistance MAN2C1 4123 37 15 75654757 75654757 Missense_Mutation SNP C T 11 56 c.935G>A c.(934-936)GGC>GAC p.G312D

Pat_63 Post-Resistance SCAPER 49855 37 15 76726500 76726500 Missense_Mutation SNP G A 4 85 c.3230C>T c.(3229-3231)ACC>ATC p.T1077I

Pat_63 Post-Resistance CIB2 10518 37 15 78398202 78398202 Missense_Mutation SNP C T 24 89 c.421G>A c.(421-423)GAT>AAT p.D141N

Pat_63 Post-Resistance RASGRF1 5923 37 15 79272981 79272981 Missense_Mutation SNP G A 12 50 c.3523C>T c.(3523-3525)CTC>TTC p.L1175F

Pat_63 Post-Resistance FAH 2184 37 15 80460462 80460462 Missense_Mutation SNP G A 15 58 c.524G>A c.(523-525)AGG>AAG p.R175K

Pat_63 Post-Resistance MESDC2 23184 37 15 81274441 81274441 Missense_Mutation SNP C T 16 140 c.296G>A c.(295-297)AGC>AAC p.S99N

Pat_63 Post-Resistance ZSCAN2 54993 37 15 85164576 85164576 Missense_Mutation SNP C T 36 295 c.1150C>T c.(1150-1152)CAC>TAC p.H384Y

Pat_63 Post-Resistance ALPK3 57538 37 15 85411661 85411661 Missense_Mutation SNP G A 5 23 c.5698G>A c.(5698-5700)GGC>AGC p.G1900S

Pat_63 Post-Resistance SLC28A1 9154 37 15 85478378 85478378 Missense_Mutation SNP C T 16 100 c.1336C>T c.(1336-1338)CTC>TTC p.L446F

Pat_63 Post-Resistance C15orf42 90381 37 15 90126050 90126050 Missense_Mutation SNP G A 36 180 c.788G>A c.(787-789)GGA>GAA p.G263E



Pat_63 Post-Resistance TTLL13 440307 37 15 90794074 90794074 Missense_Mutation SNP C T 28 167 c.212C>T c.(211-213)ACA>ATA p.T71I

Pat_63 Post-Resistance SNRPA1 6627 37 15 101825189 101825189 Missense_Mutation SNP C T 49 489 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_63 Post-Resistance OR4F4 26682 37 15 102462385 102462385 Missense_Mutation SNP C T 9 668 c.878G>A c.(877-879)CGG>CAG p.R293Q

Pat_63 Post-Resistance RHBDF1 64285 37 16 113745 113745 Nonsense_Mutation SNP C T 12 49 c.302G>A c.(301-303)TGG>TAG p.W101*

Pat_63 Post-Resistance WDR90 197335 37 16 716231 716231 Missense_Mutation SNP C T 22 72 c.4621C>T c.(4621-4623)CTC>TTC p.L1541F

Pat_63 Post-Resistance MSLNL 401827 37 16 824854 824854 Missense_Mutation SNP C T 3 34 c.1718G>A c.(1717-1719)GGT>GAT p.G573D

Pat_63 Post-Resistance MAPK8IP3 23162 37 16 1817641 1817641 Missense_Mutation SNP C T 19 63 c.3311C>T c.(3310-3312)TCC>TTC p.S1104F

Pat_63 Post-Resistance SRRM2 23524 37 16 2817385 2817385 Missense_Mutation SNP G A 32 147 c.6856G>A c.(6856-6858)GAC>AAC p.D2286N

Pat_63 Post-Resistance TNFRSF12A 51330 37 16 3070478 3070478 Missense_Mutation SNP G A 8 53 c.80G>A c.(79-81)GGG>GAG p.G27E

Pat_63 Post-Resistance HMOX2 3163 37 16 4558095 4558095 Nonsense_Mutation SNP C T 3 28 c.586C>T c.(586-588)CAG>TAG p.Q196*

Pat_63 Post-Resistance PPL 5493 37 16 4933859 4933859 Missense_Mutation SNP C T 7 107 c.4797G>A c.(4795-4797)ATG>ATA p.M1599I

Pat_63 Post-Resistance CIITA 4261 37 16 10996560 10996560 Missense_Mutation SNP G A 3 47 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_63 Post-Resistance MKL2 57496 37 16 14355272 14355272 Missense_Mutation SNP C T 33 136 c.3271C>T c.(3271-3273)CCA>TCA p.P1091S

Pat_63 Post-Resistance KIAA0430 9665 37 16 15692725 15692725 Missense_Mutation SNP G A 6 35 c.4970C>T c.(4969-4971)CCT>CTT p.P1657L

Pat_63 Post-Resistance KIAA0430 9665 37 16 15715746 15715746 Missense_Mutation SNP G A 12 59 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_63 Post-Resistance KIAA0430 9665 37 16 15718895 15718895 Missense_Mutation SNP G A 31 118 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_63 Post-Resistance SCNN1G 6340 37 16 23224000 23224000 Missense_Mutation SNP G A 8 82 c.1296G>A c.(1294-1296)ATG>ATA p.M432I

Pat_63 Post-Resistance GGA2 23062 37 16 23478972 23478972 Missense_Mutation SNP G A 9 31 c.1781C>T c.(1780-1782)CCT>CTT p.P594L

Pat_63 Post-Resistance PALB2 79728 37 16 23641289 23641289 Missense_Mutation SNP G A 7 49 c.2186C>T c.(2185-2187)CCC>CTC p.P729L

Pat_63 Post-Resistance TAOK2 9344 37 16 29997130 29997130 Missense_Mutation SNP A G 4 19 c.1940A>G c.(1939-1941)AAG>AGG p.K647R

Pat_63 Post-Resistance HIRIP3 8479 37 16 30005798 30005798 Missense_Mutation SNP C T 5 174 c.668G>A c.(667-669)AGT>AAT p.S223N

Pat_63 Post-Resistance CD2BP2 10421 37 16 30365960 30365960 Missense_Mutation SNP C T 13 443 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_63 Post-Resistance ITGAL 3683 37 16 30500639 30500639 Missense_Mutation SNP C T 3 44 c.1145C>T c.(1144-1146)GCA>GTA p.A382V

Pat_63 Post-Resistance ZNF668 79759 37 16 31072808 31072808 Missense_Mutation SNP C T 4 111 c.1441G>A c.(1441-1443)GTG>ATG p.V481M

Pat_63 Post-Resistance NOD2 64127 37 16 50756549 50756549 Missense_Mutation SNP G A 67 339 c.2731G>A c.(2731-2733)GTG>ATG p.V911M

Pat_63 Post-Resistance AKTIP 64400 37 16 53532337 53532337 Missense_Mutation SNP G A 35 165 c.214C>T c.(214-216)CCC>TCC p.P72S

Pat_63 Post-Resistance MMP2 4313 37 16 55519659 55519659 Missense_Mutation SNP G A 28 152 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_63 Post-Resistance CNGB1 1258 37 16 57996948 57996948 Missense_Mutation SNP G A 22 61 c.311C>T c.(310-312)ACC>ATC p.T104I

Pat_63 Post-Resistance TPPP3 51673 37 16 67424473 67424473 Missense_Mutation SNP G A 39 173 c.251C>T c.(250-252)ACC>ATC p.T84I

Pat_63 Post-Resistance LCAT 3931 37 16 67976778 67976778 Missense_Mutation SNP C T 3 88 c.413G>A c.(412-414)AGC>AAC p.S138N

Pat_63 Post-Resistance ESRP2 80004 37 16 68265252 68265252 Nonsense_Mutation SNP G A 13 44 c.1570C>T c.(1570-1572)CAG>TAG p.Q524*

Pat_63 Post-Resistance SMPD3 55512 37 16 68395176 68395176 Missense_Mutation SNP G A 12 28 c.1901C>T c.(1900-1902)TCC>TTC p.S634F

Pat_63 Post-Resistance VPS4A 27183 37 16 69350133 69350133 Missense_Mutation SNP G A 14 63 c.139G>A c.(139-141)GCC>ACC p.A47T

Pat_63 Post-Resistance FUK 197258 37 16 70502848 70502848 Missense_Mutation SNP G T 12 37 c.760G>T c.(760-762)GAC>TAC p.D254Y

Pat_63 Post-Resistance CHST4 10164 37 16 71571554 71571554 Missense_Mutation SNP G A 3 23 c.974G>A c.(973-975)AGG>AAG p.R325K

Pat_63 Post-Resistance DHODH 1723 37 16 72046022 72046022 Missense_Mutation SNP G A 25 131 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_63 Post-Resistance ZFHX3 463 37 16 72829896 72829896 Missense_Mutation SNP G A 23 78 c.6685C>T c.(6685-6687)CCT>TCT p.P2229S

Pat_63 Post-Resistance CHST6 4166 37 16 75512550 75512550 Missense_Mutation SNP G A 17 54 c.1177C>T c.(1177-1179)CCC>TCC p.P393S

Pat_63 Post-Resistance KLHL36 79786 37 16 84690751 84690751 Missense_Mutation SNP G A 4 47 c.338G>A c.(337-339)GGC>GAC p.G113D

Pat_63 Post-Resistance CDH15 1013 37 16 89258152 89258152 Missense_Mutation SNP G A 5 9 c.1465G>A c.(1465-1467)GGC>AGC p.G489S

Pat_63 Post-Resistance CDH15 1013 37 16 89260199 89260199 Missense_Mutation SNP G A 5 12 c.2029G>A c.(2029-2031)GCG>ACG p.A677T

Pat_63 Post-Resistance OR3A1 4994 37 17 3195759 3195759 Missense_Mutation SNP C T 8 48 c.118G>A c.(118-120)GTC>ATC p.V40I

Pat_63 Post-Resistance MYBBP1A 10514 37 17 4457563 4457563 Missense_Mutation SNP G A 6 48 c.305C>T c.(304-306)TCT>TTT p.S102F

Pat_63 Post-Resistance SMTNL2 342527 37 17 4498522 4498522 Missense_Mutation SNP C T 18 27 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_63 Post-Resistance SLC13A5 284111 37 17 6606361 6606361 Missense_Mutation SNP G A 8 78 c.644C>T c.(643-645)GCG>GTG p.A215V

Pat_63 Post-Resistance PHF23 79142 37 17 7139108 7139108 Missense_Mutation SNP C T 19 422 c.1049G>A c.(1048-1050)GGG>GAG p.G350E

Pat_63 Post-Resistance EFNB3 1949 37 17 7612602 7612602 Missense_Mutation SNP G A 3 9 c.731G>A c.(730-732)GGG>GAG p.G244E



Pat_63 Post-Resistance CHD3 1107 37 17 7807277 7807277 Missense_Mutation SNP G A 21 67 c.3862G>A c.(3862-3864)GTG>ATG p.V1288M

Pat_63 Post-Resistance C17orf68 80169 37 17 8146340 8146340 Missense_Mutation SNP C T 5 21 c.160G>A c.(160-162)GGA>AGA p.G54R

Pat_63 Post-Resistance ARHGEF15 22899 37 17 8218775 8218775 Missense_Mutation SNP C T 4 67 c.1304C>T c.(1303-1305)TCC>TTC p.S435F

Pat_63 Post-Resistance MYH4 4622 37 17 10366873 10366873 Missense_Mutation SNP G A 11 64 c.736C>T c.(736-738)CGC>TGC p.R246C

Pat_63 Post-Resistance DNAH9 1770 37 17 11835441 11835441 Nonsense_Mutation SNP G A 8 45 c.12216G>A c.(12214-12216)TGG>TGA p.W4072*

Pat_63 Post-Resistance CCDC144A 9720 37 17 16594059 16594059 Splice_Site SNP G A 11 117 c.344_splice c.e1+1 p.S115_splice

Pat_63 Post-Resistance TOP3A 7156 37 17 18193994 18193994 Missense_Mutation SNP G A 7 28 c.1474C>T c.(1474-1476)CCT>TCT p.P492S

Pat_63 Post-Resistance FBXW10 10517 37 17 18653160 18653160 Missense_Mutation SNP G A 10 98 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_63 Post-Resistance FAM18B 51030 37 17 18702245 18702245 Missense_Mutation SNP G A 36 263 c.451G>A c.(451-453)GTA>ATA p.V151I

Pat_63 Post-Resistance WSB1 26118 37 17 25628852 25628852 Missense_Mutation SNP G A 36 204 c.79G>A c.(79-81)GCT>ACT p.A27T

Pat_63 Post-Resistance SLC13A2 9058 37 17 26817804 26817804 Missense_Mutation SNP G A 4 103 c.454G>A c.(454-456)GCA>ACA p.A152T

Pat_63 Post-Resistance C17orf63 55731 37 17 27086229 27086229 Missense_Mutation SNP G A 11 30 c.748C>T c.(748-750)CCC>TCC p.P250S

Pat_63 Post-Resistance ADAP2 55803 37 17 29250074 29250074 Missense_Mutation SNP G A 47 153 c.211G>A c.(211-213)GAC>AAC p.D71N

Pat_63 Post-Resistance UNC45B 146862 37 17 33503031 33503031 Missense_Mutation SNP T C 11 70 c.2009T>C c.(2008-2010)ATT>ACT p.I670T

Pat_63 Post-Resistance SLFN12 55106 37 17 33749797 33749797 Missense_Mutation SNP C T 13 59 c.251G>A c.(250-252)AGT>AAT p.S84N

Pat_63 Post-Resistance GPR179 440435 37 17 36483786 36483786 Missense_Mutation SNP G T 7 98 c.5666C>A c.(5665-5667)CCC>CAC p.P1889H

Pat_63 Post-Resistance PPP1R1B 84152 37 17 37791880 37791880 Missense_Mutation SNP G A 5 124 c.466G>A c.(466-468)GGC>AGC p.G156S

Pat_63 Post-Resistance GSDMA 284110 37 17 38130084 38130084 Splice_Site SNP G A 3 34 c.751_splice c.e8+1 p.G251_splice

Pat_63 Post-Resistance MED24 9862 37 17 38185143 38185143 Missense_Mutation SNP C T 9 60 c.1345G>A c.(1345-1347)GAC>AAC p.D449N

Pat_63 Post-Resistance RARA 5914 37 17 38487404 38487404 Translation_Start_Site SNP G A 12 22 c.-66G>A c.(-68--64)GGGTG>GGATG

Pat_63 Post-Resistance SMARCE1 6605 37 17 38785156 38785156 Missense_Mutation SNP C T 6 180 c.1117G>A c.(1117-1119)GGG>AGG p.G373R

Pat_63 Post-Resistance KRT23 25984 37 17 39092786 39092786 Missense_Mutation SNP G A 5 22 c.70C>T c.(70-72)CGG>TGG p.R24W

Pat_63 Post-Resistance KRT39 390792 37 17 39123083 39123083 Missense_Mutation SNP G A 39 206 c.26C>T c.(25-27)ACC>ATC p.T9I

Pat_63 Post-Resistance KRTAP4-7 100132476 37 17 39240729 39240729 Missense_Mutation SNP A G 4 99 c.271A>G c.(271-273)ATG>GTG p.M91V

Pat_63 Post-Resistance KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 5 153 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_63 Post-Resistance PLEKHH3 79990 37 17 40828421 40828421 Missense_Mutation SNP C T 9 60 c.161G>A c.(160-162)AGG>AAG p.R54K

Pat_63 Post-Resistance CNTNAP1 8506 37 17 40842765 40842765 Missense_Mutation SNP G A 43 173 c.1864G>A c.(1864-1866)GCG>ACG p.A622T

Pat_63 Post-Resistance BRCA1 672 37 17 41245156 41245156 Missense_Mutation SNP G A 10 374 c.2392C>T c.(2392-2394)CCA>TCA p.P798S

Pat_63 Post-Resistance DHX8 1659 37 17 41561547 41561547 Missense_Mutation SNP G A 24 158 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_63 Post-Resistance DHX8 1659 37 17 41585006 41585006 Missense_Mutation SNP G A 42 188 c.2059G>A c.(2059-2061)GCA>ACA p.A687T

Pat_63 Post-Resistance ETV4 2118 37 17 41622343 41622343 Missense_Mutation SNP C T 15 50 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_63 Post-Resistance C17orf104 284071 37 17 42744625 42744625 Missense_Mutation SNP C T 22 226 c.1346C>T c.(1345-1347)CCC>CTC p.P449L

Pat_63 Post-Resistance C17orf57 124989 37 17 45468892 45468892 Missense_Mutation SNP A G 8 39 c.1672A>G c.(1672-1674)ATT>GTT p.I558V

Pat_63 Post-Resistance KPNB1 3837 37 17 45755759 45755759 Missense_Mutation SNP G A 3 64 c.2333G>A c.(2332-2334)GGG>GAG p.G778E

Pat_63 Post-Resistance XYLT2 64132 37 17 48433566 48433566 Missense_Mutation SNP G A 15 121 c.1426G>A c.(1426-1428)GAC>AAC p.D476N

Pat_63 Post-Resistance MSI2 124540 37 17 55478802 55478802 Missense_Mutation SNP T G 73 95 c.375T>G c.(373-375)GAT>GAG p.D125E

Pat_63 Post-Resistance TEX14 56155 37 17 56694940 56694940 Missense_Mutation SNP C T 25 104 c.595G>A c.(595-597)GTC>ATC p.V199I

Pat_63 Post-Resistance PPM1E 22843 37 17 57058253 57058253 Missense_Mutation SNP G A 10 64 c.2129G>A c.(2128-2130)AGT>AAT p.S710N

Pat_63 Post-Resistance USP32 84669 37 17 58313509 58313509 Missense_Mutation SNP T C 51 270 c.1229A>G c.(1228-1230)TAT>TGT p.Y410C

Pat_63 Post-Resistance MED13 9969 37 17 60088457 60088457 Missense_Mutation SNP G A 10 15 c.1421C>T c.(1420-1422)ACT>ATT p.T474I

Pat_63 Post-Resistance ERN1 2081 37 17 62130186 62130186 Missense_Mutation SNP C T 3 41 c.2207G>A c.(2206-2208)GGC>GAC p.G736D

Pat_63 Post-Resistance HELZ 9931 37 17 65116610 65116610 Missense_Mutation SNP G A 14 66 c.3752C>T c.(3751-3753)CCT>CTT p.P1251L

Pat_63 Post-Resistance KCNJ2 3759 37 17 68171383 68171383 Missense_Mutation SNP A G 13 74 c.203A>G c.(202-204)TAC>TGC p.Y68C

Pat_63 Post-Resistance TTYH2 94015 37 17 72256320 72256320 Missense_Mutation SNP G A 42 163 c.1577G>A c.(1576-1578)AGG>AAG p.R526K

Pat_63 Post-Resistance TMEM104 54868 37 17 72787136 72787136 Missense_Mutation SNP G A 8 50 c.388G>A c.(388-390)GTG>ATG p.V130M

Pat_63 Post-Resistance OTOP2 92736 37 17 72929576 72929576 Missense_Mutation SNP C T 5 72 c.1625C>T c.(1624-1626)CCT>CTT p.P542L

Pat_63 Post-Resistance ATP5H 10476 37 17 73035097 73035097 Missense_Mutation SNP G T 3 58 c.416C>A c.(415-417)GCT>GAT p.A139D



Pat_63 Post-Resistance RECQL5 9400 37 17 73625837 73625837 Missense_Mutation SNP G A 12 72 c.1898C>T c.(1897-1899)CCC>CTC p.P633L

Pat_63 Post-Resistance QRICH2 84074 37 17 74288506 74288506 Nonsense_Mutation SNP G A 8 190 c.1804C>T c.(1804-1806)CAG>TAG p.Q602*

Pat_63 Post-Resistance MGAT5B 146664 37 17 74936506 74936506 Missense_Mutation SNP C T 19 62 c.1634C>T c.(1633-1635)CCC>CTC p.P545L

Pat_63 Post-Resistance SEC14L1 6397 37 17 75192314 75192314 Missense_Mutation SNP A G 12 56 c.740A>G c.(739-741)TAC>TGC p.Y247C

Pat_63 Post-Resistance USP36 57602 37 17 76800019 76800019 Missense_Mutation SNP G A 6 30 c.2258C>T c.(2257-2259)CCC>CTC p.P753L

Pat_63 Post-Resistance CARD14 79092 37 17 78156562 78156562 Missense_Mutation SNP C T 7 36 c.322C>T c.(322-324)CCT>TCT p.P108S

Pat_63 Post-Resistance PDE6G 5148 37 17 79620323 79620323 Missense_Mutation SNP G A 8 26 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_63 Post-Resistance P4HB 5034 37 17 79803565 79803565 Missense_Mutation SNP C T 5 46 c.1231G>A c.(1231-1233)GGA>AGA p.G411R

Pat_63 Post-Resistance C17orf62 79415 37 17 80403811 80403811 Missense_Mutation SNP C T 7 22 c.227G>A c.(226-228)GGG>GAG p.G76E

Pat_63 Post-Resistance MYOM1 8736 37 18 3173945 3173945 Missense_Mutation SNP G A 6 32 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_63 Post-Resistance TXNDC2 84203 37 18 9887006 9887006 Missense_Mutation SNP G A 17 161 c.530G>A c.(529-531)GGT>GAT p.G177D

Pat_63 Post-Resistance VAPA 9218 37 18 9954188 9954189 Nonsense_Mutation DNP CT TA 28 185 c.730_731CT>TA c.(730-732)CTA>TAA p.L244*

Pat_63 Post-Resistance LAMA3 3909 37 18 21293981 21293981 Missense_Mutation SNP C T 13 58 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_63 Post-Resistance LAMA3 3909 37 18 21426373 21426373 Missense_Mutation SNP T C 15 46 c.3832T>C c.(3832-3834)TGC>CGC p.C1278R

Pat_63 Post-Resistance KLHL14 57565 37 18 30350079 30350079 Missense_Mutation SNP G A 7 91 c.476C>T c.(475-477)TCG>TTG p.S159L

Pat_63 Post-Resistance DTNA 1837 37 18 32455318 32455318 Missense_Mutation SNP C T 13 78 c.1778C>T c.(1777-1779)TCC>TTC p.S593F

Pat_63 Post-Resistance NARS 4677 37 18 55283091 55283091 Nonsense_Mutation SNP C T 26 104 c.210G>A c.(208-210)TGG>TGA p.W70*

Pat_63 Post-Resistance ALPK2 115701 37 18 56247520 56247520 Missense_Mutation SNP G A 6 242 c.488C>T c.(487-489)TCC>TTC p.S163F

Pat_63 Post-Resistance ZCCHC2 54877 37 18 60241332 60241332 Missense_Mutation SNP C T 13 44 c.2018C>T c.(2017-2019)ACT>ATT p.T673I

Pat_63 Post-Resistance ZCCHC2 54877 37 18 60242373 60242373 Missense_Mutation SNP G A 7 38 c.3059G>A c.(3058-3060)AGC>AAC p.S1020N

Pat_63 Post-Resistance RTTN 25914 37 18 67812931 67812931 Missense_Mutation SNP C T 14 69 c.2398G>A c.(2398-2400)GTT>ATT p.V800I

Pat_63 Post-Resistance FAM69C 125704 37 18 72109259 72109259 Missense_Mutation SNP G C 18 58 c.969C>G c.(967-969)TTC>TTG p.F323L

Pat_63 Post-Resistance TXNL4A 10907 37 18 77733749 77733749 Missense_Mutation SNP C T 6 189 c.365G>A c.(364-366)GGG>GAG p.G122E

Pat_63 Post-Resistance ADNP2 22850 37 18 77893724 77893724 Missense_Mutation SNP G A 4 75 c.428G>A c.(427-429)GGT>GAT p.G143D

Pat_63 Post-Resistance PTBP1 5725 37 19 804083 804083 Missense_Mutation SNP G A 9 63 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_63 Post-Resistance TCF3 6929 37 19 1619170 1619170 Missense_Mutation SNP C T 4 55 c.1390G>A c.(1390-1392)GCC>ACC p.A464T

Pat_63 Post-Resistance REXO1 57455 37 19 1820395 1820395 Splice_Site SNP C T 8 49 c.2395_splice c.e6-1 p.S799_splice

Pat_63 Post-Resistance THOP1 7064 37 19 2805172 2805172 Missense_Mutation SNP G A 3 20 c.748G>A c.(748-750)GAG>AAG p.E250K

Pat_63 Post-Resistance CELF5 60680 37 19 3281320 3281320 Missense_Mutation SNP C T 8 156 c.727C>T c.(727-729)CCC>TCC p.P243S

Pat_63 Post-Resistance PIP5K1C 23396 37 19 3661915 3661915 Missense_Mutation SNP C T 3 32 c.304G>A c.(304-306)GTG>ATG p.V102M

Pat_63 Post-Resistance MAP2K2 5605 37 19 4110584 4110584 Missense_Mutation SNP A T 7 89 c.373T>A c.(373-375)TGC>AGC p.C125S

Pat_63 Post-Resistance SIRT6 51548 37 19 4175140 4175140 Missense_Mutation SNP T C 3 11 c.623A>G c.(622-624)GAC>GGC p.D208G

Pat_63 Post-Resistance CCDC94 55702 37 19 4251074 4251074 Missense_Mutation SNP G A 4 66 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_63 Post-Resistance SHD 56961 37 19 4290454 4290454 Missense_Mutation SNP G A 13 72 c.847G>A c.(847-849)GGC>AGC p.G283S

Pat_63 Post-Resistance STAP2 55620 37 19 4327312 4327312 Splice_Site SNP C T 7 101 c.660_splice c.e7+1 p.P220_splice

Pat_63 Post-Resistance TICAM1 148022 37 19 4818206 4818206 Missense_Mutation SNP C T 3 23 c.184G>A c.(184-186)GAG>AAG p.E62K

Pat_63 Post-Resistance DUS3L 56931 37 19 5787710 5787710 Missense_Mutation SNP C T 37 324 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_63 Post-Resistance C3 718 37 19 6697713 6697713 Missense_Mutation SNP C T 8 58 c.2533G>A c.(2533-2535)GTG>ATG p.V845M

Pat_63 Post-Resistance ZNF557 79230 37 19 7083283 7083283 Missense_Mutation SNP G A 7 208 c.800G>A c.(799-801)CGC>CAC p.R267H

Pat_63 Post-Resistance MCOLN1 57192 37 19 7594599 7594599 Splice_Site SNP G A 7 403 c.1359_splice c.e11+1 p.K453_splice

Pat_63 Post-Resistance MCOLN1 57192 37 19 7598655 7598655 Missense_Mutation SNP G A 9 85 c.1717G>A c.(1717-1719)GAG>AAG p.E573K

Pat_63 Post-Resistance HNRNPM 4670 37 19 8536233 8536233 Missense_Mutation SNP G A 4 62 c.919G>A c.(919-921)GGG>AGG p.G307R

Pat_63 Post-Resistance MYO1F 4542 37 19 8601252 8601252 Missense_Mutation SNP G A 3 27 c.1927C>T c.(1927-1929)CCG>TCG p.P643S

Pat_63 Post-Resistance MYO1F 4542 37 19 8619416 8619416 Missense_Mutation SNP C T 21 223 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_63 Post-Resistance MUC16 94025 37 19 9067711 9067711 Missense_Mutation SNP C T 5 51 c.19735G>A c.(19735-19737)GAC>AAC p.D6579N

Pat_63 Post-Resistance ZNF846 162993 37 19 9868257 9868257 Missense_Mutation SNP G A 15 138 c.1496C>T c.(1495-1497)ACT>ATT p.T499I

Pat_63 Post-Resistance COL5A3 50509 37 19 10080559 10080559 Missense_Mutation SNP C T 11 123 c.3976G>A c.(3976-3978)GAG>AAG p.E1326K



Pat_63 Post-Resistance COL5A3 50509 37 19 10088126 10088126 Missense_Mutation SNP G A 6 30 c.3149C>T c.(3148-3150)CCC>CTC p.P1050L

Pat_63 Post-Resistance RDH8 50700 37 19 10132038 10132038 Missense_Mutation SNP A G 33 154 c.644A>G c.(643-645)TAC>TGC p.Y215C

Pat_63 Post-Resistance ICAM5 7087 37 19 10402201 10402201 Missense_Mutation SNP C T 42 246 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_63 Post-Resistance CDC37 11140 37 19 10506171 10506171 Missense_Mutation SNP C T 9 594 c.427G>A c.(427-429)GTG>ATG p.V143M

Pat_63 Post-Resistance DNM2 1785 37 19 10886583 10886583 Splice_Site SNP G A 5 32 c.589_splice c.e4+1 p.G197_splice

Pat_63 Post-Resistance TMED1 11018 37 19 10945771 10945771 Missense_Mutation SNP C T 31 196 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_63 Post-Resistance ZNF441 126068 37 19 11891424 11891424 Missense_Mutation SNP G A 13 122 c.785G>A c.(784-786)AGT>AAT p.S262N

Pat_63 Post-Resistance FARSA 2193 37 19 13035584 13035584 Missense_Mutation SNP C T 31 250 c.1064G>A c.(1063-1065)CGC>CAC p.R355H

Pat_63 Post-Resistance PODNL1 79883 37 19 14047243 14047243 Missense_Mutation SNP C T 7 93 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_63 Post-Resistance PKN1 5585 37 19 14574479 14574479 Missense_Mutation SNP G A 13 81 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_63 Post-Resistance EMR3 84658 37 19 14749080 14749080 Missense_Mutation SNP C T 13 94 c.1321G>A c.(1321-1323)GGT>AGT p.G441S

Pat_63 Post-Resistance CYP4F12 66002 37 19 15806746 15806746 Nonsense_Mutation SNP G A 11 85 c.1116G>A c.(1114-1116)TGG>TGA p.W372*

Pat_63 Post-Resistance SLC27A1 376497 37 19 17611442 17611442 Splice_Site SNP G A 6 40 c.1471_splice c.e9+1 p.G491_splice

Pat_63 Post-Resistance ARRDC2 27106 37 19 18120831 18120831 Missense_Mutation SNP G A 27 180 c.832G>A c.(832-834)GTG>ATG p.V278M

Pat_63 Post-Resistance IL12RB1 3594 37 19 18184374 18184374 Missense_Mutation SNP C T 8 75 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_63 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 8 122 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_63 Post-Resistance ZNF626 199777 37 19 20807353 20807353 Missense_Mutation SNP T C 6 232 c.1330A>G c.(1330-1332)AGG>GGG p.R444G

Pat_63 Post-Resistance ZNF208 7757 37 19 22155962 22155962 Missense_Mutation SNP G A 6 232 c.1574C>T c.(1573-1575)ACT>ATT p.T525I

Pat_63 Post-Resistance ZNF208 7757 37 19 22156590 22156590 Missense_Mutation SNP C T 6 227 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_63 Post-Resistance ZNF676 163223 37 19 22364334 22364334 Missense_Mutation SNP G A 7 45 c.185C>T c.(184-186)TCT>TTT p.S62F

Pat_63 Post-Resistance ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 4 65 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_63 Post-Resistance ZNF99 7652 37 19 22941533 22941533 Missense_Mutation SNP C T 18 136 c.905G>A c.(904-906)GGA>GAA p.G302E

Pat_63 Post-Resistance ZNF536 9745 37 19 31040196 31040196 Missense_Mutation SNP C T 8 38 c.3670C>T c.(3670-3672)CCT>TCT p.P1224S

Pat_63 Post-Resistance ZNF507 22847 37 19 32845720 32845720 Missense_Mutation SNP G A 17 175 c.1984G>A c.(1984-1986)GTC>ATC p.V662I

Pat_63 Post-Resistance GPATCH1 55094 37 19 33587204 33587204 Missense_Mutation SNP G A 19 202 c.704G>A c.(703-705)GGT>GAT p.G235D

Pat_63 Post-Resistance ZNF30 90075 37 19 35434639 35434639 Missense_Mutation SNP G A 6 20 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_63 Post-Resistance ZNF30 90075 37 19 35434793 35434793 Missense_Mutation SNP G C 40 127 c.923G>C c.(922-924)AGA>ACA p.R308T

Pat_63 Post-Resistance MAG 4099 37 19 35801492 35801492 Missense_Mutation SNP T G 5 28 c.1562T>G c.(1561-1563)GTC>GGC p.V521G

Pat_63 Post-Resistance GAPDHS 26330 37 19 36034682 36034682 Missense_Mutation SNP G A 3 13 c.1009G>A c.(1009-1011)GCA>ACA p.A337T

Pat_63 Post-Resistance LRFN3 79414 37 19 36431187 36431187 Missense_Mutation SNP G A 3 11 c.860G>A c.(859-861)GGC>GAC p.G287D

Pat_63 Post-Resistance ZNF829 374899 37 19 37382776 37382776 Missense_Mutation SNP G A 7 83 c.917C>T c.(916-918)ACT>ATT p.T306I

Pat_63 Post-Resistance ZNF573 126231 37 19 38262218 38262218 Missense_Mutation SNP T C 7 67 c.188A>G c.(187-189)AAC>AGC p.N63S

Pat_63 Post-Resistance SIPA1L3 23094 37 19 38573508 38573508 Missense_Mutation SNP G A 3 48 c.1303G>A c.(1303-1305)GGG>AGG p.G435R

Pat_63 Post-Resistance SIPA1L3 23094 37 19 38682823 38682823 Missense_Mutation SNP C T 3 48 c.4469C>T c.(4468-4470)CCG>CTG p.P1490L

Pat_63 Post-Resistance NFKBIB 4793 37 19 39396007 39396007 Missense_Mutation SNP C T 3 14 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_63 Post-Resistance IL29 282618 37 19 39788715 39788715 Missense_Mutation SNP C A 14 56 c.361C>A c.(361-363)CTG>ATG p.L121M

Pat_63 Post-Resistance SUPT5H 6829 37 19 39936537 39936537 Missense_Mutation SNP G A 14 49 c.7G>A c.(7-9)GAC>AAC p.D3N

Pat_63 Post-Resistance AKT2 208 37 19 40746017 40746017 Missense_Mutation SNP C T 8 343 c.574G>A c.(574-576)GAT>AAT p.D192N

Pat_63 Post-Resistance PRX 57716 37 19 40902800 40902800 Missense_Mutation SNP G A 54 161 c.1459C>T c.(1459-1461)CCG>TCG p.P487S

Pat_63 Post-Resistance LTBP4 8425 37 19 41103210 41103210 Missense_Mutation SNP G A 2 0 c.70G>A c.(70-72)GCC>ACC p.A24T

Pat_63 Post-Resistance ITPKC 80271 37 19 41223735 41223735 Missense_Mutation SNP G A 10 19 c.695G>A c.(694-696)AGG>AAG p.R232K

Pat_63 Post-Resistance MEGF8 1954 37 19 42830535 42830535 Missense_Mutation SNP G A 3 11 c.140G>A c.(139-141)GGT>GAT p.G47D

Pat_63 Post-Resistance ZNF227 7770 37 19 44738971 44738971 Missense_Mutation SNP T C 14 84 c.388T>C c.(388-390)TGT>CGT p.C130R

Pat_63 Post-Resistance CLPTM1 1209 37 19 45480666 45480666 Missense_Mutation SNP C T 24 154 c.535C>T c.(535-537)CCC>TCC p.P179S

Pat_63 Post-Resistance QPCTL 54814 37 19 46206162 46206162 Missense_Mutation SNP G A 6 143 c.1004G>A c.(1003-1005)GGG>GAG p.G335E

Pat_63 Post-Resistance DMWD 1762 37 19 46294251 46294251 Missense_Mutation SNP G A 5 226 c.536C>T c.(535-537)ACC>ATC p.T179I

Pat_63 Post-Resistance ELSPBP1 64100 37 19 48519155 48519155 Missense_Mutation SNP C T 3 38 c.214C>T c.(214-216)CCA>TCA p.P72S



Pat_63 Post-Resistance FUT2 2524 37 19 49206665 49206665 Missense_Mutation SNP C T 24 96 c.452C>T c.(451-453)CCC>CTC p.P151L

Pat_63 Post-Resistance FUZ 80199 37 19 50314928 50314928 Missense_Mutation SNP G A 8 594 c.347C>T c.(346-348)ACC>ATC p.T116I

Pat_63 Post-Resistance IL4I1 259307 37 19 50393094 50393094 Missense_Mutation SNP C T 13 28 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_63 Post-Resistance KLK6 5653 37 19 51471321 51471321 Missense_Mutation SNP C T 21 91 c.40G>A c.(40-42)GCC>ACC p.A14T

Pat_63 Post-Resistance FPR3 2359 37 19 52327542 52327542 Missense_Mutation SNP G A 35 229 c.541G>A c.(541-543)GCA>ACA p.A181T

Pat_63 Post-Resistance ZNF808 388558 37 19 53058088 53058088 Missense_Mutation SNP G A 4 81 c.1919G>A c.(1918-1920)CGA>CAA p.R640Q

Pat_63 Post-Resistance ZNF600 162966 37 19 53269276 53269276 Missense_Mutation SNP C T 42 281 c.1733G>A c.(1732-1734)GGA>GAA p.G578E

Pat_63 Post-Resistance ZNF468 90333 37 19 53345171 53345171 Missense_Mutation SNP G A 55 201 c.376C>T c.(376-378)CAT>TAT p.H126Y

Pat_63 Post-Resistance LILRB1 10859 37 19 55144064 55144064 Missense_Mutation SNP G A 8 57 c.811G>A c.(811-813)GCA>ACA p.A271T

Pat_63 Post-Resistance NLRP9 338321 37 19 56249610 56249610 Missense_Mutation SNP C A 33 187 c.131G>T c.(130-132)TGG>TTG p.W44L

Pat_63 Post-Resistance ZNF549 256051 37 19 58050030 58050030 Missense_Mutation SNP G A 20 96 c.1658G>A c.(1657-1659)GGC>GAC p.G553D

Pat_63 Post-Resistance ZNF550 162972 37 19 58059242 58059242 Missense_Mutation SNP C T 32 170 c.247G>A c.(247-249)GGG>AGG p.G83R

Pat_63 Post-Resistance ZNF776 284309 37 19 58265876 58265876 Missense_Mutation SNP C T 8 166 c.1378C>T c.(1378-1380)CAT>TAT p.H460Y

Pat_63 Post-Resistance ASAP2 8853 37 2 9490958 9490958 Missense_Mutation SNP C T 14 36 c.1045C>T c.(1045-1047)CTC>TTC p.L349F

Pat_63 Post-Resistance PUM2 23369 37 2 20455102 20455102 Missense_Mutation SNP C T 17 62 c.2623G>A c.(2623-2625)GTA>ATA p.V875I

Pat_63 Post-Resistance GCKR 2646 37 2 27728604 27728604 Missense_Mutation SNP C T 10 40 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_63 Post-Resistance PLB1 151056 37 2 28748137 28748137 Missense_Mutation SNP C T 3 26 c.247C>T c.(247-249)CCA>TCA p.P83S

Pat_63 Post-Resistance C2orf71 388939 37 2 29293881 29293881 Missense_Mutation SNP G A 5 81 c.3247C>T c.(3247-3249)CCT>TCT p.P1083S

Pat_63 Post-Resistance NLRC4 58484 37 2 32460470 32460470 Missense_Mutation SNP C T 26 81 c.2782G>A c.(2782-2784)GGT>AGT p.G928S

Pat_63 Post-Resistance HEATR5B 54497 37 2 37208682 37208682 Missense_Mutation SNP G A 3 39 c.6167C>T c.(6166-6168)CCC>CTC p.P2056L

Pat_63 Post-Resistance C2orf56 55471 37 2 37468875 37468875 Missense_Mutation SNP G A 19 62 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_63 Post-Resistance THUMPD2 80745 37 2 39983069 39983069 Missense_Mutation SNP C T 16 61 c.923G>A c.(922-924)GGA>GAA p.G308E

Pat_63 Post-Resistance THADA 63892 37 2 43787403 43787403 Missense_Mutation SNP C T 7 15 c.2433G>A c.(2431-2433)ATG>ATA p.M811I

Pat_63 Post-Resistance LRPPRC 10128 37 2 44117016 44117016 Splice_Site SNP C T 16 56 c.3986_splice c.e37-1 p.V1329_splice

Pat_63 Post-Resistance PREPL 9581 37 2 44565611 44565611 Missense_Mutation SNP C T 7 25 c.1034G>A c.(1033-1035)AGA>AAA p.R345K

Pat_63 Post-Resistance MSH6 2956 37 2 48018231 48018231 Nonsense_Mutation SNP G A 6 54 c.426G>A c.(424-426)TGG>TGA p.W142*

Pat_63 Post-Resistance MSH6 2956 37 2 48026684 48026684 Missense_Mutation SNP C T 4 51 c.1562C>T c.(1561-1563)ACA>ATA p.T521I

Pat_63 Post-Resistance MSH6 2956 37 2 48027316 48027316 Nonsense_Mutation SNP C T 17 91 c.2194C>T c.(2194-2196)CGA>TGA p.R732*

Pat_63 Post-Resistance MSH6 2956 37 2 48033352 48033352 Missense_Mutation SNP C T 7 42 c.3656C>T c.(3655-3657)ACT>ATT p.T1219I

Pat_63 Post-Resistance STON1-GTF2A1L 286749 37 2 48808478 48808478 Missense_Mutation SNP C T 29 68 c.706C>T c.(706-708)CTC>TTC p.L236F

Pat_63 Post-Resistance ERLEC1 27248 37 2 54045093 54045093 Missense_Mutation SNP C T 14 30 c.1439C>T c.(1438-1440)TCT>TTT p.S480F

Pat_63 Post-Resistance USP34 9736 37 2 61415817 61415817 Missense_Mutation SNP C T 15 44 c.10061G>A c.(10060-10062)AGG>AAG p.R3354K

Pat_63 Post-Resistance FAM161A 84140 37 2 62067070 62067070 Missense_Mutation SNP C T 22 62 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_63 Post-Resistance RAB11FIP5 26056 37 2 73315377 73315377 Missense_Mutation SNP C T 21 48 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_63 Post-Resistance CCT7 10574 37 2 73477537 73477537 Missense_Mutation SNP G T 19 65 c.1174G>T c.(1174-1176)GCC>TCC p.A392S

Pat_63 Post-Resistance GGCX 2677 37 2 85778617 85778617 Missense_Mutation SNP C T 22 115 c.1726G>A c.(1726-1728)GGA>AGA p.G576R

Pat_63 Post-Resistance RNF103 7844 37 2 86831783 86831783 Missense_Mutation SNP G C 3 53 c.1241C>G c.(1240-1242)TCT>TGT p.S414C

Pat_63 Post-Resistance SNRNP200 23020 37 2 96944087 96944087 Missense_Mutation SNP C T 7 66 c.5498G>A c.(5497-5499)AGC>AAC p.S1833N

Pat_63 Post-Resistance CNGA3 1261 37 2 99012353 99012353 Nonsense_Mutation SNP G A 23 141 c.720G>A c.(718-720)TGG>TGA p.W240*

Pat_63 Post-Resistance MRPL30 51263 37 2 99812055 99812055 Missense_Mutation SNP C T 37 279 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_63 Post-Resistance MAP4K4 9448 37 2 102456309 102456309 Missense_Mutation SNP G A 4 17 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_63 Post-Resistance PSD4 23550 37 2 113955150 113955150 Missense_Mutation SNP G A 10 45 c.2396G>A c.(2395-2397)GGC>GAC p.G799D

Pat_63 Post-Resistance EPB41L5 57669 37 2 120776803 120776803 Missense_Mutation SNP C T 75 367 c.143C>T c.(142-144)TCC>TTC p.S48F

Pat_63 Post-Resistance LRP1B 53353 37 2 141092120 141092120 Missense_Mutation SNP T C 22 115 c.12125A>G c.(12124-12126)TAC>TGC p.Y4042C

Pat_63 Post-Resistance GALNT5 11227 37 2 158116023 158116023 Missense_Mutation SNP G A 9 86 c.1429G>A c.(1429-1431)GCC>ACC p.A477T

Pat_63 Post-Resistance PKP4 8502 37 2 159519886 159519886 Missense_Mutation SNP G A 4 59 c.2506G>A c.(2506-2508)GAA>AAA p.E836K

Pat_63 Post-Resistance PLA2R1 22925 37 2 160884757 160884757 Nonsense_Mutation SNP A T 13 68 c.1071T>A c.(1069-1071)TAT>TAA p.Y357*



Pat_63 Post-Resistance SCN2A 6326 37 2 166231217 166231217 Missense_Mutation SNP G A 22 123 c.3995G>A c.(3994-3996)GGA>GAA p.G1332E

Pat_63 Post-Resistance STK39 27347 37 2 169020352 169020352 Missense_Mutation SNP C T 13 73 c.469G>A c.(469-471)GGA>AGA p.G157R

Pat_63 Post-Resistance LRP2 4036 37 2 170031804 170031804 Missense_Mutation SNP C T 23 75 c.10667G>A c.(10666-10668)GGA>GAA p.G3556E

Pat_63 Post-Resistance LRP2 4036 37 2 170147435 170147435 Missense_Mutation SNP G A 18 46 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_63 Post-Resistance PHOSPHO2 493911 37 2 170557605 170557605 Missense_Mutation SNP G A 4 89 c.124G>A c.(124-126)GGA>AGA p.G42R

Pat_63 Post-Resistance TTN 7273 37 2 179442563 179442563 Missense_Mutation SNP C T 6 39 c.60886G>A c.(60886-60888)GAA>AAA p.E20296K

Pat_63 Post-Resistance TTN 7273 37 2 179480455 179480455 Missense_Mutation SNP A G 19 66 c.40669T>C c.(40669-40671)TAC>CAC p.Y13557H

Pat_63 Post-Resistance TTN 7273 37 2 179611855 179611855 Missense_Mutation SNP G A 15 68 c.15272C>T c.(15271-15273)ACT>ATT p.T5091I

Pat_63 Post-Resistance TTN 7273 37 2 179611942 179611942 Missense_Mutation SNP T C 6 45 c.15185A>G c.(15184-15186)TAC>TGC p.Y5062C

Pat_63 Post-Resistance DNAJC10 54431 37 2 183594666 183594666 Missense_Mutation SNP C T 17 109 c.725C>T c.(724-726)ACA>ATA p.T242I

Pat_63 Post-Resistance ANKAR 150709 37 2 190571704 190571704 Missense_Mutation SNP G A 31 108 c.1738G>A c.(1738-1740)GCA>ACA p.A580T

Pat_63 Post-Resistance PMS1 5378 37 2 190728749 190728749 Nonsense_Mutation SNP C T 4 95 c.2137C>T c.(2137-2139)CAA>TAA p.Q713*

Pat_63 Post-Resistance STAT1 6772 37 2 191849115 191849115 Missense_Mutation SNP G A 5 35 c.1268C>T c.(1267-1269)CCT>CTT p.P423L

Pat_63 Post-Resistance DNAH7 56171 37 2 196729348 196729348 Missense_Mutation SNP C T 11 56 c.7031G>A c.(7030-7032)GGG>GAG p.G2344E

Pat_63 Post-Resistance HSPE1 3336 37 2 198367933 198367933 Missense_Mutation SNP G A 7 135 c.259G>A c.(259-261)GAT>AAT p.D87N

Pat_63 Post-Resistance PPIL3 53938 37 2 201741652 201741652 Missense_Mutation SNP C T 29 117 c.349G>A c.(349-351)GTA>ATA p.V117I

Pat_63 Post-Resistance CASP8 841 37 2 202136343 202136343 Missense_Mutation SNP T A 10 24 c.410T>A c.(409-411)ATG>AAG p.M137K

Pat_63 Post-Resistance CASP8 841 37 2 202141584 202141584 Missense_Mutation SNP C T 9 82 c.695C>T c.(694-696)CCT>CTT p.P232L

Pat_63 Post-Resistance CPS1 1373 37 2 211456650 211456650 Missense_Mutation SNP G A 12 68 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_63 Post-Resistance SPAG16 79582 37 2 214794858 214794858 Nonsense_Mutation SNP G A 16 73 c.1389G>A c.(1387-1389)TGG>TGA p.W463*

Pat_63 Post-Resistance FN1 2335 37 2 216236937 216236937 Missense_Mutation SNP C T 11 67 c.6409G>A c.(6409-6411)GTT>ATT p.V2137I

Pat_63 Post-Resistance FN1 2335 37 2 216248086 216248086 Missense_Mutation SNP C T 15 81 c.5015G>A c.(5014-5016)GGA>GAA p.G1672E

Pat_63 Post-Resistance FN1 2335 37 2 216262405 216262405 Missense_Mutation SNP G A 5 160 c.3515C>T c.(3514-3516)ACA>ATA p.T1172I

Pat_63 Post-Resistance RNF25 64320 37 2 219529597 219529597 Splice_Site SNP C T 4 25 c.667_splice c.e9-1 p.E223_splice

Pat_63 Post-Resistance PRKAG3 53632 37 2 219692297 219692297 Splice_Site SNP C T 18 97 c.875_splice c.e8+1 p.S292_splice

Pat_63 Post-Resistance GLB1L 79411 37 2 220102547 220102547 Splice_Site SNP C T 30 97 c.1473_splice c.e15+1 p.K491_splice

Pat_63 Post-Resistance TUBA4A 7277 37 2 220116021 220116021 Missense_Mutation SNP C T 11 79 c.400G>A c.(400-402)GGC>AGC p.G134S

Pat_63 Post-Resistance PTPRN 5798 37 2 220166328 220166328 Missense_Mutation SNP C T 7 150 c.1108G>A c.(1108-1110)GGT>AGT p.G370S

Pat_63 Post-Resistance STK11IP 114790 37 2 220476373 220476373 Missense_Mutation SNP C T 47 155 c.2185C>T c.(2185-2187)CTC>TTC p.L729F

Pat_63 Post-Resistance PSMD1 5707 37 2 232028416 232028416 Missense_Mutation SNP T C 22 91 c.2456T>C c.(2455-2457)GTA>GCA p.V819A

Pat_63 Post-Resistance COL6A3 1293 37 2 238274532 238274532 Missense_Mutation SNP G A 20 101 c.5647C>T c.(5647-5649)CCC>TCC p.P1883S

Pat_63 Post-Resistance LRRFIP1 9208 37 2 238671548 238671548 Missense_Mutation SNP G A 19 180 c.1192G>A c.(1192-1194)GAT>AAT p.D398N

Pat_63 Post-Resistance ANKMY1 51281 37 2 241492372 241492372 Missense_Mutation SNP C T 4 97 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_63 Post-Resistance AGXT 189 37 2 241817455 241817455 Missense_Mutation SNP C T 6 16 c.959C>T c.(958-960)ACA>ATA p.T320I

Pat_63 Post-Resistance PASK 23178 37 2 242066820 242066820 Missense_Mutation SNP C T 15 64 c.1510G>A c.(1510-1512)GCG>ACG p.A504T

Pat_63 Post-Resistance PASK 23178 37 2 242076571 242076571 Missense_Mutation SNP C T 7 36 c.985G>A c.(985-987)GCG>ACG p.A329T

Pat_63 Post-Resistance HDLBP 3069 37 2 242186214 242186214 Missense_Mutation SNP T A 23 113 c.1903A>T c.(1903-1905)AAC>TAC p.N635Y

Pat_63 Post-Resistance C20orf54 113278 37 20 746336 746336 Missense_Mutation SNP G A 9 36 c.83C>T c.(82-84)CCC>CTC p.P28L

Pat_63 Post-Resistance STK35 140901 37 20 2097573 2097573 Missense_Mutation SNP G A 10 53 c.1154G>A c.(1153-1155)AGC>AAC p.S385N

Pat_63 Post-Resistance TMC2 117532 37 20 2596792 2596792 Missense_Mutation SNP G A 8 67 c.1882G>A c.(1882-1884)GCT>ACT p.A628T

Pat_63 Post-Resistance SIGLEC1 6614 37 20 3684715 3684715 Missense_Mutation SNP G A 22 89 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_63 Post-Resistance CHD6 84181 37 20 40033310 40033310 Missense_Mutation SNP G A 35 133 c.8071C>T c.(8071-8073)CCT>TCT p.P2691S

Pat_63 Post-Resistance CHD6 84181 37 20 40040803 40040803 Missense_Mutation SNP G A 7 42 c.7232C>T c.(7231-7233)CCC>CTC p.P2411L

Pat_63 Post-Resistance TP53TG5 27296 37 20 44004130 44004130 Missense_Mutation SNP G A 10 52 c.317C>T c.(316-318)TCC>TTC p.S106F

Pat_63 Post-Resistance KCNB1 3745 37 20 47989713 47989713 Missense_Mutation SNP T C 32 153 c.2384A>G c.(2383-2385)AAC>AGC p.N795S

Pat_63 Post-Resistance CASS4 57091 37 20 55033445 55033445 Missense_Mutation SNP G A 9 63 c.2003G>A c.(2002-2004)AGG>AAG p.R668K

Pat_63 Post-Resistance BMP7 655 37 20 55777639 55777639 Missense_Mutation SNP C T 16 53 c.652G>A c.(652-654)GCC>ACC p.A218T



Pat_63 Post-Resistance SS18L1 26039 37 20 60738610 60738610 Missense_Mutation SNP G A 3 24 c.653G>A c.(652-654)GGG>GAG p.G218E

Pat_63 Post-Resistance C20orf166 128826 37 20 61167687 61167687 Missense_Mutation SNP G A 3 10 c.157G>A c.(157-159)GAA>AAA p.E53K

Pat_63 Post-Resistance CXADR 1525 37 21 18919438 18919438 Missense_Mutation SNP G A 21 48 c.137G>A c.(136-138)AGT>AAT p.S46N

Pat_63 Post-Resistance CXADR 1525 37 21 18924137 18924137 Missense_Mutation SNP C A 3 60 c.281C>A c.(280-282)ACG>AAG p.T94K

Pat_63 Post-Resistance ADAMTS1 9510 37 21 28214249 28214249 Missense_Mutation SNP C T 22 71 c.1138G>A c.(1138-1140)GAT>AAT p.D380N

Pat_63 Post-Resistance USP16 10600 37 21 30419545 30419545 Nonsense_Mutation SNP T G 46 143 c.1914T>G c.(1912-1914)TAT>TAG p.Y638*

Pat_63 Post-Resistance SOD1 6647 37 21 33040842 33040842 Missense_Mutation SNP G A 15 90 c.416G>A c.(415-417)GGA>GAA p.G139E

Pat_63 Post-Resistance TRAPPC10 7109 37 21 45497586 45497586 Missense_Mutation SNP G A 6 106 c.1390G>A c.(1390-1392)GCC>ACC p.A464T

Pat_63 Post-Resistance CLTCL1 8218 37 22 19223266 19223266 Missense_Mutation SNP G A 13 256 c.922C>T c.(922-924)CCA>TCA p.P308S

Pat_63 Post-Resistance C22orf29 79680 37 22 19838985 19838985 Missense_Mutation SNP G A 7 54 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_63 Post-Resistance TXNRD2 10587 37 22 19864728 19864728 Missense_Mutation SNP C T 4 114 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_63 Post-Resistance DGCR8 54487 37 22 20073988 20073988 Missense_Mutation SNP G A 9 328 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_63 Post-Resistance TRMT2A 27037 37 22 20103660 20103660 Missense_Mutation SNP C T 5 163 c.500G>A c.(499-501)CGA>CAA p.R167Q

Pat_63 Post-Resistance TRMT2A 27037 37 22 20103990 20103990 Missense_Mutation SNP G A 4 47 c.170C>T c.(169-171)CCC>CTC p.P57L

Pat_63 Post-Resistance ZNF74 7625 37 22 20759874 20759874 Missense_Mutation SNP C T 3 12 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_63 Post-Resistance SLC7A4 6545 37 22 21384515 21384515 Missense_Mutation SNP C T 6 58 c.1108G>A c.(1108-1110)GGC>AGC p.G370S

Pat_63 Post-Resistance ZNF280A 129025 37 22 22869329 22869329 Missense_Mutation SNP G A 23 204 c.626C>T c.(625-627)CCC>CTC p.P209L

Pat_63 Post-Resistance LOC96610 96610 37 22 23241849 23241849 Splice_Site SNP C T 7 72 c.15463_splice c.e366+2

Pat_63 Post-Resistance GGT5 2687 37 22 24622691 24622691 Missense_Mutation SNP C T 9 92 c.946G>A c.(946-948)GTG>ATG p.V316M

Pat_63 Post-Resistance GGT1 2678 37 22 25019077 25019077 Missense_Mutation SNP G A 10 70 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_63 Post-Resistance HPS4 89781 37 22 26875274 26875274 Missense_Mutation SNP C T 10 229 c.89G>A c.(88-90)GGC>GAC p.G30D

Pat_63 Post-Resistance TFIP11 24144 37 22 26899709 26899709 Missense_Mutation SNP C T 8 402 c.571G>A c.(571-573)GGG>AGG p.G191R

Pat_63 Post-Resistance SEC14L3 266629 37 22 30864589 30864589 Missense_Mutation SNP C T 14 101 c.329G>A c.(328-330)GGG>GAG p.G110E

Pat_63 Post-Resistance LIMK2 3985 37 22 31674419 31674419 Missense_Mutation SNP C T 25 536 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_63 Post-Resistance PIK3IP1 113791 37 22 31679107 31679107 Missense_Mutation SNP G A 4 71 c.755C>T c.(754-756)ACC>ATC p.T252I

Pat_63 Post-Resistance PATZ1 23598 37 22 31740613 31740613 Missense_Mutation SNP G A 5 197 c.976C>T c.(976-978)CTT>TTT p.L326F

Pat_63 Post-Resistance FOXRED2 80020 37 22 36900157 36900157 Missense_Mutation SNP G A 10 83 c.1037C>T c.(1036-1038)TCC>TTC p.S346F

Pat_63 Post-Resistance GGA1 26088 37 22 38026050 38026050 Missense_Mutation SNP C T 27 128 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_63 Post-Resistance TRIOBP 11078 37 22 38131242 38131242 Nonsense_Mutation SNP G A 28 98 c.4899G>A c.(4897-4899)TGG>TGA p.W1633*

Pat_63 Post-Resistance PICK1 9463 37 22 38453850 38453850 Missense_Mutation SNP G A 15 376 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_63 Post-Resistance CSNK1E 1454 37 22 38695921 38695921 Missense_Mutation SNP C T 22 589 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_63 Post-Resistance KCNJ4 3761 37 22 38823404 38823404 Missense_Mutation SNP C T 7 241 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_63 Post-Resistance DDX17 10521 37 22 38882193 38882193 Missense_Mutation SNP C T 17 339 c.1943G>A c.(1942-1944)GGC>GAC p.G648D

Pat_63 Post-Resistance GTPBP1 9567 37 22 39104916 39104916 Missense_Mutation SNP G A 30 185 c.259G>A c.(259-261)GAC>AAC p.D87N

Pat_63 Post-Resistance APOBEC3C 27350 37 22 39413792 39413792 Missense_Mutation SNP C T 47 262 c.196C>T c.(196-198)CAT>TAT p.H66Y

Pat_63 Post-Resistance RPS19BP1 91582 37 22 39928436 39928436 Missense_Mutation SNP T C 14 122 c.145A>G c.(145-147)AAC>GAC p.N49D

Pat_63 Post-Resistance SGSM3 27352 37 22 40801813 40801813 Missense_Mutation SNP C T 16 110 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_63 Post-Resistance XPNPEP3 63929 37 22 41320405 41320405 Missense_Mutation SNP C T 17 843 c.1276C>T c.(1276-1278)CTC>TTC p.L426F

Pat_63 Post-Resistance EP300 2033 37 22 41513598 41513598 Missense_Mutation SNP G A 14 332 c.502G>A c.(502-504)GGG>AGG p.G168R

Pat_63 Post-Resistance EP300 2033 37 22 41545924 41545924 Missense_Mutation SNP C T 14 192 c.2539C>T c.(2539-2541)CCA>TCA p.P847S

Pat_63 Post-Resistance POLR3H 171568 37 22 41940058 41940058 Nonsense_Mutation SNP C T 9 236 c.48G>A c.(46-48)TGG>TGA p.W16*

Pat_63 Post-Resistance XRCC6 2547 37 22 42046754 42046754 Missense_Mutation SNP G A 15 323 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_63 Post-Resistance XRCC6 2547 37 22 42054305 42054305 Missense_Mutation SNP G A 18 243 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_63 Post-Resistance MEI1 150365 37 22 42139163 42139163 Missense_Mutation SNP G A 10 149 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_63 Post-Resistance TCF20 6942 37 22 42606013 42606013 Missense_Mutation SNP C T 14 359 c.5299G>A c.(5299-5301)GAG>AAG p.E1767K

Pat_63 Post-Resistance TCF20 6942 37 22 42607668 42607668 Missense_Mutation SNP G A 10 209 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_63 Post-Resistance TCF20 6942 37 22 42609099 42609099 Missense_Mutation SNP C T 15 633 c.2213G>A c.(2212-2214)GGC>GAC p.G738D



Pat_63 Post-Resistance NFAM1 150372 37 22 42793898 42793898 Missense_Mutation SNP C T 8 317 c.629G>A c.(628-630)AGC>AAC p.S210N

Pat_63 Post-Resistance RRP7A 27341 37 22 42911232 42911232 Missense_Mutation SNP C T 6 172 c.385G>A c.(385-387)GTG>ATG p.V129M

Pat_63 Post-Resistance FAM118A 55007 37 22 45723730 45723730 Missense_Mutation SNP G A 11 459 c.308G>A c.(307-309)GGC>GAC p.G103D

Pat_63 Post-Resistance SMC1B 27127 37 22 45782851 45782851 Missense_Mutation SNP G A 14 716 c.1807C>T c.(1807-1809)CCT>TCT p.P603S

Pat_63 Post-Resistance FBLN1 2192 37 22 45923757 45923757 Missense_Mutation SNP G A 11 514 c.352G>A c.(352-354)GCG>ACG p.A118T

Pat_63 Post-Resistance PKDREJ 10343 37 22 46657298 46657298 Missense_Mutation SNP C T 22 754 c.1922G>A c.(1921-1923)AGT>AAT p.S641N

Pat_63 Post-Resistance SHANK3 85358 37 22 51154142 51154142 Missense_Mutation SNP G A 8 144 c.2359G>A c.(2359-2361)GGC>AGC p.G787S

Pat_63 Post-Resistance ACR 49 37 22 51182491 51182491 Missense_Mutation SNP C T 5 168 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_63 Post-Resistance CNTN4 152330 37 3 3081863 3081863 Missense_Mutation SNP C T 19 82 c.2306C>T c.(2305-2307)CCC>CTC p.P769L

Pat_63 Post-Resistance EDEM1 9695 37 3 5248941 5248941 Missense_Mutation SNP T C 3 115 c.1321T>C c.(1321-1323)TTT>CTT p.F441L

Pat_63 Post-Resistance SETD5 55209 37 3 9512495 9512495 Missense_Mutation SNP C T 5 27 c.3077C>T c.(3076-3078)TCC>TTC p.S1026F

Pat_63 Post-Resistance TTLL3 26140 37 3 9877103 9877103 Missense_Mutation SNP C T 8 224 c.2249C>T c.(2248-2250)TCC>TTC p.S750F

Pat_63 Post-Resistance IL17RC 84818 37 3 9970108 9970108 Missense_Mutation SNP C T 7 40 c.1210C>T c.(1210-1212)CCG>TCG p.P404S

Pat_63 Post-Resistance IL17RC 84818 37 3 9975138 9975138 Missense_Mutation SNP G A 5 23 c.2237G>A c.(2236-2238)GGG>GAG p.G746E

Pat_63 Post-Resistance TMEM111 55831 37 3 10015370 10015370 Missense_Mutation SNP G A 27 138 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_63 Post-Resistance ATG7 10533 37 3 11374463 11374463 Missense_Mutation SNP C T 4 16 c.785C>T c.(784-786)TCT>TTT p.S262F

Pat_63 Post-Resistance ZFYVE20 64145 37 3 15115302 15115302 Missense_Mutation SNP C T 13 144 c.2342G>A c.(2341-2343)GGG>GAG p.G781E

Pat_63 Post-Resistance SH3BP5 9467 37 3 15311221 15311221 Missense_Mutation SNP C T 26 185 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_63 Post-Resistance PLCL2 23228 37 3 17131267 17131267 Missense_Mutation SNP G A 15 114 c.3223G>A c.(3223-3225)GAG>AAG p.E1075K

Pat_63 Post-Resistance OSBPL10 114884 37 3 31725509 31725509 Missense_Mutation SNP C T 23 85 c.1343G>A c.(1342-1344)GGG>GAG p.G448E

Pat_63 Post-Resistance ZNF860 344787 37 3 32031628 32031628 Missense_Mutation SNP C T 14 136 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_63 Post-Resistance CNOT10 25904 37 3 32746399 32746399 Missense_Mutation SNP T C 18 90 c.214T>C c.(214-216)TTT>CTT p.F72L

Pat_63 Post-Resistance LRRFIP2 9209 37 3 37163148 37163148 Missense_Mutation SNP G A 16 142 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_63 Post-Resistance GOLGA4 2803 37 3 37367692 37367692 Missense_Mutation SNP T C 14 139 c.4315T>C c.(4315-4317)TCC>CCC p.S1439P

Pat_63 Post-Resistance GOLGA4 2803 37 3 37369306 37369306 Missense_Mutation SNP G A 10 62 c.5929G>A c.(5929-5931)GAG>AAG p.E1977K

Pat_63 Post-Resistance ITGA9 3680 37 3 37860433 37860433 Missense_Mutation SNP C T 7 75 c.3061C>T c.(3061-3063)CGG>TGG p.R1021W

Pat_63 Post-Resistance VILL 50853 37 3 38048063 38048063 Missense_Mutation SNP G A 13 51 c.2329G>A c.(2329-2331)GCT>ACT p.A777T

Pat_63 Post-Resistance ACAA1 30 37 3 38173470 38173470 Missense_Mutation SNP G A 27 142 c.350C>T c.(349-351)TCC>TTC p.S117F

Pat_63 Post-Resistance MYRIP 25924 37 3 40275349 40275349 Splice_Site SNP G A 13 95 c.1906_splice c.e12-1 p.K636_splice

Pat_63 Post-Resistance CTNNB1 1499 37 3 41275723 41275723 Missense_Mutation SNP C T 8 191 c.1618C>T c.(1618-1620)CTT>TTT p.L540F

Pat_63 Post-Resistance LRRC2 79442 37 3 46586699 46586699 Missense_Mutation SNP C T 6 52 c.170G>A c.(169-171)GGC>GAC p.G57D

Pat_63 Post-Resistance PTH1R 5745 37 3 46942562 46942562 Missense_Mutation SNP C A 4 18 c.1036C>A c.(1036-1038)CTG>ATG p.L346M

Pat_63 Post-Resistance SETD2 29072 37 3 47125260 47125260 Missense_Mutation SNP C T 26 198 c.6010G>A c.(6010-6012)GAT>AAT p.D2004N

Pat_63 Post-Resistance CSPG5 10675 37 3 47614179 47614179 Missense_Mutation SNP G A 9 108 c.1379C>T c.(1378-1380)ACC>ATC p.T460I

Pat_63 Post-Resistance COL7A1 1294 37 3 48623812 48623812 Missense_Mutation SNP G A 8 290 c.3503C>T c.(3502-3504)CCC>CTC p.P1168L

Pat_63 Post-Resistance IP6K2 51447 37 3 48730580 48730580 Missense_Mutation SNP C T 6 116 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_63 Post-Resistance AMT 275 37 3 49455124 49455124 Missense_Mutation SNP G A 36 203 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_63 Post-Resistance CACNA2D2 9254 37 3 50404913 50404913 Nonsense_Mutation SNP C T 8 39 c.2334G>A c.(2332-2334)TGG>TGA p.W778*

Pat_63 Post-Resistance RAD54L2 23132 37 3 51667777 51667777 Splice_Site SNP T C 17 49 c.1008_splice c.e7+2 p.P336_splice

Pat_63 Post-Resistance ACY1 95 37 3 52019904 52019904 Missense_Mutation SNP G A 10 62 c.301G>A c.(301-303)GAT>AAT p.D101N

Pat_63 Post-Resistance GLYCTK 132158 37 3 52326454 52326454 Missense_Mutation SNP C T 4 75 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_63 Post-Resistance SFMBT1 51460 37 3 52950168 52950168 Missense_Mutation SNP G A 11 94 c.1478C>T c.(1477-1479)TCA>TTA p.S493L

Pat_63 Post-Resistance CCDC66 285331 37 3 56601063 56601063 Nonsense_Mutation SNP C T 8 97 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_63 Post-Resistance C3orf63 23272 37 3 56680684 56680684 Missense_Mutation SNP C T 12 105 c.2081G>A c.(2080-2082)AGT>AAT p.S694N

Pat_63 Post-Resistance SPATA12 353324 37 3 57108015 57108015 Missense_Mutation SNP A C 4 119 c.293A>C c.(292-294)CAA>CCA p.Q98P

Pat_63 Post-Resistance IL17RD 54756 37 3 57130531 57130531 Missense_Mutation SNP C T 20 90 c.2110G>A c.(2110-2112)GAG>AAG p.E704K

Pat_63 Post-Resistance PRICKLE2 166336 37 3 64133348 64133348 Missense_Mutation SNP C T 20 108 c.818G>A c.(817-819)GGC>GAC p.G273D



Pat_63 Post-Resistance ADAMTS9 56999 37 3 64617589 64617589 Missense_Mutation SNP C T 5 48 c.2188G>A c.(2188-2190)GAT>AAT p.D730N

Pat_63 Post-Resistance FAM19A1 407738 37 3 68055858 68055858 Missense_Mutation SNP C T 23 161 c.89C>T c.(88-90)ACT>ATT p.T30I

Pat_63 Post-Resistance PPP4R2 151987 37 3 73114008 73114008 Missense_Mutation SNP C T 7 132 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_63 Post-Resistance ROBO1 6091 37 3 78649402 78649402 Missense_Mutation SNP G A 9 96 c.4802C>T c.(4801-4803)CCC>CTC p.P1601L

Pat_63 Post-Resistance ROBO1 6091 37 3 78710408 78710408 Missense_Mutation SNP C T 5 21 c.2092G>A c.(2092-2094)GAT>AAT p.D698N

Pat_63 Post-Resistance EPHA6 285220 37 3 96945179 96945179 Missense_Mutation SNP A T 29 61 c.1186A>T c.(1186-1188)ACA>TCA p.T396S

Pat_63 Post-Resistance TOMM70A 9868 37 3 100105188 100105188 Nonsense_Mutation SNP G A 7 18 c.499C>T c.(499-501)CAA>TAA p.Q167*

Pat_63 Post-Resistance IMPG2 50939 37 3 100972586 100972586 Missense_Mutation SNP C A 8 21 c.1193G>T c.(1192-1194)TGG>TTG p.W398L

Pat_63 Post-Resistance SENP7 57337 37 3 101044800 101044800 Missense_Mutation SNP C T 5 165 c.3140G>A c.(3139-3141)GGC>GAC p.G1047D

Pat_63 Post-Resistance IFT57 55081 37 3 107925531 107925531 Missense_Mutation SNP C T 6 22 c.598G>A c.(598-600)GAT>AAT p.D200N

Pat_63 Post-Resistance KIAA1524 57650 37 3 108279513 108279513 Missense_Mutation SNP G A 29 105 c.1810C>T c.(1810-1812)CTT>TTT p.L604F

Pat_63 Post-Resistance BTLA 151888 37 3 112218193 112218193 Missense_Mutation SNP G A 8 38 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_63 Post-Resistance CCDC52 152185 37 3 113169336 113169336 Missense_Mutation SNP G A 15 32 c.2170C>T c.(2170-2172)CCA>TCA p.P724S

Pat_63 Post-Resistance GRAMD1C 54762 37 3 113655179 113655179 Missense_Mutation SNP G A 8 59 c.1523G>A c.(1522-1524)GGC>GAC p.G508D

Pat_63 Post-Resistance PARP14 54625 37 3 122418732 122418732 Missense_Mutation SNP G A 19 68 c.1331G>A c.(1330-1332)AGC>AAC p.S444N

Pat_63 Post-Resistance KALRN 8997 37 3 123983478 123983478 Missense_Mutation SNP C T 3 38 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_63 Post-Resistance ALG1L2 644974 37 3 129814925 129814925 Missense_Mutation SNP C T 3 48 c.458C>T c.(457-459)TCC>TTC p.S153F

Pat_63 Post-Resistance DNAJC13 23317 37 3 132207280 132207280 Missense_Mutation SNP G A 22 50 c.3406G>A c.(3406-3408)GTG>ATG p.V1136M

Pat_63 Post-Resistance TF 7018 37 3 133494435 133494435 Missense_Mutation SNP G A 43 81 c.1846G>A c.(1846-1848)GTC>ATC p.V616I

Pat_63 Post-Resistance PCOLCE2 26577 37 3 142539881 142539881 Missense_Mutation SNP G A 4 79 c.956C>T c.(955-957)GCC>GTC p.A319V

Pat_63 Post-Resistance PLSCR1 5359 37 3 146251283 146251283 Missense_Mutation SNP G A 5 179 c.68C>T c.(67-69)CCT>CTT p.P23L

Pat_63 Post-Resistance IGSF10 285313 37 3 151161004 151161004 Missense_Mutation SNP C T 11 47 c.5731G>A c.(5731-5733)GAC>AAC p.D1911N

Pat_63 Post-Resistance TMEM14E 645843 37 3 152058383 152058383 Missense_Mutation SNP C T 6 123 c.311G>A c.(310-312)GGA>GAA p.G104E

Pat_63 Post-Resistance ZBBX 79740 37 3 167068207 167068207 Splice_Site SNP C T 32 208 c.528_splice c.e9+1 p.Q176_splice

Pat_63 Post-Resistance MECOM 2122 37 3 169099115 169099115 Missense_Mutation SNP C T 26 111 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_63 Post-Resistance LRRIQ4 344657 37 3 169548377 169548377 Missense_Mutation SNP A C 7 20 c.1292A>C c.(1291-1293)AAT>ACT p.N431T

Pat_63 Post-Resistance PIK3CA 5290 37 3 178942525 178942525 Missense_Mutation SNP C T 18 73 c.2332C>T c.(2332-2334)CCA>TCA p.P778S

Pat_63 Post-Resistance EIF2B5 8893 37 3 183860884 183860884 Missense_Mutation SNP G A 10 47 c.1699G>A c.(1699-1701)GAG>AAG p.E567K

Pat_63 Post-Resistance DVL3 1857 37 3 183883938 183883938 Missense_Mutation SNP C T 14 95 c.788C>T c.(787-789)TCC>TTC p.S263F

Pat_63 Post-Resistance LPP 4026 37 3 188327028 188327028 Missense_Mutation SNP C T 73 492 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_63 Post-Resistance CLDN1 9076 37 3 190026151 190026151 Missense_Mutation SNP C T 10 54 c.551G>A c.(550-552)TGT>TAT p.C184Y

Pat_63 Post-Resistance TFRC 7037 37 3 195794997 195794997 Missense_Mutation SNP G A 3 48 c.806C>T c.(805-807)GCA>GTA p.A269V

Pat_63 Post-Resistance DLG1 1739 37 3 196792287 196792287 Missense_Mutation SNP C T 10 82 c.2266G>A c.(2266-2268)GAT>AAT p.D756N

Pat_63 Post-Resistance ZNF595 152687 37 4 195420 195420 Splice_Site SNP G A 5 13 c.514_splice c.e5-1

Pat_63 Post-Resistance ZNF721 170960 37 4 435649 435649 Missense_Mutation SNP T G 7 173 c.2607A>C c.(2605-2607)GAA>GAC p.E869D

Pat_63 Post-Resistance ZNF721 170960 37 4 436574 436574 Missense_Mutation SNP T A 9 301 c.1682A>T c.(1681-1683)GAA>GTA p.E561V

Pat_63 Post-Resistance SLBP 7884 37 4 1705407 1705407 Missense_Mutation SNP G A 5 199 c.197C>T c.(196-198)CCT>CTT p.P66L

Pat_63 Post-Resistance ADD1 118 37 4 2900208 2900208 Missense_Mutation SNP G A 18 142 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_63 Post-Resistance HTT 3064 37 4 3142380 3142380 Missense_Mutation SNP C T 19 88 c.2948C>T c.(2947-2949)ACC>ATC p.T983I

Pat_63 Post-Resistance DOK7 285489 37 4 3478120 3478120 Missense_Mutation SNP C T 15 154 c.383C>T c.(382-384)CCG>CTG p.P128L

Pat_63 Post-Resistance EVC 2121 37 4 5806463 5806463 Missense_Mutation SNP G A 7 56 c.2456G>A c.(2455-2457)AGG>AAG p.R819K

Pat_63 Post-Resistance ABLIM2 84448 37 4 8062694 8062694 Missense_Mutation SNP C T 5 16 c.763G>A c.(763-765)GGT>AGT p.G255S

Pat_63 Post-Resistance SH3TC1 54436 37 4 8216266 8216266 Missense_Mutation SNP C T 13 63 c.440C>T c.(439-441)ACT>ATT p.T147I

Pat_63 Post-Resistance SLC2A9 56606 37 4 10022908 10022908 Missense_Mutation SNP C T 17 136 c.146G>A c.(145-147)AGA>AAA p.R49K

Pat_63 Post-Resistance CLNK 116449 37 4 10542163 10542163 Missense_Mutation SNP G A 17 101 c.557C>T c.(556-558)CCT>CTT p.P186L

Pat_63 Post-Resistance CC2D2A 57545 37 4 15538544 15538544 Missense_Mutation SNP G A 5 34 c.1609G>A c.(1609-1611)GAA>AAA p.E537K

Pat_63 Post-Resistance DCAF16 54876 37 4 17805665 17805665 Missense_Mutation SNP C T 12 59 c.100G>A c.(100-102)GAT>AAT p.D34N



Pat_63 Post-Resistance GPR125 166647 37 4 22414900 22414900 Missense_Mutation SNP C T 81 405 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_63 Post-Resistance DHX15 1665 37 4 24534486 24534486 Splice_Site SNP C T 41 324 c.2100_splice c.e12+1 p.Q700_splice

Pat_63 Post-Resistance PGM2 55276 37 4 37848592 37848592 Missense_Mutation SNP C T 8 84 c.1048C>T c.(1048-1050)CTC>TTC p.L350F

Pat_63 Post-Resistance KLF3 51274 37 4 38690239 38690239 Missense_Mutation SNP C T 11 72 c.91C>T c.(91-93)CCT>TCT p.P31S

Pat_63 Post-Resistance TLR10 81793 37 4 38777133 38777133 Missense_Mutation SNP C T 10 77 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_63 Post-Resistance FRYL 285527 37 4 48581249 48581249 Missense_Mutation SNP G A 12 69 c.2269C>T c.(2269-2271)CTC>TTC p.L757F

Pat_63 Post-Resistance SCFD2 152579 37 4 53740170 53740170 Missense_Mutation SNP G A 18 104 c.2021C>T c.(2020-2022)GCA>GTA p.A674V

Pat_63 Post-Resistance KDR 3791 37 4 55968084 55968084 Missense_Mutation SNP T C 5 48 c.2246A>G c.(2245-2247)GAG>GGG p.E749G

Pat_63 Post-Resistance EXOC1 55763 37 4 56744084 56744084 Missense_Mutation SNP G A 28 80 c.1076G>A c.(1075-1077)GGT>GAT p.G359D

Pat_63 Post-Resistance CEP135 9662 37 4 56878056 56878056 Missense_Mutation SNP G A 8 71 c.2707G>A c.(2707-2709)GAA>AAA p.E903K

Pat_63 Post-Resistance LPHN3 23284 37 4 62813882 62813882 Missense_Mutation SNP G A 7 31 c.2489G>A c.(2488-2490)GGT>GAT p.G830D

Pat_63 Post-Resistance PAQR3 152559 37 4 79841809 79841809 Missense_Mutation SNP G A 18 56 c.820C>T c.(820-822)CAC>TAC p.H274Y

Pat_63 Post-Resistance TMEM150C 441027 37 4 83417348 83417348 Missense_Mutation SNP G A 15 63 c.236C>T c.(235-237)GCC>GTC p.A79V

Pat_63 Post-Resistance COQ2 27235 37 4 84194688 84194688 Missense_Mutation SNP G A 23 67 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_63 Post-Resistance C4orf36 132989 37 4 87809031 87809031 Missense_Mutation SNP C T 4 42 c.236G>A c.(235-237)AGG>AAG p.R79K

Pat_63 Post-Resistance EMCN 51705 37 4 101331503 101331503 Missense_Mutation SNP G A 12 74 c.761C>T c.(760-762)TCT>TTT p.S254F

Pat_63 Post-Resistance SLC39A8 64116 37 4 103225556 103225556 Missense_Mutation SNP C T 4 101 c.758G>A c.(757-759)GGT>GAT p.G253D

Pat_63 Post-Resistance NUDT6 11162 37 4 123833743 123833743 Missense_Mutation SNP C T 7 46 c.478G>A c.(478-480)GTT>ATT p.V160I

Pat_63 Post-Resistance PCDH10 57575 37 4 134073651 134073651 Missense_Mutation SNP G A 4 10 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_63 Post-Resistance MAML3 55534 37 4 140811424 140811424 Missense_Mutation SNP G C 27 43 c.1166C>G c.(1165-1167)TCC>TGC p.S389C

Pat_63 Post-Resistance ANAPC10 10393 37 4 146017140 146017140 Missense_Mutation SNP G A 54 221 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_63 Post-Resistance SH3D19 152503 37 4 152065124 152065124 Missense_Mutation SNP C T 17 105 c.1390G>A c.(1390-1392)GTT>ATT p.V464I

Pat_63 Post-Resistance FNIP2 57600 37 4 159790277 159790277 Missense_Mutation SNP G A 10 42 c.2489G>A c.(2488-2490)GGA>GAA p.G830E

Pat_63 Post-Resistance RAPGEF2 9693 37 4 160253806 160253806 Missense_Mutation SNP C T 13 37 c.1609C>T c.(1609-1611)CTC>TTC p.L537F

Pat_63 Post-Resistance TLL1 7092 37 4 166929191 166929191 Missense_Mutation SNP C T 12 84 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_63 Post-Resistance TLL1 7092 37 4 166981197 166981197 Missense_Mutation SNP C T 6 36 c.1864C>T c.(1864-1866)CTT>TTT p.L622F

Pat_63 Post-Resistance EXOC3 11336 37 5 466843 466843 Missense_Mutation SNP G A 9 65 c.2068G>A c.(2068-2070)GAT>AAT p.D690N

Pat_63 Post-Resistance ZDHHC11 79844 37 5 819674 819674 Missense_Mutation SNP G A 11 184 c.1112C>T c.(1111-1113)ACT>ATT p.T371I

Pat_63 Post-Resistance ADAMTS16 170690 37 5 5209331 5209331 Missense_Mutation SNP C A 45 148 c.1577C>A c.(1576-1578)GCC>GAC p.A526D

Pat_63 Post-Resistance KIAA0947 23379 37 5 5460861 5460861 Missense_Mutation SNP A G 13 73 c.1414A>G c.(1414-1416)AGT>GGT p.S472G

Pat_63 Post-Resistance ZNF622 90441 37 5 16465657 16465657 Missense_Mutation SNP C T 6 60 c.118G>A c.(118-120)GCC>ACC p.A40T

Pat_63 Post-Resistance RNASEN 29102 37 5 31515175 31515175 Missense_Mutation SNP C T 19 132 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_63 Post-Resistance RXFP3 51289 37 5 33937023 33937023 Missense_Mutation SNP G A 17 91 c.178G>A c.(178-180)GCG>ACG p.A60T

Pat_63 Post-Resistance SPEF2 79925 37 5 35659175 35659175 Missense_Mutation SNP G A 10 89 c.1033G>A c.(1033-1035)GAG>AAG p.E345K

Pat_63 Post-Resistance NIPBL 25836 37 5 36985446 36985446 Missense_Mutation SNP C T 27 147 c.2164C>T c.(2164-2166)CCT>TCT p.P722S

Pat_63 Post-Resistance NIPBL 25836 37 5 37006491 37006491 Nonsense_Mutation SNP G A 16 135 c.3888G>A c.(3886-3888)TGG>TGA p.W1296*

Pat_63 Post-Resistance C5orf42 65250 37 5 37179515 37179515 Missense_Mutation SNP C T 15 162 c.5768G>A c.(5767-5769)AGA>AAA p.R1923K

Pat_63 Post-Resistance FYB 2533 37 5 39202085 39202085 Nonsense_Mutation SNP C T 10 78 c.978G>A c.(976-978)TGG>TGA p.W326*

Pat_63 Post-Resistance PRKAA1 5562 37 5 40763122 40763122 Missense_Mutation SNP C T 19 79 c.1438G>A c.(1438-1440)GAA>AAA p.E480K

Pat_63 Post-Resistance NNT 23530 37 5 43700235 43700235 Missense_Mutation SNP C A 6 279 c.2891C>A c.(2890-2892)CCA>CAA p.P964Q

Pat_63 Post-Resistance DHX29 54505 37 5 54566436 54566436 Missense_Mutation SNP C T 30 174 c.2963G>A c.(2962-2964)GGC>GAC p.G988D

Pat_63 Post-Resistance PPAP2A 8611 37 5 54721131 54721131 Missense_Mutation SNP C T 7 44 c.758G>A c.(757-759)AGA>AAA p.R253K

Pat_63 Post-Resistance DEPDC1B 55789 37 5 59983011 59983011 Missense_Mutation SNP C T 19 147 c.92G>A c.(91-93)CGG>CAG p.R31Q

Pat_63 Post-Resistance ZNF366 167465 37 5 71740091 71740091 Missense_Mutation SNP G A 16 65 c.1727C>T c.(1726-1728)GCA>GTA p.A576V

Pat_63 Post-Resistance COL4A3BP 10087 37 5 74698883 74698883 Missense_Mutation SNP C T 19 109 c.931G>A c.(931-933)GAA>AAA p.E311K

Pat_63 Post-Resistance MSH3 4437 37 5 80160657 80160657 Missense_Mutation SNP C T 9 94 c.3026C>T c.(3025-3027)ACC>ATC p.T1009I

Pat_63 Post-Resistance ATG10 83734 37 5 81460326 81460326 Missense_Mutation SNP C T 10 99 c.325C>T c.(325-327)CCT>TCT p.P109S



Pat_63 Post-Resistance VCAN 1462 37 5 82836672 82836672 Missense_Mutation SNP C T 14 82 c.7850C>T c.(7849-7851)ACT>ATT p.T2617I

Pat_63 Post-Resistance EDIL3 10085 37 5 83680131 83680131 Missense_Mutation SNP C T 8 90 c.62G>A c.(61-63)GGC>GAC p.G21D

Pat_63 Post-Resistance GPR98 84059 37 5 90049488 90049488 Missense_Mutation SNP C T 27 102 c.11219C>T c.(11218-11220)ACC>ATC p.T3740I

Pat_63 Post-Resistance TTC37 9652 37 5 94852234 94852234 Nonsense_Mutation SNP G A 5 149 c.2572C>T c.(2572-2574)CAA>TAA p.Q858*

Pat_63 Post-Resistance ERAP1 51752 37 5 96117545 96117545 Missense_Mutation SNP C T 12 109 c.2299G>A c.(2299-2301)GTG>ATG p.V767M

Pat_63 Post-Resistance CHD1 1105 37 5 98207772 98207772 Missense_Mutation SNP G A 24 192 c.3844C>T c.(3844-3846)CTC>TTC p.L1282F

Pat_63 Post-Resistance SLCO6A1 133482 37 5 101794120 101794120 Missense_Mutation SNP C T 9 87 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_63 Post-Resistance PPIP5K2 23262 37 5 102490435 102490435 Missense_Mutation SNP C T 11 61 c.1279C>T c.(1279-1281)CCA>TCA p.P427S

Pat_63 Post-Resistance WDR36 134430 37 5 110445970 110445970 Missense_Mutation SNP G A 30 232 c.1577G>A c.(1576-1578)GGC>GAC p.G526D

Pat_63 Post-Resistance DMXL1 1657 37 5 118513931 118513931 Missense_Mutation SNP C T 20 87 c.7127C>T c.(7126-7128)ACT>ATT p.T2376I

Pat_63 Post-Resistance PPIC 5480 37 5 122359574 122359574 Nonsense_Mutation SNP C T 8 385 c.635G>A c.(634-636)TGG>TAG p.W212*

Pat_63 Post-Resistance CSNK1G3 1456 37 5 122940502 122940502 Missense_Mutation SNP G A 7 59 c.1267G>A c.(1267-1269)GTA>ATA p.V423I

Pat_63 Post-Resistance ZNF608 57507 37 5 124080204 124080204 Missense_Mutation SNP C T 16 88 c.479G>A c.(478-480)GGC>GAC p.G160D

Pat_63 Post-Resistance MEGF10 84466 37 5 126778801 126778801 Missense_Mutation SNP G A 23 128 c.2474G>A c.(2473-2475)GGA>GAA p.G825E

Pat_63 Post-Resistance PRRC1 133619 37 5 126887399 126887399 Missense_Mutation SNP G A 4 88 c.1129G>A c.(1129-1131)GCT>ACT p.A377T

Pat_63 Post-Resistance SLC12A2 6558 37 5 127466804 127466804 Missense_Mutation SNP G A 31 157 c.1094G>A c.(1093-1095)GGT>GAT p.G365D

Pat_63 Post-Resistance P4HA2 8974 37 5 131531158 131531158 Missense_Mutation SNP C T 8 59 c.1387G>A c.(1387-1389)GCT>ACT p.A463T

Pat_63 Post-Resistance ZMAT2 153527 37 5 140081653 140081653 Missense_Mutation SNP G A 28 158 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_63 Post-Resistance PCDHB5 26167 37 5 140515560 140515560 Missense_Mutation SNP A G 24 166 c.544A>G c.(544-546)ACG>GCG p.T182A

Pat_63 Post-Resistance PCDHGA11 56105 37 5 140801801 140801801 Missense_Mutation SNP T C 3 42 c.1007T>C c.(1006-1008)ATC>ACC p.I336T

Pat_63 Post-Resistance PCDH12 51294 37 5 141336753 141336753 Missense_Mutation SNP G A 17 87 c.664C>T c.(664-666)CCC>TCC p.P222S

Pat_63 Post-Resistance SPINK5 11005 37 5 147480133 147480133 Missense_Mutation SNP T G 44 75 c.1209T>G c.(1207-1209)TGT>TGG p.C403W

Pat_63 Post-Resistance SH3TC2 79628 37 5 148384306 148384306 Missense_Mutation SNP G A 6 40 c.3835C>T c.(3835-3837)CGG>TGG p.R1279W

Pat_63 Post-Resistance SH3TC2 79628 37 5 148384423 148384423 Missense_Mutation SNP C T 16 90 c.3718G>A c.(3718-3720)GCA>ACA p.A1240T

Pat_63 Post-Resistance SLC26A2 1836 37 5 149360196 149360196 Missense_Mutation SNP C T 13 64 c.1040C>T c.(1039-1041)TCT>TTT p.S347F

Pat_63 Post-Resistance CAMK2A 815 37 5 149669130 149669130 Missense_Mutation SNP C T 13 105 c.59G>A c.(58-60)GGC>GAC p.G20D

Pat_63 Post-Resistance TCOF1 6949 37 5 149773019 149773019 Missense_Mutation SNP C T 8 64 c.3685C>T c.(3685-3687)CCC>TCC p.P1229S

Pat_63 Post-Resistance DCTN4 51164 37 5 150110243 150110243 Missense_Mutation SNP G A 10 586 c.784C>T c.(784-786)CTC>TTC p.L262F

Pat_63 Post-Resistance ZNF300 91975 37 5 150275557 150275557 Missense_Mutation SNP C T 6 57 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_63 Post-Resistance SLC36A2 153201 37 5 150712784 150712784 Splice_Site SNP C T 11 71 c.843_splice c.e7+1 p.V281_splice

Pat_63 Post-Resistance FAT2 2196 37 5 150946040 150946040 Missense_Mutation SNP G A 14 79 c.2453C>T c.(2452-2454)CCC>CTC p.P818L

Pat_63 Post-Resistance CYFIP2 26999 37 5 156757803 156757803 Missense_Mutation SNP T C 10 123 c.2210T>C c.(2209-2211)ATT>ACT p.I737T

Pat_63 Post-Resistance PTTG1 9232 37 5 159849859 159849859 Missense_Mutation SNP G A 9 243 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_63 Post-Resistance SLIT3 6586 37 5 168216587 168216587 Missense_Mutation SNP C A 18 39 c.1057G>T c.(1057-1059)GGC>TGC p.G353C

Pat_63 Post-Resistance DOCK2 1794 37 5 169506061 169506061 Missense_Mutation SNP G A 16 95 c.5077G>A c.(5077-5079)GTC>ATC p.V1693I

Pat_63 Post-Resistance BOD1 91272 37 5 173036279 173036279 Missense_Mutation SNP C A 12 80 c.521G>T c.(520-522)GGC>GTC p.G174V

Pat_63 Post-Resistance CPEB4 80315 37 5 173316758 173316758 Missense_Mutation SNP G A 148 656 c.22G>A c.(22-24)GTG>ATG p.V8M

Pat_63 Post-Resistance GRK6 2870 37 5 176867825 176867825 Missense_Mutation SNP C T 15 121 c.1529C>T c.(1528-1530)CCC>CTC p.P510L

Pat_63 Post-Resistance MAML1 9794 37 5 179201706 179201706 Missense_Mutation SNP C T 5 22 c.2879C>T c.(2878-2880)GCC>GTC p.A960V

Pat_63 Post-Resistance MGAT4B 11282 37 5 179225929 179225929 Missense_Mutation SNP G A 3 50 c.1342C>T c.(1342-1344)CGG>TGG p.R448W

Pat_63 Post-Resistance FARS2 10667 37 6 5431351 5431351 Missense_Mutation SNP G A 17 238 c.850G>A c.(850-852)GAA>AAA p.E284K

Pat_63 Post-Resistance PIP5K1P1 206426 37 6 7987026 7987026 Missense_Mutation SNP G A 29 185 c.257G>A c.(256-258)AGC>AAC p.S86N

Pat_63 Post-Resistance PIP5K1P1 206426 37 6 7987143 7987143 Missense_Mutation SNP G A 15 185 c.374G>A c.(373-375)CGT>CAT p.R125H

Pat_63 Post-Resistance EDN1 1906 37 6 12294193 12294193 Missense_Mutation SNP C T 5 65 c.253C>T c.(253-255)CTT>TTT p.L85F

Pat_63 Post-Resistance SIRT5 23408 37 6 13601162 13601162 Missense_Mutation SNP C T 6 100 c.838C>T c.(838-840)CCA>TCA p.P280S

Pat_63 Post-Resistance RNF182 221687 37 6 13977987 13977987 Missense_Mutation SNP G A 29 235 c.637G>A c.(637-639)GTC>ATC p.V213I

Pat_63 Post-Resistance LRRC16A 55604 37 6 25540227 25540227 Missense_Mutation SNP G A 7 38 c.2249G>A c.(2248-2250)GGC>GAC p.G750D



Pat_63 Post-Resistance HIST1H2BN 8341 37 6 27806783 27806783 Missense_Mutation SNP G A 51 347 c.344G>A c.(343-345)GGC>GAC p.G115D

Pat_63 Post-Resistance HIST1H2BO 8348 37 6 27861284 27861284 Missense_Mutation SNP C T 19 169 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_63 Post-Resistance OR2B2 81697 37 6 27879509 27879509 Missense_Mutation SNP C T 21 294 c.589G>A c.(589-591)GCT>ACT p.A197T

Pat_63 Post-Resistance SCAND3 114821 37 6 28554209 28554209 Missense_Mutation SNP C T 19 235 c.286G>A c.(286-288)GTG>ATG p.V96M

Pat_63 Post-Resistance MRPS18B 28973 37 6 30590648 30590648 Missense_Mutation SNP G A 22 199 c.394G>A c.(394-396)GGT>AGT p.G132S

Pat_63 Post-Resistance DHX16 8449 37 6 30633255 30633255 Splice_Site SNP C T 13 134 c.921_splice c.e5+1 p.Q307_splice

Pat_63 Post-Resistance TUBB 203068 37 6 30692136 30692136 Missense_Mutation SNP G A 18 206 c.1297G>A c.(1297-1299)GAG>AAG p.E433K

Pat_63 Post-Resistance FLOT1 10211 37 6 30709624 30709624 Missense_Mutation SNP C T 18 145 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_63 Post-Resistance MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 3 46 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_63 Post-Resistance BAT2 7916 37 6 31591556 31591556 Missense_Mutation SNP C T 14 188 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_63 Post-Resistance BAT2 7916 37 6 31597360 31597360 Nonsense_Mutation SNP G A 36 323 c.1992G>A c.(1990-1992)TGG>TGA p.W664*

Pat_63 Post-Resistance C6orf27 80737 37 6 31743973 31743973 Missense_Mutation SNP G A 20 203 c.281C>T c.(280-282)CCT>CTT p.P94L

Pat_63 Post-Resistance SKIV2L 6499 37 6 31937457 31937457 Missense_Mutation SNP G A 6 224 c.3706G>A c.(3706-3708)GAC>AAC p.D1236N

Pat_63 Post-Resistance DOM3Z 1797 37 6 31938234 31938234 Nonsense_Mutation SNP C T 5 194 c.834G>A c.(832-834)TGG>TGA p.W278*

Pat_63 Post-Resistance DOM3Z 1797 37 6 31939187 31939187 Missense_Mutation SNP G A 6 94 c.266C>T c.(265-267)CCG>CTG p.P89L

Pat_63 Post-Resistance TNXB 7148 37 6 32021195 32021195 Missense_Mutation SNP C T 6 79 c.8755G>A c.(8755-8757)GTG>ATG p.V2919M

Pat_63 Post-Resistance TNXB 7148 37 6 32023823 32023823 Missense_Mutation SNP T C 5 151 c.8272A>G c.(8272-8274)ATC>GTC p.I2758V

Pat_63 Post-Resistance TNXB 7148 37 6 32053632 32053632 Missense_Mutation SNP C T 7 71 c.3043G>A c.(3043-3045)GCT>ACT p.A1015T

Pat_63 Post-Resistance NOTCH4 4855 37 6 32185774 32185774 Missense_Mutation SNP G A 7 65 c.1622C>T c.(1621-1623)CCT>CTT p.P541L

Pat_63 Post-Resistance HLA-DMB 3109 37 6 32906742 32906742 Missense_Mutation SNP C T 23 317 c.56G>A c.(55-57)GGT>GAT p.G19D

Pat_63 Post-Resistance RING1 6015 37 6 33179637 33179637 Missense_Mutation SNP C T 8 48 c.977C>T c.(976-978)ACC>ATC p.T326I

Pat_63 Post-Resistance DAXX 1616 37 6 33287218 33287218 Missense_Mutation SNP G A 38 339 c.1879C>T c.(1879-1881)CCC>TCC p.P627S

Pat_63 Post-Resistance SYNGAP1 8831 37 6 33403311 33403311 Missense_Mutation SNP C T 11 686 c.683C>T c.(682-684)ACA>ATA p.T228I

Pat_63 Post-Resistance UHRF1BP1 54887 37 6 34823481 34823481 Splice_Site SNP G A 12 117 c.1120_splice c.e9+1 p.G374_splice

Pat_63 Post-Resistance MTCH1 23787 37 6 36946333 36946333 Missense_Mutation SNP G A 33 440 c.461C>T c.(460-462)CCC>CTC p.P154L

Pat_63 Post-Resistance PIM1 5292 37 6 37138398 37138398 Missense_Mutation SNP C T 9 158 c.47C>T c.(46-48)CCC>CTC p.P16L

Pat_63 Post-Resistance DNAH8 1769 37 6 38816485 38816485 Missense_Mutation SNP G A 4 102 c.4456G>A c.(4456-4458)GAT>AAT p.D1486N

Pat_63 Post-Resistance DNAH8 1769 37 6 38830213 38830213 Missense_Mutation SNP G A 15 176 c.5638G>A c.(5638-5640)GGC>AGC p.G1880S

Pat_63 Post-Resistance PTCRA 171558 37 6 42890779 42890779 Missense_Mutation SNP C T 19 154 c.73C>T c.(73-75)CCC>TCC p.P25S

Pat_63 Post-Resistance CUL9 23113 37 6 43164471 43164471 Missense_Mutation SNP G A 20 191 c.2674G>A c.(2674-2676)GAG>AAG p.E892K

Pat_63 Post-Resistance XPO5 57510 37 6 43491635 43491635 Missense_Mutation SNP C T 6 236 c.3586G>A c.(3586-3588)GGT>AGT p.G1196S

Pat_63 Post-Resistance POLH 5429 37 6 43571691 43571691 Missense_Mutation SNP G A 17 116 c.827G>A c.(826-828)GGT>GAT p.G276D

Pat_63 Post-Resistance HSP90AB1 3326 37 6 44219940 44219940 Missense_Mutation SNP G A 20 131 c.1667G>A c.(1666-1668)AGC>AAC p.S556N

Pat_63 Post-Resistance PKHD1 5314 37 6 51923135 51923135 Missense_Mutation SNP G A 10 136 c.1498C>T c.(1498-1500)CTT>TTT p.L500F

Pat_63 Post-Resistance PAQR8 85315 37 6 52268097 52268097 Missense_Mutation SNP G A 4 28 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_63 Post-Resistance EFHC1 114327 37 6 52288858 52288858 Missense_Mutation SNP G A 36 450 c.178G>A c.(178-180)GCT>ACT p.A60T

Pat_63 Post-Resistance COL19A1 1310 37 6 70859743 70859743 Missense_Mutation SNP G A 7 43 c.1930G>A c.(1930-1932)GGT>AGT p.G644S

Pat_63 Post-Resistance IRAK1BP1 134728 37 6 79607677 79607677 Splice_Site SNP G A 18 81 c.512_splice c.e3+1 p.R171_splice

Pat_63 Post-Resistance ZNF292 23036 37 6 87966111 87966111 Missense_Mutation SNP G A 14 48 c.2764G>A c.(2764-2766)GAA>AAA p.E922K

Pat_63 Post-Resistance GABRR1 2569 37 6 89891645 89891645 Missense_Mutation SNP C T 21 57 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_63 Post-Resistance KLHL32 114792 37 6 97489450 97489450 Missense_Mutation SNP C T 28 48 c.287C>T c.(286-288)GCT>GTT p.A96V

Pat_63 Post-Resistance ASCC3 10973 37 6 101054871 101054871 Missense_Mutation SNP C A 24 52 c.4879G>T c.(4879-4881)GAC>TAC p.D1627Y

Pat_63 Post-Resistance ASCC3 10973 37 6 101054918 101054918 Missense_Mutation SNP G A 23 80 c.4832C>T c.(4831-4833)ACC>ATC p.T1611I

Pat_63 Post-Resistance AKD1 221264 37 6 109815288 109815288 Missense_Mutation SNP G A 5 33 c.5429C>T c.(5428-5430)ACT>ATT p.T1810I

Pat_63 Post-Resistance GPR6 2830 37 6 110300722 110300722 Missense_Mutation SNP C T 5 120 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_63 Post-Resistance TRMT11 60487 37 6 126320759 126320759 Missense_Mutation SNP G A 14 58 c.679G>A c.(679-681)GGT>AGT p.G227S

Pat_63 Post-Resistance ECHDC1 55862 37 6 127611270 127611270 Missense_Mutation SNP G A 21 72 c.668C>T c.(667-669)GCT>GTT p.A223V



Pat_63 Post-Resistance EPB41L2 2037 37 6 131186708 131186708 Missense_Mutation SNP C T 6 157 c.2797G>A c.(2797-2799)GTG>ATG p.V933M

Pat_63 Post-Resistance MAP7 9053 37 6 136667213 136667213 Missense_Mutation SNP G A 8 26 c.2020C>T c.(2020-2022)CCC>TCC p.P674S

Pat_63 Post-Resistance UTRN 7402 37 6 145051492 145051492 Splice_Site SNP G A 6 159 c.7810_splice c.e53-1 p.A2604_splice

Pat_63 Post-Resistance LATS1 9113 37 6 150023066 150023066 Missense_Mutation SNP C T 27 104 c.197G>A c.(196-198)AGA>AAA p.R66K

Pat_63 Post-Resistance AKAP12 9590 37 6 151673112 151673112 Missense_Mutation SNP G A 30 75 c.3586G>A c.(3586-3588)GAG>AAG p.E1196K

Pat_63 Post-Resistance TIAM2 26230 37 6 155572097 155572097 Nonsense_Mutation SNP G A 28 86 c.4002G>A c.(4000-4002)TGG>TGA p.W1334*

Pat_63 Post-Resistance MAP3K4 4216 37 6 161505621 161505621 Missense_Mutation SNP G A 14 33 c.2344G>A c.(2344-2346)GAT>AAT p.D782N

Pat_63 Post-Resistance HEATR2 54919 37 7 796510 796510 Missense_Mutation SNP C T 7 56 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_63 Post-Resistance SUN1 23353 37 7 901071 901071 Missense_Mutation SNP G A 23 172 c.1834G>A c.(1834-1836)GGG>AGG p.G612R

Pat_63 Post-Resistance AMZ1 155185 37 7 2748798 2748798 Missense_Mutation SNP G A 4 10 c.691G>A c.(691-693)GCA>ACA p.A231T

Pat_63 Post-Resistance SKAP2 8935 37 7 26765115 26765115 Missense_Mutation SNP G A 23 118 c.728C>T c.(727-729)CCT>CTT p.P243L

Pat_63 Post-Resistance HOXA10 3206 37 7 27213870 27213870 Missense_Mutation SNP G A 18 171 c.56C>T c.(55-57)TCA>TTA p.S19L

Pat_63 Post-Resistance GHRHR 2692 37 7 31013666 31013666 Missense_Mutation SNP G A 20 152 c.664G>A c.(664-666)GCA>ACA p.A222T

Pat_63 Post-Resistance AVL9 23080 37 7 32582849 32582849 Missense_Mutation SNP G A 24 289 c.190G>A c.(190-192)GAT>AAT p.D64N

Pat_63 Post-Resistance RP9 6100 37 7 33138976 33138976 Missense_Mutation SNP G A 27 144 c.256C>T c.(256-258)CAT>TAT p.H86Y

Pat_63 Post-Resistance BMPER 168667 37 7 33946430 33946430 Missense_Mutation SNP G A 19 117 c.134G>A c.(133-135)GGT>GAT p.G45D

Pat_63 Post-Resistance ANLN 54443 37 7 36446023 36446023 Missense_Mutation SNP G A 16 131 c.721G>A c.(721-723)GCA>ACA p.A241T

Pat_63 Post-Resistance CDK13 8621 37 7 40127849 40127849 Missense_Mutation SNP G A 9 94 c.3154G>A c.(3154-3156)GAT>AAT p.D1052N

Pat_63 Post-Resistance NSUN5P2 260294 37 7 72420385 72420385 Missense_Mutation SNP C T 18 82 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_63 Post-Resistance MAGI2 9863 37 7 77797274 77797274 Missense_Mutation SNP C T 10 427 c.2555G>A c.(2554-2556)GGG>GAG p.G852E

Pat_63 Post-Resistance AKAP9 10142 37 7 91711873 91711873 Missense_Mutation SNP G A 17 95 c.8057G>A c.(8056-8058)GGA>GAA p.G2686E

Pat_63 Post-Resistance KRIT1 889 37 7 91842696 91842696 Missense_Mutation SNP C T 10 48 c.1838G>A c.(1837-1839)GGT>GAT p.G613D

Pat_63 Post-Resistance ANKIB1 54467 37 7 91981943 91981943 Missense_Mutation SNP C T 43 374 c.1384C>T c.(1384-1386)CAC>TAC p.H462Y

Pat_63 Post-Resistance CALCR 799 37 7 93106879 93106879 Missense_Mutation SNP C T 4 67 c.361G>A c.(361-363)GAT>AAT p.D121N

Pat_63 Post-Resistance AZGP1 563 37 7 99564904 99564904 Missense_Mutation SNP G A 6 14 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_63 Post-Resistance STAG3 10734 37 7 99778267 99778267 Missense_Mutation SNP G A 6 283 c.88G>A c.(88-90)GAC>AAC p.D30N

Pat_63 Post-Resistance STAG3 10734 37 7 99811421 99811421 Missense_Mutation SNP G A 18 119 c.3661G>A c.(3661-3663)GAT>AAT p.D1221N

Pat_63 Post-Resistance EPHB4 2050 37 7 100404168 100404168 Nonsense_Mutation SNP C T 23 146 c.2358G>A c.(2356-2358)TGG>TGA p.W786*

Pat_63 Post-Resistance MUC17 140453 37 7 100695239 100695239 Missense_Mutation SNP T C 15 117 c.13099T>C c.(13099-13101)TGC>CGC p.C4367R

Pat_63 Post-Resistance MLL5 55904 37 7 104752768 104752768 Missense_Mutation SNP C T 6 182 c.4565C>T c.(4564-4566)ACA>ATA p.T1522I

Pat_63 Post-Resistance PRKAR2B 5577 37 7 106786821 106786821 Missense_Mutation SNP G A 15 171 c.656G>A c.(655-657)GGG>GAG p.G219E

Pat_63 Post-Resistance COG5 10466 37 7 107188753 107188753 Missense_Mutation SNP C T 8 314 c.410G>A c.(409-411)AGA>AAA p.R137K

Pat_63 Post-Resistance THAP5 168451 37 7 108204994 108204994 Missense_Mutation SNP G A 14 126 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_63 Post-Resistance LRRN3 54674 37 7 110764615 110764615 Missense_Mutation SNP C T 15 59 c.1787C>T c.(1786-1788)CCC>CTC p.P596L

Pat_63 Post-Resistance PPP1R3A 5506 37 7 113518385 113518385 Missense_Mutation SNP G A 25 174 c.2762C>T c.(2761-2763)ACT>ATT p.T921I

Pat_63 Post-Resistance WNT2 7472 37 7 116918397 116918397 Missense_Mutation SNP G A 4 74 c.895C>T c.(895-897)CGG>TGG p.R299W

Pat_63 Post-Resistance PTPRZ1 5803 37 7 121652897 121652897 Missense_Mutation SNP G A 23 138 c.3797G>A c.(3796-3798)AGT>AAT p.S1266N

Pat_63 Post-Resistance WASL 8976 37 7 123332919 123332919 Missense_Mutation SNP G A 20 143 c.829C>T c.(829-831)CCA>TCA p.P277S

Pat_63 Post-Resistance NRF1 4899 37 7 129348961 129348961 Missense_Mutation SNP G A 36 334 c.653G>A c.(652-654)GGT>GAT p.G218D

Pat_63 Post-Resistance TMEM209 84928 37 7 129813752 129813752 Missense_Mutation SNP G A 9 322 c.1372C>T c.(1372-1374)CTT>TTT p.L458F

Pat_63 Post-Resistance EXOC4 60412 37 7 133749105 133749105 Missense_Mutation SNP G A 10 52 c.2749G>A c.(2749-2751)GGT>AGT p.G917S

Pat_63 Post-Resistance NUP205 23165 37 7 135282881 135282881 Missense_Mutation SNP C T 46 365 c.2200C>T c.(2200-2202)CCT>TCT p.P734S

Pat_63 Post-Resistance TBXAS1 6916 37 7 139719873 139719873 Missense_Mutation SNP G A 8 58 c.1717G>A c.(1717-1719)GTC>ATC p.V573I

Pat_63 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 51 60 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_63 Post-Resistance WEE2 494551 37 7 141420800 141420800 Missense_Mutation SNP A G 6 278 c.824A>G c.(823-825)TAC>TGC p.Y275C

Pat_63 Post-Resistance CNTNAP2 26047 37 7 147964124 147964124 Splice_Site SNP G A 19 142 c.3382_splice c.e21-1 p.L1128_splice

Pat_63 Post-Resistance SSPO 23145 37 7 149493684 149493684 Missense_Mutation SNP G A 4 23 c.6680G>A c.(6679-6681)GGG>GAG p.G2227E



Pat_63 Post-Resistance MLL3 58508 37 7 151835942 151835942 Missense_Mutation SNP G A 31 241 c.14582C>T c.(14581-14583)ACT>ATT p.T4861I

Pat_63 Post-Resistance MLL3 58508 37 7 151878443 151878443 Missense_Mutation SNP G A 15 109 c.6502C>T c.(6502-6504)CCT>TCT p.P2168S

Pat_63 Post-Resistance MLL3 58508 37 7 151896417 151896417 Missense_Mutation SNP G A 7 64 c.4220C>T c.(4219-4221)TCC>TTC p.S1407F

Pat_63 Post-Resistance RNF32 140545 37 7 156450822 156450822 Missense_Mutation SNP G A 11 73 c.451G>A c.(451-453)GCA>ACA p.A151T

Pat_63 Post-Resistance NOM1 64434 37 7 156759691 156759691 Missense_Mutation SNP G A 12 108 c.2203G>A c.(2203-2205)GAC>AAC p.D735N

Pat_63 Post-Resistance CSMD1 64478 37 8 3565960 3565960 Missense_Mutation SNP C T 4 30 c.985G>A c.(985-987)GAT>AAT p.D329N

Pat_63 Post-Resistance VPS37A 137492 37 8 17132312 17132312 Missense_Mutation SNP C T 9 67 c.487C>T c.(487-489)CCA>TCA p.P163S

Pat_63 Post-Resistance PIWIL2 55124 37 8 22175766 22175766 Missense_Mutation SNP G A 9 56 c.2381G>A c.(2380-2382)GGC>GAC p.G794D

Pat_63 Post-Resistance SLC39A14 23516 37 8 22273459 22273459 Missense_Mutation SNP C T 14 69 c.928C>T c.(928-930)CTC>TTC p.L310F

Pat_63 Post-Resistance SORBS3 10174 37 8 22428736 22428736 Splice_Site SNP T G 6 48 c.1743_splice c.e18+2 p.Q581_splice

Pat_63 Post-Resistance NEFM 4741 37 8 24773163 24773163 Missense_Mutation SNP G A 9 70 c.1126G>A c.(1126-1128)GAA>AAA p.E376K

Pat_63 Post-Resistance CHRNA2 1135 37 8 27320857 27320857 Missense_Mutation SNP C T 11 32 c.1103G>A c.(1102-1104)GGG>GAG p.G368E

Pat_63 Post-Resistance TEX15 56154 37 8 30705879 30705879 Missense_Mutation SNP C T 11 41 c.655G>A c.(655-657)GTT>ATT p.V219I

Pat_63 Post-Resistance WHSC1L1 54904 37 8 38133364 38133364 Missense_Mutation SNP C T 9 36 c.4109G>A c.(4108-4110)TGC>TAC p.C1370Y

Pat_63 Post-Resistance AP3M2 10947 37 8 42022650 42022650 Missense_Mutation SNP G A 18 74 c.645G>A c.(643-645)ATG>ATA p.M215I

Pat_63 Post-Resistance POLB 5423 37 8 42227386 42227386 Missense_Mutation SNP T C 3 39 c.793T>C c.(793-795)TAT>CAT p.Y265H

Pat_63 Post-Resistance SLC20A2 6575 37 8 42294934 42294934 Missense_Mutation SNP C T 16 70 c.1096G>A c.(1096-1098)GGC>AGC p.G366S

Pat_63 Post-Resistance MCM4 4173 37 8 48874219 48874219 Missense_Mutation SNP C T 18 45 c.214C>T c.(214-216)CCT>TCT p.P72S

Pat_63 Post-Resistance SNTG1 54212 37 8 51664561 51664561 Missense_Mutation SNP G A 15 329 c.1285G>A c.(1285-1287)GCT>ACT p.A429T

Pat_63 Post-Resistance PXDNL 137902 37 8 52359705 52359705 Missense_Mutation SNP C T 9 397 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_63 Post-Resistance ARMC1 55156 37 8 66517689 66517689 Missense_Mutation SNP C T 12 442 c.550G>A c.(550-552)GTG>ATG p.V184M

Pat_63 Post-Resistance PDE7A 5150 37 8 66631580 66631580 Missense_Mutation SNP T C 9 594 c.1394A>G c.(1393-1395)GAT>GGT p.D465G

Pat_63 Post-Resistance RRS1 23212 37 8 67341991 67341991 Missense_Mutation SNP C T 9 54 c.625C>T c.(625-627)CCT>TCT p.P209S

Pat_63 Post-Resistance ZFHX4 79776 37 8 77618490 77618490 Missense_Mutation SNP C T 23 76 c.2167C>T c.(2167-2169)CAC>TAC p.H723Y

Pat_63 Post-Resistance ZFHX4 79776 37 8 77618514 77618514 Missense_Mutation SNP C A 12 43 c.2191C>A c.(2191-2193)CAA>AAA p.Q731K

Pat_63 Post-Resistance OSGIN2 734 37 8 90937083 90937083 Missense_Mutation SNP G A 18 110 c.841G>A c.(841-843)GTG>ATG p.V281M

Pat_63 Post-Resistance RAD54B 25788 37 8 95479704 95479704 Missense_Mutation SNP G A 21 80 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_63 Post-Resistance KIAA1429 25962 37 8 95541537 95541537 Missense_Mutation SNP C T 11 61 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_63 Post-Resistance UQCRB 7381 37 8 97244030 97244030 Missense_Mutation SNP G A 26 197 c.230C>T c.(229-231)CCT>CTT p.P77L

Pat_63 Post-Resistance MTDH 92140 37 8 98712051 98712051 Missense_Mutation SNP C T 19 219 c.1118C>T c.(1117-1119)CCC>CTC p.P373L

Pat_63 Post-Resistance MTDH 92140 37 8 98731413 98731413 Missense_Mutation SNP G A 14 104 c.1517G>A c.(1516-1518)AGC>AAC p.S506N

Pat_63 Post-Resistance POP1 10940 37 8 99146837 99146837 Missense_Mutation SNP C T 7 184 c.961C>T c.(961-963)CCT>TCT p.P321S

Pat_63 Post-Resistance POP1 10940 37 8 99161211 99161211 Missense_Mutation SNP G A 6 49 c.1879G>A c.(1879-1881)GGC>AGC p.G627S

Pat_63 Post-Resistance FBXO43 286151 37 8 101153317 101153317 Missense_Mutation SNP C T 12 87 c.1165G>A c.(1165-1167)GAA>AAA p.E389K

Pat_63 Post-Resistance ATP6V1C1 528 37 8 104075277 104075277 Splice_Site SNP T C 3 111 c.734_splice c.e9+2 p.K245_splice

Pat_63 Post-Resistance RIMS2 9699 37 8 104927751 104927751 Missense_Mutation SNP G A 11 110 c.1175G>A c.(1174-1176)GGT>GAT p.G392D

Pat_63 Post-Resistance PKHD1L1 93035 37 8 110471939 110471939 Missense_Mutation SNP C T 8 76 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_63 Post-Resistance ENPP2 5168 37 8 120602792 120602792 Missense_Mutation SNP G A 8 261 c.1160C>T c.(1159-1161)CCT>CTT p.P387L

Pat_63 Post-Resistance TAF2 6873 37 8 120754852 120754852 Missense_Mutation SNP G A 14 328 c.3259C>T c.(3259-3261)CCC>TCC p.P1087S

Pat_63 Post-Resistance MTBP 27085 37 8 121458724 121458724 Missense_Mutation SNP C T 30 750 c.170C>T c.(169-171)TCA>TTA p.S57L

Pat_63 Post-Resistance MTBP 27085 37 8 121502783 121502783 Nonsense_Mutation SNP C T 7 254 c.1420C>T c.(1420-1422)CAA>TAA p.Q474*

Pat_63 Post-Resistance WDR67 93594 37 8 124142446 124142446 Missense_Mutation SNP C T 13 201 c.2279C>T c.(2278-2280)GCT>GTT p.A760V

Pat_63 Post-Resistance ATAD2 29028 37 8 124340756 124340756 Missense_Mutation SNP C T 12 496 c.3542G>A c.(3541-3543)AGG>AAG p.R1181K

Pat_63 Post-Resistance FAM91A1 157769 37 8 124824837 124824837 Missense_Mutation SNP G A 12 489 c.2410G>A c.(2410-2412)GGT>AGT p.G804S

Pat_63 Post-Resistance MTSS1 9788 37 8 125565387 125565387 Missense_Mutation SNP G A 23 829 c.2114C>T c.(2113-2115)GCC>GTC p.A705V

Pat_63 Post-Resistance MYC 4609 37 8 128750635 128750635 Missense_Mutation SNP C T 6 229 c.127C>T c.(127-129)CCG>TCG p.P43S

Pat_63 Post-Resistance TG 7038 37 8 134025851 134025851 Missense_Mutation SNP C T 32 162 c.6404C>T c.(6403-6405)TCC>TTC p.S2135F



Pat_63 Post-Resistance COL22A1 169044 37 8 139603742 139603742 Missense_Mutation SNP C T 5 26 c.4618G>A c.(4618-4620)GAG>AAG p.E1540K

Pat_63 Post-Resistance PTK2 5747 37 8 141874410 141874410 Splice_Site SNP C T 15 424 c.450_splice c.e5+1 p.Q150_splice

Pat_63 Post-Resistance PTP4A3 11156 37 8 142437067 142437067 Missense_Mutation SNP C T 23 154 c.227C>T c.(226-228)CCG>CTG p.P76L

Pat_63 Post-Resistance SCRIB 23513 37 8 144891113 144891113 Missense_Mutation SNP G A 9 36 c.1781C>T c.(1780-1782)ACC>ATC p.T594I

Pat_63 Post-Resistance ARHGAP39 80728 37 8 145756120 145756120 Missense_Mutation SNP C T 4 74 c.3023G>A c.(3022-3024)CGC>CAC p.R1008H

Pat_63 Post-Resistance RFX3 5991 37 9 3248135 3248135 Missense_Mutation SNP G A 16 40 c.1865C>T c.(1864-1866)TCC>TTC p.S622F

Pat_63 Post-Resistance SLC24A2 25769 37 9 19622282 19622282 Missense_Mutation SNP C T 5 31 c.946G>A c.(946-948)GAC>AAC p.D316N

Pat_63 Post-Resistance KLHL9 55958 37 9 21333058 21333058 Missense_Mutation SNP G A 10 50 c.1801C>T c.(1801-1803)CCT>TCT p.P601S

Pat_63 Post-Resistance MTAP 4507 37 9 21818104 21818104 Missense_Mutation SNP G A 15 38 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_63 Post-Resistance BAG1 573 37 9 33264285 33264285 Missense_Mutation SNP G A 3 9 c.388C>T c.(388-390)CGG>TGG p.R130W

Pat_63 Post-Resistance NFX1 4799 37 9 33295050 33295050 Missense_Mutation SNP G A 25 76 c.658G>A c.(658-660)GAG>AAG p.E220K

Pat_63 Post-Resistance NOL6 65083 37 9 33468864 33468864 Missense_Mutation SNP C T 9 172 c.1033G>A c.(1033-1035)GGT>AGT p.G345S

Pat_63 Post-Resistance TLN1 7094 37 9 35711286 35711286 Missense_Mutation SNP G A 6 11 c.3985C>T c.(3985-3987)CCT>TCT p.P1329S

Pat_63 Post-Resistance ZNF658 26149 37 9 40774061 40774061 Missense_Mutation SNP G A 35 179 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_63 Post-Resistance PIP5K1B 8395 37 9 71606060 71606060 Missense_Mutation SNP G A 12 43 c.1507G>A c.(1507-1509)GGG>AGG p.G503R

Pat_63 Post-Resistance C9orf135 138255 37 9 72435874 72435874 Missense_Mutation SNP G A 14 53 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_63 Post-Resistance FAM108B1 51104 37 9 74489770 74489770 Missense_Mutation SNP C T 31 159 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_63 Post-Resistance PCSK5 5125 37 9 78773924 78773924 Missense_Mutation SNP C T 7 299 c.1456C>T c.(1456-1458)CGC>TGC p.R486C

Pat_63 Post-Resistance SECISBP2 79048 37 9 91940421 91940421 Missense_Mutation SNP C G 7 245 c.262C>G c.(262-264)CAT>GAT p.H88D

Pat_63 Post-Resistance SPTLC1 10558 37 9 94809917 94809917 Missense_Mutation SNP C T 9 34 c.962G>A c.(961-963)AGG>AAG p.R321K

Pat_63 Post-Resistance OGN 4969 37 9 95152213 95152213 Missense_Mutation SNP G A 9 70 c.553C>T c.(553-555)CTT>TTT p.L185F

Pat_63 Post-Resistance FGD3 89846 37 9 95778065 95778065 Missense_Mutation SNP G A 22 98 c.1229G>A c.(1228-1230)GGC>GAC p.G410D

Pat_63 Post-Resistance NINJ1 4814 37 9 95887279 95887279 Missense_Mutation SNP C T 14 53 c.370G>A c.(370-372)GGC>AGC p.G124S

Pat_63 Post-Resistance KIAA1529 57653 37 9 100105731 100105731 Missense_Mutation SNP A G 17 48 c.2933A>G c.(2932-2934)CAT>CGT p.H978R

Pat_63 Post-Resistance ABCA1 19 37 9 107594920 107594920 Missense_Mutation SNP A T 8 91 c.1444T>A c.(1444-1446)TAC>AAC p.Y482N

Pat_63 Post-Resistance TXN 7295 37 9 113007065 113007065 Missense_Mutation SNP C T 5 228 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_63 Post-Resistance CEP110 11064 37 9 123904456 123904456 Missense_Mutation SNP G A 8 30 c.2779G>A c.(2779-2781)GAG>AAG p.E927K

Pat_63 Post-Resistance OLFML2A 169611 37 9 127572430 127572430 Nonsense_Mutation SNP G A 13 40 c.1698G>A c.(1696-1698)TGG>TGA p.W566*

Pat_63 Post-Resistance MAPKAP1 79109 37 9 128322074 128322074 Missense_Mutation SNP G A 4 74 c.686C>T c.(685-687)GCC>GTC p.A229V

Pat_63 Post-Resistance ZBTB43 23099 37 9 129594792 129594792 Missense_Mutation SNP G A 9 30 c.4G>A c.(4-6)GAG>AAG p.E2K

Pat_63 Post-Resistance TRUB2 26995 37 9 131079482 131079482 Missense_Mutation SNP G A 4 19 c.265C>T c.(265-267)CTC>TTC p.L89F

Pat_63 Post-Resistance TOR1B 27348 37 9 132571192 132571192 Missense_Mutation SNP G A 5 72 c.650G>A c.(649-651)GGC>GAC p.G217D

Pat_63 Post-Resistance NUP214 8021 37 9 134003727 134003727 Missense_Mutation SNP G A 17 109 c.250G>A c.(250-252)GTC>ATC p.V84I

Pat_63 Post-Resistance BAT2L1 84726 37 9 134308174 134308174 Missense_Mutation SNP C T 14 50 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_63 Post-Resistance BAT2L1 84726 37 9 134346214 134346214 Missense_Mutation SNP C T 3 49 c.1951C>T c.(1951-1953)CCC>TCC p.P651S

Pat_63 Post-Resistance GTF3C4 9329 37 9 135553960 135553960 Nonsense_Mutation SNP G A 5 104 c.954G>A c.(952-954)TGG>TGA p.W318*

Pat_63 Post-Resistance UBAC1 10422 37 9 138831520 138831520 Missense_Mutation SNP G A 28 85 c.962C>T c.(961-963)GCG>GTG p.A321V

Pat_63 Post-Resistance WDR85 92715 37 9 140449923 140449923 Missense_Mutation SNP G A 21 114 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_63 Post-Resistance CACNA1B 774 37 9 140953033 140953033 Missense_Mutation SNP G A 6 33 c.4321G>A c.(4321-4323)GAC>AAC p.D1441N

Pat_63 Post-Resistance CSF2RA 1438 37 X 1422893 1422893 Missense_Mutation SNP C T 20 112 c.1024C>T c.(1024-1026)CTC>TTC p.L342F

Pat_63 Post-Resistance ARSH 347527 37 X 2945417 2945417 Missense_Mutation SNP C T 7 74 c.1100C>T c.(1099-1101)TCA>TTA p.S367L

Pat_63 Post-Resistance PHKA2 5256 37 X 18958136 18958136 Missense_Mutation SNP C T 25 162 c.895G>A c.(895-897)GAT>AAT p.D299N

Pat_63 Post-Resistance CNKSR2 22866 37 X 21450818 21450818 Missense_Mutation SNP G A 5 235 c.317G>A c.(316-318)AGG>AAG p.R106K

Pat_63 Post-Resistance FAM47B 170062 37 X 34961429 34961429 Missense_Mutation SNP G A 4 7 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_63 Post-Resistance ZNF673 55634 37 X 46322309 46322309 Missense_Mutation SNP G A 15 95 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_63 Post-Resistance CACNA1F 778 37 X 49062134 49062134 Missense_Mutation SNP C T 10 20 c.5645G>A c.(5644-5646)GGA>GAA p.G1882E

Pat_63 Post-Resistance CACNA1F 778 37 X 49079239 49079239 Missense_Mutation SNP C T 20 59 c.2177G>A c.(2176-2178)GGC>GAC p.G726D



Pat_63 Post-Resistance CACNA1F 778 37 X 49088215 49088215 Missense_Mutation SNP C A 3 48 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_63 Post-Resistance SHROOM4 57477 37 X 50438894 50438894 Missense_Mutation SNP G A 28 83 c.161C>T c.(160-162)ACT>ATT p.T54I

Pat_63 Post-Resistance FGD1 2245 37 X 54473754 54473754 Missense_Mutation SNP C T 10 22 c.2570G>A c.(2569-2571)GGA>GAA p.G857E

Pat_63 Post-Resistance GNL3L 54552 37 X 54585062 54585062 Missense_Mutation SNP A T 4 4 c.1640A>T c.(1639-1641)AAT>ATT p.N547I

Pat_63 Post-Resistance FAM123B 139285 37 X 63410558 63410558 Missense_Mutation SNP G A 7 11 c.2609C>T c.(2608-2610)CCT>CTT p.P870L

Pat_63 Post-Resistance ZC3H12B 340554 37 X 64722868 64722868 Missense_Mutation SNP G A 4 95 c.2257G>A c.(2257-2259)GTG>ATG p.V753M

Pat_63 Post-Resistance OPHN1 4983 37 X 67283921 67283921 Missense_Mutation SNP C T 12 132 c.1933G>A c.(1933-1935)GAA>AAA p.E645K

Pat_63 Post-Resistance EFNB1 1947 37 X 68060316 68060316 Missense_Mutation SNP G A 3 34 c.860G>A c.(859-861)AGT>AAT p.S287N

Pat_63 Post-Resistance MED12 9968 37 X 70354669 70354669 Missense_Mutation SNP G A 19 65 c.4834G>A c.(4834-4836)GCA>ACA p.A1612T

Pat_63 Post-Resistance PIN4 5303 37 X 71416691 71416691 Missense_Mutation SNP A T 9 44 c.249A>T c.(247-249)TTA>TTT p.L83F

Pat_63 Post-Resistance ATRX 546 37 X 76937029 76937029 Missense_Mutation SNP C T 25 191 c.3719G>A c.(3718-3720)GGA>GAA p.G1240E

Pat_63 Post-Resistance PGAM4 441531 37 X 77224423 77224423 Missense_Mutation SNP G A 22 65 c.713C>T c.(712-714)ACG>ATG p.T238M

Pat_63 Post-Resistance PGK1 5230 37 X 77369261 77369261 Missense_Mutation SNP G A 5 29 c.137G>A c.(136-138)AGC>AAC p.S46N

Pat_63 Post-Resistance HDX 139324 37 X 83581197 83581197 Missense_Mutation SNP C T 13 87 c.1936G>A c.(1936-1938)GAA>AAA p.E646K

Pat_63 Post-Resistance TSC22D3 1831 37 X 106959974 106959974 Missense_Mutation SNP G A 23 87 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_63 Post-Resistance GUCY2F 2986 37 X 108638689 108638689 Missense_Mutation SNP G A 26 161 c.2305C>T c.(2305-2307)CCT>TCT p.P769S

Pat_63 Post-Resistance PAK3 5063 37 X 110385414 110385414 Missense_Mutation SNP G A 5 168 c.266G>A c.(265-267)GGG>GAG p.G89E

Pat_63 Post-Resistance DOCK11 139818 37 X 117733129 117733129 Missense_Mutation SNP C T 19 117 c.2500C>T c.(2500-2502)CAT>TAT p.H834Y

Pat_63 Post-Resistance RHOXF1 158800 37 X 119249625 119249625 Missense_Mutation SNP G A 6 71 c.148C>T c.(148-150)CCT>TCT p.P50S

Pat_63 Post-Resistance XPNPEP2 7512 37 X 128893157 128893157 Missense_Mutation SNP G A 22 114 c.1369G>A c.(1369-1371)GAC>AAC p.D457N

Pat_63 Post-Resistance XPNPEP2 7512 37 X 128901586 128901586 Missense_Mutation SNP G A 18 91 c.1748G>A c.(1747-1749)GGG>GAG p.G583E

Pat_63 Post-Resistance FRMD7 90167 37 X 131212022 131212022 Missense_Mutation SNP C T 22 81 c.2023G>A c.(2023-2025)GCC>ACC p.A675T

Pat_63 Post-Resistance SLITRK4 139065 37 X 142717099 142717099 Missense_Mutation SNP C T 5 84 c.1826G>A c.(1825-1827)AGT>AAT p.S609N

Pat_63 Post-Resistance SLITRK2 84631 37 X 144904916 144904916 Missense_Mutation SNP G A 20 68 c.973G>A c.(973-975)GGA>AGA p.G325R

Pat_63 Post-Resistance SLITRK2 84631 37 X 144906224 144906224 Missense_Mutation SNP G A 6 235 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_63 Post-Resistance HCFC1 3054 37 X 153216856 153216856 Missense_Mutation SNP G A 9 356 c.5462C>T c.(5461-5463)ACC>ATC p.T1821I

Pat_70 Pre-Treatment UBE4B 10277 37 1 10228227 10228227 Nonsense_Mutation SNP C T 4 74 c.3232C>T c.(3232-3234)CAG>TAG p.Q1078*

Pat_70 Pre-Treatment NBPF3 84224 37 1 21798107 21798107 Missense_Mutation SNP G C 6 417 c.492G>C c.(490-492)CAG>CAC p.Q164H

Pat_70 Pre-Treatment HSPG2 3339 37 1 22179521 22179521 Missense_Mutation SNP G A 60 94 c.6482C>T c.(6481-6483)TCA>TTA p.S2161L

Pat_70 Pre-Treatment EPHB2 2048 37 1 23191418 23191418 Missense_Mutation SNP C T 66 153 c.1016C>T c.(1015-1017)TCC>TTC p.S339F

Pat_70 Pre-Treatment CSMD2 114784 37 1 34192148 34192148 Missense_Mutation SNP C T 33 79 c.2387G>A c.(2386-2388)AGA>AAA p.R796K

Pat_70 Pre-Treatment HIVEP3 59269 37 1 42041246 42041246 Missense_Mutation SNP C T 134 281 c.5176G>A c.(5176-5178)GAG>AAG p.E1726K

Pat_70 Pre-Treatment CYP4Z1 199974 37 1 47564769 47564769 Missense_Mutation SNP G A 40 107 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_70 Pre-Treatment C1orf175 374977 37 1 55118930 55118930 Missense_Mutation SNP G A 44 129 c.331G>A c.(331-333)GAT>AAT p.D111N

Pat_70 Pre-Treatment SLC44A5 204962 37 1 75704267 75704267 Missense_Mutation SNP C T 48 104 c.587G>A c.(586-588)GGA>GAA p.G196E

Pat_70 Pre-Treatment CLCA2 9635 37 1 86919106 86919106 Missense_Mutation SNP G A 32 93 c.2210G>A c.(2209-2211)CGA>CAA p.R737Q

Pat_70 Pre-Treatment SLC44A3 126969 37 1 95303356 95303356 Missense_Mutation SNP C T 151 241 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_70 Pre-Treatment SPAG17 200162 37 1 118548138 118548138 Missense_Mutation SNP G A 28 72 c.4675C>T c.(4675-4677)CCT>TCT p.P1559S

Pat_70 Pre-Treatment HSD3B1 3283 37 1 120057006 120057006 Missense_Mutation SNP C T 35 80 c.860C>T c.(859-861)CCT>CTT p.P287L

Pat_70 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 13 372 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_70 Pre-Treatment NBPF10 100132406 37 1 145360608 145360608 Missense_Mutation SNP T A 30 47 c.9458T>A c.(9457-9459)CTG>CAG p.L3153Q

Pat_70 Pre-Treatment TCHH 7062 37 1 152082320 152082320 Missense_Mutation SNP T C 4 221 c.3373A>G c.(3373-3375)AGA>GGA p.R1125G

Pat_70 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 6 323 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_70 Pre-Treatment ATP8B2 57198 37 1 154313359 154313359 Missense_Mutation SNP A T 40 143 c.1163A>T c.(1162-1164)TAC>TTC p.Y388F

Pat_70 Pre-Treatment ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 4 104 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_70 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 4 111 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_70 Pre-Treatment DCST2 127579 37 1 154999135 154999135 Missense_Mutation SNP G A 30 81 c.1399C>T c.(1399-1401)CGT>TGT p.R467C



Pat_70 Pre-Treatment OR10K2 391107 37 1 158390397 158390397 Missense_Mutation SNP G A 55 112 c.260C>T c.(259-261)TCC>TTC p.S87F

Pat_70 Pre-Treatment RCSD1 92241 37 1 167654698 167654698 Missense_Mutation SNP C T 39 142 c.149C>T c.(148-150)TCC>TTC p.S50F

Pat_70 Pre-Treatment CACNA1E 777 37 1 181741296 181741296 Missense_Mutation SNP G A 35 156 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_70 Pre-Treatment KCNT2 343450 37 1 196436849 196436849 Missense_Mutation SNP G A 17 58 c.527C>T c.(526-528)GCC>GTC p.A176V

Pat_70 Pre-Treatment CFHR2 3080 37 1 196927146 196927146 Missense_Mutation SNP G A 54 165 c.556G>A c.(556-558)GGT>AGT p.G186S

Pat_70 Pre-Treatment CFHR5 81494 37 1 196977679 196977679 Missense_Mutation SNP G A 20 41 c.1576G>A c.(1576-1578)GAT>AAT p.D526N

Pat_70 Pre-Treatment CRB1 23418 37 1 197390318 197390318 Missense_Mutation SNP G A 21 65 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_70 Pre-Treatment PRELP 5549 37 1 203452937 203452937 Missense_Mutation SNP G A 5 214 c.625G>A c.(625-627)GAC>AAC p.D209N

Pat_70 Pre-Treatment CNST 163882 37 1 246797858 246797858 Missense_Mutation SNP C T 4 211 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_70 Pre-Treatment MBL2 4153 37 10 54530495 54530495 Missense_Mutation SNP C T 33 22 c.239G>A c.(238-240)GGA>GAA p.G80E

Pat_70 Pre-Treatment CTNNA3 29119 37 10 68535278 68535278 Missense_Mutation SNP C T 47 53 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_70 Pre-Treatment CTNNA3 29119 37 10 68979585 68979585 Missense_Mutation SNP C T 24 24 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_70 Pre-Treatment C10orf27 219793 37 10 72541712 72541712 Missense_Mutation SNP A T 44 53 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_70 Pre-Treatment PCGF5 84333 37 10 93008318 93008318 Splice_Site SNP G A 4 95 c.265_splice c.e4+1 p.Q89_splice

Pat_70 Pre-Treatment BTBD16 118663 37 10 124045710 124045710 Missense_Mutation SNP C T 36 54 c.332C>T c.(331-333)GCC>GTC p.A111V

Pat_70 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 5 165 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_70 Pre-Treatment NLRP10 338322 37 11 7981691 7981691 Missense_Mutation SNP C T 30 70 c.1468G>A c.(1468-1470)GAG>AAG p.E490K

Pat_70 Pre-Treatment STK33 65975 37 11 8494797 8494797 Missense_Mutation SNP T G 26 67 c.252A>C c.(250-252)AGA>AGC p.R84S

Pat_70 Pre-Treatment RAG2 5897 37 11 36615559 36615559 Missense_Mutation SNP G A 55 84 c.160C>T c.(160-162)CAT>TAT p.H54Y

Pat_70 Pre-Treatment LRP4 4038 37 11 46911963 46911963 Missense_Mutation SNP C T 22 69 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_70 Pre-Treatment MYBPC3 4607 37 11 47374188 47374188 Missense_Mutation SNP G A 4 240 c.11C>T c.(10-12)CCG>CTG p.P4L

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295321 62295321 Missense_Mutation SNP T C 8 667 c.6568A>G c.(6568-6570)AAC>GAC p.N2190D

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295516 62295516 Missense_Mutation SNP G T 9 679 c.6373C>A c.(6373-6375)CAC>AAC p.H2125N

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295549 62295549 Missense_Mutation SNP C T 8 582 c.6340G>A c.(6340-6342)GCC>ACC p.A2114T

Pat_70 Pre-Treatment INTS4 92105 37 11 77614645 77614645 Missense_Mutation SNP T G 3 49 c.2038A>C c.(2038-2040)AAT>CAT p.N680H

Pat_70 Pre-Treatment TRPC6 7225 37 11 101375149 101375149 Missense_Mutation SNP G A 4 87 c.551C>T c.(550-552)CCG>CTG p.P184L

Pat_70 Pre-Treatment GRIA4 2893 37 11 105797546 105797546 Missense_Mutation SNP G A 4 213 c.1927G>A c.(1927-1929)GCT>ACT p.A643T

Pat_70 Pre-Treatment OR6T1 219874 37 11 123813604 123813604 Missense_Mutation SNP C T 39 117 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_70 Pre-Treatment CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 5 257 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_70 Pre-Treatment NCAPD3 23310 37 11 134079064 134079064 Missense_Mutation SNP G A 121 283 c.769C>T c.(769-771)CAT>TAT p.H257Y

Pat_70 Pre-Treatment ERC1 23085 37 12 1553842 1553842 Missense_Mutation SNP C T 82 93 c.3139C>T c.(3139-3141)CCA>TCA p.P1047S

Pat_70 Pre-Treatment CACNA1C 775 37 12 2602410 2602410 Missense_Mutation SNP G A 4 205 c.971G>A c.(970-972)CGG>CAG p.R324Q

Pat_70 Pre-Treatment KLHDC5 57542 37 12 27944688 27944688 Missense_Mutation SNP G A 132 252 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_70 Pre-Treatment KRT5 3852 37 12 52913539 52913539 Missense_Mutation SNP G A 93 235 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_70 Pre-Treatment KRT73 319101 37 12 53011993 53011993 Nonsense_Mutation SNP G A 46 148 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_70 Pre-Treatment NAV3 89795 37 12 78443859 78443859 Missense_Mutation SNP C T 15 41 c.2110C>T c.(2110-2112)CGT>TGT p.R704C

Pat_70 Pre-Treatment SYT1 6857 37 12 79693212 79693212 Missense_Mutation SNP G A 49 128 c.691G>A c.(691-693)GAT>AAT p.D231N

Pat_70 Pre-Treatment FAM71C 196472 37 12 100042134 100042134 Missense_Mutation SNP A G 48 106 c.182A>G c.(181-183)GAC>GGC p.D61G

Pat_70 Pre-Treatment STAB2 55576 37 12 104100576 104100576 Missense_Mutation SNP G A 18 74 c.4003G>A c.(4003-4005)GAA>AAA p.E1335K

Pat_70 Pre-Treatment PWP1 11137 37 12 108098465 108098465 Nonsense_Mutation SNP C T 4 221 c.1018C>T c.(1018-1020)CGA>TGA p.R340*

Pat_70 Pre-Treatment RPH3A 22895 37 12 113307722 113307722 Missense_Mutation SNP G A 36 99 c.674G>A c.(673-675)GGG>GAG p.G225E

Pat_70 Pre-Treatment RIMBP2 23504 37 12 130926895 130926895 Nonsense_Mutation SNP C T 28 81 c.951G>A c.(949-951)TGG>TGA p.W317*

Pat_70 Pre-Treatment MIPEP 4285 37 13 24453425 24453425 Missense_Mutation SNP G A 109 281 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_70 Pre-Treatment HS6ST3 266722 37 13 97485024 97485024 Missense_Mutation SNP G A 20 78 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_70 Pre-Treatment OR4M1 441670 37 14 20249284 20249284 Missense_Mutation SNP C T 41 153 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_70 Pre-Treatment OR4N2 390429 37 14 20296056 20296056 Missense_Mutation SNP T C 66 275 c.449T>C c.(448-450)CTT>CCT p.L150P

Pat_70 Pre-Treatment C14orf93 60686 37 14 23467809 23467809 Missense_Mutation SNP C T 16 56 c.424G>A c.(424-426)GAA>AAA p.E142K



Pat_70 Pre-Treatment NUBPL 80224 37 14 32068535 32068535 Missense_Mutation SNP C T 34 72 c.332C>T c.(331-333)CCT>CTT p.P111L

Pat_70 Pre-Treatment SOCS4 122809 37 14 55510090 55510090 Missense_Mutation SNP C T 51 118 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_70 Pre-Treatment MAP3K9 4293 37 14 71216698 71216698 Missense_Mutation SNP G A 29 100 c.1102C>T c.(1102-1104)CTT>TTT p.L368F

Pat_70 Pre-Treatment FOXN3 1112 37 14 89628855 89628855 Missense_Mutation SNP G A 28 79 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_70 Pre-Treatment OR4N3P 390539 37 15 22413825 22413825 Missense_Mutation SNP C T 73 280 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_70 Pre-Treatment SPTBN5 51332 37 15 42160775 42160775 Missense_Mutation SNP C T 18 54 c.5773G>A c.(5773-5775)GCC>ACC p.A1925T

Pat_70 Pre-Treatment CKMT1A 548596 37 15 43991226 43991226 Missense_Mutation SNP G A 4 209 c.1193G>A c.(1192-1194)CGG>CAG p.R398Q

Pat_70 Pre-Treatment DTWD1 56986 37 15 49924411 49924411 Missense_Mutation SNP C T 37 76 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_70 Pre-Treatment SLC27A2 11001 37 15 50515227 50515227 Nonsense_Mutation SNP G A 48 117 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_70 Pre-Treatment CYP19A1 1588 37 15 51503047 51503047 Missense_Mutation SNP C T 46 129 c.1470G>A c.(1468-1470)ATG>ATA p.M490I

Pat_70 Pre-Treatment HERC1 8925 37 15 63932386 63932386 Nonsense_Mutation SNP C A 47 75 c.11866G>T c.(11866-11868)GAA>TAA p.E3956*

Pat_70 Pre-Treatment AGBL1 123624 37 15 87066090 87066090 Missense_Mutation SNP C T 55 128 c.2467C>T c.(2467-2469)CCC>TCC p.P823S

Pat_70 Pre-Treatment GRIN2A 2903 37 16 9923396 9923396 Missense_Mutation SNP C T 29 67 c.1891G>A c.(1891-1893)GTA>ATA p.V631I

Pat_70 Pre-Treatment SNN 8303 37 16 11770033 11770033 Missense_Mutation SNP C T 3 67 c.118C>T c.(118-120)CGC>TGC p.R40C

Pat_70 Pre-Treatment TMC7 79905 37 16 19041577 19041577 Missense_Mutation SNP G A 18 57 c.743G>A c.(742-744)GGA>GAA p.G248E

Pat_70 Pre-Treatment USP31 57478 37 16 23116791 23116791 Missense_Mutation SNP A T 35 81 c.1060T>A c.(1060-1062)TCT>ACT p.S354T

Pat_70 Pre-Treatment ABCC12 94160 37 16 48119553 48119553 Missense_Mutation SNP C T 53 119 c.3779G>A c.(3778-3780)GGG>GAG p.G1260E

Pat_70 Pre-Treatment GPR114 221188 37 16 57608779 57608779 Missense_Mutation SNP G A 14 73 c.1261G>A c.(1261-1263)GGC>AGC p.G421S

Pat_70 Pre-Treatment ATMIN 23300 37 16 81078133 81078133 Missense_Mutation SNP T C 61 122 c.2030T>C c.(2029-2031)TTA>TCA p.L677S

Pat_70 Pre-Treatment PKD1L2 114780 37 16 81253771 81253771 Missense_Mutation SNP C T 33 75 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_70 Pre-Treatment KLHL36 79786 37 16 84690846 84690846 Missense_Mutation SNP G A 4 136 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_70 Pre-Treatment GALNS 2588 37 16 88904094 88904094 Nonsense_Mutation SNP C A 21 95 c.502G>T c.(502-504)GGA>TGA p.G168*

Pat_70 Pre-Treatment TRPV3 162514 37 17 3446887 3446887 Missense_Mutation SNP T C 3 127 c.347A>G c.(346-348)AAG>AGG p.K116R

Pat_70 Pre-Treatment C17orf85 55421 37 17 3717742 3717742 Missense_Mutation SNP G A 15 29 c.1501C>T c.(1501-1503)CCG>TCG p.P501S

Pat_70 Pre-Treatment UBE2G1 7326 37 17 4192683 4192683 Missense_Mutation SNP A G 55 130 c.268T>C c.(268-270)TGC>CGC p.C90R

Pat_70 Pre-Treatment ALOX15 246 37 17 4536765 4536765 Missense_Mutation SNP C T 43 124 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_70 Pre-Treatment USP6 9098 37 17 5066291 5066291 Nonsense_Mutation SNP C T 63 181 c.3028C>T c.(3028-3030)CAG>TAG p.Q1010*

Pat_70 Pre-Treatment MYH2 4620 37 17 10442646 10442646 Missense_Mutation SNP G A 71 248 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_70 Pre-Treatment CCDC144A 9720 37 17 16631054 16631054 Missense_Mutation SNP G A 9 29 c.2105G>A c.(2104-2106)AGA>AAA p.R702K

Pat_70 Pre-Treatment RAB11FIP4 84440 37 17 29850600 29850600 Missense_Mutation SNP G A 120 228 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_70 Pre-Treatment SLFN13 146857 37 17 33769266 33769266 Nonsense_Mutation SNP C T 39 47 c.1238G>A c.(1237-1239)TGG>TAG p.W413*

Pat_70 Pre-Treatment CDK12 51755 37 17 37618868 37618868 Missense_Mutation SNP G A 41 63 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_70 Pre-Treatment KRTAP4-11 653240 37 17 39274424 39274424 Missense_Mutation SNP G C 14 179 c.144C>G c.(142-144)AGC>AGG p.S48R

Pat_70 Pre-Treatment KRTAP4-12 83755 37 17 39279998 39279998 Missense_Mutation SNP C A 6 244 c.377G>T c.(376-378)TGC>TTC p.C126F

Pat_70 Pre-Treatment SLC26A11 284129 37 17 78226478 78226478 Missense_Mutation SNP C T 25 53 c.1784C>T c.(1783-1785)TCC>TTC p.S595F

Pat_70 Pre-Treatment CLUL1 27098 37 18 618042 618042 Nonsense_Mutation SNP G A 40 103 c.42G>A c.(40-42)TGG>TGA p.W14*

Pat_70 Pre-Treatment TXNDC2 84203 37 18 9887155 9887155 Missense_Mutation SNP A G 5 334 c.679A>G c.(679-681)ACC>GCC p.T227A

Pat_70 Pre-Treatment MEX3C 51320 37 18 48703064 48703064 Missense_Mutation SNP G A 22 77 c.1637C>T c.(1636-1638)CCT>CTT p.P546L

Pat_70 Pre-Treatment DCC 1630 37 18 50832089 50832089 Missense_Mutation SNP G A 32 62 c.2053G>A c.(2053-2055)GGA>AGA p.G685R

Pat_70 Pre-Treatment SERPINB5 5268 37 18 61156661 61156661 Missense_Mutation SNP G A 30 45 c.388G>A c.(388-390)GGT>AGT p.G130S

Pat_70 Pre-Treatment ARRDC5 645432 37 19 4896825 4896825 Missense_Mutation SNP G A 29 98 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_70 Pre-Treatment C3 718 37 19 6702545 6702545 Missense_Mutation SNP C T 36 95 c.2291G>A c.(2290-2292)CGA>CAA p.R764Q

Pat_70 Pre-Treatment MUC16 94025 37 19 9048764 9048764 Missense_Mutation SNP A G 6 156 c.32867T>C c.(32866-32868)CTT>CCT p.L10956P

Pat_70 Pre-Treatment MUC16 94025 37 19 9048771 9048771 Missense_Mutation SNP A G 6 147 c.32860T>C c.(32860-32862)TTT>CTT p.F10954L

Pat_70 Pre-Treatment MUC16 94025 37 19 9073848 9073848 Missense_Mutation SNP G A 16 75 c.13598C>T c.(13597-13599)CCT>CTT p.P4533L

Pat_70 Pre-Treatment ZNF560 147741 37 19 9577542 9577542 Missense_Mutation SNP C T 51 99 c.2081G>A c.(2080-2082)CGA>CAA p.R694Q

Pat_70 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 8 323 c.1372G>C c.(1372-1374)GAT>CAT p.D458H



Pat_70 Pre-Treatment CD97 976 37 19 14499612 14499612 Missense_Mutation SNP C T 93 224 c.172C>T c.(172-174)CCG>TCG p.P58S

Pat_70 Pre-Treatment CYP4F12 66002 37 19 15789078 15789078 Missense_Mutation SNP C T 47 116 c.206C>T c.(205-207)CCT>CTT p.P69L

Pat_70 Pre-Treatment OR10H2 26538 37 19 15839002 15839002 Nonsense_Mutation SNP G A 39 104 c.149G>A c.(148-150)TGG>TAG p.W50*

Pat_70 Pre-Treatment ZNF208 7757 37 19 22154417 22154417 Missense_Mutation SNP G A 5 174 c.3035C>T c.(3034-3036)CCC>CTC p.P1012L

Pat_70 Pre-Treatment ZNF98 148198 37 19 22585641 22585641 Missense_Mutation SNP C T 59 143 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_70 Pre-Treatment ZNF681 148213 37 19 23926533 23926533 Missense_Mutation SNP C T 4 99 c.1819G>A c.(1819-1821)GGA>AGA p.G607R

Pat_70 Pre-Treatment LSM14A 26065 37 19 34706032 34706032 Missense_Mutation SNP G A 4 113 c.542G>A c.(541-543)CGC>CAC p.R181H

Pat_70 Pre-Treatment KIRREL2 84063 37 19 36349734 36349734 Missense_Mutation SNP G A 29 85 c.490G>A c.(490-492)GGG>AGG p.G164R

Pat_70 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 7 275 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_70 Pre-Treatment AXL 558 37 19 41743885 41743885 Missense_Mutation SNP G A 17 79 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_70 Pre-Treatment MARK4 57787 37 19 45797680 45797680 Missense_Mutation SNP C T 22 54 c.1568C>T c.(1567-1569)CCG>CTG p.P523L

Pat_70 Pre-Treatment ZNF836 162962 37 19 52659056 52659056 Missense_Mutation SNP T A 8 202 c.1880A>T c.(1879-1881)AAT>ATT p.N627I

Pat_70 Pre-Treatment ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 5 291 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_70 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 6 548 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_70 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 8 382 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_70 Pre-Treatment ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 5 129 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_70 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 5 262 c.1376G>T c.(1375-1377)CGT>CTT p.R459L

Pat_70 Pre-Treatment ZNF761 388561 37 19 53959151 53959151 Missense_Mutation SNP C A 7 232 c.1390C>A c.(1390-1392)CAA>AAA p.Q464K

Pat_70 Pre-Treatment SBK2 646643 37 19 56041171 56041171 Missense_Mutation SNP C T 11 26 c.976G>A c.(976-978)GGG>AGG p.G326R

Pat_70 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 4 213 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_70 Pre-Treatment ZNF776 284309 37 19 58265928 58265928 Missense_Mutation SNP G A 5 208 c.1430G>A c.(1429-1431)CGA>CAA p.R477Q

Pat_70 Pre-Treatment PXDN 7837 37 2 1651966 1651966 Missense_Mutation SNP C T 87 193 c.3586G>A c.(3586-3588)GAG>AAG p.E1196K

Pat_70 Pre-Treatment NT5C1B 93034 37 2 18768282 18768282 Missense_Mutation SNP C T 53 90 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_70 Pre-Treatment CGREF1 10669 37 2 27324405 27324405 Missense_Mutation SNP T C 6 243 c.694A>G c.(694-696)AAA>GAA p.K232E

Pat_70 Pre-Treatment C2orf16 84226 37 2 27804634 27804634 Missense_Mutation SNP G A 9 706 c.5195G>A c.(5194-5196)AGA>AAA p.R1732K

Pat_70 Pre-Treatment XDH 7498 37 2 31571779 31571779 Missense_Mutation SNP G A 7 37 c.3037C>T c.(3037-3039)CCT>TCT p.P1013S

Pat_70 Pre-Treatment RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 8 150 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_70 Pre-Treatment C2orf86 51057 37 2 63631776 63631776 Missense_Mutation SNP C T 4 188 c.842G>A c.(841-843)CGC>CAC p.R281H

Pat_70 Pre-Treatment STARD7 56910 37 2 96858127 96858127 Missense_Mutation SNP G A 75 178 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_70 Pre-Treatment SLC9A2 6549 37 2 103324769 103324769 Missense_Mutation SNP G A 70 155 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_70 Pre-Treatment WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 4 56 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_70 Pre-Treatment CNTNAP5 129684 37 2 125504925 125504925 Nonsense_Mutation SNP C T 97 181 c.2194C>T c.(2194-2196)CAG>TAG p.Q732*

Pat_70 Pre-Treatment CACNB4 785 37 2 152739821 152739821 Missense_Mutation SNP C T 66 186 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_70 Pre-Treatment GRB14 2888 37 2 165353583 165353583 Nonsense_Mutation SNP C T 18 47 c.1317G>A c.(1315-1317)TGG>TGA p.W439*

Pat_70 Pre-Treatment LRP2 4036 37 2 170028534 170028534 Missense_Mutation SNP C T 53 120 c.11254G>A c.(11254-11256)GAA>AAA p.E3752K

Pat_70 Pre-Treatment TTN 7273 37 2 179613368 179613368 Missense_Mutation SNP C T 45 133 c.13759G>A c.(13759-13761)GAT>AAT p.D4587N

Pat_70 Pre-Treatment COL5A2 1290 37 2 189917518 189917518 Missense_Mutation SNP C T 19 48 c.2672G>A c.(2671-2673)GGT>GAT p.G891D

Pat_70 Pre-Treatment CRYGA 1418 37 2 209027960 209027960 Missense_Mutation SNP C T 35 79 c.220G>A c.(220-222)GAC>AAC p.D74N

Pat_70 Pre-Treatment CPS1 1373 37 2 211457670 211457670 Missense_Mutation SNP T C 5 188 c.1154T>C c.(1153-1155)ATA>ACA p.I385T

Pat_70 Pre-Treatment IKZF2 22807 37 2 213878586 213878586 Missense_Mutation SNP C T 31 91 c.785G>A c.(784-786)AGA>AAA p.R262K

Pat_70 Pre-Treatment IRS1 3667 37 2 227662115 227662115 Missense_Mutation SNP G A 4 195 c.1340C>T c.(1339-1341)CCG>CTG p.P447L

Pat_70 Pre-Treatment HJURP 55355 37 2 234750117 234750117 Nonsense_Mutation SNP G A 70 160 c.1309C>T c.(1309-1311)CGA>TGA p.R437*

Pat_70 Pre-Treatment TRPM8 79054 37 2 234879017 234879017 Missense_Mutation SNP G A 254 345 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_70 Pre-Treatment COL6A3 1293 37 2 238245090 238245090 Missense_Mutation SNP T G 77 163 c.8653A>C c.(8653-8655)ACC>CCC p.T2885P

Pat_70 Pre-Treatment ZNF343 79175 37 20 2463928 2463928 Missense_Mutation SNP C T 4 200 c.1679G>A c.(1678-1680)CGG>CAG p.R560Q

Pat_70 Pre-Treatment C20orf194 25943 37 20 3305557 3305557 Missense_Mutation SNP G A 55 141 c.1247C>T c.(1246-1248)CCG>CTG p.P416L

Pat_70 Pre-Treatment SIGLEC1 6614 37 20 3673529 3673529 Missense_Mutation SNP G A 17 31 c.3758C>T c.(3757-3759)TCC>TTC p.S1253F



Pat_70 Pre-Treatment MAVS 57506 37 20 3845347 3845347 Missense_Mutation SNP G A 4 232 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_70 Pre-Treatment PLCB4 5332 37 20 9404500 9404500 Nonsense_Mutation SNP C T 30 47 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625934 29625934 Missense_Mutation SNP C T 13 158 c.88C>T c.(88-90)CAT>TAT p.H30Y

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 9 180 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 11 184 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625956 29625956 Missense_Mutation SNP G A 7 187 c.110G>A c.(109-111)AGA>AAA p.R37K

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 6 286 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 6 285 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628296 29628296 Nonsense_Mutation SNP A T 5 159 c.208A>T c.(208-210)AAA>TAA p.K70*

Pat_70 Pre-Treatment PPP1R16B 26051 37 20 37546839 37546839 Missense_Mutation SNP C T 83 203 c.1234C>T c.(1234-1236)CCT>TCT p.P412S

Pat_70 Pre-Treatment BAGE2 85319 37 21 11049621 11049621 Nonsense_Mutation SNP G A 10 230 c.280C>T c.(280-282)CGA>TGA p.R94*

Pat_70 Pre-Treatment NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 22 65 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_70 Pre-Treatment TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 39 107 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_70 Pre-Treatment CCT8L2 150160 37 22 17071886 17071886 Missense_Mutation SNP C T 41 67 c.1555G>A c.(1555-1557)GAA>AAA p.E519K

Pat_70 Pre-Treatment MED15 51586 37 22 20938666 20938666 Missense_Mutation SNP A C 3 195 c.1757A>C c.(1756-1758)CAA>CCA p.Q586P

Pat_70 Pre-Treatment ZNF280A 129025 37 22 22868747 22868747 Missense_Mutation SNP G A 47 189 c.1208C>T c.(1207-1209)TCG>TTG p.S403L

Pat_70 Pre-Treatment GNAZ 2781 37 22 23465487 23465487 Missense_Mutation SNP C T 27 74 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_70 Pre-Treatment CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 9 63 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_70 Pre-Treatment SERHL2 253190 37 22 42952530 42952530 Missense_Mutation SNP C T 45 245 c.359C>T c.(358-360)ACC>ATC p.T120I

Pat_70 Pre-Treatment PACSIN2 11252 37 22 43267422 43267422 Missense_Mutation SNP G A 4 207 c.1402C>T c.(1402-1404)CGC>TGC p.R468C

Pat_70 Pre-Treatment ATG7 10533 37 3 11406161 11406161 Missense_Mutation SNP G T 107 212 c.1828G>T c.(1828-1830)GAT>TAT p.D610Y

Pat_70 Pre-Treatment IQSEC1 9922 37 3 12977694 12977694 Missense_Mutation SNP C T 38 122 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_70 Pre-Treatment SCN11A 11280 37 3 38936214 38936214 Missense_Mutation SNP G A 25 71 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_70 Pre-Treatment CCR1 1230 37 3 46245516 46245516 Missense_Mutation SNP C T 43 161 c.289G>A c.(289-291)GAT>AAT p.D97N

Pat_70 Pre-Treatment COL7A1 1294 37 3 48610780 48610780 Missense_Mutation SNP C T 27 98 c.6620G>A c.(6619-6621)GGG>GAG p.G2207E

Pat_70 Pre-Treatment ZMYND10 51364 37 3 50378896 50378896 Nonsense_Mutation SNP C T 26 138 c.1268G>A c.(1267-1269)TGG>TAG p.W423*

Pat_70 Pre-Treatment TKT 7086 37 3 53269119 53269119 Missense_Mutation SNP G A 4 237 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_70 Pre-Treatment ERC2 26059 37 3 55922574 55922574 Missense_Mutation SNP C T 55 98 c.2407G>A c.(2407-2409)GAG>AAG p.E803K

Pat_70 Pre-Treatment THOC7 80145 37 3 63825432 63825432 Missense_Mutation SNP G A 3 49 c.37C>T c.(37-39)CGT>TGT p.R13C

Pat_70 Pre-Treatment ROBO2 6092 37 3 77645802 77645802 Missense_Mutation SNP C T 43 107 c.2755C>T c.(2755-2757)CCC>TCC p.P919S

Pat_70 Pre-Treatment RG9MTD1 54931 37 3 101284175 101284175 Missense_Mutation SNP G A 47 134 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_70 Pre-Treatment PHLDB2 90102 37 3 111638006 111638006 Missense_Mutation SNP G A 51 129 c.1807G>A c.(1807-1809)GAA>AAA p.E603K

Pat_70 Pre-Treatment FBXO40 51725 37 3 121342006 121342006 Missense_Mutation SNP C T 40 62 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_70 Pre-Treatment CPNE4 131034 37 3 131261456 131261456 Missense_Mutation SNP C T 31 87 c.1484G>A c.(1483-1485)GGA>GAA p.G495E

Pat_70 Pre-Treatment IGSF10 285313 37 3 151154847 151154847 Missense_Mutation SNP C T 43 90 c.7502G>A c.(7501-7503)AGA>AAA p.R2501K

Pat_70 Pre-Treatment PIK3CA 5290 37 3 178943827 178943827 Nonsense_Mutation SNP C T 3 94 c.2494C>T c.(2494-2496)CGA>TGA p.R832*

Pat_70 Pre-Treatment USP13 8975 37 3 179481949 179481949 Missense_Mutation SNP G A 4 190 c.2252G>A c.(2251-2253)CGA>CAA p.R751Q

Pat_70 Pre-Treatment LIPH 200879 37 3 185251431 185251431 Missense_Mutation SNP C T 48 120 c.454G>A c.(454-456)GGA>AGA p.G152R

Pat_70 Pre-Treatment SDHAP2 727956 37 3 195404650 195404650 Missense_Mutation SNP T A 17 77 c.207T>A c.(205-207)AAT>AAA p.N69K

Pat_70 Pre-Treatment ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 5 129 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_70 Pre-Treatment DRD5 1816 37 4 9784887 9784887 Missense_Mutation SNP C T 15 84 c.1234C>T c.(1234-1236)CAC>TAC p.H412Y

Pat_70 Pre-Treatment APBB2 323 37 4 40818158 40818158 Missense_Mutation SNP G A 100 208 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_70 Pre-Treatment AMBN 258 37 4 71468527 71468527 Missense_Mutation SNP G A 22 48 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_70 Pre-Treatment RASSF6 166824 37 4 74451034 74451034 Missense_Mutation SNP C T 37 78 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_70 Pre-Treatment GK2 2712 37 4 80329231 80329231 Missense_Mutation SNP C T 43 67 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_70 Pre-Treatment AFF1 4299 37 4 88048208 88048208 Missense_Mutation SNP C T 51 143 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_70 Pre-Treatment COL25A1 84570 37 4 109745338 109745338 Missense_Mutation SNP C T 24 96 c.1837G>A c.(1837-1839)GGA>AGA p.G613R



Pat_70 Pre-Treatment PDCD6 10016 37 5 314553 314553 Missense_Mutation SNP C T 4 144 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_70 Pre-Treatment CMYA5 202333 37 5 79024953 79024953 Missense_Mutation SNP C T 34 91 c.365C>T c.(364-366)TCC>TTC p.S122F

Pat_70 Pre-Treatment FBXL17 64839 37 5 107216866 107216866 Missense_Mutation SNP C A 4 164 c.1837G>T c.(1837-1839)GGG>TGG p.G613W

Pat_70 Pre-Treatment ADAMTS19 171019 37 5 128956432 128956432 Missense_Mutation SNP G A 105 237 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_70 Pre-Treatment FAM53C 51307 37 5 137680684 137680684 Missense_Mutation SNP C T 51 79 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_70 Pre-Treatment KDM3B 51780 37 5 137722215 137722215 Missense_Mutation SNP T G 28 69 c.1285T>G c.(1285-1287)TCC>GCC p.S429A

Pat_70 Pre-Treatment PCDHA1 56147 37 5 140166227 140166227 Missense_Mutation SNP C T 31 76 c.352C>T c.(352-354)CAT>TAT p.H118Y

Pat_70 Pre-Treatment SH3RF2 153769 37 5 145393506 145393506 Missense_Mutation SNP C T 77 157 c.941C>T c.(940-942)TCT>TTT p.S314F

Pat_70 Pre-Treatment PPARGC1B 133522 37 5 149215849 149215849 Missense_Mutation SNP C T 96 303 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_70 Pre-Treatment SLC6A7 6534 37 5 149581944 149581944 Missense_Mutation SNP C T 39 86 c.893C>T c.(892-894)TCC>TTC p.S298F

Pat_70 Pre-Treatment G3BP1 10146 37 5 151183497 151183497 Nonsense_Mutation SNP C T 35 91 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_70 Pre-Treatment CYFIP2 26999 37 5 156766230 156766230 Missense_Mutation SNP C G 89 167 c.2551C>G c.(2551-2553)CTC>GTC p.L851V

Pat_70 Pre-Treatment COL23A1 91522 37 5 177686748 177686748 Missense_Mutation SNP C T 44 123 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_70 Pre-Treatment BMP6 654 37 6 7861833 7861833 Splice_Site SNP G A 44 197 c.1006_splice c.e3+1 p.G336_splice

Pat_70 Pre-Treatment SYCP2L 221711 37 6 10959052 10959052 Missense_Mutation SNP T G 28 85 c.2199T>G c.(2197-2199)AAT>AAG p.N733K

Pat_70 Pre-Treatment OR2W1 26692 37 6 29012220 29012220 Missense_Mutation SNP G A 88 117 c.733C>T c.(733-735)CTT>TTT p.L245F

Pat_70 Pre-Treatment LRFN2 57497 37 6 40400182 40400182 Missense_Mutation SNP G A 24 54 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_70 Pre-Treatment TREM1 54210 37 6 41250375 41250375 Nonsense_Mutation SNP C T 56 197 c.164G>A c.(163-165)TGG>TAG p.W55*

Pat_70 Pre-Treatment BMP5 653 37 6 55620459 55620459 Missense_Mutation SNP G T 24 145 c.1237C>A c.(1237-1239)CAC>AAC p.H413N

Pat_70 Pre-Treatment FILIP1 27145 37 6 76063346 76063346 Missense_Mutation SNP C T 4 167 c.538G>A c.(538-540)GTA>ATA p.V180I

Pat_70 Pre-Treatment C6orf182 285753 37 6 109468047 109468047 Missense_Mutation SNP C T 18 58 c.247C>T c.(247-249)CTT>TTT p.L83F

Pat_70 Pre-Treatment LAMA2 3908 37 6 129837370 129837370 Missense_Mutation SNP C T 132 292 c.9247C>T c.(9247-9249)CCG>TCG p.P3083S

Pat_70 Pre-Treatment VNN1 8876 37 6 133013664 133013664 Missense_Mutation SNP C T 20 47 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_70 Pre-Treatment SYNE1 23345 37 6 152529226 152529226 Missense_Mutation SNP T C 3 184 c.22705A>G c.(22705-22707)AGG>GGG p.R7569G

Pat_70 Pre-Treatment C6orf118 168090 37 6 165715360 165715360 Missense_Mutation SNP C T 32 65 c.451G>A c.(451-453)GCT>ACT p.A151T

Pat_70 Pre-Treatment TTLL2 83887 37 6 167755036 167755036 Missense_Mutation SNP G A 31 94 c.1648G>A c.(1648-1650)GAT>AAT p.D550N

Pat_70 Pre-Treatment FRMD1 79981 37 6 168464403 168464403 Missense_Mutation SNP G A 3 86 c.682C>T c.(682-684)CGG>TGG p.R228W

Pat_70 Pre-Treatment DNAH11 8701 37 7 21913039 21913039 Missense_Mutation SNP G A 31 62 c.12136G>A c.(12136-12138)GAA>AAA p.E4046K

Pat_70 Pre-Treatment STK31 56164 37 7 23808674 23808674 Missense_Mutation SNP G A 38 75 c.1477G>A c.(1477-1479)GAA>AAA p.E493K

Pat_70 Pre-Treatment ADCY1 107 37 7 45717567 45717567 Missense_Mutation SNP A T 49 88 c.1705A>T c.(1705-1707)ATC>TTC p.I569F

Pat_70 Pre-Treatment TNS3 64759 37 7 47333423 47333423 Missense_Mutation SNP C T 49 92 c.3680G>A c.(3679-3681)GGA>GAA p.G1227E

Pat_70 Pre-Treatment ZNF727 442319 37 7 63538758 63538758 Missense_Mutation SNP G A 23 38 c.1331G>A c.(1330-1332)AGA>AAA p.R444K

Pat_70 Pre-Treatment CCL24 6369 37 7 75442699 75442699 Missense_Mutation SNP G A 18 59 c.116C>T c.(115-117)TCC>TTC p.S39F

Pat_70 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 6 245 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_70 Pre-Treatment MUC17 140453 37 7 100680525 100680525 Missense_Mutation SNP T C 8 758 c.5828T>C c.(5827-5829)ATC>ACC p.I1943T

Pat_70 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 7 823 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_70 Pre-Treatment CADPS2 93664 37 7 121985672 121985672 Nonsense_Mutation SNP G A 32 59 c.3568C>T c.(3568-3570)CGA>TGA p.R1190*

Pat_70 Pre-Treatment JHDM1D 80853 37 7 139793899 139793899 Missense_Mutation SNP G A 46 134 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_70 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 39 85 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_70 Pre-Treatment ZYX 7791 37 7 143085653 143085653 Missense_Mutation SNP C T 33 113 c.1216C>T c.(1216-1218)CAC>TAC p.H406Y

Pat_70 Pre-Treatment GALNTL5 168391 37 7 151711870 151711870 Missense_Mutation SNP G A 29 73 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_70 Pre-Treatment ADAMDEC1 27299 37 8 24249837 24249837 Missense_Mutation SNP C T 26 52 c.151C>T c.(151-153)CAC>TAC p.H51Y

Pat_70 Pre-Treatment PXDNL 137902 37 8 52384783 52384783 Missense_Mutation SNP C T 51 128 c.776G>A c.(775-777)GGA>GAA p.G259E

Pat_70 Pre-Treatment PCMTD1 115294 37 8 52733185 52733186 Missense_Mutation DNP CC TT 7 234 c.799_800GG>AA c.(799-801)GGG>AAG p.G267K

Pat_70 Pre-Treatment VPS13B 157680 37 8 100733271 100733271 Missense_Mutation SNP T A 5 256 c.7121T>A c.(7120-7122)CTA>CAA p.L2374Q

Pat_70 Pre-Treatment DCAF13 25879 37 8 104452461 104452461 Missense_Mutation SNP C T 5 282 c.1504C>T c.(1504-1506)CGC>TGC p.R502C

Pat_70 Pre-Treatment PKHD1L1 93035 37 8 110520058 110520058 Missense_Mutation SNP C T 50 87 c.11161C>T c.(11161-11163)CCT>TCT p.P3721S



Pat_70 Pre-Treatment FER1L6 654463 37 8 125107259 125107259 Missense_Mutation SNP G A 23 91 c.4675G>A c.(4675-4677)GAT>AAT p.D1559N

Pat_70 Pre-Treatment ST3GAL1 6482 37 8 134472126 134472126 Missense_Mutation SNP C T 144 307 c.904G>A c.(904-906)GAG>AAG p.E302K

Pat_70 Pre-Treatment FAM135B 51059 37 8 139164898 139164898 Missense_Mutation SNP G A 66 146 c.1820C>T c.(1819-1821)TCA>TTA p.S607L

Pat_70 Pre-Treatment MAPK15 225689 37 8 144803941 144803941 Missense_Mutation SNP G A 34 88 c.1349G>A c.(1348-1350)GGA>GAA p.G450E

Pat_70 Pre-Treatment CNTLN 54875 37 9 17330685 17330685 Missense_Mutation SNP C T 92 254 c.1397C>T c.(1396-1398)TCT>TTT p.S466F

Pat_70 Pre-Treatment TAF1L 138474 37 9 32632655 32632655 Missense_Mutation SNP G A 53 129 c.2923C>T c.(2923-2925)CCC>TCC p.P975S

Pat_70 Pre-Treatment RNF20 56254 37 9 104302572 104302572 Missense_Mutation SNP C T 104 184 c.217C>T c.(217-219)CGT>TGT p.R73C

Pat_70 Pre-Treatment OR13F1 138805 37 9 107266613 107266613 Nonsense_Mutation SNP C T 36 67 c.70C>T c.(70-72)CAG>TAG p.Q24*

Pat_70 Pre-Treatment OR13C9 286362 37 9 107380230 107380230 Missense_Mutation SNP G A 25 84 c.256C>T c.(256-258)CTT>TTT p.L86F

Pat_70 Pre-Treatment TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 20 55 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_70 Pre-Treatment DBC1 1620 37 9 121929721 121929721 Missense_Mutation SNP G A 47 146 c.1927C>T c.(1927-1929)CCC>TCC p.P643S

Pat_70 Pre-Treatment C9orf119 375757 37 9 131038446 131038446 Missense_Mutation SNP G A 32 108 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_70 Pre-Treatment COL5A1 1289 37 9 137715280 137715280 Missense_Mutation SNP G A 45 119 c.4663G>A c.(4663-4665)GGT>AGT p.G1555S

Pat_70 Pre-Treatment CACNA1B 774 37 9 140948299 140948299 Missense_Mutation SNP C T 179 384 c.3809C>T c.(3808-3810)GCT>GTT p.A1270V

Pat_70 Pre-Treatment NLGN4X 57502 37 X 6069369 6069369 Missense_Mutation SNP C T 34 104 c.139G>A c.(139-141)GTT>ATT p.V47I

Pat_70 Pre-Treatment TBL1X 6907 37 X 9673050 9673050 Missense_Mutation SNP G A 73 181 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_70 Pre-Treatment FRMPD4 9758 37 X 12734739 12734739 Missense_Mutation SNP G A 90 191 c.2161G>A c.(2161-2163)GAT>AAT p.D721N

Pat_70 Pre-Treatment FANCB 2187 37 X 14882788 14882789 Missense_Mutation DNP CC TT 60 133 c.844_845GG>AA c.(844-846)GGA>AAA p.G282K

Pat_70 Pre-Treatment FANCB 2187 37 X 14883544 14883544 Missense_Mutation SNP C T 52 110 c.89G>A c.(88-90)GGA>GAA p.G30E

Pat_70 Pre-Treatment ASB9 140462 37 X 15262747 15262747 Missense_Mutation SNP G A 39 122 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_70 Pre-Treatment EIF1AX 1964 37 X 20156735 20156735 Missense_Mutation SNP C T 87 133 c.22G>A c.(22-24)GGA>AGA p.G8R

Pat_70 Pre-Treatment DMD 1756 37 X 32466644 32466644 Missense_Mutation SNP C T 13 74 c.3715G>A c.(3715-3717)GAA>AAA p.E1239K

Pat_70 Pre-Treatment ATP6AP2 10159 37 X 40456507 40456507 Missense_Mutation SNP C T 17 72 c.307C>T c.(307-309)CCT>TCT p.P103S

Pat_70 Pre-Treatment TEX11 56159 37 X 69849480 69849480 Missense_Mutation SNP G A 52 103 c.1634C>T c.(1633-1635)GCT>GTT p.A545V

Pat_70 Pre-Treatment SERPINA7 6906 37 X 105280609 105280609 Missense_Mutation SNP C A 67 186 c.441G>T c.(439-441)TTG>TTT p.L147F

Pat_70 Pre-Treatment RNF128 79589 37 X 106016347 106016347 Missense_Mutation SNP C T 46 80 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_70 Pre-Treatment ODZ1 10178 37 X 123554529 123554529 Missense_Mutation SNP C T 45 106 c.4593G>A c.(4591-4593)ATG>ATA p.M1531I

Pat_70 Pre-Treatment ODZ1 10178 37 X 124028163 124028163 Nonsense_Mutation SNP G A 49 89 c.517C>T c.(517-519)CAA>TAA p.Q173*

Pat_70 Pre-Treatment BCORL1 63035 37 X 129185837 129185837 Missense_Mutation SNP G A 77 275 c.4699G>A c.(4699-4701)GAA>AAA p.E1567K

Pat_70 Pre-Treatment MCF2 4168 37 X 138708412 138708412 Missense_Mutation SNP T A 34 97 c.627A>T c.(625-627)AAA>AAT p.K209N

Pat_70 Pre-Treatment CNGA2 1260 37 X 150912105 150912105 Missense_Mutation SNP A G 36 80 c.1130A>G c.(1129-1131)AAC>AGC p.N377S

Pat_70 Pre-Treatment GABRE 2564 37 X 151131042 151131042 Missense_Mutation SNP G A 61 147 c.416C>T c.(415-417)TCT>TTT p.S139F

Pat_70 Pre-Treatment CSAG1 158511 37 X 151908796 151908796 Missense_Mutation SNP C T 88 196 c.35C>T c.(34-36)ACT>ATT p.T12I

Pat_70 Pre-Treatment IDH3G 3421 37 X 153052393 153052393 Missense_Mutation SNP G A 4 231 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_70 Post-Resistance HSPG2 3339 37 1 22179521 22179521 Missense_Mutation SNP G A 26 225 c.6482C>T c.(6481-6483)TCA>TTA p.S2161L

Pat_70 Post-Resistance EPHB2 2048 37 1 23191418 23191418 Missense_Mutation SNP C T 78 438 c.1016C>T c.(1015-1017)TCC>TTC p.S339F

Pat_70 Post-Resistance CSMD2 114784 37 1 34192148 34192148 Missense_Mutation SNP C T 47 264 c.2387G>A c.(2386-2388)AGA>AAA p.R796K

Pat_70 Post-Resistance SLC44A5 204962 37 1 75704267 75704267 Missense_Mutation SNP C T 48 332 c.587G>A c.(586-588)GGA>GAA p.G196E

Pat_70 Post-Resistance CLCA2 9635 37 1 86919106 86919106 Missense_Mutation SNP G A 42 215 c.2210G>A c.(2209-2211)CGA>CAA p.R737Q

Pat_70 Post-Resistance NRAS 4893 37 1 115256528 115256528 Missense_Mutation SNP T G 68 682 c.183A>C c.(181-183)CAA>CAC p.Q61H

Pat_70 Post-Resistance SPAG17 200162 37 1 118548138 118548138 Missense_Mutation SNP G A 36 273 c.4675C>T c.(4675-4677)CCT>TCT p.P1559S

Pat_70 Post-Resistance HSD3B1 3283 37 1 120057006 120057006 Missense_Mutation SNP C T 44 284 c.860C>T c.(859-861)CCT>CTT p.P287L

Pat_70 Post-Resistance NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 4 29 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_70 Post-Resistance ATP8B2 57198 37 1 154313359 154313359 Missense_Mutation SNP A T 36 372 c.1163A>T c.(1162-1164)TAC>TTC p.Y388F

Pat_70 Post-Resistance ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 6 262 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_70 Post-Resistance ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 6 270 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_70 Post-Resistance DCST2 127579 37 1 154999135 154999135 Missense_Mutation SNP G A 55 189 c.1399C>T c.(1399-1401)CGT>TGT p.R467C



Pat_70 Post-Resistance OR10K2 391107 37 1 158390397 158390397 Missense_Mutation SNP G A 146 500 c.260C>T c.(259-261)TCC>TTC p.S87F

Pat_70 Post-Resistance RCSD1 92241 37 1 167654698 167654698 Missense_Mutation SNP C T 71 309 c.149C>T c.(148-150)TCC>TTC p.S50F

Pat_70 Post-Resistance CACNA1E 777 37 1 181741296 181741296 Missense_Mutation SNP G A 128 527 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_70 Post-Resistance SMG7 9887 37 1 183495876 183495876 Missense_Mutation SNP A G 11 790 c.458A>G c.(457-459)CAC>CGC p.H153R

Pat_70 Post-Resistance HMCN1 83872 37 1 185969302 185969302 Missense_Mutation SNP G A 67 416 c.4000G>A c.(4000-4002)GGG>AGG p.G1334R

Pat_70 Post-Resistance KCNT2 343450 37 1 196436849 196436849 Missense_Mutation SNP G A 21 263 c.527C>T c.(526-528)GCC>GTC p.A176V

Pat_70 Post-Resistance CFHR2 3080 37 1 196927146 196927146 Missense_Mutation SNP G A 69 638 c.556G>A c.(556-558)GGT>AGT p.G186S

Pat_70 Post-Resistance CRB1 23418 37 1 197390318 197390318 Missense_Mutation SNP G A 51 203 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_70 Post-Resistance MBL2 4153 37 10 54530495 54530495 Missense_Mutation SNP C T 31 126 c.239G>A c.(238-240)GGA>GAA p.G80E

Pat_70 Post-Resistance CTNNA3 29119 37 10 68535278 68535278 Missense_Mutation SNP C T 44 325 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_70 Post-Resistance CTNNA3 29119 37 10 68979585 68979585 Missense_Mutation SNP C T 37 149 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_70 Post-Resistance C10orf27 219793 37 10 72541712 72541712 Missense_Mutation SNP A T 51 236 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_70 Post-Resistance PTEN 5728 37 10 89717672 89717672 Nonsense_Mutation SNP C T 76 431 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_70 Post-Resistance C10orf79 80217 37 10 105945872 105945872 Missense_Mutation SNP C T 6 271 c.1870G>A c.(1870-1872)GGT>AGT p.G624S

Pat_70 Post-Resistance BTBD16 118663 37 10 124045710 124045710 Missense_Mutation SNP C T 54 223 c.332C>T c.(331-333)GCC>GTC p.A111V

Pat_70 Post-Resistance CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 8 363 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_70 Post-Resistance OR10A5 144124 37 11 6867706 6867706 Missense_Mutation SNP T A 100 555 c.793T>A c.(793-795)TCA>ACA p.S265T

Pat_70 Post-Resistance NLRP10 338322 37 11 7981691 7981691 Missense_Mutation SNP C T 45 268 c.1468G>A c.(1468-1470)GAG>AAG p.E490K

Pat_70 Post-Resistance STK33 65975 37 11 8494797 8494797 Missense_Mutation SNP T G 41 271 c.252A>C c.(250-252)AGA>AGC p.R84S

Pat_70 Post-Resistance RAG2 5897 37 11 36615559 36615559 Missense_Mutation SNP G A 33 282 c.160C>T c.(160-162)CAT>TAT p.H54Y

Pat_70 Post-Resistance LRP4 4038 37 11 46911963 46911963 Missense_Mutation SNP C T 20 138 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_70 Post-Resistance C11orf88 399949 37 11 111386256 111386256 Missense_Mutation SNP T G 24 322 c.247T>G c.(247-249)TCT>GCT p.S83A

Pat_70 Post-Resistance OR6T1 219874 37 11 123813604 123813604 Missense_Mutation SNP C T 43 376 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_70 Post-Resistance OR10G9 219870 37 11 123893738 123893738 Missense_Mutation SNP G C 10 634 c.19G>C c.(19-21)GTG>CTG p.V7L

Pat_70 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 7 564 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_70 Post-Resistance CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 8 564 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_70 Post-Resistance NCAPD3 23310 37 11 134079064 134079064 Missense_Mutation SNP G A 58 508 c.769C>T c.(769-771)CAT>TAT p.H257Y

Pat_70 Post-Resistance ERC1 23085 37 12 1553842 1553842 Missense_Mutation SNP C T 72 422 c.3139C>T c.(3139-3141)CCA>TCA p.P1047S

Pat_70 Post-Resistance KLHDC5 57542 37 12 27944688 27944688 Missense_Mutation SNP G A 126 658 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_70 Post-Resistance TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 7 173 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_70 Post-Resistance KRT5 3852 37 12 52913539 52913539 Missense_Mutation SNP G A 86 661 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_70 Post-Resistance KRT73 319101 37 12 53011993 53011993 Nonsense_Mutation SNP G A 55 414 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_70 Post-Resistance SYT1 6857 37 12 79693212 79693212 Missense_Mutation SNP G A 66 465 c.691G>A c.(691-693)GAT>AAT p.D231N

Pat_70 Post-Resistance FAM71C 196472 37 12 100042134 100042134 Missense_Mutation SNP A G 63 343 c.182A>G c.(181-183)GAC>GGC p.D61G

Pat_70 Post-Resistance STAB2 55576 37 12 104100576 104100576 Missense_Mutation SNP G A 33 271 c.4003G>A c.(4003-4005)GAA>AAA p.E1335K

Pat_70 Post-Resistance RPH3A 22895 37 12 113307722 113307722 Missense_Mutation SNP G A 36 311 c.674G>A c.(673-675)GGG>GAG p.G225E

Pat_70 Post-Resistance RIMBP2 23504 37 12 130926895 130926895 Nonsense_Mutation SNP C T 46 373 c.951G>A c.(949-951)TGG>TGA p.W317*

Pat_70 Post-Resistance MIPEP 4285 37 13 24453425 24453425 Missense_Mutation SNP G A 93 600 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_70 Post-Resistance HS6ST3 266722 37 13 97485024 97485024 Missense_Mutation SNP G A 38 263 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_70 Post-Resistance OR4M1 441670 37 14 20249284 20249284 Missense_Mutation SNP C T 49 490 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_70 Post-Resistance OR4N2 390429 37 14 20296056 20296056 Missense_Mutation SNP T C 61 593 c.449T>C c.(448-450)CTT>CCT p.L150P

Pat_70 Post-Resistance C14orf93 60686 37 14 23467809 23467809 Missense_Mutation SNP C T 21 123 c.424G>A c.(424-426)GAA>AAA p.E142K

Pat_70 Post-Resistance PRKD1 5587 37 14 30095710 30095710 Missense_Mutation SNP T C 44 234 c.1778A>G c.(1777-1779)CAG>CGG p.Q593R

Pat_70 Post-Resistance NUBPL 80224 37 14 32068535 32068535 Missense_Mutation SNP C T 37 300 c.332C>T c.(331-333)CCT>CTT p.P111L

Pat_70 Post-Resistance SOCS4 122809 37 14 55510090 55510090 Missense_Mutation SNP C T 44 296 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_70 Post-Resistance MAP3K9 4293 37 14 71216698 71216698 Missense_Mutation SNP G A 49 333 c.1102C>T c.(1102-1104)CTT>TTT p.L368F

Pat_70 Post-Resistance FOXN3 1112 37 14 89628855 89628855 Missense_Mutation SNP G A 30 140 c.1376C>T c.(1375-1377)TCC>TTC p.S459F



Pat_70 Post-Resistance KIAA0284 283638 37 14 105349558 105349558 Missense_Mutation SNP G A 15 765 c.764G>A c.(763-765)GGT>GAT p.G255D

Pat_70 Post-Resistance OR4N3P 390539 37 15 22413825 22413825 Missense_Mutation SNP C T 129 645 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_70 Post-Resistance SPTBN5 51332 37 15 42160775 42160775 Missense_Mutation SNP C T 31 145 c.5773G>A c.(5773-5775)GCC>ACC p.A1925T

Pat_70 Post-Resistance DTWD1 56986 37 15 49924411 49924411 Missense_Mutation SNP C T 31 220 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_70 Post-Resistance SLC27A2 11001 37 15 50515227 50515227 Nonsense_Mutation SNP G A 45 406 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_70 Post-Resistance CYP19A1 1588 37 15 51503047 51503047 Missense_Mutation SNP C T 61 479 c.1470G>A c.(1468-1470)ATG>ATA p.M490I

Pat_70 Post-Resistance HERC1 8925 37 15 63932386 63932386 Nonsense_Mutation SNP C A 43 279 c.11866G>T c.(11866-11868)GAA>TAA p.E3956*

Pat_70 Post-Resistance AGBL1 123624 37 15 87066090 87066090 Missense_Mutation SNP C T 44 363 c.2467C>T c.(2467-2469)CCC>TCC p.P823S

Pat_70 Post-Resistance GRIN2A 2903 37 16 9923396 9923396 Missense_Mutation SNP C T 48 281 c.1891G>A c.(1891-1893)GTA>ATA p.V631I

Pat_70 Post-Resistance TMC7 79905 37 16 19041577 19041577 Missense_Mutation SNP G A 33 257 c.743G>A c.(742-744)GGA>GAA p.G248E

Pat_70 Post-Resistance ACSM2A 123876 37 16 20492021 20492021 Missense_Mutation SNP G C 16 91 c.1408G>C c.(1408-1410)GGG>CGG p.G470R

Pat_70 Post-Resistance ACSM2B 348158 37 16 20554458 20554458 Missense_Mutation SNP C G 44 762 c.1408G>C c.(1408-1410)GGG>CGG p.G470R

Pat_70 Post-Resistance USP31 57478 37 16 23116791 23116791 Missense_Mutation SNP A T 36 272 c.1060T>A c.(1060-1062)TCT>ACT p.S354T

Pat_70 Post-Resistance ABCC12 94160 37 16 48119553 48119553 Missense_Mutation SNP C T 60 364 c.3779G>A c.(3778-3780)GGG>GAG p.G1260E

Pat_70 Post-Resistance GPR114 221188 37 16 57608779 57608779 Missense_Mutation SNP G A 20 166 c.1261G>A c.(1261-1263)GGC>AGC p.G421S

Pat_70 Post-Resistance ATMIN 23300 37 16 81078133 81078133 Missense_Mutation SNP T C 97 433 c.2030T>C c.(2029-2031)TTA>TCA p.L677S

Pat_70 Post-Resistance PKD1L2 114780 37 16 81253771 81253771 Missense_Mutation SNP C T 52 305 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_70 Post-Resistance GALNS 2588 37 16 88904094 88904094 Nonsense_Mutation SNP C A 29 208 c.502G>T c.(502-504)GGA>TGA p.G168*

Pat_70 Post-Resistance C17orf85 55421 37 17 3717742 3717742 Missense_Mutation SNP G A 13 100 c.1501C>T c.(1501-1503)CCG>TCG p.P501S

Pat_70 Post-Resistance UBE2G1 7326 37 17 4192683 4192683 Missense_Mutation SNP A G 62 415 c.268T>C c.(268-270)TGC>CGC p.C90R

Pat_70 Post-Resistance ALOX15 246 37 17 4536765 4536765 Missense_Mutation SNP C T 48 363 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_70 Post-Resistance USP6 9098 37 17 5066291 5066291 Nonsense_Mutation SNP C T 52 477 c.3028C>T c.(3028-3030)CAG>TAG p.Q1010*

Pat_70 Post-Resistance KDM6B 23135 37 17 7751702 7751702 Missense_Mutation SNP T G 71 629 c.2096T>G c.(2095-2097)ATG>AGG p.M699R

Pat_70 Post-Resistance MYH2 4620 37 17 10442646 10442646 Missense_Mutation SNP G A 100 586 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_70 Post-Resistance CCDC144A 9720 37 17 16631054 16631054 Missense_Mutation SNP G A 7 58 c.2105G>A c.(2104-2106)AGA>AAA p.R702K

Pat_70 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 5 310 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_70 Post-Resistance SLFN13 146857 37 17 33769266 33769266 Nonsense_Mutation SNP C T 30 168 c.1238G>A c.(1237-1239)TGG>TAG p.W413*

Pat_70 Post-Resistance CDK12 51755 37 17 37618868 37618868 Missense_Mutation SNP G A 20 155 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_70 Post-Resistance KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 19 336 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_70 Post-Resistance KRTAP4-11 653240 37 17 39274424 39274424 Missense_Mutation SNP G C 24 474 c.144C>G c.(142-144)AGC>AGG p.S48R

Pat_70 Post-Resistance SLC26A11 284129 37 17 78226478 78226478 Missense_Mutation SNP C T 28 174 c.1784C>T c.(1783-1785)TCC>TTC p.S595F

Pat_70 Post-Resistance CLUL1 27098 37 18 618042 618042 Nonsense_Mutation SNP G A 19 303 c.42G>A c.(40-42)TGG>TGA p.W14*

Pat_70 Post-Resistance MEX3C 51320 37 18 48703064 48703064 Missense_Mutation SNP G A 34 205 c.1637C>T c.(1636-1638)CCT>CTT p.P546L

Pat_70 Post-Resistance DCC 1630 37 18 50832089 50832089 Missense_Mutation SNP G A 52 295 c.2053G>A c.(2053-2055)GGA>AGA p.G685R

Pat_70 Post-Resistance SERPINB5 5268 37 18 61156661 61156661 Missense_Mutation SNP G A 17 182 c.388G>A c.(388-390)GGT>AGT p.G130S

Pat_70 Post-Resistance MOBKL2A 126308 37 19 2078392 2078392 Missense_Mutation SNP G T 43 272 c.168C>A c.(166-168)GAC>GAA p.D56E

Pat_70 Post-Resistance ARRDC5 645432 37 19 4896825 4896825 Missense_Mutation SNP G A 23 289 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_70 Post-Resistance C3 718 37 19 6702545 6702545 Missense_Mutation SNP C T 61 369 c.2291G>A c.(2290-2292)CGA>CAA p.R764Q

Pat_70 Post-Resistance CD209 30835 37 19 7810560 7810560 Missense_Mutation SNP G A 7 310 c.592C>T c.(592-594)CGG>TGG p.R198W

Pat_70 Post-Resistance MUC16 94025 37 19 9073848 9073848 Missense_Mutation SNP G A 28 250 c.13598C>T c.(13597-13599)CCT>CTT p.P4533L

Pat_70 Post-Resistance ZNF560 147741 37 19 9577542 9577542 Missense_Mutation SNP C T 70 435 c.2081G>A c.(2080-2082)CGA>CAA p.R694Q

Pat_70 Post-Resistance ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 6 462 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_70 Post-Resistance CD97 976 37 19 14499612 14499612 Missense_Mutation SNP C T 94 626 c.172C>T c.(172-174)CCG>TCG p.P58S

Pat_70 Post-Resistance CYP4F12 66002 37 19 15789078 15789078 Missense_Mutation SNP C T 59 376 c.206C>T c.(205-207)CCT>CTT p.P69L

Pat_70 Post-Resistance OR10H2 26538 37 19 15839002 15839002 Nonsense_Mutation SNP G A 55 397 c.149G>A c.(148-150)TGG>TAG p.W50*

Pat_70 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 6 265 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_70 Post-Resistance ZNF98 148198 37 19 22585641 22585641 Missense_Mutation SNP C T 60 458 c.203G>A c.(202-204)GGA>GAA p.G68E



Pat_70 Post-Resistance ZNF254 9534 37 19 24309919 24309919 Missense_Mutation SNP A G 11 382 c.1117A>G c.(1117-1119)ACT>GCT p.T373A

Pat_70 Post-Resistance KIRREL2 84063 37 19 36349734 36349734 Missense_Mutation SNP G A 61 351 c.490G>A c.(490-492)GGG>AGG p.G164R

Pat_70 Post-Resistance ZNF573 126231 37 19 38230883 38230884 Missense_Mutation DNP TC AA 39 381 c.507_508GA>TTc.(505-510)AAGAAC>AATTACp.169_170KN>NY

Pat_70 Post-Resistance AXL 558 37 19 41743885 41743885 Missense_Mutation SNP G A 33 191 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_70 Post-Resistance MARK4 57787 37 19 45797680 45797680 Missense_Mutation SNP C T 39 233 c.1568C>T c.(1567-1569)CCG>CTG p.P523L

Pat_70 Post-Resistance ZNF649 65251 37 19 52394619 52394619 Missense_Mutation SNP T C 7 355 c.770A>G c.(769-771)AAA>AGA p.K257R

Pat_70 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 5 261 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_70 Post-Resistance SBK2 646643 37 19 56041171 56041171 Missense_Mutation SNP C T 16 101 c.976G>A c.(976-978)GGG>AGG p.G326R

Pat_70 Post-Resistance NT5C1B 93034 37 2 18736522 18736522 Missense_Mutation SNP T C 6 491 c.1888A>G c.(1888-1890)ATG>GTG p.M630V

Pat_70 Post-Resistance NT5C1B 93034 37 2 18768282 18768282 Missense_Mutation SNP C T 57 268 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_70 Post-Resistance RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 8 270 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_70 Post-Resistance STARD7 56910 37 2 96858127 96858127 Missense_Mutation SNP G A 56 496 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_70 Post-Resistance SLC9A2 6549 37 2 103324769 103324769 Missense_Mutation SNP G A 62 505 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_70 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 5 136 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_70 Post-Resistance CLASP1 23332 37 2 122125364 122125364 Missense_Mutation SNP C G 5 172 c.3686G>C c.(3685-3687)CGG>CCG p.R1229P

Pat_70 Post-Resistance CNTNAP5 129684 37 2 125504925 125504925 Nonsense_Mutation SNP C T 80 454 c.2194C>T c.(2194-2196)CAG>TAG p.Q732*

Pat_70 Post-Resistance CACNB4 785 37 2 152739821 152739821 Missense_Mutation SNP C T 89 542 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_70 Post-Resistance GRB14 2888 37 2 165353583 165353583 Nonsense_Mutation SNP C T 32 199 c.1317G>A c.(1315-1317)TGG>TGA p.W439*

Pat_70 Post-Resistance LRP2 4036 37 2 170028534 170028534 Missense_Mutation SNP C T 61 387 c.11254G>A c.(11254-11256)GAA>AAA p.E3752K

Pat_70 Post-Resistance TTN 7273 37 2 179613368 179613368 Missense_Mutation SNP C T 80 522 c.13759G>A c.(13759-13761)GAT>AAT p.D4587N

Pat_70 Post-Resistance COL5A2 1290 37 2 189917518 189917518 Missense_Mutation SNP C T 35 177 c.2672G>A c.(2671-2673)GGT>GAT p.G891D

Pat_70 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 15 542 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_70 Post-Resistance CRYGA 1418 37 2 209027960 209027960 Missense_Mutation SNP C T 45 374 c.220G>A c.(220-222)GAC>AAC p.D74N

Pat_70 Post-Resistance IKZF2 22807 37 2 213878586 213878586 Missense_Mutation SNP C T 46 226 c.785G>A c.(784-786)AGA>AAA p.R262K

Pat_70 Post-Resistance HJURP 55355 37 2 234750117 234750117 Nonsense_Mutation SNP G A 74 491 c.1309C>T c.(1309-1311)CGA>TGA p.R437*

Pat_70 Post-Resistance TRPM8 79054 37 2 234879017 234879017 Missense_Mutation SNP G A 126 675 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_70 Post-Resistance COL6A3 1293 37 2 238245090 238245090 Missense_Mutation SNP T G 55 462 c.8653A>C c.(8653-8655)ACC>CCC p.T2885P

Pat_70 Post-Resistance C20orf194 25943 37 20 3305557 3305557 Missense_Mutation SNP G A 47 371 c.1247C>T c.(1246-1248)CCG>CTG p.P416L

Pat_70 Post-Resistance SIGLEC1 6614 37 20 3673529 3673529 Missense_Mutation SNP G A 13 106 c.3758C>T c.(3757-3759)TCC>TTC p.S1253F

Pat_70 Post-Resistance PLCB4 5332 37 20 9404500 9404500 Nonsense_Mutation SNP C T 20 172 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_70 Post-Resistance FRG1B 284802 37 20 29625934 29625934 Missense_Mutation SNP C T 10 364 c.88C>T c.(88-90)CAT>TAT p.H30Y

Pat_70 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 17 390 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_70 Post-Resistance FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 13 414 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_70 Post-Resistance FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 13 608 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_70 Post-Resistance FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 13 602 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_70 Post-Resistance PPP1R16B 26051 37 20 37546839 37546839 Missense_Mutation SNP C T 108 638 c.1234C>T c.(1234-1236)CCT>TCT p.P412S

Pat_70 Post-Resistance BAGE2 85319 37 21 11049621 11049621 Nonsense_Mutation SNP G A 37 663 c.280C>T c.(280-282)CGA>TGA p.R94*

Pat_70 Post-Resistance BAGE2 85319 37 21 11049623 11049623 Splice_Site SNP T C 40 665 c.280_splice c.e4-1 p.R94_splice

Pat_70 Post-Resistance BAGE2 85319 37 21 11097573 11097573 Missense_Mutation SNP C T 14 391 c.89G>A c.(88-90)AGG>AAG p.R30K

Pat_70 Post-Resistance NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 43 261 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_70 Post-Resistance TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 40 289 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_70 Post-Resistance GNAZ 2781 37 22 23465487 23465487 Missense_Mutation SNP C T 33 225 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_70 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 38 176 c.1116_1117CA>TGc.(1114-1119)TCCAAG>TCTGAGp.K373E

Pat_70 Post-Resistance SERHL2 253190 37 22 42952530 42952530 Missense_Mutation SNP C T 28 478 c.359C>T c.(358-360)ACC>ATC p.T120I

Pat_70 Post-Resistance ATG7 10533 37 3 11406161 11406161 Missense_Mutation SNP G T 73 589 c.1828G>T c.(1828-1830)GAT>TAT p.D610Y

Pat_70 Post-Resistance IQSEC1 9922 37 3 12977694 12977694 Missense_Mutation SNP C T 40 266 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_70 Post-Resistance SCN11A 11280 37 3 38936214 38936214 Missense_Mutation SNP G A 43 235 c.2645C>T c.(2644-2646)CCC>CTC p.P882L



Pat_70 Post-Resistance CCR1 1230 37 3 46245516 46245516 Missense_Mutation SNP C T 48 391 c.289G>A c.(289-291)GAT>AAT p.D97N

Pat_70 Post-Resistance COL7A1 1294 37 3 48610780 48610780 Missense_Mutation SNP C T 31 235 c.6620G>A c.(6619-6621)GGG>GAG p.G2207E

Pat_70 Post-Resistance ZMYND10 51364 37 3 50378896 50378896 Nonsense_Mutation SNP C T 33 266 c.1268G>A c.(1267-1269)TGG>TAG p.W423*

Pat_70 Post-Resistance ERC2 26059 37 3 55922574 55922574 Missense_Mutation SNP C T 60 416 c.2407G>A c.(2407-2409)GAG>AAG p.E803K

Pat_70 Post-Resistance ROBO2 6092 37 3 77645802 77645802 Missense_Mutation SNP C T 57 322 c.2755C>T c.(2755-2757)CCC>TCC p.P919S

Pat_70 Post-Resistance RG9MTD1 54931 37 3 101284175 101284175 Missense_Mutation SNP G A 52 318 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_70 Post-Resistance HHLA2 11148 37 3 108070664 108070664 Missense_Mutation SNP A G 20 142 c.4A>G c.(4-6)AAG>GAG p.K2E

Pat_70 Post-Resistance PHLDB2 90102 37 3 111638006 111638006 Missense_Mutation SNP G A 60 417 c.1807G>A c.(1807-1809)GAA>AAA p.E603K

Pat_70 Post-Resistance BOC 91653 37 3 112991278 112991278 Missense_Mutation SNP G A 8 625 c.689G>A c.(688-690)CGC>CAC p.R230H

Pat_70 Post-Resistance FBXO40 51725 37 3 121342006 121342006 Missense_Mutation SNP C T 31 278 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_70 Post-Resistance CPNE4 131034 37 3 131261456 131261456 Missense_Mutation SNP C T 22 228 c.1484G>A c.(1483-1485)GGA>GAA p.G495E

Pat_70 Post-Resistance IGSF10 285313 37 3 151154847 151154847 Missense_Mutation SNP C T 35 328 c.7502G>A c.(7501-7503)AGA>AAA p.R2501K

Pat_70 Post-Resistance LIPH 200879 37 3 185251431 185251431 Missense_Mutation SNP C T 41 296 c.454G>A c.(454-456)GGA>AGA p.G152R

Pat_70 Post-Resistance PYDC2 152138 37 3 191179070 191179070 Missense_Mutation SNP A T 37 418 c.119A>T c.(118-120)CAG>CTG p.Q40L

Pat_70 Post-Resistance SDHAP2 727956 37 3 195404650 195404650 Missense_Mutation SNP T A 36 256 c.207T>A c.(205-207)AAT>AAA p.N69K

Pat_70 Post-Resistance DRD5 1816 37 4 9784887 9784887 Missense_Mutation SNP C T 18 218 c.1234C>T c.(1234-1236)CAC>TAC p.H412Y

Pat_70 Post-Resistance APBB2 323 37 4 40818158 40818158 Missense_Mutation SNP G A 83 519 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_70 Post-Resistance AMBN 258 37 4 71468527 71468527 Missense_Mutation SNP G A 21 123 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_70 Post-Resistance RASSF6 166824 37 4 74451034 74451034 Missense_Mutation SNP C T 36 272 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_70 Post-Resistance NAAA 27163 37 4 76842263 76842263 Missense_Mutation SNP G A 4 119 c.680C>T c.(679-681)TCG>TTG p.S227L

Pat_70 Post-Resistance GK2 2712 37 4 80329231 80329231 Missense_Mutation SNP C T 40 337 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_70 Post-Resistance AFF1 4299 37 4 88048208 88048208 Missense_Mutation SNP C T 58 411 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_70 Post-Resistance COL25A1 84570 37 4 109745338 109745338 Missense_Mutation SNP C T 49 286 c.1837G>A c.(1837-1839)GGA>AGA p.G613R

Pat_70 Post-Resistance CMYA5 202333 37 5 79024953 79024953 Missense_Mutation SNP C T 76 320 c.365C>T c.(364-366)TCC>TTC p.S122F

Pat_70 Post-Resistance ADAMTS19 171019 37 5 128956432 128956432 Missense_Mutation SNP G A 96 651 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_70 Post-Resistance FAM53C 51307 37 5 137680684 137680684 Missense_Mutation SNP C T 29 265 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_70 Post-Resistance KDM3B 51780 37 5 137722215 137722215 Missense_Mutation SNP T G 34 262 c.1285T>G c.(1285-1287)TCC>GCC p.S429A

Pat_70 Post-Resistance PCDHA1 56147 37 5 140166227 140166227 Missense_Mutation SNP C T 44 314 c.352C>T c.(352-354)CAT>TAT p.H118Y

Pat_70 Post-Resistance SH3RF2 153769 37 5 145393506 145393506 Missense_Mutation SNP C T 62 451 c.941C>T c.(940-942)TCT>TTT p.S314F

Pat_70 Post-Resistance PPARGC1B 133522 37 5 149215849 149215849 Missense_Mutation SNP C T 83 602 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_70 Post-Resistance SLC6A7 6534 37 5 149581944 149581944 Missense_Mutation SNP C T 50 360 c.893C>T c.(892-894)TCC>TTC p.S298F

Pat_70 Post-Resistance G3BP1 10146 37 5 151183497 151183497 Nonsense_Mutation SNP C T 26 269 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_70 Post-Resistance CYFIP2 26999 37 5 156766230 156766230 Missense_Mutation SNP C G 72 461 c.2551C>G c.(2551-2553)CTC>GTC p.L851V

Pat_70 Post-Resistance COL23A1 91522 37 5 177686748 177686748 Missense_Mutation SNP C T 74 427 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_70 Post-Resistance BMP6 654 37 6 7861833 7861833 Splice_Site SNP G A 51 393 c.1006_splice c.e3+1 p.G336_splice

Pat_70 Post-Resistance SYCP2L 221711 37 6 10959052 10959052 Missense_Mutation SNP T G 29 212 c.2199T>G c.(2197-2199)AAT>AAG p.N733K

Pat_70 Post-Resistance OR2W1 26692 37 6 29012220 29012220 Missense_Mutation SNP G A 152 540 c.733C>T c.(733-735)CTT>TTT p.L245F

Pat_70 Post-Resistance ITPR3 3710 37 6 33643512 33643512 Missense_Mutation SNP T C 5 228 c.3161T>C c.(3160-3162)ATG>ACG p.M1054T

Pat_70 Post-Resistance LRFN2 57497 37 6 40400182 40400182 Missense_Mutation SNP G A 21 147 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_70 Post-Resistance TREM1 54210 37 6 41250375 41250375 Nonsense_Mutation SNP C T 61 433 c.164G>A c.(163-165)TGG>TAG p.W55*

Pat_70 Post-Resistance BMP5 653 37 6 55620459 55620459 Missense_Mutation SNP G T 56 382 c.1237C>A c.(1237-1239)CAC>AAC p.H413N

Pat_70 Post-Resistance C6orf182 285753 37 6 109468047 109468047 Missense_Mutation SNP C T 19 174 c.247C>T c.(247-249)CTT>TTT p.L83F

Pat_70 Post-Resistance LAMA2 3908 37 6 129837370 129837370 Missense_Mutation SNP C T 78 471 c.9247C>T c.(9247-9249)CCG>TCG p.P3083S

Pat_70 Post-Resistance VNN1 8876 37 6 133013664 133013664 Missense_Mutation SNP C T 19 103 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_70 Post-Resistance HECA 51696 37 6 139488245 139488245 Missense_Mutation SNP G A 5 259 c.1096G>A c.(1096-1098)GTG>ATG p.V366M

Pat_70 Post-Resistance C6orf118 168090 37 6 165715360 165715360 Missense_Mutation SNP C T 26 228 c.451G>A c.(451-453)GCT>ACT p.A151T

Pat_70 Post-Resistance TTLL2 83887 37 6 167755036 167755036 Missense_Mutation SNP G A 55 278 c.1648G>A c.(1648-1650)GAT>AAT p.D550N



Pat_70 Post-Resistance DNAH11 8701 37 7 21913039 21913039 Missense_Mutation SNP G A 79 199 c.12136G>A c.(12136-12138)GAA>AAA p.E4046K

Pat_70 Post-Resistance STK31 56164 37 7 23808674 23808674 Missense_Mutation SNP G A 34 363 c.1477G>A c.(1477-1479)GAA>AAA p.E493K

Pat_70 Post-Resistance ADCY1 107 37 7 45717567 45717567 Missense_Mutation SNP A T 128 376 c.1705A>T c.(1705-1707)ATC>TTC p.I569F

Pat_70 Post-Resistance TNS3 64759 37 7 47333423 47333423 Missense_Mutation SNP C T 42 284 c.3680G>A c.(3679-3681)GGA>GAA p.G1227E

Pat_70 Post-Resistance ZNF727 442319 37 7 63538758 63538758 Missense_Mutation SNP G A 40 141 c.1331G>A c.(1330-1332)AGA>AAA p.R444K

Pat_70 Post-Resistance CCL24 6369 37 7 75442699 75442699 Missense_Mutation SNP G A 23 230 c.116C>T c.(115-117)TCC>TTC p.S39F

Pat_70 Post-Resistance ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 6 466 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_70 Post-Resistance CADPS2 93664 37 7 121985672 121985672 Nonsense_Mutation SNP G A 29 335 c.3568C>T c.(3568-3570)CGA>TGA p.R1190*

Pat_70 Post-Resistance JHDM1D 80853 37 7 139793899 139793899 Missense_Mutation SNP G A 109 442 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_70 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 87 312 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_70 Post-Resistance ZYX 7791 37 7 143085653 143085653 Missense_Mutation SNP C T 37 305 c.1216C>T c.(1216-1218)CAC>TAC p.H406Y

Pat_70 Post-Resistance GALNTL5 168391 37 7 151711870 151711870 Missense_Mutation SNP G A 33 304 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_70 Post-Resistance ADAMDEC1 27299 37 8 24249837 24249837 Missense_Mutation SNP C T 31 225 c.151C>T c.(151-153)CAC>TAC p.H51Y

Pat_70 Post-Resistance PXDNL 137902 37 8 52384783 52384783 Missense_Mutation SNP C T 75 446 c.776G>A c.(775-777)GGA>GAA p.G259E

Pat_70 Post-Resistance PCMTD1 115294 37 8 52733185 52733186 Missense_Mutation DNP CC TT 7 535 c.799_800GG>AA c.(799-801)GGG>AAG p.G267K

Pat_70 Post-Resistance PKHD1L1 93035 37 8 110520058 110520058 Missense_Mutation SNP C T 62 363 c.11161C>T c.(11161-11163)CCT>TCT p.P3721S

Pat_70 Post-Resistance CSMD3 114788 37 8 114185984 114185984 Missense_Mutation SNP C T 65 611 c.676G>A c.(676-678)GCT>ACT p.A226T

Pat_70 Post-Resistance FER1L6 654463 37 8 125107259 125107259 Missense_Mutation SNP G A 30 237 c.4675G>A c.(4675-4677)GAT>AAT p.D1559N

Pat_70 Post-Resistance FAM135B 51059 37 8 139164898 139164898 Missense_Mutation SNP G A 60 467 c.1820C>T c.(1819-1821)TCA>TTA p.S607L

Pat_70 Post-Resistance MAPK15 225689 37 8 144803941 144803941 Missense_Mutation SNP G A 18 128 c.1349G>A c.(1348-1350)GGA>GAA p.G450E

Pat_70 Post-Resistance CNTLN 54875 37 9 17330685 17330685 Missense_Mutation SNP C T 79 611 c.1397C>T c.(1396-1398)TCT>TTT p.S466F

Pat_70 Post-Resistance TAF1L 138474 37 9 32632655 32632655 Missense_Mutation SNP G A 58 352 c.2923C>T c.(2923-2925)CCC>TCC p.P975S

Pat_70 Post-Resistance RNF20 56254 37 9 104302572 104302572 Missense_Mutation SNP C T 76 578 c.217C>T c.(217-219)CGT>TGT p.R73C

Pat_70 Post-Resistance OR13F1 138805 37 9 107266613 107266613 Nonsense_Mutation SNP C T 36 238 c.70C>T c.(70-72)CAG>TAG p.Q24*

Pat_70 Post-Resistance OR13C9 286362 37 9 107380230 107380230 Missense_Mutation SNP G A 55 380 c.256C>T c.(256-258)CTT>TTT p.L86F

Pat_70 Post-Resistance TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 32 219 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_70 Post-Resistance DBC1 1620 37 9 121929721 121929721 Missense_Mutation SNP G A 95 568 c.1927C>T c.(1927-1929)CCC>TCC p.P643S

Pat_70 Post-Resistance C9orf119 375757 37 9 131038446 131038446 Missense_Mutation SNP G A 35 200 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_70 Post-Resistance COL5A1 1289 37 9 137715280 137715280 Missense_Mutation SNP G A 56 356 c.4663G>A c.(4663-4665)GGT>AGT p.G1555S

Pat_70 Post-Resistance CACNA1B 774 37 9 140948299 140948299 Missense_Mutation SNP C T 113 662 c.3809C>T c.(3808-3810)GCT>GTT p.A1270V

Pat_70 Post-Resistance NLGN4X 57502 37 X 6069369 6069369 Missense_Mutation SNP C T 69 407 c.139G>A c.(139-141)GTT>ATT p.V47I

Pat_70 Post-Resistance TBL1X 6907 37 X 9673050 9673050 Missense_Mutation SNP G A 89 501 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_70 Post-Resistance FRMPD4 9758 37 X 12734739 12734739 Missense_Mutation SNP G A 71 523 c.2161G>A c.(2161-2163)GAT>AAT p.D721N

Pat_70 Post-Resistance FANCB 2187 37 X 14882788 14882789 Missense_Mutation DNP CC TT 57 333 c.844_845GG>AA c.(844-846)GGA>AAA p.G282K

Pat_70 Post-Resistance FANCB 2187 37 X 14883544 14883544 Missense_Mutation SNP C T 40 273 c.89G>A c.(88-90)GGA>GAA p.G30E

Pat_70 Post-Resistance ASB9 140462 37 X 15262747 15262747 Missense_Mutation SNP G A 50 244 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_70 Post-Resistance EIF1AX 1964 37 X 20156735 20156735 Missense_Mutation SNP C T 62 357 c.22G>A c.(22-24)GGA>AGA p.G8R

Pat_70 Post-Resistance DMD 1756 37 X 32466644 32466644 Missense_Mutation SNP C T 40 232 c.3715G>A c.(3715-3717)GAA>AAA p.E1239K

Pat_70 Post-Resistance FAM47C 442444 37 X 37028425 37028425 Missense_Mutation SNP A G 9 661 c.1942A>G c.(1942-1944)AAT>GAT p.N648D

Pat_70 Post-Resistance ATP6AP2 10159 37 X 40456507 40456507 Missense_Mutation SNP C T 26 247 c.307C>T c.(307-309)CCT>TCT p.P103S

Pat_70 Post-Resistance TEX11 56159 37 X 69849480 69849480 Missense_Mutation SNP G A 45 453 c.1634C>T c.(1633-1635)GCT>GTT p.A545V

Pat_70 Post-Resistance SERPINA7 6906 37 X 105280609 105280609 Missense_Mutation SNP C A 104 644 c.441G>T c.(439-441)TTG>TTT p.L147F

Pat_70 Post-Resistance RNF128 79589 37 X 106016347 106016347 Missense_Mutation SNP C T 33 196 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_70 Post-Resistance ODZ1 10178 37 X 123554529 123554529 Missense_Mutation SNP C T 63 349 c.4593G>A c.(4591-4593)ATG>ATA p.M1531I

Pat_70 Post-Resistance ODZ1 10178 37 X 124028163 124028163 Nonsense_Mutation SNP G A 52 362 c.517C>T c.(517-519)CAA>TAA p.Q173*

Pat_70 Post-Resistance BCORL1 63035 37 X 129185837 129185837 Missense_Mutation SNP G A 62 615 c.4699G>A c.(4699-4701)GAA>AAA p.E1567K

Pat_70 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 9 575 c.1393A>T c.(1393-1395)AGA>TGA p.R465*



Pat_70 Post-Resistance CNGA2 1260 37 X 150912105 150912105 Missense_Mutation SNP A G 42 356 c.1130A>G c.(1129-1131)AAC>AGC p.N377S

Pat_70 Post-Resistance GABRE 2564 37 X 151131042 151131042 Missense_Mutation SNP G A 65 494 c.416C>T c.(415-417)TCT>TTT p.S139F

Pat_70 Post-Resistance CSAG1 158511 37 X 151908796 151908796 Missense_Mutation SNP C T 86 520 c.35C>T c.(34-36)ACT>ATT p.T12I

Pat_73 Pre-Treatment PGD 5226 37 1 10477446 10477446 Missense_Mutation SNP C T 156 265 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_73 Pre-Treatment CASZ1 54897 37 1 10713493 10713493 Missense_Mutation SNP G A 27 30 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_73 Pre-Treatment SPEN 23013 37 1 16256981 16256981 Missense_Mutation SNP C T 10 88 c.4246C>T c.(4246-4248)CGT>TGT p.R1416C

Pat_73 Pre-Treatment MRTO4 51154 37 1 19582478 19582478 Missense_Mutation SNP A G 54 69 c.124A>G c.(124-126)ATC>GTC p.I42V

Pat_73 Pre-Treatment RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 71 113 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_73 Pre-Treatment HIVEP3 59269 37 1 41976579 41976579 Missense_Mutation SNP G A 4 96 c.6764C>T c.(6763-6765)TCG>TTG p.S2255L

Pat_73 Pre-Treatment KIAA0467 23334 37 1 43911909 43911910 Missense_Mutation DNP CC TT 141 307 c.6279_6280CC>TTc.(6277-6282)ATCCTC>ATTTTCp.L2094F

Pat_73 Pre-Treatment CYP4X1 260293 37 1 47505108 47505108 Missense_Mutation SNP C T 90 100 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_73 Pre-Treatment CC2D1B 200014 37 1 52823465 52823465 Missense_Mutation SNP G A 25 23 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_73 Pre-Treatment C1orf177 163747 37 1 55282732 55282732 Missense_Mutation SNP G A 53 55 c.1121G>A c.(1120-1122)CGA>CAA p.R374Q

Pat_73 Pre-Treatment DHCR24 1718 37 1 55337259 55337259 Missense_Mutation SNP C T 4 104 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_73 Pre-Treatment RAVER2 55225 37 1 65243395 65243395 Nonsense_Mutation SNP C T 51 91 c.406C>T c.(406-408)CAG>TAG p.Q136*

Pat_73 Pre-Treatment C1orf173 127254 37 1 75038267 75038267 Missense_Mutation SNP C T 88 151 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_73 Pre-Treatment BCAR3 8412 37 1 94140384 94140384 Missense_Mutation SNP C T 4 60 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_73 Pre-Treatment CD53 963 37 1 111440482 111440482 Missense_Mutation SNP G A 77 135 c.556G>A c.(556-558)GGA>AGA p.G186R

Pat_73 Pre-Treatment NBPF9 400818 37 1 144617177 144617177 Missense_Mutation SNP G A 10 580 c.203G>A c.(202-204)AGA>AAA p.R68K

Pat_73 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 19 432 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_73 Pre-Treatment NBPF10 100132406 37 1 145360584 145360584 Missense_Mutation SNP G A 8 53 c.9434G>A c.(9433-9435)GGG>GAG p.G3145E

Pat_73 Pre-Treatment TCHH 7062 37 1 152082710 152082710 Missense_Mutation SNP C G 5 202 c.2983G>C c.(2983-2985)GAG>CAG p.E995Q

Pat_73 Pre-Treatment HRNR 388697 37 1 152188460 152188460 Missense_Mutation SNP G A 73 842 c.5645C>T c.(5644-5646)TCT>TTT p.S1882F

Pat_73 Pre-Treatment FLG 2312 37 1 152279804 152279804 Missense_Mutation SNP C T 304 411 c.7558G>A c.(7558-7560)GAT>AAT p.D2520N

Pat_73 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 9 520 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_73 Pre-Treatment ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 4 115 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_73 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 5 133 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_73 Pre-Treatment GON4L 54856 37 1 155774924 155774924 Missense_Mutation SNP A C 54 63 c.1461T>G c.(1459-1461)GAT>GAG p.D487E

Pat_73 Pre-Treatment MAEL 84944 37 1 166959004 166959004 Missense_Mutation SNP G A 27 36 c.163G>A c.(163-165)GCA>ACA p.A55T

Pat_73 Pre-Treatment MAEL 84944 37 1 166990989 166990989 Missense_Mutation SNP C T 73 88 c.1202C>T c.(1201-1203)TCC>TTC p.S401F

Pat_73 Pre-Treatment SLC9A11 284525 37 1 173526564 173526564 Missense_Mutation SNP C G 103 172 c.1130G>C c.(1129-1131)TGG>TCG p.W377S

Pat_73 Pre-Treatment RNPEP 6051 37 1 201969084 201969084 Missense_Mutation SNP A G 39 47 c.1145A>G c.(1144-1146)CAC>CGC p.H382R

Pat_73 Pre-Treatment PLXNA2 5362 37 1 208201419 208201419 Missense_Mutation SNP C T 6 398 c.5524G>A c.(5524-5526)GTG>ATG p.V1842M

Pat_73 Pre-Treatment PLXNA2 5362 37 1 208216471 208216471 Missense_Mutation SNP G A 4 163 c.3952C>T c.(3952-3954)CGT>TGT p.R1318C

Pat_73 Pre-Treatment LAMB3 3914 37 1 209804019 209804019 Missense_Mutation SNP G A 36 28 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_73 Pre-Treatment SUSD4 55061 37 1 223465964 223465964 Missense_Mutation SNP G A 5 127 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_73 Pre-Treatment OR2M1P 388762 37 1 248285776 248285776 Missense_Mutation SNP A C 5 378 c.339A>C c.(337-339)TTA>TTC p.L113F

Pat_73 Pre-Treatment OR2T10 127069 37 1 248756578 248756578 Missense_Mutation SNP C T 85 8 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_73 Pre-Treatment DHTKD1 55526 37 10 12129565 12129565 Missense_Mutation SNP C T 4 87 c.554C>T c.(553-555)TCG>TTG p.S185L

Pat_73 Pre-Treatment LYZL1 84569 37 10 29578087 29578087 Nonsense_Mutation SNP G A 39 16 c.41G>A c.(40-42)TGG>TAG p.W14*

Pat_73 Pre-Treatment ZNF248 57209 37 10 38121877 38121877 Missense_Mutation SNP G A 17 4 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_73 Pre-Treatment SYT15 83849 37 10 46968629 46968629 Missense_Mutation SNP G A 10 5 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_73 Pre-Treatment ZWINT 11130 37 10 58118208 58118208 Missense_Mutation SNP G T 8 77 c.805C>A c.(805-807)CAA>AAA p.Q269K

Pat_73 Pre-Treatment CYP2C9 1559 37 10 96702071 96702071 Missense_Mutation SNP C T 88 21 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_73 Pre-Treatment CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 17 9 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_73 Pre-Treatment LBX1 10660 37 10 102987272 102987272 Missense_Mutation SNP C T 3 48 c.601G>A c.(601-603)GGG>AGG p.G201R

Pat_73 Pre-Treatment C10orf79 80217 37 10 105920914 105920914 Missense_Mutation SNP G A 25 13 c.3421C>T c.(3421-3423)CCT>TCT p.P1141S



Pat_73 Pre-Treatment HBE1 3046 37 11 5290788 5290788 Missense_Mutation SNP A T 65 109 c.211T>A c.(211-213)TCC>ACC p.S71T

Pat_73 Pre-Treatment CCKBR 887 37 11 6281307 6281307 Missense_Mutation SNP G A 22 31 c.149G>A c.(148-150)CGA>CAA p.R50Q

Pat_73 Pre-Treatment OR4C13 283092 37 11 49974138 49974138 Missense_Mutation SNP C T 249 340 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_73 Pre-Treatment TMEM109 79073 37 11 60689470 60689470 Missense_Mutation SNP C T 5 135 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_73 Pre-Treatment AHNAK 79026 37 11 62295522 62295522 Missense_Mutation SNP C T 10 728 c.6367G>A c.(6367-6369)GAC>AAC p.D2123N

Pat_73 Pre-Treatment AHNAK 79026 37 11 62295549 62295549 Missense_Mutation SNP C T 8 625 c.6340G>A c.(6340-6342)GCC>ACC p.A2114T

Pat_73 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 11 668 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_73 Pre-Treatment AHNAK 79026 37 11 62296147 62296147 Missense_Mutation SNP G C 8 545 c.5742C>G c.(5740-5742)GAC>GAG p.D1914E

Pat_73 Pre-Treatment SF1 7536 37 11 64535657 64535657 Missense_Mutation SNP C T 4 101 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_73 Pre-Treatment RPS6KB2 6199 37 11 67197022 67197022 Missense_Mutation SNP G A 3 53 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_73 Pre-Treatment ATM 472 37 11 108218025 108218026 Missense_Mutation DNP TG CT 56 14 c.8604_8605TG>CTc.(8602-8607)CTTGGT>CTCTGTp.G2869C

Pat_73 Pre-Treatment TMEM25 84866 37 11 118404984 118404984 Missense_Mutation SNP T C 37 45 c.941T>C c.(940-942)GTG>GCG p.V314A

Pat_73 Pre-Treatment SORL1 6653 37 11 121461820 121461820 Nonsense_Mutation SNP C T 4 181 c.4324C>T c.(4324-4326)CGA>TGA p.R1442*

Pat_73 Pre-Treatment ST3GAL4 6484 37 11 126279224 126279224 Missense_Mutation SNP G A 4 176 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_73 Pre-Treatment ANO2 57101 37 12 5963247 5963247 Missense_Mutation SNP C T 173 236 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_73 Pre-Treatment CD163 9332 37 12 7640125 7640125 Missense_Mutation SNP C T 89 103 c.1880G>A c.(1879-1881)GGA>GAA p.G627E

Pat_73 Pre-Treatment CD163 9332 37 12 7640497 7640497 Missense_Mutation SNP C T 58 91 c.1607G>A c.(1606-1608)GGA>GAA p.G536E

Pat_73 Pre-Treatment PLCZ1 89869 37 12 18876451 18876451 Missense_Mutation SNP C T 43 67 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_73 Pre-Treatment ABCC9 10060 37 12 21954063 21954063 Missense_Mutation SNP C T 51 83 c.4565G>A c.(4564-4566)GGA>GAA p.G1522E

Pat_73 Pre-Treatment FAM113B 91523 37 12 47629931 47629931 Missense_Mutation SNP C T 108 136 c.1085C>T c.(1084-1086)TCA>TTA p.S362L

Pat_73 Pre-Treatment MLL2 8085 37 12 49433006 49433006 Missense_Mutation SNP G A 17 142 c.8365C>T c.(8365-8367)CGG>TGG p.R2789W

Pat_73 Pre-Treatment CPM 1368 37 12 69279577 69279577 Missense_Mutation SNP C T 4 242 c.253G>A c.(253-255)GAT>AAT p.D85N

Pat_73 Pre-Treatment STAB2 55576 37 12 104049246 104049246 Missense_Mutation SNP G A 41 64 c.1621G>A c.(1621-1623)GGA>AGA p.G541R

Pat_73 Pre-Treatment GLT8D2 83468 37 12 104388192 104388192 Missense_Mutation SNP C A 15 87 c.688G>T c.(688-690)GTG>TTG p.V230L

Pat_73 Pre-Treatment POLR3B 55703 37 12 106850963 106850963 Nonsense_Mutation SNP C T 4 177 c.2341C>T c.(2341-2343)CGA>TGA p.R781*

Pat_73 Pre-Treatment C12orf51 283450 37 12 112605243 112605243 Missense_Mutation SNP G A 31 29 c.11146C>T c.(11146-11148)CCG>TCG p.P3716S

Pat_73 Pre-Treatment GCN1L1 10985 37 12 120592781 120592781 Missense_Mutation SNP C T 4 164 c.3694G>A c.(3694-3696)GAA>AAA p.E1232K

Pat_73 Pre-Treatment ACADS 35 37 12 121176225 121176225 Missense_Mutation SNP A G 37 49 c.767A>G c.(766-768)GAG>GGG p.E256G

Pat_73 Pre-Treatment MLXIP 22877 37 12 122614641 122614641 Missense_Mutation SNP C T 19 18 c.892C>T c.(892-894)CCC>TCC p.P298S

Pat_73 Pre-Treatment SACS 26278 37 13 23907979 23907979 Missense_Mutation SNP G A 50 100 c.10036C>T c.(10036-10038)CCT>TCT p.P3346S

Pat_73 Pre-Treatment RNF6 6049 37 13 26788626 26788626 Missense_Mutation SNP G A 4 224 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_73 Pre-Treatment DZIP1 22873 37 13 96239844 96239844 Missense_Mutation SNP C T 5 402 c.2167G>A c.(2167-2169)GGG>AGG p.G723R

Pat_73 Pre-Treatment RIPK3 11035 37 14 24809028 24809028 Missense_Mutation SNP G A 5 223 c.5C>T c.(4-6)TCG>TTG p.S2L

Pat_73 Pre-Treatment CDKL1 8814 37 14 50845005 50845005 Missense_Mutation SNP G A 23 34 c.1244C>T c.(1243-1245)CCT>CTT p.P415L

Pat_73 Pre-Treatment SNAPC1 6617 37 14 62248986 62248986 Missense_Mutation SNP C T 4 156 c.847C>T c.(847-849)CGT>TGT p.R283C

Pat_73 Pre-Treatment RDH11 51109 37 14 68159310 68159310 Missense_Mutation SNP C T 70 182 c.194G>A c.(193-195)GGA>GAA p.G65E

Pat_73 Pre-Treatment ADAM21P1 145241 37 14 70713206 70713206 Missense_Mutation SNP C T 60 117 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_73 Pre-Treatment TMEM63C 57156 37 14 77709269 77709269 Missense_Mutation SNP T A 54 57 c.1211T>A c.(1210-1212)TTC>TAC p.F404Y

Pat_73 Pre-Treatment ATXN3 4287 37 14 92548769 92548769 Missense_Mutation SNP T C 75 97 c.650A>G c.(649-651)GAT>GGT p.D217G

Pat_73 Pre-Treatment CPSF2 53981 37 14 92621668 92621668 Splice_Site SNP G A 26 30 c.1442_splice c.e11+1 p.K481_splice

Pat_73 Pre-Treatment BRF1 2972 37 14 105693018 105693018 Missense_Mutation SNP C T 4 162 c.868G>A c.(868-870)GAC>AAC p.D290N

Pat_73 Pre-Treatment RYR3 6263 37 15 33945019 33945019 Missense_Mutation SNP G A 4 137 c.4243G>A c.(4243-4245)GTG>ATG p.V1415M

Pat_73 Pre-Treatment FBN1 2200 37 15 48812948 48812948 Missense_Mutation SNP G A 55 53 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_73 Pre-Treatment TMOD3 29766 37 15 52161474 52161474 Missense_Mutation SNP C T 5 156 c.187C>T c.(187-189)CCA>TCA p.P63S

Pat_73 Pre-Treatment UNC13C 440279 37 15 54847703 54847703 Missense_Mutation SNP C T 4 45 c.5951C>T c.(5950-5952)ACC>ATC p.T1984I

Pat_73 Pre-Treatment FAM81A 145773 37 15 59809020 59809020 Missense_Mutation SNP G A 10 17 c.963G>A c.(961-963)ATG>ATA p.M321I

Pat_73 Pre-Treatment PPIB 5479 37 15 64449091 64449091 Missense_Mutation SNP C G 4 71 c.361G>C c.(361-363)GAG>CAG p.E121Q



Pat_73 Pre-Treatment ACAN 176 37 15 89400834 89400834 Missense_Mutation SNP C T 107 175 c.5018C>T c.(5017-5019)TCC>TTC p.S1673F

Pat_73 Pre-Treatment C15orf58 390637 37 15 90785020 90785020 Missense_Mutation SNP G A 81 113 c.880G>A c.(880-882)GGA>AGA p.G294R

Pat_73 Pre-Treatment SOLH 6650 37 16 601520 601520 Missense_Mutation SNP G A 4 213 c.2201G>A c.(2200-2202)CGG>CAG p.R734Q

Pat_73 Pre-Treatment CCNF 899 37 16 2498959 2498959 Missense_Mutation SNP G A 4 176 c.1198G>A c.(1198-1200)GCC>ACC p.A400T

Pat_73 Pre-Treatment PRSS33 260429 37 16 2836101 2836101 Missense_Mutation SNP C T 23 41 c.68G>A c.(67-69)AGG>AAG p.R23K

Pat_73 Pre-Treatment SYT17 51760 37 16 19236068 19236068 Missense_Mutation SNP T C 54 68 c.1136T>C c.(1135-1137)TTC>TCC p.F379S

Pat_73 Pre-Treatment UMOD 7369 37 16 20360534 20360534 Missense_Mutation SNP C T 17 39 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_73 Pre-Treatment ACSM1 116285 37 16 20681298 20681298 Missense_Mutation SNP G A 3 42 c.763C>T c.(763-765)CGG>TGG p.R255W

Pat_73 Pre-Treatment OTOA 146183 37 16 21739697 21739697 Missense_Mutation SNP G A 41 83 c.2152G>A c.(2152-2154)GAC>AAC p.D718N

Pat_73 Pre-Treatment GTF3C1 2975 37 16 27472727 27472727 Missense_Mutation SNP G A 4 126 c.6274C>T c.(6274-6276)CGG>TGG p.R2092W

Pat_73 Pre-Treatment RABEP2 79874 37 16 28935769 28935769 Missense_Mutation SNP G A 5 237 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_73 Pre-Treatment ARMC5 79798 37 16 31473871 31473871 Missense_Mutation SNP C T 3 56 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_73 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 6 200 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_73 Pre-Treatment VPS35 55737 37 16 46714582 46714582 Splice_Site SNP C A 13 4 c.506_splice c.e5+1 p.D169_splice

Pat_73 Pre-Treatment MMP2 4313 37 16 55516945 55516945 Missense_Mutation SNP C T 121 43 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_73 Pre-Treatment GOT2 2806 37 16 58752490 58752490 Missense_Mutation SNP G A 4 126 c.538C>T c.(538-540)CGG>TGG p.R180W

Pat_73 Pre-Treatment GLG1 2734 37 16 74502864 74502864 Missense_Mutation SNP G A 45 113 c.2416C>T c.(2416-2418)CGT>TGT p.R806C

Pat_73 Pre-Treatment CHST6 4166 37 16 75513534 75513534 Missense_Mutation SNP C T 4 79 c.193G>A c.(193-195)GAC>AAC p.D65N

Pat_73 Pre-Treatment ANKRD11 29123 37 16 89349010 89349010 Missense_Mutation SNP C T 27 29 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_73 Pre-Treatment OR3A2 4995 37 17 3181634 3181634 Missense_Mutation SNP G A 66 91 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_73 Pre-Treatment NLRP1 22861 37 17 5462968 5462968 Missense_Mutation SNP C T 95 143 c.1048G>A c.(1048-1050)GCC>ACC p.A350T

Pat_73 Pre-Treatment DNAH2 146754 37 17 7679354 7679354 Missense_Mutation SNP G A 6 325 c.4834G>A c.(4834-4836)GAT>AAT p.D1612N

Pat_73 Pre-Treatment C17orf68 80169 37 17 8135746 8135746 Missense_Mutation SNP C T 6 341 c.1993G>A c.(1993-1995)GTG>ATG p.V665M

Pat_73 Pre-Treatment MFSD6L 162387 37 17 8702230 8702230 Missense_Mutation SNP G A 29 39 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_73 Pre-Treatment MYH2 4620 37 17 10440996 10440996 Missense_Mutation SNP C T 180 277 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_73 Pre-Treatment DNAH9 1770 37 17 11666863 11666863 Missense_Mutation SNP G A 52 71 c.7102G>A c.(7102-7104)GAA>AAA p.E2368K

Pat_73 Pre-Treatment NCOR1 9611 37 17 16012114 16012114 Missense_Mutation SNP G A 50 66 c.2168C>T c.(2167-2169)CCA>CTA p.P723L

Pat_73 Pre-Treatment CCDC144B 284047 37 17 18528735 18528735 Missense_Mutation SNP C T 5 16 c.26G>A c.(25-27)CGG>CAG p.R9Q

Pat_73 Pre-Treatment NOS2 4843 37 17 26091035 26091035 Missense_Mutation SNP T C 3 51 c.2564A>G c.(2563-2565)GAG>GGG p.E855G

Pat_73 Pre-Treatment MYO18A 399687 37 17 27413553 27413553 Nonsense_Mutation SNP G A 3 26 c.5755C>T c.(5755-5757)CAG>TAG p.Q1919*

Pat_73 Pre-Treatment TAOK1 57551 37 17 27805316 27805316 Missense_Mutation SNP G T 4 199 c.400G>T c.(400-402)GGT>TGT p.G134C

Pat_73 Pre-Treatment CPD 1362 37 17 28789461 28789461 Missense_Mutation SNP C A 4 167 c.3890C>A c.(3889-3891)CCA>CAA p.P1297Q

Pat_73 Pre-Treatment GPR179 440435 37 17 36485284 36485284 Missense_Mutation SNP C T 4 159 c.4168G>A c.(4168-4170)GAG>AAG p.E1390K

Pat_73 Pre-Treatment CNTNAP1 8506 37 17 40837258 40837258 Missense_Mutation SNP G A 4 182 c.535G>A c.(535-537)GGC>AGC p.G179S

Pat_73 Pre-Treatment GPATCH8 23131 37 17 42541860 42541860 Missense_Mutation SNP C T 461 63 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_73 Pre-Treatment RGS9 8787 37 17 63185416 63185416 Missense_Mutation SNP G A 4 94 c.667G>A c.(667-669)GTT>ATT p.V223I

Pat_73 Pre-Treatment CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 41 10 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_73 Pre-Treatment MIER2 54531 37 19 313536 313536 Missense_Mutation SNP C T 5 227 c.763G>A c.(763-765)GGG>AGG p.G255R

Pat_73 Pre-Treatment TMPRSS9 360200 37 19 2425938 2425938 Missense_Mutation SNP G A 5 116 c.3032G>A c.(3031-3033)GGA>GAA p.G1011E

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 7 117 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 11 119 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 5 116 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_73 Pre-Treatment STAP2 55620 37 19 4329977 4329977 Missense_Mutation SNP G C 25 49 c.436C>G c.(436-438)CGT>GGT p.R146G

Pat_73 Pre-Treatment FEM1A 55527 37 19 4792725 4792725 Missense_Mutation SNP G A 4 128 c.859G>A c.(859-861)GAA>AAA p.E287K

Pat_73 Pre-Treatment PTPRS 5802 37 19 5212259 5212259 Missense_Mutation SNP G A 4 203 c.4772C>T c.(4771-4773)GCC>GTC p.A1591V

Pat_73 Pre-Treatment SLC25A41 284427 37 19 6427485 6427485 Missense_Mutation SNP G A 3 27 c.652C>T c.(652-654)CGG>TGG p.R218W

Pat_73 Pre-Treatment C3 718 37 19 6678278 6678278 Missense_Mutation SNP C T 40 43 c.4735G>A c.(4735-4737)GGA>AGA p.G1579R



Pat_73 Pre-Treatment EMR1 2015 37 19 6935050 6935050 Missense_Mutation SNP C T 62 107 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_73 Pre-Treatment MUC16 94025 37 19 9069279 9069279 Missense_Mutation SNP G A 53 93 c.18167C>T c.(18166-18168)TCA>TTA p.S6056L

Pat_73 Pre-Treatment MUC16 94025 37 19 9069999 9069999 Missense_Mutation SNP C T 41 73 c.17447G>A c.(17446-17448)AGG>AAG p.R5816K

Pat_73 Pre-Treatment MUC16 94025 37 19 9083927 9083927 Missense_Mutation SNP G A 19 25 c.7888C>T c.(7888-7890)CCA>TCA p.P2630S

Pat_73 Pre-Treatment LDLR 3949 37 19 11215925 11215925 Missense_Mutation SNP C T 187 247 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_73 Pre-Treatment ZNF653 115950 37 19 11596534 11596534 Missense_Mutation SNP G A 61 143 c.1507C>T c.(1507-1509)CCT>TCT p.P503S

Pat_73 Pre-Treatment ZNF627 199692 37 19 11728410 11728410 Missense_Mutation SNP T A 5 283 c.1092T>A c.(1090-1092)GAT>GAA p.D364E

Pat_73 Pre-Treatment ZNF844 284391 37 19 12186819 12186819 Missense_Mutation SNP C T 13 26 c.884C>T c.(883-885)TCC>TTC p.S295F

Pat_73 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 9 315 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_73 Pre-Treatment ZNF443 10224 37 19 12541802 12541802 Missense_Mutation SNP C A 146 245 c.1184G>T c.(1183-1185)TGC>TTC p.C395F

Pat_73 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 8 420 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_73 Pre-Treatment MAST1 22983 37 19 12951329 12951330 Missense_Mutation DNP CC TT 36 67 c.153_154CC>TTc.(151-156)TCCCCG>TCTTCG p.P52S

Pat_73 Pre-Treatment ZNF333 84449 37 19 14829711 14829711 Missense_Mutation SNP C A 4 187 c.1572C>A c.(1570-1572)CAC>CAA p.H524Q

Pat_73 Pre-Treatment SLC1A6 6511 37 19 15067330 15067331 Missense_Mutation DNP CC TT 10 22 c.1126_1127GG>AAc.(1126-1128)GGC>AAC p.G376N

Pat_73 Pre-Treatment PGLYRP2 114770 37 19 15587233 15587233 Missense_Mutation SNP G A 43 35 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_73 Pre-Treatment CYP4F2 8529 37 19 15996816 15996816 Missense_Mutation SNP C A 6 113 c.1033G>T c.(1033-1035)GCA>TCA p.A345S

Pat_73 Pre-Treatment CYP4F2 8529 37 19 15996840 15996840 Missense_Mutation SNP G A 50 60 c.1009C>T c.(1009-1011)CTC>TTC p.L337F

Pat_73 Pre-Treatment RAB8A 4218 37 19 16232580 16232580 Missense_Mutation SNP G A 8 171 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_73 Pre-Treatment SIN3B 23309 37 19 16973254 16973254 Missense_Mutation SNP G A 4 168 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_73 Pre-Treatment ZNF486 90649 37 19 20308465 20308465 Missense_Mutation SNP C T 36 54 c.946C>T c.(946-948)CAT>TAT p.H316Y

Pat_73 Pre-Treatment ZNF626 199777 37 19 20807353 20807353 Missense_Mutation SNP T C 5 307 c.1330A>G c.(1330-1332)AGG>GGG p.R444G

Pat_73 Pre-Treatment ZNF99 7652 37 19 22939459 22939459 Missense_Mutation SNP C T 71 82 c.2712G>A c.(2710-2712)ATG>ATA p.M904I

Pat_73 Pre-Treatment ZNF99 7652 37 19 22941749 22941749 Missense_Mutation SNP G A 102 186 c.689C>T c.(688-690)GCT>GTT p.A230V

Pat_73 Pre-Treatment LSM14A 26065 37 19 34685419 34685419 Missense_Mutation SNP G A 6 426 c.158G>A c.(157-159)CGT>CAT p.R53H

Pat_73 Pre-Treatment MAP4K1 11184 37 19 39100299 39100299 Missense_Mutation SNP G A 21 23 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_73 Pre-Treatment CYP2B6 1555 37 19 41512879 41512879 Missense_Mutation SNP G A 33 51 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_73 Pre-Treatment AXL 558 37 19 41748820 41748820 Missense_Mutation SNP C T 69 110 c.1345C>T c.(1345-1347)CCC>TCC p.P449S

Pat_73 Pre-Treatment ETHE1 23474 37 19 44011031 44011031 Missense_Mutation SNP G A 5 178 c.736C>T c.(736-738)CGC>TGC p.R246C

Pat_73 Pre-Treatment CEACAM20 125931 37 19 45033505 45033505 Missense_Mutation SNP G A 63 50 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_73 Pre-Treatment CD3EAP 10849 37 19 45911467 45911467 Nonsense_Mutation SNP C T 6 282 c.241C>T c.(241-243)CGA>TGA p.R81*

Pat_73 Pre-Treatment ERCC1 2067 37 19 45918162 45918162 Missense_Mutation SNP G A 5 92 c.659C>T c.(658-660)GCG>GTG p.A220V

Pat_73 Pre-Treatment ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 6 362 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_73 Pre-Treatment ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 8 338 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_73 Pre-Treatment ZNF28 7576 37 19 53302985 53302985 Missense_Mutation SNP T A 7 556 c.2113A>T c.(2113-2115)AAC>TAC p.N705Y

Pat_73 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 9 616 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_73 Pre-Treatment ZNF761 388561 37 19 53958969 53958969 Missense_Mutation SNP T G 7 563 c.1208T>G c.(1207-1209)CTT>CGT p.L403R

Pat_73 Pre-Treatment ZNF761 388561 37 19 53958983 53958983 Missense_Mutation SNP A C 7 479 c.1222A>C c.(1222-1224)AAA>CAA p.K408Q

Pat_73 Pre-Treatment ZNF761 388561 37 19 53959214 53959214 Missense_Mutation SNP A T 116 153 c.1453A>T c.(1453-1455)AGG>TGG p.R485W

Pat_73 Pre-Treatment NCR1 9437 37 19 55420727 55420727 Missense_Mutation SNP G A 70 86 c.479G>A c.(478-480)AGA>AAA p.R160K

Pat_73 Pre-Treatment NLRP2 55655 37 19 55496441 55496441 Missense_Mutation SNP C T 86 117 c.2057C>T c.(2056-2058)CCT>CTT p.P686L

Pat_73 Pre-Treatment PTPRH 5794 37 19 55713474 55713474 Missense_Mutation SNP A T 76 135 c.1103T>A c.(1102-1104)GTG>GAG p.V368E

Pat_73 Pre-Treatment NLRP11 204801 37 19 56312966 56312966 Missense_Mutation SNP C T 120 150 c.2143G>A c.(2143-2145)GAG>AAG p.E715K

Pat_73 Pre-Treatment ALK 238 37 2 29551311 29551311 Missense_Mutation SNP G A 46 68 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_73 Pre-Treatment DHX57 90957 37 2 39029964 39029964 Missense_Mutation SNP G A 6 516 c.3910C>T c.(3910-3912)CCG>TCG p.P1304S

Pat_73 Pre-Treatment OXER1 165140 37 2 42990881 42990881 Missense_Mutation SNP G A 3 59 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_73 Pre-Treatment NRXN1 9378 37 2 50692660 50692660 Missense_Mutation SNP T C 32 43 c.3404A>G c.(3403-3405)CAA>CGA p.Q1135R

Pat_73 Pre-Treatment AFTPH 54812 37 2 64778646 64778646 Missense_Mutation SNP C T 4 240 c.38C>T c.(37-39)CCA>CTA p.P13L



Pat_73 Pre-Treatment TET3 200424 37 2 74275280 74275280 Nonsense_Mutation SNP G T 3 39 c.1831G>T c.(1831-1833)GAG>TAG p.E611*

Pat_73 Pre-Treatment LOXL3 84695 37 2 74762824 74762824 Missense_Mutation SNP C T 40 56 c.1307G>A c.(1306-1308)GGA>GAA p.G436E

Pat_73 Pre-Treatment REG3G 130120 37 2 79255008 79255008 Missense_Mutation SNP C T 99 126 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_73 Pre-Treatment SH2D6 284948 37 2 85662149 85662149 Missense_Mutation SNP A C 4 13 c.71A>C c.(70-72)CAC>CCC p.H24P

Pat_73 Pre-Treatment TEKT4 150483 37 2 95542459 95542459 Missense_Mutation SNP G A 4 122 c.1253G>A c.(1252-1254)TGC>TAC p.C418Y

Pat_73 Pre-Treatment ANKRD23 200539 37 2 97505471 97505471 Missense_Mutation SNP C T 3 53 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_73 Pre-Treatment C2orf55 343990 37 2 99411032 99411032 Missense_Mutation SNP G A 106 117 c.2852C>T c.(2851-2853)TCT>TTT p.S951F

Pat_73 Pre-Treatment IL18RAP 8807 37 2 103040858 103040858 Missense_Mutation SNP C T 4 171 c.563C>T c.(562-564)GCG>GTG p.A188V

Pat_73 Pre-Treatment RGPD4 285190 37 2 108476236 108476236 Missense_Mutation SNP G A 89 104 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_73 Pre-Treatment MGAT5 4249 37 2 135027998 135027998 Nonsense_Mutation SNP C T 4 155 c.283C>T c.(283-285)CAG>TAG p.Q95*

Pat_73 Pre-Treatment LY75 4065 37 2 160741758 160741758 Missense_Mutation SNP C T 85 149 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_73 Pre-Treatment DLX1 1745 37 2 172952920 172952920 Missense_Mutation SNP C T 131 224 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_73 Pre-Treatment TTN 7273 37 2 179430392 179430392 Missense_Mutation SNP C T 103 153 c.72763G>A c.(72763-72765)GGA>AGA p.G24255R

Pat_73 Pre-Treatment TTN 7273 37 2 179445147 179445147 Missense_Mutation SNP C A 4 171 c.59255G>T c.(59254-59256)CGC>CTC p.R19752L

Pat_73 Pre-Treatment TTN 7273 37 2 179480140 179480140 Missense_Mutation SNP G A 163 187 c.40828C>T c.(40828-40830)CCA>TCA p.P13610S

Pat_73 Pre-Treatment TTN 7273 37 2 179614327 179614327 Missense_Mutation SNP C T 40 38 c.12800G>A c.(12799-12801)GGA>GAA p.G4267E

Pat_73 Pre-Treatment BMPR2 659 37 2 203407087 203407087 Missense_Mutation SNP C T 48 65 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_73 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 12 310 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_73 Pre-Treatment GIGYF2 26058 37 2 233620981 233620981 Missense_Mutation SNP G A 3 59 c.316G>A c.(316-318)GGA>AGA p.G106R

Pat_73 Pre-Treatment ADAM33 80332 37 20 3654919 3654919 Missense_Mutation SNP C T 4 157 c.613G>A c.(613-615)GCG>ACG p.A205T

Pat_73 Pre-Treatment C20orf27 54976 37 20 3736134 3736134 Missense_Mutation SNP C T 4 107 c.283G>A c.(283-285)GTG>ATG p.V95M

Pat_73 Pre-Treatment GPCPD1 56261 37 20 5560721 5560721 Missense_Mutation SNP G A 4 77 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_73 Pre-Treatment PLCB4 5332 37 20 9402034 9402034 Missense_Mutation SNP G A 85 79 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_73 Pre-Treatment MKKS 8195 37 20 10393901 10393901 Missense_Mutation SNP A G 65 86 c.262T>C c.(262-264)TTC>CTC p.F88L

Pat_73 Pre-Treatment BTBD3 22903 37 20 11904102 11904102 Missense_Mutation SNP G A 4 215 c.1357G>A c.(1357-1359)GTA>ATA p.V453I

Pat_73 Pre-Treatment ESF1 51575 37 20 13714427 13714427 Missense_Mutation SNP G A 73 96 c.1891C>T c.(1891-1893)CCT>TCT p.P631S

Pat_73 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 6 141 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_73 Pre-Treatment GDF5 8200 37 20 34021784 34021784 Missense_Mutation SNP G C 56 66 c.1429C>G c.(1429-1431)CTC>GTC p.L477V

Pat_73 Pre-Treatment PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 62 96 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_73 Pre-Treatment TGM2 7052 37 20 36779358 36779358 Missense_Mutation SNP G A 127 194 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_73 Pre-Treatment SLC2A10 81031 37 20 45354042 45354042 Missense_Mutation SNP G A 4 207 c.367G>A c.(367-369)GTG>ATG p.V123M

Pat_73 Pre-Treatment ZMYND8 23613 37 20 45867870 45867870 Missense_Mutation SNP G A 4 216 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_73 Pre-Treatment NCOA3 8202 37 20 46276009 46276009 Missense_Mutation SNP C T 78 81 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_73 Pre-Treatment ARFGAP1 55738 37 20 61919190 61919190 Missense_Mutation SNP C T 3 23 c.1186C>T c.(1186-1188)CCC>TCC p.P396S

Pat_73 Pre-Treatment BTG3 10950 37 21 18966581 18966581 Nonsense_Mutation SNP G A 45 50 c.589C>T c.(589-591)CGA>TGA p.R197*

Pat_73 Pre-Treatment CLIC6 54102 37 21 36079677 36079677 Missense_Mutation SNP G A 31 35 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_73 Pre-Treatment MX2 4600 37 21 42749759 42749759 Missense_Mutation SNP G A 4 205 c.293G>A c.(292-294)CGC>CAC p.R98H

Pat_73 Pre-Treatment PDE9A 5152 37 21 44192595 44192595 Missense_Mutation SNP C T 19 24 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_73 Pre-Treatment CCT8L2 150160 37 22 17073380 17073380 Missense_Mutation SNP C T 35 50 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_73 Pre-Treatment CECR2 27443 37 22 18028128 18028128 Missense_Mutation SNP G A 4 70 c.3085G>A c.(3085-3087)GCT>ACT p.A1029T

Pat_73 Pre-Treatment SLC7A4 6545 37 22 21384097 21384097 Missense_Mutation SNP C T 4 93 c.1526G>A c.(1525-1527)GGT>GAT p.G509D

Pat_73 Pre-Treatment MYO18B 84700 37 22 26423319 26423319 Missense_Mutation SNP C T 90 119 c.7379C>T c.(7378-7380)TCA>TTA p.S2460L

Pat_73 Pre-Treatment PATZ1 23598 37 22 31740540 31740540 Missense_Mutation SNP C T 4 107 c.1049G>A c.(1048-1050)CGG>CAG p.R350Q

Pat_73 Pre-Treatment TMPRSS6 164656 37 22 37462141 37462141 Nonsense_Mutation SNP C T 57 71 c.2415G>A c.(2413-2415)TGG>TGA p.W805*

Pat_73 Pre-Treatment CACNA1I 8911 37 22 40045817 40045817 Missense_Mutation SNP C T 5 62 c.1879C>T c.(1879-1881)CGG>TGG p.R627W

Pat_73 Pre-Treatment TNRC6B 23112 37 22 40662077 40662078 Missense_Mutation DNP CC TT 99 125 c.1843_1844CC>TTc.(1843-1845)CCC>TTC p.P615F

Pat_73 Pre-Treatment WBP2NL 164684 37 22 42423028 42423028 Missense_Mutation SNP G A 276 338 c.773G>A c.(772-774)GGA>GAA p.G258E



Pat_73 Pre-Treatment TBC1D22A 25771 37 22 47433074 47433074 Missense_Mutation SNP C T 5 245 c.1309C>T c.(1309-1311)CGC>TGC p.R437C

Pat_73 Pre-Treatment STAC 6769 37 3 36527634 36527634 Missense_Mutation SNP A G 36 368 c.580A>G c.(580-582)AAT>GAT p.N194D

Pat_73 Pre-Treatment STAC 6769 37 3 36587734 36587734 Missense_Mutation SNP G A 43 73 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_73 Pre-Treatment SLC22A14 9389 37 3 38358003 38358004 Missense_Mutation DNP CC TT 16 41 c.1721_1722CC>TT c.(1720-1722)TCC>TTT p.S574F

Pat_73 Pre-Treatment TTC21A 199223 37 3 39156117 39156118 Missense_Mutation DNP GG AA 138 193 c.600_601GG>AAc.(598-603)CTGGAG>CTAAAG p.E201K

Pat_73 Pre-Treatment CYP8B1 1582 37 3 42916798 42916798 Missense_Mutation SNP G A 55 78 c.511C>T c.(511-513)CGC>TGC p.R171C

Pat_73 Pre-Treatment P4HTM 54681 37 3 49027982 49027982 Missense_Mutation SNP G A 4 36 c.293G>A c.(292-294)CGT>CAT p.R98H

Pat_73 Pre-Treatment RNF123 63891 37 3 49734631 49734631 Missense_Mutation SNP G T 4 67 c.223G>T c.(223-225)GAC>TAC p.D75Y

Pat_73 Pre-Treatment MAGI1 9223 37 3 65364955 65364956 Missense_Mutation DNP GG AA 19 21 c.2975_2976CC>TTc.(2974-2976)CCC>CTT p.P992L

Pat_73 Pre-Treatment FAM55C 91775 37 3 101520410 101520410 Missense_Mutation SNP A T 46 57 c.425A>T c.(424-426)GAC>GTC p.D142V

Pat_73 Pre-Treatment POLQ 10721 37 3 121238889 121238889 Missense_Mutation SNP G A 61 109 c.1297C>T c.(1297-1299)CGT>TGT p.R433C

Pat_73 Pre-Treatment KALRN 8997 37 3 124281865 124281865 Missense_Mutation SNP C T 79 96 c.5105C>T c.(5104-5106)CCC>CTC p.P1702L

Pat_73 Pre-Treatment SLCO2A1 6578 37 3 133673911 133673911 Missense_Mutation SNP A G 51 67 c.524T>C c.(523-525)GTT>GCT p.V175A

Pat_73 Pre-Treatment B3GALNT1 8706 37 3 160803948 160803948 Missense_Mutation SNP G A 20 33 c.595C>T c.(595-597)CAC>TAC p.H199Y

Pat_73 Pre-Treatment WDR49 151790 37 3 167246950 167246950 Missense_Mutation SNP C T 20 54 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_73 Pre-Treatment NCEH1 57552 37 3 172351720 172351720 Missense_Mutation SNP C T 6 226 c.892G>A c.(892-894)GGC>AGC p.G298S

Pat_73 Pre-Treatment THPO 7066 37 3 184090780 184090780 Missense_Mutation SNP G A 4 150 c.583C>T c.(583-585)CTC>TTC p.L195F

Pat_73 Pre-Treatment ATP13A4 84239 37 3 193132506 193132506 Missense_Mutation SNP G A 107 64 c.2876C>T c.(2875-2877)CCT>CTT p.P959L

Pat_73 Pre-Treatment MUC4 4585 37 3 195511822 195511822 Missense_Mutation SNP G T 6 25 c.6629C>A c.(6628-6630)CCT>CAT p.P2210H

Pat_73 Pre-Treatment MUC4 4585 37 3 195511937 195511937 Missense_Mutation SNP C T 5 19 c.6514G>A c.(6514-6516)GGT>AGT p.G2172S

Pat_73 Pre-Treatment MUC4 4585 37 3 195513468 195513468 Missense_Mutation SNP G C 3 43 c.4983C>G c.(4981-4983)CAC>CAG p.H1661Q

Pat_73 Pre-Treatment PPARGC1A 10891 37 4 23815677 23815677 Missense_Mutation SNP C T 4 200 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_73 Pre-Treatment STAP1 26228 37 4 68424640 68424640 Missense_Mutation SNP G A 86 15 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_73 Pre-Treatment ANKRD17 26057 37 4 73943169 73943169 Missense_Mutation SNP T C 169 50 c.7490A>G c.(7489-7491)CAT>CGT p.H2497R

Pat_73 Pre-Treatment AIMP1 9255 37 4 107258186 107258187 Missense_Mutation DNP CT TG 45 81 c.764_765CT>TG c.(763-765)GCT>GTG p.A255V

Pat_73 Pre-Treatment ENPEP 2028 37 4 111412207 111412207 Missense_Mutation SNP G A 61 79 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_73 Pre-Treatment KIAA1109 84162 37 4 123161332 123161332 Missense_Mutation SNP G A 4 184 c.4495G>A c.(4495-4497)GTG>ATG p.V1499M

Pat_73 Pre-Treatment ZNF827 152485 37 4 146823374 146823374 Missense_Mutation SNP A G 3 65 c.1037T>C c.(1036-1038)CTG>CCG p.L346P

Pat_73 Pre-Treatment TLL1 7092 37 4 166910623 166910623 Missense_Mutation SNP G A 80 100 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_73 Pre-Treatment F11 2160 37 4 187201532 187201532 Missense_Mutation SNP G A 4 205 c.1021G>A c.(1021-1023)GAA>AAA p.E341K

Pat_73 Pre-Treatment ADAMTS16 170690 37 5 5242274 5242274 Missense_Mutation SNP C T 4 103 c.2632C>T c.(2632-2634)CGC>TGC p.R878C

Pat_73 Pre-Treatment SPEF2 79925 37 5 35800155 35800155 Missense_Mutation SNP C G 176 293 c.4916C>G c.(4915-4917)CCA>CGA p.P1639R

Pat_73 Pre-Treatment HEATR7B2 133558 37 5 41064585 41064585 Missense_Mutation SNP G A 16 24 c.449C>T c.(448-450)ACT>ATT p.T150I

Pat_73 Pre-Treatment SNX18 112574 37 5 53815644 53815644 Missense_Mutation SNP C T 28 66 c.1862C>T c.(1861-1863)CCT>CTT p.P621L

Pat_73 Pre-Treatment GPBP1 65056 37 5 56531860 56531860 Splice_Site SNP G A 4 86 c.478_splice c.e6+1 p.E160_splice

Pat_73 Pre-Treatment FBXL21 26223 37 5 135276266 135276266 Missense_Mutation SNP C T 23 48 c.578C>T c.(577-579)CCT>CTT p.P193L

Pat_73 Pre-Treatment PCDHA1 56147 37 5 140167553 140167553 Missense_Mutation SNP G A 77 119 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_73 Pre-Treatment PCDHB9 56127 37 5 140568836 140568836 Missense_Mutation SNP G A 5 100 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_73 Pre-Treatment PCDHB12 56124 37 5 140588687 140588687 Missense_Mutation SNP G A 62 72 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_73 Pre-Treatment PCDHGB4 8641 37 5 140769667 140769667 Missense_Mutation SNP C T 203 288 c.2216C>T c.(2215-2217)CCC>CTC p.P739L

Pat_73 Pre-Treatment GRM6 2916 37 5 178416382 178416382 Missense_Mutation SNP C T 125 186 c.1037G>A c.(1036-1038)CGA>CAA p.R346Q

Pat_73 Pre-Treatment SYCP2L 221711 37 6 10907857 10907857 Nonsense_Mutation SNP G A 237 158 c.759G>A c.(757-759)TGG>TGA p.W253*

Pat_73 Pre-Treatment EDN1 1906 37 6 12294510 12294510 Missense_Mutation SNP G A 134 92 c.406G>A c.(406-408)GAG>AAG p.E136K

Pat_73 Pre-Treatment MOG 4340 37 6 29635693 29635693 Missense_Mutation SNP G A 5 391 c.584G>A c.(583-585)CGG>CAG p.R195Q

Pat_73 Pre-Treatment VARS2 57176 37 6 30889704 30889704 Missense_Mutation SNP C T 108 303 c.1738C>T c.(1738-1740)CCT>TCT p.P580S

Pat_73 Pre-Treatment CLIC1 1192 37 6 31698735 31698735 Missense_Mutation SNP G A 4 145 c.610C>T c.(610-612)CGG>TGG p.R204W

Pat_73 Pre-Treatment ITPR3 3710 37 6 33650397 33650397 Missense_Mutation SNP T C 4 217 c.4573T>C c.(4573-4575)TGC>CGC p.C1525R



Pat_73 Pre-Treatment C6orf106 64771 37 6 34574375 34574375 Missense_Mutation SNP G A 114 298 c.818C>T c.(817-819)CCC>CTC p.P273L

Pat_73 Pre-Treatment UHRF1BP1 54887 37 6 34826790 34826790 Missense_Mutation SNP C T 84 212 c.2657C>T c.(2656-2658)CCT>CTT p.P886L

Pat_73 Pre-Treatment KCNK5 8645 37 6 39159028 39159028 Missense_Mutation SNP C T 104 65 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_73 Pre-Treatment PGC 5225 37 6 41710082 41710082 Missense_Mutation SNP C T 257 174 c.593G>A c.(592-594)GGC>GAC p.G198D

Pat_73 Pre-Treatment KLC4 89953 37 6 43029158 43029158 Missense_Mutation SNP G A 100 51 c.85G>A c.(85-87)GTC>ATC p.V29I

Pat_73 Pre-Treatment ZNF318 24149 37 6 43323487 43323487 Missense_Mutation SNP G A 269 613 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_73 Pre-Treatment MDN1 23195 37 6 90499512 90499512 Missense_Mutation SNP G A 5 164 c.1217C>T c.(1216-1218)GCC>GTC p.A406V

Pat_73 Pre-Treatment OLIG3 167826 37 6 137815225 137815225 Missense_Mutation SNP C T 6 145 c.83G>A c.(82-84)CGC>CAC p.R28H

Pat_73 Pre-Treatment GNA12 2768 37 7 2834734 2834734 Missense_Mutation SNP G A 160 185 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_73 Pre-Treatment TMEM195 392636 37 7 15584403 15584403 Missense_Mutation SNP C T 117 227 c.403G>A c.(403-405)GCT>ACT p.A135T

Pat_73 Pre-Treatment NPVF 64111 37 7 25266503 25266503 Missense_Mutation SNP C T 110 163 c.281G>A c.(280-282)AGG>AAG p.R94K

Pat_73 Pre-Treatment INHBA 3624 37 7 41729438 41729438 Missense_Mutation SNP G A 83 126 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_73 Pre-Treatment VWC2 375567 37 7 49842374 49842374 Missense_Mutation SNP C T 94 107 c.764C>T c.(763-765)CCC>CTC p.P255L

Pat_73 Pre-Treatment ZNF713 349075 37 7 55990882 55990882 Missense_Mutation SNP G A 4 187 c.76G>A c.(76-78)GTG>ATG p.V26M

Pat_73 Pre-Treatment ZNF680 340252 37 7 63982110 63982110 Missense_Mutation SNP T A 6 193 c.1022A>T c.(1021-1023)AAG>ATG p.K341M

Pat_73 Pre-Treatment ZNF680 340252 37 7 63982117 63982117 Missense_Mutation SNP T C 4 188 c.1015A>G c.(1015-1017)AAA>GAA p.K339E

Pat_73 Pre-Treatment ZNF498 221785 37 7 99217435 99217435 Missense_Mutation SNP G A 4 184 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_73 Pre-Treatment MUC17 140453 37 7 100676537 100676537 Missense_Mutation SNP G C 11 811 c.1840G>C c.(1840-1842)GCT>CCT p.A614P

Pat_73 Pre-Treatment MUC17 140453 37 7 100682124 100682124 Missense_Mutation SNP T A 11 826 c.7427T>A c.(7426-7428)CTT>CAT p.L2476H

Pat_73 Pre-Treatment MUC17 140453 37 7 100684076 100684076 Missense_Mutation SNP A G 8 880 c.9379A>G c.(9379-9381)ACA>GCA p.T3127A

Pat_73 Pre-Treatment MUC17 140453 37 7 100684302 100684302 Missense_Mutation SNP C A 11 817 c.9605C>A c.(9604-9606)ACT>AAT p.T3202N

Pat_73 Pre-Treatment MET 4233 37 7 116380979 116380979 Missense_Mutation SNP C T 288 26 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_73 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 102 12 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_73 Pre-Treatment MLL3 58508 37 7 151845580 151845580 Nonsense_Mutation SNP G A 30 189 c.13432C>T c.(13432-13434)CGA>TGA p.R4478*

Pat_73 Pre-Treatment CSMD1 64478 37 8 2976008 2976008 Missense_Mutation SNP G A 80 111 c.6346C>T c.(6346-6348)CCT>TCT p.P2116S

Pat_73 Pre-Treatment SGK223 157285 37 8 8175867 8175867 Missense_Mutation SNP C T 143 169 c.4018G>A c.(4018-4020)GAG>AAG p.E1340K

Pat_73 Pre-Treatment XKR6 286046 37 8 10755518 10755518 Nonsense_Mutation SNP G A 88 124 c.1870C>T c.(1870-1872)CGA>TGA p.R624*

Pat_73 Pre-Treatment AMAC1L2 83650 37 8 11188842 11188842 Missense_Mutation SNP G A 6 340 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_73 Pre-Treatment SLC7A2 6542 37 8 17417899 17417899 Missense_Mutation SNP C T 62 64 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_73 Pre-Treatment REEP4 80346 37 8 21997703 21997703 Missense_Mutation SNP G C 55 80 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_73 Pre-Treatment ADAMDEC1 27299 37 8 24253266 24253266 Missense_Mutation SNP G A 21 43 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_73 Pre-Treatment DOCK5 80005 37 8 25149601 25149601 Missense_Mutation SNP G A 3 29 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_73 Pre-Treatment NRG1 3084 37 8 32453417 32453417 Missense_Mutation SNP G A 109 147 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_73 Pre-Treatment ADAM2 2515 37 8 39645680 39645680 Missense_Mutation SNP C T 38 57 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_73 Pre-Treatment RB1CC1 9821 37 8 53589075 53589075 Missense_Mutation SNP A T 4 136 c.426T>A c.(424-426)GAT>GAA p.D142E

Pat_73 Pre-Treatment PREX2 80243 37 8 68981348 68981348 Missense_Mutation SNP G A 45 44 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_73 Pre-Treatment HNF4G 3174 37 8 76471119 76471119 Missense_Mutation SNP C T 79 224 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_73 Pre-Treatment RIMS2 9699 37 8 105263362 105263362 Missense_Mutation SNP G A 14 9 c.3856G>A c.(3856-3858)GAA>AAA p.E1286K

Pat_73 Pre-Treatment ARC 23237 37 8 143695299 143695299 Missense_Mutation SNP C T 16 12 c.334G>A c.(334-336)GAG>AAG p.E112K

Pat_73 Pre-Treatment ZC3H3 23144 37 8 144621256 144621256 Missense_Mutation SNP G A 4 205 c.281C>T c.(280-282)CCG>CTG p.P94L

Pat_73 Pre-Treatment FAM75A6 389730 37 9 43627629 43627629 Missense_Mutation SNP T C 7 213 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_73 Pre-Treatment FAM75A6 389730 37 9 43627633 43627633 Missense_Mutation SNP T C 7 212 c.1054A>G c.(1054-1056)AAT>GAT p.N352D

Pat_73 Pre-Treatment WNK2 65268 37 9 95997149 95997149 Missense_Mutation SNP G A 3 49 c.1135G>A c.(1135-1137)GTC>ATC p.V379I

Pat_73 Pre-Treatment KIAA1529 57653 37 9 100093033 100093033 Missense_Mutation SNP G C 3 59 c.2807G>C c.(2806-2808)AGT>ACT p.S936T

Pat_73 Pre-Treatment OR13C8 138802 37 9 107332146 107332146 Missense_Mutation SNP G A 47 50 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_73 Pre-Treatment OR13C9 286362 37 9 107380371 107380371 Missense_Mutation SNP G A 94 75 c.115C>T c.(115-117)CTT>TTT p.L39F

Pat_73 Pre-Treatment TNC 3371 37 9 117852964 117852964 Missense_Mutation SNP C T 239 585 c.334G>A c.(334-336)GGC>AGC p.G112S



Pat_73 Pre-Treatment GSN 2934 37 9 124094754 124094754 Missense_Mutation SNP G A 5 377 c.2222G>A c.(2221-2223)CGG>CAG p.R741Q

Pat_73 Pre-Treatment SLC27A4 10999 37 9 131117820 131117820 Missense_Mutation SNP G A 6 147 c.1606G>A c.(1606-1608)GTG>ATG p.V536M

Pat_73 Pre-Treatment FAM78A 286336 37 9 134151461 134151461 Missense_Mutation SNP C G 46 7 c.106G>C c.(106-108)GAA>CAA p.E36Q

Pat_73 Pre-Treatment REXO4 57109 37 9 136279788 136279788 Missense_Mutation SNP G C 4 196 c.569C>G c.(568-570)ACC>AGC p.T190S

Pat_73 Pre-Treatment PDHA1 5160 37 X 19371203 19371203 Missense_Mutation SNP G A 4 226 c.422G>A c.(421-423)CGA>CAA p.R141Q

Pat_73 Pre-Treatment YY2 404281 37 X 21861388 21861388 Missense_Mutation SNP G A 4 159 c.176G>A c.(175-177)CGT>CAT p.R59H

Pat_73 Pre-Treatment ZC4H2 55906 37 X 64137703 64137703 Missense_Mutation SNP G A 16 2 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_73 Pre-Treatment ARR3 407 37 X 69495968 69495968 Missense_Mutation SNP G A 4 90 c.182G>A c.(181-183)CGT>CAT p.R61H

Pat_73 Pre-Treatment ZCCHC5 203430 37 X 77913110 77913110 Missense_Mutation SNP G A 13 0 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_73 Pre-Treatment GPRASP1 9737 37 X 101909266 101909266 Missense_Mutation SNP T G 94 14 c.425T>G c.(424-426)GTT>GGT p.V142G

Pat_73 Pre-Treatment MAGEA10 4109 37 X 151303681 151303681 Missense_Mutation SNP C T 103 12 c.412G>A c.(412-414)GTG>ATG p.V138M

Pat_73 Pre-Treatment TMEM187 8269 37 X 153247847 153247847 Missense_Mutation SNP G A 2 1 c.334G>A c.(334-336)GCG>ACG p.A112T

Pat_73 Post-Resistance PGD 5226 37 1 10477446 10477446 Missense_Mutation SNP C T 131 167 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_73 Post-Resistance CASZ1 54897 37 1 10713493 10713493 Missense_Mutation SNP G A 16 21 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_73 Post-Resistance NBPF1 55672 37 1 16918653 16918653 Splice_Site SNP C T 4 74 c.-35_splice c.e6+1

Pat_73 Post-Resistance MRTO4 51154 37 1 19582478 19582478 Missense_Mutation SNP A G 23 41 c.124A>G c.(124-126)ATC>GTC p.I42V

Pat_73 Post-Resistance RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 42 64 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_73 Post-Resistance KIAA0467 23334 37 1 43911909 43911910 Missense_Mutation DNP CC TT 112 149 c.6279_6280CC>TTc.(6277-6282)ATCCTC>ATTTTCp.L2094F

Pat_73 Post-Resistance CYP4X1 260293 37 1 47505108 47505108 Missense_Mutation SNP C T 37 63 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_73 Post-Resistance CC2D1B 200014 37 1 52823465 52823465 Missense_Mutation SNP G A 11 16 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_73 Post-Resistance C1orf177 163747 37 1 55282732 55282732 Missense_Mutation SNP G A 34 14 c.1121G>A c.(1120-1122)CGA>CAA p.R374Q

Pat_73 Post-Resistance RAVER2 55225 37 1 65243395 65243395 Nonsense_Mutation SNP C T 12 79 c.406C>T c.(406-408)CAG>TAG p.Q136*

Pat_73 Post-Resistance C1orf173 127254 37 1 75038267 75038267 Missense_Mutation SNP C T 42 35 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_73 Post-Resistance CD53 963 37 1 111440482 111440482 Missense_Mutation SNP G A 27 99 c.556G>A c.(556-558)GGA>AGA p.G186R

Pat_73 Post-Resistance NRAS 4893 37 1 115256529 115256530 Missense_Mutation DNP TG CT 54 146 c.181_182CA>AG c.(181-183)CAA>AGA p.Q61R

Pat_73 Post-Resistance NBPF9 400818 37 1 144615237 144615237 Missense_Mutation SNP T G 8 264 c.107T>G c.(106-108)GTA>GGA p.V36G

Pat_73 Post-Resistance NBPF10 100132406 37 1 145297661 145297661 Missense_Mutation SNP C A 18 479 c.536C>A c.(535-537)GCT>GAT p.A179D

Pat_73 Post-Resistance HRNR 388697 37 1 152188460 152188460 Missense_Mutation SNP G A 80 800 c.5645C>T c.(5644-5646)TCT>TTT p.S1882F

Pat_73 Post-Resistance FLG 2312 37 1 152279804 152279804 Missense_Mutation SNP C T 192 274 c.7558G>A c.(7558-7560)GAT>AAT p.D2520N

Pat_73 Post-Resistance GON4L 54856 37 1 155746233 155746233 Missense_Mutation SNP A G 3 48 c.2131T>C c.(2131-2133)TGC>CGC p.C711R

Pat_73 Post-Resistance GON4L 54856 37 1 155774924 155774924 Missense_Mutation SNP A C 23 39 c.1461T>G c.(1459-1461)GAT>GAG p.D487E

Pat_73 Post-Resistance MAEL 84944 37 1 166959004 166959004 Missense_Mutation SNP G A 11 24 c.163G>A c.(163-165)GCA>ACA p.A55T

Pat_73 Post-Resistance MAEL 84944 37 1 166990989 166990989 Missense_Mutation SNP C T 47 75 c.1202C>T c.(1201-1203)TCC>TTC p.S401F

Pat_73 Post-Resistance SLC9A11 284525 37 1 173526564 173526564 Missense_Mutation SNP C G 67 116 c.1130G>C c.(1129-1131)TGG>TCG p.W377S

Pat_73 Post-Resistance CEP350 9857 37 1 180022975 180022975 Missense_Mutation SNP A G 26 81 c.5080A>G c.(5080-5082)AGG>GGG p.R1694G

Pat_73 Post-Resistance RNPEP 6051 37 1 201969084 201969084 Missense_Mutation SNP A G 21 35 c.1145A>G c.(1144-1146)CAC>CGC p.H382R

Pat_73 Post-Resistance LAMB3 3914 37 1 209804019 209804019 Missense_Mutation SNP G A 23 27 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_73 Post-Resistance OR2T10 127069 37 1 248756578 248756578 Missense_Mutation SNP C T 69 11 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_73 Post-Resistance LYZL1 84569 37 10 29578087 29578087 Nonsense_Mutation SNP G A 12 9 c.41G>A c.(40-42)TGG>TAG p.W14*

Pat_73 Post-Resistance ZNF248 57209 37 10 38121877 38121877 Missense_Mutation SNP G A 18 9 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_73 Post-Resistance CYP2C9 1559 37 10 96702071 96702071 Missense_Mutation SNP C T 48 43 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_73 Post-Resistance CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 15 6 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_73 Post-Resistance C10orf76 79591 37 10 103769782 103769782 Splice_Site SNP T A 3 46 c.832_splice c.e12-1 p.V278_splice

Pat_73 Post-Resistance C10orf79 80217 37 10 105920914 105920914 Missense_Mutation SNP G A 13 7 c.3421C>T c.(3421-3423)CCT>TCT p.P1141S

Pat_73 Post-Resistance HBE1 3046 37 11 5290788 5290788 Missense_Mutation SNP A T 37 61 c.211T>A c.(211-213)TCC>ACC p.S71T

Pat_73 Post-Resistance CCKBR 887 37 11 6281307 6281307 Missense_Mutation SNP G A 17 26 c.149G>A c.(148-150)CGA>CAA p.R50Q

Pat_73 Post-Resistance PEX16 9409 37 11 45935923 45935923 Missense_Mutation SNP A G 3 56 c.638T>C c.(637-639)CTG>CCG p.L213P



Pat_73 Post-Resistance OR4C13 283092 37 11 49974138 49974138 Missense_Mutation SNP C T 157 222 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_73 Post-Resistance ATM 472 37 11 108218025 108218026 Missense_Mutation DNP TG CT 26 15 c.8604_8605TG>CTc.(8602-8607)CTTGGT>CTCTGTp.G2869C

Pat_73 Post-Resistance ANO2 57101 37 12 5963247 5963247 Missense_Mutation SNP C T 109 142 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_73 Post-Resistance CD163 9332 37 12 7640125 7640125 Missense_Mutation SNP C T 53 87 c.1880G>A c.(1879-1881)GGA>GAA p.G627E

Pat_73 Post-Resistance CD163 9332 37 12 7640497 7640497 Missense_Mutation SNP C T 37 46 c.1607G>A c.(1606-1608)GGA>GAA p.G536E

Pat_73 Post-Resistance PLCZ1 89869 37 12 18876451 18876451 Missense_Mutation SNP C T 27 51 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_73 Post-Resistance ABCC9 10060 37 12 21954063 21954063 Missense_Mutation SNP C T 31 48 c.4565G>A c.(4564-4566)GGA>GAA p.G1522E

Pat_73 Post-Resistance FAM113B 91523 37 12 47629931 47629931 Missense_Mutation SNP C T 66 105 c.1085C>T c.(1084-1086)TCA>TTA p.S362L

Pat_73 Post-Resistance STAB2 55576 37 12 104049246 104049246 Missense_Mutation SNP G A 24 35 c.1621G>A c.(1621-1623)GGA>AGA p.G541R

Pat_73 Post-Resistance C12orf34 84915 37 12 110206294 110206294 Missense_Mutation SNP G T 3 53 c.560G>T c.(559-561)CGG>CTG p.R187L

Pat_73 Post-Resistance C12orf51 283450 37 12 112605243 112605243 Missense_Mutation SNP G A 16 29 c.11146C>T c.(11146-11148)CCG>TCG p.P3716S

Pat_73 Post-Resistance ACADS 35 37 12 121176225 121176225 Missense_Mutation SNP A G 10 24 c.767A>G c.(766-768)GAG>GGG p.E256G

Pat_73 Post-Resistance MLXIP 22877 37 12 122614641 122614641 Missense_Mutation SNP C T 5 28 c.892C>T c.(892-894)CCC>TCC p.P298S

Pat_73 Post-Resistance SACS 26278 37 13 23907979 23907979 Missense_Mutation SNP G A 39 97 c.10036C>T c.(10036-10038)CCT>TCT p.P3346S

Pat_73 Post-Resistance HNRNPA1L2 144983 37 13 53217102 53217102 Missense_Mutation SNP G A 17 166 c.475G>A c.(475-477)GTG>ATG p.V159M

Pat_73 Post-Resistance DHRS4 10901 37 14 24424420 24424420 Missense_Mutation SNP C T 3 26 c.305C>T c.(304-306)ACG>ATG p.T102M

Pat_73 Post-Resistance CDKL1 8814 37 14 50845005 50845005 Missense_Mutation SNP G A 13 23 c.1244C>T c.(1243-1245)CCT>CTT p.P415L

Pat_73 Post-Resistance RDH11 51109 37 14 68159310 68159310 Missense_Mutation SNP C T 96 125 c.194G>A c.(193-195)GGA>GAA p.G65E

Pat_73 Post-Resistance ADAM21P1 145241 37 14 70713206 70713206 Missense_Mutation SNP C T 41 74 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_73 Post-Resistance TMEM63C 57156 37 14 77709269 77709269 Missense_Mutation SNP T A 33 36 c.1211T>A c.(1210-1212)TTC>TAC p.F404Y

Pat_73 Post-Resistance ATXN3 4287 37 14 92548769 92548769 Missense_Mutation SNP T C 38 69 c.650A>G c.(649-651)GAT>GGT p.D217G

Pat_73 Post-Resistance CPSF2 53981 37 14 92621668 92621668 Splice_Site SNP G A 14 26 c.1442_splice c.e11+1 p.K481_splice

Pat_73 Post-Resistance ADAM6 8755 37 14 107087201 107087201 Splice_Site SNP G A 9 100 c.5152_splice c.e111+1

Pat_73 Post-Resistance FBN1 2200 37 15 48812948 48812948 Missense_Mutation SNP G A 29 51 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_73 Post-Resistance ACAN 176 37 15 89400834 89400834 Missense_Mutation SNP C T 79 156 c.5018C>T c.(5017-5019)TCC>TTC p.S1673F

Pat_73 Post-Resistance C15orf58 390637 37 15 90785020 90785020 Missense_Mutation SNP G A 30 85 c.880G>A c.(880-882)GGA>AGA p.G294R

Pat_73 Post-Resistance PRSS33 260429 37 16 2836101 2836101 Missense_Mutation SNP C T 15 14 c.68G>A c.(67-69)AGG>AAG p.R23K

Pat_73 Post-Resistance SYT17 51760 37 16 19236068 19236068 Missense_Mutation SNP T C 42 61 c.1136T>C c.(1135-1137)TTC>TCC p.F379S

Pat_73 Post-Resistance UMOD 7369 37 16 20360534 20360534 Missense_Mutation SNP C T 16 12 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_73 Post-Resistance OTOA 146183 37 16 21739697 21739697 Missense_Mutation SNP G A 24 57 c.2152G>A c.(2152-2154)GAC>AAC p.D718N

Pat_73 Post-Resistance ZNF646 9726 37 16 31091621 31091621 Missense_Mutation SNP T C 13 29 c.3976T>C c.(3976-3978)TAC>CAC p.Y1326H

Pat_73 Post-Resistance VPS35 55737 37 16 46714582 46714582 Splice_Site SNP C A 17 4 c.506_splice c.e5+1 p.D169_splice

Pat_73 Post-Resistance MMP2 4313 37 16 55516945 55516945 Missense_Mutation SNP C T 62 38 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_73 Post-Resistance CTCF 10664 37 16 67644968 67644968 Missense_Mutation SNP T C 11 105 c.233T>C c.(232-234)ATG>ACG p.M78T

Pat_73 Post-Resistance GLG1 2734 37 16 74502864 74502864 Missense_Mutation SNP G A 20 64 c.2416C>T c.(2416-2418)CGT>TGT p.R806C

Pat_73 Post-Resistance ANKRD11 29123 37 16 89349010 89349010 Missense_Mutation SNP C T 8 20 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_73 Post-Resistance OR3A2 4995 37 17 3181634 3181634 Missense_Mutation SNP G A 36 58 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_73 Post-Resistance NLRP1 22861 37 17 5462968 5462968 Missense_Mutation SNP C T 56 83 c.1048G>A c.(1048-1050)GCC>ACC p.A350T

Pat_73 Post-Resistance MFSD6L 162387 37 17 8702230 8702230 Missense_Mutation SNP G A 12 18 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_73 Post-Resistance MYH2 4620 37 17 10440996 10440996 Missense_Mutation SNP C T 115 173 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_73 Post-Resistance DNAH9 1770 37 17 11666863 11666863 Missense_Mutation SNP G A 38 65 c.7102G>A c.(7102-7104)GAA>AAA p.E2368K

Pat_73 Post-Resistance NCOR1 9611 37 17 16012114 16012114 Missense_Mutation SNP G A 30 54 c.2168C>T c.(2167-2169)CCA>CTA p.P723L

Pat_73 Post-Resistance KRTAP4-11 653240 37 17 39274206 39274206 Missense_Mutation SNP C T 5 99 c.362G>A c.(361-363)AGA>AAA p.R121K

Pat_73 Post-Resistance KRTAP4-5 85289 37 17 39305619 39305619 Missense_Mutation SNP G T 5 56 c.401C>A c.(400-402)TCT>TAT p.S134Y

Pat_73 Post-Resistance GPATCH8 23131 37 17 42541860 42541860 Missense_Mutation SNP C T 130 215 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_73 Post-Resistance EIF4A3 9775 37 17 78115177 78115177 Missense_Mutation SNP G A 25 38 c.313C>T c.(313-315)CGT>TGT p.R105C

Pat_73 Post-Resistance SLC38A10 124565 37 17 79256004 79256005 Missense_Mutation DNP GG AA 29 87 c.485_486CC>TT c.(484-486)ACC>ATT p.T162I



Pat_73 Post-Resistance HGS 9146 37 17 79655770 79655770 Missense_Mutation SNP T A 19 15 c.328T>A c.(328-330)TAC>AAC p.Y110N

Pat_73 Post-Resistance CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 29 11 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_73 Post-Resistance STAP2 55620 37 19 4329977 4329977 Missense_Mutation SNP G C 10 26 c.436C>G c.(436-438)CGT>GGT p.R146G

Pat_73 Post-Resistance C3 718 37 19 6678278 6678278 Missense_Mutation SNP C T 22 29 c.4735G>A c.(4735-4737)GGA>AGA p.G1579R

Pat_73 Post-Resistance EMR1 2015 37 19 6935050 6935050 Missense_Mutation SNP C T 44 61 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_73 Post-Resistance MUC16 94025 37 19 9069279 9069279 Missense_Mutation SNP G A 48 79 c.18167C>T c.(18166-18168)TCA>TTA p.S6056L

Pat_73 Post-Resistance MUC16 94025 37 19 9069999 9069999 Missense_Mutation SNP C T 42 51 c.17447G>A c.(17446-17448)AGG>AAG p.R5816K

Pat_73 Post-Resistance MUC16 94025 37 19 9083927 9083927 Missense_Mutation SNP G A 10 27 c.7888C>T c.(7888-7890)CCA>TCA p.P2630S

Pat_73 Post-Resistance LDLR 3949 37 19 11215925 11215925 Missense_Mutation SNP C T 120 143 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_73 Post-Resistance ZNF653 115950 37 19 11596534 11596534 Missense_Mutation SNP G A 38 81 c.1507C>T c.(1507-1509)CCT>TCT p.P503S

Pat_73 Post-Resistance ZNF844 284391 37 19 12186819 12186819 Missense_Mutation SNP C T 11 20 c.884C>T c.(883-885)TCC>TTC p.S295F

Pat_73 Post-Resistance ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 10 344 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_73 Post-Resistance ZNF443 10224 37 19 12541802 12541802 Missense_Mutation SNP C A 166 279 c.1184G>T c.(1183-1185)TGC>TTC p.C395F

Pat_73 Post-Resistance MAST1 22983 37 19 12951329 12951330 Missense_Mutation DNP CC TT 10 27 c.153_154CC>TTc.(151-156)TCCCCG>TCTTCG p.P52S

Pat_73 Post-Resistance SLC1A6 6511 37 19 15067330 15067331 Missense_Mutation DNP CC TT 17 18 c.1126_1127GG>AAc.(1126-1128)GGC>AAC p.G376N

Pat_73 Post-Resistance PGLYRP2 114770 37 19 15587233 15587233 Missense_Mutation SNP G A 23 32 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_73 Post-Resistance CYP4F2 8529 37 19 15996840 15996840 Missense_Mutation SNP G A 35 45 c.1009C>T c.(1009-1011)CTC>TTC p.L337F

Pat_73 Post-Resistance ZNF486 90649 37 19 20308465 20308465 Missense_Mutation SNP C T 39 52 c.946C>T c.(946-948)CAT>TAT p.H316Y

Pat_73 Post-Resistance ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 10 251 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_73 Post-Resistance ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 7 170 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_73 Post-Resistance ZNF99 7652 37 19 22939459 22939459 Missense_Mutation SNP C T 51 71 c.2712G>A c.(2710-2712)ATG>ATA p.M904I

Pat_73 Post-Resistance ZNF99 7652 37 19 22941749 22941749 Missense_Mutation SNP G A 78 132 c.689C>T c.(688-690)GCT>GTT p.A230V

Pat_73 Post-Resistance MAP4K1 11184 37 19 39100299 39100299 Missense_Mutation SNP G A 14 17 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_73 Post-Resistance CYP2B6 1555 37 19 41512879 41512879 Missense_Mutation SNP G A 32 43 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_73 Post-Resistance AXL 558 37 19 41748820 41748820 Missense_Mutation SNP C T 33 68 c.1345C>T c.(1345-1347)CCC>TCC p.P449S

Pat_73 Post-Resistance CEACAM20 125931 37 19 45033505 45033505 Missense_Mutation SNP G A 27 18 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_73 Post-Resistance ZNF761 388561 37 19 53959214 53959214 Missense_Mutation SNP A T 101 138 c.1453A>T c.(1453-1455)AGG>TGG p.R485W

Pat_73 Post-Resistance NCR1 9437 37 19 55420727 55420727 Missense_Mutation SNP G A 46 68 c.479G>A c.(478-480)AGA>AAA p.R160K

Pat_73 Post-Resistance NLRP2 55655 37 19 55496441 55496441 Missense_Mutation SNP C T 51 74 c.2057C>T c.(2056-2058)CCT>CTT p.P686L

Pat_73 Post-Resistance PTPRH 5794 37 19 55713474 55713474 Missense_Mutation SNP A T 58 89 c.1103T>A c.(1102-1104)GTG>GAG p.V368E

Pat_73 Post-Resistance NLRP11 204801 37 19 56312966 56312966 Missense_Mutation SNP C T 72 87 c.2143G>A c.(2143-2145)GAG>AAG p.E715K

Pat_73 Post-Resistance ZNF749 388567 37 19 57956103 57956104 Missense_Mutation DNP TG CC 6 117 c.1587_1588TG>CCc.(1585-1590)CATGAG>CACCAGp.E530Q

Pat_73 Post-Resistance ZNF814 730051 37 19 58385546 58385546 Missense_Mutation SNP G T 4 45 c.1212C>A c.(1210-1212)GAC>GAA p.D404E

Pat_73 Post-Resistance ALK 238 37 2 29551311 29551311 Missense_Mutation SNP G A 36 35 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_73 Post-Resistance NRXN1 9378 37 2 50692660 50692660 Missense_Mutation SNP T C 19 29 c.3404A>G c.(3403-3405)CAA>CGA p.Q1135R

Pat_73 Post-Resistance LOXL3 84695 37 2 74762824 74762824 Missense_Mutation SNP C T 41 30 c.1307G>A c.(1306-1308)GGA>GAA p.G436E

Pat_73 Post-Resistance REG3G 130120 37 2 79255008 79255008 Missense_Mutation SNP C T 65 130 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_73 Post-Resistance C2orf55 343990 37 2 99411032 99411032 Missense_Mutation SNP G A 38 72 c.2852C>T c.(2851-2853)TCT>TTT p.S951F

Pat_73 Post-Resistance RGPD4 285190 37 2 108476236 108476236 Missense_Mutation SNP G A 76 78 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_73 Post-Resistance DDX11L2 84771 37 2 114357557 114357557 Nonstop_Mutation SNP A G 4 45 c.382T>C c.(382-384)TAG>CAG p.*128Q

Pat_73 Post-Resistance LY75 4065 37 2 160741758 160741758 Missense_Mutation SNP C T 55 96 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_73 Post-Resistance DLX1 1745 37 2 172952920 172952920 Missense_Mutation SNP C T 57 82 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_73 Post-Resistance TTN 7273 37 2 179430392 179430392 Missense_Mutation SNP C T 73 124 c.72763G>A c.(72763-72765)GGA>AGA p.G24255R

Pat_73 Post-Resistance TTN 7273 37 2 179480140 179480140 Missense_Mutation SNP G A 83 139 c.40828C>T c.(40828-40830)CCA>TCA p.P13610S

Pat_73 Post-Resistance TTN 7273 37 2 179614327 179614327 Missense_Mutation SNP C T 17 30 c.12800G>A c.(12799-12801)GGA>GAA p.G4267E

Pat_73 Post-Resistance BMPR2 659 37 2 203407087 203407087 Missense_Mutation SNP C T 28 47 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_73 Post-Resistance PLCB4 5332 37 20 9402034 9402034 Missense_Mutation SNP G A 33 59 c.2209G>A c.(2209-2211)GAA>AAA p.E737K



Pat_73 Post-Resistance MKKS 8195 37 20 10393901 10393901 Missense_Mutation SNP A G 37 66 c.262T>C c.(262-264)TTC>CTC p.F88L

Pat_73 Post-Resistance ESF1 51575 37 20 13714427 13714427 Missense_Mutation SNP G A 43 67 c.1891C>T c.(1891-1893)CCT>TCT p.P631S

Pat_73 Post-Resistance FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 9 144 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_73 Post-Resistance GDF5 8200 37 20 34021784 34021784 Missense_Mutation SNP G C 21 32 c.1429C>G c.(1429-1431)CTC>GTC p.L477V

Pat_73 Post-Resistance PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 36 47 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_73 Post-Resistance TGM2 7052 37 20 36779358 36779358 Missense_Mutation SNP G A 51 89 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_73 Post-Resistance NCOA3 8202 37 20 46276009 46276009 Missense_Mutation SNP C T 38 66 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_73 Post-Resistance BTG3 10950 37 21 18966581 18966581 Nonsense_Mutation SNP G A 38 37 c.589C>T c.(589-591)CGA>TGA p.R197*

Pat_73 Post-Resistance CLIC6 54102 37 21 36079677 36079677 Missense_Mutation SNP G A 18 18 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_73 Post-Resistance PDE9A 5152 37 21 44192595 44192595 Missense_Mutation SNP C T 9 20 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_73 Post-Resistance CCT8L2 150160 37 22 17073380 17073380 Missense_Mutation SNP C T 12 24 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_73 Post-Resistance MYO18B 84700 37 22 26423319 26423319 Missense_Mutation SNP C T 53 86 c.7379C>T c.(7378-7380)TCA>TTA p.S2460L

Pat_73 Post-Resistance TMPRSS6 164656 37 22 37462141 37462141 Nonsense_Mutation SNP C T 26 26 c.2415G>A c.(2413-2415)TGG>TGA p.W805*

Pat_73 Post-Resistance TNRC6B 23112 37 22 40662077 40662078 Missense_Mutation DNP CC TT 54 99 c.1843_1844CC>TTc.(1843-1845)CCC>TTC p.P615F

Pat_73 Post-Resistance WBP2NL 164684 37 22 42423028 42423028 Missense_Mutation SNP G A 125 186 c.773G>A c.(772-774)GGA>GAA p.G258E

Pat_73 Post-Resistance ITPR1 3708 37 3 4715034 4715034 Missense_Mutation SNP C T 5 101 c.2419C>T c.(2419-2421)CTC>TTC p.L807F

Pat_73 Post-Resistance STAC 6769 37 3 36587734 36587734 Missense_Mutation SNP G A 33 52 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_73 Post-Resistance SLC22A14 9389 37 3 38358003 38358004 Missense_Mutation DNP CC TT 9 35 c.1721_1722CC>TT c.(1720-1722)TCC>TTT p.S574F

Pat_73 Post-Resistance TTC21A 199223 37 3 39156117 39156118 Missense_Mutation DNP GG AA 79 154 c.600_601GG>AAc.(598-603)CTGGAG>CTAAAG p.E201K

Pat_73 Post-Resistance CYP8B1 1582 37 3 42916798 42916798 Missense_Mutation SNP G A 49 65 c.511C>T c.(511-513)CGC>TGC p.R171C

Pat_73 Post-Resistance MAGI1 9223 37 3 65364955 65364956 Missense_Mutation DNP GG AA 7 16 c.2975_2976CC>TTc.(2974-2976)CCC>CTT p.P992L

Pat_73 Post-Resistance FAM55C 91775 37 3 101520410 101520410 Missense_Mutation SNP A T 20 30 c.425A>T c.(424-426)GAC>GTC p.D142V

Pat_73 Post-Resistance POLQ 10721 37 3 121238889 121238889 Missense_Mutation SNP G A 55 71 c.1297C>T c.(1297-1299)CGT>TGT p.R433C

Pat_73 Post-Resistance KALRN 8997 37 3 124281865 124281865 Missense_Mutation SNP C T 38 59 c.5105C>T c.(5104-5106)CCC>CTC p.P1702L

Pat_73 Post-Resistance SLCO2A1 6578 37 3 133673911 133673911 Missense_Mutation SNP A G 23 22 c.524T>C c.(523-525)GTT>GCT p.V175A

Pat_73 Post-Resistance B3GALNT1 8706 37 3 160803948 160803948 Missense_Mutation SNP G A 19 30 c.595C>T c.(595-597)CAC>TAC p.H199Y

Pat_73 Post-Resistance WDR49 151790 37 3 167246950 167246950 Missense_Mutation SNP C T 15 31 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_73 Post-Resistance ATP13A4 84239 37 3 193132506 193132506 Missense_Mutation SNP G A 51 39 c.2876C>T c.(2875-2877)CCT>CTT p.P959L

Pat_73 Post-Resistance MUC4 4585 37 3 195511937 195511937 Missense_Mutation SNP C T 7 11 c.6514G>A c.(6514-6516)GGT>AGT p.G2172S

Pat_73 Post-Resistance STAP1 26228 37 4 68424640 68424640 Missense_Mutation SNP G A 51 25 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_73 Post-Resistance ANKRD17 26057 37 4 73943169 73943169 Missense_Mutation SNP T C 120 65 c.7490A>G c.(7489-7491)CAT>CGT p.H2497R

Pat_73 Post-Resistance AIMP1 9255 37 4 107258186 107258187 Missense_Mutation DNP CT TG 44 67 c.764_765CT>TG c.(763-765)GCT>GTG p.A255V

Pat_73 Post-Resistance ENPEP 2028 37 4 111412207 111412207 Missense_Mutation SNP G A 40 71 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_73 Post-Resistance TLL1 7092 37 4 166910623 166910623 Missense_Mutation SNP G A 38 56 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_73 Post-Resistance SPEF2 79925 37 5 35800155 35800155 Missense_Mutation SNP C G 114 174 c.4916C>G c.(4915-4917)CCA>CGA p.P1639R

Pat_73 Post-Resistance HEATR7B2 133558 37 5 41064585 41064585 Missense_Mutation SNP G A 9 25 c.449C>T c.(448-450)ACT>ATT p.T150I

Pat_73 Post-Resistance SNX18 112574 37 5 53815644 53815644 Missense_Mutation SNP C T 19 27 c.1862C>T c.(1861-1863)CCT>CTT p.P621L

Pat_73 Post-Resistance THBS4 7060 37 5 79372734 79372734 Missense_Mutation SNP C T 105 271 c.1949C>T c.(1948-1950)GCC>GTC p.A650V

Pat_73 Post-Resistance FBXL21 26223 37 5 135276266 135276266 Missense_Mutation SNP C T 7 26 c.578C>T c.(577-579)CCT>CTT p.P193L

Pat_73 Post-Resistance PCDHA1 56147 37 5 140167553 140167553 Missense_Mutation SNP G A 48 64 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_73 Post-Resistance PCDHB12 56124 37 5 140588687 140588687 Missense_Mutation SNP G A 37 69 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_73 Post-Resistance PCDHGB4 8641 37 5 140769667 140769667 Missense_Mutation SNP C T 109 211 c.2216C>T c.(2215-2217)CCC>CTC p.P739L

Pat_73 Post-Resistance DPYSL3 1809 37 5 146785188 146785188 Nonsense_Mutation SNP G A 29 286 c.796C>T c.(796-798)CAA>TAA p.Q266*

Pat_73 Post-Resistance GRM6 2916 37 5 178416382 178416382 Missense_Mutation SNP C T 59 95 c.1037G>A c.(1036-1038)CGA>CAA p.R346Q

Pat_73 Post-Resistance SYCP2L 221711 37 6 10907857 10907857 Nonsense_Mutation SNP G A 146 57 c.759G>A c.(757-759)TGG>TGA p.W253*

Pat_73 Post-Resistance EDN1 1906 37 6 12294510 12294510 Missense_Mutation SNP G A 99 28 c.406G>A c.(406-408)GAG>AAG p.E136K

Pat_73 Post-Resistance VARS2 57176 37 6 30889704 30889704 Missense_Mutation SNP C T 35 188 c.1738C>T c.(1738-1740)CCT>TCT p.P580S



Pat_73 Post-Resistance C6orf106 64771 37 6 34574375 34574375 Missense_Mutation SNP G A 35 159 c.818C>T c.(817-819)CCC>CTC p.P273L

Pat_73 Post-Resistance UHRF1BP1 54887 37 6 34826790 34826790 Missense_Mutation SNP C T 25 149 c.2657C>T c.(2656-2658)CCT>CTT p.P886L

Pat_73 Post-Resistance KCNK5 8645 37 6 39159028 39159028 Missense_Mutation SNP C T 61 18 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_73 Post-Resistance PGC 5225 37 6 41710082 41710082 Missense_Mutation SNP C T 124 30 c.593G>A c.(592-594)GGC>GAC p.G198D

Pat_73 Post-Resistance KLC4 89953 37 6 43029158 43029158 Missense_Mutation SNP G A 73 15 c.85G>A c.(85-87)GTC>ATC p.V29I

Pat_73 Post-Resistance ZNF318 24149 37 6 43323487 43323487 Missense_Mutation SNP G A 124 749 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_73 Post-Resistance GNA12 2768 37 7 2834734 2834734 Missense_Mutation SNP G A 80 133 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_73 Post-Resistance TMEM195 392636 37 7 15584403 15584403 Missense_Mutation SNP C T 65 123 c.403G>A c.(403-405)GCT>ACT p.A135T

Pat_73 Post-Resistance NPVF 64111 37 7 25266503 25266503 Missense_Mutation SNP C T 69 123 c.281G>A c.(280-282)AGG>AAG p.R94K

Pat_73 Post-Resistance INHBA 3624 37 7 41729438 41729438 Missense_Mutation SNP G A 58 83 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_73 Post-Resistance VWC2 375567 37 7 49842374 49842374 Missense_Mutation SNP C T 68 85 c.764C>T c.(763-765)CCC>CTC p.P255L

Pat_73 Post-Resistance MET 4233 37 7 116380979 116380979 Missense_Mutation SNP C T 153 39 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_73 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 69 17 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_73 Post-Resistance CSMD1 64478 37 8 2976008 2976008 Missense_Mutation SNP G A 64 50 c.6346C>T c.(6346-6348)CCT>TCT p.P2116S

Pat_73 Post-Resistance SGK223 157285 37 8 8175867 8175867 Missense_Mutation SNP C T 39 108 c.4018G>A c.(4018-4020)GAG>AAG p.E1340K

Pat_73 Post-Resistance XKR6 286046 37 8 10755518 10755518 Nonsense_Mutation SNP G A 29 58 c.1870C>T c.(1870-1872)CGA>TGA p.R624*

Pat_73 Post-Resistance SLC7A2 6542 37 8 17417899 17417899 Missense_Mutation SNP C T 36 56 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_73 Post-Resistance REEP4 80346 37 8 21997703 21997703 Missense_Mutation SNP G C 18 55 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_73 Post-Resistance ADAMDEC1 27299 37 8 24253266 24253266 Missense_Mutation SNP G A 21 27 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_73 Post-Resistance NRG1 3084 37 8 32453417 32453417 Missense_Mutation SNP G A 77 104 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_73 Post-Resistance ADAM2 2515 37 8 39645680 39645680 Missense_Mutation SNP C T 41 53 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_73 Post-Resistance PREX2 80243 37 8 68981348 68981348 Missense_Mutation SNP G A 44 25 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_73 Post-Resistance HNF4G 3174 37 8 76471119 76471119 Missense_Mutation SNP C T 72 152 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_73 Post-Resistance RIMS2 9699 37 8 105263362 105263362 Missense_Mutation SNP G A 19 16 c.3856G>A c.(3856-3858)GAA>AAA p.E1286K

Pat_73 Post-Resistance ARC 23237 37 8 143695299 143695299 Missense_Mutation SNP C T 11 4 c.334G>A c.(334-336)GAG>AAG p.E112K

Pat_73 Post-Resistance OR13C8 138802 37 9 107332146 107332146 Missense_Mutation SNP G A 23 49 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_73 Post-Resistance OR13C9 286362 37 9 107380371 107380371 Missense_Mutation SNP G A 74 96 c.115C>T c.(115-117)CTT>TTT p.L39F

Pat_73 Post-Resistance TNC 3371 37 9 117852964 117852964 Missense_Mutation SNP C T 194 409 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_73 Post-Resistance USP20 10868 37 9 132641906 132641906 Missense_Mutation SNP A G 8 64 c.2567A>G c.(2566-2568)CAT>CGT p.H856R

Pat_73 Post-Resistance FAM78A 286336 37 9 134151461 134151461 Missense_Mutation SNP C G 31 3 c.106G>C c.(106-108)GAA>CAA p.E36Q

Pat_73 Post-Resistance TUBBP5 643224 37 9 141071420 141071420 Missense_Mutation SNP G A 6 85 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_73 Post-Resistance ZC4H2 55906 37 X 64137703 64137703 Missense_Mutation SNP G A 8 1 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_73 Post-Resistance ZCCHC5 203430 37 X 77913110 77913110 Missense_Mutation SNP G A 9 1 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_73 Post-Resistance GPRASP1 9737 37 X 101909266 101909266 Missense_Mutation SNP T G 64 12 c.425T>G c.(424-426)GTT>GGT p.V142G

Pat_73 Post-Resistance MAGEA10 4109 37 X 151303681 151303681 Missense_Mutation SNP C T 77 17 c.412G>A c.(412-414)GTG>ATG p.V138M

Pat_74 Pre-Treatment CASP9 842 37 1 15844799 15844799 Missense_Mutation SNP G A 33 58 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_74 Pre-Treatment ATP13A2 23400 37 1 17330867 17330867 Missense_Mutation SNP A G 22 33 c.517T>C c.(517-519)TAT>CAT p.Y173H

Pat_74 Pre-Treatment CSMD2 114784 37 1 34191090 34191090 Missense_Mutation SNP C T 29 49 c.2435G>A c.(2434-2436)CGG>CAG p.R812Q

Pat_74 Pre-Treatment DHCR24 1718 37 1 55337202 55337202 Missense_Mutation SNP G A 37 43 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_74 Pre-Treatment LEPR 3953 37 1 66058389 66058389 Nonsense_Mutation SNP C T 41 69 c.544C>T c.(544-546)CAG>TAG p.Q182*

Pat_74 Pre-Treatment C1orf173 127254 37 1 75038497 75038497 Missense_Mutation SNP C T 32 39 c.2897G>A c.(2896-2898)AGA>AAA p.R966K

Pat_74 Pre-Treatment AK5 26289 37 1 77949003 77949003 Missense_Mutation SNP G A 24 42 c.1061G>A c.(1060-1062)GGT>GAT p.G354D

Pat_74 Pre-Treatment KIAA1324 57535 37 1 109742693 109742693 Missense_Mutation SNP G T 3 59 c.2641G>T c.(2641-2643)GTG>TTG p.V881L

Pat_74 Pre-Treatment SLC16A1 6566 37 1 113471717 113471717 Missense_Mutation SNP C T 12 27 c.214G>A c.(214-216)GGA>AGA p.G72R

Pat_74 Pre-Treatment NBPF10 100132406 37 1 145327548 145327548 Missense_Mutation SNP A G 3 15 c.4330A>G c.(4330-4332)AAT>GAT p.N1444D

Pat_74 Pre-Treatment NBPF10 100132406 37 1 146398425 146398425 Missense_Mutation SNP C A 6 254 c.1224C>A c.(1222-1224)GAC>GAA p.D408E

Pat_74 Pre-Treatment TCHHL1 126637 37 1 152059823 152059823 Missense_Mutation SNP A C 67 80 c.335T>G c.(334-336)GTT>GGT p.V112G



Pat_74 Pre-Treatment ASH1L 55870 37 1 155313160 155313161 Missense_Mutation DNP GG AA 42 93 c.8252_8253CC>TTc.(8251-8253)CCC>CTT p.P2751L

Pat_74 Pre-Treatment SPTA1 6708 37 1 158596788 158596788 Missense_Mutation SNP C T 33 58 c.5674G>A c.(5674-5676)GAG>AAG p.E1892K

Pat_74 Pre-Treatment REN 5972 37 1 204128651 204128651 Missense_Mutation SNP C T 4 93 c.565G>A c.(565-567)GAG>AAG p.E189K

Pat_74 Pre-Treatment WDR26 80232 37 1 224592184 224592184 Missense_Mutation SNP A G 67 97 c.806T>C c.(805-807)CTT>CCT p.L269P

Pat_74 Pre-Treatment NEBL 10529 37 10 21134266 21134266 Missense_Mutation SNP A T 21 20 c.1148T>A c.(1147-1149)ATT>AAT p.I383N

Pat_74 Pre-Treatment SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 24 23 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_74 Pre-Treatment LOC729020 729020 37 10 105005787 105005787 Missense_Mutation SNP C T 12 13 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_74 Pre-Treatment PHRF1 57661 37 11 607875 607875 Nonsense_Mutation SNP G T 16 37 c.2419G>T c.(2419-2421)GAG>TAG p.E807*

Pat_74 Pre-Treatment MUC6 4588 37 11 1017526 1017526 Missense_Mutation SNP G C 9 508 c.5275C>G c.(5275-5277)CCT>GCT p.P1759A

Pat_74 Pre-Treatment MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 6 101 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_74 Pre-Treatment OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 23 41 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_74 Pre-Treatment NAV2 89797 37 11 19970400 19970400 Nonsense_Mutation SNP C T 38 53 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_74 Pre-Treatment DGKZ 8525 37 11 46400602 46400602 Missense_Mutation SNP T C 11 8 c.3044T>C c.(3043-3045)CTC>CCC p.L1015P

Pat_74 Pre-Treatment ANKRD13D 338692 37 11 67067552 67067552 Missense_Mutation SNP G A 4 154 c.770G>A c.(769-771)CGG>CAG p.R257Q

Pat_74 Pre-Treatment BCO2 83875 37 11 112084481 112084481 Missense_Mutation SNP G A 124 202 c.1229G>A c.(1228-1230)AGG>AAG p.R410K

Pat_74 Pre-Treatment KIRREL3 84623 37 11 126294608 126294608 Missense_Mutation SNP C T 4 142 c.2204G>A c.(2203-2205)GGC>GAC p.G735D

Pat_74 Pre-Treatment FLI1 2313 37 11 128680651 128680651 Missense_Mutation SNP C T 49 38 c.1127C>T c.(1126-1128)TCG>TTG p.S376L

Pat_74 Pre-Treatment FOXM1 2305 37 12 2981324 2981324 Missense_Mutation SNP G A 98 172 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_74 Pre-Treatment PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 5 242 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_74 Pre-Treatment PTPRO 5800 37 12 15677831 15677831 Missense_Mutation SNP G A 37 52 c.1975G>A c.(1975-1977)GAC>AAC p.D659N

Pat_74 Pre-Treatment PLCZ1 89869 37 12 18876359 18876359 Missense_Mutation SNP T C 28 37 c.253A>G c.(253-255)AAA>GAA p.K85E

Pat_74 Pre-Treatment SFRS2IP 9169 37 12 46320119 46320119 Missense_Mutation SNP G A 37 98 c.3365C>T c.(3364-3366)TCC>TTC p.S1122F

Pat_74 Pre-Treatment MIP 4284 37 12 56848247 56848247 Missense_Mutation SNP C T 30 64 c.151G>A c.(151-153)GCC>ACC p.A51T

Pat_74 Pre-Treatment GEFT 115557 37 12 58010217 58010217 Missense_Mutation SNP C T 23 33 c.1571C>T c.(1570-1572)CCC>CTC p.P524L

Pat_74 Pre-Treatment ZFC3H1 196441 37 12 72050857 72050857 Missense_Mutation SNP C T 33 69 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_74 Pre-Treatment POLR3B 55703 37 12 106889920 106889921 Missense_Mutation DNP TC AT 93 133 c.2801_2802TC>AT c.(2800-2802)TTC>TAT p.F934Y

Pat_74 Pre-Treatment RFX4 5992 37 12 107113748 107113748 Missense_Mutation SNP G C 29 58 c.1149G>C c.(1147-1149)GAG>GAC p.E383D

Pat_74 Pre-Treatment TRPC4 7223 37 13 38225514 38225515 Missense_Mutation DNP GG AA 29 82 c.1966_1967CC>TTc.(1966-1968)CCC>TTC p.P656F

Pat_74 Pre-Treatment ARHGAP5 394 37 14 32562120 32562120 Missense_Mutation SNP G A 50 82 c.2245G>A c.(2245-2247)GCT>ACT p.A749T

Pat_74 Pre-Treatment AKAP6 9472 37 14 33292789 33292789 Missense_Mutation SNP G A 26 42 c.5770G>A c.(5770-5772)GGG>AGG p.G1924R

Pat_74 Pre-Treatment RTN1 6252 37 14 60213112 60213112 Missense_Mutation SNP G A 25 25 c.329C>T c.(328-330)TCT>TTT p.S110F

Pat_74 Pre-Treatment C14orf43 91748 37 14 74206609 74206609 Missense_Mutation SNP G A 40 59 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_74 Pre-Treatment C14orf109 26175 37 14 93652819 93652819 Missense_Mutation SNP C T 31 46 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_74 Pre-Treatment PPP4R4 57718 37 14 94733340 94733340 Missense_Mutation SNP G A 25 33 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_74 Pre-Treatment EML1 2009 37 14 100344907 100344907 Missense_Mutation SNP C T 69 116 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_74 Pre-Treatment OR4N4 283694 37 15 22332432 22332432 Translation_Start_Site SNP C T 7 155 c.-742C>T c.(-744--740)AACGT>AATGT

Pat_74 Pre-Treatment C15orf2 23742 37 15 24922585 24922585 Missense_Mutation SNP C T 76 163 c.1571C>T c.(1570-1572)CCT>CTT p.P524L

Pat_74 Pre-Treatment VPS39 23339 37 15 42476789 42476789 Missense_Mutation SNP G A 101 220 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_74 Pre-Treatment CDAN1 146059 37 15 43022848 43022848 Missense_Mutation SNP G A 4 51 c.2122C>T c.(2122-2124)CCC>TCC p.P708S

Pat_74 Pre-Treatment TNFAIP8L3 388121 37 15 51350497 51350497 Missense_Mutation SNP C T 64 102 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_74 Pre-Treatment UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 18 26 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_74 Pre-Treatment IL21R 50615 37 16 27460591 27460591 Missense_Mutation SNP C T 4 46 c.1604C>T c.(1603-1605)CCC>CTC p.P535L

Pat_74 Pre-Treatment CSNK2A2 1459 37 16 58199491 58199491 Missense_Mutation SNP T C 35 53 c.949A>G c.(949-951)AAA>GAA p.K317E

Pat_74 Pre-Treatment SPNS2 124976 37 17 4428405 4428405 Missense_Mutation SNP C T 4 75 c.490C>T c.(490-492)CGC>TGC p.R164C

Pat_74 Pre-Treatment SMTNL2 342527 37 17 4496274 4496274 Missense_Mutation SNP C T 12 23 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_74 Pre-Treatment DNAH2 146754 37 17 7636433 7636433 Missense_Mutation SNP G A 4 130 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_74 Pre-Treatment LLGL1 3996 37 17 18138206 18138206 Missense_Mutation SNP G A 3 43 c.959G>A c.(958-960)CGC>CAC p.R320H



Pat_74 Pre-Treatment TBC1D3 729873 37 17 36288302 36288302 Splice_Site SNP G A 38 309 c.387_splice c.e6+1 p.Q129_splice

Pat_74 Pre-Treatment KRTAP1-3 81850 37 17 39190779 39190779 Missense_Mutation SNP T C 5 22 c.295A>G c.(295-297)AGT>GGT p.S99G

Pat_74 Pre-Treatment KRTAP4-8 728224 37 17 39253960 39253960 Missense_Mutation SNP C T 5 14 c.377G>A c.(376-378)CGC>CAC p.R126H

Pat_74 Pre-Treatment EFTUD2 9343 37 17 42936476 42936476 Missense_Mutation SNP C T 4 118 c.1934G>A c.(1933-1935)CGG>CAG p.R645Q

Pat_74 Pre-Treatment WNT9B 7484 37 17 44952593 44952593 Missense_Mutation SNP G A 6 18 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_74 Pre-Treatment HLF 3131 37 17 53345135 53345135 Missense_Mutation SNP G A 18 34 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_74 Pre-Treatment MKS1 54903 37 17 56291149 56291149 Missense_Mutation SNP G T 4 89 c.726C>A c.(724-726)TTC>TTA p.F242L

Pat_74 Pre-Treatment TRIM37 4591 37 17 57153057 57153057 Missense_Mutation SNP G C 26 33 c.635C>G c.(634-636)ACC>AGC p.T212S

Pat_74 Pre-Treatment QRICH2 84074 37 17 74288358 74288358 Missense_Mutation SNP A T 6 254 c.1952T>A c.(1951-1953)GTT>GAT p.V651D

Pat_74 Pre-Treatment CCDC40 55036 37 17 78063636 78063636 Missense_Mutation SNP G A 3 64 c.2785G>A c.(2785-2787)GGC>AGC p.G929S

Pat_74 Pre-Treatment CSNK1D 1453 37 17 80206800 80206800 Missense_Mutation SNP G A 3 9 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_74 Pre-Treatment TXNDC2 84203 37 18 9887155 9887155 Missense_Mutation SNP A G 5 228 c.679A>G c.(679-681)ACC>GCC p.T227A

Pat_74 Pre-Treatment KLHL14 57565 37 18 30260407 30260407 Missense_Mutation SNP G A 82 133 c.1394C>T c.(1393-1395)GCG>GTG p.A465V

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917793 2917793 Missense_Mutation SNP T C 5 67 c.1174T>C c.(1174-1176)TAT>CAT p.Y392H

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 4 61 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 4 57 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 5 64 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_74 Pre-Treatment TLE6 79816 37 19 2991857 2991857 Missense_Mutation SNP C T 10 23 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_74 Pre-Treatment SHD 56961 37 19 4290560 4290560 Missense_Mutation SNP C T 25 70 c.953C>T c.(952-954)TCA>TTA p.S318L

Pat_74 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 6 189 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_74 Pre-Treatment ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 8 277 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_74 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 9 317 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_74 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 6 234 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_74 Pre-Treatment RFX1 5989 37 19 14104424 14104424 Missense_Mutation SNP G A 4 39 c.232C>T c.(232-234)CTC>TTC p.L78F

Pat_74 Pre-Treatment SYDE1 85360 37 19 15224562 15224562 Missense_Mutation SNP G A 58 77 c.1996G>A c.(1996-1998)GGG>AGG p.G666R

Pat_74 Pre-Treatment CYP4F12 66002 37 19 15807289 15807289 Missense_Mutation SNP C T 68 114 c.1364C>T c.(1363-1365)CCT>CTT p.P455L

Pat_74 Pre-Treatment DDX49 54555 37 19 19035761 19035761 Missense_Mutation SNP C A 4 64 c.1000C>A c.(1000-1002)CAC>AAC p.H334N

Pat_74 Pre-Treatment LPAR2 9170 37 19 19737765 19737765 Nonsense_Mutation SNP A T 9 13 c.329T>A c.(328-330)TTG>TAG p.L110*

Pat_74 Pre-Treatment ZNF493 284443 37 19 21606614 21606614 Missense_Mutation SNP G A 5 139 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_74 Pre-Treatment ZNF208 7757 37 19 22156652 22156652 Missense_Mutation SNP T G 8 117 c.1184A>C c.(1183-1185)AAA>ACA p.K395T

Pat_74 Pre-Treatment ZNF681 148213 37 19 23927307 23927307 Missense_Mutation SNP G T 7 319 c.1045C>A c.(1045-1047)CAG>AAG p.Q349K

Pat_74 Pre-Treatment CD22 933 37 19 35828922 35828922 Missense_Mutation SNP A T 7 11 c.983A>T c.(982-984)CAG>CTG p.Q328L

Pat_74 Pre-Treatment RYR1 6261 37 19 38985160 38985160 Missense_Mutation SNP C T 23 25 c.6443C>T c.(6442-6444)TCC>TTC p.S2148F

Pat_74 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 5 172 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_74 Pre-Treatment RPL18 6141 37 19 49119422 49119422 Missense_Mutation SNP C T 4 66 c.335G>A c.(334-336)CGC>CAC p.R112H

Pat_74 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 13 234 c.1436C>T c.(1435-1437)ACA>ATA p.T479I

Pat_74 Pre-Treatment LILRA3 11026 37 19 54802527 54802527 Missense_Mutation SNP G A 25 63 c.914C>T c.(913-915)TCC>TTC p.S305F

Pat_74 Pre-Treatment ZIK1 284307 37 19 58102412 58102412 Missense_Mutation SNP C A 4 110 c.1233C>A c.(1231-1233)GAC>GAA p.D411E

Pat_74 Pre-Treatment ZIK1 284307 37 19 58102421 58102421 Missense_Mutation SNP A T 4 101 c.1242A>T c.(1240-1242)AAA>AAT p.K414N

Pat_74 Pre-Treatment C2orf16 84226 37 2 27804634 27804634 Missense_Mutation SNP G A 8 505 c.5195G>A c.(5194-5196)AGA>AAA p.R1732K

Pat_74 Pre-Treatment EXOC6B 23233 37 2 72786608 72786608 Nonsense_Mutation SNP G A 21 34 c.889C>T c.(889-891)CGA>TGA p.R297*

Pat_74 Pre-Treatment TET3 200424 37 2 74320773 74320773 Missense_Mutation SNP C T 27 59 c.2842C>T c.(2842-2844)CTC>TTC p.L948F

Pat_74 Pre-Treatment TGOLN2 10618 37 2 85554362 85554362 Missense_Mutation SNP G T 10 696 c.493C>A c.(493-495)CCT>ACT p.P165T

Pat_74 Pre-Treatment CNNM4 26504 37 2 97464908 97464908 Missense_Mutation SNP G A 4 91 c.1796G>A c.(1795-1797)CGC>CAC p.R599H

Pat_74 Pre-Treatment ANKRD36B 57730 37 2 98201772 98201772 Missense_Mutation SNP C T 3 14 c.251G>A c.(250-252)CGT>CAT p.R84H

Pat_74 Pre-Treatment LY75 4065 37 2 160746866 160746866 Nonsense_Mutation SNP C T 21 48 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_74 Pre-Treatment XIRP2 129446 37 2 168102458 168102458 Missense_Mutation SNP C T 44 62 c.4556C>T c.(4555-4557)CCT>CTT p.P1519L



Pat_74 Pre-Treatment TTN 7273 37 2 179396519 179396520 Missense_Mutation DNP GG TA 29 47 c.97118_97119CC>TAc.(97117-97119)GCC>GTA p.A32373V

Pat_74 Pre-Treatment DNAH7 56171 37 2 196728992 196728992 Missense_Mutation SNP C T 42 83 c.7387G>A c.(7387-7389)GAT>AAT p.D2463N

Pat_74 Pre-Treatment PARD3B 117583 37 2 206050515 206050515 Missense_Mutation SNP C T 66 123 c.1952C>T c.(1951-1953)GCC>GTC p.A651V

Pat_74 Pre-Treatment KIAA1486 57624 37 2 226378119 226378119 Missense_Mutation SNP G A 28 44 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_74 Pre-Treatment COL4A3 1285 37 2 228128587 228128587 Missense_Mutation SNP G A 13 19 c.1242G>A c.(1240-1242)ATG>ATA p.M414I

Pat_74 Pre-Treatment FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 6 86 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_74 Pre-Treatment RBM12 10137 37 20 34242439 34242439 Missense_Mutation SNP T C 4 87 c.806A>G c.(805-807)AAC>AGC p.N269S

Pat_74 Pre-Treatment TOX2 84969 37 20 42694670 42694670 Missense_Mutation SNP C A 24 20 c.1225C>A c.(1225-1227)CCC>ACC p.P409T

Pat_74 Pre-Treatment RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 37 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_74 Pre-Treatment DOPEY2 9980 37 21 37636074 37636074 Missense_Mutation SNP C T 107 184 c.5449C>T c.(5449-5451)CCC>TCC p.P1817S

Pat_74 Pre-Treatment DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 21 39 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38086744 38086744 Translation_Start_Site SNP C T 4 144 c.-556C>T c.(-558--554)CACGG>CATGG

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38120695 38120695 Missense_Mutation SNP C T 41 63 c.2132C>T c.(2131-2133)CCT>CTT p.P711L

Pat_74 Pre-Treatment CCR8 1237 37 3 39374063 39374063 Missense_Mutation SNP G A 80 114 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_74 Pre-Treatment CSPG5 10675 37 3 47618466 47618466 Missense_Mutation SNP C A 4 47 c.1050G>T c.(1048-1050)TTG>TTT p.L350F

Pat_74 Pre-Treatment ARIH2 10425 37 3 48999097 48999097 Missense_Mutation SNP C T 23 30 c.308C>T c.(307-309)TCA>TTA p.S103L

Pat_74 Pre-Treatment BSN 8927 37 3 49694583 49694583 Missense_Mutation SNP C T 20 23 c.7594C>T c.(7594-7596)CCC>TCC p.P2532S

Pat_74 Pre-Treatment OR5H2 79310 37 3 98002110 98002110 Missense_Mutation SNP C T 35 49 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_74 Pre-Treatment NIT2 56954 37 3 100058695 100058695 Missense_Mutation SNP C T 14 24 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_74 Pre-Treatment ARHGAP31 57514 37 3 119112312 119112312 Splice_Site SNP A G 53 76 c.882_splice c.e8-2 p.K294_splice

Pat_74 Pre-Treatment ILDR1 286676 37 3 121712140 121712140 Missense_Mutation SNP C T 7 11 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_74 Pre-Treatment LEKR1 389170 37 3 156742621 156742622 Missense_Mutation DNP GA AC 19 25 c.364_365GA>AC c.(364-366)GAA>ACA p.E122T

Pat_74 Pre-Treatment LRRC34 151827 37 3 169511487 169511487 Missense_Mutation SNP C T 38 61 c.1196G>A c.(1195-1197)GGA>GAA p.G399E

Pat_74 Pre-Treatment SAMD7 344658 37 3 169639115 169639115 Missense_Mutation SNP G T 50 94 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_74 Pre-Treatment TPRG1 285386 37 3 189038465 189038465 Missense_Mutation SNP G C 19 40 c.684G>C c.(682-684)AAG>AAC p.K228N

Pat_74 Pre-Treatment TP63 8626 37 3 189607246 189607246 Missense_Mutation SNP C T 90 127 c.1625C>T c.(1624-1626)CCG>CTG p.P542L

Pat_74 Pre-Treatment LEPREL1 55214 37 3 189690698 189690698 Missense_Mutation SNP G A 44 71 c.1664C>T c.(1663-1665)TCC>TTC p.S555F

Pat_74 Pre-Treatment UBXN7 26043 37 3 196089400 196089401 Missense_Mutation DNP GG AA 37 71 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_74 Pre-Treatment RNF168 165918 37 3 196229915 196229915 Missense_Mutation SNP C T 5 186 c.130G>A c.(130-132)GTC>ATC p.V44I

Pat_74 Pre-Treatment ZNF141 7700 37 4 367026 367026 Missense_Mutation SNP T C 4 101 c.800T>C c.(799-801)TTC>TCC p.F267S

Pat_74 Pre-Treatment CCDC158 339965 37 4 77247121 77247121 Missense_Mutation SNP G A 64 128 c.3046C>T c.(3046-3048)CCT>TCT p.P1016S

Pat_74 Pre-Treatment CFI 3426 37 4 110663728 110663728 Nonsense_Mutation SNP G A 26 50 c.1453C>T c.(1453-1455)CAG>TAG p.Q485*

Pat_74 Pre-Treatment INTU 27152 37 4 128564983 128564983 Missense_Mutation SNP G A 50 56 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_74 Pre-Treatment PCDH10 57575 37 4 134073358 134073358 Missense_Mutation SNP G T 3 14 c.2063G>T c.(2062-2064)GGG>GTG p.G688V

Pat_74 Pre-Treatment PCDH18 54510 37 4 138451640 138451640 Missense_Mutation SNP G A 45 59 c.1603C>T c.(1603-1605)CAT>TAT p.H535Y

Pat_74 Pre-Treatment MRPL36 64979 37 5 1798790 1798790 Missense_Mutation SNP C T 4 103 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_74 Pre-Treatment DNAH5 1767 37 5 13864741 13864741 Missense_Mutation SNP C T 22 40 c.4361G>A c.(4360-4362)CGA>CAA p.R1454Q

Pat_74 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 146 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_74 Pre-Treatment SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 3 94 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_74 Pre-Treatment MBLAC2 153364 37 5 89757100 89757100 Nonsense_Mutation SNP G A 43 59 c.724C>T c.(724-726)CGA>TGA p.R242*

Pat_74 Pre-Treatment EPB41L4A 64097 37 5 111601990 111601990 Nonsense_Mutation SNP G A 7 12 c.373C>T c.(373-375)CAG>TAG p.Q125*

Pat_74 Pre-Treatment ADAM19 8728 37 5 156924013 156924013 Missense_Mutation SNP G A 19 12 c.1483C>T c.(1483-1485)CCT>TCT p.P495S

Pat_74 Pre-Treatment HIVEP1 3096 37 6 12163562 12163562 Missense_Mutation SNP C T 136 187 c.7025C>T c.(7024-7026)CCC>CTC p.P2342L

Pat_74 Pre-Treatment VARS 7407 37 6 31745399 31745399 Missense_Mutation SNP G A 11 14 c.3767C>T c.(3766-3768)GCC>GTC p.A1256V

Pat_74 Pre-Treatment PKHD1 5314 37 6 51890422 51890422 Missense_Mutation SNP G A 62 85 c.4186C>T c.(4186-4188)CCA>TCA p.P1396S

Pat_74 Pre-Treatment STXBP5 134957 37 6 147646094 147646094 Splice_Site SNP G A 16 33 c.1803_splice c.e17-1 p.K601_splice

Pat_74 Pre-Treatment PACRG 135138 37 6 163735909 163735909 Missense_Mutation SNP G T 22 57 c.781G>T c.(781-783)GGG>TGG p.G261W



Pat_74 Pre-Treatment TTLL2 83887 37 6 167754658 167754658 Missense_Mutation SNP G T 26 33 c.1270G>T c.(1270-1272)GGG>TGG p.G424W

Pat_74 Pre-Treatment IL6 3569 37 7 22771151 22771151 Missense_Mutation SNP G A 12 21 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538568 63538568 Missense_Mutation SNP T C 4 71 c.1141T>C c.(1141-1143)TCA>CCA p.S381P

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538638 63538638 Missense_Mutation SNP G C 4 104 c.1211G>C c.(1210-1212)AGC>ACC p.S404T

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538736 63538736 Missense_Mutation SNP C T 3 52 c.1309C>T c.(1309-1311)CCA>TCA p.P437S

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 4 65 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_74 Pre-Treatment NSUN5 55695 37 7 72717601 72717601 Missense_Mutation SNP G A 37 51 c.1282C>T c.(1282-1284)CCA>TCA p.P428S

Pat_74 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 4 142 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_74 Pre-Treatment ZAN 7455 37 7 100350466 100350466 Missense_Mutation SNP C T 11 182 c.2738C>T c.(2737-2739)CCC>CTC p.P913L

Pat_74 Pre-Treatment ZAN 7455 37 7 100350474 100350474 Missense_Mutation SNP T C 12 184 c.2746T>C c.(2746-2748)TCC>CCC p.S916P

Pat_74 Pre-Treatment MUC17 140453 37 7 100676667 100676667 Missense_Mutation SNP A G 10 791 c.1970A>G c.(1969-1971)AAC>AGC p.N657S

Pat_74 Pre-Treatment MUC17 140453 37 7 100681421 100681421 Missense_Mutation SNP G A 11 756 c.6724G>A c.(6724-6726)GCA>ACA p.A2242T

Pat_74 Pre-Treatment MUC17 140453 37 7 100681455 100681455 Missense_Mutation SNP C A 10 678 c.6758C>A c.(6757-6759)ACT>AAT p.T2253N

Pat_74 Pre-Treatment MUC17 140453 37 7 100682124 100682124 Missense_Mutation SNP T A 10 781 c.7427T>A c.(7426-7428)CTT>CAT p.L2476H

Pat_74 Pre-Treatment MUC17 140453 37 7 100684301 100684302 Missense_Mutation DNP AC CA 10 726 c.9604_9605AC>CAc.(9604-9606)ACT>CAT p.T3202H

Pat_74 Pre-Treatment C7orf66 154907 37 7 108524203 108524203 Missense_Mutation SNP T C 77 122 c.209A>G c.(208-210)TAT>TGT p.Y70C

Pat_74 Pre-Treatment WNT2 7472 37 7 116960755 116960755 Missense_Mutation SNP G A 4 20 c.176C>T c.(175-177)CCA>CTA p.P59L

Pat_74 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 70 63 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_74 Pre-Treatment ATG9B 285973 37 7 150720253 150720253 Nonsense_Mutation SNP G A 175 465 c.700C>T c.(700-702)CGA>TGA p.R234*

Pat_74 Pre-Treatment DKK4 27121 37 8 42232353 42232353 Missense_Mutation SNP C T 75 105 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_74 Pre-Treatment SLCO5A1 81796 37 8 70673984 70673984 Missense_Mutation SNP C T 18 34 c.1034G>A c.(1033-1035)GGA>GAA p.G345E

Pat_74 Pre-Treatment FREM1 158326 37 9 14846015 14846015 Missense_Mutation SNP C A 3 27 c.1336G>T c.(1336-1338)GGT>TGT p.G446C

Pat_74 Pre-Treatment APBA1 320 37 9 72064588 72064588 Missense_Mutation SNP C T 65 79 c.2093G>A c.(2092-2094)GGG>GAG p.G698E

Pat_74 Pre-Treatment OR13D1 286365 37 9 107457507 107457507 Missense_Mutation SNP G A 16 57 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_74 Pre-Treatment OR13D1 286365 37 9 107457565 107457565 Missense_Mutation SNP T C 3 85 c.863T>C c.(862-864)CTT>CCT p.L288P

Pat_74 Pre-Treatment SLC44A1 23446 37 9 108128643 108128643 Missense_Mutation SNP G A 4 77 c.1427G>A c.(1426-1428)CGA>CAA p.R476Q

Pat_74 Pre-Treatment PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 28 37 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_74 Pre-Treatment WDR34 89891 37 9 131403107 131403107 Missense_Mutation SNP G A 31 32 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_74 Pre-Treatment SEC16A 9919 37 9 139341390 139341390 Missense_Mutation SNP G A 22 58 c.6709C>T c.(6709-6711)CCA>TCA p.P2237S

Pat_74 Pre-Treatment TUBBP5 643224 37 9 141071195 141071195 Missense_Mutation SNP C T 11 49 c.598C>T c.(598-600)CCA>TCA p.P200S

Pat_74 Pre-Treatment EIF1AX 1964 37 X 20156734 20156734 Missense_Mutation SNP C A 60 14 c.23G>T c.(22-24)GGA>GTA p.G8V

Pat_74 Pre-Treatment UBA1 7317 37 X 47070301 47070301 Missense_Mutation SNP T C 2 6 c.2260T>C c.(2260-2262)TTT>CTT p.F754L

Pat_74 Pre-Treatment FAM123B 139285 37 X 63411254 63411254 Missense_Mutation SNP G A 5 5 c.1913C>T c.(1912-1914)ACT>ATT p.T638I

Pat_74 Pre-Treatment TEX11 56159 37 X 69825286 69825286 Missense_Mutation SNP C T 35 10 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_74 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 4 51 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_74 Pre-Treatment MAGEC1 9947 37 X 140993468 140993468 Missense_Mutation SNP A T 4 56 c.278A>T c.(277-279)CAG>CTG p.Q93L

Pat_74 Post-Resistance CASP9 842 37 1 15844799 15844799 Missense_Mutation SNP G A 24 53 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_74 Post-Resistance ATP13A2 23400 37 1 17330867 17330867 Missense_Mutation SNP A G 16 15 c.517T>C c.(517-519)TAT>CAT p.Y173H

Pat_74 Post-Resistance CSMD2 114784 37 1 34191090 34191090 Missense_Mutation SNP C T 17 30 c.2435G>A c.(2434-2436)CGG>CAG p.R812Q

Pat_74 Post-Resistance DHCR24 1718 37 1 55337202 55337202 Missense_Mutation SNP G A 18 41 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_74 Post-Resistance LEPR 3953 37 1 66058389 66058389 Nonsense_Mutation SNP C T 44 49 c.544C>T c.(544-546)CAG>TAG p.Q182*

Pat_74 Post-Resistance C1orf173 127254 37 1 75038497 75038497 Missense_Mutation SNP C T 18 40 c.2897G>A c.(2896-2898)AGA>AAA p.R966K

Pat_74 Post-Resistance AK5 26289 37 1 77949003 77949003 Missense_Mutation SNP G A 16 29 c.1061G>A c.(1060-1062)GGT>GAT p.G354D

Pat_74 Post-Resistance SLC16A1 6566 37 1 113471717 113471717 Missense_Mutation SNP C T 12 10 c.214G>A c.(214-216)GGA>AGA p.G72R

Pat_74 Post-Resistance NRAS 4893 37 1 115256529 115256529 Missense_Mutation SNP T C 78 94 c.182A>G c.(181-183)CAA>CGA p.Q61R

Pat_74 Post-Resistance NBPF9 400818 37 1 144619903 144619903 Missense_Mutation SNP T A 5 118 c.587T>A c.(586-588)GTG>GAG p.V196E

Pat_74 Post-Resistance NBPF10 100132406 37 1 145296448 145296448 Missense_Mutation SNP T A 10 296 c.370T>A c.(370-372)TAT>AAT p.Y124N



Pat_74 Post-Resistance NBPF10 100132406 37 1 145303970 145303970 Missense_Mutation SNP C T 73 295 c.1367C>T c.(1366-1368)TCA>TTA p.S456L

Pat_74 Post-Resistance TCHHL1 126637 37 1 152059823 152059823 Missense_Mutation SNP A C 36 46 c.335T>G c.(334-336)GTT>GGT p.V112G

Pat_74 Post-Resistance ASH1L 55870 37 1 155313160 155313161 Missense_Mutation DNP GG AA 31 40 c.8252_8253CC>TTc.(8251-8253)CCC>CTT p.P2751L

Pat_74 Post-Resistance SPTA1 6708 37 1 158596788 158596788 Missense_Mutation SNP C T 46 61 c.5674G>A c.(5674-5676)GAG>AAG p.E1892K

Pat_74 Post-Resistance WDR26 80232 37 1 224592184 224592184 Missense_Mutation SNP A G 32 52 c.806T>C c.(805-807)CTT>CCT p.L269P

Pat_74 Post-Resistance NEBL 10529 37 10 21134266 21134266 Missense_Mutation SNP A T 12 11 c.1148T>A c.(1147-1149)ATT>AAT p.I383N

Pat_74 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 3 44 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_74 Post-Resistance SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 25 10 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_74 Post-Resistance LOC729020 729020 37 10 105005787 105005787 Missense_Mutation SNP C T 22 8 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_74 Post-Resistance SORCS3 22986 37 10 106982964 106982964 Missense_Mutation SNP T A 78 21 c.2825T>A c.(2824-2826)CTG>CAG p.L942Q

Pat_74 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 2 2 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_74 Post-Resistance PHRF1 57661 37 11 607875 607875 Nonsense_Mutation SNP G T 29 43 c.2419G>T c.(2419-2421)GAG>TAG p.E807*

Pat_74 Post-Resistance OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 12 24 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_74 Post-Resistance SERGEF 26297 37 11 17809858 17809858 Missense_Mutation SNP G A 9 13 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_74 Post-Resistance NAV2 89797 37 11 19970400 19970400 Nonsense_Mutation SNP C T 25 37 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_74 Post-Resistance DGKZ 8525 37 11 46400602 46400602 Missense_Mutation SNP T C 3 4 c.3044T>C c.(3043-3045)CTC>CCC p.L1015P

Pat_74 Post-Resistance BCO2 83875 37 11 112084481 112084481 Missense_Mutation SNP G A 99 148 c.1229G>A c.(1228-1230)AGG>AAG p.R410K

Pat_74 Post-Resistance FLI1 2313 37 11 128680651 128680651 Missense_Mutation SNP C T 17 29 c.1127C>T c.(1126-1128)TCG>TTG p.S376L

Pat_74 Post-Resistance FOXM1 2305 37 12 2981324 2981324 Missense_Mutation SNP G A 87 146 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_74 Post-Resistance PTPRO 5800 37 12 15677831 15677831 Missense_Mutation SNP G A 28 40 c.1975G>A c.(1975-1977)GAC>AAC p.D659N

Pat_74 Post-Resistance PLCZ1 89869 37 12 18876359 18876359 Missense_Mutation SNP T C 24 30 c.253A>G c.(253-255)AAA>GAA p.K85E

Pat_74 Post-Resistance SFRS2IP 9169 37 12 46320119 46320119 Missense_Mutation SNP G A 30 51 c.3365C>T c.(3364-3366)TCC>TTC p.S1122F

Pat_74 Post-Resistance MIP 4284 37 12 56848247 56848247 Missense_Mutation SNP C T 32 42 c.151G>A c.(151-153)GCC>ACC p.A51T

Pat_74 Post-Resistance GEFT 115557 37 12 58010217 58010217 Missense_Mutation SNP C T 12 31 c.1571C>T c.(1570-1572)CCC>CTC p.P524L

Pat_74 Post-Resistance ZFC3H1 196441 37 12 72050857 72050857 Missense_Mutation SNP C T 21 38 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_74 Post-Resistance POLR3B 55703 37 12 106889920 106889921 Missense_Mutation DNP TC AT 47 58 c.2801_2802TC>AT c.(2800-2802)TTC>TAT p.F934Y

Pat_74 Post-Resistance RFX4 5992 37 12 107113748 107113748 Missense_Mutation SNP G C 17 24 c.1149G>C c.(1147-1149)GAG>GAC p.E383D

Pat_74 Post-Resistance TRPC4 7223 37 13 38225514 38225515 Missense_Mutation DNP GG AA 34 44 c.1966_1967CC>TTc.(1966-1968)CCC>TTC p.P656F

Pat_74 Post-Resistance ARHGAP5 394 37 14 32562120 32562120 Missense_Mutation SNP G A 34 65 c.2245G>A c.(2245-2247)GCT>ACT p.A749T

Pat_74 Post-Resistance AKAP6 9472 37 14 33292789 33292789 Missense_Mutation SNP G A 17 33 c.5770G>A c.(5770-5772)GGG>AGG p.G1924R

Pat_74 Post-Resistance RTN1 6252 37 14 60213112 60213112 Missense_Mutation SNP G A 22 23 c.329C>T c.(328-330)TCT>TTT p.S110F

Pat_74 Post-Resistance C14orf43 91748 37 14 74206609 74206609 Missense_Mutation SNP G A 27 38 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_74 Post-Resistance C14orf109 26175 37 14 93652819 93652819 Missense_Mutation SNP C T 35 32 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_74 Post-Resistance PPP4R4 57718 37 14 94733340 94733340 Missense_Mutation SNP G A 15 22 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_74 Post-Resistance EML1 2009 37 14 100344907 100344907 Missense_Mutation SNP C T 54 63 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_74 Post-Resistance C15orf2 23742 37 15 24922585 24922585 Missense_Mutation SNP C T 74 122 c.1571C>T c.(1570-1572)CCT>CTT p.P524L

Pat_74 Post-Resistance VPS39 23339 37 15 42476789 42476789 Missense_Mutation SNP G A 64 121 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_74 Post-Resistance TNFAIP8L3 388121 37 15 51350497 51350497 Missense_Mutation SNP C T 60 88 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_74 Post-Resistance UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 15 29 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_74 Post-Resistance LOC645752 645752 37 15 78208916 78208916 Missense_Mutation SNP C G 3 52 c.817G>C c.(817-819)GAA>CAA p.E273Q

Pat_74 Post-Resistance CSNK2A2 1459 37 16 58199491 58199491 Missense_Mutation SNP T C 26 26 c.949A>G c.(949-951)AAA>GAA p.K317E

Pat_74 Post-Resistance SMTNL2 342527 37 17 4496274 4496274 Missense_Mutation SNP C T 16 21 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_74 Post-Resistance TBC1D3 729873 37 17 36288302 36288302 Splice_Site SNP G A 42 306 c.387_splice c.e6+1 p.Q129_splice

Pat_74 Post-Resistance KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 4 29 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_74 Post-Resistance WNT9B 7484 37 17 44952593 44952593 Missense_Mutation SNP G A 19 16 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_74 Post-Resistance HLF 3131 37 17 53345135 53345135 Missense_Mutation SNP G A 12 32 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_74 Post-Resistance TRIM37 4591 37 17 57153057 57153057 Missense_Mutation SNP G C 14 27 c.635C>G c.(634-636)ACC>AGC p.T212S



Pat_74 Post-Resistance CSNK1D 1453 37 17 80206800 80206800 Missense_Mutation SNP G A 7 2 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_74 Post-Resistance KLHL14 57565 37 18 30260407 30260407 Missense_Mutation SNP G A 45 69 c.1394C>T c.(1393-1395)GCG>GTG p.A465V

Pat_74 Post-Resistance TLE6 79816 37 19 2991857 2991857 Missense_Mutation SNP C T 12 21 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_74 Post-Resistance SHD 56961 37 19 4290560 4290560 Missense_Mutation SNP C T 21 32 c.953C>T c.(952-954)TCA>TTA p.S318L

Pat_74 Post-Resistance SYDE1 85360 37 19 15224562 15224562 Missense_Mutation SNP G A 24 39 c.1996G>A c.(1996-1998)GGG>AGG p.G666R

Pat_74 Post-Resistance CYP4F12 66002 37 19 15807289 15807289 Missense_Mutation SNP C T 63 109 c.1364C>T c.(1363-1365)CCT>CTT p.P455L

Pat_74 Post-Resistance LPAR2 9170 37 19 19737765 19737765 Nonsense_Mutation SNP A T 4 10 c.329T>A c.(328-330)TTG>TAG p.L110*

Pat_74 Post-Resistance CD22 933 37 19 35828922 35828922 Missense_Mutation SNP A T 7 12 c.983A>T c.(982-984)CAG>CTG p.Q328L

Pat_74 Post-Resistance RYR1 6261 37 19 38985160 38985160 Missense_Mutation SNP C T 16 23 c.6443C>T c.(6442-6444)TCC>TTC p.S2148F

Pat_74 Post-Resistance LILRA3 11026 37 19 54802527 54802527 Missense_Mutation SNP G A 13 34 c.914C>T c.(913-915)TCC>TTC p.S305F

Pat_74 Post-Resistance EXOC6B 23233 37 2 72786608 72786608 Nonsense_Mutation SNP G A 14 17 c.889C>T c.(889-891)CGA>TGA p.R297*

Pat_74 Post-Resistance TET3 200424 37 2 74320773 74320773 Missense_Mutation SNP C T 22 24 c.2842C>T c.(2842-2844)CTC>TTC p.L948F

Pat_74 Post-Resistance LY75 4065 37 2 160746866 160746866 Nonsense_Mutation SNP C T 26 31 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_74 Post-Resistance XIRP2 129446 37 2 168102458 168102458 Missense_Mutation SNP C T 38 49 c.4556C>T c.(4555-4557)CCT>CTT p.P1519L

Pat_74 Post-Resistance DNAH7 56171 37 2 196728992 196728992 Missense_Mutation SNP C T 28 38 c.7387G>A c.(7387-7389)GAT>AAT p.D2463N

Pat_74 Post-Resistance PARD3B 117583 37 2 206050515 206050515 Missense_Mutation SNP C T 30 55 c.1952C>T c.(1951-1953)GCC>GTC p.A651V

Pat_74 Post-Resistance KIAA1486 57624 37 2 226378119 226378119 Missense_Mutation SNP G A 18 26 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_74 Post-Resistance COL4A3 1285 37 2 228128587 228128587 Missense_Mutation SNP G A 23 15 c.1242G>A c.(1240-1242)ATG>ATA p.M414I

Pat_74 Post-Resistance GGTLC1 92086 37 20 23967157 23967157 Missense_Mutation SNP A G 4 57 c.92T>C c.(91-93)ATG>ACG p.M31T

Pat_74 Post-Resistance FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 3 69 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_74 Post-Resistance TOX2 84969 37 20 42694670 42694670 Missense_Mutation SNP C A 8 21 c.1225C>A c.(1225-1227)CCC>ACC p.P409T

Pat_74 Post-Resistance DOPEY2 9980 37 21 37636074 37636074 Missense_Mutation SNP C T 91 166 c.5449C>T c.(5449-5451)CCC>TCC p.P1817S

Pat_74 Post-Resistance DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 27 28 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_74 Post-Resistance RIMBP3 85376 37 22 20457350 20457350 Missense_Mutation SNP C T 2 3 c.3952G>A c.(3952-3954)GGC>AGC p.G1318S

Pat_74 Post-Resistance RFPL3 10738 37 22 32756614 32756614 Missense_Mutation SNP A G 3 65 c.749A>G c.(748-750)GAT>GGT p.D250G

Pat_74 Post-Resistance TRIOBP 11078 37 22 38120695 38120695 Missense_Mutation SNP C T 37 65 c.2132C>T c.(2131-2133)CCT>CTT p.P711L

Pat_74 Post-Resistance CCR8 1237 37 3 39374063 39374063 Missense_Mutation SNP G A 49 76 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_74 Post-Resistance ARIH2 10425 37 3 48999097 48999097 Missense_Mutation SNP C T 20 36 c.308C>T c.(307-309)TCA>TTA p.S103L

Pat_74 Post-Resistance BSN 8927 37 3 49694583 49694583 Missense_Mutation SNP C T 16 20 c.7594C>T c.(7594-7596)CCC>TCC p.P2532S

Pat_74 Post-Resistance OR5H2 79310 37 3 98002110 98002110 Missense_Mutation SNP C T 27 37 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_74 Post-Resistance NIT2 56954 37 3 100058695 100058695 Missense_Mutation SNP C T 14 24 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_74 Post-Resistance ARHGAP31 57514 37 3 119112312 119112312 Splice_Site SNP A G 51 58 c.882_splice c.e8-2 p.K294_splice

Pat_74 Post-Resistance ILDR1 286676 37 3 121712140 121712140 Missense_Mutation SNP C T 5 10 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_74 Post-Resistance LEKR1 389170 37 3 156742621 156742622 Missense_Mutation DNP GA AC 21 25 c.364_365GA>AC c.(364-366)GAA>ACA p.E122T

Pat_74 Post-Resistance LRRC34 151827 37 3 169511487 169511487 Missense_Mutation SNP C T 27 49 c.1196G>A c.(1195-1197)GGA>GAA p.G399E

Pat_74 Post-Resistance SAMD7 344658 37 3 169639115 169639115 Missense_Mutation SNP G T 39 32 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_74 Post-Resistance TPRG1 285386 37 3 189038465 189038465 Missense_Mutation SNP G C 23 19 c.684G>C c.(682-684)AAG>AAC p.K228N

Pat_74 Post-Resistance TP63 8626 37 3 189607246 189607246 Missense_Mutation SNP C T 26 46 c.1625C>T c.(1624-1626)CCG>CTG p.P542L

Pat_74 Post-Resistance LEPREL1 55214 37 3 189690698 189690698 Missense_Mutation SNP G A 30 50 c.1664C>T c.(1663-1665)TCC>TTC p.S555F

Pat_74 Post-Resistance UBXN7 26043 37 3 196089400 196089401 Missense_Mutation DNP GG AA 35 51 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_74 Post-Resistance CCDC158 339965 37 4 77247121 77247121 Missense_Mutation SNP G A 62 84 c.3046C>T c.(3046-3048)CCT>TCT p.P1016S

Pat_74 Post-Resistance CFI 3426 37 4 110663728 110663728 Nonsense_Mutation SNP G A 19 23 c.1453C>T c.(1453-1455)CAG>TAG p.Q485*

Pat_74 Post-Resistance INTU 27152 37 4 128564983 128564983 Missense_Mutation SNP G A 35 38 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_74 Post-Resistance PCDH10 57575 37 4 134073358 134073358 Missense_Mutation SNP G T 11 11 c.2063G>T c.(2062-2064)GGG>GTG p.G688V

Pat_74 Post-Resistance PCDH18 54510 37 4 138451640 138451640 Missense_Mutation SNP G A 34 56 c.1603C>T c.(1603-1605)CAT>TAT p.H535Y

Pat_74 Post-Resistance GYPE 2996 37 4 144826671 144826671 Translation_Start_Site SNP C T 6 48 c.-10G>A c.(-12--8)TCGTG>TCATG

Pat_74 Post-Resistance DNAH5 1767 37 5 13864741 13864741 Missense_Mutation SNP C T 16 23 c.4361G>A c.(4360-4362)CGA>CAA p.R1454Q



Pat_74 Post-Resistance MBLAC2 153364 37 5 89757100 89757100 Nonsense_Mutation SNP G A 26 57 c.724C>T c.(724-726)CGA>TGA p.R242*

Pat_74 Post-Resistance ADAM19 8728 37 5 156924013 156924013 Missense_Mutation SNP G A 4 14 c.1483C>T c.(1483-1485)CCT>TCT p.P495S

Pat_74 Post-Resistance HIVEP1 3096 37 6 12163562 12163562 Missense_Mutation SNP C T 80 130 c.7025C>T c.(7024-7026)CCC>CTC p.P2342L

Pat_74 Post-Resistance VARS 7407 37 6 31745399 31745399 Missense_Mutation SNP G A 11 11 c.3767C>T c.(3766-3768)GCC>GTC p.A1256V

Pat_74 Post-Resistance PKHD1 5314 37 6 51890422 51890422 Missense_Mutation SNP G A 50 74 c.4186C>T c.(4186-4188)CCA>TCA p.P1396S

Pat_74 Post-Resistance COL12A1 1303 37 6 75865396 75865396 Missense_Mutation SNP A G 4 134 c.3425T>C c.(3424-3426)GTT>GCT p.V1142A

Pat_74 Post-Resistance STXBP5 134957 37 6 147646094 147646094 Splice_Site SNP G A 8 30 c.1803_splice c.e17-1 p.K601_splice

Pat_74 Post-Resistance PACRG 135138 37 6 163735909 163735909 Missense_Mutation SNP G T 21 33 c.781G>T c.(781-783)GGG>TGG p.G261W

Pat_74 Post-Resistance TTLL2 83887 37 6 167754658 167754658 Missense_Mutation SNP G T 23 20 c.1270G>T c.(1270-1272)GGG>TGG p.G424W

Pat_74 Post-Resistance IL6 3569 37 7 22771151 22771151 Missense_Mutation SNP G A 20 18 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_74 Post-Resistance NSUN5 55695 37 7 72717601 72717601 Missense_Mutation SNP G A 30 33 c.1282C>T c.(1282-1284)CCA>TCA p.P428S

Pat_74 Post-Resistance C7orf66 154907 37 7 108524203 108524203 Missense_Mutation SNP T C 43 74 c.209A>G c.(208-210)TAT>TGT p.Y70C

Pat_74 Post-Resistance ST7 7982 37 7 116869938 116869938 Missense_Mutation SNP A C 6 23 c.1465A>C c.(1465-1467)ACC>CCC p.T489P

Pat_74 Post-Resistance WNT2 7472 37 7 116960755 116960755 Missense_Mutation SNP G A 15 16 c.176C>T c.(175-177)CCA>CTA p.P59L

Pat_74 Post-Resistance CPA1 1357 37 7 130023310 130023310 Missense_Mutation SNP A G 3 20 c.562A>G c.(562-564)AGT>GGT p.S188G

Pat_74 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 61 55 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_74 Post-Resistance ATG9B 285973 37 7 150720253 150720253 Nonsense_Mutation SNP G A 100 252 c.700C>T c.(700-702)CGA>TGA p.R234*

Pat_74 Post-Resistance DKK4 27121 37 8 42232353 42232353 Missense_Mutation SNP C T 77 90 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_74 Post-Resistance SLCO5A1 81796 37 8 70673984 70673984 Missense_Mutation SNP C T 16 33 c.1034G>A c.(1033-1035)GGA>GAA p.G345E

Pat_74 Post-Resistance APBA1 320 37 9 72064588 72064588 Missense_Mutation SNP C T 50 62 c.2093G>A c.(2092-2094)GGG>GAG p.G698E

Pat_74 Post-Resistance OR13D1 286365 37 9 107457507 107457507 Missense_Mutation SNP G A 26 37 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_74 Post-Resistance PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 33 39 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_74 Post-Resistance WDR34 89891 37 9 131403107 131403107 Missense_Mutation SNP G A 13 26 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_74 Post-Resistance SEC16A 9919 37 9 139341390 139341390 Missense_Mutation SNP G A 20 36 c.6709C>T c.(6709-6711)CCA>TCA p.P2237S

Pat_74 Post-Resistance EIF1AX 1964 37 X 20156734 20156734 Missense_Mutation SNP C A 60 6 c.23G>T c.(22-24)GGA>GTA p.G8V

Pat_74 Post-Resistance FAM123B 139285 37 X 63411254 63411254 Missense_Mutation SNP G A 10 1 c.1913C>T c.(1912-1914)ACT>ATT p.T638I

Pat_74 Post-Resistance TEX11 56159 37 X 69825286 69825286 Missense_Mutation SNP C T 40 5 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_76 Pre-Treatment AGRN 375790 37 1 984754 984754 Missense_Mutation SNP G C 20 28 c.4437G>C c.(4435-4437)GAG>GAC p.E1479D

Pat_76 Pre-Treatment PUSL1 126789 37 1 1246733 1246733 Missense_Mutation SNP G A 8 8 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_76 Pre-Treatment CHD5 26038 37 1 6169939 6169939 Missense_Mutation SNP C T 15 31 c.5494G>A c.(5494-5496)GTG>ATG p.V1832M

Pat_76 Pre-Treatment TNFRSF9 3604 37 1 7995073 7995073 Missense_Mutation SNP C T 4 70 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_76 Pre-Treatment SLC2A7 155184 37 1 9063467 9063467 Missense_Mutation SNP T C 28 34 c.1431A>G c.(1429-1431)ATA>ATG p.I477M

Pat_76 Pre-Treatment KIF1B 23095 37 1 10405979 10405979 Nonsense_Mutation SNP G A 17 32 c.3765G>A c.(3763-3765)TGG>TGA p.W1255*

Pat_76 Pre-Treatment C1orf127 148345 37 1 11017690 11017690 Missense_Mutation SNP G A 7 31 c.229C>T c.(229-231)CTT>TTT p.L77F

Pat_76 Pre-Treatment PTCHD2 57540 37 1 11579548 11579548 Missense_Mutation SNP G A 35 69 c.2026G>A c.(2026-2028)GAG>AAG p.E676K

Pat_76 Pre-Treatment NPPA 4878 37 1 11907322 11907322 Missense_Mutation SNP C T 14 10 c.298G>A c.(298-300)GGC>AGC p.G100S

Pat_76 Pre-Treatment PRAMEF12 390999 37 1 12835290 12835290 Missense_Mutation SNP C T 62 66 c.280C>T c.(280-282)CGC>TGC p.R94C

Pat_76 Pre-Treatment LOC649330 649330 37 1 12907921 12907921 Missense_Mutation SNP C T 10 114 c.222G>A c.(220-222)ATG>ATA p.M74I

Pat_76 Pre-Treatment CELA2A 63036 37 1 15794002 15794002 Missense_Mutation SNP G A 4 109 c.761G>A c.(760-762)CGG>CAG p.R254Q

Pat_76 Pre-Treatment DNAJC16 23341 37 1 15890790 15890790 Nonsense_Mutation SNP C T 43 81 c.1534C>T c.(1534-1536)CGA>TGA p.R512*

Pat_76 Pre-Treatment KLHDC7A 127707 37 1 18807831 18807831 Missense_Mutation SNP G A 16 25 c.356G>A c.(355-357)AGA>AAA p.R119K

Pat_76 Pre-Treatment KLHDC7A 127707 37 1 18808730 18808730 Missense_Mutation SNP C T 19 25 c.1255C>T c.(1255-1257)CCG>TCG p.P419S

Pat_76 Pre-Treatment PLA2G2D 26279 37 1 20442911 20442911 Missense_Mutation SNP C G 13 22 c.100G>C c.(100-102)GGG>CGG p.G34R

Pat_76 Pre-Treatment MUL1 79594 37 1 20827445 20827445 Missense_Mutation SNP C T 3 50 c.797G>A c.(796-798)CGG>CAG p.R266Q

Pat_76 Pre-Treatment ECE1 1889 37 1 21582571 21582571 Nonsense_Mutation SNP C A 29 31 c.889G>T c.(889-891)GAG>TAG p.E297*

Pat_76 Pre-Treatment RAP1GAP 5909 37 1 21936111 21936111 Missense_Mutation SNP G A 32 93 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_76 Pre-Treatment EPHB2 2048 37 1 23232566 23232566 Missense_Mutation SNP A T 35 32 c.1852A>T c.(1852-1854)ATC>TTC p.I618F



Pat_76 Pre-Treatment GRHL3 57822 37 1 24669215 24669215 Missense_Mutation SNP G A 55 91 c.1253G>A c.(1252-1254)CGG>CAG p.R418Q

Pat_76 Pre-Treatment MAN1C1 57134 37 1 26013027 26013027 Missense_Mutation SNP G A 4 127 c.637G>A c.(637-639)GGA>AGA p.G213R

Pat_76 Pre-Treatment MAP3K6 9064 37 1 27683527 27683527 Missense_Mutation SNP G A 4 139 c.3337C>T c.(3337-3339)CGG>TGG p.R1113W

Pat_76 Pre-Treatment MAP3K6 9064 37 1 27686450 27686450 Missense_Mutation SNP G A 50 82 c.2218C>T c.(2218-2220)CCC>TCC p.P740S

Pat_76 Pre-Treatment CD164L2 388611 37 1 27709119 27709119 Missense_Mutation SNP G A 23 33 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_76 Pre-Treatment SFRS4 6429 37 1 29475177 29475178 Missense_Mutation DNP GG AA 93 144 c.1229_1230CC>TT c.(1228-1230)TCC>TTT p.S410F

Pat_76 Pre-Treatment PTPRU 10076 37 1 29652156 29652156 Missense_Mutation SNP G A 51 52 c.4324G>A c.(4324-4326)GGG>AGG p.G1442R

Pat_76 Pre-Treatment SNRNP40 9410 37 1 31769519 31769519 Missense_Mutation SNP C T 4 91 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_76 Pre-Treatment BAI2 576 37 1 32222263 32222263 Missense_Mutation SNP G A 7 15 c.175C>T c.(175-177)CCT>TCT p.P59S

Pat_76 Pre-Treatment SPOCD1 90853 37 1 32280093 32280093 Missense_Mutation SNP C T 13 11 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_76 Pre-Treatment LCK 3932 37 1 32751189 32751189 Missense_Mutation SNP G A 37 78 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Pre-Treatment CSMD2 114784 37 1 34383699 34383699 Missense_Mutation SNP G A 10 24 c.796C>T c.(796-798)CTC>TTC p.L266F

Pat_76 Pre-Treatment CSMD2 114784 37 1 34554741 34554741 Missense_Mutation SNP C T 15 18 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_76 Pre-Treatment EIF2C1 26523 37 1 36359345 36359345 Missense_Mutation SNP G A 27 52 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_76 Pre-Treatment C1orf109 54955 37 1 38149083 38149083 Missense_Mutation SNP G A 34 46 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_76 Pre-Treatment FHL3 2275 37 1 38464940 38464940 Missense_Mutation SNP G T 4 125 c.145C>A c.(145-147)CAT>AAT p.H49N

Pat_76 Pre-Treatment KIAA0754 643314 37 1 39878887 39878887 Missense_Mutation SNP C T 14 16 c.2950C>T c.(2950-2952)CCA>TCA p.P984S

Pat_76 Pre-Treatment NT5C1A 84618 37 1 40131779 40131779 Missense_Mutation SNP C T 25 63 c.265G>A c.(265-267)GAA>AAA p.E89K

Pat_76 Pre-Treatment HPCAL4 51440 37 1 40149802 40149802 Missense_Mutation SNP G A 8 21 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_76 Pre-Treatment PPIE 10450 37 1 40218614 40218614 Missense_Mutation SNP A G 25 65 c.727A>G c.(727-729)ACC>GCC p.T243A

Pat_76 Pre-Treatment NFYC 4802 37 1 41218908 41218908 Missense_Mutation SNP C T 15 45 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_76 Pre-Treatment HIVEP3 59269 37 1 42041243 42041243 Missense_Mutation SNP G A 5 224 c.5179C>T c.(5179-5181)CCG>TCG p.P1727S

Pat_76 Pre-Treatment SLC2A1 6513 37 1 43393356 43393356 Missense_Mutation SNP G A 4 62 c.1198C>T c.(1198-1200)CGT>TGT p.R400C

Pat_76 Pre-Treatment TIE1 7075 37 1 43778895 43778895 Missense_Mutation SNP C T 9 17 c.2017C>T c.(2017-2019)CCA>TCA p.P673S

Pat_76 Pre-Treatment PTPRF 5792 37 1 44058256 44058257 Missense_Mutation DNP CC TT 7 19 c.1797_1798CC>TTc.(1795-1800)GCCCGC>GCTTGCp.R600C

Pat_76 Pre-Treatment DMAP1 55929 37 1 44684863 44684863 Missense_Mutation SNP C T 21 43 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_76 Pre-Treatment RNF220 55182 37 1 45110737 45110737 Missense_Mutation SNP C T 18 29 c.1294C>T c.(1294-1296)CGG>TGG p.R432W

Pat_76 Pre-Treatment IPP 3652 37 1 46211794 46211794 Missense_Mutation SNP G A 4 75 c.290C>T c.(289-291)ACA>ATA p.T97I

Pat_76 Pre-Treatment FAAH 2166 37 1 46871441 46871441 Missense_Mutation SNP C T 10 16 c.760C>T c.(760-762)CTC>TTC p.L254F

Pat_76 Pre-Treatment CYP4A11 1579 37 1 47402978 47402978 Nonsense_Mutation SNP C T 21 29 c.378G>A c.(376-378)TGG>TGA p.W126*

Pat_76 Pre-Treatment SLC5A9 200010 37 1 48697728 48697728 Missense_Mutation SNP C T 59 68 c.802C>T c.(802-804)CAC>TAC p.H268Y

Pat_76 Pre-Treatment SPATA6 54558 37 1 48877245 48877245 Missense_Mutation SNP G A 13 25 c.296C>T c.(295-297)TCT>TTT p.S99F

Pat_76 Pre-Treatment GLIS1 148979 37 1 54060335 54060335 Missense_Mutation SNP A C 13 21 c.241T>G c.(241-243)TGT>GGT p.C81G

Pat_76 Pre-Treatment YIPF1 54432 37 1 54332025 54332025 Missense_Mutation SNP G A 28 23 c.679C>T c.(679-681)CGT>TGT p.R227C

Pat_76 Pre-Treatment PRKAA2 5563 37 1 57159444 57159444 Missense_Mutation SNP C T 34 45 c.482C>T c.(481-483)TCT>TTT p.S161F

Pat_76 Pre-Treatment C1orf168 199920 37 1 57257735 57257735 Missense_Mutation SNP C T 4 142 c.751G>A c.(751-753)GCC>ACC p.A251T

Pat_76 Pre-Treatment C1orf168 199920 37 1 57257821 57257821 Missense_Mutation SNP C T 23 46 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_76 Pre-Treatment C8A 731 37 1 57341861 57341861 Missense_Mutation SNP G A 13 66 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_76 Pre-Treatment C8B 732 37 1 57397515 57397515 Missense_Mutation SNP T C 44 48 c.1589A>G c.(1588-1590)CAA>CGA p.Q530R

Pat_76 Pre-Treatment C8B 732 37 1 57425723 57425723 Nonsense_Mutation SNP C T 20 8 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_76 Pre-Treatment DAB1 1600 37 1 57481054 57481054 Missense_Mutation SNP G A 13 12 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_76 Pre-Treatment ROR1 4919 37 1 64624732 64624733 Missense_Mutation DNP CC TT 32 57 c.1243_1244CC>TTc.(1243-1245)CCC>TTC p.P415F

Pat_76 Pre-Treatment ROR1 4919 37 1 64644411 64644411 Missense_Mutation SNP G A 11 24 c.2687G>A c.(2686-2688)GGA>GAA p.G896E

Pat_76 Pre-Treatment LEPR 3953 37 1 66036476 66036476 Nonsense_Mutation SNP C T 7 27 c.361C>T c.(361-363)CAA>TAA p.Q121*

Pat_76 Pre-Treatment PTGFR 5737 37 1 79002109 79002109 Missense_Mutation SNP G A 35 47 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_76 Pre-Treatment LPHN2 23266 37 1 82417677 82417677 Missense_Mutation SNP G A 32 45 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Pre-Treatment LPHN2 23266 37 1 82435018 82435018 Missense_Mutation SNP C T 31 47 c.2629C>T c.(2629-2631)CTT>TTT p.L877F



Pat_76 Pre-Treatment COL24A1 255631 37 1 86578285 86578285 Missense_Mutation SNP C T 33 44 c.1564G>A c.(1564-1566)GGA>AGA p.G522R

Pat_76 Pre-Treatment HS2ST1 9653 37 1 87570300 87570300 Missense_Mutation SNP C T 19 35 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_76 Pre-Treatment RBMXL1 494115 37 1 89448465 89448465 Missense_Mutation SNP G A 131 124 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Pre-Treatment GBP6 163351 37 1 89834206 89834206 Missense_Mutation SNP A T 37 51 c.96A>T c.(94-96)GAA>GAT p.E32D

Pat_76 Pre-Treatment GBP6 163351 37 1 89835213 89835213 Missense_Mutation SNP G A 29 27 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_76 Pre-Treatment ZNF644 84146 37 1 91404798 91404798 Missense_Mutation SNP G A 23 38 c.2113C>T c.(2113-2115)CCT>TCT p.P705S

Pat_76 Pre-Treatment CDC7 8317 37 1 91977357 91977357 Missense_Mutation SNP C T 10 11 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_76 Pre-Treatment EPHX4 253152 37 1 92528636 92528636 Missense_Mutation SNP G A 53 60 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_76 Pre-Treatment EVI5 7813 37 1 92979352 92979352 Missense_Mutation SNP G A 53 54 c.2294C>T c.(2293-2295)TCG>TTG p.S765L

Pat_76 Pre-Treatment ABCA4 24 37 1 94546093 94546093 Missense_Mutation SNP G A 51 67 c.1040C>T c.(1039-1041)GCC>GTC p.A347V

Pat_76 Pre-Treatment ABCA4 24 37 1 94568678 94568678 Missense_Mutation SNP C T 83 137 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_76 Pre-Treatment ARHGAP29 9411 37 1 94655515 94655515 Missense_Mutation SNP G C 15 32 c.1406C>G c.(1405-1407)GCC>GGC p.A469G

Pat_76 Pre-Treatment DPYD 1806 37 1 98187170 98187170 Missense_Mutation SNP C T 33 53 c.379G>A c.(379-381)GGA>AGA p.G127R

Pat_76 Pre-Treatment HIAT1 64645 37 1 100534098 100534099 Missense_Mutation DNP CC AT 62 77 c.775_776CC>AT c.(775-777)CCG>ATG p.P259M

Pat_76 Pre-Treatment COL11A1 1301 37 1 103471817 103471817 Splice_Site SNP C T 27 73 c.1737_splice c.e16+1 p.R579_splice

Pat_76 Pre-Treatment COL11A1 1301 37 1 103488306 103488306 Missense_Mutation SNP C T 45 68 c.1237G>A c.(1237-1239)GAA>AAA p.E413K

Pat_76 Pre-Treatment GPSM2 29899 37 1 109441582 109441582 Missense_Mutation SNP C T 4 63 c.763C>T c.(763-765)CTT>TTT p.L255F

Pat_76 Pre-Treatment CELSR2 1952 37 1 109793338 109793338 Missense_Mutation SNP G A 5 136 c.637G>A c.(637-639)GCA>ACA p.A213T

Pat_76 Pre-Treatment ATXN7L2 127002 37 1 110033872 110033872 Missense_Mutation SNP G T 27 58 c.1687G>T c.(1687-1689)GTG>TTG p.V563L

Pat_76 Pre-Treatment GPR61 83873 37 1 110086284 110086284 Missense_Mutation SNP G A 4 150 c.640G>A c.(640-642)GTC>ATC p.V214I

Pat_76 Pre-Treatment KCNC4 3749 37 1 110766382 110766382 Missense_Mutation SNP G A 4 120 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_76 Pre-Treatment RBM15 64783 37 1 110883778 110883778 Missense_Mutation SNP C T 16 27 c.1751C>T c.(1750-1752)TCT>TTT p.S584F

Pat_76 Pre-Treatment OVGP1 5016 37 1 111957747 111957747 Missense_Mutation SNP G A 26 30 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_76 Pre-Treatment KCND3 3752 37 1 112525258 112525258 Missense_Mutation SNP G A 7 10 c.91C>T c.(91-93)CCG>TCG p.P31S

Pat_76 Pre-Treatment TSPAN2 10100 37 1 115601575 115601575 Missense_Mutation SNP C T 54 102 c.373G>A c.(373-375)GAA>AAA p.E125K

Pat_76 Pre-Treatment MAN1A2 10905 37 1 118039386 118039386 Missense_Mutation SNP C T 14 29 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_76 Pre-Treatment GDAP2 54834 37 1 118426126 118426126 Missense_Mutation SNP C T 35 40 c.1231G>A c.(1231-1233)GAT>AAT p.D411N

Pat_76 Pre-Treatment SPAG17 200162 37 1 118598459 118598459 Missense_Mutation SNP C T 16 35 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_76 Pre-Treatment HAO2 51179 37 1 119929246 119929246 Missense_Mutation SNP G A 21 25 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_76 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 9 495 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_76 Pre-Treatment BCL9 607 37 1 147096566 147096566 Missense_Mutation SNP C T 29 13 c.4087C>T c.(4087-4089)CGG>TGG p.R1363W

Pat_76 Pre-Treatment NBPF16 728936 37 1 148753328 148753328 Missense_Mutation SNP G A 239 185 c.1345G>A c.(1345-1347)GAT>AAT p.D449N

Pat_76 Pre-Treatment SEMA6C 10500 37 1 151105565 151105566 Missense_Mutation DNP CC TT 12 29 c.2187_2188GG>AAc.(2185-2190)AAGGAG>AAAAAGp.E730K

Pat_76 Pre-Treatment RPTN 126638 37 1 152129435 152129435 Missense_Mutation SNP C T 102 40 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_76 Pre-Treatment FLG 2312 37 1 152279041 152279041 Missense_Mutation SNP G A 193 627 c.8321C>T c.(8320-8322)TCC>TTC p.S2774F

Pat_76 Pre-Treatment FLG 2312 37 1 152284783 152284783 Missense_Mutation SNP G A 125 555 c.2579C>T c.(2578-2580)TCG>TTG p.S860L

Pat_76 Pre-Treatment FLG2 388698 37 1 152326351 152326351 Missense_Mutation SNP C T 470 234 c.3911G>A c.(3910-3912)GGA>GAA p.G1304E

Pat_76 Pre-Treatment KPRP 448834 37 1 152732181 152732182 Missense_Mutation DNP CC TG 42 168 c.117_118CC>TGc.(115-120)GCCCCT>GCTGCT p.P40A

Pat_76 Pre-Treatment IVL 3713 37 1 152882308 152882308 Missense_Mutation SNP C T 94 44 c.35C>T c.(34-36)TCC>TTC p.S12F

Pat_76 Pre-Treatment S100A2 6273 37 1 153536245 153536245 Missense_Mutation SNP C T 144 66 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_76 Pre-Treatment ATP8B2 57198 37 1 154318798 154318798 Missense_Mutation SNP G T 4 139 c.2969G>T c.(2968-2970)TGC>TTC p.C990F

Pat_76 Pre-Treatment KCNN3 3782 37 1 154794606 154794606 Missense_Mutation SNP G A 71 41 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_76 Pre-Treatment DCST1 149095 37 1 155014087 155014087 Missense_Mutation SNP C G 4 146 c.746C>G c.(745-747)TCC>TGC p.S249C

Pat_76 Pre-Treatment DCST1 149095 37 1 155023142 155023142 Missense_Mutation SNP G A 3 16 c.1919G>A c.(1918-1920)CGC>CAC p.R640H

Pat_76 Pre-Treatment RUSC1 23623 37 1 155297963 155297964 Missense_Mutation DNP CC AT 226 139 c.2437_2438CC>ATc.(2437-2439)CCG>ATG p.P813M

Pat_76 Pre-Treatment ASH1L 55870 37 1 155448540 155448540 Missense_Mutation SNP G A 19 47 c.4121C>T c.(4120-4122)TCT>TTT p.S1374F

Pat_76 Pre-Treatment PRCC 5546 37 1 156756532 156756532 Missense_Mutation SNP C T 117 64 c.649C>T c.(649-651)CCC>TCC p.P217S



Pat_76 Pre-Treatment NTRK1 4914 37 1 156844761 156844761 Missense_Mutation SNP C T 5 307 c.1315C>T c.(1315-1317)CTC>TTC p.L439F

Pat_76 Pre-Treatment PEAR1 375033 37 1 156883182 156883182 Splice_Site SNP G A 79 41 c.2512_splice c.e20-1 p.V838_splice

Pat_76 Pre-Treatment CD1C 911 37 1 158261016 158261016 Missense_Mutation SNP G A 96 66 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_76 Pre-Treatment OR6K2 81448 37 1 158669934 158669934 Missense_Mutation SNP G A 26 116 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_76 Pre-Treatment OR6K2 81448 37 1 158670321 158670321 Missense_Mutation SNP C T 87 28 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_76 Pre-Treatment PYHIN1 149628 37 1 158909027 158909027 Missense_Mutation SNP C T 50 230 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_76 Pre-Treatment OR10J1 26476 37 1 159409697 159409697 Nonsense_Mutation SNP T G 98 316 c.149T>G c.(148-150)TTA>TGA p.L50*

Pat_76 Pre-Treatment OR10J1 26476 37 1 159410116 159410116 Missense_Mutation SNP G A 56 240 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_76 Pre-Treatment FCRL6 343413 37 1 159785251 159785251 Splice_Site SNP T G 14 71 c.1179_splice c.e9+2 p.K393_splice

Pat_76 Pre-Treatment ATP1A2 477 37 1 160105225 160105225 Missense_Mutation SNP G A 61 50 c.2117G>A c.(2116-2118)GGA>GAA p.G706E

Pat_76 Pre-Treatment ATP1A4 480 37 1 160129209 160129209 Missense_Mutation SNP C T 120 59 c.671C>T c.(670-672)TCA>TTA p.S224L

Pat_76 Pre-Treatment VANGL2 57216 37 1 160388964 160388964 Missense_Mutation SNP C T 4 79 c.365C>T c.(364-366)ACG>ATG p.T122M

Pat_76 Pre-Treatment NDUFS2 4720 37 1 161182173 161182173 Missense_Mutation SNP C T 38 111 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_76 Pre-Treatment PBX1 5087 37 1 164815831 164815831 Missense_Mutation SNP G A 138 49 c.1211G>A c.(1210-1212)GGT>GAT p.G404D

Pat_76 Pre-Treatment ALDH9A1 223 37 1 165634269 165634269 Missense_Mutation SNP C T 75 25 c.1448G>A c.(1447-1449)GGA>GAA p.G483E

Pat_76 Pre-Treatment ADCY10 55811 37 1 167817683 167817683 Missense_Mutation SNP G A 62 45 c.2353C>T c.(2353-2355)CAT>TAT p.H785Y

Pat_76 Pre-Treatment F5 2153 37 1 169511239 169511239 Missense_Mutation SNP C T 308 154 c.3089G>A c.(3088-3090)CGA>CAA p.R1030Q

Pat_76 Pre-Treatment SELP 6403 37 1 169562902 169562902 Missense_Mutation SNP A C 71 31 c.2348T>G c.(2347-2349)ATA>AGA p.I783R

Pat_76 Pre-Treatment C1orf156 92342 37 1 169762716 169762716 Missense_Mutation SNP C T 230 117 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_76 Pre-Treatment FMO3 2328 37 1 171079999 171079999 Missense_Mutation SNP C T 82 277 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_76 Pre-Treatment VAMP4 8674 37 1 171673654 171673654 Missense_Mutation SNP G A 4 69 c.418C>T c.(418-420)CGT>TGT p.R140C

Pat_76 Pre-Treatment TNR 7143 37 1 175372639 175372640 Missense_Mutation DNP GG AA 100 326 c.612_613CC>TTc.(610-615)TGCCCG>TGTTCG p.P205S

Pat_76 Pre-Treatment TNR 7143 37 1 175375835 175375835 Missense_Mutation SNP C T 121 51 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Pre-Treatment PAPPA2 60676 37 1 176668460 176668460 Missense_Mutation SNP A G 112 366 c.2971A>G c.(2971-2973)AAG>GAG p.K991E

Pat_76 Pre-Treatment C1orf125 126859 37 1 179460729 179460729 Missense_Mutation SNP G A 33 131 c.2148G>A c.(2146-2148)ATG>ATA p.M716I

Pat_76 Pre-Treatment CEP350 9857 37 1 180023013 180023013 Missense_Mutation SNP A C 99 36 c.5118A>C c.(5116-5118)GAA>GAC p.E1706D

Pat_76 Pre-Treatment XPR1 9213 37 1 180849418 180849418 Missense_Mutation SNP C T 106 82 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_76 Pre-Treatment CACNA1E 777 37 1 181695216 181695216 Missense_Mutation SNP G A 33 18 c.2158G>A c.(2158-2160)GAA>AAA p.E720K

Pat_76 Pre-Treatment LAMC2 3918 37 1 183192278 183192278 Missense_Mutation SNP C T 63 23 c.772C>T c.(772-774)CTT>TTT p.L258F

Pat_76 Pre-Treatment LAMC2 3918 37 1 183192310 183192310 Missense_Mutation SNP C G 20 86 c.804C>G c.(802-804)AGC>AGG p.S268R

Pat_76 Pre-Treatment APOBEC4 403314 37 1 183616917 183616917 Missense_Mutation SNP C T 131 71 c.1000G>A c.(1000-1002)GGA>AGA p.G334R

Pat_76 Pre-Treatment FAM129A 116496 37 1 184792330 184792330 Nonsense_Mutation SNP G C 49 146 c.956C>G c.(955-957)TCA>TGA p.S319*

Pat_76 Pre-Treatment FAM129A 116496 37 1 184863341 184863341 Splice_Site SNP C T 7 32 c.187_splice c.e3-1 p.P63_splice

Pat_76 Pre-Treatment PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 5 160 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_76 Pre-Treatment PLA2G4A 5321 37 1 186934540 186934540 Splice_Site SNP G A 18 10 c.1580_splice c.e15-1 p.D527_splice

Pat_76 Pre-Treatment FAM5C 339479 37 1 190195350 190195350 Missense_Mutation SNP C T 79 37 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Pre-Treatment CFH 3075 37 1 196654365 196654365 Missense_Mutation SNP C T 53 247 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_76 Pre-Treatment CRB1 23418 37 1 197396935 197396935 Missense_Mutation SNP G A 61 27 c.2480G>A c.(2479-2481)GGA>GAA p.G827E

Pat_76 Pre-Treatment KIF14 9928 37 1 200586846 200586846 Missense_Mutation SNP G T 37 150 c.1006C>A c.(1006-1008)CCC>ACC p.P336T

Pat_76 Pre-Treatment KIF14 9928 37 1 200586848 200586848 Missense_Mutation SNP A G 37 151 c.1004T>C c.(1003-1005)CTT>CCT p.L335P

Pat_76 Pre-Treatment CACNA1S 779 37 1 201056982 201056983 Missense_Mutation DNP GG AA 33 41 c.975_976CC>TTc.(973-978)ATCCTC>ATTTTC p.L326F

Pat_76 Pre-Treatment TNNI1 7135 37 1 201383752 201383752 Missense_Mutation SNP T G 23 83 c.83A>C c.(82-84)GAA>GCA p.E28A

Pat_76 Pre-Treatment TNNI1 7135 37 1 201386940 201386940 Translation_Start_Site SNP C T 11 48 c.-18G>A c.(-20--16)AGGTG>AGATG

Pat_76 Pre-Treatment NAV1 89796 37 1 201762969 201762969 Missense_Mutation SNP G A 4 153 c.3371G>A c.(3370-3372)CGC>CAC p.R1124H

Pat_76 Pre-Treatment IPO9 55705 37 1 201843467 201843467 Missense_Mutation SNP G A 4 137 c.2800G>A c.(2800-2802)GCT>ACT p.A934T

Pat_76 Pre-Treatment LGR6 59352 37 1 202283992 202283992 Nonsense_Mutation SNP C T 15 81 c.1630C>T c.(1630-1632)CAG>TAG p.Q544*

Pat_76 Pre-Treatment PPP1R12B 4660 37 1 202464748 202464748 Nonsense_Mutation SNP C T 54 143 c.2386C>T c.(2386-2388)CGA>TGA p.R796*



Pat_76 Pre-Treatment CHI3L1 1116 37 1 203153717 203153717 Missense_Mutation SNP A T 128 57 c.301T>A c.(301-303)TTT>ATT p.F101I

Pat_76 Pre-Treatment ZC3H11A 9877 37 1 203819077 203819077 Missense_Mutation SNP A G 4 145 c.1862A>G c.(1861-1863)GAG>GGG p.E621G

Pat_76 Pre-Treatment TMCC2 9911 37 1 205211131 205211131 Missense_Mutation SNP G A 4 113 c.706G>A c.(706-708)GTG>ATG p.V236M

Pat_76 Pre-Treatment C4BPB 725 37 1 207265145 207265145 Missense_Mutation SNP C T 17 21 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_76 Pre-Treatment HSD11B1 3290 37 1 209879168 209879168 Missense_Mutation SNP G A 12 84 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_76 Pre-Treatment KCNH1 3756 37 1 210977434 210977435 Missense_Mutation DNP GG AA 30 16 c.1536_1537CC>TTc.(1534-1539)TACCAT>TATTAT p.H513Y

Pat_76 Pre-Treatment PTPN14 5784 37 1 214556797 214556797 Missense_Mutation SNP C T 5 246 c.2401G>A c.(2401-2403)GGG>AGG p.G801R

Pat_76 Pre-Treatment USH2A 7399 37 1 215813963 215813963 Missense_Mutation SNP C T 4 108 c.14905G>A c.(14905-14907)GGA>AGA p.G4969R

Pat_76 Pre-Treatment USH2A 7399 37 1 215848169 215848169 Missense_Mutation SNP G A 15 51 c.13084C>T c.(13084-13086)CCA>TCA p.P4362S

Pat_76 Pre-Treatment EPRS 2058 37 1 220152958 220152958 Splice_Site SNP C T 24 53 c.3712_splice c.e27-1 p.G1238_splice

Pat_76 Pre-Treatment MIA3 375056 37 1 222801532 222801532 Missense_Mutation SNP G A 91 43 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_76 Pre-Treatment DISP1 84976 37 1 223177395 223177395 Missense_Mutation SNP T A 37 98 c.2656T>A c.(2656-2658)TTT>ATT p.F886I

Pat_76 Pre-Treatment SUSD4 55061 37 1 223465897 223465897 Missense_Mutation SNP C T 49 185 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_76 Pre-Treatment ENAH 55740 37 1 225707053 225707053 Missense_Mutation SNP C T 34 89 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Pre-Treatment CDC42BPA 8476 37 1 227203785 227203785 Missense_Mutation SNP G A 147 43 c.4748C>T c.(4747-4749)CCC>CTC p.P1583L

Pat_76 Pre-Treatment OBSCN 84033 37 1 228479646 228479646 Missense_Mutation SNP G A 32 23 c.10387G>A c.(10387-10389)GAA>AAA p.E3463K

Pat_76 Pre-Treatment SIPA1L2 57568 37 1 232600998 232600998 Missense_Mutation SNP C T 5 323 c.2408G>A c.(2407-2409)CGA>CAA p.R803Q

Pat_76 Pre-Treatment SIPA1L2 57568 37 1 232601113 232601113 Missense_Mutation SNP G A 52 197 c.2293C>T c.(2293-2295)CCC>TCC p.P765S

Pat_76 Pre-Treatment KIAA1804 84451 37 1 233482322 233482322 Missense_Mutation SNP G A 44 28 c.940G>A c.(940-942)GAA>AAA p.E314K

Pat_76 Pre-Treatment NID1 4811 37 1 236205285 236205285 Missense_Mutation SNP G T 4 82 c.1060C>A c.(1060-1062)CAG>AAG p.Q354K

Pat_76 Pre-Treatment FMN2 56776 37 1 240371077 240371077 Missense_Mutation SNP C T 43 106 c.2965C>T c.(2965-2967)CCT>TCT p.P989S

Pat_76 Pre-Treatment FMN2 56776 37 1 240371209 240371209 Missense_Mutation SNP C T 6 76 c.3097C>T c.(3097-3099)CCG>TCG p.P1033S

Pat_76 Pre-Treatment AKT3 10000 37 1 243777040 243777040 Missense_Mutation SNP G A 23 30 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_76 Pre-Treatment C1orf100 200159 37 1 244528007 244528007 Missense_Mutation SNP C T 4 85 c.5C>T c.(4-6)ACT>ATT p.T2I

Pat_76 Pre-Treatment ZNF669 79862 37 1 247264023 247264023 Missense_Mutation SNP G A 55 45 c.1048C>T c.(1048-1050)CGT>TGT p.R350C

Pat_76 Pre-Treatment OR2W5 441932 37 1 247655213 247655213 Missense_Mutation SNP G A 41 63 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_76 Pre-Treatment OR2W3 343171 37 1 248059042 248059042 Missense_Mutation SNP G A 170 247 c.154G>A c.(154-156)GAC>AAC p.D52N

Pat_76 Pre-Treatment OR2L2 26246 37 1 248201597 248201597 Missense_Mutation SNP G A 46 75 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_76 Pre-Treatment OR2M3 127062 37 1 248366888 248366888 Missense_Mutation SNP A C 119 175 c.519A>C c.(517-519)GAA>GAC p.E173D

Pat_76 Pre-Treatment OR2T33 391195 37 1 248436332 248436332 Missense_Mutation SNP G A 34 40 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_76 Pre-Treatment OR2T33 391195 37 1 248436951 248436951 Missense_Mutation SNP G A 41 58 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_76 Pre-Treatment OR14I1 401994 37 1 248845470 248845470 Missense_Mutation SNP C T 8 27 c.136G>A c.(136-138)GTC>ATC p.V46I

Pat_76 Pre-Treatment GTPBP4 23560 37 10 1055472 1055472 Nonsense_Mutation SNP C T 52 82 c.1195C>T c.(1195-1197)CGA>TGA p.R399*

Pat_76 Pre-Treatment NET1 10276 37 10 5468628 5468628 Missense_Mutation SNP C T 4 77 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_76 Pre-Treatment C10orf18 54906 37 10 5769069 5769069 Missense_Mutation SNP G A 4 137 c.470G>A c.(469-471)CGT>CAT p.R157H

Pat_76 Pre-Treatment C10orf18 54906 37 10 5789058 5789058 Missense_Mutation SNP C T 49 55 c.3674C>T c.(3673-3675)TCG>TTG p.S1225L

Pat_76 Pre-Treatment IL2RA 3559 37 10 6067847 6067847 Missense_Mutation SNP C T 28 51 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_76 Pre-Treatment ITIH2 3698 37 10 7751024 7751024 Nonsense_Mutation SNP C T 44 103 c.232C>T c.(232-234)CAG>TAG p.Q78*

Pat_76 Pre-Treatment ATP5C1 509 37 10 7842001 7842001 Missense_Mutation SNP C T 20 60 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_76 Pre-Treatment NMT2 9397 37 10 15154841 15154841 Missense_Mutation SNP G A 4 114 c.1292C>T c.(1291-1293)ACG>ATG p.T431M

Pat_76 Pre-Treatment CUBN 8029 37 10 16962022 16962022 Missense_Mutation SNP G A 37 33 c.6761C>T c.(6760-6762)CCA>CTA p.P2254L

Pat_76 Pre-Treatment PLXDC2 84898 37 10 20432253 20432253 Nonsense_Mutation SNP C T 42 78 c.571C>T c.(571-573)CGA>TGA p.R191*

Pat_76 Pre-Treatment NEBL 10529 37 10 21250695 21250695 Missense_Mutation SNP C G 58 47 c.263G>C c.(262-264)AGA>ACA p.R88T

Pat_76 Pre-Treatment KIAA1217 56243 37 10 24813643 24813643 Missense_Mutation SNP A C 3 61 c.2848A>C c.(2848-2850)ATT>CTT p.I950L

Pat_76 Pre-Treatment KIAA1217 56243 37 10 24834776 24834776 Missense_Mutation SNP A T 38 37 c.5355A>T c.(5353-5355)AAA>AAT p.K1785N

Pat_76 Pre-Treatment ARHGAP21 57584 37 10 24896817 24896817 Missense_Mutation SNP G A 29 50 c.2438C>T c.(2437-2439)CCT>CTT p.P813L

Pat_76 Pre-Treatment THNSL1 79896 37 10 25314107 25314107 Missense_Mutation SNP G A 49 51 c.1955G>A c.(1954-1956)AGG>AAG p.R652K



Pat_76 Pre-Treatment GAD2 2572 37 10 26562608 26562608 Nonsense_Mutation SNP G A 53 57 c.1136G>A c.(1135-1137)TGG>TAG p.W379*

Pat_76 Pre-Treatment GAD2 2572 37 10 26589747 26589747 Missense_Mutation SNP G A 32 75 c.1615G>A c.(1615-1617)GAG>AAG p.E539K

Pat_76 Pre-Treatment PTCHD3 374308 37 10 27702980 27702981 Missense_Mutation DNP GG AA 25 20 c.199_200CC>TT c.(199-201)CCC>TTC p.P67F

Pat_76 Pre-Treatment EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 4 116 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_76 Pre-Treatment C10orf68 79741 37 10 33018265 33018266 Missense_Mutation DNP CC TT 30 37 c.706_707CC>TT c.(706-708)CCT>TTT p.P236F

Pat_76 Pre-Treatment ANKRD30A 91074 37 10 37490199 37490199 Missense_Mutation SNP G A 5 111 c.2647G>A c.(2647-2649)GTA>ATA p.V883I

Pat_76 Pre-Treatment ZNF33B 7582 37 10 43088374 43088374 Missense_Mutation SNP C A 39 80 c.2024G>T c.(2023-2025)TGT>TTT p.C675F

Pat_76 Pre-Treatment BMS1 9790 37 10 43316137 43316137 Splice_Site SNP G A 4 62 c.2950_splice c.e17+1 p.G984_splice

Pat_76 Pre-Treatment RASGEF1A 221002 37 10 43692445 43692445 Missense_Mutation SNP C T 13 9 c.1327G>A c.(1327-1329)GCG>ACG p.A443T

Pat_76 Pre-Treatment RASGEF1A 221002 37 10 43694453 43694453 Missense_Mutation SNP C T 50 34 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_76 Pre-Treatment HNRNPF 3185 37 10 43882129 43882129 Missense_Mutation SNP C T 5 179 c.1204G>A c.(1204-1206)GGG>AGG p.G402R

Pat_76 Pre-Treatment ANUBL1 93550 37 10 46121802 46121802 Missense_Mutation SNP G T 4 94 c.1469C>A c.(1468-1470)CCA>CAA p.P490Q

Pat_76 Pre-Treatment SYT15 83849 37 10 46965788 46965789 Missense_Mutation DNP GG AA 4 30 c.748_749CC>TT c.(748-750)CCC>TTC p.P250F

Pat_76 Pre-Treatment FRMPD2 143162 37 10 49395274 49395274 Missense_Mutation SNP C T 13 19 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_76 Pre-Treatment DRGX 644168 37 10 50574211 50574211 Missense_Mutation SNP C T 21 45 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_76 Pre-Treatment SLC18A3 6572 37 10 50819762 50819762 Missense_Mutation SNP G A 28 50 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_76 Pre-Treatment C10orf53 282966 37 10 50902584 50902584 Missense_Mutation SNP G A 18 56 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment AGAP6 414189 37 10 51748552 51748552 Missense_Mutation SNP C T 34 54 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_76 Pre-Treatment ASAH2 56624 37 10 52005142 52005142 Missense_Mutation SNP G A 14 9 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_76 Pre-Treatment ASAH2 56624 37 10 52005163 52005163 Missense_Mutation SNP C T 7 7 c.179G>A c.(178-180)GGC>GAC p.G60D

Pat_76 Pre-Treatment CSTF2T 23283 37 10 53458427 53458427 Missense_Mutation SNP C T 48 67 c.883G>A c.(883-885)GTT>ATT p.V295I

Pat_76 Pre-Treatment PCDH15 65217 37 10 55626547 55626547 Missense_Mutation SNP C T 33 44 c.3572G>A c.(3571-3573)GGA>GAA p.G1191E

Pat_76 Pre-Treatment ANK3 288 37 10 61941095 61941095 Missense_Mutation SNP G T 69 90 c.2176C>A c.(2176-2178)CAG>AAG p.Q726K

Pat_76 Pre-Treatment ARID5B 84159 37 10 63851357 63851357 Missense_Mutation SNP C T 31 45 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_76 Pre-Treatment LRRTM3 347731 37 10 68687186 68687186 Missense_Mutation SNP C T 37 55 c.512C>T c.(511-513)ACC>ATC p.T171I

Pat_76 Pre-Treatment CTNNA3 29119 37 10 68940116 68940116 Missense_Mutation SNP G A 35 42 c.1006C>T c.(1006-1008)CGC>TGC p.R336C

Pat_76 Pre-Treatment PBLD 64081 37 10 70056043 70056043 Missense_Mutation SNP G A 4 56 c.263C>T c.(262-264)GCT>GTT p.A88V

Pat_76 Pre-Treatment SLC25A16 8034 37 10 70266454 70266454 Missense_Mutation SNP G A 3 24 c.245C>T c.(244-246)GCT>GTT p.A82V

Pat_76 Pre-Treatment UNC5B 219699 37 10 73046531 73046531 Missense_Mutation SNP G A 5 264 c.638G>A c.(637-639)CGC>CAC p.R213H

Pat_76 Pre-Treatment UNC5B 219699 37 10 73051446 73051446 Missense_Mutation SNP G C 25 25 c.1552G>C c.(1552-1554)GAC>CAC p.D518H

Pat_76 Pre-Treatment CCDC109A 90550 37 10 74644024 74644024 Missense_Mutation SNP G A 29 41 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_76 Pre-Treatment PLA2G12B 84647 37 10 74714398 74714398 Missense_Mutation SNP C T 20 40 c.46G>A c.(46-48)GGT>AGT p.G16S

Pat_76 Pre-Treatment TTC18 118491 37 10 75038089 75038089 Missense_Mutation SNP C T 8 12 c.2456G>A c.(2455-2457)GGA>GAA p.G819E

Pat_76 Pre-Treatment USP54 159195 37 10 75276315 75276315 Missense_Mutation SNP G A 57 57 c.3869C>T c.(3868-3870)TCC>TTC p.S1290F

Pat_76 Pre-Treatment DLG5 9231 37 10 79589166 79589166 Missense_Mutation SNP G A 54 92 c.2132C>T c.(2131-2133)TCC>TTC p.S711F

Pat_76 Pre-Treatment SFTPD 6441 37 10 81697757 81697757 Missense_Mutation SNP G A 90 111 c.979C>T c.(979-981)CCC>TCC p.P327S

Pat_76 Pre-Treatment MMRN2 79812 37 10 88703241 88703241 Missense_Mutation SNP C T 26 27 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_76 Pre-Treatment BTAF1 9044 37 10 93711222 93711222 Missense_Mutation SNP C T 17 45 c.463C>T c.(463-465)CTT>TTT p.L155F

Pat_76 Pre-Treatment MYOF 26509 37 10 95119690 95119690 Missense_Mutation SNP G A 66 67 c.3020C>T c.(3019-3021)TCC>TTC p.S1007F

Pat_76 Pre-Treatment CEP55 55165 37 10 95276697 95276697 Missense_Mutation SNP C T 33 36 c.685C>T c.(685-687)CTT>TTT p.L229F

Pat_76 Pre-Treatment LGI1 9211 37 10 95557173 95557173 Missense_Mutation SNP G A 48 63 c.1287G>A c.(1285-1287)ATG>ATA p.M429I

Pat_76 Pre-Treatment PIPSL 266971 37 10 95720163 95720164 Missense_Mutation DNP CC TT 24 25 c.990_991GG>AAc.(988-993)ATGGGT>ATAAGTp.330_331MG>IS

Pat_76 Pre-Treatment ALDH18A1 5832 37 10 97402832 97402832 Missense_Mutation SNP C T 4 75 c.220G>A c.(220-222)GTG>ATG p.V74M

Pat_76 Pre-Treatment TCTN3 26123 37 10 97442505 97442505 Missense_Mutation SNP C T 83 130 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_76 Pre-Treatment TLL2 7093 37 10 98145849 98145849 Missense_Mutation SNP G A 15 19 c.1976C>T c.(1975-1977)TCC>TTC p.S659F

Pat_76 Pre-Treatment TLL2 7093 37 10 98145910 98145910 Missense_Mutation SNP C T 46 48 c.1915G>A c.(1915-1917)GAG>AAG p.E639K

Pat_76 Pre-Treatment ARHGAP19 84986 37 10 99023320 99023320 Missense_Mutation SNP G A 4 159 c.470C>T c.(469-471)GCT>GTT p.A157V



Pat_76 Pre-Treatment FAM178A 55719 37 10 102672889 102672889 Missense_Mutation SNP G A 4 51 c.22G>A c.(22-24)GCT>ACT p.A8T

Pat_76 Pre-Treatment PSD 5662 37 10 104171563 104171564 Missense_Mutation DNP CC TT 6 9 c.1842_1843GG>AAc.(1840-1845)AAGGAG>AAAAAGp.E615K

Pat_76 Pre-Treatment TRIM8 81603 37 10 104416885 104416885 Missense_Mutation SNP C T 27 40 c.1430C>T c.(1429-1431)TCC>TTC p.S477F

Pat_76 Pre-Treatment SH3PXD2A 9644 37 10 105362751 105362751 Missense_Mutation SNP C A 4 105 c.2140G>T c.(2140-2142)GCG>TCG p.A714S

Pat_76 Pre-Treatment HABP2 3026 37 10 115342983 115342983 Missense_Mutation SNP C T 14 24 c.1103C>T c.(1102-1104)ACC>ATC p.T368I

Pat_76 Pre-Treatment C10orf81 79949 37 10 115526170 115526170 Missense_Mutation SNP G A 12 17 c.11G>A c.(10-12)GGC>GAC p.G4D

Pat_76 Pre-Treatment ATRNL1 26033 37 10 116889240 116889240 Missense_Mutation SNP C T 44 49 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_76 Pre-Treatment ATRNL1 26033 37 10 117154237 117154238 Missense_Mutation DNP GG AA 21 61 c.3244_3245GG>AAc.(3244-3246)GGA>AAA p.G1082K

Pat_76 Pre-Treatment PNLIPRP3 119548 37 10 118236307 118236307 Missense_Mutation SNP A T 21 27 c.1316A>T c.(1315-1317)AAT>ATT p.N439I

Pat_76 Pre-Treatment EIF3A 8661 37 10 120801695 120801695 Missense_Mutation SNP A T 6 228 c.3337T>A c.(3337-3339)TTG>ATG p.L1113M

Pat_76 Pre-Treatment FGFR2 2263 37 10 123325216 123325216 Missense_Mutation SNP G A 4 49 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_76 Pre-Treatment TACC2 10579 37 10 123989936 123989936 Missense_Mutation SNP G A 4 61 c.8108G>A c.(8107-8109)CGC>CAC p.R2703H

Pat_76 Pre-Treatment DMBT1 1755 37 10 124351944 124351944 Nonsense_Mutation SNP G A 6 244 c.2333G>A c.(2332-2334)TGG>TAG p.W778*

Pat_76 Pre-Treatment DMBT1 1755 37 10 124399555 124399555 Splice_Site SNP G A 12 17 c.6556_splice c.e52-1 p.A2186_splice

Pat_76 Pre-Treatment CUZD1 50624 37 10 124593415 124593415 Missense_Mutation SNP C T 24 23 c.1424G>A c.(1423-1425)GGA>GAA p.G475E

Pat_76 Pre-Treatment CHST15 51363 37 10 125798085 125798085 Missense_Mutation SNP T A 23 33 c.1136A>T c.(1135-1137)CAC>CTC p.H379L

Pat_76 Pre-Treatment CHST15 51363 37 10 125805533 125805533 Missense_Mutation SNP C T 30 31 c.196G>A c.(196-198)GAA>AAA p.E66K

Pat_76 Pre-Treatment DOCK1 1793 37 10 128851048 128851048 Missense_Mutation SNP T C 6 11 c.2242T>C c.(2242-2244)TTC>CTC p.F748L

Pat_76 Pre-Treatment DOCK1 1793 37 10 128851054 128851054 Missense_Mutation SNP G A 4 8 c.2248G>A c.(2248-2250)GTG>ATG p.V750M

Pat_76 Pre-Treatment KRTAP5-1 387264 37 11 1606443 1606443 Missense_Mutation SNP T C 4 149 c.37A>G c.(37-39)AGC>GGC p.S13G

Pat_76 Pre-Treatment TNNT3 7140 37 11 1959716 1959716 Nonsense_Mutation SNP G A 14 17 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_76 Pre-Treatment TSSC4 10078 37 11 2424103 2424104 Missense_Mutation DNP CC TT 20 24 c.240_241CC>TTc.(238-243)TTCCAT>TTTTAT p.H81Y

Pat_76 Pre-Treatment TRPM5 29850 37 11 2428471 2428471 Missense_Mutation SNP T C 10 18 c.2996A>G c.(2995-2997)AAC>AGC p.N999S

Pat_76 Pre-Treatment ZNF195 7748 37 11 3380508 3380508 Missense_Mutation SNP G A 29 69 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_76 Pre-Treatment OR52K2 119774 37 11 4471488 4471489 Missense_Mutation DNP GG AA 36 43 c.919_920GG>AA c.(919-921)GGA>AAA p.G307K

Pat_76 Pre-Treatment OR51E1 143503 37 11 4674277 4674277 Missense_Mutation SNP C T 74 118 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_76 Pre-Treatment OR51E1 143503 37 11 4674409 4674409 Missense_Mutation SNP C T 19 27 c.653C>T c.(652-654)TCC>TTC p.S218F

Pat_76 Pre-Treatment OR51E2 81285 37 11 4703277 4703277 Missense_Mutation SNP C T 21 30 c.665G>A c.(664-666)CGA>CAA p.R222Q

Pat_76 Pre-Treatment OR51E2 81285 37 11 4703632 4703632 Missense_Mutation SNP G A 8 26 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_76 Pre-Treatment OR52R1 119695 37 11 4824685 4824685 Missense_Mutation SNP C T 14 33 c.1163G>A c.(1162-1164)GGA>GAA p.G388E

Pat_76 Pre-Treatment OR51F2 119694 37 11 4843021 4843021 Missense_Mutation SNP C T 63 122 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_76 Pre-Treatment OR52J3 119679 37 11 5068233 5068233 Missense_Mutation SNP C T 20 42 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_76 Pre-Treatment HBG2 3048 37 11 5275625 5275625 Missense_Mutation SNP G A 25 153 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_76 Pre-Treatment OR51B5 282763 37 11 5363977 5363977 Missense_Mutation SNP G A 22 33 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_76 Pre-Treatment OR52N1 79473 37 11 5809139 5809139 Missense_Mutation SNP C T 4 105 c.908G>A c.(907-909)CGA>CAA p.R303Q

Pat_76 Pre-Treatment OR52N1 79473 37 11 5809289 5809289 Missense_Mutation SNP G A 43 77 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_76 Pre-Treatment OR52B2 255725 37 11 6190872 6190872 Missense_Mutation SNP G A 21 8 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_76 Pre-Treatment OR2AG2 338755 37 11 6790164 6790164 Missense_Mutation SNP C T 9 30 c.25G>A c.(25-27)GGA>AGA p.G9R

Pat_76 Pre-Treatment NLRP14 338323 37 11 7079624 7079624 Missense_Mutation SNP G A 58 92 c.2576G>A c.(2575-2577)GGA>GAA p.G859E

Pat_76 Pre-Treatment NLRP14 338323 37 11 7081264 7081264 Missense_Mutation SNP C T 127 147 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_76 Pre-Treatment PLEKHA7 144100 37 11 16872806 16872806 Missense_Mutation SNP G A 37 50 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_76 Pre-Treatment KCNJ11 3767 37 11 17409602 17409602 Missense_Mutation SNP C T 4 83 c.37G>A c.(37-39)GTG>ATG p.V13M

Pat_76 Pre-Treatment ABCC8 6833 37 11 17483319 17483319 Missense_Mutation SNP T G 14 16 c.633A>C c.(631-633)CAA>CAC p.Q211H

Pat_76 Pre-Treatment MRGPRX2 117194 37 11 19077339 19077339 Missense_Mutation SNP G A 6 27 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_76 Pre-Treatment NAV2 89797 37 11 20070338 20070338 Missense_Mutation SNP G A 51 55 c.4036G>A c.(4036-4038)GTG>ATG p.V1346M

Pat_76 Pre-Treatment ANO3 63982 37 11 26620469 26620469 Missense_Mutation SNP G A 20 39 c.1595G>A c.(1594-1596)GGA>GAA p.G532E

Pat_76 Pre-Treatment BDNF 627 37 11 27679666 27679666 Missense_Mutation SNP G A 5 245 c.446C>T c.(445-447)ACG>ATG p.T149M



Pat_76 Pre-Treatment KIF18A 81930 37 11 28058011 28058011 Missense_Mutation SNP G A 37 44 c.2149C>T c.(2149-2151)CCG>TCG p.P717S

Pat_76 Pre-Treatment QSER1 79832 37 11 32953540 32953540 Missense_Mutation SNP C T 5 149 c.349C>T c.(349-351)CGC>TGC p.R117C

Pat_76 Pre-Treatment HIPK3 10114 37 11 33370279 33370279 Missense_Mutation SNP G A 5 133 c.2581G>A c.(2581-2583)GAC>AAC p.D861N

Pat_76 Pre-Treatment ABTB2 25841 37 11 34182562 34182562 Missense_Mutation SNP G A 3 23 c.1727C>T c.(1726-1728)TCG>TTG p.S576L

Pat_76 Pre-Treatment ELF5 2001 37 11 34502425 34502425 Missense_Mutation SNP C T 38 59 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_76 Pre-Treatment PRR5L 79899 37 11 36484009 36484010 Missense_Mutation DNP GG AA 22 41 c.830_831GG>AA c.(829-831)GGG>GAA p.G277E

Pat_76 Pre-Treatment PRR5L 79899 37 11 36484116 36484116 Missense_Mutation SNP G A 24 18 c.937G>A c.(937-939)GGG>AGG p.G313R

Pat_76 Pre-Treatment RAG1 5896 37 11 36595839 36595839 Missense_Mutation SNP C T 35 31 c.985C>T c.(985-987)CCC>TCC p.P329S

Pat_76 Pre-Treatment TSPAN18 90139 37 11 44950719 44950719 Missense_Mutation SNP G A 40 59 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_76 Pre-Treatment PRDM11 56981 37 11 45246341 45246341 Missense_Mutation SNP C T 43 34 c.1418C>T c.(1417-1419)CCC>CTC p.P473L

Pat_76 Pre-Treatment SYT13 57586 37 11 45277376 45277376 Missense_Mutation SNP C T 26 34 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_76 Pre-Treatment GYLTL1B 120071 37 11 45948403 45948403 Missense_Mutation SNP G A 17 26 c.1306G>A c.(1306-1308)GCC>ACC p.A436T

Pat_76 Pre-Treatment MADD 8567 37 11 47303185 47303185 Missense_Mutation SNP G T 4 72 c.1350G>T c.(1348-1350)GAG>GAT p.E450D

Pat_76 Pre-Treatment MADD 8567 37 11 47304035 47304035 Missense_Mutation SNP G A 46 30 c.1573G>A c.(1573-1575)GCT>ACT p.A525T

Pat_76 Pre-Treatment AGBL2 79841 37 11 47707594 47707594 Missense_Mutation SNP C T 14 34 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_76 Pre-Treatment PTPRJ 5795 37 11 48134319 48134319 Missense_Mutation SNP C T 47 72 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_76 Pre-Treatment OR4X1 390113 37 11 48285932 48285932 Missense_Mutation SNP C T 16 15 c.520C>T c.(520-522)CAC>TAC p.H174Y

Pat_76 Pre-Treatment OR4C3 256144 37 11 48346737 48346737 Missense_Mutation SNP C T 5 25 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_76 Pre-Treatment OR4A5 81318 37 11 51412038 51412038 Missense_Mutation SNP G A 51 42 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_76 Pre-Treatment OR4C46 119749 37 11 51515827 51515827 Missense_Mutation SNP G T 4 119 c.546G>T c.(544-546)TTG>TTT p.L182F

Pat_76 Pre-Treatment OR4C11 219429 37 11 55371006 55371006 Missense_Mutation SNP G A 27 2 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_76 Pre-Treatment OR5D14 219436 37 11 55563687 55563687 Missense_Mutation SNP C T 85 112 c.656C>T c.(655-657)TCC>TTC p.S219F

Pat_76 Pre-Treatment OR8H2 390151 37 11 55873063 55873063 Missense_Mutation SNP C T 148 248 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_76 Pre-Treatment OR8H2 390151 37 11 55873104 55873104 Missense_Mutation SNP G A 119 180 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_76 Pre-Treatment OR8H1 219469 37 11 56057772 56057772 Missense_Mutation SNP A T 14 25 c.767T>A c.(766-768)TTT>TAT p.F256Y

Pat_76 Pre-Treatment OR8K3 219473 37 11 56086579 56086579 Missense_Mutation SNP C T 20 28 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Pre-Treatment OR5AR1 219493 37 11 56431525 56431525 Missense_Mutation SNP C T 53 80 c.364C>T c.(364-366)CGT>TGT p.R122C

Pat_76 Pre-Treatment SSRP1 6749 37 11 57100229 57100229 Missense_Mutation SNP C T 4 86 c.638G>A c.(637-639)CGT>CAT p.R213H

Pat_76 Pre-Treatment OR1S1 219959 37 11 57983114 57983114 Missense_Mutation SNP C T 58 65 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Pre-Treatment GLYATL2 219970 37 11 58604580 58604580 Missense_Mutation SNP C T 35 40 c.384G>A c.(382-384)ATG>ATA p.M128I

Pat_76 Pre-Treatment OR4D10 390197 37 11 59245249 59245249 Missense_Mutation SNP C T 3 55 c.347C>T c.(346-348)TCG>TTG p.S116L

Pat_76 Pre-Treatment SCGB2A2 4250 37 11 62037719 62037719 Missense_Mutation SNP G A 4 155 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_76 Pre-Treatment POLR2G 5436 37 11 62530448 62530448 Missense_Mutation SNP C T 4 119 c.232C>T c.(232-234)CGG>TGG p.R78W

Pat_76 Pre-Treatment CHRM1 1128 37 11 62678196 62678196 Missense_Mutation SNP G A 19 29 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_76 Pre-Treatment SLC22A9 114571 37 11 63149648 63149648 Missense_Mutation SNP G A 37 62 c.972G>A c.(970-972)ATG>ATA p.M324I

Pat_76 Pre-Treatment SLC22A9 114571 37 11 63176246 63176246 Nonsense_Mutation SNP G A 28 35 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_76 Pre-Treatment FAU 2197 37 11 64889011 64889011 Missense_Mutation SNP C T 4 90 c.181G>A c.(181-183)GCC>ACC p.A61T

Pat_76 Pre-Treatment CDC42EP2 10435 37 11 65088994 65088994 Missense_Mutation SNP C T 10 25 c.625C>T c.(625-627)CCC>TCC p.P209S

Pat_76 Pre-Treatment MAP3K11 4296 37 11 65374985 65374985 Splice_Site SNP C T 4 56 c.1246_splice c.e5-1 p.E416_splice

Pat_76 Pre-Treatment SART1 9092 37 11 65732631 65732631 Missense_Mutation SNP G A 11 21 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_76 Pre-Treatment SF3B2 10992 37 11 65829443 65829443 Missense_Mutation SNP C T 14 20 c.1951C>T c.(1951-1953)CCT>TCT p.P651S

Pat_76 Pre-Treatment SPTBN2 6712 37 11 66468435 66468436 Missense_Mutation DNP GG AA 17 15 c.3134_3135CC>TT c.(3133-3135)ACC>ATT p.T1045I

Pat_76 Pre-Treatment TBX10 347853 37 11 67402517 67402517 Nonsense_Mutation SNP C T 18 19 c.225G>A c.(223-225)TGG>TGA p.W75*

Pat_76 Pre-Treatment CPT1A 1374 37 11 68542821 68542822 Missense_Mutation DNP GG AA 30 57 c.1537_1538CC>TTc.(1537-1539)CCG>TTG p.P513L

Pat_76 Pre-Treatment MRPL21 219927 37 11 68671259 68671259 Missense_Mutation SNP G A 5 115 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_76 Pre-Treatment KRTAP5-9 3846 37 11 71259749 71259750 Missense_Mutation DNP GG AA 43 74 c.46_47GG>AA c.(46-48)GGC>AAC p.G16N

Pat_76 Pre-Treatment UCP2 7351 37 11 73689327 73689327 Missense_Mutation SNP G A 24 37 c.97C>T c.(97-99)CCT>TCT p.P33S



Pat_76 Pre-Treatment PGM2L1 283209 37 11 74054392 74054392 Missense_Mutation SNP G A 21 34 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_76 Pre-Treatment KLHL35 283212 37 11 75133763 75133763 Missense_Mutation SNP C T 36 78 c.953G>A c.(952-954)GGG>GAG p.G318E

Pat_76 Pre-Treatment OMP 4975 37 11 76814355 76814356 Missense_Mutation DNP CC TT 15 46 c.470_471CC>TT c.(469-471)TCC>TTT p.S157F

Pat_76 Pre-Treatment PCF11 51585 37 11 82877453 82877453 Missense_Mutation SNP G A 4 109 c.1514G>A c.(1513-1515)CGA>CAA p.R505Q

Pat_76 Pre-Treatment DLG2 1740 37 11 83344290 83344290 Missense_Mutation SNP G A 12 48 c.1589C>T c.(1588-1590)TCC>TTC p.S530F

Pat_76 Pre-Treatment GRM5 2915 37 11 88386431 88386431 Missense_Mutation SNP C T 35 48 c.1052G>A c.(1051-1053)CGA>CAA p.R351Q

Pat_76 Pre-Treatment FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G A 55 78 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_76 Pre-Treatment FAT3 120114 37 11 92086786 92086786 Missense_Mutation SNP A T 15 23 c.1508A>T c.(1507-1509)GAA>GTA p.E503V

Pat_76 Pre-Treatment FAT3 120114 37 11 92569781 92569781 Missense_Mutation SNP C T 51 69 c.10136C>T c.(10135-10137)TCC>TTC p.S3379F

Pat_76 Pre-Treatment CNTN5 53942 37 11 99690347 99690347 Missense_Mutation SNP C T 29 96 c.128C>T c.(127-129)TCA>TTA p.S43L

Pat_76 Pre-Treatment KIAA1377 57562 37 11 101828898 101828898 Splice_Site SNP G A 201 314 c.507_splice c.e5-1 p.R169_splice

Pat_76 Pre-Treatment KIAA1377 57562 37 11 101833571 101833571 Missense_Mutation SNP G A 19 33 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_76 Pre-Treatment MMP1 4312 37 11 102667484 102667484 Missense_Mutation SNP C T 35 46 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_76 Pre-Treatment MMP13 4322 37 11 102826045 102826045 Missense_Mutation SNP C T 55 87 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_76 Pre-Treatment DYNC2H1 79659 37 11 103027319 103027319 Missense_Mutation SNP C T 17 10 c.3947C>T c.(3946-3948)CCT>CTT p.P1316L

Pat_76 Pre-Treatment PDGFD 80310 37 11 103780454 103780454 Missense_Mutation SNP C T 43 71 c.1081G>A c.(1081-1083)GAT>AAT p.D361N

Pat_76 Pre-Treatment DDI1 414301 37 11 103907873 103907873 Missense_Mutation SNP G A 4 79 c.323G>A c.(322-324)CGT>CAT p.R108H

Pat_76 Pre-Treatment EXPH5 23086 37 11 108382062 108382062 Missense_Mutation SNP C T 20 40 c.4172G>A c.(4171-4173)AGT>AAT p.S1391N

Pat_76 Pre-Treatment DDX10 1662 37 11 108722931 108722931 Missense_Mutation SNP G A 4 56 c.2299G>A c.(2299-2301)GCA>ACA p.A767T

Pat_76 Pre-Treatment HSPB2 3316 37 11 111784324 111784324 Missense_Mutation SNP C T 51 83 c.254C>T c.(253-255)CCA>CTA p.P85L

Pat_76 Pre-Treatment SIDT2 51092 37 11 117059884 117059884 Splice_Site SNP G C 4 122 c.1279_splice c.e14-1 p.Q427_splice

Pat_76 Pre-Treatment RNF214 257160 37 11 117109598 117109598 Missense_Mutation SNP C T 29 31 c.389C>T c.(388-390)CCA>CTA p.P130L

Pat_76 Pre-Treatment DSCAML1 57453 37 11 117301743 117301743 Missense_Mutation SNP C T 36 41 c.5561G>A c.(5560-5562)GGA>GAA p.G1854E

Pat_76 Pre-Treatment TMPRSS4 56649 37 11 117982593 117982593 Missense_Mutation SNP C T 29 59 c.721C>T c.(721-723)CTC>TTC p.L241F

Pat_76 Pre-Treatment MLL 4297 37 11 118352637 118352637 Missense_Mutation SNP C T 42 56 c.3842C>T c.(3841-3843)CCT>CTT p.P1281L

Pat_76 Pre-Treatment PHLDB1 23187 37 11 118498401 118498401 Missense_Mutation SNP C T 39 58 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_76 Pre-Treatment PHLDB1 23187 37 11 118498923 118498923 Missense_Mutation SNP C T 78 106 c.1384C>T c.(1384-1386)CCA>TCA p.P462S

Pat_76 Pre-Treatment CXCR5 643 37 11 118764491 118764491 Missense_Mutation SNP C T 4 145 c.238C>T c.(238-240)CGG>TGG p.R80W

Pat_76 Pre-Treatment TECTA 7007 37 11 120998886 120998886 Missense_Mutation SNP G A 33 67 c.2200G>A c.(2200-2202)GAG>AAG p.E734K

Pat_76 Pre-Treatment TECTA 7007 37 11 121000408 121000408 Missense_Mutation SNP G A 59 80 c.2429G>A c.(2428-2430)CGA>CAA p.R810Q

Pat_76 Pre-Treatment TECTA 7007 37 11 121036027 121036027 Missense_Mutation SNP G A 4 5 c.5318G>A c.(5317-5319)CGA>CAA p.R1773Q

Pat_76 Pre-Treatment SORL1 6653 37 11 121492874 121492874 Missense_Mutation SNP C T 30 39 c.6068C>T c.(6067-6069)TCA>TTA p.S2023L

Pat_76 Pre-Treatment HSPA8 3312 37 11 122928489 122928489 Missense_Mutation SNP G A 56 68 c.1894C>T c.(1894-1896)CCC>TCC p.P632S

Pat_76 Pre-Treatment GRAMD1B 57476 37 11 123477467 123477467 Missense_Mutation SNP C T 4 22 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Pre-Treatment OR6X1 390260 37 11 123624328 123624328 Missense_Mutation SNP C T 89 90 c.899G>A c.(898-900)AGA>AAA p.R300K

Pat_76 Pre-Treatment OR4D5 219875 37 11 123810370 123810370 Missense_Mutation SNP G A 44 64 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_76 Pre-Treatment OR4D5 219875 37 11 123810409 123810409 Missense_Mutation SNP C T 36 47 c.86C>T c.(85-87)ACT>ATT p.T29I

Pat_76 Pre-Treatment VWA5A 4013 37 11 123988246 123988246 Missense_Mutation SNP C T 46 59 c.28C>T c.(28-30)CTC>TTC p.L10F

Pat_76 Pre-Treatment VWA5A 4013 37 11 124016007 124016007 Missense_Mutation SNP G A 22 36 c.2218G>A c.(2218-2220)GAC>AAC p.D740N

Pat_76 Pre-Treatment OR8D1 283159 37 11 124180653 124180653 Missense_Mutation SNP C T 16 48 c.10G>A c.(10-12)GAA>AAA p.E4K

Pat_76 Pre-Treatment OR8B12 219858 37 11 124413016 124413016 Missense_Mutation SNP C A 5 128 c.535G>T c.(535-537)GAC>TAC p.D179Y

Pat_76 Pre-Treatment SPA17 53340 37 11 124564231 124564232 Missense_Mutation DNP GG AA 40 62 c.345_346GG>AAc.(343-348)GAGGTT>GAAATT p.V116I

Pat_76 Pre-Treatment SLC37A2 219855 37 11 124954748 124954748 Missense_Mutation SNP G A 14 12 c.1153G>A c.(1153-1155)GAC>AAC p.D385N

Pat_76 Pre-Treatment NTM 50863 37 11 132204942 132204942 Missense_Mutation SNP C T 72 136 c.937C>T c.(937-939)CCA>TCA p.P313S

Pat_76 Pre-Treatment SPATA19 219938 37 11 133715271 133715271 Missense_Mutation SNP G A 26 49 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_76 Pre-Treatment SLC6A12 6539 37 12 306618 306618 Missense_Mutation SNP C T 30 37 c.1000G>A c.(1000-1002)GGG>AGG p.G334R

Pat_76 Pre-Treatment LRTM2 654429 37 12 1943433 1943434 Missense_Mutation DNP GG AA 15 26 c.659_660GG>AA c.(658-660)GGG>GAA p.G220E



Pat_76 Pre-Treatment CACNA1C 775 37 12 2602383 2602383 Missense_Mutation SNP C T 4 69 c.944C>T c.(943-945)CCT>CTT p.P315L

Pat_76 Pre-Treatment CACNA1C 775 37 12 2614028 2614028 Missense_Mutation SNP G C 6 13 c.1134G>C c.(1132-1134)AGG>AGC p.R378S

Pat_76 Pre-Treatment C12orf32 83695 37 12 2994574 2994575 Missense_Mutation DNP CC TT 28 45 c.42_43CC>TTc.(40-45)GCCCCG>GCTTCG p.P15S

Pat_76 Pre-Treatment DYRK4 8798 37 12 4702179 4702179 Missense_Mutation SNP C T 21 49 c.130C>T c.(130-132)CTT>TTT p.L44F

Pat_76 Pre-Treatment KCNA6 3742 37 12 4919724 4919724 Missense_Mutation SNP G A 18 32 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_76 Pre-Treatment NTF3 4908 37 12 5603912 5603912 Missense_Mutation SNP G A 30 45 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_76 Pre-Treatment ANO2 57101 37 12 5708727 5708727 Missense_Mutation SNP G A 51 53 c.2156C>T c.(2155-2157)TCG>TTG p.S719L

Pat_76 Pre-Treatment FAM90A1 55138 37 12 8376706 8376706 Missense_Mutation SNP C T 32 55 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_76 Pre-Treatment PZP 5858 37 12 9311134 9311134 Missense_Mutation SNP C T 33 30 c.3176G>A c.(3175-3177)CGA>CAA p.R1059Q

Pat_76 Pre-Treatment TAS2R7 50837 37 12 10954661 10954661 Nonsense_Mutation SNP C T 19 21 c.509G>A c.(508-510)TGG>TAG p.W170*

Pat_76 Pre-Treatment PRB1 5542 37 12 11506789 11506789 Missense_Mutation SNP T G 117 171 c.248A>C c.(247-249)CAA>CCA p.Q83P

Pat_76 Pre-Treatment RPL13AP20 387841 37 12 13028826 13028826 Missense_Mutation SNP G A 4 28 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_76 Pre-Treatment GRIN2B 2904 37 12 13715992 13715992 Missense_Mutation SNP C T 11 29 c.4180G>A c.(4180-4182)GAC>AAC p.D1394N

Pat_76 Pre-Treatment GRIN2B 2904 37 12 13764762 13764762 Nonsense_Mutation SNP C T 34 74 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_76 Pre-Treatment SLCO1A2 6579 37 12 21428352 21428352 Missense_Mutation SNP C T 5 9 c.1617G>A c.(1615-1617)ATG>ATA p.M539I

Pat_76 Pre-Treatment SLCO1A2 6579 37 12 21457408 21457408 Missense_Mutation SNP G A 32 30 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Pre-Treatment OVCH1 341350 37 12 29644050 29644050 Missense_Mutation SNP C T 27 55 c.530G>A c.(529-531)GGA>GAA p.G177E

Pat_76 Pre-Treatment CAPRIN2 65981 37 12 30877346 30877346 Missense_Mutation SNP G A 54 58 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_76 Pre-Treatment ADAMTS20 80070 37 12 43822049 43822049 Missense_Mutation SNP C T 31 48 c.3940G>A c.(3940-3942)GGA>AGA p.G1314R

Pat_76 Pre-Treatment DBX2 440097 37 12 45410133 45410134 Missense_Mutation DNP CC TT 25 31 c.955_956GG>AA c.(955-957)GGT>AAT p.G319N

Pat_76 Pre-Treatment SLC38A1 81539 37 12 46601362 46601362 Missense_Mutation SNP G A 56 70 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_76 Pre-Treatment FAM113B 91523 37 12 47628868 47628868 Missense_Mutation SNP G A 12 40 c.22G>A c.(22-24)GAA>AAA p.E8K

Pat_76 Pre-Treatment FAM113B 91523 37 12 47629243 47629243 Missense_Mutation SNP C T 45 34 c.397C>T c.(397-399)CCG>TCG p.P133S

Pat_76 Pre-Treatment FAM113B 91523 37 12 47629508 47629508 Missense_Mutation SNP C T 3 29 c.662C>T c.(661-663)GCG>GTG p.A221V

Pat_76 Pre-Treatment RPAP3 79657 37 12 48062776 48062776 Missense_Mutation SNP G C 48 83 c.1636C>G c.(1636-1638)CCT>GCT p.P546A

Pat_76 Pre-Treatment RAPGEF3 10411 37 12 48132959 48132959 Missense_Mutation SNP G A 12 32 c.2302C>T c.(2302-2304)CCT>TCT p.P768S

Pat_76 Pre-Treatment COL2A1 1280 37 12 48367222 48367222 Missense_Mutation SNP C T 49 86 c.4432G>A c.(4432-4434)GGT>AGT p.G1478S

Pat_76 Pre-Treatment ZNF641 121274 37 12 48736968 48736968 Missense_Mutation SNP G A 28 28 c.1105C>T c.(1105-1107)CCA>TCA p.P369S

Pat_76 Pre-Treatment ADCY6 112 37 12 49170953 49170953 Missense_Mutation SNP G A 82 90 c.1310C>T c.(1309-1311)CCG>CTG p.P437L

Pat_76 Pre-Treatment MLL2 8085 37 12 49420129 49420129 Missense_Mutation SNP G A 8 19 c.15620C>T c.(15619-15621)CCC>CTC p.P5207L

Pat_76 Pre-Treatment MLL2 8085 37 12 49420391 49420391 Missense_Mutation SNP G A 4 146 c.15358C>T c.(15358-15360)CGT>TGT p.R5120C

Pat_76 Pre-Treatment MLL2 8085 37 12 49438054 49438054 Missense_Mutation SNP G A 17 31 c.5117C>T c.(5116-5118)TCC>TTC p.S1706F

Pat_76 Pre-Treatment SPATS2 65244 37 12 49890769 49890769 Missense_Mutation SNP C T 23 29 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_76 Pre-Treatment CSRNP2 81566 37 12 51467709 51467709 Missense_Mutation SNP C G 45 54 c.308G>C c.(307-309)CGG>CCG p.R103P

Pat_76 Pre-Treatment SLC4A8 9498 37 12 51856194 51856194 Nonsense_Mutation SNP G A 34 24 c.1202G>A c.(1201-1203)TGG>TAG p.W401*

Pat_76 Pre-Treatment NR4A1 3164 37 12 52451204 52451204 Missense_Mutation SNP G A 4 102 c.1430G>A c.(1429-1431)CGT>CAT p.R477H

Pat_76 Pre-Treatment KRT84 3890 37 12 52774147 52774147 Missense_Mutation SNP C T 4 61 c.1424G>A c.(1423-1425)CGG>CAG p.R475Q

Pat_76 Pre-Treatment KRT6B 3854 37 12 52844360 52844360 Nonsense_Mutation SNP C T 22 64 c.585G>A c.(583-585)TGG>TGA p.W195*

Pat_76 Pre-Treatment KRT6B 3854 37 12 52845837 52845837 Missense_Mutation SNP C G 10 4 c.26G>C c.(25-27)AGG>ACG p.R9T

Pat_76 Pre-Treatment KRT78 196374 37 12 53239983 53239983 Missense_Mutation SNP C T 14 13 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_76 Pre-Treatment SOAT2 8435 37 12 53512193 53512193 Missense_Mutation SNP C T 51 65 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_76 Pre-Treatment NCKAP1L 3071 37 12 54930826 54930826 Missense_Mutation SNP G A 24 49 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_76 Pre-Treatment OR6C70 390327 37 12 55863739 55863739 Missense_Mutation SNP G A 26 36 c.184C>T c.(184-186)CGT>TGT p.R62C

Pat_76 Pre-Treatment DNAJC14 85406 37 12 56221745 56221745 Missense_Mutation SNP C T 5 80 c.698G>A c.(697-699)CGC>CAC p.R233H

Pat_76 Pre-Treatment STAT6 6778 37 12 57492287 57492287 Splice_Site SNP C T 4 148 c.2159_splice c.e19+1 p.E720_splice

Pat_76 Pre-Treatment ARHGAP9 64333 37 12 57871402 57871402 Missense_Mutation SNP C T 15 37 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_76 Pre-Treatment DYRK2 8445 37 12 68050955 68050955 Missense_Mutation SNP G C 66 57 c.268G>C c.(268-270)GTT>CTT p.V90L



Pat_76 Pre-Treatment KCNMB4 27345 37 12 70794016 70794016 Missense_Mutation SNP G A 34 60 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Pre-Treatment CAPS2 84698 37 12 75685579 75685579 Missense_Mutation SNP C A 31 54 c.1242G>T c.(1240-1242)GAG>GAT p.E414D

Pat_76 Pre-Treatment EPYC 1833 37 12 91358003 91358003 Missense_Mutation SNP G A 30 68 c.899C>T c.(898-900)CCT>CTT p.P300L

Pat_76 Pre-Treatment CLLU1OS 574016 37 12 92814859 92814859 Missense_Mutation SNP T C 158 221 c.233A>G c.(232-234)AAT>AGT p.N78S

Pat_76 Pre-Treatment ANKS1B 56899 37 12 100175830 100175830 Missense_Mutation SNP C T 12 6 c.715G>A c.(715-717)GTG>ATG p.V239M

Pat_76 Pre-Treatment UHRF1BP1L 23074 37 12 100444092 100444092 Missense_Mutation SNP G A 16 27 c.3572C>T c.(3571-3573)TCC>TTC p.S1191F

Pat_76 Pre-Treatment KIAA1033 23325 37 12 105546125 105546125 Missense_Mutation SNP C T 26 29 c.2654C>T c.(2653-2655)CCT>CTT p.P885L

Pat_76 Pre-Treatment PRDM4 11108 37 12 108134795 108134795 Missense_Mutation SNP G A 49 68 c.1852C>T c.(1852-1854)CAC>TAC p.H618Y

Pat_76 Pre-Treatment WSCD2 9671 37 12 108604011 108604011 Missense_Mutation SNP G A 4 15 c.611G>A c.(610-612)GGC>GAC p.G204D

Pat_76 Pre-Treatment TMEM119 338773 37 12 108985355 108985355 Missense_Mutation SNP G A 33 38 c.805C>T c.(805-807)CCC>TCC p.P269S

Pat_76 Pre-Treatment MYO1H 283446 37 12 109865367 109865367 Missense_Mutation SNP G A 123 245 c.1877G>A c.(1876-1878)AGG>AAG p.R626K

Pat_76 Pre-Treatment CCDC63 160762 37 12 111336846 111336846 Missense_Mutation SNP A G 27 29 c.1259A>G c.(1258-1260)AAG>AGG p.K420R

Pat_76 Pre-Treatment CUX2 23316 37 12 111749945 111749945 Missense_Mutation SNP G A 20 16 c.1942G>A c.(1942-1944)GAC>AAC p.D648N

Pat_76 Pre-Treatment C12orf51 283450 37 12 112690345 112690346 Missense_Mutation DNP GG AA 23 37 c.2168_2169CC>TT c.(2167-2169)TCC>TTT p.S723F

Pat_76 Pre-Treatment RPH3A 22895 37 12 113328699 113328699 Missense_Mutation SNP G T 9 14 c.1666G>T c.(1666-1668)GTC>TTC p.V556F

Pat_76 Pre-Treatment TPCN1 53373 37 12 113664698 113664699 Missense_Mutation DNP CC TT 32 36 c.41_42CC>TT c.(40-42)ACC>ATT p.T14I

Pat_76 Pre-Treatment NOS1 4842 37 12 117680432 117680432 Missense_Mutation SNP C T 25 47 c.3041G>A c.(3040-3042)AGT>AAT p.S1014N

Pat_76 Pre-Treatment NOS1 4842 37 12 117768373 117768373 Missense_Mutation SNP C T 26 22 c.502G>A c.(502-504)GAG>AAG p.E168K

Pat_76 Pre-Treatment PITPNM2 57605 37 12 123498444 123498444 Missense_Mutation SNP G A 18 32 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_76 Pre-Treatment SNRNP35 11066 37 12 123950688 123950688 Nonsense_Mutation SNP C T 4 58 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_76 Pre-Treatment TCTN2 79867 37 12 124172608 124172608 Nonsense_Mutation SNP C T 72 85 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Pre-Treatment DNAH10 196385 37 12 124354974 124354974 Nonsense_Mutation SNP G A 26 13 c.7227G>A c.(7225-7227)TGG>TGA p.W2409*

Pat_76 Pre-Treatment TMEM132D 121256 37 12 130015712 130015712 Missense_Mutation SNP C T 18 26 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_76 Pre-Treatment GPR133 283383 37 12 131593273 131593273 Missense_Mutation SNP C T 73 157 c.1892C>T c.(1891-1893)CCC>CTC p.P631L

Pat_76 Pre-Treatment TPTE2 93492 37 13 20025323 20025323 Nonsense_Mutation SNP G A 19 48 c.784C>T c.(784-786)CGA>TGA p.R262*

Pat_76 Pre-Treatment MPHOSPH8 54737 37 13 20221066 20221066 Missense_Mutation SNP G A 5 238 c.853G>A c.(853-855)GAC>AAC p.D285N

Pat_76 Pre-Treatment PARP4 143 37 13 25066708 25066708 Missense_Mutation SNP G A 96 130 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_76 Pre-Treatment RNF17 56163 37 13 25378548 25378548 Missense_Mutation SNP G A 13 8 c.2072G>A c.(2071-2073)GGA>GAA p.G691E

Pat_76 Pre-Treatment FAM123A 219287 37 13 25744499 25744499 Missense_Mutation SNP C T 15 28 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_76 Pre-Treatment MTUS2 23281 37 13 29600115 29600115 Missense_Mutation SNP C T 3 22 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_76 Pre-Treatment RXFP2 122042 37 13 32371390 32371390 Missense_Mutation SNP C A 65 73 c.1839C>A c.(1837-1839)TTC>TTA p.F613L

Pat_76 Pre-Treatment FRY 10129 37 13 32869444 32869444 Nonsense_Mutation SNP T A 39 49 c.8889T>A c.(8887-8889)TAT>TAA p.Y2963*

Pat_76 Pre-Treatment BRCA2 675 37 13 32910983 32910983 Missense_Mutation SNP G A 4 51 c.2491G>A c.(2491-2493)GTT>ATT p.V831I

Pat_76 Pre-Treatment FREM2 341640 37 13 39265494 39265494 Missense_Mutation SNP C T 16 29 c.4013C>T c.(4012-4014)TCT>TTT p.S1338F

Pat_76 Pre-Treatment KIAA0564 23078 37 13 42442530 42442531 Missense_Mutation DNP GG CA 24 59 c.1163_1164CC>TG c.(1162-1164)TCC>TTG p.S388L

Pat_76 Pre-Treatment SLC25A30 253512 37 13 45980108 45980108 Missense_Mutation SNP C A 4 45 c.217G>T c.(217-219)GCC>TCC p.A73S

Pat_76 Pre-Treatment CYSLTR2 57105 37 13 49281332 49281332 Missense_Mutation SNP T C 74 88 c.379T>C c.(379-381)TAT>CAT p.Y127H

Pat_76 Pre-Treatment ATP7B 540 37 13 52524208 52524209 Missense_Mutation DNP GG AA 39 53 c.2664_2665CC>TTc.(2662-2667)ACCCAC>ACTTACp.H889Y

Pat_76 Pre-Treatment OLFM4 10562 37 13 53624121 53624121 Missense_Mutation SNP G A 54 53 c.748G>A c.(748-750)GGT>AGT p.G250S

Pat_76 Pre-Treatment DACH1 1602 37 13 72133952 72133952 Missense_Mutation SNP G A 17 28 c.1435C>T c.(1435-1437)CCG>TCG p.P479S

Pat_76 Pre-Treatment DIS3 22894 37 13 73340162 73340162 Missense_Mutation SNP G A 18 27 c.1918C>T c.(1918-1920)CAC>TAC p.H640Y

Pat_76 Pre-Treatment SLITRK1 114798 37 13 84454754 84454754 Missense_Mutation SNP C T 10 17 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_76 Pre-Treatment SLITRK6 84189 37 13 86368213 86368213 Missense_Mutation SNP C T 26 46 c.2431G>A c.(2431-2433)GTA>ATA p.V811I

Pat_76 Pre-Treatment SLITRK5 26050 37 13 88329952 88329952 Missense_Mutation SNP G A 44 94 c.2309G>A c.(2308-2310)GGC>GAC p.G770D

Pat_76 Pre-Treatment GPC5 2262 37 13 92345753 92345753 Missense_Mutation SNP G A 14 22 c.638G>A c.(637-639)GGA>GAA p.G213E

Pat_76 Pre-Treatment ABCC4 10257 37 13 95830266 95830266 Missense_Mutation SNP C T 56 88 c.1625G>A c.(1624-1626)CGG>CAG p.R542Q

Pat_76 Pre-Treatment PCCA 5095 37 13 100953723 100953723 Missense_Mutation SNP C T 45 57 c.1075C>T c.(1075-1077)CCT>TCT p.P359S



Pat_76 Pre-Treatment COL4A1 1282 37 13 110826832 110826832 Missense_Mutation SNP G A 23 27 c.3367C>T c.(3367-3369)CCA>TCA p.P1123S

Pat_76 Pre-Treatment COL4A2 1284 37 13 111154075 111154075 Missense_Mutation SNP C T 15 27 c.3821C>T c.(3820-3822)TCC>TTC p.S1274F

Pat_76 Pre-Treatment ARHGEF7 8874 37 13 111944497 111944497 Missense_Mutation SNP G A 4 61 c.2230G>A c.(2230-2232)GTC>ATC p.V744I

Pat_76 Pre-Treatment PROZ 8858 37 13 113825991 113825991 Missense_Mutation SNP G A 41 65 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_76 Pre-Treatment TMCO3 55002 37 13 114203801 114203801 Missense_Mutation SNP G A 18 49 c.1982G>A c.(1981-1983)AGA>AAA p.R661K

Pat_76 Pre-Treatment GAS6 2621 37 13 114541134 114541134 Missense_Mutation SNP C T 4 107 c.497G>A c.(496-498)GGC>GAC p.G166D

Pat_76 Pre-Treatment OR4K5 79317 37 14 20389108 20389108 Missense_Mutation SNP C G 50 137 c.343C>G c.(343-345)CTT>GTT p.L115V

Pat_76 Pre-Treatment OR4K1 79544 37 14 20404475 20404475 Missense_Mutation SNP C T 11 38 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_76 Pre-Treatment HNRNPC 3183 37 14 21679680 21679680 Missense_Mutation SNP G A 22 36 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_76 Pre-Treatment OR10G3 26533 37 14 22038638 22038638 Missense_Mutation SNP G A 11 26 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_76 Pre-Treatment MMP14 4323 37 14 23313059 23313059 Missense_Mutation SNP G A 56 75 c.991G>A c.(991-993)GGG>AGG p.G331R

Pat_76 Pre-Treatment JPH4 84502 37 14 24040266 24040267 Missense_Mutation DNP GG AA 19 28 c.1673_1674CC>TTc.(1672-1674)GCC>GTT p.A558V

Pat_76 Pre-Treatment FITM1 161247 37 14 24601613 24601613 Missense_Mutation SNP G A 32 26 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_76 Pre-Treatment RNF31 55072 37 14 24620080 24620080 Missense_Mutation SNP C A 4 101 c.1471C>A c.(1471-1473)CTA>ATA p.L491I

Pat_76 Pre-Treatment GZMH 2999 37 14 25076419 25076419 Missense_Mutation SNP C T 5 315 c.533G>A c.(532-534)GGC>GAC p.G178D

Pat_76 Pre-Treatment GZMB 3002 37 14 25100338 25100338 Missense_Mutation SNP C T 51 95 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_76 Pre-Treatment COCH 1690 37 14 31355240 31355240 Missense_Mutation SNP C T 4 70 c.1199C>T c.(1198-1200)TCG>TTG p.S400L

Pat_76 Pre-Treatment ARHGAP5 394 37 14 32621634 32621634 Missense_Mutation SNP C T 15 51 c.4081C>T c.(4081-4083)CCG>TCG p.P1361S

Pat_76 Pre-Treatment AKAP6 9472 37 14 33291332 33291332 Missense_Mutation SNP G A 10 21 c.4313G>A c.(4312-4314)GGA>GAA p.G1438E

Pat_76 Pre-Treatment RALGAPA1 253959 37 14 36041828 36041828 Missense_Mutation SNP G A 14 24 c.5788C>T c.(5788-5790)CTT>TTT p.L1930F

Pat_76 Pre-Treatment LRFN5 145581 37 14 42368131 42368131 Missense_Mutation SNP A C 61 73 c.2110A>C c.(2110-2112)ACT>CCT p.T704P

Pat_76 Pre-Treatment FAM179B 23116 37 14 45481251 45481251 Missense_Mutation SNP C T 31 37 c.3211C>T c.(3211-3213)CAT>TAT p.H1071Y

Pat_76 Pre-Treatment RPL10L 140801 37 14 47120861 47120861 Missense_Mutation SNP G A 63 95 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_76 Pre-Treatment PYGL 5836 37 14 51378987 51378987 Missense_Mutation SNP G A 6 321 c.1655C>T c.(1654-1656)ACG>ATG p.T552M

Pat_76 Pre-Treatment PTGER2 5732 37 14 52793975 52793975 Missense_Mutation SNP G A 6 22 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_76 Pre-Treatment EXOC5 10640 37 14 57676775 57676775 Missense_Mutation SNP A T 6 6 c.1618T>A c.(1618-1620)TTA>ATA p.L540I

Pat_76 Pre-Treatment RTN1 6252 37 14 60212705 60212705 Missense_Mutation SNP C T 67 93 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_76 Pre-Treatment KCNH5 27133 37 14 63175092 63175092 Missense_Mutation SNP G A 61 86 c.2101C>T c.(2101-2103)CCC>TCC p.P701S

Pat_76 Pre-Treatment KCNH5 27133 37 14 63468171 63468171 Missense_Mutation SNP G A 16 39 c.311C>T c.(310-312)CCT>CTT p.P104L

Pat_76 Pre-Treatment SYNE2 23224 37 14 64469684 64469684 Missense_Mutation SNP C T 26 38 c.4033C>T c.(4033-4035)CTT>TTT p.L1345F

Pat_76 Pre-Treatment SYNE2 23224 37 14 64691206 64691206 Missense_Mutation SNP G A 6 223 c.20341G>A c.(20341-20343)GAC>AAC p.D6781N

Pat_76 Pre-Treatment MTHFD1 4522 37 14 64892903 64892903 Missense_Mutation SNP G A 5 117 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_76 Pre-Treatment ZBTB25 7597 37 14 64954009 64954009 Missense_Mutation SNP G A 57 73 c.940C>T c.(940-942)CGG>TGG p.R314W

Pat_76 Pre-Treatment SPTB 6710 37 14 65253757 65253757 Missense_Mutation SNP C T 11 27 c.2926G>A c.(2926-2928)GTA>ATA p.V976I

Pat_76 Pre-Treatment ZFYVE26 23503 37 14 68234443 68234443 Missense_Mutation SNP C T 5 161 c.5768G>A c.(5767-5769)CGG>CAG p.R1923Q

Pat_76 Pre-Treatment SLC8A3 6547 37 14 70633384 70633384 Missense_Mutation SNP C T 16 46 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_76 Pre-Treatment SYNJ2BP 55333 37 14 70855188 70855188 Missense_Mutation SNP G A 12 20 c.200C>T c.(199-201)TCG>TTG p.S67L

Pat_76 Pre-Treatment PSEN1 5663 37 14 73685912 73685912 Missense_Mutation SNP C T 69 87 c.1319C>T c.(1318-1320)ACC>ATC p.T440I

Pat_76 Pre-Treatment LTBP2 4053 37 14 74970727 74970727 Missense_Mutation SNP C T 9 17 c.4484G>A c.(4483-4485)GGT>GAT p.G1495D

Pat_76 Pre-Treatment YLPM1 56252 37 14 75264383 75264383 Missense_Mutation SNP C T 9 11 c.2383C>T c.(2383-2385)CCC>TCC p.P795S

Pat_76 Pre-Treatment ESRRB 2103 37 14 76905817 76905817 Missense_Mutation SNP G A 3 22 c.121G>A c.(121-123)GCC>ACC p.A41T

Pat_76 Pre-Treatment ISM2 145501 37 14 77948827 77948827 Missense_Mutation SNP C T 13 16 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_76 Pre-Treatment FLRT2 23768 37 14 86089260 86089260 Missense_Mutation SNP G A 36 69 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Pre-Treatment EML5 161436 37 14 89082505 89082505 Missense_Mutation SNP C A 6 226 c.5878G>T c.(5878-5880)GCT>TCT p.A1960S

Pat_76 Pre-Treatment CCDC88C 440193 37 14 91773417 91773417 Nonsense_Mutation SNP G A 3 7 c.3160C>T c.(3160-3162)CGA>TGA p.R1054*

Pat_76 Pre-Treatment CCDC88C 440193 37 14 91791263 91791263 Missense_Mutation SNP C A 4 59 c.1202G>T c.(1201-1203)CGG>CTG p.R401L

Pat_76 Pre-Treatment FBLN5 10516 37 14 92343937 92343937 Missense_Mutation SNP G A 22 80 c.1079C>T c.(1078-1080)TCC>TTC p.S360F



Pat_76 Pre-Treatment GOLGA5 9950 37 14 93303772 93303772 Missense_Mutation SNP G A 5 323 c.2093G>A c.(2092-2094)CGA>CAA p.R698Q

Pat_76 Pre-Treatment BTBD7 55727 37 14 93709119 93709119 Missense_Mutation SNP G A 28 52 c.2899C>T c.(2899-2901)CCT>TCT p.P967S

Pat_76 Pre-Treatment KIAA1409 57578 37 14 94158197 94158197 Nonsense_Mutation SNP C T 24 57 c.7027C>T c.(7027-7029)CAG>TAG p.Q2343*

Pat_76 Pre-Treatment DDX24 57062 37 14 94545446 94545446 Missense_Mutation SNP G A 4 154 c.643C>T c.(643-645)CCC>TCC p.P215S

Pat_76 Pre-Treatment SERPINA1 5265 37 14 94844814 94844814 Missense_Mutation SNP C T 28 56 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Pre-Treatment SERPINA9 327657 37 14 94933701 94933701 Missense_Mutation SNP A C 23 43 c.701T>G c.(700-702)TTT>TGT p.F234C

Pat_76 Pre-Treatment SERPINA3 12 37 14 95088794 95088794 Missense_Mutation SNP G A 16 20 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Pre-Treatment SERPINA13 388007 37 14 95108179 95108179 Nonsense_Mutation SNP G A 61 104 c.696G>A c.(694-696)TGG>TGA p.W232*

Pat_76 Pre-Treatment DICER1 23405 37 14 95562323 95562323 Missense_Mutation SNP G A 69 110 c.4934C>T c.(4933-4935)CCA>CTA p.P1645L

Pat_76 Pre-Treatment BDKRB2 624 37 14 96707210 96707210 Nonsense_Mutation SNP G A 12 28 c.545G>A c.(544-546)TGG>TAG p.W182*

Pat_76 Pre-Treatment PAPOLA 10914 37 14 97002295 97002295 Missense_Mutation SNP C T 30 42 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_76 Pre-Treatment SLC25A29 123096 37 14 100759668 100759668 Missense_Mutation SNP G A 4 79 c.125C>T c.(124-126)ACG>ATG p.T42M

Pat_76 Pre-Treatment DYNC1H1 1778 37 14 102482801 102482801 Missense_Mutation SNP C T 4 152 c.7589C>T c.(7588-7590)CCC>CTC p.P2530L

Pat_76 Pre-Treatment CDC42BPB 9578 37 14 103440469 103440469 Nonsense_Mutation SNP G A 19 23 c.1525C>T c.(1525-1527)CGA>TGA p.R509*

Pat_76 Pre-Treatment KIF26A 26153 37 14 104641939 104641940 Missense_Mutation DNP GG AA 8 17 c.2814_2815GG>AAc.(2812-2817)AAGGCT>AAAACTp.A939T

Pat_76 Pre-Treatment PLD4 122618 37 14 105398187 105398187 Missense_Mutation SNP G A 3 11 c.1021G>A c.(1021-1023)GAG>AAG p.E341K

Pat_76 Pre-Treatment ADAM6 8755 37 14 106350754 106350754 Splice_Site SNP G A 16 30 c.49979_splice c.e3164-1

Pat_76 Pre-Treatment TUBGCP5 114791 37 15 22846940 22846940 Missense_Mutation SNP G A 4 63 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_76 Pre-Treatment NIPA1 123606 37 15 23052675 23052675 Missense_Mutation SNP G A 51 129 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_76 Pre-Treatment C15orf2 23742 37 15 24922816 24922816 Missense_Mutation SNP C A 36 61 c.1802C>A c.(1801-1803)CCA>CAA p.P601Q

Pat_76 Pre-Treatment NDNL2 56160 37 15 29561539 29561539 Missense_Mutation SNP G A 58 166 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_76 Pre-Treatment TJP1 7082 37 15 30011099 30011099 Missense_Mutation SNP G A 86 57 c.3247C>T c.(3247-3249)CGC>TGC p.R1083C

Pat_76 Pre-Treatment TJP1 7082 37 15 30024841 30024841 Nonsense_Mutation SNP G A 5 168 c.1915C>T c.(1915-1917)CGA>TGA p.R639*

Pat_76 Pre-Treatment CHRFAM7A 89832 37 15 30659708 30659708 Missense_Mutation SNP C T 38 104 c.633G>A c.(631-633)ATG>ATA p.M211I

Pat_76 Pre-Treatment CHRNA7 1139 37 15 32460295 32460295 Missense_Mutation SNP G A 3 23 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_76 Pre-Treatment CHRM5 1133 37 15 34355031 34355031 Missense_Mutation SNP C T 6 135 c.113C>T c.(112-114)GCT>GTT p.A38V

Pat_76 Pre-Treatment AQR 9716 37 15 35166887 35166887 Missense_Mutation SNP G C 34 110 c.3416C>G c.(3415-3417)GCC>GGC p.A1139G

Pat_76 Pre-Treatment THBS1 7057 37 15 39886338 39886338 Nonsense_Mutation SNP G A 26 21 c.3306G>A c.(3304-3306)TGG>TGA p.W1102*

Pat_76 Pre-Treatment BAHD1 22893 37 15 40754233 40754233 Missense_Mutation SNP C T 19 75 c.1555C>T c.(1555-1557)CCC>TCC p.P519S

Pat_76 Pre-Treatment BAHD1 22893 37 15 40756138 40756138 Missense_Mutation SNP G A 4 133 c.1894G>A c.(1894-1896)GTC>ATC p.V632I

Pat_76 Pre-Treatment RPUSD2 27079 37 15 40866242 40866242 Missense_Mutation SNP G A 71 45 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_76 Pre-Treatment INO80 54617 37 15 41313319 41313319 Missense_Mutation SNP G A 4 126 c.3053C>T c.(3052-3054)ACC>ATC p.T1018I

Pat_76 Pre-Treatment MAPKBP1 23005 37 15 42105883 42105883 Missense_Mutation SNP C T 98 222 c.902C>T c.(901-903)ACC>ATC p.T301I

Pat_76 Pre-Treatment SPTBN5 51332 37 15 42185575 42185575 Missense_Mutation SNP C T 22 26 c.16G>A c.(16-18)GAG>AAG p.E6K

Pat_76 Pre-Treatment PLA2G4D 283748 37 15 42363971 42363971 Splice_Site SNP C T 66 61 c.1573_splice c.e15+1 p.A525_splice

Pat_76 Pre-Treatment ZFP106 64397 37 15 42743482 42743482 Missense_Mutation SNP G A 32 66 c.919C>T c.(919-921)CCT>TCT p.P307S

Pat_76 Pre-Treatment ZFP106 64397 37 15 42743832 42743832 Missense_Mutation SNP C T 88 65 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_76 Pre-Treatment TTBK2 146057 37 15 43086989 43086989 Missense_Mutation SNP G A 14 7 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_76 Pre-Treatment TP53BP1 7158 37 15 43748861 43748861 Nonsense_Mutation SNP G A 33 113 c.1930C>T c.(1930-1932)CAG>TAG p.Q644*

Pat_76 Pre-Treatment DUOX1 53905 37 15 45433506 45433506 Missense_Mutation SNP G A 71 51 c.1582G>A c.(1582-1584)GAG>AAG p.E528K

Pat_76 Pre-Treatment SLC28A2 9153 37 15 45545694 45545694 Missense_Mutation SNP G A 21 64 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_76 Pre-Treatment WDR72 256764 37 15 53908113 53908113 Missense_Mutation SNP C T 27 53 c.2290G>A c.(2290-2292)GAT>AAT p.D764N

Pat_76 Pre-Treatment UNC13C 440279 37 15 54556584 54556584 Missense_Mutation SNP A C 6 19 c.3667A>C c.(3667-3669)ACC>CCC p.T1223P

Pat_76 Pre-Treatment UNC13C 440279 37 15 54919174 54919174 Missense_Mutation SNP C T 32 60 c.6508C>T c.(6508-6510)CCT>TCT p.P2170S

Pat_76 Pre-Treatment MYO1E 4643 37 15 59519723 59519724 Missense_Mutation DNP GG AA 61 51 c.576_577CC>TTc.(574-579)TTCCTT>TTTTTT p.L193F

Pat_76 Pre-Treatment VPS13C 54832 37 15 62160931 62160932 Missense_Mutation DNP GG AA 14 61 c.10789_10790CC>TTc.(10789-10791)CCT>TTT p.P3597F

Pat_76 Pre-Treatment USP3 9960 37 15 63796976 63796976 Missense_Mutation SNP C T 4 71 c.38C>T c.(37-39)GCT>GTT p.A13V



Pat_76 Pre-Treatment HERC1 8925 37 15 63984706 63984706 Missense_Mutation SNP G A 9 16 c.5734C>T c.(5734-5736)CGC>TGC p.R1912C

Pat_76 Pre-Treatment ZNF609 23060 37 15 64972957 64972957 Missense_Mutation SNP G A 6 290 c.4058G>A c.(4057-4059)CGG>CAG p.R1353Q

Pat_76 Pre-Treatment CLPX 10845 37 15 65448131 65448132 Missense_Mutation DNP GG AA 56 153 c.1209_1210CC>TTc.(1207-1212)CTCCGT>CTTTGTp.R404C

Pat_76 Pre-Treatment CILP 8483 37 15 65490345 65490345 Missense_Mutation SNP C T 5 210 c.2279G>A c.(2278-2280)CGG>CAG p.R760Q

Pat_76 Pre-Treatment CILP 8483 37 15 65490642 65490642 Missense_Mutation SNP G A 29 68 c.1982C>T c.(1981-1983)TCT>TTT p.S661F

Pat_76 Pre-Treatment DENND4A 10260 37 15 65983030 65983030 Missense_Mutation SNP G A 15 77 c.3770C>T c.(3769-3771)CCT>CTT p.P1257L

Pat_76 Pre-Treatment MEGF11 84465 37 15 66250017 66250018 Nonsense_Mutation DNP CC TT 37 32 c.1154_1155GG>AAc.(1153-1155)TGG>TAA p.W385*

Pat_76 Pre-Treatment MAP2K5 5607 37 15 67995693 67995693 Missense_Mutation SNP G A 29 68 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_76 Pre-Treatment SPESP1 246777 37 15 69238085 69238085 Missense_Mutation SNP G A 29 84 c.212G>A c.(211-213)GGA>GAA p.G71E

Pat_76 Pre-Treatment NOX5 79400 37 15 69347817 69347817 Missense_Mutation SNP C T 4 95 c.2143C>T c.(2143-2145)CCT>TCT p.P715S

Pat_76 Pre-Treatment LRRC49 54839 37 15 71197052 71197052 Missense_Mutation SNP C T 118 237 c.458C>T c.(457-459)TCG>TTG p.S153L

Pat_76 Pre-Treatment ISL2 64843 37 15 76630250 76630250 Missense_Mutation SNP G A 4 153 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_76 Pre-Treatment TSPAN3 10099 37 15 77348512 77348512 Missense_Mutation SNP G A 4 160 c.149C>T c.(148-150)ACG>ATG p.T50M

Pat_76 Pre-Treatment ACSBG1 23205 37 15 78474348 78474348 Missense_Mutation SNP C T 58 39 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Pre-Treatment FAH 2184 37 15 80460459 80460459 Missense_Mutation SNP G A 4 70 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_76 Pre-Treatment KIAA1199 57214 37 15 81199043 81199043 Missense_Mutation SNP G A 89 74 c.1451G>A c.(1450-1452)GGC>GAC p.G484D

Pat_76 Pre-Treatment C15orf40 123207 37 15 83677352 83677352 Missense_Mutation SNP C T 82 59 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_76 Pre-Treatment SLC28A1 9154 37 15 85447408 85447408 Missense_Mutation SNP C T 98 60 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Pre-Treatment AKAP13 11214 37 15 86122597 86122597 Missense_Mutation SNP C T 41 25 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_76 Pre-Treatment AKAP13 11214 37 15 86125080 86125080 Missense_Mutation SNP G A 15 44 c.3781G>A c.(3781-3783)GAA>AAA p.E1261K

Pat_76 Pre-Treatment KLHL25 64410 37 15 86311780 86311780 Missense_Mutation SNP G A 40 26 c.1262C>T c.(1261-1263)GCC>GTC p.A421V

Pat_76 Pre-Treatment NTRK3 4916 37 15 88420209 88420209 Missense_Mutation SNP G A 4 103 c.2477C>T c.(2476-2478)GCT>GTT p.A826V

Pat_76 Pre-Treatment DET1 55070 37 15 89073951 89073951 Missense_Mutation SNP A T 5 14 c.986T>A c.(985-987)CTG>CAG p.L329Q

Pat_76 Pre-Treatment C15orf58 390637 37 15 90784313 90784313 Missense_Mutation SNP C T 166 100 c.173C>T c.(172-174)CCC>CTC p.P58L

Pat_76 Pre-Treatment ST8SIA2 8128 37 15 92988160 92988160 Splice_Site SNP G A 48 125 c.842_splice c.e5+1 p.G281_splice

Pat_76 Pre-Treatment FAM174B 400451 37 15 93173525 93173525 Missense_Mutation SNP G A 15 27 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_76 Pre-Treatment SPATA8 145946 37 15 97328244 97328244 Missense_Mutation SNP G A 183 164 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Pre-Treatment ADAMTS17 170691 37 15 100594150 100594150 Nonsense_Mutation SNP C T 195 353 c.2247G>A c.(2245-2247)TGG>TGA p.W749*

Pat_76 Pre-Treatment LINS1 55180 37 15 101120947 101120947 Missense_Mutation SNP G A 36 34 c.101C>T c.(100-102)CCA>CTA p.P34L

Pat_76 Pre-Treatment PDIA2 64714 37 16 333275 333275 Missense_Mutation SNP G A 5 10 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_76 Pre-Treatment TMEM8A 58986 37 16 427448 427448 Missense_Mutation SNP G A 14 26 c.437C>T c.(436-438)TCC>TTC p.S146F

Pat_76 Pre-Treatment WDR24 84219 37 16 737222 737222 Missense_Mutation SNP C T 4 111 c.854G>A c.(853-855)CGG>CAG p.R285Q

Pat_76 Pre-Treatment BAIAP3 8938 37 16 1391412 1391412 Missense_Mutation SNP C T 56 82 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_76 Pre-Treatment HS3ST6 64711 37 16 1961872 1961873 Missense_Mutation DNP CC TT 47 49 c.654_655GG>AAc.(652-657)GGGGAG>GGAAAGp.E219K

Pat_76 Pre-Treatment PKD1 5310 37 16 2159592 2159592 Missense_Mutation SNP G A 3 17 c.5576C>T c.(5575-5577)GCT>GTT p.A1859V

Pat_76 Pre-Treatment SRRM2 23524 37 16 2809662 2809662 Missense_Mutation SNP G A 4 129 c.833G>A c.(832-834)CGG>CAG p.R278Q

Pat_76 Pre-Treatment SRRM2 23524 37 16 2815330 2815330 Missense_Mutation SNP T C 3 119 c.4801T>C c.(4801-4803)TCC>CCC p.S1601P

Pat_76 Pre-Treatment PRSS22 64063 37 16 2903913 2903913 Missense_Mutation SNP C T 28 44 c.670G>A c.(670-672)GAC>AAC p.D224N

Pat_76 Pre-Treatment CLDN6 9074 37 16 3065689 3065689 Missense_Mutation SNP C T 29 25 c.334G>A c.(334-336)GAT>AAT p.D112N

Pat_76 Pre-Treatment ZSCAN10 84891 37 16 3139460 3139460 Missense_Mutation SNP C T 10 23 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_76 Pre-Treatment MEFV 4210 37 16 3293401 3293401 Missense_Mutation SNP C T 14 45 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_76 Pre-Treatment NLRC3 197358 37 16 3607625 3607625 Missense_Mutation SNP G A 15 9 c.2068C>T c.(2068-2070)CTC>TTC p.L690F

Pat_76 Pre-Treatment CREBBP 1387 37 16 3823918 3823919 Missense_Mutation DNP GG AA 27 64 c.2296_2297CC>TT c.(2296-2298)CCT>TTT p.P766F

Pat_76 Pre-Treatment 12-Sep 124404 37 16 4829778 4829778 Missense_Mutation SNP G A 38 42 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_76 Pre-Treatment PPL 5493 37 16 4934443 4934443 Missense_Mutation SNP C T 4 7 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_76 Pre-Treatment PMM2 5373 37 16 8906922 8906922 Missense_Mutation SNP G A 5 238 c.598G>A c.(598-600)GGT>AGT p.G200S

Pat_76 Pre-Treatment GRIN2A 2903 37 16 9858255 9858255 Missense_Mutation SNP G A 39 83 c.3146C>T c.(3145-3147)CCT>CTT p.P1049L



Pat_76 Pre-Treatment GRIN2A 2903 37 16 9923297 9923297 Missense_Mutation SNP C T 37 34 c.1990G>A c.(1990-1992)GGC>AGC p.G664S

Pat_76 Pre-Treatment TNFRSF17 608 37 16 12061606 12061606 Missense_Mutation SNP G A 5 67 c.457G>A c.(457-459)GCA>ACA p.A153T

Pat_76 Pre-Treatment ERCC4 2072 37 16 14029042 14029042 Missense_Mutation SNP C T 45 95 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_76 Pre-Treatment PDXDC1 23042 37 16 15128324 15128324 Missense_Mutation SNP G A 4 158 c.1916G>A c.(1915-1917)CGG>CAG p.R639Q

Pat_76 Pre-Treatment MYH11 4629 37 16 15813531 15813531 Missense_Mutation SNP G A 4 116 c.4993C>T c.(4993-4995)CGT>TGT p.R1665C

Pat_76 Pre-Treatment C16orf88 400506 37 16 19718383 19718383 Missense_Mutation SNP G A 26 37 c.1226C>T c.(1225-1227)GCT>GTT p.A409V

Pat_76 Pre-Treatment PDILT 204474 37 16 20384348 20384348 Missense_Mutation SNP C T 80 106 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_76 Pre-Treatment ACSM2B 348158 37 16 20570640 20570641 Missense_Mutation DNP GG CA 10 18 c.306_307CC>TGc.(304-309)GGCCTG>GGTGTG p.L103V

Pat_76 Pre-Treatment ACSM2B 348158 37 16 20576154 20576154 Missense_Mutation SNP C T 16 35 c.14G>A c.(13-15)CGA>CAA p.R5Q

Pat_76 Pre-Treatment ACSM1 116285 37 16 20648710 20648710 Missense_Mutation SNP G A 27 52 c.1180C>T c.(1180-1182)CCA>TCA p.P394S

Pat_76 Pre-Treatment ACSM1 116285 37 16 20696554 20696554 Missense_Mutation SNP G A 29 72 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_76 Pre-Treatment DNAH3 55567 37 16 20944667 20944667 Missense_Mutation SNP C A 4 125 c.12160G>T c.(12160-12162)GGG>TGG p.G4054W

Pat_76 Pre-Treatment OTOA 146183 37 16 21696638 21696638 Missense_Mutation SNP C T 16 18 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_76 Pre-Treatment VWA3A 146177 37 16 22166979 22166979 Missense_Mutation SNP C T 24 48 c.3497C>T c.(3496-3498)TCC>TTC p.S1166F

Pat_76 Pre-Treatment EEF2K 29904 37 16 22268602 22268602 Missense_Mutation SNP C T 51 66 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Pre-Treatment RBBP6 5930 37 16 24567014 24567014 Missense_Mutation SNP G A 4 106 c.427G>A c.(427-429)GAC>AAC p.D143N

Pat_76 Pre-Treatment RBBP6 5930 37 16 24578597 24578597 Missense_Mutation SNP C T 83 109 c.1723C>T c.(1723-1725)CCT>TCT p.P575S

Pat_76 Pre-Treatment IL4R 3566 37 16 27363946 27363946 Missense_Mutation SNP G A 5 204 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_76 Pre-Treatment XPO6 23214 37 16 28167780 28167780 Missense_Mutation SNP G A 57 104 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_76 Pre-Treatment SH2B1 25970 37 16 28883678 28883678 Missense_Mutation SNP C T 4 79 c.1681C>T c.(1681-1683)CGG>TGG p.R561W

Pat_76 Pre-Treatment LAT 27040 37 16 28997467 28997467 Missense_Mutation SNP C T 97 148 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_76 Pre-Treatment KIF22 3835 37 16 29810772 29810772 Missense_Mutation SNP C T 33 67 c.947C>T c.(946-948)CCT>CTT p.P316L

Pat_76 Pre-Treatment C16orf92 146378 37 16 30034984 30034984 Missense_Mutation SNP C T 13 18 c.67C>T c.(67-69)CCG>TCG p.P23S

Pat_76 Pre-Treatment ITGAL 3683 37 16 30500437 30500438 Missense_Mutation DNP GG AA 26 52 c.1041_1042GG>AAc.(1039-1044)ATGGAG>ATAAAGp.347_348ME>IK

Pat_76 Pre-Treatment SETD1A 9739 37 16 30991074 30991074 Missense_Mutation SNP G A 3 5 c.3967G>A c.(3967-3969)GCA>ACA p.A1323T

Pat_76 Pre-Treatment STX1B 112755 37 16 31004706 31004706 Missense_Mutation SNP C T 23 38 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_76 Pre-Treatment STX4 6810 37 16 31046302 31046302 Nonsense_Mutation SNP C T 60 119 c.319C>T c.(319-321)CAG>TAG p.Q107*

Pat_76 Pre-Treatment ZNF668 79759 37 16 31072586 31072586 Missense_Mutation SNP C T 28 46 c.1663G>A c.(1663-1665)GAC>AAC p.D555N

Pat_76 Pre-Treatment PRSS36 146547 37 16 31150517 31150517 Missense_Mutation SNP G A 18 29 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_76 Pre-Treatment FUS 2521 37 16 31202331 31202331 Nonsense_Mutation SNP C T 32 91 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_76 Pre-Treatment ITGAX 3687 37 16 31374263 31374263 Missense_Mutation SNP C T 32 44 c.1367C>T c.(1366-1368)TCC>TTC p.S456F

Pat_76 Pre-Treatment ITGAX 3687 37 16 31383723 31383723 Missense_Mutation SNP C T 19 52 c.2185C>T c.(2185-2187)CCC>TCC p.P729S

Pat_76 Pre-Treatment ABCC12 94160 37 16 48138242 48138242 Missense_Mutation SNP G A 47 68 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_76 Pre-Treatment HEATR3 55027 37 16 50112773 50112773 Missense_Mutation SNP G A 17 27 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_76 Pre-Treatment TOX3 27324 37 16 52473862 52473862 Missense_Mutation SNP C T 15 8 c.1006G>A c.(1006-1008)GAA>AAA p.E336K

Pat_76 Pre-Treatment CES1 1066 37 16 55857576 55857576 Missense_Mutation SNP C T 14 37 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_76 Pre-Treatment BBS2 583 37 16 56531684 56531684 Missense_Mutation SNP A T 73 85 c.1768T>A c.(1768-1770)TTT>ATT p.F590I

Pat_76 Pre-Treatment CPNE2 221184 37 16 57153117 57153117 Missense_Mutation SNP G A 28 49 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_76 Pre-Treatment CSNK2A2 1459 37 16 58199576 58199576 Missense_Mutation SNP A C 24 29 c.864T>G c.(862-864)AGT>AGG p.S288R

Pat_76 Pre-Treatment CDH5 1003 37 16 66413316 66413316 Missense_Mutation SNP G A 46 45 c.76G>A c.(76-78)GCA>ACA p.A26T

Pat_76 Pre-Treatment CA7 766 37 16 66885408 66885408 Missense_Mutation SNP G A 98 151 c.400G>A c.(400-402)GGG>AGG p.G134R

Pat_76 Pre-Treatment HSD11B2 3291 37 16 67470217 67470217 Missense_Mutation SNP G A 67 125 c.730G>A c.(730-732)GAC>AAC p.D244N

Pat_76 Pre-Treatment DPEP3 64180 37 16 68014081 68014081 Missense_Mutation SNP C T 17 26 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_76 Pre-Treatment ESRP2 80004 37 16 68266371 68266371 Missense_Mutation SNP C T 3 39 c.887G>A c.(886-888)CGC>CAC p.R296H

Pat_76 Pre-Treatment HYDIN 54768 37 16 70871640 70871640 Missense_Mutation SNP G A 19 38 c.13192C>T c.(13192-13194)CTC>TTC p.L4398F

Pat_76 Pre-Treatment HYDIN 54768 37 16 71218881 71218881 Missense_Mutation SNP C T 17 24 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_76 Pre-Treatment ADAMTS18 170692 37 16 77353954 77353954 Missense_Mutation SNP C T 19 18 c.2324G>A c.(2323-2325)CGA>CAA p.R775Q



Pat_76 Pre-Treatment ADAMTS18 170692 37 16 77355084 77355084 Missense_Mutation SNP G A 24 37 c.2179C>T c.(2179-2181)CAT>TAT p.H727Y

Pat_76 Pre-Treatment VAT1L 57687 37 16 77918574 77918574 Missense_Mutation SNP C T 12 19 c.952C>T c.(952-954)CTT>TTT p.L318F

Pat_76 Pre-Treatment CDYL2 124359 37 16 80718508 80718508 Missense_Mutation SNP C A 4 69 c.543G>T c.(541-543)TTG>TTT p.L181F

Pat_76 Pre-Treatment BCMO1 53630 37 16 81295883 81295883 Missense_Mutation SNP G A 33 28 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_76 Pre-Treatment GAN 8139 37 16 81391420 81391420 Missense_Mutation SNP G A 6 250 c.857G>A c.(856-858)CGG>CAG p.R286Q

Pat_76 Pre-Treatment PLCG2 5336 37 16 81965224 81965224 Missense_Mutation SNP A T 33 66 c.2704A>T c.(2704-2706)AGC>TGC p.S902C

Pat_76 Pre-Treatment MBTPS1 8720 37 16 84088064 84088064 Missense_Mutation SNP G A 10 19 c.3149C>T c.(3148-3150)CCT>CTT p.P1050L

Pat_76 Pre-Treatment MBTPS1 8720 37 16 84127376 84127376 Missense_Mutation SNP G A 37 39 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_76 Pre-Treatment ADAD2 161931 37 16 84229876 84229876 Missense_Mutation SNP G A 49 69 c.1426G>A c.(1426-1428)GAA>AAA p.E476K

Pat_76 Pre-Treatment ATP2C2 9914 37 16 84456002 84456002 Missense_Mutation SNP G A 22 25 c.631G>A c.(631-633)GAC>AAC p.D211N

Pat_76 Pre-Treatment KIAA0182 23199 37 16 85688001 85688001 Missense_Mutation SNP C T 42 63 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_76 Pre-Treatment CDT1 81620 37 16 88873867 88873867 Missense_Mutation SNP G A 4 49 c.1454G>A c.(1453-1455)AGC>AAC p.S485N

Pat_76 Pre-Treatment DPEP1 1800 37 16 89696855 89696855 Missense_Mutation SNP G A 4 82 c.37G>A c.(37-39)GTC>ATC p.V13I

Pat_76 Pre-Treatment NXN 64359 37 17 722732 722733 Missense_Mutation DNP GG AA 37 46 c.766_767CC>TT c.(766-768)CCC>TTC p.P256F

Pat_76 Pre-Treatment MYO1C 4641 37 17 1380826 1380826 Missense_Mutation SNP G A 4 68 c.1547C>T c.(1546-1548)ACT>ATT p.T516I

Pat_76 Pre-Treatment OR1E1 8387 37 17 3300846 3300846 Missense_Mutation SNP G A 54 62 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_76 Pre-Treatment RABEP1 9135 37 17 5281522 5281522 Missense_Mutation SNP G A 28 59 c.2266G>A c.(2266-2268)GGA>AGA p.G756R

Pat_76 Pre-Treatment ALOX12 239 37 17 6909842 6909842 Missense_Mutation SNP G A 26 63 c.1456G>A c.(1456-1458)GAT>AAT p.D486N

Pat_76 Pre-Treatment C17orf74 201243 37 17 7329674 7329674 Missense_Mutation SNP C T 62 61 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_76 Pre-Treatment MYH10 4628 37 17 8379226 8379226 Missense_Mutation SNP G A 4 90 c.5827C>T c.(5827-5829)CGG>TGG p.R1943W

Pat_76 Pre-Treatment MYH13 8735 37 17 10248630 10248630 Missense_Mutation SNP G T 88 148 c.1473C>A c.(1471-1473)TTC>TTA p.F491L

Pat_76 Pre-Treatment MYH1 4619 37 17 10398328 10398328 Missense_Mutation SNP C T 52 76 c.5386G>A c.(5386-5388)GAC>AAC p.D1796N

Pat_76 Pre-Treatment MYH2 4620 37 17 10432559 10432559 Missense_Mutation SNP C T 19 33 c.3274G>A c.(3274-3276)GAA>AAA p.E1092K

Pat_76 Pre-Treatment DNAH9 1770 37 17 11572873 11572873 Missense_Mutation SNP G A 36 57 c.3115G>A c.(3115-3117)GAA>AAA p.E1039K

Pat_76 Pre-Treatment TRIM16 10626 37 17 15535907 15535907 Missense_Mutation SNP G A 37 38 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_76 Pre-Treatment CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 7 7 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_76 Pre-Treatment MYO15A 51168 37 17 18082167 18082167 Missense_Mutation SNP G A 28 45 c.10576G>A c.(10576-10578)GAG>AAG p.E3526K

Pat_76 Pre-Treatment FAM83G 644815 37 17 18907240 18907240 Missense_Mutation SNP C T 26 24 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_76 Pre-Treatment RNF112 7732 37 17 19318195 19318195 Missense_Mutation SNP C T 13 19 c.1121C>T c.(1120-1122)CCT>CTT p.P374L

Pat_76 Pre-Treatment LGALS9B 284194 37 17 20363726 20363726 Missense_Mutation SNP C T 40 69 c.70G>A c.(70-72)GGT>AGT p.G24S

Pat_76 Pre-Treatment SUPT6H 6830 37 17 27002156 27002156 Missense_Mutation SNP G A 20 25 c.514G>A c.(514-516)GAG>AAG p.E172K

Pat_76 Pre-Treatment THRA 7067 37 17 38244573 38244573 Missense_Mutation SNP G A 85 5 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_76 Pre-Treatment KRT39 390792 37 17 39122844 39122844 Missense_Mutation SNP C T 164 17 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_76 Pre-Treatment KRTAP4-9 100132386 37 17 39261929 39261929 Missense_Mutation SNP C T 4 16 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_76 Pre-Treatment KRTAP4-4 84616 37 17 39316620 39316621 Missense_Mutation DNP GG AT 69 12 c.323_324CC>AT c.(322-324)CCC>CAT p.P108H

Pat_76 Pre-Treatment KRT13 3860 37 17 39661585 39661585 Missense_Mutation SNP T A 3 23 c.218A>T c.(217-219)TAT>TTT p.Y73F

Pat_76 Pre-Treatment KRT14 3861 37 17 39741234 39741234 Missense_Mutation SNP G A 57 58 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_76 Pre-Treatment TTC25 83538 37 17 40117275 40117275 Missense_Mutation SNP G A 8 7 c.1793G>A c.(1792-1794)AGG>AAG p.R598K

Pat_76 Pre-Treatment WNK4 65266 37 17 40946862 40946862 Missense_Mutation SNP G A 89 11 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_76 Pre-Treatment AOC2 314 37 17 41002225 41002225 Missense_Mutation SNP C T 63 99 c.2131C>T c.(2131-2133)CCC>TCC p.P711S

Pat_76 Pre-Treatment TMUB2 79089 37 17 42266818 42266818 Missense_Mutation SNP C G 4 152 c.464C>G c.(463-465)CCA>CGA p.P155R

Pat_76 Pre-Treatment PLEKHM1 9842 37 17 43531155 43531155 Missense_Mutation SNP G A 47 8 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_76 Pre-Treatment GOSR2 9570 37 17 45009497 45009497 Missense_Mutation SNP C T 114 149 c.268C>T c.(268-270)CGG>TGG p.R90W

Pat_76 Pre-Treatment SCRN2 90507 37 17 45916364 45916364 Missense_Mutation SNP G A 4 83 c.565C>T c.(565-567)CGC>TGC p.R189C

Pat_76 Pre-Treatment HOXB3 3213 37 17 46629484 46629484 Missense_Mutation SNP C T 7 288 c.353G>A c.(352-354)GGT>GAT p.G118D

Pat_76 Pre-Treatment CACNA1G 8913 37 17 48673939 48673939 Missense_Mutation SNP C T 36 10 c.2996C>T c.(2995-2997)TCC>TTC p.S999F

Pat_76 Pre-Treatment ABCC3 8714 37 17 48762122 48762122 Missense_Mutation SNP G A 101 16 c.4166G>A c.(4165-4167)AGC>AAC p.S1389N



Pat_76 Pre-Treatment AKAP1 8165 37 17 55193565 55193565 Missense_Mutation SNP G A 5 89 c.2375G>A c.(2374-2376)CGA>CAA p.R792Q

Pat_76 Pre-Treatment BCAS3 54828 37 17 59112041 59112041 Missense_Mutation SNP C T 4 63 c.1697C>T c.(1696-1698)CCT>CTT p.P566L

Pat_76 Pre-Treatment EFCAB3 146779 37 17 60493646 60493646 Missense_Mutation SNP G A 83 15 c.1273G>A c.(1273-1275)GGA>AGA p.G425R

Pat_76 Pre-Treatment 10-Mar 162333 37 17 60814149 60814149 Missense_Mutation SNP C T 71 10 c.1080G>A c.(1078-1080)ATG>ATA p.M360I

Pat_76 Pre-Treatment NOL11 25926 37 17 65734057 65734057 Missense_Mutation SNP G A 80 23 c.1498G>A c.(1498-1500)GTC>ATC p.V500I

Pat_76 Pre-Treatment ABCA9 10350 37 17 67008196 67008196 Missense_Mutation SNP C T 59 16 c.3068G>A c.(3067-3069)CGA>CAA p.R1023Q

Pat_76 Pre-Treatment ABCA9 10350 37 17 67014656 67014656 Nonsense_Mutation SNP G A 300 53 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_76 Pre-Treatment ABCA9 10350 37 17 67047281 67047281 Splice_Site SNP C T 34 1 c.-12_splice c.e2-1

Pat_76 Pre-Treatment C17orf80 55028 37 17 71232451 71232451 Missense_Mutation SNP C T 15 3 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_76 Pre-Treatment GPRC5C 55890 37 17 72436177 72436177 Missense_Mutation SNP G A 18 4 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_76 Pre-Treatment CD300E 342510 37 17 72610074 72610074 Missense_Mutation SNP G T 3 15 c.487C>A c.(487-489)CAA>AAA p.Q163K

Pat_76 Pre-Treatment NUP85 79902 37 17 73222241 73222241 Missense_Mutation SNP C G 4 96 c.1083C>G c.(1081-1083)ATC>ATG p.I361M

Pat_76 Pre-Treatment SLC38A10 124565 37 17 79226403 79226403 Missense_Mutation SNP C T 73 20 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_76 Pre-Treatment LRRC45 201255 37 17 79983359 79983360 Missense_Mutation DNP CC TT 40 3 c.637_638CC>TT c.(637-639)CCT>TTT p.P213F

Pat_76 Pre-Treatment LPIN2 9663 37 18 2960660 2960660 Missense_Mutation SNP G A 76 113 c.179C>T c.(178-180)TCC>TTC p.S60F

Pat_76 Pre-Treatment ZFP161 7541 37 18 5291174 5291174 Missense_Mutation SNP C T 25 71 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_76 Pre-Treatment TMEM200C 645369 37 18 5890387 5890387 Missense_Mutation SNP C T 18 25 c.1676G>A c.(1675-1677)CGA>CAA p.R559Q

Pat_76 Pre-Treatment TXNDC2 84203 37 18 9887689 9887689 Missense_Mutation SNP C T 59 55 c.1213C>T c.(1213-1215)CCC>TCC p.P405S

Pat_76 Pre-Treatment ZNF519 162655 37 18 14106150 14106150 Missense_Mutation SNP A C 12 20 c.389T>G c.(388-390)TTT>TGT p.F130C

Pat_76 Pre-Treatment POTEC 388468 37 18 14542728 14542728 Missense_Mutation SNP G T 4 61 c.418C>A c.(418-420)CTG>ATG p.L140M

Pat_76 Pre-Treatment ANKRD30B 374860 37 18 14851568 14851568 Missense_Mutation SNP G A 13 27 c.3268G>A c.(3268-3270)GAA>AAA p.E1090K

Pat_76 Pre-Treatment LAMA3 3909 37 18 21494505 21494505 Missense_Mutation SNP G A 14 17 c.7461G>A c.(7459-7461)ATG>ATA p.M2487I

Pat_76 Pre-Treatment OSBPL1A 114876 37 18 21946860 21946860 Missense_Mutation SNP C T 4 139 c.278G>A c.(277-279)CGA>CAA p.R93Q

Pat_76 Pre-Treatment ZNF521 25925 37 18 22669428 22669428 Splice_Site SNP C G 25 30 c.3906_splice c.e7+1 p.Q1302_splice

Pat_76 Pre-Treatment SS18 6760 37 18 23619273 23619273 Missense_Mutation SNP G A 81 105 c.755C>T c.(754-756)CCC>CTC p.P252L

Pat_76 Pre-Treatment AQP4 361 37 18 24436207 24436207 Missense_Mutation SNP C T 90 119 c.940G>A c.(940-942)GAC>AAC p.D314N

Pat_76 Pre-Treatment CDH2 1000 37 18 25565092 25565092 Missense_Mutation SNP G A 29 27 c.2081C>T c.(2080-2082)TCC>TTC p.S694F

Pat_76 Pre-Treatment DSC1 1823 37 18 28719770 28719770 Missense_Mutation SNP C T 8 16 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_76 Pre-Treatment MCART2 147407 37 18 29339957 29339957 Missense_Mutation SNP G A 20 46 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_76 Pre-Treatment ZNF24 7572 37 18 32919934 32919934 Missense_Mutation SNP G A 44 65 c.427C>T c.(427-429)CTC>TTC p.L143F

Pat_76 Pre-Treatment SETBP1 26040 37 18 42529852 42529852 Missense_Mutation SNP G A 9 19 c.547G>A c.(547-549)GAG>AAG p.E183K

Pat_76 Pre-Treatment ZBTB7C 201501 37 18 45566863 45566864 Missense_Mutation DNP CC TT 19 26 c.615_616GG>AAc.(613-618)AGGGAC>AGAAACp.D206N

Pat_76 Pre-Treatment MAPK4 5596 37 18 48190519 48190519 Missense_Mutation SNP G A 21 25 c.191G>A c.(190-192)CGA>CAA p.R64Q

Pat_76 Pre-Treatment DCC 1630 37 18 50936948 50936948 Missense_Mutation SNP G A 47 56 c.3062G>A c.(3061-3063)CGA>CAA p.R1021Q

Pat_76 Pre-Treatment ATP8B1 5205 37 18 55335733 55335733 Missense_Mutation SNP C T 38 63 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_76 Pre-Treatment TNFRSF11A 8792 37 18 60015422 60015422 Missense_Mutation SNP C T 33 46 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_76 Pre-Treatment SERPINB4 6318 37 18 61324207 61324207 Missense_Mutation SNP G A 7 12 c.626C>T c.(625-627)TCC>TTC p.S209F

Pat_76 Pre-Treatment SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 28 42 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_76 Pre-Treatment CDH7 1005 37 18 63547911 63547911 Missense_Mutation SNP A T 29 56 c.2139A>T c.(2137-2139)GAA>GAT p.E713D

Pat_76 Pre-Treatment CD226 10666 37 18 67540447 67540447 Missense_Mutation SNP C T 60 106 c.763G>A c.(763-765)GGA>AGA p.G255R

Pat_76 Pre-Treatment CNDP1 84735 37 18 72251769 72251769 Missense_Mutation SNP T C 3 74 c.1495T>C c.(1495-1497)TTT>CTT p.F499L

Pat_76 Pre-Treatment SALL3 27164 37 18 76753711 76753711 Missense_Mutation SNP G A 10 13 c.1720G>A c.(1720-1722)GAG>AAG p.E574K

Pat_76 Pre-Treatment ATP9B 374868 37 18 76856595 76856595 Missense_Mutation SNP G A 12 17 c.239G>A c.(238-240)AGG>AAG p.R80K

Pat_76 Pre-Treatment ADNP2 22850 37 18 77875472 77875472 Missense_Mutation SNP G A 36 52 c.47G>A c.(46-48)CGA>CAA p.R16Q

Pat_76 Pre-Treatment MBD3 53615 37 19 1584657 1584657 Missense_Mutation SNP G A 3 43 c.290C>T c.(289-291)ACG>ATG p.T97M

Pat_76 Pre-Treatment TMPRSS9 360200 37 19 2399117 2399118 Missense_Mutation DNP GG AA 5 2 c.338_339GG>AA c.(337-339)GGG>GAA p.G113E

Pat_76 Pre-Treatment DIRAS1 148252 37 19 2717729 2717729 Missense_Mutation SNP G C 41 55 c.76C>G c.(76-78)CGC>GGC p.R26G



Pat_76 Pre-Treatment PIP5K1C 23396 37 19 3661008 3661008 Missense_Mutation SNP G A 5 233 c.424C>T c.(424-426)CGC>TGC p.R142C

Pat_76 Pre-Treatment PIAS4 51588 37 19 4013123 4013123 Missense_Mutation SNP C T 4 49 c.230C>T c.(229-231)CCG>CTG p.P77L

Pat_76 Pre-Treatment CREB3L3 84699 37 19 4171734 4171734 Missense_Mutation SNP G A 4 114 c.1154G>A c.(1153-1155)CGA>CAA p.R385Q

Pat_76 Pre-Treatment ANKRD24 170961 37 19 4217073 4217073 Missense_Mutation SNP G A 10 20 c.1916G>A c.(1915-1917)GGG>GAG p.G639E

Pat_76 Pre-Treatment ANKRD24 170961 37 19 4219676 4219676 Missense_Mutation SNP G A 4 62 c.3092G>A c.(3091-3093)CGG>CAG p.R1031Q

Pat_76 Pre-Treatment CCDC94 55702 37 19 4249233 4249233 Nonsense_Mutation SNP C A 8 22 c.33C>A c.(31-33)TAC>TAA p.Y11*

Pat_76 Pre-Treatment TMIGD2 126259 37 19 4298151 4298151 Missense_Mutation SNP C T 10 21 c.238G>A c.(238-240)GTC>ATC p.V80I

Pat_76 Pre-Treatment CHAF1A 10036 37 19 4409220 4409221 Missense_Mutation DNP CC TT 74 121 c.424_425CC>TT c.(424-426)CCC>TTC p.P142F

Pat_76 Pre-Treatment TNFSF14 8740 37 19 6665025 6665025 Missense_Mutation SNP C T 21 43 c.635G>A c.(634-636)GGG>GAG p.G212E

Pat_76 Pre-Treatment VAV1 7409 37 19 6854037 6854038 Missense_Mutation DNP GG AA 30 66 c.2412_2413GG>AAc.(2410-2415)AAGGAG>AAAAAGp.E805K

Pat_76 Pre-Treatment EMR1 2015 37 19 6935005 6935005 Missense_Mutation SNP C T 25 79 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Pre-Treatment ZNF557 79230 37 19 7083192 7083192 Missense_Mutation SNP A T 33 61 c.709A>T c.(709-711)ACC>TCC p.T237S

Pat_76 Pre-Treatment LASS4 79603 37 19 8321133 8321133 Nonsense_Mutation SNP G A 19 15 c.482G>A c.(481-483)TGG>TAG p.W161*

Pat_76 Pre-Treatment 2-Mar 51257 37 19 8491561 8491561 Missense_Mutation SNP G A 4 63 c.245G>A c.(244-246)TGC>TAC p.C82Y

Pat_76 Pre-Treatment ZNF414 84330 37 19 8577487 8577487 Splice_Site SNP C T 4 12 c.424_splice c.e3+1 p.G142_splice

Pat_76 Pre-Treatment MUC16 94025 37 19 8996484 8996484 Missense_Mutation SNP C G 7 18 c.41088G>C c.(41086-41088)AAG>AAC p.K13696N

Pat_76 Pre-Treatment MUC16 94025 37 19 9020005 9020005 Missense_Mutation SNP C T 141 189 c.37490G>A c.(37489-37491)AGG>AAG p.R12497K

Pat_76 Pre-Treatment MUC16 94025 37 19 9054252 9054252 Missense_Mutation SNP G A 10 14 c.31370C>T c.(31369-31371)TCG>TTG p.S10457L

Pat_76 Pre-Treatment MUC16 94025 37 19 9058282 9058282 Missense_Mutation SNP C T 3 9 c.29164G>A c.(29164-29166)GAA>AAA p.E9722K

Pat_76 Pre-Treatment MUC16 94025 37 19 9061096 9061096 Missense_Mutation SNP C T 26 27 c.26350G>A c.(26350-26352)GAA>AAA p.E8784K

Pat_76 Pre-Treatment MUC16 94025 37 19 9064315 9064315 Missense_Mutation SNP G A 35 45 c.23131C>T c.(23131-23133)CCC>TCC p.P7711S

Pat_76 Pre-Treatment MUC16 94025 37 19 9068557 9068557 Missense_Mutation SNP G A 45 52 c.18889C>T c.(18889-18891)CCT>TCT p.P6297S

Pat_76 Pre-Treatment MUC16 94025 37 19 9076162 9076162 Missense_Mutation SNP C T 20 42 c.11284G>A c.(11284-11286)GAA>AAA p.E3762K

Pat_76 Pre-Treatment MUC16 94025 37 19 9083768 9083768 Missense_Mutation SNP C T 8 12 c.8047G>A c.(8047-8049)GAG>AAG p.E2683K

Pat_76 Pre-Treatment OR1M1 125963 37 19 9204171 9204171 Missense_Mutation SNP G A 4 64 c.251G>A c.(250-252)AGC>AAC p.S84N

Pat_76 Pre-Treatment OR7G1 125962 37 19 9226282 9226282 Missense_Mutation SNP G A 66 102 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_76 Pre-Treatment OR7D2 162998 37 19 9297226 9297226 Missense_Mutation SNP G A 31 37 c.769G>A c.(769-771)GGG>AGG p.G257R

Pat_76 Pre-Treatment OR7E24 26648 37 19 9362051 9362051 Missense_Mutation SNP C T 23 32 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_76 Pre-Treatment ZNF560 147741 37 19 9578557 9578557 Missense_Mutation SNP C T 23 49 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_76 Pre-Treatment ZNF560 147741 37 19 9580356 9580356 Missense_Mutation SNP G A 33 45 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_76 Pre-Treatment LPPR2 64748 37 19 11472097 11472097 Missense_Mutation SNP C G 13 18 c.596C>G c.(595-597)GCC>GGC p.A199G

Pat_76 Pre-Treatment ZNF442 79973 37 19 12462077 12462077 Missense_Mutation SNP C T 24 47 c.322G>A c.(322-324)GAA>AAA p.E108K

Pat_76 Pre-Treatment FARSA 2193 37 19 13039457 13039457 Missense_Mutation SNP G A 4 1 c.617C>T c.(616-618)CCC>CTC p.P206L

Pat_76 Pre-Treatment DAND5 199699 37 19 13080638 13080638 Missense_Mutation SNP C T 15 18 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_76 Pre-Treatment CCDC105 126402 37 19 15131365 15131366 Nonsense_Mutation DNP GG AT 14 16 c.768_769GG>ATc.(766-771)CTGGAG>CTATAG p.E257*

Pat_76 Pre-Treatment AKAP8L 26993 37 19 15491342 15491342 Missense_Mutation SNP C T 21 30 c.1618G>A c.(1618-1620)GAG>AAG p.E540K

Pat_76 Pre-Treatment CYP4F3 4051 37 19 15752308 15752308 Missense_Mutation SNP C T 21 38 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_76 Pre-Treatment CYP4F12 66002 37 19 15795640 15795641 Missense_Mutation DNP GG AA 30 68 c.933_934GG>AAc.(931-936)AAGGCA>AAAACA p.A312T

Pat_76 Pre-Treatment OR10H2 26538 37 19 15838861 15838861 Missense_Mutation SNP G A 42 77 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_76 Pre-Treatment CHERP 10523 37 19 16641445 16641445 Missense_Mutation SNP G A 58 96 c.827C>T c.(826-828)TCC>TTC p.S276F

Pat_76 Pre-Treatment TMEM38A 79041 37 19 16799166 16799166 Missense_Mutation SNP C G 8 6 c.884C>G c.(883-885)GCC>GGC p.A295G

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17056424 17056424 Missense_Mutation SNP C T 21 33 c.2869G>A c.(2869-2871)GAG>AAG p.E957K

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17086839 17086839 Missense_Mutation SNP C A 3 21 c.2022G>T c.(2020-2022)AGG>AGT p.R674S

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17107943 17107943 Missense_Mutation SNP G A 3 23 c.1214C>T c.(1213-1215)CCG>CTG p.P405L

Pat_76 Pre-Treatment MYO9B 4650 37 19 17322521 17322521 Missense_Mutation SNP C T 4 88 c.5996C>T c.(5995-5997)TCG>TTG p.S1999L

Pat_76 Pre-Treatment NXNL1 115861 37 19 17571671 17571671 Missense_Mutation SNP G A 21 16 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_76 Pre-Treatment UNC13A 23025 37 19 17783267 17783267 Missense_Mutation SNP C T 9 23 c.454G>A c.(454-456)GTG>ATG p.V152M



Pat_76 Pre-Treatment COMP 1311 37 19 18899298 18899298 Missense_Mutation SNP C T 7 9 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_76 Pre-Treatment SFRS14 10147 37 19 19121069 19121069 Nonsense_Mutation SNP G A 5 302 c.1933C>T c.(1933-1935)CGA>TGA p.R645*

Pat_76 Pre-Treatment ZNF14 7561 37 19 19822792 19822792 Missense_Mutation SNP G A 56 78 c.1298C>T c.(1297-1299)TCC>TTC p.S433F

Pat_76 Pre-Treatment ZNF682 91120 37 19 20116872 20116872 Missense_Mutation SNP G A 19 29 c.1439C>T c.(1438-1440)TCC>TTC p.S480F

Pat_76 Pre-Treatment ZNF90 7643 37 19 20216075 20216075 Missense_Mutation SNP G A 77 101 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_76 Pre-Treatment ZNF90 7643 37 19 20228748 20228748 Missense_Mutation SNP G A 12 15 c.385G>A c.(385-387)GGT>AGT p.G129S

Pat_76 Pre-Treatment ZNF626 199777 37 19 20807233 20807233 Missense_Mutation SNP C T 6 4 c.1450G>A c.(1450-1452)GAA>AAA p.E484K

Pat_76 Pre-Treatment ZNF626 199777 37 19 20807401 20807401 Missense_Mutation SNP C T 54 92 c.1282G>A c.(1282-1284)GAA>AAA p.E428K

Pat_76 Pre-Treatment ZNF676 163223 37 19 22362756 22362756 Missense_Mutation SNP G A 20 25 c.1763C>T c.(1762-1764)CCC>CTC p.P588L

Pat_76 Pre-Treatment ZNF99 7652 37 19 22940472 22940472 Missense_Mutation SNP T G 28 36 c.1966A>C c.(1966-1968)AAA>CAA p.K656Q

Pat_76 Pre-Treatment ZNF536 9745 37 19 31038889 31038889 Missense_Mutation SNP G A 4 108 c.2363G>A c.(2362-2364)GGC>GAC p.G788D

Pat_76 Pre-Treatment ZNF536 9745 37 19 31040082 31040082 Missense_Mutation SNP G A 39 63 c.3556G>A c.(3556-3558)GAA>AAA p.E1186K

Pat_76 Pre-Treatment RHPN2 85415 37 19 33512485 33512485 Missense_Mutation SNP C T 3 45 c.382G>A c.(382-384)GTC>ATC p.V128I

Pat_76 Pre-Treatment RBM42 79171 37 19 36122302 36122302 Missense_Mutation SNP G A 4 76 c.437G>A c.(436-438)CGG>CAG p.R146Q

Pat_76 Pre-Treatment UPK1A 11045 37 19 36164422 36164422 Missense_Mutation SNP G A 3 9 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_76 Pre-Treatment NPHS1 4868 37 19 36321798 36321798 Missense_Mutation SNP C T 39 46 c.3542G>A c.(3541-3543)AGA>AAA p.R1181K

Pat_76 Pre-Treatment ZNF793 390927 37 19 38028549 38028549 Missense_Mutation SNP G A 12 22 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_76 Pre-Treatment ZNF540 163255 37 19 38102515 38102515 Missense_Mutation SNP C T 62 98 c.334C>T c.(334-336)CGT>TGT p.R112C

Pat_76 Pre-Treatment ZNF607 84775 37 19 38189410 38189410 Missense_Mutation SNP G A 24 34 c.1622C>T c.(1621-1623)TCT>TTT p.S541F

Pat_76 Pre-Treatment RYR1 6261 37 19 38995971 38995971 Missense_Mutation SNP G A 4 31 c.8333G>A c.(8332-8334)GGA>GAA p.G2778E

Pat_76 Pre-Treatment RYR1 6261 37 19 39018297 39018297 Missense_Mutation SNP C T 7 15 c.10697C>T c.(10696-10698)TCC>TTC p.S3566F

Pat_76 Pre-Treatment RYR1 6261 37 19 39038941 39038941 Missense_Mutation SNP G A 21 35 c.12163G>A c.(12163-12165)GAG>AAG p.E4055K

Pat_76 Pre-Treatment MRPS12 6183 37 19 39422990 39422990 Missense_Mutation SNP C T 5 101 c.67C>T c.(67-69)CGG>TGG p.R23W

Pat_76 Pre-Treatment FCGBP 8857 37 19 40419983 40419983 Missense_Mutation SNP C T 23 31 c.3011G>A c.(3010-3012)GGG>GAG p.G1004E

Pat_76 Pre-Treatment ZNF780A 284323 37 19 40581648 40581648 Missense_Mutation SNP G A 4 88 c.701C>T c.(700-702)ACC>ATC p.T234I

Pat_76 Pre-Treatment SPTBN4 57731 37 19 41025980 41025981 Missense_Mutation DNP GG AA 12 21 c.3576_3577GG>AAc.(3574-3579)AGGGAG>AGAAAGp.E1193K

Pat_76 Pre-Treatment LTBP4 8425 37 19 41117276 41117276 Nonsense_Mutation SNP C T 4 64 c.2230C>T c.(2230-2232)CGA>TGA p.R744*

Pat_76 Pre-Treatment ERF 2077 37 19 42754607 42754607 Missense_Mutation SNP C T 4 116 c.133G>A c.(133-135)GTC>ATC p.V45I

Pat_76 Pre-Treatment MEGF8 1954 37 19 42880163 42880163 Missense_Mutation SNP G A 4 128 c.7573G>A c.(7573-7575)GTG>ATG p.V2525M

Pat_76 Pre-Treatment PSG3 5671 37 19 43237041 43237041 Missense_Mutation SNP G A 120 219 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_76 Pre-Treatment PSG8 440533 37 19 43262276 43262276 Missense_Mutation SNP G A 173 210 c.587C>T c.(586-588)TCT>TTT p.S196F

Pat_76 Pre-Treatment PSG1 5669 37 19 43373139 43373140 Missense_Mutation DNP CC TT 110 172 c.756_757GG>AAc.(754-759)AGGGAG>AGAAAGp.E253K

Pat_76 Pre-Treatment PSG1 5669 37 19 43382107 43382107 Missense_Mutation SNP C T 76 131 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_76 Pre-Treatment PSG6 5675 37 19 43411960 43411961 Missense_Mutation DNP CC GT 83 195 c.752_753GG>AC c.(751-753)AGG>AAC p.R251N

Pat_76 Pre-Treatment ZNF226 7769 37 19 44681760 44681760 Missense_Mutation SNP C T 8 15 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_76 Pre-Treatment ZNF285 26974 37 19 44891610 44891610 Missense_Mutation SNP C T 37 43 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_76 Pre-Treatment ZNF285 26974 37 19 44891787 44891787 Missense_Mutation SNP G A 19 22 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_76 Pre-Treatment BCAM 4059 37 19 45317445 45317445 Missense_Mutation SNP C T 4 101 c.821C>T c.(820-822)CCG>CTG p.P274L

Pat_76 Pre-Treatment PVRL2 5819 37 19 45389243 45389243 Missense_Mutation SNP G A 51 123 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_76 Pre-Treatment RELB 5971 37 19 45536001 45536001 Missense_Mutation SNP G A 7 8 c.1201G>A c.(1201-1203)GAC>AAC p.D401N

Pat_76 Pre-Treatment SFRS16 11129 37 19 45556053 45556053 Missense_Mutation SNP C T 28 49 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_76 Pre-Treatment RTN2 6253 37 19 45998057 45998057 Missense_Mutation SNP G A 7 13 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_76 Pre-Treatment IGFL2 147920 37 19 46664003 46664003 Missense_Mutation SNP C T 81 149 c.206C>T c.(205-207)CCC>CTC p.P69L

Pat_76 Pre-Treatment PNMAL1 55228 37 19 46973649 46973649 Missense_Mutation SNP G A 17 12 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Pre-Treatment PTGIR 5739 37 19 47124731 47124731 Missense_Mutation SNP G A 23 37 c.967C>T c.(967-969)CTT>TTT p.L323F

Pat_76 Pre-Treatment GRLF1 2909 37 19 47503857 47503857 Missense_Mutation SNP C T 23 22 c.4412C>T c.(4411-4413)CCG>CTG p.P1471L

Pat_76 Pre-Treatment ZC3H4 23211 37 19 47588399 47588399 Missense_Mutation SNP G A 62 79 c.1021C>T c.(1021-1023)CGG>TGG p.R341W



Pat_76 Pre-Treatment ELSPBP1 64100 37 19 48519260 48519260 Missense_Mutation SNP G A 35 43 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_76 Pre-Treatment GRIN2D 2906 37 19 48922977 48922977 Missense_Mutation SNP C T 63 133 c.1997C>T c.(1996-1998)GCC>GTC p.A666V

Pat_76 Pre-Treatment LMTK3 114783 37 19 49013354 49013354 Missense_Mutation SNP G A 3 19 c.374C>T c.(373-375)TCG>TTG p.S125L

Pat_76 Pre-Treatment SULT2B1 6820 37 19 49079332 49079333 Missense_Mutation DNP CC TT 50 92 c.206_207CC>TT c.(205-207)CCC>CTT p.P69L

Pat_76 Pre-Treatment FGF21 26291 37 19 49261406 49261406 Missense_Mutation SNP G A 8 21 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_76 Pre-Treatment CGB2 114336 37 19 49536425 49536425 Missense_Mutation SNP C T 28 44 c.439C>T c.(439-441)CCA>TCA p.P147S

Pat_76 Pre-Treatment SLC6A16 28968 37 19 49813080 49813080 Missense_Mutation SNP G A 22 13 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_76 Pre-Treatment TBC1D17 79735 37 19 50385521 50385521 Missense_Mutation SNP C T 48 88 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_76 Pre-Treatment IL4I1 259307 37 19 50399286 50399286 Missense_Mutation SNP G A 8 7 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_76 Pre-Treatment ZNF473 25888 37 19 50549595 50549595 Missense_Mutation SNP C T 14 31 c.1895C>T c.(1894-1896)TCC>TTC p.S632F

Pat_76 Pre-Treatment C19orf41 126123 37 19 50655885 50655885 Missense_Mutation SNP C T 171 205 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_76 Pre-Treatment C19orf41 126123 37 19 50666268 50666268 Missense_Mutation SNP C T 19 38 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_76 Pre-Treatment MYH14 79784 37 19 50753023 50753023 Missense_Mutation SNP G C 51 51 c.1575G>C c.(1573-1575)TGG>TGC p.W525C

Pat_76 Pre-Treatment MYH14 79784 37 19 50779268 50779268 Missense_Mutation SNP C T 17 16 c.3365C>T c.(3364-3366)GCC>GTC p.A1122V

Pat_76 Pre-Treatment KLK15 55554 37 19 51330397 51330397 Missense_Mutation SNP C T 16 33 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment FPR1 2357 37 19 52249742 52249742 Missense_Mutation SNP C T 29 38 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_76 Pre-Treatment ZNF613 79898 37 19 52448416 52448416 Missense_Mutation SNP C T 19 47 c.1280C>T c.(1279-1281)CCC>CTC p.P427L

Pat_76 Pre-Treatment ZNF701 55762 37 19 53085781 53085781 Missense_Mutation SNP G A 67 71 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_76 Pre-Treatment ZNF701 55762 37 19 53086538 53086538 Missense_Mutation SNP G C 3 39 c.1226G>C c.(1225-1227)CGT>CCT p.R409P

Pat_76 Pre-Treatment ZNF347 84671 37 19 53644928 53644928 Missense_Mutation SNP G A 54 91 c.1153C>T c.(1153-1155)CGT>TGT p.R385C

Pat_76 Pre-Treatment CACNG8 59283 37 19 54483187 54483187 Missense_Mutation SNP G A 3 19 c.431G>A c.(430-432)TGC>TAC p.C144Y

Pat_76 Pre-Treatment LILRB2 10288 37 19 54783794 54783794 Nonsense_Mutation SNP C T 45 78 c.207G>A c.(205-207)TGG>TGA p.W69*

Pat_76 Pre-Treatment LILRA1 11024 37 19 55107653 55107653 Splice_Site SNP G A 19 35 c.959_splice c.e7-1 p.G320_splice

Pat_76 Pre-Treatment LILRB1 10859 37 19 55148297 55148297 Missense_Mutation SNP C T 26 29 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_76 Pre-Treatment NLRP7 199713 37 19 55450725 55450726 Missense_Mutation DNP CC TT 5 20 c.1461_1462GG>AAc.(1459-1464)GGGGAG>GGAAAGp.E488K

Pat_76 Pre-Treatment SYT5 6861 37 19 55689725 55689725 Missense_Mutation SNP C T 18 14 c.91G>A c.(91-93)GCC>ACC p.A31T

Pat_76 Pre-Treatment PTPRH 5794 37 19 55716882 55716882 Missense_Mutation SNP C T 35 73 c.431G>A c.(430-432)GGC>GAC p.G144D

Pat_76 Pre-Treatment NLRP9 338321 37 19 56244864 56244864 Nonsense_Mutation SNP C T 31 58 c.333G>A c.(331-333)TGG>TGA p.W111*

Pat_76 Pre-Treatment NLRP5 126206 37 19 56530714 56530714 Missense_Mutation SNP C T 33 33 c.572C>T c.(571-573)TCA>TTA p.S191L

Pat_76 Pre-Treatment ZNF543 125919 37 19 57840542 57840542 Missense_Mutation SNP C T 41 42 c.1712C>T c.(1711-1713)CCT>CTT p.P571L

Pat_76 Pre-Treatment ZNF304 57343 37 19 57868658 57868658 Missense_Mutation SNP C T 59 187 c.1421C>T c.(1420-1422)CCT>CTT p.P474L

Pat_76 Pre-Treatment ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 39 42 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_76 Pre-Treatment ZSCAN4 201516 37 19 58190127 58190127 Missense_Mutation SNP C T 56 84 c.1156C>T c.(1156-1158)CAT>TAT p.H386Y

Pat_76 Pre-Treatment RPS5 6193 37 19 58904521 58904521 Missense_Mutation SNP C T 22 51 c.287C>T c.(286-288)GCC>GTC p.A96V

Pat_76 Pre-Treatment TSSC1 7260 37 2 3341881 3341881 Missense_Mutation SNP T G 9 24 c.166A>C c.(166-168)AAT>CAT p.N56H

Pat_76 Pre-Treatment ASAP2 8853 37 2 9474929 9474929 Missense_Mutation SNP C T 4 124 c.749C>T c.(748-750)ACG>ATG p.T250M

Pat_76 Pre-Treatment CPSF3 51692 37 2 9613133 9613133 Missense_Mutation SNP C T 5 86 c.2042C>T c.(2041-2043)ACG>ATG p.T681M

Pat_76 Pre-Treatment GREB1 9687 37 2 11752710 11752710 Missense_Mutation SNP G A 4 75 c.3096G>A c.(3094-3096)ATG>ATA p.M1032I

Pat_76 Pre-Treatment PUM2 23369 37 2 20460196 20460196 Missense_Mutation SNP G A 28 43 c.2257C>T c.(2257-2259)CCA>TCA p.P753S

Pat_76 Pre-Treatment APOB 338 37 2 21231860 21231860 Missense_Mutation SNP G A 25 44 c.7880C>T c.(7879-7881)CCA>CTA p.P2627L

Pat_76 Pre-Treatment APOB 338 37 2 21233066 21233066 Missense_Mutation SNP G T 9 17 c.6674C>A c.(6673-6675)ACA>AAA p.T2225K

Pat_76 Pre-Treatment APOB 338 37 2 21235356 21235356 Missense_Mutation SNP C T 15 43 c.4384G>A c.(4384-4386)GGA>AGA p.G1462R

Pat_76 Pre-Treatment DPYSL5 56896 37 2 27167566 27167566 Missense_Mutation SNP G A 38 40 c.1483G>A c.(1483-1485)GAT>AAT p.D495N

Pat_76 Pre-Treatment C2orf53 339779 37 2 27361072 27361072 Missense_Mutation SNP C A 6 4 c.126G>T c.(124-126)CAG>CAT p.Q42H

Pat_76 Pre-Treatment SLC30A3 7781 37 2 27478226 27478226 Missense_Mutation SNP G A 3 47 c.1121C>T c.(1120-1122)CCG>CTG p.P374L

Pat_76 Pre-Treatment PPM1G 5496 37 2 27604584 27604584 Missense_Mutation SNP C T 4 155 c.1523G>A c.(1522-1524)CGA>CAA p.R508Q

Pat_76 Pre-Treatment PLB1 151056 37 2 28812377 28812377 Missense_Mutation SNP G C 57 93 c.1876G>C c.(1876-1878)GTT>CTT p.V626L



Pat_76 Pre-Treatment FAM179A 165186 37 2 29247101 29247101 Missense_Mutation SNP G A 13 21 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_76 Pre-Treatment ALK 238 37 2 29543713 29543713 Missense_Mutation SNP C T 41 46 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_76 Pre-Treatment XDH 7498 37 2 31558835 31558835 Missense_Mutation SNP C A 34 64 c.3991G>T c.(3991-3993)GTG>TTG p.V1331L

Pat_76 Pre-Treatment SLC30A6 55676 37 2 32434592 32434592 Nonsense_Mutation SNP C T 4 124 c.847C>T c.(847-849)CGA>TGA p.R283*

Pat_76 Pre-Treatment FAM98A 25940 37 2 33810710 33810710 Missense_Mutation SNP G A 75 112 c.775C>T c.(775-777)CCT>TCT p.P259S

Pat_76 Pre-Treatment MAP4K3 8491 37 2 39487761 39487761 Nonsense_Mutation SNP C T 15 17 c.2294G>A c.(2293-2295)TGG>TAG p.W765*

Pat_76 Pre-Treatment SLC8A1 6546 37 2 40405536 40405536 Missense_Mutation SNP C T 71 112 c.1906G>A c.(1906-1908)GAG>AAG p.E636K

Pat_76 Pre-Treatment ABCG8 64241 37 2 44078738 44078738 Missense_Mutation SNP C T 22 13 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_76 Pre-Treatment PREPL 9581 37 2 44559788 44559789 Missense_Mutation DNP GG AA 12 18 c.1162_1163CC>TT c.(1162-1164)CCT>TTT p.P388F

Pat_76 Pre-Treatment FOXN2 3344 37 2 48573793 48573793 Missense_Mutation SNP C T 61 102 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_76 Pre-Treatment PSME4 23198 37 2 54131220 54131220 Missense_Mutation SNP G A 55 78 c.3017C>T c.(3016-3018)CCC>CTC p.P1006L

Pat_76 Pre-Treatment C2orf63 130162 37 2 55445106 55445106 Missense_Mutation SNP G A 11 37 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_76 Pre-Treatment EFEMP1 2202 37 2 56094269 56094269 Missense_Mutation SNP C T 47 71 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Pre-Treatment CCDC85A 114800 37 2 56611435 56611435 Missense_Mutation SNP C T 37 35 c.1607C>T c.(1606-1608)TCG>TTG p.S536L

Pat_76 Pre-Treatment PUS10 150962 37 2 61236063 61236063 Nonsense_Mutation SNP G A 4 15 c.214C>T c.(214-216)CGA>TGA p.R72*

Pat_76 Pre-Treatment PLEK 5341 37 2 68607955 68607955 Missense_Mutation SNP T A 71 93 c.299T>A c.(298-300)ATT>AAT p.I100N

Pat_76 Pre-Treatment FBXO48 554251 37 2 68691389 68691389 Missense_Mutation SNP C T 136 227 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Pre-Treatment GFPT1 2673 37 2 69597165 69597165 Missense_Mutation SNP C T 39 51 c.191G>A c.(190-192)GGA>GAA p.G64E

Pat_76 Pre-Treatment C2orf42 54980 37 2 70377634 70377634 Missense_Mutation SNP G A 19 39 c.1579C>T c.(1579-1581)CTT>TTT p.L527F

Pat_76 Pre-Treatment PCYOX1 51449 37 2 70502156 70502156 Missense_Mutation SNP G A 42 70 c.560G>A c.(559-561)GGA>GAA p.G187E

Pat_76 Pre-Treatment ATP6V1B1 525 37 2 71191923 71191923 Missense_Mutation SNP G A 12 14 c.1306G>A c.(1306-1308)GAG>AAG p.E436K

Pat_76 Pre-Treatment C2orf78 388960 37 2 74042413 74042413 Missense_Mutation SNP G A 8 8 c.1063G>A c.(1063-1065)GAA>AAA p.E355K

Pat_76 Pre-Treatment SEMA4F 10505 37 2 74906855 74906855 Missense_Mutation SNP G A 3 41 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_76 Pre-Treatment HK2 3099 37 2 75108931 75108931 Missense_Mutation SNP T G 23 27 c.1664T>G c.(1663-1665)ATG>AGG p.M555R

Pat_76 Pre-Treatment CTNNA2 1496 37 2 80808840 80808840 Missense_Mutation SNP G A 21 26 c.1903G>A c.(1903-1905)GAA>AAA p.E635K

Pat_76 Pre-Treatment THNSL2 55258 37 2 88484883 88484883 Missense_Mutation SNP G A 29 33 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Pre-Treatment ZNF2 7549 37 2 95847717 95847717 Missense_Mutation SNP C T 4 137 c.1141C>T c.(1141-1143)CGG>TGG p.R381W

Pat_76 Pre-Treatment TMEM131 23505 37 2 98475846 98475846 Missense_Mutation SNP G A 8 28 c.404C>T c.(403-405)CCT>CTT p.P135L

Pat_76 Pre-Treatment LYG2 254773 37 2 99861748 99861748 Missense_Mutation SNP C T 22 62 c.358G>A c.(358-360)GGA>AGA p.G120R

Pat_76 Pre-Treatment NPAS2 4862 37 2 101565879 101565879 Missense_Mutation SNP C T 21 64 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_76 Pre-Treatment CREG2 200407 37 2 102000157 102000158 Missense_Mutation DNP CC TT 35 111 c.448_449GG>AA c.(448-450)GGA>AAA p.G150K

Pat_76 Pre-Treatment IL18R1 8809 37 2 103013029 103013029 Missense_Mutation SNP C G 18 58 c.1309C>G c.(1309-1311)CGA>GGA p.R437G

Pat_76 Pre-Treatment TGFBRAP1 9392 37 2 105912941 105912941 Missense_Mutation SNP C T 31 122 c.910G>A c.(910-912)GGA>AGA p.G304R

Pat_76 Pre-Treatment RGPD3 653489 37 2 107049684 107049684 Missense_Mutation SNP C T 143 375 c.2263G>A c.(2263-2265)GAA>AAA p.E755K

Pat_76 Pre-Treatment SULT1C3 442038 37 2 108881461 108881461 Missense_Mutation SNP G A 71 52 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_76 Pre-Treatment RGPD5 84220 37 2 113147135 113147135 Nonsense_Mutation SNP C T 45 308 c.3387G>A c.(3385-3387)TGG>TGA p.W1129*

Pat_76 Pre-Treatment POLR1B 84172 37 2 113322062 113322062 Missense_Mutation SNP C T 75 97 c.1732C>T c.(1732-1734)CTT>TTT p.L578F

Pat_76 Pre-Treatment IL1F6 27179 37 2 113764178 113764178 Missense_Mutation SNP C T 163 253 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_76 Pre-Treatment PSD4 23550 37 2 113953840 113953840 Missense_Mutation SNP G A 17 23 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_76 Pre-Treatment DPP10 57628 37 2 116066815 116066815 Missense_Mutation SNP G A 13 20 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_76 Pre-Treatment DPP10 57628 37 2 116572369 116572369 Missense_Mutation SNP G A 29 49 c.1701G>A c.(1699-1701)ATG>ATA p.M567I

Pat_76 Pre-Treatment PCDP1 200373 37 2 120373196 120373196 Missense_Mutation SNP G A 8 18 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_76 Pre-Treatment TMEM177 80775 37 2 120438910 120438911 Nonsense_Mutation DNP CT TA 17 40 c.481_482CT>TA c.(481-483)CTG>TAG p.L161*

Pat_76 Pre-Treatment GLI2 2736 37 2 121748199 121748199 Missense_Mutation SNP C T 40 55 c.4709C>T c.(4708-4710)TCC>TTC p.S1570F

Pat_76 Pre-Treatment TFCP2L1 29842 37 2 121997133 121997133 Splice_Site SNP C T 26 28 c.860_splice c.e8+1 p.G287_splice

Pat_76 Pre-Treatment MKI67IP 84365 37 2 122493301 122493301 Missense_Mutation SNP G T 21 35 c.131C>A c.(130-132)CCT>CAT p.P44H

Pat_76 Pre-Treatment CNTNAP5 129684 37 2 125204447 125204447 Missense_Mutation SNP C T 4 137 c.851C>T c.(850-852)ACG>ATG p.T284M



Pat_76 Pre-Treatment MYO7B 4648 37 2 128341852 128341852 Missense_Mutation SNP C T 29 54 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_76 Pre-Treatment MYO7B 4648 37 2 128346086 128346086 Missense_Mutation SNP C T 24 35 c.1810C>T c.(1810-1812)CAT>TAT p.H604Y

Pat_76 Pre-Treatment LOC401010 401010 37 2 132200417 132200417 Missense_Mutation SNP C T 6 5 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_76 Pre-Treatment YSK4 80122 37 2 135744766 135744766 Missense_Mutation SNP G A 28 35 c.1676C>T c.(1675-1677)CCC>CTC p.P559L

Pat_76 Pre-Treatment LCT 3938 37 2 136566810 136566810 Missense_Mutation SNP G A 25 33 c.3107C>T c.(3106-3108)CCT>CTT p.P1036L

Pat_76 Pre-Treatment HNMT 3176 37 2 138762777 138762777 Missense_Mutation SNP C T 55 90 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_76 Pre-Treatment LRP1B 53353 37 2 141232728 141232728 Missense_Mutation SNP C T 30 36 c.9604G>A c.(9604-9606)GAT>AAT p.D3202N

Pat_76 Pre-Treatment LRP1B 53353 37 2 141986902 141986902 Missense_Mutation SNP C T 8 13 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_76 Pre-Treatment KYNU 8942 37 2 143643012 143643012 Missense_Mutation SNP G A 24 33 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_76 Pre-Treatment KYNU 8942 37 2 143718310 143718310 Missense_Mutation SNP C T 54 73 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_76 Pre-Treatment ARHGAP15 55843 37 2 143913139 143913139 Missense_Mutation SNP G A 28 26 c.80G>A c.(79-81)AGA>AAA p.R27K

Pat_76 Pre-Treatment KIF5C 3800 37 2 149864490 149864490 Missense_Mutation SNP A G 31 58 c.2459A>G c.(2458-2460)GAC>GGC p.D820G

Pat_76 Pre-Treatment GALNT5 11227 37 2 158140927 158140927 Missense_Mutation SNP G A 27 34 c.1588G>A c.(1588-1590)GAG>AAG p.E530K

Pat_76 Pre-Treatment SLC4A10 57282 37 2 162807236 162807236 Missense_Mutation SNP G A 2 1 c.2419G>A c.(2419-2421)GGT>AGT p.G807S

Pat_76 Pre-Treatment SCN3A 6328 37 2 165997216 165997216 Missense_Mutation SNP G A 30 68 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_76 Pre-Treatment SCN9A 6335 37 2 167060726 167060726 Nonsense_Mutation SNP G A 25 25 c.4480C>T c.(4480-4482)CAA>TAA p.Q1494*

Pat_76 Pre-Treatment SCN7A 6332 37 2 167297955 167297955 Missense_Mutation SNP G A 25 39 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_76 Pre-Treatment XIRP2 129446 37 2 168099884 168099884 Missense_Mutation SNP G A 38 45 c.1982G>A c.(1981-1983)AGG>AAG p.R661K

Pat_76 Pre-Treatment XIRP2 129446 37 2 168106418 168106418 Missense_Mutation SNP G A 32 54 c.8516G>A c.(8515-8517)AGA>AAA p.R2839K

Pat_76 Pre-Treatment ITGA6 3655 37 2 173355997 173355997 Missense_Mutation SNP G A 64 126 c.2827G>A c.(2827-2829)GGG>AGG p.G943R

Pat_76 Pre-Treatment CDCA7 83879 37 2 174232372 174232372 Nonsense_Mutation SNP G T 111 113 c.1096G>T c.(1096-1098)GAA>TAA p.E366*

Pat_76 Pre-Treatment CDCA7 83879 37 2 174232374 174232374 Missense_Mutation SNP A T 112 116 c.1098A>T c.(1096-1098)GAA>GAT p.E366D

Pat_76 Pre-Treatment CHN1 1123 37 2 175666528 175666528 Missense_Mutation SNP G A 4 137 c.1115C>T c.(1114-1116)CCG>CTG p.P372L

Pat_76 Pre-Treatment TTN 7273 37 2 179416869 179416870 Missense_Mutation DNP CC TT 51 83 c.83053_83054GG>AAc.(83053-83055)GGA>AAA p.G27685K

Pat_76 Pre-Treatment TTN 7273 37 2 179417904 179417904 Missense_Mutation SNP C T 40 49 c.82019G>A c.(82018-82020)GGA>GAA p.G27340E

Pat_76 Pre-Treatment TTN 7273 37 2 179431781 179431781 Missense_Mutation SNP G A 60 100 c.71374C>T c.(71374-71376)CGT>TGT p.R23792C

Pat_76 Pre-Treatment TTN 7273 37 2 179432002 179432002 Missense_Mutation SNP C T 49 107 c.71153G>A c.(71152-71154)AGA>AAA p.R23718K

Pat_76 Pre-Treatment TTN 7273 37 2 179483389 179483389 Missense_Mutation SNP C T 34 49 c.39184G>A c.(39184-39186)GGA>AGA p.G13062R

Pat_76 Pre-Treatment TTN 7273 37 2 179552911 179552911 Missense_Mutation SNP T G 44 71 c.28506A>C c.(28504-28506)GAA>GAC p.E9502D

Pat_76 Pre-Treatment TTN 7273 37 2 179552940 179552940 Missense_Mutation SNP C T 31 43 c.28477G>A c.(28477-28479)GAG>AAG p.E9493K

Pat_76 Pre-Treatment TTN 7273 37 2 179584053 179584053 Missense_Mutation SNP C T 65 85 c.20332G>A c.(20332-20334)GGA>AGA p.G6778R

Pat_76 Pre-Treatment TTN 7273 37 2 179587255 179587255 Missense_Mutation SNP G A 87 106 c.18527C>T c.(18526-18528)TCT>TTT p.S6176F

Pat_76 Pre-Treatment TTN 7273 37 2 179590750 179590750 Missense_Mutation SNP G A 20 24 c.16567C>T c.(16567-16569)CCT>TCT p.P5523S

Pat_76 Pre-Treatment TTN 7273 37 2 179594203 179594203 Missense_Mutation SNP G A 28 58 c.14948C>T c.(14947-14949)CCG>CTG p.P4983L

Pat_76 Pre-Treatment TTN 7273 37 2 179605785 179605786 Missense_Mutation DNP CC TT 80 99 c.11661_11662GG>AAc.(11659-11664)AAGGGT>AAAAGTp.G3888S

Pat_76 Pre-Treatment TTN 7273 37 2 179614199 179614199 Nonsense_Mutation SNP G A 18 29 c.12928C>T c.(12928-12930)CAA>TAA p.Q4310*

Pat_76 Pre-Treatment TTN 7273 37 2 179638813 179638813 Missense_Mutation SNP C T 52 77 c.7082G>A c.(7081-7083)GGA>GAA p.G2361E

Pat_76 Pre-Treatment TTN 7273 37 2 179647791 179647791 Missense_Mutation SNP C T 11 15 c.2842G>A c.(2842-2844)GGC>AGC p.G948S

Pat_76 Pre-Treatment CCDC141 285025 37 2 179701823 179701823 Nonsense_Mutation SNP G A 7 20 c.2398C>T c.(2398-2400)CAA>TAA p.Q800*

Pat_76 Pre-Treatment PDE1A 5136 37 2 183070682 183070682 Missense_Mutation SNP G A 14 29 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_76 Pre-Treatment ZNF804A 91752 37 2 185798352 185798353 Missense_Mutation DNP GG AA 24 49 c.278_279GG>AA c.(277-279)AGG>AAA p.R93K

Pat_76 Pre-Treatment ZNF804A 91752 37 2 185800683 185800683 Missense_Mutation SNP C A 17 27 c.560C>A c.(559-561)CCA>CAA p.P187Q

Pat_76 Pre-Treatment ZSWIM2 151112 37 2 187702046 187702046 Missense_Mutation SNP C T 35 47 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_76 Pre-Treatment ZSWIM2 151112 37 2 187702277 187702277 Missense_Mutation SNP C T 16 68 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_76 Pre-Treatment COL3A1 1281 37 2 189854823 189854823 Missense_Mutation SNP G A 31 50 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_76 Pre-Treatment MYO1B 4430 37 2 192265124 192265124 Missense_Mutation SNP G A 50 106 c.2312G>A c.(2311-2313)CGG>CAG p.R771Q

Pat_76 Pre-Treatment DNAH7 56171 37 2 196723464 196723464 Nonsense_Mutation SNP G A 72 114 c.7801C>T c.(7801-7803)CAA>TAA p.Q2601*



Pat_76 Pre-Treatment DNAH7 56171 37 2 196729497 196729497 Missense_Mutation SNP C T 102 167 c.6882G>A c.(6880-6882)ATG>ATA p.M2294I

Pat_76 Pre-Treatment DNAH7 56171 37 2 196756414 196756414 Missense_Mutation SNP G A 32 76 c.5011C>T c.(5011-5013)CTT>TTT p.L1671F

Pat_76 Pre-Treatment HECW2 57520 37 2 197092934 197092934 Missense_Mutation SNP G A 15 45 c.3809C>T c.(3808-3810)TCC>TTC p.S1270F

Pat_76 Pre-Treatment RAPH1 65059 37 2 204306082 204306082 Missense_Mutation SNP G A 7 15 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_76 Pre-Treatment ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 9 16 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_76 Pre-Treatment PTH2R 5746 37 2 209307123 209307123 Missense_Mutation SNP C T 80 123 c.446C>T c.(445-447)ACC>ATC p.T149I

Pat_76 Pre-Treatment CPS1 1373 37 2 211454911 211454911 Missense_Mutation SNP C T 160 320 c.793C>T c.(793-795)CCG>TCG p.P265S

Pat_76 Pre-Treatment ABCA12 26154 37 2 215843664 215843665 Missense_Mutation DNP CC TT 26 37 c.4840_4841GG>AAc.(4840-4842)GGA>AAA p.G1614K

Pat_76 Pre-Treatment CXCR1 3577 37 2 219029255 219029255 Missense_Mutation SNP C T 4 143 c.680G>A c.(679-681)CGT>CAT p.R227H

Pat_76 Pre-Treatment SERPINE2 5270 37 2 224842266 224842266 Missense_Mutation SNP G A 47 76 c.1154C>T c.(1153-1155)CCT>CTT p.P385L

Pat_76 Pre-Treatment IRS1 3667 37 2 227662817 227662817 Missense_Mutation SNP C A 4 122 c.638G>T c.(637-639)CGC>CTC p.R213L

Pat_76 Pre-Treatment COL4A4 1286 37 2 227872874 227872874 Missense_Mutation SNP C T 22 23 c.4669G>A c.(4669-4671)GAG>AAG p.E1557K

Pat_76 Pre-Treatment COL4A3 1285 37 2 228155552 228155552 Missense_Mutation SNP G A 22 16 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_76 Pre-Treatment SP100 6672 37 2 231404082 231404083 Missense_Mutation DNP CC TT 12 40 c.2195_2196CC>TT c.(2194-2196)TCC>TTT p.S732F

Pat_76 Pre-Treatment UGT1A6 54578 37 2 234601885 234601885 Missense_Mutation SNP C T 24 44 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_76 Pre-Treatment ASB18 401036 37 2 237149963 237149963 Missense_Mutation SNP C T 32 44 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_76 Pre-Treatment RBM44 375316 37 2 238738134 238738134 Missense_Mutation SNP C T 75 106 c.2878C>T c.(2878-2880)CCT>TCT p.P960S

Pat_76 Pre-Treatment HDAC4 9759 37 2 240036829 240036829 Missense_Mutation SNP C T 4 54 c.1696G>A c.(1696-1698)GAT>AAT p.D566N

Pat_76 Pre-Treatment PRR21 643905 37 2 240981477 240981477 Missense_Mutation SNP G A 5 67 c.923C>T c.(922-924)ACC>ATC p.T308I

Pat_76 Pre-Treatment RNPEPL1 57140 37 2 241514551 241514551 Missense_Mutation SNP T A 42 59 c.700T>A c.(700-702)TTT>ATT p.F234I

Pat_76 Pre-Treatment SNED1 25992 37 2 241989314 241989314 Missense_Mutation SNP T C 39 43 c.1699T>C c.(1699-1701)TGC>CGC p.C567R

Pat_76 Pre-Treatment CPXM1 56265 37 20 2774842 2774842 Missense_Mutation SNP C G 58 37 c.2199G>C c.(2197-2199)AAG>AAC p.K733N

Pat_76 Pre-Treatment CPXM1 56265 37 20 2777701 2777701 Missense_Mutation SNP G A 14 28 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_76 Pre-Treatment SLC4A11 83959 37 20 3209023 3209023 Missense_Mutation SNP G A 59 78 c.2488C>T c.(2488-2490)CAC>TAC p.H830Y

Pat_76 Pre-Treatment SIGLEC1 6614 37 20 3674127 3674127 Missense_Mutation SNP G A 3 51 c.3475C>T c.(3475-3477)CGC>TGC p.R1159C

Pat_76 Pre-Treatment GPCPD1 56261 37 20 5539440 5539440 Missense_Mutation SNP G A 14 32 c.1558C>T c.(1558-1560)CCG>TCG p.P520S

Pat_76 Pre-Treatment PLCB1 23236 37 20 8130959 8130959 Missense_Mutation SNP C T 24 22 c.118C>T c.(118-120)CCA>TCA p.P40S

Pat_76 Pre-Treatment PLCB1 23236 37 20 8626748 8626748 Splice_Site SNP G A 29 42 c.385_splice c.e5-1 p.E129_splice

Pat_76 Pre-Treatment C20orf103 24141 37 20 9498795 9498795 Missense_Mutation SNP C T 5 72 c.584C>T c.(583-585)CCG>CTG p.P195L

Pat_76 Pre-Treatment PAK7 57144 37 20 9561234 9561234 Missense_Mutation SNP G A 106 92 c.548C>T c.(547-549)TCT>TTT p.S183F

Pat_76 Pre-Treatment SNAP25 6616 37 20 10256176 10256176 Missense_Mutation SNP G A 21 8 c.37G>A c.(37-39)GAG>AAG p.E13K

Pat_76 Pre-Treatment SEL1L2 80343 37 20 13839970 13839970 Missense_Mutation SNP G A 28 29 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_76 Pre-Treatment SEC23B 10483 37 20 18491484 18491484 Missense_Mutation SNP C T 4 75 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_76 Pre-Treatment C20orf26 26074 37 20 20257987 20257987 Missense_Mutation SNP G A 64 34 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_76 Pre-Treatment XRN2 22803 37 20 21362668 21362668 Missense_Mutation SNP C T 23 70 c.2621C>T c.(2620-2622)CCC>CTC p.P874L

Pat_76 Pre-Treatment FOXA2 3170 37 20 22563239 22563239 Missense_Mutation SNP C T 36 58 c.623G>A c.(622-624)CGC>CAC p.R208H

Pat_76 Pre-Treatment HM13 81502 37 20 30142599 30142599 Missense_Mutation SNP G T 4 136 c.775G>T c.(775-777)GCC>TCC p.A259S

Pat_76 Pre-Treatment MYLK2 85366 37 20 30409442 30409442 Missense_Mutation SNP C T 118 74 c.674C>T c.(673-675)TCG>TTG p.S225L

Pat_76 Pre-Treatment TTLL9 164395 37 20 30507671 30507671 Missense_Mutation SNP C T 72 61 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_76 Pre-Treatment HCK 3055 37 20 30674527 30674527 Missense_Mutation SNP C T 3 36 c.932C>T c.(931-933)ACT>ATT p.T311I

Pat_76 Pre-Treatment ZNF341 84905 37 20 32377334 32377334 Missense_Mutation SNP G A 25 93 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_76 Pre-Treatment AHCY 191 37 20 32878645 32878645 Missense_Mutation SNP C T 4 75 c.658G>A c.(658-660)GGC>AGC p.G220S

Pat_76 Pre-Treatment ITCH 83737 37 20 33059310 33059310 Missense_Mutation SNP C T 49 47 c.1682C>T c.(1681-1683)TCC>TTC p.S561F

Pat_76 Pre-Treatment GSS 2937 37 20 33529540 33529540 Missense_Mutation SNP G A 38 27 c.584C>T c.(583-585)GCC>GTC p.A195V

Pat_76 Pre-Treatment FAM83C 128876 37 20 33875149 33875149 Missense_Mutation SNP G A 25 35 c.1433C>T c.(1432-1434)CCC>CTC p.P478L

Pat_76 Pre-Treatment MANBAL 63905 37 20 35929694 35929694 Missense_Mutation SNP C T 9 15 c.28C>T c.(28-30)CCG>TCG p.P10S

Pat_76 Pre-Treatment TGM2 7052 37 20 36760777 36760777 Missense_Mutation SNP C T 53 113 c.1741G>A c.(1741-1743)GAC>AAC p.D581N



Pat_76 Pre-Treatment TOX2 84969 37 20 42680074 42680074 Missense_Mutation SNP G T 14 20 c.567G>T c.(565-567)ATG>ATT p.M189I

Pat_76 Pre-Treatment JPH2 57158 37 20 42788428 42788428 Missense_Mutation SNP G T 12 32 c.999C>A c.(997-999)GAC>GAA p.D333E

Pat_76 Pre-Treatment JPH2 57158 37 20 42788430 42788430 Missense_Mutation SNP C T 11 31 c.997G>A c.(997-999)GAC>AAC p.D333N

Pat_76 Pre-Treatment HNF4A 3172 37 20 43056995 43056995 Missense_Mutation SNP C T 78 54 c.1150C>T c.(1150-1152)CAT>TAT p.H384Y

Pat_76 Pre-Treatment SEMG2 6407 37 20 43850643 43850643 Missense_Mutation SNP C T 45 25 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_76 Pre-Treatment C20orf165 128497 37 20 44516192 44516192 Missense_Mutation SNP G A 4 118 c.38C>T c.(37-39)CCT>CTT p.P13L

Pat_76 Pre-Treatment MMP9 4318 37 20 44641179 44641179 Missense_Mutation SNP C T 50 39 c.1288C>T c.(1288-1290)CCC>TCC p.P430S

Pat_76 Pre-Treatment ZNF334 55713 37 20 45130345 45130345 Missense_Mutation SNP C T 65 134 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Pre-Treatment ZNF334 55713 37 20 45130930 45130930 Missense_Mutation SNP C T 69 161 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_76 Pre-Treatment ARFGEF2 10564 37 20 47635499 47635499 Missense_Mutation SNP C T 18 15 c.4588C>T c.(4588-4590)CCA>TCA p.P1530S

Pat_76 Pre-Treatment SALL4 57167 37 20 50408016 50408016 Missense_Mutation SNP G A 17 19 c.1006C>T c.(1006-1008)CCT>TCT p.P336S

Pat_76 Pre-Treatment SALL4 57167 37 20 50408730 50408730 Missense_Mutation SNP G A 31 22 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_76 Pre-Treatment CBLN4 140689 37 20 54575833 54575833 Missense_Mutation SNP C T 109 100 c.362G>A c.(361-363)AGT>AAT p.S121N

Pat_76 Pre-Treatment MC3R 4159 37 20 54824619 54824620 Missense_Mutation DNP GG AA 31 22 c.720_721GG>AAc.(718-723)GGGGCA>GGAACAp.A241T

Pat_76 Pre-Treatment CSTF1 1477 37 20 54974146 54974146 Missense_Mutation SNP C T 123 270 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_76 Pre-Treatment CASS4 57091 37 20 55027514 55027514 Missense_Mutation SNP G A 12 12 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_76 Pre-Treatment GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 24 80 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_76 Pre-Treatment ZNF831 128611 37 20 57768785 57768785 Missense_Mutation SNP C T 29 25 c.2711C>T c.(2710-2712)ACC>ATC p.T904I

Pat_76 Pre-Treatment ZNF831 128611 37 20 57769723 57769723 Nonsense_Mutation SNP C T 12 10 c.3649C>T c.(3649-3651)CGA>TGA p.R1217*

Pat_76 Pre-Treatment ZNF831 128611 37 20 57770945 57770945 Missense_Mutation SNP G A 89 227 c.3760G>A c.(3760-3762)GGG>AGG p.G1254R

Pat_76 Pre-Treatment SYCP2 10388 37 20 58495521 58495521 Missense_Mutation SNP G A 18 18 c.190C>T c.(190-192)CAC>TAC p.H64Y

Pat_76 Pre-Treatment CDH4 1002 37 20 60448856 60448856 Missense_Mutation SNP G A 4 146 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_76 Pre-Treatment DIDO1 11083 37 20 61513427 61513427 Missense_Mutation SNP G A 5 242 c.3881C>T c.(3880-3882)GCG>GTG p.A1294V

Pat_76 Pre-Treatment SRMS 6725 37 20 62178665 62178666 Missense_Mutation DNP GG AA 4 13 c.151_152CC>TT c.(151-153)CCC>TTC p.P51F

Pat_76 Pre-Treatment RTEL1 51750 37 20 62292799 62292799 Missense_Mutation SNP G A 3 43 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_76 Pre-Treatment RTEL1 51750 37 20 62320927 62320927 Missense_Mutation SNP C T 4 61 c.1951C>T c.(1951-1953)CGC>TGC p.R651C

Pat_76 Pre-Treatment TPTE 7179 37 21 10908889 10908889 Missense_Mutation SNP G A 6 24 c.1456C>T c.(1456-1458)CCT>TCT p.P486S

Pat_76 Pre-Treatment TPTE 7179 37 21 10920116 10920116 Missense_Mutation SNP C T 24 100 c.1138G>A c.(1138-1140)GAA>AAA p.E380K

Pat_76 Pre-Treatment RBM11 54033 37 21 15599544 15599544 Missense_Mutation SNP G A 4 81 c.776G>A c.(775-777)AGC>AAC p.S259N

Pat_76 Pre-Treatment BTG3 10950 37 21 18966605 18966605 Missense_Mutation SNP G A 45 45 c.565C>T c.(565-567)CCC>TCC p.P189S

Pat_76 Pre-Treatment NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 21 51 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_76 Pre-Treatment JAM2 58494 37 21 27066190 27066190 Missense_Mutation SNP G A 76 117 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Pre-Treatment HUNK 30811 37 21 33370917 33370917 Missense_Mutation SNP C T 32 61 c.1565C>T c.(1564-1566)CCC>CTC p.P522L

Pat_76 Pre-Treatment C21orf59 56683 37 21 33976521 33976521 Missense_Mutation SNP C T 26 64 c.448G>A c.(448-450)GTG>ATG p.V150M

Pat_76 Pre-Treatment DNAJC28 54943 37 21 34861059 34861059 Missense_Mutation SNP T G 91 107 c.642A>C c.(640-642)AAA>AAC p.K214N

Pat_76 Pre-Treatment SLC5A3 6526 37 21 35467832 35467832 Missense_Mutation SNP A G 76 165 c.335A>G c.(334-336)TAC>TGC p.Y112C

Pat_76 Pre-Treatment SLC5A3 6526 37 21 35467859 35467859 Missense_Mutation SNP G A 99 177 c.362G>A c.(361-363)AGG>AAG p.R121K

Pat_76 Pre-Treatment SETD4 54093 37 21 37420683 37420683 Missense_Mutation SNP C T 105 170 c.219G>A c.(217-219)ATG>ATA p.M73I

Pat_76 Pre-Treatment DOPEY2 9980 37 21 37597961 37597961 Missense_Mutation SNP C T 7 26 c.1469C>T c.(1468-1470)CCT>CTT p.P490L

Pat_76 Pre-Treatment TTC3 7267 37 21 38462544 38462545 Missense_Mutation DNP CC TT 15 35 c.438_439CC>TTc.(436-441)TTCCTT>TTTTTT p.L147F

Pat_76 Pre-Treatment TTC3 7267 37 21 38539906 38539906 Missense_Mutation SNP C T 36 40 c.4451C>T c.(4450-4452)CCT>CTT p.P1484L

Pat_76 Pre-Treatment DSCR4 10281 37 21 39426981 39426981 Missense_Mutation SNP C T 12 47 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_76 Pre-Treatment DSCAM 1826 37 21 41450781 41450781 Missense_Mutation SNP G A 14 19 c.4544C>T c.(4543-4545)CCC>CTC p.P1515L

Pat_76 Pre-Treatment DSCAM 1826 37 21 41455916 41455916 Missense_Mutation SNP G A 20 32 c.4150C>T c.(4150-4152)CGG>TGG p.R1384W

Pat_76 Pre-Treatment FAM3B 54097 37 21 42694883 42694883 Missense_Mutation SNP C T 26 46 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_76 Pre-Treatment PRDM15 63977 37 21 43279315 43279315 Missense_Mutation SNP C T 3 63 c.1054G>A c.(1054-1056)GTG>ATG p.V352M

Pat_76 Pre-Treatment PRDM15 63977 37 21 43299455 43299455 Missense_Mutation SNP G A 15 25 c.26C>T c.(25-27)TCC>TTC p.S9F



Pat_76 Pre-Treatment CBS 875 37 21 44483104 44483104 Missense_Mutation SNP C T 4 124 c.913G>A c.(913-915)GGG>AGG p.G305R

Pat_76 Pre-Treatment CRYAA 1409 37 21 44590730 44590730 Missense_Mutation SNP G A 40 50 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_76 Pre-Treatment SIK1 150094 37 21 44838191 44838191 Missense_Mutation SNP G A 29 28 c.1693C>T c.(1693-1695)CCT>TCT p.P565S

Pat_76 Pre-Treatment RRP1 8568 37 21 45217545 45217546 Missense_Mutation DNP CC TT 41 98 c.586_587CC>TT c.(586-588)CCC>TTC p.P196F

Pat_76 Pre-Treatment C21orf29 54084 37 21 45987779 45987779 Missense_Mutation SNP C T 20 31 c.193G>A c.(193-195)GCC>ACC p.A65T

Pat_76 Pre-Treatment KRTAP10-4 386672 37 21 45994771 45994771 Missense_Mutation SNP C T 33 53 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_76 Pre-Treatment COL6A1 1291 37 21 47418068 47418069 Missense_Mutation DNP GG AA 11 16 c.1558_1559GG>AAc.(1558-1560)GGC>AAC p.G520N

Pat_76 Pre-Treatment COL6A1 1291 37 21 47421963 47421963 Missense_Mutation SNP G A 4 15 c.2045G>A c.(2044-2046)CGG>CAG p.R682Q

Pat_76 Pre-Treatment COL6A2 1292 37 21 47532283 47532283 Missense_Mutation SNP C T 8 12 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Pre-Treatment LSS 4047 37 21 47633739 47633739 Missense_Mutation SNP G A 14 19 c.1022C>T c.(1021-1023)ACC>ATC p.T341I

Pat_76 Pre-Treatment PCNT 5116 37 21 47769597 47769598 Splice_Site DNP GG AA 28 53 c.1208_splice c.e8-1 p.R403_splice

Pat_76 Pre-Treatment PCNT 5116 37 21 47817270 47817270 Missense_Mutation SNP G A 11 32 c.4308G>A c.(4306-4308)ATG>ATA p.M1436I

Pat_76 Pre-Treatment DIP2A 23181 37 21 47981665 47981665 Missense_Mutation SNP C T 91 168 c.4036C>T c.(4036-4038)CGT>TGT p.R1346C

Pat_76 Pre-Treatment POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 48 456 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_76 Pre-Treatment POTEH 23784 37 22 16279222 16279222 Missense_Mutation SNP T A 50 483 c.1001A>T c.(1000-1002)AAT>ATT p.N334I

Pat_76 Pre-Treatment OR11H1 81061 37 22 16449102 16449102 Missense_Mutation SNP G A 71 111 c.703C>T c.(703-705)CTT>TTT p.L235F

Pat_76 Pre-Treatment RTDR1 27156 37 22 23401774 23401774 Missense_Mutation SNP C T 45 16 c.913G>A c.(913-915)GGC>AGC p.G305S

Pat_76 Pre-Treatment RAB36 9609 37 22 23495309 23495309 Missense_Mutation SNP A T 71 75 c.515A>T c.(514-516)TAT>TTT p.Y172F

Pat_76 Pre-Treatment MMP11 4320 37 22 24124425 24124425 Nonsense_Mutation SNP G A 43 69 c.1088G>A c.(1087-1089)TGG>TAG p.W363*

Pat_76 Pre-Treatment GGT1 2678 37 22 25023398 25023398 Splice_Site SNP G A 25 40 c.1021_splice c.e12-1 p.V341_splice

Pat_76 Pre-Treatment MYO18B 84700 37 22 26351183 26351183 Missense_Mutation SNP G A 6 7 c.6009G>A c.(6007-6009)ATG>ATA p.M2003I

Pat_76 Pre-Treatment RFPL1 5988 37 22 29837650 29837650 Missense_Mutation SNP G A 4 104 c.493G>A c.(493-495)GTG>ATG p.V165M

Pat_76 Pre-Treatment CABP7 164633 37 22 30125183 30125183 Missense_Mutation SNP C T 4 4 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Pre-Treatment SEC14L3 266629 37 22 30863013 30863013 Missense_Mutation SNP C T 53 98 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_76 Pre-Treatment NCF4 4689 37 22 37261013 37261013 Missense_Mutation SNP G A 24 46 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_76 Pre-Treatment TMPRSS6 164656 37 22 37499418 37499418 Missense_Mutation SNP C T 43 55 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_76 Pre-Treatment TRIOBP 11078 37 22 38120224 38120224 Missense_Mutation SNP C T 60 164 c.1661C>T c.(1660-1662)GCC>GTC p.A554V

Pat_76 Pre-Treatment TRIOBP 11078 37 22 38131325 38131326 Missense_Mutation DNP CC TT 10 17 c.4982_4983CC>TT c.(4981-4983)TCC>TTT p.S1661F

Pat_76 Pre-Treatment TAB1 10454 37 22 39822888 39822888 Missense_Mutation SNP C T 22 33 c.1102C>T c.(1102-1104)CCG>TCG p.P368S

Pat_76 Pre-Treatment CACNA1I 8911 37 22 40069069 40069069 Missense_Mutation SNP G A 44 84 c.4765G>A c.(4765-4767)GTT>ATT p.V1589I

Pat_76 Pre-Treatment EP300 2033 37 22 41556727 41556727 Splice_Site SNP G A 4 62 c.3671_splice c.e20+1 p.T1224_splice

Pat_76 Pre-Treatment ACO2 50 37 22 41923334 41923334 Missense_Mutation SNP G A 4 32 c.1996G>A c.(1996-1998)GGC>AGC p.G666S

Pat_76 Pre-Treatment XRCC6 2547 37 22 42053023 42053023 Missense_Mutation SNP C T 8 17 c.1408C>T c.(1408-1410)CGC>TGC p.R470C

Pat_76 Pre-Treatment WNT7B 7477 37 22 46345835 46345835 Missense_Mutation SNP C T 24 27 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_76 Pre-Treatment SAPS2 9701 37 22 50875947 50875947 Missense_Mutation SNP T C 3 48 c.1696T>C c.(1696-1698)TAC>CAC p.Y566H

Pat_76 Pre-Treatment CNTN4 152330 37 3 3081778 3081778 Missense_Mutation SNP C T 28 65 c.2221C>T c.(2221-2223)CCC>TCC p.P741S

Pat_76 Pre-Treatment IL5RA 3568 37 3 3139668 3139668 Missense_Mutation SNP G A 35 78 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_76 Pre-Treatment ITPR1 3708 37 3 4735393 4735393 Missense_Mutation SNP C T 11 32 c.4222C>T c.(4222-4224)CGC>TGC p.R1408C

Pat_76 Pre-Treatment EDEM1 9695 37 3 5229995 5229995 Missense_Mutation SNP G A 12 20 c.505G>A c.(505-507)GAC>AAC p.D169N

Pat_76 Pre-Treatment CAMK1 8536 37 3 9803367 9803367 Missense_Mutation SNP C T 64 36 c.504G>A c.(502-504)ATG>ATA p.M168I

Pat_76 Pre-Treatment RPUSD3 285367 37 3 9883915 9883915 Missense_Mutation SNP G A 8 435 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_76 Pre-Treatment PPARG 5468 37 3 12458228 12458228 Missense_Mutation SNP C T 17 28 c.845C>T c.(844-846)TCC>TTC p.S282F

Pat_76 Pre-Treatment NUP210 23225 37 3 13378363 13378363 Missense_Mutation SNP T C 38 106 c.3608A>G c.(3607-3609)AAT>AGT p.N1203S

Pat_76 Pre-Treatment GRIP2 80852 37 3 14561732 14561732 Missense_Mutation SNP C T 24 10 c.1206G>A c.(1204-1206)ATG>ATA p.M402I

Pat_76 Pre-Treatment FGD5 152273 37 3 14861563 14861563 Missense_Mutation SNP C T 9 61 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_76 Pre-Treatment PLCL2 23228 37 3 17051292 17051292 Missense_Mutation SNP G A 32 24 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_76 Pre-Treatment EFHB 151651 37 3 19974997 19974997 Missense_Mutation SNP C T 82 51 c.514G>A c.(514-516)GAA>AAA p.E172K



Pat_76 Pre-Treatment TOP2B 7155 37 3 25639883 25639883 Missense_Mutation SNP C T 4 137 c.4781G>A c.(4780-4782)CGA>CAA p.R1594Q

Pat_76 Pre-Treatment SLC4A7 9497 37 3 27475470 27475470 Missense_Mutation SNP G A 127 104 c.688C>T c.(688-690)CTT>TTT p.L230F

Pat_76 Pre-Treatment OSBPL10 114884 37 3 31725572 31725572 Missense_Mutation SNP G C 41 32 c.1280C>G c.(1279-1281)TCT>TGT p.S427C

Pat_76 Pre-Treatment CNOT10 25904 37 3 32776347 32776347 Missense_Mutation SNP C T 108 299 c.1393C>T c.(1393-1395)CTC>TTC p.L465F

Pat_76 Pre-Treatment GLB1 2720 37 3 33109736 33109736 Missense_Mutation SNP C T 4 140 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_76 Pre-Treatment ARPP21 10777 37 3 35730819 35730819 Missense_Mutation SNP G A 73 40 c.427G>A c.(427-429)GAT>AAT p.D143N

Pat_76 Pre-Treatment ITGA9 3680 37 3 37783285 37783285 Missense_Mutation SNP C T 17 27 c.2299C>T c.(2299-2301)CAC>TAC p.H767Y

Pat_76 Pre-Treatment DLEC1 9940 37 3 38150967 38150967 Missense_Mutation SNP G A 20 96 c.3174G>A c.(3172-3174)ATG>ATA p.M1058I

Pat_76 Pre-Treatment SCN5A 6331 37 3 38592468 38592468 Missense_Mutation SNP C T 32 18 c.5395G>A c.(5395-5397)GAG>AAG p.E1799K

Pat_76 Pre-Treatment SCN10A 6336 37 3 38739493 38739493 Missense_Mutation SNP C T 55 25 c.5218G>A c.(5218-5220)GAC>AAC p.D1740N

Pat_76 Pre-Treatment CSRNP1 64651 37 3 39185196 39185196 Missense_Mutation SNP G A 13 31 c.1120C>T c.(1120-1122)CAC>TAC p.H374Y

Pat_76 Pre-Treatment CCR8 1237 37 3 39374813 39374813 Missense_Mutation SNP C G 5 115 c.991C>G c.(991-993)CCT>GCT p.P331A

Pat_76 Pre-Treatment LYZL4 131375 37 3 42448635 42448635 Missense_Mutation SNP C T 9 36 c.109G>A c.(109-111)GAT>AAT p.D37N

Pat_76 Pre-Treatment KBTBD5 131377 37 3 42727237 42727237 Missense_Mutation SNP G A 4 63 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_76 Pre-Treatment HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 22 8 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_76 Pre-Treatment SNRK 54861 37 3 43389492 43389492 Missense_Mutation SNP G A 4 134 c.1741G>A c.(1741-1743)GGG>AGG p.G581R

Pat_76 Pre-Treatment LIMD1 8994 37 3 45636586 45636586 Missense_Mutation SNP G A 3 32 c.215G>A c.(214-216)AGG>AAG p.R72K

Pat_76 Pre-Treatment SACM1L 22908 37 3 45780142 45780142 Missense_Mutation SNP C A 14 43 c.1455C>A c.(1453-1455)AAC>AAA p.N485K

Pat_76 Pre-Treatment SACM1L 22908 37 3 45780147 45780148 Missense_Mutation DNP CC TT 12 43 c.1460_1461CC>TT c.(1459-1461)TCC>TTT p.S487F

Pat_76 Pre-Treatment LTF 4057 37 3 46485049 46485049 Missense_Mutation SNP G A 6 197 c.1538C>T c.(1537-1539)GCC>GTC p.A513V

Pat_76 Pre-Treatment LRRC2 79442 37 3 46592991 46592991 Missense_Mutation SNP C T 76 58 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_76 Pre-Treatment PLXNB1 5364 37 3 48456394 48456395 Missense_Mutation DNP GG AA 71 57 c.4022_4023CC>TTc.(4021-4023)GCC>GTT p.A1341V

Pat_76 Pre-Treatment CCDC51 79714 37 3 48474195 48474195 Missense_Mutation SNP C T 47 125 c.859G>A c.(859-861)GGT>AGT p.G287S

Pat_76 Pre-Treatment CELSR3 1951 37 3 48677662 48677662 Missense_Mutation SNP C T 5 67 c.9356G>A c.(9355-9357)AGC>AAC p.S3119N

Pat_76 Pre-Treatment QARS 5859 37 3 49135820 49135820 Missense_Mutation SNP G A 42 111 c.2050C>T c.(2050-2052)CCT>TCT p.P684S

Pat_76 Pre-Treatment QARS 5859 37 3 49136632 49136632 Missense_Mutation SNP C A 4 97 c.1669G>T c.(1669-1671)GTG>TTG p.V557L

Pat_76 Pre-Treatment BSN 8927 37 3 49698400 49698400 Missense_Mutation SNP C T 4 58 c.9122C>T c.(9121-9123)GCT>GTT p.A3041V

Pat_76 Pre-Treatment UBA7 7318 37 3 49845201 49845201 Missense_Mutation SNP G A 4 67 c.2683C>T c.(2683-2685)CGC>TGC p.R895C

Pat_76 Pre-Treatment DOCK3 1795 37 3 51297699 51297699 Missense_Mutation SNP C T 4 47 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Pre-Treatment TNNC1 7134 37 3 52485442 52485442 Missense_Mutation SNP C T 42 23 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Pre-Treatment CACNA1D 776 37 3 53699804 53699804 Missense_Mutation SNP G A 16 37 c.884G>A c.(883-885)GGA>GAA p.G295E

Pat_76 Pre-Treatment CACNA1D 776 37 3 53835242 53835242 Missense_Mutation SNP G A 49 33 c.5198G>A c.(5197-5199)GGA>GAA p.G1733E

Pat_76 Pre-Treatment CACNA2D3 55799 37 3 54925456 54925456 Missense_Mutation SNP G A 4 110 c.2225G>A c.(2224-2226)GGG>GAG p.G742E

Pat_76 Pre-Treatment ERC2 26059 37 3 55768858 55768858 Missense_Mutation SNP C T 11 34 c.2653G>A c.(2653-2655)GAA>AAA p.E885K

Pat_76 Pre-Treatment ERC2 26059 37 3 55984533 55984533 Missense_Mutation SNP C T 16 65 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_76 Pre-Treatment CCDC66 285331 37 3 56627597 56627597 Nonsense_Mutation SNP C T 32 32 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_76 Pre-Treatment HESX1 8820 37 3 57232472 57232472 Missense_Mutation SNP C T 36 35 c.406G>A c.(406-408)GAT>AAT p.D136N

Pat_76 Pre-Treatment FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 90 47 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_76 Pre-Treatment DNASE1L3 1776 37 3 58191217 58191217 Nonsense_Mutation SNP G A 75 77 c.301C>T c.(301-303)CAA>TAA p.Q101*

Pat_76 Pre-Treatment LMOD3 56203 37 3 69168079 69168079 Missense_Mutation SNP G A 4 78 c.1427C>T c.(1426-1428)CCG>CTG p.P476L

Pat_76 Pre-Treatment EPHA3 2042 37 3 89499331 89499331 Missense_Mutation SNP T G 19 41 c.2501T>G c.(2500-2502)ATT>AGT p.I834S

Pat_76 Pre-Treatment PROS1 5627 37 3 93646102 93646102 Missense_Mutation SNP G A 48 120 c.226C>T c.(226-228)CCG>TCG p.P76S

Pat_76 Pre-Treatment OR5H14 403273 37 3 97868560 97868560 Missense_Mutation SNP G A 91 283 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_76 Pre-Treatment OR5H15 403274 37 3 97888271 97888271 Missense_Mutation SNP C G 46 54 c.728C>G c.(727-729)GCC>GGC p.A243G

Pat_76 Pre-Treatment GPR128 84873 37 3 100349614 100349614 Missense_Mutation SNP G A 52 27 c.295G>A c.(295-297)GGA>AGA p.G99R

Pat_76 Pre-Treatment IMPG2 50939 37 3 101038529 101038529 Missense_Mutation SNP C T 51 148 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_76 Pre-Treatment ZPLD1 131368 37 3 102187971 102187971 Missense_Mutation SNP C T 66 117 c.925C>T c.(925-927)CTT>TTT p.L309F



Pat_76 Pre-Treatment CCDC54 84692 37 3 107096863 107096864 Missense_Mutation DNP GG AA 49 32 c.429_430GG>AAc.(427-432)CTGGAA>CTAAAA p.E144K

Pat_76 Pre-Treatment MYH15 22989 37 3 108110641 108110641 Missense_Mutation SNP C T 139 105 c.5456G>A c.(5455-5457)GGG>GAG p.G1819E

Pat_76 Pre-Treatment MYH15 22989 37 3 108149702 108149702 Nonsense_Mutation SNP G A 41 58 c.3349C>T c.(3349-3351)CAG>TAG p.Q1117*

Pat_76 Pre-Treatment MYH15 22989 37 3 108218318 108218318 Nonsense_Mutation SNP G A 42 47 c.568C>T c.(568-570)CAG>TAG p.Q190*

Pat_76 Pre-Treatment CD96 10225 37 3 111263955 111263955 Missense_Mutation SNP A C 56 118 c.124A>C c.(124-126)AAC>CAC p.N42H

Pat_76 Pre-Treatment TMPRSS7 344805 37 3 111793194 111793194 Missense_Mutation SNP G A 110 51 c.1340G>A c.(1339-1341)AGG>AAG p.R447K

Pat_76 Pre-Treatment CCDC80 151887 37 3 112357513 112357513 Missense_Mutation SNP G A 33 94 c.1240C>T c.(1240-1242)CTT>TTT p.L414F

Pat_76 Pre-Treatment ZNF80 7634 37 3 113955513 113955513 Missense_Mutation SNP C T 24 56 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_76 Pre-Treatment HGD 3081 37 3 120371486 120371486 Missense_Mutation SNP G A 12 28 c.295C>T c.(295-297)CCA>TCA p.P99S

Pat_76 Pre-Treatment RABL3 285282 37 3 120449568 120449568 Missense_Mutation SNP G A 73 72 c.113C>T c.(112-114)ACT>ATT p.T38I

Pat_76 Pre-Treatment GOLGB1 2804 37 3 121409852 121409852 Missense_Mutation SNP C T 24 62 c.8344G>A c.(8344-8346)GAT>AAT p.D2782N

Pat_76 Pre-Treatment PARP15 165631 37 3 122336009 122336009 Missense_Mutation SNP C T 46 126 c.998C>T c.(997-999)TCA>TTA p.S333L

Pat_76 Pre-Treatment MYLK 4638 37 3 123452812 123452812 Missense_Mutation SNP G A 37 82 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_76 Pre-Treatment KALRN 8997 37 3 124053179 124053179 Missense_Mutation SNP C T 41 138 c.1478C>T c.(1477-1479)TCC>TTC p.S493F

Pat_76 Pre-Treatment SLC12A8 84561 37 3 124909340 124909340 Nonsense_Mutation SNP C T 85 251 c.77G>A c.(76-78)TGG>TAG p.W26*

Pat_76 Pre-Treatment MCM2 4171 37 3 127336204 127336205 Missense_Mutation DNP CC TT 40 21 c.1856_1857CC>TT c.(1855-1857)TCC>TTT p.S619F

Pat_76 Pre-Treatment DNAJB8 165721 37 3 128181833 128181833 Missense_Mutation SNP G A 19 60 c.256C>T c.(256-258)CCC>TCC p.P86S

Pat_76 Pre-Treatment TOPBP1 11073 37 3 133358805 133358806 Missense_Mutation DNP TC AT 16 60 c.2230_2231GA>AT c.(2230-2232)GAA>ATA p.E744I

Pat_76 Pre-Treatment KY 339855 37 3 134366318 134366318 Missense_Mutation SNP C T 13 23 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_76 Pre-Treatment EPHB1 2047 37 3 134670519 134670519 Missense_Mutation SNP G A 49 107 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_76 Pre-Treatment PPP2R3A 5523 37 3 135720516 135720516 Missense_Mutation SNP C T 25 22 c.176C>T c.(175-177)CCT>CTT p.P59L

Pat_76 Pre-Treatment NCK1 4690 37 3 136664562 136664562 Missense_Mutation SNP G A 135 77 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Pre-Treatment COPB2 9276 37 3 139097898 139097898 Missense_Mutation SNP T C 57 129 c.346A>G c.(346-348)ACT>GCT p.T116A

Pat_76 Pre-Treatment TRIM42 287015 37 3 140401461 140401461 Missense_Mutation SNP G A 51 139 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_76 Pre-Treatment TRIM42 287015 37 3 140406746 140406746 Missense_Mutation SNP G A 71 37 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_76 Pre-Treatment ATR 545 37 3 142254048 142254048 Splice_Site SNP C T 41 24 c.3820_splice c.e21-1 p.E1274_splice

Pat_76 Pre-Treatment PLS1 5357 37 3 142388285 142388285 Missense_Mutation SNP G A 52 133 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_76 Pre-Treatment TRPC1 7220 37 3 142521065 142521065 Missense_Mutation SNP C T 38 41 c.1636C>T c.(1636-1638)CTT>TTT p.L546F

Pat_76 Pre-Treatment MED12L 116931 37 3 151067889 151067889 Missense_Mutation SNP C T 158 398 c.2188C>T c.(2188-2190)CTC>TTC p.L730F

Pat_76 Pre-Treatment IGSF10 285313 37 3 151161477 151161477 Missense_Mutation SNP T G 38 64 c.5258A>C c.(5257-5259)AAA>ACA p.K1753T

Pat_76 Pre-Treatment PLCH1 23007 37 3 155267673 155267673 Missense_Mutation SNP C T 58 41 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Pre-Treatment C3orf33 285315 37 3 155485353 155485353 Missense_Mutation SNP A T 20 12 c.299T>A c.(298-300)TTC>TAC p.F100Y

Pat_76 Pre-Treatment SLC33A1 9197 37 3 155571045 155571045 Nonsense_Mutation SNP G A 54 30 c.742C>T c.(742-744)CAG>TAG p.Q248*

Pat_76 Pre-Treatment OTOL1 131149 37 3 161221642 161221642 Nonsense_Mutation SNP G A 19 54 c.1346G>A c.(1345-1347)TGG>TAG p.W449*

Pat_76 Pre-Treatment SERPINI2 5276 37 3 167189461 167189461 Missense_Mutation SNP C A 4 82 c.162G>T c.(160-162)TTG>TTT p.L54F

Pat_76 Pre-Treatment MECOM 2122 37 3 168834150 168834150 Missense_Mutation SNP G A 50 46 c.946C>T c.(946-948)CCT>TCT p.P316S

Pat_76 Pre-Treatment MECOM 2122 37 3 168834203 168834203 Missense_Mutation SNP C G 55 42 c.893G>C c.(892-894)GGA>GCA p.G298A

Pat_76 Pre-Treatment MECOM 2122 37 3 169098985 169098985 Missense_Mutation SNP T A 33 36 c.365A>T c.(364-366)TAT>TTT p.Y122F

Pat_76 Pre-Treatment SKIL 6498 37 3 170078829 170078829 Missense_Mutation SNP G A 74 51 c.710G>A c.(709-711)CGA>CAA p.R237Q

Pat_76 Pre-Treatment TNIK 23043 37 3 170912402 170912402 Missense_Mutation SNP G A 6 307 c.329C>T c.(328-330)GCT>GTT p.A110V

Pat_76 Pre-Treatment FNDC3B 64778 37 3 172061986 172061986 Missense_Mutation SNP G A 6 308 c.2188G>A c.(2188-2190)GTC>ATC p.V730I

Pat_76 Pre-Treatment MFN1 55669 37 3 179093044 179093044 Missense_Mutation SNP G A 4 76 c.1012G>A c.(1012-1014)GAA>AAA p.E338K

Pat_76 Pre-Treatment YEATS2 55689 37 3 183469945 183469945 Missense_Mutation SNP C T 128 90 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_76 Pre-Treatment CLCN2 1181 37 3 184069842 184069842 Missense_Mutation SNP G A 90 243 c.2374C>T c.(2374-2376)CCT>TCT p.P792S

Pat_76 Pre-Treatment MASP1 5648 37 3 186961374 186961374 Missense_Mutation SNP C T 87 60 c.1126G>A c.(1126-1128)GGG>AGG p.G376R

Pat_76 Pre-Treatment LEPREL1 55214 37 3 189706753 189706753 Missense_Mutation SNP G A 71 46 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Pre-Treatment ATP13A4 84239 37 3 193120506 193120506 Missense_Mutation SNP G A 51 105 c.3526C>T c.(3526-3528)CCG>TCG p.P1176S



Pat_76 Pre-Treatment ATP13A4 84239 37 3 193158390 193158390 Missense_Mutation SNP G A 50 47 c.2476C>T c.(2476-2478)CCT>TCT p.P826S

Pat_76 Pre-Treatment SDHAP1 255812 37 3 195701278 195701278 Missense_Mutation SNP C T 4 79 c.586G>A c.(586-588)GTG>ATG p.V196M

Pat_76 Pre-Treatment OSTalpha 200931 37 3 195943586 195943586 Missense_Mutation SNP G A 9 4 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_76 Pre-Treatment PDE6B 5158 37 4 654259 654259 Missense_Mutation SNP G A 9 16 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Pre-Treatment TMEM175 84286 37 4 946167 946167 Missense_Mutation SNP G A 39 74 c.391G>A c.(391-393)GTG>ATG p.V131M

Pat_76 Pre-Treatment WHSC2 7469 37 4 1991456 1991456 Missense_Mutation SNP G A 5 315 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_76 Pre-Treatment ADD1 118 37 4 2901008 2901008 Missense_Mutation SNP G A 4 97 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_76 Pre-Treatment OTOP1 133060 37 4 4207848 4207848 Missense_Mutation SNP G A 12 29 c.550C>T c.(550-552)CTT>TTT p.L184F

Pat_76 Pre-Treatment MAN2B2 23324 37 4 6590881 6590881 Missense_Mutation SNP C T 20 39 c.674C>T c.(673-675)TCC>TTC p.S225F

Pat_76 Pre-Treatment AFAP1 60312 37 4 7776536 7776537 Missense_Mutation DNP GG CT 30 25 c.1739_1740CC>AGc.(1738-1740)GCC>GAG p.A580E

Pat_76 Pre-Treatment BOD1L 259282 37 4 13601911 13601911 Missense_Mutation SNP G A 15 14 c.6613C>T c.(6613-6615)CTT>TTT p.L2205F

Pat_76 Pre-Treatment SLIT2 9353 37 4 20620619 20620619 Missense_Mutation SNP G A 35 55 c.4577G>A c.(4576-4578)AGG>AAG p.R1526K

Pat_76 Pre-Treatment PPARGC1A 10891 37 4 23814447 23814447 Missense_Mutation SNP C T 72 115 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_76 Pre-Treatment DHX15 1665 37 4 24542469 24542469 Missense_Mutation SNP G A 16 11 c.1588C>T c.(1588-1590)CCA>TCA p.P530S

Pat_76 Pre-Treatment SEL1L3 23231 37 4 25849106 25849106 Nonsense_Mutation SNP G T 4 53 c.543C>A c.(541-543)TAC>TAA p.Y181*

Pat_76 Pre-Treatment ARAP2 116984 37 4 36149359 36149359 Missense_Mutation SNP G A 5 12 c.3010C>T c.(3010-3012)CCC>TCC p.P1004S

Pat_76 Pre-Treatment KLF3 51274 37 4 38690651 38690651 Missense_Mutation SNP C T 4 64 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_76 Pre-Treatment RBM47 54502 37 4 40439863 40439863 Missense_Mutation SNP C T 19 32 c.1048G>A c.(1048-1050)GAC>AAC p.D350N

Pat_76 Pre-Treatment BEND4 389206 37 4 42119560 42119560 Missense_Mutation SNP C T 4 6 c.1580G>A c.(1579-1581)AGT>AAT p.S527N

Pat_76 Pre-Treatment ATP8A1 10396 37 4 42577653 42577653 Missense_Mutation SNP C T 86 149 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_76 Pre-Treatment GABRA2 2555 37 4 46314655 46314655 Nonsense_Mutation SNP G A 12 15 c.334C>T c.(334-336)CGA>TGA p.R112*

Pat_76 Pre-Treatment GABRB1 2560 37 4 47405358 47405358 Missense_Mutation SNP G A 24 60 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Pre-Treatment REST 5978 37 4 57797533 57797533 Missense_Mutation SNP C T 48 80 c.2509C>T c.(2509-2511)CTT>TTT p.L837F

Pat_76 Pre-Treatment UGT2A3 79799 37 4 69796394 69796394 Missense_Mutation SNP G A 41 33 c.1174C>T c.(1174-1176)CCC>TCC p.P392S

Pat_76 Pre-Treatment UGT2B11 10720 37 4 70079869 70079869 Missense_Mutation SNP G A 25 40 c.572C>T c.(571-573)CCT>CTT p.P191L

Pat_76 Pre-Treatment UGT2B11 10720 37 4 70080370 70080370 Missense_Mutation SNP C T 143 255 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_76 Pre-Treatment UGT2A1 10941 37 4 70455112 70455112 Missense_Mutation SNP C T 7 11 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_76 Pre-Treatment SLC4A4 8671 37 4 72215790 72215790 Splice_Site SNP G A 4 76 c.550_splice c.e5+1 p.E184_splice

Pat_76 Pre-Treatment ADAMTS3 9508 37 4 73414436 73414436 Missense_Mutation SNP C T 23 42 c.263G>A c.(262-264)GGA>GAA p.G88E

Pat_76 Pre-Treatment ANKRD17 26057 37 4 73956389 73956389 Missense_Mutation SNP G A 35 70 c.6956C>T c.(6955-6957)CCC>CTC p.P2319L

Pat_76 Pre-Treatment PPEF2 5470 37 4 76811183 76811183 Missense_Mutation SNP G A 6 176 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_76 Pre-Treatment RASGEF1B 153020 37 4 82377830 82377830 Missense_Mutation SNP G A 9 10 c.413C>T c.(412-414)GCT>GTT p.A138V

Pat_76 Pre-Treatment AGPAT9 84803 37 4 84502813 84502813 Missense_Mutation SNP G A 42 68 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_76 Pre-Treatment FAM13A 10144 37 4 89679958 89679958 Missense_Mutation SNP G A 31 40 c.1673C>T c.(1672-1674)TCC>TTC p.S558F

Pat_76 Pre-Treatment MMRN1 22915 37 4 90856152 90856152 Missense_Mutation SNP C A 5 149 c.1321C>A c.(1321-1323)CAA>AAA p.Q441K

Pat_76 Pre-Treatment BMPR1B 658 37 4 96052444 96052444 Missense_Mutation SNP C T 14 21 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_76 Pre-Treatment UBE2D3 7323 37 4 103720648 103720648 Missense_Mutation SNP G A 31 43 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_76 Pre-Treatment TET2 54790 37 4 106156166 106156166 Missense_Mutation SNP C T 25 32 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_76 Pre-Treatment TET2 54790 37 4 106157650 106157650 Missense_Mutation SNP C T 18 22 c.2551C>T c.(2551-2553)CCT>TCT p.P851S

Pat_76 Pre-Treatment NPNT 255743 37 4 106888470 106888470 Missense_Mutation SNP G A 3 16 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_76 Pre-Treatment AGXT2L1 64850 37 4 109667970 109667970 Missense_Mutation SNP C T 60 99 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Pre-Treatment ENPEP 2028 37 4 111397920 111397920 Missense_Mutation SNP G A 4 138 c.350G>A c.(349-351)GGC>GAC p.G117D

Pat_76 Pre-Treatment ANK2 287 37 4 114257821 114257821 Missense_Mutation SNP G A 12 52 c.3680G>A c.(3679-3681)AGA>AAA p.R1227K

Pat_76 Pre-Treatment C4orf31 79625 37 4 121957496 121957496 Missense_Mutation SNP C T 57 66 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_76 Pre-Treatment KIAA1109 84162 37 4 123237921 123237921 Missense_Mutation SNP C T 36 45 c.10574C>T c.(10573-10575)GCT>GTT p.A3525V

Pat_76 Pre-Treatment FAT4 79633 37 4 126240894 126240894 Missense_Mutation SNP G A 55 84 c.3328G>A c.(3328-3330)GAA>AAA p.E1110K

Pat_76 Pre-Treatment FAT4 79633 37 4 126328272 126328272 Missense_Mutation SNP G A 73 104 c.5545G>A c.(5545-5547)GAC>AAC p.D1849N



Pat_76 Pre-Treatment FAT4 79633 37 4 126329641 126329641 Missense_Mutation SNP G A 54 82 c.5612G>A c.(5611-5613)GGT>GAT p.G1871D

Pat_76 Pre-Treatment PLK4 10733 37 4 128814932 128814933 Missense_Mutation DNP CC TT 72 122 c.2458_2459CC>TT c.(2458-2460)CCT>TTT p.P820F

Pat_76 Pre-Treatment NAA15 80155 37 4 140291541 140291541 Missense_Mutation SNP C T 4 45 c.1930C>T c.(1930-1932)CCA>TCA p.P644S

Pat_76 Pre-Treatment TBC1D9 23158 37 4 141578759 141578759 Missense_Mutation SNP G A 80 120 c.2129C>T c.(2128-2130)GCC>GTC p.A710V

Pat_76 Pre-Treatment HHIP 64399 37 4 145573802 145573802 Missense_Mutation SNP G A 39 68 c.325G>A c.(325-327)GAA>AAA p.E109K

Pat_76 Pre-Treatment C4orf51 646603 37 4 146650373 146650373 Missense_Mutation SNP G A 8 17 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Pre-Treatment FBXW7 55294 37 4 153245446 153245446 Missense_Mutation SNP G A 3 29 c.1745C>T c.(1744-1746)TCG>TTG p.S582L

Pat_76 Pre-Treatment ARFIP1 27236 37 4 153809337 153809337 Missense_Mutation SNP C T 4 157 c.844C>T c.(844-846)CGT>TGT p.R282C

Pat_76 Pre-Treatment FHDC1 85462 37 4 153897274 153897274 Missense_Mutation SNP C T 6 20 c.2831C>T c.(2830-2832)TCC>TTC p.S944F

Pat_76 Pre-Treatment KIAA0922 23240 37 4 154556617 154556617 Missense_Mutation SNP C T 4 158 c.4448C>T c.(4447-4449)CCT>CTT p.P1483L

Pat_76 Pre-Treatment DCHS2 54798 37 4 155298497 155298497 Missense_Mutation SNP C T 46 38 c.334G>A c.(334-336)GAC>AAC p.D112N

Pat_76 Pre-Treatment GUCY1A3 2982 37 4 156651237 156651237 Missense_Mutation SNP C T 33 76 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_76 Pre-Treatment GUCY1B3 2983 37 4 156725790 156725791 Missense_Mutation DNP GG AA 31 86 c.1600_1601GG>AAc.(1600-1602)GGA>AAA p.G534K

Pat_76 Pre-Treatment GLRB 2743 37 4 158041814 158041814 Missense_Mutation SNP G A 24 45 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_76 Pre-Treatment GLRB 2743 37 4 158057831 158057831 Missense_Mutation SNP G A 48 69 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_76 Pre-Treatment DDX60 55601 37 4 169146695 169146696 Missense_Mutation DNP GG AA 30 56 c.4665_4666CC>TTc.(4663-4668)CTCCCA>CTTTCAp.P1556S

Pat_76 Pre-Treatment DDX60 55601 37 4 169223519 169223519 Missense_Mutation SNP C T 12 14 c.655G>A c.(655-657)GAA>AAA p.E219K

Pat_76 Pre-Treatment DDX60L 91351 37 4 169348376 169348376 Missense_Mutation SNP G A 8 16 c.1775C>T c.(1774-1776)TCT>TTT p.S592F

Pat_76 Pre-Treatment MORF4 10934 37 4 174537317 174537317 Missense_Mutation SNP C T 87 96 c.478G>A c.(478-480)GAT>AAT p.D160N

Pat_76 Pre-Treatment MORF4 10934 37 4 174537505 174537505 Missense_Mutation SNP G A 103 137 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_76 Pre-Treatment ADAM29 11086 37 4 175896821 175896821 Missense_Mutation SNP C T 11 26 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_76 Pre-Treatment ODZ3 55714 37 4 183600893 183600893 Missense_Mutation SNP A T 46 49 c.1401A>T c.(1399-1401)AGA>AGT p.R467S

Pat_76 Pre-Treatment ODZ3 55714 37 4 183714966 183714966 Missense_Mutation SNP C T 12 13 c.7141C>T c.(7141-7143)CCT>TCT p.P2381S

Pat_76 Pre-Treatment ZFP42 132625 37 4 188924469 188924469 Missense_Mutation SNP G A 53 117 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_76 Pre-Treatment TRIML1 339976 37 4 189061047 189061047 Missense_Mutation SNP G A 11 19 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_76 Pre-Treatment SDHA 6389 37 5 225600 225600 Missense_Mutation SNP G A 4 88 c.379G>A c.(379-381)GTG>ATG p.V127M

Pat_76 Pre-Treatment BRD9 65980 37 5 865586 865586 Missense_Mutation SNP G A 37 41 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_76 Pre-Treatment DNAH5 1767 37 5 13719036 13719036 Missense_Mutation SNP C T 31 66 c.12454G>A c.(12454-12456)GAT>AAT p.D4152N

Pat_76 Pre-Treatment DNAH5 1767 37 5 13901602 13901602 Missense_Mutation SNP G A 22 17 c.1811C>T c.(1810-1812)TCA>TTA p.S604L

Pat_76 Pre-Treatment TRIO 7204 37 5 14497016 14497016 Missense_Mutation SNP C T 26 34 c.7909C>T c.(7909-7911)CGT>TGT p.R2637C

Pat_76 Pre-Treatment CDH18 1016 37 5 19838894 19838895 Missense_Mutation DNP CC TT 8 13 c.201_202GG>AAc.(199-204)ATGGGA>ATAAGAp.67_68MG>IR

Pat_76 Pre-Treatment GUSBP1 728411 37 5 21491451 21491451 Missense_Mutation SNP C T 5 83 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_76 Pre-Treatment CDH6 1004 37 5 31294126 31294126 Missense_Mutation SNP G A 21 41 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_76 Pre-Treatment RAD1 5810 37 5 34911678 34911678 Missense_Mutation SNP G A 50 79 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_76 Pre-Treatment PRLR 5618 37 5 35065850 35065850 Missense_Mutation SNP G A 62 98 c.1210C>T c.(1210-1212)CCC>TCC p.P404S

Pat_76 Pre-Treatment PRLR 5618 37 5 35065883 35065883 Missense_Mutation SNP C T 34 36 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_76 Pre-Treatment SPEF2 79925 37 5 35667216 35667216 Missense_Mutation SNP C T 5 25 c.1210C>T c.(1210-1212)CTT>TTT p.L404F

Pat_76 Pre-Treatment IL7R 3575 37 5 35876456 35876457 Missense_Mutation DNP CC TT 24 45 c.1248_1249CC>TTc.(1246-1251)CCCCCT>CCTTCTp.P417S

Pat_76 Pre-Treatment UGT3A2 167127 37 5 36064452 36064453 Splice_Site DNP CC TT 23 26 c.95_splice c.e2-1 p.G32_splice

Pat_76 Pre-Treatment EGFLAM 133584 37 5 38406257 38406257 Missense_Mutation SNP G A 19 30 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_76 Pre-Treatment PTGER4 5734 37 5 40681235 40681235 Missense_Mutation SNP A T 54 59 c.140A>T c.(139-141)AAG>ATG p.K47M

Pat_76 Pre-Treatment C7 730 37 5 40934512 40934512 Missense_Mutation SNP C T 36 83 c.224C>T c.(223-225)CCT>CTT p.P75L

Pat_76 Pre-Treatment HEATR7B2 133558 37 5 41000395 41000395 Missense_Mutation SNP C T 14 21 c.4409G>A c.(4408-4410)GGG>GAG p.G1470E

Pat_76 Pre-Treatment C6 729 37 5 41149409 41149409 Missense_Mutation SNP A G 65 98 c.2557T>C c.(2557-2559)TCA>CCA p.S853P

Pat_76 Pre-Treatment PARP8 79668 37 5 50090751 50090751 Missense_Mutation SNP G A 26 54 c.928G>A c.(928-930)GGA>AGA p.G310R

Pat_76 Pre-Treatment SNX18 112574 37 5 53815304 53815304 Missense_Mutation SNP G A 4 121 c.1522G>A c.(1522-1524)GCG>ACG p.A508T

Pat_76 Pre-Treatment KIF2A 3796 37 5 61650989 61650989 Missense_Mutation SNP G A 4 66 c.562G>A c.(562-564)GTT>ATT p.V188I



Pat_76 Pre-Treatment ADAMTS6 11174 37 5 64511271 64511271 Nonsense_Mutation SNP C T 18 27 c.2316G>A c.(2314-2316)TGG>TGA p.W772*

Pat_76 Pre-Treatment ADAMTS6 11174 37 5 64522007 64522008 Missense_Mutation DNP CC TT 33 47 c.1972_1973GG>AAc.(1972-1974)GGT>AAT p.G658N

Pat_76 Pre-Treatment IQGAP2 10788 37 5 75858277 75858277 Missense_Mutation SNP G A 26 43 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_76 Pre-Treatment GPR98 84059 37 5 89940541 89940541 Missense_Mutation SNP G A 91 134 c.2753G>A c.(2752-2754)AGA>AAA p.R918K

Pat_76 Pre-Treatment GPR98 84059 37 5 90106784 90106784 Missense_Mutation SNP G A 31 39 c.15707G>A c.(15706-15708)GGC>GAC p.G5236D

Pat_76 Pre-Treatment PCSK1 5122 37 5 95733081 95733081 Missense_Mutation SNP C T 13 28 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_76 Pre-Treatment RIOK2 55781 37 5 96514819 96514819 Missense_Mutation SNP A T 33 36 c.145T>A c.(145-147)TGT>AGT p.C49S

Pat_76 Pre-Treatment SLCO4C1 353189 37 5 101585427 101585427 Missense_Mutation SNP T A 25 34 c.1535A>T c.(1534-1536)TAT>TTT p.Y512F

Pat_76 Pre-Treatment CAMK4 814 37 5 110818528 110818528 Missense_Mutation SNP T A 76 95 c.874T>A c.(874-876)TTT>ATT p.F292I

Pat_76 Pre-Treatment FEM1C 56929 37 5 114860426 114860426 Missense_Mutation SNP C T 88 87 c.1433G>A c.(1432-1434)AGG>AAG p.R478K

Pat_76 Pre-Treatment FAM170A 340069 37 5 118969718 118969718 Missense_Mutation SNP G A 37 38 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_76 Pre-Treatment FTMT 94033 37 5 121188022 121188022 Missense_Mutation SNP G A 11 30 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121758806 121758806 Missense_Mutation SNP G A 7 2 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121761092 121761092 Missense_Mutation SNP G A 61 93 c.1048G>A c.(1048-1050)GGA>AGA p.G350R

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121761194 121761194 Missense_Mutation SNP G A 26 33 c.1150G>A c.(1150-1152)GAG>AAG p.E384K

Pat_76 Pre-Treatment PRRC1 133619 37 5 126874759 126874759 Missense_Mutation SNP C T 4 144 c.949C>T c.(949-951)CGT>TGT p.R317C

Pat_76 Pre-Treatment FBN2 2201 37 5 127626457 127626457 Missense_Mutation SNP C T 38 58 c.6412G>A c.(6412-6414)GAC>AAC p.D2138N

Pat_76 Pre-Treatment DDX46 9879 37 5 134131837 134131837 Missense_Mutation SNP G A 22 48 c.1951G>A c.(1951-1953)GGA>AGA p.G651R

Pat_76 Pre-Treatment TGFBI 7045 37 5 135388802 135388802 Missense_Mutation SNP G A 7 11 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Pre-Treatment TGFBI 7045 37 5 135394880 135394881 Missense_Mutation DNP GG AA 3 8 c.1780_1781GG>AAc.(1780-1782)GGT>AAT p.G594N

Pat_76 Pre-Treatment KLHL3 26249 37 5 137028094 137028094 Missense_Mutation SNP G A 13 28 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_76 Pre-Treatment LRRTM2 26045 37 5 138209183 138209183 Missense_Mutation SNP C T 12 22 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_76 Pre-Treatment NRG2 9542 37 5 139260461 139260461 Missense_Mutation SNP C T 4 83 c.971G>A c.(970-972)GGC>GAC p.G324D

Pat_76 Pre-Treatment SLC4A9 83697 37 5 139751845 139751845 Missense_Mutation SNP G A 7 5 c.2761G>A c.(2761-2763)GTC>ATC p.V921I

Pat_76 Pre-Treatment PCDHA4 56144 37 5 140186787 140186788 Nonsense_Mutation DNP GG AA 55 84 c.15_16GG>AAc.(13-18)TGGGGA>TGAAGAp.5_6WG>*R

Pat_76 Pre-Treatment PCDHA4 56144 37 5 140188520 140188520 Nonsense_Mutation SNP G A 33 40 c.1748G>A c.(1747-1749)TGG>TAG p.W583*

Pat_76 Pre-Treatment PCDHA7 56141 37 5 140214158 140214158 Missense_Mutation SNP T A 100 100 c.190T>A c.(190-192)TTC>ATC p.F64I

Pat_76 Pre-Treatment PCDHA8 56140 37 5 140222893 140222893 Missense_Mutation SNP G A 45 35 c.1987G>A c.(1987-1989)GCC>ACC p.A663T

Pat_76 Pre-Treatment PCDHA10 56139 37 5 140237626 140237626 Missense_Mutation SNP C T 7 11 c.1993C>T c.(1993-1995)CTT>TTT p.L665F

Pat_76 Pre-Treatment PCDHAC2 56134 37 5 140347871 140347871 Missense_Mutation SNP C T 25 38 c.1520C>T c.(1519-1521)TCC>TTC p.S507F

Pat_76 Pre-Treatment PCDHB2 56133 37 5 140474589 140474589 Missense_Mutation SNP G A 26 42 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Pre-Treatment PCDHB3 56132 37 5 140481729 140481729 Missense_Mutation SNP C T 60 94 c.1496C>T c.(1495-1497)CCC>CTC p.P499L

Pat_76 Pre-Treatment PCDHB6 56130 37 5 140530292 140530292 Missense_Mutation SNP C T 77 149 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_76 Pre-Treatment PCDHB6 56130 37 5 140532002 140532002 Missense_Mutation SNP C T 91 114 c.2164C>T c.(2164-2166)CGC>TGC p.R722C

Pat_76 Pre-Treatment PCDHB7 56129 37 5 140554046 140554046 Missense_Mutation SNP G A 13 40 c.1630G>A c.(1630-1632)GAG>AAG p.E544K

Pat_76 Pre-Treatment PCDHB16 57717 37 5 140562564 140562564 Missense_Mutation SNP G A 12 18 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_76 Pre-Treatment PCDHB16 57717 37 5 140562910 140562910 Missense_Mutation SNP C T 20 45 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_76 Pre-Treatment PCDHB10 56126 37 5 140572462 140572462 Missense_Mutation SNP C T 17 27 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Pre-Treatment PCDHGA1 56114 37 5 140712307 140712307 Missense_Mutation SNP G A 68 110 c.2056G>A c.(2056-2058)GAT>AAT p.D686N

Pat_76 Pre-Treatment PCDHGA2 56113 37 5 140719019 140719019 Missense_Mutation SNP G A 39 58 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_76 Pre-Treatment PCDHGA9 56107 37 5 140782892 140782892 Missense_Mutation SNP G A 57 75 c.373G>A c.(373-375)GAT>AAT p.D125N

Pat_76 Pre-Treatment ARAP3 64411 37 5 141041799 141041799 Missense_Mutation SNP G A 4 137 c.2824C>T c.(2824-2826)CGG>TGG p.R942W

Pat_76 Pre-Treatment PPARGC1B 133522 37 5 149212825 149212825 Missense_Mutation SNP G A 4 95 c.1189G>A c.(1189-1191)GCA>ACA p.A397T

Pat_76 Pre-Treatment PDGFRB 5159 37 5 149499118 149499118 Missense_Mutation SNP A C 35 52 c.2710T>G c.(2710-2712)TAC>GAC p.Y904D

Pat_76 Pre-Treatment GLRA1 2741 37 5 151271938 151271938 Missense_Mutation SNP C T 33 36 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_76 Pre-Treatment KIF4B 285643 37 5 154393439 154393439 Missense_Mutation SNP G A 55 69 c.20G>A c.(19-21)GGA>GAA p.G7E

Pat_76 Pre-Treatment KIF4B 285643 37 5 154396219 154396219 Missense_Mutation SNP C T 9 23 c.2800C>T c.(2800-2802)CTT>TTT p.L934F



Pat_76 Pre-Treatment CYFIP2 26999 37 5 156819926 156819926 Missense_Mutation SNP C T 37 29 c.3680C>T c.(3679-3681)TCC>TTC p.S1227F

Pat_76 Pre-Treatment GABRB2 2561 37 5 160721303 160721303 Missense_Mutation SNP G A 17 17 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_76 Pre-Treatment ODZ2 57451 37 5 167420012 167420013 Missense_Mutation DNP CC TT 47 89 c.1011_1012CC>TTc.(1009-1014)TACCCT>TATTCTp.P338S

Pat_76 Pre-Treatment CPLX2 10814 37 5 175306947 175306947 Missense_Mutation SNP C T 6 18 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_76 Pre-Treatment MXD3 83463 37 5 176734669 176734669 Missense_Mutation SNP C T 23 89 c.541G>A c.(541-543)GGG>AGG p.G181R

Pat_76 Pre-Treatment ZNF454 285676 37 5 178392376 178392376 Missense_Mutation SNP G A 20 50 c.971G>A c.(970-972)GGA>GAA p.G324E

Pat_76 Pre-Treatment RUFY1 80230 37 5 179025788 179025788 Missense_Mutation SNP G A 48 104 c.1727G>A c.(1726-1728)AGG>AAG p.R576K

Pat_76 Pre-Treatment TBC1D9B 23061 37 5 179292874 179292874 Missense_Mutation SNP C T 55 72 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_76 Pre-Treatment RASGEF1C 255426 37 5 179545807 179545807 Missense_Mutation SNP C T 25 39 c.967G>A c.(967-969)GCC>ACC p.A323T

Pat_76 Pre-Treatment DSP 1832 37 6 7558389 7558389 Missense_Mutation SNP G A 4 148 c.314G>A c.(313-315)CGA>CAA p.R105Q

Pat_76 Pre-Treatment DSP 1832 37 6 7569516 7569516 Missense_Mutation SNP C T 39 56 c.1517C>T c.(1516-1518)CCC>CTC p.P506L

Pat_76 Pre-Treatment MAK 4117 37 6 10764812 10764812 Missense_Mutation SNP C T 4 131 c.1745G>A c.(1744-1746)CGG>CAG p.R582Q

Pat_76 Pre-Treatment CAP2 10486 37 6 17556621 17556621 Missense_Mutation SNP C T 4 80 c.1382C>T c.(1381-1383)ACA>ATA p.T461I

Pat_76 Pre-Treatment HDGFL1 154150 37 6 22569943 22569943 Missense_Mutation SNP G A 15 19 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_76 Pre-Treatment BTN3A3 10384 37 6 26452269 26452269 Missense_Mutation SNP G A 30 58 c.1385G>A c.(1384-1386)GGG>GAG p.G462E

Pat_76 Pre-Treatment SCAND3 114821 37 6 28543719 28543719 Missense_Mutation SNP C T 34 57 c.763G>A c.(763-765)GAA>AAA p.E255K

Pat_76 Pre-Treatment OR2J2 26707 37 6 29142001 29142001 Missense_Mutation SNP G A 17 42 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_76 Pre-Treatment OR2H1 26716 37 6 29429955 29429955 Missense_Mutation SNP C T 72 121 c.409C>T c.(409-411)CGC>TGC p.R137C

Pat_76 Pre-Treatment HLA-L 3139 37 6 30231076 30231076 Missense_Mutation SNP G A 97 179 c.520G>A c.(520-522)GGT>AGT p.G174S

Pat_76 Pre-Treatment KIAA1949 170954 37 6 30645059 30645059 Missense_Mutation SNP G A 56 68 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_76 Pre-Treatment C6orf15 29113 37 6 31079874 31079874 Missense_Mutation SNP G A 12 30 c.262C>T c.(262-264)CCA>TCA p.P88S

Pat_76 Pre-Treatment BAT2 7916 37 6 31599967 31599967 Missense_Mutation SNP G C 17 14 c.3517G>C c.(3517-3519)GGA>CGA p.G1173R

Pat_76 Pre-Treatment LY6G6F 259215 37 6 31675497 31675498 Missense_Mutation DNP GT TA 12 22 c.315_316GT>TAc.(313-318)TGGTGC>TGTAGCp.105_106WC>CS

Pat_76 Pre-Treatment NEU1 4758 37 6 31827660 31827660 Nonsense_Mutation SNP G A 59 67 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_76 Pre-Treatment SKIV2L 6499 37 6 31935813 31935813 Nonsense_Mutation SNP G T 14 22 c.2812G>T c.(2812-2814)GAG>TAG p.E938*

Pat_76 Pre-Treatment C4A 720 37 6 31996291 31996291 Missense_Mutation SNP C T 19 52 c.3212C>T c.(3211-3213)TCA>TTA p.S1071L

Pat_76 Pre-Treatment NOTCH4 4855 37 6 32180981 32180981 Missense_Mutation SNP G A 19 22 c.2369C>T c.(2368-2370)TCC>TTC p.S790F

Pat_76 Pre-Treatment C6orf10 10665 37 6 32260979 32260979 Missense_Mutation SNP C T 43 68 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Pre-Treatment BTNL2 56244 37 6 32370964 32370965 Missense_Mutation DNP CC TT 5 7 c.456_457GG>AAc.(454-459)ATGGAG>ATAAAGp.152_153ME>IK

Pat_76 Pre-Treatment HLA-DRB1 3123 37 6 32548562 32548562 Missense_Mutation SNP G A 39 205 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_76 Pre-Treatment COL11A2 1302 37 6 33138658 33138658 Missense_Mutation SNP C T 36 60 c.3403G>A c.(3403-3405)GGA>AGA p.G1135R

Pat_76 Pre-Treatment DAXX 1616 37 6 33287202 33287202 Missense_Mutation SNP G A 142 224 c.1895C>T c.(1894-1896)TCT>TTT p.S632F

Pat_76 Pre-Treatment ITPR3 3710 37 6 33623635 33623635 Missense_Mutation SNP G A 4 64 c.253G>A c.(253-255)GCT>ACT p.A85T

Pat_76 Pre-Treatment ITPR3 3710 37 6 33656459 33656459 Missense_Mutation SNP C T 3 34 c.6595C>T c.(6595-6597)CGC>TGC p.R2199C

Pat_76 Pre-Treatment TULP1 7287 37 6 35477652 35477652 Missense_Mutation SNP C T 41 63 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_76 Pre-Treatment DNAH8 1769 37 6 38905837 38905837 Missense_Mutation SNP C A 18 24 c.11000C>A c.(10999-11001)GCT>GAT p.A3667D

Pat_76 Pre-Treatment GLP1R 2740 37 6 39040780 39040780 Missense_Mutation SNP C T 14 37 c.652C>T c.(652-654)CTC>TTC p.L218F

Pat_76 Pre-Treatment TREM2 54209 37 6 41126761 41126762 Missense_Mutation DNP GG AA 4 6 c.525_526CC>TTc.(523-528)ATCCTT>ATTTTT p.L176F

Pat_76 Pre-Treatment TREML2 79865 37 6 41162514 41162514 Missense_Mutation SNP C T 21 38 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_76 Pre-Treatment PPP2R5D 5528 37 6 42974367 42974367 Missense_Mutation SNP G A 4 107 c.272G>A c.(271-273)CGC>CAC p.R91H

Pat_76 Pre-Treatment C6orf153 88745 37 6 42994986 42994986 Missense_Mutation SNP G A 4 103 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_76 Pre-Treatment CUL7 9820 37 6 43019496 43019496 Missense_Mutation SNP G A 5 208 c.586C>T c.(586-588)CGG>TGG p.R196W

Pat_76 Pre-Treatment TTBK1 84630 37 6 43250765 43250765 Missense_Mutation SNP G A 15 13 c.2287G>A c.(2287-2289)GAG>AAG p.E763K

Pat_76 Pre-Treatment ZNF318 24149 37 6 43325084 43325084 Missense_Mutation SNP C T 3 32 c.968G>A c.(967-969)CGA>CAA p.R323Q

Pat_76 Pre-Treatment HSP90AB1 3326 37 6 44218846 44218846 Missense_Mutation SNP C T 84 139 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_76 Pre-Treatment TCTE1 202500 37 6 44247992 44247992 Missense_Mutation SNP G A 4 92 c.1432C>T c.(1432-1434)CGC>TGC p.R478C

Pat_76 Pre-Treatment RCAN2 10231 37 6 46216620 46216620 Missense_Mutation SNP C T 15 28 c.101G>A c.(100-102)GGA>GAA p.G34E



Pat_76 Pre-Treatment GPR116 221395 37 6 46849828 46849828 Missense_Mutation SNP C T 136 144 c.629G>A c.(628-630)GGA>GAA p.G210E

Pat_76 Pre-Treatment GPR111 222611 37 6 47648023 47648023 Missense_Mutation SNP G A 42 64 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Pre-Treatment GPR111 222611 37 6 47649928 47649928 Missense_Mutation SNP T G 23 25 c.1633T>G c.(1633-1635)TAT>GAT p.Y545D

Pat_76 Pre-Treatment GPR115 221393 37 6 47684567 47684567 Missense_Mutation SNP C T 43 88 c.1958C>T c.(1957-1959)ACC>ATC p.T653I

Pat_76 Pre-Treatment OPN5 221391 37 6 47754269 47754269 Missense_Mutation SNP G A 19 27 c.149G>A c.(148-150)GGA>GAA p.G50E

Pat_76 Pre-Treatment PKHD1 5314 37 6 51524392 51524393 Missense_Mutation DNP CC TT 12 18 c.10531_10532GG>AAc.(10531-10533)GGG>AAG p.G3511K

Pat_76 Pre-Treatment HMGCLL1 54511 37 6 55406878 55406879 Missense_Mutation DNP CC TT 21 22 c.258_259GG>AAc.(256-261)AGGGAT>AGAAAT p.D87N

Pat_76 Pre-Treatment COL21A1 81578 37 6 56035908 56035908 Missense_Mutation SNP C T 46 61 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_76 Pre-Treatment KIAA1586 57691 37 6 56915578 56915578 Missense_Mutation SNP C T 4 61 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_76 Pre-Treatment BAI3 577 37 6 69646453 69646453 Missense_Mutation SNP C T 14 18 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_76 Pre-Treatment BAI3 577 37 6 69723975 69723975 Missense_Mutation SNP G A 17 42 c.1975G>A c.(1975-1977)GAA>AAA p.E659K

Pat_76 Pre-Treatment COL9A1 1297 37 6 70984444 70984444 Missense_Mutation SNP G A 30 28 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_76 Pre-Treatment IMPG1 3617 37 6 76731904 76731904 Missense_Mutation SNP G A 35 48 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_76 Pre-Treatment ME1 4199 37 6 83933652 83933652 Missense_Mutation SNP C T 7 22 c.1276G>A c.(1276-1278)GGA>AGA p.G426R

Pat_76 Pre-Treatment TBX18 9096 37 6 85466491 85466492 Missense_Mutation DNP CC TT 20 24 c.695_696GG>AA c.(694-696)GGG>GAA p.G232E

Pat_76 Pre-Treatment NT5E 4907 37 6 86180955 86180955 Missense_Mutation SNP G A 5 15 c.563G>A c.(562-564)GGG>GAG p.G188E

Pat_76 Pre-Treatment EPHA7 2045 37 6 93955105 93955105 Nonsense_Mutation SNP C T 39 53 c.2793G>A c.(2791-2793)TGG>TGA p.W931*

Pat_76 Pre-Treatment EPHA7 2045 37 6 93956552 93956552 Missense_Mutation SNP C T 47 55 c.2684G>A c.(2683-2685)CGA>CAA p.R895Q

Pat_76 Pre-Treatment KIAA0776 23376 37 6 97000533 97000533 Missense_Mutation SNP C T 8 22 c.2161C>T c.(2161-2163)CCA>TCA p.P721S

Pat_76 Pre-Treatment C6orf167 253714 37 6 97676827 97676827 Missense_Mutation SNP C T 4 118 c.1982G>A c.(1981-1983)CGA>CAA p.R661Q

Pat_76 Pre-Treatment GRIK2 2898 37 6 102307279 102307279 Missense_Mutation SNP G A 17 20 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_76 Pre-Treatment GRIK2 2898 37 6 102372501 102372501 Missense_Mutation SNP C T 52 59 c.1774C>T c.(1774-1776)CCA>TCA p.P592S

Pat_76 Pre-Treatment PRDM1 639 37 6 106547368 106547368 Missense_Mutation SNP G T 4 95 c.605G>T c.(604-606)CGG>CTG p.R202L

Pat_76 Pre-Treatment SOBP 55084 37 6 107827494 107827494 Missense_Mutation SNP C T 63 65 c.284C>T c.(283-285)CCA>CTA p.P95L

Pat_76 Pre-Treatment ARMC2 84071 37 6 109220963 109220963 Missense_Mutation SNP G A 19 28 c.815G>A c.(814-816)AGG>AAG p.R272K

Pat_76 Pre-Treatment FRK 2444 37 6 116263590 116263590 Missense_Mutation SNP T C 35 53 c.1505A>G c.(1504-1506)AAC>AGC p.N502S

Pat_76 Pre-Treatment DSE 29940 37 6 116758336 116758336 Missense_Mutation SNP G A 14 36 c.2705G>A c.(2704-2706)AGG>AAG p.R902K

Pat_76 Pre-Treatment RFX6 222546 37 6 117240459 117240460 Splice_Site DNP GG AA 31 62 c.1182_splice c.e11+1 p.Q394_splice

Pat_76 Pre-Treatment RFX6 222546 37 6 117248514 117248514 Missense_Mutation SNP G C 27 44 c.2210G>C c.(2209-2211)AGA>ACA p.R737T

Pat_76 Pre-Treatment MAN1A1 4121 37 6 119623184 119623184 Missense_Mutation SNP G A 13 15 c.785C>T c.(784-786)TCA>TTA p.S262L

Pat_76 Pre-Treatment C6orf170 221322 37 6 121481215 121481215 Missense_Mutation SNP G A 42 69 c.2714C>T c.(2713-2715)TCA>TTA p.S905L

Pat_76 Pre-Treatment C6orf58 352999 37 6 127912754 127912754 Missense_Mutation SNP G A 14 26 c.980G>A c.(979-981)GGA>GAA p.G327E

Pat_76 Pre-Treatment PTPRK 5796 37 6 128304508 128304508 Missense_Mutation SNP C T 67 108 c.3263G>A c.(3262-3264)CGA>CAA p.R1088Q

Pat_76 Pre-Treatment LAMA2 3908 37 6 129802517 129802517 Missense_Mutation SNP G A 80 104 c.7682G>A c.(7681-7683)GGC>GAC p.G2561D

Pat_76 Pre-Treatment C6orf191 253582 37 6 130166939 130166939 Missense_Mutation SNP G A 43 66 c.92C>T c.(91-93)TCC>TTC p.S31F

Pat_76 Pre-Treatment ENPP3 5169 37 6 131973708 131973708 Missense_Mutation SNP C T 101 119 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_76 Pre-Treatment ENPP3 5169 37 6 131995347 131995347 Missense_Mutation SNP G A 16 18 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Pre-Treatment TAAR8 83551 37 6 132874774 132874774 Missense_Mutation SNP C T 25 59 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_76 Pre-Treatment AHI1 54806 37 6 135754272 135754272 Missense_Mutation SNP G A 47 56 c.2159C>T c.(2158-2160)TCC>TTC p.S720F

Pat_76 Pre-Treatment BCLAF1 9774 37 6 136599690 136599690 Missense_Mutation SNP G A 28 170 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_76 Pre-Treatment MAP7 9053 37 6 136680963 136680963 Missense_Mutation SNP C T 93 152 c.1907G>A c.(1906-1908)GGA>GAA p.G636E

Pat_76 Pre-Treatment MAP7 9053 37 6 136681842 136681842 Missense_Mutation SNP C T 255 352 c.1796G>A c.(1795-1797)AGA>AAA p.R599K

Pat_76 Pre-Treatment KIAA1244 57221 37 6 138619758 138619758 Missense_Mutation SNP G A 10 6 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_76 Pre-Treatment HIVEP2 3097 37 6 143081070 143081070 Missense_Mutation SNP G T 3 14 c.6355C>A c.(6355-6357)CCT>ACT p.P2119T

Pat_76 Pre-Treatment PLAGL1 5325 37 6 144263084 144263084 Missense_Mutation SNP G A 16 36 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_76 Pre-Treatment UTRN 7402 37 6 145156938 145156938 Nonsense_Mutation SNP C T 129 190 c.9688C>T c.(9688-9690)CAG>TAG p.Q3230*

Pat_76 Pre-Treatment FBXL18 80028 37 7 5540167 5540167 Missense_Mutation SNP G A 4 102 c.1733C>T c.(1732-1734)CCC>CTC p.P578L



Pat_76 Pre-Treatment FBXL18 80028 37 7 5540452 5540452 Missense_Mutation SNP G T 17 46 c.1448C>A c.(1447-1449)CCC>CAC p.P483H

Pat_76 Pre-Treatment C7orf26 79034 37 7 6639796 6639796 Missense_Mutation SNP C T 15 15 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_76 Pre-Treatment COL28A1 340267 37 7 7457519 7457519 Missense_Mutation SNP G A 40 94 c.2107C>T c.(2107-2109)CCC>TCC p.P703S

Pat_76 Pre-Treatment ETV1 2115 37 7 13971333 13971333 Missense_Mutation SNP G A 15 74 c.596C>T c.(595-597)CCT>CTT p.P199L

Pat_76 Pre-Treatment HDAC9 9734 37 7 18975562 18975562 Missense_Mutation SNP T G 72 46 c.2925T>G c.(2923-2925)AAT>AAG p.N975K

Pat_76 Pre-Treatment TWISTNB 221830 37 7 19748518 19748518 Missense_Mutation SNP A C 25 18 c.122T>G c.(121-123)GTG>GGG p.V41G

Pat_76 Pre-Treatment DNAH11 8701 37 7 21639612 21639612 Missense_Mutation SNP C T 12 29 c.2875C>T c.(2875-2877)CCT>TCT p.P959S

Pat_76 Pre-Treatment DNAH11 8701 37 7 21760451 21760451 Missense_Mutation SNP G A 11 26 c.7264G>A c.(7264-7266)GGA>AGA p.G2422R

Pat_76 Pre-Treatment TRA2A 29896 37 7 23556110 23556110 Nonsense_Mutation SNP G A 4 151 c.208C>T c.(208-210)CGA>TGA p.R70*

Pat_76 Pre-Treatment STK31 56164 37 7 23827672 23827672 Missense_Mutation SNP C T 49 114 c.2561C>T c.(2560-2562)TCA>TTA p.S854L

Pat_76 Pre-Treatment BMPER 168667 37 7 34118765 34118765 Missense_Mutation SNP G A 27 110 c.1375G>A c.(1375-1377)GAT>AAT p.D459N

Pat_76 Pre-Treatment POU6F2 11281 37 7 39446295 39446295 Missense_Mutation SNP C T 49 31 c.982C>T c.(982-984)CTT>TTT p.L328F

Pat_76 Pre-Treatment C7orf36 57002 37 7 39612174 39612174 Missense_Mutation SNP G A 46 99 c.550G>A c.(550-552)GAA>AAA p.E184K

Pat_76 Pre-Treatment GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 14 31 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_76 Pre-Treatment C7orf44 55744 37 7 43687203 43687203 Missense_Mutation SNP C T 12 105 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_76 Pre-Treatment PGAM2 5224 37 7 44105164 44105164 Splice_Site SNP G A 52 43 c.-34_splice c.e1-1

Pat_76 Pre-Treatment NPC1L1 29881 37 7 44579071 44579071 Missense_Mutation SNP G A 42 69 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_76 Pre-Treatment PKD1L1 168507 37 7 47917146 47917146 Missense_Mutation SNP G A 112 74 c.3604C>T c.(3604-3606)CCC>TCC p.P1202S

Pat_76 Pre-Treatment UPP1 7378 37 7 48139273 48139274 Missense_Mutation DNP CC TT 30 65 c.51_52CC>TT c.(49-54)TGCCCC>TGTTCC p.P18S

Pat_76 Pre-Treatment ABCA13 154664 37 7 48312960 48312960 Missense_Mutation SNP G A 14 37 c.3697G>A c.(3697-3699)GAT>AAT p.D1233N

Pat_76 Pre-Treatment ABCA13 154664 37 7 48338080 48338080 Missense_Mutation SNP C T 16 37 c.9317C>T c.(9316-9318)TCC>TTC p.S3106F

Pat_76 Pre-Treatment ZPBP 11055 37 7 50022979 50022979 Missense_Mutation SNP C T 27 45 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_76 Pre-Treatment ZNF713 349075 37 7 56007625 56007625 Missense_Mutation SNP C T 49 44 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_76 Pre-Treatment ZNF479 90827 37 7 57187752 57187752 Missense_Mutation SNP C T 79 211 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Pre-Treatment ZNF727 442319 37 7 63538454 63538454 Missense_Mutation SNP G A 27 70 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_76 Pre-Treatment ZNF107 51427 37 7 64167977 64167977 Missense_Mutation SNP A T 4 102 c.1295A>T c.(1294-1296)AAA>ATA p.K432I

Pat_76 Pre-Treatment CALN1 83698 37 7 71275372 71275372 Missense_Mutation SNP C T 25 85 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_76 Pre-Treatment POR 5447 37 7 75583414 75583414 Missense_Mutation SNP C T 10 29 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_76 Pre-Treatment MAGI2 9863 37 7 77885584 77885584 Missense_Mutation SNP C T 8 43 c.1723G>A c.(1723-1725)GAT>AAT p.D575N

Pat_76 Pre-Treatment PCLO 27445 37 7 82451858 82451858 Missense_Mutation SNP G C 76 179 c.14744C>G c.(14743-14745)GCC>GGC p.A4915G

Pat_76 Pre-Treatment PCLO 27445 37 7 82546104 82546104 Missense_Mutation SNP G A 44 93 c.11198C>T c.(11197-11199)TCC>TTC p.S3733F

Pat_76 Pre-Treatment PCLO 27445 37 7 82586071 82586071 Missense_Mutation SNP C T 6 42 c.4198G>A c.(4198-4200)GAA>AAA p.E1400K

Pat_76 Pre-Treatment PCLO 27445 37 7 82764102 82764102 Missense_Mutation SNP T G 16 34 c.2764A>C c.(2764-2766)ACT>CCT p.T922P

Pat_76 Pre-Treatment PCLO 27445 37 7 82764708 82764708 Missense_Mutation SNP C T 11 45 c.2158G>A c.(2158-2160)GCC>ACC p.A720T

Pat_76 Pre-Treatment PCLO 27445 37 7 82785182 82785182 Nonsense_Mutation SNP G A 25 59 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Pre-Treatment ABCB1 5243 37 7 87133609 87133609 Missense_Mutation SNP C T 99 94 c.3793G>A c.(3793-3795)GGC>AGC p.G1265S

Pat_76 Pre-Treatment STEAP4 79689 37 7 87913456 87913456 Nonsense_Mutation SNP A C 27 72 c.129T>G c.(127-129)TAT>TAG p.Y43*

Pat_76 Pre-Treatment SAMD9L 219285 37 7 92762118 92762118 Missense_Mutation SNP G A 26 61 c.3167C>T c.(3166-3168)TCC>TTC p.S1056F

Pat_76 Pre-Treatment COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 41 83 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_76 Pre-Treatment CASD1 64921 37 7 94173748 94173748 Missense_Mutation SNP G A 5 255 c.1382G>A c.(1381-1383)CGA>CAA p.R461Q

Pat_76 Pre-Treatment NPTX2 4885 37 7 98254473 98254473 Missense_Mutation SNP G A 17 46 c.883G>A c.(883-885)GAC>AAC p.D295N

Pat_76 Pre-Treatment CYP3A4 1576 37 7 99359664 99359664 Missense_Mutation SNP C T 73 46 c.1253G>A c.(1252-1254)AGA>AAA p.R418K

Pat_76 Pre-Treatment ZCWPW1 55063 37 7 100017342 100017342 Missense_Mutation SNP C T 9 39 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_76 Pre-Treatment ZAN 7455 37 7 100348419 100348419 Missense_Mutation SNP G A 7 6 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Pre-Treatment MUC17 140453 37 7 100678919 100678919 Missense_Mutation SNP G A 228 552 c.4222G>A c.(4222-4224)GTA>ATA p.V1408I

Pat_76 Pre-Treatment MUC17 140453 37 7 100683798 100683798 Missense_Mutation SNP C T 213 537 c.9101C>T c.(9100-9102)ACC>ATC p.T3034I

Pat_76 Pre-Treatment MUC17 140453 37 7 100686761 100686761 Missense_Mutation SNP A C 49 175 c.12064A>C c.(12064-12066)ACT>CCT p.T4022P



Pat_76 Pre-Treatment CUX1 1523 37 7 101918517 101918517 Splice_Site SNP G A 41 107 c.1451_splice c.e17-1 p.G484_splice

Pat_76 Pre-Treatment SLC26A5 375611 37 7 103048336 103048336 Missense_Mutation SNP C T 32 69 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_76 Pre-Treatment RELN 5649 37 7 103185660 103185660 Missense_Mutation SNP C T 57 37 c.6434G>A c.(6433-6435)GGA>GAA p.G2145E

Pat_76 Pre-Treatment RELN 5649 37 7 103294623 103294623 Missense_Mutation SNP C T 28 59 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_76 Pre-Treatment RELN 5649 37 7 103341421 103341421 Missense_Mutation SNP G A 38 111 c.838C>T c.(838-840)CCC>TCC p.P280S

Pat_76 Pre-Treatment DOCK4 9732 37 7 111423941 111423941 Missense_Mutation SNP G A 7 32 c.3469C>T c.(3469-3471)CGT>TGT p.R1157C

Pat_76 Pre-Treatment IFRD1 3475 37 7 112096120 112096120 Missense_Mutation SNP T G 52 71 c.263T>G c.(262-264)ATT>AGT p.I88S

Pat_76 Pre-Treatment PPP1R3A 5506 37 7 113518127 113518127 Missense_Mutation SNP G A 32 107 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_76 Pre-Treatment FOXP2 93986 37 7 114329931 114329931 Missense_Mutation SNP G A 55 192 c.2098G>A c.(2098-2100)GAA>AAA p.E700K

Pat_76 Pre-Treatment MET 4233 37 7 116371883 116371884 Missense_Mutation DNP TC AT 132 51 c.1362_1363TC>ATc.(1360-1365)AATCTT>AAATTTp.454_455NL>KF

Pat_76 Pre-Treatment WNT2 7472 37 7 116918241 116918241 Missense_Mutation SNP G A 26 108 c.1051C>T c.(1051-1053)CCC>TCC p.P351S

Pat_76 Pre-Treatment CFTR 1080 37 7 117232163 117232163 Missense_Mutation SNP G A 120 61 c.1942G>A c.(1942-1944)GAT>AAT p.D648N

Pat_76 Pre-Treatment CFTR 1080 37 7 117307052 117307052 Missense_Mutation SNP G A 18 81 c.4333G>A c.(4333-4335)GAC>AAC p.D1445N

Pat_76 Pre-Treatment TSPAN12 23554 37 7 120428929 120428929 Missense_Mutation SNP G A 29 109 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_76 Pre-Treatment RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 156 432 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_76 Pre-Treatment IQUB 154865 37 7 123136870 123136870 Missense_Mutation SNP C T 45 24 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Pre-Treatment FSCN3 29999 37 7 127236496 127236496 Missense_Mutation SNP C T 153 75 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_76 Pre-Treatment SND1 27044 37 7 127326763 127326763 Missense_Mutation SNP C T 44 124 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_76 Pre-Treatment METTL2B 55798 37 7 128119521 128119521 Missense_Mutation SNP G A 16 69 c.512G>A c.(511-513)TGT>TAT p.C171Y

Pat_76 Pre-Treatment FLNC 2318 37 7 128484752 128484752 Missense_Mutation SNP G A 13 79 c.3233G>A c.(3232-3234)GGC>GAC p.G1078D

Pat_76 Pre-Treatment FLNC 2318 37 7 128485144 128485144 Missense_Mutation SNP G A 19 79 c.3625G>A c.(3625-3627)GAT>AAT p.D1209N

Pat_76 Pre-Treatment FLNC 2318 37 7 128493532 128493532 Missense_Mutation SNP G A 39 11 c.6218G>A c.(6217-6219)GGC>GAC p.G2073D

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131831452 131831452 Missense_Mutation SNP C T 50 209 c.4872G>A c.(4870-4872)ATG>ATA p.M1624I

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131853205 131853205 Missense_Mutation SNP C T 19 71 c.4144G>A c.(4144-4146)GAC>AAC p.D1382N

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131853241 131853241 Missense_Mutation SNP G A 12 83 c.4108C>T c.(4108-4110)CGC>TGC p.R1370C

Pat_76 Pre-Treatment PLXNA4 91584 37 7 132192864 132192864 Missense_Mutation SNP G A 35 129 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_76 Pre-Treatment CHRM2 1129 37 7 136700405 136700405 Missense_Mutation SNP G A 44 60 c.793G>A c.(793-795)GCC>ACC p.A265T

Pat_76 Pre-Treatment DGKI 9162 37 7 137304634 137304634 Missense_Mutation SNP G A 182 91 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_76 Pre-Treatment KIAA1549 57670 37 7 138552834 138552835 Nonsense_Mutation DNP GG AA 20 22 c.4815_4816CC>TTc.(4813-4818)CACCAG>CATTAGp.Q1606*

Pat_76 Pre-Treatment ZC3HAV1 56829 37 7 138758745 138758745 Missense_Mutation SNP G A 5 158 c.1729C>T c.(1729-1731)CGG>TGG p.R577W

Pat_76 Pre-Treatment HIPK2 28996 37 7 139416178 139416178 Missense_Mutation SNP C T 4 146 c.656G>A c.(655-657)CGG>CAG p.R219Q

Pat_76 Pre-Treatment RAB19 401409 37 7 140107597 140107597 Missense_Mutation SNP G A 32 137 c.151G>A c.(151-153)GGA>AGA p.G51R

Pat_76 Pre-Treatment RAB19 401409 37 7 140111792 140111792 Missense_Mutation SNP C T 44 204 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_76 Pre-Treatment DENND2A 27147 37 7 140301773 140301773 Missense_Mutation SNP C A 54 233 c.425G>T c.(424-426)GGC>GTC p.G142V

Pat_76 Pre-Treatment ADCK2 90956 37 7 140373899 140373899 Missense_Mutation SNP C T 54 26 c.769C>T c.(769-771)CTT>TTT p.L257F

Pat_76 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 114 43 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_76 Pre-Treatment BRAF 673 37 7 140481408 140481408 Missense_Mutation SNP G A 50 268 c.1400C>T c.(1399-1401)TCA>TTA p.S467L

Pat_76 Pre-Treatment WEE2 494551 37 7 141408728 141408728 Nonsense_Mutation SNP G A 197 99 c.170G>A c.(169-171)TGG>TAG p.W57*

Pat_76 Pre-Treatment MGAM 8972 37 7 141759301 141759301 Missense_Mutation SNP G A 7 8 c.3849G>A c.(3847-3849)ATG>ATA p.M1283I

Pat_76 Pre-Treatment TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 30 179 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_76 Pre-Treatment TRPV5 56302 37 7 142622769 142622769 Missense_Mutation SNP C T 4 104 c.977G>A c.(976-978)CGG>CAG p.R326Q

Pat_76 Pre-Treatment TRPV5 56302 37 7 142625878 142625878 Missense_Mutation SNP C T 51 136 c.670G>A c.(670-672)GGA>AGA p.G224R

Pat_76 Pre-Treatment TAS2R39 259285 37 7 142880593 142880593 Missense_Mutation SNP G A 8 52 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_76 Pre-Treatment TAS2R39 259285 37 7 142881212 142881212 Missense_Mutation SNP C T 209 70 c.701C>T c.(700-702)TCT>TTT p.S234F

Pat_76 Pre-Treatment CLCN1 1180 37 7 143044013 143044013 Missense_Mutation SNP G A 38 155 c.2374G>A c.(2374-2376)GAT>AAT p.D792N

Pat_76 Pre-Treatment EPHA1 2041 37 7 143096756 143096756 Missense_Mutation SNP C T 33 181 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Pre-Treatment TAS2R41 259287 37 7 143175540 143175540 Missense_Mutation SNP C T 36 53 c.575C>T c.(574-576)CCT>CTT p.P192L



Pat_76 Pre-Treatment OR2F1 26211 37 7 143657369 143657369 Missense_Mutation SNP T A 68 219 c.306T>A c.(304-306)TTT>TTA p.F102L

Pat_76 Pre-Treatment OR2A2 442361 37 7 143807452 143807452 Missense_Mutation SNP G A 158 104 c.777G>A c.(775-777)ATG>ATA p.M259I

Pat_76 Pre-Treatment ARHGEF5 7984 37 7 144060324 144060324 Missense_Mutation SNP G A 46 121 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_76 Pre-Treatment ARHGEF5 7984 37 7 144062290 144062290 Missense_Mutation SNP C T 12 241 c.2528C>T c.(2527-2529)CCC>CTC p.P843L

Pat_76 Pre-Treatment CNTNAP2 26047 37 7 146825794 146825794 Missense_Mutation SNP G A 29 105 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_76 Pre-Treatment C7orf33 202865 37 7 148311169 148311169 Missense_Mutation SNP G A 91 368 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_76 Pre-Treatment ZNF786 136051 37 7 148768291 148768292 Missense_Mutation DNP GG AA 26 32 c.1572_1573CC>TTc.(1570-1575)CTCCGT>CTTTGTp.R525C

Pat_76 Pre-Treatment ZNF398 57541 37 7 148876126 148876126 Missense_Mutation SNP A G 74 254 c.1162A>G c.(1162-1164)ACC>GCC p.T388A

Pat_76 Pre-Treatment ZNF777 27153 37 7 149152767 149152767 Missense_Mutation SNP G A 100 51 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_76 Pre-Treatment SSPO 23145 37 7 149473161 149473161 Missense_Mutation SNP G A 6 45 c.31G>A c.(31-33)GCG>ACG p.A11T

Pat_76 Pre-Treatment SSPO 23145 37 7 149492413 149492413 Missense_Mutation SNP G A 3 18 c.6302G>A c.(6301-6303)GGG>GAG p.G2101E

Pat_76 Pre-Treatment REPIN1 29803 37 7 150068839 150068839 Missense_Mutation SNP C T 15 90 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_76 Pre-Treatment GIMAP8 155038 37 7 150174179 150174179 Splice_Site SNP G A 119 67 c.1310_splice c.e5-1 p.E437_splice

Pat_76 Pre-Treatment GIMAP8 155038 37 7 150174386 150174386 Missense_Mutation SNP G A 51 37 c.1516G>A c.(1516-1518)GAC>AAC p.D506N

Pat_76 Pre-Treatment TMEM176A 55365 37 7 150499346 150499346 Missense_Mutation SNP G A 27 102 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment MLL3 58508 37 7 151945102 151945102 Missense_Mutation SNP G A 31 737 c.2417C>T c.(2416-2418)TCC>TTC p.S806F

Pat_76 Pre-Treatment MLL3 58508 37 7 152027710 152027710 Missense_Mutation SNP G A 56 188 c.365C>T c.(364-366)TCT>TTT p.S122F

Pat_76 Pre-Treatment MLL3 58508 37 7 152027728 152027728 Missense_Mutation SNP G A 5 210 c.347C>T c.(346-348)TCG>TTG p.S116L

Pat_76 Pre-Treatment HTR5A 3361 37 7 154862632 154862632 Missense_Mutation SNP C T 54 278 c.23C>T c.(22-24)ACC>ATC p.T8I

Pat_76 Pre-Treatment HTR5A 3361 37 7 154876022 154876022 Missense_Mutation SNP C T 45 140 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_76 Pre-Treatment ERICH1 157697 37 8 623397 623398 Missense_Mutation DNP CC TT 81 106 c.954_955GG>AAc.(952-957)GGGGAG>GGAAAGp.E319K

Pat_76 Pre-Treatment CSMD1 64478 37 8 2806873 2806873 Missense_Mutation SNP A C 19 30 c.10353T>G c.(10351-10353)TTT>TTG p.F3451L

Pat_76 Pre-Treatment SGK223 157285 37 8 8235065 8235065 Missense_Mutation SNP G A 10 4 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_76 Pre-Treatment RP1L1 94137 37 8 10467667 10467668 Missense_Mutation DNP CC TT 17 37 c.3940_3941GG>AAc.(3940-3942)GGG>AAG p.G1314K

Pat_76 Pre-Treatment FAM167A 83648 37 8 11281901 11281901 Missense_Mutation SNP C T 49 72 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_76 Pre-Treatment SGCZ 137868 37 8 13959889 13959889 Missense_Mutation SNP C T 38 66 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_76 Pre-Treatment MTMR7 9108 37 8 17159783 17159783 Nonsense_Mutation SNP C T 28 23 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_76 Pre-Treatment XPO7 23039 37 8 21834014 21834014 Missense_Mutation SNP C T 32 40 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_76 Pre-Treatment LOXL2 4017 37 8 23225624 23225624 Missense_Mutation SNP C T 23 56 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_76 Pre-Treatment ADAM28 10863 37 8 24187543 24187543 Missense_Mutation SNP G A 35 55 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_76 Pre-Treatment ADAM7 8756 37 8 24324376 24324376 Missense_Mutation SNP G C 31 48 c.454G>C c.(454-456)GAA>CAA p.E152Q

Pat_76 Pre-Treatment CDCA2 157313 37 8 25361000 25361000 Missense_Mutation SNP G A 4 132 c.1783G>A c.(1783-1785)GAG>AAG p.E595K

Pat_76 Pre-Treatment EBF2 64641 37 8 25718576 25718576 Missense_Mutation SNP C T 55 81 c.1331G>A c.(1330-1332)GGA>GAA p.G444E

Pat_76 Pre-Treatment DPYSL2 1808 37 8 26513185 26513185 Missense_Mutation SNP C T 56 90 c.1682C>T c.(1681-1683)CCC>CTC p.P561L

Pat_76 Pre-Treatment C8orf80 389643 37 8 27884555 27884555 Missense_Mutation SNP C A 5 141 c.2169G>T c.(2167-2169)GAG>GAT p.E723D

Pat_76 Pre-Treatment C8orf80 389643 37 8 27931885 27931885 Missense_Mutation SNP C T 24 24 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_76 Pre-Treatment TEX15 56154 37 8 30695198 30695198 Missense_Mutation SNP G A 43 77 c.7453C>T c.(7453-7455)CCA>TCA p.P2485S

Pat_76 Pre-Treatment WRN 7486 37 8 30946405 30946405 Splice_Site SNP G A 6 13 c.1577_splice c.e13-1 p.D526_splice

Pat_76 Pre-Treatment WRN 7486 37 8 31015013 31015013 Missense_Mutation SNP G T 4 34 c.3949G>T c.(3949-3951)GCT>TCT p.A1317S

Pat_76 Pre-Treatment ASH2L 9070 37 8 37978665 37978665 Missense_Mutation SNP G A 4 71 c.1163G>A c.(1162-1164)CGA>CAA p.R388Q

Pat_76 Pre-Treatment IDO1 3620 37 8 39771457 39771457 Missense_Mutation SNP G A 3 6 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Pre-Treatment ZMAT4 79698 37 8 40625228 40625228 Missense_Mutation SNP C T 21 25 c.124G>A c.(124-126)GTC>ATC p.V42I

Pat_76 Pre-Treatment AGPAT6 137964 37 8 41470462 41470463 Missense_Mutation DNP CC TT 27 25 c.894_895CC>TTc.(892-897)CGCCAC>CGTTAC p.H299Y

Pat_76 Pre-Treatment ANK1 286 37 8 41551487 41551487 Missense_Mutation SNP G A 13 17 c.3461C>T c.(3460-3462)TCC>TTC p.S1154F

Pat_76 Pre-Treatment POTEA 340441 37 8 43152483 43152483 Missense_Mutation SNP G A 43 75 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_76 Pre-Treatment MCM4 4173 37 8 48882577 48882577 Missense_Mutation SNP C T 58 77 c.1394C>T c.(1393-1395)GCC>GTC p.A465V

Pat_76 Pre-Treatment C8orf22 492307 37 8 49986883 49986883 Missense_Mutation SNP C T 17 31 c.224C>T c.(223-225)TCT>TTT p.S75F



Pat_76 Pre-Treatment PCMTD1 115294 37 8 52733146 52733146 Missense_Mutation SNP C T 6 386 c.839G>A c.(838-840)AGA>AAA p.R280K

Pat_76 Pre-Treatment RP1 6101 37 8 55541492 55541492 Missense_Mutation SNP G A 48 75 c.5050G>A c.(5050-5052)GAA>AAA p.E1684K

Pat_76 Pre-Treatment RP1 6101 37 8 55541652 55541652 Missense_Mutation SNP A G 26 28 c.5210A>G c.(5209-5211)GAA>GGA p.E1737G

Pat_76 Pre-Treatment XKR4 114786 37 8 56436719 56436719 Missense_Mutation SNP C T 23 35 c.1886C>T c.(1885-1887)CCT>CTT p.P629L

Pat_76 Pre-Treatment PLAG1 5324 37 8 57079014 57079014 Missense_Mutation SNP G A 8 19 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_76 Pre-Treatment CYP7A1 1581 37 8 59409562 59409563 Missense_Mutation DNP CC TT 64 89 c.508_509GG>AA c.(508-510)GGG>AAG p.G170K

Pat_76 Pre-Treatment PREX2 80243 37 8 69028113 69028113 Missense_Mutation SNP G A 73 116 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E

Pat_76 Pre-Treatment C8orf34 116328 37 8 69434163 69434163 Missense_Mutation SNP G T 4 78 c.637G>T c.(637-639)GAC>TAC p.D213Y

Pat_76 Pre-Treatment CRISPLD1 83690 37 8 75925132 75925132 Missense_Mutation SNP C T 30 55 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_76 Pre-Treatment PAG1 55824 37 8 81899700 81899700 Missense_Mutation SNP G A 36 57 c.179C>T c.(178-180)CCT>CTT p.P60L

Pat_76 Pre-Treatment WWP1 11059 37 8 87393063 87393064 Missense_Mutation DNP CT TC 27 37 c.179_180CT>TC c.(178-180)TCT>TTC p.S60F

Pat_76 Pre-Treatment CNGB3 54714 37 8 87656094 87656094 Nonsense_Mutation SNP G A 27 48 c.1063C>T c.(1063-1065)CGA>TGA p.R355*

Pat_76 Pre-Treatment SLC26A7 115111 37 8 92352666 92352666 Missense_Mutation SNP C T 70 91 c.913C>T c.(913-915)CTC>TTC p.L305F

Pat_76 Pre-Treatment POP1 10940 37 8 99140736 99140736 Missense_Mutation SNP C T 29 29 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_76 Pre-Treatment POP1 10940 37 8 99161210 99161210 Nonsense_Mutation SNP G A 13 12 c.1878G>A c.(1876-1878)TGG>TGA p.W626*

Pat_76 Pre-Treatment OSR2 116039 37 8 99961245 99961245 Missense_Mutation SNP C T 20 34 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_76 Pre-Treatment RGS22 26166 37 8 101092508 101092508 Missense_Mutation SNP C T 5 10 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_76 Pre-Treatment UBR5 51366 37 8 103326127 103326127 Missense_Mutation SNP G A 47 65 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_76 Pre-Treatment RIMS2 9699 37 8 104778681 104778681 Missense_Mutation SNP G A 19 48 c.614G>A c.(613-615)CGA>CAA p.R205Q

Pat_76 Pre-Treatment RIMS2 9699 37 8 105257255 105257255 Missense_Mutation SNP G A 69 119 c.3500G>A c.(3499-3501)GGT>GAT p.G1167D

Pat_76 Pre-Treatment ZFPM2 23414 37 8 106813565 106813565 Missense_Mutation SNP G A 18 33 c.1255G>A c.(1255-1257)GAA>AAA p.E419K

Pat_76 Pre-Treatment ANGPT1 284 37 8 108306214 108306214 Missense_Mutation SNP G A 80 95 c.988C>T c.(988-990)CGT>TGT p.R330C

Pat_76 Pre-Treatment TRHR 7201 37 8 110131469 110131469 Missense_Mutation SNP C A 124 164 c.982C>A c.(982-984)CGT>AGT p.R328S

Pat_76 Pre-Treatment PKHD1L1 93035 37 8 110457809 110457809 Missense_Mutation SNP C T 4 3 c.5711C>T c.(5710-5712)CCA>CTA p.P1904L

Pat_76 Pre-Treatment PKHD1L1 93035 37 8 110477198 110477198 Missense_Mutation SNP C T 34 43 c.8137C>T c.(8137-8139)CTT>TTT p.L2713F

Pat_76 Pre-Treatment CSMD3 114788 37 8 113243822 113243822 Missense_Mutation SNP C T 65 102 c.10780G>A c.(10780-10782)GGA>AGA p.G3594R

Pat_76 Pre-Treatment CSMD3 114788 37 8 113519002 113519002 Missense_Mutation SNP G A 24 37 c.4813C>T c.(4813-4815)CCT>TCT p.P1605S

Pat_76 Pre-Treatment CSMD3 114788 37 8 113966963 113966963 Missense_Mutation SNP C T 16 28 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Pre-Treatment ENPP2 5168 37 8 120629774 120629774 Missense_Mutation SNP G A 20 39 c.509C>T c.(508-510)TCC>TTC p.S170F

Pat_76 Pre-Treatment DEPDC6 64798 37 8 120942126 120942126 Missense_Mutation SNP C T 36 63 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_76 Pre-Treatment FER1L6 654463 37 8 124989687 124989687 Missense_Mutation SNP G A 75 116 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_76 Pre-Treatment FER1L6 654463 37 8 125083819 125083819 Missense_Mutation SNP G A 14 36 c.4039G>A c.(4039-4041)GGG>AGG p.G1347R

Pat_76 Pre-Treatment FAM135B 51059 37 8 139164961 139164961 Missense_Mutation SNP C T 56 93 c.1757G>A c.(1756-1758)GGA>GAA p.G586E

Pat_76 Pre-Treatment DENND3 22898 37 8 142161766 142161766 Missense_Mutation SNP G A 47 88 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_76 Pre-Treatment LY6K 54742 37 8 143784711 143784711 Missense_Mutation SNP G A 13 36 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Pre-Treatment SPATC1 375686 37 8 145095631 145095632 Missense_Mutation DNP CC TT 7 36 c.929_930CC>TT c.(928-930)CCC>CTT p.P310L

Pat_76 Pre-Treatment ERMP1 79956 37 9 5810087 5810087 Missense_Mutation SNP G A 42 87 c.1472C>T c.(1471-1473)TCC>TTC p.S491F

Pat_76 Pre-Treatment PTPRD 5789 37 9 8518132 8518132 Missense_Mutation SNP G A 72 98 c.1259C>T c.(1258-1260)GCC>GTC p.A420V

Pat_76 Pre-Treatment MPDZ 8777 37 9 13188823 13188823 Missense_Mutation SNP G A 6 340 c.2324C>T c.(2323-2325)CCG>CTG p.P775L

Pat_76 Pre-Treatment SH3GL2 6456 37 9 17761434 17761434 Splice_Site SNP G A 28 3 c.115_splice c.e3-1 p.K39_splice

Pat_76 Pre-Treatment HAUS6 54801 37 9 19063041 19063041 Missense_Mutation SNP G A 64 127 c.1594C>T c.(1594-1596)CCA>TCA p.P532S

Pat_76 Pre-Treatment DENND4C 55667 37 9 19346035 19346035 Missense_Mutation SNP C T 39 49 c.2413C>T c.(2413-2415)CCT>TCT p.P805S

Pat_76 Pre-Treatment TAF1L 138474 37 9 32630273 32630273 Missense_Mutation SNP C T 60 62 c.5305G>A c.(5305-5307)GGA>AGA p.G1769R

Pat_76 Pre-Treatment DNAI1 27019 37 9 34491492 34491492 Splice_Site SNP G A 20 26 c.622_splice c.e8-1 p.D208_splice

Pat_76 Pre-Treatment SHB 6461 37 9 37955901 37955901 Missense_Mutation SNP G A 12 18 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_76 Pre-Treatment LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 10 80 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_76 Pre-Treatment PGM5 5239 37 9 70993145 70993145 Missense_Mutation SNP A G 4 69 c.292A>G c.(292-294)ATC>GTC p.I98V



Pat_76 Pre-Treatment PIP5K1B 8395 37 9 71509555 71509555 Splice_Site SNP G A 4 149 c.771_splice c.e8+1 p.R257_splice

Pat_76 Pre-Treatment PCSK5 5125 37 9 78749077 78749077 Missense_Mutation SNP G T 33 67 c.1261G>T c.(1261-1263)GCG>TCG p.A421S

Pat_76 Pre-Treatment PCSK5 5125 37 9 78804120 78804121 Missense_Mutation DNP GG AA 16 45 c.2491_2492GG>AAc.(2491-2493)GGA>AAA p.G831K

Pat_76 Pre-Treatment GCNT1 2650 37 9 79118124 79118124 Missense_Mutation SNP C T 28 58 c.827C>T c.(826-828)CCT>CTT p.P276L

Pat_76 Pre-Treatment PRUNE2 158471 37 9 79323229 79323229 Missense_Mutation SNP C T 14 12 c.3961G>A c.(3961-3963)GAT>AAT p.D1321N

Pat_76 Pre-Treatment PRUNE2 158471 37 9 79441589 79441589 Missense_Mutation SNP C T 23 34 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Pre-Treatment VPS13A 23230 37 9 79827939 79827939 Missense_Mutation SNP C T 24 42 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_76 Pre-Treatment FRMD3 257019 37 9 85950537 85950537 Missense_Mutation SNP C T 10 15 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_76 Pre-Treatment UBQLN1 29979 37 9 86280051 86280051 Missense_Mutation SNP G A 4 92 c.1342C>T c.(1342-1344)CCT>TCT p.P448S

Pat_76 Pre-Treatment HNRNPK 3190 37 9 86590392 86590392 Missense_Mutation SNP C T 4 121 c.242G>A c.(241-243)AGC>AAC p.S81N

Pat_76 Pre-Treatment PHF2 5253 37 9 96428104 96428104 Missense_Mutation SNP C T 51 109 c.2074C>T c.(2074-2076)CCC>TCC p.P692S

Pat_76 Pre-Treatment HSD17B3 3293 37 9 99064356 99064356 Missense_Mutation SNP G A 27 36 c.31C>T c.(31-33)CTC>TTC p.L11F

Pat_76 Pre-Treatment CTSL2 1515 37 9 99800270 99800271 Missense_Mutation DNP GG AA 51 63 c.55_56CC>TT c.(55-57)CCA>TTA p.P19L

Pat_76 Pre-Treatment FOXE1 2304 37 9 100616596 100616596 Missense_Mutation SNP G A 25 28 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_76 Pre-Treatment TRIM14 9830 37 9 100857249 100857250 Missense_Mutation DNP GG AA 18 53 c.599_600CC>TT c.(598-600)CCC>CTT p.P200L

Pat_76 Pre-Treatment LPPR1 54886 37 9 104079716 104079716 Missense_Mutation SNP C T 62 72 c.883C>T c.(883-885)CGT>TGT p.R295C

Pat_76 Pre-Treatment GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 11 32 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_76 Pre-Treatment CYLC2 1539 37 9 105767050 105767050 Missense_Mutation SNP C T 15 14 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_76 Pre-Treatment CYLC2 1539 37 9 105767487 105767487 Missense_Mutation SNP G A 11 25 c.574G>A c.(574-576)GAT>AAT p.D192N

Pat_76 Pre-Treatment OR13F1 138805 37 9 107267121 107267121 Missense_Mutation SNP C T 82 130 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_76 Pre-Treatment OR13C9 286362 37 9 107379644 107379644 Missense_Mutation SNP G A 32 42 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_76 Pre-Treatment IKBKAP 8518 37 9 111668727 111668727 Missense_Mutation SNP G A 4 109 c.1499C>T c.(1498-1500)CCG>CTG p.P500L

Pat_76 Pre-Treatment TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 24 53 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_76 Pre-Treatment PTGR1 22949 37 9 114356512 114356512 Missense_Mutation SNP G A 18 24 c.142C>T c.(142-144)CCC>TCC p.P48S

Pat_76 Pre-Treatment ALAD 210 37 9 116154406 116154406 Missense_Mutation SNP C T 3 16 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_76 Pre-Treatment AKNA 80709 37 9 117118393 117118393 Missense_Mutation SNP G A 27 42 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_76 Pre-Treatment TNC 3371 37 9 117819506 117819506 Missense_Mutation SNP G A 23 38 c.4505C>T c.(4504-4506)ACT>ATT p.T1502I

Pat_76 Pre-Treatment ASTN2 23245 37 9 119738438 119738438 Missense_Mutation SNP C T 18 20 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_76 Pre-Treatment TRAF1 7185 37 9 123667467 123667467 Missense_Mutation SNP G A 5 20 c.1082C>T c.(1081-1083)GCC>GTC p.A361V

Pat_76 Pre-Treatment TRAF1 7185 37 9 123675765 123675765 Missense_Mutation SNP C T 18 21 c.546G>A c.(544-546)ATG>ATA p.M182I

Pat_76 Pre-Treatment OR1N1 138883 37 9 125289062 125289063 Missense_Mutation DNP CC TT 17 22 c.510_511GG>AAc.(508-513)GGGGAA>GGAAAAp.E171K

Pat_76 Pre-Treatment RABGAP1 23637 37 9 125832695 125832695 Missense_Mutation SNP C T 105 130 c.1975C>T c.(1975-1977)CTT>TTT p.L659F

Pat_76 Pre-Treatment LMX1B 4010 37 9 129453221 129453221 Missense_Mutation SNP G A 4 35 c.364G>A c.(364-366)GTG>ATG p.V122M

Pat_76 Pre-Treatment LAMC3 10319 37 9 133901843 133901843 Missense_Mutation SNP G A 9 10 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_76 Pre-Treatment NTNG2 84628 37 9 135042312 135042312 Missense_Mutation SNP C T 28 37 c.94C>T c.(94-96)CCC>TCC p.P32S

Pat_76 Pre-Treatment SETX 23064 37 9 135204652 135204652 Missense_Mutation SNP C T 27 34 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_76 Pre-Treatment ADAMTS13 11093 37 9 136323188 136323189 Missense_Mutation DNP CC TT 8 23 c.4049_4050CC>TT c.(4048-4050)ACC>ATT p.T1350I

Pat_76 Pre-Treatment DBH 1621 37 9 136518122 136518122 Splice_Site SNP G A 18 31 c.1434_splice c.e9+1 p.V478_splice

Pat_76 Pre-Treatment COL5A1 1289 37 9 137688695 137688695 Missense_Mutation SNP G A 14 38 c.2846G>A c.(2845-2847)GGA>GAA p.G949E

Pat_76 Pre-Treatment CAMSAP1 157922 37 9 138707828 138707828 Missense_Mutation SNP G A 11 43 c.4295C>T c.(4294-4296)CCC>CTC p.P1432L

Pat_76 Pre-Treatment SEC16A 9919 37 9 139371934 139371934 Missense_Mutation SNP G A 20 34 c.134C>T c.(133-135)ACT>ATT p.T45I

Pat_76 Pre-Treatment NOTCH1 4851 37 9 139391227 139391227 Missense_Mutation SNP G T 4 96 c.6964C>A c.(6964-6966)CAA>AAA p.Q2322K

Pat_76 Pre-Treatment ANAPC2 29882 37 9 140069793 140069793 Missense_Mutation SNP C T 9 12 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_76 Pre-Treatment ANAPC2 29882 37 9 140077628 140077628 Missense_Mutation SNP G A 45 116 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_76 Pre-Treatment NDOR1 27158 37 9 140109131 140109131 Missense_Mutation SNP C T 4 57 c.832C>T c.(832-834)CCG>TCG p.P278S

Pat_76 Pre-Treatment ENTPD8 377841 37 9 140330184 140330184 Missense_Mutation SNP C T 17 21 c.1148G>A c.(1147-1149)AGG>AAG p.R383K

Pat_76 Pre-Treatment SHOX 6473 37 X 591723 591723 Missense_Mutation SNP G A 73 95 c.91G>A c.(91-93)GAT>AAT p.D31N



Pat_76 Pre-Treatment ASMT 438 37 X 1742197 1742197 Missense_Mutation SNP G A 9 16 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_76 Pre-Treatment ASMT 438 37 X 1748718 1748718 Missense_Mutation SNP G A 71 139 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_76 Pre-Treatment ARSD 414 37 X 2836227 2836227 Missense_Mutation SNP G A 7 5 c.481C>T c.(481-483)CAC>TAC p.H161Y

Pat_76 Pre-Treatment MXRA5 25878 37 X 3240077 3240077 Missense_Mutation SNP C T 39 40 c.3649G>A c.(3649-3651)GAA>AAA p.E1217K

Pat_76 Pre-Treatment NLGN4X 57502 37 X 6069266 6069266 Missense_Mutation SNP G A 19 31 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_76 Pre-Treatment VCX 26609 37 X 7811971 7811971 Missense_Mutation SNP G A 130 321 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_76 Pre-Treatment SHROOM2 357 37 X 9863495 9863495 Missense_Mutation SNP C T 6 7 c.1547C>T c.(1546-1548)CCA>CTA p.P516L

Pat_76 Pre-Treatment TLR8 51311 37 X 12938573 12938573 Missense_Mutation SNP C T 21 64 c.1414C>T c.(1414-1416)CGT>TGT p.R472C

Pat_76 Pre-Treatment TLR8 51311 37 X 12939914 12939914 Missense_Mutation SNP G A 34 48 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_76 Pre-Treatment EGFL6 25975 37 X 13621532 13621532 Missense_Mutation SNP C T 11 19 c.497C>T c.(496-498)GCC>GTC p.A166V

Pat_76 Pre-Treatment PHEX 5251 37 X 22117199 22117199 Missense_Mutation SNP G A 73 132 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_76 Pre-Treatment PHEX 5251 37 X 22237170 22237170 Missense_Mutation SNP C T 28 43 c.1718C>T c.(1717-1719)GCT>GTT p.A573V

Pat_76 Pre-Treatment PDK3 5165 37 X 24521608 24521608 Missense_Mutation SNP G A 4 88 c.485G>A c.(484-486)CGC>CAC p.R162H

Pat_76 Pre-Treatment POLA1 5422 37 X 24721395 24721395 Missense_Mutation SNP G A 13 39 c.178G>A c.(178-180)GAA>AAA p.E60K

Pat_76 Pre-Treatment CXorf21 80231 37 X 30578039 30578039 Missense_Mutation SNP G A 14 30 c.434C>T c.(433-435)CCC>CTC p.P145L

Pat_76 Pre-Treatment FAM47A 158724 37 X 34148687 34148687 Missense_Mutation SNP G A 11 23 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_76 Pre-Treatment CXorf59 286464 37 X 36117969 36117969 Nonsense_Mutation SNP G A 25 68 c.825G>A c.(823-825)TGG>TGA p.W275*

Pat_76 Pre-Treatment SRPX 8406 37 X 38031196 38031196 Missense_Mutation SNP C T 23 68 c.464G>A c.(463-465)GGG>GAG p.G155E

Pat_76 Pre-Treatment RPGR 6103 37 X 38129006 38129006 Missense_Mutation SNP G A 19 41 c.2321C>T c.(2320-2322)TCC>TTC p.S774F

Pat_76 Pre-Treatment MED14 9282 37 X 40551551 40551551 Missense_Mutation SNP G A 16 30 c.1864C>T c.(1864-1866)CCA>TCA p.P622S

Pat_76 Pre-Treatment GPR34 2857 37 X 41555789 41555789 Nonsense_Mutation SNP G A 20 21 c.903G>A c.(901-903)TGG>TGA p.W301*

Pat_76 Pre-Treatment CCDC120 90060 37 X 48925184 48925184 Missense_Mutation SNP C T 7 16 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_76 Pre-Treatment GPKOW 27238 37 X 48976140 48976140 Missense_Mutation SNP C A 9 27 c.484G>T c.(484-486)GTC>TTC p.V162F

Pat_76 Pre-Treatment PRICKLE3 4007 37 X 49032516 49032516 Missense_Mutation SNP C T 7 19 c.1354G>A c.(1354-1356)GAG>AAG p.E452K

Pat_76 Pre-Treatment DGKK 139189 37 X 50119787 50119787 Nonsense_Mutation SNP A C 18 18 c.3242T>G c.(3241-3243)TTA>TGA p.L1081*

Pat_76 Pre-Treatment PHF8 23133 37 X 54069119 54069119 Missense_Mutation SNP C T 23 52 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_76 Pre-Treatment FAAH2 158584 37 X 57313331 57313331 Missense_Mutation SNP G A 5 7 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_76 Pre-Treatment FAAH2 158584 37 X 57405092 57405092 Missense_Mutation SNP C T 4 127 c.751C>T c.(751-753)CCC>TCC p.P251S

Pat_76 Pre-Treatment MTMR8 55613 37 X 63564991 63564991 Missense_Mutation SNP G A 27 45 c.799C>T c.(799-801)CGC>TGC p.R267C

Pat_76 Pre-Treatment ZC4H2 55906 37 X 64137694 64137694 Missense_Mutation SNP G A 10 18 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Pre-Treatment LAS1L 81887 37 X 64738050 64738050 Missense_Mutation SNP C T 23 43 c.1744G>A c.(1744-1746)GAG>AAG p.E582K

Pat_76 Pre-Treatment MSN 4478 37 X 64936728 64936728 Nonsense_Mutation SNP C T 74 61 c.61C>T c.(61-63)CAG>TAG p.Q21*

Pat_76 Pre-Treatment HEPH 9843 37 X 65476115 65476115 Missense_Mutation SNP G A 40 47 c.2848G>A c.(2848-2850)GAT>AAT p.D950N

Pat_76 Pre-Treatment AR 367 37 X 66905918 66905918 Missense_Mutation SNP G T 25 32 c.1835G>T c.(1834-1836)TGT>TTT p.C612F

Pat_76 Pre-Treatment OTUD6A 139562 37 X 69283186 69283187 Missense_Mutation DNP CC TT 12 9 c.812_813CC>TT c.(811-813)TCC>TTT p.S271F

Pat_76 Pre-Treatment DGAT2L6 347516 37 X 69419701 69419701 Nonsense_Mutation SNP G A 20 32 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_76 Pre-Treatment P2RY4 5030 37 X 69478907 69478907 Missense_Mutation SNP G A 12 25 c.568C>T c.(568-570)CGG>TGG p.R190W

Pat_76 Pre-Treatment MED12 9968 37 X 70344131 70344131 Missense_Mutation SNP G A 17 30 c.1867G>A c.(1867-1869)GAC>AAC p.D623N

Pat_76 Pre-Treatment MED12 9968 37 X 70345913 70345913 Missense_Mutation SNP G A 6 272 c.2450G>A c.(2449-2451)CGC>CAC p.R817H

Pat_76 Pre-Treatment TAF1 6872 37 X 70586306 70586306 Missense_Mutation SNP G A 5 29 c.142G>A c.(142-144)GGA>AGA p.G48R

Pat_76 Pre-Treatment TAF1 6872 37 X 70597668 70597668 Missense_Mutation SNP T G 15 9 c.927T>G c.(925-927)GAT>GAG p.D309E

Pat_76 Pre-Treatment RGAG4 340526 37 X 71350547 71350547 Missense_Mutation SNP C T 60 113 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_76 Pre-Treatment PHKA1 5255 37 X 71830949 71830949 Missense_Mutation SNP C T 33 41 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_76 Pre-Treatment PHKA1 5255 37 X 71838692 71838692 Missense_Mutation SNP G A 36 63 c.2237C>T c.(2236-2238)TCT>TTT p.S746F

Pat_76 Pre-Treatment PHKA1 5255 37 X 71838696 71838696 Missense_Mutation SNP G A 35 61 c.2233C>T c.(2233-2235)CCC>TCC p.P745S

Pat_76 Pre-Treatment CHIC1 53344 37 X 72804260 72804260 Missense_Mutation SNP C A 6 8 c.359C>A c.(358-360)CCA>CAA p.P120Q

Pat_76 Pre-Treatment ZCCHC13 389874 37 X 73524355 73524355 Missense_Mutation SNP G A 35 50 c.254G>A c.(253-255)CGA>CAA p.R85Q



Pat_76 Pre-Treatment ATRX 546 37 X 76939192 76939192 Missense_Mutation SNP G A 161 339 c.1556C>T c.(1555-1557)TCT>TTT p.S519F

Pat_76 Pre-Treatment ATP7A 538 37 X 77254089 77254089 Missense_Mutation SNP G A 44 85 c.1451G>A c.(1450-1452)GGA>GAA p.G484E

Pat_76 Pre-Treatment FAM46D 169966 37 X 79698084 79698084 Missense_Mutation SNP A C 10 27 c.46A>C c.(46-48)ACA>CCA p.T16P

Pat_76 Pre-Treatment BRWD3 254065 37 X 79945476 79945476 Nonsense_Mutation SNP G A 11 35 c.3718C>T c.(3718-3720)CGA>TGA p.R1240*

Pat_76 Pre-Treatment RPS6KA6 27330 37 X 83357077 83357077 Missense_Mutation SNP G A 20 29 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_76 Pre-Treatment PCDH19 57526 37 X 99663156 99663156 Missense_Mutation SNP C T 5 148 c.440G>A c.(439-441)CGC>CAC p.R147H

Pat_76 Pre-Treatment TSPAN6 7105 37 X 99885830 99885830 Missense_Mutation SNP G A 24 27 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_76 Pre-Treatment DRP2 1821 37 X 100492690 100492690 Missense_Mutation SNP G A 51 91 c.364G>A c.(364-366)GAT>AAT p.D122N

Pat_76 Pre-Treatment ZMAT1 84460 37 X 101139567 101139567 Missense_Mutation SNP G A 4 97 c.319C>T c.(319-321)CGG>TGG p.R107W

Pat_76 Pre-Treatment NXF2B 728343 37 X 101623758 101623758 Missense_Mutation SNP G A 21 75 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_76 Pre-Treatment GPRASP1 9737 37 X 101911210 101911210 Missense_Mutation SNP G A 41 84 c.2369G>A c.(2368-2370)AGA>AAA p.R790K

Pat_76 Pre-Treatment GPRASP2 114928 37 X 101971581 101971581 Missense_Mutation SNP C T 29 53 c.1784C>T c.(1783-1785)TCT>TTT p.S595F

Pat_76 Pre-Treatment ESX1 80712 37 X 103499043 103499043 Missense_Mutation SNP C T 22 62 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_76 Pre-Treatment ESX1 80712 37 X 103499180 103499181 Missense_Mutation DNP CC TT 70 130 c.160_161GG>AA c.(160-162)GGA>AAA p.G54K

Pat_76 Pre-Treatment NRK 203447 37 X 105183928 105183928 Missense_Mutation SNP G A 7 16 c.3862G>A c.(3862-3864)GAT>AAT p.D1288N

Pat_76 Pre-Treatment MUM1L1 139221 37 X 105451179 105451179 Missense_Mutation SNP C T 3 8 c.1754C>T c.(1753-1755)TCA>TTA p.S585L

Pat_76 Pre-Treatment MORC4 79710 37 X 106185285 106185285 Missense_Mutation SNP C T 52 50 c.2543G>A c.(2542-2544)AGA>AAA p.R848K

Pat_76 Pre-Treatment VSIG1 340547 37 X 107315967 107315967 Missense_Mutation SNP C T 83 167 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_76 Pre-Treatment VSIG1 340547 37 X 107320451 107320451 Missense_Mutation SNP G A 14 6 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_76 Pre-Treatment COL4A6 1288 37 X 107413919 107413919 Missense_Mutation SNP C T 40 91 c.3416G>A c.(3415-3417)GGA>GAA p.G1139E

Pat_76 Pre-Treatment COL4A6 1288 37 X 107430407 107430407 Missense_Mutation SNP C T 77 83 c.1873G>A c.(1873-1875)GGA>AGA p.G625R

Pat_76 Pre-Treatment COL4A6 1288 37 X 107431160 107431160 Missense_Mutation SNP G A 52 68 c.1688C>T c.(1687-1689)TCT>TTT p.S563F

Pat_76 Pre-Treatment COL4A5 1287 37 X 107814644 107814644 Missense_Mutation SNP G A 47 74 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_76 Pre-Treatment COL4A5 1287 37 X 107865965 107865965 Nonsense_Mutation SNP A T 22 25 c.2827A>T c.(2827-2829)AAA>TAA p.K943*

Pat_76 Pre-Treatment GUCY2F 2986 37 X 108697082 108697082 Missense_Mutation SNP G A 10 9 c.1039C>T c.(1039-1041)CCG>TCG p.P347S

Pat_76 Pre-Treatment DCX 1641 37 X 110576334 110576335 Missense_Mutation DNP GG AA 16 25 c.995_996CC>TT c.(994-996)GCC>GTT p.A332V

Pat_76 Pre-Treatment KLHL13 90293 37 X 117079486 117079486 Missense_Mutation SNP C T 13 37 c.151G>A c.(151-153)GAA>AAA p.E51K

Pat_76 Pre-Treatment WDR44 54521 37 X 117577623 117577623 Missense_Mutation SNP C T 39 56 c.2485C>T c.(2485-2487)CGT>TGT p.R829C

Pat_76 Pre-Treatment DOCK11 139818 37 X 117676792 117676792 Missense_Mutation SNP G A 61 135 c.207G>A c.(205-207)ATG>ATA p.M69I

Pat_76 Pre-Treatment DOCK11 139818 37 X 117744362 117744362 Missense_Mutation SNP G A 30 40 c.3077G>A c.(3076-3078)AGT>AAT p.S1026N

Pat_76 Pre-Treatment LONRF3 79836 37 X 118123461 118123461 Missense_Mutation SNP G A 18 25 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_76 Pre-Treatment UPF3B 65109 37 X 118985459 118985459 Missense_Mutation SNP T G 9 30 c.369A>C c.(367-369)AAA>AAC p.K123N

Pat_76 Pre-Treatment ODZ1 10178 37 X 123699255 123699255 Missense_Mutation SNP G A 15 15 c.2233C>T c.(2233-2235)CCT>TCT p.P745S

Pat_76 Pre-Treatment ACTRT1 139741 37 X 127185537 127185537 Missense_Mutation SNP C T 74 93 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Pre-Treatment OCRL 4952 37 X 128703368 128703368 Missense_Mutation SNP C T 76 130 c.1594C>T c.(1594-1596)CAT>TAT p.H532Y

Pat_76 Pre-Treatment ZDHHC9 51114 37 X 128957792 128957792 Missense_Mutation SNP G A 116 124 c.350C>T c.(349-351)CCC>CTC p.P117L

Pat_76 Pre-Treatment ELF4 2000 37 X 129203363 129203363 Missense_Mutation SNP C T 33 55 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_76 Pre-Treatment ARHGAP36 158763 37 X 130218339 130218339 Missense_Mutation SNP C T 3 18 c.706C>T c.(706-708)CCC>TCC p.P236S

Pat_76 Pre-Treatment IGSF1 3547 37 X 130409467 130409467 Missense_Mutation SNP C T 55 97 c.3169G>A c.(3169-3171)GAA>AAA p.E1057K

Pat_76 Pre-Treatment MBNL3 55796 37 X 131573612 131573612 Missense_Mutation SNP G A 111 137 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_76 Pre-Treatment USP26 83844 37 X 132160571 132160571 Missense_Mutation SNP G A 12 28 c.1678C>T c.(1678-1680)CCC>TCC p.P560S

Pat_76 Pre-Treatment MMGT1 93380 37 X 135047268 135047268 Missense_Mutation SNP G A 104 163 c.311C>T c.(310-312)TCG>TTG p.S104L

Pat_76 Pre-Treatment CD40LG 959 37 X 135732446 135732446 Missense_Mutation SNP C G 4 106 c.178C>G c.(178-180)CAT>GAT p.H60D

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140993320 140993320 Missense_Mutation SNP A G 7 141 c.130A>G c.(130-132)AGC>GGC p.S44G

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140993818 140993818 Missense_Mutation SNP T G 54 502 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140994421 140994421 Missense_Mutation SNP C T 111 141 c.1231C>T c.(1231-1233)CCT>TCT p.P411S

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 12 470 c.1733A>T c.(1732-1734)CAC>CTC p.H578L



Pat_76 Pre-Treatment MAGEA11 4110 37 X 148797442 148797442 Missense_Mutation SNP C T 48 63 c.296C>T c.(295-297)CCC>CTC p.P99L

Pat_76 Pre-Treatment MAGEA11 4110 37 X 148798372 148798373 Missense_Mutation DNP GG AA 66 74 c.1226_1227GG>AAc.(1225-1227)AGG>AAA p.R409K

Pat_76 Pre-Treatment GPR50 9248 37 X 150348908 150348908 Missense_Mutation SNP T G 44 69 c.853T>G c.(853-855)TTC>GTC p.F285V

Pat_76 Pre-Treatment MAGEA10 4109 37 X 151303507 151303507 Missense_Mutation SNP G A 27 53 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_76 Pre-Treatment GABRQ 55879 37 X 151821313 151821314 Missense_Mutation DNP GG AA 76 62 c.1468_1469GG>AAc.(1468-1470)GGC>AAC p.G490N

Pat_76 Pre-Treatment MAGEA6 4105 37 X 151869683 151869683 Nonsense_Mutation SNP C T 139 83 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_76 Pre-Treatment MAGEA12 4111 37 X 151900098 151900098 Missense_Mutation SNP C T 103 120 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_76 Pre-Treatment CETN2 1069 37 X 151996420 151996420 Missense_Mutation SNP A G 40 106 c.484T>C c.(484-486)TTC>CTC p.F162L

Pat_76 Pre-Treatment HAUS7 55559 37 X 152735942 152735942 Missense_Mutation SNP G A 11 13 c.104C>T c.(103-105)TCC>TTC p.S35F

Pat_76 Pre-Treatment HCFC1 3054 37 X 153217050 153217050 Missense_Mutation SNP G A 46 85 c.5369C>T c.(5368-5370)TCC>TTC p.S1790F

Pat_76 Pre-Treatment HCFC1 3054 37 X 153224937 153224937 Missense_Mutation SNP G A 18 16 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_76 Pre-Treatment FLNA 2316 37 X 153594560 153594560 Nonsense_Mutation SNP G A 20 43 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153691999 153691999 Missense_Mutation SNP G A 12 16 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153693191 153693191 Missense_Mutation SNP G A 11 18 c.2023G>A c.(2023-2025)GGC>AGC p.G675S

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153696206 153696206 Missense_Mutation SNP G C 17 40 c.3682G>C c.(3682-3684)GGT>CGT p.G1228R

Pat_76 Post-Resistance AGRN 375790 37 1 984754 984754 Missense_Mutation SNP G C 8 24 c.4437G>C c.(4435-4437)GAG>GAC p.E1479D

Pat_76 Post-Resistance NADK 65220 37 1 1685561 1685561 Missense_Mutation SNP T C 16 94 c.1030A>G c.(1030-1032)ATG>GTG p.M344V

Pat_76 Post-Resistance CHD5 26038 37 1 6169939 6169939 Missense_Mutation SNP C T 14 48 c.5494G>A c.(5494-5496)GTG>ATG p.V1832M

Pat_76 Post-Resistance SLC2A7 155184 37 1 9063467 9063467 Missense_Mutation SNP T C 18 27 c.1431A>G c.(1429-1431)ATA>ATG p.I477M

Pat_76 Post-Resistance KIF1B 23095 37 1 10405979 10405979 Nonsense_Mutation SNP G A 11 24 c.3765G>A c.(3763-3765)TGG>TGA p.W1255*

Pat_76 Post-Resistance C1orf127 148345 37 1 11017690 11017690 Missense_Mutation SNP G A 6 13 c.229C>T c.(229-231)CTT>TTT p.L77F

Pat_76 Post-Resistance PTCHD2 57540 37 1 11579548 11579548 Missense_Mutation SNP G A 31 95 c.2026G>A c.(2026-2028)GAG>AAG p.E676K

Pat_76 Post-Resistance NPPA 4878 37 1 11907322 11907322 Missense_Mutation SNP C T 7 10 c.298G>A c.(298-300)GGC>AGC p.G100S

Pat_76 Post-Resistance PRAMEF12 390999 37 1 12835290 12835290 Missense_Mutation SNP C T 23 49 c.280C>T c.(280-282)CGC>TGC p.R94C

Pat_76 Post-Resistance LOC649330 649330 37 1 12907921 12907921 Missense_Mutation SNP C T 7 68 c.222G>A c.(220-222)ATG>ATA p.M74I

Pat_76 Post-Resistance DNAJC16 23341 37 1 15890790 15890790 Nonsense_Mutation SNP C T 11 36 c.1534C>T c.(1534-1536)CGA>TGA p.R512*

Pat_76 Post-Resistance MST1P9 11223 37 1 17086053 17086053 Missense_Mutation SNP G A 5 19 c.844C>T c.(844-846)CAC>TAC p.H282Y

Pat_76 Post-Resistance KLHDC7A 127707 37 1 18807831 18807831 Missense_Mutation SNP G A 3 8 c.356G>A c.(355-357)AGA>AAA p.R119K

Pat_76 Post-Resistance KLHDC7A 127707 37 1 18808730 18808730 Missense_Mutation SNP C T 17 39 c.1255C>T c.(1255-1257)CCG>TCG p.P419S

Pat_76 Post-Resistance PLA2G2D 26279 37 1 20442911 20442911 Missense_Mutation SNP C G 16 29 c.100G>C c.(100-102)GGG>CGG p.G34R

Pat_76 Post-Resistance ECE1 1889 37 1 21582571 21582571 Nonsense_Mutation SNP C A 12 43 c.889G>T c.(889-891)GAG>TAG p.E297*

Pat_76 Post-Resistance RAP1GAP 5909 37 1 21936111 21936111 Missense_Mutation SNP G A 24 64 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_76 Post-Resistance EPHB2 2048 37 1 23232566 23232566 Missense_Mutation SNP A T 20 44 c.1852A>T c.(1852-1854)ATC>TTC p.I618F

Pat_76 Post-Resistance GRHL3 57822 37 1 24669215 24669215 Missense_Mutation SNP G A 22 73 c.1253G>A c.(1252-1254)CGG>CAG p.R418Q

Pat_76 Post-Resistance ARID1A 8289 37 1 27106876 27106876 Missense_Mutation SNP T C 8 63 c.6487T>C c.(6487-6489)TGC>CGC p.C2163R

Pat_76 Post-Resistance MAP3K6 9064 37 1 27686450 27686450 Missense_Mutation SNP G A 37 58 c.2218C>T c.(2218-2220)CCC>TCC p.P740S

Pat_76 Post-Resistance CD164L2 388611 37 1 27709119 27709119 Missense_Mutation SNP G A 13 17 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_76 Post-Resistance SFRS4 6429 37 1 29475177 29475178 Missense_Mutation DNP GG AA 82 133 c.1229_1230CC>TT c.(1228-1230)TCC>TTT p.S410F

Pat_76 Post-Resistance PTPRU 10076 37 1 29585233 29585233 Missense_Mutation SNP G A 3 33 c.422G>A c.(421-423)CGT>CAT p.R141H

Pat_76 Post-Resistance PTPRU 10076 37 1 29652156 29652156 Missense_Mutation SNP G A 20 70 c.4324G>A c.(4324-4326)GGG>AGG p.G1442R

Pat_76 Post-Resistance SPOCD1 90853 37 1 32280093 32280093 Missense_Mutation SNP C T 8 15 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_76 Post-Resistance LCK 3932 37 1 32751189 32751189 Missense_Mutation SNP G A 28 36 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Post-Resistance CSMD2 114784 37 1 34383699 34383699 Missense_Mutation SNP G A 8 15 c.796C>T c.(796-798)CTC>TTC p.L266F

Pat_76 Post-Resistance CSMD2 114784 37 1 34554741 34554741 Missense_Mutation SNP C T 5 15 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_76 Post-Resistance EIF2C1 26523 37 1 36359345 36359345 Missense_Mutation SNP G A 17 47 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_76 Post-Resistance C1orf109 54955 37 1 38149083 38149083 Missense_Mutation SNP G A 8 17 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_76 Post-Resistance KIAA0754 643314 37 1 39878887 39878887 Missense_Mutation SNP C T 4 9 c.2950C>T c.(2950-2952)CCA>TCA p.P984S



Pat_76 Post-Resistance NT5C1A 84618 37 1 40131779 40131779 Missense_Mutation SNP C T 31 65 c.265G>A c.(265-267)GAA>AAA p.E89K

Pat_76 Post-Resistance HPCAL4 51440 37 1 40149802 40149802 Missense_Mutation SNP G A 10 11 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_76 Post-Resistance PPIE 10450 37 1 40218614 40218614 Missense_Mutation SNP A G 18 52 c.727A>G c.(727-729)ACC>GCC p.T243A

Pat_76 Post-Resistance NFYC 4802 37 1 41218908 41218908 Missense_Mutation SNP C T 5 28 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_76 Post-Resistance TIE1 7075 37 1 43778895 43778895 Missense_Mutation SNP C T 15 27 c.2017C>T c.(2017-2019)CCA>TCA p.P673S

Pat_76 Post-Resistance PTPRF 5792 37 1 44058256 44058257 Missense_Mutation DNP CC TT 9 15 c.1797_1798CC>TTc.(1795-1800)GCCCGC>GCTTGCp.R600C

Pat_76 Post-Resistance DMAP1 55929 37 1 44684863 44684863 Missense_Mutation SNP C T 13 14 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_76 Post-Resistance RNF220 55182 37 1 45110737 45110737 Missense_Mutation SNP C T 9 12 c.1294C>T c.(1294-1296)CGG>TGG p.R432W

Pat_76 Post-Resistance FAAH 2166 37 1 46871441 46871441 Missense_Mutation SNP C T 13 13 c.760C>T c.(760-762)CTC>TTC p.L254F

Pat_76 Post-Resistance CYP4A11 1579 37 1 47402978 47402978 Nonsense_Mutation SNP C T 16 20 c.378G>A c.(376-378)TGG>TGA p.W126*

Pat_76 Post-Resistance CYP4Z1 199974 37 1 47548123 47548123 Missense_Mutation SNP G A 7 70 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_76 Post-Resistance SLC5A9 200010 37 1 48697728 48697728 Missense_Mutation SNP C T 32 66 c.802C>T c.(802-804)CAC>TAC p.H268Y

Pat_76 Post-Resistance SPATA6 54558 37 1 48877245 48877245 Missense_Mutation SNP G A 5 8 c.296C>T c.(295-297)TCT>TTT p.S99F

Pat_76 Post-Resistance GLIS1 148979 37 1 54060335 54060335 Missense_Mutation SNP A C 6 14 c.241T>G c.(241-243)TGT>GGT p.C81G

Pat_76 Post-Resistance YIPF1 54432 37 1 54332025 54332025 Missense_Mutation SNP G A 8 21 c.679C>T c.(679-681)CGT>TGT p.R227C

Pat_76 Post-Resistance PRKAA2 5563 37 1 57159444 57159444 Missense_Mutation SNP C T 6 18 c.482C>T c.(481-483)TCT>TTT p.S161F

Pat_76 Post-Resistance C1orf168 199920 37 1 57257821 57257821 Missense_Mutation SNP C T 4 24 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_76 Post-Resistance C8A 731 37 1 57341861 57341861 Missense_Mutation SNP G A 10 28 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_76 Post-Resistance C8B 732 37 1 57397515 57397515 Missense_Mutation SNP T C 13 31 c.1589A>G c.(1588-1590)CAA>CGA p.Q530R

Pat_76 Post-Resistance C8B 732 37 1 57425723 57425723 Nonsense_Mutation SNP C T 11 11 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_76 Post-Resistance DAB1 1600 37 1 57481054 57481054 Missense_Mutation SNP G A 6 11 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_76 Post-Resistance CYP2J2 1573 37 1 60359466 60359466 Missense_Mutation SNP T C 11 131 c.1366A>G c.(1366-1368)ACT>GCT p.T456A

Pat_76 Post-Resistance ROR1 4919 37 1 64624732 64624733 Missense_Mutation DNP CC TT 15 30 c.1243_1244CC>TTc.(1243-1245)CCC>TTC p.P415F

Pat_76 Post-Resistance ROR1 4919 37 1 64644411 64644411 Missense_Mutation SNP G A 5 16 c.2687G>A c.(2686-2688)GGA>GAA p.G896E

Pat_76 Post-Resistance PTGFR 5737 37 1 79002109 79002109 Missense_Mutation SNP G A 10 33 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_76 Post-Resistance LPHN2 23266 37 1 82417677 82417677 Missense_Mutation SNP G A 10 24 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Post-Resistance LPHN2 23266 37 1 82435018 82435018 Missense_Mutation SNP C T 9 26 c.2629C>T c.(2629-2631)CTT>TTT p.L877F

Pat_76 Post-Resistance COL24A1 255631 37 1 86578285 86578285 Missense_Mutation SNP C T 13 30 c.1564G>A c.(1564-1566)GGA>AGA p.G522R

Pat_76 Post-Resistance HS2ST1 9653 37 1 87570300 87570300 Missense_Mutation SNP C T 8 5 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_76 Post-Resistance RBMXL1 494115 37 1 89448465 89448465 Missense_Mutation SNP G A 30 60 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Post-Resistance GBP6 163351 37 1 89835213 89835213 Missense_Mutation SNP G A 8 19 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_76 Post-Resistance ZNF644 84146 37 1 91404798 91404798 Missense_Mutation SNP G A 9 17 c.2113C>T c.(2113-2115)CCT>TCT p.P705S

Pat_76 Post-Resistance CDC7 8317 37 1 91977357 91977357 Missense_Mutation SNP C T 3 10 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_76 Post-Resistance EPHX4 253152 37 1 92528636 92528636 Missense_Mutation SNP G A 23 53 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_76 Post-Resistance EVI5 7813 37 1 92979352 92979352 Missense_Mutation SNP G A 6 36 c.2294C>T c.(2293-2295)TCG>TTG p.S765L

Pat_76 Post-Resistance ABCA4 24 37 1 94546093 94546093 Missense_Mutation SNP G A 9 29 c.1040C>T c.(1039-1041)GCC>GTC p.A347V

Pat_76 Post-Resistance ABCA4 24 37 1 94568678 94568678 Missense_Mutation SNP C T 36 89 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_76 Post-Resistance ARHGAP29 9411 37 1 94655515 94655515 Missense_Mutation SNP G C 3 18 c.1406C>G c.(1405-1407)GCC>GGC p.A469G

Pat_76 Post-Resistance DPYD 1806 37 1 98187170 98187170 Missense_Mutation SNP C T 16 31 c.379G>A c.(379-381)GGA>AGA p.G127R

Pat_76 Post-Resistance HIAT1 64645 37 1 100534098 100534099 Missense_Mutation DNP CC AT 13 34 c.775_776CC>AT c.(775-777)CCG>ATG p.P259M

Pat_76 Post-Resistance COL11A1 1301 37 1 103471817 103471817 Splice_Site SNP C T 9 11 c.1737_splice c.e16+1 p.R579_splice

Pat_76 Post-Resistance COL11A1 1301 37 1 103488306 103488306 Missense_Mutation SNP C T 10 25 c.1237G>A c.(1237-1239)GAA>AAA p.E413K

Pat_76 Post-Resistance ATXN7L2 127002 37 1 110033872 110033872 Missense_Mutation SNP G T 9 19 c.1687G>T c.(1687-1689)GTG>TTG p.V563L

Pat_76 Post-Resistance RBM15 64783 37 1 110883778 110883778 Missense_Mutation SNP C T 7 22 c.1751C>T c.(1750-1752)TCT>TTT p.S584F

Pat_76 Post-Resistance OVGP1 5016 37 1 111957747 111957747 Missense_Mutation SNP G A 13 15 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_76 Post-Resistance KCND3 3752 37 1 112525258 112525258 Missense_Mutation SNP G A 15 23 c.91C>T c.(91-93)CCG>TCG p.P31S

Pat_76 Post-Resistance TSPAN2 10100 37 1 115601575 115601575 Missense_Mutation SNP C T 17 71 c.373G>A c.(373-375)GAA>AAA p.E125K



Pat_76 Post-Resistance MAN1A2 10905 37 1 118039386 118039386 Missense_Mutation SNP C T 3 13 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_76 Post-Resistance SPAG17 200162 37 1 118598459 118598459 Missense_Mutation SNP C T 4 12 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_76 Post-Resistance HAO2 51179 37 1 119929246 119929246 Missense_Mutation SNP G A 10 13 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_76 Post-Resistance BCL9 607 37 1 147096566 147096566 Missense_Mutation SNP C T 33 23 c.4087C>T c.(4087-4089)CGG>TGG p.R1363W

Pat_76 Post-Resistance ACP6 51205 37 1 147126371 147126371 Missense_Mutation SNP C T 8 125 c.718G>A c.(718-720)GGC>AGC p.G240S

Pat_76 Post-Resistance NBPF16 728936 37 1 148753328 148753328 Missense_Mutation SNP G A 89 105 c.1345G>A c.(1345-1347)GAT>AAT p.D449N

Pat_76 Post-Resistance SEMA6C 10500 37 1 151105565 151105566 Missense_Mutation DNP CC TT 6 24 c.2187_2188GG>AAc.(2185-2190)AAGGAG>AAAAAGp.E730K

Pat_76 Post-Resistance RPTN 126638 37 1 152129435 152129435 Missense_Mutation SNP C T 25 30 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_76 Post-Resistance FLG 2312 37 1 152279041 152279041 Missense_Mutation SNP G A 174 620 c.8321C>T c.(8320-8322)TCC>TTC p.S2774F

Pat_76 Post-Resistance FLG 2312 37 1 152284783 152284783 Missense_Mutation SNP G A 94 586 c.2579C>T c.(2578-2580)TCG>TTG p.S860L

Pat_76 Post-Resistance FLG2 388698 37 1 152326351 152326351 Missense_Mutation SNP C T 251 186 c.3911G>A c.(3910-3912)GGA>GAA p.G1304E

Pat_76 Post-Resistance KPRP 448834 37 1 152732181 152732182 Missense_Mutation DNP CC TG 46 168 c.117_118CC>TGc.(115-120)GCCCCT>GCTGCT p.P40A

Pat_76 Post-Resistance IVL 3713 37 1 152882308 152882308 Missense_Mutation SNP C T 41 34 c.35C>T c.(34-36)TCC>TTC p.S12F

Pat_76 Post-Resistance S100A2 6273 37 1 153536245 153536245 Missense_Mutation SNP C T 46 37 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_76 Post-Resistance KCNN3 3782 37 1 154794606 154794606 Missense_Mutation SNP G A 53 34 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_76 Post-Resistance RUSC1 23623 37 1 155297963 155297964 Missense_Mutation DNP CC AT 133 89 c.2437_2438CC>ATc.(2437-2439)CCG>ATG p.P813M

Pat_76 Post-Resistance ASH1L 55870 37 1 155448540 155448540 Missense_Mutation SNP G A 8 25 c.4121C>T c.(4120-4122)TCT>TTT p.S1374F

Pat_76 Post-Resistance SYT11 23208 37 1 155838247 155838247 Missense_Mutation SNP G A 7 58 c.526G>A c.(526-528)GTG>ATG p.V176M

Pat_76 Post-Resistance RXFP4 339403 37 1 155912047 155912047 Missense_Mutation SNP G A 17 108 c.547G>A c.(547-549)GGT>AGT p.G183S

Pat_76 Post-Resistance IQGAP3 128239 37 1 156513781 156513781 Missense_Mutation SNP C A 6 162 c.2522G>T c.(2521-2523)AGG>ATG p.R841M

Pat_76 Post-Resistance PRCC 5546 37 1 156756532 156756532 Missense_Mutation SNP C T 80 51 c.649C>T c.(649-651)CCC>TCC p.P217S

Pat_76 Post-Resistance PEAR1 375033 37 1 156883182 156883182 Splice_Site SNP G A 63 43 c.2512_splice c.e20-1 p.V838_splice

Pat_76 Post-Resistance FCRL1 115350 37 1 157771783 157771783 Missense_Mutation SNP G A 10 60 c.808C>T c.(808-810)CAT>TAT p.H270Y

Pat_76 Post-Resistance CD1C 911 37 1 158261016 158261016 Missense_Mutation SNP G A 50 36 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_76 Post-Resistance OR6K2 81448 37 1 158669934 158669934 Missense_Mutation SNP G A 13 94 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_76 Post-Resistance OR6K2 81448 37 1 158670321 158670321 Missense_Mutation SNP C T 34 18 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_76 Post-Resistance OR6K6 128371 37 1 158725629 158725630 Missense_Mutation DNP GG AA 15 13 c.1024_1025GG>AAc.(1024-1026)GGG>AAG p.G342K

Pat_76 Post-Resistance PYHIN1 149628 37 1 158909027 158909027 Missense_Mutation SNP C T 20 80 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_76 Post-Resistance IFI16 3428 37 1 158986447 158986447 Missense_Mutation SNP C T 8 52 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance OR10J1 26476 37 1 159409697 159409697 Nonsense_Mutation SNP T G 58 159 c.149T>G c.(148-150)TTA>TGA p.L50*

Pat_76 Post-Resistance OR10J1 26476 37 1 159410116 159410116 Missense_Mutation SNP G A 28 147 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_76 Post-Resistance FCRL6 343413 37 1 159785251 159785251 Splice_Site SNP T G 8 45 c.1179_splice c.e9+2 p.K393_splice

Pat_76 Post-Resistance ATP1A2 477 37 1 160105225 160105225 Missense_Mutation SNP G A 44 45 c.2117G>A c.(2116-2118)GGA>GAA p.G706E

Pat_76 Post-Resistance ATP1A4 480 37 1 160129209 160129209 Missense_Mutation SNP C T 58 48 c.671C>T c.(670-672)TCA>TTA p.S224L

Pat_76 Post-Resistance NDUFS2 4720 37 1 161182173 161182173 Missense_Mutation SNP C T 7 61 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_76 Post-Resistance PBX1 5087 37 1 164815831 164815831 Missense_Mutation SNP G A 68 59 c.1211G>A c.(1210-1212)GGT>GAT p.G404D

Pat_76 Post-Resistance ALDH9A1 223 37 1 165634269 165634269 Missense_Mutation SNP C T 25 16 c.1448G>A c.(1447-1449)GGA>GAA p.G483E

Pat_76 Post-Resistance POU2F1 5451 37 1 167334719 167334719 Missense_Mutation SNP G A 5 51 c.74G>A c.(73-75)GGT>GAT p.G25D

Pat_76 Post-Resistance ADCY10 55811 37 1 167817683 167817683 Missense_Mutation SNP G A 32 23 c.2353C>T c.(2353-2355)CAT>TAT p.H785Y

Pat_76 Post-Resistance F5 2153 37 1 169511239 169511239 Missense_Mutation SNP C T 44 44 c.3089G>A c.(3088-3090)CGA>CAA p.R1030Q

Pat_76 Post-Resistance SELP 6403 37 1 169562902 169562902 Missense_Mutation SNP A C 10 7 c.2348T>G c.(2347-2349)ATA>AGA p.I783R

Pat_76 Post-Resistance C1orf156 92342 37 1 169762716 169762716 Missense_Mutation SNP C T 50 43 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_76 Post-Resistance FMO3 2328 37 1 171079999 171079999 Missense_Mutation SNP C T 38 166 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_76 Post-Resistance TNR 7143 37 1 175372639 175372640 Missense_Mutation DNP GG AA 63 247 c.612_613CC>TTc.(610-615)TGCCCG>TGTTCG p.P205S

Pat_76 Post-Resistance TNR 7143 37 1 175375835 175375835 Missense_Mutation SNP C T 77 45 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Post-Resistance PAPPA2 60676 37 1 176668460 176668460 Missense_Mutation SNP A G 58 207 c.2971A>G c.(2971-2973)AAG>GAG p.K991E

Pat_76 Post-Resistance C1orf125 126859 37 1 179460729 179460729 Missense_Mutation SNP G A 7 59 c.2148G>A c.(2146-2148)ATG>ATA p.M716I



Pat_76 Post-Resistance CEP350 9857 37 1 180023013 180023013 Missense_Mutation SNP A C 27 29 c.5118A>C c.(5116-5118)GAA>GAC p.E1706D

Pat_76 Post-Resistance XPR1 9213 37 1 180849418 180849418 Missense_Mutation SNP C T 51 40 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_76 Post-Resistance CACNA1E 777 37 1 181695216 181695216 Missense_Mutation SNP G A 8 11 c.2158G>A c.(2158-2160)GAA>AAA p.E720K

Pat_76 Post-Resistance LAMC2 3918 37 1 183192278 183192278 Missense_Mutation SNP C T 23 16 c.772C>T c.(772-774)CTT>TTT p.L258F

Pat_76 Post-Resistance LAMC2 3918 37 1 183192310 183192310 Missense_Mutation SNP C G 11 47 c.804C>G c.(802-804)AGC>AGG p.S268R

Pat_76 Post-Resistance APOBEC4 403314 37 1 183616917 183616917 Missense_Mutation SNP C T 39 24 c.1000G>A c.(1000-1002)GGA>AGA p.G334R

Pat_76 Post-Resistance FAM129A 116496 37 1 184792330 184792330 Nonsense_Mutation SNP G C 17 67 c.956C>G c.(955-957)TCA>TGA p.S319*

Pat_76 Post-Resistance FAM129A 116496 37 1 184863341 184863341 Splice_Site SNP C T 5 19 c.187_splice c.e3-1 p.P63_splice

Pat_76 Post-Resistance PLA2G4A 5321 37 1 186934540 186934540 Splice_Site SNP G A 3 3 c.1580_splice c.e15-1 p.D527_splice

Pat_76 Post-Resistance FAM5C 339479 37 1 190195350 190195350 Missense_Mutation SNP C T 23 33 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Post-Resistance CFH 3075 37 1 196654365 196654365 Missense_Mutation SNP C T 31 83 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_76 Post-Resistance CFHR1 3078 37 1 196794779 196794779 Nonsense_Mutation SNP G A 15 84 c.231G>A c.(229-231)TGG>TGA p.W77*

Pat_76 Post-Resistance CRB1 23418 37 1 197396935 197396935 Missense_Mutation SNP G A 16 15 c.2480G>A c.(2479-2481)GGA>GAA p.G827E

Pat_76 Post-Resistance KIF14 9928 37 1 200586846 200586846 Missense_Mutation SNP G T 9 43 c.1006C>A c.(1006-1008)CCC>ACC p.P336T

Pat_76 Post-Resistance KIF14 9928 37 1 200586848 200586848 Missense_Mutation SNP A G 10 39 c.1004T>C c.(1003-1005)CTT>CCT p.L335P

Pat_76 Post-Resistance CACNA1S 779 37 1 201056982 201056983 Missense_Mutation DNP GG AA 20 28 c.975_976CC>TTc.(973-978)ATCCTC>ATTTTC p.L326F

Pat_76 Post-Resistance TNNI1 7135 37 1 201383752 201383752 Missense_Mutation SNP T G 27 65 c.83A>C c.(82-84)GAA>GCA p.E28A

Pat_76 Post-Resistance TNNI1 7135 37 1 201386940 201386940 Translation_Start_Site SNP C T 7 32 c.-18G>A c.(-20--16)AGGTG>AGATG

Pat_76 Post-Resistance LGR6 59352 37 1 202283992 202283992 Nonsense_Mutation SNP C T 15 62 c.1630C>T c.(1630-1632)CAG>TAG p.Q544*

Pat_76 Post-Resistance PPP1R12B 4660 37 1 202464748 202464748 Nonsense_Mutation SNP C T 9 37 c.2386C>T c.(2386-2388)CGA>TGA p.R796*

Pat_76 Post-Resistance CHI3L1 1116 37 1 203153717 203153717 Missense_Mutation SNP A T 50 34 c.301T>A c.(301-303)TTT>ATT p.F101I

Pat_76 Post-Resistance PFKFB2 5208 37 1 207252327 207252327 Missense_Mutation SNP G T 22 102 c.1379G>T c.(1378-1380)AGA>ATA p.R460I

Pat_76 Post-Resistance C4BPB 725 37 1 207265145 207265145 Missense_Mutation SNP C T 6 12 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_76 Post-Resistance HSD11B1 3290 37 1 209879168 209879168 Missense_Mutation SNP G A 10 58 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_76 Post-Resistance KCNH1 3756 37 1 210977434 210977435 Missense_Mutation DNP GG AA 20 19 c.1536_1537CC>TTc.(1534-1539)TACCAT>TATTAT p.H513Y

Pat_76 Post-Resistance KCTD3 51133 37 1 215753284 215753284 Missense_Mutation SNP G A 9 88 c.568G>A c.(568-570)GTA>ATA p.V190I

Pat_76 Post-Resistance USH2A 7399 37 1 215848169 215848169 Missense_Mutation SNP G A 8 26 c.13084C>T c.(13084-13086)CCA>TCA p.P4362S

Pat_76 Post-Resistance EPRS 2058 37 1 220152958 220152958 Splice_Site SNP C T 8 22 c.3712_splice c.e27-1 p.G1238_splice

Pat_76 Post-Resistance TAF1A 9015 37 1 222743989 222743989 Missense_Mutation SNP T C 10 90 c.623A>G c.(622-624)TAC>TGC p.Y208C

Pat_76 Post-Resistance MIA3 375056 37 1 222801532 222801532 Missense_Mutation SNP G A 19 16 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_76 Post-Resistance DISP1 84976 37 1 223177395 223177395 Missense_Mutation SNP T A 11 40 c.2656T>A c.(2656-2658)TTT>ATT p.F886I

Pat_76 Post-Resistance SUSD4 55061 37 1 223465897 223465897 Missense_Mutation SNP C T 30 93 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_76 Post-Resistance CDC42BPA 8476 37 1 227203785 227203785 Missense_Mutation SNP G A 42 33 c.4748C>T c.(4747-4749)CCC>CTC p.P1583L

Pat_76 Post-Resistance OBSCN 84033 37 1 228479646 228479646 Missense_Mutation SNP G A 20 18 c.10387G>A c.(10387-10389)GAA>AAA p.E3463K

Pat_76 Post-Resistance SIPA1L2 57568 37 1 232601113 232601113 Missense_Mutation SNP G A 9 44 c.2293C>T c.(2293-2295)CCC>TCC p.P765S

Pat_76 Post-Resistance KIAA1804 84451 37 1 233482322 233482322 Missense_Mutation SNP G A 7 13 c.940G>A c.(940-942)GAA>AAA p.E314K

Pat_76 Post-Resistance HEATR1 55127 37 1 236759297 236759297 Missense_Mutation SNP T C 15 37 c.792A>G c.(790-792)ATA>ATG p.I264M

Pat_76 Post-Resistance FMN2 56776 37 1 240371077 240371077 Missense_Mutation SNP C T 77 148 c.2965C>T c.(2965-2967)CCT>TCT p.P989S

Pat_76 Post-Resistance ZNF669 79862 37 1 247264023 247264023 Missense_Mutation SNP G A 20 31 c.1048C>T c.(1048-1050)CGT>TGT p.R350C

Pat_76 Post-Resistance OR2W5 441932 37 1 247655213 247655213 Missense_Mutation SNP G A 19 45 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_76 Post-Resistance OR2W3 343171 37 1 248059042 248059042 Missense_Mutation SNP G A 99 234 c.154G>A c.(154-156)GAC>AAC p.D52N

Pat_76 Post-Resistance OR2L2 26246 37 1 248201597 248201597 Missense_Mutation SNP G A 15 44 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_76 Post-Resistance OR2M3 127062 37 1 248366888 248366888 Missense_Mutation SNP A C 50 81 c.519A>C c.(517-519)GAA>GAC p.E173D

Pat_76 Post-Resistance OR2T33 391195 37 1 248436332 248436332 Missense_Mutation SNP G A 17 40 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_76 Post-Resistance OR2T33 391195 37 1 248436951 248436951 Missense_Mutation SNP G A 18 51 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_76 Post-Resistance OR14I1 401994 37 1 248845470 248845470 Missense_Mutation SNP C T 3 25 c.136G>A c.(136-138)GTC>ATC p.V46I

Pat_76 Post-Resistance GTPBP4 23560 37 10 1055472 1055472 Nonsense_Mutation SNP C T 13 37 c.1195C>T c.(1195-1197)CGA>TGA p.R399*



Pat_76 Post-Resistance AKR1C2 1646 37 10 5038059 5038059 Splice_Site SNP T C 4 9 c.571_splice c.e6-1 p.V191_splice

Pat_76 Post-Resistance C10orf18 54906 37 10 5789058 5789058 Missense_Mutation SNP C T 20 40 c.3674C>T c.(3673-3675)TCG>TTG p.S1225L

Pat_76 Post-Resistance IL2RA 3559 37 10 6067847 6067847 Missense_Mutation SNP C T 6 34 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_76 Post-Resistance ITIH2 3698 37 10 7751024 7751024 Nonsense_Mutation SNP C T 14 64 c.232C>T c.(232-234)CAG>TAG p.Q78*

Pat_76 Post-Resistance ATP5C1 509 37 10 7842001 7842001 Missense_Mutation SNP C T 8 16 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_76 Post-Resistance CUBN 8029 37 10 16962022 16962022 Missense_Mutation SNP G A 16 32 c.6761C>T c.(6760-6762)CCA>CTA p.P2254L

Pat_76 Post-Resistance PLXDC2 84898 37 10 20432253 20432253 Nonsense_Mutation SNP C T 27 56 c.571C>T c.(571-573)CGA>TGA p.R191*

Pat_76 Post-Resistance NEBL 10529 37 10 21250695 21250695 Missense_Mutation SNP C G 14 23 c.263G>C c.(262-264)AGA>ACA p.R88T

Pat_76 Post-Resistance KIAA1217 56243 37 10 24834776 24834776 Missense_Mutation SNP A T 17 29 c.5355A>T c.(5353-5355)AAA>AAT p.K1785N

Pat_76 Post-Resistance ARHGAP21 57584 37 10 24896817 24896817 Missense_Mutation SNP G A 7 22 c.2438C>T c.(2437-2439)CCT>CTT p.P813L

Pat_76 Post-Resistance THNSL1 79896 37 10 25314107 25314107 Missense_Mutation SNP G A 11 35 c.1955G>A c.(1954-1956)AGG>AAG p.R652K

Pat_76 Post-Resistance GAD2 2572 37 10 26589747 26589747 Missense_Mutation SNP G A 31 83 c.1615G>A c.(1615-1617)GAG>AAG p.E539K

Pat_76 Post-Resistance PTCHD3 374308 37 10 27702980 27702981 Missense_Mutation DNP GG AA 7 27 c.199_200CC>TT c.(199-201)CCC>TTC p.P67F

Pat_76 Post-Resistance ARMC4 55130 37 10 28149594 28149594 Missense_Mutation SNP G A 6 24 c.2981C>T c.(2980-2982)GCC>GTC p.A994V

Pat_76 Post-Resistance C10orf68 79741 37 10 33018265 33018266 Missense_Mutation DNP CC TT 5 10 c.706_707CC>TT c.(706-708)CCT>TTT p.P236F

Pat_76 Post-Resistance ZNF33A 7581 37 10 38343746 38343746 Missense_Mutation SNP G A 4 29 c.691G>A c.(691-693)GCA>ACA p.A231T

Pat_76 Post-Resistance ZNF33B 7582 37 10 43088374 43088374 Missense_Mutation SNP C A 11 22 c.2024G>T c.(2023-2025)TGT>TTT p.C675F

Pat_76 Post-Resistance RASGEF1A 221002 37 10 43692445 43692445 Missense_Mutation SNP C T 6 10 c.1327G>A c.(1327-1329)GCG>ACG p.A443T

Pat_76 Post-Resistance RASGEF1A 221002 37 10 43694453 43694453 Missense_Mutation SNP C T 28 41 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_76 Post-Resistance SYT15 83849 37 10 46965788 46965789 Missense_Mutation DNP GG AA 5 8 c.748_749CC>TT c.(748-750)CCC>TTC p.P250F

Pat_76 Post-Resistance FRMPD2 143162 37 10 49395274 49395274 Missense_Mutation SNP C T 8 27 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_76 Post-Resistance DRGX 644168 37 10 50574211 50574211 Missense_Mutation SNP C T 9 22 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_76 Post-Resistance SLC18A3 6572 37 10 50819762 50819762 Missense_Mutation SNP G A 32 76 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_76 Post-Resistance C10orf53 282966 37 10 50902584 50902584 Missense_Mutation SNP G A 12 21 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance AGAP6 414189 37 10 51748552 51748552 Missense_Mutation SNP C T 26 53 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_76 Post-Resistance ASAH2 56624 37 10 52005142 52005142 Missense_Mutation SNP G A 7 5 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_76 Post-Resistance CSTF2T 23283 37 10 53458427 53458427 Missense_Mutation SNP C T 16 45 c.883G>A c.(883-885)GTT>ATT p.V295I

Pat_76 Post-Resistance PCDH15 65217 37 10 55626547 55626547 Missense_Mutation SNP C T 5 23 c.3572G>A c.(3571-3573)GGA>GAA p.G1191E

Pat_76 Post-Resistance ANK3 288 37 10 61941095 61941095 Missense_Mutation SNP G T 19 39 c.2176C>A c.(2176-2178)CAG>AAG p.Q726K

Pat_76 Post-Resistance ARID5B 84159 37 10 63851357 63851357 Missense_Mutation SNP C T 18 40 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_76 Post-Resistance LRRTM3 347731 37 10 68687186 68687186 Missense_Mutation SNP C T 12 33 c.512C>T c.(511-513)ACC>ATC p.T171I

Pat_76 Post-Resistance CTNNA3 29119 37 10 68940116 68940116 Missense_Mutation SNP G A 13 15 c.1006C>T c.(1006-1008)CGC>TGC p.R336C

Pat_76 Post-Resistance UNC5B 219699 37 10 73051446 73051446 Missense_Mutation SNP G C 12 51 c.1552G>C c.(1552-1554)GAC>CAC p.D518H

Pat_76 Post-Resistance CCDC109A 90550 37 10 74644024 74644024 Missense_Mutation SNP G A 4 12 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_76 Post-Resistance USP54 159195 37 10 75276315 75276315 Missense_Mutation SNP G A 18 42 c.3869C>T c.(3868-3870)TCC>TTC p.S1290F

Pat_76 Post-Resistance DLG5 9231 37 10 79589166 79589166 Missense_Mutation SNP G A 52 100 c.2132C>T c.(2131-2133)TCC>TTC p.S711F

Pat_76 Post-Resistance SFTPD 6441 37 10 81697757 81697757 Missense_Mutation SNP G A 50 107 c.979C>T c.(979-981)CCC>TCC p.P327S

Pat_76 Post-Resistance MAT1A 4143 37 10 82039945 82039945 Missense_Mutation SNP G A 16 25 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_76 Post-Resistance C10orf58 84293 37 10 82182205 82182205 Missense_Mutation SNP G A 3 32 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_76 Post-Resistance MMRN2 79812 37 10 88703241 88703241 Missense_Mutation SNP C T 17 40 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_76 Post-Resistance BTAF1 9044 37 10 93711222 93711222 Missense_Mutation SNP C T 3 14 c.463C>T c.(463-465)CTT>TTT p.L155F

Pat_76 Post-Resistance MYOF 26509 37 10 95119690 95119690 Missense_Mutation SNP G A 17 52 c.3020C>T c.(3019-3021)TCC>TTC p.S1007F

Pat_76 Post-Resistance CEP55 55165 37 10 95276697 95276697 Missense_Mutation SNP C T 10 14 c.685C>T c.(685-687)CTT>TTT p.L229F

Pat_76 Post-Resistance LGI1 9211 37 10 95557173 95557173 Missense_Mutation SNP G A 27 51 c.1287G>A c.(1285-1287)ATG>ATA p.M429I

Pat_76 Post-Resistance PIPSL 266971 37 10 95720163 95720164 Missense_Mutation DNP CC TT 15 21 c.990_991GG>AAc.(988-993)ATGGGT>ATAAGTp.330_331MG>IS

Pat_76 Post-Resistance TCTN3 26123 37 10 97442505 97442505 Missense_Mutation SNP C T 45 101 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_76 Post-Resistance TLL2 7093 37 10 98145849 98145849 Missense_Mutation SNP G A 10 22 c.1976C>T c.(1975-1977)TCC>TTC p.S659F



Pat_76 Post-Resistance TLL2 7093 37 10 98145910 98145910 Missense_Mutation SNP C T 19 51 c.1915G>A c.(1915-1917)GAG>AAG p.E639K

Pat_76 Post-Resistance C10orf2 56652 37 10 102750284 102750284 Nonsense_Mutation SNP C T 36 128 c.1576C>T c.(1576-1578)CAG>TAG p.Q526*

Pat_76 Post-Resistance TRIM8 81603 37 10 104416885 104416885 Missense_Mutation SNP C T 26 34 c.1430C>T c.(1429-1431)TCC>TTC p.S477F

Pat_76 Post-Resistance HABP2 3026 37 10 115342983 115342983 Missense_Mutation SNP C T 11 18 c.1103C>T c.(1102-1104)ACC>ATC p.T368I

Pat_76 Post-Resistance ATRNL1 26033 37 10 116889240 116889240 Missense_Mutation SNP C T 18 29 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_76 Post-Resistance ATRNL1 26033 37 10 117154237 117154238 Missense_Mutation DNP GG AA 6 16 c.3244_3245GG>AAc.(3244-3246)GGA>AAA p.G1082K

Pat_76 Post-Resistance PNLIPRP3 119548 37 10 118236307 118236307 Missense_Mutation SNP A T 11 19 c.1316A>T c.(1315-1317)AAT>ATT p.N439I

Pat_76 Post-Resistance TACC2 10579 37 10 123847218 123847218 Missense_Mutation SNP G A 9 8 c.5203G>A c.(5203-5205)GTT>ATT p.V1735I

Pat_76 Post-Resistance DMBT1 1755 37 10 124399555 124399555 Splice_Site SNP G A 12 18 c.6556_splice c.e52-1 p.A2186_splice

Pat_76 Post-Resistance CUZD1 50624 37 10 124593415 124593415 Missense_Mutation SNP C T 10 21 c.1424G>A c.(1423-1425)GGA>GAA p.G475E

Pat_76 Post-Resistance CHST15 51363 37 10 125798085 125798085 Missense_Mutation SNP T A 21 36 c.1136A>T c.(1135-1137)CAC>CTC p.H379L

Pat_76 Post-Resistance CHST15 51363 37 10 125805533 125805533 Missense_Mutation SNP C T 12 20 c.196G>A c.(196-198)GAA>AAA p.E66K

Pat_76 Post-Resistance ZNF511 118472 37 10 135123381 135123381 Missense_Mutation SNP C T 14 31 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_76 Post-Resistance TNNT3 7140 37 11 1959716 1959716 Nonsense_Mutation SNP G A 8 11 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_76 Post-Resistance TRPM5 29850 37 11 2428471 2428471 Missense_Mutation SNP T C 8 20 c.2996A>G c.(2995-2997)AAC>AGC p.N999S

Pat_76 Post-Resistance ZNF195 7748 37 11 3380508 3380508 Missense_Mutation SNP G A 11 31 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_76 Post-Resistance TRIM21 6737 37 11 4407081 4407081 Missense_Mutation SNP G A 5 17 c.862C>T c.(862-864)CAC>TAC p.H288Y

Pat_76 Post-Resistance OR52K2 119774 37 11 4471488 4471489 Missense_Mutation DNP GG AA 13 18 c.919_920GG>AA c.(919-921)GGA>AAA p.G307K

Pat_76 Post-Resistance OR51E1 143503 37 11 4674277 4674277 Missense_Mutation SNP C T 43 105 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_76 Post-Resistance OR51E1 143503 37 11 4674409 4674409 Missense_Mutation SNP C T 6 18 c.653C>T c.(652-654)TCC>TTC p.S218F

Pat_76 Post-Resistance OR51E2 81285 37 11 4703277 4703277 Missense_Mutation SNP C T 7 20 c.665G>A c.(664-666)CGA>CAA p.R222Q

Pat_76 Post-Resistance OR51E2 81285 37 11 4703632 4703632 Missense_Mutation SNP G A 10 16 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_76 Post-Resistance OR52R1 119695 37 11 4824685 4824685 Missense_Mutation SNP C T 15 26 c.1163G>A c.(1162-1164)GGA>GAA p.G388E

Pat_76 Post-Resistance OR51F2 119694 37 11 4843021 4843021 Missense_Mutation SNP C T 20 52 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_76 Post-Resistance OR52J3 119679 37 11 5068233 5068233 Missense_Mutation SNP C T 7 16 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_76 Post-Resistance HBG2 3048 37 11 5275625 5275625 Missense_Mutation SNP G A 15 96 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_76 Post-Resistance OR51B5 282763 37 11 5363977 5363977 Missense_Mutation SNP G A 6 22 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_76 Post-Resistance OR52N1 79473 37 11 5809289 5809289 Missense_Mutation SNP G A 15 49 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_76 Post-Resistance OR52B2 255725 37 11 6190872 6190872 Missense_Mutation SNP G A 9 23 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_76 Post-Resistance OR2AG2 338755 37 11 6790164 6790164 Missense_Mutation SNP C T 9 8 c.25G>A c.(25-27)GGA>AGA p.G9R

Pat_76 Post-Resistance NLRP14 338323 37 11 7079624 7079624 Missense_Mutation SNP G A 28 60 c.2576G>A c.(2575-2577)GGA>GAA p.G859E

Pat_76 Post-Resistance NLRP14 338323 37 11 7081264 7081264 Missense_Mutation SNP C T 33 56 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_76 Post-Resistance EIF4G2 1982 37 11 10821847 10821847 Missense_Mutation SNP G A 5 39 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_76 Post-Resistance PLEKHA7 144100 37 11 16872806 16872806 Missense_Mutation SNP G A 8 32 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_76 Post-Resistance ABCC8 6833 37 11 17483319 17483319 Missense_Mutation SNP T G 16 26 c.633A>C c.(631-633)CAA>CAC p.Q211H

Pat_76 Post-Resistance MRGPRX2 117194 37 11 19077339 19077339 Missense_Mutation SNP G A 12 10 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_76 Post-Resistance NAV2 89797 37 11 20070338 20070338 Missense_Mutation SNP G A 23 39 c.4036G>A c.(4036-4038)GTG>ATG p.V1346M

Pat_76 Post-Resistance ANO3 63982 37 11 26620469 26620469 Missense_Mutation SNP G A 6 14 c.1595G>A c.(1594-1596)GGA>GAA p.G532E

Pat_76 Post-Resistance ELF5 2001 37 11 34502425 34502425 Missense_Mutation SNP C T 13 27 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_76 Post-Resistance PRR5L 79899 37 11 36484009 36484010 Missense_Mutation DNP GG AA 18 34 c.830_831GG>AA c.(829-831)GGG>GAA p.G277E

Pat_76 Post-Resistance PRR5L 79899 37 11 36484116 36484116 Missense_Mutation SNP G A 15 18 c.937G>A c.(937-939)GGG>AGG p.G313R

Pat_76 Post-Resistance RAG1 5896 37 11 36595839 36595839 Missense_Mutation SNP C T 13 32 c.985C>T c.(985-987)CCC>TCC p.P329S

Pat_76 Post-Resistance TSPAN18 90139 37 11 44950719 44950719 Missense_Mutation SNP G A 12 37 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_76 Post-Resistance PRDM11 56981 37 11 45246341 45246341 Missense_Mutation SNP C T 26 48 c.1418C>T c.(1417-1419)CCC>CTC p.P473L

Pat_76 Post-Resistance SYT13 57586 37 11 45277376 45277376 Missense_Mutation SNP C T 18 28 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_76 Post-Resistance GYLTL1B 120071 37 11 45948403 45948403 Missense_Mutation SNP G A 15 35 c.1306G>A c.(1306-1308)GCC>ACC p.A436T

Pat_76 Post-Resistance MADD 8567 37 11 47304035 47304035 Missense_Mutation SNP G A 11 22 c.1573G>A c.(1573-1575)GCT>ACT p.A525T



Pat_76 Post-Resistance AGBL2 79841 37 11 47681829 47681829 Missense_Mutation SNP G C 5 29 c.2605C>G c.(2605-2607)CCA>GCA p.P869A

Pat_76 Post-Resistance AGBL2 79841 37 11 47707594 47707594 Missense_Mutation SNP C T 10 12 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_76 Post-Resistance PTPRJ 5795 37 11 48134319 48134319 Missense_Mutation SNP C T 14 48 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_76 Post-Resistance OR4X1 390113 37 11 48285932 48285932 Missense_Mutation SNP C T 7 25 c.520C>T c.(520-522)CAC>TAC p.H174Y

Pat_76 Post-Resistance OR4A5 81318 37 11 51412038 51412038 Missense_Mutation SNP G A 13 31 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_76 Post-Resistance OR4C11 219429 37 11 55371006 55371006 Missense_Mutation SNP G A 10 6 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_76 Post-Resistance OR5D14 219436 37 11 55563687 55563687 Missense_Mutation SNP C T 27 57 c.656C>T c.(655-657)TCC>TTC p.S219F

Pat_76 Post-Resistance OR5AS1 219447 37 11 55798717 55798717 Missense_Mutation SNP G A 3 11 c.823G>A c.(823-825)GCA>ACA p.A275T

Pat_76 Post-Resistance OR8H2 390151 37 11 55873063 55873063 Missense_Mutation SNP C T 41 147 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_76 Post-Resistance OR8H2 390151 37 11 55873104 55873104 Missense_Mutation SNP G A 31 97 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_76 Post-Resistance OR8H1 219469 37 11 56057772 56057772 Missense_Mutation SNP A T 6 8 c.767T>A c.(766-768)TTT>TAT p.F256Y

Pat_76 Post-Resistance OR8K3 219473 37 11 56086579 56086579 Missense_Mutation SNP C T 4 18 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Post-Resistance OR5AR1 219493 37 11 56431525 56431525 Missense_Mutation SNP C T 21 43 c.364C>T c.(364-366)CGT>TGT p.R122C

Pat_76 Post-Resistance OR1S1 219959 37 11 57983114 57983114 Missense_Mutation SNP C T 5 28 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Post-Resistance GLYATL2 219970 37 11 58604580 58604580 Missense_Mutation SNP C T 5 33 c.384G>A c.(382-384)ATG>ATA p.M128I

Pat_76 Post-Resistance CHRM1 1128 37 11 62678196 62678196 Missense_Mutation SNP G A 12 34 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_76 Post-Resistance SLC22A9 114571 37 11 63176246 63176246 Nonsense_Mutation SNP G A 13 28 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_76 Post-Resistance CDC42EP2 10435 37 11 65088994 65088994 Missense_Mutation SNP C T 14 50 c.625C>T c.(625-627)CCC>TCC p.P209S

Pat_76 Post-Resistance SF3B2 10992 37 11 65829443 65829443 Missense_Mutation SNP C T 10 24 c.1951C>T c.(1951-1953)CCT>TCT p.P651S

Pat_76 Post-Resistance SPTBN2 6712 37 11 66468435 66468436 Missense_Mutation DNP GG AA 19 17 c.3134_3135CC>TT c.(3133-3135)ACC>ATT p.T1045I

Pat_76 Post-Resistance TBX10 347853 37 11 67402517 67402517 Nonsense_Mutation SNP C T 14 38 c.225G>A c.(223-225)TGG>TGA p.W75*

Pat_76 Post-Resistance CPT1A 1374 37 11 68542821 68542822 Missense_Mutation DNP GG AA 34 134 c.1537_1538CC>TTc.(1537-1539)CCG>TTG p.P513L

Pat_76 Post-Resistance KRTAP5-9 3846 37 11 71259749 71259750 Missense_Mutation DNP GG AA 32 85 c.46_47GG>AA c.(46-48)GGC>AAC p.G16N

Pat_76 Post-Resistance UCP2 7351 37 11 73689327 73689327 Missense_Mutation SNP G A 14 27 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_76 Post-Resistance PGM2L1 283209 37 11 74054392 74054392 Missense_Mutation SNP G A 7 19 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_76 Post-Resistance KLHL35 283212 37 11 75133763 75133763 Missense_Mutation SNP C T 24 68 c.953G>A c.(952-954)GGG>GAG p.G318E

Pat_76 Post-Resistance OMP 4975 37 11 76814355 76814356 Missense_Mutation DNP CC TT 19 46 c.470_471CC>TT c.(469-471)TCC>TTT p.S157F

Pat_76 Post-Resistance MYO7A 4647 37 11 76905531 76905531 Missense_Mutation SNP G A 5 9 c.4285G>A c.(4285-4287)GAG>AAG p.E1429K

Pat_76 Post-Resistance DLG2 1740 37 11 83344290 83344290 Missense_Mutation SNP G A 13 21 c.1589C>T c.(1588-1590)TCC>TTC p.S530F

Pat_76 Post-Resistance GRM5 2915 37 11 88386431 88386431 Missense_Mutation SNP C T 6 13 c.1052G>A c.(1051-1053)CGA>CAA p.R351Q

Pat_76 Post-Resistance FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G A 14 30 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_76 Post-Resistance FAT3 120114 37 11 92086786 92086786 Missense_Mutation SNP A T 8 11 c.1508A>T c.(1507-1509)GAA>GTA p.E503V

Pat_76 Post-Resistance FAT3 120114 37 11 92569781 92569781 Missense_Mutation SNP C T 8 32 c.10136C>T c.(10135-10137)TCC>TTC p.S3379F

Pat_76 Post-Resistance CNTN5 53942 37 11 99690347 99690347 Missense_Mutation SNP C T 10 46 c.128C>T c.(127-129)TCA>TTA p.S43L

Pat_76 Post-Resistance KIAA1377 57562 37 11 101828898 101828898 Splice_Site SNP G A 53 132 c.507_splice c.e5-1 p.R169_splice

Pat_76 Post-Resistance KIAA1377 57562 37 11 101833571 101833571 Missense_Mutation SNP G A 8 10 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_76 Post-Resistance MMP1 4312 37 11 102667484 102667484 Missense_Mutation SNP C T 9 16 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_76 Post-Resistance MMP13 4322 37 11 102826045 102826045 Missense_Mutation SNP C T 25 37 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_76 Post-Resistance DYNC2H1 79659 37 11 103027319 103027319 Missense_Mutation SNP C T 4 7 c.3947C>T c.(3946-3948)CCT>CTT p.P1316L

Pat_76 Post-Resistance PDGFD 80310 37 11 103780454 103780454 Missense_Mutation SNP C T 34 52 c.1081G>A c.(1081-1083)GAT>AAT p.D361N

Pat_76 Post-Resistance EXPH5 23086 37 11 108382062 108382062 Missense_Mutation SNP C T 8 14 c.4172G>A c.(4171-4173)AGT>AAT p.S1391N

Pat_76 Post-Resistance HSPB2 3316 37 11 111784324 111784324 Missense_Mutation SNP C T 11 60 c.254C>T c.(253-255)CCA>CTA p.P85L

Pat_76 Post-Resistance RNF214 257160 37 11 117109598 117109598 Missense_Mutation SNP C T 7 12 c.389C>T c.(388-390)CCA>CTA p.P130L

Pat_76 Post-Resistance DSCAML1 57453 37 11 117301743 117301743 Missense_Mutation SNP C T 22 49 c.5561G>A c.(5560-5562)GGA>GAA p.G1854E

Pat_76 Post-Resistance TMPRSS4 56649 37 11 117982593 117982593 Missense_Mutation SNP C T 35 51 c.721C>T c.(721-723)CTC>TTC p.L241F

Pat_76 Post-Resistance MLL 4297 37 11 118352637 118352637 Missense_Mutation SNP C T 19 38 c.3842C>T c.(3841-3843)CCT>CTT p.P1281L

Pat_76 Post-Resistance PHLDB1 23187 37 11 118498401 118498401 Missense_Mutation SNP C T 31 52 c.862C>T c.(862-864)CGT>TGT p.R288C



Pat_76 Post-Resistance PHLDB1 23187 37 11 118498923 118498923 Missense_Mutation SNP C T 30 74 c.1384C>T c.(1384-1386)CCA>TCA p.P462S

Pat_76 Post-Resistance TECTA 7007 37 11 120998886 120998886 Missense_Mutation SNP G A 21 43 c.2200G>A c.(2200-2202)GAG>AAG p.E734K

Pat_76 Post-Resistance TECTA 7007 37 11 121000408 121000408 Missense_Mutation SNP G A 21 45 c.2429G>A c.(2428-2430)CGA>CAA p.R810Q

Pat_76 Post-Resistance SORL1 6653 37 11 121492874 121492874 Missense_Mutation SNP C T 4 16 c.6068C>T c.(6067-6069)TCA>TTA p.S2023L

Pat_76 Post-Resistance HSPA8 3312 37 11 122928489 122928489 Missense_Mutation SNP G A 13 34 c.1894C>T c.(1894-1896)CCC>TCC p.P632S

Pat_76 Post-Resistance GRAMD1B 57476 37 11 123477467 123477467 Missense_Mutation SNP C T 7 22 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Post-Resistance OR6X1 390260 37 11 123624328 123624328 Missense_Mutation SNP C T 16 52 c.899G>A c.(898-900)AGA>AAA p.R300K

Pat_76 Post-Resistance OR4D5 219875 37 11 123810370 123810370 Missense_Mutation SNP G A 17 26 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_76 Post-Resistance OR4D5 219875 37 11 123810409 123810409 Missense_Mutation SNP C T 6 15 c.86C>T c.(85-87)ACT>ATT p.T29I

Pat_76 Post-Resistance VWA5A 4013 37 11 123988246 123988246 Missense_Mutation SNP C T 14 33 c.28C>T c.(28-30)CTC>TTC p.L10F

Pat_76 Post-Resistance VWA5A 4013 37 11 124016007 124016007 Missense_Mutation SNP G A 8 17 c.2218G>A c.(2218-2220)GAC>AAC p.D740N

Pat_76 Post-Resistance OR8D1 283159 37 11 124180653 124180653 Missense_Mutation SNP C T 15 22 c.10G>A c.(10-12)GAA>AAA p.E4K

Pat_76 Post-Resistance SPA17 53340 37 11 124564231 124564232 Missense_Mutation DNP GG AA 6 28 c.345_346GG>AAc.(343-348)GAGGTT>GAAATT p.V116I

Pat_76 Post-Resistance SLC37A2 219855 37 11 124954748 124954748 Missense_Mutation SNP G A 8 22 c.1153G>A c.(1153-1155)GAC>AAC p.D385N

Pat_76 Post-Resistance NTM 50863 37 11 132204942 132204942 Missense_Mutation SNP C T 21 53 c.937C>T c.(937-939)CCA>TCA p.P313S

Pat_76 Post-Resistance SPATA19 219938 37 11 133715271 133715271 Missense_Mutation SNP G A 26 25 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_76 Post-Resistance SLC6A12 6539 37 12 306618 306618 Missense_Mutation SNP C T 10 21 c.1000G>A c.(1000-1002)GGG>AGG p.G334R

Pat_76 Post-Resistance LRTM2 654429 37 12 1943433 1943434 Missense_Mutation DNP GG AA 4 17 c.659_660GG>AA c.(658-660)GGG>GAA p.G220E

Pat_76 Post-Resistance CACNA1C 775 37 12 2614028 2614028 Missense_Mutation SNP G C 4 10 c.1134G>C c.(1132-1134)AGG>AGC p.R378S

Pat_76 Post-Resistance C12orf32 83695 37 12 2994574 2994575 Missense_Mutation DNP CC TT 6 28 c.42_43CC>TTc.(40-45)GCCCCG>GCTTCG p.P15S

Pat_76 Post-Resistance DYRK4 8798 37 12 4702179 4702179 Missense_Mutation SNP C T 7 27 c.130C>T c.(130-132)CTT>TTT p.L44F

Pat_76 Post-Resistance KCNA6 3742 37 12 4919724 4919724 Missense_Mutation SNP G A 3 18 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_76 Post-Resistance NTF3 4908 37 12 5603912 5603912 Missense_Mutation SNP G A 17 47 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_76 Post-Resistance ANO2 57101 37 12 5708727 5708727 Missense_Mutation SNP G A 22 38 c.2156C>T c.(2155-2157)TCG>TTG p.S719L

Pat_76 Post-Resistance GPR162 27239 37 12 6933764 6933764 Missense_Mutation SNP G A 7 32 c.700G>A c.(700-702)GGT>AGT p.G234S

Pat_76 Post-Resistance C1R 715 37 12 7188488 7188488 Missense_Mutation SNP C T 4 5 c.1466G>A c.(1465-1467)GGG>GAG p.G489E

Pat_76 Post-Resistance FAM90A1 55138 37 12 8376706 8376706 Missense_Mutation SNP C T 15 25 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_76 Post-Resistance PZP 5858 37 12 9311134 9311134 Missense_Mutation SNP C T 15 22 c.3176G>A c.(3175-3177)CGA>CAA p.R1059Q

Pat_76 Post-Resistance TAS2R7 50837 37 12 10954661 10954661 Nonsense_Mutation SNP C T 3 13 c.509G>A c.(508-510)TGG>TAG p.W170*

Pat_76 Post-Resistance PRB3 5544 37 12 11420151 11420151 Missense_Mutation SNP G A 17 49 c.905C>T c.(904-906)CCT>CTT p.P302L

Pat_76 Post-Resistance PRB1 5542 37 12 11506789 11506789 Missense_Mutation SNP T G 29 81 c.248A>C c.(247-249)CAA>CCA p.Q83P

Pat_76 Post-Resistance GPRC5A 9052 37 12 13061589 13061589 Missense_Mutation SNP G A 17 84 c.406G>A c.(406-408)GGT>AGT p.G136S

Pat_76 Post-Resistance GRIN2B 2904 37 12 13715992 13715992 Missense_Mutation SNP C T 9 18 c.4180G>A c.(4180-4182)GAC>AAC p.D1394N

Pat_76 Post-Resistance GRIN2B 2904 37 12 13764762 13764762 Nonsense_Mutation SNP C T 21 70 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_76 Post-Resistance SLCO1A2 6579 37 12 21457408 21457408 Missense_Mutation SNP G A 8 15 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Post-Resistance CAPRIN2 65981 37 12 30877346 30877346 Missense_Mutation SNP G A 14 18 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_76 Post-Resistance DBX2 440097 37 12 45410133 45410134 Missense_Mutation DNP CC TT 30 22 c.955_956GG>AA c.(955-957)GGT>AAT p.G319N

Pat_76 Post-Resistance SLC38A1 81539 37 12 46601362 46601362 Missense_Mutation SNP G A 33 13 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_76 Post-Resistance FAM113B 91523 37 12 47628868 47628868 Missense_Mutation SNP G A 9 40 c.22G>A c.(22-24)GAA>AAA p.E8K

Pat_76 Post-Resistance FAM113B 91523 37 12 47629243 47629243 Missense_Mutation SNP C T 59 42 c.397C>T c.(397-399)CCG>TCG p.P133S

Pat_76 Post-Resistance RPAP3 79657 37 12 48062776 48062776 Missense_Mutation SNP G C 25 80 c.1636C>G c.(1636-1638)CCT>GCT p.P546A

Pat_76 Post-Resistance RAPGEF3 10411 37 12 48132959 48132959 Missense_Mutation SNP G A 29 15 c.2302C>T c.(2302-2304)CCT>TCT p.P768S

Pat_76 Post-Resistance COL2A1 1280 37 12 48367222 48367222 Missense_Mutation SNP C T 66 68 c.4432G>A c.(4432-4434)GGT>AGT p.G1478S

Pat_76 Post-Resistance ZNF641 121274 37 12 48736968 48736968 Missense_Mutation SNP G A 15 62 c.1105C>T c.(1105-1107)CCA>TCA p.P369S

Pat_76 Post-Resistance ADCY6 112 37 12 49170953 49170953 Missense_Mutation SNP G A 131 91 c.1310C>T c.(1309-1311)CCG>CTG p.P437L

Pat_76 Post-Resistance MLL2 8085 37 12 49420129 49420129 Missense_Mutation SNP G A 25 14 c.15620C>T c.(15619-15621)CCC>CTC p.P5207L

Pat_76 Post-Resistance MLL2 8085 37 12 49438054 49438054 Missense_Mutation SNP G A 8 24 c.5117C>T c.(5116-5118)TCC>TTC p.S1706F



Pat_76 Post-Resistance SPATS2 65244 37 12 49890769 49890769 Missense_Mutation SNP C T 30 27 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_76 Post-Resistance NCKAP5L 57701 37 12 50190132 50190132 Missense_Mutation SNP C T 6 7 c.1511G>A c.(1510-1512)AGG>AAG p.R504K

Pat_76 Post-Resistance CSRNP2 81566 37 12 51467709 51467709 Missense_Mutation SNP C G 46 38 c.308G>C c.(307-309)CGG>CCG p.R103P

Pat_76 Post-Resistance SLC4A8 9498 37 12 51856194 51856194 Nonsense_Mutation SNP G A 39 40 c.1202G>A c.(1201-1203)TGG>TAG p.W401*

Pat_76 Post-Resistance SLC4A8 9498 37 12 51882536 51882536 Nonsense_Mutation SNP G A 14 106 c.2340G>A c.(2338-2340)TGG>TGA p.W780*

Pat_76 Post-Resistance KRT6B 3854 37 12 52844360 52844360 Nonsense_Mutation SNP C T 48 41 c.585G>A c.(583-585)TGG>TGA p.W195*

Pat_76 Post-Resistance KRT6B 3854 37 12 52845837 52845837 Missense_Mutation SNP C G 12 12 c.26G>C c.(25-27)AGG>ACG p.R9T

Pat_76 Post-Resistance KRT76 51350 37 12 53170654 53170654 Missense_Mutation SNP C T 6 3 c.422G>A c.(421-423)GGT>GAT p.G141D

Pat_76 Post-Resistance KRT78 196374 37 12 53239983 53239983 Missense_Mutation SNP C T 15 15 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_76 Post-Resistance SOAT2 8435 37 12 53512193 53512193 Missense_Mutation SNP C T 36 43 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_76 Post-Resistance NCKAP1L 3071 37 12 54930826 54930826 Missense_Mutation SNP G A 11 55 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_76 Post-Resistance OR6C70 390327 37 12 55863739 55863739 Missense_Mutation SNP G A 27 16 c.184C>T c.(184-186)CGT>TGT p.R62C

Pat_76 Post-Resistance ARHGAP9 64333 37 12 57871402 57871402 Missense_Mutation SNP C T 28 19 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_76 Post-Resistance IRAK3 11213 37 12 66620573 66620573 Missense_Mutation SNP C T 37 22 c.724C>T c.(724-726)CCA>TCA p.P242S

Pat_76 Post-Resistance DYRK2 8445 37 12 68050955 68050955 Missense_Mutation SNP G C 70 51 c.268G>C c.(268-270)GTT>CTT p.V90L

Pat_76 Post-Resistance LYZ 4069 37 12 69742273 69742273 Missense_Mutation SNP A G 3 52 c.85A>G c.(85-87)ACT>GCT p.T29A

Pat_76 Post-Resistance KCNMB4 27345 37 12 70794016 70794016 Missense_Mutation SNP G A 16 73 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Post-Resistance CAPS2 84698 37 12 75685579 75685579 Missense_Mutation SNP C A 16 23 c.1242G>T c.(1240-1242)GAG>GAT p.E414D

Pat_76 Post-Resistance EPYC 1833 37 12 91358003 91358003 Missense_Mutation SNP G A 39 18 c.899C>T c.(898-900)CCT>CTT p.P300L

Pat_76 Post-Resistance CLLU1OS 574016 37 12 92814859 92814859 Missense_Mutation SNP T C 118 84 c.233A>G c.(232-234)AAT>AGT p.N78S

Pat_76 Post-Resistance UHRF1BP1L 23074 37 12 100444092 100444092 Missense_Mutation SNP G A 20 16 c.3572C>T c.(3571-3573)TCC>TTC p.S1191F

Pat_76 Post-Resistance KIAA1033 23325 37 12 105546125 105546125 Missense_Mutation SNP C T 4 12 c.2654C>T c.(2653-2655)CCT>CTT p.P885L

Pat_76 Post-Resistance PRDM4 11108 37 12 108134795 108134795 Missense_Mutation SNP G A 58 36 c.1852C>T c.(1852-1854)CAC>TAC p.H618Y

Pat_76 Post-Resistance WSCD2 9671 37 12 108604011 108604011 Missense_Mutation SNP G A 5 22 c.611G>A c.(610-612)GGC>GAC p.G204D

Pat_76 Post-Resistance TMEM119 338773 37 12 108985355 108985355 Missense_Mutation SNP G A 55 31 c.805C>T c.(805-807)CCC>TCC p.P269S

Pat_76 Post-Resistance MYO1H 283446 37 12 109865367 109865367 Missense_Mutation SNP G A 48 276 c.1877G>A c.(1876-1878)AGG>AAG p.R626K

Pat_76 Post-Resistance CCDC63 160762 37 12 111336846 111336846 Missense_Mutation SNP A G 11 38 c.1259A>G c.(1258-1260)AAG>AGG p.K420R

Pat_76 Post-Resistance CUX2 23316 37 12 111749945 111749945 Missense_Mutation SNP G A 30 14 c.1942G>A c.(1942-1944)GAC>AAC p.D648N

Pat_76 Post-Resistance C12orf51 283450 37 12 112690345 112690346 Missense_Mutation DNP GG AA 5 28 c.2168_2169CC>TT c.(2167-2169)TCC>TTT p.S723F

Pat_76 Post-Resistance TPCN1 53373 37 12 113664698 113664699 Missense_Mutation DNP CC TT 37 28 c.41_42CC>TT c.(40-42)ACC>ATT p.T14I

Pat_76 Post-Resistance NOS1 4842 37 12 117680432 117680432 Missense_Mutation SNP C T 17 23 c.3041G>A c.(3040-3042)AGT>AAT p.S1014N

Pat_76 Post-Resistance NOS1 4842 37 12 117768373 117768373 Missense_Mutation SNP C T 18 50 c.502G>A c.(502-504)GAG>AAG p.E168K

Pat_76 Post-Resistance CIT 11113 37 12 120156650 120156650 Missense_Mutation SNP C T 6 21 c.3731G>A c.(3730-3732)CGG>CAG p.R1244Q

Pat_76 Post-Resistance OGFOD2 79676 37 12 123463861 123463861 Missense_Mutation SNP C T 11 63 c.1021C>T c.(1021-1023)CCC>TCC p.P341S

Pat_76 Post-Resistance PITPNM2 57605 37 12 123498444 123498444 Missense_Mutation SNP G A 10 71 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_76 Post-Resistance TCTN2 79867 37 12 124172608 124172608 Nonsense_Mutation SNP C T 53 34 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Post-Resistance DNAH10 196385 37 12 124354974 124354974 Nonsense_Mutation SNP G A 24 23 c.7227G>A c.(7225-7227)TGG>TGA p.W2409*

Pat_76 Post-Resistance TMEM132D 121256 37 12 130015712 130015712 Missense_Mutation SNP C T 22 46 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_76 Post-Resistance GPR133 283383 37 12 131593273 131593273 Missense_Mutation SNP C T 53 348 c.1892C>T c.(1891-1893)CCC>CTC p.P631L

Pat_76 Post-Resistance ZNF268 10795 37 12 133768563 133768563 Missense_Mutation SNP C T 7 114 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_76 Post-Resistance PARP4 143 37 13 25066708 25066708 Missense_Mutation SNP G A 20 62 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_76 Post-Resistance FAM123A 219287 37 13 25744499 25744499 Missense_Mutation SNP C T 9 14 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_76 Post-Resistance MTUS2 23281 37 13 29600115 29600115 Missense_Mutation SNP C T 4 17 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_76 Post-Resistance RXFP2 122042 37 13 32371390 32371390 Missense_Mutation SNP C A 14 29 c.1839C>A c.(1837-1839)TTC>TTA p.F613L

Pat_76 Post-Resistance FRY 10129 37 13 32869444 32869444 Nonsense_Mutation SNP T A 15 35 c.8889T>A c.(8887-8889)TAT>TAA p.Y2963*

Pat_76 Post-Resistance FREM2 341640 37 13 39265494 39265494 Missense_Mutation SNP C T 9 16 c.4013C>T c.(4012-4014)TCT>TTT p.S1338F

Pat_76 Post-Resistance KIAA0564 23078 37 13 42442530 42442531 Missense_Mutation DNP GG CA 9 26 c.1163_1164CC>TG c.(1162-1164)TCC>TTG p.S388L



Pat_76 Post-Resistance CYSLTR2 57105 37 13 49281332 49281332 Missense_Mutation SNP T C 52 75 c.379T>C c.(379-381)TAT>CAT p.Y127H

Pat_76 Post-Resistance ATP7B 540 37 13 52524208 52524209 Missense_Mutation DNP GG AA 13 23 c.2664_2665CC>TTc.(2662-2667)ACCCAC>ACTTACp.H889Y

Pat_76 Post-Resistance OLFM4 10562 37 13 53624121 53624121 Missense_Mutation SNP G A 8 21 c.748G>A c.(748-750)GGT>AGT p.G250S

Pat_76 Post-Resistance DACH1 1602 37 13 72133952 72133952 Missense_Mutation SNP G A 9 17 c.1435C>T c.(1435-1437)CCG>TCG p.P479S

Pat_76 Post-Resistance DIS3 22894 37 13 73340162 73340162 Missense_Mutation SNP G A 9 3 c.1918C>T c.(1918-1920)CAC>TAC p.H640Y

Pat_76 Post-Resistance SLITRK1 114798 37 13 84454754 84454754 Missense_Mutation SNP C T 8 5 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_76 Post-Resistance SLITRK6 84189 37 13 86368213 86368213 Missense_Mutation SNP C T 5 23 c.2431G>A c.(2431-2433)GTA>ATA p.V811I

Pat_76 Post-Resistance SLITRK5 26050 37 13 88329952 88329952 Missense_Mutation SNP G A 34 76 c.2309G>A c.(2308-2310)GGC>GAC p.G770D

Pat_76 Post-Resistance GPC5 2262 37 13 92345753 92345753 Missense_Mutation SNP G A 9 19 c.638G>A c.(637-639)GGA>GAA p.G213E

Pat_76 Post-Resistance ABCC4 10257 37 13 95830266 95830266 Missense_Mutation SNP C T 29 71 c.1625G>A c.(1624-1626)CGG>CAG p.R542Q

Pat_76 Post-Resistance DZIP1 22873 37 13 96277078 96277078 Missense_Mutation SNP C T 3 7 c.916G>A c.(916-918)GAG>AAG p.E306K

Pat_76 Post-Resistance PCCA 5095 37 13 100953723 100953723 Missense_Mutation SNP C T 16 50 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_76 Post-Resistance COL4A1 1282 37 13 110826832 110826832 Missense_Mutation SNP G A 6 14 c.3367C>T c.(3367-3369)CCA>TCA p.P1123S

Pat_76 Post-Resistance PROZ 8858 37 13 113825991 113825991 Missense_Mutation SNP G A 13 58 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_76 Post-Resistance TMCO3 55002 37 13 114203801 114203801 Missense_Mutation SNP G A 25 35 c.1982G>A c.(1981-1983)AGA>AAA p.R661K

Pat_76 Post-Resistance OR4K5 79317 37 14 20389108 20389108 Missense_Mutation SNP C G 15 80 c.343C>G c.(343-345)CTT>GTT p.L115V

Pat_76 Post-Resistance OR4K1 79544 37 14 20404475 20404475 Missense_Mutation SNP C T 6 11 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_76 Post-Resistance OR11H4 390442 37 14 20711345 20711345 Missense_Mutation SNP G A 9 25 c.395G>A c.(394-396)CGA>CAA p.R132Q

Pat_76 Post-Resistance HNRNPC 3183 37 14 21679680 21679680 Missense_Mutation SNP G A 10 16 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_76 Post-Resistance METTL3 56339 37 14 21972004 21972004 Missense_Mutation SNP C T 7 32 c.121G>A c.(121-123)GCA>ACA p.A41T

Pat_76 Post-Resistance OR10G3 26533 37 14 22038638 22038638 Missense_Mutation SNP G A 7 23 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_76 Post-Resistance MMP14 4323 37 14 23313059 23313059 Missense_Mutation SNP G A 19 43 c.991G>A c.(991-993)GGG>AGG p.G331R

Pat_76 Post-Resistance JPH4 84502 37 14 24040266 24040267 Missense_Mutation DNP GG AA 6 19 c.1673_1674CC>TTc.(1672-1674)GCC>GTT p.A558V

Pat_76 Post-Resistance FITM1 161247 37 14 24601613 24601613 Missense_Mutation SNP G A 12 28 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_76 Post-Resistance GMPR2 51292 37 14 24707971 24707971 Missense_Mutation SNP G A 7 40 c.1034G>A c.(1033-1035)AGT>AAT p.S345N

Pat_76 Post-Resistance C14orf21 161424 37 14 24769776 24769776 Missense_Mutation SNP C T 26 185 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_76 Post-Resistance GZMB 3002 37 14 25100338 25100338 Missense_Mutation SNP C T 10 37 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_76 Post-Resistance ARHGAP5 394 37 14 32586491 32586491 Missense_Mutation SNP C T 5 19 c.3863C>T c.(3862-3864)ACA>ATA p.T1288I

Pat_76 Post-Resistance AKAP6 9472 37 14 33291332 33291332 Missense_Mutation SNP G A 4 14 c.4313G>A c.(4312-4314)GGA>GAA p.G1438E

Pat_76 Post-Resistance RALGAPA1 253959 37 14 36041828 36041828 Missense_Mutation SNP G A 5 17 c.5788C>T c.(5788-5790)CTT>TTT p.L1930F

Pat_76 Post-Resistance LRFN5 145581 37 14 42368131 42368131 Missense_Mutation SNP A C 17 38 c.2110A>C c.(2110-2112)ACT>CCT p.T704P

Pat_76 Post-Resistance FAM179B 23116 37 14 45481251 45481251 Missense_Mutation SNP C T 4 8 c.3211C>T c.(3211-3213)CAT>TAT p.H1071Y

Pat_76 Post-Resistance RPL10L 140801 37 14 47120861 47120861 Missense_Mutation SNP G A 16 55 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_76 Post-Resistance RTN1 6252 37 14 60212705 60212705 Missense_Mutation SNP C T 11 46 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_76 Post-Resistance KCNH5 27133 37 14 63175092 63175092 Missense_Mutation SNP G A 20 40 c.2101C>T c.(2101-2103)CCC>TCC p.P701S

Pat_76 Post-Resistance KCNH5 27133 37 14 63468171 63468171 Missense_Mutation SNP G A 5 14 c.311C>T c.(310-312)CCT>CTT p.P104L

Pat_76 Post-Resistance SYNE2 23224 37 14 64469684 64469684 Missense_Mutation SNP C T 8 22 c.4033C>T c.(4033-4035)CTT>TTT p.L1345F

Pat_76 Post-Resistance ZBTB25 7597 37 14 64954009 64954009 Missense_Mutation SNP G A 17 29 c.940C>T c.(940-942)CGG>TGG p.R314W

Pat_76 Post-Resistance SPTB 6710 37 14 65253757 65253757 Missense_Mutation SNP C T 5 20 c.2926G>A c.(2926-2928)GTA>ATA p.V976I

Pat_76 Post-Resistance SLC8A3 6547 37 14 70633384 70633384 Missense_Mutation SNP C T 12 27 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_76 Post-Resistance SYNJ2BP 55333 37 14 70855188 70855188 Missense_Mutation SNP G A 8 13 c.200C>T c.(199-201)TCG>TTG p.S67L

Pat_76 Post-Resistance PSEN1 5663 37 14 73685912 73685912 Missense_Mutation SNP C T 24 57 c.1319C>T c.(1318-1320)ACC>ATC p.T440I

Pat_76 Post-Resistance LTBP2 4053 37 14 74970727 74970727 Missense_Mutation SNP C T 14 21 c.4484G>A c.(4483-4485)GGT>GAT p.G1495D

Pat_76 Post-Resistance YLPM1 56252 37 14 75264383 75264383 Missense_Mutation SNP C T 7 6 c.2383C>T c.(2383-2385)CCC>TCC p.P795S

Pat_76 Post-Resistance ISM2 145501 37 14 77948827 77948827 Missense_Mutation SNP C T 5 9 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_76 Post-Resistance FLRT2 23768 37 14 86089260 86089260 Missense_Mutation SNP G A 21 43 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Post-Resistance CCDC88C 440193 37 14 91773417 91773417 Nonsense_Mutation SNP G A 6 6 c.3160C>T c.(3160-3162)CGA>TGA p.R1054*



Pat_76 Post-Resistance FBLN5 10516 37 14 92343937 92343937 Missense_Mutation SNP G A 24 68 c.1079C>T c.(1078-1080)TCC>TTC p.S360F

Pat_76 Post-Resistance UBR7 55148 37 14 93684899 93684899 Missense_Mutation SNP G A 5 36 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_76 Post-Resistance BTBD7 55727 37 14 93709119 93709119 Missense_Mutation SNP G A 12 28 c.2899C>T c.(2899-2901)CCT>TCT p.P967S

Pat_76 Post-Resistance KIAA1409 57578 37 14 94158197 94158197 Nonsense_Mutation SNP C T 19 46 c.7027C>T c.(7027-7029)CAG>TAG p.Q2343*

Pat_76 Post-Resistance SERPINA1 5265 37 14 94844814 94844814 Missense_Mutation SNP C T 7 21 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Post-Resistance SERPINA9 327657 37 14 94933701 94933701 Missense_Mutation SNP A C 8 16 c.701T>G c.(700-702)TTT>TGT p.F234C

Pat_76 Post-Resistance SERPINA3 12 37 14 95088794 95088794 Missense_Mutation SNP G A 6 12 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Post-Resistance SERPINA13 388007 37 14 95108179 95108179 Nonsense_Mutation SNP G A 28 48 c.696G>A c.(694-696)TGG>TGA p.W232*

Pat_76 Post-Resistance DICER1 23405 37 14 95562323 95562323 Missense_Mutation SNP G A 30 57 c.4934C>T c.(4933-4935)CCA>CTA p.P1645L

Pat_76 Post-Resistance BDKRB2 624 37 14 96707210 96707210 Nonsense_Mutation SNP G A 14 41 c.545G>A c.(544-546)TGG>TAG p.W182*

Pat_76 Post-Resistance PAPOLA 10914 37 14 97002295 97002295 Missense_Mutation SNP C T 25 41 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_76 Post-Resistance CDC42BPB 9578 37 14 103440469 103440469 Nonsense_Mutation SNP G A 7 12 c.1525C>T c.(1525-1527)CGA>TGA p.R509*

Pat_76 Post-Resistance ADAM6 8755 37 14 106350754 106350754 Splice_Site SNP G A 14 33 c.49979_splice c.e3164-1

Pat_76 Post-Resistance NIPA1 123606 37 15 23052675 23052675 Missense_Mutation SNP G A 15 91 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_76 Post-Resistance C15orf2 23742 37 15 24922816 24922816 Missense_Mutation SNP C A 8 35 c.1802C>A c.(1801-1803)CCA>CAA p.P601Q

Pat_76 Post-Resistance NDNL2 56160 37 15 29561539 29561539 Missense_Mutation SNP G A 22 64 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_76 Post-Resistance TJP1 7082 37 15 30011099 30011099 Missense_Mutation SNP G A 44 40 c.3247C>T c.(3247-3249)CGC>TGC p.R1083C

Pat_76 Post-Resistance CHRFAM7A 89832 37 15 30659708 30659708 Missense_Mutation SNP C T 34 136 c.633G>A c.(631-633)ATG>ATA p.M211I

Pat_76 Post-Resistance AQR 9716 37 15 35166887 35166887 Missense_Mutation SNP G C 13 34 c.3416C>G c.(3415-3417)GCC>GGC p.A1139G

Pat_76 Post-Resistance THBS1 7057 37 15 39886338 39886338 Nonsense_Mutation SNP G A 8 11 c.3306G>A c.(3304-3306)TGG>TGA p.W1102*

Pat_76 Post-Resistance BAHD1 22893 37 15 40754233 40754233 Missense_Mutation SNP C T 19 44 c.1555C>T c.(1555-1557)CCC>TCC p.P519S

Pat_76 Post-Resistance RPUSD2 27079 37 15 40866242 40866242 Missense_Mutation SNP G A 25 32 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_76 Post-Resistance MAPKBP1 23005 37 15 42105883 42105883 Missense_Mutation SNP C T 63 210 c.902C>T c.(901-903)ACC>ATC p.T301I

Pat_76 Post-Resistance SPTBN5 51332 37 15 42185575 42185575 Missense_Mutation SNP C T 22 32 c.16G>A c.(16-18)GAG>AAG p.E6K

Pat_76 Post-Resistance PLA2G4D 283748 37 15 42363971 42363971 Splice_Site SNP C T 25 39 c.1573_splice c.e15+1 p.A525_splice

Pat_76 Post-Resistance ZFP106 64397 37 15 42743482 42743482 Missense_Mutation SNP G A 6 20 c.919C>T c.(919-921)CCT>TCT p.P307S

Pat_76 Post-Resistance ZFP106 64397 37 15 42743832 42743832 Missense_Mutation SNP C T 40 38 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_76 Post-Resistance TTBK2 146057 37 15 43086989 43086989 Missense_Mutation SNP G A 10 10 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_76 Post-Resistance TP53BP1 7158 37 15 43748861 43748861 Nonsense_Mutation SNP G A 19 55 c.1930C>T c.(1930-1932)CAG>TAG p.Q644*

Pat_76 Post-Resistance C15orf43 145645 37 15 45250689 45250689 Missense_Mutation SNP C T 6 3 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_76 Post-Resistance DUOX1 53905 37 15 45433506 45433506 Missense_Mutation SNP G A 32 49 c.1582G>A c.(1582-1584)GAG>AAG p.E528K

Pat_76 Post-Resistance SLC28A2 9153 37 15 45545694 45545694 Missense_Mutation SNP G A 6 22 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_76 Post-Resistance HDC 3067 37 15 50535413 50535413 Missense_Mutation SNP G A 3 26 c.1169C>T c.(1168-1170)TCT>TTT p.S390F

Pat_76 Post-Resistance WDR72 256764 37 15 53908113 53908113 Missense_Mutation SNP C T 5 12 c.2290G>A c.(2290-2292)GAT>AAT p.D764N

Pat_76 Post-Resistance UNC13C 440279 37 15 54919174 54919174 Missense_Mutation SNP C T 6 25 c.6508C>T c.(6508-6510)CCT>TCT p.P2170S

Pat_76 Post-Resistance MYO1E 4643 37 15 59519723 59519724 Missense_Mutation DNP GG AA 12 21 c.576_577CC>TTc.(574-579)TTCCTT>TTTTTT p.L193F

Pat_76 Post-Resistance HERC1 8925 37 15 63984706 63984706 Missense_Mutation SNP G A 3 11 c.5734C>T c.(5734-5736)CGC>TGC p.R1912C

Pat_76 Post-Resistance CLPX 10845 37 15 65448131 65448132 Missense_Mutation DNP GG AA 13 50 c.1209_1210CC>TTc.(1207-1212)CTCCGT>CTTTGTp.R404C

Pat_76 Post-Resistance CILP 8483 37 15 65490642 65490642 Missense_Mutation SNP G A 12 41 c.1982C>T c.(1981-1983)TCT>TTT p.S661F

Pat_76 Post-Resistance DENND4A 10260 37 15 65983030 65983030 Missense_Mutation SNP G A 7 31 c.3770C>T c.(3769-3771)CCT>CTT p.P1257L

Pat_76 Post-Resistance MEGF11 84465 37 15 66250017 66250018 Nonsense_Mutation DNP CC TT 22 29 c.1154_1155GG>AAc.(1153-1155)TGG>TAA p.W385*

Pat_76 Post-Resistance MAP2K5 5607 37 15 67995693 67995693 Missense_Mutation SNP G A 5 29 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_76 Post-Resistance LRRC49 54839 37 15 71197052 71197052 Missense_Mutation SNP C T 18 71 c.458C>T c.(457-459)TCG>TTG p.S153L

Pat_76 Post-Resistance CIB2 10518 37 15 78401697 78401697 Missense_Mutation SNP C T 7 37 c.226G>A c.(226-228)GCG>ACG p.A76T

Pat_76 Post-Resistance ACSBG1 23205 37 15 78474348 78474348 Missense_Mutation SNP C T 45 30 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Post-Resistance KIAA1199 57214 37 15 81199043 81199043 Missense_Mutation SNP G A 42 50 c.1451G>A c.(1450-1452)GGC>GAC p.G484D

Pat_76 Post-Resistance C15orf40 123207 37 15 83677352 83677352 Missense_Mutation SNP C T 22 31 c.314G>A c.(313-315)CGG>CAG p.R105Q



Pat_76 Post-Resistance SLC28A1 9154 37 15 85447408 85447408 Missense_Mutation SNP C T 48 60 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Post-Resistance AKAP13 11214 37 15 86122597 86122597 Missense_Mutation SNP C T 7 20 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_76 Post-Resistance KLHL25 64410 37 15 86311780 86311780 Missense_Mutation SNP G A 19 18 c.1262C>T c.(1261-1263)GCC>GTC p.A421V

Pat_76 Post-Resistance DET1 55070 37 15 89073951 89073951 Missense_Mutation SNP A T 5 12 c.986T>A c.(985-987)CTG>CAG p.L329Q

Pat_76 Post-Resistance ACAN 176 37 15 89400288 89400288 Missense_Mutation SNP C T 6 47 c.4472C>T c.(4471-4473)CCT>CTT p.P1491L

Pat_76 Post-Resistance ZNF710 374655 37 15 90610437 90610437 Missense_Mutation SNP C T 5 16 c.68C>T c.(67-69)GCC>GTC p.A23V

Pat_76 Post-Resistance C15orf58 390637 37 15 90784313 90784313 Missense_Mutation SNP C T 122 100 c.173C>T c.(172-174)CCC>CTC p.P58L

Pat_76 Post-Resistance IQGAP1 8826 37 15 91009306 91009306 Missense_Mutation SNP C T 9 66 c.1850C>T c.(1849-1851)ACC>ATC p.T617I

Pat_76 Post-Resistance ST8SIA2 8128 37 15 92988160 92988160 Splice_Site SNP G A 35 108 c.842_splice c.e5+1 p.G281_splice

Pat_76 Post-Resistance FAM174B 400451 37 15 93173525 93173525 Missense_Mutation SNP G A 7 18 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_76 Post-Resistance SPATA8 145946 37 15 97328244 97328244 Missense_Mutation SNP G A 46 54 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Post-Resistance ADAMTS17 170691 37 15 100594150 100594150 Nonsense_Mutation SNP C T 165 377 c.2247G>A c.(2245-2247)TGG>TGA p.W749*

Pat_76 Post-Resistance LINS1 55180 37 15 101120947 101120947 Missense_Mutation SNP G A 9 11 c.101C>T c.(100-102)CCA>CTA p.P34L

Pat_76 Post-Resistance TMEM8A 58986 37 16 427448 427448 Missense_Mutation SNP G A 14 21 c.437C>T c.(436-438)TCC>TTC p.S146F

Pat_76 Post-Resistance BAIAP3 8938 37 16 1391412 1391412 Missense_Mutation SNP C T 42 79 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_76 Post-Resistance GNPTG 84572 37 16 1412108 1412109 Missense_Mutation DNP CC TT 3 7 c.387_388CC>TTc.(385-390)TGCCGT>TGTTGT p.R130C

Pat_76 Post-Resistance EME2 197342 37 16 1825965 1825965 Missense_Mutation SNP C T 6 7 c.1142C>T c.(1141-1143)CCC>CTC p.P381L

Pat_76 Post-Resistance HS3ST6 64711 37 16 1961872 1961873 Missense_Mutation DNP CC TT 29 57 c.654_655GG>AAc.(652-657)GGGGAG>GGAAAGp.E219K

Pat_76 Post-Resistance PRSS22 64063 37 16 2903913 2903913 Missense_Mutation SNP C T 16 48 c.670G>A c.(670-672)GAC>AAC p.D224N

Pat_76 Post-Resistance CLDN6 9074 37 16 3065689 3065689 Missense_Mutation SNP C T 13 24 c.334G>A c.(334-336)GAT>AAT p.D112N

Pat_76 Post-Resistance ZSCAN10 84891 37 16 3139460 3139460 Missense_Mutation SNP C T 8 18 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_76 Post-Resistance MEFV 4210 37 16 3293401 3293401 Missense_Mutation SNP C T 13 26 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_76 Post-Resistance NLRC3 197358 37 16 3607625 3607625 Missense_Mutation SNP G A 5 6 c.2068C>T c.(2068-2070)CTC>TTC p.L690F

Pat_76 Post-Resistance CREBBP 1387 37 16 3823918 3823919 Missense_Mutation DNP GG AA 17 60 c.2296_2297CC>TT c.(2296-2298)CCT>TTT p.P766F

Pat_76 Post-Resistance 12-Sep 124404 37 16 4829778 4829778 Missense_Mutation SNP G A 26 39 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_76 Post-Resistance PPL 5493 37 16 4934443 4934443 Missense_Mutation SNP C T 6 9 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_76 Post-Resistance GRIN2A 2903 37 16 9858255 9858255 Missense_Mutation SNP G A 15 47 c.3146C>T c.(3145-3147)CCT>CTT p.P1049L

Pat_76 Post-Resistance GRIN2A 2903 37 16 9923297 9923297 Missense_Mutation SNP C T 14 26 c.1990G>A c.(1990-1992)GGC>AGC p.G664S

Pat_76 Post-Resistance CIITA 4261 37 16 11001309 11001309 Missense_Mutation SNP C T 3 9 c.1960C>T c.(1960-1962)CCC>TCC p.P654S

Pat_76 Post-Resistance ERCC4 2072 37 16 14029042 14029042 Missense_Mutation SNP C T 15 37 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_76 Post-Resistance C16orf88 400506 37 16 19718383 19718383 Missense_Mutation SNP G A 15 36 c.1226C>T c.(1225-1227)GCT>GTT p.A409V

Pat_76 Post-Resistance PDILT 204474 37 16 20384348 20384348 Missense_Mutation SNP C T 25 54 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_76 Post-Resistance ACSM2A 123876 37 16 20476967 20476968 Missense_Mutation DNP CC TG 4 49 c.306_307CC>TGc.(304-309)GGCCTG>GGTGTG p.L103V

Pat_76 Post-Resistance ACSM2B 348158 37 16 20570640 20570641 Missense_Mutation DNP GG CA 6 16 c.306_307CC>TGc.(304-309)GGCCTG>GGTGTG p.L103V

Pat_76 Post-Resistance ACSM1 116285 37 16 20648710 20648710 Missense_Mutation SNP G A 29 42 c.1180C>T c.(1180-1182)CCA>TCA p.P394S

Pat_76 Post-Resistance ACSM1 116285 37 16 20696554 20696554 Missense_Mutation SNP G A 24 87 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_76 Post-Resistance OTOA 146183 37 16 21696638 21696638 Missense_Mutation SNP C T 4 13 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_76 Post-Resistance VWA3A 146177 37 16 22161253 22161253 Splice_Site SNP G A 33 111 c.3129_splice c.e29+1 p.L1043_splice

Pat_76 Post-Resistance VWA3A 146177 37 16 22166979 22166979 Missense_Mutation SNP C T 7 33 c.3497C>T c.(3496-3498)TCC>TTC p.S1166F

Pat_76 Post-Resistance EEF2K 29904 37 16 22268602 22268602 Missense_Mutation SNP C T 29 50 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Post-Resistance RBBP6 5930 37 16 24578597 24578597 Missense_Mutation SNP C T 37 94 c.1723C>T c.(1723-1725)CCT>TCT p.P575S

Pat_76 Post-Resistance XPO6 23214 37 16 28167780 28167780 Missense_Mutation SNP G A 30 57 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_76 Post-Resistance LAT 27040 37 16 28997467 28997467 Missense_Mutation SNP C T 70 171 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_76 Post-Resistance KIF22 3835 37 16 29810772 29810772 Missense_Mutation SNP C T 22 47 c.947C>T c.(946-948)CCT>CTT p.P316L

Pat_76 Post-Resistance ITGAL 3683 37 16 30500437 30500438 Missense_Mutation DNP GG AA 27 65 c.1041_1042GG>AAc.(1039-1044)ATGGAG>ATAAAGp.347_348ME>IK

Pat_76 Post-Resistance STX1B 112755 37 16 31004706 31004706 Missense_Mutation SNP C T 13 31 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_76 Post-Resistance STX4 6810 37 16 31046302 31046302 Nonsense_Mutation SNP C T 19 65 c.319C>T c.(319-321)CAG>TAG p.Q107*



Pat_76 Post-Resistance ZNF668 79759 37 16 31072586 31072586 Missense_Mutation SNP C T 11 34 c.1663G>A c.(1663-1665)GAC>AAC p.D555N

Pat_76 Post-Resistance PRSS36 146547 37 16 31150517 31150517 Missense_Mutation SNP G A 8 19 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_76 Post-Resistance FUS 2521 37 16 31202331 31202331 Nonsense_Mutation SNP C T 14 25 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_76 Post-Resistance ITGAX 3687 37 16 31374263 31374263 Missense_Mutation SNP C T 9 42 c.1367C>T c.(1366-1368)TCC>TTC p.S456F

Pat_76 Post-Resistance ITGAX 3687 37 16 31383723 31383723 Missense_Mutation SNP C T 11 49 c.2185C>T c.(2185-2187)CCC>TCC p.P729S

Pat_76 Post-Resistance ABCC12 94160 37 16 48138242 48138242 Missense_Mutation SNP G A 21 65 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_76 Post-Resistance HEATR3 55027 37 16 50112773 50112773 Missense_Mutation SNP G A 11 13 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_76 Post-Resistance CES1 1066 37 16 55857576 55857576 Missense_Mutation SNP C T 11 52 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_76 Post-Resistance CES1 1066 37 16 55862715 55862715 Nonsense_Mutation SNP C T 12 52 c.221G>A c.(220-222)TGG>TAG p.W74*

Pat_76 Post-Resistance BBS2 583 37 16 56531684 56531684 Missense_Mutation SNP A T 17 46 c.1768T>A c.(1768-1770)TTT>ATT p.F590I

Pat_76 Post-Resistance CPNE2 221184 37 16 57153117 57153117 Missense_Mutation SNP G A 21 48 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_76 Post-Resistance CSNK2A2 1459 37 16 58199576 58199576 Missense_Mutation SNP A C 6 13 c.864T>G c.(862-864)AGT>AGG p.S288R

Pat_76 Post-Resistance CDH5 1003 37 16 66413316 66413316 Missense_Mutation SNP G A 16 39 c.76G>A c.(76-78)GCA>ACA p.A26T

Pat_76 Post-Resistance CA7 766 37 16 66885408 66885408 Missense_Mutation SNP G A 40 90 c.400G>A c.(400-402)GGG>AGG p.G134R

Pat_76 Post-Resistance ZDHHC1 29800 37 16 67432155 67432155 Missense_Mutation SNP C T 25 125 c.887G>A c.(886-888)AGG>AAG p.R296K

Pat_76 Post-Resistance HSD11B2 3291 37 16 67470217 67470217 Missense_Mutation SNP G A 67 147 c.730G>A c.(730-732)GAC>AAC p.D244N

Pat_76 Post-Resistance DPEP3 64180 37 16 68014081 68014081 Missense_Mutation SNP C T 7 17 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_76 Post-Resistance HYDIN 54768 37 16 70871640 70871640 Missense_Mutation SNP G A 6 31 c.13192C>T c.(13192-13194)CTC>TTC p.L4398F

Pat_76 Post-Resistance HYDIN 54768 37 16 71218881 71218881 Missense_Mutation SNP C T 4 12 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_76 Post-Resistance ADAMTS18 170692 37 16 77353954 77353954 Missense_Mutation SNP C T 6 17 c.2324G>A c.(2323-2325)CGA>CAA p.R775Q

Pat_76 Post-Resistance VAT1L 57687 37 16 77918574 77918574 Missense_Mutation SNP C T 7 9 c.952C>T c.(952-954)CTT>TTT p.L318F

Pat_76 Post-Resistance BCMO1 53630 37 16 81295883 81295883 Missense_Mutation SNP G A 15 24 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_76 Post-Resistance PLCG2 5336 37 16 81965224 81965224 Missense_Mutation SNP A T 24 47 c.2704A>T c.(2704-2706)AGC>TGC p.S902C

Pat_76 Post-Resistance MBTPS1 8720 37 16 84088064 84088064 Missense_Mutation SNP G A 4 9 c.3149C>T c.(3148-3150)CCT>CTT p.P1050L

Pat_76 Post-Resistance MBTPS1 8720 37 16 84127376 84127376 Missense_Mutation SNP G A 12 26 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_76 Post-Resistance ADAD2 161931 37 16 84229876 84229876 Missense_Mutation SNP G A 16 36 c.1426G>A c.(1426-1428)GAA>AAA p.E476K

Pat_76 Post-Resistance ATP2C2 9914 37 16 84456002 84456002 Missense_Mutation SNP G A 20 30 c.631G>A c.(631-633)GAC>AAC p.D211N

Pat_76 Post-Resistance KIAA0182 23199 37 16 85688001 85688001 Missense_Mutation SNP C T 49 108 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_76 Post-Resistance NXN 64359 37 17 722732 722733 Missense_Mutation DNP GG AA 18 66 c.766_767CC>TT c.(766-768)CCC>TTC p.P256F

Pat_76 Post-Resistance OR1E1 8387 37 17 3300846 3300846 Missense_Mutation SNP G A 20 88 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_76 Post-Resistance RABEP1 9135 37 17 5281522 5281522 Missense_Mutation SNP G A 6 20 c.2266G>A c.(2266-2268)GGA>AGA p.G756R

Pat_76 Post-Resistance ALOX12 239 37 17 6909842 6909842 Missense_Mutation SNP G A 13 39 c.1456G>A c.(1456-1458)GAT>AAT p.D486N

Pat_76 Post-Resistance NEURL4 84461 37 17 7227274 7227274 Missense_Mutation SNP G A 7 18 c.2120C>T c.(2119-2121)TCT>TTT p.S707F

Pat_76 Post-Resistance C17orf74 201243 37 17 7329674 7329674 Missense_Mutation SNP C T 34 77 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_76 Post-Resistance PFAS 5198 37 17 8172012 8172012 Missense_Mutation SNP G A 6 17 c.3544G>A c.(3544-3546)GGC>AGC p.G1182S

Pat_76 Post-Resistance MYH13 8735 37 17 10248630 10248630 Missense_Mutation SNP G T 36 133 c.1473C>A c.(1471-1473)TTC>TTA p.F491L

Pat_76 Post-Resistance MYH13 8735 37 17 10265482 10265482 Missense_Mutation SNP G A 19 124 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_76 Post-Resistance MYH1 4619 37 17 10398328 10398328 Missense_Mutation SNP C T 29 48 c.5386G>A c.(5386-5388)GAC>AAC p.D1796N

Pat_76 Post-Resistance MYH2 4620 37 17 10432559 10432559 Missense_Mutation SNP C T 6 19 c.3274G>A c.(3274-3276)GAA>AAA p.E1092K

Pat_76 Post-Resistance MYH3 4621 37 17 10543521 10543521 Missense_Mutation SNP A G 3 40 c.2474T>C c.(2473-2475)GTC>GCC p.V825A

Pat_76 Post-Resistance DNAH9 1770 37 17 11572873 11572873 Missense_Mutation SNP G A 6 35 c.3115G>A c.(3115-3117)GAA>AAA p.E1039K

Pat_76 Post-Resistance DNAH9 1770 37 17 11593270 11593270 Missense_Mutation SNP G C 5 10 c.4131G>C c.(4129-4131)CAG>CAC p.Q1377H

Pat_76 Post-Resistance TRIM16 10626 37 17 15535907 15535907 Missense_Mutation SNP G A 16 40 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_76 Post-Resistance MYO15A 51168 37 17 18082167 18082167 Missense_Mutation SNP G A 26 39 c.10576G>A c.(10576-10578)GAG>AAG p.E3526K

Pat_76 Post-Resistance FAM83G 644815 37 17 18907240 18907240 Missense_Mutation SNP C T 12 17 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_76 Post-Resistance RNF112 7732 37 17 19318195 19318195 Missense_Mutation SNP C T 15 27 c.1121C>T c.(1120-1122)CCT>CTT p.P374L

Pat_76 Post-Resistance LGALS9B 284194 37 17 20363726 20363726 Missense_Mutation SNP C T 23 56 c.70G>A c.(70-72)GGT>AGT p.G24S



Pat_76 Post-Resistance SUPT6H 6830 37 17 27002156 27002156 Missense_Mutation SNP G A 4 17 c.514G>A c.(514-516)GAG>AAG p.E172K

Pat_76 Post-Resistance HNF1B 6928 37 17 36104814 36104814 Missense_Mutation SNP A G 8 43 c.62T>C c.(61-63)GTC>GCC p.V21A

Pat_76 Post-Resistance THRA 7067 37 17 38244573 38244573 Missense_Mutation SNP G A 29 26 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_76 Post-Resistance KRT39 390792 37 17 39122844 39122844 Missense_Mutation SNP C T 67 35 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_76 Post-Resistance KRTAP4-4 84616 37 17 39316620 39316621 Missense_Mutation DNP GG AT 74 38 c.323_324CC>AT c.(322-324)CCC>CAT p.P108H

Pat_76 Post-Resistance KRT14 3861 37 17 39741234 39741234 Missense_Mutation SNP G A 51 93 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_76 Post-Resistance WNK4 65266 37 17 40946862 40946862 Missense_Mutation SNP G A 19 18 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_76 Post-Resistance AOC2 314 37 17 41002225 41002225 Missense_Mutation SNP C T 39 120 c.2131C>T c.(2131-2133)CCC>TCC p.P711S

Pat_76 Post-Resistance PLEKHM1 9842 37 17 43531155 43531155 Missense_Mutation SNP G A 33 20 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_76 Post-Resistance GOSR2 9570 37 17 45009497 45009497 Missense_Mutation SNP C T 46 112 c.268C>T c.(268-270)CGG>TGG p.R90W

Pat_76 Post-Resistance CACNA1G 8913 37 17 48673939 48673939 Missense_Mutation SNP C T 42 21 c.2996C>T c.(2995-2997)TCC>TTC p.S999F

Pat_76 Post-Resistance ABCC3 8714 37 17 48762122 48762122 Missense_Mutation SNP G A 59 37 c.4166G>A c.(4165-4167)AGC>AAC p.S1389N

Pat_76 Post-Resistance EFCAB3 146779 37 17 60493646 60493646 Missense_Mutation SNP G A 30 17 c.1273G>A c.(1273-1275)GGA>AGA p.G425R

Pat_76 Post-Resistance 10-Mar 162333 37 17 60814149 60814149 Missense_Mutation SNP C T 41 23 c.1080G>A c.(1078-1080)ATG>ATA p.M360I

Pat_76 Post-Resistance NOL11 25926 37 17 65734057 65734057 Missense_Mutation SNP G A 21 15 c.1498G>A c.(1498-1500)GTC>ATC p.V500I

Pat_76 Post-Resistance ABCA9 10350 37 17 67008196 67008196 Missense_Mutation SNP C T 28 18 c.3068G>A c.(3067-3069)CGA>CAA p.R1023Q

Pat_76 Post-Resistance ABCA9 10350 37 17 67014656 67014656 Nonsense_Mutation SNP G A 110 67 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_76 Post-Resistance ABCA9 10350 37 17 67047281 67047281 Splice_Site SNP C T 4 6 c.-12_splice c.e2-1

Pat_76 Post-Resistance C17orf80 55028 37 17 71232451 71232451 Missense_Mutation SNP C T 12 5 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_76 Post-Resistance GPRC5C 55890 37 17 72436177 72436177 Missense_Mutation SNP G A 15 7 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_76 Post-Resistance SLC38A10 124565 37 17 79226403 79226403 Missense_Mutation SNP C T 23 16 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_76 Post-Resistance LRRC45 201255 37 17 79983359 79983360 Missense_Mutation DNP CC TT 27 11 c.637_638CC>TT c.(637-639)CCT>TTT p.P213F

Pat_76 Post-Resistance COLEC12 81035 37 18 335059 335059 Missense_Mutation SNP C T 4 6 c.1499G>A c.(1498-1500)GGA>GAA p.G500E

Pat_76 Post-Resistance LPIN2 9663 37 18 2960660 2960660 Missense_Mutation SNP G A 24 37 c.179C>T c.(178-180)TCC>TTC p.S60F

Pat_76 Post-Resistance ZFP161 7541 37 18 5291174 5291174 Missense_Mutation SNP C T 12 22 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_76 Post-Resistance TMEM200C 645369 37 18 5890387 5890387 Missense_Mutation SNP C T 12 16 c.1676G>A c.(1675-1677)CGA>CAA p.R559Q

Pat_76 Post-Resistance TXNDC2 84203 37 18 9887689 9887689 Missense_Mutation SNP C T 23 59 c.1213C>T c.(1213-1215)CCC>TCC p.P405S

Pat_76 Post-Resistance ZNF519 162655 37 18 14106150 14106150 Missense_Mutation SNP A C 4 11 c.389T>G c.(388-390)TTT>TGT p.F130C

Pat_76 Post-Resistance ANKRD30B 374860 37 18 14851568 14851568 Missense_Mutation SNP G A 4 9 c.3268G>A c.(3268-3270)GAA>AAA p.E1090K

Pat_76 Post-Resistance LAMA3 3909 37 18 21494505 21494505 Missense_Mutation SNP G A 12 18 c.7461G>A c.(7459-7461)ATG>ATA p.M2487I

Pat_76 Post-Resistance ZNF521 25925 37 18 22669428 22669428 Splice_Site SNP C G 6 12 c.3906_splice c.e7+1 p.Q1302_splice

Pat_76 Post-Resistance SS18 6760 37 18 23619273 23619273 Missense_Mutation SNP G A 25 58 c.755C>T c.(754-756)CCC>CTC p.P252L

Pat_76 Post-Resistance AQP4 361 37 18 24436207 24436207 Missense_Mutation SNP C T 21 73 c.940G>A c.(940-942)GAC>AAC p.D314N

Pat_76 Post-Resistance CDH2 1000 37 18 25565092 25565092 Missense_Mutation SNP G A 11 23 c.2081C>T c.(2080-2082)TCC>TTC p.S694F

Pat_76 Post-Resistance DSC1 1823 37 18 28719770 28719770 Missense_Mutation SNP C T 3 5 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_76 Post-Resistance ZNF24 7572 37 18 32919934 32919934 Missense_Mutation SNP G A 6 19 c.427C>T c.(427-429)CTC>TTC p.L143F

Pat_76 Post-Resistance SETBP1 26040 37 18 42529852 42529852 Missense_Mutation SNP G A 4 21 c.547G>A c.(547-549)GAG>AAG p.E183K

Pat_76 Post-Resistance ZBTB7C 201501 37 18 45566863 45566864 Missense_Mutation DNP CC TT 9 24 c.615_616GG>AAc.(613-618)AGGGAC>AGAAACp.D206N

Pat_76 Post-Resistance MAPK4 5596 37 18 48190519 48190519 Missense_Mutation SNP G A 11 24 c.191G>A c.(190-192)CGA>CAA p.R64Q

Pat_76 Post-Resistance DCC 1630 37 18 50936948 50936948 Missense_Mutation SNP G A 12 30 c.3062G>A c.(3061-3063)CGA>CAA p.R1021Q

Pat_76 Post-Resistance ATP8B1 5205 37 18 55335733 55335733 Missense_Mutation SNP C T 11 11 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_76 Post-Resistance TNFRSF11A 8792 37 18 60015422 60015422 Missense_Mutation SNP C T 24 52 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_76 Post-Resistance SERPINB4 6318 37 18 61324207 61324207 Missense_Mutation SNP G A 3 13 c.626C>T c.(625-627)TCC>TTC p.S209F

Pat_76 Post-Resistance SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 15 14 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_76 Post-Resistance CDH7 1005 37 18 63547911 63547911 Missense_Mutation SNP A T 8 26 c.2139A>T c.(2137-2139)GAA>GAT p.E713D

Pat_76 Post-Resistance CD226 10666 37 18 67540447 67540447 Missense_Mutation SNP C T 27 51 c.763G>A c.(763-765)GGA>AGA p.G255R

Pat_76 Post-Resistance ADNP2 22850 37 18 77875472 77875472 Missense_Mutation SNP G A 10 15 c.47G>A c.(46-48)CGA>CAA p.R16Q



Pat_76 Post-Resistance DIRAS1 148252 37 19 2717729 2717729 Missense_Mutation SNP G C 28 63 c.76C>G c.(76-78)CGC>GGC p.R26G

Pat_76 Post-Resistance MAP2K2 5605 37 19 4110581 4110581 Missense_Mutation SNP T C 7 60 c.376A>G c.(376-378)AAC>GAC p.N126D

Pat_76 Post-Resistance ANKRD24 170961 37 19 4217073 4217073 Missense_Mutation SNP G A 9 19 c.1916G>A c.(1915-1917)GGG>GAG p.G639E

Pat_76 Post-Resistance CCDC94 55702 37 19 4249233 4249233 Nonsense_Mutation SNP C A 5 20 c.33C>A c.(31-33)TAC>TAA p.Y11*

Pat_76 Post-Resistance TMIGD2 126259 37 19 4298151 4298151 Missense_Mutation SNP C T 10 20 c.238G>A c.(238-240)GTC>ATC p.V80I

Pat_76 Post-Resistance CHAF1A 10036 37 19 4409220 4409221 Missense_Mutation DNP CC TT 37 50 c.424_425CC>TT c.(424-426)CCC>TTC p.P142F

Pat_76 Post-Resistance PTPRS 5802 37 19 5220119 5220119 Missense_Mutation SNP G A 8 12 c.3596C>T c.(3595-3597)TCG>TTG p.S1199L

Pat_76 Post-Resistance SAFB 6294 37 19 5667169 5667169 Missense_Mutation SNP C T 4 7 c.2447C>T c.(2446-2448)CCC>CTC p.P816L

Pat_76 Post-Resistance TNFSF14 8740 37 19 6665025 6665025 Missense_Mutation SNP C T 30 43 c.635G>A c.(634-636)GGG>GAG p.G212E

Pat_76 Post-Resistance VAV1 7409 37 19 6854037 6854038 Missense_Mutation DNP GG AA 23 54 c.2412_2413GG>AAc.(2410-2415)AAGGAG>AAAAAGp.E805K

Pat_76 Post-Resistance EMR1 2015 37 19 6935005 6935005 Missense_Mutation SNP C T 26 52 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Post-Resistance ZNF557 79230 37 19 7083192 7083192 Missense_Mutation SNP A T 23 44 c.709A>T c.(709-711)ACC>TCC p.T237S

Pat_76 Post-Resistance LASS4 79603 37 19 8321133 8321133 Nonsense_Mutation SNP G A 7 26 c.482G>A c.(481-483)TGG>TAG p.W161*

Pat_76 Post-Resistance MYO1F 4542 37 19 8619449 8619449 Missense_Mutation SNP A G 15 114 c.238T>C c.(238-240)TAT>CAT p.Y80H

Pat_76 Post-Resistance MUC16 94025 37 19 8996484 8996484 Missense_Mutation SNP C G 13 17 c.41088G>C c.(41086-41088)AAG>AAC p.K13696N

Pat_76 Post-Resistance MUC16 94025 37 19 9020005 9020005 Missense_Mutation SNP C T 62 139 c.37490G>A c.(37489-37491)AGG>AAG p.R12497K

Pat_76 Post-Resistance MUC16 94025 37 19 9054252 9054252 Missense_Mutation SNP G A 6 9 c.31370C>T c.(31369-31371)TCG>TTG p.S10457L

Pat_76 Post-Resistance MUC16 94025 37 19 9058282 9058282 Missense_Mutation SNP C T 6 7 c.29164G>A c.(29164-29166)GAA>AAA p.E9722K

Pat_76 Post-Resistance MUC16 94025 37 19 9061096 9061096 Missense_Mutation SNP C T 12 25 c.26350G>A c.(26350-26352)GAA>AAA p.E8784K

Pat_76 Post-Resistance MUC16 94025 37 19 9064315 9064315 Missense_Mutation SNP G A 16 49 c.23131C>T c.(23131-23133)CCC>TCC p.P7711S

Pat_76 Post-Resistance MUC16 94025 37 19 9068557 9068557 Missense_Mutation SNP G A 14 35 c.18889C>T c.(18889-18891)CCT>TCT p.P6297S

Pat_76 Post-Resistance MUC16 94025 37 19 9076162 9076162 Missense_Mutation SNP C T 15 36 c.11284G>A c.(11284-11286)GAA>AAA p.E3762K

Pat_76 Post-Resistance MUC16 94025 37 19 9083768 9083768 Missense_Mutation SNP C T 9 20 c.8047G>A c.(8047-8049)GAG>AAG p.E2683K

Pat_76 Post-Resistance OR7G1 125962 37 19 9226282 9226282 Missense_Mutation SNP G A 31 85 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_76 Post-Resistance OR7D2 162998 37 19 9297226 9297226 Missense_Mutation SNP G A 10 29 c.769G>A c.(769-771)GGG>AGG p.G257R

Pat_76 Post-Resistance OR7E24 26648 37 19 9362051 9362051 Missense_Mutation SNP C T 10 25 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_76 Post-Resistance ZNF560 147741 37 19 9578557 9578557 Missense_Mutation SNP C T 12 21 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_76 Post-Resistance ZNF560 147741 37 19 9580356 9580356 Missense_Mutation SNP G A 16 48 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_76 Post-Resistance LPPR2 64748 37 19 11472097 11472097 Missense_Mutation SNP C G 8 22 c.596C>G c.(595-597)GCC>GGC p.A199G

Pat_76 Post-Resistance ZNF442 79973 37 19 12462077 12462077 Missense_Mutation SNP C T 12 22 c.322G>A c.(322-324)GAA>AAA p.E108K

Pat_76 Post-Resistance DAND5 199699 37 19 13080638 13080638 Missense_Mutation SNP C T 11 19 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_76 Post-Resistance MRI1 84245 37 19 13876782 13876782 Missense_Mutation SNP C T 6 77 c.386C>T c.(385-387)ACC>ATC p.T129I

Pat_76 Post-Resistance CCDC105 126402 37 19 15131365 15131366 Nonsense_Mutation DNP GG AT 5 12 c.768_769GG>ATc.(766-771)CTGGAG>CTATAG p.E257*

Pat_76 Post-Resistance CYP4F3 4051 37 19 15752308 15752308 Missense_Mutation SNP C T 21 37 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_76 Post-Resistance CYP4F12 66002 37 19 15795640 15795641 Missense_Mutation DNP GG AA 20 49 c.933_934GG>AAc.(931-936)AAGGCA>AAAACA p.A312T

Pat_76 Post-Resistance OR10H2 26538 37 19 15838861 15838861 Missense_Mutation SNP G A 57 75 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_76 Post-Resistance CHERP 10523 37 19 16641445 16641445 Missense_Mutation SNP G A 22 75 c.827C>T c.(826-828)TCC>TTC p.S276F

Pat_76 Post-Resistance CPAMD8 27151 37 19 17056424 17056424 Missense_Mutation SNP C T 18 52 c.2869G>A c.(2869-2871)GAG>AAG p.E957K

Pat_76 Post-Resistance NXNL1 115861 37 19 17571671 17571671 Missense_Mutation SNP G A 18 28 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_76 Post-Resistance UNC13A 23025 37 19 17783267 17783267 Missense_Mutation SNP C T 12 45 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_76 Post-Resistance COMP 1311 37 19 18899298 18899298 Missense_Mutation SNP C T 8 8 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_76 Post-Resistance SFRS14 10147 37 19 19136391 19136391 Missense_Mutation SNP G A 15 50 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_76 Post-Resistance ZNF14 7561 37 19 19822792 19822792 Missense_Mutation SNP G A 18 29 c.1298C>T c.(1297-1299)TCC>TTC p.S433F

Pat_76 Post-Resistance ZNF682 91120 37 19 20116872 20116872 Missense_Mutation SNP G A 7 15 c.1439C>T c.(1438-1440)TCC>TTC p.S480F

Pat_76 Post-Resistance ZNF90 7643 37 19 20216075 20216075 Missense_Mutation SNP G A 24 69 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_76 Post-Resistance ZNF626 199777 37 19 20807233 20807233 Missense_Mutation SNP C T 3 3 c.1450G>A c.(1450-1452)GAA>AAA p.E484K

Pat_76 Post-Resistance ZNF626 199777 37 19 20807401 20807401 Missense_Mutation SNP C T 17 64 c.1282G>A c.(1282-1284)GAA>AAA p.E428K



Pat_76 Post-Resistance ZNF676 163223 37 19 22362756 22362756 Missense_Mutation SNP G A 7 21 c.1763C>T c.(1762-1764)CCC>CTC p.P588L

Pat_76 Post-Resistance ZNF99 7652 37 19 22940472 22940472 Missense_Mutation SNP T G 8 28 c.1966A>C c.(1966-1968)AAA>CAA p.K656Q

Pat_76 Post-Resistance ZNF536 9745 37 19 31040082 31040082 Missense_Mutation SNP G A 21 58 c.3556G>A c.(3556-3558)GAA>AAA p.E1186K

Pat_76 Post-Resistance NPHS1 4868 37 19 36321798 36321798 Missense_Mutation SNP C T 9 47 c.3542G>A c.(3541-3543)AGA>AAA p.R1181K

Pat_76 Post-Resistance ZNF793 390927 37 19 38028549 38028549 Missense_Mutation SNP G A 3 21 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_76 Post-Resistance ZNF540 163255 37 19 38102515 38102515 Missense_Mutation SNP C T 15 40 c.334C>T c.(334-336)CGT>TGT p.R112C

Pat_76 Post-Resistance ZNF607 84775 37 19 38189410 38189410 Missense_Mutation SNP G A 9 18 c.1622C>T c.(1621-1623)TCT>TTT p.S541F

Pat_76 Post-Resistance RYR1 6261 37 19 38995971 38995971 Missense_Mutation SNP G A 7 13 c.8333G>A c.(8332-8334)GGA>GAA p.G2778E

Pat_76 Post-Resistance RYR1 6261 37 19 39018297 39018297 Missense_Mutation SNP C T 3 7 c.10697C>T c.(10696-10698)TCC>TTC p.S3566F

Pat_76 Post-Resistance RYR1 6261 37 19 39038941 39038941 Missense_Mutation SNP G A 24 49 c.12163G>A c.(12163-12165)GAG>AAG p.E4055K

Pat_76 Post-Resistance FCGBP 8857 37 19 40419983 40419983 Missense_Mutation SNP C T 16 36 c.3011G>A c.(3010-3012)GGG>GAG p.G1004E

Pat_76 Post-Resistance ADCK4 79934 37 19 41220263 41220263 Missense_Mutation SNP C T 7 49 c.142G>A c.(142-144)GAT>AAT p.D48N

Pat_76 Post-Resistance GRIK5 2901 37 19 42566913 42566913 Missense_Mutation SNP C A 27 39 c.339G>T c.(337-339)AAG>AAT p.K113N

Pat_76 Post-Resistance PSG3 5671 37 19 43237041 43237041 Missense_Mutation SNP G A 44 117 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_76 Post-Resistance PSG8 440533 37 19 43262276 43262276 Missense_Mutation SNP G A 76 151 c.587C>T c.(586-588)TCT>TTT p.S196F

Pat_76 Post-Resistance PSG1 5669 37 19 43373139 43373140 Missense_Mutation DNP CC TT 29 107 c.756_757GG>AAc.(754-759)AGGGAG>AGAAAGp.E253K

Pat_76 Post-Resistance PSG1 5669 37 19 43382107 43382107 Missense_Mutation SNP C T 75 163 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_76 Post-Resistance PSG6 5675 37 19 43411960 43411961 Missense_Mutation DNP CC GT 44 121 c.752_753GG>AC c.(751-753)AGG>AAC p.R251N

Pat_76 Post-Resistance ZNF226 7769 37 19 44681760 44681760 Missense_Mutation SNP C T 8 14 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_76 Post-Resistance ZNF285 26974 37 19 44891610 44891610 Missense_Mutation SNP C T 11 36 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_76 Post-Resistance ZNF285 26974 37 19 44891787 44891787 Missense_Mutation SNP G A 7 24 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_76 Post-Resistance CEACAM20 125931 37 19 45016954 45016954 Missense_Mutation SNP C A 6 20 c.1485G>T c.(1483-1485)AAG>AAT p.K495N

Pat_76 Post-Resistance PVRL2 5819 37 19 45389243 45389243 Missense_Mutation SNP G A 24 55 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_76 Post-Resistance RELB 5971 37 19 45536001 45536001 Missense_Mutation SNP G A 7 8 c.1201G>A c.(1201-1203)GAC>AAC p.D401N

Pat_76 Post-Resistance SFRS16 11129 37 19 45556053 45556053 Missense_Mutation SNP C T 22 67 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_76 Post-Resistance IGFL2 147920 37 19 46664003 46664003 Missense_Mutation SNP C T 63 164 c.206C>T c.(205-207)CCC>CTC p.P69L

Pat_76 Post-Resistance PNMAL1 55228 37 19 46973649 46973649 Missense_Mutation SNP G A 6 15 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Post-Resistance PTGIR 5739 37 19 47124731 47124731 Missense_Mutation SNP G A 12 31 c.967C>T c.(967-969)CTT>TTT p.L323F

Pat_76 Post-Resistance GRLF1 2909 37 19 47503857 47503857 Missense_Mutation SNP C T 14 12 c.4412C>T c.(4411-4413)CCG>CTG p.P1471L

Pat_76 Post-Resistance ZC3H4 23211 37 19 47588399 47588399 Missense_Mutation SNP G A 37 75 c.1021C>T c.(1021-1023)CGG>TGG p.R341W

Pat_76 Post-Resistance ELSPBP1 64100 37 19 48519260 48519260 Missense_Mutation SNP G A 17 60 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_76 Post-Resistance CABP5 56344 37 19 48537511 48537511 Missense_Mutation SNP C T 8 30 c.457G>A c.(457-459)GAG>AAG p.E153K

Pat_76 Post-Resistance GRIN2D 2906 37 19 48922977 48922977 Missense_Mutation SNP C T 51 140 c.1997C>T c.(1996-1998)GCC>GTC p.A666V

Pat_76 Post-Resistance SULT2B1 6820 37 19 49079332 49079333 Missense_Mutation DNP CC TT 24 98 c.206_207CC>TT c.(205-207)CCC>CTT p.P69L

Pat_76 Post-Resistance CGB2 114336 37 19 49536425 49536425 Missense_Mutation SNP C T 20 35 c.439C>T c.(439-441)CCA>TCA p.P147S

Pat_76 Post-Resistance SLC6A16 28968 37 19 49813080 49813080 Missense_Mutation SNP G A 6 18 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_76 Post-Resistance TBC1D17 79735 37 19 50385521 50385521 Missense_Mutation SNP C T 19 62 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_76 Post-Resistance IL4I1 259307 37 19 50399286 50399286 Missense_Mutation SNP G A 12 23 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_76 Post-Resistance ZNF473 25888 37 19 50549595 50549595 Missense_Mutation SNP C T 11 22 c.1895C>T c.(1894-1896)TCC>TTC p.S632F

Pat_76 Post-Resistance C19orf41 126123 37 19 50655885 50655885 Missense_Mutation SNP C T 39 101 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_76 Post-Resistance C19orf41 126123 37 19 50666268 50666268 Missense_Mutation SNP C T 9 41 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_76 Post-Resistance MYH14 79784 37 19 50753023 50753023 Missense_Mutation SNP G C 35 97 c.1575G>C c.(1573-1575)TGG>TGC p.W525C

Pat_76 Post-Resistance MYH14 79784 37 19 50779268 50779268 Missense_Mutation SNP C T 5 10 c.3365C>T c.(3364-3366)GCC>GTC p.A1122V

Pat_76 Post-Resistance SPIB 6689 37 19 50923210 50923210 Missense_Mutation SNP G C 9 13 c.31G>C c.(31-33)GGG>CGG p.G11R

Pat_76 Post-Resistance KLK15 55554 37 19 51330397 51330397 Missense_Mutation SNP C T 21 56 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance FPR1 2357 37 19 52249742 52249742 Missense_Mutation SNP C T 18 30 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_76 Post-Resistance ZNF613 79898 37 19 52448416 52448416 Missense_Mutation SNP C T 8 42 c.1280C>T c.(1279-1281)CCC>CTC p.P427L



Pat_76 Post-Resistance ZNF701 55762 37 19 53085781 53085781 Missense_Mutation SNP G A 22 70 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_76 Post-Resistance ZNF347 84671 37 19 53644928 53644928 Missense_Mutation SNP G A 20 58 c.1153C>T c.(1153-1155)CGT>TGT p.R385C

Pat_76 Post-Resistance CACNG6 59285 37 19 54503025 54503025 Missense_Mutation SNP G T 6 22 c.544G>T c.(544-546)GGC>TGC p.G182C

Pat_76 Post-Resistance LILRB2 10288 37 19 54783794 54783794 Nonsense_Mutation SNP C T 35 80 c.207G>A c.(205-207)TGG>TGA p.W69*

Pat_76 Post-Resistance LILRA1 11024 37 19 55107653 55107653 Splice_Site SNP G A 8 37 c.959_splice c.e7-1 p.G320_splice

Pat_76 Post-Resistance LILRB1 10859 37 19 55148297 55148297 Missense_Mutation SNP C T 23 42 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_76 Post-Resistance NLRP7 199713 37 19 55450725 55450726 Missense_Mutation DNP CC TT 9 33 c.1461_1462GG>AAc.(1459-1464)GGGGAG>GGAAAGp.E488K

Pat_76 Post-Resistance SYT5 6861 37 19 55689725 55689725 Missense_Mutation SNP C T 7 13 c.91G>A c.(91-93)GCC>ACC p.A31T

Pat_76 Post-Resistance PTPRH 5794 37 19 55716882 55716882 Missense_Mutation SNP C T 18 40 c.431G>A c.(430-432)GGC>GAC p.G144D

Pat_76 Post-Resistance NLRP9 338321 37 19 56244864 56244864 Nonsense_Mutation SNP C T 12 17 c.333G>A c.(331-333)TGG>TGA p.W111*

Pat_76 Post-Resistance NLRP5 126206 37 19 56530714 56530714 Missense_Mutation SNP C T 4 17 c.572C>T c.(571-573)TCA>TTA p.S191L

Pat_76 Post-Resistance PEG3 5178 37 19 57325941 57325941 Missense_Mutation SNP G A 12 20 c.3869C>T c.(3868-3870)TCT>TTT p.S1290F

Pat_76 Post-Resistance ZNF543 125919 37 19 57840542 57840542 Missense_Mutation SNP C T 12 36 c.1712C>T c.(1711-1713)CCT>CTT p.P571L

Pat_76 Post-Resistance ZNF304 57343 37 19 57868658 57868658 Missense_Mutation SNP C T 27 126 c.1421C>T c.(1420-1422)CCT>CTT p.P474L

Pat_76 Post-Resistance ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 9 22 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_76 Post-Resistance ZSCAN4 201516 37 19 58190127 58190127 Missense_Mutation SNP C T 33 67 c.1156C>T c.(1156-1158)CAT>TAT p.H386Y

Pat_76 Post-Resistance RPS5 6193 37 19 58904521 58904521 Missense_Mutation SNP C T 23 47 c.287C>T c.(286-288)GCC>GTC p.A96V

Pat_76 Post-Resistance TSSC1 7260 37 2 3341881 3341881 Missense_Mutation SNP T G 3 13 c.166A>C c.(166-168)AAT>CAT p.N56H

Pat_76 Post-Resistance RSAD2 91543 37 2 7035946 7035946 Missense_Mutation SNP C T 6 16 c.959C>T c.(958-960)CCT>CTT p.P320L

Pat_76 Post-Resistance GRHL1 29841 37 2 10104169 10104169 Nonsense_Mutation SNP C T 13 35 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_76 Post-Resistance RRM2 6241 37 2 10269026 10269026 Missense_Mutation SNP C T 7 29 c.850C>T c.(850-852)CCA>TCA p.P284S

Pat_76 Post-Resistance ATP6V1C2 245973 37 2 10914963 10914963 Nonsense_Mutation SNP C T 23 58 c.688C>T c.(688-690)CGA>TGA p.R230*

Pat_76 Post-Resistance PUM2 23369 37 2 20460196 20460196 Missense_Mutation SNP G A 7 26 c.2257C>T c.(2257-2259)CCA>TCA p.P753S

Pat_76 Post-Resistance APOB 338 37 2 21231860 21231860 Missense_Mutation SNP G A 7 15 c.7880C>T c.(7879-7881)CCA>CTA p.P2627L

Pat_76 Post-Resistance APOB 338 37 2 21235356 21235356 Missense_Mutation SNP C T 12 23 c.4384G>A c.(4384-4386)GGA>AGA p.G1462R

Pat_76 Post-Resistance DPYSL5 56896 37 2 27167566 27167566 Missense_Mutation SNP G A 19 40 c.1483G>A c.(1483-1485)GAT>AAT p.D495N

Pat_76 Post-Resistance ZNF513 130557 37 2 27601169 27601169 Missense_Mutation SNP C T 8 48 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_76 Post-Resistance PLB1 151056 37 2 28812377 28812377 Missense_Mutation SNP G C 22 47 c.1876G>C c.(1876-1878)GTT>CTT p.V626L

Pat_76 Post-Resistance FAM179A 165186 37 2 29247101 29247101 Missense_Mutation SNP G A 5 11 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_76 Post-Resistance ALK 238 37 2 29543713 29543713 Missense_Mutation SNP C T 21 44 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_76 Post-Resistance XDH 7498 37 2 31558835 31558835 Missense_Mutation SNP C A 14 32 c.3991G>T c.(3991-3993)GTG>TTG p.V1331L

Pat_76 Post-Resistance FAM98A 25940 37 2 33810710 33810710 Missense_Mutation SNP G A 7 38 c.775C>T c.(775-777)CCT>TCT p.P259S

Pat_76 Post-Resistance MAP4K3 8491 37 2 39487761 39487761 Nonsense_Mutation SNP C T 3 14 c.2294G>A c.(2293-2295)TGG>TAG p.W765*

Pat_76 Post-Resistance SLC8A1 6546 37 2 40405536 40405536 Missense_Mutation SNP C T 30 59 c.1906G>A c.(1906-1908)GAG>AAG p.E636K

Pat_76 Post-Resistance LOC728819 728819 37 2 43903146 43903146 Missense_Mutation SNP C T 5 26 c.316G>A c.(316-318)GAT>AAT p.D106N

Pat_76 Post-Resistance ABCG8 64241 37 2 44078738 44078738 Missense_Mutation SNP C T 14 27 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_76 Post-Resistance PREPL 9581 37 2 44559788 44559789 Missense_Mutation DNP GG AA 4 11 c.1162_1163CC>TT c.(1162-1164)CCT>TTT p.P388F

Pat_76 Post-Resistance FOXN2 3344 37 2 48573793 48573793 Missense_Mutation SNP C T 14 27 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_76 Post-Resistance PSME4 23198 37 2 54131220 54131220 Missense_Mutation SNP G A 5 33 c.3017C>T c.(3016-3018)CCC>CTC p.P1006L

Pat_76 Post-Resistance C2orf63 130162 37 2 55445106 55445106 Missense_Mutation SNP G A 6 10 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_76 Post-Resistance EFEMP1 2202 37 2 56094269 56094269 Missense_Mutation SNP C T 22 20 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Post-Resistance CCDC85A 114800 37 2 56611435 56611435 Missense_Mutation SNP C T 8 22 c.1607C>T c.(1606-1608)TCG>TTG p.S536L

Pat_76 Post-Resistance PLEK 5341 37 2 68607955 68607955 Missense_Mutation SNP T A 32 56 c.299T>A c.(298-300)ATT>AAT p.I100N

Pat_76 Post-Resistance FBXO48 554251 37 2 68691389 68691389 Missense_Mutation SNP C T 42 89 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Post-Resistance GFPT1 2673 37 2 69597165 69597165 Missense_Mutation SNP C T 3 12 c.191G>A c.(190-192)GGA>GAA p.G64E

Pat_76 Post-Resistance C2orf42 54980 37 2 70377634 70377634 Missense_Mutation SNP G A 8 30 c.1579C>T c.(1579-1581)CTT>TTT p.L527F

Pat_76 Post-Resistance PCYOX1 51449 37 2 70502156 70502156 Missense_Mutation SNP G A 14 38 c.560G>A c.(559-561)GGA>GAA p.G187E



Pat_76 Post-Resistance ATP6V1B1 525 37 2 71191923 71191923 Missense_Mutation SNP G A 8 23 c.1306G>A c.(1306-1308)GAG>AAG p.E436K

Pat_76 Post-Resistance C2orf78 388960 37 2 74043815 74043815 Missense_Mutation SNP C T 3 23 c.2465C>T c.(2464-2466)TCT>TTT p.S822F

Pat_76 Post-Resistance DOK1 1796 37 2 74782764 74782765 Missense_Mutation DNP GG AC 9 14 c.423_424GG>ACc.(421-426)CTGGAG>CTACAG p.E142Q

Pat_76 Post-Resistance DOK1 1796 37 2 74783648 74783648 Missense_Mutation SNP C T 11 39 c.853C>T c.(853-855)CCC>TCC p.P285S

Pat_76 Post-Resistance HK2 3099 37 2 75108931 75108931 Missense_Mutation SNP T G 16 27 c.1664T>G c.(1663-1665)ATG>AGG p.M555R

Pat_76 Post-Resistance CTNNA2 1496 37 2 80808840 80808840 Missense_Mutation SNP G A 6 22 c.1903G>A c.(1903-1905)GAA>AAA p.E635K

Pat_76 Post-Resistance THNSL2 55258 37 2 88484883 88484883 Missense_Mutation SNP G A 20 34 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Post-Resistance TMEM131 23505 37 2 98475846 98475846 Missense_Mutation SNP G A 6 13 c.404C>T c.(403-405)CCT>CTT p.P135L

Pat_76 Post-Resistance MRPL30 51263 37 2 99812220 99812220 Splice_Site SNP G A 6 10 c.537_splice c.e6+1

Pat_76 Post-Resistance LYG2 254773 37 2 99861748 99861748 Missense_Mutation SNP C T 14 64 c.358G>A c.(358-360)GGA>AGA p.G120R

Pat_76 Post-Resistance NPAS2 4862 37 2 101565879 101565879 Missense_Mutation SNP C T 10 25 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_76 Post-Resistance CREG2 200407 37 2 102000157 102000158 Missense_Mutation DNP CC TT 5 49 c.448_449GG>AA c.(448-450)GGA>AAA p.G150K

Pat_76 Post-Resistance IL18R1 8809 37 2 103013029 103013029 Missense_Mutation SNP C G 7 20 c.1309C>G c.(1309-1311)CGA>GGA p.R437G

Pat_76 Post-Resistance TGFBRAP1 9392 37 2 105912941 105912941 Missense_Mutation SNP C T 4 29 c.910G>A c.(910-912)GGA>AGA p.G304R

Pat_76 Post-Resistance RGPD3 653489 37 2 107049684 107049684 Missense_Mutation SNP C T 42 132 c.2263G>A c.(2263-2265)GAA>AAA p.E755K

Pat_76 Post-Resistance SULT1C3 442038 37 2 108881461 108881461 Missense_Mutation SNP G A 24 31 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_76 Post-Resistance RGPD5 84220 37 2 113147135 113147135 Nonsense_Mutation SNP C T 27 166 c.3387G>A c.(3385-3387)TGG>TGA p.W1129*

Pat_76 Post-Resistance POLR1B 84172 37 2 113322062 113322062 Missense_Mutation SNP C T 15 33 c.1732C>T c.(1732-1734)CTT>TTT p.L578F

Pat_76 Post-Resistance IL1F6 27179 37 2 113764178 113764178 Missense_Mutation SNP C T 99 211 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_76 Post-Resistance PSD4 23550 37 2 113953840 113953840 Missense_Mutation SNP G A 17 14 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_76 Post-Resistance DPP10 57628 37 2 116066815 116066815 Missense_Mutation SNP G A 5 7 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_76 Post-Resistance DPP10 57628 37 2 116572369 116572369 Missense_Mutation SNP G A 12 17 c.1701G>A c.(1699-1701)ATG>ATA p.M567I

Pat_76 Post-Resistance GLI2 2736 37 2 121748199 121748199 Missense_Mutation SNP C T 28 69 c.4709C>T c.(4708-4710)TCC>TTC p.S1570F

Pat_76 Post-Resistance TFCP2L1 29842 37 2 121992851 121992851 Missense_Mutation SNP A G 6 72 c.1040T>C c.(1039-1041)GTC>GCC p.V347A

Pat_76 Post-Resistance TFCP2L1 29842 37 2 121997133 121997133 Splice_Site SNP C T 6 21 c.860_splice c.e8+1 p.G287_splice

Pat_76 Post-Resistance MKI67IP 84365 37 2 122493301 122493301 Missense_Mutation SNP G T 11 12 c.131C>A c.(130-132)CCT>CAT p.P44H

Pat_76 Post-Resistance MYO7B 4648 37 2 128341852 128341852 Missense_Mutation SNP C T 24 65 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_76 Post-Resistance MYO7B 4648 37 2 128346086 128346086 Missense_Mutation SNP C T 10 29 c.1810C>T c.(1810-1812)CAT>TAT p.H604Y

Pat_76 Post-Resistance YSK4 80122 37 2 135744766 135744766 Missense_Mutation SNP G A 9 12 c.1676C>T c.(1675-1677)CCC>CTC p.P559L

Pat_76 Post-Resistance LCT 3938 37 2 136566810 136566810 Missense_Mutation SNP G A 11 27 c.3107C>T c.(3106-3108)CCT>CTT p.P1036L

Pat_76 Post-Resistance HNMT 3176 37 2 138762777 138762777 Missense_Mutation SNP C T 13 34 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_76 Post-Resistance LRP1B 53353 37 2 141232728 141232728 Missense_Mutation SNP C T 15 29 c.9604G>A c.(9604-9606)GAT>AAT p.D3202N

Pat_76 Post-Resistance KYNU 8942 37 2 143643012 143643012 Missense_Mutation SNP G A 10 20 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_76 Post-Resistance KYNU 8942 37 2 143718310 143718310 Missense_Mutation SNP C T 23 37 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_76 Post-Resistance ARHGAP15 55843 37 2 143913139 143913139 Missense_Mutation SNP G A 5 19 c.80G>A c.(79-81)AGA>AAA p.R27K

Pat_76 Post-Resistance KIF5C 3800 37 2 149864490 149864490 Missense_Mutation SNP A G 22 47 c.2459A>G c.(2458-2460)GAC>GGC p.D820G

Pat_76 Post-Resistance GALNT5 11227 37 2 158140927 158140927 Missense_Mutation SNP G A 5 14 c.1588G>A c.(1588-1590)GAG>AAG p.E530K

Pat_76 Post-Resistance RBMS1 5937 37 2 161349804 161349804 Missense_Mutation SNP G A 7 19 c.71C>T c.(70-72)GCC>GTC p.A24V

Pat_76 Post-Resistance SCN3A 6328 37 2 165997216 165997216 Missense_Mutation SNP G A 13 51 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_76 Post-Resistance SCN2A 6326 37 2 166188065 166188065 Missense_Mutation SNP C T 4 15 c.2375C>T c.(2374-2376)TCT>TTT p.S792F

Pat_76 Post-Resistance SCN9A 6335 37 2 167060726 167060726 Nonsense_Mutation SNP G A 6 9 c.4480C>T c.(4480-4482)CAA>TAA p.Q1494*

Pat_76 Post-Resistance SCN9A 6335 37 2 167134772 167134772 Missense_Mutation SNP C T 3 12 c.2362G>A c.(2362-2364)GAT>AAT p.D788N

Pat_76 Post-Resistance SCN7A 6332 37 2 167297955 167297955 Missense_Mutation SNP G A 10 25 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_76 Post-Resistance XIRP2 129446 37 2 168099884 168099884 Missense_Mutation SNP G A 12 30 c.1982G>A c.(1981-1983)AGG>AAG p.R661K

Pat_76 Post-Resistance XIRP2 129446 37 2 168106418 168106418 Missense_Mutation SNP G A 8 25 c.8516G>A c.(8515-8517)AGA>AAA p.R2839K

Pat_76 Post-Resistance ITGA6 3655 37 2 173355997 173355997 Missense_Mutation SNP G A 29 53 c.2827G>A c.(2827-2829)GGG>AGG p.G943R

Pat_76 Post-Resistance CDCA7 83879 37 2 174232372 174232372 Nonsense_Mutation SNP G T 19 49 c.1096G>T c.(1096-1098)GAA>TAA p.E366*



Pat_76 Post-Resistance CDCA7 83879 37 2 174232374 174232374 Missense_Mutation SNP A T 18 49 c.1098A>T c.(1096-1098)GAA>GAT p.E366D

Pat_76 Post-Resistance TTN 7273 37 2 179416869 179416870 Missense_Mutation DNP CC TT 17 72 c.83053_83054GG>AAc.(83053-83055)GGA>AAA p.G27685K

Pat_76 Post-Resistance TTN 7273 37 2 179417904 179417904 Missense_Mutation SNP C T 14 29 c.82019G>A c.(82018-82020)GGA>GAA p.G27340E

Pat_76 Post-Resistance TTN 7273 37 2 179431781 179431781 Missense_Mutation SNP G A 12 51 c.71374C>T c.(71374-71376)CGT>TGT p.R23792C

Pat_76 Post-Resistance TTN 7273 37 2 179432002 179432002 Missense_Mutation SNP C T 19 54 c.71153G>A c.(71152-71154)AGA>AAA p.R23718K

Pat_76 Post-Resistance TTN 7273 37 2 179483389 179483389 Missense_Mutation SNP C T 9 25 c.39184G>A c.(39184-39186)GGA>AGA p.G13062R

Pat_76 Post-Resistance TTN 7273 37 2 179552940 179552940 Missense_Mutation SNP C T 4 24 c.28477G>A c.(28477-28479)GAG>AAG p.E9493K

Pat_76 Post-Resistance TTN 7273 37 2 179584053 179584053 Missense_Mutation SNP C T 30 87 c.20332G>A c.(20332-20334)GGA>AGA p.G6778R

Pat_76 Post-Resistance TTN 7273 37 2 179587255 179587255 Missense_Mutation SNP G A 12 40 c.18527C>T c.(18526-18528)TCT>TTT p.S6176F

Pat_76 Post-Resistance TTN 7273 37 2 179590750 179590750 Missense_Mutation SNP G A 4 9 c.16567C>T c.(16567-16569)CCT>TCT p.P5523S

Pat_76 Post-Resistance TTN 7273 37 2 179594203 179594203 Missense_Mutation SNP G A 18 41 c.14948C>T c.(14947-14949)CCG>CTG p.P4983L

Pat_76 Post-Resistance TTN 7273 37 2 179605785 179605786 Missense_Mutation DNP CC TT 26 52 c.11661_11662GG>AAc.(11659-11664)AAGGGT>AAAAGTp.G3888S

Pat_76 Post-Resistance TTN 7273 37 2 179614199 179614199 Nonsense_Mutation SNP G A 4 15 c.12928C>T c.(12928-12930)CAA>TAA p.Q4310*

Pat_76 Post-Resistance TTN 7273 37 2 179638813 179638813 Missense_Mutation SNP C T 11 30 c.7082G>A c.(7081-7083)GGA>GAA p.G2361E

Pat_76 Post-Resistance CCDC141 285025 37 2 179701823 179701823 Nonsense_Mutation SNP G A 4 8 c.2398C>T c.(2398-2400)CAA>TAA p.Q800*

Pat_76 Post-Resistance ZNF804A 91752 37 2 185798352 185798353 Missense_Mutation DNP GG AA 6 12 c.278_279GG>AA c.(277-279)AGG>AAA p.R93K

Pat_76 Post-Resistance ZSWIM2 151112 37 2 187702046 187702046 Missense_Mutation SNP C T 7 24 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_76 Post-Resistance ZSWIM2 151112 37 2 187702277 187702277 Missense_Mutation SNP C T 8 25 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_76 Post-Resistance COL3A1 1281 37 2 189854823 189854823 Missense_Mutation SNP G A 9 16 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_76 Post-Resistance MYO1B 4430 37 2 192265124 192265124 Missense_Mutation SNP G A 25 63 c.2312G>A c.(2311-2313)CGG>CAG p.R771Q

Pat_76 Post-Resistance DNAH7 56171 37 2 196723464 196723464 Nonsense_Mutation SNP G A 14 40 c.7801C>T c.(7801-7803)CAA>TAA p.Q2601*

Pat_76 Post-Resistance DNAH7 56171 37 2 196729497 196729497 Missense_Mutation SNP C T 21 61 c.6882G>A c.(6880-6882)ATG>ATA p.M2294I

Pat_76 Post-Resistance DNAH7 56171 37 2 196756414 196756414 Missense_Mutation SNP G A 13 29 c.5011C>T c.(5011-5013)CTT>TTT p.L1671F

Pat_76 Post-Resistance HECW2 57520 37 2 197092934 197092934 Missense_Mutation SNP G A 6 14 c.3809C>T c.(3808-3810)TCC>TTC p.S1270F

Pat_76 Post-Resistance SPATS2L 26010 37 2 201342632 201342632 Missense_Mutation SNP G A 9 6 c.1555G>A c.(1555-1557)GAG>AAG p.E519K

Pat_76 Post-Resistance RAPH1 65059 37 2 204306082 204306083 Missense_Mutation DNP GG AA 4 29 c.1830_1831CC>TTc.(1828-1833)TCCCCG>TCTTCGp.P611S

Pat_76 Post-Resistance ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 4 12 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_76 Post-Resistance PTH2R 5746 37 2 209307123 209307123 Missense_Mutation SNP C T 24 56 c.446C>T c.(445-447)ACC>ATC p.T149I

Pat_76 Post-Resistance CPS1 1373 37 2 211454911 211454911 Missense_Mutation SNP C T 60 172 c.793C>T c.(793-795)CCG>TCG p.P265S

Pat_76 Post-Resistance ABCA12 26154 37 2 215843664 215843665 Missense_Mutation DNP CC TT 10 18 c.4840_4841GG>AAc.(4840-4842)GGA>AAA p.G1614K

Pat_76 Post-Resistance SERPINE2 5270 37 2 224842266 224842266 Missense_Mutation SNP G A 14 42 c.1154C>T c.(1153-1155)CCT>CTT p.P385L

Pat_76 Post-Resistance COL4A4 1286 37 2 227872874 227872874 Missense_Mutation SNP C T 7 17 c.4669G>A c.(4669-4671)GAG>AAG p.E1557K

Pat_76 Post-Resistance COL4A3 1285 37 2 228155552 228155552 Missense_Mutation SNP G A 3 8 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_76 Post-Resistance SP100 6672 37 2 231404082 231404082 Missense_Mutation SNP C T 19 22 c.2195C>T c.(2194-2196)TCC>TTC p.S732F

Pat_76 Post-Resistance UGT1A6 54578 37 2 234601885 234601885 Missense_Mutation SNP C T 10 23 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_76 Post-Resistance ASB18 401036 37 2 237149963 237149963 Missense_Mutation SNP C T 24 33 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_76 Post-Resistance RBM44 375316 37 2 238738134 238738134 Missense_Mutation SNP C T 16 54 c.2878C>T c.(2878-2880)CCT>TCT p.P960S

Pat_76 Post-Resistance RNPEPL1 57140 37 2 241514551 241514551 Missense_Mutation SNP T A 33 54 c.700T>A c.(700-702)TTT>ATT p.F234I

Pat_76 Post-Resistance SNED1 25992 37 2 241989314 241989314 Missense_Mutation SNP T C 13 38 c.1699T>C c.(1699-1701)TGC>CGC p.C567R

Pat_76 Post-Resistance CPXM1 56265 37 20 2774842 2774842 Missense_Mutation SNP C G 16 32 c.2199G>C c.(2197-2199)AAG>AAC p.K733N

Pat_76 Post-Resistance CPXM1 56265 37 20 2777701 2777701 Missense_Mutation SNP G A 4 15 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_76 Post-Resistance SLC4A11 83959 37 20 3209023 3209023 Missense_Mutation SNP G A 29 83 c.2488C>T c.(2488-2490)CAC>TAC p.H830Y

Pat_76 Post-Resistance GPCPD1 56261 37 20 5539440 5539440 Missense_Mutation SNP G A 3 13 c.1558C>T c.(1558-1560)CCG>TCG p.P520S

Pat_76 Post-Resistance PLCB1 23236 37 20 8130959 8130959 Missense_Mutation SNP C T 4 5 c.118C>T c.(118-120)CCA>TCA p.P40S

Pat_76 Post-Resistance PLCB1 23236 37 20 8626748 8626748 Splice_Site SNP G A 5 21 c.385_splice c.e5-1 p.E129_splice

Pat_76 Post-Resistance PAK7 57144 37 20 9561234 9561234 Missense_Mutation SNP G A 19 37 c.548C>T c.(547-549)TCT>TTT p.S183F

Pat_76 Post-Resistance SNAP25 6616 37 20 10256176 10256176 Missense_Mutation SNP G A 4 13 c.37G>A c.(37-39)GAG>AAG p.E13K



Pat_76 Post-Resistance SEL1L2 80343 37 20 13839970 13839970 Missense_Mutation SNP G A 9 23 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_76 Post-Resistance KIF16B 55614 37 20 16360462 16360462 Missense_Mutation SNP C T 5 28 c.2185G>A c.(2185-2187)GAA>AAA p.E729K

Pat_76 Post-Resistance C20orf26 26074 37 20 20257987 20257987 Missense_Mutation SNP G A 29 29 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_76 Post-Resistance INSM1 3642 37 20 20350319 20350319 Missense_Mutation SNP C T 7 20 c.1408C>T c.(1408-1410)CCC>TCC p.P470S

Pat_76 Post-Resistance XRN2 22803 37 20 21362668 21362668 Missense_Mutation SNP C T 3 18 c.2621C>T c.(2620-2622)CCC>CTC p.P874L

Pat_76 Post-Resistance FOXA2 3170 37 20 22563239 22563239 Missense_Mutation SNP C T 33 39 c.623G>A c.(622-624)CGC>CAC p.R208H

Pat_76 Post-Resistance MYLK2 85366 37 20 30409442 30409442 Missense_Mutation SNP C T 77 87 c.674C>T c.(673-675)TCG>TTG p.S225L

Pat_76 Post-Resistance TTLL9 164395 37 20 30507671 30507671 Missense_Mutation SNP C T 35 35 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_76 Post-Resistance ZNF341 84905 37 20 32377334 32377334 Missense_Mutation SNP G A 20 82 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_76 Post-Resistance ITCH 83737 37 20 33059310 33059310 Missense_Mutation SNP C T 18 16 c.1682C>T c.(1681-1683)TCC>TTC p.S561F

Pat_76 Post-Resistance GSS 2937 37 20 33529540 33529540 Missense_Mutation SNP G A 17 16 c.584C>T c.(583-585)GCC>GTC p.A195V

Pat_76 Post-Resistance FAM83C 128876 37 20 33875149 33875149 Missense_Mutation SNP G A 3 15 c.1433C>T c.(1432-1434)CCC>CTC p.P478L

Pat_76 Post-Resistance MANBAL 63905 37 20 35929694 35929694 Missense_Mutation SNP C T 3 7 c.28C>T c.(28-30)CCG>TCG p.P10S

Pat_76 Post-Resistance TGM2 7052 37 20 36760777 36760777 Missense_Mutation SNP C T 29 90 c.1741G>A c.(1741-1743)GAC>AAC p.D581N

Pat_76 Post-Resistance L3MBTL 26013 37 20 42143326 42143326 Missense_Mutation SNP C T 3 8 c.346C>T c.(346-348)CCG>TCG p.P116S

Pat_76 Post-Resistance TOX2 84969 37 20 42680074 42680074 Missense_Mutation SNP G T 16 15 c.567G>T c.(565-567)ATG>ATT p.M189I

Pat_76 Post-Resistance JPH2 57158 37 20 42788428 42788428 Missense_Mutation SNP G T 15 52 c.999C>A c.(997-999)GAC>GAA p.D333E

Pat_76 Post-Resistance JPH2 57158 37 20 42788430 42788430 Missense_Mutation SNP C T 15 51 c.997G>A c.(997-999)GAC>AAC p.D333N

Pat_76 Post-Resistance HNF4A 3172 37 20 43056995 43056995 Missense_Mutation SNP C T 48 62 c.1150C>T c.(1150-1152)CAT>TAT p.H384Y

Pat_76 Post-Resistance SEMG2 6407 37 20 43850643 43850643 Missense_Mutation SNP C T 19 16 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_76 Post-Resistance MMP9 4318 37 20 44641179 44641179 Missense_Mutation SNP C T 27 24 c.1288C>T c.(1288-1290)CCC>TCC p.P430S

Pat_76 Post-Resistance ZNF334 55713 37 20 45130345 45130345 Missense_Mutation SNP C T 37 90 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Post-Resistance ZNF334 55713 37 20 45130930 45130930 Missense_Mutation SNP C T 23 129 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_76 Post-Resistance ARFGEF2 10564 37 20 47635499 47635499 Missense_Mutation SNP C T 8 8 c.4588C>T c.(4588-4590)CCA>TCA p.P1530S

Pat_76 Post-Resistance SALL4 57167 37 20 50408016 50408016 Missense_Mutation SNP G A 6 10 c.1006C>T c.(1006-1008)CCT>TCT p.P336S

Pat_76 Post-Resistance SALL4 57167 37 20 50408730 50408730 Missense_Mutation SNP G A 19 20 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_76 Post-Resistance CBLN4 140689 37 20 54575833 54575833 Missense_Mutation SNP C T 25 38 c.362G>A c.(361-363)AGT>AAT p.S121N

Pat_76 Post-Resistance MC3R 4159 37 20 54824619 54824620 Missense_Mutation DNP GG AA 23 21 c.720_721GG>AAc.(718-723)GGGGCA>GGAACAp.A241T

Pat_76 Post-Resistance CSTF1 1477 37 20 54974146 54974146 Missense_Mutation SNP C T 40 135 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_76 Post-Resistance CASS4 57091 37 20 55027514 55027514 Missense_Mutation SNP G A 11 10 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_76 Post-Resistance GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 7 25 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_76 Post-Resistance ZNF831 128611 37 20 57768785 57768785 Missense_Mutation SNP C T 28 16 c.2711C>T c.(2710-2712)ACC>ATC p.T904I

Pat_76 Post-Resistance ZNF831 128611 37 20 57769723 57769723 Nonsense_Mutation SNP C T 5 13 c.3649C>T c.(3649-3651)CGA>TGA p.R1217*

Pat_76 Post-Resistance ZNF831 128611 37 20 57770945 57770945 Missense_Mutation SNP G A 48 167 c.3760G>A c.(3760-3762)GGG>AGG p.G1254R

Pat_76 Post-Resistance SYCP2 10388 37 20 58495521 58495521 Missense_Mutation SNP G A 9 6 c.190C>T c.(190-192)CAC>TAC p.H64Y

Pat_76 Post-Resistance SRMS 6725 37 20 62178665 62178666 Missense_Mutation DNP GG AA 4 13 c.151_152CC>TT c.(151-153)CCC>TTC p.P51F

Pat_76 Post-Resistance NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 7 21 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_76 Post-Resistance JAM2 58494 37 21 27066190 27066190 Missense_Mutation SNP G A 50 85 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Post-Resistance SFRS15 57466 37 21 33067289 33067289 Missense_Mutation SNP G A 8 11 c.1073C>T c.(1072-1074)CCA>CTA p.P358L

Pat_76 Post-Resistance HUNK 30811 37 21 33370917 33370917 Missense_Mutation SNP C T 15 31 c.1565C>T c.(1564-1566)CCC>CTC p.P522L

Pat_76 Post-Resistance C21orf59 56683 37 21 33976521 33976521 Missense_Mutation SNP C T 14 42 c.448G>A c.(448-450)GTG>ATG p.V150M

Pat_76 Post-Resistance DNAJC28 54943 37 21 34861059 34861059 Missense_Mutation SNP T G 19 24 c.642A>C c.(640-642)AAA>AAC p.K214N

Pat_76 Post-Resistance SLC5A3 6526 37 21 35467832 35467832 Missense_Mutation SNP A G 38 86 c.335A>G c.(334-336)TAC>TGC p.Y112C

Pat_76 Post-Resistance SLC5A3 6526 37 21 35467859 35467859 Missense_Mutation SNP G A 39 83 c.362G>A c.(361-363)AGG>AAG p.R121K

Pat_76 Post-Resistance SETD4 54093 37 21 37420683 37420683 Missense_Mutation SNP C T 68 158 c.219G>A c.(217-219)ATG>ATA p.M73I

Pat_76 Post-Resistance DOPEY2 9980 37 21 37597961 37597961 Missense_Mutation SNP C T 8 13 c.1469C>T c.(1468-1470)CCT>CTT p.P490L

Pat_76 Post-Resistance TTC3 7267 37 21 38462544 38462545 Missense_Mutation DNP CC TT 4 24 c.438_439CC>TTc.(436-441)TTCCTT>TTTTTT p.L147F



Pat_76 Post-Resistance TTC3 7267 37 21 38539906 38539906 Missense_Mutation SNP C T 6 10 c.4451C>T c.(4450-4452)CCT>CTT p.P1484L

Pat_76 Post-Resistance DSCR4 10281 37 21 39426981 39426981 Missense_Mutation SNP C T 6 27 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_76 Post-Resistance DSCAM 1826 37 21 41450781 41450781 Missense_Mutation SNP G A 5 11 c.4544C>T c.(4543-4545)CCC>CTC p.P1515L

Pat_76 Post-Resistance DSCAM 1826 37 21 41455916 41455916 Missense_Mutation SNP G A 5 15 c.4150C>T c.(4150-4152)CGG>TGG p.R1384W

Pat_76 Post-Resistance FAM3B 54097 37 21 42694883 42694883 Missense_Mutation SNP C T 16 35 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_76 Post-Resistance PRDM15 63977 37 21 43299455 43299455 Missense_Mutation SNP G A 6 15 c.26C>T c.(25-27)TCC>TTC p.S9F

Pat_76 Post-Resistance CRYAA 1409 37 21 44590730 44590730 Missense_Mutation SNP G A 11 25 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_76 Post-Resistance SIK1 150094 37 21 44838191 44838191 Missense_Mutation SNP G A 9 29 c.1693C>T c.(1693-1695)CCT>TCT p.P565S

Pat_76 Post-Resistance RRP1 8568 37 21 45217545 45217546 Missense_Mutation DNP CC TT 18 79 c.586_587CC>TT c.(586-588)CCC>TTC p.P196F

Pat_76 Post-Resistance C21orf29 54084 37 21 45987779 45987779 Missense_Mutation SNP C T 10 25 c.193G>A c.(193-195)GCC>ACC p.A65T

Pat_76 Post-Resistance KRTAP10-4 386672 37 21 45994771 45994771 Missense_Mutation SNP C T 49 96 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_76 Post-Resistance COL6A1 1291 37 21 47418068 47418069 Missense_Mutation DNP GG AA 7 11 c.1558_1559GG>AAc.(1558-1560)GGC>AAC p.G520N

Pat_76 Post-Resistance COL6A2 1292 37 21 47532283 47532283 Missense_Mutation SNP C T 4 4 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance LSS 4047 37 21 47633739 47633739 Missense_Mutation SNP G A 9 25 c.1022C>T c.(1021-1023)ACC>ATC p.T341I

Pat_76 Post-Resistance PCNT 5116 37 21 47769597 47769598 Splice_Site DNP GG AA 11 31 c.1208_splice c.e8-1 p.R403_splice

Pat_76 Post-Resistance PCNT 5116 37 21 47817270 47817270 Missense_Mutation SNP G A 10 17 c.4308G>A c.(4306-4308)ATG>ATA p.M1436I

Pat_76 Post-Resistance DIP2A 23181 37 21 47981665 47981665 Missense_Mutation SNP C T 34 67 c.4036C>T c.(4036-4038)CGT>TGT p.R1346C

Pat_76 Post-Resistance POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 15 202 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_76 Post-Resistance POTEH 23784 37 22 16279222 16279222 Missense_Mutation SNP T A 13 182 c.1001A>T c.(1000-1002)AAT>ATT p.N334I

Pat_76 Post-Resistance OR11H1 81061 37 22 16449102 16449102 Missense_Mutation SNP G A 34 36 c.703C>T c.(703-705)CTT>TTT p.L235F

Pat_76 Post-Resistance RTDR1 27156 37 22 23401774 23401774 Missense_Mutation SNP C T 23 22 c.913G>A c.(913-915)GGC>AGC p.G305S

Pat_76 Post-Resistance RAB36 9609 37 22 23495309 23495309 Missense_Mutation SNP A T 32 49 c.515A>T c.(514-516)TAT>TTT p.Y172F

Pat_76 Post-Resistance MMP11 4320 37 22 24124425 24124425 Nonsense_Mutation SNP G A 33 68 c.1088G>A c.(1087-1089)TGG>TAG p.W363*

Pat_76 Post-Resistance CABIN1 23523 37 22 24481098 24481099 Missense_Mutation DNP CC TT 8 27 c.3257_3258CC>TTc.(3256-3258)CCC>CTT p.P1086L

Pat_76 Post-Resistance GGT1 2678 37 22 25023398 25023398 Splice_Site SNP G A 25 44 c.1021_splice c.e12-1 p.V341_splice

Pat_76 Post-Resistance MYO18B 84700 37 22 26351183 26351183 Missense_Mutation SNP G A 4 14 c.6009G>A c.(6007-6009)ATG>ATA p.M2003I

Pat_76 Post-Resistance CABP7 164633 37 22 30125183 30125183 Missense_Mutation SNP C T 4 12 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance SEC14L3 266629 37 22 30863013 30863013 Missense_Mutation SNP C T 32 60 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_76 Post-Resistance NCF4 4689 37 22 37261013 37261013 Missense_Mutation SNP G A 27 44 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_76 Post-Resistance TMPRSS6 164656 37 22 37499418 37499418 Missense_Mutation SNP C T 32 52 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_76 Post-Resistance TRIOBP 11078 37 22 38120224 38120224 Missense_Mutation SNP C T 51 157 c.1661C>T c.(1660-1662)GCC>GTC p.A554V

Pat_76 Post-Resistance TRIOBP 11078 37 22 38131325 38131326 Missense_Mutation DNP CC TT 6 17 c.4982_4983CC>TT c.(4981-4983)TCC>TTT p.S1661F

Pat_76 Post-Resistance TAB1 10454 37 22 39822888 39822888 Missense_Mutation SNP C T 23 57 c.1102C>T c.(1102-1104)CCG>TCG p.P368S

Pat_76 Post-Resistance CACNA1I 8911 37 22 40069069 40069069 Missense_Mutation SNP G A 60 108 c.4765G>A c.(4765-4767)GTT>ATT p.V1589I

Pat_76 Post-Resistance XRCC6 2547 37 22 42053023 42053023 Missense_Mutation SNP C T 7 16 c.1408C>T c.(1408-1410)CGC>TGC p.R470C

Pat_76 Post-Resistance WNT7B 7477 37 22 46345835 46345835 Missense_Mutation SNP C T 14 38 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_76 Post-Resistance CNTN4 152330 37 3 3081778 3081778 Missense_Mutation SNP C T 12 19 c.2221C>T c.(2221-2223)CCC>TCC p.P741S

Pat_76 Post-Resistance IL5RA 3568 37 3 3139668 3139668 Missense_Mutation SNP G A 22 32 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_76 Post-Resistance ITPR1 3708 37 3 4735393 4735393 Missense_Mutation SNP C T 11 10 c.4222C>T c.(4222-4224)CGC>TGC p.R1408C

Pat_76 Post-Resistance C3orf31 132001 37 3 11871271 11871271 Missense_Mutation SNP G A 10 38 c.479C>T c.(478-480)GCT>GTT p.A160V

Pat_76 Post-Resistance PPARG 5468 37 3 12458228 12458228 Missense_Mutation SNP C T 9 13 c.845C>T c.(844-846)TCC>TTC p.S282F

Pat_76 Post-Resistance NUP210 23225 37 3 13378363 13378363 Missense_Mutation SNP T C 25 64 c.3608A>G c.(3607-3609)AAT>AGT p.N1203S

Pat_76 Post-Resistance GRIP2 80852 37 3 14561732 14561732 Missense_Mutation SNP C T 16 19 c.1206G>A c.(1204-1206)ATG>ATA p.M402I

Pat_76 Post-Resistance FGD5 152273 37 3 14861563 14861563 Missense_Mutation SNP C T 9 20 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_76 Post-Resistance PLCL2 23228 37 3 17051292 17051292 Missense_Mutation SNP G A 4 14 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_76 Post-Resistance EFHB 151651 37 3 19974997 19974997 Missense_Mutation SNP C T 11 23 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_76 Post-Resistance SLC4A7 9497 37 3 27475470 27475470 Missense_Mutation SNP G A 16 21 c.688C>T c.(688-690)CTT>TTT p.L230F



Pat_76 Post-Resistance OSBPL10 114884 37 3 31725572 31725572 Missense_Mutation SNP G C 16 31 c.1280C>G c.(1279-1281)TCT>TGT p.S427C

Pat_76 Post-Resistance CNOT10 25904 37 3 32776347 32776347 Missense_Mutation SNP C T 42 122 c.1393C>T c.(1393-1395)CTC>TTC p.L465F

Pat_76 Post-Resistance ARPP21 10777 37 3 35730819 35730819 Missense_Mutation SNP G A 14 36 c.427G>A c.(427-429)GAT>AAT p.D143N

Pat_76 Post-Resistance ITGA9 3680 37 3 37783285 37783285 Missense_Mutation SNP C T 7 23 c.2299C>T c.(2299-2301)CAC>TAC p.H767Y

Pat_76 Post-Resistance DLEC1 9940 37 3 38150967 38150967 Missense_Mutation SNP G A 18 29 c.3174G>A c.(3172-3174)ATG>ATA p.M1058I

Pat_76 Post-Resistance SCN5A 6331 37 3 38592468 38592468 Missense_Mutation SNP C T 10 19 c.5395G>A c.(5395-5397)GAG>AAG p.E1799K

Pat_76 Post-Resistance SCN10A 6336 37 3 38739493 38739493 Missense_Mutation SNP C T 17 44 c.5218G>A c.(5218-5220)GAC>AAC p.D1740N

Pat_76 Post-Resistance CSRNP1 64651 37 3 39185196 39185196 Missense_Mutation SNP G A 13 14 c.1120C>T c.(1120-1122)CAC>TAC p.H374Y

Pat_76 Post-Resistance SACM1L 22908 37 3 45780142 45780142 Missense_Mutation SNP C A 3 18 c.1455C>A c.(1453-1455)AAC>AAA p.N485K

Pat_76 Post-Resistance SACM1L 22908 37 3 45780147 45780148 Missense_Mutation DNP CC TT 3 18 c.1460_1461CC>TT c.(1459-1461)TCC>TTT p.S487F

Pat_76 Post-Resistance LRRC2 79442 37 3 46592991 46592991 Missense_Mutation SNP C T 10 39 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_76 Post-Resistance PLXNB1 5364 37 3 48456394 48456395 Missense_Mutation DNP GG AA 21 48 c.4022_4023CC>TTc.(4021-4023)GCC>GTT p.A1341V

Pat_76 Post-Resistance CCDC51 79714 37 3 48474195 48474195 Missense_Mutation SNP C T 15 49 c.859G>A c.(859-861)GGT>AGT p.G287S

Pat_76 Post-Resistance QARS 5859 37 3 49135820 49135820 Missense_Mutation SNP G A 21 48 c.2050C>T c.(2050-2052)CCT>TCT p.P684S

Pat_76 Post-Resistance TNNC1 7134 37 3 52485442 52485442 Missense_Mutation SNP C T 8 18 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Post-Resistance PBRM1 55193 37 3 52682442 52682442 Missense_Mutation SNP C T 3 16 c.731G>A c.(730-732)AGT>AAT p.S244N

Pat_76 Post-Resistance CACNA1D 776 37 3 53835242 53835242 Missense_Mutation SNP G A 13 33 c.5198G>A c.(5197-5199)GGA>GAA p.G1733E

Pat_76 Post-Resistance ERC2 26059 37 3 55984533 55984533 Missense_Mutation SNP C T 3 19 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_76 Post-Resistance CCDC66 285331 37 3 56627597 56627597 Nonsense_Mutation SNP C T 13 18 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_76 Post-Resistance FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 20 54 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_76 Post-Resistance DNASE1L3 1776 37 3 58191217 58191217 Nonsense_Mutation SNP G A 23 49 c.301C>T c.(301-303)CAA>TAA p.Q101*

Pat_76 Post-Resistance ROBO1 6091 37 3 78683100 78683100 Missense_Mutation SNP C T 5 39 c.3466G>A c.(3466-3468)GGC>AGC p.G1156S

Pat_76 Post-Resistance EPHA3 2042 37 3 89499331 89499331 Missense_Mutation SNP T G 6 20 c.2501T>G c.(2500-2502)ATT>AGT p.I834S

Pat_76 Post-Resistance PROS1 5627 37 3 93646102 93646102 Missense_Mutation SNP G A 13 18 c.226C>T c.(226-228)CCG>TCG p.P76S

Pat_76 Post-Resistance OR5H14 403273 37 3 97868560 97868560 Missense_Mutation SNP G A 29 76 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_76 Post-Resistance OR5H15 403274 37 3 97888271 97888271 Missense_Mutation SNP C G 3 18 c.728C>G c.(727-729)GCC>GGC p.A243G

Pat_76 Post-Resistance GPR128 84873 37 3 100349614 100349614 Missense_Mutation SNP G A 12 26 c.295G>A c.(295-297)GGA>AGA p.G99R

Pat_76 Post-Resistance IMPG2 50939 37 3 101038529 101038529 Missense_Mutation SNP C T 10 27 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_76 Post-Resistance ZPLD1 131368 37 3 102187971 102187971 Missense_Mutation SNP C T 14 39 c.925C>T c.(925-927)CTT>TTT p.L309F

Pat_76 Post-Resistance CCDC54 84692 37 3 107096863 107096864 Missense_Mutation DNP GG AA 6 13 c.429_430GG>AAc.(427-432)CTGGAA>CTAAAA p.E144K

Pat_76 Post-Resistance MYH15 22989 37 3 108110641 108110641 Missense_Mutation SNP C T 13 44 c.5456G>A c.(5455-5457)GGG>GAG p.G1819E

Pat_76 Post-Resistance MYH15 22989 37 3 108149702 108149702 Nonsense_Mutation SNP G A 4 8 c.3349C>T c.(3349-3351)CAG>TAG p.Q1117*

Pat_76 Post-Resistance MYH15 22989 37 3 108218318 108218318 Nonsense_Mutation SNP G A 9 9 c.568C>T c.(568-570)CAG>TAG p.Q190*

Pat_76 Post-Resistance CD96 10225 37 3 111263955 111263955 Missense_Mutation SNP A C 16 44 c.124A>C c.(124-126)AAC>CAC p.N42H

Pat_76 Post-Resistance TMPRSS7 344805 37 3 111793194 111793194 Missense_Mutation SNP G A 13 25 c.1340G>A c.(1339-1341)AGG>AAG p.R447K

Pat_76 Post-Resistance CCDC80 151887 37 3 112357513 112357513 Missense_Mutation SNP G A 11 20 c.1240C>T c.(1240-1242)CTT>TTT p.L414F

Pat_76 Post-Resistance ZNF80 7634 37 3 113955513 113955513 Missense_Mutation SNP C T 16 44 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_76 Post-Resistance RABL3 285282 37 3 120449568 120449568 Missense_Mutation SNP G A 14 37 c.113C>T c.(112-114)ACT>ATT p.T38I

Pat_76 Post-Resistance GOLGB1 2804 37 3 121409852 121409852 Missense_Mutation SNP C T 12 13 c.8344G>A c.(8344-8346)GAT>AAT p.D2782N

Pat_76 Post-Resistance PARP15 165631 37 3 122336009 122336009 Missense_Mutation SNP C T 13 33 c.998C>T c.(997-999)TCA>TTA p.S333L

Pat_76 Post-Resistance MYLK 4638 37 3 123452812 123452812 Missense_Mutation SNP G A 18 33 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_76 Post-Resistance KALRN 8997 37 3 124053179 124053179 Missense_Mutation SNP C T 24 69 c.1478C>T c.(1477-1479)TCC>TTC p.S493F

Pat_76 Post-Resistance SLC12A8 84561 37 3 124909340 124909340 Nonsense_Mutation SNP C T 48 91 c.77G>A c.(76-78)TGG>TAG p.W26*

Pat_76 Post-Resistance MCM2 4171 37 3 127336204 127336205 Missense_Mutation DNP CC TT 5 25 c.1856_1857CC>TT c.(1855-1857)TCC>TTT p.S619F

Pat_76 Post-Resistance DNAJB8 165721 37 3 128181833 128181833 Missense_Mutation SNP G A 19 39 c.256C>T c.(256-258)CCC>TCC p.P86S

Pat_76 Post-Resistance TOPBP1 11073 37 3 133358805 133358806 Missense_Mutation DNP TC AT 5 8 c.2230_2231GA>AT c.(2230-2232)GAA>ATA p.E744I

Pat_76 Post-Resistance KY 339855 37 3 134366318 134366318 Missense_Mutation SNP C T 5 6 c.158G>A c.(157-159)GGA>GAA p.G53E



Pat_76 Post-Resistance EPHB1 2047 37 3 134670519 134670519 Missense_Mutation SNP G A 15 54 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_76 Post-Resistance PPP2R3A 5523 37 3 135720516 135720516 Missense_Mutation SNP C T 10 16 c.176C>T c.(175-177)CCT>CTT p.P59L

Pat_76 Post-Resistance NCK1 4690 37 3 136664562 136664562 Missense_Mutation SNP G A 22 38 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Post-Resistance COPB2 9276 37 3 139097898 139097898 Missense_Mutation SNP T C 12 23 c.346A>G c.(346-348)ACT>GCT p.T116A

Pat_76 Post-Resistance TRIM42 287015 37 3 140401461 140401461 Missense_Mutation SNP G A 21 59 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_76 Post-Resistance TRIM42 287015 37 3 140406746 140406746 Missense_Mutation SNP G A 6 16 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_76 Post-Resistance PLS1 5357 37 3 142388285 142388285 Missense_Mutation SNP G A 25 47 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_76 Post-Resistance TRPC1 7220 37 3 142521065 142521065 Missense_Mutation SNP C T 6 16 c.1636C>T c.(1636-1638)CTT>TTT p.L546F

Pat_76 Post-Resistance MED12L 116931 37 3 151067889 151067889 Missense_Mutation SNP C T 69 163 c.2188C>T c.(2188-2190)CTC>TTC p.L730F

Pat_76 Post-Resistance IGSF10 285313 37 3 151161477 151161477 Missense_Mutation SNP T G 11 34 c.5258A>C c.(5257-5259)AAA>ACA p.K1753T

Pat_76 Post-Resistance PLCH1 23007 37 3 155267673 155267673 Missense_Mutation SNP C T 12 28 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Post-Resistance SLC33A1 9197 37 3 155571045 155571045 Nonsense_Mutation SNP G A 9 15 c.742C>T c.(742-744)CAG>TAG p.Q248*

Pat_76 Post-Resistance OTOL1 131149 37 3 161221642 161221642 Nonsense_Mutation SNP G A 4 15 c.1346G>A c.(1345-1347)TGG>TAG p.W449*

Pat_76 Post-Resistance MECOM 2122 37 3 168834150 168834150 Missense_Mutation SNP G A 7 20 c.946C>T c.(946-948)CCT>TCT p.P316S

Pat_76 Post-Resistance MECOM 2122 37 3 168834203 168834203 Missense_Mutation SNP C G 5 26 c.893G>C c.(892-894)GGA>GCA p.G298A

Pat_76 Post-Resistance MECOM 2122 37 3 169098985 169098985 Missense_Mutation SNP T A 9 15 c.365A>T c.(364-366)TAT>TTT p.Y122F

Pat_76 Post-Resistance SKIL 6498 37 3 170078829 170078829 Missense_Mutation SNP G A 17 32 c.710G>A c.(709-711)CGA>CAA p.R237Q

Pat_76 Post-Resistance YEATS2 55689 37 3 183469945 183469945 Missense_Mutation SNP C T 20 53 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_76 Post-Resistance CLCN2 1181 37 3 184069842 184069842 Missense_Mutation SNP G A 58 97 c.2374C>T c.(2374-2376)CCT>TCT p.P792S

Pat_76 Post-Resistance MASP1 5648 37 3 186961374 186961374 Missense_Mutation SNP C T 14 44 c.1126G>A c.(1126-1128)GGG>AGG p.G376R

Pat_76 Post-Resistance LEPREL1 55214 37 3 189706753 189706753 Missense_Mutation SNP G A 9 37 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Post-Resistance ATP13A4 84239 37 3 193120506 193120506 Missense_Mutation SNP G A 33 54 c.3526C>T c.(3526-3528)CCG>TCG p.P1176S

Pat_76 Post-Resistance ATP13A4 84239 37 3 193158390 193158390 Missense_Mutation SNP G A 7 28 c.2476C>T c.(2476-2478)CCT>TCT p.P826S

Pat_76 Post-Resistance PDE6B 5158 37 4 654259 654259 Missense_Mutation SNP G A 3 26 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Post-Resistance TMEM175 84286 37 4 946167 946167 Missense_Mutation SNP G A 21 35 c.391G>A c.(391-393)GTG>ATG p.V131M

Pat_76 Post-Resistance OTOP1 133060 37 4 4207848 4207848 Missense_Mutation SNP G A 4 13 c.550C>T c.(550-552)CTT>TTT p.L184F

Pat_76 Post-Resistance MAN2B2 23324 37 4 6590881 6590881 Missense_Mutation SNP C T 23 43 c.674C>T c.(673-675)TCC>TTC p.S225F

Pat_76 Post-Resistance AFAP1 60312 37 4 7776536 7776537 Missense_Mutation DNP GG CT 12 22 c.1739_1740CC>AGc.(1738-1740)GCC>GAG p.A580E

Pat_76 Post-Resistance BOD1L 259282 37 4 13601911 13601911 Missense_Mutation SNP G A 4 17 c.6613C>T c.(6613-6615)CTT>TTT p.L2205F

Pat_76 Post-Resistance SLIT2 9353 37 4 20620619 20620619 Missense_Mutation SNP G A 6 22 c.4577G>A c.(4576-4578)AGG>AAG p.R1526K

Pat_76 Post-Resistance PPARGC1A 10891 37 4 23814447 23814447 Missense_Mutation SNP C T 19 69 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_76 Post-Resistance ARAP2 116984 37 4 36149359 36149359 Missense_Mutation SNP G A 3 7 c.3010C>T c.(3010-3012)CCC>TCC p.P1004S

Pat_76 Post-Resistance PGM2 55276 37 4 37846170 37846170 Missense_Mutation SNP T C 8 18 c.905T>C c.(904-906)GTC>GCC p.V302A

Pat_76 Post-Resistance RBM47 54502 37 4 40439863 40439863 Missense_Mutation SNP C T 12 27 c.1048G>A c.(1048-1050)GAC>AAC p.D350N

Pat_76 Post-Resistance BEND4 389206 37 4 42119560 42119560 Missense_Mutation SNP C T 3 5 c.1580G>A c.(1579-1581)AGT>AAT p.S527N

Pat_76 Post-Resistance GABRA2 2555 37 4 46314655 46314655 Nonsense_Mutation SNP G A 4 14 c.334C>T c.(334-336)CGA>TGA p.R112*

Pat_76 Post-Resistance GABRB1 2560 37 4 47405358 47405358 Missense_Mutation SNP G A 8 23 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Post-Resistance REST 5978 37 4 57797533 57797533 Missense_Mutation SNP C T 16 69 c.2509C>T c.(2509-2511)CTT>TTT p.L837F

Pat_76 Post-Resistance UGT2A3 79799 37 4 69796394 69796394 Missense_Mutation SNP G A 8 24 c.1174C>T c.(1174-1176)CCC>TCC p.P392S

Pat_76 Post-Resistance UGT2B11 10720 37 4 70079869 70079869 Missense_Mutation SNP G A 11 26 c.572C>T c.(571-573)CCT>CTT p.P191L

Pat_76 Post-Resistance UGT2B11 10720 37 4 70080370 70080370 Missense_Mutation SNP C T 66 145 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_76 Post-Resistance UGT2A1 10941 37 4 70455112 70455112 Missense_Mutation SNP C T 7 8 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_76 Post-Resistance ADAMTS3 9508 37 4 73414436 73414436 Missense_Mutation SNP C T 8 16 c.263G>A c.(262-264)GGA>GAA p.G88E

Pat_76 Post-Resistance ANKRD17 26057 37 4 73956389 73956389 Missense_Mutation SNP G A 3 19 c.6956C>T c.(6955-6957)CCC>CTC p.P2319L

Pat_76 Post-Resistance RASGEF1B 153020 37 4 82377830 82377830 Missense_Mutation SNP G A 7 13 c.413C>T c.(412-414)GCT>GTT p.A138V

Pat_76 Post-Resistance AGPAT9 84803 37 4 84502813 84502813 Missense_Mutation SNP G A 11 41 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_76 Post-Resistance FAM13A 10144 37 4 89679958 89679958 Missense_Mutation SNP G A 16 29 c.1673C>T c.(1672-1674)TCC>TTC p.S558F



Pat_76 Post-Resistance BMPR1B 658 37 4 96052444 96052444 Missense_Mutation SNP C T 5 21 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_76 Post-Resistance UBE2D3 7323 37 4 103720648 103720648 Missense_Mutation SNP G A 9 18 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_76 Post-Resistance TET2 54790 37 4 106156166 106156166 Missense_Mutation SNP C T 10 12 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_76 Post-Resistance TET2 54790 37 4 106157650 106157650 Missense_Mutation SNP C T 15 16 c.2551C>T c.(2551-2553)CCT>TCT p.P851S

Pat_76 Post-Resistance NPNT 255743 37 4 106888470 106888470 Missense_Mutation SNP G A 9 9 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_76 Post-Resistance AGXT2L1 64850 37 4 109667970 109667970 Missense_Mutation SNP C T 14 56 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Post-Resistance ANK2 287 37 4 114257821 114257821 Missense_Mutation SNP G A 10 16 c.3680G>A c.(3679-3681)AGA>AAA p.R1227K

Pat_76 Post-Resistance C4orf31 79625 37 4 121957496 121957496 Missense_Mutation SNP C T 22 24 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_76 Post-Resistance KIAA1109 84162 37 4 123237921 123237921 Missense_Mutation SNP C T 8 30 c.10574C>T c.(10573-10575)GCT>GTT p.A3525V

Pat_76 Post-Resistance FAT4 79633 37 4 126240894 126240894 Missense_Mutation SNP G A 15 22 c.3328G>A c.(3328-3330)GAA>AAA p.E1110K

Pat_76 Post-Resistance FAT4 79633 37 4 126328272 126328272 Missense_Mutation SNP G A 21 50 c.5545G>A c.(5545-5547)GAC>AAC p.D1849N

Pat_76 Post-Resistance FAT4 79633 37 4 126329641 126329641 Missense_Mutation SNP G A 19 40 c.5612G>A c.(5611-5613)GGT>GAT p.G1871D

Pat_76 Post-Resistance PLK4 10733 37 4 128814932 128814933 Missense_Mutation DNP CC TT 23 71 c.2458_2459CC>TT c.(2458-2460)CCT>TTT p.P820F

Pat_76 Post-Resistance TBC1D9 23158 37 4 141578759 141578759 Missense_Mutation SNP G A 41 107 c.2129C>T c.(2128-2130)GCC>GTC p.A710V

Pat_76 Post-Resistance HHIP 64399 37 4 145573802 145573802 Missense_Mutation SNP G A 14 31 c.325G>A c.(325-327)GAA>AAA p.E109K

Pat_76 Post-Resistance FHDC1 85462 37 4 153897274 153897274 Missense_Mutation SNP C T 5 15 c.2831C>T c.(2830-2832)TCC>TTC p.S944F

Pat_76 Post-Resistance DCHS2 54798 37 4 155298497 155298497 Missense_Mutation SNP C T 14 26 c.334G>A c.(334-336)GAC>AAC p.D112N

Pat_76 Post-Resistance GUCY1A3 2982 37 4 156651237 156651237 Missense_Mutation SNP C T 9 41 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_76 Post-Resistance GUCY1B3 2983 37 4 156725790 156725791 Missense_Mutation DNP GG AA 12 23 c.1600_1601GG>AAc.(1600-1602)GGA>AAA p.G534K

Pat_76 Post-Resistance GLRB 2743 37 4 158041814 158041814 Missense_Mutation SNP G A 7 15 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_76 Post-Resistance GLRB 2743 37 4 158057831 158057831 Missense_Mutation SNP G A 8 23 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_76 Post-Resistance DDX60 55601 37 4 169146695 169146696 Missense_Mutation DNP GG AA 5 20 c.4665_4666CC>TTc.(4663-4668)CTCCCA>CTTTCAp.P1556S

Pat_76 Post-Resistance MORF4 10934 37 4 174537317 174537317 Missense_Mutation SNP C T 31 70 c.478G>A c.(478-480)GAT>AAT p.D160N

Pat_76 Post-Resistance MORF4 10934 37 4 174537505 174537505 Missense_Mutation SNP G A 28 73 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_76 Post-Resistance ADAM29 11086 37 4 175896821 175896821 Missense_Mutation SNP C T 5 17 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_76 Post-Resistance ODZ3 55714 37 4 183600893 183600893 Missense_Mutation SNP A T 17 18 c.1401A>T c.(1399-1401)AGA>AGT p.R467S

Pat_76 Post-Resistance ODZ3 55714 37 4 183714966 183714966 Missense_Mutation SNP C T 5 7 c.7141C>T c.(7141-7143)CCT>TCT p.P2381S

Pat_76 Post-Resistance C4orf41 60684 37 4 184600505 184600505 Splice_Site SNP G A 8 13 c.832_splice c.e9-1 p.I278_splice

Pat_76 Post-Resistance ZFP42 132625 37 4 188924469 188924469 Missense_Mutation SNP G A 13 58 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_76 Post-Resistance TRIML1 339976 37 4 189061047 189061047 Missense_Mutation SNP G A 8 15 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_76 Post-Resistance PLEKHG4B 153478 37 5 151653 151653 Missense_Mutation SNP G A 7 25 c.863G>A c.(862-864)AGT>AAT p.S288N

Pat_76 Post-Resistance BRD9 65980 37 5 865586 865586 Missense_Mutation SNP G A 15 34 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_76 Post-Resistance DNAH5 1767 37 5 13719036 13719036 Missense_Mutation SNP C T 15 48 c.12454G>A c.(12454-12456)GAT>AAT p.D4152N

Pat_76 Post-Resistance DNAH5 1767 37 5 13901602 13901602 Missense_Mutation SNP G A 6 8 c.1811C>T c.(1810-1812)TCA>TTA p.S604L

Pat_76 Post-Resistance TRIO 7204 37 5 14497016 14497016 Missense_Mutation SNP C T 17 28 c.7909C>T c.(7909-7911)CGT>TGT p.R2637C

Pat_76 Post-Resistance CDH6 1004 37 5 31294126 31294126 Missense_Mutation SNP G A 5 12 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_76 Post-Resistance RAD1 5810 37 5 34911678 34911678 Missense_Mutation SNP G A 19 41 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_76 Post-Resistance PRLR 5618 37 5 35065850 35065850 Missense_Mutation SNP G A 19 58 c.1210C>T c.(1210-1212)CCC>TCC p.P404S

Pat_76 Post-Resistance PRLR 5618 37 5 35065883 35065883 Missense_Mutation SNP C T 16 28 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_76 Post-Resistance SPEF2 79925 37 5 35667216 35667216 Missense_Mutation SNP C T 7 7 c.1210C>T c.(1210-1212)CTT>TTT p.L404F

Pat_76 Post-Resistance IL7R 3575 37 5 35876456 35876457 Missense_Mutation DNP CC TT 9 22 c.1248_1249CC>TTc.(1246-1251)CCCCCT>CCTTCTp.P417S

Pat_76 Post-Resistance UGT3A2 167127 37 5 36064452 36064453 Splice_Site DNP CC TT 4 14 c.95_splice c.e2-1 p.G32_splice

Pat_76 Post-Resistance EGFLAM 133584 37 5 38406257 38406257 Missense_Mutation SNP G A 12 13 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_76 Post-Resistance PTGER4 5734 37 5 40681235 40681235 Missense_Mutation SNP A T 24 45 c.140A>T c.(139-141)AAG>ATG p.K47M

Pat_76 Post-Resistance C7 730 37 5 40934512 40934512 Missense_Mutation SNP C T 14 49 c.224C>T c.(223-225)CCT>CTT p.P75L

Pat_76 Post-Resistance HEATR7B2 133558 37 5 41000395 41000395 Missense_Mutation SNP C T 9 17 c.4409G>A c.(4408-4410)GGG>GAG p.G1470E

Pat_76 Post-Resistance C6 729 37 5 41149409 41149409 Missense_Mutation SNP A G 27 59 c.2557T>C c.(2557-2559)TCA>CCA p.S853P



Pat_76 Post-Resistance PARP8 79668 37 5 50090751 50090751 Missense_Mutation SNP G A 13 24 c.928G>A c.(928-930)GGA>AGA p.G310R

Pat_76 Post-Resistance ADAMTS6 11174 37 5 64511271 64511271 Nonsense_Mutation SNP C T 9 14 c.2316G>A c.(2314-2316)TGG>TGA p.W772*

Pat_76 Post-Resistance ADAMTS6 11174 37 5 64522007 64522008 Missense_Mutation DNP CC TT 10 29 c.1972_1973GG>AAc.(1972-1974)GGT>AAT p.G658N

Pat_76 Post-Resistance IQGAP2 10788 37 5 75858277 75858277 Missense_Mutation SNP G A 9 28 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_76 Post-Resistance GPR98 84059 37 5 90106784 90106784 Missense_Mutation SNP G A 15 14 c.15707G>A c.(15706-15708)GGC>GAC p.G5236D

Pat_76 Post-Resistance PCSK1 5122 37 5 95733081 95733081 Missense_Mutation SNP C T 3 18 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_76 Post-Resistance RIOK2 55781 37 5 96514819 96514819 Missense_Mutation SNP A T 8 11 c.145T>A c.(145-147)TGT>AGT p.C49S

Pat_76 Post-Resistance SLCO4C1 353189 37 5 101585427 101585427 Missense_Mutation SNP T A 9 22 c.1535A>T c.(1534-1536)TAT>TTT p.Y512F

Pat_76 Post-Resistance CAMK4 814 37 5 110818528 110818528 Missense_Mutation SNP T A 19 26 c.874T>A c.(874-876)TTT>ATT p.F292I

Pat_76 Post-Resistance FEM1C 56929 37 5 114860426 114860426 Missense_Mutation SNP C T 15 40 c.1433G>A c.(1432-1434)AGG>AAG p.R478K

Pat_76 Post-Resistance SEMA6A 57556 37 5 115783483 115783483 Missense_Mutation SNP T G 3 10 c.1919A>C c.(1918-1920)AAA>ACA p.K640T

Pat_76 Post-Resistance FAM170A 340069 37 5 118969718 118969718 Missense_Mutation SNP G A 10 28 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_76 Post-Resistance FTMT 94033 37 5 121188022 121188022 Missense_Mutation SNP G A 4 16 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Post-Resistance SNCAIP 9627 37 5 121758806 121758806 Missense_Mutation SNP G A 4 6 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_76 Post-Resistance SNCAIP 9627 37 5 121761092 121761092 Missense_Mutation SNP G A 20 48 c.1048G>A c.(1048-1050)GGA>AGA p.G350R

Pat_76 Post-Resistance SNCAIP 9627 37 5 121761194 121761194 Missense_Mutation SNP G A 18 39 c.1150G>A c.(1150-1152)GAG>AAG p.E384K

Pat_76 Post-Resistance FBN2 2201 37 5 127626457 127626457 Missense_Mutation SNP C T 17 36 c.6412G>A c.(6412-6414)GAC>AAC p.D2138N

Pat_76 Post-Resistance DDX46 9879 37 5 134131837 134131837 Missense_Mutation SNP G A 4 17 c.1951G>A c.(1951-1953)GGA>AGA p.G651R

Pat_76 Post-Resistance TGFBI 7045 37 5 135388802 135388802 Missense_Mutation SNP G A 6 15 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Post-Resistance KLHL3 26249 37 5 137028094 137028094 Missense_Mutation SNP G A 14 26 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_76 Post-Resistance LRRTM2 26045 37 5 138209183 138209183 Missense_Mutation SNP C T 10 24 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_76 Post-Resistance IK 3550 37 5 140032614 140032614 Missense_Mutation SNP G A 9 27 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_76 Post-Resistance PCDHA4 56144 37 5 140186787 140186788 Nonsense_Mutation DNP GG AA 11 45 c.15_16GG>AAc.(13-18)TGGGGA>TGAAGAp.5_6WG>*R

Pat_76 Post-Resistance PCDHA4 56144 37 5 140188520 140188520 Nonsense_Mutation SNP G A 17 35 c.1748G>A c.(1747-1749)TGG>TAG p.W583*

Pat_76 Post-Resistance PCDHA7 56141 37 5 140214158 140214158 Missense_Mutation SNP T A 56 123 c.190T>A c.(190-192)TTC>ATC p.F64I

Pat_76 Post-Resistance PCDHA8 56140 37 5 140222893 140222893 Missense_Mutation SNP G A 30 57 c.1987G>A c.(1987-1989)GCC>ACC p.A663T

Pat_76 Post-Resistance PCDHA10 56139 37 5 140237626 140237626 Missense_Mutation SNP C T 9 17 c.1993C>T c.(1993-1995)CTT>TTT p.L665F

Pat_76 Post-Resistance PCDHAC2 56134 37 5 140347871 140347871 Missense_Mutation SNP C T 26 31 c.1520C>T c.(1519-1521)TCC>TTC p.S507F

Pat_76 Post-Resistance PCDHB1 29930 37 5 140431731 140431731 Missense_Mutation SNP G A 3 3 c.676G>A c.(676-678)GCT>ACT p.A226T

Pat_76 Post-Resistance PCDHB1 29930 37 5 140432475 140432475 Missense_Mutation SNP G A 5 26 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_76 Post-Resistance PCDHB2 56133 37 5 140474589 140474589 Missense_Mutation SNP G A 10 16 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Post-Resistance PCDHB3 56132 37 5 140481729 140481729 Missense_Mutation SNP C T 23 83 c.1496C>T c.(1495-1497)CCC>CTC p.P499L

Pat_76 Post-Resistance PCDHB6 56130 37 5 140530292 140530292 Missense_Mutation SNP C T 44 100 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_76 Post-Resistance PCDHB6 56130 37 5 140532002 140532002 Missense_Mutation SNP C T 43 95 c.2164C>T c.(2164-2166)CGC>TGC p.R722C

Pat_76 Post-Resistance PCDHB7 56129 37 5 140554046 140554046 Missense_Mutation SNP G A 10 21 c.1630G>A c.(1630-1632)GAG>AAG p.E544K

Pat_76 Post-Resistance PCDHB16 57717 37 5 140562564 140562564 Missense_Mutation SNP G A 7 9 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_76 Post-Resistance PCDHB16 57717 37 5 140562910 140562910 Missense_Mutation SNP C T 19 29 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_76 Post-Resistance PCDHB9 56127 37 5 140567229 140567229 Missense_Mutation SNP C T 3 31 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Post-Resistance PCDHB9 56127 37 5 140568021 140568021 Missense_Mutation SNP G A 5 2 c.1129G>A c.(1129-1131)GAA>AAA p.E377K

Pat_76 Post-Resistance PCDHB10 56126 37 5 140572462 140572462 Missense_Mutation SNP C T 8 23 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Post-Resistance PCDHGA1 56114 37 5 140712307 140712307 Missense_Mutation SNP G A 44 78 c.2056G>A c.(2056-2058)GAT>AAT p.D686N

Pat_76 Post-Resistance PCDHGA2 56113 37 5 140719019 140719019 Missense_Mutation SNP G A 28 41 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_76 Post-Resistance PCDHGA9 56107 37 5 140782892 140782892 Missense_Mutation SNP G A 14 42 c.373G>A c.(373-375)GAT>AAT p.D125N

Pat_76 Post-Resistance SH3RF2 153769 37 5 145379890 145379890 Missense_Mutation SNP G T 3 13 c.648G>T c.(646-648)AAG>AAT p.K216N

Pat_76 Post-Resistance PDGFRB 5159 37 5 149499118 149499118 Missense_Mutation SNP A C 25 44 c.2710T>G c.(2710-2712)TAC>GAC p.Y904D

Pat_76 Post-Resistance GLRA1 2741 37 5 151271938 151271938 Missense_Mutation SNP C T 8 21 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_76 Post-Resistance GALNT10 55568 37 5 153709295 153709295 Nonsense_Mutation SNP C T 5 20 c.565C>T c.(565-567)CGA>TGA p.R189*



Pat_76 Post-Resistance KIF4B 285643 37 5 154393439 154393439 Missense_Mutation SNP G A 25 78 c.20G>A c.(19-21)GGA>GAA p.G7E

Pat_76 Post-Resistance KIF4B 285643 37 5 154396219 154396219 Missense_Mutation SNP C T 10 26 c.2800C>T c.(2800-2802)CTT>TTT p.L934F

Pat_76 Post-Resistance CYFIP2 26999 37 5 156819926 156819926 Missense_Mutation SNP C T 29 44 c.3680C>T c.(3679-3681)TCC>TTC p.S1227F

Pat_76 Post-Resistance GABRB2 2561 37 5 160721303 160721303 Missense_Mutation SNP G A 11 19 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_76 Post-Resistance ODZ2 57451 37 5 167420012 167420013 Missense_Mutation DNP CC TT 28 49 c.1011_1012CC>TTc.(1009-1014)TACCCT>TATTCTp.P338S

Pat_76 Post-Resistance CPLX2 10814 37 5 175306947 175306947 Missense_Mutation SNP C T 11 13 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_76 Post-Resistance MXD3 83463 37 5 176734669 176734669 Missense_Mutation SNP C T 25 44 c.541G>A c.(541-543)GGG>AGG p.G181R

Pat_76 Post-Resistance ZNF454 285676 37 5 178392376 178392376 Missense_Mutation SNP G A 4 22 c.971G>A c.(970-972)GGA>GAA p.G324E

Pat_76 Post-Resistance RUFY1 80230 37 5 179025788 179025788 Missense_Mutation SNP G A 28 79 c.1727G>A c.(1726-1728)AGG>AAG p.R576K

Pat_76 Post-Resistance TBC1D9B 23061 37 5 179292874 179292874 Missense_Mutation SNP C T 25 41 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_76 Post-Resistance RASGEF1C 255426 37 5 179545807 179545807 Missense_Mutation SNP C T 10 27 c.967G>A c.(967-969)GCC>ACC p.A323T

Pat_76 Post-Resistance DSP 1832 37 6 7569516 7569516 Missense_Mutation SNP C T 25 45 c.1517C>T c.(1516-1518)CCC>CTC p.P506L

Pat_76 Post-Resistance HDGFL1 154150 37 6 22569943 22569943 Missense_Mutation SNP G A 9 35 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_76 Post-Resistance HIST1H1D 3007 37 6 26234911 26234911 Missense_Mutation SNP C T 7 36 c.251G>A c.(250-252)GGC>GAC p.G84D

Pat_76 Post-Resistance BTN3A3 10384 37 6 26452269 26452269 Missense_Mutation SNP G A 11 26 c.1385G>A c.(1384-1386)GGG>GAG p.G462E

Pat_76 Post-Resistance SCAND3 114821 37 6 28543719 28543719 Missense_Mutation SNP C T 4 20 c.763G>A c.(763-765)GAA>AAA p.E255K

Pat_76 Post-Resistance OR2J2 26707 37 6 29142001 29142001 Missense_Mutation SNP G A 18 28 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_76 Post-Resistance OR2H1 26716 37 6 29429955 29429955 Missense_Mutation SNP C T 52 144 c.409C>T c.(409-411)CGC>TGC p.R137C

Pat_76 Post-Resistance HLA-L 3139 37 6 30231076 30231076 Missense_Mutation SNP G A 29 89 c.520G>A c.(520-522)GGT>AGT p.G174S

Pat_76 Post-Resistance KIAA1949 170954 37 6 30645059 30645059 Missense_Mutation SNP G A 25 48 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_76 Post-Resistance C6orf15 29113 37 6 31079874 31079874 Missense_Mutation SNP G A 7 17 c.262C>T c.(262-264)CCA>TCA p.P88S

Pat_76 Post-Resistance LY6G6F 259215 37 6 31675497 31675498 Missense_Mutation DNP GT TA 4 18 c.315_316GT>TAc.(313-318)TGGTGC>TGTAGCp.105_106WC>CS

Pat_76 Post-Resistance NEU1 4758 37 6 31827660 31827660 Nonsense_Mutation SNP G A 43 80 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_76 Post-Resistance SKIV2L 6499 37 6 31935813 31935813 Nonsense_Mutation SNP G T 3 18 c.2812G>T c.(2812-2814)GAG>TAG p.E938*

Pat_76 Post-Resistance C4A 720 37 6 31996291 31996291 Missense_Mutation SNP C T 28 68 c.3212C>T c.(3211-3213)TCA>TTA p.S1071L

Pat_76 Post-Resistance NOTCH4 4855 37 6 32180981 32180981 Missense_Mutation SNP G A 9 14 c.2369C>T c.(2368-2370)TCC>TTC p.S790F

Pat_76 Post-Resistance C6orf10 10665 37 6 32260979 32260979 Missense_Mutation SNP C T 13 25 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Post-Resistance C6orf10 10665 37 6 32261012 32261012 Missense_Mutation SNP C T 13 60 c.1438G>A c.(1438-1440)GTA>ATA p.V480I

Pat_76 Post-Resistance C6orf10 10665 37 6 32261248 32261248 Missense_Mutation SNP C T 10 37 c.1202G>A c.(1201-1203)AGG>AAG p.R401K

Pat_76 Post-Resistance HLA-DRB1 3123 37 6 32548562 32548562 Missense_Mutation SNP G A 9 59 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_76 Post-Resistance COL11A2 1302 37 6 33138658 33138658 Missense_Mutation SNP C T 22 35 c.3403G>A c.(3403-3405)GGA>AGA p.G1135R

Pat_76 Post-Resistance DAXX 1616 37 6 33287202 33287202 Missense_Mutation SNP G A 28 65 c.1895C>T c.(1894-1896)TCT>TTT p.S632F

Pat_76 Post-Resistance TULP1 7287 37 6 35477652 35477652 Missense_Mutation SNP C T 17 31 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_76 Post-Resistance DNAH8 1769 37 6 38905837 38905837 Missense_Mutation SNP C A 12 23 c.11000C>A c.(10999-11001)GCT>GAT p.A3667D

Pat_76 Post-Resistance DNAH8 1769 37 6 38906638 38906638 Missense_Mutation SNP G A 3 12 c.11230G>A c.(11230-11232)GTT>ATT p.V3744I

Pat_76 Post-Resistance DNAH8 1769 37 6 38998080 38998080 Missense_Mutation SNP C T 12 46 c.13385C>T c.(13384-13386)ACC>ATC p.T4462I

Pat_76 Post-Resistance GLP1R 2740 37 6 39040780 39040780 Missense_Mutation SNP C T 12 32 c.652C>T c.(652-654)CTC>TTC p.L218F

Pat_76 Post-Resistance TREM2 54209 37 6 41126761 41126762 Missense_Mutation DNP GG AA 5 6 c.525_526CC>TTc.(523-528)ATCCTT>ATTTTT p.L176F

Pat_76 Post-Resistance TREML2 79865 37 6 41162514 41162514 Missense_Mutation SNP C T 10 30 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_76 Post-Resistance TTBK1 84630 37 6 43250765 43250765 Missense_Mutation SNP G A 3 9 c.2287G>A c.(2287-2289)GAG>AAG p.E763K

Pat_76 Post-Resistance HSP90AB1 3326 37 6 44218846 44218846 Missense_Mutation SNP C T 20 49 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_76 Post-Resistance GPR116 221395 37 6 46849828 46849828 Missense_Mutation SNP C T 22 59 c.629G>A c.(628-630)GGA>GAA p.G210E

Pat_76 Post-Resistance GPR111 222611 37 6 47648023 47648023 Missense_Mutation SNP G A 22 49 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Post-Resistance GPR111 222611 37 6 47649928 47649928 Missense_Mutation SNP T G 5 10 c.1633T>G c.(1633-1635)TAT>GAT p.Y545D

Pat_76 Post-Resistance GPR115 221393 37 6 47684567 47684567 Missense_Mutation SNP C T 6 29 c.1958C>T c.(1957-1959)ACC>ATC p.T653I

Pat_76 Post-Resistance PKHD1 5314 37 6 51524392 51524393 Missense_Mutation DNP CC TT 6 13 c.10531_10532GG>AAc.(10531-10533)GGG>AAG p.G3511K

Pat_76 Post-Resistance BAI3 577 37 6 69646453 69646453 Missense_Mutation SNP C T 4 17 c.911C>T c.(910-912)TCG>TTG p.S304L



Pat_76 Post-Resistance COL9A1 1297 37 6 70984444 70984444 Missense_Mutation SNP G A 9 14 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_76 Post-Resistance COL9A1 1297 37 6 70991139 70991139 Missense_Mutation SNP G A 3 12 c.830C>T c.(829-831)CCC>CTC p.P277L

Pat_76 Post-Resistance IMPG1 3617 37 6 76731904 76731904 Missense_Mutation SNP G A 5 25 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_76 Post-Resistance HTR1B 3351 37 6 78173077 78173077 Missense_Mutation SNP C T 6 28 c.44G>A c.(43-45)GGC>GAC p.G15D

Pat_76 Post-Resistance ME1 4199 37 6 83933652 83933652 Missense_Mutation SNP C T 5 16 c.1276G>A c.(1276-1278)GGA>AGA p.G426R

Pat_76 Post-Resistance TBX18 9096 37 6 85466491 85466492 Missense_Mutation DNP CC TT 6 30 c.695_696GG>AA c.(694-696)GGG>GAA p.G232E

Pat_76 Post-Resistance NT5E 4907 37 6 86180955 86180955 Missense_Mutation SNP G A 3 4 c.563G>A c.(562-564)GGG>GAG p.G188E

Pat_76 Post-Resistance EPHA7 2045 37 6 93955105 93955105 Nonsense_Mutation SNP C T 8 18 c.2793G>A c.(2791-2793)TGG>TGA p.W931*

Pat_76 Post-Resistance EPHA7 2045 37 6 93956552 93956552 Missense_Mutation SNP C T 9 22 c.2684G>A c.(2683-2685)CGA>CAA p.R895Q

Pat_76 Post-Resistance KIAA0776 23376 37 6 97000533 97000533 Missense_Mutation SNP C T 4 12 c.2161C>T c.(2161-2163)CCA>TCA p.P721S

Pat_76 Post-Resistance GRIK2 2898 37 6 102307279 102307279 Missense_Mutation SNP G A 3 19 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_76 Post-Resistance GRIK2 2898 37 6 102372501 102372501 Missense_Mutation SNP C T 17 30 c.1774C>T c.(1774-1776)CCA>TCA p.P592S

Pat_76 Post-Resistance SOBP 55084 37 6 107827494 107827494 Missense_Mutation SNP C T 22 70 c.284C>T c.(283-285)CCA>CTA p.P95L

Pat_76 Post-Resistance SEC63 11231 37 6 108279182 108279182 Missense_Mutation SNP C T 27 115 c.32G>A c.(31-33)AGT>AAT p.S11N

Pat_76 Post-Resistance ARMC2 84071 37 6 109220963 109220963 Missense_Mutation SNP G A 4 14 c.815G>A c.(814-816)AGG>AAG p.R272K

Pat_76 Post-Resistance HDAC2 3066 37 6 114274532 114274532 Missense_Mutation SNP C T 4 26 c.830G>A c.(829-831)GGT>GAT p.G277D

Pat_76 Post-Resistance FRK 2444 37 6 116263590 116263590 Missense_Mutation SNP T C 13 23 c.1505A>G c.(1504-1506)AAC>AGC p.N502S

Pat_76 Post-Resistance DSE 29940 37 6 116758336 116758336 Missense_Mutation SNP G A 3 28 c.2705G>A c.(2704-2706)AGG>AAG p.R902K

Pat_76 Post-Resistance RFX6 222546 37 6 117240459 117240460 Splice_Site DNP GG AA 11 17 c.1182_splice c.e11+1 p.Q394_splice

Pat_76 Post-Resistance RFX6 222546 37 6 117248514 117248514 Missense_Mutation SNP G C 7 30 c.2210G>C c.(2209-2211)AGA>ACA p.R737T

Pat_76 Post-Resistance C6orf170 221322 37 6 121481215 121481215 Missense_Mutation SNP G A 14 32 c.2714C>T c.(2713-2715)TCA>TTA p.S905L

Pat_76 Post-Resistance C6orf58 352999 37 6 127898569 127898569 Missense_Mutation SNP C T 8 72 c.239C>T c.(238-240)CCA>CTA p.P80L

Pat_76 Post-Resistance PTPRK 5796 37 6 128304508 128304508 Missense_Mutation SNP C T 16 37 c.3263G>A c.(3262-3264)CGA>CAA p.R1088Q

Pat_76 Post-Resistance LAMA2 3908 37 6 129802517 129802517 Missense_Mutation SNP G A 26 58 c.7682G>A c.(7681-7683)GGC>GAC p.G2561D

Pat_76 Post-Resistance C6orf191 253582 37 6 130166939 130166939 Missense_Mutation SNP G A 22 53 c.92C>T c.(91-93)TCC>TTC p.S31F

Pat_76 Post-Resistance ENPP3 5169 37 6 131973708 131973708 Missense_Mutation SNP C T 31 67 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_76 Post-Resistance ENPP3 5169 37 6 131995347 131995347 Missense_Mutation SNP G A 13 12 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Post-Resistance TAAR8 83551 37 6 132874774 132874774 Missense_Mutation SNP C T 6 25 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_76 Post-Resistance AHI1 54806 37 6 135754272 135754272 Missense_Mutation SNP G A 17 31 c.2159C>T c.(2158-2160)TCC>TTC p.S720F

Pat_76 Post-Resistance BCLAF1 9774 37 6 136599690 136599690 Missense_Mutation SNP G A 7 45 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_76 Post-Resistance MAP7 9053 37 6 136680963 136680963 Missense_Mutation SNP C T 26 66 c.1907G>A c.(1906-1908)GGA>GAA p.G636E

Pat_76 Post-Resistance MAP7 9053 37 6 136681842 136681842 Missense_Mutation SNP C T 64 125 c.1796G>A c.(1795-1797)AGA>AAA p.R599K

Pat_76 Post-Resistance KIAA1244 57221 37 6 138619758 138619758 Missense_Mutation SNP G A 7 7 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_76 Post-Resistance PLAGL1 5325 37 6 144263084 144263084 Missense_Mutation SNP G A 11 27 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_76 Post-Resistance UTRN 7402 37 6 145156938 145156938 Nonsense_Mutation SNP C T 52 134 c.9688C>T c.(9688-9690)CAG>TAG p.Q3230*

Pat_76 Post-Resistance FBXL18 80028 37 7 5540452 5540452 Missense_Mutation SNP G T 9 33 c.1448C>A c.(1447-1449)CCC>CAC p.P483H

Pat_76 Post-Resistance C7orf26 79034 37 7 6639796 6639796 Missense_Mutation SNP C T 13 16 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_76 Post-Resistance COL28A1 340267 37 7 7457519 7457519 Missense_Mutation SNP G A 22 34 c.2107C>T c.(2107-2109)CCC>TCC p.P703S

Pat_76 Post-Resistance ETV1 2115 37 7 13971333 13971333 Missense_Mutation SNP G A 9 21 c.596C>T c.(595-597)CCT>CTT p.P199L

Pat_76 Post-Resistance AHR 196 37 7 17349748 17349748 Splice_Site SNP G A 3 16 c.253_splice c.e2+1 p.V85_splice

Pat_76 Post-Resistance HDAC9 9734 37 7 18975562 18975562 Missense_Mutation SNP T G 23 21 c.2925T>G c.(2923-2925)AAT>AAG p.N975K

Pat_76 Post-Resistance TWISTNB 221830 37 7 19748518 19748518 Missense_Mutation SNP A C 15 13 c.122T>G c.(121-123)GTG>GGG p.V41G

Pat_76 Post-Resistance DNAH11 8701 37 7 21639612 21639612 Missense_Mutation SNP C T 3 19 c.2875C>T c.(2875-2877)CCT>TCT p.P959S

Pat_76 Post-Resistance STK31 56164 37 7 23827672 23827672 Missense_Mutation SNP C T 16 54 c.2561C>T c.(2560-2562)TCA>TTA p.S854L

Pat_76 Post-Resistance GARS 2617 37 7 30656730 30656730 Missense_Mutation SNP G A 10 89 c.1195G>A c.(1195-1197)GGT>AGT p.G399S

Pat_76 Post-Resistance BMPER 168667 37 7 34118765 34118765 Missense_Mutation SNP G A 22 94 c.1375G>A c.(1375-1377)GAT>AAT p.D459N

Pat_76 Post-Resistance POU6F2 11281 37 7 39446295 39446295 Missense_Mutation SNP C T 23 25 c.982C>T c.(982-984)CTT>TTT p.L328F



Pat_76 Post-Resistance C7orf36 57002 37 7 39612174 39612174 Missense_Mutation SNP G A 13 55 c.550G>A c.(550-552)GAA>AAA p.E184K

Pat_76 Post-Resistance GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 5 20 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_76 Post-Resistance C7orf44 55744 37 7 43687203 43687203 Missense_Mutation SNP C T 7 34 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_76 Post-Resistance PGAM2 5224 37 7 44105164 44105164 Splice_Site SNP G A 30 26 c.-34_splice c.e1-1

Pat_76 Post-Resistance NPC1L1 29881 37 7 44579071 44579071 Missense_Mutation SNP G A 28 76 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_76 Post-Resistance PKD1L1 168507 37 7 47917146 47917146 Missense_Mutation SNP G A 79 78 c.3604C>T c.(3604-3606)CCC>TCC p.P1202S

Pat_76 Post-Resistance UPP1 7378 37 7 48139273 48139274 Missense_Mutation DNP CC TT 10 21 c.51_52CC>TT c.(49-54)TGCCCC>TGTTCC p.P18S

Pat_76 Post-Resistance ABCA13 154664 37 7 48311987 48311987 Missense_Mutation SNP G T 7 24 c.2724G>T c.(2722-2724)TTG>TTT p.L908F

Pat_76 Post-Resistance ABCA13 154664 37 7 48338080 48338080 Missense_Mutation SNP C T 8 20 c.9317C>T c.(9316-9318)TCC>TTC p.S3106F

Pat_76 Post-Resistance ZPBP 11055 37 7 50022979 50022979 Missense_Mutation SNP C T 8 29 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_76 Post-Resistance ZNF713 349075 37 7 56007625 56007625 Missense_Mutation SNP C T 21 33 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_76 Post-Resistance ZNF479 90827 37 7 57187752 57187752 Missense_Mutation SNP C T 23 113 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Post-Resistance ZNF727 442319 37 7 63538454 63538454 Missense_Mutation SNP G A 9 43 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_76 Post-Resistance CALN1 83698 37 7 71275372 71275372 Missense_Mutation SNP C T 14 63 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_76 Post-Resistance POR 5447 37 7 75583414 75583414 Missense_Mutation SNP C T 5 14 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_76 Post-Resistance MAGI2 9863 37 7 77885584 77885584 Missense_Mutation SNP C T 10 51 c.1723G>A c.(1723-1725)GAT>AAT p.D575N

Pat_76 Post-Resistance PCLO 27445 37 7 82451858 82451858 Missense_Mutation SNP G C 31 85 c.14744C>G c.(14743-14745)GCC>GGC p.A4915G

Pat_76 Post-Resistance PCLO 27445 37 7 82546104 82546104 Missense_Mutation SNP G A 15 28 c.11198C>T c.(11197-11199)TCC>TTC p.S3733F

Pat_76 Post-Resistance PCLO 27445 37 7 82764102 82764102 Missense_Mutation SNP T G 4 9 c.2764A>C c.(2764-2766)ACT>CCT p.T922P

Pat_76 Post-Resistance PCLO 27445 37 7 82764708 82764708 Missense_Mutation SNP C T 5 15 c.2158G>A c.(2158-2160)GCC>ACC p.A720T

Pat_76 Post-Resistance PCLO 27445 37 7 82785182 82785182 Nonsense_Mutation SNP G A 4 16 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Post-Resistance SEMA3A 10371 37 7 83636707 83636707 Missense_Mutation SNP G A 7 52 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_76 Post-Resistance ABCB1 5243 37 7 87133609 87133609 Missense_Mutation SNP C T 42 49 c.3793G>A c.(3793-3795)GGC>AGC p.G1265S

Pat_76 Post-Resistance RUNDC3B 154661 37 7 87407136 87407136 Missense_Mutation SNP G A 5 14 c.872G>A c.(871-873)CGA>CAA p.R291Q

Pat_76 Post-Resistance STEAP4 79689 37 7 87913456 87913456 Nonsense_Mutation SNP A C 13 38 c.129T>G c.(127-129)TAT>TAG p.Y43*

Pat_76 Post-Resistance PEX1 5189 37 7 92119180 92119180 Missense_Mutation SNP G A 3 26 c.3484C>T c.(3484-3486)CCT>TCT p.P1162S

Pat_76 Post-Resistance SAMD9L 219285 37 7 92762118 92762118 Missense_Mutation SNP G A 10 48 c.3167C>T c.(3166-3168)TCC>TTC p.S1056F

Pat_76 Post-Resistance COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 9 29 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_76 Post-Resistance NPTX2 4885 37 7 98254473 98254473 Missense_Mutation SNP G A 15 76 c.883G>A c.(883-885)GAC>AAC p.D295N

Pat_76 Post-Resistance CYP3A4 1576 37 7 99359664 99359664 Missense_Mutation SNP C T 32 43 c.1253G>A c.(1252-1254)AGA>AAA p.R418K

Pat_76 Post-Resistance ZAN 7455 37 7 100348419 100348419 Missense_Mutation SNP G A 8 10 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Post-Resistance MUC17 140453 37 7 100678919 100678919 Missense_Mutation SNP G A 258 544 c.4222G>A c.(4222-4224)GTA>ATA p.V1408I

Pat_76 Post-Resistance MUC17 140453 37 7 100683798 100683798 Missense_Mutation SNP C T 188 594 c.9101C>T c.(9100-9102)ACC>ATC p.T3034I

Pat_76 Post-Resistance MUC17 140453 37 7 100686761 100686761 Missense_Mutation SNP A C 41 127 c.12064A>C c.(12064-12066)ACT>CCT p.T4022P

Pat_76 Post-Resistance ZNHIT1 10467 37 7 100867093 100867093 Missense_Mutation SNP T C 22 110 c.413T>C c.(412-414)GTG>GCG p.V138A

Pat_76 Post-Resistance CUX1 1523 37 7 101918517 101918517 Splice_Site SNP G A 38 83 c.1451_splice c.e17-1 p.G484_splice

Pat_76 Post-Resistance SLC26A5 375611 37 7 103048336 103048336 Missense_Mutation SNP C T 6 34 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_76 Post-Resistance RELN 5649 37 7 103185660 103185660 Missense_Mutation SNP C T 37 32 c.6434G>A c.(6433-6435)GGA>GAA p.G2145E

Pat_76 Post-Resistance RELN 5649 37 7 103294623 103294623 Missense_Mutation SNP C T 8 27 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_76 Post-Resistance RELN 5649 37 7 103341421 103341421 Missense_Mutation SNP G A 32 61 c.838C>T c.(838-840)CCC>TCC p.P280S

Pat_76 Post-Resistance IFRD1 3475 37 7 112096120 112096120 Missense_Mutation SNP T G 15 11 c.263T>G c.(262-264)ATT>AGT p.I88S

Pat_76 Post-Resistance PPP1R3A 5506 37 7 113518127 113518127 Missense_Mutation SNP G A 10 38 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_76 Post-Resistance PPP1R3A 5506 37 7 113558273 113558273 Missense_Mutation SNP G A 8 35 c.779C>T c.(778-780)TCA>TTA p.S260L

Pat_76 Post-Resistance FOXP2 93986 37 7 114329931 114329931 Missense_Mutation SNP G A 13 53 c.2098G>A c.(2098-2100)GAA>AAA p.E700K

Pat_76 Post-Resistance MET 4233 37 7 116371883 116371884 Missense_Mutation DNP TC AT 24 15 c.1362_1363TC>ATc.(1360-1365)AATCTT>AAATTTp.454_455NL>KF

Pat_76 Post-Resistance WNT2 7472 37 7 116918241 116918241 Missense_Mutation SNP G A 19 80 c.1051C>T c.(1051-1053)CCC>TCC p.P351S

Pat_76 Post-Resistance CFTR 1080 37 7 117232163 117232163 Missense_Mutation SNP G A 26 18 c.1942G>A c.(1942-1944)GAT>AAT p.D648N



Pat_76 Post-Resistance CFTR 1080 37 7 117307052 117307052 Missense_Mutation SNP G A 7 51 c.4333G>A c.(4333-4335)GAC>AAC p.D1445N

Pat_76 Post-Resistance TSPAN12 23554 37 7 120428929 120428929 Missense_Mutation SNP G A 5 30 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_76 Post-Resistance RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 64 310 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_76 Post-Resistance IQUB 154865 37 7 123136870 123136870 Missense_Mutation SNP C T 19 11 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Post-Resistance FSCN3 29999 37 7 127236496 127236496 Missense_Mutation SNP C T 123 50 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_76 Post-Resistance SND1 27044 37 7 127326763 127326763 Missense_Mutation SNP C T 16 116 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_76 Post-Resistance FLNC 2318 37 7 128484752 128484752 Missense_Mutation SNP G A 15 73 c.3233G>A c.(3232-3234)GGC>GAC p.G1078D

Pat_76 Post-Resistance FLNC 2318 37 7 128485144 128485144 Missense_Mutation SNP G A 55 186 c.3625G>A c.(3625-3627)GAT>AAT p.D1209N

Pat_76 Post-Resistance FLNC 2318 37 7 128493532 128493532 Missense_Mutation SNP G A 29 15 c.6218G>A c.(6217-6219)GGC>GAC p.G2073D

Pat_76 Post-Resistance PLXNA4 91584 37 7 131831452 131831452 Missense_Mutation SNP C T 39 149 c.4872G>A c.(4870-4872)ATG>ATA p.M1624I

Pat_76 Post-Resistance PLXNA4 91584 37 7 131853205 131853205 Missense_Mutation SNP C T 30 79 c.4144G>A c.(4144-4146)GAC>AAC p.D1382N

Pat_76 Post-Resistance PLXNA4 91584 37 7 131853241 131853241 Missense_Mutation SNP G A 21 89 c.4108C>T c.(4108-4110)CGC>TGC p.R1370C

Pat_76 Post-Resistance PLXNA4 91584 37 7 132192864 132192864 Missense_Mutation SNP G A 31 128 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_76 Post-Resistance CHRM2 1129 37 7 136700405 136700405 Missense_Mutation SNP G A 15 27 c.793G>A c.(793-795)GCC>ACC p.A265T

Pat_76 Post-Resistance DGKI 9162 37 7 137304634 137304634 Missense_Mutation SNP G A 73 40 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_76 Post-Resistance KIAA1549 57670 37 7 138552834 138552835 Nonsense_Mutation DNP GG AA 6 18 c.4815_4816CC>TTc.(4813-4818)CACCAG>CATTAGp.Q1606*

Pat_76 Post-Resistance RAB19 401409 37 7 140107597 140107597 Missense_Mutation SNP G A 10 79 c.151G>A c.(151-153)GGA>AGA p.G51R

Pat_76 Post-Resistance RAB19 401409 37 7 140111792 140111792 Missense_Mutation SNP C T 34 164 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_76 Post-Resistance DENND2A 27147 37 7 140301773 140301773 Missense_Mutation SNP C A 43 161 c.425G>T c.(424-426)GGC>GTC p.G142V

Pat_76 Post-Resistance ADCK2 90956 37 7 140373899 140373899 Missense_Mutation SNP C T 39 25 c.769C>T c.(769-771)CTT>TTT p.L257F

Pat_76 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 28 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_76 Post-Resistance BRAF 673 37 7 140481408 140481408 Missense_Mutation SNP G A 27 184 c.1400C>T c.(1399-1401)TCA>TTA p.S467L

Pat_76 Post-Resistance WEE2 494551 37 7 141408728 141408728 Nonsense_Mutation SNP G A 124 66 c.170G>A c.(169-171)TGG>TAG p.W57*

Pat_76 Post-Resistance MGAM 8972 37 7 141759301 141759301 Missense_Mutation SNP G A 7 9 c.3849G>A c.(3847-3849)ATG>ATA p.M1283I

Pat_76 Post-Resistance TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 40 141 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_76 Post-Resistance TRPV5 56302 37 7 142625878 142625878 Missense_Mutation SNP C T 19 83 c.670G>A c.(670-672)GGA>AGA p.G224R

Pat_76 Post-Resistance TAS2R39 259285 37 7 142880593 142880593 Missense_Mutation SNP G A 8 25 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_76 Post-Resistance TAS2R39 259285 37 7 142881212 142881212 Missense_Mutation SNP C T 106 61 c.701C>T c.(700-702)TCT>TTT p.S234F

Pat_76 Post-Resistance CLCN1 1180 37 7 143044013 143044013 Missense_Mutation SNP G A 17 58 c.2374G>A c.(2374-2376)GAT>AAT p.D792N

Pat_76 Post-Resistance EPHA1 2041 37 7 143096756 143096756 Missense_Mutation SNP C T 60 190 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Post-Resistance TAS2R41 259287 37 7 143175540 143175540 Missense_Mutation SNP C T 8 23 c.575C>T c.(574-576)CCT>CTT p.P192L

Pat_76 Post-Resistance OR2F1 26211 37 7 143657369 143657369 Missense_Mutation SNP T A 35 90 c.306T>A c.(304-306)TTT>TTA p.F102L

Pat_76 Post-Resistance OR2A2 442361 37 7 143807452 143807452 Missense_Mutation SNP G A 102 91 c.777G>A c.(775-777)ATG>ATA p.M259I

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144060324 144060324 Missense_Mutation SNP G A 31 96 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144062290 144062290 Missense_Mutation SNP C T 8 137 c.2528C>T c.(2527-2529)CCC>CTC p.P843L

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144068336 144068336 Missense_Mutation SNP C T 6 150 c.3614C>T c.(3613-3615)TCA>TTA p.S1205L

Pat_76 Post-Resistance CNTNAP2 26047 37 7 146825794 146825794 Missense_Mutation SNP G A 7 46 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_76 Post-Resistance C7orf33 202865 37 7 148311169 148311169 Missense_Mutation SNP G A 43 133 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_76 Post-Resistance ZNF786 136051 37 7 148768291 148768292 Missense_Mutation DNP GG AA 18 22 c.1572_1573CC>TTc.(1570-1575)CTCCGT>CTTTGTp.R525C

Pat_76 Post-Resistance ZNF398 57541 37 7 148876126 148876126 Missense_Mutation SNP A G 27 192 c.1162A>G c.(1162-1164)ACC>GCC p.T388A

Pat_76 Post-Resistance ZNF777 27153 37 7 149152767 149152767 Missense_Mutation SNP G A 45 22 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_76 Post-Resistance KRBA1 84626 37 7 149422535 149422535 Missense_Mutation SNP G A 3 29 c.1256G>A c.(1255-1257)AGG>AAG p.R419K

Pat_76 Post-Resistance SSPO 23145 37 7 149473161 149473161 Missense_Mutation SNP G A 5 31 c.31G>A c.(31-33)GCG>ACG p.A11T

Pat_76 Post-Resistance SSPO 23145 37 7 149492413 149492413 Missense_Mutation SNP G A 9 34 c.6302G>A c.(6301-6303)GGG>GAG p.G2101E

Pat_76 Post-Resistance REPIN1 29803 37 7 150068839 150068839 Missense_Mutation SNP C T 6 42 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_76 Post-Resistance GIMAP8 155038 37 7 150174179 150174179 Splice_Site SNP G A 46 43 c.1310_splice c.e5-1 p.E437_splice

Pat_76 Post-Resistance GIMAP8 155038 37 7 150174386 150174386 Missense_Mutation SNP G A 28 22 c.1516G>A c.(1516-1518)GAC>AAC p.D506N



Pat_76 Post-Resistance TMEM176A 55365 37 7 150499346 150499346 Missense_Mutation SNP G A 17 81 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance NOS3 4846 37 7 150696324 150696324 Missense_Mutation SNP G A 20 144 c.1003G>A c.(1003-1005)GCA>ACA p.A335T

Pat_76 Post-Resistance MLL3 58508 37 7 152027710 152027710 Missense_Mutation SNP G A 17 94 c.365C>T c.(364-366)TCT>TTT p.S122F

Pat_76 Post-Resistance HTR5A 3361 37 7 154862632 154862632 Missense_Mutation SNP C T 33 197 c.23C>T c.(22-24)ACC>ATC p.T8I

Pat_76 Post-Resistance HTR5A 3361 37 7 154876022 154876022 Missense_Mutation SNP C T 22 97 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_76 Post-Resistance RNF32 140545 37 7 156437211 156437211 Missense_Mutation SNP G A 3 38 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_76 Post-Resistance ERICH1 157697 37 8 623397 623398 Missense_Mutation DNP CC TT 30 82 c.954_955GG>AAc.(952-957)GGGGAG>GGAAAGp.E319K

Pat_76 Post-Resistance CSMD1 64478 37 8 2806873 2806873 Missense_Mutation SNP A C 4 7 c.10353T>G c.(10351-10353)TTT>TTG p.F3451L

Pat_76 Post-Resistance CSMD1 64478 37 8 3253899 3253899 Nonsense_Mutation SNP G A 3 5 c.2413C>T c.(2413-2415)CAG>TAG p.Q805*

Pat_76 Post-Resistance SGK223 157285 37 8 8235065 8235065 Missense_Mutation SNP G A 10 18 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_76 Post-Resistance FAM167A 83648 37 8 11281901 11281901 Missense_Mutation SNP C T 19 48 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_76 Post-Resistance SGCZ 137868 37 8 13959889 13959889 Missense_Mutation SNP C T 8 28 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_76 Post-Resistance TUSC3 7991 37 8 15531307 15531307 Missense_Mutation SNP C T 10 32 c.760C>T c.(760-762)CCT>TCT p.P254S

Pat_76 Post-Resistance MTMR7 9108 37 8 17159783 17159783 Nonsense_Mutation SNP C T 9 26 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_76 Post-Resistance XPO7 23039 37 8 21834014 21834014 Missense_Mutation SNP C T 20 36 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_76 Post-Resistance LOXL2 4017 37 8 23225624 23225624 Missense_Mutation SNP C T 22 49 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_76 Post-Resistance ADAM28 10863 37 8 24187543 24187543 Missense_Mutation SNP G A 13 25 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_76 Post-Resistance ADAM7 8756 37 8 24324376 24324376 Missense_Mutation SNP G C 21 31 c.454G>C c.(454-456)GAA>CAA p.E152Q

Pat_76 Post-Resistance EBF2 64641 37 8 25718576 25718576 Missense_Mutation SNP C T 15 46 c.1331G>A c.(1330-1332)GGA>GAA p.G444E

Pat_76 Post-Resistance DPYSL2 1808 37 8 26513185 26513185 Missense_Mutation SNP C T 27 99 c.1682C>T c.(1681-1683)CCC>CTC p.P561L

Pat_76 Post-Resistance C8orf80 389643 37 8 27931885 27931885 Missense_Mutation SNP C T 5 12 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_76 Post-Resistance TEX15 56154 37 8 30695198 30695198 Missense_Mutation SNP G A 10 25 c.7453C>T c.(7453-7455)CCA>TCA p.P2485S

Pat_76 Post-Resistance ZMAT4 79698 37 8 40625228 40625228 Missense_Mutation SNP C T 5 17 c.124G>A c.(124-126)GTC>ATC p.V42I

Pat_76 Post-Resistance AGPAT6 137964 37 8 41470462 41470463 Missense_Mutation DNP CC TT 12 31 c.894_895CC>TTc.(892-897)CGCCAC>CGTTAC p.H299Y

Pat_76 Post-Resistance ANK1 286 37 8 41551487 41551487 Missense_Mutation SNP G A 7 16 c.3461C>T c.(3460-3462)TCC>TTC p.S1154F

Pat_76 Post-Resistance POTEA 340441 37 8 43152483 43152483 Missense_Mutation SNP G A 32 78 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_76 Post-Resistance MCM4 4173 37 8 48882577 48882577 Missense_Mutation SNP C T 12 37 c.1394C>T c.(1393-1395)GCC>GTC p.A465V

Pat_76 Post-Resistance C8orf22 492307 37 8 49986883 49986883 Missense_Mutation SNP C T 4 14 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_76 Post-Resistance RP1 6101 37 8 55541492 55541492 Missense_Mutation SNP G A 15 34 c.5050G>A c.(5050-5052)GAA>AAA p.E1684K

Pat_76 Post-Resistance RP1 6101 37 8 55541652 55541652 Missense_Mutation SNP A G 8 22 c.5210A>G c.(5209-5211)GAA>GGA p.E1737G

Pat_76 Post-Resistance XKR4 114786 37 8 56436719 56436719 Missense_Mutation SNP C T 15 23 c.1886C>T c.(1885-1887)CCT>CTT p.P629L

Pat_76 Post-Resistance PLAG1 5324 37 8 57079014 57079014 Missense_Mutation SNP G A 4 11 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_76 Post-Resistance CYP7A1 1581 37 8 59409562 59409563 Missense_Mutation DNP CC TT 14 53 c.508_509GG>AA c.(508-510)GGG>AAG p.G170K

Pat_76 Post-Resistance PREX2 80243 37 8 69028113 69028113 Missense_Mutation SNP G A 23 44 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E

Pat_76 Post-Resistance CRISPLD1 83690 37 8 75925132 75925132 Missense_Mutation SNP C T 11 13 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_76 Post-Resistance ZFHX4 79776 37 8 77763658 77763658 Missense_Mutation SNP C T 3 22 c.4366C>T c.(4366-4368)CCT>TCT p.P1456S

Pat_76 Post-Resistance PAG1 55824 37 8 81899700 81899700 Missense_Mutation SNP G A 16 32 c.179C>T c.(178-180)CCT>CTT p.P60L

Pat_76 Post-Resistance WWP1 11059 37 8 87393063 87393064 Missense_Mutation DNP CT TC 10 8 c.179_180CT>TC c.(178-180)TCT>TTC p.S60F

Pat_76 Post-Resistance CNGB3 54714 37 8 87656094 87656094 Nonsense_Mutation SNP G A 9 33 c.1063C>T c.(1063-1065)CGA>TGA p.R355*

Pat_76 Post-Resistance SLC26A7 115111 37 8 92352666 92352666 Missense_Mutation SNP C T 22 40 c.913C>T c.(913-915)CTC>TTC p.L305F

Pat_76 Post-Resistance POP1 10940 37 8 99140736 99140736 Missense_Mutation SNP C T 7 11 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_76 Post-Resistance POP1 10940 37 8 99161210 99161210 Nonsense_Mutation SNP G A 6 6 c.1878G>A c.(1876-1878)TGG>TGA p.W626*

Pat_76 Post-Resistance OSR2 116039 37 8 99961245 99961245 Missense_Mutation SNP C T 17 32 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_76 Post-Resistance UBR5 51366 37 8 103326127 103326127 Missense_Mutation SNP G A 8 21 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_76 Post-Resistance RIMS2 9699 37 8 104778681 104778681 Missense_Mutation SNP G A 10 20 c.614G>A c.(613-615)CGA>CAA p.R205Q

Pat_76 Post-Resistance RIMS2 9699 37 8 105257255 105257255 Missense_Mutation SNP G A 37 70 c.3500G>A c.(3499-3501)GGT>GAT p.G1167D

Pat_76 Post-Resistance ZFPM2 23414 37 8 106813565 106813565 Missense_Mutation SNP G A 6 28 c.1255G>A c.(1255-1257)GAA>AAA p.E419K



Pat_76 Post-Resistance ANGPT1 284 37 8 108306214 108306214 Missense_Mutation SNP G A 26 45 c.988C>T c.(988-990)CGT>TGT p.R330C

Pat_76 Post-Resistance TRHR 7201 37 8 110131469 110131469 Missense_Mutation SNP C A 33 78 c.982C>A c.(982-984)CGT>AGT p.R328S

Pat_76 Post-Resistance PKHD1L1 93035 37 8 110477198 110477198 Missense_Mutation SNP C T 16 41 c.8137C>T c.(8137-8139)CTT>TTT p.L2713F

Pat_76 Post-Resistance CSMD3 114788 37 8 113243822 113243822 Missense_Mutation SNP C T 18 18 c.10780G>A c.(10780-10782)GGA>AGA p.G3594R

Pat_76 Post-Resistance CSMD3 114788 37 8 113519002 113519002 Missense_Mutation SNP G A 7 25 c.4813C>T c.(4813-4815)CCT>TCT p.P1605S

Pat_76 Post-Resistance CSMD3 114788 37 8 113966963 113966963 Missense_Mutation SNP C T 4 10 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Post-Resistance ENPP2 5168 37 8 120629774 120629774 Missense_Mutation SNP G A 3 14 c.509C>T c.(508-510)TCC>TTC p.S170F

Pat_76 Post-Resistance DEPDC6 64798 37 8 120942126 120942126 Missense_Mutation SNP C T 14 30 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_76 Post-Resistance FER1L6 654463 37 8 124989687 124989687 Missense_Mutation SNP G A 41 107 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_76 Post-Resistance FER1L6 654463 37 8 125083819 125083819 Missense_Mutation SNP G A 14 49 c.4039G>A c.(4039-4041)GGG>AGG p.G1347R

Pat_76 Post-Resistance FAM135B 51059 37 8 139164961 139164961 Missense_Mutation SNP C T 21 59 c.1757G>A c.(1756-1758)GGA>GAA p.G586E

Pat_76 Post-Resistance DENND3 22898 37 8 142161766 142161766 Missense_Mutation SNP G A 25 68 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_76 Post-Resistance LY6K 54742 37 8 143784711 143784711 Missense_Mutation SNP G A 11 24 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Post-Resistance SPATC1 375686 37 8 145095631 145095632 Missense_Mutation DNP CC TT 16 28 c.929_930CC>TT c.(928-930)CCC>CTT p.P310L

Pat_76 Post-Resistance ERMP1 79956 37 9 5810087 5810087 Missense_Mutation SNP G A 17 28 c.1472C>T c.(1471-1473)TCC>TTC p.S491F

Pat_76 Post-Resistance PTPRD 5789 37 9 8518132 8518132 Missense_Mutation SNP G A 26 73 c.1259C>T c.(1258-1260)GCC>GTC p.A420V

Pat_76 Post-Resistance BNC2 54796 37 9 16436831 16436831 Missense_Mutation SNP C T 12 39 c.1361G>A c.(1360-1362)GGT>GAT p.G454D

Pat_76 Post-Resistance SH3GL2 6456 37 9 17761434 17761434 Splice_Site SNP G A 10 9 c.115_splice c.e3-1 p.K39_splice

Pat_76 Post-Resistance HAUS6 54801 37 9 19063041 19063041 Missense_Mutation SNP G A 17 41 c.1594C>T c.(1594-1596)CCA>TCA p.P532S

Pat_76 Post-Resistance DENND4C 55667 37 9 19346035 19346035 Missense_Mutation SNP C T 9 19 c.2413C>T c.(2413-2415)CCT>TCT p.P805S

Pat_76 Post-Resistance TAF1L 138474 37 9 32630273 32630273 Missense_Mutation SNP C T 17 40 c.5305G>A c.(5305-5307)GGA>AGA p.G1769R

Pat_76 Post-Resistance DNAI1 27019 37 9 34491492 34491492 Splice_Site SNP G A 15 18 c.622_splice c.e8-1 p.D208_splice

Pat_76 Post-Resistance SHB 6461 37 9 37955901 37955901 Missense_Mutation SNP G A 3 7 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_76 Post-Resistance LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 9 43 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_76 Post-Resistance PCSK5 5125 37 9 78749077 78749077 Missense_Mutation SNP G T 16 45 c.1261G>T c.(1261-1263)GCG>TCG p.A421S

Pat_76 Post-Resistance PCSK5 5125 37 9 78790033 78790033 Missense_Mutation SNP G A 3 32 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_76 Post-Resistance PCSK5 5125 37 9 78804120 78804121 Missense_Mutation DNP GG AA 9 27 c.2491_2492GG>AAc.(2491-2493)GGA>AAA p.G831K

Pat_76 Post-Resistance GCNT1 2650 37 9 79118124 79118124 Missense_Mutation SNP C T 11 26 c.827C>T c.(826-828)CCT>CTT p.P276L

Pat_76 Post-Resistance PRUNE2 158471 37 9 79323229 79323229 Missense_Mutation SNP C T 9 14 c.3961G>A c.(3961-3963)GAT>AAT p.D1321N

Pat_76 Post-Resistance PRUNE2 158471 37 9 79441589 79441589 Missense_Mutation SNP C T 12 18 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Post-Resistance VPS13A 23230 37 9 79827939 79827939 Missense_Mutation SNP C T 6 13 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_76 Post-Resistance FRMD3 257019 37 9 85950537 85950537 Missense_Mutation SNP C T 10 17 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_76 Post-Resistance KIF27 55582 37 9 86518174 86518174 Missense_Mutation SNP G A 4 20 c.1259C>T c.(1258-1260)ACC>ATC p.T420I

Pat_76 Post-Resistance PHF2 5253 37 9 96428104 96428104 Missense_Mutation SNP C T 39 98 c.2074C>T c.(2074-2076)CCC>TCC p.P692S

Pat_76 Post-Resistance HSD17B3 3293 37 9 99064356 99064356 Missense_Mutation SNP G A 16 45 c.31C>T c.(31-33)CTC>TTC p.L11F

Pat_76 Post-Resistance CTSL2 1515 37 9 99800270 99800271 Missense_Mutation DNP GG AA 8 37 c.55_56CC>TT c.(55-57)CCA>TTA p.P19L

Pat_76 Post-Resistance FOXE1 2304 37 9 100616596 100616596 Missense_Mutation SNP G A 14 28 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_76 Post-Resistance TRIM14 9830 37 9 100857249 100857250 Missense_Mutation DNP GG AA 12 36 c.599_600CC>TT c.(598-600)CCC>CTT p.P200L

Pat_76 Post-Resistance LPPR1 54886 37 9 104079716 104079716 Missense_Mutation SNP C T 15 43 c.883C>T c.(883-885)CGT>TGT p.R295C

Pat_76 Post-Resistance GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 7 21 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_76 Post-Resistance CYLC2 1539 37 9 105767050 105767050 Missense_Mutation SNP C T 5 6 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_76 Post-Resistance OR13F1 138805 37 9 107267121 107267121 Missense_Mutation SNP C T 51 105 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_76 Post-Resistance OR13C9 286362 37 9 107379644 107379644 Missense_Mutation SNP G A 11 30 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_76 Post-Resistance TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 6 20 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_76 Post-Resistance ZNF618 114991 37 9 116795009 116795009 Splice_Site SNP G A 18 107 c.1168_splice c.e12+1 p.E390_splice

Pat_76 Post-Resistance AKNA 80709 37 9 117118393 117118393 Missense_Mutation SNP G A 7 25 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_76 Post-Resistance TNC 3371 37 9 117819506 117819506 Missense_Mutation SNP G A 11 35 c.4505C>T c.(4504-4506)ACT>ATT p.T1502I



Pat_76 Post-Resistance ASTN2 23245 37 9 119738438 119738438 Missense_Mutation SNP C T 13 14 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_76 Post-Resistance TRAF1 7185 37 9 123667467 123667467 Missense_Mutation SNP G A 5 15 c.1082C>T c.(1081-1083)GCC>GTC p.A361V

Pat_76 Post-Resistance TRAF1 7185 37 9 123675765 123675765 Missense_Mutation SNP C T 5 20 c.546G>A c.(544-546)ATG>ATA p.M182I

Pat_76 Post-Resistance OR1N1 138883 37 9 125289062 125289063 Missense_Mutation DNP CC TT 6 15 c.510_511GG>AAc.(508-513)GGGGAA>GGAAAAp.E171K

Pat_76 Post-Resistance RABGAP1 23637 37 9 125832695 125832695 Missense_Mutation SNP C T 22 47 c.1975C>T c.(1975-1977)CTT>TTT p.L659F

Pat_76 Post-Resistance SPTAN1 6709 37 9 131394511 131394511 Missense_Mutation SNP C T 4 18 c.6853C>T c.(6853-6855)CAC>TAC p.H2285Y

Pat_76 Post-Resistance LAMC3 10319 37 9 133901843 133901843 Missense_Mutation SNP G A 8 13 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_76 Post-Resistance NTNG2 84628 37 9 135042312 135042312 Missense_Mutation SNP C T 20 31 c.94C>T c.(94-96)CCC>TCC p.P32S

Pat_76 Post-Resistance SETX 23064 37 9 135204652 135204652 Missense_Mutation SNP C T 5 20 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_76 Post-Resistance ADAMTS13 11093 37 9 136323188 136323189 Missense_Mutation DNP CC TT 4 7 c.4049_4050CC>TT c.(4048-4050)ACC>ATT p.T1350I

Pat_76 Post-Resistance DBH 1621 37 9 136518122 136518122 Splice_Site SNP G A 16 52 c.1434_splice c.e9+1 p.V478_splice

Pat_76 Post-Resistance CAMSAP1 157922 37 9 138707828 138707828 Missense_Mutation SNP G A 17 36 c.4295C>T c.(4294-4296)CCC>CTC p.P1432L

Pat_76 Post-Resistance SEC16A 9919 37 9 139371934 139371934 Missense_Mutation SNP G A 6 24 c.134C>T c.(133-135)ACT>ATT p.T45I

Pat_76 Post-Resistance ANAPC2 29882 37 9 140069793 140069793 Missense_Mutation SNP C T 8 10 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_76 Post-Resistance ANAPC2 29882 37 9 140077628 140077628 Missense_Mutation SNP G A 45 83 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_76 Post-Resistance ENTPD8 377841 37 9 140330184 140330184 Missense_Mutation SNP C T 12 10 c.1148G>A c.(1147-1149)AGG>AAG p.R383K

Pat_76 Post-Resistance SHOX 6473 37 X 591723 591723 Missense_Mutation SNP G A 41 75 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_76 Post-Resistance ASMT 438 37 X 1742197 1742197 Missense_Mutation SNP G A 6 14 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_76 Post-Resistance ASMT 438 37 X 1748718 1748718 Missense_Mutation SNP G A 47 133 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_76 Post-Resistance ARSD 414 37 X 2836227 2836227 Missense_Mutation SNP G A 3 10 c.481C>T c.(481-483)CAC>TAC p.H161Y

Pat_76 Post-Resistance MXRA5 25878 37 X 3240077 3240077 Missense_Mutation SNP C T 11 20 c.3649G>A c.(3649-3651)GAA>AAA p.E1217K

Pat_76 Post-Resistance NLGN4X 57502 37 X 6069266 6069266 Missense_Mutation SNP G A 17 22 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_76 Post-Resistance VCX 26609 37 X 7811971 7811971 Missense_Mutation SNP G A 75 248 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_76 Post-Resistance SHROOM2 357 37 X 9863495 9863495 Missense_Mutation SNP C T 4 12 c.1547C>T c.(1546-1548)CCA>CTA p.P516L

Pat_76 Post-Resistance TLR8 51311 37 X 12938573 12938573 Missense_Mutation SNP C T 11 33 c.1414C>T c.(1414-1416)CGT>TGT p.R472C

Pat_76 Post-Resistance TLR8 51311 37 X 12939914 12939914 Missense_Mutation SNP G A 11 34 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_76 Post-Resistance EGFL6 25975 37 X 13621532 13621532 Missense_Mutation SNP C T 10 28 c.497C>T c.(496-498)GCC>GTC p.A166V

Pat_76 Post-Resistance PHEX 5251 37 X 22117199 22117199 Missense_Mutation SNP G A 37 57 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_76 Post-Resistance PHEX 5251 37 X 22237170 22237170 Missense_Mutation SNP C T 13 43 c.1718C>T c.(1717-1719)GCT>GTT p.A573V

Pat_76 Post-Resistance POLA1 5422 37 X 24721395 24721395 Missense_Mutation SNP G A 11 10 c.178G>A c.(178-180)GAA>AAA p.E60K

Pat_76 Post-Resistance CXorf21 80231 37 X 30578039 30578039 Missense_Mutation SNP G A 7 27 c.434C>T c.(433-435)CCC>CTC p.P145L

Pat_76 Post-Resistance FAM47A 158724 37 X 34148687 34148687 Missense_Mutation SNP G A 5 12 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_76 Post-Resistance CXorf59 286464 37 X 36117969 36117969 Nonsense_Mutation SNP G A 14 24 c.825G>A c.(823-825)TGG>TGA p.W275*

Pat_76 Post-Resistance SRPX 8406 37 X 38031196 38031196 Missense_Mutation SNP C T 19 35 c.464G>A c.(463-465)GGG>GAG p.G155E

Pat_76 Post-Resistance RPGR 6103 37 X 38129006 38129006 Missense_Mutation SNP G A 7 21 c.2321C>T c.(2320-2322)TCC>TTC p.S774F

Pat_76 Post-Resistance GPR34 2857 37 X 41555789 41555789 Nonsense_Mutation SNP G A 7 18 c.903G>A c.(901-903)TGG>TGA p.W301*

Pat_76 Post-Resistance GRIPAP1 56850 37 X 48844287 48844287 Missense_Mutation SNP G A 3 9 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_76 Post-Resistance TFE3 7030 37 X 48895543 48895543 Missense_Mutation SNP G A 3 10 c.877C>T c.(877-879)CCC>TCC p.P293S

Pat_76 Post-Resistance CCDC120 90060 37 X 48925184 48925184 Missense_Mutation SNP C T 10 20 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_76 Post-Resistance GPKOW 27238 37 X 48976140 48976140 Missense_Mutation SNP C A 6 15 c.484G>T c.(484-486)GTC>TTC p.V162F

Pat_76 Post-Resistance PRICKLE3 4007 37 X 49032516 49032516 Missense_Mutation SNP C T 3 6 c.1354G>A c.(1354-1356)GAG>AAG p.E452K

Pat_76 Post-Resistance DGKK 139189 37 X 50119787 50119787 Nonsense_Mutation SNP A C 10 19 c.3242T>G c.(3241-3243)TTA>TGA p.L1081*

Pat_76 Post-Resistance PHF8 23133 37 X 54069119 54069119 Missense_Mutation SNP C T 27 51 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_76 Post-Resistance FAAH2 158584 37 X 57313331 57313331 Missense_Mutation SNP G A 4 5 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_76 Post-Resistance MTMR8 55613 37 X 63564991 63564991 Missense_Mutation SNP G A 15 42 c.799C>T c.(799-801)CGC>TGC p.R267C

Pat_76 Post-Resistance LAS1L 81887 37 X 64738050 64738050 Missense_Mutation SNP C T 13 26 c.1744G>A c.(1744-1746)GAG>AAG p.E582K

Pat_76 Post-Resistance MSN 4478 37 X 64936728 64936728 Nonsense_Mutation SNP C T 26 61 c.61C>T c.(61-63)CAG>TAG p.Q21*



Pat_76 Post-Resistance HEPH 9843 37 X 65476115 65476115 Missense_Mutation SNP G A 13 23 c.2848G>A c.(2848-2850)GAT>AAT p.D950N

Pat_76 Post-Resistance AR 367 37 X 66905918 66905918 Missense_Mutation SNP G T 4 15 c.1835G>T c.(1834-1836)TGT>TTT p.C612F

Pat_76 Post-Resistance OTUD6A 139562 37 X 69283186 69283187 Missense_Mutation DNP CC TT 5 22 c.812_813CC>TT c.(811-813)TCC>TTT p.S271F

Pat_76 Post-Resistance DGAT2L6 347516 37 X 69419701 69419701 Nonsense_Mutation SNP G A 9 20 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_76 Post-Resistance P2RY4 5030 37 X 69478907 69478907 Missense_Mutation SNP G A 9 27 c.568C>T c.(568-570)CGG>TGG p.R190W

Pat_76 Post-Resistance MED12 9968 37 X 70344131 70344131 Missense_Mutation SNP G A 11 24 c.1867G>A c.(1867-1869)GAC>AAC p.D623N

Pat_76 Post-Resistance TAF1 6872 37 X 70586306 70586306 Missense_Mutation SNP G A 4 14 c.142G>A c.(142-144)GGA>AGA p.G48R

Pat_76 Post-Resistance TAF1 6872 37 X 70597668 70597668 Missense_Mutation SNP T G 5 23 c.927T>G c.(925-927)GAT>GAG p.D309E

Pat_76 Post-Resistance ACRC 93953 37 X 70823696 70823696 Missense_Mutation SNP A G 88 353 c.569A>G c.(568-570)GAC>GGC p.D190G

Pat_76 Post-Resistance RGAG4 340526 37 X 71350547 71350547 Missense_Mutation SNP C T 28 72 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_76 Post-Resistance PHKA1 5255 37 X 71830949 71830949 Missense_Mutation SNP C T 11 22 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_76 Post-Resistance PHKA1 5255 37 X 71838692 71838692 Missense_Mutation SNP G A 7 29 c.2237C>T c.(2236-2238)TCT>TTT p.S746F

Pat_76 Post-Resistance PHKA1 5255 37 X 71838696 71838696 Missense_Mutation SNP G A 7 29 c.2233C>T c.(2233-2235)CCC>TCC p.P745S

Pat_76 Post-Resistance ZCCHC13 389874 37 X 73524355 73524355 Missense_Mutation SNP G A 11 36 c.254G>A c.(253-255)CGA>CAA p.R85Q

Pat_76 Post-Resistance ATRX 546 37 X 76939192 76939192 Missense_Mutation SNP G A 37 92 c.1556C>T c.(1555-1557)TCT>TTT p.S519F

Pat_76 Post-Resistance ATP7A 538 37 X 77254089 77254089 Missense_Mutation SNP G A 19 72 c.1451G>A c.(1450-1452)GGA>GAA p.G484E

Pat_76 Post-Resistance FAM46D 169966 37 X 79698084 79698084 Missense_Mutation SNP A C 6 12 c.46A>C c.(46-48)ACA>CCA p.T16P

Pat_76 Post-Resistance RPS6KA6 27330 37 X 83357077 83357077 Missense_Mutation SNP G A 4 21 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_76 Post-Resistance TSPAN6 7105 37 X 99885830 99885830 Missense_Mutation SNP G A 7 26 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_76 Post-Resistance DRP2 1821 37 X 100492690 100492690 Missense_Mutation SNP G A 22 78 c.364G>A c.(364-366)GAT>AAT p.D122N

Pat_76 Post-Resistance NXF2B 728343 37 X 101623758 101623758 Missense_Mutation SNP G A 10 54 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_76 Post-Resistance GPRASP1 9737 37 X 101911210 101911210 Missense_Mutation SNP G A 22 42 c.2369G>A c.(2368-2370)AGA>AAA p.R790K

Pat_76 Post-Resistance GPRASP2 114928 37 X 101971581 101971581 Missense_Mutation SNP C T 11 34 c.1784C>T c.(1783-1785)TCT>TTT p.S595F

Pat_76 Post-Resistance RAB40AL 282808 37 X 102192944 102192944 Missense_Mutation SNP C T 25 102 c.698C>T c.(697-699)GCC>GTC p.A233V

Pat_76 Post-Resistance ESX1 80712 37 X 103499043 103499043 Missense_Mutation SNP C T 22 28 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_76 Post-Resistance ESX1 80712 37 X 103499180 103499181 Missense_Mutation DNP CC TT 54 163 c.160_161GG>AA c.(160-162)GGA>AAA p.G54K

Pat_76 Post-Resistance MORC4 79710 37 X 106185285 106185285 Missense_Mutation SNP C T 8 25 c.2543G>A c.(2542-2544)AGA>AAA p.R848K

Pat_76 Post-Resistance VSIG1 340547 37 X 107315967 107315967 Missense_Mutation SNP C T 35 66 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_76 Post-Resistance VSIG1 340547 37 X 107320451 107320451 Missense_Mutation SNP G A 4 13 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_76 Post-Resistance COL4A6 1288 37 X 107413919 107413919 Missense_Mutation SNP C T 36 52 c.3416G>A c.(3415-3417)GGA>GAA p.G1139E

Pat_76 Post-Resistance COL4A6 1288 37 X 107430407 107430407 Missense_Mutation SNP C T 52 99 c.1873G>A c.(1873-1875)GGA>AGA p.G625R

Pat_76 Post-Resistance COL4A6 1288 37 X 107431160 107431160 Missense_Mutation SNP G A 29 54 c.1688C>T c.(1687-1689)TCT>TTT p.S563F

Pat_76 Post-Resistance COL4A5 1287 37 X 107814644 107814644 Missense_Mutation SNP G A 11 35 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_76 Post-Resistance COL4A5 1287 37 X 107865965 107865965 Nonsense_Mutation SNP A T 12 21 c.2827A>T c.(2827-2829)AAA>TAA p.K943*

Pat_76 Post-Resistance GUCY2F 2986 37 X 108697082 108697082 Missense_Mutation SNP G A 5 7 c.1039C>T c.(1039-1041)CCG>TCG p.P347S

Pat_76 Post-Resistance DCX 1641 37 X 110576334 110576335 Missense_Mutation DNP GG AA 6 19 c.995_996CC>TT c.(994-996)GCC>GTT p.A332V

Pat_76 Post-Resistance SLC6A14 11254 37 X 115590014 115590014 Missense_Mutation SNP C A 6 49 c.1822C>A c.(1822-1824)CCA>ACA p.P608T

Pat_76 Post-Resistance KLHL13 90293 37 X 117079486 117079486 Missense_Mutation SNP C T 7 23 c.151G>A c.(151-153)GAA>AAA p.E51K

Pat_76 Post-Resistance WDR44 54521 37 X 117577623 117577623 Missense_Mutation SNP C T 22 32 c.2485C>T c.(2485-2487)CGT>TGT p.R829C

Pat_76 Post-Resistance DOCK11 139818 37 X 117676792 117676792 Missense_Mutation SNP G A 23 54 c.207G>A c.(205-207)ATG>ATA p.M69I

Pat_76 Post-Resistance DOCK11 139818 37 X 117744362 117744362 Missense_Mutation SNP G A 10 32 c.3077G>A c.(3076-3078)AGT>AAT p.S1026N

Pat_76 Post-Resistance LONRF3 79836 37 X 118123461 118123461 Missense_Mutation SNP G A 7 28 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_76 Post-Resistance UPF3B 65109 37 X 118985459 118985459 Missense_Mutation SNP T G 4 15 c.369A>C c.(367-369)AAA>AAC p.K123N

Pat_76 Post-Resistance AKAP14 158798 37 X 119037548 119037548 Missense_Mutation SNP C T 5 12 c.260C>T c.(259-261)TCG>TTG p.S87L

Pat_76 Post-Resistance ODZ1 10178 37 X 123699255 123699255 Missense_Mutation SNP G A 21 28 c.2233C>T c.(2233-2235)CCT>TCT p.P745S

Pat_76 Post-Resistance ACTRT1 139741 37 X 127185537 127185537 Missense_Mutation SNP C T 27 65 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Post-Resistance OCRL 4952 37 X 128703368 128703368 Missense_Mutation SNP C T 16 79 c.1594C>T c.(1594-1596)CAT>TAT p.H532Y



Pat_76 Post-Resistance ZDHHC9 51114 37 X 128957792 128957792 Missense_Mutation SNP G A 27 46 c.350C>T c.(349-351)CCC>CTC p.P117L

Pat_76 Post-Resistance ELF4 2000 37 X 129203363 129203363 Missense_Mutation SNP C T 24 86 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_76 Post-Resistance ARHGAP36 158763 37 X 130218339 130218339 Missense_Mutation SNP C T 10 21 c.706C>T c.(706-708)CCC>TCC p.P236S

Pat_76 Post-Resistance IGSF1 3547 37 X 130409467 130409467 Missense_Mutation SNP C T 30 80 c.3169G>A c.(3169-3171)GAA>AAA p.E1057K

Pat_76 Post-Resistance MBNL3 55796 37 X 131573612 131573612 Missense_Mutation SNP G A 49 116 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_76 Post-Resistance USP26 83844 37 X 132160571 132160571 Missense_Mutation SNP G A 3 18 c.1678C>T c.(1678-1680)CCC>TCC p.P560S

Pat_76 Post-Resistance MMGT1 93380 37 X 135047268 135047268 Missense_Mutation SNP G A 42 93 c.311C>T c.(310-312)TCG>TTG p.S104L

Pat_76 Post-Resistance GPR112 139378 37 X 135431671 135431671 Missense_Mutation SNP G A 7 37 c.5806G>A c.(5806-5808)GCA>ACA p.A1936T

Pat_76 Post-Resistance MAGEC1 9947 37 X 140993818 140993818 Missense_Mutation SNP T G 18 196 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_76 Post-Resistance MAGEC1 9947 37 X 140994421 140994421 Missense_Mutation SNP C T 35 61 c.1231C>T c.(1231-1233)CCT>TCT p.P411S

Pat_76 Post-Resistance MAGEA11 4110 37 X 148797442 148797442 Missense_Mutation SNP C T 23 58 c.296C>T c.(295-297)CCC>CTC p.P99L

Pat_76 Post-Resistance MAGEA11 4110 37 X 148798372 148798373 Missense_Mutation DNP GG AA 45 78 c.1226_1227GG>AAc.(1225-1227)AGG>AAA p.R409K

Pat_76 Post-Resistance GPR50 9248 37 X 150348908 150348908 Missense_Mutation SNP T G 30 52 c.853T>G c.(853-855)TTC>GTC p.F285V

Pat_76 Post-Resistance MAGEA10 4109 37 X 151303507 151303507 Missense_Mutation SNP G A 16 37 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_76 Post-Resistance GABRQ 55879 37 X 151821313 151821314 Missense_Mutation DNP GG AA 20 55 c.1468_1469GG>AAc.(1468-1470)GGC>AAC p.G490N

Pat_76 Post-Resistance MAGEA6 4105 37 X 151869683 151869683 Nonsense_Mutation SNP C T 76 90 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_76 Post-Resistance MAGEA12 4111 37 X 151900098 151900098 Missense_Mutation SNP C T 42 110 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_76 Post-Resistance CETN2 1069 37 X 151996420 151996420 Missense_Mutation SNP A G 13 57 c.484T>C c.(484-486)TTC>CTC p.F162L

Pat_76 Post-Resistance HCFC1 3054 37 X 153217050 153217050 Missense_Mutation SNP G A 33 62 c.5369C>T c.(5368-5370)TCC>TTC p.S1790F

Pat_76 Post-Resistance HCFC1 3054 37 X 153224937 153224937 Missense_Mutation SNP G A 10 22 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_76 Post-Resistance FLNA 2316 37 X 153594560 153594560 Nonsense_Mutation SNP G A 26 34 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_76 Post-Resistance PLXNA3 55558 37 X 153691999 153691999 Missense_Mutation SNP G A 4 14 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_76 Post-Resistance PLXNA3 55558 37 X 153693191 153693191 Missense_Mutation SNP G A 11 14 c.2023G>A c.(2023-2025)GGC>AGC p.G675S

Pat_76 Post-Resistance PLXNA3 55558 37 X 153696206 153696206 Missense_Mutation SNP G C 23 33 c.3682G>C c.(3682-3684)GGT>CGT p.G1228R

Pat_01 Pre-Treatment RERE 473 37 1 8557555 8557555 Frame_Shift_Del DEL G - 8 585 c.914delC c.(913-915)CCAfs p.P305fs

Pat_01 Pre-Treatment PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 7 491 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_01 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 14 732 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_01 Pre-Treatment SV2A 9900 37 1 149885223 149885225 In_Frame_Del DEL TCA - 7 429 c.168_170delTGAc.(166-171)GATGAC>GACp.56_57DD>D

Pat_01 Pre-Treatment LCE1F 353137 37 1 152749003 152749008 In_Frame_Del DEL TGGCTC - 8 305 c.156_161delTGGCTCc.(154-162)TGTGGCTCC>TGCp.GS53del

Pat_01 Pre-Treatment CCT3 7203 37 1 156290648 156290648 Frame_Shift_Del DEL T - 9 706 c.591delA c.(589-591)AAAfs p.K197fs

Pat_01 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 9 1448 c.259delG c.(259-261)GGGfs p.G87fs

Pat_01 Pre-Treatment NOS1AP 9722 37 1 162326888 162326890 In_Frame_Del DEL CAG - 8 112 c.901_903delCAG c.(901-903)CAGdel p.Q306del

Pat_01 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 13 60c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_01 Pre-Treatment DIP2C 22982 37 10 412274 412275 Frame_Shift_Del DEL CA - 9 171 c.2208_2209delTG c.(2206-2211)TGTGCAfs p.C736fs

Pat_01 Pre-Treatment NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 7 756 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_01 Pre-Treatment DENND5A 23258 37 11 9199797 9199799 In_Frame_Del DEL ATC - 8 430 c.1786_1788delGAT c.(1786-1788)GATdel p.D596del

Pat_01 Pre-Treatment AMPD3 272 37 11 10508911 10508915 Splice_Site DEL GGTGC - 118 473 c.939_splice c.e6+1 p.K313_splice

Pat_01 Pre-Treatment NDUFV1 4723 37 11 67376193 67376194 Splice_Site INS - GT 8 493 c.326_splice c.e3+1 p.R109_splice

Pat_01 Pre-Treatment PAK1 5058 37 11 77069990 77069992 In_Frame_Del DEL CAT - 8 691 c.548_550delATGc.(547-552)GATGCT>GCT p.D183del

Pat_01 Pre-Treatment CHD4 1108 37 12 6711207 6711209 In_Frame_Del DEL CTT - 7 62 c.355_357delAAG c.(355-357)AAGdel p.K119del

Pat_01 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 7 938 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_01 Pre-Treatment C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 7 694 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_01 Pre-Treatment KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 18 1000 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_01 Pre-Treatment ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 8 300 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_01 Pre-Treatment DZIP1 22873 37 13 96237096 96237096 Frame_Shift_Del DEL T - 8 196 c.2418delA c.(2416-2418)AAAfs p.K806fs

Pat_01 Pre-Treatment KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 9 197 c.249delT c.(247-249)CATfs p.H83fs

Pat_01 Pre-Treatment ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 9 354 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs



Pat_01 Pre-Treatment AMN 81693 37 14 103396993 103396994 In_Frame_Ins INS - GCCGGG 12 26 c.1338_1339insGCCGGGc.(1336-1341)insGCCGGGp.448_449insAG

Pat_01 Pre-Treatment WDR72 256764 37 15 53992038 53992038 Frame_Shift_Del DEL A - 12 1076 c.1674delT c.(1672-1674)TTTfs p.F558fs

Pat_01 Pre-Treatment FEM1B 10116 37 15 68583340 68583340 Frame_Shift_Del DEL T - 8 851 c.1644delT c.(1642-1644)GATfs p.D548fs

Pat_01 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 564 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_01 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 11 1032 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_01 Pre-Treatment C16orf70 80262 37 16 67180989 67180989 Frame_Shift_Del DEL C - 7 915 c.1224delC c.(1222-1224)GGCfs p.G408fs

Pat_01 Pre-Treatment FANCA 2175 37 16 89869675 89869675 Frame_Shift_Del DEL T - 7 448 c.784delA c.(784-786)ATGfs p.M262fs

Pat_01 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 14 1160 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_01 Pre-Treatment MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 7 131 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_01 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 7 170 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_01 Pre-Treatment CRTC1 23373 37 19 18887993 18887993 Frame_Shift_Del DEL C - 7 371 c.1706delC c.(1705-1707)TCCfs p.S569fs

Pat_01 Pre-Treatment FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 8 175 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_01 Pre-Treatment CCDC97 90324 37 19 41825698 41825700 In_Frame_Del DEL AGG - 7 92 c.722_724delAGGc.(721-726)CAGGAG>CAG p.E245del

Pat_01 Pre-Treatment FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 8 450 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_01 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 9 1311 c.275delC c.(274-276)CCAfs p.P92fs

Pat_01 Pre-Treatment AGBL5 60509 37 2 27278900 27278901 Frame_Shift_Ins INS - C 8 1065 c.1259_1260insC c.(1258-1260)ATCfs p.I420fs

Pat_01 Pre-Treatment ZNF831 128611 37 20 57766219 57766220 Frame_Shift_Ins INS - C 10 163 c.145_146insC c.(145-147)GCCfs p.A49fs

Pat_01 Pre-Treatment CCT8 10694 37 21 30445903 30445903 Frame_Shift_Del DEL A - 83 282 c.9delT c.(7-9)CTTfs p.L3fs

Pat_01 Pre-Treatment KRTAP10-6 386674 37 21 46012219 46012220 In_Frame_Ins INS -GGGGCGCAGCAGCTG11 227c.146_147insCAGCTGCTGCGCCCCc.(145-147)CCG>CCCAGCTGCTGCGCCCCGp.49_49P>PSCCAP

Pat_01 Pre-Treatment TCF20 6942 37 22 42610948 42610948 Frame_Shift_Del DEL G - 7 590 c.364delC c.(364-366)CAGfs p.Q122fs

Pat_01 Pre-Treatment ATRIP 84126 37 3 48501288 48501288 Frame_Shift_Del DEL C - 9 803 c.1028delC c.(1027-1029)ACCfs p.T343fs

Pat_01 Pre-Treatment FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 9 494 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_01 Pre-Treatment VEPH1 79674 37 3 157081226 157081227 Frame_Shift_Ins INS - T 9 334 c.1661_1662insA c.(1660-1662)AACfs p.N554fs

Pat_01 Pre-Treatment EIF4A2 1974 37 3 186504426 186504427 Frame_Shift_Del DEL GA - 131 285 c.763_764delGA c.(763-765)GAGfs p.E255fs

Pat_01 Pre-Treatment FGFRL1 53834 37 4 1019055 1019056 Frame_Shift_Del DEL CA - 9 47 c.1435_1436delCA c.(1435-1437)CACfs p.H479fs

Pat_01 Pre-Treatment FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 9 324 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_01 Pre-Treatment ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 8 930 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_01 Pre-Treatment THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 7 1219 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_01 Pre-Treatment H2AFY 9555 37 5 134724672 134724673 Frame_Shift_Ins INS - G 107 216 c.111_112insC c.(109-114)CCCAAGfs p.P37fs

Pat_01 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 8 153 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_01 Pre-Treatment NUP153 9972 37 6 17633077 17633078 Splice_Site INS - AA 10 54 c.2465_splice c.e17-1 p.G822_splice

Pat_01 Pre-Treatment BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 17 850 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_01 Pre-Treatment PBX2 5089 37 6 32156158 32156160 In_Frame_Del DEL GCT - 8 468 c.417_419delAGCc.(415-420)GCAGCT>GCTp.139_140AA>A

Pat_01 Pre-Treatment FOXP4 116113 37 6 41555085 41555085 Frame_Shift_Del DEL C - 7 931 c.707delC c.(706-708)GCCfs p.A236fs

Pat_01 Pre-Treatment OLIG3 167826 37 6 137815210 137815212 In_Frame_Del DEL TGG - 7 277 c.96_98delCCA c.(94-99)CACCAG>CAG p.H32del

Pat_01 Pre-Treatment PARK2 5071 37 6 161781122 161781122 Frame_Shift_Del DEL T - 8 660 c.1283delA c.(1282-1284)AATfs p.N428fs

Pat_01 Pre-Treatment CCDC126 90693 37 7 23651156 23651156 Frame_Shift_Del DEL T - 308 363 c.222delT c.(220-222)GCTfs p.A74fs

Pat_01 Pre-Treatment HOXA10 3206 37 7 27213229 27213231 In_Frame_Del DEL CGC - 2 4 c.695_697delGCGc.(694-699)GGCGCG>GCG p.G232del

Pat_01 Pre-Treatment INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 8 115 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_01 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 7 254 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_01 Pre-Treatment KIAA1147 57189 37 7 141365101 141365103 In_Frame_Del DEL AGC - 7 329 c.836_838delGCTc.(835-840)TGCTTG>TTG p.C279del

Pat_01 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 12 1014 c.528delT c.(526-528)AATfs p.N176fs

Pat_01 Pre-Treatment EPHA1 2041 37 7 143095836 143095836 Frame_Shift_Del DEL C - 7 460 c.1194delG c.(1192-1194)GGGfs p.G398fs

Pat_01 Pre-Treatment ZNF777 27153 37 7 149152747 149152747 Frame_Shift_Del DEL G - 7 943 c.367delC c.(367-369)CACfs p.H123fs

Pat_01 Pre-Treatment ABCA1 19 37 9 107593323 107593323 Frame_Shift_Del DEL C - 7 296 c.1775delG c.(1774-1776)GGCfs p.G592fs

Pat_01 Pre-Treatment ENG 2022 37 9 130587583 130587584 Frame_Shift_Ins INS - A 25 231 c.742_743insT c.(742-744)GATfs p.D248fs

Pat_01 Pre-Treatment ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 7 699 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del



Pat_01 Post-Resistance ZBTB8A 653121 37 1 33065979 33065981 In_Frame_Del DEL GAA - 7 369 c.1285_1287delGAA c.(1285-1287)GAAdel p.E433del

Pat_01 Post-Resistance RHBDL2 54933 37 1 39384834 39384834 Frame_Shift_Del DEL C - 7 356 c.51delG c.(49-51)GGGfs p.G17fs

Pat_01 Post-Resistance MFSD2A 84879 37 1 40424435 40424435 Frame_Shift_Del DEL C - 7 968 c.330delC c.(328-330)GACfs p.D110fs

Pat_01 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 7 809 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_01 Post-Resistance KDM4A 9682 37 1 44157180 44157180 Frame_Shift_Del DEL C - 7 642 c.2256delC c.(2254-2256)GTCfs p.V752fs

Pat_01 Post-Resistance MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 8 793 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_01 Post-Resistance DOCK7 85440 37 1 63128738 63128738 Frame_Shift_Del DEL G - 7 1409 c.102delC c.(100-102)CTCfs p.L34fs

Pat_01 Post-Resistance WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 7 597 c.89delA c.(88-90)AAGfs p.K30fs

Pat_01 Post-Resistance LPAR3 23566 37 1 85331664 85331665 Frame_Shift_Ins INS - A 8 288 c.139_140insT c.(139-141)TCTfs p.S47fs

Pat_01 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 10 209 c.3480_3482delGAGc.(3478-3483)AAGAGA>AAA p.R1163del

Pat_01 Post-Resistance TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 12 188 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_01 Post-Resistance PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 14 765 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_01 Post-Resistance NOS1AP 9722 37 1 162326758 162326758 Frame_Shift_Del DEL C - 9 1331 c.771delC c.(769-771)CACfs p.H257fs

Pat_01 Post-Resistance TNR 7143 37 1 175372615 175372615 Frame_Shift_Del DEL C - 10 1438 c.637delG c.(637-639)GTGfs p.V213fs

Pat_01 Post-Resistance DHX9 1660 37 1 182845333 182845333 Frame_Shift_Del DEL T - 7 1233 c.1964delT c.(1963-1965)GTTfs p.V655fs

Pat_01 Post-Resistance CFH 3075 37 1 196646766 196646766 Frame_Shift_Del DEL T - 8 1559 c.588delT c.(586-588)GGTfs p.G196fs

Pat_01 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 11 55c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_01 Post-Resistance TMEM206 55248 37 1 212548597 212548597 Frame_Shift_Del DEL T - 7 870 c.829delA c.(829-831)AGTfs p.S277fs

Pat_01 Post-Resistance PTPN14 5784 37 1 214588042 214588042 Frame_Shift_Del DEL T - 9 1572 c.372delA c.(370-372)AAAfs p.K124fs

Pat_01 Post-Resistance OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 656 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_01 Post-Resistance SLC16A9 220963 37 10 61414180 61414180 Frame_Shift_Del DEL T - 8 278 c.604delA c.(604-606)ATAfs p.I202fs

Pat_01 Post-Resistance ANAPC16 119504 37 10 73983786 73983786 Frame_Shift_Del DEL C - 7 557 c.114delC c.(112-114)TACfs p.Y38fs

Pat_01 Post-Resistance APBB1 322 37 11 6423808 6423808 Frame_Shift_Del DEL C - 9 504 c.1252delG c.(1252-1254)GAAfs p.E418fs

Pat_01 Post-Resistance AMPD3 272 37 11 10508911 10508915 Splice_Site DEL GGTGC - 49 644 c.939_splice c.e6+1 p.K313_splice

Pat_01 Post-Resistance PSMA1 5682 37 11 14529252 14529254 In_Frame_Del DEL CAT - 8 681 c.683_685delATGc.(682-687)GATGTG>GTG p.D228del

Pat_01 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 17 635 c.259delA c.(259-261)AAAfs p.K87fs

Pat_01 Post-Resistance PRRG4 79056 37 11 32874997 32874999 In_Frame_Del DEL CAC - 9 685 c.605_607delCACc.(604-609)TCACCA>TCA p.P206del

Pat_01 Post-Resistance OR8H3 390152 37 11 55890089 55890089 Frame_Shift_Del DEL A - 7 1904 c.241delA c.(241-243)AAAfs p.K81fs

Pat_01 Post-Resistance FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 7 699 c.736delC c.(736-738)CCCfs p.P246fs

Pat_01 Post-Resistance RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 9 297 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_01 Post-Resistance DRAP1 10589 37 11 65688853 65688853 Frame_Shift_Del DEL C - 8 797 c.565delC c.(565-567)CCCfs p.P189fs

Pat_01 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 1025 c.3440_3442delCCAc.(3439-3444)ACCAAC>AAC p.T1147del

Pat_01 Post-Resistance ZCRB1 85437 37 12 42706971 42706971 Frame_Shift_Del DEL T - 7 111 c.552delA c.(550-552)AAAfs p.K184fs

Pat_01 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 10 1216 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_01 Post-Resistance MLL2 8085 37 12 49442512 49442514 In_Frame_Del DEL TCC - 7 1216 c.4059_4061delGGAc.(4057-4062)GAGGAA>GAAp.1353_1354EE>E

Pat_01 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 10 676 c.93delC c.(91-93)ATCfs p.I31fs

Pat_01 Post-Resistance SUOX 6821 37 12 56397930 56397930 Frame_Shift_Del DEL T - 7 616 c.757delT c.(757-759)TTTfs p.F253fs

Pat_01 Post-Resistance ACACB 32 37 12 109604774 109604775 Frame_Shift_Ins INS - G 7 474 c.762_763insG c.(760-765)TTTGGGfs p.F254fs

Pat_01 Post-Resistance KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 13 1122 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_01 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 1460 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_01 Post-Resistance IRF9 10379 37 14 24633132 24633134 In_Frame_Del DEL AGC - 10 270 c.541_543delAGC c.(541-543)AGCdel p.S187del

Pat_01 Post-Resistance IPO4 79711 37 14 24655611 24655611 Frame_Shift_Del DEL A - 7 748 c.887delT c.(886-888)TTCfs p.F296fs

Pat_01 Post-Resistance KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 8 234 c.249delT c.(247-249)CATfs p.H83fs

Pat_01 Post-Resistance ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 10 392 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs

Pat_01 Post-Resistance DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 16 549 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_01 Post-Resistance HSP90AA1 3320 37 14 102552130 102552130 Frame_Shift_Del DEL G - 8 743 c.494delC c.(493-495)TCAfs p.S165fs

Pat_01 Post-Resistance AMN 81693 37 14 103396993 103396994 In_Frame_Ins INS - GCCGGG 14 12 c.1338_1339insGCCGGGc.(1336-1341)insGCCGGGp.448_449insAG



Pat_01 Post-Resistance NIPA1 123606 37 15 23086365 23086367 In_Frame_Del DEL GCC - 4 9 c.45_47delGGC c.(43-48)GCGGCC>GCC p.15_16AA>A

Pat_01 Post-Resistance PIGB 9488 37 15 55621922 55621922 Frame_Shift_Del DEL T - 8 914 c.523delT c.(523-525)TTTfs p.F175fs

Pat_01 Post-Resistance RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 974 c.1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_01 Post-Resistance PPIB 5479 37 15 64454280 64454280 Frame_Shift_Del DEL G - 10 2889 c.209delC c.(208-210)CCAfs p.P70fs

Pat_01 Post-Resistance KIAA1199 57214 37 15 81173394 81173394 Frame_Shift_Del DEL T - 7 580 c.534delT c.(532-534)TATfs p.Y178fs

Pat_01 Post-Resistance MKL2 57496 37 16 14334253 14334255 In_Frame_Del DEL CAG - 10 686 c.991_993delCAG c.(991-993)CAGdel p.Q334del

Pat_01 Post-Resistance IL4R 3566 37 16 27373787 27373789 In_Frame_Del DEL GAG - 9 115 c.1114_1116delGAG c.(1114-1116)GAGdel p.E376del

Pat_01 Post-Resistance IL21R 50615 37 16 27460530 27460530 Frame_Shift_Del DEL C - 8 293 c.1543delC c.(1543-1545)CCCfs p.P515fs

Pat_01 Post-Resistance CD2BP2 10421 37 16 30365545 30365545 Frame_Shift_Del DEL C - 8 1078 c.177delG c.(175-177)GGGfs p.G59fs

Pat_01 Post-Resistance LRRC36 55282 37 16 67409201 67409201 Frame_Shift_Del DEL C - 7 1807 c.1546delC c.(1546-1548)CCCfs p.P516fs

Pat_01 Post-Resistance WWP2 11060 37 16 69959337 69959338 Frame_Shift_Ins INS - T 8 2315 c.1184_1185insT c.(1183-1185)TCGfs p.S395fs

Pat_01 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 19 1162 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_01 Post-Resistance KDM6B 23135 37 17 7750576 7750576 Frame_Shift_Del DEL C - 7 805 c.1063delC c.(1063-1065)CCCfs p.P355fs

Pat_01 Post-Resistance MYH10 4628 37 17 8415820 8415822 In_Frame_Del DEL TTC - 11 101 c.2806_2808delGAA c.(2806-2808)GAAdel p.E936del

Pat_01 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 13 858 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_01 Post-Resistance TTLL6 284076 37 17 46863643 46863643 Frame_Shift_Del DEL C - 7 1537 c.1644delG c.(1642-1644)AAGfs p.K548fs

Pat_01 Post-Resistance VEZF1 7716 37 17 56056605 56056607 In_Frame_Del DEL TGC - 7 813 c.1044_1046delGCAc.(1042-1047)CAGCAA>CAAp.348_349QQ>Q

Pat_01 Post-Resistance TEX2 55852 37 17 62291438 62291440 In_Frame_Del DEL TCC - 7 216 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_01 Post-Resistance C18orf19 125228 37 18 13681751 13681751 Frame_Shift_Del DEL T - 7 603 c.326delA c.(325-327)AAGfs p.K109fs

Pat_01 Post-Resistance C18orf8 29919 37 18 21110531 21110531 Frame_Shift_Del DEL G - 7 507 c.1849delG c.(1849-1851)GAAfs p.E617fs

Pat_01 Post-Resistance CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 10 147 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_01 Post-Resistance STK11 6794 37 19 1207156 1207156 Frame_Shift_Del DEL A - 11 22 c.244delA c.(244-246)AAGfs p.K82fs

Pat_01 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 161 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_01 Post-Resistance PLEKHG2 64857 37 19 39913725 39913725 Frame_Shift_Del DEL C - 7 952 c.2031delC c.(2029-2031)GTCfs p.V677fs

Pat_01 Post-Resistance CD3EAP 10849 37 19 45910372 45910372 Frame_Shift_Del DEL C - 8 896 c.43delC c.(43-45)CCCfs p.P15fs

Pat_01 Post-Resistance PLEKHA4 57664 37 19 49340723 49340723 Frame_Shift_Del DEL G - 7 575 c.2163delC c.(2161-2163)CCCfs p.P721fs

Pat_01 Post-Resistance ZNF816A 125893 37 19 53454172 53454173 Frame_Shift_Del DEL TG - 11 618 c.855_856delCA c.(853-858)TACAAGfs p.Y285fs

Pat_01 Post-Resistance SMC6 79677 37 2 17898126 17898126 Frame_Shift_Del DEL T - 7 101 c.1228delA c.(1228-1230)ATAfs p.I410fs

Pat_01 Post-Resistance FOXN2 3344 37 2 48573666 48573667 Frame_Shift_Ins INS - A 7 401 c.313_314insA c.(313-315)GAAfs p.E105fs

Pat_01 Post-Resistance EHBP1 23301 37 2 63101604 63101604 Frame_Shift_Del DEL A - 7 653 c.1227delA c.(1225-1227)CCAfs p.P409fs

Pat_01 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 9 900 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_01 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 8 537 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_01 Post-Resistance SULT1C3 442038 37 2 108863685 108863685 Frame_Shift_Del DEL A - 7 361 c.35delA c.(34-36)GAAfs p.E12fs

Pat_01 Post-Resistance TNFAIP6 7130 37 2 152226673 152226673 Frame_Shift_Del DEL A - 7 814 c.534delA c.(532-534)TTAfs p.L178fs

Pat_01 Post-Resistance WIPF1 7456 37 2 175436671 175436673 In_Frame_Del DEL GAG - 7 141 c.860_862delCTCc.(859-864)CCTCAG>CAG p.P287del

Pat_01 Post-Resistance PPP1R1C 151242 37 2 182852619 182852619 Frame_Shift_Del DEL C - 7 1341 c.135delC c.(133-135)AACfs p.N45fs

Pat_01 Post-Resistance SGOL2 151246 37 2 201437003 201437004 Frame_Shift_Ins INS - T 8 347 c.1934_1935insT c.(1933-1935)AATfs p.N645fs

Pat_01 Post-Resistance C2orf67 151050 37 2 210887680 210887680 Frame_Shift_Del DEL T - 8 123 c.2957delA c.(2956-2958)AATfs p.N986fs

Pat_01 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 9 1803 c.350delT c.(349-351)CTTfs p.L117fs

Pat_01 Post-Resistance GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 10 648 c.1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_01 Post-Resistance HDLBP 3069 37 2 242186208 242186208 Frame_Shift_Del DEL C - 8 561 c.1909delG c.(1909-1911)GAAfs p.E637fs

Pat_01 Post-Resistance CST4 1472 37 20 23667825 23667826 Frame_Shift_Ins INS - C 7 851 c.241_242insG c.(241-243)GTGfs p.V81fs

Pat_01 Post-Resistance CCT8 10694 37 21 30445903 30445903 Frame_Shift_Del DEL A - 88 427 c.9delT c.(7-9)CTTfs p.L3fs

Pat_01 Post-Resistance PWP2 5822 37 21 45535692 45535694 In_Frame_Del DEL GAG - 7 99 c.727_729delGAG c.(727-729)GAGdel p.E247del

Pat_01 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 8 292 c.518delG c.(517-519)GGCfs p.G173fs

Pat_01 Post-Resistance CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DELCAGCGCCTGCTGCAAACCCCT- 7 152c.758_778delCAGCGCCTGCTGCAAACCCCTc.(757-780)CCAGCGCCTGCTGCAAACCCCTCA>CCAp.APAANPS254del

Pat_01 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 158 c.2420delT c.(2419-2421)ATTfs p.I807fs



Pat_01 Post-Resistance MAGI1 9223 37 3 65342666 65342666 Frame_Shift_Del DEL T - 7 1008 c.3776delA c.(3775-3777)AAGfs p.K1259fs

Pat_01 Post-Resistance LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 10 1499 c.1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_01 Post-Resistance FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 16 457 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_01 Post-Resistance CCDC80 151887 37 3 112326049 112326049 Frame_Shift_Del DEL C - 8 597 c.2480delG c.(2479-2481)GGAfs p.G827fs

Pat_01 Post-Resistance KALRN 8997 37 3 123946891 123946891 Frame_Shift_Del DEL A - 8 726 c.122delA c.(121-123)GAAfs p.E41fs

Pat_01 Post-Resistance TMEM108 66000 37 3 133098606 133098606 Frame_Shift_Del DEL G - 8 1430 c.51delG c.(49-51)CTGfs p.L17fs

Pat_01 Post-Resistance VEPH1 79674 37 3 157081227 157081227 Frame_Shift_Del DEL T - 8 440 c.1661delA c.(1660-1662)AACfs p.N554fs

Pat_01 Post-Resistance PSMD2 5708 37 3 184024574 184024574 Frame_Shift_Del DEL G - 7 1137 c.1986delG c.(1984-1986)ATGfs p.M662fs

Pat_01 Post-Resistance MUC4 4585 37 3 195517485 195517486 Frame_Shift_Del DEL AG - 7 556 c.965_966delCT c.(964-966)TCTfs p.S322fs

Pat_01 Post-Resistance UBXN7 26043 37 3 196088753 196088753 Frame_Shift_Del DEL T - 7 423 c.1270delA c.(1270-1272)AGGfs p.R424fs

Pat_01 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 324 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_01 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 7 1017 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_01 Post-Resistance CRIPAK 285464 37 4 1389287 1389287 Frame_Shift_Del DEL C - 7 1193 c.988delC c.(988-990)CCCfs p.P330fs

Pat_01 Post-Resistance GRPEL1 80273 37 4 7062606 7062606 Frame_Shift_Del DEL C - 8 1743 c.637delG c.(637-639)GTGfs p.V213fs

Pat_01 Post-Resistance FRYL 285527 37 4 48622661 48622662 Frame_Shift_Del DEL AG - 7 1270 c.308_309delCT c.(307-309)TCTfs p.S103fs

Pat_01 Post-Resistance PKD2 5311 37 4 88986559 88986559 Frame_Shift_Del DEL A - 9 422 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_01 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 8 381 c.2460_2462delCACc.(2458-2463)GTCACC>GTC p.T826del

Pat_01 Post-Resistance INTU 27152 37 4 128608872 128608872 Frame_Shift_Del DEL T - 7 699 c.1299delT c.(1297-1299)CATfs p.H433fs

Pat_01 Post-Resistance ODZ3 55714 37 4 183652245 183652245 Frame_Shift_Del DEL T - 7 234 c.2920delT c.(2920-2922)TTTfs p.F974fs

Pat_01 Post-Resistance MYO10 4651 37 5 16694605 16694606 Frame_Shift_Ins INS - C 8 411 c.3674_3675insG c.(3673-3675)GGCfs p.G1225fs

Pat_01 Post-Resistance NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 8 134 c.7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_01 Post-Resistance GZMK 3003 37 5 54326347 54326347 Frame_Shift_Del DEL A - 7 358 c.298delA c.(298-300)AAAfs p.K100fs

Pat_01 Post-Resistance BDP1 55814 37 5 70797445 70797446 Frame_Shift_Del DEL AG - 7 542 c.2013_2014delAG c.(2011-2016)ACAGAGfs p.T671fs

Pat_01 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 15 1138 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_01 Post-Resistance H2AFY 9555 37 5 134724672 134724673 Frame_Shift_Ins INS - G 52 268 c.111_112insC c.(109-114)CCCAAGfs p.P37fs

Pat_01 Post-Resistance CDC25C 995 37 5 137627690 137627690 Frame_Shift_Del DEL T - 7 299 c.731delA c.(730-732)AAGfs p.K244fs

Pat_01 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 38 1097 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_01 Post-Resistance MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 7 553 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_01 Post-Resistance PPP1R10 5514 37 6 30569334 30569334 Frame_Shift_Del DEL G - 8 440 c.2815delC c.(2815-2817)CTGfs p.L939fs

Pat_01 Post-Resistance TUBB 203068 37 6 30688336 30688336 Frame_Shift_Del DEL C - 7 857 c.53delC c.(52-54)GCCfs p.A18fs

Pat_01 Post-Resistance BAT3 7917 37 6 31612806 31612806 Frame_Shift_Del DEL G - 7 734 c.1304delC c.(1303-1305)CCGfs p.P435fs

Pat_01 Post-Resistance PHF3 23469 37 6 64422954 64422954 Frame_Shift_Del DEL C - 8 1165 c.5470delC c.(5470-5472)CCCfs p.P1824fs

Pat_01 Post-Resistance CCDC126 90693 37 7 23651156 23651156 Frame_Shift_Del DEL T - 252 557 c.222delT c.(220-222)GCTfs p.A74fs

Pat_01 Post-Resistance NRF1 4899 37 7 129311286 129311288 In_Frame_Del DEL GCT - 8 302 c.241_243delGCT c.(241-243)GCTdel p.A84del

Pat_01 Post-Resistance ATG9B 285973 37 7 150721484 150721484 Frame_Shift_Del DEL C - 10 61 c.27delG c.(25-27)GGGfs p.G9fs

Pat_01 Post-Resistance ADAM9 8754 37 8 38880792 38880793 Frame_Shift_Ins INS - G 9 788 c.862_863insG c.(862-864)CGGfs p.R288fs

Pat_01 Post-Resistance PREX2 80243 37 8 68942851 68942852 Frame_Shift_Del DEL AG - 9 668 c.663_664delAG c.(661-666)TTAGAAfs p.L221fs

Pat_01 Post-Resistance HNF4G 3174 37 8 76471135 76471135 Frame_Shift_Del DEL G - 7 921 c.845delG c.(844-846)CGGfs p.R282fs

Pat_01 Post-Resistance PDP1 54704 37 8 94934712 94934712 Frame_Shift_Del DEL T - 7 546 c.425delT c.(424-426)GTTfs p.V142fs

Pat_01 Post-Resistance RANBP6 26953 37 9 6012690 6012690 Frame_Shift_Del DEL T - 7 258 c.2918delA c.(2917-2919)AATfs p.N973fs

Pat_01 Post-Resistance HNRNPK 3190 37 9 86586806 86586808 In_Frame_Del DEL GGT - 9 463 c.942_944delACCc.(940-945)CCACCT>CCTp.314_315PP>P

Pat_01 Post-Resistance KIAA1529 57653 37 9 100137790 100137790 Frame_Shift_Del DEL C - 9 413 c.5310delC c.(5308-5310)CTCfs p.L1770fs

Pat_01 Post-Resistance CRB2 286204 37 9 126139182 126139184 In_Frame_Del DEL CCT - 11 45 c.3699_3701delCCTc.(3697-3702)TGCCTC>TGC p.L1239del

Pat_01 Post-Resistance DDX3X 1654 37 X 41205517 41205517 Frame_Shift_Del DEL A - 7 612 c.1351delA c.(1351-1353)AAAfs p.K451fs

Pat_01 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 746 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_01 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 9 751 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_01 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 9 92 c.475_477delGAG c.(475-477)GAGdel p.E165del



Pat_02 Post-Resistance FAM43B 163933 37 1 20880268 20880270 In_Frame_Del DEL GAG - 4 5 c.802_804delGAG c.(802-804)GAGdel p.E272del

Pat_02 Post-Resistance ANKRD13C 81573 37 1 70740447 70740448 Frame_Shift_Del DEL TT - 7 237 c.1349_1350delAA c.(1348-1350)AAAfs p.K450fs

Pat_02 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 12 449 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_02 Post-Resistance NOTCH2 4853 37 1 120468185 120468185 Frame_Shift_Del DEL G - 8 291 c.4254delC c.(4252-4254)CCCfs p.P1418fs

Pat_02 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 7 217 c.1673_1675delAGGc.(1672-1677)AAGGAG>AAG p.E559del

Pat_02 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 9 436 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_02 Post-Resistance SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 8 245 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_02 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 7 266 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_02 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 682 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_02 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 7 289 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_02 Post-Resistance C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 13 332 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_02 Post-Resistance B2M 567 37 15 45003781 45003782 Frame_Shift_Del DEL CT - 78 105 c.37_38delCT c.(37-39)CTCfs p.L13fs

Pat_02 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 8 531 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_02 Post-Resistance PPL 5493 37 16 4934835 4934835 Frame_Shift_Del DEL T - 7 313 c.3821delA c.(3820-3822)AAGfs p.K1274fs

Pat_02 Post-Resistance MKS1 54903 37 17 56290367 56290369 In_Frame_Del DEL CTC - 7 374 c.832_834delGAG c.(832-834)GAGdel p.E278del

Pat_02 Post-Resistance TMPRSS9 360200 37 19 2422242 2422242 Frame_Shift_Del DEL C - 10 280 c.2443delC c.(2443-2445)CCAfs p.P815fs

Pat_02 Post-Resistance ECSIT 51295 37 19 11618821 11618821 Frame_Shift_Del DEL G - 7 334 c.781delC c.(781-783)CAGfs p.Q261fs

Pat_02 Post-Resistance GRAMD1A 57655 37 19 35510312 35510312 Frame_Shift_Del DEL C - 7 264 c.1350delC c.(1348-1350)GGCfs p.G450fs

Pat_02 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 9 498 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_02 Post-Resistance ANKRD23 200539 37 2 97507821 97507821 Frame_Shift_Del DEL G - 7 268 c.276delC c.(274-276)CCCfs p.P92fs

Pat_02 Post-Resistance GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 8 186 c.901_903delGAG c.(901-903)GAGdel p.E306del

Pat_02 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 8 146 c.507delA c.(505-507)TTAfs p.L169fs

Pat_02 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 12 333 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_02 Post-Resistance LAMA5 3911 37 20 60889865 60889866 Frame_Shift_Ins INS - C 7 361 c.8185_8186insG c.(8185-8187)GCTfs p.A2729fs

Pat_02 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 392 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_02 Post-Resistance SHANK3 85358 37 22 51159909 51159909 Frame_Shift_Del DEL C - 2 4 c.3696delC c.(3694-3696)AGCfs p.S1232fs

Pat_02 Post-Resistance WWTR1 25937 37 3 149260194 149260196 In_Frame_Del DEL CTG - 7 142 c.697_699delCAG c.(697-699)CAGdel p.Q233del

Pat_02 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 8 536 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_02 Post-Resistance YTHDC1 91746 37 4 69202891 69202893 In_Frame_Del DEL TCC - 8 80 c.735_737delGGAc.(733-738)GAGGAA>GAAp.245_246EE>E

Pat_02 Post-Resistance BMP2K 55589 37 4 79792164 79792166 In_Frame_Del DEL CAC - 7 59 c.1459_1461delCAC c.(1459-1461)CACdel p.H494del

Pat_02 Post-Resistance ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 184 c.1028_1030delCACc.(1027-1032)CCACAA>CAA p.P343del

Pat_02 Post-Resistance SH3D19 152503 37 4 152095944 152095944 Frame_Shift_Del DEL G - 7 1808 c.572delC c.(571-573)CCAfs p.P191fs

Pat_02 Post-Resistance SH3RF1 57630 37 4 170043324 170043326 In_Frame_Del DEL CAG - 10 279 c.1271_1273delCTGc.(1270-1275)GCTGGA>GGA p.A424del

Pat_02 Post-Resistance PLEKHG4B 153478 37 5 163098 163098 Frame_Shift_Del DEL G - 3 3 c.1843delG c.(1843-1845)GCCfs p.A615fs

Pat_02 Post-Resistance C5orf51 285636 37 5 41909932 41909939 Frame_Shift_Del DEL GAGCTGAT - 18 18 c.292_299delGAGCTGATc.(292-300)GAGCTGATTfs p.E98fs

Pat_02 Post-Resistance NNT 23530 37 5 43651893 43651893 Frame_Shift_Del DEL C - 7 490 c.1770delC c.(1768-1770)GACfs p.D590fs

Pat_02 Post-Resistance SLC12A2 6558 37 5 127420207 127420209 In_Frame_Del DEL CGG - 7 94 c.561_563delCGGc.(559-564)TCCGGC>TCC p.G192del

Pat_02 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 12 624 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_02 Post-Resistance DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 8 151 c.1353_1355delGGAc.(1351-1356)GAGGAA>GAAp.451_452EE>E

Pat_02 Post-Resistance UHRF1BP1 54887 37 6 34839369 34839369 Frame_Shift_Del DEL C - 11 439 c.3990delC c.(3988-3990)ATCfs p.I1330fs

Pat_02 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 13 722 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_02 Post-Resistance DST 667 37 6 56501426 56501426 Frame_Shift_Del DEL G - 197 421 c.2890delC c.(2890-2892)CAGfs p.Q964fs

Pat_02 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 7 281 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_02 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 7 257 c.231delA c.(229-231)AAAfs p.K77fs

Pat_02 Post-Resistance DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 9 476 c.754delT c.(754-756)TTTfs p.F252fs

Pat_02 Post-Resistance ZKSCAN5 23660 37 7 99103706 99103706 Frame_Shift_Del DEL C - 7 692 c.39delC c.(37-39)GACfs p.D13fs

Pat_02 Post-Resistance WNT2 7472 37 7 116955171 116955175 Frame_Shift_Del DEL TCCTT - 7 316 c.538_542delAAGGA c.(538-543)AAGGATfs p.K180fs



Pat_02 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 10 1212 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_02 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 7 697 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_02 Post-Resistance NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 7 164 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_02 Post-Resistance RAB11FIP1 80223 37 8 37732235 37732235 Frame_Shift_Del DEL C - 9 601 c.1420delG c.(1420-1422)GAGfs p.E474fs

Pat_02 Post-Resistance ESRP1 54845 37 8 95686610 95686611 Frame_Shift_Ins INS - A 7 268 c.1527_1528insA c.(1525-1530)CATAAAfs p.H509fs

Pat_02 Post-Resistance CSMD3 114788 37 8 114448928 114448928 Frame_Shift_Del DEL T - 9 870 c.156delA c.(154-156)TTAfs p.L52fs

Pat_02 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 9 382 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_02 Post-Resistance FOXB2 442425 37 9 79635081 79635083 In_Frame_Del DEL CCG - 7 38 c.511_513delCCG c.(511-513)CCGdel p.P174del

Pat_02 Post-Resistance AKNA 80709 37 9 117124014 117124014 Frame_Shift_Del DEL G - 7 830 c.2094delC c.(2092-2094)CCCfs p.P698fs

Pat_02 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 8 437 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_02 Post-Resistance FAM157B 100132403 37 9 141107536 141107537 In_Frame_Ins INS - GCA 5 10 c.218_219insGCAc.(217-219)CGG>CGGCAG p.85_86insQ

Pat_02 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 511 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_02 Post-Resistance MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 10 243 c.1788_1790delGCAc.(1786-1791)CTGCAG>CTG p.Q606del

Pat_02 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 10 466 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_05 Pre-Treatment TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 10 506 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_05 Pre-Treatment C1orf201 90529 37 1 24696167 24696168 Frame_Shift_Del DEL AA - 32 192 c.733_734delTT c.(733-735)TTCfs p.F245fs

Pat_05 Pre-Treatment EYA3 2140 37 1 28343685 28343687 In_Frame_Del DEL CTG - 7 1393 c.563_565delCAGc.(562-567)GCAGTA>GTA p.A188del

Pat_05 Pre-Treatment DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 8 260 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_05 Pre-Treatment HIAT1 64645 37 1 100534121 100534122 Frame_Shift_Ins INS - T 9 290 c.798_799insT c.(796-801)AGCTTTfs p.S266fs

Pat_05 Pre-Treatment BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 13 585 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_05 Pre-Treatment BCL9 607 37 1 147092681 147092681 Frame_Shift_Del DEL C - 8 845 c.2720delC c.(2719-2721)TCCfs p.S907fs

Pat_05 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 9 512 c.2186_2188delACCc.(2185-2190)CACCGG>CGG p.H729del

Pat_05 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 11 712 c.865delC c.(865-867)CTCfs p.L289fs

Pat_05 Pre-Treatment PVRL4 81607 37 1 161059028 161059030 In_Frame_Del DEL AGC - 8 710 c.57_59delGCT c.(55-60)CTGCTA>CTA p.19_20LL>L

Pat_05 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 8 806 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_05 Pre-Treatment REN 5972 37 1 204135375 204135377 In_Frame_Del DEL AGC - 7 593 c.45_47delGCT c.(43-48)CTGCTC>CTC p.15_16LL>L

Pat_05 Pre-Treatment PPP1R15B 84919 37 1 204380466 204380466 Frame_Shift_Del DEL A - 7 486 c.74delT c.(73-75)TTCfs p.F25fs

Pat_05 Pre-Treatment TMEM206 55248 37 1 212583815 212583815 Frame_Shift_Del DEL C - 7 2185 c.85delG c.(85-87)GAGfs p.E29fs

Pat_05 Pre-Treatment HEATR1 55127 37 1 236719429 236719429 Frame_Shift_Del DEL T - 9 775 c.5485delA c.(5485-5487)ACTfs p.T1829fs

Pat_05 Pre-Treatment JMJD1C 221037 37 10 64952699 64952699 Frame_Shift_Del DEL T - 10 336 c.6075delA c.(6073-6075)AAAfs p.K2025fs

Pat_05 Pre-Treatment IDE 3416 37 10 94274688 94274689 Frame_Shift_Del DEL AC - 90 210 c.772_773delGT c.(772-774)GTTfs p.V258fs

Pat_05 Pre-Treatment HPSE2 60495 37 10 100401606 100401607 Frame_Shift_Del DEL TC - 8 998 c.1095_1096delGA c.(1093-1098)CAGAAAfs p.Q365fs

Pat_05 Pre-Treatment CNNM2 54805 37 10 104678768 104678768 Frame_Shift_Del DEL C - 8 810 c.531delC c.(529-531)ATCfs p.I177fs

Pat_05 Pre-Treatment SORCS3 22986 37 10 107005314 107005314 Frame_Shift_Del DEL G - 8 606 c.2883delG c.(2881-2883)TTGfs p.L961fs

Pat_05 Pre-Treatment FAM45A 404636 37 10 120871369 120871369 Frame_Shift_Del DEL T - 7 474 c.261delT c.(259-261)CATfs p.H87fs

Pat_05 Pre-Treatment EML3 256364 37 11 62369967 62369967 Frame_Shift_Del DEL C - 4 2 c.2671delG c.(2671-2673)GCCfs p.A891fs

Pat_05 Pre-Treatment PTS 5805 37 11 112101391 112101391 Frame_Shift_Del DEL A - 7 500 c.229delA c.(229-231)AAAfs p.K77fs

Pat_05 Pre-Treatment PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 10 912 c.3440_3442delCCAc.(3439-3444)ACCAAC>AAC p.T1147del

Pat_05 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 7 323 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_05 Pre-Treatment NR4A1 3164 37 12 52448766 52448766 Frame_Shift_Del DEL G - 8 1039 c.654delG c.(652-654)CTGfs p.L218fs

Pat_05 Pre-Treatment OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 7 264 c.592delT c.(592-594)TTTfs p.F198fs

Pat_05 Pre-Treatment RFC3 5983 37 13 34398062 34398063 Frame_Shift_Ins INS - A 8 133 c.234_235insA c.(232-237)TCTAAAfs p.S78fs

Pat_05 Pre-Treatment ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 10 237 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_05 Pre-Treatment SLAIN1 122060 37 13 78320722 78320722 Frame_Shift_Del DEL A - 8 222 c.498delA c.(496-498)GGAfs p.G166fs

Pat_05 Pre-Treatment LIG4 3981 37 13 108861736 108861737 Frame_Shift_Ins INS - T 7 199 c.1880_1881insA c.(1879-1881)AAGfs p.K627fs

Pat_05 Pre-Treatment COL4A1 1282 37 13 110857850 110857850 Frame_Shift_Del DEL T - 7 705 c.894delA c.(892-894)AAAfs p.K298fs

Pat_05 Pre-Treatment ACIN1 22985 37 14 23528607 23528609 In_Frame_Del DEL TCT - 9 135 c.3774_3776delAGAc.(3772-3777)GAAGAG>GAGp.1258_1259EE>E



Pat_05 Pre-Treatment RGS6 9628 37 14 73002904 73002905 Frame_Shift_Del DEL AC - 8 534 c.1289_1290delAC c.(1288-1290)TACfs p.Y430fs

Pat_05 Pre-Treatment MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 9 366 c.2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_05 Pre-Treatment C15orf17 57184 37 15 75197009 75197011 In_Frame_Del DEL GCA - 7 1131 c.423_425delTGCc.(421-426)TCTGCA>TCA p.A142del

Pat_05 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 8 111 c.1761_1763delCAGc.(1759-1764)GCCAGC>GCC p.S592del

Pat_05 Pre-Treatment CTNS 1497 37 17 3543532 3543532 Frame_Shift_Del DEL T - 7 885 c.32delT c.(31-33)CTTfs p.L11fs

Pat_05 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 1245 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_05 Pre-Treatment GADD45GIP1 90480 37 19 13065273 13065275 In_Frame_Del DEL GCT - 8 484 c.416_418delAGCc.(415-420)CAGCGG>CGG p.Q139del

Pat_05 Pre-Treatment LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 8 722 c.826delC c.(826-828)CGGfs p.R276fs

Pat_05 Pre-Treatment CAPNS1 826 37 19 36632024 36632025 In_Frame_Ins INS - GGC 5 11 c.111_112insGGC c.(109-114)insGGC p.56_57insG

Pat_05 Pre-Treatment KIF3C 3797 37 2 26203790 26203791 Frame_Shift_Ins INS - C 7 191 c.996_997insG c.(994-999)GGGAATfs p.G332fs

Pat_05 Pre-Treatment ZNF514 84874 37 2 95815034 95815035 Frame_Shift_Ins INS - T 11 309 c.1195_1196insA c.(1195-1197)ACCfs p.T399fs

Pat_05 Pre-Treatment AAMP 14 37 2 219134766 219134766 Frame_Shift_Del DEL G - 10 1446 c.44delC c.(43-45)CCAfs p.P15fs

Pat_05 Pre-Treatment DOCK10 55619 37 2 225750871 225750871 Frame_Shift_Del DEL C - 7 984 c.521delG c.(520-522)GGTfs p.G174fs

Pat_05 Pre-Treatment CHRNG 1146 37 2 233404488 233404490 In_Frame_Del DEL CTG - 7 552 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_05 Pre-Treatment GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 8 509 c.1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_05 Pre-Treatment TP53RK 112858 37 20 45315634 45315634 Frame_Shift_Del DEL G - 7 729 c.520delC c.(520-522)CTGfs p.L174fs

Pat_05 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 424 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_05 Pre-Treatment DDX17 10521 37 22 38881965 38881967 In_Frame_Del DEL GGA - 11 744 c.2169_2171delTCCc.(2167-2172)CCTCCC>CCCp.723_724PP>P

Pat_05 Pre-Treatment TNRC6B 23112 37 22 40708591 40708591 Frame_Shift_Del DEL G - 9 1192 c.4518delG c.(4516-4518)CTGfs p.L1506fs

Pat_05 Pre-Treatment KCTD6 200845 37 3 58486772 58486772 Frame_Shift_Del DEL G - 11 684 c.127delG c.(127-129)GGGfs p.G43fs

Pat_05 Pre-Treatment LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 12 1043 c.1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_05 Pre-Treatment CPOX 1371 37 3 98304319 98304319 Frame_Shift_Del DEL G - 7 1856 c.1138delC c.(1138-1140)CAGfs p.Q380fs

Pat_05 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 9 1320 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_05 Pre-Treatment BBX 56987 37 3 107497244 107497244 Frame_Shift_Del DEL A - 8 502 c.2081delA c.(2080-2082)GAAfs p.E694fs

Pat_05 Pre-Treatment ACAD11 84129 37 3 132297681 132297681 Frame_Shift_Del DEL C - 8 748 c.1733delG c.(1732-1734)GGAfs p.G578fs

Pat_05 Pre-Treatment XRN1 54464 37 3 142144319 142144319 Frame_Shift_Del DEL G - 7 221 c.468delC c.(466-468)TCCfs p.S156fs

Pat_05 Pre-Treatment THPO 7066 37 3 184093760 184093761 Frame_Shift_Ins INS - GTTA 17 163 c.56_57insTAAC c.(55-57)ACGfs p.T19fs

Pat_05 Pre-Treatment UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 7 165 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_05 Pre-Treatment CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 7 164 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_05 Pre-Treatment PTPN13 5783 37 4 87622849 87622849 Frame_Shift_Del DEL C - 9 450 c.1090delC c.(1090-1092)CACfs p.H364fs

Pat_05 Pre-Treatment EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 15 514 c.227delT c.(226-228)CTTfs p.L76fs

Pat_05 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 7 336 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_05 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 7 822 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_05 Pre-Treatment ISOC1 51015 37 5 128440739 128440739 Frame_Shift_Del DEL G - 7 837 c.400delG c.(400-402)GGGfs p.G134fs

Pat_05 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 12 605 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_05 Pre-Treatment CTNNA1 1495 37 5 138160447 138160449 In_Frame_Del DEL GGA - 7 970 c.817_819delGGA c.(817-819)GGAdel p.G276del

Pat_05 Pre-Treatment TMEM14C 51522 37 6 10725219 10725219 Frame_Shift_Del DEL G - 7 2443 c.46delG c.(46-48)GGCfs p.G16fs

Pat_05 Pre-Treatment RANBP9 10048 37 6 13632610 13632610 Frame_Shift_Del DEL T - 8 820 c.1939delA c.(1939-1941)ATGfs p.M647fs

Pat_05 Pre-Treatment FAM65B 9750 37 6 24873931 24873931 Frame_Shift_Del DEL G - 8 293 c.198delC c.(196-198)CCCfs p.P66fs

Pat_05 Pre-Treatment HIST1H2BJ 8970 37 6 27100400 27100401 Frame_Shift_Del DEL TG - 7 2128 c.129_130delCA c.(127-132)TACAAGfs p.Y43fs

Pat_05 Pre-Treatment NFKBIL1 4795 37 6 31525882 31525884 In_Frame_Del DEL CAG - 9 205 c.640_642delCAG c.(640-642)CAGdel p.Q217del

Pat_05 Pre-Treatment KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 7 237 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_05 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 8 739 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_05 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 9 1498 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_05 Pre-Treatment ITGB8 3696 37 7 20444381 20444382 Frame_Shift_Del DEL GT - 10 900 c.1818_1819delGT c.(1816-1821)ACGTGTfs p.T606fs

Pat_05 Pre-Treatment ZNRF2 223082 37 7 30395358 30395359 Frame_Shift_Del DEL AA - 8 880 c.580_581delAA c.(580-582)AAAfs p.K194fs

Pat_05 Pre-Treatment PSPH 5723 37 7 56082719 56082721 In_Frame_Del DEL AGG - 35 441 c.565_567delCCT c.(565-567)CCTdel p.P189del



Pat_05 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 12 808 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_05 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 10 713 c.796delG c.(796-798)GTCfs p.V266fs

Pat_05 Pre-Treatment SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 12 251 c.304delG c.(304-306)GGGfs p.G102fs

Pat_05 Pre-Treatment RAB11FIP1 80223 37 8 37728963 37728966 Frame_Shift_Del DEL GTGA - 102 374 c.3354_3357delTCACc.(3352-3357)ACTCACfs p.T1118fs

Pat_05 Pre-Treatment NSMAF 8439 37 8 59510031 59510031 Frame_Shift_Del DEL C - 9 1728 c.1707delG c.(1705-1707)GTGfs p.V569fs

Pat_05 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 11 669 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_05 Pre-Treatment COPS5 10987 37 8 67974094 67974095 Frame_Shift_Del DEL AG - 7 1274 c.137_138delCT c.(136-138)ACTfs p.T46fs

Pat_05 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 11 1341 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_05 Pre-Treatment EIF2C2 27161 37 8 141554344 141554345 Frame_Shift_Ins INS - G 7 1015 c.1806_1807insC c.(1804-1809)CCCGCCfs p.P602fs

Pat_05 Pre-Treatment PUF60 22827 37 8 144906520 144906522 In_Frame_Del DEL GCC - 10 302 c.72_74delGGC c.(70-75)GCGGCA>GCA p.24_25AA>A

Pat_05 Pre-Treatment C9orf98 158067 37 9 135753607 135753607 Frame_Shift_Del DEL G - 9 214 c.36delC c.(34-36)CCCfs p.P12fs

Pat_05 Pre-Treatment TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 9 163 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_05 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 8 126 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_05 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 17 792 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_05 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 8 231 c.3480_3482delGAGc.(3478-3483)AAGAGA>AAA p.R1163del

Pat_05 Post-Resistance KPRP 448834 37 1 152732678 152732678 Frame_Shift_Del DEL C - 8 1055 c.614delC c.(613-615)ACCfs p.T205fs

Pat_05 Post-Resistance GON4L 54856 37 1 155735138 155735141 Frame_Shift_Del DEL CTGT - 27 1052 c.4123_4126delACAGc.(4123-4128)ACAGTCfs p.T1375fs

Pat_05 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 15 713 c.865delC c.(865-867)CTCfs p.L289fs

Pat_05 Post-Resistance CALCOCO1 57658 37 12 54115378 54115378 Frame_Shift_Del DEL C - 8 1470 c.631delG c.(631-633)GAGfs p.E211fs

Pat_05 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 7 742 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_05 Post-Resistance GLI1 2735 37 12 57865177 57865177 Frame_Shift_Del DEL C - 8 564 c.2654delC c.(2653-2655)TCCfs p.S885fs

Pat_05 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 7 964 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_05 Post-Resistance TPSD1 23430 37 16 1306312 1306314 In_Frame_Del DEL CTG - 7 413 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_05 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 7 152 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_05 Post-Resistance KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 94 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del

Pat_05 Post-Resistance NEK8 284086 37 17 27064841 27064841 Frame_Shift_Del DEL C - 8 1384 c.894delC c.(892-894)ATCfs p.I298fs

Pat_05 Post-Resistance AP2B1 163 37 17 33953803 33953803 Frame_Shift_Del DEL G - 8 1360 c.880delG c.(880-882)GGGfs p.G294fs

Pat_05 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 449 c.1407_1409delCCAc.(1405-1410)CACCAA>CAA p.H469del

Pat_05 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 7 136 c.507delA c.(505-507)TTAfs p.L169fs

Pat_05 Post-Resistance DIDO1 11083 37 20 61512380 61512381 Frame_Shift_Ins INS - G 12 141 c.4927_4928insC c.(4927-4929)CGCfs p.R1643fs

Pat_05 Post-Resistance CCDC116 164592 37 22 21990728 21990730 In_Frame_Del DEL GCA - 10 196 c.1211_1213delGCAc.(1210-1215)TGCAGC>TGC p.S407del

Pat_05 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 14 276 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_05 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 10 427 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_05 Post-Resistance LIMD1 8994 37 3 45636543 45636545 In_Frame_Del DEL CAG - 9 80 c.172_174delCAG c.(172-174)CAGdel p.Q63del

Pat_05 Post-Resistance QRICH1 54870 37 3 49094314 49094316 In_Frame_Del DEL TGC - 8 203 c.1317_1319delGCAc.(1315-1320)CAGCAA>CAAp.439_440QQ>Q

Pat_05 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 1303 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_05 Post-Resistance GOLGB1 2804 37 3 121413503 121413503 Frame_Shift_Del DEL T - 7 435 c.5852delA c.(5851-5853)AATfs p.N1951fs

Pat_05 Post-Resistance UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 8 152 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_05 Post-Resistance SLC1A3 6507 37 5 36679799 36679799 Frame_Shift_Del DEL G - 8 1552 c.931delG c.(931-933)GGGfs p.G311fs

Pat_05 Post-Resistance LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 7 357 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_05 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 360 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_05 Post-Resistance KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 7 171 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_05 Post-Resistance ABCB4 5244 37 7 87053264 87053264 Frame_Shift_Del DEL C - 7 906 c.2169delG c.(2167-2169)GGGfs p.G723fs

Pat_05 Post-Resistance TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 8 1360 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_05 Post-Resistance SLC12A9 56996 37 7 100463628 100463628 Frame_Shift_Del DEL G - 7 877 c.2146delG c.(2146-2148)GGGfs p.G716fs

Pat_05 Post-Resistance WNT16 51384 37 7 120971879 120971879 Frame_Shift_Del DEL G - 9 569 c.494delG c.(493-495)TGGfs p.W165fs

Pat_05 Post-Resistance RAB11FIP1 80223 37 8 37728963 37728966 Frame_Shift_Del DEL GTGA - 104 258 c.3354_3357delTCACc.(3352-3357)ACTCACfs p.T1118fs



Pat_05 Post-Resistance BHLHE22 27319 37 8 65493617 65493618 In_Frame_Ins INS - GGC 10 16 c.270_271insGGC c.(268-273)insGGC p.97_98insG

Pat_05 Post-Resistance IKBKAP 8518 37 9 111693425 111693427 Translation_Start_Site DEL ATG - 48 192

Pat_06 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 1129 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_06 Pre-Treatment CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 7 499 c.2870_2872delAGGc.(2869-2874)GAGGGG>GGGp.E957del

Pat_06 Pre-Treatment FBLIM1 54751 37 1 16103673 16103673 Frame_Shift_Del DEL C - 7 1304 c.899delC c.(898-900)GCCfs p.A300fs

Pat_06 Pre-Treatment MST1P9 11223 37 1 17086003 17086003 Frame_Shift_Del DEL G - 7 1135 c.894delC c.(892-894)GGCfs p.G298fs

Pat_06 Pre-Treatment TSSK3 81629 37 1 32828389 32828390 Frame_Shift_Ins INS - A 8 1113 c.87_88insA c.(85-90)TCCAAAfs p.S29fs

Pat_06 Pre-Treatment EIF2C4 192670 37 1 36307305 36307305 Frame_Shift_Del DEL A - 11 1084 c.2129delA c.(2128-2130)CAAfs p.Q710fs

Pat_06 Pre-Treatment MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 8 986 c.4239_4241delGGAc.(4237-4242)CTGGAG>CTGp.E1417del

Pat_06 Pre-Treatment MPL 4352 37 1 43814993 43814995 In_Frame_Del DEL CTG - 8 893 c.1528_1530delCTG c.(1528-1530)CTGdel p.L513del

Pat_06 Pre-Treatment IPO13 9670 37 1 44425920 44425922 Splice_Site DEL GGT - 10 2459 c.2029_splice c.e12-1 p.V677_splice

Pat_06 Pre-Treatment EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 21 626 c.450delA c.(448-450)AAAfs p.K150fs

Pat_06 Pre-Treatment MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 9 1448 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_06 Pre-Treatment PCSK9 255738 37 1 55505552 55505553 In_Frame_Ins INS - CTG 5 9 c.42_43insCTG c.(40-45)insCTG p.23_24insL

Pat_06 Pre-Treatment JUN 3725 37 1 59248443 59248443 Frame_Shift_Del DEL G - 8 1536 c.300delC c.(298-300)CCCfs p.P100fs

Pat_06 Pre-Treatment SGIP1 84251 37 1 67147814 67147814 Frame_Shift_Del DEL C - 7 1129 c.1077delC c.(1075-1077)GGCfs p.G359fs

Pat_06 Pre-Treatment WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 9 754 c.89delA c.(88-90)AAGfs p.K30fs

Pat_06 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 27 573 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_06 Pre-Treatment LRRIQ3 127255 37 1 74648381 74648381 Frame_Shift_Del DEL T - 8 1269 c.414delA c.(412-414)AAAfs p.K138fs

Pat_06 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 36 1808 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_06 Pre-Treatment CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 17 497 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_06 Pre-Treatment SLC44A3 126969 37 1 95357932 95357932 Frame_Shift_Del DEL T - 8 933 c.1716delT c.(1714-1716)GCTfs p.A572fs

Pat_06 Pre-Treatment AMY2B 280 37 1 104115838 104115838 Frame_Shift_Del DEL A - 9 2770 c.469delA c.(469-471)AAAfs p.K157fs

Pat_06 Pre-Treatment WNT2B 7482 37 1 113052023 113052025 In_Frame_Del DEL CTG - 12 303 c.139_141delCTG c.(139-141)CTGdel p.L50del

Pat_06 Pre-Treatment TSPAN2 10100 37 1 115601537 115601537 Frame_Shift_Del DEL T - 7 1456 c.411delA c.(409-411)AAAfs p.K137fs

Pat_06 Pre-Treatment PSMB4 5692 37 1 151372073 151372073 Frame_Shift_Del DEL T - 7 682 c.10delT c.(10-12)TTTfs p.F4fs

Pat_06 Pre-Treatment SPRR4 163778 37 1 152944376 152944378 In_Frame_Del DEL CAG - 7 660 c.10_12delCAG c.(10-12)CAGdel p.Q7del

Pat_06 Pre-Treatment SPRR2G 6706 37 1 153122566 153122568 In_Frame_Del DEL CTG - 12 1072 c.19_21delCAG c.(19-21)CAGdel p.Q7del

Pat_06 Pre-Treatment S100A8 6279 37 1 153362715 153362715 Frame_Shift_Del DEL T - 7 1013 c.146delA c.(145-147)AAGfs p.K49fs

Pat_06 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 14 74 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_06 Pre-Treatment GPATCH4 54865 37 1 156565504 156565504 Frame_Shift_Del DEL T - 8 265 c.629delA c.(628-630)AAGfs p.K210fs

Pat_06 Pre-Treatment NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 20 1720 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_06 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 13 723 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_06 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 11 740 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_06 Pre-Treatment SLC9A11 284525 37 1 173552687 173552688 Frame_Shift_Ins INS - A 7 399 c.597_598insT c.(595-600)TTTGGAfs p.F199fs

Pat_06 Pre-Treatment DHX9 1660 37 1 182845333 182845333 Frame_Shift_Del DEL T - 11 1493 c.1964delT c.(1963-1965)GTTfs p.V655fs

Pat_06 Pre-Treatment IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 542 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_06 Pre-Treatment ZC3H11A 9877 37 1 203786224 203786225 Frame_Shift_Ins INS - T 25 640 c.26_27insT c.(25-27)TATfs p.Y9fs

Pat_06 Pre-Treatment PIK3C2B 5287 37 1 204434363 204434363 Frame_Shift_Del DEL A - 7 1515 c.1018delT c.(1018-1020)TGCfs p.C340fs

Pat_06 Pre-Treatment CR1L 1379 37 1 207867814 207867814 Frame_Shift_Del DEL A - 7 1447 c.580delA c.(580-582)AAAfs p.K194fs

Pat_06 Pre-Treatment KCTD3 51133 37 1 215747171 215747171 Frame_Shift_Del DEL T - 7 799 c.126delT c.(124-126)TCTfs p.S42fs

Pat_06 Pre-Treatment TP53BP2 7159 37 1 223991931 223991931 Frame_Shift_Del DEL T - 7 1343 c.594delA c.(592-594)AAAfs p.K198fs

Pat_06 Pre-Treatment OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 885 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_06 Pre-Treatment RHOU 58480 37 1 228879414 228879414 Frame_Shift_Del DEL C - 7 651 c.704delC c.(703-705)TCTfs p.S235fs

Pat_06 Pre-Treatment C10orf18 54906 37 10 5788554 5788554 Frame_Shift_Del DEL A - 8 566 c.3170delA c.(3169-3171)GAAfs p.E1057fs

Pat_06 Pre-Treatment ITIH2 3698 37 10 7791225 7791225 Frame_Shift_Del DEL A - 9 1605 c.2769delA c.(2767-2769)GGAfs p.G923fs

Pat_06 Pre-Treatment NEBL 10529 37 10 21124517 21124517 Frame_Shift_Del DEL T - 9 1578 c.1374delA c.(1372-1374)AAAfs p.K458fs



Pat_06 Pre-Treatment MPP7 143098 37 10 28347455 28347455 Frame_Shift_Del DEL T - 9 2255 c.1376delA c.(1375-1377)AACfs p.N459fs

Pat_06 Pre-Treatment FRMPD2 143162 37 10 49409420 49409420 Frame_Shift_Del DEL T - 7 2068 c.1805delA c.(1804-1806)AAGfs p.K602fs

Pat_06 Pre-Treatment A1CF 29974 37 10 52569667 52569669 In_Frame_Del DEL AGC - 9 528 c.1618_1620delGCT c.(1618-1620)GCTdel p.A540del

Pat_06 Pre-Treatment ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 7 728 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_06 Pre-Treatment ZMIZ1 57178 37 10 81050829 81050831 In_Frame_Del DEL GCA - 9 895 c.654_656delGCAc.(652-657)GGGCAG>GGG p.Q222del

Pat_06 Pre-Treatment ZMIZ1 57178 37 10 81066062 81066062 Frame_Shift_Del DEL C - 8 546 c.2629delC c.(2629-2631)CCCfs p.P877fs

Pat_06 Pre-Treatment STAMBPL1 57559 37 10 90682146 90682146 Frame_Shift_Del DEL A - 17 539 c.1207delA c.(1207-1209)AAAfs p.K403fs

Pat_06 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 7 4111 c.397delT c.(397-399)TTTfs p.F133fs

Pat_06 Pre-Treatment HECTD2 143279 37 10 93247481 93247481 Frame_Shift_Del DEL A - 7 1115 c.1137delA c.(1135-1137)GCAfs p.A379fs

Pat_06 Pre-Treatment TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 9 876 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_06 Pre-Treatment DMBT1 1755 37 10 124345598 124345599 Frame_Shift_Del DEL GA - 7 2750 c.1482_1483delGAc.(1480-1485)CTGAGGfs p.L494fs

Pat_06 Pre-Treatment DOCK1 1793 37 10 129231579 129231579 Frame_Shift_Del DEL C - 7 1232 c.4884delC c.(4882-4884)CGCfs p.R1628fs

Pat_06 Pre-Treatment PHRF1 57661 37 11 592586 592588 In_Frame_Del DEL GAG - 8 1189 c.532_534delGAG c.(532-534)GAGdel p.E181del

Pat_06 Pre-Treatment OR51B6 390058 37 11 5373220 5373220 Frame_Shift_Del DEL A - 7 1251 c.483delA c.(481-483)CTAfs p.L161fs

Pat_06 Pre-Treatment PSMA1 5682 37 11 14529252 14529254 In_Frame_Del DEL CAT - 8 904 c.683_685delATGc.(682-687)GATGTG>GTG p.D228del

Pat_06 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 7 1999 c.302delG c.(301-303)GGTfs p.G101fs

Pat_06 Pre-Treatment ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 8 848 c.709delC c.(709-711)CTGfs p.L237fs

Pat_06 Pre-Treatment FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 8 33 c.2742_2744delTCCc.(2740-2745)CCTCCA>CCAp.914_915PP>P

Pat_06 Pre-Treatment FNBP4 23360 37 11 47746087 47746087 Frame_Shift_Del DEL G - 8 1730 c.2252delC c.(2251-2253)CCTfs p.P751fs

Pat_06 Pre-Treatment SERPING1 710 37 11 57365774 57365776 In_Frame_Del DEL CTG - 14 66 c.31_33delCTG c.(31-33)CTGdel p.L15del

Pat_06 Pre-Treatment UBXN1 51035 37 11 62444384 62444384 Frame_Shift_Del DEL C - 7 826 c.745delG c.(745-747)GAGfs p.E249fs

Pat_06 Pre-Treatment SF1 7536 37 11 64534435 64534437 In_Frame_Del DEL GCT - 10 1552 c.1517_1519delAGCc.(1516-1521)CAGCCT>CCT p.Q506del

Pat_06 Pre-Treatment EHBP1L1 254102 37 11 65351726 65351726 Frame_Shift_Del DEL G - 8 1520 c.3108delG c.(3106-3108)CTGfs p.L1036fs

Pat_06 Pre-Treatment SNX32 254122 37 11 65617623 65617623 Frame_Shift_Del DEL C - 10 812 c.255delC c.(253-255)ATCfs p.I85fs

Pat_06 Pre-Treatment NUMA1 4926 37 11 71724190 71724190 Frame_Shift_Del DEL C - 7 1146 c.4359delG c.(4357-4359)GGGfs p.G1453fs

Pat_06 Pre-Treatment DGAT2 84649 37 11 75509300 75509300 Frame_Shift_Del DEL G - 7 1490 c.838delG c.(838-840)GGAfs p.G280fs

Pat_06 Pre-Treatment PAK1 5058 37 11 77069990 77069992 In_Frame_Del DEL CAT - 9 632 c.548_550delATGc.(547-552)GATGCT>GCT p.D183del

Pat_06 Pre-Treatment USP35 57558 37 11 77920720 77920722 In_Frame_Del DEL CGC - 7 687 c.1819_1821delCGC c.(1819-1821)CGCdel p.R610del

Pat_06 Pre-Treatment FAT3 120114 37 11 92531072 92531074 In_Frame_Del DEL GAC - 9 1070 c.4893_4895delGACc.(4891-4896)ATGACG>ATG p.T1633del

Pat_06 Pre-Treatment C11orf54 28970 37 11 93494710 93494710 Frame_Shift_Del DEL T - 9 1672 c.804delT c.(802-804)CATfs p.H268fs

Pat_06 Pre-Treatment MRE11A 4361 37 11 94153333 94153335 In_Frame_Del DEL ATC - 8 514 c.2083_2085delGAT c.(2083-2085)GATdel p.D695del

Pat_06 Pre-Treatment BARX2 8538 37 11 129246064 129246064 Frame_Shift_Del DEL A - 8 1086 c.134delA c.(133-135)TACfs p.Y45fs

Pat_06 Pre-Treatment GUCY2C 2984 37 12 14766135 14766135 Frame_Shift_Del DEL T - 8 1653 c.3138delA c.(3136-3138)AAAfs p.K1046fs

Pat_06 Pre-Treatment NELL2 4753 37 12 44917102 44917102 Frame_Shift_Del DEL T - 7 1866 c.1970delA c.(1969-1971)AATfs p.N657fs

Pat_06 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 26 1702 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_06 Pre-Treatment SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 10 970 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_06 Pre-Treatment PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 7 1108 c.93delC c.(91-93)ATCfs p.I31fs

Pat_06 Pre-Treatment OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 13 836 c.298delT c.(298-300)TTTfs p.F100fs

Pat_06 Pre-Treatment ESYT1 23344 37 12 56537395 56537395 Frame_Shift_Del DEL C - 9 1528 c.3257delC c.(3256-3258)TCCfs p.S1086fs

Pat_06 Pre-Treatment KIF5A 3798 37 12 57972048 57972048 Frame_Shift_Del DEL G - 7 943 c.2461delG c.(2461-2463)GGGfs p.G821fs

Pat_06 Pre-Treatment B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 10 737 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_06 Pre-Treatment CEP290 80184 37 12 88524078 88524079 Frame_Shift_Ins INS - T 15 1077 c.635_636insA c.(634-636)AACfs p.N212fs

Pat_06 Pre-Treatment CCDC63 160762 37 12 111311658 111311659 Frame_Shift_Ins INS - A 11 337 c.382_383insA c.(382-384)GAAfs p.E128fs

Pat_06 Pre-Treatment C12orf51 283450 37 12 112605648 112605650 In_Frame_Del DEL CAG - 13 541 c.11014_11016delCTGc.(11014-11016)CTGdel p.L3672del

Pat_06 Pre-Treatment KSR2 283455 37 12 117977605 117977605 Frame_Shift_Del DEL G - 11 638 c.1519delC c.(1519-1521)CTCfs p.L507fs

Pat_06 Pre-Treatment MLEC 9761 37 12 121134166 121134168 In_Frame_Del DEL GAA - 8 542 c.697_699delGAA c.(697-699)GAAdel p.E238del

Pat_06 Pre-Treatment WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 7 949 c.716_splice c.e7+1 p.R239_splice



Pat_06 Pre-Treatment WASF3 10810 37 13 27259836 27259836 Frame_Shift_Del DEL A - 8 685 c.1363delA c.(1363-1365)AAAfs p.K455fs

Pat_06 Pre-Treatment CKAP2 26586 37 13 53049034 53049034 Frame_Shift_Del DEL A - 7 233 c.1810delA c.(1810-1812)AAAfs p.K604fs

Pat_06 Pre-Treatment FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 8 306 c.884delT c.(883-885)TTAfs p.L295fs

Pat_06 Pre-Treatment MYCBP2 23077 37 13 77748553 77748553 Frame_Shift_Del DEL G - 7 951 c.5430delC c.(5428-5430)ACCfs p.T1810fs

Pat_06 Pre-Treatment SLITRK5 26050 37 13 88328374 88328375 Frame_Shift_Del DEL TC - 7 1061 c.731_732delTC c.(730-732)ATCfs p.I244fs

Pat_06 Pre-Treatment UBAC2 337867 37 13 99966405 99966405 Frame_Shift_Del DEL C - 7 1206 c.444delC c.(442-444)GTCfs p.V148fs

Pat_06 Pre-Treatment SALL2 6297 37 14 21991334 21991336 In_Frame_Del DEL GGT - 11 551 c.2526_2528delACCc.(2524-2529)CCACCT>CCTp.842_843PP>P

Pat_06 Pre-Treatment RBM23 55147 37 14 23371030 23371030 Frame_Shift_Del DEL G - 9 1133 c.1309delC c.(1309-1311)CAGfs p.Q437fs

Pat_06 Pre-Treatment CPNE6 9362 37 14 24545608 24545608 Frame_Shift_Del DEL C - 7 1081 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_06 Pre-Treatment TINF2 26277 37 14 24710268 24710268 Frame_Shift_Del DEL C - 7 2120 c.562delG c.(562-564)GCCfs p.A188fs

Pat_06 Pre-Treatment FERMT2 10979 37 14 53360081 53360082 Frame_Shift_Ins INS - T 9 267 c.455_456insA c.(454-456)AAGfs p.K152fs

Pat_06 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 14 581 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_06 Pre-Treatment ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 7 1373 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_06 Pre-Treatment C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 14 903 c.977delG c.(976-978)CGGfs p.R326fs

Pat_06 Pre-Treatment GALC 2581 37 14 88406276 88406276 Frame_Shift_Del DEL T - 10 2322 c.1884delA c.(1882-1884)AAAfs p.K628fs

Pat_06 Pre-Treatment ATXN3 4287 37 14 92537355 92537357 In_Frame_Del DEL CTG - 7 517 c.913_915delCAG c.(913-915)CAGdel p.Q305del

Pat_06 Pre-Treatment RIN3 79890 37 14 93125641 93125643 In_Frame_Del DEL CCA - 7 537 c.2162_2164delCCAc.(2161-2166)GCCACC>GCC p.T725del

Pat_06 Pre-Treatment CHGA 1113 37 14 93398009 93398009 Frame_Shift_Del DEL A - 8 696 c.770delA c.(769-771)CACfs p.H257fs

Pat_06 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 9 1323 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_06 Pre-Treatment DICER1 23405 37 14 95562455 95562455 Frame_Shift_Del DEL T - 10 2394 c.4802delA c.(4801-4803)AAGfs p.K1601fs

Pat_06 Pre-Treatment DYNC1H1 1778 37 14 102476702 102476703 Frame_Shift_Del DEL AG - 8 481 c.6311_6312delAG c.(6310-6312)AAGfs p.K2104fs

Pat_06 Pre-Treatment EIF5 1983 37 14 103803136 103803137 Frame_Shift_Ins INS - T 9 725 c.277_278insT c.(277-279)ATTfs p.I93fs

Pat_06 Pre-Treatment AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 13 532 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_06 Pre-Treatment ATP10A 57194 37 15 25963499 25963501 In_Frame_Del DEL CCT - 8 106 c.1409_1411delAGGc.(1408-1413)GAGGTG>GTG p.E470del

Pat_06 Pre-Treatment MTMR10 54893 37 15 31239358 31239358 Frame_Shift_Del DEL G - 7 2035 c.1523delC c.(1522-1524)CCTfs p.P508fs

Pat_06 Pre-Treatment SLC12A6 9990 37 15 34628626 34628626 Frame_Shift_Del DEL G - 7 556 c.256delC c.(256-258)CAGfs p.Q86fs

Pat_06 Pre-Treatment PAK6 56924 37 15 40566360 40566360 Frame_Shift_Del DEL G - 8 796 c.1761delG c.(1759-1761)CTGfs p.L587fs

Pat_06 Pre-Treatment TP53BP1 7158 37 15 43748493 43748494 Frame_Shift_Del DEL GG - 7 297 c.2297_2298delCC c.(2296-2298)CCCfs p.P766fs

Pat_06 Pre-Treatment TRIM69 140691 37 15 45059455 45059455 Frame_Shift_Del DEL A - 7 778 c.988delA c.(988-990)AAAfs p.K330fs

Pat_06 Pre-Treatment SLC28A2 9153 37 15 45567679 45567680 Frame_Shift_Del DEL TG - 7 2237 c.1945_1946delTG c.(1945-1947)TGTfs p.C649fs

Pat_06 Pre-Treatment ONECUT1 3175 37 15 53049972 53049972 Frame_Shift_Del DEL G - 8 1414 c.1178delC c.(1177-1179)ACAfs p.T393fs

Pat_06 Pre-Treatment ZNF280D 54816 37 15 56970872 56970873 Frame_Shift_Ins INS - T 7 1070 c.1151_1152insA c.(1150-1152)CATfs p.H384fs

Pat_06 Pre-Treatment SNAPC5 10302 37 15 66786799 66786801 In_Frame_Del DEL TCC - 7 721 c.270_272delGGAc.(268-273)GAGGAA>GAAp.90_91EE>E

Pat_06 Pre-Treatment SPESP1 246777 37 15 69238674 69238676 In_Frame_Del DEL AGC - 9 467 c.801_803delAGCc.(799-804)CTAGCA>CTA p.A271del

Pat_06 Pre-Treatment IQGAP1 8826 37 15 91019925 91019925 Frame_Shift_Del DEL A - 7 563 c.2815delA c.(2815-2817)AAAfs p.K939fs

Pat_06 Pre-Treatment BLM 641 37 15 91304286 91304288 In_Frame_Del DEL TGA - 8 649 c.1683_1685delTGAc.(1681-1686)TTTGAT>TTT p.D566del

Pat_06 Pre-Treatment VPS33B 26276 37 15 91550236 91550238 In_Frame_Del DEL TCC - 15 1581 c.642_644delGGAc.(640-645)GAGGAT>GAT p.E214del

Pat_06 Pre-Treatment TPSD1 23430 37 16 1306312 1306314 In_Frame_Del DEL CTG - 9 805 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_06 Pre-Treatment ABCA3 21 37 16 2373622 2373622 Frame_Shift_Del DEL A - 7 2325 c.515delT c.(514-516)TTCfs p.F172fs

Pat_06 Pre-Treatment TIGD7 91151 37 16 3350471 3350472 Frame_Shift_Ins INS - T 7 477 c.143_144insA c.(142-144)AATfs p.N48fs

Pat_06 Pre-Treatment C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 14 566 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_06 Pre-Treatment ATXN2L 11273 37 16 28847350 28847350 Frame_Shift_Del DEL G - 7 684 c.2992delG c.(2992-2994)GGGfs p.G998fs

Pat_06 Pre-Treatment SRCAP 10847 37 16 30724910 30724910 Frame_Shift_Del DEL T - 7 1006 c.2371delT c.(2371-2373)TTTfs p.F791fs

Pat_06 Pre-Treatment RSPRY1 89970 37 16 57255221 57255222 Frame_Shift_Del DEL GC - 7 1198 c.1055_1056delGC c.(1054-1056)TGCfs p.C352fs

Pat_06 Pre-Treatment FHOD1 29109 37 16 67267852 67267852 Frame_Shift_Del DEL G - 8 329 c.1754delC c.(1753-1755)CCTfs p.P585fs

Pat_06 Pre-Treatment ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 13 1230 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_06 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 7 241 c.1836_1838delCAGc.(1834-1839)CCCAGC>CCC p.S617del



Pat_06 Pre-Treatment CDH3 1001 37 16 68718504 68718504 Frame_Shift_Del DEL A - 7 1486 c.1201delA c.(1201-1203)AAAfs p.K401fs

Pat_06 Pre-Treatment TERF2IP 54386 37 16 75690204 75690206 In_Frame_Del DEL GAA - 9 237 c.895_897delGAA c.(895-897)GAAdel p.E304del

Pat_06 Pre-Treatment CNTNAP4 85445 37 16 76389351 76389351 Frame_Shift_Del DEL G - 7 1214 c.333delG c.(331-333)CTGfs p.L111fs

Pat_06 Pre-Treatment MNT 4335 37 17 2290831 2290831 Frame_Shift_Del DEL G - 12 1592 c.1113delC c.(1111-1113)CCCfs p.P371fs

Pat_06 Pre-Treatment ZNF232 7775 37 17 5012755 5012756 Frame_Shift_Del DEL AG - 7 1556 c.350_351delCT c.(349-351)CCTfs p.P117fs

Pat_06 Pre-Treatment DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 8 245 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_06 Pre-Treatment BCL6B 255877 37 17 6927858 6927858 Frame_Shift_Del DEL C - 7 1159 c.540delC c.(538-540)GGCfs p.G180fs

Pat_06 Pre-Treatment PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 8 1323 c.725delG c.(724-726)GGCfs p.G242fs

Pat_06 Pre-Treatment PER1 5187 37 17 8049759 8049761 In_Frame_Del DEL AGG - 8 311 c.1967_1969delCCTc.(1966-1971)TCCTAT>TAT p.S656del

Pat_06 Pre-Treatment NDEL1 81565 37 17 8370271 8370273 In_Frame_Del DEL CTC - 10 927 c.968_970delCTCc.(967-972)GCTCCT>GCT p.P327del

Pat_06 Pre-Treatment USP43 124739 37 17 9578264 9578265 Frame_Shift_Del DEL TG - 7 2721 c.797_798delTG c.(796-798)CTGfs p.L266fs

Pat_06 Pre-Treatment SUPT6H 6830 37 17 27002006 27002006 Frame_Shift_Del DEL A - 9 323 c.364delA c.(364-366)AAAfs p.K122fs

Pat_06 Pre-Treatment RHOT1 55288 37 17 30525994 30525994 Frame_Shift_Del DEL G - 7 1108 c.898delG c.(898-900)GAAfs p.E300fs

Pat_06 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 1413 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_06 Pre-Treatment CCL23 6368 37 17 34340806 34340806 Frame_Shift_Del DEL C - 8 615 c.229delG c.(229-231)GAGfs p.E77fs

Pat_06 Pre-Treatment STARD3 10948 37 17 37815015 37815015 Frame_Shift_Del DEL G - 7 1280 c.588delG c.(586-588)CTGfs p.L196fs

Pat_06 Pre-Treatment STAT5A 6776 37 17 40453398 40453399 Frame_Shift_Ins INS - C 7 419 c.1095_1096insC c.(1093-1098)AATCCCfs p.N365fs

Pat_06 Pre-Treatment HDAC5 10014 37 17 42157800 42157801 Frame_Shift_Ins INS - G 7 598 c.2793_2794insC c.(2791-2796)CCCATTfs p.P931fs

Pat_06 Pre-Treatment CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 10 328 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_06 Pre-Treatment BRIP1 83990 37 17 59878722 59878722 Frame_Shift_Del DEL C - 8 1226 c.1032delG c.(1030-1032)GGGfs p.G344fs

Pat_06 Pre-Treatment DCAF7 10238 37 17 61661029 61661029 Frame_Shift_Del DEL C - 8 445 c.694delC c.(694-696)CAGfs p.Q232fs

Pat_06 Pre-Treatment FTSJ3 117246 37 17 61901516 61901518 In_Frame_Del DEL TCC - 8 1232 c.1080_1082delGGAc.(1078-1083)GAGGAA>GAAp.360_361EE>E

Pat_06 Pre-Treatment COG1 9382 37 17 71204457 71204458 Frame_Shift_Ins INS - C 7 682 c.2810_2811insC c.(2809-2811)GTCfs p.V937fs

Pat_06 Pre-Treatment SLC26A11 284129 37 17 78201649 78201651 In_Frame_Del DEL TGC - 14 1016 c.626_628delTGCc.(625-630)ATGCTG>ATG p.L213del

Pat_06 Pre-Treatment FAM38B 63895 37 18 10689722 10689723 Frame_Shift_Del DEL GG - 7 787 c.959_960delCC c.(958-960)TCCfs p.S320fs

Pat_06 Pre-Treatment ESCO1 114799 37 18 19153983 19153984 Frame_Shift_Del DEL TG - 8 1212 c.821_822delCA c.(820-822)ACAfs p.T274fs

Pat_06 Pre-Treatment HAUS1 115106 37 18 43685174 43685174 Frame_Shift_Del DEL A - 9 241 c.45delA c.(43-45)TTAfs p.L15fs

Pat_06 Pre-Treatment MBD2 8932 37 18 51750459 51750459 Frame_Shift_Del DEL G - 7 405 c.471delC c.(469-471)CCCfs p.P157fs

Pat_06 Pre-Treatment WDR7 23335 37 18 54358513 54358513 Frame_Shift_Del DEL G - 11 980 c.784delG c.(784-786)GGGfs p.G262fs

Pat_06 Pre-Treatment DSEL 92126 37 18 65180521 65180521 Frame_Shift_Del DEL C - 7 712 c.1355delG c.(1354-1356)GGAfs p.G452fs

Pat_06 Pre-Treatment GTF2F1 2962 37 19 6381791 6381793 In_Frame_Del DEL CTT - 7 129 c.751_753delAAG c.(751-753)AAGdel p.K251del

Pat_06 Pre-Treatment ZNF442 79973 37 19 12461740 12461741 Frame_Shift_Ins INS - A 7 638 c.658_659insT c.(658-660)TGGfs p.W220fs

Pat_06 Pre-Treatment NWD1 284434 37 19 16908642 16908642 Frame_Shift_Del DEL T - 9 1920 c.3404delT c.(3403-3405)GTTfs p.V1135fs

Pat_06 Pre-Treatment ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 7 459 c.4_splice c.e2-1 p.G2_splice

Pat_06 Pre-Treatment WDR88 126248 37 19 33666419 33666421 In_Frame_Del DEL TCA - 16 865 c.1360_1362delTCA c.(1360-1362)TCAdel p.S458del

Pat_06 Pre-Treatment FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 335 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_06 Pre-Treatment CAPN12 147968 37 19 39224369 39224371 In_Frame_Del DEL TCG - 7 472 c.1929_1931delCGAc.(1927-1932)TACGAG>TAGp.643_644YE>*

Pat_06 Pre-Treatment CAPN12 147968 37 19 39228931 39228931 Frame_Shift_Del DEL T - 12 517 c.947delA c.(946-948)AAGfs p.K316fs

Pat_06 Pre-Treatment PAF1 54623 37 19 39879780 39879780 Frame_Shift_Del DEL T - 9 1503 c.520delA c.(520-522)AGCfs p.S174fs

Pat_06 Pre-Treatment CEACAM5 1048 37 19 42224866 42224866 Frame_Shift_Del DEL C - 7 1910 c.1796delC c.(1795-1797)TCCfs p.S599fs

Pat_06 Pre-Treatment CD3EAP 10849 37 19 45911859 45911861 In_Frame_Del DEL GAA - 7 441 c.633_635delGAAc.(631-636)CGGAAG>CGG p.K217del

Pat_06 Pre-Treatment SAE1 10055 37 19 47712448 47712450 In_Frame_Del DEL CTT - 7 877 c.981_983delCTT c.(979-984)AACTTC>AAC p.F331del

Pat_06 Pre-Treatment TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 14 1369 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_06 Pre-Treatment FUZ 80199 37 19 50310483 50310485 In_Frame_Del DEL CAG - 15 398 c.1180_1182delCTG c.(1180-1182)CTGdel p.L394del

Pat_06 Pre-Treatment ATF5 22809 37 19 50435750 50435750 Frame_Shift_Del DEL C - 7 667 c.250delC c.(250-252)CCCfs p.P84fs

Pat_06 Pre-Treatment ZNF649 65251 37 19 52393999 52393999 Frame_Shift_Del DEL C - 8 2696 c.1390delG c.(1390-1392)GAAfs p.E464fs

Pat_06 Pre-Treatment LENG1 79165 37 19 54660660 54660660 Frame_Shift_Del DEL C - 7 645 c.416delG c.(415-417)GGCfs p.G139fs



Pat_06 Pre-Treatment SOX11 6664 37 2 5833526 5833528 In_Frame_Del DEL GAC - 10 181 c.673_675delGAC c.(673-675)GACdel p.D233del

Pat_06 Pre-Treatment GREB1 9687 37 2 11738052 11738053 Frame_Shift_Ins INS - C 7 2274 c.2100_2101insC c.(2098-2103)ATTCCCfs p.I700fs

Pat_06 Pre-Treatment GREB1 9687 37 2 11750934 11750934 Frame_Shift_Del DEL G - 9 430 c.2787delG c.(2785-2787)CTGfs p.L929fs

Pat_06 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 10 801 c.1449_1451delAGCc.(1447-1452)GCAGCT>GCTp.483_484AA>A

Pat_06 Pre-Treatment OTOF 9381 37 2 26693554 26693556 In_Frame_Del DEL CTT - 7 340 c.3928_3930delAAG c.(3928-3930)AAGdel p.K1310del

Pat_06 Pre-Treatment RTN4 57142 37 2 55253745 55253746 Frame_Shift_Ins INS - T 11 269 c.1489_1490insA c.(1489-1491)ATAfs p.I497fs

Pat_06 Pre-Treatment AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 13 1383 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_06 Pre-Treatment HK2 3099 37 2 75104378 75104378 Frame_Shift_Del DEL G - 7 1466 c.961delG c.(961-963)GGGfs p.G321fs

Pat_06 Pre-Treatment GGCX 2677 37 2 85778065 85778065 Frame_Shift_Del DEL T - 8 1375 c.1871delA c.(1870-1872)AAGfs p.K624fs

Pat_06 Pre-Treatment SLC9A4 389015 37 2 103124586 103124587 Frame_Shift_Del DEL TC - 7 1348 c.1247_1248delTC c.(1246-1248)TTCfs p.F416fs

Pat_06 Pre-Treatment MRPS9 64965 37 2 105708963 105708963 Frame_Shift_Del DEL A - 7 915 c.756delA c.(754-756)TCAfs p.S252fs

Pat_06 Pre-Treatment SULT1C4 27233 37 2 108998938 108998938 Frame_Shift_Del DEL G - 8 902 c.393delG c.(391-393)AAGfs p.K131fs

Pat_06 Pre-Treatment GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 11 999 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_06 Pre-Treatment POLR1B 84172 37 2 113331367 113331367 Frame_Shift_Del DEL G - 8 1265 c.2500delG c.(2500-2502)GGGfs p.G834fs

Pat_06 Pre-Treatment SCN9A 6335 37 2 167141131 167141131 Frame_Shift_Del DEL G - 8 794 c.1806delC c.(1804-1806)ATCfs p.I602fs

Pat_06 Pre-Treatment LRP2 4036 37 2 170012800 170012800 Frame_Shift_Del DEL T - 8 1351 c.12135delA c.(12133-12135)AAAfs p.K4045fs

Pat_06 Pre-Treatment CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 10 347 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del

Pat_06 Pre-Treatment TTN 7273 37 2 179422872 179422872 Frame_Shift_Del DEL C - 8 459 c.79505delG c.(79504-79506)GGAfs p.G26502fs

Pat_06 Pre-Treatment ALS2CR11 151254 37 2 202352352 202352352 Frame_Shift_Del DEL T - 7 290 c.1855delA c.(1855-1857)ATTfs p.I619fs

Pat_06 Pre-Treatment ATIC 471 37 2 216214333 216214333 Frame_Shift_Del DEL G - 7 1187 c.1734delG c.(1732-1734)CTGfs p.L578fs

Pat_06 Pre-Treatment ALPI 248 37 2 233320926 233320928 In_Frame_Del DEL TGC - 10 225 c.17_19delTGC c.(16-21)GTGCTG>GTG p.L10del

Pat_06 Pre-Treatment DEFB118 117285 37 20 29960672 29960672 Frame_Shift_Del DEL A - 7 179 c.71delA c.(70-72)GAAfs p.E24fs

Pat_06 Pre-Treatment ROMO1 140823 37 20 34287672 34287672 Frame_Shift_Del DEL T - 9 1140 c.118delT c.(118-120)TTTfs p.F40fs

Pat_06 Pre-Treatment SFRS6 6431 37 20 42089162 42089163 Frame_Shift_Del DEL TC - 7 848 c.598_599delTC c.(598-600)TCTfs p.S200fs

Pat_06 Pre-Treatment SLC9A8 23315 37 20 48466159 48466159 Frame_Shift_Del DEL T - 8 557 c.476delT c.(475-477)GTTfs p.V159fs

Pat_06 Pre-Treatment SALL4 57167 37 20 50408526 50408526 Frame_Shift_Del DEL G - 7 1330 c.496delC c.(496-498)CAGfs p.Q166fs

Pat_06 Pre-Treatment SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 9 270 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_06 Pre-Treatment RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 9 218 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_06 Pre-Treatment LCA5L 150082 37 21 40794907 40794907 Frame_Shift_Del DEL T - 7 691 c.832delA c.(832-834)ATAfs p.I278fs

Pat_06 Pre-Treatment ZNF295 49854 37 21 43412376 43412376 Frame_Shift_Del DEL G - 9 1056 c.1829delC c.(1828-1830)TCAfs p.S610fs

Pat_06 Pre-Treatment PKNOX1 5316 37 21 44450072 44450072 Frame_Shift_Del DEL C - 7 1174 c.1172delC c.(1171-1173)GCCfs p.A391fs

Pat_06 Pre-Treatment MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 36 439 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_06 Pre-Treatment MED15 51586 37 22 20922855 20922857 In_Frame_Del DEL GCA - 12 1334 c.1089_1091delGCAc.(1087-1092)GTGCAG>GTG p.Q367del

Pat_06 Pre-Treatment RAB36 9609 37 22 23494663 23494665 In_Frame_Del DEL GGT - 10 1105 c.375_377delGGTc.(373-378)AAGGTG>AAG p.V129del

Pat_06 Pre-Treatment SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 26 884 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_06 Pre-Treatment SMCR7L 54471 37 22 39910089 39910090 Frame_Shift_Del DEL CT - 9 555 c.1153_1154delCT c.(1153-1155)CTAfs p.L385fs

Pat_06 Pre-Treatment NAGA 4668 37 22 42463133 42463133 Frame_Shift_Del DEL G - 7 2154 c.486delC c.(484-486)CCCfs p.P162fs

Pat_06 Pre-Treatment FANCD2 2177 37 3 10116273 10116274 Frame_Shift_Del DEL CC - 9 416 c.2775_2776delCC c.(2773-2778)TTCCGAfs p.F925fs

Pat_06 Pre-Treatment DYNC1LI1 51143 37 3 32571050 32571050 Frame_Shift_Del DEL T - 7 212 c.1288delA c.(1288-1290)ATTfs p.I430fs

Pat_06 Pre-Treatment DLEC1 9940 37 3 38127767 38127767 Frame_Shift_Del DEL G - 7 1412 c.1471delG c.(1471-1473)GGGfs p.G491fs

Pat_06 Pre-Treatment NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 10 596 c.3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_06 Pre-Treatment HHATL 57467 37 3 42740315 42740317 In_Frame_Del DEL AGC - 9 398 c.366_368delGCTc.(364-369)CTGCTT>CTTp.122_123LL>L

Pat_06 Pre-Treatment ZNF167 55888 37 3 44612159 44612159 Frame_Shift_Del DEL T - 7 1272 c.1557delT c.(1555-1557)GGTfs p.G519fs

Pat_06 Pre-Treatment CACNA2D2 9254 37 3 50418529 50418529 Frame_Shift_Del DEL C - 8 2041 c.681delG c.(679-681)TGGfs p.W227fs

Pat_06 Pre-Treatment NT5DC2 64943 37 3 52568595 52568595 Frame_Shift_Del DEL G - 8 1136 c.75delC c.(73-75)ACCfs p.T25fs

Pat_06 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 9 654 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_06 Pre-Treatment DPPA4 55211 37 3 109049606 109049606 Frame_Shift_Del DEL T - 9 467 c.444delA c.(442-444)AAAfs p.K148fs



Pat_06 Pre-Treatment KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 19 463 c.439delA c.(439-441)ATTfs p.I147fs

Pat_06 Pre-Treatment DIRC2 84925 37 3 122514097 122514097 Frame_Shift_Del DEL G - 2 4 c.58delG c.(58-60)GGGfs p.G20fs

Pat_06 Pre-Treatment ABTB1 80325 37 3 127393289 127393290 Frame_Shift_Ins INS - C 9 269 c.112_113insC c.(112-114)ACCfs p.T38fs

Pat_06 Pre-Treatment NEK11 79858 37 3 130748696 130748696 Frame_Shift_Del DEL C - 7 819 c.144delC c.(142-144)GACfs p.D48fs

Pat_06 Pre-Treatment EIF2A 83939 37 3 150280427 150280427 Frame_Shift_Del DEL C - 9 249 c.272delC c.(271-273)GCAfs p.A91fs

Pat_06 Pre-Treatment ATP11B 23200 37 3 182602674 182602674 Frame_Shift_Del DEL T - 8 305 c.2643delT c.(2641-2643)TATfs p.Y881fs

Pat_06 Pre-Treatment EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 11 304 c.1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_06 Pre-Treatment TRA2B 6434 37 3 185637260 185637262 In_Frame_Del DEL TCC - 9 585 c.745_747delGGA c.(745-747)GGAdel p.G249del

Pat_06 Pre-Treatment KLF3 51274 37 4 38690460 38690460 Frame_Shift_Del DEL A - 7 945 c.312delA c.(310-312)ATAfs p.I104fs

Pat_06 Pre-Treatment GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 17 563 c.792delT c.(790-792)TTTfs p.F264fs

Pat_06 Pre-Treatment CSN3 1448 37 4 71114987 71114987 Frame_Shift_Del DEL C - 7 1269 c.360delC c.(358-360)ATCfs p.I120fs

Pat_06 Pre-Treatment NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 8 1781 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_06 Pre-Treatment PRDM8 56978 37 4 81123250 81123252 In_Frame_Del DEL CAG - 8 132 c.634_636delCAG c.(634-636)CAGdel p.Q217del

Pat_06 Pre-Treatment SEC31A 22872 37 4 83785675 83785677 In_Frame_Del DEL TGC - 7 906 c.1272_1274delGCAc.(1270-1275)CAGCAC>CAC p.Q424del

Pat_06 Pre-Treatment CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 30 534 c.781delT c.(781-783)TTTfs p.F261fs

Pat_06 Pre-Treatment SPARCL1 8404 37 4 88403670 88403671 Frame_Shift_Del DEL AG - 9 548 c.1573_1574delCT c.(1573-1575)CTAfs p.L525fs

Pat_06 Pre-Treatment NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 9 305 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_06 Pre-Treatment NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 13 594 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_06 Pre-Treatment SEC24B 10427 37 4 110402913 110402915 In_Frame_Del DEL GAG - 9 1342 c.1141_1143delGAG c.(1141-1143)GAGdel p.E384del

Pat_06 Pre-Treatment KIAA1109 84162 37 4 123178593 123178593 Frame_Shift_Del DEL G - 7 1926 c.6562delG c.(6562-6564)GGGfs p.G2188fs

Pat_06 Pre-Treatment POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 26 33 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_06 Pre-Treatment LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 7 1478 c.621delT c.(619-621)TTTfs p.F207fs

Pat_06 Pre-Treatment CPE 1363 37 4 166405613 166405613 Frame_Shift_Del DEL T - 7 2322 c.830delT c.(829-831)ATTfs p.I277fs

Pat_06 Pre-Treatment DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 15 1377 c.877delA c.(877-879)AGAfs p.R293fs

Pat_06 Pre-Treatment PDZD2 23037 37 5 31799656 31799657 Frame_Shift_Ins INS - G 7 625 c.301_302insG c.(301-303)AGGfs p.R101fs

Pat_06 Pre-Treatment NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 7 237 c.7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_06 Pre-Treatment EMB 133418 37 5 49707099 49707099 Frame_Shift_Del DEL T - 7 1018 c.315delA c.(313-315)AAAfs p.K105fs

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64569175 64569175 Frame_Shift_Del DEL C - 9 2410 c.1612delG c.(1612-1614)GAAfs p.E538fs

Pat_06 Pre-Treatment THBS4 7060 37 5 79355567 79355567 Frame_Shift_Del DEL C - 7 1706 c.826delC c.(826-828)CCCfs p.P276fs

Pat_06 Pre-Treatment VCAN 1462 37 5 82816057 82816057 Frame_Shift_Del DEL T - 7 1261 c.1932delT c.(1930-1932)CCTfs p.P644fs

Pat_06 Pre-Treatment PAM 5066 37 5 102296908 102296910 In_Frame_Del DEL AGA - 8 1183 c.1137_1139delAGAc.(1135-1140)CGAGAA>CGA p.E383del

Pat_06 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 16 634 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_06 Pre-Treatment ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 11 1431 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_06 Pre-Treatment LMNB1 4001 37 5 126168434 126168436 In_Frame_Del DEL GAG - 7 882 c.1660_1662delGAG c.(1660-1662)GAGdel p.E559del

Pat_06 Pre-Treatment RAD50 10111 37 5 131944382 131944382 Frame_Shift_Del DEL A - 7 141 c.2794delA c.(2794-2796)AAAfs p.K932fs

Pat_06 Pre-Treatment IL9 3578 37 5 135229787 135229787 Frame_Shift_Del DEL G - 10 518 c.237delC c.(235-237)ACCfs p.T79fs

Pat_06 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139885350 139885350 Frame_Shift_Del DEL G - 12 1529 c.3304delG c.(3304-3306)GGAfs p.G1102fs

Pat_06 Pre-Treatment PCDHA2 56146 37 5 140176837 140176838 Frame_Shift_Ins INS - C 8 467 c.2288_2289insC c.(2287-2289)GACfs p.D763fs

Pat_06 Pre-Treatment PCDHB10 56126 37 5 140574324 140574324 Frame_Shift_Del DEL T - 7 955 c.2199delT c.(2197-2199)CCTfs p.P733fs

Pat_06 Pre-Treatment PCDHGC3 5098 37 5 140857742 140857742 Frame_Shift_Del DEL A - 9 940 c.2059delA c.(2059-2061)AAAfs p.K687fs

Pat_06 Pre-Treatment DIAPH1 1729 37 5 140953309 140953309 Frame_Shift_Del DEL G - 7 149 c.2108delC c.(2107-2109)CCAfs p.P703fs

Pat_06 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 11 882 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_06 Pre-Treatment RNF145 153830 37 5 158603761 158603761 Frame_Shift_Del DEL G - 9 394 c.500delC c.(499-501)ACAfs p.T167fs

Pat_06 Pre-Treatment HNRNPH1 3187 37 5 179050112 179050112 Frame_Shift_Del DEL C - 9 713 c.23delG c.(22-24)GGAfs p.G8fs

Pat_06 Pre-Treatment TUBB2A 7280 37 6 3154114 3154116 In_Frame_Del DEL CCT - 7 846 c.1319_1321delAGGc.(1318-1323)GAGGGC>GGC p.E440del

Pat_06 Pre-Treatment CDYL 9425 37 6 4892244 4892244 Frame_Shift_Del DEL A - 8 806 c.484delA c.(484-486)AAAfs p.K162fs

Pat_06 Pre-Treatment RANBP9 10048 37 6 13632610 13632610 Frame_Shift_Del DEL T - 7 1283 c.1939delA c.(1939-1941)ATGfs p.M647fs



Pat_06 Pre-Treatment KIF13A 63971 37 6 17780984 17780984 Frame_Shift_Del DEL C - 7 611 c.3823delG c.(3823-3825)GCAfs p.A1275fs

Pat_06 Pre-Treatment KDM1B 221656 37 6 18213941 18213941 Frame_Shift_Del DEL T - 7 2021 c.1429delT c.(1429-1431)TTTfs p.F477fs

Pat_06 Pre-Treatment SLC17A1 6568 37 6 25830753 25830753 Frame_Shift_Del DEL T - 7 1710 c.33delA c.(31-33)AAAfs p.K11fs

Pat_06 Pre-Treatment GABBR1 2550 37 6 29599254 29599254 Frame_Shift_Del DEL C - 10 1706 c.208delG c.(208-210)GAGfs p.E70fs

Pat_06 Pre-Treatment TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 17 1006 c.845delA c.(844-846)AAGfs p.K282fs

Pat_06 Pre-Treatment PPP1R10 5514 37 6 30569334 30569334 Frame_Shift_Del DEL G - 8 570 c.2815delC c.(2815-2817)CTGfs p.L939fs

Pat_06 Pre-Treatment PPP1R10 5514 37 6 30570264 30570266 In_Frame_Del DEL GGA - 7 202 c.2160_2162delTCCc.(2158-2163)CCTCCA>CCAp.720_721PP>P

Pat_06 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 7 2055 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_06 Pre-Treatment BAT1 7919 37 6 31504446 31504446 Frame_Shift_Del DEL A - 10 494 c.447delT c.(445-447)TTTfs p.F149fs

Pat_06 Pre-Treatment BAT3 7917 37 6 31608162 31608163 Frame_Shift_Ins INS - G 8 1860 c.3047_3048insC c.(3046-3048)CCAfs p.P1016fs

Pat_06 Pre-Treatment HSPA1L 3305 37 6 31778562 31778564 In_Frame_Del DEL CAG - 8 920 c.1186_1188delCTG c.(1186-1188)CTGdel p.L396del

Pat_06 Pre-Treatment SCUBE3 222663 37 6 35205699 35205699 Frame_Shift_Del DEL G - 8 1306 c.733delG c.(733-735)GGGfs p.G245fs

Pat_06 Pre-Treatment ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 9 1140 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_06 Pre-Treatment MUT 4594 37 6 49409649 49409649 Frame_Shift_Del DEL T - 7 1944 c.1712delA c.(1711-1713)AAGfs p.K571fs

Pat_06 Pre-Treatment HCRTR2 3062 37 6 55039411 55039411 Frame_Shift_Del DEL C - 11 696 c.26delC c.(25-27)TCCfs p.S9fs

Pat_06 Pre-Treatment DST 667 37 6 56362804 56362804 Frame_Shift_Del DEL A - 7 1028 c.13587delT c.(13585-13587)GTTfs p.V4529fs

Pat_06 Pre-Treatment PHF3 23469 37 6 64408371 64408371 Frame_Shift_Del DEL A - 10 1635 c.2858delA c.(2857-2859)GAAfs p.E953fs

Pat_06 Pre-Treatment PHF3 23469 37 6 64415953 64415953 Frame_Shift_Del DEL A - 11 1784 c.3402delA c.(3400-3402)CCAfs p.P1134fs

Pat_06 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 15 214 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_06 Pre-Treatment MARCKS 4082 37 6 114181209 114181210 Frame_Shift_Ins INS - A 10 48 c.453_454insA c.(451-456)CCGAAAfs p.P151fs

Pat_06 Pre-Treatment SLC2A12 154091 37 6 134350115 134350115 Frame_Shift_Del DEL A - 8 479 c.848delT c.(847-849)CTAfs p.L283fs

Pat_06 Pre-Treatment IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 12 926 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_06 Pre-Treatment REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 15 1625 c.422delA c.(421-423)AAGfs p.K141fs

Pat_06 Pre-Treatment TIAM2 26230 37 6 155450474 155450474 Frame_Shift_Del DEL G - 7 405 c.117delG c.(115-117)GAGfs p.E39fs

Pat_06 Pre-Treatment PRKAR1B 5575 37 7 720281 720281 Frame_Shift_Del DEL G - 12 639 c.260delC c.(259-261)CCGfs p.P87fs

Pat_06 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 16 1542 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_06 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 9 2401 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_06 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 9 237 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_06 Pre-Treatment H2AFV 94239 37 7 44874102 44874102 Frame_Shift_Del DEL A - 8 431 c.385delT c.(385-387)TAGfs p.*129fs

Pat_06 Pre-Treatment EGFR 1956 37 7 55240694 55240695 Frame_Shift_Del DEL CG - 7 829 c.1938_1939delCG c.(1936-1941)ATCGCCfs p.I646fs

Pat_06 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 7 958 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_06 Pre-Treatment TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 14 574 c.231delA c.(229-231)AAAfs p.K77fs

Pat_06 Pre-Treatment PHTF2 57157 37 7 77569580 77569581 Frame_Shift_Ins INS - T 8 776 c.1701_1702insT c.(1699-1704)TTCTTTfs p.F567fs

Pat_06 Pre-Treatment PCLO 27445 37 7 82390055 82390055 Frame_Shift_Del DEL T - 7 156 c.15188delA c.(15187-15189)AAGfs p.K5063fs

Pat_06 Pre-Treatment PCLO 27445 37 7 82578907 82578907 Frame_Shift_Del DEL G - 7 1546 c.10997delC c.(10996-10998)CCAfs p.P3666fs

Pat_06 Pre-Treatment AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 8 304 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_06 Pre-Treatment TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 8 1473 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_06 Pre-Treatment ACHE 43 37 7 100491788 100491790 In_Frame_Del DEL GAG - 8 108 c.64_66delCTC c.(64-66)CTCdel p.L22del

Pat_06 Pre-Treatment RELN 5649 37 7 103270544 103270545 Frame_Shift_Del DEL GG - 8 1501 c.2544_2545delCCc.(2542-2547)TCCCAGfs p.S848fs

Pat_06 Pre-Treatment EXOC4 60412 37 7 133682285 133682285 Frame_Shift_Del DEL C - 7 779 c.2247delC c.(2245-2247)CTCfs p.L749fs

Pat_06 Pre-Treatment MLL3 58508 37 7 151856009 151856009 Frame_Shift_Del DEL T - 8 1439 c.11609delA c.(11608-11610)AAGfs p.K3870fs

Pat_06 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 17 604 c.350delT c.(349-351)TTGfs p.L117fs

Pat_06 Pre-Treatment C8orf42 157695 37 8 494659 494664 In_Frame_Del DEL GGCGGC - 12 30 c.94_99delGCCGCC c.(94-99)GCCGCCdel p.AA32del

Pat_06 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 20 818 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_06 Pre-Treatment WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 15 336 c.1517_1519delAAGc.(1516-1521)AAAGAA>AAA p.E510del

Pat_06 Pre-Treatment UNC5D 137970 37 8 35608248 35608248 Frame_Shift_Del DEL T - 12 1572 c.2084delT c.(2083-2085)GTTfs p.V695fs

Pat_06 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 10 711 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del



Pat_06 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 8 699 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_06 Pre-Treatment MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 7 1127 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_06 Pre-Treatment ARFGEF1 10565 37 8 68128855 68128856 Frame_Shift_Ins INS - G 7 805 c.4655_4656insC c.(4654-4656)CCAfs p.P1552fs

Pat_06 Pre-Treatment LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 10 374 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_06 Pre-Treatment MMP16 4325 37 8 89086959 89086959 Frame_Shift_Del DEL A - 8 1634 c.1096delT c.(1096-1098)TGGfs p.W366fs

Pat_06 Pre-Treatment MMP16 4325 37 8 89128860 89128860 Frame_Shift_Del DEL T - 7 1829 c.959delA c.(958-960)AATfs p.N320fs

Pat_06 Pre-Treatment NBN 4683 37 8 90965666 90965666 Frame_Shift_Del DEL T - 12 1073 c.1651delA c.(1651-1653)AGGfs p.R551fs

Pat_06 Pre-Treatment RUNX1T1 862 37 8 92998419 92998419 Frame_Shift_Del DEL T - 8 839 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_06 Pre-Treatment UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 8 729 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_06 Pre-Treatment LRP12 29967 37 8 105503633 105503633 Frame_Shift_Del DEL C - 7 609 c.1848delG c.(1846-1848)GGGfs p.G616fs

Pat_06 Pre-Treatment TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 11 705 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_06 Pre-Treatment ZC3H3 23144 37 8 144621235 144621235 Frame_Shift_Del DEL C - 7 536 c.302delG c.(301-303)GGCfs p.G101fs

Pat_06 Pre-Treatment ZNF251 90987 37 8 145947867 145947867 Frame_Shift_Del DEL A - 7 890 c.1178delT c.(1177-1179)TTCfs p.F393fs

Pat_06 Pre-Treatment KIAA0020 9933 37 9 2837296 2837296 Frame_Shift_Del DEL T - 10 1106 c.188delA c.(187-189)AAGfs p.K63fs

Pat_06 Pre-Treatment C9orf46 55848 37 9 5361787 5361787 Frame_Shift_Del DEL A - 7 341 c.183delT c.(181-183)TTTfs p.F61fs

Pat_06 Pre-Treatment KIAA1045 23349 37 9 34977582 34977584 In_Frame_Del DEL CAG - 7 175 c.1050_1052delCAGc.(1048-1053)GCCAGC>GCC p.S354del

Pat_06 Pre-Treatment VCP 7415 37 9 35062983 35062985 In_Frame_Del DEL AAG - 13 988 c.801_803delCTT c.(799-804)TTCTTG>TTG p.F267del

Pat_06 Pre-Treatment KLF9 687 37 9 73002714 73002714 Frame_Shift_Del DEL T - 8 700 c.713delA c.(712-714)AAGfs p.K238fs

Pat_06 Pre-Treatment GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 12 754 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_06 Pre-Treatment CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 12 1121 c.613delG c.(613-615)GGGfs p.G205fs

Pat_06 Pre-Treatment RALGDS 5900 37 9 135975698 135975700 In_Frame_Del DEL CTC - 7 2126 c.2524_2526delGAG c.(2524-2526)GAGdel p.E842del

Pat_06 Pre-Treatment WDR5 11091 37 9 137019598 137019598 Frame_Shift_Del DEL C - 12 2800 c.642delC c.(640-642)AACfs p.N214fs

Pat_06 Pre-Treatment YY2 404281 37 X 21857869 21857871 In_Frame_Del DEL TGG - 7 124 c.17_19delTGG c.(16-21)CTGGTG>CTG p.V11del

Pat_06 Pre-Treatment GNL3L 54552 37 X 54578339 54578341 In_Frame_Del DEL GAA - 9 351 c.1113_1115delGAAc.(1111-1116)GGGAAG>GGG p.K375del

Pat_06 Pre-Treatment TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 7 439 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_06 Pre-Treatment KIAA2022 340533 37 X 73960934 73960934 Frame_Shift_Del DEL T - 7 1158 c.3458delA c.(3457-3459)AACfs p.N1153fs

Pat_06 Pre-Treatment BRWD3 254065 37 X 79932487 79932487 Frame_Shift_Del DEL C - 8 2050 c.5030delG c.(5029-5031)GGAfs p.G1677fs

Pat_06 Pre-Treatment TAF7L 54457 37 X 100536709 100536709 Frame_Shift_Del DEL T - 9 1119 c.719delA c.(718-720)AAGfs p.K240fs

Pat_06 Pre-Treatment FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 8 998 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_06 Pre-Treatment PAK3 5063 37 X 110406206 110406208 In_Frame_Del DEL GAA - 10 596 c.577_579delGAA c.(577-579)GAAdel p.E197del

Pat_06 Pre-Treatment SLC6A14 11254 37 X 115584256 115584256 Frame_Shift_Del DEL T - 8 529 c.1234delT c.(1234-1236)TTTfs p.F412fs

Pat_06 Pre-Treatment NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 11 973 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_06 Pre-Treatment PLAC1 10761 37 X 133700524 133700525 Frame_Shift_Ins INS - G 8 1803 c.188_189insC c.(187-189)CCAfs p.P63fs

Pat_06 Pre-Treatment SLC9A6 10479 37 X 135106581 135106581 Frame_Shift_Del DEL T - 7 1820 c.1459delT c.(1459-1461)TTTfs p.F487fs

Pat_06 Pre-Treatment BRS3 680 37 X 135574250 135574250 Frame_Shift_Del DEL G - 8 3201 c.916delG c.(916-918)GCCfs p.A306fs

Pat_06 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 21 737 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_06 Pre-Treatment CD99L2 83692 37 X 149937526 149937528 In_Frame_Del DEL GGC - 13 1668 c.768_770delGCCc.(766-771)CCGCCC>CCCp.256_257PP>P

Pat_06 Post-Resistance CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 11 509 c.2870_2872delAGGc.(2869-2874)GAGGGG>GGGp.E957del

Pat_06 Post-Resistance EXOSC10 5394 37 1 11128120 11128120 Frame_Shift_Del DEL T - 7 453 c.2572delA c.(2572-2574)ATTfs p.I858fs

Pat_06 Post-Resistance SPEN 23013 37 1 16262680 16262680 Frame_Shift_Del DEL C - 10 1174 c.9945delC c.(9943-9945)CACfs p.H3315fs

Pat_06 Post-Resistance MST1P9 11223 37 1 17086003 17086003 Frame_Shift_Del DEL G - 11 1323 c.894delC c.(892-894)GGCfs p.G298fs

Pat_06 Post-Resistance IGSF21 84966 37 1 18554420 18554420 Frame_Shift_Del DEL C - 12 1242 c.99delC c.(97-99)CTCfs p.L33fs

Pat_06 Post-Resistance USP48 84196 37 1 22083040 22083040 Frame_Shift_Del DEL T - 7 1307 c.411delA c.(409-411)AAAfs p.K137fs

Pat_06 Post-Resistance PEF1 553115 37 1 32100885 32100885 Frame_Shift_Del DEL C - 7 491 c.263delG c.(262-264)GGCfs p.G88fs

Pat_06 Post-Resistance PHC2 1912 37 1 33799792 33799792 Frame_Shift_Del DEL G - 7 1565 c.1657delC c.(1657-1659)CAGfs p.Q553fs

Pat_06 Post-Resistance EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 12 339 c.450delA c.(448-450)AAAfs p.K150fs

Pat_06 Post-Resistance PCSK9 255738 37 1 55505552 55505553 In_Frame_Ins INS - CTG 10 18 c.42_43insCTG c.(40-45)insCTG p.23_24insL



Pat_06 Post-Resistance FGGY 55277 37 1 59812017 59812017 Frame_Shift_Del DEL G - 8 540 c.412delG c.(412-414)GGGfs p.G138fs

Pat_06 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 20 410 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_06 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 20 1936 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_06 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 10 2370 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_06 Post-Resistance PTGFRN 5738 37 1 117527425 117527426 Frame_Shift_Del DEL GC - 7 1086 c.2291_2292delGC c.(2290-2292)AGCfs p.S764fs

Pat_06 Post-Resistance FMO5 2330 37 1 146684955 146684955 Frame_Shift_Del DEL T - 8 2762 c.407delA c.(406-408)AAGfs p.K136fs

Pat_06 Post-Resistance RFX5 5993 37 1 151318741 151318741 Frame_Shift_Del DEL G - 7 756 c.56delC c.(55-57)CCAfs p.P19fs

Pat_06 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 13 313 c.3480_3482delGAGc.(3478-3483)AAGAGA>AAA p.R1163del

Pat_06 Post-Resistance TCHH 7062 37 1 152084657 152084658 In_Frame_Ins INS - CTC 9 614 c.1035_1036insGAG c.(1033-1038)insGAG p.345_346insE

Pat_06 Post-Resistance ILF2 3608 37 1 153640096 153640096 Frame_Shift_Del DEL T - 7 1876 c.329delA c.(328-330)AAGfs p.K110fs

Pat_06 Post-Resistance KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 10 105 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_06 Post-Resistance NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 18 1915 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_06 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 714 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_06 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 10 830 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_06 Post-Resistance CACNA1S 779 37 1 201046178 201046180 In_Frame_Del DEL AGC - 7 1026 c.1695_1697delGCTc.(1693-1698)CTGCTC>CTCp.565_566LL>L

Pat_06 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 549 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_06 Post-Resistance GPR37L1 9283 37 1 202097525 202097527 In_Frame_Del DEL CTG - 8 88 c.1287_1289delCTGc.(1285-1290)GACTGC>GAC p.C436del

Pat_06 Post-Resistance ZC3H11A 9877 37 1 203786225 203786225 Frame_Shift_Del DEL T - 13 364 c.27delT c.(25-27)TATfs p.Y9fs

Pat_06 Post-Resistance AVPR1B 553 37 1 206225073 206225075 In_Frame_Del DEL GGT - 7 833 c.633_635delGGTc.(631-636)CCGGTG>CCG p.V212del

Pat_06 Post-Resistance DYRK3 8444 37 1 206821441 206821441 Frame_Shift_Del DEL A - 9 600 c.898delA c.(898-900)AAAfs p.K300fs

Pat_06 Post-Resistance MOSC2 54996 37 1 220955170 220955170 Frame_Shift_Del DEL T - 7 993 c.935delT c.(934-936)CTTfs p.L312fs

Pat_06 Post-Resistance OR2W5 441932 37 1 247654684 247654684 Frame_Shift_Del DEL G - 7 702 c.255delG c.(253-255)CTGfs p.L85fs

Pat_06 Post-Resistance OR2T33 391195 37 1 248436882 248436882 Frame_Shift_Del DEL T - 7 2732 c.235delA c.(235-237)ATGfs p.M79fs

Pat_06 Post-Resistance NET1 10276 37 10 5497067 5497070 Frame_Shift_Del DEL AGCA - 7 768 c.1183_1186delAGCAc.(1183-1188)AGCAAGfs p.S395fs

Pat_06 Post-Resistance NCOA4 8031 37 10 51585146 51585147 Frame_Shift_Del DEL GT - 7 320 c.1245_1246delGT c.(1243-1248)GAGTGTfs p.E415fs

Pat_06 Post-Resistance SLC16A12 387700 37 10 91203597 91203598 Frame_Shift_Ins INS - A 11 389 c.129_130insT c.(127-132)TTTGTGfs p.F43fs

Pat_06 Post-Resistance TNKS2 80351 37 10 93601945 93601946 Frame_Shift_Ins INS - A 11 291 c.1856_1857insA c.(1855-1857)ACAfs p.T619fs

Pat_06 Post-Resistance PAX2 5076 37 10 102584452 102584452 Frame_Shift_Del DEL C - 8 1691 c.1036delC c.(1036-1038)CCCfs p.P346fs

Pat_06 Post-Resistance ATRNL1 26033 37 10 117486826 117486826 Frame_Shift_Del DEL G - 7 378 c.3864delG c.(3862-3864)GTGfs p.V1288fs

Pat_06 Post-Resistance RAB11FIP2 22841 37 10 119798647 119798647 Frame_Shift_Del DEL T - 7 1027 c.1101delA c.(1099-1101)AAAfs p.K367fs

Pat_06 Post-Resistance CUZD1 50624 37 10 124593215 124593215 Frame_Shift_Del DEL T - 8 1210 c.1624delA c.(1624-1626)AGGfs p.R542fs

Pat_06 Post-Resistance PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 8 742 c.1847_1849delAGCc.(1846-1851)AAGCAG>AAG p.Q620del

Pat_06 Post-Resistance PHRF1 57661 37 11 592586 592588 In_Frame_Del DEL GAG - 8 1106 c.532_534delGAG c.(532-534)GAGdel p.E181del

Pat_06 Post-Resistance BRSK2 9024 37 11 1471060 1471060 Frame_Shift_Del DEL C - 8 1128 c.1281delC c.(1279-1281)AGCfs p.S427fs

Pat_06 Post-Resistance DENND5A 23258 37 11 9182390 9182390 Frame_Shift_Del DEL T - 8 1271 c.2306delA c.(2305-2307)AAGfs p.K769fs

Pat_06 Post-Resistance PAX6 5080 37 11 31812317 31812317 Frame_Shift_Del DEL G - 7 714 c.1124delC c.(1123-1125)CCAfs p.P375fs

Pat_06 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 8 2309 c.302delG c.(301-303)GGTfs p.G101fs

Pat_06 Post-Resistance DGKZ 8525 37 11 46400752 46400753 Splice_Site INS - C 10 932 c.3104_splice c.e30-1 p.A1035_splice

Pat_06 Post-Resistance CHRM4 1132 37 11 46406723 46406723 Frame_Shift_Del DEL T - 7 353 c.1385delA c.(1384-1386)AAGfs p.K462fs

Pat_06 Post-Resistance CPSF7 79869 37 11 61183765 61183767 In_Frame_Del DEL AGG - 8 305 c.775_777delCCT c.(775-777)CCTdel p.P259del

Pat_06 Post-Resistance SLC22A12 116085 37 11 64367266 64367268 In_Frame_Del DEL CTG - 10 750 c.1189_1191delCTG c.(1189-1191)CTGdel p.L400del

Pat_06 Post-Resistance TM7SF2 7108 37 11 64880874 64880874 Frame_Shift_Del DEL G - 7 594 c.487delG c.(487-489)GGGfs p.G163fs

Pat_06 Post-Resistance LRFN4 78999 37 11 66625231 66625233 In_Frame_Del DEL CTG - 11 200 c.16_18delCTG c.(16-18)CTGdel p.L10del

Pat_06 Post-Resistance UVRAG 7405 37 11 75727924 75727924 Frame_Shift_Del DEL T - 7 1016 c.1126delT c.(1126-1128)TTTfs p.F376fs

Pat_06 Post-Resistance NCAPD3 23310 37 11 134048586 134048586 Frame_Shift_Del DEL G - 7 778 c.2725delC c.(2725-2727)CAGfs p.Q909fs

Pat_06 Post-Resistance PRMT8 56341 37 12 3649780 3649780 Frame_Shift_Del DEL C - 7 927 c.84delC c.(82-84)AGCfs p.S28fs

Pat_06 Post-Resistance TAS2R50 259296 37 12 11139432 11139432 Frame_Shift_Del DEL A - 7 186 c.28delT c.(28-30)TCAfs p.S10fs



Pat_06 Post-Resistance ITPR2 3709 37 12 26589238 26589239 Frame_Shift_Del DEL AG - 8 763 c.6684_6685delCT c.(6682-6687)CTCTGGfs p.L2228fs

Pat_06 Post-Resistance PKP2 5318 37 12 32955396 32955396 Frame_Shift_Del DEL T - 7 1541 c.2240delA c.(2239-2241)AAGfs p.K747fs

Pat_06 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 23 1840 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_06 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 14 983 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_06 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 10 1377 c.93delC c.(91-93)ATCfs p.I31fs

Pat_06 Post-Resistance ACCN2 41 37 12 50452565 50452567 In_Frame_Del DEL GAG - 7 744 c.16_18delGAG c.(16-18)GAGdel p.E9del

Pat_06 Post-Resistance KRT77 374454 37 12 53097076 53097078 In_Frame_Del DEL CCA - 8 645 c.141_143delTGGc.(139-144)GGTGGA>GGAp.47_48GG>G

Pat_06 Post-Resistance B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 8 820 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_06 Post-Resistance CAND1 55832 37 12 67699692 67699692 Frame_Shift_Del DEL G - 7 985 c.2244delG c.(2242-2244)CAGfs p.Q748fs

Pat_06 Post-Resistance ZDHHC17 23390 37 12 77203639 77203640 Splice_Site INS - A 7 194 c.543_splice c.e5+2 p.Q181_splice

Pat_06 Post-Resistance CEP290 80184 37 12 88524078 88524079 Frame_Shift_Ins INS - T 11 967 c.635_636insA c.(634-636)AACfs p.N212fs

Pat_06 Post-Resistance UTP20 27340 37 12 101680157 101680157 Frame_Shift_Del DEL T - 13 1117 c.385delT c.(385-387)TTTfs p.F129fs

Pat_06 Post-Resistance SPIC 121599 37 12 101876674 101876674 Frame_Shift_Del DEL A - 7 501 c.315delA c.(313-315)GGAfs p.G105fs

Pat_06 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 7 345 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_06 Post-Resistance C12orf51 283450 37 12 112605648 112605650 In_Frame_Del DEL CAG - 7 590 c.11014_11016delCTGc.(11014-11016)CTGdel p.L3672del

Pat_06 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 15 728 c.716_splice c.e7+1 p.R239_splice

Pat_06 Post-Resistance WASF3 10810 37 13 27259836 27259836 Frame_Shift_Del DEL A - 10 779 c.1363delA c.(1363-1365)AAAfs p.K455fs

Pat_06 Post-Resistance ATP7B 540 37 13 52549201 52549201 Frame_Shift_Del DEL C - 85 281 c.155delG c.(154-156)GGCfs p.G52fs

Pat_06 Post-Resistance FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 14 275 c.884delT c.(883-885)TTAfs p.L295fs

Pat_06 Post-Resistance GPR18 2841 37 13 99907540 99907540 Frame_Shift_Del DEL A - 8 508 c.587delT c.(586-588)TTCfs p.F196fs

Pat_06 Post-Resistance OR4L1 122742 37 14 20528881 20528881 Frame_Shift_Del DEL A - 7 1006 c.678delA c.(676-678)CCAfs p.P226fs

Pat_06 Post-Resistance TEP1 7011 37 14 20854270 20854270 Frame_Shift_Del DEL G - 8 998 c.2946delC c.(2944-2946)CCCfs p.P982fs

Pat_06 Post-Resistance ACIN1 22985 37 14 23528502 23528503 Frame_Shift_Del DEL TC - 10 276 c.3880_3881delGA c.(3880-3882)GAAfs p.E1294fs

Pat_06 Post-Resistance PCK2 5106 37 14 24572757 24572757 Frame_Shift_Del DEL T - 7 923 c.1507delT c.(1507-1509)TTTfs p.F503fs

Pat_06 Post-Resistance KLHDC2 23588 37 14 50241333 50241334 Frame_Shift_Del DEL TG - 7 1251 c.288_289delTG c.(286-291)GCTGTGfs p.A96fs

Pat_06 Post-Resistance ARID4A 5926 37 14 58831995 58831996 Frame_Shift_Ins INS - AG 8 512 c.3188_3189insAG c.(3187-3189)CAAfs p.Q1063fs

Pat_06 Post-Resistance KCNH5 27133 37 14 63174303 63174303 Frame_Shift_Del DEL G - 9 2261 c.2890delC c.(2890-2892)CAGfs p.Q964fs

Pat_06 Post-Resistance RBM25 58517 37 14 73563781 73563783 In_Frame_Del DEL GAA - 11 480 c.702_704delGAAc.(700-705)AGGAAG>AGG p.K238del

Pat_06 Post-Resistance PNMA1 9240 37 14 74179325 74179327 In_Frame_Del DEL CCT - 7 97 c.1016_1018delAGGc.(1015-1020)GAGGCT>GCT p.E339del

Pat_06 Post-Resistance GALC 2581 37 14 88406276 88406276 Frame_Shift_Del DEL T - 9 2157 c.1884delA c.(1882-1884)AAAfs p.K628fs

Pat_06 Post-Resistance FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 20 290 c.1080_1082delCTCc.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_06 Post-Resistance AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 10 689 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_06 Post-Resistance ZFP106 64397 37 15 42734498 42734498 Frame_Shift_Del DEL A - 9 433 c.3467delT c.(3466-3468)TTCfs p.F1156fs

Pat_06 Post-Resistance TTBK2 146057 37 15 43038031 43038031 Frame_Shift_Del DEL G - 7 1929 c.3697delC c.(3697-3699)CAAfs p.Q1233fs

Pat_06 Post-Resistance MNS1 55329 37 15 56736847 56736847 Frame_Shift_Del DEL T - 8 1363 c.481delA c.(481-483)ACCfs p.T161fs

Pat_06 Post-Resistance ALPK3 57538 37 15 85400267 85400267 Frame_Shift_Del DEL A - 8 585 c.2904delA c.(2902-2904)CCAfs p.P968fs

Pat_06 Post-Resistance FURIN 5045 37 15 91422039 91422039 Frame_Shift_Del DEL G - 8 665 c.886delG c.(886-888)GGGfs p.G296fs

Pat_06 Post-Resistance TFAP4 7023 37 16 4308219 4308219 Frame_Shift_Del DEL T - 8 371 c.854delA c.(853-855)AAGfs p.K285fs

Pat_06 Post-Resistance CLEC16A 23274 37 16 11141159 11141159 Frame_Shift_Del DEL T - 7 188 c.1826delT c.(1825-1827)ATTfs p.I609fs

Pat_06 Post-Resistance CLEC16A 23274 37 16 11272415 11272415 Frame_Shift_Del DEL C - 7 658 c.3030delC c.(3028-3030)GTCfs p.V1010fs

Pat_06 Post-Resistance NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 480 c.890delA c.(889-891)AATfs p.N297fs

Pat_06 Post-Resistance SRCAP 10847 37 16 30731611 30731611 Frame_Shift_Del DEL C - 7 1911 c.2946delC c.(2944-2946)GACfs p.D982fs

Pat_06 Post-Resistance ITGAD 3681 37 16 31435495 31435495 Frame_Shift_Del DEL C - 7 464 c.3232delC c.(3232-3234)CCAfs p.P1078fs

Pat_06 Post-Resistance GPT2 84706 37 16 46956286 46956286 Frame_Shift_Del DEL C - 13 921 c.1170delC c.(1168-1170)AACfs p.N390fs

Pat_06 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 7 1640 c.49delG c.(49-51)GTCfs p.V17fs

Pat_06 Post-Resistance CCDC135 84229 37 16 57731885 57731887 In_Frame_Del DEL GGA - 8 320 c.24_26delGGA c.(22-27)GTGGAG>GTG p.E13del

Pat_06 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 11 1229 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del



Pat_06 Post-Resistance TSNAXIP1 55815 37 16 67859576 67859576 Frame_Shift_Del DEL G - 7 1192 c.659delG c.(658-660)TGGfs p.W220fs

Pat_06 Post-Resistance DHX38 9785 37 16 72138457 72138457 Frame_Shift_Del DEL T - 7 791 c.2083delT c.(2083-2085)TTTfs p.F695fs

Pat_06 Post-Resistance MYO18A 399687 37 17 27493058 27493058 Frame_Shift_Del DEL C - 9 1323 c.901delG c.(901-903)GACfs p.D301fs

Pat_06 Post-Resistance NUFIP2 57532 37 17 27614342 27614342 Frame_Shift_Del DEL T - 8 756 c.670delA c.(670-672)AGGfs p.R224fs

Pat_06 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 10 2200 c.863delC c.(862-864)CCGfs p.P288fs

Pat_06 Post-Resistance CDK12 51755 37 17 37686962 37686962 Frame_Shift_Del DEL C - 7 1352 c.3866delC c.(3865-3867)GCCfs p.A1289fs

Pat_06 Post-Resistance FAM134C 162427 37 17 40737147 40737148 Frame_Shift_Del DEL TC - 7 465 c.722_723delGA c.(721-723)AGAfs p.R241fs

Pat_06 Post-Resistance MPP3 4356 37 17 41888206 41888206 Frame_Shift_Del DEL T - 8 1639 c.1427delA c.(1426-1428)AACfs p.N476fs

Pat_06 Post-Resistance CCDC43 124808 37 17 42756253 42756253 Frame_Shift_Del DEL T - 8 165 c.646delA c.(646-648)AGGfs p.R216fs

Pat_06 Post-Resistance CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 13 304 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_06 Post-Resistance HOXB7 3217 37 17 46685277 46685277 Frame_Shift_Del DEL T - 8 2779 c.581delA c.(580-582)AAGfs p.K194fs

Pat_06 Post-Resistance ANKRD40 91369 37 17 48777070 48777071 Frame_Shift_Ins INS - G 7 690 c.467_468insC c.(466-468)CCTfs p.P156fs

Pat_06 Post-Resistance MKS1 54903 37 17 56290367 56290369 In_Frame_Del DEL CTC - 8 1744 c.832_834delGAG c.(832-834)GAGdel p.E278del

Pat_06 Post-Resistance ACE 1636 37 17 61560495 61560495 Frame_Shift_Del DEL C - 8 2126 c.1448delC c.(1447-1449)ACCfs p.T483fs

Pat_06 Post-Resistance GNA13 10672 37 17 63052468 63052469 Frame_Shift_Del DEL CG - 9 560 c.243_244delCG c.(241-246)CGCGAGfs p.R81fs

Pat_06 Post-Resistance SLC16A6 9120 37 17 66267124 66267125 Frame_Shift_Ins INS - A 7 1102 c.1176_1177insT c.(1174-1179)TTTGGGfs p.F392fs

Pat_06 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 442 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_06 Post-Resistance KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 1553 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_06 Post-Resistance DNAH17 8632 37 17 76425217 76425217 Frame_Shift_Del DEL G - 9 1400 c.3390delC c.(3388-3390)CCCfs p.P1130fs

Pat_06 Post-Resistance MPND 84954 37 19 4352936 4352938 In_Frame_Del DEL GAG - 8 270 c.574_576delGAG c.(574-576)GAGdel p.E195del

Pat_06 Post-Resistance GTF2F1 2962 37 19 6381410 6381412 In_Frame_Del DEL CTC - 7 82 c.976_978delGAG c.(976-978)GAGdel p.E326del

Pat_06 Post-Resistance SLC25A41 284427 37 19 6433605 6433605 Frame_Shift_Del DEL G - 8 467 c.100delC c.(100-102)CAAfs p.Q34fs

Pat_06 Post-Resistance CD209 30835 37 19 7808004 7808004 Frame_Shift_Del DEL T - 7 1123 c.1136delA c.(1135-1137)AAGfs p.K379fs

Pat_06 Post-Resistance FBXL12 54850 37 19 9922225 9922228 Frame_Shift_Del DEL GCAG - 7 829 c.325_328delCTGC c.(325-330)CTGCACfs p.L109fs

Pat_06 Post-Resistance RFX1 5989 37 19 14083694 14083696 In_Frame_Del DEL CCG - 7 46 c.1173_1175delCGGc.(1171-1176)GGCGGG>GGGp.391_392GG>G

Pat_06 Post-Resistance F2RL3 9002 37 19 17000408 17000408 Frame_Shift_Del DEL C - 8 1412 c.134delC c.(133-135)GCCfs p.A45fs

Pat_06 Post-Resistance ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 11 416 c.4_splice c.e2-1 p.G2_splice

Pat_06 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 9 266 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_06 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 28 1519 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_06 Post-Resistance FUZ 80199 37 19 50310483 50310485 In_Frame_Del DEL CAG - 13 400 c.1180_1182delCTG c.(1180-1182)CTGdel p.L394del

Pat_06 Post-Resistance PTOV1 53635 37 19 50363527 50363527 Frame_Shift_Del DEL G - 7 249 c.1242delG c.(1240-1242)ATGfs p.M414fs

Pat_06 Post-Resistance ZNF416 55659 37 19 58084579 58084579 Frame_Shift_Del DEL A - 8 1541 c.693delT c.(691-693)TTTfs p.F231fs

Pat_06 Post-Resistance ZIK1 284307 37 19 58101799 58101799 Frame_Shift_Del DEL A - 7 755 c.620delA c.(619-621)CAAfs p.Q207fs

Pat_06 Post-Resistance PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 7 606 c.1449_1451delAGCc.(1447-1452)GCAGCT>GCTp.483_484AA>A

Pat_06 Post-Resistance HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 7 2425 c.275delC c.(274-276)CCAfs p.P92fs

Pat_06 Post-Resistance GTF3C2 2976 37 2 27549710 27549710 Frame_Shift_Del DEL C - 7 469 c.2568delG c.(2566-2568)GGGfs p.G856fs

Pat_06 Post-Resistance CRIM1 51232 37 2 36583501 36583503 In_Frame_Del DEL GCT - 8 125 c.66_68delGCT c.(64-69)GGGCTG>GGG p.L27del

Pat_06 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 7 1194 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_06 Post-Resistance MOGS 7841 37 2 74691815 74691815 Frame_Shift_Del DEL C - 8 515 c.387delG c.(385-387)GGGfs p.G129fs

Pat_06 Post-Resistance SEMA4F 10505 37 2 74900583 74900583 Splice_Site DEL G - 14 1098 c.551_splice c.e6-1 p.G184_splice

Pat_06 Post-Resistance VPS24 51652 37 2 86732976 86732978 In_Frame_Del DEL TCC - 9 418 c.618_620delGGAc.(616-621)GAGGAA>GAAp.206_207EE>E

Pat_06 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 10 773 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_06 Post-Resistance ZC3H6 376940 37 2 113088959 113088961 In_Frame_Del DEL GAT - 8 669 c.2464_2466delGAT c.(2464-2466)GATdel p.D825del

Pat_06 Post-Resistance CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 14 352 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del

Pat_06 Post-Resistance NEUROD1 4760 37 2 182542972 182542972 Frame_Shift_Del DEL G - 11 793 c.616delC c.(616-618)CACfs p.H206fs

Pat_06 Post-Resistance HTR2B 3357 37 2 231973838 231973838 Frame_Shift_Del DEL T - 12 1285 c.839delA c.(838-840)AAGfs p.K280fs

Pat_06 Post-Resistance DGKD 8527 37 2 234346026 234346026 Frame_Shift_Del DEL C - 7 490 c.823delC c.(823-825)CACfs p.H275fs



Pat_06 Post-Resistance ADAM33 80332 37 20 3652888 3652888 Frame_Shift_Del DEL G - 9 1100 c.1490delC c.(1489-1491)CCAfs p.P497fs

Pat_06 Post-Resistance RRBP1 6238 37 20 17617358 17617358 Frame_Shift_Del DEL T - 10 1072 c.902delA c.(901-903)AAGfs p.K301fs

Pat_06 Post-Resistance PLAC4 191585 37 21 42551432 42551432 Frame_Shift_Del DEL T - 7 338 c.124delA c.(124-126)AGAfs p.R42fs

Pat_06 Post-Resistance SLC19A1 6573 37 21 46951916 46951918 In_Frame_Del DEL CAG - 16 192 c.334_336delCTG c.(334-336)CTGdel p.L112del

Pat_06 Post-Resistance LSS 4047 37 21 47641824 47641824 Frame_Shift_Del DEL C - 9 874 c.494delG c.(493-495)GGTfs p.G165fs

Pat_06 Post-Resistance MED15 51586 37 22 20918793 20918795 In_Frame_Del DEL CAG - 10 313 c.508_510delCAG c.(508-510)CAGdel p.Q174del

Pat_06 Post-Resistance MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 29 372 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_06 Post-Resistance ASCC2 84164 37 22 30218355 30218355 Frame_Shift_Del DEL T - 7 1082 c.510delA c.(508-510)AAAfs p.K170fs

Pat_06 Post-Resistance TBC1D10A 83874 37 22 30688545 30688545 Frame_Shift_Del DEL G - 8 1130 c.1346delC c.(1345-1347)CCAfs p.P449fs

Pat_06 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 17 873 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_06 Post-Resistance SFI1 9814 37 22 32002366 32002366 Frame_Shift_Del DEL A - 8 454 c.2107delA c.(2107-2109)AAAfs p.K703fs

Pat_06 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 9 692 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_06 Post-Resistance CYP2D6 1565 37 22 42524213 42524214 Frame_Shift_Ins INS - G 8 196 c.805_806insC c.(805-807)CGAfs p.R269fs

Pat_06 Post-Resistance TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 9 380 c.5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_06 Post-Resistance SRGAP3 9901 37 3 9027284 9027286 In_Frame_Del DEL GCT - 9 456 c.3217_3219delAGC c.(3217-3219)AGCdel p.S1074del

Pat_06 Post-Resistance GRIP2 80852 37 3 14552763 14552763 Frame_Shift_Del DEL C - 7 339 c.2137delG c.(2137-2139)GACfs p.D713fs

Pat_06 Post-Resistance TRANK1 9881 37 3 36897261 36897261 Frame_Shift_Del DEL G - 8 1766 c.2170delC c.(2170-2172)CGGfs p.R724fs

Pat_06 Post-Resistance LTF 4057 37 3 46479445 46479445 Frame_Shift_Del DEL T - 7 1942 c.2084delA c.(2083-2085)AAGfs p.K695fs

Pat_06 Post-Resistance SCAP 22937 37 3 47456383 47456383 Frame_Shift_Del DEL T - 8 685 c.3240delA c.(3238-3240)AAAfs p.K1080fs

Pat_06 Post-Resistance KLHDC8B 200942 37 3 49211690 49211691 Frame_Shift_Ins INS - G 8 946 c.395_396insG c.(394-396)CTGfs p.L132fs

Pat_06 Post-Resistance ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 16 664 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_06 Post-Resistance KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 12 406 c.439delA c.(439-441)ATTfs p.I147fs

Pat_06 Post-Resistance ATP6V1A 523 37 3 113505224 113505224 Frame_Shift_Del DEL T - 7 1307 c.710delT c.(709-711)CTTfs p.L237fs

Pat_06 Post-Resistance NR1I2 8856 37 3 119531660 119531660 Frame_Shift_Del DEL G - 7 769 c.647delG c.(646-648)CGGfs p.R216fs

Pat_06 Post-Resistance PARP15 165631 37 3 122340370 122340370 Frame_Shift_Del DEL A - 7 609 c.1143delA c.(1141-1143)GGAfs p.G381fs

Pat_06 Post-Resistance EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 10 280 c.1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_06 Post-Resistance CLCN2 1181 37 3 184070896 184070896 Frame_Shift_Del DEL C - 9 917 c.2068delG c.(2068-2070)GAGfs p.E690fs

Pat_06 Post-Resistance SLC2A9 56606 37 4 9828133 9828133 Frame_Shift_Del DEL T - 11 856 c.1511delA c.(1510-1512)AACfs p.N504fs

Pat_06 Post-Resistance ANAPC4 29945 37 4 25390191 25390191 Frame_Shift_Del DEL A - 8 1112 c.438delA c.(436-438)CCAfs p.P146fs

Pat_06 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 15 572 c.792delT c.(790-792)TTTfs p.F264fs

Pat_06 Post-Resistance CLOCK 9575 37 4 56304530 56304532 In_Frame_Del DEL CTG - 11 322 c.2278_2280delCAG c.(2278-2280)CAGdel p.Q760del

Pat_06 Post-Resistance PRDM8 56978 37 4 81123250 81123252 In_Frame_Del DEL CAG - 7 161 c.634_636delCAG c.(634-636)CAGdel p.Q217del

Pat_06 Post-Resistance CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 13 431 c.781delT c.(781-783)TTTfs p.F261fs

Pat_06 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 16 344 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_06 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 22 735 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_06 Post-Resistance KIAA1109 84162 37 4 123178593 123178593 Frame_Shift_Del DEL G - 8 1870 c.6562delG c.(6562-6564)GGGfs p.G2188fs

Pat_06 Post-Resistance ANKRD50 57182 37 4 125591169 125591169 Frame_Shift_Del DEL T - 8 501 c.3263delA c.(3262-3264)AATfs p.N1088fs

Pat_06 Post-Resistance POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 22 38 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_06 Post-Resistance LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 11 1238 c.621delT c.(619-621)TTTfs p.F207fs

Pat_06 Post-Resistance FHDC1 85462 37 4 153889130 153889130 Splice_Site DEL A - 7 1485 c.1101_splice c.e9-2 p.R367_splice

Pat_06 Post-Resistance TLL1 7092 37 4 167020619 167020619 Frame_Shift_Del DEL G - 8 1634 c.2847delG c.(2845-2847)GTGfs p.V949fs

Pat_06 Post-Resistance CLPTM1L 81037 37 5 1331941 1331943 In_Frame_Del DEL TCT - 7 526 c.947_949delAGAc.(946-951)AAGAGC>AGC p.K316del

Pat_06 Post-Resistance NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 7 174 c.7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_06 Post-Resistance FGF10 2255 37 5 44388715 44388717 In_Frame_Del DEL AGC - 7 814 c.68_70delGCT c.(67-72)TGCTTT>TTT p.C23del

Pat_06 Post-Resistance FAM172A 83989 37 5 93111877 93111877 Frame_Shift_Del DEL G - 7 1387 c.1096delC c.(1096-1098)CGGfs p.R366fs

Pat_06 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 16 601 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_06 Post-Resistance FBN2 2201 37 5 127648337 127648337 Frame_Shift_Del DEL G - 7 2504 c.4868delC c.(4867-4869)CCTfs p.P1623fs



Pat_06 Post-Resistance EGR1 1958 37 5 137801633 137801635 In_Frame_Del DEL CAG - 7 129 c.183_185delCAGc.(181-186)AACAGC>AAC p.S67del

Pat_06 Post-Resistance JAKMIP2 9832 37 5 147040890 147040890 Frame_Shift_Del DEL T - 8 1125 c.248delA c.(247-249)AAGfs p.K83fs

Pat_06 Post-Resistance FAT2 2196 37 5 150885487 150885488 Frame_Shift_Ins INS - G 7 1810 c.12688_12689insC c.(12688-12690)CTGfs p.L4230fs

Pat_06 Post-Resistance CPLX2 10814 37 5 175306965 175306967 In_Frame_Del DEL GAG - 8 285 c.322_324delGAG c.(322-324)GAGdel p.E114del

Pat_06 Post-Resistance HIVEP1 3096 37 6 12089463 12089463 Frame_Shift_Del DEL A - 7 556 c.87delA c.(85-87)TCAfs p.S29fs

Pat_06 Post-Resistance HLA-G 3135 37 6 29797195 29797196 Frame_Shift_Ins INS - C 8 2152 c.620_621insC c.(619-621)GACfs p.D207fs

Pat_06 Post-Resistance TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 10 797 c.845delA c.(844-846)AAGfs p.K282fs

Pat_06 Post-Resistance GTF2H4 2968 37 6 30877804 30877804 Frame_Shift_Del DEL T - 8 1563 c.338delT c.(337-339)ATTfs p.I113fs

Pat_06 Post-Resistance CFB 629 37 6 31905102 31905102 Frame_Shift_Del DEL A - 7 994 c.536delA c.(535-537)GAAfs p.E179fs

Pat_06 Post-Resistance FANCE 2178 37 6 35425714 35425715 Frame_Shift_Ins INS - C 7 807 c.922_923insC c.(922-924)GCCfs p.A308fs

Pat_06 Post-Resistance MAPK13 5603 37 6 36099144 36099146 In_Frame_Del DEL GCT - 7 1218 c.216_218delGCTc.(214-219)GAGCTG>GAG p.L76del

Pat_06 Post-Resistance KHDRBS2 202559 37 6 62604602 62604602 Frame_Shift_Del DEL C - 9 2668 c.748delG c.(748-750)GCAfs p.A250fs

Pat_06 Post-Resistance MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 15 288 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_06 Post-Resistance FYN 2534 37 6 111983042 111983042 Frame_Shift_Del DEL T - 7 1242 c.1514delA c.(1513-1515)AAGfs p.K505fs

Pat_06 Post-Resistance SASH1 23328 37 6 148848658 148848658 Frame_Shift_Del DEL A - 10 1839 c.1354delA c.(1354-1356)AAAfs p.K452fs

Pat_06 Post-Resistance CARD11 84433 37 7 2968323 2968323 Frame_Shift_Del DEL G - 7 1007 c.1663delC c.(1663-1665)CGGfs p.R555fs

Pat_06 Post-Resistance ICA1 3382 37 7 8198251 8198251 Frame_Shift_Del DEL T - 8 342 c.611delA c.(610-612)AACfs p.N204fs

Pat_06 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 1577 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_06 Post-Resistance ETV1 2115 37 7 13975473 13975473 Frame_Shift_Del DEL G - 8 996 c.414delC c.(412-414)CCCfs p.P138fs

Pat_06 Post-Resistance AGR2 10551 37 7 16841329 16841329 Frame_Shift_Del DEL T - 8 1019 c.92delA c.(91-93)AAGfs p.K31fs

Pat_06 Post-Resistance OSBPL3 26031 37 7 24910452 24910453 Frame_Shift_Del DEL TC - 13 669 c.279_280delGA c.(277-282)GAGAAGfs p.E93fs

Pat_06 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 11 449 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_06 Post-Resistance JAZF1 221895 37 7 27872456 27872456 Frame_Shift_Del DEL G - 13 2181 c.695delC c.(694-696)CCGfs p.P232fs

Pat_06 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 10 323 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_06 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 21 266 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_06 Post-Resistance ABCA13 154664 37 7 48318519 48318519 Frame_Shift_Del DEL A - 7 448 c.7728delA c.(7726-7728)TTAfs p.L2576fs

Pat_06 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 8 1316 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_06 Post-Resistance HIP1 3092 37 7 75168684 75168684 Frame_Shift_Del DEL T - 7 2508 c.3020delA c.(3019-3021)AAGfs p.K1007fs

Pat_06 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 15 508 c.231delA c.(229-231)AAAfs p.K77fs

Pat_06 Post-Resistance PHTF2 57157 37 7 77569581 77569581 Frame_Shift_Del DEL T - 10 585 c.1702delT c.(1702-1704)TTTfs p.F568fs

Pat_06 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 9 254 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_06 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 8 844 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_06 Post-Resistance MLL5 55904 37 7 104749488 104749488 Frame_Shift_Del DEL G - 7 814 c.3568delG c.(3568-3570)GGAfs p.G1190fs

Pat_06 Post-Resistance NUP205 23165 37 7 135301911 135301911 Frame_Shift_Del DEL T - 7 687 c.3606delT c.(3604-3606)GATfs p.D1202fs

Pat_06 Post-Resistance GSTK1 373156 37 7 142961764 142961764 Frame_Shift_Del DEL A - 9 1910 c.278delA c.(277-279)GAAfs p.E93fs

Pat_06 Post-Resistance CHPF2 54480 37 7 150932283 150932283 Frame_Shift_Del DEL G - 7 1379 c.413delG c.(412-414)CGGfs p.R138fs

Pat_06 Post-Resistance MLL3 58508 37 7 151874013 151874013 Frame_Shift_Del DEL T - 7 846 c.8525delA c.(8524-8526)AATfs p.N2842fs

Pat_06 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 8 569 c.350delT c.(349-351)TTGfs p.L117fs

Pat_06 Post-Resistance WDR60 55112 37 7 158704352 158704353 Frame_Shift_Ins INS - A 10 727 c.1572_1573insA c.(1570-1575)GGGAAAfs p.G524fs

Pat_06 Post-Resistance SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 11 1007 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_06 Post-Resistance WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 7 269 c.1517_1519delAAGc.(1516-1521)AAAGAA>AAA p.E510del

Pat_06 Post-Resistance ZFHX4 79776 37 8 77765755 77765755 Frame_Shift_Del DEL A - 7 1497 c.6463delA c.(6463-6465)ATAfs p.I2155fs

Pat_06 Post-Resistance LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 7 371 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_06 Post-Resistance CA2 760 37 8 86386588 86386588 Frame_Shift_Del DEL T - 8 1774 c.387delT c.(385-387)GATfs p.D129fs

Pat_06 Post-Resistance TMEM55A 55529 37 8 92032481 92032481 Frame_Shift_Del DEL T - 10 738 c.266delA c.(265-267)AACfs p.N89fs

Pat_06 Post-Resistance RUNX1T1 862 37 8 92998419 92998419 Frame_Shift_Del DEL T - 9 824 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_06 Post-Resistance CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 7 1605 c.359delA c.(358-360)AAGfs p.K120fs



Pat_06 Post-Resistance VPS13B 157680 37 8 100887781 100887781 Frame_Shift_Del DEL C - 10 883 c.11956delC c.(11956-11958)CCCfs p.P3986fs

Pat_06 Post-Resistance DCAF13 25879 37 8 104442912 104442912 Frame_Shift_Del DEL A - 8 1055 c.1153delA c.(1153-1155)AAAfs p.K385fs

Pat_06 Post-Resistance ENPP2 5168 37 8 120592369 120592369 Frame_Shift_Del DEL T - 7 2390 c.1767delA c.(1765-1767)AAAfs p.K589fs

Pat_06 Post-Resistance ZNF572 137209 37 8 125987892 125987893 Frame_Shift_Ins INS - A 7 583 c.10_11insA c.(10-12)GAAfs p.E4fs

Pat_06 Post-Resistance FAM135B 51059 37 8 139149485 139149485 Frame_Shift_Del DEL T - 10 898 c.3920delA c.(3919-3921)AACfs p.N1307fs

Pat_06 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 12 873 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_06 Post-Resistance PAX5 5079 37 9 37020764 37020764 Frame_Shift_Del DEL A - 8 1383 c.81delT c.(79-81)TTTfs p.F27fs

Pat_06 Post-Resistance FBP1 2203 37 9 97380075 97380075 Frame_Shift_Del DEL C - 7 395 c.401delG c.(400-402)GGAfs p.G134fs

Pat_06 Post-Resistance TMEM38B 55151 37 9 108456999 108456999 Frame_Shift_Del DEL T - 7 840 c.58delT c.(58-60)TTTfs p.F20fs

Pat_06 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 16 1423 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_06 Post-Resistance CRB2 286204 37 9 126139182 126139184 In_Frame_Del DEL CCT - 9 112 c.3699_3701delCCTc.(3697-3702)TGCCTC>TGC p.L1239del

Pat_06 Post-Resistance FAM129B 64855 37 9 130270778 130270778 Frame_Shift_Del DEL G - 7 1482 c.1357delC c.(1357-1359)CACfs p.H453fs

Pat_06 Post-Resistance GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 11 810 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_06 Post-Resistance CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 18 1462 c.613delG c.(613-615)GGGfs p.G205fs

Pat_06 Post-Resistance C9orf86 55684 37 9 139734218 139734218 Frame_Shift_Del DEL C - 8 671 c.1831delC c.(1831-1833)CCCfs p.P611fs

Pat_06 Post-Resistance CDKL5 6792 37 X 18622143 18622144 Frame_Shift_Ins INS - T 7 1519 c.1099_1100insT c.(1099-1101)CTAfs p.L367fs

Pat_06 Post-Resistance DMD 1756 37 X 32717353 32717353 Frame_Shift_Del DEL A - 7 1124 c.707delT c.(706-708)TTCfs p.F236fs

Pat_06 Post-Resistance PCDH19 57526 37 X 99663560 99663562 In_Frame_Del DEL CAG - 7 126 c.34_36delCTG c.(34-36)CTGdel p.L12del

Pat_06 Post-Resistance IRS4 8471 37 X 107975867 107975869 In_Frame_Del DEL GTC - 7 1834 c.3706_3708delGAC c.(3706-3708)GACdel p.D1236del

Pat_06 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 7 865 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_06 Post-Resistance BCORL1 63035 37 X 129147360 129147361 Frame_Shift_Ins INS - C 7 1405 c.612_613insC c.(610-615)TGTCCCfs p.C204fs

Pat_06 Post-Resistance BCORL1 63035 37 X 129190011 129190011 Frame_Shift_Del DEL C - 7 420 c.5036delC c.(5035-5037)TCCfs p.S1679fs

Pat_06 Post-Resistance CD99L2 83692 37 X 149937526 149937528 In_Frame_Del DEL GGC - 11 1875 c.768_770delGCCc.(766-771)CCGCCC>CCCp.256_257PP>P

Pat_08 Pre-Treatment ARID1A 8289 37 1 27057930 27057931 Frame_Shift_Ins INS - C 9 679 c.1638_1639insC c.(1636-1641)CAGAGCfs p.Q546fs

Pat_08 Pre-Treatment MUTYH 4595 37 1 45795066 45795066 Frame_Shift_Del DEL T - 7 1007 c.1553delA c.(1552-1554)AAGfs p.K518fs

Pat_08 Pre-Treatment NUDT17 200035 37 1 145586936 145586938 In_Frame_Del DEL TCC - 10 323 c.750_752delGGAc.(748-753)GAGGAT>GAT p.E250del

Pat_08 Pre-Treatment TYSND1 219743 37 10 71905929 71905931 In_Frame_Del DEL CAG - 2 4 c.412_414delCTG c.(412-414)CTGdel p.L138del

Pat_08 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 13 337 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_08 Pre-Treatment FAM111A 63901 37 11 58920855 58920857 In_Frame_Del DEL ATT - 8 306 c.1714_1716delATT c.(1714-1716)ATTdel p.I572del

Pat_08 Pre-Treatment PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 12 399 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_08 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 151 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_08 Pre-Treatment DHX37 57647 37 12 125465270 125465272 In_Frame_Del DEL CTC - 3 3 c.502_504delGAG c.(502-504)GAGdel p.E168del

Pat_08 Pre-Treatment PIWIL1 9271 37 12 130845801 130845801 Frame_Shift_Del DEL C - 64 85 c.1742delC c.(1741-1743)ACCfs p.T581fs

Pat_08 Pre-Treatment MSLNL 401827 37 16 830829 830831 In_Frame_Del DEL AAG - 7 506 c.170_172delCTT c.(169-174)GCTTTC>GTC p.57_58AF>V

Pat_08 Pre-Treatment ZFHX3 463 37 16 72821468 72821469 Frame_Shift_Del DEL AG - 14 777 c.10706_10707delCT c.(10705-10707)CCTfs p.P3569fs

Pat_08 Pre-Treatment ITGAE 3682 37 17 3638140 3638141 Frame_Shift_Ins INS - G 13 432 c.2625_2626insC c.(2623-2628)CCCAGAfs p.P875fs

Pat_08 Pre-Treatment BPTF 2186 37 17 65850118 65850118 Frame_Shift_Del DEL C - 67 243 c.676delC c.(676-678)CCCfs p.P226fs

Pat_08 Pre-Treatment SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 9 377 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_08 Pre-Treatment ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 8 246 c.2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_08 Pre-Treatment RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 278 c.1407_1409delCCAc.(1405-1410)CACCAA>CAA p.H469del

Pat_08 Pre-Treatment RALGAPA2 57186 37 20 20527432 20527433 Frame_Shift_Ins INS - A 21 50 c.3200_3201insT c.(3199-3201)TTCfs p.F1067fs

Pat_08 Pre-Treatment ULK4 54986 37 3 41860985 41860985 Frame_Shift_Del DEL T - 8 74 c.1778delA c.(1777-1779)AAGfs p.K593fs

Pat_08 Pre-Treatment CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 10 448 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_08 Pre-Treatment CRIPAK 285464 37 4 1388993 1388994 Frame_Shift_Del DEL CA - 12 795 c.694_695delCA c.(694-696)CACfs p.H232fs

Pat_08 Pre-Treatment ENPEP 2028 37 4 111470502 111470503 In_Frame_Ins INS - AATACT 8 89 c.2152_2153insAATACTc.(2152-2154)GAA>GAATACTAAp.718_719insY*

Pat_08 Pre-Treatment TPBG 7162 37 6 83074809 83074810 Frame_Shift_Del DEL CG - 3 5 c.131_132delCG c.(130-132)TCGfs p.S44fs

Pat_08 Pre-Treatment ANK1 286 37 8 41543694 41543695 Frame_Shift_Del DEL TG - 42 98 c.4365_4366delCA c.(4363-4368)GTCATCfs p.V1455fs



Pat_08 Pre-Treatment DENND3 22898 37 8 142161936 142161937 Splice_Site INS - GTTA 7 209 c.834_splice c.e7+1 p.K278_splice

Pat_08 Pre-Treatment CT45A5 441521 37 X 134948047 134948047 Frame_Shift_Del DEL G - 25 567 c.278delC c.(277-279)CCTfs p.P93fs

Pat_08 Pre-Treatment RBMX 27316 37 X 135956571 135956572 Frame_Shift_Ins INS - GG 15 336 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_08 Post-Resistance TMEM52 339456 37 1 1850628 1850636 In_Frame_Del DEL AGCGGCAGG - 3 4 c.69_77delCCTGCCGCTc.(67-78)CTCCTGCCGCTG>CTGp.23_26LLPL>L

Pat_08 Post-Resistance MMEL1 79258 37 1 2560819 2560821 In_Frame_Del DEL CAG - 7 54 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_08 Post-Resistance MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 7 218 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_08 Post-Resistance C1orf173 127254 37 1 75037803 75037803 Frame_Shift_Del DEL G - 7 792 c.3591delC c.(3589-3591)TCCfs p.S1197fs

Pat_08 Post-Resistance GBP4 115361 37 1 89662859 89662861 In_Frame_Del DEL CCA - 8 447 c.167_169delTGGc.(166-171)GTGGCC>GCC p.V56del

Pat_08 Post-Resistance KIAA1324 57535 37 1 109727724 109727725 Frame_Shift_Del DEL AC - 9 791 c.1010_1011delAC c.(1009-1011)TACfs p.Y337fs

Pat_08 Post-Resistance LYZL2 119180 37 10 30900902 30900902 Frame_Shift_Del DEL T - 7 1631 c.567delA c.(565-567)AAAfs p.K189fs

Pat_08 Post-Resistance POLL 27343 37 10 103345131 103345133 In_Frame_Del DEL GGA - 7 103 c.513_515delTCCc.(511-516)CCTCCC>CCCp.171_172PP>P

Pat_08 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 10 400 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_08 Post-Resistance OR4D11 219986 37 11 59271848 59271848 Frame_Shift_Del DEL C - 8 1523 c.800delC c.(799-801)ACAfs p.T267fs

Pat_08 Post-Resistance TIGD3 220359 37 11 65123714 65123714 Frame_Shift_Del DEL C - 7 355 c.435delC c.(433-435)TTCfs p.F145fs

Pat_08 Post-Resistance PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 7 1060 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_08 Post-Resistance NEUROD4 58158 37 12 55421128 55421128 Frame_Shift_Del DEL C - 8 3752 c.905delC c.(904-906)ACCfs p.T302fs

Pat_08 Post-Resistance CUX2 23316 37 12 111760230 111760231 Frame_Shift_Del DEL GG - 4 8 c.2772_2773delGGc.(2770-2775)CTGGGCfs p.L924fs

Pat_08 Post-Resistance BRAP 8315 37 12 112121081 112121081 Frame_Shift_Del DEL T - 7 522 c.113delA c.(112-114)AAGfs p.K38fs

Pat_08 Post-Resistance PIWIL1 9271 37 12 130845801 130845801 Frame_Shift_Del DEL C - 107 193 c.1742delC c.(1741-1743)ACCfs p.T581fs

Pat_08 Post-Resistance C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 7 228 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_08 Post-Resistance EML1 2009 37 14 100367334 100367334 Frame_Shift_Del DEL T - 7 669 c.966delT c.(964-966)GGTfs p.G322fs

Pat_08 Post-Resistance ADAM6 8755 37 14 106774086 106774087 Splice_Site INS - AGTAATACACGGCA8 25 c.15674_splice c.e430+1

Pat_08 Post-Resistance CLPX 10845 37 15 65450094 65450094 Frame_Shift_Del DEL T - 7 863 c.1047delA c.(1045-1047)AAAfs p.K349fs

Pat_08 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 7 794 c.49delG c.(49-51)GTCfs p.V17fs

Pat_08 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 7 633 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_08 Post-Resistance RANBP10 57610 37 16 67763279 67763281 In_Frame_Del DEL GAG - 8 101 c.1254_1256delCTCc.(1252-1257)TCCTCG>TCGp.418_419SS>S

Pat_08 Post-Resistance MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 9 114 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_08 Post-Resistance BPTF 2186 37 17 65850118 65850118 Frame_Shift_Del DEL C - 158 336 c.676delC c.(676-678)CCCfs p.P226fs

Pat_08 Post-Resistance OR7E24 26648 37 19 9362007 9362007 Frame_Shift_Del DEL C - 8 421 c.288delC c.(286-288)GTCfs p.V96fs

Pat_08 Post-Resistance ZNF224 7767 37 19 44611162 44611162 Frame_Shift_Del DEL G - 7 745 c.849delG c.(847-849)ACGfs p.T283fs

Pat_08 Post-Resistance ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 9 458 c.2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_08 Post-Resistance CPT1C 126129 37 19 50203964 50203964 Frame_Shift_Del DEL G - 7 281 c.305delG c.(304-306)CGGfs p.R102fs

Pat_08 Post-Resistance SLC30A3 7781 37 2 27479380 27479380 Frame_Shift_Del DEL G - 7 536 c.892delC c.(892-894)CGCfs p.R298fs

Pat_08 Post-Resistance ZDBF2 57683 37 2 207174869 207174869 Frame_Shift_Del DEL A - 9 77 c.5617delA c.(5617-5619)AAAfs p.K1873fs

Pat_08 Post-Resistance RALGAPA2 57186 37 20 20527432 20527433 Frame_Shift_Ins INS - A 36 94 c.3200_3201insT c.(3199-3201)TTCfs p.F1067fs

Pat_08 Post-Resistance SFRS15 57466 37 21 33043971 33043972 Frame_Shift_Del DEL TC - 9 388 c.3184_3185delGA c.(3184-3186)GATfs p.D1062fs

Pat_08 Post-Resistance MN1 4330 37 22 28195625 28195627 In_Frame_Del DEL GCT - 8 40 c.905_907delAGCc.(904-909)CAGCCC>CCC p.Q302del

Pat_08 Post-Resistance SATB1 6304 37 3 18391133 18391135 In_Frame_Del DEL CTG - 11 118 c.1819_1821delCAG c.(1819-1821)CAGdel p.Q607del

Pat_08 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 1794 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_08 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 8 340 c.4289_splice c.e25-1 p.E1430_splice

Pat_08 Post-Resistance TRIM59 286827 37 3 160156367 160156368 Frame_Shift_Ins INS - T 8 92 c.604_605insA c.(604-606)AGTfs p.S202fs

Pat_08 Post-Resistance SAMD7 344658 37 3 169646268 169646268 Frame_Shift_Del DEL G - 8 685 c.943delG c.(943-945)GGGfs p.G315fs

Pat_08 Post-Resistance FXR1 8087 37 3 180666228 180666228 Frame_Shift_Del DEL A - 9 252 c.364delA c.(364-366)AAAfs p.K122fs

Pat_08 Post-Resistance CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 8 968 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_08 Post-Resistance LIMCH1 22998 37 4 41648508 41648509 Frame_Shift_Del DEL GA - 7 291 c.1263_1264delGAc.(1261-1266)CGGAGAfs p.R421fs

Pat_08 Post-Resistance ENPEP 2028 37 4 111470502 111470503 In_Frame_Ins INS - AATACT 16 179 c.2152_2153insAATACTc.(2152-2154)GAA>GAATACTAAp.718_719insY*

Pat_08 Post-Resistance ITGA1 3672 37 5 52157315 52157315 Frame_Shift_Del DEL A - 9 422 c.217delA c.(217-219)AAAfs p.K73fs



Pat_08 Post-Resistance KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 8 20 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_08 Post-Resistance PCDHB12 56124 37 5 140589279 140589279 Frame_Shift_Del DEL G - 7 933 c.800delG c.(799-801)TGGfs p.W267fs

Pat_08 Post-Resistance DEK 7913 37 6 18264079 18264081 In_Frame_Del DEL TCC - 8 339 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_08 Post-Resistance ZBTB22 9278 37 6 33283522 33283522 Frame_Shift_Del DEL C - 7 1632 c.1172delG c.(1171-1173)GGTfs p.G391fs

Pat_08 Post-Resistance DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 7 210 c.1353_1355delGGAc.(1351-1356)GAGGAA>GAAp.451_452EE>E

Pat_08 Post-Resistance SLC26A8 116369 37 6 35980013 35980013 Frame_Shift_Del DEL G - 7 1932 c.325delC c.(325-327)CAAfs p.Q109fs

Pat_08 Post-Resistance CUL9 23113 37 6 43173022 43173022 Frame_Shift_Del DEL T - 7 1570 c.4654delT c.(4654-4656)TACfs p.Y1552fs

Pat_08 Post-Resistance MEP1A 4224 37 6 46787424 46787424 Frame_Shift_Del DEL G - 8 1917 c.539delG c.(538-540)TGGfs p.W180fs

Pat_08 Post-Resistance GLCCI1 113263 37 7 8008992 8008994 In_Frame_Del DEL CCT - 8 129 c.11_13delCCT c.(10-15)GCCTCC>GCC p.S13del

Pat_08 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 10 999 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_08 Post-Resistance LIMK1 3984 37 7 73535323 73535323 Frame_Shift_Del DEL C - 7 1982 c.1725delC c.(1723-1725)TGCfs p.C575fs

Pat_08 Post-Resistance ZKSCAN5 23660 37 7 99103706 99103706 Frame_Shift_Del DEL C - 7 895 c.39delC c.(37-39)GACfs p.D13fs

Pat_08 Post-Resistance MLL5 55904 37 7 104750923 104750923 Splice_Site DEL G - 8 2137 c.3845_splice c.e25-1 p.G1282_splice

Pat_08 Post-Resistance SSPO 23145 37 7 149474083 149474083 Frame_Shift_Del DEL G - 9 982 c.293delG c.(292-294)TGGfs p.W98fs

Pat_08 Post-Resistance ANK1 286 37 8 41543694 41543695 Frame_Shift_Del DEL TG - 99 243 c.4365_4366delCA c.(4363-4368)GTCATCfs p.V1455fs

Pat_08 Post-Resistance HAS2 3037 37 8 122627104 122627104 Frame_Shift_Del DEL G - 8 1372 c.904delC c.(904-906)CAAfs p.Q302fs

Pat_08 Post-Resistance RLN2 6019 37 9 5304560 5304561 Frame_Shift_Ins INS - A 7 358 c.20_21insT c.(19-21)TTCfs p.F7fs

Pat_08 Post-Resistance NOL6 65083 37 9 33466939 33466939 Frame_Shift_Del DEL G - 12 1560 c.1921delC c.(1921-1923)CTGfs p.L641fs

Pat_08 Post-Resistance TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 11 83 c.1659_1661delGGAc.(1657-1662)GAGGAA>GAAp.553_554EE>E

Pat_08 Post-Resistance FRMPD4 9758 37 X 12734864 12734864 Frame_Shift_Del DEL G - 7 816 c.2286delG c.(2284-2286)GTGfs p.V762fs

Pat_08 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 9 277 c.7317_7319delGGAc.(7315-7320)GAGGAA>GAAp.2439_2440EE>E

Pat_08 Post-Resistance ATRX 546 37 X 76907782 76907784 In_Frame_Del DEL TCC - 7 285 c.4377_4379delGGAc.(4375-4380)GAGGAA>GAAp.1459_1460EE>E

Pat_11 Pre-Treatment MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 8 670 c.300delT c.(298-300)GCTfs p.A100fs

Pat_11 Pre-Treatment PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 8 323 c.3519_3521delGCGc.(3517-3522)CAGCGG>CAGp.R1178del

Pat_11 Pre-Treatment SNX7 51375 37 1 99167423 99167424 Frame_Shift_Del DEL TG - 7 386 c.1089_1090delTG c.(1087-1092)GTTGAAfs p.V363fs

Pat_11 Pre-Treatment SLC22A15 55356 37 1 116605457 116605457 Frame_Shift_Del DEL A - 8 745 c.1246delA c.(1246-1248)AACfs p.N416fs

Pat_11 Pre-Treatment ECM1 1893 37 1 150482151 150482151 Frame_Shift_Del DEL C - 9 965 c.136delC c.(136-138)CCCfs p.P46fs

Pat_11 Pre-Treatment LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 8 908 c.48delC c.(46-48)TGCfs p.C16fs

Pat_11 Pre-Treatment NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 8 780 c.1812delC c.(1810-1812)GACfs p.D604fs

Pat_11 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 9 873 c.2029delG c.(2029-2031)GGGfs p.G677fs

Pat_11 Pre-Treatment TAGLN2 8407 37 1 159888725 159888725 Frame_Shift_Del DEL G - 7 419 c.465delC c.(463-465)TCCfs p.S155fs

Pat_11 Pre-Treatment PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 11 258 c.1276_1277insAGGc.(1276-1278)AAG>AAGGAGp.426_427insE

Pat_11 Pre-Treatment SRGAP2 23380 37 1 206603573 206603574 Splice_Site DEL GT - 7 685 c.1294_splice c.e11+1 p.G432_splice

Pat_11 Pre-Treatment RGS7 6000 37 1 240976980 240976980 Frame_Shift_Del DEL C - 7 287 c.894delG c.(892-894)TTGfs p.L298fs

Pat_11 Pre-Treatment SYT15 83849 37 10 46969401 46969403 In_Frame_Del DEL CAG - 9 94 c.58_60delCTG c.(58-60)CTGdel p.L21del

Pat_11 Pre-Treatment MKI67 4288 37 10 129902204 129902205 Frame_Shift_Del DEL TG - 7 122 c.7899_7900delCA c.(7897-7902)CACAAAfs p.H2633fs

Pat_11 Pre-Treatment NAT10 55226 37 11 34154601 34154601 Frame_Shift_Del DEL C - 8 626 c.1646delC c.(1645-1647)TCCfs p.S549fs

Pat_11 Pre-Treatment MYBPC3 4607 37 11 47372804 47372806 In_Frame_Del DEL TTG - 2 4 c.276_278delCAAc.(274-279)CTCAAG>CTG p.K93del

Pat_11 Pre-Treatment OR10Q1 219960 37 11 57996280 57996280 Frame_Shift_Del DEL G - 7 525 c.68delC c.(67-69)ACAfs p.T23fs

Pat_11 Pre-Treatment GANAB 23193 37 11 62393580 62393581 Frame_Shift_Del DEL TA - 10 1162 c.2681_2682delTA c.(2680-2682)ATAfs p.I894fs

Pat_11 Pre-Treatment SIK2 23235 37 11 111594527 111594529 In_Frame_Del DEL CAG - 7 352 c.2455_2457delCAG c.(2455-2457)CAGdel p.Q822del

Pat_11 Pre-Treatment ZNF202 7753 37 11 123601205 123601205 Frame_Shift_Del DEL G - 8 857 c.392delC c.(391-393)CCAfs p.P131fs

Pat_11 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 16 1063 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_11 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 7 767 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_11 Pre-Treatment SLC4A8 9498 37 12 51865070 51865070 Splice_Site DEL G - 8 617 c.1659_splice c.e14-1 p.K553_splice

Pat_11 Pre-Treatment HOXC11 3227 37 12 54367179 54367180 Frame_Shift_Del DEL CC - 7 576 c.154_155delCC c.(154-156)CCCfs p.P52fs

Pat_11 Pre-Treatment SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 12 544 c.691_693delCTG c.(691-693)CTGdel p.L234del



Pat_11 Pre-Treatment TSPAN31 6302 37 12 58140401 58140402 Frame_Shift_Del DEL CA - 8 279 c.342_343delCA c.(340-345)GTCATGfs p.V114fs

Pat_11 Pre-Treatment OLFM4 10562 37 13 53624374 53624376 In_Frame_Del DEL ACA - 7 305 c.1001_1003delACAc.(1000-1005)TACAAC>TAC p.N337del

Pat_11 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 283 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_11 Pre-Treatment ABCC4 10257 37 13 95887054 95887055 Frame_Shift_Del DEL CC - 2 4 c.340_341delGG c.(340-342)GGAfs p.G114fs

Pat_11 Pre-Treatment ZIC5 85416 37 13 100617727 100617727 Frame_Shift_Del DEL G - 7 486 c.1896delC c.(1894-1896)CCCfs p.P632fs

Pat_11 Pre-Treatment ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 8 126 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_11 Pre-Treatment COL4A2 1284 37 13 111156234 111156234 Frame_Shift_Del DEL C - 7 219 c.4179delC c.(4177-4179)ATCfs p.I1393fs

Pat_11 Pre-Treatment PABPN1 8106 37 14 23790952 23790953 Frame_Shift_Ins INS - C 2 4 c.274_275insC c.(274-276)GCCfs p.A92fs

Pat_11 Pre-Treatment DHRS4L2 317749 37 14 24464310 24464311 Frame_Shift_Del DEL CT - 7 914 c.376_377delCT c.(376-378)CTAfs p.L126fs

Pat_11 Pre-Treatment FMN1 342184 37 15 33149283 33149285 In_Frame_Del DEL CAC - 8 571 c.3190_3192delGTG c.(3190-3192)GTGdel p.V1064del

Pat_11 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138399 42138400 Splice_Site DEL AG - 8 258 c.1601_splice c.e17-1 p.D534_splice

Pat_11 Pre-Treatment NOX5 79400 37 15 69331226 69331226 Frame_Shift_Del DEL T - 7 357 c.1401delT c.(1399-1401)CCTfs p.P467fs

Pat_11 Pre-Treatment EFTUD1 79631 37 15 82450051 82450052 Splice_Site DEL AA - 7 468 c.2030_splice c.e17+1 p.R677_splice

Pat_11 Pre-Treatment NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 10 105 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_11 Pre-Treatment C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 7 294 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_11 Pre-Treatment VPS35 55737 37 16 46695735 46695735 Frame_Shift_Del DEL T - 10 260 c.2106delA c.(2104-2106)AAAfs p.K702fs

Pat_11 Pre-Treatment PLD2 5338 37 17 4720001 4720002 Frame_Shift_Del DEL TA - 7 845 c.1542_1543delTA c.(1540-1545)CTTATCfs p.L514fs

Pat_11 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 143 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del

Pat_11 Pre-Treatment CHD3 1107 37 17 7788146 7788148 In_Frame_Del DEL GAG - 4 5 c.22_24delGAG c.(22-24)GAGdel p.E14del

Pat_11 Pre-Treatment TEKT3 64518 37 17 15234734 15234735 Frame_Shift_Del DEL TG - 10 134 c.168_169delCA c.(166-171)TACAAAfs p.Y56fs

Pat_11 Pre-Treatment SLC5A10 125206 37 17 18863872 18863872 Frame_Shift_Del DEL A - 8 806 c.360delA c.(358-360)TTAfs p.L120fs

Pat_11 Pre-Treatment ZNRF4 148066 37 19 5455868 5455868 Frame_Shift_Del DEL C - 9 441 c.366delC c.(364-366)GTCfs p.V122fs

Pat_11 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 9 1058 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_11 Pre-Treatment DMRTC2 63946 37 19 42353044 42353045 Splice_Site DEL GT - 7 348 c.628_splice c.e5+1 p.G210_splice

Pat_11 Pre-Treatment LHB 3972 37 19 49519948 49519950 In_Frame_Del DEL CAG - 7 390 c.37_39delCTG c.(37-39)CTGdel p.L13del

Pat_11 Pre-Treatment SHANK1 50944 37 19 51171736 51171738 In_Frame_Del DEL TGA - 7 389 c.3479_3481delTCAc.(3478-3483)ATCAAG>AAG p.I1160del

Pat_11 Pre-Treatment ZNF814 730051 37 19 58385404 58385404 Frame_Shift_Del DEL T - 2 4 c.1354delA c.(1354-1356)AGGfs p.R452fs

Pat_11 Pre-Treatment KIF3C 3797 37 2 26203464 26203466 In_Frame_Del DEL GTT - 7 556 c.1321_1323delAAC c.(1321-1323)AACdel p.N441del

Pat_11 Pre-Treatment RAB11FIP5 26056 37 2 73303133 73303133 Frame_Shift_Del DEL G - 7 816 c.1746delC c.(1744-1746)ACCfs p.T582fs

Pat_11 Pre-Treatment WBP1 23559 37 2 74687543 74687543 Frame_Shift_Del DEL C - 7 330 c.545delC c.(544-546)GCCfs p.A182fs

Pat_11 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 13 195 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_11 Pre-Treatment HOXD9 3235 37 2 176988002 176988002 Frame_Shift_Del DEL C - 2 4 c.506delC c.(505-507)GCCfs p.A169fs

Pat_11 Pre-Treatment SPHKAP 80309 37 2 228883847 228883848 Frame_Shift_Del DEL CA - 8 520 c.1722_1723delTGc.(1720-1725)GGTGAAfs p.G574fs

Pat_11 Pre-Treatment C20orf96 140680 37 20 257710 257712 In_Frame_Del DEL TTC - 7 734 c.798_800delGAAc.(796-801)AAGAAA>AAAp.266_267KK>K

Pat_11 Pre-Treatment IL10RB 3588 37 21 34668489 34668489 Frame_Shift_Del DEL T - 9 761 c.805delT c.(805-807)TTTfs p.F269fs

Pat_11 Pre-Treatment C21orf58 54058 37 21 47721986 47721988 In_Frame_Del DEL TGG - 4 9 c.894_896delCCA c.(892-897)CACCAT>CATp.298_299HH>H

Pat_11 Pre-Treatment MYH9 4627 37 22 36682821 36682821 Frame_Shift_Del DEL G - 8 544 c.5004delC c.(5002-5004)GCCfs p.A1668fs

Pat_11 Pre-Treatment TNRC6B 23112 37 22 40708591 40708591 Frame_Shift_Del DEL G - 8 565 c.4518delG c.(4516-4518)CTGfs p.L1506fs

Pat_11 Pre-Treatment MLC1 23209 37 22 50502593 50502595 In_Frame_Del DEL AGC - 7 125 c.927_929delGCT c.(925-930)CTGCTA>CTAp.309_310LL>L

Pat_11 Pre-Treatment TMEM40 55287 37 3 12778265 12778265 Frame_Shift_Del DEL G - 8 377 c.542delC c.(541-543)GCAfs p.A181fs

Pat_11 Pre-Treatment ZNF662 389114 37 3 42950290 42950290 Frame_Shift_Del DEL T - 8 636 c.40delT c.(40-42)TTTfs p.F14fs

Pat_11 Pre-Treatment FBXW12 285231 37 3 48420887 48420888 Splice_Site DEL CA - 7 746 c.616_splice c.e7-2 p.V206_splice

Pat_11 Pre-Treatment SEMA3F 6405 37 3 50214214 50214214 Frame_Shift_Del DEL A - 8 547 c.563delA c.(562-564)TACfs p.Y188fs

Pat_11 Pre-Treatment C3orf63 23272 37 3 56667435 56667436 Frame_Shift_Del DEL GA - 8 218 c.3200_3201delTC c.(3199-3201)TTCfs p.F1067fs

Pat_11 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 7 269 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_11 Pre-Treatment GPR149 344758 37 3 154055553 154055553 Frame_Shift_Del DEL G - 7 605 c.2131delC c.(2131-2133)CAGfs p.Q711fs

Pat_11 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 7 394 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del



Pat_11 Pre-Treatment CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 17 701 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_11 Pre-Treatment SLC34A2 10568 37 4 25673248 25673249 Frame_Shift_Del DEL CG - 8 1192 c.953_954delCG c.(952-954)TCGfs p.S318fs

Pat_11 Pre-Treatment PRDM5 11107 37 4 121738071 121738072 Frame_Shift_Del DEL TG - 8 353 c.658_659delCA c.(658-660)CAGfs p.Q220fs

Pat_11 Pre-Treatment BRD8 10902 37 5 137488268 137488269 Frame_Shift_Del DEL TC - 10 692 c.2758_2759delGA c.(2758-2760)GAAfs p.E920fs

Pat_11 Pre-Treatment HSPA9 3313 37 5 137902690 137902691 Frame_Shift_Del DEL CT - 7 393 c.878_879delAG c.(877-879)GAGfs p.E293fs

Pat_11 Pre-Treatment ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 11 22 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_11 Pre-Treatment MAP3K5 4217 37 6 136913692 136913694 In_Frame_Del DEL CTG - 8 292 c.2937_2939delCAGc.(2935-2940)AGCAGT>AGTp.979_980SS>S

Pat_11 Pre-Treatment ARID1B 57492 37 6 157517438 157517438 Frame_Shift_Del DEL T - 8 438 c.3948delT c.(3946-3948)AGTfs p.S1316fs

Pat_11 Pre-Treatment TULP4 56995 37 6 158923337 158923337 Frame_Shift_Del DEL C - 10 675 c.2642delC c.(2641-2643)ACCfs p.T881fs

Pat_11 Pre-Treatment LIMK1 3984 37 7 73513509 73513509 Frame_Shift_Del DEL C - 10 1608 c.549delC c.(547-549)GACfs p.D183fs

Pat_11 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 7 548 c.796delG c.(796-798)GTCfs p.V266fs

Pat_11 Pre-Treatment AP1S1 1174 37 7 100802405 100802405 Frame_Shift_Del DEL G - 7 145 c.357delG c.(355-357)ATGfs p.M119fs

Pat_11 Pre-Treatment MOGAT3 346606 37 7 100842086 100842086 Frame_Shift_Del DEL G - 7 634 c.314delC c.(313-315)CCGfs p.P105fs

Pat_11 Pre-Treatment CUX1 1523 37 7 101845358 101845358 Frame_Shift_Del DEL C - 8 956 c.2781delC c.(2779-2781)GTCfs p.V927fs

Pat_11 Pre-Treatment SPDYE6 729597 37 7 101991235 101991236 Frame_Shift_Del DEL TG - 8 1233 c.687_688delCA c.(685-690)GTCATAfs p.V229fs

Pat_11 Pre-Treatment CTTNBP2 83992 37 7 117450827 117450827 Frame_Shift_Del DEL G - 7 1269 c.406delC c.(406-408)CAAfs p.Q136fs

Pat_11 Pre-Treatment GBX1 2636 37 7 150845991 150845991 Frame_Shift_Del DEL C - 7 463 c.777delG c.(775-777)GGGfs p.G259fs

Pat_11 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 7 262 c.350delT c.(349-351)TTGfs p.L117fs

Pat_11 Pre-Treatment KIAA1967 57805 37 8 22472975 22472975 Frame_Shift_Del DEL C - 7 403 c.1243delC c.(1243-1245)CCCfs p.P415fs

Pat_11 Pre-Treatment PALM2-AKAP2 445815 37 9 112899247 112899247 Frame_Shift_Del DEL C - 53 82 c.2119delC c.(2119-2121)CCCfs p.P707fs

Pat_11 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 9 113 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_11 Pre-Treatment GPR34 2857 37 X 41555610 41555610 Frame_Shift_Del DEL G - 2 4 c.724delG c.(724-726)GGGfs p.G242fs

Pat_11 Pre-Treatment GDI1 2664 37 X 153668286 153668287 Splice_Site DEL AG - 7 469 c.389_splice c.e5-1 p.N130_splice

Pat_11 Pre-Treatment PLXNA3 55558 37 X 153699572 153699572 Frame_Shift_Del DEL A - 8 504 c.5281delA c.(5281-5283)ACAfs p.T1761fs

Pat_11 Post-Resistance RERE 473 37 1 8716109 8716109 Frame_Shift_Del DEL T - 7 831 c.248delA c.(247-249)AAGfs p.K83fs

Pat_11 Post-Resistance MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 8 887 c.300delT c.(298-300)GCTfs p.A100fs

Pat_11 Post-Resistance ZMYM4 9202 37 1 35846959 35846960 Frame_Shift_Ins INS - A 7 279 c.1281_1282insA c.(1279-1284)CTGAAAfs p.L427fs

Pat_11 Post-Resistance SNIP1 79753 37 1 38003368 38003370 In_Frame_Del DEL TCC - 8 628 c.1170_1172delGGAc.(1168-1173)GAGGAA>GAAp.390_391EE>E

Pat_11 Post-Resistance DAB1 1600 37 1 57537235 57537235 Frame_Shift_Del DEL T - 8 335 c.518delA c.(517-519)AAGfs p.K173fs

Pat_11 Post-Resistance PGM1 5236 37 1 64095210 64095210 Frame_Shift_Del DEL G - 7 821 c.361delG c.(361-363)GGGfs p.G121fs

Pat_11 Post-Resistance VANGL1 81839 37 1 116206586 116206586 Frame_Shift_Del DEL T - 8 350 c.509delT c.(508-510)CTTfs p.L170fs

Pat_11 Post-Resistance ZNF687 57592 37 1 151263487 151263487 Frame_Shift_Del DEL G - 9 685 c.3516delG c.(3514-3516)CTGfs p.L1172fs

Pat_11 Post-Resistance PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 7 1735 c.716delA c.(715-717)GAAfs p.E239fs

Pat_11 Post-Resistance SCAMP3 10067 37 1 155230129 155230129 Frame_Shift_Del DEL C - 8 918 c.380delG c.(379-381)GGCfs p.G127fs

Pat_11 Post-Resistance C1orf107 27042 37 1 210014267 210014267 Frame_Shift_Del DEL C - 8 780 c.1352delC c.(1351-1353)TCCfs p.S451fs

Pat_11 Post-Resistance MYO3A 53904 37 10 26417378 26417378 Frame_Shift_Del DEL A - 10 175 c.2173delA c.(2173-2175)AAAfs p.K725fs

Pat_11 Post-Resistance SLK 9748 37 10 105727547 105727549 In_Frame_Del DEL AGA - 10 316 c.44_46delAGA c.(43-48)GAGAAG>GAG p.K19del

Pat_11 Post-Resistance ADD3 120 37 10 111890224 111890225 Frame_Shift_Del DEL GT - 28 290 c.1712_1713delGT c.(1711-1713)CGTfs p.R571fs

Pat_11 Post-Resistance MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 14 263 c.2441_2443delAGAc.(2440-2445)AAGAGC>AGC p.K814del

Pat_11 Post-Resistance OR4D9 390199 37 11 59282479 59282479 Frame_Shift_Del DEL T - 7 664 c.94delT c.(94-96)TTTfs p.F32fs

Pat_11 Post-Resistance NOX4 50507 37 11 89106662 89106663 Splice_Site INS - A 22 611 c.1075_splice c.e12-1 p.C359_splice

Pat_11 Post-Resistance C11orf54 28970 37 11 93494710 93494710 Frame_Shift_Del DEL T - 7 983 c.804delT c.(802-804)CATfs p.H268fs

Pat_11 Post-Resistance BUD13 84811 37 11 116628987 116628987 Frame_Shift_Del DEL T - 10 1201 c.1497delA c.(1495-1497)AAAfs p.K499fs

Pat_11 Post-Resistance SIDT2 51092 37 11 117054525 117054527 In_Frame_Del DEL GTG - 10 571 c.733_735delGTG c.(733-735)GTGdel p.V249del

Pat_11 Post-Resistance BCL9L 283149 37 11 118773004 118773004 Frame_Shift_Del DEL G - 7 1028 c.1448delC c.(1447-1449)CCGfs p.P483fs

Pat_11 Post-Resistance CCDC153 283152 37 11 119061043 119061043 Frame_Shift_Del DEL G - 7 520 c.599delC c.(598-600)CCTfs p.P200fs

Pat_11 Post-Resistance VWF 7450 37 12 6128360 6128362 In_Frame_Del DEL CTT - 8 442 c.4222_4224delAAG c.(4222-4224)AAGdel p.K1408del



Pat_11 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 9 923 c.93delC c.(91-93)ATCfs p.I31fs

Pat_11 Post-Resistance SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 11 546 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_11 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 11 856 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_11 Post-Resistance EP400 57634 37 12 132445252 132445253 Frame_Shift_Ins INS - C 8 134 c.88_89insC c.(88-90)GCCfs p.A30fs

Pat_11 Post-Resistance ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 11 1056 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_11 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 1353 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_11 Post-Resistance CYSLTR2 57105 37 13 49281593 49281593 Frame_Shift_Del DEL T - 8 1173 c.640delT c.(640-642)TTTfs p.F214fs

Pat_11 Post-Resistance EBPL 84650 37 13 50235208 50235209 Frame_Shift_Ins INS - A 8 182 c.516_517insT c.(514-519)TTTAACfs p.F172fs

Pat_11 Post-Resistance DIS3 22894 37 13 73337684 73337684 Frame_Shift_Del DEL T - 10 405 c.2032delA c.(2032-2034)ATTfs p.I678fs

Pat_11 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 504 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_11 Post-Resistance ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 7 156 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_11 Post-Resistance FANCM 57697 37 14 45645955 45645955 Frame_Shift_Del DEL A - 7 164 c.3998delA c.(3997-3999)CAAfs p.Q1333fs

Pat_11 Post-Resistance ABHD12B 145447 37 14 51347190 51347190 Frame_Shift_Del DEL G - 8 553 c.356delG c.(355-357)CGGfs p.R119fs

Pat_11 Post-Resistance PTPN21 11099 37 14 88940113 88940113 Frame_Shift_Del DEL T - 10 421 c.2545delA c.(2545-2547)ATTfs p.I849fs

Pat_11 Post-Resistance BTBD7 55727 37 14 93761193 93761193 Frame_Shift_Del DEL T - 7 433 c.173delA c.(172-174)AAGfs p.K58fs

Pat_11 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 10 650 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_11 Post-Resistance IREB2 3658 37 15 78755395 78755395 Frame_Shift_Del DEL T - 7 887 c.238delT c.(238-240)TTTfs p.F80fs

Pat_11 Post-Resistance CHRNA3 1136 37 15 78913068 78913070 In_Frame_Del DEL CAG - 3 3 c.67_69delCTG c.(67-69)CTGdel p.L23del

Pat_11 Post-Resistance TIGD7 91151 37 16 3350471 3350472 Frame_Shift_Ins INS - T 10 335 c.143_144insA c.(142-144)AATfs p.N48fs

Pat_11 Post-Resistance C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 8 310 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_11 Post-Resistance CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 11 1686 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_11 Post-Resistance CHD3 1107 37 17 7798765 7798765 Frame_Shift_Del DEL C - 8 677 c.1612delC c.(1612-1614)CCCfs p.P538fs

Pat_11 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 8 1342 c.863delC c.(862-864)CCGfs p.P288fs

Pat_11 Post-Resistance C18orf34 374864 37 18 30913143 30913143 Frame_Shift_Del DEL T - 10 105 c.874delA c.(874-876)ATGfs p.M292fs

Pat_11 Post-Resistance SNAPC2 6618 37 19 7986967 7986968 Frame_Shift_Ins INS - C 7 1080 c.420_421insC c.(418-423)AAGCCCfs p.K140fs

Pat_11 Post-Resistance NUDT19 390916 37 19 33200189 33200190 Frame_Shift_Del DEL CT - 11 751 c.813_814delCT c.(811-816)GCCTCTfs p.A271fs

Pat_11 Post-Resistance ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 11 1734 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_11 Post-Resistance ZNF566 84924 37 19 36940726 36940726 Frame_Shift_Del DEL C - 7 1490 c.410delG c.(409-411)GGAfs p.G137fs

Pat_11 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 7 241 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_11 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 7 410 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_11 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 9 444 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_11 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 10 262 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_11 Post-Resistance RIF1 55183 37 2 152320541 152320541 Frame_Shift_Del DEL A - 7 249 c.4507delA c.(4507-4509)AAAfs p.K1503fs

Pat_11 Post-Resistance HOXD8 3234 37 2 176995458 176995458 Frame_Shift_Del DEL C - 7 1018 c.364delC c.(364-366)CCCfs p.P122fs

Pat_11 Post-Resistance DNAH7 56171 37 2 196801374 196801374 Frame_Shift_Del DEL A - 8 226 c.3221delT c.(3220-3222)TTGfs p.L1074fs

Pat_11 Post-Resistance ALS2CR11 151254 37 2 202352352 202352352 Frame_Shift_Del DEL T - 7 203 c.1855delA c.(1855-1857)ATTfs p.I619fs

Pat_11 Post-Resistance CRYGA 1418 37 2 209025577 209025577 Frame_Shift_Del DEL C - 11 810 c.476delG c.(475-477)GGTfs p.G159fs

Pat_11 Post-Resistance PRDM15 63977 37 21 43221415 43221417 In_Frame_Del DEL CTG - 9 570 c.4507_4509delCAG c.(4507-4509)CAGdel p.Q1503del

Pat_11 Post-Resistance CECR6 27439 37 22 17601300 17601302 In_Frame_Del DEL CCA - 10 253 c.716_718delTGGc.(715-720)GTGGGC>GGC p.V239del

Pat_11 Post-Resistance MICAL3 57553 37 22 18314825 18314827 In_Frame_Del DEL CTC - 7 98 c.2848_2850delGAG c.(2848-2850)GAGdel p.E950del

Pat_11 Post-Resistance SREBF2 6721 37 22 42271637 42271637 Frame_Shift_Del DEL C - 7 605 c.1295delC c.(1294-1296)TCCfs p.S432fs

Pat_11 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 9 181 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_11 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 12 718 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_11 Post-Resistance XIRP1 165904 37 3 39228955 39228958 Frame_Shift_Del DEL TGTC - 9 249 c.1979_1982delGACAc.(1978-1983)AGACACfs p.R660fs

Pat_11 Post-Resistance DOCK3 1795 37 3 51417604 51417604 Frame_Shift_Del DEL C - 7 312 c.5549delC c.(5548-5550)ACCfs p.T1850fs

Pat_11 Post-Resistance VPRBP 9730 37 3 51457448 51457448 Frame_Shift_Del DEL T - 7 1450 c.2976delA c.(2974-2976)AAAfs p.K992fs

Pat_11 Post-Resistance FILIP1L 11259 37 3 99568272 99568273 Frame_Shift_Ins INS - T 13 397 c.2247_2248insA c.(2245-2250)AAACTAfs p.K749fs



Pat_11 Post-Resistance WWTR1 25937 37 3 149260194 149260196 In_Frame_Del DEL CTG - 10 281 c.697_699delCAG c.(697-699)CAGdel p.Q233del

Pat_11 Post-Resistance ATP13A3 79572 37 3 194147849 194147850 Frame_Shift_Ins INS - A 11 308 c.3079_3080insT c.(3079-3081)TGGfs p.W1027fs

Pat_11 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 12 535 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_11 Post-Resistance CRIPAK 285464 37 4 1388930 1388931 Frame_Shift_Ins INS - CA 9 42 c.631_632insCA c.(631-633)TCAfs p.S211fs

Pat_11 Post-Resistance FAM193A 8603 37 4 2698177 2698177 Frame_Shift_Del DEL A - 8 241 c.2491delA c.(2491-2493)AAAfs p.K831fs

Pat_11 Post-Resistance TBC1D1 23216 37 4 38020014 38020014 Frame_Shift_Del DEL A - 7 409 c.922delA c.(922-924)AAAfs p.K308fs

Pat_11 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 12 511 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_11 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 7 257 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_11 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 7 466 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_11 Post-Resistance EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 9 397 c.227delT c.(226-228)CTTfs p.L76fs

Pat_11 Post-Resistance FRG1 2483 37 4 190876218 190876219 Frame_Shift_Ins INS - AT 8 628 c.344_345insAT c.(343-345)AAAfs p.K115fs

Pat_11 Post-Resistance C5orf23 79614 37 5 32789822 32789823 Frame_Shift_Del DEL GT - 9 289 c.315_316delGT c.(313-318)GGGTGTfs p.G105fs

Pat_11 Post-Resistance C9 735 37 5 39341300 39341301 Frame_Shift_Ins INS - G 7 389 c.423_424insC c.(421-426)CCCTGCfs p.P141fs

Pat_11 Post-Resistance ADAMTS6 11174 37 5 64569170 64569170 Frame_Shift_Del DEL T - 10 835 c.1617delA c.(1615-1617)AAAfs p.K539fs

Pat_11 Post-Resistance TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 7 273 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_11 Post-Resistance ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 8 39 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_11 Post-Resistance BAT1 7919 37 6 31504446 31504446 Frame_Shift_Del DEL A - 7 246 c.447delT c.(445-447)TTTfs p.F149fs

Pat_11 Post-Resistance BAT4 7918 37 6 31631854 31631854 Frame_Shift_Del DEL C - 7 487 c.402delG c.(400-402)GGGfs p.G134fs

Pat_11 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 10 1393 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_11 Post-Resistance TMEM63B 55362 37 6 44122157 44122159 In_Frame_Del DEL CTG - 7 486 c.2282_2284delCTGc.(2281-2286)ACTGCT>ACT p.A764del

Pat_11 Post-Resistance DST 667 37 6 56510689 56510690 Frame_Shift_Del DEL TC - 7 542 c.1653_1654delGAc.(1651-1656)GAGAAGfs p.E551fs

Pat_11 Post-Resistance TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 9 366 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_11 Post-Resistance TPBG 7162 37 6 83075190 83075190 Frame_Shift_Del DEL C - 7 1066 c.512delC c.(511-513)GCCfs p.A171fs

Pat_11 Post-Resistance SEC63 11231 37 6 108214774 108214774 Frame_Shift_Del DEL T - 7 126 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_11 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 11 332 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_11 Post-Resistance PKD1L1 168507 37 7 47852764 47852764 Frame_Shift_Del DEL C - 10 1057 c.7301delG c.(7300-7302)GGCfs p.G2434fs

Pat_11 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 11 1019 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_11 Post-Resistance EPHB4 2050 37 7 100410591 100410591 Frame_Shift_Del DEL C - 7 1255 c.1896delG c.(1894-1896)GGGfs p.G632fs

Pat_11 Post-Resistance MOGAT3 346606 37 7 100841562 100841562 Frame_Shift_Del DEL C - 8 440 c.578delG c.(577-579)GGTfs p.G193fs

Pat_11 Post-Resistance SLC26A3 1811 37 7 107432325 107432325 Frame_Shift_Del DEL A - 8 640 c.332delT c.(331-333)TTCfs p.F111fs

Pat_11 Post-Resistance LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 787 c.26delT c.(25-27)TTGfs p.L9fs

Pat_11 Post-Resistance WASL 8976 37 7 123332839 123332841 In_Frame_Del DEL AGG - 9 314 c.907_909delCCT c.(907-909)CCTdel p.P303del

Pat_11 Post-Resistance SLC13A4 26266 37 7 135378949 135378951 In_Frame_Del DEL TCT - 8 709 c.1052_1054delAGAc.(1051-1056)AAGACC>ACC p.K351del

Pat_11 Post-Resistance SVOPL 136306 37 7 138312996 138312996 Frame_Shift_Del DEL C - 7 745 c.976delG c.(976-978)GACfs p.D326fs

Pat_11 Post-Resistance ZC3HAV1 56829 37 7 138732539 138732539 Frame_Shift_Del DEL T - 7 925 c.2510delA c.(2509-2511)AACfs p.N837fs

Pat_11 Post-Resistance EPHA1 2041 37 7 143104714 143104714 Frame_Shift_Del DEL G - 7 4115 c.140delC c.(139-141)CCAfs p.P47fs

Pat_11 Post-Resistance BNIP3L 665 37 8 26240684 26240686 In_Frame_Del DEL ACA - 9 282 c.38_40delACA c.(37-42)CACAAC>CAC p.N18del

Pat_11 Post-Resistance PBK 55872 37 8 27668477 27668479 In_Frame_Del DEL TCA - 7 317 c.768_770delTGAc.(766-771)GATGAA>GAA p.D256del

Pat_11 Post-Resistance BHLHE22 27319 37 8 65493617 65493618 In_Frame_Ins INS - GGC 3 3 c.270_271insGGC c.(268-273)insGGC p.97_98insG

Pat_11 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 10 1137 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_11 Post-Resistance LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 7 263 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_11 Post-Resistance CYP11B2 1585 37 8 143993951 143993953 In_Frame_Del DEL GCA - 9 224 c.1391_1393delTGCc.(1390-1395)CTGCAC>CAC p.L464del

Pat_11 Post-Resistance PALM2-AKAP2 445815 37 9 112899247 112899247 Frame_Shift_Del DEL C - 54 62 c.2119delC c.(2119-2121)CCCfs p.P707fs

Pat_11 Post-Resistance SNAPC4 6621 37 9 139277995 139277997 In_Frame_Del DEL GCT - 8 10 c.1624_1626delAGC c.(1624-1626)AGCdel p.S542del

Pat_11 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 14 144 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_11 Post-Resistance ATRX 546 37 X 76931742 76931744 In_Frame_Del DEL TCA - 7 328 c.3786_3788delTGAc.(3784-3789)GATGAC>GACp.1262_1263DD>D

Pat_11 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 13 810 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del



Pat_11 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 10 97 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_11 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 10 224 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_16 Post-Resistance CLSTN1 22883 37 1 9790726 9790728 In_Frame_Del DEL TCC - 10 142 c.2784_2786delGGAc.(2782-2787)GAGGAA>GAAp.928_929EE>E

Pat_16 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 8 322 c.584delG c.(583-585)TGTfs p.C195fs

Pat_16 Post-Resistance ATP13A2 23400 37 1 17313000 17313002 In_Frame_Del DEL CAG - 8 252 c.3361_3363delCTG c.(3361-3363)CTGdel p.L1121del

Pat_16 Post-Resistance PADI4 23569 37 1 17672605 17672606 Frame_Shift_Ins INS - A 8 350 c.1018_1019insA c.(1018-1020)GAGfs p.E340fs

Pat_16 Post-Resistance UBXN11 91544 37 1 26608843 26608844 In_Frame_Ins INS - GGGACA 8 68 c.1509_1510insTGTCCCc.(1507-1512)insTGTCCCp.503_504insCP

Pat_16 Post-Resistance ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 7 290 c.3978_3980delGCAc.(3976-3981)CCGCAG>CCGp.Q1334del

Pat_16 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 22 469 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_16 Post-Resistance PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 10 264 c.3519_3521delGCGc.(3517-3522)CAGCGG>CAGp.R1178del

Pat_16 Post-Resistance FOXD2 2306 37 1 47904370 47904371 Frame_Shift_Ins INS - C 7 1449 c.563_564insC c.(562-564)ATCfs p.I188fs

Pat_16 Post-Resistance TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 9 139 c.1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_16 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 9 311 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_16 Post-Resistance CDC73 79577 37 1 193111146 193111147 Frame_Shift_Del DEL AG - 7 283 c.679_680delAG c.(679-681)AGAfs p.R227fs

Pat_16 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 12 1087 c.394delC c.(394-396)CCCfs p.P132fs

Pat_16 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 9 697 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_16 Post-Resistance KIAA1462 57608 37 10 30318585 30318585 Frame_Shift_Del DEL C - 8 798 c.492delG c.(490-492)ATGfs p.M164fs

Pat_16 Post-Resistance NFKB2 4791 37 10 104158163 104158163 Frame_Shift_Del DEL C - 8 1210 c.874delC c.(874-876)CCCfs p.P292fs

Pat_16 Post-Resistance ADAM12 8038 37 10 127737897 127737897 Frame_Shift_Del DEL C - 8 652 c.1851delG c.(1849-1851)GGGfs p.G617fs

Pat_16 Post-Resistance KRTAP5-5 439915 37 11 1651199 1651200 In_Frame_Ins INS - GGCTGTGGCTCC 92 89c.129_130insGGCTGTGGCTCCc.(127-132)insGGCTGTGGCTCCp.43_44insGCGS

Pat_16 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 10 459 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_16 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 10 252 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_16 Post-Resistance PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 12 477 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_16 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 7 683 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_16 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 7 219 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_16 Post-Resistance GPR182 11318 37 12 57389063 57389063 Frame_Shift_Del DEL G - 7 423 c.70delG c.(70-72)GGAfs p.G24fs

Pat_16 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 8 553 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_16 Post-Resistance PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 10 183 c.1468_1470delGCT c.(1468-1470)GCTdel p.A496del

Pat_16 Post-Resistance WASF3 10810 37 13 27257023 27257023 Frame_Shift_Del DEL C - 7 795 c.1263delC c.(1261-1263)GGCfs p.G421fs

Pat_16 Post-Resistance B3GALTL 145173 37 13 31803392 31803392 Frame_Shift_Del DEL A - 9 256 c.231delA c.(229-231)TTAfs p.L77fs

Pat_16 Post-Resistance C14orf4 64207 37 14 77493792 77493794 In_Frame_Del DEL TGT - 8 65 c.342_344delACAc.(340-345)CAACAG>CAGp.114_115QQ>Q

Pat_16 Post-Resistance RIN3 79890 37 14 93118772 93118772 Frame_Shift_Del DEL C - 8 373 c.1378delC c.(1378-1380)CCCfs p.P460fs

Pat_16 Post-Resistance SPG11 80208 37 15 44876678 44876679 Frame_Shift_Ins INS - T 16 82 c.5199_5200insA c.(5197-5202)AAATGCfs p.K1733fs

Pat_16 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 10 272 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_16 Post-Resistance IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 8 771 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_16 Post-Resistance C16orf71 146562 37 16 4796953 4796955 In_Frame_Del DEL GAG - 10 53 c.1207_1209delGAG c.(1207-1209)GAGdel p.E409del

Pat_16 Post-Resistance SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 10 366 c.1761_1763delCAGc.(1759-1764)GCCAGC>GCC p.S592del

Pat_16 Post-Resistance ADCY7 113 37 16 50324522 50324522 Frame_Shift_Del DEL A - 8 293 c.326delA c.(325-327)TATfs p.Y109fs

Pat_16 Post-Resistance HSD11B2 3291 37 16 67470245 67470245 Frame_Shift_Del DEL G - 8 1012 c.758delG c.(757-759)TGGfs p.W253fs

Pat_16 Post-Resistance EDC4 23644 37 16 67913786 67913788 In_Frame_Del DEL AGC - 11 191 c.1855_1857delAGC c.(1855-1857)AGCdel p.S629del

Pat_16 Post-Resistance ZFHX3 463 37 16 72821594 72821596 In_Frame_Del DEL GCC - 7 321 c.10579_10581delGGCc.(10579-10581)GGCdel p.G3527del

Pat_16 Post-Resistance CMIP 80790 37 16 81735318 81735319 Frame_Shift_Del DEL GC - 8 1847 c.1809_1810delGCc.(1807-1812)CTGCAGfs p.L603fs

Pat_16 Post-Resistance SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 8 152 c.1065_1067delGCTc.(1063-1068)CGGCTG>CGG p.L360del

Pat_16 Post-Resistance FBXO47 494188 37 17 37101376 37101376 Frame_Shift_Del DEL T - 56 179 c.630delA c.(628-630)AAAfs p.K210fs

Pat_16 Post-Resistance FKBP10 60681 37 17 39975559 39975559 Frame_Shift_Del DEL C - 7 200 c.825delC c.(823-825)CTCfs p.L275fs

Pat_16 Post-Resistance EFTUD2 9343 37 17 42928700 42928701 Frame_Shift_Ins INS - A 8 870 c.2860_2861insT c.(2860-2862)GATfs p.D954fs

Pat_16 Post-Resistance SP2 6668 37 17 45993612 45993612 Frame_Shift_Del DEL C - 7 1330 c.175delC c.(175-177)CCCfs p.P59fs



Pat_16 Post-Resistance KIAA0195 9772 37 17 73491062 73491063 Frame_Shift_Ins INS - C 7 566 c.2675_2676insC c.(2674-2676)ATCfs p.I892fs

Pat_16 Post-Resistance EVI5L 115704 37 19 7917989 7917989 Frame_Shift_Del DEL C - 7 2010 c.1005delC c.(1003-1005)ATCfs p.I335fs

Pat_16 Post-Resistance CARM1 10498 37 19 11022887 11022887 Frame_Shift_Del DEL G - 8 1775 c.586delG c.(586-588)GGGfs p.G196fs

Pat_16 Post-Resistance OR7A5 26659 37 19 14938205 14938205 Frame_Shift_Del DEL G - 7 515 c.849delC c.(847-849)CCCfs p.P283fs

Pat_16 Post-Resistance DMKN 93099 37 19 36002362 36002412 In_Frame_Del DELCTGCTGCCACCACTGCTGCCGCCACTGCTGCCGCCACTGCTGCTGCCACTG- 29 40c.819_869delCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGc.(817-870)AGCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGT>AGTp.273_290SSGSSSGGSSGGSSGGSS>S

Pat_16 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 933 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_16 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 25 1505 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_16 Post-Resistance CADM4 199731 37 19 44127492 44127492 Frame_Shift_Del DEL A - 162 258 c.1157delT c.(1156-1158)TTCfs p.F386fs

Pat_16 Post-Resistance NUCB1 4924 37 19 49425109 49425111 In_Frame_Del DEL AGC - 8 291 c.1199_1201delAGCc.(1198-1203)AAGCAG>AAG p.Q407del

Pat_16 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 9 401 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_16 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 7 183 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_16 Post-Resistance OTX1 5013 37 2 63283259 63283261 In_Frame_Del DEL CCA - 7 435 c.873_875delCCAc.(871-876)GGCCAC>GGC p.H301del

Pat_16 Post-Resistance TGOLN2 10618 37 2 85554289 85554289 Frame_Shift_Del DEL G - 8 1425 c.566delC c.(565-567)CCAfs p.P189fs

Pat_16 Post-Resistance DNAH7 56171 37 2 196788374 196788374 Frame_Shift_Del DEL T - 11 146 c.3770delA c.(3769-3771)AATfs p.N1257fs

Pat_16 Post-Resistance CCNYL1 151195 37 2 208611842 208611843 Frame_Shift_Del DEL GG - 7 297 c.558_559delGG c.(556-561)CTGGGAfs p.L186fs

Pat_16 Post-Resistance CRYGA 1418 37 2 209025577 209025577 Frame_Shift_Del DEL C - 12 572 c.476delG c.(475-477)GGTfs p.G159fs

Pat_16 Post-Resistance ABCB6 10058 37 2 220078193 220078194 Frame_Shift_Del DEL TC - 7 1266 c.1686_1687delGAc.(1684-1689)GAGAACfs p.E562fs

Pat_16 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 7 143 c.507delA c.(505-507)TTAfs p.L169fs

Pat_16 Post-Resistance LPIN3 64900 37 20 39977799 39977799 Frame_Shift_Del DEL C - 7 711 c.625delC c.(625-627)CCCfs p.P209fs

Pat_16 Post-Resistance SLC19A1 6573 37 21 46951916 46951918 In_Frame_Del DEL CAG - 7 119 c.334_336delCTG c.(334-336)CTGdel p.L112del

Pat_16 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 379 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_16 Post-Resistance NEFH 4744 37 22 29885859 29885876 In_Frame_Del DELGCTAAGTCCCCAGAGAAG- 135 241c.2230_2247delGCTAAGTCCCCAGAGAAGc.(2230-2247)GCTAAGTCCCCAGAGAAGdelp.AKSPEK750del

Pat_16 Post-Resistance SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 168 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_16 Post-Resistance CACNA1D 776 37 3 53529193 53529195 Translation_Start_Site DEL GAT - 11 363

Pat_16 Post-Resistance PCOLCE2 26577 37 3 142542392 142542392 Frame_Shift_Del DEL A - 281 157 c.931delT c.(931-933)TATfs p.Y311fs

Pat_16 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 10 348 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_16 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 10 1861 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_16 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 17 277 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_16 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 8 1011 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_16 Post-Resistance FKBPL 63943 37 6 32097086 32097086 Frame_Shift_Del DEL C - 7 1657 c.472delG c.(472-474)GAGfs p.E158fs

Pat_16 Post-Resistance FOXP4 116113 37 6 41557781 41557781 Frame_Shift_Del DEL C - 7 314 c.1230delC c.(1228-1230)CACfs p.H410fs

Pat_16 Post-Resistance CUL7 9820 37 6 43011212 43011212 Frame_Shift_Del DEL G - 9 475 c.3329delC c.(3328-3330)CCTfs p.P1110fs

Pat_16 Post-Resistance SNAP91 9892 37 6 84285768 84285768 Frame_Shift_Del DEL A - 2 4 c.2304delT c.(2302-2304)CTTfs p.L768fs

Pat_16 Post-Resistance FOXK1 221937 37 7 4798771 4798771 Frame_Shift_Del DEL C - 7 1249 c.1334delC c.(1333-1335)TCCfs p.S445fs

Pat_16 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 8 1232 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_16 Post-Resistance DFNA5 1687 37 7 24749939 24749940 Frame_Shift_Del DEL CC - 7 416 c.765_766delGG c.(763-768)CTGGACfs p.L255fs

Pat_16 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 10 175 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_16 Post-Resistance POLM 27434 37 7 44120414 44120414 Frame_Shift_Del DEL G - 7 433 c.290delC c.(289-291)CCAfs p.P97fs

Pat_16 Post-Resistance KRIT1 889 37 7 91864157 91864157 Frame_Shift_Del DEL T - 8 477 c.810delA c.(808-810)AAAfs p.K270fs

Pat_16 Post-Resistance TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 7 1072 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_16 Post-Resistance PUS7 54517 37 7 105122810 105122810 Frame_Shift_Del DEL T - 7 959 c.998delA c.(997-999)AACfs p.N333fs

Pat_16 Post-Resistance MDFIC 29969 37 7 114562639 114562641 In_Frame_Del DEL GAG - 13 82 c.168_170delGAGc.(166-171)AAGAGG>AAG p.R62del

Pat_16 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 830 c.528delT c.(526-528)AATfs p.N176fs

Pat_16 Post-Resistance BNIP3L 665 37 8 26240684 26240686 In_Frame_Del DEL ACA - 7 392 c.38_40delACA c.(37-42)CACAAC>CAC p.N18del

Pat_16 Post-Resistance ST18 9705 37 8 53062481 53062482 Frame_Shift_Ins INS - T 7 247 c.1862_1863insA c.(1861-1863)AATfs p.N621fs

Pat_16 Post-Resistance PABPC1 26986 37 8 101724994 101724995 Frame_Shift_Ins INS - A 7 120 c.761_762insT c.(760-762)AAGfs p.K254fs

Pat_16 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 65 c.2637_2639delCTCc.(2635-2640)TCCTCA>TCAp.879_880SS>S



Pat_16 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 9 162 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_16 Post-Resistance RBM10 8241 37 X 47030467 47030469 In_Frame_Del DEL GGC - 7 145 c.242_244delGGCc.(241-246)AGGCGG>AGGp.81_82RR>R

Pat_16 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DELTCCTCGAGGCAGCC - 13 29

Pat_16 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 781 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_16 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 9 600 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_16 Pre-Treatment WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 8 539 c.89delA c.(88-90)AAGfs p.K30fs

Pat_16 Pre-Treatment TYW3 127253 37 1 75229742 75229744 In_Frame_Del DEL ATG - 7 421 c.725_727delATG c.(724-729)AATGAT>AAT p.D247del

Pat_16 Pre-Treatment CLCA4 22802 37 1 87029432 87029432 Frame_Shift_Del DEL A - 8 322 c.537delA c.(535-537)TCAfs p.S179fs

Pat_16 Pre-Treatment GBP5 115362 37 1 89735095 89735096 Frame_Shift_Del DEL GC - 7 1057 c.143_144delGC c.(142-144)CGCfs p.R48fs

Pat_16 Pre-Treatment SLC16A1 6566 37 1 113471890 113471890 Frame_Shift_Del DEL G - 7 367 c.41delC c.(40-42)CCAfs p.P14fs

Pat_16 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 8 771 c.2029delG c.(2029-2031)GGGfs p.G677fs

Pat_16 Pre-Treatment PEAR1 375033 37 1 156884483 156884483 Frame_Shift_Del DEL C - 7 278 c.3007delC c.(3007-3009)CCCfs p.P1003fs

Pat_16 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 7 957 c.259delG c.(259-261)GGGfs p.G87fs

Pat_16 Pre-Treatment SMG7 9887 37 1 183515266 183515267 Frame_Shift_Ins INS - A 8 164 c.2536_2537insA c.(2536-2538)GAAfs p.E846fs

Pat_16 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 12 592 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_16 Pre-Treatment RAB7L1 8934 37 1 205741633 205741633 Frame_Shift_Del DEL C - 7 1484 c.187delG c.(187-189)GATfs p.D63fs

Pat_16 Pre-Treatment OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 11 215 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_16 Pre-Treatment C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 7 398 c.259delA c.(259-261)AAAfs p.K87fs

Pat_16 Pre-Treatment ENO2 2026 37 12 7031245 7031245 Frame_Shift_Del DEL G - 7 1029 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_16 Pre-Treatment CLEC4A 50856 37 12 8281937 8281937 Frame_Shift_Del DEL A - 11 150 c.277delA c.(277-279)AAAfs p.K93fs

Pat_16 Pre-Treatment CAND1 55832 37 12 67699692 67699692 Frame_Shift_Del DEL G - 8 488 c.2244delG c.(2242-2244)CAGfs p.Q748fs

Pat_16 Pre-Treatment EP400 57634 37 12 132491394 132491394 Frame_Shift_Del DEL T - 7 253 c.3276delT c.(3274-3276)GCTfs p.A1092fs

Pat_16 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 7 591 c.1503_1505delGCAc.(1501-1506)CAGCAA>CAAp.501_502QQ>Q

Pat_16 Pre-Treatment FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 7 244 c.884delT c.(883-885)TTAfs p.L295fs

Pat_16 Pre-Treatment MYCBP2 23077 37 13 77641917 77641917 Frame_Shift_Del DEL G - 8 903 c.12140delC c.(12139-12141)CCAfs p.P4047fs

Pat_16 Pre-Treatment ERCC5 2073 37 13 103524612 103524612 Frame_Shift_Del DEL A - 12 236 c.2743delA c.(2743-2745)AAAfs p.K915fs

Pat_16 Pre-Treatment SPG11 80208 37 15 44876678 44876679 Frame_Shift_Ins INS - T 14 100 c.5199_5200insA c.(5197-5202)AAATGCfs p.K1733fs

Pat_16 Pre-Treatment DMXL2 23312 37 15 51758424 51758424 Frame_Shift_Del DEL A - 7 486 c.7474delT c.(7474-7476)TCAfs p.S2492fs

Pat_16 Pre-Treatment RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 568 c.1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_16 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 8 252 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_16 Pre-Treatment POLG 5428 37 15 89876828 89876833 In_Frame_Del DEL TGCTGC - 8 52 c.153_158delGCAGCAc.(151-159)CAGCAGCAA>CAAp.51_53QQQ>Q

Pat_16 Pre-Treatment IL27 246778 37 16 28511176 28511178 In_Frame_Del DEL CTC - 5 3 c.526_528delGAG c.(526-528)GAGdel p.E176del

Pat_16 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 8 160 c.1836_1838delCAGc.(1834-1839)CCCAGC>CCC p.S617del

Pat_16 Pre-Treatment TRIM16 10626 37 17 15554725 15554725 Frame_Shift_Del DEL C - 7 1027 c.199delG c.(199-201)GATfs p.D67fs

Pat_16 Pre-Treatment FBXO47 494188 37 17 37101376 37101376 Frame_Shift_Del DEL T - 63 211 c.630delA c.(628-630)AAAfs p.K210fs

Pat_16 Pre-Treatment HOXB2 3212 37 17 46622130 46622132 In_Frame_Del DEL AGG - 10 514 c.142_144delCCT c.(142-144)CCTdel p.P48del

Pat_16 Pre-Treatment PIP5K1C 23396 37 19 3633460 3633460 Frame_Shift_Del DEL G - 7 75 c.1979delC c.(1978-1980)CCGfs p.P660fs

Pat_16 Pre-Treatment LGI4 163175 37 19 35625552 35625554 In_Frame_Del DEL CAG - 9 191 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_16 Pre-Treatment DMKN 93099 37 19 36002362 36002412 In_Frame_Del DELCTGCTGCCACCACTGCTGCCGCCACTGCTGCCGCCACTGCTGCTGCCACTG- 14 12c.819_869delCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGc.(817-870)AGCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGT>AGTp.273_290SSGSSSGGSSGGSSGGSS>S

Pat_16 Pre-Treatment CADM4 199731 37 19 44127492 44127492 Frame_Shift_Del DEL A - 209 301 c.1157delT c.(1156-1158)TTCfs p.F386fs

Pat_16 Pre-Treatment ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 8 473 c.2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_16 Pre-Treatment ZNF649 65251 37 19 52394014 52394014 Frame_Shift_Del DEL C - 7 1235 c.1375delG c.(1375-1377)GATfs p.D459fs

Pat_16 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 8 399 c.1449_1451delAGCc.(1447-1452)GCAGCT>GCTp.483_484AA>A

Pat_16 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 10 1025 c.275delC c.(274-276)CCAfs p.P92fs

Pat_16 Pre-Treatment GPR113 165082 37 2 26534413 26534413 Frame_Shift_Del DEL C - 7 309 c.2183delG c.(2182-2184)GGTfs p.G728fs

Pat_16 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 246 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_16 Pre-Treatment CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 7 187 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del



Pat_16 Pre-Treatment PTPRA 5786 37 20 3016542 3016544 In_Frame_Del DEL AGC - 8 695 c.2186_2188delAGCc.(2185-2190)AAGCAG>AAG p.Q733del

Pat_16 Pre-Treatment PTPN1 5770 37 20 49196293 49196293 Frame_Shift_Del DEL C - 11 409 c.918delC c.(916-918)ATCfs p.I306fs

Pat_16 Pre-Treatment COL6A6 131873 37 3 130318621 130318621 Frame_Shift_Del DEL C - 7 212 c.4620delC c.(4618-4620)GGCfs p.G1540fs

Pat_16 Pre-Treatment PCOLCE2 26577 37 3 142542392 142542392 Frame_Shift_Del DEL A - 205 154 c.931delT c.(931-933)TATfs p.Y311fs

Pat_16 Pre-Treatment SMC4 10051 37 3 160143940 160143940 Frame_Shift_Del DEL A - 8 786 c.2557delA c.(2557-2559)AAAfs p.K853fs

Pat_16 Pre-Treatment ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 10 527 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_16 Pre-Treatment ANKRD17 26057 37 4 73956601 73956601 Frame_Shift_Del DEL G - 8 1042 c.6744delC c.(6742-6744)CCCfs p.P2248fs

Pat_16 Pre-Treatment NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 7 1036 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_16 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 12 1517 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_16 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 10 376 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_16 Pre-Treatment FGG 2266 37 4 155526059 155526059 Frame_Shift_Del DEL C - 7 1185 c.1289delG c.(1288-1290)GGAfs p.G430fs

Pat_16 Pre-Treatment SORBS2 8470 37 4 186515044 186515044 Frame_Shift_Del DEL C - 7 806 c.3130delG c.(3130-3132)GAAfs p.E1044fs

Pat_16 Pre-Treatment ADAMTS6 11174 37 5 64569170 64569170 Frame_Shift_Del DEL T - 7 1003 c.1617delA c.(1615-1617)AAAfs p.K539fs

Pat_16 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 7 704 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_16 Pre-Treatment HIVEP1 3096 37 6 12089463 12089463 Frame_Shift_Del DEL A - 10 322 c.87delA c.(85-87)TCAfs p.S29fs

Pat_16 Pre-Treatment BTN1A1 696 37 6 26509321 26509321 Frame_Shift_Del DEL G - 8 679 c.1500delG c.(1498-1500)ATGfs p.M500fs

Pat_16 Pre-Treatment CDSN 1041 37 6 31084620 31084622 In_Frame_Del DEL CCA - 7 253 c.770_772delTGGc.(769-774)GTGGAC>GAC p.V257del

Pat_16 Pre-Treatment CDK19 23097 37 6 110943300 110943300 Frame_Shift_Del DEL T - 8 932 c.1101delA c.(1099-1101)AAAfs p.K367fs

Pat_16 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 9 1141 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_16 Pre-Treatment DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 8 1582 c.754delT c.(754-756)TTTfs p.F252fs

Pat_16 Pre-Treatment NAPEPLD 222236 37 7 102769241 102769242 Splice_Site INS - A 8 553 c.-15_splice c.e2-1

Pat_16 Pre-Treatment LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 662 c.26delT c.(25-27)TTGfs p.L9fs

Pat_16 Pre-Treatment SGK223 157285 37 8 8176387 8176388 In_Frame_Ins INS - GGGGCG 23 22 c.3497_3498insCGCCCCc.(3496-3498)CCG>CCCGCCCCGp.1166_1166P>PAP

Pat_16 Pre-Treatment CDCA2 157313 37 8 25340934 25340936 In_Frame_Del DEL ATG - 7 651 c.1052_1054delATGc.(1051-1056)TATGAT>TAT p.D354del

Pat_16 Pre-Treatment WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 10 254 c.1517_1519delAAGc.(1516-1521)AAAGAA>AAA p.E510del

Pat_16 Pre-Treatment WHSC1L1 54904 37 8 38205092 38205092 Frame_Shift_Del DEL T - 9 759 c.598delA c.(598-600)AGCfs p.S200fs

Pat_16 Pre-Treatment UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 8 584 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_16 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 7 130 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_16 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 15 305 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_21 Post-Resistance FRAS1 80144 37 4 78979223 78979223 Frame_Shift_Del DEL G - 10 364 c.60delG c.(58-60)TTGfs p.L20fs

Pat_22 Pre-Treatment GRRP1 79927 37 1 26487798 26487798 Frame_Shift_Del DEL C - 2 4 c.16delC c.(16-18)CCCfs p.P6fs

Pat_22 Pre-Treatment SASS6 163786 37 1 100584675 100584676 Frame_Shift_Ins INS - T 2 4 c.567_568insA c.(565-570)AAACAAfs p.K189fs

Pat_22 Pre-Treatment TCL6 27004 37 14 96136897 96136897 Frame_Shift_Del DEL G - 2 4 c.377delG c.(376-378)TGGfs p.W126fs

Pat_22 Pre-Treatment LINGO1 84894 37 15 77908217 77908217 Frame_Shift_Del DEL C - 2 4 c.32delG c.(31-33)GGCfs p.G11fs

Pat_22 Pre-Treatment ICAM4 3386 37 19 10397719 10397719 Frame_Shift_Del DEL T - 3 4 c.31delT c.(31-33)TTTfs p.F11fs

Pat_22 Pre-Treatment CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 10 125 c.729delT c.(727-729)CCCfs p.P243fs

Pat_22 Pre-Treatment NLRP13 126204 37 19 56424279 56424279 Frame_Shift_Del DEL G - 2 4 c.904delC c.(904-906)CAAfs p.Q302fs

Pat_22 Pre-Treatment KRTAP10-7 386675 37 21 46021199 46021200 Frame_Shift_Ins INS - T 47 174 c.663_664insT c.(661-666)TCCTCCfs p.S221fs

Pat_22 Pre-Treatment GARS 2617 37 7 30634677 30634679 In_Frame_Del DEL CCG - 4 7 c.140_142delCCGc.(139-144)CCCGCC>CCC p.A50del

Pat_22 Pre-Treatment PCLO 27445 37 7 82763982 82763982 Frame_Shift_Del DEL C - 2 4 c.2884delG c.(2884-2886)GCCfs p.A962fs

Pat_22 Pre-Treatment NCBP1 4686 37 9 100410326 100410326 Frame_Shift_Del DEL A - 2 4 c.718delA c.(718-720)AAAfs p.K240fs

Pat_22 Pre-Treatment FGD1 2245 37 X 54472756 54472756 Frame_Shift_Del DEL T - 2 4 c.2672delA c.(2671-2673)AAGfs p.K891fs

Pat_22 Pre-Treatment MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 8 236 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_22 Post-Resistance CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 7 145 c.2870_2872delAGGc.(2869-2874)GAGGGG>GGGp.E957del

Pat_22 Post-Resistance SPEN 23013 37 1 16203144 16203146 In_Frame_Del DEL CAG - 8 807 c.852_854delCAGc.(850-855)ATCAGC>ATC p.S289del

Pat_22 Post-Resistance TYW3 127253 37 1 75229742 75229744 In_Frame_Del DEL ATG - 7 263 c.725_727delATG c.(724-729)AATGAT>AAT p.D247del

Pat_22 Post-Resistance ARHGAP29 9411 37 1 94639896 94639896 Frame_Shift_Del DEL T - 9 695 c.3315delA c.(3313-3315)AAAfs p.K1105fs



Pat_22 Post-Resistance BCL9 607 37 1 147092681 147092681 Frame_Shift_Del DEL C - 12 1437 c.2720delC c.(2719-2721)TCCfs p.S907fs

Pat_22 Post-Resistance ARNT 405 37 1 150789283 150789283 Frame_Shift_Del DEL G - 10 558 c.1783delC c.(1783-1785)CGGfs p.R595fs

Pat_22 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 13 348 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_22 Post-Resistance HRNR 388697 37 1 152186039 152186040 Frame_Shift_Del DEL CC - 9 377 c.8065_8066delGG c.(8065-8067)GGTfs p.G2689fs

Pat_22 Post-Resistance SLC27A3 11000 37 1 153751860 153751860 Frame_Shift_Del DEL C - 9 685 c.1927delC c.(1927-1929)CCCfs p.P643fs

Pat_22 Post-Resistance TDRD10 126668 37 1 154493908 154493908 Frame_Shift_Del DEL C - 7 971 c.322delC c.(322-324)CCCfs p.P108fs

Pat_22 Post-Resistance F5 2153 37 1 169510711 169510712 Frame_Shift_Del DEL GG - 9 1135 c.3616_3617delCC c.(3616-3618)CCAfs p.P1206fs

Pat_22 Post-Resistance PLA2G4A 5321 37 1 186925445 186925447 In_Frame_Del DEL TGA - 9 1387 c.1548_1550delTGAc.(1546-1551)TTTGAT>TTT p.D519del

Pat_22 Post-Resistance PTPN14 5784 37 1 214557049 214557051 In_Frame_Del DEL CCT - 13 198 c.2147_2149delAGGc.(2146-2151)GAGGCT>GCT p.E716del

Pat_22 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 8 125 c.2093delA c.(2092-2094)CAAfs p.Q698fs

Pat_22 Post-Resistance PARD3 56288 37 10 34671501 34671501 Frame_Shift_Del DEL T - 8 420 c.1366delA c.(1366-1368)ATAfs p.I456fs

Pat_22 Post-Resistance ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 7 369 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_22 Post-Resistance FGFR2 2263 37 10 123239466 123239466 Frame_Shift_Del DEL A - 42 141 c.2371delT c.(2371-2373)TCTfs p.S791fs

Pat_22 Post-Resistance DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 8 35 c.8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_22 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 9 361 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_22 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 9 1687 c.302delG c.(301-303)GGTfs p.G101fs

Pat_22 Post-Resistance LRP4 4038 37 11 46880748 46880748 Frame_Shift_Del DEL C - 7 341 c.5504delG c.(5503-5505)GGCfs p.G1835fs

Pat_22 Post-Resistance MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 7 201 c.2441_2443delAGAc.(2440-2445)AAGAGC>AGC p.K814del

Pat_22 Post-Resistance NEU3 10825 37 11 74705655 74705655 Frame_Shift_Del DEL C - 7 1449 c.196delC c.(196-198)CCCfs p.P66fs

Pat_22 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 13 231 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_22 Post-Resistance DDX10 1662 37 11 108788635 108788637 In_Frame_Del DEL TGA - 10 91 c.2340_2342delTGAc.(2338-2343)AGTGAT>AGT p.D788del

Pat_22 Post-Resistance CHD4 1108 37 12 6711546 6711546 Frame_Shift_Del DEL T - 7 633 c.218delA c.(217-219)AAGfs p.K73fs

Pat_22 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 14 887 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_22 Post-Resistance ITGA7 3679 37 12 56092271 56092271 Frame_Shift_Del DEL C - 9 406 c.1100delG c.(1099-1101)GGTfs p.G367fs

Pat_22 Post-Resistance ATXN2 6311 37 12 111893853 111893853 Frame_Shift_Del DEL G - 7 887 c.3724delC c.(3724-3726)CACfs p.H1242fs

Pat_22 Post-Resistance VPS33A 65082 37 12 122748169 122748169 Frame_Shift_Del DEL A - 7 126 c.246delT c.(244-246)TTTfs p.F82fs

Pat_22 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 546 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_22 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 15 202 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_22 Post-Resistance C13orf34 79866 37 13 73320117 73320117 Frame_Shift_Del DEL A - 8 401 c.774delA c.(772-774)GCAfs p.A258fs

Pat_22 Post-Resistance NIN 51199 37 14 51288635 51288635 Frame_Shift_Del DEL G - 7 1728 c.140delC c.(139-141)CCAfs p.P47fs

Pat_22 Post-Resistance C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 8 477 c.977delG c.(976-978)CGGfs p.R326fs

Pat_22 Post-Resistance VPS13C 54832 37 15 62270851 62270851 Frame_Shift_Del DEL T - 7 376 c.2264delA c.(2263-2265)AATfs p.N755fs

Pat_22 Post-Resistance MPG 4350 37 16 133163 133163 Frame_Shift_Del DEL C - 7 735 c.428delC c.(427-429)ACCfs p.T143fs

Pat_22 Post-Resistance EME2 197342 37 16 1824298 1824300 In_Frame_Del DEL TGC - 7 327 c.422_424delTGCc.(421-426)TTGCTG>TTGp.141_142LL>L

Pat_22 Post-Resistance C16orf88 400506 37 16 19725705 19725706 Frame_Shift_Ins INS - T 8 90 c.652_653insA c.(652-654)ATCfs p.I218fs

Pat_22 Post-Resistance ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 12 404 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_22 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 928 c.3300_3302delGCTc.(3298-3303)GGGCTG>GGGp.L1106del

Pat_22 Post-Resistance IRF8 3394 37 16 85936681 85936681 Frame_Shift_Del DEL T - 8 876 c.60delT c.(58-60)AGTfs p.S20fs

Pat_22 Post-Resistance SMCR7 125170 37 17 18167868 18167868 Frame_Shift_Del DEL G - 9 760 c.1155delG c.(1153-1155)CTGfs p.L385fs

Pat_22 Post-Resistance GAS2L2 246176 37 17 34071994 34071996 In_Frame_Del DEL TCC - 9 137 c.2520_2522delGGAc.(2518-2523)GAGGAA>GAAp.840_841EE>E

Pat_22 Post-Resistance TNS4 84951 37 17 38643307 38643307 Frame_Shift_Del DEL G - 8 2643 c.1269delC c.(1267-1269)CCCfs p.P423fs

Pat_22 Post-Resistance OTOP2 92736 37 17 72926595 72926595 Frame_Shift_Del DEL T - 9 288 c.865delT c.(865-867)TTTfs p.F289fs

Pat_22 Post-Resistance FN3K 64122 37 17 80708466 80708466 Frame_Shift_Del DEL C - 7 697 c.765delC c.(763-765)TTCfs p.F255fs

Pat_22 Post-Resistance STXBP2 6813 37 19 7706923 7706923 Frame_Shift_Del DEL C - 8 1090 c.582delC c.(580-582)GGCfs p.G194fs

Pat_22 Post-Resistance CD209 30835 37 19 7807935 7807935 Frame_Shift_Del DEL G - 7 260 c.1205delC c.(1204-1206)CCTfs p.P402fs

Pat_22 Post-Resistance TRMT1 55621 37 19 13226516 13226516 Frame_Shift_Del DEL T - 7 1045 c.377delA c.(376-378)AAGfs p.K126fs

Pat_22 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 7 357 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del



Pat_22 Post-Resistance ZNF552 79818 37 19 58319468 58319468 Frame_Shift_Del DEL T - 7 539 c.1164delA c.(1162-1164)AAAfs p.K388fs

Pat_22 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 8 550 c.1479_1481delGGAc.(1477-1482)GAGGAA>GAAp.493_494EE>E

Pat_22 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 8 701 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_22 Post-Resistance AMMECR1L 83607 37 2 128627077 128627077 Frame_Shift_Del DEL T - 8 459 c.675delA c.(673-675)AAAfs p.K225fs

Pat_22 Post-Resistance CIR1 9541 37 2 175260285 175260286 Frame_Shift_Del DEL GA - 9 754 c.65_66delTC c.(64-66)ATCfs p.I22fs

Pat_22 Post-Resistance DNAH7 56171 37 2 196788374 196788374 Frame_Shift_Del DEL T - 7 216 c.3770delA c.(3769-3771)AATfs p.N1257fs

Pat_22 Post-Resistance IGFBP2 3485 37 2 217498290 217498291 Splice_Site INS - GCCGCTGCT 6 5 c.14_splice c.e1+1 p.P5_splice

Pat_22 Post-Resistance CD93 22918 37 20 23065992 23065992 Frame_Shift_Del DEL C - 7 766 c.838delG c.(838-840)GATfs p.D280fs

Pat_22 Post-Resistance TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 663 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_22 Post-Resistance SPINLW1 57119 37 20 44174297 44174297 Frame_Shift_Del DEL T - 7 1164 c.204delA c.(202-204)AAAfs p.K68fs

Pat_22 Post-Resistance C20orf85 128602 37 20 56735727 56735727 Frame_Shift_Del DEL C - 7 237 c.263delC c.(262-264)TCCfs p.S88fs

Pat_22 Post-Resistance SYCP2 10388 37 20 58467046 58467047 Frame_Shift_Ins INS - T 8 144 c.2362_2363insA c.(2362-2364)ATGfs p.M788fs

Pat_22 Post-Resistance CDH4 1002 37 20 60485488 60485498 Frame_Shift_Del DEL AGGTCCCCGAA - 17 136c.1199_1209delAGGTCCCCGAAc.(1198-1209)GAGGTCCCCGAAfsp.E400fs

Pat_22 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 7 990 c.514delT c.(514-516)TTTfs p.F172fs

Pat_22 Post-Resistance KRTAP10-7 386675 37 21 46021199 46021200 Frame_Shift_Ins INS - T 132 519 c.663_664insT c.(661-666)TCCTCCfs p.S221fs

Pat_22 Post-Resistance DIP2A 23181 37 21 47987309 47987311 In_Frame_Del DEL TGG - 8 561 c.4490_4492delTGGc.(4489-4494)CTGGTG>CTGp.V1501del

Pat_22 Post-Resistance ARVCF 421 37 22 19969169 19969169 Frame_Shift_Del DEL G - 7 340 c.461delC c.(460-462)CCAfs p.P154fs

Pat_22 Post-Resistance PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 7 222 c.1143_1145delGGAc.(1141-1146)GGGGAG>GGG p.E388del

Pat_22 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 12 399 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_22 Post-Resistance SCUBE1 80274 37 22 43619184 43619184 Frame_Shift_Del DEL G - 8 1135 c.1246delC c.(1246-1248)CGGfs p.R416fs

Pat_22 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 13 1170 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_22 Post-Resistance ATP13A3 79572 37 3 194147850 194147850 Frame_Shift_Del DEL A - 10 288 c.3079delT c.(3079-3081)TGGfs p.W1027fs

Pat_22 Post-Resistance RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 9 931 c.490delA c.(490-492)AGGfs p.R164fs

Pat_22 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 49c.310_318delCTGCTGTGGc.(310-318)CTGCTGTGGdelp.LLW104del

Pat_22 Post-Resistance CCDC158 339965 37 4 77305357 77305357 Frame_Shift_Del DEL T - 8 267 c.610delA c.(610-612)ATAfs p.I204fs

Pat_22 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 7 98 c.2274_2276delCTGc.(2272-2277)CTCTGC>CTC p.C763del

Pat_22 Post-Resistance LRAT 9227 37 4 155670198 155670198 Frame_Shift_Del DEL G - 7 334 c.603delG c.(601-603)TTGfs p.L201fs

Pat_22 Post-Resistance TLL1 7092 37 4 166964485 166964485 Frame_Shift_Del DEL G - 8 741 c.1438delG c.(1438-1440)GATfs p.D480fs

Pat_22 Post-Resistance NNT 23530 37 5 43704415 43704416 Frame_Shift_Del DEL TC - 7 461 c.3170_3171delTC c.(3169-3171)TTCfs p.F1057fs

Pat_22 Post-Resistance RGNEF 64283 37 5 73072464 73072464 Frame_Shift_Del DEL G - 7 1260 c.783delG c.(781-783)TTGfs p.L261fs

Pat_22 Post-Resistance SSBP2 23635 37 5 80809493 80809493 Frame_Shift_Del DEL G - 8 654 c.326delC c.(325-327)CCAfs p.P109fs

Pat_22 Post-Resistance KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 8 23 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_22 Post-Resistance LMNB1 4001 37 5 126154700 126154701 Frame_Shift_Del DEL AG - 8 434 c.1026_1027delAGc.(1024-1029)AAAGAGfs p.K342fs

Pat_22 Post-Resistance TNXB 7148 37 6 32037508 32037508 Frame_Shift_Del DEL A - 18 75 c.5409delT c.(5407-5409)TTTfs p.F1803fs

Pat_22 Post-Resistance TNXB 7148 37 6 32063945 32063945 Frame_Shift_Del DEL C - 4 7 c.1685delG c.(1684-1686)GGCfs p.G562fs

Pat_22 Post-Resistance PHF1 5252 37 6 33380050 33380050 Frame_Shift_Del DEL C - 7 241 c.10delC c.(10-12)CCCfs p.P4fs

Pat_22 Post-Resistance DNAH8 1769 37 6 38749053 38749053 Frame_Shift_Del DEL C - 7 655 c.1512delC c.(1510-1512)GACfs p.D504fs

Pat_22 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 8 1407 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_22 Post-Resistance MYO6 4646 37 6 76599857 76599858 Frame_Shift_Ins INS - A 14 152 c.2742_2743insA c.(2740-2745)CAGAAAfs p.Q914fs

Pat_22 Post-Resistance GABRR1 2569 37 6 89891719 89891721 In_Frame_Del DEL AAG - 7 333 c.852_854delCTT c.(850-855)TTCTTG>TTG p.F284del

Pat_22 Post-Resistance GLCCI1 113263 37 7 8008992 8008994 In_Frame_Del DEL CCT - 8 83 c.11_13delCCT c.(10-15)GCCTCC>GCC p.S13del

Pat_22 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 10 1428 c.693delA c.(691-693)CCAfs p.P231fs

Pat_22 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 10 387 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_22 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 121 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_22 Post-Resistance HIPK2 28996 37 7 139416310 139416310 Frame_Shift_Del DEL T - 8 761 c.524delA c.(523-525)AACfs p.N175fs

Pat_22 Post-Resistance SSPO 23145 37 7 149474083 149474083 Frame_Shift_Del DEL G - 8 455 c.293delG c.(292-294)TGGfs p.W98fs

Pat_22 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 13 821 c.8110delA c.(8110-8112)AGGfs p.R2704fs



Pat_22 Post-Resistance STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 10 339 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_22 Post-Resistance ESRP1 54845 37 8 95686610 95686611 Frame_Shift_Ins INS - A 8 380 c.1527_1528insA c.(1525-1530)CATAAAfs p.H509fs

Pat_22 Post-Resistance KANK1 23189 37 9 712491 712491 Frame_Shift_Del DEL G - 9 758 c.1725delG c.(1723-1725)GTGfs p.V575fs

Pat_22 Post-Resistance CLIC3 9022 37 9 139889553 139889553 Frame_Shift_Del DEL C - 2 4 c.381delG c.(379-381)CTGfs p.L127fs

Pat_22 Post-Resistance PRKX 5613 37 X 3539313 3539314 Frame_Shift_Del DEL AA - 8 197 c.859_860delTT c.(859-861)TTAfs p.L287fs

Pat_22 Post-Resistance MSL3 10943 37 X 11790307 11790307 Frame_Shift_Del DEL C - 7 938 c.1314delC c.(1312-1314)TACfs p.Y438fs

Pat_22 Post-Resistance FAM47C 442444 37 X 37027594 37027594 Frame_Shift_Del DEL C - 8 477 c.1111delC c.(1111-1113)CCCfs p.P371fs

Pat_22 Post-Resistance BTK 695 37 X 100611894 100611894 Frame_Shift_Del DEL C - 7 1650 c.1227delG c.(1225-1227)GGGfs p.G409fs

Pat_22 Post-Resistance TEX13A 56157 37 X 104463676 104463676 Frame_Shift_Del DEL C - 8 1241 c.1200delG c.(1198-1200)GGGfs p.G400fs

Pat_22 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 980 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_22 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 7 436 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_22 Post-Resistance MAGEC1 9947 37 X 140995035 140995037 In_Frame_Del DEL TCT - 10 661 c.1845_1847delTCTc.(1843-1848)CCTCTT>CCT p.L616del

Pat_22 Post-Resistance SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 13 382 c.71delA c.(70-72)AATfs p.N24fs

Pat_24 Pre-Treatment TP73 7161 37 1 3645986 3645988 In_Frame_Del DEL GCA - 7 135 c.1170_1172delGCAc.(1168-1173)CGGCAG>CGG p.Q394del

Pat_24 Pre-Treatment ERRFI1 54206 37 1 8073804 8073804 Frame_Shift_Del DEL G - 7 311 c.855delC c.(853-855)CCCfs p.P285fs

Pat_24 Pre-Treatment EIF4G3 8672 37 1 21177856 21177856 Frame_Shift_Del DEL C - 8 380 c.3499delG c.(3499-3501)GAAfs p.E1167fs

Pat_24 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 11 176 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_24 Pre-Treatment HTR1D 3352 37 1 23520195 23520195 Frame_Shift_Del DEL G - 8 270 c.518delC c.(517-519)CCGfs p.P173fs

Pat_24 Pre-Treatment RPS6KA1 6195 37 1 26873740 26873741 Frame_Shift_Del DEL CT - 7 158 c.286_287delCT c.(286-288)CTGfs p.L96fs

Pat_24 Pre-Treatment ZSCAN20 7579 37 1 33959126 33959126 Frame_Shift_Del DEL C - 8 565 c.1784delC c.(1783-1785)GCTfs p.A595fs

Pat_24 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 7 1183 c.622delC c.(622-624)CCCfs p.P208fs

Pat_24 Pre-Treatment MCL1 4170 37 1 150551952 150551952 Frame_Shift_Del DEL C - 7 166 c.55delG c.(55-57)GCCfs p.A19fs

Pat_24 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 9 221 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_24 Pre-Treatment FLG 2312 37 1 152275760 152275761 Frame_Shift_Del DEL CA - 8 723 c.11601_11602delTGc.(11599-11604)AGTGACfs p.S3867fs

Pat_24 Pre-Treatment UBAP2L 9898 37 1 154224054 154224054 Frame_Shift_Del DEL C - 7 538 c.1589delC c.(1588-1590)TCTfs p.S530fs

Pat_24 Pre-Treatment CCT3 7203 37 1 156290648 156290648 Frame_Shift_Del DEL T - 7 731 c.591delA c.(589-591)AAAfs p.K197fs

Pat_24 Pre-Treatment FCRL5 83416 37 1 157491062 157491062 Frame_Shift_Del DEL G - 9 242 c.2260delC c.(2260-2262)CTCfs p.L754fs

Pat_24 Pre-Treatment CCDC19 25790 37 1 159854336 159854336 Frame_Shift_Del DEL C - 8 941 c.787delG c.(787-789)GAAfs p.E263fs

Pat_24 Pre-Treatment TEDDM1 127670 37 1 182369245 182369245 Frame_Shift_Del DEL C - 7 635 c.376delG c.(376-378)GAGfs p.E126fs

Pat_24 Pre-Treatment HMCN1 83872 37 1 185958660 185958660 Frame_Shift_Del DEL C - 8 443 c.3089delC c.(3088-3090)GCAfs p.A1030fs

Pat_24 Pre-Treatment CD55 1604 37 1 207510731 207510732 Frame_Shift_Del DEL AT - 7 359 c.1037_1038delAT c.(1036-1038)AATfs p.N346fs

Pat_24 Pre-Treatment ITPKB 3707 37 1 226836425 226836425 Frame_Shift_Del DEL G - 7 674 c.1980delC c.(1978-1980)TTCfs p.F660fs

Pat_24 Pre-Treatment TTC13 79573 37 1 231067586 231067586 Frame_Shift_Del DEL G - 7 427 c.1021delC c.(1021-1023)CAAfs p.Q341fs

Pat_24 Pre-Treatment TTC13 79573 37 1 231114543 231114545 In_Frame_Del DEL AGC - 5 6 c.32_34delGCT c.(31-36)TGCTTC>TTC p.C11del

Pat_24 Pre-Treatment RPP38 10557 37 10 15146145 15146145 Frame_Shift_Del DEL A - 7 80 c.832delA c.(832-834)AAAfs p.K278fs

Pat_24 Pre-Treatment TRIM8 81603 37 10 104416541 104416541 Frame_Shift_Del DEL C - 8 690 c.1086delC c.(1084-1086)GTCfs p.V362fs

Pat_24 Pre-Treatment SLK 9748 37 10 105767938 105767938 Frame_Shift_Del DEL A - 8 579 c.2608delA c.(2608-2610)AAAfs p.K870fs

Pat_24 Pre-Treatment APBB1 322 37 11 6422218 6422218 Splice_Site DEL C - 7 1006 c.1672_splice c.e11+1 p.G558_splice

Pat_24 Pre-Treatment PLEKHA7 144100 37 11 16822574 16822574 Frame_Shift_Del DEL C - 8 669 c.2356delG c.(2356-2358)GAAfs p.E786fs

Pat_24 Pre-Treatment TMEM132A 54972 37 11 60695118 60695118 Frame_Shift_Del DEL C - 7 857 c.321delC c.(319-321)GTCfs p.V107fs

Pat_24 Pre-Treatment AHNAK 79026 37 11 62296087 62296087 Frame_Shift_Del DEL G - 8 1049 c.5802delC c.(5800-5802)CCCfs p.P1934fs

Pat_24 Pre-Treatment MRGPRF 116535 37 11 68772804 68772804 Frame_Shift_Del DEL C - 4 4 c.974delG c.(973-975)GGCfs p.G325fs

Pat_24 Pre-Treatment CHRDL2 25884 37 11 74413900 74413901 Frame_Shift_Del DEL GC - 7 359 c.1058_1059delGC c.(1057-1059)CGCfs p.R353fs

Pat_24 Pre-Treatment DYNC2H1 79659 37 11 103124106 103124106 Frame_Shift_Del DEL A - 7 255 c.10135delA c.(10135-10137)ATTfs p.I3379fs

Pat_24 Pre-Treatment TREH 11181 37 11 118529635 118529635 Frame_Shift_Del DEL C - 14 637 c.1524delG c.(1522-1524)CAGfs p.Q508fs

Pat_24 Pre-Treatment UBASH3B 84959 37 11 122659833 122659833 Frame_Shift_Del DEL C - 8 874 c.797delC c.(796-798)ACCfs p.T266fs

Pat_24 Pre-Treatment PARP11 57097 37 12 3935352 3935352 Frame_Shift_Del DEL T - 9 341 c.295delA c.(295-297)AGAfs p.R99fs



Pat_24 Pre-Treatment DYRK4 8798 37 12 4719362 4719362 Frame_Shift_Del DEL A - 9 112 c.1057delA c.(1057-1059)AAAfs p.K353fs

Pat_24 Pre-Treatment LRRC23 10233 37 12 7014818 7014819 Frame_Shift_Del DEL AG - 7 257 c.21_22delAG c.(19-24)CTAGAAfs p.L7fs

Pat_24 Pre-Treatment ETV6 2120 37 12 12022502 12022502 Frame_Shift_Del DEL C - 9 997 c.608delC c.(607-609)TCCfs p.S203fs

Pat_24 Pre-Treatment PPFIBP1 8496 37 12 27829484 27829485 Frame_Shift_Del DEL TT - 7 260 c.1585_1586delTT c.(1585-1587)TTTfs p.F529fs

Pat_24 Pre-Treatment SMARCC2 6601 37 12 56575490 56575490 Frame_Shift_Del DEL C - 8 711 c.838delG c.(838-840)GAGfs p.E280fs

Pat_24 Pre-Treatment STAT2 6773 37 12 56750268 56750270 In_Frame_Del DEL CCA - 8 276 c.86_88delTGG c.(85-90)GTGGAC>GAC p.V29del

Pat_24 Pre-Treatment PPTC7 160760 37 12 111020740 111020742 In_Frame_Del DEL CGC - 8 4 c.95_97delGCG c.(94-99)GGCGAC>GAC p.G32del

Pat_24 Pre-Treatment NAA25 80018 37 12 112481653 112481654 Frame_Shift_Del DEL TA - 8 127 c.2025_2026delTA c.(2023-2028)CATAAGfs p.H675fs

Pat_24 Pre-Treatment COQ5 84274 37 12 120954405 120954406 Frame_Shift_Del DEL CC - 7 1364 c.538_539delGG c.(538-540)GGAfs p.G180fs

Pat_24 Pre-Treatment P2RX7 5027 37 12 121598747 121598747 Frame_Shift_Del DEL A - 7 842 c.406delA c.(406-408)AAAfs p.K136fs

Pat_24 Pre-Treatment CDK2AP1 8099 37 12 123746312 123746312 Frame_Shift_Del DEL C - 10 783 c.319delG c.(319-321)GCAfs p.A107fs

Pat_24 Pre-Treatment ZNF664 144348 37 12 124497356 124497357 Frame_Shift_Ins INS - AA 10 585 c.665_666insAA c.(664-666)ACAfs p.T222fs

Pat_24 Pre-Treatment IL25 64806 37 14 23845057 23845058 Frame_Shift_Del DEL TG - 7 390 c.502_503delTG c.(502-504)TGTfs p.C168fs

Pat_24 Pre-Treatment ZFP36L1 677 37 14 69259613 69259613 Frame_Shift_Del DEL C - 8 956 c.43delG c.(43-45)GAAfs p.E15fs

Pat_24 Pre-Treatment PAPLN 89932 37 14 73731388 73731388 Frame_Shift_Del DEL G - 8 454 c.3079delG c.(3079-3081)GGGfs p.G1027fs

Pat_24 Pre-Treatment NEK9 91754 37 14 75580056 75580057 Frame_Shift_Del DEL GA - 7 394 c.923_924delTC c.(922-924)CTCfs p.L308fs

Pat_24 Pre-Treatment BAG5 9529 37 14 104026871 104026871 Frame_Shift_Del DEL C - 8 410 c.631delG c.(631-633)GAGfs p.E211fs

Pat_24 Pre-Treatment C15orf55 256646 37 15 34647879 34647880 Frame_Shift_Del DEL CA - 8 311 c.1586_1587delCA c.(1585-1587)TCAfs p.S529fs

Pat_24 Pre-Treatment WDR72 256764 37 15 53992038 53992038 Frame_Shift_Del DEL A - 7 774 c.1674delT c.(1672-1674)TTTfs p.F558fs

Pat_24 Pre-Treatment NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 8 93 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_24 Pre-Treatment TMC7 79905 37 16 19058466 19058467 Frame_Shift_Del DEL GG - 8 858 c.1635_1636delGGc.(1633-1638)CTGGGGfs p.L545fs

Pat_24 Pre-Treatment KIAA0556 23247 37 16 27786300 27786300 Frame_Shift_Del DEL G - 7 343 c.4344delG c.(4342-4344)CTGfs p.L1448fs

Pat_24 Pre-Treatment ARMC5 79798 37 16 31471010 31471010 Frame_Shift_Del DEL G - 8 73 c.165delG c.(163-165)GCGfs p.A55fs

Pat_24 Pre-Treatment SALL1 6299 37 16 51175949 51175950 Frame_Shift_Del DEL TG - 10 377 c.183_184delCA c.(181-186)CACAAGfs p.H61fs

Pat_24 Pre-Treatment TCF25 22980 37 16 89951019 89951020 Frame_Shift_Ins INS - A 9 161 c.384_385insA c.(382-387)AAGAAAfs p.K128fs

Pat_24 Pre-Treatment PLD2 5338 37 17 4719974 4719974 Frame_Shift_Del DEL C - 8 814 c.1515delC c.(1513-1515)TTCfs p.F505fs

Pat_24 Pre-Treatment SHBG 6462 37 17 7535237 7535237 Frame_Shift_Del DEL G - 8 643 c.756delG c.(754-756)TTGfs p.L252fs

Pat_24 Pre-Treatment DNAH2 146754 37 17 7702024 7702025 Frame_Shift_Del DEL TG - 8 460 c.8547_8548delTG c.(8545-8550)GATGAAfs p.D2849fs

Pat_24 Pre-Treatment MYH8 4626 37 17 10303940 10303941 Frame_Shift_Del DEL TG - 7 585 c.3501_3502delCA c.(3499-3504)AACAAGfs p.N1167fs

Pat_24 Pre-Treatment MYH2 4620 37 17 10433227 10433228 Frame_Shift_Del DEL TG - 2 4 c.2861_2862delCA c.(2860-2862)TCAfs p.S954fs

Pat_24 Pre-Treatment MYH3 4621 37 17 10535988 10535988 Frame_Shift_Del DEL C - 9 577 c.4761delG c.(4759-4761)CTGfs p.L1587fs

Pat_24 Pre-Treatment ALDOC 230 37 17 26900923 26900923 Frame_Shift_Del DEL C - 8 389 c.829delG c.(829-831)GAAfs p.E277fs

Pat_24 Pre-Treatment SEZ6 124925 37 17 27296913 27296914 Frame_Shift_Ins INS - C 8 100 c.915_916insG c.(913-918)GGGCCTfs p.G305fs

Pat_24 Pre-Treatment KRT25 147183 37 17 38906647 38906647 Frame_Shift_Del DEL A - 8 410 c.1160delT c.(1159-1161)ATAfs p.I387fs

Pat_24 Pre-Treatment CNTNAP1 8506 37 17 40843873 40843873 Frame_Shift_Del DEL C - 9 988 c.2394delC c.(2392-2394)TTCfs p.F798fs

Pat_24 Pre-Treatment AARSD1 80755 37 17 41131190 41131190 Frame_Shift_Del DEL G - 8 1339 c.414delC c.(412-414)ATCfs p.I138fs

Pat_24 Pre-Treatment HEXIM2 124790 37 17 43246388 43246388 Frame_Shift_Del DEL G - 9 1707 c.73delG c.(73-75)GGTfs p.G25fs

Pat_24 Pre-Treatment NFE2L1 4779 37 17 46134729 46134729 Frame_Shift_Del DEL A - 8 536 c.837delA c.(835-837)ATAfs p.I279fs

Pat_24 Pre-Treatment MED13 9969 37 17 60112873 60112874 Frame_Shift_Del DEL GA - 8 290 c.566_567delTC c.(565-567)CTCfs p.L189fs

Pat_24 Pre-Treatment UBE2O 63893 37 17 74394955 74394957 In_Frame_Del DEL GTT - 7 869 c.1744_1746delAAC c.(1744-1746)AACdel p.N582del

Pat_24 Pre-Treatment FASN 2194 37 17 80046409 80046409 Frame_Shift_Del DEL G - 8 85 c.2450delC c.(2449-2451)CCAfs p.P817fs

Pat_24 Pre-Treatment DSG1 1828 37 18 28923960 28923960 Splice_Site DEL T - 7 154 c.1891_splice c.e13+2 p.G631_splice

Pat_24 Pre-Treatment ZBTB7C 201501 37 18 45566519 45566519 Frame_Shift_Del DEL C - 7 161 c.960delG c.(958-960)GGGfs p.G320fs

Pat_24 Pre-Treatment SPTBN4 57731 37 19 41076369 41076369 Frame_Shift_Del DEL C - 8 296 c.7054delC c.(7054-7056)CCCfs p.P2352fs

Pat_24 Pre-Treatment HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 10 443 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_24 Pre-Treatment CNOT3 4849 37 19 54656711 54656713 In_Frame_Del DEL TCT - 8 1098 c.2012_2014delTCTc.(2011-2016)CTCTTC>CTC p.F673del

Pat_24 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 10 112 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del



Pat_24 Pre-Treatment TMEM18 129787 37 2 675512 675513 Frame_Shift_Del DEL AG - 9 401 c.175_176delCT c.(175-177)CTAfs p.L59fs

Pat_24 Pre-Treatment CRIM1 51232 37 2 36668399 36668400 Splice_Site DEL AG - 7 209 c.506_splice c.e3-1 p.E169_splice

Pat_24 Pre-Treatment LHCGR 3973 37 2 48914899 48914901 In_Frame_Del DEL CTT - 8 450 c.2035_2037delAAG c.(2035-2037)AAGdel p.K679del

Pat_24 Pre-Treatment ANKRD57 65124 37 2 110373559 110373559 Frame_Shift_Del DEL G - 7 456 c.1493delG c.(1492-1494)AGGfs p.R498fs

Pat_24 Pre-Treatment GLI2 2736 37 2 121743888 121743888 Frame_Shift_Del DEL G - 7 207 c.1991delG c.(1990-1992)TGCfs p.C664fs

Pat_24 Pre-Treatment GPR155 151556 37 2 175326340 175326341 Frame_Shift_Del DEL CC - 7 425 c.1444_1445delGG c.(1444-1446)GGAfs p.G482fs

Pat_24 Pre-Treatment PDE11A 50940 37 2 178762800 178762801 Frame_Shift_Del DEL CT - 8 453 c.1286_1287delAG c.(1285-1287)GAGfs p.E429fs

Pat_24 Pre-Treatment COL3A1 1281 37 2 189873846 189873846 Frame_Shift_Del DEL T - 121 123 c.3722delT c.(3721-3723)GTTfs p.V1241fs

Pat_24 Pre-Treatment CASP10 843 37 2 202093774 202093774 Frame_Shift_Del DEL C - 10 1024 c.1534delC c.(1534-1536)CCCfs p.P512fs

Pat_24 Pre-Treatment NBEAL1 65065 37 2 204058567 204058567 Frame_Shift_Del DEL C - 7 461 c.6884delC c.(6883-6885)ACCfs p.T2295fs

Pat_24 Pre-Treatment FN1 2335 37 2 216296605 216296606 Frame_Shift_Del DEL CT - 8 671 c.497_498delAG c.(496-498)GAGfs p.E166fs

Pat_24 Pre-Treatment DES 1674 37 2 220283700 220283701 Frame_Shift_Del DEL GC - 3 6 c.516_517delGC c.(514-519)CAGCGCfs p.Q172fs

Pat_24 Pre-Treatment DEFB119 245932 37 20 29965168 29965168 Frame_Shift_Del DEL A - 8 753 c.136delT c.(136-138)TACfs p.Y46fs

Pat_24 Pre-Treatment SUN5 140732 37 20 31571699 31571699 Frame_Shift_Del DEL C - 8 991 c.1041delG c.(1039-1041)GGGfs p.G347fs

Pat_24 Pre-Treatment ZHX3 23051 37 20 39831558 39831559 Frame_Shift_Ins INS - T 7 980 c.1998_1999insA c.(1996-2001)AAAGTGfs p.K666fs

Pat_24 Pre-Treatment SYS1-DBNDD2 767557 37 20 44037564 44037564 Frame_Shift_Del DEL C - 8 730 c.263delC c.(262-264)ACCfs p.T88fs

Pat_24 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 9 1030 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_24 Pre-Treatment PWP2 5822 37 21 45542213 45542214 Frame_Shift_Del DEL AC - 8 369 c.1792_1793delAC c.(1792-1794)ACAfs p.T598fs

Pat_24 Pre-Treatment MICAL3 57553 37 22 18314652 18314654 In_Frame_Del DEL TCC - 7 47 c.3021_3023delGGAc.(3019-3024)GAGGAC>GACp.E1007del

Pat_24 Pre-Treatment DGCR14 8220 37 22 19124913 19124913 Frame_Shift_Del DEL C - 7 760 c.958delG c.(958-960)GAGfs p.E320fs

Pat_24 Pre-Treatment GCAT 23464 37 22 38211707 38211707 Frame_Shift_Del DEL G - 7 494 c.852delG c.(850-852)CTGfs p.L284fs

Pat_24 Pre-Treatment TMEM40 55287 37 3 12790198 12790200 In_Frame_Del DEL GAG - 8 319 c.165_167delCTC c.(163-168)TCCTCT>TCT p.55_56SS>S

Pat_24 Pre-Treatment ANKRD28 23243 37 3 15720817 15720817 Frame_Shift_Del DEL G - 8 561 c.2462delC c.(2461-2463)TCAfs p.S821fs

Pat_24 Pre-Treatment EXOG 9941 37 3 38537920 38537920 Frame_Shift_Del DEL T - 37 68 c.62delT c.(61-63)GTGfs p.V21fs

Pat_24 Pre-Treatment COL7A1 1294 37 3 48631059 48631060 Frame_Shift_Del DEL TG - 10 877 c.336_337delCA c.(334-339)TACAAGfs p.Y112fs

Pat_24 Pre-Treatment DOCK3 1795 37 3 51399987 51399988 Frame_Shift_Del DEL CT - 8 259 c.5175_5176delCT c.(5173-5178)GGCTCAfs p.G1725fs

Pat_24 Pre-Treatment CPOX 1371 37 3 98304365 98304366 Frame_Shift_Del DEL AG - 7 611 c.1091_1092delCT c.(1090-1092)TCTfs p.S364fs

Pat_24 Pre-Treatment MYH15 22989 37 3 108102443 108102443 Frame_Shift_Del DEL T - 7 424 c.5825delA c.(5824-5826)AAGfs p.K1942fs

Pat_24 Pre-Treatment GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 8 733 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_24 Pre-Treatment P2RY13 53829 37 3 151046039 151046039 Frame_Shift_Del DEL C - 8 377 c.805delG c.(805-807)GCTfs p.A269fs

Pat_24 Pre-Treatment AP2M1 1173 37 3 183901278 183901279 Frame_Shift_Del DEL CG - 8 352 c.1182_1183delCG c.(1180-1185)TTCGCGfs p.F394fs

Pat_24 Pre-Treatment FAM193A 8603 37 4 2695447 2695447 Frame_Shift_Del DEL G - 9 596 c.2065delG c.(2065-2067)GCCfs p.A689fs

Pat_24 Pre-Treatment TBC1D14 57533 37 4 7011611 7011612 Frame_Shift_Ins INS - AT 209 440 c.1454_1455insAT c.(1453-1455)CCAfs p.P485fs

Pat_24 Pre-Treatment UGT2B11 10720 37 4 70079993 70079993 Frame_Shift_Del DEL C - 8 356 c.448delG c.(448-450)GCAfs p.A150fs

Pat_24 Pre-Treatment NAAA 27163 37 4 76862043 76862045 In_Frame_Del DEL CAG - 4 4 c.58_60delCTG c.(58-60)CTGdel p.L20del

Pat_24 Pre-Treatment MAML3 55534 37 4 140810639 140810641 In_Frame_Del DEL GCT - 10 78 c.1937_1939delAGCc.(1936-1941)CAGCCG>CCG p.Q646del

Pat_24 Pre-Treatment FASTKD3 79072 37 5 7867769 7867769 Frame_Shift_Del DEL T - 8 241 c.428delA c.(427-429)AAGfs p.K143fs

Pat_24 Pre-Treatment ROPN1L 83853 37 5 10442412 10442413 Splice_Site DEL TA - 8 312 c.131_splice c.e1+2 p.G44_splice

Pat_24 Pre-Treatment SLC45A2 51151 37 5 33947305 33947305 Frame_Shift_Del DEL T - 8 1057 c.1331delA c.(1330-1332)AACfs p.N444fs

Pat_24 Pre-Treatment BDP1 55814 37 5 70786918 70786918 Frame_Shift_Del DEL G - 8 257 c.1600delG c.(1600-1602)GAAfs p.E534fs

Pat_24 Pre-Treatment JAKMIP2 9832 37 5 147040607 147040607 Frame_Shift_Del DEL A - 10 554 c.531delT c.(529-531)GATfs p.D177fs

Pat_24 Pre-Treatment DCTN4 51164 37 5 150090860 150090860 Frame_Shift_Del DEL C - 8 283 c.1234delG c.(1234-1236)GAGfs p.E412fs

Pat_24 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 11 422 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_24 Pre-Treatment WWC1 23286 37 5 167882494 167882494 Frame_Shift_Del DEL C - 8 439 c.2792delC c.(2791-2793)TCCfs p.S931fs

Pat_24 Pre-Treatment FLT4 2324 37 5 180047630 180047632 In_Frame_Del DEL GAG - 8 130 c.2383_2385delCTC c.(2383-2385)CTCdel p.L795del

Pat_24 Pre-Treatment HDGFL1 154150 37 6 22570346 22570347 In_Frame_Ins INS - GGC 9 14 c.542_543insGGCc.(541-543)AGG>AGGGCGp.188_189insA

Pat_24 Pre-Treatment ITPR3 3710 37 6 33657874 33657875 Frame_Shift_Del DEL TA - 8 361 c.6931_6932delTA c.(6931-6933)TATfs p.Y2311fs



Pat_24 Pre-Treatment FTSJD2 23070 37 6 37414140 37414140 Frame_Shift_Del DEL C - 8 1104 c.359delC c.(358-360)TCCfs p.S120fs

Pat_24 Pre-Treatment KIF6 221458 37 6 39580993 39580993 Frame_Shift_Del DEL A - 8 253 c.611delT c.(610-612)TTAfs p.L204fs

Pat_24 Pre-Treatment UBR2 23304 37 6 42657355 42657355 Frame_Shift_Del DEL T - 7 1630 c.5073delT c.(5071-5073)TGTfs p.C1691fs

Pat_24 Pre-Treatment SRF 6722 37 6 43146551 43146551 Frame_Shift_Del DEL C - 7 1430 c.1362delC c.(1360-1362)GTCfs p.V454fs

Pat_24 Pre-Treatment GSTA3 2940 37 6 52770601 52770602 Frame_Shift_Ins INS - A 8 306 c.31_32insT c.(31-33)AATfs p.N11fs

Pat_24 Pre-Treatment CNR1 1268 37 6 88853620 88853621 Frame_Shift_Ins INS - T 8 975 c.1373_1374insA c.(1372-1374)AAGfs p.K458fs

Pat_24 Pre-Treatment HS3ST5 222537 37 6 114378467 114378467 Frame_Shift_Del DEL T - 8 212 c.995delA c.(994-996)AATfs p.N332fs

Pat_24 Pre-Treatment HBS1L 10767 37 6 135314919 135314932 Frame_Shift_Del DELTTGGAATGAAGTCC - 8 98c.1047_1060delGGACTTCATTCCAAc.(1045-1062)AAGGACTTCATTCCAAATfsp.K349fs

Pat_24 Pre-Treatment PRKAR1B 5575 37 7 720281 720281 Frame_Shift_Del DEL G - 7 364 c.260delC c.(259-261)CCGfs p.P87fs

Pat_24 Pre-Treatment HOXA11 3207 37 7 27222461 27222462 Frame_Shift_Ins INS - T 7 648 c.895_896insA c.(895-897)ATTfs p.I299fs

Pat_24 Pre-Treatment EGFR 1956 37 7 55229326 55229326 Splice_Site DEL T - 8 516 c.1631_splice c.e13+2 p.G544_splice

Pat_24 Pre-Treatment FKBP9L 360132 37 7 55766777 55766778 Frame_Shift_Del DEL CA - 8 418 c.6_7delTG c.(4-9)GATGAAfs p.D2fs

Pat_24 Pre-Treatment PCLO 27445 37 7 82585325 82585325 Frame_Shift_Del DEL A - 7 318 c.4944delT c.(4942-4944)ACTfs p.T1648fs

Pat_24 Pre-Treatment CLDN12 9069 37 7 90042244 90042246 In_Frame_Del DEL TCC - 8 1116 c.254_256delTCCc.(253-258)GTCCTC>GTC p.L86del

Pat_24 Pre-Treatment PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 8 507 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_24 Pre-Treatment CYP3A43 64816 37 7 99457609 99457610 Frame_Shift_Del DEL AT - 8 232 c.1022_1023delAT c.(1021-1023)AATfs p.N341fs

Pat_24 Pre-Treatment ZCWPW1 55063 37 7 100000151 100000151 Frame_Shift_Del DEL T - 10 2168 c.1459delA c.(1459-1461)ACCfs p.T487fs

Pat_24 Pre-Treatment SLC26A5 375611 37 7 102993339 102993339 Frame_Shift_Del DEL A - 8 1273 c.1549delT c.(1549-1551)TAGfs p.*517fs

Pat_24 Pre-Treatment MET 4233 37 7 116403141 116403141 Frame_Shift_Del DEL G - 7 656 c.2402delG c.(2401-2403)TGTfs p.C801fs

Pat_24 Pre-Treatment OR2A25 392138 37 7 143771315 143771315 Frame_Shift_Del DEL G - 8 439 c.3delG c.(1-3)ATGfs p.M1fs

Pat_24 Pre-Treatment PDIA4 9601 37 7 148702234 148702234 Frame_Shift_Del DEL T - 7 949 c.1521delA c.(1519-1521)AAAfs p.K507fs

Pat_24 Pre-Treatment NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 7 108 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_24 Pre-Treatment ADRB3 155 37 8 37823104 37823105 Frame_Shift_Del DEL CC - 2 4 c.883_884delGG c.(883-885)GGTfs p.G295fs

Pat_24 Pre-Treatment PTDSS1 9791 37 8 97318739 97318739 Frame_Shift_Del DEL G - 8 490 c.962delG c.(961-963)TGGfs p.W321fs

Pat_24 Pre-Treatment WISP1 8840 37 8 134225137 134225137 Frame_Shift_Del DEL T - 8 138 c.100delT c.(100-102)TTTfs p.F34fs

Pat_24 Pre-Treatment NAPRT1 93100 37 8 144659876 144659876 Frame_Shift_Del DEL C - 4 5 c.388delG c.(388-390)GTGfs p.V130fs

Pat_24 Pre-Treatment TDRD7 23424 37 9 100235846 100235847 Frame_Shift_Del DEL TG - 8 248 c.2017_2018delTG c.(2017-2019)TGTfs p.C673fs

Pat_24 Pre-Treatment HEMGN 55363 37 9 100692776 100692777 Frame_Shift_Del DEL TT - 8 292 c.900_901delAA c.(898-903)AAAATAfs p.K300fs

Pat_24 Pre-Treatment OR1N2 138882 37 9 125315457 125315457 Frame_Shift_Del DEL T - 7 324 c.9delT c.(7-9)GGTfs p.G3fs

Pat_24 Pre-Treatment PTGES2 80142 37 9 130889794 130889794 Frame_Shift_Del DEL C - 4 9 c.203delG c.(202-204)GGAfs p.G68fs

Pat_24 Pre-Treatment RAPGEF1 2889 37 9 134504038 134504039 Frame_Shift_Del DEL GG - 8 403 c.863_864delCC c.(862-864)CCCfs p.P288fs

Pat_24 Pre-Treatment IQSEC2 23096 37 X 53264131 53264133 In_Frame_Del DEL TGG - 4 9 c.3735_3737delCCAc.(3733-3738)CACCAT>CATp.1245_1246HH>H

Pat_24 Post-Resistance PIAS3 10401 37 1 145583934 145583935 Frame_Shift_Del DEL AG - 8 499 c.1165_1166delAG c.(1165-1167)AGTfs p.S389fs

Pat_24 Post-Resistance HIST2H2AB 317772 37 1 149859168 149859168 Frame_Shift_Del DEL C - 7 1193 c.299delG c.(298-300)GGTfs p.G100fs

Pat_24 Post-Resistance KPRP 448834 37 1 152732678 152732678 Frame_Shift_Del DEL C - 7 425 c.614delC c.(613-615)ACCfs p.T205fs

Pat_24 Post-Resistance PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 8 255 c.2186_2188delACCc.(2185-2190)CACCGG>CGG p.H729del

Pat_24 Post-Resistance NFASC 23114 37 1 204924033 204924033 Frame_Shift_Del DEL C - 7 595 c.489delC c.(487-489)AACfs p.N163fs

Pat_24 Post-Resistance GPR44 11251 37 11 60620166 60620167 In_Frame_Ins INS - GCG 12 12 c.1029_1030insCGC c.(1027-1032)insCGC p.343_344insR

Pat_24 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 7 50 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_24 Post-Resistance LTBP3 4054 37 11 65325326 65325328 In_Frame_Del DEL CAG - 7 38 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_24 Post-Resistance ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 274 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_24 Post-Resistance USPL1 10208 37 13 31227343 31227343 Frame_Shift_Del DEL C - 7 614 c.1297delC c.(1297-1299)CACfs p.H433fs

Pat_24 Post-Resistance SLC24A1 9187 37 15 65938021 65938021 Frame_Shift_Del DEL A - 4 4 c.2212delA c.(2212-2214)AAGfs p.K738fs

Pat_24 Post-Resistance CIRH1A 84916 37 16 69167515 69167515 Frame_Shift_Del DEL G - 7 271 c.153delG c.(151-153)CAGfs p.Q51fs

Pat_24 Post-Resistance ZC3H18 124245 37 16 88694417 88694417 Frame_Shift_Del DEL G - 10 504 c.2359delG c.(2359-2361)GGGfs p.G787fs

Pat_24 Post-Resistance PRPF8 10594 37 17 1562781 1562781 Frame_Shift_Del DEL C - 8 434 c.5008delG c.(5008-5010)GACfs p.D1670fs

Pat_24 Post-Resistance ITGAE 3682 37 17 3638187 3638188 Frame_Shift_Del DEL TT - 7 788 c.2578_2579delAA c.(2578-2580)AACfs p.N860fs



Pat_24 Post-Resistance EIF5A 1984 37 17 7213020 7213021 Frame_Shift_Del DEL CT - 8 503 c.66_67delCT c.(64-69)TGCTCAfs p.C22fs

Pat_24 Post-Resistance ENGASE 64772 37 17 77075668 77075668 Frame_Shift_Del DEL C - 7 738 c.514delC c.(514-516)CCCfs p.P172fs

Pat_24 Post-Resistance HAUS1 115106 37 18 43685174 43685174 Frame_Shift_Del DEL A - 10 71 c.45delA c.(43-45)TTAfs p.L15fs

Pat_24 Post-Resistance SEMA6B 10501 37 19 4552597 4552597 Frame_Shift_Del DEL G - 7 189 c.826delC c.(826-828)CGCfs p.R276fs

Pat_24 Post-Resistance HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 9 511 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_24 Post-Resistance PSG5 5673 37 19 43689036 43689036 Frame_Shift_Del DEL G - 9 875 c.328delC c.(328-330)CAGfs p.Q110fs

Pat_24 Post-Resistance SNRNP70 6625 37 19 49589712 49589712 Frame_Shift_Del DEL C - 10 2050 c.41delC c.(40-42)GCCfs p.A14fs

Pat_24 Post-Resistance HRC 3270 37 19 49656769 49656771 In_Frame_Del DEL CCT - 10 100 c.1724_1726delAGGc.(1723-1728)GAGGGG>GGGp.E575del

Pat_24 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 10 126 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_24 Post-Resistance HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 8 778 c.275delC c.(274-276)CCAfs p.P92fs

Pat_24 Post-Resistance LRP1B 53353 37 2 141607895 141607896 Frame_Shift_Ins INS - T 2 4 c.4714_4715insA c.(4714-4716)ATGfs p.M1572fs

Pat_24 Post-Resistance COL3A1 1281 37 2 189873846 189873846 Frame_Shift_Del DEL T - 36 140 c.3722delT c.(3721-3723)GTTfs p.V1241fs

Pat_24 Post-Resistance CCDC108 255101 37 2 219886541 219886541 Frame_Shift_Del DEL C - 8 474 c.3091delG c.(3091-3093)GAGfs p.E1031fs

Pat_24 Post-Resistance NCOA3 8202 37 20 46268539 46268539 Frame_Shift_Del DEL C - 17 226 c.2926delC c.(2926-2928)CAAfs p.Q976fs

Pat_24 Post-Resistance CELSR1 9620 37 22 46929720 46929721 Frame_Shift_Del DEL GG - 7 679 c.3347_3348delCC c.(3346-3348)TCCfs p.S1116fs

Pat_24 Post-Resistance TBC1D5 9779 37 3 17446189 17446189 Frame_Shift_Del DEL T - 8 1029 c.438delA c.(436-438)GAAfs p.E146fs

Pat_24 Post-Resistance EXOG 9941 37 3 38537920 38537920 Frame_Shift_Del DEL T - 16 78 c.62delT c.(61-63)GTGfs p.V21fs

Pat_24 Post-Resistance CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 7 615 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_24 Post-Resistance TBC1D14 57533 37 4 7011611 7011612 Frame_Shift_Ins INS - AT 128 538 c.1454_1455insAT c.(1453-1455)CCAfs p.P485fs

Pat_24 Post-Resistance RASGEF1B 153020 37 4 82363492 82363492 Frame_Shift_Del DEL T - 7 78 c.967delA c.(967-969)ACTfs p.T323fs

Pat_24 Post-Resistance FAT1 2195 37 4 187510184 187510184 Frame_Shift_Del DEL G - 7 655 c.13329delC c.(13327-13329)CCCfs p.P4443fs

Pat_24 Post-Resistance PAIP1 10605 37 5 43555989 43555990 Frame_Shift_Del DEL AG - 8 667 c.377_378delCT c.(376-378)TCTfs p.S126fs

Pat_24 Post-Resistance BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 10 849 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_24 Post-Resistance TFAP2B 7021 37 6 50796386 50796386 Frame_Shift_Del DEL A - 8 412 c.595delA c.(595-597)AAAfs p.K199fs

Pat_24 Post-Resistance DLX6 1750 37 7 96635545 96635547 In_Frame_Del DEL CAC - 7 63 c.172_174delCAC c.(172-174)CACdel p.H63del

Pat_24 Post-Resistance CNPY4 245812 37 7 99717402 99717402 Frame_Shift_Del DEL T - 11 273 c.35delT c.(34-36)CTTfs p.L12fs

Pat_24 Post-Resistance TMEM139 135932 37 7 142983583 142983583 Frame_Shift_Del DEL C - 7 861 c.312delC c.(310-312)CGCfs p.R104fs

Pat_24 Post-Resistance PAXIP1 22976 37 7 154760267 154760269 In_Frame_Del DEL CTG - 7 51 c.1642_1644delCAG c.(1642-1644)CAGdel p.Q548del

Pat_24 Post-Resistance KIAA0196 9897 37 8 126090986 126090986 Frame_Shift_Del DEL G - 8 209 c.705delC c.(703-705)TACfs p.Y235fs

Pat_24 Post-Resistance C9orf142 286257 37 9 139887414 139887414 Frame_Shift_Del DEL C - 8 498 c.218delC c.(217-219)ACCfs p.T73fs

Pat_24 Post-Resistance ENTPD2 954 37 9 139943111 139943112 Frame_Shift_Del DEL AA - 4 7 c.1485_1486delTT c.(1483-1488)ATTTAGfs p.I495fs

Pat_24 Post-Resistance TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 13 57 c.1659_1661delGGAc.(1657-1662)GAGGAA>GAAp.553_554EE>E

Pat_24 Post-Resistance NLGN4X 57502 37 X 5821444 5821445 Frame_Shift_Del DEL TG - 4 9 c.1274_1275delCA c.(1273-1275)ACAfs p.T425fs

Pat_24 Post-Resistance SYN1 6853 37 X 47434113 47434113 Frame_Shift_Del DEL G - 4 5 c.1367delC c.(1366-1368)CCGfs p.P456fs

Pat_24 Post-Resistance TSPY4 728395 37 Y 9197004 9197004 Frame_Shift_Del DEL G - 2 4 c.717delG c.(715-717)CTGfs p.L239fs

Pat_27 Post-Resistance PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 10 428 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_27 Post-Resistance GBP2 2634 37 1 89587526 89587528 In_Frame_Del DEL CCA - 7 650 c.122_124delTGGc.(121-126)GTGGCG>GCG p.V41del

Pat_27 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 12 557 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_27 Post-Resistance PAPPA2 60676 37 1 176525710 176525710 Frame_Shift_Del DEL G - 7 1162 c.252delG c.(250-252)GTGfs p.V84fs

Pat_27 Post-Resistance FAM129A 116496 37 1 184764538 184764538 Frame_Shift_Del DEL C - 7 1270 c.2360delG c.(2359-2361)GGAfs p.G787fs

Pat_27 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 302 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_27 Post-Resistance CEP164 22897 37 11 117280451 117280453 In_Frame_Del DEL CGC - 7 1356 c.3866_3868delCGCc.(3865-3870)TCGCCG>TCGp.P1292del

Pat_27 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 13 519 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_27 Post-Resistance TENC1 23371 37 12 53452903 53452903 Frame_Shift_Del DEL C - 9 454 c.1478delC c.(1477-1479)ACCfs p.T493fs

Pat_27 Post-Resistance RBM19 9904 37 12 114395612 114395612 Frame_Shift_Del DEL T - 7 536 c.815delA c.(814-816)AAGfs p.K272fs

Pat_27 Post-Resistance INTS6 26512 37 13 51948408 51948408 Frame_Shift_Del DEL T - 8 1034 c.2040delA c.(2038-2040)AAAfs p.K680fs

Pat_27 Post-Resistance APBA2 321 37 15 29346361 29346363 In_Frame_Del DEL GAG - 7 863 c.274_276delGAG c.(274-276)GAGdel p.E95del



Pat_27 Post-Resistance MEF2A 4205 37 15 100252710 100252715 In_Frame_Del DEL CAGCAG - 12 31 c.1258_1263delCAGCAGc.(1258-1263)CAGCAGdel p.QQ428del

Pat_27 Post-Resistance NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 159 c.2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_27 Post-Resistance CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 574 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_27 Post-Resistance SLC16A6 9120 37 17 66267125 66267125 Frame_Shift_Del DEL A - 7 483 c.1176delT c.(1174-1176)TTTfs p.F392fs

Pat_27 Post-Resistance KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 641 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_27 Post-Resistance ICAM1 3383 37 19 10394740 10394740 Frame_Shift_Del DEL C - 7 487 c.669delC c.(667-669)AGCfs p.S223fs

Pat_27 Post-Resistance SLC44A2 57153 37 19 10748914 10748916 In_Frame_Del DEL TTC - 8 241 c.1852_1854delTTC c.(1852-1854)TTCdel p.F621del

Pat_27 Post-Resistance KIR2DL4 3805 37 19 55324675 55324675 Splice_Site DEL A - 7 92 c.801_splice c.e6+1 p.S267_splice

Pat_27 Post-Resistance PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 400 c.501_splice c.e4-1 p.N167_splice

Pat_27 Post-Resistance OTX1 5013 37 2 63283275 63283277 In_Frame_Del DEL CAC - 8 424 c.889_891delCAC c.(889-891)CACdel p.H301del

Pat_27 Post-Resistance TEKT4 150483 37 2 95539829 95539830 Frame_Shift_Ins INS - G 8 379 c.689_690insG c.(688-690)CCGfs p.P230fs

Pat_27 Post-Resistance PLA2R1 22925 37 2 160801442 160801442 Frame_Shift_Del DEL T - 8 446 c.4119delA c.(4117-4119)AAAfs p.K1373fs

Pat_27 Post-Resistance CERKL 375298 37 2 182403897 182403899 In_Frame_Del DEL TCC - 7 571 c.1536_1538delGGAc.(1534-1539)GAGGAT>GAT p.E512del

Pat_27 Post-Resistance CLTCL1 8218 37 22 19220690 19220690 Frame_Shift_Del DEL T - 8 1191 c.1520delA c.(1519-1521)AAGfs p.K507fs

Pat_27 Post-Resistance CCDC116 164592 37 22 21990728 21990730 In_Frame_Del DEL GCA - 7 171 c.1211_1213delGCAc.(1210-1215)TGCAGC>TGC p.S407del

Pat_27 Post-Resistance CNTN6 27255 37 3 1371501 1371501 Frame_Shift_Del DEL A - 8 298 c.1246delA c.(1246-1248)AAAfs p.K416fs

Pat_27 Post-Resistance SGOL1 151648 37 3 20216050 20216050 Frame_Shift_Del DEL T - 10 74 c.973delA c.(973-975)ATGfs p.M325fs

Pat_27 Post-Resistance XIRP1 165904 37 3 39228955 39228958 Frame_Shift_Del DEL TGTC - 7 171 c.1979_1982delGACAc.(1978-1983)AGACACfs p.R660fs

Pat_27 Post-Resistance HHATL 57467 37 3 42739670 42739672 In_Frame_Del DEL GAA - 13 393 c.655_657delTTC c.(655-657)TTCdel p.F219del

Pat_27 Post-Resistance CELSR3 1951 37 3 48685385 48685385 Frame_Shift_Del DEL C - 7 955 c.7018delG c.(7018-7020)GCCfs p.A2340fs

Pat_27 Post-Resistance VGLL3 389136 37 3 87027685 87027685 Frame_Shift_Del DEL G - 8 584 c.394delC c.(394-396)CTAfs p.L132fs

Pat_27 Post-Resistance FILIP1L 11259 37 3 99569346 99569346 Frame_Shift_Del DEL T - 7 573 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_27 Post-Resistance TMEM22 80723 37 3 136573486 136573486 Frame_Shift_Del DEL A - 7 217 c.184delA c.(184-186)AAAfs p.K62fs

Pat_27 Post-Resistance SULT1B1 27284 37 4 70599153 70599153 Frame_Shift_Del DEL A - 7 858 c.575delT c.(574-576)TTGfs p.L192fs

Pat_27 Post-Resistance FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 7 445 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_27 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 7 390 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_27 Post-Resistance BTNL8 79908 37 5 180338421 180338421 Frame_Shift_Del DEL C - 7 1234 c.480delC c.(478-480)TTCfs p.F160fs

Pat_27 Post-Resistance FOXF2 2295 37 6 1390277 1390279 In_Frame_Del DEL CCG - 10 6 c.95_97delCCG c.(94-99)CCCGCC>CCC p.A41del

Pat_27 Post-Resistance HSP90AB1 3326 37 6 44221052 44221052 Frame_Shift_Del DEL T - 7 2628 c.2002delT c.(2002-2004)TTTfs p.F668fs

Pat_27 Post-Resistance TBX18 9096 37 6 85446744 85446744 Frame_Shift_Del DEL G - 7 958 c.1483delC c.(1483-1485)CAGfs p.Q495fs

Pat_27 Post-Resistance ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 7 57 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_27 Post-Resistance TTYH3 80727 37 7 2687612 2687614 In_Frame_Del DEL CTG - 7 402 c.646_648delCTG c.(646-648)CTGdel p.L219del

Pat_27 Post-Resistance SDK1 221935 37 7 4008947 4008947 Frame_Shift_Del DEL G - 8 1753 c.1605delG c.(1603-1605)TCGfs p.S535fs

Pat_27 Post-Resistance PURB 5814 37 7 44924044 44924046 In_Frame_Del DEL CGC - 7 611 c.902_904delGCGc.(901-906)GGCGAA>GAA p.G301del

Pat_27 Post-Resistance AKAP9 10142 37 7 91603085 91603085 Frame_Shift_Del DEL A - 8 161 c.109delA c.(109-111)AAAfs p.K37fs

Pat_27 Post-Resistance MLL3 58508 37 7 151856009 151856009 Frame_Shift_Del DEL T - 8 1214 c.11609delA c.(11608-11610)AAGfs p.K3870fs

Pat_27 Post-Resistance PSD3 23362 37 8 18413785 18413785 Frame_Shift_Del DEL G - 7 845 c.2862delC c.(2860-2862)CCCfs p.P954fs

Pat_27 Post-Resistance EPB49 2039 37 8 21927773 21927773 Frame_Shift_Del DEL C - 7 440 c.532delC c.(532-534)CCCfs p.P178fs

Pat_27 Post-Resistance PTPLAD2 401494 37 9 21007046 21007046 Frame_Shift_Del DEL T - 9 280 c.689delA c.(688-690)AAGfs p.K230fs

Pat_27 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 7 168 c.7317_7319delGGAc.(7315-7320)GAGGAA>GAAp.2439_2440EE>E

Pat_27 Post-Resistance ATRX 546 37 X 76931742 76931744 In_Frame_Del DEL TCA - 7 249 c.3786_3788delTGAc.(3784-3789)GATGAC>GACp.1262_1263DD>D

Pat_28 Post-Resistance RBBP5 5929 37 1 205074198 205074198 Frame_Shift_Del DEL A - 31 120 c.317delT c.(316-318)TTCfs p.F106fs

Pat_28 Post-Resistance CR2 1380 37 1 207642044 207642044 Frame_Shift_Del DEL C - 7 677 c.618delC c.(616-618)GTCfs p.V206fs

Pat_28 Post-Resistance PITRM1 10531 37 10 3187863 3187863 Frame_Shift_Del DEL T - 2 4 c.2088delA c.(2086-2088)AAAfs p.K696fs

Pat_28 Post-Resistance PTEN 5728 37 10 89693002 89693003 Frame_Shift_Ins INS - A 41 19 c.486_487insA c.(484-489)GACAAAfs p.D162fs

Pat_28 Post-Resistance CAPN5 726 37 11 76830082 76830082 Frame_Shift_Del DEL T - 17 19 c.1174delT c.(1174-1176)TTCfs p.F392fs

Pat_28 Post-Resistance FGFR1OP2 26127 37 12 27109491 27109492 Frame_Shift_Ins INS - AA 59 245 c.151_152insAA c.(151-153)CAAfs p.Q51fs



Pat_28 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 11 659 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_28 Post-Resistance MAP3K9 4293 37 14 71275774 71275776 In_Frame_Del DEL CCT - 4 3 c.113_115delAGGc.(112-117)GAGGCG>GCG p.E38del

Pat_28 Post-Resistance ITGA11 22801 37 15 68624270 68624271 Frame_Shift_Ins INS - G 8 20 c.1696_1697insC c.(1696-1698)CTGfs p.L566fs

Pat_28 Post-Resistance NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 7 249 c.3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_28 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 7 135 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_28 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 7 991 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_28 Post-Resistance BMP6 654 37 6 7880531 7880532 Frame_Shift_Ins INS - A 61 335 c.1497_1498insA c.(1495-1500)CTGAAAfs p.L499fs

Pat_28 Post-Resistance TRERF1 55809 37 6 42222620 42222620 Frame_Shift_Del DEL T - 222 86 c.2625delA c.(2623-2625)AAAfs p.K875fs

Pat_28 Post-Resistance TARP 445347 37 7 38313227 38313227 Frame_Shift_Del DEL T - 7 522 c.388delA c.(388-390)ATCfs p.I130fs

Pat_30 Pre-Treatment MMEL1 79258 37 1 2560819 2560821 In_Frame_Del DEL CAG - 11 40 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_30 Pre-Treatment ESPNP 284729 37 1 17026043 17026044 In_Frame_Ins INS - GCA 3 6 c.1291_1292insTGCc.(1291-1293)CCG>CTGCCGp.430_431insL

Pat_30 Pre-Treatment MST1P9 11223 37 1 17085590 17085595 In_Frame_Del DEL GCGCTG - 9 340 c.1126_1131delCAGCGCc.(1126-1131)CAGCGCdel p.QR376del

Pat_30 Pre-Treatment NFIA 4774 37 1 61848988 61848989 Frame_Shift_Del DEL GG - 9 1268 c.1026_1027delGGc.(1024-1029)CTGGGAfs p.L342fs

Pat_30 Pre-Treatment SLC27A3 11000 37 1 153751860 153751860 Frame_Shift_Del DEL C - 7 591 c.1927delC c.(1927-1929)CCCfs p.P643fs

Pat_30 Pre-Treatment HAX1 10456 37 1 154246391 154246391 Frame_Shift_Del DEL C - 8 514 c.458delC c.(457-459)TCCfs p.S153fs

Pat_30 Pre-Treatment TNR 7143 37 1 175372615 175372615 Frame_Shift_Del DEL C - 8 1386 c.637delG c.(637-639)GTGfs p.V213fs

Pat_30 Pre-Treatment PRG4 10216 37 1 186277340 186277340 Frame_Shift_Del DEL C - 7 1140 c.2489delC c.(2488-2490)ACCfs p.T830fs

Pat_30 Pre-Treatment ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 10 251 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_30 Pre-Treatment PSD 5662 37 10 104173620 104173622 In_Frame_Del DEL CCT - 8 155 c.1457_1459delAGGc.(1456-1461)GAGGCA>GCA p.E486del

Pat_30 Pre-Treatment APBB1 322 37 11 6432090 6432092 In_Frame_Del DEL TCC - 7 42 c.486_488delGGAc.(484-489)GAGGAT>GAT p.E162del

Pat_30 Pre-Treatment OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 8 445 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_30 Pre-Treatment PLEKHA7 144100 37 11 16847710 16847710 Frame_Shift_Del DEL G - 7 1731 c.1300delC c.(1300-1302)CAGfs p.Q434fs

Pat_30 Pre-Treatment USH1C 10083 37 11 17542501 17542501 Frame_Shift_Del DEL C - 7 1983 c.1126delG c.(1126-1128)GAAfs p.E376fs

Pat_30 Pre-Treatment OR9G4 283189 37 11 56510933 56510933 Frame_Shift_Del DEL A - 7 606 c.355delT c.(355-357)TCCfs p.S119fs

Pat_30 Pre-Treatment EML3 256364 37 11 62376055 62376055 Frame_Shift_Del DEL C - 7 1054 c.1069delG c.(1069-1071)GCCfs p.A357fs

Pat_30 Pre-Treatment USP35 57558 37 11 77920720 77920722 In_Frame_Del DEL CGC - 7 442 c.1819_1821delCGC c.(1819-1821)CGCdel p.R610del

Pat_30 Pre-Treatment MED17 9440 37 11 93528167 93528167 Frame_Shift_Del DEL T - 97 243 c.953delT c.(952-954)ATTfs p.I318fs

Pat_30 Pre-Treatment IGSF9B 22997 37 11 133807827 133807827 Frame_Shift_Del DEL G - 7 96 c.439delC c.(439-441)CAGfs p.Q147fs

Pat_30 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 361 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_30 Pre-Treatment LRP1 4035 37 12 57605948 57605948 Frame_Shift_Del DEL G - 7 210 c.13398delG c.(13396-13398)GTGfs p.V4466fs

Pat_30 Pre-Treatment PIP4K2C 79837 37 12 57988949 57988949 Frame_Shift_Del DEL C - 7 1078 c.313delC c.(313-315)CCCfs p.P105fs

Pat_30 Pre-Treatment SIRT4 23409 37 12 120750293 120750294 Frame_Shift_Ins INS - G 7 340 c.532_533insG c.(532-534)CGGfs p.R178fs

Pat_30 Pre-Treatment DNAH10 196385 37 12 124274524 124274524 Frame_Shift_Del DEL G - 7 585 c.1488delG c.(1486-1488)ACGfs p.T496fs

Pat_30 Pre-Treatment EP400 57634 37 12 132547156 132547158 In_Frame_Del DEL GAC - 9 314 c.8244_8246delGACc.(8242-8247)CAGACG>CAGp.T2752del

Pat_30 Pre-Treatment TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 12 1255 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_30 Pre-Treatment SAMD4A 23034 37 14 55226890 55226890 Frame_Shift_Del DEL G - 7 1484 c.1185delG c.(1183-1185)GAGfs p.E395fs

Pat_30 Pre-Treatment HERC1 8925 37 15 63928179 63928180 Frame_Shift_Del DEL TG - 8 1894 c.12394_12395delCAc.(12394-12396)CAAfs p.Q4132fs

Pat_30 Pre-Treatment DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 8 219 c.1628_1630delCTGc.(1627-1632)GCTGAT>GAT p.A543del

Pat_30 Pre-Treatment POLDIP2 26073 37 17 26684394 26684395 Splice_Site INS - G 7 6 c.78_splice c.e2+1 p.W26_splice

Pat_30 Pre-Treatment GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 7 922 c.863delC c.(862-864)CCGfs p.P288fs

Pat_30 Pre-Treatment RAMP2 10266 37 17 40913329 40913329 Frame_Shift_Del DEL C - 2 4 c.50delC c.(49-51)ACCfs p.T17fs

Pat_30 Pre-Treatment CA10 56934 37 17 50008357 50008357 Frame_Shift_Del DEL C - 8 1682 c.272delG c.(271-273)GGCfs p.G91fs

Pat_30 Pre-Treatment TIMP2 7077 37 17 76869979 76869982 Frame_Shift_Del DEL ACTG - 59 369 c.150_153delCAGT c.(148-153)GTCAGTfs p.V50fs

Pat_30 Pre-Treatment ASXL3 80816 37 18 31325784 31325784 Frame_Shift_Del DEL C - 8 883 c.5972delC c.(5971-5973)TCCfs p.S1991fs

Pat_30 Pre-Treatment ZNF490 57474 37 19 12692378 12692378 Frame_Shift_Del DEL G - 7 714 c.511delC c.(511-513)CTTfs p.L171fs

Pat_30 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 11 1373 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_30 Pre-Treatment KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 7 486 c.541_543delGAG c.(541-543)GAGdel p.E184del



Pat_30 Pre-Treatment TSKS 60385 37 19 50243088 50243088 Frame_Shift_Del DEL C - 8 352 c.1724delG c.(1723-1725)GGAfs p.G575fs

Pat_30 Pre-Treatment ACPT 93650 37 19 51298106 51298106 Frame_Shift_Del DEL C - 10 1393 c.1050delC c.(1048-1050)CTCfs p.L350fs

Pat_30 Pre-Treatment ZNF432 9668 37 19 52537288 52537288 Frame_Shift_Del DEL T - 7 538 c.1644delA c.(1642-1644)AAAfs p.K548fs

Pat_30 Pre-Treatment NLRP9 338321 37 19 56249563 56249563 Frame_Shift_Del DEL C - 10 1762 c.178delG c.(178-180)GACfs p.D60fs

Pat_30 Pre-Treatment PUM2 23369 37 2 20494235 20494235 Frame_Shift_Del DEL C - 8 977 c.1054delG c.(1054-1056)GTGfs p.V352fs

Pat_30 Pre-Treatment CAD 790 37 2 27464020 27464020 Frame_Shift_Del DEL C - 8 1261 c.5733delC c.(5731-5733)CACfs p.H1911fs

Pat_30 Pre-Treatment KIF3B 9371 37 20 30898763 30898765 In_Frame_Del DEL GAG - 8 127 c.1183_1185delGAG c.(1183-1185)GAGdel p.E399del

Pat_30 Pre-Treatment CECR6 27439 37 22 17601300 17601302 In_Frame_Del DEL CCA - 8 100 c.716_718delTGGc.(715-720)GTGGGC>GGC p.V239del

Pat_30 Pre-Treatment MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 11 46 c.1598_1599insGCAc.(1597-1599)CAA>CAGCAAp.533_533Q>QQ

Pat_30 Pre-Treatment MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 8 1893 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_30 Pre-Treatment TAB1 10454 37 22 39772049 39772049 Frame_Shift_Del DEL C - 7 689 c.108delC c.(106-108)GACfs p.D36fs

Pat_30 Pre-Treatment MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 12 343 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_30 Pre-Treatment SGOL1 151648 37 3 20216050 20216050 Frame_Shift_Del DEL T - 7 89 c.973delA c.(973-975)ATGfs p.M325fs

Pat_30 Pre-Treatment XYLB 9942 37 3 38454444 38454444 Frame_Shift_Del DEL C - 7 493 c.1551delC c.(1549-1551)CTCfs p.L517fs

Pat_30 Pre-Treatment TM4SF4 7104 37 3 149192694 149192694 Frame_Shift_Del DEL G - 9 170 c.30delG c.(28-30)CTGfs p.L10fs

Pat_30 Pre-Treatment MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 15 374 c.6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_30 Pre-Treatment FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 7 385 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_30 Pre-Treatment CFI 3426 37 4 110662159 110662159 Frame_Shift_Del DEL C - 7 1416 c.1642delG c.(1642-1644)GAAfs p.E548fs

Pat_30 Pre-Treatment RASGRF2 5924 37 5 80409566 80409568 In_Frame_Del DEL CCA - 11 466 c.2297_2299delCCAc.(2296-2301)CCCACC>CCC p.T770del

Pat_30 Pre-Treatment PCDHGB4 8641 37 5 140767492 140767497 In_Frame_Del DEL TGCCAG - 2 4 c.41_46delTGCCAGc.(40-48)CTGCCAGTG>CTG p.PV15del

Pat_30 Pre-Treatment SPRY4 81848 37 5 141694154 141694154 Frame_Shift_Del DEL G - 8 666 c.520delC c.(520-522)CGGfs p.R174fs

Pat_30 Pre-Treatment C6orf223 221416 37 6 43970503 43970504 In_Frame_Ins INS - GCG 10 34 c.369_370insGCG c.(367-372)insGCG p.132_133insA

Pat_30 Pre-Treatment COL12A1 1303 37 6 75887504 75887504 Frame_Shift_Del DEL G - 8 1469 c.2312delC c.(2311-2313)CCAfs p.P771fs

Pat_30 Pre-Treatment WBSCR17 64409 37 7 71142212 71142212 Frame_Shift_Del DEL C - 7 1623 c.1421delC c.(1420-1422)GCAfs p.A474fs

Pat_30 Pre-Treatment C7orf51 222950 37 7 100086313 100086313 Frame_Shift_Del DEL C - 7 781 c.969delC c.(967-969)ATCfs p.I323fs

Pat_30 Pre-Treatment SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 78 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_30 Pre-Treatment FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 7 66 c.598_splice c.e6-1 p.Q200_splice

Pat_30 Pre-Treatment CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 7 1288 c.359delA c.(358-360)AAGfs p.K120fs

Pat_30 Pre-Treatment KIAA2026 158358 37 9 5968044 5968044 Frame_Shift_Del DEL T - 4 6 c.2187delA c.(2185-2187)AAAfs p.K729fs

Pat_30 Pre-Treatment RUSC2 9853 37 9 35555452 35555452 Frame_Shift_Del DEL C - 7 623 c.2410delC c.(2410-2412)CCCfs p.P804fs

Pat_30 Pre-Treatment FRMPD4 9758 37 X 12734864 12734864 Frame_Shift_Del DEL G - 7 777 c.2286delG c.(2284-2286)GTGfs p.V762fs

Pat_30 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 7 187 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_30 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 7 321 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_30 Post-Resistance KIAA0467 23334 37 1 43898257 43898257 Frame_Shift_Del DEL C - 7 318 c.2815delC c.(2815-2817)CCCfs p.P939fs

Pat_30 Post-Resistance LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 14 1173 c.48delC c.(46-48)TGCfs p.C16fs

Pat_30 Post-Resistance GATAD2B 57459 37 1 153784567 153784567 Frame_Shift_Del DEL G - 7 533 c.1461delC c.(1459-1461)CCCfs p.P487fs

Pat_30 Post-Resistance SHC1 6464 37 1 154938468 154938468 Frame_Shift_Del DEL G - 7 511 c.1338delC c.(1336-1338)CCCfs p.P446fs

Pat_30 Post-Resistance GON4L 54856 37 1 155774769 155774769 Frame_Shift_Del DEL C - 7 766 c.1616delG c.(1615-1617)GGAfs p.G539fs

Pat_30 Post-Resistance EFCAB2 84288 37 1 245133550 245133551 Frame_Shift_Del DEL GC - 5 4 c.126_127delGC c.(124-129)GGGCGCfs p.G42fs

Pat_30 Post-Resistance PTEN 5728 37 10 89623858 89623861 Splice_Site DEL GGCT - 4 4 c.-365_splice c.e1+1

Pat_30 Post-Resistance B4GALNT4 338707 37 11 369845 369847 In_Frame_Del DEL GCT - 4 8 c.42_44delGCT c.(40-45)AAGCTG>AAG p.L22del

Pat_30 Post-Resistance C11orf95 65998 37 11 63531514 63531516 In_Frame_Del DEL CTC - 7 55 c.1579_1581delGAG c.(1579-1581)GAGdel p.E527del

Pat_30 Post-Resistance GPR137 56834 37 11 64055631 64055631 Frame_Shift_Del DEL C - 7 716 c.728delC c.(727-729)GCCfs p.A243fs

Pat_30 Post-Resistance CTSF 8722 37 11 66335859 66335859 Frame_Shift_Del DEL C - 2 4 c.99delG c.(97-99)GGGfs p.G33fs

Pat_30 Post-Resistance KRTAP5-8 57830 37 11 71249125 71249126 In_Frame_Ins INS -GGCTGTGGCTCCGGCTGTGGG10 586c.24_25insGGCTGTGGCTCCGGCTGTGGGc.(22-27)insGGCTGTGGCTCCGGCTGTGGGp.22_23insGCGSGCG

Pat_30 Post-Resistance MED17 9440 37 11 93528167 93528167 Frame_Shift_Del DEL T - 58 83 c.953delT c.(952-954)ATTfs p.I318fs

Pat_30 Post-Resistance EFS 10278 37 14 23829997 23829997 Frame_Shift_Del DEL G - 7 282 c.64delC c.(64-66)CAGfs p.Q22fs



Pat_30 Post-Resistance NYNRIN 57523 37 14 24886571 24886571 Frame_Shift_Del DEL G - 2 4 c.5616delG c.(5614-5616)CTGfs p.L1872fs

Pat_30 Post-Resistance AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 8 283 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_30 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 10 872 c.49delG c.(49-51)GTCfs p.V17fs

Pat_30 Post-Resistance CAMTA2 23125 37 17 4883038 4883038 Frame_Shift_Del DEL G - 7 407 c.1579delC c.(1579-1581)CAGfs p.Q527fs

Pat_30 Post-Resistance WNK4 65266 37 17 40932962 40932962 Frame_Shift_Del DEL C - 8 248 c.246delC c.(244-246)GACfs p.D82fs

Pat_30 Post-Resistance TIMP2 7077 37 17 76869979 76869982 Frame_Shift_Del DEL ACTG - 102 187 c.150_153delCAGT c.(148-153)GTCAGTfs p.V50fs

Pat_30 Post-Resistance ZNF700 90592 37 19 12060595 12060596 Frame_Shift_Del DEL CA - 78 233 c.1756_1757delCA c.(1756-1758)CACfs p.H586fs

Pat_30 Post-Resistance GLTSCR1 29998 37 19 48197567 48197568 Frame_Shift_Ins INS - C 7 54 c.2479_2480insC c.(2479-2481)GCCfs p.A827fs

Pat_30 Post-Resistance PMEPA1 56937 37 20 56284593 56284595 In_Frame_Del DEL CGG - 6 10 c.44_46delCCG c.(43-48)GCCGGG>GGG p.A15del

Pat_30 Post-Resistance MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 12 66 c.1598_1599insGCAc.(1597-1599)CAA>CAGCAAp.533_533Q>QQ

Pat_30 Post-Resistance HSCB 150274 37 22 29140667 29140667 Frame_Shift_Del DEL C - 7 300 c.398delC c.(397-399)GCCfs p.A133fs

Pat_30 Post-Resistance MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 7 1546 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_30 Post-Resistance C22orf30 253143 37 22 32099549 32099549 Frame_Shift_Del DEL G - 7 574 c.5987delC c.(5986-5988)CCAfs p.P1996fs

Pat_30 Post-Resistance MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 16 275 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_30 Post-Resistance ADCY5 111 37 3 123167191 123167193 In_Frame_Del DEL GCT - 4 4 c.200_202delAGCc.(199-204)CAGCGC>CGC p.Q67del

Pat_30 Post-Resistance CXCL5 6374 37 4 74864215 74864217 In_Frame_Del DEL CAG - 2 4 c.82_84delCTG c.(82-84)CTGdel p.L28del

Pat_30 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 10 832 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_30 Post-Resistance SCUBE3 222663 37 6 35210453 35210453 Frame_Shift_Del DEL C - 8 670 c.1589delC c.(1588-1590)TCCfs p.S530fs

Pat_30 Post-Resistance BYSL 705 37 6 41900405 41900405 Frame_Shift_Del DEL C - 8 656 c.1275delC c.(1273-1275)GTCfs p.V425fs

Pat_30 Post-Resistance CNPY3 10695 37 6 42897358 42897360 In_Frame_Del DEL TGC - 9 73 c.50_52delTGC c.(49-54)TTGCTG>TTG p.17_18LL>L

Pat_30 Post-Resistance C6orf223 221416 37 6 43970503 43970504 In_Frame_Ins INS - GCG 11 77 c.369_370insGCG c.(367-372)insGCG p.132_133insA

Pat_30 Post-Resistance TNFRSF21 27242 37 6 47253989 47253989 Frame_Shift_Del DEL G - 8 1536 c.439delC c.(439-441)CATfs p.H147fs

Pat_30 Post-Resistance GARS 2617 37 7 30671998 30671998 Frame_Shift_Del DEL C - 7 389 c.2039delC c.(2038-2040)ACCfs p.T680fs

Pat_30 Post-Resistance AGFG2 3268 37 7 100161550 100161551 Frame_Shift_Ins INS - C 8 1285 c.1265_1266insC c.(1264-1266)TTCfs p.F422fs

Pat_30 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 67 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_30 Post-Resistance FLNC 2318 37 7 128480704 128480704 Frame_Shift_Del DEL G - 9 1330 c.1652delG c.(1651-1653)TGGfs p.W551fs

Pat_30 Post-Resistance ARHGEF5 7984 37 7 144075858 144075858 Frame_Shift_Del DEL C - 11 1561 c.4535delC c.(4534-4536)TCCfs p.S1512fs

Pat_30 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 10 1166 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_30 Post-Resistance NOS3 4846 37 7 150696157 150696157 Frame_Shift_Del DEL C - 8 1303 c.940delC c.(940-942)CCCfs p.P314fs

Pat_30 Post-Resistance CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 9 1308 c.68delA c.(67-69)AACfs p.N23fs

Pat_30 Post-Resistance LSM1 27257 37 8 38027393 38027393 Frame_Shift_Del DEL C - 8 1110 c.158delG c.(157-159)GGCfs p.G53fs

Pat_30 Post-Resistance TPD52 7163 37 8 80965625 80965625 Frame_Shift_Del DEL G - 7 203 c.296delC c.(295-297)GCAfs p.A99fs

Pat_30 Post-Resistance DDX58 23586 37 9 32466441 32466443 Splice_Site DEL TAT - 2 4 c.2186_splice c.e16-1 p.G729_splice

Pat_30 Post-Resistance TFE3 7030 37 X 48887806 48887808 In_Frame_Del DEL CCT - 7 233 c.1589_1591delAGGc.(1588-1593)GAGGGG>GGGp.E530del

Pat_31 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 9 765 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_31 Pre-Treatment BEND5 79656 37 1 49201967 49201967 Frame_Shift_Del DEL T - 7 255 c.1052delA c.(1051-1053)AAGfs p.K351fs

Pat_31 Pre-Treatment ST6GALNAC5 81849 37 1 77334292 77334293 In_Frame_Ins INS - CAGCAA 29 25 c.126_127insCAGCAAc.(124-129)insCAGCAA p.48_49insQQ

Pat_31 Pre-Treatment BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 8 422 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_31 Pre-Treatment PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 12 1434 c.716delA c.(715-717)GAAfs p.E239fs

Pat_31 Pre-Treatment TCHH 7062 37 1 152082301 152082303 In_Frame_Del DEL CTC - 10 868 c.3390_3392delGAGc.(3388-3393)AAGAGA>AAA p.R1133del

Pat_31 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 10 265 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_31 Pre-Treatment FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 11 1623 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_31 Pre-Treatment KCNN3 3782 37 1 154680586 154680588 In_Frame_Del DEL GCT - 7 208 c.2060_2062delAGCc.(2059-2064)CAGCTC>CTC p.Q687del

Pat_31 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 8 81 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_31 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 7 260 c.2186_2188delACCc.(2185-2190)CACCGG>CGG p.H729del

Pat_31 Pre-Treatment SHC1 6464 37 1 154942910 154942911 Frame_Shift_Ins INS - G 7 236 c.92_93insC c.(91-93)CCGfs p.P31fs

Pat_31 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 7 656 c.2029delG c.(2029-2031)GGGfs p.G677fs



Pat_31 Pre-Treatment NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 15 902 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_31 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 10 1048 c.259delG c.(259-261)GGGfs p.G87fs

Pat_31 Pre-Treatment PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 7 562 c.1058_1060delTGGc.(1057-1062)GTGGGT>GGT p.V353del

Pat_31 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 13 492 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_31 Pre-Treatment PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 9 575 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_31 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 17 359 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_31 Pre-Treatment PRG4 10216 37 1 186276643 186276645 In_Frame_Del DEL AAG - 7 774 c.1792_1794delAAG c.(1792-1794)AAGdel p.K599del

Pat_31 Pre-Treatment PPP1R15B 84919 37 1 204379335 204379335 Frame_Shift_Del DEL C - 10 187 c.1205delG c.(1204-1206)AGTfs p.S402fs

Pat_31 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 21 39c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_31 Pre-Treatment PTPN14 5784 37 1 214557049 214557051 In_Frame_Del DEL CCT - 10 221 c.2147_2149delAGGc.(2146-2151)GAGGCT>GCT p.E716del

Pat_31 Pre-Treatment MIA3 375056 37 1 222838784 222838785 Frame_Shift_Del DEL CC - 7 1664 c.5547_5548delCCc.(5545-5550)GGCCCAfs p.G1849fs

Pat_31 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 9 362 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_31 Pre-Treatment LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 18 675 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_31 Pre-Treatment FRG2B 441581 37 10 135438960 135438960 Frame_Shift_Del DEL C - 18 680 c.480delG c.(478-480)AGGfs p.R160fs

Pat_31 Pre-Treatment LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 11 775 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_31 Pre-Treatment FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 12 620 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_31 Pre-Treatment UVRAG 7405 37 11 75694430 75694431 Splice_Site INS - A 14 125 c.700_splice c.e8-1 p.K234_splice

Pat_31 Pre-Treatment CADM1 23705 37 11 115080312 115080314 In_Frame_Del DEL TGG - 7 212 c.1058_1060delCCAc.(1057-1062)ACCATC>ATC p.T353del

Pat_31 Pre-Treatment H2AFX 3014 37 11 118965823 118965823 Frame_Shift_Del DEL G - 8 751 c.282delC c.(280-282)CTCfs p.L94fs

Pat_31 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 30 991 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_31 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 12 1080 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_31 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 8 535 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_31 Pre-Treatment R3HDM2 22864 37 12 57674205 57674207 In_Frame_Del DEL TGC - 11 245 c.1236_1238delGCAc.(1234-1239)CAGCAA>CAAp.412_413QQ>Q

Pat_31 Pre-Treatment EP400 57634 37 12 132446446 132446448 In_Frame_Del DEL GAG - 9 306 c.1282_1284delGAG c.(1282-1284)GAGdel p.E437del

Pat_31 Pre-Treatment EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAA 8 295 c.8226_8227insCAA c.(8224-8229)insCAA p.2748_2749insQ

Pat_31 Pre-Treatment KBTBD7 84078 37 13 41768293 41768293 Frame_Shift_Del DEL A - 7 529 c.101delT c.(100-102)TTCfs p.F34fs

Pat_31 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 21 336 c.1503_1505delGCAc.(1501-1506)CAGCAA>CAAp.501_502QQ>Q

Pat_31 Pre-Treatment FARP1 10160 37 13 99092237 99092237 Frame_Shift_Del DEL G - 10 1272 c.2456delG c.(2455-2457)TGGfs p.W819fs

Pat_31 Pre-Treatment FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 11 696 c.607delG c.(607-609)GACfs p.D203fs

Pat_31 Pre-Treatment FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 10 119 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_31 Pre-Treatment APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 9 256 c.16delA c.(16-18)AAAfs p.K6fs

Pat_31 Pre-Treatment EXOC5 10640 37 14 57714403 57714403 Frame_Shift_Del DEL C - 4 7 c.55delG c.(55-57)GAAfs p.E19fs

Pat_31 Pre-Treatment PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 10 161 c.2145_2147delGGAc.(2143-2148)GAGGAC>GAC p.E715del

Pat_31 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 7 409 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_31 Pre-Treatment MEIS2 4212 37 15 37385874 37385874 Frame_Shift_Del DEL T - 7 944 c.547delA c.(547-549)ATGfs p.M183fs

Pat_31 Pre-Treatment HERC1 8925 37 15 63922683 63922683 Frame_Shift_Del DEL C - 7 1682 c.12948delG c.(12946-12948)GGGfs p.G4316fs

Pat_31 Pre-Treatment KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 7 475 c.360_362delTGGc.(358-363)GGTGGC>GGCp.120_121GG>G

Pat_31 Pre-Treatment C16orf88 400506 37 16 19725706 19725706 Frame_Shift_Del DEL T - 8 217 c.652delA c.(652-654)ATCfs p.I218fs

Pat_31 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL TCCACCCTCAGC - 14 77c.1440_1451delTCCACCCTCAGCc.(1438-1452)CTTCCACCCTCAGCT>CTTp.PPSA485del

Pat_31 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 9 289 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_31 Pre-Treatment CCDC135 84229 37 16 57731885 57731887 In_Frame_Del DEL GGA - 7 260 c.24_26delGGA c.(22-27)GTGGAG>GTG p.E13del

Pat_31 Pre-Treatment ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 11 783 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_31 Pre-Treatment ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 16 313 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_31 Pre-Treatment KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 17 439 c.359delC c.(358-360)ACCfs p.T120fs

Pat_31 Pre-Treatment YBX2 51087 37 17 7193599 7193599 Frame_Shift_Del DEL G - 7 681 c.715delC c.(715-717)CGGfs p.R239fs

Pat_31 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 547 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_31 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 142 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del



Pat_31 Pre-Treatment CHD3 1107 37 17 7798765 7798765 Frame_Shift_Del DEL C - 9 443 c.1612delC c.(1612-1614)CCCfs p.P538fs

Pat_31 Pre-Treatment PRR11 55771 37 17 57247171 57247171 Frame_Shift_Del DEL A - 11 218 c.58delA c.(58-60)AAAfs p.K20fs

Pat_31 Pre-Treatment USP36 57602 37 17 76795074 76795074 Frame_Shift_Del DEL G - 8 931 c.3156delC c.(3154-3156)GTCfs p.V1052fs

Pat_31 Pre-Treatment PIAS4 51588 37 19 4037775 4037777 In_Frame_Del DEL GAG - 9 47 c.1435_1437delGAG c.(1435-1437)GAGdel p.E487del

Pat_31 Pre-Treatment MLLT1 4298 37 19 6222272 6222274 In_Frame_Del DEL AGG - 8 127 c.968_970delCCT c.(967-972)TCCTTC>TTC p.S323del

Pat_31 Pre-Treatment GADD45GIP1 90480 37 19 13065273 13065275 In_Frame_Del DEL GCT - 8 306 c.416_418delAGCc.(415-420)CAGCGG>CGG p.Q139del

Pat_31 Pre-Treatment SFRS14 10147 37 19 19136394 19136394 Frame_Shift_Del DEL T - 8 342 c.763delA c.(763-765)ATAfs p.I255fs

Pat_31 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 12 1307 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_31 Pre-Treatment HAUS5 23354 37 19 36108990 36108990 Frame_Shift_Del DEL C - 7 882 c.714delC c.(712-714)CACfs p.H238fs

Pat_31 Pre-Treatment PSG1 5669 37 19 43382402 43382402 Frame_Shift_Del DEL G - 8 795 c.93delC c.(91-93)CCCfs p.P31fs

Pat_31 Pre-Treatment TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 10 761 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_31 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 9 181 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_31 Pre-Treatment RPL23AP32 56969 37 2 54756588 54756588 Frame_Shift_Del DEL A - 8 499 c.106delA c.(106-108)AAAfs p.K36fs

Pat_31 Pre-Treatment TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 9 357 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_31 Pre-Treatment ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 27 63 c.901_splice c.e8+2 p.V301_splice

Pat_31 Pre-Treatment MRPS9 64965 37 2 105713707 105713707 Frame_Shift_Del DEL G - 7 251 c.1024delG c.(1024-1026)GGAfs p.G342fs

Pat_31 Pre-Treatment CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 9 235 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_31 Pre-Treatment ALPP 250 37 2 233243529 233243531 In_Frame_Del DEL TGC - 7 125 c.17_19delTGC c.(16-21)ATGCTG>ATG p.L13del

Pat_31 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 9 432 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_31 Pre-Treatment ZMYND8 23613 37 20 45875072 45875072 Frame_Shift_Del DEL T - 7 589 c.1904delA c.(1903-1905)AAGfs p.K635fs

Pat_31 Pre-Treatment CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 9 1575 c.75delA c.(73-75)AAAfs p.K25fs

Pat_31 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 19 725 c.537delT c.(535-537)TTTfs p.F179fs

Pat_31 Pre-Treatment IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 9 1239 c.514delT c.(514-516)TTTfs p.F172fs

Pat_31 Pre-Treatment DNAJC28 54943 37 21 34860940 34860940 Frame_Shift_Del DEL G - 11 948 c.761delC c.(760-762)CCAfs p.P254fs

Pat_31 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 10 86 c.243delG c.(241-243)TGGfs p.W81fs

Pat_31 Pre-Treatment DGCR14 8220 37 22 19124913 19124913 Frame_Shift_Del DEL C - 7 940 c.958delG c.(958-960)GAGfs p.E320fs

Pat_31 Pre-Treatment MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 9 369 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_31 Pre-Treatment TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 8 323 c.5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_31 Pre-Treatment CCR3 1232 37 3 46306948 46306948 Frame_Shift_Del DEL T - 7 703 c.299delT c.(298-300)GTTfs p.V100fs

Pat_31 Pre-Treatment BSN 8927 37 3 49698670 49698670 Frame_Shift_Del DEL T - 7 249 c.9392delT c.(9391-9393)CTTfs p.L3131fs

Pat_31 Pre-Treatment SLCO2A1 6578 37 3 133670082 133670083 Frame_Shift_Ins INS - A 7 198 c.830_831insT c.(829-831)TTCfs p.F277fs

Pat_31 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 358 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_31 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 9 377 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_31 Pre-Treatment FRG1 2483 37 4 190878555 190878556 Frame_Shift_Ins INS - A 9 119 c.435_436insA c.(433-438)GGGAAAfs p.G145fs

Pat_31 Pre-Treatment MED10 84246 37 5 6374471 6374471 Frame_Shift_Del DEL T - 7 352 c.275delA c.(274-276)AATfs p.N92fs

Pat_31 Pre-Treatment C6 729 37 5 41160299 41160300 Frame_Shift_Del DEL AC - 8 491 c.1628_1629delGT c.(1627-1629)TGTfs p.C543fs

Pat_31 Pre-Treatment HAPLN1 1404 37 5 82937358 82937358 Frame_Shift_Del DEL T - 9 571 c.1022delA c.(1021-1023)AAGfs p.K341fs

Pat_31 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 9 30 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_31 Pre-Treatment KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 7 227 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_31 Pre-Treatment ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 27 41 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_31 Pre-Treatment BAT2 7916 37 6 31597338 31597340 In_Frame_Del DEL AGC - 8 915 c.1970_1972delAGCc.(1969-1974)AAGCAG>AAG p.Q661del

Pat_31 Pre-Treatment CYP21A2 1589 37 6 31975223 31975224 Frame_Shift_Ins INS - T 8 403 c.916_917insT c.(916-918)GTTfs p.V306fs

Pat_31 Pre-Treatment PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 7 401 c.678delA c.(676-678)TCAfs p.S226fs

Pat_31 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 7 880 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_31 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 7 1597 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_31 Pre-Treatment POM121 9883 37 7 72413723 72413724 In_Frame_Ins INS - CTC 13 201 c.3191_3192insCTCc.(3190-3192)TTC>TTCTCCp.1064_1065insS

Pat_31 Pre-Treatment PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 9 498 c.259_261delGAG c.(259-261)GAGdel p.E87del



Pat_31 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 8 794 c.796delG c.(796-798)GTCfs p.V266fs

Pat_31 Pre-Treatment FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 9 56 c.598_splice c.e6-1 p.Q200_splice

Pat_31 Pre-Treatment WASL 8976 37 7 123332839 123332841 In_Frame_Del DEL AGG - 7 179 c.907_909delCCT c.(907-909)CCTdel p.P303del

Pat_31 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 120 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_31 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 956 c.528delT c.(526-528)AATfs p.N176fs

Pat_31 Pre-Treatment CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 8 1275 c.68delA c.(67-69)AACfs p.N23fs

Pat_31 Pre-Treatment EPB49 2039 37 8 21926552 21926552 Frame_Shift_Del DEL C - 10 989 c.275delC c.(274-276)TCCfs p.S92fs

Pat_31 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 10 330 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_31 Pre-Treatment KIAA1967 57805 37 8 22473324 22473324 Frame_Shift_Del DEL C - 7 486 c.1507delC c.(1507-1509)CCCfs p.P503fs

Pat_31 Pre-Treatment CHD7 55636 37 8 61769038 61769040 In_Frame_Del DEL GGA - 10 118 c.7199_7201delGGAc.(7198-7203)CGGAGG>CGGp.2400_2401RR>R

Pat_31 Pre-Treatment KCNB2 9312 37 8 73479985 73479985 Frame_Shift_Del DEL C - 7 610 c.16delC c.(16-18)CCCfs p.P6fs

Pat_31 Pre-Treatment TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 9 361 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_31 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 7 41 c.1659_1661delGGAc.(1657-1662)GAGGAA>GAAp.553_554EE>E

Pat_31 Pre-Treatment MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 603 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_31 Pre-Treatment MAGEC1 9947 37 X 140994639 140994641 In_Frame_Del DEL CTC - 7 756 c.1449_1451delCTCc.(1447-1452)AGCTCC>AGCp.483_484SS>S

Pat_31 Pre-Treatment MAGEC1 9947 37 X 140995035 140995037 In_Frame_Del DEL TCT - 7 696 c.1845_1847delTCTc.(1843-1848)CCTCTT>CCT p.L616del

Pat_31 Post-Resistance SPEN 23013 37 1 16262465 16262466 Frame_Shift_Ins INS - C 7 98 c.9730_9731insC c.(9730-9732)ACCfs p.T3244fs

Pat_31 Post-Resistance NBPF1 55672 37 1 16918438 16918438 Frame_Shift_Del DEL G - 8 1302 c.79delC c.(79-81)CAGfs p.Q27fs

Pat_31 Post-Resistance PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 8 301 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_31 Post-Resistance ST6GALNAC5 81849 37 1 77334292 77334293 In_Frame_Ins INS - CAGCAA 23 22 c.126_127insCAGCAAc.(124-129)insCAGCAA p.48_49insQQ

Pat_31 Post-Resistance SPAG17 200162 37 1 118642274 118642274 Frame_Shift_Del DEL G - 7 605 c.784delC c.(784-786)CTGfs p.L262fs

Pat_31 Post-Resistance NOTCH2 4853 37 1 120458346 120458347 Frame_Shift_Del DEL CG - 17 813 c.6998_6999delCG c.(6997-6999)GCGfs p.A2333fs

Pat_31 Post-Resistance ECM1 1893 37 1 150483467 150483467 Frame_Shift_Del DEL C - 9 873 c.501delC c.(499-501)TTCfs p.F167fs

Pat_31 Post-Resistance NUP210L 91181 37 1 154026862 154026862 Frame_Shift_Del DEL G - 7 219 c.3325delC c.(3325-3327)CAGfs p.Q1109fs

Pat_31 Post-Resistance KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 17 199 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_31 Post-Resistance OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 7 702 c.259delG c.(259-261)GGGfs p.G87fs

Pat_31 Post-Resistance KCNJ9 3765 37 1 160054230 160054232 In_Frame_Del DEL TGC - 8 213 c.410_412delTGCc.(409-414)GTGCTG>GTG p.L141del

Pat_31 Post-Resistance HMCN1 83872 37 1 186050426 186050426 Frame_Shift_Del DEL C - 8 987 c.8687delC c.(8686-8688)TCCfs p.S2896fs

Pat_31 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 11 31c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_31 Post-Resistance URB2 9816 37 1 229771782 229771782 Frame_Shift_Del DEL G - 8 1101 c.1422delG c.(1420-1422)TTGfs p.L474fs

Pat_31 Post-Resistance CHRM3 1131 37 1 240072444 240072444 Frame_Shift_Del DEL A - 10 132 c.1693delA c.(1693-1695)AAAfs p.K565fs

Pat_31 Post-Resistance OR2M2 391194 37 1 248343440 248343441 Frame_Shift_Del DEL GG - 8 1323 c.153_154delGG c.(151-156)CTGGACfs p.L51fs

Pat_31 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 8 560 c.2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_31 Post-Resistance MTPAP 55149 37 10 30653930 30653932 In_Frame_Del DEL TCC - 8 135 c.250_252delGGA c.(250-252)GGAdel p.G84del

Pat_31 Post-Resistance CHST15 51363 37 10 125804296 125804296 Frame_Shift_Del DEL A - 4 8 c.686delT c.(685-687)TTCfs p.F229fs

Pat_31 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 8 41 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_31 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 10 155 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_31 Post-Resistance PRDM10 56980 37 11 129827738 129827738 Frame_Shift_Del DEL G - 7 1265 c.137delC c.(136-138)CCAfs p.P46fs

Pat_31 Post-Resistance PRPF40B 25766 37 12 50027673 50027675 In_Frame_Del DEL CAG - 7 392 c.544_546delCAG c.(544-546)CAGdel p.Q185del

Pat_31 Post-Resistance GEFT 115557 37 12 58005763 58005763 Frame_Shift_Del DEL G - 8 196 c.86delG c.(85-87)CGGfs p.R29fs

Pat_31 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 10 207 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_31 Post-Resistance PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 8 136 c.2145_2147delGGAc.(2143-2148)GAGGAC>GAC p.E715del

Pat_31 Post-Resistance HERC2 8924 37 15 28518115 28518115 Frame_Shift_Del DEL C - 19 239 c.836delG c.(835-837)GGAfs p.G279fs

Pat_31 Post-Resistance THBS1 7057 37 15 39881489 39881489 Frame_Shift_Del DEL C - 8 749 c.1860delC c.(1858-1860)TGCfs p.C620fs

Pat_31 Post-Resistance SHC4 399694 37 15 49254948 49254948 Frame_Shift_Del DEL G - 10 401 c.265delC c.(265-267)CGCfs p.R89fs

Pat_31 Post-Resistance CPEB1 64506 37 15 83224645 83224646 Frame_Shift_Del DEL CT - 7 183 c.1013_1014delAG c.(1012-1014)GAGfs p.E338fs

Pat_31 Post-Resistance C16orf79 283870 37 16 2260586 2260588 In_Frame_Del DEL CAG - 7 44 c.115_117delCTG c.(115-117)CTGdel p.L39del



Pat_31 Post-Resistance RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 11 92 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_31 Post-Resistance LRRC36 55282 37 16 67409220 67409220 Frame_Shift_Del DEL C - 8 1339 c.1565delC c.(1564-1566)ACCfs p.T522fs

Pat_31 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 10 1012 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_31 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 14 358 c.359delC c.(358-360)ACCfs p.T120fs

Pat_31 Post-Resistance PELP1 27043 37 17 4575894 4575894 Frame_Shift_Del DEL G - 9 154 c.2392delC c.(2392-2394)CTGfs p.L798fs

Pat_31 Post-Resistance PELP1 27043 37 17 4607293 4607295 In_Frame_Del DEL CAG - 12 862 c.112_114delCTG c.(112-114)CTGdel p.L38del

Pat_31 Post-Resistance DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 7 228 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_31 Post-Resistance PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 9 770 c.725delG c.(724-726)GGCfs p.G242fs

Pat_31 Post-Resistance CHD3 1107 37 17 7788146 7788148 In_Frame_Del DEL GAG - 10 87 c.22_24delGAG c.(22-24)GAGdel p.E14del

Pat_31 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 7 582 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_31 Post-Resistance KCNH4 23415 37 17 40328259 40328259 Frame_Shift_Del DEL C - 10 393 c.642delG c.(640-642)GGGfs p.G214fs

Pat_31 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 313 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_31 Post-Resistance CBX4 8535 37 17 77808241 77808243 In_Frame_Del DEL GTG - 11 103 c.1198_1200delCAC c.(1198-1200)CACdel p.H400del

Pat_31 Post-Resistance LRG1 116844 37 19 4538890 4538890 Frame_Shift_Del DEL C - 7 276 c.106delG c.(106-108)GTCfs p.V36fs

Pat_31 Post-Resistance SLC25A41 284427 37 19 6433605 6433605 Frame_Shift_Del DEL G - 8 173 c.100delC c.(100-102)CAAfs p.Q34fs

Pat_31 Post-Resistance MCOLN1 57192 37 19 7592423 7592423 Frame_Shift_Del DEL C - 8 914 c.589delC c.(589-591)CCCfs p.P197fs

Pat_31 Post-Resistance MYO1F 4542 37 19 8595361 8595361 Frame_Shift_Del DEL C - 7 1167 c.2140delG c.(2140-2142)GAGfs p.E714fs

Pat_31 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 8 449 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_31 Post-Resistance BCL3 602 37 19 45262726 45262726 Frame_Shift_Del DEL C - 7 1428 c.1219delC c.(1219-1221)CCCfs p.P407fs

Pat_31 Post-Resistance RELB 5971 37 19 45540824 45540824 Frame_Shift_Del DEL C - 4 7 c.1516delC c.(1516-1518)CCCfs p.P506fs

Pat_31 Post-Resistance HRC 3270 37 19 49656769 49656771 In_Frame_Del DEL CCT - 7 58 c.1724_1726delAGGc.(1723-1728)GAGGGG>GGGp.E575del

Pat_31 Post-Resistance TBC1D17 79735 37 19 50385312 50385312 Frame_Shift_Del DEL C - 7 2268 c.542delC c.(541-543)TCCfs p.S181fs

Pat_31 Post-Resistance SIGLEC9 27180 37 19 51628233 51628235 In_Frame_Del DEL TGC - 7 114 c.2_4delTGC c.(1-6)ATGCTG>ATG p.L6del

Pat_31 Post-Resistance BRE 9577 37 2 28521301 28521301 Frame_Shift_Del DEL A - 7 350 c.1031delA c.(1030-1032)CAAfs p.Q344fs

Pat_31 Post-Resistance HK2 3099 37 2 75061739 75061740 Frame_Shift_Del DEL TC - 11 816 c.32_33delTC c.(31-33)TTCfs p.F11fs

Pat_31 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 17 471 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_31 Post-Resistance MED15 51586 37 22 20918793 20918795 In_Frame_Del DEL CAG - 8 183 c.508_510delCAG c.(508-510)CAGdel p.Q174del

Pat_31 Post-Resistance PI4KA 5297 37 22 21064242 21064242 Frame_Shift_Del DEL C - 8 373 c.5953delG c.(5953-5955)GACfs p.D1985fs

Pat_31 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 11 380 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_31 Post-Resistance POLR2F 5435 37 22 38363691 38363691 Frame_Shift_Del DEL G - 7 891 c.353delG c.(352-354)TGGfs p.W118fs

Pat_31 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 1087 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_31 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 10 199 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_31 Post-Resistance CRIPAK 285464 37 4 1388530 1388531 Frame_Shift_Ins INS - CA 12 1495 c.231_232insCA c.(229-234)GCTCATfs p.A77fs

Pat_31 Post-Resistance CRIPAK 285464 37 4 1388993 1388994 Frame_Shift_Del DEL CA - 14 1562 c.694_695delCA c.(694-696)CACfs p.H232fs

Pat_31 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 95 c.792delT c.(790-792)TTTfs p.F264fs

Pat_31 Post-Resistance SPRY1 10252 37 4 124322763 124322763 Frame_Shift_Del DEL A - 8 843 c.17delA c.(16-18)CAAfs p.Q6fs

Pat_31 Post-Resistance RGS14 10636 37 5 176798525 176798525 Frame_Shift_Del DEL C - 9 904 c.1433delC c.(1432-1434)TCCfs p.S478fs

Pat_31 Post-Resistance ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 30 57 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_31 Post-Resistance REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 9 787 c.422delA c.(421-423)AAGfs p.K141fs

Pat_31 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 7 600 c.3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_31 Post-Resistance STK31 56164 37 7 23809306 23809306 Frame_Shift_Del DEL G - 7 303 c.1644delG c.(1642-1644)ATGfs p.M548fs

Pat_31 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 10 355 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_31 Post-Resistance MEPCE 56257 37 7 100028067 100028068 Frame_Shift_Ins INS - G 7 114 c.426_427insG c.(424-429)CCTGGGfs p.P142fs

Pat_31 Post-Resistance FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 10 52 c.598_splice c.e6-1 p.Q200_splice

Pat_31 Post-Resistance RBM28 55131 37 7 127964714 127964715 Frame_Shift_Del DEL TG - 8 1595 c.1236_1237delCA c.(1234-1239)CTCAAGfs p.L412fs

Pat_31 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 14 482 c.528delT c.(526-528)AATfs p.N176fs

Pat_31 Post-Resistance PAXIP1 22976 37 7 154760670 154760672 In_Frame_Del DEL TGC - 8 49 c.1239_1241delGCAc.(1237-1242)CAGCAC>CAC p.Q413del



Pat_31 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 10 498 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_31 Post-Resistance NEFM 4741 37 8 24771483 24771483 Frame_Shift_Del DEL G - 7 502 c.177delG c.(175-177)CCGfs p.P59fs

Pat_31 Post-Resistance GOT1L1 137362 37 8 37791958 37791958 Frame_Shift_Del DEL G - 8 1097 c.1119delC c.(1117-1119)CCCfs p.P373fs

Pat_31 Post-Resistance SDCBP 6386 37 8 59484810 59484811 Frame_Shift_Del DEL GA - 8 834 c.177_178delGA c.(175-180)CTGAGTfs p.L59fs

Pat_31 Post-Resistance CHD7 55636 37 8 61769038 61769040 In_Frame_Del DEL GGA - 8 97 c.7199_7201delGGAc.(7198-7203)CGGAGG>CGGp.2400_2401RR>R

Pat_31 Post-Resistance ZFHX4 79776 37 8 77775449 77775451 In_Frame_Del DEL CCT - 8 68 c.9364_9366delCCT c.(9364-9366)CCTdel p.P3128del

Pat_31 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 8 393 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_31 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 7 94 c.2637_2639delCTCc.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_31 Post-Resistance CYC1 1537 37 8 145151068 145151068 Frame_Shift_Del DEL C - 7 1144 c.368delC c.(367-369)TCCfs p.S123fs

Pat_31 Post-Resistance FAM75A6 389730 37 9 43625017 43625017 Frame_Shift_Del DEL G - 11 719 c.3670delC c.(3670-3672)CATfs p.H1224fs

Pat_31 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 15 94 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_31 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 9 441 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_32 Pre-Treatment NBPF1 55672 37 1 16892147 16892147 Frame_Shift_Del DEL G - 11 1848 c.3270delC c.(3268-3270)GGCfs p.G1090fs

Pat_32 Pre-Treatment EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 189 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_32 Pre-Treatment SDC3 9672 37 1 31347370 31347370 Frame_Shift_Del DEL C - 7 553 c.936delG c.(934-936)GGGfs p.G312fs

Pat_32 Pre-Treatment MAP7D1 55700 37 1 36636587 36636587 Frame_Shift_Del DEL C - 8 307 c.62delC c.(61-63)ACCfs p.T21fs

Pat_32 Pre-Treatment HIAT1 64645 37 1 100534122 100534122 Frame_Shift_Del DEL T - 7 137 c.799delT c.(799-801)TTTfs p.F267fs

Pat_32 Pre-Treatment C1orf189 388701 37 1 154171938 154171939 Frame_Shift_Del DEL GA - 7 529 c.270_271delTC c.(268-273)AATCAGfs p.N90fs

Pat_32 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 8 196 c.865delC c.(865-867)CTCfs p.L289fs

Pat_32 Pre-Treatment HMCN1 83872 37 1 186151356 186151356 Frame_Shift_Del DEL G - 8 240 c.16351delG c.(16351-16353)GGAfs p.G5451fs

Pat_32 Pre-Treatment CDC42BPA 8476 37 1 227257519 227257519 Frame_Shift_Del DEL C - 8 174 c.2863delG c.(2863-2865)GCAfs p.A955fs

Pat_32 Pre-Treatment ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 9 249 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_32 Pre-Treatment LDB3 11155 37 10 88439241 88439242 Frame_Shift_Del DEL TC - 40 75 c.211_212delTC c.(211-213)TCTfs p.S71fs

Pat_32 Pre-Treatment PDE3B 5140 37 11 14666110 14666110 Frame_Shift_Del DEL G - 6 13 c.489delG c.(487-489)CTGfs p.L163fs

Pat_32 Pre-Treatment C11orf9 745 37 11 61539013 61539013 Frame_Shift_Del DEL C - 7 216 c.782delC c.(781-783)TCCfs p.S261fs

Pat_32 Pre-Treatment SLC25A45 283130 37 11 65146856 65146856 Frame_Shift_Del DEL C - 7 331 c.330delG c.(328-330)GGGfs p.G110fs

Pat_32 Pre-Treatment NDUFV1 4723 37 11 67377888 67377889 Frame_Shift_Del DEL GG - 7 459 c.547_548delGG c.(547-549)GGCfs p.G183fs

Pat_32 Pre-Treatment C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 7 549 c.294delG c.(292-294)GGGfs p.G98fs

Pat_32 Pre-Treatment SPTBN5 51332 37 15 42159187 42159187 Frame_Shift_Del DEL C - 4 4 c.6345delG c.(6343-6345)CTGfs p.L2115fs

Pat_32 Pre-Treatment BLM 641 37 15 91304286 91304288 In_Frame_Del DEL TGA - 11 306 c.1683_1685delTGAc.(1681-1686)TTTGAT>TTT p.D566del

Pat_32 Pre-Treatment DHX33 56919 37 17 5365825 5365825 Frame_Shift_Del DEL G - 8 428 c.492delC c.(490-492)GACfs p.D164fs

Pat_32 Pre-Treatment NUFIP2 57532 37 17 27620990 27620992 In_Frame_Del DEL GCT - 7 91 c.86_88delAGC c.(85-90)CAGCCG>CCG p.Q29del

Pat_32 Pre-Treatment STXBP4 252983 37 17 53068301 53068301 Frame_Shift_Del DEL G - 45 120 c.163delG c.(163-165)GGAfs p.G55fs

Pat_32 Pre-Treatment ELAC1 55520 37 18 48510487 48510488 Frame_Shift_Ins INS - CA 31 74 c.179_180insCA c.(178-180)ATCfs p.I60fs

Pat_32 Pre-Treatment SMAD4 4089 37 18 48584514 48584514 Frame_Shift_Del DEL G - 8 107 c.687delG c.(685-687)CTGfs p.L229fs

Pat_32 Pre-Treatment DOHH 83475 37 19 3492277 3492278 Frame_Shift_Del DEL GC - 4 9 c.571_572delGC c.(571-573)GCCfs p.A191fs

Pat_32 Pre-Treatment CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 13 89 c.1005_1007delGCAc.(1003-1008)CAGCAA>CAAp.335_336QQ>Q

Pat_32 Pre-Treatment SPTBN4 57731 37 19 41060321 41060322 Frame_Shift_Del DEL AC - 2 4 c.4943_4944delAC c.(4942-4944)GACfs p.D1648fs

Pat_32 Pre-Treatment ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 5 9 c.1097_1098insCGGc.(1096-1098)GGG>GGCGGGp.366_366G>GG

Pat_32 Pre-Treatment AGBL5 60509 37 2 27278901 27278901 Frame_Shift_Del DEL C - 9 647 c.1260delC c.(1258-1260)ATCfs p.I420fs

Pat_32 Pre-Treatment GTF3C2 2976 37 2 27559092 27559092 Frame_Shift_Del DEL C - 8 250 c.1328delG c.(1327-1329)GGCfs p.G443fs

Pat_32 Pre-Treatment GCC2 9648 37 2 109087832 109087832 Frame_Shift_Del DEL T - 7 254 c.2047delT c.(2047-2049)TTGfs p.L683fs

Pat_32 Pre-Treatment CCDC150 284992 37 2 197596853 197596853 Frame_Shift_Del DEL G - 9 133 c.3166delG c.(3166-3168)GGGfs p.G1056fs

Pat_32 Pre-Treatment TRPM8 79054 37 2 234879010 234879010 Frame_Shift_Del DEL C - 10 978 c.2295delC c.(2293-2295)CACfs p.H765fs

Pat_32 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 897 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_32 Pre-Treatment CEBPB 1051 37 20 48807612 48807614 In_Frame_Del DEL GCC - 8 277 c.42_44delGCC c.(40-45)CTGCCG>CTG p.P19del

Pat_32 Pre-Treatment SLMO2 51012 37 20 57613630 57613630 Frame_Shift_Del DEL G - 8 1184 c.92delC c.(91-93)CCAfs p.P31fs



Pat_32 Pre-Treatment SLC17A9 63910 37 20 61594045 61594045 Frame_Shift_Del DEL C - 7 441 c.567delC c.(565-567)TTCfs p.F189fs

Pat_32 Pre-Treatment KCNE2 9992 37 21 35742893 35742893 Frame_Shift_Del DEL C - 7 456 c.116delC c.(115-117)GCCfs p.A39fs

Pat_32 Pre-Treatment PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 8 173 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_32 Pre-Treatment C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 8 461 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_32 Pre-Treatment MCAT 27349 37 22 43537228 43537230 In_Frame_Del DEL CAG - 7 576 c.449_451delCTGc.(448-453)GCTGGA>GGA p.A150del

Pat_32 Pre-Treatment CELSR3 1951 37 3 48698223 48698224 Frame_Shift_Del DEL CT - 8 53 c.1844_1845delAG c.(1843-1845)GAGfs p.E615fs

Pat_32 Pre-Treatment GSK3B 2932 37 3 119624606 119624606 Frame_Shift_Del DEL A - 10 638 c.809delT c.(808-810)ATCfs p.I270fs

Pat_32 Pre-Treatment TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 10 198 c.1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_32 Pre-Treatment FGFRL1 53834 37 4 1019055 1019056 Frame_Shift_Del DEL CA - 8 9 c.1435_1436delCA c.(1435-1437)CACfs p.H479fs

Pat_32 Pre-Treatment CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 8 831 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_32 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 8 225 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_32 Pre-Treatment EPHA5 2044 37 4 66213776 66213777 Frame_Shift_Del DEL TG - 8 425 c.2653_2654delCA c.(2653-2655)CAAfs p.Q885fs

Pat_32 Pre-Treatment C5orf35 133383 37 5 56208946 56208946 Frame_Shift_Del DEL C - 7 308 c.575delC c.(574-576)TCAfs p.S192fs

Pat_32 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 8 73 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_32 Pre-Treatment PCDHB4 56131 37 5 140502607 140502607 Frame_Shift_Del DEL C - 8 316 c.1027delC c.(1027-1029)CCCfs p.P343fs

Pat_32 Pre-Treatment SPRY4 81848 37 5 141694361 141694363 In_Frame_Del DEL TGC - 9 416 c.311_313delGCAc.(310-315)AGCACA>ACA p.S104del

Pat_32 Pre-Treatment RBM27 54439 37 5 145647319 145647320 Frame_Shift_Ins INS - A 7 74 c.2439_2440insA c.(2437-2442)CTTAAAfs p.L813fs

Pat_32 Pre-Treatment C6orf134 79969 37 6 30610757 30610757 Frame_Shift_Del DEL G - 7 462 c.937delG c.(937-939)GGGfs p.G313fs

Pat_32 Pre-Treatment DAXX 1616 37 6 33288519 33288520 Frame_Shift_Del DEL TA - 8 452 c.1032_1033delTA c.(1030-1035)TATAGGfs p.Y344fs

Pat_32 Pre-Treatment SRPK1 6732 37 6 35888274 35888274 Frame_Shift_Del DEL G - 8 446 c.45delC c.(43-45)ACCfs p.T15fs

Pat_32 Pre-Treatment TNRC18 84629 37 7 5352831 5352833 In_Frame_Del DEL CTG - 5 6 c.7689_7691delCAGc.(7687-7692)AGCAGT>AGTp.2563_2564SS>S

Pat_32 Pre-Treatment NEUROD6 63974 37 7 31378634 31378635 Frame_Shift_Ins INS - T 10 301 c.248_249insA c.(247-249)AAGfs p.K83fs

Pat_32 Pre-Treatment LIMK1 3984 37 7 73510992 73510993 Frame_Shift_Del DEL GA - 8 311 c.193_194delGA c.(193-195)GAGfs p.E65fs

Pat_32 Pre-Treatment PRKRIP1 79706 37 7 102065517 102065519 In_Frame_Del DEL GAG - 8 209 c.514_516delGAG c.(514-516)GAGdel p.E176del

Pat_32 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 8 815 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_32 Pre-Treatment PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 8 422 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_32 Pre-Treatment EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 8 378 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_32 Pre-Treatment TSTA3 7264 37 8 144696820 144696820 Frame_Shift_Del DEL G - 8 288 c.438delC c.(436-438)GCCfs p.A146fs

Pat_32 Pre-Treatment HABP4 22927 37 9 99212888 99212889 Frame_Shift_Ins INS - G 4 2 c.327_328insG c.(325-330)CCCGGGfs p.P109fs

Pat_32 Pre-Treatment NUP188 23511 37 9 131742947 131742949 In_Frame_Del DEL CTC - 7 211 c.1332_1334delCTCc.(1330-1335)CTCTCC>CTC p.S445del

Pat_32 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 7 321 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_32 Pre-Treatment HCFC1 3054 37 X 153228755 153228755 Frame_Shift_Del DEL T - 7 622 c.633delA c.(631-633)AAAfs p.K211fs

Pat_32 Post-Resistance TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 8 576 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_32 Post-Resistance SPEN 23013 37 1 16255142 16255143 Frame_Shift_Del DEL GA - 7 281 c.2407_2408delGA c.(2407-2409)GAGfs p.E803fs

Pat_32 Post-Resistance FUCA1 2517 37 1 24192052 24192053 Frame_Shift_Del DEL CC - 8 369 c.452_453delGG c.(451-453)TGGfs p.W151fs

Pat_32 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 11 261 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_32 Post-Resistance MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 9 742 c.4239_4241delGGAc.(4237-4242)CTGGAG>CTGp.E1417del

Pat_32 Post-Resistance MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 10 683 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_32 Post-Resistance WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 7 417 c.89delA c.(88-90)AAGfs p.K30fs

Pat_32 Post-Resistance ZRANB2 9406 37 1 71536533 71536533 Frame_Shift_Del DEL G - 8 1363 c.660delC c.(658-660)CCCfs p.P220fs

Pat_32 Post-Resistance TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 7 113 c.1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_32 Post-Resistance RPTN 126638 37 1 152128709 152128712 Frame_Shift_Del DEL TGTC - 9 2069 c.863_866delGACA c.(862-867)AGACAAfs p.R288fs

Pat_32 Post-Resistance FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 7 1240 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_32 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 12 364 c.865delC c.(865-867)CTCfs p.L289fs

Pat_32 Post-Resistance OR10R2 343406 37 1 158450570 158450571 Frame_Shift_Del DEL CA - 7 539 c.903_904delCA c.(901-906)GTCACTfs p.V301fs

Pat_32 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 7 523 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_32 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 15 290 c.1523_1525delCCAc.(1522-1527)CCCACC>CCC p.T511del



Pat_32 Post-Resistance PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 9 159 c.4320_4322delGCCc.(4318-4323)CCGCCT>CCTp.1440_1441PP>P

Pat_32 Post-Resistance LDB3 11155 37 10 88439241 88439242 Frame_Shift_Del DEL TC - 42 105 c.211_212delTC c.(211-213)TCTfs p.S71fs

Pat_32 Post-Resistance HELLS 3070 37 10 96331163 96331163 Frame_Shift_Del DEL A - 7 148 c.454delA c.(454-456)AAAfs p.K152fs

Pat_32 Post-Resistance LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 8 325 c.647delG c.(646-648)AGGfs p.R216fs

Pat_32 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 7 308 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_32 Post-Resistance TMEM132A 54972 37 11 60695118 60695118 Frame_Shift_Del DEL C - 8 450 c.321delC c.(319-321)GTCfs p.V107fs

Pat_32 Post-Resistance STX5 6811 37 11 62598584 62598585 Frame_Shift_Ins INS - G 7 35 c.131_132insC c.(130-132)CCAfs p.P44fs

Pat_32 Post-Resistance KDM2A 22992 37 11 67018079 67018081 In_Frame_Del DEL GAG - 7 48 c.2578_2580delGAG c.(2578-2580)GAGdel p.E866del

Pat_32 Post-Resistance PRB2 653247 37 12 11546419 11546421 In_Frame_Del DEL GGA - 9 189 c.591_593delTCCc.(589-594)CCTCCA>CCAp.197_198PP>P

Pat_32 Post-Resistance PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 16 609 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_32 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 9 551 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_32 Post-Resistance PRB2 653247 37 12 11546856 11546858 In_Frame_Del DEL AGA - 10 420 c.154_156delTCT c.(154-156)TCTdel p.S52del

Pat_32 Post-Resistance LGR5 8549 37 12 71960435 71960436 Frame_Shift_Ins INS - A 8 542 c.953_954insA c.(952-954)ATAfs p.I318fs

Pat_32 Post-Resistance DCLK1 9201 37 13 36367554 36367554 Frame_Shift_Del DEL G - 8 441 c.2007delC c.(2005-2007)TTCfs p.F669fs

Pat_32 Post-Resistance FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 7 41 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_32 Post-Resistance NAA30 122830 37 14 57858199 57858201 In_Frame_Del DEL AGG - 4 9 c.524_526delAGGc.(523-528)CAGGAG>CAG p.E180del

Pat_32 Post-Resistance BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 7 34 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_32 Post-Resistance CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 221 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_32 Post-Resistance NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 7 49 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_32 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 10 221 c.359delC c.(358-360)ACCfs p.T120fs

Pat_32 Post-Resistance STXBP4 252983 37 17 53068301 53068301 Frame_Shift_Del DEL G - 106 57 c.163delG c.(163-165)GGAfs p.G55fs

Pat_32 Post-Resistance CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 18 99 c.1005_1007delGCAc.(1003-1008)CAGCAA>CAAp.335_336QQ>Q

Pat_32 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 13 528 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_32 Post-Resistance ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 5 4 c.1097_1098insCGGc.(1096-1098)GGG>GGCGGGp.366_366G>GG

Pat_32 Post-Resistance GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 8 244 c.1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_32 Post-Resistance SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 1385 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_32 Post-Resistance PREX1 57580 37 20 47361666 47361667 Frame_Shift_Del DEL CG - 8 2053 c.309_310delCG c.(307-312)ATCGAAfs p.I103fs

Pat_32 Post-Resistance DDX27 55661 37 20 47858504 47858504 Frame_Shift_Del DEL A - 7 285 c.2065delA c.(2065-2067)AAAfs p.K689fs

Pat_32 Post-Resistance SLMO2 51012 37 20 57613630 57613630 Frame_Shift_Del DEL G - 11 1889 c.92delC c.(91-93)CCAfs p.P31fs

Pat_32 Post-Resistance TIAM1 7074 37 21 32595809 32595809 Frame_Shift_Del DEL G - 7 417 c.1908delC c.(1906-1908)CCCfs p.P636fs

Pat_32 Post-Resistance PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 10 252 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_32 Post-Resistance DIP2A 23181 37 21 47987309 47987311 In_Frame_Del DEL TGG - 7 546 c.4490_4492delTGGc.(4489-4494)CTGGTG>CTGp.V1501del

Pat_32 Post-Resistance MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 8 38 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_32 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 344 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_32 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 492 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_32 Post-Resistance WDR6 11180 37 3 49051381 49051382 Frame_Shift_Ins INS - G 9 132 c.2504_2505insG c.(2503-2505)GCGfs p.A835fs

Pat_32 Post-Resistance BBX 56987 37 3 107497243 107497244 Frame_Shift_Ins INS - A 7 245 c.2080_2081insA c.(2080-2082)GAAfs p.E694fs

Pat_32 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 10 211 c.1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_32 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 7 318 c.2471_2473delAGGc.(2470-2475)AAGGAG>AAG p.E828del

Pat_32 Post-Resistance TMEM175 84286 37 4 946206 946207 Frame_Shift_Del DEL TG - 9 426 c.430_431delTG c.(430-432)TGTfs p.C144fs

Pat_32 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 7 1180 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_32 Post-Resistance CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 12 1319 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_32 Post-Resistance C4orf23 152992 37 4 8470022 8470022 Frame_Shift_Del DEL T - 8 451 c.1189delT c.(1189-1191)TTAfs p.L397fs

Pat_32 Post-Resistance BOD1L 259282 37 4 13603546 13603547 Frame_Shift_Del DEL CA - 7 1117 c.4977_4978delTG c.(4975-4980)TCTGAAfs p.S1659fs

Pat_32 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 10 840 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_32 Post-Resistance KLF3 51274 37 4 38691496 38691496 Frame_Shift_Del DEL C - 7 1001 c.691delC c.(691-693)CAAfs p.Q231fs

Pat_32 Post-Resistance MTHFD2L 441024 37 4 75167509 75167509 Frame_Shift_Del DEL A - 7 268 c.1027delA c.(1027-1029)AAAfs p.K343fs



Pat_32 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 8 1729 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_32 Post-Resistance EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 8 503 c.227delT c.(226-228)CTTfs p.L76fs

Pat_32 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 11 161 c.2274_2276delCTGc.(2272-2277)CTCTGC>CTC p.C763del

Pat_32 Post-Resistance POU4F2 5458 37 4 147561241 147561243 In_Frame_Del DEL CAC - 11 85 c.511_513delCAC c.(511-513)CACdel p.H182del

Pat_32 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 9 472 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_32 Post-Resistance SYNJ2 8871 37 6 158508009 158508009 Frame_Shift_Del DEL C - 7 135 c.3331delC c.(3331-3333)CCCfs p.P1111fs

Pat_32 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 7 1346 c.611delC c.(610-612)GCCfs p.A204fs

Pat_32 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 1184 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_32 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 7 145 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_32 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 171 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_32 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 11 201 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_32 Post-Resistance SAMD9L 219285 37 7 92761061 92761061 Frame_Shift_Del DEL T - 10 918 c.4224delA c.(4222-4224)AAAfs p.K1408fs

Pat_32 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 7 507 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_32 Post-Resistance GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 8 870 c.796delG c.(796-798)GTCfs p.V266fs

Pat_32 Post-Resistance PRKRIP1 79706 37 7 102065517 102065519 In_Frame_Del DEL GAG - 9 305 c.514_516delGAG c.(514-516)GAGdel p.E176del

Pat_32 Post-Resistance PAXIP1 22976 37 7 154760670 154760672 In_Frame_Del DEL TGC - 9 44 c.1239_1241delGCAc.(1237-1242)CAGCAC>CAC p.Q413del

Pat_32 Post-Resistance DLC1 10395 37 8 12957611 12957613 In_Frame_Del DEL GCT - 10 124 c.2233_2235delAGC c.(2233-2235)AGCdel p.S745del

Pat_32 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 689 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_32 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 152 c.2748_2750delGGAc.(2746-2751)GAGGAA>GAAp.916_917EE>E

Pat_32 Post-Resistance PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 22 175 c.570_splice c.e3+1 p.E190_splice

Pat_32 Post-Resistance ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 11 186 c.1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_32 Post-Resistance NHS 4810 37 X 17742525 17742525 Frame_Shift_Del DEL C - 8 688 c.1152delC c.(1150-1152)ATCfs p.I384fs

Pat_32 Post-Resistance ACOT9 23597 37 X 23754034 23754034 Splice_Site DEL G - 7 1066 c.118_splice c.e2+1 p.V40_splice

Pat_32 Post-Resistance DUSP21 63904 37 X 44703633 44703634 Frame_Shift_Del DEL TG - 20 519 c.255_256delTG c.(253-258)TTTGACfs p.F85fs

Pat_32 Post-Resistance ZNF630 57232 37 X 47920326 47920327 Splice_Site DEL TA - 8 716 c.16_splice c.e3-1 p.E6_splice

Pat_32 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DELTCCTCGAGGCAGCC - 12 43

Pat_32 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 7 274 c.7317_7319delGGAc.(7315-7320)GAGGAA>GAAp.2439_2440EE>E

Pat_32 Post-Resistance HEPH 9843 37 X 65390435 65390435 Frame_Shift_Del DEL G - 25 175 c.32delG c.(31-33)TGGfs p.W11fs

Pat_32 Post-Resistance TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 9 332 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_32 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 896 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_32 Post-Resistance BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 19 623 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_32 Post-Resistance FRMD7 90167 37 X 131231343 131231343 Frame_Shift_Del DEL C - 8 1556 c.235delG c.(235-237)GTGfs p.V79fs

Pat_32 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 10 644 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_36 Post-Resistance PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 7 309 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_36 Post-Resistance DNAJC11 55735 37 1 6727803 6727804 Frame_Shift_Del DEL TC - 7 45 c.343_344delGA c.(343-345)GAAfs p.E115fs

Pat_36 Post-Resistance VAMP3 9341 37 1 7838212 7838214 In_Frame_Del DEL TCA - 8 468 c.266_268delTCA c.(265-270)TTCATC>TTC p.I94del

Pat_36 Post-Resistance GRIK3 2899 37 1 37324835 37324835 Frame_Shift_Del DEL C - 7 355 c.978delG c.(976-978)CTGfs p.L326fs

Pat_36 Post-Resistance EIF2B3 8891 37 1 45407181 45407182 Frame_Shift_Ins INS - T 7 233 c.450_451insA c.(448-453)AAAGCAfs p.K150fs

Pat_36 Post-Resistance MIER1 57708 37 1 67447526 67447526 Frame_Shift_Del DEL C - 7 512 c.1294delC c.(1294-1296)CCCfs p.P432fs

Pat_36 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 12 196 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_36 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 11 676 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_36 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 8 257 c.136delA c.(136-138)ATAfs p.I46fs

Pat_36 Post-Resistance ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 14 532 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_36 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 230 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_36 Post-Resistance COL11A1 1301 37 1 103348792 103348792 Frame_Shift_Del DEL C - 7 473 c.4934delG c.(4933-4935)GGTfs p.G1645fs

Pat_36 Post-Resistance SLC16A4 9122 37 1 110906427 110906427 Frame_Shift_Del DEL A - 8 163 c.1425delT c.(1423-1425)TTTfs p.F475fs

Pat_36 Post-Resistance SYCP1 6847 37 1 115537600 115537601 Frame_Shift_Ins INS - A 19 141 c.2891_2892insA c.(2890-2892)AGAfs p.R964fs



Pat_36 Post-Resistance HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 8 174 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_36 Post-Resistance ADAMTSL4 54507 37 1 150526141 150526141 Frame_Shift_Del DEL C - 7 429 c.674delC c.(673-675)TCCfs p.S225fs

Pat_36 Post-Resistance MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 7 252 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_36 Post-Resistance TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 9 80 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_36 Post-Resistance SPRR2B 6701 37 1 153043134 153043134 Frame_Shift_Del DEL G - 8 593 c.182delC c.(181-183)CCAfs p.P61fs

Pat_36 Post-Resistance ADAR 103 37 1 154574333 154574333 Frame_Shift_Del DEL G - 8 477 c.785delC c.(784-786)CCAfs p.P262fs

Pat_36 Post-Resistance NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 10 424 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_36 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 7 287 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_36 Post-Resistance POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 8 548 c.2201_2203delCCAc.(2200-2205)TCCACC>TCC p.T738del

Pat_36 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 9 320 c.1673_1675delAGGc.(1672-1677)AAGGAG>AAG p.E559del

Pat_36 Post-Resistance PKP1 5317 37 1 201292157 201292157 Frame_Shift_Del DEL G - 8 808 c.1583delG c.(1582-1584)TGCfs p.C528fs

Pat_36 Post-Resistance REN 5972 37 1 204135375 204135377 In_Frame_Del DEL AGC - 9 464 c.45_47delGCT c.(43-48)CTGCTC>CTC p.15_16LL>L

Pat_36 Post-Resistance TMEM81 388730 37 1 205052694 205052694 Frame_Shift_Del DEL C - 7 624 c.755delG c.(754-756)GGCfs p.G252fs

Pat_36 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 11 49c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_36 Post-Resistance KCTD3 51133 37 1 215747171 215747171 Frame_Shift_Del DEL T - 7 835 c.126delT c.(124-126)TCTfs p.S42fs

Pat_36 Post-Resistance MIA3 375056 37 1 222803699 222803700 Frame_Shift_Del DEL CT - 15 1414 c.3137_3138delCT c.(3136-3138)CCTfs p.P1046fs

Pat_36 Post-Resistance FAM177B 400823 37 1 222920005 222920007 In_Frame_Del DEL GAG - 8 226 c.118_120delGAG c.(118-120)GAGdel p.E46del

Pat_36 Post-Resistance FBXO28 23219 37 1 224345075 224345075 Frame_Shift_Del DEL T - 7 969 c.734delT c.(733-735)CTAfs p.L245fs

Pat_36 Post-Resistance OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 351 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_36 Post-Resistance EXOC8 149371 37 1 231471559 231471560 Frame_Shift_Del DEL CC - 8 840 c.1932_1933delGGc.(1930-1935)TTGGAGfs p.L644fs

Pat_36 Post-Resistance SLC35F3 148641 37 1 234444927 234444927 Frame_Shift_Del DEL G - 8 513 c.482delG c.(481-483)TGGfs p.W161fs

Pat_36 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 8 188 c.2093delA c.(2092-2094)CAAfs p.Q698fs

Pat_36 Post-Resistance RYR2 6262 37 1 237969494 237969494 Frame_Shift_Del DEL T - 7 198 c.14209delT c.(14209-14211)TTTfs p.F4737fs

Pat_36 Post-Resistance OR2W3 343171 37 1 248059041 248059042 Frame_Shift_Del DEL GG - 8 1982 c.153_154delGG c.(151-156)CTGGACfs p.L51fs

Pat_36 Post-Resistance OR2L2 26246 37 1 248201719 248201719 Frame_Shift_Del DEL G - 7 1799 c.150delG c.(148-150)TTGfs p.L50fs

Pat_36 Post-Resistance OR2L3 391192 37 1 248224578 248224578 Frame_Shift_Del DEL T - 7 1140 c.595delT c.(595-597)TTTfs p.F199fs

Pat_36 Post-Resistance OR2T10 127069 37 1 248756363 248756363 Frame_Shift_Del DEL T - 7 452 c.707delA c.(706-708)AAGfs p.K236fs

Pat_36 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 8 299 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_36 Post-Resistance NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 8 587 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_36 Post-Resistance OR52E8 390079 37 11 5878504 5878504 Frame_Shift_Del DEL G - 7 1712 c.429delC c.(427-429)ACCfs p.T143fs

Pat_36 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 8 293 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_36 Post-Resistance PARVA 55742 37 11 12534902 12534902 Frame_Shift_Del DEL A - 9 940 c.793delA c.(793-795)AAAfs p.K265fs

Pat_36 Post-Resistance OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 8 640 c.525delT c.(523-525)CATfs p.H175fs

Pat_36 Post-Resistance PGA3 643834 37 11 60971045 60971047 In_Frame_Del DEL GCT - 8 493 c.9_11delGCT c.(7-12)TGGCTG>TGG p.L7del

Pat_36 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 8 747 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_36 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 9 201 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_36 Post-Resistance NDUFC2 4718 37 11 77784147 77784147 Frame_Shift_Del DEL A - 15 327 c.207delT c.(205-207)TTTfs p.F69fs

Pat_36 Post-Resistance CASP5 838 37 11 104879687 104879687 Frame_Shift_Del DEL T - 19 265 c.28delA c.(28-30)AGGfs p.R10fs

Pat_36 Post-Resistance CADM1 23705 37 11 115080312 115080314 In_Frame_Del DEL TGG - 8 292 c.1058_1060delCCAc.(1057-1062)ACCATC>ATC p.T353del

Pat_36 Post-Resistance IFT46 56912 37 11 118427645 118427647 In_Frame_Del DEL TCA - 8 511 c.159_161delTGAc.(157-162)GATGAA>GAA p.D53del

Pat_36 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 10 218 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_36 Post-Resistance CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 7 2569 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_36 Post-Resistance PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 11 679 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_36 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 11 641 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_36 Post-Resistance KIF21A 55605 37 12 39727052 39727052 Frame_Shift_Del DEL T - 8 465 c.2449delA c.(2449-2451)AGAfs p.R817fs

Pat_36 Post-Resistance RPAP3 79657 37 12 48084302 48084302 Frame_Shift_Del DEL T - 8 547 c.666delA c.(664-666)AAAfs p.K222fs

Pat_36 Post-Resistance PRPF40B 25766 37 12 50027729 50027729 Frame_Shift_Del DEL C - 7 396 c.600delC c.(598-600)GACfs p.D200fs



Pat_36 Post-Resistance DIP2B 57609 37 12 51034605 51034606 Frame_Shift_Del DEL GG - 8 202 c.271_272delGG c.(271-273)GGGfs p.G91fs

Pat_36 Post-Resistance KRT73 319101 37 12 53012151 53012151 Frame_Shift_Del DEL C - 10 337 c.158delG c.(157-159)GGTfs p.G53fs

Pat_36 Post-Resistance OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 8 276 c.298delT c.(298-300)TTTfs p.F100fs

Pat_36 Post-Resistance RAP1B 5908 37 12 69047987 69047988 Frame_Shift_Del DEL AC - 8 1019 c.279_280delAC c.(277-282)TTACAAfs p.L93fs

Pat_36 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 12 418 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_36 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 7 214 c.483delT c.(481-483)TTTfs p.F161fs

Pat_36 Post-Resistance DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 10 370 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_36 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 8 211 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_36 Post-Resistance RBM26 64062 37 13 79918806 79918807 Frame_Shift_Ins INS - T 7 96 c.2187_2188insA c.(2185-2190)AAACAGfs p.K729fs

Pat_36 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 11 417 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_36 Post-Resistance ZSCAN10 84891 37 16 3142237 3142237 Frame_Shift_Del DEL G - 7 151 c.312delC c.(310-312)CCCfs p.P104fs

Pat_36 Post-Resistance MEFV 4210 37 16 3294471 3294471 Splice_Site DEL A - 8 470 c.1726_splice c.e7+1 p.E576_splice

Pat_36 Post-Resistance UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 13 663 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_36 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 7 195 c.1628_1630delCTGc.(1627-1632)GCTGAT>GAT p.A543del

Pat_36 Post-Resistance TNRC6A 27327 37 16 24807240 24807240 Frame_Shift_Del DEL A - 8 724 c.3541delA c.(3541-3543)AAAfs p.K1181fs

Pat_36 Post-Resistance SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 8 798 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_36 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 10 169 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_36 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 365 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_36 Post-Resistance CNGB1 1258 37 16 57983275 57983277 In_Frame_Del DEL TCC - 10 119 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_36 Post-Resistance EXOC3L 283849 37 16 67220950 67220951 Frame_Shift_Del DEL CC - 7 349 c.1131_1132delGG c.(1129-1134)CTGGAGfs p.L377fs

Pat_36 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 197 c.2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_36 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 11 223 c.359delC c.(358-360)ACCfs p.T120fs

Pat_36 Post-Resistance C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 8 279 c.1056_1058delGGAc.(1054-1059)GAGGAA>GAAp.352_353EE>E

Pat_36 Post-Resistance MYOCD 93649 37 17 12639482 12639482 Frame_Shift_Del DEL C - 7 472 c.420delC c.(418-420)AACfs p.N140fs

Pat_36 Post-Resistance SLC13A2 9058 37 17 26821446 26821446 Frame_Shift_Del DEL C - 8 168 c.1224delC c.(1222-1224)CTCfs p.L408fs

Pat_36 Post-Resistance SUPT6H 6830 37 17 27001303 27001305 In_Frame_Del DEL GAG - 8 166 c.112_114delGAG c.(112-114)GAGdel p.E43del

Pat_36 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 13 778 c.4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_36 Post-Resistance KRTAP4-8 728224 37 17 39254335 39254336 Frame_Shift_Ins INS - T 38 60 c.1_2insA c.(1-3)ATGfs p.M1fs

Pat_36 Post-Resistance COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 7 309 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_36 Post-Resistance USP32 84669 37 17 58257949 58257949 Frame_Shift_Del DEL T - 7 583 c.4598delA c.(4597-4599)AACfs p.N1533fs

Pat_36 Post-Resistance ZNF236 7776 37 18 74593429 74593430 Frame_Shift_Ins INS - A 7 209 c.1372_1373insA c.(1372-1374)GAAfs p.E458fs

Pat_36 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 10 635 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_36 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 7 801 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_36 Post-Resistance PSG1 5669 37 19 43371298 43371298 Frame_Shift_Del DEL C - 7 196 c.1248delG c.(1246-1248)TGGfs p.W416fs

Pat_36 Post-Resistance CCDC8 83987 37 19 46915034 46915034 Frame_Shift_Del DEL G - 10 328 c.1034delC c.(1033-1035)GCAfs p.A345fs

Pat_36 Post-Resistance SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 21 374 c.2130_2132delGGAc.(2128-2133)GAGGAC>GAC p.E710del

Pat_36 Post-Resistance MAMSTR 284358 37 19 49218105 49218106 Frame_Shift_Ins INS - G 8 224 c.485_486insC c.(484-486)CCAfs p.P162fs

Pat_36 Post-Resistance CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 10 319 c.729delT c.(727-729)CCCfs p.P243fs

Pat_36 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 12 227 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_36 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 19 244 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_36 Post-Resistance RASGRP3 25780 37 2 33749070 33749070 Frame_Shift_Del DEL C - 9 917 c.641delC c.(640-642)ACCfs p.T214fs

Pat_36 Post-Resistance PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 382 c.501_splice c.e4-1 p.N167_splice

Pat_36 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 8 706 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_36 Post-Resistance ZNF514 84874 37 2 95815944 95815945 Frame_Shift_Del DEL GG - 7 854 c.285_286delCC c.(283-288)TTCCAGfs p.F95fs

Pat_36 Post-Resistance ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 14 40 c.901_splice c.e8+2 p.V301_splice

Pat_36 Post-Resistance RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 15 255 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_36 Post-Resistance NCKAP1 10787 37 2 183888543 183888544 Frame_Shift_Del DEL GC - 7 455 c.209_210delGC c.(208-210)CGCfs p.R70fs



Pat_36 Post-Resistance SGOL2 151246 37 2 201436992 201436992 Frame_Shift_Del DEL A - 7 332 c.1923delA c.(1921-1923)CTAfs p.L641fs

Pat_36 Post-Resistance TRPM8 79054 37 2 234879009 234879010 Frame_Shift_Ins INS - C 8 991 c.2294_2295insC c.(2293-2295)CACfs p.H765fs

Pat_36 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 11 323 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_36 Post-Resistance SEL1L2 80343 37 20 13850192 13850192 Frame_Shift_Del DEL T - 7 234 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_36 Post-Resistance MYBL2 4605 37 20 42338611 42338611 Frame_Shift_Del DEL C - 7 1146 c.1514delC c.(1513-1515)ACCfs p.T505fs

Pat_36 Post-Resistance NCOA3 8202 37 20 46279864 46279866 In_Frame_Del DEL CAA - 10 84 c.3790_3792delCAA c.(3790-3792)CAAdel p.Q1276del

Pat_36 Post-Resistance CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 7 901 c.75delA c.(73-75)AAAfs p.K25fs

Pat_36 Post-Resistance TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 9 480 c.537delT c.(535-537)TTTfs p.F179fs

Pat_36 Post-Resistance ADAMTS5 11096 37 21 28302327 28302327 Frame_Shift_Del DEL C - 8 1369 c.2103delG c.(2101-2103)GGGfs p.G701fs

Pat_36 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 9 331 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_36 Post-Resistance MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 20 63 c.1598_1599insGCAc.(1597-1599)CAA>CAGCAAp.533_533Q>QQ

Pat_36 Post-Resistance SELM 140606 37 22 31503422 31503422 Frame_Shift_Del DEL C - 4 6 c.70delG c.(70-72)GCCfs p.A24fs

Pat_36 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 7 227 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_36 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 7 498c.1682_1690delCCTCCAGAAc.(1681-1692)GCCTCCAGAACC>GCCp.SRT562del

Pat_36 Post-Resistance TAB1 10454 37 22 39772009 39772009 Frame_Shift_Del DEL C - 7 463 c.68delC c.(67-69)TCCfs p.S23fs

Pat_36 Post-Resistance ATP2B2 491 37 3 10443796 10443796 Frame_Shift_Del DEL C - 7 611 c.634delG c.(634-636)GACfs p.D212fs

Pat_36 Post-Resistance SYN2 6854 37 3 12046124 12046126 In_Frame_Del DEL AGC - 2 4 c.99_101delAGC c.(97-102)CAACCG>CAG p.P40del

Pat_36 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 107 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_36 Post-Resistance ULK4 54986 37 3 41860984 41860985 Frame_Shift_Ins INS - T 8 82 c.1778_1779insA c.(1777-1779)AAGfs p.K593fs

Pat_36 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 8 823 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_36 Post-Resistance DNAH1 25981 37 3 52430786 52430786 Frame_Shift_Del DEL G - 8 701 c.11583delG c.(11581-11583)CTGfs p.L3861fs

Pat_36 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 10 1044 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_36 Post-Resistance ERC2 26059 37 3 55733470 55733472 In_Frame_Del DEL TGG - 13 836 c.2781_2783delCCAc.(2779-2784)CACCAT>CATp.927_928HH>H

Pat_36 Post-Resistance LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 9 712 c.1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_36 Post-Resistance ZNF717 100131827 37 3 75790810 75790811 Frame_Shift_Ins INS - T 7 153 c.134_135insA c.(133-135)ACCfs p.T45fs

Pat_36 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 11 275 c.1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_36 Post-Resistance ASTE1 28990 37 3 130733047 130733047 Frame_Shift_Del DEL T - 12 64 c.1894delA c.(1894-1896)AGGfs p.R632fs

Pat_36 Post-Resistance GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 7 754 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_36 Post-Resistance PARL 55486 37 3 183560119 183560119 Frame_Shift_Del DEL G - 8 885 c.724delC c.(724-726)CAAfs p.Q242fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389054 1389055 Frame_Shift_Ins INS - CA 12 1266 c.755_756insCA c.(754-756)CTCfs p.L252fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 10 1312 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 13 1459 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_36 Post-Resistance CCKAR 886 37 4 26483672 26483674 In_Frame_Del DEL CTG - 7 188 c.873_875delCAGc.(871-876)AGCAGG>AGG p.S291del

Pat_36 Post-Resistance CLOCK 9575 37 4 56336953 56336954 Frame_Shift_Ins INS - A 10 279 c.368_369insT c.(367-369)TTAfs p.L123fs

Pat_36 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 12 1286 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_36 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 10 226 c.2460_2462delCACc.(2458-2463)GTCACC>GTC p.T826del

Pat_36 Post-Resistance ANK2 287 37 4 114260460 114260460 Frame_Shift_Del DEL C - 7 530 c.3875delC c.(3874-3876)ACAfs p.T1292fs

Pat_36 Post-Resistance OTUD4 54726 37 4 146063356 146063356 Frame_Shift_Del DEL C - 8 665 c.1619delG c.(1618-1620)GGAfs p.G540fs

Pat_36 Post-Resistance LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 8 441 c.621delT c.(619-621)TTTfs p.F207fs

Pat_36 Post-Resistance DDX4 54514 37 5 55076947 55076948 Frame_Shift_Del DEL TC - 8 221 c.550_551delTC c.(550-552)TCTfs p.S184fs

Pat_36 Post-Resistance TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 7 366 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_36 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 13 806 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_36 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 7 180 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_36 Post-Resistance NSD1 64324 37 5 176683996 176683996 Frame_Shift_Del DEL A - 7 357 c.4810delA c.(4810-4812)AAAfs p.K1604fs

Pat_36 Post-Resistance CANX 821 37 5 179149920 179149920 Frame_Shift_Del DEL T - 41 1847 c.1298delT c.(1297-1299)ATTfs p.I433fs

Pat_36 Post-Resistance RASGEF1C 255426 37 5 179564993 179564993 Frame_Shift_Del DEL G - 12 1016 c.60delC c.(58-60)CCCfs p.P20fs

Pat_36 Post-Resistance RPP40 10799 37 6 4995370 4995371 Frame_Shift_Del DEL TT - 8 542 c.1033_1034delAA c.(1033-1035)AATfs p.N345fs



Pat_36 Post-Resistance ATXN1 6310 37 6 16327900 16327901 In_Frame_Ins INS - TGC 11 81 c.641_642insGCAc.(640-642)CAG>CAGCAGp.214_214Q>QQ

Pat_36 Post-Resistance ATXN1 6310 37 6 16327907 16327909 In_Frame_Del DEL TGA - 10 77 c.633_635delTCAc.(631-636)CATCAG>CAG p.H211del

Pat_36 Post-Resistance SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 8 472 c.361delA c.(361-363)ATGfs p.M121fs

Pat_36 Post-Resistance GABBR1 2550 37 6 29599254 29599254 Frame_Shift_Del DEL C - 7 920 c.208delG c.(208-210)GAGfs p.E70fs

Pat_36 Post-Resistance HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 13 998 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_36 Post-Resistance HLA-L 3139 37 6 30231140 30231140 Frame_Shift_Del DEL T - 8 701 c.584delT c.(583-585)ATTfs p.I195fs

Pat_36 Post-Resistance RING1 6015 37 6 33178989 33178990 Frame_Shift_Ins INS - G 7 1107 c.510_511insG c.(508-513)AGTGGGfs p.S170fs

Pat_36 Post-Resistance UHRF1BP1 54887 37 6 34804004 34804006 In_Frame_Del DEL CAG - 9 866 c.912_914delCAGc.(910-915)AACAGC>AAC p.S308del

Pat_36 Post-Resistance CUL9 23113 37 6 43167713 43167714 Frame_Shift_Del DEL AT - 9 441 c.3203_3204delAT c.(3202-3204)CATfs p.H1068fs

Pat_36 Post-Resistance MEP1A 4224 37 6 46761166 46761166 Frame_Shift_Del DEL T - 8 1332 c.31delT c.(31-33)TTTfs p.F11fs

Pat_36 Post-Resistance TMEM14A 28978 37 6 52541950 52541950 Frame_Shift_Del DEL T - 7 1116 c.50delT c.(49-51)ATTfs p.I17fs

Pat_36 Post-Resistance GSTA1 2938 37 6 52658948 52658948 Frame_Shift_Del DEL T - 10 1656 c.389delA c.(388-390)AATfs p.N130fs

Pat_36 Post-Resistance KLHL31 401265 37 6 53519759 53519759 Frame_Shift_Del DEL T - 11 746 c.312delA c.(310-312)AAAfs p.K104fs

Pat_36 Post-Resistance MYO6 4646 37 6 76599857 76599858 Frame_Shift_Ins INS - A 9 204 c.2742_2743insA c.(2740-2745)CAGAAAfs p.Q914fs

Pat_36 Post-Resistance RARS2 57038 37 6 88229955 88229955 Frame_Shift_Del DEL T - 7 618 c.1055delA c.(1054-1056)AAGfs p.K352fs

Pat_36 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 492 c.3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_36 Post-Resistance IQCE 23288 37 7 2623881 2623881 Frame_Shift_Del DEL C - 7 587 c.786delC c.(784-786)CTCfs p.L262fs

Pat_36 Post-Resistance ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 7 776 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_36 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 982 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_36 Post-Resistance MPP6 51678 37 7 24705666 24705666 Frame_Shift_Del DEL A - 9 468 c.910delA c.(910-912)AAAfs p.K304fs

Pat_36 Post-Resistance OSBPL3 26031 37 7 24846521 24846522 Splice_Site DEL TC - 8 522 c.2318_splice c.e21-1 p.N773_splice

Pat_36 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 7 97 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_36 Post-Resistance C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 13 751 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_36 Post-Resistance FKBP9 11328 37 7 33014804 33014804 Frame_Shift_Del DEL C - 7 438 c.378delC c.(376-378)ATCfs p.I126fs

Pat_36 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 13 399 c.233delT c.(232-234)ATTfs p.I78fs

Pat_36 Post-Resistance ABCA13 154664 37 7 48318279 48318280 Frame_Shift_Del DEL AG - 7 1006 c.7488_7489delAG c.(7486-7491)TTAGAAfs p.L2496fs

Pat_36 Post-Resistance MRPS17 51373 37 7 56022659 56022659 Frame_Shift_Del DEL G - 7 1700 c.181delG c.(181-183)GGGfs p.G61fs

Pat_36 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 17 1426 c.693delA c.(691-693)CCAfs p.P231fs

Pat_36 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 7 98 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_36 Post-Resistance PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 23 386 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_36 Post-Resistance ZCWPW1 55063 37 7 100000151 100000151 Frame_Shift_Del DEL T - 7 2574 c.1459delA c.(1459-1461)ACCfs p.T487fs

Pat_36 Post-Resistance ZCWPW1 55063 37 7 100004397 100004398 Frame_Shift_Ins INS - A 7 239 c.1089_1090insT c.(1087-1092)TTTGGAfs p.F363fs

Pat_36 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 9 57 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_36 Post-Resistance RINT1 60561 37 7 105204285 105204285 Frame_Shift_Del DEL G - 7 226 c.1777delG c.(1777-1779)GATfs p.D593fs

Pat_36 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 8 1114 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_36 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 10 523 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_36 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 15 652 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_36 Post-Resistance TMEM66 51669 37 8 29931442 29931442 Frame_Shift_Del DEL G - 7 1473 c.233delC c.(232-234)CCAfs p.P78fs

Pat_36 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 7 496 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_36 Post-Resistance MYST3 7994 37 8 41836184 41836184 Frame_Shift_Del DEL T - 11 1400 c.1019delA c.(1018-1020)AACfs p.N340fs

Pat_36 Post-Resistance POP1 10940 37 8 99158810 99158811 Frame_Shift_Del DEL AG - 7 485 c.1609_1610delAG c.(1609-1611)AGAfs p.R537fs

Pat_36 Post-Resistance DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 8 1461 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_36 Post-Resistance NDUFB9 4715 37 8 125559305 125559306 Frame_Shift_Del DEL CC - 8 1225 c.359_360delCC c.(358-360)GCCfs p.A120fs

Pat_36 Post-Resistance KCNQ3 3786 37 8 133142050 133142050 Frame_Shift_Del DEL G - 8 306 c.2078delC c.(2077-2079)CCGfs p.P693fs

Pat_36 Post-Resistance SMARCA2 6595 37 9 2104067 2104068 Frame_Shift_Del DEL GC - 8 388 c.3190_3191delGC c.(3190-3192)GCGfs p.A1064fs

Pat_36 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 7 141 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_36 Post-Resistance ARHGAP6 395 37 X 11200196 11200196 Frame_Shift_Del DEL T - 8 1912 c.1316delA c.(1315-1317)AAGfs p.K439fs



Pat_36 Post-Resistance OFD1 8481 37 X 13764946 13764946 Frame_Shift_Del DEL A - 10 241 c.702delA c.(700-702)GCAfs p.A234fs

Pat_36 Post-Resistance OFD1 8481 37 X 13778677 13778677 Frame_Shift_Del DEL G - 8 763 c.2098delG c.(2098-2100)GAGfs p.E700fs

Pat_36 Post-Resistance FAM48B1 100130302 37 X 24382374 24382376 In_Frame_Del DEL TGC - 11 37 c.1497_1499delTGCc.(1495-1500)ATTGCT>ATT p.A517del

Pat_36 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 37 537 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_36 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 10 973 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_36 Post-Resistance RAB9B 51209 37 X 103080347 103080348 Frame_Shift_Del DEL CC - 7 1613 c.367_368delGG c.(367-369)GGTfs p.G123fs

Pat_36 Post-Resistance IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 26 1011 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_36 Post-Resistance CXorf56 63932 37 X 118694316 118694316 Frame_Shift_Del DEL G - 7 826 c.157delC c.(157-159)CGGfs p.R53fs

Pat_36 Post-Resistance AIFM1 9131 37 X 129267377 129267378 Frame_Shift_Del DEL CT - 7 3116 c.1358_1359delAG c.(1357-1359)GAGfs p.E453fs

Pat_36 Post-Resistance SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 10 476 c.71delA c.(70-72)AATfs p.N24fs

Pat_36 Post-Resistance SPANXN2 494119 37 X 142803692 142803692 Frame_Shift_Del DEL T - 11 464 c.71delA c.(70-72)AATfs p.N24fs

Pat_36 Post-Resistance MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 11 240 c.1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_36 Post-Resistance MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 7 211 c.1788_1790delGCAc.(1786-1791)CTGCAG>CTG p.Q606del

Pat_36 Post-Resistance HMGB3 3149 37 X 150156358 150156360 In_Frame_Del DEL GAG - 10 143 c.574_576delGAG c.(574-576)GAGdel p.E198del

Pat_36 Post-Resistance PASD1 139135 37 X 150817142 150817144 In_Frame_Del DEL GCT - 11 858 c.685_687delGCT c.(685-687)GCTdel p.A236del

Pat_36 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 11 252 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_37 Post-Resistance UBR4 23352 37 1 19488943 19488943 Frame_Shift_Del DEL C - 7 577 c.4927delG c.(4927-4929)GAAfs p.E1643fs

Pat_37 Post-Resistance MTPAP 55149 37 10 30653930 30653932 In_Frame_Del DEL TCC - 11 399 c.250_252delGGA c.(250-252)GGAdel p.G84del

Pat_37 Post-Resistance NLRP6 171389 37 11 281553 281555 In_Frame_Del DEL GAG - 13 300 c.1819_1821delGAG c.(1819-1821)GAGdel p.E611del

Pat_37 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 9 663 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_37 Post-Resistance SPON1 10418 37 11 14276276 14276277 Splice_Site DEL GT - 63 174 c.1092_splice c.e9+1 p.E364_splice

Pat_37 Post-Resistance RIN1 9610 37 11 66103474 66103474 Frame_Shift_Del DEL T - 6 9 c.242delA c.(241-243)CACfs p.H81fs

Pat_37 Post-Resistance MMP1 4312 37 11 102668791 102668793 In_Frame_Del DEL CAG - 13 298 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_37 Post-Resistance TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DELCTGGAGATGCCCGGC- 10 102c.215_229delGCCGGGCATCTCCAGc.(214-231)GGCCGGGCATCTCCAGCC>GCCp.GRASP72del

Pat_37 Post-Resistance RERG 85004 37 12 15262412 15262412 Frame_Shift_Del DEL C - 12 2794 c.232delG c.(232-234)GAAfs p.E78fs

Pat_37 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 8 286 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_37 Post-Resistance OR6C65 403282 37 12 55794610 55794610 Frame_Shift_Del DEL T - 7 289 c.298delT c.(298-300)TTTfs p.F100fs

Pat_37 Post-Resistance R3HDM2 22864 37 12 57651794 57651794 Frame_Shift_Del DEL G - 7 349 c.2386delC c.(2386-2388)CGGfs p.R796fs

Pat_37 Post-Resistance C12orf56 115749 37 12 64784307 64784307 Frame_Shift_Del DEL C - 7 18 c.39delG c.(37-39)AGGfs p.R13fs

Pat_37 Post-Resistance UTP20 27340 37 12 101736770 101736770 Frame_Shift_Del DEL T - 9 601 c.4348delT c.(4348-4350)TTTfs p.F1450fs

Pat_37 Post-Resistance IFT81 28981 37 12 110618365 110618367 In_Frame_Del DEL CAA - 15 281 c.1327_1329delCAA c.(1327-1329)CAAdel p.Q445del

Pat_37 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 8 440 c.716_splice c.e7+1 p.R239_splice

Pat_37 Post-Resistance MLH3 27030 37 14 75514338 75514338 Frame_Shift_Del DEL T - 7 248 c.2021delA c.(2020-2022)AATfs p.N674fs

Pat_37 Post-Resistance ASPG 374569 37 14 104571684 104571684 Frame_Shift_Del DEL G - 7 147 c.1070delG c.(1069-1071)CGGfs p.R357fs

Pat_37 Post-Resistance MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 12 323 c.2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_37 Post-Resistance ZNF592 9640 37 15 85327539 85327539 Frame_Shift_Del DEL A - 7 194 c.1633delA c.(1633-1635)AAAfs p.K545fs

Pat_37 Post-Resistance SRCAP 10847 37 16 30731611 30731611 Frame_Shift_Del DEL C - 8 1480 c.2946delC c.(2944-2946)GACfs p.D982fs

Pat_37 Post-Resistance RNF167 26001 37 17 4845690 4845690 Frame_Shift_Del DEL C - 8 688 c.220delC c.(220-222)CCCfs p.P74fs

Pat_37 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 12 448 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_37 Post-Resistance TRIM16 10626 37 17 15554874 15554886 Frame_Shift_Del DELGCAGTGGCCCTGG - 9 54c.38_50delCCAGGGCCACTGCc.(37-51)CCCAGGGCCACTGCTfsp.P13fs

Pat_37 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 8 1090 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_37 Post-Resistance BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 8 209 c.3813_3815delGGAc.(3811-3816)GAGGAA>GAAp.1271_1272EE>E

Pat_37 Post-Resistance FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 10 640 c.1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_37 Post-Resistance C18orf10 25941 37 18 34376822 34376842 In_Frame_Del DELGGAGGGACCGGAGGGTCCTGA- 11 70c.829_849delTCAGGACCCTCCGGTCCCTCCc.(829-849)TCAGGACCCTCCGGTCCCTCCdelp.SGPSGPS277del

Pat_37 Post-Resistance TMEFF2 23671 37 2 193059175 193059177 In_Frame_Del DEL GCA - 9 176 c.74_76delTGC c.(73-78)CTGCCC>CCC p.L25del

Pat_37 Post-Resistance GBX2 2637 37 2 237076427 237076429 In_Frame_Del DEL GGC - 4 9 c.186_188delGCCc.(184-189)CCGCCC>CCCp.62_63PP>P

Pat_37 Post-Resistance KIF3B 9371 37 20 30898763 30898765 In_Frame_Del DEL GAG - 7 147 c.1183_1185delGAG c.(1183-1185)GAGdel p.E399del



Pat_37 Post-Resistance MICAL3 57553 37 22 18314825 18314827 In_Frame_Del DEL CTC - 7 171 c.2848_2850delGAG c.(2848-2850)GAGdel p.E950del

Pat_37 Post-Resistance CRYBB2 1415 37 22 25627664 25627664 Frame_Shift_Del DEL C - 7 540 c.543delC c.(541-543)CACfs p.H181fs

Pat_37 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 14 474 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_37 Post-Resistance PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 7 133 c.1143_1145delGGAc.(1141-1146)GGGGAG>GGG p.E388del

Pat_37 Post-Resistance MAPK8IP2 23542 37 22 51041769 51041771 In_Frame_Del DEL GAG - 7 37 c.289_291delGAG c.(289-291)GAGdel p.E103del

Pat_37 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 105 c.2420delT c.(2419-2421)ATTfs p.I807fs

Pat_37 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 13 198 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_37 Post-Resistance MLH1 4292 37 3 37070349 37070349 Frame_Shift_Del DEL C - 8 1768 c.1484delC c.(1483-1485)ACCfs p.T495fs

Pat_37 Post-Resistance SLC25A38 54977 37 3 39437924 39437924 Frame_Shift_Del DEL C - 7 1105 c.828delC c.(826-828)ATCfs p.I276fs

Pat_37 Post-Resistance HHATL 57467 37 3 42740315 42740317 In_Frame_Del DEL AGC - 9 265 c.366_368delGCTc.(364-369)CTGCTT>CTTp.122_123LL>L

Pat_37 Post-Resistance LIMD1 8994 37 3 45636543 45636545 In_Frame_Del DEL CAG - 8 112 c.172_174delCAG c.(172-174)CAGdel p.Q63del

Pat_37 Post-Resistance ALS2CL 259173 37 3 46729622 46729624 In_Frame_Del DEL GCA - 11 267 c.266_268delTGCc.(265-270)CTGCGA>CGA p.L89del

Pat_37 Post-Resistance VPRBP 9730 37 3 51457448 51457448 Frame_Shift_Del DEL T - 8 1050 c.2976delA c.(2974-2976)AAAfs p.K992fs

Pat_37 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 7 911 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_37 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 12 270 c.792delT c.(790-792)TTTfs p.F264fs

Pat_37 Post-Resistance SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 8 115 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_37 Post-Resistance KIAA1109 84162 37 4 123188069 123188078 Frame_Shift_Del DEL GGATTCAGAC - 57 277c.7449_7458delGGATTCAGACc.(7447-7458)GTGGATTCAGACfsp.V2483fs

Pat_37 Post-Resistance PDZD2 23037 37 5 31799541 31799541 Frame_Shift_Del DEL C - 7 837 c.186delC c.(184-186)AGCfs p.S62fs

Pat_37 Post-Resistance JARID2 3720 37 6 15501164 15501164 Frame_Shift_Del DEL T - 8 1311 c.1972delT c.(1972-1974)TTTfs p.F658fs

Pat_37 Post-Resistance ATXN1 6310 37 6 16328093 16328093 Frame_Shift_Del DEL G - 8 720 c.449delC c.(448-450)CCAfs p.P150fs

Pat_37 Post-Resistance HLA-DPB1 3115 37 6 33052934 33052934 Frame_Shift_Del DEL C - 7 808 c.572delC c.(571-573)ACCfs p.T191fs

Pat_37 Post-Resistance PHF1 5252 37 6 33383637 33383637 Frame_Shift_Del DEL C - 7 1097 c.1466delC c.(1465-1467)GCCfs p.A489fs

Pat_37 Post-Resistance PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 8 256 c.678delA c.(676-678)TCAfs p.S226fs

Pat_37 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 958 c.3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_37 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 1014 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_37 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 971 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_37 Post-Resistance LIMK1 3984 37 7 73535311 73535311 Frame_Shift_Del DEL C - 7 1466 c.1713delC c.(1711-1713)TGCfs p.C571fs

Pat_37 Post-Resistance KIAA0020 9933 37 9 2837296 2837296 Frame_Shift_Del DEL T - 7 1086 c.188delA c.(187-189)AAGfs p.K63fs

Pat_37 Post-Resistance KIAA2026 158358 37 9 5968043 5968044 Frame_Shift_Ins INS - T 5 8 c.2187_2188insA c.(2185-2190)AAAGCAfs p.K729fs

Pat_40 Pre-Treatment TNFRSF9 3604 37 1 7998254 7998254 Frame_Shift_Del DEL T - 8 324 c.345delA c.(343-345)AAAfs p.K115fs

Pat_40 Pre-Treatment RERE 473 37 1 8716284 8716285 Frame_Shift_Del DEL TC - 9 196 c.72_73delGA c.(70-75)GAGAAAfs p.E24fs

Pat_40 Pre-Treatment FABP3 2170 37 1 31842256 31842257 Frame_Shift_Del DEL TG - 8 869 c.221_222delCA c.(220-222)ACAfs p.T74fs

Pat_40 Pre-Treatment JAK1 3716 37 1 65332708 65332708 Frame_Shift_Del DEL C - 8 461 c.831delG c.(829-831)TTGfs p.L277fs

Pat_40 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 133 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_40 Pre-Treatment TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 7 113 c.3480_3482delGAGc.(3478-3483)AAGAGA>AAA p.R1163del

Pat_40 Pre-Treatment TCHH 7062 37 1 152084489 152084490 In_Frame_Ins INS - CTC 3 3 c.1203_1204insGAG c.(1201-1206)insGAG p.401_402insE

Pat_40 Pre-Treatment RPTN 126638 37 1 152127845 152127848 Frame_Shift_Del DEL TGTC - 8 1303 c.1727_1730delGACAc.(1726-1731)AGACAAfs p.R576fs

Pat_40 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 8 448 c.2201_2203delCCAc.(2200-2205)TCCACC>TCC p.T738del

Pat_40 Pre-Treatment PAPPA2 60676 37 1 176709182 176709182 Frame_Shift_Del DEL T - 7 432 c.4001delT c.(4000-4002)CTTfs p.L1334fs

Pat_40 Pre-Treatment PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 7 376 c.1523_1525delCCAc.(1522-1527)CCCACC>CCC p.T511del

Pat_40 Pre-Treatment OR14I1 401994 37 1 248844831 248844832 Frame_Shift_Del DEL CT - 8 299 c.774_775delAG c.(772-777)TTAGGAfs p.L258fs

Pat_40 Pre-Treatment JMJD1C 221037 37 10 64966802 64966802 Frame_Shift_Del DEL G - 7 157 c.4627delC c.(4627-4629)CAAfs p.Q1543fs

Pat_40 Pre-Treatment KCNMA1 3778 37 10 78729786 78729786 Frame_Shift_Del DEL T - 11 163 c.2306delA c.(2305-2307)AAGfs p.K769fs

Pat_40 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 12 388 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_40 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 8 348 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_40 Pre-Treatment FTH1 2495 37 11 61732517 61732517 Frame_Shift_Del DEL T - 11 611 c.329delA c.(328-330)AATfs p.N110fs

Pat_40 Pre-Treatment SF3B2 10992 37 11 65836146 65836146 Frame_Shift_Del DEL A - 9 108 c.2618delA c.(2617-2619)CAAfs p.Q873fs



Pat_40 Pre-Treatment CCS 9973 37 11 66372993 66372994 Frame_Shift_Del DEL GA - 7 116 c.601_602delGA c.(601-603)GATfs p.D201fs

Pat_40 Pre-Treatment MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 34 1 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_40 Pre-Treatment TAS2R31 259290 37 12 11183679 11183680 Frame_Shift_Del DEL TA - 8 348 c.255_256delTA c.(253-258)TATAATfs p.Y85fs

Pat_40 Pre-Treatment PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 7 153 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_40 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 7 255 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_40 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 369 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_40 Pre-Treatment KIAA0528 9847 37 12 22646202 22646202 Frame_Shift_Del DEL A - 9 706 c.1217delT c.(1216-1218)TTAfs p.L406fs

Pat_40 Pre-Treatment MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 7 56 c.204delT c.(202-204)TATfs p.Y68fs

Pat_40 Pre-Treatment MDM1 56890 37 12 68689067 68689067 Frame_Shift_Del DEL C - 8 207 c.2112delG c.(2110-2112)AAGfs p.K704fs

Pat_40 Pre-Treatment SART3 9733 37 12 108917255 108917255 Frame_Shift_Del DEL G - 8 478 c.2871delC c.(2869-2871)GCCfs p.A957fs

Pat_40 Pre-Treatment TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 26 743 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_40 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 7 362 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_40 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 11 489 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_40 Pre-Treatment NUFIP1 26747 37 13 45563293 45563293 Frame_Shift_Del DEL G - 4 7 c.279delC c.(277-279)TTCfs p.F93fs

Pat_40 Pre-Treatment ZC3H13 23091 37 13 46549613 46549614 Frame_Shift_Del DEL CT - 4 9 c.2272_2273delAG c.(2272-2274)AGGfs p.R758fs

Pat_40 Pre-Treatment DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 10 250 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_40 Pre-Treatment C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 10 34 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_40 Pre-Treatment DMXL2 23312 37 15 51773148 51773149 Frame_Shift_Del DEL AT - 7 210 c.6154_6155delAT c.(6154-6156)ATGfs p.M2052fs

Pat_40 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 450 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_40 Pre-Treatment DIS3L 115752 37 15 66607405 66607405 Frame_Shift_Del DEL G - 8 299 c.846delG c.(844-846)ATGfs p.M282fs

Pat_40 Pre-Treatment PKM2 5315 37 15 72502122 72502123 Frame_Shift_Del DEL CA - 8 549 c.456_457delTG c.(454-459)TGTGACfs p.C152fs

Pat_40 Pre-Treatment CYP1A2 1544 37 15 75044574 75044575 Frame_Shift_Del DEL CA - 8 596 c.1152_1153delCA c.(1150-1155)TTCACCfs p.F384fs

Pat_40 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 155 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_40 Pre-Treatment ADCY9 115 37 16 4016132 4016132 Frame_Shift_Del DEL G - 8 186 c.3706delC c.(3706-3708)CAGfs p.Q1236fs

Pat_40 Pre-Treatment GLYR1 84656 37 16 4895089 4895089 Frame_Shift_Del DEL A - 7 309 c.141delT c.(139-141)TTTfs p.F47fs

Pat_40 Pre-Treatment ARHGAP17 55114 37 16 24942118 24942119 Frame_Shift_Del DEL GG - 7 717 c.2501_2502delCC c.(2500-2502)TCCfs p.S834fs

Pat_40 Pre-Treatment APOB48R 55911 37 16 28509543 28509543 Frame_Shift_Del DEL A - 2 4 c.3070delA c.(3070-3072)AACfs p.N1024fs

Pat_40 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 11 96 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_40 Pre-Treatment TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 8 110 c.1865_1867delTGCc.(1864-1869)GTGCTG>GTG p.L627del

Pat_40 Pre-Treatment MYO1D 4642 37 17 31092016 31092017 Frame_Shift_Del DEL AG - 9 124 c.914_915delCT c.(913-915)TCTfs p.S305fs

Pat_40 Pre-Treatment MMP28 79148 37 17 34105964 34105964 Frame_Shift_Del DEL C - 8 239 c.307delG c.(307-309)GCTfs p.A103fs

Pat_40 Pre-Treatment KLHL10 317719 37 17 39998235 39998235 Frame_Shift_Del DEL T - 7 190 c.355delT c.(355-357)TTTfs p.F119fs

Pat_40 Pre-Treatment BPTF 2186 37 17 65940454 65940456 In_Frame_Del DEL CAC - 9 410 c.6666_6668delCACc.(6664-6669)AGCACC>AGCp.T2227del

Pat_40 Pre-Treatment KPNA2 3838 37 17 66040578 66040579 Frame_Shift_Ins INS - T 7 682 c.1306_1307insT c.(1306-1308)ATTfs p.I436fs

Pat_40 Pre-Treatment DOK6 220164 37 18 67406306 67406307 Frame_Shift_Ins INS - T 43 262 c.705_706insT c.(703-708)GAAAGAfs p.E235fs

Pat_40 Pre-Treatment DMKN 93099 37 19 36002362 36002412 In_Frame_Del DELCTGCTGCCACCACTGCTGCCGCCACTGCTGCCGCCACTGCTGCTGCCACTG- 7 17c.819_869delCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGc.(817-870)AGCAGTGGCAGCAGCAGTGGCGGCAGCAGTGGCGGCAGCAGTGGTGGCAGCAGT>AGTp.273_290SSGSSSGGSSGGSSGGSS>S

Pat_40 Pre-Treatment ZFP112 7771 37 19 44832512 44832512 Frame_Shift_Del DEL C - 8 522 c.1816delG c.(1816-1818)GAAfs p.E606fs

Pat_40 Pre-Treatment NPAS1 4861 37 19 47542363 47542364 Frame_Shift_Del DEL CC - 8 105 c.758_759delCC c.(757-759)TCCfs p.S253fs

Pat_40 Pre-Treatment FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 7 178 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_40 Pre-Treatment ZNF160 90338 37 19 53572481 53572482 Frame_Shift_Del DEL AC - 7 267 c.1305_1306delGT c.(1303-1308)AGGTACfs p.R435fs

Pat_40 Pre-Treatment TMC4 147798 37 19 54672280 54672280 Frame_Shift_Del DEL G - 4 9 c.587delC c.(586-588)CCAfs p.P196fs

Pat_40 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 7 424 c.275delC c.(274-276)CCAfs p.P92fs

Pat_40 Pre-Treatment USP34 9736 37 2 61447530 61447530 Frame_Shift_Del DEL T - 7 1116 c.7962delA c.(7960-7962)AAAfs p.K2654fs

Pat_40 Pre-Treatment SLC9A4 389015 37 2 103120126 103120127 Frame_Shift_Del DEL TA - 8 257 c.940_941delTA c.(940-942)TACfs p.Y314fs

Pat_40 Pre-Treatment XIRP2 129446 37 2 168099958 168099958 Frame_Shift_Del DEL G - 7 248 c.2056delG c.(2056-2058)GGGfs p.G686fs

Pat_40 Pre-Treatment SAMHD1 25939 37 20 35526234 35526234 Frame_Shift_Del DEL G - 8 395 c.1737delC c.(1735-1737)ACCfs p.T579fs

Pat_40 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 15 300 c.537delT c.(535-537)TTTfs p.F179fs



Pat_40 Pre-Treatment MN1 4330 37 22 28195603 28195605 In_Frame_Del DEL TGC - 3 5 c.927_929delGCAc.(925-930)CAGCAT>CAT p.Q309del

Pat_40 Pre-Treatment MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 7 954 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_40 Pre-Treatment TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 9 316c.1682_1690delCCTCCAGAAc.(1681-1692)GCCTCCAGAACC>GCCp.SRT562del

Pat_40 Pre-Treatment GRIP2 80852 37 3 14555863 14555864 Frame_Shift_Del DEL GC - 4 8 c.1723_1724delGC c.(1723-1725)GCCfs p.A575fs

Pat_40 Pre-Treatment GTF2E1 2960 37 3 120489634 120489634 Frame_Shift_Del DEL A - 7 442 c.508delA c.(508-510)AAAfs p.K170fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1388345 1388346 Frame_Shift_Del DEL CA - 7 551 c.46_47delCA c.(46-48)CACfs p.H16fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 12 415 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389175 1389176 Frame_Shift_Del DEL CA - 10 471 c.876_877delCA c.(874-879)CTCACAfs p.L292fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 7 616 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389425 1389426 Frame_Shift_Del DEL CA - 15 715 c.1126_1127delCA c.(1126-1128)CACfs p.H376fs

Pat_40 Pre-Treatment HTT 3064 37 4 3076604 3076606 In_Frame_Del DEL CAG - 8 18 c.58_60delCAG c.(58-60)CAGdel p.Q40del

Pat_40 Pre-Treatment SMAD1 4086 37 4 146436139 146436139 Frame_Shift_Del DEL A - 9 462 c.374delA c.(373-375)TACfs p.Y125fs

Pat_40 Pre-Treatment HAND2 9464 37 4 174450345 174450347 In_Frame_Del DEL GGC - 2 4 c.94_96delGCC c.(94-96)GCCdel p.A32del

Pat_40 Pre-Treatment TNPO1 3842 37 5 72195897 72195898 Frame_Shift_Del DEL TA - 8 320 c.2403_2404delTA c.(2401-2406)TTTATAfs p.F801fs

Pat_40 Pre-Treatment GPR98 84059 37 5 89948207 89948207 Frame_Shift_Del DEL G - 7 367 c.3461delG c.(3460-3462)TGGfs p.W1154fs

Pat_40 Pre-Treatment SRP19 6728 37 5 112227328 112227328 Frame_Shift_Del DEL G - 2 4 c.67delG c.(67-69)GCTfs p.A23fs

Pat_40 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 11 385 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_40 Pre-Treatment KIF3A 11127 37 5 132070092 132070093 Frame_Shift_Del DEL TC - 8 539 c.84_85delGA c.(82-87)GAGAAAfs p.E28fs

Pat_40 Pre-Treatment RREB1 6239 37 6 7230034 7230034 Frame_Shift_Del DEL G - 4 9 c.1702delG c.(1702-1704)GGGfs p.G568fs

Pat_40 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 542 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_40 Pre-Treatment ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 8 174 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_40 Pre-Treatment ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 7 338 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_40 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 7 582 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_40 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 15 531 c.528delT c.(526-528)AATfs p.N176fs

Pat_40 Pre-Treatment KCNU1 157855 37 8 36766827 36766828 Splice_Site DEL AG - 7 334 c.2107_splice c.e21-1 p.K703_splice

Pat_40 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 885 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_40 Pre-Treatment ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 8 1134 c.52delA c.(52-54)ATGfs p.M18fs

Pat_40 Pre-Treatment NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 10 363 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_40 Pre-Treatment CCNE2 9134 37 8 95895082 95895083 Frame_Shift_Del DEL CT - 8 512 c.869_870delAG c.(868-870)GAGfs p.E290fs

Pat_40 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 185 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_40 Pre-Treatment RNF19A 25897 37 8 101299727 101299727 Splice_Site DEL A - 10 498 c.674_splice c.e3+1 p.G225_splice

Pat_40 Pre-Treatment DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 12 1004 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_40 Pre-Treatment HEATR7A 727957 37 8 145255353 145255353 Frame_Shift_Del DEL A - 4 3 c.1050delA c.(1048-1050)CTAfs p.L350fs

Pat_40 Pre-Treatment SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 14 10 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_40 Pre-Treatment MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 7 55 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_40 Pre-Treatment ZNF367 195828 37 9 99160470 99160470 Frame_Shift_Del DEL G - 7 488 c.547delC c.(547-549)CAGfs p.Q183fs

Pat_40 Pre-Treatment KIAA1529 57653 37 9 100082418 100082418 Frame_Shift_Del DEL C - 7 679 c.1639delC c.(1639-1641)CCCfs p.P547fs

Pat_40 Pre-Treatment SVEP1 79987 37 9 113166648 113166649 Frame_Shift_Ins INS - T 7 549 c.9624_9625insA c.(9622-9627)GCAGAAfs p.A3208fs

Pat_40 Pre-Treatment NUP214 8021 37 9 134007993 134007993 Frame_Shift_Del DEL A - 8 157 c.674delA c.(673-675)GAAfs p.E225fs

Pat_40 Pre-Treatment MED12 9968 37 X 70360589 70360591 In_Frame_Del DEL AGC - 10 195 c.6149_6151delAGCc.(6148-6153)GAGCAG>GAGp.Q2076del

Pat_40 Pre-Treatment ALG13 79868 37 X 110928220 110928220 Frame_Shift_Del DEL A - 7 483 c.272delA c.(271-273)GAAfs p.E91fs

Pat_40 Pre-Treatment CUL4B 8450 37 X 119694117 119694119 In_Frame_Del DEL GAG - 8 77 c.429_431delCTC c.(427-432)TCCTCA>TCAp.143_144SS>S

Pat_40 Pre-Treatment CDR1 1038 37 X 139865995 139865995 Frame_Shift_Del DEL C - 8 428 c.537delG c.(535-537)TGGfs p.W179fs

Pat_40 Post-Resistance VAMP3 9341 37 1 7838212 7838214 In_Frame_Del DEL TCA - 14 928 c.266_268delTCA c.(265-270)TTCATC>TTC p.I94del

Pat_40 Post-Resistance RERE 473 37 1 8716284 8716285 Frame_Shift_Del DEL TC - 15 263 c.72_73delGA c.(70-75)GAGAAAfs p.E24fs

Pat_40 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 8 304 c.584delG c.(583-585)TGTfs p.C195fs

Pat_40 Post-Resistance ZNF362 149076 37 1 33745818 33745820 In_Frame_Del DEL CCA - 8 738 c.443_445delCCAc.(442-447)CCCACC>CCC p.T151del



Pat_40 Post-Resistance MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 8 675 c.4239_4241delGGAc.(4237-4242)CTGGAG>CTGp.E1417del

Pat_40 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 519 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_40 Post-Resistance CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 12 179 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_40 Post-Resistance BRDT 676 37 1 92447228 92447230 In_Frame_Del DEL AGC - 8 599 c.1918_1920delAGC c.(1918-1920)AGCdel p.S648del

Pat_40 Post-Resistance COL11A1 1301 37 1 103355065 103355065 Frame_Shift_Del DEL T - 8 423 c.4410delA c.(4408-4410)AAAfs p.K1470fs

Pat_40 Post-Resistance FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 7 1252 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_40 Post-Resistance LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 7 1127 c.48delC c.(46-48)TGCfs p.C16fs

Pat_40 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 398 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_40 Post-Resistance PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 7 527 c.1058_1060delTGGc.(1057-1062)GTGGGT>GGT p.V353del

Pat_40 Post-Resistance POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 10 867 c.2201_2203delCCAc.(2200-2205)TCCACC>TCC p.T738del

Pat_40 Post-Resistance RCSD1 92241 37 1 167654710 167654711 Frame_Shift_Ins INS - C 7 642 c.161_162insC c.(160-162)TTCfs p.F54fs

Pat_40 Post-Resistance GLUL 2752 37 1 182355463 182355463 Frame_Shift_Del DEL G - 7 810 c.403delC c.(403-405)CAGfs p.Q135fs

Pat_40 Post-Resistance PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 10 277 c.1276_1277insAGGc.(1276-1278)AAG>AAGGAGp.426_427insE

Pat_40 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 10 386 c.1523_1525delCCAc.(1522-1527)CCCACC>CCC p.T511del

Pat_40 Post-Resistance PRG4 10216 37 1 186276386 186276388 In_Frame_Del DEL AGG - 7 418 c.1535_1537delAGGc.(1534-1539)AAGGAG>AAG p.E513del

Pat_40 Post-Resistance SYT2 127833 37 1 202573647 202573649 In_Frame_Del DEL TTC - 8 250 c.279_281delGAAc.(277-282)AAGAAC>AAC p.K93del

Pat_40 Post-Resistance WNT9A 7483 37 1 228111954 228111954 Frame_Shift_Del DEL C - 7 336 c.500delG c.(499-501)GGCfs p.G167fs

Pat_40 Post-Resistance CDH23 64072 37 10 73337735 73337736 Frame_Shift_Del DEL AC - 4 7 c.818_819delAC c.(817-819)TACfs p.Y273fs

Pat_40 Post-Resistance HECTD2 143279 37 10 93247481 93247481 Frame_Shift_Del DEL A - 9 425 c.1137delA c.(1135-1137)GCAfs p.A379fs

Pat_40 Post-Resistance CTR9 9646 37 11 10789947 10789947 Frame_Shift_Del DEL T - 7 527 c.2018delT c.(2017-2019)GTAfs p.V673fs

Pat_40 Post-Resistance BTBD10 84280 37 11 13441232 13441232 Frame_Shift_Del DEL G - 8 1155 c.359delC c.(358-360)CCAfs p.P120fs

Pat_40 Post-Resistance MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 23 3 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_40 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 98 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_40 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 629 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_40 Post-Resistance PLBD1 79887 37 12 14664498 14664499 Frame_Shift_Del DEL AT - 7 852 c.991_992delAT c.(991-993)ATGfs p.M331fs

Pat_40 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 10 810 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_40 Post-Resistance MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 7 123 c.204delT c.(202-204)TATfs p.Y68fs

Pat_40 Post-Resistance TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 19 831 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_40 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 461 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_40 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 18 774 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_40 Post-Resistance ABCC4 10257 37 13 95768189 95768190 Frame_Shift_Del DEL AA - 8 647 c.2521_2522delTT c.(2521-2523)TTAfs p.L841fs

Pat_40 Post-Resistance RNASE7 84659 37 14 21511560 21511561 Frame_Shift_Del DEL CC - 7 343 c.409_410delCC c.(409-411)CCCfs p.P137fs

Pat_40 Post-Resistance RBM23 55147 37 14 23378776 23378776 Frame_Shift_Del DEL T - 7 978 c.95delA c.(94-96)AAGfs p.K32fs

Pat_40 Post-Resistance FANCM 57697 37 14 45642288 45642289 Frame_Shift_Del DEL CT - 12 525 c.2191_2192delCT c.(2191-2193)CTCfs p.L731fs

Pat_40 Post-Resistance FAM63B 54629 37 15 59064201 59064203 In_Frame_Del DEL GAG - 7 201 c.607_609delGAG c.(607-609)GAGdel p.E206del

Pat_40 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 671 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_40 Post-Resistance ZNF609 23060 37 15 64973567 64973567 Frame_Shift_Del DEL C - 10 509 c.4222delC c.(4222-4224)CCCfs p.P1408fs

Pat_40 Post-Resistance CLPX 10845 37 15 65456384 65456384 Frame_Shift_Del DEL G - 8 951 c.656delC c.(655-657)ACAfs p.T219fs

Pat_40 Post-Resistance PARP16 54956 37 15 65551806 65551808 In_Frame_Del DEL AGC - 7 347 c.906_908delGCTc.(904-909)CTGCTC>CTCp.302_303LL>L

Pat_40 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 9 254 c.1628_1630delCTGc.(1627-1632)GCTGAT>GAT p.A543del

Pat_40 Post-Resistance TNRC6A 27327 37 16 24788376 24788378 In_Frame_Del DEL CAG - 9 150 c.286_288delCAG c.(286-288)CAGdel p.Q103del

Pat_40 Post-Resistance RABEP2 79874 37 16 28916779 28916779 Frame_Shift_Del DEL G - 4 9 c.1547delC c.(1546-1548)GCAfs p.A516fs

Pat_40 Post-Resistance STX4 6810 37 16 31046299 31046299 Frame_Shift_Del DEL C - 7 680 c.316delC c.(316-318)CCCfs p.P106fs

Pat_40 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 8 106 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_40 Post-Resistance TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 11 179 c.1865_1867delTGCc.(1864-1869)GTGCTG>GTG p.L627del

Pat_40 Post-Resistance TUBG1 7283 37 17 40764472 40764472 Frame_Shift_Del DEL G - 7 793 c.427delG c.(427-429)GGGfs p.G143fs

Pat_40 Post-Resistance PNPO 55163 37 17 46022008 46022010 In_Frame_Del DEL TGC - 8 835 c.290_292delTGCc.(289-294)TTGCTG>TTG p.97_98LL>L



Pat_40 Post-Resistance COIL 8161 37 17 55027262 55027263 Frame_Shift_Del DEL AG - 7 391 c.1340_1341delCT c.(1339-1341)TCTfs p.S447fs

Pat_40 Post-Resistance GALR2 8811 37 17 74073334 74073334 Frame_Shift_Del DEL C - 2 4 c.986delC c.(985-987)ACCfs p.T329fs

Pat_40 Post-Resistance ROCK1 6093 37 18 18564364 18564367 Frame_Shift_Del DEL TATT - 8 261 c.2434_2437delAATAc.(2434-2439)AATACTfs p.N812fs

Pat_40 Post-Resistance DOK6 220164 37 18 67406306 67406307 Frame_Shift_Ins INS - T 69 334 c.705_706insT c.(703-708)GAAAGAfs p.E235fs

Pat_40 Post-Resistance MAST1 22983 37 19 12978651 12978651 Frame_Shift_Del DEL C - 2 4 c.2426delC c.(2425-2427)GCCfs p.A809fs

Pat_40 Post-Resistance SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 8 202 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_40 Post-Resistance ZFP112 7771 37 19 44832512 44832512 Frame_Shift_Del DEL C - 7 739 c.1816delG c.(1816-1818)GAAfs p.E606fs

Pat_40 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 8 530 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_40 Post-Resistance FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 8 235 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_40 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 11 147 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_40 Post-Resistance RNASEH1 246243 37 2 3595620 3595620 Frame_Shift_Del DEL C - 8 1134 c.675delG c.(673-675)TGGfs p.W225fs

Pat_40 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 268 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_40 Post-Resistance ST3GAL5 8869 37 2 86075199 86075200 Frame_Shift_Del DEL GG - 8 1168 c.446_447delCC c.(445-447)CCCfs p.P149fs

Pat_40 Post-Resistance MYO7B 4648 37 2 128367225 128367226 Frame_Shift_Del DEL CA - 8 454 c.2959_2960delCA c.(2959-2961)CACfs p.H987fs

Pat_40 Post-Resistance XIRP2 129446 37 2 168099958 168099958 Frame_Shift_Del DEL G - 7 437 c.2056delG c.(2056-2058)GGGfs p.G686fs

Pat_40 Post-Resistance TTN 7273 37 2 179481647 179481647 Frame_Shift_Del DEL G - 9 475 c.40265delC c.(40264-40266)CCAfs p.P13422fs

Pat_40 Post-Resistance SATB2 23314 37 2 200213559 200213559 Frame_Shift_Del DEL G - 7 411 c.1038delC c.(1036-1038)CCCfs p.P346fs

Pat_40 Post-Resistance ABI2 10152 37 2 204193211 204193213 Translation_Start_Site DEL GAG - 4 9 c.-26_-24delGAGc.(-28--22)ATGAGGA>ATGA

Pat_40 Post-Resistance JAG1 182 37 20 10639255 10639256 Frame_Shift_Del DEL CA - 28 444 c.554_555delTG c.(553-555)GTGfs p.V185fs

Pat_40 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 12 324 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_40 Post-Resistance YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 496 c.1640_1642delAGGc.(1639-1644)GAGGTG>GTG p.E547del

Pat_40 Post-Resistance TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 18 520 c.537delT c.(535-537)TTTfs p.F179fs

Pat_40 Post-Resistance KRTAP19-4 337971 37 21 31869379 31869381 In_Frame_Del DEL CCT - 7 890 c.48_50delAGG c.(46-51)GGAGGC>GGC p.16_17GG>G

Pat_40 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 8 858 c.514delT c.(514-516)TTTfs p.F172fs

Pat_40 Post-Resistance DYRK1A 1859 37 21 38884370 38884372 In_Frame_Del DEL CAC - 10 228 c.1828_1830delCAC c.(1828-1830)CACdel p.H619del

Pat_40 Post-Resistance ZNF70 7621 37 22 24087314 24087314 Frame_Shift_Del DEL G - 7 320 c.14delC c.(13-15)CCAfs p.P5fs

Pat_40 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 8 355c.1682_1690delCCTCCAGAAc.(1681-1692)GCCTCCAGAACC>GCCp.SRT562del

Pat_40 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 41 302 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_40 Post-Resistance CACNA1D 776 37 3 53529193 53529195 Translation_Start_Site DEL GAT - 8 148

Pat_40 Post-Resistance ADAMTS9 56999 37 3 64518879 64518880 Frame_Shift_Del DEL TG - 7 1380 c.5680_5681delCA c.(5680-5682)CAAfs p.Q1894fs

Pat_40 Post-Resistance ADAMTS9 56999 37 3 64644422 64644422 Frame_Shift_Del DEL C - 7 2484 c.725delG c.(724-726)AGAfs p.R242fs

Pat_40 Post-Resistance MITF 4286 37 3 70014329 70014329 Frame_Shift_Del DEL C - 7 1501 c.1493delC c.(1492-1494)TCCfs p.S498fs

Pat_40 Post-Resistance VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 12 199 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_40 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 11 253 c.1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389114 1389115 Frame_Shift_Ins INS - CA 18 604 c.815_816insCA c.(814-816)CTCfs p.L272fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 7 576 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 7 780 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389425 1389426 Frame_Shift_Del DEL CA - 9 817 c.1126_1127delCA c.(1126-1128)CACfs p.H376fs

Pat_40 Post-Resistance RUFY3 22902 37 4 71628327 71628327 Frame_Shift_Del DEL G - 7 508 c.270delG c.(268-270)CTGfs p.L90fs

Pat_40 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 11 1361 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_40 Post-Resistance POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 4 8 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_40 Post-Resistance LRBA 987 37 4 151509211 151509211 Frame_Shift_Del DEL T - 8 783 c.6352delA c.(6352-6354)ATCfs p.I2118fs

Pat_40 Post-Resistance DDX60 55601 37 4 169229302 169229302 Frame_Shift_Del DEL A - 8 98 c.119delT c.(118-120)TTGfs p.L40fs

Pat_40 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 9 833 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_40 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 7 631 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_40 Post-Resistance TBC1D7 51256 37 6 13321262 13321263 Frame_Shift_Del DEL CC - 8 1506 c.258_259delGG c.(256-261)TTGGATfs p.L86fs

Pat_40 Post-Resistance NUP153 9972 37 6 17675499 17675499 Frame_Shift_Del DEL T - 11 727 c.684delA c.(682-684)AAAfs p.K228fs



Pat_40 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 8 478 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_40 Post-Resistance ANKS1A 23294 37 6 34951143 34951143 Frame_Shift_Del DEL C - 7 520 c.953delC c.(952-954)ACCfs p.T318fs

Pat_40 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 9 121 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_40 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 7 208 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_40 Post-Resistance TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 9 301 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_40 Post-Resistance KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 12 422 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_40 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 7 1067 c.611delC c.(610-612)GCCfs p.A204fs

Pat_40 Post-Resistance SDK1 221935 37 7 4119173 4119173 Frame_Shift_Del DEL A - 7 210 c.3281delA c.(3280-3282)TATfs p.Y1094fs

Pat_40 Post-Resistance USP42 84132 37 7 6155014 6155015 Frame_Shift_Del DEL TT - 8 418 c.302_303delTT c.(301-303)CTTfs p.L101fs

Pat_40 Post-Resistance HOXA11 3207 37 7 27222461 27222462 Frame_Shift_Ins INS - T 7 328 c.895_896insA c.(895-897)ATTfs p.I299fs

Pat_40 Post-Resistance ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 11 243 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_40 Post-Resistance STAG3 10734 37 7 99780446 99780446 Frame_Shift_Del DEL C - 7 1864 c.320delC c.(319-321)GCCfs p.A107fs

Pat_40 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 9 1107 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_40 Post-Resistance LUZP6 767558 37 7 135635394 135635394 Frame_Shift_Del DEL C - 7 1039 c.223delG c.(223-225)GCTfs p.A75fs

Pat_40 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 19 889 c.528delT c.(526-528)AATfs p.N176fs

Pat_40 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 9 1201 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_40 Post-Resistance ST18 9705 37 8 53062481 53062482 Frame_Shift_Ins INS - T 10 509 c.1862_1863insA c.(1861-1863)AATfs p.N621fs

Pat_40 Post-Resistance MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 11 1093 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_40 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 1917 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_40 Post-Resistance KCNB2 9312 37 8 73479985 73479985 Frame_Shift_Del DEL C - 8 671 c.16delC c.(16-18)CCCfs p.P6fs

Pat_40 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 8 584 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_40 Post-Resistance DECR1 1666 37 8 91057151 91057151 Frame_Shift_Del DEL G - 10 939 c.813delG c.(811-813)CTGfs p.L271fs

Pat_40 Post-Resistance RUNX1T1 862 37 8 93088215 93088215 Frame_Shift_Del DEL T - 11 956 c.66delA c.(64-66)AAAfs p.K22fs

Pat_40 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 10 353 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_40 Post-Resistance ZFPM2 23414 37 8 106813775 106813776 Frame_Shift_Del DEL GG - 7 482 c.1465_1466delGG c.(1465-1467)GGGfs p.G489fs

Pat_40 Post-Resistance COL14A1 7373 37 8 121279110 121279110 Frame_Shift_Del DEL C - 7 1286 c.3061delC c.(3061-3063)CCAfs p.P1021fs

Pat_40 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 205 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_40 Post-Resistance PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 9 501 c.4455_splice c.e30+1 p.E1485_splice

Pat_40 Post-Resistance KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 14 422 c.3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_40 Post-Resistance SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 13 41 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_40 Post-Resistance KIAA1432 57589 37 9 5774148 5774148 Frame_Shift_Del DEL G - 7 222 c.3937delG c.(3937-3939)GGAfs p.G1313fs

Pat_40 Post-Resistance MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 7 41 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_40 Post-Resistance FAM157B 100132403 37 9 141107536 141107537 In_Frame_Ins INS - GCA 12 20 c.218_219insGCAc.(217-219)CGG>CGGCAG p.85_86insQ

Pat_40 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 8 177 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_40 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 7 306 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_40 Post-Resistance ATRX 546 37 X 76778785 76778787 In_Frame_Del DEL TCT - 7 462 c.6792_6794delAGAc.(6790-6795)GAAGAG>GAGp.2264_2265EE>E

Pat_40 Post-Resistance ALG13 79868 37 X 110987997 110987999 In_Frame_Del DEL CCT - 10 90 c.2797_2799delCCT c.(2797-2799)CCTdel p.P945del

Pat_40 Post-Resistance ODZ1 10178 37 X 123540196 123540196 Frame_Shift_Del DEL G - 7 502 c.5105delC c.(5104-5106)GCAfs p.A1702fs

Pat_40 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 651 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_40 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 15 342 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_40 Post-Resistance SPANXN2 494119 37 X 142803692 142803692 Frame_Shift_Del DEL T - 16 339 c.71delA c.(70-72)AATfs p.N24fs

Pat_40 Post-Resistance PLXNA3 55558 37 X 153688565 153688565 Frame_Shift_Del DEL G - 8 104 c.42delG c.(40-42)GTGfs p.V14fs

Pat_41 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 12 44 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_41 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 7 707 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_41 Pre-Treatment TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 9 804 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_41 Pre-Treatment ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 7 943 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_41 Pre-Treatment TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 11 364 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del



Pat_41 Pre-Treatment PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 14 415 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_41 Pre-Treatment IGSF9 57549 37 1 159900128 159900128 Frame_Shift_Del DEL C - 7 312 c.1915delG c.(1915-1917)GTAfs p.V639fs

Pat_41 Pre-Treatment NR1I3 9970 37 1 161202999 161203000 Frame_Shift_Ins INS - G 8 862 c.367_368insC c.(367-369)CGCfs p.R123fs

Pat_41 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 8 239 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_41 Pre-Treatment ASPM 259266 37 1 197065253 197065253 Frame_Shift_Del DEL T - 7 684 c.8862delA c.(8860-8862)AAAfs p.K2954fs

Pat_41 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 184 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_41 Pre-Treatment MYO3A 53904 37 10 26462760 26462760 Frame_Shift_Del DEL A - 9 159 c.3567delA c.(3565-3567)CCAfs p.P1189fs

Pat_41 Pre-Treatment PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 9 233 c.4320_4322delGCCc.(4318-4323)CCGCCT>CCTp.1440_1441PP>P

Pat_41 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 11 2497 c.397delT c.(397-399)TTTfs p.F133fs

Pat_41 Pre-Treatment ABCC2 1244 37 10 101559000 101559000 Frame_Shift_Del DEL A - 9 524 c.904delA c.(904-906)AAAfs p.K302fs

Pat_41 Pre-Treatment PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 8 321 c.1847_1849delAGCc.(1846-1851)AAGCAG>AAG p.Q620del

Pat_41 Pre-Treatment LOC338651 338651 37 11 1619173 1619202 In_Frame_Del DELCCCCCACAGGAGCCACAGCCCCCCTTGGAG- 84 448c.273_302delCCCCCACAGGAGCCACAGCCCCCCTTGGAGc.(271-303)AACCCCCACAGGAGCCACAGCCCCCCTTGGAGC>AACp.PHRSHSPPWS102del

Pat_41 Pre-Treatment DDX10 1662 37 11 108577464 108577464 Splice_Site DEL A - 7 691 c.1224_splice c.e10-2 p.R408_splice

Pat_41 Pre-Treatment CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 8 2278 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_41 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 20 836 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_41 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 7 344 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_41 Pre-Treatment GLI1 2735 37 12 57860075 57860075 Frame_Shift_Del DEL G - 9 714 c.815delG c.(814-816)TGGfs p.W272fs

Pat_41 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 17 672 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_41 Pre-Treatment EP400 57634 37 12 132445252 132445253 Frame_Shift_Ins INS - C 9 74 c.88_89insC c.(88-90)GCCfs p.A30fs

Pat_41 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 13 1002 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_41 Pre-Treatment FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 16 486 c.607delG c.(607-609)GACfs p.D203fs

Pat_41 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 17 294 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_41 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 8 314 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_41 Pre-Treatment C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 8 57 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_41 Pre-Treatment BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 8 43 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_41 Pre-Treatment ZNF609 23060 37 15 64967246 64967247 Frame_Shift_Ins INS - A 8 482 c.2193_2194insA c.(2191-2196)GACAAAfs p.D731fs

Pat_41 Pre-Treatment SLC24A1 9187 37 15 65943128 65943130 In_Frame_Del DEL GAG - 7 55 c.2641_2643delGAG c.(2641-2643)GAGdel p.E890del

Pat_41 Pre-Treatment IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 11 631 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_41 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 132 c.2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_41 Pre-Treatment ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 9 257 c.9609_9611delGCAc.(9607-9612)CAGCAA>CAAp.3203_3204QQ>Q

Pat_41 Pre-Treatment ANKRD11 29123 37 16 89349641 89349641 Frame_Shift_Del DEL T - 7 287 c.3309delA c.(3307-3309)AAAfs p.K1103fs

Pat_41 Pre-Treatment C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 17 281 c.1056_1058delGGAc.(1054-1059)GAGGAA>GAAp.352_353EE>E

Pat_41 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 8 110 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del

Pat_41 Pre-Treatment SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 16 917 c.4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_41 Pre-Treatment KRTAP4-1 85285 37 17 39340796 39340852 Splice_Site DELCGGCAGCAGCTGGACATACCACAGCTGGGGTGGCAGGTGGTCTGACAGCAGAGTGGG- 13 265 c.246_splice c.e2-1 p.S82_splice

Pat_41 Pre-Treatment ETV4 2118 37 17 41610701 41610701 Frame_Shift_Del DEL G - 7 79 c.399delC c.(397-399)CCCfs p.P133fs

Pat_41 Pre-Treatment ITGB1BP3 27231 37 19 3941094 3941094 Frame_Shift_Del DEL C - 7 449 c.421delC c.(421-423)CCCfs p.P141fs

Pat_41 Pre-Treatment HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 8 723 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_41 Pre-Treatment ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 8 482 c.4_splice c.e2-1 p.G2_splice

Pat_41 Pre-Treatment PRX 57716 37 19 40900180 40900182 In_Frame_Del DEL TCC - 7 44 c.4077_4079delGGAc.(4075-4080)GAGGAA>GAAp.1359_1360EE>E

Pat_41 Pre-Treatment ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 15 321 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_41 Pre-Treatment SLC9A2 6549 37 2 103324746 103324746 Frame_Shift_Del DEL C - 7 608 c.2237delC c.(2236-2238)ACCfs p.T746fs

Pat_41 Pre-Treatment DCAF17 80067 37 2 172334537 172334538 Frame_Shift_Ins INS - A 8 192 c.1223_1224insA c.(1222-1224)GTAfs p.V408fs

Pat_41 Pre-Treatment FKBP7 51661 37 2 179343217 179343217 Frame_Shift_Del DEL T - 10 1180 c.10delA c.(10-12)ACCfs p.T4fs

Pat_41 Pre-Treatment TTN 7273 37 2 179596076 179596076 Frame_Shift_Del DEL T - 8 1407 c.13685delA c.(13684-13686)AATfs p.N4562fs

Pat_41 Pre-Treatment USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 8 122 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_41 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 15 312 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del



Pat_41 Pre-Treatment OSBPL2 9885 37 20 60854258 60854258 Frame_Shift_Del DEL C - 7 354 c.537delC c.(535-537)CACfs p.H179fs

Pat_41 Pre-Treatment IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 10 1249 c.514delT c.(514-516)TTTfs p.F172fs

Pat_41 Pre-Treatment MYH9 4627 37 22 36696948 36696950 In_Frame_Del DEL CTC - 10 350 c.2785_2787delGAG c.(2785-2787)GAGdel p.E929del

Pat_41 Pre-Treatment MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 9 224 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_41 Pre-Treatment SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 211 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_41 Pre-Treatment BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 11 177 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_41 Pre-Treatment ULK4 54986 37 3 41860985 41860985 Frame_Shift_Del DEL T - 9 117 c.1778delA c.(1777-1779)AAGfs p.K593fs

Pat_41 Pre-Treatment PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 9 1161 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_41 Pre-Treatment DPPA4 55211 37 3 109049606 109049606 Frame_Shift_Del DEL T - 10 333 c.444delA c.(442-444)AAAfs p.K148fs

Pat_41 Pre-Treatment KTELC1 56983 37 3 119205753 119205753 Frame_Shift_Del DEL A - 7 541 c.712delA c.(712-714)AAAfs p.K238fs

Pat_41 Pre-Treatment GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 7 728 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_41 Pre-Treatment MED12L 116931 37 3 151095826 151095828 In_Frame_Del DEL TGG - 9 329 c.4238_4240delTGGc.(4237-4242)TTGGTG>TTG p.V1414del

Pat_41 Pre-Treatment HGFAC 3083 37 4 3443784 3443786 In_Frame_Del DEL TCC - 7 87 c.56_58delTCC c.(55-60)TTCCTC>TTC p.L29del

Pat_41 Pre-Treatment ADH1A 124 37 4 100208033 100208033 Frame_Shift_Del DEL C - 8 1004 c.233delG c.(232-234)GGAfs p.G78fs

Pat_41 Pre-Treatment INTS12 57117 37 4 106621122 106621122 Frame_Shift_Del DEL A - 9 881 c.41delT c.(40-42)TTGfs p.L14fs

Pat_41 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 12 236 c.317delT c.(316-318)ATTfs p.I106fs

Pat_41 Pre-Treatment TRAM1L1 133022 37 4 118005517 118005517 Frame_Shift_Del DEL T - 7 642 c.1033delA c.(1033-1035)AGAfs p.R345fs

Pat_41 Pre-Treatment ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 98 c.1028_1030delCACc.(1027-1032)CCACAA>CAA p.P343del

Pat_41 Pre-Treatment FRG1 2483 37 4 190878555 190878556 Frame_Shift_Ins INS - A 7 79 c.435_436insA c.(433-438)GGGAAAfs p.G145fs

Pat_41 Pre-Treatment DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 8 1057 c.877delA c.(877-879)AGAfs p.R293fs

Pat_41 Pre-Treatment EGR1 1958 37 5 137801633 137801635 In_Frame_Del DEL CAG - 9 118 c.183_185delCAGc.(181-186)AACAGC>AAC p.S67del

Pat_41 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 9 986 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_41 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 7 352 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_41 Pre-Treatment TRIM52 84851 37 5 180687612 180687614 In_Frame_Del DEL TCC - 9 250 c.201_203delGGAc.(199-204)GAGGAC>GAC p.E67del

Pat_41 Pre-Treatment MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 11 203 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_41 Pre-Treatment BAT2 7916 37 6 31593814 31593815 Frame_Shift_Ins INS - G 13 189 c.857_858insG c.(856-858)GCGfs p.A286fs

Pat_41 Pre-Treatment RUNX2 860 37 6 45390467 45390469 In_Frame_Del DEL CAG - 10 92 c.196_198delCAG c.(196-198)CAGdel p.Q71del

Pat_41 Pre-Treatment GRIK2 2898 37 6 102503432 102503432 Frame_Shift_Del DEL A - 7 318 c.2539delA c.(2539-2541)AAAfs p.K847fs

Pat_41 Pre-Treatment VWC2 375567 37 7 49815163 49815163 Frame_Shift_Del DEL C - 3 6 c.132delC c.(130-132)GGCfs p.G44fs

Pat_41 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 570 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_41 Pre-Treatment GIGYF1 64599 37 7 100283635 100283637 In_Frame_Del DEL TCC - 8 161 c.1014_1016delGGAc.(1012-1017)GAGGAA>GAAp.338_339EE>E

Pat_41 Pre-Treatment SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 62 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_41 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 774 c.528delT c.(526-528)AATfs p.N176fs

Pat_41 Pre-Treatment TRY6 154754 37 7 142468305 142468306 Splice_Site INS - AG 10 312 c.46_splice c.e1+2

Pat_41 Pre-Treatment PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 1048 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_41 Pre-Treatment ZHX2 22882 37 8 123963963 123963964 Frame_Shift_Ins INS - A 11 92 c.213_214insA c.(211-216)TCCAAAfs p.S71fs

Pat_41 Pre-Treatment AMELX 265 37 X 11316787 11316787 Frame_Shift_Del DEL G - 7 921 c.264delG c.(262-264)GTGfs p.V88fs

Pat_41 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 21 455 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_41 Pre-Treatment TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 8 172 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_41 Pre-Treatment ATRX 546 37 X 76907782 76907784 In_Frame_Del DEL TCC - 7 352 c.4377_4379delGGAc.(4375-4380)GAGGAA>GAAp.1459_1460EE>E

Pat_41 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 10 864 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_41 Pre-Treatment IGSF1 3547 37 X 130411036 130411036 Frame_Shift_Del DEL C - 10 1628 c.2485delG c.(2485-2487)GCCfs p.A829fs

Pat_41 Pre-Treatment PLAC1 10761 37 X 133700354 133700354 Frame_Shift_Del DEL T - 7 260 c.359delA c.(358-360)AAGfs p.K120fs

Pat_41 Pre-Treatment SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 10 464 c.71delA c.(70-72)AATfs p.N24fs

Pat_41 Pre-Treatment MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 7 174 c.1788_1790delGCAc.(1786-1791)CTGCAG>CTG p.Q606del

Pat_41 Post-Resistance TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 7 503 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_41 Post-Resistance MFN2 9927 37 1 12061824 12061825 Splice_Site INS - G 31 933 c.971_splice c.e10-1 p.G324_splice



Pat_41 Post-Resistance SPEN 23013 37 1 16262680 16262680 Frame_Shift_Del DEL C - 7 484 c.9945delC c.(9943-9945)CACfs p.H3315fs

Pat_41 Post-Resistance PAFAH2 5051 37 1 26310537 26310537 Frame_Shift_Del DEL G - 9 1119 c.452delC c.(451-453)CCAfs p.P151fs

Pat_41 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 8 388 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_41 Post-Resistance ARID1A 8289 37 1 27106254 27106255 Frame_Shift_Del DEL AG - 7 712 c.5865_5866delAG c.(5863-5868)CTAGAGfs p.L1955fs

Pat_41 Post-Resistance ZMYM6 9204 37 1 35476363 35476364 Frame_Shift_Ins INS - A 17 265 c.1336_1337insT c.(1336-1338)TACfs p.Y446fs

Pat_41 Post-Resistance ST3GAL3 6487 37 1 44360095 44360096 Frame_Shift_Del DEL CG - 7 616 c.343_344delCG c.(343-345)CGCfs p.R115fs

Pat_41 Post-Resistance SPATA1 64173 37 1 85018771 85018772 Frame_Shift_Ins INS - A 2 4 c.1344_1345insA c.(1342-1347)CAGAAAfs p.Q448fs

Pat_41 Post-Resistance ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 10 658 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_41 Post-Resistance PRPF38B 55119 37 1 109242456 109242456 Frame_Shift_Del DEL A - 23 280 c.1455delA c.(1453-1455)TCAfs p.S485fs

Pat_41 Post-Resistance MAGI3 260425 37 1 114225919 114225919 Frame_Shift_Del DEL A - 11 239 c.3729delA c.(3727-3729)CTAfs p.L1243fs

Pat_41 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 7 1152 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_41 Post-Resistance GDAP2 54834 37 1 118454625 118454626 Frame_Shift_Del DEL TG - 14 403 c.549_550delCA c.(547-552)CACATAfs p.H183fs

Pat_41 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 14 406 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_41 Post-Resistance TCHH 7062 37 1 152081327 152081328 In_Frame_Ins INS - GCT 9 142 c.4365_4366insAGC c.(4363-4368)insAGC p.1455_1456insS

Pat_41 Post-Resistance TCHH 7062 37 1 152084657 152084658 In_Frame_Ins INS - CTC 7 135 c.1035_1036insGAG c.(1033-1038)insGAG p.345_346insE

Pat_41 Post-Resistance PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 7 507 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_41 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 11 181 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_41 Post-Resistance SMG7 9887 37 1 183502435 183502436 Frame_Shift_Ins INS - T 96 1218 c.980_981insT c.(979-981)TGTfs p.C327fs

Pat_41 Post-Resistance EDEM3 80267 37 1 184680896 184680896 Frame_Shift_Del DEL T - 34 507 c.1652delA c.(1651-1653)AATfs p.N551fs

Pat_41 Post-Resistance PRG4 10216 37 1 186276056 186276058 In_Frame_Del DEL AGG - 9 189 c.1205_1207delAGGc.(1204-1209)AAGGAG>AAG p.E403del

Pat_41 Post-Resistance PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 9 327 c.1276_1277insAGGc.(1276-1278)AAG>AAGGAGp.426_427insE

Pat_41 Post-Resistance PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 11 344 c.1582_1583insAGGc.(1582-1584)AAG>AAGGAGp.528_529insE

Pat_41 Post-Resistance PLXNA2 5362 37 1 208391176 208391176 Frame_Shift_Del DEL G - 18 252 c.92delC c.(91-93)CCAfs p.P31fs

Pat_41 Post-Resistance KCTD3 51133 37 1 215793922 215793922 Frame_Shift_Del DEL A - 21 339 c.2410delA c.(2410-2412)AAAfs p.K804fs

Pat_41 Post-Resistance USH2A 7399 37 1 215901396 215901396 Frame_Shift_Del DEL A - 8 800 c.12042delT c.(12040-12042)CCTfs p.P4014fs

Pat_41 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 7 621 c.394delC c.(394-396)CCCfs p.P132fs

Pat_41 Post-Resistance ZNF678 339500 37 1 227842489 227842489 Frame_Shift_Del DEL C - 15 551 c.538delC c.(538-540)CCCfs p.P180fs

Pat_41 Post-Resistance RGS7 6000 37 1 241032080 241032081 Frame_Shift_Ins INS - T 52 928 c.522_523insA c.(520-525)CAAGCAfs p.Q174fs

Pat_41 Post-Resistance CHML 1122 37 1 241798554 241798554 Frame_Shift_Del DEL A - 8 951 c.515delT c.(514-516)GTAfs p.V172fs

Pat_41 Post-Resistance CSTF2T 23283 37 10 53457748 53457748 Frame_Shift_Del DEL G - 2 4 c.1562delC c.(1561-1563)GCAfs p.A521fs

Pat_41 Post-Resistance USP54 159195 37 10 75258890 75258891 Frame_Shift_Del DEL GG - 8 545 c.4551_4552delCC c.(4549-4554)TCCCAAfs p.S1517fs

Pat_41 Post-Resistance CYP2C8 1558 37 10 96818090 96818090 Splice_Site DEL A - 7 236 c.819_splice c.e5+1 p.Q273_splice

Pat_41 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 7 525 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_41 Post-Resistance PKP3 11187 37 11 403623 403623 Frame_Shift_Del DEL G - 8 59 c.1929delG c.(1927-1929)GCGfs p.A643fs

Pat_41 Post-Resistance LOC338651 338651 37 11 1619173 1619202 In_Frame_Del DELCCCCCACAGGAGCCACAGCCCCCCTTGGAG- 66 307c.273_302delCCCCCACAGGAGCCACAGCCCCCCTTGGAGc.(271-303)AACCCCCACAGGAGCCACAGCCCCCCTTGGAGC>AACp.PHRSHSPPWS102del

Pat_41 Post-Resistance OR52A5 390054 37 11 5153679 5153679 Frame_Shift_Del DEL A - 7 224 c.194delT c.(193-195)TTGfs p.L65fs

Pat_41 Post-Resistance FAM160A2 84067 37 11 6244097 6244097 Frame_Shift_Del DEL C - 7 535 c.967delG c.(967-969)GTTfs p.V323fs

Pat_41 Post-Resistance LIN7C 55327 37 11 27520904 27520906 Splice_Site DEL ACC - 7 161 c.438_splice c.e4+1 p.V146_splice

Pat_41 Post-Resistance CPSF7 79869 37 11 61183649 61183649 Frame_Shift_Del DEL G - 15 173 c.893delC c.(892-894)CCAfs p.P298fs

Pat_41 Post-Resistance VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 7 283 c.379delA c.(379-381)AAAfs p.K127fs

Pat_41 Post-Resistance TPCN2 219931 37 11 68846258 68846258 Frame_Shift_Del DEL G - 7 242 c.1407delG c.(1405-1407)CTGfs p.L469fs

Pat_41 Post-Resistance FUT4 2526 37 11 94277537 94277537 Frame_Shift_Del DEL G - 2 4 c.238delG c.(238-240)GGGfs p.G80fs

Pat_41 Post-Resistance MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 10 24 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_41 Post-Resistance RAD51AP1 10635 37 12 4653063 4653063 Frame_Shift_Del DEL A - 10 112 c.202delA c.(202-204)AAAfs p.K68fs

Pat_41 Post-Resistance ATN1 1822 37 12 7046235 7046236 Frame_Shift_Del DEL CA - 7 294 c.1805_1806delCA c.(1804-1806)CCAfs p.P602fs

Pat_41 Post-Resistance TAS2R10 50839 37 12 10978836 10978836 Frame_Shift_Del DEL A - 9 444 c.33delT c.(31-33)TTTfs p.F11fs

Pat_41 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 12 440 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP



Pat_41 Post-Resistance PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 11 361 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_41 Post-Resistance PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 16 351 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_41 Post-Resistance PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 11 160 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_41 Post-Resistance EPS8 2059 37 12 15822389 15822389 Frame_Shift_Del DEL C - 8 281 c.448delG c.(448-450)GCAfs p.A150fs

Pat_41 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 472 c.522delA c.(520-522)CCAfs p.P174fs

Pat_41 Post-Resistance LRRK2 120892 37 12 40704376 40704377 Frame_Shift_Del DEL TG - 7 1255 c.4461_4462delTG c.(4459-4464)TTTGTGfs p.F1487fs

Pat_41 Post-Resistance CCT2 10576 37 12 69987371 69987372 Frame_Shift_Del DEL GG - 8 412 c.960_961delGG c.(958-963)GTGGAAfs p.V320fs

Pat_41 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 13 358 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_41 Post-Resistance KIAA1033 23325 37 12 105534127 105534128 Frame_Shift_Del DEL AT - 8 739 c.1508_1509delAT c.(1507-1509)CATfs p.H503fs

Pat_41 Post-Resistance ARPC3 10094 37 12 110878130 110878130 Frame_Shift_Del DEL T - 9 100 c.170delA c.(169-171)AACfs p.N57fs

Pat_41 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 21 663 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_41 Post-Resistance TRPC4 7223 37 13 38357110 38357111 Frame_Shift_Ins INS - T 18 310 c.360_361insA c.(358-363)AAACCTfs p.K120fs

Pat_41 Post-Resistance CKAP2 26586 37 13 53049034 53049034 Frame_Shift_Del DEL A - 14 142 c.1810delA c.(1810-1812)AAAfs p.K604fs

Pat_41 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 15 307 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_41 Post-Resistance MYCBP2 23077 37 13 77670520 77670521 Frame_Shift_Ins INS - A 8 702 c.9766_9767insT c.(9766-9768)AGCfs p.S3256fs

Pat_41 Post-Resistance RNF113B 140432 37 13 98828697 98828697 Frame_Shift_Del DEL T - 26 565 c.794delA c.(793-795)AACfs p.N265fs

Pat_41 Post-Resistance FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 12 539 c.607delG c.(607-609)GACfs p.D203fs

Pat_41 Post-Resistance OR4Q3 441669 37 14 20215682 20215683 Frame_Shift_Ins INS - T 7 367 c.96_97insT c.(94-99)TTGTTTfs p.L32fs

Pat_41 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 15 307 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_41 Post-Resistance PPP2R3C 55012 37 14 35585934 35585935 Frame_Shift_Ins INS - T 9 106 c.67_68insA c.(67-69)AGTfs p.S23fs

Pat_41 Post-Resistance MAP3K9 4293 37 14 71205006 71205006 Frame_Shift_Del DEL C - 8 198 c.1800delG c.(1798-1800)GGGfs p.G600fs

Pat_41 Post-Resistance PCNX 22990 37 14 71489915 71489916 Splice_Site DEL AG - 7 569 c.3151_splice c.e13-1 p.S1051_splice

Pat_41 Post-Resistance DCAF4 26094 37 14 73422362 73422363 Frame_Shift_Del DEL CC - 8 878 c.1137_1138delCC c.(1135-1140)CTCCAAfs p.L379fs

Pat_41 Post-Resistance C14orf174 161394 37 14 77844468 77844468 Frame_Shift_Del DEL C - 7 280 c.707delC c.(706-708)ACCfs p.T236fs

Pat_41 Post-Resistance SEL1L 6400 37 14 81970641 81970643 In_Frame_Del DEL TCT - 7 363 c.516_518delAGAc.(514-519)GAAGAG>GAGp.172_173EE>E

Pat_41 Post-Resistance PLA2G4E 123745 37 15 42302330 42302331 Frame_Shift_Ins INS - C 7 102 c.115_116insG c.(115-117)GCCfs p.A39fs

Pat_41 Post-Resistance ZFP106 64397 37 15 42742957 42742957 Frame_Shift_Del DEL A - 8 590 c.1444delT c.(1444-1446)TCCfs p.S482fs

Pat_41 Post-Resistance AP4E1 23431 37 15 51242051 51242053 In_Frame_Del DEL CAG - 7 512 c.1345_1347delCAG c.(1345-1347)CAGdel p.Q449del

Pat_41 Post-Resistance GLCE 26035 37 15 69553629 69553629 Frame_Shift_Del DEL A - 8 715 c.790delA c.(790-792)AAGfs p.K264fs

Pat_41 Post-Resistance PML 5371 37 15 74337151 74337151 Frame_Shift_Del DEL G - 13 143 c.2451delG c.(2449-2451)CAGfs p.Q817fs

Pat_41 Post-Resistance NRG4 145957 37 15 76301581 76301582 Frame_Shift_Ins INS - C 34 516 c.63_64insG c.(61-66)GGGCTTfs p.G21fs

Pat_41 Post-Resistance AGPHD1 123688 37 15 78825826 78825826 Frame_Shift_Del DEL T - 9 204 c.936delT c.(934-936)CGTfs p.R312fs

Pat_41 Post-Resistance IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 20 533 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_41 Post-Resistance AGRP 181 37 16 67516932 67516932 Frame_Shift_Del DEL G - 8 572 c.212delC c.(211-213)GCAfs p.A71fs

Pat_41 Post-Resistance ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 12 217 c.9609_9611delGCAc.(9607-9612)CAGCAA>CAAp.3203_3204QQ>Q

Pat_41 Post-Resistance ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 26 267 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_41 Post-Resistance EFNB3 1949 37 17 7611373 7611373 Frame_Shift_Del DEL C - 7 91 c.220delC c.(220-222)CCTfs p.P74fs

Pat_41 Post-Resistance MYH13 8735 37 17 10210253 10210254 Splice_Site DEL CA - 28 109 c.5295_splice c.e36+1 p.D1765_splice

Pat_41 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 8 569 c.4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_41 Post-Resistance KRTAP4-1 85285 37 17 39340796 39340852 Splice_Site DELCGGCAGCAGCTGGACATACCACAGCTGGGGTGGCAGGTGGTCTGACAGCAGAGTGGG- 65 224 c.246_splice c.e2-1 p.S82_splice

Pat_41 Post-Resistance GHDC 84514 37 17 40345560 40345562 In_Frame_Del DEL GCA - 3 4 c.38_40delTGC c.(37-42)CTGCCA>CCA p.L13del

Pat_41 Post-Resistance ZNF652 22834 37 17 47394579 47394579 Frame_Shift_Del DEL C - 7 231 c.509delG c.(508-510)GGAfs p.G170fs

Pat_41 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 209 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_41 Post-Resistance ALPK2 115701 37 18 56246440 56246440 Frame_Shift_Del DEL T - 9 1000 c.1568delA c.(1567-1569)AAGfs p.K523fs

Pat_41 Post-Resistance BSG 682 37 19 579603 579603 Frame_Shift_Del DEL G - 21 111 c.519delG c.(517-519)AAGfs p.K173fs

Pat_41 Post-Resistance ILF3 3609 37 19 10789308 10789308 Frame_Shift_Del DEL C - 19 189 c.579delC c.(577-579)GACfs p.D193fs

Pat_41 Post-Resistance ZNF90 7643 37 19 20216076 20216076 Frame_Shift_Del DEL A - 35 590 c.177delA c.(175-177)GGAfs p.G59fs



Pat_41 Post-Resistance ZNF714 148206 37 19 21300549 21300550 Frame_Shift_Del DEL TG - 11 490 c.1082_1083delTG c.(1081-1083)ATGfs p.M361fs

Pat_41 Post-Resistance GPATCH1 55094 37 19 33585147 33585148 Frame_Shift_Del DEL AA - 20 211 c.525_526delAA c.(523-528)GTAAAGfs p.V175fs

Pat_41 Post-Resistance DMKN 93099 37 19 36002394 36002405 In_Frame_Del DEL GCCACTGCTGCT - 7 49c.826_837delAGCAGCAGTGGCc.(826-837)AGCAGCAGTGGCdelp.SSSG276del

Pat_41 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 7 665 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_41 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 12 731 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_41 Post-Resistance ZNF283 284349 37 19 44351735 44351735 Frame_Shift_Del DEL T - 7 72 c.982delT c.(982-984)TTTfs p.F328fs

Pat_41 Post-Resistance LIG1 3978 37 19 48664673 48664674 Frame_Shift_Del DEL CG - 8 455 c.198_199delCG c.(196-201)AGCGAAfs p.S66fs

Pat_41 Post-Resistance FCGRT 2217 37 19 50017191 50017191 Frame_Shift_Del DEL G - 7 498 c.126delG c.(124-126)CCGfs p.P42fs

Pat_41 Post-Resistance ZNF808 388558 37 19 53046598 53046598 Frame_Shift_Del DEL C - 7 657 c.61delC c.(61-63)CAGfs p.Q21fs

Pat_41 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 20 261 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_41 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 8 481 c.1479_1481delGGAc.(1477-1482)GAGGAA>GAAp.493_494EE>E

Pat_41 Post-Resistance SLC9A2 6549 37 2 103324746 103324746 Frame_Shift_Del DEL C - 34 512 c.2237delC c.(2236-2238)ACCfs p.T746fs

Pat_41 Post-Resistance DGKD 8527 37 2 234365952 234365952 Frame_Shift_Del DEL G - 22 280 c.2558delG c.(2557-2559)TGGfs p.W853fs

Pat_41 Post-Resistance TGM6 343641 37 20 2384126 2384126 Frame_Shift_Del DEL C - 14 180 c.1073delC c.(1072-1074)ACCfs p.T358fs

Pat_41 Post-Resistance ATRN 8455 37 20 3542970 3542970 Frame_Shift_Del DEL G - 55 927 c.1495delG c.(1495-1497)GGGfs p.G499fs

Pat_41 Post-Resistance RALGAPB 57148 37 20 37203485 37203485 Frame_Shift_Del DEL C - 24 295 c.4360delC c.(4360-4362)CCCfs p.P1454fs

Pat_41 Post-Resistance FAM83D 81610 37 20 37555322 37555323 In_Frame_Ins INS - GCG 4 4 c.327_328insGCG c.(325-330)insGCG p.116_117insA

Pat_41 Post-Resistance PREX1 57580 37 20 47317371 47317372 Frame_Shift_Del DEL TA - 8 1074 c.836_837delTA c.(835-837)TTAfs p.L279fs

Pat_41 Post-Resistance KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 1562 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_41 Post-Resistance TAF4 6874 37 20 60574086 60574087 Frame_Shift_Del DEL GC - 8 1410 c.2865_2866delGCc.(2863-2868)AAGCAGfs p.K955fs

Pat_41 Post-Resistance KCNJ15 3772 37 21 39671215 39671215 Frame_Shift_Del DEL C - 7 232 c.32delC c.(31-33)ACCfs p.T11fs

Pat_41 Post-Resistance BRWD1 54014 37 21 40558989 40558989 Frame_Shift_Del DEL A - 15 319 c.6926delT c.(6925-6927)TTAfs p.L2309fs

Pat_41 Post-Resistance DIP2A 23181 37 21 47918510 47918510 Frame_Shift_Del DEL C - 7 745 c.419delC c.(418-420)TCAfs p.S140fs

Pat_41 Post-Resistance CRKL 1399 37 22 21288130 21288130 Frame_Shift_Del DEL G - 8 536 c.375delG c.(373-375)CTGfs p.L125fs

Pat_41 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 9 281 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_41 Post-Resistance NF2 4771 37 22 30057196 30057197 Frame_Shift_Ins INS - A 7 371 c.678_679insA c.(676-681)AATAAAfs p.N226fs

Pat_41 Post-Resistance MYH9 4627 37 22 36691101 36691102 Frame_Shift_Del DEL CA - 7 401 c.3506_3507delTG c.(3505-3507)GTGfs p.V1169fs

Pat_41 Post-Resistance MYH9 4627 37 22 36696948 36696950 In_Frame_Del DEL CTC - 10 291 c.2785_2787delGAG c.(2785-2787)GAGdel p.E929del

Pat_41 Post-Resistance EIF3L 51386 37 22 38247385 38247385 Frame_Shift_Del DEL A - 21 193 c.181delA c.(181-183)AAAfs p.K61fs

Pat_41 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 8 484 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_41 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 12 243 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_41 Post-Resistance POLDIP3 84271 37 22 42988072 42988073 Frame_Shift_Del DEL CA - 7 659 c.909_910delTG c.(907-912)TGTGGGfs p.C303fs

Pat_41 Post-Resistance BHLHE40 8553 37 3 5023155 5023157 In_Frame_Del DEL CAG - 8 1446 c.337_339delCAG c.(337-339)CAGdel p.Q116del

Pat_41 Post-Resistance CAPN7 23473 37 3 15283742 15283742 Frame_Shift_Del DEL A - 21 143 c.1846delA c.(1846-1848)AAAfs p.K616fs

Pat_41 Post-Resistance ERC2 26059 37 3 55733470 55733472 In_Frame_Del DEL TGG - 9 882 c.2781_2783delCCAc.(2779-2784)CACCAT>CATp.927_928HH>H

Pat_41 Post-Resistance POLQ 10721 37 3 121207671 121207673 In_Frame_Del DEL CTT - 7 359 c.4105_4107delAAG c.(4105-4107)AAGdel p.K1369del

Pat_41 Post-Resistance PARP14 54625 37 3 122418640 122418640 Frame_Shift_Del DEL A - 7 579 c.1239delA c.(1237-1239)ATAfs p.I413fs

Pat_41 Post-Resistance MBD4 8930 37 3 129155872 129155873 Frame_Shift_Del DEL AG - 28 516 c.614_615delCT c.(613-615)TCTfs p.S205fs

Pat_41 Post-Resistance CEP63 80254 37 3 134267969 134267970 Frame_Shift_Del DEL TG - 8 313 c.1133_1134delTG c.(1132-1134)CTGfs p.L378fs

Pat_41 Post-Resistance MED12L 116931 37 3 151095826 151095828 In_Frame_Del DEL TGG - 109 309 c.4238_4240delTGGc.(4237-4242)TTGGTG>TTG p.V1414del

Pat_41 Post-Resistance SKIL 6498 37 3 170078207 170078207 Frame_Shift_Del DEL A - 9 57 c.88delA c.(88-90)AAAfs p.K30fs

Pat_41 Post-Resistance MUC4 4585 37 3 195513582 195513582 Frame_Shift_Del DEL G - 3 6 c.4869delC c.(4867-4869)TCCfs p.S1623fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388345 1388346 Frame_Shift_Del DEL CA - 10 1216 c.46_47delCA c.(46-48)CACfs p.H16fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 8 1660 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388683 1388684 Frame_Shift_Del DEL CA - 11 1260 c.384_385delCA c.(382-387)CTCACAfs p.L128fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1389392 1389393 Frame_Shift_Del DEL CA - 10 1602 c.1093_1094delCA c.(1093-1095)CACfs p.H365fs

Pat_41 Post-Resistance TBC1D1 23216 37 4 38119764 38119765 Frame_Shift_Del DEL CA - 7 690 c.2913_2914delCA c.(2911-2916)CTCACCfs p.L971fs



Pat_41 Post-Resistance CSN2 1447 37 4 70823289 70823289 Frame_Shift_Del DEL A - 11 125 c.378delT c.(376-378)TTTfs p.F126fs

Pat_41 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 10 1403 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_41 Post-Resistance MAML3 55534 37 4 140811064 140811072 Splice_Site DEL TGCTGCTGC - 13 213 c.1513_splice c.e3-1 p.Q505_splice

Pat_41 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 12 863 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_41 Post-Resistance MSH3 4437 37 5 79966113 79966114 Frame_Shift_Ins INS - G 16 212 c.777_778insG c.(775-780)TTTGGGfs p.F259fs

Pat_41 Post-Resistance RASGRF2 5924 37 5 80409566 80409568 In_Frame_Del DEL CCA - 7 375 c.2297_2299delCCAc.(2296-2301)CCCACC>CCC p.T770del

Pat_41 Post-Resistance WDR36 134430 37 5 110459863 110459865 In_Frame_Del DEL GAA - 19 424 c.2494_2496delGAA c.(2494-2496)GAAdel p.E833del

Pat_41 Post-Resistance CTNNA1 1495 37 5 138160447 138160449 In_Frame_Del DEL GGA - 8 721 c.817_819delGGA c.(817-819)GGAdel p.G276del

Pat_41 Post-Resistance LARP1 23367 37 5 154173390 154173390 Frame_Shift_Del DEL C - 18 1116 c.899delC c.(898-900)GCCfs p.A300fs

Pat_41 Post-Resistance UBLCP1 134510 37 5 158697424 158697425 Frame_Shift_Del DEL TG - 7 485 c.303_304delTG c.(301-306)ATTGAAfs p.I101fs

Pat_41 Post-Resistance FGF18 8817 37 5 170883644 170883644 Frame_Shift_Del DEL C - 8 542 c.459delC c.(457-459)TTCfs p.F153fs

Pat_41 Post-Resistance NSD1 64324 37 5 176637122 176637122 Frame_Shift_Del DEL A - 20 151 c.1722delA c.(1720-1722)GGAfs p.G574fs

Pat_41 Post-Resistance TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 9 340 c.1319_1321delAGGc.(1318-1323)GAGGGC>GGC p.E440del

Pat_41 Post-Resistance DST 667 37 6 56510689 56510690 Frame_Shift_Del DEL TC - 7 391 c.1653_1654delGAc.(1651-1656)GAGAAGfs p.E551fs

Pat_41 Post-Resistance FRK 2444 37 6 116325059 116325059 Frame_Shift_Del DEL T - 19 87 c.447delA c.(445-447)AAAfs p.K149fs

Pat_41 Post-Resistance SHPRH 257218 37 6 146275964 146275964 Frame_Shift_Del DEL T - 8 65 c.495delA c.(493-495)AAAfs p.K165fs

Pat_41 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 8 184 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_41 Post-Resistance PHF10 55274 37 6 170104147 170104148 Frame_Shift_Ins INS - G 24 263 c.1448_1449insC c.(1447-1449)CCAfs p.P483fs

Pat_41 Post-Resistance GPER 2852 37 7 1132270 1132270 Frame_Shift_Del DEL C - 11 222 c.906delC c.(904-906)CACfs p.H302fs

Pat_41 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 10 687 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_41 Post-Resistance TRA2A 29896 37 7 23552546 23552546 Frame_Shift_Del DEL A - 14 378 c.492delT c.(490-492)TTTfs p.F164fs

Pat_41 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 10 465 c.233delT c.(232-234)ATTfs p.I78fs

Pat_41 Post-Resistance ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 12 190 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_41 Post-Resistance ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 10 366 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_41 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 555 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_41 Post-Resistance PEX1 5189 37 7 92120786 92120786 Frame_Shift_Del DEL T - 8 458 c.3238delA c.(3238-3240)AGTfs p.S1080fs

Pat_41 Post-Resistance TRRAP 8295 37 7 98609744 98609745 Frame_Shift_Ins INS - A 11 169 c.11346_11347insAc.(11344-11349)CACAAAfs p.H3782fs

Pat_41 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 7 437 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_41 Post-Resistance MCM7 4176 37 7 99691822 99691822 Frame_Shift_Del DEL C - 8 1018 c.1822delG c.(1822-1824)GCTfs p.A608fs

Pat_41 Post-Resistance MEPCE 56257 37 7 100028452 100028454 In_Frame_Del DEL CAG - 9 1204 c.811_813delCAG c.(811-813)CAGdel p.Q274del

Pat_41 Post-Resistance AP1S1 1174 37 7 100802405 100802405 Frame_Shift_Del DEL G - 22 207 c.357delG c.(355-357)ATGfs p.M119fs

Pat_41 Post-Resistance CBLL1 79872 37 7 107395909 107395909 Frame_Shift_Del DEL A - 7 1059 c.413delA c.(412-414)GAAfs p.E138fs

Pat_41 Post-Resistance CTTNBP2 83992 37 7 117431783 117431784 Frame_Shift_Del DEL CC - 7 1572 c.1466_1467delGG c.(1465-1467)CGGfs p.R489fs

Pat_41 Post-Resistance CHRM2 1129 37 7 136700150 136700150 Frame_Shift_Del DEL T - 10 536 c.538delT c.(538-540)TTTfs p.F180fs

Pat_41 Post-Resistance BRAF 673 37 7 140482927 140482927 Frame_Shift_Del DEL G - 8 260 c.1208delC c.(1207-1209)CCTfs p.P403fs

Pat_41 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 18 1002 c.528delT c.(526-528)AATfs p.N176fs

Pat_41 Post-Resistance DLC1 10395 37 8 12957611 12957613 In_Frame_Del DEL GCT - 9 175 c.2233_2235delAGC c.(2233-2235)AGCdel p.S745del

Pat_41 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 11 962 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_41 Post-Resistance LACTB2 51110 37 8 71556428 71556429 Frame_Shift_Del DEL TC - 7 1159 c.463_464delGA c.(463-465)GAAfs p.E155fs

Pat_41 Post-Resistance ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 9 1386 c.52delA c.(52-54)ATGfs p.M18fs

Pat_41 Post-Resistance TMEM55A 55529 37 8 92021005 92021006 Frame_Shift_Del DEL TG - 8 512 c.504_505delCA c.(502-507)TTCAACfs p.F168fs

Pat_41 Post-Resistance ESRP1 54845 37 8 95686611 95686611 Frame_Shift_Del DEL A - 10 210 c.1528delA c.(1528-1530)AAAfs p.K510fs

Pat_41 Post-Resistance UBR5 51366 37 8 103298813 103298813 Frame_Shift_Del DEL C - 16 128 c.4990delG c.(4990-4992)GATfs p.D1664fs

Pat_41 Post-Resistance CSMD3 114788 37 8 113303887 113303887 Frame_Shift_Del DEL A - 8 555 c.8826delT c.(8824-8826)TCTfs p.S2942fs

Pat_41 Post-Resistance ZHX2 22882 37 8 123963963 123963964 Frame_Shift_Ins INS - A 15 60 c.213_214insA c.(211-216)TCCAAAfs p.S71fs

Pat_41 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 10 262 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_41 Post-Resistance FER1L6 654463 37 8 125022956 125022956 Splice_Site DEL T - 7 793 c.1821_splice c.e14+2 p.L607_splice



Pat_41 Post-Resistance PLEC 5339 37 8 144995120 144995122 In_Frame_Del DEL TGA - 8 194 c.9278_9280delTCAc.(9277-9282)ATCAAG>AAG p.I3093del

Pat_41 Post-Resistance TFE3 7030 37 X 48887952 48887952 Frame_Shift_Del DEL C - 21 294 c.1445delG c.(1444-1446)GGAfs p.G482fs

Pat_41 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 493 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_41 Post-Resistance FAM155B 27112 37 X 68725672 68725672 Frame_Shift_Del DEL A - 7 70 c.547delA c.(547-549)AAAfs p.K183fs

Pat_41 Post-Resistance OGT 8473 37 X 70782825 70782825 Frame_Shift_Del DEL T - 10 352 c.2106delT c.(2104-2106)ACTfs p.T702fs

Pat_41 Post-Resistance TCEAL6 158931 37 X 101396101 101396101 Frame_Shift_Del DEL T - 14 293 c.203delA c.(202-204)AAGfs p.K68fs

Pat_41 Post-Resistance RGAG1 57529 37 X 109694602 109694603 Frame_Shift_Del DEL GG - 7 369 c.757_758delGG c.(757-759)GGAfs p.G253fs

Pat_41 Post-Resistance STAG2 10735 37 X 123159727 123159727 Frame_Shift_Del DEL G - 8 892 c.82delG c.(82-84)GAAfs p.E28fs

Pat_41 Post-Resistance GPR112 139378 37 X 135455156 135455156 Frame_Shift_Del DEL G - 8 1340 c.7709delG c.(7708-7710)CGGfs p.R2570fs

Pat_41 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 7 542 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_41 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 9 81 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_41 Post-Resistance L1CAM 3897 37 X 153130092 153130092 Frame_Shift_Del DEL G - 7 410 c.3114delC c.(3112-3114)CCCfs p.P1038fs

Pat_41 Post-Resistance F8 2157 37 X 154158427 154158428 Frame_Shift_Ins INS - T 3 4 c.3637_3638insA c.(3637-3639)ATTfs p.I1213fs

Pat_44 Pre-Treatment ARID1A 8289 37 1 27057991 27057991 Frame_Shift_Del DEL C - 10 459 c.1699delC c.(1699-1701)CAGfs p.Q567fs

Pat_44 Pre-Treatment RIT1 6016 37 1 155874584 155874585 Frame_Shift_Del DEL TA - 7 66 c.174_175delTA c.(172-177)TATAAGfs p.Y58fs

Pat_44 Pre-Treatment MBD6 114785 37 12 57918829 57918830 Frame_Shift_Ins INS - T 24 135 c.310_311insT c.(310-312)CGGfs p.R104fs

Pat_44 Pre-Treatment CEP290 80184 37 12 88473975 88473975 Frame_Shift_Del DEL T - 2 4 c.5210delA c.(5209-5211)AAGfs p.K1737fs

Pat_44 Pre-Treatment IPO4 79711 37 14 24656873 24656874 Frame_Shift_Del DEL CT - 8 129 c.407_408delAG c.(406-408)GAGfs p.E136fs

Pat_44 Pre-Treatment BCL11B 64919 37 14 99641544 99641546 In_Frame_Del DEL CTC - 5 7 c.1627_1629delGAG c.(1627-1629)GAGdel p.E543del

Pat_44 Pre-Treatment PDE8A 5151 37 15 85658713 85658713 Frame_Shift_Del DEL C - 2 4 c.1394delC c.(1393-1395)ACAfs p.T465fs

Pat_44 Pre-Treatment TSC2 7249 37 16 2112527 2112527 Frame_Shift_Del DEL T - 2 4 c.1287delT c.(1285-1287)TATfs p.Y429fs

Pat_44 Pre-Treatment CMIP 80790 37 16 81691378 81691379 Splice_Site DEL AG - 3 4 c.640_splice c.e5-1 p.N214_splice

Pat_44 Pre-Treatment ATP6V0A1 535 37 17 40639289 40639289 Frame_Shift_Del DEL G - 7 192 c.927delG c.(925-927)CTGfs p.L309fs

Pat_44 Pre-Treatment BAHCC1 57597 37 17 79409922 79409922 Frame_Shift_Del DEL C - 2 4 c.1547delC c.(1546-1548)GCCfs p.A516fs

Pat_44 Pre-Treatment C19orf35 374872 37 19 2275696 2275696 Frame_Shift_Del DEL C - 4 9 c.1405delG c.(1405-1407)GCGfs p.A469fs

Pat_44 Pre-Treatment STAP2 55620 37 19 4324499 4324500 Frame_Shift_Del DEL CC - 4 5 c.1099_1100delGG c.(1099-1101)GGCfs p.G367fs

Pat_44 Pre-Treatment UNC13A 23025 37 19 17766924 17766926 In_Frame_Del DEL CCT - 2 4 c.1313_1315delAGGc.(1312-1317)GAGGTG>GTG p.E438del

Pat_44 Pre-Treatment KIRREL2 84063 37 19 36352837 36352838 Frame_Shift_Del DEL CC - 3 5 c.1421_1422delCC c.(1420-1422)ACCfs p.T474fs

Pat_44 Pre-Treatment SIPA1L3 23094 37 19 38684299 38684299 Frame_Shift_Del DEL C - 4 9 c.4719delC c.(4717-4719)TTCfs p.F1573fs

Pat_44 Pre-Treatment GTF3C3 9330 37 2 197649613 197649614 Frame_Shift_Ins INS - T 2 4 c.1081_1082insA c.(1081-1083)ACTfs p.T361fs

Pat_44 Pre-Treatment CADPS 8618 37 3 62464070 62464070 Frame_Shift_Del DEL T - 2 4 c.3195delA c.(3193-3195)GAAfs p.E1065fs

Pat_44 Pre-Treatment PRDM13 59336 37 6 100061624 100061625 In_Frame_Ins INS - CCG 11 4 c.1113_1114insCCG c.(1111-1116)insCCG p.378_379insP

Pat_44 Pre-Treatment FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 268 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_44 Pre-Treatment CCDC22 28952 37 X 49105637 49105637 Frame_Shift_Del DEL G - 2 4 c.1549delG c.(1549-1551)GATfs p.D517fs

Pat_44 Post-Resistance ATAD3B 83858 37 1 1420436 1420437 Frame_Shift_Del DEL CC - 4 7 c.791_792delCC c.(790-792)GCCfs p.A264fs

Pat_44 Post-Resistance LHX4 89884 37 1 180243506 180243506 Frame_Shift_Del DEL C - 7 519 c.965delC c.(964-966)TCCfs p.S322fs

Pat_44 Post-Resistance PGBD2 267002 37 1 249211274 249211274 Frame_Shift_Del DEL A - 8 305 c.491delA c.(490-492)TATfs p.Y164fs

Pat_44 Post-Resistance CHAT 1103 37 10 50872887 50872887 Frame_Shift_Del DEL G - 8 799 c.2042delG c.(2041-2043)TGCfs p.C681fs

Pat_44 Post-Resistance ZMIZ1 57178 37 10 81067245 81067245 Frame_Shift_Del DEL C - 7 185 c.2752delC c.(2752-2754)CCCfs p.P918fs

Pat_44 Post-Resistance FBXL15 79176 37 10 104181190 104181190 Frame_Shift_Del DEL C - 2 4 c.133delC c.(133-135)CAGfs p.Q45fs

Pat_44 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 7 460 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_44 Post-Resistance AMBRA1 55626 37 11 46564695 46564696 Frame_Shift_Del DEL CG - 4 4 c.871_872delCG c.(871-873)CGAfs p.R291fs

Pat_44 Post-Resistance CKAP5 9793 37 11 46789159 46789159 Frame_Shift_Del DEL T - 7 329 c.3377delA c.(3376-3378)AAGfs p.K1126fs

Pat_44 Post-Resistance RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 8 184 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_44 Post-Resistance VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 7 218 c.379delA c.(379-381)AAAfs p.K127fs

Pat_44 Post-Resistance ODZ4 26011 37 11 78387242 78387242 Frame_Shift_Del DEL T - 2 4 c.5451delA c.(5449-5451)AAAfs p.K1817fs

Pat_44 Post-Resistance ADAMTS8 11095 37 11 130298118 130298120 In_Frame_Del DEL GCA - 7 1 c.62_64delTGC c.(61-66)CTGCCG>CCG p.L21del



Pat_44 Post-Resistance RAD52 5893 37 12 1023096 1023097 Frame_Shift_Del DEL CC - 7 140 c.1158_1159delGG c.(1156-1161)TGGGACfs p.W386fs

Pat_44 Post-Resistance XPO4 64328 37 13 21436912 21436912 Frame_Shift_Del DEL T - 7 869 c.261delA c.(259-261)AAAfs p.K87fs

Pat_44 Post-Resistance RNASE8 122665 37 14 21526082 21526084 In_Frame_Del DEL CTG - 7 118 c.31_33delCTG c.(31-33)CTGdel p.L16del

Pat_44 Post-Resistance KCNH5 27133 37 14 63174357 63174357 Frame_Shift_Del DEL T - 8 323 c.2836delA c.(2836-2838)AGCfs p.S946fs

Pat_44 Post-Resistance ZFYVE26 23503 37 14 68222747 68222747 Frame_Shift_Del DEL C - 10 1189 c.6704delG c.(6703-6705)GGAfs p.G2235fs

Pat_44 Post-Resistance TRIP11 9321 37 14 92436027 92436027 Frame_Shift_Del DEL A - 8 318 c.5930delT c.(5929-5931)TTAfs p.L1977fs

Pat_44 Post-Resistance BCL11B 64919 37 14 99641544 99641546 In_Frame_Del DEL CTC - 5 11 c.1627_1629delGAG c.(1627-1629)GAGdel p.E543del

Pat_44 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 7 724 c.1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_44 Post-Resistance FBN1 2200 37 15 48704838 48704839 Frame_Shift_Del DEL AC - 9 472 c.8153_8154delGT c.(8152-8154)TGTfs p.C2718fs

Pat_44 Post-Resistance SCAPER 49855 37 15 77046232 77046233 Frame_Shift_Del DEL CC - 8 595 c.1782_1783delGG c.(1780-1785)ATGGAAfs p.M594fs

Pat_44 Post-Resistance POLR3E 55718 37 16 22339834 22339834 Frame_Shift_Del DEL C - 8 261 c.1870delC c.(1870-1872)CCCfs p.P624fs

Pat_44 Post-Resistance NUTF2 10204 37 16 67902402 67902403 Splice_Site DEL AG - 8 964 c.172_splice c.e4-1 p.S58_splice

Pat_44 Post-Resistance PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 7 471 c.725delG c.(724-726)GGCfs p.G242fs

Pat_44 Post-Resistance SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 10 152 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_44 Post-Resistance ZNF442 79973 37 19 12461637 12461638 Frame_Shift_Del DEL TC - 7 651 c.761_762delGA c.(760-762)AGAfs p.R254fs

Pat_44 Post-Resistance MAP3K10 4294 37 19 40697953 40697953 Frame_Shift_Del DEL G - 2 4 c.15delG c.(13-15)GAGfs p.E5fs

Pat_44 Post-Resistance ZNF649 65251 37 19 52394014 52394014 Frame_Shift_Del DEL C - 8 713 c.1375delG c.(1375-1377)GATfs p.D459fs

Pat_44 Post-Resistance MYT1L 23040 37 2 1921068 1921068 Frame_Shift_Del DEL G - 8 309 c.1527delC c.(1525-1527)CCCfs p.P509fs

Pat_44 Post-Resistance NTSR2 23620 37 2 11800201 11800201 Frame_Shift_Del DEL C - 8 318 c.957delG c.(955-957)ATGfs p.M319fs

Pat_44 Post-Resistance MITD1 129531 37 2 99787009 99787009 Frame_Shift_Del DEL C - 9 397 c.584delG c.(583-585)CGAfs p.R195fs

Pat_44 Post-Resistance EPHA4 2043 37 2 222301266 222301266 Frame_Shift_Del DEL C - 7 585 c.2199delG c.(2197-2199)GGGfs p.G733fs

Pat_44 Post-Resistance CLIC6 54102 37 21 36042463 36042492 In_Frame_Del DELGCGTAGAAGCGGGGGTCCCGGCGGGGGACA- 4 5c.776_805delGCGTAGAAGCGGGGGTCCCGGCGGGGGACAc.(775-807)GGCGTAGAAGCGGGGGTCCCGGCGGGGGACAGC>GGCp.VEAGVPAGDS260del

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120392 38120400 In_Frame_Del DEL CCTCCAGAA - 7 420c.1829_1837delCCTCCAGAAc.(1828-1839)GCCTCCAGAACC>GCCp.SRT611del

Pat_44 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 21 481 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_44 Post-Resistance DLEC1 9940 37 3 38151740 38151740 Frame_Shift_Del DEL C - 8 497 c.3411delC c.(3409-3411)AGCfs p.S1137fs

Pat_44 Post-Resistance CADPS 8618 37 3 62478091 62478091 Frame_Shift_Del DEL C - 8 1527 c.2758delG c.(2758-2760)GAGfs p.E920fs

Pat_44 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 11 854 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_44 Post-Resistance TTC23L 153657 37 5 34850347 34850347 Frame_Shift_Del DEL G - 7 474 c.313delG c.(313-315)GGGfs p.G105fs

Pat_44 Post-Resistance SLCO6A1 133482 37 5 101794149 101794149 Frame_Shift_Del DEL A - 7 204 c.1068delT c.(1066-1068)TTTfs p.F356fs

Pat_44 Post-Resistance DMXL1 1657 37 5 118533562 118533563 Frame_Shift_Del DEL CG - 7 588 c.7656_7657delCG c.(7654-7659)ATCGCAfs p.I2552fs

Pat_44 Post-Resistance LRRC1 55227 37 6 53787534 53787535 Frame_Shift_Del DEL GG - 7 1416 c.1518_1519delGGc.(1516-1521)CTGGACfs p.L506fs

Pat_44 Post-Resistance PRDM13 59336 37 6 100061624 100061625 In_Frame_Ins INS - CCG 6 4 c.1113_1114insCCG c.(1111-1116)insCCG p.378_379insP

Pat_44 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 10 376 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_44 Post-Resistance PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 8 150 c.678delA c.(676-678)TCAfs p.S226fs

Pat_44 Post-Resistance UNC93A 54346 37 6 167728864 167728865 Frame_Shift_Del DEL CC - 8 876 c.1298_1299delCC c.(1297-1299)TCCfs p.S433fs

Pat_44 Post-Resistance PHTF2 57157 37 7 77569580 77569581 Frame_Shift_Ins INS - T 8 269 c.1701_1702insT c.(1699-1704)TTCTTTfs p.F567fs

Pat_44 Post-Resistance PIK3CG 5294 37 7 106509566 106509566 Frame_Shift_Del DEL G - 7 385 c.1560delG c.(1558-1560)CTGfs p.L520fs

Pat_44 Post-Resistance FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 7 54 c.598_splice c.e6-1 p.Q200_splice

Pat_44 Post-Resistance ELP3 55140 37 8 27987174 27987174 Frame_Shift_Del DEL C - 7 405 c.773delC c.(772-774)ACCfs p.T258fs

Pat_44 Post-Resistance STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 7 172 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_44 Post-Resistance TNFRSF11B 4982 37 8 119936812 119936812 Frame_Shift_Del DEL T - 8 366 c.1007delA c.(1006-1008)AATfs p.N336fs

Pat_44 Post-Resistance DMRT2 10655 37 9 1056908 1056908 Frame_Shift_Del DEL G - 8 523 c.1321delG c.(1321-1323)GACfs p.D441fs

Pat_44 Post-Resistance ZNF462 58499 37 9 109736498 109736498 Frame_Shift_Del DEL G - 8 1338 c.6776delG c.(6775-6777)TGCfs p.C2259fs

Pat_44 Post-Resistance C9orf173 441476 37 9 140147214 140147214 Frame_Shift_Del DEL C - 2 4 c.590delC c.(589-591)ACCfs p.T197fs

Pat_44 Post-Resistance KAL1 3730 37 X 8565091 8565091 Frame_Shift_Del DEL G - 8 126 c.525delC c.(523-525)CCCfs p.P175fs

Pat_45 Pre-Treatment SNRNP40 9410 37 1 31742030 31742031 Frame_Shift_Del DEL TG - 7 498 c.832_833delCA c.(832-834)CAAfs p.Q278fs

Pat_45 Pre-Treatment LDLRAD1 388633 37 1 54480002 54480002 Frame_Shift_Del DEL C - 2 4 c.109delG c.(109-111)GCCfs p.A37fs



Pat_45 Pre-Treatment CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 9 252 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_45 Pre-Treatment CELSR2 1952 37 1 109815643 109815644 Frame_Shift_Del DEL CC - 4 7 c.8332_8333delCC c.(8332-8334)CCCfs p.P2778fs

Pat_45 Pre-Treatment FAM40A 85369 37 1 110585707 110585708 Splice_Site INS - T 4 9 c.886_splice c.e9-2 p.C296_splice

Pat_45 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 7 555 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_45 Pre-Treatment HEATR1 55127 37 1 236719429 236719429 Frame_Shift_Del DEL T - 7 360 c.5485delA c.(5485-5487)ACTfs p.T1829fs

Pat_45 Pre-Treatment FOLH1 2346 37 11 49179535 49179535 Frame_Shift_Del DEL T - 8 192 c.1501delA c.(1501-1503)AGTfs p.S501fs

Pat_45 Pre-Treatment PGA5 5222 37 11 61015898 61015899 Frame_Shift_Ins INS - AG 8 629 c.664_665insAG c.(664-666)AAGfs p.K222fs

Pat_45 Pre-Treatment PDE2A 5138 37 11 72353321 72353323 In_Frame_Del DEL GCG - 4 4 c.119_121delCGCc.(118-123)CCGCAG>CAG p.P40del

Pat_45 Pre-Treatment MLL2 8085 37 12 49426661 49426669 In_Frame_Del DEL GTTGTTGAA - 2 4c.11819_11827delTTCAACAACc.(11818-11829)CTTCAACAACAG>CAGp.LQQ3940del

Pat_45 Pre-Treatment ACAD10 80724 37 12 112130539 112130539 Frame_Shift_Del DEL C - 8 138 c.26delC c.(25-27)TCCfs p.S9fs

Pat_45 Pre-Treatment RFC3 5983 37 13 34398062 34398063 Frame_Shift_Ins INS - A 10 126 c.234_235insA c.(232-237)TCTAAAfs p.S78fs

Pat_45 Pre-Treatment ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 10 138 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs

Pat_45 Pre-Treatment TMEM30B 161291 37 14 61747546 61747546 Frame_Shift_Del DEL G - 4 2 c.320delC c.(319-321)CCAfs p.P107fs

Pat_45 Pre-Treatment PLA2G4D 283748 37 15 42363022 42363022 Frame_Shift_Del DEL C - 4 5 c.1936delG c.(1936-1938)GTGfs p.V646fs

Pat_45 Pre-Treatment TLE3 7090 37 15 70358548 70358550 In_Frame_Del DEL GCT - 2 4 c.380_382delAGCc.(379-384)CAGCTC>CTC p.Q127del

Pat_45 Pre-Treatment GSPT1 2935 37 16 12009531 12009533 In_Frame_Del DEL CCG - 3 5 c.45_47delCGG c.(43-48)GGCGGG>GGG p.15_16GG>G

Pat_45 Pre-Treatment TRIM72 493829 37 16 31230512 31230513 Splice_Site DEL GT - 4 7 c.486_splice c.e3+1 p.E162_splice

Pat_45 Pre-Treatment CDK10 8558 37 16 89761176 89761177 Frame_Shift_Del DEL CC - 4 5 c.772_773delCC c.(772-774)CCCfs p.P258fs

Pat_45 Pre-Treatment PRDM7 11105 37 16 90126961 90126962 Frame_Shift_Del DEL AG - 7 96 c.1020_1021delCT c.(1018-1023)TTCTATfs p.F340fs

Pat_45 Pre-Treatment TP53 7157 37 17 7579378 7579379 Frame_Shift_Ins INS - T 19 36 c.308_309insA c.(307-309)TACfs p.Y103fs

Pat_45 Pre-Treatment MYH10 4628 37 17 8526401 8526401 Frame_Shift_Del DEL C - 7 792 c.164delG c.(163-165)GGAfs p.G55fs

Pat_45 Pre-Treatment AKAP10 11216 37 17 19880956 19880956 Frame_Shift_Del DEL G - 2 4 c.37delC c.(37-39)CGCfs p.R13fs

Pat_45 Pre-Treatment TP53I13 90313 37 17 27896102 27896102 Frame_Shift_Del DEL C - 4 6 c.139delC c.(139-141)CAGfs p.Q47fs

Pat_45 Pre-Treatment KLHL14 57565 37 18 30350355 30350355 Frame_Shift_Del DEL G - 4 5 c.200delC c.(199-201)CCTfs p.P67fs

Pat_45 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 10 161 c.823_splice c.e8-1 p.P275_splice

Pat_45 Pre-Treatment SERPINB12 89777 37 18 61233923 61233923 Frame_Shift_Del DEL C - 9 408 c.897delC c.(895-897)TTCfs p.F299fs

Pat_45 Pre-Treatment CRTC1 23373 37 19 18794544 18794545 Frame_Shift_Del DEL GC - 4 5 c.32_33delGC c.(31-33)AGCfs p.S11fs

Pat_45 Pre-Treatment C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 10 184 c.471delC c.(469-471)CCCfs p.P157fs

Pat_45 Pre-Treatment SMC6 79677 37 2 17898356 17898356 Frame_Shift_Del DEL T - 7 248 c.1180delA c.(1180-1182)AGTfs p.S394fs

Pat_45 Pre-Treatment ALMS1 7840 37 2 73786106 73786108 In_Frame_Del DEL TGC - 8 93 c.10224_10226delTGCc.(10222-10227)AGTGCT>AGTp.A3413del

Pat_45 Pre-Treatment EIF2AK3 9451 37 2 88926730 88926732 In_Frame_Del DEL CAG - 4 5 c.61_63delCTG c.(61-63)CTGdel p.L21del

Pat_45 Pre-Treatment XIRP2 129446 37 2 168104998 168105000 In_Frame_Del DEL CCT - 8 202 c.7096_7098delCCT c.(7096-7098)CCTdel p.P2370del

Pat_45 Pre-Treatment CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 11 229 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_45 Pre-Treatment DSTN 11034 37 20 17581679 17581680 Frame_Shift_Ins INS - T 7 350 c.300_301insT c.(298-303)ATGTTTfs p.M100fs

Pat_45 Pre-Treatment TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 318 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_45 Pre-Treatment SH3BGR 6450 37 21 40823995 40823995 Frame_Shift_Del DEL G - 7 523 c.162delG c.(160-162)TTGfs p.L54fs

Pat_45 Pre-Treatment COL18A1 80781 37 21 46925143 46925143 Frame_Shift_Del DEL C - 2 4 c.4200delC c.(4198-4200)GGCfs p.G1400fs

Pat_45 Pre-Treatment ITPR1 3708 37 3 4753512 4753512 Frame_Shift_Del DEL T - 2 4 c.5036delT c.(5035-5037)CTGfs p.L1679fs

Pat_45 Pre-Treatment NCKIPSD 51517 37 3 48723233 48723233 Frame_Shift_Del DEL C - 4 8 c.8delG c.(7-9)CGCfs p.R3fs

Pat_45 Pre-Treatment UROC1 131669 37 3 126236513 126236513 Frame_Shift_Del DEL G - 4 2 c.50delC c.(49-51)CCAfs p.P17fs

Pat_45 Pre-Treatment MRAS 22808 37 3 138121035 138121037 In_Frame_Del DEL AGA - 12 809 c.551_553delAGAc.(550-555)CAGAAG>CAG p.K189del

Pat_45 Pre-Treatment ATR 545 37 3 142254993 142254994 Frame_Shift_Del DEL GG - 8 259 c.3775_3776delCC c.(3775-3777)CCAfs p.P1259fs

Pat_45 Pre-Treatment PCOLCE2 26577 37 3 142548586 142548586 Frame_Shift_Del DEL T - 8 508 c.813delA c.(811-813)AAAfs p.K271fs

Pat_45 Pre-Treatment CYP4V2 285440 37 4 187118244 187118245 Frame_Shift_Ins INS - T 15 409 c.564_565insT c.(562-567)TGCTTTfs p.C188fs

Pat_45 Pre-Treatment LRRC14B 389257 37 5 191802 191803 Frame_Shift_Del DEL CG - 4 2 c.149_150delCG c.(148-150)ACGfs p.T50fs

Pat_45 Pre-Treatment ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 8 375 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_45 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 3 5 c.63_64insGGC c.(61-66)insGGC p.21_22insG



Pat_45 Pre-Treatment ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 9 423 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_45 Pre-Treatment ZNF354A 6940 37 5 178140336 178140336 Frame_Shift_Del DEL G - 8 325 c.543delC c.(541-543)CCCfs p.P181fs

Pat_45 Pre-Treatment TULP1 7287 37 6 35479547 35479547 Frame_Shift_Del DEL G - 4 2 c.227delC c.(226-228)CCAfs p.P76fs

Pat_45 Pre-Treatment SEC63 11231 37 6 108214774 108214774 Frame_Shift_Del DEL T - 8 95 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_45 Pre-Treatment RSPH4A 345895 37 6 116951612 116951612 Frame_Shift_Del DEL C - 7 397 c.1813delC c.(1813-1815)CCCfs p.P605fs

Pat_45 Pre-Treatment ELFN1 392617 37 7 1784529 1784529 Frame_Shift_Del DEL C - 2 4 c.297delC c.(295-297)ATCfs p.I99fs

Pat_45 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 13 310 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_45 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 7 137 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_45 Pre-Treatment MLL3 58508 37 7 151874148 151874148 Frame_Shift_Del DEL T - 13 221 c.8390delA c.(8389-8391)AAGfs p.K2797fs

Pat_45 Pre-Treatment ADAM28 10863 37 8 24167472 24167473 Frame_Shift_Ins INS - A 8 314 c.216_217insA c.(214-219)TTGAAAfs p.L72fs

Pat_45 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 139 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_45 Post-Resistance CPSF3L 54973 37 1 1256424 1256424 Frame_Shift_Del DEL G - 8 524 c.78delC c.(76-78)GGCfs p.G26fs

Pat_45 Post-Resistance FOXJ3 22887 37 1 42744103 42744104 Frame_Shift_Del DEL GG - 7 112 c.284_285delCC c.(283-285)CCCfs p.P95fs

Pat_45 Post-Resistance PTCH2 8643 37 1 45288194 45288194 Frame_Shift_Del DEL G - 8 89 c.3505delC c.(3505-3507)CTGfs p.L1169fs

Pat_45 Post-Resistance AGL 178 37 1 100378028 100378028 Frame_Shift_Del DEL A - 10 148 c.3904delA c.(3904-3906)AAAfs p.K1302fs

Pat_45 Post-Resistance TCHHL1 126637 37 1 152058653 152058654 Frame_Shift_Del DEL AA - 7 520 c.1504_1505delTT c.(1504-1506)TTAfs p.L502fs

Pat_45 Post-Resistance RPTN 126638 37 1 152127312 152127313 Frame_Shift_Del DEL GA - 11 890 c.2262_2263delTC c.(2260-2265)CATCAGfs p.H754fs

Pat_45 Post-Resistance EDEM3 80267 37 1 184692951 184692951 Frame_Shift_Del DEL T - 7 333 c.787delA c.(787-789)AGAfs p.R263fs

Pat_45 Post-Resistance PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 8 586 c.1582_1583insAGGc.(1582-1584)AAG>AAGGAGp.528_529insE

Pat_45 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 11 151 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_45 Post-Resistance TBCE 6905 37 1 235543449 235543449 Frame_Shift_Del DEL G - 8 537 c.85delG c.(85-87)GTCfs p.V29fs

Pat_45 Post-Resistance HEATR1 55127 37 1 236739561 236739562 Frame_Shift_Del DEL TA - 7 311 c.3041_3042delTA c.(3040-3042)ATAfs p.I1014fs

Pat_45 Post-Resistance KIAA1217 56243 37 10 24833923 24833923 Frame_Shift_Del DEL C - 8 526 c.5225delC c.(5224-5226)GCCfs p.A1742fs

Pat_45 Post-Resistance NANOS1 340719 37 10 120789523 120789525 In_Frame_Del DEL CGG - 4 5 c.210_212delCGGc.(208-213)AACGGC>AAC p.G74del

Pat_45 Post-Resistance APBB1 322 37 11 6423808 6423808 Frame_Shift_Del DEL C - 8 224 c.1252delG c.(1252-1254)GAAfs p.E418fs

Pat_45 Post-Resistance KBTBD4 55709 37 11 47594883 47594883 Frame_Shift_Del DEL C - 9 271 c.1156delG c.(1156-1158)GAGfs p.E386fs

Pat_45 Post-Resistance FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 5 11 c.2742_2744delTCCc.(2740-2745)CCTCCA>CCAp.914_915PP>P

Pat_45 Post-Resistance FNBP4 23360 37 11 47788664 47788669 In_Frame_Del DEL GGTGGT - 4 4 c.172_177delACCACCc.(172-177)ACCACCdel p.TT58del

Pat_45 Post-Resistance PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 11 204 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_45 Post-Resistance GRIP1 23426 37 12 66771014 66771014 Frame_Shift_Del DEL C - 7 642 c.2517delG c.(2515-2517)TGGfs p.W839fs

Pat_45 Post-Resistance DUSP6 1848 37 12 89744437 89744438 Frame_Shift_Del DEL TG - 8 471 c.765_766delCA c.(763-768)TACAAGfs p.Y255fs

Pat_45 Post-Resistance OLFM4 10562 37 13 53624374 53624376 In_Frame_Del DEL ACA - 7 194 c.1001_1003delACAc.(1000-1005)TACAAC>TAC p.N337del

Pat_45 Post-Resistance TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 12 770 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_45 Post-Resistance OR4E2 26686 37 14 22133534 22133535 Frame_Shift_Del DEL AA - 8 474 c.238_239delAA c.(238-240)AAGfs p.K80fs

Pat_45 Post-Resistance MAP4K5 11183 37 14 50952892 50952892 Frame_Shift_Del DEL G - 2 4 c.187delC c.(187-189)CAAfs p.Q63fs

Pat_45 Post-Resistance BTBD7 55727 37 14 93717858 93717858 Frame_Shift_Del DEL G - 7 662 c.1893delC c.(1891-1893)ATCfs p.I631fs

Pat_45 Post-Resistance TNFAIP2 7127 37 14 103599784 103599786 In_Frame_Del DEL AGC - 8 236 c.1631_1633delAGCc.(1630-1635)GAGCAG>GAG p.Q548del

Pat_45 Post-Resistance MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 10 172 c.2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_45 Post-Resistance CHRNA5 1138 37 15 78879004 78879005 Frame_Shift_Del DEL AA - 7 429 c.276_277delAA c.(274-279)TTAATGfs p.L92fs

Pat_45 Post-Resistance CHD2 1106 37 15 93480819 93480819 Frame_Shift_Del DEL A - 9 127 c.515delA c.(514-516)CAAfs p.Q172fs

Pat_45 Post-Resistance SCARF1 8578 37 17 1542127 1542129 In_Frame_Del DEL CAG - 8 93 c.1335_1337delCTGc.(1333-1338)TGCTGG>TGG p.C445del

Pat_45 Post-Resistance PELP1 27043 37 17 4575894 4575894 Frame_Shift_Del DEL G - 8 117 c.2392delC c.(2392-2394)CTGfs p.L798fs

Pat_45 Post-Resistance ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 10 419 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_45 Post-Resistance TP53 7157 37 17 7579378 7579379 Frame_Shift_Ins INS - T 16 53 c.308_309insA c.(307-309)TACfs p.Y103fs

Pat_45 Post-Resistance KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 101 c.2253_2255delCACc.(2251-2256)GTCACC>GTC p.T762del

Pat_45 Post-Resistance KLHL11 55175 37 17 40021586 40021588 In_Frame_Del DEL GCC - 2 4 c.36_38delGGC c.(34-39)GCGGCC>GCC p.12_13AA>A

Pat_45 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 9 51 c.1509_1511delGGAc.(1507-1512)GAGGAT>GAT p.E503del



Pat_45 Post-Resistance BRIP1 83990 37 17 59876512 59876512 Frame_Shift_Del DEL A - 9 182 c.1289delT c.(1288-1290)ATAfs p.I430fs

Pat_45 Post-Resistance TANC2 26115 37 17 61278171 61278174 Frame_Shift_Del DEL CTGA - 8 941 c.400_403delCTGA c.(400-405)CTGACTfs p.L134fs

Pat_45 Post-Resistance ACE 1636 37 17 61560474 61560474 Frame_Shift_Del DEL G - 8 877 c.1427delG c.(1426-1428)TGGfs p.W476fs

Pat_45 Post-Resistance DNAH17 8632 37 17 76425217 76425217 Frame_Shift_Del DEL G - 7 439 c.3390delC c.(3388-3390)CCCfs p.P1130fs

Pat_45 Post-Resistance USP36 57602 37 17 76799858 76799859 Frame_Shift_Ins INS - C 16 230 c.2418_2419insG c.(2416-2421)CAGAGCfs p.Q806fs

Pat_45 Post-Resistance DOT1L 84444 37 19 2191199 2191199 Frame_Shift_Del DEL C - 7 452 c.453delC c.(451-453)ATCfs p.I151fs

Pat_45 Post-Resistance SLC5A5 6528 37 19 18001737 18001737 Frame_Shift_Del DEL G - 7 745 c.1694delG c.(1693-1695)TGGfs p.W565fs

Pat_45 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 474 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_45 Post-Resistance ZNF780B 163131 37 19 40540840 40540842 In_Frame_Del DEL TTT - 7 364 c.1924_1926delAAA c.(1924-1926)AAAdel p.K642del

Pat_45 Post-Resistance TBC1D17 79735 37 19 50385607 50385607 Frame_Shift_Del DEL C - 8 384 c.748delC c.(748-750)CCCfs p.P250fs

Pat_45 Post-Resistance PTPRH 5794 37 19 55718055 55718055 Splice_Site DEL A - 8 339 c.352_splice c.e3+1 p.A118_splice

Pat_45 Post-Resistance SLC9A4 389015 37 2 103149137 103149137 Frame_Shift_Del DEL A - 11 151 c.2387delA c.(2386-2388)CAAfs p.Q796fs

Pat_45 Post-Resistance GTF3C3 9330 37 2 197641204 197641204 Frame_Shift_Del DEL C - 9 231 c.1540delG c.(1540-1542)GAAfs p.E514fs

Pat_45 Post-Resistance TNP1 7141 37 2 217724625 217724626 Frame_Shift_Del DEL CG - 7 505 c.132_133delCG c.(130-135)GGCGATfs p.G44fs

Pat_45 Post-Resistance DGCR8 54487 37 22 20074025 20074026 Frame_Shift_Del DEL AT - 7 279 c.539_540delAT c.(538-540)GATfs p.D180fs

Pat_45 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 7 187 c.518delG c.(517-519)GGCfs p.G173fs

Pat_45 Post-Resistance SCUBE1 80274 37 22 43619184 43619184 Frame_Shift_Del DEL G - 8 558 c.1246delC c.(1246-1248)CGGfs p.R416fs

Pat_45 Post-Resistance ABHD6 57406 37 3 58260511 58260511 Frame_Shift_Del DEL G - 7 400 c.650delG c.(649-651)TGCfs p.C217fs

Pat_45 Post-Resistance CPOX 1371 37 3 98304296 98304297 Frame_Shift_Del DEL GA - 8 745 c.1160_1161delTC c.(1159-1161)CTCfs p.L387fs

Pat_45 Post-Resistance MYH15 22989 37 3 108139933 108139933 Splice_Site DEL A - 8 256 c.3889_splice c.e29+1 p.G1297_splice

Pat_45 Post-Resistance MRAS 22808 37 3 138121035 138121037 In_Frame_Del DEL AGA - 7 386 c.551_553delAGAc.(550-555)CAGAAG>CAG p.K189del

Pat_45 Post-Resistance PKD2 5311 37 4 88929174 88929176 In_Frame_Del DEL GAG - 6 3 c.289_291delGAG c.(289-291)GAGdel p.E102del

Pat_45 Post-Resistance CXXC4 80319 37 4 105412094 105412096 In_Frame_Del DEL GAG - 8 95 c.357_359delCTCc.(355-360)TCCTCG>TCGp.119_120SS>S

Pat_45 Post-Resistance SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 8 188 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_45 Post-Resistance PDLIM4 8572 37 5 131606779 131606779 Frame_Shift_Del DEL C - 8 440 c.499delC c.(499-501)CCCfs p.P167fs

Pat_45 Post-Resistance TXNDC15 79770 37 5 134231988 134231989 Frame_Shift_Del DEL TC - 7 121 c.760_761delTC c.(760-762)TCTfs p.S254fs

Pat_45 Post-Resistance PCDHA6 56142 37 5 140208053 140208053 Frame_Shift_Del DEL T - 8 476 c.377delT c.(376-378)ATTfs p.I126fs

Pat_45 Post-Resistance VARS2 57176 37 6 30883771 30883771 Frame_Shift_Del DEL G - 7 1285 c.520delG c.(520-522)GGGfs p.G174fs

Pat_45 Post-Resistance COL9A1 1297 37 6 70964878 70964878 Frame_Shift_Del DEL C - 8 383 c.1586delG c.(1585-1587)GGTfs p.G529fs

Pat_45 Post-Resistance MDN1 23195 37 6 90374221 90374221 Frame_Shift_Del DEL C - 8 466 c.14221delG c.(14221-14223)GAGfs p.E4741fs

Pat_45 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 8 1502 c.611delC c.(610-612)GCCfs p.A204fs

Pat_45 Post-Resistance MNX1 3110 37 7 156802730 156802732 In_Frame_Del DEL GCC - 4 8 c.313_315delGGC c.(313-315)GGCdel p.G105del

Pat_45 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 10 125 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_45 Post-Resistance CYC1 1537 37 8 145152139 145152141 In_Frame_Del DEL TGA - 8 114 c.878_880delTGA c.(877-882)TTGATG>TTG p.M296del

Pat_45 Post-Resistance ELAVL2 1993 37 9 23701410 23701410 Frame_Shift_Del DEL G - 9 1190 c.680delC c.(679-681)CCAfs p.P227fs

Pat_45 Post-Resistance PIGO 84720 37 9 35091693 35091693 Frame_Shift_Del DEL G - 9 181 c.2191delC c.(2191-2193)CGTfs p.R731fs

Pat_45 Post-Resistance GPR144 347088 37 9 127239329 127239331 In_Frame_Del DEL CTG - 4 3 c.2842_2844delCTG c.(2842-2844)CTGdel p.L948del

Pat_45 Post-Resistance ANGPTL2 23452 37 9 129870357 129870357 Frame_Shift_Del DEL G - 7 87 c.654delC c.(652-654)CCCfs p.P218fs

Pat_45 Post-Resistance C9orf69 90120 37 9 139008444 139008446 In_Frame_Del DEL CAG - 8 77 c.375_377delCTGc.(373-378)TGCTGG>TGG p.C125del

Pat_45 Post-Resistance GYG2 8908 37 X 2799201 2799202 Frame_Shift_Ins INS - GGAA 4 7 c.1453_1454insGGAA c.(1453-1455)GGGfs p.G485fs

Pat_51 Pre-Treatment TARS2 80222 37 1 150460373 150460374 Frame_Shift_Ins INS - T 7 125 c.106_107insT c.(106-108)CTTfs p.L36fs

Pat_51 Pre-Treatment FAM5B 57795 37 1 177250096 177250097 Frame_Shift_Ins INS - C 7 45 c.1784_1785insC c.(1783-1785)GGCfs p.G595fs

Pat_51 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 9 102 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_51 Pre-Treatment TSPAN10 83882 37 17 79614933 79614936 Splice_Site DEL TAAC - 9 17 c.681_splice c.e3-1 p.F227_splice

Pat_51 Pre-Treatment EPN1 29924 37 19 56190126 56190150 Frame_Shift_Del DELGACCTCACCTACAACGTTGTCGCCT- 11 34c.133_157delGACCTCACCTACAACGTTGTCGCCTc.(133-159)GACCTCACCTACAACGTTGTCGCCTTCfsp.D45fs

Pat_51 Pre-Treatment BLCAP 10904 37 20 36147480 36147480 Frame_Shift_Del DEL G - 15 33 c.97delC c.(97-99)CTGfs p.L33fs

Pat_51 Pre-Treatment BAP1 8314 37 3 52442559 52442562 Frame_Shift_Del DEL GACC - 14 1 c.183_186delGGTC c.(181-186)AAGGTCfs p.K61fs



Pat_51 Pre-Treatment HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 7 52 c.618delG c.(616-618)ACGfs p.T206fs

Pat_51 Pre-Treatment PRSS35 167681 37 6 84233673 84233702 In_Frame_Del DELTCATGATGGAAAGGACTATGTCAAAGGGAG- 9 75c.513_542delTCATGATGGAAAGGACTATGTCAAAGGGAGc.(511-543)GTTCATGATGGAAAGGACTATGTCAAAGGGAGT>GTTp.HDGKDYVKGS172del

Pat_51 Pre-Treatment ZAN 7455 37 7 100385562 100385596 Frame_Shift_Del DELGCTTCAGCTACCGCTTGCAAGGCCGCATGACCTAT- 8 28c.7031_7065delGCTTCAGCTACCGCTTGCAAGGCCGCATGACCTATc.(7030-7065)GGCTTCAGCTACCGCTTGCAAGGCCGCATGACCTATfsp.G2344fs

Pat_53 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 10 330 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_53 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 11 995 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_53 Pre-Treatment PRDM2 7799 37 1 14108749 14108749 Frame_Shift_Del DEL A - 29 1122 c.4459delA c.(4459-4461)AAAfs p.K1487fs

Pat_53 Pre-Treatment MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 9 175 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_53 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 13 28 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_53 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 9 171 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_53 Pre-Treatment ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 9 214 c.3978_3980delGCAc.(3976-3981)CCGCAG>CCGp.Q1334del

Pat_53 Pre-Treatment SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 7 241 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_53 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 8 562 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_53 Pre-Treatment CCDC30 728621 37 1 43002200 43002201 Frame_Shift_Del DEL AG - 37 269 c.45_46delAG c.(43-48)AAAGAGfs p.K15fs

Pat_53 Pre-Treatment EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 10 341 c.450delA c.(448-450)AAAfs p.K150fs

Pat_53 Pre-Treatment IPP 3652 37 1 46184897 46184898 Frame_Shift_Del DEL AC - 15 438 c.1163_1164delGT c.(1162-1164)TGTfs p.C388fs

Pat_53 Pre-Treatment IPP 3652 37 1 46193446 46193446 Frame_Shift_Del DEL C - 9 694 c.905delG c.(904-906)GGTfs p.G302fs

Pat_53 Pre-Treatment LRRC41 10489 37 1 46752129 46752129 Frame_Shift_Del DEL A - 9 234 c.400delT c.(400-402)TCCfs p.S134fs

Pat_53 Pre-Treatment BEND5 79656 37 1 49201966 49201967 Frame_Shift_Ins INS - T 11 238 c.1052_1053insA c.(1051-1053)AAGfs p.K351fs

Pat_53 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 15 307 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_53 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 10 577 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_53 Pre-Treatment RBMXL1 494115 37 1 89448604 89448605 Frame_Shift_Ins INS - GG 26 787 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_53 Pre-Treatment RBMXL1 494115 37 1 89449509 89449509 Frame_Shift_Del DEL T - 74 537 c.1delA c.(1-3)ATGfs p.M1fs

Pat_53 Pre-Treatment EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 365 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_53 Pre-Treatment KIAA1324 57535 37 1 109727724 109727725 Frame_Shift_Del DEL AC - 9 629 c.1010_1011delAC c.(1009-1011)TACfs p.Y337fs

Pat_53 Pre-Treatment GSTM3 2947 37 1 110280279 110280279 Frame_Shift_Del DEL T - 8 623 c.467delA c.(466-468)AAGfs p.K156fs

Pat_53 Pre-Treatment RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 9 2980 c.1691_1694delGACAc.(1690-1695)AGACAAfs p.R564fs

Pat_53 Pre-Treatment ASH1L 55870 37 1 155307999 155308000 Frame_Shift_Ins INS - T 10 306 c.8698_8699insA c.(8698-8700)ACAfs p.T2900fs

Pat_53 Pre-Treatment KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 21 550 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_53 Pre-Treatment SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 19 869 c.829delA c.(829-831)AGCfs p.S277fs

Pat_53 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 312 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_53 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 10 583 c.2201_2203delCCAc.(2200-2205)TCCACC>TCC p.T738del

Pat_53 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 14 263 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_53 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 11 662 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_53 Pre-Treatment PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 7 491 c.1673_1675delAGGc.(1672-1677)AAGGAG>AAG p.E559del

Pat_53 Pre-Treatment IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 7 209 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_53 Pre-Treatment TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 12 414 c.2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_53 Pre-Treatment PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 11 215 c.4320_4322delGCCc.(4318-4323)CCGCCT>CCTp.1440_1441PP>P

Pat_53 Pre-Treatment ANK3 288 37 10 61828745 61828747 In_Frame_Del DEL GTG - 7 161 c.11892_11894delCACc.(11890-11895)ACCACT>ACTp.3964_3965TT>T

Pat_53 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 10 3598 c.397delT c.(397-399)TTTfs p.F133fs

Pat_53 Pre-Treatment TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 8 481 c.214delA c.(214-216)AGTfs p.S72fs

Pat_53 Pre-Treatment C10orf62 414157 37 10 99350236 99350237 Frame_Shift_Ins INS - CA 9 278 c.582_583insCA c.(580-585)AATCACfs p.N194fs

Pat_53 Pre-Treatment LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 8 266 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_53 Pre-Treatment LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 14 268 c.647delG c.(646-648)AGGfs p.R216fs

Pat_53 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 10 226 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_53 Pre-Treatment OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 10 212 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_53 Pre-Treatment RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 11 526 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_53 Pre-Treatment VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 14 595 c.379delA c.(379-381)AAAfs p.K127fs



Pat_53 Pre-Treatment UVRAG 7405 37 11 75727924 75727924 Frame_Shift_Del DEL T - 7 515 c.1126delT c.(1126-1128)TTTfs p.F376fs

Pat_53 Pre-Treatment CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 16 225 c.205delA c.(205-207)AAAfs p.K69fs

Pat_53 Pre-Treatment MLL 4297 37 11 118344185 118344186 Frame_Shift_Ins INS - C 7 690 c.2311_2312insC c.(2311-2313)ACCfs p.T771fs

Pat_53 Pre-Treatment CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 27 827 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_53 Pre-Treatment SRPR 6734 37 11 126137087 126137087 Frame_Shift_Del DEL T - 26 1121 c.509delA c.(508-510)AAGfs p.K170fs

Pat_53 Pre-Treatment PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 651 c.3440_3442delCCAc.(3439-3444)ACCAAC>AAC p.T1147del

Pat_53 Pre-Treatment GLB1L3 112937 37 11 134181005 134181005 Frame_Shift_Del DEL C - 7 1271 c.1228delC c.(1228-1230)CCCfs p.P410fs

Pat_53 Pre-Treatment LRRC23 10233 37 12 7015719 7015719 Frame_Shift_Del DEL C - 10 2402 c.383delC c.(382-384)GCCfs p.A128fs

Pat_53 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 10 695 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_53 Pre-Treatment CASC1 55259 37 12 25314066 25314068 In_Frame_Del DEL CTC - 7 864 c.67_69delGAG c.(67-69)GAGdel p.E23del

Pat_53 Pre-Treatment SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 8 397 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_53 Pre-Treatment CCNT1 904 37 12 49087434 49087436 In_Frame_Del DEL ATG - 47 1644 c.1561_1563delCAT c.(1561-1563)CATdel p.H521del

Pat_53 Pre-Treatment OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 10 455 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_53 Pre-Treatment IKZF4 64375 37 12 56428977 56428978 Frame_Shift_Del DEL GG - 7 1087 c.1620_1621delGGc.(1618-1623)CTGGACfs p.L540fs

Pat_53 Pre-Treatment B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 8 228 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_53 Pre-Treatment MSI1 4440 37 12 120800902 120800903 Frame_Shift_Ins INS - C 7 722 c.345_346insG c.(343-348)GGGCTGfs p.G115fs

Pat_53 Pre-Treatment POP5 51367 37 12 121017154 121017156 In_Frame_Del DEL CTC - 7 364 c.457_459delGAG c.(457-459)GAGdel p.E153del

Pat_53 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 19 422 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_53 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 14 762 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_53 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 7 250 c.1503_1505delGCAc.(1501-1506)CAGCAA>CAAp.501_502QQ>Q

Pat_53 Pre-Treatment ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 7 576 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_53 Pre-Treatment LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 8 1045 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_53 Pre-Treatment ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 13 96 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_53 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 14 266 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_53 Pre-Treatment JPH4 84502 37 14 24040436 24040436 Frame_Shift_Del DEL C - 23 388 c.1504delG c.(1504-1506)GCAfs p.A502fs

Pat_53 Pre-Treatment PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 11 835 c.539delA c.(538-540)GAAfs p.E180fs

Pat_53 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 14 304 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_53 Pre-Treatment MGAT2 4247 37 14 50088327 50088327 Frame_Shift_Del DEL C - 7 399 c.341delC c.(340-342)GCCfs p.A114fs

Pat_53 Pre-Treatment PRKCH 5583 37 14 62014535 62014535 Frame_Shift_Del DEL T - 7 1033 c.1836delT c.(1834-1836)CCTfs p.P612fs

Pat_53 Pre-Treatment SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 10 347 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_53 Pre-Treatment C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 14 679 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_53 Pre-Treatment C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 8 435 c.294delG c.(292-294)GGGfs p.G98fs

Pat_53 Pre-Treatment SLTM 79811 37 15 59182564 59182565 Frame_Shift_Del DEL CT - 32 519 c.1994_1995delAG c.(1993-1995)GAGfs p.E665fs

Pat_53 Pre-Treatment RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 387 c.1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_53 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 632 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_53 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 9 227 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_53 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 146 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_53 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 8 932 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_53 Pre-Treatment KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 10 509 c.360_362delTGGc.(358-363)GGTGGC>GGCp.120_121GG>G

Pat_53 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 12 2259 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_53 Pre-Treatment ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 8 732 c.3300_3302delGCTc.(3298-3303)GGGCTG>GGGp.L1106del

Pat_53 Pre-Treatment SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 13 486 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_53 Pre-Treatment BRD7 29117 37 16 50368678 50368679 Frame_Shift_Del DEL CT - 54 778 c.830_831delAG c.(829-831)GAGfs p.E277fs

Pat_53 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 9 371 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_53 Pre-Treatment CKLF 51192 37 16 66592117 66592117 Frame_Shift_Del DEL T - 7 766 c.103delT c.(103-105)TTTfs p.F35fs

Pat_53 Pre-Treatment ZFP90 146198 37 16 68598462 68598463 Frame_Shift_Ins INS - A 9 653 c.1772_1773insA c.(1771-1773)CGAfs p.R591fs

Pat_53 Pre-Treatment NOB1 28987 37 16 69782978 69782980 In_Frame_Del DEL TCC - 10 322 c.567_569delGGAc.(565-570)GAGGAA>GAAp.189_190EE>E



Pat_53 Pre-Treatment ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 7 305 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_53 Pre-Treatment NUP88 4927 37 17 5290964 5290964 Frame_Shift_Del DEL T - 7 845 c.1796delA c.(1795-1797)AAGfs p.K599fs

Pat_53 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 12 1022 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_53 Pre-Treatment SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 19 830 c.4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_53 Pre-Treatment SUPT6H 6830 37 17 27028487 27028487 Frame_Shift_Del DEL A - 7 266 c.5025delA c.(5023-5025)GGAfs p.G1675fs

Pat_53 Pre-Treatment CDC27 996 37 17 45219355 45219355 Frame_Shift_Del DEL C - 7 701 c.1415delG c.(1414-1416)GGTfs p.G472fs

Pat_53 Pre-Treatment SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 8 210 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_53 Pre-Treatment BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 7 138 c.3813_3815delGGAc.(3811-3816)GAGGAA>GAAp.1271_1272EE>E

Pat_53 Pre-Treatment FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 8 503 c.1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_53 Pre-Treatment BPTF 2186 37 17 65940454 65940456 In_Frame_Del DEL CAC - 7 578 c.6666_6668delCACc.(6664-6669)AGCACC>AGCp.T2227del

Pat_53 Pre-Treatment ZNF236 7776 37 18 74593429 74593430 Frame_Shift_Ins INS - A 7 300 c.1372_1373insA c.(1372-1374)GAAfs p.E458fs

Pat_53 Pre-Treatment C19orf29 58509 37 19 3613226 3613227 In_Frame_Ins INS - CCTCGC 14 86 c.1615_1616insGCGAGGc.(1615-1617)GCG>GGCGAGGCGp.538_539insGE

Pat_53 Pre-Treatment DNM2 1785 37 19 10940986 10940986 Frame_Shift_Del DEL C - 10 505 c.2475delC c.(2473-2475)TTCfs p.F825fs

Pat_53 Pre-Treatment ZNF563 147837 37 19 12430217 12430217 Frame_Shift_Del DEL A - 10 505 c.622delT c.(622-624)TGGfs p.W208fs

Pat_53 Pre-Treatment CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 9 65 c.1005_1007delGCAc.(1003-1008)CAGCAA>CAAp.335_336QQ>Q

Pat_53 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 9 479 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_53 Pre-Treatment C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 8 624 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_53 Pre-Treatment LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 7 671 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_53 Pre-Treatment RSPH6A 81492 37 19 46299147 46299149 In_Frame_Del DEL CCT - 7 193 c.2132_2134delAGGc.(2131-2136)GAGGGC>GGC p.E711del

Pat_53 Pre-Treatment RSPH6A 81492 37 19 46299165 46299167 In_Frame_Del DEL CCT - 16 222 c.2114_2116delAGGc.(2113-2118)GAGGGC>GGC p.E705del

Pat_53 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 10 291 c.2130_2132delGGAc.(2128-2133)GAGGAC>GAC p.E710del

Pat_53 Pre-Treatment ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 15 685 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_53 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 253 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_53 Pre-Treatment PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 637 c.501_splice c.e4-1 p.N167_splice

Pat_53 Pre-Treatment MTIF2 4528 37 2 55464461 55464461 Frame_Shift_Del DEL T - 7 267 c.1974delA c.(1972-1974)AAAfs p.K658fs

Pat_53 Pre-Treatment UGP2 7360 37 2 64084969 64084969 Frame_Shift_Del DEL A - 9 1913 c.154delA c.(154-156)AAAfs p.K52fs

Pat_53 Pre-Treatment TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 11 348 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_53 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 14 147 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_53 Pre-Treatment IL1F6 27179 37 2 113764196 113764198 In_Frame_Del DEL GCC - 7 1273 c.146_148delGCCc.(145-150)TGCCGA>TGA p.49_50CR>*

Pat_53 Pre-Treatment MKI67IP 84365 37 2 122485323 122485323 Frame_Shift_Del DEL T - 7 548 c.859delA c.(859-861)AGAfs p.R287fs

Pat_53 Pre-Treatment PLA2R1 22925 37 2 160801441 160801442 Frame_Shift_Ins INS - T 8 660 c.4119_4120insA c.(4117-4122)AAAGGCfs p.K1373fs

Pat_53 Pre-Treatment MYO3B 140469 37 2 171240259 171240259 Frame_Shift_Del DEL C - 7 356 c.1225delC c.(1225-1227)CCCfs p.P409fs

Pat_53 Pre-Treatment RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 20 321 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_53 Pre-Treatment ITGAV 3685 37 2 187521084 187521085 Frame_Shift_Ins INS - G 8 1043 c.1675_1676insG c.(1675-1677)AGGfs p.R559fs

Pat_53 Pre-Treatment SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 14 1437 c.591delT c.(589-591)GCTfs p.A197fs

Pat_53 Pre-Treatment GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 11 343 c.1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_53 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 7 267 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 61 695 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_53 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 7 223 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_53 Pre-Treatment KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 1044 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_53 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 428 c.1640_1642delAGGc.(1639-1644)GAGGTG>GTG p.E547del

Pat_53 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 16 605 c.537delT c.(535-537)TTTfs p.F179fs

Pat_53 Pre-Treatment C21orf91 54149 37 21 19169352 19169352 Frame_Shift_Del DEL G - 7 325 c.211delC c.(211-213)CAGfs p.Q71fs

Pat_53 Pre-Treatment SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 10 348 c.2897_2899delAGCc.(2896-2901)CAGCCA>CCA p.Q966del

Pat_53 Pre-Treatment SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 9 252 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_53 Pre-Treatment MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 157 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_53 Pre-Treatment CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DELCAGCGCCTGCTGCAAACCCCT- 37 87c.758_778delCAGCGCCTGCTGCAAACCCCTc.(757-780)CCAGCGCCTGCTGCAAACCCCTCA>CCAp.APAANPS254del



Pat_53 Pre-Treatment DNAJB7 150353 37 22 41257114 41257115 Frame_Shift_Ins INS - T 8 404 c.884_885insA c.(883-885)AAGfs p.K295fs

Pat_53 Pre-Treatment RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 23 304 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_53 Pre-Treatment SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 159 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_53 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 16 787 c.896delA c.(895-897)AATfs p.N299fs

Pat_53 Pre-Treatment TATDN2 9797 37 3 10291121 10291123 In_Frame_Del DEL CTC - 8 742 c.237_239delCTCc.(235-240)AACTCC>AAC p.S83del

Pat_53 Pre-Treatment NKTR 4820 37 3 42679764 42679764 Frame_Shift_Del DEL A - 8 234 c.2568delA c.(2566-2568)TCAfs p.S856fs

Pat_53 Pre-Treatment ANO10 55129 37 3 43647213 43647213 Frame_Shift_Del DEL T - 12 299 c.132delA c.(130-132)AAAfs p.K44fs

Pat_53 Pre-Treatment MAP4 4134 37 3 47957524 47957525 Frame_Shift_Del DEL TG - 7 679 c.1792_1793delCA c.(1792-1794)CAAfs p.Q598fs

Pat_53 Pre-Treatment ALAS1 211 37 3 52246368 52246368 Frame_Shift_Del DEL G - 8 1999 c.1694delG c.(1693-1695)CGGfs p.R565fs

Pat_53 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 13 987 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_53 Pre-Treatment EAF2 55840 37 3 121573658 121573659 Frame_Shift_Ins INS - A 7 478 c.326_327insA c.(325-327)GTAfs p.V109fs

Pat_53 Pre-Treatment MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 12 305 c.6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_53 Pre-Treatment PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 15 1587 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_53 Pre-Treatment FETUB 26998 37 3 186362544 186362544 Frame_Shift_Del DEL A - 10 383 c.429delA c.(427-429)TCAfs p.S143fs

Pat_53 Pre-Treatment RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 12 1197 c.490delA c.(490-492)AGGfs p.R164fs

Pat_53 Pre-Treatment CRIPAK 285464 37 4 1388498 1388499 Frame_Shift_Del DEL CA - 8 1203 c.199_200delCA c.(199-201)CACfs p.H67fs

Pat_53 Pre-Treatment CRIPAK 285464 37 4 1388622 1388623 Frame_Shift_Ins INS - CA 10 1005 c.323_324insCA c.(322-324)CTCfs p.L108fs

Pat_53 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 8 327 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_53 Pre-Treatment KLF3 51274 37 4 38691476 38691476 Frame_Shift_Del DEL C - 7 938 c.671delC c.(670-672)TCCfs p.S224fs

Pat_53 Pre-Treatment FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 26 207 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_53 Pre-Treatment AASDH 132949 37 4 57220269 57220269 Frame_Shift_Del DEL A - 25 268 c.1319delT c.(1318-1320)TTGfs p.L440fs

Pat_53 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 8 1289 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_53 Pre-Treatment EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 9 441 c.227delT c.(226-228)CTTfs p.L76fs

Pat_53 Pre-Treatment OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 7 327 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_53 Pre-Treatment LRBA 987 37 4 151509211 151509211 Frame_Shift_Del DEL T - 10 1102 c.6352delA c.(6352-6354)ATCfs p.I2118fs

Pat_53 Pre-Treatment PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 9 177 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_53 Pre-Treatment CTNND2 1501 37 5 11110989 11110991 In_Frame_Del DEL TTC - 43 1126 c.2442_2444delGAAc.(2440-2445)AAGAAA>AAAp.814_815KK>K

Pat_53 Pre-Treatment DNAH5 1767 37 5 13701426 13701426 Frame_Shift_Del DEL A - 7 385 c.13458delT c.(13456-13458)TTTfs p.F4486fs

Pat_53 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 7 965 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_53 Pre-Treatment C6 729 37 5 41160299 41160300 Frame_Shift_Del DEL AC - 9 581 c.1628_1629delGT c.(1627-1629)TGTfs p.C543fs

Pat_53 Pre-Treatment TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 8 354 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_53 Pre-Treatment THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 9 838 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_53 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 12 828 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_53 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 277 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_53 Pre-Treatment PCDHB3 56132 37 5 140481964 140481976 Frame_Shift_Del DELCCGGGCGGCTGAG - 7 112c.1731_1743delCCGGGCGGCTGAGc.(1729-1743)CCCCGGGCGGCTGAGfsp.P577fs

Pat_53 Pre-Treatment TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 9 716 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_53 Pre-Treatment RNF145 153830 37 5 158621763 158621763 Frame_Shift_Del DEL A - 7 924 c.254delT c.(253-255)TTGfs p.L85fs

Pat_53 Pre-Treatment CANX 821 37 5 179149920 179149920 Frame_Shift_Del DEL T - 8 376 c.1298delT c.(1297-1299)ATTfs p.I433fs

Pat_53 Pre-Treatment DSP 1832 37 6 7575664 7575664 Frame_Shift_Del DEL A - 8 990 c.2573delA c.(2572-2574)GAAfs p.E858fs

Pat_53 Pre-Treatment BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 10 526 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_53 Pre-Treatment BTN2A3 54718 37 6 26422388 26422390 In_Frame_Del DEL CCT - 31 837 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L19del

Pat_53 Pre-Treatment HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 24 169 c.618delG c.(616-618)ACGfs p.T206fs

Pat_53 Pre-Treatment BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 8 1619 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_53 Pre-Treatment BAT3 7917 37 6 31617055 31617055 Frame_Shift_Del DEL G - 7 413 c.344delC c.(343-345)CCTfs p.P115fs

Pat_53 Pre-Treatment FKBPL 63943 37 6 32097086 32097086 Frame_Shift_Del DEL C - 7 1472 c.472delG c.(472-474)GAGfs p.E158fs

Pat_53 Pre-Treatment FKBP5 2289 37 6 35610515 35610515 Frame_Shift_Del DEL T - 7 658 c.87delA c.(85-87)AAAfs p.K29fs

Pat_53 Pre-Treatment ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 9 1684 c.1570delA c.(1570-1572)AGGfs p.R524fs



Pat_53 Pre-Treatment CD2AP 23607 37 6 47576961 47576961 Frame_Shift_Del DEL A - 7 393 c.1735delA c.(1735-1737)AAAfs p.K579fs

Pat_53 Pre-Treatment KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 11 463 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_53 Pre-Treatment GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 339 c.3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_53 Pre-Treatment COX19 90639 37 7 1009017 1009017 Frame_Shift_Del DEL T - 7 1627 c.270delA c.(268-270)AAAfs p.K90fs

Pat_53 Pre-Treatment C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 12 671 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_53 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 85 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_53 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 15 609 c.233delT c.(232-234)ATTfs p.I78fs

Pat_53 Pre-Treatment DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 11 1281 c.693delA c.(691-693)CCAfs p.P231fs

Pat_53 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 10 663 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_53 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 7 287 c.350delT c.(349-351)TTGfs p.L117fs

Pat_53 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 8 251 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_53 Pre-Treatment C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 576 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_53 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 17 519 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_53 Pre-Treatment PABPC1 26986 37 8 101730036 101730037 Frame_Shift_Ins INS - C 24 276 c.467_468insG c.(466-468)GAAfs p.E156fs

Pat_53 Pre-Treatment C8orf76 84933 37 8 124250059 124250063 Frame_Shift_Del DEL CGCCT - 28 138 c.332_336delAGGCGc.(331-336)GAGGCGfs p.E111fs

Pat_53 Pre-Treatment ANXA13 312 37 8 124707761 124707762 Frame_Shift_Ins INS - T 13 772 c.451_452insA c.(451-453)ATCfs p.I151fs

Pat_53 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 7 494 c.4455_splice c.e30+1 p.E1485_splice

Pat_53 Pre-Treatment MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 13 97 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_53 Pre-Treatment TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 10 255 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_53 Pre-Treatment VCP 7415 37 9 35059646 35059647 Frame_Shift_Ins INS - T 10 234 c.1847_1848insA c.(1846-1848)AATfs p.N616fs

Pat_53 Pre-Treatment TLN1 7094 37 9 35720430 35720430 Frame_Shift_Del DEL T - 7 801 c.1283delA c.(1282-1284)AAGfs p.K428fs

Pat_53 Pre-Treatment C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 11 253 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_53 Pre-Treatment NUP188 23511 37 9 131750436 131750436 Frame_Shift_Del DEL C - 9 679 c.2504delC c.(2503-2505)TCCfs p.S835fs

Pat_53 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 15 355 c.394delC c.(394-396)CCCfs p.P132fs

Pat_53 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 10 242 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_53 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 10 367 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_53 Pre-Treatment SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 56 590 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_53 Pre-Treatment MAGEC1 9947 37 X 140994639 140994641 In_Frame_Del DEL CTC - 7 470 c.1449_1451delCTCc.(1447-1452)AGCTCC>AGCp.483_484SS>S

Pat_53 Pre-Treatment SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 12 233 c.71delA c.(70-72)AATfs p.N24fs

Pat_53 Post-Resistance CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 8 622 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_53 Post-Resistance TNFRSF9 3604 37 1 7998254 7998254 Frame_Shift_Del DEL T - 8 643 c.345delA c.(343-345)AAAfs p.K115fs

Pat_53 Post-Resistance PRDM2 7799 37 1 14108749 14108749 Frame_Shift_Del DEL A - 48 794 c.4459delA c.(4459-4461)AAAfs p.K1487fs

Pat_53 Post-Resistance MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 7 9 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_53 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 187 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_53 Post-Resistance CCDC30 728621 37 1 43002200 43002201 Frame_Shift_Del DEL AG - 24 139 c.45_46delAG c.(43-48)AAAGAGfs p.K15fs

Pat_53 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 20 398 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_53 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 9 305 c.136delA c.(136-138)ATAfs p.I46fs

Pat_53 Post-Resistance GBP3 2635 37 1 89473441 89473442 Frame_Shift_Ins INS - T 23 504 c.1753_1754insA c.(1753-1755)ACCfs p.T585fs

Pat_53 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 299 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_53 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 9 620 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_53 Post-Resistance CD160 11126 37 1 145704034 145704034 Frame_Shift_Del DEL A - 7 501 c.383delT c.(382-384)TTCfs p.F128fs

Pat_53 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 12 251 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_53 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 12 207 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127845 152127848 Frame_Shift_Del DEL TGTC - 8 1574 c.1727_1730delGACAc.(1726-1731)AGACAAfs p.R576fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 13 2210 c.1691_1694delGACAc.(1690-1695)AGACAAfs p.R564fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127917 152127920 Frame_Shift_Del DEL TGTC - 14 2404 c.1655_1658delGACAc.(1654-1659)AGACAAfs p.R552fs

Pat_53 Post-Resistance NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 12 231 c.1812delC c.(1810-1812)GACfs p.D604fs



Pat_53 Post-Resistance KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 22 506 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_53 Post-Resistance SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 12 820 c.829delA c.(829-831)AGCfs p.S277fs

Pat_53 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 218 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_53 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 9 299 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_53 Post-Resistance ABL2 27 37 1 179078404 179078404 Frame_Shift_Del DEL G - 8 662 c.1998delC c.(1996-1998)CCCfs p.P666fs

Pat_53 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 10 448 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_53 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 7 370 c.1523_1525delCCAc.(1522-1527)CCCACC>CCC p.T511del

Pat_53 Post-Resistance TP53BP2 7159 37 1 223991931 223991931 Frame_Shift_Del DEL T - 7 640 c.594delA c.(592-594)AAAfs p.K198fs

Pat_53 Post-Resistance CUBN 8029 37 10 17113554 17113554 Frame_Shift_Del DEL A - 7 339 c.2496delT c.(2494-2496)TTTfs p.F832fs

Pat_53 Post-Resistance FRMPD2 143162 37 10 49409419 49409420 Frame_Shift_Ins INS - T 8 350 c.1805_1806insA c.(1804-1806)AAGfs p.K602fs

Pat_53 Post-Resistance BICC1 80114 37 10 60380663 60380663 Splice_Site DEL T - 7 249 c.237_splice c.e2+2 p.K79_splice

Pat_53 Post-Resistance RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 12 195 c.457delA c.(457-459)ATGfs p.M153fs

Pat_53 Post-Resistance TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 9 294 c.214delA c.(214-216)AGTfs p.S72fs

Pat_53 Post-Resistance LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 8 308 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_53 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 146 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_53 Post-Resistance TSG101 7251 37 11 18505466 18505466 Frame_Shift_Del DEL T - 8 669 c.794delA c.(793-795)AAGfs p.K265fs

Pat_53 Post-Resistance APIP 51074 37 11 34910341 34910341 Frame_Shift_Del DEL T - 7 190 c.283delA c.(283-285)AGCfs p.S95fs

Pat_53 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 11 558 c.302delG c.(301-303)GGTfs p.G101fs

Pat_53 Post-Resistance ACCS 84680 37 11 44098856 44098856 Frame_Shift_Del DEL A - 8 457 c.584delA c.(583-585)TATfs p.Y195fs

Pat_53 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 9 121 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_53 Post-Resistance TAF1D 79101 37 11 93471453 93471453 Frame_Shift_Del DEL T - 7 533 c.281delA c.(280-282)AAGfs p.K94fs

Pat_53 Post-Resistance CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 10 143 c.205delA c.(205-207)AAAfs p.K69fs

Pat_53 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 102 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_53 Post-Resistance C11orf61 79684 37 11 124637350 124637350 Frame_Shift_Del DEL C - 7 280 c.1402delG c.(1402-1404)GAAfs p.E468fs

Pat_53 Post-Resistance CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 12 489 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_53 Post-Resistance SRPR 6734 37 11 126137087 126137087 Frame_Shift_Del DEL T - 35 1096 c.509delA c.(508-510)AAGfs p.K170fs

Pat_53 Post-Resistance PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 9 354 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_53 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 7 232 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_53 Post-Resistance CCNT1 904 37 12 49087434 49087436 In_Frame_Del DEL ATG - 35 867 c.1561_1563delCAT c.(1561-1563)CATdel p.H521del

Pat_53 Post-Resistance KRT1 3848 37 12 53069189 53069190 In_Frame_Ins INS - GCC 2 4 c.1722_1723insGGC c.(1720-1725)insGGC p.574_575insG

Pat_53 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 11 307 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_53 Post-Resistance ESYT1 23344 37 12 56525070 56525070 Frame_Shift_Del DEL T - 7 309 c.684delT c.(682-684)TATfs p.Y228fs

Pat_53 Post-Resistance UHRF1BP1L 23074 37 12 100466559 100466559 Frame_Shift_Del DEL G - 7 257 c.1440delC c.(1438-1440)CCCfs p.P480fs

Pat_53 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 10 189 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_53 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 13 328 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_53 Post-Resistance SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 27 853 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_53 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 7 864 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_53 Post-Resistance ABCC4 10257 37 13 95696016 95696016 Frame_Shift_Del DEL T - 11 276 c.3655delA c.(3655-3657)ATCfs p.I1219fs

Pat_53 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 14 206 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_53 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 15 199 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_53 Post-Resistance MGAT2 4247 37 14 50088327 50088327 Frame_Shift_Del DEL C - 7 355 c.341delC c.(340-342)GCCfs p.A114fs

Pat_53 Post-Resistance C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 21 611 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_53 Post-Resistance SLTM 79811 37 15 59182564 59182565 Frame_Shift_Del DEL CT - 22 405 c.1994_1995delAG c.(1993-1995)GAGfs p.E665fs

Pat_53 Post-Resistance CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 175 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_53 Post-Resistance TIGD7 91151 37 16 3350472 3350472 Frame_Shift_Del DEL T - 8 281 c.143delA c.(142-144)AATfs p.N48fs

Pat_53 Post-Resistance C16orf88 400506 37 16 19722723 19722724 Frame_Shift_Ins INS - T 7 250 c.957_958insA c.(955-960)AAAGGCfs p.K319fs

Pat_53 Post-Resistance EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 16 2050 c.871_873delGAG c.(871-873)GAGdel p.E295del



Pat_53 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 9 484 c.3300_3302delGCTc.(3298-3303)GGGCTG>GGGp.L1106del

Pat_53 Post-Resistance SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 14 564 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_53 Post-Resistance BRD7 29117 37 16 50368678 50368679 Frame_Shift_Del DEL CT - 44 726 c.830_831delAG c.(829-831)GAGfs p.E277fs

Pat_53 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 12 82 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_53 Post-Resistance CPNE2 221184 37 16 57153143 57153144 Frame_Shift_Del DEL TA - 8 356 c.544_545delTA c.(544-546)TATfs p.Y182fs

Pat_53 Post-Resistance CIAPIN1 57019 37 16 57473182 57473182 Frame_Shift_Del DEL C - 7 690 c.222delG c.(220-222)CTGfs p.L74fs

Pat_53 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 305 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_53 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 118 c.2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_53 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 8 177 c.359delC c.(358-360)ACCfs p.T120fs

Pat_53 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 19 1016 c.1773_1775delCCGc.(1771-1776)CGCCGT>CGTp.591_592RR>R

Pat_53 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 10 271 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_53 Post-Resistance CYTSB 92521 37 17 20135087 20135087 Frame_Shift_Del DEL G - 8 414 c.2088delG c.(2086-2088)CTGfs p.L696fs

Pat_53 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 12 637 c.4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_53 Post-Resistance SSH2 85464 37 17 27959375 27959375 Frame_Shift_Del DEL G - 9 744 c.2756delC c.(2755-2757)CCAfs p.P919fs

Pat_53 Post-Resistance GPATCH8 23131 37 17 42477345 42477346 Frame_Shift_Del DEL AG - 10 1073 c.2099_2100delCT c.(2098-2100)TCTfs p.S700fs

Pat_53 Post-Resistance CCDC43 124808 37 17 42756253 42756253 Frame_Shift_Del DEL T - 8 78 c.646delA c.(646-648)AGGfs p.R216fs

Pat_53 Post-Resistance MYL4 4635 37 17 45299094 45299095 Frame_Shift_Del DEL GC - 8 284 c.360_361delGC c.(358-363)CTGCAGfs p.L120fs

Pat_53 Post-Resistance COX11 1353 37 17 53040139 53040139 Frame_Shift_Del DEL A - 8 183 c.786delT c.(784-786)TTTfs p.F262fs

Pat_53 Post-Resistance SLC9A3R1 9368 37 17 72764624 72764624 Frame_Shift_Del DEL C - 8 604 c.906delC c.(904-906)AGCfs p.S302fs

Pat_53 Post-Resistance CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 7 29 c.1005_1007delGCAc.(1003-1008)CAGCAA>CAAp.335_336QQ>Q

Pat_53 Post-Resistance LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 8 401 c.826delC c.(826-828)CGGfs p.R276fs

Pat_53 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 11 291 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_53 Post-Resistance LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 10 401 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_53 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 8 336 c.1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_53 Post-Resistance ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 11 454 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_53 Post-Resistance USP34 9736 37 2 61575023 61575025 In_Frame_Del DEL TGG - 9 114 c.2265_2267delCCAc.(2263-2268)CACCAT>CATp.755_756HH>H

Pat_53 Post-Resistance DYSF 8291 37 2 71801420 71801422 In_Frame_Del DEL CCG - 8 332 c.3267_3269delCCGc.(3265-3270)TTCCGC>TTC p.R1093del

Pat_53 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 9 82 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_53 Post-Resistance 7-Mar 64844 37 2 160604680 160604680 Frame_Shift_Del DEL T - 9 133 c.879delT c.(877-879)ACTfs p.T293fs

Pat_53 Post-Resistance GRB14 2888 37 2 165365288 165365288 Frame_Shift_Del DEL T - 16 369 c.891delA c.(889-891)AAAfs p.K297fs

Pat_53 Post-Resistance RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 8 234 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_53 Post-Resistance ASNSD1 54529 37 2 190531266 190531266 Frame_Shift_Del DEL T - 7 398 c.408delT c.(406-408)GATfs p.D136fs

Pat_53 Post-Resistance CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 8 234 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_53 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 13 885 c.350delT c.(349-351)CTTfs p.L117fs

Pat_53 Post-Resistance DSTN 11034 37 20 17581488 17581489 Frame_Shift_Ins INS - T 12 349 c.109_110insT c.(109-111)ATTfs p.I37fs

Pat_53 Post-Resistance FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 36 581 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_53 Post-Resistance BCL2L1 598 37 20 30309591 30309591 Frame_Shift_Del DEL A - 7 1960 c.431delT c.(430-432)TTCfs p.F144fs

Pat_53 Post-Resistance MYLK2 85366 37 20 30407987 30407987 Frame_Shift_Del DEL C - 8 272 c.111delC c.(109-111)GGCfs p.G37fs

Pat_53 Post-Resistance SYCP2 10388 37 20 58490593 58490593 Frame_Shift_Del DEL T - 7 483 c.526delA c.(526-528)ATGfs p.M176fs

Pat_53 Post-Resistance SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 13 314 c.2897_2899delAGCc.(2896-2901)CAGCCA>CCA p.Q966del

Pat_53 Post-Resistance TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 7 554 c.641delG c.(640-642)GGTfs p.G214fs

Pat_53 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 13 1666 c.514delT c.(514-516)TTTfs p.F172fs

Pat_53 Post-Resistance TTC3 7267 37 21 38538054 38538054 Frame_Shift_Del DEL A - 8 714 c.3538delA c.(3538-3540)AAAfs p.K1180fs

Pat_53 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 8 216 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_53 Post-Resistance CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DELCAGCGCCTGCTGCAAACCCCT- 31 80c.758_778delCAGCGCCTGCTGCAAACCCCTc.(757-780)CCAGCGCCTGCTGCAAACCCCTCA>CCAp.APAANPS254del

Pat_53 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 25 252 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_53 Post-Resistance ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 13 730 c.896delA c.(895-897)AATfs p.N299fs



Pat_53 Post-Resistance TUBGCP6 85378 37 22 50664481 50664481 Frame_Shift_Del DEL G - 7 195 c.1831delC c.(1831-1833)CGGfs p.R611fs

Pat_53 Post-Resistance CNTN6 27255 37 3 1371501 1371501 Frame_Shift_Del DEL A - 7 337 c.1246delA c.(1246-1248)AAAfs p.K416fs

Pat_53 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 14 827 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_53 Post-Resistance ANO10 55129 37 3 43647213 43647213 Frame_Shift_Del DEL T - 8 251 c.132delA c.(130-132)AAAfs p.K44fs

Pat_53 Post-Resistance ABHD5 51099 37 3 43756534 43756534 Frame_Shift_Del DEL A - 10 379 c.757delA c.(757-759)AATfs p.N253fs

Pat_53 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 7 131 c.4289_splice c.e25-1 p.E1430_splice

Pat_53 Post-Resistance TOPBP1 11073 37 3 133329880 133329880 Frame_Shift_Del DEL T - 7 559 c.4141delA c.(4141-4143)ATCfs p.I1381fs

Pat_53 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 8 142 c.1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_53 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 13 257 c.6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_53 Post-Resistance PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 14 959 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_53 Post-Resistance PARL 55486 37 3 183585678 183585678 Frame_Shift_Del DEL A - 7 316 c.296delT c.(295-297)ATAfs p.I99fs

Pat_53 Post-Resistance FETUB 26998 37 3 186362544 186362544 Frame_Shift_Del DEL A - 8 242 c.429delA c.(427-429)TCAfs p.S143fs

Pat_53 Post-Resistance PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 11 253 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_53 Post-Resistance FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 34 150 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_53 Post-Resistance CFI 3426 37 4 110670394 110670394 Frame_Shift_Del DEL C - 8 1093 c.1128delG c.(1126-1128)CTGfs p.L376fs

Pat_53 Post-Resistance EXOSC9 5393 37 4 122728764 122728764 Frame_Shift_Del DEL T - 7 359 c.592delT c.(592-594)TTTfs p.F198fs

Pat_53 Post-Resistance CLGN 1047 37 4 141313402 141313402 Frame_Shift_Del DEL T - 7 749 c.1622delA c.(1621-1623)AAGfs p.K541fs

Pat_53 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 11 287 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_53 Post-Resistance HMGB2 3148 37 4 174253277 174253279 In_Frame_Del DEL TCC - 14 267 c.582_584delGGAc.(580-585)GAGGAA>GAAp.194_195EE>E

Pat_53 Post-Resistance CTNND2 1501 37 5 11110989 11110991 In_Frame_Del DEL TTC - 27 844 c.2442_2444delGAAc.(2440-2445)AAGAAA>AAAp.814_815KK>K

Pat_53 Post-Resistance MYO10 4651 37 5 16694605 16694606 Frame_Shift_Ins INS - C 7 299 c.3674_3675insG c.(3673-3675)GGCfs p.G1225fs

Pat_53 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 871 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_53 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 11 470 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_53 Post-Resistance MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 18 941 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_53 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 259 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_53 Post-Resistance ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 14 585 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_53 Post-Resistance RAPGEF6 51735 37 5 130782332 130782332 Frame_Shift_Del DEL T - 7 422 c.3265delA c.(3265-3267)AGGfs p.R1089fs

Pat_53 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 7 524 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_53 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 10 190 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_53 Post-Resistance PCDH1 5097 37 5 141244442 141244442 Frame_Shift_Del DEL G - 9 392 c.1454delC c.(1453-1455)CCAfs p.P485fs

Pat_53 Post-Resistance LARP1 23367 37 5 154173389 154173390 Frame_Shift_Ins INS - C 13 762 c.898_899insC c.(898-900)GCCfs p.A300fs

Pat_53 Post-Resistance MRPL22 29093 37 5 154336746 154336746 Frame_Shift_Del DEL A - 8 412 c.313delA c.(313-315)AAAfs p.K105fs

Pat_53 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 9 321 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_53 Post-Resistance BTN2A3 54718 37 6 26422388 26422390 In_Frame_Del DEL CCT - 18 489 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L19del

Pat_53 Post-Resistance HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 22 166 c.618delG c.(616-618)ACGfs p.T206fs

Pat_53 Post-Resistance BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 9 1126 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_53 Post-Resistance BAT3 7917 37 6 31608571 31608571 Frame_Shift_Del DEL G - 7 221 c.2842delC c.(2842-2844)CAGfs p.Q948fs

Pat_53 Post-Resistance KIFC1 3833 37 6 33372838 33372838 Frame_Shift_Del DEL G - 7 261 c.966delG c.(964-966)CCGfs p.P322fs

Pat_53 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 7 1062 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_53 Post-Resistance C6orf165 154313 37 6 88144700 88144700 Frame_Shift_Del DEL A - 11 191 c.1423delA c.(1423-1425)AAAfs p.K475fs

Pat_53 Post-Resistance ARID1B 57492 37 6 157510806 157510806 Frame_Shift_Del DEL C - 7 502 c.3527delC c.(3526-3528)ACCfs p.T1176fs

Pat_53 Post-Resistance QKI 9444 37 6 163899920 163899920 Frame_Shift_Del DEL A - 7 255 c.394delA c.(394-396)AAAfs p.K132fs

Pat_53 Post-Resistance COX19 90639 37 7 1009017 1009017 Frame_Shift_Del DEL T - 8 1450 c.270delA c.(268-270)AAAfs p.K90fs

Pat_53 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 776 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_53 Post-Resistance C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 10 482 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_53 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 9 629 c.233delT c.(232-234)ATTfs p.I78fs

Pat_53 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 10 950 c.693delA c.(691-693)CCAfs p.P231fs



Pat_53 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 9 466 c.231delA c.(229-231)AAAfs p.K77fs

Pat_53 Post-Resistance PHTF2 57157 37 7 77569581 77569581 Frame_Shift_Del DEL T - 14 735 c.1702delT c.(1702-1704)TTTfs p.F568fs

Pat_53 Post-Resistance PCLO 27445 37 7 82784451 82784451 Frame_Shift_Del DEL T - 10 418 c.1506delA c.(1504-1506)CAAfs p.Q502fs

Pat_53 Post-Resistance SLC25A40 55972 37 7 87483549 87483549 Frame_Shift_Del DEL A - 8 481 c.234delT c.(232-234)TATfs p.Y78fs

Pat_53 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 12 530 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_53 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 9 419 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_53 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 7 275 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_53 Post-Resistance GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 10 500 c.796delG c.(796-798)GTCfs p.V266fs

Pat_53 Post-Resistance DNAJC2 27000 37 7 102964992 102964992 Frame_Shift_Del DEL T - 7 367 c.590delA c.(589-591)AATfs p.N197fs

Pat_53 Post-Resistance LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 503 c.26delT c.(25-27)TTGfs p.L9fs

Pat_53 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 460 c.528delT c.(526-528)AATfs p.N176fs

Pat_53 Post-Resistance CNPY1 285888 37 7 155299760 155299760 Frame_Shift_Del DEL G - 8 143 c.196delC c.(196-198)CAGfs p.Q66fs

Pat_53 Post-Resistance RP1L1 94137 37 8 10467706 10467707 In_Frame_Ins INS - CCC 23 347 c.3901_3902insGGGc.(3901-3903)GTG>GGGGTGp.1300_1301insG

Pat_53 Post-Resistance MTMR7 9108 37 8 17169103 17169103 Frame_Shift_Del DEL C - 8 1209 c.1018delG c.(1018-1020)GATfs p.D340fs

Pat_53 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 417 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_53 Post-Resistance GOT1L1 137362 37 8 37791833 37791834 Frame_Shift_Ins INS - T 9 219 c.1243_1244insA c.(1243-1245)ACAfs p.T415fs

Pat_53 Post-Resistance ADAM9 8754 37 8 38880792 38880793 Frame_Shift_Ins INS - G 8 338 c.862_863insG c.(862-864)CGGfs p.R288fs

Pat_53 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 832 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_53 Post-Resistance CA2 760 37 8 86386635 86386635 Frame_Shift_Del DEL T - 10 454 c.434delT c.(433-435)ATTfs p.I145fs

Pat_53 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 148 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_53 Post-Resistance PABPC1 26986 37 8 101721933 101721933 Frame_Shift_Del DEL T - 9 139 c.999delA c.(997-999)AAAfs p.K333fs

Pat_53 Post-Resistance C8orf76 84933 37 8 124250059 124250063 Frame_Shift_Del DEL CGCCT - 11 137 c.332_336delAGGCGc.(331-336)GAGGCGfs p.E111fs

Pat_53 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 7 124 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_53 Post-Resistance MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 9 36 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_53 Post-Resistance NFIL3 4783 37 9 94172779 94172779 Frame_Shift_Del DEL T - 8 610 c.238delA c.(238-240)AGGfs p.R80fs

Pat_53 Post-Resistance ECM2 1842 37 9 95277146 95277148 In_Frame_Del DEL TCC - 9 140 c.819_821delGGAc.(817-822)GAGGAT>GAT p.E273del

Pat_53 Post-Resistance C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 7 173 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_53 Post-Resistance TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 8 90 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_53 Post-Resistance PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 9 312 c.394delC c.(394-396)CCCfs p.P132fs

Pat_53 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 12 209 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_53 Post-Resistance OPHN1 4983 37 X 67454384 67454384 Frame_Shift_Del DEL A - 7 220 c.431delT c.(430-432)TTAfs p.L144fs

Pat_53 Post-Resistance BRWD3 254065 37 X 79938006 79938007 Frame_Shift_Del DEL AG - 8 550 c.4354_4355delCT c.(4354-4356)CTAfs p.L1452fs

Pat_53 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 16 255 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_53 Post-Resistance PSMD10 5716 37 X 107331258 107331258 Frame_Shift_Del DEL T - 8 340 c.285delA c.(283-285)AAAfs p.K95fs

Pat_53 Post-Resistance SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 46 503 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_53 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 10 256 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_53 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 13 388 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_58 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 8 39 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_58 Pre-Treatment BUB1B 701 37 15 40477506 40477506 Frame_Shift_Del DEL C - 7 159 c.892delC c.(892-894)CCCfs p.P298fs

Pat_58 Pre-Treatment RAI1 10743 37 17 17699359 17699359 Frame_Shift_Del DEL C - 3 5 c.3097delC c.(3097-3099)CCCfs p.P1033fs

Pat_58 Pre-Treatment POLDIP2 26073 37 17 26684394 26684395 Splice_Site INS - G 3 5 c.78_splice c.e2+1 p.W26_splice

Pat_58 Pre-Treatment SEMA6B 10501 37 19 4544182 4544182 Frame_Shift_Del DEL G - 2 4 c.2098delC c.(2098-2100)CACfs p.H700fs

Pat_58 Pre-Treatment INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 8 21 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_58 Pre-Treatment AUTS2 26053 37 7 70231241 70231242 Frame_Shift_Ins INS - C 8 138 c.1610_1611insC c.(1609-1611)CACfs p.H537fs

Pat_58 Pre-Treatment POMT1 10585 37 9 134393867 134393879 Frame_Shift_Del DEL GAAGACCATCCTC - 33 150c.1374_1386delGAAGACCATCCTCc.(1372-1386)TGGAAGACCATCCTCfsp.W458fs

Pat_58 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 3 5 c.1659_1661delGGAc.(1657-1662)GAGGAA>GAAp.553_554EE>E

Pat_58 Post-Resistance DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 7 371 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del



Pat_58 Post-Resistance SNIP1 79753 37 1 38003363 38003365 In_Frame_Del DEL CTT - 9 423 c.1175_1177delAAGc.(1174-1179)GAAGTG>GTG p.E392del

Pat_58 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 11 373 c.136delA c.(136-138)ATAfs p.I46fs

Pat_58 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 327 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_58 Post-Resistance COL11A1 1301 37 1 103355065 103355065 Frame_Shift_Del DEL T - 9 325 c.4410delA c.(4408-4410)AAAfs p.K1470fs

Pat_58 Post-Resistance HAX1 10456 37 1 154245864 154245866 In_Frame_Del DEL GAA - 7 230 c.106_108delGAA c.(106-108)GAAdel p.E40del

Pat_58 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 8 751 c.394delC c.(394-396)CCCfs p.P132fs

Pat_58 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 364 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_58 Post-Resistance IFT46 56912 37 11 118427683 118427685 In_Frame_Del DEL ATC - 9 282 c.121_123delGAT c.(121-123)GATdel p.D41del

Pat_58 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 7 403 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_58 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 8 586 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_58 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 7 392 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_58 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 32 451 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_58 Post-Resistance LRCH1 23143 37 13 47127609 47127611 In_Frame_Del DEL CCA - 3 6 c.78_80delCCA c.(76-81)CCCCAC>CCC p.H33del

Pat_58 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 13 792 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_58 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 13 439 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_58 Post-Resistance C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 7 55 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_58 Post-Resistance BTBD7 55727 37 14 93761193 93761193 Frame_Shift_Del DEL T - 7 439 c.173delA c.(172-174)AAGfs p.K58fs

Pat_58 Post-Resistance VPS33B 26276 37 15 91550236 91550238 In_Frame_Del DEL TCC - 8 508 c.642_644delGGAc.(640-645)GAGGAT>GAT p.E214del

Pat_58 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 11 329 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_58 Post-Resistance C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 7 303 c.1056_1058delGGAc.(1054-1059)GAGGAA>GAAp.352_353EE>E

Pat_58 Post-Resistance SDF2 6388 37 17 26988863 26988863 Frame_Shift_Del DEL C - 7 975 c.32delG c.(31-33)GGTfs p.G11fs

Pat_58 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 8 883 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_58 Post-Resistance FAM134C 162427 37 17 40737147 40737148 Frame_Shift_Del DEL TC - 8 277 c.722_723delGA c.(721-723)AGAfs p.R241fs

Pat_58 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 100 c.1509_1511delGGAc.(1507-1512)GAGGAT>GAT p.E503del

Pat_58 Post-Resistance TNFSF9 8744 37 19 6531149 6531151 In_Frame_Del DEL GCT - 7 193 c.102_104delGCTc.(100-105)GGGCTG>GGG p.L41del

Pat_58 Post-Resistance CYP4F3 4051 37 19 15769322 15769322 Frame_Shift_Del DEL T - 9 1204 c.1271delT c.(1270-1272)GTTfs p.V424fs

Pat_58 Post-Resistance NWD1 284434 37 19 16908642 16908642 Frame_Shift_Del DEL T - 10 1393 c.3404delT c.(3403-3405)GTTfs p.V1135fs

Pat_58 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 166 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_58 Post-Resistance USP34 9736 37 2 61575023 61575025 In_Frame_Del DEL TGG - 13 264 c.2265_2267delCCAc.(2263-2268)CACCAT>CATp.755_756HH>H

Pat_58 Post-Resistance ZMYND8 23613 37 20 45875072 45875072 Frame_Shift_Del DEL T - 10 706 c.1904delA c.(1903-1905)AAGfs p.K635fs

Pat_58 Post-Resistance SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 7 153 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_58 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 288 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_58 Post-Resistance APPL1 26060 37 3 57276921 57276921 Frame_Shift_Del DEL A - 8 321 c.453delA c.(451-453)TCAfs p.S151fs

Pat_58 Post-Resistance ETV5 2119 37 3 185783667 185783667 Frame_Shift_Del DEL G - 7 383 c.845delC c.(844-846)CCAfs p.P282fs

Pat_58 Post-Resistance ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 9 462 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_58 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 8 567 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_58 Post-Resistance SORBS2 8470 37 4 186544620 186544622 In_Frame_Del DEL GGT - 10 170 c.1949_1951delACCc.(1948-1953)CACCGC>CGC p.H650del

Pat_58 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 7 105 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_58 Post-Resistance NIPBL 25836 37 5 36985083 36985083 Frame_Shift_Del DEL A - 7 166 c.1801delA c.(1801-1803)AAAfs p.K601fs

Pat_58 Post-Resistance DEK 7913 37 6 18264079 18264081 In_Frame_Del DEL TCC - 7 331 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_58 Post-Resistance CYP21A2 1589 37 6 31975223 31975224 Frame_Shift_Ins INS - T 7 414 c.916_917insT c.(916-918)GTTfs p.V306fs

Pat_58 Post-Resistance SLC17A5 26503 37 6 74351590 74351590 Frame_Shift_Del DEL A - 10 529 c.349delT c.(349-351)TATfs p.Y117fs

Pat_58 Post-Resistance ARHGAP18 93663 37 6 129959602 129959603 Frame_Shift_Ins INS - T 7 724 c.488_489insA c.(487-489)AACfs p.N163fs

Pat_58 Post-Resistance SDK1 221935 37 7 4008947 4008947 Frame_Shift_Del DEL G - 16 1579 c.1605delG c.(1603-1605)TCGfs p.S535fs

Pat_58 Post-Resistance NEUROD6 63974 37 7 31378634 31378635 Frame_Shift_Ins INS - T 10 624 c.248_249insA c.(247-249)AAGfs p.K83fs

Pat_58 Post-Resistance INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 7 127 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_58 Post-Resistance WBSCR17 64409 37 7 71142234 71142234 Frame_Shift_Del DEL G - 10 1838 c.1443delG c.(1441-1443)CAGfs p.Q481fs



Pat_58 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 14 1048 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_58 Post-Resistance MEPCE 56257 37 7 100028823 100028825 In_Frame_Del DEL CCA - 7 285 c.1182_1184delCCAc.(1180-1185)CGCCAC>CGC p.H399del

Pat_58 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 9 115 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_58 Post-Resistance LRRC17 10234 37 7 102584992 102584993 Frame_Shift_Ins INS - A 7 442 c.1264_1265insA c.(1264-1266)GAAfs p.E422fs

Pat_58 Post-Resistance WNT2 7472 37 7 116955171 116955175 Frame_Shift_Del DEL TCCTT - 7 481 c.538_542delAAGGA c.(538-543)AAGGATfs p.K180fs

Pat_58 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 7 782 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_58 Post-Resistance CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 7 1117 c.68delA c.(67-69)AACfs p.N23fs

Pat_58 Post-Resistance NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 9 206 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_58 Post-Resistance WDR60 55112 37 7 158704353 158704353 Frame_Shift_Del DEL A - 7 468 c.1573delA c.(1573-1575)AAAfs p.K525fs

Pat_58 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 11 638 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_58 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 8 910 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_58 Post-Resistance INTS8 55656 37 8 95892420 95892421 Frame_Shift_Ins INS - A 7 256 c.2946_2947insA c.(2944-2949)AGGAAAfs p.R982fs

Pat_58 Post-Resistance C9orf131 138724 37 9 35043650 35043650 Frame_Shift_Del DEL C - 8 1214 c.1024delC c.(1024-1026)CCCfs p.P342fs

Pat_58 Post-Resistance NFIL3 4783 37 9 94172779 94172779 Frame_Shift_Del DEL T - 8 552 c.238delA c.(238-240)AGGfs p.R80fs

Pat_58 Post-Resistance POMT1 10585 37 9 134393867 134393879 Frame_Shift_Del DEL GAAGACCATCCTC - 211 288c.1374_1386delGAAGACCATCCTCc.(1372-1386)TGGAAGACCATCCTCfsp.W458fs

Pat_58 Post-Resistance LRCH2 57631 37 X 114468474 114468476 In_Frame_Del DEL CCG - 3 6 c.129_131delCGGc.(127-132)GGCGGG>GGGp.43_44GG>G

Pat_58 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 11 425 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_58 Post-Resistance AFF2 2334 37 X 147733548 147733548 Frame_Shift_Del DEL A - 7 828 c.76delA c.(76-78)AAAfs p.K26fs

Pat_59 Pre-Treatment SNIP1 79753 37 1 38003368 38003370 In_Frame_Del DEL TCC - 7 191 c.1170_1172delGGAc.(1168-1173)GAGGAA>GAAp.390_391EE>E

Pat_59 Pre-Treatment CDC14A 8556 37 1 100843107 100843107 Frame_Shift_Del DEL A - 7 152 c.146delA c.(145-147)TATfs p.Y49fs

Pat_59 Pre-Treatment FMO5 2330 37 1 146684955 146684955 Frame_Shift_Del DEL T - 7 468 c.407delA c.(406-408)AAGfs p.K136fs

Pat_59 Pre-Treatment TCHH 7062 37 1 152081323 152081324 In_Frame_Ins INS - GGC 7 172 c.4369_4370insGCCc.(4369-4371)CAG>CGCCAGp.1456_1457insR

Pat_59 Pre-Treatment TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 8 85 c.3480_3482delGAGc.(3478-3483)AAGAGA>AAA p.R1163del

Pat_59 Pre-Treatment PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 8 220 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_59 Pre-Treatment FAM5B 57795 37 1 177247719 177247719 Frame_Shift_Del DEL A - 7 594 c.1033delA c.(1033-1035)AAAfs p.K345fs

Pat_59 Pre-Treatment ETNK2 55224 37 1 204120939 204120939 Frame_Shift_Del DEL A - 2 4 c.42delT c.(40-42)TTTfs p.F14fs

Pat_59 Pre-Treatment PARP1 142 37 1 226558192 226558192 Frame_Shift_Del DEL C - 8 194 c.2097delG c.(2095-2097)GGGfs p.G699fs

Pat_59 Pre-Treatment OR2L2 26246 37 1 248201881 248201881 Frame_Shift_Del DEL G - 7 143 c.312delG c.(310-312)TTGfs p.L104fs

Pat_59 Pre-Treatment ZNF365 22891 37 10 64159366 64159366 Frame_Shift_Del DEL A - 9 384 c.1087delA c.(1087-1089)AAAfs p.K363fs

Pat_59 Pre-Treatment FAM53B 9679 37 10 126370292 126370292 Frame_Shift_Del DEL A - 2 4 c.790delT c.(790-792)TCCfs p.S264fs

Pat_59 Pre-Treatment NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 8 335 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_59 Pre-Treatment DCHS1 8642 37 11 6662763 6662764 In_Frame_Ins INS - CAA 4 9 c.81_82insTTG c.(79-84)insTTG p.33_34insL

Pat_59 Pre-Treatment C11orf80 79703 37 11 66512290 66512291 In_Frame_Ins INS - GGC 8 4 c.77_78insGGC c.(76-78)GGG>GGGGCG p.34_35insA

Pat_59 Pre-Treatment C11orf54 28970 37 11 93486914 93486914 Frame_Shift_Del DEL A - 9 97 c.221delA c.(220-222)CAAfs p.Q74fs

Pat_59 Pre-Treatment KDM4D 55693 37 11 94730807 94730807 Frame_Shift_Del DEL A - 7 147 c.271delA c.(271-273)AAAfs p.K91fs

Pat_59 Pre-Treatment NPAT 4863 37 11 108032189 108032192 Frame_Shift_Del DEL GGTC - 7 622 c.3621_3624delGACCc.(3619-3624)ATGACCfs p.M1207fs

Pat_59 Pre-Treatment TMPRSS5 80975 37 11 113561583 113561583 Frame_Shift_Del DEL C - 2 4 c.1043delG c.(1042-1044)GGCfs p.G348fs

Pat_59 Pre-Treatment PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 10 251 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_59 Pre-Treatment PRB1 5542 37 12 11506510 11506512 In_Frame_Del DEL GGA - 42 707 c.525_527delTCCc.(523-528)CCTCCA>CCAp.175_176PP>P

Pat_59 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 13 1007 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_59 Pre-Treatment PRB2 653247 37 12 11546419 11546421 In_Frame_Del DEL GGA - 7 183 c.591_593delTCCc.(589-594)CCTCCA>CCAp.197_198PP>P

Pat_59 Pre-Treatment CASC1 55259 37 12 25314066 25314068 In_Frame_Del DEL CTC - 7 599 c.67_69delGAG c.(67-69)GAGdel p.E23del

Pat_59 Pre-Treatment NCKAP5L 57701 37 12 50188584 50188586 In_Frame_Del DEL TGG - 2 4 c.3057_3059delCCAc.(3055-3060)TACCAA>TAAp.1019_1020YQ>*

Pat_59 Pre-Treatment OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 7 263 c.298delT c.(298-300)TTTfs p.F100fs

Pat_59 Pre-Treatment MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 11 99 c.204delT c.(202-204)TATfs p.Y68fs

Pat_59 Pre-Treatment GNPTAB 79158 37 12 102158002 102158002 Frame_Shift_Del DEL T - 10 312 c.2693delA c.(2692-2694)AAGfs p.K898fs

Pat_59 Pre-Treatment TMEM116 89894 37 12 112374986 112374986 Frame_Shift_Del DEL G - 8 84 c.151delC c.(151-153)CAAfs p.Q51fs



Pat_59 Pre-Treatment TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 7 114 c.483delT c.(481-483)TTTfs p.F161fs

Pat_59 Pre-Treatment RXFP2 122042 37 13 32376428 32376429 Frame_Shift_Ins INS - A 9 154 c.2151_2152insA c.(2149-2154)ATTAAAfs p.I717fs

Pat_59 Pre-Treatment NBEA 26960 37 13 35517069 35517069 Frame_Shift_Del DEL G - 2 4 c.112delG c.(112-114)GGGfs p.G38fs

Pat_59 Pre-Treatment ABCC4 10257 37 13 95696016 95696016 Frame_Shift_Del DEL T - 12 240 c.3655delA c.(3655-3657)ATCfs p.I1219fs

Pat_59 Pre-Treatment ERCC5 2073 37 13 103459866 103459866 Frame_Shift_Del DEL T - 8 170 c.249delT c.(247-249)TATfs p.Y83fs

Pat_59 Pre-Treatment HEATR5A 25938 37 14 31856337 31856337 Frame_Shift_Del DEL T - 7 285 c.299delA c.(298-300)AAGfs p.K100fs

Pat_59 Pre-Treatment KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 7 49 c.249delT c.(247-249)CATfs p.H83fs

Pat_59 Pre-Treatment CREBBP 1387 37 16 3817721 3817721 Frame_Shift_Del DEL T - 7 242 c.3250delA c.(3250-3252)ATCfs p.I1084fs

Pat_59 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 9 504 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_59 Pre-Treatment 1-Sep 1731 37 16 30392716 30392717 Frame_Shift_Ins INS - T 7 163 c.383_384insA c.(382-384)AACfs p.N128fs

Pat_59 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 184 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_59 Pre-Treatment LGALS9 3965 37 17 25973579 25973579 Frame_Shift_Del DEL G - 7 751 c.634delG c.(634-636)GCCfs p.A212fs

Pat_59 Pre-Treatment SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 11 218 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_59 Pre-Treatment PPM1D 8493 37 17 58677987 58677987 Frame_Shift_Del DEL C - 4 9 c.212delC c.(211-213)GCAfs p.A71fs

Pat_59 Pre-Treatment BPTF 2186 37 17 65822234 65822236 In_Frame_Del DEL GAG - 6 13 c.394_396delGAG c.(394-396)GAGdel p.E138del

Pat_59 Pre-Treatment AZI1 22994 37 17 79166370 79166370 Frame_Shift_Del DEL A - 4 9 c.2462delT c.(2461-2463)CTGfs p.L821fs

Pat_59 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 9 314 c.823_splice c.e8-1 p.P275_splice

Pat_59 Pre-Treatment ISYNA1 51477 37 19 18547527 18547528 Frame_Shift_Del DEL CG - 2 4 c.575_576delCG c.(574-576)GCGfs p.A192fs

Pat_59 Pre-Treatment C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 7 236 c.471delC c.(469-471)CCCfs p.P157fs

Pat_59 Pre-Treatment NOVA2 4858 37 19 46476609 46476610 Translation_Start_Site INS - G 4 7

Pat_59 Pre-Treatment FPR3 2359 37 19 52327875 52327875 Frame_Shift_Del DEL T - 13 451 c.874delT c.(874-876)TTTfs p.F292fs

Pat_59 Pre-Treatment ROCK2 9475 37 2 11332379 11332379 Frame_Shift_Del DEL G - 7 707 c.4058delC c.(4057-4059)CCAfs p.P1353fs

Pat_59 Pre-Treatment HNRPLL 92906 37 2 38818670 38818670 Splice_Site DEL A - 7 332 c.308_splice c.e2+1 p.C103_splice

Pat_59 Pre-Treatment TET3 200424 37 2 74273651 74273651 Frame_Shift_Del DEL T - 4 9 c.202delT c.(202-204)TTTfs p.F68fs

Pat_59 Pre-Treatment LOXL3 84695 37 2 74779723 74779723 Frame_Shift_Del DEL C - 4 6 c.39delG c.(37-39)GGGfs p.G13fs

Pat_59 Pre-Treatment SCN9A 6335 37 2 167055992 167055992 Frame_Shift_Del DEL T - 7 636 c.5124delA c.(5122-5124)AAAfs p.K1708fs

Pat_59 Pre-Treatment DNAJC10 54431 37 2 183594603 183594605 In_Frame_Del DEL CAA - 7 298 c.662_664delCAAc.(661-666)TCAAAG>TAGp.221_222SK>*

Pat_59 Pre-Treatment NINL 22981 37 20 25485706 25485708 In_Frame_Del DEL GCA - 4 9 c.524_526delTGCc.(523-528)CTGCAG>CAG p.L175del

Pat_59 Pre-Treatment RBL1 5933 37 20 35663913 35663914 Splice_Site INS - A 4 9 c.1904_splice c.e15-1 p.D635_splice

Pat_59 Pre-Treatment FAM83D 81610 37 20 37555322 37555323 In_Frame_Ins INS - GCG 8 12 c.327_328insGCG c.(325-330)insGCG p.116_117insA

Pat_59 Pre-Treatment CNOT10 25904 37 3 32805950 32805950 Frame_Shift_Del DEL C - 8 289 c.1844delC c.(1843-1845)TCAfs p.S615fs

Pat_59 Pre-Treatment NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 7 148 c.3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_59 Pre-Treatment VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 7 49 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_59 Pre-Treatment WDR49 151790 37 3 167293789 167293789 Frame_Shift_Del DEL C - 8 252 c.403delG c.(403-405)GCAfs p.A135fs

Pat_59 Pre-Treatment MUC4 4585 37 3 195513456 195513456 Frame_Shift_Del DEL A - 6 4 c.4995delT c.(4993-4995)CTTfs p.L1665fs

Pat_59 Pre-Treatment MUC4 4585 37 3 195516779 195516779 Frame_Shift_Del DEL T - 10 262 c.1672delA c.(1672-1674)ACAfs p.T558fs

Pat_59 Pre-Treatment RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 9 583 c.490delA c.(490-492)AGGfs p.R164fs

Pat_59 Pre-Treatment UGT2B11 10720 37 4 70078331 70078332 Frame_Shift_Del DEL AC - 7 730 c.829_830delGT c.(829-831)GTTfs p.V277fs

Pat_59 Pre-Treatment AFM 173 37 4 74347532 74347532 Frame_Shift_Del DEL T - 7 188 c.40delT c.(40-42)TTTfs p.F14fs

Pat_59 Pre-Treatment ADAMTS16 170690 37 5 5186212 5186213 Frame_Shift_Del DEL TA - 7 170 c.811_812delTA c.(811-813)TATfs p.Y271fs

Pat_59 Pre-Treatment PAM 5066 37 5 102296908 102296910 In_Frame_Del DEL AGA - 7 330 c.1137_1139delAGAc.(1135-1140)CGAGAA>CGA p.E383del

Pat_59 Pre-Treatment MGC29506 51237 37 5 138725510 138725512 In_Frame_Del DEL CAG - 3 6 c.34_36delCTG c.(34-36)CTGdel p.L12del

Pat_59 Pre-Treatment TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 9 242 c.845delA c.(844-846)AAGfs p.K282fs

Pat_59 Pre-Treatment STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 7 304 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_59 Pre-Treatment DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 11 82 c.1353_1355delGGAc.(1351-1356)GAGGAA>GAAp.451_452EE>E

Pat_59 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 9 58 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_59 Pre-Treatment PRDM1 639 37 6 106536280 106536280 Frame_Shift_Del DEL T - 7 351 c.247delT c.(247-249)TTAfs p.L83fs



Pat_59 Pre-Treatment C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 8 327 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_59 Pre-Treatment POLM 27434 37 7 44120414 44120414 Frame_Shift_Del DEL G - 8 98 c.290delC c.(289-291)CCAfs p.P97fs

Pat_59 Pre-Treatment TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 11 207 c.231delA c.(229-231)AAAfs p.K77fs

Pat_59 Pre-Treatment PCLO 27445 37 7 82545386 82545386 Frame_Shift_Del DEL G - 8 437 c.11916delC c.(11914-11916)CCCfs p.P3972fs

Pat_59 Pre-Treatment SERPINE1 5054 37 7 100773817 100773817 Frame_Shift_Del DEL C - 8 553 c.387delC c.(385-387)GTCfs p.V129fs

Pat_59 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 7 504 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_59 Pre-Treatment SGK223 157285 37 8 8175804 8175806 In_Frame_Del DEL TCA - 8 299 c.4079_4081delTGAc.(4078-4083)ATGAAG>AAGp.M1360del

Pat_59 Pre-Treatment ADAM28 10863 37 8 24167472 24167473 Frame_Shift_Ins INS - A 10 134 c.216_217insA c.(214-219)TTGAAAfs p.L72fs

Pat_59 Pre-Treatment SLC26A7 115111 37 8 92406218 92406218 Frame_Shift_Del DEL T - 7 163 c.1886delT c.(1885-1887)ATTfs p.I629fs

Pat_59 Pre-Treatment RGS22 26166 37 8 100990177 100990178 Frame_Shift_Ins INS - T 7 150 c.3486_3487insA c.(3484-3489)AAATTGfs p.K1162fs

Pat_59 Pre-Treatment CRAT 1384 37 9 131864813 131864814 Frame_Shift_Ins INS - C 7 305 c.495_496insG c.(493-498)GGGAAGfs p.G165fs

Pat_59 Pre-Treatment PPP2R4 5524 37 9 131890273 131890273 Frame_Shift_Del DEL C - 2 4 c.247delC c.(247-249)CAGfs p.Q83fs

Pat_59 Pre-Treatment NHS 4810 37 X 17394330 17394330 Frame_Shift_Del DEL C - 2 4 c.450delC c.(448-450)TTCfs p.F150fs

Pat_59 Pre-Treatment NAP1L3 4675 37 X 92928035 92928036 Frame_Shift_Ins INS - C 9 42 c.268_269insG c.(268-270)GCCfs p.A90fs

Pat_59 Pre-Treatment BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 8 102 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_59 Pre-Treatment TCEAL4 79921 37 X 102841867 102841868 Frame_Shift_Del DEL AG - 2 4 c.264_265delAG c.(262-267)TCAGAGfs p.S88fs

Pat_59 Post-Resistance SCNN1D 6339 37 1 1226736 1226736 Frame_Shift_Del DEL G - 2 4 c.1663delG c.(1663-1665)GCCfs p.A555fs

Pat_59 Post-Resistance HSPG2 3339 37 1 22202765 22202766 Frame_Shift_Del DEL CC - 2 4 c.2959_2960delGG c.(2959-2961)GGAfs p.G987fs

Pat_59 Post-Resistance SASS6 163786 37 1 100550947 100550947 Frame_Shift_Del DEL G - 10 788 c.1911delC c.(1909-1911)TCCfs p.S637fs

Pat_59 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 155 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_59 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 11 237 c.1673_1675delAGGc.(1672-1677)AAGGAG>AAG p.E559del

Pat_59 Post-Resistance PIH1D2 120379 37 11 111941931 111941932 Frame_Shift_Ins INS - T 10 380 c.377_378insA c.(376-378)AATfs p.N126fs

Pat_59 Post-Resistance SNX19 399979 37 11 130775872 130775872 Frame_Shift_Del DEL G - 7 161 c.2419delC c.(2419-2421)CAAfs p.Q807fs

Pat_59 Post-Resistance DDX12 440081 37 12 9574061 9574061 Frame_Shift_Del DEL G - 7 368 c.1975delC c.(1975-1977)CTGfs p.L659fs

Pat_59 Post-Resistance PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 8 133 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_59 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 7 405 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_59 Post-Resistance RERG 85004 37 12 15262412 15262412 Frame_Shift_Del DEL C - 8 956 c.232delG c.(232-234)GAAfs p.E78fs

Pat_59 Post-Resistance PPM1A 5494 37 14 60752371 60752371 Frame_Shift_Del DEL G - 7 452 c.864delG c.(862-864)TTGfs p.L288fs

Pat_59 Post-Resistance KIAA0317 9870 37 14 75151191 75151191 Frame_Shift_Del DEL T - 7 133 c.209delA c.(208-210)TATfs p.Y70fs

Pat_59 Post-Resistance C14orf174 161394 37 14 77844868 77844869 Frame_Shift_Ins INS - A 7 344 c.1107_1108insA c.(1105-1110)GAGAAAfs p.E369fs

Pat_59 Post-Resistance TTC8 123016 37 14 89338724 89338726 In_Frame_Del DEL CAA - 7 323 c.1323_1325delCAAc.(1321-1326)GTCAAC>GTC p.N445del

Pat_59 Post-Resistance C14orf102 55051 37 14 90798215 90798215 Frame_Shift_Del DEL C - 7 287 c.34delG c.(34-36)GAGfs p.E12fs

Pat_59 Post-Resistance NFAT5 10725 37 16 69693775 69693775 Frame_Shift_Del DEL C - 8 229 c.1288delC c.(1288-1290)CAAfs p.Q430fs

Pat_59 Post-Resistance STXBP4 252983 37 17 53077006 53077007 Frame_Shift_Del DEL TG - 7 158 c.301_302delTG c.(301-303)TGGfs p.W101fs

Pat_59 Post-Resistance EXOC7 23265 37 17 74097358 74097358 Frame_Shift_Del DEL G - 7 225 c.411delC c.(409-411)AACfs p.N137fs

Pat_59 Post-Resistance CEBPZ 10153 37 2 37454908 37454908 Frame_Shift_Del DEL T - 8 54 c.1428delA c.(1426-1428)AAAfs p.K476fs

Pat_59 Post-Resistance IFIH1 64135 37 2 163134716 163134716 Frame_Shift_Del DEL T - 7 140 c.1764delA c.(1762-1764)AAAfs p.K588fs

Pat_59 Post-Resistance OSBPL6 114880 37 2 179248813 179248813 Frame_Shift_Del DEL C - 9 652 c.1923delC c.(1921-1923)TTCfs p.F641fs

Pat_59 Post-Resistance TNS1 7145 37 2 218712998 218712998 Frame_Shift_Del DEL A - 8 88 c.1867delT c.(1867-1869)TCGfs p.S623fs

Pat_59 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 7 445 c.350delT c.(349-351)CTTfs p.L117fs

Pat_59 Post-Resistance C20orf194 25943 37 20 3355680 3355681 Frame_Shift_Del DEL GG - 8 819 c.501_502delCC c.(499-504)TCCCAAfs p.S167fs

Pat_59 Post-Resistance XPNPEP3 63929 37 22 41318413 41318413 Frame_Shift_Del DEL G - 7 715 c.1132delG c.(1132-1134)GGGfs p.G378fs

Pat_59 Post-Resistance TUBGCP6 85378 37 22 50666360 50666360 Frame_Shift_Del DEL A - 4 2 c.1388delT c.(1387-1389)TTCfs p.F463fs

Pat_59 Post-Resistance CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 8 361 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_59 Post-Resistance CRIPAK 285464 37 4 1389297 1389298 Frame_Shift_Del DEL CA - 10 461 c.998_999delCA c.(997-999)TCAfs p.S333fs

Pat_59 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 7 137 c.792delT c.(790-792)TTTfs p.F264fs

Pat_59 Post-Resistance KIAA0947 23379 37 5 5447608 5447609 Frame_Shift_Del DEL TT - 2 4 c.493_494delTT c.(493-495)TTTfs p.F165fs



Pat_59 Post-Resistance HNRNPA0 10949 37 5 137089109 137089111 In_Frame_Del DEL CCG - 2 4 c.645_647delCGGc.(643-648)GGCGGT>GGTp.215_216GG>G

Pat_59 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 15 241 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_59 Post-Resistance RRAGD 58528 37 6 90121645 90121647 In_Frame_Del DEL TCC - 6 7 c.66_68delGGA c.(64-69)GAGGAT>GAT p.E22del

Pat_59 Post-Resistance PMPCB 9512 37 7 102952294 102952295 Frame_Shift_Del DEL TA - 7 245 c.1280_1281delTA c.(1279-1281)TTAfs p.L427fs

Pat_59 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 9 258 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_59 Post-Resistance RANBP6 26953 37 9 6013873 6013873 Frame_Shift_Del DEL C - 8 308 c.1735delG c.(1735-1737)GAAfs p.E579fs

Pat_63 Pre-Treatment MAP3K6 9064 37 1 27687695 27687696 Frame_Shift_Ins INS - G 4 6 c.1784_1785insC c.(1783-1785)CCGfs p.P595fs

Pat_63 Pre-Treatment HDAC1 3065 37 1 32782289 32782289 Frame_Shift_Del DEL G - 7 245 c.186delG c.(184-186)GAGfs p.E62fs

Pat_63 Pre-Treatment AMY2B 280 37 1 104118151 104118151 Frame_Shift_Del DEL C - 7 517 c.1090delC c.(1090-1092)CAAfs p.Q364fs

Pat_63 Pre-Treatment FAM102B 284611 37 1 109172239 109172240 Frame_Shift_Del DEL GG - 8 155 c.1000_1001delGG c.(1000-1002)GGGfs p.G334fs

Pat_63 Pre-Treatment ANP32E 81611 37 1 150201420 150201420 Frame_Shift_Del DEL C - 7 238 c.478delG c.(478-480)GAGfs p.E160fs

Pat_63 Pre-Treatment ILF2 3608 37 1 153635185 153635185 Frame_Shift_Del DEL G - 7 457 c.1008delC c.(1006-1008)GCCfs p.A336fs

Pat_63 Pre-Treatment PLA2G4A 5321 37 1 186925445 186925447 In_Frame_Del DEL TGA - 14 255 c.1548_1550delTGAc.(1546-1551)TTTGAT>TTT p.D519del

Pat_63 Pre-Treatment LAMB3 3914 37 1 209795971 209795971 Frame_Shift_Del DEL C - 7 225 c.2611delG c.(2611-2613)GAGfs p.E871fs

Pat_63 Pre-Treatment RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 10 50 c.457delA c.(457-459)ATGfs p.M153fs

Pat_63 Pre-Treatment DGKZ 8525 37 11 46391529 46391529 Frame_Shift_Del DEL C - 7 138 c.1104delC c.(1102-1104)CGCfs p.R368fs

Pat_63 Pre-Treatment MMP1 4312 37 11 102668791 102668793 In_Frame_Del DEL CAG - 7 93 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_63 Pre-Treatment PAN3 255967 37 13 28713064 28713064 Frame_Shift_Del DEL G - 4 7 c.270delG c.(268-270)CTGfs p.L90fs

Pat_63 Pre-Treatment ITM2B 9445 37 13 48807583 48807583 Frame_Shift_Del DEL C - 3 4 c.87delC c.(85-87)ATCfs p.I29fs

Pat_63 Pre-Treatment FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 5 5 c.1080_1082delCTCc.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_63 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 7 141 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_63 Pre-Treatment SEPHS2 22928 37 16 30456879 30456879 Frame_Shift_Del DEL A - 4 7 c.170delT c.(169-171)ATGfs p.M57fs

Pat_63 Pre-Treatment WSCD1 23302 37 17 5984072 5984074 In_Frame_Del DEL CTG - 4 6 c.94_96delCTG c.(94-96)CTGdel p.L35del

Pat_63 Pre-Treatment FMNL1 752 37 17 43319435 43319437 In_Frame_Del DEL CCG - 2 4 c.1807_1809delCCG c.(1807-1809)CCGdel p.P612del

Pat_63 Pre-Treatment MAP3K14 9020 37 17 43344473 43344473 Frame_Shift_Del DEL C - 4 4 c.2419delG c.(2419-2421)GATfs p.D807fs

Pat_63 Pre-Treatment ACE 1636 37 17 61574550 61574550 Frame_Shift_Del DEL G - 3 4 c.3744delG c.(3742-3744)CTGfs p.L1248fs

Pat_63 Pre-Treatment SPOPL 339745 37 2 139326585 139326586 Frame_Shift_Del DEL CG - 7 554 c.1114_1115delCG c.(1114-1116)CGAfs p.R372fs

Pat_63 Pre-Treatment THBD 7056 37 20 23029278 23029279 Frame_Shift_Del DEL GC - 4 8 c.863_864delGC c.(862-864)TGCfs p.C288fs

Pat_63 Pre-Treatment DOK5 55816 37 20 53260114 53260114 Frame_Shift_Del DEL C - 4 5 c.853delC c.(853-855)CAAfs p.Q285fs

Pat_63 Pre-Treatment PCNT 5116 37 21 47831343 47831343 Frame_Shift_Del DEL C - 4 5 c.5356delC c.(5356-5358)CAGfs p.Q1786fs

Pat_63 Pre-Treatment TRIOBP 11078 37 22 38120098 38120109 In_Frame_Del DEL CCTCCAGAACCT - 7 61c.1535_1546delCCTCCAGAACCTc.(1534-1548)GCCTCCAGAACCTCC>GCCp.SRTS513del

Pat_63 Pre-Treatment TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 8 155c.1682_1690delCCTCCAGAAc.(1681-1692)GCCTCCAGAACC>GCCp.SRT562del

Pat_63 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 18 1303 c.896delA c.(895-897)AATfs p.N299fs

Pat_63 Pre-Treatment TMCC1 23023 37 3 129546725 129546725 Frame_Shift_Del DEL G - 4 8 c.497delC c.(496-498)TCTfs p.S166fs

Pat_63 Pre-Treatment LMLN 89782 37 3 197687255 197687255 Frame_Shift_Del DEL C - 7 201 c.163delC c.(163-165)CCCfs p.P55fs

Pat_63 Pre-Treatment CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 13 325 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_63 Pre-Treatment WFS1 7466 37 4 6293083 6293084 Frame_Shift_Del DEL TC - 3 6 c.620_621delTC c.(619-621)GTCfs p.V207fs

Pat_63 Pre-Treatment CCNA2 890 37 4 122740016 122740017 Frame_Shift_Ins INS - A 7 121 c.1054_1055insT c.(1054-1056)CCAfs p.P352fs

Pat_63 Pre-Treatment DIAPH1 1729 37 5 140953387 140953387 Frame_Shift_Del DEL G - 4 5 c.2030delC c.(2029-2031)CCAfs p.P677fs

Pat_63 Pre-Treatment KLHDC3 116138 37 6 42986216 42986216 Frame_Shift_Del DEL T - 8 180 c.655delT c.(655-657)TTTfs p.F219fs

Pat_63 Pre-Treatment ATG5 9474 37 6 106764043 106764043 Frame_Shift_Del DEL C - 7 420 c.41delG c.(40-42)GGAfs p.G14fs

Pat_63 Pre-Treatment BCL7B 9275 37 7 72957887 72957888 Frame_Shift_Del DEL CA - 8 477 c.255_256delTG c.(253-258)CTTGAAfs p.L85fs

Pat_63 Pre-Treatment SEMA3C 10512 37 7 80546049 80546051 In_Frame_Del DEL TAG - 7 331 c.47_49delCTA c.(46-51)TCTATC>TTC p.16_17SI>F

Pat_63 Pre-Treatment DOCK4 9732 37 7 111407097 111407097 Frame_Shift_Del DEL G - 7 196 c.3879delC c.(3877-3879)AGCfs p.S1293fs

Pat_63 Pre-Treatment MET 4233 37 7 116339595 116339595 Frame_Shift_Del DEL G - 7 576 c.457delG c.(457-459)GACfs p.D153fs

Pat_63 Pre-Treatment IDO2 169355 37 8 39836691 39836692 Frame_Shift_Del DEL GC - 4 4 c.340_341delGC c.(340-342)GCGfs p.A114fs

Pat_63 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 10 1278 c.1023delT c.(1021-1023)CCTfs p.P341fs



Pat_63 Pre-Treatment ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 251 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_63 Pre-Treatment ANXA13 312 37 8 124724928 124724928 Frame_Shift_Del DEL G - 8 860 c.81delC c.(79-81)TGCfs p.C27fs

Pat_63 Pre-Treatment MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 264 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_63 Pre-Treatment KIF24 347240 37 9 34256285 34256285 Frame_Shift_Del DEL G - 4 9 c.3320delC c.(3319-3321)TCAfs p.S1107fs

Pat_63 Pre-Treatment ALDH1A1 216 37 9 75531976 75531976 Frame_Shift_Del DEL G - 8 398 c.895delC c.(895-897)CAGfs p.Q299fs

Pat_63 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 4 8 c.1659_1661delGGAc.(1657-1662)GAGGAA>GAAp.553_554EE>E

Pat_63 Pre-Treatment CDKL5 6792 37 X 18631336 18631336 Frame_Shift_Del DEL A - 8 141 c.2217delA c.(2215-2217)CTAfs p.L739fs

Pat_63 Pre-Treatment ZBTB33 10009 37 X 119388255 119388257 In_Frame_Del DEL GAG - 7 180 c.985_987delGAG c.(985-987)GAGdel p.E333del

Pat_63 Pre-Treatment PRRG3 79057 37 X 150869296 150869297 Frame_Shift_Ins INS - G 4 8 c.487_488insG c.(487-489)CGGfs p.R163fs

Pat_63 Post-Resistance PHACTR4 65979 37 1 28785729 28785730 Frame_Shift_Ins INS - A 9 74 c.150_151insA c.(148-153)AGGAAAfs p.R50fs

Pat_63 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 324 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_63 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 93 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_63 Post-Resistance S100A1 6271 37 1 153604197 153604197 Frame_Shift_Del DEL G - 7 1554 c.165delG c.(163-165)GTGfs p.V55fs

Pat_63 Post-Resistance SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 9 292 c.829delA c.(829-831)AGCfs p.S277fs

Pat_63 Post-Resistance PRG4 10216 37 1 186276548 186276550 In_Frame_Del DEL AGG - 12 307 c.1697_1699delAGGc.(1696-1701)AAGGAG>AAG p.E567del

Pat_63 Post-Resistance CTSE 1510 37 1 206325294 206325294 Frame_Shift_Del DEL C - 8 400 c.519delC c.(517-519)GGCfs p.G173fs

Pat_63 Post-Resistance RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 8 60 c.457delA c.(457-459)ATGfs p.M153fs

Pat_63 Post-Resistance SAAL1 113174 37 11 18127531 18127533 In_Frame_Del DEL CCT - 7 44 c.56_58delAGG c.(55-60)GAGGTG>GTG p.E19del

Pat_63 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 7 421 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_63 Post-Resistance IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 220 c.1623_1625delGCCc.(1621-1626)CCGCCA>CCAp.541_542PP>P

Pat_63 Post-Resistance DHX37 57647 37 12 125473494 125473494 Frame_Shift_Del DEL G - 7 85 c.75delC c.(73-75)CCCfs p.P25fs

Pat_63 Post-Resistance LIG4 3981 37 13 108862104 108862105 Frame_Shift_Del DEL GA - 7 387 c.1512_1513delTC c.(1510-1515)TCTCGTfs p.S504fs

Pat_63 Post-Resistance VPS18 57617 37 15 41188208 41188208 Frame_Shift_Del DEL A - 108 690 c.164delA c.(163-165)GAGfs p.E55fs

Pat_63 Post-Resistance FAM174B 400451 37 15 93198679 93198684 In_Frame_Del DEL TGGAGC - 4 5 c.206_211delGCTCCAc.(205-213)AGCTCCAAC>AACp.SS69del

Pat_63 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 9 345 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_63 Post-Resistance LRP2 4036 37 2 170136098 170136099 Frame_Shift_Ins INS - A 8 29 c.1348_1349insT c.(1348-1350)TCAfs p.S450fs

Pat_63 Post-Resistance PRKAG3 53632 37 2 219692729 219692729 Frame_Shift_Del DEL G - 4 9 c.772delC c.(772-774)CTGfs p.L258fs

Pat_63 Post-Resistance OLIG1 116448 37 21 34442677 34442679 In_Frame_Del DEL CCT - 6 12 c.125_127delCCTc.(124-129)CCCTCC>CCC p.S48del

Pat_63 Post-Resistance DNAJB7 150353 37 22 41257114 41257115 Frame_Shift_Ins INS - T 10 952 c.884_885insA c.(883-885)AAGfs p.K295fs

Pat_63 Post-Resistance SREBF2 6721 37 22 42271637 42271637 Frame_Shift_Del DEL C - 7 608 c.1295delC c.(1294-1296)TCCfs p.S432fs

Pat_63 Post-Resistance TCF20 6942 37 22 42610776 42610778 In_Frame_Del DEL TGC - 13 337 c.534_536delGCAc.(532-537)CAGCAA>CAAp.178_179QQ>Q

Pat_63 Post-Resistance ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 19 1761 c.896delA c.(895-897)AATfs p.N299fs

Pat_63 Post-Resistance NCEH1 57552 37 3 172365826 172365826 Frame_Shift_Del DEL T - 8 100 c.313delA c.(313-315)AGCfs p.S105fs

Pat_63 Post-Resistance AASDH 132949 37 4 57220269 57220269 Frame_Shift_Del DEL A - 9 111 c.1319delT c.(1318-1320)TTGfs p.L440fs

Pat_63 Post-Resistance CCNO 10309 37 5 54529340 54529340 Frame_Shift_Del DEL G - 6 8 c.12delC c.(10-12)CCCfs p.P4fs

Pat_63 Post-Resistance DEPDC1B 55789 37 5 59938636 59938637 Splice_Site INS - A 13 70 c.757_splice c.e6+1 p.W253_splice

Pat_63 Post-Resistance MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 10 387 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_63 Post-Resistance LARP1 23367 37 5 154173389 154173390 Frame_Shift_Ins INS - C 9 659 c.898_899insC c.(898-900)GCCfs p.A300fs

Pat_63 Post-Resistance RDBP 7936 37 6 31926206 31926206 Frame_Shift_Del DEL G - 7 366 c.18delC c.(16-18)CCCfs p.P6fs

Pat_63 Post-Resistance SLC35F1 222553 37 6 118606435 118606435 Frame_Shift_Del DEL C - 8 749 c.936delC c.(934-936)GTCfs p.V312fs

Pat_63 Post-Resistance DNAH11 8701 37 7 21698641 21698641 Frame_Shift_Del DEL A - 2 4 c.5335delA c.(5335-5337)AAAfs p.K1779fs

Pat_63 Post-Resistance EGFR 1956 37 7 55221748 55221748 Frame_Shift_Del DEL C - 7 332 c.792delC c.(790-792)TGCfs p.C264fs

Pat_63 Post-Resistance PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 7 171 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_63 Post-Resistance PXDNL 137902 37 8 52359603 52359603 Frame_Shift_Del DEL C - 7 2188 c.1486delG c.(1486-1488)GTGfs p.V496fs

Pat_63 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 21 2547 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_63 Post-Resistance ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 9 765 c.52delA c.(52-54)ATGfs p.M18fs

Pat_63 Post-Resistance ZHX1 11244 37 8 124266775 124266775 Frame_Shift_Del DEL T - 10 1528 c.1412delA c.(1411-1413)AAGfs p.K471fs



Pat_63 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 8 313 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_63 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 471 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_63 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 12 101 c.2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_63 Post-Resistance ZFP92 139735 37 X 152686591 152686591 Frame_Shift_Del DEL G - 2 4 c.756delG c.(754-756)CTGfs p.L252fs

Pat_70 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 18 458 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_70 Pre-Treatment MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 11 232 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_70 Pre-Treatment SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 12 156 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_70 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 10 341 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_70 Pre-Treatment CPT2 1376 37 1 53676267 53676284 In_Frame_Del DELGAGTAGTGGCAATGAGGA- 23 173c.921_938delGAGTAGTGGCAATGAGGAc.(919-939)ATGAGTAGTGGCAATGAGGAG>ATGp.SSGNEE308del

Pat_70 Pre-Treatment USP24 23358 37 1 55620379 55620380 Frame_Shift_Ins INS - TGAA 52 115 c.1182_1183insTTCAc.(1180-1185)TCAGATfs p.S394fs

Pat_70 Pre-Treatment TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 9 81 c.1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_70 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 7 84 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_70 Pre-Treatment KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 9 379 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_70 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 7 36c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_70 Pre-Treatment TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 13 392 c.2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_70 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 104 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_70 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 8 447 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_70 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 13 976 c.302delG c.(301-303)GGTfs p.G101fs

Pat_70 Pre-Treatment KBTBD4 55709 37 11 47599139 47599139 Frame_Shift_Del DEL A - 8 1015 c.413delT c.(412-414)TTGfs p.L138fs

Pat_70 Pre-Treatment STX5 6811 37 11 62598584 62598585 Frame_Shift_Ins INS - G 9 28 c.131_132insC c.(130-132)CCAfs p.P44fs

Pat_70 Pre-Treatment DDX6 1656 37 11 118629613 118629614 Splice_Site INS - G 12 401 c.865_splice c.e9-1 p.N289_splice

Pat_70 Pre-Treatment CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 12 420 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_70 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 16 443 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_70 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 8 492 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_70 Pre-Treatment SYCP3 50511 37 12 102122901 102122901 Frame_Shift_Del DEL T - 7 58 c.643delA c.(643-645)ATTfs p.I215fs

Pat_70 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 16 659 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_70 Pre-Treatment PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 8 82 c.1468_1470delGCT c.(1468-1470)GCTdel p.A496del

Pat_70 Pre-Treatment TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 10 650 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_70 Pre-Treatment APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 9 303 c.16delA c.(16-18)AAAfs p.K6fs

Pat_70 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 23 301 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_70 Pre-Treatment PSMA6 5687 37 14 35782215 35782216 Frame_Shift_Ins INS - A 7 382 c.538_539insA c.(538-540)GAAfs p.E180fs

Pat_70 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 8 151 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_70 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 10 630 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_70 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 13 178 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_70 Pre-Treatment APOB48R 55911 37 16 28507398 28507424 Splice_Site DELGGGACAGCCTCAGGAGGGGAGGAGGCC- 15 31 c.1043_splice c.e2+1 p.A348_splice

Pat_70 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 9 1502 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_70 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 174 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_70 Pre-Treatment SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 12 173 c.2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_70 Pre-Treatment ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 7 511 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_70 Pre-Treatment KDM6B 23135 37 17 7751859 7751864 In_Frame_Del DEL CACCAC - 16 142 c.2253_2258delCACCACc.(2251-2259)GTCACCACC>GTCp.TT760del

Pat_70 Pre-Treatment TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 9 217 c.1865_1867delTGCc.(1864-1869)GTGCTG>GTG p.L627del

Pat_70 Pre-Treatment CDK12 51755 37 17 37686901 37686901 Frame_Shift_Del DEL C - 7 895 c.3805delC c.(3805-3807)CCCfs p.P1269fs

Pat_70 Pre-Treatment KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 8 79 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_70 Pre-Treatment KRTAP4-5 85289 37 17 39305775 39305776 In_Frame_Ins INS -GGCAGCAGCTGGGGC22 101c.244_245insGCCCCAGCTGCTGCCc.(244-246)CAG>CGCCCCAGCTGCTGCCAGp.81_82insRPSCC

Pat_70 Pre-Treatment FMNL1 752 37 17 43319434 43319435 In_Frame_Ins INS - CCG 7 6 c.1806_1807insCCG c.(1804-1809)insCCG p.612_613insP

Pat_70 Pre-Treatment NPEPPS 9520 37 17 45669428 45669429 Splice_Site INS - A 13 28 c.1365_splice c.e11+2 p.K455_splice

Pat_70 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 12 174 c.481_483delCAG c.(481-483)CAGdel p.Q161del



Pat_70 Pre-Treatment LDLR 3949 37 19 11216065 11216065 Frame_Shift_Del DEL C - 8 446 c.483delC c.(481-483)ATCfs p.I161fs

Pat_70 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 14 421 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_70 Pre-Treatment ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 764 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_70 Pre-Treatment LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 17 799 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_70 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 19 361 c.2130_2132delGGAc.(2128-2133)GAGGAC>GAC p.E710del

Pat_70 Pre-Treatment TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 8 147 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_70 Pre-Treatment LILRB2 10288 37 19 54780707 54780709 In_Frame_Del DEL GAG - 7 281 c.1435_1437delCTC c.(1435-1437)CTCdel p.L479del

Pat_70 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 7 74 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_70 Pre-Treatment ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 7 10 c.1097_1098insCGGc.(1096-1098)GGG>GGCGGGp.366_366G>GG

Pat_70 Pre-Treatment C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 9 387 c.1479_1481delGGAc.(1477-1482)GAGGAA>GAAp.493_494EE>E

Pat_70 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 12 158 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_70 Pre-Treatment SLC20A1 6574 37 2 113416607 113416608 Frame_Shift_Del DEL AG - 7 85 c.984_985delAG c.(982-987)CCAGAGfs p.P328fs

Pat_70 Pre-Treatment UGGT1 56886 37 2 128938648 128938649 Splice_Site INS - AGGCCCTTAA 7 168 c.4083_splice c.e36+2 p.Q1361_splice

Pat_70 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 11 209 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_70 Pre-Treatment SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 7 311 c.2897_2899delAGCc.(2896-2901)CAGCCA>CCA p.Q966del

Pat_70 Pre-Treatment TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 12 310 c.1466_1468delCCTc.(1465-1470)GCCTCC>GCC p.S491del

Pat_70 Pre-Treatment TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 11 644 c.1760_1762delCCTc.(1759-1764)GCCTCC>GCC p.S589del

Pat_70 Pre-Treatment RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 15 215 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_70 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 163 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_70 Pre-Treatment QRICH1 54870 37 3 49094313 49094314 In_Frame_Ins INS - TGC 36 73 c.1319_1320insGCAc.(1318-1320)CAA>CAGCAAp.440_440Q>QQ

Pat_70 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 7 139 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_70 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 9 1040 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_70 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 13 686 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_70 Pre-Treatment CRIPAK 285464 37 4 1389392 1389393 Frame_Shift_Del DEL CA - 12 1369 c.1093_1094delCA c.(1093-1095)CACfs p.H365fs

Pat_70 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 7 170 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_70 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 9 1178 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_70 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 182 c.317delT c.(316-318)ATTfs p.I106fs

Pat_70 Pre-Treatment SDHA 6389 37 5 256484 256485 Frame_Shift_Del DEL TT - 23 389 c.1944_1945delTT c.(1942-1947)ACTTTGfs p.T648fs

Pat_70 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 15 715 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_70 Pre-Treatment KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 7 114 c.300_302delGCAc.(298-303)CAGCAA>CAAp.100_101QQ>Q

Pat_70 Pre-Treatment ZBTB22 9278 37 6 33283253 33283254 Frame_Shift_Del DEL CC - 8 1203 c.1440_1441delGGc.(1438-1443)GGGGACfs p.G480fs

Pat_70 Pre-Treatment MDN1 23195 37 6 90432674 90432675 Frame_Shift_Ins INS - T 8 413 c.5966_5967insA c.(5965-5967)AAGfs p.K1989fs

Pat_70 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 8 99 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_70 Pre-Treatment HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 7 134 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_70 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 7 130 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_70 Pre-Treatment DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 22 1228 c.693delA c.(691-693)CCAfs p.P231fs

Pat_70 Pre-Treatment RSBN1L 222194 37 7 77326220 77326222 In_Frame_Del DEL CCG - 10 140 c.434_436delCCGc.(433-438)CCCGCC>CCC p.A151del

Pat_70 Pre-Treatment MCM7 4176 37 7 99695272 99695272 Frame_Shift_Del DEL C - 7 1266 c.1082delG c.(1081-1083)GGTfs p.G361fs

Pat_70 Pre-Treatment MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 36 1591 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_70 Pre-Treatment MUC17 140453 37 7 100684307 100684308 In_Frame_Ins INS - CTC 61 1466 c.9610_9611insCTCc.(9610-9612)TCT>TCTCCTp.3204_3205insP

Pat_70 Pre-Treatment SCRIB 23513 37 8 144890900 144890902 In_Frame_Del DEL TCC - 8 45 c.1992_1994delGGAc.(1990-1995)GAGGAA>GAAp.664_665EE>E

Pat_70 Pre-Treatment KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 10 365 c.3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_70 Pre-Treatment TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 7 165 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_70 Pre-Treatment NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 10 72 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_70 Pre-Treatment PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 16 192 c.570_splice c.e3+1 p.E190_splice

Pat_70 Pre-Treatment CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 7 408 c.613delG c.(613-615)GGGfs p.G205fs

Pat_70 Pre-Treatment TSPAN7 7102 37 X 38530682 38530682 Frame_Shift_Del DEL C - 7 761 c.323delC c.(322-324)TCAfs p.S108fs



Pat_70 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 368 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_70 Pre-Treatment BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 7 311 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_70 Pre-Treatment FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 7 330 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_70 Pre-Treatment SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 33 745 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_70 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 7 466 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_70 Pre-Treatment BCAP31 10134 37 X 152981034 152981043 Frame_Shift_Del DEL TCCTCTGGGC - 35 239c.295_304delGCCCAGAGGAc.(295-306)GCCCAGAGGAATfs p.A99fs

Pat_70 Post-Resistance RPL22 6146 37 1 6257785 6257785 Frame_Shift_Del DEL T - 7 253 c.44delA c.(43-45)AAGfs p.K15fs

Pat_70 Post-Resistance PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 29 618 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_70 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 17 724 c.584delG c.(583-585)TGTfs p.C195fs

Pat_70 Post-Resistance MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 18 358 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_70 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 9 496 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_70 Post-Resistance XKR8 55113 37 1 28293145 28293147 In_Frame_Del DEL CTG - 9 611 c.622_624delCTG c.(622-624)CTGdel p.L211del

Pat_70 Post-Resistance SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 17 348 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_70 Post-Resistance SFRS4 6429 37 1 29475575 29475575 Frame_Shift_Del DEL G - 8 1472 c.832delC c.(832-834)CAAfs p.Q278fs

Pat_70 Post-Resistance ZMYM6 9204 37 1 35485090 35485090 Frame_Shift_Del DEL T - 8 426 c.292delA c.(292-294)ATGfs p.M98fs

Pat_70 Post-Resistance ZMYM4 9202 37 1 35846959 35846960 Frame_Shift_Ins INS - A 9 272 c.1281_1282insA c.(1279-1284)CTGAAAfs p.L427fs

Pat_70 Post-Resistance INPP5B 3633 37 1 38411495 38411495 Frame_Shift_Del DEL C - 7 319 c.85delG c.(85-87)GACfs p.D29fs

Pat_70 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 13 879 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_70 Post-Resistance STIL 6491 37 1 47767947 47767947 Frame_Shift_Del DEL T - 7 420 c.224delA c.(223-225)AATfs p.N75fs

Pat_70 Post-Resistance CPT2 1376 37 1 53676267 53676284 In_Frame_Del DELGAGTAGTGGCAATGAGGA- 10 399c.921_938delGAGTAGTGGCAATGAGGAc.(919-939)ATGAGTAGTGGCAATGAGGAG>ATGp.SSGNEE308del

Pat_70 Post-Resistance USP24 23358 37 1 55620379 55620380 Frame_Shift_Ins INS - TGAA 55 389 c.1182_1183insTTCAc.(1180-1185)TCAGATfs p.S394fs

Pat_70 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 13 1099 c.2225_2227delCTTc.(2224-2229)CCTTCT>CCT p.S746del

Pat_70 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 16 450 c.136delA c.(136-138)ATAfs p.I46fs

Pat_70 Post-Resistance CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 10 286 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_70 Post-Resistance IGSF3 3321 37 1 117122270 117122272 In_Frame_Del DEL GTC - 7 60 c.3076_3078delGAC c.(3076-3078)GACdel p.D1026del

Pat_70 Post-Resistance ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 8 1059 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_70 Post-Resistance NBPF9 400818 37 1 144615246 144615247 Splice_Site INS - AG 8 135 c.114_splice c.e3+2 p.L38_splice

Pat_70 Post-Resistance HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 8 464 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_70 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 8 546 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_70 Post-Resistance MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 14 591 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_70 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 12 399 c.2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_70 Post-Resistance LCE4A 199834 37 1 152681693 152681698 In_Frame_Del DEL TGTGGT - 12 389 c.142_147delTGTGGTc.(142-147)TGTGGTdel p.CG48del

Pat_70 Post-Resistance SLC27A3 11000 37 1 153751859 153751860 Frame_Shift_Ins INS - C 7 740 c.1926_1927insC c.(1924-1929)CGTCCCfs p.R642fs

Pat_70 Post-Resistance KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 25 917 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_70 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 14 573 c.865delC c.(865-867)CTCfs p.L289fs

Pat_70 Post-Resistance ARHGAP30 257106 37 1 161039361 161039361 Frame_Shift_Del DEL A - 7 501 c.54delT c.(52-54)TTTfs p.F18fs

Pat_70 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 581 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_70 Post-Resistance PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 9 736 c.1058_1060delTGGc.(1057-1062)GTGGGT>GGT p.V353del

Pat_70 Post-Resistance GPA33 10223 37 1 167024257 167024259 In_Frame_Del DEL GCA - 8 642 c.781_783delTGC c.(781-783)TGCdel p.C261del

Pat_70 Post-Resistance C1orf114 57821 37 1 169366580 169366580 Frame_Shift_Del DEL T - 7 159 c.1265delA c.(1264-1266)AAGfs p.K422fs

Pat_70 Post-Resistance PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 11 872 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_70 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 33 674 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_70 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 10 787 c.1089_1091delGAAc.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_70 Post-Resistance CAMSAP1L1 23271 37 1 200822549 200822549 Frame_Shift_Del DEL A - 9 341 c.3782delA c.(3781-3783)CAAfs p.Q1261fs

Pat_70 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 473 c.2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_70 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL AGCAGCAGCAGC - 10 82c.252_263delAGCAGCAGCAGCc.(250-264)GTAGCAGCAGCAGCA>GTAp.AAAA93del

Pat_70 Post-Resistance INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 7 917 c.2862_2864delGCAc.(2860-2865)CAGCAA>CAAp.954_955QQ>Q



Pat_70 Post-Resistance TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 37 766 c.2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_70 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 309 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_70 Post-Resistance KMO 8564 37 1 241753511 241753511 Frame_Shift_Del DEL T - 8 682 c.1206delT c.(1204-1206)ACTfs p.T402fs

Pat_70 Post-Resistance ANK3 288 37 10 61828727 61828729 In_Frame_Del DEL GTG - 10 264 c.11910_11912delCACc.(11908-11913)ACCACT>ACTp.3970_3971TT>T

Pat_70 Post-Resistance ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 8 1241 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_70 Post-Resistance PANK1 53354 37 10 91359120 91359120 Frame_Shift_Del DEL T - 7 1206 c.1199delA c.(1198-1200)AAGfs p.K400fs

Pat_70 Post-Resistance SEMA4G 57715 37 10 102743836 102743836 Frame_Shift_Del DEL A - 7 538 c.2480delA c.(2479-2481)GAAfs p.E827fs

Pat_70 Post-Resistance LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 16 648 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_70 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 10 625 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_70 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 12 1142 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_70 Post-Resistance LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 9 548 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_70 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 15 403 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_70 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 13 409 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_70 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 15 558 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_70 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 18 610 c.259delA c.(259-261)AAAfs p.K87fs

Pat_70 Post-Resistance OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 15 1003 c.525delT c.(523-525)CATfs p.H175fs

Pat_70 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 11 888 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_70 Post-Resistance RARRES3 5920 37 11 63313708 63313709 Frame_Shift_Ins INS - A 11 618 c.475_476insA c.(475-477)CAAfs p.Q159fs

Pat_70 Post-Resistance FAU 2197 37 11 64888248 64888250 In_Frame_Del DEL TCT - 7 340 c.305_307delAGAc.(304-309)AAGACA>ACA p.K102del

Pat_70 Post-Resistance KDM2A 22992 37 11 67018079 67018081 In_Frame_Del DEL GAG - 9 134 c.2578_2580delGAG c.(2578-2580)GAGdel p.E866del

Pat_70 Post-Resistance ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 300 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_70 Post-Resistance C11orf30 56946 37 11 76207304 76207304 Frame_Shift_Del DEL C - 9 858 c.1154delC c.(1153-1155)TCCfs p.S385fs

Pat_70 Post-Resistance MMP12 4321 37 11 102738793 102738794 Splice_Site INS - T 11 49 c.630_splice c.e5+1 p.T210_splice

Pat_70 Post-Resistance DDX10 1662 37 11 108788635 108788637 In_Frame_Del DEL TGA - 7 182 c.2340_2342delTGAc.(2338-2343)AGTGAT>AGT p.D788del

Pat_70 Post-Resistance CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 22 872 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_70 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 9 1039 c.3440_3442delCCAc.(3439-3444)ACCAAC>AAC p.T1147del

Pat_70 Post-Resistance KLHDC5 57542 37 12 27950769 27950769 Frame_Shift_Del DEL G - 8 423 c.1188delG c.(1186-1188)GTGfs p.V396fs

Pat_70 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 686 c.522delA c.(520-522)CCAfs p.P174fs

Pat_70 Post-Resistance C12orf35 55196 37 12 32134718 32134720 In_Frame_Del DEL CCT - 7 520 c.829_831delCCT c.(829-831)CCTdel p.P281del

Pat_70 Post-Resistance KIF21A 55605 37 12 39735366 39735368 In_Frame_Del DEL TCC - 12 258 c.1860_1862delGGAc.(1858-1863)GAGGAA>GAAp.620_621EE>E

Pat_70 Post-Resistance ANO6 196527 37 12 45610140 45610142 In_Frame_Del DEL GGA - 9 134 c.36_38delGGA c.(34-39)ATGGAG>ATG p.E16del

Pat_70 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 9 781 c.3840_3842delACCc.(3838-3843)CCACCC>CCCp.1280_1281PP>P

Pat_70 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 14 596 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_70 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 7 697 c.93delC c.(91-93)ATCfs p.I31fs

Pat_70 Post-Resistance TENC1 23371 37 12 53451561 53451561 Frame_Shift_Del DEL C - 7 1102 c.963delC c.(961-963)TTCfs p.F321fs

Pat_70 Post-Resistance AMHR2 269 37 12 53818999 53819001 In_Frame_Del DEL CTG - 7 566 c.475_477delCTG c.(475-477)CTGdel p.L162del

Pat_70 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 7 774 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_70 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 7 662 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_70 Post-Resistance GOLGA2B 55592 37 12 100551828 100551830 In_Frame_Del DEL CCT - 12 162 c.23_25delAGG c.(22-27)GAGGTG>GTG p.E8del

Pat_70 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 7 230 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_70 Post-Resistance GCN1L1 10985 37 12 120595737 120595739 In_Frame_Del DEL CTC - 9 270 c.3001_3003delGAG c.(3001-3003)GAGdel p.E1001del

Pat_70 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 14 573 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_70 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 7 778 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_70 Post-Resistance EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAG 14 320 c.8226_8227insCAG c.(8224-8229)insCAG p.2748_2749insQ

Pat_70 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 38 1337 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_70 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 9 347 c.483delT c.(481-483)TTTfs p.F161fs

Pat_70 Post-Resistance PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 7 224 c.1468_1470delGCT c.(1468-1470)GCTdel p.A496del



Pat_70 Post-Resistance CDK8 1024 37 13 26975609 26975611 In_Frame_Del DEL CAG - 7 266 c.1117_1119delCAG c.(1117-1119)CAGdel p.Q377del

Pat_70 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 12 559 c.716_splice c.e7+1 p.R239_splice

Pat_70 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 15 261 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_70 Post-Resistance ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 12 396 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_70 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 17 1386 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_70 Post-Resistance RBM26 64062 37 13 79918806 79918807 Frame_Shift_Ins INS - T 11 182 c.2187_2188insA c.(2185-2190)AAACAGfs p.K729fs

Pat_70 Post-Resistance TOX4 9878 37 14 21961060 21961062 In_Frame_Del DEL GCT - 18 404 c.1285_1287delGCT c.(1285-1287)GCTdel p.A434del

Pat_70 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 17 562 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_70 Post-Resistance IRF9 10379 37 14 24633132 24633134 In_Frame_Del DEL AGC - 7 303 c.541_543delAGC c.(541-543)AGCdel p.S187del

Pat_70 Post-Resistance G2E3 55632 37 14 31074771 31074772 Frame_Shift_Ins INS - A 7 76 c.1071_1072insA c.(1069-1074)ATTAAAfs p.I357fs

Pat_70 Post-Resistance CTAGE5 4253 37 14 39746243 39746243 Frame_Shift_Del DEL T - 7 374 c.169delT c.(169-171)TTTfs p.F57fs

Pat_70 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 18 365 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_70 Post-Resistance PLEKHG3 26030 37 14 65207900 65207900 Frame_Shift_Del DEL C - 8 716 c.1665delC c.(1663-1665)GACfs p.D555fs

Pat_70 Post-Resistance C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 12 133 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_70 Post-Resistance C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 7 631 c.977delG c.(976-978)CGGfs p.R326fs

Pat_70 Post-Resistance MLH3 27030 37 14 75514604 75514604 Frame_Shift_Del DEL T - 9 241 c.1755delA c.(1753-1755)AAAfs p.K585fs

Pat_70 Post-Resistance PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 7 308 c.2145_2147delGGAc.(2143-2148)GAGGAC>GAC p.E715del

Pat_70 Post-Resistance TTC8 123016 37 14 89338724 89338726 In_Frame_Del DEL CAA - 7 648 c.1323_1325delCAAc.(1321-1326)GTCAAC>GTC p.N445del

Pat_70 Post-Resistance ATXN3 4287 37 14 92537355 92537357 In_Frame_Del DEL CTG - 8 374 c.913_915delCAG c.(913-915)CAGdel p.Q305del

Pat_70 Post-Resistance YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 123 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_70 Post-Resistance C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 7 585 c.294delG c.(292-294)GGGfs p.G98fs

Pat_70 Post-Resistance ZFP106 64397 37 15 42742957 42742957 Frame_Shift_Del DEL A - 7 1046 c.1444delT c.(1444-1446)TCCfs p.S482fs

Pat_70 Post-Resistance ADAL 161823 37 15 43641115 43641115 Frame_Shift_Del DEL A - 10 423 c.563delA c.(562-564)CAAfs p.Q188fs

Pat_70 Post-Resistance TUBGCP4 27229 37 15 43687855 43687855 Frame_Shift_Del DEL G - 7 2064 c.1140delG c.(1138-1140)TTGfs p.L380fs

Pat_70 Post-Resistance SPG11 80208 37 15 44905698 44905698 Frame_Shift_Del DEL T - 10 378 c.3075delA c.(3073-3075)AAAfs p.K1025fs

Pat_70 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 11 877 c.4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_70 Post-Resistance SPG21 51324 37 15 65262526 65262526 Frame_Shift_Del DEL T - 8 876 c.487delA c.(487-489)ATAfs p.I163fs

Pat_70 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 21 370 c.1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_70 Post-Resistance NOX5 79400 37 15 69328208 69328210 In_Frame_Del DEL CTG - 11 857 c.1120_1122delCTG c.(1120-1122)CTGdel p.L380del

Pat_70 Post-Resistance KIF7 374654 37 15 90189153 90189155 In_Frame_Del DEL CTC - 8 207 c.1891_1893delGAG c.(1891-1893)GAGdel p.E631del

Pat_70 Post-Resistance RAB40C 57799 37 16 677579 677580 Frame_Shift_Ins INS - C 13 337 c.803_804insC c.(802-804)AGCfs p.S268fs

Pat_70 Post-Resistance NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 579 c.890delA c.(889-891)AATfs p.N297fs

Pat_70 Post-Resistance C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 9 374 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_70 Post-Resistance C16orf88 400506 37 16 19725705 19725706 Frame_Shift_Ins INS - T 11 191 c.652_653insA c.(652-654)ATCfs p.I218fs

Pat_70 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 8 287 c.1628_1630delCTGc.(1627-1632)GCTGAT>GAT p.A543del

Pat_70 Post-Resistance IL4R 3566 37 16 27373787 27373789 In_Frame_Del DEL GAG - 10 169 c.1114_1116delGAG c.(1114-1116)GAGdel p.E376del

Pat_70 Post-Resistance EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 11 2604 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_70 Post-Resistance ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 11 525 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_70 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 1252 c.3300_3302delGCTc.(3298-3303)GGGCTG>GGGp.L1106del

Pat_70 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 300 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_70 Post-Resistance SALL1 6299 37 16 51175413 51175415 In_Frame_Del DEL CTG - 7 444 c.718_720delCAG c.(718-720)CAGdel p.Q240del

Pat_70 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 738 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_70 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 15 284 c.2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_70 Post-Resistance MARVELD3 91862 37 16 71668442 71668442 Frame_Shift_Del DEL G - 7 338 c.942delG c.(940-942)GCGfs p.A314fs

Pat_70 Post-Resistance ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 14 387 c.9609_9611delGCAc.(9607-9612)CAGCAA>CAAp.3203_3204QQ>Q

Pat_70 Post-Resistance KDM6B 23135 37 17 7751859 7751864 In_Frame_Del DEL CACCAC - 18 104 c.2253_2258delCACCACc.(2251-2259)GTCACCACC>GTCp.TT760del

Pat_70 Post-Resistance CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 10 244 c.2095_2097delAAG c.(2095-2097)AAGdel p.K703del



Pat_70 Post-Resistance TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 17 381 c.1865_1867delTGCc.(1864-1869)GTGCTG>GTG p.L627del

Pat_70 Post-Resistance MED9 55090 37 17 17394705 17394707 In_Frame_Del DEL CAG - 9 587 c.337_339delCAG c.(337-339)CAGdel p.Q117del

Pat_70 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 7 655 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_70 Post-Resistance CDK12 51755 37 17 37686901 37686901 Frame_Shift_Del DEL C - 8 1658 c.3805delC c.(3805-3807)CCCfs p.P1269fs

Pat_70 Post-Resistance KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 16 130 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_70 Post-Resistance KRTAP4-5 85289 37 17 39305775 39305776 In_Frame_Ins INS -GGCAGCAGCTGGGGC104 345c.244_245insGCCCCAGCTGCTGCCc.(244-246)CAG>CGCCCCAGCTGCTGCCAGp.81_82insRPSCC

Pat_70 Post-Resistance STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 12 283 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_70 Post-Resistance CDC27 996 37 17 45219355 45219355 Frame_Shift_Del DEL C - 9 742 c.1415delG c.(1414-1416)GGTfs p.G472fs

Pat_70 Post-Resistance NPEPPS 9520 37 17 45669428 45669429 Splice_Site INS - A 14 54 c.1365_splice c.e11+2 p.K455_splice

Pat_70 Post-Resistance HOXB2 3212 37 17 46622130 46622132 In_Frame_Del DEL AGG - 9 373 c.142_144delCCT c.(142-144)CCTdel p.P48del

Pat_70 Post-Resistance BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 9 270 c.3813_3815delGGAc.(3811-3816)GAGGAA>GAAp.1271_1272EE>E

Pat_70 Post-Resistance GGA3 23163 37 17 73239175 73239175 Frame_Shift_Del DEL T - 7 695 c.497delA c.(496-498)AACfs p.N166fs

Pat_70 Post-Resistance NEDD4L 23327 37 18 55992284 55992286 In_Frame_Del DEL TCC - 16 943 c.570_572delTCC c.(568-573)CTTCCT>CTT p.P194del

Pat_70 Post-Resistance MLLT1 4298 37 19 6222272 6222274 In_Frame_Del DEL AGG - 10 152 c.968_970delCCT c.(967-972)TCCTTC>TTC p.S323del

Pat_70 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 11 1102 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_70 Post-Resistance ANO8 57719 37 19 17439422 17439424 In_Frame_Del DEL TCC - 7 82 c.1773_1775delGGAc.(1771-1776)GAGGAC>GAC p.E591del

Pat_70 Post-Resistance IL12RB1 3594 37 19 18194264 18194265 Frame_Shift_Ins INS - G 8 850 c.101_102insC c.(100-102)CCGfs p.P34fs

Pat_70 Post-Resistance LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 11 708 c.826delC c.(826-828)CGGfs p.R276fs

Pat_70 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 25 853 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_70 Post-Resistance ZNF569 148266 37 19 37916813 37916815 In_Frame_Del DEL TTC - 7 2209 c.193_195delGAA c.(193-195)GAAdel p.E65del

Pat_70 Post-Resistance FAM98C 147965 37 19 38899502 38899504 In_Frame_Del DEL AAG - 16 178 c.1030_1032delAAG c.(1030-1032)AAGdel p.K349del

Pat_70 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 9 976 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_70 Post-Resistance SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 7 353 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_70 Post-Resistance LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 16 1004 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_70 Post-Resistance MARK4 57787 37 19 45805664 45805664 Frame_Shift_Del DEL C - 7 1703 c.1955delC c.(1954-1956)GCCfs p.A652fs

Pat_70 Post-Resistance RSPH6A 81492 37 19 46299165 46299167 In_Frame_Del DEL CCT - 9 437 c.2114_2116delAGGc.(2113-2118)GAGGGC>GGC p.E705del

Pat_70 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 7 585 c.1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_70 Post-Resistance SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 40 605 c.2130_2132delGGAc.(2128-2133)GAGGAC>GAC p.E710del

Pat_70 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 18 392 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_70 Post-Resistance LILRB2 10288 37 19 54780707 54780709 In_Frame_Del DEL GAG - 22 582 c.1435_1437delCTC c.(1435-1437)CTCdel p.L479del

Pat_70 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 9 201 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_70 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 17 728 c.1479_1481delGGAc.(1477-1482)GAGGAA>GAAp.493_494EE>E

Pat_70 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 11 285 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_70 Post-Resistance USP34 9736 37 2 61577526 61577527 Splice_Site INS - A 7 489 c.1378_splice c.e12-1 p.T460_splice

Pat_70 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 11 758 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_70 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 407 c.1407_1409delCCAc.(1405-1410)CACCAA>CAA p.H469del

Pat_70 Post-Resistance ALMS1 7840 37 2 73613032 73613037 In_Frame_Del DEL GGAGGA - 7 25 c.36_41delGGAGGAc.(34-42)CTGGAGGAG>CTG p.EE27del

Pat_70 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 13 511 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_70 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 12 203 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_70 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 7 555 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_70 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 11 994 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_70 Post-Resistance NPHP1 4867 37 2 110922711 110922713 In_Frame_Del DEL CTT - 7 650 c.644_646delAAGc.(643-648)GAAGGC>GGC p.E215del

Pat_70 Post-Resistance SLC20A1 6574 37 2 113416607 113416608 Frame_Shift_Del DEL AG - 8 241 c.984_985delAG c.(982-987)CCAGAGfs p.P328fs

Pat_70 Post-Resistance UGGT1 56886 37 2 128938648 128938649 Splice_Site INS - AGGCCCTTAA 20 359 c.4083_splice c.e36+2 p.Q1361_splice

Pat_70 Post-Resistance RIF1 55183 37 2 152293790 152293790 Frame_Shift_Del DEL T - 7 797 c.1408delT c.(1408-1410)TTTfs p.F470fs

Pat_70 Post-Resistance PLA2R1 22925 37 2 160801441 160801442 Frame_Shift_Ins INS - T 12 709 c.4119_4120insA c.(4117-4122)AAAGGCfs p.K1373fs

Pat_70 Post-Resistance PPP1R1C 151242 37 2 182852619 182852619 Frame_Shift_Del DEL C - 8 1336 c.135delC c.(133-135)AACfs p.N45fs



Pat_70 Post-Resistance SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 10 1368 c.591delT c.(589-591)GCTfs p.A197fs

Pat_70 Post-Resistance DOCK10 55619 37 2 225729790 225729790 Frame_Shift_Del DEL A - 9 544 c.1272delT c.(1270-1272)TTTfs p.F424fs

Pat_70 Post-Resistance USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 8 184 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_70 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 17 503 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_70 Post-Resistance FRG1B 284802 37 20 29625899 29625900 Frame_Shift_Ins INS - AT 20 404 c.53_54insAT c.(52-54)AAAfs p.K18fs

Pat_70 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 14 508 c.3090_3092delGCAc.(3088-3093)CAGCAA>CAAp.1030_1031QQ>Q

Pat_70 Post-Resistance KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 2126 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_70 Post-Resistance CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 13 1891 c.75delA c.(73-75)AAAfs p.K25fs

Pat_70 Post-Resistance COL9A3 1299 37 20 61468444 61468444 Frame_Shift_Del DEL C - 7 2144 c.1613delC c.(1612-1614)GCAfs p.A538fs

Pat_70 Post-Resistance SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 29 637 c.2897_2899delAGCc.(2896-2901)CAGCCA>CCA p.Q966del

Pat_70 Post-Resistance KRTAP10-6 386674 37 21 46012219 46012220 In_Frame_Ins INS -GGGGCGCAGCAGCTG8 160c.146_147insCAGCTGCTGCGCCCCc.(145-147)CCG>CCCAGCTGCTGCGCCCCGp.49_49P>PSCCAP

Pat_70 Post-Resistance MCM3AP 8888 37 21 47663397 47663397 Frame_Shift_Del DEL G - 7 592 c.5278delC c.(5278-5280)CGGfs p.R1760fs

Pat_70 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 375 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_70 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 427 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_70 Post-Resistance TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 8 1133 c.1760_1762delCCTc.(1759-1764)GCCTCC>GCC p.S589del

Pat_70 Post-Resistance MKL1 57591 37 22 40807831 40807831 Frame_Shift_Del DEL G - 9 687 c.2359delC c.(2359-2361)CTGfs p.L787fs

Pat_70 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 44 427 c.1101_1103delGGAc.(1099-1104)GAGGAA>GAAp.367_368EE>E

Pat_70 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 21 384 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_70 Post-Resistance TCF20 6942 37 22 42610776 42610778 In_Frame_Del DEL TGC - 8 320 c.534_536delGCAc.(532-537)CAGCAA>CAAp.178_179QQ>Q

Pat_70 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 10 332 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_70 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 137 c.2420delT c.(2419-2421)ATTfs p.I807fs

Pat_70 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 236 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_70 Post-Resistance KAT2B 8850 37 3 20113879 20113879 Frame_Shift_Del DEL C - 8 822 c.358delC c.(358-360)CCCfs p.P120fs

Pat_70 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 11 827 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_70 Post-Resistance PDCD6IP 10015 37 3 33866811 33866811 Frame_Shift_Del DEL T - 8 328 c.595delT c.(595-597)TTTfs p.F199fs

Pat_70 Post-Resistance MLH1 4292 37 3 37070349 37070349 Frame_Shift_Del DEL C - 9 1766 c.1484delC c.(1483-1485)ACCfs p.T495fs

Pat_70 Post-Resistance HHATL 57467 37 3 42739670 42739672 In_Frame_Del DEL GAA - 7 472 c.655_657delTTC c.(655-657)TTCdel p.F219del

Pat_70 Post-Resistance CDC25A 993 37 3 48200922 48200923 Frame_Shift_Del DEL TC - 15 454 c.1345_1346delGA c.(1345-1347)GATfs p.D449fs

Pat_70 Post-Resistance QRICH1 54870 37 3 49094313 49094314 In_Frame_Ins INS - TGC 68 169 c.1319_1320insGCAc.(1318-1320)CAA>CAGCAAp.440_440Q>QQ

Pat_70 Post-Resistance USP4 7375 37 3 49321969 49321971 In_Frame_Del DEL TCT - 10 550 c.2318_2320delAGAc.(2317-2322)AAGACC>ACC p.K773del

Pat_70 Post-Resistance DAG1 1605 37 3 49569266 49569268 In_Frame_Del DEL CCA - 11 640 c.1322_1324delCCAc.(1321-1326)TCCACC>TCC p.T446del

Pat_70 Post-Resistance FOXP1 27086 37 3 71027087 71027087 Frame_Shift_Del DEL G - 9 731 c.1240delC c.(1240-1242)CTGfs p.L414fs

Pat_70 Post-Resistance FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 9 419 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_70 Post-Resistance VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 29 246 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_70 Post-Resistance TBC1D23 55773 37 3 100039736 100039736 Frame_Shift_Del DEL A - 8 246 c.1939delA c.(1939-1941)AAAfs p.K647fs

Pat_70 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 1420 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_70 Post-Resistance SLC9A10 285335 37 3 111981842 111981845 Frame_Shift_Del DEL GCAT - 8 337 c.1123_1126delATGCc.(1123-1128)ATGCCTfs p.M375fs

Pat_70 Post-Resistance KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 9 281 c.439delA c.(439-441)ATTfs p.I147fs

Pat_70 Post-Resistance GPR156 165829 37 3 119885960 119885960 Frame_Shift_Del DEL C - 9 1485 c.2364delG c.(2362-2364)GGGfs p.G788fs

Pat_70 Post-Resistance PARP14 54625 37 3 122433232 122433232 Frame_Shift_Del DEL A - 10 203 c.3956delA c.(3955-3957)GAAfs p.E1319fs

Pat_70 Post-Resistance ZXDC 79364 37 3 126178522 126178522 Frame_Shift_Del DEL T - 11 2630 c.2186delA c.(2185-2187)AAGfs p.K729fs

Pat_70 Post-Resistance TMCC1 23023 37 3 129546680 129546682 In_Frame_Del DEL GCA - 9 317 c.540_542delTGCc.(538-543)GCTGCA>GCAp.180_181AA>A

Pat_70 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 11 417 c.1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_70 Post-Resistance FXR1 8087 37 3 180666228 180666228 Frame_Shift_Del DEL A - 8 410 c.364delA c.(364-366)AAAfs p.K122fs

Pat_70 Post-Resistance ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 8 737 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_70 Post-Resistance TNK2 10188 37 3 195595229 195595229 Frame_Shift_Del DEL G - 12 310 c.1895delC c.(1894-1896)CCGfs p.P632fs

Pat_70 Post-Resistance CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 9 1300 c.601_602delCA c.(601-603)CACfs p.H201fs



Pat_70 Post-Resistance CRIPAK 285464 37 4 1389456 1389457 Frame_Shift_Del DEL CA - 13 843 c.1157_1158delCA c.(1156-1158)TCAfs p.S386fs

Pat_70 Post-Resistance GRK4 2868 37 4 3015470 3015470 Frame_Shift_Del DEL A - 11 397 c.656delA c.(655-657)CAAfs p.Q219fs

Pat_70 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 115c.310_318delCTGCTGTGGc.(310-318)CTGCTGTGGdelp.LLW104del

Pat_70 Post-Resistance LYAR 55646 37 4 4276167 4276169 In_Frame_Del DEL CTT - 7 1332 c.757_759delAAG c.(757-759)AAGdel p.K253del

Pat_70 Post-Resistance PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 24 492 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_70 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 284 c.792delT c.(790-792)TTTfs p.F264fs

Pat_70 Post-Resistance KIAA1211 57482 37 4 57182265 57182267 In_Frame_Del DEL AGA - 9 185 c.2597_2599delAGAc.(2596-2601)CAGAAG>CAG p.K870del

Pat_70 Post-Resistance UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 8 220 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_70 Post-Resistance SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 9 223 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_70 Post-Resistance SEC31A 22872 37 4 83785565 83785565 Frame_Shift_Del DEL T - 13 267 c.1384delA c.(1384-1386)ATTfs p.I462fs

Pat_70 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 15 602 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_70 Post-Resistance NAP1L5 266812 37 4 89618431 89618433 In_Frame_Del DEL CCT - 8 446 c.473_475delAGGc.(472-477)GAGGCT>GCT p.E158del

Pat_70 Post-Resistance RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 382 c.317delT c.(316-318)ATTfs p.I106fs

Pat_70 Post-Resistance GAB1 2549 37 4 144390234 144390236 In_Frame_Del DEL TGT - 7 473 c.1977_1979delTGTc.(1975-1980)TATGTT>TAT p.V662del

Pat_70 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 16 479 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_70 Post-Resistance SDHA 6389 37 5 256484 256485 Frame_Shift_Del DEL TT - 55 811 c.1944_1945delTT c.(1942-1947)ACTTTGfs p.T648fs

Pat_70 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 16 362 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_70 Post-Resistance NNT 23530 37 5 43651893 43651893 Frame_Shift_Del DEL C - 7 1392 c.1770delC c.(1768-1770)GACfs p.D590fs

Pat_70 Post-Resistance AP3B1 8546 37 5 77536741 77536741 Frame_Shift_Del DEL T - 8 1167 c.224delA c.(223-225)AATfs p.N75fs

Pat_70 Post-Resistance TNFAIP8 25816 37 5 118728991 118728992 Frame_Shift_Del DEL TG - 7 694 c.512_513delTG c.(511-513)TTGfs p.L171fs

Pat_70 Post-Resistance ALDH7A1 501 37 5 125891661 125891661 Frame_Shift_Del DEL T - 8 299 c.1055delA c.(1054-1056)AAGfs p.K352fs

Pat_70 Post-Resistance SLC12A2 6558 37 5 127420207 127420209 In_Frame_Del DEL CGG - 8 172 c.561_563delCGGc.(559-564)TCCGGC>TCC p.G192del

Pat_70 Post-Resistance RAPGEF6 51735 37 5 130782332 130782332 Frame_Shift_Del DEL T - 7 716 c.3265delA c.(3265-3267)AGGfs p.R1089fs

Pat_70 Post-Resistance RAPGEF6 51735 37 5 130815368 130815369 Frame_Shift_Ins INS - T 8 648 c.1918_1919insA c.(1918-1920)AGTfs p.S640fs

Pat_70 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 12 902 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_70 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 10 289 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_70 Post-Resistance KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 8 195 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_70 Post-Resistance LARS 51520 37 5 145523014 145523014 Frame_Shift_Del DEL C - 7 1847 c.1838delG c.(1837-1839)GGTfs p.G613fs

Pat_70 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 10 550 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_70 Post-Resistance RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 8 343 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_70 Post-Resistance JARID2 3720 37 6 15501164 15501164 Frame_Shift_Del DEL T - 8 1199 c.1972delT c.(1972-1974)TTTfs p.F658fs

Pat_70 Post-Resistance HSPA1L 3305 37 6 31778562 31778564 In_Frame_Del DEL CAG - 8 532 c.1186_1188delCTG c.(1186-1188)CTGdel p.L396del

Pat_70 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 13 856 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_70 Post-Resistance SYNGAP1 8831 37 6 33411201 33411203 In_Frame_Del DEL CAC - 7 329 c.2872_2874delCAC c.(2872-2874)CACdel p.H966del

Pat_70 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 363 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_70 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 10 444 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_70 Post-Resistance GABRR1 2569 37 6 89891719 89891721 In_Frame_Del DEL AAG - 11 598 c.852_854delCTT c.(850-855)TTCTTG>TTG p.F284del

Pat_70 Post-Resistance GABRR2 2570 37 6 89975427 89975429 In_Frame_Del DEL AAG - 7 564 c.867_869delCTT c.(865-870)TTCTTG>TTG p.F289del

Pat_70 Post-Resistance REV3L 5980 37 6 111693904 111693904 Frame_Shift_Del DEL G - 7 963 c.5654delC c.(5653-5655)CCAfs p.P1885fs

Pat_70 Post-Resistance CCDC28A 25901 37 6 139097330 139097330 Frame_Shift_Del DEL A - 10 517 c.343delA c.(343-345)AAAfs p.K115fs

Pat_70 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 8 428 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_70 Post-Resistance QKI 9444 37 6 163899920 163899920 Frame_Shift_Del DEL A - 8 404 c.394delA c.(394-396)AAAfs p.K132fs

Pat_70 Post-Resistance CARD11 84433 37 7 2963941 2963943 In_Frame_Del DEL GGA - 8 351 c.1864_1866delTCC c.(1864-1866)TCCdel p.S622del

Pat_70 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 11 1375 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_70 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 8 280 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_70 Post-Resistance NEUROD6 63974 37 7 31378635 31378635 Frame_Shift_Del DEL T - 7 1030 c.248delA c.(247-249)AAGfs p.K83fs

Pat_70 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 11 221 c.559_561delCAG c.(559-561)CAGdel p.Q196del



Pat_70 Post-Resistance AEBP1 165 37 7 44153778 44153780 In_Frame_Del DEL AGA - 7 265 c.3395_3397delAGAc.(3394-3399)GAGAAA>GAA p.K1133del

Pat_70 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 7 923 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_70 Post-Resistance LIMK1 3984 37 7 73513509 73513509 Frame_Shift_Del DEL C - 7 1429 c.549delC c.(547-549)GACfs p.D183fs

Pat_70 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 46 2230 c.693delA c.(691-693)CCAfs p.P231fs

Pat_70 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 7 359 c.231delA c.(229-231)AAAfs p.K77fs

Pat_70 Post-Resistance SEMA3D 223117 37 7 84651801 84651801 Frame_Shift_Del DEL G - 7 1892 c.1320delC c.(1318-1320)TTCfs p.F440fs

Pat_70 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 10 179 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_70 Post-Resistance AKAP9 10142 37 7 91732039 91732039 Frame_Shift_Del DEL G - 8 1491 c.11229delG c.(11227-11229)ATGfs p.M3743fs

Pat_70 Post-Resistance CNPY4 245812 37 7 99717401 99717402 Frame_Shift_Ins INS - T 7 321 c.34_35insT c.(34-36)CTTfs p.L12fs

Pat_70 Post-Resistance AGFG2 3268 37 7 100150976 100150976 Frame_Shift_Del DEL C - 7 713 c.438delC c.(436-438)GTCfs p.V146fs

Pat_70 Post-Resistance KCND2 3751 37 7 119915596 119915597 Frame_Shift_Ins INS - C 24 154 c.910_911insC c.(910-912)TCCfs p.S304fs

Pat_70 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 11 1543 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_70 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 950 c.528delT c.(526-528)AATfs p.N176fs

Pat_70 Post-Resistance SGK223 157285 37 8 8175804 8175806 In_Frame_Del DEL TCA - 7 1234 c.4079_4081delTGAc.(4078-4083)ATGAAG>AAGp.M1360del

Pat_70 Post-Resistance DLC1 10395 37 8 12957997 12957997 Frame_Shift_Del DEL G - 8 446 c.1849delC c.(1849-1851)CGGfs p.R617fs

Pat_70 Post-Resistance TUSC3 7991 37 8 15601076 15601078 In_Frame_Del DEL CTA - 8 1357 c.892_894delCTA c.(892-894)CTAdel p.L298del

Pat_70 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 937 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_70 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 8 668 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_70 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 12 1442 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_70 Post-Resistance MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 7 923 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_70 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 11 1441 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_70 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 8 537 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_70 Post-Resistance DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 11 1576 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_70 Post-Resistance WDR67 93594 37 8 124140520 124140521 Splice_Site INS - T 9 192 c.1885_splice c.e14-1 p.F629_splice

Pat_70 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 261 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_70 Post-Resistance EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 8 827 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_70 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 11 488 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_70 Post-Resistance KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 12 623 c.3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_70 Post-Resistance RANBP6 26953 37 9 6012690 6012690 Frame_Shift_Del DEL T - 8 531 c.2918delA c.(2917-2919)AATfs p.N973fs

Pat_70 Post-Resistance TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 14 530 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_70 Post-Resistance KIF24 347240 37 9 34257623 34257623 Frame_Shift_Del DEL T - 7 230 c.1982delA c.(1981-1983)AAGfs p.K661fs

Pat_70 Post-Resistance HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 9 78 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_70 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 405 c.2748_2750delGGAc.(2746-2751)GAGGAA>GAAp.916_917EE>E

Pat_70 Post-Resistance XPA 7507 37 9 100455962 100455964 In_Frame_Del DEL TTC - 9 302 c.250_252delGAA c.(250-252)GAAdel p.E84del

Pat_70 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 9 175 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_70 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 11 875 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_70 Post-Resistance ASTN2 23245 37 9 119976989 119976991 In_Frame_Del DEL CAG - 13 294 c.661_663delCTG c.(661-663)CTGdel p.L221del

Pat_70 Post-Resistance RAB14 51552 37 9 123954449 123954450 Frame_Shift_Ins INS - T 7 475 c.105_106insA c.(103-108)AAATTTfs p.K35fs

Pat_70 Post-Resistance DAB2IP 153090 37 9 124522389 124522391 In_Frame_Del DEL AAG - 12 355 c.757_759delAAG c.(757-759)AAGdel p.K257del

Pat_70 Post-Resistance PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 33 447 c.570_splice c.e3+1 p.E190_splice

Pat_70 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 13 201 c.1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_70 Post-Resistance IQSEC2 23096 37 X 53285045 53285047 In_Frame_Del DEL CTC - 7 152 c.934_936delGAG c.(934-936)GAGdel p.E312del

Pat_70 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 36 867 c.2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_70 Post-Resistance NAP1L2 4674 37 X 72433664 72433666 In_Frame_Del DEL TCC - 8 165 c.663_665delGGAc.(661-666)GAGGAC>GAC p.E221del

Pat_70 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 14 1187 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_70 Post-Resistance BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 20 809 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_70 Post-Resistance SLC6A14 11254 37 X 115584255 115584256 Frame_Shift_Ins INS - T 7 360 c.1233_1234insT c.(1231-1236)TTATTTfs p.L411fs



Pat_70 Post-Resistance SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 74 1071 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_70 Post-Resistance ZBTB33 10009 37 X 119387381 119387382 Frame_Shift_Del DEL TG - 7 1884 c.111_112delTG c.(109-114)ATTGTGfs p.I37fs

Pat_70 Post-Resistance CUL4B 8450 37 X 119694117 119694119 In_Frame_Del DEL GAG - 11 194 c.429_431delCTC c.(427-432)TCCTCA>TCAp.143_144SS>S

Pat_70 Post-Resistance USP26 83844 37 X 132160788 132160788 Frame_Shift_Del DEL A - 13 696 c.1461delT c.(1459-1461)TTTfs p.F487fs

Pat_70 Post-Resistance PLAC1 10761 37 X 133700525 133700525 Frame_Shift_Del DEL G - 7 1281 c.188delC c.(187-189)CCAfs p.P63fs

Pat_70 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 8 1124 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_70 Post-Resistance MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 10 285 c.1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_70 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 13 1064 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_70 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 10 119 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_70 Post-Resistance BCAP31 10134 37 X 152981034 152981043 Frame_Shift_Del DEL TCCTCTGGGC - 27 513c.295_304delGCCCAGAGGAc.(295-306)GCCCAGAGGAATfs p.A99fs

Pat_70 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 12 329 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_73 Pre-Treatment AHDC1 27245 37 1 27875353 27875355 In_Frame_Del DEL AGG - 11 126 c.3272_3274delCCTc.(3271-3276)TCCTTC>TTC p.S1091del

Pat_73 Pre-Treatment THRAP3 9967 37 1 36752261 36752262 Frame_Shift_Del DEL AG - 8 578 c.430_431delAG c.(430-432)AGAfs p.R144fs

Pat_73 Pre-Treatment ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 450 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_73 Pre-Treatment PRG4 10216 37 1 186276143 186276145 In_Frame_Del DEL CTC - 25 446 c.1292_1294delCTCc.(1291-1296)ACTCCC>ACC p.P432del

Pat_73 Pre-Treatment INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 8 382 c.2862_2864delGCAc.(2860-2865)CAGCAA>CAAp.954_955QQ>Q

Pat_73 Pre-Treatment FLVCR1 28982 37 1 213037113 213037114 Frame_Shift_Del DEL AC - 7 265 c.785_786delAC c.(784-786)AACfs p.N262fs

Pat_73 Pre-Treatment LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 10 336 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_73 Pre-Treatment LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 17 421 c.647delG c.(646-648)AGGfs p.R216fs

Pat_73 Pre-Treatment FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 8 852 c.736delC c.(736-738)CCCfs p.P246fs

Pat_73 Pre-Treatment KLHL35 283212 37 11 75134762 75134762 Frame_Shift_Del DEL C - 7 657 c.877delG c.(877-879)GAGfs p.E293fs

Pat_73 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 25 726 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_73 Pre-Treatment DACH1 1602 37 13 72440659 72440664 Splice_Site DEL GCCGCC - 4 7 c.242_splice c.e2-1 p.G81_splice

Pat_73 Pre-Treatment SNX6 58533 37 14 35099154 35099154 Frame_Shift_Del DEL G - 2 4 c.49delC c.(49-51)CTGfs p.L17fs

Pat_73 Pre-Treatment FANCM 57697 37 14 45642288 45642289 Frame_Shift_Del DEL CT - 7 172 c.2191_2192delCT c.(2191-2193)CTCfs p.L731fs

Pat_73 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 7 168 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_73 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 7 2395 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_73 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 11 1107 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_73 Pre-Treatment PSTPIP2 9050 37 18 43591185 43591185 Frame_Shift_Del DEL C - 7 530 c.316delG c.(316-318)GAAfs p.E106fs

Pat_73 Pre-Treatment SPPL2B 56928 37 19 2340953 2340953 Frame_Shift_Del DEL C - 7 129 c.897delC c.(895-897)CTCfs p.L299fs

Pat_73 Pre-Treatment USE1 55850 37 19 17330180 17330181 Frame_Shift_Del DEL TC - 4 2 c.581_582delTC c.(580-582)ATCfs p.I194fs

Pat_73 Pre-Treatment C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 7 418 c.1479_1481delGGAc.(1477-1482)GAGGAA>GAAp.493_494EE>E

Pat_73 Pre-Treatment ARHGAP25 9938 37 2 69002410 69002410 Frame_Shift_Del DEL C - 7 1250 c.119delC c.(118-120)ACCfs p.T40fs

Pat_73 Pre-Treatment ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 19 49 c.901_splice c.e8+2 p.V301_splice

Pat_73 Pre-Treatment CD28 940 37 2 204591576 204591576 Frame_Shift_Del DEL C - 7 305 c.273delC c.(271-273)GGCfs p.G91fs

Pat_73 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 13 87 c.243delG c.(241-243)TGGfs p.W81fs

Pat_73 Pre-Treatment RNF215 200312 37 22 30783221 30783223 In_Frame_Del DEL GCA - 6 4 c.80_82delTGC c.(79-84)CTGCCC>CCC p.L27del

Pat_73 Pre-Treatment MST1R 4486 37 3 49940112 49940112 Frame_Shift_Del DEL C - 7 302 c.931delG c.(931-933)GCCfs p.A311fs

Pat_73 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 944 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_73 Pre-Treatment ACTL6A 86 37 3 179301188 179301188 Frame_Shift_Del DEL G - 215 180 c.1074delG c.(1072-1074)CAGfs p.Q358fs

Pat_73 Pre-Treatment CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 18 2494 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_73 Pre-Treatment CRIPAK 285464 37 4 1389143 1389144 Frame_Shift_Ins INS - CA 7 1287 c.844_845insCA c.(844-846)TCAfs p.S282fs

Pat_73 Pre-Treatment SH3TC2 79628 37 5 148386620 148386620 Frame_Shift_Del DEL C - 7 265 c.3499delG c.(3499-3501)GTGfs p.V1167fs

Pat_73 Pre-Treatment SLIT3 6586 37 5 168137990 168137991 Frame_Shift_Del DEL TG - 4 8 c.2628_2629delCA c.(2626-2631)TACAAGfs p.Y876fs

Pat_73 Pre-Treatment FOXC1 2296 37 6 1612017 1612018 In_Frame_Ins INS - CGG 21 42 c.1337_1338insCGGc.(1336-1338)CAC>CACGGCp.456_457insG

Pat_73 Pre-Treatment RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 9 357 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_73 Pre-Treatment ATXN1 6310 37 6 16327900 16327901 In_Frame_Ins INS - TGC 7 202 c.641_642insGCAc.(640-642)CAG>CAGCAGp.214_214Q>QQ



Pat_73 Pre-Treatment ATXN1 6310 37 6 16327907 16327909 In_Frame_Del DEL TGA - 8 199 c.633_635delTCAc.(631-636)CATCAG>CAG p.H211del

Pat_73 Pre-Treatment PPP1R10 5514 37 6 30570264 30570266 In_Frame_Del DEL GGA - 7 218 c.2160_2162delTCCc.(2158-2163)CCTCCA>CCAp.720_721PP>P

Pat_73 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 8 1757 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_73 Pre-Treatment CFB 629 37 6 31895549 31895549 Frame_Shift_Del DEL T - 7 2402 c.20delT c.(19-21)CTTfs p.L7fs

Pat_73 Pre-Treatment TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 10 454 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_73 Pre-Treatment FTSJD2 23070 37 6 37447821 37447821 Frame_Shift_Del DEL G - 9 955 c.2408delG c.(2407-2409)TGGfs p.W803fs

Pat_73 Pre-Treatment MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 21 773 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_73 Pre-Treatment TTBK1 84630 37 6 43250681 43250683 In_Frame_Del DEL GAG - 11 210 c.2203_2205delGAG c.(2203-2205)GAGdel p.E740del

Pat_73 Pre-Treatment TNFRSF21 27242 37 6 47200623 47200624 Frame_Shift_Del DEL CA - 8 1338 c.1845_1846delTG c.(1843-1848)ATTGAAfs p.I615fs

Pat_73 Pre-Treatment KCNB2 9312 37 8 73480397 73480397 Frame_Shift_Del DEL A - 8 393 c.428delA c.(427-429)CAAfs p.Q143fs

Pat_73 Pre-Treatment C9orf43 257169 37 9 116187646 116187648 In_Frame_Del DEL GCA - 7 154 c.888_890delGCAc.(886-891)CGGCAG>CGG p.Q304del

Pat_73 Pre-Treatment TNC 3371 37 9 117848734 117848735 Frame_Shift_Del DEL CA - 8 704 c.1275_1276delTG c.(1273-1278)TGTGATfs p.C425fs

Pat_73 Post-Resistance DPH2 1802 37 1 44436809 44436809 Frame_Shift_Del DEL C - 2 4 c.432delC c.(430-432)GACfs p.D144fs

Pat_73 Post-Resistance LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 14 238 c.647delG c.(646-648)AGGfs p.R216fs

Pat_73 Post-Resistance PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 8 425 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_73 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 8 150 c.13289_13291delTGCc.(13288-13293)TTGCTG>TTGp.4430_4431LL>L

Pat_73 Post-Resistance C14orf4 64207 37 14 77493648 77493650 In_Frame_Del DEL GCG - 4 9 c.486_488delCGCc.(484-489)GCCGCT>GCTp.162_163AA>A

Pat_73 Post-Resistance DYX1C1 161582 37 15 55759242 55759242 Frame_Shift_Del DEL T - 2 4 c.523delA c.(523-525)ATTfs p.I175fs

Pat_73 Post-Resistance CHRNA3 1136 37 15 78913068 78913070 In_Frame_Del DEL CAG - 6 3 c.67_69delCTG c.(67-69)CTGdel p.L23del

Pat_73 Post-Resistance CCDC144B 284047 37 17 18498059 18498060 Splice_Site INS - A 7 41 c.1867_splice c.e9-1 p.E623_splice

Pat_73 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 9 78 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_73 Post-Resistance MFF 56947 37 2 228197214 228197214 Frame_Shift_Del DEL G - 7 775 c.339delG c.(337-339)CTGfs p.L113fs

Pat_73 Post-Resistance MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 7 122 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_73 Post-Resistance C22orf26 55267 37 22 46449890 46449890 Frame_Shift_Del DEL G - 4 4 c.84delC c.(82-84)CCCfs p.P28fs

Pat_73 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 480 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_73 Post-Resistance ACTL6A 86 37 3 179301188 179301188 Frame_Shift_Del DEL G - 107 129 c.1074delG c.(1072-1074)CAGfs p.Q358fs

Pat_73 Post-Resistance CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 25 1243 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_73 Post-Resistance FOXC1 2296 37 6 1612017 1612018 In_Frame_Ins INS - CGG 4 6 c.1337_1338insCGGc.(1336-1338)CAC>CACGGCp.456_457insG

Pat_73 Post-Resistance RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 8 225 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_73 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 7 337 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_74 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 9 77 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_74 Pre-Treatment PHACTR4 65979 37 1 28785730 28785730 Frame_Shift_Del DEL A - 7 96 c.151delA c.(151-153)AAAfs p.K51fs

Pat_74 Pre-Treatment HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 9 86 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_74 Pre-Treatment DARC 2532 37 1 159176167 159176167 Frame_Shift_Del DEL G - 7 732 c.938delG c.(937-939)CGCfs p.R313fs

Pat_74 Pre-Treatment RNF141 50862 37 11 10536563 10536563 Frame_Shift_Del DEL G - 7 300 c.593delC c.(592-594)GCAfs p.A198fs

Pat_74 Pre-Treatment RNF121 55298 37 11 71705825 71705825 Frame_Shift_Del DEL G - 7 439 c.688delG c.(688-690)GGGfs p.G230fs

Pat_74 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 8 355 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_74 Pre-Treatment C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 7 451 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_74 Pre-Treatment CHD2 1106 37 15 93480819 93480819 Frame_Shift_Del DEL A - 7 179 c.515delA c.(514-516)CAAfs p.Q172fs

Pat_74 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 7 75 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_74 Pre-Treatment LRP2 4036 37 2 170009348 170009349 Frame_Shift_Del DEL AC - 7 646 c.12421_12422delGT c.(12421-12423)GTAfs p.V4141fs

Pat_74 Pre-Treatment C20orf85 128602 37 20 56735727 56735727 Frame_Shift_Del DEL C - 8 112 c.263delC c.(262-264)TCCfs p.S88fs

Pat_74 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 7 39 c.243delG c.(241-243)TGGfs p.W81fs

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 18 261 c.1466_1468delCCTc.(1465-1470)GCCTCC>GCC p.S491del

Pat_74 Pre-Treatment CTNNB1 1499 37 3 41266134 41266136 In_Frame_Del DEL CTT - 35 58 c.131_133delCTT c.(130-135)CCTTCT>CCT p.S45del

Pat_74 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 9 428 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_74 Pre-Treatment TMEM154 201799 37 4 153562130 153562137 Frame_Shift_Del DEL AAAGTCGG - 8 98 c.479_486delCCGACTTTc.(478-486)GCCGACTTTfs p.A160fs



Pat_74 Pre-Treatment PHF3 23469 37 6 64394097 64394097 Frame_Shift_Del DEL A - 9 672 c.474delA c.(472-474)ACAfs p.T158fs

Pat_74 Pre-Treatment CDCA7L 55536 37 7 21956486 21956486 Frame_Shift_Del DEL A - 7 331 c.51delT c.(49-51)TTTfs p.F17fs

Pat_74 Pre-Treatment MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 29 830 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_74 Pre-Treatment CSGALNACT1 55790 37 8 19315974 19315974 Frame_Shift_Del DEL T - 7 1461 c.814delA c.(814-816)AGGfs p.R272fs

Pat_74 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 7 253 c.2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_74 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 8 59 c.2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_74 Post-Resistance XPOT 11260 37 12 64812755 64812755 Frame_Shift_Del DEL T - 8 100 c.370delT c.(370-372)TTTfs p.F124fs

Pat_74 Post-Resistance RTN4 57142 37 2 55253746 55253746 Frame_Shift_Del DEL T - 7 64 c.1489delA c.(1489-1491)ATAfs p.I497fs

Pat_74 Post-Resistance RNF160 26046 37 21 30339206 30339206 Frame_Shift_Del DEL T - 7 44 c.1745delA c.(1744-1746)AATfs p.N582fs

Pat_74 Post-Resistance PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 5 8 c.243delG c.(241-243)TGGfs p.W81fs

Pat_74 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 62 c.4049_4051delAGGc.(4048-4053)GAGGCC>GCCp.E1350del

Pat_74 Post-Resistance TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 14 186 c.1466_1468delCCTc.(1465-1470)GCCTCC>GCC p.S491del

Pat_74 Post-Resistance CTNNB1 1499 37 3 41266134 41266136 In_Frame_Del DEL CTT - 26 36 c.131_133delCTT c.(130-135)CCTTCT>CCT p.S45del

Pat_74 Post-Resistance TMEM154 201799 37 4 153562130 153562137 Frame_Shift_Del DEL AAAGTCGG - 12 60 c.479_486delCCGACTTTc.(478-486)GCCGACTTTfs p.A160fs

Pat_74 Post-Resistance MPP6 51678 37 7 24705665 24705666 Frame_Shift_Ins INS - A 7 168 c.909_910insA c.(907-912)AGCAAAfs p.S303fs

Pat_74 Post-Resistance MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 9 487 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_76 Pre-Treatment LRRC47 57470 37 1 3712520 3712520 Frame_Shift_Del DEL C - 4 8 c.521delG c.(520-522)CGCfs p.R174fs

Pat_76 Pre-Treatment DNAJC11 55735 37 1 6727803 6727804 Frame_Shift_Del DEL TC - 9 81 c.343_344delGA c.(343-345)GAAfs p.E115fs

Pat_76 Pre-Treatment HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 7 230 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_76 Pre-Treatment POLR3C 10623 37 1 145608575 145608575 Frame_Shift_Del DEL G - 7 444 c.232delC c.(232-234)CAGfs p.Q78fs

Pat_76 Pre-Treatment PEAR1 375033 37 1 156877507 156877507 Frame_Shift_Del DEL C - 8 511 c.750delC c.(748-750)TGCfs p.C250fs

Pat_76 Pre-Treatment PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 8 373 c.1058_1060delTGGc.(1057-1062)GTGGGT>GGT p.V353del

Pat_76 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 10 316 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_76 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 12 784 c.2201_2203delCCAc.(2200-2205)TCCACC>TCC p.T738del

Pat_76 Pre-Treatment SCYL3 57147 37 1 169825006 169825006 Frame_Shift_Del DEL A - 113 75 c.1405delT c.(1405-1407)TCTfs p.S469fs

Pat_76 Pre-Treatment KLHL20 27252 37 1 173744859 173744859 Frame_Shift_Del DEL C - 8 317 c.1516delC c.(1516-1518)CAGfs p.Q506fs

Pat_76 Pre-Treatment PAPPA2 60676 37 1 176809369 176809369 Frame_Shift_Del DEL G - 7 615 c.5263delG c.(5263-5265)GGGfs p.G1755fs

Pat_76 Pre-Treatment GPR25 2848 37 1 200842776 200842778 In_Frame_Del DEL TGC - 7 36 c.611_613delTGC c.(610-615)TTGCTG>TTGp.204_205LL>L

Pat_76 Pre-Treatment PPP2R5A 5525 37 1 212534111 212534111 Frame_Shift_Del DEL A - 8 57 c.1460delA c.(1459-1461)TAAfs p.*487fs

Pat_76 Pre-Treatment PANK1 53354 37 10 91359120 91359120 Frame_Shift_Del DEL T - 7 536 c.1199delA c.(1198-1200)AAGfs p.K400fs

Pat_76 Pre-Treatment MKI67 4288 37 10 129905725 129905725 Frame_Shift_Del DEL T - 7 289 c.4379delA c.(4378-4380)AAGfs p.K1460fs

Pat_76 Pre-Treatment SYT8 90019 37 11 1858552 1858552 Frame_Shift_Del DEL C - 2 4 c.1097delC c.(1096-1098)GCCfs p.A366fs

Pat_76 Pre-Treatment ACCSL 390110 37 11 44074222 44074222 Frame_Shift_Del DEL G - 7 624 c.783delG c.(781-783)CTGfs p.L261fs

Pat_76 Pre-Treatment RAD9A 5883 37 11 67164978 67164978 Frame_Shift_Del DEL C - 7 108 c.1124delC c.(1123-1125)TCCfs p.S375fs

Pat_76 Pre-Treatment TCIRG1 10312 37 11 67811611 67811612 Frame_Shift_Del DEL AC - 4 3 c.820_821delAC c.(820-822)ACAfs p.T274fs

Pat_76 Pre-Treatment CCDC15 80071 37 11 124857232 124857252 In_Frame_Del DELTGAGCCAGAAGGCCAGGCCAT- 28 142c.1110_1130delTGAGCCAGAAGGCCAGGCCATc.(1108-1131)ACTGAGCCAGAAGGCCAGGCCATT>ACTp.EPEGQAI371del

Pat_76 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 12 545 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_76 Pre-Treatment IPO4 79711 37 14 24656873 24656874 Frame_Shift_Del DEL CT - 7 197 c.407_408delAG c.(406-408)GAGfs p.E136fs

Pat_76 Pre-Treatment TMED10 10972 37 14 75614382 75614383 Frame_Shift_Del DEL CG - 7 1036 c.395_396delCG c.(394-396)GCGfs p.A132fs

Pat_76 Pre-Treatment DMXL2 23312 37 15 51780185 51780185 Frame_Shift_Del DEL A - 7 661 c.5183delT c.(5182-5184)TTCfs p.F1728fs

Pat_76 Pre-Treatment MCTP2 55784 37 15 94841579 94841579 Frame_Shift_Del DEL A - 7 514 c.85delA c.(85-87)AAAfs p.K29fs

Pat_76 Pre-Treatment IGFALS 3483 37 16 1841122 1841123 Frame_Shift_Ins INS - C 4 7 c.1296_1297insG c.(1294-1299)GGGCTGfs p.G432fs

Pat_76 Pre-Treatment ABCA3 21 37 16 2373583 2373583 Frame_Shift_Del DEL A - 8 627 c.554delT c.(553-555)TTCfs p.F185fs

Pat_76 Pre-Treatment KIF1C 10749 37 17 4906945 4906945 Frame_Shift_Del DEL G - 20 34 c.759delG c.(757-759)GAGfs p.E253fs

Pat_76 Pre-Treatment MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 7 20 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_76 Pre-Treatment TOP3A 7156 37 17 18188461 18188462 Frame_Shift_Del DEL TG - 7 271 c.1871_1872delCA c.(1870-1872)GCAfs p.A624fs

Pat_76 Pre-Treatment ADAM11 4185 37 17 42851673 42851673 Frame_Shift_Del DEL T - 4 6 c.1003delT c.(1003-1005)TTCfs p.F335fs



Pat_76 Pre-Treatment ABCA6 23460 37 17 67125767 67125767 Frame_Shift_Del DEL A - 8 117 c.917delT c.(916-918)TTAfs p.L306fs

Pat_76 Pre-Treatment GRIN2C 2905 37 17 72839130 72839131 In_Frame_Ins INS - GCTCCGGGG 2 4c.3145_3146insCCCCGGAGCc.(3145-3147)CTG>CCCCCGGAGCTGp.1048_1049insPPE

Pat_76 Pre-Treatment DHPS 1725 37 19 12791042 12791042 Frame_Shift_Del DEL C - 8 472 c.305delG c.(304-306)GGAfs p.G102fs

Pat_76 Pre-Treatment OR10H1 26539 37 19 15918794 15918795 Frame_Shift_Del DEL AG - 115 137 c.53_54delCT c.(52-54)TCTfs p.S18fs

Pat_76 Pre-Treatment PSG9 5678 37 19 43772052 43772053 Frame_Shift_Ins INS - C 213 362 c.313_314insG c.(313-315)GCAfs p.A105fs

Pat_76 Pre-Treatment LILRB5 10990 37 19 54760181 54760181 Frame_Shift_Del DEL A - 48 62 c.380delT c.(379-381)TTAfs p.L127fs

Pat_76 Pre-Treatment RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 216 c.1407_1409delCCAc.(1405-1410)CACCAA>CAA p.H469del

Pat_76 Pre-Treatment RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 8 105 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_76 Pre-Treatment ABI2 10152 37 2 204193211 204193213 Translation_Start_Site DEL GAG - 3 3 c.-26_-24delGAGc.(-28--22)ATGAGGA>ATGA

Pat_76 Pre-Treatment NINL 22981 37 20 25442165 25442166 Frame_Shift_Del DEL TG - 8 167 c.3688_3689delCA c.(3688-3690)CAAfs p.Q1230fs

Pat_76 Pre-Treatment SYCP2 10388 37 20 58467047 58467047 Frame_Shift_Del DEL T - 8 95 c.2362delA c.(2362-2364)ATGfs p.M788fs

Pat_76 Pre-Treatment SFRS15 57466 37 21 33043971 33043972 Frame_Shift_Del DEL TC - 9 206 c.3184_3185delGA c.(3184-3186)GATfs p.D1062fs

Pat_76 Pre-Treatment HMGXB4 10042 37 22 35661543 35661544 Frame_Shift_Ins INS - A 8 47 c.1162_1163insA c.(1162-1164)GAAfs p.E388fs

Pat_76 Pre-Treatment COLQ 8292 37 3 15518644 15518645 Frame_Shift_Del DEL CA - 4 5 c.453_454delTG c.(451-456)CCTGAAfs p.P151fs

Pat_76 Pre-Treatment KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 8 133 c.439delA c.(439-441)ATTfs p.I147fs

Pat_76 Pre-Treatment GPR156 165829 37 3 119885960 119885960 Frame_Shift_Del DEL C - 8 1157 c.2364delG c.(2362-2364)GGGfs p.G788fs

Pat_76 Pre-Treatment DIRC2 84925 37 3 122598119 122598119 Frame_Shift_Del DEL G - 9 666 c.1331delG c.(1330-1332)TGGfs p.W444fs

Pat_76 Pre-Treatment FAM194A 131831 37 3 150421591 150421593 In_Frame_Del DEL TCC - 7 29 c.93_95delGGA c.(91-96)GAGGAA>GAA p.31_32EE>E

Pat_76 Pre-Treatment PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 13 918 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_76 Pre-Treatment EMCN 51705 37 4 101439033 101439033 Frame_Shift_Del DEL G - 7 486 c.39delC c.(37-39)CCCfs p.P13fs

Pat_76 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 117 c.317delT c.(316-318)ATTfs p.I106fs

Pat_76 Pre-Treatment RBM27 54439 37 5 145641118 145641118 Frame_Shift_Del DEL A - 8 137 c.1939delA c.(1939-1941)ACCfs p.T647fs

Pat_76 Pre-Treatment PPP2R2B 5521 37 5 145969651 145969652 Frame_Shift_Ins INS - C 8 387 c.1190_1191insG c.(1189-1191)GGCfs p.G397fs

Pat_76 Pre-Treatment KIF13A 63971 37 6 17764958 17764958 Frame_Shift_Del DEL A - 4 8 c.4801delT c.(4801-4803)TCCfs p.S1601fs

Pat_76 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 7 426 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_76 Pre-Treatment CCHCR1 54535 37 6 31122281 31122281 Frame_Shift_Del DEL G - 7 951 c.526delC c.(526-528)CAAfs p.Q176fs

Pat_76 Pre-Treatment HSPA1L 3305 37 6 31778150 31778151 Frame_Shift_Del DEL GG - 7 558 c.1599_1600delCCc.(1597-1602)GTCCAGfs p.V533fs

Pat_76 Pre-Treatment RNF5 6048 37 6 32147672 32147672 Frame_Shift_Del DEL C - 7 397 c.291delC c.(289-291)CGCfs p.R97fs

Pat_76 Pre-Treatment PKHD1 5314 37 6 51523814 51523815 Frame_Shift_Del DEL TC - 7 294 c.11109_11110delGAc.(11107-11112)GAGAATfs p.E3703fs

Pat_76 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 7 455 c.662delA c.(661-663)AAGfs p.K221fs

Pat_76 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 9 683 c.1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_76 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 105 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_76 Pre-Treatment LIMK1 3984 37 7 73535323 73535323 Frame_Shift_Del DEL C - 7 768 c.1725delC c.(1723-1725)TGCfs p.C575fs

Pat_76 Pre-Treatment GIGYF1 64599 37 7 100280978 100280980 In_Frame_Del DEL CTG - 7 306 c.2140_2142delCAG c.(2140-2142)CAGdel p.Q714del

Pat_76 Pre-Treatment EPHB4 2050 37 7 100410591 100410591 Frame_Shift_Del DEL C - 7 514 c.1896delG c.(1894-1896)GGGfs p.G632fs

Pat_76 Pre-Treatment PPP1R3A 5506 37 7 113519082 113519082 Frame_Shift_Del DEL T - 7 1411 c.2065delA c.(2065-2067)AGAfs p.R689fs

Pat_76 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 15 163 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_76 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 492 c.528delT c.(526-528)AATfs p.N176fs

Pat_76 Pre-Treatment CNTNAP2 26047 37 7 146829358 146829358 Frame_Shift_Del DEL G - 8 410 c.1105delG c.(1105-1107)GTGfs p.V369fs

Pat_76 Pre-Treatment SSPO 23145 37 7 149501110 149501110 Frame_Shift_Del DEL G - 4 9 c.8246delG c.(8245-8247)TGGfs p.W2749fs

Pat_76 Pre-Treatment ANXA13 312 37 8 124707761 124707762 Frame_Shift_Ins INS - T 7 468 c.451_452insA c.(451-453)ATCfs p.I151fs

Pat_76 Pre-Treatment FLJ43860 389690 37 8 142505021 142505022 Frame_Shift_Ins INS - TGTG 10 27 c.424_425insCACA c.(424-426)AAGfs p.K142fs

Pat_76 Pre-Treatment OFD1 8481 37 X 13786842 13786842 Frame_Shift_Del DEL A - 7 519 c.2934delA c.(2932-2934)TCAfs p.S978fs

Pat_76 Pre-Treatment FGD1 2245 37 X 54497147 54497148 Frame_Shift_Ins INS - G 3 4 c.527_528insC c.(526-528)CCAfs p.P176fs

Pat_76 Pre-Treatment NXF5 55998 37 X 101097764 101097764 Frame_Shift_Del DEL T - 8 374 c.1delA c.(1-3)ATGfs p.M1fs

Pat_76 Pre-Treatment CXorf66 347487 37 X 139038599 139038599 Frame_Shift_Del DEL T - 9 302 c.542delA c.(541-543)AAGfs p.K181fs

Pat_76 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 256 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del



Pat_76 Post-Resistance SCYL3 57147 37 1 169825006 169825006 Frame_Shift_Del DEL A - 38 16 c.1405delT c.(1405-1407)TCTfs p.S469fs

Pat_76 Post-Resistance CCDC15 80071 37 11 124857232 124857252 In_Frame_Del DELTGAGCCAGAAGGCCAGGCCAT- 11 52c.1110_1130delTGAGCCAGAAGGCCAGGCCATc.(1108-1131)ACTGAGCCAGAAGGCCAGGCCATT>ACTp.EPEGQAI371del

Pat_76 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 252 c.2546_2548delAGAc.(2545-2550)GAGAAG>GAG p.K853del

Pat_76 Post-Resistance RAP1GAP2 23108 37 17 2894618 2894618 Frame_Shift_Del DEL A - 2 4 c.841delA c.(841-843)AATfs p.N281fs

Pat_76 Post-Resistance OR10H1 26539 37 19 15918794 15918795 Frame_Shift_Del DEL AG - 62 187 c.53_54delCT c.(52-54)TCTfs p.S18fs

Pat_76 Post-Resistance LGI4 163175 37 19 35625454 35625454 Frame_Shift_Del DEL G - 2 4 c.131delC c.(130-132)CCGfs p.P44fs

Pat_76 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 260 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_76 Post-Resistance PSG9 5678 37 19 43772052 43772053 Frame_Shift_Ins INS - C 75 217 c.313_314insG c.(313-315)GCAfs p.A105fs

Pat_76 Post-Resistance LILRB5 10990 37 19 54760181 54760181 Frame_Shift_Del DEL A - 48 66 c.380delT c.(379-381)TTAfs p.L127fs

Pat_76 Post-Resistance PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 12 426 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_76 Post-Resistance THEMIS 387357 37 6 128134540 128134540 Frame_Shift_Del DEL T - 13 27 c.1246delA c.(1246-1248)ATCfs p.I416fs
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- 3 486KIAA0562_uc010nzm.1_RNA|KIAA0562_uc001akz.2_Missense_Mutation_p.P43SNM_014704 NP_055519 O60308 CE104_HUMAN 0ATTTCTTGTGGAAACTGGCAA0.368

+ 2 716SPSB1_uc001apv.2_Missense_Mutation_p.S126FNM_025106 NP_079382 Q96BD6 SPSB1_HUMAN B30.2/SPRY. 0CCCCTGCACTCTGTCGGGTAC0.647

+ 4 493TNFRSF8_uc010obc.1_5'UTRNM_001243 NP_001234 P28908 TNR8_HUMANExtracellular (Potential).|TNFR-Cys 2. 5TCCCTTAGACGACCTCGTGGA0.597

+ 21 4982VPS13D_uc001atw.2_Missense_Mutation_p.S1614F|VPS13D_uc001atx.2_Missense_Mutation_p.S802FNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5GAAGTCAAATCCTTTACTCAG0.438

- 3 438PRAMEF5_uc001aur.2_IntronNM_001010889 NP_001010889 Q5VXH4 PRAM6_HUMAN 0GCCATAGCTTCAGACCAAACC0.493

+ 4 364CLCNKA_uc001axt.2_Intron|CLCNKA_uc001axv.2_Missense_Mutation_p.S95F|CLCNKA_uc010obw.1_Intron|CLCNKB_uc001axw.3_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN 1CGGTATCTTTCCTGGACTGTG0.627

+ 3 1201 NM_030812 NP_110439 Q9H568 ACTL8_HUMAN 4CACAGTCTGGGAGGGTTCCAA0.577 rs115420942

- 2 1083CAMK2N1_uc001bdg.2_RNANM_018584 NP_061054 Q7Z7J9 CK2N1_HUMAN 0TTAGACACCAGGAGGTGCCTT0.438

- 10 1263CSMD2_uc001bxm.1_Missense_Mutation_p.P452SNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 3.|Extracellular (Potential). 12ATGCCCGAGGGGCCTCGAAGG0.537

- 3 1224SFPQ_uc001byr.2_5'FlankNM_005066 NP_005057 P23246 SFPQ_HUMAN RRM 2. 8AAGGTGAAAGATTACGAACAG0.448

- 6 819CSF3R_uc009vvc.1_5'Flank|CSF3R_uc001cau.1_5'Flank|CSF3R_uc001cav.1_Missense_Mutation_p.S214F|CSF3R_uc001cax.1_Missense_Mutation_p.S214F|CSF3R_uc001cay.1_Missense_Mutation_p.S214FNM_000760 NP_000751 Q99062 CSF3R_HUMANFibronectin type-III 1.|Extracellular (Potential). 3CAGTTGTGGGGACATGCTGGT0.507

- 11 1858GRIK3_uc001cba.1_Missense_Mutation_p.G575RNM_000831 NP_000822 Q13003 GRIK3_HUMANHelical; (Potential). 7CAGCTGACCCCCAGGTAGGCG0.562

+ 1 24SNIP1_uc001cbi.2_5'Flank|SNIP1_uc010oid.1_5'Flank|DNALI1_uc010oie.1_RNANM_003462 NP_003453 O14645 IDLC_HUMAN 2GTGACGGCAAACAAGGCCCAC0.647

+ 2 161 DNALI1_uc010oie.1_RNANM_003462 NP_003453 O14645 IDLC_HUMAN 2ATCTCAGGCTCGGCTACTGAA0.577

+ 10 1509CYP4X1_uc001cqr.2_Nonsense_Mutation_p.W419*|CYP4X1_uc001cqs.2_Nonsense_Mutation_p.W355*NM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2CCTGCTGTCTGGAAAAACCCA0.418

+ 6 869PODN_uc001cuw.2_Missense_Mutation_p.L269M|PODN_uc010onr.1_Missense_Mutation_p.L269M|PODN_uc010ons.1_IntronNM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 7. 2GCCGCCTGCCCTGTACAAGCT0.662 rs138853761

+ 7 1189LRRC42_uc001cwl.1_Missense_Mutation_p.P330L|LRRC42_uc001cwk.1_Missense_Mutation_p.P330L|LRRC42_uc009vzm.1_Missense_Mutation_p.P326LNM_052940 NP_443172 Q9Y546 LRC42_HUMAN 0ACCTCGGAGCCTAGAGCAGCA0.458

- 3 383C8B_uc010oon.1_Missense_Mutation_p.E44K|C8B_uc010ooo.1_Missense_Mutation_p.E54KNM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4TCTTCGACTTCCTTGTCAGAG0.498

+ 2 353 NM_152489 NP_689702 Q5VVX9 UBE2U_HUMAN 0GATGGAATGGGAAGTTGAAAT0.294

- 7 1152SERBP1_uc001ddx.2_Missense_Mutation_p.S332P|SERBP1_uc001ddy.2_Missense_Mutation_p.S317P|SERBP1_uc001ddw.2_Missense_Mutation_p.S323PNM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1TCCATAACCGAATCTTCAGCA0.403

- 13 1448 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1TGATGGGTATGAATCAGGCTC0.393

- 7 1327LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2GGATATGCAGGAAAAAAATGT0.353

- 14 3835 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CGGTGCCCTTCCTTCAGGGCC0.592

- 14 2596 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5GCTGCCTCCCCTTTTCCCTGT0.522

- 22 2078SLC44A5_uc001dgt.2_Missense_Mutation_p.S645F|SLC44A5_uc001dgs.2_Missense_Mutation_p.S603F|SLC44A5_uc001dgr.2_Missense_Mutation_p.S603F|SLC44A5_uc010oqz.1_Missense_Mutation_p.S684F|SLC44A5_uc010ora.1_Missense_Mutation_p.S639F|SLC44A5_uc010orb.1_Missense_Mutation_p.S515FNM_152697 NP_689910 Q8NCS7 CTL5_HUMANExtracellular (Potential). 4GTAATTTAAAGATGCTGGTCC0.284

+ 7 944NEXN_uc001dia.3_Missense_Mutation_p.R202Q|NEXN_uc009wcb.1_Missense_Mutation_p.R138Q|NEXN_uc001dib.3_Missense_Mutation_p.R152Q|NEXN_uc001did.1_Missense_Mutation_p.R126Q|NEXN_uc001dif.1_Missense_Mutation_p.R108QNM_144573 NP_653174 Q0ZGT2 NEXN_HUMAN Glu-rich. 2GAAGAACAACGACCATCTCTC0.318

+ 11 1739NEXN_uc001dia.3_Missense_Mutation_p.I467S|NEXN_uc009wcb.1_Missense_Mutation_p.I403S|NEXN_uc001dib.3_Missense_Mutation_p.I417S|NEXN_uc001did.1_Missense_Mutation_p.I391S|NEXN_uc001dif.1_Missense_Mutation_p.I373S|NEXN_uc001dig.3_Missense_Mutation_p.I122SNM_144573 NP_653174 Q0ZGT2 NEXN_HUMAN Glu-rich. 2GACCTTGAAATTAAAGAGCGA0.294

+ 2 253CLCA4_uc009wct.2_5'UTR|CLCA4_uc009wcu.2_5'UTRNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2ACAGAAAAAAGATTTTTTTTC0.333

+ 2 248CDC7_uc001dof.2_Nonsense_Mutation_p.L28*|CDC7_uc010osw.1_Nonsense_Mutation_p.L28*|CDC7_uc009wdc.2_Nonsense_Mutation_p.L28*NM_003503 NP_003494 O00311 CDC7_HUMAN 5GAAGGCTCTTTAAAAAAAAAC0.403

+ 2 360OLFML3_uc001ees.1_Missense_Mutation_p.S64F|OLFML3_uc001eet.1_5'UTRNM_020190 NP_064575 Q9NRN5 OLFL3_HUMAN Potential. 0GACACCATCTCCGGGAGAGTG0.587

+ 3 557CD2_uc010owz.1_Nonsense_Mutation_p.W176*|CD2_uc010oxa.1_IntronNM_001767 NP_001758 P06729 CD2_HUMANExtracellular (Potential).|Ig-like C2-type. 1CACACAAGTGGACCACCAGCC0.502

+ 4 725_726HSD3B1_uc001ehw.2_Missense_Mutation_p.G196KNM_000862 NP_000853 P14060 3BHS1_HUMAN 2CTATGGGGAAGGAAGCCGATTC0.5

+ 34 4366_4367NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GACTCACTGAATAGATGTTATT0.48

+ 3 387ECM1_uc010pce.1_5'UTR|ECM1_uc010pcf.1_5'UTR|ECM1_uc001eut.2_Missense_Mutation_p.S63F|ECM1_uc001euu.2_Missense_Mutation_p.S63F|ECM1_uc001euv.2_Missense_Mutation_p.S63F|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN 3CCTGACTCCTCTCAGCATGGC0.587

- 3 1199 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 4 3CCATGTTGTCCCTGGCTAGAG0.562

- 3 7754 NM_002016 NP_002007 P20930 FILA_HUMANSer-rich.|Filaggrin 15. 16GTGTCCCTGACTGTCACTGTC0.587

- 2 177 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN 0CTTTGGCGTGGGGCACACAGG0.582

+ 5 1602NPR1_uc010pdz.1_Missense_Mutation_p.G140E|NPR1_uc010pea.1_5'FlankNM_000906 NP_000897 P16066 ANPRA_HUMANExtracellular (Potential). 7GGTGTGACAGGATACCTGAAA0.483

- 16 2372NUP210L_uc009woq.2_5'UTR|NUP210L_uc010peh.1_Missense_Mutation_p.P767LNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11CTTGTATACTGGAGTTACTGA0.493

- 9 1463RAG1AP1_uc010pey.1_Intron|PKLR_uc001fka.3_Missense_Mutation_p.T444INM_000298 NP_000289 P30613 KPYR_HUMANAllosteric activator binding. 5GCCAGTTGTGGTCAGCACAAT0.617

- 5 549PAQR6_uc010phf.1_Missense_Mutation_p.P27S|PAQR6_uc001fny.1_Intron|PAQR6_uc001fnv.1_Missense_Mutation_p.S136F|PAQR6_uc010phg.1_Missense_Mutation_p.S157F|PAQR6_uc001fnx.1_Missense_Mutation_p.S54F|PAQR6_uc001fnw.1_Missense_Mutation_p.S54F|PAQR6_uc001fnz.1_Missense_Mutation_p.S54F|PAQR6_uc010phh.1_Missense_Mutation_p.S160F|PAQR6_uc001foa.1_Missense_Mutation_p.S54F|PAQR6_uc001fob.1_IntronNM_198406 NP_940798 Q6TCH4 PAQR6_HUMANHelical; (Potential). 0GCACAGGAAGGAGTTGAGTGC0.677

- 17 2005 NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6GCACAGTCGGGAACTACCCCT0.607

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANCytoplasmic (Potential). 1GGGCTATGATCGCTATATGGC0.527



+ 1 751 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANHelical; Name=6; (Potential). 2GGTCATTATTCATTATGGCTG0.517

+ 4 403 NM_002001 NP_001992 P12319 FCERA_HUMANExtracellular (Potential).|Ig-like 1. 5TAATGAGAGTGAACCTGTGTA0.408

+ 5 601 NM_002001 NP_001992 P12319 FCERA_HUMANIg-like 2.|Extracellular (Potential).p.V168F(1) 5AAATGCCACAGTTGAAGACAG0.438

+ 2 724 NM_001639 NP_001630 P02743 SAMP_HUMAN Pentaxin. 2TCTGAACTATGAAATCAGAGG0.488

+ 5 761FCRL6_uc001fuc.2_Missense_Mutation_p.S247F|FCRL6_uc009wsz.1_Missense_Mutation_p.S145F|FCRL6_uc009wta.2_Missense_Mutation_p.S240FNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMANIg-like C2-type 3.|Extracellular (Potential).p.S240F(1) 3ATCCTGTATTCCTTCTACCTT0.592 rs140713881

- 1 130SLAMF9_uc009wtd.2_Missense_Mutation_p.P5S|SLAMF9_uc001fut.2_Missense_Mutation_p.P5SNM_033438 NP_254273 Q96A28 SLAF9_HUMAN 1AGCAGCCAAGGAAAGGCACAC0.587

- 1 410SLAMF1_uc010pjk.1_RNA|SLAMF1_uc010pjl.1_RNA|SLAMF1_uc010pjm.1_RNA|SLAMF1_uc001fwm.2_Missense_Mutation_p.S22GNM_003037 NP_003028 Q13291 SLAF1_HUMANExtracellular (Potential). 2GTTCCGTAGCTTGCCCCAAAA0.557

- 2 435 NM_199351 NP_955383 Q71H61 ILDR2_HUMAN 1GGCATTATTACCATGAACAATC0.455

- 14 1860ADCY10_uc009wvk.2_Missense_Mutation_p.G429E|ADCY10_uc010plj.1_Missense_Mutation_p.G368E|ADCY10_uc009wvl.2_Missense_Mutation_p.G520ENM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3CTGGCTTTTTCCATATCCTGG0.378

- 18 5745 NM_000130 NP_000121 P12259 FA5_HUMAN 6TTAAATGAACCTAAAATAAAA0.368

+ 9 1572FMO1_uc010pme.1_Missense_Mutation_p.G416E|FMO1_uc001ghl.2_Missense_Mutation_p.G479E|FMO1_uc001ghm.2_Missense_Mutation_p.G479E|FMO1_uc001ghn.2_3'UTRNM_002021 NP_002012 Q01740 FMO1_HUMAN 1ACTGGCCCAGGAAAATGGGAA0.507

+ 3 557C1orf9_uc010pmm.1_Missense_Mutation_p.S81P|C1orf9_uc009wwd.2_Intron|C1orf9_uc010pmn.1_Intron|C1orf9_uc010pmo.1_RNANM_014283 NP_055098 Q9UBS9 OSPT_HUMAN 2TTTACCTATTTCTCCAAAAGA0.308

+ 12 4826PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16ATTTGCACATCATACCATCCA0.423

- 6 1931RALGPS2_uc001gly.1_Intron|RALGPS2_uc001glz.2_Intron|RALGPS2_uc010pnb.1_Intron|ANGPTL1_uc001gmb.2_Missense_Mutation_p.M485INM_004673 NP_004664 O95841 ANGL1_HUMANFibrinogen C-terminal. 0GCTTGATCATCATCTGAACTG0.403

+ 6 1071 uc001gof.1_Intron NM_033343 NP_203129 Q969G2 LHX4_HUMAN 1GTTACAGGCGGACAGTTAATG0.502

- 8 1063FAM129A_uc001grb.1_Missense_Mutation_p.G53E|FAM129A_uc009wyh.1_Missense_Mutation_p.G118E|FAM129A_uc009wyi.1_Missense_Mutation_p.G88ENM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4GGCACTTAATCCTTCTGAAAC0.468

- 8 1221PTGS2_uc009wyo.2_Missense_Mutation_p.R209GNM_000963 NP_000954 P35354 PGH2_HUMAN 2GCAGCAATACGATTTTGGTAC0.378

- 2 271PTGS2_uc009wyo.2_5'UTRNM_000963 NP_000954 P35354 PGH2_HUMAN EGF-like. 2TCCTGTCCGGGTACAATCGCA0.438

+ 21 3605 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 19. 6GACATTACTTCATTCCCGTTG0.403

+ 3 418 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2AATGGTCATTCTGAATCTTCA0.318

- 2 124 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 1. 3CACATGAGGAAAACCACAGGG0.303

- 1 961ZBTB41_uc009wyz.1_RNA|CRB1_uc010poz.1_5'FlankNM_194314 NP_919290 Q5SVQ8 ZBT41_HUMAN 2TCACTTCCAGGGTCCTCAGAA0.388

+ 18 2123PTPRC_uc001gus.1_Missense_Mutation_p.G600E|PTPRC_uc001gut.1_Missense_Mutation_p.G487E|PTPRC_uc009wzf.1_Missense_Mutation_p.G536E|PTPRC_uc010ppg.1_Missense_Mutation_p.G584ENM_002838 NP_002829 P08575 PTPRC_HUMANCytoplasmic (Potential). 12GCTGATGAAGGAAGACTTTTT0.338

+ 10 1454CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.P384L|CAMSAP1L1_uc001gvm.2_IntronNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4CATCATTTGCCTTCTAGGTAT0.343

+ 7 1145MAPKAPK2_uc001hel.1_Missense_Mutation_p.P287SNM_032960 NP_116584 P49137 MAPK2_HUMANProtein kinase. 0GTATGAATTTCCCAACCCAGA0.468

+ 4 622 NM_000715 NP_000706 P04003 C4BPA_HUMAN 3GTTCAGAAGGGTGAGTGTGAG0.318

- 8 1234CD34_uc001hgv.1_Missense_Mutation_p.E168K|CD34_uc001hgx.1_3'UTR|CD34_uc010psj.1_Missense_Mutation_p.E191KNM_001025109 NP_001020280 P28906 CD34_HUMANCytoplasmic (Potential). 1TAAGGGTCTTCGCCCTAGACA0.517

- 20 2923INTS7_uc009xdb.1_Missense_Mutation_p.R920C|INTS7_uc001hix.1_Missense_Mutation_p.R816C|INTS7_uc001hiy.1_Missense_Mutation_p.R926C|INTS7_uc010pta.1_Missense_Mutation_p.R891CNM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0TGTTGTAAGCGAATTTGCTGG0.463

+ 13 5959 NM_016343 NP_057427 P49454 CENPF_HUMAN Potential. 13AGAGGTAGTTCAAACAGAGAA0.418

+ 13 6500 NM_016343 NP_057427 P49454 CENPF_HUMANPotential.|Interaction with NDE1 and NDEL1. 13AGGCTGAGCTCAACACAGGAG0.512

+ 13 6803 NM_016343 NP_057427 P49454 CENPF_HUMANPotential.|2-1.|2 X 177 AA tandem repeats.|Interaction with NDE1 and NDEL1.13ACGTTAAGGTCTGAAAAAGAA0.353

- 63 12935 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 27. 26AATTATTTTTCCATTTGGGTT0.473

- 63 12712 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 26.|Extracellular (Potential). 26CCAGAGTACTCCAGGAACCCG0.483

+ 1 1415 NM_152610 NP_689823 Q8N715 CA065_HUMAN Potential. 2GGTCCTCATGGACTGCCAGGC0.602

- 3 581LEFTY1_uc010pvj.1_Missense_Mutation_p.P279L|LEFTY1_uc009xej.1_3'UTRNM_020997 NP_066277 O75610 LFTY1_HUMAN 0CCGCTCTCGTGGACGGACACC0.716

- 19 3631NID1_uc009xgd.2_Missense_Mutation_p.D1044N|NID1_uc009xgc.2_Missense_Mutation_p.D258NNM_002508 NP_002499 P14543 NID1_HUMAN 2ATTGCAAGATCGAGAGCAACC0.502

- 7 762ERO1LB_uc010pxt.1_IntronNM_019891 NP_063944 Q86YB8 ERO1B_HUMAN 0GATCTCTCATCTGAACAAGAA0.398

+ 4 262EDARADD_uc001hxv.1_Missense_Mutation_p.R56QNM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0AACTGCCCACGAAATTCAGAT0.249

+ 5 2869FMN2_uc010pye.1_Missense_Mutation_p.P886SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CCCACCTCCCCCTCTCCCTGG0.602

+ 5 2023NLRP3_uc001ics.2_Missense_Mutation_p.E629K|NLRP3_uc001icu.2_Missense_Mutation_p.E629K|NLRP3_uc001icw.2_Missense_Mutation_p.E629K|NLRP3_uc001icv.2_Missense_Mutation_p.E629K|NLRP3_uc010pyw.1_Missense_Mutation_p.E627K|NLRP3_uc001ict.1_Missense_Mutation_p.E627KNM_001079821 NP_001073289 Q96P20 NALP3_HUMAN 26CAGCCAGCTGGAATTGTTCTA0.468

+ 1 544 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANExtracellular (Potential). 2CTGTGACTTCCCCTCCCTACT0.418

- 5 633AKR1E2_uc001ihl.1_Intron|AKR1C3_uc001ihr.2_Intron|AKR1C2_uc009xhy.2_Missense_Mutation_p.E126K|AKR1C2_uc001ihs.2_Missense_Mutation_p.E152K|AKR1C2_uc001iht.2_Missense_Mutation_p.E152KNM_205845 NP_995317 P52895 AK1C2_HUMAN 0TTACACTTCTCCATGGCCTGG0.458

- 6 647PRKCQ_uc009xim.1_Missense_Mutation_p.R191Q|PRKCQ_uc001iji.1_Missense_Mutation_p.R224Q|PRKCQ_uc009xin.1_Missense_Mutation_p.R155Q|PRKCQ_uc010qax.1_Missense_Mutation_p.R66QNM_006257 NP_006248 Q04759 KPCT_HUMANPhorbol-ester/DAG-type 1. 6TTACTTACGTCGGCACTGGTA0.378

- 4 584 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANExtracellular (Potential). 4CTCCAATTACCTGTTCCATTT0.463

- 6 691FAM188A_uc001ioe.1_5'UTR|FAM188A_uc001iof.1_Missense_Mutation_p.S157LNM_024948 NP_079224 Q9H8M7 F188A_HUMAN 1ACTTCTGAACGATCTTTTTCT0.289

- 10 1302NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 8. 2 TTTATATTCTCGCTAAAATAC0.373

+ 3 358SPAG6_uc001irj.2_Missense_Mutation_p.N72K|SPAG6_uc010qct.1_Missense_Mutation_p.N42K|SPAG6_uc009xkh.2_Missense_Mutation_p.N50KNM_012443 NP_036575 O75602 SPAG6_HUMAN 1CCAATTATAATGATGACCTAG0.408



+ 2 621KIAA1217_uc001irs.2_5'UTR|KIAA1217_uc001irt.3_Missense_Mutation_p.R73Q|KIAA1217_uc010qcy.1_Missense_Mutation_p.R73Q|KIAA1217_uc010qcz.1_Missense_Mutation_p.R73QNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7GGGGGGCCCCGAAGTTCCAAG0.517

- 18 2748ARMC4_uc010qds.1_Missense_Mutation_p.E409K|ARMC4_uc010qdt.1_Missense_Mutation_p.E576K|ARMC4_uc001itz.2_Missense_Mutation_p.E884KNM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 7. 6ACAATAAGTTCCAAACCACCA0.338

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGCCAGCAAAAGG0.423

+ 13 1718 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AAAATAAATGGAAAATTAGAA0.323

- 3 1715GDF10_uc009xnp.2_Missense_Mutation_p.S419FNM_004962 NP_004953 P55107 BMP3B_HUMAN 2GGCATGGTTGGATGGACGAAC0.587

+ 3 1246 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0AAGCAAAGCTCCCAAGCACTA0.542

- 21 2867OGDHL_uc009xog.2_Missense_Mutation_p.E936K|OGDHL_uc010qgt.1_Missense_Mutation_p.E852K|OGDHL_uc010qgu.1_Missense_Mutation_p.E700KNM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1GCCACTTTCTCCTCCAGGTCC0.632

- 33 5659PCDH15_uc010qhq.1_Intron|PCDH15_uc010qhr.1_Intron|PCDH15_uc010qhs.1_Intron|PCDH15_uc010qht.1_Intron|PCDH15_uc010qhu.1_Intron|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.P1752L|PCDH15_uc010qhw.1_Missense_Mutation_p.P1715L|PCDH15_uc010qhx.1_Missense_Mutation_p.P1686L|PCDH15_uc010qhy.1_Missense_Mutation_p.P1762L|PCDH15_uc010qhz.1_Missense_Mutation_p.P1757L|PCDH15_uc010qia.1_Missense_Mutation_p.P1735L|PCDH15_uc010qib.1_Missense_Mutation_p.P1732LNM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13 aggagaaggaggagaaatagg0.129

- 33 4986PCDH15_uc010qhq.1_Intron|PCDH15_uc010qhr.1_Intron|PCDH15_uc010qhs.1_Intron|PCDH15_uc010qht.1_Intron|PCDH15_uc010qhu.1_Intron|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.E1528K|PCDH15_uc010qhw.1_Missense_Mutation_p.E1491K|PCDH15_uc010qhx.1_Missense_Mutation_p.E1462K|PCDH15_uc010qhy.1_Missense_Mutation_p.E1538K|PCDH15_uc010qhz.1_Missense_Mutation_p.E1533K|PCDH15_uc010qia.1_Missense_Mutation_p.E1511K|PCDH15_uc010qib.1_Missense_Mutation_p.E1508KNM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13CTTATGTTTTCCTTATAAAGG0.368

+ 17 2318BICC1_uc001jkj.1_Missense_Mutation_p.K414TNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4GAAACTATCAAGGAGTTGAGA0.448

- 8 903FAM13C_uc001jko.2_Missense_Mutation_p.A257T|FAM13C_uc010qid.1_Missense_Mutation_p.A174T|FAM13C_uc010qie.1_Missense_Mutation_p.A174T|FAM13C_uc010qif.1_Missense_Mutation_p.A279T|FAM13C_uc001jkp.2_Missense_Mutation_p.A174TNM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2GGAGATGGGGCTGACTCGGGG0.443

- 37 5419ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN Ser-rich. 19GAAATTTTTTCCTGTAACGTG0.418

- 37 4976ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN Ser-rich. 19GGTACCAGAGGAAACTTGGAT0.473

+ 17 2573ADAMTS14_uc001jrg.2_Missense_Mutation_p.P861LNM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 2. 6AGCTGGGCCCCCTGCAGCAAG0.617

+ 8 1020LIPF_uc001kfh.1_Missense_Mutation_p.G262E|LIPF_uc010qmt.1_Missense_Mutation_p.G295E|LIPF_uc010qmu.1_Missense_Mutation_p.G252ENM_004190 NP_004181 P07098 LIPG_HUMAN 0AATCCAGCAGGAACTTCTGTT0.348

+ 7 1345CYP26A1_uc001kik.1_Missense_Mutation_p.P365S|CYP26A1_uc001kim.1_Missense_Mutation_p.P332SNM_000783 NP_000774 O43174 CP26A_HUMAN 3CAGCTTCATTCCATTTGGAGG0.458

+ 2 631GPR120_uc010qnu.1_Missense_Mutation_p.S192LNM_181745 NP_859529 Q5NUL3 O3FA1_HUMANExtracellular (Potential). 0TAGGAAATTTCGATTTGCACA0.438

+ 2 618CYP2C18_uc001kjw.3_Missense_Mutation_p.G98R|CYP2C19_uc009xus.1_5'Flank|CYP2C19_uc010qny.1_5'FlankNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TTCTGGAAGAGGAAGTTTTCC0.448

- 7 1068CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.E255K|CYP2C8_uc010qob.1_Missense_Mutation_p.E239K|CYP2C8_uc010qoc.1_Missense_Mutation_p.E223K|CYP2C8_uc010qod.1_Missense_Mutation_p.E239KNM_000770 NP_000761 P10632 CP2C8_HUMAN 0TCAATCTCTTCCTGGACTTTA0.423

+ 3 1371 NM_032727 NP_116116 Q16352 AINX_HUMAN Tail. 2AAAGTCTCATCCACTGGGCTA0.473

- 5 739PCGF6_uc001kwu.2_Intron|PCGF6_uc009xxk.2_RNA|PCGF6_uc009xxl.2_RNA|PCGF6_uc009xxm.2_IntronNM_001011663 NP_001011663 Q9BYE7 PCGF6_HUMAN 1AAACTTACCAGGTTTAGGTAC0.289

+ 10 2058TAF5_uc010qqq.1_Missense_Mutation_p.P624SNM_006951 NP_008882 Q15542 TAF5_HUMAN WD 5. 2GACATTTTCTCCCAATGGGAG0.373

+ 13 2097 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5CATGAGAATCCTCAGACTTGA0.453

- 6 785AFAP1L2_uc001lbo.2_Nonsense_Mutation_p.Q162*|AFAP1L2_uc010qse.1_Nonsense_Mutation_p.Q215*|AFAP1L2_uc001lbp.2_Nonsense_Mutation_p.Q190*|AFAP1L2_uc001lbr.1_Nonsense_Mutation_p.Q162*NM_001001936 NP_001001936 Q8N4X5 AF1L2_HUMAN 2GAGGGCCACTGGTAAGGGGCC0.647

+ 2 632 NM_002775 NP_002766 Q92743 HTRA1_HUMAN 0TGCGCCATAAATATAACTTTA0.453 rs35089212

+ 7 543DMBT1_uc001lgl.1_Missense_Mutation_p.G146D|DMBT1_uc001lgm.1_Missense_Mutation_p.G146D|DMBT1_uc009xzz.1_Missense_Mutation_p.G146D|DMBT1_uc010qtx.1_Missense_Mutation_p.G146D|DMBT1_uc009yaa.1_5'UTRNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 1. 7CTGGGTTGTGGCTGGGCCATG0.602

+ 20 2283DMBT1_uc001lgl.1_Missense_Mutation_p.G716E|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.G726E|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_Missense_Mutation_p.G339ENM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7TCCCCTGTAGGATCTGAATCC0.537

+ 26 3362DMBT1_uc001lgl.1_Missense_Mutation_p.E1076K|DMBT1_uc001lgm.1_Missense_Mutation_p.E587K|DMBT1_uc009xzz.1_Missense_Mutation_p.E1086K|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yab.1_Missense_Mutation_p.E47KNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7TGGCCATAGTGAAGACGCTGG0.532

- 3 595 NM_001010912 NP_001010912 Q5SQS8 CJ120_HUMAN 1GCGTGTAAACCTTTCAATGTA0.478

- 13 8936MKI67_uc001lkf.2_Missense_Mutation_p.P2554L|MKI67_uc009yav.1_Missense_Mutation_p.P2489L|MKI67_uc009yaw.1_Missense_Mutation_p.P2064LNM_002417 NP_002408 P46013 KI67_HUMAN16 X 122 AA approximate repeats.|16. 7ATCTTCCAGGGGTTGGGCCTT0.527

- 13 1861IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.M420V|CDHR5_uc009ycd.2_Missense_Mutation_p.M580V|CDHR5_uc001lql.2_Missense_Mutation_p.M586VNM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0CTGGTTCCCATACTGGGGGGC0.672

+ 11 1256 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN TIL 1. 0ACCCCTGCAGGGACGGTGCTT0.667

+ 11 1355 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN 0GCCACCTACTCCACAGACTGC0.662

+ 1 905 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANCytoplasmic (Potential). 2AAGCAAATCCGTGAGAGCATC0.493 rs138594066

+ 1 175 NM_001005171 NP_001005171 Q8NGK4 O52K1_HUMANHelical; Name=2; (Potential). 0AGCCCTCCATGAACCCATGTA0.498

- 2 692 NM_030774 NP_110401 Q9H255 O51E2_HUMANHelical; Name=4; (Potential). 5AGGGATCCGCGGACCACAGCC0.557

- 1 972HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANCytoplasmic (Potential). 3CCTATGTTTAGATAAAAGGCG0.368

- 16 6858 NM_003737 NP_003728 Q96JQ0 PCD16_HUMANCadherin 20.|Extracellular (Potential). 5GCAAAGGCTCCTCCACTCTCT0.592

+ 1 589 NM_207186 NP_997069 Q9H209 O10A4_HUMANExtracellular (Potential). 1CTCTGTGTTTGAACTGGAGGC0.498

- 1 906 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMANCytoplasmic (Potential). 2GCCATAATTTCATCAAAGCCC0.383

- 1 499 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMANExtracellular (Potential). 2CCACAAAAGGGAAAACTAGAT0.323

- 2 940 NM_176821 NP_789791 Q86W26 NAL10_HUMAN NACHT. 9ATGGACATGACGTGCTTGTTT0.532

- 2 633LMO1_uc009yfo.1_RNA|LMO1_uc001mgh.1_Missense_Mutation_p.E45KNM_002315 NP_002306 P25800 RBTN1_HUMANLIM zinc-binding 1. 0AGGCAGTCTTCGTGCCAGTAC0.607

+ 12 2121SLC6A5_uc009yic.2_Missense_Mutation_p.M381INM_004211 NP_004202 Q9Y345 SC6A5_HUMANHelical; Name=9; (Potential). 4TCTTCATCATGGGTTTTCCAA0.522

+ 9 1067NELL1_uc001mqf.2_Missense_Mutation_p.R305Q|NELL1_uc009yid.2_Missense_Mutation_p.R333Q|NELL1_uc010rdo.1_Missense_Mutation_p.R248Q|NELL1_uc010rdp.1_Missense_Mutation_p.R65QNM_006157 NP_006148 Q92832 NELL1_HUMAN VWFC 1. 3GTGGAATGCCGAAGGATGTCC0.517

- 6 1166SYT13_uc009yku.1_Missense_Mutation_p.R203QNM_020826 NP_065877 Q7L8C5 SYT13_HUMANC2 2.|Cytoplasmic (Potential). 1GTGCTTAGCTCGTTTAGTCTG0.547

- 5 736PHF21A_uc001ncb.3_Missense_Mutation_p.H38Y|PHF21A_uc009ykx.2_Missense_Mutation_p.H38Y|PHF21A_uc001nce.2_Missense_Mutation_p.H38YNM_001101802 NP_001095272 Q96BD5 PF21A_HUMAN Gln-rich. 2TGGAGTTCATGAAGCTGTTTC0.373



- 28 4284 NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential). 4TCAGGAACAGGGACATGCACA0.527

+ 2 561LOC440040_uc009ymb.2_Missense_Mutation_p.G28ENR_027044 0AGGAAGTGTGGGGCAGTCCGT0.517

+ 3 806OR4C6_uc010rik.1_Nonsense_Mutation_p.Q181*NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANExtracellular (Potential). 2TGATTTGTTTCAGTTGTTGAC0.433

+ 1 294 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANExtracellular (Potential). 1TAGGGTGCATGGTGCAATTCT0.468

+ 1 626 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANHelical; Name=5; (Potential). 4GATTTGATTTCATCTCTTCTG0.378

- 1 647 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANHelical; Name=5; (Potential). 1GTAAAGGTAGGAAATACATAT0.413

- 1 91 NM_001002925 NP_001002925 Q8NGF4 O5AP2_HUMANExtracellular (Potential). 4AAGAGGACTCCTTGTAGATCT0.408

+ 5 1059SERPING1_uc001nkq.1_Missense_Mutation_p.L290F|SERPING1_uc010rju.1_Missense_Mutation_p.L238F|SERPING1_uc010rjv.1_Missense_Mutation_p.L295F|SERPING1_uc001nkr.1_Missense_Mutation_p.L290F|SERPING1_uc009ymi.1_Missense_Mutation_p.L290F|SERPING1_uc009ymj.1_Missense_Mutation_p.L290F|SERPING1_uc001nks.1_5'UTRNM_000062 NP_000053 P05155 IC1_HUMAN 1CCTTGTCCTCCTCAATGCTAT0.552

+ 1 775OR9Q1_uc001nmj.2_IntronNM_001005186 NP_001005186 Q8NGQ2 OR6Q1_HUMANHelical; Name=6; (Potential). 1CTATGGCACTCTTTTCTTTAT0.522

+ 1 809 NM_001004729 NP_001004729 Q8NGI8 O5AN1_HUMANExtracellular (Potential). 1GGTTCTTCAAGCTTTGACAGA0.388

+ 1 509 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANExtracellular (Potential). 2CCTTTCTGTGGACCCAATGTT0.507

+ 3 292 NM_006552 NP_006543 O95968 SG1D1_HUMAN p.G82R(1) 1CTATTTCAGGGAAAAATAGCA0.413

- 5 912EML3_uc001ntr.1_Missense_Mutation_p.P174S|EML3_uc001nts.1_Missense_Mutation_p.P174S|EML3_uc001ntt.1_Missense_Mutation_p.P86S|EML3_uc010rly.1_Missense_Mutation_p.P202S|EML3_uc009yny.1_5'UTRNM_153265 NP_694997 Q32P44 EMAL3_HUMAN 1CGAGATCCAGGGCCCCCAGGG0.577

+ 2 631TTC9C_uc001nux.2_Missense_Mutation_p.V221MNM_173810 NP_776171 Q8N5M4 TTC9C_HUMAN TPR 2. 2GATGGAGCCCGTGAACTACGA0.512

- 9 1607SLC22A10_uc010rmo.1_Intron|SLC22A25_uc009yoq.1_RNA|SLC22A25_uc001nws.1_RNANM_199352 NP_955384 Q6T423 S22AP_HUMANCytoplasmic (Potential). 4AGCTAGGCTATTTACTCCCTC0.507

+ 4 745NPAS4_uc010rpc.1_Missense_Mutation_p.L17FNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0GTGTTCACAGCTTTCTGTGCC0.627

+ 7 2194NPAS4_uc010rpc.1_Missense_Mutation_p.S463FNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0TCCAACCTGTCCCTGTCAGGG0.607

+ 11 1211 ACTN3_uc010rpi.1_RNANM_001104 NP_001095 Q08043 ACTN3_HUMAN Spectrin 1. 0TGGCTGCTCTCGGAGATCCGG0.652

- 1 660uc009yrw.1_5'Flank|CABP4_uc001oln.2_5'FlankNM_206997 NP_996880 Q8TDT2 GP152_HUMANCytoplasmic (Potential). 0GTGCGACAGGCTGTGGCCTGG0.677

- 21 4822SHANK2_uc010rqn.1_Missense_Mutation_p.P994S|SHANK2_uc001opz.2_Missense_Mutation_p.P987S|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 gggggcgggggagcgggcggg0.413

- 15 2168SHANK2_uc010rqn.1_Missense_Mutation_p.G109D|SHANK2_uc001opz.2_Missense_Mutation_p.G109D|uc009ysn.1_Intron|SHANK2_uc010rqp.1_Missense_Mutation_p.G109D|SHANK2_uc001opy.2_5'Flank|SHANK2_uc010rqo.1_5'FlankNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN PDZ. 5CTGCCTGTGGCCGACTTTGAC0.587

+ 14 5006 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0ACCATCTCCTCCAGCTTTGGC0.642

+ 8 1060CNTN5_uc009ywv.1_Missense_Mutation_p.E241K|CNTN5_uc001pfz.2_Missense_Mutation_p.E241K|CNTN5_uc001pgb.2_Missense_Mutation_p.E167KNM_014361 NP_055176 O94779 CNTN5_HUMANIg-like C2-type 2. 8CTTTGTGGCGGAAGACAGCCG0.398

- 2 317 NM_002427 NP_002418 P45452 MMP13_HUMANCysteine switch (By similarity). 3TCAGGAACCCCGCATCTTGGC0.418

+ 1 1390PDGFD_uc001php.2_Intron|PDGFD_uc001phq.2_IntronNM_001001711 NP_001001711 Q8WTU0 DDI1_HUMAN 5TTCGGACAAGGAAATTACACA0.468 rs35182086

- 7 895ARHGAP20_uc001pky.1_Missense_Mutation_p.D181N|ARHGAP20_uc009yyb.1_Missense_Mutation_p.D168N|ARHGAP20_uc001pla.1_Missense_Mutation_p.D168NNM_020809 NP_065860 Q9P2F6 RHG20_HUMANRas-associating. 5TTCCCAATGTCCTTGGCGAAG0.413

- 13 1729PPP2R1B_uc001plw.1_Missense_Mutation_p.R549C|PPP2R1B_uc010rwi.1_Missense_Mutation_p.R485C|PPP2R1B_uc010rwj.1_Missense_Mutation_p.R388C|PPP2R1B_uc010rwk.1_Missense_Mutation_p.R504C|PPP2R1B_uc010rwl.1_Missense_Mutation_p.R422CNM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 14. 0ACATTGAAGCGAACATTTGCT0.363

+ 4 745BCO2_uc001pne.1_Missense_Mutation_p.E37K|BCO2_uc001png.2_Intron|BCO2_uc001pnh.2_Missense_Mutation_p.E176K|BCO2_uc010rwt.1_Missense_Mutation_p.E105K|BCO2_uc009yyn.2_Missense_Mutation_p.E176K|BCO2_uc001pni.2_Missense_Mutation_p.E176KNM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0GGAAAAAACAGAAAAGGTAAA0.308

+ 12 1766 NM_001076682 NP_001070150 P13591 NCAM1_HUMANIg-like C2-type 5.|Extracellular (Potential). 1CTCATGGTTTCGGGATGGCCA0.552

+ 8 1687HTR3A_uc010rxa.1_Missense_Mutation_p.S453F|HTR3A_uc009yyx.2_RNA|HTR3A_uc010rxc.1_Missense_Mutation_p.S432FNM_213621 NP_998786 P46098 5HT3A_HUMANHA-stretch.|Cytoplasmic (Potential). 0CGCGTGGGCTCCGTGCTGGAC0.602

- 3 723 NM_000482 NP_000473 0ACTTTGAATTCGTCAGCGTAG0.622 rs145184607

+ 3 208POU2F3_uc010rzk.1_5'UTR|POU2F3_uc010rzl.1_5'UTRNM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2AGGAAATGATCGAAATGGCCT0.378

+ 18 2535 NM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|LDL-receptor class B 1. 15CTGTTTGAATGGAAGCACAGG0.453

+ 1 454 NM_001007249 NP_001007250 Q15614 OR8G2_HUMAN 0CATGTCCTATCACCACTGCTT0.448

- 1 20 NM_012378 NP_036510 Q15620 OR8B8_HUMANExtracellular (Potential). 1TGTCACGAAGGAGGAATTCTC0.502

+ 5 420STT3A_uc009zbm.2_Missense_Mutation_p.H104Y|STT3A_uc001qce.2_Missense_Mutation_p.H104Y|STT3A_uc010sbg.1_Missense_Mutation_p.H12YNM_152713 NP_689926 P46977 STT3A_HUMANLumenal (Potential). 0CCATGTACTCCATTTTTTCCA0.448

+ 2 1064NTM_uc001qgm.2_Missense_Mutation_p.V134I|NTM_uc010sch.1_Missense_Mutation_p.V125I|NTM_uc010sci.1_Missense_Mutation_p.V134I|NTM_uc010scj.1_Missense_Mutation_p.V93I|NTM_uc001qgo.2_Missense_Mutation_p.V134I|NTM_uc001qgq.2_Missense_Mutation_p.V134INM_016522 NP_057606 Q9P121 NTRI_HUMAN 6CATTGTGCAAGGTAGGTGGGC0.552

+ 6 616ENO2_uc009zfi.1_Missense_Mutation_p.R132C|ENO2_uc010sfq.1_Missense_Mutation_p.R89C|ENO2_uc001qrv.1_Missense_Mutation_p.R132CNM_001975 NP_001966 P09104 ENOG_HUMAN 0GCCCCTGTATCGCCACATTGC0.627

- 3 159CD163L1_uc010sge.1_Missense_Mutation_p.D45NNM_174941 NP_777601 Q9NR16 C163B_HUMANExtracellular (Potential). 11AACTCCAAATCTGTTCCATCT0.448

- 14 3352CD163_uc001qta.3_Missense_Mutation_p.R1075Q|CD163_uc009zfw.2_Missense_Mutation_p.R1108QNM_004244 NP_004235 Q86VB7 C163A_HUMANCytoplasmic (Potential). 8TCTCTGTCTTCGCTTTTTAGT0.433

- 3 449AICDA_uc001qup.1_Missense_Mutation_p.E119K|AICDA_uc001quq.1_Missense_Mutation_p.E119K|AICDA_uc009zgd.1_IntronNM_020661 NP_065712 Q9GZX7 AICDA_HUMAN 2CGCAGCCCCTCGGGCTCAGCC0.652

+ 25 3543PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.P1184S|PIK3C2G_uc010sic.1_Missense_Mutation_p.P962SNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21TAATCTTCGTCCACAAGACAC0.408

+ 3 1041 NM_000921 NP_000912 Q14432 PDE3A_HUMAN 4CAGTCTTCAGGAACCAGTATT0.483

+ 2 138SLCO1A2_uc001res.2_Intron|SLCO1A2_uc010siq.1_IntronNM_000415 NP_000406 P10997 IAPP_HUMAN 0ATTCTTTGCAGAAAATTTGAG0.338

- 11 1563 NM_016551 NP_057635 Q9NS93 TM7S3_HUMANHelical; (Potential). 2TAAAACCACCGAATAGGAGCC0.428

+ 14 1865ARID2_uc001ror.2_Missense_Mutation_p.V622A|ARID2_uc009zkg.1_Missense_Mutation_p.V78A|ARID2_uc009zkh.1_Missense_Mutation_p.V249A|ARID2_uc001rou.1_5'FlankNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10ACTTCTGTTGTTCGTGTTGAT0.378

+ 1 854 NM_001005203 NP_001005203 Q8NH09 OR8S1_HUMANHelical; Name=7; (Potential). 1ATGCTGAATTCCCTCATCTAT0.408



+ 13 2215SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.P409L|SPATS2_uc001ruf.2_Missense_Mutation_p.P409L|SPATS2_uc001rug.2_Missense_Mutation_p.P409LNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN Ser-rich. 1TGTGCCTCTCCTCCCAGCCTT0.537

- 5 2359FAM186B_uc010smk.1_Missense_Mutation_p.N639SNM_032130 NP_115506 Q8IYM0 F186B_HUMAN 1TTGTACATGGTTGATCGCTTC0.488

+ 12 1586_1587SMARCD1_uc001rvy.3_Missense_Mutation_p.P432S|SMARCD1_uc009zlp.2_Missense_Mutation_p.P432SNM_003076 NP_003067 Q96GM5 SMRD1_HUMANNecessary for GR/NR3C1-mediated remodeling and transcription from chromatin; required for GR/NR3C1 interaction with the BRG1/SMARCA4 complex in vivo.|Interaction with SMARCC1 and SMARCC2.1TGGTGGGTAACCCAGAGGAGGA0.535

+ 6 724GPD1_uc001rwa.2_Missense_Mutation_p.G208RNM_005276 NP_005267 P21695 GPDA_HUMAN 0GATCCGGCTGGGACTCATGGA0.577

+ 24 3023DIP2B_uc009zlt.2_Missense_Mutation_p.S386FNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6GGCCCTGCTTCCGTGATGGTT0.458

- 1 241 NM_175068 NP_778238 Q86Y46 K2C73_HUMANHead.|Gly-rich. 6TCCATAGCCTCCTGCCCACCC0.652

- 2 794 NM_015848 NP_056932 Q01546 K22O_HUMAN Coil 1B.|Rod. 2CCCTAGAAGTGAATCTAGCTG0.542

- 10 1691_1692RARG_uc001scd.2_Missense_Mutation_p.391_392ME>IK|RARG_uc010sob.1_Missense_Mutation_p.380_381ME>IK|RARG_uc001scf.2_Missense_Mutation_p.402_403ME>IK|RARG_uc001scg.2_Missense_Mutation_p.330_331ME>IK|RARG_uc010soc.1_Missense_Mutation_p.281_282ME>IKNM_000966 NP_000957 P13631 RARG_HUMANLigand-binding. 4CCTGGAATCTCCATCTTCAGAG0.55

- 2 388_389SP7_uc001scu.2_Missense_Mutation_p.P76L|SP7_uc001scv.2_Missense_Mutation_p.P94LNM_152860 NP_690599 Q8TDD2 SP7_HUMAN 0AGTGGGAAAAGGGAGGGTAATC0.579

- 1 202 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMANHelical; Name=2; (Potential). 2AATATTACTTCCAAAAAGGAG0.378

+ 1 184 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANCytoplasmic (Potential). 3TTTCTTCCTTCGGAACTTCTC0.433

- 1 243 NM_014770 NP_055585 Q99490 AGAP2_HUMAN 5CTCTTACCTCGAATGCTGTCC0.527 rs143760313

- 7 825AVIL_uc009zqe.1_Missense_Mutation_p.E259K|AVIL_uc001sqk.1_5'Flank|AVIL_uc001sql.3_Missense_Mutation_p.E243KNM_006576 NP_006567 O75366 AVIL_HUMANGelsolin-like 3.|Core (By similarity). 1GTTGCTACCTCTGTGACTGCC0.493

- 3 859C12orf66_uc009zql.2_Missense_Mutation_p.A214VNM_152440 NP_689653 Q96MD2 CL066_HUMAN 1GCTAAACTTGGCAAGAAGCAT0.458

- 6 773GRIP1_uc010sta.1_Missense_Mutation_p.R122C|GRIP1_uc001stl.1_Missense_Mutation_p.R122C|GRIP1_uc001stm.2_Missense_Mutation_p.R178CNM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN PDZ 2. 2ACAACTGGACGAGATTTATTT0.383

+ 3 1196 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3GTGCCCTATTCCTTGCCAAAA0.378

- 4 2288KCNC2_uc009zry.2_Missense_Mutation_p.D582N|KCNC2_uc001sxe.2_Missense_Mutation_p.D582N|KCNC2_uc001sxf.2_Intron|KCNC2_uc010stw.1_IntronNM_139137 NP_631875 Q96PR1 KCNC2_HUMANCytoplasmic (Potential). 6CACGTGTAATCACCTGTCGTC0.463

+ 16 4358_4359NAV3_uc001syo.2_Missense_Mutation_p.V1396I|NAV3_uc010sub.1_Missense_Mutation_p.V896I|NAV3_uc009zsf.2_IntronNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17GCACTCACGAGGTCCAGAGCCT0.55

+ 17 3739LRRIQ1_uc001tab.1_Missense_Mutation_p.E1210KNM_001079910 NP_001073379 Q96JM4 LRIQ1_HUMAN 6ACTTAGTACTGAATACCGACA0.363

- 2 795TMCC3_uc001tdi.2_Missense_Mutation_p.S195FNM_020698 NP_065749 Q9ULS5 TMCC3_HUMAN 2CTCCTCTAAGGAATTTTTCAA0.498

+ 5 935_936TMPO_uc001tfk.2_Intron|TMPO_uc001tfl.2_IntronNM_001032283 NP_001027454 P42167 LAP2B_HUMANNucleoplasmic (Potential).|NAKAP95-binding N. 2GAGACTGAATGGACAAGTGGAT0.396

+ 22 2587MYBPC1_uc001tig.2_Missense_Mutation_p.L836F|MYBPC1_uc010svq.1_Missense_Mutation_p.L798F|MYBPC1_uc001tih.2_Missense_Mutation_p.L836F|MYBPC1_uc001tij.2_Missense_Mutation_p.L811F|MYBPC1_uc010svr.1_Missense_Mutation_p.L811F|MYBPC1_uc010svs.1_Missense_Mutation_p.L829F|MYBPC1_uc010svt.1_Missense_Mutation_p.L799F|MYBPC1_uc010svu.1_Missense_Mutation_p.L792F|MYBPC1_uc001tik.2_Missense_Mutation_p.L785F|MYBPC1_uc001til.2_5'UTR|MYBPC1_uc001tim.2_5'UTRNM_206820 NP_996556 Q00872 MYPC1_HUMAN 4TCAGCCCATTCTCGTGAAGGA0.423

+ 53 5785STAB2_uc009zug.2_RNANM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 6. 14GCAGCGGGAGCTCTTGTTTGA0.428

- 2 245SELPLG_uc001tnh.2_Missense_Mutation_p.E29K|SELPLG_uc010sxe.1_Missense_Mutation_p.E45KNM_003006 NP_002997 Q14242 SELPL_HUMANExtracellular (Potential). 0AAGGCTTTCTCGGCTTCATCT0.572

+ 7 816MAPKAPK5_uc001tsz.2_Missense_Mutation_p.T186I|MAPKAPK5_uc001ttb.2_Missense_Mutation_p.T119INM_139078 NP_620777 Q8IW41 MAPK5_HUMANProtein kinase. 3CCCCAGTTCACCCCTTATTAT0.453

- 16 3180NOS1_uc001twn.1_Missense_Mutation_p.E2KNM_000620 NP_000611 P29475 NOS1_HUMANFlavodoxin-like. 7TGCCTCATTTCCATCAAAGCA0.498

+ 20 3327 NM_144668 NP_653269 Q8TBY9 WDR66_HUMAN 2AACTCCAAAGGGAAAAAGGCC0.468

- 16 2589PITPNM2_uc001uek.1_Missense_Mutation_p.A865VNM_020845 NP_065896 Q9BZ72 PITM2_HUMAN DDHD. 3CGAGGAGGGGGCGCCATGCTC0.667

+ 7 1647TMEM132B_uc001uhf.1_Missense_Mutation_p.E59KNM_052907 NP_443139 Q14DG7 T132B_HUMANExtracellular (Potential). 19GCCTACCCGGGAAAGCGATGA0.537

+ 8 2004TMEM132B_uc001uhf.1_Missense_Mutation_p.A178PNM_052907 NP_443139 Q14DG7 T132B_HUMANExtracellular (Potential). 19GCAGCTCGTAGCTGGCATGTC0.597

+ 5 1623ZNF140_uc001ulp.2_Missense_Mutation_p.R215Q|ZNF140_uc010tbu.1_Missense_Mutation_p.R215QNM_003440 NP_003431 P52738 ZN140_HUMAN C2H2-type 6. 0CACCTTACTCGACATCAGAGC0.418

- 3 606GJB6_uc001unc.3_Missense_Mutation_p.T18I|GJB6_uc001una.3_Missense_Mutation_p.T18I|GJB6_uc001und.3_Missense_Mutation_p.T18I|GJB6_uc001unb.3_Missense_Mutation_p.T18INM_006783 NP_006774 O95452 CXB6_HUMANCytoplasmic (Potential). 1CCCGATGCTGGTGGAGTGTTT0.512

+ 3 1566KL_uc001uur.1_Missense_Mutation_p.P213SNM_004795 NP_004786 Q9UEF7 KLOT_HUMANGlycosyl hydrolase-1 2.|Extracellular (Potential). 3AGGGACATTTCCCTGTGACTT0.438

- 5 1174C13orf23_uc001uwz.2_Missense_Mutation_p.R79CNM_025138 NP_079414 Q86XN7 CM023_HUMAN 5TCAATAGGACGAGAATTCTGT0.338

- 34 4179 NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6AAAACCAACAACTATTGTAGC0.358

- 6 1772DACH1_uc010tho.1_Intron|DACH1_uc010thp.1_IntronNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1GCCAGGCCTTCTCCCCTCCTC0.567

+ 1 167POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CAGGGGGAGCGGCAAGAGCAA0.592

+ 1 698 NM_001005501 NP_001005501 Q8NGD2 OR4K2_HUMANCytoplasmic (Potential). 4TCCAGAGGATCATCTAAGGCC0.388

+ 1 313 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANHelical; Name=3; (Potential). 3ATTCGTTCTTCACAGTTTTGT0.428

- 1 694_695 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANCytoplasmic (Potential). 2CTTAGAGGATCGACTAGCAGCA0.495

- 1 289 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANExtracellular (Potential). 2GCAACACAGCCACCAAATGGG0.483

+ 1 266 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANExtracellular (Potential). 4CTTTTAGAAAGAAAGACCATT0.443

+ 13 4653 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21AGCGCATGTGGAGGATCCCCT0.368

+ 13 5941 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21GGTTCACATGGGAAAGAGATT0.383

- 10 1538RALGAPA1_uc001wtj.2_Missense_Mutation_p.L383F|RALGAPA1_uc010tpv.1_Missense_Mutation_p.L383F|RALGAPA1_uc010tpw.1_Missense_Mutation_p.L383F|RALGAPA1_uc001wtk.1_Missense_Mutation_p.L234FNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4ATACTACAGAGACTAGATGAG0.378 rs145415708

+ 3 1657SSTR1_uc010amu.1_IntronNM_001049 NP_001040 P30872 SSR1_HUMANCytoplasmic (Potential). 5GACAACGCCGCGGAGGAGCCG0.587

- 4 686TRAPPC6B_uc001wuu.1_Intron|TRAPPC6B_uc001wuv.1_Splice_Site|TRAPPC6B_uc010tqd.1_Splice_Site_p.K55_spliceNM_001079537 NP_001073005 Q86SZ2 TPC6B_HUMAN 0CCATTAAATACCTTAGATGCA0.333



- 5 702C14orf105_uc010trl.1_Missense_Mutation_p.D186N|C14orf105_uc010trm.1_Missense_Mutation_p.D98N|C14orf105_uc010trn.1_Missense_Mutation_p.D98N|C14orf105_uc001xcz.2_Missense_Mutation_p.D186N|C14orf105_uc010aox.1_RNA|C14orf105_uc010aoy.1_Missense_Mutation_p.D108NNM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0GCTTTATGGTCCCTTGGACTT0.413

- 2 469C14orf37_uc010tro.1_Missense_Mutation_p.P158S|C14orf37_uc001xdd.2_Missense_Mutation_p.P120S|C14orf37_uc001xde.2_Missense_Mutation_p.P120SNM_001001872 NP_001001872 Q86TY3 CN037_HUMANExtracellular (Potential). 0TCAGCTGAGGGGACACCTGAC0.488

+ 1 173 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2GCAAAGGCTCCTGGATGGCTC0.542

+ 14 1644DCAF4_uc001xnj.2_Missense_Mutation_p.S469F|DCAF4_uc010ttr.1_Missense_Mutation_p.S454F|DCAF4_uc001xnh.2_Missense_Mutation_p.S375F|DCAF4_uc010tts.1_Missense_Mutation_p.S415F|DCAF4_uc010ttt.1_Missense_Mutation_p.S261F|DCAF4_uc001xni.2_Missense_Mutation_p.S305FNM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3CTGGGGGGCTCCCGGGGCGCG0.637

- 2 530MLH3_uc001xre.1_Missense_Mutation_p.S105N|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2TTCCACAGCACTGGCCATGTC0.438

+ 9 1812NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.E566KNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANLaminin G-like 4.|Extracellular (Potential). 10CCACAACATTGAAACGGGAAT0.433

- 11 1172C14orf145_uc010asz.1_RNA|C14orf145_uc001xuz.2_Missense_Mutation_p.S334F|C14orf145_uc001xuy.1_Missense_Mutation_p.S192FNM_152446 NP_689659 Q6ZU80 CE128_HUMAN Potential. 0CTGTTGCTTGGAAATCTGAGA0.403

- 11 1595GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Missense_Mutation_p.L373R|GALC_uc010tvy.1_Missense_Mutation_p.L376R|GALC_uc010tvz.1_Missense_Mutation_p.L343RNM_000153 NP_000144 P54803 GALC_HUMAN 0GAAATAAGGAAGAAATGGCCG0.289

- 20 3465 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3CTGCGAGAACGATAGTTGGGA0.358

+ 8 891 NM_152327 NP_689540 Q96M32 KAD7_HUMAN Potential. 1TGAGTCTGTTCATACCCTGGA0.368

+ 4 672 NM_182560 NP_872366 Q52M58 CN177_HUMAN 0CCAGAGACATGAAGAAACTTC0.453

+ 7 1519LOC727924_uc001yub.1_Intron|OR4N4_uc010tzv.1_Missense_Mutation_p.D180NNM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMANExtracellular (Potential). 5CTTCTTCTGTGATGTCCGACA0.532

- 10 1070GOLGA8DP_uc010axx.2_Splice_Site_p.V58_splice|uc010tzw.1_5'FlankNM_001012423 NP_001012423 0ACGAGCAAACCTGCCCAAAGC0.547

- 1 706 NM_019066 NP_061939 0GGCAGCAGAGGGGCCTTTAAA0.577

- 1 105 NM_002487 NP_002478 Q99608 NECD_HUMAN 0TCGCTCAGATCCTTACTTTGT0.647

- 6 801GABRB3_uc010uae.1_Nonsense_Mutation_p.S135*|GABRB3_uc001zba.2_Nonsense_Mutation_p.S220*|GABRB3_uc001zbb.2_Nonsense_Mutation_p.S276*NM_000814 NP_000805 P28472 GBRB3_HUMANExtracellular (Probable). 5AACATTCCTCGAGACCAGACG0.557

- 1 226GABRA5_uc001zbd.1_IntronNM_021912 NP_068712 P28472 GBRB3_HUMAN 5CCAGGCAAATCCAGAGAAGGC0.577

- 26 3632_3633TRPM1_uc010azy.2_Missense_Mutation_p.E1076K|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANCytoplasmic (Potential). 4TCCTCCTTCTCCCGGAAGTGCT0.609

- 4 1645 NM_001103184 NP_001096654 Q68DA7 FMN1_HUMANPotential.|Mediates interaction with alpha-catenin (By similarity).1TGTTCTAGCTCGTGTTTCAGA0.468 rs144234543

+ 3 1205CHRM5_uc001zhl.1_Missense_Mutation_p.P179SNM_012125 NP_036257 P08912 ACM5_HUMANExtracellular (By similarity). 2GCGGACAGTTCCACTGGATGA0.542

+ 2 315 NM_207444 NP_997327 Q8NAA6 CO053_HUMAN 0TGGGTCCAAGGAAATGCATGG0.498

+ 16 1669JMJD7-PLA2G4B_uc001zoo.3_Nonsense_Mutation_p.W754*|JMJD7-PLA2G4B_uc010bcn.2_Nonsense_Mutation_p.W754*|JMJD7-PLA2G4B_uc001zoq.3_Nonsense_Mutation_p.W224*|JMJD7-PLA2G4B_uc001zor.1_Nonsense_Mutation_p.W224*NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1AGCCAGTTCTGGGACCGCTGG0.642

- 13 2735 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN 2CTCACTCCAGGGCCCTGGGTT0.622

- 2 843ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_5'UTR|ZFP106_uc001zpy.1_Missense_Mutation_p.G193SNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3GTCGAGGAGCCTCCTGCAACA0.448

- 10 1659TGM5_uc001zrc.1_Missense_Mutation_p.D208N|TGM5_uc001zre.1_Missense_Mutation_p.D469NNM_201631 NP_963925 O43548 TGM5_HUMAN 1GGGCTGCCATCGTGCAGCAGA0.537

+ 2 334TUBGCP4_uc001zrn.2_Missense_Mutation_p.P32S|TUBGCP4_uc010bdh.2_5'FlankNM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3GCAGGACTTCCCTTTCCTCCA0.527

- 11 1569 NM_000138 NP_000129 P35555 FBN1_HUMAN Pro-rich. 3AGGAGGAACAGGGAGAACTGG0.507

- 4 1184 NM_203349 NP_976224 Q6S5L8 SHC4_HUMAN PID. 5AAGATTACTTTTGCCAAGGAC0.323

- 23 3485TRPM7_uc010bew.1_Missense_Mutation_p.P1074LNM_017672 NP_060142 Q96QT4 TRPM7_HUMANExtracellular (Potential). 10TTGAAGAAATGGAGTCAACCA0.313

+ 3 538GCNT3_uc002agd.2_Missense_Mutation_p.S30FNM_004751 NP_004742 O95395 GCNT3_HUMANLumenal (Potential). 2CTGAAACTTTCTTTCAGGTTG0.473

+ 4 3241 NM_015042 NP_055857 O15014 ZN609_HUMAN 3AGTCATCATTCCCAAGTTAGA0.572

+ 3 845MAP2K1_uc010ujp.1_Missense_Mutation_p.P102SNM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0GTGCAACTCTCCGTACATCGT0.507

+ 9 2651_2652 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0GCGCGCTATGCCATCCAGCAGA0.574

- 7 620STRA6_uc002axi.2_Intron|STRA6_uc010ulh.1_Nonsense_Mutation_p.W184*|STRA6_uc002axj.2_Nonsense_Mutation_p.W185*|STRA6_uc010bji.2_Nonsense_Mutation_p.W146*|STRA6_uc002axl.2_Nonsense_Mutation_p.W78*|STRA6_uc002axm.2_Nonsense_Mutation_p.W146*|STRA6_uc002axn.2_Nonsense_Mutation_p.W137*|STRA6_uc010uli.1_Nonsense_Mutation_p.W183*|STRA6_uc010bjj.1_RNA|STRA6_uc010bjk.2_3'UTRNM_022369 NP_071764 Q9BX79 STRA6_HUMANExtracellular (Potential). 1CCAGTATCTTCCAGGCCCCTG0.612

- 3 278NRG4_uc010bkm.1_RNA|NRG4_uc002bbn.2_RNA|NRG4_uc010bkn.2_RNA|NRG4_uc010bko.2_RNA|NRG4_uc002bbp.2_RNANM_138573 NP_612640 Q8WWG1 NRG4_HUMANExtracellular (Potential).|EGF-like. 0CTACAAAATGGGCTGGGAATA0.393

- 25 3213SCAPER_uc010bkr.2_Missense_Mutation_p.G360R|SCAPER_uc002bbx.2_Missense_Mutation_p.G806R|SCAPER_uc002bbz.1_Missense_Mutation_p.G923RNM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3TTGAGAAGTCCAGTTGTCAAG0.388

- 5 691AP3B2_uc010uoi.1_Missense_Mutation_p.L172F|AP3B2_uc010uoj.1_Missense_Mutation_p.L140F|AP3B2_uc010uog.1_5'FlankNM_004644 NP_004635 Q13367 AP3B2_HUMAN 5TACCTGTAGAGTTTAGGGATG0.567

+ 14 1750ADAMTSL3_uc010bmt.1_Missense_Mutation_p.R509H|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.R509HNM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3. p.R509R(1) 27ATTAACCACCGCGGAGAGCAT0.458

- 7 1667POLG_uc002bnr.3_Missense_Mutation_p.S462LNM_002693 NP_002684 P54098 DPOG1_HUMAN 2ATCCATCAACGACTTCTTCAT0.602

+ 6 1301PDIA2_uc010bqt.1_5'UTR|PDIA2_uc002cgo.1_Missense_Mutation_p.E65KNM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2CCTGCTGGTGGAATTCTGTGA0.692

- 10 1441IFT140_uc002clz.2_Missense_Mutation_p.S11NNM_014714 NP_055529 Q96RY7 IF140_HUMAN WD 5. 5TGCCCCGGGGCTGCCCAGGAA0.582

- 4 592PRSS22_uc002crz.1_IntronNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CCTGAGATCCAGCAGTGGGTG0.607

+ 3 619C16orf68_uc002cza.2_IntronNM_024109 NP_077014 Q9BUU2 MET22_HUMAN 0GGCTGAAGCTCAGCTGGATGA0.592

- 30 4167MYH11_uc002ddv.2_Missense_Mutation_p.E1361K|MYH11_uc002ddw.2_Missense_Mutation_p.E1354K|MYH11_uc002ddx.2_Missense_Mutation_p.E1361K|MYH11_uc010bvg.2_Missense_Mutation_p.E1186K|NDE1_uc010uzy.1_3'UTR|NDE1_uc002dds.2_3'UTR|MYH11_uc010bvh.2_Missense_Mutation_p.E60K|NDE1_uc002ddz.1_RNANM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15TCCATCTCCTCGTCCAGCTGG0.592

+ 8 1249 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMANATP (By similarity). 2GGAGCTGTACGAAGGCTATGG0.617

+ 10 1452 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2TCAATTGCTATTTGGTAAGAG0.363

- 4 532ACSM2B_uc002dhk.3_Missense_Mutation_p.R108C|ACSM2B_uc010bwf.1_Missense_Mutation_p.R108CNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN p.R108C(1) 5ACTGCCACACGATCCCCACGC0.562 rs148136861



+ 12 1932ADCY7_uc002egc.1_Missense_Mutation_p.G555ENM_001114 NP_001105 P51828 ADCY7_HUMANCytoplasmic (Potential). 1GCCATTGAGGGGCTCAGCTCC0.602

- 2 2411SALL1_uc010vgr.1_Missense_Mutation_p.P697S|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8GGGGTGTTGGGGATCTGGCCT0.527

+ 6 1187NLRC5_uc010ccq.1_RNA|NLRC5_uc002ekn.2_Missense_Mutation_p.P126L|NLRC5_uc002ekl.2_Missense_Mutation_p.P126L|NLRC5_uc002ekm.2_Missense_Mutation_p.P126L|NLRC5_uc010ccr.1_RNANM_032206 NP_115582 Q86WI3 NLRC5_HUMAN NACHT. 7CCTGATGGCCCAGGCCCAGTC0.562

+ 15 1631ELMO3_uc002esb.2_Missense_Mutation_p.R513C|ELMO3_uc002esc.2_Missense_Mutation_p.R364C|uc010vjf.1_5'Flank|MIR328_hsa-mir-328|MI0000804_5'FlankNM_024712 NP_078988 Q96BJ8 ELMO3_HUMAN ELMO. 0GCAGCTGGCCCGCACTCTGGC0.662

- 6 973 NM_000229 NP_000220 P04180 LCAT_HUMAN 0GAGGTCACGTGACTGCAGCCA0.577

- 5 1220 MLKL_uc002fdc.2_IntronNM_152649 NP_689862 Q8NB16 MLKL_HUMANProtein kinase. 2CAGGATGTTGGGAGATTCGAA0.353

- 4 571COTL1_uc002fie.2_3'UTR|COTL1_uc010chk.2_RNA|COTL1_uc002fif.1_RNANM_021149 NP_066972 Q14019 COTL1_HUMAN 1GGGTTACTCCGTCTGGGCGTC0.612

+ 5 350CTU2_uc002fln.2_Missense_Mutation_p.A101V|CTU2_uc010chz.2_Missense_Mutation_p.A101V|CTU2_uc010cia.2_Missense_Mutation_p.A14VNM_001012759 NP_001012777 Q2VPK5 CTU2_HUMAN 1CAAGATTCTGCCAAAAGACTG0.562

+ 10 1524SERPINF2_uc010vqr.1_Missense_Mutation_p.D419NNM_000934 NP_000925 P08697 A2AP_HUMAN 0CATGGAGGAGGATTACCCCCA0.602

- 1 935 NM_003555 NP_003546 P47890 OR1G1_HUMANCytoplasmic (Potential). 0CCACTAAGGGGAATGAATTTT0.423

+ 7 958SPNS3_uc002fxu.2_Missense_Mutation_p.N178SNM_182538 NP_872344 Q6ZMD2 SPNS3_HUMAN 1CCGTGCAGCAACCCCGACAGG0.642

- 2 362ASGR2_uc002gem.1_5'UTR|ASGR2_uc002gen.1_Intron|ASGR2_uc002geo.1_Missense_Mutation_p.P33S|ASGR2_uc002ger.3_Missense_Mutation_p.P33S|ASGR2_uc002geq.3_Intron|ASGR2_uc010clw.2_Intron|ASGR2_uc010vtl.1_IntronNM_001181 NP_001172 P07307 ASGR2_HUMANCytoplasmic (Potential). 1CCTCTCCTGGGATTCAGCCTG0.517

+ 9 1649_1650EIF4A1_uc002gho.1_5'UTR|EIF4A1_uc002ghr.1_5'Flank|EIF4A1_uc002ghq.1_5'Flank|EIF4A1_uc002ghp.1_5'FlankNM_015670 NP_056485 Q9H4L4 SENP3_HUMAN Protease. 2CTGCTAATCCCCATCCACCTGG0.505

- 21 3310_3311C17orf68_uc010cnv.2_RNANM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0AGGTCACCACGGCTTCGGCAGT0.579

+ 21 2759_2760PFAS_uc010vuv.1_Missense_Mutation_p.S449F|PFAS_uc002gks.2_5'UTRNM_012393 NP_036525 O15067 PUR4_HUMAN 5CAGTGCTTCTCCCAGCTTGGGG0.649

+ 9 1394USP43_uc002gma.3_Missense_Mutation_p.S154F|USP43_uc010vva.1_Missense_Mutation_p.S465F|USP43_uc010coe.2_Missense_Mutation_p.S262FNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5GTGGGACTCTCTGTGGCCTGC0.502

- 3 144 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMANMyosin head-like. 11CGAAGGTAGGGAGCAGCTTCG0.498

- 5 525 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMANMyosin head-like. 21CTTTTTGCCTCGGTAGGCTGT0.512

- 27 3757uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.G1210E|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14AATCTGCTCCCCAAGCTCGGC0.532

- 21 2506uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R793Q|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN IQ. 14GGCCTGGGTTCGGGTAATCAG0.473

- 15 1897 NM_002470 NP_002461 P11055 MYH3_HUMANMyosin head-like. 7GTACAGCCCAACCACAGTCTC0.552

+ 52 10310DNAH9_uc010coo.2_Splice_Site_p.K2708_spliceNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20CCAGCTGAAAGTACGTATGGc0.348

+ 7 871RICH2_uc010vvk.1_Missense_Mutation_p.E182K|RICH2_uc010vvl.1_Missense_Mutation_p.E182K|RICH2_uc002gns.3_Intron|RICH2_uc010vvm.1_Missense_Mutation_p.E182K|RICH2_uc010vvn.1_RNANM_014859 NP_055674 Q17R89 RHG44_HUMAN BAR. 0CCTCAGGGAAGAAATGGAAGA0.547

+ 14 2031MPRIP_uc002gqv.1_Missense_Mutation_p.V659I|MPRIP_uc002gqw.1_Missense_Mutation_p.V414INM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANInteraction with RHOA. 0CATCGCCCCCGTCCACCTGTC0.602

- 12 1551TOP3A_uc010cpz.1_5'UTR|TOP3A_uc010vxr.1_5'UTR|TOP3A_uc002gsw.1_Intron|TOP3A_uc010vxs.1_Missense_Mutation_p.F339YNM_004618 NP_004609 Q13472 TOP3A_HUMAN 3GCAAGCCAGGAAATGGCGAAC0.537

+ 11 2082EPN2_uc002gve.3_Missense_Mutation_p.P488L|EPN2_uc002gvf.3_Missense_Mutation_p.P260L|EPN2_uc010vyo.1_Missense_Mutation_p.P253L|EPN2_uc010vyp.1_Missense_Mutation_p.P481L|EPN2_uc010vyq.1_Missense_Mutation_p.P482L|EPN2_uc002gvh.1_Intron|EPN2_uc002gvj.3_IntronNM_014964 NP_055779 O95208 EPN2_HUMAN6 X 3 AA repeats of [DE]-P-W.|3 X 3 AA repeats of N-P-F.1CCAGGTGCTCCCGCCACCTCG0.517

- 3 524 NM_173624 NP_775895 0CTCCAGCTTCCAGTTCTTGGT0.542

- 14 3151PHF12_uc010wbb.1_Missense_Mutation_p.S856LNM_001033561 NP_001028733 Q96QT6 PHF12_HUMAN 1GGTCTTCTCCGAGAAGTCACA0.507

- 2 1746NUFIP2_uc002hdx.3_IntronNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4GTTCCTGAGGGAATTATTTCA0.453

- 4 668SLFN11_uc010ctq.2_Missense_Mutation_p.D76N|SLFN11_uc002hjh.3_Missense_Mutation_p.D76N|SLFN11_uc002hjg.3_Missense_Mutation_p.D76N|SLFN11_uc010ctr.2_Missense_Mutation_p.D76NNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3TGTTCTAAATCCAGTCCCATC0.438

- 4 2584SLFN13_uc010wch.1_Missense_Mutation_p.P752S|SLFN13_uc002hjl.2_Missense_Mutation_p.P752S|SLFN13_uc010ctt.2_Missense_Mutation_p.P434S|SLFN13_uc002hjm.2_Missense_Mutation_p.P421SNM_144682 NP_653283 Q68D06 SLN13_HUMAN 2TTAATTGGAGGATTTTCTATA0.393

- 5 2251 NM_001145027 NP_001138499 1 TCTTCACATATTAATTGCTTA0.418

+ 7 1091CASC3_uc010cws.1_Missense_Mutation_p.P266S|CASC3_uc002hue.2_Missense_Mutation_p.P266SNM_007359 NP_031385 O15234 CASC3_HUMANNecessary for RNA-binding, interaction with MAGOH and localization in nucleus speckles.|Sufficient to form the EJC.1ATATGGGAGTCCTCCACAAAG0.368

- 7 1735KRT10_uc010cxd.2_RNA|TMEM99_uc002hvj.1_5'FlankNM_000421 NP_000412 P13645 K1C10_HUMANSer-rich.|Gly-rich.|Tail. 0GGACCCGGAAGAGGAGGACTT0.313 rs112018671

- 5 967 NM_021013 NP_066293 O76011 KRT34_HUMAN Rod.|Coil 2. 1TTGACTGTGCGTCTCAGCTCG0.582

- 12 1798JUP_uc010wfs.1_Intron|HAP1_uc002hxn.1_Missense_Mutation_p.E544K|HAP1_uc002hxo.1_Missense_Mutation_p.E527K|HAP1_uc002hxp.1_Missense_Mutation_p.E519KNM_177977 NP_817084 P54257 HAP1_HUMAN Glu-rich. 2AGCTCCAGTTCCACCTCCTCC0.622

+ 3 516CD300LG_uc002iel.1_Intron|CD300LG_uc010czk.2_Missense_Mutation_p.G159R|CD300LG_uc010wil.1_Intron|CD300LG_uc010czl.2_IntronNM_145273 NP_660316 Q6UXG3 CLM9_HUMANExtracellular (Potential). 0CCAGCCCCCAGGATTGAGTGA0.572

+ 4 551CRHR1_uc010wjx.1_5'UTR|CRHR1_uc002ijp.2_Intron|CRHR1_uc002ijm.2_Missense_Mutation_p.R96C|CRHR1_uc002ijn.2_Missense_Mutation_p.R56C|CRHR1_uc010dar.2_Missense_Mutation_p.R96C|CRHR1_uc010dao.2_Intron|CRHR1_uc010daq.2_5'UTR|CRHR1_uc010das.1_RNA|CRHR1_uc002ijo.1_IntronNM_001145146 NP_001138618 P34998 CRFR1_HUMANExtracellular (Potential).p.R96S(1) 3CTGGGCCGCCCGCGTGAATTA0.642

+ 6 903MAPT_uc010dau.2_Missense_Mutation_p.D195N|MAPT_uc002ijs.3_Intron|MAPT_uc002ijx.3_Intron|MAPT_uc002ijt.3_Intron|MAPT_uc002iju.3_Intron|MAPT_uc002ijv.3_IntronNM_016835 NP_058519 P10636 TAU_HUMAN 1GCTTCTAGGAGACCTGCACCA0.682

+ 10 1551 ITGB3_uc010wkr.1_RNANM_000212 NP_000203 P05106 ITB3_HUMANI.|Extracellular (Potential).|Cysteine-rich tandem repeats.6CCAGCAGGACGAATGCAGCCC0.627 rs150951945

- 2 762HOXB3_uc010wlm.1_5'Flank|HOXB3_uc010dbf.2_5'Flank|HOXB3_uc010dbg.2_5'FlankNM_002147 NP_002138 P09067 HXB5_HUMAN Homeobox. 0ATCTGGCGCTCGGACAGGCAG0.577

+ 13 3274CACNA1G_uc002iri.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irj.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irl.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irm.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irn.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002iro.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irp.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irq.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irr.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irs.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irt.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irv.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irw.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002iru.1_Nonsense_Mutation_p.Q968*|CACNA1G_uc002irx.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002iry.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002irz.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002isa.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002isb.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002isc.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002isd.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002ise.1_Nonsense_Mutation_p.Q881*|CACNA1G_uc002isf.1_Nonsense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANCytoplasmic (Potential). 1GGAGGGCTTCCAGGCGGAGGT0.587

+ 12 1696ABCC3_uc002isk.3_Nonsense_Mutation_p.W539*NM_003786 NP_003777 O15438 MRP3_HUMANHelical; Name=10; (By similarity).|ABC transmembrane type-1 1.4ACCTTCACCTGGATGTGCAGC0.662

+ 3 130 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2TTTGCACAGAGGCTGAGCCAC0.433

+ 8 1631TBX4_uc010ddo.2_Missense_Mutation_p.S530F|TBX4_uc010woy.1_Missense_Mutation_p.S530FNM_018488 NP_060958 P57082 TBX4_HUMAN 2CGAGAATCTTCCTTACAGTAC0.532

- 9 1740MED13_uc002izp.2_Missense_Mutation_p.P171SNM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2TGACTCTGAGGAGTTGAAGGT0.458

+ 9 1466ACE_uc010wpi.1_Intron|ACE_uc010ddu.1_Missense_Mutation_p.R299C|ACE_uc002jav.1_5'Flank|ACE_uc010ddv.1_5'Flank|ACE_uc010wpj.1_5'Flank|ACE_uc002jaw.1_5'Flank|ACE_uc010wpk.1_5'FlankNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 1. 4CTTTAGTGGGCGTACCCCCCC0.552



- 19 3844ABCA5_uc002jic.2_Nonsense_Mutation_p.Q99*|ABCA5_uc002jid.2_5'UTR|ABCA5_uc002jie.2_RNA|ABCA5_uc002jig.2_Nonsense_Mutation_p.Q876*|ABCA5_uc002jih.2_Nonsense_Mutation_p.Q876*|ABCA5_uc010dfe.2_Nonsense_Mutation_p.Q876*NM_018672 NP_061142 Q8WWZ7 ABCA5_HUMANHelical; (Potential). 4ATAAAAATCTGAACTGTGAAA0.308

- 19 2478C17orf28_uc002jmi.2_Missense_Mutation_p.D179N|C17orf28_uc010wrs.1_Missense_Mutation_p.D576NNM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0ACGTCGGTGTCGTACCAGACA0.622

- 1 186_187SUMO2_uc002jnf.2_Missense_Mutation_p.P6HNM_006937 NP_008868 P61956 SUMO2_HUMAN 0AGCTCACCTTGGGCTTTTCGTC0.698

+ 7 698ASPSCR1_uc002kcw.1_Missense_Mutation_p.P201S|ASPSCR1_uc002kcy.2_Missense_Mutation_p.P201S|ASPSCR1_uc002kcz.2_Intron|ASPSCR1_uc002kda.2_Missense_Mutation_p.P124S|ASPSCR1_uc002kdb.1_Missense_Mutation_p.P124SNM_024083 NP_076988 Q9BZE9 ASPC1_HUMAN 162CGCTCCACTTCCCTTGGAATC0.662

- 22 3143LAMA1_uc010wzj.1_Missense_Mutation_p.P493SNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 11. 21GTGTGAGGGGGGCAGACACAC0.552

- 1 1671 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1CTTCCTCCTCCCCGTGGAAGC0.512

+ 21 2559LAMA3_uc002kur.2_Missense_Mutation_p.P825SNM_198129 NP_937762 Q16787 LAMA3_HUMANDomain IV 1 (domain IV B). 11GAGTAAGGAGCCAGCCTTTGT0.433

- 16 3078DSC2_uc002kwk.3_3'UTRNM_024422 NP_077740 Q02487 DSC2_HUMANCytoplasmic (Potential). 3TTCTTCTTGTCGTTCACTGCA0.413

+ 13 2118DSG3_uc002kwt.2_5'FlankNM_001944 NP_001935 P32926 DSG3_HUMANCytoplasmic (Potential). 9CATCAGTGGGGAATTGAAGGA0.428

+ 5 654 NM_001943 NP_001934 Q14126 DSG2_HUMANExtracellular (Potential).|Cadherin 1. 9CAATGACAACGAACCAGTGTT0.373

+ 12 5081ASXL3_uc002kxq.2_Missense_Mutation_p.D1383NNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3TCACGAAGCAGACAAGGGCTT0.473

+ 8 1436_1437LIPG_uc010xdh.1_Missense_Mutation_p.T321INM_006033 NP_006024 Q9Y5X9 LIPE_HUMAN PLAT. 2CAGAATGCCACCAACACCTTCC0.559

+ 8 1183CTDP1_uc002lni.1_Missense_Mutation_p.H346Y|CTDP1_uc010drd.1_Missense_Mutation_p.H346YNM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0TTTAGTAAATCATTCTCGAGG0.493

- 12 1305RANBP3_uc002mdv.2_Nonsense_Mutation_p.Q79*|RANBP3_uc002mdx.2_Nonsense_Mutation_p.Q355*|RANBP3_uc002mdy.2_Nonsense_Mutation_p.Q292*|RANBP3_uc002mdz.2_Nonsense_Mutation_p.Q287*|RANBP3_uc010duq.2_Nonsense_Mutation_p.Q265*|RANBP3_uc002mea.2_Nonsense_Mutation_p.Q227*|RANBP3_uc010xix.1_Nonsense_Mutation_p.Q232*NM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN 1GTGGCCTCCTGGGACGAGGAC0.572

+ 15 1811PNPLA6_uc002mgq.1_Missense_Mutation_p.I491N|PNPLA6_uc010xjp.1_Intron|PNPLA6_uc002mgr.1_Missense_Mutation_p.I491N|PNPLA6_uc002mgs.2_Missense_Mutation_p.I530NNM_006702 NP_006693 Q8IY17 PLPL6_HUMANcNMP 2.|Cytoplasmic (Potential). 3GGCACCATCATTGCCCGCCAG0.612

+ 11 2508KIAA1543_uc002mgu.3_Missense_Mutation_p.D830N|KIAA1543_uc002mgw.2_5'FlankNM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN Pro-rich. 1GCCACCCCACGACGTAGACAG0.716

- 4 521CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.W128R|CD209_uc002mhr.2_Missense_Mutation_p.W128R|CD209_uc002mhs.2_Missense_Mutation_p.W128R|CD209_uc002mhu.2_Missense_Mutation_p.W152R|CD209_uc010dvq.2_Missense_Mutation_p.W152R|CD209_uc002mhq.2_Missense_Mutation_p.W152R|CD209_uc002mhv.2_Missense_Mutation_p.W128R|CD209_uc002mhx.2_Missense_Mutation_p.W108R|CD209_uc002mhw.2_Missense_Mutation_p.W108R|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|7 X approximate tandem repeats.|3.1GCCTTCAGCCAGGTCAGCTCC0.557

- 81 43373MUC16_uc010dwi.2_RNA|MUC16_uc010dwj.2_Missense_Mutation_p.D1190V|MUC16_uc010xki.1_RNANM_024690 NP_078966 Q8WXI7 MUC16_HUMANSEA 16.|Extracellular (Potential). 57ACACAGGGAGTCCACCCCGGT0.517

- 3 31148 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGACAGAGTAGCATCCCCAGG0.532

- 3 14344 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGGGCAAACCCCTCAGTCACC0.498

- 3 11893 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GAGCTGGTAACCTCCTTGATG0.453

- 1 5870 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGTGCTGTTTCCCATAGACAG0.502

+ 6 893CARM1_uc010dxn.2_RNA|CARM1_uc002mqa.2_Missense_Mutation_p.S39LNM_199141 NP_954592 Q86X55 CARM1_HUMAN 0ATCATCATCTCGGAGCCCATG0.597

+ 3 2106 NR_027049 0TCACACCTACGAACACATGAA0.438

- 4 1707ZNF20_uc002mte.1_Nonsense_Mutation_p.R487*|ZNF20_uc002mtg.1_Nonsense_Mutation_p.R522*NM_021143 NP_066966 P17024 ZNF20_HUMANC2H2-type 15. 0TCATGTTCTCGACATGAACTG0.398

- 5 787RFX1_uc010dzi.2_Missense_Mutation_p.A172DNM_002918 NP_002909 P22670 RFX1_HUMAN 2CGTGGGAAGAGCCTGGGGCCA0.527

- 14 1703ILVBL_uc010xof.1_Missense_Mutation_p.L169F|ILVBL_uc010dzw.2_Missense_Mutation_p.L421FNM_006844 NP_006835 A1L0T0 ILVBL_HUMANThiamine pyrophosphate binding (By similarity). 2AATTCGATGAGGCTGTAGCCA0.577

- 15 2656RASAL3_uc002nbd.2_Missense_Mutation_p.S197F|RASAL3_uc010eaa.1_Missense_Mutation_p.S345FNM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0CAGCGAGGCGGAGTCCCGGGT0.716

+ 1 432_433 NM_013939 NP_039227 O60403 O10H2_HUMANCytoplasmic (Potential). 3GCTCATGAGCCCACGGGGCTGC0.634

- 8 1263USHBP1_uc002nfr.1_Missense_Mutation_p.E10K|USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.E320KNM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1CTCCATGCTTCCTTTTCAGCT0.597

+ 9 845_846SSBP4_uc010ebp.2_3'UTR|SSBP4_uc002niz.2_Missense_Mutation_p.P181FNM_032627 NP_116016 Q9BWG4 SSBP4_HUMAN Pro-rich. 0GGTGACGCCTCCTCGTGGCATG0.678

- 4 818HAPLN4_uc002nmc.2_Missense_Mutation_p.R255CNM_023002 NP_075378 Q86UW8 HPLN4_HUMAN Link 1. 1GCGTTATGGCGATACCCGTAG0.701

+ 8 1279_1280CILP2_uc002nmw.3_Missense_Mutation_p.D405NNM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1AGCTCCCTGAGGACTGTGGTCA0.683

- 18 2104GMIP_uc010xrb.1_Missense_Mutation_p.P637S|GMIP_uc010xrc.1_Missense_Mutation_p.P634SNM_016573 NP_057657 Q9P107 GMIP_HUMAN Rho-GAP. 1TCAGGGCTGGGGCTGGGGGTC0.617

- 5 1656ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TCACCAGTATGAATTCTCTTA0.358

- 2 277ZNF208_uc002nqo.1_Missense_Mutation_p.L43P|ZNF208_uc002nqq.2_RNANM_007153 NP_009084 7ATTCTCACCCAGGAAGACCAG0.308

+ 4 494ZNF257_uc010ecy.2_Missense_Mutation_p.E77KNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN 0ATGTGAACATGAGAATTTACA0.363

+ 2 968ZNF536_uc010edd.1_Missense_Mutation_p.T277INM_014717 NP_055532 O15090 ZN536_HUMAN C2H2-type 3. 11TTCCGCTGTACCTTCTGCAAG0.667

+ 15 4353 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2ATCCAGCAGCCACAGCGACGA0.602

- 2 2165 NM_020862 NP_065913 Q9P244 LRFN1_HUMANCytoplasmic (Potential). 2CCGCCGGGCGCGGCGCGGGTA0.741

+ 2 261LGALS14_uc002omf.2_Missense_Mutation_p.S42FNM_020129 NP_064514 Q8TCE9 PPL13_HUMAN Galectin. 2CTGCCTGTTTCCTTGCCTGTT0.522

- 31 14265 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN TIL 11. 9CAGCTCACAGGGCAGGAGTCA0.637

+ 5 901CEACAM21_uc002orc.1_RNA|CEACAM21_uc002ord.1_RNA|CEACAM21_uc002orf.2_RNA|CEACAM21_uc002org.3_Missense_Mutation_p.D268NNM_001098506 NP_001091976 Q3KPI0 CEA21_HUMANCytoplasmic (Potential). 1TAGGGCCAGCGATCAGAGTGA0.532

- 2 421PSG3_uc002ouf.2_RNA|PSG1_uc002oug.1_Intron|PSG3_uc010eil.2_Missense_Mutation_p.G119RNM_021016 NP_066296 Q16557 PSG3_HUMAN Ig-like V-type. 2GTTTCTCGTCCACTGTATGCA0.453

- 3 498PSG3_uc002ouf.2_Intron|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Missense_Mutation_p.S156F|PSG6_uc002ovi.2_Missense_Mutation_p.S150F|PSG6_uc010xwk.1_Intron|PSG11_uc002ovk.1_Intron|PSG6_uc002ove.1_5'UTR|PSG6_uc002ovf.1_Missense_Mutation_p.S149F|PSG6_uc002ovg.1_Missense_Mutation_p.S149FNM_002782 NP_002773 Q00889 PSG6_HUMANIg-like C2-type 1. 2GCTGGAGATGGAGGGCTTGGG0.507

- 10 1083 NM_138568 NP_612635 Q2M3D2 EX3L2_HUMAN 1AGGGCTCCCTCCTCAGAGAGT0.672

+ 2 972DHX34_uc010elc.1_Nonsense_Mutation_p.Q211*NM_014681 NP_055496 Q14147 DHX34_HUMANHelicase ATP-binding. 5GGCGTGCACCCAGCCCCGGCG0.637



+ 2 257CPT1C_uc002ppl.3_Missense_Mutation_p.G18R|CPT1C_uc002ppi.2_5'UTR|CPT1C_uc002ppk.2_Missense_Mutation_p.G18R|CPT1C_uc010eng.2_Missense_Mutation_p.G18R|CPT1C_uc010enh.2_Missense_Mutation_p.G18R|CPT1C_uc010ybc.1_5'UTRNM_152359 NP_689572 Q8TCG5 CPT1C_HUMANCytoplasmic (Potential). 3GACCTCGGACGGGGCTGAAGT0.587

- 7 876KLK6_uc010eoj.2_Silent_p.T77T|KLK6_uc002puh.2_Missense_Mutation_p.H215Y|KLK6_uc002puj.2_Missense_Mutation_p.H99Y|KLK6_uc010ycn.1_Missense_Mutation_p.H99Y|KLK6_uc002pul.2_Missense_Mutation_p.H206Y|KLK6_uc002pum.2_Missense_Mutation_p.H99YNM_001012964 NP_001012982 Q92876 KLK6_HUMAN Peptidase S1. 0CCTCGGAGGTGGTCTCCACAT0.383

- 6 603ZNF160_uc002qaq.3_Missense_Mutation_p.G63R|ZNF160_uc002qar.3_Missense_Mutation_p.G63R|ZNF160_uc002qas.3_Missense_Mutation_p.G63RNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN KRAB. 1GGCTCTTTCCCTTCCTCCAAC0.458

- 1 1411 NM_033341 NP_203127 Q96P09 BIRC8_HUMAN BIR. 1TGTTCCCAAGGATCTTCCTTG0.433

+ 7 2752ZNF331_uc002qby.1_Missense_Mutation_p.E440K|ZNF331_uc002qbz.1_Missense_Mutation_p.E440K|ZNF331_uc002qca.1_Missense_Mutation_p.E440K|ZNF331_uc010eqr.1_Missense_Mutation_p.E440K|ZNF331_uc002qcb.1_Missense_Mutation_p.E440K|ZNF331_uc002qcc.1_Missense_Mutation_p.E440K|ZNF331_uc002qcd.1_Missense_Mutation_p.E440KNM_018555 NP_061025 Q9NQX6 ZN331_HUMANC2H2-type 12. 6GAAATCCTACGAATGTAAGGA0.468

+ 7 1034PRKCG_uc010eqz.1_Missense_Mutation_p.S251F|PRKCG_uc010yef.1_Missense_Mutation_p.S251F|PRKCG_uc010yeg.1_Missense_Mutation_p.S251F|PRKCG_uc010yeh.1_Missense_Mutation_p.S138FNM_002739 NP_002730 P05129 KPCG_HUMAN C2. 9GACCGGACCTCCCGCAACGAC0.677

+ 1 124CACNG7_uc010era.1_Missense_Mutation_p.E37KNM_031896 NP_114102 P62955 CCG7_HUMAN 1GCTGTACATGGAAGAAGGCAC0.627

- 7 1489LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_Missense_Mutation_p.S408F|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_Missense_Mutation_p.S408F|LILRB2_uc010yet.1_Missense_Mutation_p.S292F|LILRB2_uc010yeu.1_RNANM_005874 NP_005865 Q8N423 LIRB2_HUMANExtracellular (Potential).|Ig-like C2-type 4. 1ACTGGGGTGAGACAGCAGGTA0.632

- 2 1440 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7GGTTATGCTTCCAATGGCCGG0.468

+ 3 1038ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.S272LNM_173632 NP_775903 Q68DI1 ZN776_HUMAN C2H2-type 3. 1TGTGATGAATCATTTTGGTAT0.388

- 4 1328CMPK2_uc002qyn.1_RNA|CMPK2_uc010yis.1_Intron|CMPK2_uc010ewv.2_Missense_Mutation_p.R407CNM_207315 NP_997198 Q5EBM0 CMPK2_HUMAN Potential. 0TACTTTTGACGAAACACACTG0.542

+ 14 1580TAF1B_uc002qzy.3_Missense_Mutation_p.L494F|TAF1B_uc010yja.1_Missense_Mutation_p.L239F|TAF1B_uc010exd.2_Missense_Mutation_p.L239FNM_005680 NP_005671 Q53T94 TAF1B_HUMAN 3TGGACACAGCCTTCAGGGAGT0.418

- 26 9693 NM_000384 NP_000375 P04114 APOB_HUMANHeparin-binding. 27ACAGCCAAAGGATTTGTGATG0.348

- 26 7164 NM_000384 NP_000375 P04114 APOB_HUMAN 27TCATACCTCTCGATTAACTCA0.373

- 26 5229 NM_000384 NP_000375 P04114 APOB_HUMAN 27GCGGCTTTCCCATCCAGACTG0.473

- 5 537 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27TGCTTCCCTTCTGGAATGGCC0.512

+ 1 2225 NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1TTACAAGTAGGGACTGACTTC0.428

+ 14 1631_1632ZNF512_uc010ylv.1_Missense_Mutation_p.P436L|ZNF512_uc010ylw.1_Missense_Mutation_p.P486L|ZNF512_uc002rlb.2_Missense_Mutation_p.P436L|ZNF512_uc010ylx.1_Missense_Mutation_p.P436L|ZNF512_uc002rlc.2_Missense_Mutation_p.P436L|ZNF512_uc010yly.1_Intron|ZNF512_uc010ylz.1_Missense_Mutation_p.P408LNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1ATTGAGCTTCCCGAGACAGAGC0.535

- 16 1740 NM_000379 NP_000370 P47989 XDH_HUMAN 8ATCGGCTGGGGGGTCTTTCTG0.498

+ 13 1696TTC27_uc010ymx.1_Missense_Mutation_p.L439F|TTC27_uc002ron.2_RNANM_017735 NP_060205 Q6P3X3 TTC27_HUMAN TPR 2. 1AGAAGAAATCCTTAGACAAGA0.373

- 15 2455SOS1_uc002rrj.3_Missense_Mutation_p.V419ANM_005633 NP_005624 Q07889 SOS1_HUMAN Ras-GEF. 10CACACTTCCAACTAATTCTGA0.333

- 6 923 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN Potential. 1TTAATTTTCTGGATTGTACTA0.343

+ 9 1415LHCGR_uc002rwu.3_Intron|LHCGR_uc002rwv.2_IntronNM_172196 NP_751946 Q9UNN4 TF2AY_HUMAN 0AGAAGGACATCGTTTAACACC0.244

- 2 153 NM_015717 NP_056532 Q9UJ71 CLC4K_HUMANCytoplasmic (Potential). 2GTTTTCCCCGGGACCAGAGAT0.552

- 24 3231SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.E1061K|SLC4A5_uc010ffc.1_Missense_Mutation_p.E980K|SLC4A5_uc002skp.1_Missense_Mutation_p.E959K|SLC4A5_uc002sks.1_Silent_p.R968RNM_021196 NP_067019 Q9BY07 S4A5_HUMANExtracellular (Potential). 9TCCTTTTTTTCCTTCTCTGGG0.527

+ 12 1851CTNNA2_uc010yse.1_Missense_Mutation_p.V616M|CTNNA2_uc010ysf.1_Missense_Mutation_p.V616M|CTNNA2_uc010ysg.1_Missense_Mutation_p.V616M|CTNNA2_uc010ysi.1_Missense_Mutation_p.V248MNM_004389 NP_004380 P26232 CTNA2_HUMAN 9CTCTCGCCTGGTGTATGATGG0.522

+ 5 1039uc002stv.1_Intron|TEKT4_uc010fhr.1_RNANM_144705 NP_653306 Q8WW24 TEKT4_HUMAN Potential. 3GACACTGCGGGAAATCACAGA0.607

+ 16 2548VWA3B_uc002syk.1_RNA|VWA3B_uc002syl.1_Nonsense_Mutation_p.Q281*|VWA3B_uc002sym.2_Nonsense_Mutation_p.Q762*|VWA3B_uc002syn.1_RNA|VWA3B_uc010yvi.1_Nonsense_Mutation_p.Q419*|VWA3B_uc002syp.1_Nonsense_Mutation_p.Q154*|VWA3B_uc002syq.1_Nonsense_Mutation_p.Q38*|VWA3B_uc002syr.1_Nonsense_Mutation_p.Q79*NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6TCAAAAGGTTCAGAAAAAGAA0.413

- 23 3753AFF3_uc002taf.2_Missense_Mutation_p.D1198NNM_002285 NP_002276 P51826 AFF3_HUMAN 6TCCCAGTAGTCGTAGCTGTGC0.547

+ 2 218 NM_024065 NP_076970 Q9H2J4 PDCL3_HUMAN 0GGCAGAAGAGGAGCAGCGCAT0.522

+ 4 531_532WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNA|WASH2P_uc010fkz.1_RNA|WASH2P_uc002tkf.2_RNANM_182905 NP_878908 0GTCGACCCCTCCGGTGGCCGGG0.574

+ 24 4205CNTNAP5_uc010flu.2_Missense_Mutation_p.E1282KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANCytoplasmic (Potential). 10GGAATATCCAGAAAATTTGGA0.433

+ 5 1363 NM_080386 NP_525125 Q13748 TBA3C_HUMAN 0GGAGAGTTCTCTGAGGCCCGC0.582

+ 4 1148THSD7B_uc010zbj.1_Intron|THSD7B_uc002tvb.2_Missense_Mutation_p.S273FNM_001080427 NP_001073896 p.S414F(1) 7TGCCAAGTCTCTCTCCTCCTC0.493

+ 25 3063_3064RIF1_uc002txl.2_Missense_Mutation_p.S978F|RIF1_uc002txn.2_Missense_Mutation_p.S978F|RIF1_uc002txo.2_Missense_Mutation_p.S978FNM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15ATGGAGGAATCCAGTGGACCAT0.337

- 66 9669 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 86. 20TTGACCACATCCATAGACCCA0.463

- 41 5059 NM_004543 NP_004534 P20929 NEBU_HUMAN 20GTGGTACTTGGTCTTGCTGGC0.468

+ 5 2203GALNT5_uc010zci.1_RNANM_014568 NP_055383 Q7Z7M9 GALT5_HUMANLumenal (Potential). 4GAGAACAATTCCTCCAGATGT0.343

- 39 5530LY75_uc010fos.2_Missense_Mutation_p.V1765I|CD302_uc002uba.2_Missense_Mutation_p.V180I|CD302_uc010zco.1_Missense_Mutation_p.V122INM_002349 NP_002340 O60449 LY75_HUMAN 0GTCAAAATTACCGTGCTAGCA0.368

- 15 1844DPP4_uc010fpb.2_Missense_Mutation_p.G104ENM_001935 NP_001926 P27487 DPP4_HUMANExtracellular (Potential). 3AAGATTCCTTCCTCCTGGCAT0.303

- 17 3471 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13TTATCTTTTTCCTTGAGGAAA0.393

+ 8 1516XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R325C|XIRP2_uc010fpq.2_Missense_Mutation_p.R278C|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14TGAATTAAACCGTTTATATAA0.373

+ 8 2992XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.Q817K|XIRP2_uc010fpq.2_Missense_Mutation_p.Q770K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14GTATGCCATTCAAGATCCCCT0.393

+ 19 2307MYO3B_uc002ufv.2_Missense_Mutation_p.D709N|MYO3B_uc010fqb.1_Missense_Mutation_p.D709N|MYO3B_uc002ufz.2_Missense_Mutation_p.D722N|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMANMyosin head-like. 19GGGGATCTTGGATATCTTTGG0.403

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0CTACTTGTGCCGGCCGCGCCG0.592

- 7 985PRKRA_uc002umc.2_Missense_Mutation_p.D94N|PRKRA_uc002umd.2_Missense_Mutation_p.D237N|PRKRA_uc002ume.2_Missense_Mutation_p.D251N|PRKRA_uc002umg.2_Missense_Mutation_p.D149N|PRKRA_uc002umh.1_5'FlankNM_003690 NP_003681 O75569 PRKRA_HUMANDRBM 3.|Sufficient for self-association and interaction with TARBP2.2AAAATCATACCTATATCCAAA0.294

- 78 19870TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Splice_Site_p.E3210_spliceNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CGTGGAGGTTCTGATGAAAGA0.428



- 31 7428TTN_uc010zfh.1_Missense_Mutation_p.H2356Y|TTN_uc010zfi.1_Missense_Mutation_p.H2356Y|TTN_uc010zfj.1_Missense_Mutation_p.H2356Y|TTN_uc002unb.2_Missense_Mutation_p.H2402Y|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCACAATGTGAACCCTGTCA0.463

- 42 3123COL5A2_uc010frx.2_Missense_Mutation_p.H526YNM_000393 NP_000384 P05997 CO5A2_HUMAN 2ACACGCCCATGAGAGCCAGGG0.612

- 39 2883COL5A2_uc010frx.2_Missense_Mutation_p.G446RNM_000393 NP_000384 P05997 CO5A2_HUMAN 2CCAGCATCTCCCTTCTGTCCT0.443

- 7 1244 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1GGAGACCCATCCATCTCGGAA0.512

+ 26 2972AOX1_uc010zhf.1_Missense_Mutation_p.K513N|AOX1_uc010fsu.2_Missense_Mutation_p.K323NNM_001159 NP_001150 Q06278 ADO_HUMAN 6ACATGTACAAGGAAATTGATC0.368

+ 12 1737PIKFYVE_uc010fun.1_Missense_Mutation_p.H208Y|PIKFYVE_uc002vcy.1_Intron|PIKFYVE_uc002vcv.2_Missense_Mutation_p.H430Y|PIKFYVE_uc002vcw.2_Missense_Mutation_p.H527Y|PIKFYVE_uc002vcx.2_Missense_Mutation_p.H441YNM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10CGTGAACTTCCATATCAAGAA0.532

+ 42 6363 NM_015040 NP_055855 Q9Y2I7 FYV1_HUMANCatalytic.|PIPK. 10AGTGGTGTCTCCGGAGTTGTA0.433

+ 7 1261MAP2_uc002vdc.1_Missense_Mutation_p.S338L|MAP2_uc002vdd.1_Intron|MAP2_uc002vdf.1_Intron|MAP2_uc002vdg.1_Intron|MAP2_uc002vdh.1_Intron|MAP2_uc002vdi.1_Missense_Mutation_p.S334LNM_002374 NP_002365 P11137 MAP2_HUMAN 17ACAGAAACATCGCCCTTTGCC0.438 rs144486691

- 5 824 NM_001608 NP_001599 P28330 ACADL_HUMAN 0CACCTTGCTTCCATTGAGAAT0.323

- 1 169 NM_079420 NP_524144 P05976 MYL1_HUMAN 1gcAGCCGCAGCCGCAGCCACA0.313

+ 32 4036CPS1_uc010fur.2_Missense_Mutation_p.P1308S|CPS1_uc010fus.2_Missense_Mutation_p.P851SNM_001875 NP_001866 P31327 CPSM_HUMAN 13TCCCATAATTCCTGCTGACTA0.343

+ 1 41_42C2orf62_uc002vhs.2_5'FlankNM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0TGTCCTCCAAGGTTTACTCCAC0.574

+ 3 1058 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2CCCAGCCCTGCCCACAGCCAG0.657

- 27 4489 NM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4GCAATTTCCTCGTTCTTGGAG0.532

+ 25 2570SP100_uc002vqu.1_Intron|SP100_uc010fxp.1_IntronNM_003113 NP_003104 P23497 SP100_HUMAN HMG box 2. 5TGGAATAACACCGCTGCAGCT0.289

+ 11 1666 ALPP_uc002vsr.2_RNA NM_001632 NP_001623 P05187 PPB1_HUMAN 1CCTGGCGCCCCCCGCCGGCAC0.736

+ 1 153UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Missense_Mutation_p.S36NNM_019075 NP_061948 Q9HAW8 UD110_HUMAN 3ATGGATGGGAGTCACTGGTTC0.567

+ 1 389UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Missense_Mutation_p.G115CNM_019075 NP_061948 Q9HAW8 UD110_HUMAN 3TTCATCCAGTGGTTTTCTTGA0.378

+ 9 1037LRRFIP1_uc002vxc.2_Missense_Mutation_p.E377K|LRRFIP1_uc010znm.1_Missense_Mutation_p.E193K|LRRFIP1_uc002vxd.2_Missense_Mutation_p.E225K|LRRFIP1_uc002vxf.2_Missense_Mutation_p.E193KNM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN Potential. 3GGAAATGCTCGAGGTAGGTAG0.368

+ 3 367 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4GGATTTATTAGAGCCATTTTT0.338

- 13 2479FERMT1_uc002wmq.2_Missense_Mutation_p.E117K|FERMT1_uc010gbt.2_Missense_Mutation_p.E307KNM_017671 NP_060141 Q9BQL6 FERM1_HUMAN FERM. 3AGGCCAAACTCAGGCAGTGAC0.547

- 5 1114PAK7_uc002wnk.2_Missense_Mutation_p.S190F|PAK7_uc002wnj.2_Missense_Mutation_p.S190F|PAK7_uc010gby.1_Missense_Mutation_p.S190FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23GGCAAAATCGGATTTCAAAGG0.473

- 2 176SEL1L2_uc002woq.3_5'UTR|SEL1L2_uc010zrl.1_Missense_Mutation_p.E32K|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential). 2ACATTTCTTTCCTTTTGTCTT0.254

+ 6 706 NM_020689 NP_065740 Q9HC58 NCKX3_HUMANHelical; (Potential).|Alpha-1. 1TGTGTTTCAGGGGTCTTCATC0.522

+ 3 1280GZF1_uc002wsy.2_Missense_Mutation_p.H369R|GZF1_uc010zsq.1_Intron|GZF1_uc010zsr.1_Intron|GZF1_uc002wsz.2_Missense_Mutation_p.H369RNM_022482 NP_071927 Q9H116 GZF1_HUMAN C2H2-type 2. 1CACCAGCGCCACGTGCACAGC0.652

- 22 3892NINL_uc010gdn.1_Missense_Mutation_p.A924V|NINL_uc002wuw.1_Missense_Mutation_p.A64VNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5GCGCCTCCTGGCCTGCTCTCC0.677

+ 6 639TTLL9_uc002wwy.1_RNA|TTLL9_uc002wwz.1_RNA|TTLL9_uc002wxa.1_RNA|TTLL9_uc002wxb.1_RNA|TTLL9_uc010zto.1_RNA|TTLL9_uc002wxc.2_Intron|TTLL9_uc010ztp.1_RNA|TTLL9_uc010ztq.1_RNANM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2CGTGAGGCAGGAAAGCTGGAG0.552

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1GATTCCCTTTCCCCGCGCCTG0.607

- 24 3005C20orf132_uc002xgk.2_Missense_Mutation_p.P594SNM_152503 NP_689716 Q9H579 CT132_HUMAN 0CTTCTGATGGGAAGTTTTGGG0.373

+ 3 360TOX2_uc010ggo.2_Missense_Mutation_p.P106S|TOX2_uc002xle.3_Missense_Mutation_p.P64S|TOX2_uc010ggp.2_Missense_Mutation_p.P64S|TOX2_uc002xlg.2_Missense_Mutation_p.P64SNM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1CGGTCTGCTCCCTGCCTACTC0.647

+ 8 1128_1129PABPC1L_uc010zwq.1_RNA|PABPC1L_uc002xmv.2_RNA|PABPC1L_uc002xmw.2_5'Flank|PABPC1L_uc002xmx.2_5'FlankNM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1GCGACAAAGGCCGTGACAGAGA0.564

+ 2 1637SEMG2_uc002xnk.2_Missense_Mutation_p.S527F|SEMG2_uc002xnl.2_Missense_Mutation_p.S407FNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|3-2. 1AAAGGAAAGTCTGGTCAATCT0.378

+ 2 176MATN4_uc002xnn.2_5'UTR|MATN4_uc002xno.2_5'UTR|MATN4_uc002xnp.2_5'UTR|MATN4_uc010zwr.1_5'Flank|MATN4_uc002xnr.1_5'UTR|RBPJL_uc002xnt.2_Missense_Mutation_p.R35KNM_014276 NP_055091 Q9UBG7 RBPJL_HUMAN 1GAAGCCGACAGGCGGAGCCTC0.652

- 13 1752SLC13A3_uc010ghn.1_Nonsense_Mutation_p.Q541*|SLC13A3_uc010zxw.1_Nonsense_Mutation_p.Q522*|SLC13A3_uc002xsg.1_Nonsense_Mutation_p.Q525*|SLC13A3_uc010gho.1_Nonsense_Mutation_p.Q490*|SLC13A3_uc002xse.1_Nonsense_Mutation_p.Q63*|SLC13A3_uc010ghm.1_Nonsense_Mutation_p.Q159*|SLC13A3_uc010zxv.1_Nonsense_Mutation_p.Q157*NM_022829 NP_073740 Q8WWT9 S13A3_HUMANExtracellular (Potential). 1GTGCCCAGCTGGAAGATGGTC0.557

- 21 3040FAM65C_uc010zyt.1_Missense_Mutation_p.E912KNM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2AGTGTGGTTTCCCGGGCTGCC0.602

+ 7 2222CASS4_uc002xxr.2_Missense_Mutation_p.P666L|CASS4_uc010zze.1_Missense_Mutation_p.P612L|CASS4_uc010gio.2_Missense_Mutation_p.P229LNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3CAACAGACTCCTGAGAGGAAA0.527

- 7 980 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2AGCTTGGCTTGATAACCTGAG0.323

+ 18 2749NCAM2_uc011acb.1_Missense_Mutation_p.D692NNM_004540 NP_004531 O15394 NCAM2_HUMANCytoplasmic (Potential). 4AAAAGAAGACGACAGCAAAGC0.358

- 1 210 NM_181621 NP_853652 Q52LG2 KR132_HUMAN5 X 10 AA approximate repeats.|2. 0CTGGTGGGCTCCCAGCAGATC0.607

- 5 2362RUNX1_uc002yui.2_Missense_Mutation_p.G198R|RUNX1_uc010gmu.2_Missense_Mutation_p.G289R|RUNX1_uc010gmv.2_Missense_Mutation_p.G289R|RUNX1_uc002yuj.3_Missense_Mutation_p.G157R|RUNX1_uc002yuk.3_Missense_Mutation_p.G289R|RUNX1_uc002yul.1_Missense_Mutation_p.G54R|RUNX1_uc002yum.1_Missense_Mutation_p.G93RNM_001001890 NP_001001890 Q01196 RUNX1_HUMANPro/Ser/Thr-rich.p.Q262*(1) 387GCAATGGATCCCAGGTATTGG0.517

- 3 457KCNJ6_uc002ywo.2_Missense_Mutation_p.N135SNM_002240 NP_002231 P48051 IRK6_HUMANExtracellular (By similarity). 1CCCGTTGAGGTTGGTAACACA0.478

- 16 3442DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 2.|Extracellular (Potential). 11GCTCTGAGATGATATAGGCTC0.517

- 14 1940PRDM15_uc002yzo.2_Missense_Mutation_p.P281L|PRDM15_uc002yzp.2_Missense_Mutation_p.P281L|PRDM15_uc002yzr.1_Missense_Mutation_p.P281LNM_022115 NP_071398 P57071 PRD15_HUMAN 0TTCCCCCCGGGGTGTGTCCTG0.562

- 2 273 NM_003225 NP_003216 P04155 TFF1_HUMAN 0CATACCTTCTGGAGGGACGTC0.483

+ 9 1280TRPM2_uc002zeu.1_Missense_Mutation_p.S356L|TRPM2_uc002zew.1_Missense_Mutation_p.S356L|TRPM2_uc010gpt.1_Missense_Mutation_p.S356L|TRPM2_uc002zex.1_Missense_Mutation_p.S142LNM_003307 NP_003298 O94759 TRPM2_HUMANCytoplasmic (Potential). 3GTGGAGGGCTCGGGCCGCGTG0.642 rs138507862

- 5 739C21orf29_uc010gpv.1_Missense_Mutation_p.A157TNM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0CTTGGGGTGGCGTCTGAGCCC0.672 rs146216896

+ 2 466DGCR8_uc010grz.2_Missense_Mutation_p.P39L|MIR1306_hsa-mir-1306|MI0006443_RNA|DGCR8_uc002zrj.2_5'FlankNM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for nuclear localization and retention.|Necessary for interaction with NCL.0CCACCACCTCCCCTGCAAACG0.637



+ 2 198UBE2L3_uc011aig.1_Intron|UBE2L3_uc002zuz.1_Missense_Mutation_p.P41S|UBE2L3_uc010gti.1_RNANM_003347 NP_003338 P68036 UB2L3_HUMAN 0GCTTATTGTTCCTGTGAGTAT0.413

- 7 714 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN 1TCAGAAGAACCTGGAAGCACA0.398

+ 14 1869CABIN1_uc002zzj.1_Missense_Mutation_p.G531E|CABIN1_uc002zzl.1_Missense_Mutation_p.G581ENM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5GGCAGATTTGGACCTGACTTC0.537

+ 4 530UPB1_uc003aae.2_Missense_Mutation_p.E69K|UPB1_uc011ajt.1_Missense_Mutation_p.E137KNM_016327 NP_057411 Q9UBR1 BUP1_HUMAN CN hydrolase. 2TCCTTGGACAGAATTTGCTGA0.502

- 6 685PES1_uc003aik.1_Missense_Mutation_p.P204L|PES1_uc003ail.1_Intron|PES1_uc003aim.1_Missense_Mutation_p.P204L|PES1_uc003ain.1_Missense_Mutation_p.P65L|PES1_uc003aio.1_Missense_Mutation_p.P65LNM_014303 NP_055118 O00541 PESC_HUMANSufficient for nucleolar localization. 0GAAGGCATAGGGAGTGATCCA0.567

+ 13 1728SLC5A1_uc011alz.1_Missense_Mutation_p.R372LNM_000343 NP_000334 P13866 SC5A1_HUMANHelical; (Potential). 1GGGATTTCACGTATGATTACT0.478

- 15 1442C22orf28_uc003amm.2_5'Flank|C22orf28_uc011ama.1_5'Flank|BPIL2_uc010gwo.2_Missense_Mutation_p.S238F|BPIL2_uc011amb.1_Missense_Mutation_p.S205FNM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2CTGCTTTGAGGATGTTTCATA0.473

+ 10 1115NCF4_uc003apz.3_3'UTRNM_000631 NP_000622 Q15080 NCF4_HUMAN 1GCGGCAGGCTCGTGGCCTCCC0.597

+ 8 1085CSF2RB_uc003aqc.3_Missense_Mutation_p.S296TNM_000395 NP_000386 P32927 IL3RB_HUMANExtracellular (Potential). 3GGAAGAGTGCTCCCCAGTGCT0.667

- 3 724POLR2F_uc003aum.2_Intron|SOX10_uc003auo.1_Missense_Mutation_p.D149GNM_006941 NP_008872 P56693 SOX10_HUMAN HMG box. 0GGGGCGCTTGTCACTTTCGTT0.627

+ 2 1203MGAT3_uc010gxy.2_Missense_Mutation_p.P322SNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GGACGAGATCCCGGCCCGTGA0.632

+ 4 474SAMM50_uc011aqd.1_5'UTRNM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1ATTGCTCCGTCTTGGAATTTT0.363

- 24 5787TUBGCP6_uc003bka.1_Missense_Mutation_p.P829S|TUBGCP6_uc010har.1_Missense_Mutation_p.P1751S|TUBGCP6_uc010has.1_RNANM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4GGGCCCCCAGGGGGCCCCCAG0.612

- 22 3605SRGAP3_uc003brg.1_Missense_Mutation_p.E953KNM_014850 NP_055665 O43295 SRGP2_HUMAN Potential. 9CTCTCGAGTTCCCGCAACTCG0.647

- 2 572C3orf24_uc003bva.1_Missense_Mutation_p.G116ENM_173472 NP_775743 Q96PS1 CC024_HUMAN 0TCTGAAAGTCCCGGTCCACTT0.517

- 23 3932ATP2B2_uc003bvv.2_Missense_Mutation_p.H1120N|ATP2B2_uc003bvw.2_Missense_Mutation_p.H1120N|ATP2B2_uc003bvs.2_RNA|ATP2B2_uc010hdo.2_Missense_Mutation_p.H870N|hsa-mir-378b|MI0014154_5'FlankNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6ATGAAGTTATGGATGGAGGTT0.537

+ 1 230SLC6A11_uc003bvy.1_Missense_Mutation_p.E66KNM_014229 NP_055044 P48066 S6A11_HUMANHelical; Name=1; (Potential). 4CGTGGCCGGGGAGATCATTGG0.552

+ 7 1336KCNH8_uc011awe.1_Missense_Mutation_p.E381K|KCNH8_uc010hex.1_5'UTR|KCNH8_uc011awf.1_Missense_Mutation_p.E12KNM_144633 NP_653234 Q96L42 KCNH8_HUMANExtracellular (Potential). 5TGGAAAAATGGAGAGGGAAGA0.408

+ 4 575RARB_uc003cdi.1_Missense_Mutation_p.S51L|RARB_uc003cdh.2_Missense_Mutation_p.S163LNM_016152 NP_057236 P10826 RARB_HUMAN Hinge. 3AAGGAGACTTCGAAGCAAGAA0.502

- 19 1779NEK10_uc003cds.1_5'UTRNM_199347 NP_955379 Q6ZWH5 NEK10_HUMAN Potential. 13GCTTTCAATATTTTCAGCAAT0.348

+ 6 736STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.L172FNM_003149 NP_003140 Q99469 STAC_HUMAN 4GACTTCAGATCTTGTGGAGGT0.478

- 12 2016SCN5A_uc003cin.2_Missense_Mutation_p.D608N|SCN5A_uc003cil.3_Missense_Mutation_p.D608N|SCN5A_uc010hhi.2_Missense_Mutation_p.D608N|SCN5A_uc010hhk.2_Missense_Mutation_p.D608N|SCN5A_uc011ayr.1_Missense_Mutation_p.D608N|SCN5A_uc010hhj.1_Missense_Mutation_p.D219NNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9GCCTCTGGGTCGCCTGCCCCC0.647

- 10 1672 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9AAAAGACTTACCTTTTTTTGG0.358

- 2 3150XIRP1_uc003cji.2_Missense_Mutation_p.D977N|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8ATGCTGGGGTCCAGTGGGGGA0.672

- 1 997_998CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_Missense_Mutation_p.E225KNM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2TCTAGCCACTCCCGGGGCCACA0.559

- 10 1733SLC6A20_uc003cow.2_Nonsense_Mutation_p.Q187*|SLC6A20_uc011baj.1_Nonsense_Mutation_p.Q500*NM_020208 NP_064593 Q9NP91 S6A20_HUMANExtracellular (Potential). 2TCCCAGGCTTGATACTTCAGG0.572

- 4 471FYCO1_uc011bal.1_Missense_Mutation_p.R89CNM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN RUN. 1TTGACAAAGCGGATCCCATCA0.507 rs141476300

- 14 1484SMARCC1_uc011bbd.1_Missense_Mutation_p.S347ANM_003074 NP_003065 Q92922 SMRC1_HUMAN SWIRM. 3TCAAACCATGATGCATAACTA0.433

+ 11 2069_2070DHX30_uc003crt.2_Missense_Mutation_p.P509L|MIR1226_hsa-mir-1226|MI0006313_5'FlankNM_138615 NP_619520 Q7L2E3 DHX30_HUMANHelicase ATP-binding. 4CAGAGCAACCCCAGCCTGGAGG0.624

- 48 11609_11610SLC26A6_uc003cug.2_Missense_Mutation_p.S444F|SLC26A6_uc003cuh.2_Missense_Mutation_p.S465F|SLC26A6_uc010hke.2_Missense_Mutation_p.S316F|SLC26A6_uc003cuk.2_Missense_Mutation_p.S358F|SLC26A6_uc003cui.2_Missense_Mutation_p.S465F|SLC26A6_uc003cuj.2_Missense_Mutation_p.S465F|SLC26A6_uc011bbp.1_Missense_Mutation_p.S429FNM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11CCTTCCAGAGGGAGCGCATGTC0.668

+ 31 3249 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0GATGGCCTATGAACTGTTCAG0.428

+ 21 3843ROBO2_uc003dpz.2_Missense_Mutation_p.S1071F|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.S1071F|ROBO2_uc003dqa.2_Missense_Mutation_p.S194FNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11AACAATGGATCCACTTGGGCC0.438

+ 1 460 NM_001005338 NP_001005338 A6NKK0 OR5H1_HUMANHelical; Name=4; (Potential). 2AGGTGGTATTCTTCATGCTTT0.373

+ 1 340 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMANHelical; Name=3; (Potential). 1GGAATGTTTTCTCTTGGCAAC0.398

- 8 1007SENP7_uc003duu.2_Missense_Mutation_p.S234F|SENP7_uc003duv.2_Missense_Mutation_p.S266F|SENP7_uc003duw.2_Missense_Mutation_p.S233F|SENP7_uc003dux.2_Missense_Mutation_p.S135FNM_020654 NP_065705 Q9BQF6 SENP7_HUMAN 5TGTCTTCCTGGAAATCAGAGT0.363

- 27 2713MORC1_uc011bhn.1_Nonsense_Mutation_p.Q855*NM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8TTTTCATATTGGACCATGTAA0.279

+ 4 714CD96_uc003dxv.2_Intron|CD96_uc003dxx.2_Intron|CD96_uc010hpy.1_IntronNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Ig-like V-type 2. 3TCTTCCTTAGGAAAACAGCAG0.428

+ 13 1432STXBP5L_uc011bji.1_Missense_Mutation_p.S431FNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 8. 9GTACTGTATTCTATAGGAGTC0.308

+ 23 2575STXBP5L_uc011bji.1_Missense_Mutation_p.S788FNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9CGAGAAAATTCCTATAATCGT0.284

+ 25 3246STXBP5L_uc011bji.1_Missense_Mutation_p.E1012KNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 14. 9TTTTACCAATGAAGGACAGGC0.403

- 13 5830GOLGB1_uc010hrc.2_Nonsense_Mutation_p.Q1907*|GOLGB1_uc003eej.3_Nonsense_Mutation_p.Q1868*|GOLGB1_uc011bjm.1_Nonsense_Mutation_p.Q1788*|GOLGB1_uc010hrd.1_Nonsense_Mutation_p.Q1866*NM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10AGTTCTTCTTGGATTTGCTGA0.368

- 14 2264SEMA5B_uc011bju.1_Missense_Mutation_p.P596S|SEMA5B_uc003ega.1_RNA|SEMA5B_uc003egb.1_Missense_Mutation_p.P654S|SEMA5B_uc010hro.1_Missense_Mutation_p.P596SNM_001031702 NP_001026872 Q9P283 SEM5B_HUMANExtracellular (Potential). 7TGGATGGCTGGCCCCAGGCAG0.607

- 7 788MYLK_uc011bjw.1_Missense_Mutation_p.R169Q|MYLK_uc003egp.2_Missense_Mutation_p.R169Q|MYLK_uc003egq.2_Missense_Mutation_p.R169Q|MYLK_uc003egr.2_Missense_Mutation_p.R169Q|MYLK_uc003egs.2_5'UTR|MYLK_uc010hrs.1_Missense_Mutation_p.R169QNM_053025 NP_444253 Q15746 MYLK_HUMANIg-like C2-type 2. 9GACCACAACTCGGCCCAGCTT0.562

+ 12 2534TF_uc011blt.1_Missense_Mutation_p.T142I|TF_uc003epw.1_Intron|TF_uc003epv.1_Missense_Mutation_p.T269INM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 1. 2CCTTCTCATACCGTCGTGGCC0.587

+ 3 1795 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7ATATACCAGCGAAGCTCCTCC0.592

+ 16 2003PLS1_uc003euz.2_Missense_Mutation_p.T615R|PLS1_uc003eva.2_Missense_Mutation_p.T615RNM_001145319 NP_001138791 Q14651 PLSI_HUMANCH 4.|Actin-binding 2. 1ATGGTTATGACGGTGTTTGCA0.388 rs149708405

+ 10 1491MED12L_uc011bnz.1_Missense_Mutation_p.H345Y|MED12L_uc003eyn.2_Missense_Mutation_p.H485Y|MED12L_uc003eyo.2_Missense_Mutation_p.H485YNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7GACACTTTATCATAAGATTTT0.343



- 7 1040IFT80_uc003fda.2_RNA|IFT80_uc003fdb.1_Missense_Mutation_p.I66F|IFT80_uc003fdd.1_5'UTR|IFT80_uc003fde.1_Missense_Mutation_p.I66FNM_020800 NP_065851 Q9P2H3 IFT80_HUMAN WD 4. 1GCAGATAAAATAAGATCATTG0.269

+ 13 1511PRKCI_uc003fgt.2_5'UTRNM_002740 NP_002731 P41743 KPCI_HUMAN Protein kinase. 5TCCTGAAATTTTAAGAGGAGA0.343

+ 6 770MFN1_uc010hxb.2_RNA|MFN1_uc003fjt.2_Missense_Mutation_p.T243M|MFN1_uc010hxc.2_Missense_Mutation_p.T68MNM_033540 NP_284941 Q8IWA4 MFN1_HUMANCytoplasmic (Potential). 3CTAATGAATACGGTAGGATTT0.358

- 2 86DCUN1D1_uc011bqn.1_5'UTRNM_020640 NP_065691 Q96GG9 DCNL1_HUMAN UBA-like. 1ATAAACTGACGAACTTTATCC0.308

- 5 1231 NM_014398 NP_055213 Q9UQV4 LAMP3_HUMANLumenal (Potential). 3GCACTTGAAGGAATGCCCGAC0.473

- 7 971EHHADH_uc011brs.1_Missense_Mutation_p.S219FNM_001966 NP_001957 Q08426 ECHP_HUMAN3-hydroxyacyl-CoA dehydrogenase. 3CCTTGCAAAAGAAATGACAAT0.418

- 7 699ETV5_uc003fpy.2_Missense_Mutation_p.P193LNM_004454 NP_004445 P41161 ETV5_HUMAN 5CTGAGGTGGGGGAAATAGGGG0.612

+ 10 2044 KNG1_uc003fqr.2_IntronNM_001102416 NP_001095886 P01042 KNG1_HUMAN 1GACACGACCTCCCCAAAATGT0.433

- 2 2996MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_Missense_Mutation_p.E728KNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0GACAGCAATTCGGTTGTTGAC0.552

+ 15 2196_2197ADD1_uc003gfn.2_RNA|ADD1_uc003gfo.2_3'UTR|ADD1_uc003gfp.2_3'UTR|ADD1_uc003gfq.2_Missense_Mutation_p.P701F|ADD1_uc003gfs.2_3'UTRNM_001119 NP_001110 P35611 ADDA_HUMAN 1ACCCCCAAGCCCCACTGAGGCC0.649

- 6 767SLC2A9_uc003gmd.2_Missense_Mutation_p.G207RNM_020041 NP_064425 Q9NRM0 GTR9_HUMANHelical; Name=6; (Potential). 3ACAATCACTCCAAACAGGTAT0.587

- 2 197KCNIP4_uc003gqf.1_Splice_Site_p.D34_splice|KCNIP4_uc003gqg.1_Splice_Site|KCNIP4_uc003gqh.1_Splice_Site_p.D30_splice|KCNIP4_uc003gqi.1_Splice_Site|KCNIP4_uc010iel.2_Splice_Site_p.N35_splice|KCNIP4_uc003gqd.3_IntronNM_147182 NP_671711 Q6PIL6 KCIP4_HUMAN 0TCCACGCTGTCTGTGGAGGAA0.498

+ 3 307ANAPC4_uc003grp.2_5'FlankNM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5GAGTTTTCCACCAAATGAAAA0.333

- 47 6901FRYL_uc003gyg.1_Splice_Site_p.G795_splice|FRYL_uc003gyi.1_Splice_Site_p.G987_splice|FRYL_uc003gyj.1_Splice_Site_p.G394_spliceNM_015030 NP_055845 O94915 FRYL_HUMAN 1AGAGGAAAGCCTATCAAAACA0.313

+ 5 1208UGT2B10_uc011cam.1_Missense_Mutation_p.F311INM_001075 NP_001066 P36537 UDB10_HUMAN 5CATTCCATTGTTTTTTGATCA0.453

+ 10 1410MTTP_uc011cej.1_Missense_Mutation_p.S412NNM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4AAAAGTGACAGCAGCATTATC0.433

+ 1 643 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5CAACCCAGTCCACTACGACCT0.612

+ 1 665 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5CACGTGAAGCCCCTGTTGGAG0.612

+ 8 7244FAT4_uc011cgp.1_Missense_Mutation_p.G713E|FAT4_uc003ifi.1_5'FlankNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 23.|Extracellular (Potential). 18CCATCGACAGGACAAATCATC0.413

- 4 3379PCDH18_uc003ihf.3_Missense_Mutation_p.D990N|PCDH18_uc011cgz.1_Missense_Mutation_p.D209N|PCDH18_uc003ihg.3_Missense_Mutation_p.D777N|PCDH18_uc011cha.1_Missense_Mutation_p.D178NNM_019035 NP_061908 Q9HCL0 PCD18_HUMANInteraction with DAB1 (By similarity).|Cytoplasmic (Potential).5GTGCTGGTATCCCCAGTGTCC0.512

- 9 982SLC10A7_uc003ikr.2_Missense_Mutation_p.S243F|SLC10A7_uc010ipa.2_Missense_Mutation_p.S230F|SLC10A7_uc003iks.2_IntronNM_001029998 NP_001025169 Q0GE19 NTCP7_HUMANHelical; (Potential). 0CAGCTGGATAGAAAATACTGA0.284

- 10 1213 NM_004564 NP_004555 O75879 GATB_HUMAN 0AGGCCGACTTCGTTCTGTTAA0.403

- 25 7132 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4GCATGAATATCCCCTGTCAAA0.413

- 5 1326_1327FGA_uc003ioe.1_Missense_Mutation_p.G423E|FGA_uc003iof.1_IntronNM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3CTCTCCTTGTCCCTGGACTTAC0.5

- 5 1108SH3RF1_uc010irc.1_5'UTRNM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN SH3 2. 3CTTAGCAGCCGAGTTAAACTG0.453

- 13 2114SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.P519L|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.P323L|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.P533L|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1CCACGCCATGGGGCAGCTCTC0.602

- 3 544 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANLumenal (Potential). 2ATGGTCACAGGGATGGCGTCG0.657

- 18 3126 NM_003966 NP_003957 Q13591 SEM5A_HUMANTSP type-1 5.|Extracellular (Potential). 2CTTCCGGTTCCGAATGCCCCT0.587 rs143717547

- 77 13511DNAH5_uc003jfc.2_Missense_Mutation_p.G658ENM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31AGTTAAAAATCCCTGGGGGTT0.408

- 75 13123DNAH5_uc003jfc.2_Missense_Mutation_p.D529NNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31AGCATATCATCAGCCAGCCGG0.577

- 23 3544 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31GACTCAAATTCAGAAAGCAAG0.403

+ 53 8315 TRIO_uc003jfg.2_RNA NM_007118 NP_009049 O75962 TRIO_HUMAN Ig-like C2-type. 18TCAGCCTCATCGTCGGCCAGC0.572

- 8 1716CDH18_uc003jgd.2_Missense_Mutation_p.D447N|CDH18_uc011cnm.1_Missense_Mutation_p.D447NNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 4. 7TCTTCTCTGTCGAGAACCTTT0.363 rs145743816

- 5 915CDH9_uc010iug.2_Missense_Mutation_p.S249FNM_016279 NP_057363 Q9ULB4 CADH9_HUMANExtracellular (Potential).|Cadherin 2. 9GGTGGTTCCAGAAAGGCCTCC0.448

- 12 1292AGXT2_uc003jje.1_Missense_Mutation_p.E58K|AGXT2_uc011com.1_Missense_Mutation_p.E330KNM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4TGACTGTTTTCCTGTAGATTT0.398

- 4 492 NM_001737 NP_001728 P02748 CO9_HUMANLDL-receptor class A. 0GGCTCACTTTCACAATCATCC0.478

- 21 2627HEATR7B2_uc003jmi.3_Missense_Mutation_p.P268SNM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8TGCTTCTTGGGAGCATGGAGG0.498

- 7 1686 NM_021072 NP_066550 O60741 HCN1_HUMANcAMP.|Cytoplasmic (Potential). 1TGTATCAGCTCGAACACTGGC0.413

+ 10 1351IL31RA_uc003jqk.2_Missense_Mutation_p.S429F|IL31RA_uc011cqj.1_Missense_Mutation_p.S287F|IL31RA_uc003jqm.2_Missense_Mutation_p.S397F|IL31RA_uc003jqn.2_Missense_Mutation_p.S429F|IL31RA_uc010iwa.1_Missense_Mutation_p.S397F|IL31RA_uc003jqo.2_Missense_Mutation_p.S287FNM_139017 NP_620586 Q8NI17 IL31R_HUMANExtracellular (Potential).|Fibronectin type-III 4. 1TATAACATCTCTGTGTATCCA0.428

+ 10 1704BDP1_uc003kbn.1_Missense_Mutation_p.L481I|BDP1_uc003kbo.2_Missense_Mutation_p.L481INM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2AAACAATCTTTTAGAAAATGC0.378

+ 5 5248_5249MAP1B_uc010iyw.1_Missense_Mutation_p.P1687S|MAP1B_uc010iyx.1_Missense_Mutation_p.P1544S|MAP1B_uc010iyy.1_Missense_Mutation_p.P1544SNM_005909 NP_005900 P46821 MAP1B_HUMAN 5CTCCAGATCACCCTACAGTGGG0.465

- 8 911FAM169A_uc010izm.2_Missense_Mutation_p.E230K|FAM169A_uc003kdl.2_Missense_Mutation_p.E108KNM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0GTTCTTGCTTCGTATTCTGGA0.338

+ 18 2013PDE8B_uc003kfb.2_Missense_Mutation_p.D636E|PDE8B_uc003kfc.2_Missense_Mutation_p.D601E|PDE8B_uc003kfd.2_Missense_Mutation_p.D609E|PDE8B_uc003kfe.2_Missense_Mutation_p.D559ENM_003719 NP_003710 O95263 PDE8B_HUMANCatalytic (By similarity). 0CAGTCCATGACGTGGATCACC0.552

+ 14 10296VCAN_uc003kij.3_Missense_Mutation_p.R2327C|VCAN_uc010jau.2_Missense_Mutation_p.R1560C|VCAN_uc003kik.3_Missense_Mutation_p.R573C|VCAN_uc003kil.3_Missense_Mutation_p.R1978CNM_004385 NP_004376 P13611 CSPG2_HUMAN Sushi. 16GATGAAACCTCGTTATGAAAT0.423

+ 15 10540VCAN_uc003kij.3_Missense_Mutation_p.R2408K|VCAN_uc010jau.2_Missense_Mutation_p.R1641K|VCAN_uc003kik.3_Missense_Mutation_p.R654K|VCAN_uc003kil.3_Missense_Mutation_p.R2059KNM_004385 NP_004376 P13611 CSPG2_HUMAN 16CAGGAGTCGAGGCGCTGATCC0.408

+ 20 4132GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16AAAATACCATCCCTCCAGGAA0.448

+ 3 208CAST_uc003klt.2_Missense_Mutation_p.E16K|CAST_uc003klu.2_Missense_Mutation_p.E99K|CAST_uc003klv.2_Intron|CAST_uc003klw.2_Missense_Mutation_p.E99K|CAST_uc003klx.2_Intron|CAST_uc003kly.2_Intron|CAST_uc011cuo.1_Intron|CAST_uc011cup.1_Intron|CAST_uc011cuq.1_Intron|CAST_uc011cur.1_Missense_Mutation_p.E2K|CAST_uc011cus.1_Missense_Mutation_p.E16K|CAST_uc003kma.1_Intron|CAST_uc011cut.1_Intron|CAST_uc003kmb.2_Intron|CAST_uc003kmc.2_Missense_Mutation_p.E16K|CAST_uc003kmd.2_Intron|CAST_uc003kme.2_Intron|CAST_uc003kmf.2_IntronNM_001042443 NP_001035908 P20810 ICAL_HUMAN 5CCAACAGATGGAAGGACCACA0.388



+ 22 1693CAST_uc003klt.2_Missense_Mutation_p.L498F|CAST_uc003klu.2_Missense_Mutation_p.L594F|CAST_uc003klv.2_Missense_Mutation_p.L572F|CAST_uc003klw.2_Missense_Mutation_p.L575F|CAST_uc003klx.2_Missense_Mutation_p.L553F|CAST_uc003kly.2_Missense_Mutation_p.L559F|CAST_uc011cuo.1_Missense_Mutation_p.L557F|CAST_uc011cur.1_Missense_Mutation_p.L497F|CAST_uc011cus.1_Missense_Mutation_p.L498F|CAST_uc003kma.1_Missense_Mutation_p.L470F|CAST_uc011cut.1_Missense_Mutation_p.L439F|CAST_uc003kmb.2_Missense_Mutation_p.L457F|CAST_uc003kmc.2_Missense_Mutation_p.L511F|CAST_uc003kmd.2_Missense_Mutation_p.L489F|CAST_uc003kme.2_Missense_Mutation_p.L470F|CAST_uc003kmf.2_Missense_Mutation_p.L476F|CAST_uc003kmh.2_Missense_Mutation_p.L226F|CAST_uc010jbj.2_Missense_Mutation_p.L226F|CAST_uc010jbk.2_Missense_Mutation_p.L226F|CAST_uc010jbl.1_Missense_Mutation_p.L234F|CAST_uc003kmi.2_RNA|CAST_uc003kmj.2_Missense_Mutation_p.L234F|CAST_uc003kmk.2_RNANM_001042443 NP_001035908 P20810 ICAL_HUMAN 5TGAAGACTTCCTTCTGGATGC0.378

- 35 5048CHD1_uc010jbn.2_Missense_Mutation_p.H360YNM_001270 NP_001261 O14646 CHD1_HUMAN2.|3 X 5 AA repeats of H-S-D-H-R. 5TGATCTGAGTGAGAACGATGA0.408

+ 21 4184 NM_002372 NP_002363 Q16706 MA2A1_HUMANLumenal (Potential). 3CACAGAAAAGGGTTTGATTGT0.453

- 4 316STARD4_uc010jbw.1_Intron|STARD4_uc010jbx.1_Intron|STARD4_uc003kpi.1_Intron|STARD4_uc003kpj.2_Missense_Mutation_p.D78NNM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1CTGTCCCAATCCAAACGACAA0.393

- 6 1953SHROOM1_uc003kxy.1_Missense_Mutation_p.P383LNM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN 1AGGAAGGGAGGGGAGCCAGGC0.587 rs142835485

+ 1 1576PCDHA1_uc003lha.2_Missense_Mutation_p.E526K|PCDHA1_uc003lgz.2_Missense_Mutation_p.E526KNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 5.|Extracellular (Potential). 1CCTGGACCACGAGGAGCTGGA0.677

+ 1 1940PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Nonsense_Mutation_p.Q612*|PCDHA2_uc011czy.1_Nonsense_Mutation_p.Q612*NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANCadherin 6.|Extracellular (Potential). 4GTACGAGCTTCAGCTGGGTAC0.647

+ 1 217PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.D73NNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 1.|Extracellular (Potential). 8AAGACACGGGGACCTTCTGGA0.622

+ 1 642PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.E181K|PCDHA4_uc011daa.1_Missense_Mutation_p.E181KNM_018907 NP_061730 Q9UN74 PCDA4_HUMANExtracellular (Potential).|Cadherin 2. 6CTTTTCTCTGGAAAAACCACC0.478

+ 1 204PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.K68N|PCDHA5_uc003lhj.1_Missense_Mutation_p.K68NNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 1.p.Q49fs*50(1) 3TGGCGTCCAAGGGCCGCGGGG0.642

+ 1 392PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.P131LNM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 1.|Extracellular (Potential). 4GACAACCCTCCGGTGTTCCCA0.587

+ 1 812 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCadherin 3.|Extracellular (Potential). 3ATAGATGCTGGAAACTTCGGG0.418

+ 1 797PCDHB6_uc011dah.1_Missense_Mutation_p.R130KNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 3.|Extracellular (Potential). 1GTCTCAGCCAGAGATTTAGAT0.483

+ 1 1608PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 2. 2TAGGAACTGAGTTCCCTCTGA0.398

+ 1 2311PCDHGA1_uc011dan.1_Missense_Mutation_p.P771SNM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANCytoplasmic (Potential). 3CCTGATTTTCCCCCAGCCCAA0.547

+ 1 1766PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Missense_Mutation_p.T349I|PCDHGA3_uc011dap.1_Missense_Mutation_p.T589INM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 6. 1TACCTGGTGACCAAGGTGGTG0.682

+ 1 1889PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Missense_Mutation_p.R390Q|PCDHGA3_uc011dap.1_Missense_Mutation_p.R630QNM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 6. 1CGCACGGCGCGAGCCCTGCTG0.706

+ 5 1139TCERG1_uc003loc.2_Missense_Mutation_p.R367C|TCERG1_uc011dbt.1_Missense_Mutation_p.R367CNM_006706 NP_006697 O14776 TCRG1_HUMAN Pro-rich. 2ACCTCCGTTTCGTGTTCCCCT0.468

- 9 1682PPP2R2B_uc010jgm.2_Missense_Mutation_p.A375V|PPP2R2B_uc003log.3_Missense_Mutation_p.A386V|PPP2R2B_uc003lof.3_Missense_Mutation_p.A386V|PPP2R2B_uc003loi.3_Missense_Mutation_p.A389V|PPP2R2B_uc003loh.3_Missense_Mutation_p.A386V|PPP2R2B_uc003loj.3_Missense_Mutation_p.A366V|PPP2R2B_uc003lok.3_Missense_Mutation_p.A375V|PPP2R2B_uc011dbu.1_Missense_Mutation_p.A392V|PPP2R2B_uc011dbv.1_Missense_Mutation_p.A444VNM_004576 NP_004567 Q00005 2ABB_HUMAN 2TTTGAGGATAGCCCGGGGCTT0.502

- 6 1451JAKMIP2_uc011dbx.1_Missense_Mutation_p.E315K|JAKMIP2_uc003lor.1_Missense_Mutation_p.E357K|uc003lop.1_Intron|JAKMIP2_uc010jgo.1_Missense_Mutation_p.E357KNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2TCTGAATTTTCCTTGGTAACG0.408

+ 9 1563GRIA1_uc003luy.3_Missense_Mutation_p.D400N|GRIA1_uc003luz.3_Missense_Mutation_p.D305N|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.D320N|GRIA1_uc011dcx.1_Missense_Mutation_p.D331N|GRIA1_uc011dcy.1_Missense_Mutation_p.D410N|GRIA1_uc011dcz.1_Missense_Mutation_p.D410N|GRIA1_uc010jia.1_Missense_Mutation_p.D380NNM_001114183 NP_001107655 P42261 GRIA1_HUMANExtracellular (Potential). 6AGCTGGGGGCGATAATTCAAG0.478

- 5 691CCNJL_uc011dee.1_Missense_Mutation_p.R99W|CCNJL_uc003lyc.1_RNA|CCNJL_uc011def.1_Missense_Mutation_p.R99WNM_024565 NP_078841 Q8IV13 CCNJL_HUMANCyclin N-terminal. 0TGGTCTTCCCGATCCTCGAAC0.557

+ 5 1030ODZ2_uc003lzq.2_Missense_Mutation_p.V223I|ODZ2_uc003lzr.3_Missense_Mutation_p.V153INM_001122679 NP_001116151 10CTCAGGAACGGTTTACACGCC0.567

- 20 2617SLIT3_uc010jjg.2_Missense_Mutation_p.E733KNM_003062 NP_003053 O75094 SLIT3_HUMAN LRRNT 4. 4ACCACTGTCTCCATACAGGTG0.632

+ 2 713 FOXI1_uc003maj.3_IntronNM_012188 NP_036320 Q12951 FOXI1_HUMAN 4TCAGATGTTTCCTCTAGCACA0.512

+ 8 1138TSPAN17_uc003mes.3_5'Flank|TSPAN17_uc003met.2_5'Flank|TSPAN17_uc003meu.2_5'Flank|TSPAN17_uc003mev.2_5'Flank|TSPAN17_uc003mew.2_5'FlankNM_001099408 NP_001092878 A6NMX2 I4E1B_HUMAN7-methylguanosine-containing mRNA cap binding (By similarity).0CGCACCAAGGGGGACAAGATC0.622

+ 5 657ZFP2_uc010jky.2_Missense_Mutation_p.E50K|ZFP2_uc010jkx.1_Missense_Mutation_p.E50KNM_030613 NP_085116 Q6ZN57 ZFP2_HUMAN 3TGGAGGTAATGAATTTGAAAG0.413

+ 1 936DCDC2_uc003ndx.2_5'UTR|DCDC2_uc003ndy.2_5'UTRNM_181337 NP_851854 Q9UBP8 KAAG1_HUMAN 0CCAGGGCGCGGGATCGCCTCC0.657

- 1 534 NM_001005226 NP_001005226 1GACTGCAGCACTGAGTTGCCG0.498

- 3 528HLA-DOA_uc010juj.2_Missense_Mutation_p.G121D|HLA-DOA_uc010jui.2_Missense_Mutation_p.G151DNM_002119 NP_002110 P06340 DOA_HUMANExtracellular (Potential).|Alpha-2.|Ig-like C1-type. 0GACAGTTTGGCCGTTGCGCAG0.587

+ 2 1543BRPF3_uc010jwb.2_Missense_Mutation_p.S440F|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.S440FNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2GTGAGTGGCTCCCTCAAGGGA0.448

- 7 831C6orf154_uc003ovk.1_5'Flank|YIPF3_uc011dvk.1_Missense_Mutation_p.G190D|YIPF3_uc010jyr.1_Missense_Mutation_p.G231D|YIPF3_uc010jys.1_Missense_Mutation_p.G68D|YIPF3_uc003ovm.1_Missense_Mutation_p.G99D|YIPF3_uc010jyt.1_IntronNM_015388 NP_056203 Q9GZM5 YIPF3_HUMANHelical; (Potential). 0CCCAAAGAGGCCATAGCCCTG0.547

+ 6 421MEP1A_uc011dwg.1_5'UTR|MEP1A_uc011dwh.1_Missense_Mutation_p.G155R|MEP1A_uc011dwi.1_Missense_Mutation_p.G27RNM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|Metalloprotease. 3ACAGTTTGATGGGTTGGTATG0.313

- 9 851CRISP2_uc003ozl.2_Missense_Mutation_p.G199R|CRISP2_uc003ozn.2_Missense_Mutation_p.G199R|CRISP2_uc003ozr.2_Missense_Mutation_p.G199R|CRISP2_uc003ozo.2_Missense_Mutation_p.G199R|CRISP2_uc003ozm.2_Missense_Mutation_p.G234R|CRISP2_uc003ozp.2_Missense_Mutation_p.G199RNM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1CTGCATAGTCCTTTGTCACAG0.323

- 1 194 NM_138733 NP_620061 P07205 PGK2_HUMAN 1GGTTCTTCTTCATGGGAACAT0.418

+ 2 249 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6AGCATACCAAGAATTTCTTGT0.383

- 6 1821 BMP5_uc011dxf.1_IntronNM_021073 NP_066551 P22003 BMP5_HUMAN 2TGCTATAATCCAGTCCTGaca0.254

+ 4 947BEND6_uc003pdi.3_Missense_Mutation_p.G23SNM_152731 NP_689944 Q5SZJ8 BEND6_HUMAN 0TCTGCTTAAGGGTGGGGGAAC0.438

+ 10 3331PHF3_uc010kah.1_Missense_Mutation_p.S916F|PHF3_uc003pen.2_Missense_Mutation_p.S1014F|PHF3_uc011dxs.1_Missense_Mutation_p.S371FNM_015153 NP_055968 Q92576 PHF3_HUMAN 5GACTCTATGTCTAAAGATACC0.363

- 10 1091COL9A1_uc003pfe.3_5'Flank|COL9A1_uc003pff.3_Missense_Mutation_p.G68ENM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TCCTGGCTTTCCCGGTTCACC0.622

+ 14 2670KCNQ5_uc011dyh.1_Missense_Mutation_p.E794K|KCNQ5_uc011dyi.1_Missense_Mutation_p.E785K|KCNQ5_uc010kat.2_Missense_Mutation_p.E766K|KCNQ5_uc011dyj.1_Missense_Mutation_p.E665K|KCNQ5_uc011dyk.1_Missense_Mutation_p.E525KNM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7AGGCTTACAGGAAAGCATTTC0.522

+ 1 1171 NM_032602 NP_115991 Q969M2 CXA10_HUMANCytoplasmic (Potential). 0GCAGTCCCAGGACCCAGAACC0.522

- 10 1362C6orf167_uc011eaf.1_Missense_Mutation_p.R366C|C6orf167_uc010kcn.1_Missense_Mutation_p.R140C|C6orf167_uc010kco.1_Missense_Mutation_p.R102C|C6orf167_uc003ppc.2_Missense_Mutation_p.R366CNM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0ACTCCATGGCGATCAAACTTG0.328

- 10 1411SIM1_uc010kcu.2_Missense_Mutation_p.H402YNM_005068 NP_005059 P81133 SIM1_HUMANSingle-minded C-terminal. 4TGGCTGTCATGATCAGATTCC0.532

- 14 6325REV3L_uc003pux.3_Missense_Mutation_p.P1923L|REV3L_uc003puz.3_Missense_Mutation_p.P1923L|REV3L_uc003pva.1_RNANM_002912 NP_002903 O60673 DPOLZ_HUMAN 6TTGTCGACTTGGGGCACATTT0.433

- 29 4979ROS1_uc011ebi.1_Intron|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANFibronectin type-III 7.|Extracellular (Potential). 25ATTGCCAACTGATAACGGACT0.443

- 8 1572 NM_005907 NP_005898 P33908 MA1A1_HUMANLumenal (Potential). 4CAGTACTGTTCGAATATTCAT0.343



- 22 3581PTPRK_uc003qbj.2_Missense_Mutation_p.P1073S|PTPRK_uc010kfc.2_Missense_Mutation_p.P1079S|PTPRK_uc011ebu.1_Missense_Mutation_p.P1095SNM_002844 NP_002835 Q15262 PTPRK_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).8GCACTGGGAGGGTTTGATAAC0.483

- 101 19489SYNE1_uc010kiv.2_Missense_Mutation_p.R820K|SYNE1_uc003qos.3_Missense_Mutation_p.R820K|SYNE1_uc003qot.3_Missense_Mutation_p.R6225K|SYNE1_uc003qou.3_Missense_Mutation_p.R6296KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45CCATTTCATTCTCATCTGGTC0.378

- 55 9090SYNE1_uc003qot.3_Missense_Mutation_p.E2837K|SYNE1_uc003qou.3_Missense_Mutation_p.E2830K|SYNE1_uc010kjb.1_Missense_Mutation_p.E2813KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45CTCATTTTTTCCTAGTAAACA0.398

+ 2 387MYCT1_uc010kjc.1_Intron|MYCT1_uc003qpc.3_Missense_Mutation_p.R127CNM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1TGGATTTTACCGCCACAGTGG0.517 rs17852097

- 20 3097 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 31. 6GCCACAGGATCTGGATTTCGG0.453

+ 5 837PACRG_uc003qub.2_Missense_Mutation_p.V205M|PACRG_uc003quc.2_Missense_Mutation_p.V205MNM_152410 NP_689623 Q96M98 PACRG_HUMAN 0GAATATGAATGGTGAGTGAGC0.428

+ 5 751 NM_001145121 NP_001138593 B9ZVM9 B9ZVM9_HUMAN 0AGGCCGACTCCCGGTGCAGAA0.522

- 4 441MAD1L1_uc003slf.1_Missense_Mutation_p.R59C|MAD1L1_uc003slg.1_Missense_Mutation_p.R59C|MAD1L1_uc010ksh.1_Missense_Mutation_p.R59C|MAD1L1_uc003sli.1_Intron|MAD1L1_uc010ksi.1_Intron|MAD1L1_uc010ksj.2_Missense_Mutation_p.R59CNM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. p.R59G(1) 2GACTTCGAACGGATCTGCTCT0.562 rs121908982

- 3 566ACTB_uc003sor.3_Missense_Mutation_p.R55H|ACTB_uc003sot.3_Missense_Mutation_p.R177H|ACTB_uc003soq.3_Missense_Mutation_p.R55H|ACTB_uc010ksy.2_Missense_Mutation_p.R55HNM_001101 NP_001092 P60709 ACTB_HUMAN 0CAGGTCCAGACGCAGGATGGC0.642

+ 36 6042 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 1 (By similarity). 15ACTATGAACCCGGGTTATGCT0.398

+ 61 9794 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStalk (By similarity). 15TGCTTTGCAGGTTGATGATTT0.338

+ 22 2712STK31_uc003swt.3_Missense_Mutation_p.R859Q|STK31_uc011jze.1_Missense_Mutation_p.R882Q|STK31_uc010kuq.2_Missense_Mutation_p.R859Q|STK31_uc003swv.1_Missense_Mutation_p.R48QNM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9CAGAGTCAGCGAGCCTCGGTG0.383

- 2 772NPC1L1_uc003tlc.2_Missense_Mutation_p.G239E|NPC1L1_uc011kbw.1_Missense_Mutation_p.G239E|NPC1L1_uc003tld.2_Missense_Mutation_p.G239ENM_013389 NP_037521 Q9UHC9 NPCL1_HUMANExtracellular (Potential). 5ACGTGCAACCCCCTCATTCAG0.632

+ 8 1313WBSCR17_uc003tvz.2_Missense_Mutation_p.R137KNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7AGAGCATTAAGGAAAAGTTTA0.448

- 14 3887_3888 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN 7CATTTTCTGCGGACATATCCCA0.431 rs148299208

- 19 3585MAGI2_uc003ugy.2_Missense_Mutation_p.P1097S|MAGI2_uc010ldx.1_Missense_Mutation_p.P704SNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN Pro-rich. 11TAGTCCAAGGGTGGGGGCTGC0.612

- 8 13625PCLO_uc003uhv.2_Missense_Mutation_p.D4446NNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CTGGGTTTATCAAACCAATCT0.463

- 7 12686PCLO_uc003uhv.2_Missense_Mutation_p.R4133C|PCLO_uc010lec.2_Missense_Mutation_p.R1098CNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GTCCCTCTACGAAATTCCTGT0.408

- 6 11237PCLO_uc003uhv.2_Missense_Mutation_p.D3650N|PCLO_uc010lec.2_Missense_Mutation_p.D615NNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GGACTTATATCATCAGGGAGG0.468

- 6 9714PCLO_uc003uhv.2_Missense_Mutation_p.S3142L|PCLO_uc010lec.2_Missense_Mutation_p.S107LNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TATAAAATATGATCTAGGCAT0.428

- 5 8217PCLO_uc003uhv.2_Missense_Mutation_p.G2643E|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CTGTAAAGCTCCAGAGATGTA0.433

- 3 2357PCLO_uc003uhv.2_Missense_Mutation_p.P690SNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TCCTGTTTTGGTGCAGCATCC0.532

- 16 2180ABCB1_uc011khc.1_Missense_Mutation_p.R524CNM_000927 NP_000918 P08183 MDR1_HUMANABC transporter 1.|Cytoplasmic (Potential). 7GTAGACAAACGATGAGCTATC0.393

+ 33 8809AKAP9_uc003ulf.2_Nonsense_Mutation_p.Q2854*|AKAP9_uc003uli.2_Nonsense_Mutation_p.Q2485*|AKAP9_uc003ulj.2_Nonsense_Mutation_p.Q632*|AKAP9_uc003ulk.2_Nonsense_Mutation_p.Q137*NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26TGTTGCCGTTCAGTTACTGAA0.373

- 5 1117HEPACAM2_uc003uml.2_Missense_Mutation_p.S353F|HEPACAM2_uc010lff.2_Missense_Mutation_p.S353F|HEPACAM2_uc011khy.1_Missense_Mutation_p.S388FNM_001039372 NP_001034461 A8MVW5 HECA2_HUMANHelical; (Potential). 5AAGACACATGGATATAATCAA0.289

- 3 577HEPACAM2_uc003uml.2_Missense_Mutation_p.N173I|HEPACAM2_uc010lff.2_Missense_Mutation_p.N173I|HEPACAM2_uc011khy.1_Missense_Mutation_p.N208INM_001039372 NP_001034461 A8MVW5 HECA2_HUMANIg-like C2-type 1.|Extracellular (Potential). 5AGGTCTCCCATTTTTTAGCCA0.507

+ 3 228ARPC1A_uc011kit.1_RNA|ARPC1B_uc003uqa.2_Missense_Mutation_p.E47K|ARPC1B_uc003uqb.2_Missense_Mutation_p.E47K|ARPC1B_uc003uqc.2_Missense_Mutation_p.E47KNM_005720 NP_005711 O15143 ARC1B_HUMAN 0CAAGGTGCACGAGCTCAAGGA0.577

- 7 1349TRIM4_uc003use.2_Missense_Mutation_p.R381C|TRIM4_uc011kjc.1_Missense_Mutation_p.R237CNM_033017 NP_148977 Q9C037 TRIM4_HUMAN B30.2/SPRY. 2ATTTTTGAACGATCAGTAATT0.512

+ 8 969STAG3_uc010lgs.1_Missense_Mutation_p.P60S|STAG3_uc011kjk.1_Missense_Mutation_p.P214SNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8AAACAAGGGGCCAGGGCAGAG0.522

- 2 433 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0GCCTCTTTTGGGAGCTCGACC0.542

- 4 497 NM_138403 NP_612412 Q9BUA6 MYL10_HUMANEF-hand 1.|1 (Potential). 2CTCAAGTCCTCTTTGTCGATG0.622

- 66 10533RELN_uc010liz.2_Missense_Mutation_p.R3456QNM_005045 NP_005036 P78509 RELN_HUMANArg-rich (basic). 19TCATGGGTATCGCCTAAGTGA0.328

- 44 7031RELN_uc010liz.2_Missense_Mutation_p.L2291FNM_005045 NP_005036 P78509 RELN_HUMAN 19CACCAGCGAAGGCGAGTAGAA0.498

- 1 371RELN_uc010liz.2_Missense_Mutation_p.G71RNM_005045 NP_005036 P78509 RELN_HUMAN Reelin. 19TATTCTTGTCCCGGAACGTAG0.637

+ 8 1033BCAP29_uc011kly.1_Missense_Mutation_p.R138C|BCAP29_uc011klz.1_Intron|BCAP29_uc011kma.1_Missense_Mutation_p.S258LNM_018844 NP_061332 Q9UHQ4 BAP29_HUMANCytoplasmic (Potential). 2CTTACAGGATCGTTTAGAAAG0.299

- 4 492TFEC_uc003vhk.1_Missense_Mutation_p.G74E|TFEC_uc003vhl.3_Missense_Mutation_p.G74E|TFEC_uc011kmw.1_Missense_Mutation_p.G193E|TFEC_uc003vhm.1_RNANM_012252 NP_036384 O14948 TFEC_HUMANNecessary for transcriptional transactivation. 1TGGTGAAATTCCTTGTTCACC0.333

+ 2 755MET_uc010lkh.2_Missense_Mutation_p.D190N|MET_uc011knc.1_Missense_Mutation_p.D190N|MET_uc011knd.1_Missense_Mutation_p.D190N|MET_uc011kne.1_Missense_Mutation_p.D190N|MET_uc011knf.1_Missense_Mutation_p.D190N|MET_uc011kng.1_Missense_Mutation_p.D190N|MET_uc011knh.1_Missense_Mutation_p.D190N|MET_uc011kni.1_Missense_Mutation_p.D190N|MET_uc003vii.1_Missense_Mutation_p.D209N|MET_uc010lkg.2_Missense_Mutation_p.D190N|MET_uc011kmz.1_Missense_Mutation_p.D190N|MET_uc011kna.1_Missense_Mutation_p.D190N|MET_uc011knb.1_Missense_Mutation_p.D190NNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential).|Sema. 159ATCTGTAAAGGACCGGTTCAT0.463

+ 6 809NRF1_uc003vpa.2_Missense_Mutation_p.P231L|NRF1_uc011kpa.1_Missense_Mutation_p.P70L|NRF1_uc003vpb.2_Missense_Mutation_p.P231LNM_005011 NP_005002 Q16656 NRF1_HUMAN 1AGCTGCAAGCCCATCTGGTGG0.542

+ 11 1529NRF1_uc003vpa.2_Missense_Mutation_p.G490E|NRF1_uc011kpa.1_Missense_Mutation_p.G310E|NRF1_uc003vpb.2_Missense_Mutation_p.G471ENM_005011 NP_005002 Q16656 NRF1_HUMANRequired for transcriptional activation. 1CAGGGCAACGGACCAGTGCAG0.602

+ 5 568CPA1_uc011kpf.1_Missense_Mutation_p.G78S|CPA1_uc003vpw.2_IntronNM_001868 NP_001859 P15085 CBPA1_HUMAN 1CAGCACGGGGGGCAGTAAGCG0.622

+ 6 717MEST_uc003vqc.2_Missense_Mutation_p.R158Q|MEST_uc003vqd.2_Missense_Mutation_p.R158Q|MEST_uc003vqf.2_Missense_Mutation_p.R158Q|MEST_uc011kph.1_Missense_Mutation_p.R153Q|MEST_uc010lmg.2_Missense_Mutation_p.R167QNM_002402 NP_002393 Q5EB52 MEST_HUMAN 2CGATCTGGTCGGCTTACCATA0.468 rs142718124

- 2 497PLXNA4_uc003vrc.2_Missense_Mutation_p.E90K|PLXNA4_uc003vrb.2_Missense_Mutation_p.E90KNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANExtracellular (Potential).|Sema. 1GGGTTGTCCTCGTCCGGCCCT0.547

- 11 1848CREB3L2_uc003vtv.2_Missense_Mutation_p.E422KNM_194071 NP_919047 Q70SY1 CR3L2_HUMANLumenal (Potential). 160ACTGACTTCTCCAGGCTGGTC0.547

+ 2 253TMEM213_uc010lnb.2_Missense_Mutation_p.E47KNM_001085429 NP_001078898 A2RRL7 TM213_HUMANExtracellular (Potential). 0TGGGACCCTGGAGCAGTGCCT0.562

+ 13 1788TBXAS1_uc003vvh.2_Missense_Mutation_p.H496Y|TBXAS1_uc010lne.2_Missense_Mutation_p.H428Y|TBXAS1_uc003vvi.2_Missense_Mutation_p.H496Y|TBXAS1_uc003vvj.2_Intron|TBXAS1_uc011kqw.1_Missense_Mutation_p.H476YNM_001130966 NP_001124438 P24557 THAS_HUMANCytoplasmic (Potential). 3GACACTGCTCCACGTGCTGCA0.692

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

- 1 553 NM_176817 NP_789787 P59533 T2R38_HUMANHelical; Name=4; (Potential). 2CAAACACAGAGGACAGTGCAG0.453



+ 1 595 NM_176881 NP_795362 P59534 T2R39_HUMANExtracellular (Potential). 1CACTAAGAAAACATACTTGTC0.438

- 6 2601FAM131B_uc010loz.2_Nonsense_Mutation_p.R267*|FAM131B_uc003wcu.3_Nonsense_Mutation_p.R299*|FAM131B_uc010lpa.2_Nonsense_Mutation_p.R327*NM_014690 NP_055505 Q86XD5 F131B_HUMAN 0GGGTCTTCTCGTGGGGAAAGT0.597

- 4 1978FAM131B_uc010loz.2_Nonsense_Mutation_p.W59*|FAM131B_uc003wcu.3_Nonsense_Mutation_p.W91*|FAM131B_uc010lpa.2_Nonsense_Mutation_p.W119*|ZYX_uc011ktd.1_5'FlankNM_014690 NP_055505 Q86XD5 F131B_HUMAN 0TGTCTTCCCCCAGCCCTGCCA0.612

+ 1 364 NM_012365 NP_036497 Q96R48 OR2A5_HUMANCytoplasmic (Potential). 3GTCCTACGATCGGTACATGGC0.468 rs139541008

+ 70 9759_9760 NM_198455 NP_940857 A2VEC9 SSPO_HUMANTSP type-1 12. 0CAGGAGCTGGGGGATGGGGTCC0.703

+ 4 479ZNF862_uc003wgm.2_RNANM_001099220 NP_001092690 O60290 ZN862_HUMAN 1GTGCAAGGTCCCACCAGGGAG0.517

+ 2 903ACCN3_uc003wio.2_Splice_Site_p.I179_splice|ACCN3_uc003wip.2_Splice_Site_p.I179_splice|ACCN3_uc003wiq.2_Splice_SiteNM_004769 NP_004760 Q9UHC3 ACCN3_HUMAN 2GCCCGCCCCAGATCTTCACCC0.572

- 2 848 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN 0GAGCCCTCTTCCTCCTGTTCG0.592

- 60 9821CSMD1_uc011kwj.1_Nonsense_Mutation_p.W2473*|CSMD1_uc010lrg.2_Nonsense_Mutation_p.W1035*NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 25.|Extracellular (Potential). 25CTCTCCTTTCCACACCCCGCG0.557

- 4 6182 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8TCCTGGGTCTCCACTTCAACC0.597

- 9 1336MSR1_uc010lsu.2_Missense_Mutation_p.E398K|MSR1_uc003wxa.2_IntronNM_138715 NP_619729 P21757 MSRE_HUMANSRCR.|Extracellular (Potential). 1ACGCGCACTTCCCAGCGATCG0.542

+ 2 967 NM_000015 NP_000006 P11245 ARY2_HUMAN 2GGTGATGGATCCCTTACTATT0.274

- 8 1225SLC18A1_uc003wzl.2_Missense_Mutation_p.E39K|SLC18A1_uc003wzm.2_Missense_Mutation_p.E252K|SLC18A1_uc011kyr.1_Missense_Mutation_p.E252K|SLC18A1_uc003wzn.2_Missense_Mutation_p.E252K|SLC18A1_uc010ltf.2_RNA|SLC18A1_uc003wzo.2_Missense_Mutation_p.E252KNM_001135691 NP_001129163 P54219 VMAT1_HUMANLumenal, vesicle (Potential). 2CCAACAAACTCGTACATTACA0.522 rs144299315

- 4 941PHYHIP_uc003xbj.3_Missense_Mutation_p.E83KNM_001099335 NP_001092805 Q92561 PHYIP_HUMANFibronectin type-III. 0ACACTGTACTCCGTGCGGGGG0.642

+ 22 2820PIWIL2_uc011kzf.1_Intron|PIWIL2_uc010ltv.2_Missense_Mutation_p.L891H|PIWIL2_uc003xbo.2_Missense_Mutation_p.L45HNM_018068 NP_060538 Q8TC59 PIWL2_HUMAN Piwi. 1GATTTCTATCTTCTTGCCCAT0.398

+ 14 1545ADAM28_uc003xdx.2_Missense_Mutation_p.D488N|ADAM28_uc011kzz.1_Missense_Mutation_p.D255N|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.D175NNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANDisintegrin.|Extracellular (Potential). 5TTGTCCTGATGATAGATTCCA0.502

+ 16 1917ADAM7_uc003xec.2_Missense_Mutation_p.G374SNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential).|Cys-rich. 5TACAGACATTGGCCTGGTGGC0.373

- 15 1704PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN p.G563R(1) 4CCTCTGAATCCATTTCCATTG0.493 rs144787348

- 13 1182PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_Splice_SiteNM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4AATGATGTCCTACAAAACAAC0.488

- 1 4630 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7ACTTTAATTTCCCCCTTCTTC0.378

- 30 3653NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Missense_Mutation_p.G506E|ANK1_uc003xoi.2_Missense_Mutation_p.G1190E|ANK1_uc003xoj.2_Missense_Mutation_p.G1190E|ANK1_uc003xol.2_Missense_Mutation_p.G1190E|ANK1_uc003xom.2_Missense_Mutation_p.G1231ENM_020476 NP_065209 P16157 ANK1_HUMAN 9TTTGGTGGTTCCTGTTATGTC0.537

- 17 2740PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2TGCATAGACTGAATCCACCGT0.662

- 17 2622PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2GGGAAACAAGGAGGGTCGTTG0.692

- 6 1173PCMTD1_uc011ldm.1_Nonsense_Mutation_p.R148*|PCMTD1_uc003xqw.3_Nonsense_Mutation_p.R278*|PCMTD1_uc011ldn.1_Nonsense_Mutation_p.R90*|PCMTD1_uc010lya.2_Nonsense_Mutation_p.R202*NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0ACTCTCTTTCTTTTCCTTTTG0.363

+ 4 3384 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GAGGAAACTCCAAAAGACCTC0.418

+ 1 130 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2TCGGTGCAGGGATTGGCTCCA0.443

+ 8 962CSPP1_uc003xxg.1_Missense_Mutation_p.R303C|CSPP1_uc003xxh.1_RNA|CSPP1_uc003xxj.2_Missense_Mutation_p.R276C|CSPP1_uc003xxk.2_5'UTRNM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5TAATGAGGATCGTGTTTTTGA0.373 rs114953032

+ 3 270C8orf34_uc010lyx.1_Missense_Mutation_p.S74F|C8orf34_uc010lyy.1_Missense_Mutation_p.S74F|C8orf34_uc003xyb.2_Missense_Mutation_p.S49FNM_052958 NP_443190 Q49A92 CH034_HUMAN 1TTAACAGAATCCAAAGGAACA0.308

+ 6 557C8orf34_uc010lyy.1_Missense_Mutation_p.E170K|C8orf34_uc003xyb.2_Missense_Mutation_p.E145KNM_052958 NP_443190 Q49A92 CH034_HUMAN 1TTCTCTTCAGGAAACAGTGAC0.388

+ 3 2833 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential).p.P749S(1) 7GCTCACTACCCCGCAGCACAT0.562 rs143326877

+ 2 2353ZFHX4_uc003yat.1_Nonsense_Mutation_p.Q656*|ZFHX4_uc003yau.1_Nonsense_Mutation_p.Q656*|ZFHX4_uc003yaw.1_Nonsense_Mutation_p.Q656*NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 2. 15CTACAAATATCAGCAGACCCT0.517

- 2 564TPD52_uc010lzr.2_RNA|TPD52_uc010lzs.1_RNA|TPD52_uc003ybs.1_Missense_Mutation_p.R41K|TPD52_uc003ybt.1_Missense_Mutation_p.R41K|TPD52_uc003ybq.1_RNA|TPD52_uc003ybu.1_RNANM_001025252 NP_001020423 P55327 TPD52_HUMAN Potential. p.R81del(1) 1TGCAAGTTCTCTTCTTAGCTC0.428

- 2 199 PMP2_uc010lzv.1_IntronNM_002677 NP_002668 P02689 MYP2_HUMAN 0GGCCAAATTTCCCAGTTTTCT0.398

- 8 1474RGS22_uc003yja.1_Missense_Mutation_p.G246R|RGS22_uc003yjc.1_Missense_Mutation_p.G415R|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7TATCTCTCTCCCAATGTACCT0.343

- 5 545SNX31_uc011lhb.1_Missense_Mutation_p.E33KNM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0 GTTATAATTTCGATTCTAATA0.368

- 57 9295CSMD3_uc003yns.2_Missense_Mutation_p.P2248A|CSMD3_uc003ynt.2_Missense_Mutation_p.P3006A|CSMD3_uc011lhx.1_Missense_Mutation_p.P2877ANM_198123 NP_937756 Q7Z407 CSMD3_HUMANSushi 21.|Extracellular (Potential). 63GAACAATGAGGTTGTGATCCA0.393

+ 3 1420 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMANRequired for interaction with NFYA.|Required for homodimerization.|Required for repressor activity.|Homeobox 1.2CAACAAGTTTCCTTACCCGAC0.502

+ 2 2310FAM83A_uc003ypw.2_Missense_Mutation_p.S99F|FAM83A_uc003ypy.2_Missense_Mutation_p.S99F|FAM83A_uc003ypx.2_Missense_Mutation_p.S99F|FAM83A_uc003ypz.2_Missense_Mutation_p.S99FNM_032899 NP_116288 Q86UY5 FA83A_HUMAN 4GACTCCAGCTCCCTACAGTCC0.662

- 1 1098ADCY8_uc010mds.2_Missense_Mutation_p.T281INM_001115 NP_001106 P40145 ADCY8_HUMANHelical; (Potential). 6CATACTGTAGGTGGCGAAGAG0.672

- 5 1213 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANTSP N-terminal. 13CCCAAGATTTCCTTCACACTG0.453

- 4 710ZNF16_uc003zeu.2_Missense_Mutation_p.P175SNM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5TCTTCTGTAGGGATTTCCTGA0.537

+ 22 3629KDM4C_uc011lmk.1_Nonsense_Mutation_p.Q762*|KDM4C_uc011lml.1_Nonsense_Mutation_p.Q704*NM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN 1AGACATTATCCAAGGGGAGAG0.448

- 10 2409FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 3. 5AAAGAATCTTCAAAGATTTCT0.373

- 2 384MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_Missense_Mutation_p.P113LNM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2.p.0?(1112)|p.R58*(68)|p.?(14)|p.M53_R58del(3)|p.R58fs*59(2)|p.M54fs*61(2)|p.R58fs*89(1)|p.R58R(1)|p.V28_V51del(1)|p.A57_R58>V*(1)|p.R58fs*61(1)|p.R58fs*62(1)|p.G55fs*86(1)|p.R58Q(1)|p.P113L(1)|p.A57fs*85(1)3678TCCGCCACTCGGGCGCTGCCC0.677 rs121913387

+ 1 783 NM_004039 NP_004030 0GAAAGCATCAGGAAAGAGGTT0.478

- 4 965_966 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0CTACCAGCTTCCATCTGACAGG0.525

- 1 1026 NM_001126334 NP_001119806 Q5VV16 FX4L5_HUMAN 0CGCAACCCCGCCCCACCGGGC0.547



- 2 937 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1GCCGCCTCGTCGCGCTCCTGC0.726

+ 11 2141MAMDC2_uc004ahn.2_RNA|uc004aho.1_Intron|uc004ahp.1_RNANM_153267 NP_694999 Q7Z304 MAMC2_HUMAN MAM 4. 2CACCTGGAGAGTGTACTTTCG0.483

- 16 2390TRPM3_uc004ahu.2_Missense_Mutation_p.E546K|TRPM3_uc004ahv.2_Missense_Mutation_p.E518K|TRPM3_uc004ahw.2_Missense_Mutation_p.E588K|TRPM3_uc004ahx.2_Missense_Mutation_p.E575K|TRPM3_uc004ahy.2_Missense_Mutation_p.E578K|TRPM3_uc004ahz.2_Missense_Mutation_p.E565K|TRPM3_uc004aia.2_Missense_Mutation_p.E563K|TRPM3_uc004aib.2_Missense_Mutation_p.E553K|TRPM3_uc004aic.2_Missense_Mutation_p.E716KNM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMANCytoplasmic (Potential). 9GCCAGCTGTTCGTCCTGCTTG0.567

+ 22 2748TMC1_uc004aja.1_Splice_Site|TMC1_uc004ajb.1_Splice_Site|TMC1_uc004ajc.1_Splice_Site_p.M590_splice|TMC1_uc010mpa.1_Splice_Site_p.M590_spliceNM_138691 NP_619636 Q8TDI8 TMC1_HUMAN 1GATGAAAATGGTATGATACAA0.303

+ 3 923PCSK5_uc004ajy.2_Missense_Mutation_p.P129S|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3TTTCAATGATCCCAAGTGGCC0.478

+ 19 2928PCSK5_uc004aka.2_RNA|PCSK5_uc004akb.2_Missense_Mutation_p.A71VNM_006200 NP_006191 Q92824 PCSK5_HUMANCRM (Cys-rich motif). 3GGGGCAGGAGCTGATGGGTGC0.458

- 8 4931 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0CTGTTTTTCTCTAAATCCTTC0.368

- 8 1175 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0TTGATGACTTCCTTGACAACG0.552

- 2 1658GRIN3A_uc004bbq.1_Missense_Mutation_p.R353CNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7AGCACCCAACGAAGTTCAGGG0.512

+ 1 200 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMANHelical; Name=2; (Potential). 3AGCAATCTCTCCTTTCTGGAC0.483

- 7 983EPB41L4B_uc004bea.2_Missense_Mutation_p.R230WNM_019114 NP_061987 Q9H329 E41LB_HUMAN FERM. 3GGAATGAACCGAAACTCAGAC0.443

+ 14 2478MUSK_uc004bez.1_Missense_Mutation_p.E374KNM_005592 NP_005583 O15146 MUSK_HUMANProtein kinase.|Cytoplasmic (Potential). 6GGTCCTCTGGGAGATCTTCTC0.527

- 7 824C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfs.1_Missense_Mutation_p.G294E|C9orf84_uc004bfq.2_Missense_Mutation_p.G191E|C9orf84_uc010mug.2_Missense_Mutation_p.G176ENM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2ATCCTCAATTCCATGCTTGTT0.353

+ 1 442 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANCytoplasmic (Potential). 4CCAACCACTCCATTACAGCAC0.522

- 11 2007CIZ1_uc004btr.2_Missense_Mutation_p.P587L|CIZ1_uc004bts.2_Missense_Mutation_p.P586L|CIZ1_uc011maq.1_Missense_Mutation_p.P554L|CIZ1_uc004btu.2_Missense_Mutation_p.P535L|CIZ1_uc011mar.1_Missense_Mutation_p.P514L|CIZ1_uc011mas.1_Missense_Mutation_p.P645L|CIZ1_uc004btw.2_Missense_Mutation_p.P559L|CIZ1_uc004btv.2_Missense_Mutation_p.P615LNM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4CTGGTGCTGAGGCTCCGACAT0.667

+ 4 550GPR107_uc004bzb.2_5'UTR|GPR107_uc004bzc.3_RNA|GPR107_uc011mbx.1_Missense_Mutation_p.Y108C|GPR107_uc004bzd.2_Missense_Mutation_p.Y108CNM_001136557 NP_001130029 Q5VW38 GP107_HUMAN 1GATGTGAATTACTGTATTTTA0.363

+ 11 1096ASS1_uc004bzn.2_Missense_Mutation_p.S247F|ASS1_uc010mza.2_Missense_Mutation_p.S323F|ASS1_uc004bzo.2_Missense_Mutation_p.S228F|ASS1_uc010mzb.2_Missense_Mutation_p.S285F|ASS1_uc004bzp.2_Missense_Mutation_p.S247F|ASS1_uc010mzc.2_Missense_Mutation_p.S247FNM_000050 NP_000041 P00966 ASSY_HUMAN 1CACCAGACCTCCTTGGAGCTC0.652

+ 15 2213NUP214_uc004cah.2_Missense_Mutation_p.P691L|NUP214_uc004cai.2_Missense_Mutation_p.P131L|NUP214_uc004caf.1_Missense_Mutation_p.P690L|NUP214_uc010mzf.2_5'UTRNM_005085 NP_005076 P35658 NU214_HUMAN11 X 5 AA approximate repeats. 16GATTCAGATCCTGTAATGGCT0.448

+ 24 3598ADAMTS13_uc004cdp.3_Missense_Mutation_p.E279K|ADAMTS13_uc004cdt.1_Missense_Mutation_p.E1052K|ADAMTS13_uc004cdu.1_Missense_Mutation_p.E1021K|ADAMTS13_uc004cdw.3_Missense_Mutation_p.E1052K|ADAMTS13_uc004cdx.3_Missense_Mutation_p.E1021K|ADAMTS13_uc004cdz.3_Missense_Mutation_p.E722K|ADAMTS13_uc004cea.1_5'Flank|ADAMTS13_uc004ceb.3_5'FlankNM_139025 NP_620594 Q76LX8 ATS13_HUMAN TSP type-1 7. 6GGAGGTGGACGAGGCGGCCTG0.667

+ 7 1473 NM_000093 NP_000084 P20908 CO5A1_HUMANNonhelical region. 11GAGGAGAACCCCGACCAGCCC0.592

+ 44 3896 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11AAGCAAGGGGGACAAAGGAGA0.617

- 11 1852CAMSAP1_uc004cgq.3_Missense_Mutation_p.G508R|CAMSAP1_uc010nbg.2_Missense_Mutation_p.G340RNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3CTCGGTCTCCCTTCCCCCCGT0.532

- 10 1607NOTCH1_uc004cia.1_5'FlankNM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 14; calcium-binding (Potential).856ATTCTTGCAGGGGGTGCTGGC0.647

- 3 281EDF1_uc004cju.1_Missense_Mutation_p.R85WNM_003792 NP_003783 O60869 EDF1_HUMANInteraction with TBP and NR5A1.|HTH cro/C1-type.|Interaction with NR5A2, PPARG and NR1H3.|IQ motif.0TTGCTCTGCCGACCTTGCTGG0.632

+ 2 324TMEM203_uc004clv.2_5'Flank|NDOR1_uc004clx.2_Splice_Site_p.K71_splice|NDOR1_uc011mes.1_Splice_Site_p.K71_splice|NDOR1_uc004cly.2_Splice_Site_p.K71_spliceNM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN 0CAACATGAAGGTAAGGCTGGC0.512

- 4 809 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRRCT. 8CAGGTCCACGGATTTCCCTGC0.478

+ 16 3294FRMPD4_uc011mij.1_Missense_Mutation_p.E922KNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13AAAACAGTCAGAAAACCTCTC0.547

+ 10 953 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3GAATTCTGCCCCGTGACCCGG0.428

- 5 1007BEND2_uc010nfb.2_Missense_Mutation_p.E285KNM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5CCCACATTTTCATTTTCTGGT0.433

- 3 496SH3KBP1_uc004czl.2_Missense_Mutation_p.M23INM_031892 NP_114098 Q96B97 SH3K1_HUMAN 0GGTCTTTCTTCATCTCTTTCT0.393

+ 3 296CNKSR2_uc004czw.2_Missense_Mutation_p.T87N|CNKSR2_uc011mjn.1_Missense_Mutation_p.T87N|CNKSR2_uc011mjo.1_Missense_Mutation_p.T87NNM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2AATCTAAAAACCCTTTCTCAC0.303

+ 9 2561ZFX_uc004dbe.2_3'UTR|ZFX_uc011mjv.1_Missense_Mutation_p.S807F|ZFX_uc010nfz.2_Missense_Mutation_p.S424FNM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2CACGTTATTTCCATTCACACG0.433

+ 4 1809PPP1R3F_uc011mnd.1_Missense_Mutation_p.S269L|PPP1R3F_uc004dni.2_Missense_Mutation_p.S252L|PPP1R3F_uc004dnj.1_Missense_Mutation_p.S252LNM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANExtracellular (Potential). 3CCCAAGGAATCGCCTCCAGAA0.612 rs148829919

- 1 488 NM_138703 NP_619648 Q8TD90 MAGE2_HUMAN MAGE 1. 2TCTGGCTTTTCATTCTCATGA0.537

+ 1 1071PCDH11X_uc004efl.1_Nonsense_Mutation_p.R76*|PCDH11X_uc004efo.1_Nonsense_Mutation_p.R76*|PCDH11X_uc010nmv.1_Nonsense_Mutation_p.R76*|PCDH11X_uc004efm.1_Nonsense_Mutation_p.R76*|PCDH11X_uc004efn.1_Nonsense_Mutation_p.R76*|PCDH11X_uc004efh.1_Nonsense_Mutation_p.R76*|PCDH11X_uc004efj.1_Nonsense_Mutation_p.R76*NM_032968 NP_116750 Q9BZA7 PC11X_HUMANExtracellular (Potential).|Cadherin 1. 2GCCACTGATTCGAATTGAAGA0.443

- 3 438 NM_018476 NP_060946 Q9HBH7 BEX1_HUMAN 1GCCTATGCATCATATCCCATC0.517 rs1045082

+ 19 3503NRK_uc010npc.1_Missense_Mutation_p.R735QNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14GGAGTCGTTCGAACCAGTGAA0.493

- 3 1385TRPC5_uc004epm.1_Missense_Mutation_p.E156KNM_012471 NP_036603 Q9UL62 TRPC5_HUMANCytoplasmic (Potential).|ANK 4. 1TTGATGATTTCGTAGTTGTTG0.512

+ 3 1024 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1CAACCAGGATGAAGAGAGTGT0.473

+ 3 367SASH3_uc004euu.2_Missense_Mutation_p.P62L|SASH3_uc011muo.1_5'UTRNM_018990 NP_061863 O75995 SASH3_HUMAN 3GTCCCCACCCCAGAAGATGCT0.547

- 8 1610IGSF1_uc004ewe.3_Missense_Mutation_p.E447K|IGSF1_uc004ewf.2_Missense_Mutation_p.E438KNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 5. 5TGGAATGTTTCTCTTTCTTCC0.463

+ 6 659SAGE1_uc010nry.1_Missense_Mutation_p.M133I|SAGE1_uc011mvv.1_IntronNM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3AAGAGAGAATGGAAAATGGCC0.463

+ 6 2218GPR112_uc010nsb.1_Missense_Mutation_p.D438N|GPR112_uc010nsc.1_Missense_Mutation_p.D410NNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12ATCCACAACTGATGAAGCTGC0.498

- 1 848 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN 0TCCACCAAATCCAGGTCTTCC0.438

- 7 881GABRE_uc011myd.1_RNANM_004961 NP_004952 P78334 GBRE_HUMAN 2ATAGCCAAACCGCCTGCTCAC0.493

- 5 625MAGEA10_uc004ffl.2_Missense_Mutation_p.E73KNM_001011543 NP_001011543 P43363 MAGAA_HUMAN 0GCAGAAACCTCCTCTGGGGTG0.383

+ 3 1002MAGEA6_uc004ffr.1_Missense_Mutation_p.E270K|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0TGCATGCTATGAGTTCCTGTG0.527



+ 15 2743USP9Y_uc010nwu.1_RNANM_004654 NP_004645 O00507 USP9Y_HUMAN 0 CATATTTTATCGCCATGATTT0.348

+ 2 161 DNALI1_uc010oie.1_RNANM_003462 NP_003453 O14645 IDLC_HUMAN 2ATCTCAGGCTCGGCTACTGAA0.577

- 1 130SLAMF9_uc009wtd.2_Missense_Mutation_p.P5S|SLAMF9_uc001fut.2_Missense_Mutation_p.P5SNM_033438 NP_254273 Q96A28 SLAF9_HUMAN 1AGCAGCCAAGGAAAGGCACAC0.587

- 1 410SLAMF1_uc010pjk.1_RNA|SLAMF1_uc010pjl.1_RNA|SLAMF1_uc010pjm.1_RNA|SLAMF1_uc001fwm.2_Missense_Mutation_p.S22GNM_003037 NP_003028 Q13291 SLAF1_HUMANExtracellular (Potential). 2GTTCCGTAGCTTGCCCCAAAA0.557

+ 10 1454CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.P384L|CAMSAP1L1_uc001gvm.2_IntronNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4CATCATTTGCCTTCTAGGTAT0.343

+ 13 6500 NM_016343 NP_057427 P49454 CENPF_HUMANPotential.|Interaction with NDE1 and NDEL1. 13AGGCTGAGCTCAACACAGGAG0.512

+ 17 2318BICC1_uc001jkj.1_Missense_Mutation_p.K414TNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4GAAACTATCAAGGAGTTGAGA0.448

+ 1 589 NM_207186 NP_997069 Q9H209 O10A4_HUMANExtracellular (Potential). 1CTCTGTGTTTGAACTGGAGGC0.498

+ 1 509 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANExtracellular (Potential). 2CCTTTCTGTGGACCCAATGTT0.507

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCCCAAAGACCAA0.403 rs112861775

+ 14 1644DCAF4_uc001xnj.2_Missense_Mutation_p.S469F|DCAF4_uc010ttr.1_Missense_Mutation_p.S454F|DCAF4_uc001xnh.2_Missense_Mutation_p.S375F|DCAF4_uc010tts.1_Missense_Mutation_p.S415F|DCAF4_uc010ttt.1_Missense_Mutation_p.S261F|DCAF4_uc001xni.2_Missense_Mutation_p.S305FNM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3CTGGGGGGCTCCCGGGGCGCG0.637

+ 2 334TUBGCP4_uc001zrn.2_Missense_Mutation_p.P32S|TUBGCP4_uc010bdh.2_5'FlankNM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3GCAGGACTTCCCTTTCCTCCA0.527

- 4 532ACSM2B_uc002dhk.3_Missense_Mutation_p.R108C|ACSM2B_uc010bwf.1_Missense_Mutation_p.R108CNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN p.R108C(1) 5ACTGCCACACGATCCCCACGC0.562 rs148136861

+ 9 1649_1650EIF4A1_uc002gho.1_5'UTR|EIF4A1_uc002ghr.1_5'Flank|EIF4A1_uc002ghq.1_5'Flank|EIF4A1_uc002ghp.1_5'FlankNM_015670 NP_056485 Q9H4L4 SENP3_HUMAN Protease. 2CTGCTAATCCCCATCCACCTGG0.505

- 12 1798JUP_uc010wfs.1_Intron|HAP1_uc002hxn.1_Missense_Mutation_p.E544K|HAP1_uc002hxo.1_Missense_Mutation_p.E527K|HAP1_uc002hxp.1_Missense_Mutation_p.E519KNM_177977 NP_817084 P54257 HAP1_HUMAN Glu-rich. 2AGCTCCAGTTCCACCTCCTCC0.622

+ 6 903MAPT_uc010dau.2_Missense_Mutation_p.D195N|MAPT_uc002ijs.3_Intron|MAPT_uc002ijx.3_Intron|MAPT_uc002ijt.3_Intron|MAPT_uc002iju.3_Intron|MAPT_uc002ijv.3_IntronNM_016835 NP_058519 P10636 TAU_HUMAN 1GCTTCTAGGAGACCTGCACCA0.682

+ 10 1551 ITGB3_uc010wkr.1_RNANM_000212 NP_000203 P05106 ITB3_HUMANI.|Extracellular (Potential).|Cysteine-rich tandem repeats.6CCAGCAGGACGAATGCAGCCC0.627 rs150951945

- 2 762HOXB3_uc010wlm.1_5'Flank|HOXB3_uc010dbf.2_5'Flank|HOXB3_uc010dbg.2_5'FlankNM_002147 NP_002138 P09067 HXB5_HUMAN Homeobox. 0ATCTGGCGCTCGGACAGGCAG0.577

- 9 1740MED13_uc002izp.2_Missense_Mutation_p.P171SNM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2TGACTCTGAGGAGTTGAAGGT0.458

- 26 7164 NM_000384 NP_000375 P04114 APOB_HUMAN 27TCATACCTCTCGATTAACTCA0.373

- 24 3231SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.E1061K|SLC4A5_uc010ffc.1_Missense_Mutation_p.E980K|SLC4A5_uc002skp.1_Missense_Mutation_p.E959K|SLC4A5_uc002sks.1_Silent_p.R968RNM_021196 NP_067019 Q9BY07 S4A5_HUMANExtracellular (Potential). 9TCCTTTTTTTCCTTCTCTGGG0.527

+ 3 367 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4GGATTTATTAGAGCCATTTTT0.338

+ 2 444 NM_022358 NP_071753 Q9H427 KCNKF_HUMANHelical; (Potential). 0ACTTTCCAGAGCCTGGGCGAA0.672

+ 2 1629ZSWIM3_uc010zxg.1_Missense_Mutation_p.A470TNM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN 2CAAGCCAGACGCACAGCAGGT0.577 rs139419541

- 13 1752SLC13A3_uc010ghn.1_Nonsense_Mutation_p.Q541*|SLC13A3_uc010zxw.1_Nonsense_Mutation_p.Q522*|SLC13A3_uc002xsg.1_Nonsense_Mutation_p.Q525*|SLC13A3_uc010gho.1_Nonsense_Mutation_p.Q490*|SLC13A3_uc002xse.1_Nonsense_Mutation_p.Q63*|SLC13A3_uc010ghm.1_Nonsense_Mutation_p.Q159*|SLC13A3_uc010zxv.1_Nonsense_Mutation_p.Q157*NM_022829 NP_073740 Q8WWT9 S13A3_HUMANExtracellular (Potential). 1GTGCCCAGCTGGAAGATGGTC0.557

- 12 2016SCN5A_uc003cin.2_Missense_Mutation_p.D608N|SCN5A_uc003cil.3_Missense_Mutation_p.D608N|SCN5A_uc010hhi.2_Missense_Mutation_p.D608N|SCN5A_uc010hhk.2_Missense_Mutation_p.D608N|SCN5A_uc011ayr.1_Missense_Mutation_p.D608N|SCN5A_uc010hhj.1_Missense_Mutation_p.D219NNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9GCCTCTGGGTCGCCTGCCCCC0.647

- 13 5830GOLGB1_uc010hrc.2_Nonsense_Mutation_p.Q1907*|GOLGB1_uc003eej.3_Nonsense_Mutation_p.Q1868*|GOLGB1_uc011bjm.1_Nonsense_Mutation_p.Q1788*|GOLGB1_uc010hrd.1_Nonsense_Mutation_p.Q1866*NM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10AGTTCTTCTTGGATTTGCTGA0.368

- 9 1116EBF1_uc011ddw.1_Missense_Mutation_p.G140R|EBF1_uc011ddx.1_Missense_Mutation_p.G273R|EBF1_uc003lxl.3_Missense_Mutation_p.G241RNM_024007 NP_076870 Q9UH73 COE1_HUMAN IPT/TIG. 5GTCGTCCATCCTTCACTCGGG0.468

- 3 528HLA-DOA_uc010juj.2_Missense_Mutation_p.G121D|HLA-DOA_uc010jui.2_Missense_Mutation_p.G151DNM_002119 NP_002110 P06340 DOA_HUMANExtracellular (Potential).|Alpha-2.|Ig-like C1-type. 0GACAGTTTGGCCGTTGCGCAG0.587

+ 6 421MEP1A_uc011dwg.1_5'UTR|MEP1A_uc011dwh.1_Missense_Mutation_p.G155R|MEP1A_uc011dwi.1_Missense_Mutation_p.G27RNM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|Metalloprotease. 3ACAGTTTGATGGGTTGGTATG0.313

- 22 3581PTPRK_uc003qbj.2_Missense_Mutation_p.P1073S|PTPRK_uc010kfc.2_Missense_Mutation_p.P1079S|PTPRK_uc011ebu.1_Missense_Mutation_p.P1095SNM_002844 NP_002835 Q15262 PTPRK_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).8GCACTGGGAGGGTTTGATAAC0.483

- 2 772NPC1L1_uc003tlc.2_Missense_Mutation_p.G239E|NPC1L1_uc011kbw.1_Missense_Mutation_p.G239E|NPC1L1_uc003tld.2_Missense_Mutation_p.G239ENM_013389 NP_037521 Q9UHC9 NPCL1_HUMANExtracellular (Potential). 5ACGTGCAACCCCCTCATTCAG0.632

- 14 3887_3888 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN 7CATTTTCTGCGGACATATCCCA0.431 rs148299208

+ 8 969STAG3_uc010lgs.1_Missense_Mutation_p.P60S|STAG3_uc011kjk.1_Missense_Mutation_p.P214SNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8AAACAAGGGGCCAGGGCAGAG0.522

- 4 492TFEC_uc003vhk.1_Missense_Mutation_p.G74E|TFEC_uc003vhl.3_Missense_Mutation_p.G74E|TFEC_uc011kmw.1_Missense_Mutation_p.G193E|TFEC_uc003vhm.1_RNANM_012252 NP_036384 O14948 TFEC_HUMANNecessary for transcriptional transactivation. 1TGGTGAAATTCCTTGTTCACC0.333

+ 1 595 NM_176881 NP_795362 P59534 T2R39_HUMANExtracellular (Potential). 1CACTAAGAAAACATACTTGTC0.438

+ 16 1917ADAM7_uc003xec.2_Missense_Mutation_p.G374SNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential).|Cys-rich. 5TACAGACATTGGCCTGGTGGC0.373

- 30 3653NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Missense_Mutation_p.G506E|ANK1_uc003xoi.2_Missense_Mutation_p.G1190E|ANK1_uc003xoj.2_Missense_Mutation_p.G1190E|ANK1_uc003xol.2_Missense_Mutation_p.G1190E|ANK1_uc003xom.2_Missense_Mutation_p.G1231ENM_020476 NP_065209 P16157 ANK1_HUMAN 9TTTGGTGGTTCCTGTTATGTC0.537

+ 10 953 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3GAATTCTGCCCCGTGACCCGG0.428

+ 19 3503NRK_uc010npc.1_Missense_Mutation_p.R735QNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14GGAGTCGTTCGAACCAGTGAA0.493

+ 3 1002MAGEA6_uc004ffr.1_Missense_Mutation_p.E270K|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0TGCATGCTATGAGTTCCTGTG0.527

- 20 1882CDK11B_uc009vkj.2_Missense_Mutation_p.R248C|CDK11B_uc001ags.1_Missense_Mutation_p.R449C|CDK11B_uc001agt.1_Missense_Mutation_p.R374C|CDK11B_uc001aha.1_Missense_Mutation_p.R557C|CDK11B_uc001agw.1_Missense_Mutation_p.R546C|CDK11B_uc001agy.1_Missense_Mutation_p.R589C|CDK11B_uc001agx.1_Missense_Mutation_p.R580C|CDK11B_uc001agz.1_Missense_Mutation_p.R335CNM_033486 NP_277021 P21127 CD11B_HUMANProtein kinase. 1TCTGGGGCGCGGTACCACAGG0.687

- 10 1474SPATA21_uc001ayl.1_RNA|SPATA21_uc010occ.1_Missense_Mutation_p.E308KNM_198546 NP_940948 Q7Z572 SPT21_HUMAN 3TTTGTGATTTCCTCTAAGACT0.542

- 2 554 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2AGCTGCTGCCCATGGTTGACT0.642

- 8 1333SLC1A7_uc001cux.2_5'UTRNM_006671 NP_006662 O00341 EAA5_HUMANHelical; (Potential). 3ATGAAGATGGCGGCCACAGCC0.627

- 13 1443MTMR11_uc001etm.1_Nonsense_Mutation_p.R326*|MTMR11_uc010pbm.1_Intron|MTMR11_uc010pbn.1_Missense_Mutation_p.P224LNM_001145862 NP_001139334 A4FU01 MTMRB_HUMANMyotubularin phosphatase. 1AACAGTGTTCGGGCTTCGGGG0.562

- 2 1066TCHH_uc009wne.1_Missense_Mutation_p.E356QNM_007113 NP_009044 Q07283 TRHY_HUMAN1-4.|5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.5 ctctcctcctcctgctcgcgc 0



- 3 1023 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TCCGTCTGACTGTAGTGGGAA0.507 rs12117644

- 18 3154 uc001fdc.1_RNA NM_014856 NP_055671 O75064 DEN4B_HUMAN Gln-rich. 1GCTGCCTGCCTCTTGATGTGC0.453

- 2 1266C1orf112_uc001ggj.2_Intron|C1orf112_uc001ggo.2_5'Flank|uc010plt.1_5'Flank|C1orf112_uc001ggp.2_5'Flank|C1orf112_uc001ggq.2_5'FlankNM_033418 NP_219486 O95568 MET18_HUMAN 0CCTCCACCTACACCAAAATAA0.348 rs1801567

- 6 1408USH2A_uc001hkv.2_Missense_Mutation_p.P341TNM_206933 NP_996816 O75445 USH2A_HUMANLaminin N-terminal.|Extracellular (Potential). 26AAAGAGAGAGGATGGGCTTCA0.443

+ 34 9203OBSCN_uc001hsn.2_Missense_Mutation_p.I3053M|OBSCN_uc001hsq.1_Missense_Mutation_p.I309MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 30. 28TCAATGAGATCGATGCCCAGC0.657

- 1 1019PRKG1_uc001jjm.2_Intron|PRKG1_uc001jjn.2_Intron|PRKG1_uc001jjo.2_IntronNM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1CCTCGAGGAGGCAGACCACCA0.572

+ 4 1231 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.?(4)|p.R55fs*1(4)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.I67K(1)|p.I67_Y68insY(1)|p.I67del(1)|p.V54fs*29(1)|p.I67R(1)|p.R55_L70>S(1)|p.F56fs*2(1)2334CATTACAAGATATACAATCTG0.279

- 6 810LRP4_uc009ylh.1_Missense_Mutation_p.E173KNM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class A 5. 4CAGTCAGACTCGTCTGACCAG0.622

- 1 292 NM_006637 NP_006628 Q13606 OR5I1_HUMANExtracellular (Potential). 1AGGGCACACCCATAATAGGAA0.428

- 1 617 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMANHelical; Name=5; (Potential). 1GCTTGAGAGATTAAAGCCTGC0.443

- 13 1912 VWCE_uc001nrb.2_RNANM_152718 NP_689931 Q96DN2 VWCE_HUMAN VWFC 3. 1CACTCTTCTCGGGGGCAGGCC0.672

- 8 2614TRPC6_uc009ywy.2_Missense_Mutation_p.S614L|TRPC6_uc009ywz.1_Missense_Mutation_p.S675LNM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4TTCCTGGAATGAACTGTTGAT0.328

- 3 318PIH1D2_uc009yyl.2_Missense_Mutation_p.P79L|PIH1D2_uc001pmp.3_Missense_Mutation_p.P79L|PIH1D2_uc010rws.1_Missense_Mutation_p.P79L|C11orf57_uc001pmu.2_5'Flank|C11orf57_uc001pmw.3_5'Flank|C11orf57_uc001pmt.3_5'Flank|C11orf57_uc001pmr.3_5'Flank|C11orf57_uc001pmv.3_5'Flank|C11orf57_uc001pms.3_5'FlankNM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1GGTTGATTGGGGAGCTGGGAT0.363

+ 13 1942TROAP_uc009zlh.2_Missense_Mutation_p.Y592C|TROAP_uc001rty.2_IntronNM_005480 NP_005471 Q12815 TROAP_HUMANCys-rich.|4 X 33 AA approximate tandem repeats.|3. 1CTAGAGTCCTACTGTAGGATT0.617

+ 1 255HOXC6_uc001ses.2_5'UTR|HOXC5_uc001set.2_Intron|HOXC4_uc001seu.2_IntronNM_004503 NP_004494 P09630 HXC6_HUMAN 3GCCCAGAACCGGATCTACTCG0.562

- 17 2082R3HDM2_uc010srn.1_RNA|R3HDM2_uc001snu.2_Missense_Mutation_p.P378S|R3HDM2_uc001snr.2_Missense_Mutation_p.P410S|R3HDM2_uc001sns.2_Missense_Mutation_p.P683S|R3HDM2_uc001snt.2_Missense_Mutation_p.P697S|R3HDM2_uc009zpn.1_IntronNM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN Gln-rich. 2CAGGGAGAGGGAGACTGAGGC0.547

+ 26 3147ANO4_uc001thw.2_Missense_Mutation_p.R824W|ANO4_uc001thx.2_Missense_Mutation_p.R859W|ANO4_uc001thy.2_Missense_Mutation_p.R379WNM_178826 NP_849148 Q32M45 ANO4_HUMANCytoplasmic (Potential). 6TTATAGATACCGGGACTACCG0.408

+ 8 905 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|EGF-like 4. 14GCCATCAATCCATGTTTACGA0.483

+ 2 360 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN 0GCAGCATGCCGCCACCAAGTG0.662

+ 2 876GPC6_uc010tig.1_Missense_Mutation_p.E82K|GPC6_uc001vlu.1_Missense_Mutation_p.E12KNM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0AAGCAAACTCGAATTTGAAAA0.413

- 1 461 NM_001001968 NP_001001968 Q8NH40 OR6S1_HUMANHelical; Name=4; (Potential). 2AGGGACGAGTCCCCCCACCCA0.607

+ 3 307ABHD4_uc010tmz.1_Missense_Mutation_p.G80C|ABHD4_uc010tna.1_Missense_Mutation_p.G80C|ABHD4_uc010tnb.1_RNANM_022060 NP_071343 Q8TB40 ABHD4_HUMAN 1TTTTGGGGGCGGCGTGGGTCT0.577

- 8 1465SLC35F4_uc010aoz.1_RNA|SLC35F4_uc010apa.1_Missense_Mutation_p.E330KNM_001080455 NP_001073924 2CTCTTCTTTTCCTTCAGGCTG0.522

+ 15 1725PACS2_uc001yqs.2_Missense_Mutation_p.C442F|PACS2_uc001yqv.2_Missense_Mutation_p.C521F|PACS2_uc001yqu.2_Missense_Mutation_p.C521FNM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1CCCGTGGTGTGCACGTGCTCT0.632

+ 15 2318MAN2A2_uc002bqc.2_Missense_Mutation_p.R735C|MAN2A2_uc010uql.1_Missense_Mutation_p.R397C|MAN2A2_uc010uqm.1_Missense_Mutation_p.R314C|MAN2A2_uc010uqn.1_RNANM_006122 NP_006113 P49641 MA2A2_HUMANLumenal (Potential). 3CTCCTCTGTGCGCATCTACCT0.672

- 24 2048PARN_uc010uzc.1_Missense_Mutation_p.P575S|PARN_uc010uze.1_Missense_Mutation_p.P590S|PARN_uc010uzf.1_Missense_Mutation_p.P461SNM_002582 NP_002573 O95453 PARN_HUMAN 2CATGTGTCAGGAACTTCAAAG0.527

- 16 2723KCTD19_uc002est.2_Missense_Mutation_p.T663I|KCTD19_uc010vjj.1_Missense_Mutation_p.T634INM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1GAAGGGCAGTGTAAGCTGGAA0.552

- 4 669KCTD19_uc002est.2_5'UTR|KCTD19_uc010vjj.1_5'UTRNM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1CGCTGCACTCGCACTCGATGA0.612

- 34 5280 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TGAATAGTTTCCACCAGGCAC0.488

+ 14 2519USP10_uc010voe.1_Missense_Mutation_p.R797C|USP10_uc010vof.1_Missense_Mutation_p.R355C|USP10_uc002fij.2_Missense_Mutation_p.R319CNM_005153 NP_005144 Q14694 UBP10_HUMAN 0CCTGTATTACCGCCGAGTGGA0.572

- 12 2633ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.T645MNM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2CACGGCAAACGTGGACTGCCC0.632

- 4 568TP53_uc002gig.1_Missense_Mutation_p.T125R|TP53_uc002gih.2_Missense_Mutation_p.T125R|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_5'Flank|TP53_uc010cng.1_5'Flank|TP53_uc002gii.1_5'Flank|TP53_uc010cnh.1_Missense_Mutation_p.T125R|TP53_uc010cni.1_Missense_Mutation_p.T125R|TP53_uc002gij.2_Missense_Mutation_p.T125R|TP53_uc010cnj.1_5'Flank|TP53_uc002gin.2_Intron|TP53_uc002gio.2_Intron|TP53_uc010vug.1_Missense_Mutation_p.T86R|TP53_uc010cnk.1_Missense_Mutation_p.T140RNM_001126112 NP_001119584 P04637 P53_HUMANRequired for interaction with FBXO42.||Interaction with HIPK1 (By similarity).|Interaction with AXIN1 (By similarity).p.T125T(15)|p.0?(7)|p.T125M(7)|p.T125R(3)|p.T125K(3)|p.G59fs*23(3)|p.V73fs*9(1)|p.T125P(1)|p.T125fs*45(1)|p.G105_T125del21(1)|p.Y126fs*11(1)|p.Y107fs*44(1)|p.T125fs*24(1)|p.T125A(1)|p.P13fs*18(1)|p.S33fs*23(1)|p.T125_Y126insX(1)22245GCAACTGACCGTGCAAGTCAC0.542

- 31 4319 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6GGAGTTCGCCGTCTCCGTGTT0.532

- 29 4074 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7GACTGCAGGGCGTGCGCCAGG0.552

+ 4 400 NM_002795 NP_002786 P49720 PSB3_HUMAN 0CACTGAGCCAGTCATTGCCGG0.517

- 2 875PLEKHH3_uc002iau.2_5'Flank|PLEKHH3_uc002iav.2_5'Flank|PLEKHH3_uc010cym.1_5'Flank|PLEKHH3_uc002iaw.2_5'Flank|CNTNAP1_uc002iay.2_5'Flank|CNTNAP1_uc010wgs.1_5'FlankNM_016602 NP_057686 P46092 CCR10_HUMANHelical; Name=7; (Potential). 0ACCAGCAGTGCGACATCCTTG0.677

- 18 2941FASN_uc002kdw.1_Missense_Mutation_p.R158SNM_004104 NP_004095 P49327 FAS_HUMAN 1TCGAAGGCACGGGAGGCCTCC0.687

+ 1 718 NM_005913 NP_005904 P33032 MC5R_HUMANHelical; Name=6; (Potential). 6CGCGGTCACCGTCACCATGCT0.617

+ 4 1429CABYR_uc010xbb.1_Missense_Mutation_p.I328T|CABYR_uc002kuy.2_Intron|CABYR_uc002kuz.2_Intron|CABYR_uc002kva.2_Missense_Mutation_p.I408T|CABYR_uc002kvb.2_Intron|CABYR_uc002kvc.2_Intron|CABYR_uc010dlw.2_RNANM_012189 NP_036321 O75952 CABYR_HUMAN 0ATCACTTCAATAGTCTCTGAC0.502 rs142770673

- 9 1375 NM_152769 NP_689982 Q8N350 DOS_HUMAN 0CAGAAAGGGGCGGGGGTGCGG0.692

- 2 642 PLIN5_uc002mat.1_IntronNM_052972 NP_443204 P02750 A2GL_HUMAN 1AATTGCAGCGGACCCCTCAGG0.577

- 4 452CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R105W|CD209_uc002mhr.2_Missense_Mutation_p.R105W|CD209_uc002mhs.2_Missense_Mutation_p.R105W|CD209_uc002mhu.2_Missense_Mutation_p.R129W|CD209_uc010dvq.2_Missense_Mutation_p.R129W|CD209_uc002mhq.2_Missense_Mutation_p.R129W|CD209_uc002mhv.2_Missense_Mutation_p.R105W|CD209_uc002mhx.2_Missense_Mutation_p.R85W|CD209_uc002mhw.2_Missense_Mutation_p.R85W|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|2.|7 X approximate tandem repeats.1GCCTTCAGCCGGGTCAGCTCC0.567 rs146082308

+ 1 85 NM_017682 NP_060152 Q8NFU1 BEST2_HUMANHelical; (Potential). 2TGGGAGCATCTACAAACTCCT0.547

+ 2 751 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN Potential. 1GAGAGATATGGAAAAATCAGA0.498

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

+ 29 5900 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Poly-Pro. 11GCCCCATCTCCACCACCCCCT0.657

+ 29 6004 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11GGGGACTGAGCCCTTCCAGGA0.667



+ 29 6164 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11ACCCCTGGAGCCCCCCGCATT0.697

+ 98 14321RYR1_uc002oiu.2_Missense_Mutation_p.D4726NNM_000540 NP_000531 P21817 RYR1_HUMAN 12CAAACATGGGGACATCTACGG0.612

+ 100 14561RYR1_uc002oiu.2_Missense_Mutation_p.A4806TNM_000540 NP_000531 P21817 RYR1_HUMAN 12CTTCTTCTTTGCTGCCCATCT0.587

- 12 2175SIX5_uc002pdb.2_5'Flank|SIX5_uc002pdc.2_5'Flank|DMPK_uc010xxs.1_Missense_Mutation_p.A445V|DMPK_uc002pde.1_Missense_Mutation_p.A539V|DMPK_uc002pdf.1_Missense_Mutation_p.A534V|DMPK_uc002pdg.1_Missense_Mutation_p.A529V|DMPK_uc002pdh.1_Missense_Mutation_p.A529V|DMPK_uc002pdi.1_Missense_Mutation_p.A560V|DMPK_uc010xxt.1_IntronNM_001081563 NP_001075032 Q09013 DMPK_HUMAN p.T544M(1) 3CCCCGTGACAGCTGGAAGGAG0.662

+ 3 296NUCB1_uc002pla.2_Missense_Mutation_p.A75V|NUCB1_uc002plc.2_Missense_Mutation_p.A75VNM_006184 NP_006175 Q02818 NUCB1_HUMAN 0CTGCAGGCTGCCAATGCGGAG0.582

+ 5 3725 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2GGAACCTCATCGGGTGATGCC0.622

+ 2 96GALP_uc010eti.2_Missense_Mutation_p.S5FNM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0GCTCCTCCCTCCGTCCCCCTG0.642

+ 4 655ZNF324B_uc002qsu.1_Missense_Mutation_p.R173Q|ZNF324B_uc010euq.1_Missense_Mutation_p.R183QNM_207395 NP_997278 Q6AW86 Z324B_HUMAN 1ACAGAGTACCGGGTGCCTGGG0.677

+ 14 1746ZNF512_uc010ylv.1_Missense_Mutation_p.Q474H|ZNF512_uc010ylw.1_Missense_Mutation_p.Q524H|ZNF512_uc002rlb.2_Missense_Mutation_p.Q474H|ZNF512_uc010ylx.1_Missense_Mutation_p.Q474H|ZNF512_uc002rlc.2_Missense_Mutation_p.Q474H|ZNF512_uc010yly.1_Intron|ZNF512_uc010ylz.1_Missense_Mutation_p.Q446HNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1CACAGTTCCAGAAAGTAAAGC0.488

- 1 760SLC8A1_uc002rry.2_Missense_Mutation_p.V246F|SLC8A1_uc002rrz.2_Missense_Mutation_p.V246F|SLC8A1_uc002rsa.2_Missense_Mutation_p.V246F|SLC8A1_uc002rsd.3_Missense_Mutation_p.V246F|SLC8A1_uc002rsb.1_Missense_Mutation_p.V246F|SLC8A1_uc010fan.1_Missense_Mutation_p.V246F|SLC8A1_uc002rsc.1_Missense_Mutation_p.V246FNM_021097 NP_066920 P32418 NAC1_HUMANHelical; (Potential). 4GCGAACACAACACAGATGGGA0.443

- 9 1458XPO1_uc010fcl.2_Missense_Mutation_p.T240A|XPO1_uc010ypn.1_Missense_Mutation_p.T240A|XPO1_uc002sbk.2_5'UTRNM_003400 NP_003391 O14980 XPO1_HUMANNecessary for HTLV-1 Rex-mediated mRNA export.|HEAT 2.4ATTAATTTGGTCTCAAAAATA0.348

- 7 932 NM_005735 NP_005726 P42025 ACTY_HUMAN 1TCTGGCAACGTGTACTGCACC0.642

+ 6 596ARHGAP15_uc010zbl.1_Missense_Mutation_p.E149KNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2ATGGGCCAAGGAAAAATCGAG0.358

- 282 81666uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.Q20843*|TTN_uc010zfi.1_Nonsense_Mutation_p.Q20776*|TTN_uc010zfj.1_Nonsense_Mutation_p.Q20651*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATGGACCCTGTCCAGCAGCG0.423

+ 3 339 NM_080628 NP_542195 A0PJX2 CT118_HUMAN TLD. 0GCTCAGGGACCAGGACGGGCA0.677

- 4 598AURKA_uc002xxe.1_Missense_Mutation_p.G11V|AURKA_uc002xxf.1_Missense_Mutation_p.G11V|AURKA_uc002xxg.1_Missense_Mutation_p.G11V|AURKA_uc002xxh.1_Missense_Mutation_p.G11V|AURKA_uc002xxi.1_Missense_Mutation_p.G11V|AURKA_uc002xxj.1_Missense_Mutation_p.G11V|AURKA_uc002xxk.1_Missense_Mutation_p.G11V|AURKA_uc010zzd.1_RNANM_198433 NP_940835 O14965 AURKA_HUMAN 8CTTAACAGGTCCTGAAATGCA0.383

- 1 326TTC3_uc002yvz.2_5'Flank|TTC3_uc011aee.1_5'Flank|PIGP_uc002yvy.1_RNA|PIGP_uc002yvx.1_Missense_Mutation_p.A13E|TTC3_uc011aed.1_5'Flank|TTC3_uc010gne.1_5'FlankNM_153681 NP_710148 P57054 PIGP_HUMAN 0GCCATAAATCGCTCTTTCTGG0.478

- 1 5912BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 agtgtccagggtgaggagtga 0.04

- 28 6150SCN5A_uc003cin.2_Missense_Mutation_p.D1985N|SCN5A_uc003cil.3_Missense_Mutation_p.D1986N|SCN5A_uc010hhi.2_Missense_Mutation_p.D1968N|SCN5A_uc010hhk.2_Missense_Mutation_p.D1953N|SCN5A_uc011ayr.1_Missense_Mutation_p.D1932NNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9TGGAGGTTATCGCTGGTGGCT0.607

- 23 4417SCN5A_uc003cin.2_Missense_Mutation_p.G1407E|SCN5A_uc003cil.3_Missense_Mutation_p.G1408E|SCN5A_uc010hhi.2_Missense_Mutation_p.G1408E|SCN5A_uc010hhk.2_Missense_Mutation_p.G1407E|SCN5A_uc011ayr.1_Missense_Mutation_p.G1354E|SCN5A_uc010hhj.1_Missense_Mutation_p.G1018ENM_198056 NP_932173 Q14524 SCN5A_HUMAN 9GGCCAGGTACCCGGCCCCCAC0.542

- 2 310GPX1_uc011bcm.1_Missense_Mutation_p.P77RNM_000581 NP_000572 P07203 GPX1_HUMAN 1CTGGTTGCACGGGAAGCCGAG0.617

- 17 2101ITIH4_uc011bel.1_Missense_Mutation_p.R389C|ITIH4_uc003dfy.2_Missense_Mutation_p.R523C|ITIH4_uc011bem.1_Missense_Mutation_p.R694C|ITIH4_uc011ben.1_Missense_Mutation_p.R659CNM_002218 NP_002209 Q14624 ITIH4_HUMAN 3ATGGCCAGACGGCGGAAGGGG0.622

+ 18 1678CACNA2D3_uc011beu.1_RNA|CACNA2D3_uc003dhg.1_Missense_Mutation_p.E450K|CACNA2D3_uc003dhh.1_RNA|CACNA2D3_uc010hmv.1_Missense_Mutation_p.E278KNM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential).|Cache. 7TTGCTAGTACGAAGAAGGAAA0.443

- 5 506 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1GCGATACTGTCGTCCAGAAGT0.423

- 5 916PAQR3_uc003hlm.2_RNA|PAQR3_uc003hln.2_RNA|PAQR3_uc003hlq.1_Missense_Mutation_p.P120SNM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMANLumenal (Potential). 0ATTACACGGGGTGCAAAGTCC0.353

+ 10 1421SKP2_uc011cou.1_Missense_Mutation_p.K199N|SKP2_uc003jkd.2_IntronNM_005983 NP_005974 Q13309 SKP2_HUMAN 4GGGGCATCAAATGCCGACTGA0.453

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358

+ 8 3268ZFYVE16_uc003kgp.2_Missense_Mutation_p.N989S|ZFYVE16_uc003kgq.3_Missense_Mutation_p.N989S|ZFYVE16_uc003kgs.3_Missense_Mutation_p.N989S|ZFYVE16_uc003kgt.3_IntronNM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0GTTAACAGCAATTTACCTATT0.353

+ 20 4090GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GTACTTTACCGGACTAGAGGG0.443

+ 10 1820 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANZU5.|Cytoplasmic (Potential). 1TGCGAGGGCAGCTGGGAGGTG0.667

+ 5 723HLA-G_uc011dmb.1_3'UTR|NCRNA00171_uc011dme.1_Intron|HLA-J_uc003nou.3_RNA|HLA-J_uc003nov.3_RNA 0TGGGACTGAGAGGCAAGATTT0.438 rs113017032

+ 56 7970ITPR3_uc003oey.2_Missense_Mutation_p.T671MNM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19ACCGACTACACGGGCCCTGAG0.537

+ 12 1398CAPN11_uc011dvn.1_Missense_Mutation_p.R108WNM_007058 NP_008989 Q9UMQ6 CAN11_HUMAN Domain III. 2GAAGAACTGGCGGCATGCACG0.612

- 2 976 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1GCATCTTGCATCATTCTTGGT0.408

- 12 1237SNAP91_uc011dzd.1_5'UTR|SNAP91_uc003pkb.2_Missense_Mutation_p.P270L|SNAP91_uc003pkc.2_Missense_Mutation_p.P305L|SNAP91_uc003pkd.2_Missense_Mutation_p.P291L|SNAP91_uc003pka.2_Missense_Mutation_p.P305LNM_014841 NP_055656 O60641 AP180_HUMAN 1AGTTGTGGCTGGAGAAGACTG0.453

- 3 414INTS1_uc003skq.2_Missense_Mutation_p.P105SNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0TTAATCGACGGAGAAATGGCT0.577

+ 8 902BZW2_uc011jxx.1_Missense_Mutation_p.L48F|BZW2_uc003stm.2_Missense_Mutation_p.L48F|BZW2_uc003stj.2_Missense_Mutation_p.L242F|BZW2_uc003stk.2_Missense_Mutation_p.L166F|BZW2_uc003sto.1_Missense_Mutation_p.L90F|BZW2_uc003stp.2_Missense_Mutation_p.L90F|BZW2_uc010kua.2_Missense_Mutation_p.L242FNM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2TCTTAAGGAGCTTTCCGACTT0.488

+ 35 5930 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 1 (By similarity). 15AGTGGTGGCAGTACAAGTGAA0.438

+ 9 1413AEBP1_uc003tkc.3_5'Flank|AEBP1_uc003tkd.2_5'FlankNM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN 0GCCCCGAAAGGGCGAGGAGTT0.647

+ 16 2096DYNC1I1_uc003uod.3_Missense_Mutation_p.V590I|DYNC1I1_uc003uob.2_Missense_Mutation_p.V570I|DYNC1I1_uc003uoe.3_Missense_Mutation_p.V587I|DYNC1I1_uc010lfl.2_Missense_Mutation_p.V596INM_004411 NP_004402 O14576 DC1I1_HUMAN WD 7. 4GGTCTATGACGTTGGAGAGGT0.473 rs145694237

+ 17 3762CCDC136_uc003vnu.1_Missense_Mutation_p.S412F|CCDC136_uc003vnw.1_Missense_Mutation_p.S493F|CCDC136_uc003vnx.1_Intron|CCDC136_uc010llq.1_Intron|CCDC136_uc003vny.1_IntronNM_022742 NP_073579 Q96JN2 CC136_HUMANHelical; (Potential). 2CCCATCTTCTCCTTGCCTCTT0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 8 1601 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11ATTTTACAGGGAAATTTGAGC0.433

+ 2 890 NM_024012 NP_076917 P47898 5HT5A_HUMANCytoplasmic (By similarity). 3GGACACGTGGCGGGAGCAGAA0.607

- 14 1457ADAM2_uc003xnk.2_Missense_Mutation_p.S442L|ADAM2_uc011lck.1_Missense_Mutation_p.S461L|ADAM2_uc003xnl.2_Missense_Mutation_p.S335LNM_001464 NP_001455 Q99965 ADAM2_HUMANExtracellular (Potential).|Disintegrin. 2TGATGCAGATGATCCATTGCA0.408

+ 10 988VDAC3_uc003xpc.2_Missense_Mutation_p.E283GNM_005662 NP_005653 Q9Y277 VDAC3_HUMANBeta stranded; (By similarity). 1TTTGAACTGGAAGCTTAATGT0.398

+ 4 4659 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN 0GGTCAGCCTGGTGTGTCCAGC0.517



- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCGTTGGTCTCCG0.692

- 18 3549SVEP1_uc010mua.1_Missense_Mutation_p.S1071LNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7CAGTGGACACGATTCACAAGT0.423

- 26 2318TEX11_uc004dyk.2_Missense_Mutation_p.N394I|TEX11_uc004dym.2_Missense_Mutation_p.N704INM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5ATGGATGTCATTGCATGTCTG0.388

- 10 1474SPATA21_uc001ayl.1_RNA|SPATA21_uc010occ.1_Missense_Mutation_p.E308KNM_198546 NP_940948 Q7Z572 SPT21_HUMAN 3TTTGTGATTTCCTCTAAGACT0.542

- 2 554 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2AGCTGCTGCCCATGGTTGACT0.642

+ 8 1012CDC20_uc001ciy.2_Missense_Mutation_p.T304INM_001255 NP_001246 Q12834 CDC20_HUMAN 0CATGTGGCCACACTGAGTGGC0.562

- 6 1408USH2A_uc001hkv.2_Missense_Mutation_p.P341TNM_206933 NP_996816 O75445 USH2A_HUMANLaminin N-terminal.|Extracellular (Potential). 26AAAGAGAGAGGATGGGCTTCA0.443

+ 4 1231 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.?(4)|p.R55fs*1(4)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.I67K(1)|p.I67_Y68insY(1)|p.I67del(1)|p.V54fs*29(1)|p.I67R(1)|p.R55_L70>S(1)|p.F56fs*2(1)2334CATTACAAGATATACAATCTG0.279

- 4 531TH_uc001lvp.2_Missense_Mutation_p.D167G|TH_uc001lvr.2_Missense_Mutation_p.D140G|TH_uc010qxj.1_Missense_Mutation_p.D144G|TH_uc001lvs.2_Missense_Mutation_p.D140G|TH_uc001lvt.2_Missense_Mutation_p.D144G|TH_uc009ydh.1_5'FlankNM_199292 NP_954986 P07101 TY3H_HUMAN 0GGCGGCCAGGTCCCCTCGGCG0.697

- 1 292 NM_006637 NP_006628 Q13606 OR5I1_HUMANExtracellular (Potential). 1AGGGCACACCCATAATAGGAA0.428

- 8 2614TRPC6_uc009ywy.2_Missense_Mutation_p.S614L|TRPC6_uc009ywz.1_Missense_Mutation_p.S675LNM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4TTCCTGGAATGAACTGTTGAT0.328

+ 29 6083ESPL1_uc001scj.2_Missense_Mutation_p.Y1673N|PFDN5_uc001scl.2_5'Flank|PFDN5_uc001scm.2_5'Flank|PFDN5_uc001scn.2_5'Flank|PFDN5_uc001sco.2_5'FlankNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3GCATGATTTGTATATGTGAGT0.547

- 7 795 NM_024057 NP_076962 Q8NFH4 NUP37_HUMAN 1CTCTTATTTTGAGGATAACTA0.353

+ 8 905 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|EGF-like 4. 14GCCATCAATCCATGTTTACGA0.483

+ 2 876GPC6_uc010tig.1_Missense_Mutation_p.E82K|GPC6_uc001vlu.1_Missense_Mutation_p.E12KNM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0AAGCAAACTCGAATTTGAAAA0.413

+ 4 1054AKAP6_uc010aml.2_Missense_Mutation_p.S292CNM_004274 NP_004265 Q13023 AKAP6_HUMAN 21GAGGAGGTATCTCAAGTATCT0.468

- 8 1465SLC35F4_uc010aoz.1_RNA|SLC35F4_uc010apa.1_Missense_Mutation_p.E330KNM_001080455 NP_001073924 2CTCTTCTTTTCCTTCAGGCTG0.522

+ 8 902 NPIP_uc002dcx.3_RNA NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0CCACCCTCAGCGGATGATAAT0.557

- 2 1257ZNF768_uc010vex.1_Missense_Mutation_p.L330M|uc002dyl.1_5'Flank|ZNF768_uc010vew.1_Missense_Mutation_p.L330MNM_024671 NP_078947 Q9H5H4 ZN768_HUMAN C2H2-type 4. 0TGGTGTCGCAGGAGGTAGGAG0.632

- 34 5280 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TGAATAGTTTCCACCAGGCAC0.488

- 4 568TP53_uc002gig.1_Missense_Mutation_p.T125R|TP53_uc002gih.2_Missense_Mutation_p.T125R|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_5'Flank|TP53_uc010cng.1_5'Flank|TP53_uc002gii.1_5'Flank|TP53_uc010cnh.1_Missense_Mutation_p.T125R|TP53_uc010cni.1_Missense_Mutation_p.T125R|TP53_uc002gij.2_Missense_Mutation_p.T125R|TP53_uc010cnj.1_5'Flank|TP53_uc002gin.2_Intron|TP53_uc002gio.2_Intron|TP53_uc010vug.1_Missense_Mutation_p.T86R|TP53_uc010cnk.1_Missense_Mutation_p.T140RNM_001126112 NP_001119584 P04637 P53_HUMANRequired for interaction with FBXO42.||Interaction with HIPK1 (By similarity).|Interaction with AXIN1 (By similarity).p.T125T(15)|p.0?(7)|p.T125M(7)|p.T125R(3)|p.T125K(3)|p.G59fs*23(3)|p.V73fs*9(1)|p.T125P(1)|p.T125fs*45(1)|p.G105_T125del21(1)|p.Y126fs*11(1)|p.Y107fs*44(1)|p.T125fs*24(1)|p.T125A(1)|p.P13fs*18(1)|p.S33fs*23(1)|p.T125_Y126insX(1)22245GCAACTGACCGTGCAAGTCAC0.542

- 7 554PIK3R5_uc010vuz.1_Missense_Mutation_p.V163L|PIK3R5_uc002glu.3_Intron|PIK3R5_uc010coa.1_Missense_Mutation_p.V163L|PIK3R5_uc010cob.1_5'UTRNM_014308 NP_055123 Q8WYR1 PI3R5_HUMAN 5AGCAGCAGCACGGTGCTGGGG0.642 rs149885535

+ 19 2544KSR1_uc002gzm.2_Missense_Mutation_p.E479G|KSR1_uc002gzn.2_Missense_Mutation_p.E51GNM_014238 NP_055053 Q8IVT5 KSR1_HUMANProtein kinase. 4GGAAGCGGGGAAGGAATGAAG0.572

- 18 2941FASN_uc002kdw.1_Missense_Mutation_p.R158SNM_004104 NP_004095 P49327 FAS_HUMAN 1TCGAAGGCACGGGAGGCCTCC0.687

- 1 757 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3AGTGACAGCACCACTTGCCCA0.622

+ 4 1429CABYR_uc010xbb.1_Missense_Mutation_p.I328T|CABYR_uc002kuy.2_Intron|CABYR_uc002kuz.2_Intron|CABYR_uc002kva.2_Missense_Mutation_p.I408T|CABYR_uc002kvb.2_Intron|CABYR_uc002kvc.2_Intron|CABYR_uc010dlw.2_RNANM_012189 NP_036321 O75952 CABYR_HUMAN 0ATCACTTCAATAGTCTCTGAC0.502 rs142770673

- 37 5246MYO5B_uc002ldz.2_Missense_Mutation_p.C223Y|MYO5B_uc002lea.2_Missense_Mutation_p.C768YNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Dilute. 5AGCTTCCAGGCAGTATGAGTT0.522

- 2 642 PLIN5_uc002mat.1_IntronNM_052972 NP_443204 P02750 A2GL_HUMAN 1AATTGCAGCGGACCCCTCAGG0.577

- 8 1939PRAM1_uc002mkc.2_Missense_Mutation_p.P639LNM_032152 NP_115528 Q96QH2 PRAM_HUMAN SH3. 0CGCTGTTCTGGGCACGTAGCC0.701

+ 2 751 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN Potential. 1GAGAGATATGGAAAAATCAGA0.498

+ 29 6004 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11GGGGACTGAGCCCTTCCAGGA0.667

+ 29 6164 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11ACCCCTGGAGCCCCCCGCATT0.697

+ 98 14321RYR1_uc002oiu.2_Missense_Mutation_p.D4726NNM_000540 NP_000531 P21817 RYR1_HUMAN 12CAAACATGGGGACATCTACGG0.612

+ 100 14561RYR1_uc002oiu.2_Missense_Mutation_p.A4806TNM_000540 NP_000531 P21817 RYR1_HUMAN 12CTTCTTCTTTGCTGCCCATCT0.587

- 5 1308PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.E243K|PSG8_uc002ouh.2_Missense_Mutation_p.E404K|PSG8_uc010ein.2_Missense_Mutation_p.E282K|PSG8_uc002ouj.3_Missense_Mutation_p.E186K|PSG8_uc002ouk.3_Missense_Mutation_p.E243K|PSG8_uc002oul.3_Missense_Mutation_p.E404K|PSG8_uc002oum.3_Missense_Mutation_p.E311K|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.E311KNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 3. 0TTGGAGCTTTCCTTGCCAGTG0.468

+ 3 273ZNF880_uc002pzb.3_RNANM_001145434 NP_001138906 Q6PDB4 ZN880_HUMAN KRAB. 0GTGAAAATAGCAAACAATCCA0.423

+ 11 1400BRSK1_uc002qkf.2_Missense_Mutation_p.V391I|BRSK1_uc002qkh.2_Missense_Mutation_p.V70INM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6CCGGAATGATGTTGGTGAGAA0.393

+ 3 1505 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMANC2H2-type 11. 1CAGCCAGAGCGCCTACCTCAT0.642

+ 3 1069TLX2_uc002sma.1_Silent_p.P119PNM_016170 NP_057254 O43763 TLX2_HUMAN 0CCGCTGCCCCCGGACCCTCTC0.726

- 7 932 NM_005735 NP_005726 P42025 ACTY_HUMAN 1TCTGGCAACGTGTACTGCACC0.642

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5GCCCATCTTGTTCCTGAGTGT0.607

+ 6 596ARHGAP15_uc010zbl.1_Missense_Mutation_p.E149KNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2ATGGGCCAAGGAAAAATCGAG0.358

- 4 848SP3_uc002uie.2_Missense_Mutation_p.I160M|SP3_uc002uif.2_Missense_Mutation_p.I175M|SP3_uc010zel.1_Missense_Mutation_p.I225MNM_003111 NP_003102 Q02447 SP3_HUMANTransactivation domain (Gln-rich). 6CAGTCTGTGGTATGAGATTCT0.453

- 282 81666uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.Q20843*|TTN_uc010zfi.1_Nonsense_Mutation_p.Q20776*|TTN_uc010zfj.1_Nonsense_Mutation_p.Q20651*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATGGACCCTGTCCAGCAGCG0.423

- 4 598AURKA_uc002xxe.1_Missense_Mutation_p.G11V|AURKA_uc002xxf.1_Missense_Mutation_p.G11V|AURKA_uc002xxg.1_Missense_Mutation_p.G11V|AURKA_uc002xxh.1_Missense_Mutation_p.G11V|AURKA_uc002xxi.1_Missense_Mutation_p.G11V|AURKA_uc002xxj.1_Missense_Mutation_p.G11V|AURKA_uc002xxk.1_Missense_Mutation_p.G11V|AURKA_uc010zzd.1_RNANM_198433 NP_940835 O14965 AURKA_HUMAN 8CTTAACAGGTCCTGAAATGCA0.383

- 1 326TTC3_uc002yvz.2_5'Flank|TTC3_uc011aee.1_5'Flank|PIGP_uc002yvy.1_RNA|PIGP_uc002yvx.1_Missense_Mutation_p.A13E|TTC3_uc011aed.1_5'Flank|TTC3_uc010gne.1_5'FlankNM_153681 NP_710148 P57054 PIGP_HUMAN 0GCCATAAATCGCTCTTTCTGG0.478

- 28 6150SCN5A_uc003cin.2_Missense_Mutation_p.D1985N|SCN5A_uc003cil.3_Missense_Mutation_p.D1986N|SCN5A_uc010hhi.2_Missense_Mutation_p.D1968N|SCN5A_uc010hhk.2_Missense_Mutation_p.D1953N|SCN5A_uc011ayr.1_Missense_Mutation_p.D1932NNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9TGGAGGTTATCGCTGGTGGCT0.607



+ 18 1678CACNA2D3_uc011beu.1_RNA|CACNA2D3_uc003dhg.1_Missense_Mutation_p.E450K|CACNA2D3_uc003dhh.1_RNA|CACNA2D3_uc010hmv.1_Missense_Mutation_p.E278KNM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential).|Cache. 7TTGCTAGTACGAAGAAGGAAA0.443

+ 13 3836PPP2R3A_uc011blz.1_Missense_Mutation_p.A355T|PPP2R3A_uc003eqw.1_Missense_Mutation_p.A470TNM_002718 NP_002709 Q06190 P2R3A_HUMAN 7CCGGTTTGCCGCTGAGGAGTA0.448

- 5 485PHC3_uc003fgl.2_Missense_Mutation_p.R153C|PHC3_uc011bpq.1_Intron|PHC3_uc011bpr.1_Intron|PHC3_uc003fgm.2_Missense_Mutation_p.R153C|PHC3_uc003fgo.1_Missense_Mutation_p.R137CNM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Ser-rich. 2GCCTGGGAACGGCTTATTAAC0.453

- 13 1384EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_Missense_Mutation_p.A340V|CRMP1_uc003giq.2_Missense_Mutation_p.A428V|CRMP1_uc003gir.2_Missense_Mutation_p.A423V|CRMP1_uc003gis.2_Missense_Mutation_p.A542VNM_001313 NP_001304 Q14194 DPYL1_HUMAN 2GTACTCCACCGCCTGCACCAA0.458

+ 10 1421SKP2_uc011cou.1_Missense_Mutation_p.K199N|SKP2_uc003jkd.2_IntronNM_005983 NP_005974 Q13309 SKP2_HUMAN 4GGGGCATCAAATGCCGACTGA0.453

+ 8 3268ZFYVE16_uc003kgp.2_Missense_Mutation_p.N989S|ZFYVE16_uc003kgq.3_Missense_Mutation_p.N989S|ZFYVE16_uc003kgs.3_Missense_Mutation_p.N989S|ZFYVE16_uc003kgt.3_IntronNM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0GTTAACAGCAATTTACCTATT0.353

+ 1 645 NR_024356 0GCATGCTCATCGGGATGGTGG0.662

- 2 976 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1GCATCTTGCATCATTCTTGGT0.408

- 3 414INTS1_uc003skq.2_Missense_Mutation_p.P105SNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0TTAATCGACGGAGAAATGGCT0.577

+ 8 902BZW2_uc011jxx.1_Missense_Mutation_p.L48F|BZW2_uc003stm.2_Missense_Mutation_p.L48F|BZW2_uc003stj.2_Missense_Mutation_p.L242F|BZW2_uc003stk.2_Missense_Mutation_p.L166F|BZW2_uc003sto.1_Missense_Mutation_p.L90F|BZW2_uc003stp.2_Missense_Mutation_p.L90F|BZW2_uc010kua.2_Missense_Mutation_p.L242FNM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2TCTTAAGGAGCTTTCCGACTT0.488

+ 16 2039STK31_uc003swt.3_Missense_Mutation_p.D635H|STK31_uc011jze.1_Missense_Mutation_p.D658H|STK31_uc010kuq.2_Missense_Mutation_p.D635HNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9CAAGTCAGATGATCCTGATGG0.308

+ 13 1662CCDC146_uc010ldp.2_Missense_Mutation_p.R226TNM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2TACAGACTGAGAGAGTTTGCT0.313

+ 16 2096DYNC1I1_uc003uod.3_Missense_Mutation_p.V590I|DYNC1I1_uc003uob.2_Missense_Mutation_p.V570I|DYNC1I1_uc003uoe.3_Missense_Mutation_p.V587I|DYNC1I1_uc010lfl.2_Missense_Mutation_p.V596INM_004411 NP_004402 O14576 DC1I1_HUMAN WD 7. 4GGTCTATGACGTTGGAGAGGT0.473 rs145694237

+ 17 3762CCDC136_uc003vnu.1_Missense_Mutation_p.S412F|CCDC136_uc003vnw.1_Missense_Mutation_p.S493F|CCDC136_uc003vnx.1_Intron|CCDC136_uc010llq.1_Intron|CCDC136_uc003vny.1_IntronNM_022742 NP_073579 Q96JN2 CC136_HUMANHelical; (Potential). 2CCCATCTTCTCCTTGCCTCTT0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 8 1601 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11ATTTTACAGGGAAATTTGAGC0.433

- 14 1457ADAM2_uc003xnk.2_Missense_Mutation_p.S442L|ADAM2_uc011lck.1_Missense_Mutation_p.S461L|ADAM2_uc003xnl.2_Missense_Mutation_p.S335LNM_001464 NP_001455 Q99965 ADAM2_HUMANExtracellular (Potential).|Disintegrin. 2TGATGCAGATGATCCATTGCA0.408

+ 10 988VDAC3_uc003xpc.2_Missense_Mutation_p.E283GNM_005662 NP_005653 Q9Y277 VDAC3_HUMANBeta stranded; (By similarity). 1TTTGAACTGGAAGCTTAATGT0.398

- 14 2175 NM_031415 NP_113603 Q9BYG8 GSDMC_HUMAN 3CCAGGATGCTCCTTACCTAGA0.468

+ 6 1697 NM_001702 NP_001693 O14514 BAI1_HUMANExtracellular (Potential).|TSP type-1 4. 8GCGGAGTGCCAGGGCCACTGG0.697

+ 21 3206RGS3_uc004bhs.2_Missense_Mutation_p.F889L|RGS3_uc004bht.2_Missense_Mutation_p.F718L|RGS3_uc010muy.2_Intron|RGS3_uc004bhv.2_Missense_Mutation_p.F320L|RGS3_uc010muz.1_Missense_Mutation_p.F338L|RGS3_uc004bhw.2_Intron|RGS3_uc011lxh.1_Missense_Mutation_p.F309L|RGS3_uc004bhx.2_Missense_Mutation_p.F320L|RGS3_uc004bhy.1_Missense_Mutation_p.F309L|RGS3_uc004bhz.2_Missense_Mutation_p.F341LNM_144488 NP_652759 P49796 RGS3_HUMAN 3TTTCCCTCTTCTTCACAGGAC0.607

- 6 637PRICKLE3_uc011mmv.1_Missense_Mutation_p.R136H|PRICKLE3_uc011mmw.1_Missense_Mutation_p.R123H|PRICKLE3_uc011mmx.1_Missense_Mutation_p.R166H|PRICKLE3_uc011mmy.1_Missense_Mutation_p.R191HNM_006150 NP_006141 O43900 PRIC3_HUMANLIM zinc-binding 1. 1CAGGCCTGCACGGCTGGCAAA0.562

- 12 1474FOXP3_uc011mnb.1_Missense_Mutation_p.P452L|FOXP3_uc011mnc.1_Missense_Mutation_p.P402L|FOXP3_uc004dne.3_Missense_Mutation_p.P394L|FOXP3_uc010niq.1_Missense_Mutation_p.P454LNM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0TCAGGGGCCAGGTGTAGGGTT0.622

- 26 2318TEX11_uc004dyk.2_Missense_Mutation_p.N394I|TEX11_uc004dym.2_Missense_Mutation_p.N704INM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5ATGGATGTCATTGCATGTCTG0.388

- 18 2892CHD5_uc001ama.1_RNA|CHD5_uc001amc.1_RNA|CHD5_uc009vlx.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12AGCCTTGAGCCGCCTGAGCAT0.592

- 6 1389CASZ1_uc001arp.1_Missense_Mutation_p.P357S|CASZ1_uc009vmx.2_Missense_Mutation_p.P381S|CASZ1_uc001arq.1_Missense_Mutation_p.P216SNM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1CCCATGTCGGGGCTGCCCTCC0.632

+ 5 738FBLIM1_uc001axe.1_Missense_Mutation_p.P99S|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axg.1_Missense_Mutation_p.P99S|FBLIM1_uc001axh.1_Intron|FBLIM1_uc001axi.1_IntronNM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1GGACGTGCTTCCTGACCTGGA0.652

- 3 1243HSPB7_uc001axp.2_Missense_Mutation_p.S222L|HSPB7_uc001axq.2_Missense_Mutation_p.S231L|HSPB7_uc001axr.2_Missense_Mutation_p.S232L|HSPB7_uc001axs.2_Missense_Mutation_p.S214LNM_014424 NP_055239 Q9UBY9 HSPB7_HUMAN 0CCGCAGAGCCGAGGTCACCGA0.642

- 2 66PLA2G2D_uc009vpo.2_RNANM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0CCCTGGATTGGAATCACACCT0.577

- 5 536EIF4G3_uc010odj.1_Missense_Mutation_p.P94S|EIF4G3_uc009vpz.2_Missense_Mutation_p.P94S|EIF4G3_uc001bed.2_Missense_Mutation_p.P94S|EIF4G3_uc001bef.2_Missense_Mutation_p.P94S|EIF4G3_uc001bee.2_Missense_Mutation_p.P101S|EIF4G3_uc001beg.2_Missense_Mutation_p.P94S|EIF4G3_uc010odk.1_Missense_Mutation_p.P94S|EIF4G3_uc001beh.2_Missense_Mutation_p.P105SNM_003760 NP_003751 O43432 IF4G3_HUMAN 1GGATAAAAAGGACCTGGCCCC0.423

+ 4 534ALPL_uc010odn.1_Missense_Mutation_p.P41S|ALPL_uc010odo.1_Missense_Mutation_p.P38S|ALPL_uc010odp.1_Intron|ALPL_uc001beu.3_Missense_Mutation_p.P93SNM_000478 NP_000469 P05186 PPBT_HUMAN 5GGACAAGTTCCCCTTCGTGGC0.473

- 65 8508HSPG2_uc009vqd.2_Missense_Mutation_p.P2824LNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 13. 9GGCTCCACCTGGGGCTGGGGC0.677

+ 4 383GRHL3_uc001bix.2_Missense_Mutation_p.H108N|GRHL3_uc001biz.2_Missense_Mutation_p.H15NNM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1AAGCCCCACACACCTCATGAA0.522

+ 8 1610CCDC21_uc001blr.2_Missense_Mutation_p.Q493H|CCDC21_uc010ofa.1_Missense_Mutation_p.Q442H|CCDC21_uc001blt.1_5'FlankNM_022778 NP_073615 Q6P2H3 CEP85_HUMAN Potential. 0AAGACCATCAGAAGCAGAGCC0.542

+ 7 807FAM76A_uc009vtb.2_Missense_Mutation_p.K235N|FAM76A_uc001bor.2_Missense_Mutation_p.K269N|FAM76A_uc001bos.2_Missense_Mutation_p.K240N|FAM76A_uc001bot.2_Missense_Mutation_p.K206N|FAM76A_uc010ofm.1_Missense_Mutation_p.K155NNM_152660 NP_689873 Q8TAV0 FA76A_HUMAN Potential. 0TGCATCAAAAGGATCAAATGA0.448

- 4 3698HIVEP3_uc001cha.3_Missense_Mutation_p.P829S|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMANNo DNA binding activity or transactivation activity, but complete prevention of TRAF-dependent NF-Kappa-B activation; associates with TRAF2 and JUN (By similarity).6GGGGGTGATGGGAACTGGGCC0.552 rs144929442

- 4 1479HIVEP3_uc001cha.3_Missense_Mutation_p.S89F|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6GATGTGGACGGATGCTTCGAT0.607

+ 12 1672ERMAP_uc001cid.1_RNA|ERMAP_uc001cie.1_Nonsense_Mutation_p.Q468*|ERMAP_uc001cif.1_Nonsense_Mutation_p.Q378*NM_001017922 NP_001017922 Q96PL5 ERMAP_HUMANCytoplasmic (Potential). 1CCCAGCCCTTCAGGAGCTCAA0.562

+ 14 2321TIE1_uc010oke.1_Missense_Mutation_p.Q703K|TIE1_uc009vwq.2_Missense_Mutation_p.Q704K|TIE1_uc010okf.1_Missense_Mutation_p.Q393K|TIE1_uc010okg.1_Missense_Mutation_p.Q393KNM_005424 NP_005415 P35590 TIE1_HUMANExtracellular (Potential). 7GGGCCCAGTCCAAGAGAGCCG0.642

+ 20 4028PTPRF_uc001cjs.2_Missense_Mutation_p.E1221K|PTPRF_uc001cju.2_Missense_Mutation_p.E608K|PTPRF_uc009vwt.2_Missense_Mutation_p.E790K|PTPRF_uc001cjv.2_Missense_Mutation_p.E690K|PTPRF_uc001cjw.2_Missense_Mutation_p.E456KNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential). 10CTCCTTGAAGGAACCCATGGA0.592

- 28 4910ZCCHC11_uc001cty.2_Missense_Mutation_p.S1560F|ZCCHC11_uc001ctz.2_Missense_Mutation_p.S1555F|ZCCHC11_uc001cua.1_Missense_Mutation_p.S477FNM_015269 NP_056084 Q5TAX3 TUT4_HUMAN Pro-rich. 3GTTTACCAGGGAATTTGGAGC0.463

- 5 1273ZCCHC11_uc001cty.2_Missense_Mutation_p.P347S|ZCCHC11_uc001ctz.2_Missense_Mutation_p.P347S|ZCCHC11_uc009vze.1_Missense_Mutation_p.P347S|ZCCHC11_uc009vzf.1_Missense_Mutation_p.P106S|ZCCHC11_uc001cub.2_Missense_Mutation_p.P347S|ZCCHC11_uc001cuc.2_IntronNM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3GCAGGGGAAGGAGGTGGCAGA0.328

- 3 1480 NM_201546 NP_963840 Q5VXM1 CDCP2_HUMAN CUB 2. 1CCCACGGGTGGGGCCAGGCCC0.632

- 4 696DAB1_uc001cyt.1_Nonsense_Mutation_p.Q8*|DAB1_uc001cyq.1_Nonsense_Mutation_p.Q8*|DAB1_uc001cyr.1_Nonsense_Mutation_p.Q8*|DAB1_uc009vzw.1_Nonsense_Mutation_p.Q8*|DAB1_uc009vzx.1_Nonsense_Mutation_p.Q8*NM_021080 NP_066566 O75553 DAB1_HUMAN 3ACAGCTACTTGAAGTTCTGTC0.453

+ 8 1092FGGY_uc001czg.2_Nonsense_Mutation_p.G182*|FGGY_uc001czh.2_RNA|FGGY_uc009wac.2_Nonsense_Mutation_p.G294*|FGGY_uc001czj.3_Nonsense_Mutation_p.G293*|FGGY_uc001czk.3_Nonsense_Mutation_p.G182*|FGGY_uc001czl.3_Nonsense_Mutation_p.G206*|FGGY_uc001czm.3_5'UTRNM_018291 NP_060761 Q96C11 FGGY_HUMAN 1TGTCATCTGTGGAACGTCTTC0.572

- 3 402 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2CTGTTTGCCCCTGTTAGTAGT0.368

+ 7 1276_1277DOCK7_uc001dan.2_Intron|DOCK7_uc001dao.2_Intron|DOCK7_uc001dap.2_Intron|DOCK7_uc001daq.2_Intron|DOCK7_uc009wah.1_IntronNM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANFibrinogen C-terminal. 0TGATGAGTGTGGAGAAAACAAC0.391



- 11 1820uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.K328TNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 ATTATCTTTTTTATCATCCAA0.403

+ 6 716LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.R179C|LPHN2_uc001div.2_Missense_Mutation_p.R179C|LPHN2_uc009wcd.2_Missense_Mutation_p.R179CNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GACTCCCTATCGTACCGATAC0.398

+ 13 2645LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.E822K|LPHN2_uc001div.2_Missense_Mutation_p.E822K|LPHN2_uc009wcd.2_Missense_Mutation_p.E822K|LPHN2_uc001diw.2_Missense_Mutation_p.E406K|LPHN2_uc009wce.1_5'FlankNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|GPS. 9GGCCCACAGGGAAATTGCAGT0.428

+ 16 3119LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.S980C|LPHN2_uc001div.2_Missense_Mutation_p.S980C|LPHN2_uc009wcd.2_Missense_Mutation_p.S980C|LPHN2_uc001diw.2_Missense_Mutation_p.S564C|LPHN2_uc009wce.1_Missense_Mutation_p.S66CNM_012302 NP_036434 O95490 LPHN2_HUMANHelical; Name=5; (Potential). 9CTTTATATGGAGCTTCATTGG0.358

- 8 1905AKNAD1_uc010ovb.1_Missense_Mutation_p.E253K|AKNAD1_uc001dwb.2_IntronNM_152763 NP_689976 Q5T1N1 AKND1_HUMAN 3CAGAGCTCCTCGTTGGGGGCC0.662

- 11 1958NOTCH2_uc001eil.2_Nonsense_Mutation_p.E568*|NOTCH2_uc001eim.3_Nonsense_Mutation_p.E485*NM_024408 NP_077719 Q04721 NOTC2_HUMANEGF-like 14; calcium-binding (Potential).|Extracellular (Potential).27ATGTTCTCCTCACACAACACA0.463

- 3 1227SV2A_uc001eth.2_Missense_Mutation_p.A246TNM_014849 NP_055664 Q7L0J3 SV2A_HUMANHelical; (Potential). 7GAGAAGAAGGCGAAGACGCTG0.532

- 5 909OTUD7B_uc001eto.2_Missense_Mutation_p.P106SNM_020205 NP_064590 Q6GQQ9 OTU7B_HUMANCatalytic.|OTU.|TRAF-binding. 3GTTGCCAAAGGAAGCAGCCTC0.517

- 3 2451 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 8 3CCCGTGTTGGCCGTGGCTGGA0.597

- 3 1020 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TCCTGTGTCTGGGTGCTGGTG0.602

- 3 326 FCRL4_uc010phy.1_RNANM_031282 NP_112572 Q96PJ5 FCRL4_HUMANExtracellular (Potential).|Ig-like C2-type 1. 4AACTTTTCTCCCCAGTAGTGC0.517

- 8 1547FCRL3_uc001fqx.3_RNA|FCRL3_uc001fqy.3_RNA|FCRL3_uc001fqz.3_Missense_Mutation_p.H419Y|FCRL3_uc009wsn.2_RNA|FCRL3_uc009wso.2_RNA|FCRL3_uc001fra.2_Missense_Mutation_p.H145Y|FCRL3_uc001frc.1_Missense_Mutation_p.H419YNM_052939 NP_443171 Q96P31 FCRL3_HUMANIg-like C2-type 5.|Extracellular (Potential). 4ACATCCTCATGATAAAATCGG0.582

- 1 367 NM_001004475 NP_001004475 Q8NGX3 O10T2_HUMANCytoplasmic (Potential). 3GCTACATAGCGATCATATCCC0.478

- 4 665 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 2. 8TTCAGGGCCCGCAGCAACTGG0.527

- 1 772 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANHelical; Name=6; (Potential). 1AGGTACATGAGAGTCACACTG0.468

- 12 2129ARHGAP30_uc001fxk.2_Missense_Mutation_p.G595S|ARHGAP30_uc001fxm.2_Missense_Mutation_p.G441S|ARHGAP30_uc009wtx.2_Missense_Mutation_p.G268S|ARHGAP30_uc001fxn.1_Missense_Mutation_p.G441SNM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3GGCCTGGGGCCAGCGGAGTCC0.567

- 7 1089ARHGAP30_uc001fxk.2_Missense_Mutation_p.P248Q|ARHGAP30_uc001fxm.2_Missense_Mutation_p.P94Q|ARHGAP30_uc009wtx.2_5'UTR|ARHGAP30_uc001fxn.1_Missense_Mutation_p.P94QNM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3ATAAGGCAGTGGCCTGGGCAT0.587

- 6 1308PVRL4_uc010pjy.1_Missense_Mutation_p.E16K|PVRL4_uc010pjz.1_Missense_Mutation_p.E71KNM_030916 NP_112178 Q96NY8 PVRL4_HUMANExtracellular (Potential). 2CCAGAGTCTTCCTGGGGGTCT0.602

- 3 209NIT1_uc001fxw.2_3'UTR|DEDD_uc009wty.2_Missense_Mutation_p.W12C|DEDD_uc001fya.2_Missense_Mutation_p.W12C|DEDD_uc001fyb.2_Missense_Mutation_p.W12C|DEDD_uc010pkb.1_Missense_Mutation_p.W12C|DEDD_uc001fyc.2_IntronNM_001039712 NP_001034801 O75618 DEDD_HUMAN 0GCTCTTCTGGCCACACCTGGC0.592

+ 1 576 NR_024151 0GAGGACAAGACGTTCTACCCC0.637

+ 3 478NUF2_uc001gcp.2_Nonsense_Mutation_p.R60*|NUF2_uc001gcr.1_Nonsense_Mutation_p.R60*|NUF2_uc009wvc.1_Nonsense_Mutation_p.R60*NM_145697 NP_663735 Q9BZD4 NUF2_HUMANInteraction with the N-terminus of NDC80. 4ATATGGAATTCGACTGGAACA0.348

- 2 304 NM_199351 NP_955383 Q71H61 ILDR2_HUMANIg-like V-type.|Extracellular (Potential). 1TTCCAGGTTTCTCTTGCTGAG0.537

- 14 1981SLC9A11_uc009wwe.2_Splice_Site_p.S78_splice|SLC9A11_uc010pmq.1_Splice_SiteNM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2CAAAGCTACTCTAAACATACA0.333

- 15 1952SEC16B_uc001glk.1_Missense_Mutation_p.S298F|SEC16B_uc009wwy.1_Missense_Mutation_p.S176F|SEC16B_uc001glh.1_Missense_Mutation_p.S280F|SEC16B_uc009wwz.1_Missense_Mutation_p.S280F|SEC16B_uc001glj.1_Missense_Mutation_p.S622FNM_033127 NP_149118 Q96JE7 SC16B_HUMAN 4AGGGATGAAGGATTTGGGGCG0.498

+ 3 245C1orf49_uc001glu.1_Missense_Mutation_p.K45E|C1orf49_uc001glv.1_RNA|C1orf49_uc001glw.1_Missense_Mutation_p.K53ENM_032126 NP_115502 Q5T0J7 CA049_HUMAN Potential. 0GCGGTTTACCAAAGCAGGAGT0.418

+ 6 1811CRB1_uc010poz.1_Missense_Mutation_p.S490F|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.S447F|CRB1_uc010ppb.1_Missense_Mutation_p.S559F|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_Missense_Mutation_p.S40F|CRB1_uc001gub.1_Missense_Mutation_p.S208FNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|Laminin G-like 1. 9CTGTTCATTTCCCACAACACC0.458

+ 5 1140PKP1_uc001gwe.2_Missense_Mutation_p.R297C|PKP1_uc009wzm.2_5'UTRNM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 2. 2GGACCTCCTCCGCAGCCCCAA0.617

+ 13 2534_2535CR2_uc001hfv.2_Missense_Mutation_p.V873S|CR2_uc009xch.2_Missense_Mutation_p.V814SNM_001877 NP_001868 P20023 CR2_HUMANSushi 13.|Extracellular (Potential). 8CATAGTGTATGTTGACTGCAAT0.441

- 9 1466IRF6_uc010psm.1_Missense_Mutation_p.M306I|IRF6_uc009xct.1_Missense_Mutation_p.M401INM_006147 NP_006138 O14896 IRF6_HUMAN 2TCTCGTAGATCATCCGAGCCA0.453

+ 7 1275C1orf107_uc009xcu.1_Missense_Mutation_p.P115LNM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0GGATCAGATCCCGAGGAGAGA0.468

- 5 717KCNH1_uc001hic.2_Missense_Mutation_p.R183SNM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5TCTGCCAGGCGGGAGTGCTTG0.517

- 21 4948USH2A_uc001hkv.2_Missense_Mutation_p.R1521CNM_206933 NP_996816 O75445 USH2A_HUMANLaminin G-like 1.|Extracellular (Potential). 26CCTATGAAACGGATTCCTTTC0.433

+ 2 276DEGS1_uc001hoi.2_Missense_Mutation_p.L34FNM_144780 NP_659004 O15121 DEGS1_HUMANHelical; (Potential). 0TCACCCAGTTGGGTGCATTTT0.383

+ 27 7217OBSCN_uc001hsn.2_Missense_Mutation_p.M2391I|OBSCN_uc001hsp.1_Missense_Mutation_p.M90I|OBSCN_uc001hsq.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28TGACAGTGATGGAGCCCGCTC0.632

+ 41 11140OBSCN_uc001hsn.2_Missense_Mutation_p.G3699E|OBSCN_uc001hsq.1_Missense_Mutation_p.G955ENM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 37. 28TGCATGTGCGGGAAGGAGAGG0.622

+ 2 234 NM_173508 NP_775779 Q8IY50 S35F3_HUMAN 2AGCCCCCGGAGACTGTCCGAC0.647

+ 7 704TBCE_uc010pxq.1_RNA|TBCE_uc001hxa.1_Missense_Mutation_p.P194L|TBCE_uc010pxr.1_Missense_Mutation_p.P194L|TBCE_uc001hxb.1_Missense_Mutation_p.P81LNM_003193 NP_003184 Q15813 TBCE_HUMAN LRR 2. 0CTAAAATTTCCCTCCGGTTCA0.333

+ 8 1124MTR_uc010pxv.1_RNA|MTR_uc010pxw.1_5'UTR|MTR_uc010pxx.1_Missense_Mutation_p.R234L|MTR_uc010pxy.1_Missense_Mutation_p.R234L|MTR_uc009xgj.1_Nonsense_Mutation_p.G65*NM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3AAAAGTGGGCGGACTCTTTCC0.393

+ 41 6485 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33CTGCTGGCATCCCTTGGTCAG0.502

- 2 770 NM_022469 NP_071914 Q9H772 GREM2_HUMAN 0TTGTCCGAGTCGCTCAGGTTC0.517

+ 6 770SDCCAG8_uc010pyk.1_Missense_Mutation_p.P60L|SDCCAG8_uc010pyl.1_Intron|SDCCAG8_uc001hzx.2_Intron|SDCCAG8_uc001hzy.1_Missense_Mutation_p.P21LNM_006642 NP_006633 Q86SQ7 SDCG8_HUMAN 0TCCAAAAGACCATTTTCCCAT0.413

+ 11 2817KIF26B_uc001ibg.1_Nonsense_Mutation_p.Q411*|KIF26B_uc001ibh.1_Nonsense_Mutation_p.Q35*NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3GTCCACCATCCAGATTGCATC0.607

+ 1 276 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMANExtracellular (Potential). 0GGGAACCCATGAAAACTATCG0.522

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TGGATGGCCAGCCACACTGGA0.483 rs140989725

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

- 13 1525PITRM1_uc001igr.1_Missense_Mutation_p.S530F|PITRM1_uc001igt.1_Missense_Mutation_p.S530F|PITRM1_uc009xhv.1_Missense_Mutation_p.S95F|PITRM1_uc001igu.1_Missense_Mutation_p.S522F|PITRM1_uc010qai.1_Missense_Mutation_p.S501F|PITRM1_uc001igw.1_Missense_Mutation_p.S530FE7ES23 E7ES23_HUMAN 1GTCTCCGGGGGACAGAGCCTC0.557

+ 8 1072AKR1C3_uc010qap.1_Missense_Mutation_p.D274N|AKR1C3_uc001ihu.2_Missense_Mutation_p.D297NNM_003739 NP_003730 P42330 AK1C3_HUMAN 1GAAAGCCATAGATGGCCTAGA0.358



- 9 1472BEND7_uc001iml.2_RNANM_152751 NP_689964 Q8N7W2 BEND7_HUMAN 2CATCTGTCCCTTTTCTTGTGA0.557

- 3 340CDNF_uc010qbv.1_Missense_Mutation_p.R101L|CDNF_uc001inc.1_5'UTRNM_001029954 NP_001025125 Q49AH0 CDNF_HUMAN 0ACTCATTGGGCGAGTGACTTC0.438

+ 3 992PLXDC2_uc001iqh.1_IntronNM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4 CTATATATCTCGAATATATGG0.333

- 28 3287NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_Missense_Mutation_p.D220NNM_006393 NP_006384 O76041 NEBL_HUMAN SH3. 2GCACTGTAATCGTACATGGCT0.502

+ 6 1989KIAA1217_uc001irs.2_Missense_Mutation_p.G449E|KIAA1217_uc001irt.3_Missense_Mutation_p.G529E|KIAA1217_uc010qcy.1_Missense_Mutation_p.G529E|KIAA1217_uc010qcz.1_Missense_Mutation_p.G529E|KIAA1217_uc001irv.1_Missense_Mutation_p.G379E|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.G247E|KIAA1217_uc001irz.2_Missense_Mutation_p.G247E|KIAA1217_uc001irx.2_Missense_Mutation_p.G247E|KIAA1217_uc001iry.2_Missense_Mutation_p.G247ENM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7AGCGCTGCAGGATTATCCAGC0.552

- 16 2397ARMC4_uc010qds.1_Missense_Mutation_p.D292N|ARMC4_uc010qdt.1_Missense_Mutation_p.D459N|ARMC4_uc001itz.2_Missense_Mutation_p.D767NNM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 5. 6TCAGGCTGATCTGTTAGAAGT0.428

+ 7 2588ZEB1_uc001ivr.3_Missense_Mutation_p.A624E|ZEB1_uc010qee.1_Missense_Mutation_p.A624E|ZEB1_uc010qef.1_Missense_Mutation_p.A624E|ZEB1_uc009xlj.1_Missense_Mutation_p.A768E|ZEB1_uc010qeg.1_Missense_Mutation_p.A701E|ZEB1_uc009xlk.1_Missense_Mutation_p.A624E|ZEB1_uc001ivt.3_Missense_Mutation_p.A624E|ZEB1_uc001ivu.3_Missense_Mutation_p.A843E|ZEB1_uc001ivv.3_Missense_Mutation_p.A822E|ZEB1_uc010qeh.1_Missense_Mutation_p.A775E|ZEB1_uc009xlo.1_Missense_Mutation_p.A825E|ZEB1_uc009xlp.2_Missense_Mutation_p.A826ENM_030751 NP_110378 P37275 ZEB1_HUMAN 5CCCCAGGTGGCATACACCTAC0.488

- 1 736GDF10_uc009xnp.2_Missense_Mutation_p.G94R|GDF10_uc009xnq.1_Missense_Mutation_p.G94RNM_004962 NP_004953 P55107 BMP3B_HUMAN 2TTGCCCCCTCCCGGCCGCGCG0.662

- 4 382A1CF_uc010qhn.1_Missense_Mutation_p.R73Q|A1CF_uc001jji.2_Missense_Mutation_p.R65Q|A1CF_uc001jjh.2_Missense_Mutation_p.R73Q|A1CF_uc010qho.1_Missense_Mutation_p.R73Q|A1CF_uc009xov.2_Missense_Mutation_p.R65Q|A1CF_uc001jjk.1_Missense_Mutation_p.R65QNM_138932 NP_620310 Q9NQ94 A1CF_HUMAN RRM 1. 1AAAAAGGTCTCGGGGAAGTTT0.393

- 25 3711PCDH15_uc010qhq.1_Nonsense_Mutation_p.R1111*|PCDH15_uc010qhr.1_Nonsense_Mutation_p.R1106*|PCDH15_uc010qhs.1_Nonsense_Mutation_p.R1118*|PCDH15_uc010qht.1_Nonsense_Mutation_p.R1113*|PCDH15_uc010qhu.1_Nonsense_Mutation_p.R1106*|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Nonsense_Mutation_p.R1106*|PCDH15_uc010qhw.1_Nonsense_Mutation_p.R1069*|PCDH15_uc010qhx.1_Nonsense_Mutation_p.R1035*|PCDH15_uc010qhy.1_Nonsense_Mutation_p.R1111*|PCDH15_uc010qhz.1_Nonsense_Mutation_p.R1106*|PCDH15_uc010qia.1_Nonsense_Mutation_p.R1084*|PCDH15_uc010qib.1_Nonsense_Mutation_p.R1084*NM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 10.|Extracellular (Potential). 13GCTTGGACTCGAAGTACATAG0.373

- 19 2776PCDH15_uc010qhq.1_Missense_Mutation_p.G799E|PCDH15_uc010qhr.1_Missense_Mutation_p.G794E|PCDH15_uc010qhs.1_Missense_Mutation_p.G806E|PCDH15_uc010qht.1_Missense_Mutation_p.G801E|PCDH15_uc010qhu.1_Missense_Mutation_p.G794E|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.G794E|PCDH15_uc010qhw.1_Missense_Mutation_p.G757E|PCDH15_uc010qhx.1_Missense_Mutation_p.G723E|PCDH15_uc010qhy.1_Missense_Mutation_p.G799E|PCDH15_uc010qhz.1_Missense_Mutation_p.G794E|PCDH15_uc010qia.1_Missense_Mutation_p.G772E|PCDH15_uc010qib.1_Missense_Mutation_p.G772E|PCDH15_uc001jjw.2_Missense_Mutation_p.G794ENM_033056 NP_149045 Q96QU1 PCD15_HUMANExtracellular (Potential).|Cadherin 7. 13GTGTACTGCTCCATCTGTTGC0.423 rs146468805

- 40 12746ANK3_uc001jkw.2_Missense_Mutation_p.S706T|ANK3_uc009xpa.2_Missense_Mutation_p.S706T|ANK3_uc001jkx.2_Missense_Mutation_p.S750T|ANK3_uc010qih.1_Missense_Mutation_p.S1573T|ANK3_uc001jkz.3_Missense_Mutation_p.S1566T|ANK3_uc001jkv.2_Missense_Mutation_p.S105TNM_020987 NP_066267 Q12955 ANK3_HUMAN 19ATCTGCAAAACTTCTGGTGCC0.328

- 1 235ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jlb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19GCATTGATTTCTAAATCCCTG0.408

+ 10 2638 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4AGTTCTTTTCCTTCCCACAGA0.483

+ 2 1010CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.R154WNM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRR 4. 3TGAACAGTTTCGGGGCTTGCG0.448

+ 6 1371MYPN_uc001jnl.1_Missense_Mutation_p.P396S|MYPN_uc001jnn.3_Missense_Mutation_p.P121S|MYPN_uc001jno.3_Missense_Mutation_p.P396S|MYPN_uc001jnp.1_Missense_Mutation_p.P396S|MYPN_uc009xps.2_Missense_Mutation_p.P396S|MYPN_uc009xpt.2_Missense_Mutation_p.P396S|MYPN_uc010qit.1_Missense_Mutation_p.P102S|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMANInteraction with CARP. 5AGTCATTCCTCCAGCAGTACC0.458

- 2 256 NM_020999 NP_066279 Q9Y4Z2 NGN3_HUMAN 0CGGGGCGGACGTGGGGCAGGT0.716

+ 6 1031SLC29A3_uc001jrs.3_3'UTR|SLC29A3_uc010qjq.1_Missense_Mutation_p.A179V|SLC29A3_uc001jrt.3_Missense_Mutation_p.A119V|SLC29A3_uc001jru.3_Missense_Mutation_p.A137VNM_018344 NP_060814 Q9BZD2 S29A3_HUMANHelical; (Potential). 0ATCTACCCCGCCATCTGCACC0.562

+ 2 949NRG3_uc010qlz.1_Missense_Mutation_p.E308K|NRG3_uc001kcp.2_Missense_Mutation_p.E87K|NRG3_uc001kcq.2_5'UTRNM_001010848 NP_001010848 P56975 NRG3_HUMANEGF-like.|Extracellular (Potential). 6CTTTGTGATCGAAACCCTGAC0.557

+ 7 1252OPN4_uc001kdp.2_Missense_Mutation_p.S353F|OPN4_uc010qmk.1_Missense_Mutation_p.S353F|OPN4_uc009xsx.1_Missense_Mutation_p.S12FNM_033282 NP_150598 Q9UHM6 OPN4_HUMANHelical; Name=7; (Potential). 1GCCAAGGCCTCTGCAATCCAC0.602

+ 3 125 NM_019054 NP_061927 Q86V20 FA35A_HUMAN 4ATGAGTGGAGGATCTCAAGTC0.338

+ 20 2455_2456 NM_006204 NP_006195 P51160 PDE6C_HUMAN 4AGATGAATTACCTAAACTTCAA0.277

- 4 620PDLIM1_uc001kki.2_Missense_Mutation_p.G171R|PDLIM1_uc009xuv.2_Missense_Mutation_p.G171R|PDLIM1_uc001kkj.1_Missense_Mutation_p.G171RNM_020992 NP_066272 O00151 PDLI1_HUMAN 0GCCTCCACCCCGCTGGCAGCA0.572

- 11 1822CRTAC1_uc001kov.2_Missense_Mutation_p.P478L|CRTAC1_uc001kot.1_Missense_Mutation_p.P279LNM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5GTGTGCCACGGGCTCCATCTC0.607

+ 26 3678 NM_014978 NP_055793 Q9UPU3 SORC3_HUMANCytoplasmic (Potential). 10TAGGAAAATCCCTTGGATTAA0.488

+ 7 447PNLIPRP2_uc009xyu.1_RNA|PNLIPRP2_uc009xyv.1_RNANM_005396 NP_005387 P54317 LIPR2_HUMAN 1GCAAAACATTCGGGTTGTTGG0.562

- 7 1375C10orf46_uc010qst.1_RNANM_153810 NP_722517 Q86Y37 CJ046_HUMAN 0CCATCTGAACCCACTCTGTGA0.348

+ 10 1295 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN SAC. 2TATTATTAACTTGGTAGACCA0.338

+ 3 440GPR123_uc001llw.2_Missense_Mutation_p.D722NNM_001083909 NP_001077378 Q86SQ6 GP123_HUMANExtracellular (Potential). 0TTATCCTCAGGATCTGAAGAC0.657

- 13 1964TRPM5_uc010qxl.1_Missense_Mutation_p.G652E|TRPM5_uc009ydn.2_Missense_Mutation_p.G654ENM_014555 NP_055370 Q9NZQ8 TRPM5_HUMANHelical; (Potential). 4GAGGAAGGCTCCTAGCAGCCG0.647

- 2 365 NM_001039165 NP_001034254 Q86SM8 MRGRE_HUMANExtracellular (Potential). 2AAGGCCACATCCTCCTGGGCG0.667

- 1 865HBG2_uc001mak.1_IntronNM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3TCTGAAATGAACTGCCACATG0.473

- 1 911 HBG2_uc001mak.1_IntronNM_001005289 NP_001005289 Q8NGJ2 O52H1_HUMANCytoplasmic (Potential). 2GATCTGCTTGGTCTTCACTCC0.408

- 8 1224TRIM78P_uc009yer.2_RNA|TRIM5_uc001mbl.1_RNA|TRIM5_uc001mbn.2_Intron|TRIM5_uc001mbo.2_Intron|TRIM5_uc001mbp.2_3'UTRNM_033034 NP_149023 Q9C035 TRIM5_HUMAN B30.2/SPRY. 1TGTGGTTTCGGAGAGCTCACT0.413

- 1 926 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMANExtracellular (Potential). 2AGAAGAACATGGACATGATGG0.502

+ 7 1852DNHD1_uc001mdp.2_Missense_Mutation_p.C430S|DNHD1_uc001mdq.2_Missense_Mutation_p.C119SNM_144666 NP_653267 Q96M86 DNHD1_HUMAN 2ACTGGATCGGTGCTATGAGCT0.552

- 12 2308PIK3C2A_uc009ygu.1_Intron|PIK3C2A_uc010rcw.1_Missense_Mutation_p.P368S|PIK3C2A_uc001mmr.3_IntronNM_002645 NP_002636 O00443 P3C2A_HUMAN 10ATCTGGATAGGAAAAATGATT0.308

- 1 532 NM_147199 NP_671732 Q96LB2 MRGX1_HUMANHelical; Name=3; (Potential). 3TGCAAAGTAGGAAAACATCAT0.547

+ 7 810ANO5_uc001mqj.2_Missense_Mutation_p.P164SNM_213599 NP_998764 Q75V66 ANO5_HUMANCytoplasmic (Potential). 4TAAGCACACTCCTATAAGCTA0.463

+ 18 2283ANO5_uc001mqj.2_Missense_Mutation_p.E655KNM_213599 NP_998764 Q75V66 ANO5_HUMANExtracellular (Potential). 4TAGTCGATGGGAGCAGGATCA0.403

- 7 803APIP_uc010reo.1_Missense_Mutation_p.S249LNM_015957 NP_057041 Q96GX9 MTNB_HUMAN 0TGGGAGCTGTGAAGGATCAAG0.313

- 2 412C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5GCAAGTGGCTGGGTAGCGAAG0.433

+ 7 843 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 2. 3AACCCAGACGGGGATGAGGAG0.632

- 12 1585FOLH1_uc001ngz.2_Missense_Mutation_p.L442F|FOLH1_uc009yly.2_Missense_Mutation_p.L427F|FOLH1_uc009ylz.2_Missense_Mutation_p.L427F|FOLH1_uc009yma.2_Missense_Mutation_p.L134FNM_004476 NP_004467 Q04609 FOLH1_HUMANNAALADase.|Extracellular (Probable). 3CGCTCTTGAAGGAGTCTTGAA0.368

- 1 899 NM_001005270 NP_001005270 Q96R67 OR4CC_HUMANCytoplasmic (Potential). 3TTTTTTTCTCCAAAGCTTCCT0.348

+ 1 272 NM_001004701 NP_001004701 Q8NGL9 OR4CG_HUMANExtracellular (Potential). 2ACAACTATCTCCTTCAGCGAG0.448

+ 1 857 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMANHelical; Name=7; (Potential). 3GTCAACCCCATGCTGAACCCT0.428



- 1 547 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANExtracellular (Potential). 4GGTAGCAAAGGAACATCATCA0.353

+ 1 374_375 NM_001004745 NP_001004745 Q8NG75 OR5T1_HUMANHelical; Name=3; (Potential). 3ACAGAATGCTTTCTCTTGGCTG0.411

- 6 940HRASLS5_uc001nwz.2_Missense_Mutation_p.E246K|HRASLS5_uc010rmq.1_Missense_Mutation_p.G239E|HRASLS5_uc009yos.2_RNANM_054108 NP_473449 Q96KN8 HRSL5_HUMAN 1TTCGCTCCTTCCATCAGGGCG0.512

+ 3 540PRDX5_uc001nzv.2_Intron|PRDX5_uc001nzw.2_Intron|PRDX5_uc001nzx.2_RNANM_012094 NP_036226 P30044 PRDX5_HUMAN Thioredoxin. 1GGGCCGAGCCCACAAGGCGGA0.577

- 5 1522EHD1_uc001obt.1_Missense_Mutation_p.G106W|EHD1_uc001obv.1_Missense_Mutation_p.G423W|EHD1_uc010rnq.1_Missense_Mutation_p.G437WNM_006795 NP_006786 Q9H4M9 EHD1_HUMAN 0TAGCCGTGCCCGAACGGCCCG0.667

- 3 906BATF2_uc001oce.1_Missense_Mutation_p.H174YNM_138456 NP_612465 Q8N1L9 BATF2_HUMAN 1AGGAGAGGGTGAGGGCTGGGA0.612

+ 5 357 NM_001008778 NP_001008778 Q5MJ68 SPDYC_HUMANSpeedy/Ringo box; Required for CDK- binding (By similarity).0ACCTTGCAAACGACATGGAGG0.562

+ 15 2758PCNXL3_uc009yqn.2_5'Flank|PCNXL3_uc001oez.2_5'FlankNM_032223 NP_115599 Q9H6A9 PCX3_HUMANHelical; (Potential). 0CCTGGGCCTCCTGCCCCAGGT0.632

+ 4 696NPAS4_uc010rpc.1_5'UTRNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0AGGCCGATTCCATGCTCACCC0.612

+ 10 1190ANKRD13D_uc001okd.1_Missense_Mutation_p.G314R|ANKRD13D_uc001oke.1_Missense_Mutation_p.G227R|ANKRD13D_uc001okg.1_Missense_Mutation_p.G10R|ANKRD13D_uc001okh.1_Missense_Mutation_p.G10R|ANKRD13D_uc001oki.1_5'FlankNM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1CTCCCACACCGGGGTGAGCCG0.687 rs144238691

- 6 1157PITPNM1_uc001olw.2_5'Flank|PITPNM1_uc001oly.2_Splice_Site_p.G323_splice|PITPNM1_uc001olz.2_Splice_Site_p.G323_spliceNM_004910 NP_004901 O00562 PITM1_HUMAN 3GACACAGCCCCTGCCGGGCCA0.632

+ 1 238 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1TGTGGACCATGGGCTGCTGCC0.632

- 5 951NARS2_uc010rsq.1_5'UTRNM_024678 NP_078954 Q96I59 SYNM_HUMAN 2AAAAAGTTCTCCAGCTCCCTC0.343

- 26 4517 NM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential).|NHL 3. 4AAGGCCTTACCCCTGGGATTG0.443

+ 11 1687CCDC81_uc001pbw.1_Missense_Mutation_p.L330P|CCDC81_uc010rtq.1_Missense_Mutation_p.L203P|CCDC81_uc001pby.1_Missense_Mutation_p.L155PNM_001156474 NP_001149946 Q6ZN84 CCD81_HUMAN 1AGTCCTGCGCTTAATGCTCTT0.373

- 1 940PGR_uc001pgi.2_Missense_Mutation_p.G66E|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_RNA|uc010rum.1_5'FlankNM_000926 NP_000917 P06401 PRGR_HUMANModulating, Pro-Rich. 4GGGGTCCTGTCCCTGGCAGGG0.637

+ 5 494C11orf70_uc001pgo.2_Silent_p.*100*|C11orf70_uc001pgq.2_Missense_Mutation_p.E118KNM_032930 NP_116319 Q9BRQ4 CK070_HUMAN 1AGAAAAATATGAAATATTCAG0.343

- 5 809 NM_002425 NP_002416 P09238 MMP10_HUMAN 4CATCACTCACCGTAGAGAGAC0.458

- 10 1316 NM_002426 NP_002417 P39900 MMP12_HUMANHemopexin-like 3. 0AGGCCCGATTCCTTGGAAGTT0.393

- 5 807CASP4_uc001pib.1_Missense_Mutation_p.S189N|CASP4_uc009yxg.1_Missense_Mutation_p.S154N|CASP4_uc010rux.1_Missense_Mutation_p.S245NNM_001225 NP_001216 P49662 CASP4_HUMAN 4GTCCTTCAGACTGAGGCAGTT0.473

- 5 1697GUCY1A2_uc010rvo.1_Missense_Mutation_p.R457Q|GUCY1A2_uc009yxn.1_Missense_Mutation_p.R436QNM_000855 NP_000846 P33402 GCYA2_HUMAN 8ATGTAGCCCTCGGCCCATGAG0.463

+ 3 515LAYN_uc001plp.1_Missense_Mutation_p.R52Q|LAYN_uc001plq.1_Missense_Mutation_p.R60Q|LAYN_uc001pls.1_Missense_Mutation_p.R52Q|LAYN_uc010rwg.1_5'UTR|LAYN_uc010rwh.1_5'UTRNM_178834 NP_849156 Q6UX15 LAYN_HUMANC-type lectin.|Extracellular (Potential). 0GATACTTCTCGAAGACTGAAC0.463

+ 14 2088 NM_001076682 NP_001070150 P13591 NCAM1_HUMANExtracellular (Potential).|Fibronectin type-III 1. 1GTATGGCATTCCAAGTGGTAT0.532

+ 5 917NNMT_uc001pos.1_Missense_Mutation_p.R218LNM_006169 NP_006160 P40261 NNMT_HUMAN 1CCCCTGGGCCGGGAGGCAGTA0.542

+ 3 343TMPRSS4_uc010rxp.1_Missense_Mutation_p.P18S|TMPRSS4_uc010rxq.1_5'UTR|TMPRSS4_uc010rxr.1_5'UTR|TMPRSS4_uc010rxs.1_Intron|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_5'UTRNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANCytoplasmic (Potential). 2AGATGTCAAACCCCTGCGCAA0.552

+ 19 2644GRIK4_uc009zaw.1_Missense_Mutation_p.G786E|GRIK4_uc009zax.1_Missense_Mutation_p.G786ENM_014619 NP_055434 Q16099 GRIK4_HUMANExtracellular (Potential). 3TGGTGGGAAGGAGGGAAGTGC0.567

+ 45 6228SORL1_uc010rzp.1_Missense_Mutation_p.E896K|SORL1_uc010rzq.1_Missense_Mutation_p.E665KNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|Fibronectin type-III 6. 15GGCTTTAAAGGAAAAGCATTT0.343

+ 1 597 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANHelical; Name=5; (Potential). 1AGCTTTTAATGGTGTCTAACA0.502

- 1 71 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANExtracellular (Potential). 2CAGGAAGAAGTGGCTCACCAC0.502

+ 2 268 NM_052959 NP_443191 Q96QZ0 PANX3_HUMANExtracellular (Potential). 0CTCACTGCTTCACCATAAGCA0.562

- 2 1158KCNJ1_uc001qep.1_Missense_Mutation_p.M350I|KCNJ1_uc001qeq.1_Missense_Mutation_p.M350I|KCNJ1_uc001qer.1_Missense_Mutation_p.M350I|KCNJ1_uc001qes.1_Missense_Mutation_p.M350INM_000220 NP_000211 P48048 IRK1_HUMANCytoplasmic (By similarity). 4AGCCTCTCTTCATCCTGGCTC0.428

- 4 649SLC6A12_uc001qia.2_Missense_Mutation_p.R36W|SLC6A12_uc001qib.2_Missense_Mutation_p.R36W|SLC6A12_uc009zdh.1_Missense_Mutation_p.R36W|SLC6A12_uc009zdi.1_IntronNM_003044 NP_003035 P48065 S6A12_HUMANCytoplasmic (Potential). 1CATTGGCCCCGATCCTTCACC0.577

+ 20 3060CACNA1C_uc009zdv.1_Missense_Mutation_p.S913F|CACNA1C_uc001qkb.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkc.2_Missense_Mutation_p.S916F|CACNA1C_uc001qke.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkf.2_Missense_Mutation_p.S916F|CACNA1C_uc001qjz.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkd.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkg.2_Missense_Mutation_p.S916F|CACNA1C_uc009zdw.1_Missense_Mutation_p.S916F|CACNA1C_uc001qkh.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkl.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkn.2_Missense_Mutation_p.S916F|CACNA1C_uc001qko.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkp.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkr.2_Missense_Mutation_p.S916F|CACNA1C_uc001qku.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkq.2_Missense_Mutation_p.S916F|CACNA1C_uc001qks.2_Missense_Mutation_p.S916F|CACNA1C_uc001qkt.2_Missense_Mutation_p.S916F|CACNA1C_uc001qka.1_Missense_Mutation_p.S451F|CACNA1C_uc001qki.1_Missense_Mutation_p.S652F|CACNA1C_uc001qkj.1_Missense_Mutation_p.S652F|CACNA1C_uc001qkk.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANHelical; Name=S1 of repeat III; (Potential).|III. 11AGCAGCATTTCCCTGGCTGCT0.582

- 1 348 NM_020996 NP_066276 P10767 FGF6_HUMAN 3CGGCCGTCGGGGAGCACCTGG0.632

+ 11 1959 NM_017417 NP_059113 Q9NY28 GALT8_HUMANRicin B-type lectin.|Lumenal (Potential). 4GCAAGTGTGGGAAATCCAGCA0.512

- 17 2517 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMAN 12ATGAGACAGGGGACTGCTGAG0.557

+ 6 783C1S_uc001qsk.2_Missense_Mutation_p.E22K|C1S_uc001qsl.2_Missense_Mutation_p.E22K|C1S_uc009zfr.2_Intron|C1S_uc009zfs.2_RNANM_201442 NP_958850 P09871 C1S_HUMAN CUB 1. 1CATGTATGGGGAGATCCTGTC0.483

- 10 1897 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0ATTAGCTACGGGCAGACGGAC0.517

+ 1 143 NM_001007033 NP_001007034 Q6EIG7 CLC6A_HUMANCytoplasmic (Potential). 1CAACCTCAAAGTACAGGTGAG0.458

+ 2 98KLRD1_uc001qxx.3_5'UTR|KLRD1_uc001qxy.3_5'UTR|KLRD1_uc009zhh.2_5'UTR|KLRD1_uc009zhi.2_5'UTR|KLRD1_uc001qxz.3_5'FlankNM_001114396 NP_001107868 Q13241 KLRD1_HUMAN 0TCAACTTTCAGATTCTTTAAT0.328

- 1 298 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMANExtracellular (Potential). 1ATTCTCATTTCTTTACCAGTG0.358

- 3 700 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN9.|10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|Pro-rich.1CTTTCCCGGACGAGGTGGGGG0.622 rs113884749

- 3 1119 NM_006248 NP_006239 0TTTCCTGGAGGAGATCGGGCA0.612

- 10 1545 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0CTGTAAGGATCCTTCTTATAA0.448

- 3 279RERGL_uc001rdr.2_Missense_Mutation_p.F28INM_024730 NP_079006 Q9H628 RERGL_HUMANSmall GTPase-like. 0TCTCCAATGAATCGCTTAGTA0.333

- 3 277RERGL_uc001rdr.2_Missense_Mutation_p.R27QNM_024730 NP_079006 Q9H628 RERGL_HUMANSmall GTPase-like. 0TCCAATGAATCGCTTAGTAAG0.338 rs138852095

+ 27 3807PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.E1272K|PIK3C2G_uc010sic.1_Missense_Mutation_p.E1050KNM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21CAGCAACAACGAAACAAGCCT0.418



+ 29 4063PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.S1357L|PIK3C2G_uc010sic.1_Missense_Mutation_p.S1135LNM_004570 NP_004561 O75747 P3C2G_HUMAN 21GTTGAAGAATCATCACCTGTG0.284

+ 27 3157PPFIBP1_uc010sjr.1_Missense_Mutation_p.P758Q|PPFIBP1_uc001rib.1_Missense_Mutation_p.P921Q|PPFIBP1_uc001ria.2_Missense_Mutation_p.P896Q|PPFIBP1_uc001rid.1_Missense_Mutation_p.P774Q|PPFIBP1_uc001rif.1_Missense_Mutation_p.P434QNM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5TATGTTTGTCCAATGGAATTG0.383

+ 14 1765CNTN1_uc009zjy.1_Missense_Mutation_p.K551I|CNTN1_uc001rmn.1_Missense_Mutation_p.K540I|CNTN1_uc001rmo.2_Missense_Mutation_p.K551INM_001843 NP_001834 Q12860 CNTN1_HUMANIg-like C2-type 6. 9GATTTTAACAAAGAGAATATT0.393

- 25 3619ADAMTS20_uc001rno.1_Missense_Mutation_p.P325T|ADAMTS20_uc001rnp.1_Missense_Mutation_p.P361TNM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 8. 19TCTCCACAAGGGGTAAAACAG0.373

- 10 941SLC38A1_uc001rpb.2_Missense_Mutation_p.C228F|SLC38A1_uc001rpc.2_Missense_Mutation_p.C228F|SLC38A1_uc001rpd.2_Missense_Mutation_p.C228F|SLC38A1_uc001rpe.2_Missense_Mutation_p.C228F|SLC38A1_uc010slh.1_Missense_Mutation_p.C201F|SLC38A1_uc009zkj.1_Missense_Mutation_p.C228FNM_030674 NP_109599 Q9H2H9 S38A1_HUMANHelical; (Potential). 5AAAAACCATACAGCTCAAGGA0.269

+ 4 1828FAM113B_uc001rpq.2_Missense_Mutation_p.G366DNM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5GCCCATGCAGGTTTCTTCGTC0.527

- 34 2465COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.G693RNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2CCTTTGGGCCCAGCGATACCA0.627

- 10 1541 NM_003482 NP_003473 O14686 MLL2_HUMAN15 X 5 AA repeats of S/P-P-P-E/P-E/A.|Pro-rich. 41CTCCTCCAGTGGAGAAAAAGG0.622

- 11 1140SLC11A2_uc001rxd.3_Missense_Mutation_p.D197V|SLC11A2_uc001rxc.3_Missense_Mutation_p.D348V|SLC11A2_uc001rxf.2_RNA|SLC11A2_uc001rxg.1_5'UTR|SLC11A2_uc010smx.1_Missense_Mutation_p.D344V|SLC11A2_uc001rxh.1_Missense_Mutation_p.D348V|SLC11A2_uc001rxj.1_Missense_Mutation_p.D348V|SLC11A2_uc001rxi.2_Missense_Mutation_p.D348V|SLC11A2_uc001rxk.1_Missense_Mutation_p.D377V|SLC11A2_uc010smy.1_Missense_Mutation_p.D311VNM_000617 NP_000608 P49281 NRAM2_HUMANExtracellular (Potential). 1TGTCGAGTTATCTTTAGGAAA0.408

- 5 900KRT72_uc001saq.2_Nonsense_Mutation_p.Q272*|KRT72_uc010sns.1_Nonsense_Mutation_p.Q272*|KRT72_uc010snt.1_Nonsense_Mutation_p.Q84*NM_001146225 NP_001139697 Q14CN4 K2C72_HUMANLinker 12.|Rod. 6ATGTGGGACTGGATCTGAGTG0.572

- 1 194KRT8_uc009zmj.2_Missense_Mutation_p.S31A|KRT8_uc009zmk.1_Missense_Mutation_p.S59A|KRT8_uc009zml.1_Missense_Mutation_p.S31A|KRT8_uc009zmm.1_Missense_Mutation_p.S31ANM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2CTGATGCGGGAACCGGGCCCA0.662

+ 7 915EIF4B_uc009zmp.1_RNA|EIF4B_uc010snu.1_Missense_Mutation_p.Y237H|EIF4B_uc010snv.1_Missense_Mutation_p.Y198H|EIF4B_uc001sbi.2_5'UTRNM_001417 NP_001408 P23588 IF4B_HUMANArg-rich.|Asp-rich. 2 tcgggatgggtatcgggatgg 0.388

+ 3 738HOXC9_uc001seq.2_Missense_Mutation_p.N214DNM_006897 NP_008828 P31274 HXC9_HUMAN Homeobox. 3 GTTTCTCTTCAATATGTATTT0.537

+ 8 781DGKA_uc009zoc.1_Missense_Mutation_p.G173C|DGKA_uc001sih.1_Missense_Mutation_p.G61C|DGKA_uc001sii.1_Missense_Mutation_p.G31C|DGKA_uc009zod.1_Missense_Mutation_p.G92C|DGKA_uc009zoe.1_Missense_Mutation_p.G173C|DGKA_uc001sik.2_Missense_Mutation_p.G173C|DGKA_uc001sil.2_Missense_Mutation_p.G173C|DGKA_uc001sim.2_Missense_Mutation_p.G173C|DGKA_uc001sin.2_Missense_Mutation_p.G173C|DGKA_uc009zof.2_5'UTR|DGKA_uc001sio.2_5'UTRNM_001345 NP_001336 P23743 DGKA_HUMANEF-hand 2.|2 (Probable). 4TGATGGCAGTGGCTCTGTCTC0.547

- 10 1105 NM_173595 NP_775866 Q8NB46 ANR52_HUMAN ANK 11. 2GGCGTGTTCCCAAATTTGTCG0.577

- 22 2521MYO1A_uc010sqz.1_Nonsense_Mutation_p.R598*|MYO1A_uc009zpd.2_Nonsense_Mutation_p.R760*NM_005379 NP_005370 Q9UBC5 MYO1A_HUMAN IQ 3. 7TAATTCTTTCGGGCCTGGCAG0.443 rs147166068

- 10 1123MYO1A_uc010sqz.1_Missense_Mutation_p.R132C|MYO1A_uc009zpd.2_Missense_Mutation_p.R294CNM_005379 NP_005370 Q9UBC5 MYO1A_HUMANMyosin head-like. 7CTCCCATCACGGATGCCACTT0.527

+ 6 1248SLC26A10_uc001spf.2_RNA|SLC26A10_uc009zpz.1_5'FlankNM_133489 NP_597996 Q8NG04 S2610_HUMAN 2TGACTCCAACCAGGTGGGACT0.537

- 10 1585BEST3_uc001svd.1_Intron|BEST3_uc001sve.1_Intron|BEST3_uc001svf.2_Missense_Mutation_p.S240F|BEST3_uc010stm.1_Missense_Mutation_p.S347FNM_032735 NP_116124 Q8N1M1 BEST3_HUMANCytoplasmic (Potential). 0TGGGAAGCAGGATTTCTTCCA0.592

+ 2 949 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3TATGCCAGTGGAAACTTCCGT0.403

- 3 263C12orf50_uc001tan.2_Missense_Mutation_p.P86LNM_152589 NP_689802 Q8NA57 CL050_HUMAN 3GATATTTCGAGGTTTGCTGTG0.378

- 3 1553DUSP6_uc001taz.2_Missense_Mutation_p.P212LNM_001946 NP_001937 Q16828 DUS6_HUMANTyrosine-protein phosphatase. 0CTGCTGTGCTGGAACCCTGTT0.507

- 4 698DCN_uc001tbo.2_Missense_Mutation_p.L93F|DCN_uc001tbp.2_Intron|DCN_uc001tbq.2_Intron|DCN_uc001tbr.2_Intron|DCN_uc001tbt.2_Missense_Mutation_p.L202F|DCN_uc001tbu.2_Missense_Mutation_p.L202FNM_133503 NP_598010 P07585 PGS2_HUMAN LRR 6. 4ATGTAGGAGAGCTTCTTCATT0.398

- 9 926 NM_003566 NP_003557 Q15075 EEA1_HUMAN Potential. 3GCAACATCTTCTATACCAGGT0.333

- 2 532NTN4_uc009ztf.2_Missense_Mutation_p.S28F|NTN4_uc009ztg.2_5'UTRNM_021229 NP_067052 Q9HB63 NET4_HUMAN 2TTCACAGCGGGAACTCACTCC0.512

- 13 2732ANKS1B_uc001tgf.1_Missense_Mutation_p.R352K|ANKS1B_uc001tgk.2_Missense_Mutation_p.R69K|ANKS1B_uc009ztt.1_Missense_Mutation_p.R738KNM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN 0GGATGGTGTTCTTTCAGAATT0.423

+ 1 399SLC17A8_uc009ztx.2_Missense_Mutation_p.L29SNM_139319 NP_647480 Q8NDX2 VGLU3_HUMANCytoplasmic (Potential). 3GGAGATTCTTTGGGAATTTTA0.383

- 13 2187 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2TTTTCTTTGGGAATATCCTCA0.423

+ 5 1429WSCD2_uc001tmt.2_Missense_Mutation_p.G229R|WSCD2_uc001tmu.2_5'UTRNM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN 3CTCTTCAGATGGAAGTGCAGT0.458

+ 2 702 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN WWE 2. 4CGGCCTACGATATGGACATCT0.622

- 2 854 NM_022363 NP_071758 Q9H2C1 LHX5_HUMANLIM zinc-binding 2. 0TTGTTACACACCATGCAGGTG0.582

- 5 1857TBX3_uc001tvu.1_Missense_Mutation_p.P278LNM_016569 NP_057653 O15119 TBX3_HUMANT-box; second part. 3TTTTGCAAAAGGGTTGTTGTC0.353

- 1 1020TBX3_uc001tvu.1_Missense_Mutation_p.P19L|TBX3_uc010syw.1_Missense_Mutation_p.P19LNM_016569 NP_057653 O15119 TBX3_HUMAN 3AGGTAGGAACGGATGGTAGGC0.687

+ 16 2059PIWIL1_uc001uij.1_Missense_Mutation_p.R657SNM_004764 NP_004755 Q96J94 PIWL1_HUMANRNA-binding (By similarity).|Piwi. 2AGGGATGACCCGGTGAGTGAG0.507

- 3 636NOC4L_uc001ujz.1_5'FlankNM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2GGATGTCCTCGATAGGAACCA0.587

- 9 1152 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1CATACTTACGGAATTTTGAGG0.308

+ 1 876 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0CAAACAGTGGGGGCACATGTA0.512

+ 1 1965 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0ACAGAGGAGAGGACAGAAACT0.542

+ 4 840 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7TCAATGAGCTCCCTTTCTGAG0.408

+ 35 5165 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7GATATTGAAAGAATCTGATGA0.383

+ 11 1345PDS5B_uc001uuo.2_Missense_Mutation_p.R396K|PDS5B_uc010abg.2_RNA|PDS5B_uc010teb.1_Missense_Mutation_p.R98KNM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN HEAT. 4GTGAGAGAGAGAACATTAGAC0.249

- 11 1823C13orf23_uc001uwz.2_Missense_Mutation_p.P295LNM_025138 NP_079414 Q86XN7 CM023_HUMAN Pro-rich. 5GACCTGCCCTGGGAACACAGG0.512

- 9 2102ELF1_uc010tfc.1_Missense_Mutation_p.H553Y|ELF1_uc010acd.2_Missense_Mutation_p.H470YNM_172373 NP_758961 P32519 ELF1_HUMAN 1TCTTTCAAATGATCTTCAGAT0.418

- 7 2226ATP7B_uc010adv.2_Intron|ATP7B_uc001vfx.2_Intron|ATP7B_uc001vfy.2_Missense_Mutation_p.P579L|ATP7B_uc010tgt.1_Missense_Mutation_p.P690L|ATP7B_uc010tgu.1_Missense_Mutation_p.P690L|ATP7B_uc010tgv.1_Missense_Mutation_p.P690L|ATP7B_uc001vfv.2_5'Flank|ATP7B_uc010tgs.1_Intron|ATP7B_uc010tgw.1_IntronNM_000053 NP_000044 P35670 ATP7B_HUMANExtracellular (Potential). 3GGACAGTCCTGGAATGATGTT0.483

- 2 1673SLITRK6_uc010afe.1_IntronNM_032229 NP_115605 Q9H5Y7 SLIK6_HUMANExtracellular (Potential).|LRR 7. 3CATAAACGATCCTTCTTCAAG0.343

- 31 4066ABCC4_uc010afj.2_Missense_Mutation_p.S107L|ABCC4_uc010afk.2_Missense_Mutation_p.S1269LNM_005845 NP_005836 O15439 MRP4_HUMAN 4AGTTAAGGTCGAGGGCTGTCC0.383

- 12 1430DOCK9_uc001vnw.2_Missense_Mutation_p.P458S|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.P459S|DOCK9_uc010tis.1_Missense_Mutation_p.P458S|DOCK9_uc010tit.1_Missense_Mutation_p.P459S|DOCK9_uc010afu.1_Missense_Mutation_p.P274SNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1ACCTGCTTCGGATACTGCATG0.532



- 11 1143CARS2_uc010tjm.1_RNANM_024537 NP_078813 Q9HA77 SYCM_HUMAN 0GCCCAGCCCCAGGAGCAGCTG0.637

+ 1 305 NM_002929 NP_002920 Q15835 RK_HUMAN RGS.|N-terminal. 2TTGGAGCAGCCCATCGGCAAG0.582

+ 1 423 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMANHelical; Name=4; (Potential). 1CTAGAGCCTGCTATGCATTAT0.517

- 2 908SLC7A8_uc010akj.2_Nonsense_Mutation_p.S61*NM_012244 NP_036376 Q9UHI5 LAT2_HUMAN 1TCCCTTTGGCGAGACAAAGAT0.547 rs142012722

+ 2 129DHRS4L1_uc010tnu.1_IntronNM_001082488 NP_001075957 P0CG22 DR4L1_HUMAN 0TCTGCTCACAGGATCGGCTTC0.418

+ 9 4699 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3TTTGCCAAAGGATGTGCCAGC0.607

- 3 291 NM_001911 NP_001902 P08311 CATG_HUMAN Peptidase S1. 2GTGTTGCTGGGTGTTTTCCCG0.532 rs34281853

+ 10 1156SRP54_uc010tpp.1_Missense_Mutation_p.P220S|SRP54_uc010tpq.1_Missense_Mutation_p.P205SNM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1CACAAAAAGTCCGATTATTTT0.373

+ 10 1867FANCM_uc001wwc.2_Missense_Mutation_p.S590A|FANCM_uc010anf.2_Missense_Mutation_p.S564A|FANCM_uc001wwe.3_IntronNM_020937 NP_065988 Q8IYD8 FANCM_HUMANHelicase C-terminal. 7TATTATCCTTTCTGAAGGACG0.398

- 2 396PYGL_uc010tqq.1_Intron|PYGL_uc001wyv.2_5'UTR|PYGL_uc001wyw.3_Missense_Mutation_p.F90SNM_002863 NP_002854 P06737 PYGL_HUMAN 1GCCCATGTAAAATTCCAGAGA0.403

- 6 1007FBXO34_uc001xbv.2_RNANM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0CAACACAATTCGTGGTTTTAC0.333

- 4 352FNTB_uc010tsl.1_Intron|FNTB_uc010tsm.1_Intron|RAB15_uc010aqk.2_RNANM_198686 NP_941959 P59190 RAB15_HUMAN 1CGCTCGCTGCTAATGTCATAG0.537

+ 10 1118_1119GALNTL1_uc001xla.1_Missense_Mutation_p.R342L|GALNTL1_uc001xlb.1_Missense_Mutation_p.R342LNM_020692 NP_065743 Q8N428 GLTL1_HUMANCatalytic subdomain B.|Lumenal (Potential). 2CCCTGCAGCCGGGTGGGCCATG0.525

+ 16 4819SIPA1L1_uc001xmt.2_Missense_Mutation_p.E1470K|SIPA1L1_uc001xmu.2_Missense_Mutation_p.E1470K|SIPA1L1_uc001xmv.2_Missense_Mutation_p.E1491K|SIPA1L1_uc010ttm.1_Missense_Mutation_p.E945K|SIPA1L1_uc001xmw.2_Missense_Mutation_p.E256KNM_015556 NP_056371 O43166 SI1L1_HUMAN 4GAAAAAACCCGAAGGAACCAT0.393

- 10 2469ZFYVE1_uc001xnl.2_Missense_Mutation_p.S195F|ZFYVE1_uc010arj.2_Missense_Mutation_p.S596FNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN FYVE-type 1. 1ATCTTTAAAGGACGTCGCACA0.527

+ 6 347C14orf179_uc001xsf.2_RNA|C14orf179_uc010asl.1_Missense_Mutation_p.D105N|C14orf179_uc001xsg.2_Missense_Mutation_p.D110N|C14orf179_uc010tve.1_RNANM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0TATCATTCCGGATCTGGAGGA0.483

+ 1 1486TMED8_uc010ast.1_5'Flank|TMED8_uc001xto.1_5'FlankNM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0CTCATACTCAGATCCCTCAGA0.398 rs151304084

- 6 739SEL1L_uc001xvo.3_Missense_Mutation_p.R208WNM_005065 NP_005056 Q9UBV2 SE1L1_HUMANLumenal (Potential).|Interaction with ERLEC1, OS9 and SYVN1.|Sel1-like 1.1TGGAGATACCGATATGCTCTT0.348

- 15 2023 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3CCGTTCTCCTCCTGGAGTCGC0.632

- 28 5808DICER1_uc010avh.1_Missense_Mutation_p.G774W|DICER1_uc001ydv.2_Missense_Mutation_p.G1866W|DICER1_uc001ydx.2_Missense_Mutation_p.G1876WNM_030621 NP_085124 Q9UPY3 DICER_HUMAN DRBM. 5CTGACCTTCCCGTCGTAAGTT0.428

+ 7 858CCNK_uc001ygg.3_Missense_Mutation_p.P243LNM_001099402 NP_001092872 O75909 CCNK_HUMAN 0CAAGATGTCCCGGTCGACGTT0.473

+ 25 2699TDRD9_uc001yon.3_Missense_Mutation_p.D628GNM_153046 NP_694591 Q8NDG6 TDRD9_HUMAN 3AACACATCAGACAGGTCCCAG0.358

+ 18 2838INF2_uc010tyi.1_Nonsense_Mutation_p.E899*|INF2_uc001ypc.2_Nonsense_Mutation_p.E899*|INF2_uc010awz.1_RNANM_022489 NP_071934 Q27J81 INF2_HUMAN Potential.|FH2. 0CTACCTGTGTGAGGACGCCCA0.657

+ 24 2896CYFIP1_uc001yut.2_Missense_Mutation_p.E931G|CYFIP1_uc010aya.1_Missense_Mutation_p.E959G|CYFIP1_uc001yuu.2_Missense_Mutation_p.E500G|CYFIP1_uc001yuv.2_Missense_Mutation_p.E125GNM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9GTGGTCATGGAGGAGCTGCTG0.572

- 81 12620 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 17. 13CCGTAGTCCCCGTCCCCCCAG0.627

+ 2 1093 NM_015995 NP_057079 Q9Y2Y9 KLF13_HUMAN 0CAACTTCCACCCGGGAATGCT0.701

+ 35 5006RYR3_uc010bar.2_Missense_Mutation_p.E1646KNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10CTTCCCGGACGAGTCCAAGAG0.567

- 10 1645SLC12A6_uc001zhv.2_Missense_Mutation_p.P443L|SLC12A6_uc001zhx.2_Missense_Mutation_p.P479L|SLC12A6_uc001zhy.2_RNA|SLC12A6_uc001zhz.2_RNA|SLC12A6_uc001zia.2_Missense_Mutation_p.P435L|SLC12A6_uc001zib.2_Missense_Mutation_p.P485L|SLC12A6_uc001zic.2_Missense_Mutation_p.P494L|SLC12A6_uc010bau.2_Missense_Mutation_p.P494L|SLC12A6_uc001zid.2_Missense_Mutation_p.P435L|SLC12A6_uc001zht.2_5'Flank|SLC12A6_uc001zhu.2_Missense_Mutation_p.P306LNM_133647 NP_598408 Q9UHW9 S12A6_HUMANHelical; (Potential). 7TGTAACAGAGGGAAAGAAGAT0.438

- 2 368 uc001zit.1_5'Flank NM_020660 NP_065711 Q9UKL4 CXD2_HUMANCytoplasmic (Potential). 0ACCTCCTATGGACTCAGGGGG0.557

- 3 503RASGRP1_uc001zkd.3_Missense_Mutation_p.L109INM_005739 NP_005730 O95267 GRP1_HUMANRas exchanger motif region; required for transforming activity (By similarity).|N-terminal Ras-GEF.2AAAGGATATAGGGTGATAACT0.393

+ 4 2402 NM_020857 NP_065908 Q9P253 VPS18_HUMAN Clathrin. 3CAGGCTGGGGCCAGCCCCCAC0.637

+ 2 225JMJD7-PLA2G4B_uc010bcm.1_RNA|JMJD7-PLA2G4B_uc001zom.2_Intron|JMJD7-PLA2G4B_uc001zon.2_Missense_Mutation_p.P62Q|JMJD7-PLA2G4B_uc010bcn.2_Missense_Mutation_p.P62Q|JMJD7-PLA2G4B_uc001zop.1_5'UTR|JMJD7-PLA2G4B_uc001zoq.3_5'FlankNM_005090 NP_005081 P0C869 PA24B_HUMAN 1CAGCACTGGCCGGCCCTCCAG0.622

- 13 2151TGM5_uc001zrc.1_Missense_Mutation_p.Y372N|TGM5_uc001zre.1_Missense_Mutation_p.Y633NNM_201631 NP_963925 O43548 TGM5_HUMAN 1AAGTCTACATAAACATTCCTG0.433

- 11 1216MYEF2_uc001zwg.3_5'Flank|MYEF2_uc001zwh.3_5'Flank|MYEF2_uc001zwj.3_Missense_Mutation_p.M364INM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN Gly-rich. 3CATCCATTCCCATACCTCAAA0.289

- 8 1114TRPM7_uc010bew.1_Missense_Mutation_p.P284SNM_017672 NP_060142 Q96QT4 TRPM7_HUMANCytoplasmic (Potential). 10GCCACCACAGGGACACCCTGG0.408

- 30 7625DMXL2_uc002abd.2_Missense_Mutation_p.P538L|DMXL2_uc010ufy.1_Missense_Mutation_p.P2468L|DMXL2_uc010bfa.2_Missense_Mutation_p.P1831LNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9ATCAGACAAAGGAAGAAATGG0.219

+ 1 617 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7ATGAAAAAATCCTGGGGAATA0.438

+ 1 2500 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GGGGAGATTTCGGACATTATC0.438

- 27 5153DENND4A_uc002api.2_Missense_Mutation_p.G1635VNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4ATCCAAGGGGCCAGAAGTACT0.403

+ 10 1545NOX5_uc002arp.1_Missense_Mutation_p.R491W|NOX5_uc002arq.1_Missense_Mutation_p.R463W|NOX5_uc010bid.1_Missense_Mutation_p.R474W|NOX5_uc002arr.1_Missense_Mutation_p.R481W|NOX5_uc010bie.1_Missense_Mutation_p.R309W|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANFAD-binding FR-type.|Cytoplasmic (Potential).|C-terminal catalytic region.2GCTGCACATTCGGTCCCAAGG0.567

- 11 1020_1021GRAMD2_uc010bis.2_Missense_Mutation_p.R333C|GRAMD2_uc010ukh.1_Missense_Mutation_p.R127CNM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0CGAGAAATACGGAACGCCAGGT0.475 rs144563180

- 14 1441STRA6_uc002axi.2_Nonsense_Mutation_p.W229*|STRA6_uc010ulh.1_Nonsense_Mutation_p.W458*|STRA6_uc002axj.2_Nonsense_Mutation_p.W459*|STRA6_uc010bji.2_Nonsense_Mutation_p.W420*|STRA6_uc002axl.2_Nonsense_Mutation_p.W352*|STRA6_uc002axm.2_Nonsense_Mutation_p.W420*|STRA6_uc002axn.2_Nonsense_Mutation_p.W411*|STRA6_uc010uli.1_Nonsense_Mutation_p.W457*|STRA6_uc010bjj.1_RNANM_022369 NP_071764 Q9BX79 STRA6_HUMANExtracellular (Potential). 1GAAGCTCATCCAACAGAATAT0.622

- 3 636MESDC2_uc002bfx.2_RNA|MESDC2_uc010uno.1_IntronNM_015154 NP_055969 Q14696 MESD_HUMANEscort domain (By similarity). 0GGGGTACACCTGGCCCTCCAG0.493

+ 3 1246FAM154B_uc010unr.1_Missense_Mutation_p.P378S|FAM154B_uc010uns.1_RNANM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2CAAGATTATTCCTGCAGTGAA0.358

+ 11 1414ADAMTSL3_uc010bmt.1_Missense_Mutation_p.S397N|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.S397NNM_207517 NP_997400 P82987 ATL3_HUMAN 27AAGGAATGCAGCATGGATCCC0.418

+ 15 1875ADAMTSL3_uc010bmt.1_Missense_Mutation_p.K551E|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.K551ENM_207517 NP_997400 P82987 ATL3_HUMAN 27GCCTTGGCTGAAACAAGCACA0.388

+ 15 1691SLC28A1_uc010bnb.2_Missense_Mutation_p.E497K|SLC28A1_uc010upe.1_Intron|SLC28A1_uc010upf.1_Missense_Mutation_p.E497K|SLC28A1_uc010upg.1_Missense_Mutation_p.E497KNM_004213 NP_004204 O00337 S28A1_HUMAN 3GTTTCTGAACGAGTTTGTGGC0.597



+ 22 4215BLM_uc010uqh.1_Missense_Mutation_p.S1373F|BLM_uc010uqi.1_Missense_Mutation_p.S998F|BLM_uc010bnx.2_Missense_Mutation_p.S1242F|BLM_uc002bpt.2_Missense_Mutation_p.S348FNM_000057 NP_000048 P54132 BLM_HUMAN 6AAAACGAAATCCTCCAGCATC0.398

+ 6 1404SV2B_uc002bqt.2_Missense_Mutation_p.S338F|SV2B_uc010uqv.1_Missense_Mutation_p.S187F|SV2B_uc002bqu.3_RNANM_014848 NP_055663 Q7L1I2 SV2B_HUMANCytoplasmic (Potential). 8TTTCAGGTTTCCAACATCAAA0.368

+ 2 579IGF1R_uc010urq.1_Missense_Mutation_p.E177K|IGF1R_uc010bon.2_Missense_Mutation_p.E177KNM_000875 NP_000866 P08069 IGF1R_HUMAN 8GCCCCCAAAGGAATGTGGGGA0.522

+ 7 938AMDHD2_uc002cqp.2_Missense_Mutation_p.A281T|AMDHD2_uc010uwc.1_Missense_Mutation_p.A281T|AMDHD2_uc010uwd.1_Missense_Mutation_p.A45TNM_015944 NP_057028 Q9Y303 NAGA_HUMAN 4CCTGCGGATCGCCCACCGTGC0.672

- 2 756 NM_000243 NP_000234 O15553 MEFV_HUMAN 6GCTTCTAGGTCGCATCTTTCC0.617

- 4 931 NM_152457 NP_689670 Q96LX8 ZN597_HUMAN C2H2-type 4. 0GGAGCCACATAAAACCTCTAC0.443

+ 3 355NAT15_uc010uxb.1_Intron|NAT15_uc010btk.1_Intron|NAT15_uc010btl.2_5'UTR|NAT15_uc010btm.2_Missense_Mutation_p.E37K|NAT15_uc010uxc.1_Missense_Mutation_p.E37K|NAT15_uc010uxd.1_RNA|NAT15_uc010uxe.1_RNA|NAT15_uc002cvg.1_Missense_Mutation_p.E37KNM_001083601 NP_001077070 Q9H7X0 NAT15_HUMANN-acetyltransferase. 0GTTCCCCATCGAGTAAGTGGA0.657

- 31 7354CREBBP_uc002cvw.2_Missense_Mutation_p.H2346NNM_004380 NP_004371 Q92793 CBP_HUMAN 127AGTCCGGGGTGGGGGGAACCA0.647

- 7 1237 NM_003223 NP_003214 Q01664 TFAP4_HUMAN 1CGGCTCCTCCCGGCTCTGGTC0.706

- 13 4425GRIN2A_uc010uym.1_Missense_Mutation_p.D1293N|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45ACAATGTTATCGTAGGAATGC0.527

- 3 553CPPED1_uc002dcb.3_Intron|CPPED1_uc002dbz.3_RNANM_018340 NP_060810 Q9BRF8 CPPED_HUMAN 0AAGTAGTCATCTCCCCAAGTC0.607

+ 14 2028TMC7_uc002dfp.2_Missense_Mutation_p.P633Q|TMC7_uc010vap.1_Missense_Mutation_p.P523QNM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3GCCTGTGGGCCGTTCACCAAC0.607

- 43 6364 NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 3 (By similarity). 18TTCCGTCGTCGATCCAGCTTG0.517

- 5 1511_1512ZKSCAN2_uc010vcl.1_Nonsense_Mutation_p.R165*|ZKSCAN2_uc002doe.2_Nonsense_Mutation_p.R369*NM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN 4TGGCTATTTCGGGGACAGGCCT0.455

+ 3 735JMJD5_uc010vcn.1_Missense_Mutation_p.P223S|JMJD5_uc010bxw.2_Intron|JMJD5_uc010bxx.2_5'FlankNM_024773 NP_079049 Q8N371 KDM8_HUMAN 3AAAAACAGTCCCCCGGCTGCA0.512

+ 3 286IL21R_uc002dor.1_Nonsense_Mutation_p.W18*|IL21R_uc002dos.1_Nonsense_Mutation_p.W18*NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN 4CCTCCAGGCTGGGGCTGCCCC0.632

+ 19 2925uc010vct.1_Intron|ATP2A1_uc002drn.1_Missense_Mutation_p.N914S|ATP2A1_uc002drp.1_Missense_Mutation_p.N789SNM_173201 NP_775293 O14983 AT2A1_HUMANHelical; Name=8; (By similarity). 4AATGCACTGAACAGGTGGGGG0.632

+ 6 722uc010vct.1_Intron|LAT_uc010vdj.1_Intron|LAT_uc002dsb.2_Intron|LAT_uc002dsc.2_Intron|LAT_uc010vdk.1_Intron|LAT_uc010vdl.1_Missense_Mutation_p.G123WNM_014387 NP_055202 O43561 LAT_HUMANCytoplasmic (Potential). 0TGCCCAGGCTGGGTGGGGAGT0.607

+ 13 1623ITGAL_uc002dyj.3_Missense_Mutation_p.P400S|ITGAL_uc010vev.1_IntronNM_002209 NP_002200 P20701 ITAL_HUMANFG-GAP 5.|Extracellular (Potential). 10GATTGGTGCCCCACTGTTCTA0.597

- 11 1636PRSS36_uc010vff.1_Missense_Mutation_p.G301E|PRSS36_uc010vfg.1_Missense_Mutation_p.G521E|PRSS36_uc010vfh.1_Missense_Mutation_p.G526ENM_173502 NP_775773 Q5K4E3 POLS2_HUMANPeptidase S1 2. 1GTCTCTGATTCCAGCCAGAAA0.567

+ 7 716ITGAD_uc010vfl.1_Missense_Mutation_p.G223S|ITGAD_uc010cap.1_Missense_Mutation_p.G223S|ITGAD_uc002ebw.1_Missense_Mutation_p.G34SNM_005353 NP_005344 Q13349 ITAD_HUMANExtracellular (Potential).|VWFA. 1CCAACTGAAAGGCCTGACGTT0.597

+ 16 1888ITGAD_uc010cap.1_Splice_Site_p.R614_spliceNM_005353 NP_005344 Q13349 ITAD_HUMAN 1CTGCCCCTCAGGAGTCTGCCG0.632

- 9 1226DNAJA2_uc002eep.2_Missense_Mutation_p.P279SNM_005880 NP_005871 O60884 DNJA2_HUMAN 1ATTATGTTAGGAACTTCCGGT0.403

+ 4 1903NOD2_uc010cbk.1_Missense_Mutation_p.E573K|NOD2_uc002egl.1_Missense_Mutation_p.E378K|NOD2_uc010cbl.1_Missense_Mutation_p.E378K|NOD2_uc010cbm.1_Missense_Mutation_p.E378K|NOD2_uc010cbn.1_RNA|NOD2_uc010cbo.1_RNA|NOD2_uc010cbp.1_5'Flank|NOD2_uc010cbq.1_5'Flank|NOD2_uc010cbr.1_5'FlankNM_022162 NP_071445 Q9HC29 NOD2_HUMAN NACHT. 4GGCGCCCCTGGAATTCCTTCA0.567

+ 4 2179CHD9_uc002egy.2_Missense_Mutation_p.P672L|CHD9_uc002egz.1_Missense_Mutation_p.P672L|CHD9_uc002eha.1_Missense_Mutation_p.P672L|CHD9_uc002ehc.2_Missense_Mutation_p.P672L|CHD9_uc002ehd.2_Missense_Mutation_p.P198LNM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7GCTCCTTTACCTGGTGAACAG0.308

- 9 1162GOT2_uc010vim.1_Missense_Mutation_p.R307SNM_002080 NP_002071 P00505 AATM_HUMAN 2CCAATGATGCGGTCAGCCATG0.488

- 5 965CDH8_uc002eoh.2_Missense_Mutation_p.E7ANM_001796 NP_001787 P55286 CADH8_HUMANExtracellular (Potential).|Cadherin 2. 9CAGGTACTCCTCCTTGGCTTC0.448

+ 11 1843 NM_001795 NP_001786 P33151 CADH5_HUMANCadherin 5.|Extracellular (Potential). 6CAATGGGATGCCAAGTCGCAC0.592

- 1 528ACD_uc002etp.3_Missense_Mutation_p.R64K|ACD_uc002etr.3_Missense_Mutation_p.R64K|ACD_uc010vjt.1_Missense_Mutation_p.R54K|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CCCGCCTTTCCTCGGAAGAGG0.746

- 84 14757HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2ACCACAAACTGGGAGGGCAGG0.622

- 56 9492 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TTTTTTGCATGGAAGAAAACT0.468

- 25 3961 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TTTCGTTTTTCTTAGTTCTTT0.463

- 18 3148ADAMTS18_uc010chc.1_Missense_Mutation_p.S498F|ADAMTS18_uc002ffe.1_Missense_Mutation_p.S606FNM_199355 NP_955387 Q8TE60 ATS18_HUMAN 18GCAGAATGAGGAATTGACTTG0.388

+ 2 406BCMO1_uc002fgm.1_Missense_Mutation_p.R63K|BCMO1_uc010vnp.1_Silent_p.Q37QNM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0TTCACCATCAGAGACGGTGAG0.358

+ 7 1865NECAB2_uc002fhd.2_5'Flank|OSGIN1_uc002fhb.2_Missense_Mutation_p.D411E|OSGIN1_uc002fhc.2_Missense_Mutation_p.D411ENM_013370 NP_037502 Q9UJX0 OSGI1_HUMAN 0CAGGGGCTGACTTTGCAGTGG0.647

+ 5 764LRRC50_uc010chi.1_RNANM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN LRR 4. 0AGCCTGCCTCCCAGTCCTGAA0.388

- 16 2404_2405PELP1_uc010vsf.1_Missense_Mutation_p.P580SNM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2TGGTTCTCAGGGCCAGGAAGAA0.629

- 8 1232PER1_uc010vuq.1_RNA|PER1_uc010vur.1_Missense_Mutation_p.P316SNM_002616 NP_002607 O15534 PER1_HUMAN 9GGCTGTGCAGGGGCCCCATCT0.642

- 6 864 NM_001128076 NP_001121548 A6NLX3 SPDE4_HUMAN 0GATCTCGGGCCCACACCCAGT0.592

- 36 5338_5339 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13CTCCATCTCTCCCTGGATTTGG0.446

- 3 304 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13GCTCCAGCTTCGGTCTTGGCT0.458

+ 51 10107DNAH9_uc010coo.2_Missense_Mutation_p.L2641FNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20CACCATCTCCCTTGCCAACCG0.502

+ 4 506MAP2K4_uc002gnk.2_Missense_Mutation_p.L157P|MAP2K4_uc010vvi.1_Missense_Mutation_p.L28P|MAP2K4_uc010vvj.1_Missense_Mutation_p.L18PNM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinase. p.?(1) 58AAACAACTTCTTATGGATTTG0.353

+ 13 1118DRG2_uc002gsi.1_RNA|DRG2_uc002gsj.1_3'UTR|MYO15A_uc010vxh.1_5'FlankNM_001388 NP_001379 P55039 DRG2_HUMAN 1CACCATGGAGCATGAGGACGT0.662

+ 1 50 NM_002986 NP_002977 P51671 CCL11_HUMAN 0TCCCTATAAAAGGCAGGCAGA0.557

- 4 1148HNF1B_uc010wdi.1_Missense_Mutation_p.F283L|HNF1B_uc010cve.1_Missense_Mutation_p.F117LNM_000458 NP_000449 P35680 HNF1B_HUMANHomeobox; HNF1-type. 3GCTTTTGCCGGAATGCCTCCT0.622

+ 5 913WIPF2_uc002huh.1_Missense_Mutation_p.P75S|WIPF2_uc010cww.1_Missense_Mutation_p.P75S|WIPF2_uc002hui.1_Missense_Mutation_p.P225S|WIPF2_uc010cwx.1_Intron|WIPF2_uc010cwy.1_Missense_Mutation_p.P225SNM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3AGAGGGACCTCCTGCTCCACC0.607



- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0ACTGGACGCAGGcagcagcag0.323 rs141357429

- 4 859KRT13_uc002hwv.1_Missense_Mutation_p.P266T|KRT13_uc002hww.2_Missense_Mutation_p.P159T|KRT13_uc010wfr.1_Missense_Mutation_p.P159T|KRT13_uc010cxo.2_Missense_Mutation_p.P266T|KRT13_uc002hwx.1_Missense_Mutation_p.P254TNM_153490 NP_705694 P13646 K1C13_HUMANLinker 12.|Rod. 5TCAATGCCTGGGGTGGCATCC0.577

- 2 157 NM_024320 NP_077296 Q9BU68 PR15L_HUMAN 1TTCTTTTTCCGGAGGAAAGTC0.567

- 7 1743CA10_uc002itu.3_Missense_Mutation_p.M182L|CA10_uc002itv.3_Missense_Mutation_p.M259L|CA10_uc002itx.3_Missense_Mutation_p.M253L|CA10_uc002ity.3_Missense_Mutation_p.M253L|CA10_uc002itz.2_Missense_Mutation_p.M253LNM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2GGTTTGTTCATTATGATCCAA0.393

+ 11 1346TMEM49_uc010wog.1_Missense_Mutation_p.P166Q|TMEM49_uc010woh.1_Missense_Mutation_p.P302Q|TMEM49_uc010woi.1_Missense_Mutation_p.P261Q|TMEM49_uc010woj.1_Missense_Mutation_p.P224Q|TMEM49_uc002ixv.2_5'Flank|MIR21_hsa-mir-21|MI0000077_5'FlankNM_030938 NP_112200 Q96GC9 VMP1_HUMANCytoplasmic (Potential). 0ATGGGCACACCACAGGTAAGA0.488

+ 16 2355ACE_uc002jav.1_Missense_Mutation_p.R204Q|ACE_uc010ddv.1_Missense_Mutation_p.R5Q|ACE_uc010wpj.1_Missense_Mutation_p.R204Q|ACE_uc002jaw.1_RNA|ACE_uc010wpk.1_Missense_Mutation_p.R88QNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 2. 4GCCACGTCCCGGAAATATGAA0.532

+ 9 2140KCNH6_uc010wpl.1_Missense_Mutation_p.R564L|KCNH6_uc010wpm.1_Missense_Mutation_p.R687L|KCNH6_uc002jaz.1_Missense_Mutation_p.R634LNM_030779 NP_110406 Q9H252 KCNH6_HUMANcNMP.|Cytoplasmic (Potential). 1AAGATCCAGCGGGCAGATCTG0.607

- 32 4606ABCA10_uc010wqs.1_Missense_Mutation_p.A235T|ABCA10_uc010wqt.1_RNANM_080282 NP_525021 Q8WWZ4 ABCAA_HUMANATP 2 (Potential).|ABC transporter 2. 4CTTTTACCAGCTCCATTGTGT0.358

- 2 617CDC42EP4_uc002jjo.2_Missense_Mutation_p.A157V|CDC42EP4_uc002jjp.1_Missense_Mutation_p.A87VNM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0CTCCGTGCCCGCCTCCTCATC0.662

- 4 378NAT9_uc002jlr.2_Missense_Mutation_p.T101PNM_015654 NP_056469 Q9BTE0 NAT9_HUMANN-acetyltransferase. 0TCCCCCAAGGTGAGGTCTTCT0.592

- 5 628AZI1_uc002jzn.1_Missense_Mutation_p.R143Q|AZI1_uc002jzo.1_Missense_Mutation_p.R143Q|AZI1_uc010wum.1_Missense_Mutation_p.R143QNM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4ACTGGAACTCCGGGCATTGGA0.637

+ 3 1396TGIF1_uc002klu.2_Missense_Mutation_p.F188L|TGIF1_uc002klv.2_Missense_Mutation_p.F222L|TGIF1_uc002klx.2_Missense_Mutation_p.F188L|TGIF1_uc002klw.2_Missense_Mutation_p.F208L|TGIF1_uc002kly.2_Missense_Mutation_p.F208L|TGIF1_uc002kma.2_Missense_Mutation_p.F188L|TGIF1_uc002kmb.2_Missense_Mutation_p.F188L|TGIF1_uc002kmc.2_Missense_Mutation_p.F188LNM_170695 NP_733796 Q15583 TGIF1_HUMAN 1GGCCAAAAACTTCACAGACAC0.488

+ 3 844 NM_153000 NP_694545 Q8J025 APCD1_HUMANExtracellular (Potential). 0CGAGAAGCTCGGCCAGCAGGT0.667

+ 5 2973ZNF532_uc002lhp.2_Missense_Mutation_p.S807F|ZNF532_uc010xeg.1_Missense_Mutation_p.S807F|ZNF532_uc002lhr.2_Missense_Mutation_p.S807F|ZNF532_uc002lhs.2_Missense_Mutation_p.S807FNM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2CAGCACAAATCTCCCTACACC0.512

- 1 628 NM_005912 NP_005903 P32245 MC4R_HUMANCytoplasmic (Potential). 1CTTGTTCTTGGCTATTGCCAC0.453

+ 9 1243SERPINB2_uc002ljo.2_Missense_Mutation_p.E304K|SERPINB2_uc010dqh.2_Missense_Mutation_p.E234K|SERPINB2_uc002ljp.1_Missense_Mutation_p.E109K|SERPINB2_uc002ljq.1_Missense_Mutation_p.E109KNM_001143818 NP_001137290 P05120 PAI2_HUMAN 2GGCTGAAGATGAAGTTGAGGT0.368

+ 2 628 NM_012283 NP_036415 Q9UJ96 KCNG2_HUMAN 0CCCGCAGGGCGAGTGCTCCCC0.701

+ 5 658WDR18_uc002lqn.1_RNA|WDR18_uc010drx.1_Missense_Mutation_p.S174F|WDR18_uc010dry.1_Missense_Mutation_p.S211FNM_024100 NP_077005 Q9BV38 WDR18_HUMAN WD 4. 1CTGCTGCTCTCCGTCCTCTTT0.652

+ 8 1867 NM_177401 NP_796375 Q504T8 MIDN_HUMAN 0TTCGAGGACTCCGTGTGGAAG0.682

+ 2 1084SCAMP4_uc002lui.1_Intron|SCAMP4_uc002luj.2_Intron|SCAMP4_uc002luk.2_Intron|SCAMP4_uc010dss.2_IntronNM_138422 NP_612431 Q96EY9 ADAT3_HUMAN 2CGACCTGTACGTGACCCGCGA0.731

- 10 1606 NM_005934 NP_005925 Q03111 ENL_HUMAN 1CTTCTCAGGCTTGCTGCAGGA0.667

- 5 877SH2D3A_uc010xjg.1_Missense_Mutation_p.P106LNM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2GTACGTCGGGGGACGTTCAGA0.667

- 4 665_666CD320_uc002mjk.1_RNA|CD320_uc002mjl.1_Missense_Mutation_p.P159SNM_016579 NP_057663 Q9NPF0 CD320_HUMANExtracellular (Potential). 0GTCACAGGGGGCCCCATGGTTG0.609

- 5 34481 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGGCTCACCAGAAGAAAGAGT0.458

- 3 26315 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGTCAGGGAGGAAGTTGGCTG0.493

- 3 24798 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57TCTTGATCATCATTTCTGCTG0.483

- 3 23674 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GAAGCTAGCTCTGTCTGAATC0.547

- 1 8465 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ACCAGTAGTTCCCGCAGGCAA0.493

- 1 575 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANExtracellular (Potential). 4ATTGAGGAGGGTGTTAGAGCA0.502

- 4 595TYK2_uc010dxe.2_Intron|TYK2_uc002mod.2_Missense_Mutation_p.L73FNM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9AGGGCAAAGAGATTGAAGCAA0.527

- 4 719CCDC151_uc002mrr.2_Missense_Mutation_p.M127I|CCDC151_uc010dxz.2_Missense_Mutation_p.M166INM_145045 NP_659482 A5D8V7 CC151_HUMAN Potential. 1GCGCCTCCGCCATCTCCAGAA0.667

- 4 814ZNF823_uc010xmd.1_Missense_Mutation_p.P48S|ZNF823_uc010dyi.1_Missense_Mutation_p.P186SNM_001080493 NP_001073962 P16415 ZN823_HUMAN C2H2-type 3. 2CTGTAAAAAGGAAAGGCTTTA0.413

- 20 3624CACNA1A_uc010dzc.2_Missense_Mutation_p.G655R|CACNA1A_uc002mwy.3_Missense_Mutation_p.G1129R|CACNA1A_uc010xne.1_Missense_Mutation_p.G658RNM_001127221 NP_001120693 O00555 CAC1A_HUMANCytoplasmic (Potential). 2GATGGGTTCCCCGGGTTGTTG0.652

- 14 2065CACNA1A_uc010dzc.2_Missense_Mutation_p.S135F|CACNA1A_uc002mwy.3_Missense_Mutation_p.S609F|CACNA1A_uc010xne.1_Missense_Mutation_p.S135FNM_001127221 NP_001120693 O00555 CAC1A_HUMANCytoplasmic (Potential).|II. 2GGACTTCATGGAGTTGAGGAG0.577

+ 1 705 NM_001004713 NP_001004713 O60431 OR1I1_HUMANCytoplasmic (Potential). 3GGGGCAAGTGGAAAGCCTTCT0.537

+ 7 874CYP4F3_uc010xok.1_Missense_Mutation_p.R275H|CYP4F3_uc010xol.1_Missense_Mutation_p.R275H|CYP4F3_uc010xom.1_Missense_Mutation_p.R126H|CYP4F3_uc002nbk.2_Missense_Mutation_p.R275H|CYP4F3_uc010xon.1_5'UTRNM_000896 NP_000887 Q08477 CP4F3_HUMAN 3CAGGAGCGGCGCCGCACCCTC0.572

+ 1 97 NM_013938 NP_039226 O60404 O10H3_HUMANHelical; Name=1; (Potential). 0CCTGCTGTACCTCCTGATGTT0.498

- 3 117TMEM38A_uc002nes.2_5'Flank|C19orf42_uc002neo.1_RNA|C19orf42_uc002nep.1_RNANM_024104 NP_077009 Q9BQ49 CS042_HUMANExtracellular (Potential). 0TCCTTCTTTTTCCTACAAAGA0.502

- 13 1527 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13AGGTAGCACTGGCTGGGGGAG0.592

- 4 589_590USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.S95F|USHBP1_uc010eam.1_Missense_Mutation_p.S87FNM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1GCTTCCCAAGGGAACCTGCTCC0.683

- 1 159uc010eat.1_5'Flank|uc002ngm.1_5'FlankNM_004335 NP_004326 Q10589 BST2_HUMANExtracellular (Potential). 3GGCAGGCCTCGCTGTTGGCCT0.562

+ 2 465ZNF493_uc002npw.2_Missense_Mutation_p.S190L|ZNF493_uc002npy.2_Missense_Mutation_p.S62LNM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 2. 1TGTGGCAAATCATTTTGCATG0.299

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

+ 2 260ZNF257_uc010ecy.2_5'UTRNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN KRAB. 0TTTATATAGGGATGTGATGTT0.403

- 3 1051 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN C2H2-type 3. 0 GTATGAATTATCTTATGTTTA0.363

+ 4 1759ZNF254_uc010xrk.1_Missense_Mutation_p.E457GNM_203282 NP_975011 O75437 ZN254_HUMAN 0ATTCATACTGAAGAGAAACCC0.353

+ 4 1782ZNF254_uc010xrk.1_Missense_Mutation_p.K465ENM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0CAAATGTGAAAAATGTGGCAA0.358



- 11 1248CCDC123_uc002ntx.2_Missense_Mutation_p.L140I|CCDC123_uc010edg.2_RNA|CCDC123_uc002ntz.1_Missense_Mutation_p.L387INM_032816 NP_116205 Q96ST8 CEP89_HUMAN Potential. 0CCTACCTTGAGGGTGGCATTG0.383

- 1 307_308SBSN_uc002oad.1_Missense_Mutation_p.G80CNM_198538 NP_940940 Q6UWP8 SBSN_HUMANAla/Gly/His-rich. 1AACTCCTTGCCGGTGTGGCTCC0.554

+ 3 449 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11CGAGCGCCCCGAGGTCGGGGT0.527

+ 3 1484 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11ACCTCTCCTCCCACTCCAACC0.672

- 5 676 uc002oev.1_Intron NM_206894 NP_996777 Q6PG37 ZN790_HUMAN 2CTGATGTTGAGTATGATCTGA0.353

- 6 854ZFP30_uc002ogw.1_Missense_Mutation_p.G113E|ZFP30_uc002ogx.1_Missense_Mutation_p.G113E|ZFP30_uc010xtt.1_Missense_Mutation_p.G112ENM_014898 NP_055713 Q9Y2G7 ZFP30_HUMAN 0TTCTTCAAGTCCACAGCTTTT0.358

+ 13 1556RYR1_uc002oiu.2_Missense_Mutation_p.L476INM_000540 NP_000531 P21817 RYR1_HUMAN Cytoplasmic. 12CCGCCAGAGCCTCTTCCAGGA0.701

- 13 1058MAP4K1_uc002oiw.1_5'Flank|MAP4K1_uc002oiy.1_Missense_Mutation_p.R317Q|MAP4K1_uc010xug.1_5'UTRNM_007181 NP_009112 Q92918 M4K1_HUMAN 8GGATCTGATCCGCCGAGGGAT0.607

- 4 461 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0AGGGAGATATCTCTCCACACT0.418

- 7 2178PRX_uc002onq.2_Missense_Mutation_p.P498S|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|33.2TTCACCTCAGGGAGTTTCATC0.577

- 4 541ADCK4_uc002ooq.1_Missense_Mutation_p.R80L|ADCK4_uc002oos.2_Missense_Mutation_p.R80L|ITPKC_uc002oot.2_5'FlankNM_024876 NP_079152 Q96D53 ADCK4_HUMAN 0CTTGCGTTCTCGAGAGCGGTC0.592

+ 3 706 NM_002483 NP_002474 P40199 CEAM6_HUMANIg-like C2-type 1.p.P186P(1) 1CAGAGCCTCCCGGTCAGTCCC0.527

- 11 1478GRIK5_uc002osi.1_Nonsense_Mutation_p.W53*|GRIK5_uc010eib.1_Nonsense_Mutation_p.W400*NM_002088 NP_002079 Q16478 GRIK5_HUMANExtracellular (Potential). 0CCATGCCCGTCCAGGAGCCGT0.697

- 5 1040ZNF235_uc002oyx.1_Intron|ZNF235_uc010eji.2_Intron|ZNF235_uc002ozb.3_Missense_Mutation_p.R309C|ZNF235_uc010xwx.1_Missense_Mutation_p.R227CNM_004234 NP_004225 Q14590 ZN235_HUMAN 3TTCCCAGTACGAACACTTTGT0.438 rs144837895

+ 3 368GLTSCR2_uc002phk.2_Missense_Mutation_p.P115L|GLTSCR2_uc002phl.2_Missense_Mutation_p.P115L|GLTSCR2_uc010elj.2_Missense_Mutation_p.P115L|GLTSCR2_uc010elk.1_5'FlankNM_015710 NP_056525 Q9NZM5 GSCR2_HUMAN 1CTCAAGAAACCCCTTCGGGTT0.527

- 4 257RPL18_uc002pjp.1_Missense_Mutation_p.R23L|RPL18_uc010xzs.1_Missense_Mutation_p.R75L|SPHK2_uc002pjr.2_5'Flank|SPHK2_uc010xzt.1_5'Flank|SPHK2_uc002pjs.2_5'FlankNM_000979 NP_000970 Q07020 RL18_HUMAN 0CTTGTTTTCCCGGCCAGGAAG0.582

- 2 492SIGLEC12_uc002pww.1_Missense_Mutation_p.D28N|SIGLEC12_uc010eoy.1_IntronNM_053003 NP_443729 Q96PQ1 SIG12_HUMANIg-like V-type 2.|Extracellular (Potential). 5GACAGTAGGTCCTGGGACGCT0.587

+ 4 2668ZNF845_uc010ydw.1_Missense_Mutation_p.A851TNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 23. 0AATTCATAAGGCAATTCATAC0.383

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

- 11 1685LILRB3_uc002qee.1_Missense_Mutation_p.R525M|LILRB3_uc002qeh.1_Missense_Mutation_p.R525M|LILRB3_uc002qeg.1_RNA|LILRB3_uc002qei.1_Missense_Mutation_p.R525M|LILRA6_uc002qek.1_Missense_Mutation_p.R525M|LILRB3_uc010erh.1_Missense_Mutation_p.R542M|LILRB3_uc002qej.1_RNA|LILRA6_uc002qel.1_Missense_Mutation_p.R525M|LILRA6_uc002qem.1_RNA|LILRB3_uc002qen.1_Intron|LILRB3_uc002qeo.1_Missense_Mutation_p.R525M|LILRB3_uc002qep.1_Missense_Mutation_p.R525M|LILRB3_uc002qeq.1_Missense_Mutation_p.R525M|LILRB3_uc002qer.1_RNA|LILRB3_uc002qes.1_Missense_Mutation_p.R525MNM_006864 NP_006855 O75022 LIRB3_HUMANCytoplasmic (Potential). 3CAGCTCCACCCTGTCCTCAGA0.423

+ 4 931LILRB4_uc002qgq.2_Missense_Mutation_p.G190E|LILRB4_uc010ers.1_Missense_Mutation_p.G103E|LILRB4_uc002qgr.2_Missense_Mutation_p.G231E|LILRB4_uc010ert.2_Missense_Mutation_p.G231E|LILRB4_uc010eru.2_Missense_Mutation_p.G219ENM_006847 NP_006838 Q8NHJ6 LIRB4_HUMANIg-like C2-type 2.|Extracellular (Potential). 3TCAGTGCACGGGGGGACCTAC0.607

+ 5 727KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR3DL1_uc010yfn.1_Missense_Mutation_p.E164K|KIR3DL1_uc010esf.2_Missense_Mutation_p.E127K|KIR3DL1_uc010yfo.1_Missense_Mutation_p.E164K|KIR3DL1_uc002qhl.3_Missense_Mutation_p.E222KNM_013289 NP_037421 P43629 KI3L1_HUMANExtracellular (Potential). 5AGGTCCATATGAGAAACCTTC0.552

- 2 1670 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7TCAAACAAACCAATGAATAGT0.338

- 1 610ZIM2_uc010ygq.1_5'UTR|ZIM2_uc010ygr.1_5'UTR|ZIM2_uc002qnr.2_5'UTR|ZIM2_uc002qnq.2_5'UTR|ZIM2_uc010etp.2_5'UTR|ZIM2_uc010ygs.1_5'UTR|PEG3_uc002qnt.2_Missense_Mutation_p.E87K|PEG3_uc002qnv.2_Missense_Mutation_p.E87K|PEG3_uc002qnw.2_5'UTR|PEG3_uc002qnx.2_5'UTR|PEG3_uc010etr.2_Missense_Mutation_p.E87KNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12ACCAAGAGCTCGATGATCTCC0.537

- 5 1533 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 8. 2GTATGGATTTTTTTATGTTGA0.383

+ 3 702ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Nonsense_Mutation_p.S160*NM_173632 NP_775903 Q68DI1 ZN776_HUMAN 1TTCCATATGTCACATGAGCCA0.403

- 3 1016ZNF417_uc010yhm.1_Missense_Mutation_p.C230G|ZNF417_uc002qqr.2_Missense_Mutation_p.C272GNM_152475 NP_689688 Q8TAU3 ZN417_HUMAN C2H2-type 3. 0GATTTCCCACACTCTCCACAA0.433

- 4 2172ZNF418_uc010yhn.1_RNA|ZNF418_uc010yho.1_Missense_Mutation_p.S542YNM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 15. 0TTCAGCAAAGGATTTCCCACA0.433

+ 5 1285ZNF135_uc002qre.2_Missense_Mutation_p.H385N|ZNF135_uc002qrd.1_Intron|ZNF135_uc002qrf.2_Missense_Mutation_p.H343N|ZNF135_uc002qrg.2_Missense_Mutation_p.H355N|ZNF135_uc010yhr.1_Missense_Mutation_p.H206NNM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1CTACGAGTGCCATGAGTGTGG0.542

- 17 2414 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8TACAGTCGGTGGGGGTTGATG0.652

- 14 2761MYT1L_uc002qxd.2_Missense_Mutation_p.S643L|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6GTATTCAAACGAGGTCTTGGA0.483

- 10 1760_1761MYT1L_uc002qxd.2_Missense_Mutation_p.311_312ME>IK|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6ACCATCTTTTCCATGAGTCCGT0.475

+ 3 896KLF11_uc010yjc.1_Missense_Mutation_p.D228GNM_003597 NP_003588 O14901 KLF11_HUMAN 2CTGCTCACTGACAAAGGCCAG0.527

- 51 6853NBAS_uc002rcb.1_Missense_Mutation_p.T116M|NBAS_uc010exl.1_Missense_Mutation_p.T1348M|NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4AGTGACTGCCGTGATTTGCTC0.418 rs144615326

+ 3 557 uc002rvb.2_Intron NM_012249 NP_036381 P17081 RHOQ_HUMAN 2ATCTTACCCAATGACCGATGT0.393

- 40 4636PSME4_uc010yop.1_Missense_Mutation_p.S1413L|PSME4_uc010yoq.1_RNA|PSME4_uc010fbu.1_Missense_Mutation_p.S902L|PSME4_uc010fbv.1_Missense_Mutation_p.S671L|PSME4_uc010fbt.1_Missense_Mutation_p.S14LNM_014614 NP_055429 Q14997 PSME4_HUMAN 5GACATGAGGCGATATGGTTGG0.383

- 3 257PUS10_uc002sao.2_Missense_Mutation_p.P66L|PUS10_uc010ypk.1_5'UTRNM_144709 NP_653310 Q3MIT2 PUS10_HUMAN Potential. p.P66R(1) 4CTTGGGAGGTGGGTTCATAAC0.353

+ 5 541 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN BRICHOS. 1TCGTGGGATTCCAACATACAT0.507

+ 3 563CNGA3_uc002syu.2_Missense_Mutation_p.G49E|CNGA3_uc010fij.2_5'UTRNM_001298 NP_001289 Q16281 CNGA3_HUMAN 6CTGCAGCCGGGGATCGCCATG0.587

- 7 1415 NM_207362 NP_997245 Q6NV74 CB055_HUMAN Pro-rich. 0GGGGGGCGCCTCCCCATCCTG0.756

- 10 1873_1874TBC1D8_uc010yvw.1_Missense_Mutation_p.A596V|TBC1D8_uc002tau.3_Missense_Mutation_p.A338VNM_001102426 NP_001095896 O95759 TBCD8_HUMANRab-GAP TBC. 3GGTTCCGGTGGGCATAGGCCGT0.569

+ 21 5084RGPD4_uc002tdu.2_Missense_Mutation_p.H855Y|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2AAGTGCAGATCACTTAAACGG0.453

+ 9 1823SLC5A7_uc010ywm.1_Missense_Mutation_p.A269V|SLC5A7_uc010fjj.2_Missense_Mutation_p.A516V|SLC5A7_uc010ywn.1_Missense_Mutation_p.A403VNM_021815 NP_068587 Q9GZV3 SC5A7_HUMANCytoplasmic (Potential). 4GTATTTGATGCTGTTGTTGCA0.358

+ 24 2608 NM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0GATCAAAGTGGAATTCCCTAT0.383

+ 2 525CNTNAP5_uc010flu.2_Missense_Mutation_p.S54NNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANF5/8 type C.|Extracellular (Potential). 10GGCACTCACAGCCCAGCTCAA0.478

+ 12 2217CNTNAP5_uc010flu.2_Missense_Mutation_p.Q619PNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 10GGACCTCTCCAGGTGTACTGC0.532

- 2 585 NM_004807 NP_004798 O60243 H6ST1_HUMANLumenal (Potential). 1GGGGTCTCGTAGCAGGGTGAT0.622



+ 6 562 NM_033416 NP_219484 Q96G21 IMP4_HUMAN Brix. 2ATGTCGGAGGCCAAGCCCCAC0.642

- 1 1002 NR_002826 0CTTGAGGACGGGGCCAAGGAA0.577 rs112041013

- 14 3070NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0CTCAATGGCAGGCCTTGACCG0.632

+ 2 175THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_5'UTRNM_001080427 NP_001073896 7GCCTCCAAAGGAAAGAAGTTG0.537

+ 2 608THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Missense_Mutation_p.L93RNM_001080427 NP_001073896 7TCCTGTCCTCTTGGGGAAGAG0.463

+ 25 4413THSD7B_uc010zbj.1_RNANM_001080427 NP_001073896 7CAGAGATAATGAAATCAAATG0.378

- 72 12103 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50AAATGCCATACCACACATATC0.438

- 55 9712 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 20. 50CCACAGTCATCCTTATTGTCG0.398

- 7 1830LRP1B_uc010fnl.1_IntronNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 1. 50TCGCCATTTGTTGCACATCTG0.403

+ 10 1004KYNU_uc002tvk.2_Missense_Mutation_p.E292K|KYNU_uc010fnm.2_Missense_Mutation_p.E292KNM_003937 NP_003928 Q16719 KYNU_HUMAN 2CTTCATTCATGAAAAGCATGC0.308

- 71 10581 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 95. 20GGCATGACATGAATAGTTTTC0.348

+ 8 1100 NM_052905 NP_443137 Q96PY5 FMNL2_HUMAN GBD/FH3. 3CATGTCTCATCCACACGCTGT0.378

+ 3 1489KCNJ3_uc010zce.1_3'UTRNM_002239 NP_002230 P48549 IRK3_HUMANCytoplasmic (By similarity). 2CAGCTTGGGAGACTTGCCCAT0.413

+ 4 550UPP2_uc002tzo.2_Missense_Mutation_p.P176LNM_173355 NP_775491 O95045 UPP2_HUMAN 0ATGGGCATCCCCTCCATTTCT0.408

+ 10 1311SLC4A10_uc010fpa.1_Missense_Mutation_p.G388E|SLC4A10_uc010zcr.1_Intron|SLC4A10_uc002uby.3_Missense_Mutation_p.G346E|SLC4A10_uc010zcs.1_Missense_Mutation_p.G357ENM_022058 NP_071341 Q6U841 S4A10_HUMANCytoplasmic (Potential). 5ATTCTTCTGGGACCCCTGGGA0.333

- 8 2104KCNH7_uc002uci.2_Missense_Mutation_p.G624ENM_033272 NP_150375 Q9NS40 KCNH7_HUMANSelectivity filter (By similarity). 5AGACACATTCCCGAATCCTAC0.383

- 17 3783COBLL1_uc002ucp.2_Missense_Mutation_p.R1153K|COBLL1_uc002ucq.2_Missense_Mutation_p.R1115K|COBLL1_uc010zcx.1_Missense_Mutation_p.R1161K|COBLL1_uc002ucn.2_Missense_Mutation_p.R581K|COBLL1_uc002uco.2_Missense_Mutation_p.R884KNM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3ATGGCTGAGTCTTGACCTTCC0.428

- 28 5539SCN3A_uc010zcy.1_Missense_Mutation_p.E166K|SCN3A_uc002ucy.2_Missense_Mutation_p.E1634K|SCN3A_uc002ucz.2_Missense_Mutation_p.E1634KNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ATTCCAGCTTCCTTTTTAACA0.453

+ 7 1186SCN2A_uc002udd.2_Missense_Mutation_p.S299L|SCN2A_uc002ude.2_Missense_Mutation_p.S299LNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8TTTAACAATTCATTGGATGGG0.333

- 6 981SCN9A_uc002udr.1_Nonsense_Mutation_p.R85*|SCN9A_uc002uds.1_Intron|SCN9A_uc002udt.1_IntronNM_002977 NP_002968 Q15858 SCN9A_HUMANI.|Helical; Voltage-sensor; Name=S4 of repeat I; (Potential).p.R214*(1) 13CTGAAAGTTCGAAGAGCTGAA0.338

- 20 3098LRP2_uc010zdf.1_Missense_Mutation_p.S825LNM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29GACATCATACGATTTCAAATG0.398

- 185 36159TTN_uc010zfh.1_Missense_Mutation_p.E5674K|TTN_uc010zfi.1_Missense_Mutation_p.E5607K|TTN_uc010zfj.1_Missense_Mutation_p.E5482KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTTTCCCTTCGTCTTGCATT0.433

- 61 15111TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P1624SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACCTCCACAGGCTTCAGCTCT0.463

- 58 14493TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.Q1418KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCACTGCATTGGTTGTGCCCT0.388

- 52 12562TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P774LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGTAAAAAATGGAGCAATGTC0.463

- 46 15286TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TGTCTCACCTCCTGAATGTAT0.393

- 46 11904TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153CTAGCTATTTCTTCACTTTCT0.358

- 46 10905TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153CTGGAAGAGTGATGGTGTAAA0.418

- 28 5598TTN_uc010zfh.1_Missense_Mutation_p.L1746F|TTN_uc010zfi.1_Missense_Mutation_p.L1746F|TTN_uc010zfj.1_Missense_Mutation_p.L1746F|TTN_uc002unb.2_Missense_Mutation_p.L1792F|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTAACAATAAGGGTAGCAGAT0.413

+ 12 1208WDR75_uc002uqm.1_Missense_Mutation_p.Y319F|WDR75_uc002uqn.1_Missense_Mutation_p.Y161F|WDR75_uc002uqo.1_Missense_Mutation_p.Y161FNM_032168 NP_115544 Q8IWA0 WDR75_HUMAN 2ATTAATGATTATGGTCTGATC0.333

+ 6 944OBFC2A_uc002usw.2_Missense_Mutation_p.G75D|OBFC2A_uc002usy.2_RNA|OBFC2A_uc002usz.2_RNA|OBFC2A_uc002uta.2_Missense_Mutation_p.G69DNM_001031716 NP_001026886 Q96AH0 SOSB2_HUMAN 0GTTCACACTGGCCCTGAATCA0.388

- 43 8022 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStalk (By similarity). 12ACTATTTTTTCAGTTTTGGCA0.418

- 9 848 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12GCAGAATTTCCATTCTGAAAA0.294

- 1 261PGAP1_uc002utx.2_5'UTR|PGAP1_uc002uty.1_Missense_Mutation_p.Q49H|PGAP1_uc010zgv.1_Intron|PGAP1_uc010fsj.2_IntronNM_024989 NP_079265 Q75T13 PGAP1_HUMANLumenal (Potential). 4AGAACCTTACCTGATACTCCG0.562

+ 42 6732NBEAL1_uc002uzs.3_Missense_Mutation_p.Q843HNM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN BEACH. 2CAGATCGACAGTTCCATTCTA0.338

+ 5 1937 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3AACAAAACTTCGGAAGAAGGC0.438

- 7 617 NM_001099334 NP_001092804 Q0P641 CB080_HUMAN 1CTCTGTTTGCGGGCGTATGCT0.463

- 21 2712ERBB4_uc002veh.1_Missense_Mutation_p.E872K|ERBB4_uc010zji.1_Missense_Mutation_p.E862K|ERBB4_uc010zjj.1_Missense_Mutation_p.E862KNM_005235 NP_005226 Q15303 ERBB4_HUMANProtein kinase.|Cytoplasmic (Potential).p.E872K(1) 33TACTCTTTTTCATCTCCTTCC0.378

- 17 2886TNS1_uc002vgr.2_Missense_Mutation_p.P830S|TNS1_uc002vgs.2_Missense_Mutation_p.P830S|TNS1_uc010zjv.1_Missense_Mutation_p.P830S|TNS1_uc010fvj.1_Missense_Mutation_p.P898S|TNS1_uc010fvk.1_Missense_Mutation_p.P955S|TNS1_uc010fvi.1_Missense_Mutation_p.P517SNM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4TGAGGCCCTGGAGGGCTGTGG0.602

- 16 1379TNS1_uc002vgr.2_Nonsense_Mutation_p.Y327*|TNS1_uc002vgs.2_Nonsense_Mutation_p.Y327*|TNS1_uc010zjv.1_Nonsense_Mutation_p.Y327*|TNS1_uc010fvj.1_Nonsense_Mutation_p.Y395*|TNS1_uc010fvk.1_Nonsense_Mutation_p.Y452*|TNS1_uc002vgu.3_Nonsense_Mutation_p.Y358*|TNS1_uc010fvi.1_Nonsense_Mutation_p.Y14*NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4CGGAGGTGTTATAGTCCACAG0.607

- 15 1689GLB1L_uc002vkk.2_Missense_Mutation_p.G241R|GLB1L_uc010zkx.1_Missense_Mutation_p.G394R|GLB1L_uc002vkn.2_Missense_Mutation_p.G484RNM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0CTGTTAGACCCAAAGCTGAGC0.453

+ 4 246GMPPA_uc002vls.2_Missense_Mutation_p.Q60K|GMPPA_uc002vlt.2_Missense_Mutation_p.Q60K|GMPPA_uc002vlu.2_Missense_Mutation_p.Q60K|GMPPA_uc002vlv.2_Missense_Mutation_p.Q60K|GMPPA_uc002vlw.2_RNA|GMPPA_uc002vlx.2_Missense_Mutation_p.Q60KNM_013335 NP_037467 Q96IJ6 GMPPA_HUMAN 0TGGCTTCTACCAACCTGATGA0.532

+ 5 1539ACCN4_uc002vlz.2_Nonsense_Mutation_p.K528*|ACCN4_uc002vmb.2_Nonsense_Mutation_p.K182*NM_182847 NP_878267 Q96FT7 ACCN4_HUMANExtracellular (Potential). 2CCTGGCGAGGAAGTACAACCG0.443

- 7 4371SPHKAP_uc002vpp.2_Missense_Mutation_p.E1442K|SPHKAP_uc010zlx.1_Missense_Mutation_p.E1442KNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10GGTTCAGGTTCCCCAGCACAG0.498

- 2 446GPR55_uc002vrf.2_RNA|GPR55_uc010fxs.1_Nonsense_Mutation_p.Q85*NM_005683 NP_005674 Q9Y2T6 GPR55_HUMANExtracellular (Potential). 1GACTGTACCTGGGACAGGACC0.562

+ 5 736INPP5D_uc010zmp.1_Missense_Mutation_p.D194NNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2GCTCGCCCAGGACTCTGAATT0.473

+ 2 187 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3AATATCACATGAATATACTCG0.368



- 6 725C20orf27_uc002wjf.1_3'UTR|C20orf27_uc002wjh.1_Missense_Mutation_p.E191KNM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0TCGCTGTGCTCTGAGTCGTAT0.662

+ 2 241SMOX_uc002wkk.1_Missense_Mutation_p.P14T|SMOX_uc002wkl.1_Missense_Mutation_p.P14T|SMOX_uc002wkn.1_Missense_Mutation_p.P14T|SMOX_uc002wkp.2_Missense_Mutation_p.P14T|SMOX_uc010zqo.1_Missense_Mutation_p.P14T|SMOX_uc002wko.1_Missense_Mutation_p.P14TNM_175839 NP_787033 Q9NWM0 SMOX_HUMAN 1TGCGGATGACCCTCTCAGTCG0.617

- 6 1798PAK7_uc002wnk.2_Missense_Mutation_p.S418F|PAK7_uc002wnj.2_Missense_Mutation_p.S418F|PAK7_uc010gby.1_Missense_Mutation_p.S418FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23GTCGGAGGAGGAGCCCCAGCT0.652

+ 1 344 NM_001052 NP_001043 P31391 SSR4_HUMANHelical; Name=2; (Potential). 1CGTAGCCGACGAGCTCTTCAT0.662

+ 2 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GTACAGAATCGCCCTGAAATC0.353 rs7266938

- 5 953COMMD7_uc010ged.2_Splice_Site_p.K111_splice|COMMD7_uc002wyb.2_Splice_Site_p.K112_spliceNM_053041 NP_444269 Q86VX2 COMD7_HUMAN 1GAGGAATTATACCTTTTCAGA0.274

+ 33 4352 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2TGGCCCAGTGGAGGAGCAAGT0.627

- 28 4302 NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14CTCACCTGCCCGGCTGTCATC0.408

- 16 2573PTPRT_uc010ggj.2_Missense_Mutation_p.E816K|PTPRT_uc010ggi.2_5'UTRNM_007050 NP_008981 O14522 PTPRT_HUMANCytoplasmic (Potential). 20GGCCCCATCTCCCTCTGGGCT0.557

+ 14 2221MYBL2_uc010zwj.1_Missense_Mutation_p.G645ENM_002466 NP_002457 P10244 MYBB_HUMAN 5GTGGCCTGCGGGGGGACCAGG0.617

+ 3 231TOX2_uc010ggo.2_Missense_Mutation_p.N63Y|TOX2_uc002xle.3_Missense_Mutation_p.N21Y|TOX2_uc010ggp.2_Missense_Mutation_p.N21Y|TOX2_uc002xlg.2_Missense_Mutation_p.N21YNM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1CCAGAGCGAGAACAACGAAGA0.507

+ 2 427SEMG1_uc002xnj.2_Missense_Mutation_p.H124Y|SEMG2_uc010ggz.2_Intron|SEMG1_uc002xnh.2_Missense_Mutation_p.H124YNM_003007 NP_002998 P04279 SEMG1_HUMAN 2AGGTCATTTTCACAGGGTAGT0.418

- 4 389SDC4_uc010zws.1_Missense_Mutation_p.S45PNM_002999 NP_002990 P31431 SDC4_HUMANExtracellular (Potential). 0TCAACGGGTGAGATTCTCTTG0.527

+ 11 1246SLC9A8_uc010zym.1_Missense_Mutation_p.L46F|SLC9A8_uc010gic.2_Missense_Mutation_p.L46F|SLC9A8_uc010gid.2_IntronNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1CACCCAGATCCTCATGCAGCA0.552

+ 6 2087CASS4_uc002xxq.3_Missense_Mutation_p.S621L|CASS4_uc002xxr.2_Missense_Mutation_p.S621L|CASS4_uc010zze.1_Missense_Mutation_p.S567L|CASS4_uc010gio.2_IntronNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3GAAACTGAATCACACCAAAAG0.408

- 9 2426 NM_003185 NP_003176 O00268 TAF4_HUMAN 3TGCTTGTGCCGAGACAGCAGA0.512

+ 13 1481OSBPL2_uc002ycl.1_Nonsense_Mutation_p.E415*|OSBPL2_uc011aah.1_Missense_Mutation_p.W293CNM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2GGAGCGGCTGGAGGAGAAGCA0.622

- 5 1126_1127EEF1A2_uc002yfe.1_Missense_Mutation_p.S342F|EEF1A2_uc010gkg.1_Missense_Mutation_p.S342FNM_001958 NP_001949 Q05639 EF1A2_HUMAN 0CCCCCACCTGGGAGGTGAACTG0.678

- 3 606 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH2. 2TCCTCCAGGCCGGGAAAGAGC0.637

- 21 1714TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.G431E|TPTE_uc002yir.1_Missense_Mutation_p.G411E|TPTE_uc010gkv.1_Missense_Mutation_p.G311ENM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5CGAACATTTTCCTAATGAAAT0.318

+ 1 509 NM_174981 NP_778146 Q86YR6 POTED_HUMAN 6GGGTAAAGTCCCCAGAAAGGA0.567

+ 19 2577USP25_uc011aby.1_Missense_Mutation_p.R857K|USP25_uc002yjz.1_Missense_Mutation_p.R819K|USP25_uc010gla.1_IntronNM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5GAATATGCAAGGTTGGTTAAG0.343

- 4 714CYYR1_uc011ack.1_RNA|CYYR1_uc002yme.2_Missense_Mutation_p.P132LNM_052954 NP_443186 Q96J86 CYYR1_HUMANCytoplasmic (Potential). 0GGGGGAGTATGGAGGAGGCAA0.527

- 9 1715GRIK1_uc002ynn.2_Intron|GRIK1_uc011acs.1_Missense_Mutation_p.K417N|GRIK1_uc011act.1_Intron|GRIK1_uc010glq.1_Intron|uc002ynp.1_RNANM_000830 NP_000821 P39086 GRIK1_HUMANExtracellular (Potential). 3GAGTACAAACCTTCTTCCACA0.438

+ 2 268 NM_172201 NP_751951 Q9Y6J6 KCNE2_HUMAN 0AAAGTTGATGCTGAGAACTTC0.458

+ 12 1582 NM_005441 NP_005432 Q13112 CAF1B_HUMAN 2CCACCCATCCCGGAGGGTCAC0.532

- 2 251 NM_003225 NP_003216 P04155 TFF1_HUMAN P-type. 0ATGGTATTAGGATAGAAGCAC0.468

- 2 250 NM_080860 NP_543136 Q8WYR4 RSPH1_HUMAN MORN 2. 1TTACCGAATTCGTAGCTCCCT0.502

+ 1 96C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198689 NP_941962 P60409 KR107_HUMAN 0CTTCCTGGTTCCTGTGACTCT0.662

+ 1 632C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198699 NP_941972 P60413 KR10C_HUMAN19 X 5 AA repeats of C-C-X(3). 0CTCTGCCGCCCTGTGTGCAGA0.716

+ 3 718PCNT_uc002zjj.2_Missense_Mutation_p.P86Q|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8AGTGACCACCCAGCAGAACAG0.438

- 7 829SLC25A1_uc002zoy.2_Missense_Mutation_p.N135K|SLC25A1_uc002zpa.2_Missense_Mutation_p.N186KNM_005984 NP_005975 P53007 TXTP_HUMANHelical; Name=5; (Potential).|Solcar 3. 0CCAGAGGAGTGTTTCCAAAGA0.612

+ 5 1643 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2CTCAGCACCTCCCACTGCAGC0.662

- 8 1305HPS4_uc003aci.2_Missense_Mutation_p.H211Y|HPS4_uc003acj.2_Missense_Mutation_p.H62Y|HPS4_uc003ack.2_5'UTR|HPS4_uc003acn.2_Missense_Mutation_p.H62Y|HPS4_uc010gvd.1_Missense_Mutation_p.H216Y|HPS4_uc003ach.2_5'UTRNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0GCTGTTCGGTGAAGCAGGACC0.562

+ 4 2181NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|21.0AGAAGCAAAGTCCCCTGAGAA0.557

- 21 2755MYH9_uc003aph.1_Missense_Mutation_p.R706WNM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TCCTCCTGCCGGCTCACCTGC0.617

- 8 1045TMPRSS6_uc003aqt.1_Missense_Mutation_p.V302I|TMPRSS6_uc003aqu.2_Missense_Mutation_p.V302INM_153609 NP_705837 Q8IU80 TMPS6_HUMANCUB 1.|Extracellular (Potential). 6TTCTTCCAGACGACCGCCATG0.667

+ 4 570PICK1_uc003aur.2_Missense_Mutation_p.L60F|PICK1_uc003aus.2_Missense_Mutation_p.L60F|PICK1_uc003aut.2_Missense_Mutation_p.L60FNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN PDZ. 0CAGCAGCCTTGGACGGCACAG0.547

- 13 2130DDX17_uc003avw.3_Missense_Mutation_p.S128I|DDX17_uc010gxp.2_Missense_Mutation_p.S126I|DDX17_uc003avx.3_Missense_Mutation_p.S674INM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4CTGGCTAGAGCTCTGTGAACT0.532

+ 4 536GRAP2_uc003ayi.2_RNA|GRAP2_uc011aom.1_Missense_Mutation_p.D65E|GRAP2_uc011aon.1_Intron|GRAP2_uc010gya.1_Missense_Mutation_p.D91E|GRAP2_uc011aoo.1_Missense_Mutation_p.D19E|GRAP2_uc011aop.1_Intron|GRAP2_uc011aoq.1_Missense_Mutation_p.L35I|GRAP2_uc003ayj.1_Missense_Mutation_p.D91ENM_004810 NP_004801 O75791 GRAP2_HUMAN SH2. 2CCCCAGGGGACTTCTCCATCT0.562

- 2 222TTLL12_uc003bdr.1_Missense_Mutation_p.G64WNM_015140 NP_055955 Q14166 TTL12_HUMAN 1AACACTTCCCCAGCGTCGAAA0.642

- 20 3449PLXNB2_uc003bkt.1_5'UTR|PLXNB2_uc003bku.1_Missense_Mutation_p.R100WNM_012401 NP_036533 O15031 PLXB2_HUMANExtracellular (Potential). 6GTCCTCACCCGGGCGTGGATG0.642

+ 18 2440CNTN6_uc011asj.1_Missense_Mutation_p.P653S|CNTN6_uc003bpa.2_Missense_Mutation_p.P725SNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANFibronectin type-III 2. 8CAAGTCAATTCCAGAAGAACT0.388

+ 24 3235CNTN4_uc003bpe.2_Missense_Mutation_p.S677L|CNTN4_uc003bpf.2_Missense_Mutation_p.S676L|CNTN4_uc003bpg.2_Missense_Mutation_p.S261LNM_175607 NP_783200 Q8IWV2 CNTN4_HUMAN 7GCTTCCACTTCGAATGCATGT0.468

+ 42 5755ITPR1_uc010hca.1_Missense_Mutation_p.F1788L|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.F773LNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21GCAGCACTCCTTTTTCTGTCG0.428

- 16 2027GRIP2_uc010heh.2_RNA|GRIP2_uc011avh.1_Missense_Mutation_p.K207INM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 5. 1CTCCCCTCGTTTCCTGCTGGC0.483

- 10 1351THRB_uc010hfe.2_Missense_Mutation_p.M334I|THRB_uc003ccy.3_Missense_Mutation_p.M334I|THRB_uc003ccz.3_Missense_Mutation_p.M329INM_001128176 NP_001121648 P10828 THB_HUMANLigand-binding.|Interaction with NR2F6. 3GTGTCACTGCCATTTCCCCAT0.527



+ 7 2062TGFBR2_uc003cen.2_Missense_Mutation_p.D585ENM_003242 NP_003233 P37173 TGFR2_HUMANCytoplasmic (Potential). 26TTCCTGAAGACGGCTCCCTAA0.592

- 15 1510 NM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0GTTGACCTTTCCCCGGTGCGG0.562

+ 2 1361 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 2. 1AATCAGAAGCGATACCTTGCA0.368

+ 6 552ARPP21_uc003cga.2_Missense_Mutation_p.S96R|ARPP21_uc011axy.1_Missense_Mutation_p.S96R|ARPP21_uc003cgf.2_5'FlankNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3AGCTTTCCAGTTTTTCCAGCC0.363

- 9 3829 NM_014831 NP_055646 O15050 TRNK1_HUMAN TPR 3. 2CTCAAATGCACCTCCTTTCTG0.478

+ 21 6812GOLGA4_uc003cgw.2_Nonsense_Mutation_p.G2185*|GOLGA4_uc010hgs.2_Intron|GOLGA4_uc003cgx.2_Nonsense_Mutation_p.G2051*NM_002078 NP_002069 Q13439 GOGA4_HUMANGRIP.|Potential. 4CTCACTCTTTGGAGAACCTAC0.363

+ 3 424GORASP1_uc003civ.1_5'Flank|GORASP1_uc003ciw.1_5'Flank|GORASP1_uc003cix.1_5'Flank|GORASP1_uc003ciy.1_5'Flank|GORASP1_uc011ayw.1_5'Flank|GORASP1_uc003ciz.1_5'Flank|TTC21A_uc003cja.2_Missense_Mutation_p.H83Y|TTC21A_uc010hho.1_Intron|TTC21A_uc003cjb.2_Intron|TTC21A_uc003cje.2_Missense_Mutation_p.H83Y|TTC21A_uc003cjd.2_RNA|TTC21A_uc011ayx.1_Missense_Mutation_p.H83YNM_145755 NP_665698 Q8NDW8 TT21A_HUMAN 1CATTTATGCTCACAAAAGATG0.542

+ 5 797TRAK1_uc011azh.1_Missense_Mutation_p.P194Q|TRAK1_uc011azi.1_Missense_Mutation_p.P194Q|TRAK1_uc003ckz.3_Missense_Mutation_p.P120Q|TRAK1_uc011azj.1_Missense_Mutation_p.P120Q|TRAK1_uc003cla.2_Missense_Mutation_p.P136QNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANPotential.|HAP1 N-terminal. 1TGCTCAACCCCGTAAGTCACC0.577

+ 6 2604ZNF167_uc003cni.2_Intron|ZNF167_uc010hio.2_Intron|ZNF167_uc003cnj.2_Missense_Mutation_p.R739Q|ZNF167_uc003cnk.2_IntronNM_018651 NP_061121 Q9P0L1 ZN167_HUMANC2H2-type 13. 2CACCACCAGCGAACTCACACT0.458 rs151170690

+ 1 944 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN 1TTCTGTGTCAGCACCCTTGGC0.622

+ 2 1312CCRL2_uc010hjg.2_Missense_Mutation_p.E355K|CCRL2_uc010hjf.2_Missense_Mutation_p.E343KNM_003965 NP_003956 O00421 CCRL2_HUMANCytoplasmic (Potential). 1CCATTCCACCGAAGTGTAAAC0.423

- 26 3041ALS2CL_uc003cpx.1_Nonsense_Mutation_p.E298*|ALS2CL_uc003cpy.1_RNA|ALS2CL_uc003cpz.1_Nonsense_Mutation_p.E466*|ALS2CL_uc003cqb.1_Nonsense_Mutation_p.E951*|ALS2CL_uc003cqc.1_RNANM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5TACCAGAGCTCCCTGGAGTGC0.607

- 54 5048MIR711_hsa-mir-711|MI0012488_5'FlankNM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11CTCACATTTCGTCCATCCTCT0.567

- 5 428 NM_000884 NP_000875 P12268 IMDH2_HUMAN 1TGATGAATCCCTGTTCATATT0.512

- 5 1033WNT5A_uc003dhm.2_Missense_Mutation_p.K224Q|WNT5A_uc010hmw.2_Missense_Mutation_p.K224Q|WNT5A_uc010hmx.2_Missense_Mutation_p.K150QNM_003392 NP_003383 P41221 WNT5A_HUMAN 0CCATGGCACTTGCAGGCCACA0.552

- 13 2537CADPS_uc003dlk.1_Missense_Mutation_p.R230Q|CADPS_uc003dlm.2_Missense_Mutation_p.R726Q|CADPS_uc003dln.2_Missense_Mutation_p.R709QNM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3GCAGAGATGTCGGTGACACCC0.512

- 23 3441ADAMTS9_uc011bfo.1_Missense_Mutation_p.G1109W|ADAMTS9_uc003dmh.1_Missense_Mutation_p.G966W|ADAMTS9_uc011bfp.1_Missense_Mutation_p.G48WNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 6. 4ATATAAGTCCCAATGATGCAT0.413

- 2 612TMF1_uc011bfx.1_Missense_Mutation_p.S122LNM_007114 NP_009045 P82094 TMF1_HUMAN 0TGGTCGTTGTGATTTTGCTGG0.428

- 2 1677LMOD3_uc003dnt.2_Missense_Mutation_p.L490VNM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN 1ATTCTCTTCAGCTTCACCACC0.532

- 3 1206 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0TGGTTCTGTCTTTGTGATGTC0.542

+ 4 1237EPHA6_uc003drp.1_Missense_Mutation_p.M398INM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANExtracellular (Potential). 16TAACATACATGGAAGCAACTT0.383

+ 5 942CD96_uc003dxv.2_Missense_Mutation_p.R242G|CD96_uc003dxx.2_Missense_Mutation_p.R242G|CD96_uc010hpy.1_Missense_Mutation_p.R242GNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential). 3CAAAATCTTGAGGAGCTCCAC0.498

+ 3 659TAGLN3_uc003dyl.2_Missense_Mutation_p.S94F|TAGLN3_uc003dyn.2_Missense_Mutation_p.S94F|TAGLN3_uc003dyo.2_Missense_Mutation_p.S94FNM_001008272 NP_001008273 Q9UI15 TAGL3_HUMAN CH. 0GAGCAAATCTCCCAGTTCCTA0.488

+ 8 968C3orf15_uc010hqy.1_Missense_Mutation_p.K297N|C3orf15_uc010hqz.2_Missense_Mutation_p.K235N|C3orf15_uc011bjd.1_Missense_Mutation_p.K171N|C3orf15_uc011bje.1_Missense_Mutation_p.K277N|C3orf15_uc010hra.1_Missense_Mutation_p.K58NNM_033364 NP_203528 Q7Z4T9 AAT1_HUMAN Potential. 3AAGTTCTAAAAGAGCTGTTGA0.443

+ 10 1045STXBP5L_uc011bji.1_Missense_Mutation_p.S302FNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9GGAAGAAAATCTGAATCTTGT0.254

+ 1 161SLC15A2_uc011bjn.1_Missense_Mutation_p.P3LNM_021082 NP_066568 Q16348 S15A2_HUMAN 1GCCATGAATCCTTTCCAGAAA0.493

- 9 1494CCDC14_uc003egv.3_Missense_Mutation_p.P109L|CCDC14_uc003egx.3_Missense_Mutation_p.P268L|CCDC14_uc010hrt.2_Missense_Mutation_p.P427L|CCDC14_uc003egy.3_Missense_Mutation_p.P268L|CCDC14_uc003egz.2_Missense_Mutation_p.P268LNM_022757 NP_073594 Q49A88 CCD14_HUMAN 0ACTTACTGTTGGAAGTACAGA0.353

- 7 877SLC12A8_uc003ehw.3_Missense_Mutation_p.D285N|SLC12A8_uc010hrz.1_Missense_Mutation_p.D121N|SLC12A8_uc003eht.3_Missense_Mutation_p.D57N|SLC12A8_uc003ehu.3_Missense_Mutation_p.D9N|SLC12A8_uc010hry.2_Missense_Mutation_p.D9NNM_024628 NP_078904 A0AV02 S12A8_HUMAN 0TCCCTGAGGTCGCCCCCCATG0.637

+ 4 787EEFSEC_uc003ekj.2_IntronNM_021937 NP_068756 P57772 SELB_HUMAN 1TCAGGCTCCATCAGCCTCGGT0.582

- 18 3673_3674 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANExtracellular (Potential). 1AGAGGCTCCCCGGGGTGGTGCT0.668

+ 4 1367TMEM108_uc003epi.2_Missense_Mutation_p.D365N|TMEM108_uc003epj.1_Missense_Mutation_p.D365N|TMEM108_uc003epk.2_Intron|TMEM108_uc003epm.2_Missense_Mutation_p.D316NNM_023943 NP_076432 Q6UXF1 TM108_HUMANExtracellular (Potential). 4AGCTGCCTTCGATACCAGTGT0.592 rs79118437

- 5 685RAB6B_uc011blu.1_Nonsense_Mutation_p.Q89*NM_016577 NP_057661 Q9NRW1 RAB6B_HUMAN 1GAGGTCTGTTGGAAGGAGTTG0.547

- 13 2017 NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2GTCTTTGGCTGGGCCTCTCTG0.577

- 2 1219 NM_005067 NP_005058 O43255 SIAH2_HUMAN SBD. 2TCTCCCTGAAGGGTGGTAATG0.537

- 4 4475 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13GGAAATGGGAGTCGCCACGTT0.493

- 1 293SERPINI2_uc003fes.1_Missense_Mutation_p.E89K|SERPINI2_uc003fet.1_Missense_Mutation_p.E79KNM_006217 NP_006208 O75830 SPI2_HUMAN 3GCTGAGGTTTCCTGTTGTTTT0.358

+ 7 1388NAALADL2_uc003fiu.1_Missense_Mutation_p.G427E|NAALADL2_uc010hwy.1_Missense_Mutation_p.G208E|NAALADL2_uc010hwz.1_Missense_Mutation_p.G28ENM_207015 NP_996898 Q58DX5 NADL2_HUMANExtracellular (Potential). 1AATGTTGTTGGATTTGTAATG0.299

- 6 827CCDC39_uc003fkn.2_RNANM_181426 NP_852091 Q9UFE4 CCD39_HUMAN Potential. 4ATGTCTCCATCCCTCTTCTGC0.348

+ 33 4874EIF4G1_uc003fnt.2_Missense_Mutation_p.A1270V|EIF4G1_uc003fnq.2_Missense_Mutation_p.A1472V|EIF4G1_uc003fnr.2_Missense_Mutation_p.A1395V|EIF4G1_uc010hxx.2_Missense_Mutation_p.A1566V|EIF4G1_uc003fns.2_Missense_Mutation_p.A1519V|EIF4G1_uc010hxy.2_Missense_Mutation_p.A1566V|EIF4G1_uc003fnv.3_Missense_Mutation_p.A1560V|EIF4G1_uc003fnu.3_Missense_Mutation_p.A1559V|EIF4G1_uc003fnw.2_Missense_Mutation_p.A1566V|EIF4G1_uc003fny.3_Missense_Mutation_p.A1363V|EIF4G1_uc003foa.2_Missense_Mutation_p.A231V|FAM131A_uc003fob.1_5'Flank|FAM131A_uc003foc.2_5'Flank|FAM131A_uc003fod.1_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMANW2.|EIF4A-binding. 7AAGGAGGATGCCTTCTACAGT0.577

- 2 892 NM_001025266 NP_001020437 A6NLC5 CC070_HUMAN 0CTGCGAGGGGGAGAGAAGGGT0.537

+ 1 108 NM_153708 NP_714919 P59025 RTP1_HUMANCytoplasmic (Potential). 3CACTAAGGTGGAAATTGCCTT0.527

- 2 442MASP1_uc003fri.2_Missense_Mutation_p.P37L|MASP1_uc003frj.2_Intron|MASP1_uc003frk.1_Missense_Mutation_p.P37L|MASP1_uc011bse.1_Missense_Mutation_p.P11LNM_001879 NP_001870 P48740 MASP1_HUMANInteraction with FCN2.|Interaction with MBL2.|Homodimerization (By similarity).|CUB 1.4ATAGGAGTCTGGATAACCAGG0.483

- 2 1027 NM_001004312 NP_001004312 Q5QGT7 RTP2_HUMANHelical; (Potential). 0AGGCACCAGCGAAGAGACAAG0.587

- 3 1118LEPREL1_uc003fsg.2_Missense_Mutation_p.D63NNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4CATTCTGTATCTTCAACGAAA0.418

- 19 2227 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11TCAACAATGATCACTTGGCTG0.468

- 2 2438MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_Missense_Mutation_p.D542NNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GTCTTGGTGTCAGTCATGGGG0.562

+ 9 987LMLN_uc003fyt.2_Missense_Mutation_p.R270Q|LMLN_uc010iar.2_Missense_Mutation_p.R322Q|LMLN_uc010ias.2_Missense_Mutation_p.R270Q|LMLN_uc003fyu.2_Missense_Mutation_p.R82QNM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1AAAGTAGTTCGAAAAGTGGAG0.308



+ 3 305ZNF595_uc003fzu.1_RNA|ZNF718_uc003fzt.3_Missense_Mutation_p.P50L|ZNF595_uc010iay.1_RNA|ZNF595_uc011bus.1_Intron|ZNF595_uc011but.1_IntronNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0ATCTCTAACCCAGACCTGGTC0.398

+ 2 666PDE6B_uc003gao.3_Missense_Mutation_p.D205NNM_000283 NP_000274 P35913 PDE6B_HUMAN GAF 1. 0CACCAGCGAAGACGAAGATGT0.403

+ 7 1459FGFRL1_uc003gcf.2_Missense_Mutation_p.P433L|FGFRL1_uc003gcg.2_Missense_Mutation_p.P433L|FGFRL1_uc010ibo.2_Missense_Mutation_p.P433LNM_021923 NP_068742 Q8N441 FGRL1_HUMANCytoplasmic (Potential). 0AAGGACCTTCCCTCGTTGGCC0.736

- 8 831SLBP_uc010ibx.1_Missense_Mutation_p.P246H|SLBP_uc003gdj.1_Missense_Mutation_p.P219H|SLBP_uc003gdk.1_Missense_Mutation_p.P200H|SLBP_uc011bvf.1_Missense_Mutation_p.P204H|SLBP_uc003gdl.1_Missense_Mutation_p.P156HNM_006527 NP_006518 Q14493 SLBP_HUMAN 0CACCTTGGTGGGTGTGCCAGA0.493

+ 11 1380SH3TC1_uc003gkw.3_Missense_Mutation_p.E351K|SH3TC1_uc003gkx.3_RNANM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3GCAGCCGCAGGAAAAAGGTGG0.577

+ 13 2581STIM2_uc003gsg.3_Missense_Mutation_p.R781S|STIM2_uc010iex.2_3'UTR|STIM2_uc010iey.2_3'UTRNM_020860 NP_065911 Q9P246 STIM2_HUMANCytoplasmic (Potential). 2GCCTAAACCTCGCCACACATC0.483 rs142749005

- 2 557TLR10_uc003gtj.2_Missense_Mutation_p.L60I|TLR10_uc003gtk.2_Missense_Mutation_p.L60INM_030956 NP_112218 Q9BXR5 TLR10_HUMANExtracellular (Potential).|LRR 2. 2AGTTGAAAAAGGAGGTTATAG0.423

+ 8 3224KIAA1211_uc010iha.2_Missense_Mutation_p.A938T|KIAA1211_uc011bzz.1_Missense_Mutation_p.A855T|KIAA1211_uc003hbm.1_Missense_Mutation_p.A831TNM_020722 NP_065773 Q6ZU35 K1211_HUMAN Pro-rich. 2CCAGACCCCGGCTCCGGAGCA0.652

- 5 458 NM_182502 NP_872308 Q86T26 TM11B_HUMANSEA.|Extracellular (Potential). 1ACATTTGAACCATTGGCATTA0.328

- 9 1264 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6TTTCCAGATTCCTGACTGAAT0.368

+ 3 226 NM_006419 NP_006410 O43927 CXL13_HUMAN 0CTTCATTGATCGAATTCAAAT0.393

- 2 827_828 NM_006168 NP_006159 P78426 NKX61_HUMAN Homeobox. 0TCTCTGTCATCCCCAACGAATA0.54

+ 4 1156MEPE_uc010ikn.2_Missense_Mutation_p.H260YNM_020203 NP_064588 Q9NQ76 MEPE_HUMAN 3GGTTGAGTTTCATTACCCTCC0.438

- 5 982ABCG2_uc003hrh.2_Missense_Mutation_p.R163S|ABCG2_uc003hrf.2_Missense_Mutation_p.R33SNM_004827 NP_004818 Q9UNQ0 ABCG2_HUMANABC transporter.|Cytoplasmic (Potential). 1CTTGAATGACCCTGTTAATCC0.438

+ 3 1691FAM190A_uc003hsu.3_Missense_Mutation_p.R451C|FAM190A_uc010ikv.2_RNA|FAM190A_uc003hsw.2_Missense_Mutation_p.R451CNM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2CAGTCCATTTCGTGAAGGAAG0.363

+ 6 2267FAM190A_uc010ikv.2_RNA|FAM190A_uc003hsw.2_Nonsense_Mutation_p.Q643*NM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2GAGAGTTCTTCAAGAGGTAAT0.313

- 6 911uc003hum.1_Intron|ADH4_uc011ced.1_Missense_Mutation_p.E298KNM_000670 NP_000661 P08319 ADH4_HUMAN 2ACCATGGTTTCAGATCCACCT0.378

+ 29 3407ANK2_uc003ibd.3_Missense_Mutation_p.D1094N|ANK2_uc003ibf.3_Missense_Mutation_p.D1103N|ANK2_uc011cgc.1_Missense_Mutation_p.D279N|ANK2_uc003ibg.3_Missense_Mutation_p.D98N|ANK2_uc003ibc.2_Missense_Mutation_p.D1079N|ANK2_uc011cgb.1_Missense_Mutation_p.D1118NNM_001148 NP_001139 Q01484 ANK2_HUMANZU5.|Interaction with SPTBN1. 14TGAGAATGGGGACAGCTGGAA0.468

- 21 2688uc003ide.3_Intron|PDE5A_uc003idf.2_Missense_Mutation_p.G803S|PDE5A_uc003idg.2_Missense_Mutation_p.G793SNM_001083 NP_001074 O76074 PDE5A_HUMANCatalytic (By similarity). 0TTTCTGCAGCCATCTAGCAAA0.517

- 3 515PRDM5_uc003ido.2_Missense_Mutation_p.P89S|PRDM5_uc010ine.2_Missense_Mutation_p.P89S|PRDM5_uc010inf.2_Missense_Mutation_p.P89S|PRDM5_uc003idp.1_Missense_Mutation_p.P89SNM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN SET. 2TCCTGAGATGGTGCCTCATGA0.448

+ 1 106 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 18ATTGCTTCCGGGGCAGGCCTG0.632

+ 1 783uc003ijq.1_5'Flank|HHIP_uc003ijr.1_Missense_Mutation_p.N43SNM_022475 NP_071920 Q96QV1 HHIP_HUMAN Arg-rich. 6CTGAATGGGAACCCCCCGAAG0.592

- 18 4567 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 13. 4GTGAATGCACCAGAAGCCTCA0.483

- 5 962FGA_uc003ioe.1_Missense_Mutation_p.P302T|FGA_uc003iof.1_IntronNM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3GTACTTCCAGGTCCAGAGCTC0.572

+ 10 1555GUCY1B3_uc011cio.1_Missense_Mutation_p.S485F|GUCY1B3_uc011cip.1_Missense_Mutation_p.S443F|GUCY1B3_uc003ipd.2_Missense_Mutation_p.S391F|GUCY1B3_uc010iqf.2_Missense_Mutation_p.S430F|GUCY1B3_uc010iqg.2_Missense_Mutation_p.S434F|GUCY1B3_uc011ciq.1_Missense_Mutation_p.S391FNM_000857 NP_000848 Q02153 GCYB1_HUMANGuanylate cyclase. 0CTGACTGATTCCCGGAAAAAC0.488

- 5 684 NM_001334 NP_001325 P43234 CATO_HUMAN 0TGAAAATCCAGAATGTGAACC0.294

+ 8 1434NEIL3_uc010irs.2_3'UTRNM_018248 NP_060718 Q8TAT5 NEIL3_HUMAN 4CAACAAACGATATAACTCAAC0.373

- 4 458PDLIM3_uc003ixx.3_Intron|PDLIM3_uc010isi.2_Intron|PDLIM3_uc003ixy.2_Silent_p.T174T|PDLIM3_uc003ixz.2_Silent_p.T174TNM_014476 NP_055291 Q53GG5 PDLI3_HUMAN 2AAGTAGTTCCCGTCCTGTGAA0.473

- 13 3274SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.G906W|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.G710W|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.G920W|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1GGCATTCTCCCGCAGTCATTC0.607

- 3 390CTNND2_uc010itt.2_5'UTR|CTNND2_uc011cmy.1_5'UTR|CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_RNANM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Potential. 8GAGCTTGCATCGCTCCAGCTG0.522

- 53 8891 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 4 (By similarity). 31GAGGGCATTTCCCTGAGGAGT0.438

+ 3 433 NM_138348 NP_612357 Q96BN8 F105B_HUMAN 2TACTGCAAAAAAGAATGGAGA0.323

+ 9 1098 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMAN SET. 6TGAGTATGTGGATGGAAAAGA0.423

+ 27 4021SPEF2_uc003jjp.1_Missense_Mutation_p.E790K|SPEF2_uc003jjr.2_5'FlankNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4AGTCAAAAAGGAGCCACCCAA0.403

- 1 296FYB_uc003jlt.2_Missense_Mutation_p.E77K|FYB_uc003jlu.2_Missense_Mutation_p.E77K|FYB_uc011cpl.1_Missense_Mutation_p.E87KNM_199335 NP_955367 O15117 FYB_HUMAN 2GGCTTGGGTTCCTTGTCAGGC0.552

- 18 2276HEATR7B2_uc003jmi.3_Nonsense_Mutation_p.Q151*NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 7. 8TTGAAATCCTGAGTCAGCTGA0.388

- 4 659 NM_000436 NP_000427 P55809 SCOT1_HUMAN 3GAGACCATGCGTTTTATCTGC0.423

+ 5 431 GHR_uc011cpq.1_5'UTRNM_000163 NP_000154 P10912 GHR_HUMANExtracellular (Potential). 6TATCAAGCTAACTAGCAATGG0.333

+ 9 1203IL31RA_uc003jqk.2_Missense_Mutation_p.S380T|IL31RA_uc011cqj.1_Missense_Mutation_p.S238T|IL31RA_uc003jqm.2_Missense_Mutation_p.S348T|IL31RA_uc003jqn.2_Missense_Mutation_p.S380T|IL31RA_uc010iwa.1_Missense_Mutation_p.S348T|IL31RA_uc003jqo.2_Missense_Mutation_p.S238TNM_139017 NP_620586 Q8NI17 IL31R_HUMANExtracellular (Potential).|Fibronectin type-III 4. 1GTGGCAAAGCTCTGCTCTAGA0.522

- 2 294HAPLN1_uc003kin.2_Missense_Mutation_p.H75YNM_001884 NP_001875 P10915 HPLN1_HUMANIg-like V-type. 5CGGATTTTATGGATTCCTGAG0.428

+ 4 658ARSK_uc010jbg.2_Missense_Mutation_p.R8K|ARSK_uc011cum.1_RNANM_198150 NP_937793 Q6UWY0 ARSK_HUMAN 1ATCCGTAACAGGACTAAAGTC0.413

+ 16 3357APC_uc011cvt.1_Missense_Mutation_p.K975Q|APC_uc003kpz.3_Missense_Mutation_p.K993Q|APC_uc003kpy.3_Missense_Mutation_p.K993Q|APC_uc010jbz.2_Missense_Mutation_p.K710Q|APC_uc010jca.2_Missense_Mutation_p.K293QNM_001127511 NP_001120983 P25054 APC_HUMANSer-rich.|Responsible for down-regulation through a process mediated by direct ubiquitination.p.K993fs*11(1)|p.K993fs*1(1)|p.?(1)2515TGATGAAAGTAAGTTTTGCAG0.348

+ 3 1252 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3TTCTGAACTTCGCTACCGCAC0.488

- 3 462RAPGEF6_uc003kvp.1_Intron|FNIP1_uc003kvt.1_Missense_Mutation_p.S107F|FNIP1_uc010jdm.1_Intron|FNIP1_uc003kvu.2_Missense_Mutation_p.S107FNM_133372 NP_588613 Q8TF40 FNIP1_HUMAN 2TATATCAGAAGATGAAGTCAC0.308

+ 3 345 NM_002188 NP_002179 P35225 IL13_HUMAN 2GGTCTCAGCTGGGGTAAGGCA0.612

+ 21 3055 NM_014829 NP_055644 Q7L014 DDX46_HUMAN 1TGAATACTCTGAAGCCGCAAT0.418

- 5 1429TRPC7_uc010jef.1_Missense_Mutation_p.G413R|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.G407R|TRPC7_uc010jei.1_Missense_Mutation_p.G352R|TRPC7_uc010jej.1_Missense_Mutation_p.G28RNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANHelical; (Potential). 0GACAGCATCCCGAAATCTAGC0.572



- 3 661MYOT_uc011cye.1_Intron|KLHL3_uc010jem.1_Missense_Mutation_p.P33SNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN BTB. 0CAGAAGTAGGGGCTGCAGGCT0.542

+ 1 1384PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.V462MNM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 5.|Extracellular (Potential). 4CGAGTATACGGTGTTCGTGAA0.667

+ 1 1132 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 3. 6ATTAACTATTCAGGCCAAAGA0.418

- 3 1004GNPDA1_uc003lmg.3_Missense_Mutation_p.P82Q|GNPDA1_uc010jgh.2_Missense_Mutation_p.P82Q|GNPDA1_uc003lmh.3_Missense_Mutation_p.P48QNM_005471 NP_005462 P46926 GNPI1_HUMAN 0GTAACTCTCCGGGTGGTCTCG0.542

- 2 194 NM_003122 NP_003113 P00995 ISK1_HUMAN 0TCTTCCCAGGGAGTCAGCTCC0.373

- 2 470CSF1R_uc011dcd.1_5'UTR|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.G92E|CSF1R_uc011dce.1_Missense_Mutation_p.G92E|CSF1R_uc011dcf.1_Missense_Mutation_p.G92ENM_005211 NP_005202 P07333 CSF1R_HUMANIg-like C2-type 1.|Extracellular (Potential). 54GGCGCTGCCTCCCAGGGGGTC0.597

- 5 842 TIMD4_uc010jii.2_IntronNM_138379 NP_612388 Q96H15 TIMD4_HUMANSer-rich.|Extracellular (Potential). 2GTGGGATGTTGATGGGAGATC0.398

+ 26 5531ODZ2_uc003lzr.3_Missense_Mutation_p.R1614Q|ODZ2_uc003lzt.3_Missense_Mutation_p.R1217Q|ODZ2_uc010jje.2_Missense_Mutation_p.R1108QNM_001122679 NP_001116151 10GACTATGATCGAAATATTCGG0.507

+ 3 748 NM_003862 NP_003853 O76093 FGF18_HUMAN 0GGTCCTGGGCCGCAGGATCAG0.592

+ 4 1395C5orf41_uc003mcg.2_Missense_Mutation_p.V364A|C5orf41_uc003mcf.2_Missense_Mutation_p.V364A|C5orf41_uc011dfd.1_Missense_Mutation_p.V364ANM_153607 NP_705835 Q8IUR6 CE041_HUMAN Glu-rich. 0 gaggaggatgttgatgatgag 0.139

+ 2 179 NM_015980 NP_057064 Q9Y328 NSG2_HUMANCytoplasmic (Potential). 1CAGCGAGAAGGGAACCAAGCC0.532

+ 13 2239 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANCytoplasmic (Potential). 1CATCTGGAATGGCACGCAGCG0.622

- 4 580 NM_001012418 NP_001012418 Q86YV6 MYLK4_HUMAN 4CCTTGCTTGGCTGTCACAATA0.463

- 7 1709C6orf146_uc010jnq.1_Intron|C6orf146_uc003mvy.2_Missense_Mutation_p.E394KNM_173563 NP_775834 Q8IXS0 CF146_HUMAN 1 TTAATTTCTTCCTTCTGATTT0.388

+ 16 2482DSP_uc003mxq.1_Missense_Mutation_p.G735SNM_004415 NP_004406 P15924 DESP_HUMAN Globular 1. 9CAACTTCAGAGGTTCTGAAAA0.363

+ 9 7846HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6ACCTTAATCCCCTCAGTCAGT0.532

+ 3 692EDN1_uc003nad.2_Missense_Mutation_p.W120G|EDN1_uc003naf.3_Missense_Mutation_p.W119GNM_001955 NP_001946 P05305 EDN1_HUMANEndothelin-like. 1CAAGAAGTGCTGGAATTTTTG0.443

+ 3 534BTN3A1_uc011dkj.1_Missense_Mutation_p.P56S|BTN3A1_uc011dkk.1_Missense_Mutation_p.P56S|BTN3A1_uc010jqj.2_Missense_Mutation_p.P56SNM_007048 NP_008979 O00481 BT3A1_HUMANIg-like V-type 1.|Extracellular (Potential). 2TCACCTGTTCCCGACCATGAG0.572

+ 3 275PRSS16_uc011dkt.1_RNA|PRSS16_uc003njb.2_Intron|PRSS16_uc010jqq.1_5'UTR|PRSS16_uc010jqr.1_5'UTR|PRSS16_uc003njc.1_RNA|PRSS16_uc003njd.2_5'FlankNM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5GACCAACATTGGGTTGGCCAG0.488

- 3 2488 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1CAAATTGCATGGATATTTCCA0.413

- 1 906 NM_030876 NP_110503 Q9UGF6 OR5V1_HUMANHelical; Name=7; (Potential). 4GTACAACACTGAAACCAACCT0.423

+ 4 641TNF_uc003nuj.2_Silent_p.A9ANM_000594 NP_000585 P01375 TNFA_HUMANExtracellular (Potential). 3CACCATCAGCCGCATCGCCGT0.632

- 28 3543EHMT2_uc003nxv.1_Nonsense_Mutation_p.S217*|EHMT2_uc003nxw.1_Nonsense_Mutation_p.S217*|EHMT2_uc003nxx.1_Nonsense_Mutation_p.S376*|EHMT2_uc003nxy.1_Nonsense_Mutation_p.S976*|EHMT2_uc011don.1_Nonsense_Mutation_p.S1201*|EHMT2_uc003nya.1_Nonsense_Mutation_p.S1144*|SLC44A4_uc010jti.2_5'Flank|SLC44A4_uc011dol.1_5'Flank|SLC44A4_uc011dom.1_5'FlankNM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN Post-SET. 1GGCTTCGGCTGAGTGCTTGCA0.582

- 19 6917 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 15. 0CCCGGCACCCGCACCGCCTTG0.632

- 5 1239SPDEF_uc011dsq.1_Missense_Mutation_p.E259VNM_012391 NP_036523 O95238 SPDEF_HUMAN ETS. 5CTCACCCTTCTCCTTGTTGAG0.637

- 8 1581 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4CCTCTTGGGTCGTCGGGCCTC0.607

+ 25 3473 NM_001371 NP_001362 21CTGTTTTCAGGATCTTTTGAA0.333

+ 27 3854 NM_001371 NP_001362 p.R1085Q(2) 21TTACTCTGTCGATATCTGAAT0.328

+ 58 8884 NM_001371 NP_001362 21CAAAATATATGAATTGGTATT0.378

+ 32 6398CUL9_uc003oul.2_Missense_Mutation_p.N2080T|CUL9_uc010jyk.2_Missense_Mutation_p.N1260T|CUL9_uc003oun.2_5'UTRNM_015089 NP_055904 Q8IWT3 CUL9_HUMAN RING-type 1. 12ATCGAGCAGAACCTTGTTTTG0.592

- 2 680CLIC5_uc003oxu.3_Missense_Mutation_p.P33S|CLIC5_uc003oxx.2_Missense_Mutation_p.P33SNM_001114086 NP_001107558 Q9NZA1 CLIC5_HUMAN 2TGAGAGAAAGGACAGTTGCCG0.478

+ 1 4054TDRD6_uc010jze.2_Missense_Mutation_p.P1346SNM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 6. 6TGTAGGTCCACCTTTGCAAAG0.373

+ 6 994GPR115_uc003oyz.1_Missense_Mutation_p.H303Y|GPR115_uc003ozb.1_Missense_Mutation_p.H244YNM_153838 NP_722580 Q8IZF3 GP115_HUMANExtracellular (Potential). 8AAAAGGGTTTCACATCAACCA0.393

- 1 403 NM_138733 NP_620061 P07205 PGK2_HUMAN 1TGCGCCTACACAGTCCTTCAG0.537

- 3 334MCM3_uc011dwu.1_Missense_Mutation_p.A29VNM_002388 NP_002379 P25205 MCM3_HUMAN 3CCGCTGGAAGGCAACCAGCTC0.468

+ 10 1423 TINAG_uc010jzt.2_RNANM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4GGAGCACAAGGGCAGAAAGAA0.363

+ 5 1186 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6AGAAGTCACGGATACAAACCT0.328

+ 6 933 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANExtracellular (Potential). 2CATAGATATCCTTGGGACGGT0.413

- 3 436HMGCLL1_uc003pco.2_Missense_Mutation_p.K63E|HMGCLL1_uc010jzx.2_5'UTR|HMGCLL1_uc011dxc.1_Missense_Mutation_p.K63E|HMGCLL1_uc011dxd.1_Missense_Mutation_p.K63E|HMGCLL1_uc011dxe.1_Missense_Mutation_p.K63E|HMGCLL1_uc003pcp.2_Missense_Mutation_p.K63ENM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4AAAACTACCTTTTCATTCTGC0.308

- 7 1931BMP5_uc011dxf.1_Missense_Mutation_p.H370YNM_021073 NP_066551 P22003 BMP5_HUMAN 2AACATCAGATGAACCTGGGAA0.333

- 23 2334COL21A1_uc010jzz.2_Missense_Mutation_p.G86E|COL21A1_uc011dxg.1_Intron|COL21A1_uc011dxh.1_Missense_Mutation_p.G86E|COL21A1_uc003pcr.2_Missense_Mutation_p.E59KNM_030820 NP_110447 Q96P44 COLA1_HUMANCollagen-like 4. 2ACCTTGATTTCCTTTGTCCCC0.299

- 10 1607COL21A1_uc003pct.1_RNA|COL21A1_uc011dxi.1_Missense_Mutation_p.D459N|COL21A1_uc003pcu.1_Missense_Mutation_p.D456NNM_030820 NP_110447 Q96P44 COLA1_HUMANCollagen-like 1. 2AGTCCAGGGTCACCCTAAGCA0.458

- 4 891COL21A1_uc003pct.1_RNA|COL21A1_uc011dxi.1_Missense_Mutation_p.R220Q|COL21A1_uc003pcu.1_Missense_Mutation_p.R220QNM_030820 NP_110447 Q96P44 COLA1_HUMAN 2CACTGGAATTCGTGTTGGACA0.323

+ 3 1070BAI3_uc010kak.2_Missense_Mutation_p.D208NNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50GTGGGGGATCGACGACCAGTC0.493

+ 6 538_539COL19A1_uc010kam.1_Missense_Mutation_p.V37KNM_001858 NP_001849 Q14993 COJA1_HUMANTSP N-terminal. 4TGGAAAGAAGGTGGTGGAATTT0.332

- 10 1746COL12A1_uc003pht.2_Intron|COL12A1_uc003phu.1_Missense_Mutation_p.R185KNM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9TATTTTCTCTCTGACATAAGT0.378

- 13 1697 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3TCAGACAGATCCATTTCATCT0.498



+ 17 2793DOPEY1_uc011dyy.1_Missense_Mutation_p.Q836K|DOPEY1_uc010kbl.1_Missense_Mutation_p.Q836KNM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4AAGTCCAAACCAGGGAAGAGT0.463

- 3 895 NM_198568 NP_940970 Q6PEY0 CXB7_HUMANHelical; (Potential). 0AGGTGATGACCAAGAAGAGGA0.388

+ 16 1980_1981ANKRD6_uc003pne.3_Missense_Mutation_p.G542N|ANKRD6_uc003pnf.3_Missense_Mutation_p.G512N|ANKRD6_uc011dzy.1_Missense_Mutation_p.G547N|ANKRD6_uc010kcd.2_Missense_Mutation_p.G483N|LYRM2_uc010kce.1_Intron|LYRM2_uc003png.2_Intron|ANKRD6_uc003pnh.3_Missense_Mutation_p.G143N|LYRM2_uc010kcf.1_Intron|ANKRD6_uc003pnj.3_Missense_Mutation_p.G143NNM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3GGTGACTGCAGGTCCAGCAGCA0.53

- 3 1299GPR63_uc003pou.2_Missense_Mutation_p.L274WNM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANCytoplasmic (Potential). 2ATGGATCCTCAAGGCATTGTG0.463

+ 5 867WISP3_uc003pvn.2_RNA|WISP3_uc003pvo.2_Missense_Mutation_p.D271NNM_003880 NP_003871 O95389 WISP3_HUMAN TSP type-1. 0TCAGCCTTGCGACAGCAATAT0.338 rs140750750

- 27 3886LAMA4_uc003pvv.2_Missense_Mutation_p.P1186S|LAMA4_uc003pvt.2_Missense_Mutation_p.P1186SNM_001105206 NP_001098676 Q16363 LAMA4_HUMANLaminin G-like 2. 9ATATCTAGGGGAAGGTGTGCT0.458

- 3 234 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMAN 1GTTTTGAAATCAAATGGAGCC0.338

- 9 1442EPB41L2_uc003qcg.1_Missense_Mutation_p.K420N|EPB41L2_uc011eby.1_Missense_Mutation_p.K420N|EPB41L2_uc003qci.2_Missense_Mutation_p.K420N|EPB41L2_uc010kfk.2_Missense_Mutation_p.K420N|EPB41L2_uc010kfl.1_Missense_Mutation_p.K420NNM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2ACACGCCCAGCTTGATGTCCA0.413

+ 7 1097TBPL1_uc003qel.2_Missense_Mutation_p.F179LNM_004865 NP_004856 P62380 TBPL1_HUMAN 0CATTTGTGTTTGAAAGCAGGA0.388

+ 4 559uc003qgq.1_Intron|PDE7B_uc003qgr.2_Missense_Mutation_p.R138CNM_018945 NP_061818 Q9NP56 PDE7B_HUMAN 1AAGGCTGCTTCGTGGAATTAT0.468

+ 2 185TAB2_uc011eec.1_Intron|TAB2_uc010kia.1_Missense_Mutation_p.Q3K|TAB2_uc010kib.1_Missense_Mutation_p.Q3K|TAB2_uc003qmk.3_RNANM_015093 NP_055908 Q9NYJ8 TAB2_HUMAN 0ACGAATGGCCCAAGGAAGCCA0.423

- 45 7290SYNE1_uc003qot.3_Missense_Mutation_p.H2237Y|SYNE1_uc003qou.3_Missense_Mutation_p.H2230Y|SYNE1_uc010kjb.1_Missense_Mutation_p.H2213YNM_182961 NP_892006 Q8NF91 SYNE1_HUMANPotential.|Cytoplasmic (Potential). 45GCTCTGAGGTGGTTATCCAGG0.413

+ 2 173VIP_uc003qpf.2_Missense_Mutation_p.M1L|VIP_uc010kjd.2_Missense_Mutation_p.M1LNM_003381 NP_003372 P01282 VIP_HUMAN 0AGGCACAGAAATGGACACCAG0.478

- 3 493 NM_018452 NP_060922 Q9NWH2 CF035_HUMAN 0CAAGGCAAGGGAAGACCCGCT0.493

+ 10 1307_1308SYNJ2_uc011efm.1_RNA|SYNJ2_uc003qqw.1_Missense_Mutation_p.T411I|SYNJ2_uc003qqy.1_Missense_Mutation_p.T124I|SYNJ2_uc011efn.1_Missense_Mutation_p.T339I|SYNJ2_uc010kjo.1_Missense_Mutation_p.T360I|SYNJ2_uc003qqz.1_Missense_Mutation_p.T28INM_003898 NP_003889 O15056 SYNJ2_HUMAN SAC. p.T411T(1) 1CAGCTCAAGACCCTGGGGCTGA0.564 rs150778836

+ 9 1583SLC22A1_uc003qtd.2_IntronNM_003057 NP_003048 O15245 S22A1_HUMANHelical; (Potential). 0GTCTGGCAAGCCTTGCCCCTC0.498

- 18 2804 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 30. 6GCAGTACTCCCACCTGACACT0.512 rs35765299

+ 3 566TTYH3_uc010ksn.2_5'Flank|TTYH3_uc003smq.2_5'FlankNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANExtracellular (Potential). 0CCACGCCAACCGCACGGTGGC0.711

- 17 1646DGKB_uc011jxt.1_Missense_Mutation_p.P468S|DGKB_uc003sta.2_Missense_Mutation_p.P487S|DGKB_uc011jxu.1_Missense_Mutation_p.P486SNM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12CTGAAGTCAGGAACATCACGG0.373

- 5 596DGKB_uc011jxt.1_Missense_Mutation_p.D130N|DGKB_uc003sta.2_Missense_Mutation_p.D137N|DGKB_uc011jxu.1_Missense_Mutation_p.D137N|DGKB_uc011jxv.1_Missense_Mutation_p.D137NNM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12CAGACAATGTCCTTCAGATGG0.433

+ 6 949ABCB5_uc010kuh.2_Missense_Mutation_p.A580TNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANABC transporter 1.|Extracellular (Potential). 6AATCGTGGTAGCACACCGACT0.403

+ 16 2425ABCB5_uc010kuh.2_Missense_Mutation_p.G1072RNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANCytoplasmic (Potential).|ABC transporter 2. 6CCCCGTGCAAGGACAAGTGGT0.483

+ 19 2983ABCB5_uc010kuh.2_Nonstop_Mutation_p.*1258RNM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6GTCAGTGCAGTGATGCTGTTG0.368

+ 3 676FAM188B_uc010kwe.2_Intron|INMT_uc010kwc.1_RNA|INMT_uc010kwd.1_Missense_Mutation_p.E219DNM_006774 NP_006765 O95050 INMT_HUMAN 0AGAAAGAGGAGGTGGAGCAGG0.582

+ 9 817AVL9_uc011kai.1_Missense_Mutation_p.L224P|AVL9_uc010kwj.1_Missense_Mutation_p.L65PNM_015060 NP_055875 Q8NBF6 AVL9_HUMANHelical; (Potential). 0GTGTTATCCCTTTTTCCAGGT0.328

+ 7 1355AVL9_uc011kai.1_Intron|FKBP9_uc011kak.1_RNA|FKBP9_uc011kal.1_Missense_Mutation_p.L445I|FKBP9_uc011kam.1_Missense_Mutation_p.L160INM_007270 NP_009201 O95302 FKBP9_HUMANPPIase FKBP-type 4. 14GGGAGATTACCTCAAATATCA0.527

+ 8 1345BBS9_uc003tdo.1_Nonsense_Mutation_p.R278*|BBS9_uc003tdp.1_Nonsense_Mutation_p.R278*|BBS9_uc003tdq.1_Nonsense_Mutation_p.R278*|BBS9_uc010kwn.1_RNA|BBS9_uc011kan.1_Nonsense_Mutation_p.R278*|BBS9_uc011kao.1_Nonsense_Mutation_p.R156*NM_198428 NP_940820 Q3SYG4 PTHB1_HUMAN 5TGGACAAATTCGATTCATGAA0.378

- 5 1323HERPUD2_uc003tes.3_Missense_Mutation_p.G173ENM_022373 NP_071768 Q9BSE4 HERP2_HUMAN 3AGCAGCTTGCCCAGGAAATTG0.408

+ 7 1198WBSCR17_uc003tvz.2_Missense_Mutation_p.R99CNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7GAATGCTCTTCGCGTTGCTGA0.537

+ 10 1116 NM_000265 NP_000256 P14598 NCF1_HUMANArg/Lys-rich (highly basic). 1CCCGGGAGCCCGCTCGGTGAG0.517

- 6 10908PCLO_uc003uhv.2_Missense_Mutation_p.R3540Q|PCLO_uc010lec.2_Missense_Mutation_p.R505QNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CACTCGTGCCCGTATGGAGGG0.443

- 5 8183PCLO_uc003uhv.2_Missense_Mutation_p.P2632S|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GAAGAAATTGGAATTTCTACA0.458

- 3 2934PCLO_uc003uhv.2_Missense_Mutation_p.R882QNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7AGCGGTAGGTCGTGGGCCAGG0.517

+ 3 1009 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3GCAGGCCAACGAGATCGTGCT0.637

+ 18 2374TRRAP_uc011kis.1_Missense_Mutation_p.S722F|TRRAP_uc003upr.2_Missense_Mutation_p.S414FNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN p.S722F(10) 37GGCTCTGTCTCCCTCTTTGCA0.413 rs147405090

+ 52 8015_8016TRRAP_uc011kis.1_Nonsense_Mutation_p.R2585*|TRRAP_uc003upr.2_Nonsense_Mutation_p.R2302*NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37TGGACACTCTCCGAGAGGTGAA0.475

- 15 1882AP4M1_uc003utd.2_Intron|TAF6_uc003utg.2_Missense_Mutation_p.G523W|TAF6_uc003uth.2_Missense_Mutation_p.G658W|TAF6_uc003utk.2_Missense_Mutation_p.G601W|TAF6_uc011kji.1_Missense_Mutation_p.G638W|TAF6_uc003utj.2_Missense_Mutation_p.G591W|TAF6_uc003utl.2_Missense_Mutation_p.G591W|TAF6_uc003utm.2_Missense_Mutation_p.G601WNM_139315 NP_647476 P49848 TAF6_HUMAN 2TGGACACTCCCAGGACCAGAG0.652

+ 14 2890ZAN_uc003uwk.2_Missense_Mutation_p.S909P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACCCACCATCTCCCCAGAAAA0.502

+ 14 2893ZAN_uc003uwk.2_Missense_Mutation_p.P910T|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CACCATCTCCCCAGAAAAACC0.498

+ 4 485 NM_001283 NP_001274 P61966 AP1S1_HUMAN 0ATGTCCAGGACACCTCCAAGA0.577

- 3 173LAMB4_uc003vey.2_Missense_Mutation_p.P30LNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin N-terminal. 8ACCAGTGGTGGGATGACAGGC0.517

+ 10 1479IFRD1_uc011kmn.1_Missense_Mutation_p.V296M|IFRD1_uc003vgj.2_Missense_Mutation_p.V346M|IFRD1_uc011kmo.1_RNA|IFRD1_uc011kmp.1_Missense_Mutation_p.V296M|IFRD1_uc003vgk.2_Missense_Mutation_p.V63MNM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2CCTGAGGGCAGTGGAGGTAGG0.433

- 4 1731 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5GGCTTTTTTGGAGGGATAGGA0.537

- 4 1212 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5CTTGGAGGTGGGAAAGCGGGT0.547

+ 12 3361PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9CCTACTCATGCCCTCTCTGGT0.453

- 23 2788AASS_uc011knu.1_RNA|AASS_uc011knv.1_RNA|AASS_uc003vkb.2_Missense_Mutation_p.P898S|AASS_uc011knw.1_Missense_Mutation_p.P386SNM_005763 NP_005754 Q9UDR5 AASS_HUMANSaccharopine dehydrogenase. 2TTTGAAAAGGGCCCCATTAGG0.368

- 5 1124CADPS2_uc003vkg.3_Missense_Mutation_p.E21K|CADPS2_uc010lkq.2_Missense_Mutation_p.E321KNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2GGAAGACTTTCCAAATTGGCC0.343



+ 3 1086BPGM_uc003vrw.2_Missense_Mutation_p.T182I|BPGM_uc003vrx.2_Missense_Mutation_p.T182INM_199186 NP_954655 P07738 PMGE_HUMAN 0CGTGGCAAAACCATTCTGATA0.443

- 1 663DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.G173E|DENND2A_uc003vvw.2_Missense_Mutation_p.G173E|DENND2A_uc003vvx.2_Missense_Mutation_p.G173ENM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4CCCTGCCGACCCATCCTTCAA0.597

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 1 595 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANHelical; Name=5; (Potential). 1GGAGTTTATCCTCTTCTTAAT0.403

+ 14 1639 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2TGTCTTGTAGGATATGAATGA0.353

- 15 1885 NM_000420 NP_000411 P23276 KELL_HUMANExtracellular (Potential). 4AAGAATGGGGGTTGGAGGAGT0.542

- 1 454 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMANHelical; Name=4; (Potential). 1GGCCAGATTTCAGAAAGAAAT0.413

+ 1 19 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANExtracellular (Potential). 1TCTGAGCCAGCCCTCCGAATT0.393

- 4 584ABCF2_uc003wjo.1_Missense_Mutation_p.P158LNM_007189 NP_009120 Q9UG63 ABCF2_HUMANABC transporter 1. 1ACAATGCAAGGGTGTCTTGTC0.562

- 12 1443SMARCD3_uc003wjt.2_Nonsense_Mutation_p.E435*|SMARCD3_uc003wju.2_Nonsense_Mutation_p.E435*NM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2TGGTAGAACTCAGCCCGGCGC0.637

+ 13 2623RBM33_uc011kvv.1_Missense_Mutation_p.S561NNM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1GGTTCCAGAAGCTCACAGGGA0.552

+ 10 1160_1161MYOM2_uc011kwi.1_IntronNM_003970 NP_003961 P54296 MYOM2_HUMANIg-like C2-type 2. 6GCCTCCCTGTCCTTCAGCCACC0.569

+ 29 3705MYOM2_uc011kwi.1_Splice_Site_p.K614_spliceNM_003970 NP_003961 P54296 MYOM2_HUMAN 6CATCCCAAAGGTATCAGGCAT0.418

- 52 8407CSMD1_uc011kwj.1_Missense_Mutation_p.E2002K|CSMD1_uc010lrg.2_IntronNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 17. 25CATCGAGTTTCGCTGCCGCTC0.458

- 25 4282CSMD1_uc011kwj.1_Missense_Mutation_p.P690S|CSMD1_uc003wqe.2_Missense_Mutation_p.P454SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 8. 25TTGTCATACGGAGCTGGATAG0.468

- 2 307 NM_001926 NP_001917 Q01524 DEF6_HUMAN 0ACCCATGACAGTGCAGGTCCC0.438

+ 5 836 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN DHHC-type. 0CTCCGTCTGTGATAAGTAAGA0.388

- 12 1564SLC18A1_uc003wzl.2_Missense_Mutation_p.R152W|SLC18A1_uc003wzm.2_Missense_Mutation_p.R365W|SLC18A1_uc011kyr.1_Missense_Mutation_p.R365W|SLC18A1_uc003wzn.2_Missense_Mutation_p.R333W|SLC18A1_uc010ltf.2_RNA|SLC18A1_uc003wzo.2_Missense_Mutation_p.R333WNM_001135691 NP_001129163 P54219 VMAT1_HUMANCytoplasmic (Potential). 2GCTACATACCGACCCATCTTG0.498 rs138845247

+ 4 1100SLC25A37_uc003xdp.2_RNA|SLC25A37_uc010ltz.2_RNA|SLC25A37_uc003xdq.2_RNA|uc003xds.2_5'FlankNM_016612 NP_057696 Q9NYZ2 MFRN1_HUMANSolcar 3.|Helical; Name=6; (Potential). 0ACCGCCATTTCTTGGTCTGTC0.512

+ 16 1905ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.D295NNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANExtracellular (Potential).|Cys-rich. 5TAAGTGTGGCGATAACAAGGT0.408

+ 9 953ADAM7_uc003xec.2_Missense_Mutation_p.K52NNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANPeptidase M12B.|Extracellular (Potential). 5AGATCCTTAAAACACGGAAGG0.299

- 6 1148CLU_uc010lux.1_Missense_Mutation_p.E229K|CLU_uc003xfx.1_Missense_Mutation_p.E364K|CLU_uc003xfy.1_Missense_Mutation_p.E375K|CLU_uc003xfz.1_Missense_Mutation_p.E416KNM_203339 NP_976084 P10909 CLUS_HUMAN 2TTAAACTGCTCGTTCAGCTGC0.572

+ 13 1595ELP3_uc003xgn.3_Missense_Mutation_p.P468S|ELP3_uc011laq.1_Missense_Mutation_p.P411S|ELP3_uc011lar.1_Missense_Mutation_p.P391S|ELP3_uc011las.1_Missense_Mutation_p.P364S|ELP3_uc011lat.1_Missense_Mutation_p.P364SNM_018091 NP_060561 Q9H9T3 ELP3_HUMANN-acetyltransferase. 0GAGTGTGGTCCCTGTGAGCAG0.428

+ 4 678POTEA_uc003xqa.1_Missense_Mutation_p.R212QNM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 4. 1CAAAAACAGCGAATGGTGAAA0.303 rs148181653

- 6 1168PCMTD1_uc011ldm.1_Missense_Mutation_p.R146K|PCMTD1_uc003xqw.3_Missense_Mutation_p.R276K|PCMTD1_uc011ldn.1_Missense_Mutation_p.R88K|PCMTD1_uc010lya.2_Missense_Mutation_p.R200KNM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0CTTTCTTTTCCTTTTGGGTGG0.373

- 15 2681RB1CC1_uc003xrf.3_Missense_Mutation_p.P708QNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11TTCTATGTTTGGATGGGGAAT0.363 rs34016926

+ 1 339 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2CCTGGGCAGGGAGCAGCGGCG0.463

+ 3 928CLVS1_uc003xug.2_3'UTR|CLVS1_uc003xui.2_RNA|CLVS1_uc010lyp.2_Missense_Mutation_p.L202FNM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5ACCTTCAATCCTTAAACTGGC0.378

- 2 365 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3TCCAAGATAAGGAAGCCAACC0.373

+ 2 838 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7TAATCTGAACGAGAACGAGTA0.512

- 10 1618RUNX1T1_uc003yfc.1_Missense_Mutation_p.S485G|RUNX1T1_uc003yfe.1_Missense_Mutation_p.S475G|RUNX1T1_uc010mao.2_Missense_Mutation_p.S485G|RUNX1T1_uc011lgi.1_Missense_Mutation_p.S523G|RUNX1T1_uc010man.1_Missense_Mutation_p.S137G|RUNX1T1_uc003yfb.1_Missense_Mutation_p.S475GNM_175634 NP_783552 Q06455 MTG8_HUMAN 16CTCACCTCGCTTGAATCCTCC0.483

- 6 975RAD54B_uc010may.1_Missense_Mutation_p.V100L|RAD54B_uc003ygl.1_RNANM_012415 NP_036547 O95073 FSBP_HUMAN 4AGATGATATACAAGGTAAGGA0.358

+ 14 2536MATN2_uc010mbh.1_Missense_Mutation_p.G728R|MATN2_uc003yid.2_Missense_Mutation_p.G769R|MATN2_uc003yie.1_Missense_Mutation_p.G769R|MATN2_uc010mbi.1_Missense_Mutation_p.G602R|MATN2_uc010mbj.1_Intron|RPL30_uc010mbk.1_IntronNM_002380 NP_002371 O00339 MATN2_HUMAN VWFA 2. 2GTTCACCGACGGACGGGCTCA0.557

+ 1 409 NM_024410 NP_077721 Q14990 ODFP1_HUMAN 2CATAGAAGATGAGAAGCGAGA0.363

+ 3 1185 NM_030788 NP_110415 Q9H295 TM7S4_HUMANHelical; (Potential). 4ACCTGGGTTCCTCTCAGTGTT0.398

+ 50 8637 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AGTCAGCTTTCACCGTTTAGC0.443

- 62 10049CSMD3_uc003yns.2_Missense_Mutation_p.P2499H|CSMD3_uc003ynt.2_Missense_Mutation_p.P3257H|CSMD3_uc011lhx.1_Missense_Mutation_p.P3128HNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|Sushi 26. 63TCCTTGGGCAGGTATACCAGG0.383

- 22 2211PTK2_uc003yvo.2_Missense_Mutation_p.Y289H|PTK2_uc011ljq.1_Missense_Mutation_p.Y356H|PTK2_uc003yvp.2_Missense_Mutation_p.Y329H|PTK2_uc003yvq.2_Missense_Mutation_p.Y187H|PTK2_uc003yvr.2_Missense_Mutation_p.Y601H|PTK2_uc003yvs.2_Missense_Mutation_p.Y661H|PTK2_uc003yvt.2_Missense_Mutation_p.Y683H|PTK2_uc003yvv.2_Missense_Mutation_p.Y561H|PTK2_uc011ljr.1_Missense_Mutation_p.Y661H|MIR151_hsa-mir-151|MI0000809_5'FlankNM_153831 NP_722560 Q05397 FAK1_HUMAN Protein kinase. 6CTGGGGTCATAGGCCCAGCAT0.522

- 7 1375LRRC14_uc003zdk.1_5'Flank|LRRC14_uc003zdl.1_5'FlankNM_004260 NP_004251 O94761 RECQ4_HUMAN 4CAGCACGGTGGGGTCCAGGCT0.627

+ 33 4322DOCK8_uc010mgu.2_Missense_Mutation_p.H706Y|DOCK8_uc010mgv.2_Missense_Mutation_p.H1304Y|DOCK8_uc003zgk.2_Missense_Mutation_p.H862YNM_203447 NP_982272 Q8NF50 DOCK8_HUMAN DHR-2. 6AGAGCAGACACATTGGCGGCA0.403

- 38 5360PTPRD_uc003zkp.2_Missense_Mutation_p.V1144A|PTPRD_uc003zkq.2_Missense_Mutation_p.V1143A|PTPRD_uc003zkr.2_Missense_Mutation_p.V1134A|PTPRD_uc003zks.2_Missense_Mutation_p.V1143A|PTPRD_uc003zkl.2_Missense_Mutation_p.V1541A|PTPRD_uc003zkm.2_Missense_Mutation_p.V1537A|PTPRD_uc003zkn.2_Missense_Mutation_p.V1139A|PTPRD_uc003zko.2_Missense_Mutation_p.V1140ANM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 1.22GCAGTGCACAACCATCGGACC0.468

- 1 254 NM_001017363 NP_001017363 A6NKF2 ARI3C_HUMAN 1GCTAGAAGGCGAGCTGGGGCC0.413 rs143589793

- 15 2604CNTNAP3_uc004abj.2_Nonsense_Mutation_p.Q788*|CNTNAP3_uc011lqr.1_RNA|CNTNAP3_uc004abk.1_Nonsense_Mutation_p.Q789*NM_033655 NP_387504 Q9BZ76 CNTP3_HUMANFibrinogen C-terminal.|Extracellular (Potential). 1CACTACTTACGATCTCCGCGG0.448 rs148747631

- 7 1311TRPM3_uc004ahu.2_Missense_Mutation_p.P186L|TRPM3_uc004ahv.2_Missense_Mutation_p.P186L|TRPM3_uc004ahw.2_Missense_Mutation_p.P228L|TRPM3_uc004ahx.2_Missense_Mutation_p.P203L|TRPM3_uc004ahy.2_Missense_Mutation_p.P228L|TRPM3_uc004ahz.2_Missense_Mutation_p.P203L|TRPM3_uc004aia.2_Missense_Mutation_p.P203L|TRPM3_uc004aib.2_Missense_Mutation_p.P203L|TRPM3_uc004aic.2_Missense_Mutation_p.P356L|TRPM3_uc010mor.2_Missense_Mutation_p.P356L|TRPM3_uc004aie.2_Missense_Mutation_p.P203L|TRPM3_uc004aif.2_Missense_Mutation_p.P228L|TRPM3_uc004aig.2_Missense_Mutation_p.P203LNM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMANCytoplasmic (Potential). 9CACTGGCACGGGAGGGGTGTC0.537

- 8 6452PRUNE2_uc004akj.3_5'Flank|PRUNE2_uc010mpl.1_5'FlankNM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0GCTTCAGAATCGTGACATATA0.488

- 8 3341 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0TGGCTGCTTTCCCCGACGTCA0.468

+ 1 203 NM_001013735 NP_001013757 Q5VYV0 FOXB2_HUMAN Fork-head. 0CTCTCCTTCAACGACTGCTTC0.617



- 18 2172SLC28A3_uc011lsy.1_Missense_Mutation_p.N614H|SLC28A3_uc004anu.1_Missense_Mutation_p.N683HNM_022127 NP_071410 Q9HAS3 S28A3_HUMANExtracellular (Potential). 4CCATTGCAGTTAAAGGTCGAT0.438

- 2 454 NM_017594 NP_060064 Q96HU8 DIRA2_HUMAN 0AGCATGATGGGGATGCTCTCC0.582

- 1 963FAM120AOS_uc004atm.2_5'Flank|FAM120AOS_uc004atn.3_5'Flank|FAM120AOS_uc004ato.3_5'Flank|FAM120AOS_uc004atp.3_5'Flank|FAM120AOS_uc004atq.3_5'Flank|FAM120AOS_uc004atr.3_5'Flank|FAM120AOS_uc004ats.3_Intron|FAM120AOS_uc004att.3_Intron|FAM120A_uc004atv.2_Intron|FAM120A_uc004atw.2_IntronNM_198841 NP_942138 Q5T036 F120S_HUMAN 0CGTGGGGACACTTGAGGGCTG0.657

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCGTTGGTCTCCG0.692

- 6 1050 NM_005458 NP_005449 O75899 GABR2_HUMANExtracellular (Potential). 4AGCGGGATGAGTTGGCTTCCG0.542

+ 3 895NR4A3_uc004bae.2_Missense_Mutation_p.P56S|NR4A3_uc004bag.1_Missense_Mutation_p.P56S|NR4A3_uc004bai.2_Missense_Mutation_p.P67SNM_006981 NP_008912 Q92570 NR4A3_HUMAN 173CACGTCCCTGCCCAGCATCAG0.572

+ 6 689STX17_uc010msx.2_RNA|STX17_uc011lvd.1_RNANM_017919 NP_060389 P56962 STX17_HUMANt-SNARE coiled-coil homology.|Cytoplasmic (Potential).1ACTTAGCCAACTGGTCACTGA0.343

- 1 420GRIN3A_uc004bbp.1_Intron|GRIN3A_uc004bbq.1_Intron|PPP3R2_uc010mtf.1_RNANM_147180 NP_671709 Q96LZ3 CANB2_HUMAN EF-hand 3. 2TTCAGCACCTGGAAGAGCTCC0.532

- 1 190GRIN3A_uc004bbp.1_Intron|GRIN3A_uc004bbq.1_Intron|PPP3R2_uc010mtf.1_IntronNM_147180 NP_671709 Q96LZ3 CANB2_HUMANEF-hand 1.|1. 2CACGCTCAGAGACCCTGATTT0.557

+ 1 814 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMANExtracellular (Potential). 2TGATTCAGGTAATGAAGACAT0.453

- 1 709 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANCytoplasmic (Potential). 0GTAGAGAAAGCTTTGCTTCTC0.408

- 6 1754SVEP1_uc010mua.1_Missense_Mutation_p.E473K|SVEP1_uc004beu.2_Missense_Mutation_p.E473KNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 2. 7TCACTGCCTTCTAGTCTGTAC0.473

- 6 1704SVEP1_uc010mua.1_Missense_Mutation_p.M456T|SVEP1_uc004beu.2_Missense_Mutation_p.M456TNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 2. 7 CTTATATAACATTTCCCTTGT0.428

+ 6 1983ZNF483_uc004bfg.2_IntronNM_133464 NP_597721 Q8TF39 ZN483_HUMAN C2H2-type 6. 1ATGTGGAAAAGCCTTTAGGCA0.398

+ 8 3209PAPPA_uc011lxp.1_Missense_Mutation_p.G638E|PAPPA_uc011lxq.1_Missense_Mutation_p.G318ENM_002581 NP_002572 Q13219 PAPP1_HUMAN 9TACATCCATGGAAGTGGGTAC0.438

- 8 1645MEGF9_uc011lyb.1_Nonsense_Mutation_p.Q504*NM_001080497 NP_001073966 Q9H1U4 MEGF9_HUMANExtracellular (Potential). 0ATGTTAAATTGGGTCCATGAT0.403

+ 3 457LRRC8A_uc010myp.2_Missense_Mutation_p.S68L|LRRC8A_uc010myq.2_Missense_Mutation_p.S68LNM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN 0TGCAATGATTCGTTCCGGGGC0.612 rs147311433

- 10 1608RAPGEF1_uc004cbb.2_Missense_Mutation_p.L511P|RAPGEF1_uc010mzm.2_RNA|RAPGEF1_uc010mzn.2_Missense_Mutation_p.L498P|RAPGEF1_uc004cbd.2_Missense_Mutation_p.L498PNM_005312 NP_005303 Q13905 RPGF1_HUMAN 7TGTGCTCTGCAGGTCCTCCCC0.627

+ 43 3836 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TGTGGGTCCCCCTGGAGAAGA0.632

- 5 881 NM_182974 NP_892019 Q7Z4J2 GL6D1_HUMANLumenal (Potential). 1TCGGCCTCCTCTCATAAGGGA0.522

+ 3 342SDCCAG3_uc004chi.2_5'Flank|SDCCAG3_uc004chj.2_5'Flank|SDCCAG3_uc004chk.2_5'Flank|PMPCA_uc011mdy.1_Missense_Mutation_p.E113K|PMPCA_uc010nbk.2_RNA|PMPCA_uc010nbl.2_Nonsense_Mutation_p.W13*|PMPCA_uc011mdz.1_Nonsense_Mutation_p.W13*NM_015160 NP_055975 Q10713 MPPA_HUMAN 0TCACTTTTTGGAAAAATTGGC0.303

- 2 1463ABCA2_uc011mel.1_5'Flank|ABCA2_uc011mem.1_5'Flank|ABCA2_uc004ckl.1_5'Flank|ABCA2_uc004ckm.1_5'Flank|C9orf139_uc004ckp.1_IntronNM_004479 NP_004470 Q11130 FUT7_HUMANLumenal (Potential). 0CCGTCCATTGGCACGGCCAAA0.647

+ 8 1073NDOR1_uc004clx.2_Missense_Mutation_p.S321F|NDOR1_uc011mes.1_Missense_Mutation_p.S321F|NDOR1_uc004cly.2_Missense_Mutation_p.S287FNM_014434 NP_055249 Q9UHB4 NDOR1_HUMANFAD-binding FR-type. 0GCCTGTCTATCCCTCCATGAG0.632

- 2 464SLC25A6_uc004cpu.2_RNANM_001636 NP_001627 P12236 ADT3_HUMANSolcar 2.|Helical; Name=3; (By similarity). 0GGTCGCGCCGGCCGCACCGCC0.642

+ 6 500XG_uc004cqp.2_Missense_Mutation_p.D93NNM_175569 NP_780778 P55808 XG_HUMANExtracellular (Potential). 1TGTGGACCGTGATGACGGACG0.627

+ 8 1032GYG2_uc004cqt.1_Missense_Mutation_p.M219I|GYG2_uc004cqu.1_Missense_Mutation_p.M219I|GYG2_uc004cqv.1_Missense_Mutation_p.M64I|GYG2_uc004cqw.1_Missense_Mutation_p.M210I|GYG2_uc004cqx.1_Missense_Mutation_p.M219I|GYG2_uc010ndc.1_Missense_Mutation_p.M64INM_003918 NP_003909 O15488 GLYG2_HUMAN 2TGGGGTCCATGAAACCTTGGA0.507

+ 4 550 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMANHelical; (Potential). 1GCTTCTCATTCCCAAGTTCGC0.517

- 6 6504 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 5. 8GCGCCCGCTGTCCTTGGGCGC0.662

- 5 4379 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TTAAGAAGGGGAGGGTCTGTA0.507

- 6 2360NLGN4X_uc004crp.2_Missense_Mutation_p.S640L|NLGN4X_uc004crq.2_Missense_Mutation_p.S620L|NLGN4X_uc010ndi.2_Missense_Mutation_p.S657L|NLGN4X_uc004crr.2_Missense_Mutation_p.S620L|NLGN4X_uc010ndj.2_Missense_Mutation_p.S620LNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4ATAGGGAAATGATGTCATGTC0.498

- 4 1265NLGN4X_uc004crp.2_Missense_Mutation_p.A275V|NLGN4X_uc004crq.2_Missense_Mutation_p.A255V|NLGN4X_uc010ndi.2_Missense_Mutation_p.A292V|NLGN4X_uc004crr.2_Missense_Mutation_p.A255V|NLGN4X_uc010ndj.2_Missense_Mutation_p.A255VNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4GGAGGCCCCAGCCCCCGAGCC0.572

- 4 1235NLGN4X_uc004crp.2_Missense_Mutation_p.P265L|NLGN4X_uc004crq.2_Missense_Mutation_p.P245L|NLGN4X_uc010ndi.2_Missense_Mutation_p.P282L|NLGN4X_uc004crr.2_Missense_Mutation_p.P245L|NLGN4X_uc010ndj.2_Missense_Mutation_p.P245LNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4CACTCTCTTGGGGTCCCCGCC0.582

+ 3 553 NM_013452 NP_038480 Q9H320 VCX1_HUMAN1.|10 X 10 AA tandem repeats of L-S-Q-E-S- [EQ]-V-E-E-P.|Glu-rich.0CGAGCTGGAGGAACCACTGAG0.647

+ 19 2870WWC3_uc010nds.2_Missense_Mutation_p.R555H|WWC3_uc010ndt.2_RNANM_015691 NP_056506 Q9ULE0 WWC3_HUMAN 4CGGCCCAGCCGCCGGGCCCGA0.557

+ 4 579HCCS_uc004cuj.2_Missense_Mutation_p.E105K|HCCS_uc004cul.1_Missense_Mutation_p.E105KNM_005333 NP_005324 P53701 CCHL_HUMAN 0TACTGTCAGAGAAGAGTCATC0.398

+ 6 861HCCS_uc004cuj.2_Missense_Mutation_p.R199C|HCCS_uc004cul.1_Missense_Mutation_p.R199CNM_005333 NP_005324 P53701 CCHL_HUMAN 0GGCACGAATTCGTTCCTGGAT0.463

+ 3 493GLRA2_uc010neq.2_Missense_Mutation_p.R54K|GLRA2_uc004cwe.3_Missense_Mutation_p.R54K|GLRA2_uc011mio.1_5'UTR|GLRA2_uc011mip.1_Missense_Mutation_p.R32KNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2TTAATGGGAAGGACATCAGGA0.403

+ 9 960MOSPD2_uc004cwj.2_Missense_Mutation_p.L228PNM_152581 NP_689794 Q8NHP6 MSPD2_HUMAN 1ACACCTCTTCTTAAAAAGGTA0.199

+ 6 777SCML1_uc004cyc.2_Missense_Mutation_p.P124Q|SCML1_uc004cyd.2_Missense_Mutation_p.P30Q|SCML1_uc004cye.2_Missense_Mutation_p.P30QNM_001037540 NP_001032629 Q9UN30 SCML1_HUMAN 3AATAATTCCCCGAGCAACCTT0.507

- 20 1830GPR64_uc004cyy.2_Missense_Mutation_p.L553I|GPR64_uc004cyz.2_Missense_Mutation_p.L542I|GPR64_uc004czb.2_Missense_Mutation_p.L556I|GPR64_uc004czc.2_Missense_Mutation_p.L540I|GPR64_uc004czd.2_Missense_Mutation_p.L532I|GPR64_uc004cze.2_Missense_Mutation_p.L526I|GPR64_uc004czf.2_Missense_Mutation_p.L518I|GPR64_uc004cza.2_Missense_Mutation_p.L534I|GPR64_uc004cyw.2_Missense_Mutation_p.L540I|GPR64_uc010nfj.2_IntronNM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANExtracellular (Potential). 0ATGTGCTTTAATGTGACTGTC0.512

+ 5 567PDHA1_uc004czh.3_Missense_Mutation_p.R176Q|PDHA1_uc011mjc.1_Missense_Mutation_p.R145Q|PDHA1_uc011mjd.1_Missense_Mutation_p.R138Q|PDHA1_uc010nfk.2_Missense_Mutation_p.R138Q|PDHA1_uc010nfl.2_5'FlankNM_000284 NP_000275 P08559 ODPA_HUMAN 1TTTCCAGGACGAAAAGGAGGT0.488

- 16 2053MAP3K15_uc004czj.1_Missense_Mutation_p.G99ENM_001001671 NP_001001671 Q6ZN16 M3K15_HUMANATP (By similarity).|Protein kinase. 7ATACACAATCCCATACGTGCC0.468

- 15 2161_2162MAP7D2_uc004czq.1_Missense_Mutation_p.L600F|MAP7D2_uc011mji.1_Missense_Mutation_p.L663F|MAP7D2_uc010nfo.1_Missense_Mutation_p.L756F|MAP7D2_uc011mjj.1_Missense_Mutation_p.L670FNM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3CCTTCGATAAGGTTTTTGTTAC0.426

+ 1 314 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN RING-type. 2TGACAAAGTCGGATATAAAGT0.403

+ 2 289SAT1_uc010nfv.2_Missense_Mutation_p.E32G|SAT1_uc004dav.2_RNANM_002970 NP_002961 P21673 SAT1_HUMANN-acetyltransferase. 0TACATGGAAGAACAAGTAATC0.517

+ 4 651PDK3_uc004dbh.2_Missense_Mutation_p.P141HNM_005391 NP_005382 Q15120 PDK3_HUMANHistidine kinase. 6GGGTTTGATCCTTTCATTAGC0.373

+ 9 712POLA1_uc004dbm.2_Missense_Mutation_p.G236D|POLA1_uc004dbn.2_Missense_Mutation_p.G94DNM_016937 NP_058633 P09884 DPOLA_HUMAN 3ATGCCTACAGGCGATGATGTA0.358



+ 2 479 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN 1TTCCTCAAGGGAAGCTGAGGG0.463

+ 3 970CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Missense_Mutation_p.L229P|GPR34_uc010nhg.2_Missense_Mutation_p.L229P|GPR34_uc004dfr.3_Missense_Mutation_p.L229PNM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANHelical; Name=5; (Potential). 1ATGTTCTGGCTAATTTTCTTA0.328

+ 3 990CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Missense_Mutation_p.L236F|GPR34_uc010nhg.2_Missense_Mutation_p.L236F|GPR34_uc004dfr.3_Missense_Mutation_p.L236FNM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANHelical; Name=5; (Potential). 1 ACTAATAATCCTTTCATATAT0.328

- 6 775MAOB_uc011mkx.1_Missense_Mutation_p.S184L|MAOB_uc011mky.1_Missense_Mutation_p.S184LNM_000898 NP_000889 P27338 AOFB_HUMAN Cytoplasmic. 2ATTTGTTGTCGAGATGATTCT0.463 rs12850496

+ 15 2171USP11_uc004dhq.2_Missense_Mutation_p.S450FNM_004651 NP_004642 P51784 UBP11_HUMAN 3ACGGTGAACTCCAATGGGACC0.597

- 4 2073ZNF41_uc004dhu.3_Missense_Mutation_p.R661K|ZNF41_uc004dht.3_Missense_Mutation_p.R541K|ZNF41_uc004dhv.3_Missense_Mutation_p.R637K|ZNF41_uc004dhw.3_Missense_Mutation_p.R629K|ZNF41_uc004dhy.3_Missense_Mutation_p.R627K|ZNF41_uc004dhx.3_Missense_Mutation_p.R627K|ZNF41_uc011mlm.1_Missense_Mutation_p.R541KNM_153380 NP_700359 P51814 ZNF41_HUMANC2H2-type 13. 3AGTATGGATTCTATGATGCGC0.468

+ 4 1542_1543PPP1R3F_uc011mnd.1_Missense_Mutation_p.G180E|PPP1R3F_uc004dni.2_Missense_Mutation_p.G163E|PPP1R3F_uc004dnj.1_Missense_Mutation_p.G163ENM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANExtracellular (Potential). 3GGTGGGGCAGGGGGTGGTGGGG0.668

- 25 3432 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2CATTGCCACTGTCTTGGCCGT0.443

- 3 257 NM_173358 NP_775494 Q7RTT5 SSX7_HUMAN KRAB-related. 1CTCTTTCTTAGAGAAGTATTT0.388

+ 1 335TSPYL2_uc004drv.2_Missense_Mutation_p.P68L|TSPYL2_uc004drx.1_5'FlankNM_022117 NP_071400 Q9H2G4 TSYL2_HUMAN Pro-rich. 0GGACTGGGCCCCGCGCTGCCC0.692

- 9 3182 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN 6GCCTCCAGCTCCTCCCAGGAT0.483

+ 3 567TRO_uc011moj.1_Missense_Mutation_p.Q97K|TRO_uc004dts.2_Missense_Mutation_p.Q154K|TRO_uc004dtr.2_Missense_Mutation_p.Q154K|TRO_uc004dtt.2_RNA|TRO_uc004dtu.2_Intron|TRO_uc004dtv.2_Intron|TRO_uc011mok.1_Intron|TRO_uc004dtw.2_Intron|TRO_uc004dtx.2_5'FlankNM_001039705 NP_001034794 Q12816 TROP_HUMAN 1CCAAGGCTCCCAATCCCCAAC0.502

+ 5 716HEPH_uc004dwn.2_Missense_Mutation_p.P219L|HEPH_uc004dwo.2_5'UTR|HEPH_uc010nkr.2_Missense_Mutation_p.P219L|HEPH_uc011mpa.1_Missense_Mutation_p.P219LNM_138737 NP_620074 Q9BQS7 HEPH_HUMANExtracellular (Potential). 9GGGAACTCCCCTCCTCAACGC0.478

- 2 1979PJA1_uc011mpi.1_Missense_Mutation_p.A283T|PJA1_uc004dxg.2_Missense_Mutation_p.A377T|PJA1_uc004dxi.2_Missense_Mutation_p.A510TNM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0GGTGGATTGGCCACCTCTACA0.567

+ 3 297 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1CCCACAGGTGGCAGGCGTTCA0.557

+ 6 902BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.S305LNM_138923 NP_620278 P21675 TAF1_HUMANProtein kinase 1. 17TCAGTAGAATCAGAAGTCAGC0.512

- 1 1191NAP1L2_uc011mqj.1_Missense_Mutation_p.P137SNM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1GGCTCGCCAGGATCTGAAAGC0.363

+ 5 792TNMD_uc004efz.2_Missense_Mutation_p.T189INM_022144 NP_071427 Q9H2S6 TNMD_HUMANExtracellular (Potential). 1ATCAATCCCACTCTAATATCA0.378

+ 8 1271DRP2_uc011mrh.1_Missense_Mutation_p.I223NNM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 2. 2CAACTTGCCATTTCTGATGTG0.488

+ 4 969ARMCX1_uc004ehw.2_Missense_Mutation_p.D200NNM_016608 NP_057692 Q9P291 ARMX1_HUMAN ARM 1. 4TAAAATTGATGATATTCTGAG0.468

+ 4 1511ARMCX1_uc004ehw.2_Missense_Mutation_p.E380DNM_016608 NP_057692 Q9P291 ARMX1_HUMAN ARM 3. 4TTAATAAAGAATGGGATAGAG0.333

+ 5 1633ARMCX3_uc004eia.1_Missense_Mutation_p.A367D|ARMCX3_uc004eib.1_Missense_Mutation_p.A367D|ARMCX3_uc004eic.1_Missense_Mutation_p.A367DNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2AAATTCATGGCCAAACTTGCT0.239

- 2 4238ZMAT1_uc011mrl.1_Missense_Mutation_p.G418E|ZMAT1_uc004ein.2_Missense_Mutation_p.G247E|ZMAT1_uc011mrm.1_Missense_Mutation_p.G247ENM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1AGAGCTATCTCCTATCTTTCT0.408

+ 5 4093GPRASP1_uc004eji.3_Nonsense_Mutation_p.Q1098*|GPRASP1_uc010nod.2_Nonsense_Mutation_p.Q1098*NM_014710 NP_055525 Q5JY77 GASP1_HUMANOPRD1-binding. 2AGGGGAAGATCAGGAATCTTT0.468

+ 11 1204 NRK_uc010npc.1_5'UTRNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN Protein kinase. 14TTTCCTGTTTCGTCCTACTTC0.363

- 2 663SERPINA7_uc010npd.2_Missense_Mutation_p.P216L|SERPINA7_uc010npe.1_Missense_Mutation_p.P216LNM_000354 NP_000345 P05543 THBG_HUMAN 0TGTCTTGGATGGATCAAAAGG0.403

- 1 564SERPINA7_uc010npd.2_Missense_Mutation_p.G183E|SERPINA7_uc010npe.1_Missense_Mutation_p.G183ENM_000354 NP_000345 P05543 THBG_HUMAN 0CACAACTTTCCCTTTGGTTTG0.408

- 11 1508MORC4_uc004emp.3_Intron|MORC4_uc004emv.3_Missense_Mutation_p.P422L|MORC4_uc004emw.3_Missense_Mutation_p.P170LNM_024657 NP_078933 Q8TE76 MORC4_HUMAN CW-type. 1TGTCTGGTCAGGAACCTTCCT0.403

+ 12 1141ATG4A_uc004ent.2_Missense_Mutation_p.E278K|ATG4A_uc004ens.2_Missense_Mutation_p.E256K|ATG4A_uc011msl.1_Missense_Mutation_p.E194K|ATG4A_uc010npi.2_RNA|ATG4A_uc004enu.2_Missense_Mutation_p.E256K|COL4A6_uc011msm.1_IntronNM_052936 NP_443168 Q8WYN0 ATG4A_HUMAN 1ATCTCCCCAGGAAATTCTAAA0.428

+ 46 4311COL4A5_uc011mso.1_Missense_Mutation_p.P1367L|COL4A5_uc011msp.1_Missense_Mutation_p.P46LNM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4TTACCTGGTCCTTCAGGACAG0.483

+ 51 5102COL4A5_uc011mso.1_Missense_Mutation_p.P1631S|COL4A5_uc011msp.1_Missense_Mutation_p.P310SNM_033380 NP_203699 P29400 CO4A5_HUMANCollagen IV NC1. 4TCGTTCAGCTCCCTTCATCGA0.488

+ 3 1689RGAG1_uc011msr.1_Missense_Mutation_p.M481INM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4CAGGCTCTATGAAAGCCGTGG0.512

+ 4 852HTR2C_uc010nqc.1_Missense_Mutation_p.D42N|HTR2C_uc004epv.1_Missense_Mutation_p.D42NNM_000868 NP_000859 P28335 5HT2C_HUMANExtracellular (By similarity). 3CAATACCTCCGATGGTGGACG0.423 rs143566182

+ 4 541SLC6A14_uc011mtm.1_IntronNM_007231 NP_009162 Q9UN76 S6A14_HUMANExtracellular (Potential). 3ATGTTTGCTTCTTTTCAAAGT0.343

- 11 1219THOC2_uc011muh.1_Missense_Mutation_p.R317Q|THOC2_uc011mui.1_Missense_Mutation_p.R281QNM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3TACATACCTTCGGTAGAGAGG0.343

+ 3 404MST4_uc004ewl.1_Intron|MST4_uc011mux.1_Missense_Mutation_p.F35I|MST4_uc010nrj.1_Missense_Mutation_p.F35I|MST4_uc004ewm.1_Missense_Mutation_p.F35INM_016542 NP_057626 Q9P289 MST4_HUMANATP (By similarity).|Protein kinase. 9GAAAGGCTCATTTGGGGAAGT0.398

- 3 849GPC3_uc004exd.1_Missense_Mutation_p.S92F|GPC3_uc010nrn.1_Missense_Mutation_p.S220F|GPC3_uc011mvh.1_Missense_Mutation_p.S204F|GPC3_uc010nro.1_Missense_Mutation_p.S166F|GPC3_uc010nrp.1_Missense_Mutation_p.S92FNM_004484 NP_004475 P51654 GPC3_HUMAN 5CAGTGACTTGGAAACCTGGGT0.468

+ 10 1558DDX26B_uc004eyx.3_5'UTRNM_182540 NP_872346 Q5JSJ4 DX26B_HUMAN 0TATTACAGATGACTTGTTTAA0.343

- 8 1247MAP7D3_uc004ezs.2_Missense_Mutation_p.P350S|MAP7D3_uc011mwc.1_Missense_Mutation_p.P368S|MAP7D3_uc010nsa.1_Missense_Mutation_p.P344SNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4CTCGCCTCCGGGGATGCTACT0.597

- 2 311 NM_145665 NP_663698 Q8TAD1 SPNXE_HUMAN 0TCTGTTCTTTCGGGCGTGGTC0.428

+ 9 1069FMR1_uc011mwz.1_Missense_Mutation_p.G294R|FMR1_uc004fcj.2_Missense_Mutation_p.V294I|FMR1_uc004fck.3_Missense_Mutation_p.G294S|FMR1_uc004fcl.3_Missense_Mutation_p.G155S|FMR1_uc011mxa.1_5'UTRNM_002024 NP_002015 Q06787 FMR1_HUMAN KH 2. 3GAACTTAGTAGGTAAGTCAGA0.328

+ 11 1199FMR1_uc004fcj.2_Missense_Mutation_p.S335F|FMR1_uc004fck.3_Missense_Mutation_p.S337F|FMR1_uc004fcl.3_Missense_Mutation_p.S198F|FMR1_uc011mxa.1_Missense_Mutation_p.S5FNM_002024 NP_002015 Q06787 FMR1_HUMAN 3CCACCAAATTCCCTTCCTTCC0.259

+ 3 537 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMANP-type.|Extracellular (Potential). 1TAGTGAGAGTGAATGTTTGAG0.368

+ 14 1595MTM1_uc011mxx.1_RNA|MTM1_uc011mxy.1_Missense_Mutation_p.E470K|MTM1_uc011mxz.1_Missense_Mutation_p.E392K|MTM1_uc010nte.2_Missense_Mutation_p.E375KNM_000252 NP_000243 Q13496 MTM1_HUMANMyotubularin phosphatase. 3CAGTAATAAAGAAAAATTCAA0.363

+ 14 1714MTM1_uc011mxx.1_RNA|MTM1_uc011mxy.1_Missense_Mutation_p.K509N|MTM1_uc011mxz.1_Missense_Mutation_p.K431N|MTM1_uc010nte.2_Missense_Mutation_p.K414NNM_000252 NP_000243 Q13496 MTM1_HUMAN 3CCAGGATCAAGCAACAAGTAA0.358

+ 5 622HMGB3_uc004feq.2_3'UTR|HMGB3_uc004fer.2_Missense_Mutation_p.R177QNM_005342 NP_005333 O15347 HMGB3_HUMAN 0AAAGTTGCCCGGAAAAaggtg0.289

- 10 996IDH3G_uc004fio.2_Missense_Mutation_p.M212I|IDH3G_uc004fiq.2_Missense_Mutation_p.M270I|IDH3G_uc010num.2_Missense_Mutation_p.M212I|IDH3G_uc004fir.2_Missense_Mutation_p.M212I|IDH3G_uc004fit.1_Missense_Mutation_p.M270I|IDH3G_uc004fis.2_Missense_Mutation_p.M212I|IDH3G_uc004fiu.2_Missense_Mutation_p.M46INM_004135 NP_004126 P51553 IDH3G_HUMAN 0TGGGCATCACCATGACATCAA0.617



- 41 6961FLNA_uc004fki.2_Missense_Mutation_p.A281T|FLNA_uc011mzn.1_Missense_Mutation_p.A371T|FLNA_uc010nuu.1_Missense_Mutation_p.A2230TNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 21. 6ACCTTGTGGGCTCCCCCTTCC0.667

+ 2 210 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1CTCCCCGCAGGAGAACATCAT0.577

- 4 492CCNL2_uc001afh.2_5'Flank|CCNL2_uc001afj.2_5'Flank|CCNL2_uc001afk.2_5'Flank|CCNL2_uc001afi.2_5'Flank|LOC148413_uc001afn.1_RNANM_017971 NP_060441 Q9BYC9 RM20_HUMAN 0TCCCATCCCCCAAGGCAGCAG0.498

- 3 843SLC35E2B_uc001ahh.3_Intron|SLC35E2_uc009vkm.1_Missense_Mutation_p.L143F|SLC35E2_uc001ahy.2_Missense_Mutation_p.L143F|SLC35E2_uc001ahz.2_Missense_Mutation_p.L143FNM_182838 NP_878258 P0CK97 S35E2_HUMANHelical; (Potential). 1ATCGTCATAAGGAAGTTGGGT0.468

+ 13 3076PRDM16_uc001akc.2_Missense_Mutation_p.R998Q|PRDM16_uc001akd.2_Missense_Mutation_p.R998Q|PRDM16_uc001ake.2_Missense_Mutation_p.R999Q|PRDM16_uc009vlh.2_Missense_Mutation_p.R699QNM_022114 NP_071397 Q9HAZ2 PRD16_HUMANC2H2-type 9.|Mediates interaction with SKI and regulation of TGF-beta signaling.|Interaction with CTBP1 and CTBP2 (By similarity).7CGGCACGTCCGGAACATCCAC0.617

+ 10 1476PIK3CD_uc010oaf.1_Missense_Mutation_p.L423R|PIK3CD_uc001aqe.3_Missense_Mutation_p.L388RNM_005026 NP_005017 O00329 PK3CD_HUMAN 7TGGGCCAACCTCATGCTGTTT0.652

- 4 732MTHFR_uc001atb.1_Missense_Mutation_p.R206QNM_005957 NP_005948 P42898 MTHR_HUMAN 0AAACTCACTTCGGATGTGCTT0.567

+ 36 8173VPS13D_uc001atw.2_Missense_Mutation_p.E2678K|VPS13D_uc001atx.2_Missense_Mutation_p.E1866K|VPS13D_uc001aty.1_Missense_Mutation_p.E416KNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5TAAGAATGCGGAACCTCTGAA0.502

+ 5 958 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMANLeu-rich.|Helical; (Potential). 2GCGCATGGGCGGCCTCTTCGT0.682

- 13 2154ARHGEF19_uc009voo.1_Missense_Mutation_p.L26F|ARHGEF19_uc001ayb.1_Missense_Mutation_p.L150FNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN PH. 3TGCCCGTGGAGGAGCTGGAGG0.647

- 4 1468 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN 4CCCTGGCTGACCGTGTTGTTG0.637

- 22 2954UBR4_uc001bbm.1_Missense_Mutation_p.R195GNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25TCCTTTCTCCTAACTGTATCA0.438

- 16 2136TMCO4_uc001bcm.2_Missense_Mutation_p.G463R|TMCO4_uc001bco.1_Intron|TMCO4_uc001bcp.1_IntronNM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0CAGTCCAGCCCCGTGCTGGGG0.642

- 7 1370ZNF683_uc001bmh.1_Missense_Mutation_p.R398C|ZNF683_uc009vsj.1_Missense_Mutation_p.R398CNM_173574 NP_775845 Q8IZ20 ZN683_HUMANC2H2-type 3; degenerate. 0GAGTGCAGGCGCAGGTGGGTC0.637

- 1 422 NM_018066 NP_060536 Q9H9Y4 GPN2_HUMAN 0CTCGTTGGCCGGGTCCAGGTT0.731

- 6 435_436EYA3_uc010ofs.1_Missense_Mutation_p.P38S|EYA3_uc010oft.1_Missense_Mutation_p.P91S|EYA3_uc001bpj.2_Missense_Mutation_p.P91S|EYA3_uc001bpk.1_RNA|EYA3_uc010ofu.1_RNANM_001990 NP_001981 Q99504 EYA3_HUMAN 3GTCTGTCCAGGGTAAGCAGTTT0.416

- 5 1025uc001bsb.1_5'Flank|MATN1_uc001bsa.1_Missense_Mutation_p.R249CNM_002379 NP_002370 P21941 MATN1_HUMAN VWFA 2. 1GTGTGGAAGCGACCCAGGGGG0.567

+ 7 1159HCRTR1_uc001btb.2_Nonsense_Mutation_p.W83*|HCRTR1_uc001btc.3_Nonsense_Mutation_p.W172*|HCRTR1_uc001btd.2_Nonsense_Mutation_p.W258*|HCRTR1_uc010ogl.1_Nonsense_Mutation_p.W258*NM_001525 NP_001516 O43613 OX1R_HUMANCytoplasmic (Potential). 1TGCGGAACTGGAAGCGCCCCT0.647

+ 3 283NASP_uc010olq.1_Intron|NASP_uc001coh.1_Missense_Mutation_p.A63T|NASP_uc001coj.1_Missense_Mutation_p.A61T|NASP_uc010olr.1_Intron|NASP_uc001cok.1_5'UTRNM_002482 NP_002473 P49321 NASP_HUMAN TPR 1. 1GGATATTCCAGCAGCTGTCAA0.348

+ 20 3395LEPR_uc009waq.2_3'UTRNM_002303 NP_002294 P48357 LEPR_HUMANCytoplasmic (Potential). 1GAAATTGGAGGGAAATTTCCC0.373

+ 17 1725SGIP1_uc010opd.1_Missense_Mutation_p.A103V|SGIP1_uc001dcs.2_Missense_Mutation_p.A103V|SGIP1_uc001dct.2_Missense_Mutation_p.A103V|SGIP1_uc009wat.2_Missense_Mutation_p.A297VNM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3TTAGCGCGGGCTGAAAGCACT0.458

- 5 1879ZZZ3_uc001dhr.2_Intron|ZZZ3_uc009wbz.1_Missense_Mutation_p.S468F|ZZZ3_uc001dhp.2_Missense_Mutation_p.S468FNM_015534 NP_056349 Q8IYH5 ZZZ3_HUMAN 5CTCTTTGGCAGATGGCAAATG0.393

+ 4 447SPATA1_uc001djx.2_Missense_Mutation_p.R83H|SPATA1_uc001djy.1_RNANM_001081472 NP_001074941 1CTGAGGGAGCGTCTTGGTGAG0.308

- 10 1391MCOLN2_uc001dkn.2_RNANM_153259 NP_694991 Q8IZK6 MCLN2_HUMANHelical; (Potential). 4AGCGTAGAGGTTCCAAGAAAA0.408

- 6 1125GFI1_uc001dov.3_Missense_Mutation_p.F321L|GFI1_uc001dow.3_Missense_Mutation_p.F321LNM_001127215 NP_001120687 Q99684 GFI1_HUMAN C2H2-type 3. 1GACCTCTTGAAGCTCTTCCCA0.428

- 8 731WDR77_uc010owd.1_Splice_Site|WDR77_uc010owe.1_Splice_Site_p.G167_spliceNM_024102 NP_077007 Q9BQA1 MEP50_HUMAN 0TTCTCATCACCTGTAGAAGAG0.313

+ 5 1193VANGL1_uc009wgy.1_Missense_Mutation_p.G306RNM_138959 NP_620409 Q8TAA9 VANG1_HUMANCytoplasmic (Potential). 1GCATATGGCCGGGCTGAAAGT0.463

- 4 532REG4_uc001eif.2_Missense_Mutation_p.A31V|REG4_uc001eih.1_Missense_Mutation_p.A31VNM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1CCATCCAGGAGCACAGCTGGG0.373

- 2 317POGZ_uc001eye.1_Missense_Mutation_p.T4I|POGZ_uc010pdb.1_Missense_Mutation_p.T4I|POGZ_uc001eyf.1_Missense_Mutation_p.T4I|POGZ_uc010pdc.1_Missense_Mutation_p.T4I|POGZ_uc009wmv.1_Missense_Mutation_p.T4I|POGZ_uc010pdd.1_5'UTR|POGZ_uc001eyg.1_Missense_Mutation_p.T4INM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3GAACAGGTCGGTGTCCGCCAT0.388

- 3 1807 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0AATATAGTGGGAACTCTGGCC0.463

- 23 3281NUP210L_uc009woq.2_Intron|NUP210L_uc010peh.1_Missense_Mutation_p.R1070KNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11TGTGTATTTTCTTCCCATCTT0.378

- 9 1006RAG1AP1_uc010pey.1_Intron|THBS3_uc009wqi.2_Missense_Mutation_p.P319L|THBS3_uc001fiz.2_Missense_Mutation_p.P328L|THBS3_uc001fiy.2_5'UTR|THBS3_uc010pfu.1_Missense_Mutation_p.P208L|THBS3_uc010pfv.1_RNA|THBS3_uc001fja.2_RNANM_007112 NP_009043 P49746 TSP3_HUMANEGF-like 2; calcium-binding (Potential). 5GCTGGAGCCCGGGAAACAGGG0.617

- 9 1016CCT3_uc001fom.1_Nonsense_Mutation_p.R265*|CCT3_uc001fon.1_Nonsense_Mutation_p.R228*|CCT3_uc010phj.1_Nonsense_Mutation_p.R220*|CCT3_uc010phk.1_Nonsense_Mutation_p.R220*|CCT3_uc010phl.1_Nonsense_Mutation_p.R220*NM_005998 NP_005989 P49368 TCPG_HUMAN 2TGGAGAATTCGGGTGAAGTCC0.468

- 5 1048DCAF8_uc001fvn.2_Missense_Mutation_p.P246S|DCAF8_uc009wth.2_Missense_Mutation_p.P246S|DCAF8_uc010pjb.1_Missense_Mutation_p.P246S|DCAF8_uc010pjc.1_Missense_Mutation_p.P400S|uc010pjd.1_5'FlankNM_015726 NP_056541 Q5TAQ9 DCAF8_HUMAN WD 2. 2CCACTGTTAGGAAGAAACTTG0.428

- 5 842SLAMF6_uc001fwd.1_Missense_Mutation_p.R261Q|SLAMF6_uc010pjh.1_Missense_Mutation_p.R212Q|SLAMF6_uc010pji.1_Missense_Mutation_p.R150Q|SLAMF6_uc010pjj.1_Missense_Mutation_p.R150QNM_052931 NP_443163 Q96DU3 SLAF6_HUMANCytoplasmic (Potential). 2GCCCTGTGTTCGCTGAGTAGA0.483 rs149372302

- 8 2418 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5CCAATGATGCGATCACAGCCA0.547

- 7 696TMCO1_uc001gdl.3_Missense_Mutation_p.P99S|TMCO1_uc001gdm.3_Missense_Mutation_p.P99S|TMCO1_uc001gdk.3_Missense_Mutation_p.P171S|TMCO1_uc001gdn.3_RNANM_019026 NP_061899 Q9UM00 TMCO1_HUMAN Poly-Pro. 1TTCCCAGAAGGAGGTGGTGGG0.473

- 5 769GPR161_uc001gfb.2_Missense_Mutation_p.W20L|GPR161_uc010pll.1_Missense_Mutation_p.W62L|GPR161_uc010plm.1_Missense_Mutation_p.W38L|GPR161_uc009wvo.2_Missense_Mutation_p.W169L|GPR161_uc001gfd.2_Missense_Mutation_p.W152L|GPR161_uc010pln.1_Missense_Mutation_p.W172L|GPR161_uc001gfe.1_Missense_Mutation_p.W152LNM_153832 NP_722561 Q8N6U8 GP161_HUMANHelical; Name=4; (Potential). 0CGAGTGAAGCCAGATGTAGAC0.552

+ 9 1633FMO1_uc010pme.1_Missense_Mutation_p.I436M|FMO1_uc001ghl.2_Missense_Mutation_p.I499M|FMO1_uc001ghm.2_Missense_Mutation_p.I499M|FMO1_uc001ghn.2_3'UTRNM_002021 NP_002012 Q01740 FMO1_HUMAN 1TCAAGGTCATCAAAGCTCGAG0.458

- 3 927RALGPS2_uc001gly.1_Intron|RALGPS2_uc001glz.2_Intron|RALGPS2_uc010pnb.1_Intron|ANGPTL1_uc001gmb.2_Missense_Mutation_p.L151V|ANGPTL1_uc010pnc.1_Missense_Mutation_p.L73VNM_004673 NP_004664 O95841 ANGL1_HUMAN Potential. 0AGTTGGGAAAGTTCAAGTGAA0.398

+ 70 11078 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23AGTGAGAGTGCATGGTAAATT0.388

+ 7 1615PRG4_uc001grt.3_Missense_Mutation_p.P481A|PRG4_uc009wyl.2_Missense_Mutation_p.P429A|PRG4_uc009wym.2_Missense_Mutation_p.P388A|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|23. 1TCCCAAGGAGCCTGCACCCAC0.637

- 46 6775 NM_003292 NP_003283 P12270 TPR_HUMAN 7CTAGGGACACCAGCAACCTGC0.393

+ 4 554 NM_133494 NP_598001 Q8TDX7 NEK7_HUMANProtein kinase. 4GCCAAAGCACGTGCTGATTGC0.279

+ 13 2359PKP1_uc001gwe.2_Missense_Mutation_p.A682V|PKP1_uc009wzm.2_Missense_Mutation_p.A290VNM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 9. 2GCCGCAGAAGCTGCCCGGCTT0.577

+ 15 1970NFASC_uc001hbh.2_Missense_Mutation_p.D548N|NFASC_uc010pqz.1_Missense_Mutation_p.D542N|NFASC_uc010pra.1_Missense_Mutation_p.D559N|NFASC_uc001hbi.2_Missense_Mutation_p.D559N|NFASC_uc010prb.1_Missense_Mutation_p.D559N|NFASC_uc010prc.1_Missense_Mutation_p.D115N|NFASC_uc001hbk.1_Missense_Mutation_p.D369NNM_001005388 NP_001005388 O94856 NFASC_HUMANExtracellular (Potential).|Ig-like C2-type 6. 6GGTGAAGCACGACCCCTCCCT0.597

+ 4 871RASSF5_uc001hec.1_Missense_Mutation_p.A272T|RASSF5_uc001hee.2_Missense_Mutation_p.A272T|RASSF5_uc001hef.2_Missense_Mutation_p.A119T|RASSF5_uc001heg.1_Missense_Mutation_p.A45TNM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1GAACCTGGCGGCTACCACGGA0.587



+ 4 860CD55_uc001hfp.3_Missense_Mutation_p.S189L|CD55_uc001hfr.3_Missense_Mutation_p.S189L|CD55_uc010psf.1_RNA|CD55_uc009xcf.2_Missense_Mutation_p.S125L|CD55_uc009xce.2_Missense_Mutation_p.S189L|CD55_uc009xcg.2_5'UTRNM_000574 NP_000565 P08174 DAF_HUMAN Sushi 3. 1ATCTCCTTCTCATGTAACACA0.378

- 5 1015ANGEL2_uc010pto.1_Missense_Mutation_p.G161E|ANGEL2_uc010ptp.1_Missense_Mutation_p.G161E|ANGEL2_uc001hka.2_Missense_Mutation_p.G118E|ANGEL2_uc010ptq.1_RNANM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0TAAAACTAATCCAACATTGTC0.418

- 6 1688 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1AGGCAAAGATCCTGCTTCTTC0.438

+ 12 1583 NM_016002 NP_057086 Q8NBX0 SCPDH_HUMAN 1AGTTGATTGACAGACTCAACA0.418

+ 6 857CAMK1D_uc001iln.2_Missense_Mutation_p.G208RNM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2CTGGTCCATCGGAGTGATTGC0.408

- 1 3215 NR_003525 0TCAGTAGGTGGACCTGTGACT0.498

- 1 1979 NR_003525 0GCTGGGGTCTCCTGCTGGGCT0.552

+ 12 1598 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9CCACCAGAATCCAAACAAAAG0.279

- 23 3507PCDH15_uc010qhq.1_Missense_Mutation_p.E1043K|PCDH15_uc010qhr.1_Missense_Mutation_p.E1038K|PCDH15_uc010qhs.1_Missense_Mutation_p.E1050K|PCDH15_uc010qht.1_Missense_Mutation_p.E1045K|PCDH15_uc010qhu.1_Missense_Mutation_p.E1038K|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.E1038K|PCDH15_uc010qhw.1_Missense_Mutation_p.E1001K|PCDH15_uc010qhx.1_Missense_Mutation_p.E967K|PCDH15_uc010qhy.1_Missense_Mutation_p.E1043K|PCDH15_uc010qhz.1_Missense_Mutation_p.E1038K|PCDH15_uc010qia.1_Missense_Mutation_p.E1016K|PCDH15_uc010qib.1_Missense_Mutation_p.E1016KNM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 10.|Extracellular (Potential). 13CTATATTCCTCCTGTGTGAAG0.413

+ 2 813CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.T88INM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRR 2. 3AACCAGCTCACCTGGCTATAC0.383

- 8 1938AGAP5_uc001juu.3_Missense_Mutation_p.R594CNM_001144000 NP_001137472 A6NIR3 AGAP5_HUMAN ANK 1. 0TTCCCCTTGCGGCAGGCCAGA0.662

+ 13 2746KIAA0913_uc001jve.2_Missense_Mutation_p.R905Q|KIAA0913_uc001jvf.2_Missense_Mutation_p.R905Q|KIAA0913_uc001jvh.2_RNA|KIAA0913_uc001jvi.2_Missense_Mutation_p.R328Q|KIAA0913_uc010qkr.1_Missense_Mutation_p.R328Q|KIAA0913_uc001jvj.2_Missense_Mutation_p.R328QNM_015037 NP_055852 A7E2V4 K0913_HUMAN 1ATGCGGTGCCGGGCAGAGGAA0.572

+ 8 1187LGI1_uc010qnv.1_Missense_Mutation_p.V236A|LGI1_uc001kjd.3_Intron|LGI1_uc009xui.2_RNA|LGI1_uc001kje.2_IntronNM_005097 NP_005088 O95970 LGI1_HUMAN EAR 2. 4ACATCCACTGTAGTATGCAAG0.458

- 5 762PDLIM1_uc001kki.2_Missense_Mutation_p.V218A|PDLIM1_uc009xuv.2_Missense_Mutation_p.V218A|PDLIM1_uc001kkj.1_Missense_Mutation_p.V218ANM_020992 NP_066272 O00151 PDLI1_HUMAN 0TTCCTGCAAAACCAAGAAAGA0.458

- 11 1163CWF19L1_uc001kqs.1_Missense_Mutation_p.S111F|CWF19L1_uc001kqr.1_Missense_Mutation_p.S359F|CWF19L1_uc001kqt.1_Missense_Mutation_p.S63F|CWF19L1_uc010qpn.1_Missense_Mutation_p.S222F|SNORA12_uc001kqu.1_5'FlankNM_018294 NP_060764 Q69YN2 C19L1_HUMAN 0ATGGTCATCAGATAAGCCTCC0.488

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

+ 4 456 NM_058222 NP_478129 Q96PL2 TECTB_HUMAN ZP. 0GCACATTTGAGAGCCAACTGT0.498

+ 9 939 NM_000936 NP_000927 P16233 LIPP_HUMAN 3GGCTTTGCTGGATTCCCCTGT0.448 rs146995349

- 2 606VAX1_uc001ldb.1_Missense_Mutation_p.R121CNM_001112704 NP_001106175 Q5SQQ9 VAX1_HUMAN Homeobox. 2TACTGGCAGCGCTGGAACTCC0.657

- 5 923SIRT3_uc001loj.3_Missense_Mutation_p.P155S|SIRT3_uc010qvm.1_Missense_Mutation_p.P233S|SIRT3_uc010qvn.1_Missense_Mutation_p.P216S|SIRT3_uc010qvo.1_Missense_Mutation_p.P297S|SIRT3_uc010qvp.1_Intron|SIRT3_uc010qvq.1_Missense_Mutation_p.P155S|SIRT3_uc009ybt.1_RNANM_012239 NP_036371 Q9NTG7 SIRT3_HUMANDeacetylase sirtuin-type. 1TGGGGCAGCGGCTCCCCAAAG0.587

- 15 2518IRF7_uc009ycb.2_5'Flank|IRF7_uc010qwf.1_5'Flank|IRF7_uc001lqf.2_5'Flank|IRF7_uc010qwg.1_5'Flank|IRF7_uc001lqg.2_5'Flank|IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Missense_Mutation_p.V611I|CDHR5_uc009ycc.2_Missense_Mutation_p.V639I|CDHR5_uc009ycd.2_Missense_Mutation_p.V799I|CDHR5_uc001lql.2_Missense_Mutation_p.V805INM_021924 NP_068743 Q9HBB8 CDHR5_HUMANCytoplasmic (Potential). 0GCGTTGAGAACGACCACGTCT0.706

- 2 258 NM_016564 NP_057648 Q8N111 CEND_HUMANCytoplasmic (Potential). 0GCTGCCGGGGGTACCTTGGCC0.692

+ 51 14351MUC5B_uc001ltb.2_Missense_Mutation_p.P4272LNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACGGCCACCCCGTCCTCCACC0.642

- 1 71LOC338651_uc009ycx.1_Intron|LOC338651_uc001ltt.1_IntronNM_001005922 NP_001005922 Q6L8H4 KRA51_HUMAN 0CCCCCACAGCTGGAGCCACAG0.672

- 22 3313NUP98_uc001lyi.2_Missense_Mutation_p.E1008K|NUP98_uc001lyg.2_Missense_Mutation_p.E76KNM_016320 NP_057404 P52948 NUP98_HUMAN 12GAACAGATTTCTTGAGAAGTA0.418

+ 1 496 NM_001005170 NP_001005170 Q8NH67 O52I2_HUMANCytoplasmic (Potential). 1CAAGAGAATTCTCACGCCTCA0.498

- 4 1132ANO3_uc010rdr.1_Intron|ANO3_uc001mqt.3_Intron|ANO3_uc010rds.1_Intron|ANO3_uc010rdt.1_Intron|MUC15_uc001mqw.2_Missense_Mutation_p.P316L|MUC15_uc001mqy.2_Missense_Mutation_p.P266LNM_145650 NP_663625 Q8N387 MUC15_HUMANCytoplasmic (Potential). 3ATAAGGTTCCGGTGCATTGTC0.378

+ 11 1850PDHX_uc010rep.1_Missense_Mutation_p.V427I|PDHX_uc010req.1_Missense_Mutation_p.V215INM_003477 NP_003468 O00330 ODPX_HUMAN 1CATTTTGGCGGTTGGGAGGTT0.498

- 10 1430PAMR1_uc001mwf.2_Missense_Mutation_p.P480S|PAMR1_uc010rew.1_Missense_Mutation_p.P352S|PAMR1_uc010rex.1_Missense_Mutation_p.P423SNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2GCCTGCCACGGCCAGCGCAAC0.547

+ 4 321CD82_uc001myd.2_Missense_Mutation_p.A25TNM_002231 NP_002222 P27701 CD82_HUMANHelical; (Potential). 1GATCCTGGGCGCAGTGATCCT0.617

+ 15 1879KIAA0652_uc001nda.2_Missense_Mutation_p.P432T|KIAA0652_uc001ndb.2_Missense_Mutation_p.P399T|KIAA0652_uc001ncz.2_Missense_Mutation_p.P362T|KIAA0652_uc001ndc.2_Missense_Mutation_p.P362T|KIAA0652_uc010rgv.1_Missense_Mutation_p.P283TNM_001142673 NP_001136145 O75143 ATG13_HUMAN 0CATGTTTGCTCCCAAGAATTT0.512

+ 6 1068NR1H3_uc009yll.1_Missense_Mutation_p.R289W|NR1H3_uc010rhk.1_Missense_Mutation_p.R289W|NR1H3_uc001nek.2_Missense_Mutation_p.R238W|NR1H3_uc001nej.2_Intron|NR1H3_uc001nel.2_Missense_Mutation_p.R238W|NR1H3_uc001nen.3_Intron|NR1H3_uc001nem.2_Missense_Mutation_p.R283W|NR1H3_uc001nep.2_IntronNM_005693 NP_005684 Q13133 NR1H3_HUMANLigand-binding (Potential). 3GCAGCTCAGCCGGGAGGACCA0.582

+ 1 385 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANCytoplasmic (Potential). 1CATCTGTAACCCCCTGCTGTA0.532

+ 11 2586TMEM132A_uc001nqi.2_Missense_Mutation_p.A799V|TMEM132A_uc001nqm.2_Missense_Mutation_p.A8VNM_178031 NP_821174 Q24JP5 T132A_HUMANBinds to HSPA5/GRP78 (By similarity).|Confers cellular localization similar to full-length form (By similarity).|Extracellular (Potential).1CGGCAGGTGGCAGGCAGTGTC0.612

+ 3 291_292DDB1_uc010rlf.1_Intron|DAK_uc009ynm.1_5'UTRNM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaK. 0CTCGGTGGCTGGCTGTGCTGAT0.624

+ 1 629SLC22A9_uc001nwx.2_RNANM_080866 NP_543142 Q8IVM8 S22A9_HUMANExtracellular (Potential). 3GGATGGCTGGGTGTATGACAG0.512

- 20 3284RASGRP2_uc009ypu.2_5'Flank|RASGRP2_uc009ypv.2_5'Flank|RASGRP2_uc009ypw.2_5'Flank|RASGRP2_uc001oaw.1_5'Flank|PYGM_uc001oay.3_Missense_Mutation_p.R735WNM_005609 NP_005600 P11217 PYGM_HUMAN 2CAGATCTCCCGGGCATACTGG0.617

+ 8 1504KDM2A_uc001ojx.2_RNA|KDM2A_uc001ojy.2_5'UTRNM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN JmjC. 9CTTCCATGTGGACTTTGGTGG0.433

+ 23 4900LRP5_uc009ysg.2_Missense_Mutation_p.S1019PNM_002335 NP_002326 O75197 LRP5_HUMANPro-rich.|Cytoplasmic (Potential).|PPPSP motif E. 7GCCCCCTCCGTCCCCCTGCAC0.582

+ 4 485FOLR1_uc001osa.1_Nonsense_Mutation_p.W116*|FOLR1_uc001osb.1_Nonsense_Mutation_p.W116*|FOLR1_uc001osc.1_Nonsense_Mutation_p.W116*|FOLR1_uc001osd.1_Nonsense_Mutation_p.W116*NM_016724 NP_057936 P15328 FOLR1_HUMAN 1TTGGGGCCCTGGATCCAGCAG0.572

+ 19 2287INPPL1_uc001osg.2_Missense_Mutation_p.V472INM_001567 NP_001558 O15357 SHIP2_HUMAN 4TGATGACATCGTCACCAGCGA0.552

- 7 829FAM168A_uc001oty.1_Missense_Mutation_p.P175S|FAM168A_uc009ytp.1_IntronNM_015159 NP_055974 Q92567 F168A_HUMAN 0GCGGCAACAGGTGCTGGGTAG0.602

- 9 3007RSF1_uc001oym.2_Missense_Mutation_p.R711CNM_016578 NP_057662 Q96T23 RSF1_HUMAN Potential. 4CGTTCGGCACGCTCTTTCTTC0.338

+ 10 2986USP35_uc001oze.2_Missense_Mutation_p.P670S|USP35_uc001ozc.2_Missense_Mutation_p.P482S|USP35_uc010rsp.1_Missense_Mutation_p.P346S|USP35_uc001ozd.2_Missense_Mutation_p.P525S|USP35_uc001ozf.2_Missense_Mutation_p.P645SNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3CTCCTTCTTCCCTAAGGACAC0.587

+ 2 224PRSS23_uc001pcc.1_Intron|PRSS23_uc010rts.1_Missense_Mutation_p.G3ENM_007173 NP_009104 O95084 PRS23_HUMAN 2GGCATGGCAGGGATTCCAGGG0.552

+ 2 1369 NM_015036 NP_055851 O94919 ENDD1_HUMAN 0CATCCCTGTCCGTGTCCTTGT0.547

+ 12 1323ELMOD1_uc001pjm.2_Missense_Mutation_p.R299C|ELMOD1_uc010rvt.1_Missense_Mutation_p.R301CNM_018712 NP_061182 Q8N336 ELMD1_HUMAN ELMO. 0GGAGAAATTCCGCAAGAGGAT0.463 rs140465562



+ 1 229 NM_017516 NP_059986 Q14964 RB39A_HUMANGTP (By similarity). 0GGACACGGCGGGACAGGAGCG0.741

+ 8 1453 CUL5_uc001pju.2_RNA NM_003478 NP_003469 Q93034 CUL5_HUMAN 1TTCAGCTCATGGAATGCTGTG0.328

+ 21 2037SIDT2_uc010rxe.1_Missense_Mutation_p.R666C|SIDT2_uc001pqg.2_Missense_Mutation_p.R687C|SIDT2_uc001pqi.1_Missense_Mutation_p.R663C|SIDT2_uc001pqj.1_5'UTRNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0GGGGATCTTCCGCCGCATCCT0.642

- 9 1712SLC37A4_uc009zam.2_RNA|SLC37A4_uc009zan.2_RNA|SLC37A4_uc010ryr.1_Missense_Mutation_p.R319W|SLC37A4_uc010ryt.1_Missense_Mutation_p.R246W|SLC37A4_uc001pus.2_Missense_Mutation_p.R319WNM_001164277 NP_001157749 O43826 G6PT1_HUMANHelical; (Potential). 1ACTGTTACCCGGAAGAGGTAC0.567

+ 6 1422NLRX1_uc010rzc.1_Missense_Mutation_p.R225C|NLRX1_uc001pvv.2_Missense_Mutation_p.R403C|NLRX1_uc001pvw.2_Missense_Mutation_p.R403C|NLRX1_uc001pvx.2_Missense_Mutation_p.R403CNM_024618 NP_078894 Q86UT6 NLRX1_HUMANRequired for interaction with MAVS.|NACHT. 2CAGCTTCCTGCGCCTCAACTT0.592

+ 25 3555SORL1_uc010rzp.1_Missense_Mutation_p.R5WNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|LDL-receptor class A 3. 15GCACCAGTGCCGGAGTGACGA0.517

+ 1 569 NM_001005197 NP_001005197 Q8NGM9 OR8D4_HUMANExtracellular (Potential). 1CTCTCCTGCTCCAGCACTTAT0.373

- 2 244KCNJ5_uc001qet.2_Intron|KCNJ5_uc009zck.2_Intron|C11orf45_uc009zcl.2_Missense_Mutation_p.P17L|C11orf45_uc001qev.2_Missense_Mutation_p.P17LNM_145013 NP_659450 Q8TAV5 CK045_HUMAN 0 cgtccagggcggagaGGTCGt0.124

+ 6 715LOC100288778_uc010scz.1_RNA|LOC100288778_uc010sdb.1_RNA|LOC100288778_uc010sdc.1_RNA|LOC100288778_uc010sdd.1_Missense_Mutation_p.S54G|LOC100288778_uc010sde.1_Missense_Mutation_p.S54G|LOC100288778_uc010sdf.1_Missense_Mutation_p.S54G|LOC100288778_uc010sdg.1_Missense_Mutation_p.S54G|LOC100288778_uc010sdh.1_RNA0TGACCTGCCCAGCATTGCCAA0.587

+ 8 1455CD4_uc010sfj.1_Missense_Mutation_p.G131S|CD4_uc009zfc.1_Missense_Mutation_p.G225S|CD4_uc010sfk.1_Missense_Mutation_p.G131S|CD4_uc010sfl.1_Missense_Mutation_p.G131S|CD4_uc010sfm.1_Missense_Mutation_p.G131SNM_000616 NP_000607 P01730 CD4_HUMANHelical; (Potential). 0TGTGCTGGGGGGCGTCGCCGG0.627

+ 2 375CLEC4A_uc009zga.1_Intron|CLEC4A_uc001qub.1_Missense_Mutation_p.P43L|CLEC4A_uc001quc.1_Intron|CLEC4A_uc009zgb.1_Missense_Mutation_p.P43LNM_016184 NP_057268 Q9UMR7 CLC4A_HUMANCytoplasmic (Potential). 0ACCGGATTCCCCAAGCTGCTT0.398

- 2 203 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMAN 1CATCCTCTCTCTGTAGAAAGA0.408

+ 22 2854A2ML1_uc001qva.1_Missense_Mutation_p.C499Y|A2ML1_uc010sgm.1_Missense_Mutation_p.C419YNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3TCATTGCTGTGCCCAAAAGGT0.418

- 12 1431A2M_uc009zgk.1_Missense_Mutation_p.E290KNM_000014 NP_000005 P01023 A2MG_HUMAN 5TCTTCGTGTTCTTCTGACACC0.418

- 3 700 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN9.|10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|Pro-rich.1CTTTCCCGGACGAGGTGGGGG0.622 rs113884749

- 3 257PRB4_uc001qzt.2_Missense_Mutation_p.P75SNM_002723 NP_002714 P10163 PRB4_HUMAN9.5 X 21 AA tandem repeats of K-P-[EQ]- [GR]-[PR]-[PR]-P-Q-G-G-N-Q-[PS]-[QH]- [RG]-[PT]-P-P-[PH]-P-G.|2.1GGCTTTCCTGGAGGAGGTGGG0.607

+ 6 645 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANHelical; Name=4; (Potential). 8TAATATGCTTCGTGGAATAGG0.348 rs138965366

+ 4 865 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2CAATATGCCGGCACTACAGAG0.418

- 19 2689KIF21A_uc001rlv.2_5'Flank|KIF21A_uc001rlw.2_Missense_Mutation_p.V165A|KIF21A_uc001rlx.2_Missense_Mutation_p.V835A|KIF21A_uc001rlz.2_Missense_Mutation_p.V812A|KIF21A_uc010skl.1_Missense_Mutation_p.V835ANM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7CTTCCGAGTAACTTTCCCAGC0.483

+ 4 1135_1136FAM113B_uc010slj.1_Missense_Mutation_p.S15F|FAM113B_uc001rpq.2_Missense_Mutation_p.S135FNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5GGTCCGAACTCCTGGAGAAGCT0.604

- 9 1585LOC144438_uc001rsd.3_5'Flank|CCNT1_uc009zkz.1_Missense_Mutation_p.A136VNM_001240 NP_001231 O60563 CCNT1_HUMAN Potential. 6ATTCTGGGCAGCATATGCATA0.463

- 19 2501FMNL3_uc001ruw.1_Missense_Mutation_p.S705F|FMNL3_uc001rut.1_Missense_Mutation_p.S322F|FMNL3_uc001ruu.1_Missense_Mutation_p.S606FNM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN FH2. 4AGACTTGACGGAAGCGGACGC0.552

- 1 194KRT8_uc009zmj.2_Missense_Mutation_p.S31A|KRT8_uc009zmk.1_Missense_Mutation_p.S59A|KRT8_uc009zml.1_Missense_Mutation_p.S31A|KRT8_uc009zmm.1_Missense_Mutation_p.S31ANM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2CTGATGCGGGAACCGGGCCCA0.662

- 8 896ATF7_uc010sok.1_RNA|ATF7_uc001sdz.2_Missense_Mutation_p.T281I|ATF7_uc010sol.1_Missense_Mutation_p.T260INM_001130059 NP_001123531 P17544 ATF7_HUMANTransactivation domain. 2GGTGCTGGCAGTACCCACCAC0.537

+ 3 351SARNP_uc009zoa.2_5'Flank|SARNP_uc001shs.3_5'Flank|SARNP_uc001sht.2_5'Flank|DNAJC14_uc001shu.1_Intron|SARNP_uc001shv.3_5'FlankNM_014182 NP_054901 Q53FV1 ORML2_HUMAN 0GACACACTGGGAGCAAATGGA0.517

- 27 5409BAZ2A_uc001slp.1_Missense_Mutation_p.P1737S|BAZ2A_uc001slo.1_Missense_Mutation_p.P545S|BAZ2A_uc009zov.1_Missense_Mutation_p.P705S|BAZ2A_uc009zow.1_Missense_Mutation_p.P1707SNM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0CCACGCTTTGGGAAACCAGGC0.542

- 9 1569BAZ2A_uc001slq.1_5'Flank|BAZ2A_uc010sqr.1_5'FlankNM_001686 NP_001677 P06576 ATPB_HUMAN 1GGAATCCTTTGATGGTCTCCT0.468

- 5 608ARHGAP9_uc001snz.2_5'Flank|ARHGAP9_uc001soa.2_5'Flank|ARHGAP9_uc001sob.2_Missense_Mutation_p.E68K|ARHGAP9_uc001soc.2_Missense_Mutation_p.E68K|ARHGAP9_uc001soe.1_Missense_Mutation_p.E147K|ARHGAP9_uc010sro.1_Missense_Mutation_p.E68KNM_032496 NP_115885 Q9BRR9 RHG09_HUMAN SH3. 1GAGGGAGCTTCTAGGCGTCTT0.552

+ 18 2579LGR5_uc001swm.2_Missense_Mutation_p.S820L|LGR5_uc001swn.1_RNANM_003667 NP_003658 O75473 LGR5_HUMANCytoplasmic (Potential). 9TGGACAAGATCAAAACACCCA0.448

+ 4 680TPH2_uc001swy.2_Missense_Mutation_p.P90QNM_173353 NP_775489 Q8IWU9 TPH2_HUMAN 4GCTGACCACCCAGTAAGTGTC0.468

- 9 926C12orf50_uc001tan.2_IntronNM_152589 NP_689802 Q8NA57 CL050_HUMAN 3TAATACATGCGTTGTAGGTAC0.358 rs112656239

+ 15 1831 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 2. 14TGAGGATGGAGTTGGTGGACC0.403

+ 8 823RFX4_uc010swv.1_RNA|RFX4_uc001tls.2_Missense_Mutation_p.G262S|RFX4_uc001tlt.2_Missense_Mutation_p.G262S|RFX4_uc001tlv.2_Missense_Mutation_p.G159SNM_213594 NP_998759 Q33E94 RFX4_HUMAN 1GAACATTGTCGGCGTGTGTGA0.542

+ 9 1264UBE3B_uc001toq.2_Missense_Mutation_p.R221C|UBE3B_uc001too.1_RNA|UBE3B_uc009zvj.1_Missense_Mutation_p.R221CNM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4GGCAAGACCCCGTCCTTGTCT0.398

+ 5 789P2RX4_uc010szr.1_Intron|P2RX4_uc010szs.1_Intron|P2RX4_uc009zxc.2_Intron|P2RX4_uc001tzs.2_Missense_Mutation_p.A178V|P2RX4_uc009zxb.2_RNA|P2RX4_uc010szt.1_Missense_Mutation_p.A61VNM_002560 NP_002551 Q99571 P2RX4_HUMANExtracellular (Potential). 0TGTGAGGTGGCGGCCTGGTGC0.522

- 10 1394ANAPC5_uc010szu.1_Missense_Mutation_p.Q90H|ANAPC5_uc001uae.2_5'UTR|ANAPC5_uc010szv.1_Missense_Mutation_p.Q26H|ANAPC5_uc001uaf.2_RNA|ANAPC5_uc001uah.2_Missense_Mutation_p.Q312H|ANAPC5_uc001uai.1_Missense_Mutation_p.Q26HNM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6TGGCCGTTTTCTGTGCGATGC0.552

- 2 564CLIP1_uc001uch.1_Missense_Mutation_p.T153M|CLIP1_uc001uci.1_Missense_Mutation_p.T153M|CLIP1_uc010tae.1_Missense_Mutation_p.T153MNM_002956 NP_002947 P30622 CLIP1_HUMAN Ser-rich. 3CATGCTGGCCGTAGAAGTGCA0.557

- 8 1690SLC15A4_uc001uhv.2_RNANM_145648 NP_663623 Q8N697 S15A4_HUMANHelical; (Potential). 0AAGCAGGAGGGTAGCTCCTTG0.468

- 5 1682 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14ACCACTTTCACCGGGACGGCC0.562

- 2 450 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14GGGCAGCAAGGAAAACCTCTG0.527

+ 18 2209PIWIL1_uc001uij.1_Missense_Mutation_p.G707SNM_004764 NP_004755 Q96J94 PIWL1_HUMAN Piwi. 2CGTAGGAGACGGCCAGCTGAA0.478

+ 3 573SFRS8_uc010tbn.1_Missense_Mutation_p.S145R|SFRS8_uc001ujb.1_5'UTR|SFRS8_uc001uiz.1_Missense_Mutation_p.S19RNM_004592 NP_004583 Q12872 SFSWA_HUMAN 0AGAGGATGGGAGCTACAATGC0.453

- 25 3134 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN VWFA. 4AAGACGTGACGATTTGCTGTA0.333

+ 33 4828 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7CTTTAGCCAACAATGAGAAAT0.448

- 1 442 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1CCTCCCACAACGAGTTCGGCT0.587

- 17 2165ENOX1_uc001uzb.3_Missense_Mutation_p.T622M|ENOX1_uc001uzc.3_Missense_Mutation_p.T622M|ENOX1_uc001uyz.3_Missense_Mutation_p.T231MNM_001127615 NP_001121087 Q8TC92 ENOX1_HUMAN 2TCCCACACCCGTGAATTCCTG0.433

- 38 3394COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CCCTGGCATTCCTGGGATCCC0.527



- 5 728TUBGCP3_uc010tjq.1_Missense_Mutation_p.L171F|TUBGCP3_uc001vsf.2_Missense_Mutation_p.L181F|TUBGCP3_uc001vsg.1_Missense_Mutation_p.L181FNM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1TACCCTGGGAGGAGAGATTGT0.577

+ 8 830PARP2_uc001vxd.2_Splice_Site_p.G255_splice|PARP2_uc001vxb.1_Splice_Site_p.G268_splice|PARP2_uc010tle.1_Splice_Site_p.G18_spliceNM_005484 NP_005475 Q9UGN5 PARP2_HUMAN 2CCCCACTTGGTAGGACTTCAC0.353

- 20 2981TEP1_uc010ahk.2_Missense_Mutation_p.P331S|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.P873SNM_007110 NP_009041 Q99973 TEP1_HUMAN 5TAGCTGGGGGGAATGTATCCA0.557

- 31 4745CHD8_uc001war.1_Missense_Mutation_p.R1447C|SNORD9_uc001wat.1_5'FlankNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10GCAAAAGTGCGGAAGCGATCC0.493

+ 4 678TOX4_uc001way.2_Missense_Mutation_p.R62Q|TOX4_uc001wba.2_RNA|TOX4_uc010tlu.1_Missense_Mutation_p.R169Q|TOX4_uc010tlv.1_Missense_Mutation_p.R62QNM_014828 NP_055643 O94842 TOX4_HUMAN 1GAGGATTTCCGGAGGGTGAGG0.488

- 9 2687ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Missense_Mutation_p.E29K|ACIN1_uc001wiq.3_Missense_Mutation_p.E29K|ACIN1_uc001wir.3_Missense_Mutation_p.E60K|ACIN1_uc001wis.3_Missense_Mutation_p.E469K|ACIN1_uc010akg.2_Missense_Mutation_p.E787KNM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4ATGGGAGGTTCTGGAACATCA0.537

- 14 1479IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_Nonsense_Mutation_p.G112*|IPO4_uc001wmx.1_Nonsense_Mutation_p.G314*|IPO4_uc001wmy.1_Nonsense_Mutation_p.G314*|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Nonsense_Mutation_p.G450*NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 3. 1TGTGTGTGTCCAAGAGGCACC0.577

- 5 1813NOVA1_uc001wpz.2_Missense_Mutation_p.R475W|NOVA1_uc001wqa.2_Missense_Mutation_p.R377WNM_002515 NP_002506 P51513 NOVA1_HUMAN 5TTGGCAGCCCGAACTCCTTGC0.448

- 5 720SEC23A_uc010tqa.1_Missense_Mutation_p.L28P|SEC23A_uc010tqb.1_Missense_Mutation_p.L137P|SEC23A_uc010tqc.1_Missense_Mutation_p.L28PNM_006364 NP_006355 Q15436 SC23A_HUMAN 5AAAAGTAATAAGTCCAACCAA0.383

+ 4 807MIA2_uc010amy.1_Missense_Mutation_p.E136KNM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2TGAAAGTATGGAACAGGATCG0.443

- 1 866 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN 9CTTTCCCGACGATTTATGTTT0.373

- 11 1560DLGAP5_uc001xbt.2_Missense_Mutation_p.C448SNM_014750 NP_055565 Q15398 DLGP5_HUMAN 2CCACTCGAAGCAATGTGAAGT0.338

+ 4 951DACT1_uc010trv.1_5'UTR|DACT1_uc001xdx.2_Missense_Mutation_p.G226R|DACT1_uc010trw.1_5'UTRNM_016651 NP_057735 Q9NYF0 DACT1_HUMAN 5GTCTAAAAACGGGAATGATGT0.493

- 1 1432PRKCH_uc010tsa.1_Intron|TMEM30B_uc010apr.1_RNANM_001017970 NP_001017970 Q3MIR4 CC50B_HUMAN 0CAGCGCCGCCGTGCGCATCCA0.687

- 9 1669KCNH5_uc001xfy.2_Missense_Mutation_p.L540V|KCNH5_uc001xfz.1_Missense_Mutation_p.L482VNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9TTCCGGTTTAGATGAACACAG0.483

+ 62 12420SYNE2_uc001xgl.2_Missense_Mutation_p.V4064I|SYNE2_uc010apy.2_Missense_Mutation_p.V449I|SYNE2_uc010apx.1_Missense_Mutation_p.V456I|MIR548H-1_hsa-mir-548h-1|MI0006411_5'Flank|SYNE2_uc010apz.1_5'FlankNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANPotential.|Cytoplasmic (Potential). 14GAAGGCCACCGTACTAAACCT0.458 rs144164967

- 2 1674 NM_003814 NP_003805 O43506 ADA20_HUMANDisintegrin.|Extracellular (Potential). 1GCACACTGCCGTATGGTTCCA0.443 rs147557544

- 11 3145BTBD7_uc010aur.2_Missense_Mutation_p.Q465R|BTBD7_uc010two.1_Missense_Mutation_p.Q760R|BTBD7_uc001ybp.2_Missense_Mutation_p.Q589RNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1CGGATATTCCTGTGGATTTTC0.478

+ 3 1081HHIPL1_uc001ygl.1_Missense_Mutation_p.P339LNM_001127258 NP_001120730 Q96JK4 HIPL1_HUMAN 2GCCGGAGACCCCTTTGGGACA0.527

- 1 400 NR_024387 0 AAATTCGTTACATTTATTGAT0.373

+ 4 1390 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3CACACTGACCGGGCAGGTGGT0.632

+ 10 2280 NM_019074 NP_061947 Q9NR61 DLL4_HUMANCytoplasmic (Potential). 2GCCAGAGTGTCGGATATCAGC0.562

- 13 1854 NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1GGCTGATTCCAGGGAATGCCG0.597

+ 7 855MAPKBP1_uc001zoj.3_Missense_Mutation_p.S190N|MAPKBP1_uc010bcj.2_5'UTR|MAPKBP1_uc010bci.2_Missense_Mutation_p.S190N|MAPKBP1_uc010udb.1_Missense_Mutation_p.S78N|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_5'UTRNM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 3. 10GAGGATTGCAGCTACTTTGTC0.517

- 17 2017UBR1_uc010udk.1_Missense_Mutation_p.R651CNM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1ACCAGACAACGTAAAGGATAT0.393

+ 13 1837 NM_024908 NP_079184 Q9H967 WDR76_HUMAN WD 7. 0CACCCAACTCGGTATATTTTG0.418 rs140407429

+ 10 1278GALK2_uc001zxi.1_Missense_Mutation_p.A383T|GALK2_uc010ufb.1_Missense_Mutation_p.A370T|GALK2_uc001zxk.2_RNA|GALK2_uc010ufc.1_Missense_Mutation_p.A370TNM_002044 NP_002035 Q01415 GALK2_HUMAN 1GAAGTTTGGGGCTCAAGGGTC0.438

+ 6 1484SLC27A2_uc010bes.2_Missense_Mutation_p.P365S|SLC27A2_uc001zxx.2_Missense_Mutation_p.P183SNM_003645 NP_003636 O14975 S27A2_HUMANCytoplasmic (Potential). 2CGTCAGAGTTCCCAAAGGTAC0.353

- 6 745CYP19A1_uc001zza.3_Missense_Mutation_p.A165V|CYP19A1_uc001zzb.2_Missense_Mutation_p.A165V|CYP19A1_uc001zzd.2_Missense_Mutation_p.A165V|CYP19A1_uc010bey.1_Missense_Mutation_p.A165VNM_031226 NP_112503 P11511 CP19A_HUMAN 3GAGGGATTCAGCACAGACTGT0.537

- 6 804 NM_003613 NP_003604 O75339 CILP1_HUMAN 7CTGGCCCATTGGGCAGGTCAG0.537

- 8 3321 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMANCytoplasmic (Potential). 6CTGGATCAGCGGGGTCCAGAT0.687

- 5 1233CYP1A1_uc010bjv.2_RNA|CYP1A1_uc010bjw.2_RNA|CYP1A1_uc010bju.2_Missense_Mutation_p.F107L|CYP1A1_uc010bjx.2_Missense_Mutation_p.F107L|CYP1A1_uc002ayq.3_Missense_Mutation_p.F371L|CYP1A1_uc010bjy.2_Missense_Mutation_p.F371L|CYP1A1_uc010bjz.1_Missense_Mutation_p.F107LNM_000499 NP_000490 P04798 CP1A1_HUMAN 5TCCAGGATGAAGGCCTCCATA0.577

- 5 753_754C15orf17_uc010bkh.2_Missense_Mutation_p.V59M|C15orf17_uc002azg.2_Splice_Site_p.V144_splice|C15orf17_uc002azf.2_Missense_Mutation_p.V145MNM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0TCCTGGTTCACCTGCTAAGAGA0.53 rs143038267

+ 12 2270IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Intron|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.C674R|IL16_uc002bgg.2_Missense_Mutation_p.C632R|IL16_uc002bgi.1_5'UTR|IL16_uc002bgj.2_Missense_Mutation_p.C126R|IL16_uc002bgk.2_5'FlankNM_172217 NP_757366 Q14005 IL16_HUMAN 4CCCACCCACCTGTGGCCAGGT0.512

- 2 835 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN KH 2. 2CCCACCACGAGCCCCACCACG0.662

- 14 1683EFTUD1_uc002bgu.1_Missense_Mutation_p.F454SNM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1AAATGCAATAAAAGACTCTTG0.433 rs142283736

+ 7 3091AKAP13_uc002blt.1_Missense_Mutation_p.K974R|AKAP13_uc002blu.1_Missense_Mutation_p.K974R|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9GACTGTGCCAAGGACAAAGCA0.463

+ 12 6954ACAN_uc010upp.1_Missense_Mutation_p.D2194N|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GGCTTCTGGAGACAGGACTGA0.612

+ 14 1847 NM_002569 NP_002560 P09958 FURIN_HUMAN 7GAGGATCCCTCTGGCGAGTGG0.572

- 10 1551ADAMTS17_uc002bvx.1_Missense_Mutation_p.E248GNM_139057 NP_620688 Q8TE56 ATS17_HUMAN Disintegrin. 3GCTGCTTACCTCCATGTTTCT0.572

- 11 1633IFT140_uc002clz.2_Missense_Mutation_p.P75LNM_014714 NP_055529 Q96RY7 IF140_HUMAN 5CAGCAGACTCGGGGAGACCTG0.617

+ 5 1113A2BP1_uc010buf.1_Missense_Mutation_p.T42M|A2BP1_uc002cyr.1_Missense_Mutation_p.T42M|A2BP1_uc002cyt.2_Missense_Mutation_p.T42M|A2BP1_uc010uxz.1_Missense_Mutation_p.T85M|A2BP1_uc010uya.1_Missense_Mutation_p.T78M|A2BP1_uc002cyv.1_Missense_Mutation_p.T42M|A2BP1_uc010uyb.1_Missense_Mutation_p.T42M|A2BP1_uc002cyw.2_Missense_Mutation_p.T62M|A2BP1_uc002cyy.2_Missense_Mutation_p.T62M|A2BP1_uc002cyx.2_Missense_Mutation_p.T62M|A2BP1_uc010uyc.1_Missense_Mutation_p.T62MNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0GCGGAATACACGGCCCCTCAT0.637 rs146499343

- 10 1588GP2_uc002dgw.2_Missense_Mutation_p.R499Q|GP2_uc002dgx.2_Missense_Mutation_p.R355Q|GP2_uc002dgy.2_Missense_Mutation_p.R352QNM_001007240 NP_001007241 P55259 GP2_HUMAN 4CTTACCTCTCCGAGTGATGGG0.527

- 19 2353ARHGAP17_uc002dmx.2_Missense_Mutation_p.P16S|ARHGAP17_uc002dmw.2_Missense_Mutation_p.P16S|ARHGAP17_uc002dmy.2_Missense_Mutation_p.P199S|ARHGAP17_uc002dmz.2_Missense_Mutation_p.P278S|ARHGAP17_uc002dna.2_Missense_Mutation_p.P481S|ARHGAP17_uc002dnc.2_Missense_Mutation_p.P676S|ARHGAP17_uc010vcf.1_Missense_Mutation_p.P497S|ARHGAP17_uc002dne.1_Missense_Mutation_p.P16SNM_001006634 NP_001006635 Q68EM7 RHG17_HUMANSH3-binding (Potential).|Pro-rich. 0GTCTGGGGAGGGGTGTGAGAT0.622

- 4 562uc010vct.1_Intron|CLN3_uc002dpl.2_Intron|CLN3_uc010vcu.1_Missense_Mutation_p.R7C|CLN3_uc002dpn.2_Missense_Mutation_p.T80M|CLN3_uc002dpm.2_Missense_Mutation_p.T26M|CLN3_uc010vcv.1_Intron|CLN3_uc010byd.2_Missense_Mutation_p.T80M|CLN3_uc002dpp.2_Missense_Mutation_p.T80M|CLN3_uc002dpt.1_Missense_Mutation_p.R7C|CLN3_uc002dpq.1_Missense_Mutation_p.T80M|CLN3_uc010bye.1_Missense_Mutation_p.T80M|CLN3_uc002dpr.1_RNA|CLN3_uc010byf.1_RNA|CLN3_uc002dps.1_Intron|CLN3_uc002dpu.1_Missense_Mutation_p.T26M|CLN3_uc002dpw.1_Missense_Mutation_p.T26M|CLN3_uc010vcw.1_Missense_Mutation_p.T26M|CLN3_uc002dqa.2_Missense_Mutation_p.T131M|CLN3_uc010vcx.1_Missense_Mutation_p.R7C|CLN3_uc002dpx.1_Intron|CLN3_uc002dpy.1_Missense_Mutation_p.T23M|CLN3_uc002dpz.1_IntronNM_000086 NP_000077 Q13286 CLN3_HUMAN 0GGGGATCGGCGTTGGGCCTGG0.483

+ 5 1403uc010vct.1_Intron|SH2B1_uc010vdc.1_Missense_Mutation_p.P12S|SH2B1_uc002drj.2_Missense_Mutation_p.P322S|SH2B1_uc002drk.2_Missense_Mutation_p.P322S|SH2B1_uc002drl.2_Missense_Mutation_p.P322S|SH2B1_uc010vdd.1_Intron|SH2B1_uc010vde.1_Missense_Mutation_p.P322S|SH2B1_uc002drm.2_Missense_Mutation_p.P322SNM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMANInteraction with JAK2 (low-affinity binding; independent of JAK2 phosphorylation) (By similarity).|PH.2ACTCAGCATCCCCTGCTCTTC0.542

+ 3 456FBXL19_uc002dzz.1_Translation_Start_Site|FBXL19_uc002eaa.1_Missense_Mutation_p.V42MNM_001099784 NP_001093254 Q6PCT2 FXL19_HUMAN PHD-type. 4GGAGGACACGGTGGAGGGAGA0.602



+ 3 341HSD3B7_uc010cac.2_Missense_Mutation_p.G79R|HSD3B7_uc002eag.2_Missense_Mutation_p.G79R|HSD3B7_uc002eah.2_Missense_Mutation_p.G79RNM_025193 NP_079469 Q9H2F3 3BHS7_HUMAN 0AGCTGTGGCCGGAGCCCATGT0.647

- 4 617CLEC18C_uc002exy.2_Intron|PDXDC2_uc002eyb.2_RNA|PDXDC2_uc002eyc.2_RNA 0TGTTCTTTGGCGGTCTTCCTC0.373 rs139165288

+ 16 2493CNTNAP4_uc002fev.1_Missense_Mutation_p.G567E|CNTNAP4_uc010chb.1_Missense_Mutation_p.G630E|CNTNAP4_uc002fex.1_Missense_Mutation_p.G706E|CNTNAP4_uc002few.2_Missense_Mutation_p.G678ENM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 2TGGTGGGTAGGAAGAACCAAT0.408

+ 8 1132CDH13_uc010vns.1_Missense_Mutation_p.G385R|CDH13_uc010vnt.1_Missense_Mutation_p.G84R|CDH13_uc010vnu.1_Missense_Mutation_p.G299RNM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 2. 1AGATATGGCTGGACTGGATGT0.418

- 6 1179KIAA1609_uc010vod.1_Missense_Mutation_p.G331R|KIAA1609_uc002fic.2_RNANM_020947 NP_065998 Q6P9B6 K1609_HUMAN TLD. 2CTCACCAGTCCGTTCGGGATC0.597

- 4 1556NLRP1_uc002gcg.1_Missense_Mutation_p.G334E|NLRP1_uc002gck.2_Missense_Mutation_p.G334E|NLRP1_uc002gcj.2_Missense_Mutation_p.G334E|NLRP1_uc002gcl.2_Missense_Mutation_p.G334E|NLRP1_uc002gch.3_Missense_Mutation_p.G334E|NLRP1_uc010clh.2_Missense_Mutation_p.G334ENM_033004 NP_127497 Q9C000 NALP1_HUMANNACHT.|ATP (Potential). 9TCCAGCAGCCCCCTGCAGTAT0.532

- 6 1191AIPL1_uc002gcq.2_Missense_Mutation_p.P306S|AIPL1_uc002gcr.2_Missense_Mutation_p.P303S|AIPL1_uc010clk.2_Missense_Mutation_p.P344S|AIPL1_uc010cll.2_Missense_Mutation_p.P342S|AIPL1_uc002gcs.2_3'UTRNM_014336 NP_055151 Q9NZN9 AIPL1_HUMAN 0 tctgcagggggccctgcggac 0.264

- 3 400AIPL1_uc002gcq.2_Missense_Mutation_p.R42Q|AIPL1_uc002gcr.2_Intron|AIPL1_uc010clk.2_Missense_Mutation_p.R80Q|AIPL1_uc010cll.2_Missense_Mutation_p.R102Q|AIPL1_uc002gcs.2_Missense_Mutation_p.R102QNM_014336 NP_055151 Q9NZN9 AIPL1_HUMANPPIase FKBP-type. 0CCTCAGGCTCCGGGATAGGAT0.632

- 28 4367GPS2_uc002gfv.1_5'Flank|GPS2_uc002gfw.1_5'Flank|GPS2_uc002gfx.1_5'Flank|NEURL4_uc002gfy.1_RNA|GPS2_uc002gfz.1_5'UTR|NEURL4_uc002ggb.1_Missense_Mutation_p.P1452SNM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2CCTACCCCAGGTTCTCCCTTC0.612

+ 3 459 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0 cgccgccgccgccgccaccgc0.413

+ 75 11602DNAH2_uc010cnm.1_Missense_Mutation_p.R801HNM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 6 (By similarity). 13ATGGCCCAGCGCTTCCACGCC0.657

+ 25 4151CHD3_uc002gjd.2_Missense_Mutation_p.A1393V|CHD3_uc002gjf.2_Missense_Mutation_p.A1334V|CHD3_uc002gjh.2_5'UTR|SCARNA21_uc002gji.1_5'FlankNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1GAAGACCTAGCCCGGAATCTA0.527

+ 16 3097 NM_000180 NP_000171 Q02846 GUC2D_HUMANGuanylate cyclase.|Cytoplasmic (Potential). 1ACCGCCTCGCGCATGGAGTCC0.697

- 18 2179FLII_uc002gsq.1_Missense_Mutation_p.P581S|FLII_uc010cpy.1_Missense_Mutation_p.P699S|FLII_uc010vxn.1_Missense_Mutation_p.P679S|FLII_uc010vxo.1_Missense_Mutation_p.P655S|FLII_uc002gss.1_Missense_Mutation_p.P709SNM_002018 NP_002009 Q13045 FLII_HUMANInteraction with ACTL6A. 2ATCTCAGAGGGCTCCCCACCC0.592

+ 2 179LGALS9C_uc010vyb.1_IntronNM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 1. 1CAATGGGGCCGTTCTCAGCTG0.562

- 2 171LGALS9B_uc002gwz.1_Missense_Mutation_p.A36T|LGALS9B_uc010vzh.1_IntronNM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1CTGAGAACGGCCCCATTGACA0.562 rs144269928

- 11 2310SEZ6_uc010crx.1_5'Flank|SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.R706C|SEZ6_uc002hdq.1_Missense_Mutation_p.R581CNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2GTGTCATTGCGGGGCACCTCT0.612

+ 10 2747 NM_207313 NP_997196 Q6IEE7 T132E_HUMANHelical; (Potential). 1GCTGCTGGGCGTCTTCTGCCT0.637

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0ACTGGACGCAGGcagcagcag0.323 rs141357429

+ 17 2897CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANLaminin G-like 3.|Extracellular (Potential). 8GTGGATCACCGGCCCTGGGTT0.567

- 11 3171PLEKHM1_uc010wjm.1_Missense_Mutation_p.C973R|PLEKHM1_uc002ijb.2_Missense_Mutation_p.C476RNM_014798 NP_055613 Q9Y4G2 PKHM1_HUMANPhorbol-ester/DAG-type. 0CAGATCTGGCAGATGAAGCCG0.582

+ 6 885NPEPPS_uc010wkt.1_Missense_Mutation_p.R217Q|NPEPPS_uc010wku.1_Missense_Mutation_p.R185Q|NPEPPS_uc010dba.1_Missense_Mutation_p.R66Q|NPEPPS_uc010wkv.1_5'FlankNM_006310 NP_006301 P55786 PSA_HUMAN 0GTAATTGACCGGAAACCATAC0.343

+ 2 339B4GALNT2_uc010wlt.1_Nonsense_Mutation_p.Q8*|B4GALNT2_uc010wlu.1_Nonsense_Mutation_p.Q34*NM_153446 NP_703147 Q8NHY0 B4GN2_HUMANLumenal (Potential). 2CATGTTCCTTCAAGCAGTGTT0.502

- 1 649TOB1_uc010wmy.1_Missense_Mutation_p.S205F|TOB1_uc010wmz.1_Missense_Mutation_p.S205FNM_005749 NP_005740 P50616 TOB1_HUMAN 1GTTGATGGGAGAAGTACGTGC0.473

- 16 2161SPAG9_uc002itb.2_Missense_Mutation_p.P637L|SPAG9_uc002itd.2_Missense_Mutation_p.P641L|SPAG9_uc002itf.2_Missense_Mutation_p.P472L|SPAG9_uc002ita.2_Missense_Mutation_p.P494L|SPAG9_uc002ite.2_Missense_Mutation_p.P481LNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5GTACTTCTGAGGCAGACTCCA0.483

+ 4 461PCTP_uc002ium.3_Missense_Mutation_p.R46W|PCTP_uc010dcg.2_Intron|PCTP_uc010dch.2_RNANM_021213 NP_067036 Q9UKL6 PPCT_HUMAN START. 1TGTCTACCTTCGGCAGCGGCG0.572 rs151142834

- 6 1458 NM_007146 NP_009077 Q14119 VEZF1_HUMAN4 X 7 AA repeats of P-[LV]-T-[IL]-T-[ST]- P. 2ATGTTCATTGGGCTGGTTATG0.488

- 22 4862BZRAP1_uc002ivw.2_5'Flank|BZRAP1_uc010dcs.2_Missense_Mutation_p.S1271G|BZRAP1_uc010wnt.1_Missense_Mutation_p.S1331GNM_004758 NP_004749 O95153 RIMB1_HUMAN 3tccGGGATGCTAAAGAGCTTC0.463

- 3 307CSHL1_uc002jcz.1_Intron|CSHL1_uc002jdb.1_5'UTR|CSHL1_uc002jdc.1_Intron|CSHL1_uc002jdd.1_Intron|CSHL1_uc002jde.2_Missense_Mutation_p.P180S|CSHL1_uc002jdf.2_Intron|CSHL1_uc002jdg.2_Missense_Mutation_p.P152S|CSHL1_uc002jdh.2_5'UTRNM_022579 NP_072101 Q14406 CSHL_HUMAN 0GAAGCAGAAGGAGGTCTGGGA0.527

- 4 565ABCA9_uc010dez.2_Missense_Mutation_p.S141F|ABCA9_uc002jhv.2_Missense_Mutation_p.S141FNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6ATGTCCCCAAGAAAACTTCAA0.368

- 18 2762CASKIN2_uc010wsc.1_Missense_Mutation_p.R656WNM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1TTAGGGGGCCGCTCTGTGCCC0.657

- 18 1927UNC13D_uc010wsk.1_Missense_Mutation_p.T516I|UNC13D_uc002jpq.1_Missense_Mutation_p.T166INM_199242 NP_954712 Q70J99 UN13D_HUMANInteraction with RAB27A. 2GATCTTGAGGGTACTGGAGGA0.622

+ 9 1258SEC14L1_uc010dhc.2_Missense_Mutation_p.W331R|SEC14L1_uc010wth.1_Missense_Mutation_p.W331R|SEC14L1_uc002jtm.2_Missense_Mutation_p.W331R|SEC14L1_uc010wti.1_Missense_Mutation_p.W297RNM_003003 NP_002994 Q92503 S14L1_HUMAN CRAL-TRIO. 2CGCGGGAGGCTGGCATCATCA0.498

+ 3 417CCDC40_uc010wub.1_Missense_Mutation_p.D130ENM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3AGGCATACGATAGTGTTAGCG0.562

+ 8 4802uc002jyi.1_RNA|RNF213_uc010dhw.1_5'FlankNM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21CATGGTTTCTGATGTGACCAG0.602

+ 9 2032FOXK2_uc010diu.2_Silent_p.T328T|FOXK2_uc002kfo.2_RNA|FOXK2_uc002kfp.2_RNANM_004514 NP_004505 Q01167 FOXK2_HUMAN 0GCGCCACAACGGTGACCAGCC0.627

+ 5 1526 NM_153000 NP_694545 Q8J025 APCD1_HUMANExtracellular (Potential). 0AATGAGTGCGGGGCCGAGGGC0.587

- 16 2026SPIRE1_uc002krc.2_RNA|SPIRE1_uc010wzw.1_Missense_Mutation_p.T526I|SPIRE1_uc010wzx.1_Missense_Mutation_p.T449I|SPIRE1_uc010wzy.1_Missense_Mutation_p.T646INM_001128626 NP_001122098 Q08AE8 SPIR1_HUMAN 0ATGATGGGCAGTGGAGGGTTT0.517

- 5 1696FAM59A_uc002kxk.1_Missense_Mutation_p.P547LNM_022751 NP_073588 Q9H706 FA59A_HUMAN Pro-rich. 2AGGGATGGAGGGACTGGTGGA0.577

+ 12 4163ASXL3_uc002kxq.2_Missense_Mutation_p.P1077SNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3CAACAGATTTCCTTCTGAGAA0.498

+ 7 962KIAA1328_uc002lab.2_Missense_Mutation_p.R30C|KIAA1328_uc002lac.1_Missense_Mutation_p.R137C|KIAA1328_uc010dnc.1_RNA|KIAA1328_uc002lad.2_Missense_Mutation_p.R30CNM_020776 NP_065827 Q86T90 K1328_HUMAN 1TGCTGCAGATCGTGTTCATGA0.458

+ 4 1209ZNF555_uc002lwn.3_Missense_Mutation_p.G373RNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1CAAACAGTGTGGGAAGACCTT0.448

+ 9 696TLE6_uc002lwt.2_Missense_Mutation_p.G222D|TLE6_uc010dtg.2_Missense_Mutation_p.G222D|TLE6_uc002lwv.2_5'UTRNM_024760 NP_079036 Q9H808 TLE6_HUMAN 1CCCCCTGAGGGTTCCCAAGAC0.652

+ 10 1291TJP3_uc010xhs.1_Missense_Mutation_p.G398R|TJP3_uc010xht.1_Missense_Mutation_p.G362R|TJP3_uc010xhu.1_Missense_Mutation_p.G407R|TJP3_uc010xhw.1_Missense_Mutation_p.G417RNM_014428 NP_055243 O95049 ZO3_HUMAN PDZ 3. 3GCGGCTGGCAGGGGGCAATGA0.672

- 2 334UBXN6_uc010dty.1_Nonsense_Mutation_p.R27*|UBXN6_uc002mam.1_Nonsense_Mutation_p.R27*NM_025241 NP_079517 Q9BZV1 UBXN6_HUMAN 0CCCTGGTTTCGGATGGTGTCC0.657

- 3 1676PLIN4_uc010dub.1_5'FlankNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|15. 0CGCTGCCCCCGTGAGCCCAGT0.612

+ 6 768LASS4_uc002mjh.2_Missense_Mutation_p.G99S|LASS4_uc002mji.2_5'UTR|LASS4_uc010dvz.2_Missense_Mutation_p.G150SNM_024552 NP_078828 Q9HA82 CERS4_HUMANTLC.|Helical; (Potential). 1CTTCGTGGGCGGCCTCTCGGT0.617



- 22 2888ADAMTS10_uc002mki.1_Missense_Mutation_p.L359M|ADAMTS10_uc002mkk.1_Missense_Mutation_p.L504MNM_030957 NP_112219 Q9H324 ATS10_HUMAN TSP type-1 2. 4CTTTTGGGCAGCTTGCTGTGG0.672

+ 4 1683ZNF844_uc010dym.1_Missense_Mutation_p.H357DNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCACATCTGCCTCA0.408

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0TGAGATAACGCTTTCCCACAC0.428

- 1 71FBXW9_uc010xmp.1_RNA|FBXW9_uc002mum.1_Missense_Mutation_p.T24R|FBXW9_uc002mun.1_5'UTRNM_032301 NP_115677 Q5XUX1 FBXW9_HUMAN 1GTCTGGGTCTGTCTCTGACTC0.687

- 22 3677NOTCH3_uc002nao.1_Missense_Mutation_p.R1149CNM_000435 NP_000426 Q9UM47 NOTC3_HUMANExtracellular (Potential).|EGF-like 30; calcium-binding (Potential).21GCCTCGCAGCGCAAACCAGTG0.652

- 5 705MED26_uc002nee.2_Intron|CHERP_uc002nej.2_Missense_Mutation_p.R179WNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2AGGTGCAGCCGCAGCTCGAAG0.642

+ 31 5190MYO9B_uc002nfi.2_Missense_Mutation_p.H1680N|MYO9B_uc002nfj.1_Missense_Mutation_p.H1680N|MYO9B_uc002nfl.1_Intron|MYO9B_uc002nfm.1_5'FlankNM_004145 NP_004136 Q13459 MYO9B_HUMANTail.|Phorbol-ester/DAG-type. 1GATTCAGAGCCACTGCTCCTA0.577

+ 4 1706 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AAAATTCATACTAGAGAGAAA0.358

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

- 6 2953ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7GAAGGCTTTGCCACATTCTTC0.453

+ 4 1483 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 10. 0CACATAAGATAATTCATACTG0.363

+ 4 1759ZNF254_uc010xrk.1_Missense_Mutation_p.E457GNM_203282 NP_975011 O75437 ZN254_HUMAN 0ATTCATACTGAAGAGAAACCC0.353

+ 4 1782ZNF254_uc010xrk.1_Missense_Mutation_p.K465ENM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0CAAATGTGAAAAATGTGGCAA0.358

- 4 1973ZNF599_uc010edm.1_Missense_Mutation_p.H492YNM_001007248 NP_001007249 Q96NL3 ZN599_HUMANC2H2-type 12. 2TCTCCAGTGTGGATCCTATTA0.423

- 1 386 NM_152481 NP_689694 Q17R55 F187B_HUMANExtracellular (Potential). 2ATGCAGGGTGGTGACATCCTG0.532

+ 6 735RBM42_uc010eef.2_Missense_Mutation_p.S166C|RBM42_uc002oao.2_Missense_Mutation_p.S198C|RBM42_uc002oap.2_Missense_Mutation_p.S190C|RBM42_uc002oaq.2_Missense_Mutation_p.S191C|RBM42_uc010eeg.2_Missense_Mutation_p.S191CNM_024321 NP_077297 Q9BTD8 RBM42_HUMAN Pro-rich. 0CCGCTGGGCTCCATGGCTGCA0.677

+ 17 5043 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2CACCATCGAGGATGACCTGAA0.582

+ 5 632 NM_001001414 NP_001001414 Q6ZVX7 NCRP1_HUMAN FBA. 1GGCGGCCGACCGCCGCACGGT0.682

+ 18 2264CYP2F1_uc010xvw.1_Intron|AXL_uc010ehk.2_Missense_Mutation_p.G683RNM_021913 NP_068713 P30530 UFO_HUMANCytoplasmic (Potential).|Protein kinase. 13GGCGGACTTCGGGCTCTCCAA0.552

- 2 518PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.G127E|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.G127E|PSG1_uc010eio.1_Missense_Mutation_p.G127E|PSG1_uc002oux.1_Missense_Mutation_p.G56E|PSG1_uc002ouy.1_Missense_Mutation_p.G127E|PSG1_uc002ouz.1_Missense_Mutation_p.G127E|PSG1_uc002ova.1_Missense_Mutation_p.G127E|PSG1_uc002ovc.2_Missense_Mutation_p.G127E|PSG1_uc002ovd.1_Missense_Mutation_p.G127ENM_006905 NP_008836 P11464 PSG1_HUMAN Ig-like V-type. 2CCCATCATCTCCCTTTATGAT0.502

+ 2 764ERCC1_uc002pbu.1_Intron|FOSB_uc002pbw.2_Missense_Mutation_p.V58I|FOSB_uc010eke.2_Intron|FOSB_uc002pby.3_Missense_Mutation_p.V58I|FOSB_uc010eka.1_Intron|FOSB_uc010ekb.1_Missense_Mutation_p.V58I|FOSB_uc010ekc.1_Intron|FOSB_uc010ekf.2_Intron|FOSB_uc010ekd.1_Missense_Mutation_p.V58I|FOSB_uc010ekg.2_Intron|FOSB_uc002pca.3_Missense_Mutation_p.V9INM_006732 NP_006723 P53539 FOSB_HUMAN 3CGTGCCCACGGTCACCGCGAT0.517

- 3 467STRN4_uc002pfm.2_Missense_Mutation_p.E145G|STRN4_uc010xyf.1_RNA|STRN4_uc010xyg.1_RNANM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0TGCTTTCTTCTCCCCCTGGTT0.493

- 10 1290ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6TTCTTTGGGAGTTCGATGTCA0.453

+ 5 479 NM_004533 NP_004524 Q14324 MYPC2_HUMANIg-like C2-type 1. 1GCCAAGGACACCTGTGACAGC0.602

+ 4 1385ZNF845_uc010ydw.1_Missense_Mutation_p.M423TNM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TTCAGTCAGATGTCATCCCTT0.408

+ 11 1796LILRB1_uc010erp.1_Nonsense_Mutation_p.R101*|LILRB1_uc002qgl.2_Nonsense_Mutation_p.R486*|LILRB1_uc002qgk.2_Nonsense_Mutation_p.R487*|LILRB1_uc002qgm.2_Nonsense_Mutation_p.R487*|LILRB1_uc010erq.2_Nonsense_Mutation_p.R470*|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3cctccGACATCGACGTCAGGG0.473

+ 2 336SUV420H2_uc010esx.1_Missense_Mutation_p.R30C|SUV420H2_uc002qkk.1_Missense_Mutation_p.R30C|SUV420H2_uc002qkl.2_5'UTRNM_032701 NP_116090 Q86Y97 SV422_HUMAN 0CCTCGGTTTCCGCACCCATAA0.687

+ 22 4156GREB1_uc002rbp.1_Missense_Mutation_p.S284PNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CCTCCTGCCCTCCCCCTCGGT0.647

- 3 226DNAJC27_uc010ykn.1_5'UTR|DNAJC27_uc002rfu.1_RNA|DNAJC27_uc010eyg.1_Missense_Mutation_p.H59YNM_016544 NP_057628 Q9NZQ0 DJC27_HUMAN 1TCTCTGACGTGTACCCTGAAA0.343

- 7 575IFT172_uc002rkw.2_Missense_Mutation_p.T175I|IFT172_uc010yls.1_Missense_Mutation_p.T154I|IFT172_uc010ezc.2_Missense_Mutation_p.T175I|IFT172_uc002rkv.2_Missense_Mutation_p.T175INM_015662 NP_056477 Q9UG01 IF172_HUMAN WD 4. 2CCTAACGATGGTACCATCTGC0.358

+ 3 557 uc002rvb.2_Intron NM_012249 NP_036381 P17081 RHOQ_HUMAN 2ATCTTACCCAATGACCGATGT0.393

+ 10 1486EHBP1_uc010fcp.2_Missense_Mutation_p.S300F|EHBP1_uc002sbx.2_Missense_Mutation_p.S300F|EHBP1_uc002sbz.2_Missense_Mutation_p.S300F|EHBP1_uc002scb.2_Missense_Mutation_p.S300FNM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2ATAAAGGATTCTCCTCCCCAG0.373

+ 45 5270DYSF_uc010feg.2_Missense_Mutation_p.E1663K|DYSF_uc010feh.2_Missense_Mutation_p.E1639K|DYSF_uc002sig.3_Missense_Mutation_p.E1618K|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.E1653K|DYSF_uc010fef.2_Missense_Mutation_p.E1670K|DYSF_uc010fei.2_Missense_Mutation_p.E1649K|DYSF_uc010fek.2_Missense_Mutation_p.E1650K|DYSF_uc010fej.2_Missense_Mutation_p.E1640K|DYSF_uc010fel.2_Missense_Mutation_p.E1619K|DYSF_uc010feo.2_Missense_Mutation_p.E1664K|DYSF_uc010fem.2_Missense_Mutation_p.E1654K|DYSF_uc010fen.2_Missense_Mutation_p.E1671K|DYSF_uc002sif.2_Missense_Mutation_p.E1633K|DYSF_uc010yqy.1_Missense_Mutation_p.E513K|DYSF_uc010yqz.1_Missense_Mutation_p.E393KNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential).|C2 5. 7CAGGATGTTCGAGCTGACCTG0.572

+ 3 790 NM_003124 NP_003115 P35270 SPRE_HUMAN 2TTACTGGAAAAGGACGAGTTC0.512

- 2 875RAB11FIP5_uc002sit.3_Missense_Mutation_p.L134FNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0CTGCTTGGGAGGATGGCAGAG0.552

- 9 1678DQX1_uc002smc.2_Missense_Mutation_p.R66CNM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2AGTGGAGGACGGGTAAACCCA0.527

+ 5 852TMEM127_uc002svq.2_5'Flank|TMEM127_uc002svr.2_5'FlankNM_004804 NP_004795 O76071 CIAO1_HUMAN WD 5. 0AGTGATGACCGTACTGTGCGT0.542 rs142522111

+ 3 512RALB_uc010yys.1_Missense_Mutation_p.R130G|RALB_uc002tml.2_Missense_Mutation_p.R129G|RALB_uc002tmm.2_RNA|RALB_uc010yyt.1_IntronNM_002881 NP_002872 P11234 RALB_HUMAN 3TGCCGAATTCAGGTATGTCTG0.443

+ 6 1178CNTNAP5_uc010flu.2_Missense_Mutation_p.V272INM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 1.|Extracellular (Potential). 10CTGGCACTCGGTCCTCATTGA0.607

- 4 618 NM_005915 NP_005906 Q14566 MCM6_HUMAN 0AACTGGATTTCGGCAGATGTT0.398

+ 2 361THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Missense_Mutation_p.T11ANM_001080427 NP_001073896 7GCTGAACCGAACTGTGGTTGC0.532

- 63 10964 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 21. 50CCACCAGAATGGAATACATTT0.328

- 9 1274GTDC1_uc002tvo.2_Intron|GTDC1_uc002tvq.2_Missense_Mutation_p.S214L|GTDC1_uc002tvr.2_Intron|GTDC1_uc010fnn.2_Missense_Mutation_p.S332L|GTDC1_uc002tvs.2_Missense_Mutation_p.S300L|GTDC1_uc010fno.2_Missense_Mutation_p.S203LNM_001006636 NP_001006637 Q4AE62 GTDC1_HUMAN 1TTTGGCCTCTGAAAAAATATC0.358

- 129 17979NEB_uc002txr.2_Missense_Mutation_p.Q2353K|NEB_uc002txt.3_Missense_Mutation_p.Q435KNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 162. 20CTCTGCATCTGCTGAGACTCT0.448

- 40 4879 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 40. 20ACTTTTTGCAGCAACAATTGG0.303

+ 8 7058XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.P2172L|XIRP2_uc010fpq.2_Missense_Mutation_p.P2125L|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14CTCCCTCTTCCTCCACCTCCA0.458

+ 4 669GAD1_uc002ugh.2_Missense_Mutation_p.D83NNM_000817 NP_000808 Q99259 DCE1_HUMAN 1TGAAAACAGCGACCGGGATGC0.552



- 287 84469uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.A21777V|TTN_uc010zfi.1_Missense_Mutation_p.A21710V|TTN_uc010zfj.1_Missense_Mutation_p.A21585VNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGTTATGGGAGCACAACCGTC0.448

- 17 3046TTN_uc010zfh.1_Missense_Mutation_p.T895I|TTN_uc010zfi.1_Missense_Mutation_p.T895I|TTN_uc010zfj.1_Missense_Mutation_p.T895I|TTN_uc002unb.2_Missense_Mutation_p.T941INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGTTGGTGGAGTAACAGGAAT0.353

+ 4 2591 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11GAATCCATATCCTTAAGTGAC0.318

- 3 192HIBCH_uc002urv.2_Missense_Mutation_p.E37KNM_014362 NP_055177 Q6NVY1 HIBCH_HUMAN 0AATAGCACCTCTTCTGCTGCA0.358

- 41 7471 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12CATGTTGAAAAGGGCTATGGG0.458

- 12 1603FAM126B_uc002uwu.2_Missense_Mutation_p.G446V|FAM126B_uc002uwv.2_Missense_Mutation_p.G472VNM_173822 NP_776183 Q8IXS8 F126B_HUMAN 1TCCCTCAGTGCCAACCCCAAT0.453

- 3 587GPR1_uc010fue.2_Nonsense_Mutation_p.W67*|GPR1_uc010fuf.2_Nonsense_Mutation_p.W67*NM_005279 NP_005270 P46091 GPR1_HUMANCytoplasmic (Potential). 0CTGTCTTCTTCCACTTGAACC0.458

+ 11 1612STK36_uc002viv.2_Missense_Mutation_p.R449HNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11TTCTGCCAGCGCATCCAGAGT0.507

+ 5 426GMPPA_uc002vls.2_Missense_Mutation_p.D120N|GMPPA_uc002vlt.2_Missense_Mutation_p.D120N|GMPPA_uc002vlu.2_Missense_Mutation_p.D120N|GMPPA_uc002vlv.2_Missense_Mutation_p.D120N|GMPPA_uc002vlw.2_RNA|GMPPA_uc002vlx.2_Missense_Mutation_p.D120NNM_013335 NP_037467 Q96IJ6 GMPPA_HUMAN 0TGTCTGCTCCGACTTCCCCTT0.597

- 4 1389CHPF_uc010zlh.1_Missense_Mutation_p.R226CNM_024536 NP_078812 Q8IZ52 CHSS2_HUMANLumenal (Potential). 0ACCTCAAAGCGGGAGGCCGGG0.657

+ 7 536GIGYF2_uc010zmj.1_Missense_Mutation_p.F67L|GIGYF2_uc002vtg.2_Missense_Mutation_p.F67L|GIGYF2_uc002vtj.3_Missense_Mutation_p.F67L|GIGYF2_uc002vtk.3_Missense_Mutation_p.F67L|GIGYF2_uc002vth.3_Missense_Mutation_p.F67L|GIGYF2_uc010zmk.1_RNANM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7GGATAAAGAATTTCTGCCTAT0.418

+ 7 1413CAPN10_uc010zoh.1_Missense_Mutation_p.A410V|CAPN10_uc002vzl.1_Missense_Mutation_p.A410V|CAPN10_uc002vzm.1_Intron|CAPN10_uc002vzn.1_Missense_Mutation_p.A282V|CAPN10_uc002vzo.1_RNA|CAPN10_uc010fzg.1_RNA|CAPN10_uc002vzp.1_RNA|CAPN10_uc002vzq.1_IntronNM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 1. p.A410A(1) 6TGGAGCCCAGCGAGCATCCCG0.657

- 3 1147uc002whv.1_Intron|UBOX5_uc002whx.2_Missense_Mutation_p.A326V|UBOX5_uc002why.1_Missense_Mutation_p.A326VNM_014948 NP_055763 O94941 RNF37_HUMAN U-box. 2GTCAATCCGGGCCTTGAGGGA0.602

- 7 782_783KIF16B_uc010gch.1_Missense_Mutation_p.R209W|KIF16B_uc010gci.1_Missense_Mutation_p.R209W|KIF16B_uc010gcj.1_Missense_Mutation_p.R209WNM_024704 NP_078980 Q96L93 KI16B_HUMAN Kinesin-motor. 8GCGGTGGTCCGGTTGATATTGC0.48

+ 2 435LOC100130264_uc010zsd.1_IntronNM_020689 NP_065740 Q9HC58 NCKX3_HUMANExtracellular (Potential). 1CGAAGATGCCGGACTCCGGAA0.547

- 5 635GGTLC1_uc002wtu.2_Missense_Mutation_p.V168INM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1ACTGTCGTGACGTTGGGCAGA0.622

+ 2 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GTACAGAATCGCCCTGAAATC0.353 rs7266938

+ 8 1220C20orf160_uc002wxg.2_Missense_Mutation_p.S6NNM_080625 NP_542192 Q9NUG4 CT160_HUMAN 4TAGTTGCGGAGTAAGCTGGGG0.607

+ 12 2260ASXL1_uc010geb.2_Missense_Mutation_p.R503GNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.Q592fs*5(1) 248GACTGGCGCCAGGACCCTCGC0.637

+ 11 2022RALGAPB_uc010zvz.1_3'UTR|RALGAPB_uc002xix.2_Missense_Mutation_p.L589F|RALGAPB_uc002xiy.1_Missense_Mutation_p.L589F|RALGAPB_uc002xiz.2_Missense_Mutation_p.L367F|RALGAPB_uc002xja.1_Missense_Mutation_p.L316FNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2TATTTCAGCTCTTGAAACCAT0.438

+ 15 1847_1848 uc002xjn.1_Intron NM_003286 NP_003277 P11387 TOP1_HUMAN 7GGGAAGGACTCCATCAGATACT0.455

- 5 896SYS1_uc002xnw.1_Intron|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1ATGGCGCGATCTCCACCCTCT0.557

- 14 1466ATP9A_uc010gih.1_Missense_Mutation_p.E353G|ATP9A_uc002xwf.1_IntronNM_006045 NP_006036 O75110 ATP9A_HUMANCytoplasmic (Potential). 4GCAGGAGTCTTCGTACTGCTT0.597

+ 17 1772RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.L477F|RTEL1_uc011abd.1_Missense_Mutation_p.L501F|RTEL1_uc011abe.1_Missense_Mutation_p.L254F|RTEL1_uc002yfw.2_RNA|RTEL1_uc002yfx.1_5'FlankNM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0CTCCCTCATCCTTACCAGCGG0.677

- 14 2312 NM_020713 NP_065764 Q96KM6 Z512B_HUMANC2H2-type 6; atypical. 0CACGTCGTTGGGACAGTTGAC0.622

- 1 130 NM_181609 NP_853640 Q7Z4W3 KR193_HUMAN 0CCATATCCGTAGCCTCCATAG0.567

+ 3 204PPIL2_uc002zvh.3_Missense_Mutation_p.P30S|PPIL2_uc002zvi.3_Missense_Mutation_p.P30S|PPIL2_uc002zvg.3_Missense_Mutation_p.P30S|PPIL2_uc011aij.1_Missense_Mutation_p.P30SNM_148175 NP_680480 Q13356 PPIL2_HUMAN 2AACAGATCTCCCACAAACAAA0.353

+ 19 3912BCR_uc002zwx.2_Missense_Mutation_p.D1062N|BCR_uc011aiy.1_Missense_Mutation_p.D695NNM_004327 NP_004318 P11274 BCR_HUMAN Rho-GAP. 12GGCAGCCTTCGACGTCAGTGA0.632

+ 5 730 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANExtracellular (Potential). 1AACTCCGGCTCTTTCACTTTC0.552

- 13 1968AP1B1_uc003afi.2_Missense_Mutation_p.P595L|AP1B1_uc003afk.2_Missense_Mutation_p.P595L|AP1B1_uc003afl.2_Missense_Mutation_p.P595L|AP1B1_uc011ako.1_Missense_Mutation_p.P148LNM_001127 NP_001118 Q10567 AP1B1_HUMANPro-rich (stalk region). 2GGCCGTGCGAGGTGGCAGGCT0.637

+ 4 2181NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|21.0AGAAGCAAAGTCCCCTGAGAA0.557

- 3 961 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMANLRR 1.|Extracellular (Potential). 2AGCCGCAGGTCGTGCACGGTG0.592

+ 6 795TRIOBP_uc003atu.2_Missense_Mutation_p.P3L|TRIOBP_uc003atq.1_Missense_Mutation_p.P175L|TRIOBP_uc003ats.1_Missense_Mutation_p.P3LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GTGATGATCCCGAGGAGGCCT0.627

- 4 458CSNK1E_uc003avk.2_Missense_Mutation_p.P66L|CSNK1E_uc003avl.1_RNA|CSNK1E_uc003avm.1_Missense_Mutation_p.P66L|CSNK1E_uc003avo.2_Missense_Mutation_p.P66L|CSNK1E_uc003avp.1_Missense_Mutation_p.P66L|CSNK1E_uc003avq.1_Missense_Mutation_p.P66L|LOC400927_uc010gxm.2_RNANM_152221 NP_689407 P49674 KC1E_HUMANProtein kinase. 3CTTGATGGACGGGATCCCCAC0.647

+ 3 344L3MBTL2_uc010gyi.1_Missense_Mutation_p.G6D|L3MBTL2_uc003azn.2_RNA|uc003azp.1_RNANM_031488 NP_113676 Q969R5 LMBL2_HUMAN FCS-type. 3GGTATCGTGGGTACAAGGGAA0.512

+ 14 1795ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN 1CCTGCTCTTCGACCCGCTGGG0.622

+ 22 2806ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1CATCCAGTCCGAGAAGCACAA0.622

+ 13 1258ARPP21_uc003cga.2_Intron|ARPP21_uc011axy.1_Missense_Mutation_p.R298W|ARPP21_uc003cgf.2_Missense_Mutation_p.R133WNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3ACAGCTCTTTCGGTTGGTATG0.303

+ 9 1026ITGA9_uc003chc.2_Missense_Mutation_p.A325TNM_002207 NP_002198 Q13797 ITA9_HUMANExtracellular (Potential).|FG-GAP 5. 6GCTGGTGGGGGCCCCCATGTT0.542

+ 4 697SLC22A13_uc011aym.1_RNA|SLC22A13_uc011ayn.1_Missense_Mutation_p.E215KNM_004256 NP_004247 Q9Y226 S22AD_HUMANHelical; (Potential). 1CACAGTGACAGAATGGGTGGG0.622

- 14 2344SCN5A_uc003cin.2_Missense_Mutation_p.P717L|SCN5A_uc003cil.3_Missense_Mutation_p.P717L|SCN5A_uc010hhi.2_Missense_Mutation_p.P717L|SCN5A_uc010hhk.2_Missense_Mutation_p.P717L|SCN5A_uc011ayr.1_Missense_Mutation_p.P717L|SCN5A_uc010hhj.1_Missense_Mutation_p.P328LNM_198056 NP_932173 Q14524 SCN5A_HUMANHelical; Name=S1 of repeat II; (Potential). 9GTCAGTAAACGGGTCCATGAC0.547

+ 5 608CTNNB1_uc003ckp.2_Missense_Mutation_p.R151H|CTNNB1_uc003ckq.2_Missense_Mutation_p.R151H|CTNNB1_uc003ckr.2_Missense_Mutation_p.R151H|CTNNB1_uc011azf.1_Missense_Mutation_p.R144H|CTNNB1_uc011azg.1_Missense_Mutation_p.R79H|uc010hib.1_5'FlankNM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 1.p.M1_V173del(1)|p.I35_K170del(1)|p.A20_R151del(1)|p.A13_R151del(1)3166CTTGCCACACGTGCAATCCCT0.433

+ 14 2032TRAK1_uc011azh.1_Missense_Mutation_p.G606S|TRAK1_uc011azi.1_Missense_Mutation_p.G606S|TRAK1_uc011azj.1_Missense_Mutation_p.G532S|TRAK1_uc003cla.2_Missense_Mutation_p.G548SNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN 1CCCCCGGCCCGGTGTGGTCAC0.512

+ 14 2053TRAK1_uc011azh.1_Missense_Mutation_p.R613W|TRAK1_uc011azi.1_Missense_Mutation_p.R613W|TRAK1_uc011azj.1_Missense_Mutation_p.R539W|TRAK1_uc003cla.2_Missense_Mutation_p.R555WNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN 1CAAGGGCTTCCGGACGCTGGA0.582

+ 10 1065LARS2_uc010hit.1_Missense_Mutation_p.E251KNM_015340 NP_056155 Q15031 SYLM_HUMAN 2AGCCACGGGCGAAAAGCTGAC0.557

+ 3 449LZTFL1_uc003coy.1_Intron|LZTFL1_uc011bak.1_Intron|CCR9_uc010hiv.1_Missense_Mutation_p.L86F|CCR9_uc003cpa.1_Missense_Mutation_p.L86FNM_031200 NP_112477 P51686 CCR9_HUMANHelical; Name=2; (Potential). 3CCTCCTCTTTCTTGTCACTCT0.473

+ 2 820FYCO1_uc003cpb.3_Intron|FYCO1_uc011bal.1_Intron|CXCR6_uc010hix.1_Missense_Mutation_p.F247LNM_006564 NP_006555 O00574 CXCR6_HUMANHelical; Name=6; (Potential). 1CCAGATGCCCTTCAACCTCAT0.493



- 4 514 NM_000258 NP_000249 P08590 MYL3_HUMAN EF-hand 2. 0CCCTCCTTGTCGAAGACCCGC0.587

- 3 578CCDC51_uc003cta.2_Missense_Mutation_p.L44F|CCDC51_uc003ctb.2_Missense_Mutation_p.L44F|CCDC51_uc003ctc.2_Missense_Mutation_p.L153F|CCDC51_uc003ctd.2_Missense_Mutation_p.L44FNM_024661 NP_078937 Q96ER9 CCD51_HUMAN Potential. 0CTGTGCTCGAGAGTAGCCAGT0.612

- 2 4427CELSR3_uc003cuf.1_Missense_Mutation_p.E1452DNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|EGF-like 1; calcium-binding.11TCTCACAGGGCTCTCGCAGGC0.662

- 20 4283MST1R_uc011bdc.1_Missense_Mutation_p.E219GNM_002447 NP_002438 Q04912 RON_HUMANCytoplasmic (Potential).|Protein kinase. 6CTGCTCCACCTCCCCCACTAG0.557

+ 43 4447 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0CAGAGCCTGTGGATTGAACGT0.537

+ 3 645ABHD6_uc003djr.2_Missense_Mutation_p.G79R|ABHD6_uc003djt.3_Missense_Mutation_p.G79RNM_020676 NP_065727 Q9BV23 ABHD6_HUMANCytoplasmic (Potential). 2CATGCTCCACGGATTCTCTGC0.448

- 7 2117 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5GACAAGCCCCCTTCCTCTTCC0.547

- 12 1332LRIG1_uc011bfu.1_Missense_Mutation_p.D60N|LRIG1_uc003dmw.2_Missense_Mutation_p.D106N|LRIG1_uc010hnz.2_Missense_Mutation_p.D156N|LRIG1_uc010hoa.2_Missense_Mutation_p.D464NNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|LRRCT. 5AGGAAGCTGTCGCTGCTGATA0.562

+ 6 1612EPHA3_uc003dqx.1_Missense_Mutation_p.P463S|EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANExtracellular (Potential).|Fibronectin type-III 2. 33ACCTGAACATCCTAATGGGAT0.453

+ 4 1217EPHA6_uc003drp.1_Missense_Mutation_p.P392SNM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANExtracellular (Potential). 16TAAATGTCCTCCACACAGTTT0.373

+ 12 1861SIDT1_uc011bif.1_RNA|SIDT1_uc003eaj.1_Missense_Mutation_p.D404N|SIDT1_uc011big.1_Missense_Mutation_p.D157N|SIDT1_uc011bih.1_RNA|SIDT1_uc011bii.1_5'FlankNM_017699 NP_060169 Q9NXL6 SIDT1_HUMANCytoplasmic (Potential). 5GGAGGAGAGCGACTTCGACAC0.552

- 5 807DRD3_uc010hqn.1_Splice_Site_p.R128_splice|DRD3_uc003ebb.1_Splice_Site_p.R128_splice|DRD3_uc003ebc.1_Splice_Site_p.R128_spliceNM_000796 NP_000787 P35462 DRD3_HUMAN 4GCAGTGTACCTGAAAAAGCAA0.498

+ 6 643_644UPK1B_uc011bix.1_Missense_Mutation_p.P105L|UPK1B_uc003ecd.2_Missense_Mutation_p.P177LNM_006952 NP_008883 O75841 UPK1B_HUMANExtracellular (Potential). 0GCTGACTATCCCTGGCCTCGTC0.46

- 2 418TMEM39A_uc003ecl.1_5'UTRNM_018266 NP_060736 Q9NV64 TM39A_HUMAN 2TGCAAAGAAGGTAAAGCTGAA0.483

- 17 4112_4113HEG1_uc003ehr.3_Missense_Mutation_p.A203T|HEG1_uc011bke.1_Missense_Mutation_p.A1449TNM_020733 NP_065784 Q9ULI3 HEG1_HUMANCytoplasmic (Potential). 2CCAGTGTAGGCCGGGTAGAGTC0.431

- 5 1016ACAD11_uc003eoy.2_Missense_Mutation_p.N212KNM_032169 NP_115545 Q709F0 ACD11_HUMAN 1CTTCATTGTCATTATCGGGCA0.403

+ 5 1030 NM_003571 NP_003562 Q13515 BFSP2_HUMAN 0ACTCTCCACAGCAACAGGCGG0.572

- 14 1829FAM194A_uc003eyh.2_Missense_Mutation_p.G445ENM_152394 NP_689607 Q7L0X2 F194A_HUMAN 3AAGGTCATCTCCACTTACGTA0.453

+ 16 2076GFM1_uc003fcf.2_RNA|GFM1_uc003fcg.2_Missense_Mutation_p.P588SNM_024996 NP_079272 Q96RP9 EFGM_HUMAN 4AGTTGTAGCTCCAAATGAATT0.383

- 13 2749MECOM_uc010hwk.1_Missense_Mutation_p.S841F|MECOM_uc003ffj.3_Missense_Mutation_p.S892F|MECOM_uc011bpi.1_Missense_Mutation_p.S819F|MECOM_uc003ffn.3_Missense_Mutation_p.S827F|MECOM_uc003ffk.2_Missense_Mutation_p.S818F|MECOM_uc003ffl.2_Missense_Mutation_p.S978F|MECOM_uc011bpj.1_Missense_Mutation_p.S1015F|MECOM_uc011bpk.1_Missense_Mutation_p.S817FNM_005241 NP_005232 Q03112 EVI1_HUMAN 14TTCCAGTTCAGAATGAGGCGA0.408

- 16 2449ABCC5_uc011bqt.1_Missense_Mutation_p.T290A|ABCC5_uc010hxl.2_Missense_Mutation_p.T762ANM_005688 NP_005679 O15440 MRP5_HUMANABC transporter 1. 4CCTCTTTCCGTAATACAGCCC0.428

- 16 1883ATP13A4_uc003fte.1_Missense_Mutation_p.G592A|ATP13A4_uc011bsr.1_Missense_Mutation_p.G63A|ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2GATTGCAATTCCTTCCACTGG0.473

+ 6 1442ZNF595_uc003fzu.1_Intron|ZNF718_uc003fzt.3_Intron|ZNF595_uc011bus.1_Missense_Mutation_p.C197F|ZNF595_uc011but.1_Missense_Mutation_p.C197FNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0TGCGAAGAATGTGGCAAAGCT0.383

- 3 1986 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4GTTTGATGCAGCTCCAAGACT0.378

+ 27 3029SLIT2_uc003gps.1_Missense_Mutation_p.R934QNM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 1. 11GACTTTTACCGATGCACCTGT0.398

- 13 1259 NM_003215 NP_003206 P42680 TEC_HUMAN Protein kinase. 9TACTGGGCTCGCCATTTGCCA0.453

+ 5 1220SLAIN2_uc003gyb.1_Missense_Mutation_p.R29KNM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0CAGTCACCCAGAAATTCACCT0.478

- 10 1921CENPC1_uc010ihj.1_RNA|CENPC1_uc010ihk.1_RNA|CENPC1_uc010ihm.1_Missense_Mutation_p.R580GNM_001812 NP_001803 Q03188 CENPC_HUMAN 2GTCTTCTGCCTTTTAAGTGGA0.343

- 1 1475 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TGGTTCAAATCGTTCCATCCT0.507

+ 45 7493PTPN13_uc003hpy.2_Missense_Mutation_p.R2343Q|PTPN13_uc003hqa.2_Missense_Mutation_p.R2319Q|PTPN13_uc003hqb.2_Missense_Mutation_p.R2147QNM_080683 NP_542414 Q12923 PTN13_HUMANTyrosine-protein phosphatase. 6AACAGACTTCGACTGGCTCTT0.448

+ 5 782HSPA4L_uc010iny.1_Splice_Site_p.V136_splice|HSPA4L_uc011cgr.1_Splice_Site_p.V144_spliceNM_014278 NP_055093 O95757 HS74L_HUMAN 4ACTACTGCAGGTGAGCACTTT0.328

+ 9 1367HSPA4L_uc010iny.1_Missense_Mutation_p.V331I|HSPA4L_uc011cgr.1_Missense_Mutation_p.V339INM_014278 NP_055093 O95757 HS74L_HUMAN 4TGATGAAGCTGTTGCAAGAGG0.338

- 17 1613OTUD4_uc003ijz.3_Missense_Mutation_p.S491FNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3TTCCGCAGGAGAAGGGCACTC0.353

- 7 1613SH3D19_uc003imc.2_Nonsense_Mutation_p.Q175*|SH3D19_uc003ime.2_Nonsense_Mutation_p.Q175*|SH3D19_uc010ipm.2_Nonsense_Mutation_p.Q175*NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. 2GCTTTGGCTTGTGATGCCCCT0.552

- 7 1368SH3D19_uc003imc.2_Missense_Mutation_p.A93V|SH3D19_uc003ime.2_Missense_Mutation_p.A93V|SH3D19_uc010ipm.2_Missense_Mutation_p.A93VNM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. 2GATGCTTCCCGCTTCTTGCAG0.537

+ 3 364_365FGB_uc010ipu.1_RNA|FGB_uc003iob.3_Missense_Mutation_p.G106K|FGB_uc010ipv.2_Intron|FGB_uc010ipw.2_Missense_Mutation_p.G106K|FGB_uc003ioc.3_IntronNM_005141 NP_005132 P02675 FIBB_HUMAN 3GTGTCCTACAGGATGTCAGTTG0.401

- 3 1339MFAP3L_uc003isn.3_Nonsense_Mutation_p.Y284*NM_021647 NP_067679 O75121 MFA3L_HUMANCytoplasmic (Potential). 1TGGCTTCCAGGTAAGCTGGCG0.483

- 4 809 NM_153343 NP_699174 Q6UWR7 ENPP6_HUMANExtracellular (Potential). 1ACCTGGATCCACTTGGTCATG0.547

+ 3 470C5orf22_uc011cnw.1_RNA|C5orf22_uc003jhk.3_5'UTRNM_018356 NP_060826 Q49AR2 CE022_HUMAN 2ACACCACTTTTTAGTAGGCAA0.378

- 20 4256ADAMTS12_uc010iuq.1_Missense_Mutation_p.C1280RNM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 5. 9CAGCCAGCACAGGGACGGAGG0.557

- 6 1038 NM_001007527 NP_001007528 Q68DH5 LMBD2_HUMANCytoplasmic (Potential). 0TCGAGGAATTTCCACCAAGCC0.423

- 12 1984C6_uc003jml.1_Missense_Mutation_p.P592SNM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7TGGGGGGCAGGATTATTGCAT0.502

- 1 633C5orf39_uc010ivj.1_RNA|LOC153684_uc003jng.2_5'Flank|LOC153684_uc003jni.2_5'FlankNM_001014279 NP_001014301 Q3ZCQ2 AX2R_HUMAN 0CTGTCGGGTTCCTCTGCCTGC0.607

+ 21 3298NNT_uc003jof.2_Missense_Mutation_p.A1015TNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. 3TGTTAATTCAGCAGCTCAAGA0.343

+ 10 2324 NM_005921 NP_005912 Q13233 M3K1_HUMAN 2AATTCTGGGGGCAGCAGTGGA0.577

+ 13 1990POLK_uc003kdx.2_RNA|POLK_uc003kdy.2_RNA|POLK_uc010izq.2_Missense_Mutation_p.G434R|POLK_uc003kec.2_Missense_Mutation_p.G542R|POLK_uc010izr.2_RNA|POLK_uc010izs.2_RNA|POLK_uc003ked.2_Intron|POLK_uc003kee.2_Intron|POLK_uc003kef.2_Missense_Mutation_p.G542RNM_016218 NP_057302 Q9UBT6 POLK_HUMAN UBZ-type 1. 4TAGGGCTCAAGGGTGCATCAG0.368

+ 2 10147 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AGGCAGTCACGGTAATGAAGT0.483



- 8 1129PCSK1_uc010jbi.1_IntronNM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2CCCCCCGTTTCCCGAAGCCCA0.512

- 2 1198GDF9_uc011cxj.1_Missense_Mutation_p.R228CNM_005260 NP_005251 O60383 GDF9_HUMAN 1CTGCGGTGACGGTGATGGGAA0.512

- 2 962TRPC7_uc010jef.1_Missense_Mutation_p.K312R|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Intron|TRPC7_uc010jei.1_Intron|TRPC7_uc010jej.1_IntronNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANCytoplasmic (Potential). 0GGAGCTTACCTTCTTGACTTC0.493

+ 20 4926_4927KDM3B_uc010jew.1_Missense_Mutation_p.P1232F|KDM3B_uc011cys.1_Missense_Mutation_p.P608FNM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN JmjC. 11TGTTGGGATTCCCATCGGGGAG0.421

+ 1 1887PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.A587VNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 6.|Extracellular (Potential). 0TCGGTGGGTGCGGGCCACGTG0.682

+ 1 1848PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Intron|PCDHA13_uc003lif.2_Intron|PCDHAC1_uc003lig.1_Missense_Mutation_p.P558SNM_018898 NP_061721 Q9H158 PCDC1_HUMANExtracellular (Potential).p.P558S(1) 5TATCTTGTTTCCCTTGCCCAG0.493 rs140626189

+ 1 802 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 2. 6AGAGTTCAGTTTAACCCTCAC0.498

+ 1 964PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc011dau.1_Missense_Mutation_p.R322WNM_018919 NP_061742 Q9Y5G7 PCDG6_HUMANCadherin 3.|Extracellular (Potential). 1TGTTGAAGCCCGGGATGGGCC0.413

+ 11 2285LARP1_uc003lvo.2_Missense_Mutation_p.R542Q|LARP1_uc010jie.1_Missense_Mutation_p.R414QNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4ATGGATGGGCGGAAGAACACC0.502

- 2 1043 NM_130899 NP_570969 Q8TC56 FA71B_HUMAN Ala-rich. 6ATAGCTGCTCCCGCCAGCGCT0.532

+ 19 2120CYFIP2_uc011ddn.1_Splice_Site_p.E635_splice|CYFIP2_uc011ddo.1_Splice_Site_p.E465_splice|CYFIP2_uc003lwr.2_Splice_Site_p.E661_splice|CYFIP2_uc003lws.2_Splice_Site_p.E661_splice|CYFIP2_uc003lwt.2_Splice_Site_p.E564_splice|CYFIP2_uc011ddp.1_Splice_Site_p.E395_spliceNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0CCATGATGGAGTAAGAGGCAG0.522

+ 2 495 NM_000811 NP_000802 Q16445 GBRA6_HUMAN 12GGATTTGGAGGTAAGAAGCTG0.453

+ 8 1317GABRG2_uc010jjc.2_Missense_Mutation_p.T360N|GABRG2_uc003lyy.3_Missense_Mutation_p.T320N|GABRG2_uc011dej.1_Missense_Mutation_p.T225NNM_000816 NP_000807 P18507 GBRG2_HUMANHelical; (Probable). 5ACCCTCAGCACCATTGCCCGG0.463

+ 10 1903ODZ2_uc003lzq.2_Missense_Mutation_p.V514M|ODZ2_uc003lzr.3_Missense_Mutation_p.V403M|ODZ2_uc003lzt.3_Translation_Start_Site|uc003lzs.1_IntronNM_001122679 NP_001116151 10AGAGTGCGACGTGCCCATGAA0.577

+ 11 1648CCDC99_uc010jjj.2_Missense_Mutation_p.P386S|CCDC99_uc011deq.1_Missense_Mutation_p.P274S|CCDC99_uc010jjk.2_Missense_Mutation_p.P183SNM_017785 NP_060255 Q96EA4 SPDLY_HUMAN 2TGAGGTGCTCCCTGTGGATAT0.448

+ 3 342BNIP1_uc003mci.3_Missense_Mutation_p.E123K|BNIP1_uc003mck.3_Missense_Mutation_p.E123K|BNIP1_uc003mcl.3_Missense_Mutation_p.E80KNM_001205 NP_001196 Q12981 SEC20_HUMANPotential.|Cytoplasmic (Potential). 1TCTACTCCAGGAAGTGGAGAA0.473

- 10 1399AGXT2L2_uc003miy.2_Nonsense_Mutation_p.E108*|AGXT2L2_uc003mjc.2_Nonsense_Mutation_p.E342*|AGXT2L2_uc003mja.2_RNA|AGXT2L2_uc003mjb.2_Nonsense_Mutation_p.E108*|AGXT2L2_uc003mjd.1_Nonsense_Mutation_p.E241*NM_153373 NP_699204 Q8IUZ5 AT2L2_HUMAN 1GCAGCCTCTTCAGTTGCTGGT0.512

- 7 1576GRM6_uc003mjq.2_5'Flank|GRM6_uc010jla.1_Missense_Mutation_p.A49V|GRM6_uc003mjs.1_Missense_Mutation_p.A86VNM_000843 NP_000834 O15303 GRM6_HUMANExtracellular (Potential). 8CCGCCCGGGCGCATCTCCGTT0.642

+ 1 326DSP_uc003mxq.1_Missense_Mutation_p.R16HNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9ACTCTGGGCCGCATGATCCGC0.697

- 23 2971KIF13A_uc003ncf.2_Missense_Mutation_p.H956Y|KIF13A_uc003nch.3_Missense_Mutation_p.H956Y|KIF13A_uc003nci.3_Missense_Mutation_p.H956YNM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4GCACACCGGTGGCCCCATACT0.473

+ 7 1298TRIM38_uc003nfn.2_Missense_Mutation_p.R270K|TRIM38_uc010jqd.2_5'UTRNM_006355 NP_006346 O00635 TRI38_HUMAN B30.2/SPRY. 0AAAATGTTAAGGAGTCATCAA0.438

+ 7 1253HLA-F_uc011dlx.1_Missense_Mutation_p.R377W|HLA-F_uc011dly.1_RNA|LOC285830_uc003nnp.2_RNA|LOC285830_uc011dlz.1_RNANM_001098479 NP_001091949 P30511 HLAF_HUMAN 0GGGCTGCCTCCGGAGTCACAG0.512

- 4 1107RNF39_uc003npd.2_IntronNM_025236 NP_079512 Q9H2S5 RNF39_HUMAN B30.2/SPRY. 0GGTTCGGGTGCCGTGAGGGCC0.756

- 13 6352MDC1_uc003nrf.3_Missense_Mutation_p.T602INM_014641 NP_055456 Q14676 MDC1_HUMANRequired for nuclear localization (NLS2). 4CTCAGGGTCGGTCACCACATA0.547

- 10 4203MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.S862PNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4TGGTCTGTGGAGGTGGAAGGC0.532

+ 2 229 MICA_uc003rxz.1_5'UTR 0CAGGCAGAAATGCAGGGCAAA0.552 rs17200172

- 2 821ATF6B_uc003nzo.2_5'Flank|ATF6B_uc003nzn.2_5'Flank|ATF6B_uc011dpg.1_5'Flank|ATF6B_uc011dph.1_5'FlankNM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0GAGCCTGACAGGAGGTCCAGA0.587

- 3 737HLA-DQB1_uc010juc.1_Missense_Mutation_p.E174K|HLA-DQB1_uc003obv.2_Missense_Mutation_p.E219K|HLA-DQB1_uc011dqd.1_Missense_Mutation_p.E219K|HLA-DQB1_uc011dqe.1_3'UTRNM_002123 NP_002114 P01920 DQB1_HUMANExtracellular (Potential).|Beta-2.|Ig-like C1-type. 0TTACGCCACTCCACGGTGATG0.537

- 3 592IP6K3_uc003ofb.2_Missense_Mutation_p.E19GNM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0CAGGAAGGGCTCCAGCTGCAC0.622

- 10 4907ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7AGAGGTGTCTGAACTTTTGGT0.502

- 3 221 NM_032111 NP_115487 Q6P1L8 RM14_HUMAN 1CTTCTGAATCGCACTCAGACT0.532

- 2 585GCLC_uc003pbx.2_Missense_Mutation_p.R66QNM_001498 NP_001489 P48506 GSH1_HUMAN 2CAGGACCAACCGGACTTTTTT0.378 rs148272922

+ 1 818 NM_032602 NP_115991 Q969M2 CXA10_HUMANCytoplasmic (Potential). 0TGTATGATTTGCTCTTCATTG0.423

- 4 830MCHR2_uc003pqi.1_Missense_Mutation_p.S172LNM_001040179 NP_001035269 Q969V1 MCHR2_HUMANHelical; Name=4; (Potential). 8GATGACCTTCGAGTAGACCCA0.443 rs145638548

- 27 3384AKD1_uc011eat.1_Missense_Mutation_p.L182FNM_001145128 NP_001138600 Q5TCS8 AKD1_HUMAN 1ATTACTTCAAGAATTTCAGGA0.303 rs144036651

+ 2 567_568 NM_175057 NP_778227 Q96RI9 TAAR9_HUMANExtracellular (Potential). 0CTGTGTAGGAGGCTGCCAGGCT0.406

- 2 277TAAR2_uc010kfr.1_Missense_Mutation_p.G48RNM_001033080 NP_001028252 Q9P1P5 TAAR2_HUMANHelical; Name=2; (Potential). 1ATGGTGAATCCCAGGAGGAAA0.423

+ 12 1592MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Missense_Mutation_p.A443T|MTHFD1L_uc003qoc.2_Missense_Mutation_p.A390TNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4GGCTCTGACCGCACACCTGAA0.502

- 82 16305SYNE1_uc003qot.3_Missense_Mutation_p.P5164S|SYNE1_uc003qou.3_Missense_Mutation_p.P5235S|SYNE1_uc010kiz.2_Missense_Mutation_p.P990SNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45GAACTTCCAGGTAACTTATCT0.398

- 29 4657 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6GTGGAGGATATGCCTCGATAA0.448

+ 9 1153 NM_000301 NP_000292 P00747 PLMN_HUMAN 4ACAATTGGCTCCCACAGGTAA0.488

- 3 421 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN CH. 1ATGCTCAGCCGGTCAGGCACC0.657 rs150995341

- 9 1183MAD1L1_uc003sle.1_Missense_Mutation_p.E35G|MAD1L1_uc003slf.1_Missense_Mutation_p.E306G|MAD1L1_uc003slg.1_Missense_Mutation_p.E306G|MAD1L1_uc010ksh.1_Missense_Mutation_p.E306G|MAD1L1_uc003sli.1_Missense_Mutation_p.E214G|MAD1L1_uc010ksi.1_Missense_Mutation_p.E259G|MAD1L1_uc010ksj.2_Missense_Mutation_p.E306GNM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2CACCTCGTTCTCCAGCTCCAA0.637

+ 3 873FOXK1_uc003sna.1_Missense_Mutation_p.S125L|FOXK1_uc003snb.1_Missense_Mutation_p.S288LNM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2AAGGCCGCGTCGGAGCAGCAG0.657

+ 7 964SLC29A4_uc011jwg.1_RNA|SLC29A4_uc003soc.2_Missense_Mutation_p.S268N|SLC29A4_uc003soe.2_Missense_Mutation_p.S254N|SLC29A4_uc010ksw.2_5'FlankNM_153247 NP_694979 Q7RTT9 S29A4_HUMANCytoplasmic (Potential). 1CCGCGTGACAGCCACCGGGGC0.662

- 8 1320 NM_001077653 NP_001071121 Q9UMR3 TBX20_HUMAN 1GAGGAATGGCGTAGTCCTTGA0.498

+ 48 13316ABCA13_uc010kys.1_Missense_Mutation_p.G1506R|ABCA13_uc010kyt.1_RNA|ABCA13_uc010kyu.1_Missense_Mutation_p.G161RNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10GAGACAATACGGTAATGTTAT0.358



+ 10 1116 NM_000265 NP_000256 P14598 NCF1_HUMANArg/Lys-rich (highly basic). 1CCCGGGAGCCCGCTCGGTGAG0.517

- 11 1659 NM_012431 NP_036563 O15041 SEM3E_HUMAN Sema. 3GGCATCATCAGGATAGTCCTT0.393

- 3 337 NM_006304 NP_006295 P60896 DSS1_HUMAN 0GCAGCCATACGGGGTTTCACA0.363

+ 1 1411ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_5'UTRNM_019606 NP_062552 Q7L2J0 MEPCE_HUMANBin3-type SAM. 1GAGGATGGGCGCCTTCGGGTG0.562

+ 4 734SERPINE1_uc011kkj.1_Missense_Mutation_p.G181S|SERPINE1_uc003uxu.1_Missense_Mutation_p.G27SNM_000602 NP_000593 P05121 PAI1_HUMAN 3CTACTTCAACGGCCAGTGGAA0.562

- 7 718 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN EF-hand 2. 2TAAGTTTTTCTTTGATGCTGT0.562

- 22 3342LAMB1_uc003vev.2_Missense_Mutation_p.H1027YNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin EGF-like 10. 8CCTTCCGTGTGGTACAGGCAC0.532

- 3 330SLC13A1_uc010lks.2_5'UTRNM_022444 NP_071889 Q9BZW2 S13A1_HUMAN 2GTGCAAATTCCATTTTTCTAT0.378

- 12 2684IQUB_uc011kny.1_Missense_Mutation_p.K36E|IQUB_uc003vko.2_Missense_Mutation_p.K703E|IQUB_uc010lkt.2_RNANM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4TCCAGGGATTTATTCCATCTG0.468

- 4 393IMPDH1_uc011kom.1_Missense_Mutation_p.T96I|IMPDH1_uc003vmt.2_Intron|IMPDH1_uc003vmu.2_Missense_Mutation_p.T181I|IMPDH1_uc003vmw.2_Missense_Mutation_p.T171I|IMPDH1_uc011kon.1_Missense_Mutation_p.T148I|IMPDH1_uc003vmv.2_Missense_Mutation_p.T145I|IMPDH1_uc003vmx.2_Missense_Mutation_p.T104I|IMPDH1_uc003vmy.2_Missense_Mutation_p.T112INM_001142573 NP_001136045 P20839 IMDH1_HUMAN 4GAACTCTGGGGTGCAGTTGTG0.612

+ 9 1728ZYX_uc011ktd.1_Missense_Mutation_p.A368T|ZYX_uc003wcx.2_Missense_Mutation_p.A525T|ZYX_uc011kte.1_Missense_Mutation_p.A494T|ZYX_uc011ktf.1_Missense_Mutation_p.A368TNM_001010972 NP_001010972 Q15942 ZYX_HUMANLIM zinc-binding 3. 0GCGAGTGGTCGCCCTGGACAA0.607

+ 44 6434 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0ACTGGCTCCTCCAACGCATAT0.617

- 5 995KCNH2_uc003wib.2_5'Flank|KCNH2_uc011kux.1_Missense_Mutation_p.R232C|KCNH2_uc003wid.2_5'Flank|KCNH2_uc003wie.2_Missense_Mutation_p.R328CNM_000238 NP_000229 Q12809 KCNH2_HUMANCytoplasmic (Potential). 4CTAATGGTGCGGTAGCGCACG0.617

+ 24 3030ARHGEF10_uc003wps.2_Missense_Mutation_p.P913L|ARHGEF10_uc010lre.2_Missense_Mutation_p.P602LNM_014629 NP_055444 O15013 ARHGA_HUMAN 1GGGGCACCCCCGGACCCCGAG0.592

- 1 101FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3GAGAGAAGTCCGCTGGATTTC0.522

- 18 6054MYST3_uc010lxc.2_Missense_Mutation_p.I1837T|MYST3_uc003xon.3_Missense_Mutation_p.I1837TNM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7AGGAATGCCAATGTTGGTGGC0.562

+ 8 801VDAC3_uc003xpc.2_Missense_Mutation_p.G221CNM_005662 NP_005653 Q9Y277 VDAC3_HUMANBeta stranded; (By similarity). 1CACCCGTTTTGGCATTGCTGC0.423

+ 2 243 NM_000749 NP_000740 Q05901 ACHB3_HUMANExtracellular (Potential). 1TTTGTTCCAAGGTTATCAGAA0.423

+ 3 461POTEA_uc003xqa.1_Missense_Mutation_p.V140INM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1CTGACAGGCCGTACAATGCCA0.373

+ 5 482SNTG1_uc003xqs.1_Missense_Mutation_p.M37I|SNTG1_uc010lxz.1_Missense_Mutation_p.M37I|SNTG1_uc011ldl.1_RNANM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5ACATTTTGATGATCCAGGAAC0.383

+ 1 420 NM_022454 NP_071899 Q9H6I2 SOX17_HUMAN HMG box. 1GGCGGCCGATGAACGCTTTCA0.677

- 22 3851CSMD3_uc003yns.2_Missense_Mutation_p.S503N|CSMD3_uc003ynt.2_Missense_Mutation_p.S1191N|CSMD3_uc011lhx.1_Missense_Mutation_p.S1127NNM_198123 NP_937756 Q7Z407 CSMD3_HUMANSushi 6.|Extracellular (Potential). 63CAGAGGTGCACTCCACACTCG0.507

- 7 2645ZFAT_uc003yun.2_Missense_Mutation_p.A812T|ZFAT_uc003yuo.2_Missense_Mutation_p.A812T|ZFAT_uc010meh.2_Missense_Mutation_p.A812T|ZFAT_uc010mei.2_RNA|ZFAT_uc003yuq.2_Missense_Mutation_p.A812T|ZFAT_uc010mej.2_Missense_Mutation_p.A762T|ZFAT_uc003yur.2_Missense_Mutation_p.A812T|ZFATAS_uc003yus.1_RNANM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1CTTACCAGTGCTGTGTGAACT0.478

- 4 684ZFAT_uc003yun.2_Missense_Mutation_p.S158L|ZFAT_uc003yuo.2_Missense_Mutation_p.S158L|ZFAT_uc010meh.2_Missense_Mutation_p.S158L|ZFAT_uc010mei.2_RNA|ZFAT_uc003yuq.2_Missense_Mutation_p.S158L|ZFAT_uc010mej.2_Intron|ZFAT_uc003yur.2_Missense_Mutation_p.S158LNM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1TGGTCTTTTCGAGGCTTTTTC0.438

- 3 552CYP11B1_uc010mex.2_5'Flank|CYP11B1_uc003yxh.2_5'Flank|CYP11B1_uc003yxj.2_Missense_Mutation_p.G182E|CYP11B1_uc010mey.2_Missense_Mutation_p.G253ENM_000497 NP_000488 P15538 C11B1_HUMAN 3GGTCAGGCTCCCCCGGGCGTT0.632

+ 18 2474KIAA1432_uc003zjh.2_Missense_Mutation_p.A794V|KIAA1432_uc003zjl.3_Missense_Mutation_p.A757V|KIAA1432_uc003zjj.1_Missense_Mutation_p.A336VNM_020829 NP_065880 Q4ADV7 RIC1_HUMAN 0GAAGAAGAAGCTACCTCACGG0.542

- 1 2961RANBP6_uc011lmf.1_Missense_Mutation_p.I632L|RANBP6_uc003zjs.2_Missense_Mutation_p.I572LNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3ATCTTCCCTATTGCTGAGATA0.363

+ 21 2593KIAA1797_uc003zoh.1_Missense_Mutation_p.D180NNM_017794 NP_060264 Q5VW36 K1797_HUMAN 10GTTAGATGACGATGAAGATGT0.378

+ 1 490LOC442421_uc004aed.1_RNA 0TCATGTTAACCCCTTCCCAGG0.582

+ 7 613TMC1_uc010moz.1_Missense_Mutation_p.E25K|TMC1_uc004aja.1_RNA|TMC1_uc004ajb.1_RNA|TMC1_uc004ajc.1_5'UTR|TMC1_uc010mpa.1_5'UTRNM_138691 NP_619636 Q8TDI8 TMC1_HUMANCytoplasmic (Potential).|Arg/Asp/Glu/Lys-rich (highly charged).1AGGTGAAGAGGAAGAGGAGGT0.413

- 5 1128 NM_004297 NP_004288 O95837 GNA14_HUMANGTP (By similarity). 2TTGGCCACCAACATCCACCAT0.428

+ 13 2217NTRK2_uc004anv.1_Missense_Mutation_p.G414S|NTRK2_uc004any.1_Missense_Mutation_p.G427S|NTRK2_uc004anz.1_Missense_Mutation_p.G427S|NTRK2_uc011lsz.1_Missense_Mutation_p.G427S|NTRK2_uc011lta.1_Missense_Mutation_p.G427S|NTRK2_uc004aob.1_Missense_Mutation_p.G427S|NTRK2_uc011ltb.1_Missense_Mutation_p.G271SNM_001018064 NP_001018074 Q16620 NTRK2_HUMANExtracellular (Potential). 16TGATAAAACCGGTCGGGAACA0.458 rs142393662

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCGTTGGTCTCCG0.692

+ 10 7136ZNF462_uc010mto.2_Missense_Mutation_p.P2192S|ZNF462_uc004bda.2_Missense_Mutation_p.P2191S|ZNF462_uc011lvz.1_Missense_Mutation_p.P240S|uc004bdc.1_IntronNM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5GCGTGTTGTCCCCATTGAAGT0.428

+ 5 692FKBP15_uc010muu.1_Intron|SLC31A1_uc004bgv.3_IntronNM_001859 NP_001850 O15431 COPT1_HUMANHelical; (Potential). 0GCAGGGGCCGGTACAGGATAC0.502

+ 3 883COL27A1_uc004bii.2_RNA|COL27A1_uc010mvd.1_Missense_Mutation_p.A145TNM_032888 NP_116277 Q8IZC6 CORA1_HUMAN Pro-rich. 4TGTGGCACCCGCCACGCCCAC0.672 rs145824150

- 12 3883TNC_uc010mvf.2_Missense_Mutation_p.A1174VNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 7. 7GCCCACCTCGGCCACCACGAC0.502

- 2 558ASTN2_uc004bjr.1_Missense_Mutation_p.A153T|ASTN2_uc004bjt.1_Missense_Mutation_p.A153TNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential). 9ATGTCCGCTGCTGTGCCAGAC0.607

- 10 4055SETX_uc004cbj.2_Missense_Mutation_p.K910R|SETX_uc010mzt.2_Missense_Mutation_p.K910RNM_015046 NP_055861 Q7Z333 SETX_HUMAN 3ACGAGGACCCTTTTTCAGGCC0.438

- 1 105 NM_001080483 NP_001073952 A6NI61 TMM8C_HUMANHelical; (Potential). 0AGAGGTAGACCATGGCCTCCA0.647

- 9 1460 NM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 12; calcium-binding (Potential).856GTTGACCTCGCAGTGCACACC0.652

+ 10 1733GRIN1_uc004cli.1_Missense_Mutation_p.R143Q|GRIN1_uc004clj.1_Missense_Mutation_p.R465Q|GRIN1_uc004cll.2_Missense_Mutation_p.R468Q|GRIN1_uc004clm.2_Missense_Mutation_p.R468Q|GRIN1_uc004cln.2_Missense_Mutation_p.R486Q|GRIN1_uc004clo.2_Missense_Mutation_p.R486QNM_007327 NP_015566 Q05586 NMDZ1_HUMANExtracellular (Potential). 1AAGCTGGCACGGACCATGAAC0.632

+ 3 531EHMT1_uc004coa.2_Missense_Mutation_p.P165L|EHMT1_uc004cob.1_Missense_Mutation_p.P134LNM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3GGCAGGACTCCAAGCGCTTTT0.657

- 5 687PIR_uc004cwv.2_Missense_Mutation_p.A150VNM_003662 NP_003653 O00625 PIR_HUMAN 1AGAAATGACAGCAACTGTCAC0.473

+ 4 938 NM_014271 NP_055086 Q9NZN1 IRPL1_HUMANIg-like C2-type 2.|Extracellular (Potential). 5TGGACTCTGCTATAATTCCAA0.393

- 6 1982TAB3_uc004dck.2_Missense_Mutation_p.T440I|TAB3_uc010ngl.2_Missense_Mutation_p.T440INM_152787 NP_690000 Q8N5C8 TAB3_HUMAN Pro-rich. 1TGGTGATGGAGTACAAGAAGG0.393

- 16 2197DMD_uc004dcz.2_Nonsense_Mutation_p.W528*|DMD_uc004dcy.1_Nonsense_Mutation_p.W647*|DMD_uc004ddb.1_Nonsense_Mutation_p.W643*|DMD_uc010ngo.1_Intron|DMD_uc004ddf.2_Nonsense_Mutation_p.W643*NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 3. 6CTAAATTATCCCAACACCGGG0.388



+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCCAGAGCCTCCTGAGACTGG0.617

+ 4 742RBM10_uc004dhe.1_Missense_Mutation_p.E111D|RBM10_uc004dhg.2_Intron|RBM10_uc004dhh.2_Missense_Mutation_p.E121D|RBM10_uc010nhq.2_Intron|RBM10_uc004dhi.2_Missense_Mutation_p.E186DNM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggaggatgaggaggaggagg0.522

+ 8 1202WDR13_uc004dki.1_Missense_Mutation_p.S260N|WDR13_uc004dkj.1_Missense_Mutation_p.S352N|WDR13_uc004dkk.1_Missense_Mutation_p.S260N|WDR13_uc004dkl.3_Missense_Mutation_p.S260NNM_017883 NP_060353 Q9H1Z4 WDR13_HUMAN 2CATGAGGGGAGCCCTGTGACC0.627

- 19 1766TEX11_uc004dyk.2_Missense_Mutation_p.R210K|TEX11_uc004dym.2_Missense_Mutation_p.R520KNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5AGGTGAACCTCTCTCTGCAAC0.328

- 3 1571_1572 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15CGAACATTGTCCTGAAAGGATT0.416

+ 6 1814ATP7A_uc004ecw.2_Missense_Mutation_p.G552RNM_000052 NP_000043 Q04656 ATP7A_HUMANHMA 5.|Cytoplasmic (Potential). 0ACTTGGATTTGGAGCCACTGT0.388

+ 4 249ARL13A_uc011mrf.1_Missense_Mutation_p.L45F|ARL13A_uc010nng.2_Missense_Mutation_p.L45FNM_001012990 NP_001013008 Q5H913 AR13A_HUMAN 1ATGCACAGTACTTCCCAGTAA0.428

+ 10 1465DRP2_uc011mrh.1_Missense_Mutation_p.K288ENM_001939 NP_001930 Q13474 DRP2_HUMAN WW. 2TTCACCCAATAAAGTTCCCTA0.502

- 16 2789MORC4_uc004emp.3_Intron|MORC4_uc004emv.3_Missense_Mutation_p.T849I|MORC4_uc004emw.3_Missense_Mutation_p.T597INM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1TTCCTCTTTGGTTCTTTCCAG0.488

- 1 3026 NM_003604 NP_003595 O14654 IRS4_HUMAN 10GGGAAGGGGAGGAAGTGGCCA0.488

- 4 1187DCX_uc011msv.1_Missense_Mutation_p.R339C|DCX_uc004epe.2_Missense_Mutation_p.R258C|DCX_uc004epf.2_Missense_Mutation_p.R258C|DCX_uc004epg.2_Missense_Mutation_p.R258CNM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4TGAGCATAGCGAAATTTTTCA0.388

- 6 2388TRPC5_uc004epm.1_Missense_Mutation_p.S490LNM_012471 NP_036603 Q9UL62 TRPC5_HUMANHelical; (Potential). 1GAGACGCAACGAACTTAAAAT0.463

- 2 137SNORA69_uc004ery.1_5'FlankNM_001000 NP_000991 P62891 RL39_HUMAN 0ATCCACTGGGGAATGGGACGA0.408

+ 1 310 NM_182540 NP_872346 Q5JSJ4 DX26B_HUMAN 0GTACGCGGCAGTGAGGGCAAG0.557

- 8 1196MAP7D3_uc004ezs.2_Missense_Mutation_p.L333F|MAP7D3_uc011mwc.1_Missense_Mutation_p.L351F|MAP7D3_uc010nsa.1_Missense_Mutation_p.L327FNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACCTTCGGGAGTGCTTCTATG0.582

+ 5 943HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|MAGEA11_uc004fdr.2_Missense_Mutation_p.E252KNM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2TGATGTGAAGGAAGTGGACCC0.473

+ 12 1615MTMR1_uc011mya.1_Missense_Mutation_p.D400N|MTMR1_uc004feh.1_Missense_Mutation_p.D502N|MTMR1_uc004fej.2_RNA|MTMR1_uc010ntf.2_RNANM_003828 NP_003819 Q13613 MTMR1_HUMANMyotubularin phosphatase. 1CAACCATGCGGATGCTGACCG0.378

+ 2 1208hsa-mir-3202-2|MI0014253_5'FlankNM_003492 NP_003483 Q14656 TM187_HUMAN 0TGCCTCACAGGCCACTTCTGG0.552

- 6 631MPP1_uc010nvg.1_Intron|MPP1_uc011mzv.1_Missense_Mutation_p.K142N|MPP1_uc004fmq.1_Missense_Mutation_p.K126N|MPP1_uc011mzw.1_Missense_Mutation_p.K155N|MPP1_uc010nvh.1_Missense_Mutation_p.K46NNM_002436 NP_002427 Q00013 EM55_HUMAN SH3. 3GATTGTCCTTTTTGGGATCAT0.463

- 5 887TMLHE_uc004fno.2_Missense_Mutation_p.R241W|TMLHE_uc004fnp.3_Missense_Mutation_p.R241WNM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1TCAGTGTGCCGATCCAGAGCT0.418 rs146027951

- 21 2902PLEKHG5_uc001ann.1_Missense_Mutation_p.S915F|PLEKHG5_uc001anq.1_Intron|PLEKHG5_uc001anp.1_Missense_Mutation_p.S955F|TNFRSF25_uc001ana.2_5'Flank|TNFRSF25_uc001anb.2_5'Flank|TNFRSF25_uc001anc.2_5'Flank|TNFRSF25_uc001and.2_5'Flank|TNFRSF25_uc009vlz.2_5'Flank|TNFRSF25_uc001ane.2_5'Flank|TNFRSF25_uc001anf.2_5'Flank|TNFRSF25_uc001ang.2_5'Flank|TNFRSF25_uc001anh.2_5'Flank|TNFRSF25_uc001ani.1_5'Flank|PLEKHG5_uc001anj.1_Missense_Mutation_p.S439F|PLEKHG5_uc009vma.1_Missense_Mutation_p.S718F|PLEKHG5_uc010nzr.1_Missense_Mutation_p.S947F|PLEKHG5_uc001ank.1_Missense_Mutation_p.S878F|PLEKHG5_uc009vmb.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anl.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anm.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anr.1_Missense_Mutation_p.S141FNM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1GCTGGCCTCGGACTTAGACTT0.697

- 2 262 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1AGGGAGGCGGCGGAAGGGCCA0.602

- 2 227ATP13A2_uc001bab.2_Missense_Mutation_p.P13S|ATP13A2_uc001bac.2_Missense_Mutation_p.P13SNM_022089 NP_071372 Q9NQ11 AT132_HUMANHelical; (Potential). 4TAACCGGTGGGCGTGCTGCCC0.527

+ 1 2328KLHDC7A_uc009vpg.2_IntronNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3CCGCAGGGCACCCTCCTGCCC0.647

+ 3 435SYTL1_uc001bnv.1_Nonsense_Mutation_p.Q90*|SYTL1_uc009vsu.1_Nonsense_Mutation_p.Q90*|SYTL1_uc001bnx.2_Nonsense_Mutation_p.Q90*|SYTL1_uc009vsv.1_Nonsense_Mutation_p.Q90*NM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1AGCACGCTCCCAGCGGCACCA0.642

- 6 1017TESK2_uc009vxr.1_Missense_Mutation_p.P205L|TESK2_uc010olo.1_Missense_Mutation_p.P122L|TESK2_uc009vxs.1_5'UTRNM_007170 NP_009101 Q96S53 TESK2_HUMANProtein kinase. 5CCTGACATCGGGGATCTTCTC0.542

+ 8 1233PODN_uc001cuw.2_Missense_Mutation_p.L390S|PODN_uc010onr.1_Missense_Mutation_p.L390S|PODN_uc010ons.1_Missense_Mutation_p.L267SNM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 12. 2CTCAAGCGGTTGCACACGGTG0.662

- 3 385 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANExtracellular (Potential).|EGF-like 2; calcium-binding (Potential).2CCTTCTGTGTTAGTGCAATTA0.343

+ 6 978CLCA4_uc009wct.2_Missense_Mutation_p.D75N|CLCA4_uc009wcu.2_Missense_Mutation_p.D132NNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN VWFA. 2CTTAGTTCTTGATAAGTCTGG0.423

- 2 714 ACP6_uc009wjj.1_IntronNM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4GTTTGGGGTGGGACCTCTAAT0.418

+ 14 1688NBPF16_uc009wkt.1_Missense_Mutation_p.S279RNM_001102663 NP_001096133 0CCAGGCTCAGCAGGGAGCTGC0.478

+ 3 814CD1E_uc010pid.1_Missense_Mutation_p.R190Q|CD1E_uc010pie.1_Missense_Mutation_p.R93Q|CD1E_uc010pif.1_Intron|CD1E_uc001fsd.2_Missense_Mutation_p.R192Q|CD1E_uc001fsk.2_Intron|CD1E_uc001fsj.2_Intron|CD1E_uc001fsc.2_Intron|CD1E_uc010pig.1_Intron|CD1E_uc001fsa.2_Intron|CD1E_uc001fsf.2_Missense_Mutation_p.R192Q|CD1E_uc001fry.2_Missense_Mutation_p.R192Q|CD1E_uc001fsg.2_Intron|CD1E_uc001fsh.2_Intron|CD1E_uc001fsi.2_Missense_Mutation_p.R192Q|CD1E_uc009wsv.2_Missense_Mutation_p.R93Q|CD1E_uc001frz.2_Intron|CD1E_uc009wsw.2_5'FlankNM_030893 NP_112155 P15812 CD1E_HUMAN Ig-like. 3ACCTGCCCTCGATTTCTAGCG0.507

+ 1 586 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential). 2AGGCCCGAGTGAGCTGAGGAT0.498

+ 10 1447DNM3_uc001gid.3_Missense_Mutation_p.S424F|DNM3_uc009wwb.2_Missense_Mutation_p.S424F|DNM3_uc001gif.2_Missense_Mutation_p.S424FNM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1AAAGGGCCTTCCTTGAAGAGT0.398

- 6 1040SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2AAAGTGGATTCTGTTGCCCCG0.274

- 7 1507_1508ASTN1_uc001glb.1_Missense_Mutation_p.G432E|ASTN1_uc001gld.1_Missense_Mutation_p.G432E|ASTN1_uc009wwx.1_Missense_Mutation_p.G432E|ASTN1_uc001gle.3_IntronNM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCAGCTGGCTCCCCTCCAGCAA0.589

+ 3 355CFHR3_uc001gtk.2_Missense_Mutation_p.P90S|CFHR3_uc010poy.1_Missense_Mutation_p.P90S|CFHR1_uc001gtm.2_IntronNM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 2. 0 ATGTTATTTTCCTTATTTGGA0.299

+ 3 391 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2GGAATGTGTTCCTTTCCTTTT0.308

- 6 981 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3CAACGTATTTCTGCTGACCCA0.363

- 30 4297HEATR1_uc009xgh.1_Missense_Mutation_p.P553LNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3CCTGTGCTCCGGGACGTGTGG0.443

- 4 531 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANExtracellular (Potential). 4CACCTCCGAAGGGGAGCTGGC0.517

- 8 919 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMANCytoplasmic (Potential). 0AGCCCGGTGGGGTTTGATCAG0.488

+ 3 2053 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0ACACATCAATCCCCAGAAGGA0.542

- 6 1624CPEB3_uc001khu.1_Missense_Mutation_p.K493R|CPEB3_uc001khv.1_Missense_Mutation_p.K470R|CPEB3_uc010qnn.1_Missense_Mutation_p.K470RNM_014912 NP_055727 Q8NE35 CPEB3_HUMAN RRM 1. 0AGCATTACCTTTAGGAGGAAA0.413

+ 22 2606HELLS_uc001kjs.2_Missense_Mutation_p.P818L|HELLS_uc009xul.2_Missense_Mutation_p.P736L|HELLS_uc009xum.2_Missense_Mutation_p.P704L|HELLS_uc009xun.2_Missense_Mutation_p.P710L|HELLS_uc009xuo.2_Missense_Mutation_p.P880L|HELLS_uc001kju.2_Missense_Mutation_p.P473L|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Missense_Mutation_p.P696L|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2GATTCCAGTCCTGAATGTTTG0.323

+ 3 807CYP2C18_uc001kjw.3_Missense_Mutation_p.A161T|CYP2C19_uc009xus.1_Missense_Mutation_p.A26T|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5AAAAACCAATGGTGGGTGACT0.323

+ 4 962CYP2C18_uc001kjw.3_Nonsense_Mutation_p.W212*|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5GCTCTCCATGGATCCAGGTGA0.294



- 9 1393CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R363Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R347Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R331QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0TGCACAAATTCGTTTTCCTGA0.363

+ 1 386DHDPSL_uc001knx.2_Intron|DHDPSL_uc001kny.2_Intron|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_001009997 NP_001009997 Q5T681 CJ062_HUMAN 0GTCAGCTCCACGGTTCACATA0.582

- 20 2209NRAP_uc009xyb.2_5'UTR|NRAP_uc001lak.2_Missense_Mutation_p.Q647R|NRAP_uc001lal.3_Missense_Mutation_p.Q682RNM_198060 NP_932326 Q86VF7 NRAP_HUMAN Nebulin 16. 10AGCCTTGTACTGCAGCTACAA0.502

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANHelical; Name=4; (Potential). 2AAAAGGTAATGGAAAAATGAG0.473

+ 7 1301ZNF215_uc010raw.1_3'UTR|ZNF215_uc010rax.1_5'UTR|ZNF215_uc001mez.1_Missense_Mutation_p.D238GNM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0TTCTCTTTAGACATGAAGAGT0.403

- 3 366 NM_000315 NP_000306 P01270 PTHY_HUMAN 1GTCTTCCTTTTTTCGGGGCCT0.458

- 13 2124AGBL2_uc001ngf.2_RNA|AGBL2_uc010rhq.1_Missense_Mutation_p.Q637P|AGBL2_uc001ngh.1_IntronNM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2TGCTAGACACTGAGTGAACTA0.259

+ 1 922 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANCytoplasmic (Potential). 1GATGGGCTCCAAAATTCACTC0.463

+ 1 151 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANCytoplasmic (Potential). 2ATTGATAATCCGCCTGGACCT0.438

+ 1 298 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMANHelical; Name=2; (Potential). 0ATCATTCTTGGATGCTTGCTA0.383

+ 1 29 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMANExtracellular (Potential). 0ACAGTGACTGAGTTTATACTG0.478

+ 2 1105DTX4_uc001nnr.2_Missense_Mutation_p.K177RNM_015177 NP_055992 Q9Y2E6 DTX4_HUMAN 3CCCAACAGCAAGACCGGAAGG0.632

- 10 1516ARAP1_uc001osv.2_Missense_Mutation_p.R443C|ARAP1_uc001osr.2_Missense_Mutation_p.R203C|ARAP1_uc001oss.2_Missense_Mutation_p.R198C|ARAP1_uc009yth.2_Missense_Mutation_p.R198C|ARAP1_uc010rre.1_Missense_Mutation_p.R198CNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN PH 2. 1CTGCCAGCGCGGTCAGGCTGC0.622 rs138364636

+ 6 820TMEM126B_uc001pap.2_Missense_Mutation_p.E190K|TMEM126B_uc001paq.1_3'UTRNM_018480 NP_060950 Q8IUX1 T126B_HUMAN 0TGCAGTATTTGAAGAGACACT0.333

+ 1 1190 NM_001161630 NP_001155102 B2RXH2 KD4DL_HUMAN JmjC. 0ACTCCACGATGGATTGATTAT0.512

+ 16 2258CNTN5_uc009ywv.1_Missense_Mutation_p.I640S|CNTN5_uc001pfz.2_Missense_Mutation_p.I640S|CNTN5_uc001pgb.2_Missense_Mutation_p.I566S|CNTN5_uc010ruk.1_IntronNM_014361 NP_055176 O94779 CNTN5_HUMANIg-like C2-type 6. 8ATCAGGAACATCCTTCTGATG0.463

- 3 2639PGR_uc001pgi.2_Missense_Mutation_p.M632I|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_IntronNM_000926 NP_000917 P06401 PRGR_HUMANNuclear receptor. 4CTCCAAGGACCATGCCAGCCT0.368

- 4 1441GUCY1A2_uc010rvo.1_Nonsense_Mutation_p.R351*|GUCY1A2_uc009yxn.1_Nonsense_Mutation_p.R351*NM_000855 NP_000846 P33402 GCYA2_HUMAN 8GTGTCACATCGAAGCTGCTTC0.473

+ 1 299 NM_000486 NP_000477 P41181 AQP2_HUMANCytoplasmic (Potential).|NPA 1. 2ATCAACCCTGCCGTGACTGTG0.662

- 3 776 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0GCTACAAATTCATTCTCAGCA0.478

+ 21 2435 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|EGF-like 6. 14CCATGCTCAGGAAATGGACAG0.413

+ 5 1112 NM_001080533 NP_001074002 A6NIH7 U119B_HUMAN 1ATTGAAAATCCTTACGAGACC0.443

+ 63 10837_10838 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANPotential.|AAA 5 (By similarity). 6CCACGTCCACGGGGAACATGCT0.594

- 1 2778 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANHelical; (Potential). 5GGTGAAGGCGGAGGTGACAAA0.592

- 45 5042DOCK9_uc001vnw.2_Missense_Mutation_p.P1662S|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Intron|DOCK9_uc001vnq.2_Intron|DOCK9_uc001vnr.2_Missense_Mutation_p.P306S|DOCK9_uc010tin.1_Intron|DOCK9_uc001vns.2_Intron|DOCK9_uc010tio.1_Intron|DOCK9_uc010tip.1_Missense_Mutation_p.P373S|DOCK9_uc001vnu.1_Intron|DOCK9_uc010tiq.1_IntronNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-2. 1TGGCTGTGGGGGAGAAGGGGC0.592

+ 1 158POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CCCCTGGTGCAGGGGGAGCGG0.592

- 1 127SEL1L_uc001xvo.3_Missense_Mutation_p.R4WNM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN 1AGCCCTATCCGGACCCGCATC0.706

+ 14 1474SLC24A4_uc001yai.2_Missense_Mutation_p.P437S|SLC24A4_uc010twm.1_Missense_Mutation_p.P482S|SLC24A4_uc001yaj.2_Missense_Mutation_p.P465S|SLC24A4_uc010auj.2_Missense_Mutation_p.P373S|SLC24A4_uc010twn.1_Missense_Mutation_p.P257S|SLC24A4_uc001yan.2_Missense_Mutation_p.P195SNM_153646 NP_705932 Q8NFF2 NCKX4_HUMANCytoplasmic (Potential).|Alpha-2. 3GACAAGTGTTCCAGACTGCAT0.542

+ 6 523KIAA1409_uc001ybs.1_Missense_Mutation_p.I147R|KIAA1409_uc001ybu.1_Missense_Mutation_p.I85RNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CAGATGTGTATAGACCCTTCC0.418

+ 3 846MAP2K1_uc010ujp.1_Missense_Mutation_p.P102LNM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0TGCAACTCTCCGTACATCGTG0.512

- 9 713GRAMD2_uc010bis.2_Missense_Mutation_p.P230L|GRAMD2_uc010ukh.1_Missense_Mutation_p.P24LNM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0CACGGATGATGGAGGGATACA0.537

+ 2 2715C15orf39_uc002azq.3_Missense_Mutation_p.P799S|C15orf39_uc002azr.3_Missense_Mutation_p.P197SNM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0GACGGCTGGGCCCTGGGGCCA0.642

- 13 1918ACSBG1_uc010umw.1_Missense_Mutation_p.T617N|ACSBG1_uc010umx.1_Missense_Mutation_p.T379NNM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1CTGGTCAGAGGTGTCTGGGTC0.527

+ 1 318SLCO3A1_uc002bqy.2_Missense_Mutation_p.I39M|SLCO3A1_uc010boc.1_5'Flank|SLCO3A1_uc002bqz.1_5'FlankNM_013272 NP_037404 Q9UIG8 SO3A1_HUMANCytoplasmic (Potential). 1TTTCCAACATCAAGATCTTCC0.662

- 12 3745 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with PLK1 and TERF2-TERF2IP. 0CCGCCCTGGGGAGGCCCCAAT0.662

+ 13 1422MGRN1_uc002cxa.2_Missense_Mutation_p.P429L|MGRN1_uc010btx.2_Missense_Mutation_p.P408L|MGRN1_uc010btw.2_Missense_Mutation_p.P408L|MGRN1_uc002cxb.2_Missense_Mutation_p.P468L|MGRN1_uc010uxo.1_Missense_Mutation_p.P407L|MGRN1_uc010uxp.1_Missense_Mutation_p.P407L|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2GCCAGCTGTCCCCTCGCGGCT0.662

- 14 2043 NM_153603 NP_705831 P83436 COG7_HUMAN 0GTGAGACTAAAGGCGGGCAGT0.517

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2GGAAGAGGGTGATAAATGAGG0.468

+ 2 232NOD2_uc010cbj.1_Missense_Mutation_p.E16K|NOD2_uc010cbk.1_Missense_Mutation_p.E16K|NOD2_uc002egl.1_5'UTRNM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4CCAGCTGGTCGAGCTGCTGGT0.602

- 2 391CES7_uc002eio.2_Nonsense_Mutation_p.W81*|CES7_uc002eiq.2_5'UTR|CES7_uc002eir.2_5'UTRNM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0CAAGTTATCCCAGGGCGATGC0.592

- 4 729TXNL4B_uc010cgl.2_Intron|TXNL4B_uc010vmn.1_Missense_Mutation_p.P140S|TXNL4B_uc010vmo.1_Missense_Mutation_p.P140SNM_017853 NP_060323 Q9NX01 TXN4B_HUMAN 1TCATATTTGGGAATATTCTTG0.383

- 5 802CLEC18B_uc002fcu.2_Missense_Mutation_p.G201D|CLEC18B_uc010vmu.1_Missense_Mutation_p.G121D|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0ACACCAGGCACCCTTCTTATA0.607

+ 2 120GALNS_uc002fly.3_5'Flank|GALNS_uc010cid.2_5'Flank|GALNS_uc002flz.3_5'Flank|GALNS_uc002fma.2_5'Flank|TRAPPC2L_uc010cie.2_RNA|TRAPPC2L_uc002fmd.3_Missense_Mutation_p.E23K|TRAPPC2L_uc002fme.3_Missense_Mutation_p.E23K|TRAPPC2L_uc002fmf.2_5'Flank|uc002fmg.2_5'FlankNM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0CACCCCTACGGAGAACGAGCT0.552

- 9 1486ANKRD11_uc002fmy.1_Missense_Mutation_p.P342L|ANKRD11_uc002fnc.1_Missense_Mutation_p.P342L|ANKRD11_uc002fnb.1_Missense_Mutation_p.P299LNM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6GTCCTTGACGGGGGCCGTGGC0.547

- 1 697 NM_002551 NP_002542 P47893 OR3A2_HUMANHelical; Name=5; (Potential). 1ATGAGAACCAAAGGTGTGCCT0.562

- 10 1218TP53_uc002gig.1_Intron|TP53_uc002gih.2_Intron|TP53_uc010cne.1_Intron|TP53_uc010cnf.1_3'UTR|TP53_uc010cng.1_3'UTR|TP53_uc002gii.1_Nonsense_Mutation_p.R210*|TP53_uc010cnh.1_3'UTR|TP53_uc010cni.1_3'UTR|TP53_uc002gij.2_Nonsense_Mutation_p.R342*NM_001126112 NP_001119584 P04637 P53_HUMANOligomerization.|Interaction with HIPK1 (By similarity).|Interaction with CARM1.|Nuclear export signal.|Interaction with HIPK2.p.R342*(49)|p.0?(7)|p.R342fs*3(5)|p.R342P(3)|p.R342Q(2)|p.?(1)|p.R342_N345delRELN(1)|p.I332fs*5(1)22245TTCAGCTCTCGGAACATCTCG0.498

- 45 7282NCOR1_uc002gpn.2_Missense_Mutation_p.E2245K|NCOR1_uc002gpl.2_Missense_Mutation_p.E362K|NCOR1_uc002gpm.2_Missense_Mutation_p.E867K|NCOR1_uc010vwb.1_Missense_Mutation_p.E932K|NCOR1_uc010coy.2_Missense_Mutation_p.E1256KNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with C1D (By similarity). 5GAGGGCCGTTCCGTTCCTAAG0.502



- 4 2350SLFN13_uc010wch.1_Missense_Mutation_p.R674C|SLFN13_uc002hjl.2_Missense_Mutation_p.R674C|SLFN13_uc010ctt.2_Missense_Mutation_p.R356C|SLFN13_uc002hjm.2_Missense_Mutation_p.R343CNM_144682 NP_653283 Q68D06 SLN13_HUMAN 2TCTTCAGTACGGAAATTCTGA0.433

- 6 1756 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2GGCCCAGGTCCCAGGACTCTC0.612

- 3 372_373KRT222_uc010wfk.1_RNA|KRT222_uc002hvb.2_Missense_Mutation_p.G63Q|KRT222_uc010cxc.2_Missense_Mutation_p.G63QNM_152349 NP_689562 Q8N1A0 KT222_HUMAN Potential. 2TTTTTCTAGTCCTTCAATCACA0.46

- 16 2488TTLL6_uc002iob.2_Missense_Mutation_p.S511N|TTLL6_uc010dbi.2_Intron|TTLL6_uc002ioc.2_Missense_Mutation_p.S571N|TTLL6_uc002iod.2_IntronNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0CTCGCCAGAGCTGTCACTGCG0.547

+ 1 120B4GALNT2_uc010wlt.1_Intron|B4GALNT2_uc010wlu.1_IntronNM_153446 NP_703147 Q8NHY0 B4GN2_HUMANCytoplasmic (Potential). 2TCGCGGCCGGGAATGTGTCTC0.667

+ 9 1125 NM_153228 NP_694960 Q8N957 ANKF1_HUMANFibronectin type-III. 2CACGACACCGGCATGTGCCTC0.502

+ 12 2517KCNH6_uc010wpl.1_Missense_Mutation_p.E654K|KCNH6_uc010wpm.1_Missense_Mutation_p.E777K|KCNH6_uc002jaz.1_Missense_Mutation_p.E724KNM_030779 NP_110406 Q9H252 KCNH6_HUMANCytoplasmic (Potential). 1AAGCCCTCAGGAAGACCCAGA0.622

- 24 5443 NM_000334 NP_000325 P35499 SCN4A_HUMAN 3CGGGCTTGGCGAGCTGCTGTT0.667

+ 5 1028KCNJ16_uc002jio.2_Missense_Mutation_p.T181I|KCNJ16_uc002jip.2_Missense_Mutation_p.T181I|KCNJ16_uc002jiq.2_Missense_Mutation_p.T213INM_018658 NP_061128 Q9NPI9 IRK16_HUMANCytoplasmic (By similarity). 3AGAGCCCAAACCATTCGTTTC0.463

- 2 609 NM_006678 NP_006669 Q08708 CLM6_HUMANExtracellular (Potential).|Ig-like V-type. 0GTCCCTGATGGACACTCGGCC0.547

+ 12 1755MGAT5B_uc002jth.2_Missense_Mutation_p.P540LNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3GGCCCCGCCCCCCTGGAGGCC0.657

- 5 1264 NM_002522 NP_002513 Q15818 NPTX1_HUMAN Pentaxin. 0AAATGCCTGGGTGGCATCAAA0.622

- 10 1602DSC1_uc002kwm.2_Missense_Mutation_p.S447TNM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 3. 4AGTTTGTGAGCTCGCTGCTTT0.408

+ 15 2641DSG1_uc010xbp.1_Missense_Mutation_p.S169FNM_001942 NP_001933 Q02413 DSG1_HUMANCytoplasmic (Potential). 7ACAGTAATTTCTGAGAGCACC0.517

+ 8 1055RNF165_uc002lby.1_Missense_Mutation_p.R268Q|RNF165_uc010dnn.1_Missense_Mutation_p.R131QNM_152470 NP_689683 Q6ZSG1 RN165_HUMANRING-type; atypical. 0CCCATCTGCCGAGTGGACATT0.577

+ 2 168SERPINB11_uc010xes.1_5'UTR|SERPINB11_uc010dqd.2_5'UTR|SERPINB11_uc002ljj.3_5'UTR|SERPINB11_uc010dqe.2_5'UTR|SERPINB11_uc010dqf.2_Missense_Mutation_p.L36FNM_080475 NP_536723 Q96P15 SPB11_HUMAN 1GCTGAGTCTGCTTTATGCTCT0.443

- 3 208 NM_017550 NP_060020 Q8N344 MIER2_HUMAN 0GGCTTGTCTGGGCACCTCGAG0.597

+ 4 708MADCAM1_uc002lot.2_Intron|MADCAM1_uc010drq.2_IntronNM_130760 NP_570116 Q13477 MADCA_HUMAN5.5 X 8 AA tandem repeats of [PS]-P-D-T- T-S-[QP]-E.|Extracellular (Potential).|2.|Mucin-like.0CCGGAGCCTCCCGACACCACC0.592

- 29 3841 C3_uc002mfl.2_5'UTR NM_000064 NP_000055 P01024 CO3_HUMAN 5ACCGTAGTATCTCTGTTCATT0.577

+ 11 1150VAV1_uc010xjh.1_Missense_Mutation_p.M319I|VAV1_uc010dva.1_Missense_Mutation_p.M351I|VAV1_uc002mfv.1_Missense_Mutation_p.M296INM_005428 NP_005419 P15498 VAV_HUMAN DH. 16AGGAGGCGATGGAGAAGGAGA0.627

- 48 6181FBN3_uc002mje.2_5'FlankNM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 8. 11GGACACAGTTCGCAGGGGTCT0.612 rs149936210

- 3 19097 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGTGTTTATAGAAGGATGCAT0.448

- 1 6782 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CATTCTAAAGGAAACCAAAGA0.468

- 1 2516 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGTCATGGAGGAAAGAACGGC0.502

- 10 1717ZNF560_uc010dwr.1_Missense_Mutation_p.L397FNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 6. 6TGAGCAAAAAGAGATGAGAAA0.413

+ 6 1372ZNF302_uc002nvp.1_Missense_Mutation_p.S326L|ZNF302_uc002nvq.1_Missense_Mutation_p.S326L|ZNF302_uc002nvs.1_Missense_Mutation_p.S326LNM_018443 NP_060913 Q9NR11 ZN302_HUMAN C2H2-type 5. 0ATTCATAGTTCGTCTCTCATT0.413

- 5 449LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Missense_Mutation_p.P110L|LIG1_uc010xzg.1_Missense_Mutation_p.P80L|LIG1_uc010xzh.1_RNANM_000234 NP_000225 P18858 DNLI1_HUMAN 3ACTGTCCATGGGAGAGGTGTC0.557

+ 32 4599MYH14_uc010enu.1_Missense_Mutation_p.E1559K|MYH14_uc002prq.1_Missense_Mutation_p.E1526K|MYH14_uc010ycb.1_Intron|MYH14_uc002prs.1_5'UTRNM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1GGCACGTGAGGAGCTGGAGCG0.706

- 4 340KLK5_uc002puf.2_Missense_Mutation_p.T41I|KLK5_uc002pug.2_Missense_Mutation_p.T41INM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN 0AGAGGGCACGGTGTTAGAGGG0.627

+ 7 2419ZNF761_uc010ydy.1_Missense_Mutation_p.R600K|ZNF761_uc002qbt.1_Missense_Mutation_p.R600KNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 16. 1GGACATAGGAGAATTCATACT0.398

+ 6 1933ZNF470_uc010etn.2_IntronNM_001001668 NP_001001668 Q6ECI4 ZN470_HUMAN C2H2-type 7. 2AGAGAACTCATACTGGAGAGA0.413

- 1 554ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_5'UTR|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.R68Q|PEG3_uc002qnv.2_Missense_Mutation_p.R68Q|PEG3_uc002qnw.2_Intron|PEG3_uc002qnx.2_Intron|PEG3_uc010etr.2_Missense_Mutation_p.R68QNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12GCAGAGGTTTCGGAGTTTGAT0.502

+ 3 2079ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMAN 0TCACACTGGAGAAAAGCCTTA0.388

+ 4 2168ZNF547_uc002qpm.3_Intron|ZNF549_uc010eud.1_Intron|ZNF549_uc002qpa.1_Missense_Mutation_p.P627LNM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1ACAGAAGAGCCCTAGCAATTG0.428

+ 1 439 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMANHelix-loop-helix motif. 1CCTGCACACCCTCCGGAATTA0.572

- 4 854TMEM17_uc002sbu.2_3'UTR|TMEM17_uc002sbv.1_3'UTRNM_198276 NP_938017 Q86X19 TMM17_HUMAN 0AGGTGGAAACGAACTGCCAAC0.428

- 12 2083LOXL3_uc002smo.1_Missense_Mutation_p.R310W|LOXL3_uc010ffm.1_Missense_Mutation_p.R615W|LOXL3_uc002smq.1_Missense_Mutation_p.R526W|LOXL3_uc010ffn.1_Missense_Mutation_p.R526WNM_032603 NP_115992 P58215 LOXL3_HUMANLysyl-oxidase like. 0ATGTCATGCCGGTAGAGATCC0.517

- 4 1138 NM_000575 NP_000566 P01583 IL1A_HUMAN 1GATGTTTTAGAGGTTTCAGAG0.453

+ 2 108THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Translation_Start_SiteNM_001080427 NP_001073896 7GGGCAGTGTGGTGTTTTCATG0.507

- 17 3485SCN1A_uc002udo.3_Missense_Mutation_p.P1036L|SCN1A_uc010fpk.2_Missense_Mutation_p.P1008LNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TTCCACTACGGGCTGTTCTTC0.418

- 29 5058 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 13.|Extracellular (Potential). 29GATAGGAGTCCATGAAGTAGA0.478

- 4 1537SP3_uc002uie.2_Missense_Mutation_p.S390F|SP3_uc002uif.2_Missense_Mutation_p.S405F|SP3_uc010zel.1_Missense_Mutation_p.S455FNM_003111 NP_003102 Q02447 SP3_HUMANTransactivation domain (Gln-rich). 6TACCTGTCCAGAAGGGGTCAC0.433

+ 14 1735OSBPL6_uc002ulw.2_Intron|OSBPL6_uc002uly.2_Nonsense_Mutation_p.Q478*|OSBPL6_uc010zfe.1_Nonsense_Mutation_p.Q422*|OSBPL6_uc002ulz.2_Intron|OSBPL6_uc002uma.2_Nonsense_Mutation_p.Q457*NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1TATTTGTGATCAGGTTGTCAG0.328

- 226 45691uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G8851E|TTN_uc010zfi.1_Missense_Mutation_p.G8784E|TTN_uc010zfj.1_Missense_Mutation_p.G8659ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGATTTGGTTCCAACGTTGTC0.443

- 46 15390TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AGTGTCTCCCCTGGGGGTGTG0.498

- 17 2224 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity).|Potential. 12ATCTCCAAATGAATAAAATTC0.328

- 15 1632ORC2L_uc010zhj.1_Missense_Mutation_p.S459ANM_006190 NP_006181 Q13416 ORC2_HUMAN 0TTCTCATAGGAGGTTTCTTCA0.433



+ 17 2525PARD3B_uc010fub.1_Missense_Mutation_p.R773Q|PARD3B_uc002vao.1_Missense_Mutation_p.R773Q|PARD3B_uc002vap.1_Missense_Mutation_p.R711Q|PARD3B_uc002vaq.1_IntronNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4CACATGGTTCGAGGCCGAGGC0.517

- 10 1922_1923ABCB6_uc010fwe.1_Missense_Mutation_p.T503LNM_005689 NP_005680 Q9NP58 ABCB6_HUMANHelical; (Potential).|ABC transmembrane type-1. 2CCTGTAGTAGGTGCCAAACCAA0.51

+ 1 760UGT1A8_uc010zmv.1_Missense_Mutation_p.E233KNM_019076 NP_061949 Q9HAW9 UD18_HUMAN 2AATAGCCTCTGAAATTCTCCA0.418

- 1 143ANGPT4_uc010zpn.1_Missense_Mutation_p.L8FNM_015985 NP_057069 Q9Y264 ANGP4_HUMAN 2GCAACCACAAGGAGGAGGCTG0.592

- 1 238PROKR2_uc010zqx.1_Missense_Mutation_p.R80C|PROKR2_uc010zqy.1_Missense_Mutation_p.R80C|uc002wly.1_5'FlankNM_144773 NP_658986 Q8NFJ6 PKR2_HUMANCytoplasmic (Potential). 5TTCTTATAGCGGGTGAGGGCA0.552

+ 5 794 TASP1_uc010zri.1_IntronNM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0TCTGTGTTTAGGAATTGAAGA0.398

- 9 885SEL1L2_uc002woq.3_Missense_Mutation_p.E129V|SEL1L2_uc010zrl.1_Missense_Mutation_p.E268V|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential). 2TTCAGGTCTTTCCGTTAGTCT0.368

+ 2 162 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0GGCACCCAAAGATGCTGGAAT0.423

+ 14 1760EPB41L1_uc002xeu.2_Missense_Mutation_p.R456Q|EPB41L1_uc010zvo.1_Missense_Mutation_p.R530Q|EPB41L1_uc002xev.2_Missense_Mutation_p.R530Q|EPB41L1_uc002xew.2_Missense_Mutation_p.R421Q|EPB41L1_uc002xex.2_Missense_Mutation_p.R487Q|EPB41L1_uc002xey.2_Missense_Mutation_p.R445Q|EPB41L1_uc002xez.2_Missense_Mutation_p.R456Q|EPB41L1_uc010gfq.2_5'UTRNM_012156 NP_036288 Q9H4G0 E41L1_HUMANSpectrin--actin-binding. 3CACCGGGATCGAGACTGGGAA0.607

+ 1 371SGK2_uc002xkt.2_Intron|SGK2_uc002xkr.2_Intron|SGK2_uc010ggm.2_Intron|SGK2_uc002xks.2_Intron|SGK2_uc002xku.2_Intron|SGK2_uc002xkq.1_IntronNM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6CTCCCTGTCCCCCCAGAGCTG0.617

+ 5 733NCAM2_uc011acb.1_Missense_Mutation_p.R20W|NCAM2_uc011acc.1_Missense_Mutation_p.R187WNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 2.|Extracellular (Potential). 4CTTTCCAGATCGGTTCGCTAT0.403

- 3 575RCAN1_uc002yuc.2_Missense_Mutation_p.P87L|RCAN1_uc002yud.2_Missense_Mutation_p.P33L|RCAN1_uc002yub.2_Missense_Mutation_p.P113L|RCAN1_uc011adx.1_Missense_Mutation_p.P113LNM_004414 NP_004405 P53805 RCAN1_HUMAN 0TCCCACTGGCGGAGAGGCGGG0.542

- 2 671CLDN14_uc002yvn.1_Missense_Mutation_p.G177S|CLDN14_uc002yvo.1_Missense_Mutation_p.G177S|CLDN14_uc002yvl.1_Missense_Mutation_p.G177S|CLDN14_uc002yvm.1_Missense_Mutation_p.G177SNM_012130 NP_036262 O95500 CLD14_HUMANHelical; (Potential). 0AGGGTGCCACCAATGAGCGAG0.637

- 12 1399TMPRSS3_uc002zay.2_Missense_Mutation_p.D157N|TMPRSS3_uc002zaz.2_Missense_Mutation_p.D273N|TMPRSS3_uc002zba.2_Missense_Mutation_p.D273N|TMPRSS3_uc002zbc.2_Missense_Mutation_p.D399NNM_024022 NP_076927 P57727 TMPS3_HUMANPeptidase S1.|Extracellular (Potential). 3CCCCCGCTGTCCCCCTGGGTG0.597

+ 13 2837SEZ6L_uc003acc.2_Missense_Mutation_p.G894E|SEZ6L_uc011akc.1_Missense_Mutation_p.G894E|SEZ6L_uc003acd.2_Missense_Mutation_p.G830E|SEZ6L_uc011akd.1_Missense_Mutation_p.G894E|SEZ6L_uc003ace.2_Intron|SEZ6L_uc003acf.1_Missense_Mutation_p.G667E|SEZ6L_uc010gvc.1_Intron|SEZ6L_uc011ake.1_RNANM_021115 NP_066938 Q9BYH1 SE6L1_HUMANSushi 5.|Extracellular (Potential). 6TACCTGCCAGGAGAGTCCCTC0.567

+ 7 3572TRIOBP_uc003atu.2_Missense_Mutation_p.P929S|TRIOBP_uc003atq.1_Missense_Mutation_p.P1101S|TRIOBP_uc003ats.1_Missense_Mutation_p.P929SNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GTGTCAGTCCCCCCAACACGA0.667

+ 2 1635MGAT3_uc010gxy.2_Missense_Mutation_p.D466NNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GGGCTGGTTCGACGGCACGCA0.637

+ 11 1815MOV10L1_uc003bjk.3_Missense_Mutation_p.P578S|MOV10L1_uc011arp.1_Missense_Mutation_p.P558S|MOV10L1_uc011arq.1_Missense_Mutation_p.P339S|MOV10L1_uc010hao.1_RNANM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3CGAAGGGAGGCCTTCTCTCTA0.473

- 2 934EOMES_uc003cdy.3_Missense_Mutation_p.H312Y|EOMES_uc010hfn.2_Missense_Mutation_p.H312Y|EOMES_uc011axc.1_Missense_Mutation_p.H17YNM_005442 NP_005433 O95936 EOMES_HUMAN T-box. 4ACATTGTAGTGGGCAGTGGGA0.502

- 7 970SCN5A_uc003cin.2_Missense_Mutation_p.F259S|SCN5A_uc003cil.3_Missense_Mutation_p.F259S|SCN5A_uc010hhi.2_Missense_Mutation_p.F259S|SCN5A_uc010hhk.2_Missense_Mutation_p.F259S|SCN5A_uc011ayr.1_Missense_Mutation_p.F259S|SCN5A_uc010hhl.1_Missense_Mutation_p.F82SNM_198056 NP_932173 Q14524 SCN5A_HUMANHelical; Name=S5 of repeat I; (Potential). 9GCTGAGGCAGAAGACTGTGAG0.592

- 2 389 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANHelical; Name=S1 of repeat I; (Potential).|I. 10CAAAGGATATGAGTGGACAGA0.483

- 14 2453SCN11A_uc010hhn.1_5'FlankNM_014139 NP_054858 Q9UI33 SCNBA_HUMAN II. 9CAGAAATCCCCCATGTGCCAG0.498

- 2 885_886HYAL3_uc003czc.1_Intron|HYAL3_uc003czd.1_Intron|HYAL3_uc003cze.1_Intron|HYAL3_uc003czf.1_Intron|HYAL3_uc003czg.1_Intron|NAT6_uc003czj.2_Missense_Mutation_p.P283L|NAT6_uc003czk.3_Missense_Mutation_p.P261L|NAT6_uc003czl.1_Missense_Mutation_p.P261LNM_012191 NP_036323 Q93015 NAT6_HUMAN 1TTTTTGAAGGGGGCCCTGATGG0.579

+ 31 5284 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 1 (By similarity). 3CCCACTGGTGCCATCCTGCGC0.612

+ 5 784 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1TGGTTGTTTTCTTCTGACTCT0.398

+ 1 644 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANHelical; Name=5; (Potential). 2 GTGACTATTCTTATATCTTAC0.348

+ 1 848 NM_001004736 NP_001004736 Q8NHB7 OR5K1_HUMANHelical; Name=7; (Potential). 1ATAGTAGTTCCCTTACTAAAT0.308

- 2 1379CD96_uc003dxv.2_Intron|CD96_uc003dxw.2_Intron|CD96_uc003dxx.2_Intron|CD96_uc010hpy.1_IntronNM_024508 NP_078784 Q9BTP6 ZBED2_HUMAN 1TTCCACTGCCCTTTCCCTCCT0.602

- 5 557KIAA2018_uc003eal.2_5'UTRNM_001009899 NP_001009899 Q68DE3 K2018_HUMANHelix-loop-helix motif. 3CTTCAGGGCAGGAGAACATGG0.368

+ 4 505 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6AATATTTCCTCTTTGGTGGCA0.378

+ 5 2003 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 4. 8TGGACCAGATCGGGTGCAAAT0.418

+ 4 873TMEM108_uc003epi.2_Missense_Mutation_p.R200Q|TMEM108_uc003epj.1_Missense_Mutation_p.R200Q|TMEM108_uc003epk.2_Intron|TMEM108_uc003epm.2_Missense_Mutation_p.R151QNM_023943 NP_076432 Q6UXF1 TM108_HUMANExtracellular (Potential).p.R200Q(1) 4CAGCGAGGACGAAATCCAAGC0.592 rs140878635

- 1 469 NM_001134659 NP_001128131 A6NEV1 PR23A_HUMAN 0GCGTCCTCCTCGTAGGCCTCT0.632

- 8 847 GK5_uc010hus.1_RNANM_001039547 NP_001034636 Q6ZS86 GLPK5_HUMAN 0AAGTGGTATCGAAATTAGAGA0.348

- 2 401CP_uc011bnr.1_RNA|CP_uc003ewz.2_Missense_Mutation_p.E50KNM_000096 NP_000087 P00450 CERU_HUMANF5/8 type A 1.|Plastocyanin-like 1. 1TTGGAATGTTCCCTGCAAAGA0.328

- 11 1028ZBBX_uc011bpc.1_Missense_Mutation_p.M235I|ZBBX_uc003feq.2_Missense_Mutation_p.M206INM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2GTGCTCTTTTCATCGTTGTAA0.328

- 7 2080MECOM_uc010hwk.1_Missense_Mutation_p.R627Q|MECOM_uc003ffj.3_Missense_Mutation_p.R669Q|MECOM_uc011bpi.1_Missense_Mutation_p.R605Q|MECOM_uc003ffn.3_Missense_Mutation_p.R604Q|MECOM_uc003ffk.2_Missense_Mutation_p.R604Q|MECOM_uc003ffl.2_Missense_Mutation_p.R764Q|MECOM_uc011bpj.1_Missense_Mutation_p.R792Q|MECOM_uc011bpk.1_Missense_Mutation_p.R594Q|MECOM_uc010hwn.2_Missense_Mutation_p.R792QNM_005241 NP_005232 Q03112 EVI1_HUMAN 14GTGGTTTTTTCGAGGCTCAGT0.512

+ 13 1768TP63_uc003frz.2_Intron|TP63_uc010hzc.1_Intron|TP63_uc003fsc.2_Missense_Mutation_p.S466L|TP63_uc003fsd.2_Intron|TP63_uc010hzd.1_Missense_Mutation_p.S381LNM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12GGCTGTTCATCATGTCTGGAC0.448

- 4 455DLG1_uc011bud.1_5'UTR|DLG1_uc003fxn.3_Missense_Mutation_p.S89R|DLG1_uc011bue.1_Missense_Mutation_p.S89R|DLG1_uc010ial.2_Missense_Mutation_p.S89R|DLG1_uc011buf.1_RNA|DLG1_uc003fxp.2_RNA|DLG1_uc010iam.1_Missense_Mutation_p.S89RNM_001098424 NP_001091894 Q12959 DLG1_HUMAN 3ACAGTAGAGCTTGGAAGGCTG0.408

- 2 178 NM_001001290 NP_001001290 Q9NRM0 GTR9_HUMAN 3TCTCCTCGGTCCTTTTTACTG0.388

- 3 3405 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TGATAAAACAACTTTGAGGAC0.443

+ 13 1672FAM114A1_uc011byh.1_Missense_Mutation_p.S292F|FAM114A1_uc010ifi.2_Missense_Mutation_p.S157FNM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1GAAGTGGCCTCTTTATCAAAG0.323

- 6 785 NM_182592 NP_872398 Q8N8F6 YIPF7_HUMAN 0GCTGTCCTTCCATGTGCAAGG0.453

+ 9 1541_1542SPATA18_uc010igl.1_RNA|SPATA18_uc011bzq.1_Missense_Mutation_p.E390K|SPATA18_uc003gzk.1_Missense_Mutation_p.E422KNM_145263 NP_660306 Q8TC71 MIEAP_HUMAN 4ACTTCATCCAGGAGATATGTTG0.426

- 11 1834 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6ATCACCTTGTCCTTCTCTGTC0.478

- 10 1812LEF1_uc011cfj.1_Missense_Mutation_p.S243F|LEF1_uc011cfk.1_Missense_Mutation_p.S290F|LEF1_uc003hyu.1_Missense_Mutation_p.S358F|LEF1_uc003hyv.1_Missense_Mutation_p.S358F|LEF1_uc010imb.1_RNA|LEF1_uc003hys.1_RNA|LEF1_uc010ima.1_Missense_Mutation_p.S74FNM_016269 NP_057353 Q9UJU2 LEF1_HUMAN 1ACCTGATGCAGATTCCTGTAG0.433

+ 38 9920ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_Missense_Mutation_p.P576S|ANK2_uc011cgb.1_Missense_Mutation_p.P3289SNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TGATGATTCTCCCGATTCTTC0.443



+ 3 617SYNPO2_uc010ina.2_Missense_Mutation_p.P141S|SYNPO2_uc010inb.2_Missense_Mutation_p.P141S|SYNPO2_uc011cgh.1_Intron|SYNPO2_uc010inc.2_Missense_Mutation_p.P69SNM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2GACTGAAGTTCCCCTAGCTGA0.547

+ 6 940WDR17_uc003iuk.2_Missense_Mutation_p.F238L|WDR17_uc003ium.3_Missense_Mutation_p.F238L|WDR17_uc003iul.1_IntronNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6CATAACAACATTTAATCTTCC0.433

- 2 138_139FAM173B_uc003jep.2_RNA|FAM173B_uc010itr.2_Missense_Mutation_p.G37KNM_199133 NP_954584 Q6P4H8 F173B_HUMAN 2AAGTAAGAACCCCCAGTTGCTT0.475

- 14 2020 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31TAACTGCGAATTATAGGTTTG0.532

- 3 374TTC33_uc011cpm.1_Intron|TTC33_uc010ivg.2_IntronNM_012382 NP_036514 Q6PID6 TTC33_HUMAN TPR 1. 1ATTGCCTCCCGATATCTGTGG0.284

- 6 1463 NM_021072 NP_066550 O60741 HCN1_HUMANcAMP.|Cytoplasmic (Potential). 1AAATTAGGATCCGCATTAGCA0.383

+ 5 1551MARVELD2_uc010ixf.2_Missense_Mutation_p.E486K|MARVELD2_uc003jwr.1_Intron|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0ACATCATTCGGAAAGCCGACA0.408

+ 30 6646BDP1_uc003kbo.2_Missense_Mutation_p.T2128I|BDP1_uc003kbq.1_RNA|BDP1_uc003kbr.1_RNANM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2TTGTGTGTAACCAAAGGGGCA0.338

+ 2 578 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AAAGGCAGTCCTTTAACTTCA0.383

+ 70 14320GPR98_uc003kjt.2_Missense_Mutation_p.E2448K|GPR98_uc003kjw.2_Missense_Mutation_p.E403KNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GGGAGGAGCCGAACTGGATCT0.438

- 8 1706NRG2_uc003lev.1_Missense_Mutation_p.S502F|NRG2_uc003lew.1_Missense_Mutation_p.S496F|NRG2_uc003ley.1_Missense_Mutation_p.S488FNM_004883 NP_004874 O14511 NRG2_HUMANCytoplasmic (Potential). 6GTGGCTCCCAGAGAAGGTGGT0.542

+ 1 323PCDHB2_uc003lim.1_IntronNM_018936 NP_061759 Q9Y5E7 PCDB2_HUMANExtracellular (Potential).|Cadherin 1. 6GGAGAACTTGCTGTGAGGGGG0.502

+ 1 2443PCDHB16_uc003liv.2_5'Flank|PCDHB16_uc010jfw.1_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCytoplasmic (Potential). 4CTATCAGTACGAGGTGTGCCT0.577

+ 1 1418PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc011daw.1_Missense_Mutation_p.S473LNM_018925 NP_061748 Q9Y5G0 PCDGH_HUMANExtracellular (Potential).|Cadherin 5. 0GTCTGCGCCTCGGACCTGGAC0.587

- 2 439CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMANFibronectin type-III. 0GTGCCTGTAAGGGAAGGCAGC0.567

+ 3 380 TMED9_uc010jko.2_RNANM_017510 NP_059980 Q9BVK6 TMED9_HUMANGOLD.|Lumenal (Potential). 0CACTCCAATTCCACCAAGTTC0.562

- 7 2280NEDD9_uc010joz.2_Missense_Mutation_p.R705W|NEDD9_uc003mzw.3_Missense_Mutation_p.R559WNM_006403 NP_006394 Q14511 CASL_HUMAN 0AGCAACTGCCGATCCTGAGCA0.517

- 3 577C6orf105_uc011dip.1_Splice_Site_p.F115_spliceNM_032744 NP_116133 Q96IZ2 CF105_HUMAN 0AAAATACAAACTGGAAAATAA0.363

+ 4 2526HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6CATTGATTCCCCCAAATCATA0.433

+ 4 1052ZNF193_uc003nkr.1_Missense_Mutation_p.K313Q|ZNF193_uc010jqz.1_Missense_Mutation_p.K364QNM_006299 NP_006290 O15535 ZN193_HUMAN C2H2-type 3. 0GTACCACTGCAAGGAGTGTGG0.458

- 1 7 NM_030959 NP_112221 Q9UGF7 O12D3_HUMANExtracellular (Potential). 3TGACATTCTCCATTGCTCTGG0.343

+ 3 1230OR2H1_uc003nmj.1_Missense_Mutation_p.P263S|OR2H1_uc010jri.1_Missense_Mutation_p.P185SNM_030883 NP_112145 Q9GZK4 OR2H1_HUMANExtracellular (Potential). 0GCCCAAAAATCCGTATGCCCA0.517

- 2 284GABBR1_uc003nmp.3_3'UTRNM_006398 NP_006389 O15205 UBD_HUMAN Ubiquitin 1. 0CATCAAAGGTCATTAAATCCC0.488

+ 15 2234 NM_001371 NP_001362 21TTATCAAGTCCGGACGGTAAA0.368

+ 14 3331 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9GCCCAATGGCCCGGCCCTTGC0.667

- 13 2123GPR116_uc011dwj.1_Missense_Mutation_p.A167T|GPR116_uc011dwk.1_Missense_Mutation_p.A41T|GPR116_uc003oyp.3_Missense_Mutation_p.A470T|GPR116_uc003oyq.3_Missense_Mutation_p.A612T|GPR116_uc010jzi.1_Missense_Mutation_p.A284TNM_001098518 NP_001091988 Q8IZF2 GP116_HUMANExtracellular (Potential). 2AGCATCTTACCAGCAGGAAGG0.393

- 3 1538BMP5_uc011dxf.1_Missense_Mutation_p.G276RNM_021073 NP_066551 P22003 BMP5_HUMAN 2TTACCATCCCCTGTTTCTGCA0.348

- 64 10851_10852 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TTCATGCAGGGGGAACTGTTTT0.495

- 9 3120BACH2_uc003pnw.2_Missense_Mutation_p.E771KNM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6GCGCCTGGCTCCAAGCAGCAG0.642

- 5 1325EPHA7_uc003pof.2_Missense_Mutation_p.D362N|EPHA7_uc011eac.1_Missense_Mutation_p.D362NNM_004440 NP_004431 Q15375 EPHA7_HUMANExtracellular (Potential).|Fibronectin type-III 1. 28TAGGTCACATCGTTTCTTCCC0.498

+ 17 2033 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3AGTGTCATTAACCAAGGACCA0.527

+ 12 2039 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2ATACAGTCCCTGGAAGGCCTC0.572

+ 2 1234 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0GGGCCATGTGTTCAGAAATGC0.607

- 9 6741 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6TGGAATAGCCTCTGGTATTCT0.438

+ 16 4238TIAM2_uc003qqe.2_Missense_Mutation_p.D989N|TIAM2_uc010kjj.2_Missense_Mutation_p.D522N|TIAM2_uc003qqf.2_Missense_Mutation_p.D365N|TIAM2_uc011efl.1_Missense_Mutation_p.D325N|TIAM2_uc003qqg.2_Missense_Mutation_p.D301NNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GTCAGACAGTGACCTGTTCTC0.532

+ 5 919SLC22A3_uc011efx.1_RNANM_021977 NP_068812 O75751 S22A3_HUMAN 4GCTGATTACTCGGAAGAAAGG0.428

+ 13 1733STK31_uc003swt.3_Missense_Mutation_p.E533K|STK31_uc011jze.1_Missense_Mutation_p.E556K|STK31_uc010kuq.2_Missense_Mutation_p.E533KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9TGAAATCCTAGAGAAGACTGA0.378

+ 4 434ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.E71KNM_001118 NP_001109 P41586 PACR_HUMANExtracellular (Potential). 1CCATGTGGGTGAGATGGTCCT0.562

+ 14 1562 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 2. 3TTGCAATACTGGAAACAATTA0.403

- 5 1673 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4CCACATTCTTCACATGTGTAG0.428

- 9 1623MAGI2_uc003ugy.2_Missense_Mutation_p.P457S|MAGI2_uc010ldx.1_Missense_Mutation_p.P66S|MAGI2_uc010ldy.1_Missense_Mutation_p.P66S|MAGI2_uc011kgr.1_Missense_Mutation_p.P289S|MAGI2_uc011kgs.1_Missense_Mutation_p.P294SNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 2. 11GGCCCATCCGGAATCACACTT0.428

- 5 366ABCB4_uc003uiw.1_Missense_Mutation_p.N97T|ABCB4_uc003uix.1_Missense_Mutation_p.N97T|ABCB4_uc003uiy.2_Missense_Mutation_p.N97TNM_018849 NP_061337 P21439 MDR3_HUMANExtracellular (By similarity).|ABC transmembrane type-1 1.6 CAAGGAAAAGTTCACtaaatt0.244

+ 4 1908 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11ACTCTTCAATGGCCTACGGAA0.418

+ 4 2384 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11CTGCAGAAAGGCAGTTCTAAA0.388

+ 68 10894TRRAP_uc011kis.1_Missense_Mutation_p.T3533I|TRRAP_uc003upr.2_Missense_Mutation_p.T3268INM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37AGAAAGGAGACCACCAAGAGG0.582

- 50 8277RELN_uc010liz.2_Missense_Mutation_p.S2706LNM_005045 NP_005036 P78509 RELN_HUMAN 19TAATTTACCTGAAGTTTTGTC0.483

- 3 619 WNT2_uc003vja.2_IntronNM_003391 NP_003382 P09544 WNT2_HUMAN p.E107E(1) 7AAGGCAGATTCCCGACTACCT0.398



- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 7 2428FAM115C_uc003wdg.2_Missense_Mutation_p.W501L|FAM115C_uc011ktk.1_Missense_Mutation_p.W782L|FAM115C_uc003wdh.2_Missense_Mutation_p.W782L|FAM115C_uc011ktm.1_Missense_Mutation_p.W782L|uc011ktn.1_Intron|uc011kto.1_Intron|uc011ktp.1_Intron|LOC154761_uc011ktq.1_Intron|LOC154761_uc011ktr.1_Intron|LOC154761_uc011kts.1_Intron|LOC154761_uc003wdj.1_Intron|FAM115C_uc011ktt.1_Missense_Mutation_p.W678L|FAM115C_uc003wdi.1_Missense_Mutation_p.W501LNM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0TGTAACCTTTGGTCAGTCTAC0.617

+ 1 533 NM_001004685 NP_001004685 O95006 OR2F2_HUMANExtracellular (Potential). 4GATCACATATCCTGTGAACTC0.498

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11AATCCTGCACGGAGAAGGACA0.388

+ 4 1084 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7GACAGTCCTCCTTGTGGGGAA0.562

+ 11 1683NOS3_uc011kuy.1_Missense_Mutation_p.E257K|NOS3_uc011kuz.1_Missense_Mutation_p.E463K|NOS3_uc011kva.1_Missense_Mutation_p.E463K|NOS3_uc011kvb.1_Missense_Mutation_p.E463KNM_000603 NP_000594 P29474 NOS3_HUMANInteraction with NOSIP. 8TTTCCATCAGGAGATGGTCAA0.627

- 5 416PAXIP1_uc003wlq.1_Missense_Mutation_p.G91W|PAXIP1_uc011kvs.1_Missense_Mutation_p.G89W|PAXIP1_uc003wlr.1_Missense_Mutation_p.G34WNM_007349 NP_031375 Q6ZW49 PAXI1_HUMANBRCT 2.|Interaction with PA1 (By similarity). 5CAATCTCCCCCATAGAACGTA0.443

- 2 232SPAG11B_uc003wrg.1_Missense_Mutation_p.S22L|SPAG11B_uc003wrh.1_Missense_Mutation_p.S22L|SPAG11B_uc003wrl.2_Missense_Mutation_p.S22L|SPAG11B_uc003wrm.2_Missense_Mutation_p.S22LNM_016512 NP_057596 Q08648 SG11B_HUMAN 0GGCTTGAGACGATCCTGTGCA0.582

- 3 660 NM_003155 NP_003146 P52823 STC1_HUMAN 4TAGCACTCTTCCTGCACCTCA0.537

+ 4 557ADAMDEC1_uc010lub.2_Missense_Mutation_p.E34K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E34KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2CAGAGGAGAGGAAATTACCAC0.453

+ 16 1766ADAM18_uc010lww.2_RNA|ADAM18_uc010lwx.2_Missense_Mutation_p.S565LNM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANCys-rich.|Extracellular (Potential). 6TCCATGAGATCAGATGGAACA0.368

- 1 272 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1TGAATCTGGACCTTTTTCCTC0.502

- 5 407 NM_005836 NP_005827 P52758 UK114_HUMAN 1GCTCTAGCAGGAAAATTACTC0.274

+ 10 1639 NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN 3CAGGAAGAAAGGGAAAGGCCA0.468

- 13 3201FAM135B_uc003yux.2_Missense_Mutation_p.M911I|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.M572I|FAM135B_uc003yvb.2_Missense_Mutation_p.M572INM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9GATGGGACCCCATGATGGAAG0.512

- 2 759 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1AGGCCGCATTCATGGCTTCCT0.677

+ 3 923_924PCSK5_uc004ajy.2_Missense_Mutation_p.P129F|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3TTTCAATGATCCCAAGTGGCCC0.475

+ 1 894 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMANCytoplasmic (Potential). 0ACAAAGATATGAAAAGGGGTT0.398

- 1 876 NM_203434 NP_982258 Q5T953 IER5L_HUMAN Ala-rich. 0 gaggcgggcggagaagcggcg0.353

+ 3 832 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin N-terminal. 3AACACGTTTGGGGACGACATC0.592

+ 10 1238IL3RA_uc011mhd.1_Missense_Mutation_p.E219KNM_002183 NP_002174 P26951 IL3RA_HUMANExtracellular (Potential). 3CGACCAGGAGGAGGGCGCAAA0.667

- 5 3341 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TGAGACATCTCTTTCATACCC0.458

- 6 526FAM9B_uc011mhv.1_RNA|FAM9B_uc004csh.2_Missense_Mutation_p.S186NNM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0TCTCCTAACACTTCTATATTG0.318

+ 4 983MAGEB1_uc004dcd.2_Nonsense_Mutation_p.W221*|MAGEB1_uc004dce.2_Nonsense_Mutation_p.W221*NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0AAGAGATCTGGAAATTCATGA0.483

- 5 370SSX5_uc004diz.1_Missense_Mutation_p.G147ENM_175723 NP_783729 O60225 SSX5_HUMAN 0CGGGAAGATTCCCTGGAGCCT0.423

+ 5 652TBC1D25_uc011mly.1_Nonsense_Mutation_p.Q123*|TBC1D25_uc004dkb.1_5'UTR|TBC1D25_uc011mlz.1_5'UTR|TBC1D25_uc011mma.1_5'UTR|TBC1D25_uc004dkc.1_5'UTR|TBC1D25_uc011mmb.1_Nonsense_Mutation_p.Q185*|TBC1D25_uc011mmc.1_5'UTR|TBC1D25_uc011mmd.1_5'UTRNM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1GTCTAAGGTCCAACAAGTGCT0.582

- 23 3169 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2CCCCTTACCCGATCTCTTGTC0.438

+ 2 1132 NM_005448 NP_005439 O95972 BMP15_HUMAN 2GAGTATTTTGTACAAGGAGTA0.463

- 1 1 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0GCTTTTCCATGATTCTGGTTG0.448

+ 6 2479NHSL2_uc004eak.1_Missense_Mutation_p.D461N|NHSL2_uc010nli.2_Missense_Mutation_p.D596NNM_001013627 NP_001013649 Q5HYW2 NHSL2_HUMAN 0TACTCAGTCCGACCTACGTTC0.512

- 22 2196RPS6KA6_uc011mqt.1_Missense_Mutation_p.M707V|RPS6KA6_uc011mqu.1_Missense_Mutation_p.M604VNM_014496 NP_055311 Q9UK32 KS6A6_HUMAN 8GTTGCAACCATTGCTCCCTAA0.403 rs145715341

+ 13 2218WDR44_uc004eqo.2_Missense_Mutation_p.R598Q|WDR44_uc011mtr.1_Missense_Mutation_p.R573Q|WDR44_uc010nqi.2_Missense_Mutation_p.R308QNM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5TTTCGGCAACGGCCATTTTGC0.343

+ 2 105UTP14A_uc011mup.1_Missense_Mutation_p.Y26C|UTP14A_uc011muq.1_5'UTRNM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN 2 CCAAAAgactacctcttgagt0.259

+ 6 744 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4CTCCCCAAATCCAGGACGGCC0.557

- 8 1820_1821GPC3_uc004exd.1_Nonsense_Mutation_p.P416*|GPC3_uc010nrn.1_Nonsense_Mutation_p.P567*|GPC3_uc011mvh.1_Nonsense_Mutation_p.P528*|GPC3_uc010nro.1_Nonsense_Mutation_p.P490*NM_004484 NP_004475 P51654 GPC3_HUMAN 5GTTGTCCTTCGGAGTTGCCTGC0.495

+ 2 768 NM_001727 NP_001718 P32247 BRS3_HUMANExtracellular (Potential). 1TACCTCTTATCCTGTCTCTAA0.348

- 5 1312FGF13_uc004fan.2_Missense_Mutation_p.R164Q|FGF13_uc011mwi.1_Missense_Mutation_p.R198Q|FGF13_uc004faq.2_Missense_Mutation_p.R227Q|FGF13_uc004far.2_Missense_Mutation_p.R198Q|FGF13_uc011mwj.1_Missense_Mutation_p.R227Q|FGF13_uc011mwk.1_Missense_Mutation_p.R171QNM_004114 NP_004105 Q92913 FGF13_HUMAN 3GCTTCCAGATCGGGAGAACTC0.517

- 3 582 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0TCCCTGGCTCGATACTTGAGG0.532

+ 2 993 SPRY3_uc010nvl.1_IntronNM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0TCTGCTGAGAGCCTCCTCGAT0.582

+ 2 1001SPRY3_uc010nvl.1_IntronNM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0GAGCCTCCTCGATTATGGCAC0.592

+ 2 241 NM_000815 NP_000806 O14764 GBRD_HUMANExtracellular (Probable). 3GGGCTGATAGCCGGCTACGCC0.677

- 21 2902PLEKHG5_uc001ann.1_Missense_Mutation_p.S915F|PLEKHG5_uc001anq.1_Intron|PLEKHG5_uc001anp.1_Missense_Mutation_p.S955F|TNFRSF25_uc001ana.2_5'Flank|TNFRSF25_uc001anb.2_5'Flank|TNFRSF25_uc001anc.2_5'Flank|TNFRSF25_uc001and.2_5'Flank|TNFRSF25_uc009vlz.2_5'Flank|TNFRSF25_uc001ane.2_5'Flank|TNFRSF25_uc001anf.2_5'Flank|TNFRSF25_uc001ang.2_5'Flank|TNFRSF25_uc001anh.2_5'Flank|TNFRSF25_uc001ani.1_5'Flank|PLEKHG5_uc001anj.1_Missense_Mutation_p.S439F|PLEKHG5_uc009vma.1_Missense_Mutation_p.S718F|PLEKHG5_uc010nzr.1_Missense_Mutation_p.S947F|PLEKHG5_uc001ank.1_Missense_Mutation_p.S878F|PLEKHG5_uc009vmb.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anl.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anm.1_Missense_Mutation_p.S878F|PLEKHG5_uc001anr.1_Missense_Mutation_p.S141FNM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1GCTGGCCTCGGACTTAGACTT0.697

- 2 262 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1AGGGAGGCGGCGGAAGGGCCA0.602

+ 3 526TMEM51_uc010obk.1_Missense_Mutation_p.A3P|TMEM51_uc001avz.2_Missense_Mutation_p.A3P|TMEM51_uc001avy.2_Missense_Mutation_p.A3P|TMEM51_uc001avx.2_Missense_Mutation_p.A3PNM_001136216 NP_001129688 Q9NW97 TMM51_HUMAN 0TGACATGATGGCCCAGTCCAA0.557

- 7 1702 NM_004431 NP_004422 P29317 EPHA2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 10CTGGAATTCGTGCACCTTGCT0.617

- 2 227ATP13A2_uc001bab.2_Missense_Mutation_p.P13S|ATP13A2_uc001bac.2_Missense_Mutation_p.P13SNM_022089 NP_071372 Q9NQ11 AT132_HUMANHelical; (Potential). 4TAACCGGTGGGCGTGCTGCCC0.527

+ 1 2328KLHDC7A_uc009vpg.2_IntronNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3CCGCAGGGCACCCTCCTGCCC0.647



- 85 12608UBR4_uc001bbg.2_5'Flank|UBR4_uc001bbh.2_5'UTRNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25ACTCCCCGAGCTGCCAAGTAG0.537

+ 12 1741NBPF3_uc001bes.2_Missense_Mutation_p.K408R|NBPF3_uc009vqb.2_Missense_Mutation_p.K452R|NBPF3_uc010odm.1_Missense_Mutation_p.K394RNM_032264 NP_115640 Q9H094 NBPF3_HUMAN NBPF 4. 2GGAATGAAAAAGGACCAAGAA0.468

+ 16 2953 NM_020526 NP_065387 P29322 EPHA8_HUMANCytoplasmic (Potential).|SAM. 13GACTCCATCCGCATGGGCCGG0.692

+ 5 589CATSPER4_uc010oey.1_Missense_Mutation_p.V19M|CATSPER4_uc009vsf.2_RNANM_198137 NP_937770 Q7RTX7 CTSR4_HUMANHelical; Name=Segment S4; (Potential). 1GTGCATGGCGGTGGAGCCCCT0.627

+ 3 435SYTL1_uc001bnv.1_Nonsense_Mutation_p.Q90*|SYTL1_uc009vsu.1_Nonsense_Mutation_p.Q90*|SYTL1_uc001bnx.2_Nonsense_Mutation_p.Q90*|SYTL1_uc009vsv.1_Nonsense_Mutation_p.Q90*NM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1AGCACGCTCCCAGCGGCACCA0.642

+ 7 969EIF3I_uc009vuc.2_Missense_Mutation_p.D146Y|EIF3I_uc001bus.2_Missense_Mutation_p.D98YNM_003757 NP_003748 Q13347 EIF3I_HUMAN WD 3. 1CCCTTGCAATGACTCTAAAAT0.532

+ 15 2243 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN Piwi. 1AGCTTGGCCAGAACTAATAGC0.393

+ 2 214CDC20_uc001ciy.2_Missense_Mutation_p.P38LNM_001255 NP_001246 Q12834 CDC20_HUMAN 0GCCGCAGGCCCGGCCCCCTCA0.672

- 6 1017TESK2_uc009vxr.1_Missense_Mutation_p.P205L|TESK2_uc010olo.1_Missense_Mutation_p.P122L|TESK2_uc009vxs.1_5'UTRNM_007170 NP_009101 Q96S53 TESK2_HUMANProtein kinase. 5CCTGACATCGGGGATCTTCTC0.542

+ 15 1648RAD54L_uc001cpl.2_Missense_Mutation_p.S512G|RAD54L_uc001cpm.1_Missense_Mutation_p.S295GNM_001142548 NP_001136020 Q92698 RAD54_HUMANHelicase C-terminal. 3CCGAAGCCGTAGCAGTGACAA0.547

- 8 952SPATA6_uc001crs.1_Missense_Mutation_p.P263S|SPATA6_uc010omv.1_Missense_Mutation_p.P249SNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1GGACTTGGGGGATCAACCTAG0.418

+ 8 1233PODN_uc001cuw.2_Missense_Mutation_p.L390S|PODN_uc010onr.1_Missense_Mutation_p.L390S|PODN_uc010ons.1_Missense_Mutation_p.L267SNM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 12. 2CTCAAGCGGTTGCACACGGTG0.662

- 2 1413 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2AAATGTGCAGGGTCCTCCAGG0.512

+ 19 1835HOOK1_uc001czo.2_Missense_Mutation_p.I578K|HOOK1_uc001czp.2_Intron|HOOK1_uc010oor.1_Missense_Mutation_p.I536KNM_015888 NP_056972 Q9UJC3 HOOK1_HUMAN Potential. 2CAGCCAGATATAAATCAAAAT0.353

+ 2 188CACHD1_uc001dbp.1_5'UTRNM_020925 NP_065976 Q5VU97 CAHD1_HUMANExtracellular (Potential). 2GAGAAAATCTCAAATGGAGAA0.378

- 3 385 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANExtracellular (Potential).|EGF-like 2; calcium-binding (Potential).2CCTTCTGTGTTAGTGCAATTA0.343

+ 6 978CLCA4_uc009wct.2_Missense_Mutation_p.D75N|CLCA4_uc009wcu.2_Missense_Mutation_p.D132NNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN VWFA. 2CTTAGTTCTTGATAAGTCTGG0.423

- 1 264NOTCH2_uc001eil.2_Missense_Mutation_p.A3V|NOTCH2_uc001eim.3_5'UTRNM_024408 NP_077719 Q04721 NOTC2_HUMAN 27GGGGCGCAGGGCGGGCATCTT0.647 rs150390977

- 2 714 ACP6_uc009wjj.1_IntronNM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4GTTTGGGGTGGGACCTCTAAT0.418

- 3 3611 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17ACATGCTGTCCAAAACTTGTG0.493

+ 3 814CD1E_uc010pid.1_Missense_Mutation_p.R190Q|CD1E_uc010pie.1_Missense_Mutation_p.R93Q|CD1E_uc010pif.1_Intron|CD1E_uc001fsd.2_Missense_Mutation_p.R192Q|CD1E_uc001fsk.2_Intron|CD1E_uc001fsj.2_Intron|CD1E_uc001fsc.2_Intron|CD1E_uc010pig.1_Intron|CD1E_uc001fsa.2_Intron|CD1E_uc001fsf.2_Missense_Mutation_p.R192Q|CD1E_uc001fry.2_Missense_Mutation_p.R192Q|CD1E_uc001fsg.2_Intron|CD1E_uc001fsh.2_Intron|CD1E_uc001fsi.2_Missense_Mutation_p.R192Q|CD1E_uc009wsv.2_Missense_Mutation_p.R93Q|CD1E_uc001frz.2_Intron|CD1E_uc009wsw.2_5'FlankNM_030893 NP_112155 P15812 CD1E_HUMAN Ig-like. 3ACCTGCCCTCGATTTCTAGCG0.507

+ 1 586 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential). 2AGGCCCGAGTGAGCTGAGGAT0.498

+ 1 931 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMANHelical; Name=7; (Potential). 1CCTTGCTCCCTTTTTCAACCC0.438

+ 3 275FCRL6_uc010pix.1_Missense_Mutation_p.R73H|FCRL6_uc001fuc.2_Missense_Mutation_p.R85H|FCRL6_uc009wsz.1_Missense_Mutation_p.R78H|FCRL6_uc009wta.2_Missense_Mutation_p.R78HNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMANIg-like C2-type 1.|Extracellular (Potential). 3GTGCAGAGCCGTGGCCAGTAC0.488 rs147917646

- 10 1448ARHGAP30_uc001fxk.2_Missense_Mutation_p.A368T|ARHGAP30_uc001fxm.2_Missense_Mutation_p.A214T|ARHGAP30_uc009wtx.2_Missense_Mutation_p.A41T|ARHGAP30_uc001fxn.1_Missense_Mutation_p.A214TNM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3TCACCCTCTGCTGCCTCTATA0.632

+ 10 1447DNM3_uc001gid.3_Missense_Mutation_p.S424F|DNM3_uc009wwb.2_Missense_Mutation_p.S424F|DNM3_uc001gif.2_Missense_Mutation_p.S424FNM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1AAAGGGCCTTCCTTGAAGAGT0.398

- 6 1040SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2AAAGTGGATTCTGTTGCCCCG0.274

- 7 1507_1508ASTN1_uc001glb.1_Missense_Mutation_p.G432E|ASTN1_uc001gld.1_Missense_Mutation_p.G432E|ASTN1_uc009wwx.1_Missense_Mutation_p.G432E|ASTN1_uc001gle.3_IntronNM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCAGCTGGCTCCCCTCCAGCAA0.589

+ 7 2159PRG4_uc001grt.3_Missense_Mutation_p.E662G|PRG4_uc009wyl.2_Missense_Mutation_p.E610G|PRG4_uc009wym.2_Missense_Mutation_p.E569G|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|42; approximate.1ACCCCTAAGGAGACTGCTCCA0.592

+ 3 355CFHR3_uc001gtk.2_Missense_Mutation_p.P90S|CFHR3_uc010poy.1_Missense_Mutation_p.P90S|CFHR1_uc001gtm.2_IntronNM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 2. 0 ATGTTATTTTCCTTATTTGGA0.299

+ 3 391 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2GGAATGTGTTCCTTTCCTTTT0.308

- 6 981 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3CAACGTATTTCTGCTGACCCA0.363

- 1 347_348ASPM_uc001gtv.2_Missense_Mutation_p.E31K|ASPM_uc001gtw.3_5'UTRNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6 gacgcctcctcctcggccgcgg 0.277

+ 3 757DYRK3_uc001hek.2_Intron|DYRK3_uc001hei.2_Missense_Mutation_p.Y177HNM_003582 NP_003573 O43781 DYRK3_HUMAN 3AGATGGGGCCTATATTCATGT0.428

- 2 1179PLXNA2_uc001hha.3_Missense_Mutation_p.R195WNM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential).|Sema. 3TCATCCAGCCGCAGCAGCTTG0.572

+ 10 1269HHAT_uc010psq.1_Missense_Mutation_p.T231M|HHAT_uc001hhz.3_Missense_Mutation_p.T368M|HHAT_uc010psr.1_Missense_Mutation_p.T369M|HHAT_uc010pss.1_Missense_Mutation_p.T323M|HHAT_uc009xcy.2_Missense_Mutation_p.T303M|HHAT_uc010pst.1_Missense_Mutation_p.T305M|HHAT_uc010psu.1_Missense_Mutation_p.T303M|HHAT_uc001hia.3_Missense_Mutation_p.T58MNM_001122834 NP_001116306 Q5VTY9 HHAT_HUMANHelical; (Potential). 2CTGTTTTCCACGGCGATGACA0.557

- 48 9761 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 18. 26AATTTGAAGAGATCTGCAACA0.358

- 15 2157EPRS_uc010puf.1_Missense_Mutation_p.L380F|EPRS_uc001hlz.1_Missense_Mutation_p.L636F|EPRS_uc009xdt.1_IntronNM_004446 NP_004437 P07814 SYEP_HUMANGlutamyl-tRNA synthetase. 2GCTTTGTGATCAAGTGCTCAT0.393

+ 4 1739 NM_021958 NP_068777 Q14774 HLX_HUMAN Ser-rich. 2 tgggagcagcggcggcggcgg0.224

- 30 4297HEATR1_uc009xgh.1_Missense_Mutation_p.P553LNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3CCTGTGCTCCGGGACGTGTGG0.443

+ 7 726GTPBP4_uc010qac.1_Splice_Site_p.V10_splice|GTPBP4_uc001ifu.2_Splice_Site|GTPBP4_uc010qad.1_Splice_Site_p.V103_splice|GTPBP4_uc010qae.1_Splice_Site_p.V172_spliceNM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2GGCTGTGTTAGGTTGTAGACA0.557

- 3 245 NM_145314 NP_660357 Q8WVF2 UCMA_HUMAN 0CGCCTCTTGAGGAAATTCGAG0.577

- 4 531 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANExtracellular (Potential). 4CACCTCCGAAGGGGAGCTGGC0.517

+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765

- 8 919 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMANCytoplasmic (Potential). 0AGCCCGGTGGGGTTTGATCAG0.488

+ 3 2053 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0ACACATCAATCCCCAGAAGGA0.542

- 9 1349CTNNA3_uc001jmw.2_Missense_Mutation_p.K409R|CTNNA3_uc001jmx.3_Missense_Mutation_p.K409RNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8TTTTATTTCCTTTTCCCGGCC0.438



- 6 1624CPEB3_uc001khu.1_Missense_Mutation_p.K493R|CPEB3_uc001khv.1_Missense_Mutation_p.K470R|CPEB3_uc010qnn.1_Missense_Mutation_p.K470RNM_014912 NP_055727 Q8NE35 CPEB3_HUMAN RRM 1. 0AGCATTACCTTTAGGAGGAAA0.413

- 23 2908IDE_uc010qnp.1_Missense_Mutation_p.L389F|IDE_uc001khz.2_Missense_Mutation_p.L389FNM_004969 NP_004960 P14735 IDE_HUMAN 3CATCTACTGCCAACATTTCCT0.428

+ 19 5153PLCE1_uc010qnx.1_Missense_Mutation_p.E1491K|PLCE1_uc001kjm.2_Missense_Mutation_p.E1199KNM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3TGTGTTTGGAGAAAAGCTGGT0.303

+ 22 2606HELLS_uc001kjs.2_Missense_Mutation_p.P818L|HELLS_uc009xul.2_Missense_Mutation_p.P736L|HELLS_uc009xum.2_Missense_Mutation_p.P704L|HELLS_uc009xun.2_Missense_Mutation_p.P710L|HELLS_uc009xuo.2_Missense_Mutation_p.P880L|HELLS_uc001kju.2_Missense_Mutation_p.P473L|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Missense_Mutation_p.P696L|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2GATTCCAGTCCTGAATGTTTG0.323

+ 3 807CYP2C18_uc001kjw.3_Missense_Mutation_p.A161T|CYP2C19_uc009xus.1_Missense_Mutation_p.A26T|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5AAAAACCAATGGTGGGTGACT0.323

+ 4 962CYP2C18_uc001kjw.3_Nonsense_Mutation_p.W212*|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5GCTCTCCATGGATCCAGGTGA0.294

- 9 1393CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R363Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R347Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R331QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0TGCACAAATTCGTTTTCCTGA0.363

+ 1 386DHDPSL_uc001knx.2_Intron|DHDPSL_uc001kny.2_Intron|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_001009997 NP_001009997 Q5T681 CJ062_HUMAN 0GTCAGCTCCACGGTTCACATA0.582

- 14 2391SH3PXD2A_uc010qqr.1_Intron|SH3PXD2A_uc010qqs.1_Missense_Mutation_p.R586W|SH3PXD2A_uc010qqt.1_Missense_Mutation_p.R628W|SH3PXD2A_uc009xxn.1_Missense_Mutation_p.R586W|SH3PXD2A_uc010qqu.1_Missense_Mutation_p.R694WNM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN 0AGCTGGCGCCGTAAAGTGCTG0.647

- 1 341SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GGTGGGATGCAGTCAAACACC0.592

- 20 2209NRAP_uc009xyb.2_5'UTR|NRAP_uc001lak.2_Missense_Mutation_p.Q647R|NRAP_uc001lal.3_Missense_Mutation_p.Q682RNM_198060 NP_932326 Q86VF7 NRAP_HUMAN Nebulin 16. 10AGCCTTGTACTGCAGCTACAA0.502

+ 10 2035NHLRC2_uc001lay.1_RNANM_198514 NP_940916 Q8NBF2 NHLC2_HUMAN 1CCCGTGACTGCGTGTGCTGGC0.463 rs150975627

+ 5 723 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1CTGGTGAGGACGCTGGAGATG0.647

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANHelical; Name=4; (Potential). 2AAAAGGTAATGGAAAAATGAG0.473

- 2 619HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3CAGCAGACCCGGGATGAAGGG0.552

- 21 3000uc001miu.2_Intron|MRVI1_uc001miw.2_Missense_Mutation_p.Y863H|MRVI1_uc010rcb.1_Missense_Mutation_p.Y864H|MRVI1_uc009ygb.1_Missense_Mutation_p.Y557H|MRVI1_uc001mix.2_Missense_Mutation_p.Y557H|MRVI1_uc001miz.2_Missense_Mutation_p.Y781H|MRVI1_uc009ygc.1_Missense_Mutation_p.Y781H|MRVI1_uc010rcd.1_Missense_Mutation_p.Y666H|MRVI1_uc009ygd.1_Missense_Mutation_p.Y557HNM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMANHelical; (Potential). 3TAGGAATTGTAGAGCCCCAGC0.532

- 3 366 NM_000315 NP_000306 P01270 PTHY_HUMAN 1GTCTTCCTTTTTTCGGGGCCT0.458

- 5 416ARFGAP2_uc010rha.1_5'Flank|ARFGAP2_uc010rhb.1_Intron|ARFGAP2_uc001ndu.2_Intron|ARFGAP2_uc010rhc.1_Intron|ARFGAP2_uc010rhd.1_Missense_Mutation_p.W134L|ARFGAP2_uc001ndv.1_3'UTRNM_032389 NP_115765 Q8N6H7 ARFG2_HUMANRequired for interaction with coatomer. 1GTTGTCTATCCAAAGCTAGAA0.502

- 13 2124AGBL2_uc001ngf.2_RNA|AGBL2_uc010rhq.1_Missense_Mutation_p.Q637P|AGBL2_uc001ngh.1_IntronNM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2TGCTAGACACTGAGTGAACTA0.259

+ 1 922 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANCytoplasmic (Potential). 1GATGGGCTCCAAAATTCACTC0.463

+ 1 151 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANCytoplasmic (Potential). 2ATTGATAATCCGCCTGGACCT0.438

+ 1 298 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMANHelical; Name=2; (Potential). 0ATCATTCTTGGATGCTTGCTA0.383

+ 1 29 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMANExtracellular (Potential). 0ACAGTGACTGAGTTTATACTG0.478

+ 2 1105DTX4_uc001nnr.2_Missense_Mutation_p.K177RNM_015177 NP_055992 Q9Y2E6 DTX4_HUMAN 3CCCAACAGCAAGACCGGAAGG0.632

- 4 849CYBASC3_uc010rlh.1_Missense_Mutation_p.R242C|CYBASC3_uc001nrg.2_Missense_Mutation_p.R225C|CYBASC3_uc009ynn.2_RNA|CYBASC3_uc001nrh.2_Missense_Mutation_p.R225C|CYBASC3_uc001nri.2_RNANM_001161452 NP_001154924 Q8NBI2 CYAC3_HUMAN 0GGCTCTGGGCGCTTCCAAGAT0.607

- 2 906KCNK7_uc001oeq.2_Missense_Mutation_p.P228S|KCNK7_uc001oer.2_Missense_Mutation_p.P228S|KCNK7_uc001oeu.2_Missense_Mutation_p.P228SNM_033347 NP_203133 Q9Y2U2 KCNK7_HUMAN 0TAAATCACGGGGTGCAGGCTG0.652

+ 10 1054ADRBK1_uc009yrm.1_Missense_Mutation_p.T263MNM_001619 NP_001610 P25098 ARBK1_HUMANProtein kinase. 1GCGTTCCACACGCCAGACAAG0.662

+ 23 4900LRP5_uc009ysg.2_Missense_Mutation_p.S1019PNM_002335 NP_002326 O75197 LRP5_HUMANPro-rich.|Cytoplasmic (Potential).|PPPSP motif E. 7GCCCCCTCCGTCCCCCTGCAC0.582

- 10 1516ARAP1_uc001osv.2_Missense_Mutation_p.R443C|ARAP1_uc001osr.2_Missense_Mutation_p.R203C|ARAP1_uc001oss.2_Missense_Mutation_p.R198C|ARAP1_uc009yth.2_Missense_Mutation_p.R198C|ARAP1_uc010rre.1_Missense_Mutation_p.R198CNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN PH 2. 1CTGCCAGCGCGGTCAGGCTGC0.622 rs138364636

+ 1 1652 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0CTGCGGAGAGCAAAGTCATTC0.642

+ 6 820TMEM126B_uc001pap.2_Missense_Mutation_p.E190K|TMEM126B_uc001paq.1_3'UTRNM_018480 NP_060950 Q8IUX1 T126B_HUMAN 0TGCAGTATTTGAAGAGACACT0.333

- 1 683GRM5_uc009yvm.2_Missense_Mutation_p.L161F|GRM5_uc009yvn.1_Missense_Mutation_p.L161FNM_001143831 NP_001137303 P41594 GRM5_HUMANExtracellular (Potential). 9AAAGCTGGAGCAAATTCTGGA0.498

+ 1 1190 NM_001161630 NP_001155102 B2RXH2 KD4DL_HUMAN JmjC. 0ACTCCACGATGGATTGATTAT0.512

+ 16 2258CNTN5_uc009ywv.1_Missense_Mutation_p.I640S|CNTN5_uc001pfz.2_Missense_Mutation_p.I640S|CNTN5_uc001pgb.2_Missense_Mutation_p.I566S|CNTN5_uc010ruk.1_IntronNM_014361 NP_055176 O94779 CNTN5_HUMANIg-like C2-type 6. 8ATCAGGAACATCCTTCTGATG0.463

- 3 2639PGR_uc001pgi.2_Missense_Mutation_p.M632I|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_IntronNM_000926 NP_000917 P06401 PRGR_HUMANNuclear receptor. 4CTCCAAGGACCATGCCAGCCT0.368

- 4 1441GUCY1A2_uc010rvo.1_Nonsense_Mutation_p.R351*|GUCY1A2_uc009yxn.1_Nonsense_Mutation_p.R351*NM_000855 NP_000846 P33402 GCYA2_HUMAN 8GTGTCACATCGAAGCTGCTTC0.473

- 11 1321ARHGAP20_uc001pky.1_Missense_Mutation_p.H323N|ARHGAP20_uc009yyb.1_Missense_Mutation_p.H310N|ARHGAP20_uc001pla.1_Missense_Mutation_p.H310N|ARHGAP20_uc001plb.2_5'FlankNM_020809 NP_065860 Q9P2F6 RHG20_HUMAN 5TTGTCCAGGTGAGTGCTAGAA0.428

+ 4 653TMEM25_uc010ryd.1_Missense_Mutation_p.P160Q|TMEM25_uc001ptk.3_Missense_Mutation_p.P160Q|TMEM25_uc001pth.2_Missense_Mutation_p.P160Q|TMEM25_uc009zad.2_Missense_Mutation_p.P160Q|TMEM25_uc001pti.2_Missense_Mutation_p.P56Q|TMEM25_uc010ryf.1_Intron|TMEM25_uc001ptl.2_Missense_Mutation_p.P160Q|TMEM25_uc001ptm.2_Missense_Mutation_p.P160Q|TMEM25_uc001ptn.2_Missense_Mutation_p.P160QNM_032780 NP_116169 Q86YD3 TMM25_HUMANExtracellular (Potential). 0GCCAACCCGCCGGCCAATGTC0.617

+ 16 2001GRIK4_uc009zav.1_Nonsense_Mutation_p.E572*|GRIK4_uc009zaw.1_Nonsense_Mutation_p.E572*|GRIK4_uc009zax.1_Nonsense_Mutation_p.E572*NM_014619 NP_055434 Q16099 GRIK4_HUMANCytoplasmic (Potential). 3GACGCCCTACGAGTGGTACAG0.438

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

- 1 198NINJ2_uc010sds.1_Missense_Mutation_p.P36LNM_016533 NP_057617 Q9NZG7 NINJ2_HUMAN 2CACACGCACCGGGTGCCGGGA0.597

+ 9 1375C1S_uc001qsk.2_Missense_Mutation_p.R219Q|C1S_uc001qsl.2_Missense_Mutation_p.R219Q|C1S_uc009zfr.2_Missense_Mutation_p.R52Q|C1S_uc009zfs.2_RNANM_201442 NP_958850 P09871 C1S_HUMAN CUB 2. 1GTGACCTTGCGGAGAGAAGAT0.468 rs147341600

- 3 370PRR4_uc009zhp.2_Missense_Mutation_p.S124G|PRH1_uc001qzb.3_RNA|PRR4_uc001qza.3_Splice_SiteNM_007244 NP_009175 Q16378 PROL4_HUMAN 0TCCTGCAGGCTGACAGAAGGA0.532

+ 1 287 NM_001310 NP_001301 O60519 CRBL2_HUMAN 0ATGGATGACAGTAAGGTAAGT0.677

+ 21 2442LRMP_uc010sja.1_Missense_Mutation_p.A470T|LRMP_uc010sjb.1_Missense_Mutation_p.A417T|LRMP_uc001rgi.2_RNA|LRMP_uc010sjc.1_Missense_Mutation_p.A470T|LRMP_uc010sjd.1_Missense_Mutation_p.A417TNM_006152 NP_006143 Q12912 LRMP_HUMANLumenal (Potential). 2TGTGGATGCCGCTCCCACACA0.502

- 11 2773SFRS2IP_uc001row.2_Missense_Mutation_p.K514R|SFRS2IP_uc001roy.1_Missense_Mutation_p.K903RNM_004719 NP_004710 Q99590 SCAFB_HUMAN 0TGATTGAGACTTCCTGCTTTC0.473

- 9 1530LOC144438_uc001rsd.3_5'Flank|CCNT1_uc009zkz.1_Missense_Mutation_p.Q118KNM_001240 NP_001231 O60563 CCNT1_HUMAN Potential. 6TGCCTCTTCTGGGCAGCCAAT0.438



+ 1 299 NM_000486 NP_000477 P41181 AQP2_HUMANCytoplasmic (Potential).|NPA 1. 2ATCAACCCTGCCGTGACTGTG0.662

- 6 546SLC11A2_uc001rxd.3_5'UTR|SLC11A2_uc001rxc.3_Missense_Mutation_p.W150L|SLC11A2_uc001rxf.2_RNA|SLC11A2_uc010smx.1_Missense_Mutation_p.W146L|SLC11A2_uc001rxh.1_Missense_Mutation_p.W150L|SLC11A2_uc001rxj.1_Missense_Mutation_p.W150L|SLC11A2_uc001rxi.2_Missense_Mutation_p.W150L|SLC11A2_uc001rxk.1_Missense_Mutation_p.W179L|SLC11A2_uc010smy.1_Missense_Mutation_p.W113LNM_000617 NP_000608 P49281 NRAM2_HUMANCytoplasmic (Potential). 1CACCATCAGCCACAGGATGAC0.428

- 3 776 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0GCTACAAATTCATTCTCAGCA0.478

- 2 1328NFE2_uc001sfq.2_Missense_Mutation_p.R273Q|NFE2_uc001sfr.3_Missense_Mutation_p.R273Q|NFE2_uc009znl.2_Missense_Mutation_p.R273QNM_006163 NP_006154 Q16621 NFE2_HUMAN Basic motif. 0GTTTTTGCCCCGTCGTCGGAT0.567

+ 3 538BLOC1S1_uc001shj.3_3'UTR|RDH5_uc010spt.1_Missense_Mutation_p.G119R|RDH5_uc010spu.1_Missense_Mutation_p.G22R|RDH5_uc001shl.2_Missense_Mutation_p.G119RNM_002905 NP_002896 Q92781 RDH1_HUMAN 1TGGTATCATCGGACCCACACC0.587

- 2 408NACA_uc001sly.2_Missense_Mutation_p.Q20R|NACA_uc009zoy.1_Missense_Mutation_p.Q20R|NACA_uc001smc.2_Missense_Mutation_p.Q20R|NACA_uc001sma.2_Missense_Mutation_p.Q20R|NACA_uc001smb.2_Missense_Mutation_p.Q20R|NACA_uc010squ.1_RNANM_001113201 NP_001106672 Q13765 NACA_HUMAN 1TGTCTCAGCCTGGGGCTGCGG0.483

- 1 446 NM_145913 NP_666018 Q8N695 SC5A8_HUMANHelical; (Potential). 0CAGCATGCCCGCGAACACCAC0.682

+ 22 2783 NM_014503 NP_055318 O75691 UTP20_HUMAN 4GGGATGGTGGCAGAGGAAATC0.498

+ 21 2435 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|EGF-like 6. 14CCATGCTCAGGAAATGGACAG0.413

+ 6 871TPCN1_uc001tux.2_Missense_Mutation_p.V264I|TPCN1_uc010syt.1_Missense_Mutation_p.V124INM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S3 of repeat I; (Potential). 3CGTGGTGTTGGTACGGCAGAT0.652

+ 7 851SDSL_uc009zwh.2_Missense_Mutation_p.G214DNM_138432 NP_612441 Q96GA7 SDSL_HUMAN 0ATCACAGCCGGCAAGCTGGTC0.622

+ 5 1112 NM_001080533 NP_001074002 A6NIH7 U119B_HUMAN 1ATTGAAAATCCTTACGAGACC0.443

- 3 328VPS33A_uc001ucc.2_RNA|VPS33A_uc001uce.2_Missense_Mutation_p.P72LNM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1ATCAGCTGCCGGCAAACGATT0.373

- 5 1715RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.P475Q|RNF6_uc001uqp.2_Missense_Mutation_p.P475Q|RNF6_uc001uqq.2_Missense_Mutation_p.P475Q|RNF6_uc010tdk.1_Missense_Mutation_p.P119QNM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2CACTGATGATGGCTCAACAAG0.448

- 1 1414TSC22D1_uc001uzo.1_Missense_Mutation_p.T308INM_183422 NP_904358 Q15714 T22D1_HUMAN 0ACTAGTGCCAGTAACAGAATT0.388

+ 2 1640UTP14C_uc001vgc.2_RNANM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5GAATGTGGACGGACCGAATCC0.547

- 1 2778 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANHelical; (Potential). 5GGTGAAGGCGGAGGTGACAAA0.592

- 45 5042DOCK9_uc001vnw.2_Missense_Mutation_p.P1662S|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Intron|DOCK9_uc001vnq.2_Intron|DOCK9_uc001vnr.2_Missense_Mutation_p.P306S|DOCK9_uc010tin.1_Intron|DOCK9_uc001vns.2_Intron|DOCK9_uc010tio.1_Intron|DOCK9_uc010tip.1_Missense_Mutation_p.P373S|DOCK9_uc001vnu.1_Intron|DOCK9_uc010tiq.1_IntronNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-2. 1TGGCTGTGGGGGAGAAGGGGC0.592

- 5 1033NOVA1_uc001wpz.2_Missense_Mutation_p.Q215K|NOVA1_uc001wqa.2_Missense_Mutation_p.Q117KNM_002515 NP_002506 P51513 NOVA1_HUMAN 5TGTATCTTCTGGATGATAAGT0.458

+ 25 3115DAAM1_uc001xea.1_Missense_Mutation_p.K987R|DAAM1_uc001xec.1_RNANM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN FH2. 1AGAAAGAAAAAGGAGGAAGAA0.418

- 23 3911 NM_000428 NP_000419 Q14767 LTBP2_HUMANEGF-like 11; calcium-binding (Potential).|Cys-rich. 2TCACTCACCCTCACACACGGT0.647

- 1 127SEL1L_uc001xvo.3_Missense_Mutation_p.R4WNM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN 1AGCCCTATCCGGACCCGCATC0.706

+ 14 1474SLC24A4_uc001yai.2_Missense_Mutation_p.P437S|SLC24A4_uc010twm.1_Missense_Mutation_p.P482S|SLC24A4_uc001yaj.2_Missense_Mutation_p.P465S|SLC24A4_uc010auj.2_Missense_Mutation_p.P373S|SLC24A4_uc010twn.1_Missense_Mutation_p.P257S|SLC24A4_uc001yan.2_Missense_Mutation_p.P195SNM_153646 NP_705932 Q8NFF2 NCKX4_HUMANCytoplasmic (Potential).|Alpha-2. 3GACAAGTGTTCCAGACTGCAT0.542

+ 6 523KIAA1409_uc001ybs.1_Missense_Mutation_p.I147R|KIAA1409_uc001ybu.1_Missense_Mutation_p.I85RNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CAGATGTGTATAGACCCTTCC0.418

- 3 845 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1CTGGAGGACGGTGCAAGCCAA0.532

- 4 407AHNAK2_uc001ypx.2_5'UTRNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GAAAAATGTCCGTGAGTCCCC0.592

- 1 1786 NM_019066 NP_061939 0CCTGTACTCTAGGTACTTCTG0.488

- 9 1274GABRB3_uc010uae.1_Missense_Mutation_p.M293L|GABRB3_uc001zba.2_Missense_Mutation_p.M378L|GABRB3_uc001zbb.2_Missense_Mutation_p.M434LNM_000814 NP_000805 P28472 GBRB3_HUMANCytoplasmic (Probable). 5ACCTCATTCATTTCATTGTGA0.453

+ 2 410GREM1_uc001zhd.1_Missense_Mutation_p.T14M|GREM1_uc010uby.1_Missense_Mutation_p.T43MNM_013372 NP_037504 O60565 GREM1_HUMAN 0CTGCATGTGACGGAGCGCAAA0.642

- 3 522BMF_uc001zkt.2_Intron|BMF_uc001zku.2_Intron|BMF_uc001zkw.2_Missense_Mutation_p.R146WNM_033503 NP_277038 Q96LC9 BMF_HUMAN BH3. 1ACATGAAGCCGGTGGAACTGG0.602

- 6 1279 NM_139265 NP_644670 Q9H223 EHD4_HUMAN 2GTGGGCGTGCTCGTCTCCTCC0.637

- 12 3139KIAA1370_uc002ach.3_RNA|KIAA1370_uc010bfg.1_Missense_Mutation_p.V908L|KIAA1370_uc002acf.3_Missense_Mutation_p.V26L|KIAA1370_uc010ugf.1_Missense_Mutation_p.V1003LNM_019600 NP_062546 Q32MH5 K1370_HUMAN 0TTAACAGGTACAGAAAAAGTT0.368

- 9 3382RFX7_uc010ugk.1_RNA|RFX7_uc002adn.1_Nonsense_Mutation_p.Q942*NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0CCTTGATGCTGCACAGGAGAG0.458

- 20 3000SLTM_uc002afn.2_Missense_Mutation_p.P513L|SLTM_uc002afo.2_Missense_Mutation_p.P953L|SLTM_uc002afq.2_Missense_Mutation_p.P540L|SLTM_uc010bgd.2_Missense_Mutation_p.P540LNM_024755 NP_079031 Q9NWH9 SLTM_HUMAN 1TTGAGAGGGTGGACCATGCCA0.507

+ 6 1741RNF111_uc002afs.2_Missense_Mutation_p.G488R|RNF111_uc002aft.2_Missense_Mutation_p.G488R|RNF111_uc002afu.2_Missense_Mutation_p.G488R|RNF111_uc002afw.2_Missense_Mutation_p.G488R|RNF111_uc002afx.2_Missense_Mutation_p.G15RNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2CTCACCATGTGGAGGGTCGTC0.498

- 61 8256VPS13C_uc002aha.2_Missense_Mutation_p.R2685C|VPS13C_uc002ahb.1_Missense_Mutation_p.R2728C|VPS13C_uc002ahc.1_Missense_Mutation_p.R2685C|VPS13C_uc002ahd.1_Missense_Mutation_p.R105CNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2TCACGTATGCGGAAATGTCCA0.448

+ 2 472uc002amj.2_5'Flank|uc002amk.2_5'Flank|uc002aml.2_5'FlankNM_203373 NP_976307 Q6P050 FXL22_HUMAN 0TTCGCCGACTTGCGCTCGGGG0.746

+ 4 1235 NM_015042 NP_055857 O15014 ZN609_HUMAN 3GGCCGTCGGGGCAGCCAGAAT0.547

+ 3 846MAP2K1_uc010ujp.1_Missense_Mutation_p.P102LNM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0TGCAACTCTCCGTACATCGTG0.512

- 9 713GRAMD2_uc010bis.2_Missense_Mutation_p.P230L|GRAMD2_uc010ukh.1_Missense_Mutation_p.P24LNM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0CACGGATGATGGAGGGATACA0.537

+ 5 1129CD276_uc010bjd.1_Missense_Mutation_p.E153K|CD276_uc002avu.1_Missense_Mutation_p.E299K|CD276_uc002avw.1_Intron|CD276_uc010ulb.1_Missense_Mutation_p.E245K|CD276_uc002avx.2_5'FlankNM_001024736 NP_001019907 Q5ZPR3 CD276_HUMANIg-like V-type 2.|Extracellular (Potential). 1CAGTTTCACCGAAGGCCGGGA0.647

- 9 983UBL7_uc002axx.1_Missense_Mutation_p.T314I|UBL7_uc010bjr.1_Missense_Mutation_p.T165I|UBL7_uc002axy.1_Missense_Mutation_p.T274I|UBL7_uc002axz.1_Missense_Mutation_p.T274INM_032907 NP_116296 Q96S82 UBL7_HUMAN 1GGCCAAGGCGGTGGCCAGCTC0.682

+ 2 2715C15orf39_uc002azq.3_Missense_Mutation_p.P799S|C15orf39_uc002azr.3_Missense_Mutation_p.P197SNM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0GACGGCTGGGCCCTGGGGCCA0.642

+ 3 247HMG20A_uc002bcq.1_Missense_Mutation_p.D16H|HMG20A_uc002bcs.2_Missense_Mutation_p.D16HNM_018200 NP_060670 Q9NP66 HM20A_HUMAN 3CCTTTTTGCAGATGAAGACGG0.418

- 13 1918ACSBG1_uc010umw.1_Missense_Mutation_p.T617N|ACSBG1_uc010umx.1_Missense_Mutation_p.T379NNM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1CTGGTCAGAGGTGTCTGGGTC0.527

+ 2 1796KIAA1024_uc010unk.1_Missense_Mutation_p.S574NNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4GTCCCCAACAGCAAGGGAGAC0.517

+ 20 3282LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12GCCAATGACAGGTGAGGACAC0.582



+ 38 4934WDR90_uc002cij.1_Intron|WDR90_uc002cil.1_RNA|WDR90_uc002cin.1_Missense_Mutation_p.T242M|WDR90_uc010uul.1_Intron|WDR90_uc002cio.1_Missense_Mutation_p.T226M|WDR90_uc010bqx.1_Intron|RHOT2_uc010uum.1_5'Flank|RHOT2_uc002cip.2_5'Flank|RHOT2_uc002ciq.2_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1CCTGCCACCACGGAGGTAAAC0.652

- 13 5309 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with MUS81.|Interaction with PLK1 and TERF2-TERF2IP.0TGGCATCGGCGTTATGGGCAC0.502

- 12 3745 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with PLK1 and TERF2-TERF2IP. 0CCGCCCTGGGGAGGCCCCAAT0.662

+ 13 1422MGRN1_uc002cxa.2_Missense_Mutation_p.P429L|MGRN1_uc010btx.2_Missense_Mutation_p.P408L|MGRN1_uc010btw.2_Missense_Mutation_p.P408L|MGRN1_uc002cxb.2_Missense_Mutation_p.P468L|MGRN1_uc010uxo.1_Missense_Mutation_p.P407L|MGRN1_uc010uxp.1_Missense_Mutation_p.P407L|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2GCCAGCTGTCCCCTCGCGGCT0.662

- 27 3907ABCC6_uc010bvo.2_RNA|ABCC6_uc002dem.2_5'FlankNM_001171 NP_001162 O95255 MRP6_HUMANCytoplasmic (By similarity).|ABC transporter 2. 3TCTCTCCTGCGTGGATCTTGA0.597

- 14 2043 NM_153603 NP_705831 P83436 COG7_HUMAN 0GTGAGACTAAAGGCGGGCAGT0.517

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2GGAAGAGGGTGATAAATGAGG0.468

- 3 824 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN C2H2-type 3. 0GGGCACTTGTAGGGCTTCTCG0.657

- 3 713ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNA|ABCC12_uc002efe.1_Missense_Mutation_p.V123L|ABCC12_uc010vgj.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transmembrane type-1 1. 3TCCATCAACACGCGTGTCCTC0.572

+ 2 232NOD2_uc010cbj.1_Missense_Mutation_p.E16K|NOD2_uc010cbk.1_Missense_Mutation_p.E16K|NOD2_uc002egl.1_5'UTRNM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4CCAGCTGGTCGAGCTGCTGGT0.602

- 2 391CES7_uc002eio.2_Nonsense_Mutation_p.W81*|CES7_uc002eiq.2_5'UTR|CES7_uc002eir.2_5'UTRNM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0CAAGTTATCCCAGGGCGATGC0.592

+ 16 1794 NM_005886 NP_005877 Q9BVA0 KTNB1_HUMANInteraction with KATNA1 and NDEL1 (By similarity). 0CACGCAGGCCGTGAAGATCCC0.637

+ 2 221CES3_uc010cdz.2_Missense_Mutation_p.V50M|CES3_uc010cea.2_RNANM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5GCAGGTGGGCGTGAAGGGCAC0.632 rs149175900

- 18 2924FHOD1_uc002esk.2_5'UTR|FHOD1_uc010ced.2_Missense_Mutation_p.R745CNM_013241 NP_037373 Q9Y613 FHOD1_HUMAN FH2. 3GCAACACGGCGGGCACACTGG0.662

- 3 633 NM_032178 NP_115554 Q96CW6 S7A6O_HUMAN 1TGGAGTGGCCGTCTCCAAGTA0.542 rs139184366

- 4 729TXNL4B_uc010cgl.2_Intron|TXNL4B_uc010vmn.1_Missense_Mutation_p.P140S|TXNL4B_uc010vmo.1_Missense_Mutation_p.P140SNM_017853 NP_060323 Q9NX01 TXN4B_HUMAN 1TCATATTTGGGAATATTCTTG0.383

- 5 802CLEC18B_uc002fcu.2_Missense_Mutation_p.G201D|CLEC18B_uc010vmu.1_Missense_Mutation_p.G121D|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0ACACCAGGCACCCTTCTTATA0.607

+ 2 120GALNS_uc002fly.3_5'Flank|GALNS_uc010cid.2_5'Flank|GALNS_uc002flz.3_5'Flank|GALNS_uc002fma.2_5'Flank|TRAPPC2L_uc010cie.2_RNA|TRAPPC2L_uc002fmd.3_Missense_Mutation_p.E23K|TRAPPC2L_uc002fme.3_Missense_Mutation_p.E23K|TRAPPC2L_uc002fmf.2_5'Flank|uc002fmg.2_5'FlankNM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0CACCCCTACGGAGAACGAGCT0.552

- 9 1486ANKRD11_uc002fmy.1_Missense_Mutation_p.P342L|ANKRD11_uc002fnc.1_Missense_Mutation_p.P342L|ANKRD11_uc002fnb.1_Missense_Mutation_p.P299LNM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6GTCCTTGACGGGGGCCGTGGC0.547

+ 2 147CDK10_uc002foa.2_Missense_Mutation_p.S35N|CDK10_uc010cip.2_Translation_Start_Site|CDK10_uc010vpl.1_Missense_Mutation_p.S35N|CDK10_uc002fob.2_Intron|CDK10_uc002fod.2_Translation_Start_Site|CDK10_uc002foe.2_Translation_Start_Site|CDK10_uc002fof.2_Translation_Start_Site|CDK10_uc002fog.3_Intron|CDK10_uc002foh.3_IntronNM_052988 NP_443714 Q15131 CDK10_HUMAN 1CGATGCCGGAGTGTGAAGGAG0.522

- 1 697 NM_002551 NP_002542 P47893 OR3A2_HUMANHelical; Name=5; (Potential). 1ATGAGAACCAAAGGTGTGCCT0.562

- 1 617 NM_003554 NP_003545 P47887 OR1E2_HUMANHelical; Name=5; (Potential). 1AAATATCACCCATTCATTAAC0.473

+ 1 64VMO1_uc002fyx.2_5'Flank|VMO1_uc010vsh.1_5'Flank|VMO1_uc010vsi.1_5'Flank|VMO1_uc002fyy.2_5'Flank|uc002fyz.2_3'UTRNM_001014985 NP_001014985 0ATGGGAGTGGCGGCGCGGCCC0.672

+ 23 3033 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2AGAGGAGGCAGCCCCCAGTGA0.647

- 10 1218TP53_uc002gig.1_Intron|TP53_uc002gih.2_Intron|TP53_uc010cne.1_Intron|TP53_uc010cnf.1_3'UTR|TP53_uc010cng.1_3'UTR|TP53_uc002gii.1_Nonsense_Mutation_p.R210*|TP53_uc010cnh.1_3'UTR|TP53_uc010cni.1_3'UTR|TP53_uc002gij.2_Nonsense_Mutation_p.R342*NM_001126112 NP_001119584 P04637 P53_HUMANOligomerization.|Interaction with HIPK1 (By similarity).|Interaction with CARM1.|Nuclear export signal.|Interaction with HIPK2.p.R342*(49)|p.0?(7)|p.R342fs*3(5)|p.R342P(3)|p.R342Q(2)|p.?(1)|p.R342_N345delRELN(1)|p.I332fs*5(1)22245TTCAGCTCTCGGAACATCTCG0.498

- 4 760 uc010cnq.1_RNA NM_001139 NP_001130 O75342 LX12B_HUMANLipoxygenase. 0CGATGCCTCCGCACCGGAGGG0.657

- 39 5629MYH10_uc002glm.2_Missense_Mutation_p.R1876C|MYH10_uc010cnx.2_Missense_Mutation_p.R1854CNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2TCAGTGCGACGGACTAATTTG0.448

- 2 337CCDC42_uc002glo.2_Missense_Mutation_p.S37LNM_144681 NP_653282 Q96M95 CCD42_HUMAN 1TGGGGACTCCGACGCCCCCTC0.542

+ 13 2060USP43_uc002gma.3_Missense_Mutation_p.S376N|USP43_uc010vva.1_Missense_Mutation_p.S682N|USP43_uc010coe.2_Missense_Mutation_p.S484N|USP43_uc002gmc.3_Missense_Mutation_p.S199NNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5TATGATGACAGCACGGTGGAA0.542

- 30 4146 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6CCTGCTCCTCCTCATACTGTT0.612

- 45 7282NCOR1_uc002gpn.2_Missense_Mutation_p.E2245K|NCOR1_uc002gpl.2_Missense_Mutation_p.E362K|NCOR1_uc002gpm.2_Missense_Mutation_p.E867K|NCOR1_uc010vwb.1_Missense_Mutation_p.E932K|NCOR1_uc010coy.2_Missense_Mutation_p.E1256KNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with C1D (By similarity). 5GAGGGCCGTTCCGTTCCTAAG0.502

+ 2 370 UBB_uc010vwe.1_IntronNM_018955 NP_061828 P0CG47 UBB_HUMAN Ubiquitin-like 2. 3AGGTGGTATGCAGATCTTCGT0.537

+ 7 1129FOXN1_uc002hbj.2_Missense_Mutation_p.A311TNM_003593 NP_003584 O15353 FOXN1_HUMAN Fork-head. 1CCGGCAGACAGCACCCGATGG0.557

+ 5 727LRRC37B2_uc010csj.1_Intron|LRRC37B2_uc010wbq.1_RNA|LRRC37B2_uc010csi.2_RNA 0AGTTCCAGGATATGACTATAA0.249

- 4 2350SLFN13_uc010wch.1_Missense_Mutation_p.R674C|SLFN13_uc002hjl.2_Missense_Mutation_p.R674C|SLFN13_uc010ctt.2_Missense_Mutation_p.R356C|SLFN13_uc002hjm.2_Missense_Mutation_p.R343CNM_144682 NP_653283 Q68D06 SLN13_HUMAN 2TCTTCAGTACGGAAATTCTGA0.433

- 6 1756 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2GGCCCAGGTCCCAGGACTCTC0.612

+ 3 512ERBB2_uc002hsm.2_Missense_Mutation_p.R62G|ERBB2_uc010cwa.2_Missense_Mutation_p.R77G|ERBB2_uc002hsp.2_5'UTR|ERBB2_uc010cwb.2_Missense_Mutation_p.R92G|ERBB2_uc010wek.1_Intron|ERBB2_uc002hsl.2_Missense_Mutation_p.R62G|ERBB2_uc002hsn.1_Missense_Mutation_p.R92GNM_004448 NP_004439 P04626 ERBB2_HUMANExtracellular (Potential).p.R92G(1) 143CAACCAAGTGAGGCAGGTCCC0.597

- 5 492IKZF3_uc002htd.2_Missense_Mutation_p.R110C|IKZF3_uc010cwd.2_Intron|IKZF3_uc002hsv.2_Missense_Mutation_p.R110C|IKZF3_uc010cwe.2_Intron|IKZF3_uc010cwf.2_Intron|IKZF3_uc010cwg.2_Intron|IKZF3_uc002hsw.2_Missense_Mutation_p.R144C|IKZF3_uc002hsx.2_Intron|IKZF3_uc002hsy.2_Missense_Mutation_p.R144C|IKZF3_uc002hsz.2_Intron|IKZF3_uc002hta.2_Missense_Mutation_p.R144C|IKZF3_uc002htb.2_RNA|IKZF3_uc010cwh.2_Missense_Mutation_p.R57C|IKZF3_uc002htc.2_IntronNM_012481 NP_036613 Q9UKT9 IKZF3_HUMAN 6TGGAATGGGCGTTCACCTTTA0.428

- 3 372_373KRT222_uc010wfk.1_RNA|KRT222_uc002hvb.2_Missense_Mutation_p.G63Q|KRT222_uc010cxc.2_Missense_Mutation_p.G63QNM_152349 NP_689562 Q8N1A0 KT222_HUMAN Potential. 2TTTTTCTAGTCCTTCAATCACA0.46

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].|17.0 cagctggacacacagcagctg 0.204

- 2 2008 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN 0CTCTGTGTGCCATGCAAGTAC0.527

- 5 486BECN1_uc010whb.1_Splice_Site_p.K30_splice|BECN1_uc010whc.1_Intron|BECN1_uc002ibn.2_Splice_Site_p.K117_spliceNM_003766 NP_003757 Q14457 BECN1_HUMAN 1GGCCGACTTGCCTTCAGTCTT0.582

- 5 371GPATCH8_uc002igv.1_Missense_Mutation_p.V25I|GPATCH8_uc010wiz.1_Missense_Mutation_p.V25INM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN Potential. 4TCTTTTTCTACTTCTAGGACA0.393

- 16 2488TTLL6_uc002iob.2_Missense_Mutation_p.S511N|TTLL6_uc010dbi.2_Intron|TTLL6_uc002ioc.2_Missense_Mutation_p.S571N|TTLL6_uc002iod.2_IntronNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0CTCGCCAGAGCTGTCACTGCG0.547

+ 1 120B4GALNT2_uc010wlt.1_Intron|B4GALNT2_uc010wlu.1_IntronNM_153446 NP_703147 Q8NHY0 B4GN2_HUMANCytoplasmic (Potential). 2TCGCGGCCGGGAATGTGTCTC0.667

+ 9 1125 NM_153228 NP_694960 Q8N957 ANKF1_HUMANFibronectin type-III. 2CACGACACCGGCATGTGCCTC0.502

+ 12 2517KCNH6_uc010wpl.1_Missense_Mutation_p.E654K|KCNH6_uc010wpm.1_Missense_Mutation_p.E777K|KCNH6_uc002jaz.1_Missense_Mutation_p.E724KNM_030779 NP_110406 Q9H252 KCNH6_HUMANCytoplasmic (Potential). 1AAGCCCTCAGGAAGACCCAGA0.622



- 22 3126 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN 7TTGAAGTAGCCCATTGCTGAT0.299

+ 5 1028KCNJ16_uc002jio.2_Missense_Mutation_p.T181I|KCNJ16_uc002jip.2_Missense_Mutation_p.T181I|KCNJ16_uc002jiq.2_Missense_Mutation_p.T213INM_018658 NP_061128 Q9NPI9 IRK16_HUMANCytoplasmic (By similarity). 3AGAGCCCAAACCATTCGTTTC0.463

- 2 609 NM_006678 NP_006669 Q08708 CLM6_HUMANExtracellular (Potential).|Ig-like V-type. 0GTCCCTGATGGACACTCGGCC0.547

+ 4 577NUP85_uc010dgd.1_Missense_Mutation_p.R106L|NUP85_uc010wrv.1_Missense_Mutation_p.R60LNM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1AAAAACTACCGATCAGTCATC0.199

+ 12 1755MGAT5B_uc002jth.2_Missense_Mutation_p.P540LNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3GGCCCCGCCCCCCTGGAGGCC0.657

- 11 1379USP36_uc002jwa.1_Missense_Mutation_p.R352C|USP36_uc002jwb.1_Translation_Start_Site|USP36_uc002jwc.1_Missense_Mutation_p.R52CNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5ATATACGGACGTATGTTGAGG0.433

+ 7 906SLC26A11_uc002jyc.1_Missense_Mutation_p.L213V|SLC26A11_uc002jyd.1_Missense_Mutation_p.L213V|SLC26A11_uc010dhv.1_Missense_Mutation_p.L213VNM_173626 NP_775897 Q86WA9 S2611_HUMANHelical; (Potential). 0GCTGCTGCTGCTGGTGCTGAA0.682

- 5 1264 NM_002522 NP_002513 Q15818 NPTX1_HUMAN Pentaxin. 0AAATGCCTGGGTGGCATCAAA0.622

- 4 842ACTG1_uc002kah.1_Missense_Mutation_p.G151S|ACTG1_uc002kai.1_Missense_Mutation_p.G230S|ACTG1_uc002kak.1_Missense_Mutation_p.G273S|ACTG1_uc010wun.1_Missense_Mutation_p.G273S|ACTG1_uc002kal.1_Missense_Mutation_p.G273S|ACTG1_uc002kag.2_RNANM_001614 NP_001605 P63261 ACTG_HUMAN 2TCGTGGATGCCGCAAGATTCC0.537

- 6 921SPIRE1_uc002krc.2_RNA|SPIRE1_uc010wzw.1_Missense_Mutation_p.R172W|SPIRE1_uc010wzx.1_Missense_Mutation_p.R95W|SPIRE1_uc010wzy.1_Missense_Mutation_p.R292WNM_001128626 NP_001122098 Q08AE8 SPIR1_HUMAN 0TTGTACTGCCGCTCTTGGACC0.443

- 10 1602DSC1_uc002kwm.2_Missense_Mutation_p.S447TNM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 3. 4AGTTTGTGAGCTCGCTGCTTT0.408

+ 15 2641DSG1_uc010xbp.1_Missense_Mutation_p.S169FNM_001942 NP_001933 Q02413 DSG1_HUMANCytoplasmic (Potential). 7ACAGTAATTTCTGAGAGCACC0.517

+ 11 1920ASXL3_uc002kxq.2_Missense_Mutation_p.C329YNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3GAGGGAGCCTGTACCAGCCTG0.488

+ 8 1055RNF165_uc002lby.1_Missense_Mutation_p.R268Q|RNF165_uc010dnn.1_Missense_Mutation_p.R131QNM_152470 NP_689683 Q6ZSG1 RN165_HUMANRING-type; atypical. 0CCCATCTGCCGAGTGGACATT0.577

+ 3 644LIPG_uc002ldu.1_Missense_Mutation_p.Y131C|LIPG_uc010xdh.1_Missense_Mutation_p.Y131CNM_006033 NP_006024 Q9Y5X9 LIPE_HUMAN 2CACCAGCTTTACACGGATGCG0.557

+ 2 168SERPINB11_uc010xes.1_5'UTR|SERPINB11_uc010dqd.2_5'UTR|SERPINB11_uc002ljj.3_5'UTR|SERPINB11_uc010dqe.2_5'UTR|SERPINB11_uc010dqf.2_Missense_Mutation_p.L36FNM_080475 NP_536723 Q96P15 SPB11_HUMAN 1GCTGAGTCTGCTTTATGCTCT0.443

- 3 208 NM_017550 NP_060020 Q8N344 MIER2_HUMAN 0GGCTTGTCTGGGCACCTCGAG0.597

+ 4 708MADCAM1_uc002lot.2_Intron|MADCAM1_uc010drq.2_IntronNM_130760 NP_570116 Q13477 MADCA_HUMAN5.5 X 8 AA tandem repeats of [PS]-P-D-T- T-S-[QP]-E.|Extracellular (Potential).|2.|Mucin-like.0CCGGAGCCTCCCGACACCACC0.592

- 4 434MED16_uc002lqe.2_Missense_Mutation_p.R84W|MED16_uc002lqf.2_Missense_Mutation_p.R84W|MED16_uc010xfv.1_Intron|MED16_uc010xfw.1_Missense_Mutation_p.R84W|MED16_uc010xfx.1_Missense_Mutation_p.R84W|MED16_uc010xfy.1_Missense_Mutation_p.R84WNM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 1. 0GACAGGAGCCGGGAGCCTGAG0.642

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

+ 4 1336ZNF57_uc010xha.1_Missense_Mutation_p.Q364HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AATGTGAACAATGTGGGAAGG0.428

+ 4 1430ZNF57_uc010xha.1_Missense_Mutation_p.T396ANM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 10. 3ATGTGGAAAAACCTTCACTTG0.453

+ 1 79 NM_003811 NP_003802 P41273 TNFL9_HUMANCytoplasmic (Potential). 1CCCGAAGCCCCGTGGCCTCCC0.572

- 29 3841 C3_uc002mfl.2_5'UTR NM_000064 NP_000055 P01024 CO3_HUMAN 5ACCGTAGTATCTCTGTTCATT0.577

+ 11 1150VAV1_uc010xjh.1_Missense_Mutation_p.M319I|VAV1_uc010dva.1_Missense_Mutation_p.M351I|VAV1_uc002mfv.1_Missense_Mutation_p.M296INM_005428 NP_005419 P15498 VAV_HUMAN DH. 16AGGAGGCGATGGAGAAGGAGA0.627

- 48 6181FBN3_uc002mje.2_5'FlankNM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 8. 11GGACACAGTTCGCAGGGGTCT0.612 rs149936210

- 20 2204 NM_012335 NP_036467 O00160 MYO1F_HUMAN IQ. 3GATGGTTCGGGCAAAGCCATC0.662

- 27 38206 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential). 57CTGCTGGTGGGCACAGGGATC0.537

- 3 19097 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGTGTTTATAGAAGGATGCAT0.448

- 1 6782 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CATTCTAAAGGAAACCAAAGA0.468

- 1 2516 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGTCATGGAGGAAAGAACGGC0.502

- 10 1717ZNF560_uc010dwr.1_Missense_Mutation_p.L397FNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 6. 6TGAGCAAAAAGAGATGAGAAA0.413

- 1 211DNMT1_uc010xlc.1_Missense_Mutation_p.P11S|DNMT1_uc002mnh.2_5'UTR|DNMT1_uc010xld.1_Missense_Mutation_p.P11SNM_001379 NP_001370 P26358 DNMT1_HUMANInteraction with DMAP1.|Interaction with DNMT3A.|Interaction with the PRC2/EED-EZH2 complex (By similarity).6GCCAGTGTGGGCACCCGGGCT0.736

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

- 11 1417EMR2_uc010dzs.1_Translation_Start_Site|EMR2_uc010xnw.1_Missense_Mutation_p.L321M|EMR2_uc002mzo.1_Missense_Mutation_p.L321M|EMR2_uc002mzq.1_Missense_Mutation_p.L272M|EMR2_uc002mzr.1_Missense_Mutation_p.L272M|EMR2_uc002mzs.1_Missense_Mutation_p.L179M|EMR2_uc002mzt.1_Missense_Mutation_p.L228M|EMR2_uc002mzu.1_Missense_Mutation_p.L228M|EMR2_uc010xnx.1_RNA|EMR2_uc010xny.1_RNANM_013447 NP_038475 Q9UHX3 EMR2_HUMANExtracellular (Potential). 4AAGCGGGGCAGGGTCTCCAGG0.607

- 2 454 NM_024527 NP_078803 Q96I13 ABHD8_HUMAN 0AAGCCGGAGAGGTCCCCCTGG0.692

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

- 4 1395ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TGAATGACCTCATGTTTAGTA0.368

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0CCCTACAAATGTGAAGAATGT0.373

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2TGAGGATTGGATAAAAGCTTT0.368

+ 6 1372ZNF302_uc002nvp.1_Missense_Mutation_p.S326L|ZNF302_uc002nvq.1_Missense_Mutation_p.S326L|ZNF302_uc002nvs.1_Missense_Mutation_p.S326LNM_018443 NP_060913 Q9NR11 ZN302_HUMAN C2H2-type 5. 0ATTCATAGTTCGTCTCTCATT0.413

+ 25 2614SUPT5H_uc002olp.3_Missense_Mutation_p.S812N|SUPT5H_uc002olq.3_Missense_Mutation_p.S808N|SUPT5H_uc002oln.3_Missense_Mutation_p.S812N|SUPT5H_uc002olr.3_Missense_Mutation_p.S812N|SUPT5H_uc002ols.1_Missense_Mutation_p.S435N|SUPT5H_uc010egp.1_3'UTRNM_001111020 NP_001104490 O00267 SPT5H_HUMANCTR1-9.|9 X 7 AA approximate tandem repeats of G- S-[QR]-T-P-X-[YQ], motif CTR1.4CATGATGGCAGCCGCACTCCT0.632

- 4 581 BLVRB_uc010egw.1_RNANM_000713 NP_000704 P30043 BLVRB_HUMAN 0ATGTGTGGCGGCATCACAGCC0.547

- 5 602 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANExtracellular (Potential).|Ig-like C2-type 1. 0ACACGAAACCGTACTGTGCTT0.597

+ 10 1302HIF3A_uc002peg.3_Missense_Mutation_p.A425T|HIF3A_uc010xxx.1_RNA|HIF3A_uc002pei.3_Missense_Mutation_p.A369T|HIF3A_uc002pej.1_Missense_Mutation_p.A356T|HIF3A_uc002pek.2_Missense_Mutation_p.A369T|HIF3A_uc010xxy.1_Missense_Mutation_p.A356T|HIF3A_uc002pel.2_Missense_Mutation_p.A423T|HIF3A_uc010xxz.1_Missense_Mutation_p.A374TNM_152795 NP_690008 Q9Y2N7 HIF3A_HUMAN 3CCTGGATGGGGCTTCAGTAGC0.672

- 14 2373ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6TCCTCCTCCTCCTGCTGCTTC0.701

- 5 449LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Missense_Mutation_p.P110L|LIG1_uc010xzg.1_Missense_Mutation_p.P80L|LIG1_uc010xzh.1_RNANM_000234 NP_000225 P18858 DNLI1_HUMAN 3ACTGTCCATGGGAGAGGTGTC0.557



+ 2 1765 NM_014330 NP_055145 O75807 PR15A_HUMAN4.|Glu-rich.|Interaction with SMAD7.|Interaction with MLL.|4 X 34 AA approximate repeats.1GCTGAGGACTGGGGAGAAGCT0.627

+ 32 4599MYH14_uc010enu.1_Missense_Mutation_p.E1559K|MYH14_uc002prq.1_Missense_Mutation_p.E1526K|MYH14_uc010ycb.1_Intron|MYH14_uc002prs.1_5'UTRNM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1GGCACGTGAGGAGCTGGAGCG0.706

- 4 340KLK5_uc002puf.2_Missense_Mutation_p.T41I|KLK5_uc002pug.2_Missense_Mutation_p.T41INM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN 0AGAGGGCACGGTGTTAGAGGG0.627

- 5 2086ZNF836_uc010ydj.1_Missense_Mutation_p.I571NNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TCTCTTATGAATTGAAAGGTT0.383

- 5 2067ZNF836_uc010ydj.1_Missense_Mutation_p.Y565DNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TTTCCACTGTAATTGAAGACC0.388

+ 4 1385_1386ZNF845_uc010ydw.1_Missense_Mutation_p.M423TNM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TTCAGTCAGATGTCATCCCTTG0.411

+ 7 2419ZNF761_uc010ydy.1_Missense_Mutation_p.R600K|ZNF761_uc002qbt.1_Missense_Mutation_p.R600KNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 16. 1GGACATAGGAGAATTCATACT0.398

+ 4 292RPS9_uc002qdy.2_Intron|RPS9_uc002qdz.2_Missense_Mutation_p.R79Q|RPS9_uc002qea.2_Missense_Mutation_p.R79Q|RPS9_uc002qeb.2_Missense_Mutation_p.R79Q|RPS9_uc002qec.2_RNA|RPS9_uc002qed.1_Missense_Mutation_p.R79QNM_001013 NP_001004 P46781 RS9_HUMAN 1GCCCTGCTGCGGCGGCTGGTC0.433

- 3 294ZNF667_uc010etl.2_5'UTR|ZNF667_uc002qne.2_Missense_Mutation_p.L44F|ZNF667_uc010etm.2_5'UTRNM_022103 NP_071386 Q5HYK9 ZN667_HUMAN KRAB. 1GGTAATTCTCCAACATGACAT0.443

+ 6 1933ZNF470_uc010etn.2_IntronNM_001001668 NP_001001668 Q6ECI4 ZN470_HUMAN C2H2-type 7. 2AGAGAACTCATACTGGAGAGA0.413

- 1 554ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_5'UTR|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.R68Q|PEG3_uc002qnv.2_Missense_Mutation_p.R68Q|PEG3_uc002qnw.2_Intron|PEG3_uc002qnx.2_Intron|PEG3_uc010etr.2_Missense_Mutation_p.R68QNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12GCAGAGGTTTCGGAGTTTGAT0.502

+ 3 2079ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMAN 0TCACACTGGAGAAAAGCCTTA0.388

+ 5 1461ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.F408L|ZNF419_uc010etz.1_Missense_Mutation_p.F395L|ZNF419_uc010eua.1_Missense_Mutation_p.F394L|ZNF419_uc002qow.2_Missense_Mutation_p.F375L|ZNF419_uc010eub.1_Missense_Mutation_p.F362L|ZNF419_uc010euc.1_Missense_Mutation_p.F361LNM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0GTGGGAGATTCTTTAGAGAGA0.423

+ 4 2168ZNF547_uc002qpm.3_Intron|ZNF549_uc010eud.1_Intron|ZNF549_uc002qpa.1_Missense_Mutation_p.P627LNM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1ACAGAAGAGCCCTAGCAATTG0.428

- 3 1987 NM_003433 NP_003424 P52740 ZN132_HUMANC2H2-type 12. 2CTGAATCAGGCTGGAGCTGCG0.498

+ 1 439 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMANHelix-loop-helix motif. 1CCTGCACACCCTCCGGAATTA0.572

+ 3 1112KCNS3_uc002rcw.2_Missense_Mutation_p.V221MNM_002252 NP_002243 Q9BQ31 KCNS3_HUMANHelical; Name=Segment S2; (Potential). 4GGATGATCCGGTGCTGGAAGG0.577

- 6 1404ADCY3_uc002rfr.3_Missense_Mutation_p.R13L|ADCY3_uc010ykm.1_Missense_Mutation_p.R402LNM_004036 NP_004027 O60266 ADCY3_HUMANCytoplasmic (Potential). 4GGTCTTCTCCCGCACATACCT0.642

- 1 1055KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Missense_Mutation_p.R133HNM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4GTTCTGGGAGCGGGAGATGTG0.597

+ 12 1842NRBP1_uc002rkq.2_Missense_Mutation_p.A336V|NRBP1_uc002rkp.2_Missense_Mutation_p.A337V|NRBP1_uc002rkr.2_Missense_Mutation_p.A128V|KRTCAP3_uc002rks.2_5'Flank|KRTCAP3_uc010ylr.1_5'Flank|KRTCAP3_uc002rkt.2_5'FlankNM_013392 NP_037524 Q9UHY1 NRBP_HUMAN 3AAACTCCTTGCGGCCCACTGC0.522

+ 1 5338ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.|17.1CAGTCCCTCTGAGAGAAGCCA0.527

+ 4 556SPTBN1_uc002rxv.1_Missense_Mutation_p.P103S|SPTBN1_uc002rxx.2_Missense_Mutation_p.P90SNM_003128 NP_003119 Q01082 SPTB2_HUMANCH 1.|Actin-binding. 8CTAGCCTAAACCCACCAAGGG0.512

- 4 854TMEM17_uc002sbu.2_3'UTR|TMEM17_uc002sbv.1_3'UTRNM_198276 NP_938017 Q86X19 TMM17_HUMAN 0AGGTGGAAACGAACTGCCAAC0.428

- 3 842TGFBRAP1_uc010fjc.2_Missense_Mutation_p.A23V|TGFBRAP1_uc002tcr.3_Missense_Mutation_p.A253VNM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN CNH. 2GGACACAGCCGCCCCAATCAC0.532

- 4 1138 NM_000575 NP_000566 P01583 IL1A_HUMAN 1GATGTTTTAGAGGTTTCAGAG0.453

- 8 1412ERCC3_uc002toe.1_Missense_Mutation_p.I194M|ERCC3_uc002tof.1_Missense_Mutation_p.I375M|ERCC3_uc002tog.1_Missense_Mutation_p.I375M|ERCC3_uc010flx.1_Missense_Mutation_p.I194MNM_000122 NP_000113 P19447 ERCC3_HUMANHelicase ATP-binding. 7CTTCATCCAGGATCATGAGGC0.552

+ 2 108THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Translation_Start_SiteNM_001080427 NP_001073896 7GGGCAGTGTGGTGTTTTCATG0.507

- 17 3485SCN1A_uc002udo.3_Missense_Mutation_p.P1036L|SCN1A_uc010fpk.2_Missense_Mutation_p.P1008LNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TTCCACTACGGGCTGTTCTTC0.418

+ 8 9514XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.H2991N|XIRP2_uc010fpq.2_Missense_Mutation_p.H2944N|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14ATCTGAAATTCACAGAGCAAA0.473

- 29 5058 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 13.|Extracellular (Potential). 29GATAGGAGTCCATGAAGTAGA0.478

- 4 1537SP3_uc002uie.2_Missense_Mutation_p.S390F|SP3_uc002uif.2_Missense_Mutation_p.S405F|SP3_uc010zel.1_Missense_Mutation_p.S455FNM_003111 NP_003102 Q02447 SP3_HUMANTransactivation domain (Gln-rich). 6TACCTGTCCAGAAGGGGTCAC0.433

- 4 1003SP3_uc002uie.2_Missense_Mutation_p.S212L|SP3_uc002uif.2_Missense_Mutation_p.S227L|SP3_uc010zel.1_Missense_Mutation_p.S277LNM_003111 NP_003102 Q02447 SP3_HUMAN 6AGAACTGCCCGAGAGTCCCAA0.443

+ 14 1735OSBPL6_uc002ulw.2_Intron|OSBPL6_uc002uly.2_Nonsense_Mutation_p.Q478*|OSBPL6_uc010zfe.1_Nonsense_Mutation_p.Q422*|OSBPL6_uc002ulz.2_Intron|OSBPL6_uc002uma.2_Nonsense_Mutation_p.Q457*NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1TATTTGTGATCAGGTTGTCAG0.328

- 226 45691uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G8851E|TTN_uc010zfi.1_Missense_Mutation_p.G8784E|TTN_uc010zfj.1_Missense_Mutation_p.G8659ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGATTTGGTTCCAACGTTGTC0.443

- 88 22894TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P4218LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGCATTGGCTGGTTCCACTCT0.403

- 46 15390TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AGTGTCTCCCCTGGGGGTGTG0.498

+ 4 1819 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANAsparagine synthetase. 3AGCATTGGCTGTGCAGTCTGG0.403

- 17 2224 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity).|Potential. 12ATCTCCAAATGAATAAAATTC0.328

- 15 1632ORC2L_uc010zhj.1_Missense_Mutation_p.S459ANM_006190 NP_006181 Q13416 ORC2_HUMAN 0TTCTCATAGGAGGTTTCTTCA0.433

+ 17 2525PARD3B_uc010fub.1_Missense_Mutation_p.R773Q|PARD3B_uc002vao.1_Missense_Mutation_p.R773Q|PARD3B_uc002vap.1_Missense_Mutation_p.R711Q|PARD3B_uc002vaq.1_IntronNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4CACATGGTTCGAGGCCGAGGC0.517

- 4 471C2orf24_uc002vjv.2_Missense_Mutation_p.R107WNM_015680 NP_056495 Q9BV87 CNPD1_HUMAN 0TTTCGGTGCCGGAGCCGTTCA0.522 rs148051282

- 10 1922_1923ABCB6_uc010fwe.1_Missense_Mutation_p.T503LNM_005689 NP_005680 Q9NP58 ABCB6_HUMANHelical; (Potential).|ABC transmembrane type-1. 2CCTGTAGTAGGTGCCAAACCAA0.51

+ 1 760UGT1A8_uc010zmv.1_Missense_Mutation_p.E233KNM_019076 NP_061949 Q9HAW9 UD18_HUMAN 2AATAGCCTCTGAAATTCTCCA0.418

- 1 143ANGPT4_uc010zpn.1_Missense_Mutation_p.L8FNM_015985 NP_057069 Q9Y264 ANGP4_HUMAN 2GCAACCACAAGGAGGAGGCTG0.592

- 1 238PROKR2_uc010zqx.1_Missense_Mutation_p.R80C|PROKR2_uc010zqy.1_Missense_Mutation_p.R80C|uc002wly.1_5'FlankNM_144773 NP_658986 Q8NFJ6 PKR2_HUMANCytoplasmic (Potential). 5TTCTTATAGCGGGTGAGGGCA0.552

- 12 1270GPCPD1_uc002wmd.3_Splice_Site_p.G172_spliceNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN 0AGGCTGCACCCTGACAGAAGG0.383

+ 3 1542 NM_001200 NP_001191 P12643 BMP2_HUMAN 2TTTGCACCAAGATGAACACAG0.483



+ 5 794 TASP1_uc010zri.1_IntronNM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0TCTGTGTTTAGGAATTGAAGA0.398

- 9 885SEL1L2_uc002woq.3_Missense_Mutation_p.E129V|SEL1L2_uc010zrl.1_Missense_Mutation_p.E268V|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential). 2TTCAGGTCTTTCCGTTAGTCT0.368

+ 2 162 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0GGCACCCAAAGATGCTGGAAT0.423

+ 14 1760EPB41L1_uc002xeu.2_Missense_Mutation_p.R456Q|EPB41L1_uc010zvo.1_Missense_Mutation_p.R530Q|EPB41L1_uc002xev.2_Missense_Mutation_p.R530Q|EPB41L1_uc002xew.2_Missense_Mutation_p.R421Q|EPB41L1_uc002xex.2_Missense_Mutation_p.R487Q|EPB41L1_uc002xey.2_Missense_Mutation_p.R445Q|EPB41L1_uc002xez.2_Missense_Mutation_p.R456Q|EPB41L1_uc010gfq.2_5'UTRNM_012156 NP_036288 Q9H4G0 E41L1_HUMANSpectrin--actin-binding. 3CACCGGGATCGAGACTGGGAA0.607

+ 1 371SGK2_uc002xkt.2_Intron|SGK2_uc002xkr.2_Intron|SGK2_uc010ggm.2_Intron|SGK2_uc002xks.2_Intron|SGK2_uc002xku.2_Intron|SGK2_uc002xkq.1_IntronNM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6CTCCCTGTCCCCCCAGAGCTG0.617

+ 11 1610NCOA3_uc010ght.1_Missense_Mutation_p.G479W|NCOA3_uc002xtl.2_Missense_Mutation_p.G469W|NCOA3_uc002xtm.2_Missense_Mutation_p.G469W|NCOA3_uc002xtn.2_Missense_Mutation_p.G469W|NCOA3_uc010zyc.1_Missense_Mutation_p.G264WNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5CCCCCCACATGGGAGTCCTGG0.498

+ 2 516SLCO4A1_uc002ydc.1_RNANM_016354 NP_057438 Q96BD0 SO4A1_HUMANHelical; Name=1; (Potential). 1ACGCCCAAGGGCATCCTGTTC0.647

- 4 724 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN 2GGCGAATTCGGAGTGTGGCCG0.667

- 1 598ARFRP1_uc002ygc.2_Missense_Mutation_p.Y11H|ARFRP1_uc002ygh.3_Missense_Mutation_p.Y11H|ARFRP1_uc011abf.1_Missense_Mutation_p.Y11H|ARFRP1_uc011abg.1_Missense_Mutation_p.Y11H|ARFRP1_uc002yge.2_RNA|ARFRP1_uc002ygd.2_RNA|ARFRP1_uc002ygf.2_Missense_Mutation_p.Y11H|ARFRP1_uc002ygg.2_RNA|ARFRP1_uc011abh.1_RNA|ZGPAT_uc002ygi.2_5'Flank|ZGPAT_uc002ygj.2_5'Flank|ZGPAT_uc002ygk.2_5'Flank|ZGPAT_uc010gkk.1_5'Flank|ZGPAT_uc010gkl.1_5'Flank|ZGPAT_uc002ygm.2_5'Flank|ZGPAT_uc002ygn.3_5'FlankNM_003224 NP_003215 Q13795 ARFRP_HUMAN 2TGAAACATGTACTTGTACAAG0.517

+ 5 733NCAM2_uc011acb.1_Missense_Mutation_p.R20W|NCAM2_uc011acc.1_Missense_Mutation_p.R187WNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 2.|Extracellular (Potential). 4CTTTCCAGATCGGTTCGCTAT0.403

- 3 575RCAN1_uc002yuc.2_Missense_Mutation_p.P87L|RCAN1_uc002yud.2_Missense_Mutation_p.P33L|RCAN1_uc002yub.2_Missense_Mutation_p.P113L|RCAN1_uc011adx.1_Missense_Mutation_p.P113LNM_004414 NP_004405 P53805 RCAN1_HUMAN 0TCCCACTGGCGGAGAGGCGGG0.542

- 2 671CLDN14_uc002yvn.1_Missense_Mutation_p.G177S|CLDN14_uc002yvo.1_Missense_Mutation_p.G177S|CLDN14_uc002yvl.1_Missense_Mutation_p.G177S|CLDN14_uc002yvm.1_Missense_Mutation_p.G177SNM_012130 NP_036262 O95500 CLD14_HUMANHelical; (Potential). 0AGGGTGCCACCAATGAGCGAG0.637

- 12 1399TMPRSS3_uc002zay.2_Missense_Mutation_p.D157N|TMPRSS3_uc002zaz.2_Missense_Mutation_p.D273N|TMPRSS3_uc002zba.2_Missense_Mutation_p.D273N|TMPRSS3_uc002zbc.2_Missense_Mutation_p.D399NNM_024022 NP_076927 P57727 TMPS3_HUMANPeptidase S1.|Extracellular (Potential). 3CCCCCGCTGTCCCCCTGGGTG0.597

- 5 618WDR4_uc002zck.1_Missense_Mutation_p.S182F|WDR4_uc002zcl.1_Missense_Mutation_p.S36F|WDR4_uc010gpg.1_Missense_Mutation_p.S182F|WDR4_uc011aew.1_Missense_Mutation_p.S36F|WDR4_uc010gph.1_Missense_Mutation_p.S36FNM_033661 NP_387510 P57081 WDR4_HUMAN WD 2. 1CAAGCAGAAGGACTCGATGCT0.612

- 20 1968LSS_uc011afv.1_Missense_Mutation_p.G619E|LSS_uc002zil.2_Missense_Mutation_p.G630E|LSS_uc002zik.2_Missense_Mutation_p.G550ENM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 4. 0AAAGTCCTCCCCCCAGCCTCC0.612

+ 13 2837SEZ6L_uc003acc.2_Missense_Mutation_p.G894E|SEZ6L_uc011akc.1_Missense_Mutation_p.G894E|SEZ6L_uc003acd.2_Missense_Mutation_p.G830E|SEZ6L_uc011akd.1_Missense_Mutation_p.G894E|SEZ6L_uc003ace.2_Intron|SEZ6L_uc003acf.1_Missense_Mutation_p.G667E|SEZ6L_uc010gvc.1_Intron|SEZ6L_uc011ake.1_RNANM_021115 NP_066938 Q9BYH1 SE6L1_HUMANSushi 5.|Extracellular (Potential). 6TACCTGCCAGGAGAGTCCCTC0.567

+ 7 3572TRIOBP_uc003atu.2_Missense_Mutation_p.P929S|TRIOBP_uc003atq.1_Missense_Mutation_p.P1101S|TRIOBP_uc003ats.1_Missense_Mutation_p.P929SNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GTGTCAGTCCCCCCAACACGA0.667

+ 2 1635MGAT3_uc010gxy.2_Missense_Mutation_p.D466NNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GGGCTGGTTCGACGGCACGCA0.637

- 2 485POLDIP3_uc011app.1_Missense_Mutation_p.A33V|POLDIP3_uc003bcv.2_Missense_Mutation_p.A129V|POLDIP3_uc011apq.1_Missense_Mutation_p.A129V|POLDIP3_uc010gza.2_RNA|POLDIP3_uc011apr.1_RNA|POLDIP3_uc010gzb.1_Missense_Mutation_p.A129VNM_032311 NP_115687 Q9BY77 PDIP3_HUMAN 0TATGAAGGCAGCAGGGGAACT0.552

+ 11 1815MOV10L1_uc003bjk.3_Missense_Mutation_p.P578S|MOV10L1_uc011arp.1_Missense_Mutation_p.P558S|MOV10L1_uc011arq.1_Missense_Mutation_p.P339S|MOV10L1_uc010hao.1_RNANM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3CGAAGGGAGGCCTTCTCTCTA0.473

+ 2 356C3orf32_uc003bqz.2_5'Flank|CAV3_uc003brb.2_Missense_Mutation_p.F97LNM_001234 NP_001225 P56539 CAV3_HUMANRequired for interaction with DAG1. 2CTGCATCTCCTTCTGCCACAT0.577

+ 2 911BRPF1_uc003bsf.2_Missense_Mutation_p.S171N|BRPF1_uc003bsg.2_Missense_Mutation_p.S171N|BRPF1_uc011ati.1_Missense_Mutation_p.S171NNM_004634 NP_004625 P55201 BRPF1_HUMANInteraction with MYST3 and MYST4. 3GTTTCTGCGAGCACCACTCCC0.562

- 13 2394XPC_uc011avf.1_Missense_Mutation_p.P571T|XPC_uc011avg.1_Missense_Mutation_p.P727TNM_004628 NP_004619 Q01831 XPC_HUMANMinimal sensor domain involved in damage recognition.3ATCATGCTGGGCAGGAAGAGG0.597

- 2 934EOMES_uc003cdy.3_Missense_Mutation_p.H312Y|EOMES_uc010hfn.2_Missense_Mutation_p.H312Y|EOMES_uc011axc.1_Missense_Mutation_p.H17YNM_005442 NP_005433 O95936 EOMES_HUMAN T-box. 4ACATTGTAGTGGGCAGTGGGA0.502

- 7 970SCN5A_uc003cin.2_Missense_Mutation_p.F259S|SCN5A_uc003cil.3_Missense_Mutation_p.F259S|SCN5A_uc010hhi.2_Missense_Mutation_p.F259S|SCN5A_uc010hhk.2_Missense_Mutation_p.F259S|SCN5A_uc011ayr.1_Missense_Mutation_p.F259S|SCN5A_uc010hhl.1_Missense_Mutation_p.F82SNM_198056 NP_932173 Q14524 SCN5A_HUMANHelical; Name=S5 of repeat I; (Potential). 9GCTGAGGCAGAAGACTGTGAG0.592

- 2 389 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANHelical; Name=S1 of repeat I; (Potential).|I. 10CAAAGGATATGAGTGGACAGA0.483

- 14 2453SCN11A_uc010hhn.1_5'FlankNM_014139 NP_054858 Q9UI33 SCNBA_HUMAN II. 9CAGAAATCCCCCATGTGCCAG0.498

+ 3 777LZTFL1_uc003coy.1_Intron|LZTFL1_uc011bak.1_Intron|CCR9_uc010hiv.1_Missense_Mutation_p.S195N|CCR9_uc003cpa.1_Missense_Mutation_p.S195NNM_031200 NP_112477 P51686 CCR9_HUMANExtracellular (Potential). 3AGCGATGAGAGCACCAAACTG0.493

- 5 618SHISA5_uc003ctn.1_Missense_Mutation_p.A30V|SHISA5_uc003ctm.1_Missense_Mutation_p.P59S|SHISA5_uc011bbk.1_Missense_Mutation_p.A70V|SHISA5_uc003cto.1_Missense_Mutation_p.P131S|SHISA5_uc003ctq.1_Missense_Mutation_p.P155S|SHISA5_uc003ctr.1_Missense_Mutation_p.P131S|SHISA5_uc003cts.1_Missense_Mutation_p.P131S|SHISA5_uc003ctt.2_Missense_Mutation_p.P59S|SHISA5_uc003ctu.1_RNA|SHISA5_uc011bbl.1_Missense_Mutation_p.P60SNM_016479 NP_057563 Q8N114 SHSA5_HUMANCytoplasmic (Potential).|Pro-rich. 0ACACTTGGAGGCTGAGGATAA0.602 rs151337676

- 21 2794 NM_003335 NP_003326 P41226 UBA7_HUMAN 2CGAGGCCGTGGCCCACTCACC0.577

- 2 885_886HYAL3_uc003czc.1_Intron|HYAL3_uc003czd.1_Intron|HYAL3_uc003cze.1_Intron|HYAL3_uc003czf.1_Intron|HYAL3_uc003czg.1_Intron|NAT6_uc003czj.2_Missense_Mutation_p.P283L|NAT6_uc003czk.3_Missense_Mutation_p.P261L|NAT6_uc003czl.1_Missense_Mutation_p.P261LNM_012191 NP_036323 Q93015 NAT6_HUMAN 1TTTTTGAAGGGGGCCCTGATGG0.579

+ 5 2740GRM2_uc003dbo.3_Missense_Mutation_p.R216H|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANCytoplasmic (Potential). 1CCCACCAGCCGCTTTGGCAGT0.637

+ 4 706GLYCTK_uc003ddq.2_Intron|GLYCTK_uc003ddm.2_RNA|GLYCTK_uc003ddn.2_Intron|GLYCTK_uc003ddp.1_Missense_Mutation_p.A204T|GLYCTK_uc003ddr.2_5'FlankNM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0ACTGCTGGCAGCCCGTGGAGC0.622

+ 8 1363DNAH1_uc003ddt.1_Missense_Mutation_p.P368SNM_015512 NP_056327 Q9P2D7 DYH1_HUMANStem (By similarity). 3CGCTGAGGACCCTTGCATGTT0.602

+ 31 5284 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 1 (By similarity). 3CCCACTGGTGCCATCCTGCGC0.612

- 13 1556BAP1_uc003ddw.2_RNA|BAP1_uc010hmg.2_RNA|BAP1_uc010hmh.2_IntronNM_004656 NP_004647 Q92560 BAP1_HUMAN 65GGCTGCGAGTGTGTGGGCACT0.602

+ 58 6334STAB1_uc003dek.1_Missense_Mutation_p.R102H|STAB1_uc003del.2_Translation_Start_SiteNM_015136 NP_055951 Q9NY15 STAB1_HUMANEGF-like 14.|Extracellular (Potential). 9GGGGATGGCCGTGTGTGTACA0.642

+ 2 1183ARHGEF3_uc003dih.2_IntronNM_181727 NP_859078 Q7Z6I5 SPT12_HUMAN 0GACATTTACTGAGGGCTGCTT0.299

+ 5 784 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1TGGTTGTTTTCTTCTGACTCT0.398

+ 1 644 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANHelical; Name=5; (Potential). 2 GTGACTATTCTTATATCTTAC0.348

+ 1 848 NM_001004736 NP_001004736 Q8NHB7 OR5K1_HUMANHelical; Name=7; (Potential). 1ATAGTAGTTCCCTTACTAAAT0.308

+ 12 1994GPR128_uc011bhc.1_Splice_Site_p.G277_splice|GPR128_uc003dud.2_Splice_Site_p.G99_spliceNM_032787 NP_116176 Q96K78 GP128_HUMAN 4ATTGGATGGGGTAAGTGTTTG0.308

- 2 1379CD96_uc003dxv.2_Intron|CD96_uc003dxw.2_Intron|CD96_uc003dxx.2_Intron|CD96_uc010hpy.1_IntronNM_024508 NP_078784 Q9BTP6 ZBED2_HUMAN 1TTCCACTGCCCTTTCCCTCCT0.602

- 5 557KIAA2018_uc003eal.2_5'UTRNM_001009899 NP_001009899 Q68DE3 K2018_HUMANHelix-loop-helix motif. 3CTTCAGGGCAGGAGAACATGG0.368

+ 13 1432STXBP5L_uc011bji.1_Missense_Mutation_p.S431FNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 8. 9GTACTGTATTCTATAGGAGTC0.308

+ 4 505 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6AATATTTCCTCTTTGGTGGCA0.378

+ 5 2003 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 4. 8TGGACCAGATCGGGTGCAAAT0.418



+ 4 873TMEM108_uc003epi.2_Missense_Mutation_p.R200Q|TMEM108_uc003epj.1_Missense_Mutation_p.R200Q|TMEM108_uc003epk.2_Intron|TMEM108_uc003epm.2_Missense_Mutation_p.R151QNM_023943 NP_076432 Q6UXF1 TM108_HUMANExtracellular (Potential).p.R200Q(1) 4CAGCGAGGACGAAATCCAAGC0.592 rs140878635

+ 11 3585PPP2R3A_uc011blz.1_Missense_Mutation_p.R271Q|PPP2R3A_uc003eqw.1_Missense_Mutation_p.R386QNM_002718 NP_002709 Q06190 P2R3A_HUMAN EF-hand 2. 7CAGTGTGAACGGATGGAAGCC0.493 rs149384978

- 1 469 NM_001134659 NP_001128131 A6NEV1 PR23A_HUMAN 0GCGTCCTCCTCGTAGGCCTCT0.632

- 8 847 GK5_uc010hus.1_RNANM_001039547 NP_001034636 Q6ZS86 GLPK5_HUMAN 0AAGTGGTATCGAAATTAGAGA0.348

+ 2 1611 NM_004267 NP_004258 Q9Y4C5 CHST2_HUMANLumenal (Potential). 3GGCAGCGGGGGGCGCAACCTC0.667

- 2 401CP_uc011bnr.1_RNA|CP_uc003ewz.2_Missense_Mutation_p.E50KNM_000096 NP_000087 P00450 CERU_HUMANF5/8 type A 1.|Plastocyanin-like 1. 1TTGGAATGTTCCCTGCAAAGA0.328

- 11 1028ZBBX_uc011bpc.1_Missense_Mutation_p.M235I|ZBBX_uc003feq.2_Missense_Mutation_p.M206INM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2GTGCTCTTTTCATCGTTGTAA0.328

- 7 2080MECOM_uc010hwk.1_Missense_Mutation_p.R627Q|MECOM_uc003ffj.3_Missense_Mutation_p.R669Q|MECOM_uc011bpi.1_Missense_Mutation_p.R605Q|MECOM_uc003ffn.3_Missense_Mutation_p.R604Q|MECOM_uc003ffk.2_Missense_Mutation_p.R604Q|MECOM_uc003ffl.2_Missense_Mutation_p.R764Q|MECOM_uc011bpj.1_Missense_Mutation_p.R792Q|MECOM_uc011bpk.1_Missense_Mutation_p.R594Q|MECOM_uc010hwn.2_Missense_Mutation_p.R792QNM_005241 NP_005232 Q03112 EVI1_HUMAN 14GTGGTTTTTTCGAGGCTCAGT0.512

+ 24 3707EIF4G1_uc003fnt.2_Missense_Mutation_p.R881H|EIF4G1_uc003fnq.2_Missense_Mutation_p.R1083H|EIF4G1_uc003fnr.2_Missense_Mutation_p.R1006H|EIF4G1_uc010hxx.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fns.2_Missense_Mutation_p.R1130H|EIF4G1_uc010hxy.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fnv.3_Missense_Mutation_p.R1171H|EIF4G1_uc003fnu.3_Missense_Mutation_p.R1170H|EIF4G1_uc003fnw.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fnx.2_Missense_Mutation_p.R975H|EIF4G1_uc003fny.3_Missense_Mutation_p.R974H|EIF4G1_uc003foa.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMAN 7GGAGGGGACCGTGGGGACCGG0.627

+ 7 1084CHRD_uc003fow.2_5'UTR|CHRD_uc003fox.2_Missense_Mutation_p.A280T|CHRD_uc003foy.2_5'UTR|CHRD_uc010hyc.2_5'UTR|CHRD_uc011brr.1_5'UTRNM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 2. 3GGCCCTGGCTGCAGGTAGGGA0.617

+ 13 1768TP63_uc003frz.2_Intron|TP63_uc010hzc.1_Intron|TP63_uc003fsc.2_Missense_Mutation_p.S466L|TP63_uc003fsd.2_Intron|TP63_uc010hzd.1_Missense_Mutation_p.S381LNM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12GGCTGTTCATCATGTCTGGAC0.448

- 8 13589MUC4_uc003fuz.2_Silent_p.C132C|MUC4_uc003fva.2_Intron|MUC4_uc003fvb.2_Silent_p.C50C|MUC4_uc003fvc.2_RNA|MUC4_uc003fvd.2_RNA|MUC4_uc003fve.2_Silent_p.C50C|MUC4_uc010hzr.2_RNA|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_RNA|MUC4_uc011bth.1_Missense_Mutation_p.L69F|MUC4_uc011bti.1_Missense_Mutation_p.L69F|MUC4_uc011btj.1_Missense_Mutation_p.L246F|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Missense_Mutation_p.L14F|MUC4_uc011btm.1_Missense_Mutation_p.L194F|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Missense_Mutation_p.L269F|MUC4_uc003fvp.2_Missense_Mutation_p.L218F|MUC4_uc010hzu.1_Missense_Mutation_p.L1117FNM_018406 NP_060876 Q99102 MUC4_HUMAN NIDO. 0AAGCCCATGAGCACCGGGTTG0.622

+ 5 1146ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0TTTAATAGGTCCACAACCCTT0.378

+ 5 1178ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN 0GAGAATTCATACTGGAGAGAA0.398

- 5 1288 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN 3CAGGTGTAGCGGGGGTGGCCC0.572

- 2 178 NM_001001290 NP_001001290 Q9NRM0 GTR9_HUMAN 3TCTCCTCGGTCCTTTTTACTG0.388

- 3 3405 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TGATAAAACAACTTTGAGGAC0.443

+ 28 3112SLIT2_uc003gps.1_Missense_Mutation_p.G962RNM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 2. 11TAAACATGGAGGAACTTGCCA0.448

+ 13 1672FAM114A1_uc011byh.1_Missense_Mutation_p.S292F|FAM114A1_uc010ifi.2_Missense_Mutation_p.S157FNM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1GAAGTGGCCTCTTTATCAAAG0.323

- 6 785 NM_182592 NP_872398 Q8N8F6 YIPF7_HUMAN 0GCTGTCCTTCCATGTGCAAGG0.453

+ 9 1541_1542SPATA18_uc010igl.1_RNA|SPATA18_uc011bzq.1_Missense_Mutation_p.E390K|SPATA18_uc003gzk.1_Missense_Mutation_p.E422KNM_145263 NP_660306 Q8TC71 MIEAP_HUMAN 4ACTTCATCCAGGAGATATGTTG0.426

- 16 2661KDR_uc003hat.1_Missense_Mutation_p.R787WNM_002253 NP_002244 P35968 VGFR2_HUMANHelical; (Potential). 33TTAACGGTCCGTAGGATGATG0.433 rs1139774

+ 9 3142 NM_031889 NP_114095 Q9NRM1 ENAM_HUMAN 3ACGCTGAGGAGGAACACACCA0.443

- 11 1834 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6ATCACCTTGTCCTTCTCTGTC0.478

+ 11 1546BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_Missense_Mutation_p.Q460H|BMP2K_uc003hll.2_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 ATCCTCACcagcagcagcagc0.254

+ 4 452DAPP1_uc011cek.1_Intron|DAPP1_uc010ilh.2_Missense_Mutation_p.T121INM_014395 NP_055210 Q9UN19 DAPP1_HUMAN SH2. 0CATTCAGGCACTCTGATGGTT0.418

- 10 1812LEF1_uc011cfj.1_Missense_Mutation_p.S243F|LEF1_uc011cfk.1_Missense_Mutation_p.S290F|LEF1_uc003hyu.1_Missense_Mutation_p.S358F|LEF1_uc003hyv.1_Missense_Mutation_p.S358F|LEF1_uc010imb.1_RNA|LEF1_uc003hys.1_RNA|LEF1_uc010ima.1_Missense_Mutation_p.S74FNM_016269 NP_057353 Q9UJU2 LEF1_HUMAN 1ACCTGATGCAGATTCCTGTAG0.433

+ 38 9920ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_Missense_Mutation_p.P576S|ANK2_uc011cgb.1_Missense_Mutation_p.P3289SNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TGATGATTCTCCCGATTCTTC0.443

+ 3 617SYNPO2_uc010ina.2_Missense_Mutation_p.P141S|SYNPO2_uc010inb.2_Missense_Mutation_p.P141S|SYNPO2_uc011cgh.1_Intron|SYNPO2_uc010inc.2_Missense_Mutation_p.P69SNM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2GACTGAAGTTCCCCTAGCTGA0.547

+ 32 4282KIAA0922_uc010ipp.2_Nonsense_Mutation_p.W1411*|KIAA0922_uc010ipq.2_Nonsense_Mutation_p.W1179*NM_015196 NP_056011 A2VDJ0 T131L_HUMANCytoplasmic (Potential). 2GAGACCTGTGGCCCACTCCGC0.567

+ 6 1377 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMANCatalytic subdomain A.|Lumenal (Potential). 4GGACTCATCCGGACCCGTCTC0.517 rs146548110

+ 6 940WDR17_uc003iuk.2_Missense_Mutation_p.F238L|WDR17_uc003ium.3_Missense_Mutation_p.F238L|WDR17_uc003iul.1_IntronNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6CATAACAACATTTAATCTTCC0.433

+ 1 502 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4ATCTCTCCAGCGAGGCTGAGG0.577 rs138508820

- 2 138_139FAM173B_uc003jep.2_RNA|FAM173B_uc010itr.2_Missense_Mutation_p.G37KNM_199133 NP_954584 Q6P4H8 F173B_HUMAN 2AAGTAAGAACCCCCAGTTGCTT0.475

- 14 2020 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31TAACTGCGAATTATAGGTTTG0.532

- 26 5351C5orf42_uc011coy.1_Missense_Mutation_p.W208L|C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.W782L|C5orf42_uc011cpb.1_Missense_Mutation_p.W588LNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7CTTGGGAGTCCAAAAAATGTG0.323

- 3 374TTC33_uc011cpm.1_Intron|TTC33_uc010ivg.2_IntronNM_012382 NP_036514 Q6PID6 TTC33_HUMAN TPR 1. 1ATTGCCTCCCGATATCTGTGG0.284

- 6 1463 NM_021072 NP_066550 O60741 HCN1_HUMANcAMP.|Cytoplasmic (Potential). 1AAATTAGGATCCGCATTAGCA0.383

+ 5 1551MARVELD2_uc010ixf.2_Missense_Mutation_p.E486K|MARVELD2_uc003jwr.1_Intron|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0ACATCATTCGGAAAGCCGACA0.408

+ 30 6646BDP1_uc003kbo.2_Missense_Mutation_p.T2128I|BDP1_uc003kbq.1_RNA|BDP1_uc003kbr.1_RNANM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2TTGTGTGTAACCAAAGGGGCA0.338

- 2 2246ENC1_uc011css.1_Missense_Mutation_p.A299VNM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 2. 3CAGCATGGGGGCAGCCTTGGA0.602

+ 2 1269 NM_005242 NP_005233 P55085 PAR2_HUMANCytoplasmic (Potential). 1CGAAGTGTCCGCACTGTAAAG0.448 rs149001132

+ 2 578 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AAAGGCAGTCCTTTAACTTCA0.383

+ 1 1158 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMANLeucine-zipper. 1TGAGCTGGAGGAACAGGTGAA0.423

+ 70 14320GPR98_uc003kjt.2_Missense_Mutation_p.E2448K|GPR98_uc003kjw.2_Missense_Mutation_p.E403KNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GGGAGGAGCCGAACTGGATCT0.438

+ 1 424 uc003kni.2_5'Flank NM_198507 NP_940909 Q8TBP5 F174A_HUMANExtracellular (Potential). 0GAAGGCCGGGGAAGGCTCGGT0.701

- 16 2395FSTL4_uc003kym.1_Missense_Mutation_p.Y375CNM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2TTGCAGGTCATACAGGGTCTG0.582



- 8 1706NRG2_uc003lev.1_Missense_Mutation_p.S502F|NRG2_uc003lew.1_Missense_Mutation_p.S496F|NRG2_uc003ley.1_Missense_Mutation_p.S488FNM_004883 NP_004874 O14511 NRG2_HUMANCytoplasmic (Potential). 6GTGGCTCCCAGAGAAGGTGGT0.542

+ 1 323PCDHB2_uc003lim.1_IntronNM_018936 NP_061759 Q9Y5E7 PCDB2_HUMANExtracellular (Potential).|Cadherin 1. 6GGAGAACTTGCTGTGAGGGGG0.502

+ 1 2443PCDHB16_uc003liv.2_5'Flank|PCDHB16_uc010jfw.1_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCytoplasmic (Potential). 4CTATCAGTACGAGGTGTGCCT0.577

+ 1 1418PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc011daw.1_Missense_Mutation_p.S473LNM_018925 NP_061748 Q9Y5G0 PCDGH_HUMANExtracellular (Potential).|Cadherin 5. 0GTCTGCGCCTCGGACCTGGAC0.587

- 3 562YIPF5_uc003lnl.3_Missense_Mutation_p.G41C|YIPF5_uc010jgl.2_5'UTRNM_001024947 NP_001020118 Q969M3 YIPF5_HUMANCytoplasmic (Potential). 2TAGTCATAGCCAGCATACTGT0.403

+ 2 162PCYOX1L_uc003lql.2_Missense_Mutation_p.A17P|PCYOX1L_uc010jgz.2_Missense_Mutation_p.A17P|PCYOX1L_uc003lqm.2_5'UTR|PCYOX1L_uc003lqn.2_5'UTRNM_024028 NP_076933 Q8NBM8 PCYXL_HUMAN 1GGTGGTTGGGGCTGGGATTGG0.587

- 21 3341PDGFRB_uc010jhd.2_Missense_Mutation_p.L797FNM_002609 NP_002600 P09619 PGFRB_HUMANCytoplasmic (Potential).|Protein kinase. 17AGTCTCTCGAGAAGCAGCACC0.557

- 2 439CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMANFibronectin type-III. 0GTGCCTGTAAGGGAAGGCAGC0.567

+ 39 4038DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.Q812KNM_004946 NP_004937 Q92608 DOCK2_HUMANDHR-2.|Interaction with CRKL. 7GCTGCTCAGCCAGAACCTGGT0.587

+ 4 685TSPAN17_uc003mes.3_Splice_Site_p.Y86_splice|TSPAN17_uc003meu.2_Splice_Site_p.Y152_splice|TSPAN17_uc003mev.2_Splice_Site_p.Y152_splice|TSPAN17_uc003mew.2_Splice_Site_p.Y152_spliceNM_012171 NP_036303 Q96FV3 TSN17_HUMAN 0TCAGGAATACGTGAGTCCAGT0.547

+ 3 380 TMED9_uc010jko.2_RNANM_017510 NP_059980 Q9BVK6 TMED9_HUMANGOLD.|Lumenal (Potential). 0CACTCCAATTCCACCAAGTTC0.562

+ 5 1766ZNF454_uc010jkz.1_Missense_Mutation_p.N499DNM_182594 NP_872400 Q8N9F8 ZN454_HUMANC2H2-type 12. 3CTATAAATGTAATAAATGTGG0.388

- 2 1013MGAT1_uc010jlf.2_Missense_Mutation_p.P173L|MGAT1_uc010jlg.2_Missense_Mutation_p.P173L|MGAT1_uc003mmh.3_Missense_Mutation_p.P173L|MGAT1_uc010jlh.2_Missense_Mutation_p.P173L|MGAT1_uc003mmi.3_Missense_Mutation_p.P173LNM_002406 NP_002397 P26572 MGAT1_HUMANLumenal (Potential). 1GTGGTCCGGCGGCACCGCAAT0.701

+ 5 1950TRIM41_uc003mnc.1_3'UTR|TRIM41_uc003mnd.1_Missense_Mutation_p.R419K|TRIM41_uc003mnf.1_RNA|TRIM41_uc003mng.1_5'UTRNM_033549 NP_291027 Q8WV44 TRI41_HUMAN B30.2/SPRY. 0GCCATCGTGAGGAAAATGAGC0.582

+ 3 447SYCP2L_uc011dim.1_RNANM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TCAACAGAAAGAGAGCCACTT0.323

- 7 2280NEDD9_uc010joz.2_Missense_Mutation_p.R705W|NEDD9_uc003mzw.3_Missense_Mutation_p.R559WNM_006403 NP_006394 Q14511 CASL_HUMAN 0AGCAACTGCCGATCCTGAGCA0.517

- 3 577C6orf105_uc011dip.1_Splice_Site_p.F115_spliceNM_032744 NP_116133 Q96IZ2 CF105_HUMAN 0AAAATACAAACTGGAAAATAA0.363

+ 4 2526HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6CATTGATTCCCCCAAATCATA0.433

- 1 7 NM_030959 NP_112221 Q9UGF7 O12D3_HUMANExtracellular (Potential). 3TGACATTCTCCATTGCTCTGG0.343

+ 3 1230OR2H1_uc003nmj.1_Missense_Mutation_p.P263S|OR2H1_uc010jri.1_Missense_Mutation_p.P185SNM_030883 NP_112145 Q9GZK4 OR2H1_HUMANExtracellular (Potential). 0GCCCAAAAATCCGTATGCCCA0.517

- 2 284GABBR1_uc003nmp.3_3'UTRNM_006398 NP_006389 O15205 UBD_HUMAN Ubiquitin 1. 0CATCAAAGGTCATTAAATCCC0.488

- 10 4339MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.P907LNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4GGGGGTGACAGGTCGGTCTGT0.572

- 10 1351CCHCR1_uc011dne.1_Missense_Mutation_p.R410C|CCHCR1_uc003nsq.3_Missense_Mutation_p.R463C|CCHCR1_uc003nsp.3_Missense_Mutation_p.R499C|CCHCR1_uc010jsk.1_Missense_Mutation_p.R410CNM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1TCCTGAGCACGGCTCAGCTCC0.652

- 8 919WDR46_uc011dra.1_Missense_Mutation_p.T238I|WDR46_uc010juo.1_RNA|PFDN6_uc003odt.1_5'Flank|PFDN6_uc010jup.1_5'FlankNM_005452 NP_005443 O15213 WDR46_HUMAN WD 3. 0ACTCACAGCTGTAGCCAGGAG0.562

+ 2 200SCUBE3_uc003okg.1_Missense_Mutation_p.G65D|SCUBE3_uc003okh.1_5'UTRNM_152753 NP_689966 Q8IX30 SCUB3_HUMANEGF-like 1; calcium-binding (Potential). 1ACAGGGGACGGCAAACACTGC0.572

+ 8 1639RNF8_uc003onr.3_Missense_Mutation_p.R414T|RNF8_uc011dtx.1_Missense_Mutation_p.K414NNM_003958 NP_003949 O76064 RNF8_HUMAN 1CCAAAGCAAAGAGATTGTTCT0.373

+ 15 2234 NM_001371 NP_001362 21TTATCAAGTCCGGACGGTAAA0.368

+ 14 3331 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9GCCCAATGGCCCGGCCCTTGC0.667

- 13 2123GPR116_uc011dwj.1_Missense_Mutation_p.A167T|GPR116_uc011dwk.1_Missense_Mutation_p.A41T|GPR116_uc003oyp.3_Missense_Mutation_p.A470T|GPR116_uc003oyq.3_Missense_Mutation_p.A612T|GPR116_uc010jzi.1_Missense_Mutation_p.A284TNM_001098518 NP_001091988 Q8IZF2 GP116_HUMANExtracellular (Potential). 2AGCATCTTACCAGCAGGAAGG0.393

+ 7 652FBXO9_uc003pbk.2_Nonsense_Mutation_p.R157*|FBXO9_uc003pbl.2_Nonsense_Mutation_p.R191*|FBXO9_uc003pbm.2_Nonsense_Mutation_p.R81*|FBXO9_uc003pbn.2_Nonsense_Mutation_p.R81*NM_012347 NP_036479 Q9UK97 FBX9_HUMAN F-box. 1GTACATCTTCCGATGGGTGGT0.453

- 3 1538BMP5_uc011dxf.1_Missense_Mutation_p.G276RNM_021073 NP_066551 P22003 BMP5_HUMAN 2TTACCATCCCCTGTTTCTGCA0.348

- 59 8708COL12A1_uc003pht.2_Missense_Mutation_p.G1684CNM_004370 NP_004361 Q99715 COCA1_HUMANTriple-helical region (COL2) with 1 imperfection. 9CCCATTGCACCGTCTTTTCCA0.458

- 64 10851_10852 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TTCATGCAGGGGGAACTGTTTT0.495

- 9 3120BACH2_uc003pnw.2_Missense_Mutation_p.E771KNM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6GCGCCTGGCTCCAAGCAGCAG0.642

- 5 1325EPHA7_uc003pof.2_Missense_Mutation_p.D362N|EPHA7_uc011eac.1_Missense_Mutation_p.D362NNM_004440 NP_004431 Q15375 EPHA7_HUMANExtracellular (Potential).|Fibronectin type-III 1. 28TAGGTCACATCGTTTCTTCCC0.498

- 9 1825ASCC3_uc011eai.1_Missense_Mutation_p.A401V|ASCC3_uc003pql.2_Missense_Mutation_p.A499VNM_006828 NP_006819 Q8N3C0 HELC1_HUMANHelicase ATP-binding 1.|ATP (Potential). 6TCCTGTAGGGGCACAAATCAG0.398

- 10 2150WASF1_uc003ptw.1_Missense_Mutation_p.R438Q|WASF1_uc003ptx.1_Missense_Mutation_p.R438Q|WASF1_uc003pty.1_Missense_Mutation_p.R438QNM_003931 NP_003922 Q92558 WASF1_HUMAN 0TGATGATGGTCGAATGCCAGG0.562

+ 17 2033 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3AGTGTCATTAACCAAGGACCA0.527

+ 12 2039 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2ATACAGTCCCTGGAAGGCCTC0.572

+ 2 1234 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0GGGCCATGTGTTCAGAAATGC0.607

+ 16 4238TIAM2_uc003qqe.2_Missense_Mutation_p.D989N|TIAM2_uc010kjj.2_Missense_Mutation_p.D522N|TIAM2_uc003qqf.2_Missense_Mutation_p.D365N|TIAM2_uc011efl.1_Missense_Mutation_p.D325N|TIAM2_uc003qqg.2_Missense_Mutation_p.D301NNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GTCAGACAGTGACCTGTTCTC0.532

+ 5 919SLC22A3_uc011efx.1_RNANM_021977 NP_068812 O75751 S22A3_HUMAN 4GCTGATTACTCGGAAGAAAGG0.428

+ 13 1733STK31_uc003swt.3_Missense_Mutation_p.E533K|STK31_uc011jze.1_Missense_Mutation_p.E556K|STK31_uc010kuq.2_Missense_Mutation_p.E533KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9TGAAATCCTAGAGAAGACTGA0.378

+ 4 434ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.E71K|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.E71KNM_001118 NP_001109 P41586 PACR_HUMANExtracellular (Potential). 1CCATGTGGGTGAGATGGTCCT0.562

+ 14 1562 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 2. 3TTGCAATACTGGAAACAATTA0.403

+ 5 911POU6F2_uc010kxo.2_Missense_Mutation_p.P282QNM_007252 NP_009183 P78424 PO6F2_HUMANPro-rich.|Gln-rich. 1CCGCTCACGCCACCCAATCCT0.468

+ 2 846 NM_018697 NP_061167 Q9NS86 LANC2_HUMAN 2GCAAATGGAAGAAGGGCTGAA0.398



- 5 1673 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4CCACATTCTTCACATGTGTAG0.428

+ 4 1390 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 9. 0TGTGGCAAAAGCTTTACCTGC0.388

+ 5 983 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN 1CTGGAGAGAAACCCTACAGAT0.408

- 9 1623MAGI2_uc003ugy.2_Missense_Mutation_p.P457S|MAGI2_uc010ldx.1_Missense_Mutation_p.P66S|MAGI2_uc010ldy.1_Missense_Mutation_p.P66S|MAGI2_uc011kgr.1_Missense_Mutation_p.P289S|MAGI2_uc011kgs.1_Missense_Mutation_p.P294SNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 2. 11GGCCCATCCGGAATCACACTT0.428

- 5 366ABCB4_uc003uiw.1_Missense_Mutation_p.N97T|ABCB4_uc003uix.1_Missense_Mutation_p.N97T|ABCB4_uc003uiy.2_Missense_Mutation_p.N97TNM_018849 NP_061337 P21439 MDR3_HUMANExtracellular (By similarity).|ABC transmembrane type-1 1.6 CAAGGAAAAGTTCACtaaatt0.244

+ 4 1908 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11ACTCTTCAATGGCCTACGGAA0.418

+ 4 2384 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11CTGCAGAAAGGCAGTTCTAAA0.388

+ 68 10894TRRAP_uc011kis.1_Missense_Mutation_p.T3533I|TRRAP_uc003upr.2_Missense_Mutation_p.T3268INM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37AGAAAGGAGACCACCAAGAGG0.582

+ 14 2798ZAN_uc003uwk.2_Missense_Mutation_p.L878P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACGGAAAAACTCACCATCCCC0.502

+ 3 10033MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|54.|59 X approximate tandem repeats.|Ser-rich.27ATTGCTGACGGTACTAGCATG0.493

- 20 3239DPY19L2P2_uc003vbg.3_RNA|DPY19L2P2_uc010lit.2_RNANR_003561 0ACAGCTTGACACTTGCCATTG0.373

- 50 8277RELN_uc010liz.2_Missense_Mutation_p.S2706LNM_005045 NP_005036 P78509 RELN_HUMAN 19TAATTTACCTGAAGTTTTGTC0.483

- 29 3981CADPS2_uc011knx.1_Missense_Mutation_p.T648K|CADPS2_uc003vkg.3_Missense_Mutation_p.T927K|CADPS2_uc010lkq.2_Missense_Mutation_p.T1232KNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2AACAGAGGCTGTGGCCTCCTC0.458

- 2 2081 NM_005302 NP_005293 O15354 GPR37_HUMANCytoplasmic (Potential). 3ATTCCCTCGGGTACAGGCTTT0.433

+ 40 6802FLNC_uc003voa.3_Missense_Mutation_p.G2165DNM_001458 NP_001449 Q14315 FLNC_HUMANIntradomain insert. 12AAGACGCGGGGCGGGGAGACA0.682

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 7 2428FAM115C_uc003wdg.2_Missense_Mutation_p.W501L|FAM115C_uc011ktk.1_Missense_Mutation_p.W782L|FAM115C_uc003wdh.2_Missense_Mutation_p.W782L|FAM115C_uc011ktm.1_Missense_Mutation_p.W782L|uc011ktn.1_Intron|uc011kto.1_Intron|uc011ktp.1_Intron|LOC154761_uc011ktq.1_Intron|LOC154761_uc011ktr.1_Intron|LOC154761_uc011kts.1_Intron|LOC154761_uc003wdj.1_Intron|FAM115C_uc011ktt.1_Missense_Mutation_p.W678L|FAM115C_uc003wdi.1_Missense_Mutation_p.W501LNM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0TGTAACCTTTGGTCAGTCTAC0.617

+ 1 533 NM_001004685 NP_001004685 O95006 OR2F2_HUMANExtracellular (Potential). 4GATCACATATCCTGTGAACTC0.498

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11AATCCTGCACGGAGAAGGACA0.388

+ 4 1084 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7GACAGTCCTCCTTGTGGGGAA0.562

+ 11 1683NOS3_uc011kuy.1_Missense_Mutation_p.E257K|NOS3_uc011kuz.1_Missense_Mutation_p.E463K|NOS3_uc011kva.1_Missense_Mutation_p.E463K|NOS3_uc011kvb.1_Missense_Mutation_p.E463KNM_000603 NP_000594 P29474 NOS3_HUMANInteraction with NOSIP. 8TTTCCATCAGGAGATGGTCAA0.627

- 5 416PAXIP1_uc003wlq.1_Missense_Mutation_p.G91W|PAXIP1_uc011kvs.1_Missense_Mutation_p.G89W|PAXIP1_uc003wlr.1_Missense_Mutation_p.G34WNM_007349 NP_031375 Q6ZW49 PAXI1_HUMANBRCT 2.|Interaction with PA1 (By similarity). 5CAATCTCCCCCATAGAACGTA0.443

- 2 232SPAG11B_uc003wrg.1_Missense_Mutation_p.S22L|SPAG11B_uc003wrh.1_Missense_Mutation_p.S22L|SPAG11B_uc003wrl.2_Missense_Mutation_p.S22L|SPAG11B_uc003wrm.2_Missense_Mutation_p.S22LNM_016512 NP_057596 Q08648 SG11B_HUMAN 0GGCTTGAGACGATCCTGTGCA0.582

- 3 660 NM_003155 NP_003146 P52823 STC1_HUMAN 4TAGCACTCTTCCTGCACCTCA0.537

+ 4 557ADAMDEC1_uc010lub.2_Missense_Mutation_p.E34K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E34KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2CAGAGGAGAGGAAATTACCAC0.453

+ 2 1839 NM_025069 NP_079345 Q9H7S9 ZN703_HUMAN 2GTACCACCCCTATGGCAAGAG0.517

+ 16 1766ADAM18_uc010lww.2_RNA|ADAM18_uc010lwx.2_Missense_Mutation_p.S565LNM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANCys-rich.|Extracellular (Potential). 6TCCATGAGATCAGATGGAACA0.368

+ 4 374 NM_032237 NP_115613 Q9H5K3 SG196_HUMANHelical; (Potential). 0CCTCTGCCTCGACCACTTCTT0.572

- 31 2907NSMAF_uc011lee.1_Missense_Mutation_p.C929SNM_003580 NP_003571 Q92636 FAN_HUMAN WD 6. 1GATACTGCTACACTGTTCATT0.378

- 1 272 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1TGAATCTGGACCTTTTTCCTC0.502

+ 5 544 NM_022351 NP_071746 Q8N987 NECA1_HUMAN 1ATGGGCAAAACAAAGAAAGTA0.308

- 5 407 NM_005836 NP_005827 P52758 UK114_HUMAN 1GCTCTAGCAGGAAAATTACTC0.274

+ 10 1639 NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN 3CAGGAAGAAAGGGAAAGGCCA0.468

- 1 390SNTB1_uc003ype.2_Missense_Mutation_p.A55VNM_021021 NP_066301 Q13884 SNTB1_HUMAN PH 1. 5GTTGTACGCCGCAGCGCCCTC0.458

- 13 3201FAM135B_uc003yux.2_Missense_Mutation_p.M911I|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.M572I|FAM135B_uc003yvb.2_Missense_Mutation_p.M572INM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9GATGGGACCCCATGATGGAAG0.512

+ 20 3322 NM_001702 NP_001693 O14514 BAI1_HUMANCytoplasmic (Potential). 8CCTCCGGAACCGCCTCATCCG0.657

- 6 1253COMMD5_uc010mgf.2_Intron|ZNF250_uc003zer.3_Missense_Mutation_p.R374H|ZNF250_uc010mgg.2_Missense_Mutation_p.R374HNM_021061 NP_066405 P15622 ZN250_HUMAN C2H2-type 7. 0GAGGACTGAGCGGTCGCTGAA0.577

+ 1 860PIP5K1B_uc004agu.2_Intron|PIP5K1B_uc011lrq.1_Intron|PIP5K1B_uc004agv.2_IntronNM_138333 NP_612206 Q96E09 F122A_HUMAN 0GATGGAAACAGCAGCAGTGCC0.498

- 2 759 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1AGGCCGCATTCATGGCTTCCT0.677

+ 3 923_924PCSK5_uc004ajy.2_Missense_Mutation_p.P129F|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3TTTCAATGATCCCAAGTGGCCC0.475

- 6 545SLC35D2_uc010msd.2_RNA|SLC35D2_uc010mse.2_Intron|SLC35D2_uc010msf.2_Missense_Mutation_p.G157R|SLC35D2_uc004awd.2_Intron|SLC35D2_uc004awe.2_3'UTRNM_007001 NP_008932 Q76EJ3 S35D2_HUMANHelical; (Potential). 0ATGAAAGCCCCGAGAATAATG0.408 rs149450685

+ 1 894 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMANCytoplasmic (Potential). 0ACAAAGATATGAAAAGGGGTT0.398

+ 13 1126LRSAM1_uc010mxk.1_Nonsense_Mutation_p.E261*|LRSAM1_uc004brc.1_Nonsense_Mutation_p.E261*|LRSAM1_uc004brd.1_Nonsense_Mutation_p.E261*|LRSAM1_uc004bre.1_5'UTRNM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN Potential. 0TGTCTTGCAGGAACAGAAGAT0.587

- 1 876 NM_203434 NP_982258 Q5T953 IER5L_HUMAN Ala-rich. 0 gaggcgggcggagaagcggcg0.353

+ 3 832 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin N-terminal. 3AACACGTTTGGGGACGACATC0.592

+ 43 3786 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11GGCCGAGACGGTCTCCAGGGG0.622

- 16 1746C9orf167_uc011mew.1_Intron|NELF_uc011mex.1_Missense_Mutation_p.T302M|NELF_uc010nci.2_Missense_Mutation_p.T249M|NELF_uc011mey.1_RNA|NELF_uc011mez.1_Missense_Mutation_p.T482M|NELF_uc004cmz.2_Missense_Mutation_p.T503M|NELF_uc004cnc.2_Missense_Mutation_p.T480M|NELF_uc004cnb.2_Missense_Mutation_p.T475MNM_001130969 NP_001124441 Q6X4W1 NELF_HUMAN 0GTCAAAGTACGTCTCGATCAT0.672



+ 10 1238IL3RA_uc011mhd.1_Missense_Mutation_p.E219KNM_002183 NP_002174 P26951 IL3RA_HUMANExtracellular (Potential). 3CGACCAGGAGGAGGGCGCAAA0.667

- 5 3341 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TGAGACATCTCTTTCATACCC0.458

- 6 526FAM9B_uc011mhv.1_RNA|FAM9B_uc004csh.2_Missense_Mutation_p.S186NNM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0TCTCCTAACACTTCTATATTG0.318

+ 4 983MAGEB1_uc004dcd.2_Nonsense_Mutation_p.W221*|MAGEB1_uc004dce.2_Nonsense_Mutation_p.W221*NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0AAGAGATCTGGAAATTCATGA0.483

- 15 1951RPGR_uc004deb.2_Missense_Mutation_p.D595N|RPGR_uc004dea.2_RNA|RPGR_uc004dec.2_IntronNM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1 ccttttgaatcctctgctcct 0.179

+ 5 815RBM10_uc004dhe.1_Missense_Mutation_p.R136C|RBM10_uc004dhg.2_Missense_Mutation_p.R69C|RBM10_uc004dhh.2_Missense_Mutation_p.R146C|RBM10_uc010nhq.2_Missense_Mutation_p.R69C|RBM10_uc004dhi.2_Missense_Mutation_p.R211CNM_005676 NP_005667 P98175 RBM10_HUMAN RRM 1. 5CGTATAGATCCGTGGCCAGCT0.607

- 5 370SSX5_uc004diz.1_Missense_Mutation_p.G147ENM_175723 NP_783729 O60225 SSX5_HUMAN 0CGGGAAGATTCCCTGGAGCCT0.423

+ 5 652TBC1D25_uc011mly.1_Nonsense_Mutation_p.Q123*|TBC1D25_uc004dkb.1_5'UTR|TBC1D25_uc011mlz.1_5'UTR|TBC1D25_uc011mma.1_5'UTR|TBC1D25_uc004dkc.1_5'UTR|TBC1D25_uc011mmb.1_Nonsense_Mutation_p.Q185*|TBC1D25_uc011mmc.1_5'UTR|TBC1D25_uc011mmd.1_5'UTRNM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1GTCTAAGGTCCAACAAGTGCT0.582

+ 7 564HDAC6_uc004dkr.1_3'UTR|HDAC6_uc004dks.1_Missense_Mutation_p.Q157K|HDAC6_uc010nig.1_Missense_Mutation_p.Q5K|HDAC6_uc004dkt.1_Missense_Mutation_p.Q157K|HDAC6_uc004dku.3_3'UTR|HDAC6_uc011mmj.1_Missense_Mutation_p.Q102K|HDAC6_uc011mmk.1_Missense_Mutation_p.Q138KNM_006044 NP_006035 Q9UBN7 HDAC6_HUMANHistone deacetylase 1. 4GGAAACAACCCAGTACATGAA0.502

- 4 601FOXP3_uc011mnb.1_Missense_Mutation_p.T138I|FOXP3_uc011mnc.1_Missense_Mutation_p.T138I|FOXP3_uc004dne.3_Missense_Mutation_p.T103I|FOXP3_uc010niq.1_Missense_Mutation_p.T103INM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0GAAGACCCCAGTGGCGGTGGT0.662

- 23 3169 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2CCCCTTACCCGATCTCTTGTC0.438

+ 2 1132 NM_005448 NP_005439 O95972 BMP15_HUMAN 2GAGTATTTTGTACAAGGAGTA0.463

- 1 1 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0GCTTTTCCATGATTCTGGTTG0.448

- 5 2051IQSEC2_uc004dsc.2_Missense_Mutation_p.R412HNM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Pro-rich. 3CACCAGCTGGCGGTGGACAGA0.632

+ 6 2479NHSL2_uc004eak.1_Missense_Mutation_p.D461N|NHSL2_uc010nli.2_Missense_Mutation_p.D596NNM_001013627 NP_001013649 Q5HYW2 NHSL2_HUMAN 0TACTCAGTCCGACCTACGTTC0.512

- 22 2196RPS6KA6_uc011mqt.1_Missense_Mutation_p.M707V|RPS6KA6_uc011mqu.1_Missense_Mutation_p.M604VNM_014496 NP_055311 Q9UK32 KS6A6_HUMAN 8GTTGCAACCATTGCTCCCTAA0.403 rs145715341

- 7 759BTK_uc010nnn.2_Missense_Mutation_p.P189L|BTK_uc010nno.2_Missense_Mutation_p.P223L|BTK_uc004ehi.2_Missense_Mutation_p.P189LNM_000061 NP_000052 Q06187 BTK_HUMAN 6AGGCGTTGGGGGAAGAGGCTT0.478

- 4 1735MORF4L2_uc004ela.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004ekx.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004elb.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004eky.2_Nonsense_Mutation_p.S168*|MORF4L2_uc010nos.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004ekz.2_Nonsense_Mutation_p.S168*|MORF4L2_uc011mry.1_Nonsense_Mutation_p.S168*|MORF4L2_uc011mrz.1_Nonsense_Mutation_p.S168*|MORF4L2_uc004elc.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004elf.2_Nonsense_Mutation_p.S168*|MORF4L2_uc004ele.2_Nonsense_Mutation_p.S168*|MORF4L2_uc011msa.1_Nonsense_Mutation_p.S168*|MORF4L2_uc011msb.1_Nonsense_Mutation_p.S168*|MORF4L2_uc011msc.1_Nonsense_Mutation_p.S168*|MORF4L2_uc011msd.1_Nonsense_Mutation_p.S168*|MORF4L2_uc004eld.2_Nonsense_Mutation_p.S168*NM_012286 NP_036418 Q15014 MO4L2_HUMAN 0ATTTCCCTGCGATTTCTTGCA0.413

- 5 1127IL1RAPL2_uc004elz.1_Intron|TEX13A_uc004emb.2_Silent_p.P339PNM_031274 NP_112564 Q9BXU3 TX13A_HUMAN 2CTAGTATCAAAGGCCTCCCAG0.547

+ 11 1149NRK_uc010npc.1_Splice_SiteNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14CTCATTTTTTAGGTCCCGTAA0.413

+ 2 874MORC4_uc004emp.3_Intron|CLDN2_uc004emt.1_Missense_Mutation_p.V119INM_020384 NP_065117 P57739 CLD2_HUMANHelical; (Potential). 1CAGAGTGGCGGTAGCAGGTGG0.537

+ 13 2218WDR44_uc004eqo.2_Missense_Mutation_p.R598Q|WDR44_uc011mtr.1_Missense_Mutation_p.R573Q|WDR44_uc010nqi.2_Missense_Mutation_p.R308QNM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5TTTCGGCAACGGCCATTTTGC0.343

+ 5 401AKAP14_uc004esf.2_IntronNM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0ATGAAACAGAAGTGTGTTTCT0.333

+ 2 105UTP14A_uc011mup.1_Missense_Mutation_p.Y26C|UTP14A_uc011muq.1_5'UTRNM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN 2 CCAAAAgactacctcttgagt0.259

+ 6 744 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4CTCCCCAAATCCAGGACGGCC0.557

- 3 459uc004ewr.1_Intron|MBNL3_uc004eww.2_Missense_Mutation_p.P31L|MBNL3_uc004ews.2_Missense_Mutation_p.P31L|MBNL3_uc004ewt.2_Missense_Mutation_p.P77L|MBNL3_uc011muz.1_Missense_Mutation_p.P31L|MBNL3_uc004ewu.3_Missense_Mutation_p.P127L|MBNL3_uc004ewx.1_Missense_Mutation_p.P77LNM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN Pro-rich. 0AGCCATGGGAGGATTAGCTGG0.418

- 8 1820_1821GPC3_uc004exd.1_Nonsense_Mutation_p.P416*|GPC3_uc010nrn.1_Nonsense_Mutation_p.P567*|GPC3_uc011mvh.1_Nonsense_Mutation_p.P528*|GPC3_uc010nro.1_Nonsense_Mutation_p.P490*NM_004484 NP_004475 P51654 GPC3_HUMAN 5GTTGTCCTTCGGAGTTGCCTGC0.495

+ 2 768 NM_001727 NP_001718 P32247 BRS3_HUMANExtracellular (Potential). 1TACCTCTTATCCTGTCTCTAA0.348

- 5 1312FGF13_uc004fan.2_Missense_Mutation_p.R164Q|FGF13_uc011mwi.1_Missense_Mutation_p.R198Q|FGF13_uc004faq.2_Missense_Mutation_p.R227Q|FGF13_uc004far.2_Missense_Mutation_p.R198Q|FGF13_uc011mwj.1_Missense_Mutation_p.R227Q|FGF13_uc011mwk.1_Missense_Mutation_p.R171QNM_004114 NP_004105 Q92913 FGF13_HUMAN 3GCTTCCAGATCGGGAGAACTC0.517

- 3 582 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0TCCCTGGCTCGATACTTGAGG0.532

+ 2 993 SPRY3_uc010nvl.1_IntronNM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0TCTGCTGAGAGCCTCCTCGAT0.582

+ 2 1001SPRY3_uc010nvl.1_IntronNM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0GAGCCTCCTCGATTATGGCAC0.592

- 6 781CCNL2_uc010nym.1_RNA|CCNL2_uc001aff.1_Missense_Mutation_p.R28Q|CCNL2_uc001afg.1_Missense_Mutation_p.R28Q|CCNL2_uc001afh.2_3'UTR|CCNL2_uc001afj.2_3'UTR|CCNL2_uc001afk.2_3'UTRNM_030937 NP_112199 Q96S94 CCNL2_HUMAN Cyclin-like 2. 3CTCCAGCGTCCGGGCAGCAAG0.478

- 5 566NADK_uc001aic.2_Missense_Mutation_p.A149T|NADK_uc001aid.3_Missense_Mutation_p.A149T|NADK_uc001aie.2_Missense_Mutation_p.A294T|NADK_uc010nyv.1_Missense_Mutation_p.A117T|NADK_uc009vkx.1_Missense_Mutation_p.A27TNM_023018 NP_075394 O95544 NADK_HUMAN 0TCATCGCTGGCGATGGCAGGG0.522

- 9 1430CHD5_uc001amc.1_5'FlankNM_015557 NP_056372 Q8TDI0 CHD5_HUMAN PHD-type 2. 12AGCGGCGGGTTGAGGCAATGC0.517

- 3 255RPL22_uc001ame.2_Missense_Mutation_p.I70TNM_000983 NP_000974 P35268 RL22_HUMAN 0TGTCACGGTGATCTTGCTCTT0.542

- 8 1859CLSTN1_uc001aqi.2_Missense_Mutation_p.G357D|CLSTN1_uc010oag.1_Missense_Mutation_p.G367DNM_001009566 NP_001009566 O94985 CSTN1_HUMANExtracellular (Potential). 1TGCCTGGGTGCCGTTGAACTC0.622

+ 18 1954CLCN6_uc010oat.1_Missense_Mutation_p.P330L|CLCN6_uc010oau.1_Missense_Mutation_p.P592LNM_001286 NP_001277 P51797 CLCN6_HUMANCytoplasmic (By similarity).|CBS 1. 0TACGTCTACCCGCACACCCGC0.627

+ 1 151 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3ACTGTTCATGGAGGCCTTTAC0.597

+ 1 1735 NM_006511 NP_006502 Q92681 RSCA1_HUMAN UBA. 1AGATATTGACCGCATTCTCCG0.468

+ 3 307FAM131C_uc010obz.1_Intron|CLCNKB_uc001axx.3_Missense_Mutation_p.R76QNM_000085 NP_000076 P51801 CLCKB_HUMAN 1AGTGTGGTCCGAGGTAACCCC0.632 rs139676842

+ 19 2044FAM131C_uc010obz.1_Intron|CLCNKB_uc001axx.3_Missense_Mutation_p.S655F|CLCNKB_uc001axy.3_Missense_Mutation_p.S485FNM_000085 NP_000076 P51801 CLCKB_HUMAN CBS 2. 1AACCTTCATTCCCTCTTTGTG0.602 rs144513133

+ 2 1201 NM_000871 NP_000862 P50406 5HT6R_HUMANCytoplasmic (By similarity). 1ACCCCACGCCCAGGGGTGGAG0.537

- 23 2147RAP1GAP_uc001bev.2_Missense_Mutation_p.R715Q|RAP1GAP_uc001bew.2_Missense_Mutation_p.R694Q|RAP1GAP_uc001bey.2_IntronNM_002885 NP_002876 P47736 RPGP1_HUMAN 3GTGGGGTGATCGAGAGGGGCC0.692

- 73 9777HSPG2_uc009vqd.2_Missense_Mutation_p.S3247FNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 18. 9ACGCAGCTTGGACCAGTGGAT0.632

- 27 3512HSPG2_uc009vqd.2_Missense_Mutation_p.R1159CNM_005529 NP_005520 P98160 PGBM_HUMANLaminin EGF-like 5; second part. 9CAGCTGCAGCGTTCACAGGTA0.637

- 14 1773HSPG2_uc009vqd.2_Missense_Mutation_p.H579RNM_005529 NP_005520 P98160 PGBM_HUMANLaminin IV type A 1. 9CTGGAACTCGTGCAGGGATGG0.652



+ 13 1857WDTC1_uc001bno.2_Missense_Mutation_p.R440H|WDTC1_uc001bnp.1_RNA|WDTC1_uc001bnq.2_Missense_Mutation_p.R119HNM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN 2CGCCTGGCCCGCTGCCTCTTT0.582

- 5 1040MAP3K6_uc009vsw.1_Missense_Mutation_p.R256Q|MAP3K6_uc001bnz.1_5'FlankNM_004672 NP_004663 O95382 M3K6_HUMAN 9GTCCAGTCTCCGCTGCAGGCG0.562

+ 5 573GMEB1_uc001bqz.2_Nonsense_Mutation_p.W135*|GMEB1_uc001brb.2_Nonsense_Mutation_p.W135*NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN SAND. 0TGAAGGACTGGAAGAGAGCTA0.428

+ 7 841GMEB1_uc001bqz.2_Missense_Mutation_p.A225T|GMEB1_uc001brb.2_Missense_Mutation_p.A225TNM_006582 NP_006573 Q9Y692 GMEB1_HUMAN 0AGCTCTCACCGCTGCTGTCAC0.502

+ 5 1632ZBTB8A_uc001bvk.2_RNA|ZBTB8A_uc001bvm.2_Intron|ZBTB8OS_uc001bvo.1_RNANM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN 0TGACTTGGAAGCTGAACAACA0.463

+ 1 4075MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0AGAGGAGCCCACCTCCCCAGC0.726 rs783822

- 13 2894 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0CACCAACCATCGTACCATCTC0.542

- 11 2610 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0CAAGCGTGAACCAGCGAGGAT0.527

- 8 1123CYP4A11_uc001cqq.2_Missense_Mutation_p.G358R|CYP4A11_uc010omm.1_RNANM_000778 NP_000769 Q02928 CP4AB_HUMAN 4ATGGAGGCTCCATCACCCAGG0.617

- 2 708TAL1_uc009vyq.2_5'Flank|TAL1_uc001cqy.2_Missense_Mutation_p.A44V|TAL1_uc001cra.1_Intron|TAL1_uc001cqz.1_IntronNM_003189 NP_003180 P17542 TAL1_HUMAN 1CGCTGCGGCCGCGCGGCTCGT0.527

- 5 669_670CYB5RL_uc001cww.2_5'UTR|CYB5RL_uc001cwx.3_RNA|CYB5RL_uc001cwy.3_5'UTRNM_001031672 NP_001026842 Q6IPT4 NB5R5_HUMANFAD-binding FR-type. 0ATCTACTATCCCTCTGAGAAAC0.347

- 3 2008_2009KANK4_uc001dai.3_Intron|KANK4_uc001dag.3_5'FlankNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6GGTGCTCCTTCCCTGGGAGATT0.619

+ 13 2076LEPR_uc001dcg.2_Nonsense_Mutation_p.W625*|LEPR_uc001dch.2_Nonsense_Mutation_p.W625*|LEPR_uc009waq.2_Intron|LEPR_uc001dcj.2_Nonsense_Mutation_p.W625*|LEPR_uc001dck.2_Nonsense_Mutation_p.W625*NM_002303 NP_002294 P48357 LEPR_HUMANExtracellular (Potential).|Fibronectin type-III 2.|WSXWS motif.1TGGAGTAATTGGAGCAATCCA0.423

- 12 2141uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.E435ANM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5AATTTCAATTTCTAAGGATTC0.413

+ 3 382CLCA4_uc009wct.2_5'UTR|CLCA4_uc009wcu.2_IntronNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2CTCCCAGGTAGAGATGAACCA0.363

- 9 1173CCBL2_uc001dmq.2_Missense_Mutation_p.P232S|CCBL2_uc001dmr.2_Missense_Mutation_p.P102SNM_001008661 NP_001008661 Q6YP21 KAT3_HUMAN 1CACATACCTGGAAAAGTAGCT0.308

- 1 76_77DBT_uc010oug.1_5'UTRNM_001918 NP_001909 P11182 ODB2_HUMAN 1TACCAGCTTCCCCGCATTCCTG0.579

- 8 1552COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.T424A|COL11A1_uc001dun.2_Missense_Mutation_p.T373A|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12CTTGTTTCTGTAATATCAGTT0.338

- 7 662EPS8L3_uc001dys.1_Missense_Mutation_p.E173K|EPS8L3_uc001dyq.1_Missense_Mutation_p.E174K|EPS8L3_uc009wfm.1_Missense_Mutation_p.E140K|EPS8L3_uc009wfn.1_Missense_Mutation_p.E140K|EPS8L3_uc009wfo.1_Missense_Mutation_p.E120KNM_133181 NP_573444 Q8TE67 ES8L3_HUMAN Pro-rich. 3AGCGGCCTTTCCATAGCAGGC0.597

+ 11 1190CHIA_uc001ear.2_Missense_Mutation_p.D255N|CHIA_uc001eaq.2_Missense_Mutation_p.D255N|CHIA_uc009wgc.2_Missense_Mutation_p.D255N|CHIA_uc001eat.2_Missense_Mutation_p.D202N|CHIA_uc001eav.2_Missense_Mutation_p.D202N|CHIA_uc001eau.2_Missense_Mutation_p.D202N|CHIA_uc009wgd.2_Missense_Mutation_p.D202NNM_201653 NP_970615 Q9BZP6 CHIA_HUMAN 1CTGGGCCATTGATCTGGATGA0.498

- 5 1313 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 1. 2GCTATTTGAATAAGTGATGGC0.468

+ 2 302C1orf51_uc001eui.2_Intron|C1orf51_uc001euj.2_Missense_Mutation_p.R56WNM_144697 NP_653298 Q8N365 CA051_HUMAN 0GGGAGGTTCACGGCCCAGCCC0.602

+ 16 3230SETDB1_uc001evv.2_Missense_Mutation_p.A1014T|SETDB1_uc009wmg.1_Missense_Mutation_p.A1014TNM_001145415 NP_001138887 Q15047 SETB1_HUMAN SET. 3GGAGGGCCGGGCTGGGGGAAG0.542

- 3 1246 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2AGGACCTCTCCTCTCTTTCCT0.473

- 2 1147_1148TCHH_uc009wne.1_Missense_Mutation_p.L383ENM_007113 NP_009044 Q07283 TRHY_HUMAN8 X 6 AA tandem repeats of R-R-E-Q-Q-L.|2-1. 5 ctcgcgcctcagctgctgctcg 0

- 3 5990_5991 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 22 3GGAAGACCACCCTGAGCCAGAC0.604

+ 2 506 NM_005547 NP_005538 P07476 INVO_HUMAN39 X 10 AA approximate tandem repeats of [LP]-[EKG]-[LHVYQEK]-[PLSQE]-[EQDV]- [QHEKRGA]-Q-[EMVQLP]-[GKLE]-[QHVNLD].|1.3GCAACTGTTGGAGCTCCCAGa0.259

- 2 754SHC1_uc001ffz.1_5'Flank|SHC1_uc001ffw.2_Missense_Mutation_p.A178V|SHC1_uc001ffx.2_Missense_Mutation_p.A68V|SHC1_uc001ffy.2_Missense_Mutation_p.A68VNM_183001 NP_892113 P29353 SHC1_HUMAN PID. 2GAAGTCCAGGGCACGCATTGA0.602

- 6 947RAG1AP1_uc010pey.1_Intron|PKLR_uc001fka.3_Missense_Mutation_p.P272LNM_000298 NP_000289 P30613 KPYR_HUMAN 5GTGTCCTTCCGGACCCAGAGC0.602

- 1 91UBQLN4_uc010pgx.1_Missense_Mutation_p.K23E|ROBLD3_uc001fnb.3_5'Flank|ROBLD3_uc010pgy.1_5'FlankNM_020131 NP_064516 Q9NRR5 UBQL4_HUMANUbiquitin-like. 2ATTTCCTCCTTGTCCTTGGGG0.438

+ 3 1046SLC25A44_uc010phc.1_Missense_Mutation_p.P133S|SLC25A44_uc009wrr.2_Missense_Mutation_p.P250S|SLC25A44_uc010phd.1_RNA|SLC25A44_uc010phe.1_IntronNM_014655 NP_055470 Q96H78 S2544_HUMAN Solcar 3. 1CCTCACCAATCCCATGGATGT0.562

- 12 1319IQGAP3_uc009wsb.1_Missense_Mutation_p.S372LNM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6GTACATAGACGATGCAACAGG0.597

+ 1 194 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANHelical; Name=2; (Potential). 1TTCCTTGCCATCCTTTCTTGC0.488

- 15 2193 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 7. 8GAGGCTGGCAACTTCACTCAG0.443

- 3 560SLAMF9_uc009wtd.2_Intron|SLAMF9_uc001fut.2_IntronNM_033438 NP_254273 Q96A28 SLAF9_HUMANIg-like C2-type.|Extracellular (Potential). 1ACTGCAGGCACCTTCCCCAGA0.527

+ 8 1624FAM5B_uc001glg.2_Missense_Mutation_p.E333KNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6CACTTTCCTGGAACAGAGCCA0.587

+ 13 1532PLA2G4A_uc010pos.1_Missense_Mutation_p.E383KNM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3TGAATCACACGAACCCAAAGG0.393

- 2 1784CDC73_uc001gtb.2_IntronNM_003783 NP_003774 O43825 B3GT2_HUMANLumenal (Potential). 1TTGGGAGGGGGTACAGGATCA0.428

- 7 2682ASPM_uc001gtv.2_Missense_Mutation_p.R809C|ASPM_uc001gtw.3_IntronNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6ACTTTCTGACGTTCTCCTGAA0.328

- 14 2305PLEKHA6_uc009xau.1_5'Flank|PLEKHA6_uc009xav.1_5'FlankNM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4GTTGTTCTTCCTCAGCCCCTC0.597

- 3 1057MDM4_uc001hbd.1_Intron|LRRN2_uc001hbf.1_Missense_Mutation_p.M223I|LRRN2_uc009xbf.1_Missense_Mutation_p.M223I|MDM4_uc001hbc.2_IntronNM_006338 NP_006329 O75325 LRRN2_HUMANLRR 7.|Extracellular (Potential). 2CCCGCAGGTTCATGCCTGCTA0.607

- 2 402LGTN_uc009xbw.2_Missense_Mutation_p.V65M|LGTN_uc010prw.1_Missense_Mutation_p.V65MNM_006893 NP_008824 P41214 EIF2D_HUMAN 0CCACCACTCACGTACACAGTC0.458

+ 4 827CR2_uc001hfv.2_Missense_Mutation_p.G245R|CR2_uc009xch.2_Missense_Mutation_p.G245R|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 4.|Extracellular (Potential). 8CTGTGATGAAGGGTGAGTGTC0.453

- 11 2562KCNH1_uc001hic.2_Missense_Mutation_p.V771INM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5TGGAAGGATACGGGCGTGGCA0.662

- 17 3849USH2A_uc001hkv.2_Missense_Mutation_p.L1154FNM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 2. 26TGATATAACTTAAAGTCAAGT0.423

+ 12 1666 NM_018060 NP_060530 Q9NSE4 SYIM_HUMAN 4CCATATTGGTGTATATCAAGG0.363

- 12 2057TP53BP2_uc001hod.2_Missense_Mutation_p.R460W|TP53BP2_uc010puz.1_Intron|TP53BP2_uc010pva.1_Missense_Mutation_p.R228WNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3GTAAAGGGCCGGACGGCAGCA0.532



- 4 1384CDC42BPA_uc001hqs.2_Missense_Mutation_p.D147E|CDC42BPA_uc009xes.2_Missense_Mutation_p.D147E|CDC42BPA_uc010pvs.1_Missense_Mutation_p.D147ENM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11CTAAGTTATTGTCATCCTGGA0.294

+ 2 897 NM_020435 NP_065168 Q5T442 CXG2_HUMANExtracellular (Potential). 0GAGGTGCGACCGTTCTTTCCC0.642

+ 89 19968OBSCN_uc001hsr.1_Missense_Mutation_p.E1271KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMANProtein kinase 1. 28CCCTGTGAGCGAAGCCTCCGA0.612

+ 92 20169OBSCN_uc001hsr.1_Missense_Mutation_p.R1338WNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMANProtein kinase 1. 28CTGTAGGGCCCGGCCTAGTGC0.701

+ 13 1678ACTN2_uc001hyg.2_Nonsense_Mutation_p.R284*|ACTN2_uc009xgi.1_Nonsense_Mutation_p.R492*|ACTN2_uc010pxu.1_Nonsense_Mutation_p.R181*|ACTN2_uc001hyh.2_Nonsense_Mutation_p.R180*NM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 2. 5CCAGTGGGACCGACTGGGAAC0.383

+ 5 2683FMN2_uc010pye.1_Missense_Mutation_p.A824TNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12TCTGTGGTCTGCTGGGCAAGG0.532

+ 9 1700CNST_uc001ibo.3_Missense_Mutation_p.R441HNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GGCTGTGACCGTATACCTCCT0.502

- 4 658TUBB8_uc009xhe.2_Missense_Mutation_p.P183A|TUBB8_uc010pzs.1_Missense_Mutation_p.P148ANM_177987 NP_817124 Q3ZCM7 TBB8_HUMAN 1CCATAGGTGGGTGTGGGCAGT0.537

- 3 520IL2RA_uc009xih.1_Missense_Mutation_p.L121F|IL2RA_uc001ija.1_Missense_Mutation_p.L83FNM_000417 NP_000408 P01589 IL2RA_HUMANExtracellular (Potential). 2TCACCTGGAAGGCTCGCTTGG0.507

+ 3 423RBM17_uc010qav.1_Missense_Mutation_p.R66QNM_032905 NP_116294 Q96I25 SPF45_HUMAN 0TCAGATGACCGGCAAATTGTG0.512

- 13 2540ITIH5_uc001ijp.2_Nonsense_Mutation_p.R607*NM_030569 NP_085046 Q86UX2 ITIH5_HUMAN 4AGGTGGTGTCGCTGGAAGGGC0.592

+ 6 1692KIAA1217_uc001irs.2_Missense_Mutation_p.R350Q|KIAA1217_uc001irt.3_Missense_Mutation_p.R430Q|KIAA1217_uc010qcy.1_Missense_Mutation_p.R430Q|KIAA1217_uc010qcz.1_Missense_Mutation_p.R430Q|KIAA1217_uc001irv.1_Missense_Mutation_p.R280Q|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.R148Q|KIAA1217_uc001irz.2_Missense_Mutation_p.R148Q|KIAA1217_uc001irx.2_Missense_Mutation_p.R148Q|KIAA1217_uc001iry.2_Missense_Mutation_p.R148QNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7ACCGCCATCCGGTCAGCGAGT0.498

+ 16 3759KIAA1217_uc001irs.2_Missense_Mutation_p.S1039F|KIAA1217_uc001irt.3_Missense_Mutation_p.S1084F|KIAA1217_uc010qcy.1_Missense_Mutation_p.S1083F|KIAA1217_uc010qcz.1_Missense_Mutation_p.S1084F|KIAA1217_uc001irw.2_Missense_Mutation_p.S802F|KIAA1217_uc001irz.2_Missense_Mutation_p.S802F|KIAA1217_uc001irx.2_Missense_Mutation_p.S802F|KIAA1217_uc001iry.2_Missense_Mutation_p.S802FNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7ACCACCTCCTCCTCAAAGGAT0.542

+ 4 1325 NM_020752 NP_065803 Q5T848 GP158_HUMANHelical; Name=1; (Potential). 8GCCATCATCTCCTTCCAAGCC0.522

- 2 976KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.G168E|KIAA1462_uc009xle.1_Missense_Mutation_p.G306ENM_020848 NP_065899 Q9P266 K1462_HUMAN Pro-rich. 4GTCCGCTCCTCCCCTAGACTG0.597

- 9 1286PARD3_uc010qek.1_Missense_Mutation_p.G429E|PARD3_uc010qel.1_Missense_Mutation_p.G429E|PARD3_uc010qem.1_Missense_Mutation_p.G429E|PARD3_uc010qen.1_Missense_Mutation_p.G429E|PARD3_uc010qeo.1_Missense_Mutation_p.G429E|PARD3_uc010qep.1_Missense_Mutation_p.G385E|PARD3_uc010qeq.1_Missense_Mutation_p.G385E|PARD3_uc001ixo.1_Missense_Mutation_p.G159E|PARD3_uc001ixp.1_Missense_Mutation_p.G294E|PARD3_uc001ixq.1_Missense_Mutation_p.G429E|PARD3_uc001ixr.1_Missense_Mutation_p.G429E|PARD3_uc001ixt.1_Missense_Mutation_p.G250E|PARD3_uc001ixu.1_Missense_Mutation_p.G385E|PARD3_uc001ixs.1_Missense_Mutation_p.G82ENM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1TGGTGGTTTTCCCGAGGGGTG0.517

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 7 1016 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AGGGAAATTACGAGTCCTGCA0.433

- 6 2139ZNF248_uc009xmc.2_Intron|ZNF248_uc001izb.2_Intron|ZNF248_uc001izc.2_Intron|ZNF248_uc010qeu.1_Missense_Mutation_p.P547LNM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1ACACTCATACGGCTTCTCCCC0.443

- 1 2221 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|3. 2CCAGGGCTGTGGAACACTAGC0.627

- 1 1687 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|2. 2CCCGGGAGCTCCATGTGGCTG0.652

- 1 1235 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|2. 2CTGCAGGCCGGCATTGAGCTT0.647

- 24 2863ANK3_uc001jkw.2_Missense_Mutation_p.E25K|ANK3_uc009xpa.2_Missense_Mutation_p.E25K|ANK3_uc001jkx.2_Missense_Mutation_p.E69K|ANK3_uc010qih.1_Missense_Mutation_p.E892K|ANK3_uc001jkz.3_Missense_Mutation_p.E885K|ANK3_uc001jlb.1_Missense_Mutation_p.E399K|ANK3_uc001jlc.1_Missense_Mutation_p.E531KNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TCACCCAATTCCTTAAGGTCC0.483

- 18 2317ANK3_uc010qih.1_Nonsense_Mutation_p.R692*|ANK3_uc001jkz.3_Nonsense_Mutation_p.R703*|ANK3_uc001jlb.1_Nonsense_Mutation_p.R238*|ANK3_uc001jlc.1_Nonsense_Mutation_p.R370*NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 20. 19ACATTCACTCGATCTTCTTGA0.522

- 8 1915RHOBTB1_uc001jlh.2_Missense_Mutation_p.D493Y|RHOBTB1_uc001jlj.2_Missense_Mutation_p.D493Y|RHOBTB1_uc001jlk.2_Missense_Mutation_p.D493Y|RHOBTB1_uc009xpe.1_Missense_Mutation_p.D431Y|RHOBTB1_uc001jll.2_Missense_Mutation_p.D243YNM_014836 NP_055651 O94844 RHBT1_HUMAN BTB 2. 1ATGGCTCCATCGTCCAATTTA0.527 rs139669589

+ 2 1515_1516CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.S322FNM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRRCT. 3AATATTTGCTCCCTTGTAAACT0.401

+ 3 957STOX1_uc001jor.2_Intron|STOX1_uc009xpy.2_Intron|STOX1_uc001joq.2_Missense_Mutation_p.H180QNM_001130161 NP_001123633 Q6ZVD7 STOX1_HUMAN 2CTGCGGAGCACCACATTTGTG0.458

+ 6 786SEC24C_uc010qkn.1_RNA|SEC24C_uc009xrj.1_Nonsense_Mutation_p.Q61*|SEC24C_uc001jux.2_Nonsense_Mutation_p.Q203*|SEC24C_uc010qko.1_Nonsense_Mutation_p.Q61*|SEC24C_uc010qkp.1_Intron|SEC24C_uc010qkq.1_IntronNM_004922 NP_004913 P53992 SC24C_HUMAN 3CCAGACTCCCCAGCGATCTGC0.607

- 6 1634MMRN2_uc010qmn.1_Missense_Mutation_p.V146I|MMRN2_uc009xtb.2_Missense_Mutation_p.V460INM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN 1TCCCGGATGACGTCCAGGTCT0.647

+ 4 1721FAM35A_uc001kej.3_5'UTRNM_019054 NP_061927 Q86V20 FA35A_HUMAN 4AATCTTGGGAGTTATTCATCT0.328

- 1 2137 NR_002319 0CAGTCATTATCCAGTGTGATA0.537

+ 29 6876PLCE1_uc010qnx.1_Missense_Mutation_p.Q2065R|PLCE1_uc001kjm.2_Missense_Mutation_p.Q1773R|PLCE1_uc001kjp.2_Missense_Mutation_p.Q439RNM_016341 NP_057425 Q9P212 PLCE1_HUMANRas-associating 1. 3CAACCATTCCAGAGAGCCATT0.373

+ 8 1228CYP2C19_uc010qny.1_Missense_Mutation_p.R388CNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6GTTTGACCCTCGTCACTTTCT0.393 rs17879685

- 9 1491 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 4. 5GCACACGCTCCCCCAGCGTGG0.637

+ 19 2623GBF1_uc001kuy.1_Missense_Mutation_p.A795T|GBF1_uc001kuz.1_Missense_Mutation_p.A796TNM_004193 NP_004184 Q92538 GBF1_HUMAN SEC7. 2GCCTGGGGAAGCACCAGTCAT0.547

+ 2 337C10orf26_uc001kwf.3_Missense_Mutation_p.T47K|C10orf26_uc009xxg.1_RNANM_017787 NP_060257 Q9NX94 OPA1L_HUMAN 1ATCTGTGACACAGGACACTGC0.438 rs79433636

- 38 4955C10orf79_uc009xxq.2_Missense_Mutation_p.K892NNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0CACAAGTCAGTTTAGACCCTA0.328

- 9 1212AFAP1L2_uc001lbo.2_Missense_Mutation_p.A304V|AFAP1L2_uc010qse.1_Missense_Mutation_p.A357V|AFAP1L2_uc001lbp.2_Missense_Mutation_p.A332V|AFAP1L2_uc001lbr.1_Missense_Mutation_p.A304VNM_001001936 NP_001001936 Q8N4X5 AF1L2_HUMAN 2ATACTCTGAAGCCGACAGGTA0.527

+ 1 157 NM_181840 NP_862823 Q7Z418 KCNKI_HUMAN 1CCTGGTGGCAGCAGATGATGG0.567

+ 15 8353TACC2_uc001lfw.2_Missense_Mutation_p.D811N|TACC2_uc009xzx.2_Intron|TACC2_uc010qtv.1_Intron|TACC2_uc001lfx.2_Intron|TACC2_uc001lfy.2_Intron|TACC2_uc001lfz.2_Missense_Mutation_p.D743N|TACC2_uc001lga.2_Missense_Mutation_p.D743N|TACC2_uc009xzy.2_Missense_Mutation_p.D755N|TACC2_uc001lgb.2_IntronNM_206862 NP_996744 O95359 TACC2_HUMAN 10TCTGGAGCCCGACTTAGCAGA0.542

+ 18 2223DMBT1_uc001lgl.1_Missense_Mutation_p.S696F|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.S706F|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_IntronNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7GCTGCCCAGTCCCGGTCGACG0.522

- 6 1322CUZD1_uc001lgp.2_Missense_Mutation_p.K49N|CUZD1_uc009yad.2_Missense_Mutation_p.K49N|CUZD1_uc009yaf.2_Intron|CUZD1_uc001lgr.2_Missense_Mutation_p.K49N|CUZD1_uc010qty.1_Missense_Mutation_p.K49N|CUZD1_uc009yae.2_Missense_Mutation_p.K49N|CUZD1_uc001lgs.2_Missense_Mutation_p.K330N|CUZD1_uc010qtz.1_Missense_Mutation_p.K330NNM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|ZP. 2TTCACTTTACCTTTCTGATTG0.299

- 3 497C10orf90_uc001ljp.2_Nonsense_Mutation_p.E79*|C10orf90_uc010qum.1_Nonsense_Mutation_p.E223*|C10orf90_uc009yao.2_Nonsense_Mutation_p.E223*|C10orf90_uc001ljs.1_Nonsense_Mutation_p.E79*NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2GGTCTCTCCTCTTTGGGCGGC0.647

+ 2 376PWWP2B_uc009ybe.2_Missense_Mutation_p.P116LNM_138499 NP_612508 Q6NUJ5 PWP2B_HUMAN Pro-rich. 0AGCCTGCCCCCGTACCCTCCC0.751

+ 15 2817KNDC1_uc001lma.1_Missense_Mutation_p.S874F|KNDC1_uc001lmb.1_Missense_Mutation_p.S351FNM_152643 NP_689856 Q76NI1 VKIND_HUMAN 2GGCGCCATTTCCGAGAAGTTC0.537

- 10 1034ADAM8_uc010quz.1_Missense_Mutation_p.S367N|ADAM8_uc009ybi.2_Missense_Mutation_p.S367NP78325 ADAM8_HUMAN 3TCACCCAATGCTGCCCGCCAT0.682

- 9 655CYP2E1_uc001lnl.1_3'UTR|SYCE1_uc001lnm.2_Missense_Mutation_p.E56K|SYCE1_uc009ybn.2_Missense_Mutation_p.E184K|SYCE1_uc001lnn.2_Missense_Mutation_p.E148KNM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1GCACAAATCTCCTTTGCCAGC0.522



- 8 867OSBPL5_uc010qxq.1_Missense_Mutation_p.A148T|OSBPL5_uc009ydw.2_Missense_Mutation_p.A169T|OSBPL5_uc001lxl.2_Missense_Mutation_p.A169T|OSBPL5_uc009ydx.2_Missense_Mutation_p.A261TNM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN PH. 3AGCTCCAGGGCGTCCAGCCAG0.701

+ 1 766HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANHelical; Name=6; (Potential). 1CCTCTACATTCCCATGGTTGG0.517

- 1 737 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMANCytoplasmic (Potential). 0GATGAAGTGGGAACCACAAGT0.473

- 1 155 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMANExtracellular (Potential). 2CCTGGAATCCCTACCAGGAGA0.463

- 3 1568ZNF214_uc010ray.1_Missense_Mutation_p.G422D|ZNF214_uc009yfh.1_Missense_Mutation_p.G422DNM_013249 NP_037381 Q9UL59 ZN214_HUMAN C2H2-type 6. 1CTGGGTAAAGCCTTTACCACA0.413

+ 1 1004 NM_014469 NP_055284 O75526 HNRGT_HUMANArg/Gly/Pro-rich. 0CTACGGGGATCATCTGAGCAG0.662

- 4 650 NRIP3_uc010rbu.1_IntronNM_020645 NP_065696 Q9NQ35 NRIP3_HUMAN 0GCAGTCCAGGCGGAGGGAGCC0.542

- 19 2545SCUBE2_uc001mhi.1_Missense_Mutation_p.S794F|SCUBE2_uc001mhj.1_IntronNM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN CUB. 2GTAGTTTGGGGATTCAATGTA0.547

- 3 541DENND5A_uc010rbw.1_Missense_Mutation_p.G96R|DENND5A_uc010rbx.1_RNANM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN UDENN. 1CCAACCATTCCTACTGCATCT0.393

- 1 1274GALNTL4_uc001mjo.2_IntronNM_177559 NP_808227 0GCGCTGCTGACGGGCGTACTG0.567 rs74507390

+ 3 1667 NM_032867 NP_116256 Q6ZW33 MICLK_HUMAN Poly-Pro. 1 Gctcctcctcctcctcctcct 0.458

+ 15 1698_1699ARNTL_uc001mko.2_Missense_Mutation_p.386_387EV>DI|ARNTL_uc001mkp.2_Missense_Mutation_p.429_430EV>DI|ARNTL_uc001mkq.2_Missense_Mutation_p.429_430EV>DI|ARNTL_uc001mks.2_Missense_Mutation_p.387_388EV>DI|ARNTL_uc001mkt.2_Missense_Mutation_p.430_431EV>DI|ARNTL_uc001mku.2_RNA|ARNTL_uc009ygm.1_Missense_Mutation_p.269_270EV>DI|ARNTL_uc001mkw.2_Missense_Mutation_p.387_388EV>DI|ARNTL_uc001mkx.2_Missense_Mutation_p.428_429EV>DI|ARNTL_uc001mky.2_5'UTRNM_001178 NP_001169 O00327 BMAL1_HUMAN PAC. 0GGACCAAGGAAGTAGAATATAT0.361

+ 7 985LDHA_uc010rdc.1_Missense_Mutation_p.A180V|LDHA_uc009yhn.2_Missense_Mutation_p.A237V|LDHA_uc009yho.2_Missense_Mutation_p.A65V|LDHA_uc001mol.3_Intron|LDHA_uc010rdd.1_Missense_Mutation_p.A267VNM_005566 NP_005557 P00338 LDHA_HUMAN 3TCATACAGTGCTTATGAGGTG0.388

+ 16 1714_1715PRMT3_uc001mqc.2_Nonsense_Mutation_p.422_423LK>F*|PRMT3_uc010rdn.1_Nonsense_Mutation_p.437_438LK>F*NM_005788 NP_005779 O60678 ANM3_HUMAN 0GTGAAGCCTTGAAAGGAAAGGT0.366

+ 9 1770SLC6A5_uc009yic.2_Nonsense_Mutation_p.Y264*NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN 4ACAACTGCTACAGGTATGTAG0.458

- 4 1753 NM_003654 NP_003645 O43916 CHST1_HUMANLumenal (Potential). 5GAGGCGGAAGCGCCACTTCTC0.672

+ 7 1680 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN SH3. 4GCCTCGACACGAAGACGAACT0.602

+ 12 1716GYLTL1B_uc001nbw.1_Splice_Site_p.R504_splice|GYLTL1B_uc001nbx.1_Splice_Site_p.R535_splice|GYLTL1B_uc001nby.1_Splice_Site_p.R218_splice|GYLTL1B_uc001nbz.1_5'FlankNM_152312 NP_689525 Q8N3Y3 LARG2_HUMAN 3CTCCTCCTCAGGGCCTCCATT0.642

- 17 2182FOLH1_uc001ngx.2_Missense_Mutation_p.E73K|FOLH1_uc001ngz.2_Missense_Mutation_p.E641K|FOLH1_uc009yly.2_Missense_Mutation_p.E626K|FOLH1_uc009ylz.2_Missense_Mutation_p.E626K|FOLH1_uc009yma.2_Missense_Mutation_p.E333KNM_004476 NP_004467 Q04609 FOLH1_HUMANExtracellular (Probable). 3GAAGCAATTTCTGTAAAATTC0.269

+ 1 785 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMANCytoplasmic (Potential). 2GAAGGGAAACGAAAAGCTTTC0.438

+ 12 1181 NM_002559 NP_002550 P56373 P2RX3_HUMANCytoplasmic (Potential). 0GCTGAAAATCGCGGCTTTGAC0.547

+ 9 2251CTNND1_uc001nlh.1_Missense_Mutation_p.F560L|CTNND1_uc001nlu.3_Missense_Mutation_p.F459L|CTNND1_uc001nlt.3_Missense_Mutation_p.F459L|CTNND1_uc001nls.3_Missense_Mutation_p.F459L|CTNND1_uc001nlw.3_Missense_Mutation_p.F459L|CTNND1_uc001nmf.3_Missense_Mutation_p.F560L|CTNND1_uc001nmd.3_Missense_Mutation_p.F506L|CTNND1_uc001nlk.3_Missense_Mutation_p.F506L|CTNND1_uc001nme.3_Missense_Mutation_p.F560L|CTNND1_uc001nll.3_Missense_Mutation_p.F506L|CTNND1_uc001nmg.3_Missense_Mutation_p.F506L|CTNND1_uc001nlj.3_Missense_Mutation_p.F506L|CTNND1_uc001nlr.3_Missense_Mutation_p.F506L|CTNND1_uc001nlp.3_Missense_Mutation_p.F506L|CTNND1_uc001nlx.3_Missense_Mutation_p.F237L|CTNND1_uc001nlz.3_Missense_Mutation_p.F237L|CTNND1_uc009ymn.2_Missense_Mutation_p.F237L|CTNND1_uc001nlm.3_Missense_Mutation_p.F560L|CTNND1_uc001nly.3_Missense_Mutation_p.F237L|CTNND1_uc001nmb.3_Missense_Mutation_p.F237L|CTNND1_uc001nma.3_Missense_Mutation_p.F237L|CTNND1_uc001nmi.3_Missense_Mutation_p.F459L|CTNND1_uc001nmh.3_Missense_Mutation_p.F560L|CTNND1_uc001 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001085458 NP_001078927 O60716 CTND1_HUMAN ARM 5. 6CCCTCATTTTCATTGTTCAGG0.453

- 1 644 NM_001005469 NP_001005469 Q8NH48 OR5B3_HUMANHelical; Name=5; (Potential). 0GAATGTGTAGGATATCAAGAT0.403

+ 3 251MS4A4A_uc001npa.2_Missense_Mutation_p.G62R|MS4A4A_uc001npb.2_Missense_Mutation_p.G62R|MS4A4A_uc001npc.2_Missense_Mutation_p.G62RNM_148975 NP_683876 Q96JQ5 M4A4A_HUMANHelical; (Potential). 0CCTTAGCATGGGAATAACAAT0.428

+ 10 2151TMEM132A_uc001nqi.2_Missense_Mutation_p.R654Q|TMEM132A_uc001nqm.2_5'UTRNM_178031 NP_821174 Q24JP5 T132A_HUMANBinds to HSPA5/GRP78 (By similarity).|Extracellular (Potential).1ACCTTGAGCCGGGGCACTGCC0.662

+ 5 930 NR_002775 0GGGCAAGAACGCCATGACGCG0.567

+ 3 665FADS2_uc001nsj.2_Missense_Mutation_p.Q150P|FADS2_uc010rlo.1_Missense_Mutation_p.Q141P|FADS2_uc001nsk.2_Missense_Mutation_p.Q172PNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2GCTACCTCTCAGGTGAGGCGT0.567

+ 4 951INCENP_uc009ynv.2_Missense_Mutation_p.T250M|INCENP_uc009ynw.1_Missense_Mutation_p.T250M|INCENP_uc001nsx.1_Missense_Mutation_p.T250MNM_001040694 NP_001035784 Q9NQS7 INCE_HUMAN 1GGGGTCGGGACGGGGCGGTCT0.622

- 12 1767EML3_uc001ntr.1_Missense_Mutation_p.R459W|EML3_uc001nts.1_Missense_Mutation_p.R459W|EML3_uc001ntt.1_Missense_Mutation_p.R371W|EML3_uc010rly.1_Missense_Mutation_p.R487W|EML3_uc009yny.1_Missense_Mutation_p.R270WNM_153265 NP_694997 Q32P44 EMAL3_HUMAN WD 4. 1GAAGGGCTCCGCCCCCAGGTG0.542

+ 2 340BAD_uc001nzd.2_5'Flank|BAD_uc001nzc.2_5'Flank|GPR137_uc009ypj.1_Missense_Mutation_p.A17V|BAD_uc009ypk.2_5'Flank|GPR137_uc010rni.1_Missense_Mutation_p.A69V|GPR137_uc001nze.1_Missense_Mutation_p.A11V|GPR137_uc001nzf.2_Missense_Mutation_p.A11V|GPR137_uc001nzh.1_Missense_Mutation_p.A11V|GPR137_uc001nzi.2_Missense_Mutation_p.A11V|GPR137_uc010rnj.1_Missense_Mutation_p.A11VNM_020155 NP_064540 Q96N19 G137A_HUMANExtracellular (Potential). 1CTGGTGCCTGCTGCCGGGCTG0.622

- 30 3926 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN CNH. 4CTCGTGGCCACGAGACTTGCG0.652

+ 6 1348SIPA1_uc010rom.1_Missense_Mutation_p.S394C|SIPA1_uc001ofd.2_Missense_Mutation_p.S394CNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0GGCACGCACTCCCTCTACACC0.542

+ 5 835KLC2_uc010row.1_Missense_Mutation_p.L198F|KLC2_uc009yra.2_Missense_Mutation_p.L198F|KLC2_uc001ohb.2_Missense_Mutation_p.L198F|KLC2_uc010rox.1_Missense_Mutation_p.L121F|KLC2_uc001ohc.2_Missense_Mutation_p.L198F|KLC2_uc001ohd.2_Missense_Mutation_p.L121F|KLC2_uc001ohe.1_Missense_Mutation_p.L59FNM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN TPR 1. 0CCCGGCCCGGCTCCGCACCCT0.632

+ 7 698 CCS_uc001ois.2_RNA NM_005125 NP_005116 O14618 CCS_HUMANSuperoxide dismutase-like. 0CAAGATCACAGGGAACTCCGG0.602

- 2 707 NM_005117 NP_005108 O95750 FGF19_HUMAN 1ACTGCCTTGATCTCCAGCAAA0.657

- 22 5329SHANK2_uc010rqn.1_Missense_Mutation_p.D1163N|SHANK2_uc001opz.2_Missense_Mutation_p.D1156N|uc009ysn.1_Missense_Mutation_p.S58F|SHANK2_uc001opy.2_Missense_Mutation_p.D87NNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5CCAAATAGATCCCCAGAAGGG0.562

+ 25 2918INPPL1_uc001osg.2_Missense_Mutation_p.A682VNM_001567 NP_001558 O15357 SHIP2_HUMAN 4TTCACAGAGGCCTCCTGCCCG0.632

- 5 883ARAP1_uc001osv.2_Missense_Mutation_p.D232N|ARAP1_uc001osr.2_5'UTR|ARAP1_uc001oss.2_5'UTR|ARAP1_uc009yth.2_5'UTR|ARAP1_uc010rre.1_5'UTRNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1GGGACCTCATCGTAGTCAGAG0.657

+ 9 1142RELT_uc001otw.2_Missense_Mutation_p.P326L|RELT_uc001otx.2_RNANM_152222 NP_689408 Q969Z4 TR19L_HUMANCytoplasmic (Potential). 1CTGCCTAACCCGACCAGGGTT0.652

- 19 3660 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7ACATCCTCACGATGCTGGGTG0.433

+ 1 278 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1AAGGTGGCAGGCAGCGAAGAG0.607

+ 23 12341FAT3_uc001pdi.3_Missense_Mutation_p.E548DNM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANExtracellular (Potential).|EGF-like 4; calcium-binding (Potential).5AGGAGTGTGAGAACGGAGGCT0.627

+ 4 827 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 2.|Extracellular (Potential). 3TGATGTGGATCGAGAGTTTGT0.383

- 2 691PDGFD_uc001php.2_Missense_Mutation_p.D101NNM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN CUB. 2CTACAGATATCATTTTCTGCT0.383

+ 3 627_628GRIA4_uc001piu.1_Missense_Mutation_p.P61F|GRIA4_uc001piw.2_Missense_Mutation_p.P61F|GRIA4_uc001piv.2_Missense_Mutation_p.P61F|GRIA4_uc009yxk.1_Missense_Mutation_p.P61F|GRIA4_uc001pit.2_Missense_Mutation_p.P61FNM_000829 NP_000820 P48058 GRIA4_HUMANExtracellular (Potential). 8GTCGGAAGCTCCTTTTAATTTG0.391

- 6 1250FAM55A_uc010rxd.1_Missense_Mutation_p.P127LNM_152315 NP_689528 Q8N323 FA55A_HUMAN 0AATTTCCCGAGGGATATAATC0.433

+ 7 1404PHLDB1_uc010ryh.1_Missense_Mutation_p.R350W|PHLDB1_uc001pts.2_Missense_Mutation_p.R351W|PHLDB1_uc001ptt.2_Missense_Mutation_p.R351W|PHLDB1_uc001ptu.1_Intron|PHLDB1_uc001ptv.1_Missense_Mutation_p.R151W|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0TGAGAGCCCCCGGCTGGGTGG0.657



- 2 1064USP2_uc001pwn.3_IntronNM_004205 NP_004196 O75604 UBP2_HUMAN 4CTCACCATGCCGTCTCTTCCC0.647

+ 8 1964 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2AGACCAAGGTGTTCTTCCCAA0.423

+ 2 403KCNJ5_uc009zck.2_Missense_Mutation_p.R30H|KCNJ5_uc001qew.2_Missense_Mutation_p.R30HNM_000890 NP_000881 P48544 IRK5_HUMANCytoplasmic (By similarity). 1AAACAGGCCCGCGATTATGTC0.577 rs142140011

+ 4 1136 NM_052875 NP_443107 Q4G0F5 VP26B_HUMAN 0GAGAATGACACGATAGCCAAG0.532

+ 13 1536GLB1L2_uc009zdg.1_RNANM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3CGTGCATGATCGGGGGCAGGT0.542

- 3 229MLF2_uc001qqp.2_Missense_Mutation_p.R56C|MLF2_uc009zey.1_Missense_Mutation_p.R56CNM_005439 NP_005430 Q15773 MLF2_HUMAN 1TGCATCCGGCGGCTGGCAGGC0.517

- 1 312PHB2_uc010sft.1_Nonsense_Mutation_p.Y34*|PHB2_uc010sfu.1_Nonsense_Mutation_p.Y34*|EMG1_uc009zfo.2_5'Flank|EMG1_uc001qsh.3_5'Flank|EMG1_uc010sfv.1_5'FlankNM_001144831 NP_001138303 Q99623 PHB2_HUMANNecessary for transcriptional repression. 3CGCGCACACCGTAGGCCACGG0.716

- 1 271 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6ACATTCCCGCGGACGCCCAGC0.493

+ 1 81 NM_199286 NP_954980 Q6W0C5 DPPA3_HUMAN 0AGACGCCGATGGACCCATCAC0.493

- 6 799 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMANExtracellular (Potential). 1TTGTTCAAAGGATTTATTCCT0.418

- 4 552 A2M_uc009zgk.1_5'UTRNM_000014 NP_000005 P01023 A2MG_HUMAN 5GAGACAACACGAAATTTCACT0.393

+ 15 2248PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.T752I|PIK3C2G_uc010sic.1_Missense_Mutation_p.T530INM_004570 NP_004561 O75747 P3C2G_HUMAN 21GAAATGCATACCATTTTGAGA0.413

+ 9 1157SLCO1C1_uc010sii.1_Missense_Mutation_p.P268S|SLCO1C1_uc010sij.1_Missense_Mutation_p.P219S|SLCO1C1_uc009zip.2_Missense_Mutation_p.P102S|SLCO1C1_uc001rei.2_Missense_Mutation_p.P268S|SLCO1C1_uc010sik.1_Missense_Mutation_p.P150SNM_017435 NP_059131 Q9NYB5 SO1C1_HUMANExtracellular (Potential). 7CCCAAAAGATCCCCAGTGGGT0.388

- 9 1457 NM_021957 NP_068776 P54840 GYS2_HUMAN 2GAGTTTTTTTCCAAACTTTTC0.294

+ 19 2607LRRK2_uc001rmh.1_Nonsense_Mutation_p.L451*NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24ACTTCTAATTTAAGGAAACAA0.318

- 2 121 NM_025003 NP_079279 P59510 ATS20_HUMAN 19ATCACTACTTCGTAGGAGGTC0.567

+ 4 434IRAK4_uc001rnt.3_Missense_Mutation_p.P102S|IRAK4_uc001rnx.3_Intron|IRAK4_uc001rny.3_Intron|IRAK4_uc010sky.1_Intron|IRAK4_uc001rnv.3_5'UTR|IRAK4_uc001rnw.3_5'UTRNM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMAN Death. 0TCTTTTGCTCCCAGGTAAACT0.393

- 11 2026SFRS2IP_uc001row.2_Missense_Mutation_p.N265I|SFRS2IP_uc001roy.1_Missense_Mutation_p.N654INM_004719 NP_004710 Q99590 SCAFB_HUMAN 0TTTTTCTTCATTAACCACTGA0.353

- 19 3805ADCY6_uc001rsj.3_Missense_Mutation_p.D1049N|ADCY6_uc001rsi.3_Missense_Mutation_p.D996N|ADCY6_uc010slw.1_3'UTRNM_015270 NP_056085 O43306 ADCY6_HUMANCytoplasmic (Potential). 0CCCACCTGATCGTAGGTGCTG0.552

+ 13 1896TROAP_uc009zlh.2_Missense_Mutation_p.V577I|TROAP_uc001rty.2_Splice_Site_p.E284_spliceNM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1ACAGCTTGAGGTACCTGAGCC0.597

+ 2 581KRT7_uc009zmf.1_Missense_Mutation_p.L152VNM_005556 NP_005547 P08729 K2C7_HUMAN Rod.|Coil 1B. 0TCGGGGTCAGCTTGAGGCACT0.622

- 4 860 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0AAGTTGATCTCCTCGGGCAGA0.483

- 1 408KRT5_uc009zmh.2_Missense_Mutation_p.S82NNM_000424 NP_000415 P13647 K2C5_HUMAN Head.|Gly-rich. 0GTTCCTGAAGCTGCCACCACT0.348

- 9 1622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Tail. 2GGTGGCTTTCCTTGCTGGGAT0.627

- 11 1710ITGB7_uc001scc.2_Missense_Mutation_p.R547C|ITGB7_uc010snz.1_IntronNM_000889 NP_000880 P26010 ITB7_HUMANCysteine-rich tandem repeats.|Extracellular (Potential).|II.8CAGCTGCAGCGTCCACATTGA0.622 rs61730604

+ 2 458 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4GGTCTGGGCTCCCAAAATGAG0.413

- 2 228TMEM194A_uc001smx.2_Missense_Mutation_p.R61H|TMEM194A_uc010sra.1_Translation_Start_SiteNM_001130963 NP_001124435 O14524 T194A_HUMAN 0TTGGCTGGCACGCTTTTCACA0.388

+ 8 1693NAV3_uc001syo.2_Missense_Mutation_p.P507LNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17AGCTTGATCCCTAAGGGCAGC0.423

+ 3 731ACSS3_uc001szm.1_Missense_Mutation_p.V213INM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4CATTGATCATGTAAAGGTAAG0.373

- 48 6972CEP290_uc001taq.2_Missense_Mutation_p.R1270CNM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7AGTTCTTTACGAAGCCTTTCA0.313

+ 12 1994SLC17A8_uc009ztx.2_Missense_Mutation_p.E511KNM_139319 NP_647480 Q8NDX2 VGLU3_HUMANCytoplasmic (Potential). 3CCAGAAGAAGGAATGGAAAGG0.448

+ 34 4636ACACB_uc001toc.2_Missense_Mutation_p.R1506H|ACACB_uc010sxl.1_RNA|ACACB_uc001tod.2_RNA|ACACB_uc010sxm.1_Missense_Mutation_p.R172HNM_001093 NP_001084 O00763 ACACB_HUMAN 8AACCGGATGCGTAACTTCGAT0.552

+ 35 4824ACACB_uc001toc.2_Missense_Mutation_p.L1569F|ACACB_uc010sxl.1_RNA|ACACB_uc001tod.2_RNA|ACACB_uc010sxm.1_Missense_Mutation_p.L235FNM_001093 NP_001084 O00763 ACACB_HUMAN 8TGAGCGGCTGCTCCTGGAGGC0.607

- 7 974KCTD10_uc001toh.1_RNA|KCTD10_uc009zvi.1_Missense_Mutation_p.R270C|KCTD10_uc001toj.1_Missense_Mutation_p.R305C|KCTD10_uc001tok.1_Missense_Mutation_p.R115CNM_031954 NP_114160 Q9H3F6 BACD3_HUMAN 0CTCCGCACGCGCTCGATCCGC0.716

- 54 8893 NM_001109662 NP_001103132 2TCGGCGATGGCGTCACTCGTC0.687

- 29 4385 NM_001109662 NP_001103132 2GTTTAAGGAGGGGACAGAGTA0.567

- 28 4908 NM_000620 NP_000611 P29475 NOS1_HUMAN 7TTGGTCACTTCGTACGTTCGC0.488

+ 12 1684 NM_194286 NP_919262 A7MD48 SRRM4_HUMAN 2CGCCCCTTCAGGGAGCGGGAT0.657

+ 74 12798DNAH10_uc001ufu.3_Missense_Mutation_p.R171KNM_207437 NP_997320 Q8IVF4 DYH10_HUMAN Potential. 6GAACTTCAAAGGGTGAGCCTG0.532

+ 40 7387EP400_uc001ujl.2_Missense_Mutation_p.P2450L|EP400_uc001ujm.2_Missense_Mutation_p.P2370LNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GGCATGAATCCCTTTCAGAAG0.388

- 16 1308TPTE2_uc009zzk.2_RNA|TPTE2_uc009zzl.2_Missense_Mutation_p.G255E|TPTE2_uc001ume.2_Missense_Mutation_p.G289E|TPTE2_uc009zzm.2_Missense_Mutation_p.G37E|TPTE2_uc010tcm.1_RNA|TPTE2_uc010tcl.1_Missense_Mutation_p.G37ENM_199254 NP_954863 Q6XPS3 TPTE2_HUMANPhosphatase tensin-type. 0AGTTTCTACTCCCTGAAATTT0.368

- 3 707SPG20_uc010ten.1_Missense_Mutation_p.S146L|SPG20_uc001uvm.2_Missense_Mutation_p.S146L|SPG20_uc001uvo.2_Missense_Mutation_p.S146L|SPG20_uc001uvq.2_Missense_Mutation_p.S146L|SPG20_uc001uvp.2_Missense_Mutation_p.S146LNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0ACTTGGAGTTGAGGTGTTTCC0.453

- 11 2938C13orf23_uc001uwz.2_Missense_Mutation_p.P667SNM_025138 NP_079414 Q86XN7 CM023_HUMAN Ser-rich. 5GGTGCAATGGGAGTGGAGGAA0.438

- 11 2032C13orf23_uc001uwz.2_Missense_Mutation_p.R365WNM_025138 NP_079414 Q86XN7 CM023_HUMAN 5AGAGTGGACCGTGGTGTAGGT0.542

- 11 1348RCBTB2_uc010tgg.1_Missense_Mutation_p.T331M|RCBTB2_uc001vci.2_Missense_Mutation_p.T302M|RCBTB2_uc010tgh.1_Missense_Mutation_p.T52M|RCBTB2_uc001vcj.2_Missense_Mutation_p.T278M|RCBTB2_uc010acv.1_RNA|RCBTB2_uc010tgi.1_Silent_p.D254DNM_001268 NP_001259 O95199 RCBT2_HUMAN RCC1 5. 5CCCACCCTGCGTCTTGGCCGC0.577

+ 7 731 NM_001846 NP_001837 P08572 CO4A2_HUMAN 6AGGTCCACAGGGGCCCCCCGG0.672

+ 5 1062POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNA|uc001vvb.2_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CAAGATCTATCTGGACAGACG0.358



- 15 2287_2288CHD8_uc001war.1_Missense_Mutation_p.D628N|CHD8_uc001wav.1_Missense_Mutation_p.D174NNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10GTCTTGAGATCCCCAAAGTCCT0.421

- 20 2493 NM_002471 NP_002462 P13533 MYH6_HUMAN IQ. 4GTCTCACCTGCGTTCCACTAT0.483

+ 3 629 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3TGCCTCTGCTGGAGCACCCTT0.632

+ 1 240 NM_005249 NP_005240 P55316 FOXG1_HUMAN 4AAAATGATCCCCAAGTCCTCG0.393

- 11 2785KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCAD (involved in subunit assembly) (By similarity).|Cytoplasmic (Potential).9TGTTTGACTTCCTGCAGTGTG0.522

- 3 887ESR2_uc001xgu.2_Missense_Mutation_p.P140L|ESR2_uc001xgv.2_Missense_Mutation_p.P140L|ESR2_uc001xgw.2_RNA|ESR2_uc001xgx.2_Missense_Mutation_p.P140L|ESR2_uc001xgy.1_Missense_Mutation_p.P140L|ESR2_uc001xgz.1_Missense_Mutation_p.P140L|ESR2_uc010aqb.1_Intron|ESR2_uc010aqc.1_Missense_Mutation_p.P140LNM_001437 NP_001428 Q92731 ESR2_HUMAN Modulating. 3CTTTGAACCTGGACCAGTAAC0.483

- 13 1967SPTB_uc001xhr.2_Missense_Mutation_p.R638L|SPTB_uc001xhs.2_Missense_Mutation_p.R638L|SPTB_uc001xhu.2_Missense_Mutation_p.R638LNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 4. 11CTTCCAGAGTCGTTTGGACTG0.557

+ 8 1012_1013 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1CGCAGTGCACCCAGGCGTCGTC0.634 rs104894476

+ 27 5377PCNX_uc010are.1_Missense_Mutation_p.P1533L|PCNX_uc010arf.1_Missense_Mutation_p.P432LNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1TGTTGTGAACCTGGCCATATT0.453

+ 2 351 NM_006399 NP_006390 Q16520 BATF_HUMAN Basic motif. 1GGAGAAAAATCGTATTGCCGC0.522

- 13 2166PTPN21_uc010twc.1_Missense_Mutation_p.P408RNM_007039 NP_008970 Q16825 PTN21_HUMAN 4GTGCGCCACGGGCAGGCTGTC0.682

+ 37 6039KIAA1409_uc001ybs.1_Missense_Mutation_p.L1964VNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CAAAAAGAATTTACCAGCAGG0.418

+ 2 246OTUB2_uc001ych.2_Missense_Mutation_p.R29QNM_023112 NP_075601 Q96DC9 OTUB2_HUMAN 0AGGATTTACCGGAGGAAAATC0.453 rs144803702

- 3 890 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1GTCAGGGAGGACCAGCAGCGC0.537

+ 7 1486TNFAIP2_uc010awo.1_Missense_Mutation_p.G164D|TNFAIP2_uc010txz.1_Missense_Mutation_p.G121D|TNFAIP2_uc010tya.1_5'FlankNM_006291 NP_006282 Q03169 TNAP2_HUMAN 1CTCCTGCTGGGCCCCCTGGGT0.632

+ 5 508ZFYVE21_uc001yod.2_Missense_Mutation_p.E158D|ZFYVE21_uc001yoe.2_5'FlankNM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0ATGAAATCGAAATTGTACACA0.498

+ 1 1169 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8CCAGCGAGCTCCTGCTTGGAA0.612

+ 3 559APBA2_uc010azj.2_Missense_Mutation_p.G118R|APBA2_uc010uat.1_Missense_Mutation_p.G118R|APBA2_uc001zcl.2_Missense_Mutation_p.G118R|APBA2_uc010uas.1_Missense_Mutation_p.G118RNM_005503 NP_005494 Q99767 APBA2_HUMAN 0GGACTGCAACGGGGAGGAGTA0.652

- 27 4456TRPM1_uc010azy.2_Missense_Mutation_p.S1350F|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANCytoplasmic (Potential). 4TCTTCCCCGGGAATAGACGAA0.453

+ 17 2689EIF2AK4_uc010bbj.1_Missense_Mutation_p.S581N|EIF2AK4_uc001zkn.1_5'UTRNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMANProtein kinase 2. 4TAGGCTGACAGCAAACAAGAC0.353

+ 26 7062CASC5_uc010bbt.1_Missense_Mutation_p.V2275INM_170589 NP_733468 Q8NG31 CASC5_HUMANNecessary for kinetochore localization and for interaction with NSL1 and DSN1.5TCAGAATCACGTTGGGAACAC0.323

+ 19 2766 NM_006293 NP_006284 Q06418 TYRO3_HUMANCytoplasmic (Potential). 6CAGTGACTGTCGGTACATACT0.647

+ 3 395MGA_uc010ucy.1_Intron|MGA_uc010ucz.1_IntronNM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12ACCCTCAGTACTGTCATCTCC0.522

- 15 1744PLA2G4E_uc010udc.1_Missense_Mutation_p.E54K|PLA2G4E_uc001zov.1_Missense_Mutation_p.E235KNM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN PLA2c. 0GGTCACCCACCGATGTCCTGC0.617

+ 1 556CAPN3_uc001zpk.1_Intron|CAPN3_uc001zpl.1_Intron|CAPN3_uc010udf.1_Intron|CAPN3_uc010udg.1_Intron|CAPN3_uc001zpo.1_Missense_Mutation_p.E84K|CAPN3_uc001zpp.1_Missense_Mutation_p.E84KNM_000070 NP_000061 P20807 CAN3_HUMANCalpain catalytic. 1CCCACCGGATGAGACCTCTCT0.478

+ 7 954TMOD3_uc010bfc.1_Splice_SiteNM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1GTTGCTACTGTAAGTAAGCGA0.388

+ 1 2164 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN p.P722P(1) 7CAATTCTTCTCCATGCCCTGG0.408

+ 19 5077 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN MHD1. 7TGAACCTTTTGTCATGCAATG0.348

- 9 3907RFX7_uc010ugk.1_RNA|RFX7_uc002adn.1_Missense_Mutation_p.D1117NNM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0GTGCTGGAATCGATCATATTT0.413

+ 3 298NOX5_uc002arp.1_Missense_Mutation_p.S75N|NOX5_uc002arq.1_Missense_Mutation_p.S75N|NOX5_uc010bid.1_Missense_Mutation_p.S86N|NOX5_uc002arr.1_Missense_Mutation_p.S93N|NOX5_uc010bie.1_5'UTRNM_024505 NP_078781 Q96PH1 NOX5_HUMANCytoplasmic (Potential).|EF-hand 3; atypical; contains an insert of 28 residues.|N-terminal regulatory region; interacts with the C-terminal catalytic region in a calcium-dependent manner.2ATCCATGGCAGCCCCATGGAC0.552

- 15 2687MYO9A_uc010biq.2_Missense_Mutation_p.L333F|MYO9A_uc002atn.1_Missense_Mutation_p.L719FNM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3CCATACTTTTCAAAATTGCAC0.348

+ 4 1424ISLR2_uc002axe.2_Missense_Mutation_p.G219R|ISLR2_uc010bjg.2_Missense_Mutation_p.G219R|ISLR2_uc010bjf.2_Missense_Mutation_p.G219RNM_001130136 NP_001123608 Q6UXK2 ISLR2_HUMANExtracellular (Potential).|LRRCT. 0CGCGCTGCAGGGGGTGCCGGT0.731

+ 4 722CCDC33_uc002axp.2_5'UTRNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN C2. 5AGATGTGATCCTCAAGGTGGT0.448

+ 21 3640ADAMTSL3_uc010bmt.1_Missense_Mutation_p.R1139Q|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.R1139QNM_207517 NP_997400 P82987 ATL3_HUMAN 27ATGCAGTGGCGGGGCATCCAG0.552 rs148037443

- 3 440NTRK3_uc002bmh.2_Missense_Mutation_p.T93M|NTRK3_uc002bmf.1_Missense_Mutation_p.T93M|NTRK3_uc010upl.1_Translation_Start_Site|NTRK3_uc010bnh.1_Missense_Mutation_p.T93M|NTRK3_uc002bmg.2_Missense_Mutation_p.T93MNM_001012338 NP_001012338 Q16288 NTRK3_HUMANExtracellular (Potential). 281GGCGTTGAGCGTGTGAAGACT0.443 rs147992979

- 9 1516PCSK6_uc010bpd.2_Missense_Mutation_p.R271Q|PCSK6_uc010bpe.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxa.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxb.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxc.1_Missense_Mutation_p.R401Q|PCSK6_uc002bxd.1_Missense_Mutation_p.R401Q|PCSK6_uc002bxe.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxg.1_Missense_Mutation_p.R401QNM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2TACGATTTTTCGCTCATAAAA0.532

+ 1 780 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMANExtracellular (Potential). 0TCTACACATGGCCTTCTCCCA0.423

+ 5 955MPG_uc002cfm.2_Missense_Mutation_p.E196K|MPG_uc002cfo.2_Missense_Mutation_p.E208K|NPRL3_uc010uua.1_Intron|NPRL3_uc002cfp.1_IntronNM_002434 NP_002425 P29372 3MG_HUMAN 2CAAGGACCGCGAGCTCTGCAG0.637

- 4 704TMEM8A_uc002cgv.3_5'UTRNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3CTCCATGATGGAAATCTCGAC0.667

+ 2 694PIGQ_uc010bqw.2_Missense_Mutation_p.A198T|PIGQ_uc002chm.2_Missense_Mutation_p.A198T|PIGQ_uc002chn.2_Missense_Mutation_p.A198T|PIGQ_uc010uui.1_Missense_Mutation_p.A212TNM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1GGGCGTGGAGGCCAGCATCCT0.667

+ 12 1451CCNF_uc002cqe.1_Missense_Mutation_p.A147TNM_001761 NP_001752 P41002 CCNF_HUMAN 2CCTGGCTGCCGCAGCCCTGCT0.667

+ 13 8644 NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANSer-rich.|Arg-rich. 4TGTGGAGCGTCGCCGTCCCTC0.642

+ 5 849KREMEN2_uc010bsw.1_Missense_Mutation_p.R182W|KREMEN2_uc002csh.2_Missense_Mutation_p.R182W|KREMEN2_uc010uwl.1_Intron|KREMEN2_uc010bsx.2_Intron|KREMEN2_uc002csi.2_Missense_Mutation_p.R182W|PAQR4_uc002csj.3_5'Flank|PAQR4_uc002csk.3_5'Flank|PAQR4_uc002csl.3_5'FlankNM_172229 NP_757384 Q8NCW0 KREM2_HUMANExtracellular (Potential).|WSC. 2CGACCTGGCCCGGGGACGCCT0.622

+ 14 1967A2BP1_uc002cyt.2_Missense_Mutation_p.A300T|A2BP1_uc010uxz.1_Missense_Mutation_p.A370T|A2BP1_uc010uya.1_Missense_Mutation_p.A284T|A2BP1_uc010uyb.1_Missense_Mutation_p.A327T|A2BP1_uc002cyw.2_Missense_Mutation_p.A348T|A2BP1_uc002cyy.2_Missense_Mutation_p.A348T|A2BP1_uc002cyx.2_Missense_Mutation_p.A348T|A2BP1_uc010uyc.1_Missense_Mutation_p.A321TNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0TGCCACTGCCGCTGCCTACAG0.498 rs139929599

- 11 1355USP7_uc010uyk.1_Missense_Mutation_p.L287V|USP7_uc010uyj.1_Missense_Mutation_p.L287V|USP7_uc002czk.2_Missense_Mutation_p.L370V|USP7_uc010uyl.1_RNANM_003470 NP_003461 Q93009 UBP7_HUMAN 3TTTACCTGTAAGCCATGTTCC0.363

- 13 3478GRIN2A_uc010uym.1_Missense_Mutation_p.N977T|GRIN2A_uc010uyn.1_Missense_Mutation_p.N820T|GRIN2A_uc002czr.3_Missense_Mutation_p.N977TNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GAATACATAGTTATTGAGGTT0.478

+ 8 1161TMC7_uc010vao.1_Silent_p.A338A|TMC7_uc002dfp.2_Missense_Mutation_p.R344Q|TMC7_uc010vap.1_Missense_Mutation_p.R234QNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3GAAAGAATGCGGCAGAAAATA0.398



+ 9 1419TMC7_uc010vao.1_Silent_p.P424P|TMC7_uc002dfp.2_Missense_Mutation_p.R430H|TMC7_uc010vap.1_Missense_Mutation_p.R320HNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3AAGATCATCCGCTATGAGGAT0.343 rs150991752

- 5 1189 NM_001012991 NP_001013009 Q1ED39 CP088_HUMANInteraction with ZFP106 (By similarity). 0CTGGCGGGGCGGCTGAACGAA0.567

- 9 1238ACSM2B_uc002dhk.3_Missense_Mutation_p.P343L|ACSM2B_uc010bwf.1_Missense_Mutation_p.P343LNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CAGAGTTTCTGGAAGAAGGGA0.527

- 13 2072USP31_uc010bxm.2_5'UTRNM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10CCGTCTCCACGGGGACCAATG0.562

- 22 3050ERN2_uc010bxp.2_Missense_Mutation_p.D909NNM_033266 NP_150296 Q76MJ5 ERN2_HUMANCytoplasmic (Potential). 6GCCTCTGAGTCTGGCGGGTAG0.642

+ 14 1764PRKCB_uc002dme.2_Missense_Mutation_p.D523NNM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9GAAGTCCGTGGATTGGTGGGC0.458

- 32 4932GTF3C1_uc002dou.2_Missense_Mutation_p.R1631QNM_001520 NP_001511 Q12789 TF3C1_HUMAN 5CTCCATGCTCCGGCGCTTGCC0.602 rs142762967

- 6 872C16orf93_uc002dzn.2_Missense_Mutation_p.R246W|C16orf93_uc002dzo.2_Missense_Mutation_p.R144W|RNF40_uc002dzq.2_5'Flank|RNF40_uc010caa.2_5'Flank|RNF40_uc010cab.2_5'Flank|RNF40_uc010vfa.1_5'Flank|RNF40_uc002dzr.2_5'Flank|RNF40_uc010vfb.1_5'FlankNM_001014979 NP_001014979 A1A4V9 CP093_HUMAN 0AAAGGAGGCCGCTGTGGTGGT0.542

- 25 3931ABCC11_uc002efg.1_Missense_Mutation_p.P1194L|ABCC11_uc002efh.1_Missense_Mutation_p.P1194L|ABCC11_uc010cbg.1_RNANM_033151 NP_149163 Q96J66 ABCCB_HUMANABC transporter 2.|Cytoplasmic (Potential). 6GCCTGCCATGGGCTCCACCAG0.597

- 15 1679BRD7_uc002ege.1_Splice_Site_p.E539_spliceNM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0GAGACACTTACCTTCAGAGTC0.443

- 2 779_780 NM_024336 NP_077312 P78415 IRX3_HUMAN 0AACTGGTACTGGCCATACGGGT0.678

- 5 764 NM_013242 NP_037374 Q9Y6A4 CP080_HUMAN 0TAAACCCGTCGGATGCGACAA0.483

- 2 980uc002erg.1_Missense_Mutation_p.G45RNM_033309 NP_171608 Q6UX72 B3GN9_HUMANLumenal (Potential). 0GCGCACGTCGGGGCAGAAAGC0.577

- 14 2271LOC283922_uc010vms.1_RNA 0 ggaggggaggggaggggaggg0.498

- 13 2432ADAMTS18_uc010chc.1_Missense_Mutation_p.K259N|ADAMTS18_uc002ffe.1_Missense_Mutation_p.K367NNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18TTGTATAGGGTTTCCACTGGT0.378

+ 2 404 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1CCTGGTGCCAGGATTTGAGTG0.438

+ 10 1210CRISPLD2_uc010vog.1_Intron|CRISPLD2_uc002fio.2_Missense_Mutation_p.S327L|CRISPLD2_uc002fim.2_Missense_Mutation_p.S328L|CRISPLD2_uc002fin.3_Missense_Mutation_p.S328LNM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 1. 0TCCCGCCAGTCGTCTAGCATA0.532

- 2 400 NM_198491 NP_940893 Q6ZTR7 FA92B_HUMAN 1TGGGCCTGCCGGTAATCCTGC0.657

- 7 1167 NM_003486 NP_003477 Q01650 LAT1_HUMAN 0GTGGGTGGATCATGGAGAGGA0.657

- 16 1770ABR_uc002fse.2_Splice_Site_p.E508_splice|ABR_uc010vqg.1_Splice_Site_p.E336_splice|ABR_uc002fsg.2_Splice_Site_p.E517_splice|ABR_uc002fsh.1_IntronNM_021962 NP_068781 Q12979 ABR_HUMAN 1TCTCAAACTCCTGGGGAAAGA0.562

+ 6 670DPH1_uc002ftr.1_RNA|DPH1_uc002ftt.2_Missense_Mutation_p.G202S|DPH1_uc010cjx.2_Missense_Mutation_p.G78S|DPH1_uc010vqs.1_Missense_Mutation_p.G228S|DPH1_uc002ftu.2_5'UTR|DPH1_uc002ftv.2_5'FlankNM_001383 NP_001374 Q9BZG8 DPH1_HUMAN 1AGAGATCCTGGGCTGCACATC0.582

- 16 3789SMG6_uc010vqv.1_Missense_Mutation_p.P337LNM_017575 NP_060045 Q86US8 EST1A_HUMAN 4GAGGAACAAAGGTCTGATTTC0.582

- 5 744P2RX5_uc002fwd.2_RNA|P2RX5_uc002fwh.1_Missense_Mutation_p.R154W|P2RX5_uc010vrx.1_Missense_Mutation_p.R94W|P2RX5_uc002fwj.2_Missense_Mutation_p.R130W|P2RX5_uc002fwk.2_Missense_Mutation_p.R154W|P2RX5_uc002fwl.2_Missense_Mutation_p.R130W|P2RX5_uc002fwm.1_Missense_Mutation_p.R154WNM_002561 NP_002552 Q93086 P2RX5_HUMANExtracellular (Potential). 0TTCTCTCTCCGCAGGCAGCGG0.662

- 15 2462ATP2A3_uc002fwx.1_Missense_Mutation_p.E771K|ATP2A3_uc002fwy.1_Missense_Mutation_p.E771K|ATP2A3_uc002fwz.1_Missense_Mutation_p.E771K|ATP2A3_uc002fxa.1_Missense_Mutation_p.E771K|ATP2A3_uc002fxc.1_Missense_Mutation_p.E771K|ATP2A3_uc002fxd.1_Missense_Mutation_p.E771KNM_174955 NP_777615 Q93084 AT2A3_HUMANHelical; Name=5; (By similarity). 5CAGACGACCTCGCCAACATTG0.602

- 15 2112MYBBP1A_uc002fxz.3_Missense_Mutation_p.R684C|MYBBP1A_uc010vsa.1_5'FlankNM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2TGCAGGGCACGCGGGGTCAGG0.647

+ 25 2718PLD2_uc002fzd.2_Missense_Mutation_p.R862WNM_002663 NP_002654 O14939 PLD2_HUMAN 5GCGTTCCCTGCGGACTCTCCG0.647

- 7 532CAMTA2_uc010cku.1_Missense_Mutation_p.V165I|CAMTA2_uc002gag.1_Missense_Mutation_p.V141I|CAMTA2_uc002gai.1_Missense_Mutation_p.V144I|CAMTA2_uc010ckv.1_5'Flank|CAMTA2_uc010vsu.1_5'UTRNM_015099 NP_055914 O94983 CMTA2_HUMAN CG-1. 1TGCACAAGGACGATGTCAGGG0.572 rs149046611

+ 4 445 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2ATCATCAATCCTAAACAGAGC0.542

- 4 1847ZBTB4_uc002ghd.3_Missense_Mutation_p.P533SNM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4GGGCTGGTGGGTGTGGCTGCA0.662

+ 2 812ZBTB4_uc002ghd.3_Intron|POLR2A_uc002ghe.2_5'Flank|POLR2A_uc002ghf.3_5'FlankNM_001102614 NP_001096084 P0C7Q6 AMCL3_HUMANHelical; (Potential). 0GGGGCTGCTGGGCTCTGTGCC0.627

- 16 2366ALOXE3_uc002gka.2_Missense_Mutation_p.E822K|ALOXE3_uc010vuo.1_Missense_Mutation_p.E798KNM_021628 NP_067641 Q9BYJ1 LOXE3_HUMANLipoxygenase. 5CTCGGGGCCTCCTCTGTGAAG0.617

+ 8 1629ARHGEF15_uc002gld.2_Missense_Mutation_p.P503L|ARHGEF15_uc010vuw.1_Missense_Mutation_p.P392LNM_173728 NP_776089 O94989 ARHGF_HUMAN DH. 3GCTGTGGGGCCTTTCTCGGTG0.587

- 13 1321 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMANMyosin head-like. 11CTCATTGCCAACCTTGACCCT0.507

- 23 3037 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13ACCTTGTTCTCTGTGGCATGT0.343

- 23 2786 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21CTGTCAGCTTCCTGAGAAGAG0.358

+ 20 4064_4065DNAH9_uc010coo.2_Missense_Mutation_p.626_627ME>IKNM_001372 NP_001363 Q9NYC9 DYH9_HUMANPotential.|Stem (By similarity). 20TGGAAGCCATGGAGTTGGAGTG0.559

+ 8 1132_1133MYOCD_uc002gno.2_Missense_Mutation_p.S278F|MYOCD_uc002gnp.1_Missense_Mutation_p.S182F|MYOCD_uc002gnq.2_5'UTRNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5GCAGAGAAGTCCCCTCCACCTA0.485

- 1 235TRIM16_uc002gor.1_IntronNM_006382 NP_006373 O95170 CDRT1_HUMAN 0TTCTCACAACGAAAATAGGGG0.493

+ 6 1033_1034ZNF286A_uc002goz.3_Missense_Mutation_p.G101K|ZNF286A_uc010vwa.1_Missense_Mutation_p.G213K|ZNF286A_uc002gpa.2_Missense_Mutation_p.G213KNM_001130842 NP_001124314 Q9HBT8 Z286A_HUMAN 1AGTTCCCAAAGGATCTTATGCC0.337

+ 8 1090MPRIP_uc002gqv.1_Missense_Mutation_p.R345Q|MPRIP_uc002gqw.1_Missense_Mutation_p.R138QNM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANInteraction with F-actin (By similarity). 0CCTAGGAAGCGGGTGAGCTCC0.667

+ 6 1016 NM_024052 NP_076957 Q8IVV7 CQ039_HUMAN 1AGGTATCAGTCCCTCAATCTA0.468

- 20 2398FLII_uc002gsq.1_Missense_Mutation_p.D654N|FLII_uc010cpy.1_Missense_Mutation_p.D772N|FLII_uc010vxn.1_Missense_Mutation_p.D752N|FLII_uc010vxo.1_Missense_Mutation_p.D728N|FLII_uc002gss.1_Missense_Mutation_p.D782NNM_002018 NP_002009 Q13045 FLII_HUMANInteraction with ACTL6A.|Gelsolin-like 3. 2ATGAACACGTCGGACCAACAG0.672

- 5 716TOP3A_uc002gsw.1_Translation_Start_Site|TOP3A_uc010vxs.1_Missense_Mutation_p.V61M|TOP3A_uc010cqa.1_RNANM_004618 NP_004609 Q13472 TOP3A_HUMAN Toprim. 3GCCTTACACACGTGGATAATC0.468

+ 1 275FBXW10_uc002guj.2_Missense_Mutation_p.R15C|FBXW10_uc002gul.2_Missense_Mutation_p.R15C|FBXW10_uc010cqh.1_Missense_Mutation_p.R15CNM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1CCCCTATTTTCGTTGTGAGAA0.493

- 5 441MFAP4_uc002gvr.2_RNA|MFAP4_uc002gvs.2_Missense_Mutation_p.T163MNM_002404 NP_002395 P55083 MFAP4_HUMANFibrinogen C-terminal. 0GGCATAGGCCGTGTTGTTCTC0.587

- 3 260IFT20_uc002hau.1_Splice_Site_p.K43_splice|IFT20_uc002hav.1_Splice_Site_p.K69_splice|IFT20_uc010wae.1_Intron|TNFAIP1_uc002hax.1_5'FlankQ8IY31 IFT20_HUMAN 0TGGCCAATTTCTTTTAGGAAA0.393

- 4 1151ACCN1_uc002hht.2_Missense_Mutation_p.E344KNM_001094 NP_001085 Q16515 ACCN1_HUMANExtracellular (By similarity). 4AGGCCCATCTCTGAGGATCGG0.547



+ 6 700ACACA_uc002hnn.2_Intron|ACACA_uc002hno.2_Intron|ACACA_uc002hnq.2_Intron|C17orf78_uc010cva.1_Silent_p.S136SNM_173625 NP_775896 Q8N4C9 CQ078_HUMAN 0TGCCTAGGAGCCAGGAAGCTG0.493

- 15 3139SRCIN1_uc002hqf.1_Missense_Mutation_p.G844S|SRCIN1_uc002hqe.2_Missense_Mutation_p.G826SNM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0GCCTTCTGGCCGTGGGGGGCC0.692

- 3 791PIP4K2B_uc010wdt.1_Nonsense_Mutation_p.R104*|PIP4K2B_uc010wdu.1_Nonsense_Mutation_p.R40*NM_003559 NP_003550 P78356 PI42B_HUMAN PIPK. 1CGAAGGTTTCGGAACACCATG0.498

- 9 1166STAC2_uc010cvt.2_Missense_Mutation_p.G174ENM_198993 NP_945344 Q6ZMT1 STAC2_HUMAN SH3. 1GATCCGATCTCCAGGCCTGGG0.627

- 4 1019 JUP_uc010wfs.1_Intron NM_005557 NP_005548 P08779 K1C16_HUMAN Rod.|Coil 2. 1GCCATCTGCTCGTACTGGTCA0.617

+ 3 1391KLHL10_uc010wfv.1_Missense_Mutation_p.A411T|KLHL10_uc010wfw.1_Missense_Mutation_p.A329TNM_152467 NP_689680 Q6JEL2 KLH10_HUMAN Kelch 3. 4GACACTCATCGCCCCCATGCA0.498

+ 11 1457TUBG2_uc002iaq.2_3'UTR|TUBG2_uc002iar.2_Missense_Mutation_p.R248W|TUBG2_uc002ias.2_Missense_Mutation_p.R243W|TUBG2_uc002iap.2_Missense_Mutation_p.R248WNM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1GCTGCGGAAGCGGGATGCCTT0.498

+ 7 1181CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANLaminin G-like 1.|Extracellular (Potential). 8AACTTCCGCGGCTGCATAGAA0.632

- 11 1405SLC4A1_uc002igg.3_Missense_Mutation_p.P419LNM_000342 NP_000333 P02730 B3AT_HUMANHelical; (Potential).|Membrane (anion exchange). 3GGTGATGGCGGGTGACAGTGC0.582

- 6 879KIF18B_uc002iht.2_Missense_Mutation_p.R260W|KIF18B_uc010wjh.1_Missense_Mutation_p.R260WNM_001080443 NP_001073912 2CTGGATGCCCGCTCTGAGCCA0.627

- 4 815DCAKD_uc010daa.1_Missense_Mutation_p.R187C|DCAKD_uc010dab.1_Missense_Mutation_p.R187CNM_024819 NP_079095 Q8WVC6 DCAKD_HUMAN DPCK. 0ATGACCTGGCGTTTGGTGACA0.642 rs138288180

- 6 844ARHGAP27_uc010dak.2_Missense_Mutation_p.P105L|ARHGAP27_uc010wjl.1_IntronNM_199282 NP_954976 Q6ZUM4 RHG27_HUMAN 0CAGCTCTGCTGGGACCTATGG0.612

+ 2 134GOSR2_uc010wkh.1_Missense_Mutation_p.R21C|GOSR2_uc002iky.2_Missense_Mutation_p.R21C|GOSR2_uc002ikz.2_Missense_Mutation_p.R21CNM_004287 NP_004278 O14653 GOSR2_HUMANCytoplasmic (Potential). 2TTGCATGGGACGCCTGGAGAC0.517

- 1 185 NM_000088 NP_000079 P02452 CO1A1_HUMAN 382TTGGCCGTGCGTCAGGAGGGC0.572

+ 3 881 XYLT2_uc010dbo.2_RNANM_022167 NP_071450 Q9H1B5 XYLT2_HUMANLumenal (Potential). 1CGTTTATCACGAGCAGCACTT0.592

- 1 657ACSF2_uc002iqu.2_Intron|ACSF2_uc010wml.1_Intron|ACSF2_uc010wmm.1_Intron|ACSF2_uc010wmn.1_Intron|ACSF2_uc010wmo.1_Intron|CHAD_uc010dbs.2_Missense_Mutation_p.V202M|ACSF2_uc010dbt.1_5'FlankNM_001267 NP_001258 O15335 CHAD_HUMAN LRR 6. 3TTCCTGTCCACGTGGAATTTG0.632

+ 5 460STXBP4_uc010dcc.1_Missense_Mutation_p.E8K|STXBP4_uc010dcd.1_Missense_Mutation_p.E85KNM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1ATCATTTGAAGAAGCAAAAAG0.358

- 7 1018_1019SEPT4_uc002iwk.1_Missense_Mutation_p.P150L|SEPT4_uc010wnw.1_Missense_Mutation_p.P150L|SEPT4_uc002iwl.1_Missense_Mutation_p.P150L|SEPT4_uc002iwn.1_Missense_Mutation_p.P198L|SEPT4_uc002iwo.1_Missense_Mutation_p.P278L|SEPT4_uc002iwp.1_3'UTR|SEPT4_uc010wnx.1_Missense_Mutation_p.P312L|SEPT4_uc010wny.1_Missense_Mutation_p.P289L|SEPT4_uc010dcy.1_3'UTRNM_004574 NP_004565 O43236 SEPT4_HUMANGTP (By similarity). 0GGTCCACTTCGGGAGGTGTCAG0.574 rs148239346

+ 7 726 CA4_uc010wou.1_RNA NM_000717 NP_000708 P22748 CAH4_HUMAN 0CTCCCCAAGGAGGAGAAACTG0.587

- 25 5812 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2CACCAAGCAAGCACTGAGAAT0.403

+ 20 2987ACE_uc002jav.1_Missense_Mutation_p.E415K|ACE_uc010ddv.1_Missense_Mutation_p.E216K|ACE_uc010wpj.1_Missense_Mutation_p.E415K|ACE_uc002jaw.1_RNA|ACE_uc010wpk.1_Missense_Mutation_p.E235KNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 2. 4GGCCCACCACGAAATGGGCCA0.572

+ 7 685PSMC5_uc010ddy.2_Missense_Mutation_p.S192F|PSMC5_uc010ddz.2_Missense_Mutation_p.S136F|PSMC5_uc002jcc.2_Missense_Mutation_p.S207F|PSMC5_uc002jcd.2_Missense_Mutation_p.S207FNM_002805 NP_002796 P62195 PRS8_HUMAN 1ATTCGTGTCTCTGGCTCTGAA0.522

- 17 3288 NM_000334 NP_000325 P35499 SCN4A_HUMANIII.|Helical; Name=S2 of repeat III; (Potential). 3TAGGTGAAGACCTTGTCGGCA0.557

- 25 2989CCDC46_uc010deo.2_Missense_Mutation_p.E595K|CCDC46_uc002jfm.2_Missense_Mutation_p.E924K|CCDC46_uc010dep.2_Missense_Mutation_p.E882K|AXIN2_uc010den.1_5'UTR|CCDC46_uc002jfk.2_Missense_Mutation_p.E180KNM_145036 NP_659473 Q8N8E3 CE112_HUMAN Potential. 0ATGGTGTCTTCAAGTTCTTGT0.328

- 32 4204ABCA9_uc010dez.2_Missense_Mutation_p.G1316ENM_080283 NP_525022 Q8IUA7 ABCA9_HUMANABC transporter 2. 6TCCACCGCTCCCTTTCAAAAT0.507

+ 3 538OTOP3_uc010wrq.1_Nonsense_Mutation_p.R162*NM_178233 NP_839947 Q7RTS5 OTOP3_HUMAN 1CAACATCTTCCGAGTGGGCTA0.607

- 23 2744FBF1_uc002jqa.1_RNA|FBF1_uc010wsp.1_Missense_Mutation_p.R815W|FBF1_uc002jqb.2_RNA|FBF1_uc010dgr.1_Missense_Mutation_p.R135WNM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0GCAGTCACCCGCCAGCGTTCC0.652

- 4 1059CANT1_uc002jwk.2_Missense_Mutation_p.T207I|CANT1_uc002jwj.2_Missense_Mutation_p.T207I|CANT1_uc002jwl.2_RNA|CANT1_uc002jwm.1_5'FlankNM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0TTTCTCCACGGTGCCGTCGCC0.582

- 5 2039C17orf70_uc002kao.1_Missense_Mutation_p.H311Y|C17orf70_uc010wuq.1_RNA|C17orf70_uc002kap.2_Missense_Mutation_p.H511YNM_001109760 NP_001103230 Q0VG06 FP100_HUMAN 2GCCCGTGTGTGTGGCGGGGCC0.682

- 4 819SLC16A3_uc002kee.2_Intron|CSNK1D_uc002kef.2_Missense_Mutation_p.R168H|CSNK1D_uc002kei.2_Missense_Mutation_p.R168H|CSNK1D_uc010wvj.1_Intron|CSNK1D_uc010dil.2_5'Flank|CSNK1D_uc002keh.2_Missense_Mutation_p.R33H|CSNK1D_uc010dim.1_5'FlankNM_001893 NP_001884 P48730 KC1D_HUMANProtein kinase. 2CTTGTTCTCACGATAGGGGAT0.617

- 37 5441LAMA1_uc010wzj.1_Missense_Mutation_p.L1259FNM_005559 NP_005550 P25391 LAMA1_HUMANDomain II and I.|Potential. 21TTGACCATGAGCAGCAGGTGG0.463

+ 70 9361LAMA3_uc002kur.2_Missense_Mutation_p.G3036E|LAMA3_uc002kus.3_Missense_Mutation_p.G1483E|LAMA3_uc002kut.3_Missense_Mutation_p.G1427ENM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 4. 11GCCCGGGAGGGAAGTTTGCCT0.493

+ 6 5037 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3GGAGGTGAAAGCCAAAAGGCA0.662

+ 7 869RNF165_uc002lby.1_Missense_Mutation_p.R206Q|RNF165_uc010dnn.1_Missense_Mutation_p.R69QNM_152470 NP_689683 Q6ZSG1 RN165_HUMAN 0TTCTCATAGCGAAGACCCCAG0.522

- 3 230 NM_139171 NP_631910 P59095 STAR6_HUMAN START. 1CACTTGCAATGATTTATCCCA0.328

+ 2 324NEDD4L_uc002lgz.2_Missense_Mutation_p.G17E|NEDD4L_uc002lgx.2_Missense_Mutation_p.G17E|NEDD4L_uc010xee.1_5'UTR|NEDD4L_uc002lhc.2_Missense_Mutation_p.G9E|NEDD4L_uc002lhd.2_5'UTR|NEDD4L_uc002lhb.2_5'UTR|NEDD4L_uc002lhe.2_Missense_Mutation_p.G9E|NEDD4L_uc002lha.1_RNANM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN C2. 4TTCTCACAGGGAGAGTCCCGT0.373

- 7 839CCBE1_uc010dpq.2_Silent_p.A32A|CCBE1_uc002lia.2_Missense_Mutation_p.P110SNM_133459 NP_597716 Q6UXH8 CCBE1_HUMANCollagen-like 1. 3TCACCGGGAGGGCCCTGGCCC0.577

+ 7 716SERPINB2_uc002ljq.1_Missense_Mutation_p.S113F|SERPINB10_uc010xev.1_5'UTR|SERPINB10_uc010xew.1_5'FlankNM_002575 NP_002566 P05120 PAI2_HUMAN 2TCTTAGGTTTCCTCAATGGAC0.333

+ 27 3040ATP9B_uc002lmw.1_Missense_Mutation_p.S1009F|ATP9B_uc002lna.2_Missense_Mutation_p.S35F|ATP9B_uc002lnb.1_Silent_p.V107V|ATP9B_uc010drb.2_RNANM_198531 NP_940933 O43861 ATP9B_HUMANCytoplasmic (Potential). 3AGATCCTTGTCCTTCAAAACC0.433

+ 2 1223NFATC1_uc002lnc.1_Missense_Mutation_p.S257F|NFATC1_uc010xff.1_Missense_Mutation_p.S257F|NFATC1_uc002lnd.2_Missense_Mutation_p.S257F|NFATC1_uc002lne.2_Intron|NFATC1_uc010xfh.1_Missense_Mutation_p.S257F|NFATC1_uc010xfi.1_Missense_Mutation_p.S244F|NFATC1_uc010xfj.1_Intron|NFATC1_uc002lnf.2_Missense_Mutation_p.S244F|NFATC1_uc002lng.2_Missense_Mutation_p.S244F|NFATC1_uc010xfk.1_Missense_Mutation_p.S244FNM_006162 NP_006153 O95644 NFAC1_HUMAN3 X SP repeats. 2GCCCGCTCCTCCAGACCCGCG0.726

- 12 1588PCSK4_uc002lsz.2_5'UTR|PCSK4_uc002lta.2_Missense_Mutation_p.S321LNM_017573 NP_060043 Q6UW60 PCSK4_HUMAN 0GCTGGTGAGCGAGATCTCCAG0.692

- 8 993PCSK4_uc002lta.2_Missense_Mutation_p.D123NNM_017573 NP_060043 Q6UW60 PCSK4_HUMANCatalytic (By similarity). 0GTGTAGCCGTCGCAGTTGCAG0.692

+ 14 1434SPPL2B_uc002lvr.2_Missense_Mutation_p.A452TNM_152988 NP_694533 Q8TCT7 PSL1_HUMANHelical; (Potential). 0CTGCACCATCGGTAAGTGCCT0.537

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

+ 7 986TJP3_uc010xhs.1_Missense_Mutation_p.D296G|TJP3_uc010xht.1_Missense_Mutation_p.D260G|TJP3_uc010xhu.1_Missense_Mutation_p.D305G|TJP3_uc010xhw.1_Missense_Mutation_p.D315GNM_014428 NP_055243 O95049 ZO3_HUMAN 3GACATCTCGGACCTCGCCTCG0.612

+ 17 2150UHRF1_uc010xik.1_RNA|UHRF1_uc010duf.2_RNA|UHRF1_uc002mbp.2_Missense_Mutation_p.S674FNM_001048201 NP_001041666 Q96T88 UHRF1_HUMAN 2CAGGGCGGGTCCCCGCGCCGG0.687

- 8 1080RFX2_uc002mec.2_Missense_Mutation_p.R246CNM_000635 NP_000626 P48378 RFX2_HUMANRFX-type winged-helix. 6GGCTTCAGACGAATCCCATAG0.577



- 10 1116 NM_000064 NP_000055 P01024 CO3_HUMAN 5ATCTGGTAGGGAGAGGTCACG0.602

+ 26 3233PNPLA6_uc002mgq.1_Missense_Mutation_p.T965M|PNPLA6_uc010xjp.1_Missense_Mutation_p.T938M|PNPLA6_uc002mgr.1_Missense_Mutation_p.T965M|PNPLA6_uc002mgs.2_Missense_Mutation_p.T1003M|PNPLA6_uc002mgt.1_RNANM_006702 NP_006693 Q8IY17 PLPL6_HUMANPatatin.|Cytoplasmic (Potential).|GXSXG. 3GTGGGCGGCACGTCCATTGGC0.672

- 3 220 NM_005001 NP_004992 O95182 NDUA7_HUMAN 0CACAGATTCCCGGCGGCCATC0.582

- 39 39322MUC16_uc010dwi.2_5'Flank|MUC16_uc010dwj.2_5'Flank|MUC16_uc010xki.1_IntronNM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential).|SEA 7. 57AGGACCCTCTCTGTGGTGTTG0.562

- 3 15725 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTCTCAGAGGAACCATGCAC0.498

- 5 1214 NM_198535 NP_940937 Q32M78 ZN699_HUMAN C2H2-type 8. 0GATACTTAAGGAGGAGGGACA0.433

- 12 1133KRI1_uc002mow.1_5'UTR|KRI1_uc002mox.1_Missense_Mutation_p.R371QNM_023008 NP_075384 Q8N9T8 KRI1_HUMAN Glu-rich. 1TGTTACTTTCCGCAGCTTCTC0.587

+ 23 3453SMARCA4_uc010dxp.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxo.2_Splice_Site_p.E1057_splice|SMARCA4_uc002mqg.1_Splice_Site_p.E1057_splice|SMARCA4_uc010dxq.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxr.2_Splice_Site_p.E1057_splice|SMARCA4_uc002mqj.3_Splice_Site_p.E1057_splice|SMARCA4_uc010dxs.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxt.1_Splice_Site_p.E277_splice|SMARCA4_uc002mqh.3_Splice_Site_p.E180_splice|SMARCA4_uc002mqi.1_Splice_Site_p.E260_spliceNM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67TTGCCTTGCAGGAGTCCTTTT0.632

- 4 381ZNF20_uc002mtg.1_Intron|ZNF625_uc010dyn.1_RNA|ZNF625_uc010dyo.1_Missense_Mutation_p.D45NNM_145233 NP_660276 Q96I27 ZN625_HUMAN 0TGCTGATGATCTTTCTTACTT0.398

- 3 572 NM_024038 NP_076943 Q9BQ61 CS043_HUMAN 0ACCAGGGGCCGAGTTTTATCA0.532

- 15 1970LYL1_uc002mwi.2_5'Flank|TRMT1_uc010xmy.1_Missense_Mutation_p.E178K|TRMT1_uc002mwk.2_Missense_Mutation_p.E545K|TRMT1_uc002mwl.3_Missense_Mutation_p.E574K|TRMT1_uc010xmz.1_3'UTRNM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2TCCATAGCTTCGTCGGCCGCC0.637

- 6 1326LPHN1_uc010xno.1_Missense_Mutation_p.V339M|uc002myf.2_IntronNM_001008701 NP_001008701 O94910 LPHN1_HUMANOlfactomedin-like.|Extracellular (Potential). 5GCATAGTCCACGCGGTTGCCA0.602

- 8 1337NOTCH3_uc002nao.1_Missense_Mutation_p.R421CNM_000435 NP_000426 Q9UM47 NOTC3_HUMANExtracellular (Potential).|EGF-like 10; calcium-binding (Potential).21GTGTAGCCACGACCGCACTGG0.657

- 14 1402EPS15L1_uc002ndx.2_Missense_Mutation_p.V466I|EPS15L1_uc002ndy.2_RNA|EPS15L1_uc010xpe.1_Missense_Mutation_p.V356I|EPS15L1_uc010xpf.1_Missense_Mutation_p.V369I|EPS15L1_uc002nea.1_Missense_Mutation_p.V466I|EPS15L1_uc010eah.1_Missense_Mutation_p.V466I|EPS15L1_uc002neb.1_Missense_Mutation_p.V312I|EPS15L1_uc002nec.1_Missense_Mutation_p.V466INM_021235 NP_067058 Q9UBC2 EP15R_HUMAN 5TTCTGCCGGACGTCGCTCAGC0.627

+ 6 2190NWD1_uc002net.3_Nonsense_Mutation_p.R455*|NWD1_uc002nev.3_Nonsense_Mutation_p.R384*Q149M9 NWD1_HUMAN NACHT. 7TGTGTCTTCCCGGTAAGTCTC0.378

+ 12 1126 NM_015016 NP_055831 O60307 MAST3_HUMANATP (By similarity).|Protein kinase. 5CATTAGCAACGGAGCCTATGG0.597

+ 14 1441 NM_015016 NP_055831 O60307 MAST3_HUMANProtein kinase. 5GCTGGAGTACCTGCATAACTA0.652

+ 2 151PGPEP1_uc002nir.1_RNA|PGPEP1_uc002nit.1_5'UTR|PGPEP1_uc010xqg.1_IntronNM_017712 NP_060182 Q9NXJ5 PGPI_HUMAN 0CACCGTGAACGCCAGTTGGAT0.542

- 3 405PBX4_uc010xqz.1_Intron|PBX4_uc010xra.1_IntronNM_025245 NP_079521 Q9BYU1 PBX4_HUMAN 2GTAAATCTGTCGGATCTGGGA0.512

- 4 694ZNF682_uc002noo.2_Missense_Mutation_p.H159Y|ZNF682_uc002nop.2_Missense_Mutation_p.H159Y|ZNF682_uc010eck.2_Missense_Mutation_p.H115YNM_033196 NP_149973 O95780 ZN682_HUMAN C2H2-type 1. 2ATTATCTTATGATAAGAAAGG0.333

- 3 1610 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 10. 0TGAGGACCAGCTGAAGGCTTT0.448

- 4 1399 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN C2H2-type 9. 2AGTATGAATTCTCTTATGTGT0.373

+ 4 3095ZNF536_uc010edd.1_Missense_Mutation_p.S986FNM_014717 NP_055532 O15090 ZN536_HUMAN 11GATGCCGCCTCCCTCCCGGGC0.572

- 2 1423 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8GGAGGGGGACGTGAAGGTGGT0.552

+ 13 2088GPATCH1_uc002nuh.1_5'FlankNM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1GAATGATGTCGGGGATAAGCA0.448

+ 6 1276ZNF567_uc002oeo.1_Missense_Mutation_p.L352F|ZNF567_uc010xtk.1_Missense_Mutation_p.L352F|ZNF567_uc002oep.3_Missense_Mutation_p.L321F|ZNF567_uc002oeq.1_Missense_Mutation_p.L321FNM_152603 NP_689816 Q8N184 ZN567_HUMAN C2H2-type 5. 0GAAGTCACACCTCATTCGTCA0.478

+ 10 3427 NM_015073 NP_055888 O60292 SI1L3_HUMAN PDZ. 2CGGCGGAACGGGCTCGGGCAG0.667

+ 3 294YIF1B_uc002ohw.2_3'UTR|YIF1B_uc002ohx.2_3'UTR|YIF1B_uc010xtx.1_3'UTR|YIF1B_uc010xty.1_3'UTR|YIF1B_uc002oia.2_3'UTR|YIF1B_uc002ohy.2_3'UTR|YIF1B_uc002ohz.2_3'UTR|C19orf33_uc002ohv.1_Missense_Mutation_p.M85INM_033520 NP_277055 Q9GZP8 IMUP_HUMAN 0GGACACGGATGTGAAGGTAAG0.687

- 4 424SIRT2_uc010egh.1_Missense_Mutation_p.R38H|SIRT2_uc010egi.1_Missense_Mutation_p.R38H|SIRT2_uc002ojs.1_Missense_Mutation_p.R55H|SIRT2_uc002oju.1_Missense_Mutation_p.R38H|SIRT2_uc010egj.1_Missense_Mutation_p.R38H|SIRT2_uc002ojv.1_Missense_Mutation_p.R75HNM_012237 NP_036369 Q8IXJ6 SIRT2_HUMANDeacetylase sirtuin-type. 0GGACTCACAGCGTTCGCTCTG0.572

+ 6 817TIMM50_uc002olt.1_RNA|TIMM50_uc002olv.1_5'UTRNM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMANMitochondrial intermembrane (Potential). 1TCCCACAGATGATCATCGAGC0.607

- 26 12093 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9CACACCTGCCCCGGCTTGCAG0.537

- 17 8396 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9CTAGGTTCCTACCTCATAGTA0.532

+ 2 2010ZNF574_uc002osk.3_Missense_Mutation_p.R704HNM_022752 NP_073589 Q6ZN55 ZN574_HUMANC2H2-type 14. 0GAGTGCCCCCGCTCCTTCTTG0.652

+ 3 656 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN 0CTTTCTGCTACGGTAGCTGAG0.597

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11TTTCACCCTCCCACCGGGCAC0.682

- 5 626 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANExtracellular (Potential).|Ig-like C2-type 1. 0ATACCACCGTCGTCCTTACGG0.597

+ 6 1199ZNF226_uc002oyq.2_Missense_Mutation_p.V235A|ZNF226_uc002oyr.2_Missense_Mutation_p.V235A|ZNF226_uc010ejg.2_3'UTR|ZNF226_uc002oys.2_Missense_Mutation_p.V352A|ZNF226_uc002oyt.2_Missense_Mutation_p.V352ANM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN C2H2-type 4. 0GCACTTAATGTTCATTGCAAG0.478

+ 8 1258CBLC_uc010ejt.2_Missense_Mutation_p.V353MNM_012116 NP_036248 Q9ULV8 CBLC_HUMAN 6CTGGGAGGCCGTGAGTATCTA0.642

+ 3 1146_1147PPM1N_uc002pcf.2_Missense_Mutation_p.G65RNM_001080401 NP_001073870 Q8N819 PPM1N_HUMAN 0TACCTCCTGGGGGAGGGCTGGA0.46

+ 6 1224QPCTL_uc010ekn.2_Splice_Site_p.G241_spliceNM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1CTCCGCAGAGGTACCAGCTGC0.592

- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3AGCTGGGGCCTCTGCCCTCTG0.607

+ 6 617CCDC155_uc002pnl.1_Missense_Mutation_p.G148E|CCDC155_uc010emx.1_Missense_Mutation_p.G121ENM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2GAGAGCTTCGGAGGCGAAGAC0.562

+ 15 2148ALDH16A1_uc010yar.1_Missense_Mutation_p.V627M|ALDH16A1_uc010yas.1_Missense_Mutation_p.V513M|ALDH16A1_uc010yat.1_Missense_Mutation_p.V515MNM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1GCTTGCCTTCGTGTCCCTGCT0.692

+ 25 3052 NM_004533 NP_004524 Q14324 MYPC2_HUMANFibronectin type-III 3. 1CGTGGGCAATGAATACTATTT0.537

- 3 300_301KLK1_uc010ycg.1_RNANM_002257 NP_002248 P06870 KLK1_HUMAN Peptidase S1. 0TGAACAAACTGGGCTGTGTTTT0.55

- 6 814KLK8_uc002puq.1_Missense_Mutation_p.S257F|KLK8_uc002pus.1_Missense_Mutation_p.S71F|KLK8_uc002put.1_Silent_p.F26F|KLK8_uc002puu.1_Missense_Mutation_p.S212F|KLK9_uc002puv.1_RNANM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1GGGGCCTCCAGAATCGCCCTA0.557

- 2 232KLK9_uc002puw.1_RNA|KLK9_uc010eol.1_IntronNM_012315 NP_036447 Q9UKQ9 KLK9_HUMAN Peptidase S1. 1AGGGTCGCCCCACAGAAGAGC0.677



- 5 740KLK11_uc002pvd.1_5'Flank|KLK11_uc002pve.1_5'Flank|KLK11_uc002pvf.1_5'Flank|KLK11_uc002pvc.3_5'Flank|KLK11_uc010eom.2_5'Flank|KLK12_uc010ycp.1_RNA|KLK12_uc010ycq.1_Missense_Mutation_p.G97V|KLK12_uc010ycr.1_Missense_Mutation_p.G97V|KLK12_uc010ycs.1_Missense_Mutation_p.G97V|KLK12_uc002pvh.1_Missense_Mutation_p.G207V|KLK12_uc002pvi.1_Missense_Mutation_p.G207V|KLK12_uc002pvj.1_3'UTRNM_145894 NP_665901 Q9UKR0 KLK12_HUMANPeptidase S1. 1AAGGACTCCCCCACACACCAG0.542

- 7 1874SIGLEC10_uc002pwp.2_Missense_Mutation_p.E362K|SIGLEC10_uc002pwq.2_Missense_Mutation_p.E362K|SIGLEC10_uc002pwr.2_Missense_Mutation_p.E420K|SIGLEC10_uc010ycy.1_Missense_Mutation_p.E330K|SIGLEC10_uc010ycz.1_Missense_Mutation_p.E372K|SIGLEC10_uc010eow.2_Missense_Mutation_p.E232K|SIGLEC10_uc002pws.1_Missense_Mutation_p.E256KNM_033130 NP_149121 Q96LC7 SIG10_HUMANIg-like C2-type 3.|Extracellular (Potential). 1AACTCTCCTTCGTGCTCCACT0.667

- 2 79ZNF468_uc002qae.2_Splice_SiteNM_001008801 NP_001008801 Q5VIY5 ZN468_HUMAN 2GAAGTCAATCCTGAATGTTAA0.433

+ 3 580 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0TCCAAGCTTCCATTCTGGCTC0.398

- 5 1742SYT5_uc002qjp.2_Missense_Mutation_p.E225K|SYT5_uc002qjn.1_Missense_Mutation_p.E228K|SYT5_uc002qjo.1_Missense_Mutation_p.E228KNM_003180 NP_003171 O00445 SYT5_HUMANCytoplasmic (Potential). 0GCCTGCAGCTCCCGCCAGGCC0.701

+ 7 1656NLRP5_uc002qmi.2_Missense_Mutation_p.M533INM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7ACGACCTCATGGTTCAAGGAC0.527

+ 5 956ZNF583_uc002qnc.2_Missense_Mutation_p.G264E|ZNF583_uc010ygm.1_Missense_Mutation_p.G264ENM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1ATACATACTGGAGAGAAACCC0.438

+ 3 809 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1GAGAGAAGAAGGGATTTCTGA0.388

+ 5 809ZNF135_uc002qre.2_Missense_Mutation_p.S226N|ZNF135_uc002qrd.1_Missense_Mutation_p.S184N|ZNF135_uc002qrf.2_Missense_Mutation_p.S184N|ZNF135_uc002qrg.2_Missense_Mutation_p.S196N|ZNF135_uc010yhr.1_Missense_Mutation_p.S47NNM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1TTTAGTCACAGCTCAGCACTT0.468

- 6 859MYT1L_uc002qxd.2_Missense_Mutation_p.R11H|MYT1L_uc002qxf.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6GGACCGCGTGCGATGCCGCTT0.617

- 3 205 NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4TAAAAATAATAAACGATCTGT0.274

+ 24 2234 NM_004939 NP_004930 Q92499 DDX1_HUMANHelicase C-terminal.|Necessary for interaction with HNRNPK.4GATGGAGGCTGTACCATATGG0.338

- 25 4290 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATGTGGTAACGAGCCCGAAGG0.527

+ 10 1331DPYSL5_uc002rhv.3_Missense_Mutation_p.K391NNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2ATCCCCGCAAGGGCCGCATTA0.537

+ 6 980TRIM54_uc002rjn.2_5'Flank|TRIM54_uc002rjo.2_5'Flank|DNAJC5G_uc010yli.1_Missense_Mutation_p.M100I|DNAJC5G_uc002rjm.1_Missense_Mutation_p.D188NNM_173650 NP_775921 Q8N7S2 DNJ5G_HUMAN 1TAGCGAAGATGATTTTTAAGA0.338

- 4 1293NLRC4_uc002roj.1_Missense_Mutation_p.M349I|NLRC4_uc010ezt.1_IntronNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN NACHT. 6CACTTTCACCCATCTGGATTG0.438

- 8 1492FAM98A_uc010yne.1_Missense_Mutation_p.R278H|FAM98A_uc010ynd.1_Missense_Mutation_p.R304H|FAM98A_uc002roz.1_Missense_Mutation_p.R311HNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1 CTGGCCTGcacgaccacctcg0.373

+ 15 1770VIT_uc002rpm.2_Missense_Mutation_p.G495S|VIT_uc010ezv.2_Missense_Mutation_p.G473S|VIT_uc010ezw.2_Missense_Mutation_p.G474SNM_053276 NP_444506 Q6UXI7 VITRN_HUMAN VWFA 2. 2CGTCATCGACGGCTCCAGCAG0.602

- 7 1111EIF2AK2_uc010fab.1_Missense_Mutation_p.T185M|EIF2AK2_uc010yng.1_Missense_Mutation_p.T185M|EIF2AK2_uc010fac.2_Missense_Mutation_p.T185M|EIF2AK2_uc010fad.2_Missense_Mutation_p.T185MNM_002759 NP_002750 P19525 E2AK2_HUMAN 5GGACTCACACGTAGTAGCAAA0.368

- 9 1119LRPPRC_uc010yob.1_Missense_Mutation_p.A254V|LRPPRC_uc010faw.1_Missense_Mutation_p.A328VNM_133259 NP_573566 P42704 LPPRC_HUMAN 3AATTTGCAACGCTACATCTTC0.353 rs119466000

+ 8 3829MSH6_uc010fbj.2_Missense_Mutation_p.A924E|MSH6_uc010yoi.1_Missense_Mutation_p.A1096E|MSH6_uc010yoj.1_Missense_Mutation_p.A924ENM_000179 NP_000170 P52701 MSH6_HUMAN 168GATGGGACGGCAATAGCAAAT0.303

- 1 356ACYP2_uc002rxq.3_IntronNM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0CCATGACTGCGACCCGCATCG0.647

- 4 994BCL11A_uc002sab.2_Missense_Mutation_p.E256K|BCL11A_uc002sac.2_Intron|BCL11A_uc010ypi.1_Intron|BCL11A_uc010ypj.1_Missense_Mutation_p.E222K|BCL11A_uc002sad.1_Missense_Mutation_p.E104K|BCL11A_uc002saf.1_Missense_Mutation_p.E222KNM_022893 NP_075044 Q9H165 BC11A_HUMAN 13AAGCGCCCTTCTGCCAGGCCG0.572

- 8 1092 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19TTACGTTTCTGTGTCCGATAC0.249

+ 29 3413DYSF_uc010feg.2_Missense_Mutation_p.E1044K|DYSF_uc010feh.2_Missense_Mutation_p.E999K|DYSF_uc002sig.3_Missense_Mutation_p.E999K|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.E1013K|DYSF_uc010fef.2_Missense_Mutation_p.E1030K|DYSF_uc010fei.2_Missense_Mutation_p.E1030K|DYSF_uc010fek.2_Missense_Mutation_p.E1031K|DYSF_uc010fej.2_Missense_Mutation_p.E1000K|DYSF_uc010fel.2_Missense_Mutation_p.E1000K|DYSF_uc010feo.2_Missense_Mutation_p.E1045K|DYSF_uc010fem.2_Missense_Mutation_p.E1014K|DYSF_uc010fen.2_Missense_Mutation_p.E1031K|DYSF_uc002sif.2_Missense_Mutation_p.E1014KNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7CCCAGGCTGGGAGTATAGCAT0.617

+ 30 3660DYSF_uc010feg.2_Missense_Mutation_p.R1126H|DYSF_uc010feh.2_Missense_Mutation_p.R1081H|DYSF_uc002sig.3_Missense_Mutation_p.R1081H|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.R1095H|DYSF_uc010fef.2_Missense_Mutation_p.R1112H|DYSF_uc010fei.2_Missense_Mutation_p.R1112H|DYSF_uc010fek.2_Missense_Mutation_p.R1113H|DYSF_uc010fej.2_Missense_Mutation_p.R1082H|DYSF_uc010fel.2_Missense_Mutation_p.R1082H|DYSF_uc010feo.2_Missense_Mutation_p.R1127H|DYSF_uc010fem.2_Missense_Mutation_p.R1096H|DYSF_uc010fen.2_Missense_Mutation_p.R1113H|DYSF_uc002sif.2_Missense_Mutation_p.R1096H|DYSF_uc010yqy.1_5'FlankNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential).|Arg-rich. 7CGCCGCTGGCGCCGTCGCATG0.662

- 9 1069SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.S356F|SLC4A5_uc010ffc.1_Missense_Mutation_p.S356F|SLC4A5_uc002skp.1_Missense_Mutation_p.S292F|SLC4A5_uc002sks.1_Missense_Mutation_p.S356FNM_021196 NP_067019 Q9BY07 S4A5_HUMANCytoplasmic (Potential). 9TTCATTGTAGGATTTTGCTCT0.328

- 25 3225SLC4A5_uc002skl.2_5'Flank|DCTN1_uc002skt.1_5'Flank|DCTN1_uc002skv.2_Missense_Mutation_p.R838W|DCTN1_uc002sku.2_Missense_Mutation_p.R838W|DCTN1_uc002skw.1_Missense_Mutation_p.R948W|DCTN1_uc010ffd.2_Missense_Mutation_p.R952W|DCTN1_uc002sky.2_Missense_Mutation_p.R935WNM_004082 NP_004073 Q14203 DCTN1_HUMAN Potential. 5AGGCTCAGCCGCACATTGGCC0.572

+ 2 754TLX2_uc002sma.1_Silent_p.P14PNM_016170 NP_057254 O43763 TLX2_HUMAN 0GGGACGCGCCGCATAGGCCAC0.667

- 4 635DQX1_uc002smc.2_5'FlankNM_133637 NP_598376 Q8TE96 DQX1_HUMANHelicase ATP-binding. 2GCCTCGGGTCGAGGCCACCTC0.607

+ 3 2159 NM_000189 NP_000180 P52789 HXK2_HUMAN Regulatory. 2GCAGAACACGGAGAGTTCCTG0.488

+ 1 432LOC285033_uc002svn.2_RNA|LOC285033_uc002svo.2_Missense_Mutation_p.S193FNM_001037228 NP_001032305 Q3KRF4 Q3KRF4_HUMAN 0ACTCCTGCTTCCTTCCTTCCC0.547

+ 9 1094NCAPH_uc010fhu.1_Missense_Mutation_p.S313L|NCAPH_uc010fhv.1_Missense_Mutation_p.S326L|NCAPH_uc010yum.1_Missense_Mutation_p.S313L|NCAPH_uc010fhw.1_Missense_Mutation_p.S326L|NCAPH_uc010yun.1_Missense_Mutation_p.S201L|NCAPH_uc002swa.1_5'UTRNM_015341 NP_056156 Q15003 CND2_HUMAN 2CAGTCTGTGTCGGCCCTGGTA0.488

- 18 2664TSGA10_uc002szh.3_Missense_Mutation_p.R679Q|TSGA10_uc002szi.3_Missense_Mutation_p.R679Q|TSGA10_uc010fin.1_Missense_Mutation_p.R679QNM_182911 NP_878915 Q9BZW7 TSG10_HUMANInteraction with HIF1A (By similarity). 2GTCAGGAGATCGATGGTGAGC0.383

- 7 1512REV1_uc002tac.2_Nonsense_Mutation_p.R434*NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN UmuC. 2GGTCTATTTCGTATACCCACT0.308

- 2 735ST6GAL2_uc002tdr.2_Missense_Mutation_p.R206W|ST6GAL2_uc002tds.3_Missense_Mutation_p.R206WNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11TTCCAGAGCCGGTACAGGAAG0.617

- 2 151ST6GAL2_uc002tdr.2_Missense_Mutation_p.R11Q|ST6GAL2_uc002tds.3_Missense_Mutation_p.R11QNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANCytoplasmic (Potential). 11GAAAAGCATTCGTTGTCTCCA0.507

+ 20 3830RGPD4_uc002tdu.2_Missense_Mutation_p.D437N|RGPD4_uc010ywl.1_IntronNM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2ATTAGAATGGGATAACTGTGA0.443

+ 9 1404SLC5A7_uc010ywm.1_Missense_Mutation_p.E129D|SLC5A7_uc010fjj.2_Missense_Mutation_p.E376D|SLC5A7_uc010ywn.1_Missense_Mutation_p.E263DNM_021815 NP_068587 Q9GZV3 SC5A7_HUMANExtracellular (Potential). 4CGGACAAAGAAATCGTTTGGG0.433

+ 6 971SULT1C2_uc010ywp.1_Nonsense_Mutation_p.W88*|SULT1C2_uc002tdx.2_Nonsense_Mutation_p.W184*|SULT1C2_uc010ywq.1_Nonsense_Mutation_p.W187*NM_001056 NP_001047 O00338 ST1C2_HUMAN 1TGGGGTTCCTGGTTTGACCAC0.438

+ 4 829SULT1C4_uc010ywr.1_RNA|SULT1C4_uc002teb.1_IntronNM_006588 NP_006579 O75897 ST1C4_HUMAN 0TCCAAAGAATGAATAAAGCTC0.423

- 14 4388_4389NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GAGGGCCTCCCAACACTGGGGA0.614

- 8 3256 NM_002299 NP_002290 P09848 LPH_HUMAN3.|Extracellular (Potential).|4 X approximate repeats. 13GTCCTTCACCCCTGGGGGAAA0.512

+ 4 1168THSD7B_uc010zbj.1_Intron|THSD7B_uc002tvb.2_Missense_Mutation_p.D280NNM_001080427 NP_001073896 7CGAGCAGCAGGATCCCCACTG0.542

- 45 8435 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50GCAGGAACAATTCACTCTCCC0.408

- 77 11578 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 104. 20TTGAATTTTTCCTGCATGTAT0.423

+ 22 3941TANC1_uc010zcm.1_Missense_Mutation_p.D1215N|TANC1_uc010fom.1_Missense_Mutation_p.D1029N|TANC1_uc010fon.2_Missense_Mutation_p.D67NNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 10. 3CTTCTATGGCGATGCCGAGAC0.552



- 7 1400GRB14_uc010zcv.1_Missense_Mutation_p.D200N|GRB14_uc002ucm.2_RNANM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7ACATAAATATCACTATTGCCA0.333

- 3 554SCN3A_uc002ucy.2_Missense_Mutation_p.S21F|SCN3A_uc002ucz.2_Missense_Mutation_p.S21FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10AGCAGCAAGAGATTCTCTAGT0.438

- 8 1021LRP2_uc010zdf.1_Missense_Mutation_p.E270KNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 7.|Extracellular (Potential). 29CAAGACCATTCTCTTGGGGAA0.448

- 284 83316uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E21393K|TTN_uc010zfi.1_Missense_Mutation_p.E21326K|TTN_uc010zfj.1_Missense_Mutation_p.E21201KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGTGAAGTTTCCCGCTTCTCG0.413

- 275 76341uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E19068K|TTN_uc010zfi.1_Missense_Mutation_p.E19001K|TTN_uc010zfj.1_Missense_Mutation_p.E18876KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTCCCTTTTCGTTAACTGCA0.418

- 275 73362uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G18075R|TTN_uc010zfi.1_Missense_Mutation_p.G18008R|TTN_uc010zfj.1_Missense_Mutation_p.G17883RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTGTATTTTCCAAAGTCATCT0.418

- 255 56146uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R12336Q|TTN_uc010zfi.1_Missense_Mutation_p.R12269Q|TTN_uc010zfj.1_Missense_Mutation_p.R12144QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCAACTTTTCGCCAAGTGAC0.478 rs148684589

- 223 44670uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T8511A|TTN_uc010zfi.1_Missense_Mutation_p.T8444A|TTN_uc010zfj.1_Missense_Mutation_p.T8319ANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGGACTGAGGTCTTTCTGATA0.393

- 100 25998TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E5253KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCATATTTTTCATATTCTTTA0.368

+ 39 2843 NM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13GGTCCTGCGGGTAACACTGGT0.557

- 46 3582COL5A2_uc010frx.2_Missense_Mutation_p.P679SNM_000393 NP_000384 P05997 CO5A2_HUMAN 2CTCCTTACCGGATCTCCTCTT0.537

- 18 1417COL5A2_uc010frx.2_IntronNM_000393 NP_000384 P05997 CO5A2_HUMAN 2TCCAGGATTTCCTGGAAAACC0.328

- 8 2033 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1ATTTTCCTTCCTAACTTCTTT0.393

+ 19 3488ANKAR_uc002uqu.2_Splice_Site|ANKAR_uc002uqx.1_Splice_Site|ANKAR_uc002uqy.1_Splice_Site_p.G330_spliceNM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 TTAATTTATAGGGAATTTAAT0.343

+ 8 1795NAB1_uc010fsc.2_Missense_Mutation_p.P408L|NAB1_uc010fsd.2_Missense_Mutation_p.P407L|NAB1_uc002usc.2_Missense_Mutation_p.P407L|NAB1_uc010zgh.1_Missense_Mutation_p.P378LNM_005966 NP_005957 Q13506 NAB1_HUMAN 0GAGCACAGTCCTAACGGCTTG0.483

- 2 817 NM_004657 NP_004648 O95810 SDPR_HUMAN 2ATCTCATTTTCCTCCTGAAAA0.468

- 9 1302 NM_016192 NP_057276 Q9UIK5 TEFF2_HUMANRequired for shedding.|Extracellular (Potential). 5ACTGTAGTCCTTTTTTTCACA0.398

+ 2 235CCDC150_uc002uto.1_Missense_Mutation_p.Q34K|CCDC150_uc010zgq.1_Intron|CCDC150_uc010zgr.1_RNA|CCDC150_uc010zgs.1_5'UTRNM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN 0AGTACTTCAGCAAAGGATGAG0.403

- 7 802ANKRD44_uc002utz.3_5'UTR|ANKRD44_uc002uua.1_Missense_Mutation_p.A187V|ANKRD44_uc002uub.2_Missense_Mutation_p.A212V|ANKRD44_uc010zgw.1_Missense_Mutation_p.A140VNM_153697 NP_710181 Q8N8A2 ANR44_HUMAN ANK 7. 5GGAGGCTGCAGCATGCAGAGG0.468

+ 28 3304AOX1_uc010zhf.1_Missense_Mutation_p.S624L|AOX1_uc010fsu.2_Missense_Mutation_p.S434LNM_001159 NP_001150 Q06278 ADO_HUMAN 6ATGCCAATGTCGAATGTCCAC0.453

- 6 598ICA1L_uc002uzi.1_Missense_Mutation_p.T145I|ICA1L_uc002uzj.2_Missense_Mutation_p.T145INM_138468 NP_612477 Q8NDH6 ICA1L_HUMAN AH. 0TGTCATCAAGGTATCAGATAC0.463

+ 5 625CPS1_uc010fur.2_Missense_Mutation_p.D171NNM_001875 NP_001866 P31327 CPSM_HUMANAnthranilate phosphoribosyltransferase homolog. 13TTATGGAGTGGACACAAGAAT0.299

+ 2 327VWC2L_uc010zjl.1_Missense_Mutation_p.R66QNM_001080500 NP_001073969 B2RUY7 VWC2L_HUMAN VWFC 1. 0TTGGGAGAACGATTTTTCCCT0.458

- 5 1492BARD1_uc010zjm.1_Missense_Mutation_p.D309NNM_000465 NP_000456 Q99728 BARD1_HUMAN ANK 1. 2ACATTTGGATCACTTCCATTT0.323

+ 3 362ATIC_uc010zjo.1_Missense_Mutation_p.G4E|ATIC_uc002vey.3_Missense_Mutation_p.G62ENM_004044 NP_004035 P31939 PUR9_HUMAN 29ATGTTGGGGGGACGTGTGAAA0.398

+ 16 1909VIL1_uc010zke.1_Missense_Mutation_p.L304P|VIL1_uc002vib.2_Missense_Mutation_p.L615PNM_007127 NP_009058 P09327 VILI_HUMAN Core. 1GAAGAAAACCTGGTCATCACC0.507

+ 3 1005TTLL4_uc010zkl.1_Missense_Mutation_p.S47F|TTLL4_uc010fvx.2_Missense_Mutation_p.S212FNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3CTCTCTTCCTCCTATAAGCCC0.537

+ 2 563 NM_080671 NP_542402 Q8WWG9 KCNE4_HUMANCytoplasmic (Potential). 1CGTGCACCTCACCATTCAGGA0.637

+ 5 529 NM_031313 NP_112603 P10696 PPBN_HUMAN 1TCACCCTCAGGAAAGTCAGTG0.617

+ 24 2935DGKD_uc002vuj.1_Missense_Mutation_p.E931K|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5GATGCTGTCCGAGGAGGAGGC0.627

- 2 290PER2_uc010znv.1_Missense_Mutation_p.P18L|PER2_uc010znw.1_Missense_Mutation_p.P18L|PER2_uc010fyx.1_Missense_Mutation_p.P18LNM_022817 NP_073728 O15055 PER2_HUMAN 2GGGCTCCACGGGCTCCTTGGT0.607

+ 6 789 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANCytoplasmic (Potential). 3GAGTACTACTCCTGCCGGTTC0.632

+ 15 1766 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANHelical; (Potential). 3AGTGAACCTCGTCTTCATCCT0.657 rs149170904

+ 13 1349FARP2_uc010zoq.1_Missense_Mutation_p.P411L|FARP2_uc010zor.1_Missense_Mutation_p.P411L|uc002wbj.2_5'FlankNM_014808 NP_055623 O94887 FARP2_HUMAN 3TCGCTCTCTCCCTCCACTCTG0.542

+ 12 1990 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9GCGTGCTGATGGTGGAGGGAA0.647

+ 8 865TMC2_uc002wgg.1_Missense_Mutation_p.P268S|TMC2_uc010zpw.1_Missense_Mutation_p.P116S|TMC2_uc010zpx.1_Missense_Mutation_p.P115SNM_080751 NP_542789 Q8TDI7 TMC2_HUMANHelical; (Potential). 3GATGGGCATGCCCTATGGGAG0.443

+ 2 537 NM_012409 NP_036541 Q9UKY0 PRND_HUMAN 0CGCAGGACTTCGGGTCACCAT0.597

+ 4 472RIN2_uc010gcu.1_Missense_Mutation_p.E146K|RIN2_uc010gcv.1_5'UTRNM_018993 NP_061866 Q8WYP3 RIN2_HUMAN SH2. 5CCCACTCAAGGAATTTGCCAT0.493

+ 4 886 NM_014012 NP_054731 O75628 REM1_HUMAN 4GACTTGGCCCGCTGCCGAGAA0.612

+ 3 1706 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3CCTCCCACACCAGTGGCCCGC0.657

+ 7 808HCK_uc010gdy.2_Missense_Mutation_p.R192G|HCK_uc002wxi.2_Missense_Mutation_p.R191GNM_002110 NP_002101 P08631 HCK_HUMAN SH2. 9CATATCCCCCCGAAGCACCTT0.587 rs144393224

+ 3 197ITCH_uc002xak.2_Missense_Mutation_p.S2F|ITCH_uc010zuj.1_5'UTRNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6GGTGGTATGTCTGACAGTGGA0.388

- 3 902CPNE1_uc010zvj.1_5'Flank|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.P224S|RBM12_uc002xds.2_Missense_Mutation_p.P224SNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN Pro-rich. 3GGAATCGGGGGCACAGGAGGC0.602

+ 9 2477DLGAP4_uc010zvp.1_Missense_Mutation_p.S681L|DLGAP4_uc002xfg.2_Intron|DLGAP4_uc002xfh.2_Intron|DLGAP4_uc002xfi.2_5'UTR|DLGAP4_uc002xfj.2_5'UTRNM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3TCCCACCTCTCGGAGGACAAC0.468

- 2 614NCOA5_uc002xrc.2_5'UTR|NCOA5_uc002xre.2_Missense_Mutation_p.S29FNM_020967 NP_066018 Q9HCD5 NCOA5_HUMANArg/Asp-rich (mixed charge).|Transcription repression.2TCGAATTGGGGATCGATCACG0.537

- 8 1235STAU1_uc002xua.2_Missense_Mutation_p.P194L|STAU1_uc002xub.2_Missense_Mutation_p.P200L|STAU1_uc002xuc.2_Missense_Mutation_p.P194L|STAU1_uc002xue.2_Missense_Mutation_p.P194L|STAU1_uc002xuf.2_Missense_Mutation_p.P200L|STAU1_uc002xug.2_Missense_Mutation_p.P275LNM_017453 NP_059347 O95793 STAU1_HUMAN 5GCTTGTCTGTGGCTGAGGAAC0.488

- 2 1037NFATC2_uc002xwc.2_Missense_Mutation_p.R273W|NFATC2_uc010zyv.1_Missense_Mutation_p.R54W|NFATC2_uc010zyw.1_Missense_Mutation_p.R54W|NFATC2_uc010zyx.1_Missense_Mutation_p.R253W|NFATC2_uc010zyy.1_Missense_Mutation_p.R54W|NFATC2_uc010zyz.1_Missense_Mutation_p.R54W|NFATC2_uc002xwe.2_Missense_Mutation_p.R253WNM_173091 NP_775114 Q13469 NFAC2_HUMAN3 X approximate SP repeats.|3; approximate. 2GAGGGGCTCCGGGAGCGCTGG0.726



- 77 10670 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin G-like 5. 3GCTCCTGGGAGGTCTGCGGGG0.687 rs141478116

- 7 1139 NM_005560 NP_005551 O15230 LAMA5_HUMAN 3GAGGCACTCACACTGGCACTC0.687

- 13 1442UCKL1_uc002yhj.2_Missense_Mutation_p.R110C|UCKL1_uc011abm.1_Missense_Mutation_p.R452C|UCKL1_uc011abn.1_RNANM_017859 NP_060329 Q9NWZ5 UCKL1_HUMAN 0AGGAGCACGCGCACTGCCATC0.637

+ 5 1116TCEA2_uc011abr.1_Splice_Site_p.H127_splice|TCEA2_uc010gkq.2_Splice_Site_p.H127_splice|TCEA2_uc010gks.2_Splice_Site_p.H154_splice|TCEA2_uc010gkt.2_Splice_Site_p.H127_splice|TCEA2_uc010gku.1_Splice_SiteNM_003195 NP_003186 Q15560 TCEA2_HUMAN 0CAGACGGACCGTGAGTGCGGC0.682

+ 3 3383SON_uc002ysb.1_Nonsense_Mutation_p.R1112*|SON_uc002ysc.2_Nonsense_Mutation_p.R1112*|SON_uc002ysd.2_Nonsense_Mutation_p.R103*|SON_uc002ysf.1_Intron|SON_uc002ysg.2_Nonsense_Mutation_p.R103*NM_138927 NP_620305 P18583 SON_HUMAN1-13.|14 X 6 AA repeats of [ED]-R-S-M-M-S. 6TGCAGCTGACCGATCTATGAT0.453

- 7 2111 NM_003906 NP_003897 O60318 MCM3A_HUMAN 5TGGCAAGGGCCGCAGCTCGTG0.612

- 11 1322HIRA_uc011agx.1_Missense_Mutation_p.E234K|HIRA_uc010grn.1_Missense_Mutation_p.E368K|HIRA_uc010gro.1_Missense_Mutation_p.E324K|HIRA_uc010grp.2_RNANM_003325 NP_003316 P54198 HIRA_HUMAN 1TTCTCCTCCTCGCTCAGGGGA0.557

+ 5 546CDC45_uc011agz.1_Missense_Mutation_p.R152H|CDC45_uc011aha.1_Missense_Mutation_p.R157H|CDC45_uc002zps.2_Missense_Mutation_p.R157H|CDC45_uc002zpt.2_Missense_Mutation_p.R111HNM_003504 NP_003495 O75419 CDC45_HUMAN 1TCTGAGAAGCGCACACGGTTA0.517

- 3 771TRMT2A_uc002zrl.1_Missense_Mutation_p.R186W|TRMT2A_uc002zrm.1_Silent_p.S6S|TRMT2A_uc002zrn.1_Missense_Mutation_p.R186W|TRMT2A_uc011ahk.1_Missense_Mutation_p.R186W|RANBP1_uc011ahl.1_5'Flank|RANBP1_uc002zro.1_5'Flank|RANBP1_uc002zrp.2_5'FlankNM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN Potential. 1AGCTGCTTCCGCTCAAGCTGC0.632

- 1 4573 NM_015672 NP_056487 0GCCCAGCTGGGGAGGTGTGAA0.572

+ 17 1567ADRBK2_uc003abw.2_Missense_Mutation_p.R361W|ADRBK2_uc003aby.3_RNANM_005160 NP_005151 P35626 ARBK2_HUMANAGC-kinase C-terminal. 7GATTCCTCCCCGGGGAGAAGT0.428

+ 4 549SRRD_uc003acp.3_Missense_Mutation_p.P174LNM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0GTATATGACCCTCTGTTTAGC0.448

+ 6 632EMID1_uc003aem.2_Missense_Mutation_p.S188N|EMID1_uc003aeo.2_Missense_Mutation_p.S188N|EMID1_uc003aep.2_Missense_Mutation_p.S188NNM_133455 NP_597712 Q96A84 EMID1_HUMAN Collagen-like. 0GCCCAGGGCAGCCCCGGAGAT0.493

+ 7 2163GAS2L1_uc010gvm.1_Missense_Mutation_p.R428H|GAS2L1_uc003afb.1_3'UTR|GAS2L1_uc003afc.1_Missense_Mutation_p.R655H|GAS2L1_uc003afd.1_3'UTR|GAS2L1_uc003afe.1_3'UTRNM_152236 NP_689422 Q99501 GA2L1_HUMAN 0GGCCCCCGCCGCCCCTCCGGA0.667

- 4 633GAL3ST1_uc003aih.1_Missense_Mutation_p.D165N|GAL3ST1_uc003aii.1_Missense_Mutation_p.D165N|GAL3ST1_uc010gvz.1_Missense_Mutation_p.D165NNM_004861 NP_004852 Q99999 G3ST1_HUMANLumenal (Potential). 0CGGGCGGGGTCGCGGAGCACC0.647

+ 3 527TCN2_uc003aiq.1_Missense_Mutation_p.K119N|TCN2_uc003air.1_IntronNM_000355 NP_000346 P20062 TCO2_HUMAN 1GGGGCCACAAGGGGGACAGGC0.617

+ 11 1705SMTN_uc003ajk.1_Missense_Mutation_p.P496L|SMTN_uc003ajm.1_Missense_Mutation_p.P496L|SMTN_uc011ale.1_Missense_Mutation_p.P550L|SMTN_uc011alf.1_Missense_Mutation_p.P552L|SMTN_uc003ajn.1_Missense_Mutation_p.P488L|SMTN_uc011alg.1_Intron|SMTN_uc003ajo.1_5'Flank|SMTN_uc011alh.1_5'Flank|SMTN_uc010gwe.1_5'FlankNM_006932 NP_008863 P53814 SMTN_HUMAN 3CGGGCGCCCCCGACCCTACTC0.622

+ 20 2447SFI1_uc003ald.1_3'UTR|SFI1_uc003alf.2_Missense_Mutation_p.R654H|SFI1_uc003alg.2_Missense_Mutation_p.R603H|SFI1_uc011alp.1_Missense_Mutation_p.R603H|SFI1_uc011alq.1_Missense_Mutation_p.R630H|SFI1_uc003alh.2_RNA|SFI1_uc010gwi.2_IntronNM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1CAGCTGCTGCGGTGAGTCTCC0.637

+ 7 1626TRIOBP_uc003atu.2_Missense_Mutation_p.T280R|TRIOBP_uc003atq.1_Missense_Mutation_p.T452R|TRIOBP_uc003ats.1_Missense_Mutation_p.T280RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.597

+ 7 2145TRIOBP_uc003atu.2_Missense_Mutation_p.R453T|TRIOBP_uc003atq.1_Missense_Mutation_p.R625T|TRIOBP_uc003ats.1_Missense_Mutation_p.R453TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GATAACCCCAGAACATCCTGT0.592

+ 15 5931TRIOBP_uc003atu.2_Missense_Mutation_p.R1715H|TRIOBP_uc003atv.2_Missense_Mutation_p.R174H|TRIOBP_uc003atw.2_Missense_Mutation_p.R174H|TRIOBP_uc003atx.1_5'Flank|TRIOBP_uc010gxh.2_5'FlankNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN PH. 1AAGACCGTACGTCCAACTTCA0.572

- 7 1038MKL1_uc003ayw.1_Missense_Mutation_p.Q277H|MKL1_uc010gye.1_Missense_Mutation_p.Q277H|MKL1_uc010gyf.1_Missense_Mutation_p.Q227HNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5GCTGCTGCTGCTGGTTGAGGA0.657

+ 7 1956_1957 NM_001429 NP_001420 Q09472 EP300_HUMAN 64TGGAGGTGTAGGAGTTCAAACG0.366

- 6 1011uc003bcd.1_Intron|CYP2D6_uc010gyu.2_Missense_Mutation_p.M1I|CYP2D6_uc003bcf.2_Missense_Mutation_p.M256INM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2AGGTGGTCACCATCCCGGCAG0.612

- 5 916CYP2D7P1_uc003bcg.2_5'Flank|CYP2D7P1_uc003bch.2_5'UTR|CYP2D7P1_uc010gyv.2_5'UTR|CYP2D7P1_uc010gyw.2_RNA|CYP2D7P1_uc010gyx.1_Nonsense_Mutation_p.R179*NR_002570 0GTCAGGTCTCGGGGTGGCTGG0.612

- 2 282 NM_022766 NP_073603 Q8TCT0 CERK1_HUMANRequired for binding to sulfatide and phosphoinositides.1TCCTCAACGGCGATGATCTCA0.443

- 33 5300PLXNB2_uc003bkt.1_Missense_Mutation_p.R524C|PLXNB2_uc003bku.1_Missense_Mutation_p.R717CNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CCACTCACGCGGCTCAGCTTA0.617

+ 14 1867SAPS2_uc003bky.1_Missense_Mutation_p.R482Q|SAPS2_uc003bkz.1_Missense_Mutation_p.R482Q|SAPS2_uc003blc.2_Missense_Mutation_p.R482Q|SAPS2_uc003bla.1_Missense_Mutation_p.R483Q|SAPS2_uc003bld.1_Missense_Mutation_p.R41QNM_014678 NP_055493 O75170 PP6R2_HUMAN 0CACCTCACACGGATCGCCAAC0.667

+ 15 2004SAPS2_uc003bky.1_Missense_Mutation_p.R528C|SAPS2_uc003bkz.1_Missense_Mutation_p.R528C|SAPS2_uc003blc.2_Missense_Mutation_p.R528C|SAPS2_uc003bla.1_Missense_Mutation_p.R529C|SAPS2_uc003bld.1_Missense_Mutation_p.R87CNM_014678 NP_055493 O75170 PP6R2_HUMAN 0GGAGACGAACCGCAGGAACAC0.692

+ 6 753CHL1_uc003bot.2_Missense_Mutation_p.P161L|CHL1_uc003bow.1_Missense_Mutation_p.P161L|CHL1_uc011asi.1_Missense_Mutation_p.P161LNM_006614 NP_006605 O00533 CHL1_HUMANIg-like C2-type 2.|Extracellular (Potential). 12GGCCTCCCACCTTTACACATT0.398

+ 49 6965ITPR1_uc010hca.1_Missense_Mutation_p.R2191P|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.R1176PNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21TTCTTTCTGCGGTCTGAAGAC0.423

- 8 790C3orf32_uc003bqz.2_Missense_Mutation_p.G182R|C3orf32_uc003bqt.2_Missense_Mutation_p.G131R|C3orf32_uc011atg.1_Missense_Mutation_p.G204R|C3orf32_uc003bqv.2_Missense_Mutation_p.G131R|C3orf32_uc003bqw.2_RNA|C3orf32_uc003bqx.2_RNA|C3orf32_uc003bqy.2_Missense_Mutation_p.G182RNM_015931 NP_057015 Q9Y2M2 CC032_HUMAN Cys-rich. p.G182E(1) 1CGCTTGGCTCCGCAGCAGGAT0.662

+ 14 1747ATG7_uc003bwd.2_Missense_Mutation_p.P544S|ATG7_uc011aum.1_Missense_Mutation_p.P505SNM_006395 NP_006386 O95352 ATG7_HUMAN 1TGCCAACATCCCTGGTTACAA0.493

- 5 1795IQSEC1_uc003bxu.3_Missense_Mutation_p.E474K|IQSEC1_uc011auw.1_Missense_Mutation_p.E582KNM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1AAGTCCATCTCGTCCACGACG0.612

- 4 692ZNF385D_uc010hfb.1_RNANM_024697 NP_078973 Q9H6B1 Z385D_HUMAN Matrin-type 1. 5GTGGGCCGCAGCCTGGCTCTA0.443

+ 19 2326ARPP21_uc003cga.2_Missense_Mutation_p.G669R|ARPP21_uc011axy.1_Missense_Mutation_p.G689R|ARPP21_uc003cgf.2_Missense_Mutation_p.G524R|ARPP21_uc003cgg.2_Missense_Mutation_p.G211RNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN Gln-rich. 3TGGTCAACAGGGATTCCAAGG0.468

+ 1 203SLC22A13_uc011aym.1_RNA|SLC22A13_uc011ayn.1_Missense_Mutation_p.C50YNM_004256 NP_004247 Q9Y226 S22AD_HUMANExtracellular (Potential). 1CCCCACCACTGTGCAGTGGCT0.532

+ 12 1074XYLB_uc011ayp.1_Missense_Mutation_p.C185F|XYLB_uc003cid.1_Missense_Mutation_p.C244FNM_005108 NP_005099 O75191 XYLB_HUMAN 1CACATCTTCTGCAACCCGGTT0.607

- 11 1751 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CTCTGCCTTTGGAGAGGATCT0.498

- 10 1662 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CTTTTTTTGGCAATCTTCATC0.378

+ 4 1315ZNF502_uc003cns.2_Missense_Mutation_p.K354E|ZNF502_uc011bab.1_Missense_Mutation_p.K354E|ZNF502_uc003cnt.2_Missense_Mutation_p.K354ENM_001134440 NP_001127912 Q8TBZ5 ZN502_HUMAN C2H2-type 8. 0CTATAAATGTAAAGAATGTGG0.388

- 9 2519 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANCytoplasmic (Potential). 3AGGGGAGCGAGGAGGTGGCTC0.587

- 3 542CDCP1_uc003con.2_Missense_Mutation_p.G136DNM_022842 NP_073753 Q9H5V8 CDCP1_HUMANExtracellular (Potential). 3CAGCTCTAAACCGATGCTCTT0.552

+ 2 905CCRL2_uc010hjg.2_Missense_Mutation_p.S219L|CCRL2_uc010hjf.2_Missense_Mutation_p.S207LNM_003965 NP_003956 O00421 CCRL2_HUMANHelical; Name=5; (Potential). 1ATGAACATTTCGGTTCTTGTC0.393

- 6 1135PRSS50_uc003cqf.1_Missense_Mutation_p.G273ENM_013270 NP_037402 Q9UI38 TSP50_HUMAN 0CAGGGCCTGCCCGTTGAGGCA0.657

- 22 7632CELSR3_uc003cuf.1_Missense_Mutation_p.G2521R|CELSR3_uc010hkf.2_5'Flank|CELSR3_uc010hkg.2_Missense_Mutation_p.G434RNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential). 11AAGTTGCGTCCGTGGAACACA0.597 rs118038433

+ 5 7862 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8ATTGCCGACAGCAGCGTGCAG0.637



- 2 941ABHD14B_uc010hly.2_Intron|ABHD14B_uc011bdy.1_Missense_Mutation_p.A18V|ABHD14B_uc003dcn.2_Missense_Mutation_p.A18V|ABHD14B_uc011bdz.1_Missense_Mutation_p.A18VNM_032750 NP_116139 Q96IU4 ABHEB_HUMAN 0GAAGAAGAGGGCCTGGCCCTG0.632

- 3 1034 NM_001947 NP_001938 Q16829 DUS7_HUMANTyrosine-protein phosphatase. 1GAGCGGGCTTCGTCTGAAACA0.607

+ 2 103GLYCTK_uc003ddq.2_Missense_Mutation_p.A3T|GLYCTK_uc003ddm.2_Intron|GLYCTK_uc003ddn.2_RNA|GLYCTK_uc003ddp.1_Missense_Mutation_p.A3T|GLYCTK_uc003ddr.2_5'FlankNM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0GGGCATGGCTGCAGCCCTGCA0.657

- 13 1599BAP1_uc003ddw.2_RNA|BAP1_uc010hmg.2_RNA|BAP1_uc010hmh.2_IntronNM_004656 NP_004647 Q92560 BAP1_HUMAN 65CTCAGAGGCCGTGTCTGTACT0.647

- 3 666FAM107A_uc003dko.2_Missense_Mutation_p.N67S|FAM107A_uc003dkn.2_Missense_Mutation_p.N36S|FAM107A_uc010hnm.2_Missense_Mutation_p.N64S|FAM107A_uc003dkp.1_Missense_Mutation_p.N36SNM_007177 NP_009108 O95990 F107A_HUMAN 0CTTCACGGGGTTCAGCAGCTT0.622

- 5 456_457SUCLG2_uc010hob.2_Missense_Mutation_p.A24ENM_003848 NP_003839 Q96I99 SUCB2_HUMAN ATP-grasp. 2CCAAGGCTTCAGCAACCATCAC0.485

+ 17 3210ROBO2_uc003dpz.2_Missense_Mutation_p.V860G|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.V860G|ROBO2_uc003dqa.2_5'UTRNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANExtracellular (Potential). 11ACTGATGTGGTGAAGCAACCA0.393

+ 1 599 NM_153605 NP_705833 0TTTATCCCTTCTCCAGTCAGT0.458

- 6 1095CBLB_uc011bhi.1_Missense_Mutation_p.P280L|CBLB_uc003dwd.1_Missense_Mutation_p.P258L|CBLB_uc003dwe.1_Missense_Mutation_p.P258L|CBLB_uc011bhj.1_RNANM_170662 NP_733762 Q13191 CBLB_HUMANCbl-PTB.|SH2-like. 9CATGTAACCTGGATGTGTCAC0.333

- 1 183GUCA1C_uc003dxk.2_Missense_Mutation_p.E39KNM_005459 NP_005450 O95843 GUC1C_HUMAN EF-hand 1. 0GTCTTAAATTCATGTAGTGTT0.388

- 16 1645MORC1_uc011bhn.1_Missense_Mutation_p.E520KNM_014429 NP_055244 Q86VD1 MORC1_HUMAN CW-type. 8TACCTGTTTTCCAAGCGGTTG0.274

- 3 207 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1TGATCCTTCCCCTTTGGTAAA0.323

- 5 793 NM_199420 NP_955452 O75417 DPOLQ_HUMANHelicase ATP-binding. 11TGAGAGTCTCCCAGCATATGT0.383

+ 15 1487SLC15A2_uc011bjn.1_Missense_Mutation_p.S414FNM_021082 NP_066568 Q16348 S15A2_HUMAN 1TCCATCAAATCCTTTCAGGTG0.323

- 7 753_754MYLK_uc011bjw.1_Missense_Mutation_p.E158K|MYLK_uc003egp.2_Missense_Mutation_p.E158K|MYLK_uc003egq.2_Missense_Mutation_p.E158K|MYLK_uc003egr.2_Missense_Mutation_p.E158K|MYLK_uc003egs.2_5'UTR|MYLK_uc010hrs.1_Missense_Mutation_p.E158KNM_053025 NP_444253 Q15746 MYLK_HUMAN 9GGTGGGCACTCCCCCCAGATGC0.55

+ 5 857KALRN_uc010hrv.1_Missense_Mutation_p.E244K|KALRN_uc003ehf.1_Missense_Mutation_p.E244K|KALRN_uc011bjy.1_Missense_Mutation_p.E244KNM_001024660 NP_001019831 O60229 KALRN_HUMAN Spectrin 1. 6CCCTGTGGAGGAGCTGGACCG0.627

+ 1 215UMPS_uc003ehm.3_RNA|UMPS_uc011bka.1_5'UTR|UMPS_uc011bkb.1_5'UTR|UMPS_uc011bkc.1_5'UTR|UMPS_uc003ehn.3_5'UTR|UMPS_uc011bkd.1_5'UTR|hsa-mir-544b|MI0014159_5'FlankNM_000373 NP_000364 P11172 UMPS_HUMAN OPRTase. 1CTCCCCCATCTACATCGATCT0.602

+ 11 1353RUVBL1_uc003eke.2_Intron|RUVBL1_uc003ekf.2_Intron|SEC61A1_uc003ekc.2_Missense_Mutation_p.V337A|SEC61A1_uc003ekd.2_Missense_Mutation_p.V270A|SEC61A1_uc003ekg.2_Missense_Mutation_p.V84ANM_013336 NP_037468 P61619 S61A1_HUMANCytoplasmic (Potential). 1ACCCTGCAGGTTGCAAAGCAG0.562

+ 15 4413COL6A6_uc003eni.3_5'UTRNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANTriple-helical region. 8GGAGAAGTTGGGGAAAATGGA0.373

+ 19 1865ATP2C1_uc011blg.1_Missense_Mutation_p.P582L|ATP2C1_uc011blh.1_Missense_Mutation_p.P543L|ATP2C1_uc011bli.1_Missense_Mutation_p.P582L|ATP2C1_uc003enk.2_Missense_Mutation_p.P532L|ATP2C1_uc003enm.2_Missense_Mutation_p.P548L|ATP2C1_uc003enn.2_Missense_Mutation_p.P532L|ATP2C1_uc003eno.2_Missense_Mutation_p.P548L|ATP2C1_uc003enp.2_Missense_Mutation_p.P548L|ATP2C1_uc003enq.2_Missense_Mutation_p.P548L|ATP2C1_uc003enr.2_Missense_Mutation_p.P548L|ATP2C1_uc003ens.2_Missense_Mutation_p.P548L|ATP2C1_uc003ent.2_Missense_Mutation_p.P548L|ATP2C1_uc003enu.2_Missense_Mutation_p.P226LNM_014382 NP_055197 P98194 AT2C1_HUMANCytoplasmic (By similarity). 1ATTGATCCACCTAGAACTGGT0.418

+ 6 567DNAJC13_uc010htq.1_Missense_Mutation_p.G168RNM_015268 NP_056083 O75165 DJC13_HUMAN 2TTATCAAGGAGGATTTTGTAT0.328

- 2 529AMOTL2_uc003eqg.1_Nonsense_Mutation_p.Q80*|AMOTL2_uc003eqh.1_Nonsense_Mutation_p.Q80*NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1TCACCGCCCTGGTGCTCCTGG0.672

+ 7 814PCCB_uc003eqz.1_Splice_Site_p.G255_splice|PCCB_uc011bmc.1_Splice_Site_p.G275_splice|PCCB_uc011bmd.1_Splice_Site_p.G172_spliceNM_000532 NP_000523 P05166 PCCB_HUMAN 0ACCATGTCAGGTGAGAGGCCT0.473

+ 10 1909HPS3_uc011bnq.1_Missense_Mutation_p.R425H|HPS3_uc003ewv.1_5'FlankNM_032383 NP_115759 Q969F9 HPS3_HUMAN 6GTTCTGGCCCGCACGGACTGG0.398 rs145158238

- 6 1083WWTR1_uc003exf.2_Missense_Mutation_p.R356H|WWTR1_uc011bns.1_Missense_Mutation_p.R356H|WWTR1_uc003exh.2_Missense_Mutation_p.R356HNM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4ATCAGGGAAACGGGTCTGTTG0.413

+ 2 1200MCF2L2_uc003fli.1_Intron|MCF2L2_uc003flj.1_Intron|MCF2L2_uc011bqr.1_Intron|B3GNT5_uc003fll.2_Missense_Mutation_p.H224Y|B3GNT5_uc003flm.2_Missense_Mutation_p.H224YNM_032047 NP_114436 Q9BYG0 B3GN5_HUMANLumenal (Potential). 1TGGTCGTGTTCATCGTGGTGC0.438

+ 18 2597YEATS2_uc003flz.2_Translation_Start_SiteNM_018023 NP_060493 Q9ULM3 YETS2_HUMAN Gly-rich. 4AGTGGTGGGAGTGGTGCCgga0.224

+ 13 1512DVL3_uc011bqw.1_Missense_Mutation_p.F441L|DVL3_uc003fmt.2_Missense_Mutation_p.F129L|DVL3_uc003fmu.2_Missense_Mutation_p.F290LNM_004423 NP_004414 Q92997 DVL3_HUMAN DEP. 3TGTGGAAGGCTTCACGGACCG0.582

+ 3 2238FAM131A_uc003fob.1_Intron|FAM131A_uc003foc.2_Missense_Mutation_p.A238T|FAM131A_uc003foe.2_Missense_Mutation_p.A238TNM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1GGAGGAGCCAGCCCCCTGCAA0.662

+ 1 1377 NM_153690 NP_710157 Q8N2R8 FA43A_HUMAN 1GCCGACGCGCGGCTGCCCAAG0.706

+ 5 607OSTalpha_uc010iac.1_Missense_Mutation_p.E20K|OSTalpha_uc003fwe.2_Missense_Mutation_p.E3KNM_152672 NP_689885 Q86UW1 OSTA_HUMANHelical; (Potential). 1GGTCATGGTGGAAGGCTTTGG0.507

- 27 4028GAK_uc003gbn.3_Missense_Mutation_p.D1198N|GAK_uc003gbk.3_Missense_Mutation_p.D74N|GAK_uc010ibi.2_Missense_Mutation_p.D502N|GAK_uc010ibj.2_RNA|GAK_uc003gbl.3_Missense_Mutation_p.D1130NNM_005255 NP_005246 O14976 GAK_HUMAN J. 4CTCACCTTGTCGGGGTGCACA0.532

+ 6 772MAEA_uc003gdb.2_Missense_Mutation_p.D207N|MAEA_uc011bvb.1_Missense_Mutation_p.D180N|MAEA_uc003gdc.2_Missense_Mutation_p.R181Q|MAEA_uc003gdd.2_RNA|MAEA_uc011bvc.1_Missense_Mutation_p.D247N|MAEA_uc011bvd.1_Missense_Mutation_p.D200N|MAEA_uc010ibt.2_Intron|MAEA_uc010ibu.2_RNANM_001017405 NP_001017405 Q7L5Y9 MAEA_HUMAN 2CTTCCCGCCCGACACGCACAT0.602

- 8 1229ZFYVE28_uc011bvk.1_Missense_Mutation_p.A234T|ZFYVE28_uc011bvl.1_Missense_Mutation_p.A274T|ZFYVE28_uc003gew.1_Missense_Mutation_p.A190TNM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3GCCAGGGCAGCGGGTCCCTGC0.657

+ 8 3378RGS12_uc010ics.1_Missense_Mutation_p.S24F|RGS12_uc003ggv.2_Missense_Mutation_p.S825F|RGS12_uc003ggy.1_Missense_Mutation_p.S223F|RGS12_uc010ict.1_Missense_Mutation_p.S177F|RGS12_uc003ggz.2_Missense_Mutation_p.S177F|RGS12_uc010icu.1_Missense_Mutation_p.S24F|RGS12_uc011bvs.1_Missense_Mutation_p.S167F|RGS12_uc003gha.2_Missense_Mutation_p.S167F|RGS12_uc010icv.2_Missense_Mutation_p.S24F|RGS12_uc003ghb.2_Missense_Mutation_p.S24FNM_198229 NP_937872 O14924 RGS12_HUMAN RGS. 1TTTCTGAAGTCCCCGCTGTAC0.587

- 4 949JAKMIP1_uc010idb.1_Missense_Mutation_p.E225K|JAKMIP1_uc010idc.1_Missense_Mutation_p.E60K|JAKMIP1_uc010idd.1_Missense_Mutation_p.E225K|JAKMIP1_uc011bwc.1_Missense_Mutation_p.E60K|JAKMIP1_uc003giv.3_Missense_Mutation_p.E225K|JAKMIP1_uc010ide.2_Missense_Mutation_p.E225KNM_144720 NP_653321 Q96N16 JKIP1_HUMANPotential.|Mediates association with microtubules. 4ACGCCAAGTTCCTTCTCCAAG0.542

+ 3 404GBA3_uc010iep.2_Intron|GBA3_uc011bxo.1_Missense_Mutation_p.D106NNM_020973 NP_066024 Q9H227 GBA3_HUMAN 0CAAGATCATCGATGATTTGTT0.363

+ 19 2512LIMCH1_uc003gvv.3_Missense_Mutation_p.E820K|LIMCH1_uc003gvw.3_Missense_Mutation_p.E819K|LIMCH1_uc003gvx.3_Missense_Mutation_p.E832K|LIMCH1_uc003gwe.3_Missense_Mutation_p.E743K|LIMCH1_uc003gvy.3_Missense_Mutation_p.E648K|LIMCH1_uc003gwa.3_Missense_Mutation_p.E660K|LIMCH1_uc003gvz.3_Missense_Mutation_p.E1204K|LIMCH1_uc011byu.1_Missense_Mutation_p.E653K|LIMCH1_uc003gwc.3_Missense_Mutation_p.E665K|LIMCH1_uc003gwd.3_Missense_Mutation_p.E653K|LIMCH1_uc011byv.1_Missense_Mutation_p.E570K|LIMCH1_uc011byw.1_Missense_Mutation_p.E119KNM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN Glu-rich. 4ATACTATGAGGAGGTAGGAAA0.478

+ 8 1293GABRB1_uc011bze.1_Missense_Mutation_p.D237NNM_000812 NP_000803 P18505 GBRB1_HUMANHelical; (Probable). 2CAAAGCGATTGATATTTATCT0.453

- 3 465KDR_uc003hat.1_Missense_Mutation_p.G55R|KDR_uc011bzx.1_Missense_Mutation_p.G55RNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 1.|Extracellular (Potential). 33TCCCTCTGTCCCCTGAAAAAT0.428

+ 10 1396PAICS_uc011cac.1_Nonsense_Mutation_p.Q389*|PAICS_uc003hbt.1_Nonsense_Mutation_p.Q396*|PAICS_uc003hbu.1_Nonsense_Mutation_p.Q389*|PAICS_uc010ihd.1_Nonsense_Mutation_p.Q390*NM_006452 NP_006443 P22234 PUR6_HUMANAIR carboxylase. 0ATTTGCTGCTCAGATATTTGG0.413

- 12 2270EPHA5_uc003hcx.2_Missense_Mutation_p.R625C|EPHA5_uc003hcz.2_Missense_Mutation_p.R671C|EPHA5_uc011cah.1_Missense_Mutation_p.R694C|EPHA5_uc011cai.1_Missense_Mutation_p.R672C|EPHA5_uc003hda.2_Missense_Mutation_p.R694CNM_004439 NP_004430 P54756 EPHA5_HUMANCytoplasmic (Potential).|Protein kinase. 24AGTTTCAAACGTCCACTACAA0.358

- 1 1833LOC550112_uc003hdl.3_Intron|GNRHR_uc003hdm.2_Missense_Mutation_p.L28FNM_000406 NP_000397 P30968 GNRHR_HUMANExtracellular (Potential). 1AGAGTGGGGAGGTTGCCCTGC0.463

- 7 713 NM_182502 NP_872308 Q86T26 TM11B_HUMANPeptidase S1.|Extracellular (Potential). 1CATGCCCCCTCCAGGGAGCTT0.502

+ 1 331UGT2B28_uc010ihr.2_Missense_Mutation_p.S110LNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TTATATTTTTCACAAGAACAA0.294

+ 2 778UGT2B28_uc010ihr.2_Missense_Mutation_p.R259QNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TGGCTTATGCGAAACTCCTGG0.398

+ 13 917 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4ATGTTTCCAGGATTTGGAGGC0.507



+ 27 4724PTPN13_uc003hpy.2_Splice_Site_p.G1420_splice|PTPN13_uc003hqa.2_Splice_Site_p.G1396_splice|PTPN13_uc003hqb.2_Splice_Site_p.G1224_splice|PTPN13_uc003hqc.1_5'FlankNM_080683 NP_542414 Q12923 PTN13_HUMAN 6CTAATTTTTAGGTGATCGCGT0.383

+ 4 467HERC3_uc003hrv.2_Missense_Mutation_p.D101N|HERC3_uc011cdn.1_5'UTRNM_014606 NP_055421 Q15034 HERC3_HUMAN RCC1 2. 4GGCCCTCAGTGACCGAGGCCA0.512

+ 8 1097MTTP_uc011cej.1_Missense_Mutation_p.D308NNM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4CAAAGCAGTTGATTCAAAGTA0.463

- 40 6518CENPE_uc003hxc.1_Missense_Mutation_p.S2022LNM_001813 NP_001804 Q02224 CENPE_HUMANKinetochore-binding domain.|Potential. 9ATAGGGAAGTGAGAGGTTTGC0.363

+ 12 1960_1961GSTCD_uc003hxy.3_Missense_Mutation_p.G543K|GSTCD_uc011cfb.1_Missense_Mutation_p.G253KNM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2CATGATTGTGGGAGTCCCCATT0.45

+ 9 962ANK2_uc003ibd.3_Nonsense_Mutation_p.R267*|ANK2_uc003ibf.3_Nonsense_Mutation_p.R288*|ANK2_uc003ibc.2_Nonsense_Mutation_p.R264*|ANK2_uc011cgb.1_Nonsense_Mutation_p.R303*NM_001148 NP_001139 Q01484 ANK2_HUMAN ANK 8. p.R288*(1) 14CTTACTGGATCGAGGCGGTCA0.428 rs146907003

+ 2 1719 NM_152618 NP_689831 Q6ZW61 BBS12_HUMAN 2AACCCAGTTACTGCACAGATG0.413

+ 9 10450FAT4_uc011cgp.1_Missense_Mutation_p.D1782N|FAT4_uc003ifi.1_Missense_Mutation_p.D962NNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 33.|Extracellular (Potential).p.D3484N(2) 18TTTGGCTGTTGATTCAGGGAC0.458 rs143981594

+ 13 12422FAT4_uc011cgp.1_Missense_Mutation_p.G2404E|FAT4_uc003ifi.1_Missense_Mutation_p.G1619ENM_024582 NP_078858 Q6V0I7 FAT4_HUMANLaminin G-like 1.|Extracellular (Potential). 18GCAGTCAATGGAAGGCCTCTG0.413

+ 2 292_293ARFIP1_uc003inb.2_Missense_Mutation_p.P6F|ARFIP1_uc003ina.2_Missense_Mutation_p.P6F|ARFIP1_uc003inc.2_Missense_Mutation_p.P6F|ARFIP1_uc011cij.1_Missense_Mutation_p.P6FNM_001025595 NP_001020766 P53367 ARFP1_HUMAN 1TCAAGAATCTCCCAAAAATTCA0.347

- 7 1324GLRA3_uc003itz.1_Missense_Mutation_p.S274LNM_006529 NP_006520 O75311 GLRA3_HUMANHelical; (Probable). 3GATCCAGAATGAAACCCAGGA0.478

- 2 273AGA_uc003iuv.1_5'Flank|AGA_uc003iuw.2_5'FlankNM_000027 NP_000018 P20933 ASPG_HUMAN 0CCTACAGAGCCGTCACACTGC0.507

- 7 860 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANLumenal (Potential). 2TCCTTGCCACGTCCATGTGAT0.617

- 4 532 IRX4_uc011cmf.1_5'UTRNM_016358 NP_057442 P78413 IRX4_HUMAN 0GTCCATGGTTCCATACCTGGA0.677

- 4 441 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1TTAAGAAGGCGGGTGATCCTC0.517

- 19 3314CTNND2_uc010itt.2_Missense_Mutation_p.P966S|CTNND2_uc011cmy.1_Missense_Mutation_p.P720S|CTNND2_uc011cmz.1_Missense_Mutation_p.P624S|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.P649SNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8GAGATGGAGGGCGTGCGGGAG0.577

- 56 9455DNAH5_uc003jfc.2_5'FlankNM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 4 (By similarity). 31GATTTCCAAACTGCAGTCAAT0.413

- 3 1083MARCH11_uc010itw.1_Missense_Mutation_p.M46INM_001102562 NP_001096032 A6NNE9 MARHB_HUMANHelical; (Potential). 0ACACTAGATCCATAAAACCAT0.448

- 4 930CDH18_uc003jgd.2_Missense_Mutation_p.D185N|CDH18_uc011cnm.1_Missense_Mutation_p.D185NNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 2. 7TCATCTGCATCAGTAGCTGTC0.433

- 2 380CDH18_uc003jgd.2_Missense_Mutation_p.M1I|CDH18_uc011cnm.1_Missense_Mutation_p.M1INM_004934 NP_004925 Q13634 CAD18_HUMAN 7 TAGTAATTTTCATTGTAAGAT0.428

+ 3 321 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6GGGAGACTGGGAGAAAACTCG0.428

- 12 2476CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCytoplasmic (Potential). 12TAGCCTTTCATTAATGAAATC0.463

- 30 3957RNASEN_uc003jhh.2_Missense_Mutation_p.A1163T|RNASEN_uc003jhi.2_Missense_Mutation_p.A1163TNM_013235 NP_037367 Q9NRR4 RNC_HUMANNecessary for interaction with DGCR8 and pri-miRNA processing activity.|RNase III 2.0TTGGTTATGGCGTACTCCTGC0.527

+ 9 2135PDZD2_uc003jhm.2_Missense_Mutation_p.V583I|PDZD2_uc011cnx.1_Missense_Mutation_p.V409INM_178140 NP_835260 O15018 PDZD2_HUMAN 9TCGGCCATCCGTCATCTCGAT0.463

+ 20 4268PDZD2_uc003jhm.2_Missense_Mutation_p.E1294KNM_178140 NP_835260 O15018 PDZD2_HUMAN 9CTCCCCGGGGGAGAAAGCAGC0.657

+ 20 5993PDZD2_uc003jhm.2_Missense_Mutation_p.A1869TNM_178140 NP_835260 O15018 PDZD2_HUMAN 9GAAGAGTCCGGCAGAAATGCT0.512

- 34 6808C5orf42_uc011coy.1_Missense_Mutation_p.G693R|C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.G1268R|C5orf42_uc003jkr.1_Missense_Mutation_p.G226RNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7TGAGTATTTCCAGCAGGAGCT0.433

- 22 2202RICTOR_uc003jlo.2_Splice_Site_p.D726_splice|RICTOR_uc010ivf.2_Splice_Site_p.D441_spliceNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10TGTTATACTCACATCAGTAGC0.318

- 6 857C6_uc003jml.1_Missense_Mutation_p.G216ENM_000065 NP_000056 P13671 CO6_HUMAN MACPF. 7TTTACATATTCCTCCAGTGAA0.423

+ 28 2855IPO11_uc011cqr.1_Missense_Mutation_p.G929R|IPO11_uc010iwr.2_Missense_Mutation_p.G154R|IPO11_uc003jte.2_Missense_Mutation_p.G8RNM_016338 NP_057422 Q9UI26 IPO11_HUMAN 4TCCTGAAACAGGAACTTATAA0.333

+ 4 1287MARVELD2_uc010ixf.2_Missense_Mutation_p.N398D|MARVELD2_uc003jwr.1_Missense_Mutation_p.N410D|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0CTCAGAAGTTAATTTCAAGGA0.423

- 2 2573ENC1_uc011css.1_Missense_Mutation_p.P408LNM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 4. 3GTAACGCCAGGGCTGGGGACA0.507

+ 18 1958PDE8B_uc003kfb.2_Missense_Mutation_p.G618E|PDE8B_uc003kfc.2_Missense_Mutation_p.G583E|PDE8B_uc003kfd.2_Missense_Mutation_p.G591E|PDE8B_uc003kfe.2_Missense_Mutation_p.G541ENM_003719 NP_003710 O95263 PDE8B_HUMANCatalytic (By similarity). 0ATATCCCAGGGAAGCCTCGAT0.567

- 4 1551ANKRD34B_uc003kgw.2_Missense_Mutation_p.P401S|ANKRD34B_uc010jan.2_Missense_Mutation_p.P401SNM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1AATTGGGAAGGAGATGGTGAG0.488

+ 1 271 NR_003719 0TCATGTGTTTGGGTTTCTTCT0.443

+ 11 2122GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GGTATACATTCCCTTACATCG0.363

+ 49 10328GPR98_uc003kjt.2_Missense_Mutation_p.A1117V|GPR98_uc003kjv.2_Missense_Mutation_p.A1011VNM_032119 NP_115495 Q8WXG9 GPR98_HUMANEAR 4.|Extracellular (Potential). 16CTGACCGTGGCCTTGTTCAAC0.473

+ 75 16226GPR98_uc003kjt.2_Missense_Mutation_p.G3083E|GPR98_uc003kjw.2_Missense_Mutation_p.G1038ENM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TCCCAGAGTGGACTAGAACTC0.388

+ 20 2646PAM_uc003kns.2_Missense_Mutation_p.G651E|PAM_uc003knt.2_Missense_Mutation_p.G758E|PAM_uc003knu.2_Missense_Mutation_p.G758E|PAM_uc003knv.2_Missense_Mutation_p.G758E|PAM_uc011cuz.1_Missense_Mutation_p.G661E|PAM_uc003knz.2_5'UTRNM_000919 NP_000910 P19021 AMD_HUMANPeptidyl-alpha-hydroxyglycine alpha- amidating lyase (By similarity).|Intragranular (Potential).0CCTGTACAAGGATTTGTGATG0.398

+ 2 1436 NM_207317 NP_997200 Q6S9Z5 ZN474_HUMAN 0CACACAAGACGCATTAGGTGA0.478 rs76983161

+ 3 324SNCAIP_uc011cwl.1_5'UTR|SNCAIP_uc010jct.2_Missense_Mutation_p.E40K|SNCAIP_uc003ksx.1_Missense_Mutation_p.E87K|SNCAIP_uc003ksy.1_Silent_p.T24T|SNCAIP_uc003ksz.1_Silent_p.T24T|SNCAIP_uc010jcu.2_Silent_p.T24T|SNCAIP_uc011cwm.1_Silent_p.T24T|SNCAIP_uc003kta.1_Silent_p.T22T|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Silent_p.T24T|SNCAIP_uc010jcx.1_Missense_Mutation_p.E40KNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2TACGCAAAACGAAGACAGATC0.478

+ 1 541PCDHA1_uc003lha.2_Missense_Mutation_p.D181N|PCDHA1_uc003lgz.2_Missense_Mutation_p.D181NNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 2.|Extracellular (Potential). 1TTTCTCTTTGGATGTAGAGGC0.423

+ 1 1853PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.A618VNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 6.|Extracellular (Potential). 8ACCGGCGGTGCGCGCATCCCG0.677

+ 1 1789PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.P563Q|PCDHA4_uc011daa.1_Missense_Mutation_p.P563QNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 5.|Extracellular (Potential). 6GACAACGCGCCAGCACTGCTA0.677

+ 1 2140PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGA6_uc003ljy.1_5'Flank|PCDHGB3_uc011dat.1_Missense_Mutation_p.R714C|PCDHGA6_uc011dau.1_5'FlankNM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANCytoplasmic (Potential). 0AATCTCCCTGCGCCTGCGATG0.582

- 23 12656GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Missense_Mutation_p.V822MNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6TCTGGCATCACGACTGGGGTT0.622

- 11 9177GM2A_uc011dcs.1_IntronNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 27. 6GAATTCATGCGCCCCAGGGCC0.463



- 4 579GLRA1_uc003lur.2_Missense_Mutation_p.D98N|GLRA1_uc003lus.2_Missense_Mutation_p.D15NNM_001146040 NP_001139512 P23415 GLRA1_HUMANExtracellular (Probable). 2AGGCGGGGGTCGTTCCATTGC0.517

+ 3 907MFAP3_uc010jib.2_Missense_Mutation_p.R131C|MFAP3_uc011ddb.1_5'UTRNM_001135037 NP_001128509 P55082 MFAP3_HUMANIg-like C2-type.|Extracellular (Potential). 0CTCTCCAATTCGTGCCTCCTA0.443

+ 6 1477ADAM19_uc003lww.1_Intron|NIPAL4_uc011ddq.1_Missense_Mutation_p.S435LNM_001099287 NP_001092757 Q0D2K0 NIPA4_HUMANCytoplasmic (Potential). 0AGCACCTCATCACCAGAAGAG0.478

- 10 1392GABRB2_uc011deh.1_Intron|GABRB2_uc003lyr.1_Intron|GABRB2_uc003lyt.1_Intron|GABRB2_uc010jiu.1_IntronNM_021911 NP_068711 P47870 GBRB2_HUMANCytoplasmic (Probable). 0 AGAGAGAAATCGTaattggta0.184 rs150956270

+ 35 3574DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.P657QNM_004946 NP_004937 Q92608 DOCK2_HUMANDHR-2.|Interaction with CRKL. 7GCAGAGCACCCAACCATTGCC0.587

- 4 839MGAT4B_uc003mkp.2_Missense_Mutation_p.S12L|MGAT4B_uc003mkq.2_Missense_Mutation_p.S12L|MGAT4B_uc003mkr.2_Missense_Mutation_p.S172LNM_014275 NP_055090 Q9UQ53 MGT4B_HUMANLumenal (Potential). 0AGTCAGGTACGAGTGCACCTC0.682

+ 7 1592FARS2_uc003mwr.2_Missense_Mutation_p.R419HNM_006567 NP_006558 O95363 SYFM_HUMAN FDX-ACB. 0ATCACGTACCGCCACATGGAA0.592

+ 10 3560RREB1_uc003mxb.2_Missense_Mutation_p.P1057L|RREB1_uc010jnx.2_Missense_Mutation_p.P1057LNM_001003698 NP_001003698 Q92766 RREB1_HUMAN Pro-rich. 11CCAAAGCCCCCCGTGACAGAA0.657

+ 5 723PHACTR1_uc011dir.1_Missense_Mutation_p.E131K|PHACTR1_uc003nag.1_Missense_Mutation_p.E131K|PHACTR1_uc003nah.1_Missense_Mutation_p.E131KNM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0GAAGAAAAGCGAAAAGTTCAA0.438

- 2 119TBC1D7_uc011dis.1_RNA|TBC1D7_uc003nan.2_Missense_Mutation_p.R10C|TBC1D7_uc003nal.2_Missense_Mutation_p.R10C|TBC1D7_uc003nam.2_Missense_Mutation_p.R10C|TBC1D7_uc003nao.2_Missense_Mutation_p.R10C|TBC1D7_uc010jpd.2_Missense_Mutation_p.R10C|TBC1D7_uc003nap.2_Missense_Mutation_p.R10C|TBC1D7_uc003naq.2_Missense_Mutation_p.R10CNM_016495 NP_057579 Q9P0N9 TBCD7_HUMAN 1TATACTGAACGAAAGTTTCTC0.388

+ 1 275ZKSCAN4_uc011dlb.1_5'FlankNM_001007531 NP_001007532 Q5M9Q1 NKAPL_HUMAN 2GCGAGGGCGGCTCCCAAGATT0.617

- 4 3842 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 gagttcatttcgtatttcaaa 0

+ 5 561DDR1_uc010jse.2_Missense_Mutation_p.G101D|DDR1_uc003nrq.2_Missense_Mutation_p.G101D|DDR1_uc003nrs.2_Missense_Mutation_p.G101D|DDR1_uc003nrt.2_Missense_Mutation_p.G101D|DDR1_uc011dms.1_Missense_Mutation_p.G119D|DDR1_uc011dmt.1_Missense_Mutation_p.G127D|DDR1_uc003nru.2_Missense_Mutation_p.G101D|DDR1_uc011dmu.1_Missense_Mutation_p.G101D|DDR1_uc003nrv.2_Missense_Mutation_p.G101D|DDR1_uc003nrw.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential).|F5/8 type C. 9GCTCTGGTGGGCACCCAGGGA0.672

- 2 626PSORS1C1_uc003nsl.1_Intron|PSORS1C1_uc010jsj.1_Intron|PSORS1C1_uc003nsn.1_IntronNM_014069 NP_054788 Q9UIG4 PS1C2_HUMAN 0TCCTGCCGGCCAAGGGTCGTC0.667

+ 6 761BAT2_uc011dnv.1_RNA|BAT2_uc003nvc.3_Missense_Mutation_p.P171L|BAT2_uc003nve.2_Missense_Mutation_p.P34LNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats. 0GAGGAATTTCCGACCCTGCAG0.577

+ 9 1100BAT2_uc011dnv.1_RNA|BAT2_uc003nvc.3_Missense_Mutation_p.R284H|BAT2_uc003nve.2_3'UTRNM_080686 NP_542417 P48634 PRC2A_HUMAN1-3.|4 X 57 AA type A repeats. 0CGTTTTCCCCGTGTGGCGGGC0.493

+ 16 2984BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.G912DNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats. 0GGAGGCCAGGGCCCCCCACCA0.692

+ 25 3229C4A_uc011doz.1_Missense_Mutation_p.R1060WNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0CCAGCAGTTTCGGAAGGCGGA0.612

- 15 5777 NM_019105 NP_061978 P22105 TENX_HUMAN 0GTAATGGCGACGGCCGAGATG0.642

- 3 589TAPBP_uc010jus.1_Nonsense_Mutation_p.R140*|TAPBP_uc003ody.2_Nonsense_Mutation_p.R140*|TAPBP_uc003odz.2_Nonsense_Mutation_p.R140*|TAPBP_uc010jut.1_Intron|TAPBP_uc011drc.1_Nonsense_Mutation_p.R140*NM_003190 NP_003181 O15533 TPSN_HUMANLumenal (Potential). 1GGCTGTGGTCGCAAGAGGCTG0.602

+ 31 4219 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CGATGTGGTCGTGTTCTACAA0.612

- 2 425SPDEF_uc011dsq.1_Missense_Mutation_p.A4TNM_012391 NP_036523 O95238 SPDEF_HUMAN 5CCCGGGCTGGCGCTGCCCATG0.667

+ 62 9419 uc003oof.1_Intron NM_001371 NP_001362 21TACTTCATTTCAAGATCAAGG0.358

+ 10 1062GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANCytoplasmic (Potential). 5TGGTATCCAAACTGAAGGCCA0.547

- 2 1327 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMANLRRCT.|Extracellular (Potential). 3ATGAGAGGCGGCTCGCACACA0.622

+ 8 1336FOXP4_uc003oqm.2_Missense_Mutation_p.S291F|FOXP4_uc003oqn.2_Missense_Mutation_p.S292FNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1CCCAGCTCTTCCCACGAGGAG0.632

+ 12 2933CUL9_uc003oul.2_Missense_Mutation_p.R953Q|CUL9_uc010jyk.2_Missense_Mutation_p.R105QNM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12CTACTGATTCGATCCCTGGTT0.597

+ 1 361SLC22A7_uc010jyl.1_Missense_Mutation_p.A88T|SLC22A7_uc003ous.2_Missense_Mutation_p.A88TNM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0CTATCCCCAGGCTCTCCCCAA0.637

- 7 1041GTPBP2_uc010jyv.2_Missense_Mutation_p.R247Q|GTPBP2_uc003ovt.1_Missense_Mutation_p.R335QNM_019096 NP_061969 Q9BX10 GTPB2_HUMAN 2CTTGAGGACCCGCTCCAGCTG0.597

+ 16 1568TMEM63B_uc003ows.2_Missense_Mutation_p.E405K|TMEM63B_uc010jyz.2_RNANM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3AGCCTTCTTTGAAGCCCACTG0.597

+ 7 1184RUNX2_uc011dvy.1_Missense_Mutation_p.R325Q|RUNX2_uc003oxt.2_Missense_Mutation_p.R311QNM_001024630 NP_001019801 Q13950 RUNX2_HUMANPro/Ser/Thr-rich. 3TCTTCCACACGGGGCACTGGG0.592

- 22 2282COL21A1_uc010jzz.2_Missense_Mutation_p.E69K|COL21A1_uc011dxg.1_Missense_Mutation_p.E69K|COL21A1_uc011dxh.1_Missense_Mutation_p.E69K|COL21A1_uc003pcr.2_Silent_p.E41ENM_030820 NP_110447 Q96P44 COLA1_HUMANCollagen-like 4. 2TATCCTGGTTCTCCTGGGGAA0.418

+ 30 4688BAI3_uc010kak.2_Splice_Site_p.R1414_splice|BAI3_uc011dxx.1_Splice_Site_p.R620_spliceNM_001704 NP_001695 O60242 BAI3_HUMAN 50ATATCTTACAGAGAAGAAAAT0.234

- 9 1057COL9A1_uc003pfe.3_5'Flank|COL9A1_uc003pff.3_Missense_Mutation_p.P57SNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4GGGCCCGGGGGGCCCTTAGGA0.577

- 3 590GPR63_uc003pou.2_Missense_Mutation_p.P38SNM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANExtracellular (Potential). 2CTGAGGTCAGGATGCTGGAAT0.473

+ 6 1091WISP3_uc003pvn.2_RNA|WISP3_uc003pvo.2_Nonsense_Mutation_p.W345*NM_003880 NP_003871 O95389 WISP3_HUMAN CTCK. 0CATTTAAATGGAAGATGCTGT0.373

+ 8 882NT5DC1_uc003pwk.2_Missense_Mutation_p.P255S|NT5DC1_uc003pwl.2_Missense_Mutation_p.P213SNM_152729 NP_689942 Q5TFE4 NT5D1_HUMAN 0AAGTCAGAGACCTTTCCGGAC0.398

- 32 5474ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANFibronectin type-III 9.|Extracellular (Potential). 25AGTAATTTGGGAATGCCTGGT0.338

+ 2 662GJA1_uc011ebo.1_Missense_Mutation_p.G39S|GJA1_uc011ebp.1_IntronNM_000165 NP_000156 P17302 CXA1_HUMANCytoplasmic (Potential). 2GTTCAAGTACGGTATTGAAGA0.443

+ 14 2737NCOA7_uc003qae.3_Missense_Mutation_p.S763N|NCOA7_uc003qah.2_Missense_Mutation_p.S752N|NCOA7_uc003qai.2_Missense_Mutation_p.S763N|NCOA7_uc010ket.2_Missense_Mutation_p.S648N|NCOA7_uc003qak.2_Missense_Mutation_p.S40NNM_181782 NP_861447 Q8NI08 NCOA7_HUMAN 3AGCACATGCAGCTACTATGAA0.507

+ 3 279ARG1_uc003qco.1_Missense_Mutation_p.G74E|ARG1_uc010kfm.1_Missense_Mutation_p.G82E|MED23_uc003qcq.2_IntronNM_000045 NP_000036 P05089 ARGI1_HUMAN 1AGGTCTGTGGGAAAAGCAAGC0.483

- 1 931ENPP3_uc003qcu.3_Intron|ENPP3_uc010kfq.2_Intron|ENPP3_uc003qcv.2_IntronNM_001145659 NP_001139131 A4FU28 CTGE9_HUMAN 0GCTCCTTTCGGAGGATCATCT0.368

- 2 524IL20RA_uc011edl.1_5'UTR|IL20RA_uc003qhk.2_5'UTR|IL20RA_uc010kgy.1_RNANM_014432 NP_055247 Q9UHF4 I20RA_HUMANExtracellular (Potential). 4GAGACACAGGGAACTGAAAAA0.353

- 6 3204LATS1_uc010kif.1_Nonsense_Mutation_p.R781*|LATS1_uc003qmv.1_Nonsense_Mutation_p.R886*NM_004690 NP_004681 O95835 LATS1_HUMANProtein kinase. 6TCTCCACATCGACAGCTTGAG0.473

+ 2 521 NM_030949 NP_112211 Q8TAE6 PP14C_HUMAN 0GAGAGAGCTTCAAAATTACAG0.443

- 43 6870SYNE1_uc003qot.3_Missense_Mutation_p.E2097K|SYNE1_uc003qou.3_Missense_Mutation_p.E2090K|SYNE1_uc010kjb.1_Missense_Mutation_p.E2073KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential).|Potential. 45TTCTGATATTCTCTCATTAAG0.368

- 5 1302RSPH3_uc010kju.2_Missense_Mutation_p.R275Q|RSPH3_uc003qry.1_Missense_Mutation_p.R371QNM_031924 NP_114130 Q86UC2 RSPH3_HUMAN Potential. 2TTTTTCTTCTCGGTGTCGCCT0.388



- 6 728PHF10_uc011egz.1_Missense_Mutation_p.E215K|PHF10_uc011eha.1_Missense_Mutation_p.E68KNM_018288 NP_060758 Q8WUB8 PHF10_HUMAN SAY. 1TCCATGCGTTCCCGGTTTAAG0.368

+ 2 436CHST12_uc003smd.2_Missense_Mutation_p.V101MNM_018641 NP_061111 Q9NRB3 CHSTC_HUMANLumenal (Potential). 1GGAGGAGAGCGTGAGAGGCTA0.687

- 4 1024RADIL_uc003sng.1_RNA|RADIL_uc003sni.1_5'Flank|RADIL_uc011jwc.1_Missense_Mutation_p.P44L|RADIL_uc011jwd.1_RNANM_018059 NP_060529 Q96JH8 RADIL_HUMAN 7GCTGATGCTGGGCTTGCTGGA0.682

+ 13 1897USP42_uc010kth.1_Missense_Mutation_p.V525M|USP42_uc011jwp.1_Missense_Mutation_p.V592M|USP42_uc011jwq.1_Missense_Mutation_p.V399M|USP42_uc011jwr.1_Missense_Mutation_p.V437MNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5CTCCCAGCCCGTGATGAATGG0.537

+ 15 3238USP42_uc011jwp.1_Missense_Mutation_p.E1039K|USP42_uc011jwq.1_Missense_Mutation_p.E846K|USP42_uc011jwr.1_Missense_Mutation_p.E884KNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Arg-rich. 5CCACTACACCGAGGGCGAGCG0.692

+ 2 326RAC1_uc003spw.2_Missense_Mutation_p.P29SNM_006908 NP_008839 P63000 RAC1_HUMAN 2CAATGCATTTCCTGGAGAATA0.353

- 7 2138 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential). 3CGGGCATGGGGCATCACAGGC0.522

+ 3 517KLHL7_uc003svr.3_Splice_Site_p.T53_splice|KLHL7_uc011jys.1_Splice_Site|KLHL7_uc011jyt.1_Intron|KLHL7_uc003svt.2_Splice_Site_p.T27_splice|KLHL7_uc003svp.2_Splice_Site_p.T53_splice|KLHL7_uc003svq.2_Splice_Site_p.T75_splice|KLHL7_uc011jyu.1_Splice_Site_p.T53_spliceNM_001031710 NP_001026880 Q8IXQ5 KLHL7_HUMAN 0CTTCATTGTAGCTAACATGCT0.383

- 2 140DFNA5_uc003swz.2_Intron|DFNA5_uc003sxa.1_Missense_Mutation_p.D18N|DFNA5_uc010kut.1_Intron|DFNA5_uc003sxb.2_Missense_Mutation_p.D18N|DFNA5_uc003sxc.2_Missense_Mutation_p.D18NNM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1GCAATCAGGTCACCATCAGCA0.373

+ 3 1630EVX1_uc011jzn.1_Missense_Mutation_p.L200F|EVX1_uc010kuy.1_3'UTRNM_001989 NP_001980 P49640 EVX1_HUMAN 1GGACTCCTTCCTCACCTTCGC0.726

+ 16 1488ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.R401H|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.R450H|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.R450H|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.R449H|uc003tcg.2_5'FlankNM_001118 NP_001109 P41586 PACR_HUMANCytoplasmic (Potential). 1AAGGTGAACCGTTACTTCGCT0.587

+ 12 1680OGDH_uc011kbx.1_Missense_Mutation_p.P520L|OGDH_uc011kby.1_Missense_Mutation_p.P374L|OGDH_uc003tlp.2_Missense_Mutation_p.P535L|OGDH_uc011kbz.1_Missense_Mutation_p.P319L|OGDH_uc003tlo.1_Missense_Mutation_p.P357LNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TTCACGCAGCCGCTCATGTAC0.572

+ 15 2542 NM_021116 NP_066939 Q08828 ADCY1_HUMANCytoplasmic (Potential). 6CAACCTCCTGCCGGCCCACGT0.607

- 22 3234TNS3_uc003tnw.2_Missense_Mutation_p.P956LNM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4GGAAACCATGGGCTTGGGGCT0.602

- 45 6761C7orf69_uc003toa.1_Intron|PKD1L1_uc003tob.2_5'UTRNM_138295 NP_612152 Q8TDX9 PK1L1_HUMANCytoplasmic (Potential). 11GCGCAGGTGGCGAGCTTGTTG0.657

- 26 4149 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN 11ATTGCACTTACCTTATTAGAG0.338

+ 26 9800ABCA13_uc010kys.1_Missense_Mutation_p.D333N|ABCA13_uc003tos.1_Missense_Mutation_p.D85NNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ATTCCTTAGCGATTCTAATAT0.368

+ 4 329NCF1_uc010lbs.1_Missense_Mutation_p.A87T|NCF1_uc011kfh.1_IntronNM_000265 NP_000256 P14598 NCF1_HUMAN PX. 1GCAGCGGGCCGCCGAGAACCG0.652

+ 12 2240DTX2_uc011kgk.1_Missense_Mutation_p.F471L|DTX2_uc003ufg.3_Missense_Mutation_p.F562L|DTX2_uc003ufh.3_Missense_Mutation_p.F562L|DTX2_uc003ufj.3_Missense_Mutation_p.F515L|DTX2_uc003ufk.3_Missense_Mutation_p.F193L|DTX2_uc003ufm.3_Missense_Mutation_p.F275L|DTX2_uc003ufn.3_Missense_Mutation_p.F147LNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2GCGGCTCATCTTCACAGTGGG0.463

- 3 2846PCLO_uc003uhv.2_Missense_Mutation_p.E853KNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TTGGGTTCTTCCTTCTTTTGT0.483

- 16 2063 NM_006080 NP_006071 Q14563 SEM3A_HUMANIg-like C2-type. 4ATAGATGATTCTCTCTTCAGG0.408

+ 3 1246STEAP2_uc003ujy.2_Missense_Mutation_p.G327S|STEAP2_uc010len.2_Missense_Mutation_p.G285S|STEAP2_uc003uka.2_Missense_Mutation_p.G285S|STEAP2_uc003ukb.2_Missense_Mutation_p.G285S|STEAP2_uc003ukc.2_Missense_Mutation_p.G285S|STEAP2_uc003ukd.2_Missense_Mutation_p.G285SNM_152999 NP_694544 Q8NFT2 STEA2_HUMANFerric oxidoreductase. 2ACTTTATTACGGCACCAAGTA0.408

- 3 3481_3482SAMD9_uc003umg.2_Missense_Mutation_p.H1076YNM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7TTGAACCGATGGATACTTTCAA0.381

+ 44 3376COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9TCATGGCCCCGTGGGTCCTGC0.537

+ 6 711ARPC1B_uc003uqa.2_Missense_Mutation_p.V208I|ARPC1B_uc003uqb.2_Missense_Mutation_p.V208I|ARPC1B_uc003uqc.2_Missense_Mutation_p.V208I|ARPC1B_uc003uqd.2_Missense_Mutation_p.V20INM_005720 NP_005711 O15143 ARC1B_HUMAN 0GGTACATGGCGTCTGTTTCTC0.637

+ 3 773ZKSCAN1_uc003usj.2_Missense_Mutation_p.R184Q|ZKSCAN1_uc003usl.1_Missense_Mutation_p.R149Q|ZKSCAN1_uc003usm.1_IntronNM_003439 NP_003430 P17029 ZKSC1_HUMAN 3CATTCGTCTCGGAAACCCCGC0.532

+ 15 1678STAG3_uc010lgs.1_Missense_Mutation_p.R296Q|STAG3_uc011kjk.1_Missense_Mutation_p.R450Q|STAG3_uc003uub.1_5'FlankNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GCAGGGGCTCGGCTGAAGGAC0.562

- 12 2599EPHB4_uc003uwm.1_Missense_Mutation_p.S610F|EPHB4_uc010lhj.1_Missense_Mutation_p.S703FNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CCGCAGGAAGGAGTCCAGGGC0.607

+ 8 1007PMPCB_uc010liu.1_Missense_Mutation_p.R325C|PMPCB_uc003vbk.1_Missense_Mutation_p.R325C|PMPCB_uc003vbm.2_Missense_Mutation_p.R234C|PMPCB_uc010liv.2_Missense_Mutation_p.R231C|PMPCB_uc010liw.2_Missense_Mutation_p.R234C|PMPCB_uc011kll.1_Missense_Mutation_p.R220C|PMPCB_uc011klm.1_Missense_Mutation_p.R200CNM_004279 NP_004270 O75439 MPPB_HUMAN 4CAACTGGGATCGCTCTTTTGG0.403

+ 17 2528MLL5_uc010ljc.2_Missense_Mutation_p.R665H|MLL5_uc010lje.1_RNANM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3GGACAGCAGCGTCGGAGACAC0.398

- 9 1107SRPK2_uc003vcu.2_Missense_Mutation_p.T307I|SRPK2_uc003vcv.2_Missense_Mutation_p.T318I|SRPK2_uc003vcw.1_Missense_Mutation_p.T307INM_182691 NP_872633 P78362 SRPK2_HUMANProtein kinase. 6TGCAGCTGAGGTGATGTTTTC0.473

- 4 1488 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34GAAATCTCTTCGTAAACATCC0.363

+ 10 1472ASB15_uc003vkw.1_Missense_Mutation_p.E394KNM_080928 NP_563616 Q8WXK1 ASB15_HUMAN ANK 8. 3CAATAATTATGAAATTGTCAG0.428

- 4 673PAX4_uc003vmf.2_Missense_Mutation_p.G154D|PAX4_uc003vmg.1_Missense_Mutation_p.G156D|PAX4_uc003vmh.2_Missense_Mutation_p.G154DNM_006193 NP_006184 O43316 PAX4_HUMAN 1TGGGTGGGTACCCCGGGGAGT0.572

- 4 750 NM_001708 NP_001699 P03999 OPSB_HUMANHelical; Name=6; (Potential). 0TCACAACCACCATGCGGCTCA0.567

+ 2 368RAB19_uc011krc.1_Missense_Mutation_p.R57HNM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0TTTACCGTGCGTTCCCTTGAT0.438

- 1 608DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.D155N|DENND2A_uc003vvw.2_Missense_Mutation_p.D155N|DENND2A_uc003vvx.2_Missense_Mutation_p.D155NNM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4GAGAGGGGATCGTTCTGAAAG0.602

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 13 1565 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2TATACCAATCCCAACTGTGCT0.363

+ 1 240 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0AGAGAAAACGCCCTCTGCAGG0.547

+ 1 698 NM_001004685 NP_001004685 O95006 OR2F2_HUMANCytoplasmic (Potential). 4TCCAGAGAAGGAAGAAAGAAA0.512

- 7 1413 NM_004911 NP_004902 P13667 PDIA4_HUMAN 6GGCCCGCTTACCTGGACGTCC0.562

+ 12 1459 SSPO_uc010lpl.1_IntronNM_198455 NP_940857 A2VEC9 SSPO_HUMAN TIL 1. 0ACCCAGCTGCGAGGCGGTGGG0.672

+ 3 836GIMAP5_uc010lpu.2_Missense_Mutation_p.D20HNM_018384 NP_060854 Q96F15 GIMA5_HUMANCytoplasmic (Potential). 2CCAGGCCCTGGATGACTATGT0.552

- 6 1403KCNH2_uc003wib.2_Missense_Mutation_p.I124F|KCNH2_uc011kux.1_Missense_Mutation_p.I368F|KCNH2_uc003wid.2_Missense_Mutation_p.I124F|KCNH2_uc003wie.2_Missense_Mutation_p.I464FNM_000238 NP_000229 Q12809 KCNH2_HUMANHelical; Name=Segment S2; (Potential). 4ATGTCCACAATGAACATGATG0.607

- 3 406VIPR2_uc010lqx.2_RNA|VIPR2_uc010lqy.2_RNANM_003382 NP_003373 P41587 VIPR2_HUMANExtracellular (Potential). 2TTTGGGCAGGGCACCGTGACG0.567

- 32 5419CSMD1_uc011kwj.1_Missense_Mutation_p.D1069N|CSMD1_uc003wqe.2_Missense_Mutation_p.D833NNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 10. 25TCTGCCAAATCATTCAGGGCT0.423



+ 3 621AGPAT5_uc011kwm.1_IntronNM_018361 NP_060831 Q9NUQ2 PLCE_HUMAN 0TTGTTGCTGACATCTTGGCCA0.473

+ 4 805BLK_uc003wtz.2_Missense_Mutation_p.R4QNM_001715 NP_001706 P51451 BLK_HUMAN SH3. 3ATGAATGATCGGGACCTGCAG0.567

+ 19 3399PCM1_uc011kyh.1_Missense_Mutation_p.V993I|PCM1_uc003wyj.3_Missense_Mutation_p.V994INM_006197 NP_006188 Q15154 PCM1_HUMAN 36GCTCTCTTACGTAGAAGAGAA0.413

- 5 680ASAH1_uc010ltb.1_RNA|ASAH1_uc003wym.2_Missense_Mutation_p.T123I|ASAH1_uc003wyn.2_Missense_Mutation_p.T139I|ASAH1_uc003wyo.2_Missense_Mutation_p.T117INM_177924 NP_808592 Q13510 ASAH1_HUMAN 0AGGTATATCAGTAACAGCGGC0.323

- 13 1577SLC18A1_uc003wzl.2_Missense_Mutation_p.S156F|SLC18A1_uc003wzm.2_Missense_Mutation_p.S369F|SLC18A1_uc011kyr.1_Missense_Mutation_p.S369F|SLC18A1_uc003wzn.2_Missense_Mutation_p.S337F|SLC18A1_uc010ltf.2_RNA|SLC18A1_uc003wzo.2_Missense_Mutation_p.S337FNM_001135691 NP_001129163 P54219 VMAT1_HUMANHelical; (Potential). 2CCCGATTAGGGAACACAGCCA0.468

+ 14 1774XPO7_uc010lti.2_Missense_Mutation_p.R567C|XPO7_uc010ltk.2_Missense_Mutation_p.R559CNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5TGAACAGTTTCGTAAGATCTA0.483

+ 4 530ADAMDEC1_uc010lub.2_Missense_Mutation_p.E25K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E25KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2AGACTACACTGAAACATTGTA0.468

+ 2 235ADAM7_uc003xea.1_Missense_Mutation_p.R41QNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5ATACAGAAGCGAGATACTGGA0.403

+ 9 906ADAM7_uc003xec.2_Missense_Mutation_p.E37KNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANPeptidase M12B.|Extracellular (Potential). 5TTCAAATATAGAAACTACCTT0.318

+ 3 443BNIP3L_uc010luh.1_Intron|BNIP3L_uc010lui.1_Missense_Mutation_p.D67N|BNIP3L_uc003xey.2_Missense_Mutation_p.D67NNM_004331 NP_004322 O60238 BNI3L_HUMAN 0GATCATGTTTGATGTGGAAAT0.398

+ 3 445BNIP3L_uc010luh.1_Intron|BNIP3L_uc010lui.1_Missense_Mutation_p.D67E|BNIP3L_uc003xey.2_Missense_Mutation_p.D67ENM_004331 NP_004322 O60238 BNI3L_HUMAN 0TCATGTTTGATGTGGAAATGC0.398

+ 5 1324SCARA3_uc003xgb.1_Missense_Mutation_p.E395KNM_016240 NP_057324 Q6AZY7 SCAR3_HUMANExtracellular (Potential). 4CCATGCCGAGGAGCTCTACTA0.602

- 2 175ZNF395_uc003xgt.2_5'UTR|FBXO16_uc003xgv.2_Missense_Mutation_p.N25T|FBXO16_uc003xgw.2_Missense_Mutation_p.N25TNM_172366 NP_758954 Q8IX29 FBX16_HUMAN 1TAGCTGATGGTTTAGGGGTGT0.373

+ 9 1048ADAM32_uc011lch.1_Missense_Mutation_p.L275P|ADAM32_uc003xmu.3_Missense_Mutation_p.L268PNM_145004 NP_659441 Q8TC27 ADA32_HUMANPeptidase M12B.|Extracellular (Potential). 3TATCTTAACCTAAGGCCTCAT0.303

+ 8 850MCM4_uc003xql.1_Missense_Mutation_p.S252L|MCM4_uc011ldi.1_Missense_Mutation_p.S239L|MCM4_uc010lxw.1_RNANM_182746 NP_877423 P33991 MCM4_HUMAN 4TACCCTGACTCAATCTTAGAA0.328

+ 14 2076MCM4_uc003xql.1_Missense_Mutation_p.R661C|MCM4_uc011ldi.1_Missense_Mutation_p.R648CNM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4CTATGACAGGCGTCTGGCTCA0.463 rs144738849

- 17 2692PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2GGGGCTGGAGCGCGCGAAGAG0.662

+ 5 1047 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1AGGCTGGAGGCCGACAAGGCC0.677

- 22 2009NSMAF_uc011lee.1_Missense_Mutation_p.E630KNM_003580 NP_003571 Q92636 FAN_HUMAN 1AAAGACTCTTCACCTGGAGAG0.363

+ 5 1781YTHDF3_uc010lys.2_Missense_Mutation_p.A433S|YTHDF3_uc003xuz.2_Missense_Mutation_p.A433S|YTHDF3_uc003xva.2_Missense_Mutation_p.A433S|YTHDF3_uc011len.1_Missense_Mutation_p.A433SNM_152758 NP_689971 Q7Z739 YTHD3_HUMAN YTH. 0TAATGCGTATGCTGGTGTCTG0.418

- 16 2734ARFGEF1_uc003xxl.1_Missense_Mutation_p.R236CNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN SEC7. 8AGAAACATACGAAGGGCTGAA0.398

- 10 3078SLCO5A1_uc010lzb.2_Missense_Mutation_p.R736W|SLCO5A1_uc011lfa.1_RNA|SLCO5A1_uc003xyk.2_3'UTRNM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANCytoplasmic (Potential). 4GATCTAGTCCGGGCATTGTCG0.572

- 3 219CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.G7R|CA1_uc003ydi.2_Missense_Mutation_p.G7RNM_001738 NP_001729 P00915 CAH1_HUMAN 2TCATCATATCCCCAGTCTGGA0.328

+ 4 623INTS8_uc003yha.1_Missense_Mutation_p.P166L|INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_5'FlankNM_017864 NP_060334 Q75QN2 INT8_HUMAN 0CAGGCAAAACCCGGACCCCCT0.353

+ 42 7898VPS13B_uc003yiw.2_Missense_Mutation_p.S2571FNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20ATAGTTGATTCTGTATTTGTA0.443 rs145208175

- 22 2984UBR5_uc003yks.1_Missense_Mutation_p.R984QNM_015902 NP_056986 O95071 UBR5_HUMAN Poly-Ser. 28ACATTACCTTCGGCTACTTGA0.413

+ 2 1099 NM_003301 NP_003292 P34981 TRFR_HUMANCytoplasmic (Potential). 3AGGAGTCAGACCATTTCAGCA0.473

+ 1 250SLC30A8_uc010mcz.2_Intron|SLC30A8_uc011lia.1_Translation_Start_Site|SLC30A8_uc003yog.2_Translation_Start_SiteNM_173851 NP_776250 Q8IWU4 ZNT8_HUMANCytoplasmic (Potential). 4CTTGAAAGAACGTATCTTGTG0.428

- 2 193SAMD12_uc010mda.1_Missense_Mutation_p.E22K|SAMD12_uc010mdb.1_RNANM_207506 NP_997389 Q8N8I0 SAM12_HUMAN 1TTAATACCTTCAGCATGGGCA0.418

+ 7 960COL14A1_uc003yoy.2_5'UTR|COL14A1_uc010mde.1_IntronNM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 1. 12CCATATAAAGGAGGAAATACA0.363

- 9 2444ADCY8_uc010mds.2_IntronNM_001115 NP_001106 P40145 ADCY8_HUMANHelical; (Potential). 6AGCAAACTTTGTATTGCCGTG0.353

+ 10 2265 NM_003235 NP_003226 P01266 THYG_HUMANThyroglobulin type-1 7. 15CCTCAGGACGGTGCAGGCCCT0.527 rs145363255

- 11 1988 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANCollagen-like 1.|Pro-rich.|Gly-rich. 13ACCTTTCTCTCCCTTAGGTCC0.587

- 6 1294 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANTSP N-terminal. 13GGGAACACATCCCTGGAGAAA0.522 rs145554134

+ 13 1399 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2GGAGCTGCGCCCTCCCTGACC0.687

- 1 4908 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 27. 2CCCGAACATTCCTGCTTTGAA0.627

+ 9 1275 NM_003801 NP_003792 O43292 GPAA1_HUMAN 0GATTGGGCTACGCTCTGGAAC0.637

- 6 1275SHARPIN_uc003zbb.2_RNANM_030974 NP_112236 Q9H0F6 SHRPN_HUMANUbiquitin-like.|Interaction with SHANK1 (By similarity). 1CACGGCTGGCGGGAAACCGAG0.652

- 25 2779 NM_013291 NP_037423 Q10570 CPSF1_HUMANNuclear localization signal (Potential). 1TTCTTCTCACGGAAGTTGATG0.642

+ 12 4202KANK1_uc003zgn.1_Splice_Site_p.D1185_splice|KANK1_uc003zgs.1_Splice_Site_p.D1027_splice|KANK1_uc010mgx.1_Splice_Site_p.D163_splice|KANK1_uc010mgy.1_Splice_Site_p.D97_splice|KANK1_uc003zgt.1_Splice_Site_p.D97_spliceNM_015158 NP_055973 Q14678 KANK1_HUMAN 4TTAGATGCCGGTATGTTGGCT0.522

+ 3 659VLDLR_uc003zhl.1_Nonsense_Mutation_p.R88*|VLDLR_uc003zhm.1_RNA|VLDLR_uc003zhn.1_Nonsense_Mutation_p.R88*NM_003383 NP_003374 P98155 VLDLR_HUMANExtracellular (Potential).|LDL-receptor class A 2. 3TGTTCCCAGCCGATGGAAGTG0.453

+ 27 5048ADAMTSL1_uc003znf.3_Missense_Mutation_p.G342S|ADAMTSL1_uc003zng.1_Missense_Mutation_p.G32SNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5GACACGGGATGGCATCACCTT0.527

- 2 553MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_Silent_p.A169ANM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 4.p.0?(1112)|p.P114L(21)|p.?(13)|p.P114H(3)|p.H83fs*2(2)|p.P114S(2)|p.A68fs*3(1)|p.P114P(1)|p.V115fs*11(1)3678CAGGTCCACGGGCAGACGGCC0.731 rs121913386

- 1 1687 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26TTCTCATCAGGAATTTCCAAA0.483

+ 36 4421UNC13B_uc003zwr.2_Missense_Mutation_p.F1377VNM_006377 NP_006368 O14795 UN13B_HUMAN MHD2. 5GAAGAAAACCTTCCTGGAGAA0.512

- 6 994TLN1_uc003zxu.3_Missense_Mutation_p.L214FNM_006289 NP_006280 Q9Y490 TLN1_HUMAN FERM. 13ACATACAGGAGGTTCAGCTGT0.577

+ 1 287 NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN 0TTCCGGCGGCGGGGCCACCTG0.542



+ 18 2026MELK_uc011lpm.1_Missense_Mutation_p.R499W|MELK_uc011lpn.1_Missense_Mutation_p.R589W|MELK_uc011lpo.1_Missense_Mutation_p.R436W|MELK_uc010mll.2_Missense_Mutation_p.R598W|MELK_uc011lpp.1_Missense_Mutation_p.R582W|MELK_uc010mlm.2_Missense_Mutation_p.R559W|MELK_uc011lpq.1_Missense_Mutation_p.R436W|MELK_uc011lpr.1_Missense_Mutation_p.R559W|MELK_uc011lps.1_Missense_Mutation_p.R550WNM_014791 NP_055606 Q14680 MELK_HUMAN KA1. 6CAGGAGGCAGCGGCTTAAGGG0.453

- 3 1430 NM_003028 NP_003019 Q15464 SHB_HUMANMediates interaction with LAT, FAK1, JAK1 and JAK3. 3TGCTGGGACCGGACACTTTCC0.512

+ 2 146 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1GCTGCTTAGCCTCCAGGGCAG0.602

- 8 3852_3853 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0CCCTTTGCTCTGAATCTGTGAT0.45

- 4 999 NM_016848 NP_058544 Q92529 SHC3_HUMAN PID. 4CAGACTGGCCGTGGAGATGGT0.547

- 23 4108PTCH1_uc010mrn.2_Missense_Mutation_p.P99L|PTCH1_uc010mro.2_Missense_Mutation_p.P1156L|PTCH1_uc010mrp.2_Missense_Mutation_p.P1156L|PTCH1_uc010mrq.2_Missense_Mutation_p.P1156L|PTCH1_uc004avl.3_Missense_Mutation_p.P1156L|PTCH1_uc010mrr.2_Missense_Mutation_p.P1241L|PTCH1_uc004avm.3_Missense_Mutation_p.P1306LNM_000264 NP_000255 Q13635 PTC1_HUMANCytoplasmic (Potential). 379GCCTTCTCTGGGGGGGTCCCT0.657

- 38 7118SVEP1_uc010mty.2_Missense_Mutation_p.P187SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 14. 7CAGTCGAGAGGAACACACATC0.483

- 5 1510 NM_001101338 NP_001094808 P0CG24 ZN883_HUMAN C2H2-type 3. 0TCCCCAGTATGGACTCTTTGA0.363

- 7 705ALAD_uc011lxe.1_Missense_Mutation_p.S151L|ALAD_uc004bhl.3_Missense_Mutation_p.S197LNM_000031 NP_000022 P13716 HEM2_HUMAN 0CATCATGTCCGACGGGGCTAC0.627

+ 18 4798PAPPA_uc011lxq.1_Missense_Mutation_p.E848KNM_002581 NP_002572 Q13219 PAPP1_HUMAN Sushi 4. 9TGTCTGCCAGGAGATGCAAGG0.537

- 24 2990 NM_001735 NP_001726 P01031 CO5_HUMAN 2TGCAGACAAGATCTCACCTAC0.428

+ 3 315MORN5_uc011lyn.1_Missense_Mutation_p.D85N|MORN5_uc011lyo.1_IntronNM_198469 NP_940871 Q5VZ52 MORN5_HUMAN 0GCATTACTGCGACGGCTATGA0.507

+ 2 191MRRF_uc004bmc.2_Missense_Mutation_p.V26I|MRRF_uc011lyq.1_Missense_Mutation_p.V47I|MRRF_uc010mvz.1_RNA|MRRF_uc010mwa.2_Missense_Mutation_p.V26I|MRRF_uc011lyr.1_Missense_Mutation_p.V26I|MRRF_uc004bmd.2_Missense_Mutation_p.V26I|MRRF_uc004bme.2_RNANM_138777 NP_620132 Q96E11 RRFM_HUMAN 3TATCAGACCCGTTTCAGAAGT0.463 rs140821991

+ 7 1774CRB2_uc004bnw.1_Missense_Mutation_p.P561LNM_173689 NP_775960 Q5IJ48 CRUM2_HUMANExtracellular (Potential).|Laminin G-like 1. 1TCGGCAACTCCGCTGCCTGCC0.682

+ 6 627NEK6_uc004bof.2_Missense_Mutation_p.V178M|NEK6_uc004boh.2_Missense_Mutation_p.V194M|NEK6_uc010mwj.2_Missense_Mutation_p.V113M|NEK6_uc010mwk.2_Missense_Mutation_p.V160M|NEK6_uc004boi.2_Missense_Mutation_p.V160MNM_014397 NP_055212 Q9HC98 NEK6_HUMANProtein kinase. 3GTGCAGCGCCGTGGAGCACAT0.607

+ 7 819WDR38_uc011lzn.1_Missense_Mutation_p.R244C|WDR38_uc011lzo.1_Missense_Mutation_p.R255C|WDR38_uc011lzp.1_Missense_Mutation_p.R206CNM_001045476 NP_001038941 Q5JTN6 WDR38_HUMAN WD 6. 0CGGCTATTCCCGCATGGTAAC0.612

- 5 1145SH2D3C_uc010mxo.2_Missense_Mutation_p.G175R|SH2D3C_uc004bry.2_Missense_Mutation_p.G177R|SH2D3C_uc004brz.3_5'UTR|SH2D3C_uc011mak.1_5'UTR|SH2D3C_uc004bsa.2_Missense_Mutation_p.G178R|SH2D3C_uc004bsb.2_Missense_Mutation_p.G267RNM_170600 NP_733745 Q8N5H7 SH2D3_HUMAN 1CTCCCCTGTCCCAGGCCATAG0.657

+ 11 1480DNM1_uc010mxr.2_Missense_Mutation_p.R465W|DNM1_uc011mat.1_Missense_Mutation_p.R465WNM_004408 NP_004399 Q05193 DYN1_HUMAN 2CACCCACATCCGGGAGCGCGA0.697

- 6 1271ASB6_uc004bye.1_Missense_Mutation_p.E294K|ASB6_uc004byg.1_3'UTR|ASB6_uc011mbt.1_Missense_Mutation_p.E290K|ASB6_uc010myx.1_Missense_Mutation_p.E340KNM_017873 NP_060343 Q9NWX5 ASB6_HUMAN SOCS box. 0GGATAGCTCTCCAGCTGCCTC0.607

+ 33 6032NUP214_uc004cah.2_Missense_Mutation_p.P1964L|NUP214_uc004cai.2_Missense_Mutation_p.P1404L|NUP214_uc010mzg.2_RNA|NUP214_uc011mcg.1_Missense_Mutation_p.P800LNM_005085 NP_005076 P35658 NU214_HUMANPro/Ser/Thr-rich.|11 X 3 AA approximate repeats.|11 X 5 AA approximate repeats.|18 X 4 AA approximate repeats.16GGTGCTGCTCCAGTGTTTGGC0.537

- 11 2639TTF1_uc011mcp.1_RNA|TTF1_uc004cbm.2_Nonsense_Mutation_p.R348*NM_007344 NP_031370 Q15361 TTF1_HUMAN 4AAGATGTCTCGAAATGGGAAA0.313

- 4 990ADAMTS13_uc004cdp.3_5'Flank|REXO4_uc011mde.1_Missense_Mutation_p.R127S|REXO4_uc011mdf.1_Missense_Mutation_p.R127S|REXO4_uc004cdn.2_Missense_Mutation_p.R15S|REXO4_uc004cdo.2_IntronNM_020385 NP_065118 Q9GZR2 REXO4_HUMANExonuclease. 0ATGGACACACGGGCGGCCATG0.557

+ 7 1470 NM_000093 NP_000084 P20908 CO5A1_HUMANNonhelical region. 11GGGGAGGAGAACCCCGACCAG0.592

- 17 2635NOTCH1_uc004cia.1_Missense_Mutation_p.R109WNM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 23; calcium-binding (Potential).856GCGCCGTGCCGGCACGGGCTC0.701

- 21 3308ABCA2_uc011mel.1_Missense_Mutation_p.D1055N|ABCA2_uc004ckl.1_Missense_Mutation_p.D985N|ABCA2_uc004ckm.1_Missense_Mutation_p.D1085N|ABCA2_uc004ckn.1_RNANM_001606 NP_001597 Q9BZC7 ABCA2_HUMANABC transporter 1. 0GTGCGGATGTCGTGCCCGTAG0.632

+ 7 1269EHMT1_uc004coa.2_Missense_Mutation_p.G411D|EHMT1_uc004cob.1_Missense_Mutation_p.G380DNM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3GAGGAAGGCGGTGACGAGTCT0.587

- 2 1285 NM_178129 NP_835230 Q86VZ1 P2RY8_HUMANCytoplasmic (Potential). 5CCTGGTGGCTCCCTCCATCCC0.706

- 7 764SCML2_uc004cyk.3_RNA|SCML2_uc010nfd.1_Missense_Mutation_p.H203Y|SCML2_uc011miz.1_Missense_Mutation_p.H137YNM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 2. 0AATGTGATATGAACTTCATCC0.428

- 6 574CDKL5_uc004cym.2_Intron|CDKL5_uc004cyn.2_IntronNM_000330 NP_000321 O15537 XLRS1_HUMAN F5/8 type C. 2GGTGCGGTCCGAGTTGCCATA0.587

- 1 404 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN Glu-rich. 4CTTTCTGTCTCCTCTCCCACT0.368

- 4 597BCOR_uc004dep.3_Missense_Mutation_p.R102Q|BCOR_uc004deo.3_Missense_Mutation_p.R102Q|BCOR_uc004dem.3_Missense_Mutation_p.R102Q|BCOR_uc004deq.3_Missense_Mutation_p.R102QNM_001123385 NP_001116857 Q6W2J9 BCOR_HUMAN 4GGCAGCCTCCCGACCTTTCTC0.562

+ 5 812EBP_uc004djy.3_Missense_Mutation_p.L203F|EBP_uc004djz.2_Missense_Mutation_p.L203FNM_006579 NP_006570 Q15125 EBP_HUMANHelical; (Potential). 1GCCTGGAGTCCTTGTGCTTGA0.562

- 6 2988SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN 1GAATGAGCCATTTCCCTGCaa0.269

- 12 1449MTMR8_uc011mou.1_IntronNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4ACCAAGAAAGGCCACACAGAA0.398

+ 2 660BCYRN1_uc011mpt.1_Intron|GJB1_uc004dzg.3_Missense_Mutation_p.V189INM_001097642 NP_001091111 P08034 CXB1_HUMANExtracellular (Probable). 1CGAGAAAACCGTCTTCACCGT0.617

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

- 31 3651PHKA1_uc004eay.3_Missense_Mutation_p.R1104H|PHKA1_uc011mqi.1_Missense_Mutation_p.R1045H|PHKA1_uc010nll.2_Missense_Mutation_p.R149HNM_002637 NP_002628 P46020 KPB1_HUMAN 4CTGAGGTACACGATTCAGGAC0.448 rs143802511

- 34 4071BRWD3_uc010nmi.1_Splice_Site|BRWD3_uc004edo.2_Splice_Site_p.D866_splice|BRWD3_uc004edp.2_Splice_Site_p.D1099_splice|BRWD3_uc004edq.2_Splice_Site_p.D866_splice|BRWD3_uc010nmj.1_Splice_Site_p.D866_splice|BRWD3_uc004edr.2_Splice_Site_p.D940_splice|BRWD3_uc004eds.2_Splice_Site_p.D866_splice|BRWD3_uc004edu.2_Splice_Site_p.D940_splice|BRWD3_uc004edv.2_Splice_Site_p.D866_splice|BRWD3_uc004edw.2_Splice_Site_p.D866_splice|BRWD3_uc004edx.2_Splice_Site_p.D866_splice|BRWD3_uc004edy.2_Splice_Site_p.D866_splice|BRWD3_uc004edz.2_Splice_Site_p.D940_splice|BRWD3_uc004eea.2_Splice_Site_p.D940_splice|BRWD3_uc004eeb.2_Splice_Site_p.D866_spliceNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 TTTCTGTATCCTTAATTAAAA0.328

- 17 1945BRWD3_uc004edo.2_Missense_Mutation_p.Y157F|BRWD3_uc004edp.2_Missense_Mutation_p.Y390F|BRWD3_uc004edq.2_Missense_Mutation_p.Y157F|BRWD3_uc010nmj.1_Missense_Mutation_p.Y157F|BRWD3_uc004edr.2_Missense_Mutation_p.Y231F|BRWD3_uc004eds.2_Missense_Mutation_p.Y157F|BRWD3_uc004edu.2_Missense_Mutation_p.Y231F|BRWD3_uc004edv.2_Missense_Mutation_p.Y157F|BRWD3_uc004edw.2_Missense_Mutation_p.Y157F|BRWD3_uc004edx.2_Missense_Mutation_p.Y157F|BRWD3_uc004edy.2_Missense_Mutation_p.Y157F|BRWD3_uc004edz.2_Missense_Mutation_p.Y231F|BRWD3_uc004eea.2_Missense_Mutation_p.Y231F|BRWD3_uc004eeb.2_Missense_Mutation_p.Y157FNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4AAGAGGACGATAATCCGTGTG0.383

+ 6 1474KLHL4_uc004efa.2_Missense_Mutation_p.L431PNM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN Kelch 1. 5GTGGGGGCACTTTATGCTGTA0.403

- 1 121TAF7L_uc004ehc.1_5'FlankNM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1TCAGACCCACGGTCGACAAGA0.527

- 14 1526BTK_uc004ehf.2_Intron|BTK_uc010nnh.2_Intron|BTK_uc010nni.2_Intron|BTK_uc004ehe.2_RNA|BTK_uc010nnj.2_RNA|BTK_uc010nnk.2_Intron|BTK_uc010nnl.2_Missense_Mutation_p.E15K|BTK_uc010nnm.2_Missense_Mutation_p.E15K|BTK_uc010nnn.2_Intron|BTK_uc010nno.2_Missense_Mutation_p.E479K|BTK_uc004ehh.1_RNA|BTK_uc004ehi.2_Missense_Mutation_p.E445KNM_000061 NP_000052 Q06187 BTK_HUMAN Protein kinase. 6ACTTTGGCTTCTTCAATGAAT0.428

+ 15 2701NRK_uc010npc.1_Missense_Mutation_p.H468YNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14TCATGCACATCATGTCAAGTT0.294

+ 7 1266VSIG1_uc011msk.1_Nonsense_Mutation_p.E405*NM_182607 NP_872413 Q86XK7 VSIG1_HUMANCytoplasmic (Potential). 2 gccagagtcagagccTGGGGT0.408

+ 30 2652COL4A5_uc011mso.1_Missense_Mutation_p.G817E|COL4A5_uc004eob.1_Missense_Mutation_p.G425ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4GGGCTGCCAGGAATAGGTGTT0.438

+ 44 4151COL4A5_uc011mso.1_Missense_Mutation_p.P1314S|COL4A5_uc011msp.1_5'UTRNM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4TCAGGGTAATCCTGGCCGGCC0.383

- 1 1622 NM_003604 NP_003595 O14654 IRS4_HUMAN 10CTGACCACCTCGGGATCCCTG0.632



+ 7 1114TMEM164_uc004eol.2_Missense_Mutation_p.M116I|TMEM164_uc010npq.2_Missense_Mutation_p.M226I|TMEM164_uc004eon.1_5'FlankNM_032227 NP_115603 Q5U3C3 TM164_HUMANHelical; (Potential). 3TCATGACCATGACCCACGGGA0.522

+ 8 1044 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3GGTATGGAAAGATGCTGCCAC0.259

- 2 2416NKRF_uc004err.2_Missense_Mutation_p.R588QNM_017544 NP_060014 O15226 NKRF_HUMAN G-patch. 2AAGCCCTTCCCGCTTATGCTG0.493

+ 22 2581OCRL_uc004eur.2_Missense_Mutation_p.E798K|OCRL_uc010nrb.2_RNANM_000276 NP_000267 Q01968 OCRL_HUMAN Rho-GAP. 4CATCTGTTACGAGCTGTATCA0.517

- 15 3065IGSF1_uc004ewe.3_Missense_Mutation_p.I937F|IGSF1_uc004ewf.2_Missense_Mutation_p.I923FNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 5TCATAGTAGATACAGCTATAG0.517

+ 6 1844GPR112_uc010nsb.1_Missense_Mutation_p.P313L|GPR112_uc010nsc.1_Missense_Mutation_p.P285LNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12GAGACCACACCTGCCCCAAGG0.428

+ 3 1264 NM_001727 NP_001718 P32247 BRS3_HUMANCytoplasmic (Potential). 1GGAACGGTCCCGGGCACTGGG0.512

+ 4 876MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CCCCAGTCTCCACTCCAGATT0.498

+ 4 1679MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.478

+ 4 1681MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CCCCTGAGAGAACTCACAGTA0.483

+ 4 2369MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TCTCCAAATTCCTCAGAGTCC0.562

- 13 2122FLNA_uc010nuu.1_Missense_Mutation_p.D625NNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 4. 6TCGCCCTTGTCGTCACATTCG0.632

+ 16 1851ATAD3B_uc001afx.2_Missense_Mutation_p.P538S|ATAD3B_uc001afy.2_Missense_Mutation_p.P137SNM_031921 NP_114127 Q5T9A4 ATD3B_HUMAN 0GGTCGAGCACCCCCTATCCGG0.647

- 9 1430CHD5_uc001amc.1_5'FlankNM_015557 NP_056372 Q8TDI0 CHD5_HUMAN PHD-type 2. 12AGCGGCGGGTTGAGGCAATGC0.517

- 3 255RPL22_uc001ame.2_Missense_Mutation_p.I70TNM_000983 NP_000974 P35268 RL22_HUMAN 0TGTCACGGTGATCTTGCTCTT0.542

- 8 1859CLSTN1_uc001aqi.2_Missense_Mutation_p.G357D|CLSTN1_uc010oag.1_Missense_Mutation_p.G367DNM_001009566 NP_001009566 O94985 CSTN1_HUMANExtracellular (Potential). 1TGCCTGGGTGCCGTTGAACTC0.622

+ 1 151 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3ACTGTTCATGGAGGCCTTTAC0.597

+ 3 319 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMAN Leu-rich. 2GCGGCGACCCGAAAAGGAGCG0.697

+ 19 2044FAM131C_uc010obz.1_Intron|CLCNKB_uc001axx.3_Missense_Mutation_p.S655F|CLCNKB_uc001axy.3_Missense_Mutation_p.S485FNM_000085 NP_000076 P51801 CLCKB_HUMAN CBS 2. 1AACCTTCATTCCCTCTTTGTG0.602 rs144513133

- 73 9777HSPG2_uc009vqd.2_Missense_Mutation_p.S3247FNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 18. 9ACGCAGCTTGGACCAGTGGAT0.632

+ 5 573GMEB1_uc001bqz.2_Nonsense_Mutation_p.W135*|GMEB1_uc001brb.2_Nonsense_Mutation_p.W135*NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN SAND. 0TGAAGGACTGGAAGAGAGCTA0.428

- 11 2056 NM_005955 NP_005946 Q14872 MTF1_HUMAN 2GCAGAGTCCCGGCATGCACAC0.607

- 11 2610 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0CAAGCGTGAACCAGCGAGGAT0.527

- 5 669_670CYB5RL_uc001cww.2_5'UTR|CYB5RL_uc001cwx.3_RNA|CYB5RL_uc001cwy.3_5'UTRNM_001031672 NP_001026842 Q6IPT4 NB5R5_HUMANFAD-binding FR-type. 0ATCTACTATCCCTCTGAGAAAC0.347

- 12 2141uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.E435ANM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5AATTTCAATTTCTAAGGATTC0.413

+ 3 382CLCA4_uc009wct.2_5'UTR|CLCA4_uc009wcu.2_IntronNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2CTCCCAGGTAGAGATGAACCA0.363

- 9 1173CCBL2_uc001dmq.2_Missense_Mutation_p.P232S|CCBL2_uc001dmr.2_Missense_Mutation_p.P102SNM_001008661 NP_001008661 Q6YP21 KAT3_HUMAN 1CACATACCTGGAAAAGTAGCT0.308

- 1 76_77DBT_uc010oug.1_5'UTRNM_001918 NP_001909 P11182 ODB2_HUMAN 1TACCAGCTTCCCCGCATTCCTG0.579

- 8 1552COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.T424A|COL11A1_uc001dun.2_Missense_Mutation_p.T373A|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12CTTGTTTCTGTAATATCAGTT0.338

- 7 662EPS8L3_uc001dys.1_Missense_Mutation_p.E173K|EPS8L3_uc001dyq.1_Missense_Mutation_p.E174K|EPS8L3_uc009wfm.1_Missense_Mutation_p.E140K|EPS8L3_uc009wfn.1_Missense_Mutation_p.E140K|EPS8L3_uc009wfo.1_Missense_Mutation_p.E120KNM_133181 NP_573444 Q8TE67 ES8L3_HUMAN Pro-rich. 3AGCGGCCTTTCCATAGCAGGC0.597

+ 78 9679NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.L513RNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0AGCAGGGAGCTGCTGGATGAG0.468

- 3 1246 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2AGGACCTCTCCTCTCTTTCCT0.473

- 3 5990_5991 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 22 3GGAAGACCACCCTGAGCCAGAC0.604

+ 2 506 NM_005547 NP_005538 P07476 INVO_HUMAN39 X 10 AA approximate tandem repeats of [LP]-[EKG]-[LHVYQEK]-[PLSQE]-[EQDV]- [QHEKRGA]-Q-[EMVQLP]-[GKLE]-[QHVNLD].|1.3GCAACTGTTGGAGCTCCCAGa0.259

- 1 91UBQLN4_uc010pgx.1_Missense_Mutation_p.K23E|ROBLD3_uc001fnb.3_5'Flank|ROBLD3_uc010pgy.1_5'FlankNM_020131 NP_064516 Q9NRR5 UBQL4_HUMANUbiquitin-like. 2ATTTCCTCCTTGTCCTTGGGG0.438

- 12 1319IQGAP3_uc009wsb.1_Missense_Mutation_p.S372LNM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6GTACATAGACGATGCAACAGG0.597

+ 1 194 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANHelical; Name=2; (Potential). 1TTCCTTGCCATCCTTTCTTGC0.488

- 3 560SLAMF9_uc009wtd.2_Intron|SLAMF9_uc001fut.2_IntronNM_033438 NP_254273 Q96A28 SLAF9_HUMANIg-like C2-type.|Extracellular (Potential). 1ACTGCAGGCACCTTCCCCAGA0.527

+ 8 1624FAM5B_uc001glg.2_Missense_Mutation_p.E333KNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6CACTTTCCTGGAACAGAGCCA0.587

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

- 14 2305PLEKHA6_uc009xau.1_5'Flank|PLEKHA6_uc009xav.1_5'FlankNM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4GTTGTTCTTCCTCAGCCCCTC0.597

- 3 1057MDM4_uc001hbd.1_Intron|LRRN2_uc001hbf.1_Missense_Mutation_p.M223I|LRRN2_uc009xbf.1_Missense_Mutation_p.M223I|MDM4_uc001hbc.2_IntronNM_006338 NP_006329 O75325 LRRN2_HUMANLRR 7.|Extracellular (Potential). 2CCCGCAGGTTCATGCCTGCTA0.607

+ 4 827CR2_uc001hfv.2_Missense_Mutation_p.G245R|CR2_uc009xch.2_Missense_Mutation_p.G245R|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 4.|Extracellular (Potential). 8CTGTGATGAAGGGTGAGTGTC0.453

+ 12 1666 NM_018060 NP_060530 Q9NSE4 SYIM_HUMAN 4CCATATTGGTGTATATCAAGG0.363

- 22 4088PCNXL2_uc001hvm.1_RNA|PCNXL2_uc009xfu.2_Intron|PCNXL2_uc001hvp.1_RNA|PCNXL2_uc009xfv.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMANHelical; (Potential). 2TGTAACTTGTGAAGCAGGTCC0.448

+ 13 1678ACTN2_uc001hyg.2_Nonsense_Mutation_p.R284*|ACTN2_uc009xgi.1_Nonsense_Mutation_p.R492*|ACTN2_uc010pxu.1_Nonsense_Mutation_p.R181*|ACTN2_uc001hyh.2_Nonsense_Mutation_p.R180*NM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 2. 5CCAGTGGGACCGACTGGGAAC0.383

+ 2 598MTR_uc010pxv.1_Intron|MTR_uc010pxw.1_5'UTR|MTR_uc010pxx.1_Missense_Mutation_p.H59Y|MTR_uc010pxy.1_Missense_Mutation_p.H59YNM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3ATTTAAAGATCATGCCAGGCC0.458



- 3 520IL2RA_uc009xih.1_Missense_Mutation_p.L121F|IL2RA_uc001ija.1_Missense_Mutation_p.L83FNM_000417 NP_000408 P01589 IL2RA_HUMANExtracellular (Potential). 2TCACCTGGAAGGCTCGCTTGG0.507

+ 16 3759KIAA1217_uc001irs.2_Missense_Mutation_p.S1039F|KIAA1217_uc001irt.3_Missense_Mutation_p.S1084F|KIAA1217_uc010qcy.1_Missense_Mutation_p.S1083F|KIAA1217_uc010qcz.1_Missense_Mutation_p.S1084F|KIAA1217_uc001irw.2_Missense_Mutation_p.S802F|KIAA1217_uc001irz.2_Missense_Mutation_p.S802F|KIAA1217_uc001irx.2_Missense_Mutation_p.S802F|KIAA1217_uc001iry.2_Missense_Mutation_p.S802FNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7ACCACCTCCTCCTCAAAGGAT0.542

+ 4 1325 NM_020752 NP_065803 Q5T848 GP158_HUMANHelical; Name=1; (Potential). 8GCCATCATCTCCTTCCAAGCC0.522

+ 9 1103MYO3A_uc009xko.1_Missense_Mutation_p.P248Q|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_Missense_Mutation_p.P248QNM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18AATCCACCCCCAAAACTAAGG0.388

- 2 976KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.G168E|KIAA1462_uc009xle.1_Missense_Mutation_p.G306ENM_020848 NP_065899 Q9P266 K1462_HUMAN Pro-rich. 4GTCCGCTCCTCCCCTAGACTG0.597

- 6 2139ZNF248_uc009xmc.2_Intron|ZNF248_uc001izb.2_Intron|ZNF248_uc001izc.2_Intron|ZNF248_uc010qeu.1_Missense_Mutation_p.P547LNM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1ACACTCATACGGCTTCTCCCC0.443

- 1 1687 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|2. 2CCCGGGAGCTCCATGTGGCTG0.652

- 1 1235 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|2. 2CTGCAGGCCGGCATTGAGCTT0.647

- 24 2863ANK3_uc001jkw.2_Missense_Mutation_p.E25K|ANK3_uc009xpa.2_Missense_Mutation_p.E25K|ANK3_uc001jkx.2_Missense_Mutation_p.E69K|ANK3_uc010qih.1_Missense_Mutation_p.E892K|ANK3_uc001jkz.3_Missense_Mutation_p.E885K|ANK3_uc001jlb.1_Missense_Mutation_p.E399K|ANK3_uc001jlc.1_Missense_Mutation_p.E531KNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TCACCCAATTCCTTAAGGTCC0.483

- 18 2317ANK3_uc010qih.1_Nonsense_Mutation_p.R692*|ANK3_uc001jkz.3_Nonsense_Mutation_p.R703*|ANK3_uc001jlb.1_Nonsense_Mutation_p.R238*|ANK3_uc001jlc.1_Nonsense_Mutation_p.R370*NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 20. 19ACATTCACTCGATCTTCTTGA0.522

+ 2 1515_1516CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.S322FNM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRRCT. 3AATATTTGCTCCCTTGTAAACT0.401

+ 3 957STOX1_uc001jor.2_Intron|STOX1_uc009xpy.2_Intron|STOX1_uc001joq.2_Missense_Mutation_p.H180QNM_001130161 NP_001123633 Q6ZVD7 STOX1_HUMAN 2CTGCGGAGCACCACATTTGTG0.458

+ 6 786SEC24C_uc010qkn.1_RNA|SEC24C_uc009xrj.1_Nonsense_Mutation_p.Q61*|SEC24C_uc001jux.2_Nonsense_Mutation_p.Q203*|SEC24C_uc010qko.1_Nonsense_Mutation_p.Q61*|SEC24C_uc010qkp.1_Intron|SEC24C_uc010qkq.1_IntronNM_004922 NP_004913 P53992 SC24C_HUMAN 3CCAGACTCCCCAGCGATCTGC0.607

- 1 2137 NR_002319 0CAGTCATTATCCAGTGTGATA0.537

+ 8 1228CYP2C19_uc010qny.1_Missense_Mutation_p.R388CNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6GTTTGACCCTCGTCACTTTCT0.393 rs17879685

- 38 4955C10orf79_uc009xxq.2_Missense_Mutation_p.K892NNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0CACAAGTCAGTTTAGACCCTA0.328

+ 8 1332WDR11_uc010qte.1_Intron|WDR11_uc001lfd.1_5'UTRNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 3. 0GTGTGCTGTCCTGTCAATGAG0.483

+ 15 8353TACC2_uc001lfw.2_Missense_Mutation_p.D811N|TACC2_uc009xzx.2_Intron|TACC2_uc010qtv.1_Intron|TACC2_uc001lfx.2_Intron|TACC2_uc001lfy.2_Intron|TACC2_uc001lfz.2_Missense_Mutation_p.D743N|TACC2_uc001lga.2_Missense_Mutation_p.D743N|TACC2_uc009xzy.2_Missense_Mutation_p.D755N|TACC2_uc001lgb.2_IntronNM_206862 NP_996744 O95359 TACC2_HUMAN 10TCTGGAGCCCGACTTAGCAGA0.542

+ 18 2223DMBT1_uc001lgl.1_Missense_Mutation_p.S696F|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.S706F|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_IntronNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7GCTGCCCAGTCCCGGTCGACG0.522

- 6 1322CUZD1_uc001lgp.2_Missense_Mutation_p.K49N|CUZD1_uc009yad.2_Missense_Mutation_p.K49N|CUZD1_uc009yaf.2_Intron|CUZD1_uc001lgr.2_Missense_Mutation_p.K49N|CUZD1_uc010qty.1_Missense_Mutation_p.K49N|CUZD1_uc009yae.2_Missense_Mutation_p.K49N|CUZD1_uc001lgs.2_Missense_Mutation_p.K330N|CUZD1_uc010qtz.1_Missense_Mutation_p.K330NNM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|ZP. 2TTCACTTTACCTTTCTGATTG0.299

- 3 497C10orf90_uc001ljp.2_Nonsense_Mutation_p.E79*|C10orf90_uc010qum.1_Nonsense_Mutation_p.E223*|C10orf90_uc009yao.2_Nonsense_Mutation_p.E223*|C10orf90_uc001ljs.1_Nonsense_Mutation_p.E79*NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2GGTCTCTCCTCTTTGGGCGGC0.647

+ 15 2817KNDC1_uc001lma.1_Missense_Mutation_p.S874F|KNDC1_uc001lmb.1_Missense_Mutation_p.S351FNM_152643 NP_689856 Q76NI1 VKIND_HUMAN 2GGCGCCATTTCCGAGAAGTTC0.537

- 9 655CYP2E1_uc001lnl.1_3'UTR|SYCE1_uc001lnm.2_Missense_Mutation_p.E56K|SYCE1_uc009ybn.2_Missense_Mutation_p.E184K|SYCE1_uc001lnn.2_Missense_Mutation_p.E148KNM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1GCACAAATCTCCTTTGCCAGC0.522

+ 1 766HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANHelical; Name=6; (Potential). 1CCTCTACATTCCCATGGTTGG0.517

+ 1 281TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001005175 NP_001005175 Q8NGI2 O52N4_HUMANExtracellular (Potential). 2ATGTGCTCTAGTACAATCCCT0.463

+ 1 1004 NM_014469 NP_055284 O75526 HNRGT_HUMANArg/Gly/Pro-rich. 0CTACGGGGATCATCTGAGCAG0.662

+ 15 1698_1699ARNTL_uc001mko.2_Missense_Mutation_p.386_387EV>DI|ARNTL_uc001mkp.2_Missense_Mutation_p.429_430EV>DI|ARNTL_uc001mkq.2_Missense_Mutation_p.429_430EV>DI|ARNTL_uc001mks.2_Missense_Mutation_p.387_388EV>DI|ARNTL_uc001mkt.2_Missense_Mutation_p.430_431EV>DI|ARNTL_uc001mku.2_RNA|ARNTL_uc009ygm.1_Missense_Mutation_p.269_270EV>DI|ARNTL_uc001mkw.2_Missense_Mutation_p.387_388EV>DI|ARNTL_uc001mkx.2_Missense_Mutation_p.428_429EV>DI|ARNTL_uc001mky.2_5'UTRNM_001178 NP_001169 O00327 BMAL1_HUMAN PAC. 0GGACCAAGGAAGTAGAATATAT0.361

+ 8 1511 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1GAGCCTTCATCATTCAAGGCC0.562

+ 12 1716GYLTL1B_uc001nbw.1_Splice_Site_p.R504_splice|GYLTL1B_uc001nbx.1_Splice_Site_p.R535_splice|GYLTL1B_uc001nby.1_Splice_Site_p.R218_splice|GYLTL1B_uc001nbz.1_5'FlankNM_152312 NP_689525 Q8N3Y3 LARG2_HUMAN 3CTCCTCCTCAGGGCCTCCATT0.642

- 17 2182FOLH1_uc001ngx.2_Missense_Mutation_p.E73K|FOLH1_uc001ngz.2_Missense_Mutation_p.E641K|FOLH1_uc009yly.2_Missense_Mutation_p.E626K|FOLH1_uc009ylz.2_Missense_Mutation_p.E626K|FOLH1_uc009yma.2_Missense_Mutation_p.E333KNM_004476 NP_004467 Q04609 FOLH1_HUMANExtracellular (Probable). 3GAAGCAATTTCTGTAAAATTC0.269

+ 1 785 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMANCytoplasmic (Potential). 2GAAGGGAAACGAAAAGCTTTC0.438

+ 4 1602ZDHHC5_uc001nky.1_Nonsense_Mutation_p.R63*|ZDHHC5_uc001nkz.1_5'UTRNM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN DHHC-type. 1CCGTCCCCCTCGATGTTCCCA0.507

- 1 644 NM_001005469 NP_001005469 Q8NH48 OR5B3_HUMANHelical; Name=5; (Potential). 0GAATGTGTAGGATATCAAGAT0.403

+ 3 251MS4A4A_uc001npa.2_Missense_Mutation_p.G62R|MS4A4A_uc001npb.2_Missense_Mutation_p.G62R|MS4A4A_uc001npc.2_Missense_Mutation_p.G62RNM_148975 NP_683876 Q96JQ5 M4A4A_HUMANHelical; (Potential). 0CCTTAGCATGGGAATAACAAT0.428

+ 3 665FADS2_uc001nsj.2_Missense_Mutation_p.Q150P|FADS2_uc010rlo.1_Missense_Mutation_p.Q141P|FADS2_uc001nsk.2_Missense_Mutation_p.Q172PNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2GCTACCTCTCAGGTGAGGCGT0.567

- 6 1318_1319SLC22A6_uc001nwl.2_Missense_Mutation_p.L338F|SLC22A6_uc001nwj.2_Missense_Mutation_p.L338F|SLC22A6_uc001nwm.2_Missense_Mutation_p.L338FNM_004790 NP_004781 Q4U2R8 S22A6_HUMANHelical; (Potential). 0CAGAGGAAGAGGTGGCGGAGGG0.624

+ 6 1348SIPA1_uc010rom.1_Missense_Mutation_p.S394C|SIPA1_uc001ofd.2_Missense_Mutation_p.S394CNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0GGCACGCACTCCCTCTACACC0.542

+ 5 835KLC2_uc010row.1_Missense_Mutation_p.L198F|KLC2_uc009yra.2_Missense_Mutation_p.L198F|KLC2_uc001ohb.2_Missense_Mutation_p.L198F|KLC2_uc010rox.1_Missense_Mutation_p.L121F|KLC2_uc001ohc.2_Missense_Mutation_p.L198F|KLC2_uc001ohd.2_Missense_Mutation_p.L121F|KLC2_uc001ohe.1_Missense_Mutation_p.L59FNM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN TPR 1. 0CCCGGCCCGGCTCCGCACCCT0.632

+ 7 698 CCS_uc001ois.2_RNA NM_005125 NP_005116 O14618 CCS_HUMANSuperoxide dismutase-like. 0CAAGATCACAGGGAACTCCGG0.602

- 2 707 NM_005117 NP_005108 O95750 FGF19_HUMAN 1ACTGCCTTGATCTCCAGCAAA0.657

+ 25 2918INPPL1_uc001osg.2_Missense_Mutation_p.A682VNM_001567 NP_001558 O15357 SHIP2_HUMAN 4TTCACAGAGGCCTCCTGCCCG0.632

+ 9 1142RELT_uc001otw.2_Missense_Mutation_p.P326L|RELT_uc001otx.2_RNANM_152222 NP_689408 Q969Z4 TR19L_HUMANCytoplasmic (Potential). 1CTGCCTAACCCGACCAGGGTT0.652

+ 4 827 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 2.|Extracellular (Potential). 3TGATGTGGATCGAGAGTTTGT0.383

+ 3 627_628GRIA4_uc001piu.1_Missense_Mutation_p.P61F|GRIA4_uc001piw.2_Missense_Mutation_p.P61F|GRIA4_uc001piv.2_Missense_Mutation_p.P61F|GRIA4_uc009yxk.1_Missense_Mutation_p.P61F|GRIA4_uc001pit.2_Missense_Mutation_p.P61FNM_000829 NP_000820 P48058 GRIA4_HUMANExtracellular (Potential). 8GTCGGAAGCTCCTTTTAATTTG0.391

+ 10 1589 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN 3AGTGACCAATCAACTGGTCGT0.552

- 8 1237IGSF9B_uc001qgy.1_Missense_Mutation_p.V178MNM_014987 NP_055802 Q9UPX0 TUTLB_HUMANExtracellular (Potential).|Ig-like 4. 0CCCACGGGCACGTAAATCACA0.517

- 3 229MLF2_uc001qqp.2_Missense_Mutation_p.R56C|MLF2_uc009zey.1_Missense_Mutation_p.R56CNM_005439 NP_005430 Q15773 MLF2_HUMAN 1TGCATCCGGCGGCTGGCAGGC0.517



- 6 799 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMANExtracellular (Potential). 1TTGTTCAAAGGATTTATTCCT0.418

- 4 552 A2M_uc009zgk.1_5'UTRNM_000014 NP_000005 P01023 A2MG_HUMAN 5GAGACAACACGAAATTTCACT0.393

- 3 176PRB4_uc001qzt.2_Missense_Mutation_p.Q48KNM_002723 NP_002714 P10163 PRB4_HUMAN9.5 X 21 AA tandem repeats of K-P-[EQ]- [GR]-[PR]-[PR]-P-Q-G-G-N-Q-[PS]-[QH]- [RG]-[PT]-P-P-[PH]-P-G.|1.1GGGGGACGTTGGGGCTGGTTT0.572

+ 15 2248PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.T752I|PIK3C2G_uc010sic.1_Missense_Mutation_p.T530INM_004570 NP_004561 O75747 P3C2G_HUMAN 21GAAATGCATACCATTTTGAGA0.413

+ 9 1157SLCO1C1_uc010sii.1_Missense_Mutation_p.P268S|SLCO1C1_uc010sij.1_Missense_Mutation_p.P219S|SLCO1C1_uc009zip.2_Missense_Mutation_p.P102S|SLCO1C1_uc001rei.2_Missense_Mutation_p.P268S|SLCO1C1_uc010sik.1_Missense_Mutation_p.P150SNM_017435 NP_059131 Q9NYB5 SO1C1_HUMANExtracellular (Potential). 7CCCAAAAGATCCCCAGTGGGT0.388

+ 19 2607LRRK2_uc001rmh.1_Nonsense_Mutation_p.L451*NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24ACTTCTAATTTAAGGAAACAA0.318

+ 4 434IRAK4_uc001rnt.3_Missense_Mutation_p.P102S|IRAK4_uc001rnx.3_Intron|IRAK4_uc001rny.3_Intron|IRAK4_uc010sky.1_Intron|IRAK4_uc001rnv.3_5'UTR|IRAK4_uc001rnw.3_5'UTRNM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMAN Death. 0TCTTTTGCTCCCAGGTAAACT0.393

- 4 860 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0AAGTTGATCTCCTCGGGCAGA0.483

- 9 1622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Tail. 2GGTGGCTTTCCTTGCTGGGAT0.627

+ 8 1693NAV3_uc001syo.2_Missense_Mutation_p.P507LNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17AGCTTGATCCCTAAGGGCAGC0.423

- 29 4385 NM_001109662 NP_001103132 2GTTTAAGGAGGGGACAGAGTA0.567

- 28 4908 NM_000620 NP_000611 P29475 NOS1_HUMAN 7TTGGTCACTTCGTACGTTCGC0.488

+ 12 1684 NM_194286 NP_919262 A7MD48 SRRM4_HUMAN 2CGCCCCTTCAGGGAGCGGGAT0.657

+ 74 12798DNAH10_uc001ufu.3_Missense_Mutation_p.R171KNM_207437 NP_997320 Q8IVF4 DYH10_HUMAN Potential. 6GAACTTCAAAGGGTGAGCCTG0.532

+ 40 7387EP400_uc001ujl.2_Missense_Mutation_p.P2450L|EP400_uc001ujm.2_Missense_Mutation_p.P2370LNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GGCATGAATCCCTTTCAGAAG0.388

- 16 1308TPTE2_uc009zzk.2_RNA|TPTE2_uc009zzl.2_Missense_Mutation_p.G255E|TPTE2_uc001ume.2_Missense_Mutation_p.G289E|TPTE2_uc009zzm.2_Missense_Mutation_p.G37E|TPTE2_uc010tcm.1_RNA|TPTE2_uc010tcl.1_Missense_Mutation_p.G37ENM_199254 NP_954863 Q6XPS3 TPTE2_HUMANPhosphatase tensin-type. 0AGTTTCTACTCCCTGAAATTT0.368

- 7 2930CENPJ_uc010tdf.1_RNA|CENPJ_uc010aae.2_RNA|CENPJ_uc010aaf.2_RNA|CENPJ_uc001upu.2_5'FlankNM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2GGTTGGTCTTGACTTATGTTT0.348

- 3 707SPG20_uc010ten.1_Missense_Mutation_p.S146L|SPG20_uc001uvm.2_Missense_Mutation_p.S146L|SPG20_uc001uvo.2_Missense_Mutation_p.S146L|SPG20_uc001uvq.2_Missense_Mutation_p.S146L|SPG20_uc001uvp.2_Missense_Mutation_p.S146LNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0ACTTGGAGTTGAGGTGTTTCC0.453

- 1 457 NM_025113 NP_079389 Q9H714 CM018_HUMAN 0TACCACTACACGCATCTTCAC0.453

- 15 2287_2288CHD8_uc001war.1_Missense_Mutation_p.D628N|CHD8_uc001wav.1_Missense_Mutation_p.D174NNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10GTCTTGAGATCCCCAAAGTCCT0.421

- 2 1292SALL2_uc010tly.1_Missense_Mutation_p.R335Q|SALL2_uc010tlz.1_Missense_Mutation_p.R200Q|SALL2_uc001wbf.3_Intron|SALL2_uc010tma.1_Missense_Mutation_p.R202Q|SALL2_uc001wbg.1_IntronNM_005407 NP_005398 Q9Y467 SALL2_HUMAN 3CTCAAGGCCTCGGGCTGCCCC0.607

- 8 1172ADCY4_uc001wow.2_Missense_Mutation_p.W389L|ADCY4_uc010toh.1_Missense_Mutation_p.W75L|ADCY4_uc001wox.2_Missense_Mutation_p.W389L|ADCY4_uc001woy.2_Missense_Mutation_p.W389LNM_139247 NP_640340 Q8NFM4 ADCY4_HUMANCytoplasmic (Potential). 3ATCATGTGACCAAACGTCGTA0.602

+ 3 629 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3TGCCTCTGCTGGAGCACCCTT0.632

+ 3 356 NM_016039 NP_057123 Q9Y224 CN166_HUMAN 0GATTCAAGATCGACAAGAAGC0.368

- 11 2785KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCAD (involved in subunit assembly) (By similarity).|Cytoplasmic (Potential).9TGTTTGACTTCCTGCAGTGTG0.522

- 3 887ESR2_uc001xgu.2_Missense_Mutation_p.P140L|ESR2_uc001xgv.2_Missense_Mutation_p.P140L|ESR2_uc001xgw.2_RNA|ESR2_uc001xgx.2_Missense_Mutation_p.P140L|ESR2_uc001xgy.1_Missense_Mutation_p.P140L|ESR2_uc001xgz.1_Missense_Mutation_p.P140L|ESR2_uc010aqb.1_Intron|ESR2_uc010aqc.1_Missense_Mutation_p.P140LNM_001437 NP_001428 Q92731 ESR2_HUMAN Modulating. 3CTTTGAACCTGGACCAGTAAC0.483

+ 8 1012_1013 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1CGCAGTGCACCCAGGCGTCGTC0.634 rs104894476

+ 2 351 NM_006399 NP_006390 Q16520 BATF_HUMAN Basic motif. 1GGAGAAAAATCGTATTGCCGC0.522

- 13 2166PTPN21_uc010twc.1_Missense_Mutation_p.P408RNM_007039 NP_008970 Q16825 PTN21_HUMAN 4GTGCGCCACGGGCAGGCTGTC0.682

+ 37 6039KIAA1409_uc001ybs.1_Missense_Mutation_p.L1964VNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CAAAAAGAATTTACCAGCAGG0.418

- 3 890 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1GTCAGGGAGGACCAGCAGCGC0.537

+ 7 1486TNFAIP2_uc010awo.1_Missense_Mutation_p.G164D|TNFAIP2_uc010txz.1_Missense_Mutation_p.G121D|TNFAIP2_uc010tya.1_5'FlankNM_006291 NP_006282 Q03169 TNAP2_HUMAN 1CTCCTGCTGGGCCCCCTGGGT0.632

+ 5 508ZFYVE21_uc001yod.2_Missense_Mutation_p.E158D|ZFYVE21_uc001yoe.2_5'FlankNM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0ATGAAATCGAAATTGTACACA0.498

+ 12 2306 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1CCCGACCGCACGCCTCCCTGC0.721

+ 11 3534CASC5_uc010ucq.1_Missense_Mutation_p.E949K|CASC5_uc001zme.2_Missense_Mutation_p.E1099K|CASC5_uc010bbt.1_Missense_Mutation_p.E1099KNM_170589 NP_733468 Q8NG31 CASC5_HUMAN2.|2 X 104 AA approximate repeats. 5AATAGATAACGAAAGTGCCCT0.378

+ 1 556CAPN3_uc001zpk.1_Intron|CAPN3_uc001zpl.1_Intron|CAPN3_uc010udf.1_Intron|CAPN3_uc010udg.1_Intron|CAPN3_uc001zpo.1_Missense_Mutation_p.E84K|CAPN3_uc001zpp.1_Missense_Mutation_p.E84KNM_000070 NP_000061 P20807 CAN3_HUMANCalpain catalytic. 1CCCACCGGATGAGACCTCTCT0.478

- 9 1516PCSK6_uc010bpd.2_Missense_Mutation_p.R271Q|PCSK6_uc010bpe.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxa.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxb.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxc.1_Missense_Mutation_p.R401Q|PCSK6_uc002bxd.1_Missense_Mutation_p.R401Q|PCSK6_uc002bxe.2_Missense_Mutation_p.R401Q|PCSK6_uc002bxg.1_Missense_Mutation_p.R401QNM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2TACGATTTTTCGCTCATAAAA0.532

+ 1 780 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMANExtracellular (Potential). 0TCTACACATGGCCTTCTCCCA0.423

- 4 704TMEM8A_uc002cgv.3_5'UTRNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3CTCCATGATGGAAATCTCGAC0.667

+ 2 694PIGQ_uc010bqw.2_Missense_Mutation_p.A198T|PIGQ_uc002chm.2_Missense_Mutation_p.A198T|PIGQ_uc002chn.2_Missense_Mutation_p.A198T|PIGQ_uc010uui.1_Missense_Mutation_p.A212TNM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1GGGCGTGGAGGCCAGCATCCT0.667

+ 2 976TBC1D24_uc002cqk.2_Missense_Mutation_p.T279M|TBC1D24_uc002cqm.2_Missense_Mutation_p.T279M|TBC1D24_uc010bsm.2_5'FlankNM_020705 NP_065756 Q9ULP9 TBC24_HUMAN 0ATCGCGAAGACGGTGTCCCCT0.602

- 13 3478GRIN2A_uc010uym.1_Missense_Mutation_p.N977T|GRIN2A_uc010uyn.1_Missense_Mutation_p.N820T|GRIN2A_uc002czr.3_Missense_Mutation_p.N977TNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GAATACATAGTTATTGAGGTT0.478

- 1 655CLEC16A_uc002dan.3_5'Flank|CLEC16A_uc002dao.2_5'FlankNM_014015 NP_054734 O95424 DEXI_HUMAN 0AAAGACGTCGAGCTCCGAGTC0.637

+ 8 1161TMC7_uc010vao.1_Silent_p.A338A|TMC7_uc002dfp.2_Missense_Mutation_p.R344Q|TMC7_uc010vap.1_Missense_Mutation_p.R234QNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3GAAAGAATGCGGCAGAAAATA0.398

- 9 1238ACSM2B_uc002dhk.3_Missense_Mutation_p.P343L|ACSM2B_uc010bwf.1_Missense_Mutation_p.P343LNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CAGAGTTTCTGGAAGAAGGGA0.527

- 13 1450ZP2_uc010bwn.1_Missense_Mutation_p.P514SNM_003460 NP_003451 Q05996 ZP2_HUMANExtracellular (Potential).|ZP. 3GAGGCCACTGGAGGAGTAAGG0.428

+ 2 444 NM_000336 NP_000327 P51168 SCNNB_HUMANExtracellular (By similarity). 7CTTCAAGACCATGGACTTCCC0.602 rs150466803



+ 14 1764PRKCB_uc002dme.2_Missense_Mutation_p.D523NNM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9GAAGTCCGTGGATTGGTGGGC0.458

- 25 3931ABCC11_uc002efg.1_Missense_Mutation_p.P1194L|ABCC11_uc002efh.1_Missense_Mutation_p.P1194L|ABCC11_uc010cbg.1_RNANM_033151 NP_149163 Q96J66 ABCCB_HUMANABC transporter 2.|Cytoplasmic (Potential). 6GCCTGCCATGGGCTCCACCAG0.597

+ 9 1361HEATR3_uc002efx.2_Missense_Mutation_p.S314FNM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2ATGGAGAATTCCTTCAGTGAG0.502

+ 1 1169 CDH3_uc010vli.1_5'UTRNM_001793 NP_001784 P22223 CADH3_HUMAN p.?(1) 5GTCTCTCCTCCTTCTCCAGGT0.731

- 13 2432ADAMTS18_uc010chc.1_Missense_Mutation_p.K259N|ADAMTS18_uc002ffe.1_Missense_Mutation_p.K367NNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18TTGTATAGGGTTTCCACTGGT0.378

+ 2 404 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1CCTGGTGCCAGGATTTGAGTG0.438

- 2 404KCNG4_uc002fhu.1_Missense_Mutation_p.E95KNM_172347 NP_758857 Q8TDN1 KCNG4_HUMANCytoplasmic (Potential). 3ACGATCTCCTCGTAGCTCCGA0.622

+ 10 1210CRISPLD2_uc010vog.1_Intron|CRISPLD2_uc002fio.2_Missense_Mutation_p.S327L|CRISPLD2_uc002fim.2_Missense_Mutation_p.S328L|CRISPLD2_uc002fin.3_Missense_Mutation_p.S328LNM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 1. 0TCCCGCCAGTCGTCTAGCATA0.532

- 16 1770ABR_uc002fse.2_Splice_Site_p.E508_splice|ABR_uc010vqg.1_Splice_Site_p.E336_splice|ABR_uc002fsg.2_Splice_Site_p.E517_splice|ABR_uc002fsh.1_IntronNM_021962 NP_068781 Q12979 ABR_HUMAN 1TCTCAAACTCCTGGGGAAAGA0.562

- 16 3789SMG6_uc010vqv.1_Missense_Mutation_p.P337LNM_017575 NP_060045 Q86US8 EST1A_HUMAN 4GAGGAACAAAGGTCTGATTTC0.582

+ 2 812ZBTB4_uc002ghd.3_Intron|POLR2A_uc002ghe.2_5'Flank|POLR2A_uc002ghf.3_5'FlankNM_001102614 NP_001096084 P0C7Q6 AMCL3_HUMANHelical; (Potential). 0GGGGCTGCTGGGCTCTGTGCC0.627

- 13 1321 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMANMyosin head-like. 11CTCATTGCCAACCTTGACCCT0.507

- 23 3037 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13ACCTTGTTCTCTGTGGCATGT0.343

- 23 2786 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21CTGTCAGCTTCCTGAGAAGAG0.358

- 34 4909uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R1594K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14AATGTGGTTTCTCTTCAGCTG0.468

- 1 235TRIM16_uc002gor.1_IntronNM_006382 NP_006373 O95170 CDRT1_HUMAN 0TTCTCACAACGAAAATAGGGG0.493

+ 6 1016 NM_024052 NP_076957 Q8IVV7 CQ039_HUMAN 1AGGTATCAGTCCCTCAATCTA0.468

+ 1 275FBXW10_uc002guj.2_Missense_Mutation_p.R15C|FBXW10_uc002gul.2_Missense_Mutation_p.R15C|FBXW10_uc010cqh.1_Missense_Mutation_p.R15CNM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1CCCCTATTTTCGTTGTGAGAA0.493

- 3 260IFT20_uc002hau.1_Splice_Site_p.K43_splice|IFT20_uc002hav.1_Splice_Site_p.K69_splice|IFT20_uc010wae.1_Intron|TNFAIP1_uc002hax.1_5'FlankQ8IY31 IFT20_HUMAN 0TGGCCAATTTCTTTTAGGAAA0.393

- 4 1151ACCN1_uc002hht.2_Missense_Mutation_p.E344KNM_001094 NP_001085 Q16515 ACCN1_HUMANExtracellular (By similarity). 4AGGCCCATCTCTGAGGATCGG0.547

- 15 3139SRCIN1_uc002hqf.1_Missense_Mutation_p.G844S|SRCIN1_uc002hqe.2_Missense_Mutation_p.G826SNM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0GCCTTCTGGCCGTGGGGGGCC0.692

- 9 1166STAC2_uc010cvt.2_Missense_Mutation_p.G174ENM_198993 NP_945344 Q6ZMT1 STAC2_HUMAN SH3. 1GATCCGATCTCCAGGCCTGGG0.627

- 4 1019 JUP_uc010wfs.1_Intron NM_005557 NP_005548 P08779 K1C16_HUMAN Rod.|Coil 2. 1GCCATCTGCTCGTACTGGTCA0.617

- 7 1018_1019SEPT4_uc002iwk.1_Missense_Mutation_p.P150L|SEPT4_uc010wnw.1_Missense_Mutation_p.P150L|SEPT4_uc002iwl.1_Missense_Mutation_p.P150L|SEPT4_uc002iwn.1_Missense_Mutation_p.P198L|SEPT4_uc002iwo.1_Missense_Mutation_p.P278L|SEPT4_uc002iwp.1_3'UTR|SEPT4_uc010wnx.1_Missense_Mutation_p.P312L|SEPT4_uc010wny.1_Missense_Mutation_p.P289L|SEPT4_uc010dcy.1_3'UTRNM_004574 NP_004565 O43236 SEPT4_HUMANGTP (By similarity). 0GGTCCACTTCGGGAGGTGTCAG0.574 rs148239346

+ 7 726 CA4_uc010wou.1_RNA NM_000717 NP_000708 P22748 CAH4_HUMAN 0CTCCCCAAGGAGGAGAAACTG0.587

+ 20 2987ACE_uc002jav.1_Missense_Mutation_p.E415K|ACE_uc010ddv.1_Missense_Mutation_p.E216K|ACE_uc010wpj.1_Missense_Mutation_p.E415K|ACE_uc002jaw.1_RNA|ACE_uc010wpk.1_Missense_Mutation_p.E235KNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 2. 4GGCCCACCACGAAATGGGCCA0.572

+ 7 685PSMC5_uc010ddy.2_Missense_Mutation_p.S192F|PSMC5_uc010ddz.2_Missense_Mutation_p.S136F|PSMC5_uc002jcc.2_Missense_Mutation_p.S207F|PSMC5_uc002jcd.2_Missense_Mutation_p.S207FNM_002805 NP_002796 P62195 PRS8_HUMAN 1ATTCGTGTCTCTGGCTCTGAA0.522

- 4 2190TEX2_uc002jed.2_Missense_Mutation_p.R673C|TEX2_uc002jee.2_Missense_Mutation_p.R673CNM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1TCCTGAGGGCGGGGTGGCTTC0.483

- 25 2989CCDC46_uc010deo.2_Missense_Mutation_p.E595K|CCDC46_uc002jfm.2_Missense_Mutation_p.E924K|CCDC46_uc010dep.2_Missense_Mutation_p.E882K|AXIN2_uc010den.1_5'UTR|CCDC46_uc002jfk.2_Missense_Mutation_p.E180KNM_145036 NP_659473 Q8N8E3 CE112_HUMAN Potential. 0ATGGTGTCTTCAAGTTCTTGT0.328

- 4 1059CANT1_uc002jwk.2_Missense_Mutation_p.T207I|CANT1_uc002jwj.2_Missense_Mutation_p.T207I|CANT1_uc002jwl.2_RNA|CANT1_uc002jwm.1_5'FlankNM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0TTTCTCCACGGTGCCGTCGCC0.582

+ 2 867TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.K73ENM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN2.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2GTCCTCAGAAAAAGCCATCCA0.547 rs146821851

- 1 720 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3CTTCATAAAGGAGTTGTCATG0.607

- 15 2532 NM_005406 NP_005397 Q13464 ROCK1_HUMANInteraction with FHOD1.|Potential.|REM. 5TGTGAATTCTGACTGACTTTC0.294

+ 70 9361LAMA3_uc002kur.2_Missense_Mutation_p.G3036E|LAMA3_uc002kus.3_Missense_Mutation_p.G1483E|LAMA3_uc002kut.3_Missense_Mutation_p.G1427ENM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 4. 11GCCCGGGAGGGAAGTTTGCCT0.493

+ 6 5037 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3GGAGGTGAAAGCCAAAAGGCA0.662

+ 7 869RNF165_uc002lby.1_Missense_Mutation_p.R206Q|RNF165_uc010dnn.1_Missense_Mutation_p.R69QNM_152470 NP_689683 Q6ZSG1 RN165_HUMAN 0TTCTCATAGCGAAGACCCCAG0.522

- 3 230 NM_139171 NP_631910 P59095 STAR6_HUMAN START. 1CACTTGCAATGATTTATCCCA0.328

- 7 839CCBE1_uc010dpq.2_Silent_p.A32A|CCBE1_uc002lia.2_Missense_Mutation_p.P110SNM_133459 NP_597716 Q6UXH8 CCBE1_HUMANCollagen-like 1. 3TCACCGGGAGGGCCCTGGCCC0.577

+ 7 716SERPINB2_uc002ljq.1_Missense_Mutation_p.S113F|SERPINB10_uc010xev.1_5'UTR|SERPINB10_uc010xew.1_5'FlankNM_002575 NP_002566 P05120 PAI2_HUMAN 2TCTTAGGTTTCCTCAATGGAC0.333

+ 27 3040ATP9B_uc002lmw.1_Missense_Mutation_p.S1009F|ATP9B_uc002lna.2_Missense_Mutation_p.S35F|ATP9B_uc002lnb.1_Silent_p.V107V|ATP9B_uc010drb.2_RNANM_198531 NP_940933 O43861 ATP9B_HUMANCytoplasmic (Potential). 3AGATCCTTGTCCTTCAAAACC0.433

+ 2 1223NFATC1_uc002lnc.1_Missense_Mutation_p.S257F|NFATC1_uc010xff.1_Missense_Mutation_p.S257F|NFATC1_uc002lnd.2_Missense_Mutation_p.S257F|NFATC1_uc002lne.2_Intron|NFATC1_uc010xfh.1_Missense_Mutation_p.S257F|NFATC1_uc010xfi.1_Missense_Mutation_p.S244F|NFATC1_uc010xfj.1_Intron|NFATC1_uc002lnf.2_Missense_Mutation_p.S244F|NFATC1_uc002lng.2_Missense_Mutation_p.S244F|NFATC1_uc010xfk.1_Missense_Mutation_p.S244FNM_006162 NP_006153 O95644 NFAC1_HUMAN3 X SP repeats. 2GCCCGCTCCTCCAGACCCGCG0.726

+ 2 157TJP3_uc010xhs.1_Missense_Mutation_p.G34S|TJP3_uc010xht.1_5'UTR|TJP3_uc010xhu.1_Missense_Mutation_p.G43S|TJP3_uc010xhw.1_Missense_Mutation_p.G53SNM_014428 NP_055243 O95049 ZO3_HUMAN PDZ 1. 3AGACCGGCCCGGTGGATCCAT0.642

+ 7 986TJP3_uc010xhs.1_Missense_Mutation_p.D296G|TJP3_uc010xht.1_Missense_Mutation_p.D260G|TJP3_uc010xhu.1_Missense_Mutation_p.D305G|TJP3_uc010xhw.1_Missense_Mutation_p.D315GNM_014428 NP_055243 O95049 ZO3_HUMAN 3GACATCTCGGACCTCGCCTCG0.612

- 5 667 ZFR2_uc010xhx.1_RNANM_015174 NP_055989 Q9UPR6 ZFR2_HUMAN Pro-rich. 2TGCGCTGGAGGATAGAAAGGG0.677

- 8 1080RFX2_uc002mec.2_Missense_Mutation_p.R246CNM_000635 NP_000626 P48378 RFX2_HUMANRFX-type winged-helix. 6GGCTTCAGACGAATCCCATAG0.577

- 10 1116 NM_000064 NP_000055 P01024 CO3_HUMAN 5ATCTGGTAGGGAGAGGTCACG0.602

- 3 15725 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTCTCAGAGGAACCATGCAC0.498



- 5 1214 NM_198535 NP_940937 Q32M78 ZN699_HUMAN C2H2-type 8. 0GATACTTAAGGAGGAGGGACA0.433

+ 23 3453SMARCA4_uc010dxp.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxo.2_Splice_Site_p.E1057_splice|SMARCA4_uc002mqg.1_Splice_Site_p.E1057_splice|SMARCA4_uc010dxq.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxr.2_Splice_Site_p.E1057_splice|SMARCA4_uc002mqj.3_Splice_Site_p.E1057_splice|SMARCA4_uc010dxs.2_Splice_Site_p.E1057_splice|SMARCA4_uc010dxt.1_Splice_Site_p.E277_splice|SMARCA4_uc002mqh.3_Splice_Site_p.E180_splice|SMARCA4_uc002mqi.1_Splice_Site_p.E260_spliceNM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67TTGCCTTGCAGGAGTCCTTTT0.632

- 2 160ACP5_uc002msh.3_Missense_Mutation_p.T5M|ACP5_uc002msi.3_Missense_Mutation_p.T5M|ACP5_uc002msj.3_Missense_Mutation_p.T5M|ACP5_uc010dye.1_Missense_Mutation_p.T5MNM_001611 NP_001602 P13686 PPA5_HUMAN 1GAGCAGCGCCGTCCACATGTC0.647

- 4 381ZNF20_uc002mtg.1_Intron|ZNF625_uc010dyn.1_RNA|ZNF625_uc010dyo.1_Missense_Mutation_p.D45NNM_145233 NP_660276 Q96I27 ZN625_HUMAN 0TGCTGATGATCTTTCTTACTT0.398

- 15 1970LYL1_uc002mwi.2_5'Flank|TRMT1_uc010xmy.1_Missense_Mutation_p.E178K|TRMT1_uc002mwk.2_Missense_Mutation_p.E545K|TRMT1_uc002mwl.3_Missense_Mutation_p.E574K|TRMT1_uc010xmz.1_3'UTRNM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2TCCATAGCTTCGTCGGCCGCC0.637

- 6 1335LPHN1_uc010xno.1_Missense_Mutation_p.A342P|uc002myf.2_IntronNM_001008701 NP_001008701 O94910 LPHN1_HUMANOlfactomedin-like.|Extracellular (Potential). 5GTGTTGAAGGCATAGTCCACG0.597

- 5 559ELL_uc010ebq.2_Missense_Mutation_p.R106W|ELL_uc002njg.2_Missense_Mutation_p.R30WNM_006532 NP_006523 P55199 ELL_HUMAN 1GCTGGTTTCCGAAACTGAACC0.602

- 3 405PBX4_uc010xqz.1_Intron|PBX4_uc010xra.1_IntronNM_025245 NP_079521 Q9BYU1 PBX4_HUMAN 2GTAAATCTGTCGGATCTGGGA0.512

+ 4 3095ZNF536_uc010edd.1_Missense_Mutation_p.S986FNM_014717 NP_055532 O15090 ZN536_HUMAN 11GATGCCGCCTCCCTCCCGGGC0.572

- 2 1423 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8GGAGGGGGACGTGAAGGTGGT0.552

+ 10 3427 NM_015073 NP_055888 O60292 SI1L3_HUMAN PDZ. 2CGGCGGAACGGGCTCGGGCAG0.667

+ 13 4095 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2CTTCAGCCACGATGGGACGTC0.632

+ 6 817TIMM50_uc002olt.1_RNA|TIMM50_uc002olv.1_5'UTRNM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMANMitochondrial intermembrane (Potential). 1TCCCACAGATGATCATCGAGC0.607

- 26 12093 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9CACACCTGCCCCGGCTTGCAG0.537

- 3 383CYP2A6_uc010ehe.1_5'UTR|CYP2A6_uc010ehf.1_RNANM_000762 NP_000753 P11509 CP2A6_HUMAN 2GGCGCGCTCCCCGTTGCTGAA0.706

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11TTTCACCCTCCCACCGGGCAC0.682

+ 3 1146_1147PPM1N_uc002pcf.2_Missense_Mutation_p.G65RNM_001080401 NP_001073870 Q8N819 PPM1N_HUMAN 0TACCTCCTGGGGGAGGGCTGGA0.46

+ 6 617CCDC155_uc002pnl.1_Missense_Mutation_p.G148E|CCDC155_uc010emx.1_Missense_Mutation_p.G121ENM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2GAGAGCTTCGGAGGCGAAGAC0.562

+ 6 599_600 NM_021228 NP_067051 Q9H7N4 SFR19_HUMAN 0GACGGGCAAAACGGGTATGTGG0.614

+ 25 3052 NM_004533 NP_004524 Q14324 MYPC2_HUMANFibronectin type-III 3. 1CGTGGGCAATGAATACTATTT0.537

- 3 300_301KLK1_uc010ycg.1_RNANM_002257 NP_002248 P06870 KLK1_HUMAN Peptidase S1. 0TGAACAAACTGGGCTGTGTTTT0.55

- 6 814KLK8_uc002puq.1_Missense_Mutation_p.S257F|KLK8_uc002pus.1_Missense_Mutation_p.S71F|KLK8_uc002put.1_Silent_p.F26F|KLK8_uc002puu.1_Missense_Mutation_p.S212F|KLK9_uc002puv.1_RNANM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1GGGGCCTCCAGAATCGCCCTA0.557

- 7 1874SIGLEC10_uc002pwp.2_Missense_Mutation_p.E362K|SIGLEC10_uc002pwq.2_Missense_Mutation_p.E362K|SIGLEC10_uc002pwr.2_Missense_Mutation_p.E420K|SIGLEC10_uc010ycy.1_Missense_Mutation_p.E330K|SIGLEC10_uc010ycz.1_Missense_Mutation_p.E372K|SIGLEC10_uc010eow.2_Missense_Mutation_p.E232K|SIGLEC10_uc002pws.1_Missense_Mutation_p.E256KNM_033130 NP_149121 Q96LC7 SIG10_HUMANIg-like C2-type 3.|Extracellular (Potential). 1AACTCTCCTTCGTGCTCCACT0.667

- 5 1664 NM_014650 NP_055465 O94892 ZN432_HUMAN C2H2-type 9. 3TGTATGAGTTCGCTGATGTAT0.423

+ 6 1236 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0TCATCCCTTACATGCCATCAT0.423

+ 3 809 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1GAGAGAAGAAGGGATTTCTGA0.388

- 3 205 NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4TAAAAATAATAAACGATCTGT0.274

- 25 4290 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATGTGGTAACGAGCCCGAAGG0.527

+ 10 1331DPYSL5_uc002rhv.3_Missense_Mutation_p.K391NNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2ATCCCCGCAAGGGCCGCATTA0.537

+ 6 980TRIM54_uc002rjn.2_5'Flank|TRIM54_uc002rjo.2_5'Flank|DNAJC5G_uc010yli.1_Missense_Mutation_p.M100I|DNAJC5G_uc002rjm.1_Missense_Mutation_p.D188NNM_173650 NP_775921 Q8N7S2 DNJ5G_HUMAN 1TAGCGAAGATGATTTTTAAGA0.338

- 7 651RBKS_uc010ezi.1_Missense_Mutation_p.A147T|RBKS_uc010ymg.1_Missense_Mutation_p.A214TNM_022128 NP_071411 Q9H477 RBSK_HUMAN 2GCATCTGCAGCGCTGCCCACC0.498 rs144415591

- 11 1117 NM_000379 NP_000370 P47989 XDH_HUMAN 8GAGCGACTCACCGCCACAGACT0.52

+ 5 861 NM_005400 NP_005391 Q02156 KPCE_HUMAN 10AAAGTGTGCTGGGTTAAAGAA0.542

- 4 994BCL11A_uc002sab.2_Missense_Mutation_p.E256K|BCL11A_uc002sac.2_Intron|BCL11A_uc010ypi.1_Intron|BCL11A_uc010ypj.1_Missense_Mutation_p.E222K|BCL11A_uc002sad.1_Missense_Mutation_p.E104K|BCL11A_uc002saf.1_Missense_Mutation_p.E222KNM_022893 NP_075044 Q9H165 BC11A_HUMAN 13AAGCGCCCTTCTGCCAGGCCG0.572

- 8 1092 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19TTACGTTTCTGTGTCCGATAC0.249

+ 29 3413DYSF_uc010feg.2_Missense_Mutation_p.E1044K|DYSF_uc010feh.2_Missense_Mutation_p.E999K|DYSF_uc002sig.3_Missense_Mutation_p.E999K|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.E1013K|DYSF_uc010fef.2_Missense_Mutation_p.E1030K|DYSF_uc010fei.2_Missense_Mutation_p.E1030K|DYSF_uc010fek.2_Missense_Mutation_p.E1031K|DYSF_uc010fej.2_Missense_Mutation_p.E1000K|DYSF_uc010fel.2_Missense_Mutation_p.E1000K|DYSF_uc010feo.2_Missense_Mutation_p.E1045K|DYSF_uc010fem.2_Missense_Mutation_p.E1014K|DYSF_uc010fen.2_Missense_Mutation_p.E1031K|DYSF_uc002sif.2_Missense_Mutation_p.E1014KNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7CCCAGGCTGGGAGTATAGCAT0.617

- 9 1069SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.S356F|SLC4A5_uc010ffc.1_Missense_Mutation_p.S356F|SLC4A5_uc002skp.1_Missense_Mutation_p.S292F|SLC4A5_uc002sks.1_Missense_Mutation_p.S356FNM_021196 NP_067019 Q9BY07 S4A5_HUMANCytoplasmic (Potential). 9TTCATTGTAGGATTTTGCTCT0.328

+ 2 261 NM_138800 NP_620155 Q96BQ3 TRI43_HUMAN RING-type. 1CTCTGCCTTTCGTGGGAGGAA0.502

+ 1 432LOC285033_uc002svn.2_RNA|LOC285033_uc002svo.2_Missense_Mutation_p.S193FNM_001037228 NP_001032305 Q3KRF4 Q3KRF4_HUMAN 0ACTCCTGCTTCCTTCCTTCCC0.547

- 18 2664TSGA10_uc002szh.3_Missense_Mutation_p.R679Q|TSGA10_uc002szi.3_Missense_Mutation_p.R679Q|TSGA10_uc010fin.1_Missense_Mutation_p.R679QNM_182911 NP_878915 Q9BZW7 TSG10_HUMANInteraction with HIF1A (By similarity). 2GTCAGGAGATCGATGGTGAGC0.383

- 2 151ST6GAL2_uc002tdr.2_Missense_Mutation_p.R11Q|ST6GAL2_uc002tds.3_Missense_Mutation_p.R11QNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANCytoplasmic (Potential). 11GAAAAGCATTCGTTGTCTCCA0.507

+ 20 3830RGPD4_uc002tdu.2_Missense_Mutation_p.D437N|RGPD4_uc010ywl.1_IntronNM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2ATTAGAATGGGATAACTGTGA0.443

+ 9 1404SLC5A7_uc010ywm.1_Missense_Mutation_p.E129D|SLC5A7_uc010fjj.2_Missense_Mutation_p.E376D|SLC5A7_uc010ywn.1_Missense_Mutation_p.E263DNM_021815 NP_068587 Q9GZV3 SC5A7_HUMANExtracellular (Potential). 4CGGACAAAGAAATCGTTTGGG0.433

+ 6 971SULT1C2_uc010ywp.1_Nonsense_Mutation_p.W88*|SULT1C2_uc002tdx.2_Nonsense_Mutation_p.W184*|SULT1C2_uc010ywq.1_Nonsense_Mutation_p.W187*NM_001056 NP_001047 O00338 ST1C2_HUMAN 1TGGGGTTCCTGGTTTGACCAC0.438

+ 4 829SULT1C4_uc010ywr.1_RNA|SULT1C4_uc002teb.1_IntronNM_006588 NP_006579 O75897 ST1C4_HUMAN 0TCCAAAGAATGAATAAAGCTC0.423

+ 14 2645PSD4_uc002tjd.2_Missense_Mutation_p.G441E|PSD4_uc002tje.2_Missense_Mutation_p.G791E|PSD4_uc002tjf.2_Missense_Mutation_p.G442E|PSD4_uc002tjg.2_5'UTR|PSD4_uc010yxs.1_Missense_Mutation_p.G51E|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2TGGTAGCAGGGAGAAGACCAC0.622

+ 4 683RALB_uc010yys.1_Missense_Mutation_p.V187M|RALB_uc002tml.2_Missense_Mutation_p.V186M|RALB_uc002tmm.2_RNA|RALB_uc010yyt.1_RNANM_002881 NP_002872 P11234 RALB_HUMAN 3CCGGGCCAACGTGGACAAGGT0.547



- 45 8435 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50GCAGGAACAATTCACTCTCCC0.408

- 42 7772 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50GAACCCACATCTAGTGGGGGA0.398

- 77 11578 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 104. 20TTGAATTTTTCCTGCATGTAT0.423

- 7 1400GRB14_uc010zcv.1_Missense_Mutation_p.D200N|GRB14_uc002ucm.2_RNANM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7ACATAAATATCACTATTGCCA0.333

- 3 554SCN3A_uc002ucy.2_Missense_Mutation_p.S21F|SCN3A_uc002ucz.2_Missense_Mutation_p.S21FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10AGCAGCAAGAGATTCTCTAGT0.438

+ 1 242XIRP2_uc010fpn.2_Missense_Mutation_p.P75L|XIRP2_uc010fpo.2_Missense_Mutation_p.P75L|XIRP2_uc010fpp.2_Missense_Mutation_p.P75LNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14AGTTCGAAGCCGGAAGAGAAG0.512

- 8 1021LRP2_uc010zdf.1_Missense_Mutation_p.E270KNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 7.|Extracellular (Potential). 29CAAGACCATTCTCTTGGGGAA0.448

- 284 83316uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E21393K|TTN_uc010zfi.1_Missense_Mutation_p.E21326K|TTN_uc010zfj.1_Missense_Mutation_p.E21201KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGTGAAGTTTCCCGCTTCTCG0.413

- 275 76341uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E19068K|TTN_uc010zfi.1_Missense_Mutation_p.E19001K|TTN_uc010zfj.1_Missense_Mutation_p.E18876KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTCCCTTTTCGTTAACTGCA0.418

- 275 73362uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G18075R|TTN_uc010zfi.1_Missense_Mutation_p.G18008R|TTN_uc010zfj.1_Missense_Mutation_p.G17883RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTGTATTTTCCAAAGTCATCT0.418

- 100 25998TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E5253KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCATATTTTTCATATTCTTTA0.368

+ 5 974FAM171B_uc002upr.1_Missense_Mutation_p.R288CNM_177454 NP_803237 Q6P995 F171B_HUMANExtracellular (Potential). 10TGCAGGGGATCGCATACCTGC0.358 rs149646688

- 46 3582COL5A2_uc010frx.2_Missense_Mutation_p.P679SNM_000393 NP_000384 P05997 CO5A2_HUMAN 2CTCCTTACCGGATCTCCTCTT0.537

+ 19 3488ANKAR_uc002uqu.2_Splice_Site|ANKAR_uc002uqx.1_Splice_Site|ANKAR_uc002uqy.1_Splice_Site_p.G330_spliceNM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 TTAATTTATAGGGAATTTAAT0.343

+ 8 1795NAB1_uc010fsc.2_Missense_Mutation_p.P408L|NAB1_uc010fsd.2_Missense_Mutation_p.P407L|NAB1_uc002usc.2_Missense_Mutation_p.P407L|NAB1_uc010zgh.1_Missense_Mutation_p.P378LNM_005966 NP_005957 Q13506 NAB1_HUMAN 0GAGCACAGTCCTAACGGCTTG0.483

- 6 598ICA1L_uc002uzi.1_Missense_Mutation_p.T145I|ICA1L_uc002uzj.2_Missense_Mutation_p.T145INM_138468 NP_612477 Q8NDH6 ICA1L_HUMAN AH. 0TGTCATCAAGGTATCAGATAC0.463

+ 5 625CPS1_uc010fur.2_Missense_Mutation_p.D171NNM_001875 NP_001866 P31327 CPSM_HUMANAnthranilate phosphoribosyltransferase homolog. 13TTATGGAGTGGACACAAGAAT0.299

+ 3 362ATIC_uc010zjo.1_Missense_Mutation_p.G4E|ATIC_uc002vey.3_Missense_Mutation_p.G62ENM_004044 NP_004035 P31939 PUR9_HUMAN 29ATGTTGGGGGGACGTGTGAAA0.398

+ 16 1909VIL1_uc010zke.1_Missense_Mutation_p.L304P|VIL1_uc002vib.2_Missense_Mutation_p.L615PNM_007127 NP_009058 P09327 VILI_HUMAN Core. 1GAAGAAAACCTGGTCATCACC0.507

+ 3 1005TTLL4_uc010zkl.1_Missense_Mutation_p.S47F|TTLL4_uc010fvx.2_Missense_Mutation_p.S212FNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3CTCTCTTCCTCCTATAAGCCC0.537

+ 4 563SGPP2_uc010zlp.1_Missense_Mutation_p.P60LNM_152386 NP_689599 Q8IWX5 SGPP2_HUMANHelical; (Potential). 2CCACAGTATCCATTTGTGTTG0.458

+ 5 529 NM_031313 NP_112603 P10696 PPBN_HUMAN 1TCACCCTCAGGAAAGTCAGTG0.617

- 2 290PER2_uc010znv.1_Missense_Mutation_p.P18L|PER2_uc010znw.1_Missense_Mutation_p.P18L|PER2_uc010fyx.1_Missense_Mutation_p.P18LNM_022817 NP_073728 O15055 PER2_HUMAN 2GGGCTCCACGGGCTCCTTGGT0.607

+ 6 789 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANCytoplasmic (Potential). 3GAGTACTACTCCTGCCGGTTC0.632

+ 13 1349FARP2_uc010zoq.1_Missense_Mutation_p.P411L|FARP2_uc010zor.1_Missense_Mutation_p.P411L|uc002wbj.2_5'FlankNM_014808 NP_055623 O94887 FARP2_HUMAN 3TCGCTCTCTCCCTCCACTCTG0.542

+ 9 1458D2HGDH_uc010zpc.1_RNA|D2HGDH_uc010fzq.1_Missense_Mutation_p.V295M|D2HGDH_uc002wcg.1_RNA|D2HGDH_uc002wch.2_RNA|D2HGDH_uc002wci.2_Missense_Mutation_p.V128MNM_152783 NP_689996 Q8N465 D2HDH_HUMAN 0CGCCAAGCACGTGGTGGGCTA0.587

+ 8 865TMC2_uc002wgg.1_Missense_Mutation_p.P268S|TMC2_uc010zpw.1_Missense_Mutation_p.P116S|TMC2_uc010zpx.1_Missense_Mutation_p.P115SNM_080751 NP_542789 Q8TDI7 TMC2_HUMANHelical; (Potential). 3GATGGGCATGCCCTATGGGAG0.443

- 16 1509SEL1L2_uc002woq.3_Missense_Mutation_p.L337R|SEL1L2_uc010zrl.1_Intron|SEL1L2_uc002wor.2_IntronNM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential).|Sel1-like 9. 2CCAGTGGCCTAGTTCACAGAC0.438

+ 3 1706 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3CCTCCCACACCAGTGGCCCGC0.657

+ 3 197ITCH_uc002xak.2_Missense_Mutation_p.S2F|ITCH_uc010zuj.1_5'UTRNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6GGTGGTATGTCTGACAGTGGA0.388

- 8 1235STAU1_uc002xua.2_Missense_Mutation_p.P194L|STAU1_uc002xub.2_Missense_Mutation_p.P200L|STAU1_uc002xuc.2_Missense_Mutation_p.P194L|STAU1_uc002xue.2_Missense_Mutation_p.P194L|STAU1_uc002xuf.2_Missense_Mutation_p.P200L|STAU1_uc002xug.2_Missense_Mutation_p.P275LNM_017453 NP_059347 O95793 STAU1_HUMAN 5GCTTGTCTGTGGCTGAGGAAC0.488

+ 18 2229 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2AGAGCCAAGCGGGCCCGAGCA0.567

+ 4 549SRRD_uc003acp.3_Missense_Mutation_p.P174LNM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0GTATATGACCCTCTGTTTAGC0.448

- 4 633GAL3ST1_uc003aih.1_Missense_Mutation_p.D165N|GAL3ST1_uc003aii.1_Missense_Mutation_p.D165N|GAL3ST1_uc010gvz.1_Missense_Mutation_p.D165NNM_004861 NP_004852 Q99999 G3ST1_HUMANLumenal (Potential). 0CGGGCGGGGTCGCGGAGCACC0.647

+ 3 527TCN2_uc003aiq.1_Missense_Mutation_p.K119N|TCN2_uc003air.1_IntronNM_000355 NP_000346 P20062 TCO2_HUMAN 1GGGGCCACAAGGGGGACAGGC0.617

+ 11 1705SMTN_uc003ajk.1_Missense_Mutation_p.P496L|SMTN_uc003ajm.1_Missense_Mutation_p.P496L|SMTN_uc011ale.1_Missense_Mutation_p.P550L|SMTN_uc011alf.1_Missense_Mutation_p.P552L|SMTN_uc003ajn.1_Missense_Mutation_p.P488L|SMTN_uc011alg.1_Intron|SMTN_uc003ajo.1_5'Flank|SMTN_uc011alh.1_5'Flank|SMTN_uc010gwe.1_5'FlankNM_006932 NP_008863 P53814 SMTN_HUMAN 3CGGGCGCCCCCGACCCTACTC0.622

+ 4 588 TAB1_uc003axr.2_IntronNM_004711 NP_004702 O43759 SNG1_HUMAN 0CCAGATTGGCGCCGACTCGGC0.687

+ 7 1956_1957 NM_001429 NP_001420 Q09472 EP300_HUMAN 64TGGAGGTGTAGGAGTTCAAACG0.366

- 6 1011uc003bcd.1_Intron|CYP2D6_uc010gyu.2_Missense_Mutation_p.M1I|CYP2D6_uc003bcf.2_Missense_Mutation_p.M256INM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2AGGTGGTCACCATCCCGGCAG0.612

+ 15 2004SAPS2_uc003bky.1_Missense_Mutation_p.R528C|SAPS2_uc003bkz.1_Missense_Mutation_p.R528C|SAPS2_uc003blc.2_Missense_Mutation_p.R528C|SAPS2_uc003bla.1_Missense_Mutation_p.R529C|SAPS2_uc003bld.1_Missense_Mutation_p.R87CNM_014678 NP_055493 O75170 PP6R2_HUMAN 0GGAGACGAACCGCAGGAACAC0.692

- 41 5872SBF1_uc003ble.2_Missense_Mutation_p.A357T|SBF1_uc003blf.2_Missense_Mutation_p.A369T|SBF1_uc011arx.1_Missense_Mutation_p.A1531TNM_002972 NP_002963 O95248 MTMR5_HUMAN 0GAGGCTCAGGCGTCCGACAGG0.682

+ 6 753CHL1_uc003bot.2_Missense_Mutation_p.P161L|CHL1_uc003bow.1_Missense_Mutation_p.P161L|CHL1_uc011asi.1_Missense_Mutation_p.P161LNM_006614 NP_006605 O00533 CHL1_HUMANIg-like C2-type 2.|Extracellular (Potential). 12GGCCTCCCACCTTTACACATT0.398

- 4 692ZNF385D_uc010hfb.1_RNANM_024697 NP_078973 Q9H6B1 Z385D_HUMAN Matrin-type 1. 5GTGGGCCGCAGCCTGGCTCTA0.443

+ 19 2326ARPP21_uc003cga.2_Missense_Mutation_p.G669R|ARPP21_uc011axy.1_Missense_Mutation_p.G689R|ARPP21_uc003cgf.2_Missense_Mutation_p.G524R|ARPP21_uc003cgg.2_Missense_Mutation_p.G211RNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN Gln-rich. 3TGGTCAACAGGGATTCCAAGG0.468

- 11 1751 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CTCTGCCTTTGGAGAGGATCT0.498

- 10 1662 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CTTTTTTTGGCAATCTTCATC0.378

+ 13 1355VIPR1_uc011azl.1_Missense_Mutation_p.V363I|VIPR1_uc011azm.1_Missense_Mutation_p.V201I|VIPR1_uc011azn.1_Missense_Mutation_p.V384I|VIPR1_uc003clg.2_Missense_Mutation_p.V56INM_004624 NP_004615 P32241 VIPR1_HUMANCytoplasmic (Potential). 1CCTGCAGGGCGTCCTGGGCTG0.687



- 3 542CDCP1_uc003con.2_Missense_Mutation_p.G136DNM_022842 NP_073753 Q9H5V8 CDCP1_HUMANExtracellular (Potential). 3CAGCTCTAAACCGATGCTCTT0.552

- 6 1095CBLB_uc011bhi.1_Missense_Mutation_p.P280L|CBLB_uc003dwd.1_Missense_Mutation_p.P258L|CBLB_uc003dwe.1_Missense_Mutation_p.P258L|CBLB_uc011bhj.1_RNANM_170662 NP_733762 Q13191 CBLB_HUMANCbl-PTB.|SH2-like. 9CATGTAACCTGGATGTGTCAC0.333

- 1 183GUCA1C_uc003dxk.2_Missense_Mutation_p.E39KNM_005459 NP_005450 O95843 GUC1C_HUMAN EF-hand 1. 0GTCTTAAATTCATGTAGTGTT0.388

- 3 207 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1TGATCCTTCCCCTTTGGTAAA0.323

- 5 793 NM_199420 NP_955452 O75417 DPOLQ_HUMANHelicase ATP-binding. 11TGAGAGTCTCCCAGCATATGT0.383

+ 15 1487SLC15A2_uc011bjn.1_Missense_Mutation_p.S414FNM_021082 NP_066568 Q16348 S15A2_HUMAN 1TCCATCAAATCCTTTCAGGTG0.323

- 7 753_754MYLK_uc011bjw.1_Missense_Mutation_p.E158K|MYLK_uc003egp.2_Missense_Mutation_p.E158K|MYLK_uc003egq.2_Missense_Mutation_p.E158K|MYLK_uc003egr.2_Missense_Mutation_p.E158K|MYLK_uc003egs.2_5'UTR|MYLK_uc010hrs.1_Missense_Mutation_p.E158KNM_053025 NP_444253 Q15746 MYLK_HUMAN 9GGTGGGCACTCCCCCCAGATGC0.55

+ 11 1353RUVBL1_uc003eke.2_Intron|RUVBL1_uc003ekf.2_Intron|SEC61A1_uc003ekc.2_Missense_Mutation_p.V337A|SEC61A1_uc003ekd.2_Missense_Mutation_p.V270A|SEC61A1_uc003ekg.2_Missense_Mutation_p.V84ANM_013336 NP_037468 P61619 S61A1_HUMANCytoplasmic (Potential). 1ACCCTGCAGGTTGCAAAGCAG0.562

+ 15 4413COL6A6_uc003eni.3_5'UTRNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANTriple-helical region. 8GGAGAAGTTGGGGAAAATGGA0.373

+ 19 1865ATP2C1_uc011blg.1_Missense_Mutation_p.P582L|ATP2C1_uc011blh.1_Missense_Mutation_p.P543L|ATP2C1_uc011bli.1_Missense_Mutation_p.P582L|ATP2C1_uc003enk.2_Missense_Mutation_p.P532L|ATP2C1_uc003enm.2_Missense_Mutation_p.P548L|ATP2C1_uc003enn.2_Missense_Mutation_p.P532L|ATP2C1_uc003eno.2_Missense_Mutation_p.P548L|ATP2C1_uc003enp.2_Missense_Mutation_p.P548L|ATP2C1_uc003enq.2_Missense_Mutation_p.P548L|ATP2C1_uc003enr.2_Missense_Mutation_p.P548L|ATP2C1_uc003ens.2_Missense_Mutation_p.P548L|ATP2C1_uc003ent.2_Missense_Mutation_p.P548L|ATP2C1_uc003enu.2_Missense_Mutation_p.P226LNM_014382 NP_055197 P98194 AT2C1_HUMANCytoplasmic (By similarity). 1ATTGATCCACCTAGAACTGGT0.418

+ 6 567DNAJC13_uc010htq.1_Missense_Mutation_p.G168RNM_015268 NP_056083 O75165 DJC13_HUMAN 2TTATCAAGGAGGATTTTGTAT0.328

- 2 529AMOTL2_uc003eqg.1_Nonsense_Mutation_p.Q80*|AMOTL2_uc003eqh.1_Nonsense_Mutation_p.Q80*NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1TCACCGCCCTGGTGCTCCTGG0.672

+ 2 1200MCF2L2_uc003fli.1_Intron|MCF2L2_uc003flj.1_Intron|MCF2L2_uc011bqr.1_Intron|B3GNT5_uc003fll.2_Missense_Mutation_p.H224Y|B3GNT5_uc003flm.2_Missense_Mutation_p.H224YNM_032047 NP_114436 Q9BYG0 B3GN5_HUMANLumenal (Potential). 1TGGTCGTGTTCATCGTGGTGC0.438

+ 13 1512DVL3_uc011bqw.1_Missense_Mutation_p.F441L|DVL3_uc003fmt.2_Missense_Mutation_p.F129L|DVL3_uc003fmu.2_Missense_Mutation_p.F290LNM_004423 NP_004414 Q92997 DVL3_HUMAN DEP. 3TGTGGAAGGCTTCACGGACCG0.582

+ 5 607OSTalpha_uc010iac.1_Missense_Mutation_p.E20K|OSTalpha_uc003fwe.2_Missense_Mutation_p.E3KNM_152672 NP_689885 Q86UW1 OSTA_HUMANHelical; (Potential). 1GGTCATGGTGGAAGGCTTTGG0.507

+ 8 3378RGS12_uc010ics.1_Missense_Mutation_p.S24F|RGS12_uc003ggv.2_Missense_Mutation_p.S825F|RGS12_uc003ggy.1_Missense_Mutation_p.S223F|RGS12_uc010ict.1_Missense_Mutation_p.S177F|RGS12_uc003ggz.2_Missense_Mutation_p.S177F|RGS12_uc010icu.1_Missense_Mutation_p.S24F|RGS12_uc011bvs.1_Missense_Mutation_p.S167F|RGS12_uc003gha.2_Missense_Mutation_p.S167F|RGS12_uc010icv.2_Missense_Mutation_p.S24F|RGS12_uc003ghb.2_Missense_Mutation_p.S24FNM_198229 NP_937872 O14924 RGS12_HUMAN RGS. 1TTTCTGAAGTCCCCGCTGTAC0.587

+ 3 404GBA3_uc010iep.2_Intron|GBA3_uc011bxo.1_Missense_Mutation_p.D106NNM_020973 NP_066024 Q9H227 GBA3_HUMAN 0CAAGATCATCGATGATTTGTT0.363

+ 8 1293GABRB1_uc011bze.1_Missense_Mutation_p.D237NNM_000812 NP_000803 P18505 GBRB1_HUMANHelical; (Probable). 2CAAAGCGATTGATATTTATCT0.453

- 3 465KDR_uc003hat.1_Missense_Mutation_p.G55R|KDR_uc011bzx.1_Missense_Mutation_p.G55RNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 1.|Extracellular (Potential). 33TCCCTCTGTCCCCTGAAAAAT0.428

+ 1 331UGT2B28_uc010ihr.2_Missense_Mutation_p.S110LNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TTATATTTTTCACAAGAACAA0.294

+ 2 778UGT2B28_uc010ihr.2_Missense_Mutation_p.R259QNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TGGCTTATGCGAAACTCCTGG0.398

- 40 6518CENPE_uc003hxc.1_Missense_Mutation_p.S2022LNM_001813 NP_001804 Q02224 CENPE_HUMANKinetochore-binding domain.|Potential. 9ATAGGGAAGTGAGAGGTTTGC0.363

+ 12 1960_1961GSTCD_uc003hxy.3_Missense_Mutation_p.G543K|GSTCD_uc011cfb.1_Missense_Mutation_p.G253KNM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2CATGATTGTGGGAGTCCCCATT0.45

+ 9 10450FAT4_uc011cgp.1_Missense_Mutation_p.D1782N|FAT4_uc003ifi.1_Missense_Mutation_p.D962NNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 33.|Extracellular (Potential).p.D3484N(2) 18TTTGGCTGTTGATTCAGGGAC0.458 rs143981594

+ 13 12422FAT4_uc011cgp.1_Missense_Mutation_p.G2404E|FAT4_uc003ifi.1_Missense_Mutation_p.G1619ENM_024582 NP_078858 Q6V0I7 FAT4_HUMANLaminin G-like 1.|Extracellular (Potential). 18GCAGTCAATGGAAGGCCTCTG0.413

+ 2 293ARFIP1_uc003inb.2_Missense_Mutation_p.P6L|ARFIP1_uc003ina.2_Missense_Mutation_p.P6L|ARFIP1_uc003inc.2_Missense_Mutation_p.P6L|ARFIP1_uc011cij.1_Missense_Mutation_p.P6LNM_001025595 NP_001020766 P53367 ARFP1_HUMAN 1CAAGAATCTCCCAAAAATTCA0.343

- 7 1324GLRA3_uc003itz.1_Missense_Mutation_p.S274LNM_006529 NP_006520 O75311 GLRA3_HUMANHelical; (Probable). 3GATCCAGAATGAAACCCAGGA0.478

- 19 3314CTNND2_uc010itt.2_Missense_Mutation_p.P966S|CTNND2_uc011cmy.1_Missense_Mutation_p.P720S|CTNND2_uc011cmz.1_Missense_Mutation_p.P624S|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.P649SNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8GAGATGGAGGGCGTGCGGGAG0.577

+ 3 764 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN 3GCCCCCGACCCGCCTCACACA0.647

- 4 930CDH18_uc003jgd.2_Missense_Mutation_p.D185N|CDH18_uc011cnm.1_Missense_Mutation_p.D185NNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 2. 7TCATCTGCATCAGTAGCTGTC0.433

- 2 380CDH18_uc003jgd.2_Missense_Mutation_p.M1I|CDH18_uc011cnm.1_Missense_Mutation_p.M1INM_004934 NP_004925 Q13634 CAD18_HUMAN 7 TAGTAATTTTCATTGTAAGAT0.428

+ 3 321 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6GGGAGACTGGGAGAAAACTCG0.428

- 12 2476CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCytoplasmic (Potential). 12TAGCCTTTCATTAATGAAATC0.463

+ 20 4268PDZD2_uc003jhm.2_Missense_Mutation_p.E1294KNM_178140 NP_835260 O15018 PDZD2_HUMAN 9CTCCCCGGGGGAGAAAGCAGC0.657

- 8 1241 NM_001007527 NP_001007528 Q68DH5 LMBD2_HUMANCytoplasmic (Potential). 0 TACTCTGTAGGGCACtaaaaa0.224

+ 4 1287MARVELD2_uc010ixf.2_Missense_Mutation_p.N398D|MARVELD2_uc003jwr.1_Missense_Mutation_p.N410D|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0CTCAGAAGTTAATTTCAAGGA0.423

- 2 2573ENC1_uc011css.1_Missense_Mutation_p.P408LNM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 4. 3GTAACGCCAGGGCTGGGGACA0.507

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMANBasic motif (By similarity). 1AAAGAAACAGCAGATGATAAT0.353

- 4 1551ANKRD34B_uc003kgw.2_Missense_Mutation_p.P401S|ANKRD34B_uc010jan.2_Missense_Mutation_p.P401SNM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1AATTGGGAAGGAGATGGTGAG0.488

+ 32 7174GPR98_uc003kjt.2_Missense_Mutation_p.R66C|GPR98_uc003kjv.2_5'FlankNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GATGGTTTATCGTGTTCAAGA0.418

+ 49 10328GPR98_uc003kjt.2_Missense_Mutation_p.A1117V|GPR98_uc003kjv.2_Missense_Mutation_p.A1011VNM_032119 NP_115495 Q8WXG9 GPR98_HUMANEAR 4.|Extracellular (Potential). 16CTGACCGTGGCCTTGTTCAAC0.473

+ 75 16226GPR98_uc003kjt.2_Missense_Mutation_p.G3083E|GPR98_uc003kjw.2_Missense_Mutation_p.G1038ENM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TCCCAGAGTGGACTAGAACTC0.388

+ 20 2646PAM_uc003kns.2_Missense_Mutation_p.G651E|PAM_uc003knt.2_Missense_Mutation_p.G758E|PAM_uc003knu.2_Missense_Mutation_p.G758E|PAM_uc003knv.2_Missense_Mutation_p.G758E|PAM_uc011cuz.1_Missense_Mutation_p.G661E|PAM_uc003knz.2_5'UTRNM_000919 NP_000910 P19021 AMD_HUMANPeptidyl-alpha-hydroxyglycine alpha- amidating lyase (By similarity).|Intragranular (Potential).0CCTGTACAAGGATTTGTGATG0.398

+ 3 324SNCAIP_uc011cwl.1_5'UTR|SNCAIP_uc010jct.2_Missense_Mutation_p.E40K|SNCAIP_uc003ksx.1_Missense_Mutation_p.E87K|SNCAIP_uc003ksy.1_Silent_p.T24T|SNCAIP_uc003ksz.1_Silent_p.T24T|SNCAIP_uc010jcu.2_Silent_p.T24T|SNCAIP_uc011cwm.1_Silent_p.T24T|SNCAIP_uc003kta.1_Silent_p.T22T|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Silent_p.T24T|SNCAIP_uc010jcx.1_Missense_Mutation_p.E40KNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2TACGCAAAACGAAGACAGATC0.478

- 7 1046KIF3A_uc003kxn.2_Missense_Mutation_p.R257C|KIF3A_uc011cxf.1_Missense_Mutation_p.R298C|KIF3A_uc003kxp.2_Missense_Mutation_p.R298CNM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1TTAGAGTTACGATAAGGCACA0.383

+ 1 541PCDHA1_uc003lha.2_Missense_Mutation_p.D181N|PCDHA1_uc003lgz.2_Missense_Mutation_p.D181NNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 2.|Extracellular (Potential). 1TTTCTCTTTGGATGTAGAGGC0.423

+ 1 2140PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGA6_uc003ljy.1_5'Flank|PCDHGB3_uc011dat.1_Missense_Mutation_p.R714C|PCDHGA6_uc011dau.1_5'FlankNM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANCytoplasmic (Potential). 0AATCTCCCTGCGCCTGCGATG0.582



+ 5 1306PPARGC1B_uc003lrb.1_Missense_Mutation_p.R422W|PPARGC1B_uc003lrd.2_Missense_Mutation_p.R383W|PPARGC1B_uc003lrf.2_Missense_Mutation_p.R401W|PPARGC1B_uc003lre.1_Missense_Mutation_p.R401WNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0GGAGGTCCGCCGGCCTGCCAG0.448

+ 3 907MFAP3_uc010jib.2_Missense_Mutation_p.R131C|MFAP3_uc011ddb.1_5'UTRNM_001135037 NP_001128509 P55082 MFAP3_HUMANIg-like C2-type.|Extracellular (Potential). 0CTCTCCAATTCGTGCCTCCTA0.443

- 2 579EBF1_uc011ddw.1_5'Flank|EBF1_uc011ddx.1_Missense_Mutation_p.V93M|EBF1_uc003lxl.3_Missense_Mutation_p.V93MNM_024007 NP_076870 Q9UH73 COE1_HUMAN 5TCCTTCTCCACGAACCCCACA0.632

- 10 1392GABRB2_uc011deh.1_Intron|GABRB2_uc003lyr.1_Intron|GABRB2_uc003lyt.1_Intron|GABRB2_uc010jiu.1_IntronNM_021911 NP_068711 P47870 GBRB2_HUMANCytoplasmic (Probable). 0 AGAGAGAAATCGTaattggta0.184 rs150956270

- 4 3842 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 gagttcatttcgtatttcaaa 0

- 3 582TRIM26_uc003nps.2_Missense_Mutation_p.R125W|TRIM26_uc010jry.2_5'UTR|TRIM26_uc003npt.2_Missense_Mutation_p.R125W|TRIM26_uc003npu.1_Missense_Mutation_p.R125WNM_003449 NP_003440 Q12899 TRI26_HUMAN B box-type. 3CGGGACTCCCGGCACATCACG0.657

+ 25 3229C4A_uc011doz.1_Missense_Mutation_p.R1060WNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0CCAGCAGTTTCGGAAGGCGGA0.612

+ 62 9419 uc003oof.1_Intron NM_001371 NP_001362 21TACTTCATTTCAAGATCAAGG0.358

+ 10 1062GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANCytoplasmic (Potential). 5TGGTATCCAAACTGAAGGCCA0.547

+ 1 361SLC22A7_uc010jyl.1_Missense_Mutation_p.A88T|SLC22A7_uc003ous.2_Missense_Mutation_p.A88TNM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0CTATCCCCAGGCTCTCCCCAA0.637

+ 11 1337MEP1A_uc011dwg.1_Missense_Mutation_p.P154L|MEP1A_uc011dwh.1_Missense_Mutation_p.P460L|MEP1A_uc011dwi.1_Missense_Mutation_p.P332LNM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|MAM. 3ACCCCCTGCCCCACAGGGGTC0.517

- 11 2069GPR110_uc011dwl.1_Missense_Mutation_p.R312CNM_153840 NP_722582 Q5T601 GP110_HUMANCytoplasmic (Potential). 3ATGCAAATACGACGTGTGTGA0.468 rs138895375

- 22 2282COL21A1_uc010jzz.2_Missense_Mutation_p.E69K|COL21A1_uc011dxg.1_Missense_Mutation_p.E69K|COL21A1_uc011dxh.1_Missense_Mutation_p.E69K|COL21A1_uc003pcr.2_Silent_p.E41ENM_030820 NP_110447 Q96P44 COLA1_HUMANCollagen-like 4. 2TATCCTGGTTCTCCTGGGGAA0.418

+ 30 4688BAI3_uc010kak.2_Splice_Site_p.R1414_splice|BAI3_uc011dxx.1_Splice_Site_p.R620_spliceNM_001704 NP_001695 O60242 BAI3_HUMAN 50ATATCTTACAGAGAAGAAAAT0.234

+ 6 1091WISP3_uc003pvn.2_RNA|WISP3_uc003pvo.2_Nonsense_Mutation_p.W345*NM_003880 NP_003871 O95389 WISP3_HUMAN CTCK. 0CATTTAAATGGAAGATGCTGT0.373

+ 8 882NT5DC1_uc003pwk.2_Missense_Mutation_p.P255S|NT5DC1_uc003pwl.2_Missense_Mutation_p.P213SNM_152729 NP_689942 Q5TFE4 NT5D1_HUMAN 0AAGTCAGAGACCTTTCCGGAC0.398

+ 3 279ARG1_uc003qco.1_Missense_Mutation_p.G74E|ARG1_uc010kfm.1_Missense_Mutation_p.G82E|MED23_uc003qcq.2_IntronNM_000045 NP_000036 P05089 ARGI1_HUMAN 1AGGTCTGTGGGAAAAGCAAGC0.483

- 1 931ENPP3_uc003qcu.3_Intron|ENPP3_uc010kfq.2_Intron|ENPP3_uc003qcv.2_IntronNM_001145659 NP_001139131 A4FU28 CTGE9_HUMAN 0GCTCCTTTCGGAGGATCATCT0.368

- 6 3204LATS1_uc010kif.1_Nonsense_Mutation_p.R781*|LATS1_uc003qmv.1_Nonsense_Mutation_p.R886*NM_004690 NP_004681 O95835 LATS1_HUMANProtein kinase. 6TCTCCACATCGACAGCTTGAG0.473

- 43 6870SYNE1_uc003qot.3_Missense_Mutation_p.E2097K|SYNE1_uc003qou.3_Missense_Mutation_p.E2090K|SYNE1_uc010kjb.1_Missense_Mutation_p.E2073KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential).|Potential. 45TTCTGATATTCTCTCATTAAG0.368

- 6 728PHF10_uc011egz.1_Missense_Mutation_p.E215K|PHF10_uc011eha.1_Missense_Mutation_p.E68KNM_018288 NP_060758 Q8WUB8 PHF10_HUMAN SAY. 1TCCATGCGTTCCCGGTTTAAG0.368

- 9 2112 NM_005618 NP_005609 O00548 DLL1_HUMANHelical; (Potential). 5CCGGCGCACACGGCCACCCAG0.701

- 4 1024RADIL_uc003sng.1_RNA|RADIL_uc003sni.1_5'Flank|RADIL_uc011jwc.1_Missense_Mutation_p.P44L|RADIL_uc011jwd.1_RNANM_018059 NP_060529 Q96JH8 RADIL_HUMAN 7GCTGATGCTGGGCTTGCTGGA0.682

+ 2 326RAC1_uc003spw.2_Missense_Mutation_p.P29SNM_006908 NP_008839 P63000 RAC1_HUMAN 2CAATGCATTTCCTGGAGAATA0.353

- 2 140DFNA5_uc003swz.2_Intron|DFNA5_uc003sxa.1_Missense_Mutation_p.D18N|DFNA5_uc010kut.1_Intron|DFNA5_uc003sxb.2_Missense_Mutation_p.D18N|DFNA5_uc003sxc.2_Missense_Mutation_p.D18NNM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1GCAATCAGGTCACCATCAGCA0.373

+ 12 1680OGDH_uc011kbx.1_Missense_Mutation_p.P520L|OGDH_uc011kby.1_Missense_Mutation_p.P374L|OGDH_uc003tlp.2_Missense_Mutation_p.P535L|OGDH_uc011kbz.1_Missense_Mutation_p.P319L|OGDH_uc003tlo.1_Missense_Mutation_p.P357LNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TTCACGCAGCCGCTCATGTAC0.572

- 22 3234TNS3_uc003tnw.2_Missense_Mutation_p.P956LNM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4GGAAACCATGGGCTTGGGGCT0.602

+ 26 9800ABCA13_uc010kys.1_Missense_Mutation_p.D333N|ABCA13_uc003tos.1_Missense_Mutation_p.D85NNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ATTCCTTAGCGATTCTAATAT0.368

+ 19 4407AUTS2_uc003tvx.3_Missense_Mutation_p.P1198T|AUTS2_uc011keg.1_Missense_Mutation_p.P674TNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3CGCACCTCCCCCGCTCATCTC0.662

+ 12 2240DTX2_uc011kgk.1_Missense_Mutation_p.F471L|DTX2_uc003ufg.3_Missense_Mutation_p.F562L|DTX2_uc003ufh.3_Missense_Mutation_p.F562L|DTX2_uc003ufj.3_Missense_Mutation_p.F515L|DTX2_uc003ufk.3_Missense_Mutation_p.F193L|DTX2_uc003ufm.3_Missense_Mutation_p.F275L|DTX2_uc003ufn.3_Missense_Mutation_p.F147LNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2GCGGCTCATCTTCACAGTGGG0.463

+ 8 2568RSBN1L_uc003ugm.2_Missense_Mutation_p.D624NNM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN 1TAAAAAAGACGATGACATTTT0.308

- 3 2846PCLO_uc003uhv.2_Missense_Mutation_p.E853KNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TTGGGTTCTTCCTTCTTTTGT0.483

- 16 2063 NM_006080 NP_006071 Q14563 SEM3A_HUMANIg-like C2-type. 4ATAGATGATTCTCTCTTCAGG0.408

- 12 2599EPHB4_uc003uwm.1_Missense_Mutation_p.S610F|EPHB4_uc010lhj.1_Missense_Mutation_p.S703FNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CCGCAGGAAGGAGTCCAGGGC0.607

- 6 1205SPDYE6_uc003uzb.2_Missense_Mutation_p.D118NNM_001146210 NP_001139682 P0CI01 SPDE6_HUMAN 0GAGTCCTCGTCGTCCTCCTCC0.552

- 9 1107SRPK2_uc003vcu.2_Missense_Mutation_p.T307I|SRPK2_uc003vcv.2_Missense_Mutation_p.T318I|SRPK2_uc003vcw.1_Missense_Mutation_p.T307INM_182691 NP_872633 P78362 SRPK2_HUMANProtein kinase. 6TGCAGCTGAGGTGATGTTTTC0.473

+ 13 1565 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2TATACCAATCCCAACTGTGCT0.363

+ 1 698 NM_001004685 NP_001004685 O95006 OR2F2_HUMANCytoplasmic (Potential). 4TCCAGAGAAGGAAGAAAGAAA0.512

+ 3 836GIMAP5_uc010lpu.2_Missense_Mutation_p.D20HNM_018384 NP_060854 Q96F15 GIMA5_HUMANCytoplasmic (Potential). 2CCAGGCCCTGGATGACTATGT0.552

- 3 406VIPR2_uc010lqx.2_RNA|VIPR2_uc010lqy.2_RNANM_003382 NP_003373 P41587 VIPR2_HUMANExtracellular (Potential). 2TTTGGGCAGGGCACCGTGACG0.567

- 32 5419CSMD1_uc011kwj.1_Missense_Mutation_p.D1069N|CSMD1_uc003wqe.2_Missense_Mutation_p.D833NNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 10. 25TCTGCCAAATCATTCAGGGCT0.423

- 13 1577SLC18A1_uc003wzl.2_Missense_Mutation_p.S156F|SLC18A1_uc003wzm.2_Missense_Mutation_p.S369F|SLC18A1_uc011kyr.1_Missense_Mutation_p.S369F|SLC18A1_uc003wzn.2_Missense_Mutation_p.S337F|SLC18A1_uc010ltf.2_RNA|SLC18A1_uc003wzo.2_Missense_Mutation_p.S337FNM_001135691 NP_001129163 P54219 VMAT1_HUMANHelical; (Potential). 2CCCGATTAGGGAACACAGCCA0.468

- 16 3801_3802HR_uc003xat.2_Missense_Mutation_p.P1046LNM_005144 NP_005135 O43593 HAIR_HUMAN JmjC. 2CTGGCTGCCCGGAGACCAGAGC0.658

+ 4 530ADAMDEC1_uc010lub.2_Missense_Mutation_p.E25K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E25KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2AGACTACACTGAAACATTGTA0.468

+ 9 906ADAM7_uc003xec.2_Missense_Mutation_p.E37KNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANPeptidase M12B.|Extracellular (Potential). 5TTCAAATATAGAAACTACCTT0.318

+ 3 443BNIP3L_uc010luh.1_Intron|BNIP3L_uc010lui.1_Missense_Mutation_p.D67N|BNIP3L_uc003xey.2_Missense_Mutation_p.D67NNM_004331 NP_004322 O60238 BNI3L_HUMAN 0GATCATGTTTGATGTGGAAAT0.398

+ 3 445BNIP3L_uc010luh.1_Intron|BNIP3L_uc010lui.1_Missense_Mutation_p.D67E|BNIP3L_uc003xey.2_Missense_Mutation_p.D67ENM_004331 NP_004322 O60238 BNI3L_HUMAN 0TCATGTTTGATGTGGAAATGC0.398



+ 5 1324SCARA3_uc003xgb.1_Missense_Mutation_p.E395KNM_016240 NP_057324 Q6AZY7 SCAR3_HUMANExtracellular (Potential). 4CCATGCCGAGGAGCTCTACTA0.602

- 2 175ZNF395_uc003xgt.2_5'UTR|FBXO16_uc003xgv.2_Missense_Mutation_p.N25T|FBXO16_uc003xgw.2_Missense_Mutation_p.N25TNM_172366 NP_758954 Q8IX29 FBX16_HUMAN 1TAGCTGATGGTTTAGGGGTGT0.373

+ 8 850MCM4_uc003xql.1_Missense_Mutation_p.S252L|MCM4_uc011ldi.1_Missense_Mutation_p.S239L|MCM4_uc010lxw.1_RNANM_182746 NP_877423 P33991 MCM4_HUMAN 4TACCCTGACTCAATCTTAGAA0.328

+ 5 1047 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1AGGCTGGAGGCCGACAAGGCC0.677

- 22 2009NSMAF_uc011lee.1_Missense_Mutation_p.E630KNM_003580 NP_003571 Q92636 FAN_HUMAN 1AAAGACTCTTCACCTGGAGAG0.363

- 16 2734ARFGEF1_uc003xxl.1_Missense_Mutation_p.R236CNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN SEC7. 8AGAAACATACGAAGGGCTGAA0.398

- 3 219CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.G7R|CA1_uc003ydi.2_Missense_Mutation_p.G7RNM_001738 NP_001729 P00915 CAH1_HUMAN 2TCATCATATCCCCAGTCTGGA0.328

+ 4 623INTS8_uc003yha.1_Missense_Mutation_p.P166L|INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_5'FlankNM_017864 NP_060334 Q75QN2 INT8_HUMAN 0CAGGCAAAACCCGGACCCCCT0.353

+ 42 7898VPS13B_uc003yiw.2_Missense_Mutation_p.S2571FNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20ATAGTTGATTCTGTATTTGTA0.443 rs145208175

+ 2 1099 NM_003301 NP_003292 P34981 TRFR_HUMANCytoplasmic (Potential). 3AGGAGTCAGACCATTTCAGCA0.473

+ 7 960COL14A1_uc003yoy.2_5'UTR|COL14A1_uc010mde.1_IntronNM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 1. 12CCATATAAAGGAGGAAATACA0.363

- 9 2444ADCY8_uc010mds.2_IntronNM_001115 NP_001106 P40145 ADCY8_HUMANHelical; (Potential). 6AGCAAACTTTGTATTGCCGTG0.353

- 30 2939COL22A1_uc011ljo.1_Missense_Mutation_p.G131ENM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 6. 13ACCTTTCAGTCCTGGAAGTCC0.383

- 11 1988 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANCollagen-like 1.|Pro-rich.|Gly-rich. 13ACCTTTCTCTCCCTTAGGTCC0.587

+ 13 1399 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2GGAGCTGCGCCCTCCCTGACC0.687

- 1 4908 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 27. 2CCCGAACATTCCTGCTTTGAA0.627

- 25 2779 NM_013291 NP_037423 Q10570 CPSF1_HUMANNuclear localization signal (Potential). 1TTCTTCTCACGGAAGTTGATG0.642

- 1 2961RANBP6_uc011lmf.1_Missense_Mutation_p.I632L|RANBP6_uc003zjs.2_Missense_Mutation_p.I572LNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3ATCTTCCCTATTGCTGAGATA0.363

- 24 3077 NM_000170 NP_000161 P23378 GCSP_HUMAN 2GAATAAGGCCGGTCCCAGTGG0.557

- 2 553MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_Silent_p.A169ANM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 4.p.0?(1112)|p.P114L(21)|p.?(13)|p.P114H(3)|p.H83fs*2(2)|p.P114S(2)|p.A68fs*3(1)|p.P114P(1)|p.V115fs*11(1)3678CAGGTCCACGGGCAGACGGCC0.731 rs121913386

+ 36 4421UNC13B_uc003zwr.2_Missense_Mutation_p.F1377VNM_006377 NP_006368 O14795 UN13B_HUMAN MHD2. 5GAAGAAAACCTTCCTGGAGAA0.512

+ 2 146 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1GCTGCTTAGCCTCCAGGGCAG0.602

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCGTTGGTCTCCG0.692

+ 18 2329 NM_001855 NP_001846 P39059 COFA1_HUMANTriple-helical region 2 (COL2). 6CCGGGGAAAAAGGGACAAGCT0.617

- 38 7118SVEP1_uc010mty.2_Missense_Mutation_p.P187SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 14. 7CAGTCGAGAGGAACACACATC0.483

- 5 1510 NM_001101338 NP_001094808 P0CG24 ZN883_HUMAN C2H2-type 3. 0TCCCCAGTATGGACTCTTTGA0.363

+ 7 1774CRB2_uc004bnw.1_Missense_Mutation_p.P561LNM_173689 NP_775960 Q5IJ48 CRUM2_HUMANExtracellular (Potential).|Laminin G-like 1. 1TCGGCAACTCCGCTGCCTGCC0.682

+ 4 541PPP2R4_uc004bxl.1_Intron|PPP2R4_uc011mbo.1_Missense_Mutation_p.D92N|PPP2R4_uc010myr.1_Intron|PPP2R4_uc004bxn.1_Intron|PPP2R4_uc004bxo.1_Intron|PPP2R4_uc011mbp.1_Intron|PPP2R4_uc011mbq.1_Intron|PPP2R4_uc010mys.1_IntronNM_178001 NP_821068 Q15257 PTPA_HUMAN 3TGTGTCCTGCGATGAATGCAT0.154

- 6 1271ASB6_uc004bye.1_Missense_Mutation_p.E294K|ASB6_uc004byg.1_3'UTR|ASB6_uc011mbt.1_Missense_Mutation_p.E290K|ASB6_uc010myx.1_Missense_Mutation_p.E340KNM_017873 NP_060343 Q9NWX5 ASB6_HUMAN SOCS box. 0GGATAGCTCTCCAGCTGCCTC0.607

- 11 2639TTF1_uc011mcp.1_RNA|TTF1_uc004cbm.2_Nonsense_Mutation_p.R348*NM_007344 NP_031370 Q15361 TTF1_HUMAN 4AAGATGTCTCGAAATGGGAAA0.313

- 4 990ADAMTS13_uc004cdp.3_5'Flank|REXO4_uc011mde.1_Missense_Mutation_p.R127S|REXO4_uc011mdf.1_Missense_Mutation_p.R127S|REXO4_uc004cdn.2_Missense_Mutation_p.R15S|REXO4_uc004cdo.2_IntronNM_020385 NP_065118 Q9GZR2 REXO4_HUMANExonuclease. 0ATGGACACACGGGCGGCCATG0.557

+ 1 1462PHPT1_uc004cjp.2_5'Flank|PHPT1_uc011mei.1_5'Flank|PHPT1_uc004cjq.3_5'FlankNM_001080482 NP_001073951 C9J069 CI172_HUMAN 0CCCCGAAGGCCGGCGCCCGCC0.751

- 7 764SCML2_uc004cyk.3_RNA|SCML2_uc010nfd.1_Missense_Mutation_p.H203Y|SCML2_uc011miz.1_Missense_Mutation_p.H137YNM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 2. 0AATGTGATATGAACTTCATCC0.428

- 1 404 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN Glu-rich. 4CTTTCTGTCTCCTCTCCCACT0.368

- 34 4071BRWD3_uc010nmi.1_Splice_Site|BRWD3_uc004edo.2_Splice_Site_p.D866_splice|BRWD3_uc004edp.2_Splice_Site_p.D1099_splice|BRWD3_uc004edq.2_Splice_Site_p.D866_splice|BRWD3_uc010nmj.1_Splice_Site_p.D866_splice|BRWD3_uc004edr.2_Splice_Site_p.D940_splice|BRWD3_uc004eds.2_Splice_Site_p.D866_splice|BRWD3_uc004edu.2_Splice_Site_p.D940_splice|BRWD3_uc004edv.2_Splice_Site_p.D866_splice|BRWD3_uc004edw.2_Splice_Site_p.D866_splice|BRWD3_uc004edx.2_Splice_Site_p.D866_splice|BRWD3_uc004edy.2_Splice_Site_p.D866_splice|BRWD3_uc004edz.2_Splice_Site_p.D940_splice|BRWD3_uc004eea.2_Splice_Site_p.D940_splice|BRWD3_uc004eeb.2_Splice_Site_p.D866_spliceNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 TTTCTGTATCCTTAATTAAAA0.328

+ 15 2701NRK_uc010npc.1_Missense_Mutation_p.H468YNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14TCATGCACATCATGTCAAGTT0.294

+ 7 1266VSIG1_uc011msk.1_Nonsense_Mutation_p.E405*NM_182607 NP_872413 Q86XK7 VSIG1_HUMANCytoplasmic (Potential). 2 gccagagtcagagccTGGGGT0.408

+ 30 2652COL4A5_uc011mso.1_Missense_Mutation_p.G817E|COL4A5_uc004eob.1_Missense_Mutation_p.G425ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4GGGCTGCCAGGAATAGGTGTT0.438

+ 44 4151COL4A5_uc011mso.1_Missense_Mutation_p.P1314S|COL4A5_uc011msp.1_5'UTRNM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4TCAGGGTAATCCTGGCCGGCC0.383

- 15 3065IGSF1_uc004ewe.3_Missense_Mutation_p.I937F|IGSF1_uc004ewf.2_Missense_Mutation_p.I923FNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 5TCATAGTAGATACAGCTATAG0.517

+ 4 2369MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TCTCCAAATTCCTCAGAGTCC0.562

+ 3 1144 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.P38S(6)|p.?(4)|p.Y27_N212>Y(2)|p.Y27fs*1(2)|p.P38L(1)2334ATGGGATTTCCTGCAGAAAGA0.289

+ 14 1708 NM_001012423 NP_001012423 1CCCATGCCGAGTGTCCCAGAG0.607

- 11 1435MPP2_uc002ien.1_Missense_Mutation_p.R432C|MPP2_uc010wim.1_Missense_Mutation_p.R404C|MPP2_uc002ieo.1_Missense_Mutation_p.R415C|MPP2_uc010win.1_Missense_Mutation_p.R276C|MPP2_uc010wio.1_Missense_Mutation_p.R404CNM_005374 NP_005365 Q14168 MPP2_HUMANGuanylate kinase-like. 0TCCAGGTAGCGCCCAGCACGG0.627 rs149328604

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

- 16 3123 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13GCTTGACCAGCGACCTCCATA0.478

- 8 1212PTGIS_uc010zyi.1_Missense_Mutation_p.F247LNM_000961 NP_000952 Q16647 PTGIS_HUMAN 3TCAGGAAGGGGAAGAGGAGGA0.562



- 13 1491HDAC10_uc003bke.2_Missense_Mutation_p.S99F|HDAC10_uc003bkf.2_Missense_Mutation_p.S99F|HDAC10_uc010hav.2_Missense_Mutation_p.S353F|HDAC10_uc003bkh.2_Missense_Mutation_p.S166F|HDAC10_uc003bki.2_Missense_Mutation_p.S323F|HDAC10_uc003bkj.2_RNA|HDAC10_uc003bkk.1_Missense_Mutation_p.S7FNM_032019 NP_114408 Q969S8 HDA10_HUMAN 0CCCCTCTGGGGAGTGGCTGCT0.657

- 1 572MAGI1_uc003dmm.2_Missense_Mutation_p.H16N|MAGI1_uc003dmo.2_Missense_Mutation_p.H16N|MAGI1_uc003dmp.2_Missense_Mutation_p.H16N|MAGI1_uc003dmr.2_Missense_Mutation_p.H16NNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6GTGCATTCGTGAACCCTGCTA0.602

+ 8 1480PIK3R1_uc003jvb.2_Missense_Mutation_p.L307R|PIK3R1_uc003jvc.2_Missense_Mutation_p.L7R|PIK3R1_uc003jvd.2_Missense_Mutation_p.L37R|PIK3R1_uc003jve.2_5'UTR|PIK3R1_uc011crb.1_5'FlankNM_181523 NP_852664 P27986 P85A_HUMAN p.?(1) 101TCTGCAGCACTGCCTCCTAAA0.353

+ 10 1748AMY2B_uc010ouo.1_RNA|LOC648740_uc001dur.2_Missense_Mutation_p.N378D|AMY2B_uc001dus.1_RNANM_020978 NP_066188 P19961 AMY2B_HUMAN 0GCCACCAAATAATAATGGAGT0.363 rs144066229

+ 12 1400NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.N442D|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_Missense_Mutation_p.N171D|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.N102DNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0CAACGATGACAATGAAGATGT0.423

+ 7 1252PRG4_uc001grt.3_Missense_Mutation_p.T360P|PRG4_uc009wyl.2_Missense_Mutation_p.T308P|PRG4_uc009wym.2_Missense_Mutation_p.T267P|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|7. 1ACCCACCACCACCAAGGAGCC0.642

+ 3 1144 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.P38S(6)|p.?(4)|p.Y27_N212>Y(2)|p.Y27fs*1(2)|p.P38L(1)2334ATGGGATTTCCTGCAGAAAGA0.289

+ 1 2080 NR_003268 0TGTGCTAGACGCTCTGGACCA0.418

+ 14 1708 NM_001012423 NP_001012423 1CCCATGCCGAGTGTCCCAGAG0.607

- 13 2057SMG1_uc010bwb.2_Missense_Mutation_p.Y425CNM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16TATTAACTTATAGGCAGTCTC0.398

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 11 1435MPP2_uc002ien.1_Missense_Mutation_p.R432C|MPP2_uc010wim.1_Missense_Mutation_p.R404C|MPP2_uc002ieo.1_Missense_Mutation_p.R415C|MPP2_uc010win.1_Missense_Mutation_p.R276C|MPP2_uc010wio.1_Missense_Mutation_p.R404CNM_005374 NP_005365 Q14168 MPP2_HUMANGuanylate kinase-like. 0TCCAGGTAGCGCCCAGCACGG0.627 rs149328604

- 4 508RNF157_uc002jra.2_Missense_Mutation_p.A147TNM_052916 NP_443148 Q96PX1 RN157_HUMAN 1TCTTACCTGGCAATACCATTC0.483

- 6 2022ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.Q599H|ZNF780A_uc010xvh.1_Missense_Mutation_p.Q600HNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0GTCGAATAAGTTGCATATGAA0.403

- 5 1005ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3GAGCCTGTACCTCTTGTAGAA0.502

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0ATGTCACACTGGTGAGAAACC0.418

- 16 3123 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13GCTTGACCAGCGACCTCCATA0.478

- 5 635GGTLC1_uc002wtu.2_Missense_Mutation_p.V168INM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1ACTGTCGTGACGTTGGGCAGA0.622

+ 2 127FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGGCATTCAGATGCAATTGGA0.333

- 8 1212PTGIS_uc010zyi.1_Missense_Mutation_p.F247LNM_000961 NP_000952 Q16647 PTGIS_HUMAN 3TCAGGAAGGGGAAGAGGAGGA0.562

- 4 356CCT8_uc011acp.1_Missense_Mutation_p.I67T|CCT8_uc002yna.2_Missense_Mutation_p.I35T|CCT8_uc002ync.2_Missense_Mutation_p.I86T|CCT8_uc010glm.2_Missense_Mutation_p.I86T|CCT8_uc011acq.1_Missense_Mutation_p.I13TNM_006585 NP_006576 P50990 TCPQ_HUMAN 0AGCCATTACAATCATTTTTGC0.368

+ 3 591PCNT_uc002zjj.2_Missense_Mutation_p.S44G|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8GTTCACAGTCAGTGACCACCC0.552

- 3 3294ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.G900E|ZNF721_uc010ibe.2_Missense_Mutation_p.G856ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1GCCACATTCTCCACATGTGTA0.418

+ 8 1480PIK3R1_uc003jvb.2_Missense_Mutation_p.L307R|PIK3R1_uc003jvc.2_Missense_Mutation_p.L7R|PIK3R1_uc003jvd.2_Missense_Mutation_p.L37R|PIK3R1_uc003jve.2_5'UTR|PIK3R1_uc011crb.1_5'FlankNM_181523 NP_852664 P27986 P85A_HUMAN p.?(1) 101TCTGCAGCACTGCCTCCTAAA0.353

- 4 272 NM_138493 NP_612502 Q9P0B6 CF129_HUMAN Potential. 0TTCTCTTGCCGAAGAAACTTC0.542

+ 2 269KIF25_uc010kkt.1_RNA|KIF25_uc003qwl.1_Missense_Mutation_p.W3RNM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. p.W3C(1) 2CCAGATGACATGGACCTCAGG0.602

- 5 698SYBU_uc003yni.3_Missense_Mutation_p.G176R|SYBU_uc003ynk.3_Missense_Mutation_p.G60R|SYBU_uc010mco.2_Missense_Mutation_p.G178R|SYBU_uc003ynl.3_Missense_Mutation_p.G178R|SYBU_uc010mcp.2_Missense_Mutation_p.G179R|SYBU_uc010mcq.2_Missense_Mutation_p.G179R|SYBU_uc003yno.3_Missense_Mutation_p.G60R|SYBU_uc010mcr.2_Missense_Mutation_p.G179R|SYBU_uc003ynm.3_Missense_Mutation_p.G178R|SYBU_uc003ynn.3_Missense_Mutation_p.G178R|SYBU_uc010mcs.2_Missense_Mutation_p.G60R|SYBU_uc010mct.2_Missense_Mutation_p.G179R|SYBU_uc010mcu.2_Missense_Mutation_p.G178R|SYBU_uc003ynp.3_Missense_Mutation_p.G111R|SYBU_uc010mcv.2_Missense_Mutation_p.G179R|SYBU_uc003ynh.3_5'UTR|SYBU_uc011lhw.1_Missense_Mutation_p.G49RNM_001099754 NP_001093224 Q9NX95 SYBU_HUMANSufficient for interaction with KIF5B.|Ser-rich. 1CCATGAGGACCTCGACTGGGA0.473

- 9 870CPSF3L_uc009vjy.1_RNA|CPSF3L_uc001aef.1_Missense_Mutation_p.L277Q|CPSF3L_uc009vjz.1_Missense_Mutation_p.L249Q|CPSF3L_uc010nyj.1_Missense_Mutation_p.L242Q|CPSF3L_uc001aeg.1_Missense_Mutation_p.L147Q|CPSF3L_uc001aeh.1_Missense_Mutation_p.L170Q|CPSF3L_uc001aei.1_Missense_Mutation_p.L173Q|CPSF3L_uc001aej.1_Missense_Mutation_p.L98Q|CPSF3L_uc001aek.1_Missense_Mutation_p.L13QNM_017871 NP_060341 Q5TA45 INT11_HUMAN 0CTTCTCGGTCAGCCCCGTGGA0.577

+ 2 401 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMANExtracellular (Potential). 0TACACGCAGTACCAGCCCCGT0.642

+ 3 857TAS1R1_uc001anu.2_Intron|TAS1R1_uc001anv.2_Intron|TAS1R1_uc001anw.2_Missense_Mutation_p.S286FNM_138697 NP_619642 Q7RTX1 TS1R1_HUMANExtracellular (Potential). 3TTTTTCGAGTCCGTGGTGCTG0.642

- 4 1598_1599KLHL21_uc001anz.1_3'UTR|KLHL21_uc009vme.2_Missense_Mutation_p.V149SNM_014851 NP_055666 Q9UJP4 KLH21_HUMAN Kelch 6. 1TCCCCCAGAGACGTACAGCTTC0.629

+ 18 4676CAMTA1_uc001aok.3_Missense_Mutation_p.P533L|CAMTA1_uc001aoj.2_Missense_Mutation_p.P446L|CAMTA1_uc009vmf.2_Missense_Mutation_p.P80LNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9CCTAACCTTCCCTCCGCCGCG0.488

- 12 1399 NM_207420 NP_997303 Q6PXP3 GTR7_HUMANCytoplasmic (Potential). 0TTGGTCTCCGGAATAACCACG0.478

+ 4 1478PTCHD2_uc001asi.1_Missense_Mutation_p.G447ENM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7CTCTATGGGGGGACAGACCTG0.512

- 1 306 NM_001089591 NP_001083060 0TTGTTAAAGAGTTTGTGGGCC0.428

+ 1 536KLHDC7A_uc009vpg.2_5'UTRNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3CCCCCGCTTGGGCAGCGAACC0.632

+ 8 1985PAX7_uc001baz.2_Missense_Mutation_p.G461S|PAX7_uc010oct.1_Missense_Mutation_p.G463SNM_002584 NP_002575 P23759 PAX7_HUMAN 203CTATCAGTACGGCCAGTACGG0.642 rs140323790

- 11 1562USP48_uc010odq.1_Missense_Mutation_p.R441W|USP48_uc009vqc.2_Missense_Mutation_p.R442W|USP48_uc001bfc.2_Missense_Mutation_p.R442W|USP48_uc001bfe.1_Missense_Mutation_p.R441W|USP48_uc001bff.2_Missense_Mutation_p.R442WNM_032236 NP_115612 Q86UV5 UBP48_HUMAN 2GAATTATCCCGATCTACCAGC0.363

- 4 621RHCE_uc001bkg.2_Missense_Mutation_p.F179I|RHCE_uc001bkh.2_Intron|RHCE_uc001bki.2_Intron|RHCE_uc001bkj.2_Missense_Mutation_p.F163INM_020485 NP_065231 P18577 RHCE_HUMANHelical; (Potential). 0GTCAGCCCAAAATAGGCTGCG0.542

- 25 3671MAP3K6_uc009vsw.1_Missense_Mutation_p.S1133FNM_004672 NP_004663 O95382 M3K6_HUMAN 9GCTCTGCTGGGAGTCCCCTTC0.647

+ 4 1171C1orf94_uc001bxt.2_Missense_Mutation_p.P448SNM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0TCCACACTTTCCTACAGCCAT0.512

- 2 437C1orf122_uc001ccb.1_5'UTRNM_024640 NP_078916 Q86U90 YRDC_HUMAN YrdC-like. 0AGTAGGTCTTTCAGGAGCCCC0.478

- 2 149HPCAL4_uc010oix.1_Missense_Mutation_p.P10LNM_016257 NP_057341 Q9UM19 HPCL4_HUMAN p.P10H(1) 1CAGCACCTCGGGGGCCAGCTT0.632

- 6 1390_1391PPIE_uc001cdv.2_Intron|PPIE_uc001cdw.2_IntronNM_001720 NP_001711 P34820 BMP8B_HUMAN 0ATGCAGGAGTCCAGTGGGAAGG0.639

+ 12 1444ERMAP_uc001cid.1_RNA|ERMAP_uc001cie.1_Missense_Mutation_p.R392C|ERMAP_uc001cif.1_Missense_Mutation_p.R302CNM_001017922 NP_001017922 Q96PL5 ERMAP_HUMANCytoplasmic (Potential).|B30.2/SPRY. 1TGGCCCCCTTCGCCCTTTCTT0.448

- 9 1249CYP4A11_uc001cqq.2_Missense_Mutation_p.P400S|CYP4A11_uc010omm.1_RNANM_000778 NP_000769 Q02928 CP4AB_HUMAN 4CGCCCATCAGGGAAGGTGACG0.577

- 9 1244CYP4A11_uc001cqq.2_Missense_Mutation_p.T398I|CYP4A11_uc010omm.1_RNANM_000778 NP_000769 Q02928 CP4AB_HUMAN 4ATCAGGGAAGGTGACGGGAGT0.582



- 17 2295C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5GAAATTTCTAGGAGAGAAACT0.323

- 1 342_343 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1GCCGTCACGGCCTCCGGAGCAG0.673

- 3 2055KANK4_uc001dai.3_Intron|KANK4_uc001dag.3_5'FlankNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6TACTGCCCAATAGTGGCATCC0.617

- 4 377 NM_018841 NP_061329 Q9UBI6 GBG12_HUMAN 0ATCCTTGAAAGGGTTTTCTGA0.453

- 11 1931GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMAN 1CGTTCCTGTTCCTAAAAGGGA0.408

- 12 1667HFM1_uc010osu.1_Missense_Mutation_p.M202L|HFM1_uc010osv.1_Missense_Mutation_p.M207LNM_001017975 NP_001017975 A2PYH4 HFM1_HUMANHelicase C-terminal. 0TCAGAGTACATTTGTATAACA0.328

- 18 2341ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.G224SNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11TTCTGATGACCACAAATAATG0.328

- 2 265DPYD_uc010oub.1_Intron|DPYD_uc001drw.2_Missense_Mutation_p.R43KNM_000110 NP_000101 Q12882 DPYD_HUMAN 8ATCAGGATTTCTTTTCCAATG0.383

- 40 3424COL11A1_uc001duk.2_Missense_Mutation_p.G232R|COL11A1_uc001dum.2_Missense_Mutation_p.G1048R|COL11A1_uc001dun.2_Missense_Mutation_p.G997R|COL11A1_uc009weh.2_Missense_Mutation_p.G920RNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12ACCTGAGCTCCAGGAAGACCT0.383

+ 7 1186FNDC7_uc010ova.1_Missense_Mutation_p.R163CNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 5. 2GTCTCCTGTCCGTGGTGCCGA0.512

+ 2 370CD2_uc010owz.1_Missense_Mutation_p.G114E|CD2_uc010oxa.1_Missense_Mutation_p.G114ENM_001767 NP_001758 P06729 CD2_HUMANExtracellular (Potential).|LFA-3 (CD58) binding region 2.|Ig-like V-type.1GATACAAAAGGAAAAAATGTG0.308

+ 76 9459NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.D440HNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGAGCTGCTGGATGAGAAAGG0.483

+ 10 1004NBPF10_uc001emp.3_Intron|ANKRD35_uc010oyx.1_Missense_Mutation_p.R142KNM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5GAGGAGTGGAGGTGGAAGTAT0.557

- 3 4818 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17GTGCACTTCACTGTCAGTGGA0.507

+ 2 1035 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5CCCAAGTGCCGAATCGAGATT0.617

+ 3 589BCAN_uc001fpo.2_Missense_Mutation_p.G85SNM_021948 NP_068767 Q96GW7 PGCB_HUMAN Ig-like V-type. 2CCTGTCCCGGGGCCGGGAGGC0.711

- 1 815 NM_001005278 NP_001005278 Q8NGY6 OR6N2_HUMANHelical; Name=7; (Potential). 0AGCAAGTGTTCGGTCAAGGGT0.433

- 7 816 NM_017625 NP_060095 Q8WWA0 ITLN1_HUMANFibrinogen C-terminal. 7TGAACAAATCCCGCAGTGAAT0.488

+ 10 1625 NM_002022 NP_002013 P31512 FMO4_HUMAN 3TACTCCTTATCAGTACCGCCT0.498

- 3 263 NM_005092 NP_005083 Q9UNG2 TNF18_HUMANExtracellular (Potential). 1CATTTTGAGGGTAATGGTCCT0.333

+ 12 2886 NM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 8. 9TGCTGACGGAGAGACCAGGGA0.607

- 12 3066ABL2_uc010pnf.1_Missense_Mutation_p.H824N|ABL2_uc010png.1_Missense_Mutation_p.H803N|ABL2_uc010pnh.1_Missense_Mutation_p.H906N|ABL2_uc001gmg.3_Missense_Mutation_p.H809N|ABL2_uc001gmi.3_Missense_Mutation_p.H912N|ABL2_uc001gmh.3_Missense_Mutation_p.H891N|ABL2_uc010pne.1_Missense_Mutation_p.H788NNM_007314 NP_009298 P42684 ABL2_HUMANF-actin-binding (By similarity).|Pro-rich. 14TTGTGGTTGTGAGTGGTTGGG0.572

+ 34 8228CEP350_uc009wxl.2_Missense_Mutation_p.K2614N|CEP350_uc001gnv.2_Missense_Mutation_p.K750N|CEP350_uc001gnw.1_Missense_Mutation_p.K372N|CEP350_uc001gnx.1_Missense_Mutation_p.K372NNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4TTTATGAGAAATCCCTACCTA0.363

+ 4 366SMG7_uc010pob.1_Missense_Mutation_p.P111S|SMG7_uc001gqf.2_Missense_Mutation_p.P82S|SMG7_uc001gqh.2_Missense_Mutation_p.P82S|SMG7_uc001gqi.2_Missense_Mutation_p.P40S|SMG7_uc010poc.1_Missense_Mutation_p.P40SNM_173156 NP_775179 Q92540 SMG7_HUMAN 3TCGAGCAAATCCGAATCGGAG0.423

+ 7 1183PRG4_uc001grt.3_Missense_Mutation_p.P337T|PRG4_uc009wyl.2_Missense_Mutation_p.P285T|PRG4_uc009wym.2_Missense_Mutation_p.P244T|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|4; approximate.1ACCCACCACCCCCAAGGAGCC0.637

+ 7 1369PRG4_uc001grt.3_Missense_Mutation_p.P399T|PRG4_uc009wyl.2_Missense_Mutation_p.P347T|PRG4_uc009wym.2_Missense_Mutation_p.P306T|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|12. 1ACCCACCACCCCCAAGAAGCC0.652

- 8 1763FAM5C_uc010pot.1_Missense_Mutation_p.H409YNM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5AAAATGGCATGGACTTCTATT0.468

+ 6 922CFHR4_uc009wyy.2_Missense_Mutation_p.G531R|CFHR4_uc001gtp.2_Missense_Mutation_p.G532RNM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 5. 3ACAGTTAAAAGGAAAAAGTGA0.279

+ 3 511 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2AAAAACATTTCGTGTGTAGAA0.378

- 8 2163KIF14_uc010ppj.1_Missense_Mutation_p.T84INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7CATCACCAGGGTGAAAACTGA0.373

- 42 5436 NM_000069 NP_000060 Q13698 CAC1S_HUMANCytoplasmic (Potential). 5GGGGCAGGAGGTGCCTGGCCT0.597

- 2 103TNNT2_uc001gwg.2_Missense_Mutation_p.E12K|TNNT2_uc001gwh.2_Missense_Mutation_p.E12K|TNNT2_uc001gwi.2_Missense_Mutation_p.E12K|TNNT2_uc009wzr.2_5'UTR|TNNT2_uc001gwk.1_5'UTR|TNNT2_uc009wzt.1_Missense_Mutation_p.E12K|TNNT2_uc001gwl.1_RNANM_000364 NP_000355 P45379 TNNT2_HUMAN 0CACTCCTCCTCGTACTCTTCC0.567

- 18 3275LAMB3_uc009xco.2_Missense_Mutation_p.L962S|LAMB3_uc001hhh.2_Missense_Mutation_p.L962SNM_001017402 NP_001017402 Q13751 LAMB3_HUMANDomain I.|Potential. 6CTCAGCCTGCAACCGGCGGGC0.602

- 7 2070SUSD4_uc001hny.3_Missense_Mutation_p.I479N|SUSD4_uc010puw.1_Missense_Mutation_p.I319NNM_017982 NP_060452 Q5VX71 SUSD4_HUMANCytoplasmic (Potential). 0ACCATCTGCAATGTCGATGCC0.617

+ 1 214 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1TTCAATATTCCTCAGGTATAT0.408

- 4 479TOMM20_uc009xfx.1_IntronNM_014765 NP_055580 Q15388 TOM20_HUMANCytoplasmic (Potential). 0TTCTCATATTCACCTGTAAGA0.408

- 3 490RGS7_uc010pyh.1_Missense_Mutation_p.P28S|RGS7_uc010pyj.1_5'UTR|RGS7_uc001hyu.2_Missense_Mutation_p.P54S|RGS7_uc009xgn.1_Missense_Mutation_p.P54S|RGS7_uc001hyw.2_Missense_Mutation_p.P54SNM_002924 NP_002915 P49802 RGS7_HUMAN DEP. 7AAGACGCTAGGTATCTTGGAA0.378

+ 1 619 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3GGGTGGCTCTCCTCCTGGTGC0.567 rs141044958

- 1 906 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANCytoplasmic (Potential). 2CTAAGATTTTCATTAATGCTC0.403

- 5 791BEND7_uc001imo.3_Missense_Mutation_p.K178INM_152751 NP_689964 Q8N7W2 BEND7_HUMAN Poly-Lys. 2 TTTTTTCTTTTTATTTCTCTT0.433

- 23 2739NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2CCCTACCATTGAAATATGATT0.383

+ 15 3515KIAA1217_uc001irs.2_Missense_Mutation_p.E958K|KIAA1217_uc001irt.3_Missense_Mutation_p.E1003K|KIAA1217_uc010qcy.1_Missense_Mutation_p.E1002K|KIAA1217_uc010qcz.1_Missense_Mutation_p.E1003K|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.E721K|KIAA1217_uc001irz.2_Missense_Mutation_p.E721K|KIAA1217_uc001irx.2_Missense_Mutation_p.E721K|KIAA1217_uc001iry.2_Missense_Mutation_p.E721KNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7ACAGGACTTGGAAAAGCTGGG0.502

+ 20 2543MYO3A_uc009xko.1_Missense_Mutation_p.S728F|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMANMyosin head-like. 18AAAAAAAATTCCTTCGAGCAG0.333

- 9 1207ACBD5_uc010qdm.1_Missense_Mutation_p.S337F|ACBD5_uc010qdn.1_Missense_Mutation_p.S230F|ACBD5_uc010qdo.1_Missense_Mutation_p.S162F|ACBD5_uc001ito.2_Missense_Mutation_p.S304F|ACBD5_uc001itp.2_Missense_Mutation_p.S230F|ACBD5_uc001itq.2_Missense_Mutation_p.S230F|ACBD5_uc001itr.1_Missense_Mutation_p.S128FNM_145698 NP_663736 Q5T8D3 ACBD5_HUMAN 0ACGAAATCCAGAATTTTCCAT0.413

- 2 2401KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.R643Q|KIAA1462_uc009xle.1_Missense_Mutation_p.R781QNM_020848 NP_065899 Q9P266 K1462_HUMAN 4GGGCTGACTTCGGCCTGCTTT0.617

+ 5 1842ZNF33A_uc001izg.2_Missense_Mutation_p.P556L|ZNF33A_uc010qev.1_Missense_Mutation_p.P562L|ZNF33A_uc001izi.1_IntronNM_006974 NP_008905 Q06730 ZN33A_HUMAN C2H2-type 9. 3TTTGCATGTCCCGAATGTGGG0.423

+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765



- 12 1599RTKN2_uc009xpf.1_Intron|RTKN2_uc001jlv.2_Missense_Mutation_p.K155TNM_145307 NP_660350 Q8IZC4 RTKN2_HUMAN 0AGCTTGTCTCTTTTTCCCTTT0.418

- 10 1468CTNNA3_uc001jmw.2_Missense_Mutation_p.A449T|CTNNA3_uc001jmx.3_Missense_Mutation_p.A449TNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8AAATGATTGGCTGCAATTTTG0.289

- 27 3320RRP12_uc001kne.2_Missense_Mutation_p.E76K|RRP12_uc009xvl.2_Missense_Mutation_p.E178K|RRP12_uc009xvm.2_Missense_Mutation_p.E779K|RRP12_uc010qou.1_Missense_Mutation_p.E1000K|RRP12_uc009xvn.2_Missense_Mutation_p.E961KNM_015179 NP_055994 Q5JTH9 RRP12_HUMAN Glu-rich. 3 tcctcctcctcctcctcctct 0.547

- 2 661PSD_uc001kvh.1_Intron|PSD_uc009xxd.1_Missense_Mutation_p.S45F|PSD_uc001kvi.1_Missense_Mutation_p.S45F|FBXL15_uc001kvj.1_5'Flank|FBXL15_uc001kvk.2_5'FlankNM_002779 NP_002770 A5PKW4 PSD1_HUMAN Pro-rich. 3CCGTAGCAAGGAGCCTGTGCT0.692

- 26 2226MIR936_hsa-mir-936|MI0005758_5'FlankNM_000494 NP_000485 Q9UMD9 COHA1_HUMANExtracellular (Potential).|Triple-helical region. 5ACCTCGGAGCCCTTGGAGACC0.498

- 13 1831IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P410A|CDHR5_uc009ycd.2_Missense_Mutation_p.P570A|CDHR5_uc001lql.2_Missense_Mutation_p.P576ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GAGGTTCCTGGCTCTGGGGTC0.667 rs139058512

- 1 1006 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMANHelical; Name=6; (Potential). 1AAAAGGGCTGGGATATAAAGA0.483

+ 3 411 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0TTTCCATCTGGAGCAATGTGA0.408

+ 1 80 HBG2_uc001mak.1_IntronNM_001005162 NP_001005162 Q8NGF0 O52B6_HUMANExtracellular (Potential). 1AACTCTGACACTCGCATAGCA0.502

+ 1 890 NM_001003443 NP_001003443 Q8NH54 O56A3_HUMANHelical; Name=7; (Potential). 0ATCATTTACGGGGTGAGAACC0.443

- 1 887 NM_001001917 NP_001001917 Q8NGH5 O56A1_HUMANHelical; Name=7; (Potential). 3ATACACAATAGGGTTCAATGC0.458

- 3 982FAM160A2_uc001mck.3_Missense_Mutation_p.P208L|FAM160A2_uc001mcm.2_Missense_Mutation_p.P208LNM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2AAGAAGACGGGGAGCGGCTCC0.582

- 1 262 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMANExtracellular (Potential). 2GTAGTTTTTTCAGTAGAGAGG0.438

- 1 1095STK33_uc001mgj.1_Missense_Mutation_p.R59K|STK33_uc001mgk.1_Missense_Mutation_p.R59K|STK33_uc010rbn.1_Missense_Mutation_p.R18K|STK33_uc001mgl.3_Intron|STK33_uc009yfp.2_IntronNM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7TTCTTTTTTTCTCTCCAGTGA0.378

- 2 199RNF141_uc009yga.1_RNA|RNF141_uc001mit.1_Missense_Mutation_p.L16VNM_016422 NP_057506 Q8WVD5 RN141_HUMAN 0TTTTCTGGTAACTTGTTAATA0.378

+ 17 1901ANO3_uc010rdr.1_Missense_Mutation_p.F570I|ANO3_uc010rds.1_Missense_Mutation_p.F425I|ANO3_uc010rdt.1_Missense_Mutation_p.F440INM_031418 NP_113606 Q9BYT9 ANO3_HUMANExtracellular (Potential). 4CAAGTGGAATTTCATCAAACA0.388

- 3 581MPPED2_uc001msq.3_Missense_Mutation_p.S154F|MPPED2_uc009yji.2_Missense_Mutation_p.S28FNM_001584 NP_001575 Q15777 MPPD2_HUMAN 1TGTCAGGAGGGACTGAACATT0.413

- 6 703LRP4_uc009ylh.1_Missense_Mutation_p.V137GNM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential). 4GGGCGCTGGCACTGCTGAGGC0.632

+ 1 31 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMANExtracellular (Potential). 0GGTACTTTCTCCCAACCAGGA0.433

+ 1 116 NM_001004059 NP_001004059 Q8NH73 OR4S2_HUMANHelical; Name=1; (Potential). 3ATTCTTCTGGGAAATCTCCTC0.388

+ 1 636 NM_001004738 NP_001004738 Q8NGL2 OR5L1_HUMANHelical; Name=5; (Potential). 5TTACCATCATGATCATCCTCA0.502

+ 1 898 NM_001001952 NP_001001952 Q8NGL1 OR5DI_HUMANCytoplasmic (Potential). 3AGATGTCAAGGATACAGTCAC0.413

+ 1 474_475 NM_001005492 NP_001005492 Q8NH18 OR5J2_HUMANHelical; Name=4; (Potential). 4ACACATTAATCCACACAATCAG0.441

- 1 563 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANExtracellular (Potential). 2GCGCAGGACGGGAGGCACATC0.622

+ 1 800 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMANExtracellular (Potential). 2CGACCCAGCTCCAGCTACTTG0.522

+ 1 553 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMANExtracellular (Potential). 1GCTCCAGGTGGTAAAACTGGC0.507

+ 1 689SLC22A11_uc001oah.1_Nonsense_Mutation_p.W105*|SLC22A11_uc001oaj.2_Nonsense_Mutation_p.W105*|SLC22A11_uc009ypq.2_Nonsense_Mutation_p.W105*NM_018484 NP_060954 Q9NSA0 S22AB_HUMANExtracellular (Potential). 2CCACCAGCTGGAGCGAAGCTG0.682

- 4 846MEN1_uc001obk.2_Missense_Mutation_p.S258L|MEN1_uc001obl.2_Missense_Mutation_p.S218L|MEN1_uc001obm.2_Missense_Mutation_p.S253L|MEN1_uc001obn.2_Missense_Mutation_p.S258L|MEN1_uc001obo.2_Missense_Mutation_p.S258L|MEN1_uc001obp.2_Missense_Mutation_p.S253L|MEN1_uc001obq.2_Missense_Mutation_p.S258L|MEN1_uc001obr.2_Missense_Mutation_p.S258LNM_130800 NP_570712 O00255 MEN1_HUMANInteraction with FANCD2.p.S253L(1)|p.D252fs*15(1)238AAGCTCCAGCGAGTCGGTGTG0.308

+ 5 678TSGA10IP_uc009yqw.1_RNA|TSGA10IP_uc009yqx.1_IntronNM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0CAAGCAGGTCCAGCTGCAAAG0.647

- 7 894CPT1A_uc001oof.3_Missense_Mutation_p.L242F|CPT1A_uc009ysj.2_Missense_Mutation_p.L242FNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2CGTCCTCGGAGGTAGATGTAC0.657

+ 10 1915USP35_uc001oze.2_Missense_Mutation_p.E313K|USP35_uc001ozc.2_Missense_Mutation_p.E125K|USP35_uc010rsp.1_5'UTR|USP35_uc001ozd.2_Missense_Mutation_p.E168K|USP35_uc001ozf.2_Missense_Mutation_p.E288KNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3TCCGCCCGAGGAGCCCCCGGC0.587

+ 4 813CCDC83_uc001pbg.1_Missense_Mutation_p.E101K|CCDC83_uc001pbi.1_RNA|CCDC83_uc001pbj.1_Missense_Mutation_p.E58KNM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1AGCGATGAAGGAAAAATGGAA0.383

- 6 3114PGR_uc001pgg.2_Missense_Mutation_p.E172K|PGR_uc001pgi.2_Missense_Mutation_p.E689K|PGR_uc009yww.1_Intron|PGR_uc001pgj.2_Intron|PGR_uc009ywx.1_IntronNM_000926 NP_000917 P06401 PRGR_HUMANSteroid-binding. 4AATGATGATTCTTTCATCCGC0.378

- 2 391 NM_002422 NP_002413 P08254 MMP3_HUMAN 2GGTTTTCCTCCACTTCGGGAT0.468

- 10 1365 NM_002427 NP_002418 P45452 MMP13_HUMANHemopexin-like 4. 3CTGTATGGGTCCGTTGAAAAA0.308

- 2 200 NM_002427 NP_002418 P45452 MMP13_HUMAN 3GCTGCATTCTCCTTCAGGATT0.448

- 2 162 NM_002427 NP_002418 P45452 MMP13_HUMAN 3ATGGTAGTATGATCTCAGGTA0.458

- 6 875CASP4_uc001pib.1_Missense_Mutation_p.V212F|CASP4_uc009yxg.1_Missense_Mutation_p.V177FNM_001225 NP_001216 P49662 CASP4_HUMAN 4GAGTCTCTGACCCACAGTTCC0.498

- 3 474ZNF259_uc001ppp.2_5'Flank|ZNF259_uc009yzd.2_5'Flank|ZNF259_uc001ppq.2_5'Flank|APOA5_uc009yze.2_Missense_Mutation_p.E156K|APOA5_uc009yzf.2_Missense_Mutation_p.E156K|APOA5_uc009yzg.2_Missense_Mutation_p.E182KNM_052968 NP_443200 Q6Q788 APOA5_HUMAN Potential. 0TTGGTGTCTTCCCCCACCACG0.657

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCCCAAAGACCAA0.403 rs112861775

- 11 1603IGSF9B_uc001qgy.1_Missense_Mutation_p.G300RNM_014987 NP_055802 Q9UPX0 TUTLB_HUMANExtracellular (Potential).|Ig-like 5. 0CTGGGCTTCCCTACCTTGGTG0.632

- 7 774SLC6A13_uc009zdj.1_Missense_Mutation_p.P241S|SLC6A13_uc010sdl.1_Missense_Mutation_p.P149S|SLC6A13_uc010sdm.1_Missense_Mutation_p.P122SNM_016615 NP_057699 Q9NSD5 S6A13_HUMANHelical; Name=5; (Potential). 0ATGAGGTAAGGAAATGTGGCC0.453

+ 14 1496B4GALNT3_uc001qij.1_Missense_Mutation_p.F402C|B4GALNT3_uc001qik.1_Missense_Mutation_p.F48CNM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2ACAGCGTCCTTCCCAGGGAGG0.622

+ 11 1431DDX47_uc009zhw.1_Missense_Mutation_p.R278K|DDX47_uc001rax.2_Missense_Mutation_p.R278K|DDX47_uc001ray.2_IntronNM_016355 NP_057439 Q9H0S4 DDX47_HUMANHelicase C-terminal. 0AATACCCAGAGAACAGCTTTG0.423

- 2 441COL2A1_uc001rqv.2_IntronNM_001844 NP_001835 P02458 CO2A1_HUMAN VWFC. 2TGGGCAGATGGGGCAGCACTC0.488

- 3 336ASB8_uc010slr.1_Missense_Mutation_p.P52LNM_024095 NP_077000 Q9H765 ASB8_HUMAN ANK 1. 1ACAGTGCAAGGGCTTCAGTGT0.483

- 3 404ZNF641_uc001rro.1_Missense_Mutation_p.P66L|ZNF641_uc010sls.1_Missense_Mutation_p.P66LNM_152320 NP_689533 Q96N77 ZN641_HUMAN 2AGGAACCCAGGGAGCAGACTG0.537



- 7 1199 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 2. 1CTTCTGCAGGGCGCCCTCCAG0.627

- 7 1269 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 2.|Rod. 2CTGGTGCAGGGCGCCCTCCAG0.652

+ 9 970SOAT2_uc009zms.2_IntronNM_003578 NP_003569 O75908 SOAT2_HUMAN 1ATGTCAGGTGGAATTATGTGG0.547

+ 1 209HOXC6_uc001ses.2_5'UTR|HOXC5_uc001set.2_Intron|HOXC4_uc001seu.2_IntronNM_004503 NP_004494 P09630 HXC6_HUMAN 3CGCCTATGATCCAGTGAGGCA0.562

- 2 463 NM_020370 NP_065103 Q9NQS5 GPR84_HUMANCytoplasmic (Potential). 2AAAAGCTTAGGGTGGGCAATG0.567

+ 1 259 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMANExtracellular (Potential). 2TATTTCAGGAGATAAAACCAT0.383

+ 1 940 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMANCytoplasmic (Potential). 1AATTGCATTTCGTTTAAAAAA0.279

+ 17 2175ERBB3_uc009zoj.2_Intron|ERBB3_uc010sqb.1_Missense_Mutation_p.G18D|ERBB3_uc010sqc.1_Missense_Mutation_p.G602D|ERBB3_uc009zok.2_Missense_Mutation_p.G103D|ERBB3_uc001sjk.2_5'FlankNM_001982 NP_001973 P21860 ERBB3_HUMANHelical; (Potential). 8ATGCTGGGCGGCACTTTTCTC0.448

- 1 369 NM_012064 NP_036196 P30301 MIP_HUMANExtracellular (By similarity). 1AGGTTTCCTCGGACAGCAGGT0.597

- 11 1165CAPS2_uc001sxm.3_Missense_Mutation_p.S91F|CAPS2_uc009zsa.2_Intron|CAPS2_uc001sxi.3_Intron|CAPS2_uc001sxj.3_Intron|CAPS2_uc001sxl.3_Missense_Mutation_p.S304FNM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2AATTGTAAGGGATTGGTCATG0.343

+ 13 1785ACSS3_uc001szm.1_Missense_Mutation_p.R564K|ACSS3_uc001szn.1_Missense_Mutation_p.R247KNM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4GCAGGTCACAGAATTTCTGCA0.398

- 1 1123 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2GTTTCCGGAGGATCTGGCTGG0.632

- 5 1898USP44_uc001teh.2_Missense_Mutation_p.R585Q|USP44_uc009zte.2_Missense_Mutation_p.R582QNM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3AATCTTCTCTCGGTTATTACG0.423

+ 11 1707SLC17A8_uc009ztx.2_Missense_Mutation_p.P415LNM_139319 NP_647480 Q8NDX2 VGLU3_HUMANHelical; (Potential). 3ATGGTCTGTCCCCTCATTGTC0.493

+ 6 515MYBPC1_uc001tif.1_Missense_Mutation_p.G151E|MYBPC1_uc001tig.2_Missense_Mutation_p.G163E|MYBPC1_uc010svq.1_Missense_Mutation_p.G125E|MYBPC1_uc001tih.2_Missense_Mutation_p.G163E|MYBPC1_uc001tij.2_Missense_Mutation_p.G138E|MYBPC1_uc010svr.1_Missense_Mutation_p.G138E|MYBPC1_uc010svs.1_Missense_Mutation_p.G138E|MYBPC1_uc010svt.1_Missense_Mutation_p.G126E|MYBPC1_uc010svu.1_Missense_Mutation_p.G138E|MYBPC1_uc001tik.2_Missense_Mutation_p.G112ENM_206820 NP_996556 Q00872 MYPC1_HUMANIg-like C2-type 1. 4AACTTTGCAGGAAATTACAGA0.383

+ 2 272 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14ACACAGGCAAGAAGATGTGAT0.423

- 7 2885 NM_014840 NP_055655 O60285 NUAK1_HUMAN 2GCTGGGGGAGGGGATGCTGCT0.582

- 22 5039 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GGCTCCGTGGGAATTCCTATT0.473

- 27 3168 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4TAAGCGAGGCGAGCCCGTCCC0.567

+ 31 5409 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANAAA 1 (By similarity). 6TTTGGCTACGGCTACGAGTAC0.597

- 9 3011TMEM132D_uc001uia.2_Missense_Mutation_p.P433SNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14TTGCTTCTGGGGAGGTCCACC0.527

+ 29 4921NBEA_uc010abi.2_Missense_Mutation_p.S260LNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11TACTTCATTTCGGTTCTGATG0.373

+ 1 2788 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 5.|Extracellular (Potential). 11TCCCGTGGACAACCAGCCACC0.547

- 26 3235 NM_052867 NP_443099 Q8IZF0 NALCN_HUMANHelical; Name=S5 of repeat III; (Potential). 16AAAAAAATTTCCTTGAAGCCG0.438

- 26 2019COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CAGGCCTCACCTGGCAGGCCT0.622

- 13 1711ADCY4_uc001wow.2_Missense_Mutation_p.E569K|ADCY4_uc010toh.1_Missense_Mutation_p.E255K|ADCY4_uc001wox.2_Missense_Mutation_p.E569K|ADCY4_uc001woy.2_Missense_Mutation_p.E569KNM_139247 NP_640340 Q8NFM4 ADCY4_HUMANCytoplasmic (Potential). 3ATCTCCTTCTCTCTGAAGTAC0.562

+ 9 2663NFATC4_uc010tok.1_Missense_Mutation_p.S844F|NFATC4_uc010tol.1_Missense_Mutation_p.S844F|NFATC4_uc010alr.2_Intron|NFATC4_uc010tom.1_Missense_Mutation_p.S794F|NFATC4_uc010ton.1_Missense_Mutation_p.S794F|NFATC4_uc010too.1_Intron|NFATC4_uc010alt.2_Missense_Mutation_p.S813F|NFATC4_uc010top.1_Missense_Mutation_p.S813F|NFATC4_uc010toq.1_Intron|NFATC4_uc010tor.1_Intron|NFATC4_uc010tos.1_Missense_Mutation_p.S711F|NFATC4_uc010tot.1_Missense_Mutation_p.S769F|NFATC4_uc010tou.1_Missense_Mutation_p.S711F|NFATC4_uc010tov.1_Intron|NFATC4_uc010tow.1_Intron|NFATC4_uc010alv.2_Missense_Mutation_p.S769F|NFATC4_uc010tox.1_Missense_Mutation_p.S711F|NFATC4_uc001wpd.2_Missense_Mutation_p.S316F|NFATC4_uc010toy.1_Intron|NFATC4_uc010toz.1_Missense_Mutation_p.S316F|NFATC4_uc010tpa.1_Missense_Mutation_p.S69F|NFATC4_uc010tpb.1_Missense_Mutation_p.S69FNM_004554 NP_004545 Q14934 NFAC4_HUMAN Pro-rich. 3CCTGCAGTTTCCTTCCTTCCC0.657

- 4 700STRN3_uc001wqv.2_Missense_Mutation_p.P162S|STRN3_uc010tpj.1_RNANM_001083893 NP_001077362 Q13033 STRN3_HUMAN 0GGTGCTGTGGGAGCCTCTGTG0.353

+ 13 5916 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21GACTTCAAAGGTATCAGAAAA0.363

+ 3 423NPAS3_uc001wrs.2_Missense_Mutation_p.G90D|NPAS3_uc001wrt.2_Missense_Mutation_p.G90D|NPAS3_uc001wrv.2_Missense_Mutation_p.G90D|NPAS3_uc001wrw.2_Missense_Mutation_p.G18DNM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2CGAATGGAAGGCCCTCCACCT0.448

- 13 1961SPTB_uc001xhr.2_Missense_Mutation_p.S636F|SPTB_uc001xhs.2_Missense_Mutation_p.S636F|SPTB_uc001xhu.2_Missense_Mutation_p.S636FNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 4. 11GAGTCGTTTGGACTGCTCCAG0.557

- 2 1590SLC8A3_uc001xlw.2_Missense_Mutation_p.G279D|SLC8A3_uc001xlx.2_Missense_Mutation_p.G279D|SLC8A3_uc001xlz.2_Missense_Mutation_p.G279D|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANCytoplasmic (Potential). 7AGGGTGGTCACCCTCTGTCTC0.483

- 2 595 NM_001105579 NP_001099049 A6NDD5 SYN1L_HUMAN 0AGTCTGGATGGTGACATTCTC0.577

- 2 960GPR68_uc001xzh.2_Missense_Mutation_p.G217SNM_003485 NP_003476 Q15743 OGR1_HUMANCytoplasmic (Potential). 1CGCAGGATGCCCTGGTAGGAC0.657

- 27 3393CATSPERB_uc010aub.1_Missense_Mutation_p.P607SNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5GTCCTCCACGGATGGATGCCT0.428

+ 3 811SERPINA4_uc010avd.2_Missense_Mutation_p.D286N|SERPINA4_uc001ydl.2_Missense_Mutation_p.D249NNM_006215 NP_006206 P29622 KAIN_HUMAN 4GATGCTGCAGGACCAGGAGCA0.493

- 7 802DICER1_uc001ydv.2_Missense_Mutation_p.A197V|DICER1_uc001ydx.2_Missense_Mutation_p.A207VNM_030621 NP_085124 Q9UPY3 DICER_HUMANHelicase ATP-binding. 5TAAAATGGAAGCAGTTAGTCC0.358

+ 14 1696 NM_001012423 NP_001012423 1GAGGCACCTCGGCCCATGCCG0.607

+ 11 2017APBA2_uc010azj.2_Missense_Mutation_p.G592R|APBA2_uc010uat.1_Missense_Mutation_p.G592R|APBA2_uc001zcl.2_Missense_Mutation_p.G592RNM_005503 NP_005494 Q99767 APBA2_HUMAN PDZ 1. 0GATGAATGGCGGCCCGGCTGC0.662 rs1046394

- 27 4363TRPM1_uc010azy.2_Missense_Mutation_p.S1319F|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANCytoplasmic (Potential). 4CAGGGGATAGGAAATAGTGCC0.398

+ 5 1335C15orf55_uc010ucc.1_Missense_Mutation_p.E422K|C15orf55_uc010ucd.1_Missense_Mutation_p.E412KNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30AAAACAAGAGGAAGAAGGGCA0.517

+ 11 1843THBS1_uc010bbi.2_Missense_Mutation_p.P27LNM_003246 NP_003237 P07996 TSP1_HUMAN EGF-like 1. 6CTGTCCAATCCCTGCTTTGCC0.517

+ 12 1383GCOM1_uc002aej.2_Missense_Mutation_p.E394K|GCOM1_uc002aek.2_RNA|GCOM1_uc002ael.2_RNA|GCOM1_uc002aem.2_Missense_Mutation_p.E422K|GCOM1_uc002aeq.2_Intron|GCOM1_uc002aen.2_Intron|GCOM1_uc010bfy.2_Intron|GCOM1_uc002aeo.2_Missense_Mutation_p.E422K|GCOM1_uc002aep.2_RNA|GCOM1_uc010bfx.2_Intron|GCOM1_uc002aer.1_RNANM_001018100 NP_001018110 P0CAP1 GCOM1_HUMAN 1GACTGAAGTGGAAACCAGAGA0.363

+ 4 777LIPC_uc010bfz.1_Missense_Mutation_p.E57K|LIPC_uc002afa.1_Missense_Mutation_p.E57K|LIPC_uc010bgb.1_Intron|LIPC_uc010ugy.1_Missense_Mutation_p.E57KNM_000236 NP_000227 P11150 LIPC_HUMAN 1GCTCTTTGGAGAAACCAATCA0.478

+ 13 1932IQCH_uc002aqq.1_Intron|IQCH_uc002aqp.1_IntronNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 TGGAATATATGATATTTATAG0.433

- 13 2759TBC1D2B_uc010bla.2_Missense_Mutation_p.D903NNM_144572 NP_653173 Q9UPU7 TBD2B_HUMAN p.D903N(1) 3GTAGGCGCGTCGGTTCCGGAT0.617 rs117285325

+ 2 1781KIAA1024_uc010unk.1_Missense_Mutation_p.N569SNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4AAAATTGCCAATGGGGTCCCC0.532



+ 12 1753KIAA1199_uc010unn.1_Missense_Mutation_p.I498TNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3AGCCGGAACATCATAGTGATG0.532

- 5 2991BNC1_uc010uos.1_Missense_Mutation_p.S956LNM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 6. 3GCGAACAGACGAAAACATGGT0.498

+ 7 756LRRC28_uc010urs.1_RNA|LRRC28_uc002bvb.1_Nonsense_Mutation_p.R47*|LRRC28_uc010urt.1_Nonsense_Mutation_p.R15*|LRRC28_uc002bvc.1_Nonsense_Mutation_p.R201*|LRRC28_uc010uru.1_Nonsense_Mutation_p.R132*|LRRC28_uc002bvd.1_IntronNM_144598 NP_653199 Q86X40 LRC28_HUMAN LRR 8. 0AGATTTAGGTCGATCTCGAGA0.348

+ 25 4872CACNA1H_uc002ckt.2_Missense_Mutation_p.V1542F|CACNA1H_uc002cku.2_Missense_Mutation_p.V248F|CACNA1H_uc010brj.2_Missense_Mutation_p.V248F|CACNA1H_uc002ckv.2_Missense_Mutation_p.V248FNM_021098 NP_066921 O95180 CAC1H_HUMANHelical; Name=S6 of repeat III; (Potential).|III. 2CCTGCTCATCGTCAGCTTCTT0.647

- 1 227 NM_000243 NP_000234 O15553 MEFV_HUMAN DAPIN. 6GCGTACTCTTCCCCATAGTAG0.642

- 13 3523GRIN2A_uc010uym.1_Missense_Mutation_p.N992S|GRIN2A_uc010uyn.1_Missense_Mutation_p.N835S|GRIN2A_uc002czr.3_Missense_Mutation_p.N992SNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CGTGTTAGGGTTGGACTCATT0.493

- 13 3418GRIN2A_uc010uym.1_Missense_Mutation_p.G957E|GRIN2A_uc010uyn.1_Missense_Mutation_p.G800E|GRIN2A_uc002czr.3_Missense_Mutation_p.G957ENM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CATGTTGTCTCCAAAAATGCT0.433

- 53 9011DNAH3_uc010vbd.1_Missense_Mutation_p.G439ENM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18AGCCACAGTTCCTGAGGACAG0.532

+ 1 1355 NM_006539 NP_006530 O60359 CCG3_HUMAN 0GAAACCAGCAGGAAGAATGAA0.443

+ 3 201 NM_013292 NP_037424 Q96A32 MLRS_HUMAN |EF-hand 1. 0AGACAAGGAGGACCTTCGGGA0.542

+ 34 9656SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Nonsense_Mutation_p.Q2886*NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN 4GGCTGTAATTCAGGATGACCT0.617

+ 3 456TSNAXIP1_uc010cep.2_5'UTR|TSNAXIP1_uc010vjz.1_Intron|TSNAXIP1_uc002euf.3_Intron|TSNAXIP1_uc010vka.1_Missense_Mutation_p.R75Q|TSNAXIP1_uc010vkb.1_Intron|TSNAXIP1_uc002eug.3_Intron|TSNAXIP1_uc002euh.3_Intron|TSNAXIP1_uc002eui.3_Intron|TSNAXIP1_uc002euk.2_5'FlankNM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0TTGCAAAATCGAAAACCCTGT0.582

- 5 1044KIAA1609_uc010vod.1_Missense_Mutation_p.E286K|KIAA1609_uc002fic.2_RNANM_020947 NP_065998 Q6P9B6 K1609_HUMAN TLD. 2GGCTTCACCTCCCAAGAGCAA0.582

- 30 4839 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6CTCGGAAGATCTGGATGAGAG0.512

- 10 1551KIAA0664_uc002fux.1_Missense_Mutation_p.P421SNM_015229 NP_056044 O75153 K0664_HUMAN 2AGGATGCCGGGGATGATGGAC0.662

+ 14 1872uc002gdy.1_Intron|ALOX12_uc002gdz.3_Missense_Mutation_p.L77M|RNASEK_uc002gea.2_5'Flank|C17orf49_uc002geb.3_5'Flank|C17orf49_uc002gec.2_5'FlankNM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1TCAGGTGCCTCTGGGGCACCA0.468

- 9 1087FXR2_uc010vud.1_Missense_Mutation_p.S287INM_004860 NP_004851 P51116 FXR2_HUMAN 0CTCAAGGTAGCTTCGGGCCTG0.418

+ 14 2631DNAH9_uc010coo.2_Missense_Mutation_p.E149KNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20TCTCATCAAGGAATCTGGCCT0.418

+ 1 331 NR_002211 0TATATGGATTCGAGACCATGA0.607

+ 15 5208 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANMyosin head-like. 9CTTCCAGGAGGAGCAGGTGTG0.498

- 19 3680 NM_014680 NP_055495 Q14667 K0100_HUMAN 4CACTCACTTAGAGGCTGTTCT0.537

+ 2 362ERAL1_uc002hcx.1_Missense_Mutation_p.L118F|ERAL1_uc002hcz.1_RNA|ERAL1_uc002hda.1_5'Flank|ERAL1_uc002hdb.1_5'FlankNM_005702 NP_005693 O75616 ERAL1_HUMAN 1ACGAGTGGTCCTCCTGGGAGC0.522

- 4 1027PHF12_uc010wbb.1_Missense_Mutation_p.T148I|PHF12_uc002hdi.1_Missense_Mutation_p.T162I|PHF12_uc002hdj.1_Missense_Mutation_p.T166I|PHF12_uc010crw.1_Intron|uc002hdl.2_5'Flank|PHF12_uc002hdh.1_5'UTRNM_001033561 NP_001028733 Q96QT6 PHF12_HUMANInteraction with SIN3A. 1GGATGTGGGTGTGCCAGGCCT0.562

- 1 229GSDMB_uc010cwk.2_RNA|GSDMB_uc010cwl.2_RNA|GSDMB_uc010cwm.2_RNA|GSDMB_uc002htg.2_Missense_Mutation_p.S75Y|GSDMB_uc002hth.2_Missense_Mutation_p.S75Y|GSDMB_uc010wem.1_Missense_Mutation_p.S75YNM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2TTGGAGCCCAGAATCCAGTTC0.502

- 1 310 NM_031957 NP_114163 Q9BYS1 KRA15_HUMAN15 X 5 AA repeats of C-C-[QEPVRC]- [TPIVLE]-[SRHVP].0GCAGGAGCTGATCTGGCAGCA0.632

- 1 329 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0ACAGCTCCACTGCTGCCCTCC0.652

- 1 335 NM_002279 NP_002270 Q14525 KT33B_HUMANLinker 1.|Rod. 0GCACAGCAAGGGCTCCTGCTG0.602

+ 1 573KAT2A_uc002hyx.2_5'FlankNM_033194 NP_149971 Q9BQS6 HSPB9_HUMAN 0CGGCTCTAAGGCTTCCAACCT0.627

+ 10 1304TUBG2_uc002iaq.2_Missense_Mutation_p.P192S|TUBG2_uc002iar.2_Missense_Mutation_p.P197S|TUBG2_uc002ias.2_Missense_Mutation_p.P192S|TUBG2_uc002iap.2_Missense_Mutation_p.P197SNM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1CAACTTCATCCCGTGGGGCCC0.657

+ 1 1206 NM_001466 NP_001457 Q14332 FZD2_HUMANCytoplasmic (Potential). 3CAGCCGGCATGAAGTGGGGCC0.627

+ 10 1978CLTC_uc002ixp.2_Missense_Mutation_p.P512L|CLTC_uc002ixr.1_Missense_Mutation_p.P516LNM_004859 NP_004850 Q00610 CLH1_HUMAN Flexible linker. 48GGATACACTCCAGATTGGATA0.363

+ 13 2731KCNH6_uc010wpl.1_Missense_Mutation_p.P725L|KCNH6_uc010wpm.1_Missense_Mutation_p.P848L|KCNH6_uc002jaz.1_Missense_Mutation_p.P795LNM_030779 NP_110406 Q9H252 KCNH6_HUMANCytoplasmic (Potential). 1ACGACGAGTCCAGGGCCCAGG0.637

- 2 708_709USH1G_uc010wro.1_Missense_Mutation_p.L73FNM_173477 NP_775748 Q495M9 USH1G_HUMAN 2GAGAAGCTGAGGGTGTCGGAAC0.708

+ 3 204KIAA0802_uc002knq.2_Missense_Mutation_p.R21QNM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0GAACTTCGGCGAGAACTGGAC0.488 rs149471544

- 1 809 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3TCTCCCCAAGCGCCCACGTTG0.597

+ 9 1244 NM_001944 NP_001935 P32926 DSG3_HUMANCadherin 3.|Extracellular (Potential). 9AAATGTAAGAGAAGGAATTGC0.383

+ 2 673_674C18orf25_uc002lbx.2_Missense_Mutation_p.S99ANM_145055 NP_659492 Q96B23 CR025_HUMAN 2TTTCCCCTTCCTCTAGTGGTCA0.505

+ 6 1719DCC_uc010xdr.1_Nonsense_Mutation_p.Q226*|DCC_uc010dpf.1_Nonsense_Mutation_p.Q33*NM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17TGATTATTTTCAGATAGTGGT0.308

+ 8 1169SERPINB13_uc002ljd.2_Missense_Mutation_p.S198F|SERPINB13_uc010xep.1_Missense_Mutation_p.S343F|SERPINB13_uc010xeq.1_Missense_Mutation_p.S155F|SERPINB13_uc010xer.1_Missense_Mutation_p.S155FNM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1CTGCACAGTTCCTTTGTGGCA0.567

- 3 20955 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGGTGGTATCCATTGGAGCTG0.463

- 1 3628 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GAGCCAGGATCAGGAGATGGA0.458

+ 3 434 NM_152356 NP_689569 Q8N8L2 ZN491_HUMANC2H2-type 1; degenerate. 2ATGGGATATTCATCCTTTAAT0.393

+ 1 130ZNF700_uc010xme.1_5'UTR|ZNF763_uc010xmf.1_Missense_Mutation_p.P2SNM_144566 NP_653167 Q9H0M5 ZN700_HUMAN 0CTGCGCTATGCCCTGCTGTAG0.647

- 4 866ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMAN C2H2-type 4. 6TCTTAGATAGGAACTGTAAAA0.368

- 4 914 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1TCTTAGATAGGAACTGTAAAA0.358

+ 8 1454 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0TGGCAACCGGGGCCTGGGGAA0.637

+ 13 1610 NM_023944 NP_076433 7GCTGCGGGTGGAGCCCCTGAA0.567



- 3 757KIAA1683_uc010ebn.2_Missense_Mutation_p.L181F|KIAA1683_uc010xqe.1_Missense_Mutation_p.L135FNM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2GGGGACAGAAGGCGGTTCTCT0.607

- 3 590KIAA1683_uc010ebn.2_Missense_Mutation_p.S125F|KIAA1683_uc010xqe.1_Missense_Mutation_p.S79FNM_025249 NP_079525 Q9H0B3 K1683_HUMAN IQ 1. 2CATCATCTGGGAAATCAGCTT0.572

- 4 1282ZNF682_uc002noo.2_Missense_Mutation_p.H355D|ZNF682_uc002nop.2_Missense_Mutation_p.H355D|ZNF682_uc010eck.2_Missense_Mutation_p.H311DNM_033196 NP_149973 O95780 ZN682_HUMAN C2H2-type 8. 2ATTCTCTTGTGTTTAGTAAGG0.358

- 5 1987ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGTATGAATTCTCTTATGTTC0.368

- 5 580ANKRD27_uc002nto.1_Missense_Mutation_p.R142GNM_032139 NP_115515 Q96NW4 ANR27_HUMAN 5AAGAACTCTCTCACATCTTCA0.498

+ 22 2699WDR62_uc002odd.2_Nonsense_Mutation_p.Q870*NM_173636 NP_775907 O43379 WDR62_HUMAN 0GCGGGCCGGCCAAGAGCCCCT0.602

+ 14 1476SHKBP1_uc002ooc.2_Missense_Mutation_p.S451F|SHKBP1_uc002ood.2_Missense_Mutation_p.S476F|SHKBP1_uc010xvl.1_Missense_Mutation_p.S399F|SHKBP1_uc002ooe.2_Missense_Mutation_p.S313F|SHKBP1_uc002oof.2_Missense_Mutation_p.S313F|SHKBP1_uc010xvm.1_Missense_Mutation_p.S256F|SHKBP1_uc010xvn.1_Missense_Mutation_p.S354FNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2CCACTCGCTTCCTTTAAGATC0.617

+ 6 798BCAM_uc002ozt.1_Missense_Mutation_p.D252NNM_005581 NP_005572 P50895 BCAM_HUMANExtracellular (Potential).|Ig-like V-type 2. 1CGGCCGCCTGGACAGCCCCAC0.677

- 3 479KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Missense_Mutation_p.E150K|KLK15_uc002pto.2_Missense_Mutation_p.E149K|KLK15_uc010ych.1_Intron|KLK15_uc010yci.1_Missense_Mutation_p.E149K|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GTCCCAGGCTCGTTGTGGGAC0.687

- 7 1841SIGLEC10_uc002pwp.2_Missense_Mutation_p.V351I|SIGLEC10_uc002pwq.2_Missense_Mutation_p.V351I|SIGLEC10_uc002pwr.2_Missense_Mutation_p.V409I|SIGLEC10_uc010ycy.1_Missense_Mutation_p.V319I|SIGLEC10_uc010ycz.1_Missense_Mutation_p.V361I|SIGLEC10_uc010eow.2_Missense_Mutation_p.V221I|SIGLEC10_uc002pws.1_Missense_Mutation_p.V245INM_033130 NP_149121 Q96LC7 SIG10_HUMANIg-like C2-type 3.|Extracellular (Potential). 1AGCTCCAGGACCCCGGGGTCT0.667

- 5 1930ZNF614_uc002pyi.3_Intron|ZNF614_uc010epj.2_Missense_Mutation_p.P213SNM_025040 NP_079316 Q8N883 ZN614_HUMAN 5CACTCATAAGGTTTCTCTCCT0.433

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0ATGTCACACTGGTGAGAAACC0.418

- 6 1052LILRA4_uc002qfi.2_Missense_Mutation_p.P266RNM_012276 NP_036408 P59901 LIRA4_HUMANIg-like C2-type 4.|Extracellular (Potential). 2GGTCACCGTGGGGCCCGGCTG0.612

+ 7 785NCR1_uc002qic.2_Nonsense_Mutation_p.W248*|NCR1_uc002qie.2_Nonsense_Mutation_p.W232*|NCR1_uc002qid.2_Nonsense_Mutation_p.W154*|NCR1_uc002qif.2_Nonsense_Mutation_p.W137*|NCR1_uc010esj.2_Nonsense_Mutation_p.W142*NM_004829 NP_004820 O76036 NCTR1_HUMANExtracellular (Potential). 2ATGCCCTCTGGGATCACACTG0.468

- 4 1400NLRP7_uc002qig.3_Missense_Mutation_p.E442K|NLRP7_uc002qii.3_Missense_Mutation_p.E442K|NLRP7_uc010esk.2_Missense_Mutation_p.E442K|NLRP7_uc010esl.2_Missense_Mutation_p.E470KNM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3AGGTCGGACTCCTGCACCCCG0.652

+ 15 2027BRSK1_uc002qkf.2_Missense_Mutation_p.P600S|BRSK1_uc002qkh.2_Missense_Mutation_p.P279SNM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6CAGCTTGACGCCAGAGTCCTC0.607

+ 4 2178NLRP8_uc010etg.2_Missense_Mutation_p.D703NNM_176811 NP_789781 Q86W28 NALP8_HUMAN 13TGCAACGAATGATAAGCTGGA0.512

+ 5 1133ZNF583_uc002qnc.2_Missense_Mutation_p.P323L|ZNF583_uc010ygm.1_Missense_Mutation_p.P323LNM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1GGAGAGAGACCTTTCGAATGT0.403

+ 6 2209ZNF470_uc010etn.2_IntronNM_001001668 NP_001001668 Q6ECI4 ZN470_HUMANC2H2-type 11. 2CTTATGAATGTAAGGAATGCA0.438

+ 5 1616 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1AGGATCCCATGGAGTCCAAAA0.463

+ 4 315TPO_uc010ewj.2_Intron|TPO_uc010yin.1_Missense_Mutation_p.S75F|TPO_uc002qwu.2_Missense_Mutation_p.S75F|TPO_uc002qwr.2_Missense_Mutation_p.S75F|TPO_uc002qwx.2_Missense_Mutation_p.S75F|TPO_uc010yio.1_Missense_Mutation_p.S75F|TPO_uc010yip.1_Missense_Mutation_p.S75FNM_000547 NP_000538 P07202 PERT_HUMANExtracellular (Potential). 20CAGCTTCTGTCTTTTTCCAAA0.388

- 10 1753MYT1L_uc002qxd.2_Missense_Mutation_p.G309E|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6TTCCATGAGTCCGTTGTTCAT0.478

+ 4 677GRHL1_uc002rab.2_RNA|GRHL1_uc002rad.2_Nonsense_Mutation_p.E6*|GRHL1_uc010yjb.1_Missense_Mutation_p.G18VNM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2TTCGCTGTGGGAATCCCCCCA0.552

- 11 1427ASXL2_uc002rgt.1_Missense_Mutation_p.K142NNM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1CTGGGGTTTTCTTTACTTTGG0.413

+ 3 428 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1ATGCCCGTGAGGGAGCCGGAA0.592

- 1 1709_1710 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CCACTGTCCTCCCCTCCTCCTC0.589

- 10 2732uc002rrw.2_Intron|SLC8A1_uc002rry.2_Missense_Mutation_p.S898F|SLC8A1_uc002rrz.2_Missense_Mutation_p.S890F|SLC8A1_uc002rsa.2_Missense_Mutation_p.S867F|SLC8A1_uc002rsd.3_Missense_Mutation_p.S867FNM_021097 NP_066920 P32418 NAC1_HUMANCytoplasmic (Potential). 4TGTGCCAGGGGACACTTTGAA0.557

+ 1 684STON1_uc002rwo.3_Missense_Mutation_p.E213K|STON1_uc010fbm.2_Missense_Mutation_p.E213K|STON1-GTF2A1L_uc002rwp.1_Missense_Mutation_p.E213K|STON1_uc002rwr.2_RNA|STON1_uc002rwq.2_Missense_Mutation_p.E213KNM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5AAGAAACAAGGAGATGCCTAT0.413

- 11 1103GTF2A1L_uc002rwt.2_IntronNM_000233 NP_000224 P22888 LSHR_HUMANExtracellular (Potential). 8TCTGGTTCAGGAGCACATCGG0.423

- 10 1009FSHR_uc002rwx.2_Missense_Mutation_p.S250F|FSHR_uc010fbn.2_Missense_Mutation_p.S286FNM_000145 NP_000136 P23945 FSHR_HUMANExtracellular (Potential). 8TGCCAGAGAGGATCTCTGACC0.408

+ 10 3436ALMS1_uc002sjf.1_Nonsense_Mutation_p.Q1065*|ALMS1_uc002sjg.2_Nonsense_Mutation_p.Q495*|ALMS1_uc002sjh.1_Nonsense_Mutation_p.Q495*NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN34 X 47 AA approximate tandem repeat.|13. 9TATTTTCTACCAACAGACCTT0.488

+ 8 2423CNGA3_uc002syu.2_Missense_Mutation_p.V651G|CNGA3_uc010fij.2_Missense_Mutation_p.V673GNM_001298 NP_001289 Q16281 CNGA3_HUMAN 6GAAAGCCAGGTGAAGGGTGGT0.562

+ 6 941IL1RL1_uc010ywa.1_Missense_Mutation_p.E107K|IL18R1_uc002tbw.3_Intron|IL1RL1_uc002tbv.2_Missense_Mutation_p.E224KNM_016232 NP_057316 Q01638 ILRL1_HUMANExtracellular (Potential).|Ig-like C2-type 3. 4TGAAATAAAGGAAGTGGAAAT0.373

+ 6 2790GCC2_uc002ted.2_Missense_Mutation_p.L778SNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1CAGAATCTTTTAATTCAAGTT0.313

+ 1 293_294CBWD2_uc002tjt.2_Missense_Mutation_p.G39N|CBWD2_uc010yxw.1_5'UTR|CBWD2_uc002tjv.2_5'UTR|CBWD2_uc010fkv.2_RNANM_172003 NP_742000 Q8IUF1 CBWD2_HUMAN 0GTCTGGCCTCGGCGCCAAGATC0.54

- 8 3835 NM_002299 NP_002290 P09848 LPH_HUMAN3.|Extracellular (Potential).|4 X approximate repeats. 13CAGCCCCACTCCGTTTTCGGT0.507

- 8 2251ZEB2_uc002tvv.2_Missense_Mutation_p.P585S|ZEB2_uc010zbm.1_Missense_Mutation_p.P562S|ZEB2_uc010fnp.2_Intron|ZEB2_uc010fnq.1_Missense_Mutation_p.P620SNM_014795 NP_055610 O60315 ZEB2_HUMAN 9ATGGGGCCAGGAAAACTTTCT0.418

+ 8 9488XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R2982K|XIRP2_uc010fpq.2_Missense_Mutation_p.R2935K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14CCACCAAGAAGGCCCATGTCG0.468

- 2 459CERKL_uc002uod.1_IntronNM_002500 NP_002491 Q13562 NDF1_HUMANPoly-Glu.|Glu-rich (acidic). 1 TCGTCAtcctcctcttcctct 0.383

- 2 139PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Missense_Mutation_p.L19F|PDE1A_uc010zfq.1_Missense_Mutation_p.L19F|PDE1A_uc002uov.1_RNANM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3TCTCCTGTAAGATACTTAAAA0.403

+ 4 797ITGAV_uc010frs.2_Missense_Mutation_p.S174L|ITGAV_uc010zfv.1_Missense_Mutation_p.S128LNM_002210 NP_002201 P06756 ITAV_HUMANFG-GAP 3.|Extracellular (Potential). 4CCATGTAGATCACGTATGTAT0.353

- 53 4515COL5A2_uc010frx.2_Missense_Mutation_p.D990NNM_000393 NP_000384 P05997 CO5A2_HUMANFibrillar collagen NC1. 2TTAGCTTGATCGTCCATGTAT0.383 rs139229616

- 48 9100 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 5 (By similarity). 12GTTCTTGATCCATTTATTAGC0.408

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 1 166 NM_079420 NP_524144 P05976 MYL1_HUMAN 1GCCGCAGCCGCAGCCACAGGT0.318 rs143705321

+ 11 1576STK36_uc002viv.2_Missense_Mutation_p.P437LNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11CTGAAGGCTCCTCTCACCTTG0.557

+ 2 473SPEG_uc002vlm.2_RNA|SPEG_uc010fwh.1_5'UTR|SPEG_uc002vln.1_5'UTRNM_005876 NP_005867 Q15772 SPEG_HUMAN 14TTCAGCACCCCCACGGGTGAG0.607



+ 36 8650 NM_005876 NP_005867 Q15772 SPEG_HUMAN Pro-rich. 14GACCCCGATCCCAGCCTCCAC0.627

+ 2 745 NM_002191 NP_002182 P05111 INHA_HUMAN 1GCTGCGCTGTCCCCTCTGTAC0.682

- 3 226EPHA4_uc002vmr.2_Missense_Mutation_p.E62K|EPHA4_uc010zlm.1_Missense_Mutation_p.E3K|EPHA4_uc010zln.1_Missense_Mutation_p.E62KNM_004438 NP_004429 P54764 EPHA4_HUMANExtracellular (Potential). 12GTATTTTTTTCATCCATGATA0.428

- 30 3248 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region.p.P865S(1) 11CATTCCAGCTGGCCCGGGAGG0.622

- 24 2443 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11GGTCCTGGATCCCCTTTTTCT0.463

+ 2 315ITM2C_uc002vra.2_Intron|ITM2C_uc002vrb.2_Missense_Mutation_p.M65I|ITM2C_uc002vrc.2_5'Flank|ITM2C_uc002vrd.2_5'FlankNM_030926 NP_112188 Q9NQX7 ITM2C_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0CGATGGGCATGGTCGTGCTGC0.622

- 3 1088 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANExtracellular (Potential). 5GGCCATCTGTCCACTGTGACA0.622

- 2 552_553C20orf26_uc010gcw.1_5'Flank|C20orf26_uc010zse.1_5'Flank|C20orf26_uc002wru.2_5'Flank|CRNKL1_uc002wrt.1_Missense_Mutation_p.P162FNM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN 3GGCCACTTTGGGAATCCGCTGC0.653

+ 3 428EPB41L1_uc002xeu.2_Missense_Mutation_p.S24L|EPB41L1_uc010zvo.1_Missense_Mutation_p.S86L|EPB41L1_uc002xev.2_Missense_Mutation_p.S86L|EPB41L1_uc002xew.2_Missense_Mutation_p.S24L|EPB41L1_uc002xex.2_Missense_Mutation_p.S55L|EPB41L1_uc002xey.2_Missense_Mutation_p.S86L|EPB41L1_uc002xez.2_Missense_Mutation_p.S24LNM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3GCCCAGAAATCGCCCCAGAAG0.567

+ 12 1285 NM_004139 NP_004130 P18428 LBP_HUMAN 2TCCAAAGTTGGACTATTCAAT0.358

+ 10 1360PPP1R16B_uc010ggc.2_Missense_Mutation_p.T349ANM_015568 NP_056383 Q96T49 PP16B_HUMAN 3GGAGACCAGGACAGACCAAGA0.602

- 3 1440CTCFL_uc010giw.1_Missense_Mutation_p.D260N|CTCFL_uc002xym.2_Missense_Mutation_p.D260N|CTCFL_uc010giz.1_5'UTR|CTCFL_uc010giy.1_5'UTR|CTCFL_uc010gja.1_Missense_Mutation_p.D260N|CTCFL_uc010gjb.1_Missense_Mutation_p.D260N|CTCFL_uc010gjc.1_Missense_Mutation_p.D260N|CTCFL_uc010gjd.1_Missense_Mutation_p.D260N|CTCFL_uc010gje.2_Missense_Mutation_p.D260N|CTCFL_uc010gjf.2_Missense_Mutation_p.D55N|CTCFL_uc010gjg.2_5'UTR|CTCFL_uc010gjh.1_Missense_Mutation_p.D260N|CTCFL_uc010gji.1_Missense_Mutation_p.D55N|CTCFL_uc010gjj.1_Missense_Mutation_p.D260N|CTCFL_uc010gjk.1_Missense_Mutation_p.D260N|CTCFL_uc010gjl.1_Missense_Mutation_p.D260NNM_080618 NP_542185 Q8NI51 CTCFL_HUMAN C2H2-type 1. 4ATGCAGACATCACAGTGGAAG0.388

+ 8 2816GNAS_uc002xzt.2_3'UTR|GNAS_uc010gjq.2_Missense_Mutation_p.R142H|GNAS_uc002xzx.2_Missense_Mutation_p.R142H|GNAS_uc010gjr.2_Missense_Mutation_p.R92H|GNAS_uc002xzy.2_Missense_Mutation_p.R127H|GNAS_uc002yaa.2_Missense_Mutation_p.R187H|GNAS_uc010zzt.1_Missense_Mutation_p.R202H|GNAS_uc002yab.2_Intron|GNAS_uc002yad.2_Missense_Mutation_p.R92H|GNAS_uc002yae.2_Missense_Mutation_p.R126HNM_080425 NP_536350 P63092 GNAS2_HUMANGTP (By similarity).p.R201H(37)|p.R201L(1)|p.R844H(1)292CTTCGCTGCCGTGTCCTGACT0.423 rs121913495

- 32 3282 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5TACCTTTACTGGTATGTTCTC0.264

- 5 743PTK6_uc011aay.1_Missense_Mutation_p.E134K|PTK6_uc011aaz.1_5'UTRNM_005975 NP_005966 Q13882 PTK6_HUMAN Protein kinase. 2GCCTGGATCTCCGACTGCAGC0.652

+ 7 846IL17RA_uc010gqt.2_Missense_Mutation_p.P238LNM_014339 NP_055154 Q96F46 I17RA_HUMANExtracellular (Potential). 2ACCAGTTTTCCGCACATGGAG0.552

- 9 985PES1_uc003aik.1_Missense_Mutation_p.G304E|PES1_uc003ail.1_Missense_Mutation_p.G287E|PES1_uc003aim.1_Missense_Mutation_p.G304E|PES1_uc003ain.1_Missense_Mutation_p.G165E|PES1_uc003aio.1_Missense_Mutation_p.G165ENM_014303 NP_055118 O00541 PESC_HUMAN 0AGTGCTCACCCCATCGGTGGG0.597

- 3 534_535SYN3_uc003amy.2_Missense_Mutation_p.125_126EF>DI|SYN3_uc003amz.2_Missense_Mutation_p.125_126EF>DINM_003490 NP_003481 O14994 SYN3_HUMANC; actin-binding and synaptic-vesicle binding. 1AACTCTGAGAATTCAGCCTGAA0.441

+ 3 1108 NM_030642 NP_085145 Q9BWW9 APOL5_HUMAN 0TCGAGGATCCCGTGTGGTTAA0.607

- 14 1677EFCAB6_uc003bdz.1_Missense_Mutation_p.L336F|EFCAB6_uc010gzi.1_Missense_Mutation_p.L336F|EFCAB6_uc010gzk.1_RNANM_022785 NP_073622 Q5THR3 EFCB6_HUMAN 7CAGGCCAGGAGGAAAGGTGTC0.368

+ 10 1166CRELD2_uc010hal.2_Missense_Mutation_p.P393L|CRELD2_uc010hak.2_Missense_Mutation_p.P316L|CRELD2_uc010ham.2_Missense_Mutation_p.P312LNM_024324 NP_077300 Q6UXH1 CREL2_HUMAN 0GGAGAAAGCCCGACACAGCTG0.552

- 3 702 NM_012401 NP_036533 O15031 PLXB2_HUMANExtracellular (Potential).|Sema. 6GTCCGTGTAGGCTTCAAAGGC0.607

+ 26 3620CHL1_uc003bot.2_Missense_Mutation_p.E1133K|CHL1_uc011asi.1_Missense_Mutation_p.E1080KNM_006614 NP_006605 O00533 CHL1_HUMANCytoplasmic (Potential). 12TAAAGAAAAGGAAGATTTGCA0.224

- 3 1039SRGAP3_uc003brg.1_Missense_Mutation_p.M121I|SRGAP3_uc003bri.1_RNA|SRGAP3_uc003brk.2_Missense_Mutation_p.M121INM_014850 NP_055665 O43295 SRGP2_HUMAN 9TGACATTGTTCATGAAGATGT0.542

- 9 1330ZFYVE20_uc010hek.1_Missense_Mutation_p.S239L|ZFYVE20_uc011avn.1_IntronNM_022340 NP_071735 Q9H1K0 RBNS5_HUMANFYVE-type.|Ser-rich.|Necessary for the correct targeting to endosomes.2ATCCAGGACCGAGCTGACACT0.592

- 6 1181 NM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5GCCTGTGTTTCCTTTATTAAC0.438

+ 12 1880DLEC1_uc003chp.1_Missense_Mutation_p.R620Q|DLEC1_uc010hgv.1_Missense_Mutation_p.R620Q|DLEC1_uc003chr.1_5'UTR|DLEC1_uc010hgx.1_5'Flank|DLEC1_uc003chq.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9CACTTCATACGATTTGAGCCT0.488

+ 15 2323DLEC1_uc003chp.1_Missense_Mutation_p.E768K|DLEC1_uc010hgv.1_Missense_Mutation_p.E768K|DLEC1_uc003chr.1_5'UTR|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9CATCCCAGGGGAGAACTACAT0.488

- 28 5098SCN5A_uc003cin.2_Missense_Mutation_p.R1634K|SCN5A_uc003cil.3_Missense_Mutation_p.R1635K|SCN5A_uc010hhi.2_Missense_Mutation_p.R1617K|SCN5A_uc010hhk.2_Missense_Mutation_p.R1602K|SCN5A_uc011ayr.1_Missense_Mutation_p.R1581KNM_198056 NP_932173 Q14524 SCN5A_HUMANHelical; Voltage-sensor; Name=S4 of repeat IV; (Potential).9TCGGATCAGTCTGAGGATGCG0.597

- 26 4631 NM_014139 NP_054858 Q9UI33 SCNBA_HUMANIV.|Helical; Voltage-sensor; Name=S4 of repeat IV; (By similarity).9CGTGCAGCCCGGACAAGCCTC0.473

- 19 2330ALS2CL_uc003cpx.1_Nonsense_Mutation_p.Q61*|ALS2CL_uc003cpy.1_RNA|ALS2CL_uc003cpz.1_Nonsense_Mutation_p.Q229*|ALS2CL_uc003cqb.1_Nonsense_Mutation_p.Q714*|ALS2CL_uc003cqc.1_RNANM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5ACCTCCTCCTGGGCCAGCTCC0.627

- 2 260HYAL3_uc003czc.1_Intron|HYAL3_uc003czd.1_Intron|HYAL3_uc003cze.1_Intron|HYAL3_uc003czf.1_Intron|HYAL3_uc003czg.1_Intron|NAT6_uc003czj.2_Missense_Mutation_p.P75S|NAT6_uc003czk.3_Missense_Mutation_p.P53S|NAT6_uc003czl.1_Missense_Mutation_p.P53SNM_012191 NP_036323 Q93015 NAT6_HUMAN 1CTAGGAGCTGGGGTCTCCTCT0.597

+ 1 1859 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN 0CCGTGGTTTGCCCAAGCCCTG0.597

+ 72 11768DNAH1_uc003ddv.2_Missense_Mutation_p.P694LNM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 6 (By similarity). 3AAGTTTGGGCCCCTGGGCTTC0.562

+ 74 12217DNAH1_uc003ddv.2_Missense_Mutation_p.E844KNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3GGGCCGGGAGGAGGTGGGTGG0.617

- 9 788BAP1_uc003ddw.2_5'Flank|BAP1_uc010hmg.2_5'Flank|BAP1_uc010hmh.2_5'FlankNM_004656 NP_004647 Q92560 BAP1_HUMAN 65AAGCGGATGTCGTGGTAGGGC0.632

+ 8 1434PHF7_uc003ddz.2_Nonsense_Mutation_p.R210*NM_016483 NP_057567 Q9BWX1 PHF7_HUMAN 1GTGTAACAATCGAAAAGAGTT0.438

+ 13 1536STAB1_uc003dei.1_Missense_Mutation_p.H488YNM_015136 NP_055951 Q9NY15 STAB1_HUMANExtracellular (Potential).|FAS1 1. 9TGGCGTCTTCCACGTGGTCAC0.582

- 3 1130 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTGCGTTTCAATTCTCAGC0.468

- 2 363ADAMTS9_uc011bfo.1_Missense_Mutation_p.F111I|ADAMTS9_uc003dmh.1_5'UTR|ADAMTS9_uc003dmk.1_Missense_Mutation_p.F111I|uc003dml.2_IntronNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4GTGAGATTAAATAGAAACTGC0.488

- 15 3011MAGI1_uc003dmm.2_Missense_Mutation_p.G857S|MAGI1_uc003dmo.2_Missense_Mutation_p.G857S|MAGI1_uc003dmp.2_Missense_Mutation_p.G829S|MAGI1_uc003dmq.1_5'Flank|MAGI1_uc010hnx.1_Missense_Mutation_p.G140SNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN PDZ 4. 6TCATTTCCACCCAGAATCCTA0.438

+ 3 934EPHA3_uc003dqx.1_Missense_Mutation_p.E237K|EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANExtracellular (Potential).|Cys-rich.p.E237K(1) 33TTCTAAGGAGGAAGATCCTCC0.473 rs139652107

+ 1 272_273 NM_001004737 NP_001004737 Q8NHB8 OR5K2_HUMANExtracellular (Potential). 2GAGGGCAAAAGGATTTCCCTCT0.446

- 12 1120 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANMyosin head-like. 7TTCTCATCAGGAAGAAAGCCC0.448

+ 5 370TRAT1_uc010hpx.1_Missense_Mutation_p.E39KNM_016388 NP_057472 Q6PIZ9 TRAT1_HUMANCytoplasmic (Potential). 1ACCAATGGATGAAAATTGCTA0.343

+ 4 1420CASR_uc003eew.3_Missense_Mutation_p.E350KNM_000388 NP_000379 P41180 CASR_HUMANExtracellular (Potential). 7TTTTGCCAAGGAGTTTTGGGA0.507

+ 3 716 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMANExtracellular (Potential). 2CAGGCCTCATCAGGTGTGGAG0.622



+ 5 1751_1752KBTBD12_uc003ejy.3_Nonsense_Mutation_p.W190*|KBTBD12_uc010hsq.2_RNA|KBTBD12_uc003eka.3_Nonsense_Mutation_p.W158*NM_207335 NP_997218 Q3ZCT8 KBTBC_HUMAN Kelch 4. 1GAAAACCAGTGGAATGTTGTAG0.475

- 14 3699 NM_014602 NP_055417 Q99570 PI3R4_HUMAN WD 2. 12CCTCCAATTCGGCTGTATGTA0.403

- 3 243ANAPC13_uc003eqj.2_RNA|ANAPC13_uc003eqk.3_RNANM_015391 NP_056206 Q9BS18 APC13_HUMAN 1TTCTTTGACAGATTCTGTGGT0.423 rs11544840

- 36 4287 NM_001041 NP_001032 P14410 SUIS_HUMANSucrase.|Lumenal. 14TTTCTGCATTGATTAGTAGTT0.254

- 25 2953 NM_001041 NP_001032 P14410 SUIS_HUMANLumenal.|P-type 2.|Isomaltase. 14TATTATTACCGTTCTCCATAC0.299

- 5 1014SERPINI2_uc003fes.1_Missense_Mutation_p.G329E|SERPINI2_uc003fet.1_Missense_Mutation_p.G319ENM_006217 NP_006208 O75830 SPI2_HUMAN 3ACCTGTTATTCCAGAAAGGTC0.303

+ 27 3308ATP11B_uc003flc.2_Missense_Mutation_p.M601I|ATP11B_uc010hxf.1_Missense_Mutation_p.M179I|ATP11B_uc010hxg.2_RNA|ATP11B_uc010hxh.1_5'FlankNM_014616 NP_055431 Q9Y2G3 AT11B_HUMANHelical; (Potential). 3TTTTTTAGATGGCTCTGGAAA0.294

+ 15 2062ECE2_uc011brh.1_Missense_Mutation_p.P528L|ECE2_uc003fnl.3_Missense_Mutation_p.P603L|ECE2_uc003fnm.3_Missense_Mutation_p.P557L|ECE2_uc003fnk.3_Missense_Mutation_p.P528L|ECE2_uc011bri.1_Missense_Mutation_p.P590L|ECE2_uc010hxv.2_Missense_Mutation_p.P319LNM_014693 NP_055508 O60344 ECE2_HUMANLumenal (Potential).|Endothelin-converting enzyme 2 region.4AGCATGACCCCCCAGACAGTG0.612

+ 15 2457PDGFRA_uc003haa.2_Missense_Mutation_p.G469E|PDGFRA_uc010igq.1_Missense_Mutation_p.G603E|PDGFRA_uc003ham.2_RNA|PDGFRA_uc003hao.1_Missense_Mutation_p.G88ENM_006206 NP_006197 P16234 PGFRA_HUMANProtein kinase.|Cytoplasmic (Potential). 674GATATCTTTGGATTGAACCCT0.443

- 11 2615AASDH_uc010ihb.2_Missense_Mutation_p.S336F|AASDH_uc011caa.1_Missense_Mutation_p.S668F|AASDH_uc003hbo.2_Missense_Mutation_p.S721F|AASDH_uc011cab.1_Missense_Mutation_p.S336F|AASDH_uc010ihc.2_Missense_Mutation_p.S821F|AASDH_uc003hbp.2_Missense_Mutation_p.S821FNM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4TCCACACTTAGATACACATGC0.368

- 5 722PPEF2_uc003hiy.2_RNA|PPEF2_uc003hiz.1_Missense_Mutation_p.P122LNM_006239 NP_006230 O14830 PPE2_HUMAN 4AGGCAGGAGTGGGAAGGAGAG0.527

+ 56 8643 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential).|Calx-beta 2. 5TAAATCTAGAGGGATGTCTGC0.468

- 21 3698 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3TAAGCCGGAGGGAGGAGGGAA0.343

- 4 357uc003hum.1_Intron|ADH1A_uc011ceg.1_Missense_Mutation_p.P96S|ADH1A_uc010ilf.1_5'Flank|ADH1A_uc010ilg.1_Missense_Mutation_p.P96SNM_000667 NP_000658 P07327 ADH1A_HUMAN 2CCACACTGAGGAATAGCGAGT0.393

+ 4 1977SYNPO2_uc010ina.2_Missense_Mutation_p.G594E|SYNPO2_uc010inb.2_Missense_Mutation_p.G594E|SYNPO2_uc011cgh.1_Intron|SYNPO2_uc010inc.2_Missense_Mutation_p.G522ENM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN Pro-rich. 2CCCTTCCCAGGGTCTGTGAAT0.542

- 6 847_848SCLT1_uc003igq.2_Missense_Mutation_p.P114L|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5CTGTGCCCAGGGGAAAGGCCTC0.386

- 14 3568 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4TCGTCTGGATCGTGAGCAGTT0.453

- 14 3031 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 8. 4TAATCAAGTTCCTTAGAAAGA0.363

+ 6 773 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2GACATTGTTTCCCATGGATAC0.348

+ 8 717RXFP1_uc010iqj.1_Missense_Mutation_p.R41Q|RXFP1_uc011cja.1_Missense_Mutation_p.R131Q|RXFP1_uc010iqo.2_Missense_Mutation_p.R212Q|RXFP1_uc011cjb.1_Missense_Mutation_p.R158Q|RXFP1_uc010iqk.2_Missense_Mutation_p.R80Q|RXFP1_uc011cjc.1_Missense_Mutation_p.R131Q|RXFP1_uc011cjd.1_Missense_Mutation_p.R131Q|RXFP1_uc010iql.2_Missense_Mutation_p.R80Q|RXFP1_uc011cje.1_Missense_Mutation_p.R239Q|RXFP1_uc010iqm.2_Missense_Mutation_p.R179Q|RXFP1_uc011cjf.1_Missense_Mutation_p.R82Q|RXFP1_uc010iqn.2_Missense_Mutation_p.R158QNM_021634 NP_067647 Q9HBX9 RXFP1_HUMANLRR 3.|Extracellular (Potential). 0CACCTCAGTCGAATTTCCCCA0.294

+ 8 1130KLHL2_uc011cjm.1_Missense_Mutation_p.L295I|KLHL2_uc003irc.2_Missense_Mutation_p.L203I|KLHL2_uc010ira.2_5'UTRNM_007246 NP_009177 O95198 KLHL2_HUMAN 0GCAGCGTATATTAATGAAGAG0.443

+ 21 3689TLL1_uc011cjn.1_Nonstop_Mutation_p.*1037Y|TLL1_uc011cjo.1_Nonstop_Mutation_p.*838YNM_012464 NP_036596 O43897 TLL1_HUMAN 7CCAAAAAATAACACCAAAACC0.308

- 6 533SPOCK3_uc011cjp.1_Nonsense_Mutation_p.W128*|SPOCK3_uc011cjq.1_Nonsense_Mutation_p.W140*|SPOCK3_uc011cjr.1_Nonsense_Mutation_p.W11*|SPOCK3_uc003irj.1_Nonsense_Mutation_p.W128*|SPOCK3_uc011cjs.1_Nonsense_Mutation_p.W80*|SPOCK3_uc011cjt.1_Nonsense_Mutation_p.W39*|SPOCK3_uc011cju.1_Nonsense_Mutation_p.W24*|SPOCK3_uc011cjv.1_Intron|SPOCK3_uc003irk.3_Nonsense_Mutation_p.W128*|SPOCK3_uc011cjw.1_IntronNM_016950 NP_058646 Q9BQ16 TICN3_HUMAN 3GGGACCCCTCCACTGCCTATG0.388

- 2 623 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5TCATCTACACTGGACACAGAC0.423

- 19 2358NSUN2_uc003jds.2_Missense_Mutation_p.P211S|NSUN2_uc003jdt.2_Missense_Mutation_p.P529S|NSUN2_uc011cmk.1_Missense_Mutation_p.P730S|NSUN2_uc003jdv.2_Missense_Mutation_p.P529SNM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1CACCGGGGTGGATGGACCCCC0.627

- 3 690CDH18_uc003jgd.2_Missense_Mutation_p.D105N|CDH18_uc011cnm.1_Missense_Mutation_p.D105NNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 1. 7CCCGTGGTATCGTCAATGATA0.438

- 3 262CAPSL_uc003jju.1_Missense_Mutation_p.N56INM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMANEF-hand 1.|1 (Potential). 1AAGGGTTCGATTATTATCGTC0.303

- 3 550 NM_004465 NP_004456 O15520 FGF10_HUMAN 3CTTGGAGCTCCTTTTCCATTC0.438

+ 4 504 NM_138453 NP_612462 Q96E17 RAB3C_HUMAN 2TGGGACAATGCCCAAGTTATT0.413

+ 11 1983PIK3R1_uc003jvb.2_Nonsense_Mutation_p.Q475*|PIK3R1_uc003jvc.2_Nonsense_Mutation_p.Q175*|PIK3R1_uc003jvd.2_Nonsense_Mutation_p.Q205*|PIK3R1_uc003jve.2_Nonsense_Mutation_p.Q154*|PIK3R1_uc011crb.1_Nonsense_Mutation_p.Q145*NM_181523 NP_852664 P27986 P85A_HUMANp.D434_Q475del(2)|p.Q475_E476>VLQ(1)|p.?(1)|p.Q475_E476>IMLQ(1)101CCGCACATCCCAGGTGAGTTT0.284

+ 6 691SLC30A5_uc003jvj.2_5'Flank|SLC30A5_uc003jvk.2_5'Flank|SLC30A5_uc003jvi.2_5'UTRNM_022902 NP_075053 Q8TAD4 ZNT5_HUMANHelical; (Potential). 1GATCTGTTTATTGCTTTTTGA0.363

- 13 1651WDR41_uc011csy.1_Missense_Mutation_p.L397S|WDR41_uc011csz.1_Missense_Mutation_p.L400SNM_018268 NP_060738 Q9HAD4 WDR41_HUMAN 0AGCAAGGTATAAGTCACCATT0.348

+ 7 4311VCAN_uc003kij.3_Intron|VCAN_uc010jau.2_Missense_Mutation_p.H1319Y|VCAN_uc003kik.3_IntronNM_004385 NP_004376 P13611 CSPG2_HUMANGAG-alpha (glucosaminoglycan attachment domain).16CACAAAATTTCACCCTGACAT0.443

- 6 1038EDIL3_uc003kip.1_Missense_Mutation_p.A197TNM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 1. 2TTTTCTGCAGCTGTCCACGCA0.398

+ 23 2999PAM_uc003kns.2_Missense_Mutation_p.P769S|PAM_uc003knt.2_Missense_Mutation_p.P876S|PAM_uc003knu.2_Intron|PAM_uc003knv.2_Intron|PAM_uc011cuz.1_Missense_Mutation_p.P778S|PAM_uc003knz.2_Missense_Mutation_p.P116SNM_000919 NP_000910 P19021 AMD_HUMANHelical; (Potential). 0TCTGGTTATTCCGGTGGTTGT0.483

+ 17 2443_2444MEGF10_uc003kui.3_Nonsense_Mutation_p.W694*NM_032446 NP_115822 Q96KG7 MEG10_HUMANExtracellular (Potential).|EGF-like 12.|Necessary for interaction with AP2M1, self-assembly and formation of the irregular, mosaic-like adhesion pattern.4TACCCCGGTTGGATTGGCAGTG0.416

+ 3 562PRRC1_uc003kuj.3_Missense_Mutation_p.P128SNM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0CCCTTCGGGTCCTCCTATATC0.502

+ 1 2048PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.S683LNM_018910 NP_061733 Q9UN72 PCDA7_HUMANExtracellular (Potential). 4TCGCGGGCATCGTTGGGCATT0.632

+ 1 1916PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.S353FNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANCadherin 4.|Extracellular (Potential).p.S353S(1) 1GCCGTGACTTCCTTGTCCCTC0.572

+ 1 1805 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCadherin 6.|Extracellular (Potential). 3GCCTGGCTGTCGTACCAGCTG0.731

+ 1 716PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 2.|Extracellular (Potential). 4AGCCCCAACTCCTATTTTCGG0.502

- 2 399JAKMIP2_uc011dbx.1_Intron|JAKMIP2_uc003lor.1_Missense_Mutation_p.R6Q|JAKMIP2_uc010jgo.1_Missense_Mutation_p.R6QNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN 2GCCCTTATTTCGCCCTTTCTT0.458

+ 2 459GRIA1_uc003luy.3_Missense_Mutation_p.P32S|GRIA1_uc003luz.3_5'UTR|GRIA1_uc011dcv.1_Intron|GRIA1_uc011dcw.1_Missense_Mutation_p.P32S|GRIA1_uc011dcx.1_5'UTR|GRIA1_uc011dcy.1_Missense_Mutation_p.P42S|GRIA1_uc011dcz.1_Missense_Mutation_p.P42S|GRIA1_uc010jia.1_Missense_Mutation_p.P12SNM_001114183 NP_001107655 P42261 GRIA1_HUMANExtracellular (Potential). 6GGGATTATTTCCAAACCAGCA0.453

- 5 932FBXW11_uc011dey.1_Nonsense_Mutation_p.W155*|FBXW11_uc003mbl.1_Nonsense_Mutation_p.W174*|FBXW11_uc003mbn.1_Nonsense_Mutation_p.W153*NM_012300 NP_036432 Q9UKB1 FBW1B_HUMAN p.N260_I262(1) 2GGTACTGATCCCTGGCAAATA0.328

- 9 1636RNF44_uc011dfo.1_Missense_Mutation_p.D279N|RNF44_uc003mel.1_Missense_Mutation_p.D60NNM_014901 NP_055716 Q7L0R7 RNF44_HUMAN 0TGATGGCTGTCCGGGTTAAAG0.657

+ 14 2512 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANDeath.|Cytoplasmic (Potential). 1CTGTAGGCGGGGTGCCGACTG0.672

+ 4 2386HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6GGTCAGATGCGCCCACCTTTG0.507



+ 3 628 NM_001076781 NP_001070249 Q9UJN7 ZN391_HUMAN 3AAGAAATCCTCTTTTGAGAAC0.423

+ 1 886 NM_012367 NP_036499 P58173 OR2B6_HUMANCytoplasmic (Potential). 1TAGGAACAAGGAGGTAAAGGA0.383

- 3 1726 NM_052923 NP_443155 Q6R2W3 SCND3_HUMANIntegrase catalytic. 1GAACTAACTTCCTTAATTGAT0.343

+ 1 503 NM_030946 NP_112208 Q9UGF5 O14J1_HUMANExtracellular (Potential). 1CCTCTCTGTGGGAAGAGAGTC0.483

+ 2 360BAT4_uc003nvn.2_5'Flank|BAT4_uc003nvo.3_5'Flank|BAT4_uc003nvp.3_5'Flank|BAT4_uc003nvq.2_5'Flank|CSNK2B_uc010jsz.1_Missense_Mutation_p.V7E|CSNK2B_uc010jta.1_Missense_Mutation_p.V7E|CSNK2B_uc003nvs.1_Missense_Mutation_p.V7ENM_001320 NP_001311 P67870 CSK2B_HUMAN 0TCAGAGGAGGTGTCCTGGATT0.502

+ 20 1904_1905MSH5_uc003nwt.1_Missense_Mutation_p.T626L|MSH5_uc003nwu.1_Missense_Mutation_p.T609L|MSH5_uc003nww.1_Missense_Mutation_p.T609L|MSH5_uc003nwx.1_Missense_Mutation_p.T626L|MSH5_uc011dof.1_Missense_Mutation_p.T308L|MSH5_uc003nwy.1_Missense_Mutation_p.T283L|MSH5_uc003nwz.3_RNA|C6orf26_uc003nxa.3_5'FlankNM_172166 NP_751898 O43196 MSH5_HUMAN 3AGGCTTGATCACATTCATGGCC0.554

- 18 2255EHMT2_uc003nxv.1_5'Flank|EHMT2_uc003nxw.1_5'Flank|EHMT2_uc003nxx.1_5'Flank|EHMT2_uc003nxy.1_Missense_Mutation_p.E540K|EHMT2_uc011don.1_Missense_Mutation_p.E772K|EHMT2_uc003nya.1_Missense_Mutation_p.E715KNM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN 1GAACCGTCCTCCTCCTGAGGG0.647

- 3 582HLA-DQB2_uc003obz.2_Missense_Mutation_p.A167TNR_003937 Q5SR06 Q5SR06_HUMAN 0ACAACACCGGCTGTCTCCTCC0.542

- 10 843_844TULP1_uc003okw.3_Missense_Mutation_p.E225KNM_003322 NP_003313 O00294 TULP1_HUMAN 3GCCCTCTCCTCCTTCTGGGTGG0.723

- 4 512SLC26A8_uc003oln.2_Missense_Mutation_p.S134L|SLC26A8_uc003oll.2_Missense_Mutation_p.S134LNM_052961 NP_443193 Q96RN1 S26A8_HUMANHelical; (Potential). 2ATAGATTACCGAAGAACAGAA0.393

+ 73 11127_11128DNAH8_uc003oog.1_5'UTR|uc003oof.1_IntronNM_001371 NP_001362 21TTTCCTTGGGCCGACCCCTTCT0.411

+ 6 812 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9CTGGACTTCGGGCTGGCCCGG0.647

- 10 6683ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CAACTCCAGGGAACTACATTT0.473

+ 4 771SPATS1_uc003oxg.2_RNA|SPATS1_uc010jzb.2_Missense_Mutation_p.R27CNM_145026 NP_659463 Q496A3 SPAS1_HUMAN 1AGATGGGCATCGTCCTGAGTG0.478 rs145942181

+ 1 550TFAP2D_uc011dwt.1_RNANM_172238 NP_758438 Q7Z6R9 AP2D_HUMAN 7CACGATGCCGAGGTATTATTA0.333

+ 9 1246 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANCytoplasmic (Potential). 2GATCCTTCATCGATCCAAATA0.264

+ 24 3584BAI3_uc010kak.2_Missense_Mutation_p.K1046Q|BAI3_uc011dxx.1_Missense_Mutation_p.K252Q|BAI3_uc003pex.1_Missense_Mutation_p.K176QNM_001704 NP_001695 O60242 BAI3_HUMANCytoplasmic (Potential). 50GGTATTTAATAAACTTGTTTC0.388

+ 29 4361BAI3_uc010kak.2_Missense_Mutation_p.E1305K|BAI3_uc011dxx.1_Missense_Mutation_p.E511KNM_001704 NP_001695 O60242 BAI3_HUMANCytoplasmic (Potential). 50AAGAATGATGGAAAGTGACTA0.388

+ 19 2230TTK_uc003pjb.3_Missense_Mutation_p.S718FNM_003318 NP_003309 P33981 TTK_HUMAN Protein kinase. 11GATGTTTGGTCCTTAGGATGT0.254

+ 3 467 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0ATGGGGATATCATCAGACCAA0.398

- 15 2283EPB41L2_uc003qce.1_Missense_Mutation_p.D79N|EPB41L2_uc003qcf.1_Intron|EPB41L2_uc003qcg.1_Intron|EPB41L2_uc011eby.1_Intron|EPB41L2_uc003qci.2_Missense_Mutation_p.D631N|EPB41L2_uc010kfk.2_Intron|EPB41L2_uc010kfl.1_Missense_Mutation_p.D631N|EPB41L2_uc003qcd.1_5'Flank|EPB41L2_uc003qcj.1_Missense_Mutation_p.D98NNM_001431 NP_001422 O43491 E41L2_HUMAN 2ACTCTTTCGTCTTTCCCAACC0.423

- 4 1074BCLAF1_uc003qgw.1_Missense_Mutation_p.S274F|BCLAF1_uc003qgy.1_Missense_Mutation_p.S272F|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.S272FNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1AACAGAACCAGACCCAGACCT0.448

+ 2 179ECT2L_uc011edq.1_5'UTRNM_001077706 NP_001071174 Q008S8 ECT2L_HUMAN 0GCTCTTTCAGGAAAGAGTGGC0.378

+ 2 326RAC1_uc003spw.2_Missense_Mutation_p.P29SNM_006908 NP_008839 P63000 RAC1_HUMAN 2CAATGCATTTCCTGGAGAATA0.353

+ 13 2655AUTS2_uc003tvx.3_Missense_Mutation_p.P614S|AUTS2_uc011keg.1_Missense_Mutation_p.P90SNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3GTTGACAGATCCTTTCAGACC0.368

- 16 1792TYW1B_uc011keh.1_Missense_Mutation_p.R383G|TYW1B_uc011kei.1_Missense_Mutation_p.R171GNM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0GAACTTTCTCTGCAGTAGGTA0.418

- 7 834POM121_uc010lam.1_3'UTR|NSUN5P2_uc003twl.2_RNA|NSUN5P2_uc003twm.2_Missense_Mutation_p.R41H|NSUN5P2_uc003two.2_Missense_Mutation_p.R41H|NSUN5P2_uc003twq.2_Missense_Mutation_p.R41H|NSUN5P2_uc010lan.1_5'UTR|NSUN5P2_uc003twp.2_Missense_Mutation_p.R41HNM_032158 NP_115534 0GGGAGCCTGGCGGGGGTCCAG0.622

+ 2 471RFC2_uc011kfa.1_Intron|WBSCR28_uc003tzl.2_Missense_Mutation_p.L44FNM_182504 NP_872310 Q6UE05 WBS28_HUMANHelical; (Potential). 1CCTTGCTCTTGGTGGTAGTGA0.602

- 21 1767PION_uc003ugd.2_5'Flank|PION_uc003ugg.1_3'UTRNM_017439 NP_059135 A4D1B5 GSAP_HUMAN 1CGCAGACCTTCTTTTTCCTGT0.368

- 17 2519 NM_012431 NP_036563 O15041 SEM3E_HUMAN 3TCCTCATCGTCCTTGTTAAAC0.483

+ 16 1797CROT_uc003uiu.2_Missense_Mutation_p.G546CNM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3AAAAGAGGAAGGTCTTCCTGT0.373

- 2 323HEPACAM2_uc003uml.2_Missense_Mutation_p.M88I|HEPACAM2_uc010lff.2_Missense_Mutation_p.M88I|HEPACAM2_uc011khy.1_Missense_Mutation_p.M123INM_001039372 NP_001034461 A8MVW5 HECA2_HUMANExtracellular (Potential). 5TGGGTGGCATCATGGTGAACT0.453

+ 15 3450ZAN_uc003uwk.2_Nonsense_Mutation_p.C1095*|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMANExtracellular (Potential). 11CCTGCAATTGCTTCTACAACA0.572

- 17 2143LAMB4_uc003vey.2_Missense_Mutation_p.D687NNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin IV type B. 8AAATAGACATCTATGGAATAT0.408

+ 14 1921CFTR_uc011knq.1_Missense_Mutation_p.N3YNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential).|ABC transporter 1. 5ACTGATGGCTAACAAAACTAG0.269

- 10 1125SLC13A1_uc010lks.2_Missense_Mutation_p.G243ENM_022444 NP_071889 Q9BZW2 S13A1_HUMANHelical; (Potential). 2AGGAACAAATCCGGGGTCTCG0.428

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

+ 4 426_427 NM_002652 NP_002643 P12273 PIP_HUMAN 1CTGCTGTAATCCCCATCAAAAA0.436

- 14 2431 NM_005232 NP_005223 P21709 EPHA1_HUMANProtein kinase.|Cytoplasmic (Potential). 5ACCTGGGTTTCGTATGTGCCA0.483

+ 19 2756SSPO_uc010lpl.1_Missense_Mutation_p.S254LNM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFC 1. 0CACTGCCCTTCACAGGGGCAT0.612

- 14 2410CSMD1_uc011kwj.1_Missense_Mutation_p.E66KNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 4. 25GACTGAAATTCCAAGCGAACT0.468

+ 2 392_393 NM_000015 NP_000006 P11245 ARY2_HUMAN 2ATTTTTACATCCCTCCAGTTAA0.5

+ 5 904SH2D4A_uc011kym.1_Missense_Mutation_p.R145C|SH2D4A_uc003wzc.2_Missense_Mutation_p.R190CNM_022071 NP_071354 Q9H788 SH24A_HUMAN 0TTCAATCAATCGTATGAAGGC0.398

- 2 598 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3ATGGAGAAGTCGTCATCGCAC0.637 rs144452398

- 6 1453SCARA5_uc010luz.2_Missense_Mutation_p.R113K|SCARA5_uc003xgk.2_Missense_Mutation_p.R295K|SCARA5_uc003xgl.2_Missense_Mutation_p.R338KNM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMANCollagen-like.|Extracellular (Potential). 2TGGGGTACCTCTCTCCCCGGG0.582

- 3 7628 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 TTTAATAGATGAATTTACTAT0.353

- 19 2155ADAM2_uc003xnk.2_Missense_Mutation_p.P675S|ADAM2_uc011lck.1_Missense_Mutation_p.P631S|ADAM2_uc003xnl.2_Missense_Mutation_p.P538SNM_001464 NP_001455 Q99965 ADAM2_HUMANHelical; (Potential). 2ATAAAGAAAGGAATGAATAAG0.318



- 5 629CHRNA6_uc011lcw.1_Missense_Mutation_p.V180MNM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0TTCATATCCACTTTTGATCCA0.353

+ 2 346CLVS1_uc003xug.2_Missense_Mutation_p.P8S|CLVS1_uc003xui.2_Intron|CLVS1_uc010lyp.2_Missense_Mutation_p.P8SNM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN 5CTCTCTTCTTCCAAAATATCA0.478

+ 5 1166CLVS1_uc003xui.2_RNA|CLVS1_uc010lyp.2_IntronNM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN 5TATGACATGGGAACTTGGGCC0.448

- 15 1990uc011lff.1_Intron|uc003xyy.2_IntronNM_007332 NP_015628 O75762 TRPA1_HUMANANK 15.|Cytoplasmic (Potential). 6GACATTCATCCCATCTGTAAA0.338

- 1 5171 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 30. 2TCGCTGGGGTCCGCCAGGATG0.667

- 27 3608PTPRD_uc003zkp.2_Intron|PTPRD_uc003zkq.2_Intron|PTPRD_uc003zkr.2_Intron|PTPRD_uc003zks.2_Intron|PTPRD_uc003zkl.2_Missense_Mutation_p.L957H|PTPRD_uc003zkm.2_Missense_Mutation_p.L953H|PTPRD_uc003zkn.2_Intron|PTPRD_uc003zko.2_IntronNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 7.|Extracellular (Potential). 22CTCCATCGGGAGAAGGGGGAT0.468

- 9 2295FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 3. 5TTCATGATCTCCCCAGCCTGT0.483

- 1 2210 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26CATTAAGGGTCCATTTTCCTC0.433

+ 8 660RECK_uc010mld.2_Missense_Mutation_p.P192S|RECK_uc003zyu.3_Missense_Mutation_p.P192S|RECK_uc003zyw.2_Missense_Mutation_p.P64S|RECK_uc003zyx.2_RNANM_021111 NP_066934 O95980 RECK_HUMAN5 X Knot repeats.|Knot 3. 3CTCTATTAGTCCACAATTAAT0.373

- 4 1058UBQLN1_uc004amw.2_Missense_Mutation_p.G162SNM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0GTATTCAAACCCAAGCTACTC0.403

+ 2 247INVS_uc010mta.1_5'UTR|INVS_uc011lve.1_5'UTR|INVS_uc004bao.1_Missense_Mutation_p.S12L|INVS_uc004baq.1_5'UTR|INVS_uc004bar.1_5'UTR|INVS_uc010mtb.1_5'UTRNM_014425 NP_055240 Q9Y283 INVS_HUMAN 2TTTGCTGGTTCATCATTAGCA0.453

- 12 1713 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17GTGCTTGGCCAAAAACGCCAC0.517

+ 1 32FCN2_uc004cfh.1_Missense_Mutation_p.G8RNM_004108 NP_004099 Q15485 FCN2_HUMAN 1CAGAGCTGTGGGGGTCCTGGG0.607

+ 6 995 NM_000718 NP_000709 Q00975 CAC1B_HUMANI.|Extracellular (Potential). 6CACTGAGTGCCGGGAGTACTG0.592

- 1 926 NM_001135995 NP_001129467 Q9H3M9 ATX3L_HUMAN Josephin. 6TTGTTGTAATCGAGCCAAGAA0.393

- 8 1215ACE2_uc004cxb.2_Nonsense_Mutation_p.W349*NM_021804 NP_068576 Q9BYF1 ACE2_HUMANExtracellular (Potential). 3TCCCCAGGTCCCAAGCTGTGG0.463

+ 4 624CXorf22_uc010ngv.2_RNANM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3CCTCATTTTTCCAACTAGTGG0.398

+ 14 2421CXorf22_uc010ngv.2_RNANM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3GTTAGATACTGATTTAGAAGA0.343

- 17 2140 NM_032591 NP_115980 Q96T83 SL9A7_HUMAN 2GCCCCGGCTCGAAACCTTCTG0.632

- 11 1232OPHN1_uc011mpg.1_Missense_Mutation_p.P313LNM_002547 NP_002538 O60890 OPHN1_HUMAN PH. 2TAAGTCCAAGGGCCCCTGATA0.423

- 12 1624TRMT2B_uc004egp.2_RNA|TRMT2B_uc004egr.2_Missense_Mutation_p.A442V|TRMT2B_uc004egs.2_Missense_Mutation_p.A442V|TRMT2B_uc004egt.2_Missense_Mutation_p.A442V|TRMT2B_uc004egu.2_Missense_Mutation_p.A323V|TRMT2B_uc004egv.2_Missense_Mutation_p.A397VNM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1CGTGTGGATGGCCCTGAAGTT0.363

+ 6 1793HTR2C_uc010nqc.1_Nonsense_Mutation_p.W355*|HTR2C_uc004epv.1_3'UTRNM_000868 NP_000859 P28335 5HT2C_HUMANHelical; Name=7; (By similarity). 3TGTTTGTTTGGATTGGCTATG0.383

+ 5 680MST4_uc004ewl.1_Missense_Mutation_p.E50K|MST4_uc011mux.1_Missense_Mutation_p.E149K|MST4_uc010nrj.1_Missense_Mutation_p.E127K|MST4_uc004ewm.1_Missense_Mutation_p.E127KNM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9CATGCTAAAGGAAATTTTAAA0.358

- 3 521 NM_016249 NP_057333 Q9UBF1 MAGC2_HUMAN Ser-rich. 2CAGAGAAGAGGATGTGGAGAA0.468

- 10 1481 NM_000808 NP_000799 P34903 GBRA3_HUMANCytoplasmic (Probable). 1GGAGATGGTGGAAAATTCAGT0.547

+ 27 4795 NM_198576 NP_940978 O00468 AGRIN_HUMAN 3CCTCCATCCAGGACCAACCTG0.726

+ 1 338 NM_080431 NP_536356 Q8TDY3 ACTT2_HUMAN 0CCTGAAATTCCAGGCTCCCTC0.597

+ 9 2380 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9GGAGACCAACGGGGTAATCCG0.677

- 10 1717RERE_uc001apf.2_Missense_Mutation_p.P303S|RERE_uc010nzx.1_Missense_Mutation_p.P35S|RERE_uc001aph.1_Missense_Mutation_p.P303SNM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. 2TCTGGAGAAGGAAATGGTTGC0.443

+ 1 136 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3GGAGCTCTTTCCCCCACTGTT0.627

- 4 1316 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0TGCGGGGCAGGATACAGCTCC0.498

+ 4 1056 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN LRR 1. 0AAAGGAGCTGGACCTGAGGGG0.582

- 3 1200 NM_001099850 NP_001093320 Q5VWM3 PRA18_HUMAN 0TCATTGCCGTGAAAGCAGAAA0.567

- 16 1792TMCO4_uc001bcm.2_Missense_Mutation_p.A348V|TMCO4_uc001bco.1_Missense_Mutation_p.A517V|TMCO4_uc001bcp.1_Missense_Mutation_p.A477VNM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0GATGCCCACGGCCTTCAGGAT0.677

- 12 2780KIF17_uc001bdp.3_Missense_Mutation_p.E166K|KIF17_uc001bdq.3_Missense_Mutation_p.E166K|KIF17_uc009vpx.2_Missense_Mutation_p.E258K|KIF17_uc001bds.3_Missense_Mutation_p.E888KNM_020816 NP_065867 Q9P2E2 KIF17_HUMAN p.E888K(1) 4CCGTTATCTTCGTCCCAGCAG0.577 rs141985868

- 22 3629EIF4G3_uc010odi.1_Missense_Mutation_p.T729P|EIF4G3_uc010odj.1_Missense_Mutation_p.T1124P|EIF4G3_uc009vpz.2_Missense_Mutation_p.T845P|EIF4G3_uc001bed.2_Missense_Mutation_p.T1125P|EIF4G3_uc001bef.2_Missense_Mutation_p.T1161P|EIF4G3_uc001bee.2_Missense_Mutation_p.T1131PNM_003760 NP_003751 O43432 IF4G3_HUMAN 1CTAGTTAAGGTCCTTCGGGAA0.502

+ 2 326TMEM57_uc009vru.2_Missense_Mutation_p.L42F|TMEM57_uc009vrv.2_Intron|TMEM57_uc009vrt.2_RNANM_018202 NP_060672 Q8N5G2 MACOI_HUMANHelical; (Potential). 0GGCACTTGTCCTCCTAGCAGA0.368

- 2 180 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN Pro-rich. 2GGTGGTTTATCATATGTCTCC0.637

- 21 3380BAI2_uc001btm.2_5'Flank|BAI2_uc001btp.1_5'UTR|BAI2_uc010ogn.1_Missense_Mutation_p.S12F|BAI2_uc010ogo.1_Missense_Mutation_p.S651F|BAI2_uc010ogp.1_Missense_Mutation_p.S942F|BAI2_uc010ogq.1_Missense_Mutation_p.S1009F|BAI2_uc001bto.2_Missense_Mutation_p.S1009FNM_001703 NP_001694 O60241 BAI2_HUMANHelical; Name=3; (Potential). 13GCAAAAGGAGGAGAGAAAGAA0.647

- 31 1902COL9A2_uc001cfi.1_Missense_Mutation_p.R430QNM_001852 NP_001843 Q14055 CO9A2_HUMANTriple-helical region 2 (COL2). 2GGGGTGCCCCCGTCCCACTTC0.512

+ 11 1631TIE1_uc010okd.1_Missense_Mutation_p.R518C|TIE1_uc010oke.1_Missense_Mutation_p.R473C|TIE1_uc009vwq.2_Missense_Mutation_p.R474C|TIE1_uc010okf.1_Missense_Mutation_p.R163C|TIE1_uc010okg.1_Missense_Mutation_p.R163CNM_005424 NP_005415 P35590 TIE1_HUMANExtracellular (Potential).|Fibronectin type-III 1. 7ATACAGTGTTCGTGTGCAGCT0.602

- 14 1748PTCH2_uc010olg.1_Missense_Mutation_p.I277NNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANCytoplasmic (Potential). 18CTGGGGCAGGATCTGAATCAC0.592

+ 2 291 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6CTTTCGTCATCCTCATATTAT0.254

- 3 1307C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.P301SNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TGAGTCTTGGGAACAGCAGCT0.607

+ 4 574 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3ACCAATTCCAGGATCACAGAA0.498

+ 6 922 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3TTTATTGGTGGGTGTAGGTGT0.408

+ 10 1660 NM_000562 NP_000553 P07357 CO8A_HUMAN EGF-like. 3GGTGCCCATCCTCGAGGGCAC0.617



- 5 638C8B_uc010oon.1_Missense_Mutation_p.L129F|C8B_uc010ooo.1_Missense_Mutation_p.L139FNM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4CTGTGATCAAGAACTGGGCCC0.458

+ 2 775_776NFIA_uc001czy.2_Nonsense_Mutation_p.K90*|NFIA_uc010oos.1_Nonsense_Mutation_p.K143*|NFIA_uc001czv.2_Nonsense_Mutation_p.K98*NM_001134673 NP_001128145 Q12857 NFIA_HUMAN CTF/NF-I. 2CAGTTACAGGGAAAAAACCTCC0.48

+ 6 983DOCK7_uc001dan.2_Intron|DOCK7_uc001dao.2_Intron|DOCK7_uc001dap.2_Intron|DOCK7_uc001daq.2_Intron|DOCK7_uc009wah.1_IntronNM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANFibrinogen C-terminal. 0TTCTTTTCAGGAGAATTTTGG0.318

- 4 554_555JAK1_uc009wam.1_Missense_Mutation_p.S90F|JAK1_uc001dbv.2_5'FlankNM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61GGAGCCGGAGGGACATCTTGTC0.554 rs67657858

- 6 677C1orf173_uc001dgi.3_5'FlankNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN 5AGCAGTATATGGTCGAGGGGC0.403

- 15 2127 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMANHelical; Name=5; (Potential).|Cytochrome b561. 1CATGAATCAGGAAGATTCAGT0.448

+ 3 669AGL_uc001dsj.1_Missense_Mutation_p.S90L|AGL_uc001dsk.1_Missense_Mutation_p.S90L|AGL_uc001dsl.1_Missense_Mutation_p.S90L|AGL_uc001dsm.1_Missense_Mutation_p.S74L|AGL_uc001dsn.1_Missense_Mutation_p.S73LNM_000642 NP_000633 P35573 GDE_HUMAN4-alpha-glucanotransferase. 3CAATCTGGTTCATTTCAGTAT0.308

+ 5 357GSTM5_uc010ovu.1_Missense_Mutation_p.R55CNM_000851 NP_000842 P46439 GSTM5_HUMANGST C-terminal. 6GGAGAAGATTCGTGTGGACAT0.542

- 7 763OVGP1_uc001eaz.2_Missense_Mutation_p.P198L|OVGP1_uc010owb.1_IntronNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CGAAGATTTGGGGTCTTCAGG0.483

- 2 332WDR77_uc010owd.1_RNA|WDR77_uc010owe.1_Missense_Mutation_p.S98F|ATP5F1_uc009wgf.1_5'Flank|ATP5F1_uc001ebc.2_5'Flank|ATP5F1_uc001ebd.3_5'FlankNM_024102 NP_077007 Q9BQA1 MEP50_HUMAN WD 1. 0ACCTGAATCGGAGGCCACTAG0.582

- 2 995 RSBN1_uc001edr.2_RNANM_018364 NP_060834 Q5VWQ0 RSBN1_HUMAN 1ACCCAAATTTAATCGGCACAG0.393

- 4 586VTCN1_uc001ehc.2_Nonsense_Mutation_p.R77*|VTCN1_uc009whf.1_Nonsense_Mutation_p.R56*NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMANExtracellular (Potential).|Ig-like V-type 2. 0GGGAACCATCGGGGAGCCTCA0.552

- 26 3783 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6GATTCTTGTCCAATGAAAGTC0.448

- 2 261WARS2_uc010oxf.1_5'UTR|WARS2_uc001ehm.2_Missense_Mutation_p.S78F|WARS2_uc010oxg.1_Intron|WARS2_uc010oxh.1_Missense_Mutation_p.S78F|WARS2_uc010oxi.1_5'UTRNM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0GACAGTAATGGAGTGGAGGTC0.502

+ 11 1337NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.P290S|ITGA10_uc009wiw.2_Missense_Mutation_p.P278S|ITGA10_uc010oyw.1_Missense_Mutation_p.P366SNM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential).|FG-GAP 4. 8AGACGAGTTCCCCCCTGCATT0.592

+ 10 1187NBPF10_uc001emp.3_Intron|ANKRD35_uc010oyx.1_Missense_Mutation_p.S203FNM_144698 NP_653299 Q8N283 ANR35_HUMAN 5AAGCAAGGCTCTAGTCTCCGG0.592

+ 7 948ECM1_uc010pce.1_3'UTR|ECM1_uc010pcf.1_3'UTR|ECM1_uc001eut.2_Intron|ECM1_uc001euu.2_Missense_Mutation_p.S279L|ECM1_uc001euv.2_Missense_Mutation_p.S277L|ECM1_uc009wlu.2_Missense_Mutation_p.S10LNM_004425 NP_004416 Q16610 ECM1_HUMAN2 X approximate repeats.|1. 3GCCGAGTTCTCGGTCAAGACC0.632

- 3 1598 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3GCACTAGATCCTTGTCGTTCA0.562

- 3 428 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 1 3TTGTTCTCCTCTTTTTCAGTT0.418

- 3 6625 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CCTGATTGTTCCTTGTCATAT0.547

- 3 682 uc001ezv.2_Intron NM_002016 NP_002007 P20930 FILA_HUMAN Potential. 16TTTTCATAATCATATACTCCT0.353

- 3 726 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TGGGCTCTGTCCTGTTCCCTG0.582

+ 2 348 NM_178353 NP_848130 Q5T753 LCE1E_HUMAN Cys-rich. 0CTGCAGCCAGCCCTCAGGGGG0.657

- 9 1699RAG1AP1_uc010pey.1_Intron|FAM189B_uc009wql.2_Missense_Mutation_p.R167C|FAM189B_uc001fjn.2_Missense_Mutation_p.R269C|FAM189B_uc001fjo.2_Missense_Mutation_p.R347C|FAM189B_uc001fjp.2_IntronNM_006589 NP_006580 P81408 F189B_HUMAN 2TGGATGGAGCGAAAGAGAACG0.701

+ 1 308 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANHelical; Name=3; (Potential). 1CAAATGTTTTCCTTCCTCTTC0.498

- 8 1197 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 4. 8TGAAGGATGGGAAAGTGTCAG0.478

- 1 85 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANHelical; Name=1; (Potential). 2AAGACAACAAAGAAGACAAGT0.448

- 2 388 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2CTCACCCGCGGGGCACCGGCC0.632

- 6 2161 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5CTCCTCACCTGAGCCAGTTGG0.627

- 13 2279 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6GGTTCTAAACGATCATGCATT0.403

- 7 1088C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANExtracellular (Potential).|Sushi 3. 5GAGCCATTCTGAGGCTGGCGG0.512

+ 14 5246PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16AGGACATCCTCCCGCATTGGT0.517

- 23 3997ASTN1_uc001glb.1_IntronNM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCAGTCAAGTCCGTAGGGTTT0.567

+ 38 5309CACNA1E_uc009wxs.2_Missense_Mutation_p.L1603P|CACNA1E_uc001gox.1_Missense_Mutation_p.L941P|CACNA1E_uc009wxt.2_Missense_Mutation_p.L941PNM_000721 NP_000712 Q15878 CAC1E_HUMANIV.|Helical; Name=S6 of repeat IV. 6CTTCAGATGCTCAACCTGTTT0.547

+ 45 7370 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23CTTAAGTGTCCATGGTAAGTA0.408

+ 7 1183PRG4_uc001grt.3_Missense_Mutation_p.P337T|PRG4_uc009wyl.2_Missense_Mutation_p.P285T|PRG4_uc009wym.2_Missense_Mutation_p.P244T|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|4; approximate.1ACCCACCACCCCCAAGGAGCC0.637

+ 5 617 NM_001039152 NP_001034241 Q2M5E4 RGS21_HUMAN 2CATAAAAAATGGCTCCCTTTT0.333

+ 9 3670CRB1_uc010poz.1_Missense_Mutation_p.D1155N|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.D1067N|CRB1_uc010ppb.1_Intron|CRB1_uc010ppd.1_Missense_Mutation_p.D660N|CRB1_uc001gub.1_Missense_Mutation_p.D828NNM_201253 NP_957705 P82279 CRUM1_HUMANEGF-like 16; calcium-binding (Potential).|Extracellular (Potential).9ACTCAACATCGATGAATGCTT0.483

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

+ 4 241SNRPE_uc010pqn.1_RNANM_003094 NP_003085 P62304 RUXE_HUMAN 0AGAAGAGATTCATTCTAAAAC0.313

+ 6 727 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 3. 3TGTAAGCCTCCTCCAGACATC0.448

+ 27 4537CR1_uc009xcl.1_Missense_Mutation_p.G1016E|CR1_uc001hfx.2_Missense_Mutation_p.G1916ENM_000573 NP_000564 P17927 CR1_HUMANExtracellular (Potential).|Sushi 23. 3CCCTTCAATGGAATGGTGCAT0.378

- 64 14398 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 32.|Extracellular (Potential). 26CTGTATAATTCGTAATACAAA0.418

+ 30 8209OBSCN_uc001hsn.2_Missense_Mutation_p.S2722F|OBSCN_uc001hsp.1_Missense_Mutation_p.S421F|OBSCN_uc001hsq.1_5'UTRNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 26. 28CACGTGGGCTCCGAGGAGACC0.692

+ 2 464SLC35F3_uc001hvy.1_Missense_Mutation_p.S148LNM_173508 NP_775779 Q8IY50 S35F3_HUMANHelical; (Potential). 2GTGTGCTCCTCGTGGGCGGGC0.637

+ 37 5303 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33TACATTGTCCCCATGACGGAG0.557

+ 1 668FMN2_uc010pye.1_Missense_Mutation_p.G148ENM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12GGGGGTCCTGGGCCTGCCGAG0.682



+ 5 3164FMN2_uc010pye.1_Missense_Mutation_p.P984LNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CCTCCACCCCCTCTACCCGGA0.711

+ 3 1175 NM_175911 NP_787107 Q8N349 OR2LD_HUMANHelical; Name=7; (Potential). 4CTACACCATCCTTACCCCCAT0.468

- 4 855TUBAL3_uc001ihz.2_Missense_Mutation_p.I232KNM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1GGGGAAATGTATTCTCGGATA0.512

+ 6 672ACBD7_uc010qby.1_Intron|OLAH_uc001int.2_Missense_Mutation_p.R193CNM_001039702 NP_001034791 Q9NV23 SAST_HUMAN 0GGCCTGGCATCGCATTCCCAA0.393

- 8 2105 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANCytoplasmic (Potential). 4GGAAGCGGCTTCCCACCCCCA0.572

- 27 2827ITGA8_uc010qcb.1_Missense_Mutation_p.E928KNM_003638 NP_003629 P53708 ITA8_HUMANExtracellular (Potential). 6ACTGCGCTTTCTCCTCCTTCG0.478

- 20 2044ITGA8_uc010qcb.1_Missense_Mutation_p.G667RNM_003638 NP_003629 P53708 ITA8_HUMANExtracellular (Potential). 6TCATATGCTCCTTCCCCTTCA0.363

- 16 2001NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_Intron|NEBL_uc001iql.1_RNANM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 15. 2CACTTGCATTCCTTTCCCTTT0.368

- 2 419 NM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2ACATAACAGGGATTTGAACAT0.353

- 1 344 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4GACGGCCGGGGGGGTGCATCG0.721

- 13 1342MPP7_uc009xkz.1_RNA|MPP7_uc001iub.1_Missense_Mutation_p.S313F|MPP7_uc009xla.2_Missense_Mutation_p.S313F|MPP7_uc010qdv.1_RNANM_173496 NP_775767 Q5T2T1 MPP7_HUMAN 1TTTCCTGTTGGAAACTTTCAG0.408

+ 31 2789 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AAAATAAGTGGAAAATTAGAA0.328

+ 8 1780ZNF37A_uc001izl.2_Missense_Mutation_p.H321Y|ZNF37A_uc001izm.2_Missense_Mutation_p.H321YNM_001007094 NP_001007095 P17032 ZN37A_HUMAN C2H2-type 4. 1TCAAAGAATTCATACAGGGGA0.418

+ 12 1711ALOX5_uc009xmt.2_Missense_Mutation_p.E506K|ALOX5_uc010qfg.1_Missense_Mutation_p.E538KNM_000698 NP_000689 P09917 LOX5_HUMAN Lipoxygenase. 2GCAGCTGTCGGAGTACCTGAC0.711

- 12 1524FRMPD2_uc001jgh.2_Missense_Mutation_p.L442F|FRMPD2_uc001jgj.2_Missense_Mutation_p.L451FNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1TGCAAGGCAAGGACCCCCAGC0.537

- 11 1535OGDHL_uc009xog.2_Missense_Mutation_p.D492N|OGDHL_uc010qgt.1_Missense_Mutation_p.D408N|OGDHL_uc010qgu.1_Missense_Mutation_p.D256N|OGDHL_uc009xoh.2_Missense_Mutation_p.D256NNM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1TCTGGGTCATCGGCATTCACA0.562

+ 2 309PARG_uc001jih.2_Intron|uc010qha.1_Intron|uc001jin.2_Intron|uc010qhb.1_Intron|uc010qhc.1_Intron|NCOA4_uc009xon.2_Missense_Mutation_p.R52W|NCOA4_uc010qhd.1_Missense_Mutation_p.R52W|NCOA4_uc010qhe.1_Intron|NCOA4_uc010qhf.1_Intron|NCOA4_uc001jit.2_Missense_Mutation_p.R36W|NCOA4_uc009xoo.2_Missense_Mutation_p.R36WNM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2TGGAGTTCTCCGGGCTGAACA0.493

- 11 1515PCDH15_uc010qhq.1_Missense_Mutation_p.P379S|PCDH15_uc010qhr.1_Missense_Mutation_p.P374S|PCDH15_uc010qhs.1_Missense_Mutation_p.P379S|PCDH15_uc010qht.1_Missense_Mutation_p.P374S|PCDH15_uc010qhu.1_Missense_Mutation_p.P374S|PCDH15_uc001jjv.1_Missense_Mutation_p.P352S|PCDH15_uc010qhv.1_Missense_Mutation_p.P374S|PCDH15_uc010qhw.1_Missense_Mutation_p.P337S|PCDH15_uc010qhx.1_Missense_Mutation_p.P374S|PCDH15_uc010qhy.1_Missense_Mutation_p.P379S|PCDH15_uc010qhz.1_Missense_Mutation_p.P374S|PCDH15_uc010qia.1_Missense_Mutation_p.P352S|PCDH15_uc010qib.1_Missense_Mutation_p.P352S|PCDH15_uc001jjw.2_Missense_Mutation_p.P374SNM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 3.|Extracellular (Potential). 13GCAGGAAGAGGATGACCATTG0.348

- 37 11398ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19CCAGGGCCTTCTTTCTTCATG0.418

- 14 2017CTNNA3_uc001jmw.2_Missense_Mutation_p.E632KNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8TCCTCCAGTTCCTCTGGGGTC0.299

+ 37 2599COL13A1_uc001jqj.1_Missense_Mutation_p.G661E|COL13A1_uc001jps.1_Missense_Mutation_p.G659E|COL13A1_uc001jpt.1_Missense_Mutation_p.G647E|COL13A1_uc001jpu.1_Missense_Mutation_p.G657E|COL13A1_uc001jpv.1_Missense_Mutation_p.G662E|COL13A1_uc001jpx.1_Missense_Mutation_p.G639E|COL13A1_uc001jpw.1_Missense_Mutation_p.G635E|COL13A1_uc001jpy.1_Missense_Mutation_p.G626E|COL13A1_uc001jpz.1_Missense_Mutation_p.G631E|COL13A1_uc001jqa.1_Missense_Mutation_p.G628E|COL13A1_uc001jqc.1_Missense_Mutation_p.G673E|COL13A1_uc001jqb.1_Intron|COL13A1_uc001jql.2_Missense_Mutation_p.G688E|COL13A1_uc001jqd.1_Missense_Mutation_p.G676E|COL13A1_uc001jqe.1_Missense_Mutation_p.G671E|COL13A1_uc001jqf.1_Missense_Mutation_p.G669E|COL13A1_uc001jqg.1_Missense_Mutation_p.G666E|COL13A1_uc001jqh.1_Missense_Mutation_p.G676E|COL13A1_uc001jqi.1_Missense_Mutation_p.G674E|COL13A1_uc010qjf.1_Missense_Mutation_p.G463ENM_005203 NP_005194 Q5TAT6 CODA1_HUMANExtracellular (Potential).|Triple-helical region 3 (COL3).1GGGCCTAAAGGGGATAAGGGA0.428

+ 2 468 OIT3_uc009xqs.1_RNA NM_152635 NP_689848 Q8WWZ8 OIT3_HUMAN 2TGGAACCCACGCACCTGTCTG0.567

- 4 370PLAU_uc001jwa.2_Silent_p.S29S|PLAU_uc010qkw.1_Silent_p.A12A|PLAU_uc010qkx.1_5'UTR|PLAU_uc001jwb.2_RNA|PLAU_uc001jwc.2_Silent_p.S29S|PLAU_uc009xrq.1_IntronNM_001001791 NP_001001791 Q5SWW7 CJ055_HUMAN 0TCTCTCCAGCGAACTGTGACT0.562

+ 6 492SFTPA1_uc001kaq.2_Splice_Site_p.A124_splice|SFTPA1_uc009xry.2_Splice_Site_p.A139_splice|SFTPA1_uc001kar.2_Splice_Site_p.A124_splice|SFTPA1_uc010qlt.1_Splice_Site_p.A65_splice|SFTPA1_uc009xrz.2_Splice_Site_p.A54_splice|SFTPA1_uc009xsa.2_Splice_Site_p.A124_splice|SFTPA1_uc009xsf.2_5'FlankNM_005411 NP_005402 Q8IWL2 SFTA1_HUMAN 0TCTGCTCTCAGCCCTCAGTCT0.557

+ 2 845LIPA_uc001kgb.3_Intron|LIPA_uc001kgc.3_Intron|IFIT1_uc009xtt.2_Missense_Mutation_p.E233K|IFIT1_uc001kgj.2_Missense_Mutation_p.E202KNM_001548 NP_001539 P09914 IFIT1_HUMAN TPR 5. 0TGAAGGACAGGAAGCTGAAGG0.453

+ 2 562CYP2C18_uc001kjw.3_Missense_Mutation_p.G79E|CYP2C19_uc009xus.1_5'Flank|CYP2C19_uc010qny.1_5'FlankNM_000772 NP_000763 P33260 CP2CI_HUMAN p.G79V(1) 5GTGTTGCATGGATATGAAGCA0.423

+ 9 6856TACC2_uc001lfw.2_Missense_Mutation_p.G312R|TACC2_uc009xzx.2_Missense_Mutation_p.G2121R|TACC2_uc010qtv.1_Missense_Mutation_p.G2170R|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Missense_Mutation_p.G244R|TACC2_uc001lga.2_Missense_Mutation_p.G244R|TACC2_uc009xzy.2_Missense_Mutation_p.G244R|TACC2_uc001lgb.2_Missense_Mutation_p.G201R|TACC2_uc010qtw.1_Missense_Mutation_p.G261RNM_206862 NP_996744 O95359 TACC2_HUMAN 10TGTCCCCAGTGGGGAGAATCT0.562

+ 2 766 NM_153442 NP_703143 Q8NDV2 GPR26_HUMANCytoplasmic (Potential). 1AGGCGACAGCGAGCCACCAAG0.572

- 9 1464 CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2CACCTCATTGCCGTGGGCCCC0.597

+ 13 1962C10orf137_uc001lin.2_Missense_Mutation_p.P523S|C10orf137_uc001lio.1_Missense_Mutation_p.P523S|C10orf137_uc001lip.1_Missense_Mutation_p.P261S|C10orf137_uc001lir.2_Missense_Mutation_p.P51SNM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10CAGCTCTGATCCATCAGATGA0.373

- 12 1578ADAM12_uc010qul.1_Missense_Mutation_p.P340S|ADAM12_uc001ljm.2_Missense_Mutation_p.P389S|ADAM12_uc001ljn.2_Missense_Mutation_p.P386S|ADAM12_uc001ljl.3_Missense_Mutation_p.P386SNM_003474 NP_003465 O43184 ADA12_HUMANExtracellular (Potential).|Peptidase M12B. 9AACACCATGGGAAATGGGTAC0.547

- 3 969C10orf90_uc001ljp.2_Missense_Mutation_p.P236R|C10orf90_uc010qum.1_Missense_Mutation_p.P380R|C10orf90_uc009yao.2_Missense_Mutation_p.P380R|C10orf90_uc001ljs.1_Missense_Mutation_p.P236RNM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2GTGCATTTTGGGGCTGGCAAT0.498

- 1 748 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANHelical; Name=6; (Potential). 3TAGAAGGCAAGGATTACACAC0.453

- 1 643TRIM5_uc001mbq.1_IntronNM_001005168 NP_001005168 Q6IFG1 O52E8_HUMANHelical; Name=5; (Potential). 2AGGATAACATCCAGTAACAAG0.478

- 1 380 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMANExtracellular (Potential). 2TACCCAATCTCGTGGGCATGA0.537

+ 4 820CNGA4_uc010raa.1_Intron|CNGA4_uc001mcn.2_Missense_Mutation_p.P198LNM_001037329 NP_001032406 Q8IV77 CNGA4_HUMANExtracellular (Potential). 1ACACCGCCGCCAGCCAGGGAA0.582

- 2 735 NM_003737 NP_003728 Q96JQ0 PCD16_HUMANCadherin 1.|Extracellular (Potential). 5CGCTGCTCACGGTCCAAGACA0.597

+ 1 697_698 NM_001004489 NP_001004489 Q9H205 O2AG1_HUMANCytoplasmic (Potential). 1ATCAAATGAGGGGAGGAAGAAA0.49

+ 6 1275ZNF215_uc010raw.1_3'UTR|ZNF215_uc010rax.1_Intron|ZNF215_uc001mez.1_Missense_Mutation_p.K229NNM_013250 NP_037382 Q9UL58 ZN215_HUMAN KRAB. 0TAATGGAGAAAGAAATACCAA0.358

+ 4 1110 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8CAGTTTCGATGAACTGAACTT0.453

+ 4 1327 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8GAGGATGCAAGAGAGGAGTAT0.388

+ 11 3457 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8AAGTGTAAACTACAAGTTCTA0.398

- 3 1348ST5_uc009yfr.2_Intron|ST5_uc001mgu.2_Intron|ST5_uc001mgv.2_Missense_Mutation_p.P388S|ST5_uc010rbq.1_Intron|ST5_uc001mgw.1_Missense_Mutation_p.P388SNM_213618 NP_998783 P78524 ST5_HUMAN Pro-rich. 1TTGGGTTTGGGGACAGGGTTC0.587

- 18 3002IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMANFibronectin type-III 2. 7GCCCTCATCTCAAGGATGTAG0.562

+ 3 532GAS2_uc001mqm.2_Missense_Mutation_p.E76K|GAS2_uc001mqn.2_RNA|GAS2_uc001mqo.2_Missense_Mutation_p.E76KNM_001143830 NP_001137302 O43903 GAS2_HUMAN CH. 2AACTATGCAGGAGAAATTCAA0.388

- 9 791TCP11L1_uc001muf.1_IntronNM_001326 NP_001317 Q12996 CSTF3_HUMAN 0TCTCTACTCCGATCTTCAATC0.239

- 2 807C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5ATAGAGACATGAAAAGATAGC0.423



- 9 1472_1473PHF21A_uc001ncb.3_Missense_Mutation_p.P284L|PHF21A_uc009ykx.2_Missense_Mutation_p.P284L|PHF21A_uc001nce.2_Missense_Mutation_p.P284L|PHF21A_uc001nca.1_Missense_Mutation_p.P19LNM_001101802 NP_001095272 Q96BD5 PF21A_HUMAN 2CGACACGGACGGGGTGGATGGA0.584

+ 3 485PTPRJ_uc001ngo.3_Missense_Mutation_p.P44SNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8TAGTCCAATTCCTGACCCTTC0.418

+ 1 227 NM_001005512 NP_001005512 Q6IF82 O4A47_HUMANHelical; Name=2; (Potential). 2TCATCCATTTCCCCCAGATTG0.423

+ 2 402 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN B box-type. 0GAGCTCTGAGGAGCAAATGTG0.483

+ 3 224OR4C6_uc010rik.1_5'FlankNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN 2TGCTTATTTAGGATTCTCAAC0.368

+ 1 221 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANHelical; Name=2; (Potential). 1TTCTGCTACTCCTCAATAATT0.463

+ 1 932 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMANCytoplasmic (Potential). 5ATTGGATATTCAAATGAATGG0.284

+ 1 740 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANHelical; Name=6; (Potential). 2CATCTCTTGGGAGTCACCATC0.353

+ 1 692 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMANCytoplasmic (Potential). 2ATATGTTCATCAGAAGGAAGG0.343

- 1 465 APLNR_uc001njn.3_RNANM_005161 NP_005152 P35414 APJ_HUMANExtracellular (Potential). 6TTGTCAAAATCACCACCTTCC0.562

- 7 1048 NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2TTGATTGGGGGATCCAGGCTG0.458

+ 5 925FAM111A_uc010rkq.1_Missense_Mutation_p.S233F|FAM111A_uc010rkr.1_Missense_Mutation_p.S233F|FAM111A_uc001nno.2_Missense_Mutation_p.S233F|FAM111A_uc001nnp.2_Missense_Mutation_p.S233F|FAM111A_uc001nnq.2_Missense_Mutation_p.S233FNM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3AGATTTCTTTCCTTTCTGGAG0.408

+ 1 326 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANHelical; Name=3; (Potential). 2CTCCTTGGTGGGGCAGACATT0.468

+ 1 694 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMANCytoplasmic (Potential). 0CACTGGGGAAGGCAGGAGGAA0.502

+ 6 677MS4A2_uc009ymu.2_3'UTRNM_000139 NP_000130 Q01362 FCERB_HUMANHelical; (Potential). 1ACCATTCTGGGACTTGGTAGT0.403

+ 3 432DDB1_uc010rlf.1_Intron|DAK_uc009ynm.1_5'UTRNM_015533 NP_056348 Q3LXA3 DHAK_HUMANDhaK.|Dihydroxyacetone binding (By similarity). 0GGGCTCTGGCCATGAGCCTGC0.637

- 4 655 MTA2_uc010rlx.1_5'UTRNM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2TCAAATTGCCGAGAAAGAAAA0.522

- 7 1209SLC22A10_uc010rmo.1_Intron|SLC22A25_uc009yoq.1_RNA|SLC22A25_uc001nws.1_RNA|SLC22A25_uc001nwt.1_3'UTRNM_199352 NP_955384 Q6T423 S22AP_HUMANCytoplasmic (Potential). 4GTCGACGGCTCATGTGATTCA0.502

+ 1 213SLC22A10_uc010rmo.1_Intron|SLC22A10_uc001nwu.3_Intron|SLC22A10_uc010rmp.1_5'FlankNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANCytoplasmic (Potential). 2CAATCAATGGCCTTTGAGGAG0.398

+ 9 1712SLC22A10_uc010rmo.1_Intron|SLC22A10_uc001nwu.3_RNA|SLC22A10_uc010rmp.1_3'UTRNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANHelical; (Potential). 2GATCATTTATGGAATCTTCCC0.443

+ 1 1087SLC22A12_uc009ypr.1_Missense_Mutation_p.E114K|SLC22A12_uc001oal.1_5'UTR|SLC22A12_uc009yps.1_Missense_Mutation_p.E114K|SLC22A12_uc001oan.1_Missense_Mutation_p.E114K|SLC22A12_uc009ypt.2_5'FlankNM_144585 NP_653186 Q96S37 S22AC_HUMAN 1GGCCGACACGGAGCCGTGTGT0.667

- 7 754 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4GGGCCGTAGTGGCCCTTGCCC0.592

+ 10 1382TM7SF2_uc010rny.1_Missense_Mutation_p.R296H|TM7SF2_uc001ocu.2_Missense_Mutation_p.R385H|TM7SF2_uc001ocv.2_Missense_Mutation_p.R433H|uc009yqb.1_5'FlankNM_003273 NP_003264 O76062 ERG24_HUMAN 1GTGCCTTACCGCATCATGCCC0.652

- 7 753CABP2_uc001omd.1_Missense_Mutation_p.M160I|CABP2_uc001ome.1_Missense_Mutation_p.M223INM_016366 NP_057450 Q9NPB3 CABP2_HUMAN EF-hand 4. 1ACCGAGACATCATTCGCACAA0.572

+ 16 2306PPFIA1_uc001opn.1_Missense_Mutation_p.R703Q|PPFIA1_uc001opp.2_RNA|PPFIA1_uc001opq.1_RNANM_003626 NP_003617 Q13136 LIPA1_HUMAN 3TCCACCCCACGAAGGATCCCT0.602

- 32 6434ODZ4_uc001ozk.3_Missense_Mutation_p.D216N|ODZ4_uc009yvb.1_Missense_Mutation_p.D575NNM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential).|YD 8. 4TCAGTGAAGTCCTGTATGACT0.557

- 8 1079PICALM_uc001pbl.2_Missense_Mutation_p.P265S|PICALM_uc001pbn.2_Missense_Mutation_p.P265S|PICALM_uc010rtl.1_Missense_Mutation_p.P214S|PICALM_uc001pbo.1_5'UTRNM_007166 NP_009097 Q13492 PICAL_HUMAN 2GAAAGGTCTGGTATATCACCT0.279

+ 2 975 NM_005959 NP_005950 P49286 MTR1B_HUMANHelical; Name=7; (Potential). 2GGGCTATTTGTCACTAGCTAC0.512

+ 9 1662 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 3.|Extracellular (Potential). 3ATATCCTCAGGATTTGTGAAA0.473

- 9 2662TRPC6_uc009ywy.2_Missense_Mutation_p.R630K|TRPC6_uc009ywz.1_Missense_Mutation_p.R691KNM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4GAGTTTGGCCCTTGCAAATTT0.428

+ 2 325HTR3A_uc010rxa.1_Missense_Mutation_p.R31K|HTR3A_uc009yyx.2_RNA|HTR3A_uc010rxc.1_Missense_Mutation_p.R10KNM_213621 NP_998786 P46098 5HT3A_HUMANExtracellular (Potential). 0CCAGCCAGGAGGAGCCGAAAC0.562

- 3 723 NM_000482 NP_000473 0ACTTTGAATTCGTCAGCGTAG0.622 rs145184607

+ 16 5318 NM_005422 NP_005413 O75443 TECTA_HUMAN 10TGTCCCAACCGAACTTGCGAG0.542

+ 5 530 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0CATAGCCAGAGAGGAGGCAAA0.403

- 7 836DCP1B_uc010sdy.1_Missense_Mutation_p.Q150HNM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN Poly-Gln. 1 gctgctgctgctgGTGGAGAG0.458

- 24 2994A2M_uc001qvj.1_Missense_Mutation_p.N3Y|A2M_uc009zgk.1_Missense_Mutation_p.N811YNM_000014 NP_000005 P01023 A2MG_HUMAN 5TTTTGTGTGTTTTGCATGGCA0.393

- 31 4104PZP_uc009zgl.2_Missense_Mutation_p.D1145NNM_002864 NP_002855 5TTGTGTCCATCGCAAGTTTGG0.433

- 3 532 NM_006248 NP_006239 0CTTGTTGTCTCCTTGTGGGGG0.607

+ 25 3540PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.R1183C|PIK3C2G_uc010sic.1_Missense_Mutation_p.R961CNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21TAATAATCTTCGTCCACAAGA0.403

+ 29 4033PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.S1347F|PIK3C2G_uc010sic.1_Missense_Mutation_p.S1125FNM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21TTTTTCCTCTCTGAGGCTGTG0.289

- 14 1824PLCZ1_uc001rdv.3_Missense_Mutation_p.H441Y|PLCZ1_uc001rdw.3_Missense_Mutation_p.H286Y|PLCZ1_uc001rdu.1_Missense_Mutation_p.H327Y|PLCZ1_uc009zil.1_RNANM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN C2. 3TCTGGGACATGAATAATAAAT0.308

+ 1 813PLCZ1_uc001rdv.3_5'Flank|PLCZ1_uc001rdw.3_5'Flank|PLCZ1_uc010sid.1_5'FlankNM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2AGTTAACCAAGCTCAACTGGC0.408

- 25 3156ABCC9_uc001rfh.2_Missense_Mutation_p.G1046S|ABCC9_uc001rfj.1_Missense_Mutation_p.G1010SNM_005691 NP_005682 O60706 ABCC9_HUMANHelical; Name=13; (Potential).|ABC transmembrane type-1 2.6AGGAAAATGCCTGCTCCACAG0.413

- 23 2759 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMAN CUB 3. 10TCCATGTAATCCACCTAGGTT0.363

+ 2 297C12orf72_uc001rkl.2_Missense_Mutation_p.P30S|C12orf72_uc001rkm.2_Missense_Mutation_p.P30SNM_001135864 NP_001129336 Q8IXQ9 MET20_HUMAN 0TCTCTTGTTTCCCTGTGGCCA0.537

- 5 1331PKP2_uc001rlk.3_Missense_Mutation_p.V406I|PKP2_uc010skj.1_Missense_Mutation_p.V406INM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2TCATTCTGAACTTTTAGGAGC0.438

+ 13 1972C12orf40_uc009zjv.1_IntronNM_001031748 NP_001026918 Q86WS4 CL040_HUMAN 6GAGAGTGAATCTGTAATGGAG0.398



+ 4 517CACNB3_uc010slx.1_Missense_Mutation_p.G93R|CACNB3_uc010sly.1_Missense_Mutation_p.G93R|CACNB3_uc010slz.1_Missense_Mutation_p.G105R|CACNB3_uc001rsk.1_5'UTRNM_000725 NP_000716 P54284 CACB3_HUMAN SH3. 0CTGGTGGATCGGGCGGCTAGT0.627

- 2 656GALNT6_uc009zma.1_RNA|GALNT6_uc001ryl.1_Missense_Mutation_p.A144V|GALNT6_uc010snh.1_Missense_Mutation_p.A144VNM_007210 NP_009141 Q8NCL4 GALT6_HUMANLumenal (Potential). 2GCTGGCAAAGGCATTGAAACA0.567

- 7 1297 NM_005555 NP_005546 P04259 K2C6B_HUMAN Rod.|Coil 2. 2AGGGCCATCTCCCCACGCTGC0.562

+ 12 2574ESPL1_uc001scj.2_Missense_Mutation_p.C503Y|ESPL1_uc010soe.1_Missense_Mutation_p.C39YNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3ACCCTCGGCTGTCCCAGCTAT0.602

+ 16 3041ESPL1_uc001scj.2_Missense_Mutation_p.L659F|ESPL1_uc010soe.1_Missense_Mutation_p.L195FNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3ATGGCAGGTTCTTTCAGAGGT0.527

+ 1 49 NM_001005183 NP_001005183 A6NM76 O6C76_HUMANExtracellular (Potential). 0GGGTCTGACGGATAATCCGCA0.388

+ 8 1092ERBB3_uc009zoj.2_RNA|ERBB3_uc010sqb.1_Intron|ERBB3_uc010sqc.1_Missense_Mutation_p.S241F|ERBB3_uc001sji.2_5'UTRNM_001982 NP_001973 P21860 ERBB3_HUMANExtracellular (Potential). 8GATCAAACATCCTGTGTCAGG0.507

+ 25 3155ERBB3_uc009zoj.2_Intron|ERBB3_uc010sqb.1_Missense_Mutation_p.P345S|ERBB3_uc010sqc.1_Missense_Mutation_p.P929S|ERBB3_uc009zok.2_Missense_Mutation_p.P253S|ERBB3_uc001sjk.2_Missense_Mutation_p.P229S|ERBB3_uc001sjl.2_Missense_Mutation_p.P108SNM_001982 NP_001973 P21860 ERBB3_HUMANCytoplasmic (Potential). 8TGGAATAGCCCCTGGGCCAGA0.502

+ 3 293TSFM_uc010sse.1_Missense_Mutation_p.L42F|TSFM_uc001sqh.2_Missense_Mutation_p.L82F|TSFM_uc010ssf.1_Missense_Mutation_p.L82FNM_005726 NP_005717 P43897 EFTS_HUMAN 0AGAGATCTGGCTCCACAAGGA0.473

+ 11 1561MDM2_uc009zri.2_Missense_Mutation_p.T380I|MDM2_uc009zqx.2_Missense_Mutation_p.T370I|MDM2_uc009zqw.2_Missense_Mutation_p.P153S|MDM2_uc001suk.2_Intron|MDM2_uc001sun.3_Missense_Mutation_p.T244I|MDM2_uc009zqz.2_Missense_Mutation_p.T372I|MDM2_uc009zra.2_Missense_Mutation_p.T223I|MDM2_uc001sum.1_Missense_Mutation_p.T53I|MDM2_uc009zrd.2_Missense_Mutation_p.T109I|MDM2_uc009zrc.2_Missense_Mutation_p.T109I|MDM2_uc009zre.2_Missense_Mutation_p.T166I|MDM2_uc009zrf.2_Missense_Mutation_p.T109I|MDM2_uc001suo.2_Missense_Mutation_p.T219I|MDM2_uc009zrg.2_Missense_Mutation_p.T141I|MDM2_uc009zrh.2_Missense_Mutation_p.T193INM_002392 NP_002383 Q00987 MDM2_HUMANNecessary for interaction with USP2. 3AGGGAAGAAACCCAAGACAAA0.393

+ 9 1371SYT1_uc001syt.2_Missense_Mutation_p.R234C|SYT1_uc001syu.2_Missense_Mutation_p.R231C|SYT1_uc001syv.2_Missense_Mutation_p.R234CNM_001135805 NP_001129277 P21579 SYT1_HUMANCytoplasmic (Potential).|Phospholipid binding (Probable).|C2 1.6TGATTTTGATCGTTTCTCTAA0.393

+ 2 455ACSS3_uc001szm.1_Missense_Mutation_p.E121KNM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4TCGTCATATTGAAAATGGTAA0.338

- 31 3826PPFIA2_uc010sue.1_Intron|PPFIA2_uc010sug.1_RNA|PPFIA2_uc010suh.1_RNA|PPFIA2_uc010sui.1_RNA|PPFIA2_uc010suj.1_RNA|PPFIA2_uc009zsi.1_RNA|PPFIA2_uc010suf.1_RNA|PPFIA2_uc009zsh.2_RNANM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6TAACCTAAATCCAGCTGGTAA0.443

+ 4 465SCYL2_uc009ztw.1_5'UTR|SCYL2_uc001thm.1_Missense_Mutation_p.P139SNM_017988 NP_060458 Q6P3W7 SCYL2_HUMANProtein kinase. 6TCTACCTTCCCCTATATCTCC0.328

- 15 2162 NM_145913 NP_666018 Q8N695 SC5A8_HUMANCytoplasmic (Potential). 0GTGGTTGAAAGCAGGATTATC0.383

+ 6 1283OAS1_uc001tuc.2_Missense_Mutation_p.R360I|OAS1_uc009zwf.2_IntronNM_016816 NP_058132 P00973 OAS1_HUMAN 2ACAGGCAGAAGAGGACTGGAC0.373

+ 3 766 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3CCAGCCAGCCGAAAAGATCTC0.423

- 6 1297OASL_uc001tzk.1_3'UTRNM_003733 NP_003724 Q15646 OASL_HUMANUbiquitin-like 1. 1ATCTCGGAGGGGATGGTCTCC0.542

+ 12 1752DNAH10_uc010tav.1_Missense_Mutation_p.R118Q|DNAH10_uc010taw.1_Missense_Mutation_p.R61QNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6TACTGGGAACGATCTCTGTTC0.418

- 8 1348RIMBP2_uc001uim.2_Missense_Mutation_p.S303F|RIMBP2_uc001uin.1_Missense_Mutation_p.S54FNM_015347 NP_056162 O15034 RIMB2_HUMANFibronectin type-III 2. 11CCGCAGGTGGGAGGGGGCCAC0.637

- 2 469 NM_004004 NP_003995 P29033 CXB2_HUMANHelical; (Potential). 0CGCTGGCGTGGACACGAAGAT0.552

+ 13 1611PAN3_uc010tdo.1_Nonsense_Mutation_p.Q681*|PAN3_uc001ury.2_Nonsense_Mutation_p.Q369*|PAN3_uc001urx.2_Nonsense_Mutation_p.Q481*NM_175854 NP_787050 Q58A45 PAN3_HUMANProtein kinase.|Interaction with PAN2. 1ATTAATGGCCCAGTACCAGGT0.299

+ 10 916RXFP2_uc010aba.2_Missense_Mutation_p.S265LNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANLRR 7.|Extracellular (Potential). 0TCGTGCGATTCGCTCACAGTG0.323 rs144275111

- 5 727STARD13_uc001uuu.2_Missense_Mutation_p.E193K|STARD13_uc001uuv.2_Missense_Mutation_p.E83K|STARD13_uc001uux.2_Missense_Mutation_p.E166K|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.E186KNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4CCACTGCTTTCGCTGTGAATG0.627

- 4 1156SPG20_uc010ten.1_Missense_Mutation_p.P296S|SPG20_uc001uvm.2_Missense_Mutation_p.P296S|SPG20_uc001uvo.2_Missense_Mutation_p.P296S|SPG20_uc001uvq.2_Missense_Mutation_p.P296S|SPG20_uc001uvp.2_Missense_Mutation_p.P296SNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0ATTGTATCAGGAAACATGTAG0.448

+ 7 861RB1_uc010acs.1_RNA|RB1_uc010act.1_5'UTRNM_000321 NP_000312 P06400 RB_HUMAN p.?(5) 358CTCTCACCTCCCATGTTGCTC0.249

- 4 514LECT1_uc001vhg.2_Missense_Mutation_p.A135T|LECT1_uc001vhh.2_IntronNM_007015 NP_008946 O75829 LECT1_HUMAN BRICHOS. 2TTCACTTGCGCTTTAATGTAG0.448

+ 3 218SCEL_uc001vkj.2_Missense_Mutation_p.M16I|SCEL_uc010thx.1_Missense_Mutation_p.M16INM_144777 NP_659001 O95171 SCEL_HUMAN 5TGATAGAGATGAAGAGCACCA0.443

- 19 2851DZIP1_uc001vmi.2_5'Flank|DZIP1_uc001vmj.2_Missense_Mutation_p.P143S|DZIP1_uc001vml.2_Missense_Mutation_p.P648SNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2CTGGGAAAAGGATCTTCCATG0.269

+ 19 2304ATP11A_uc001vsj.3_Missense_Mutation_p.G739E|ATP11A_uc001vsm.1_Missense_Mutation_p.G615E|ATP11A_uc010ago.2_RNANM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4CGCCACAGCGGGAGCCTGACC0.657

+ 1 902 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMANCytoplasmic (Potential). 3GCTATGAAGAAGCTGAGGATA0.388

+ 1 178 NM_001005503 NP_001005503 Q8NGC1 O11G2_HUMANExtracellular (Potential). 2TTGCCCCAGGGAGGGGCAGAT0.527

- 3 186_187MYH6_uc010akp.1_Missense_Mutation_p.P40LNM_002471 NP_002462 P13533 MYH6_HUMANMyosin head-like. 4CCTTGTCATCGGGCACGAAGCA0.579

+ 3 305NPAS3_uc001wrs.2_Missense_Mutation_p.P51S|NPAS3_uc001wrt.2_Missense_Mutation_p.P51S|NPAS3_uc001wrv.2_Missense_Mutation_p.P51S|NPAS3_uc001wrw.2_5'UTRNM_173159 NP_071406 Q8IXF0 NPAS3_HUMANHelix-loop-helix motif. 2GTTGCCTCTTCCTGCAGCCAT0.488

+ 11 1384MIPOL1_uc010amr.2_Intron|MIPOL1_uc001wub.3_Missense_Mutation_p.S263L|MIPOL1_uc001wud.2_Missense_Mutation_p.S294L|MIPOL1_uc010ams.2_Missense_Mutation_p.S294L|MIPOL1_uc001wue.2_Missense_Mutation_p.S263L|MIPOL1_uc010amt.2_Missense_Mutation_p.S113LNM_138731 NP_620059 Q8TD10 MIPO1_HUMAN Potential. 2AACCAGACTTCAGCAAACAAC0.433

- 1 663 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1CAACCATCAGGGATGAGGCAC0.517

+ 2 976 NM_000953 NP_000944 Q13258 PD2R_HUMANExtracellular (Potential). 4AGCATTTAAGGATGTCAAGGA0.398

+ 4 502C14orf101_uc001xcj.2_RNA|C14orf101_uc001xck.2_Missense_Mutation_p.A127V|C14orf101_uc010aot.1_Missense_Mutation_p.A127V|C14orf101_uc001xcl.1_RNA|C14orf101_uc001xcn.2_RNA|C14orf101_uc010trf.1_IntronNM_017799 NP_060269 Q9NX78 CN101_HUMAN 2ATCCTTGCTGCGGGGGTGTTT0.418

+ 3 694PPM1A_uc001xew.3_Nonsense_Mutation_p.K171*|PPM1A_uc001xex.3_Nonsense_Mutation_p.K98*|PPM1A_uc001xey.3_Nonsense_Mutation_p.K98*NM_021003 NP_066283 P35813 PPM1A_HUMAN 1GGAAAATGTAAAGAATGGAAT0.418

+ 4 1285_1286PPM1A_uc001xew.3_Missense_Mutation_p.P368F|PPM1A_uc001xex.3_Missense_Mutation_p.P295F|PPM1A_uc001xey.3_Missense_Mutation_p.P295FNM_021003 NP_066283 P35813 PPM1A_HUMAN 1TCCAAATGCACCCAAAGTATCG0.376

- 12 1359PTPN21_uc010twc.1_Missense_Mutation_p.P139LNM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Pro. 4GTGCAACTGCGGTGGGGGAGG0.413

+ 8 1183TDP1_uc010atm.2_RNA|TDP1_uc001xxz.2_Splice_Site_p.G295_splice|TDP1_uc010atn.2_Splice_Site_p.G295_splice|TDP1_uc001xya.2_Splice_Site_p.G56_splice|TDP1_uc001xyb.2_Splice_Site|TDP1_uc010ato.2_Splice_Site_p.G295_spliceNM_018319 NP_060789 Q9NUW8 TYDP1_HUMAN 2AACTCAAGGGTTCGTAGGGGC0.428

- 14 1389CATSPERB_uc010aub.1_5'UTRNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5CTTCGGGGATGAAATACCATT0.408

- 8 801 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5CATGTGGTATCATAATCATGC0.378

+ 1 135KIAA1409_uc001ybs.1_Missense_Mutation_p.E18K|KIAA1409_uc001ybu.1_Missense_Mutation_p.E18KNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17GGATATCATTGAATATCTTAG0.338

- 3 242PRIMA1_uc001ybx.1_RNANM_178013 NP_821092 Q86XR5 PRIMA_HUMANPRAD.|Extracellular (Potential). 2 gggaggtggcgggggtggggg0.353

+ 2 170SERPINA4_uc010avd.2_Missense_Mutation_p.S72F|SERPINA4_uc001ydl.2_Missense_Mutation_p.S35FNM_006215 NP_006206 P29622 KAIN_HUMAN 4AGTAACAGCTCCCACCAGCAG0.557



+ 3 610 NM_182560 NP_872366 Q52M58 CN177_HUMAN 0ACCAAGGCCAGGTGCTGTGGT0.473

+ 9 1684_1685TECPR2_uc010awl.2_Missense_Mutation_p.G513S|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN 3CAAGTGTCCTGGGCAGTAGCGT0.54

+ 9 2088TECPR2_uc010awl.2_Missense_Mutation_p.S647L|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN 3CTCCTGAACTCACTCACTGTG0.602

- 15 2293 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11CCAGCTCGGATTTGATTTTGG0.463

- 8 1240INF2_uc010tyi.1_Intron|AKT1_uc001ypl.2_Missense_Mutation_p.Y229C|AKT1_uc010axa.2_Missense_Mutation_p.Y229C|AKT1_uc001ypm.2_Missense_Mutation_p.Y229C|AKT1_uc001ypn.2_Missense_Mutation_p.Y229C|AKT1_uc001ypj.2_5'Flank|AKT1_uc010tyk.1_Missense_Mutation_p.Y167CNM_005163 NP_005154 P31749 AKT1_HUMAN Protein kinase. 134CCCGTTGGCGTACTCCATGAC0.687

- 12 1913TJP1_uc010azl.2_Missense_Mutation_p.R468G|TJP1_uc001zcq.2_Missense_Mutation_p.R484G|TJP1_uc001zcs.2_Missense_Mutation_p.R480GNM_003257 NP_003248 Q07157 ZO1_HUMAN PDZ 3. 6 GCTTCTTCTCTTATGATATTT0.368

+ 2 259 NM_001211 NP_001202 O60566 BUB1B_HUMAN 4GAAGCCATGTCCCTGGAGGGA0.413

- 15 2095_2096RPAP1_uc001zoc.2_5'FlankNM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1GCCAGTTCTTGGGGAGCCTCAG0.599

+ 8 1291 NM_006293 NP_006284 Q06418 TYRO3_HUMANFibronectin type-III 2.|Extracellular (Potential). 6GGCCCCCTGGGACCCTACAAA0.567

+ 17 2359 NM_198141 NP_937784 Q8TET4 GANC_HUMAN 2TATTGGTATTCTCTGTTCTAC0.512

- 7 3802_3803ZFP106_uc001zpu.2_Missense_Mutation_p.F341Y|ZFP106_uc001zpv.2_Missense_Mutation_p.F341Y|ZFP106_uc001zpx.2_Missense_Mutation_p.F384YNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3GAAAAAGTGGGAAAAAGGGAGT0.525

+ 1 561 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7TGAGAAAATGGAAAAAGAGTC0.458

+ 2 701RNF111_uc002afs.2_Missense_Mutation_p.P141L|RNF111_uc002aft.2_Missense_Mutation_p.P141L|RNF111_uc002afu.2_Missense_Mutation_p.P141L|RNF111_uc002afw.2_Missense_Mutation_p.P141LNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2CTTTCTTCTCCTTCATCTAGT0.383

+ 3 240FAM81A_uc010uha.1_Missense_Mutation_p.S18FNM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1CACAGCCAGTCCCTGACCATG0.522

- 3 400DENND4A_uc002api.2_Missense_Mutation_p.R8C|DENND4A_uc002apj.3_Missense_Mutation_p.R8C|DENND4A_uc010ujj.1_Missense_Mutation_p.R8CNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4TCAGCAACACGAGGCCCCTTG0.363

+ 15 1985LRRC49_uc002asu.2_Missense_Mutation_p.G570R|LRRC49_uc002asx.2_Missense_Mutation_p.G536R|LRRC49_uc010ukf.1_Missense_Mutation_p.G585R|LRRC49_uc002asy.2_Missense_Mutation_p.G286R|LRRC49_uc002asz.2_Missense_Mutation_p.G552RNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1AGAATCCAAAGGAAAAAAACC0.308

- 9 1150PARP6_uc002aua.2_Missense_Mutation_p.P96S|PARP6_uc002aub.2_RNA|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.P231SNM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0CCTGCCTGGGGGCTGGGAGGG0.597

- 8 3320 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMANCytoplasmic (Potential). 6TGGATCAGCGGGGTCCAGATG0.687 rs148714049

- 8 1566CYP11A1_uc002axs.2_Missense_Mutation_p.E313K|CYP11A1_uc010bjm.1_Missense_Mutation_p.E313K|CYP11A1_uc010bjn.1_RNA|CYP11A1_uc010bjo.1_Missense_Mutation_p.E389KNM_000781 NP_000772 P05108 CP11A_HUMAN 2ATGGTCATCTCTAGCTCAGCG0.562

- 26 3021MIR631_hsa-mir-631|MI0003645_5'Flank|MAN2C1_uc002bag.2_Missense_Mutation_p.L979F|MAN2C1_uc002bah.2_Missense_Mutation_p.L1019F|MAN2C1_uc010bkk.2_Missense_Mutation_p.L903FNM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0CGCTCCAAGAGATCGCAGCTG0.622

- 16 2717RASGRF1_uc002bep.2_Missense_Mutation_p.G765D|RASGRF1_uc010blm.1_Missense_Mutation_p.G690D|RASGRF1_uc002ber.3_Missense_Mutation_p.G765D|RASGRF1_uc010unh.1_Missense_Mutation_p.G176D|RASGRF1_uc002beo.2_5'UTRNM_002891 NP_002882 Q13972 RGRF1_HUMAN 6GCTGGTGTAGCCATTGGAGTT0.597

+ 13 1864KIAA1199_uc010unn.1_Missense_Mutation_p.K535RNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3CTGGGATTTAAGGCAGCACAC0.542

- 16 1834TMC3_uc010blr.1_RNA|TMC3_uc002bgp.2_Nonsense_Mutation_p.R612*NM_001080532 NP_001074001 Q7Z5M5 TMC3_HUMANCytoplasmic (Potential). 2CTTGAGGCTCGAAATACTTGC0.473

- 3 477BNC1_uc010uos.1_Missense_Mutation_p.A118VNM_001717 NP_001708 Q01954 BNC1_HUMAN 3CCAGTCCAAGGCATGGAGGAT0.493

+ 6 3070 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12TCTTGTTTCCCAAAAAAACCT0.537

+ 7 1643SLCO3A1_uc002bqy.2_Missense_Mutation_p.S481F|SLCO3A1_uc010boc.1_RNA|SLCO3A1_uc002bqz.1_Missense_Mutation_p.S423FNM_013272 NP_037404 Q9UIG8 SO3A1_HUMANExtracellular (Potential).|Kazal-like. 1CAAACCGATTCCTTCACTCCA0.468

+ 7 1691RAB11FIP3_uc010uuf.1_Missense_Mutation_p.S155F|RAB11FIP3_uc010uug.1_Missense_Mutation_p.S186FNM_014700 NP_055515 O75154 RFIP3_HUMAN 0GAGGACCCTTCCCCCGAGCTC0.592

+ 35 4388WDR90_uc002cij.1_Intron|WDR90_uc002cil.1_RNA|WDR90_uc002cin.1_Missense_Mutation_p.P60L|WDR90_uc010uul.1_Missense_Mutation_p.P44L|WDR90_uc002cio.1_Missense_Mutation_p.P44L|WDR90_uc010bqx.1_Missense_Mutation_p.P44L|RHOT2_uc010uum.1_5'Flank|RHOT2_uc002cip.2_5'Flank|RHOT2_uc002ciq.2_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 17. 1GTCTTCAGCCCCGGGGAGTCC0.632

+ 1 1373 NM_020982 NP_066192 O95484 CLD9_HUMANExtracellular (Potential). 0GGCTGAGGCCCTCAAGCGGGA0.697

- 5 884ZSCAN10_uc002cty.1_5'UTR|ZSCAN10_uc002ctw.1_Missense_Mutation_p.G184R|ZSCAN10_uc002ctx.1_Missense_Mutation_p.G194RNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1AGAAGGGACCCATCTTCACCA0.637

- 12 4921 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with MUS81.|Interaction with PLK1 and TERF2-TERF2IP.0GGCGAGAGGGGCTCCATGTGC0.647

- 11 2253TXNDC11_uc002dbg.1_Nonsense_Mutation_p.Q704*NM_015914 NP_056998 Q6PKC3 TXD11_HUMANThioredoxin 2. 0CGAGCTAGCTGGATGAAGATG0.522

- 15 1905MYH11_uc002ddv.2_Missense_Mutation_p.N607H|MYH11_uc002ddw.2_Missense_Mutation_p.N600H|MYH11_uc002ddx.2_Missense_Mutation_p.N607H|MYH11_uc010bvg.2_Missense_Mutation_p.N432H|MYH11_uc002dea.1_Missense_Mutation_p.N306HNM_002474 NP_002465 P35749 MYH11_HUMANMyosin head-like. 15ACGTTGTCATTCAGCGGGTCC0.542

+ 29 4317ABCC1_uc010bvj.2_Missense_Mutation_p.S1322L|ABCC1_uc010bvk.2_Missense_Mutation_p.S1325L|ABCC1_uc010bvl.2_Missense_Mutation_p.S1381L|ABCC1_uc010bvm.2_Missense_Mutation_p.S1266L|ABCC1_uc002del.3_Missense_Mutation_p.S1275LNM_004996 NP_004987 P33527 MRP1_HUMANABC transporter 2.|Cytoplasmic. 4GTTTTGTTTTCGGGTTCCCTC0.562

- 5 920SMG1_uc010bwb.2_Missense_Mutation_p.V46GNM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16CAATTGTTTAACTAGTACCTT0.274

+ 5 619COQ7_uc002dfs.2_Missense_Mutation_p.D173NNM_016138 NP_057222 Q99807 COQ7_HUMAN2.|2 X approximate tandem repeats. 1CATAGGCCTCGACCATGATGC0.468

+ 13 1747 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2GGCACTAACGCGGGAACTCCA0.483 rs138362252

- 1 469_470uc002diq.3_Intron|LOC100271836_uc002dja.2_RNA|LOC100271836_uc002djb.2_RNANR_002594 0CAGAGCTTGAGGAAGGCGGGCA0.639

+ 2 1468 NM_006539 NP_006530 O60359 CCG3_HUMAN 0TGCTGACTACGAACAGGACAC0.562

- 7 1030_1031GSG1L_uc010bya.1_Missense_Mutation_p.E265K|GSG1L_uc010bxz.1_Missense_Mutation_p.E179K|GSG1L_uc002doy.2_Missense_Mutation_p.E161KNM_001109763 NP_001103233 Q6UXU4 GSG1L_HUMAN 1TCTGGTGCTTCCTGTGCGGAGC0.649

+ 8 1144uc010vct.1_Intron|NFATC2IP_uc002drt.2_Missense_Mutation_p.H98Y|NFATC2IP_uc002drv.2_Missense_Mutation_p.H96Y|NFATC2IP_uc010vdh.1_Missense_Mutation_p.H85YNM_032815 NP_116204 Q8NCF5 NF2IP_HUMAN Ubiquitin-like. 1CCTCATGTCCCACTATGAGGA0.547

- 9 1639_1640uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SEZ6L2_uc002dup.3_Missense_Mutation_p.P397F|SEZ6L2_uc002dur.3_Missense_Mutation_p.P397F|SEZ6L2_uc002dus.3_Missense_Mutation_p.P353F|SEZ6L2_uc010vec.1_Missense_Mutation_p.P467F|SEZ6L2_uc010ved.1_Missense_Mutation_p.P423FNM_201575 NP_963869 Q6UXD5 SE6L2_HUMANSushi 2.|Extracellular (Potential). 2TGCCAGGAAGGGGGCGAAGCAG0.564

+ 7 1615 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. p.S310F(1) 3GATGCCTTTTCCCGCCGCCAC0.522 rs146035438

+ 13 1965ADCY7_uc002egc.1_Missense_Mutation_p.S566FNM_001114 NP_001105 P51828 ADCY7_HUMANCytoplasmic (Potential). 1TGCTCCAAGTCCGATGACTTC0.662

- 2 3320SALL1_uc010vgr.1_Missense_Mutation_p.P1000S|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8CTGTCCTGAGGAGAAACATGC0.572

+ 10 2618NLRC5_uc010ccq.1_RNA|NLRC5_uc002ekn.2_Missense_Mutation_p.P547L|NLRC5_uc002ekl.2_Missense_Mutation_p.P603L|NLRC5_uc002ekm.2_Missense_Mutation_p.P603L|NLRC5_uc010ccr.1_RNANM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7GTCACGTGTCCTACCGTCAGG0.547

- 21 3136CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.S943F|CNOT1_uc002enx.2_Missense_Mutation_p.S948F|CNOT1_uc002enz.1_Missense_Mutation_p.S377FNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6ATACATTTTGGATCCAAAAGG0.418



- 1 125FHOD1_uc010ced.2_5'UTR|FHOD1_uc010vjh.1_5'UTR|SLC9A5_uc002esm.2_5'Flank|SLC9A5_uc010cee.2_5'Flank|SLC9A5_uc010vji.1_5'FlankNM_013241 NP_037373 Q9Y613 FHOD1_HUMAN 3CCGCGGTCTTCCCCGCCCGCC0.677

- 72 12396HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2CTGAAGTTGAGGTGTGACTTG0.493

- 2 185TAT_uc002faq.2_Missense_Mutation_p.S29F|TAT_uc002far.2_Missense_Mutation_p.S29FNM_000353 NP_000344 P17735 ATTY_HUMAN 2TCCCGGCACAGAGCTTCTCCC0.527

- 10 1415ADAT1_uc002fep.1_Missense_Mutation_p.L289PNM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2TGATCTGAAGAGTTCCACTTT0.413

- 2 329 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1CAGCAGCTTGGAGGTACTGGA0.527

+ 3 376CDH13_uc010chh.2_Missense_Mutation_p.N86D|CDH13_uc010vns.1_Missense_Mutation_p.N133D|CDH13_uc010vnt.1_Intron|CDH13_uc010vnu.1_Missense_Mutation_p.N86DNM_001257 NP_001248 P55290 CAD13_HUMAN 1TGCTCTGAGAAACATAACTGC0.527

- 9 1090PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.S151YNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1CTCATCCCCAGACCAGACCAG0.532

- 12 1879TRPV3_uc002fvs.1_RNA|TRPV3_uc010vrh.1_Missense_Mutation_p.D503E|TRPV3_uc010vri.1_Missense_Mutation_p.D474E|TRPV3_uc010vrj.1_Missense_Mutation_p.D503E|TRPV3_uc010vrk.1_RNA|TRPV3_uc010vrl.1_Missense_Mutation_p.D503E|TRPV3_uc010vrm.1_RNA|TRPV3_uc002fvr.2_Missense_Mutation_p.D519E|TRPV3_uc002fvu.2_Missense_Mutation_p.D519E|TRPV3_uc010vrn.1_Missense_Mutation_p.D101ENM_145068 NP_659505 Q8NET8 TRPV3_HUMANCytoplasmic (Potential). 4GGAACCAGGCATCCGAGAGGA0.567

- 6 918TEKT1_uc010vth.1_Missense_Mutation_p.D124NNM_053285 NP_444515 Q969V4 TEKT1_HUMAN Potential. 2TCCTTTGTATCCTTCAGCCCA0.537

+ 6 972WRAP53_uc010vui.1_Missense_Mutation_p.H273Y|WRAP53_uc002gip.2_Missense_Mutation_p.H273Y|WRAP53_uc002gir.2_Missense_Mutation_p.H273Y|WRAP53_uc002giq.2_RNA|WRAP53_uc010cnl.2_Missense_Mutation_p.H240Y|WRAP53_uc010vuj.1_Missense_Mutation_p.H54YNM_001143990 NP_001137462 Q9BUR4 WAP53_HUMAN WD 3. 0CGCCTACAACCACCTGGTAGG0.602

+ 3 873ARHGEF15_uc002glb.1_3'UTR|ARHGEF15_uc002gld.2_Missense_Mutation_p.P251L|ARHGEF15_uc010vuw.1_IntronNM_173728 NP_776089 O94989 ARHGF_HUMAN 3CGCTCCCGCCCCCACCCTCCA0.677

+ 15 2462USP43_uc002gma.3_Missense_Mutation_p.S510F|USP43_uc010vva.1_Missense_Mutation_p.S816F|USP43_uc010coe.2_Missense_Mutation_p.S618F|USP43_uc002gmc.3_Missense_Mutation_p.S333FNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5TCCTTTGGATCCAAGGAGAAA0.577 rs76912039

- 34 4976 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21ATTTCCATTTCATTGAGGTCT0.498

- 27 3495uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E1123K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TCCTCCAGCTCCTCAATGCGG0.552

+ 10 1132RICH2_uc010vvk.1_Missense_Mutation_p.A269T|RICH2_uc010vvl.1_Missense_Mutation_p.A269T|RICH2_uc002gns.3_Missense_Mutation_p.A69T|RICH2_uc010vvm.1_Missense_Mutation_p.A269T|RICH2_uc010vvn.1_RNA|RICH2_uc002gnt.1_5'UTRNM_014859 NP_055674 Q17R89 RHG44_HUMAN Rho-GAP. 0CCGGGAGATCGCCTTCCCCAT0.637

- 16 3118 NM_014680 NP_055495 Q14667 K0100_HUMAN 4TGAATGACAAGATCTAATCCC0.507 rs114130011

- 5 1332PHF12_uc010wbb.1_Missense_Mutation_p.P250S|PHF12_uc002hdi.1_Missense_Mutation_p.P264S|PHF12_uc002hdj.1_Missense_Mutation_p.P268S|PHF12_uc010crw.1_5'UTR|PHF12_uc002hdh.1_Missense_Mutation_p.P51SNM_001033561 NP_001028733 Q96QT6 PHF12_HUMANInteraction with SIN3A. 1ACGGGTAAGGGAACGAGACCA0.388

+ 50 7681NF1_uc002hgh.2_Nonsense_Mutation_p.R2429*|NF1_uc010cso.2_Nonsense_Mutation_p.R638*|NF1_uc010wbt.1_5'UTR|NF1_uc010wbu.1_RNANM_001042492 NP_001035957 P21359 NF1_HUMAN p.R2450*(1) 330TGAAGAAGTTCGAAGTCGCTG0.363

- 6 1470ACCN1_uc002hht.2_Missense_Mutation_p.S450LNM_001094 NP_001085 Q16515 ACCN1_HUMANExtracellular (By similarity). 4CTAAACTTACGAGATATATTT0.438

- 2 972ACCN1_uc002hht.2_Missense_Mutation_p.G284ENM_001094 NP_001085 Q16515 ACCN1_HUMANExtracellular (By similarity). 4ACCTGTCTCTCCCCAGATGGG0.612

+ 9 1214UNC45B_uc002hjb.2_Missense_Mutation_p.D373N|UNC45B_uc002hjc.2_Missense_Mutation_p.D373N|UNC45B_uc010cto.2_Missense_Mutation_p.D373NNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6CCCGGAGCGCGATCACTTCCG0.468 rs148057044

- 5 2416 NM_001145027 NP_001138499 1TCTTTAAACTCCTCATCCTGT0.423

- 6 1268 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0TTGCAGTCCTCGTTCTCCAGC0.617 rs70964671

- 1 448 JUP_uc010wfs.1_Intron NM_000226 NP_000217 P35527 K1C9_HUMAN Head. 3 aacccactcccatagccacca 0.09

- 1 441JUP_uc010wfs.1_Intron|KRT14_uc010cxp.1_Missense_Mutation_p.A127VNM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1A.|Rod. 1CAGGTAGGAGGCCAGGCGGTC0.458

+ 1 265WNK4_uc010wgx.1_5'UTR|WNK4_uc002ibk.1_5'FlankNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7ACCCGCTCCGGACCCCCCCGA0.716

- 3 697MEOX1_uc002iea.2_Silent_p.K165K|MEOX1_uc002ieb.2_Missense_Mutation_p.R108KNM_004527 NP_004518 P50221 MEOX1_HUMAN Homeobox. 0CCACTTCATCCTTCGGTTCTG0.582

- 1 107TMEM101_uc010wis.1_IntronNM_032376 NP_115752 Q96IK0 TM101_HUMANHelical; (Potential). 2CAGCCCCAAAAGGGGCAGCGT0.622

- 1 486KIAA1267_uc002ikc.2_Missense_Mutation_p.S134F|KIAA1267_uc002ikd.2_Missense_Mutation_p.S134F|KIAA1267_uc010dav.2_Missense_Mutation_p.S134FNM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2ATTTTCTAAGGAAAACTCCAA0.438

+ 3 296KPNA2_uc002jgl.2_Missense_Mutation_p.S55LNM_002266 NP_002257 P52292 IMA2_HUMAN IBB. 2AATGTAAGCTCATTTCCTGAT0.413

- 4 640C17orf28_uc010wrs.1_5'UTR|C17orf28_uc002jmk.2_Missense_Mutation_p.R163QNM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0AGTGCTCCTCCGGTGGCTCTG0.662

- 2 901FOXJ1_uc002jqx.2_Missense_Mutation_p.G271W|uc002jqy.1_5'FlankNM_001454 NP_001445 Q92949 FOXJ1_HUMAN 1CGCTTATGCCCCAGCCTGCCC0.736

+ 3 275SEPT9_uc010wtk.1_Missense_Mutation_p.P31L|SEPT9_uc002jtt.3_5'UTR|SEPT9_uc002jtu.3_Missense_Mutation_p.P32L|SEPT9_uc002jtv.2_Missense_Mutation_p.P43L|SEPT9_uc002jtw.2_5'UTR|SEPT9_uc002jtx.1_5'UTR|SEPT9_uc010wtl.1_5'FlankNM_001113491 NP_001106963 Q9UHD8 SEPT9_HUMAN 3GTCCAGACTCCCCTACTCCGA0.567

- 6 927LGALS3BP_uc002jwi.2_Missense_Mutation_p.L56F|LGALS3BP_uc010dhr.2_Missense_Mutation_p.L56FNM_005567 NP_005558 Q08380 LG3BP_HUMAN 4TGGGGGAGGAGGATGGCAAAG0.612

+ 32 4292SMCHD1_uc002klk.3_RNA|SMCHD1_uc002kll.3_RNANM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0CCAGAAAAACCCGTTCGTCTC0.353

+ 2 1157TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.E169DNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN9.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2AGCCCAAGGAGAGTGATATCC0.562

+ 21 2215ANKRD30B_uc010xak.1_RNANM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2TTTAGAGTCTCCTGATAATGA0.289

- 9 1728NPC1_uc010xaz.1_Nonsense_Mutation_p.L286*|NPC1_uc010xba.1_Nonsense_Mutation_p.L330*NM_000271 NP_000262 O15118 NPC1_HUMAN 2GAAGTAATTTAACACACTCAA0.463

- 9 1709NPC1_uc010xaz.1_Missense_Mutation_p.C280S|NPC1_uc010xba.1_Missense_Mutation_p.C324SNM_000271 NP_000262 O15118 NPC1_HUMAN 2AAAATGGTGCAGTTCGTGTTA0.448

+ 53 6901LAMA3_uc002kur.2_Missense_Mutation_p.G2216D|LAMA3_uc002kus.3_Missense_Mutation_p.G663D|LAMA3_uc002kut.3_Missense_Mutation_p.G607DNM_198129 NP_937762 Q16787 LAMA3_HUMANDomain II and I. 11CTCCGAGATGGTCTTCATGGG0.423

- 10 1810CDH2_uc010xbn.1_Missense_Mutation_p.D420NNM_001792 NP_001783 P19022 CADH2_HUMANExtracellular (Potential).|Cadherin 3. 4GTTTCAAAGTCGATTGGCTGG0.393

- 13 2062DSC3_uc002kwi.3_Missense_Mutation_p.S636LNM_001941 NP_001932 Q14574 DSC3_HUMANExtracellular (Potential).|Cadherin 5. 4TTTCTGATATGAAAGACGGGC0.333

- 3 728DSC2_uc002kwk.3_Nonsense_Mutation_p.R92*|DSC2_uc010xbo.1_Nonsense_Mutation_p.R92*NM_024422 NP_077740 Q02487 DSC2_HUMAN 3GTAAAACTTCTCTTCTCCGAG0.338

- 12 2022_2023DSC1_uc002kwm.2_Missense_Mutation_p.N587INM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 5. 4CAAAATCCTCATTATTCTGACA0.391

- 12 2073KIAA1012_uc002kxb.3_Missense_Mutation_p.R516Q|KIAA1012_uc002kxd.3_RNA|KIAA1012_uc002kxe.2_Missense_Mutation_p.R570QNM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0TTTACTAAATCGATGGCCTGC0.333

- 1 202RIT2_uc010dnf.2_Missense_Mutation_p.S10FNM_002930 NP_002921 Q99578 RIT2_HUMAN 1GCTGCCCGGGGAGCAGCTGGC0.537 rs140593847

+ 9 1131SLC14A1_uc010dnk.2_Missense_Mutation_p.G327E|SLC14A1_uc002lbf.3_Missense_Mutation_p.G271E|SLC14A1_uc002lbg.3_RNA|SLC14A1_uc010xco.1_Missense_Mutation_p.G166E|SLC14A1_uc002lbh.3_Missense_Mutation_p.G163E|SLC14A1_uc002lbi.3_Missense_Mutation_p.G139E|SLC14A1_uc002lbj.3_Missense_Mutation_p.G327E|SLC14A1_uc002lbk.3_Missense_Mutation_p.G271ENM_001146036 NP_001139508 Q13336 UT1_HUMAN 2GTCTTAACAGGACTCAGTCTT0.512



- 13 1037PSTPIP2_uc002lbq.3_Silent_p.L282LNM_024430 NP_077748 Q9H939 PPIP2_HUMAN 1TGAGCTTTTAGGAATTGGGAG0.249

- 1 1626KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4TTAGCCGAATCCCAGGACTCA0.547

- 1 817KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4GGGGCACTTTCTCTCAGCTCT0.662

+ 3 1014 DCC_uc010xdr.1_5'UTRNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 2. 17ACTGAGGTTCCTTTCACAGAC0.388

+ 12 2494DCC_uc010xdr.1_Missense_Mutation_p.S484L|DCC_uc010dpf.1_Missense_Mutation_p.S291LNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17GTGGTCAATTCAAGAGTAAGT0.408

- 4 1859 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14TTGGCATTCGGCTTCTTGGGA0.512

+ 6 632SERPINB7_uc002ljm.2_Missense_Mutation_p.G179D|SERPINB7_uc010xet.1_Missense_Mutation_p.G162D|SERPINB7_uc010dqg.2_Missense_Mutation_p.G179DNM_001040147 NP_001035237 O75635 SPB7_HUMAN 3TACTTCAAAGGCAAGTGGCAA0.393

+ 12 2390CDH7_uc002lkb.2_Missense_Mutation_p.E689KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4TGTGACTCCAGAAATTCAATT0.483

- 3 2151ZNF516_uc002lme.2_RNA|ZNF516_uc002lmd.2_RNANM_014643 NP_055458 Q92618 ZN516_HUMAN 1GGACTCGCCGGTGTCTCTTTC0.542

+ 2 1550SALL3_uc010dra.2_Missense_Mutation_p.P124LNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4GACAGCAAGCCCGTGCTGCCC0.716

+ 7 2014 NM_001194 NP_001185 Q9UL51 HCN2_HUMANcAMP.|Cytoplasmic (Potential). 0GCCTTCGAGACGGTGGCCATC0.701

+ 7 1253ABCA7_uc002lqw.3_5'Flank|CNN2_uc002lqv.2_Missense_Mutation_p.P258L|CNN2_uc010xgb.1_Missense_Mutation_p.P286L|CNN2_uc010xgc.1_Missense_Mutation_p.P318L|ABCA7_uc010dsa.2_5'FlankNM_004368 NP_004359 Q99439 CNN2_HUMAN 0GGGGAGGTCCCTGAATATCCC0.637

+ 4 1073ZNF556_uc002lwq.2_Missense_Mutation_p.S328FNM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 7. p.S329F(1) 3TGGCCCTCATCCTTACACAAA0.522 rs142040650

- 5 428PIP5K1C_uc010xhq.1_Missense_Mutation_p.P124L|PIP5K1C_uc010xhr.1_Missense_Mutation_p.P124LNM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4GTGGTGGGCGGGGGTGAGGTT0.622

+ 8 1096ZNF557_uc002mga.2_Missense_Mutation_p.N211S|ZNF557_uc002mgc.2_Missense_Mutation_p.N211SNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2TATGAATGCAATGACTGTGGG0.453

- 5 36001 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CTGGAAAATTCTGGGGGTCCA0.493

- 5 35987 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGGTCCAACTGAAGTTACAGA0.493

- 3 18701 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTGGCCAAGAGATGTCACCCC0.488

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

+ 8 852 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2GATGAGTGATTATATCTCCGC0.557

+ 1 255 NM_013939 NP_039227 O60403 O10H2_HUMANExtracellular (Potential). 3GGCCATCATCCCGCGCATGCT0.627

- 9 1513USHBP1_uc002nfr.1_Missense_Mutation_p.G93E|USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.G403ENM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1AGCCTGGGTCCCCAGAATGGC0.607

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1AAACATAAGAAAATTCATACT0.368

+ 4 1613 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1AAACATAAGAAAATTCATACT0.348

- 4 1190ZNF626_uc002npc.1_Missense_Mutation_p.G271DNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN C2H2-type 7. 1AAAGGCTTTGCCACATTCTTC0.383

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

- 4 743ZNF626_uc002npc.1_Missense_Mutation_p.G122ENM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCCCTCCAGTATG0.363

+ 4 1124ZNF257_uc010ecy.2_Missense_Mutation_p.E287KNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 6. 0CTACAAATGTGAAGAGTGTGG0.423

- 3 1834 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 13. 0TCTTCACATTTGTAGCGTTTC0.388

- 3 1829 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTGTAGCGTTTCTCTCC0.388

- 4 1530 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 11. 2TGGTTAAAAGCTTTGCCACAT0.373

- 7 2771 NM_001080409 NP_001073878 2TTGCTTAAAAGCTTTGCCACA0.368

- 4 326 NM_001080409 NP_001073878 2TATGCTCTGATCTGGCCAAAA0.289

+ 4 475LRP3_uc010xrp.1_5'UTR|LRP3_uc002nuk.3_5'UTRNM_002333 NP_002324 O75074 LRP3_HUMANExtracellular (Potential).|CUB 1. 3CCCACCTGCCTTCATCTCTGC0.662

+ 15 2245KIRREL2_uc002obz.3_Intron|KIRREL2_uc002oca.3_Intron|KIRREL2_uc002occ.3_Missense_Mutation_p.S625F|KIRREL2_uc002ocd.3_Missense_Mutation_p.S640F|APLP1_uc010xsz.1_5'Flank|APLP1_uc002oce.2_5'Flank|APLP1_uc002ocf.2_5'Flank|APLP1_uc002ocg.2_5'FlankNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANPro-rich.|Cytoplasmic (Potential). 3AAACCCACATCCTTTGGGCCC0.617

- 5 1009ZNF565_uc010ees.2_Missense_Mutation_p.H236Y|ZNF565_uc002odo.2_Missense_Mutation_p.H301YNM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 5. 2GCCCCTGTGTGGATTCTCCGA0.507

+ 8 1979ZNF383_uc002ofs.1_Missense_Mutation_p.R402C|ZNF383_uc002ofu.1_Missense_Mutation_p.R467CNM_152604 NP_689817 Q8NA42 ZN383_HUMANC2H2-type 11. 2GGATCTCATTCGTCATCAGGG0.378

+ 8 1821 DLL3_uc002olw.2_IntronNM_016941 NP_058637 Q9NYJ7 DLL3_HUMANCytoplasmic (Potential). 3CGGGAGGTAGCGACGCCCCTT0.562

- 3 232_233 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0ACTTGGAAATGGAAGACAATGT0.505

+ 9 738SHKBP1_uc002ooc.2_Missense_Mutation_p.S230F|SHKBP1_uc002ood.2_Missense_Mutation_p.S230F|SHKBP1_uc010xvl.1_Missense_Mutation_p.S153F|SHKBP1_uc002ooe.2_Missense_Mutation_p.S67F|SHKBP1_uc002oof.2_Missense_Mutation_p.S67F|SHKBP1_uc010xvm.1_Missense_Mutation_p.S67F|SHKBP1_uc010xvn.1_Missense_Mutation_p.S108FNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2CTGGTGTTTTCCAGCCCCCGC0.627

+ 2 375CEACAM5_uc010ehz.1_Missense_Mutation_p.G85E|CEACAM5_uc002orj.1_Missense_Mutation_p.G85E|CEACAM5_uc002orl.2_Missense_Mutation_p.G85ENM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2TATGTAATAGGAACTCAACAA0.468

- 14 1750GRIK5_uc002osi.1_Nonsense_Mutation_p.W144*|GRIK5_uc010eib.1_Nonsense_Mutation_p.W491*NM_002088 NP_002079 Q16478 GRIK5_HUMANCytoplasmic (Potential). 0TGGGTTATACCACTCATAGGG0.607

- 3 750PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.E57K|PSG8_uc002ouh.2_Missense_Mutation_p.E218K|PSG8_uc010ein.2_Missense_Mutation_p.E96K|PSG8_uc002ouj.3_Intron|PSG8_uc002ouk.3_Missense_Mutation_p.E57K|PSG8_uc002oul.3_Missense_Mutation_p.E218K|PSG8_uc002oum.3_Intron|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_IntronNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 1. 0TTCCGTATTTCACATTCATAG0.512

- 3 571PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.E145K|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.E145K|PSG1_uc010eio.1_Missense_Mutation_p.E145K|PSG1_uc002oux.1_Missense_Mutation_p.E74K|PSG1_uc002ouy.1_Missense_Mutation_p.E145K|PSG1_uc002ouz.1_Missense_Mutation_p.E145K|PSG1_uc002ova.1_Intron|PSG1_uc002ovc.2_Intron|PSG1_uc002ovd.1_Missense_Mutation_p.E145KNM_006905 NP_008836 P11464 PSG1_HUMAN p.E145G(1) 2TTAGGAGTCTCCACTGTGCAG0.517

- 5 1261PSG9_uc002owe.3_Missense_Mutation_p.H295Y|PSG9_uc010xwm.1_Missense_Mutation_p.H295Y|PSG9_uc002owf.3_Missense_Mutation_p.H202Y|PSG9_uc002owg.2_Missense_Mutation_p.H295Y|PSG9_uc002owh.2_Missense_Mutation_p.H202YNM_002784 NP_002775 Q00887 PSG9_HUMANIg-like C2-type 3. 2AGCCCGCTATGATTTCTAGTA0.443

+ 5 1076ZNF235_uc002oyx.1_Intron|ZNF235_uc010eji.2_Intron|ZNF233_uc002oyy.1_Missense_Mutation_p.G132SNM_181756 NP_861421 A6NK53 ZN233_HUMANC2H2-type 2; degenerate. 2CTATAGGAATGGTGACAGTGG0.507

+ 6 853PPP5C_uc010xya.1_Missense_Mutation_p.P132S|PPP5C_uc002pen.2_Missense_Mutation_p.P243S|PPP5C_uc010xyb.1_Missense_Mutation_p.P123SNM_006247 NP_006238 P53041 PPP5_HUMAN Catalytic. 2GGAGACCAACCCCTATGTATC0.557



+ 2 416 EHD2_uc010xyu.1_IntronNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2CGCAGACTTCGACGGCAAGCC0.677

+ 5 2330 uc002pxc.1_5'Flank NM_007147 NP_009078 Q9Y473 ZN175_HUMANC2H2-type 14. 0TGTGGGAAATCGTTCAGTAAG0.438 rs145951696

- 5 1020 NM_003830 NP_003821 O15389 SIGL5_HUMANExtracellular (Potential).|Ig-like C2-type 2. 4CCCGGTATTGGAGATGGGGGT0.622

+ 2 710FPR2_uc002pxs.3_Missense_Mutation_p.G222E|FPR2_uc010epf.2_Missense_Mutation_p.G222ENM_001005738 NP_001005738 P25090 FPR2_HUMANHelical; Name=5; (Potential). 4ATCTGCTATGGGCTCATTGCA0.502

+ 2 496 NM_002030 NP_002021 P25089 FPR3_HUMANHelical; Name=3; (Potential). 6TTCATGTTATGATAGACATCA0.468

- 7 964ZNF611_uc010eqc.2_Missense_Mutation_p.S146L|ZNF611_uc010ydo.1_Missense_Mutation_p.S146L|ZNF611_uc010ydr.1_Missense_Mutation_p.S147L|ZNF611_uc010ydp.1_Missense_Mutation_p.S216L|ZNF611_uc010ydq.1_Missense_Mutation_p.S216L|ZNF611_uc002qaa.3_Missense_Mutation_p.S146LNM_030972 NP_112234 Q8N823 ZN611_HUMAN 1TGGGAGTAATGAAGAATTCAG0.378

- 7 1008ZNF415_uc002qat.2_Missense_Mutation_p.G184D|ZNF415_uc002qaw.2_Missense_Mutation_p.G172D|ZNF415_uc010yds.1_Missense_Mutation_p.G172D|ZNF415_uc010ydt.1_Missense_Mutation_p.G172D|ZNF415_uc002qau.2_Missense_Mutation_p.G159D|ZNF415_uc002qav.2_Missense_Mutation_p.G184D|ZNF415_uc002qba.2_5'UTR|ZNF415_uc002qay.2_Missense_Mutation_p.G159D|ZNF415_uc002qaz.2_Missense_Mutation_p.G220DNR_028343 Q09FC8 ZN415_HUMAN 1AACTGAGGAACCATGGTTGAC0.383

+ 5 623KIR2DS4_uc010yfj.1_Silent_p.T178T|KIR2DS4_uc010yfk.1_RNA|KIR3DL1_uc002qhl.3_Intron|KIR2DS4_uc010esg.1_Silent_p.T185T|KIR2DS4_uc002qhn.1_IntronNM_012314 NP_036446 P43632 KI2S4_HUMANExtracellular (Potential).|Ig-like C2-type 2. 0TGCCACCCACGGAGGGACCTA0.592

+ 9 2952NLRP8_uc010etg.2_Missense_Mutation_p.E942KNM_176811 NP_789781 Q86W28 NALP8_HUMAN 13TCACAGGCTGGAAAACTGCCT0.512

+ 8 1918 uc002qnk.1_Intron NM_020828 NP_065879 Q8NHY6 ZFP28_HUMAN 1GGGGAGAAGCCTTTTGAATGT0.428

- 4 322ZNF329_uc010euk.1_RNA|ZNF329_uc002qro.1_RNA|ZNF329_uc002qrp.1_RNANM_024620 NP_078896 Q86UD4 ZN329_HUMAN 1GACAAGCAGGGAACTTCCCTT0.463

+ 4 800 ZNF8_uc002qrz.2_RNA NM_021089 NP_066575 P17098 ZNF8_HUMAN 1GACAGGCTCCCCAGGAAAACA0.473

- 12 1501PXDN_uc002qxb.1_Missense_Mutation_p.H479QNM_012293 NP_036425 Q92626 PXDN_HUMANIg-like C2-type 3. 8ACAGGACCAGGTGCCGCCGGT0.602

- 9 1162 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27GAAGAGATTAGCTCTCTGGAT0.458

- 16 2240ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rej.3_Translation_Start_SiteNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1ATCTTGGGCACTAAGCACTAT0.502

- 1 1370KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Missense_Mutation_p.R238QNM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4CTTGCCCACTCGGATGTGGTC0.607

- 12 1641SLC5A6_uc010eyv.1_Missense_Mutation_p.S417FNM_021095 NP_066918 Q9Y289 SC5A6_HUMAN 2CATCTGGGAGGAAATATAGGC0.468

+ 1 5312ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|16.|Arg-rich.1CACAGTCCCTCTGAGAGAAGC0.557

+ 5 910FAM179A_uc010ymm.1_Missense_Mutation_p.A187TNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4CACCCCTGAGGCCAGCGGAGT0.637

- 1 1027 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATAAGGGGAGACCCTGCACC0.587

- 33 5500HEATR5B_uc002rpo.1_Missense_Mutation_p.P115S|HEATR5B_uc010ezy.1_Missense_Mutation_p.P297SNM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8ACTGGTGGAGGAACCTGATTA0.408

- 2 1120 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1GTAAGGGCTCGAGTTTTAGTG0.413

- 1 676PLEKHH2_uc002rte.3_Intron|PLEKHH2_uc002rtf.3_Intron|PLEKHH2_uc010yny.1_IntronNM_001101330 NP_001094800 0ACTCCTGCATATTTCAGGCAT0.378

- 10 2016FSHR_uc002rwx.2_Missense_Mutation_p.E586K|FSHR_uc010fbn.2_Missense_Mutation_p.E622KNM_000145 NP_000136 P23945 FSHR_HUMANCytoplasmic (Potential). 8GCTTGCATTTCATAGCAGCCA0.483

+ 5 1560 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4AACAAATTATCCACTGGAAAT0.249

+ 7 806CCT7_uc002sja.2_Missense_Mutation_p.P31L|CCT7_uc010yrf.1_Missense_Mutation_p.P191L|CCT7_uc010feu.2_Missense_Mutation_p.P193L|CCT7_uc010yrg.1_Missense_Mutation_p.P135L|CCT7_uc010yrh.1_Missense_Mutation_p.P107L|CCT7_uc010yri.1_Missense_Mutation_p.P148LNM_006429 NP_006420 Q99832 TCPH_HUMAN 0TACCACAATCCCAAGATTGCC0.438

+ 10 2257ALMS1_uc002sjf.1_Missense_Mutation_p.P672S|ALMS1_uc002sjg.2_Missense_Mutation_p.P102S|ALMS1_uc002sjh.1_Missense_Mutation_p.P102SNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN4.|34 X 47 AA approximate tandem repeat. 9ACTCTCTACTCCCCACTCACA0.478

+ 18 2821CTNNA2_uc010yse.1_Missense_Mutation_p.S891L|CTNNA2_uc010ysf.1_Missense_Mutation_p.S891L|CTNNA2_uc010ysg.1_Missense_Mutation_p.S846L|CTNNA2_uc010ysi.1_Missense_Mutation_p.S523L|CTNNA2_uc010ysj.1_Missense_Mutation_p.S220LNM_004389 NP_004380 P26232 CTNA2_HUMAN 9AAACACATTTCGCCTGTACAG0.368

- 4 358SFTPB_uc002sqi.2_Missense_Mutation_p.D130N|SFTPB_uc002sqj.2_Missense_Mutation_p.D118NNM_198843 NP_942140 P07988 PSPB_HUMANSaposin B-type 1. 2GGGAAGTAGTCGTCAAGCACT0.617 rs45557339

- 13 2343 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMANCytoplasmic (Potential).|Protein kinase. 3TTGTGGTGAAGGAGCTATGAT0.453

+ 15 2401VWA3B_uc002syj.2_RNA|VWA3B_uc002syk.1_RNA|VWA3B_uc002syl.1_Missense_Mutation_p.D232N|VWA3B_uc002sym.2_Missense_Mutation_p.D713N|VWA3B_uc002syn.1_RNA|VWA3B_uc010yvi.1_Missense_Mutation_p.D370N|VWA3B_uc002syp.1_Missense_Mutation_p.D105N|VWA3B_uc002syq.1_Intron|VWA3B_uc002syr.1_Missense_Mutation_p.D30NNM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6TGCAGAAAAGGATGGAGACAG0.522

+ 11 2466 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANCytoplasmic (Potential). 3CAGTCTGCAGGAAGAGACACA0.428

+ 20 7391 NM_006267 NP_006258 P49792 RBP2_HUMAN RanBD1 3. 18TTAGCTGTTCGTTTTAAACTA0.373

- 7 1645 NM_000575 NP_000566 P01583 IL1A_HUMAN 1TTCTTAGTGCCGTGAGTTTCC0.468

- 7 893IL1B_uc002tih.1_Missense_Mutation_p.S238FNM_000576 NP_000567 P01584 IL1B_HUMAN 4CTCTCTTTAGGAAGACACAAA0.502

- 17 5698NCKAP5_uc002ttq.2_Missense_Mutation_p.S456FNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GTCTGTGGAGGAAGGCACTTC0.597

- 3 227YSK4_uc010fne.1_Missense_Mutation_p.P38S|YSK4_uc002tuf.1_Missense_Mutation_p.P66S|YSK4_uc010fnc.1_Missense_Mutation_p.P66S|YSK4_uc010fnd.1_Missense_Mutation_p.P66S|YSK4_uc010zbg.1_Missense_Mutation_p.P66S|YSK4_uc002tui.3_Missense_Mutation_p.P83SNM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5CCACCACTGGGATCTTCTTCT0.418

+ 4 443ARHGAP15_uc010zbl.1_Missense_Mutation_p.L98VNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2AGGAAAGAAACTAAGGTAATA0.333

- 131 18129NEB_uc002txr.2_Missense_Mutation_p.E2403K|NEB_uc002txt.3_Missense_Mutation_p.E485KNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 163. 20CGGATGCTTTCCTCTAGATCT0.418

- 11 1569CCDC148_uc002tzr.2_Missense_Mutation_p.D284N|CCDC148_uc010foh.2_Missense_Mutation_p.D149NNM_138803 NP_620158 Q8NFR7 CC148_HUMAN 2CGCTGAAGATCTCTCATTTCC0.303

- 5 980LY75_uc002ubb.3_Missense_Mutation_p.P304L|LY75_uc010fos.2_Missense_Mutation_p.P304L|LY75_uc010fot.1_Missense_Mutation_p.P304LNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 1. 0GCAGTTACCTGGATCCCAGTT0.423

- 4 363ITGB6_uc010fow.1_Splice_Site|ITGB6_uc010fou.2_Splice_Site_p.G116_splice|ITGB6_uc010zcq.1_Splice_Site_p.G74_splice|ITGB6_uc010fov.1_Splice_Site_p.G116_spliceNM_000888 NP_000879 P18564 ITB6_HUMAN 3TGCGCACCACCTGCAAAGCCC0.522

- 23 4711SCN3A_uc002ucy.2_Missense_Mutation_p.Y1358D|SCN3A_uc002ucz.2_Missense_Mutation_p.Y1358D|SCN3A_uc002uda.1_Missense_Mutation_p.Y1227D|SCN3A_uc002udb.1_Missense_Mutation_p.Y1227DNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10AGTGCAAGATAGCCAGCGCCA0.398

- 13 2246SCN1A_uc002udo.3_Nonsense_Mutation_p.W623*|SCN1A_uc010fpk.2_Nonsense_Mutation_p.W595*NM_006920 NP_008851 P35498 SCN1A_HUMAN II. 13CACTTTTAACCAATATGGAGA0.383

+ 3 461G6PC2_uc002uen.2_Nonsense_Mutation_p.W123*|G6PC2_uc010fpv.2_Nonsense_Mutation_p.W7*NM_021176 NP_066999 Q9NQR9 G6PC2_HUMANHelical; (Potential). 1CCTGTGTCTGGTATGTCATGG0.478

+ 7 1327ITGA6_uc010fqk.1_Missense_Mutation_p.S261F|ITGA6_uc010zdy.1_Missense_Mutation_p.S256F|ITGA6_uc002uho.1_Missense_Mutation_p.S375F|ITGA6_uc010fqm.1_Missense_Mutation_p.S21FNM_001079818 NP_001073286 P23229 ITA6_HUMANFG-GAP 6.|Extracellular (Potential). 2ACCAAAGATTCTATGTTTGGC0.358

- 2 1268PDE11A_uc002ulr.2_Missense_Mutation_p.G67E|PDE11A_uc002ult.1_Missense_Mutation_p.G67ENM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 1. 4TGTCTTGTATCCAGTTAGCTT0.408



- 284 82389uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P21084S|TTN_uc010zfi.1_Missense_Mutation_p.P21017S|TTN_uc010zfj.1_Missense_Mutation_p.P20892SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCAATGAGAGGAGGATCCCAG0.438

- 275 76982_76983uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P19282S|TTN_uc010zfi.1_Missense_Mutation_p.P19215S|TTN_uc010zfj.1_Missense_Mutation_p.P19090SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGAGGACCTGGGGGACTGAATG0.47

- 275 71443uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.W17435*|TTN_uc010zfi.1_Nonsense_Mutation_p.W17368*|TTN_uc010zfj.1_Nonsense_Mutation_p.W17243*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGTGGAGACCATGTTAAAGA0.438

- 275 68106uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T16323A|TTN_uc010zfi.1_Missense_Mutation_p.T16256A|TTN_uc010zfj.1_Missense_Mutation_p.T16131ANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACATTCACAGTAACTGATCTT0.463

- 275 63906uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E14923Q|TTN_uc010zfi.1_Missense_Mutation_p.E14856Q|TTN_uc010zfj.1_Missense_Mutation_p.E14731QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACTGATACTCTAATCCAGTA0.458

- 238 48616uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G9826E|TTN_uc010zfi.1_Missense_Mutation_p.G9759E|TTN_uc010zfj.1_Missense_Mutation_p.G9634ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACATTGGTTCCTTCTTCAAC0.378

- 220 43725uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8196K|TTN_uc010zfi.1_Missense_Mutation_p.E8129K|TTN_uc010zfj.1_Missense_Mutation_p.E8004KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGGAGGTTCCCAAGTTAAC0.398

- 200 39450TTN_uc010zfh.1_Missense_Mutation_p.G6771R|TTN_uc010zfi.1_Missense_Mutation_p.G6704R|TTN_uc010zfj.1_Missense_Mutation_p.G6579RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGCTTTTCCATGTTTGTTC0.363

- 143 30597TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6786K|TTN_uc010fre.1_Intron|TTN_uc002una.1_RNA|TTN_uc010frf.1_RNANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGTAGAACTTCCTCTTCCTCA0.453

- 80 20457TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R3406CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCAGCTTGCGGATGAAGGAA0.512

+ 4 2903 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R770Q(1) 11AGATTCTATCGAAAACGTAGA0.333

- 4 587CLK1_uc002uwd.2_5'Flank|CLK1_uc010zhi.1_Nonsense_Mutation_p.K178*|CLK1_uc002uwf.2_Intron|CLK1_uc002uwg.2_5'UTR|CLK1_uc010fsv.2_RNANM_004071 NP_004062 P49759 CLK1_HUMAN 2CTGGTTCTTTTCCTTCGGTGA0.443

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3CAAACCTACAGATTCCAGAAT0.393

- 2 90 NM_020989 NP_066269 P07315 CRGC_HUMANBeta/gamma crystallin 'Greek key' 1. 0GTGGTGGTTTCGTAGCTGCGG0.522 rs145041511

+ 11 4932MAP2_uc002vdd.1_Missense_Mutation_p.S263T|MAP2_uc002vdf.1_Missense_Mutation_p.S206T|MAP2_uc002vdg.1_Missense_Mutation_p.S206T|MAP2_uc002vdh.1_Missense_Mutation_p.S263T|MAP2_uc002vdi.1_Missense_Mutation_p.S1558TNM_002374 NP_002365 P11137 MAP2_HUMAN 17AGATGAGAATTCCTTCTCTCT0.458

- 3 320MYL1_uc002veb.2_Missense_Mutation_p.R20KNM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1ATCACCTGTTCTGTCAAACAG0.438

+ 7 1185SLC4A3_uc002vmn.2_Missense_Mutation_p.R333C|SLC4A3_uc002vmo.3_Missense_Mutation_p.R333C|SLC4A3_uc010fwm.2_5'UTR|SLC4A3_uc010fwn.1_5'UTRNM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5CCCCATCCTTCGCAGGAAGAA0.652 rs140021661

+ 10 1638SLC4A3_uc002vmo.3_Missense_Mutation_p.P484S|SLC4A3_uc010fwm.2_5'UTR|SLC4A3_uc010fwn.1_5'UTRNM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5TCACCCAACTCCCAGCCATGG0.612

- 3 757PAX3_uc002vmt.1_Missense_Mutation_p.W131R|PAX3_uc002vmy.1_Missense_Mutation_p.W130R|PAX3_uc002vmv.1_Missense_Mutation_p.W131R|PAX3_uc002vmw.1_Missense_Mutation_p.W131R|PAX3_uc002vmx.1_Missense_Mutation_p.W131R|PAX3_uc002vmz.1_Missense_Mutation_p.W131R|PAX3_uc002vna.1_Missense_Mutation_p.W131R|CCDC140_uc002vnb.1_5'FlankNM_181457 NP_852122 P23760 PAX3_HUMAN Paired. 766CGGATTTCCCAGCTGAACATG0.532

- 8 4528SPHKAP_uc002vpp.2_Missense_Mutation_p.A1494V|SPHKAP_uc010zlx.1_IntronNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10GGAGGCTTCAGCCTCTGGTAC0.552

- 3 447PID1_uc002vps.3_Missense_Mutation_p.E135K|PID1_uc002vpt.3_Missense_Mutation_p.E104K|PID1_uc002vpu.3_Missense_Mutation_p.E55KNM_001100818 NP_001094288 Q7Z2X4 PCLI1_HUMAN PID. 4GGCCGGATTTCCAGGAGGGCA0.557

+ 5 653SP140_uc010zma.1_RNA|SP140_uc002vqk.2_Missense_Mutation_p.E180K|SP140_uc002vqn.2_Missense_Mutation_p.E180K|SP140_uc002vqm.2_Missense_Mutation_p.E180K|SP140_uc010fxl.2_Missense_Mutation_p.E180KNM_007237 NP_009168 Q13342 LY10_HUMAN 0AGTGCCTCAGGAAGCCTTGAG0.498

+ 5 818ITM2C_uc002vra.2_Missense_Mutation_p.R186Q|ITM2C_uc002vrb.2_Missense_Mutation_p.R196Q|ITM2C_uc002vrc.2_Missense_Mutation_p.R122Q|ITM2C_uc002vrd.2_Missense_Mutation_p.R85QNM_030926 NP_112188 Q9NQX7 ITM2C_HUMAN 0CTCCGGCGCCGGGCAACGCGG0.632

- 2 361 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANHelical; Name=1; (Potential). 5GCGCAGGATGACCAGACAGGT0.632

+ 1 515UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_Intron|UGT1A9_uc002vva.2_Intron|UGT1A1_uc010znc.1_Missense_Mutation_p.P167LNM_000463 NP_000454 P22309 UD11_HUMAN 2CTGTCTCTGCCCACTGTATTC0.567

- 3 443RSPO4_uc002wek.2_Missense_Mutation_p.G116RNM_001029871 NP_001025042 Q2I0M5 RSPO4_HUMAN FU. 0AGACACTTCCCCTTGTACAAG0.627

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 2 143 NM_001037730 NP_001032819 Q30KQ5 DB115_HUMAN 1TGCAGGAAATCATGCAAAGAA0.323

- 2 116 NM_001037731 NP_001032820 Q30KQ4 DB116_HUMAN 0AAGCTCACATGGATTCCAAGG0.468

+ 2 248 NM_182658 NP_872599 P59826 LPLC3_HUMAN Leu-rich. 4CTGGGCCACGGAGGGGTTTTT0.597

- 5 446NECAB3_uc002wzm.3_Missense_Mutation_p.E114K|NECAB3_uc002wzo.3_RNA|NECAB3_uc002wzp.3_Missense_Mutation_p.E65K|NECAB3_uc002wzq.3_Missense_Mutation_p.E114K|NECAB3_uc002wzr.3_RNA|NECAB3_uc010geo.2_Missense_Mutation_p.E114KNM_031232 NP_112509 Q96P71 NECA3_HUMAN 1TTCAGCGATTCCAATGCAGCC0.612

+ 7 924ACSS2_uc002xbc.2_Missense_Mutation_p.P173L|ACSS2_uc010zum.1_Intron|ACSS2_uc010gey.2_Missense_Mutation_p.P268L|ACSS2_uc002xbe.2_Intron|ACSS2_uc002xbf.2_IntronNM_018677 NP_061147 Q9NR19 ACSA_HUMAN 0AGCCAGTCCCCCCCAATTAAG0.537

- 24 3507PTPRT_uc010ggj.2_Missense_Mutation_p.G1127A|PTPRT_uc010ggi.2_Missense_Mutation_p.G311ANM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20GTCCACCACCCCTTCATTCTC0.577

- 22 3180PTPRT_uc010ggj.2_Missense_Mutation_p.R1018Q|PTPRT_uc010ggi.2_Missense_Mutation_p.R202QNM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20TGGCCAGTATCGCACACATTT0.438

- 21 3155PTPRT_uc010ggj.2_Missense_Mutation_p.E1010K|PTPRT_uc010ggi.2_Missense_Mutation_p.E194KNM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20CTGCCCACTTCCACCAGGTTT0.468

- 8 1628PTPRT_uc010ggj.2_Missense_Mutation_p.E482KNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 3. 20TCACCGTCTTCCTCAGTCTGC0.552

- 7 1154PTPRT_uc010ggj.2_Missense_Mutation_p.E324KNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20TATTCCACTTCCTTCAGGATG0.567

+ 4 651 NM_004994 NP_004985 P14780 MMP9_HUMAN 2GAGTTGTGGTCCCTGGGCAAG0.637

- 8 1852CDH22_uc010ghk.1_Missense_Mutation_p.S484FNM_021248 NP_067071 Q9UJ99 CAD22_HUMANExtracellular (Potential).|Cadherin 4. 5GATCCTTAGGGATGCCCGGGA0.552

- 5 705SLC13A3_uc010ghn.1_Missense_Mutation_p.E192K|SLC13A3_uc010zxw.1_Silent_p.R200R|SLC13A3_uc002xsg.1_Missense_Mutation_p.E176K|SLC13A3_uc010gho.1_Missense_Mutation_p.E176K|SLC13A3_uc010zxx.1_Missense_Mutation_p.E125KNM_022829 NP_073740 Q8WWT9 S13A3_HUMANCytoplasmic (Potential). 1TATTCATCCTCCTTCCTGGAG0.532

- 12 2135SULF2_uc002xtr.2_Splice_Site_p.R602_splice|SULF2_uc002xtq.2_Splice_Site_p.R602_splice|SULF2_uc010zyd.1_5'FlankNM_018837 NP_061325 Q8IWU5 SULF2_HUMAN 6TGGACACTCACCGATGTGTCAC0.594

- 2 1634KCNB1_uc002xus.1_Nonsense_Mutation_p.W490*NM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2TCCTCTTTGTCCATTTCCATT0.433

+ 7 2296CASS4_uc002xxr.2_Missense_Mutation_p.H691N|CASS4_uc010zze.1_Missense_Mutation_p.H637N|CASS4_uc010gio.2_Missense_Mutation_p.H254NNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3CAGCGCATTTCACGGCAGCCT0.577

+ 1 917 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GAGCAGAAGTCGCCGACCGCC0.697

+ 2 3772 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GGTGATGCCCCAGCACCAGGT0.498

+ 5 4780 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14TCCTTCCAGAGGCCAGTATGG0.468



+ 7 724ADRM1_uc002yco.2_Missense_Mutation_p.A215VNM_007002 NP_008933 Q16186 ADRM1_HUMAN Ser-rich. 0CAGTCGGCAGCGGTCACCCCG0.706

+ 11 1202DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmg.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmi.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gmj.2_Nonsense_Mutation_p.R196*|ITSN1_uc002ysy.2_Nonsense_Mutation_p.R312*|ITSN1_uc002ysx.2_Nonsense_Mutation_p.R275*|ITSN1_uc002ytb.1_Nonsense_Mutation_p.R312*|ITSN1_uc002ytc.1_Nonsense_Mutation_p.R312*|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_Nonsense_Mutation_p.R246*NM_003024 NP_003015 Q15811 ITSN1_HUMAN 4CAGAAGAGTTCGATCTGGCAG0.388

- 15 3372DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Fibronectin type-III 1. 11ATGGTGAGCTCGTTGCTGGGC0.587

+ 2 173UBASH3A_uc002zbf.2_Missense_Mutation_p.G46E|UBASH3A_uc010gpc.2_RNA|UBASH3A_uc010gpd.2_RNA|UBASH3A_uc010gpe.2_Missense_Mutation_p.G46ENM_018961 NP_061834 P57075 UBS3A_HUMAN UBA. 3GCAGCCACGGGGAGGAAGACG0.607

- 9 1614DGCR2_uc002zor.1_Missense_Mutation_p.H232Y|DGCR2_uc011agr.1_Missense_Mutation_p.H412YNM_005137 NP_005128 P98153 IDD_HUMANCytoplasmic (Potential). 1CTGTCCGGGTGGATGGAGGCC0.627

+ 6 1677ZNF74_uc002zsg.2_Missense_Mutation_p.V418M|ZNF74_uc002zsh.2_Missense_Mutation_p.V489M|ZNF74_uc002zsi.2_Missense_Mutation_p.V418M|ZNF74_uc010gsn.2_Missense_Mutation_p.V418MNM_003426 NP_003417 Q16587 ZNF74_HUMAN C2H2-type 9. 1CTACCTCATCGTGCACCGGCG0.637

+ 26 4610MYO18B_uc003aca.1_Missense_Mutation_p.D1335N|MYO18B_uc010guy.1_Missense_Mutation_p.D1336N|MYO18B_uc010guz.1_Missense_Mutation_p.D1335N|MYO18B_uc011aka.1_Missense_Mutation_p.D608N|MYO18B_uc011akb.1_Missense_Mutation_p.D967NNM_032608 NP_115997 Q8IUG5 MY18B_HUMANPotential.|Tail. 12CTTCAAAGGTGATGTGGCCTG0.612

+ 2 755 NM_020437 NP_065170 Q6ICH7 ASPH2_HUMANLumenal (Potential). 1CACCCACAACGAGGGCCTCAA0.637

- 10 1209RBM9_uc003aog.3_Missense_Mutation_p.P272L|RBM9_uc003aol.3_Missense_Mutation_p.P291L|RBM9_uc003aoj.3_Missense_Mutation_p.P295L|RBM9_uc003aok.3_Missense_Mutation_p.P292L|RBM9_uc003aoh.3_Missense_Mutation_p.P295L|RBM9_uc003aom.3_Missense_Mutation_p.P273L|RBM9_uc010gwu.2_Missense_Mutation_p.P271L|RBM9_uc003aoo.3_Missense_Mutation_p.P365LNM_001082578 NP_001076047 O43251 RFOX2_HUMAN Ala-rich. 0TGGATAGGCGGGGATGGCTGT0.512

+ 14 1907CSF2RB_uc003aqc.3_Missense_Mutation_p.E570KNM_000395 NP_000386 P32927 IL3RB_HUMANCytoplasmic (Potential). 3TCTACCCACAGAGCAGCCCCC0.637

+ 14 2411CSF2RB_uc003aqc.3_Missense_Mutation_p.P738SNM_000395 NP_000386 P32927 IL3RB_HUMANCytoplasmic (Potential). 3CTCCCTAGTTCCCTCTCTGGG0.627

- 5 2021RANGAP1_uc003azt.2_Missense_Mutation_p.V184G|RANGAP1_uc003azu.2_Missense_Mutation_p.V184G|RANGAP1_uc011aoz.1_IntronNM_002883 NP_002874 P46060 RAGP1_HUMAN 0AGCCACAAAGACCTTCAGGGC0.582

- 8 840 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1CACGCCTCATGAGCTGTCTCT0.587

- 7 640 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1CCAGCCCTCGGGGAAGACGTC0.592

+ 16 2991WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|SREBF2_uc003bbj.2_RNA|uc011api.1_5'Flank|MIR33A_hsa-mir-33a|MI0000091_5'FlankNM_004599 NP_004590 Q12772 SRBP2_HUMANCytoplasmic (Potential). 4CAGCAGAGTTCCTTCTGCCAT0.622

- 3 448WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|TNFRSF13C_uc010gyp.1_Missense_Mutation_p.P136LNM_052945 NP_443177 Q96RJ3 TR13C_HUMANCytoplasmic (Potential). 0AGAGATTCCCGGAGACAGAAT0.632

- 5 815PHF21B_uc003bfm.2_Intron|PHF21B_uc011aqk.1_Intron|PHF21B_uc011aql.1_Intron|PHF21B_uc011aqm.1_IntronNM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 aggggtgaaggggacagtgat 0.274

+ 4 381GTSE1_uc011aqz.1_5'UTRNM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1CTTCTTCGGACCCTTTGGACA0.388

+ 3 417MOV10L1_uc003bjk.3_Missense_Mutation_p.P112S|MOV10L1_uc011arp.1_Missense_Mutation_p.P92S|MOV10L1_uc010han.2_Missense_Mutation_p.P92SNM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3CCATGGGAGTCCCTCAGACTG0.512

+ 3 1711PANX2_uc003bjp.3_Missense_Mutation_p.E437K|PANX2_uc003bjo.3_Missense_Mutation_p.E571KNM_052839 NP_443071 Q96RD6 PANX2_HUMANCytoplasmic (Potential). 1CCCCGAGAAGGAAATCCCGTA0.701

+ 1 1741 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN Kelch 5. 1CACTGCACCACCCTGGGCAAC0.687

+ 3 551uc003bng.2_5'Flank|ACR_uc010hbh.1_Missense_Mutation_p.A180VNM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0TGCTGGGTGGCCGGCTGGGGA0.627

+ 10 1293 NM_001570 NP_001561 O43187 IRAK2_HUMANProtein kinase. 8CAGGTGTTGGCCGAGGTCCTC0.542

- 7 2096IQSEC1_uc003bxu.3_Missense_Mutation_p.P574L|IQSEC1_uc011auw.1_Missense_Mutation_p.P682LNM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1CATCTCACGGGGAATGTCCTC0.527

+ 3 419_420NR2C2_uc003bzi.2_Missense_Mutation_p.S87VNM_003298 NP_003289 P49116 NR2C2_HUMAN 0GATCCTGGCTTCCCCAGAGACA0.554

- 11 1677SCN5A_uc003cin.2_Missense_Mutation_p.P495S|SCN5A_uc003cil.3_Missense_Mutation_p.P495S|SCN5A_uc010hhi.2_Missense_Mutation_p.P495S|SCN5A_uc010hhk.2_Missense_Mutation_p.P495S|SCN5A_uc011ayr.1_Missense_Mutation_p.P495S|SCN5A_uc010hhj.1_Missense_Mutation_p.P106SNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9TCAGACTTGGGGAGCCTGTCC0.527

- 27 5456 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10CTTCAGAGAATCCAACTCCCC0.448

- 2 4092XIRP1_uc003cji.2_3'UTR|XIRP1_uc003cjj.2_5'UTRNM_194293 NP_919269 Q702N8 XIRP1_HUMAN Pro-rich. 8GAGTGAAGAAGGGGGTCCTTC0.607

+ 8 992MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Missense_Mutation_p.A286V|MYRIP_uc010hhw.2_Missense_Mutation_p.A197V|MYRIP_uc011ayz.1_Missense_Mutation_p.A99VNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANMyosin-binding. 5GGCTACCGTGCTCCCGCTGCC0.597

+ 12 2230MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Intron|MYRIP_uc010hhw.2_Missense_Mutation_p.E610K|MYRIP_uc011ayz.1_Missense_Mutation_p.E512K|uc003ckb.2_IntronNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5TTCCCTGGAAGAAAATGTAAG0.507

- 19 2006ULK4_uc003ckw.2_Missense_Mutation_p.P602LNM_017886 NP_060356 Q96C45 ULK4_HUMAN 0TGCAGCCAAGGGAACAGCCCA0.448

+ 3 918CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmf.2_Missense_Mutation_p.R247W|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_IntronNM_001296 NP_001287 O00590 CCBP2_HUMANCytoplasmic (Potential). 5AGGCCAGGGCCGGGCTTTAAA0.532

- 9 1224 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|Fibronectin type-III 2. 11AGCCATCAGGGAAGTGGCGGG0.647

- 12 982QARS_uc011bcc.1_5'Flank|QARS_uc011bcd.1_Splice_Site_p.G181_splice|QARS_uc003cvy.2_Splice_Site_p.G181_splice|QARS_uc011bce.1_Splice_Site_p.G315_spliceNM_005051 NP_005042 P47897 SYQ_HUMAN 1GGTGTGTAGCCTGGGGCAAAA0.547

+ 6 339 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0TGCCCTTTCAGAAACACAAAG0.388

+ 32 3386 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0TTCATGACATGATGGACTGGG0.473

+ 42 5330CACNA1D_uc003dgu.3_Missense_Mutation_p.D1743N|CACNA1D_uc003dgy.3_Missense_Mutation_p.D1708N|CACNA1D_uc003dgw.3_Missense_Mutation_p.D1390N|CACNA1D_uc011bes.1_RNANM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11ACCTGCAAGTGATACTGAGAA0.458

+ 37 3202 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential). 7CAGAAGGCGCCCAGAATCTTG0.443

- 14 2699ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E294KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2GCATCCAGTTCCTGTCTGGTC0.512

+ 6 762RPP14_uc010hni.2_5'UTR|RPP14_uc003dju.3_Missense_Mutation_p.L112F|RPP14_uc003djv.3_5'UTR|RPP14_uc003djw.3_5'UTRNM_001098783 NP_001092253 O95059 RPP14_HUMAN 0TCCATTTCTTCTTGCATTATC0.393

- 12 2359CADPS_uc003dlk.1_Missense_Mutation_p.E171K|CADPS_uc003dlm.2_Missense_Mutation_p.E667K|CADPS_uc003dln.2_Missense_Mutation_p.E667KNM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3GAGATAAATTCATCCATGCCA0.383

- 8 1272ADAMTS9_uc011bfo.1_Missense_Mutation_p.P386S|ADAMTS9_uc003dmh.1_Missense_Mutation_p.P243S|ADAMTS9_uc003dmk.1_Missense_Mutation_p.P414SNM_182920 NP_891550 Q9P2N4 ATS9_HUMANPeptidase M12B. 4CTTCTATAGGGATCACAAATG0.403

+ 3 780KBTBD8_uc011bfv.1_IntronNM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN BACK. 4CATACGTTTTCCTCTGATGGA0.398

- 8 998_999FAM86D_uc003dpo.3_RNA|FAM86D_uc003dps.3_RNA|FAM86D_uc003dpq.3_Missense_Mutation_p.R122W|FAM86D_uc003dpr.3_RNANR_024241 0ATCCCAGCCCGGCCTGGAAACA0.569

+ 17 3169EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|PDZ-binding (Potential). 33TGGCCCAGTTCCCGTGTAAAG0.493 rs147992008

+ 6 1698 NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANFibronectin type-III 2.|Extracellular (Potential). 16TCCCAAAATAGCATTGCCCTA0.418

+ 7 1922EPHA6_uc011bgo.1_RNA|EPHA6_uc011bgp.1_5'UTR|EPHA6_uc003drs.3_5'UTR|EPHA6_uc003drr.3_5'UTR|EPHA6_uc003drt.2_5'UTR|EPHA6_uc010hox.1_RNANM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANFibronectin type-III 2.|Extracellular (Potential). 16ATTTGAATTTGAAACAGGAGA0.373



- 36 5089 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TCCTTCAGATCACTGTTCAGT0.522

+ 7 1066CD86_uc011bjo.1_Missense_Mutation_p.S235L|CD86_uc011bjp.1_Missense_Mutation_p.S205L|CD86_uc003eeu.2_Missense_Mutation_p.S311LNM_175862 NP_787058 P42081 CD86_HUMANCytoplasmic (Potential). 2TTTAAAAGTTCGAAGACATCT0.333 rs141281931

+ 4 453_454FAM162A_uc011bjq.1_Missense_Mutation_p.G122SNM_014367 NP_055182 Q96A26 F162A_HUMAN 1TGGTTATTGAGGGCAAGAAGGT0.45

+ 3 633EEFSEC_uc003ekj.2_Missense_Mutation_p.P199SNM_021937 NP_068756 P57772 SELB_HUMAN 1AACTGAAGCTCCACAGGGCAT0.572

- 1 1334 NM_025041 NP_079317 Q3SXR2 CC036_HUMAN 1TGGTTCCCCCCAGGTGAGCAA0.672

+ 2 370IL20RB_uc003erj.1_RNA|IL20RB_uc010hud.1_5'UTRNM_144717 NP_653318 Q6UXL0 I20RB_HUMANFibronectin type-III 1.|Extracellular (Potential). 1CCCTCAGAACCTCTCTGTACT0.512

+ 17 2909 NM_022131 NP_071414 Q9H4D0 CSTN2_HUMANGlu-rich (highly acidic).|Cytoplasmic (Potential). 7AGAAGAGGAGGAAGAAGCCGA0.542

- 38 6565ATR_uc003euy.1_Missense_Mutation_p.R34QNM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20ATGACAAATTCGAGAGATCAA0.343

+ 4 487MED12L_uc011bnz.1_Missense_Mutation_p.S150F|MED12L_uc003eym.1_Missense_Mutation_p.S150F|MED12L_uc003eyn.2_Missense_Mutation_p.S150F|MED12L_uc003eyo.2_Missense_Mutation_p.S150FNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7GCTAAATATTCTGTGCCAATG0.353

- 3 1117 IFT80_uc003fda.2_RNANM_173084 NP_775107 Q8IWR1 TRI59_HUMAN 0CTTTTTGGAGAAATTTTCATT0.308

- 31 3780 NM_001041 NP_001032 P14410 SUIS_HUMANSucrase.|Lumenal. 14TATAATTCCCGAACCTCTGAA0.343

- 2 2627SLITRK3_uc003fek.2_Missense_Mutation_p.S728FNM_014926 NP_055741 O94933 SLIK3_HUMANCytoplasmic (Potential). 10CTCTGGAGAGGAAAGAGTTGG0.448

- 1 140SERPINI2_uc003fes.1_Missense_Mutation_p.E38K|SERPINI2_uc003fet.1_Missense_Mutation_p.E28KNM_006217 NP_006208 O75830 SPI2_HUMAN 3ACTGCAAATTCGGTATTTTTT0.368 rs147443553

- 2 388WDR49_uc011bpd.1_Missense_Mutation_p.H81Y|WDR49_uc003few.1_Missense_Mutation_p.H369YNM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 1. 3AGCCGAGAGTGATAATCAAAA0.378

+ 13 2193EIF2B5_uc003fmq.2_Missense_Mutation_p.S331F|EIF2B5_uc003fmr.2_Missense_Mutation_p.S18FNM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5CAGATGGATTCCCCGCTTGAC0.532

+ 2 423IGF2BP2_uc010hyi.2_Intron|IGF2BP2_uc010hyj.2_Intron|IGF2BP2_uc010hyk.2_Intron|IGF2BP2_uc010hyl.2_Intron|IGF2BP2_uc003fpo.2_Intron|IGF2BP2_uc003fpp.2_Intron|IGF2BP2_uc003fpq.2_Intron|C3orf65_uc003fps.3_IntronNR_027317 0GGCAGGTAGGGAAGCACAGCA0.562

+ 9 1660TPRG1_uc003frw.1_Missense_Mutation_p.R145CNM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0CGCTGTCTATCGCATCTGCCT0.498

- 4 1218_1219C3orf21_uc003ful.2_Missense_Mutation_p.A168T|C3orf21_uc003fuk.2_Missense_Mutation_p.A165TNM_152531 NP_689744 Q8NBI6 CC021_HUMAN 0CTGAAATAGGCCTCGAAGACGT0.624

+ 5 906PDE6B_uc003gao.3_Missense_Mutation_p.E285K|PDE6B_uc011buy.1_Missense_Mutation_p.E6K|PDE6B_uc010ibg.2_Missense_Mutation_p.E6K|uc003gaq.1_RNANM_000283 NP_000274 P35913 PDE6B_HUMAN GAF 2. 0CTCTGCCCAGGAATTTTTTGA0.662

+ 17 3303WHSC1_uc003geb.3_Missense_Mutation_p.P1043S|WHSC1_uc003gec.3_Missense_Mutation_p.P1043S|WHSC1_uc003ged.3_Missense_Mutation_p.P1043S|WHSC1_uc003gee.3_RNA|WHSC1_uc003gef.3_RNA|WHSC1_uc003gei.3_Missense_Mutation_p.P262S|WHSC1_uc011bvh.1_Missense_Mutation_p.P104S|WHSC1_uc010icf.2_Missense_Mutation_p.P391SNM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9TGAGTGCCACCCGCAGGTGTG0.532

+ 17 3789SH3TC1_uc003gkw.3_Missense_Mutation_p.E1154K|SH3TC1_uc003gkx.3_RNA|SH3TC1_uc003gky.2_RNANM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3GGAGTTTGACGAGGAGACCCT0.632

+ 11 2045CPZ_uc003gll.2_RNA|CPZ_uc003gln.2_Missense_Mutation_p.S503L|CPZ_uc003glo.2_Missense_Mutation_p.S629L|CPZ_uc003glp.2_RNANM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3TACTTCACATCGCTGAGCACC0.706

- 3 2151 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TTTACTTGTAGATTCCAAGTC0.433

- 3 1452DCAF16_uc003gpo.2_RNANM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1AGCCGGCTGGGACTTGTAAGA0.512

+ 20 2264SLIT2_uc003gps.1_Missense_Mutation_p.G679ENM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11ATTGTCACGGGAAATCCTAGA0.438

+ 5 1316GBA3_uc010iep.2_Missense_Mutation_p.V102I|GBA3_uc011bxo.1_Missense_Mutation_p.V410INM_020973 NP_066024 Q9H227 GBA3_HUMAN 0ACTTGATAAAGTCAATCTTCA0.393

- 7 1441 NM_001358 NP_001349 O43143 DHX15_HUMANHelicase C-terminal. 1AAAGACGTCTCTGCTATGTTA0.318

- 7 705LOC550112_uc003hdl.3_Intron|TMPRSS11D_uc003hdp.2_5'UTR|TMPRSS11D_uc011caj.1_Missense_Mutation_p.G97SNM_004262 NP_004253 O60235 TM11D_HUMANPeptidase S1.|Extracellular (Potential). 1ATCAGGCTGCCTCCACAGTGG0.532

- 5 1309UGT2B4_uc011cap.1_Missense_Mutation_p.S285L|UGT2B4_uc003hel.3_IntronNM_021139 NP_066962 P06133 UD2B4_HUMAN 2GTCTGTACTCGACATTGTGTG0.413

+ 6 201CSN1S1_uc003heq.1_Missense_Mutation_p.R51K|CSN1S1_uc003her.1_Missense_Mutation_p.R51KNM_001890 NP_001881 P47710 CASA1_HUMAN 0GGTATGAACAGGGTAAGAAAC0.274

+ 2 177 NM_021225 NP_067048 Q99935 PROL1_HUMAN 1TTTAAAGAATGAAATTAACTT0.299

+ 5 2791SHROOM3_uc011cbz.1_Missense_Mutation_p.A437V|SHROOM3_uc003hkf.1_Missense_Mutation_p.A488V|SHROOM3_uc003hkg.2_Missense_Mutation_p.A391VNM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3GCCTGGCAAGCGGGTGAAGAC0.562

+ 56 8829 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANCalx-beta 3.|Extracellular (Potential). 5TGGTCCCAACGATGCCTCGAC0.537

- 1 384 NM_032693 NP_116082 Q9BSU3 NAA11_HUMANN-acetyltransferase. 2CCGAGGCGCCGGTGTGAACGC0.562

- 10 1590ANTXR2_uc003hly.3_Missense_Mutation_p.S276F|ANTXR2_uc003hlx.1_RNA|ANTXR2_uc010ijn.2_IntronNM_001145794 NP_001139266 P58335 ANTR2_HUMANExtracellular (Potential). 1ACAAAGCATAGAATTAAGCTG0.269

- 5 793RASGEF1B_uc003hmj.1_Missense_Mutation_p.E216K|RASGEF1B_uc010ijq.1_Missense_Mutation_p.E175KNM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0CTTACCAGCTCTATATGAGTC0.468

- 17 3170 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3CTGCAGGGGCGGGTGCAGTGA0.502

- 11 1433 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0AATGAGATTTCCTTTCTTTTT0.269

+ 8 1787 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5CCATTGTAGGGATCTTCTATT0.294

- 4 796PITX2_uc003iac.2_Missense_Mutation_p.E79K|PITX2_uc003iae.2_Missense_Mutation_p.E26K|PITX2_uc010iml.2_Intron|PITX2_uc003iaf.2_Missense_Mutation_p.E72K|PITX2_uc003iag.1_Missense_Mutation_p.E79KNM_153426 NP_700475 Q99697 PITX2_HUMAN 0CCCACGTCCTCATTCTTCCCC0.592

- 4 1047 NM_024574 NP_078850 Q8TB73 CD031_HUMAN 0GGTAACTCAGGGTATGGCTGA0.483

+ 7 902ADAD1_uc003iep.2_Missense_Mutation_p.R224C|ADAD1_uc003ieq.2_Missense_Mutation_p.R206CNM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0AATTTCTAATCGTTCAGAATA0.269

+ 8 7432FAT4_uc011cgp.1_Missense_Mutation_p.P776S|FAT4_uc003ifi.1_5'FlankNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 24. 18CATCCCATCTCCTACTCTTCC0.383

- 1 2734PCDH18_uc003ihf.3_Missense_Mutation_p.P776S|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.P563S|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANCytoplasmic (Potential). 5TCTAAGGTAGGAGATGAAGAT0.507

- 1 2338PCDH18_uc003ihf.3_Missense_Mutation_p.E644K|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.E431K|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANCadherin 6.|Extracellular (Potential). 5AGCTCCCATTCTGTGTAGGGA0.438 rs141226164

- 5 872UCP1_uc011chk.1_Missense_Mutation_p.A265TNM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 3. 1TTGAAGAAAGCCGTTGGTCCT0.428

- 3 521UCP1_uc011chk.1_Missense_Mutation_p.G148RNM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 2. 1GGTTTGATTCCGTGGAGATGG0.468



- 6 1693RNF150_uc010iok.1_Missense_Mutation_p.G305R|RNF150_uc003iip.1_Missense_Mutation_p.G347RNM_020724 NP_065775 Q9ULK6 RN150_HUMANCytoplasmic (Potential). 1GGTGGACCTCCCAGAGAGCCC0.542

- 3 304GYPA_uc003ijn.2_Missense_Mutation_p.S63L|GYPA_uc011cia.1_RNA|GYPA_uc011cib.1_Missense_Mutation_p.S30L|GYPA_uc003ijp.3_Intron|GYPA_uc010ioq.2_Missense_Mutation_p.S63L|GYPA_uc010ior.2_Intron|GYPA_uc010ios.1_IntronNM_002099 NP_002090 P02724 GLPA_HUMAN Extracellular. 2AGAAATTTCTGAAACTTCATG0.413

+ 7 1946 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6TGGGCTCCACGATCCAGGCAG0.517

- 14 1947DDX60L_uc003irr.1_Missense_Mutation_p.L576F|DDX60L_uc003irs.1_Missense_Mutation_p.L303FNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1TCTTCTTTGAGAAATGACTTT0.333

+ 5 1556ADAM29_uc003iud.2_Missense_Mutation_p.G296R|ADAM29_uc010irr.2_Missense_Mutation_p.G296R|ADAM29_uc011cki.1_Missense_Mutation_p.G296RNM_014269 NP_055084 Q9UKF5 ADA29_HUMANPeptidase M12B.|Extracellular (Potential). 16AGGATTAAGAGGGTTAAGTGG0.428

- 5 1236 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5CTTACCATCTCCAGCATCCGA0.398

+ 4 350AHRR_uc003jav.2_Intron|AHRR_uc003jaw.2_Intron|AHRR_uc010isy.2_Intron|PDCD6_uc003jau.1_Missense_Mutation_p.E116KNM_013232 NP_037364 O75340 PDCD6_HUMANEF-hand 2.|2 (Potential). 1GAACTTCAGCGAGTTCACGGG0.537

+ 1 278 NM_182632 NP_872438 Q96N87 S6A18_HUMANHelical; Name=2; (Potential). 1CAGACCTATGGAGGAGGTAAG0.637

- 7 2379TERT_uc003jbz.1_Intron|TERT_uc003jca.1_Missense_Mutation_p.R762Q|TERT_uc003jcc.1_Missense_Mutation_p.R774Q|TERT_uc003jcd.1_Intron|TERT_uc003jce.1_IntronNM_198253 NP_937983 O14746 TERT_HUMANReverse transcriptase. 12CACGAACTGTCGCATGTACGG0.642

- 2 299 NM_001044 NP_001035 Q01959 SC6A3_HUMANCytoplasmic (Potential). 6CAGGTCTCCCGATCCTGGGCC0.602

- 11 2084CDH18_uc003jgd.2_Missense_Mutation_p.M569I|CDH18_uc011cnm.1_IntronNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 5. 7CATCAGAGATCATAATGGGCA0.498

- 5 654AGXT2_uc011com.1_Missense_Mutation_p.S192F|AGXT2_uc011con.1_Missense_Mutation_p.S100FNM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4TTACCTGAAAGAAATGATGTC0.448

- 10 1942PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.G370ENM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3GGTTGCCTTTCCCTCTTCTCT0.542

+ 17 2734EGFLAM_uc003jlb.1_Missense_Mutation_p.E804K|EGFLAM_uc003jle.1_Missense_Mutation_p.E570K|EGFLAM_uc003jlf.1_Missense_Mutation_p.E170KNM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN EGF-like 3. 7GCCCAGGAAGGAGGGCTATGA0.622

+ 14 1939 C7_uc011cpn.1_RNA NM_000587 NP_000578 P10643 CO7_HUMAN Sushi 1. 0TATTGGAAACCCAGTGGCCAG0.388

- 23 2840HEATR7B2_uc003jmi.3_Missense_Mutation_p.G339SNM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 9. 8AGCATGTAACCAATCAGCATC0.433

- 1 4 NM_000524 NP_000515 P08908 5HT1A_HUMANExtracellular (By similarity). 4CTGAGCACATCCATGCCTGCG0.637

+ 5 4571MAP1B_uc010iyw.1_Missense_Mutation_p.P1461S|MAP1B_uc010iyx.1_Missense_Mutation_p.P1318S|MAP1B_uc010iyy.1_Missense_Mutation_p.P1318SNM_005909 NP_005900 P46821 MAP1B_HUMAN 5CCAAGTAAGTCCAGTTTCTGA0.413

+ 2 132GFM2_uc003kdh.1_5'Flank|GFM2_uc003kdi.1_5'Flank|GFM2_uc010izj.1_5'Flank|GFM2_uc010izk.1_5'Flank|GFM2_uc003kdj.1_5'Flank|GFM2_uc010izl.1_5'FlankNM_014886 NP_055701 O95478 NSA2_HUMAN 1CTATGGATACCGTTTGGATTA0.328

- 1 368 NR_004845 0GGAGGAGCTGGAGCCCACCAT0.542

+ 20 3793_3794GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16AGTAATGGTTCCATTCAATGAT0.421

+ 36 8419GPR98_uc003kjt.2_Missense_Mutation_p.D481N|GPR98_uc003kjv.2_Missense_Mutation_p.D375NNM_032119 NP_115495 Q8WXG9 GPR98_HUMANCalx-beta 19.|Extracellular (Potential). 16GCATTTGTTGGATGACAACAT0.338

+ 38 8726GPR98_uc003kjt.2_Missense_Mutation_p.G583E|GPR98_uc003kjv.2_Missense_Mutation_p.G477ENM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16CAAACAGTAGGAAACCTAGCA0.393

+ 45 9775GPR98_uc003kjt.2_Nonsense_Mutation_p.R933*|GPR98_uc003kjv.2_Nonsense_Mutation_p.R827*NM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential).|EAR 1. 16AAATGTATCTCGAACTAATGG0.393

+ 5 1344SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.E380K|SNCAIP_uc003ksx.1_Missense_Mutation_p.E427K|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.E74K|SNCAIP_uc010jcx.1_IntronNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2CTGCCTCAATGAGCGCAACAC0.488

+ 7 780MEGF10_uc010jdc.1_Missense_Mutation_p.D140N|MEGF10_uc010jdd.1_Missense_Mutation_p.D140N|MEGF10_uc003kui.3_Missense_Mutation_p.D140NNM_032446 NP_115822 Q96KG7 MEG10_HUMANExtracellular (Potential).|Necessary for interaction with AP2M1, self-assembly and formation of the irregular, mosaic-like adhesion pattern.4CTCAGCCTGCGATGGTGATCA0.582

- 2 321 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2TCCCCCACACCCACATCCGGG0.557

+ 1 970PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.D324NNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 3.|Extracellular (Potential). 8AGAAGCCACGGATAAAGGAAA0.373

+ 1 217PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.D73NNM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 1.|Extracellular (Potential). 4ATTCCGTGGGGATCTTCTGGA0.612

+ 1 1823PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.S608L|PCDHA13_uc003lid.2_Missense_Mutation_p.S608LNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 6.|Extracellular (Potential). 6GCGTGGCTTTCGTATGAATTG0.682

+ 1 1932 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 6.|Extracellular (Potential). 0ATTTTCTGTTCAAAGACAAAA0.438

+ 1 1974 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCadherin 6.|Extracellular (Potential). 5TACCTGGTGACCAAGGTGGTG0.697

+ 1 1934 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANCadherin 6.|Extracellular (Potential). 6TACCTGGTGACCAAGGTGGTG0.706

+ 1 2177PCDHB11_uc011daj.1_Missense_Mutation_p.S361LNM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANCytoplasmic (Potential). 6GGAAGCTGCTCGGTGCCTAAG0.657

+ 1 1997PCDHB12_uc011dak.1_Missense_Mutation_p.S266LNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 6. 3GCCTGGCTGTCGTACCAGCTG0.726

+ 1 2011PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lkv.1_Intron|PCDHGC3_uc003lkw.1_Intron|PCDHGC4_uc011dbb.1_Missense_Mutation_p.P671S|PCDHGC5_uc011dbc.1_5'Flank|PCDHGC5_uc003lla.1_5'FlankNM_018928 NP_061751 Q9Y5F7 PCDGL_HUMANCadherin 6.|Extracellular (Potential). 4AGACACTCATCCAGTTGTCCC0.488

- 4 3323 NM_032420 NP_115796 Q08174 PCDH1_HUMAN 5CTTGCTGGACGGCGTCTCAGA0.637

- 1 3399 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANHelical; (Potential). 3AGGATCAACCCGAAGATGCCC0.597

+ 1 1303SH3TC2_uc003lpp.1_IntronNM_000024 NP_000015 P07550 ADRB2_HUMAN Cytoplasmic. 1AATGGCTACTCCAGCAACGGC0.522

+ 2 567 NM_000112 NP_000103 P50443 S26A2_HUMANCytoplasmic (Potential). 0CAGTGGCTCCCAAAATACGAC0.423

- 1 587 NM_130899 NP_570969 Q8TC56 FA71B_HUMAN 6CAAAAGAGATCTTCCCGTGTG0.507

- 23 4448ATP10B_uc010jit.1_Missense_Mutation_p.D451NNM_025153 NP_079429 O94823 AT10B_HUMANHelical; (Potential). 5TAGAATGCATCCACCATAGAA0.418

+ 9 1539GABRA6_uc003lyv.2_Missense_Mutation_p.P172TNM_000811 NP_000802 Q16445 GBRA6_HUMANCytoplasmic (Probable).p.P401L(1) 12ACAATCAACACCTGTCACACC0.463

+ 11 640 NM_001079529 NP_001072997 P0C7A2 F153B_HUMAN 1AGACCTGGAGGAGCATGGGCC0.507

+ 14 2470 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANCytoplasmic (Potential). 1CTTCCTCATTCGGCAGAAGAT0.637

+ 10 491FAM153C_uc003mig.1_Missense_Mutation_p.S97FNM_001079527 NP_001072995 0GCAAGTCCTTCCTCTGCACCT0.527

+ 13 1925_1926DSP_uc003mxq.1_Missense_Mutation_p.S549FNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9AGCCTGGTGTCCTGGCACTACT0.525



+ 2 1010 NM_001718 NP_001709 P22004 BMP6_HUMAN 3CAGCATTTATCAAGTCTTACA0.483

+ 2 201 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6TAAACAAATTCATCCCAGAAA0.388

- 1 88 NM_005493 NP_005484 Q96S59 RANB9_HUMAN Poly-Pro. 2 ctgctgctgcggcggcggcgg 0.517

+ 6 720CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.M133I|CAP2_uc011djb.1_Intron|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1TCAAGGAGATGAATGACGCTG0.398

+ 21 2121LRRC16A_uc010jpx.2_Missense_Mutation_p.G582E|LRRC16A_uc010jpy.2_Missense_Mutation_p.G582ENM_017640 NP_060110 Q5VZK9 LR16A_HUMAN LRR 9. 4AGCGGCAACGGAATGGGGGAC0.547

+ 1 31 NM_003523 NP_003514 P62807 H2B1C_HUMAN 0CGCTCCCGCCCCGAAGAAGGG0.527

+ 6 1262BTN2A3_uc011dkm.1_Intron 0ATTCTCTCTCTGGAGGAGCCC0.507

+ 7 1149 NM_001732 NP_001723 Q13410 BT1A1_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2CGTGTGTAGGGAGAATGTGAT0.557

+ 11 1396PRSS16_uc011dkt.1_RNA|PRSS16_uc003njb.2_Missense_Mutation_p.E205K|PRSS16_uc003njd.2_RNANM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5AGGATCCTCAGAATCAACTCT0.567

+ 2 166GPX5_uc003nlm.2_Missense_Mutation_p.S55F|GPX5_uc003nln.2_RNANM_001509 NP_001500 O75715 GPX5_HUMAN 1GAATATGTTTCCTTCAAGCAG0.423

+ 3 573PPP1R11_uc010jrw.2_RNA|PPP1R11_uc003npc.2_RNANM_021959 NP_068778 O60927 PP1RB_HUMAN Pro-rich. 3CTAGGACCGACCCCCACCACC0.612

- 5 1323MDC1_uc003nrf.3_5'UTR|MDC1_uc011dmp.1_Missense_Mutation_p.P167S|MDC1_uc003nrh.1_Missense_Mutation_p.P167S|MDC1_uc003nri.2_Missense_Mutation_p.P295SNM_014641 NP_055456 Q14676 MDC1_HUMANRequired for nuclear localization (NLS1). 4TCCTCTCCAGGAGGTTGGCTC0.542

+ 2 3502 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMAN 0AAAGTCCACAGAACACCCAGA0.463

- 2 508PSORS1C1_uc003nsl.1_5'Flank|PSORS1C1_uc010jsj.1_5'FlankNM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0GAGTCCTGGTGGAGGAGTGAA0.622

+ 1 80 TNF_uc003nuj.2_5'FlankNM_000594 NP_000585 P01375 TNFA_HUMAN 3AACCCTCAGACGCCACATCCC0.592

+ 4 674TNF_uc003nuj.2_Silent_p.T20TNM_000594 NP_000585 P01375 TNFA_HUMANExtracellular (Potential). 3CAAGGTCAACCTCCTCTCTGC0.632

+ 6 468AIF1_uc010jsy.2_3'UTR|AIF1_uc003nva.2_Missense_Mutation_p.E78KNM_001623 NP_001614 P55008 AIF1_HUMAN 1GAGAGAAAAGGAAAAGCCAAC0.488

+ 10 1580CYP21A2_uc003nzf.1_Missense_Mutation_p.A458TNM_000500 NP_000491 P08686 CP21A_HUMAN 0GGGGATGGGGGCCCACAGCCC0.682

- 48 3769_3770COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.P1095F|COL11A2_uc003ocz.1_Missense_Mutation_p.P1074FNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5AGGTCCTGGGGGGCCAGGTGGT0.594

+ 6 961RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.E282K|SLC39A7_uc011dqv.1_Missense_Mutation_p.E157K|SLC39A7_uc003odh.2_5'UTR|HSD17B8_uc003odi.1_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1AGAAGAAAAGGAAACAAGAGG0.488

+ 60 9020 NM_001371 NP_001362 21CAGATTTCACGAATAATTCGA0.363

+ 89 13573 NM_001371 NP_001362 21CTGGTTCACTGAACTTTTGGA0.443

- 2 410POLH_uc010jyu.2_5'Flank|POLH_uc011dvl.1_5'Flank|POLH_uc003ovq.3_5'FlankNM_020750 NP_065801 Q9HAV4 XPO5_HUMANNecessary for interaction with Ran. 4ATCTGAAGGCCAAAATGTCTG0.418

- 10 944CRISP2_uc003ozl.2_Missense_Mutation_p.E230K|CRISP2_uc003ozn.2_Missense_Mutation_p.E230K|CRISP2_uc003ozr.2_Missense_Mutation_p.E230K|CRISP2_uc003ozo.2_Missense_Mutation_p.E230K|CRISP2_uc003ozm.2_Missense_Mutation_p.E265K|CRISP2_uc003ozp.2_Missense_Mutation_p.E230KNM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1TTGCACTTTTCCTTGAGTAAC0.393

+ 8 983 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 10. 1GGAAAGACTTCCTGAAGAAAT0.378

+ 5 1866 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6CCCAGACACCCCTACGAATGT0.473

+ 5 2655 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6CAAGAGTAAGGAAGATGTAAC0.388

- 1 860BMP5_uc011dxf.1_Missense_Mutation_p.E50KNM_021073 NP_066551 P22003 BMP5_HUMAN 2CTTTGTATTTCCCGTCTTTCG0.453

- 5 532GUSBL2_uc011dxp.1_RNA 0CCGTAGTTGCGATACCAAGAG0.507

- 10 2034EYS_uc003peq.2_Missense_Mutation_p.A499V|EYS_uc003per.1_Missense_Mutation_p.A499VNM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6AAAGAAATAGGCATCAATAAC0.343

+ 18 3102RIMS1_uc011dyb.1_Missense_Mutation_p.D634N|RIMS1_uc003pgc.2_Missense_Mutation_p.D635N|RIMS1_uc010kaq.2_Missense_Mutation_p.D482N|RIMS1_uc011dyc.1_Missense_Mutation_p.D483N|RIMS1_uc010kar.2_Missense_Mutation_p.D402N|RIMS1_uc011dyd.1_Missense_Mutation_p.D468N|RIMS1_uc003pgf.2_Missense_Mutation_p.D225N|RIMS1_uc003pgg.2_Missense_Mutation_p.D226N|RIMS1_uc003pgi.2_Missense_Mutation_p.D225N|RIMS1_uc003pgh.2_Missense_Mutation_p.D225N|RIMS1_uc003pgd.2_Missense_Mutation_p.D226N|RIMS1_uc003pge.2_Missense_Mutation_p.D226N|RIMS1_uc011dye.1_5'UTR|RIMS1_uc011dyf.1_5'Flank|RIMS1_uc003pgb.3_Missense_Mutation_p.D635N|RIMS1_uc010kas.1_Missense_Mutation_p.D468NNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10CAGAGATGTGGATAGTCAGTA0.363

- 9 1237UBE2CBP_uc011dyx.1_RNANM_198920 NP_944602 Q7Z6J8 UB2CB_HUMAN HECT-like. 1TTCACACGGCGAAGGGATGAA0.463

- 14 2723EPHA7_uc003pof.2_Missense_Mutation_p.E823K|EPHA7_uc011eac.1_Missense_Mutation_p.E824KNM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential).|Protein kinase. 28GACATAACTTCCCACATGACT0.408

- 4 438C6orf186_uc003pub.2_Intron|DDO_uc003pud.2_IntronNM_003649 NP_003640 Q99489 OXDD_HUMAN 3AGTCATCTTTCGAAATCCCAG0.468

+ 4 886DSE_uc011ebg.1_Nonsense_Mutation_p.L250*|DSE_uc003pwt.2_Nonsense_Mutation_p.L231*|DSE_uc003pwu.2_5'FlankNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GAAGCCTACTTATGGACCAAA0.443

+ 3 1553TMEM200A_uc010kfh.2_Missense_Mutation_p.E228K|TMEM200A_uc010kfi.2_Missense_Mutation_p.E228K|TMEM200A_uc003qcb.2_Missense_Mutation_p.E228KNM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1CTCCGTGGAGGAGGATGAACT0.498

- 4 1209BCLAF1_uc003qgw.1_Missense_Mutation_p.S319F|BCLAF1_uc003qgy.1_Missense_Mutation_p.S317F|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.S317FNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1ATAAAACGAGGAACGGCCCCT0.403

- 3 780IL20RA_uc011edl.1_Nonsense_Mutation_p.W67*|IL20RA_uc003qhk.2_Intron|IL20RA_uc010kgy.1_Intron|IL20RA_uc003qhi.2_5'FlankNM_014432 NP_055247 Q9UHF4 I20RA_HUMANExtracellular (Potential).|Fibronectin type-III 1. 4CTTTGTTCCCCAAATGGCCTT0.363

+ 23 3910 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2CAGTGCCCTGGAAACAGTGCA0.493

- 143 26523SYNE1_uc010kiv.2_Missense_Mutation_p.R3165W|SYNE1_uc003qos.3_Missense_Mutation_p.R3165W|SYNE1_uc003qot.3_Missense_Mutation_p.R8593W|SYNE1_uc003qou.3_Missense_Mutation_p.R8641W|SYNE1_uc003qop.3_Missense_Mutation_p.R826W|SYNE1_uc011eez.1_Missense_Mutation_p.R843W|SYNE1_uc003qoq.3_Missense_Mutation_p.R843W|SYNE1_uc003qor.3_Missense_Mutation_p.R1564WNM_182961 NP_892006 Q8NF91 SYNE1_HUMANPotential.|Cytoplasmic (Potential). 45AGTTTGAGCCGATTTCCAATA0.423

+ 29 4232_4233MLLT4_uc003qwb.1_Missense_Mutation_p.P1349F|MLLT4_uc003qwc.1_Missense_Mutation_p.P1365F|MLLT4_uc003qwg.1_Missense_Mutation_p.P674FNM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5AACAGACCTGCCTCCGCCACCC0.614

- 13 2100 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN p.I566I(1) 50CCCGGGGGCTCGGCGGTGATT0.622

+ 7 672LOC389458_uc010kst.2_Silent_p.A14A 0tgctCCCGGCCGCCCCGGTCC0.617

- 15 1881RSPH10B2_uc003spg.1_Missense_Mutation_p.G384D|RSPH10B2_uc010ktd.1_Missense_Mutation_p.G537D|RSPH10B2_uc011jwk.1_Missense_Mutation_p.G238DNM_173565 NP_775836 B2RC85 R10B2_HUMAN 3GAATAAATTGCCTAAAAATAC0.338

+ 2 326RAC1_uc003spw.2_Missense_Mutation_p.P29SNM_006908 NP_008839 P63000 RAC1_HUMAN 2CAATGCATTTCCTGGAGAATA0.353

- 13 3127 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANTSP type-1 9.|Extracellular (Potential). 3TTATATTTGTCACAAGGACAA0.388

- 1 484 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1AAAAAGCCCTGAATTTGAGAA0.448



+ 10 2243ITGB8_uc011jyh.1_Missense_Mutation_p.S378LNM_002214 NP_002205 P26012 ITB8_HUMANCysteine-rich tandem repeats.|II.|Extracellular (Potential).3AGTTGCAAGTCACACAAGGAT0.373

+ 74 11997 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 6 (By similarity). 15GCTTCCAAAGGAGGACACTGG0.512

- 9 819 NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1TTTTTTGTCCGTCTGCAAAAA0.443

- 3 481GGCT_uc003tbb.2_Intron|GGCT_uc003tbc.2_RNA|GGCT_uc003taz.2_Missense_Mutation_p.K57NNM_024051 NP_076956 O75223 GGCT_HUMAN 0AGGTTATTTCTTTTCCTTCTT0.373

+ 16 1461ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.R392Q|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.R441Q|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.R441Q|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.R440Q|uc003tcg.2_5'FlankNM_001118 NP_001109 P41586 PACR_HUMANCytoplasmic (Potential). 1GAGATCAAGCGAAAATGGCGA0.612

- 21 2270DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0GGCAGATTTTCGACTATATGT0.274

- 8 1287 NM_001077653 NP_001071121 Q9UMR3 TBX20_HUMAN 1GGCCCCTGCTGAAAATAGTGA0.517

+ 11 1124 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 1. 3CCTAACGAACGATCTGAGGAT0.443

- 5 1091TBRG4_uc003tmu.2_Missense_Mutation_p.S147F|TBRG4_uc003tmw.2_Intron|TBRG4_uc003tmx.2_Intron|TBRG4_uc011kcd.1_Missense_Mutation_p.S333FNM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0GGGCATGAGGGATAGCAGGTC0.592

+ 1 1202 NR_003595 0CTCCAAACTTCTCTCTGGTGT0.473

+ 1 470VSTM2A_uc010kze.2_Missense_Mutation_p.G22E|VSTM2A_uc003tqc.3_Missense_Mutation_p.G22ENM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0GTACAACAAGGGCTTTCTTCT0.403

- 4 488 NM_033273 NP_150376 Q96JC4 ZN479_HUMAN KRAB. 4TTCTGGGACTCTTTATTTTGC0.383

+ 4 680 NM_001159279 NP_001152751 2ATGTAAAAACGATGGCAAATC0.328

+ 4 505 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN KRAB. 1AATATAAAGAGAAATGAGATG0.393

+ 6 1033WBSCR17_uc003tvz.2_Missense_Mutation_p.P44SNM_022479 NP_071924 Q6IS24 GLTL3_HUMANCatalytic subdomain B.|Lumenal (Potential). 7TCTTCTGGATCCTGGCATGGA0.502

- 15 1835HGF_uc003uhm.2_Missense_Mutation_p.G552ENM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4TTTCTCATCTCCTCTTCCGTG0.363

- 7 800CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.T162I|CALCR_uc003umw.2_Missense_Mutation_p.T162INM_001742 NP_001733 P30988 CALCR_HUMANHelical; Name=1; (Potential). 9AATCACTAGGGTGAAAATTGA0.358

+ 13 4572 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16CTCCCCAGATCCTTTTATGTC0.507

+ 29 3345STAG3_uc011kjk.1_Missense_Mutation_p.E1006K|GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|STAG3_uc003uub.1_Missense_Mutation_p.E288KNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GAACACAGCAGAGACCAGCCC0.632

+ 26 5158ZAN_uc003uwk.2_Missense_Mutation_p.E1665K|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kkd.1_Missense_Mutation_p.E242KNM_003386 NP_003377 Q9Y493 ZAN_HUMANExtracellular (Potential).|VWFD 2. 11CCACTTGGTGGAAGTGACAGT0.602

+ 3 7653MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27TGAGGCTAGCACCCTTTCAAC0.488

- 5 563RABL5_uc011kkk.1_Missense_Mutation_p.P77S|RABL5_uc011kkl.1_Missense_Mutation_p.P77S|RABL5_uc003uym.2_Missense_Mutation_p.P124S|RABL5_uc010lhw.2_RNANM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0ATCTCCTCAGGGTCATCTTCC0.443

- 34 5121RELN_uc010liz.2_Nonsense_Mutation_p.W1654*NM_005045 NP_005036 P78509 RELN_HUMAN 19ATGAAAATCCCAGGTCTCAGC0.388

- 30 4595RELN_uc010liz.2_Missense_Mutation_p.D1479NNM_005045 NP_005036 P78509 RELN_HUMAN p.D1479E(1) 19GATTTGCCATCGTTAAGTGTT0.488

- 24 3332RELN_uc010liz.2_Missense_Mutation_p.E1058KNM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 2. 19GGGTGGCATTCAGTGCCTTGG0.527

- 4 3362 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34CTACCCTCTTCCCAGGATAGC0.353

- 4 949WNT2_uc003vja.2_Missense_Mutation_p.L121FNM_003391 NP_003382 P09544 WNT2_HUMAN 7CATGTCCTGAGAGTACATGAG0.552

+ 5 709 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential).|ABC transmembrane type-1 1.5CAAATTTGATGAAGTATGTAC0.323

+ 12 4488PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9ATCTACTGATCATTCTGTTCC0.403

- 13 1407DGKI_uc003vtu.2_Missense_Mutation_p.R169QNM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3GTTGAGAGTTCGAGCCAGGTC0.552

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

- 8 1160 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290TGCACATTGGGAGCTGATGAG0.393

- 5 504CLEC5A_uc011krm.1_Missense_Mutation_p.G80R|CLEC5A_uc003vww.1_Missense_Mutation_p.G103R|CLEC5A_uc010lnq.1_Missense_Mutation_p.G80R|CLEC5A_uc010lnr.1_IntronNM_013252 NP_037384 Q9NY25 CLC5A_HUMANC-type lectin.|Extracellular (Potential). 0AATGTGGATCCTTTTCCTTTG0.448

- 1 149 NM_176817 NP_789787 P59533 T2R38_HUMANHelical; Name=1; (Potential). 2CTCCAGGACTGAAATGAACAG0.438

+ 5 669uc011krr.1_Intron|uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_Intron|PRSS1_uc003wam.2_Missense_Mutation_p.D158NNM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2CTCCTGGGGTGATGGCTGTGC0.522

+ 2 189uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_RNA|uc003wan.1_Intron|TRY6_uc011kso.1_RNA|TRY6_uc011ksr.1_RNANR_001296 0GAATTCTGTCCCCTACCAGGT0.547

+ 1 644 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANHelical; Name=5; (Potential). 1ACCCTCATCTCCTATGGCTAC0.552

+ 3 1008FAM115C_uc003wdg.2_Missense_Mutation_p.D28N|FAM115C_uc011ktk.1_Missense_Mutation_p.D309N|FAM115C_uc003wdh.2_Missense_Mutation_p.D309N|FAM115C_uc011ktm.1_Missense_Mutation_p.D309N|uc011ktn.1_Intron|uc011kto.1_Intron|uc011ktp.1_Intron|LOC154761_uc011ktq.1_Intron|LOC154761_uc011ktr.1_Intron|LOC154761_uc011kts.1_Intron|FAM115C_uc011ktt.1_Missense_Mutation_p.D145N|FAM115C_uc003wdi.1_Missense_Mutation_p.D28NNM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0AAATCTAAAAGATCTGTGTCC0.562

+ 1 650 NM_012365 NP_036497 Q96R48 OR2A5_HUMANHelical; Name=5; (Potential). 3GTGCTGGTCTCCTACTCGCGC0.612

+ 43 6259 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0CCAGCAGCTGGAACACCCCAC0.667

+ 3 207GIMAP4_uc011kuu.1_5'UTR|GIMAP4_uc011kuv.1_Missense_Mutation_p.G56ENM_018326 NP_060796 Q9NUV9 GIMA4_HUMANGTP (Potential). 1ACCGGAGCAGGAAAAAGTGCA0.463

- 7 1717KCNH2_uc003wib.2_Nonsense_Mutation_p.W228*|KCNH2_uc011kux.1_Nonsense_Mutation_p.W472*|KCNH2_uc003wid.2_Nonsense_Mutation_p.W228*|KCNH2_uc003wie.2_Nonsense_Mutation_p.W568*NM_000238 NP_000229 Q12809 KCNH2_HUMANHelical; Name=Segment S5; (Potential). 4CGATGGCGTACCAGATGCAGG0.617

- 52 8270CSMD1_uc011kwj.1_Missense_Mutation_p.S1956F|CSMD1_uc010lrg.2_IntronNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 17. 25TGGGGGAAAGGAAAGGCTTCC0.398

- 14 2275CSMD1_uc011kwj.1_Missense_Mutation_p.D21NNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 4. 25ACATCAAAATCATTAAAGATT0.418

+ 8 1339BLK_uc003wtz.2_Missense_Mutation_p.G182DNM_001715 NP_001706 P51451 BLK_HUMANProtein kinase.|ATP (By similarity). 3GGACAATTCGGCGAAGTCTGG0.572

- 1 464FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3CTGCTTGCCTCTATGGAAGCC0.522

- 5 585 NM_003840 NP_003831 Q9UBN6 TR10D_HUMANExtracellular (Potential).|TNFR-Cys 3. 0TTGACCATCCCTCTGGGACAC0.562



+ 12 1263ADAM7_uc003xec.2_Missense_Mutation_p.D156NNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANPeptidase M12B.|Extracellular (Potential). 5GTACTTGAAGGATTATAAGCC0.353

- 13 1198PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4GTCTGCGGCTCGCTTCAAAAT0.488

- 10 999PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN IPT/TIG. 4CCTGGGGCTCCTTTGCAGAAC0.488

- 3 1765 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 ctcttcttcccgtattacctt 0.209

+ 6 628ADAM32_uc011lch.1_Missense_Mutation_p.Y135C|ADAM32_uc003xmu.3_Missense_Mutation_p.Y128CNM_145004 NP_659441 Q8TC27 ADA32_HUMAN 3AATGTTTCTTATGGAATTGAG0.289

+ 11 1255IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Missense_Mutation_p.G79E|IDO2_uc003xnp.1_Missense_Mutation_p.G79ENM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2CTGTCATCTGGACAGGACCAC0.507

- 6 1334SLC20A2_uc010lxm.2_Missense_Mutation_p.A214T|SLC20A2_uc003xpe.2_Missense_Mutation_p.A214T|SLC20A2_uc011lcu.1_Missense_Mutation_p.A16TNM_006749 NP_006740 Q08357 S20A2_HUMANHelical; (Potential). 2AGGGCTATGGCCCACATGGGG0.537

+ 4 2771 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12ACGTAAAGGGGATAAAGTGAA0.358

+ 3 1672 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2AGCACCCTACGGTCCATCTCC0.587

- 3 543CA8_uc003xua.1_Missense_Mutation_p.L99F|CA8_uc003xub.2_Missense_Mutation_p.L99FNM_004056 NP_004047 P35219 CAH8_HUMAN 0CCTCCCGAAAGAACTGAAAAA0.393

- 3 1045_1046 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3ACCTCCTATTTCAAGGTCCTCG0.366

+ 15 1468SGK3_uc003xwp.2_Missense_Mutation_p.S384F|SGK3_uc003xwt.2_Missense_Mutation_p.S390F|SGK3_uc003xwu.2_Missense_Mutation_p.S358FNM_001033578 NP_001028750 Q96BR1 SGK3_HUMANProtein kinase. 4ACAGCCTGGTCCATTCTGGAA0.428

- 7 2422SLCO5A1_uc010lzb.2_Missense_Mutation_p.S517L|SLCO5A1_uc011lfa.1_RNA|SLCO5A1_uc003xyk.2_Missense_Mutation_p.S572LNM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANExtracellular (Potential).|Kazal-like. 4AATTCCATCTGATCCACAGAC0.428

- 11 1308 NM_006540 NP_006531 Q15596 NCOA2_HUMAN 16GATCCGGATTCATCACACACA0.408

- 5 451CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.P84L|CA1_uc003ydi.2_Missense_Mutation_p.P84LNM_001738 NP_001729 P00915 CAH1_HUMAN 2GTCAGAGAAAGGACCACCTTT0.418

- 5 451CDH17_uc011lgo.1_Missense_Mutation_p.P109L|CDH17_uc011lgp.1_Missense_Mutation_p.P109LNM_004063 NP_004054 Q12864 CAD17_HUMANExtracellular (Potential).|Cadherin 1. 6GATAGGGACTGGACCCTCCAC0.483

- 8 1276RGS22_uc003yja.1_Missense_Mutation_p.H180Y|RGS22_uc003yjc.1_Missense_Mutation_p.H349Y|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7TTCTTGCCATGAATAGACTCA0.343

+ 2 798RIMS2_uc003ylp.2_Missense_Mutation_p.R408Q|RIMS2_uc003ylw.2_Missense_Mutation_p.R216Q|RIMS2_uc003ylq.2_Missense_Mutation_p.R216Q|RIMS2_uc003ylr.2_Missense_Mutation_p.R216QNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GAAAATCAGCGATCTTATTCA0.458

+ 4 471 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|IPT/TIG 1. 14TCCTGTTACGGAAAATAACAC0.398

+ 14 1429 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AGTTATTTTTCCAGTCCAACA0.353

+ 38 5455 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|IPT/TIG 10. 14GTTTTCATTGGAAATCAACAG0.413

+ 26 3547 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11ATTTCAGATTCGCTAACAGCC0.527

- 2 331LRRC24_uc003zdm.2_5'Flank|LRRC24_uc003zdn.2_5'Flank|MGC70857_uc003zdq.1_5'UTR|MGC70857_uc003zdr.1_RNANM_001001795 NP_001001795 Q6P1X6 CH082_HUMAN 0CTTCATTTTGGAATCATCCAG0.582

+ 9 1154ADAMTSL1_uc003znb.2_Missense_Mutation_p.E343K|ADAMTSL1_uc003znc.3_Missense_Mutation_p.E343KNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5CTATTACCCAGAGAACATCAA0.453

- 1 745SLC24A2_uc003zob.1_Missense_Mutation_p.R228KNM_020344 NP_065077 Q9UI40 NCKX2_HUMANCytoplasmic (Potential). 3TAAGATTTCTCTAGAAAACAG0.413

- 1 190 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26AAAGTAAATGGGCCACCTCCA0.567

+ 2 1646 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1CACCATCAAGGTTCCTCAGAA0.517

+ 5 378ANXA1_uc004aje.1_Missense_Mutation_p.G102S|ANXA1_uc004ajg.1_Missense_Mutation_p.G102SNM_000700 NP_000691 P04083 ANXA1_HUMAN Annexin 1. 2AGCCCTTACAGGTCACCTTGA0.403

- 25 3758TRPM6_uc004ajk.1_Nonsense_Mutation_p.R1169*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajj.1_Nonsense_Mutation_p.R130*NM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8GATGTCACTCGGATTCGTTCC0.368

- 21 3003TRPM6_uc004ajk.1_Nonsense_Mutation_p.S917*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajm.1_Nonsense_Mutation_p.S208*NM_017662 NP_060132 Q9BX84 TRPM6_HUMANHelical; (Potential). 8GAAGCCAGCTGAAAACAGGCC0.473

+ 17 2706NTRK2_uc004any.1_Missense_Mutation_p.E590K|NTRK2_uc004anz.1_Missense_Mutation_p.E606KNM_001018064 NP_001018074 Q16620 NTRK2_HUMANProtein kinase.|Cytoplasmic (Potential). 16CCGTGAGGCCGAGCTCCTGAC0.542

+ 4 4327 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3GGCCCCCATCCACAGCTGCAG0.607

- 2 726 NM_005384 NP_005375 Q16649 NFIL3_HUMANLeucine-zipper. 0GTGGCGTTTTCTTCTCCCAGT0.388

- 3 451CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_Missense_Mutation_p.G129E|ECM2_uc011lty.1_Missense_Mutation_p.G129E|ECM2_uc004asg.2_Missense_Mutation_p.G129E|ECM2_uc011ltz.1_Missense_Mutation_p.G129E|ECM2_uc004asi.2_Missense_Mutation_p.G129ENM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2AAGAACTCTTCCATCTGAGCA0.522

+ 9 1736FGD3_uc004asx.2_Missense_Mutation_p.E370K|FGD3_uc004asz.2_Missense_Mutation_p.E370K|FGD3_uc004ata.2_Missense_Mutation_p.E173K|FGD3_uc011luc.1_5'FlankNM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2CCCGGCCAATGAACTGATCAA0.587

- 1 90GRIN3A_uc004bbp.1_Intron|GRIN3A_uc004bbq.1_Intron|PPP3R2_uc010mtf.1_RNANM_147180 NP_671709 Q96LZ3 CANB2_HUMAN 2TAACTGGCCTCGTTTCCCATT0.592

- 3 2811GRIN3A_uc004bbq.1_Missense_Mutation_p.P737LNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANCytoplasmic (Potential). 7CCAACATTTTGGAGGTTTGAT0.448

- 2 1691GRIN3A_uc004bbq.1_Missense_Mutation_p.E364KNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7GTCCTCAGTTCCTCCACATTC0.512

- 1 278 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMANExtracellular (Potential). 1TCCAGAGAAGGAAATGTTTCT0.448

- 17 2442C9orf5_uc004bds.3_RNA|C9orf5_uc004bdr.3_Missense_Mutation_p.P796SNM_032012 NP_114401 Q9H330 CI005_HUMAN 1GTCAGGTAAGGATGGCCACCT0.433

- 38 8688SVEP1_uc010mty.2_Missense_Mutation_p.G710ENM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. p.V2784I(1) 7TTTGATGGATCCATTCATGAC0.478

- 38 7457SVEP1_uc010mty.2_Missense_Mutation_p.P300SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 16. 7TTACAAACAGGGAAAGAGTCA0.463

- 4 1344SVEP1_uc010mua.1_Missense_Mutation_p.G336E|SVEP1_uc004beu.2_Missense_Mutation_p.G336E|SVEP1_uc004bev.2_Missense_Mutation_p.G80ENM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7ACTGCTGATTCCTCCTGGTGA0.522

- 2 923SVEP1_uc010mua.1_Missense_Mutation_p.D196N|SVEP1_uc004beu.2_Missense_Mutation_p.D196N|SVEP1_uc004bev.2_5'UTRNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN VWFA. 7GAATATCCATCAGTGATGAGA0.423

- 2 547TNC_uc010mvf.2_Missense_Mutation_p.S62FNM_002160 NP_002151 P24821 TENA_HUMAN 7CGAACACTGGGATCCCACTGG0.572

- 5 1058DBC1_uc004bkd.2_Missense_Mutation_p.P201LNM_014618 NP_055433 O60477 DBC1_HUMAN MACPF. 8ACAGCCCAGAGGCCCAGTGCG0.512

- 6 1353TRAF1_uc011lyg.1_Missense_Mutation_p.E139K|TRAF1_uc010mvl.1_Missense_Mutation_p.E261KNM_005658 NP_005649 Q13077 TRAF1_HUMAN 3GAGGCCTCCTCCATGAGGCGC0.617



+ 11 1721PTGS1_uc011lys.1_Missense_Mutation_p.S467F|PTGS1_uc010mwb.1_Missense_Mutation_p.S383F|PTGS1_uc004bmf.1_Missense_Mutation_p.S492F|PTGS1_uc004bmh.1_Missense_Mutation_p.S420F|PTGS1_uc011lyt.1_Missense_Mutation_p.S420FNM_000962 NP_000953 P23219 PGH1_HUMAN 2GCTCCCTTTTCCCTCAAGGGT0.512

+ 1 349 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMANHelical; Name=3; (Potential). 1TCTCCTGGCGGCTATGGCCAT0.433

+ 13 1978GLE1_uc004bvi.2_Missense_Mutation_p.L622F|GLE1_uc010myd.2_Missense_Mutation_p.L368FNM_001003722 NP_001003722 Q53GS7 GLE1_HUMAN 0AGCCACCCTCCTCTTTGACTT0.502

+ 6 1196PKN3_uc010myh.2_Missense_Mutation_p.S268L|PKN3_uc011mbk.1_5'UTRNM_013355 NP_037487 Q6P5Z2 PKN3_HUMAN 4CCCCAGCCTTCAGGGACACCT0.612

+ 12 1236KCNT1_uc011mdr.1_Missense_Mutation_p.D215N|KCNT1_uc010nbf.2_Missense_Mutation_p.D343N|KCNT1_uc004cgo.1_Missense_Mutation_p.D137NNM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4CCTTCTCATGGACTTCCTGAA0.647

+ 6 1029ARSF_uc004crf.1_Missense_Mutation_p.E270QNM_004042 NP_004033 P54793 ARSF_HUMAN 2TATGGTGAAGGAAGCGATTTC0.408

+ 6 586TBL1X_uc004csq.3_Missense_Mutation_p.S22F|TBL1X_uc010ndr.2_Missense_Mutation_p.S22F|TBL1X_uc004csr.2_Missense_Mutation_p.S73F|TBL1X_uc004css.2_Missense_Mutation_p.S24FNM_001139466 NP_001132938 O60907 TBL1X_HUMAN LisH. 1ACAGGTTTTTCCCACTCGGCT0.552

- 2 1585ARHGAP6_uc004cuo.1_RNA|ARHGAP6_uc004cur.1_Missense_Mutation_p.D238Y|ARHGAP6_uc004cum.1_Missense_Mutation_p.D35Y|ARHGAP6_uc004cun.1_Missense_Mutation_p.D58Y|ARHGAP6_uc010neb.1_Missense_Mutation_p.D60Y|ARHGAP6_uc011mif.1_Missense_Mutation_p.D35YNM_013427 NP_038286 O43182 RHG06_HUMAN 2AGGTCACAGTCCTGTTGCAAC0.557

+ 3 791 NM_016562 NP_057646 Q9NYK1 TLR7_HUMANExtracellular (Potential).|LRR 7. 5CAATGTCACAGCCGTCCCTAC0.338

- 5 872GEMIN8_uc004cwc.2_Missense_Mutation_p.D177N|GEMIN8_uc004cwd.2_Missense_Mutation_p.D177NNM_017856 NP_060326 Q9NWZ8 GEMI8_HUMAN 0CAGTACAGGTCGTGGTCAGCG0.592

+ 3 435GLRA2_uc010neq.2_Missense_Mutation_p.G35R|GLRA2_uc004cwe.3_Missense_Mutation_p.G35R|GLRA2_uc011mio.1_5'UTR|GLRA2_uc011mip.1_Missense_Mutation_p.G13RNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2CTCCAGGTCTGGAAAACAACC0.418

+ 3 507GLRA2_uc010neq.2_Missense_Mutation_p.D59N|GLRA2_uc004cwe.3_Missense_Mutation_p.D59N|GLRA2_uc011mio.1_5'UTR|GLRA2_uc011mip.1_Missense_Mutation_p.D37NNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2ATCAGGATATGATGCAAGAAT0.378

- 3 1798RAI2_uc004cyg.2_Missense_Mutation_p.E410K|RAI2_uc010nfa.2_Missense_Mutation_p.E410K|RAI2_uc004cyh.3_Missense_Mutation_p.E410K|RAI2_uc011miy.1_Missense_Mutation_p.E360KNM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2CTGAGCATCTCGGTAGCAGCA0.557

+ 3 291PDHA1_uc004czh.3_Missense_Mutation_p.G84D|PDHA1_uc011mjc.1_Missense_Mutation_p.G46D|PDHA1_uc011mjd.1_Missense_Mutation_p.G46D|PDHA1_uc010nfk.2_Missense_Mutation_p.G46DNM_000284 NP_000275 P08559 ODPA_HUMAN 1CTGGAAGAAGGCCCTCCTGTC0.458

- 2 100RPS6KA3_uc004czv.2_Missense_Mutation_p.G22R|RPS6KA3_uc011mjl.1_Missense_Mutation_p.G6R|RPS6KA3_uc011mjm.1_Missense_Mutation_p.G6RNM_004586 NP_004577 P51812 KS6A3_HUMAN 8TCCTCCTCTCCCATAGGTTCA0.348

- 2 320APOO_uc004daw.2_RNA|APOO_uc004day.3_RNANM_024122 NP_077027 Q9BUR5 APOO_HUMAN 0ATTTTTGGGAGGTGAGTCCTT0.413

- 14 1897RPGR_uc004deb.2_Missense_Mutation_p.E577K|RPGR_uc004dea.2_RNA|RPGR_uc004dec.2_IntronNM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1GAAAATGCTTCGATAGTCGTA0.423

+ 40 7412USP9X_uc004dfc.2_Missense_Mutation_p.G2260DNM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6AATCCTTTTGGTGATCCTAAT0.333

- 24 2345CASK_uc004dfj.3_Missense_Mutation_p.P312S|CASK_uc004dfk.3_Missense_Mutation_p.P587S|CASK_uc004dfm.3_Missense_Mutation_p.P744S|CASK_uc004dfn.3_Missense_Mutation_p.P743SNM_003688 NP_003679 O14936 CSKP_HUMANGuanylate kinase-like. 6TGCTTACGTGGAATAGGGTAC0.303

- 1 161CXorf36_uc004dgi.3_Missense_Mutation_p.S29FNM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1CAAGGAGAAAGAACAGCTCAG0.592

- 7 794ZNF182_uc004dis.2_Missense_Mutation_p.L131F|ZNF182_uc004dit.2_Missense_Mutation_p.L150F|ZNF182_uc011mlu.1_Missense_Mutation_p.L130FNM_006962 NP_008893 P17025 ZN182_HUMAN 3GAAGCAACAAGGTTTGTACTC0.338

+ 12 1513 NM_000377 NP_000368 P42768 WASP_HUMANAsp/Glu-rich (acidic). 1CCCTCCAGACGAAGGGGAGGA0.582

+ 8 1396RRAGB_uc004duq.2_Missense_Mutation_p.E221KNM_016656 NP_057740 Q5VZM2 RRAGB_HUMAN 0TCAGCAGCTGGAAATGAACCT0.393

+ 13 1557KIF4A_uc010nkw.2_Missense_Mutation_p.S477L|KIF4A_uc004dyf.1_Missense_Mutation_p.S477LNM_012310 NP_036442 O95239 KIF4A_HUMAN Potential. 4ACCCAGTTATCGGTAAGCCAA0.393

- 1 939NAP1L2_uc011mqj.1_Missense_Mutation_p.E53KNM_021963 NP_068798 Q9ULW6 NP1L2_HUMANGlu-rich (acidic). 1TCCACATATTCATGTACCATA0.338

- 1 525NAP1L2_uc011mqj.1_IntronNM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1TCCCCTTCTTCCCCAAGCCCA0.592

- 4 498NXF3_uc010noi.1_5'UTR|NXF3_uc011mrw.1_Missense_Mutation_p.P143S|NXF3_uc011mrx.1_Missense_Mutation_p.P54SNM_022052 NP_071335 Q9H4D5 NXF3_HUMAN RRM. 3ACCTCAACTGGGACGAAGGGT0.458

+ 22 3977NRK_uc010npc.1_Missense_Mutation_p.G893ENM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN CNH. 14TTGCTGTTGGGAACCCGATCT0.353

+ 20 1421COL4A5_uc011mso.1_Nonsense_Mutation_p.Q407*|COL4A5_uc004eob.1_Nonsense_Mutation_p.Q15*NM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4AGAAAGGGGTCAGAAAGGTGA0.527

+ 24 1862COL4A5_uc011mso.1_Missense_Mutation_p.P554S|COL4A5_uc004eob.1_Missense_Mutation_p.P162SNM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4CCTCACTTTTCCAGGAATGAA0.498

- 11 3395 NM_012471 NP_036603 Q9UL62 TRPC5_HUMANCytoplasmic (Potential). 1GCTTTTGACTTTCCTTGGGCA0.453

- 1 984 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMANInvolved in negatively regulating E2F activity.|DCB2 (By similarity).1AAAGTCATGCCCATCCACATC0.478

+ 18 2663SAGE1_uc010nry.1_Missense_Mutation_p.M801I|SAGE1_uc011mvv.1_Missense_Mutation_p.M456INM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3ATCAATTAATGAAAGAAGTTC0.343

- 22 2767MCF2_uc004fav.2_Nonsense_Mutation_p.Q841*|MCF2_uc011mwl.1_Nonsense_Mutation_p.Q802*|MCF2_uc010nsh.1_Nonsense_Mutation_p.Q825*|MCF2_uc011mwm.1_Nonsense_Mutation_p.Q786*|MCF2_uc011mwn.1_Nonsense_Mutation_p.Q970*|MCF2_uc004faw.2_Nonsense_Mutation_p.Q885*|MCF2_uc011mwo.1_Nonsense_Mutation_p.Q901*NM_005369 NP_005360 P10911 MCF2_HUMAN 2TCTGTTAATTGATCCTGTTGC0.333

+ 6 676 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN 3TTAAAAAGAGGAAATGTCGAA0.294

+ 3 1086MAGEA6_uc004ffr.1_Missense_Mutation_p.R298C|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0TGGAGGACCTCGCATTTCCTA0.557

- 3 1149 NM_005362 NP_005353 P43357 MAGA3_HUMAN 0CAGACTCACTCTTCCCCCTCT0.572

- 10 1717RERE_uc001apf.2_Missense_Mutation_p.P303S|RERE_uc010nzx.1_Missense_Mutation_p.P35S|RERE_uc001aph.1_Missense_Mutation_p.P303SNM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. 2TCTGGAGAAGGAAATGGTTGC0.443

+ 1 136 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3GGAGCTCTTTCCCCCACTGTT0.627

- 4 1316 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0TGCGGGGCAGGATACAGCTCC0.498

+ 4 1056 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN LRR 1. 0AAAGGAGCTGGACCTGAGGGG0.582

+ 5 475TMEM50A_uc010oeq.1_Intron|TMEM50A_uc009vrr.2_RNA|TMEM50A_uc009vrs.2_IntronNM_014313 NP_055128 O95807 TM50A_HUMANHelical; (Potential). 0TGGATCTCTGATTGCATCTAT0.348

+ 2 326TMEM57_uc009vru.2_Missense_Mutation_p.L42F|TMEM57_uc009vrv.2_Intron|TMEM57_uc009vrt.2_RNANM_018202 NP_060672 Q8N5G2 MACOI_HUMANHelical; (Potential). 0GGCACTTGTCCTCCTAGCAGA0.368

- 57 8859CSMD2_uc001bxm.1_Missense_Mutation_p.D3088NNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 21.|Extracellular (Potential). 12CACTCAGGGTCACTGCCTGTC0.587

- 14 1748PTCH2_uc010olg.1_Missense_Mutation_p.I277NNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANCytoplasmic (Potential). 18CTGGGGCAGGATCTGAATCAC0.592

- 6 1713KIAA0494_uc010omh.1_Missense_Mutation_p.P246S|KIAA0494_uc010omj.1_Missense_Mutation_p.P102S|KIAA0494_uc001cql.1_Missense_Mutation_p.P246SNM_014774 NP_055589 O75071 K0494_HUMAN 0GAAGGTGACGGAATGATCTGG0.423

- 6 1289 NM_177414 NP_803133 O14495 LPP3_HUMANHelical; (Potential). 0CACCAGGGCTCCTTGAGCAAA0.502



+ 2 291 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6CTTTCGTCATCCTCATATTAT0.254

- 8 1565C1orf168_uc009vzu.1_Intron|C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5GGTTGTTTTTCCTTCATTTTT0.338

- 3 1307C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.P301SNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TGAGTCTTGGGAACAGCAGCT0.607

+ 4 574 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3ACCAATTCCAGGATCACAGAA0.498

+ 10 1660 NM_000562 NP_000553 P07357 CO8A_HUMAN EGF-like. 3GGTGCCCATCCTCGAGGGCAC0.617

- 5 638C8B_uc010oon.1_Missense_Mutation_p.L129F|C8B_uc010ooo.1_Missense_Mutation_p.L139FNM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4CTGTGATCAAGAACTGGGCCC0.458

+ 2 775_776NFIA_uc001czy.2_Nonsense_Mutation_p.K90*|NFIA_uc010oos.1_Nonsense_Mutation_p.K143*|NFIA_uc001czv.2_Nonsense_Mutation_p.K98*NM_001134673 NP_001128145 Q12857 NFIA_HUMAN CTF/NF-I. 2CAGTTACAGGGAAAAAACCTCC0.48

+ 6 983DOCK7_uc001dan.2_Intron|DOCK7_uc001dao.2_Intron|DOCK7_uc001dap.2_Intron|DOCK7_uc001daq.2_Intron|DOCK7_uc009wah.1_IntronNM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANFibrinogen C-terminal. 0TTCTTTTCAGGAGAATTTTGG0.318

- 6 943WDR78_uc001dcy.2_Missense_Mutation_p.G296E|WDR78_uc001dcz.2_Missense_Mutation_p.G296E|WDR78_uc009waw.2_Missense_Mutation_p.G42E|WDR78_uc009wax.2_RNANM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2CTTTGGTGCTCCATTGAAAGT0.294

- 7 1630LRRIQ3_uc001dfz.3_IntronNM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2AAACTGTTCTGAATTGTCTCT0.328

+ 3 2550LRRC8D_uc001dnn.2_Missense_Mutation_p.E709KNM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN LRR 9. 2CAAAAACTTGGAGTCACTTTA0.348

- 15 2127 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMANHelical; Name=5; (Potential).|Cytochrome b561. 1CATGAATCAGGAAGATTCAGT0.448

+ 3 669AGL_uc001dsj.1_Missense_Mutation_p.S90L|AGL_uc001dsk.1_Missense_Mutation_p.S90L|AGL_uc001dsl.1_Missense_Mutation_p.S90L|AGL_uc001dsm.1_Missense_Mutation_p.S74L|AGL_uc001dsn.1_Missense_Mutation_p.S73LNM_000642 NP_000633 P35573 GDE_HUMAN4-alpha-glucanotransferase. 3CAATCTGGTTCATTTCAGTAT0.308

- 3 372OLFM3_uc001dug.2_Missense_Mutation_p.E81K|OLFM3_uc001duh.2_RNA|OLFM3_uc001dui.2_RNA|OLFM3_uc001duj.2_Missense_Mutation_p.E6K|OLFM3_uc001due.2_RNANM_058170 NP_477518 Q96PB7 NOE3_HUMAN Potential. 3TTTAAGACTTCAATAGACTGG0.348

- 4 2465C1orf103_uc001dzz.2_Missense_Mutation_p.E201K|C1orf103_uc001eab.2_Missense_Mutation_p.E201K|C1orf103_uc001eac.1_Missense_Mutation_p.E200KNM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0ATGGTTTCTTCTAACTCCGGT0.363

- 7 763OVGP1_uc001eaz.2_Missense_Mutation_p.P198L|OVGP1_uc010owb.1_IntronNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CGAAGATTTGGGGTCTTCAGG0.483

- 2 332WDR77_uc010owd.1_RNA|WDR77_uc010owe.1_Missense_Mutation_p.S98F|ATP5F1_uc009wgf.1_5'Flank|ATP5F1_uc001ebc.2_5'Flank|ATP5F1_uc001ebd.3_5'FlankNM_024102 NP_077007 Q9BQA1 MEP50_HUMAN WD 1. 0ACCTGAATCGGAGGCCACTAG0.582

- 2 995 RSBN1_uc001edr.2_RNANM_018364 NP_060834 Q5VWQ0 RSBN1_HUMAN 1ACCCAAATTTAATCGGCACAG0.393

- 3 404VTCN1_uc001ehc.2_Missense_Mutation_p.G16D|VTCN1_uc009whf.1_IntronNM_024626 NP_078902 Q7Z7D3 VTCN1_HUMANIg-like V-type 1.|Extracellular (Potential). 0AGAGGCATTGCCAACTATCAC0.473

- 26 3783 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6GATTCTTGTCCAATGAAAGTC0.448

- 2 261WARS2_uc010oxf.1_5'UTR|WARS2_uc001ehm.2_Missense_Mutation_p.S78F|WARS2_uc010oxg.1_Intron|WARS2_uc010oxh.1_Missense_Mutation_p.S78F|WARS2_uc010oxi.1_5'UTRNM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0GACAGTAATGGAGTGGAGGTC0.502

- 1 299HIST2H2BE_uc001etc.2_5'FlankNM_175065 NP_778235 Q8IUE6 H2A2B_HUMAN 2AATGGTGACACCCCCGAGTAA0.557 rs149336231

+ 7 948ECM1_uc010pce.1_3'UTR|ECM1_uc010pcf.1_3'UTR|ECM1_uc001eut.2_Intron|ECM1_uc001euu.2_Missense_Mutation_p.S279L|ECM1_uc001euv.2_Missense_Mutation_p.S277L|ECM1_uc009wlu.2_Missense_Mutation_p.S10LNM_004425 NP_004416 Q16610 ECM1_HUMAN2 X approximate repeats.|1. 3GCCGAGTTCTCGGTCAAGACC0.632

+ 1 907 NM_017860 NP_060330 Q9BUN1 CA056_HUMAN 0AGCACCACCAGTACCAGGACC0.602

- 3 1598 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3GCACTAGATCCTTGTCGTTCA0.562

- 3 428 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 1 3TTGTTCTCCTCTTTTTCAGTT0.418

- 3 682 uc001ezv.2_Intron NM_002016 NP_002007 P20930 FILA_HUMAN Potential. 16TTTTCATAATCATATACTCCT0.353

- 3 726 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TGGGCTCTGTCCTGTTCCCTG0.582

+ 2 348 NM_178353 NP_848130 Q5T753 LCE1E_HUMAN Cys-rich. 0CTGCAGCCAGCCCTCAGGGGG0.657

+ 12 1363UBAP2L_uc009wot.2_Missense_Mutation_p.P399L|UBAP2L_uc010pek.1_Missense_Mutation_p.P391L|UBAP2L_uc010pel.1_Missense_Mutation_p.P409L|UBAP2L_uc010pen.1_Missense_Mutation_p.P313LNM_014847 NP_055662 Q14157 UBP2L_HUMAN 2ACACAATCCCCATCACTGGTG0.527

+ 10 1247DCST1_uc010per.1_Missense_Mutation_p.T409I|DCST1_uc010pes.1_Missense_Mutation_p.T359INM_152494 NP_689707 Q5T197 DCST1_HUMANHelical; (Potential). 2CTCTCCTGCACTTTCCTGCTG0.687

- 9 1699RAG1AP1_uc010pey.1_Intron|FAM189B_uc009wql.2_Missense_Mutation_p.R167C|FAM189B_uc001fjn.2_Missense_Mutation_p.R269C|FAM189B_uc001fjo.2_Missense_Mutation_p.R347C|FAM189B_uc001fjp.2_IntronNM_006589 NP_006580 P81408 F189B_HUMAN 2TGGATGGAGCGAAAGAGAACG0.701

+ 1 308 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANHelical; Name=3; (Potential). 1CAAATGTTTTCCTTCCTCTTC0.498

- 8 1197 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 4. 8TGAAGGATGGGAAAGTGTCAG0.478

- 1 85 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANHelical; Name=1; (Potential). 2AAGACAACAAAGAAGACAAGT0.448

- 2 388 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2CTCACCCGCGGGGCACCGGCC0.632

- 6 2161 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5CTCCTCACCTGAGCCAGTTGG0.627

- 13 2279 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6GGTTCTAAACGATCATGCATT0.403

- 7 1088C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANExtracellular (Potential).|Sushi 3. 5GAGCCATTCTGAGGCTGGCGG0.512

+ 16 3561BAT2L2_uc010pmh.1_Missense_Mutation_p.P76SNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0GGCTCAAAAACCATCTCAGGA0.468

- 23 3997ASTN1_uc001glb.1_IntronNM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCAGTCAAGTCCGTAGGGTTT0.567

+ 38 5309CACNA1E_uc009wxs.2_Missense_Mutation_p.L1603P|CACNA1E_uc001gox.1_Missense_Mutation_p.L941P|CACNA1E_uc009wxt.2_Missense_Mutation_p.L941PNM_000721 NP_000712 Q15878 CAC1E_HUMANIV.|Helical; Name=S6 of repeat IV. 6CTTCAGATGCTCAACCTGTTT0.547

+ 45 7370 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23CTTAAGTGTCCATGGTAAGTA0.408

+ 96 15201HMCN1_uc001grs.1_Missense_Mutation_p.S560NNM_031935 NP_114141 Q96RW7 HMCN1_HUMANNidogen G2 beta-barrel. 23ATCGTTGTGAGTGGCTATGTC0.423

+ 5 617 NM_001039152 NP_001034241 Q2M5E4 RGS21_HUMAN 2CATAAAAAATGGCTCCCTTTT0.333

+ 12 3161CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.P953L|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.P937LNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4TCAGACTCCCCTCGTCCTACT0.453

+ 4 241SNRPE_uc010pqn.1_RNANM_003094 NP_003085 P62304 RUXE_HUMAN 0AGAAGAGATTCATTCTAAAAC0.313



+ 6 727 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 3. 3TGTAAGCCTCCTCCAGACATC0.448

- 11 1373INTS7_uc009xdb.1_Missense_Mutation_p.R423K|INTS7_uc001hix.1_Missense_Mutation_p.R299K|INTS7_uc001hiy.1_Missense_Mutation_p.R423K|INTS7_uc010pta.1_Missense_Mutation_p.R374KNM_015434 NP_056249 Q9NVH2 INT7_HUMAN 0AAGATGGGGCCTGCCCTTGGC0.453

- 64 14398 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 32.|Extracellular (Potential). 26CTGTATAATTCGTAATACAAA0.418

- 63 13933 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 30.|Extracellular (Potential). 26AAAATACCCCCTTGGCTGTTG0.502

- 10 993RAB3GAP2_uc001hmf.2_RNA|RAB3GAP2_uc001hmg.2_5'UTRNM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1TGATCAAAGGGGGACAGAGTC0.348

+ 7 1186MOSC2_uc001hmr.2_Missense_Mutation_p.P330S|MOSC2_uc009xdx.2_IntronNM_017898 NP_060368 Q969Z3 MOSC2_HUMAN MOSC. 0AGTTGGTGACCCTGTGTATCG0.458

+ 30 8209OBSCN_uc001hsn.2_Missense_Mutation_p.S2722F|OBSCN_uc001hsp.1_Missense_Mutation_p.S421F|OBSCN_uc001hsq.1_5'UTRNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 26. 28CACGTGGGCTCCGAGGAGACC0.692

+ 2 464SLC35F3_uc001hvy.1_Missense_Mutation_p.S148LNM_173508 NP_775779 Q8IY50 S35F3_HUMANHelical; (Potential). 2GTGTGCTCCTCGTGGGCGGGC0.637

+ 37 5303 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33TACATTGTCCCCATGACGGAG0.557

+ 1 835 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3CTCTCTTCTACACCATCGTCA0.517

+ 3 1175 NM_175911 NP_787107 Q8N349 OR2LD_HUMANHelical; Name=7; (Potential). 4CTACACCATCCTTACCCCCAT0.468

- 4 855TUBAL3_uc001ihz.2_Missense_Mutation_p.I232KNM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1GGGGAAATGTATTCTCGGATA0.512

+ 6 672ACBD7_uc010qby.1_Intron|OLAH_uc001int.2_Missense_Mutation_p.R193CNM_001039702 NP_001034791 Q9NV23 SAST_HUMAN 0GGCCTGGCATCGCATTCCCAA0.393

- 27 2827ITGA8_uc010qcb.1_Missense_Mutation_p.E928KNM_003638 NP_003629 P53708 ITA8_HUMANExtracellular (Potential). 6ACTGCGCTTTCTCCTCCTTCG0.478

- 20 2044ITGA8_uc010qcb.1_Missense_Mutation_p.G667RNM_003638 NP_003629 P53708 ITA8_HUMANExtracellular (Potential). 6TCATATGCTCCTTCCCCTTCA0.363

- 2 419 NM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2ACATAACAGGGATTTGAACAT0.353

- 1 343_344 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4GACGGCCGGGGGGGTGCATCGT0.718

- 13 1342MPP7_uc009xkz.1_RNA|MPP7_uc001iub.1_Missense_Mutation_p.S313F|MPP7_uc009xla.2_Missense_Mutation_p.S313F|MPP7_uc010qdv.1_RNANM_173496 NP_775767 Q5T2T1 MPP7_HUMAN 1TTTCCTGTTGGAAACTTTCAG0.408

+ 31 2789 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AAAATAAGTGGAAAATTAGAA0.328

+ 8 1780ZNF37A_uc001izl.2_Missense_Mutation_p.H321Y|ZNF37A_uc001izm.2_Missense_Mutation_p.H321YNM_001007094 NP_001007095 P17032 ZN37A_HUMAN C2H2-type 4. 1TCAAAGAATTCATACAGGGGA0.418

- 12 1524FRMPD2_uc001jgh.2_Missense_Mutation_p.L442F|FRMPD2_uc001jgj.2_Missense_Mutation_p.L451FNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1TGCAAGGCAAGGACCCCCAGC0.537

- 11 1535OGDHL_uc009xog.2_Missense_Mutation_p.D492N|OGDHL_uc010qgt.1_Missense_Mutation_p.D408N|OGDHL_uc010qgu.1_Missense_Mutation_p.D256N|OGDHL_uc009xoh.2_Missense_Mutation_p.D256NNM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1TCTGGGTCATCGGCATTCACA0.562

+ 2 309PARG_uc001jih.2_Intron|uc010qha.1_Intron|uc001jin.2_Intron|uc010qhb.1_Intron|uc010qhc.1_Intron|NCOA4_uc009xon.2_Missense_Mutation_p.R52W|NCOA4_uc010qhd.1_Missense_Mutation_p.R52W|NCOA4_uc010qhe.1_Intron|NCOA4_uc010qhf.1_Intron|NCOA4_uc001jit.2_Missense_Mutation_p.R36W|NCOA4_uc009xoo.2_Missense_Mutation_p.R36WNM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2TGGAGTTCTCCGGGCTGAACA0.493

- 11 1515PCDH15_uc010qhq.1_Missense_Mutation_p.P379S|PCDH15_uc010qhr.1_Missense_Mutation_p.P374S|PCDH15_uc010qhs.1_Missense_Mutation_p.P379S|PCDH15_uc010qht.1_Missense_Mutation_p.P374S|PCDH15_uc010qhu.1_Missense_Mutation_p.P374S|PCDH15_uc001jjv.1_Missense_Mutation_p.P352S|PCDH15_uc010qhv.1_Missense_Mutation_p.P374S|PCDH15_uc010qhw.1_Missense_Mutation_p.P337S|PCDH15_uc010qhx.1_Missense_Mutation_p.P374S|PCDH15_uc010qhy.1_Missense_Mutation_p.P379S|PCDH15_uc010qhz.1_Missense_Mutation_p.P374S|PCDH15_uc010qia.1_Missense_Mutation_p.P352S|PCDH15_uc010qib.1_Missense_Mutation_p.P352S|PCDH15_uc001jjw.2_Missense_Mutation_p.P374SNM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 3.|Extracellular (Potential). 13GCAGGAAGAGGATGACCATTG0.348

+ 12 1636BICC1_uc001jkj.1_Missense_Mutation_p.P187SNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4TCCATCTCCCCCTCCTGGCTT0.463

- 37 11398ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19CCAGGGCCTTCTTTCTTCATG0.418

+ 37 2599COL13A1_uc001jqj.1_Missense_Mutation_p.G661E|COL13A1_uc001jps.1_Missense_Mutation_p.G659E|COL13A1_uc001jpt.1_Missense_Mutation_p.G647E|COL13A1_uc001jpu.1_Missense_Mutation_p.G657E|COL13A1_uc001jpv.1_Missense_Mutation_p.G662E|COL13A1_uc001jpx.1_Missense_Mutation_p.G639E|COL13A1_uc001jpw.1_Missense_Mutation_p.G635E|COL13A1_uc001jpy.1_Missense_Mutation_p.G626E|COL13A1_uc001jpz.1_Missense_Mutation_p.G631E|COL13A1_uc001jqa.1_Missense_Mutation_p.G628E|COL13A1_uc001jqc.1_Missense_Mutation_p.G673E|COL13A1_uc001jqb.1_Intron|COL13A1_uc001jql.2_Missense_Mutation_p.G688E|COL13A1_uc001jqd.1_Missense_Mutation_p.G676E|COL13A1_uc001jqe.1_Missense_Mutation_p.G671E|COL13A1_uc001jqf.1_Missense_Mutation_p.G669E|COL13A1_uc001jqg.1_Missense_Mutation_p.G666E|COL13A1_uc001jqh.1_Missense_Mutation_p.G676E|COL13A1_uc001jqi.1_Missense_Mutation_p.G674E|COL13A1_uc010qjf.1_Missense_Mutation_p.G463ENM_005203 NP_005194 Q5TAT6 CODA1_HUMANExtracellular (Potential).|Triple-helical region 3 (COL3).1GGGCCTAAAGGGGATAAGGGA0.428

- 4 370PLAU_uc001jwa.2_Silent_p.S29S|PLAU_uc010qkw.1_Silent_p.A12A|PLAU_uc010qkx.1_5'UTR|PLAU_uc001jwb.2_RNA|PLAU_uc001jwc.2_Silent_p.S29S|PLAU_uc009xrq.1_IntronNM_001001791 NP_001001791 Q5SWW7 CJ055_HUMAN 0TCTCTCCAGCGAACTGTGACT0.562

+ 6 492SFTPA1_uc001kaq.2_Splice_Site_p.A124_splice|SFTPA1_uc009xry.2_Splice_Site_p.A139_splice|SFTPA1_uc001kar.2_Splice_Site_p.A124_splice|SFTPA1_uc010qlt.1_Splice_Site_p.A65_splice|SFTPA1_uc009xrz.2_Splice_Site_p.A54_splice|SFTPA1_uc009xsa.2_Splice_Site_p.A124_splice|SFTPA1_uc009xsf.2_5'FlankNM_005411 NP_005402 Q8IWL2 SFTA1_HUMAN 0TCTGCTCTCAGCCCTCAGTCT0.557

+ 2 845LIPA_uc001kgb.3_Intron|LIPA_uc001kgc.3_Intron|IFIT1_uc009xtt.2_Missense_Mutation_p.E233K|IFIT1_uc001kgj.2_Missense_Mutation_p.E202KNM_001548 NP_001539 P09914 IFIT1_HUMAN TPR 5. 0TGAAGGACAGGAAGCTGAAGG0.453

+ 2 562CYP2C18_uc001kjw.3_Missense_Mutation_p.G79E|CYP2C19_uc009xus.1_5'Flank|CYP2C19_uc010qny.1_5'FlankNM_000772 NP_000763 P33260 CP2CI_HUMAN p.G79V(1) 5GTGTTGCATGGATATGAAGCA0.423

+ 5 2125FAM178A_uc001krr.1_Missense_Mutation_p.T528I|FAM178A_uc001krs.2_Missense_Mutation_p.T528I|FAM178A_uc001kru.1_Missense_Mutation_p.T463INM_018121 NP_060591 Q8IX21 F178A_HUMAN 0AAAGCAAAGACTAATAAGGCC0.428

+ 9 6856TACC2_uc001lfw.2_Missense_Mutation_p.G312R|TACC2_uc009xzx.2_Missense_Mutation_p.G2121R|TACC2_uc010qtv.1_Missense_Mutation_p.G2170R|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Missense_Mutation_p.G244R|TACC2_uc001lga.2_Missense_Mutation_p.G244R|TACC2_uc009xzy.2_Missense_Mutation_p.G244R|TACC2_uc001lgb.2_Missense_Mutation_p.G201R|TACC2_uc010qtw.1_Missense_Mutation_p.G261RNM_206862 NP_996744 O95359 TACC2_HUMAN 10TGTCCCCAGTGGGGAGAATCT0.562

+ 13 1962C10orf137_uc001lin.2_Missense_Mutation_p.P523S|C10orf137_uc001lio.1_Missense_Mutation_p.P523S|C10orf137_uc001lip.1_Missense_Mutation_p.P261S|C10orf137_uc001lir.2_Missense_Mutation_p.P51SNM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10CAGCTCTGATCCATCAGATGA0.373

- 3 969C10orf90_uc001ljp.2_Missense_Mutation_p.P236R|C10orf90_uc010qum.1_Missense_Mutation_p.P380R|C10orf90_uc009yao.2_Missense_Mutation_p.P380R|C10orf90_uc001ljs.1_Missense_Mutation_p.P236RNM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2GTGCATTTTGGGGCTGGCAAT0.498

+ 6 1275ZNF215_uc010raw.1_3'UTR|ZNF215_uc010rax.1_Intron|ZNF215_uc001mez.1_Missense_Mutation_p.K229NNM_013250 NP_037382 Q9UL58 ZN215_HUMAN KRAB. 0TAATGGAGAAAGAAATACCAA0.358

+ 4 1110 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8CAGTTTCGATGAACTGAACTT0.453

+ 11 3457 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8AAGTGTAAACTACAAGTTCTA0.398

+ 3 456 NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4ATTGCAGGCACTAAAACAGGT0.517

- 3 1348ST5_uc009yfr.2_Intron|ST5_uc001mgu.2_Intron|ST5_uc001mgv.2_Missense_Mutation_p.P388S|ST5_uc010rbq.1_Intron|ST5_uc001mgw.1_Missense_Mutation_p.P388SNM_213618 NP_998783 P78524 ST5_HUMAN Pro-rich. 1TTGGGTTTGGGGACAGGGTTC0.587

+ 6 997TEAD1_uc001mkk.3_Missense_Mutation_p.S30F|TEAD1_uc009ygl.2_Missense_Mutation_p.S5FNM_021961 NP_068780 P28347 TEAD1_HUMAN 0GCGGCCATGTCCTCAGCCCAG0.577

- 8 1314BTBD10_uc010rcl.1_Missense_Mutation_p.D361N|BTBD10_uc001mla.2_Missense_Mutation_p.D337N|BTBD10_uc009ygn.2_RNA|BTBD10_uc010rcm.1_Missense_Mutation_p.D305NNM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN 0TTGGCCACATCTCTGTTTTCA0.254

+ 3 532GAS2_uc001mqm.2_Missense_Mutation_p.E76K|GAS2_uc001mqn.2_RNA|GAS2_uc001mqo.2_Missense_Mutation_p.E76KNM_001143830 NP_001137302 O43903 GAS2_HUMAN CH. 2AACTATGCAGGAGAAATTCAA0.388

- 6 361CCDC73_uc001mtw.1_Missense_Mutation_p.G106E|CCDC73_uc009yjt.2_Missense_Mutation_p.G106ENM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN Potential. 2 TTGATATTTTCCCTTTAAGTA0.259

- 9 791TCP11L1_uc001muf.1_IntronNM_001326 NP_001317 Q12996 CSTF3_HUMAN 0TCTCTACTCCGATCTTCAATC0.239

- 2 807C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5ATAGAGACATGAAAAGATAGC0.423

+ 1 246PTPMT1_uc001nfv.3_Missense_Mutation_p.P18L|PTPMT1_uc009ylt.2_Missense_Mutation_p.P18L|PTPMT1_uc001nfu.3_Missense_Mutation_p.P18L|NDUFS3_uc001nft.3_5'UTRNM_175732 NP_783859 Q8WUK0 PTPM1_HUMAN 1CTCTTCTACCCGACGCTGCTC0.776



+ 3 485PTPRJ_uc001ngo.3_Missense_Mutation_p.P44SNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8TAGTCCAATTCCTGACCCTTC0.418

+ 2 402 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN B box-type. 0GAGCTCTGAGGAGCAAATGTG0.483

+ 3 224OR4C6_uc010rik.1_5'FlankNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN 2TGCTTATTTAGGATTCTCAAC0.368

+ 1 221 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMANHelical; Name=2; (Potential). 1TTCTGCTACTCCTCAATAATT0.463

+ 1 932 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMANCytoplasmic (Potential). 5ATTGGATATTCAAATGAATGG0.284

+ 1 740 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANHelical; Name=6; (Potential). 2CATCTCTTGGGAGTCACCATC0.353

+ 1 692 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMANCytoplasmic (Potential). 2ATATGTTCATCAGAAGGAAGG0.343

+ 5 925FAM111A_uc010rkq.1_Missense_Mutation_p.S233F|FAM111A_uc010rkr.1_Missense_Mutation_p.S233F|FAM111A_uc001nno.2_Missense_Mutation_p.S233F|FAM111A_uc001nnp.2_Missense_Mutation_p.S233F|FAM111A_uc001nnq.2_Missense_Mutation_p.S233FNM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3AGATTTCTTTCCTTTCTGGAG0.408

+ 1 326 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANHelical; Name=3; (Potential). 2CTCCTTGGTGGGGCAGACATT0.468

+ 1 694 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMANCytoplasmic (Potential). 0CACTGGGGAAGGCAGGAGGAA0.502

- 13 2614 OSBP_uc009ymr.1_RNANM_002556 NP_002547 P22059 OSBP1_HUMAN 1CTGTCTGTGGGGGCAGTGCCA0.473

+ 6 677MS4A2_uc009ymu.2_3'UTRNM_000139 NP_000130 Q01362 FCERB_HUMANHelical; (Potential). 1ACCATTCTGGGACTTGGTAGT0.403

+ 3 432DDB1_uc010rlf.1_Intron|DAK_uc009ynm.1_5'UTRNM_015533 NP_056348 Q3LXA3 DHAK_HUMANDhaK.|Dihydroxyacetone binding (By similarity). 0GGGCTCTGGCCATGAGCCTGC0.637

- 5 10114AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TTGGCATCTGGGCCATGAATG0.408

- 4 655 MTA2_uc010rlx.1_5'UTRNM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2TCAAATTGCCGAGAAAGAAAA0.522

- 7 1209SLC22A10_uc010rmo.1_Intron|SLC22A25_uc009yoq.1_RNA|SLC22A25_uc001nws.1_RNA|SLC22A25_uc001nwt.1_3'UTRNM_199352 NP_955384 Q6T423 S22AP_HUMANCytoplasmic (Potential). 4GTCGACGGCTCATGTGATTCA0.502

+ 1 213SLC22A10_uc010rmo.1_Intron|SLC22A10_uc001nwu.3_Intron|SLC22A10_uc010rmp.1_5'FlankNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANCytoplasmic (Potential). 2CAATCAATGGCCTTTGAGGAG0.398

+ 9 1712SLC22A10_uc010rmo.1_Intron|SLC22A10_uc001nwu.3_RNA|SLC22A10_uc010rmp.1_3'UTRNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANHelical; (Potential). 2GATCATTTATGGAATCTTCCC0.443

+ 1 1087SLC22A12_uc009ypr.1_Missense_Mutation_p.E114K|SLC22A12_uc001oal.1_5'UTR|SLC22A12_uc009yps.1_Missense_Mutation_p.E114K|SLC22A12_uc001oan.1_Missense_Mutation_p.E114K|SLC22A12_uc009ypt.2_5'FlankNM_144585 NP_653186 Q96S37 S22AC_HUMAN 1GGCCGACACGGAGCCGTGTGT0.667

- 7 754 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4GGGCCGTAGTGGCCCTTGCCC0.592

+ 6 850TM7SF2_uc010rny.1_Missense_Mutation_p.G119S|TM7SF2_uc001ocu.2_Missense_Mutation_p.G235S|TM7SF2_uc001ocv.2_Missense_Mutation_p.G256S|uc009yqb.1_5'FlankNM_003273 NP_003264 O76062 ERG24_HUMAN 1GCTCTACGTGGGTGATGCCCT0.607

+ 10 1382TM7SF2_uc010rny.1_Missense_Mutation_p.R296H|TM7SF2_uc001ocu.2_Missense_Mutation_p.R385H|TM7SF2_uc001ocv.2_Missense_Mutation_p.R433H|uc009yqb.1_5'FlankNM_003273 NP_003264 O76062 ERG24_HUMAN 1GTGCCTTACCGCATCATGCCC0.652

+ 7 2193NPAS4_uc010rpc.1_Missense_Mutation_p.S463TNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0CTCCAACCTGTCCCTGTCAGG0.607

- 7 753CABP2_uc001omd.1_Missense_Mutation_p.M160I|CABP2_uc001ome.1_Missense_Mutation_p.M223INM_016366 NP_057450 Q9NPB3 CABP2_HUMAN EF-hand 4. 1ACCGAGACATCATTCGCACAA0.572

+ 16 2306PPFIA1_uc001opn.1_Missense_Mutation_p.R703Q|PPFIA1_uc001opp.2_RNA|PPFIA1_uc001opq.1_RNANM_003626 NP_003617 Q13136 LIPA1_HUMAN 3TCCACCCCACGAAGGATCCCT0.602

- 10 1949SYTL2_uc010rtg.1_Missense_Mutation_p.R559K|SYTL2_uc010rti.1_Missense_Mutation_p.R574K|SYTL2_uc010rtj.1_Missense_Mutation_p.R526K|SYTL2_uc001pav.2_5'UTR|SYTL2_uc010rte.1_5'UTR|SYTL2_uc001pax.2_5'UTR|SYTL2_uc001paz.2_5'UTR|SYTL2_uc001pba.2_5'UTR|SYTL2_uc001pay.2_Intron|SYTL2_uc001paw.2_5'UTR|SYTL2_uc009yvj.2_RNA|SYTL2_uc001pbd.2_Missense_Mutation_p.R896K|SYTL2_uc001pbb.2_Missense_Mutation_p.R896K|SYTL2_uc001pbc.2_Missense_Mutation_p.R880K|SYTL2_uc010rtf.1_Missense_Mutation_p.R416KNM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3CTTGCTCATCCTTTTGAGTTT0.398

- 8 1079PICALM_uc001pbl.2_Missense_Mutation_p.P265S|PICALM_uc001pbn.2_Missense_Mutation_p.P265S|PICALM_uc010rtl.1_Missense_Mutation_p.P214S|PICALM_uc001pbo.1_5'UTRNM_007166 NP_009097 Q13492 PICAL_HUMAN 2GAAAGGTCTGGTATATCACCT0.279

- 9 2662TRPC6_uc009ywy.2_Missense_Mutation_p.R630K|TRPC6_uc009ywz.1_Missense_Mutation_p.R691KNM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4GAGTTTGGCCCTTGCAAATTT0.428

- 3 723 NM_000482 NP_000473 0ACTTTGAATTCGTCAGCGTAG0.622 rs145184607

+ 5 530 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0CATAGCCAGAGAGGAGGCAAA0.403

- 24 3071NFRKB_uc001qfg.2_Missense_Mutation_p.P982L|NFRKB_uc001qfh.2_Missense_Mutation_p.P980L|NFRKB_uc010sbw.1_Missense_Mutation_p.P967L|NFRKB_uc009zcr.2_Missense_Mutation_p.P243LNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3GATGGAAGAGGGCGGCAGACG0.547

+ 19 5657WNK1_uc001qip.3_Missense_Mutation_p.P1470L|WNK1_uc001qir.3_Missense_Mutation_p.P890LNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23ACCAATTTACCACTAGGAACA0.488

- 3 532 NM_006248 NP_006239 0CTTGTTGTCTCCTTGTGGGGG0.607

+ 29 4033PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.S1347F|PIK3C2G_uc010sic.1_Missense_Mutation_p.S1125FNM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21TTTTTCCTCTCTGAGGCTGTG0.289

- 14 1824PLCZ1_uc001rdv.3_Missense_Mutation_p.H441Y|PLCZ1_uc001rdw.3_Missense_Mutation_p.H286Y|PLCZ1_uc001rdu.1_Missense_Mutation_p.H327Y|PLCZ1_uc009zil.1_RNANM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN C2. 3TCTGGGACATGAATAATAAAT0.308

- 25 3156ABCC9_uc001rfh.2_Missense_Mutation_p.G1046S|ABCC9_uc001rfj.1_Missense_Mutation_p.G1010SNM_005691 NP_005682 O60706 ABCC9_HUMANHelical; Name=13; (Potential).|ABC transmembrane type-1 2.6AGGAAAATGCCTGCTCCACAG0.413

- 23 2759 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMAN CUB 3. 10TCCATGTAATCCACCTAGGTT0.363

+ 13 1972C12orf40_uc009zjv.1_IntronNM_001031748 NP_001026918 Q86WS4 CL040_HUMAN 6GAGAGTGAATCTGTAATGGAG0.398

- 6 895ZNF641_uc001rro.1_Nonsense_Mutation_p.Q230*|ZNF641_uc010sls.1_Nonsense_Mutation_p.Q221*NM_152320 NP_689533 Q96N77 ZN641_HUMANTransactivation. 2CTATCTTCCTGAAGAAAAGGG0.527

+ 13 1738 DIP2B_uc009zlt.2_IntronNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6GAGTGTAATGGGAGTTACAGT0.378

- 2 656GALNT6_uc009zma.1_RNA|GALNT6_uc001ryl.1_Missense_Mutation_p.A144V|GALNT6_uc010snh.1_Missense_Mutation_p.A144VNM_007210 NP_009141 Q8NCL4 GALT6_HUMANLumenal (Potential). 2GCTGGCAAAGGCATTGAAACA0.567

- 7 1297 NM_005555 NP_005546 P04259 K2C6B_HUMAN Rod.|Coil 2. 2AGGGCCATCTCCCCACGCTGC0.562

+ 16 3041ESPL1_uc001scj.2_Missense_Mutation_p.L659F|ESPL1_uc010soe.1_Missense_Mutation_p.L195FNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3ATGGCAGGTTCTTTCAGAGGT0.527

+ 1 49 NM_001005183 NP_001005183 A6NM76 O6C76_HUMANExtracellular (Potential). 0GGGTCTGACGGATAATCCGCA0.388

+ 8 1092ERBB3_uc009zoj.2_RNA|ERBB3_uc010sqb.1_Intron|ERBB3_uc010sqc.1_Missense_Mutation_p.S241F|ERBB3_uc001sji.2_5'UTRNM_001982 NP_001973 P21860 ERBB3_HUMANExtracellular (Potential). 8GATCAAACATCCTGTGTCAGG0.507

+ 25 3155ERBB3_uc009zoj.2_Intron|ERBB3_uc010sqb.1_Missense_Mutation_p.P345S|ERBB3_uc010sqc.1_Missense_Mutation_p.P929S|ERBB3_uc009zok.2_Missense_Mutation_p.P253S|ERBB3_uc001sjk.2_Missense_Mutation_p.P229S|ERBB3_uc001sjl.2_Missense_Mutation_p.P108SNM_001982 NP_001973 P21860 ERBB3_HUMANCytoplasmic (Potential). 8TGGAATAGCCCCTGGGCCAGA0.502

- 6 486TAC3_uc001smr.2_RNA|TAC3_uc001smq.2_RNA|TAC3_uc001smt.2_RNA|TAC3_uc001sms.2_RNA|TAC3_uc010sqy.1_RNA|TAC3_uc001smu.2_RNA|TAC3_uc001smv.2_RNA|TAC3_uc001smo.2_Missense_Mutation_p.P91LNM_013251 NP_037383 Q9UHF0 TKNK_HUMAN 2GCCAAAGCTGGGGACGTTCTC0.517



+ 11 1561MDM2_uc009zri.2_Missense_Mutation_p.T380I|MDM2_uc009zqx.2_Missense_Mutation_p.T370I|MDM2_uc009zqw.2_Missense_Mutation_p.P153S|MDM2_uc001suk.2_Intron|MDM2_uc001sun.3_Missense_Mutation_p.T244I|MDM2_uc009zqz.2_Missense_Mutation_p.T372I|MDM2_uc009zra.2_Missense_Mutation_p.T223I|MDM2_uc001sum.1_Missense_Mutation_p.T53I|MDM2_uc009zrd.2_Missense_Mutation_p.T109I|MDM2_uc009zrc.2_Missense_Mutation_p.T109I|MDM2_uc009zre.2_Missense_Mutation_p.T166I|MDM2_uc009zrf.2_Missense_Mutation_p.T109I|MDM2_uc001suo.2_Missense_Mutation_p.T219I|MDM2_uc009zrg.2_Missense_Mutation_p.T141I|MDM2_uc009zrh.2_Missense_Mutation_p.T193INM_002392 NP_002383 Q00987 MDM2_HUMANNecessary for interaction with USP2. 3AGGGAAGAAACCCAAGACAAA0.393

+ 2 455ACSS3_uc001szm.1_Missense_Mutation_p.E121KNM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4TCGTCATATTGAAAATGGTAA0.338

+ 2 23SCYL2_uc009ztw.1_Intron|SCYL2_uc001thm.1_Splice_SiteNM_017988 NP_060458 Q6P3W7 SCYL2_HUMAN 6TGTTTTTCTAGGTAACTATAA0.333

- 15 2162 NM_145913 NP_666018 Q8N695 SC5A8_HUMANCytoplasmic (Potential). 0GTGGTTGAAAGCAGGATTATC0.383

+ 11 1561CCDC63_uc010sye.1_Missense_Mutation_p.D416N|CCDC63_uc001trw.1_Missense_Mutation_p.D371NNM_152591 NP_689804 Q8NA47 CCD63_HUMAN p.D456N(1) 8GAAGACCAACGACCTGCTGCT0.597 rs138877502

- 18 3149ATXN2_uc001tsh.2_Missense_Mutation_p.T731I|ATXN2_uc001tsi.2_Missense_Mutation_p.T707I|ATXN2_uc001tsk.2_Intron|ATXN2_uc001tsg.2_Missense_Mutation_p.T182INM_002973 NP_002964 Q99700 ATX2_HUMAN Pro-rich. 2TGCTCTATATGTCTTGGCTTG0.348

- 2 321CLIP1_uc001uch.1_Missense_Mutation_p.G72E|CLIP1_uc001uci.1_Missense_Mutation_p.G72E|CLIP1_uc010tae.1_Missense_Mutation_p.G72ENM_002956 NP_002947 P30622 CLIP1_HUMAN 3CTGGATAAATCCAGGCTTATT0.473

+ 12 1752DNAH10_uc010tav.1_Missense_Mutation_p.R118Q|DNAH10_uc010taw.1_Missense_Mutation_p.R61QNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6TACTGGGAACGATCTCTGTTC0.418

- 11 1812GALNT9_uc009zyr.2_Missense_Mutation_p.R340C|GALNT9_uc001ukb.2_Missense_Mutation_p.R423C|GALNT9_uc001uka.2_Missense_Mutation_p.R200CNM_001122636 NP_001116108 Q9HCQ5 GALT9_HUMANRicin B-type lectin.|Lumenal (Potential). 0TCCAGGCAGCGGCCCGTGGCC0.622

- 7 704CHFR_uc001ulc.1_Splice_Site|CHFR_uc001ule.2_Splice_Site_p.G195_splice|CHFR_uc010tbs.1_Splice_Site_p.G207_splice|CHFR_uc001uld.2_Splice_Site_p.G166_splice|CHFR_uc010tbt.1_Splice_Site_p.R115_spliceNM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1CCCCCAGACCCTGTGAGAGGA0.557

- 4 380CHFR_uc001ulc.1_RNA|CHFR_uc001ule.2_Missense_Mutation_p.T99I|CHFR_uc010tbs.1_Missense_Mutation_p.T99I|CHFR_uc001uld.2_Missense_Mutation_p.T99I|CHFR_uc010tbt.1_Missense_Mutation_p.T99INM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1GACATCCCCAGTCTGTAAAGG0.458

- 2 469 NM_004004 NP_003995 P29033 CXB2_HUMANHelical; (Potential). 0CGCTGGCGTGGACACGAAGAT0.552

+ 13 1611PAN3_uc010tdo.1_Nonsense_Mutation_p.Q681*|PAN3_uc001ury.2_Nonsense_Mutation_p.Q369*|PAN3_uc001urx.2_Nonsense_Mutation_p.Q481*NM_175854 NP_787050 Q58A45 PAN3_HUMANProtein kinase.|Interaction with PAN2. 1ATTAATGGCCCAGTACCAGGT0.299

- 5 727STARD13_uc001uuu.2_Missense_Mutation_p.E193K|STARD13_uc001uuv.2_Missense_Mutation_p.E83K|STARD13_uc001uux.2_Missense_Mutation_p.E166K|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.E186KNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4CCACTGCTTTCGCTGTGAATG0.627

- 4 1156SPG20_uc010ten.1_Missense_Mutation_p.P296S|SPG20_uc001uvm.2_Missense_Mutation_p.P296S|SPG20_uc001uvo.2_Missense_Mutation_p.P296S|SPG20_uc001uvq.2_Missense_Mutation_p.P296S|SPG20_uc001uvp.2_Missense_Mutation_p.P296SNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0ATTGTATCAGGAAACATGTAG0.448

- 9 1235 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0AGGAGCACTGCTATCAAGAAC0.328

+ 3 218SCEL_uc001vkj.2_Missense_Mutation_p.M16I|SCEL_uc010thx.1_Missense_Mutation_p.M16INM_144777 NP_659001 O95171 SCEL_HUMAN 5TGATAGAGATGAAGAGCACCA0.443

- 6 468COL4A1_uc010agl.2_Missense_Mutation_p.P116SNM_001845 NP_001836 P02462 CO4A1_HUMAN 6GGGCCTGGCGGGCCGTCTTGG0.448

- 3 509TMEM55B_uc001vxk.2_Missense_Mutation_p.G126ENM_144568 NP_653169 Q86T03 TM55B_HUMAN 0ATATTTTTTCCCTGGGGGTGC0.473

+ 2 427REM2_uc010tnd.1_Missense_Mutation_p.G113ENM_173527 NP_775798 Q8IYK8 REM2_HUMAN GTP. 2ATGCTAGTGGGGGAGAGCGGC0.607

- 3 186_187MYH6_uc010akp.1_Missense_Mutation_p.P40LNM_002471 NP_002462 P13533 MYH6_HUMANMyosin head-like. 4CCTTGTCATCGGGCACGAAGCA0.579

+ 3 305NPAS3_uc001wrs.2_Missense_Mutation_p.P51S|NPAS3_uc001wrt.2_Missense_Mutation_p.P51S|NPAS3_uc001wrv.2_Missense_Mutation_p.P51S|NPAS3_uc001wrw.2_5'UTRNM_173159 NP_071406 Q8IXF0 NPAS3_HUMANHelix-loop-helix motif. 2GTTGCCTCTTCCTGCAGCCAT0.488

+ 11 1384MIPOL1_uc010amr.2_Intron|MIPOL1_uc001wub.3_Missense_Mutation_p.S263L|MIPOL1_uc001wud.2_Missense_Mutation_p.S294L|MIPOL1_uc010ams.2_Missense_Mutation_p.S294L|MIPOL1_uc001wue.2_Missense_Mutation_p.S263L|MIPOL1_uc010amt.2_Missense_Mutation_p.S113LNM_138731 NP_620059 Q8TD10 MIPO1_HUMAN Potential. 2AACCAGACTTCAGCAAACAAC0.433

- 16 2673SOS2_uc010tql.1_Missense_Mutation_p.V826I|SOS2_uc010tqm.1_RNANM_006939 NP_008870 Q07890 SOS2_HUMAN Ras-GEF. 2TCTTGAAAAACTTGCAGAATT0.343

+ 2 976 NM_000953 NP_000944 Q13258 PD2R_HUMANExtracellular (Potential). 4AGCATTTAAGGATGTCAAGGA0.398

+ 3 219TOMM20L_uc010trq.1_IntronNM_207377 NP_997260 Q6UXN7 TO20L_HUMANCytoplasmic (Potential). 0TTAGTTGTGGGATCCAACGAA0.308

+ 3 694PPM1A_uc001xew.3_Nonsense_Mutation_p.K171*|PPM1A_uc001xex.3_Nonsense_Mutation_p.K98*|PPM1A_uc001xey.3_Nonsense_Mutation_p.K98*NM_021003 NP_066283 P35813 PPM1A_HUMAN 1GGAAAATGTAAAGAATGGAAT0.418

+ 4 1285_1286PPM1A_uc001xew.3_Missense_Mutation_p.P368F|PPM1A_uc001xex.3_Missense_Mutation_p.P295F|PPM1A_uc001xey.3_Missense_Mutation_p.P295FNM_021003 NP_066283 P35813 PPM1A_HUMAN 1TCCAAATGCACCCAAAGTATCG0.376

- 21 2864NEK9_uc001xrj.2_Missense_Mutation_p.G123S|NEK9_uc001xrk.2_Missense_Mutation_p.G404SNM_033116 NP_149107 Q8TD19 NEK9_HUMAN Potential. 5AACACCAGACCCTGCAATCTC0.502

+ 1 135KIAA1409_uc001ybs.1_Missense_Mutation_p.E18K|KIAA1409_uc001ybu.1_Missense_Mutation_p.E18KNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17GGATATCATTGAATATCTTAG0.338

- 21 3438DICER1_uc010avh.1_Silent_p.F9F|DICER1_uc001ydv.2_Missense_Mutation_p.P1076S|DICER1_uc001ydx.2_Missense_Mutation_p.P1086S|DICER1_uc001ydy.1_5'FlankNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5AAATCCGCAGGAAGTGATCTG0.453

+ 9 2088TECPR2_uc010awl.2_Missense_Mutation_p.S647L|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN 3CTCCTGAACTCACTCACTGTG0.602

- 15 2293 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11CCAGCTCGGATTTGATTTTGG0.463

+ 17 1827MTA1_uc001yqy.2_RNA|MTA1_uc001yrb.2_Missense_Mutation_p.P308LNM_004689 NP_004680 Q13330 MTA1_HUMANSH3-binding (Potential). 2CACCCCCGCCCCCCCAAGCCT0.682

- 12 1913TJP1_uc010azl.2_Missense_Mutation_p.R468G|TJP1_uc001zcq.2_Missense_Mutation_p.R484G|TJP1_uc001zcs.2_Missense_Mutation_p.R480GNM_003257 NP_003248 Q07157 ZO1_HUMAN PDZ 3. 6 GCTTCTTCTCTTATGATATTT0.368

+ 2 259 NM_001211 NP_001202 O60566 BUB1B_HUMAN 4GAAGCCATGTCCCTGGAGGGA0.413

- 15 2095_2096RPAP1_uc001zoc.2_5'FlankNM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1GCCAGTTCTTGGGGAGCCTCAG0.599

+ 17 2359 NM_198141 NP_937784 Q8TET4 GANC_HUMAN 2TATTGGTATTCTCTGTTCTAC0.512

+ 2 565CTDSPL2_uc001zts.2_Missense_Mutation_p.S50F|CTDSPL2_uc001ztt.2_Missense_Mutation_p.S50F|CTDSPL2_uc010bdv.2_Missense_Mutation_p.S50FNM_016396 NP_057480 Q05D32 CTSL2_HUMAN 0GGCTTGTTGTCTTCAATTAAA0.323

- 5 942GABPB1_uc001zya.2_Missense_Mutation_p.T173I|GABPB1_uc010ufg.1_Missense_Mutation_p.T97I|GABPB1_uc001zyc.2_Missense_Mutation_p.T173I|GABPB1_uc001zyd.2_Missense_Mutation_p.T173I|GABPB1_uc001zye.2_Missense_Mutation_p.T173I|GABPB1_uc001zyf.2_Missense_Mutation_p.T173INM_005254 NP_005245 Q06547 GABP1_HUMAN 1TATTGTCACAGTGTCAGGACT0.423

- 8 845WDR72_uc010bfi.1_Missense_Mutation_p.R268KNM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2GATGAGGATTCTGTGAGCAGC0.423

+ 1 561 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7TGAGAAAATGGAAAAAGAGTC0.458

+ 2 701RNF111_uc002afs.2_Missense_Mutation_p.P141L|RNF111_uc002aft.2_Missense_Mutation_p.P141L|RNF111_uc002afu.2_Missense_Mutation_p.P141L|RNF111_uc002afw.2_Missense_Mutation_p.P141LNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2CTTTCTTCTCCTTCATCTAGT0.383

- 30 5660 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19AAGGATTGAACTACTTTGGGA0.333

- 7 1237CSNK1G1_uc002ane.2_RNA|CSNK1G1_uc002ang.1_Missense_Mutation_p.G253R|CSNK1G1_uc002anh.1_Missense_Mutation_p.G253R|CSNK1G1_uc002anj.2_Missense_Mutation_p.G235RNM_022048 NP_071331 Q9HCP0 KC1G1_HUMANProtein kinase. 0ACCTTGAGTCCTTGCCAGGGG0.458

- 3 400DENND4A_uc002api.2_Missense_Mutation_p.R8C|DENND4A_uc002apj.3_Missense_Mutation_p.R8C|DENND4A_uc010ujj.1_Missense_Mutation_p.R8CNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4TCAGCAACACGAGGCCCCTTG0.363

+ 21 3051IQCH_uc002aqq.1_Missense_Mutation_p.V659I|IQCH_uc002aqp.1_3'UTR|uc002aqr.1_IntronNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4TATTCTAAGAGTAACAAAGGA0.353



+ 15 1985LRRC49_uc002asu.2_Missense_Mutation_p.G570R|LRRC49_uc002asx.2_Missense_Mutation_p.G536R|LRRC49_uc010ukf.1_Missense_Mutation_p.G585R|LRRC49_uc002asy.2_Missense_Mutation_p.G286R|LRRC49_uc002asz.2_Missense_Mutation_p.G552RNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1AGAATCCAAAGGAAAAAAACC0.308

- 9 1150PARP6_uc002aua.2_Missense_Mutation_p.P96S|PARP6_uc002aub.2_RNA|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.P231SNM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0CCTGCCTGGGGGCTGGGAGGG0.597

- 8 1566CYP11A1_uc002axs.2_Missense_Mutation_p.E313K|CYP11A1_uc010bjm.1_Missense_Mutation_p.E313K|CYP11A1_uc010bjn.1_RNA|CYP11A1_uc010bjo.1_Missense_Mutation_p.E389KNM_000781 NP_000772 P05108 CP11A_HUMAN 2ATGGTCATCTCTAGCTCAGCG0.562

+ 13 1864KIAA1199_uc010unn.1_Missense_Mutation_p.K535RNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3CTGGGATTTAAGGCAGCACAC0.542

+ 6 3070 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12TCTTGTTTCCCAAAAAAACCT0.537

+ 7 1643SLCO3A1_uc002bqy.2_Missense_Mutation_p.S481F|SLCO3A1_uc010boc.1_RNA|SLCO3A1_uc002bqz.1_Missense_Mutation_p.S423FNM_013272 NP_037404 Q9UIG8 SO3A1_HUMANExtracellular (Potential).|Kazal-like. 1CAAACCGATTCCTTCACTCCA0.468

+ 16 3186IGF1R_uc010bon.2_Missense_Mutation_p.E1045K|IGF1R_uc010boo.1_IntronNM_000875 NP_000866 P08069 IGF1R_HUMANProtein kinase.|Cytoplasmic (Potential). 8TGAGAGGATTGAGTTTCTCAA0.473

- 15 6988PKD1_uc002cot.1_Missense_Mutation_p.I2260TNM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3GCCACCCTCAATGATGGGCAC0.622

- 12 3752 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with PLK1 and TERF2-TERF2IP. 0GGGACTCCCGCCCTGGGGAGG0.672

- 5 920SMG1_uc010bwb.2_Missense_Mutation_p.V46GNM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16CAATTGTTTAACTAGTACCTT0.274

+ 2 1468 NM_006539 NP_006530 O60359 CCG3_HUMAN 0TGCTGACTACGAACAGGACAC0.562

+ 7 1615 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. p.S310F(1) 3GATGCCTTTTCCCGCCGCCAC0.522 rs146035438

+ 10 1452GPT2_uc002eem.2_Missense_Mutation_p.E353V|GPT2_uc002een.2_Missense_Mutation_p.E96VNM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2AAAGCTGTGGAGGCTGCTCAG0.582

- 4 727CDH11_uc010cdn.2_RNA|CDH11_uc002eoj.2_Missense_Mutation_p.G98E|CDH11_uc010vin.1_5'UTR|CDH11_uc010vio.1_Missense_Mutation_p.G98ENM_001797 NP_001788 P55287 CAD11_HUMANExtracellular (Potential).|Cadherin 1. 14AAAAATGGTTCCAGCTCCTTC0.433

+ 3 528CMTM3_uc002epv.2_Missense_Mutation_p.N90T|CMTM3_uc002epw.2_Missense_Mutation_p.N90T|CMTM3_uc002epx.2_Missense_Mutation_p.N90T|CMTM3_uc002epy.2_RNANM_001048251 NP_001041716 Q96MX0 CKLF3_HUMAN MARVEL. 1ATGCAGCTGAATGACAAGTGG0.592

- 7 2151KIAA0895L_uc002err.2_RNA|KIAA0895L_uc002ers.2_Missense_Mutation_p.R304Q|KIAA0895L_uc002eru.2_3'UTRNM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0CTCATCCAGCCGGTTGGTGGC0.637

- 2 185TAT_uc002faq.2_Missense_Mutation_p.S29F|TAT_uc002far.2_Missense_Mutation_p.S29FNM_000353 NP_000344 P17735 ATTY_HUMAN 2TCCCGGCACAGAGCTTCTCCC0.527

- 10 1415ADAT1_uc002fep.1_Missense_Mutation_p.L289PNM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2TGATCTGAAGAGTTCCACTTT0.413

+ 11 1938 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN 2GTTCATTCCCCTTGAGGAGGA0.527

- 4 641_642HSDL1_uc010vnv.1_IntronNM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0ATAAAACACACCCACGTTATTT0.475 rs144743188

- 11 3752NLRP1_uc002gcg.1_Missense_Mutation_p.G1070E|NLRP1_uc002gck.2_Missense_Mutation_p.G1066E|NLRP1_uc002gcj.2_Missense_Mutation_p.G1036E|NLRP1_uc002gcl.2_Missense_Mutation_p.G1036E|NLRP1_uc002gch.3_Missense_Mutation_p.G1066E|NLRP1_uc010clh.2_Missense_Mutation_p.G1066ENM_033004 NP_127497 Q9C000 NALP1_HUMAN 9ATGCAGGTCCCCTTGAGAGGC0.567

+ 2 1231 NM_000676 NP_000667 P29275 AA2BR_HUMANCytoplasmic (By similarity). 2TTCCGCTACACTTTTCACAAA0.488

- 1 424uc002gyg.1_Intron|uc002gyh.1_IntronNM_001004306 NP_001004306 Q6NUI1 C144L_HUMAN 0GTGTCTCCAGGAGCCAAGACG0.627

- 5 1332PHF12_uc010wbb.1_Missense_Mutation_p.P250S|PHF12_uc002hdi.1_Missense_Mutation_p.P264S|PHF12_uc002hdj.1_Missense_Mutation_p.P268S|PHF12_uc010crw.1_5'UTR|PHF12_uc002hdh.1_Missense_Mutation_p.P51SNM_001033561 NP_001028733 Q96QT6 PHF12_HUMANInteraction with SIN3A. 1ACGGGTAAGGGAACGAGACCA0.388

+ 50 7681NF1_uc002hgh.2_Nonsense_Mutation_p.R2429*|NF1_uc010cso.2_Nonsense_Mutation_p.R638*|NF1_uc010wbt.1_5'UTR|NF1_uc010wbu.1_RNANM_001042492 NP_001035957 P21359 NF1_HUMAN p.R2450*(1) 330TGAAGAAGTTCGAAGTCGCTG0.363

+ 9 1214UNC45B_uc002hjb.2_Missense_Mutation_p.D373N|UNC45B_uc002hjc.2_Missense_Mutation_p.D373N|UNC45B_uc010cto.2_Missense_Mutation_p.D373NNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6CCCGGAGCGCGATCACTTCCG0.468 rs148057044

- 6 1268 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0TTGCAGTCCTCGTTCTCCAGC0.617 rs70964671

- 1 441JUP_uc010wfs.1_Intron|KRT14_uc010cxp.1_Missense_Mutation_p.A127VNM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1A.|Rod. 1CAGGTAGGAGGCCAGGCGGTC0.458

+ 1 265WNK4_uc010wgx.1_5'UTR|WNK4_uc002ibk.1_5'FlankNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7ACCCGCTCCGGACCCCCCCGA0.716

- 3 697MEOX1_uc002iea.2_Silent_p.K165K|MEOX1_uc002ieb.2_Missense_Mutation_p.R108KNM_004527 NP_004518 P50221 MEOX1_HUMAN Homeobox. 0CCACTTCATCCTTCGGTTCTG0.582

- 1 486KIAA1267_uc002ikc.2_Missense_Mutation_p.S134F|KIAA1267_uc002ikd.2_Missense_Mutation_p.S134F|KIAA1267_uc010dav.2_Missense_Mutation_p.S134FNM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2ATTTTCTAAGGAAAACTCCAA0.438

+ 2 722HLF_uc010dce.1_5'UTR|HLF_uc002iuh.2_5'UTR|HLF_uc010wni.1_Missense_Mutation_p.G15SNM_002126 NP_002117 Q16534 HLF_HUMAN 2GCATTCCTGGGGCCTACCTTA0.488

+ 3 296KPNA2_uc002jgl.2_Missense_Mutation_p.S55LNM_002266 NP_002257 P52292 IMA2_HUMAN IBB. 2AATGTAAGCTCATTTCCTGAT0.413

+ 2 207 NM_001545 NP_001536 Q14197 ICT1_HUMAN 2AAAGCAAGCCGACAGTGACAT0.269

- 4 309KCTD2_uc010dfy.1_Intron|KCTD2_uc010dfz.2_Intron|ATP5H_uc002jmo.1_IntronNM_006356 NP_006347 O75947 ATP5H_HUMAN 0TTTATCCTCTGGCACGGGAAC0.448

+ 32 4292SMCHD1_uc002klk.3_RNA|SMCHD1_uc002kll.3_RNANM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0CCAGAAAAACCCGTTCGTCTC0.353

+ 2 1157TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.E169DNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN9.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2AGCCCAAGGAGAGTGATATCC0.562

+ 21 2215ANKRD30B_uc010xak.1_RNANM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2TTTAGAGTCTCCTGATAATGA0.289

- 9 1728NPC1_uc010xaz.1_Nonsense_Mutation_p.L286*|NPC1_uc010xba.1_Nonsense_Mutation_p.L330*NM_000271 NP_000262 O15118 NPC1_HUMAN 2GAAGTAATTTAACACACTCAA0.463

- 9 1709NPC1_uc010xaz.1_Missense_Mutation_p.C280S|NPC1_uc010xba.1_Missense_Mutation_p.C324SNM_000271 NP_000262 O15118 NPC1_HUMAN 2AAAATGGTGCAGTTCGTGTTA0.448

+ 27 3373LAMA3_uc002kur.2_Missense_Mutation_p.S1096LNM_198129 NP_937762 Q16787 LAMA3_HUMANDomain IV 1 (domain IV B). 11CCCCAGCAGTCGTCACCTTCT0.438

+ 53 6901LAMA3_uc002kur.2_Missense_Mutation_p.G2216D|LAMA3_uc002kus.3_Missense_Mutation_p.G663D|LAMA3_uc002kut.3_Missense_Mutation_p.G607DNM_198129 NP_937762 Q16787 LAMA3_HUMANDomain II and I. 11CTCCGAGATGGTCTTCATGGG0.423

- 13 2062DSC3_uc002kwi.3_Missense_Mutation_p.S636LNM_001941 NP_001932 Q14574 DSC3_HUMANExtracellular (Potential).|Cadherin 5. 4TTTCTGATATGAAAGACGGGC0.333

- 3 728DSC2_uc002kwk.3_Nonsense_Mutation_p.R92*|DSC2_uc010xbo.1_Nonsense_Mutation_p.R92*NM_024422 NP_077740 Q02487 DSC2_HUMAN 3GTAAAACTTCTCTTCTCCGAG0.338

- 12 2073KIAA1012_uc002kxb.3_Missense_Mutation_p.R516Q|KIAA1012_uc002kxd.3_RNA|KIAA1012_uc002kxe.2_Missense_Mutation_p.R570QNM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0TTTACTAAATCGATGGCCTGC0.333

- 13 1037PSTPIP2_uc002lbq.3_Silent_p.L282LNM_024430 NP_077748 Q9H939 PPIP2_HUMAN 1TGAGCTTTTAGGAATTGGGAG0.249

- 1 1626KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4TTAGCCGAATCCCAGGACTCA0.547



- 1 817KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4GGGGCACTTTCTCTCAGCTCT0.662

+ 3 1014 DCC_uc010xdr.1_5'UTRNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 2. 17ACTGAGGTTCCTTTCACAGAC0.388

+ 12 2494DCC_uc010xdr.1_Missense_Mutation_p.S484L|DCC_uc010dpf.1_Missense_Mutation_p.S291LNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17GTGGTCAATTCAAGAGTAAGT0.408

- 4 1859 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14TTGGCATTCGGCTTCTTGGGA0.512

+ 6 632SERPINB7_uc002ljm.2_Missense_Mutation_p.G179D|SERPINB7_uc010xet.1_Missense_Mutation_p.G162D|SERPINB7_uc010dqg.2_Missense_Mutation_p.G179DNM_001040147 NP_001035237 O75635 SPB7_HUMAN 3TACTTCAAAGGCAAGTGGCAA0.393

+ 12 2390CDH7_uc002lkb.2_Missense_Mutation_p.E689KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4TGTGACTCCAGAAATTCAATT0.483

+ 7 1253ABCA7_uc002lqw.3_5'Flank|CNN2_uc002lqv.2_Missense_Mutation_p.P258L|CNN2_uc010xgb.1_Missense_Mutation_p.P286L|CNN2_uc010xgc.1_Missense_Mutation_p.P318L|ABCA7_uc010dsa.2_5'FlankNM_004368 NP_004359 Q99439 CNN2_HUMAN 0GGGGAGGTCCCTGAATATCCC0.637

- 5 428PIP5K1C_uc010xhq.1_Missense_Mutation_p.P124L|PIP5K1C_uc010xhr.1_Missense_Mutation_p.P124LNM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4GTGGTGGGCGGGGGTGAGGTT0.622

+ 3 450CREB3L3_uc002lzm.2_Missense_Mutation_p.G102S|CREB3L3_uc010xib.1_Missense_Mutation_p.G103S|CREB3L3_uc010xic.1_Missense_Mutation_p.G103SNM_032607 NP_115996 Q68CJ9 CR3L3_HUMANCytoplasmic (Potential). 2CTCCCCCGCCGGCTGCCATCC0.657 rs145839480

+ 5 702ZNF557_uc002mga.2_Missense_Mutation_p.A80T|ZNF557_uc002mgc.2_Missense_Mutation_p.A80TNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN KRAB. 2CAGGAACCTGGCCTCACTGGG0.433

- 5 36001 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CTGGAAAATTCTGGGGGTCCA0.493

- 5 35987 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGGTCCAACTGAAGTTACAGA0.493

- 3 18701 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTGGCCAAGAGATGTCACCCC0.488

- 6 1016ZNF562_uc002mly.2_Missense_Mutation_p.E285K|ZNF562_uc002mlx.2_Missense_Mutation_p.E213K|ZNF562_uc010xkt.1_Missense_Mutation_p.E248K|ZNF562_uc010xku.1_Missense_Mutation_p.E216K|ZNF562_uc010xkv.1_Missense_Mutation_p.E284K|ZNF562_uc010xkw.1_Missense_Mutation_p.E169KNM_001130032 NP_001123504 Q6V9R5 ZN562_HUMAN 0AAGGACTTCTCTCCTTTATGA0.348

+ 8 852 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2GATGAGTGATTATATCTCCGC0.557

- 9 1513USHBP1_uc002nfr.1_Missense_Mutation_p.G93E|USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.G403ENM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1AGCCTGGGTCCCCAGAATGGC0.607

- 3 1834 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 13. 0TCTTCACATTTGTAGCGTTTC0.388

+ 6 2690ZNF507_uc002ntd.2_Nonsense_Mutation_p.W806*NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN C2H2-type 8. 5CTCATATGTGGAAACATGCAA0.453

+ 15 2245KIRREL2_uc002obz.3_Intron|KIRREL2_uc002oca.3_Intron|KIRREL2_uc002occ.3_Missense_Mutation_p.S625F|KIRREL2_uc002ocd.3_Missense_Mutation_p.S640F|APLP1_uc010xsz.1_5'Flank|APLP1_uc002oce.2_5'Flank|APLP1_uc002ocf.2_5'Flank|APLP1_uc002ocg.2_5'FlankNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANPro-rich.|Cytoplasmic (Potential). 3AAACCCACATCCTTTGGGCCC0.617

- 5 1009ZNF565_uc010ees.2_Missense_Mutation_p.H236Y|ZNF565_uc002odo.2_Missense_Mutation_p.H301YNM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 5. 2GCCCCTGTGTGGATTCTCCGA0.507

+ 8 1979ZNF383_uc002ofs.1_Missense_Mutation_p.R402C|ZNF383_uc002ofu.1_Missense_Mutation_p.R467CNM_152604 NP_689817 Q8NA42 ZN383_HUMANC2H2-type 11. 2GGATCTCATTCGTCATCAGGG0.378

- 3 232 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0CTTGGAAATGGAAGACAATGT0.502

+ 9 738SHKBP1_uc002ooc.2_Missense_Mutation_p.S230F|SHKBP1_uc002ood.2_Missense_Mutation_p.S230F|SHKBP1_uc010xvl.1_Missense_Mutation_p.S153F|SHKBP1_uc002ooe.2_Missense_Mutation_p.S67F|SHKBP1_uc002oof.2_Missense_Mutation_p.S67F|SHKBP1_uc010xvm.1_Missense_Mutation_p.S67F|SHKBP1_uc010xvn.1_Missense_Mutation_p.S108FNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2CTGGTGTTTTCCAGCCCCCGC0.627

+ 2 375CEACAM5_uc010ehz.1_Missense_Mutation_p.G85E|CEACAM5_uc002orj.1_Missense_Mutation_p.G85E|CEACAM5_uc002orl.2_Missense_Mutation_p.G85ENM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2TATGTAATAGGAACTCAACAA0.468

- 3 750PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.E57K|PSG8_uc002ouh.2_Missense_Mutation_p.E218K|PSG8_uc010ein.2_Missense_Mutation_p.E96K|PSG8_uc002ouj.3_Intron|PSG8_uc002ouk.3_Missense_Mutation_p.E57K|PSG8_uc002oul.3_Missense_Mutation_p.E218K|PSG8_uc002oum.3_Intron|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_IntronNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 1. 0TTCCGTATTTCACATTCATAG0.512

- 3 571PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.E145K|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.E145K|PSG1_uc010eio.1_Missense_Mutation_p.E145K|PSG1_uc002oux.1_Missense_Mutation_p.E74K|PSG1_uc002ouy.1_Missense_Mutation_p.E145K|PSG1_uc002ouz.1_Missense_Mutation_p.E145K|PSG1_uc002ova.1_Intron|PSG1_uc002ovc.2_Intron|PSG1_uc002ovd.1_Missense_Mutation_p.E145KNM_006905 NP_008836 P11464 PSG1_HUMAN p.E145G(1) 2TTAGGAGTCTCCACTGTGCAG0.517

- 5 1261PSG9_uc002owe.3_Missense_Mutation_p.H295Y|PSG9_uc010xwm.1_Missense_Mutation_p.H295Y|PSG9_uc002owf.3_Missense_Mutation_p.H202Y|PSG9_uc002owg.2_Missense_Mutation_p.H295Y|PSG9_uc002owh.2_Missense_Mutation_p.H202YNM_002784 NP_002775 Q00887 PSG9_HUMANIg-like C2-type 3. 2AGCCCGCTATGATTTCTAGTA0.443

+ 2 146 NM_015603 NP_056418 Q9Y3X0 CCDC9_HUMAN 0GGAACCCTCAGTGCTGCGTCT0.542

+ 5 2330 uc002pxc.1_5'Flank NM_007147 NP_009078 Q9Y473 ZN175_HUMANC2H2-type 14. 0TGTGGGAAATCGTTCAGTAAG0.438 rs145951696

- 5 1020 NM_003830 NP_003821 O15389 SIGL5_HUMANExtracellular (Potential).|Ig-like C2-type 2. 4CCCGGTATTGGAGATGGGGGT0.622

+ 2 710FPR2_uc002pxs.3_Missense_Mutation_p.G222E|FPR2_uc010epf.2_Missense_Mutation_p.G222ENM_001005738 NP_001005738 P25090 FPR2_HUMANHelical; Name=5; (Potential). 4ATCTGCTATGGGCTCATTGCA0.502

+ 2 496 NM_002030 NP_002021 P25089 FPR3_HUMANHelical; Name=3; (Potential). 6TTCATGTTATGATAGACATCA0.468

- 7 964ZNF611_uc010eqc.2_Missense_Mutation_p.S146L|ZNF611_uc010ydo.1_Missense_Mutation_p.S146L|ZNF611_uc010ydr.1_Missense_Mutation_p.S147L|ZNF611_uc010ydp.1_Missense_Mutation_p.S216L|ZNF611_uc010ydq.1_Missense_Mutation_p.S216L|ZNF611_uc002qaa.3_Missense_Mutation_p.S146LNM_030972 NP_112234 Q8N823 ZN611_HUMAN 1TGGGAGTAATGAAGAATTCAG0.378

+ 5 623KIR2DS4_uc010yfj.1_Silent_p.T178T|KIR2DS4_uc010yfk.1_RNA|KIR3DL1_uc002qhl.3_Intron|KIR2DS4_uc010esg.1_Silent_p.T185T|KIR2DS4_uc002qhn.1_IntronNM_012314 NP_036446 P43632 KI2S4_HUMANExtracellular (Potential).|Ig-like C2-type 2. 0TGCCACCCACGGAGGGACCTA0.592

+ 9 2952NLRP8_uc010etg.2_Missense_Mutation_p.E942KNM_176811 NP_789781 Q86W28 NALP8_HUMAN 13TCACAGGCTGGAAAACTGCCT0.512

+ 8 1918 uc002qnk.1_Intron NM_020828 NP_065879 Q8NHY6 ZFP28_HUMAN 1GGGGAGAAGCCTTTTGAATGT0.428

- 4 322ZNF329_uc010euk.1_RNA|ZNF329_uc002qro.1_RNA|ZNF329_uc002qrp.1_RNANM_024620 NP_078896 Q86UD4 ZN329_HUMAN 1GACAAGCAGGGAACTTCCCTT0.463

- 16 2240ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rej.3_Translation_Start_SiteNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1ATCTTGGGCACTAAGCACTAT0.502

+ 11 883GPN1_uc010ezf.2_Missense_Mutation_p.E262K|GPN1_uc010yma.1_Missense_Mutation_p.E195K|GPN1_uc010ymb.1_Missense_Mutation_p.E179K|GPN1_uc010ymd.1_Missense_Mutation_p.E169K|GPN1_uc010yme.1_Intron|GPN1_uc010ezg.1_Missense_Mutation_p.E169KNM_007266 NP_009197 Q9HCN4 GPN1_HUMAN 0TCCTGAATATGAACGTCTGAA0.373

- 1 1027 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATAAGGGGAGACCCTGCACC0.587

+ 7 806CCT7_uc002sja.2_Missense_Mutation_p.P31L|CCT7_uc010yrf.1_Missense_Mutation_p.P191L|CCT7_uc010feu.2_Missense_Mutation_p.P193L|CCT7_uc010yrg.1_Missense_Mutation_p.P135L|CCT7_uc010yrh.1_Missense_Mutation_p.P107L|CCT7_uc010yri.1_Missense_Mutation_p.P148LNM_006429 NP_006420 Q99832 TCPH_HUMAN 0TACCACAATCCCAAGATTGCC0.438

+ 6 1126ALMS1_uc002sjf.1_Missense_Mutation_p.R296CNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9AGACTGTGATCGTTATGATGA0.378

+ 18 2821CTNNA2_uc010yse.1_Missense_Mutation_p.S891L|CTNNA2_uc010ysf.1_Missense_Mutation_p.S891L|CTNNA2_uc010ysg.1_Missense_Mutation_p.S846L|CTNNA2_uc010ysi.1_Missense_Mutation_p.S523L|CTNNA2_uc010ysj.1_Missense_Mutation_p.S220LNM_004389 NP_004380 P26232 CTNA2_HUMAN 9AAACACATTTCGCCTGTACAG0.368

- 13 2343 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMANCytoplasmic (Potential).|Protein kinase. 3TTGTGGTGAAGGAGCTATGAT0.453

+ 11 2466 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANCytoplasmic (Potential). 3CAGTCTGCAGGAAGAGACACA0.428

- 7 1645 NM_000575 NP_000566 P01583 IL1A_HUMAN 1TTCTTAGTGCCGTGAGTTTCC0.468

- 17 5698NCKAP5_uc002ttq.2_Missense_Mutation_p.S456FNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GTCTGTGGAGGAAGGCACTTC0.597



+ 4 443ARHGAP15_uc010zbl.1_Missense_Mutation_p.L98VNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2AGGAAAGAAACTAAGGTAATA0.333

- 11 1569CCDC148_uc002tzr.2_Missense_Mutation_p.D284N|CCDC148_uc010foh.2_Missense_Mutation_p.D149NNM_138803 NP_620158 Q8NFR7 CC148_HUMAN 2CGCTGAAGATCTCTCATTTCC0.303

- 5 980LY75_uc002ubb.3_Missense_Mutation_p.P304L|LY75_uc010fos.2_Missense_Mutation_p.P304L|LY75_uc010fot.1_Missense_Mutation_p.P304LNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 1. 0GCAGTTACCTGGATCCCAGTT0.423

- 4 363ITGB6_uc010fow.1_Splice_Site|ITGB6_uc010fou.2_Splice_Site_p.G116_splice|ITGB6_uc010zcq.1_Splice_Site_p.G74_splice|ITGB6_uc010fov.1_Splice_Site_p.G116_spliceNM_000888 NP_000879 P18564 ITB6_HUMAN 3TGCGCACCACCTGCAAAGCCC0.522

- 13 2246SCN1A_uc002udo.3_Nonsense_Mutation_p.W623*|SCN1A_uc010fpk.2_Nonsense_Mutation_p.W595*NM_006920 NP_008851 P35498 SCN1A_HUMAN II. 13CACTTTTAACCAATATGGAGA0.383

+ 3 461G6PC2_uc002uen.2_Nonsense_Mutation_p.W123*|G6PC2_uc010fpv.2_Nonsense_Mutation_p.W7*NM_021176 NP_066999 Q9NQR9 G6PC2_HUMANHelical; (Potential). 1CCTGTGTCTGGTATGTCATGG0.478

+ 39 5582UBR3_uc002ufr.3_RNA|UBR3_uc010fqa.2_Missense_Mutation_p.R682K|UBR3_uc002uft.3_Missense_Mutation_p.R718K|UBR3_uc010zdj.1_Missense_Mutation_p.R552K|UBR3_uc002ufu.3_Missense_Mutation_p.R367KNM_172070 NP_742067 Q6ZT12 UBR3_HUMAN 0TGTAAGGAAAGATACAAAGTT0.368

+ 7 1327ITGA6_uc010fqk.1_Missense_Mutation_p.S261F|ITGA6_uc010zdy.1_Missense_Mutation_p.S256F|ITGA6_uc002uho.1_Missense_Mutation_p.S375F|ITGA6_uc010fqm.1_Missense_Mutation_p.S21FNM_001079818 NP_001073286 P23229 ITA6_HUMANFG-GAP 6.|Extracellular (Potential). 2ACCAAAGATTCTATGTTTGGC0.358

- 306 92958uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E24607K|TTN_uc010zfi.1_Missense_Mutation_p.E24540K|TTN_uc010zfj.1_Missense_Mutation_p.E24415KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGATATTTCACTCCATTCA0.388

- 275 71443uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.W17435*|TTN_uc010zfi.1_Nonsense_Mutation_p.W17368*|TTN_uc010zfj.1_Nonsense_Mutation_p.W17243*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGTGGAGACCATGTTAAAGA0.438

- 275 68106uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T16323A|TTN_uc010zfi.1_Missense_Mutation_p.T16256A|TTN_uc010zfj.1_Missense_Mutation_p.T16131ANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACATTCACAGTAACTGATCTT0.463

- 275 63906uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E14923Q|TTN_uc010zfi.1_Missense_Mutation_p.E14856Q|TTN_uc010zfj.1_Missense_Mutation_p.E14731QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACTGATACTCTAATCCAGTA0.458

- 220 43725uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8196K|TTN_uc010zfi.1_Missense_Mutation_p.E8129K|TTN_uc010zfj.1_Missense_Mutation_p.E8004KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGGAGGTTCCCAAGTTAAC0.398

- 200 39450TTN_uc010zfh.1_Missense_Mutation_p.G6771R|TTN_uc010zfi.1_Missense_Mutation_p.G6704R|TTN_uc010zfj.1_Missense_Mutation_p.G6579RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGCTTTTCCATGTTTGTTC0.363

- 157 32061TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc010fre.1_Intron|TTN_uc002umw.1_5'Flank|TTN_uc002umx.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACTTCTTTGGGAGCCTCAGGC0.423

- 143 30597TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6786K|TTN_uc010fre.1_Intron|TTN_uc002una.1_RNA|TTN_uc010frf.1_RNANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGTAGAACTTCCTCTTCCTCA0.453

- 80 20457TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R3406CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCAGCTTGCGGATGAAGGAA0.512

+ 4 2903 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R770Q(1) 11AGATTCTATCGAAAACGTAGA0.333

- 4 587CLK1_uc002uwd.2_5'Flank|CLK1_uc010zhi.1_Nonsense_Mutation_p.K178*|CLK1_uc002uwf.2_Intron|CLK1_uc002uwg.2_5'UTR|CLK1_uc010fsv.2_RNANM_004071 NP_004062 P49759 CLK1_HUMAN 2CTGGTTCTTTTCCTTCGGTGA0.443

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3CAAACCTACAGATTCCAGAAT0.393

- 2 90 NM_020989 NP_066269 P07315 CRGC_HUMANBeta/gamma crystallin 'Greek key' 1. 0GTGGTGGTTTCGTAGCTGCGG0.522 rs145041511

+ 7 2206MAP2_uc002vdc.1_Missense_Mutation_p.S653N|MAP2_uc002vdd.1_Intron|MAP2_uc002vdf.1_Intron|MAP2_uc002vdg.1_Intron|MAP2_uc002vdh.1_Intron|MAP2_uc002vdi.1_Missense_Mutation_p.S649NNM_002374 NP_002365 P11137 MAP2_HUMAN 17GAAGAACCCAGTTCTCCTCAA0.443

+ 11 4932MAP2_uc002vdd.1_Missense_Mutation_p.S263T|MAP2_uc002vdf.1_Missense_Mutation_p.S206T|MAP2_uc002vdg.1_Missense_Mutation_p.S206T|MAP2_uc002vdh.1_Missense_Mutation_p.S263T|MAP2_uc002vdi.1_Missense_Mutation_p.S1558TNM_002374 NP_002365 P11137 MAP2_HUMAN 17AGATGAGAATTCCTTCTCTCT0.458

- 3 320MYL1_uc002veb.2_Missense_Mutation_p.R20KNM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1ATCACCTGTTCTGTCAAACAG0.438

- 7 970NHEJ1_uc002vjq.3_RNA|SLC23A3_uc010zkr.1_Missense_Mutation_p.P295S|SLC23A3_uc010fwb.2_Intron|SLC23A3_uc002vjs.1_Missense_Mutation_p.P139L|SLC23A3_uc002vjt.1_Missense_Mutation_p.P146LNM_001144889 NP_001138361 Q6PIS1 S23A3_HUMANHelical; (Potential). 0AGTTCCTGGGGGATAACACTG0.522

+ 7 1185SLC4A3_uc002vmn.2_Missense_Mutation_p.R333C|SLC4A3_uc002vmo.3_Missense_Mutation_p.R333C|SLC4A3_uc010fwm.2_5'UTR|SLC4A3_uc010fwn.1_5'UTRNM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5CCCCATCCTTCGCAGGAAGAA0.652 rs140021661

+ 5 653SP140_uc010zma.1_RNA|SP140_uc002vqk.2_Missense_Mutation_p.E180K|SP140_uc002vqn.2_Missense_Mutation_p.E180K|SP140_uc002vqm.2_Missense_Mutation_p.E180K|SP140_uc010fxl.2_Missense_Mutation_p.E180KNM_007237 NP_009168 Q13342 LY10_HUMAN 0AGTGCCTCAGGAAGCCTTGAG0.498

- 2 361 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANHelical; Name=1; (Potential). 5GCGCAGGATGACCAGACAGGT0.632

+ 8 1425 NM_018327 NP_060797 Q9NUV7 SPTC3_HUMAN 0TCAGGAGGTTACATAGCTGGA0.512

- 2 258C20orf3_uc002wtz.2_Missense_Mutation_p.P53S|C20orf3_uc010zsw.1_Missense_Mutation_p.P53SNM_020531 NP_065392 Q9HDC9 APMAP_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1CCAAGCAGGGGAACGGTGAGA0.517

- 2 116 NM_001037731 NP_001032820 Q30KQ4 DB116_HUMAN 0AAGCTCACATGGATTCCAAGG0.468

- 5 446NECAB3_uc002wzm.3_Missense_Mutation_p.E114K|NECAB3_uc002wzo.3_RNA|NECAB3_uc002wzp.3_Missense_Mutation_p.E65K|NECAB3_uc002wzq.3_Missense_Mutation_p.E114K|NECAB3_uc002wzr.3_RNA|NECAB3_uc010geo.2_Missense_Mutation_p.E114KNM_031232 NP_112509 Q96P71 NECA3_HUMAN 1TTCAGCGATTCCAATGCAGCC0.612

- 24 3507PTPRT_uc010ggj.2_Missense_Mutation_p.G1127A|PTPRT_uc010ggi.2_Missense_Mutation_p.G311ANM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20GTCCACCACCCCTTCATTCTC0.577

- 22 3180PTPRT_uc010ggj.2_Missense_Mutation_p.R1018Q|PTPRT_uc010ggi.2_Missense_Mutation_p.R202QNM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20TGGCCAGTATCGCACACATTT0.438

- 21 3155PTPRT_uc010ggj.2_Missense_Mutation_p.E1010K|PTPRT_uc010ggi.2_Missense_Mutation_p.E194KNM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20CTGCCCACTTCCACCAGGTTT0.468

+ 4 651 NM_004994 NP_004985 P14780 MMP9_HUMAN 2GAGTTGTGGTCCCTGGGCAAG0.637

- 8 1852CDH22_uc010ghk.1_Missense_Mutation_p.S484FNM_021248 NP_067071 Q9UJ99 CAD22_HUMANExtracellular (Potential).|Cadherin 4. 5GATCCTTAGGGATGCCCGGGA0.552

- 5 705SLC13A3_uc010ghn.1_Missense_Mutation_p.E192K|SLC13A3_uc010zxw.1_Silent_p.R200R|SLC13A3_uc002xsg.1_Missense_Mutation_p.E176K|SLC13A3_uc010gho.1_Missense_Mutation_p.E176K|SLC13A3_uc010zxx.1_Missense_Mutation_p.E125KNM_022829 NP_073740 Q8WWT9 S13A3_HUMANCytoplasmic (Potential). 1TATTCATCCTCCTTCCTGGAG0.532

- 2 1634KCNB1_uc002xus.1_Nonsense_Mutation_p.W490*NM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2TCCTCTTTGTCCATTTCCATT0.433

+ 2 3772 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GGTGATGCCCCAGCACCAGGT0.498

+ 5 4780 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14TCCTTCCAGAGGCCAGTATGG0.468

+ 11 1202DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmg.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmi.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gmj.2_Nonsense_Mutation_p.R196*|ITSN1_uc002ysy.2_Nonsense_Mutation_p.R312*|ITSN1_uc002ysx.2_Nonsense_Mutation_p.R275*|ITSN1_uc002ytb.1_Nonsense_Mutation_p.R312*|ITSN1_uc002ytc.1_Nonsense_Mutation_p.R312*|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Nonsense_Mutation_p.R275*|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Nonsense_Mutation_p.R312*|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_Nonsense_Mutation_p.R246*NM_003024 NP_003015 Q15811 ITSN1_HUMAN 4CAGAAGAGTTCGATCTGGCAG0.388

- 15 3372DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Fibronectin type-III 1. 11ATGGTGAGCTCGTTGCTGGGC0.587

+ 2 173UBASH3A_uc002zbf.2_Missense_Mutation_p.G46E|UBASH3A_uc010gpc.2_RNA|UBASH3A_uc010gpd.2_RNA|UBASH3A_uc010gpe.2_Missense_Mutation_p.G46ENM_018961 NP_061834 P57075 UBS3A_HUMAN UBA. 3GCAGCCACGGGGAGGAAGACG0.607

+ 26 4610MYO18B_uc003aca.1_Missense_Mutation_p.D1335N|MYO18B_uc010guy.1_Missense_Mutation_p.D1336N|MYO18B_uc010guz.1_Missense_Mutation_p.D1335N|MYO18B_uc011aka.1_Missense_Mutation_p.D608N|MYO18B_uc011akb.1_Missense_Mutation_p.D967NNM_032608 NP_115997 Q8IUG5 MY18B_HUMANPotential.|Tail. 12CTTCAAAGGTGATGTGGCCTG0.612

+ 2 755 NM_020437 NP_065170 Q6ICH7 ASPH2_HUMANLumenal (Potential). 1CACCCACAACGAGGGCCTCAA0.637

- 4 1063POLR2F_uc003aum.2_Intron|SOX10_uc003auo.1_Missense_Mutation_p.S262FNM_006941 NP_008872 P56693 SOX10_HUMAN 0CTCCCCCATGGAGCGCCCGTC0.627



- 5 2021RANGAP1_uc003azt.2_Missense_Mutation_p.V184G|RANGAP1_uc003azu.2_Missense_Mutation_p.V184G|RANGAP1_uc011aoz.1_IntronNM_002883 NP_002874 P46060 RAGP1_HUMAN 0AGCCACAAAGACCTTCAGGGC0.582

- 8 840 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1CACGCCTCATGAGCTGTCTCT0.587

- 7 640 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1CCAGCCCTCGGGGAAGACGTC0.592

- 3 283PACSIN2_uc003bdg.3_Missense_Mutation_p.V21I|PACSIN2_uc003bde.3_Missense_Mutation_p.V21I|PACSIN2_uc003bdf.3_Missense_Mutation_p.V21INM_007229 NP_009160 Q9UNF0 PACN2_HUMAN FCH. 0TAGTTCCCGACCTAGGAGAGA0.642

- 5 815PHF21B_uc003bfm.2_Intron|PHF21B_uc011aqk.1_Intron|PHF21B_uc011aql.1_Intron|PHF21B_uc011aqm.1_IntronNM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 aggggtgaaggggacagtgat 0.274

+ 3 551uc003bng.2_5'Flank|ACR_uc010hbh.1_Missense_Mutation_p.A180VNM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0TGCTGGGTGGCCGGCTGGGGA0.627

- 7 2096IQSEC1_uc003bxu.3_Missense_Mutation_p.P574L|IQSEC1_uc011auw.1_Missense_Mutation_p.P682LNM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1CATCTCACGGGGAATGTCCTC0.527

+ 12 2230MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Intron|MYRIP_uc010hhw.2_Missense_Mutation_p.E610K|MYRIP_uc011ayz.1_Missense_Mutation_p.E512K|uc003ckb.2_IntronNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5TTCCCTGGAAGAAAATGTAAG0.507

+ 3 918CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmf.2_Missense_Mutation_p.R247W|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_IntronNM_001296 NP_001287 O00590 CCBP2_HUMANCytoplasmic (Potential). 5AGGCCAGGGCCGGGCTTTAAA0.532

+ 5 526SEMA3B_uc010hlh.1_Intron|SEMA3B_uc003cyt.2_Missense_Mutation_p.P95L|SEMA3B_uc003cyv.2_5'UTR|SEMA3B_uc003cyw.2_5'UTR|SEMA3B_uc010hli.2_5'UTR|SEMA3B_uc003cyx.2_5'Flank|SEMA3B_uc003cyy.2_5'Flank|SEMA3B_uc011bdo.1_5'FlankNM_004636 NP_004627 Q13214 SEM3B_HUMAN Sema. 6TGGCCGGCCCCTGTGGAATGG0.642

+ 6 339 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0TGCCCTTTCAGAAACACAAAG0.388

+ 32 3386 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0TTCATGACATGATGGACTGGG0.473

+ 42 5330CACNA1D_uc003dgu.3_Missense_Mutation_p.D1743N|CACNA1D_uc003dgy.3_Missense_Mutation_p.D1708N|CACNA1D_uc003dgw.3_Missense_Mutation_p.D1390N|CACNA1D_uc011bes.1_RNANM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11ACCTGCAAGTGATACTGAGAA0.458

- 14 2699ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E294KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2GCATCCAGTTCCTGTCTGGTC0.512

- 12 2359CADPS_uc003dlk.1_Missense_Mutation_p.E171K|CADPS_uc003dlm.2_Missense_Mutation_p.E667K|CADPS_uc003dln.2_Missense_Mutation_p.E667KNM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3GAGATAAATTCATCCATGCCA0.383

- 8 1272ADAMTS9_uc011bfo.1_Missense_Mutation_p.P386S|ADAMTS9_uc003dmh.1_Missense_Mutation_p.P243S|ADAMTS9_uc003dmk.1_Missense_Mutation_p.P414SNM_182920 NP_891550 Q9P2N4 ATS9_HUMANPeptidase M12B. 4CTTCTATAGGGATCACAAATG0.403

+ 7 1922EPHA6_uc011bgo.1_RNA|EPHA6_uc011bgp.1_5'UTR|EPHA6_uc003drs.3_5'UTR|EPHA6_uc003drr.3_5'UTR|EPHA6_uc003drt.2_5'UTR|EPHA6_uc010hox.1_RNANM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANFibronectin type-III 2.|Extracellular (Potential). 16ATTTGAATTTGAAACAGGAGA0.373

- 14 2050DCBLD2_uc003dte.2_Missense_Mutation_p.G563SNM_080927 NP_563615 Q96PD2 DCBD2_HUMANCytoplasmic (Potential). 3TCATAGGTGCCTTCAGTTTTT0.378

- 36 5089 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TCCTTCAGATCACTGTTCAGT0.522

+ 4 438EAF2_uc003eeo.2_Splice_SiteNM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0CTTAATTGCAGAGTTGAAGGA0.323

+ 7 1066CD86_uc011bjo.1_Missense_Mutation_p.S235L|CD86_uc011bjp.1_Missense_Mutation_p.S205L|CD86_uc003eeu.2_Missense_Mutation_p.S311LNM_175862 NP_787058 P42081 CD86_HUMANCytoplasmic (Potential). 2TTTAAAAGTTCGAAGACATCT0.333 rs141281931

+ 3 633EEFSEC_uc003ekj.2_Missense_Mutation_p.P199SNM_021937 NP_068756 P57772 SELB_HUMAN 1AACTGAAGCTCCACAGGGCAT0.572

+ 2 370IL20RB_uc003erj.1_RNA|IL20RB_uc010hud.1_5'UTRNM_144717 NP_653318 Q6UXL0 I20RB_HUMANFibronectin type-III 1.|Extracellular (Potential). 1CCCTCAGAACCTCTCTGTACT0.512

- 38 6565ATR_uc003euy.1_Missense_Mutation_p.R34QNM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20ATGACAAATTCGAGAGATCAA0.343

+ 4 487MED12L_uc011bnz.1_Missense_Mutation_p.S150F|MED12L_uc003eym.1_Missense_Mutation_p.S150F|MED12L_uc003eyn.2_Missense_Mutation_p.S150F|MED12L_uc003eyo.2_Missense_Mutation_p.S150FNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7GCTAAATATTCTGTGCCAATG0.353

- 3 1117 IFT80_uc003fda.2_RNANM_173084 NP_775107 Q8IWR1 TRI59_HUMAN 0CTTTTTGGAGAAATTTTCATT0.308

- 1 140SERPINI2_uc003fes.1_Missense_Mutation_p.E38K|SERPINI2_uc003fet.1_Missense_Mutation_p.E28KNM_006217 NP_006208 O75830 SPI2_HUMAN 3ACTGCAAATTCGGTATTTTTT0.368 rs147443553

- 2 388WDR49_uc011bpd.1_Missense_Mutation_p.H81Y|WDR49_uc003few.1_Missense_Mutation_p.H369YNM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 1. 3AGCCGAGAGTGATAATCAAAA0.378

+ 13 2193EIF2B5_uc003fmq.2_Missense_Mutation_p.S331F|EIF2B5_uc003fmr.2_Missense_Mutation_p.S18FNM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5CAGATGGATTCCCCGCTTGAC0.532

+ 9 1660TPRG1_uc003frw.1_Missense_Mutation_p.R145CNM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0CGCTGTCTATCGCATCTGCCT0.498

+ 17 3303WHSC1_uc003geb.3_Missense_Mutation_p.P1043S|WHSC1_uc003gec.3_Missense_Mutation_p.P1043S|WHSC1_uc003ged.3_Missense_Mutation_p.P1043S|WHSC1_uc003gee.3_RNA|WHSC1_uc003gef.3_RNA|WHSC1_uc003gei.3_Missense_Mutation_p.P262S|WHSC1_uc011bvh.1_Missense_Mutation_p.P104S|WHSC1_uc010icf.2_Missense_Mutation_p.P391SNM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9TGAGTGCCACCCGCAGGTGTG0.532

- 8 1542ZFYVE28_uc011bvk.1_Missense_Mutation_p.G338E|ZFYVE28_uc011bvl.1_Missense_Mutation_p.G378E|ZFYVE28_uc003gew.1_Missense_Mutation_p.G294ENM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3TTCTGCCGTCCCCTCCACGTC0.701

- 3 2151 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TTTACTTGTAGATTCCAAGTC0.433

- 3 1452DCAF16_uc003gpo.2_RNANM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1AGCCGGCTGGGACTTGTAAGA0.512

+ 20 2264SLIT2_uc003gps.1_Missense_Mutation_p.G679ENM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11ATTGTCACGGGAAATCCTAGA0.438

- 7 1441 NM_001358 NP_001349 O43143 DHX15_HUMANHelicase C-terminal. 1AAAGACGTCTCTGCTATGTTA0.318

- 14 1561 NM_003215 NP_003206 P42680 TEC_HUMAN 9GCTAGGGTTACCAGATCTCTG0.433

- 5 1422EPHA5_uc003hcx.2_Missense_Mutation_p.G341D|EPHA5_uc003hcz.2_Missense_Mutation_p.G410D|EPHA5_uc011cah.1_Missense_Mutation_p.G410D|EPHA5_uc011cai.1_Missense_Mutation_p.G410D|EPHA5_uc003hda.2_Missense_Mutation_p.G410DNM_004439 NP_004430 P54756 EPHA5_HUMANFibronectin type-III 1.|Extracellular (Potential). 24CCTGACATGACCGCCACACTC0.502

- 7 705LOC550112_uc003hdl.3_Intron|TMPRSS11D_uc003hdp.2_5'UTR|TMPRSS11D_uc011caj.1_Missense_Mutation_p.G97SNM_004262 NP_004253 O60235 TM11D_HUMANPeptidase S1.|Extracellular (Potential). 1ATCAGGCTGCCTCCACAGTGG0.532

- 5 1309UGT2B4_uc011cap.1_Missense_Mutation_p.S285L|UGT2B4_uc003hel.3_IntronNM_021139 NP_066962 P06133 UD2B4_HUMAN 2GTCTGTACTCGACATTGTGTG0.413

+ 6 201CSN1S1_uc003heq.1_Missense_Mutation_p.R51K|CSN1S1_uc003her.1_Missense_Mutation_p.R51KNM_001890 NP_001881 P47710 CASA1_HUMAN 0GGTATGAACAGGGTAAGAAAC0.274

+ 2 177 NM_021225 NP_067048 Q99935 PROL1_HUMAN 1TTTAAAGAATGAAATTAACTT0.299

- 1 384 NM_032693 NP_116082 Q9BSU3 NAA11_HUMANN-acetyltransferase. 2CCGAGGCGCCGGTGTGAACGC0.562

- 10 1590ANTXR2_uc003hly.3_Missense_Mutation_p.S276F|ANTXR2_uc003hlx.1_RNA|ANTXR2_uc010ijn.2_IntronNM_001145794 NP_001139266 P58335 ANTR2_HUMANExtracellular (Potential). 1ACAAAGCATAGAATTAAGCTG0.269

- 17 3170 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3CTGCAGGGGCGGGTGCAGTGA0.502

- 11 1433 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0AATGAGATTTCCTTTCTTTTT0.269

- 8 1385INTS12_uc010ilr.2_Missense_Mutation_p.S376LNM_020395 NP_065128 Q96CB8 INT12_HUMAN Ser-rich. 0ACAACTAACTGAGCGACTAAG0.448



+ 8 1787 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5CCATTGTAGGGATCTTCTATT0.294

- 4 796PITX2_uc003iac.2_Missense_Mutation_p.E79K|PITX2_uc003iae.2_Missense_Mutation_p.E26K|PITX2_uc010iml.2_Intron|PITX2_uc003iaf.2_Missense_Mutation_p.E72K|PITX2_uc003iag.1_Missense_Mutation_p.E79KNM_153426 NP_700475 Q99697 PITX2_HUMAN 0CCCACGTCCTCATTCTTCCCC0.592

+ 2 865UGT8_uc003ibt.2_Missense_Mutation_p.D115N|UGT8_uc011cge.1_RNANM_001128174 NP_001121646 Q16880 CGT_HUMAN 2TAAGAACTGTGACCTGATGGT0.443

+ 36 6028KIAA1109_uc003iel.1_5'Flank|KIAA1109_uc003iek.2_Missense_Mutation_p.D614NNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12TCCTCCTCCAGATTCATGTAG0.368

- 3 1434ANKRD50_uc011cgo.1_Missense_Mutation_p.D211N|ANKRD50_uc010inw.2_Missense_Mutation_p.D390NNM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN 1GAGAGGATATCTAACTTGCGT0.393

+ 1 2630 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 8. 18ACTGGAGACACTATGGTTAAC0.463

+ 8 7432FAT4_uc011cgp.1_Missense_Mutation_p.P776S|FAT4_uc003ifi.1_5'FlankNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 24. 18CATCCCATCTCCTACTCTTCC0.383

- 1 2338PCDH18_uc003ihf.3_Missense_Mutation_p.E644K|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.E431K|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANCadherin 6.|Extracellular (Potential). 5AGCTCCCATTCTGTGTAGGGA0.438 rs141226164

- 5 872UCP1_uc011chk.1_Missense_Mutation_p.A265TNM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 3. 1TTGAAGAAAGCCGTTGGTCCT0.428

- 3 521UCP1_uc011chk.1_Missense_Mutation_p.G148RNM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 2. 1GGTTTGATTCCGTGGAGATGG0.468

- 6 1693RNF150_uc010iok.1_Missense_Mutation_p.G305R|RNF150_uc003iip.1_Missense_Mutation_p.G347RNM_020724 NP_065775 Q9ULK6 RN150_HUMANCytoplasmic (Potential). 1GGTGGACCTCCCAGAGAGCCC0.542

- 3 304GYPA_uc003ijn.2_Missense_Mutation_p.S63L|GYPA_uc011cia.1_RNA|GYPA_uc011cib.1_Missense_Mutation_p.S30L|GYPA_uc003ijp.3_Intron|GYPA_uc010ioq.2_Missense_Mutation_p.S63L|GYPA_uc010ior.2_Intron|GYPA_uc010ios.1_IntronNM_002099 NP_002090 P02724 GLPA_HUMAN Extracellular. 2AGAAATTTCTGAAACTTCATG0.413

+ 7 1946 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6TGGGCTCCACGATCCAGGCAG0.517

- 14 1947DDX60L_uc003irr.1_Missense_Mutation_p.L576F|DDX60L_uc003irs.1_Missense_Mutation_p.L303FNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1TCTTCTTTGAGAAATGACTTT0.333

+ 5 1556ADAM29_uc003iud.2_Missense_Mutation_p.G296R|ADAM29_uc010irr.2_Missense_Mutation_p.G296R|ADAM29_uc011cki.1_Missense_Mutation_p.G296RNM_014269 NP_055084 Q9UKF5 ADA29_HUMANPeptidase M12B.|Extracellular (Potential). 16AGGATTAAGAGGGTTAAGTGG0.428

+ 5 652WDR17_uc003iuk.2_Missense_Mutation_p.H142Y|WDR17_uc003ium.3_Missense_Mutation_p.H142Y|WDR17_uc003iul.1_IntronNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6AGTGATTGTACACAAAGATGC0.443

- 5 1236 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5CTTACCATCTCCAGCATCCGA0.398

+ 4 350AHRR_uc003jav.2_Intron|AHRR_uc003jaw.2_Intron|AHRR_uc010isy.2_Intron|PDCD6_uc003jau.1_Missense_Mutation_p.E116KNM_013232 NP_037364 O75340 PDCD6_HUMANEF-hand 2.|2 (Potential). 1GAACTTCAGCGAGTTCACGGG0.537

+ 1 278 NM_182632 NP_872438 Q96N87 S6A18_HUMANHelical; Name=2; (Potential). 1CAGACCTATGGAGGAGGTAAG0.637

- 1 680 NM_019599 NP_062545 Q9NYW7 TA2R1_HUMANCytoplasmic (Potential). 3TTGGATATCCTCATCTTCAAC0.453

- 10 1942PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.G370ENM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3GGTTGCCTTTCCCTCTTCTCT0.542

- 23 2840HEATR7B2_uc003jmi.3_Missense_Mutation_p.G339SNM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 9. 8AGCATGTAACCAATCAGCATC0.433

- 3 385 DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4TTATTAATTACCACCTGTTGA0.323

- 6 564ERCC8_uc003jsk.2_RNA|ERCC8_uc003jsl.3_Missense_Mutation_p.G107E|ERCC8_uc011cqp.1_Missense_Mutation_p.G12E|ERCC8_uc003jsn.3_Missense_Mutation_p.G165ENM_000082 NP_000073 Q13216 ERCC8_HUMAN 0TACTTTGGGTCCTCTAGTACC0.328

+ 5 4571MAP1B_uc010iyw.1_Missense_Mutation_p.P1461S|MAP1B_uc010iyx.1_Missense_Mutation_p.P1318S|MAP1B_uc010iyy.1_Missense_Mutation_p.P1318SNM_005909 NP_005900 P46821 MAP1B_HUMAN 5CCAAGTAAGTCCAGTTTCTGA0.413

+ 2 743 NM_153217 NP_694949 Q8WUU8 TM174_HUMAN 1TGCTTCTCTCCTCCCCCTTAT0.468

- 1 368 NR_004845 0GGAGGAGCTGGAGCCCACCAT0.542

+ 45 9775GPR98_uc003kjt.2_Nonsense_Mutation_p.R933*|GPR98_uc003kjv.2_Nonsense_Mutation_p.R827*NM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential).|EAR 1. 16AAATGTATCTCGAACTAATGG0.393

+ 6 1871LNPEP_uc003kmw.1_Missense_Mutation_p.A439TNM_005575 NP_005566 Q9UIQ6 LCAP_HUMANExtracellular (Potential). 4TTCTTCAATGGCGGATAGAAA0.473

+ 5 449SRP19_uc003kqb.1_3'UTR|SRP19_uc011cvu.1_Intron|SRP19_uc011cvv.1_IntronNM_003135 NP_003126 P09132 SRP19_HUMAN 0CAAAAAACAGGAGGTGCTGAC0.308 rs35400610

- 8 1022CEP120_uc011cwq.1_Missense_Mutation_p.P123S|CEP120_uc010jcz.1_Missense_Mutation_p.P288SNM_153223 NP_694955 Q8N960 CE120_HUMAN 1GCTCTGTTTGGAGGGTCAAGG0.493

+ 5 1269LMNB1_uc003kuc.2_Missense_Mutation_p.E301K|LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_Missense_Mutation_p.E91KNM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2CATGAGAATTGAGAGCCTTTC0.428

+ 7 780MEGF10_uc010jdc.1_Missense_Mutation_p.D140N|MEGF10_uc010jdd.1_Missense_Mutation_p.D140N|MEGF10_uc003kui.3_Missense_Mutation_p.D140NNM_032446 NP_115822 Q96KG7 MEG10_HUMANExtracellular (Potential).|Necessary for interaction with AP2M1, self-assembly and formation of the irregular, mosaic-like adhesion pattern.4CTCAGCCTGCGATGGTGATCA0.582

+ 23 4315ANKHD1_uc003lfq.1_Missense_Mutation_p.I1416M|ANKHD1_uc003lfr.2_Missense_Mutation_p.I1397M|ANKHD1_uc003lft.1_Missense_Mutation_p.I608M|ANKHD1_uc003lfu.1_Missense_Mutation_p.I877M|ANKHD1_uc003lfv.1_Missense_Mutation_p.I474M|ANKHD1-EIF4EBP3_uc011czh.1_Missense_Mutation_p.I136M|ANKHD1_uc003lfw.2_Missense_Mutation_p.I35MNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6TAGCAACAATTACAGATAAGG0.318

+ 1 970PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.D324NNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 3.|Extracellular (Potential). 8AGAAGCCACGGATAAAGGAAA0.373

+ 1 217PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.D73NNM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 1.|Extracellular (Potential). 4ATTCCGTGGGGATCTTCTGGA0.612

+ 1 1823PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.S608L|PCDHA13_uc003lid.2_Missense_Mutation_p.S608LNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 6.|Extracellular (Potential). 6GCGTGGCTTTCGTATGAATTG0.682

+ 1 2177PCDHB11_uc011daj.1_Missense_Mutation_p.S361LNM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANCytoplasmic (Potential). 6GGAAGCTGCTCGGTGCCTAAG0.657

+ 1 1997PCDHB12_uc011dak.1_Missense_Mutation_p.S266LNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 6. 3GCCTGGCTGTCGTACCAGCTG0.726

- 4 3323 NM_032420 NP_115796 Q08174 PCDH1_HUMAN 5CTTGCTGGACGGCGTCTCAGA0.637

+ 2 567 NM_000112 NP_000103 P50443 S26A2_HUMANCytoplasmic (Potential). 0CAGTGGCTCCCAAAATACGAC0.423

- 23 4448ATP10B_uc010jit.1_Missense_Mutation_p.D451NNM_025153 NP_079429 O94823 AT10B_HUMANHelical; (Potential). 5TAGAATGCATCCACCATAGAA0.418

+ 9 1539GABRA6_uc003lyv.2_Missense_Mutation_p.P172TNM_000811 NP_000802 Q16445 GBRA6_HUMANCytoplasmic (Probable).p.P401L(1) 12ACAATCAACACCTGTCACACC0.463

+ 8 991WWC1_uc003lzv.2_Missense_Mutation_p.E300K|WWC1_uc011den.1_Missense_Mutation_p.E300K|WWC1_uc003lzw.2_Missense_Mutation_p.E99KNM_015238 NP_056053 Q8IX03 KIBRA_HUMAN Potential. 5TCAGTTGGCAGAGAAGGTCAG0.468

- 34 4531SLIT3_uc010jjg.2_Missense_Mutation_p.P1378SNM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 8. 4CCGAGGCAGGGGTCCCGGGCC0.667

+ 10 491FAM153C_uc003mig.1_Missense_Mutation_p.S97FNM_001079527 NP_001072995 0GCAAGTCCTTCCTCTGCACCT0.527

+ 13 1925_1926DSP_uc003mxq.1_Missense_Mutation_p.S549FNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9AGCCTGGTGTCCTGGCACTACT0.525



+ 2 201 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6TAAACAAATTCATCCCAGAAA0.388

+ 6 720CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.M133I|CAP2_uc011djb.1_Intron|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1TCAAGGAGATGAATGACGCTG0.398

+ 21 2121LRRC16A_uc010jpx.2_Missense_Mutation_p.G582E|LRRC16A_uc010jpy.2_Missense_Mutation_p.G582ENM_017640 NP_060110 Q5VZK9 LR16A_HUMAN LRR 9. 4AGCGGCAACGGAATGGGGGAC0.547

+ 1 31 NM_003523 NP_003514 P62807 H2B1C_HUMAN 0CGCTCCCGCCCCGAAGAAGGG0.527

+ 6 1262BTN2A3_uc011dkm.1_Intron 0ATTCTCTCTCTGGAGGAGCCC0.507

+ 7 1149 NM_001732 NP_001723 Q13410 BT1A1_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2CGTGTGTAGGGAGAATGTGAT0.557

+ 11 1396PRSS16_uc011dkt.1_RNA|PRSS16_uc003njb.2_Missense_Mutation_p.E205K|PRSS16_uc003njd.2_RNANM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5AGGATCCTCAGAATCAACTCT0.567

+ 2 166GPX5_uc003nlm.2_Missense_Mutation_p.S55F|GPX5_uc003nln.2_RNANM_001509 NP_001500 O75715 GPX5_HUMAN 1GAATATGTTTCCTTCAAGCAG0.423

+ 3 573PPP1R11_uc010jrw.2_RNA|PPP1R11_uc003npc.2_RNANM_021959 NP_068778 O60927 PP1RB_HUMAN Pro-rich. 3CTAGGACCGACCCCCACCACC0.612

- 5 1323MDC1_uc003nrf.3_5'UTR|MDC1_uc011dmp.1_Missense_Mutation_p.P167S|MDC1_uc003nrh.1_Missense_Mutation_p.P167S|MDC1_uc003nri.2_Missense_Mutation_p.P295SNM_014641 NP_055456 Q14676 MDC1_HUMANRequired for nuclear localization (NLS1). 4TCCTCTCCAGGAGGTTGGCTC0.542

- 2 508PSORS1C1_uc003nsl.1_5'Flank|PSORS1C1_uc010jsj.1_5'FlankNM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0GAGTCCTGGTGGAGGAGTGAA0.622

- 9 1634BAT1_uc003ntq.2_Missense_Mutation_p.D68N|BAT1_uc003ntr.2_Missense_Mutation_p.D142N|BAT1_uc003nts.2_Missense_Mutation_p.D335N|BAT1_uc011dnn.1_Missense_Mutation_p.D257N|BAT1_uc003ntu.2_Missense_Mutation_p.D335N|BAT1_uc003ntv.2_Missense_Mutation_p.D335NNM_004640 NP_004631 Q13838 DX39B_HUMANHelicase C-terminal. 0CGTTGAAAATCTTTAAACTGC0.413

+ 4 674TNF_uc003nuj.2_Silent_p.T20TNM_000594 NP_000585 P01375 TNFA_HUMANExtracellular (Potential). 3CAAGGTCAACCTCCTCTCTGC0.632

- 7 1044BAT3_uc003nvf.3_Missense_Mutation_p.P238S|BAT3_uc003nvh.3_Missense_Mutation_p.P238S|BAT3_uc003nvi.3_Missense_Mutation_p.P238S|BAT3_uc011dnw.1_Missense_Mutation_p.P238S|BAT3_uc011dnx.1_Missense_Mutation_p.P238S|BAT3_uc003nvj.1_Missense_Mutation_p.P238SNM_004639 NP_004630 P46379 BAG6_HUMAN1.|4 X 29 AA approximate repeats.|Pro-rich. 0TTCTGGGCTGGGGCACGCTCC0.607

+ 6 961RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.E282K|SLC39A7_uc011dqv.1_Missense_Mutation_p.E157K|SLC39A7_uc003odh.2_5'UTR|HSD17B8_uc003odi.1_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1AGAAGAAAAGGAAACAAGAGG0.488

+ 80 12200DNAH8_uc003oog.1_Missense_Mutation_p.S316F|uc003oof.1_IntronNM_001371 NP_001362 21ATTTTTAGGTCTTGGTGCCCA0.338

+ 89 13573 NM_001371 NP_001362 21CTGGTTCACTGAACTTTTGGA0.443

- 2 410POLH_uc010jyu.2_5'Flank|POLH_uc011dvl.1_5'Flank|POLH_uc003ovq.3_5'FlankNM_020750 NP_065801 Q9HAV4 XPO5_HUMANNecessary for interaction with Ran. 4ATCTGAAGGCCAAAATGTCTG0.418

- 10 944CRISP2_uc003ozl.2_Missense_Mutation_p.E230K|CRISP2_uc003ozn.2_Missense_Mutation_p.E230K|CRISP2_uc003ozr.2_Missense_Mutation_p.E230K|CRISP2_uc003ozo.2_Missense_Mutation_p.E230K|CRISP2_uc003ozm.2_Missense_Mutation_p.E265K|CRISP2_uc003ozp.2_Missense_Mutation_p.E230KNM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1TTGCACTTTTCCTTGAGTAAC0.393

+ 8 983 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 10. 1GGAAAGACTTCCTGAAGAAAT0.378

+ 5 1866 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6CCCAGACACCCCTACGAATGT0.473

+ 5 2655 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6CAAGAGTAAGGAAGATGTAAC0.388

- 1 860BMP5_uc011dxf.1_Missense_Mutation_p.E50KNM_021073 NP_066551 P22003 BMP5_HUMAN 2CTTTGTATTTCCCGTCTTTCG0.453

- 5 532GUSBL2_uc011dxp.1_RNA 0CCGTAGTTGCGATACCAAGAG0.507

+ 18 3102RIMS1_uc011dyb.1_Missense_Mutation_p.D634N|RIMS1_uc003pgc.2_Missense_Mutation_p.D635N|RIMS1_uc010kaq.2_Missense_Mutation_p.D482N|RIMS1_uc011dyc.1_Missense_Mutation_p.D483N|RIMS1_uc010kar.2_Missense_Mutation_p.D402N|RIMS1_uc011dyd.1_Missense_Mutation_p.D468N|RIMS1_uc003pgf.2_Missense_Mutation_p.D225N|RIMS1_uc003pgg.2_Missense_Mutation_p.D226N|RIMS1_uc003pgi.2_Missense_Mutation_p.D225N|RIMS1_uc003pgh.2_Missense_Mutation_p.D225N|RIMS1_uc003pgd.2_Missense_Mutation_p.D226N|RIMS1_uc003pge.2_Missense_Mutation_p.D226N|RIMS1_uc011dye.1_5'UTR|RIMS1_uc011dyf.1_5'Flank|RIMS1_uc003pgb.3_Missense_Mutation_p.D635N|RIMS1_uc010kas.1_Missense_Mutation_p.D468NNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10CAGAGATGTGGATAGTCAGTA0.363

- 9 1237UBE2CBP_uc011dyx.1_RNANM_198920 NP_944602 Q7Z6J8 UB2CB_HUMAN HECT-like. 1TTCACACGGCGAAGGGATGAA0.463

- 14 2723EPHA7_uc003pof.2_Missense_Mutation_p.E823K|EPHA7_uc011eac.1_Missense_Mutation_p.E824KNM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential).|Protein kinase. 28GACATAACTTCCCACATGACT0.408

- 11 1895SIM1_uc010kcu.2_Missense_Mutation_p.K563TNM_005068 NP_005059 P81133 SIM1_HUMANSingle-minded C-terminal. 4AGTTTCAATTTTGCTGGGTTC0.453

- 4 438C6orf186_uc003pub.2_Intron|DDO_uc003pud.2_IntronNM_003649 NP_003640 Q99489 OXDD_HUMAN 3AGTCATCTTTCGAAATCCCAG0.468

+ 4 886DSE_uc011ebg.1_Nonsense_Mutation_p.L250*|DSE_uc003pwt.2_Nonsense_Mutation_p.L231*|DSE_uc003pwu.2_5'FlankNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GAAGCCTACTTATGGACCAAA0.443

- 14 1929ARHGAP18_uc011ebw.1_Nonsense_Mutation_p.W572*NM_033515 NP_277050 Q8N392 RHG18_HUMAN 3TGGGCAACCCCACTATGAGGG0.363

- 3 780IL20RA_uc011edl.1_Nonsense_Mutation_p.W67*|IL20RA_uc003qhk.2_Intron|IL20RA_uc010kgy.1_Intron|IL20RA_uc003qhi.2_5'FlankNM_014432 NP_055247 Q9UHF4 I20RA_HUMANExtracellular (Potential).|Fibronectin type-III 1. 4CTTTGTTCCCCAAATGGCCTT0.363

+ 23 3910 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2CAGTGCCCTGGAAACAGTGCA0.493

- 143 26523SYNE1_uc010kiv.2_Missense_Mutation_p.R3165W|SYNE1_uc003qos.3_Missense_Mutation_p.R3165W|SYNE1_uc003qot.3_Missense_Mutation_p.R8593W|SYNE1_uc003qou.3_Missense_Mutation_p.R8641W|SYNE1_uc003qop.3_Missense_Mutation_p.R826W|SYNE1_uc011eez.1_Missense_Mutation_p.R843W|SYNE1_uc003qoq.3_Missense_Mutation_p.R843W|SYNE1_uc003qor.3_Missense_Mutation_p.R1564WNM_182961 NP_892006 Q8NF91 SYNE1_HUMANPotential.|Cytoplasmic (Potential). 45AGTTTGAGCCGATTTCCAATA0.423

+ 29 4232_4233MLLT4_uc003qwb.1_Missense_Mutation_p.P1349F|MLLT4_uc003qwc.1_Missense_Mutation_p.P1365F|MLLT4_uc003qwg.1_Missense_Mutation_p.P674FNM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5AACAGACCTGCCTCCGCCACCC0.614

- 22 4531 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential).|TSP type-1 15. 3CAGGTCAGCTGACACAGGCTC0.453

- 13 3127 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANTSP type-1 9.|Extracellular (Potential). 3TTATATTTGTCACAAGGACAA0.388

- 1 484 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1AAAAAGCCCTGAATTTGAGAA0.448

+ 13 1957HDAC9_uc003sue.2_Missense_Mutation_p.P639L|HDAC9_uc011jyd.1_Missense_Mutation_p.P639L|HDAC9_uc003sui.2_Missense_Mutation_p.P642L|HDAC9_uc003suj.2_Missense_Mutation_p.P598L|HDAC9_uc003sua.1_Missense_Mutation_p.P617L|HDAC9_uc010kue.1_Missense_Mutation_p.P294LNM_058176 NP_478056 Q9UKV0 HDAC9_HUMANHistone deacetylase. 5GCCTATGACCCCTTGATGCTG0.438

+ 10 2243ITGB8_uc011jyh.1_Missense_Mutation_p.S378LNM_002214 NP_002205 P26012 ITB8_HUMANCysteine-rich tandem repeats.|II.|Extracellular (Potential).3AGTTGCAAGTCACACAAGGAT0.373

- 9 819 NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1TTTTTTGTCCGTCTGCAAAAA0.443

- 3 481GGCT_uc003tbb.2_Intron|GGCT_uc003tbc.2_RNA|GGCT_uc003taz.2_Missense_Mutation_p.K57NNM_024051 NP_076956 O75223 GGCT_HUMAN 0AGGTTATTTCTTTTCCTTCTT0.373

+ 16 1461ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.R392Q|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.R441Q|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.R441Q|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.R440Q|uc003tcg.2_5'FlankNM_001118 NP_001109 P41586 PACR_HUMANCytoplasmic (Potential). 1GAGATCAAGCGAAAATGGCGA0.612

+ 11 1124 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 1. 3CCTAACGAACGATCTGAGGAT0.443

+ 1 470VSTM2A_uc010kze.2_Missense_Mutation_p.G22E|VSTM2A_uc003tqc.3_Missense_Mutation_p.G22ENM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0GTACAACAAGGGCTTTCTTCT0.403

+ 4 680 NM_001159279 NP_001152751 2ATGTAAAAACGATGGCAAATC0.328

+ 4 505 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN KRAB. 1AATATAAAGAGAAATGAGATG0.393



+ 1 125ZNF107_uc003tte.2_Translation_Start_SiteNM_016220 NP_057304 Q9UII5 ZN107_HUMAN 1ACAGCTAAGACGCCGGGACTC0.602

- 15 1835HGF_uc003uhm.2_Missense_Mutation_p.G552ENM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4TTTCTCATCTCCTCTTCCGTG0.363

+ 2 622ABCB1_uc003uiz.1_Intron|ABCB1_uc003uja.1_Intron|ABCB1_uc010lei.1_Intron|RUNDC3B_uc011khd.1_Missense_Mutation_p.E71K|RUNDC3B_uc011khe.1_Missense_Mutation_p.E71K|RUNDC3B_uc003ujc.2_Missense_Mutation_p.E71KNM_138290 NP_612147 Q96NL0 RUN3B_HUMAN RUN. 1AGCTATTTTGGAACAGATTTT0.328

+ 1 1396 NM_003505 NP_003496 Q9UP38 FZD1_HUMANHelical; Name=1; (Potential). 0ATTTGGTCAGTGCTGTGCTGC0.622

- 7 800CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.T162I|CALCR_uc003umw.2_Missense_Mutation_p.T162INM_001742 NP_001733 P30988 CALCR_HUMANHelical; Name=1; (Potential). 9AATCACTAGGGTGAAAATTGA0.358

+ 8 1079SRRT_uc010lhl.1_Missense_Mutation_p.E271Q|SRRT_uc003uxa.2_Missense_Mutation_p.E271Q|SRRT_uc003uwz.2_Missense_Mutation_p.E271QNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2CCTGGAGCAGGAGGAGGAGGA0.597

+ 3 7653MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27TGAGGCTAGCACCCTTTCAAC0.488

- 5 563RABL5_uc011kkk.1_Missense_Mutation_p.P77S|RABL5_uc011kkl.1_Missense_Mutation_p.P77S|RABL5_uc003uym.2_Missense_Mutation_p.P124S|RABL5_uc010lhw.2_RNANM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0ATCTCCTCAGGGTCATCTTCC0.443

- 30 4595RELN_uc010liz.2_Missense_Mutation_p.D1479NNM_005045 NP_005036 P78509 RELN_HUMAN p.D1479E(1) 19GATTTGCCATCGTTAAGTGTT0.488

- 24 3332RELN_uc010liz.2_Missense_Mutation_p.E1058KNM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 2. 19GGGTGGCATTCAGTGCCTTGG0.527

- 4 3362 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34CTACCCTCTTCCCAGGATAGC0.353

- 4 949WNT2_uc003vja.2_Missense_Mutation_p.L121FNM_003391 NP_003382 P09544 WNT2_HUMAN 7CATGTCCTGAGAGTACATGAG0.552

+ 5 709 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential).|ABC transmembrane type-1 1.5CAAATTTGATGAAGTATGTAC0.323

+ 12 4488PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9ATCTACTGATCATTCTGTTCC0.403

- 13 1407DGKI_uc003vtu.2_Missense_Mutation_p.R169QNM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3GTTGAGAGTTCGAGCCAGGTC0.552

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

- 8 1160 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290TGCACATTGGGAGCTGATGAG0.393

- 5 504CLEC5A_uc011krm.1_Missense_Mutation_p.G80R|CLEC5A_uc003vww.1_Missense_Mutation_p.G103R|CLEC5A_uc010lnq.1_Missense_Mutation_p.G80R|CLEC5A_uc010lnr.1_IntronNM_013252 NP_037384 Q9NY25 CLC5A_HUMANC-type lectin.|Extracellular (Potential). 0AATGTGGATCCTTTTCCTTTG0.448

- 1 149 NM_176817 NP_789787 P59533 T2R38_HUMANHelical; Name=1; (Potential). 2CTCCAGGACTGAAATGAACAG0.438

+ 5 669uc011krr.1_Intron|uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_Intron|PRSS1_uc003wam.2_Missense_Mutation_p.D158NNM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2CTCCTGGGGTGATGGCTGTGC0.522

+ 1 644 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANHelical; Name=5; (Potential). 1ACCCTCATCTCCTATGGCTAC0.552

+ 3 1008FAM115C_uc003wdg.2_Missense_Mutation_p.D28N|FAM115C_uc011ktk.1_Missense_Mutation_p.D309N|FAM115C_uc003wdh.2_Missense_Mutation_p.D309N|FAM115C_uc011ktm.1_Missense_Mutation_p.D309N|uc011ktn.1_Intron|uc011kto.1_Intron|uc011ktp.1_Intron|LOC154761_uc011ktq.1_Intron|LOC154761_uc011ktr.1_Intron|LOC154761_uc011kts.1_Intron|FAM115C_uc011ktt.1_Missense_Mutation_p.D145N|FAM115C_uc003wdi.1_Missense_Mutation_p.D28NNM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0AAATCTAAAAGATCTGTGTCC0.562

+ 1 650 NM_012365 NP_036497 Q96R48 OR2A5_HUMANHelical; Name=5; (Potential). 3GTGCTGGTCTCCTACTCGCGC0.612

- 18 2189EZH2_uc011kug.1_Missense_Mutation_p.V624M|EZH2_uc003wfb.1_Missense_Mutation_p.V680M|EZH2_uc003wfc.1_Missense_Mutation_p.V636M|EZH2_uc011kuh.1_Missense_Mutation_p.V666MNM_004456 NP_004447 Q15910 EZH2_HUMAN SET. p.N675K(1) 183GTTGCATCCACCACAAAATCT0.353

+ 43 6259 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0CCAGCAGCTGGAACACCCCAC0.667

+ 8 1031AGAP3_uc003wje.1_Missense_Mutation_p.P115L|AGAP3_uc003wjf.1_Missense_Mutation_p.P343L|AGAP3_uc010lpy.1_Intron|AGAP3_uc003wjh.1_Missense_Mutation_p.P523L|AGAP3_uc003wji.1_5'FlankNM_031946 NP_114152 Q96P47 AGAP3_HUMANSmall GTPase-like. 3CCCTCCACCCCCAGCATCAGC0.657

+ 33 4042MYOM2_uc011kwi.1_Missense_Mutation_p.T727ANM_003970 NP_003961 P54296 MYOM2_HUMAN 6AGGAAAATACACTTTTGAGAT0.423 rs144413619

- 49 7828CSMD1_uc011kwj.1_Missense_Mutation_p.G1809S|CSMD1_uc010lrg.2_Missense_Mutation_p.G548SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 14.|Extracellular (Potential). 25TGGTACATGCCAAGTGGGTTT0.502

- 14 2275CSMD1_uc011kwj.1_Missense_Mutation_p.D21NNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 4. 25ACATCAAAATCATTAAAGATT0.418

- 3 723FGF20_uc010lsv.1_RNA|FGF20_uc010lsw.1_3'UTRNM_019851 NP_062825 Q9NP95 FGF20_HUMAN 1AACTCTTTCTGGATCCACTGG0.423

+ 9 1436SH2D4A_uc011kym.1_Missense_Mutation_p.P322L|SH2D4A_uc003wzc.2_Missense_Mutation_p.P367LNM_022071 NP_071354 Q9H788 SH24A_HUMAN SH2. 0ACAGGCATGCCCGGCAGTTTT0.468

+ 9 1212POLR3D_uc003xbm.2_Missense_Mutation_p.G377R|POLR3D_uc011kze.1_RNANM_001722 NP_001713 P05423 RPC4_HUMAN 0GACAGTCCTGGGACACGTGAA0.547

+ 12 1263ADAM7_uc003xec.2_Missense_Mutation_p.D156NNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANPeptidase M12B.|Extracellular (Potential). 5GTACTTGAAGGATTATAAGCC0.353

- 10 999PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN IPT/TIG. 4CCTGGGGCTCCTTTGCAGAAC0.488

- 3 1765 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 ctcttcttcccgtattacctt 0.209

+ 4 502 IDO1_uc003xnn.2_RNA NM_002164 NP_002155 P14902 I23O1_HUMAN 2TGCAGACTGTGTCTTGGCAAA0.383

+ 11 1255IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Missense_Mutation_p.G79E|IDO2_uc003xnp.1_Missense_Mutation_p.G79ENM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2CTGTCATCTGGACAGGACCAC0.507

+ 3 352GINS4_uc003xny.2_Missense_Mutation_p.P48SNM_032336 NP_115712 Q9BRT9 SLD5_HUMAN 1GGAGAGCAAGCCTGAGATTGT0.463

- 6 1334SLC20A2_uc010lxm.2_Missense_Mutation_p.A214T|SLC20A2_uc003xpe.2_Missense_Mutation_p.A214T|SLC20A2_uc011lcu.1_Missense_Mutation_p.A16TNM_006749 NP_006740 Q08357 S20A2_HUMANHelical; (Potential). 2AGGGCTATGGCCCACATGGGG0.537

+ 6 636PRKDC_uc003xqi.2_5'Flank|PRKDC_uc003xqj.2_5'Flank|PRKDC_uc011ldh.1_5'Flank|MCM4_uc003xql.1_Missense_Mutation_p.E181K|MCM4_uc011ldi.1_Missense_Mutation_p.E168K|MCM4_uc010lxw.1_RNANM_182746 NP_877423 P33991 MCM4_HUMAN 4GGCTAAAGAAGAAGAAAATGT0.348 rs140307429

- 6 773EFCAB1_uc003xqn.3_Intron|EFCAB1_uc011ldj.1_Missense_Mutation_p.P153S|EFCAB1_uc010lxx.2_RNA|EFCAB1_uc011ldk.1_RNANM_024593 NP_078869 Q9HAE3 EFCB1_HUMAN 0AATTCATTTGGATCTTTGAAT0.299

+ 4 2771 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12ACGTAAAGGGGATAAAGTGAA0.358

- 3 543CA8_uc003xua.1_Missense_Mutation_p.L99F|CA8_uc003xub.2_Missense_Mutation_p.L99FNM_004056 NP_004047 P35219 CAH8_HUMAN 0CCTCCCGAAAGAACTGAAAAA0.393

- 3 1045_1046 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3ACCTCCTATTTCAAGGTCCTCG0.366

+ 15 1468SGK3_uc003xwp.2_Missense_Mutation_p.S384F|SGK3_uc003xwt.2_Missense_Mutation_p.S390F|SGK3_uc003xwu.2_Missense_Mutation_p.S358FNM_001033578 NP_001028750 Q96BR1 SGK3_HUMANProtein kinase. 4ACAGCCTGGTCCATTCTGGAA0.428

- 5 451CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.P84L|CA1_uc003ydi.2_Missense_Mutation_p.P84LNM_001738 NP_001729 P00915 CAH1_HUMAN 2GTCAGAGAAAGGACCACCTTT0.418

- 8 1276RGS22_uc003yja.1_Missense_Mutation_p.H180Y|RGS22_uc003yjc.1_Missense_Mutation_p.H349Y|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7TTCTTGCCATGAATAGACTCA0.343



+ 2 798RIMS2_uc003ylp.2_Missense_Mutation_p.R408Q|RIMS2_uc003ylw.2_Missense_Mutation_p.R216Q|RIMS2_uc003ylq.2_Missense_Mutation_p.R216Q|RIMS2_uc003ylr.2_Missense_Mutation_p.R216QNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GAAAATCAGCGATCTTATTCA0.458

+ 4 471 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|IPT/TIG 1. 14TCCTGTTACGGAAAATAACAC0.398

+ 14 1429 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AGTTATTTTTCCAGTCCAACA0.353

+ 38 5455 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|IPT/TIG 10. 14GTTTTCATTGGAAATCAACAG0.413

+ 26 3547 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11ATTTCAGATTCGCTAACAGCC0.527

+ 14 1590KIFC2_uc003zda.2_5'FlankNM_145754 NP_665697 Q96AC6 KIFC2_HUMANKinesin-motor. 3TAGGGCGCTGCAGTCGCTGTT0.667

- 2 331LRRC24_uc003zdm.2_5'Flank|LRRC24_uc003zdn.2_5'Flank|MGC70857_uc003zdq.1_5'UTR|MGC70857_uc003zdr.1_RNANM_001001795 NP_001001795 Q6P1X6 CH082_HUMAN 0CTTCATTTTGGAATCATCCAG0.582

+ 9 1154ADAMTSL1_uc003znb.2_Missense_Mutation_p.E343K|ADAMTSL1_uc003znc.3_Missense_Mutation_p.E343KNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5CTATTACCCAGAGAACATCAA0.453

- 1 745SLC24A2_uc003zob.1_Missense_Mutation_p.R228KNM_020344 NP_065077 Q9UI40 NCKX2_HUMANCytoplasmic (Potential). 3TAAGATTTCTCTAGAAAACAG0.413

- 1 190 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26AAAGTAAATGGGCCACCTCCA0.567

+ 4 416NUDT2_uc003zuc.2_Missense_Mutation_p.D20Y|NUDT2_uc003zud.2_Missense_Mutation_p.D20YNM_001161 NP_001152 P50583 AP4A_HUMANNudix hydrolase. 0TCCCAAAGTGGACAACAATGC0.468

+ 5 378ANXA1_uc004aje.1_Missense_Mutation_p.G102S|ANXA1_uc004ajg.1_Missense_Mutation_p.G102SNM_000700 NP_000691 P04083 ANXA1_HUMAN Annexin 1. 2AGCCCTTACAGGTCACCTTGA0.403

- 25 3758TRPM6_uc004ajk.1_Nonsense_Mutation_p.R1169*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajj.1_Nonsense_Mutation_p.R130*NM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8GATGTCACTCGGATTCGTTCC0.368

- 21 3003TRPM6_uc004ajk.1_Nonsense_Mutation_p.S917*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajm.1_Nonsense_Mutation_p.S208*NM_017662 NP_060132 Q9BX84 TRPM6_HUMANHelical; (Potential). 8GAAGCCAGCTGAAAACAGGCC0.473

- 11 886HNRNPK_uc011lsw.1_Translation_Start_Site|HNRNPK_uc004and.3_Translation_Start_Site|HNRNPK_uc004ank.3_Missense_Mutation_p.R221H|HNRNPK_uc004anf.3_Missense_Mutation_p.R221H|HNRNPK_uc004anh.3_Missense_Mutation_p.R197H|HNRNPK_uc011lsx.1_Missense_Mutation_p.R197H|HNRNPK_uc004ani.3_Missense_Mutation_p.R221H|HNRNPK_uc004anj.3_Missense_Mutation_p.R221H|HNRNPK_uc004ann.3_Missense_Mutation_p.R197H|HNRNPK_uc004anl.3_Missense_Mutation_p.R221H|HNRNPK_uc004anm.3_Missense_Mutation_p.R221H|uc004ano.1_5'Flank|MIR7-1_hsa-mir-7-1|MI0000263_5'FlankNM_031262 NP_112552 P61978 HNRPK_HUMAN5 X 4 AA repeats of G-X-G-G.|Necessary for interaction with DDX1.|2 X 22 AA approximate repeats.|Interaction with ZIK1 (By similarity).1AGGCTGTGCACGTCCTTTGAT0.418

+ 3 1955RMI1_uc004anr.3_Missense_Mutation_p.T516I|RMI1_uc004anp.3_Missense_Mutation_p.T516I|RMI1_uc004ans.3_Missense_Mutation_p.T516INM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0TTTATTGTAACCTTAACTGGA0.383

+ 4 4327 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3GGCCCCCATCCACAGCTGCAG0.607

- 2 726 NM_005384 NP_005375 Q16649 NFIL3_HUMANLeucine-zipper. 0GTGGCGTTTTCTTCTCCCAGT0.388

- 3 451CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_Missense_Mutation_p.G129E|ECM2_uc011lty.1_Missense_Mutation_p.G129E|ECM2_uc004asg.2_Missense_Mutation_p.G129E|ECM2_uc011ltz.1_Missense_Mutation_p.G129E|ECM2_uc004asi.2_Missense_Mutation_p.G129ENM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2AAGAACTCTTCCATCTGAGCA0.522

+ 9 1736FGD3_uc004asx.2_Missense_Mutation_p.E370K|FGD3_uc004asz.2_Missense_Mutation_p.E370K|FGD3_uc004ata.2_Missense_Mutation_p.E173K|FGD3_uc011luc.1_5'FlankNM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2CCCGGCCAATGAACTGATCAA0.587

+ 7 1712PTPDC1_uc004aug.1_Nonsense_Mutation_p.Q458*|PTPDC1_uc004auh.1_Nonsense_Mutation_p.Q510*|PTPDC1_uc010mrj.1_Nonsense_Mutation_p.Q512*|PTPDC1_uc010mri.1_Nonsense_Mutation_p.Q510*NM_177995 NP_818931 A2A3K4 PTPC1_HUMAN 1TTTCTGGAGTCAGTCAAAGTT0.478

- 1 90GRIN3A_uc004bbp.1_Intron|GRIN3A_uc004bbq.1_Intron|PPP3R2_uc010mtf.1_RNANM_147180 NP_671709 Q96LZ3 CANB2_HUMAN 2TAACTGGCCTCGTTTCCCATT0.592

- 3 2811GRIN3A_uc004bbq.1_Missense_Mutation_p.P737LNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANCytoplasmic (Potential). 7CCAACATTTTGGAGGTTTGAT0.448

- 1 278 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMANExtracellular (Potential). 1TCCAGAGAAGGAAATGTTTCT0.448

- 28 4257 NM_005502 NP_005493 O95477 ABCA1_HUMAN 17CTGGTAGGACCCTTTGCCATC0.473

- 15 2223IKBKAP_uc004bdl.2_Missense_Mutation_p.S219L|IKBKAP_uc011lwc.1_Missense_Mutation_p.S454L|IKBKAP_uc010mtq.2_Missense_Mutation_p.S219LNM_003640 NP_003631 O95163 ELP1_HUMAN 7TAATACTACTGACTTGGTCTT0.408

- 17 2442C9orf5_uc004bds.3_RNA|C9orf5_uc004bdr.3_Missense_Mutation_p.P796SNM_032012 NP_114401 Q9H330 CI005_HUMAN 1GTCAGGTAAGGATGGCCACCT0.433

- 38 7457SVEP1_uc010mty.2_Missense_Mutation_p.P300SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 16. 7TTACAAACAGGGAAAGAGTCA0.463

- 2 923SVEP1_uc010mua.1_Missense_Mutation_p.D196N|SVEP1_uc004beu.2_Missense_Mutation_p.D196N|SVEP1_uc004bev.2_5'UTRNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN VWFA. 7GAATATCCATCAGTGATGAGA0.423

- 15 1808KIAA0368_uc010muc.1_Missense_Mutation_p.P425LNM_001080398 NP_001073867 0GAATAAATGTGGCATCCGACT0.353

- 20 2186FKBP15_uc010muu.1_Missense_Mutation_p.V754M|FKBP15_uc004bgr.2_Missense_Mutation_p.V127M|FKBP15_uc011lxc.1_Missense_Mutation_p.V271M|FKBP15_uc011lxd.1_Missense_Mutation_p.V622M|FKBP15_uc010mut.1_Missense_Mutation_p.V558MNM_015258 NP_056073 Q5T1M5 FKB15_HUMAN Potential. 3TTTGCCTGCACTTTGGTGAGC0.463

- 2 547TNC_uc010mvf.2_Missense_Mutation_p.S62FNM_002160 NP_002151 P24821 TENA_HUMAN 7CGAACACTGGGATCCCACTGG0.572

- 5 1058DBC1_uc004bkd.2_Missense_Mutation_p.P201LNM_014618 NP_055433 O60477 DBC1_HUMAN MACPF. 8ACAGCCCAGAGGCCCAGTGCG0.512

- 1 65PSMD5_uc011lye.1_Missense_Mutation_p.E16K|LOC253039_uc004bkq.2_5'Flank|LOC253039_uc004bkp.2_5'FlankNM_005047 NP_005038 Q16401 PSMD5_HUMAN 0AGCGGCGCTTCCAGCCTCGCT0.711

+ 12 1236KCNT1_uc011mdr.1_Missense_Mutation_p.D215N|KCNT1_uc010nbf.2_Missense_Mutation_p.D343N|KCNT1_uc004cgo.1_Missense_Mutation_p.D137NNM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4CCTTCTCATGGACTTCCTGAA0.647

+ 6 586TBL1X_uc004csq.3_Missense_Mutation_p.S22F|TBL1X_uc010ndr.2_Missense_Mutation_p.S22F|TBL1X_uc004csr.2_Missense_Mutation_p.S73F|TBL1X_uc004css.2_Missense_Mutation_p.S24FNM_001139466 NP_001132938 O60907 TBL1X_HUMAN LisH. 1ACAGGTTTTTCCCACTCGGCT0.552

- 2 1585ARHGAP6_uc004cuo.1_RNA|ARHGAP6_uc004cur.1_Missense_Mutation_p.D238Y|ARHGAP6_uc004cum.1_Missense_Mutation_p.D35Y|ARHGAP6_uc004cun.1_Missense_Mutation_p.D58Y|ARHGAP6_uc010neb.1_Missense_Mutation_p.D60Y|ARHGAP6_uc011mif.1_Missense_Mutation_p.D35YNM_013427 NP_038286 O43182 RHG06_HUMAN 2AGGTCACAGTCCTGTTGCAAC0.557

- 5 872GEMIN8_uc004cwc.2_Missense_Mutation_p.D177N|GEMIN8_uc004cwd.2_Missense_Mutation_p.D177NNM_017856 NP_060326 Q9NWZ8 GEMI8_HUMAN 0CAGTACAGGTCGTGGTCAGCG0.592

+ 3 435GLRA2_uc010neq.2_Missense_Mutation_p.G35R|GLRA2_uc004cwe.3_Missense_Mutation_p.G35R|GLRA2_uc011mio.1_5'UTR|GLRA2_uc011mip.1_Missense_Mutation_p.G13RNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2CTCCAGGTCTGGAAAACAACC0.418

+ 3 507GLRA2_uc010neq.2_Missense_Mutation_p.D59N|GLRA2_uc004cwe.3_Missense_Mutation_p.D59N|GLRA2_uc011mio.1_5'UTR|GLRA2_uc011mip.1_Missense_Mutation_p.D37NNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2ATCAGGATATGATGCAAGAAT0.378

- 3 1798RAI2_uc004cyg.2_Missense_Mutation_p.E410K|RAI2_uc010nfa.2_Missense_Mutation_p.E410K|RAI2_uc004cyh.3_Missense_Mutation_p.E410K|RAI2_uc011miy.1_Missense_Mutation_p.E360KNM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2CTGAGCATCTCGGTAGCAGCA0.557

+ 3 291PDHA1_uc004czh.3_Missense_Mutation_p.G84D|PDHA1_uc011mjc.1_Missense_Mutation_p.G46D|PDHA1_uc011mjd.1_Missense_Mutation_p.G46D|PDHA1_uc010nfk.2_Missense_Mutation_p.G46DNM_000284 NP_000275 P08559 ODPA_HUMAN 1CTGGAAGAAGGCCCTCCTGTC0.458

- 2 100RPS6KA3_uc004czv.2_Missense_Mutation_p.G22R|RPS6KA3_uc011mjl.1_Missense_Mutation_p.G6R|RPS6KA3_uc011mjm.1_Missense_Mutation_p.G6RNM_004586 NP_004577 P51812 KS6A3_HUMAN 8TCCTCCTCTCCCATAGGTTCA0.348

- 2 320APOO_uc004daw.2_RNA|APOO_uc004day.3_RNANM_024122 NP_077027 Q9BUR5 APOO_HUMAN 0ATTTTTGGGAGGTGAGTCCTT0.413

- 4 1359 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 1. 2TTCAGAGCGTGGTACAGACAT0.468

+ 1 435 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3GGGAGAAGATATGCCTCCAGA0.572

+ 40 7412USP9X_uc004dfc.2_Missense_Mutation_p.G2260DNM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6AATCCTTTTGGTGATCCTAAT0.333



- 24 2345CASK_uc004dfj.3_Missense_Mutation_p.P312S|CASK_uc004dfk.3_Missense_Mutation_p.P587S|CASK_uc004dfm.3_Missense_Mutation_p.P744S|CASK_uc004dfn.3_Missense_Mutation_p.P743SNM_003688 NP_003679 O14936 CSKP_HUMANGuanylate kinase-like. 6TGCTTACGTGGAATAGGGTAC0.303

- 7 794ZNF182_uc004dis.2_Missense_Mutation_p.L131F|ZNF182_uc004dit.2_Missense_Mutation_p.L150F|ZNF182_uc011mlu.1_Missense_Mutation_p.L130FNM_006962 NP_008893 P17025 ZN182_HUMAN 3GAAGCAACAAGGTTTGTACTC0.338

- 10 1848ASB12_uc004dvp.1_Missense_Mutation_p.R210C|ASB12_uc004dvq.1_Missense_Mutation_p.R219C|ASB12_uc004dvr.1_Missense_Mutation_p.R219CNM_017677 NP_060147 Q96EF0 MTMR8_HUMAN 4CTTGGGACACGAGCCAATAGG0.527

+ 2 1827FOXO4_uc010nkz.2_Intron|FOXO4_uc004dyt.1_Missense_Mutation_p.D437NNM_005938 NP_005929 P98177 FOXO4_HUMAN 3TGACCTCATGGATGAGGGCGA0.493

+ 8 1290BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3ATGATTCGGAAGCTCCCGACG0.552

- 1 939NAP1L2_uc011mqj.1_Missense_Mutation_p.E53KNM_021963 NP_068798 Q9ULW6 NP1L2_HUMANGlu-rich (acidic). 1TCCACATATTCATGTACCATA0.338

- 1 525NAP1L2_uc011mqj.1_IntronNM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1TCCCCTTCTTCCCCAAGCCCA0.592

- 4 534RLIM_uc004ebw.2_Missense_Mutation_p.E82KNM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2CCTCTATTTTCATCTGAGTTT0.418

- 3 1735 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TTCCTCCCCCCAGATGATGCT0.468

+ 4 535 DRP2_uc011mrh.1_5'UTRNM_001939 NP_001930 Q13474 DRP2_HUMAN 2TGGTGCTGGGGTTCCCTGCCT0.517

+ 5 1189ARMCX3_uc004eia.1_Missense_Mutation_p.S219F|ARMCX3_uc004eib.1_Missense_Mutation_p.S219F|ARMCX3_uc004eic.1_Missense_Mutation_p.S219FNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2TTGAACTCATCTGTGCAGCTT0.383

- 4 498NXF3_uc010noi.1_5'UTR|NXF3_uc011mrw.1_Missense_Mutation_p.P143S|NXF3_uc011mrx.1_Missense_Mutation_p.P54SNM_022052 NP_071335 Q9H4D5 NXF3_HUMAN RRM. 3ACCTCAACTGGGACGAAGGGT0.458

- 38 3825COL4A6_uc004env.3_Missense_Mutation_p.G1240D|COL4A6_uc011msn.1_Missense_Mutation_p.G1216D|COL4A6_uc010npk.2_Missense_Mutation_p.G1216D|COL4A6_uc010npj.2_5'FlankNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8ACCGGGGAGACCAGCAGGGCC0.572

- 11 793COL4A6_uc004env.3_Splice_Site_p.K229_splice|COL4A6_uc011msn.1_Splice_Site_p.K229_splice|COL4A6_uc010npk.2_Splice_Site_p.K229_spliceNM_001847 NP_001838 Q14031 CO4A6_HUMAN 8AAGCTGTTTACCTTGACTCCT0.398

+ 20 1421COL4A5_uc011mso.1_Nonsense_Mutation_p.Q407*|COL4A5_uc004eob.1_Nonsense_Mutation_p.Q15*NM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4AGAAAGGGGTCAGAAAGGTGA0.527

+ 24 1862COL4A5_uc011mso.1_Missense_Mutation_p.P554S|COL4A5_uc004eob.1_Missense_Mutation_p.P162SNM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4CCTCACTTTTCCAGGAATGAA0.498

- 13 2752GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANCytoplasmic (Potential). 8TCCAACATCCGAAGCATAGAA0.353 rs145623152

- 11 3395 NM_012471 NP_036603 Q9UL62 TRPC5_HUMANCytoplasmic (Potential). 1GCTTTTGACTTTCCTTGGGCA0.453

+ 10 1573PLS3_uc010nqg.2_Splice_Site_p.G177_splice|PLS3_uc011mtf.1_Splice_Site_p.G382_splice|PLS3_uc004eqe.2_Splice_Site_p.G395_splice|PLS3_uc011mtg.1_Splice_Site_p.G368_splice|PLS3_uc011mth.1_Splice_Site_p.G350_splice|PLS3_uc011mti.1_Splice_Site_p.G71_splice|PLS3_uc011mtj.1_Intron|PLS3_uc011mtk.1_Splice_Site_p.G56_splice|PLS3_uc011mtl.1_Splice_SiteNM_005032 NP_005023 P13797 PLST_HUMAN 2CTATTAGAAGGTAACTAAAAA0.348

- 4 1054CUL4B_uc004esv.2_Missense_Mutation_p.P188LNM_003588 NP_003579 Q13620 CUL4B_HUMAN 3TGGTAATTTAGGCTTATCTAG0.313

+ 14 2383GRIA3_uc004etr.3_Missense_Mutation_p.A697V|GRIA3_uc004ets.3_RNANM_007325 NP_015564 P42263 GRIA3_HUMANExtracellular (Potential). 5TCCAAAATTGCTGTGTACGAG0.408

+ 18 2663SAGE1_uc010nry.1_Missense_Mutation_p.M801I|SAGE1_uc011mvv.1_Missense_Mutation_p.M456INM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3ATCAATTAATGAAAGAAGTTC0.343

- 12 2051MAP7D3_uc004ezs.2_Missense_Mutation_p.D618N|MAP7D3_uc011mwc.1_Missense_Mutation_p.D636N|MAP7D3_uc010nsa.1_Missense_Mutation_p.D612NNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4TGCTGCCCATCTTTGAGTTTC0.418

- 19 2351MCF2_uc004fav.2_Missense_Mutation_p.G702E|MCF2_uc011mwl.1_Missense_Mutation_p.G663E|MCF2_uc010nsh.1_Missense_Mutation_p.G686E|MCF2_uc011mwm.1_Missense_Mutation_p.G647E|MCF2_uc011mwn.1_Missense_Mutation_p.G831E|MCF2_uc004faw.2_Missense_Mutation_p.G746E|MCF2_uc011mwo.1_Missense_Mutation_p.G762ENM_005369 NP_005360 P10911 MCF2_HUMAN 2ATTTAAGTTTCCCTAGAATGG0.408

+ 1 392 NM_001012989 NP_001013007 Q5JXB2 UE2NL_HUMAN 0CCAGATGATCCATTAGCAAAT0.443

+ 11 2350AFF2_uc004fcq.2_Missense_Mutation_p.R614K|AFF2_uc004fcr.2_Missense_Mutation_p.R585K|AFF2_uc011mxb.1_Missense_Mutation_p.R589K|AFF2_uc004fcs.2_Missense_Mutation_p.R591K|AFF2_uc011mxc.1_Missense_Mutation_p.R265KNM_002025 NP_002016 P51816 AFF2_HUMAN 5GTGTCTCAAAGGACAATTGGG0.448

+ 3 1086MAGEA6_uc004ffr.1_Missense_Mutation_p.R298C|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0TGGAGGACCTCGCATTTCCTA0.557

- 3 1149 NM_005362 NP_005353 P43357 MAGA3_HUMAN 0CAGACTCACTCTTCCCCCTCT0.572

- 17 5851F8_uc010nvi.1_Missense_Mutation_p.E53KNM_000132 NP_000123 P00451 FA8_HUMANF5/8 type A 3.|Plastocyanin-like 6. 11AGAGCAAATTCCTGTACTGTC0.468

- 14 2968 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AATTGACTATCATAATGAACT0.378

+ 4 857 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1TTGTGGAAGGGCAACACTTCG0.398

+ 1 301 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANExtracellular (Potential). 3GCTCATTGCAATTAATCCTCA0.418

+ 5 3341 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3AGGTTTGCATCTGGACGGCGG0.507

+ 6 1019CACNA1E_uc009wxr.2_Missense_Mutation_p.P192L|CACNA1E_uc009wxs.2_Missense_Mutation_p.P192LNM_000721 NP_000712 Q15878 CAC1E_HUMANI.|Extracellular (Potential). 6TGGATCGGCCCCAATGATGGG0.517

- 1 869 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANCytoplasmic (Potential). 0GGCCTTGTTTCTCAAACTGTA0.393

- 1 475 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANExtracellular (Potential). 0AAGGTGCCAGCTGTGTGCATC0.473

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

- 2 1239ZNF239_uc001jax.3_Missense_Mutation_p.P196S|ZNF239_uc009xmj.2_Missense_Mutation_p.P196S|ZNF239_uc009xmk.2_Missense_Mutation_p.P196SNM_005674 NP_005665 Q16600 ZN239_HUMAN 0TTCTCATATGGATGACCATCT0.438

- 4 658 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMANCytoplasmic (Potential). 0CTTACCTCTGGATTTCCGCTT0.517

+ 1 838 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMANHelical; Name=7; (Potential). 3TGTTGCCAATCTCTATTTGAT0.393 rs138334057

- 6 682IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Lys-rich. 7TTTTGAAGTCCATTTTCTCTT0.517

+ 1 306 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMANExtracellular (Potential). 1TCTTTGGAGAACATTTCTTCG0.463

- 1 1081 NM_207374 NP_997257 Q8NGF6 O10W1_HUMANCytoplasmic (Potential). 1GAGAAGGCCCGGTGGCGGCCA0.582

+ 6 1233SLC22A10_uc010rmo.1_RNA|SLC22A10_uc001nwu.3_RNA|SLC22A10_uc010rmp.1_Missense_Mutation_p.R182HNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANExtracellular (Potential). 2GACTTGTTCCGCAACCCCAGT0.398

+ 7 1025 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMANExtracellular (Potential).|C-type lectin. 1GCACACCAGTCAAGAGAATTG0.378

- 4 942 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN Pro-rich. 1CCCTGGGGAGGTCTGTGTGGT0.537

- 3 252 NM_006248 NP_006239 0CCTGGAGGAGGTGGGGGACCT0.607



+ 1 236 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANHelical; Name=2; (Potential). 3TTTGCCACCCCCAAGATGCTT0.398

- 14 1683EFTUD1_uc002bgu.1_Missense_Mutation_p.F454SNM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1AAATGCAATAAAAGACTCTTG0.433 rs142283736

- 13 4054GRIN2A_uc010uym.1_Missense_Mutation_p.R1169Q|GRIN2A_uc010uyn.1_Missense_Mutation_p.R1012Q|GRIN2A_uc002czr.3_Missense_Mutation_p.R1169QNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CAAGGGGTTCCGGTTCATTGG0.537

+ 1 225SPIRE2_uc010civ.1_5'UTR|SPIRE2_uc010ciw.1_Missense_Mutation_p.R58HNM_032451 NP_115827 Q8WWL2 SPIR2_HUMAN KIND. 1CCGGGCCGGCGCCTGCGGGAT0.483

+ 48 7584 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 3 (By similarity). 13TGCTCTCTAGGAAATGTTCCT0.597

+ 6 754 NM_001145127 NP_001138599 A8MZ36 EVPLL_HUMAN 0GGAGCCAATACCGAGACCTAC0.682

+ 5 445SGCA_uc010wmh.1_Missense_Mutation_p.E35K|SGCA_uc002iqj.2_Missense_Mutation_p.E137K|SGCA_uc010wmi.1_RNANM_000023 NP_000014 Q16586 SGCA_HUMANExtracellular (Potential). 2ATACCAAGCCGAGTTCCTGGT0.677

+ 1 977 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMANKinesin-motor. 8GATGACAAAGCCTCCAACGAG0.557

- 5 1201CXXC1_uc002lep.3_Missense_Mutation_p.Q13H|CXXC1_uc002ler.3_Missense_Mutation_p.Q156H|CXXC1_uc010doy.2_Missense_Mutation_p.Q156H|CXXC1_uc002les.2_Missense_Mutation_p.Q156HNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN 2 gctgctgctgctggtgatgct 0.468

- 4 803ZNF563_uc002mtq.2_Missense_Mutation_p.V189LNM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 2; degenerate. 0CCTTGCACTACCATGTGTCTT0.423

- 3 307LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.G81DNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 1.p.G81G(1) 1GGGGAACTGGCCCTTCTTCAC0.542

+ 4 403SNTG2_uc002qwp.2_RNA|SNTG2_uc010ewi.2_IntronNM_018968 NP_061841 Q9NY99 SNTG2_HUMAN PDZ. 3CAGGGAGGTTCTGAGCACAAC0.393

- 3 266REG1B_uc010ffv.1_Missense_Mutation_p.E52K|REG1B_uc010ffw.2_Missense_Mutation_p.E52KNM_006507 NP_006498 P48304 REG1B_HUMANC-type lectin. 2TCAGGGTCTTCATTAAAGTAG0.532

- 27 4708 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 10.|Extracellular (Potential). 29ACTCTTCTGTCCGTTCCATTT0.438

- 225 45447uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R8770W|TTN_uc010zfi.1_Missense_Mutation_p.R8703W|TTN_uc010zfj.1_Missense_Mutation_p.R8578WNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCACTCACCCGAAGTTTGTAA0.483

- 2 356 NM_020760 NP_065811 Q9P2P5 HECW2_HUMAN 18TAAGCTGGAGCGGCTCTCAGA0.582

- 4 999SNTA1_uc010zuf.1_Missense_Mutation_p.G243CNM_003098 NP_003089 Q13424 SNTA1_HUMAN PH 1. 1GTGTCTTGACCATCTGCCGAG0.597

+ 6 949 CDH26_uc010zzy.1_RNANM_177980 NP_817089 Q8IXH8 CAD26_HUMANCadherin 2.|Extracellular (Potential). 4GAAAGAAAGTGGTTTCCGGGT0.358

+ 18 2574SMTN_uc003ajk.1_Missense_Mutation_p.A786T|SMTN_uc003ajm.1_Missense_Mutation_p.A786T|SMTN_uc011ale.1_Missense_Mutation_p.A871T|SMTN_uc011alf.1_Missense_Mutation_p.A842T|SMTN_uc003ajn.1_Missense_Mutation_p.A809T|SMTN_uc011alg.1_Missense_Mutation_p.A242T|SMTN_uc003ajo.1_Missense_Mutation_p.A309T|SMTN_uc010gwe.1_Missense_Mutation_p.A166T|SMTN_uc003ajp.1_5'FlankNM_006932 NP_008863 P53814 SMTN_HUMAN 3ACCCCGCGCAGCCGTGCAGCG0.662

- 13 2147ATP2B2_uc003bvv.2_Missense_Mutation_p.E525K|ATP2B2_uc003bvw.2_Missense_Mutation_p.E525K|ATP2B2_uc010hdo.2_Missense_Mutation_p.E275KNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6AGGCCGCACTCCGTCTTGTTG0.642

+ 9 3930COL6A6_uc003eni.3_5'UTRNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANVWFA 7.|Nonhelical region. 8TAGGTGGTCCTTTTATTTTCA0.333

- 8 1822PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8GACCTTGAACGAGAGCGCATC0.453

+ 16 2807DMXL1_uc010jcl.1_Nonsense_Mutation_p.Q876*NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2AGAATGCACTCAAGACAACCG0.348

+ 1 960PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.S278FNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 3.|Extracellular (Potential). 0GGAGAAATTTCCTATGGGATC0.368

+ 2 258 NM_005546 NP_005537 Q08881 ITK_HUMAN PH. 26GAGCTCTCCCGAATCAAATGT0.458

- 1 728 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMANHelical; Name=6; (Potential). 0AATTAGATGGGAGCCACATGT0.468

+ 58 8231C6orf125_uc003oez.1_RNANM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19TGCATTAGCCGCTGAGGAGAG0.612

+ 41 10444AKAP9_uc003ulf.2_Nonsense_Mutation_p.E3399*|AKAP9_uc003uli.2_Nonsense_Mutation_p.E3030*|AKAP9_uc003ulj.2_Nonsense_Mutation_p.E1177*|AKAP9_uc003ull.2_Nonsense_Mutation_p.E303*NM_005751 NP_005742 Q99996 AKAP9_HUMAN Potential. 26AAAAATGCATGAGCTCCAGTC0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 2 229 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0ATTCTTGGTATATTTTGTCTC0.388

- 13 1198PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4GTCTGCGGCTCGCTTCAAAAT0.488

- 5 1165ST18_uc011ldq.1_5'UTR|ST18_uc011ldr.1_Missense_Mutation_p.G302R|ST18_uc011lds.1_Missense_Mutation_p.G242R|ST18_uc003xra.2_Missense_Mutation_p.G337R|ST18_uc003xrb.2_Missense_Mutation_p.G337RNM_014682 NP_055497 O60284 ST18_HUMAN 5CTCCTTTCCCCTGCTAGGTGC0.433

+ 32 4196COL14A1_uc003yoz.2_Missense_Mutation_p.K276ENM_021110 NP_066933 Q05707 COEA1_HUMANNonhelical region (NC4).|TSP N-terminal. 12GATTTTAAATAAAAATTCTGA0.393

- 38 8675SVEP1_uc010mty.2_Missense_Mutation_p.P706SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. 7TTCATGACTGGATTTGGCTTT0.473

- 7 8075 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 11. 8TACTGCTTGTTTGCTTCTGGC0.637

+ 4 857 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1TTGTGGAAGGGCAACACTTCG0.398

+ 1 301 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANExtracellular (Potential). 3GCTCATTGCAATTAATCCTCA0.418

- 9 502HORMAD1_uc001evl.1_Splice_Site_p.S125_splice|HORMAD1_uc001evm.1_Splice_Site_p.S52_spliceNM_032132 NP_115508 Q86X24 HORM1_HUMAN 3TTGGTTTTTACTAGAAGAGAA0.308

+ 5 3341 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3AGGTTTGCATCTGGACGGCGG0.507

+ 6 1019CACNA1E_uc009wxr.2_Missense_Mutation_p.P192L|CACNA1E_uc009wxs.2_Missense_Mutation_p.P192LNM_000721 NP_000712 Q15878 CAC1E_HUMANI.|Extracellular (Potential). 6TGGATCGGCCCCAATGATGGG0.517

- 1 869 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANCytoplasmic (Potential). 0GGCCTTGTTTCTCAAACTGTA0.393

- 1 475 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANExtracellular (Potential). 0AAGGTGCCAGCTGTGTGCATC0.473

- 2 1239ZNF239_uc001jax.3_Missense_Mutation_p.P196S|ZNF239_uc009xmj.2_Missense_Mutation_p.P196S|ZNF239_uc009xmk.2_Missense_Mutation_p.P196SNM_005674 NP_005665 Q16600 ZN239_HUMAN 0TTCTCATATGGATGACCATCT0.438

- 4 658 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMANCytoplasmic (Potential). 0CTTACCTCTGGATTTCCGCTT0.517

+ 2 273BUB3_uc009yah.2_Intron|BUB3_uc001lhf.3_Nonsense_Mutation_p.Q11*|BUB3_uc001lhd.2_Nonsense_Mutation_p.Q11*|BUB3_uc010qud.1_IntronNM_004725 NP_004716 O43684 BUB3_HUMAN WD 1. 1CAAGCTGAACCAGCCACCCGA0.627

+ 1 838 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMANHelical; Name=7; (Potential). 3TGTTGCCAATCTCTATTTGAT0.393 rs138334057

- 6 682IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Lys-rich. 7TTTTGAAGTCCATTTTCTCTT0.517



+ 1 306 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMANExtracellular (Potential). 1TCTTTGGAGAACATTTCTTCG0.463

- 1 1081 NM_207374 NP_997257 Q8NGF6 O10W1_HUMANCytoplasmic (Potential). 1GAGAAGGCCCGGTGGCGGCCA0.582

+ 7 1025 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMANExtracellular (Potential).|C-type lectin. 1GCACACCAGTCAAGAGAATTG0.378

+ 25 2347TPCN1_uc001tux.2_Missense_Mutation_p.A756T|TPCN1_uc010syu.1_5'FlankNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S6 of repeat II; (Potential). 3GATCATTGTCGCCTTTATCCT0.597

- 46 5946CIT_uc001txh.1_Missense_Mutation_p.E1483K|CIT_uc001txj.1_Missense_Mutation_p.E2007KNM_007174 NP_009105 O14578 CTRO_HUMAN 10CTGCGCAGCTCGGTCCGCCCC0.731

+ 38 3852KNTC1_uc010taf.1_IntronNM_014708 NP_055523 P50748 KNTC1_HUMAN 10AAGAGATATCCCTTGGAGTCT0.204

+ 1 236 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANHelical; Name=2; (Potential). 3TTTGCCACCCCCAAGATGCTT0.398

- 2 600 NM_003814 NP_003805 O43506 ADA20_HUMAN 1TATCTCTGTCCCCCAAACCGC0.517

- 22 8319PKD1_uc002cot.1_Missense_Mutation_p.A2704T|PKD1_uc010bse.1_5'FlankNM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3ACGGTGCCCGCGGTGGTCTCT0.687

- 13 4054GRIN2A_uc010uym.1_Missense_Mutation_p.R1169Q|GRIN2A_uc010uyn.1_Missense_Mutation_p.R1012Q|GRIN2A_uc002czr.3_Missense_Mutation_p.R1169QNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CAAGGGGTTCCGGTTCATTGG0.537

+ 48 7584 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 3 (By similarity). 13TGCTCTCTAGGAAATGTTCCT0.597

+ 6 754 NM_001145127 NP_001138599 A8MZ36 EVPLL_HUMAN 0GGAGCCAATACCGAGACCTAC0.682

+ 5 445SGCA_uc010wmh.1_Missense_Mutation_p.E35K|SGCA_uc002iqj.2_Missense_Mutation_p.E137K|SGCA_uc010wmi.1_RNANM_000023 NP_000014 Q16586 SGCA_HUMANExtracellular (Potential). 2ATACCAAGCCGAGTTCCTGGT0.677

- 4 803ZNF563_uc002mtq.2_Missense_Mutation_p.V189LNM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 2; degenerate. 0CCTTGCACTACCATGTGTCTT0.423

+ 4 1415ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.E439KNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 10. 0GAAACCTTACGAATGTATAGA0.433

- 3 307LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.G81DNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 1.p.G81G(1) 1GGGGAACTGGCCCTTCTTCAC0.542

+ 4 403SNTG2_uc002qwp.2_RNA|SNTG2_uc010ewi.2_IntronNM_018968 NP_061841 Q9NY99 SNTG2_HUMAN PDZ. 3CAGGGAGGTTCTGAGCACAAC0.393

- 225 45447uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R8770W|TTN_uc010zfi.1_Missense_Mutation_p.R8703W|TTN_uc010zfj.1_Missense_Mutation_p.R8578WNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCACTCACCCGAAGTTTGTAA0.483

- 10 1100CSNK2A1_uc002wdx.1_Missense_Mutation_p.H236R|CSNK2A1_uc002wdy.1_Missense_Mutation_p.H100RNM_177559 NP_808227 P68400 CSK21_HUMANProtein kinase. 1ATAATTGTCATGTCCATGGAA0.373 rs61730060

+ 2 61FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ATGTACAGAATCGCCCTGAAA0.353 rs143761036

+ 6 949 CDH26_uc010zzy.1_RNANM_177980 NP_817089 Q8IXH8 CAD26_HUMANCadherin 2.|Extracellular (Potential). 4GAAAGAAAGTGGTTTCCGGGT0.358

+ 1 299C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198697 NP_941970 P60328 KR123_HUMAN12.|14 X 5 AA approximate repeats. 1ACCACTGCCCTCTGCAGACCC0.617

- 13 2147ATP2B2_uc003bvv.2_Missense_Mutation_p.E525K|ATP2B2_uc003bvw.2_Missense_Mutation_p.E525K|ATP2B2_uc010hdo.2_Missense_Mutation_p.E275KNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6AGGCCGCACTCCGTCTTGTTG0.642

- 1 666_667GHSR_uc011bpv.1_Missense_Mutation_p.L223FNM_198407 NP_940799 Q92847 GHSR_HUMANHelical; Name=5; (Potential). 5AAGACAGGAAGGAAGAAGAAGA0.629

+ 21 3297 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K/PI4K.p.H1047R(1269)|p.H1047L(152)|p.H1047Y(31)|p.H1047Q(3)|p.H1047T(1)3553AATGATGCACATCATGGTGGC0.378 rs121913279

- 16 2401ABCC5_uc011bqt.1_Splice_Site_p.Y274_splice|ABCC5_uc010hxl.2_Splice_Site_p.Y746_spliceNM_005688 NP_005679 O15440 MRP5_HUMAN 4CAACCAGGTACTGAAGGCAAA0.338

- 8 1822PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8GACCTTGAACGAGAGCGCATC0.453

- 12 1842FSTL5_uc003iqi.2_Missense_Mutation_p.E468V|FSTL5_uc010iqv.2_Missense_Mutation_p.E459VNM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8AAATTCACATTCTATGGGTTG0.328

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6CACCAGAGGACACACACAGGG0.602 rs111488757

+ 16 2807DMXL1_uc010jcl.1_Nonsense_Mutation_p.Q876*NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2AGAATGCACTCAAGACAACCG0.348

+ 1 960PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.S278FNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 3.|Extracellular (Potential). 0GGAGAAATTTCCTATGGGATC0.368

+ 2 258 NM_005546 NP_005537 Q08881 ITK_HUMAN PH. 26GAGCTCTCCCGAATCAAATGT0.458

- 1 728 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMANHelical; Name=6; (Potential). 0AATTAGATGGGAGCCACATGT0.468

- 1 18 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANExtracellular (Potential). 3GTAAAGAACTATAATTGCTTT0.284

+ 5 704SYNGAP1_uc003oeo.1_Splice_Site_p.R155_splice|SYNGAP1_uc010juy.2_Splice_Site_p.R155_spliceNM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4ACCATGACCGGTACAGGGGCT0.517

+ 41 10444AKAP9_uc003ulf.2_Nonsense_Mutation_p.E3399*|AKAP9_uc003uli.2_Nonsense_Mutation_p.E3030*|AKAP9_uc003ulj.2_Nonsense_Mutation_p.E1177*|AKAP9_uc003ull.2_Nonsense_Mutation_p.E303*NM_005751 NP_005742 Q99996 AKAP9_HUMAN Potential. 26AAAAATGCATGAGCTCCAGTC0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 6 397SSBP1_uc011kri.1_Nonsense_Mutation_p.R107*|SSBP1_uc010lnp.1_Nonsense_Mutation_p.R107*NM_003143 NP_003134 Q04837 SSBP_HUMAN SSB. 1TATCAGGTCTCGAATTTATTT0.338

- 2 229 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0ATTCTTGGTATATTTTGTCTC0.388

- 13 1198PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4GTCTGCGGCTCGCTTCAAAAT0.488

- 11 1289 NM_000637 NP_000628 P00390 GSHR_HUMAN 5TCTTCCTTATATTCAAAAAGT0.388

- 5 1165ST18_uc011ldq.1_5'UTR|ST18_uc011ldr.1_Missense_Mutation_p.G302R|ST18_uc011lds.1_Missense_Mutation_p.G242R|ST18_uc003xra.2_Missense_Mutation_p.G337R|ST18_uc003xrb.2_Missense_Mutation_p.G337RNM_014682 NP_055497 O60284 ST18_HUMAN 5CTCCTTTCCCCTGCTAGGTGC0.433

+ 32 4196COL14A1_uc003yoz.2_Missense_Mutation_p.K276ENM_021110 NP_066933 Q05707 COEA1_HUMANNonhelical region (NC4).|TSP N-terminal. 12GATTTTAAATAAAAATTCTGA0.393

- 12 1815 NM_001100878 NP_001094348 A6NGR9 CH073_HUMAN 1CCTGGGTATCGCTGAACCTGG0.657

- 38 8675SVEP1_uc010mty.2_Missense_Mutation_p.P706SNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. 7TTCATGACTGGATTTGGCTTT0.473

- 2 143COQ4_uc011max.1_5'Flank|COQ4_uc004bur.3_5'Flank|COQ4_uc004bus.2_5'Flank|COQ4_uc010mxy.2_5'FlankNM_015679 NP_056494 O95900 TRUB2_HUMAN 1TGTTTAGGAGCGGGAGGCTTC0.368

- 7 8075 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 11. 8TACTGCTTGTTTGCTTCTGGC0.637



- 1 654FAM120C_uc011moh.1_Missense_Mutation_p.R191W|FAM120C_uc004dta.2_Missense_Mutation_p.R191WNM_017848 NP_060318 Q9NX05 F120C_HUMAN 2GCTGTCTGCCGCTCGGCCTGG0.716

- 37 2875COL16A1_uc001btj.1_Missense_Mutation_p.P666L|COL16A1_uc001btl.3_Missense_Mutation_p.P837LNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 5 (COL5) with 3 imperfections. 8GGCCCCAGGAGGTCCCACAGG0.577

+ 3 511AK3L1_uc009wan.2_Missense_Mutation_p.D36E|AK3L1_uc001dbz.2_Missense_Mutation_p.D88E|AK3L1_uc001dca.2_Missense_Mutation_p.D88ENM_203464 NP_982289 P27144 KAD4_HUMAN 0GGCTCCTTGATGGTGAGTTGA0.448

+ 16 3063IL12RB2_uc010oqi.1_3'UTR|IL12RB2_uc010oqj.1_3'UTR|IL12RB2_uc010oqk.1_RNA|IL12RB2_uc010oql.1_Missense_Mutation_p.L722P|IL12RB2_uc010oqm.1_3'UTR|IL12RB2_uc010oqn.1_RNANM_001559 NP_001550 Q99665 I12R2_HUMANCytoplasmic (Potential). 3ATAGATGACCTCCCCTCACAT0.567 rs17838066

+ 3 542AGL_uc001dsj.1_Missense_Mutation_p.T48A|AGL_uc001dsk.1_Missense_Mutation_p.T48A|AGL_uc001dsl.1_Missense_Mutation_p.T48A|AGL_uc001dsm.1_Missense_Mutation_p.T32A|AGL_uc001dsn.1_Missense_Mutation_p.T31ANM_000642 NP_000633 P35573 GDE_HUMAN4-alpha-glucanotransferase. 3TACCGTGTATACAAATTACCC0.363

- 5 1002ANP32E_uc010pbt.1_RNA|ANP32E_uc010pbu.1_Missense_Mutation_p.E163V|ANP32E_uc010pbv.1_Missense_Mutation_p.E170V|ANP32E_uc001etv.3_Missense_Mutation_p.E211V|ANP32E_uc010pbw.1_Missense_Mutation_p.R156WNM_030920 NP_112182 Q9BTT0 AN32E_HUMANAsp/Glu-rich (highly acidic). 0CTCTTCTCCCTCTCCCAACTC0.308

- 4 587RAG1AP1_uc010pey.1_Intron|GBA_uc010pfw.1_Intron|GBA_uc010pfx.1_Intron|GBA_uc001fji.2_Missense_Mutation_p.S146L|GBA_uc001fjj.2_Missense_Mutation_p.S146L|GBA_uc001fjk.2_Missense_Mutation_p.S146L|GBA_uc001fjl.2_Missense_Mutation_p.S146L|GBA_uc010pfy.1_Missense_Mutation_p.S59L|GBA_uc009wqk.1_Missense_Mutation_p.S59LNM_000157 NP_000148 P04062 GLCM_HUMAN 2AGAGAAGTACGATTTAAGTAG0.383

- 43 6503 NM_003292 NP_003283 P12270 TPR_HUMAN 7CTGAGGTGCTCGAGGGGCCTG0.512

- 2 441FAM5C_uc010pot.1_Missense_Mutation_p.D32NNM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5TGTGCTAAATCCCTGCCGGCT0.448

+ 6 2111CRB1_uc010poz.1_Missense_Mutation_p.S590L|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.S547L|CRB1_uc010ppb.1_Missense_Mutation_p.S659L|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_Missense_Mutation_p.S140L|CRB1_uc001gub.1_Missense_Mutation_p.S308LNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|Laminin G-like 1. 9GAGAACATCTCGTCTGGCTCA0.448

- 16 1772PRKCQ_uc009xim.1_Intron|PRKCQ_uc001iji.1_Missense_Mutation_p.G599E|PRKCQ_uc009xin.1_Missense_Mutation_p.G530E|PRKCQ_uc010qax.1_Missense_Mutation_p.G441ENM_006257 NP_006248 Q04759 KPCT_HUMANProtein kinase. 6AAGGAGAACCCCGAAGGACCA0.507

- 8 2371UPF2_uc001ilb.2_Missense_Mutation_p.M633L|UPF2_uc001ilc.2_Missense_Mutation_p.M633L|UPF2_uc009xiz.1_Missense_Mutation_p.M633LNM_080599 NP_542166 Q9HAU5 RENT2_HUMAN MIF4G 2. 3ACATCAGACATGCAGGGATGC0.338

+ 19 2792ADAMTS14_uc001jrg.2_Missense_Mutation_p.R934QNM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 3. 6GTGCAGACACGGGGGATACAG0.667

- 2 1178ITPRIP_uc001kyf.2_Missense_Mutation_p.P369S|ITPRIP_uc001kyg.2_Missense_Mutation_p.P369SNM_033397 NP_203755 Q8IWB1 IPRI_HUMAN 0CCCTCAGAGGGCTCCCTGGGA0.567

- 2 189BET1L_uc001lod.2_Missense_Mutation_p.S30P|RIC8A_uc001lof.2_5'Flank|RIC8A_uc001log.2_5'FlankNM_001098787 NP_001092257 Q9NYM9 BET1L_HUMANCytoplasmic (Potential).|t-SNARE coiled-coil homology.0GTGACTTTGGAGGCCAGGCTG0.587

+ 1 29 NM_001003443 NP_001003443 Q8NH54 O56A3_HUMANExtracellular (Potential). 0GACACCCTCTCCACTGAAGCT0.453

+ 27 3091NAT10_uc010ren.1_Missense_Mutation_p.K877NNM_024662 NP_078938 Q9H0A0 NAT10_HUMANRequired for localization to the nucleolus and midbody.2AGAAACACAAGAAGGAAGTAG0.478

- 8 1704SLC1A2_uc001mwe.2_Missense_Mutation_p.T362I|SLC1A2_uc010rev.1_Missense_Mutation_p.T371INM_004171 NP_004162 P43004 EAA2_HUMAN p.T371fs*13(1) 3GCAACGAAAGGTGACAGGCAA0.453

+ 1 343 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANHelical; Name=3; (Potential). 3GACAGAAACTTTCATGTTAGC0.418

+ 1 278 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMANExtracellular (Potential). 0AAAGTTATCTCCTTCTCCAGC0.488

+ 9 2029TMEM132A_uc001nqi.2_Splice_Site_p.E613_splice|TMEM132A_uc001nqm.2_Splice_SiteNM_178031 NP_821174 Q24JP5 T132A_HUMAN 1TCCATTGAGGTAAGCAGCTGG0.662

- 5 7393_7394AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CTTGCCATTTGGGCCTTCCACA0.465

+ 7 1034POLA2_uc009yqf.1_Missense_Mutation_p.L231P|POLA2_uc010rod.1_Missense_Mutation_p.L23P|POLA2_uc001odk.2_5'FlankNM_002689 NP_002680 Q14181 DPOA2_HUMAN 0GGCAGCGAACTCAAGGAACAT0.358

+ 6 676FRMD8_uc009yqj.2_Missense_Mutation_p.P106S|FRMD8_uc010rof.1_Missense_Mutation_p.P128SNM_031904 NP_114110 Q9BZ67 FRMD8_HUMAN FERM. 2TGCACGGTACCCGTGCGACGT0.706

+ 1 488 NM_021046 NP_066384 O75690 KRA58_HUMAN9 X 4 AA repeats of C-C-X-P. 0TAAGCCCTGCTGCTGCTCTTC0.602

+ 14 2615 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 5.|Extracellular (Potential). 3TGCTGAGGTGGGCAACACCGT0.438

+ 6 481TTC12_uc001pnv.2_Missense_Mutation_p.I126V|TTC12_uc001pnw.2_RNA|TTC12_uc001pnx.2_5'UTRNM_017868 NP_060338 Q9H892 TTC12_HUMAN TPR 1. 4TGAAACAGCTATCCTGCGCTA0.473

+ 1 843 NM_001007249 NP_001007250 Q15614 OR8G2_HUMAN 0TCAGCTCCATGGACCAGGGGA0.473

- 13 1789SLC6A12_uc001qhx.2_Missense_Mutation_p.R73W|SLC6A12_uc001qhy.2_Intron|SLC6A12_uc001qia.2_Missense_Mutation_p.R416W|SLC6A12_uc001qib.2_Missense_Mutation_p.R416W|SLC6A12_uc009zdh.1_Missense_Mutation_p.R416WNM_003044 NP_003035 P48065 S6A12_HUMAN 1CCGCTCTTCCGGAGCTGCCTG0.647

+ 15 2300B4GALNT3_uc001qik.1_Missense_Mutation_p.T316INM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2GTCCTGAATACCCGGGCCCAA0.642

- 53 7882ITPR2_uc009zjg.1_Missense_Mutation_p.V640MNM_002223 NP_002214 Q14571 ITPR2_HUMANExtracellular (Potential).p.V2489G(1) 14TGGTTCAGCACGGTGACAATG0.413

+ 20 2516DIP2B_uc009zlt.2_Missense_Mutation_p.G217VNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6TCTCCTGTTGGGGATGTGCCA0.373

+ 30 5820NAV3_uc001syo.2_Missense_Mutation_p.G1861R|NAV3_uc010sub.1_Missense_Mutation_p.G1340R|NAV3_uc009zsf.2_Missense_Mutation_p.G692RNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17GCAGTCATTAGGACTTTCTCT0.483

+ 7 1001 NM_198520 NP_940922 Q6ZTY8 CL063_HUMAN 7CTGGAAAAATCCAAATACCAT0.423

+ 12 1856SLC17A8_uc009ztx.2_Missense_Mutation_p.L465FNM_139319 NP_647480 Q8NDX2 VGLU3_HUMANCytoplasmic (Potential). 3CCCAGAGAATCTCTCTGAGGA0.468

- 2 320ALDH1L2_uc009zup.2_RNANM_001034173 NP_001029345 Q3SY69 AL1L2_HUMAN GART. 1ATGCACTCACCCAGAGGGTCA0.403

+ 1 13GTF2H3_uc010tau.1_Translation_Start_Site|EIF2B1_uc001ufm.2_5'Flank|EIF2B1_uc001ufn.2_5'Flank|EIF2B1_uc010tat.1_5'FlankNM_001516 NP_001507 Q13889 TF2H3_HUMAN 0CTGCGCTGAGGTGCTGGGACA0.662

+ 29 5893EP400_uc001ujl.2_Missense_Mutation_p.V1952A|EP400_uc001ujm.2_Missense_Mutation_p.V1872ANM_015409 NP_056224 Q96L91 EP400_HUMANHelicase C-terminal. 12GACACCGTCGTGTTTTATGAC0.493

+ 7 1325LMO7_uc010thv.1_Intron|LMO7_uc001vjt.1_Intron|LMO7_uc010thw.1_Intron|LMO7_uc001vjw.1_Missense_Mutation_p.K95ENM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACACATACCAAAATTGATCC0.463

- 1 1 NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cagctccatgggaactgaaga 0.114

- 10 2638 NM_024734 NP_079010 Q96JQ2 CLMN_HUMAN 0CAGGTTTGGGGATTCCTGGGA0.443

- 4 2014BCL11B_uc001ygb.2_Missense_Mutation_p.A512TNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Gly-rich. 10 GCCTTggccgcgccgcccccc0.567

- 14 1690GOLGA8G_uc001zbt.3_Missense_Mutation_p.E230G|GOLGA8G_uc001zbv.2_IntronNM_001012420 NP_001012420 0CTCCTCCCCCTCACTGTCCAG0.612

- 7 897 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2GAAACAACACGGGTTGGAACA0.413

+ 16 2410IQCH_uc002aqq.1_Missense_Mutation_p.T445I|IQCH_uc002aqp.1_Missense_Mutation_p.T449I|uc002aqr.1_RNANM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4TCTGGTACCACCGTGCCTCAG0.507

- 2 207 NM_001038640 NP_001033729 Q9NYA3 GOG6A_HUMAN Potential. 0GTGGTTGTCTCAGGGCTACTG0.493

+ 3 356_357IREB2_uc010unb.1_5'UTR|IREB2_uc002bdq.2_Missense_Mutation_p.N65INM_004136 NP_004127 P48200 IREB2_HUMAN 0GATGTTATGAACATTTTAGACT0.376



- 26 3925RASGRF1_uc002bep.2_Missense_Mutation_p.P1168S|RASGRF1_uc002beo.2_Missense_Mutation_p.P400SNM_002891 NP_002882 Q13972 RGRF1_HUMAN Ras-GEF. 6ACACAGGGTGGGTCACAACTT0.493

+ 21 3357LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12ACAGCCAACACCATTCAGAGG0.557

+ 2 873WFIKKN1_uc002chs.1_3'UTRNM_053284 NP_444514 Q96NZ8 WFKN1_HUMANIg-like C2-type. 0CGACGTCAGCGGCCGCCCGCC0.677

+ 7 970ZNF205_uc002cua.2_Missense_Mutation_p.P279SNM_001042428 NP_001035893 O95201 ZN205_HUMAN 0GTACCGCGTCCCGGAGAAGCC0.706

- 3 447RSL1D1_uc010buv.1_Missense_Mutation_p.T125I|RSL1D1_uc010uyw.1_5'UTR|RSL1D1_uc010buw.2_RNANM_015659 NP_056474 O76021 RL1D1_HUMAN 0CTGAGAAACGGTTTTAATTCC0.323

- 12 2844 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANLumenal (Potential). 4GCCCGTGGCACAGATGTCCAT0.667

- 51 8231DNAH3_uc010vbd.1_Missense_Mutation_p.V179GNM_017539 NP_060009 Q8TD57 DYH3_HUMANStalk (By similarity). 18GGCAGCAGCAACATTGGCTTC0.388

+ 3 544HEATR3_uc002efx.2_Missense_Mutation_p.V42LNM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2GACCCCTCTGGTTGCGCTGCT0.378

- 2 134SALL1_uc010vgr.1_5'UTR|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8TTAGTAGGGCGACTCGGTTGA0.448

+ 10 1139OGFOD1_uc002ejc.2_Missense_Mutation_p.K206NNM_018233 NP_060703 Q8N543 OGFD1_HUMAN 1AGTGCATGAAGTTATTTCGCT0.423

- 14 1993 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1AAATAGACAGGAAAATCCGCT0.368

- 5 1286 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1GGTGTAGGAGGAGCAGCCAGC0.632

- 9 1393ANKRD11_uc002fmy.1_Missense_Mutation_p.S311F|ANKRD11_uc002fnc.1_Missense_Mutation_p.S311F|ANKRD11_uc002fnb.1_Missense_Mutation_p.S268FNM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6GACTGAACTGGAAGGTGCGAA0.577

+ 3 996C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN15.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1GGTTTCCACACTGACCCCGAG0.687

- 1 532P2RX1_uc010ckm.1_5'UTRNM_002558 NP_002549 P51575 P2RX1_HUMANHelical; Name=1; (Potential). 2CGGAAGATAACGCCCACCTTC0.657

- 3 281 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2TCCCTGTAGCTTGAGGCCATG0.517

- 2 171LGALS9B_uc002gwz.1_Missense_Mutation_p.A36T|LGALS9B_uc010vzh.1_IntronNM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1CTGAGAACGGCCCCATTGACA0.562 rs144269928

- 7 1670GHDC_uc002hzg.1_Missense_Mutation_p.D396N|GHDC_uc010wgg.1_Missense_Mutation_p.D357N|GHDC_uc002hze.3_Missense_Mutation_p.D396N|GHDC_uc002hzf.3_Missense_Mutation_p.D396NNM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0TCACCAATATCTTCCCCTCGC0.637

- 5 318TBC1D3P2_uc010woz.1_RNA|uc010wpa.1_5'Flank 0GATCTCCCGCCGAATTTGCTG0.562

- 2 894 NM_003955 NP_003946 O14543 SOCS3_HUMAN 1CTTCTGGGGGGACTCCCAGGG0.657

- 12 1540 NM_006796 NP_006787 Q9Y4W6 AFG32_HUMAN 0TCTGGTGGTCCTTTAGAAATC0.398

- 5 620INO80C_uc002kyw.1_Intron|INO80C_uc002kyx.3_Missense_Mutation_p.S113F|INO80C_uc010dmt.2_Missense_Mutation_p.S204FNM_194281 NP_919257 Q6PI98 IN80C_HUMAN 0CCGAATGTAGGAAAACTCTTC0.567

+ 17 3091DCC_uc010xdr.1_Intron|DCC_uc010dpf.1_IntronNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential). 17GATTTCCCCACCTCGGTCCCA0.443

+ 9 1105TNFRSF11A_uc010dpv.2_IntronNM_003839 NP_003830 Q9Y6Q6 TNR11_HUMANCytoplasmic (Potential). 3CCCTCCCAGCCCACAGACCAG0.532

+ 3 587CSNK1G2_uc010dsu.2_5'UTRNM_001319 NP_001310 P78368 KC1G2_HUMAN 1GTCCAAGGCCGGCGGGGGCCG0.642

- 9 1255DPP9_uc002mbb.2_Missense_Mutation_p.R333W|DPP9_uc002mbc.2_Missense_Mutation_p.R333WNM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1CTGGGGTACCGATACGAGTCC0.622

- 1 247 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANExtracellular (Potential). 4TGGATGCTCACTAGCATCTTG0.498

- 4 545ILVBL_uc010dzw.2_Missense_Mutation_p.P35S|ILVBL_uc010dzx.1_Missense_Mutation_p.P142SNM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2AGCAGGATTGGGGACTGAGCC0.642

- 6 2332 NM_001080409 NP_001073878 2TTGCCACATTCTTCACATTTG0.383

+ 2 714KCNK6_uc002oid.2_Missense_Mutation_p.L68VNM_004823 NP_004814 Q9Y257 KCNK6_HUMAN 1CTGGAGCTTCTTGGATGCCTT0.632

- 8 4287 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 3. 9GGCAGGCAGGGAGAGTCGGGC0.627

- 3 807PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_Splice_Site|PSG8_uc002oui.2_Splice_Site_p.P76_splice|PSG8_uc002ouh.2_Splice_Site_p.P237_splice|PSG8_uc010ein.2_Splice_Site_p.P115_splice|PSG8_uc002ouj.3_Intron|PSG8_uc002ouk.3_Splice_Site_p.P76_splice|PSG8_uc002oul.3_Splice_Site_p.P237_splice|PSG8_uc002oum.3_Intron|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_IntronNM_182707 NP_874366 Q9UQ74 PSG8_HUMAN 0GAAAATACTCACGGAGGAGAT0.527

+ 2 211 NM_019612 NP_062558 Q6NXR0 IIGP5_HUMAN 3TATGGCCAAGGAAAGGCTGGA0.642

- 3 407PNKP_uc002pqg.2_5'UTR|PNKP_uc002pqi.2_Missense_Mutation_p.P80S|PNKP_uc002pqj.2_Missense_Mutation_p.P119S|PNKP_uc010enm.2_Missense_Mutation_p.P119S|PNKP_uc002pqk.2_Missense_Mutation_p.P119SNM_007254 NP_009185 Q96T60 PNKP_HUMAN 2GTGCCAGGCGGAGTATCTGGC0.592

+ 3 368KIR3DL1_uc002qhl.3_Intron|KIR2DS4_uc002qhn.1_Intron|KIR3DL2_uc010esh.2_Missense_Mutation_p.P112LNM_006737 NP_006728 P43630 KI3L2_HUMANExtracellular (Potential). 2CCCAGCAACCCCCTGGTGATC0.607

- 7 2373 NM_176810 NP_789780 Q86W25 NAL13_HUMAN LRR 2. 9ATGGGTCAGCTTGCTGTTACC0.498

- 7 1521 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0TTGTTGCAGGGCATCAAAAAA0.418

- 13 2089ERCC3_uc002toe.1_Missense_Mutation_p.Q420L|ERCC3_uc002tof.1_Missense_Mutation_p.Q601L|ERCC3_uc002tog.1_Missense_Mutation_p.Q601LNM_000122 NP_000113 P19447 ERCC3_HUMANHelicase C-terminal. 7CTGTGTGTCCTGGGATACCAG0.423

- 28 5629LRP1B_uc010fnl.1_Missense_Mutation_p.A735TNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50CACGCACAGGCAGCACTCCTA0.408

- 8 946CYTIP_uc010zcl.1_Missense_Mutation_p.D186NNM_004288 NP_004279 O60759 CYTIP_HUMAN Ser-rich. 3CTCAGAAAATCATCCCCCTCC0.532

- 5 587ACVR1_uc002tzn.3_Missense_Mutation_p.T83N|ACVR1_uc010fog.2_Missense_Mutation_p.T83NNM_001111067 NP_001104537 Q04771 ACVR1_HUMANExtracellular (Potential). 3GGACGGCGGGGTCTTACAGGT0.567

- 245 50577uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.D10480N|TTN_uc010zfi.1_Missense_Mutation_p.D10413N|TTN_uc010zfj.1_Missense_Mutation_p.D10288NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCATAGGTATCACCTTCTTTT0.418

+ 25 2848AOX1_uc010zhf.1_Missense_Mutation_p.S472F|AOX1_uc010fsu.2_Missense_Mutation_p.S282FNM_001159 NP_001150 Q06278 ADO_HUMAN 6AACCTTCCATCCAACACAGCT0.498

- 8 3364COL6A3_uc002vwo.2_Missense_Mutation_p.E821K|COL6A3_uc010znj.1_Missense_Mutation_p.E420K|COL6A3_uc002vwq.2_Missense_Mutation_p.E821K|COL6A3_uc002vwr.2_Missense_Mutation_p.E620KNM_004369 NP_004360 P12111 CO6A3_HUMANNonhelical region. 18ACGTCCTTTTCACCTGAAACT0.438

+ 18 2112C20orf26_uc010zse.1_Missense_Mutation_p.S659F|C20orf26_uc002wrw.2_RNA|C20orf26_uc002wrv.2_Missense_Mutation_p.S35FNM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4GTTGGAATTTCCTTCCTAGAG0.333

+ 8 769 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMANMyosin head-like.|ATP (By similarity). 2GCCGGTAAGACGGTTAACACC0.602

+ 1 743GNASAS_uc002xzs.1_Intron|GNAS_uc002xzu.3_5'Flank|GNAS_uc010gjq.2_5'FlankNM_016592 NP_057676 P63092 GNAS2_HUMAN 292GACCGACTTCGAGACCGAGCC0.642



+ 3 1040SLCO4A1_uc002ydc.1_RNANM_016354 NP_057438 Q96BD0 SO4A1_HUMANHelical; Name=5; (Potential). 1CCCAGCTGCCGGCTACCTGAT0.677

- 2 485ZBTB46_uc002ygu.2_RNANM_025224 NP_079500 Q86UZ6 ZBT46_HUMAN BTB. 2GGTGAGCGCCAGGTGCGCTGA0.617

+ 8 1125ETS2_uc002yxf.2_Missense_Mutation_p.S450FNM_005239 NP_005230 P15036 ETS2_HUMAN 4CGGGTTCCTTCCTTCGAGAGC0.552

+ 1 97C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198692 NP_941965 P60412 KR10B_HUMAN 1CGACTCCTGGCAGGTGGACGA0.642

+ 4 2223NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|23.0AGAAGCAAAGTCCCCTGAGAA0.552

+ 4 2440NEFH_uc003afp.2_Translation_Start_SiteNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|28.0AGCCCTGTCAAGGAGGAGGTC0.532

- 6 762TMEM184B_uc003avg.1_Missense_Mutation_p.F180L|TMEM184B_uc003avh.1_Missense_Mutation_p.F114L|TMEM184B_uc010gxl.1_RNANM_012264 NP_036396 Q9Y519 T184B_HUMANHelical; (Potential). 0ACCACACAGAACTGCAGGGTG0.612

+ 4 855PNPLA3_uc010gzm.1_RNANM_025225 NP_079501 Q9NST1 PLPL3_HUMANLumenal (Potential). 0AGCTTTTGTCCCCCCGGATCT0.547

- 14 2026CPT1B_uc003bml.2_Missense_Mutation_p.G622W|CPT1B_uc003bmm.2_Missense_Mutation_p.G622W|CPT1B_uc003bmo.2_Missense_Mutation_p.G622W|CPT1B_uc011asa.1_Missense_Mutation_p.G588W|CPT1B_uc003bmn.2_Missense_Mutation_p.G622W|CPT1B_uc011asb.1_Missense_Mutation_p.G541W|CHKB-CPT1B_uc003bmp.2_Missense_Mutation_p.G417W|uc003bmr.1_RNANM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2GTGTGGGACCCCTCCATCATG0.612

- 2 2548XIRP1_uc003cji.2_Missense_Mutation_p.R776Q|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8ATGCAGAGTCCGCAGGGTCCC0.632 rs144904530

- 110 8130 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11GCCTGGGAAGCCCCCAATTCC0.602

- 5 481 NM_138805 NP_620160 Q96BQ1 FAM3D_HUMAN 0TAGTTGGCTGGGCAGGGCTTG0.527

- 7 975FAM86D_uc003dpo.3_RNA|FAM86D_uc003dps.3_RNA|FAM86D_uc003dpq.3_Nonsense_Mutation_p.Q114*|FAM86D_uc003dpr.3_RNANR_024241 0GTGAACAGCTGGCACGTCTCT0.652

+ 1 160 NM_054106 NP_473447 Q9NZP5 O5AC2_HUMANCytoplasmic (Potential). 1AATTTGGAACGACCCCCATCT0.448

+ 1 214 NM_001005479 NP_001005479 Q8NGV6 OR5H6_HUMANHelical; Name=2; (Potential). 3CCCTCACCTTCATATCCCAAT0.423

- 16 5611POLQ_uc003eed.2_Missense_Mutation_p.I1000VNM_199420 NP_955452 O75417 DPOLQ_HUMAN 11GCTACATCAATTATGGACAAA0.398

- 10 1217MYLK_uc011bjw.1_Missense_Mutation_p.S312N|MYLK_uc003egp.2_Missense_Mutation_p.S312N|MYLK_uc003egq.2_Missense_Mutation_p.S312N|MYLK_uc003egr.2_Missense_Mutation_p.S312N|MYLK_uc003egs.2_Missense_Mutation_p.S136NNM_053025 NP_444253 Q15746 MYLK_HUMAN 9CTGAGGCTGGCTGTTTGCAGC0.617

+ 3 605 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMANExtracellular (Potential).|Glu-rich. 2CCTGTGAATGGATCCCAAGAA0.348

- 3 2319ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.I575N|ZNF721_uc010ibe.2_Missense_Mutation_p.I531NNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TACATAAAGGATTGCGGACTG0.403

- 3 2300ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.A569T|ZNF721_uc010ibe.2_Missense_Mutation_p.A525TNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGCTTTGCCACAT0.408

- 6 1721 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3AGGTCGACAGCCAAAGGCGGG0.512

- 2 288 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2ACCGTTAAATCCTCATCATCT0.328

- 7 979uc003hum.1_Intron|ADH1A_uc011ceg.1_Missense_Mutation_p.S303LNM_000667 NP_000658 P07327 ADH1A_HUMAN 2AGGGTTCATTGAGAGGTTTTG0.463

- 14 2197MAP9_uc011cin.1_Missense_Mutation_p.K620ENM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2CAAAACACTTTTGCGAACACA0.348

- 8 1073 NM_006598 NP_006589 Q9Y666 S12A7_HUMAN 4CCAGAGCGCGGAGGTGGCTGA0.657

- 12 2472CDH18_uc003jgd.2_Missense_Mutation_p.P699S|CDH18_uc011cnm.1_3'UTRNM_004934 NP_004925 Q13634 CAD18_HUMANCytoplasmic (Potential). 7TGGTGTCTGGGAGTGAGCTTC0.502

+ 7 1576CDH6_uc003jhd.1_Missense_Mutation_p.V417ANM_004932 NP_004923 P55285 CADH6_HUMANExtracellular (Potential).|Cadherin 4. 7AGGAATCCTGTCAAGTAAGCA0.418

- 51 9481C5orf42_uc003jko.1_Missense_Mutation_p.P115S|C5orf42_uc003jkp.1_RNA|C5orf42_uc011coy.1_Missense_Mutation_p.P1602S|C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.P2177SNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7CTATGACACGGAGCATTAGAG0.373 rs144467995

- 2 513PPAP2A_uc003jpz.2_Intron|PPAP2A_uc003jqb.2_RNANM_003711 NP_003702 O14494 LPP1_HUMANExtracellular (Potential). 2CGTTGGAAGGGGGTATGCCTT0.348

+ 77 16598GPR98_uc003kjt.2_Missense_Mutation_p.S3207F|GPR98_uc003kjw.2_Missense_Mutation_p.S1162FNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GTGTATTTTTCTGTGGGTTCT0.438

- 12 2172 NM_012081 NP_036213 O00472 ELL2_HUMAN 1TTTTCTTCATGGTAATTGGGA0.353

- 5 630RIOK2_uc003kna.3_Missense_Mutation_p.P174SNM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1TTTGGAACTGGAAATTTCCTC0.338

- 15 2616MCC_uc003kqk.3_RNA|MCC_uc003kql.3_Missense_Mutation_p.E886KNM_002387 NP_002378 P23508 CRCM_HUMAN 1TCAGCACACTCCTGACAACAG0.597

+ 3 1609 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3CGGGGTGGAGTACATTTTGGA0.468

- 8 957RPP40_uc003mwm.2_Missense_Mutation_p.P285SNM_006638 NP_006629 O75818 RPP40_HUMAN 0GTAACCCATGGAGCTAACTTC0.348

- 5 813ETV7_uc003olz.1_Missense_Mutation_p.D222N|ETV7_uc003oma.1_Missense_Mutation_p.D167N|ETV7_uc010jwg.2_RNA|ETV7_uc003omc.2_Missense_Mutation_p.D167N|ETV7_uc010jwj.2_Missense_Mutation_p.D163N|ETV7_uc010jwh.2_Missense_Mutation_p.D141N|ETV7_uc010jwi.2_Intron|ETV7_uc011dtl.1_Missense_Mutation_p.D71NNM_016135 NP_057219 Q9Y603 ETV7_HUMAN 2TCCCACTCACCAGCGATCCTG0.597

+ 33 3736UBR2_uc011dus.1_Missense_Mutation_p.W891R|UBR2_uc003osh.2_RNANM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4TCTGACTCAGTGGATTAGAAC0.318

+ 33 3778UBR2_uc011dus.1_Missense_Mutation_p.L905I|UBR2_uc003osh.2_RNANM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4ATTACAGTTTCTTAGGAAAGA0.343

+ 3 637MAP3K4_uc010kkc.1_Missense_Mutation_p.F165L|MAP3K4_uc003qto.2_Missense_Mutation_p.F165L|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_5'UTRNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9AGTGCTCATTCATGTTAGACT0.418

+ 2 269KIF25_uc010kkt.1_RNA|KIF25_uc003qwl.1_Missense_Mutation_p.W3RNM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. p.W3C(1) 2CCAGATGACATGGACCTCAGG0.602

+ 19 2979SDK1_uc010kso.2_Missense_Mutation_p.S223FNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 3. 6TACTTCACTTCCGTTCTGTGC0.552

- 17 2492_2493MYO1G_uc003tmf.2_Missense_Mutation_p.P226L|MYO1G_uc003tmg.2_Missense_Mutation_p.P545L|MYO1G_uc010kym.2_Missense_Mutation_p.P668LNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4TGTCCTGGAAGGGCTGCAGCAC0.614

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4TTCTTCACATTTGTAGGGTCT0.453

+ 8 2094AUTS2_uc003tvx.3_Missense_Mutation_p.P451S|AUTS2_uc011keg.1_5'FlankNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 cctccagccccccgcacactc 0.244

- 21 3202KIAA1324L_uc003uif.1_Missense_Mutation_p.S766F|KIAA1324L_uc011kgz.1_Missense_Mutation_p.S892F|KIAA1324L_uc003uie.2_Missense_Mutation_p.S839FNM_001142749 NP_001136221 A8MWY0 K132L_HUMANCytoplasmic (Potential). 7GGTTGCCAAAGATTTGAGTTT0.393

+ 1 1344 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCytoplasmic (Potential). 5CCTCATCCCGGAAATCATCGG0.577

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368



+ 1 608 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANHelical; Name=5; (Potential). 1TTCTTAATGGCTGTTTTTGTT0.413

+ 24 2765 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2GAGATTAAAATTCTTGGGACG0.388

+ 4 538uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|uc003wan.1_IntronNR_001296 0GATCCTCACAGCCGACTACCC0.493

- 4 887_888ZNF786_uc011kuk.1_Missense_Mutation_p.R214W|ZNF786_uc003wfi.2_Missense_Mutation_p.R165WNM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 2. 4CACAGCTTCCGGCGGAAGCTCT0.644

+ 8 1170ZFPM2_uc011lhs.1_Missense_Mutation_p.E114K|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5GCAGCACCAGGAGCTCCATGT0.507

+ 20 3414DENND3_uc010mep.2_Missense_Mutation_p.C1007R|DENND3_uc003ywa.1_Missense_Mutation_p.C96R|DENND3_uc003ywb.2_Missense_Mutation_p.C96RNM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1CCGCCTGTGGTGCTGTAAGTC0.622

- 39 5437PTPRD_uc003zkp.2_Missense_Mutation_p.E1170K|PTPRD_uc003zkq.2_Missense_Mutation_p.E1169K|PTPRD_uc003zkr.2_Missense_Mutation_p.E1160K|PTPRD_uc003zks.2_Missense_Mutation_p.E1169K|PTPRD_uc003zkl.2_Missense_Mutation_p.E1567K|PTPRD_uc003zkm.2_Missense_Mutation_p.E1563K|PTPRD_uc003zkn.2_Missense_Mutation_p.E1165K|PTPRD_uc003zko.2_Missense_Mutation_p.E1166KNM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 1.22ACAGTTTTTTCATGCTTTATT0.388

+ 17 3283TEK_uc011lno.1_Missense_Mutation_p.D904E|TEK_uc011lnp.1_Missense_Mutation_p.D799ENM_000459 NP_000450 Q02763 TIE2_HUMANProtein kinase.|Cytoplasmic (Potential). 12TCGCTGCCGACGTGGCCCGGG0.552 rs56154987

+ 3 1546HIATL2_uc004awr.1_IntronNM_001045477 NP_001038942 Q5VZR2 FA22G_HUMAN 1TTTTCTACGAGATGGCGGCAA0.652

+ 11 1438OFD1_uc004cvr.3_5'UTR|OFD1_uc011mil.1_5'UTR|OFD1_uc004cvq.3_Missense_Mutation_p.D220G|OFD1_uc010nen.2_Missense_Mutation_p.D359G|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Missense_Mutation_p.D319G|OFD1_uc004cvv.3_Missense_Mutation_p.D319G|OFD1_uc010neo.1_Missense_Mutation_p.D106GNM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0CTGAAGGATGACTACATCATT0.378

+ 1 901 NM_001136234 NP_001129706 1CTGTGATTTGGCCGTGCCTTC0.512

- 2 1754USP51_uc011moo.1_Missense_Mutation_p.P263SNM_201286 NP_958443 Q70EK9 UBP51_HUMAN 3AGGTGCTCTGGCCTTGTAAAC0.483

+ 2 502 NM_003868 NP_003859 O43320 FGF16_HUMAN 1CCTGAACAAAGATGGCTCACC0.478

+ 5 546ARL13A_uc011mrf.1_Missense_Mutation_p.I144V|ARL13A_uc010nng.2_Missense_Mutation_p.I144VNM_001012990 NP_001013008 Q5H913 AR13A_HUMAN 1 TTGTGATATTATTGACTATCT0.423

- 5 562NXF5_uc004eih.1_RNA|NXF5_uc004eii.1_RNA|NXF5_uc004eij.1_RNA|NXF5_uc004eik.1_Intron|NXF5_uc004eil.1_IntronNM_032946 NP_116564 Q9H1B4 NXF5_HUMAN RRM. 1TAACTGACATCCTTCAATGCA0.502

+ 4 2514GPRASP2_uc004ejl.2_Missense_Mutation_p.E394K|GPRASP2_uc004ejm.2_Missense_Mutation_p.E394K|GPRASP2_uc011mrp.1_5'FlankNM_138437 NP_612446 Q96D09 GASP2_HUMAN 1GTTCTGGGCAGAAAAAGAGGC0.532

+ 1 365 1CGTGACCATCACCTCCCGGGA0.622

+ 18 2945NRK_uc010npc.1_Missense_Mutation_p.S549LNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14GGAAAAATATCACCCCCTGTA0.413

- 2 359LHFPL1_uc004epp.2_Missense_Mutation_p.G32E|LHFPL1_uc010nqa.2_Intron|LHFPL1_uc010nqb.2_Missense_Mutation_p.G9ENM_178175 NP_835469 Q86WI0 LHPL1_HUMAN 0CCAGAGGGTTCCCACCATGGT0.532

- 18 3278ODZ1_uc011muj.1_Missense_Mutation_p.P1071S|ODZ1_uc010nqy.2_Missense_Mutation_p.P1072SNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23ATTGCGGCGGGAAACCACTTC0.483

+ 1 494 NM_001727 NP_001718 P32247 BRS3_HUMANExtracellular (Potential). 1GATGGCTGTTCGGAAGAATTG0.448

+ 7 1405MAGEC3_uc004fbs.2_Missense_Mutation_p.L171F|MAGEC3_uc010nsj.2_Missense_Mutation_p.L171FNM_138702 NP_619647 Q8TD91 MAGC3_HUMAN MAGE 2. 3GTTTCTTCTCCTCAAATATCA0.468

- 3 500 NM_000808 NP_000799 P34903 GBRA3_HUMANExtracellular (Probable). 1GGACTGACCTCCAAGCCCAGG0.448

- 4 510DVL1_uc002quu.2_5'Flank|DVL1_uc009vka.2_5'Flank|DVL1_uc001aeu.1_5'UTRNM_004421 NP_004412 O14640 DVL1_HUMAN 0ACTGTACCCTCCTCGCGGTTC0.652

- 16 2006KIAA1751_uc009vkz.1_Missense_Mutation_p.S617LNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1TGAACTCACCGAACATTTCTT0.502

- 7 963NPHP4_uc001als.1_RNA|NPHP4_uc009vlt.1_Intron|NPHP4_uc001alt.1_RNANM_015102 NP_055917 O75161 NPHP4_HUMAN 1GGCTTCTGGAGGCGAGGCTTT0.577

+ 2 226 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0CACTCTTCATGGAGGCCTTCA0.587

+ 6 728KIAA1522_uc001bvu.1_Missense_Mutation_p.P257S|KIAA1522_uc010ohm.1_Missense_Mutation_p.P209S|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN 0CGTACGCATCCCCACAGTGGA0.721

- 7 1328LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2AGGATATGCAGGAAAAAAATG0.348

- 10 1886COL24A1_uc010osd.1_Translation_Start_Site|COL24A1_uc001dlk.2_RNA|COL24A1_uc010ose.1_RNA|COL24A1_uc010osf.1_RNA|COL24A1_uc009wcq.2_Missense_Mutation_p.G615DNM_152890 NP_690850 Q17RW2 COOA1_HUMAN 5TACTTGTGCACCTTTAGGACC0.338

- 3 713 NM_205848 NP_995320 Q5T7P8 SYT6_HUMANCytoplasmic (Potential).|C2 1. 5GTCTCGTAATCGTAGCGTAGG0.527 rs140277785

- 3 272 NM_002506 NP_002497 P01138 NGF_HUMAN 2GTCCAGTGGGCTTGGGGGATG0.602

+ 25 2542WDR3_uc001ehi.2_Intron|SPAG17_uc001ehk.2_IntronNM_006784 NP_006775 Q9UNX4 WDR3_HUMAN 1ATCTCTACTTGTGCTGCCTTT0.363

- 4 703OTUD7B_uc001eto.2_IntronNM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3CCCACCATTGGAGGAGACATG0.557

+ 9 1620GABPB2_uc001ews.2_Missense_Mutation_p.G390E|GABPB2_uc001ewt.2_3'UTRNM_144618 NP_653219 Q8TAK5 GABP2_HUMAN 0AAAGTGACTGGGTCAGCAGGG0.473

+ 3 326 NM_176823 NP_789793 Q86SG5 S1A7A_HUMAN 1CACAAGCAGAGCCATGGAGCG0.527

- 4 555CRTC2_uc010ped.1_5'Flank|SLC39A1_uc001fdi.2_Missense_Mutation_p.I129S|SLC39A1_uc001fdj.2_Missense_Mutation_p.I129S|SLC39A1_uc001fdk.2_Missense_Mutation_p.I129S|SLC39A1_uc010pee.1_Missense_Mutation_p.I27S|SLC39A1_uc001fdl.2_Missense_Mutation_p.I129SNM_014437 NP_055252 Q9NY26 S39A1_HUMANCytoplasmic (Potential). 0AGCCAGTGTGATCTGCTCCAT0.572

- 11 1963_1964YY1AP1_uc001flg.2_Missense_Mutation_p.P386F|YY1AP1_uc010pgg.1_Missense_Mutation_p.P486F|YY1AP1_uc010pgh.1_Missense_Mutation_p.P590F|YY1AP1_uc010pgi.1_Missense_Mutation_p.P739F|YY1AP1_uc001flh.2_Missense_Mutation_p.P719F|YY1AP1_uc009wqt.2_Missense_Mutation_p.P570F|YY1AP1_uc001flk.2_Missense_Mutation_p.P590F|YY1AP1_uc001fll.2_Missense_Mutation_p.P601F|YY1AP1_uc009wqv.2_Missense_Mutation_p.P318F|YY1AP1_uc001flm.2_Missense_Mutation_p.P590F|YY1AP1_uc001fli.2_Missense_Mutation_p.P601F|YY1AP1_uc009wqu.2_Missense_Mutation_p.P434F|YY1AP1_uc001flj.2_Missense_Mutation_p.P581F|YY1AP1_uc009wqw.2_Missense_Mutation_p.P570F|YY1AP1_uc001flo.2_Missense_Mutation_p.P535F|YY1AP1_uc001flp.2_Missense_Mutation_p.P601FNM_139118 NP_620829 Q9H869 YYAP1_HUMAN 3CAATGGACAGGGGAAGGAAGTA0.53

- 4 562FCRL1_uc001frf.2_5'Flank|FCRL1_uc001frh.2_Missense_Mutation_p.G150E|FCRL1_uc001fri.2_Missense_Mutation_p.G150E|FCRL1_uc001frj.2_IntronNM_052938 NP_443170 Q96LA6 FCRL1_HUMANIg-like C2-type 2.|Extracellular (Potential). 7ACCTACAGCCCCTTTGTACCA0.512

+ 2 828 NM_001763 NP_001754 P06126 CD1A_HUMANExtracellular (Potential). 3TGAGGGAATTCGTAGATACGC0.468

+ 1 898 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANCytoplasmic (Potential). 1ATTCAAATCAGCCCTACGAAG0.279

- 36 5318 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 16. 8TTCAATTTTTCGTGGTGTGCA0.443

- 4 515F11R_uc010pjv.1_Intron|F11R_uc001fxe.3_Missense_Mutation_p.S82F|F11R_uc009wtu.2_Missense_Mutation_p.S82F|F11R_uc010pjw.1_Missense_Mutation_p.S86F|F11R_uc001fxf.3_Missense_Mutation_p.S82FNM_016946 NP_058642 Q9Y624 JAM1_HUMANExtracellular (Potential).|Ig-like V-type 1. 2GTCCTCATAGGAAGCTACCAC0.537

+ 8 1017ATF6_uc001gbq.1_Missense_Mutation_p.R317QNM_007348 NP_031374 P18850 ATF6A_HUMANBasic motif.|Cytoplasmic (Potential).p.R317*(1) 3ATAAAAAATCGAGAATCCGCT0.378

- 10 1233EDEM3_uc010pol.1_RNA|EDEM3_uc010pom.1_Missense_Mutation_p.R324SNM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1GGCTAATATACCTCATTATGG0.403

+ 13 1547PTPRC_uc001gus.1_Missense_Mutation_p.S408L|PTPRC_uc001gut.1_Missense_Mutation_p.S295L|PTPRC_uc009wzf.1_Missense_Mutation_p.S344L|PTPRC_uc010ppg.1_Missense_Mutation_p.S392LNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential).|Fibronectin type-III 1. 12TATGTTTTATCATTACATGCC0.308

+ 19 2400NFASC_uc010pra.1_Missense_Mutation_p.R687Q|NFASC_uc001hbi.2_Missense_Mutation_p.R687Q|NFASC_uc010prb.1_Missense_Mutation_p.R702Q|NFASC_uc010prc.1_Missense_Mutation_p.R258Q|NFASC_uc001hbk.1_Missense_Mutation_p.R497Q|NFASC_uc001hbl.1_5'FlankNM_001005388 NP_001005388 O94856 NFASC_HUMANExtracellular (Potential).|Fibronectin type-III 1. 6GCCGTCCTCCGGCTGTCCCCG0.582 rs151110151



- 18 4393USH2A_uc001hkv.2_Missense_Mutation_p.E1336KNM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 3.|Extracellular (Potential). 26ACTCTGAACTCATACTTGGTG0.418

- 6 889 NM_000143 NP_000134 P07954 FUMH_HUMAN 5AAAGCCAATTCTAGTATTTAA0.398

+ 1 650 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANHelical; Name=5; (Potential). 2ATCATTGCTTCCTATGCTCGA0.423

+ 33 4928MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18GAAGAAAAACGAAGACCAAGG0.239

- 6 834ARMC4_uc010qds.1_5'Flank|ARMC4_uc010qdt.1_5'Flank|ARMC4_uc001itz.2_Missense_Mutation_p.E246K|ARMC4_uc010qdu.1_5'FlankNM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6TAACAAATTTCCCCACGAATT0.393

- 36 5324PCDH15_uc010qhr.1_Missense_Mutation_p.M1638INM_001142771 NP_001136243 Q96QU1 PCD15_HUMAN 13TACTGTCAATCATGGACTCCT0.483

- 3 1067EGR2_uc010qin.1_Missense_Mutation_p.A255T|EGR2_uc001jmi.2_Missense_Mutation_p.A305T|EGR2_uc010qio.1_Missense_Mutation_p.A318T|EGR2_uc009xph.2_Missense_Mutation_p.A305TNM_001136177 NP_001129649 P11161 EGR2_HUMAN Poly-Ala. 2GCGGCGGCGGCGGCTGCTGCT0.701

- 29 3879 NM_007055 NP_008986 O14802 RPC1_HUMAN 0TGTCCGGGCGGCCTCGATGCC0.557

- 54 4469COL17A1_uc001kxq.2_5'FlankNM_000494 NP_000485 Q9UMD9 COHA1_HUMANExtracellular (Potential).|Triple-helical region. 5TGAATGGCTCCATAAGCTGCA0.498

+ 21 3124SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10AGCAGCATTTCCTTCACATTC0.448

- 8 3800 NM_014881 NP_055696 Q6PJP8 DCR1A_HUMAN 2CCATCCTGTAGGTCGAAATGC0.358

+ 15 2031 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2GGGGGCTGGGCCCTCATTGAC0.473

- 29 3851 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANPro-rich.|Thr-rich. 1ACCTCCCGAGGAGGCTGTGGG0.647

+ 7 1076KCNQ1_uc009ydp.1_Nonsense_Mutation_p.W107*|KCNQ1_uc001lwo.2_Nonsense_Mutation_p.W196*NM_000218 NP_000209 P51787 KCNQ1_HUMANExtracellular (Potential). 1CCCCAGACGTGGGTCGGGAAG0.632

- 1 196 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANHelical; Name=2; (Potential). 2GACAGGAAGAGATACATAGGT0.483

- 1 901 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMANCytoplasmic (Potential). 0TGCTTGATCTCCTTGGTTCTC0.443

- 14 2141 NM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1GTCAGCATCGCCATCTGCACT0.652

- 8 725USH1C_uc001mne.2_Missense_Mutation_p.E206K|USH1C_uc009yhb.2_Missense_Mutation_p.E206K|USH1C_uc001mng.2_RNA|USH1C_uc001mnd.2_Missense_Mutation_p.E170KNM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN 1TCCTTGTTTTCCCGATTTCCA0.597

+ 3 753 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMAN 4CCCCTCCATAGAAAGCCAAAT0.512

+ 1 254 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMANExtracellular (Potential). 0AAAGTCATATCTTGGTGGGGC0.502

- 7 1148FOLH1_uc001ngz.2_Missense_Mutation_p.P296L|FOLH1_uc009yly.2_Missense_Mutation_p.P281L|FOLH1_uc009ylz.2_Missense_Mutation_p.P281L|FOLH1_uc009yma.2_5'UTRNM_004476 NP_004467 Q04609 FOLH1_HUMANNAALADase.|Extracellular (Probable). 3GTATCCAATTGGATGAACAGG0.358

- 1 563 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANExtracellular (Potential). 2GCGCAGGACGGGAGGCACATC0.622

+ 5 617_618 NM_014207 NP_055022 P06127 CD5_HUMANExtracellular (Potential).|SRCR 2. 1GCACTGTGCCGGCGTGGTGGAG0.649

- 7 1554SLC22A6_uc001nwl.2_Missense_Mutation_p.P416L|SLC22A6_uc001nwj.2_Missense_Mutation_p.P416L|SLC22A6_uc001nwm.2_Missense_Mutation_p.P416LNM_004790 NP_004781 Q4U2R8 S22A6_HUMANHelical; (Potential). 0CTCACCCTGGGGTATCACCCC0.612

+ 3 723SLC22A10_uc010rmo.1_RNA|SLC22A10_uc001nwu.3_RNA|SLC22A10_uc010rmp.1_IntronNM_001039752 NP_001034841 Q63ZE4 S22AA_HUMANCytoplasmic (Potential). 2AGGTTTGGGCGAAGATTTATT0.403

- 1 1945 CCS_uc001oir.2_5'FlankNM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2TCTGGCAGGGGCCACAATCTC0.478

- 8 849FCHSD2_uc010rrg.1_Missense_Mutation_p.D50N|FCHSD2_uc001oth.3_Missense_Mutation_p.D154N|FCHSD2_uc001oti.2_Missense_Mutation_p.D169NNM_014824 NP_055639 O94868 FCSD2_HUMAN 1AGAAGATAATCATTCCTTGCG0.373

- 2 500DLG2_uc010rsz.1_Missense_Mutation_p.P66L|DLG2_uc010rta.1_Missense_Mutation_p.P66L|DLG2_uc001pak.2_Missense_Mutation_p.P171L|DLG2_uc001pal.1_Missense_Mutation_p.P66LNM_001364 NP_001355 Q15700 DLG2_HUMAN 6GACCTTCAGAGGAGAAATATG0.418

- 7 1945GRM5_uc009yvm.2_Missense_Mutation_p.A582VNM_001143831 NP_001137303 P41594 GRM5_HUMANHelical; Name=1; (Potential). 9CACCACAGCTGCAATGGGTTC0.493

+ 14 4727 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10TTTATAACTGGTTTGGCAACC0.353

+ 24 3366CACNA1C_uc009zdv.1_Missense_Mutation_p.R995Q|CACNA1C_uc001qkb.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkc.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qke.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkf.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qjz.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkd.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkg.2_Missense_Mutation_p.R998Q|CACNA1C_uc009zdw.1_Missense_Mutation_p.R998Q|CACNA1C_uc001qkh.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkl.2_Missense_Mutation_p.R1018Q|CACNA1C_uc001qkn.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qko.2_Missense_Mutation_p.R1018Q|CACNA1C_uc001qkp.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkr.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qku.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkq.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qks.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qkt.2_Missense_Mutation_p.R998Q|CACNA1C_uc001qka.1_Missense_Mutation_p.R533Q|CACNA1C_uc001qki.1_Missense_Mutation_p.R734Q|CACNA1C_uc001qkj.1_Missense_Mutation_p.R734Q|CACNA1C_uc001qkk.1_Missense_Muta !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANIII.|Helical; Name=S4 of repeat III; (Potential). 11AAGATCTTGCGAGTCCTGCGA0.562

- 10 1657 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0GGGGTGATTTCCTAGCTTCAT0.552

- 11 2787CD163_uc001qta.3_Missense_Mutation_p.P887S|CD163_uc009zfw.2_Missense_Mutation_p.P920SNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 8.|Extracellular (Potential). 8ACCCACATGGGAATGGACATG0.547

- 2 279 PZP_uc009zgl.2_5'UTR NM_002864 NP_002855 5GAGACACAGTGGAATAAGTCC0.512

- 3 658 NM_006248 NP_006239 0TTTGTTGCCTCCTTGTGGGGG0.602

- 4 791MANSC1_uc010shm.1_Missense_Mutation_p.S112F|MANSC1_uc001raj.1_Missense_Mutation_p.S144F|MANSC1_uc009zht.1_Missense_Mutation_p.S97FNM_018050 NP_060520 Q9H8J5 MANS1_HUMANExtracellular (Potential). 0GTGATCTGAGGATCCAAACTT0.428

- 25 3058 NM_004963 NP_004954 P25092 GUC2C_HUMANCytoplasmic (Potential). 6GCACTCAGTTCTCTTCAGGAT0.428

- 16 2233 NM_021957 NP_068776 P54840 GYS2_HUMAN 2ACTTCATCTTCCACATCACTG0.488

+ 9 796ARNTL2_uc001rhw.2_Missense_Mutation_p.G223S|ARNTL2_uc010sjp.1_Missense_Mutation_p.G223S|ARNTL2_uc001rhu.1_Missense_Mutation_p.G246S|ARNTL2_uc009zji.1_Missense_Mutation_p.G226S|ARNTL2_uc001rhv.1_Missense_Mutation_p.G212S|uc001rhx.2_RNANM_020183 NP_064568 Q8WYA1 BMAL2_HUMAN 2CACGAAAGCTGGTTTGCAAGT0.388

+ 3 1597 NM_032834 NP_116223 Q5BKT4 AG10A_HUMANExtracellular (Potential). 1TCATTTATAGGCTTAACATAC0.338

- 40 13631 NM_003482 NP_003473 O14686 MLL2_HUMAN 41GGCCCTGACCCCGTCCTCCTT0.627

- 8 1212ITGB7_uc001scc.2_Missense_Mutation_p.L381F|ITGB7_uc010snz.1_RNANM_000889 NP_000880 P26010 ITB7_HUMANVWFA.|Extracellular (Potential). 8TCCATGATGAGCTGTACCACG0.552

+ 1 192 NM_014212 NP_055027 O43248 HXC11_HUMAN 1CGGCGAGCGAGGGAGCTGCGC0.617

- 2 1474 NM_005447 NP_005438 O75901 RASF9_HUMAN 1GCTCTGTTTTCCTTTAACTGG0.418

- 7 1034DCN_uc001tbo.2_Missense_Mutation_p.P205S|DCN_uc001tbp.2_Missense_Mutation_p.P167S|DCN_uc001tbq.2_Missense_Mutation_p.P127S|DCN_uc001tbr.2_3'UTR|DCN_uc001tbt.2_Missense_Mutation_p.P314S|DCN_uc001tbu.2_Missense_Mutation_p.P314SNM_133503 NP_598010 P07585 PGS2_HUMAN LRR 11. 4TGTCCAGGTGGGCAGAAGTCA0.408

- 14 1983UHRF1BP1L_uc001tgp.2_Missense_Mutation_p.P235LNM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2CACTTCAGAAGGAATGACAAA0.353

+ 6 924C12orf48_uc001tjg.2_Missense_Mutation_p.P190L|C12orf48_uc010swa.1_Missense_Mutation_p.P348L|C12orf48_uc001tjh.2_Missense_Mutation_p.P190L|C12orf48_uc010swb.1_Missense_Mutation_p.P157L|C12orf48_uc009zuc.2_Intron|C12orf48_uc001tjj.2_5'UTR|C12orf48_uc001tjk.2_Missense_Mutation_p.P271L|C12orf48_uc009zud.2_Missense_Mutation_p.P271LNM_017915 NP_060385 Q9NWS1 PR1BP_HUMAN 0GGAGAAATACCAAACCCAAGG0.299



+ 2 356 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14TGCCCGGATGGTTACACCATG0.463

- 14 1624NT5DC3_uc010swd.1_5'FlankNM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3TGACCAGGCGGGCAGTTCGTG0.592

+ 3 280SETD8_uc001uex.2_Missense_Mutation_p.E15KNM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0TACACATCACGAAGTCAAATG0.488

- 49 6847POLE_uc001ukq.1_Missense_Mutation_p.S478L|POLE_uc001ukr.1_Missense_Mutation_p.S1072L|POLE_uc010tbq.1_RNANM_006231 NP_006222 Q07864 DPOE1_HUMAN 8CAGGAGGTACGACATGCCGTA0.602

+ 6 693SGCG_uc009zzv.2_Missense_Mutation_p.E180K|SGCG_uc009zzw.2_Missense_Mutation_p.E180KNM_000231 NP_000222 Q13326 SGCG_HUMANExtracellular (Potential). 0ACATTCAGTGGAGACACCCCT0.393

+ 1 91RNF17_uc010tdd.1_5'UTR|RNF17_uc010aab.2_RNA|RNF17_uc010tde.1_Missense_Mutation_p.R17Q|RNF17_uc001ups.2_5'UTR|RNF17_uc001upq.1_Missense_Mutation_p.R17QNM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2TCCTACCAGCGAATGGGGAGG0.617

+ 6 507 NM_000982 NP_000973 P46778 RL21_HUMAN 0GAACCTATTCCCTATGAATTC0.403

- 1 154 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0TCCCCCTGCACCAGGGGAAGC0.587

- 1 649 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANHelical; Name=5; (Potential). 2ATGTAGGAGAGGAGGATCAGG0.542

+ 13 1429GALNTL1_uc001xla.1_Missense_Mutation_p.G446S|GALNTL1_uc001xlb.1_Missense_Mutation_p.G446SNM_020692 NP_065743 Q8N428 GLTL1_HUMANRicin B-type lectin.|Lumenal (Potential). 2AGAATCTCAGGGCCAGAACAC0.582

- 4 929DIO2_uc010tvp.1_Missense_Mutation_p.S212F|DIO2_uc001xut.2_RNA|DIO2_uc010asx.2_3'UTR|DIO2_uc010tvr.1_Missense_Mutation_p.S176F|DIO2_uc010asy.2_3'UTRNM_000793 NP_000784 Q92813 IOD2_HUMAN 1AGACAAAGAGGAGTCCCCCGG0.557

- 8 1267GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Missense_Mutation_p.R264C|GALC_uc010tvy.1_Missense_Mutation_p.R267C|GALC_uc010tvz.1_Missense_Mutation_p.R234C|GALC_uc001xvu.1_Missense_Mutation_p.R290CNM_000153 NP_000144 P54803 GALC_HUMAN 0TTTAAAATGCGACCCCAGCAG0.338

- 2 1052SERPINA10_uc001ycu.3_Missense_Mutation_p.R196CNM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3GAGGCATTGCGAAAATTCATA0.398

+ 3 534BDKRB2_uc010avl.1_3'UTR|BDKRB2_uc010twu.1_Nonsense_Mutation_p.W86*|BDKRB2_uc001yfg.2_Nonsense_Mutation_p.W113*NM_000623 NP_000614 P30411 BKRB2_HUMANHelical; Name=2; (Potential). 5CTGCCCTTCTGGGCCATCACC0.592

- 21 4656TP53BP1_uc010udp.1_Missense_Mutation_p.S1503F|TP53BP1_uc001zrq.3_Missense_Mutation_p.S1508F|TP53BP1_uc001zrr.3_Missense_Mutation_p.S1508F|TP53BP1_uc010udq.1_Missense_Mutation_p.S1508FNM_005657 NP_005648 Q12888 TP53B_HUMANInteraction with dimethylated histone H4. 7GATTTTCCCAGAGTAAAAGTA0.473

- 23 3139DUOX2_uc001zun.2_Missense_Mutation_p.G979ENM_014080 NP_054799 Q9NRD8 DUOX2_HUMANCytoplasmic (Potential).|Interaction with TXNDC11 (By similarity).5GGGCCCCAGTCCCTGGGGGTG0.597

- 32 4062MYO5C_uc010uga.1_RNANM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14CGGGATGCTTCCTGCCGGAAG0.458

+ 1 1833_1834 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GAGGTGTTCAGGGTATCCAAGG0.5

+ 1 172NOX5_uc002arp.1_5'UTR|NOX5_uc002arq.1_5'UTR|NOX5_uc010bid.1_Silent_p.F3F|NOX5_uc002aro.2_RNANM_145658 NP_663633 Q6UW49 SPESP_HUMAN 0CTATGGCCTTCGTCTGTGCCG0.642

+ 3 403FAM154B_uc010unr.1_Missense_Mutation_p.G97R|FAM154B_uc010uns.1_RNANM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2TGTGAAATTTGGAAATTCAAC0.393

+ 1 405LOC146336_uc002cko.2_5'Flank|LOC146336_uc002ckp.1_5'FlankNM_001053 NP_001044 P35346 SSR5_HUMANExtracellular (Potential). 1TCCTTCTGGCCCTTCGGCCCC0.622

- 7 833UNKL_uc002cln.2_Missense_Mutation_p.P64L|UNKL_uc002clo.2_Missense_Mutation_p.P61L|UNKL_uc002clp.2_Missense_Mutation_p.P64LQ9H9P5 UNKL_HUMAN 0AGCTCCGTTTGGACTTGCACT0.657

- 2 1867IGFALS_uc010uvn.1_Missense_Mutation_p.D634H|IGFALS_uc010uvo.1_Missense_Mutation_p.D230HNM_004970 NP_004961 P35858 ALS_HUMAN LRRCT. 0TCGCTGAGGTCCCGCAGGTCG0.682

- 5 2693 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential). 6CCCGGATGTTCTTGAACCTCA0.547 rs72556388

- 28 3119USP7_uc010uyk.1_Missense_Mutation_p.E875K|USP7_uc002czj.2_RNA|USP7_uc010uyj.1_Missense_Mutation_p.E875K|USP7_uc002czk.2_Missense_Mutation_p.E958KNM_003470 NP_003461 Q93009 UBP7_HUMAN 3AAAGGGATTTCCTGGGGACAC0.488

- 13 3942GRIN2A_uc010uym.1_Missense_Mutation_p.P1132S|GRIN2A_uc010uyn.1_Missense_Mutation_p.P975S|GRIN2A_uc002czr.3_Missense_Mutation_p.P1132SNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AACTGGGGTGGATCTAAGTGG0.527

+ 3 657ATF7IP2_uc002czv.2_Missense_Mutation_p.D144N|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.D144N|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0TTCTGAAAACGATTCTGAGCA0.438

- 1 231ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.V55INM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2TAGTCCAGTACATAACTTGCA0.483

+ 2 3236 NM_014699 NP_055514 O15015 ZN646_HUMAN 2TCAGAGTTCTGGGACTACTGC0.577

+ 3 1084GNAO1_uc002eiu.3_Missense_Mutation_p.G63RNM_138736 NP_620073 P09471 GNAO_HUMAN 2TGGCTTCTCCGGAGAAGACGT0.512

+ 29 4139NLRC5_uc002ekn.2_Intron|NLRC5_uc002ekl.2_Missense_Mutation_p.S1109L|NLRC5_uc002ekm.2_Missense_Mutation_p.S1079L|NLRC5_uc010ccr.1_RNA|NLRC5_uc010ccs.1_RNA|NLRC5_uc002eko.1_RNA|NLRC5_uc002ekp.1_Missense_Mutation_p.S220L|NLRC5_uc002ekq.1_5'UTR|NLRC5_uc002ekr.1_Missense_Mutation_p.S192LNM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7CGGGAGGCCTCAGTGAAGTAA0.572

+ 10 1460 SPG7_uc002fnk.1_RNA NM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial matrix (Potential). 0ATTGATCTCCCCACGCTGCAG0.617

+ 2 133DPH1_uc002ftr.1_RNA|DPH1_uc002ftt.2_Missense_Mutation_p.P34S|DPH1_uc010cjx.2_5'UTR|DPH1_uc010vqs.1_Missense_Mutation_p.P49SNM_001383 NP_001374 Q9BZG8 DPH1_HUMAN 1TCAGATCCCCCCTGAGATCCT0.537

+ 3 466SLC2A4_uc002gfo.2_Missense_Mutation_p.S89F|SLC2A4_uc010cmd.2_RNANM_001042 NP_001033 P14672 GTR4_HUMANHelical; Name=2; (Potential). 0GCCATCTTTTCCGTGGGCGGC0.622

- 2 263 NM_004853 NP_004844 Q9UNK0 STX8_HUMANCytoplasmic (Potential). 1TATTACCTTTGGTGCCTTTTC0.388

+ 6 446TBC1D3_uc002hop.2_RNA|TBC1D3_uc010wdj.1_Nonsense_Mutation_p.R17*|TBC1D3_uc010cvf.1_Nonsense_Mutation_p.R97*|TBC1D3_uc002hoq.2_Nonsense_Mutation_p.R97*|TBC1D3_uc010wdk.1_Nonsense_Mutation_p.R158*|uc002hpl.2_5'Flank|uc002hor.2_5'FlankNM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0GCTCATAGATCGAGCGTACAA0.552

- 1 516 NM_019016 NP_061889 Q2M2I5 K1C24_HUMAN Rod.|Coil 1A. 0TGTCTAGGTAATTGGCCAAGC0.527

- 1 44 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN 2GGGCAAACGCGTTGCAGAGCT0.488

- 3 249 NM_002634 NP_002625 P35232 PHB_HUMAN 0CTGTACCCACGGGATGAGAAA0.498

- 3 363 NM_018509 NP_060979 Q96AG4 LRC59_HUMANLRR 3.|Cytoplasmic (Potential). 1CTTGTTCTTACTCAGGTCTAG0.458

+ 3 103 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2CACAGAATAGGAAGGAGATTC0.398

- 7 1201 NM_000250 NP_000241 P05164 PERM_HUMAN 4CTGCCGTACACCATGCTGGCG0.652

- 4 874SMARCD2_uc010wpt.1_Missense_Mutation_p.K138R|SMARCD2_uc010dea.1_Missense_Mutation_p.K111R|SMARCD2_uc010dec.1_Missense_Mutation_p.K165RNM_001098426 NP_001091896 Q92925 SMRD2_HUMAN 0TGTCAGAGGCTTTTTGATGGC0.557

+ 7 1026MGAT5B_uc002jth.2_Missense_Mutation_p.S297FNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3ACGGAGGAGTCCGGGGACGTG0.672

- 5 890NOL4_uc002kxr.3_Missense_Mutation_p.D57N|NOL4_uc010xbt.1_Missense_Mutation_p.D147N|NOL4_uc010dmh.2_Missense_Mutation_p.D147N|NOL4_uc010xbu.1_Missense_Mutation_p.D221N|NOL4_uc002kxt.3_Missense_Mutation_p.D221N|NOL4_uc010xbw.1_Missense_Mutation_p.D107NNM_003787 NP_003778 O94818 NOL4_HUMAN 3TCAAATTCATCACTTTCTATT0.328

+ 15 2721FHOD3_uc002kzs.1_Nonsense_Mutation_p.L892*|FHOD3_uc010dmz.1_Nonsense_Mutation_p.L607*|FHOD3_uc010dna.1_Nonsense_Mutation_p.L195*NM_025135 NP_079411 Q2V2M9 FHOD3_HUMAN 8CCTCAGGGCTTAGGGTGGTCC0.557

+ 4 562SLC14A2_uc002lbb.2_Missense_Mutation_p.R81W|SLC14A2_uc002lbe.2_Missense_Mutation_p.R81WNM_007163 NP_009094 Q15849 UT2_HUMAN 4GGTGGCCCATCGGGACTCAGC0.507



- 4 694MYO5B_uc002lec.1_Missense_Mutation_p.D135NNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANMyosin head-like. 5ATGTGGGGGTCCATGTCTCCC0.488

+ 5 1450DCC_uc010xdr.1_Missense_Mutation_p.S136YNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 3. 17AAAAAGTATTCTTTATTGGGT0.358

+ 6 652EMR1_uc010dvc.2_Missense_Mutation_p.S205F|EMR1_uc010dvb.2_Missense_Mutation_p.S153F|EMR1_uc010xji.1_Intron|EMR1_uc010xjj.1_IntronNM_001974 NP_001965 Q14246 EMR1_HUMANExtracellular (Potential).|EGF-like 4; calcium-binding (Potential).5GGATTTGAATCCAGCAGTGGC0.478

- 5 670 NM_198535 NP_940937 Q32M78 ZN699_HUMANC2H2-type 2; degenerate. 0TCCTTGCACTGATAGGGTTTG0.438

- 2 974 NM_024527 NP_078803 Q96I13 ABHD8_HUMAN 0GAGCACATTTCGCTTCTTGGC0.592

+ 16 2019CYP2F1_uc010xvw.1_Intron|AXL_uc010ehk.2_Missense_Mutation_p.R601QNM_021913 NP_068713 P30530 UFO_HUMANCytoplasmic (Potential).|Protein kinase. 13GGTTCTGAACGAGAGAGCTTC0.597

- 1 187PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.G17R|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.G17R|PSG1_uc010eio.1_Missense_Mutation_p.G17R|PSG1_uc002oux.1_5'Flank|PSG1_uc002ouy.1_Missense_Mutation_p.G17R|PSG1_uc002ouz.1_Missense_Mutation_p.G17R|PSG1_uc002ova.1_Missense_Mutation_p.G17R|PSG1_uc002ovc.2_Missense_Mutation_p.G17R|PSG1_uc002ovd.1_Missense_Mutation_p.G17RNM_006905 NP_008836 P11464 PSG1_HUMAN 2AGCAGGAGCCCCTTCCATTTG0.562

- 10 1541CEACAM20_uc010ejo.1_Missense_Mutation_p.P509S|CEACAM20_uc010ejp.1_Missense_Mutation_p.P416S|CEACAM20_uc010ejq.1_Missense_Mutation_p.P416SNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANCytoplasmic (Potential). 2CAATACTCAGGACTCAGGCTT0.527

- 1 1682 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Poly-Arg. 3CTCCTTCCTGCGGCGCCGAAA0.627

- 2 1895KCNC3_uc002prt.1_Missense_Mutation_p.P170SNM_004977 NP_004968 Q14003 KCNC3_HUMANHelical; Name=Segment S6; (Potential). 1ACGGGCACAGGCATGGCGATG0.607

+ 3 388ZNF610_uc002pyy.3_Splice_Site|ZNF610_uc002pyz.3_Splice_Site|ZNF610_uc002pza.2_Splice_SiteNM_001161426 NP_001154898 Q8N9Z0 ZN610_HUMAN 3TTGACATTTAGGATTGACTTA0.443

+ 7 1897ZNF331_uc002qby.1_Missense_Mutation_p.G155S|ZNF331_uc002qbz.1_Missense_Mutation_p.G155S|ZNF331_uc002qca.1_Missense_Mutation_p.G155S|ZNF331_uc010eqr.1_Missense_Mutation_p.G155S|ZNF331_uc002qcb.1_Missense_Mutation_p.G155S|ZNF331_uc002qcc.1_Missense_Mutation_p.G155S|ZNF331_uc002qcd.1_Missense_Mutation_p.G155SNM_018555 NP_061025 Q9NQX6 ZN331_HUMAN 6AATCCATACTGGTGAGAAACC0.413

- 8 2661NLRP7_uc002qig.3_Missense_Mutation_p.G834E|NLRP7_uc002qii.3_Missense_Mutation_p.G862E|NLRP7_uc010esk.2_Missense_Mutation_p.G862E|NLRP7_uc010esl.2_Missense_Mutation_p.G890ENM_206828 NP_996611 Q8WX94 NALP7_HUMAN LRR 6. 3AAACTTCACCCCTGTATCCCC0.507

- 15 3486 NM_004304 NP_004295 Q9UM73 ALK_HUMANGly-rich.|Extracellular (Potential). 1218ATTCTCCAGTCTCTCTGGGTG0.607

+ 1 366 NR_003663 0TGTGGGAGGTGGATTTTTTCT0.478

+ 11 1809IL18R1_uc002tbw.3_IntronNM_016232 NP_057316 Q01638 ILRL1_HUMANTIR.|Cytoplasmic (Potential). 4ATCAAGTGGAGGGAGGACCAC0.512

+ 9 1556IL18RAP_uc010fiz.2_Missense_Mutation_p.V216MNM_003853 NP_003844 O95256 I18RA_HUMANHelical; (Potential). 5AAAGAGAGGAGGTAAGCCCAG0.438

+ 16 1491MARCO_uc010yyf.1_Missense_Mutation_p.N375KNM_006770 NP_006761 Q9UEW3 MARCO_HUMANSRCR.|Extracellular (Potential). 6AGTGGCAAAATTCTGATGCCA0.542

+ 1 789 uc002tpw.1_RNA NM_032144 NP_115520 Q9H0N0 RAB6C_HUMAN 1GATGATGTCAGAACAGAAAGA0.428

- 9 3768YSK4_uc002tuf.1_Missense_Mutation_p.R428Q|YSK4_uc010fnc.1_Missense_Mutation_p.R380Q|YSK4_uc010fnd.1_Missense_Mutation_p.R1133Q|YSK4_uc010zbg.1_Missense_Mutation_p.R378Q|YSK4_uc002tuh.3_Missense_Mutation_p.R974Q|YSK4_uc002tui.3_3'UTRNM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5ATCTGATTTCCGTCCATAGCC0.498

+ 14 2957THSD7B_uc010zbj.1_IntronNM_001080427 NP_001073896 7TCATCTTGTGGAATTGGAGTG0.418

- 41 4956 NM_004543 NP_004534 P20929 NEBU_HUMAN 20CTGAGAAATCCAACTTGCTTG0.413

- 11 1822SCN3A_uc002ucy.2_Missense_Mutation_p.E444K|SCN3A_uc002ucz.2_Missense_Mutation_p.E444K|SCN3A_uc002uda.1_Missense_Mutation_p.E313K|SCN3A_uc002udb.1_Missense_Mutation_p.E313KNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10TGCTGAAATTCGGCCTCTTTT0.413

- 11 1757SCN1A_uc002udo.3_Missense_Mutation_p.R449Q|SCN1A_uc010fpk.2_Missense_Mutation_p.R449QNM_006920 NP_008851 P35498 SCN1A_HUMAN 13ATCCTTTGCTCGCCCTCTAAA0.478

- 253 54795uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E11886K|TTN_uc010zfi.1_Missense_Mutation_p.E11819K|TTN_uc010zfj.1_Missense_Mutation_p.E11694KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACAACAACTTCCTCTGTCTTC0.428

- 225 45513uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8792K|TTN_uc010zfi.1_Missense_Mutation_p.E8725K|TTN_uc010zfj.1_Missense_Mutation_p.E8600KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTGTGGTTCAGCCACAGTA0.423

- 143 30754TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.V6838G|TTN_uc010fre.1_Intron|TTN_uc002una.1_RNA|TTN_uc010frf.1_RNANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTAGGTTTAACTTCTGGAAG0.438

- 46 13716TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.E4431K|TTN_uc010zfj.1_Missense_Mutation_p.E4306K|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153TGATGGTCTTCGGTATTTACT0.378

- 16 2985TTN_uc010zfh.1_Missense_Mutation_p.G875R|TTN_uc010zfi.1_Missense_Mutation_p.G875R|TTN_uc010zfj.1_Missense_Mutation_p.G875R|TTN_uc002unb.2_Missense_Mutation_p.G921RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCTTCGCGTCCGTGCAGTACT0.527

- 6 880 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10GAGATGATGTCGACTCCTAAG0.502

- 13 1676CALCRL_uc010frt.2_Splice_Site_p.Q376_spliceNM_005795 NP_005786 Q16602 CALRL_HUMAN 4GAATGCCATACCTGGAAGTGC0.388

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 8 1349IKZF2_uc010fuu.2_Missense_Mutation_p.Q249K|IKZF2_uc002vej.2_Missense_Mutation_p.Q341K|IKZF2_uc002vek.2_RNA|IKZF2_uc010fuv.2_Missense_Mutation_p.Q320K|IKZF2_uc002vel.2_Missense_Mutation_p.Q315K|IKZF2_uc010fuw.2_Missense_Mutation_p.Q168K|IKZF2_uc010fux.2_Missense_Mutation_p.Q168K|IKZF2_uc010fuy.2_Missense_Mutation_p.Q322K|IKZF2_uc002ven.2_Missense_Mutation_p.Q368K|IKZF2_uc002vei.2_Missense_Mutation_p.Q172KNM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0TCTCTTTCCTGGGGTCGACTC0.498

+ 12 1356SPAG16_uc010fuz.1_Missense_Mutation_p.D273N|SPAG16_uc002ver.2_Missense_Mutation_p.D368N|SPAG16_uc010zjk.1_Missense_Mutation_p.D328NNM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 2. 2TAAATTATGGGATCTATGTAA0.418

- 3 961SLC19A3_uc002vpj.2_RNA|SLC19A3_uc010zlv.1_Missense_Mutation_p.G287VNM_025243 NP_079519 Q9BZV2 S19A3_HUMANHelical; (Potential). 2CTGGTTAAAACCTGCTGTGGC0.458

+ 4 590INPP5D_uc010zmp.1_Missense_Mutation_p.S145LNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN p.F28L(1) 2GTTCCTTTTTCAAACGAGAAT0.587

- 2 432SIRPG_uc002wfn.1_Nonsense_Mutation_p.R123*|SIRPG_uc002wfo.1_Nonsense_Mutation_p.R123*NM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential).|Ig-like V-type. 1CTCCCTTTTCGAAACTTCACA0.498

+ 2 452CSTL1_uc010zsu.1_RNA|CSTL1_uc010zsv.1_RNANM_138283 NP_612140 Q9H114 CST1L_HUMAN 0AGGCTAATTCGAAGTCAGATG0.458

+ 1 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA 0CAGCTTGATACGTTGGTGAGT0.219 rs62197050

- 2 387CDK5RAP1_uc002wyy.2_5'UTR|CDK5RAP1_uc002wyz.2_Missense_Mutation_p.P88L|CDK5RAP1_uc002wza.2_Missense_Mutation_p.P88L|CDK5RAP1_uc010gel.2_5'UTR|CDK5RAP1_uc010gem.2_Missense_Mutation_p.P88L|CDK5RAP1_uc002wzc.1_Missense_Mutation_p.P88L|CDK5RAP1_uc010gen.2_Missense_Mutation_p.P88LNM_016408 NP_057492 Q96SZ6 CK5P1_HUMANCDK5 activation inhibition. 5CATGAGATAGGGAGGTGGGTC0.483

+ 9 1271PHF20_uc002xei.1_Missense_Mutation_p.S387F|PHF20_uc010gfo.1_Missense_Mutation_p.S387F|PHF20_uc002xej.1_Missense_Mutation_p.S271FNM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1ACTTGCCACTCCTTTGGGGAT0.473

+ 6 791USP25_uc011aby.1_Missense_Mutation_p.E192K|USP25_uc002yjz.1_Missense_Mutation_p.E192K|USP25_uc010gla.1_Missense_Mutation_p.E192KNM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5TAATCTTTTGGAATTTAGAAG0.299

- 25 4818_4819DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11TGGGCCCACTCCATTTTGGGCT0.475

+ 1 214 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2CCCCTACTACCGCCAGTCCCT0.632 rs74315441

+ 1 59C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198689 NP_941962 P60409 KR107_HUMAN 0CTGCTCCAGCGACCTGAGCTA0.532

+ 29 3671DIP2A_uc011afy.1_Missense_Mutation_p.A1099V|DIP2A_uc011afz.1_Missense_Mutation_p.A1159V|DIP2A_uc002zjr.2_Missense_Mutation_p.A130VNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2GGGATATTAGCGGGAGTGAAG0.493

+ 20 2849SGSM1_uc003abh.2_Missense_Mutation_p.L837F|SGSM1_uc010guu.1_Missense_Mutation_p.L843F|SGSM1_uc003abj.2_Missense_Mutation_p.L782F|SGSM1_uc003abi.1_Missense_Mutation_p.L818FNM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5GATGGAAAGTCTCTTCCCTGC0.587



+ 11 1185_1186SAMM50_uc011aqd.1_Missense_Mutation_p.P120L|SAMM50_uc003bek.2_Missense_Mutation_p.P135LNM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1TGGTGATAAGCCGTCAAGCATT0.361

+ 6 636TTC38_uc011aqx.1_Missense_Mutation_p.S129FNM_017931 NP_060401 Q5R3I4 TTC38_HUMAN TPR 2. 1GGCATCTACTCTTTTGGCTTG0.383

- 9 1184HDAC10_uc003bke.2_5'UTR|HDAC10_uc003bkf.2_5'UTR|HDAC10_uc010hav.2_Intron|HDAC10_uc003bkh.2_Silent_p.T99T|HDAC10_uc003bki.2_Intron|HDAC10_uc003bkj.2_Intron|HDAC10_uc003bkk.1_5'FlankNM_032019 NP_114408 Q969S8 HDA10_HUMANHistone deacetylase. 0CTCACCTCAGGGTCCCCGATG0.652

+ 9 1079CHL1_uc003bot.2_Missense_Mutation_p.P286S|CHL1_uc003bow.1_Missense_Mutation_p.P270S|CHL1_uc011asi.1_Missense_Mutation_p.P286SNM_006614 NP_006605 O00533 CHL1_HUMANIg-like C2-type 3.|Extracellular (Potential). 12CAGGCCAACTCCACAGGTTGA0.338

+ 3 507TMEM43_uc003byl.1_5'UTRNM_024334 NP_077310 Q9BTV4 TMM43_HUMANLumenal (Potential). 1TCCGGAGAATGAAGGAAGGCT0.597

+ 4 1721 NM_001039111 NP_001034200 Q2Q1W2 LIN41_HUMAN Filamin. 3GTGAGTTACCGACCCCAGCTG0.577

- 22 3904 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANIII.|Helical; Name=S5 of repeat III; (Potential). 10CCTGCGAAGAGGTTCACACCC0.502

- 9 1412 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9TTGTTCTGCTCCTCATATGCC0.473

- 8 1106ZDHHC3_uc003cog.2_Missense_Mutation_p.E250K|ZDHHC3_uc011bad.1_IntronNM_016598 NP_057682 Q9NYG2 ZDHC3_HUMANCytoplasmic (Potential). 0TTCAATTGTTCTATTCCCTGA0.458

- 34 9424CELSR3_uc003cuf.1_Missense_Mutation_p.G3146D|CELSR3_uc010hkf.2_Missense_Mutation_p.G338D|CELSR3_uc010hkg.2_Missense_Mutation_p.G1031DNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANCytoplasmic (Potential). 11ATAGATGCGACCGTAAGAGGC0.647

+ 32 3423 NM_015136 NP_055951 Q9NY15 STAB1_HUMANFAS1 3.|Extracellular (Potential). 9TCTGTACCAGGTCTTACTGCC0.617

+ 31 2729CACNA2D3_uc003dhg.1_Missense_Mutation_p.S800F|CACNA2D3_uc003dhh.1_RNANM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential). 7ACAATGGGCTCCTTTAAAAGG0.403

- 8 987DNASE1L3_uc011bfd.1_Missense_Mutation_p.R267K|DNASE1L3_uc003djp.1_Missense_Mutation_p.R297K|DNASE1L3_uc003djq.1_3'UTRNM_004944 NP_004935 Q13609 DNSL3_HUMANNuclear localization signal (Potential). 3TGTTTTCTTCCTTAGAGTGAC0.373

- 8 1123PLSCR4_uc010huz.2_Missense_Mutation_p.S265F|PLSCR4_uc003evt.3_Missense_Mutation_p.S265F|PLSCR4_uc010hva.2_Missense_Mutation_p.S175F|PLSCR4_uc003evu.3_Missense_Mutation_p.S160FNM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMANCytoplasmic (By similarity). 0GCCATCAAGGGATTTGACCTG0.388

- 2 1052BCHE_uc003fen.3_IntronNM_000055 NP_000046 P06276 CHLE_HUMAN 4AGAATTTCTTGGGGATCTTTA0.403

- 12 1248ZBBX_uc011bpc.1_Missense_Mutation_p.E309K|ZBBX_uc003feq.2_Missense_Mutation_p.E280KNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TCTTTAAGTTCAATATTAAGT0.279

- 10 933ZBBX_uc011bpc.1_Missense_Mutation_p.E204K|ZBBX_uc003feq.2_Missense_Mutation_p.E175KNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2GAATTATTCTCCTCTTTGGGT0.333

- 3 12691MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GAGGGGTGGCGTGACCTGTGG0.597

+ 7 310ZNF595_uc003fzu.1_RNA|ZNF595_uc010iay.1_RNA|ZNF595_uc003fzv.1_Silent_p.I59I|ZNF595_uc011bus.1_Intron|ZNF595_uc011but.1_IntronNM_001039127 NP_001034216 Q3SXZ3 ZN718_HUMAN KRAB. 0TGGAGCAAATAAAAGAGCCCT0.453

+ 3 859WHSC1_uc003geb.3_Missense_Mutation_p.S228F|WHSC1_uc003gec.3_Missense_Mutation_p.S228F|WHSC1_uc003ged.3_Missense_Mutation_p.S228F|WHSC1_uc003gee.3_RNA|WHSC1_uc003gef.3_RNA|WHSC1_uc003gdx.2_Missense_Mutation_p.S228F|WHSC1_uc003gdy.1_Missense_Mutation_p.S228F|WHSC1_uc010icd.1_Missense_Mutation_p.S228F|WHSC1_uc003gea.1_Missense_Mutation_p.S228F|WHSC1_uc010ice.1_Missense_Mutation_p.S228F|WHSC1_uc003geg.1_Missense_Mutation_p.S228F|WHSC1_uc003geh.1_Missense_Mutation_p.S228FNM_001042424 NP_001035889 O96028 NSD2_HUMAN PWWP 1. 9TTGGTGTGGTCCAAAGTGTCG0.433

+ 7 1250DOK7_uc003ghe.2_Missense_Mutation_p.E256K|DOK7_uc003ghf.2_Silent_p.S135S|DOK7_uc003ghg.1_Missense_Mutation_p.E84KNM_173660 NP_775931 Q18PE1 DOK7_HUMAN 1CGGGACAGTCGAGTACCAGGT0.701

- 6 2123BEND4_uc003gwm.2_3'UTRNM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0GCCTGGTGATCGATCCCTTCA0.527

+ 5 847CWH43_uc011bzl.1_Nonsense_Mutation_p.W195*NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3GTTTCCAGATGGGCAGTGAGT0.527

- 19 2934KDR_uc003hat.1_Missense_Mutation_p.E878QNM_002253 NP_002244 P35968 VGFR2_HUMANProtein kinase.|Cytoplasmic (Potential). 33GCTCGATGCTCACTGTGTGTT0.468

- 3 965UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2GTAACATTTTGAAACAGTGAC0.403

- 6 862ADH1A_uc011ceg.1_Intron|ADH1B_uc003hut.3_Missense_Mutation_p.D220N|ADH1B_uc011ceh.1_Missense_Mutation_p.D105N|ADH1B_uc011cei.1_Missense_Mutation_p.D220NNM_000668 NP_000659 P00325 ADH1B_HUMAN 2ACACCTCCATCAGTCATTTCC0.463

- 6 862 NM_000673 NP_000664 P40394 ADH7_HUMAN 3GAGTCCTTGGGACTGATACAC0.478 rs146193104

+ 4 587MTTP_uc011cej.1_Missense_Mutation_p.M138L|MTTP_uc003hvb.2_Missense_Mutation_p.M111LNM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4ATCTAAAATAATGGGAAAGGA0.398

+ 3 803BANK1_uc003hvx.3_Missense_Mutation_p.E162K|BANK1_uc010ill.2_Missense_Mutation_p.E44K|BANK1_uc003hvz.3_Missense_Mutation_p.E147KNM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3ACATTCTGGGGAAATAAGTGA0.368

+ 9 8267FAT4_uc011cgp.1_Missense_Mutation_p.S1054L|FAT4_uc003ifi.1_Missense_Mutation_p.S234LNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 26.|Extracellular (Potential). 18CAGAGTACTTCAGTAAAAGTC0.383

+ 9 9194FAT4_uc011cgp.1_Missense_Mutation_p.G1363E|FAT4_uc003ifi.1_Missense_Mutation_p.G543ENM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 29. 18AAGGATAAGGGAAACCCTCCA0.423

+ 9 10025FAT4_uc011cgp.1_Missense_Mutation_p.R1640Q|FAT4_uc003ifi.1_Missense_Mutation_p.R820QNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 32.|Extracellular (Potential). 18GGTAATAGTCGAAAGAAGGGT0.413

+ 9 11284FAT4_uc011cgp.1_Missense_Mutation_p.L2060F|FAT4_uc003ifi.1_Missense_Mutation_p.L1240FNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential). 18TAGAACGTTTCTTTTGGCAGC0.458

- 5 764PET112L_uc003imm.3_Missense_Mutation_p.A251VNM_004564 NP_004555 O75879 GATB_HUMAN 0TGCCATGTTCGCCTGGCTGGT0.532 rs145476419

- 1 580MARCH1_uc003iqs.1_IntronNM_012403 NP_036535 O43423 AN32C_HUMANAsp/Glu-rich (highly acidic). 0 tcctcttcaccttcctcctcc 0.184

+ 15 2910ODZ3_uc003ive.1_Missense_Mutation_p.G364ENM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0GATCTGAGTGGATTCGTGAGG0.418

- 12 2569CDH18_uc003jgd.2_Missense_Mutation_p.P731L|CDH18_uc011cnm.1_3'UTRNM_004934 NP_004925 Q13634 CAD18_HUMANCytoplasmic (Potential). 7AGAGTCATAAGGGGGAACGCT0.478

- 8 2597 NM_021072 NP_066550 O60741 HCN1_HUMANCytoplasmic (Potential).|Poly-Pro. 1GGGGGTGCTGGAGGGACTCCT0.587

- 8 2513 NM_021072 NP_066550 O60741 HCN1_HUMANCytoplasmic (Potential). 1CTCCTGCCCCCTGCCTGAAGG0.677

- 4 636DEPDC1B_uc011cqm.1_Missense_Mutation_p.S188F|DEPDC1B_uc011cqn.1_Missense_Mutation_p.S161FNM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN 1TAATGTCATAGACTTCCATAT0.383

+ 9 1323 NM_003248 NP_003239 P35443 TSP4_HUMANEGF-like 2; calcium-binding (Potential). 0CAAATACCATCCCTGCTACCC0.483

+ 8 9021VCAN_uc003kij.3_Missense_Mutation_p.P1902A|VCAN_uc010jau.2_Intron|VCAN_uc003kik.3_Intron|VCAN_uc003kil.3_Missense_Mutation_p.P1553ANM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16CATAACTGAGCCTCCCTCTTT0.383

- 8 1347EDIL3_uc003kip.1_Missense_Mutation_p.E300K|EDIL3_uc011ctt.1_Missense_Mutation_p.E87KNM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 1. 2CCAAGAAGTTCCATTCGCAAA0.368

+ 56 11785GPR98_uc003kjt.2_Missense_Mutation_p.E1603K|GPR98_uc003kjv.2_Missense_Mutation_p.E1497KNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GCCCGGAATGGAAATAGCTGA0.408

+ 6 1479LMNB1_uc003kuc.2_Missense_Mutation_p.D371N|LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_Missense_Mutation_p.D161NNM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2GTTAGCCCTGGACATGGAAAT0.448

+ 7 1354 NM_133638 NP_598377 Q8TE59 ATS19_HUMAN 9GATACTGTTGGTAAGTGTGAA0.299

+ 1 2041PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.L647P|PCDHA4_uc011daa.1_Missense_Mutation_p.L647PNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 6.|Extracellular (Potential). 6CGCCACCGCCTACTGGTACTG0.677



+ 1 201 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 1.|Extracellular (Potential). 0AATGGAGAGCGGCTCGTTTGT0.537

+ 1 674 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCadherin 2.|Extracellular (Potential). 5GACTGTGTTTCCCTTAAAAAT0.463

+ 5 886PPARGC1B_uc003lrb.1_Missense_Mutation_p.E282K|PPARGC1B_uc003lrd.2_Missense_Mutation_p.E243K|PPARGC1B_uc003lrf.2_Missense_Mutation_p.E261K|PPARGC1B_uc003lre.1_Missense_Mutation_p.E261KNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0GGTTTCCCAGGAAGACATGCA0.677

- 9 1456_1457GEMIN5_uc011ddk.1_Missense_Mutation_p.S457FNM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN WD 8. 3CTTACTTGTTGGAGTAGGTGTC0.262

- 7 772GABRB2_uc011deh.1_Missense_Mutation_p.T24N|GABRB2_uc003lyr.1_Missense_Mutation_p.T185N|GABRB2_uc003lyt.1_Missense_Mutation_p.T185N|GABRB2_uc010jiu.1_Missense_Mutation_p.T122NNM_021911 NP_068711 P47870 GBRB2_HUMANExtracellular (Probable). 0AATGTCATCAGTTGTGTATCC0.249

- 11 1478SLIT3_uc010jjg.2_Missense_Mutation_p.G353D|SLIT3_uc010jji.2_Missense_Mutation_p.G353D|SLIT3_uc003mac.1_Missense_Mutation_p.G150DNM_003062 NP_003053 O75094 SLIT3_HUMAN LRR 8. 4TGATTTCAGGCCCTGGAAGGC0.522

+ 3 866N4BP3_uc003mil.1_5'FlankNM_015111 NP_055926 O15049 N4BP3_HUMAN 0TGGCCCTAGCCCCTTCAGCTC0.672

- 54 4148COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.P1221L|COL11A2_uc003ocz.1_Missense_Mutation_p.P1200LNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5CTCCCCGGTGGGACCAGGGGA0.622

- 4 1650BMP5_uc011dxf.1_Missense_Mutation_p.R313QNM_021073 NP_066551 P22003 BMP5_HUMAN 2TCTCACGGATCGAAGAAGTAC0.453

+ 15 1575 NM_000947 NP_000938 P49643 PRI2_HUMAN 0CTCTGGAAATGGATATGGAAG0.403

+ 16 2850BAI3_uc010kak.2_Missense_Mutation_p.S801LNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50ACAACCGATTCGTTTCTGGAG0.368

+ 13 4449TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1GCGCGGCCCCCACCTGCCCTG0.746

+ 18 3899MAP3K4_uc010kkc.1_Missense_Mutation_p.P1249S|MAP3K4_uc003qto.2_Missense_Mutation_p.P1203S|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_Missense_Mutation_p.P706S|MAP3K4_uc003qtp.2_Missense_Mutation_p.P189S|MAP3K4_uc003qtq.2_5'UTRNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9TCACTCAAGCCCCACGGAGGA0.438

+ 5 1433FSCN1_uc003sov.2_Missense_Mutation_p.A162V|FSCN1_uc003sow.2_3'UTRNM_003088 NP_003079 Q16658 FSCN1_HUMAN 1AGTGACTCCGCGGTCACCAGC0.617 rs17850070

+ 7 951TAX1BP1_uc011jzo.1_Missense_Mutation_p.E265K|TAX1BP1_uc003szk.2_Missense_Mutation_p.E265K|TAX1BP1_uc011jzp.1_Missense_Mutation_p.E108KNM_006024 NP_006015 Q86VP1 TAXB1_HUMAN Potential. 1GGCACAACATGAAAGAGAACA0.214

- 1 577 NR_002789 0GTTCTGTAAAGATTCCAGCAA0.463

- 8 1126TYW1B_uc011keh.1_Missense_Mutation_p.D161H|TYW1B_uc011kei.1_5'UTR|TYW1B_uc011kek.1_RNANM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0CTCGGAGCATCGACTATGACA0.413 rs147711959

- 7 1425FKBP6_uc003twz.2_Intron|TRIM50_uc003txy.1_Missense_Mutation_p.D434N|TRIM50_uc003txz.1_Missense_Mutation_p.D433NNM_178125 NP_835226 Q86XT4 TRI50_HUMAN B30.2/SPRY. 1CGCAGGTCATCGGGGCGGTCG0.682

+ 4 735 NM_001077621 NP_001071089 Q86XT2 VP37D_HUMAN 0GCCCGGGGGCCACCAGCAGTG0.766

+ 1 70RSBN1L_uc003ugm.2_5'Flank|uc003ugj.1_RNANM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN 1AGCCCCGTGCACTGTGTCGCT0.692

+ 4 2307 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11TCTCTAAAGGATTGTGCTGGA0.378

+ 17 4633AKAP9_uc003ule.2_Missense_Mutation_p.N1482Y|AKAP9_uc003ulf.2_Missense_Mutation_p.N1470Y|AKAP9_uc003uli.2_Missense_Mutation_p.N1095YNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26GGGAAAAGAAAATACTGCATC0.323

- 6 741TECPR1_uc003uph.1_Missense_Mutation_p.P100LNM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1ATCCTTCGAGGGGATCTGAAG0.637

+ 22 3141TRRAP_uc011kis.1_Missense_Mutation_p.E978K|TRRAP_uc003upr.2_Missense_Mutation_p.E670KNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37GATGAGCCTGGAGGACAACAA0.562

- 3 261ZNF498_uc003urn.2_Intron|CYP3A5_uc003urr.2_5'UTR|CYP3A5_uc011kiy.1_Nonsense_Mutation_p.W48*|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_Intron|CYP3A5_uc003urt.2_Nonsense_Mutation_p.W58*NM_000777 NP_000768 P20815 CP3A5_HUMAN 0TGTCAAATTTCCAGAGACCCT0.398

+ 3 2248TRIM56_uc003uxr.2_IntronNM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN 3GGAGTACAAGGGGCCAGGCCT0.592

+ 8 1102CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=5; (Potential).|ABC transmembrane type-1 1.5ATCTGTGCTTCCCTATGCACT0.463

+ 35 5979FLNC_uc003voa.3_Missense_Mutation_p.G1891RNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 17. 12GACTGCGCCTGGAGACTACAG0.597

+ 4 523AKR1D1_uc011kqb.1_Missense_Mutation_p.E152K|AKR1D1_uc011kqc.1_RNA|AKR1D1_uc011kqd.1_Intron|AKR1D1_uc011kqe.1_Missense_Mutation_p.E152K|AKR1D1_uc011kqf.1_Missense_Mutation_p.E152K|AKR1D1_uc010lmy.1_RNANM_005989 NP_005980 P51857 AK1D1_HUMAN 1TGCCACTTGGGAGGTAAGTTC0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 7 1096 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1TACCTCTGCTCGTTGAGCCGG0.597

+ 1 454 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANHelical; Name=4; (Potential). 1ATGGGTGTTTGGGTTTCTTTT0.433

+ 10 1171 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2GCCAGCCCTTCCCTCCTACTG0.418

+ 1 351 NM_012365 NP_036497 Q96R48 OR2A5_HUMANHelical; Name=3; (Potential). 3TCTTGGTAATGATGTCCTACG0.458

- 4 1764 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 13. 3GGCCTTCCAGGAGAAGCTCTT0.617

- 4 1157 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 6. 3CGGCCACACTCGGGACAGTGG0.607

+ 4 833 NM_006207 NP_006198 Q15198 PGFRL_HUMAN 0TCAGATCTCCGTCAAGTACCA0.567

+ 9 1605SLC39A14_uc011kzg.1_Intron|SLC39A14_uc003xbp.3_Missense_Mutation_p.T477I|SLC39A14_uc011kzh.1_Missense_Mutation_p.T477INM_001128431 NP_001121903 Q15043 S39AE_HUMANHelical; (Potential). 0ACTGGATTCACCATCATGGTG0.537

+ 3 1244TACC1_uc011lby.1_Missense_Mutation_p.P94S|TACC1_uc003xma.2_Intron|TACC1_uc003xlz.2_Missense_Mutation_p.P94S|TACC1_uc003xmc.3_Missense_Mutation_p.P94S|TACC1_uc011lbz.1_Missense_Mutation_p.P305S|TACC1_uc003xmb.3_Missense_Mutation_p.P244S|TACC1_uc003xme.1_Intron|TACC1_uc003xmd.1_Intron|TACC1_uc010lwo.1_Intron|TACC1_uc003xmf.3_Intron|TACC1_uc011lca.1_Missense_Mutation_p.P289S|TACC1_uc011lcb.1_Missense_Mutation_p.P94S|TACC1_uc011lcc.1_Missense_Mutation_p.P94S|TACC1_uc011lcd.1_RNA|TACC1_uc003xmh.3_Missense_Mutation_p.P94S|TACC1_uc010lwq.2_Missense_Mutation_p.P94SNM_006283 NP_006274 O75410 TACC1_HUMANInteraction with YEATS4.|SPAZ 1. 1GAAGTCTCCCCCTGACCTTAA0.542

+ 5 630IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_IntronNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2TCCATTTGTCGAAGTCTCCAG0.473

- 3 491 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1ACTTGGCTTCCTTTTGGGTTG0.448

+ 2 107C8orf40_uc003xph.2_Missense_Mutation_p.E20K|C8orf40_uc003xpg.2_Missense_Mutation_p.E20K|C8orf40_uc010lxo.2_Missense_Mutation_p.E20KNM_001135676 NP_001129148 Q96E16 CH040_HUMAN 0TACTGTTCACGAAGCCTGGAA0.408

+ 2 235 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0TCAGTATTATCGAAGTAAGTT0.413

- 17 3286_3287PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2GGTAAAGAATAGGATTGATTAA0.46

+ 4 1178 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AATAAAAGAGGAAGAAACCAT0.338

- 2 318ARMC1_uc011leo.1_5'UTRNM_018120 NP_060590 Q9NVT9 ARMC1_HUMAN 1TCTGTTTAACGGATCTGCTGC0.488

- 1 2933 NM_025054 NP_079330 Q96JH7 VCIP1_HUMAN 8GAGTACATTTCTTTTTCAGCT0.363



+ 4 3580ZFHX4_uc003yau.1_Missense_Mutation_p.E1091K|ZFHX4_uc003yaw.1_Missense_Mutation_p.E1065KNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GGCACCAGAGGAGGACAACCT0.532

- 5 1289ANGPT1_uc011lhv.1_Missense_Mutation_p.G74E|ANGPT1_uc003ymo.2_Missense_Mutation_p.G273E|ANGPT1_uc003ymp.3_Missense_Mutation_p.G73ENM_001146 NP_001137 Q15389 ANGP1_HUMAN 7TCTTTTTCCTCCCTTTAGTAA0.308

+ 49 8481 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14CTGGGAACATGAAATGGTAAT0.373

- 1 1001 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 7. 2GTGATGGGGTCCACCAGGGTG0.672

+ 3 1316SPATC1_uc011lkx.1_Missense_Mutation_p.P405LNM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2TCTCGAGGTCCACGCACCACA0.617

+ 2 747 NM_021240 NP_067063 Q9NQL9 DMRT3_HUMAN 3GGGCCCCTCGGGGACTGTTTC0.562

- 37 7015FREM1_uc010mic.2_RNA|FREM1_uc003zlk.2_RNA|FREM1_uc003zll.2_Missense_Mutation_p.S678FNM_144966 NP_659403 Q5H8C1 FREM1_HUMANC-type lectin. 5GGAGCGTTGAGAGGGCCCTCT0.478

- 22 3847PTCH1_uc010mrn.2_Missense_Mutation_p.S12F|PTCH1_uc010mro.2_Missense_Mutation_p.S1069F|PTCH1_uc010mrp.2_Missense_Mutation_p.S1069F|PTCH1_uc010mrq.2_Missense_Mutation_p.S1069F|PTCH1_uc004avl.3_Missense_Mutation_p.S1069F|PTCH1_uc010mrr.2_Missense_Mutation_p.S1154F|PTCH1_uc004avm.3_Missense_Mutation_p.S1219FNM_000264 NP_000255 Q13635 PTC1_HUMANCytoplasmic (Potential). 379CGAGTCGGAGGAATCAGACCC0.687

- 4 723TNFSF15_uc004bjg.2_Missense_Mutation_p.E144KNM_005118 NP_005109 O95150 TNF15_HUMANExtracellular (Potential). 0CTACCTACTTCGCATACAGAC0.527 rs150498686

- 8 1729ASTN2_uc004bjr.1_Missense_Mutation_p.P543H|ASTN2_uc004bjt.1_Missense_Mutation_p.P492HNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential).|EGF-like 1. 9TCTGTGAACAGGGTCAGGGGC0.498

- 12 1707FAM129B_uc004bri.2_Missense_Mutation_p.P489L|FAM129B_uc004brj.3_Missense_Mutation_p.P502LNM_022833 NP_073744 Q96TA1 NIBL1_HUMAN 0GAGCAGGAACGGGATGCTGAT0.632

- 2 259LCN10_uc004civ.2_Missense_Mutation_p.A67V|LCN10_uc011med.1_RNA|LCN10_uc011mee.1_Missense_Mutation_p.A67V|LCN10_uc011mef.1_RNA|LCN10_uc004ciw.2_RNAQ6JVE6 LCN10_HUMAN 1TACCACGGACGCCCCCAGCTT0.632

- 7 1523ANAPC2_uc004clq.1_Missense_Mutation_p.P340SNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GCATCCACAGGGTCCGGGACC0.642

- 5 1865 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 1. 8TGCACAAGTACCCTATATACC0.527

- 4 424ACOT9_uc004dao.2_Missense_Mutation_p.P102L|ACOT9_uc004daq.2_Missense_Mutation_p.P51L|ACOT9_uc004dar.2_Missense_Mutation_p.P33L|ACOT9_uc011mjt.1_RNA|ACOT9_uc004das.2_Missense_Mutation_p.P33L|ACOT9_uc004dat.1_Missense_Mutation_p.P93LNM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3ACTGCCCAAAGGCAAGAGAAC0.373

+ 8 1045USP11_uc004dhq.2_Missense_Mutation_p.R76SNM_004651 NP_004642 P51784 UBP11_HUMAN 3GCTCAACTTCCGCAACCCACT0.582

- 20 2894 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2TCCCCAGAAGTTGATACCTCC0.468

+ 2 976 NM_005448 NP_005439 O95972 BMP15_HUMAN 2AACTTGTCTCCGAGTACTACG0.532

+ 10 1733DACH2_uc004eex.2_Missense_Mutation_p.K508N|DACH2_uc010nmq.2_Missense_Mutation_p.K387N|DACH2_uc011mra.1_Missense_Mutation_p.K354N|DACH2_uc010nmr.2_Missense_Mutation_p.K302N|DACH2_uc004eey.2_Missense_Mutation_p.K214N|DACH2_uc004eez.2_Missense_Mutation_p.K204NNM_053281 NP_444511 Q96NX9 DACH2_HUMANPotential.|DACHbox-C. 5GCCTGAAGAAGGAGAAAAAAA0.428

- 4 1943TRPC5_uc004epm.1_Missense_Mutation_p.P342SNM_012471 NP_036603 Q9UL62 TRPC5_HUMANHelical; (Potential). 1GACAGCATGGGAAACAGGAAC0.498

+ 3 380 NM_000686 NP_000677 P50052 AGTR2_HUMANHelical; Name=1; (Potential). 3TTTGTAATTGGATTTCTGGTC0.358

- 15 2438UTY_uc004fsw.1_Missense_Mutation_p.T141N|UTY_uc010nwx.1_Translation_Start_Site|UTY_uc004fsy.2_Missense_Mutation_p.T478N|UTY_uc004fsz.2_Missense_Mutation_p.T478NNM_007125 NP_009056 O14607 UTY_HUMAN 0TGATGAATCAGTTATGGCCCC0.433

+ 2 212 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1GCACAGCTGCGGCTGCTCAAT0.682

- 6 741MYOM3_uc001bio.2_Missense_Mutation_p.R193Q|MYOM3_uc001bip.1_5'UTRNM_152372 NP_689585 Q5VTT5 MYOM3_HUMANIg-like C2-type 1. 3GGGATCAATCCGTGTGTCATT0.388

- 4 349UBXN11_uc001blz.1_Nonsense_Mutation_p.R26*|UBXN11_uc001blv.2_5'UTR|UBXN11_uc001bly.2_Nonsense_Mutation_p.R26*|UBXN11_uc001blx.2_5'UTR|UBXN11_uc001bma.2_Nonsense_Mutation_p.R26*|UBXN11_uc001bmb.1_Nonsense_Mutation_p.R26*|UBXN11_uc010ofb.1_5'UTR|UBXN11_uc010ofc.1_IntronNM_183008 NP_892120 Q5T124 UBX11_HUMAN 1CGGATTCCTCGCCTCCTGGGA0.557

- 5 1160ZNF683_uc001bmh.1_Missense_Mutation_p.R348C|ZNF683_uc009vsj.1_Missense_Mutation_p.R348CNM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0TGGAATGGACGCTCTCCACTG0.597

- 4 777CCDC17_uc009vxy.2_Missense_Mutation_p.R178H|CCDC17_uc010ols.1_Missense_Mutation_p.R201H|CCDC17_uc001com.3_Missense_Mutation_p.R31H|CCDC17_uc001con.3_RNA|CCDC17_uc009vxz.2_IntronNM_001114938 NP_001108410 Q96LX7 CCD17_HUMAN 1CTCCTGAATGCGGGCCCCCAA0.701

- 15 2232DAB1_uc001cyt.1_Missense_Mutation_p.E518K|DAB1_uc001cyq.1_Missense_Mutation_p.E518K|DAB1_uc001cyr.1_Missense_Mutation_p.E434K|DAB1_uc009vzw.1_Missense_Mutation_p.E502K|DAB1_uc009vzx.1_Missense_Mutation_p.E520KNM_021080 NP_066566 O75553 DAB1_HUMAN 3TCTTGCTCTTCGCTTTTGCTG0.423 rs142236626

+ 7 2004PALMD_uc001dsf.2_Missense_Mutation_p.P521SNM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3CCACCATTCCCCATTTGATGC0.448

- 1 261C1orf103_uc001eab.2_5'UTR|C1orf103_uc001eac.1_5'UTRNM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0TAGGTTATTTGACATTTTAGT0.562

- 13 1795_1796AMPD1_uc001eff.1_Missense_Mutation_p.P567FNM_000036 NP_000027 P23109 AMPD1_HUMAN 4TCCACAGTGAGGTCGGAACAGA0.446

- 11 1603RORC_uc001ezg.2_Missense_Mutation_p.P478S|RORC_uc010pdo.1_Missense_Mutation_p.P553S|RORC_uc010pdp.1_Missense_Mutation_p.P487S|LINGO4_uc001ezf.1_5'FlankNM_005060 NP_005051 P51449 RORG_HUMANLigand-binding. 2TAGAGTGGAGGGAAAGCGGCT0.597

- 2 109 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2ATATTTGTGGAATGTCTCAAT0.463

+ 5 1198 CD1C_uc001frv.2_IntronNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4ACTTTTCCATGAATTGGATTG0.378

+ 4 914PBX1_uc010pku.1_Missense_Mutation_p.T219M|PBX1_uc010pkv.1_Missense_Mutation_p.T136M|PBX1_uc001gcs.2_Missense_Mutation_p.T219M|PBX1_uc010pkw.1_Missense_Mutation_p.T109MNM_002585 NP_002576 P40424 PBX1_HUMAN 5AAGCAGAGCACGTGCGAGGCG0.607

+ 71 11133 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 35. 23ACTGTGTTACGGAACAGACAA0.418

+ 4 607 NM_014359 NP_055174 Q9UBM4 OPT_HUMAN LRR 1. 0CGCTTCAACCGCATCAGCCGT0.557

- 4 1362 NM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2TCCATGTGTCCAATGTTGGCC0.572

- 4 1042TLR5_uc001hnw.1_Missense_Mutation_p.S199FNM_003268 NP_003259 O60602 TLR5_HUMANExtracellular (Potential). 4GCTAAAAAAGGAGAGCGTTTT0.423

- 31 5805PCNXL2_uc001hvk.1_Missense_Mutation_p.R509K|PCNXL2_uc001hvm.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2GGTCCTAATTCTGTCCAAAGT0.537

- 13 2678CEP170_uc001hzt.2_Missense_Mutation_p.A659V|CEP170_uc001hzu.2_Missense_Mutation_p.A659V|CEP170_uc001hzv.1_Missense_Mutation_p.A135VNM_014812 NP_055627 Q5SW79 CE170_HUMAN 2TGTCCACTGAGCCTCCTCCCT0.378

+ 12 5211KIF26B_uc001ibg.1_Missense_Mutation_p.R1209W|KIF26B_uc001ibh.1_Missense_Mutation_p.R833WNM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3TGTTCTGGCTCGGCCCAAAGG0.687

+ 3 528OR2W3_uc010pzb.1_Missense_Mutation_p.G87RNM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMANExtracellular (Potential). 3CAACCTTAATGGATGTGACAA0.567

+ 1 429OR2L13_uc001ids.2_IntronNM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMANHelical; Name=4; (Potential). 2GTGTGCTGATGATAACAGGGT0.433

+ 17 2450MLLT10_uc001iqt.2_Missense_Mutation_p.L685H|MLLT10_uc001iqv.2_RNA|MLLT10_uc001iqy.2_Missense_Mutation_p.L685H|MLLT10_uc001ira.2_Missense_Mutation_p.L142H|MLLT10_uc001irb.2_RNANM_004641 NP_004632 P55197 AF10_HUMAN 2CGAGGAAGTCTCTCGCCACGG0.423

+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765

- 1 741 NM_001057 NP_001048 P21452 NK2R_HUMANHelical; Name=1; (Potential). 1GGCATTACCCGTCACGGCCAC0.607 rs140763069



+ 53 8038CDH23_uc001jsg.3_Splice_Site_p.E314_splice|CDH23_uc001jsh.3_Splice_Site_p.E314_splice|CDH23_uc001jsi.3_Splice_Site_p.E314_spliceNM_022124 NP_071407 Q9H251 CAD23_HUMAN 11CCCACTGCCAGAGGCCTTCCA0.627

- 24 2464MYOF_uc001kio.2_Missense_Mutation_p.R768W|MYOF_uc009xue.2_RNANM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential). 4TTCTCTCCCCGGATCATCCAG0.502

+ 4 2300PLCE1_uc010qnx.1_Missense_Mutation_p.L556F|PLCE1_uc001kjm.2_Missense_Mutation_p.L248FNM_016341 NP_057425 Q9P212 PLCE1_HUMAN Ras-GEF. 3AGTCGACTACCTTTGCTTCTT0.537

+ 7 1217ENTPD1_uc001kli.3_Missense_Mutation_p.K305R|uc001klg.1_Intron|ENTPD1_uc010qoj.1_Missense_Mutation_p.K310R|ENTPD1_uc010qok.1_Missense_Mutation_p.K190R|ENTPD1_uc010qol.1_Missense_Mutation_p.K190R|ENTPD1_uc010qom.1_Intron|ENTPD1_uc010qon.1_Missense_Mutation_p.K160R|ENTPD1_uc009xva.2_Missense_Mutation_p.K160R|ENTPD1_uc009xuz.2_IntronNM_001776 NP_001767 P49961 ENTP1_HUMANExtracellular (Potential). 3GACCTTTACAAGACCCCCTGC0.423

- 7 1141PDZD7_uc001ksn.2_Missense_Mutation_p.R309QNM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN 3CCACTTACGTCGGTCCAGCCA0.547

+ 11 1427HABP2_uc010qrz.1_RNANM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3TGGGTCCTTTCCCTCTGGGAG0.512

+ 8 1100VWA2_uc001lbk.1_Nonsense_Mutation_p.W260*|VWA2_uc009xyf.1_5'UTRNM_198496 NP_940898 Q5GFL6 VWA2_HUMAN 5GCCCCATGCTGGAGAGGATCG0.642

- 4 464C10orf82_uc001lcs.1_3'UTRNM_144661 NP_653262 Q8WW14 CJ082_HUMAN 0ATCTCCAGGAAGTCCTTGTAG0.552

+ 4 873 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMANHelical; (Potential). 4CTATTTCAGGGTTTTCGGAGC0.343

+ 2 461FADS2_uc001nsj.2_Missense_Mutation_p.G82D|FADS2_uc010rlo.1_Missense_Mutation_p.G73D|FADS2_uc001nsk.2_Missense_Mutation_p.G104DNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CAGGACCACGGCAAGAACGTA0.627

- 2 179WDR74_uc001nvk.1_5'Flank|WDR74_uc001nvl.1_Missense_Mutation_p.A4V|WDR74_uc001nvn.1_Silent_p.C67C|WDR74_uc009yoi.1_Missense_Mutation_p.A4V|WDR74_uc010rmk.1_Missense_Mutation_p.A4VNM_018093 NP_060563 Q6RFH5 WDR74_HUMAN 1GCGTGCAGCAGCAGCCGCCAT0.652

+ 10 2258TM7SF2_uc001oct.2_5'Flank|TM7SF2_uc010rny.1_5'Flank|TM7SF2_uc001ocu.2_5'Flank|TM7SF2_uc001ocv.2_5'Flank|C11orf2_uc001ocs.1_Missense_Mutation_p.W616RNM_013265 NP_037397 Q9UID3 FFR_HUMAN 0GCTCTACCTGTGGCGTTTTGT0.637

- 1 1147 NM_053054 NP_444282 Q8NEC5 CTSR1_HUMANCytoplasmic (Potential). 2CCGGGGGCATCGTGAATCAGG0.562

+ 1 519 NM_005553 NP_005544 P26371 KRA59_HUMAN8 X 4 AA repeats of C-C-X-P. 0GGCTGTGGGTCATCCTGCTGC0.627

+ 5 396PAAF1_uc001oul.1_Missense_Mutation_p.A104V|PAAF1_uc009ytx.1_RNA|PAAF1_uc001oum.1_Missense_Mutation_p.A104VNM_025155 NP_079431 Q9BRP4 PAAF1_HUMAN WD 1. 2ATCTGGCAGGCTTCCAATGGA0.453

+ 6 2112XRRA1_uc001ovm.2_IntronNM_001098638 NP_001092108 Q8NCN4 RN169_HUMAN 1TATCTCCTACGGTCCAGCAAC0.498

- 1 414CREBZF_uc010rtc.1_RNA|CREBZF_uc010rtd.1_RNANM_001039618 NP_001034707 Q9NS37 ZHANG_HUMAN 1TTGCGGCCGGGAGATCCGGCC0.726

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6TTTCAGAATACGCTTATAGGC0.328

+ 11 2550AMOTL1_uc001pfc.2_Missense_Mutation_p.V744INM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2TGCCCGCTCCGTTCCATCCAT0.537

+ 6 736HINFP_uc001pvq.2_Missense_Mutation_p.R183C|HINFP_uc001pvr.2_5'UTRNM_015517 NP_056332 Q9BQA5 HINFP_HUMAN C2H2-type 3. 4CTTCAAGGACCGCAGTAAACT0.547

+ 42 5298CACNA1C_uc009zdv.1_Missense_Mutation_p.T1611I|CACNA1C_uc001qkb.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qkc.2_Missense_Mutation_p.T1633I|CACNA1C_uc001qke.2_Missense_Mutation_p.T1603I|CACNA1C_uc001qkf.2_Missense_Mutation_p.T1622I|CACNA1C_uc001qjz.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qkd.2_Missense_Mutation_p.T1633I|CACNA1C_uc001qkg.2_Missense_Mutation_p.T1620I|CACNA1C_uc009zdw.1_Missense_Mutation_p.T1655I|CACNA1C_uc001qkh.2_Missense_Mutation_p.T1622I|CACNA1C_uc001qkl.2_Missense_Mutation_p.T1662I|CACNA1C_uc001qkn.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qko.2_Missense_Mutation_p.T1634I|CACNA1C_uc001qkp.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qkr.2_Missense_Mutation_p.T1631I|CACNA1C_uc001qku.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qkq.2_Missense_Mutation_p.T1642I|CACNA1C_uc001qks.2_Missense_Mutation_p.T1614I|CACNA1C_uc001qkt.2_Missense_Mutation_p.T1633I|CACNA1C_uc001qki.1_Missense_Mutation_p.T1350I|CACNA1C_uc001qkj.1_Missense_Mutation_p.T1350I|CACNA1C_uc001qkk.1_Missense_Mutation_p.T1350I|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential). 11GATGAGGTCACCGTTGGCAAG0.512

+ 11 1088NDUFA9_uc010ses.1_Missense_Mutation_p.R141CNM_005002 NP_004993 Q16795 NDUA9_HUMAN 1TCGCACTTACCGCTGGCTGTC0.542 rs3210083

- 3 276CD163_uc001qta.3_Missense_Mutation_p.E50K|CD163_uc009zfw.2_Missense_Mutation_p.E50KNM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8AGCCTCAGCTCCTTGTCTGTT0.438

- 5 723 NM_018423 NP_060893 Q6J9G0 STYK1_HUMAN 8CTAGGTGGAGGAACAGGGGCA0.527 rs140174760

- 4 579GUCY2C_uc009zhz.2_Missense_Mutation_p.G148RNM_004963 NP_004954 P25092 GUC2C_HUMANExtracellular (Potential). 6CATGACAATCCAAAACTTCCA0.403

+ 8 816GRASP_uc001rzp.1_Missense_Mutation_p.P111SNM_181711 NP_859062 Q7Z6J2 GRASP_HUMANInteraction with PSCD3 (By similarity). 2GGGCCTGCTCCCGGGCTCGCT0.741

- 8 661KIAA0748_uc001sgl.3_Missense_Mutation_p.R46Q|KIAA0748_uc001sgm.3_5'UTR|KIAA0748_uc010spb.1_5'UTR|KIAA0748_uc010spc.1_Missense_Mutation_p.R46Q|KIAA0748_uc010spd.1_Missense_Mutation_p.R184Q|KIAA0748_uc001sgo.3_IntronNM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2GGTGAAAAATCGGGCGGGTAT0.517

+ 3 511FAM119B_uc001sqf.2_3'UTR|FAM119B_uc009zqd.2_RNA|TSFM_uc001sqi.2_5'Flank|TSFM_uc010sse.1_5'Flank|TSFM_uc001sqh.2_5'Flank|TSFM_uc010ssf.1_5'FlankNM_015433 NP_056248 Q96AZ1 MT21B_HUMAN 0GCCCAGGTGCGTGCCTTGTCC0.602

+ 7 895SRGAP1_uc001srt.2_Missense_Mutation_p.A280D|SRGAP1_uc001srv.2_Missense_Mutation_p.A240DNM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4CTGAACAGAGCCCTAAGAACA0.328

+ 13 2635LEMD3_uc009zqo.1_Nonsense_Mutation_p.Q876*NM_014319 NP_055134 Q9Y2U8 MAN1_HUMANInteraction with SMAD1, SMAD2, SMAD3 and SMAD5.4TCGCTTTCCCCAGGCTCTCAC0.373

+ 25 3063ANO4_uc001thw.2_Nonsense_Mutation_p.R796*|ANO4_uc001thx.2_Nonsense_Mutation_p.R831*|ANO4_uc001thy.2_Nonsense_Mutation_p.R351*NM_178826 NP_849148 Q32M45 ANO4_HUMANCytoplasmic (Potential).p.R796*(1) 6GTCTGTATTTCGAATTTCTGA0.483 rs145182702

+ 1 912 NM_004316 NP_004307 P50553 ASCL1_HUMAN 0AGCCTGCCGCAGCAGCAGCCG0.667

- 7 475MYL2_uc001trx.3_Missense_Mutation_p.V116ANM_000432 NP_000423 P10916 MLRV_HUMAN EF-hand 3. 1CATCTGGTCAACCTGCAATGA0.612

+ 12 1870ALDH2_uc010syi.1_Nonsense_Mutation_p.G430*|ALDH2_uc009zvy.2_Nonsense_Mutation_p.G401*NM_000690 NP_000681 P05091 ALDH2_HUMAN 4TGATGTGTTTGGAGCCCAGTC0.527

- 8 1130C12orf51_uc010syk.1_Missense_Mutation_p.G194V|C12orf51_uc001tts.2_Missense_Mutation_p.G194V|C12orf51_uc001ttt.3_Missense_Mutation_p.G194VNM_001109662 NP_001103132 2CTGGGAGAGTCCACTGTTTCT0.423

+ 4 889OAS2_uc001tui.1_Missense_Mutation_p.T250INM_016817 NP_058197 P29728 OAS2_HUMANOAS domain 1. 1GGCGTCAGAACCGTACTGGAG0.502

- 4 731 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1CATCCCAGCCGGCACGGGCTG0.697

+ 3 353CKAP2_uc001vgt.2_Intron|CKAP2_uc001vgu.2_Intron|CKAP2_uc010tha.1_IntronNM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2TTTGTTTTTAAGTAGTAGAGA0.378

- 1 164 NR_027466 0CCACCAGTTCCCATGGAAAAC0.488

+ 1 416 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMANCytoplasmic (Potential). 2ATGAGCCGAAGGACATGCACT0.453

- 1 1554 NM_175060 NP_778230 Q86T13 CLC14_HUMANHelical; (Potential). 4GCTGTGCTCACAAATATGAAG0.507

+ 20 2463ARID4A_uc001xdo.2_Missense_Mutation_p.P737S|ARID4A_uc001xdq.2_Missense_Mutation_p.P737S|ARID4A_uc010apg.1_Missense_Mutation_p.P415SNM_002892 NP_002883 P29374 ARI4A_HUMAN 6TGAAGAAAATCCAAAGATTTC0.284

- 7 5741AHNAK2_uc001ypx.2_Missense_Mutation_p.P1774LNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1AGAAGGGAGCGGAATGCAGAG0.662

+ 1 496MKRN3_uc001ywi.2_Missense_Mutation_p.P7L|MKRN3_uc010ayi.1_Missense_Mutation_p.P7LNM_005664 NP_005655 Q13064 MKRN3_HUMAN 10CCTGCAGCTCCCTCAGAAGCC0.642

- 4 405DUOXA1_uc010uem.1_Missense_Mutation_p.Y81H|DUOXA1_uc001zup.2_Missense_Mutation_p.Y126H|DUOXA1_uc010bec.2_Missense_Mutation_p.Y126H|DUOXA1_uc001zur.1_Missense_Mutation_p.Y81H|DUOXA1_uc010bed.1_Missense_Mutation_p.Y81HNM_144565 NP_653166 Q1HG43 DOXA1_HUMANExtracellular (Potential). 1TCCTCGTTGTAATTGATGGTC0.582

+ 2 728SLC27A2_uc010bes.2_Missense_Mutation_p.E166K|SLC27A2_uc001zxx.2_5'UTRNM_003645 NP_003636 O14975 S27A2_HUMANLumenal (Potential). 2AGCAGCTGTCGAAGAGATACT0.333

- 29 7501DMXL2_uc002abd.2_Missense_Mutation_p.P497S|DMXL2_uc010ufy.1_Missense_Mutation_p.P2427S|DMXL2_uc010bfa.2_Missense_Mutation_p.P1790SNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9GGCCTTCCAGGGACGAGCATT0.413



+ 2 808GCOM1_uc002aem.2_Intron|GCOM1_uc002aeq.2_Intron|GCOM1_uc002aen.2_Intron|GCOM1_uc010bfy.2_Intron|GCOM1_uc002aeo.2_Intron|GCOM1_uc002aep.2_RNA|GCOM1_uc010bfx.2_Intron|GRINL1A_uc002aes.2_Translation_Start_Site|GRINL1A_uc002aev.1_3'UTR|GRINL1A_uc010ugu.1_RNA|GRINL1A_uc002aeu.3_Missense_Mutation_p.S66NNM_015532 NP_056347 P0CAP1 GCOM1_HUMAN 0GGCCTTTCCAGTGGGACTGAG0.448

- 8 866ALDH1A2_uc002aey.2_Missense_Mutation_p.L232V|ALDH1A2_uc010ugv.1_Missense_Mutation_p.L249V|ALDH1A2_uc010ugw.1_Missense_Mutation_p.L241V|ALDH1A2_uc002aew.2_Missense_Mutation_p.L174VNM_003888 NP_003879 O94788 AL1A2_HUMAN 1TCTTGGATAAGCTTTCCAACC0.448

- 10 1418MEGF11_uc002apl.2_Missense_Mutation_p.P351L|MEGF11_uc002apn.1_Missense_Mutation_p.P426LNM_032445 NP_115821 A6BM72 MEG11_HUMAN EGF-like 7. 1CATGAAGCCCGGAGCACAAGT0.637

+ 16 2345IQCH_uc002aqq.1_Missense_Mutation_p.K423N|IQCH_uc002aqp.1_Missense_Mutation_p.K427N|uc002aqr.1_RNANM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4CCAACGGGAAAATCAGCGTGC0.517

+ 4 694CD276_uc010bjd.1_Missense_Mutation_p.D8N|CD276_uc002avu.1_Missense_Mutation_p.D154N|CD276_uc002avw.1_Intron|CD276_uc010ulb.1_Missense_Mutation_p.D100N|CD276_uc002avx.2_5'FlankNM_001024736 NP_001019907 Q5ZPR3 CD276_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1GCCCAACAAGGACCTGCGGCC0.637

+ 13 2280CLK3_uc002ayg.3_Missense_Mutation_p.Q459K|CLK3_uc002ayh.3_Missense_Mutation_p.Q238K|CLK3_uc002ayj.3_Missense_Mutation_p.Q436K|CLK3_uc002ayk.3_Missense_Mutation_p.Q386K|CLK3_uc002ayl.3_Missense_Mutation_p.Q292KNM_001130028 NP_001123500 P49761 CLK3_HUMAN Protein kinase. 2TGACCCTGCCCAGCGCATCAC0.592

- 5 1722_1723DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_RNA|DET1_uc002bmq.2_Missense_Mutation_p.P535FNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2AGGCTCAAAAGGGTGAAAGGTG0.554

+ 18 3335CRAMP1L_uc002cmf.2_Splice_SiteNM_020825 NP_065876 Q96RY5 CRML_HUMAN 0TTGGTTGGCAGGTGAAGGAGT0.602

- 13 4257GRIN2A_uc010uym.1_Missense_Mutation_p.D1237N|GRIN2A_uc010uyn.1_Missense_Mutation_p.D1080N|GRIN2A_uc002czr.3_Missense_Mutation_p.D1237NNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AGGCAGGCATCGCACTTGAAG0.582

+ 3 533 NM_001039 NP_001030 P51170 SCNNG_HUMANExtracellular (By similarity). 6GTATGGCTTTCCAGAGTCCCG0.577

- 2 1390 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN 0CTTGTAGGGCCGCTCGGAGCT0.622

+ 17 2104FUK_uc010cft.2_Missense_Mutation_p.I714M|FUK_uc002eyz.2_Missense_Mutation_p.I173MNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1AGATCCTGATCCGCCAGGCTG0.667

+ 2 494CHST4_uc002fao.2_Missense_Mutation_p.D105NNM_005769 NP_005760 Q8NCG5 CHST4_HUMANLumenal (Potential). 0CTTCTTGTGCGACATGAGCGT0.607

+ 8 1475LRRC50_uc010vnw.1_Missense_Mutation_p.E196KNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0GGTTAAAGGAGAGGACGGAGA0.617 rs144990549

+ 2 250CYB5D1_uc010cnn.1_5'Flank|CYB5D1_uc002gjb.3_5'FlankNM_203411 NP_981956 Q6PEY1 TMM88_HUMAN 0CCCTTGCACCGCGCACCTGCG0.682

- 32 4469 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6CTTTTGCTTCCACTCTGCAAG0.512

+ 11 2443MYOCD_uc002gno.2_Missense_Mutation_p.S763L|MYOCD_uc002gnp.1_Missense_Mutation_p.S667L|MYOCD_uc002gnq.2_IntronNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5TCAGCAATTTCAGAGGTAACA0.408

+ 2 3640_3641 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANMyosin head-like. 9GAGCCCCTGCCCAAGGGGGGTG0.678

- 4 1128_1129SLFN11_uc010ctq.2_Missense_Mutation_p.R229K|SLFN11_uc002hjh.3_Missense_Mutation_p.R229K|SLFN11_uc002hjg.3_Missense_Mutation_p.R229K|SLFN11_uc010ctr.2_Missense_Mutation_p.R229KNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3CTGGAATTGTCCTTTTTACATA0.391

+ 2 154PNMT_uc002hsi.1_5'FlankNM_003673 NP_003664 O15273 TELT_HUMAN 0GACACCCAGAGACATGAGACC0.677

+ 3 349WIPF2_uc010cwv.1_Nonsense_Mutation_p.R37*|WIPF2_uc002huh.1_5'UTR|WIPF2_uc010cww.1_5'UTR|WIPF2_uc002hui.1_Nonsense_Mutation_p.R37*|WIPF2_uc010cwx.1_Nonsense_Mutation_p.R37*|WIPF2_uc010cwy.1_Nonsense_Mutation_p.R37*NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN WH2. 3GCAGCGGGGTCGAGGCGCCCT0.488

+ 4 782KPNB1_uc010wkw.1_Nonsense_Mutation_p.S4*|KPNB1_uc010wkx.1_Nonsense_Mutation_p.S4*NM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 1. 3ATGAAGGAGTCGACATTGGAA0.453

+ 2 455CD300A_uc002jkw.2_Intron|CD300A_uc010dfr.2_Intron|CD300A_uc010dfs.2_IntronNM_007261 NP_009192 Q9UGN4 CLM8_HUMANExtracellular (Potential).|Ig-like V-type. 2CACAGGACCCTCAACAAATAC0.537

- 9 1915ST6GALNAC1_uc002jsi.2_Missense_Mutation_p.D449N|ST6GALNAC1_uc002jsj.2_RNANM_018414 NP_060884 Q9NSC7 SIA7A_HUMANLumenal (Potential). 0ATCCCTTCATCGTGTAGCCGC0.532

- 20 3382 NM_005406 NP_005397 Q13464 ROCK1_HUMAN Glu-rich. 5TGCTTCCAATAAAGTATTTAT0.303

+ 61 8128LAMA3_uc002kur.2_Missense_Mutation_p.S2625L|LAMA3_uc002kus.3_Missense_Mutation_p.S1072L|LAMA3_uc002kut.3_Missense_Mutation_p.S1016LNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 2. 11AGAGACCATTCGGTACACCTT0.383

- 5 1201CXXC1_uc002lep.3_Missense_Mutation_p.Q13H|CXXC1_uc002ler.3_Missense_Mutation_p.Q156H|CXXC1_uc010doy.2_Missense_Mutation_p.Q156H|CXXC1_uc002les.2_Missense_Mutation_p.Q156HNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN 2 gctgctgctgctggtgatgct 0.468

- 6 747_748 NM_005570 NP_005561 P49257 LMAN1_HUMANLumenal (Potential).|L-type lectin-like. 1CCCTTGTGCAGGGATAATCATA0.356

+ 28 3198ATP9B_uc002lmw.1_Missense_Mutation_p.V1062I|ATP9B_uc002lna.2_Missense_Mutation_p.V88I|ATP9B_uc002lnb.1_3'UTR|ATP9B_uc010drb.2_RNANM_198531 NP_940933 O43861 ATP9B_HUMANCytoplasmic (Potential). 3GGCGCTGACCGTCCGCACGTG0.577 rs147969611

+ 2 1162NFATC1_uc002lnc.1_Missense_Mutation_p.S237P|NFATC1_uc010xff.1_Missense_Mutation_p.S237P|NFATC1_uc002lnd.2_Missense_Mutation_p.S237P|NFATC1_uc002lne.2_Intron|NFATC1_uc010xfh.1_Missense_Mutation_p.S237P|NFATC1_uc010xfi.1_Missense_Mutation_p.S224P|NFATC1_uc010xfj.1_Intron|NFATC1_uc002lnf.2_Missense_Mutation_p.S224P|NFATC1_uc002lng.2_Missense_Mutation_p.S224P|NFATC1_uc010xfk.1_Missense_Mutation_p.S224PNM_006162 NP_006153 O95644 NFAC1_HUMAN3 X SP repeats.|2. 2CCCGCGGCACTCCCCCTCCAC0.701

+ 2 1191 NM_012283 NP_036415 Q9UJ96 KCNG2_HUMANHelical; Name=Segment S6; (Potential). 0TCCTGCTCATGGCCTTCCCGG0.682

+ 13 1737CSNK1G2_uc010dsu.2_Missense_Mutation_p.R357KNM_001319 NP_001310 P78368 KC1G2_HUMAN 1TTCTTCAAGAGGAGAAAGAGA0.652

+ 20 2309DOT1L_uc002lvc.1_Missense_Mutation_p.P52L|uc002lvd.1_5'Flank|DOT1L_uc002lve.1_Missense_Mutation_p.P52LNM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4GTCGGCCGGCCGCGCCTGGAG0.677

+ 2 339NFIC_uc002lxo.2_Missense_Mutation_p.V84M|NFIC_uc010xhh.1_Missense_Mutation_p.V84M|NFIC_uc002lxp.2_Missense_Mutation_p.V93M|NFIC_uc010xhj.1_Missense_Mutation_p.V93M|NFIC_uc002lxq.1_Missense_Mutation_p.V45MNM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0CGAGGACTTCGTGCTGAGCAT0.677

- 7 1618_1619INSR_uc002mge.1_Missense_Mutation_p.Y504H|INSR_uc002mgf.2_Missense_Mutation_p.Y504HNM_000208 NP_000199 P06213 INSR_HUMAN 12GTCCGAATGTAAGAAAATTTAA0.45

- 25 3245 NM_032447 NP_115823 Q75N90 FBN3_HUMANEGF-like 14; calcium-binding. 11GTCCCTTGCACACTCGTCCAC0.617

+ 7 827RAD23A_uc002mvx.1_Nonsense_Mutation_p.Q239*|RAD23A_uc002mvz.1_Nonsense_Mutation_p.Q239*|RAD23A_uc002mwa.1_Nonsense_Mutation_p.Q240*|RAD23A_uc002mvy.1_Nonsense_Mutation_p.Q74*|RAD23A_uc010xmw.1_Nonsense_Mutation_p.Q75*NM_005053 NP_005044 P54725 RD23A_HUMAN 1GGACCAGCCCCAGTTCCAGAA0.642

- 4 1518WIZ_uc002nba.3_Missense_Mutation_p.R366W|WIZ_uc002nbb.3_Missense_Mutation_p.R325WNM_021241 NP_067064 O95785 WIZ_HUMAN 0ATCTCCACCCGTATTTGTTCA0.627

+ 1 493 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMANExtracellular (Potential). 1GGCCATTTTCCACCTCGCCTT0.597

+ 8 2016CILP2_uc002nmw.3_Missense_Mutation_p.S650FNM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1GGCATGTTCTCCGTGGACCTC0.726

- 4 1663 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN 2GGGTTTCTCTCCAGTATGAAT0.388

+ 4 3673ZNF536_uc010edd.1_Missense_Mutation_p.D1179NNM_014717 NP_055532 O15090 ZN536_HUMAN 11GGAGAACAACGATGAAGAGGA0.557

- 3 279CCDC123_uc002ntx.2_5'UTR|CCDC123_uc010edg.2_RNA|CCDC123_uc002ntz.1_Missense_Mutation_p.R64W|CCDC123_uc002nua.2_Missense_Mutation_p.R64W|CCDC123_uc002nub.1_5'UTRNM_032816 NP_116205 Q96ST8 CEP89_HUMAN 0GCAACCGTCCGCCCAGTCAAT0.547

- 6 746RASGRP4_uc010efz.1_RNA|RASGRP4_uc010ega.1_Intron|RASGRP4_uc010xua.1_Missense_Mutation_p.P178S|RASGRP4_uc010xub.1_Missense_Mutation_p.P178S|RASGRP4_uc010xuc.1_Missense_Mutation_p.P178S|RASGRP4_uc010xud.1_Missense_Mutation_p.P178S|RASGRP4_uc010xue.1_Missense_Mutation_p.P178S|RASGRP4_uc010egb.2_IntronNM_170604 NP_733749 Q8TDF6 GRP4_HUMAN 3GGGAGTGGGGGGCCAGGGCCA0.617

+ 20 2646RYR1_uc002oiu.2_Missense_Mutation_p.V839ANM_000540 NP_000531 P21817 RYR1_HUMAN Cytoplasmic. 12CCTCACCTGGTGGGCCCCAGT0.642

+ 13 1754LTBP4_uc002oog.1_Missense_Mutation_p.C548F|LTBP4_uc002ooi.1_Missense_Mutation_p.C518F|LTBP4_uc002ooj.1_5'Flank|LTBP4_uc010xvo.1_5'Flank|LTBP4_uc010ehb.1_5'Flank|LTBP4_uc002ook.1_5'FlankNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMANCys-rich.|EGF-like 3. 1GGCACCCGATGCATTGGTGAG0.682

- 2 123TRAPPC6A_uc002pav.2_Missense_Mutation_p.S49W O75865 TPC6A_HUMAN 0CTCCAGGACCGACAGGCTCAT0.697



- 7 660NOSIP_uc002pol.2_Missense_Mutation_p.E170K|NOSIP_uc010yay.1_RNANM_015953 NP_057037 Q9Y314 NOSIP_HUMAN 1GCCTTGGCTTCGGGCGTCAGC0.662

+ 11 1637NR1H2_uc002prv.3_RNA|NR1H2_uc002prz.3_Missense_Mutation_p.S409L|NR1H2_uc002psa.3_Missense_Mutation_p.S356L|POLD1_uc002psb.3_5'Flank|POLD1_uc002psc.3_5'Flank|POLD1_uc010enx.2_5'FlankNM_007121 NP_009052 P55055 NR1H2_HUMANLigand-binding (Potential). 0CCTCTGCTGTCGGAGATCTGG0.647

- 1 665SYT3_uc002psv.2_Missense_Mutation_p.R11W|SYT3_uc010ycd.1_Missense_Mutation_p.R11WNM_032298 NP_115674 Q9BQG1 SYT3_HUMANVesicular (Potential). 3AGTGCCCGCCGGCAGAGGTCA0.607 rs140892148

- 5 2581NLRP12_uc010eqw.2_Missense_Mutation_p.M70I|NLRP12_uc002qci.3_Missense_Mutation_p.M787I|NLRP12_uc002qcj.3_Missense_Mutation_p.M788I|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.M788INM_144687 NP_653288 P59046 NAL12_HUMAN 7AAAGCAGCATCATGCCTGGGA0.498

+ 8 1419LILRA2_uc010ern.2_3'UTR|LILRA2_uc002qgf.2_Missense_Mutation_p.D427N|LILRA2_uc010ero.2_Missense_Mutation_p.D415N|LILRA2_uc010yfg.1_IntronNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANExtracellular (Potential). 1ACACCCCCAGGATTACACAGT0.587

+ 1 313NLRP8_uc010etg.2_Missense_Mutation_p.W81SNM_176811 NP_789781 Q86W28 NALP8_HUMAN DAPIN. 13ACAGCCAGCTGGGCAGAGGTG0.522

- 5 508C2orf43_uc002rea.1_Missense_Mutation_p.R159C|C2orf43_uc002reb.1_RNA|C2orf43_uc010yka.1_Intron|C2orf43_uc010ykb.1_Missense_Mutation_p.R29C|C2orf43_uc010ykc.1_Missense_Mutation_p.R111C|C2orf43_uc010ykd.1_Intron|C2orf43_uc010yke.1_Missense_Mutation_p.R117C|C2orf43_uc010ykf.1_Missense_Mutation_p.R29CNM_021925 NP_068744 Q9H6V9 CB043_HUMAN 0AGAAAGGCACGAATTACCTGC0.383

- 18 2821 NM_000384 NP_000375 P04114 APOB_HUMAN 27CATCTGGACCCCACTCCTAGC0.498

+ 2 1197SUPT7L_uc002rlh.1_5'Flank|SUPT7L_uc002rli.1_5'Flank|SUPT7L_uc010ymf.1_5'Flank|SUPT7L_uc002rlj.1_5'Flank|SUPT7L_uc010ezh.1_5'FlankNM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0TGTTGGAGAAGAAGATGCTAG0.463

+ 3 798 NM_003124 NP_003115 P35270 SPRE_HUMAN 2AAAGGACGAGTTCAAGTCTGG0.512

+ 9 4114 NM_144993 NP_659430 O43151 TET3_HUMAN 0CTCTGGAGGACGGCTGCGAGG0.677

- 4 615KRCC1_uc002ssp.1_Missense_Mutation_p.S74LNM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN 1AATATTGCATGATCTTGGGTA0.468

+ 4 700CNGA3_uc002syu.2_Missense_Mutation_p.P95S|CNGA3_uc010fij.2_Missense_Mutation_p.P99SNM_001298 NP_001289 Q16281 CNGA3_HUMAN 6GGACCAGGGACCGGACTCTTT0.602

- 10 1797TBC1D8_uc010yvw.1_Missense_Mutation_p.R571C|TBC1D8_uc002tau.3_Missense_Mutation_p.R313CNM_001102426 NP_001095896 O95759 TBCD8_HUMANRab-GAP TBC. 3GGCAGGGAGCGGTGCAGGTCT0.577

+ 2 625 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN SH3 1. 1CGAGGGGAAGGAACCTGGTGA0.592

+ 1 362 NM_002193 NP_002184 P09529 INHBB_HUMAN 3CATGGTCACGGCCCTGCGCAA0.731

- 69 11682 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 27. 50CATCACATTTCCATTTTGCTG0.358

- 55 10793 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 26.|Extracellular (Potential). 29CCACCAGATAGGAATGCACCT0.498

- 275 70159uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T17007K|TTN_uc010zfi.1_Missense_Mutation_p.T16940K|TTN_uc010zfj.1_Missense_Mutation_p.T16815KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GATGGATGCTGTCTTCTGACC0.393

- 44 10570TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Intron|TTN_uc002unb.2_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153TGTGTGGATGGAACTTTGAGA0.378

- 6 1476SATB2_uc010fsq.1_Intron|SATB2_uc002uuz.1_Missense_Mutation_p.Q220P|SATB2_uc002uva.1_Missense_Mutation_p.Q220PNM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1CCCAAACTCCTGGCACTTGGT0.313

- 16 2734 NM_015049 NP_055864 O60296 TRAK2_HUMAN 0AGGCTGGAGGGGGTTCTCTGA0.517

+ 16 2242STK36_uc002viv.2_Missense_Mutation_p.S659F|STK36_uc002viw.2_5'FlankNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11GGAGCCATTTCCTCTGCCCTG0.572

- 5 1353ABCB6_uc010fwe.1_Missense_Mutation_p.R313L|ABCB6_uc010zku.1_IntronNM_005689 NP_005680 Q9NP58 ABCB6_HUMANABC transmembrane type-1. 2CAGGTGCCAGCGCAGTGAGAG0.672

- 7 3168SPHKAP_uc002vpp.2_Missense_Mutation_p.E1041K|SPHKAP_uc010zlx.1_Missense_Mutation_p.E1041KNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10GCTGCCACTTCATTGGCAAAA0.512

+ 1 1177GPR35_uc010fzh.1_Missense_Mutation_p.R232K|GPR35_uc010fzi.1_Missense_Mutation_p.R232KNM_005301 NP_005292 Q9HC97 GPR35_HUMANCytoplasmic (Potential). 3CTGGCCCAGAGGCCACCCACC0.657

+ 3 180FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A2P 0GGGGAAAATGGCTTTGTTGGC0.333 rs145412486

+ 16 2039DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.R553Q|DNMT3B_uc002wye.2_Missense_Mutation_p.R553Q|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.R511Q|DNMT3B_uc010zua.1_Missense_Mutation_p.R477Q|DNMT3B_uc002wyf.2_Missense_Mutation_p.R565Q|DNMT3B_uc002wyg.2_Missense_Mutation_p.R272Q|DNMT3B_uc010geg.2_5'Flank|DNMT3B_uc010geh.2_5'FlankNM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5GCCCGAAGGCGGCCCATTCGA0.587 rs143300013

+ 3 428EPB41L1_uc002xeu.2_Missense_Mutation_p.S24L|EPB41L1_uc010zvo.1_Missense_Mutation_p.S86L|EPB41L1_uc002xev.2_Missense_Mutation_p.S86L|EPB41L1_uc002xew.2_Missense_Mutation_p.S24L|EPB41L1_uc002xex.2_Missense_Mutation_p.S55L|EPB41L1_uc002xey.2_Missense_Mutation_p.S86L|EPB41L1_uc002xez.2_Missense_Mutation_p.S24LNM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3GCCCAGAAATCGCCCCAGAAG0.567

- 18 2164C20orf132_uc002xgk.2_Missense_Mutation_p.M313INM_152503 NP_689716 Q9H579 CT132_HUMAN 0TATTCTTTTCCATGATGTTGA0.453

+ 7 797NCOA3_uc010ght.1_Missense_Mutation_p.R198C|NCOA3_uc002xtl.2_Missense_Mutation_p.R198C|NCOA3_uc002xtm.2_Missense_Mutation_p.R198C|NCOA3_uc002xtn.2_Missense_Mutation_p.R198C|NCOA3_uc010zyc.1_5'UTRNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5ATTTAATTGCCGTATGTTGAT0.378

- 68 9390 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin G-like 2. 3CACGCCTGTCGTGTTCAGCCG0.687

- 21 1714TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.G431E|TPTE_uc002yir.1_Missense_Mutation_p.G411E|TPTE_uc010gkv.1_Missense_Mutation_p.G311ENM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5CGAACATTTTCCTAATGAAAT0.318

- 4 2618 NM_003489 NP_003480 P48552 NRIP1_HUMANRepression domain 2. 0TTATTTGAGAGCAAAGGGCTA0.393

- 1 433 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0GGATGCATTTCGAGTGGGTAT0.353

- 12 1616ERG_uc002yxa.2_Missense_Mutation_p.H434Y|ERG_uc011aek.1_Missense_Mutation_p.H342Y|ERG_uc010gnv.2_Missense_Mutation_p.H318Y|ERG_uc010gnx.2_Missense_Mutation_p.H417Y|ERG_uc011ael.1_Missense_Mutation_p.H441Y|ERG_uc002yxb.2_Missense_Mutation_p.H417YNM_001136155 NP_001129627 P11308 ERG_HUMAN 2828GCTGGAGGGTGGGGCGCCACA0.577

+ 12 1571UBASH3A_uc002zbf.2_Missense_Mutation_p.F474C|UBASH3A_uc010gpc.2_RNA|UBASH3A_uc010gpd.2_RNA|UBASH3A_uc010gpe.2_Missense_Mutation_p.F474CNM_018961 NP_061834 P57075 UBS3A_HUMANPhosphatase-like. 3CCTGGAATCTTTGAATGGACA0.418

+ 11 1310SLC25A18_uc002zmq.1_Nonsense_Mutation_p.W272*NM_031481 NP_113669 Q9H1K4 GHC2_HUMAN Solcar 3. 0GGAAACTCTGGATTCAGGAGG0.547

+ 1 1651BCR_uc002zwx.2_Missense_Mutation_p.R352LNM_004327 NP_004318 P11274 BCR_HUMANKinase.|Binding to ABL SH2-domain. 12CAGTCCAGCCGCGTGTCCCCA0.627

+ 43 7427MYO18B_uc003aca.1_Missense_Mutation_p.D2274N|MYO18B_uc010guy.1_Missense_Mutation_p.D2275N|MYO18B_uc010guz.1_Missense_Mutation_p.D2273N|MYO18B_uc011aka.1_Missense_Mutation_p.D1547N|MYO18B_uc011akb.1_Missense_Mutation_p.D1906N|MYO18B_uc010gva.1_Missense_Mutation_p.D376N|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12CTCTGTGGACGATGCGGGCTG0.597

- 14 1891MYH9_uc003aph.1_Missense_Mutation_p.P418SNM_002473 NP_002464 P35579 MYH9_HUMANMyosin head-like. 11TGGAACTTGGGGTGGGTGCCC0.612

- 3 692 NM_006078 NP_006069 Q9Y698 CCG2_HUMANHelical; (Potential). 0GATGCCGGCACTCAGGATGAT0.562

+ 7 2541TRIOBP_uc003atu.2_Missense_Mutation_p.S585F|TRIOBP_uc003atq.1_Missense_Mutation_p.S757F|TRIOBP_uc003ats.1_Missense_Mutation_p.S585FNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CCCAGAGCCTCCTCTCCTAAC0.567

+ 5 799 NM_006855 NP_006846 O43731 ERD23_HUMAN 2AATGCCAATCTGAGGACCTTC0.363

+ 16 2107ACO2_uc003bad.2_Missense_Mutation_p.H720Q|POLR3H_uc003bae.2_RNA|POLR3H_uc003baf.2_3'UTR|POLR3H_uc003bag.2_3'UTR|POLR3H_uc003bai.2_3'UTRNM_001098 NP_001089 Q99798 ACON_HUMAN 4CCAGGATCCACGGTGAGCTGG0.627

+ 3 378TSPO_uc003bdn.2_Missense_Mutation_p.R162CNM_007311 NP_009295 B1AH88 TSPOB_HUMAN 0CCATGGCTGGCGTGGGGGACG0.677

- 8 1292PNPLA5_uc011aqc.1_Missense_Mutation_p.I259F|PNPLA5_uc003beh.2_Missense_Mutation_p.I285FNM_138814 NP_620169 Q7Z6Z6 PLPL5_HUMAN 0CCTCACCTGATGGGCCCAAGG0.672



- 4 750ZNF385D_uc010hfb.1_RNANM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5GCTTATTTTTCATGGCTTCCA0.463

- 2 994XIRP1_uc003cji.2_Missense_Mutation_p.R258Q|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8GATCTCCTCCCGGCATGCGGC0.612

- 7 865AMT_uc011bcn.1_Intron|AMT_uc003cwx.2_Missense_Mutation_p.A246P|AMT_uc011bco.1_Missense_Mutation_p.A202P|AMT_uc003cwy.2_Missense_Mutation_p.A198P|AMT_uc011bcp.1_Missense_Mutation_p.A149P|AMT_uc011bcq.1_Missense_Mutation_p.A190PNM_000481 NP_000472 P48728 GCST_HUMAN 1TTCAGAATAGCTGTTGCCAGG0.587

+ 2 594GRM2_uc003dbo.3_Intron|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANExtracellular (Potential). 1TGGCTCACGCCACATCTGCCC0.582

+ 49 7872 NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3GTGCACAGATGATGCAGGTGA0.398

- 5 588IL17RD_uc003dik.2_Missense_Mutation_p.P143S|IL17RD_uc010hna.2_Missense_Mutation_p.P23S|IL17RD_uc011bex.1_Missense_Mutation_p.P23SNM_017563 NP_060033 Q8NFM7 I17RD_HUMANExtracellular (Potential). 0TTAATGGAAGGAAAAGGGACA0.408

+ 21 3814FLNB_uc010hne.2_Missense_Mutation_p.P1217S|FLNB_uc003djk.2_Missense_Mutation_p.P1217S|FLNB_uc010hnf.2_Missense_Mutation_p.P1217S|FLNB_uc003djl.2_Missense_Mutation_p.P1048S|FLNB_uc003djm.2_Missense_Mutation_p.P1048SNM_001457 NP_001448 O75369 FLNB_HUMANInteraction with FBLP1.|Filamin 10. 19GCCACACTTCCCCGCCCGGGT0.537

- 5 1284MAGI1_uc003dmm.2_Splice_Site_p.A253_splice|MAGI1_uc003dmo.2_Splice_Site_p.A253_splice|MAGI1_uc003dmp.2_Splice_Site_p.A253_splice|MAGI1_uc010hny.2_Missense_Mutation_p.A138P|MAGI1_uc003dmr.2_Missense_Mutation_p.A254PNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6CCAGAATCGGCTGCTTAATCA0.448

- 2 738CCDC80_uc011bhv.1_Missense_Mutation_p.D174N|CCDC80_uc003dzg.2_Missense_Mutation_p.D174N|CCDC80_uc003dzh.1_Missense_Mutation_p.D174NNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2CAGTACACATCGTCCTTCAGC0.567

+ 4 457PLS1_uc003euz.2_Missense_Mutation_p.E100K|PLS1_uc003eva.2_Missense_Mutation_p.E100KNM_001145319 NP_001138791 Q14651 PLSI_HUMAN 1TAACAAGAGGGAAGGGATTAC0.343

- 1 301 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4ACAGTGGTTTCCCTCTGATTG0.428

+ 4 698HERC6_uc003hrp.1_RNA|HERC6_uc011cdj.1_Missense_Mutation_p.P172L|HERC6_uc011cdk.1_RNA|HERC6_uc011cdl.1_RNANM_017912 NP_060382 Q8IVU3 HERC6_HUMAN RCC1 3. 5CAAGCCAGCCCGCAGAGGGTG0.592

+ 1 600MMRN1_uc010iku.2_Nonsense_Mutation_p.R143*NM_007351 NP_031377 Q13201 MMRN1_HUMAN 4cGTGGGAAATCGAGCCCCACG0.353

- 2 285 NM_000134 NP_000125 P12104 FABPI_HUMAN 1AGTTCAGTTCCGTCTGCTAGA0.318

+ 1 86 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 18CGAGTGTTTTGGCTACTGTCA0.617

+ 13 2708GRIA2_uc011cit.1_Missense_Mutation_p.S703F|GRIA2_uc003ipl.3_Missense_Mutation_p.S750F|GRIA2_uc003ipk.3_Missense_Mutation_p.S703F|GRIA2_uc010iqh.1_RNA|GRIA2_uc011ciu.1_Missense_Mutation_p.S60F|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_Missense_Mutation_p.S60F|GRIA2_uc011ciy.1_Missense_Mutation_p.S60F|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANExtracellular (Potential). 4AACCTGGATTCCAAAGGCTAT0.438

- 4 546 C4orf45_uc010iqt.1_RNANM_152543 NP_689756 Q96LM5 CD045_HUMAN 0AAGAATAGCCCATTTGGAATT0.443

- 2 1017 NM_005958 NP_005949 P48039 MTR1A_HUMANCytoplasmic (Potential). 5GAGACGGTTTCCATTTAACCC0.478

+ 6 667 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0TTTATTAGATGCAATGAAGCA0.368

- 4 448 NM_020040 NP_064424 Q99867 TBB4Q_HUMAN 0CTAATGAGAAGGGTACCCATC0.557

- 20 3198 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31ACAGTTCACTGCTCCACTGTC0.483

- 1 361SLC45A2_uc003jie.2_Missense_Mutation_p.S90L|SLC45A2_uc003jif.3_Missense_Mutation_p.S90L|SLC45A2_uc011coe.1_Missense_Mutation_p.S90LNM_016180 NP_057264 Q9UMX9 S45A2_HUMANCytoplasmic (Potential). 3GTCGCTGGCCGATCCGACCAC0.642

+ 14 1645PARP8_uc011cpz.1_Missense_Mutation_p.R380H|PARP8_uc003joo.2_Missense_Mutation_p.R488H|PARP8_uc003jop.2_Missense_Mutation_p.R488HNM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5GTACGAGACCGTGGCTTCCTG0.294

+ 1 1439SNX18_uc011cqg.1_Missense_Mutation_p.A417T|SNX18_uc003jpi.3_Missense_Mutation_p.A417TNM_052870 NP_443102 Q96RF0 SNX18_HUMAN 0GCCCCCCGCCGCTGCCCTTGA0.617

- 14 2212PCSK1_uc010jbi.1_Missense_Mutation_p.R359QNM_000439 NP_000430 P29120 NEC1_HUMAN 2TTGCAGGAGTCGCAGCATGGC0.542

- 9 2817SHROOM1_uc003kxy.1_Missense_Mutation_p.R671PNM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN ASD2. 1CCCCTGCAGCCGCTCCTGCTC0.682

- 14 2102KLHL3_uc011cyc.1_Missense_Mutation_p.S288L|KLHL3_uc003lbr.3_Missense_Mutation_p.S471L|KLHL3_uc011cyd.1_RNANM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 6. 0GTACTCCACCGAAGCCAAGTT0.532

- 10 2107NRG2_uc003lev.1_Missense_Mutation_p.A636T|NRG2_uc003lew.1_Missense_Mutation_p.A630T|NRG2_uc003ley.1_Missense_Mutation_p.A622TNM_004883 NP_004874 O14511 NRG2_HUMANCytoplasmic (Potential). 6AGCGACACGGCGTGCGCCGAG0.592

- 2 399JAKMIP2_uc011dbx.1_Intron|JAKMIP2_uc003lor.1_Missense_Mutation_p.R6Q|JAKMIP2_uc010jgo.1_Missense_Mutation_p.R6QNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN 2GCCCTTATTTCGCCCTTTCTT0.458

- 2 828CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0GCGGGTGGGTCACCACCCCCC0.572

- 9 1546 NM_005990 NP_005981 O94804 STK10_HUMAN 8TCCATTGACACGGGTCGGGAC0.612

- 13 2077UIMC1_uc003mfc.1_Missense_Mutation_p.S514L|UIMC1_uc003mfd.1_Missense_Mutation_p.S267LNM_016290 NP_057374 Q96RL1 UIMC1_HUMAN 4GTCCTCACCTGAAGTCTTGTG0.483

+ 13 1770 NM_003052 NP_003043 Q06495 NPT2A_HUMANHelical; Name=M8; (Potential). 1CTTCGTGGTGCTCATCAATGT0.632

+ 7 1619FARS2_uc003mwr.2_Missense_Mutation_p.R428KNM_006567 NP_006558 O95363 SYFM_HUMAN FDX-ACB. 0CTGTCCCAGAGAGAGGTCAGG0.597

+ 7 1584 NM_033229 NP_150232 Q9C019 TRI15_HUMAN B30.2/SPRY. 0GGGGGTGGCCGGGGAGGGGGT0.731

+ 2 261MICB_uc011dnm.1_Missense_Mutation_p.G17R|MICB_uc003nto.3_Missense_Mutation_p.G49RNM_005931 NP_005922 Q29980 MICB_HUMANExtracellular (Potential). 0TCTCGCTGAGGGACATCTGGA0.562

- 1 807 NR_001444 0AGTTAGACAGGAGGCAGCAGC0.577

+ 76 11602DNAH8_uc003oog.1_Missense_Mutation_p.A117T|uc003oof.1_IntronNM_001371 NP_001362 21GCATGTGGCTGCAGAAACTGA0.507

+ 6 1883GPR115_uc003oyz.1_Missense_Mutation_p.G599D|GPR115_uc003ozb.1_Missense_Mutation_p.G540DNM_153838 NP_722580 Q8IZF3 GP115_HUMANExtracellular (Potential). 8CCAGAGAAAGGCTACATGAGA0.478

- 45 7257COL12A1_uc003pht.2_Missense_Mutation_p.S1200LNM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 4. 9TTGCACAAATGAAACCTGAAG0.443

+ 3 568FABP7_uc003pzd.2_Missense_Mutation_p.L92I|FABP7_uc003pze.1_3'UTRNM_001446 NP_001437 O15540 FABP7_HUMAN 0TGGAGACAAACTTGTTCACAT0.353

- 12 1817MAP7_uc011edf.1_Missense_Mutation_p.T509M|MAP7_uc011edg.1_Missense_Mutation_p.T554M|MAP7_uc010kgu.2_Missense_Mutation_p.T546M|MAP7_uc011edh.1_Missense_Mutation_p.T509M|MAP7_uc010kgv.2_Missense_Mutation_p.T546M|MAP7_uc010kgs.2_Missense_Mutation_p.T378M|MAP7_uc011edi.1_Missense_Mutation_p.T378M|MAP7_uc010kgq.1_Missense_Mutation_p.T430M|MAP7_uc003qha.1_Missense_Mutation_p.T487MNM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0ACGGCGAGTCGTCCTCTCTTC0.582

- 2 173 ADAT2_uc003qjk.1_RNANM_182503 NP_872309 Q7Z6V5 ADAT2_HUMAN 0CAGCCAACAGGAACTTCAGTA0.388

+ 8 3010GRM1_uc010khv.1_Missense_Mutation_p.R847H|GRM1_uc003qll.2_Missense_Mutation_p.R847H|GRM1_uc011edz.1_Missense_Mutation_p.R847H|GRM1_uc011eea.1_Missense_Mutation_p.R847HNM_000838 NP_000829 Q13255 GRM1_HUMANCytoplasmic (Potential). 19AGGAATGTCCGCAGTGCCTTC0.512

+ 11 1619 NM_000876 NP_000867 P11717 MPRI_HUMAN4.|Lumenal (Potential). 3CGCGCTGGTCCGCCATGCAGG0.532

+ 18 2589MLLT4_uc003qwb.1_Missense_Mutation_p.A801V|MLLT4_uc003qwc.1_Missense_Mutation_p.A817V|MLLT4_uc003qwg.1_Missense_Mutation_p.A126VNM_001040001 NP_001035090 P55196 AFAD_HUMAN Dilute. 5TACTGGGGTGCGATTATCCGT0.537

- 16 1605DGKB_uc011jxt.1_Missense_Mutation_p.G454E|DGKB_uc003sta.2_Missense_Mutation_p.G473E|DGKB_uc011jxu.1_Missense_Mutation_p.G472ENM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12TGGTCCATTTCCAGAAAGACT0.289



+ 5 600UPP1_uc003tok.2_Missense_Mutation_p.P24L|UPP1_uc003tol.2_Missense_Mutation_p.P24L|UPP1_uc011kcg.1_Missense_Mutation_p.P24L|UPP1_uc011kch.1_Intron|UPP1_uc003ton.2_Intron|UPP1_uc003too.2_IntronNM_181597 NP_853628 Q16831 UPP1_HUMAN 0CTTTTAAATCCAAACATAGCA0.413

+ 17 4934ABCA13_uc010kyr.2_Missense_Mutation_p.D1140NNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ACTGATAAGGGATGTGTTCAA0.388

- 7 925HGF_uc003uhm.2_Missense_Mutation_p.G249S|HGF_uc003uhn.1_Missense_Mutation_p.G254S|HGF_uc003uho.1_Missense_Mutation_p.G249SNM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4TCATCAAAGCCCTTGTCGGGA0.493

+ 23 3676CUX1_uc003uys.3_Missense_Mutation_p.R1224Q|CUX1_uc003uyt.2_Intron|CUX1_uc011kkn.1_Intron|CUX1_uc003uyw.2_Intron|CUX1_uc003uyv.2_Intron|CUX1_uc003uyu.2_IntronNM_181552 NP_853530 P39880 CUX1_HUMAN 8ATGAAGCGGCGGCACAGCTCA0.657

- 4 2400 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34TACTGTATCTCGTTGACAAAG0.398

+ 1 1383 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCytoplasmic (Potential).p.R140H(1) 5GTACAAGGATCGCAGGCGAGA0.602

+ 22 3290 NM_024913 NP_079189 A4D0V7 CG058_HUMAN 9TTTCTACAGGGGAAGTGTGGA0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 5 983PRSS37_uc011krk.1_Missense_Mutation_p.G191E|PRSS37_uc011krl.1_Missense_Mutation_p.G203E|PRSS37_uc003vwt.1_Missense_Mutation_p.G191ENM_001008270 NP_001008271 A4D1T9 PRS37_HUMANPeptidase S1. 1CACCTCGATTCCCTGGAGCTT0.443

- 1 99 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMANHelical; Name=1; (Potential). 1TCACTAAATAGAAGAAAAAGA0.433

+ 1 737 NM_001004685 NP_001004685 O95006 OR2F2_HUMANHelical; Name=6; (Potential). 4TCTCACCTCACGGTGGTTGCC0.517

- 2 271 NM_003840 NP_003831 Q9UBN6 TR10D_HUMANExtracellular (Potential).|TNFR-Cys 1. 0TTCGTCCTGCCGGGGGATGGT0.582

- 5 1124_1125uc003xdj.2_5'Flank|uc003xdi.2_5'FlankNM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 2. 3TGCAGTCCATGGAGAATGGCCA0.604

- 1 771WRN_uc003xio.3_5'Flank|PURG_uc003xim.1_Missense_Mutation_p.R251QNM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0TCCACCTCTTCGTTCTTCTAT0.453

- 2 306 PMP2_uc010lzv.1_IntronNM_002677 NP_002668 P02689 MYP2_HUMAN 0TCTTCAAATTCCTGGCCTAGC0.398

- 9 960CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.G254S|CA1_uc003ydi.2_Missense_Mutation_p.G254SNM_001738 NP_001729 P00915 CAH1_HUMAN 2ACTGTTCTGCCCTTCAGAGGT0.448 rs121909577

- 13 1731CDH17_uc011lgo.1_Missense_Mutation_p.P322S|CDH17_uc011lgp.1_Missense_Mutation_p.P536SNM_004063 NP_004054 Q12864 CAD17_HUMANExtracellular (Potential).|Cadherin 5. 6AGAGGCTCAGGATTTTCTGCT0.403

- 5 853MTERFD1_uc003yhr.1_Missense_Mutation_p.D138N|MTERFD1_uc010mbd.1_Missense_Mutation_p.D259NNM_015942 NP_057026 Q96E29 MTER1_HUMAN 1AATCTGTTATCCAGTCTTTCC0.348

- 2 481TRPS1_uc011lhy.1_Missense_Mutation_p.P12S|TRPS1_uc003yny.2_Missense_Mutation_p.P21S|TRPS1_uc010mcy.2_Missense_Mutation_p.P8SNM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN 7TTTCTCAGAGGGGGGTTCTTT0.418

+ 7 1160DEPDC6_uc011lid.1_Missense_Mutation_p.P224SNM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0TCCCGGGGCTCCGTATGCAAG0.507

- 17 2755 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0TCCCCACTGGGCTCTGAGACC0.672

+ 7 956C9orf68_uc003zik.2_IntronNM_004170 NP_004161 P43005 EAA3_HUMAN 0TGGATTTCTTCAATGCTTTGA0.418

- 1 2961RANBP6_uc011lmf.1_Missense_Mutation_p.I632L|RANBP6_uc003zjs.2_Missense_Mutation_p.I572LNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3ATCTTCCCTATTGCTGAGATA0.363

- 1 368 NM_005454 NP_005445 O95813 CER1_HUMAN 0GGACTGGGTCCCAGGTGGGAA0.493

- 1 3853 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26TCCTGGTTCCGCTTAAGCCGC0.463

- 9 3304PIGO_uc003zwc.1_3'UTR|PIGO_uc003zwe.2_Missense_Mutation_p.R553W|PIGO_uc003zwf.2_Missense_Mutation_p.R553W|PIGO_uc003zwg.1_3'UTRNM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3TGTCTCTTCCGCAGCCCTTGA0.607

- 2 443 NM_001100111 NP_001093581 0CAAAGCTTTTCTCTGGACACA0.438

- 9 2001ROR2_uc004ari.1_Missense_Mutation_p.A461VNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential).|Protein kinase. 20CTCCATCCCCGCCGCGATCTG0.622

- 1 454 NM_001001961 NP_001001961 Q8NGS6 O13C3_HUMANCytoplasmic (Potential). 1GCCACATAACGATCAAATGCC0.473

- 5 672UCK1_uc010mzk.2_Missense_Mutation_p.V182M|UCK1_uc004cba.2_Intron|UCK1_uc004caz.2_RNANM_031432 NP_113620 Q9HA47 UCK1_HUMAN 0GCCGGCTTCACGAAGGTGGTG0.617

- 30 3780C9orf167_uc011mew.1_Intron|PNPLA7_uc004cnd.1_Intron|PNPLA7_uc004cne.1_Missense_Mutation_p.T414M|PNPLA7_uc011mfa.1_Missense_Mutation_p.T556M|PNPLA7_uc010ncj.1_Missense_Mutation_p.T1173M|NELF_uc004cna.2_5'Flank|NELF_uc011mez.1_5'Flank|NELF_uc004cmz.2_5'Flank|NELF_uc004cnc.2_5'Flank|NELF_uc004cnb.2_5'FlankNM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN 1GGCCAGGCGCGTCTGAATCTC0.662

+ 11 1647ARSF_uc004crf.1_Missense_Mutation_p.V476INM_004042 NP_004033 P54793 ARSF_HUMAN 2TGTGACCCCGGTATTCCAGCC0.363

- 7 7904 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 10. 8CTCTGCAGATCGGTGCCATTG0.647

+ 1 683 NM_182699 NP_874358 Q86TM3 DDX53_HUMAN 3CTGGAGAAAGGAAAATTTCAA0.388

+ 4 1045MAGEB1_uc004dcd.2_Missense_Mutation_p.R242H|MAGEB1_uc004dce.2_Missense_Mutation_p.R242HNM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0GGGGAACCCCGTAAGTTCATC0.488

- 66 9884HUWE1_uc004dsn.2_Missense_Mutation_p.H1969RNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17GTACCTGTTATGGCTGCTGCT0.388

- 17 3402WNK3_uc004dtc.1_Missense_Mutation_p.P988LNM_001002838 NP_001002838 Q9BYP7 WNK3_HUMAN 11ACATTCAGCTGGAACTGCACG0.443

- 7 1047ZDHHC15_uc004ech.2_Missense_Mutation_p.T181M|ZDHHC15_uc011mqo.1_IntronNM_144969 NP_659406 Q96MV8 ZDH15_HUMANHelical; (Potential). 2GAAGACTGTCGTAGCAATGTA0.373

- 4 951 NM_153448 NP_703149 Q8N693 ESX1_HUMAN7.|15 X 9 AA tandem repeats of P-P-x-x-P-x- P-P-x. 1CGCCATGGGCGGCCAGGGTGG0.672

- 3 627LRCH2_uc004epz.2_Missense_Mutation_p.G199ENM_020871 NP_065922 Q5VUJ6 LRCH2_HUMAN LRR 5. 1TTTTAACTTCCCAATTTCTTC0.289

+ 32 3568DOCK11_uc004eqq.2_Missense_Mutation_p.P948SNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3ATTGTACCTCCCCTTTGTTGG0.333

- 2 1117 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN Potential. 0TTTTCCACATCCTTCTCTTTT0.448

+ 8 1011STAG2_uc004eua.2_Missense_Mutation_p.M224I|STAG2_uc004eub.2_Missense_Mutation_p.M224I|STAG2_uc004euc.2_Missense_Mutation_p.M224I|STAG2_uc004eud.2_Missense_Mutation_p.M224I|STAG2_uc004eue.2_Missense_Mutation_p.M224INM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5AAATAGCTATGAAGTTGATGA0.289

- 4 339CD99L2_uc004fek.2_RNA|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_Missense_Mutation_p.A74VNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential). 3CAAAGCATCAGCCAAGTCCAA0.438

+ 16 3093 NM_017514 NP_059984 P51805 PLXA3_HUMANIPT/TIG 2.|Extracellular (Potential). 3GAGGGACAGCGAGTGCCAGTT0.697

- 11 1854TESK2_uc009vxr.1_Missense_Mutation_p.P455Q|TESK2_uc010olo.1_Missense_Mutation_p.P401Q|TESK2_uc009vxs.1_Missense_Mutation_p.P276QNM_007170 NP_009101 Q96S53 TESK2_HUMAN 5ACTTAGGCGTGGTGGGGGCCC0.552

+ 6 813LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.G211E|LPHN2_uc001div.2_Missense_Mutation_p.G211E|LPHN2_uc009wcd.2_Missense_Mutation_p.G211ENM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GATGGTACTGGATTTGTGGTG0.358



+ 22 3137PKN2_uc010osp.1_Missense_Mutation_p.P916Q|PKN2_uc010osq.1_Missense_Mutation_p.P775Q|PKN2_uc009wcv.2_Missense_Mutation_p.P884Q|PKN2_uc010osr.1_Missense_Mutation_p.P597QNM_006256 NP_006247 Q16513 PKN2_HUMANAGC-kinase C-terminal. 3GTAAAGCCACCATTTATACCT0.358

- 8 1208TBX15_uc009whj.1_Missense_Mutation_p.R122QNM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2CATGTTGCTTCGGGCACATGG0.537

+ 12 1449NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.G327E|ITGA10_uc009wiw.2_Missense_Mutation_p.G315E|ITGA10_uc010oyw.1_Missense_Mutation_p.G403ENM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential).|FG-GAP 4. 8AGACATCGAGGAAAAGTCATC0.547

- 3 1734 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2CTATTGCCTTCCTCTGAAGCC0.542

- 4 395RGS16_uc010pnv.1_Missense_Mutation_p.A81PNM_002928 NP_002919 O15492 RGS16_HUMAN RGS. 1TTCAGGAAAGCGTGGAAGGCA0.532

+ 16 3192_3193 NM_002293 NP_002284 P11047 LAMC1_HUMANLaminin EGF-like 10. 5TGGACCTGAAGGCTGCAAACGT0.54

- 2 130AKT3_uc001hzz.1_Missense_Mutation_p.E17KNM_005465 NP_005456 Q9Y243 AKT3_HUMAN PH. 4 TTTATATATTCTCCTACATGA0.348

+ 22 3072 NM_000392 NP_000383 Q92887 MRP2_HUMANHelical; Name=12; (By similarity). 1GGATTGTTTTCGATATTCTTC0.413

+ 2 206_207 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0CAATTCCATCGGAATGGGACAG0.525

- 9 1089LPXN_uc009ymp.2_Missense_Mutation_p.P185L|LPXN_uc010rkj.1_Missense_Mutation_p.P320L|LPXN_uc010rkk.1_Missense_Mutation_p.P295LNM_004811 NP_004802 O60711 LPXN_HUMANLIM zinc-binding 3. 1CTCACAGAATGGACGTCCATC0.517

+ 7 713CCDC91_uc001rio.2_Missense_Mutation_p.E203K|CCDC91_uc009zjk.2_RNA|CCDC91_uc001rip.1_Missense_Mutation_p.E233K|CCDC91_uc001rir.2_Missense_Mutation_p.E71K|CCDC91_uc009zjl.2_IntronNM_018318 NP_060788 Q7Z6B0 CCD91_HUMANHomodimerization. 1AGAAGCTATTGAAAAACAGTA0.363

- 13 1517_1518SLC24A6_uc001tuz.2_Missense_Mutation_p.A141V|SLC24A6_uc001tva.2_RNA|SLC24A6_uc001tvb.2_Missense_Mutation_p.A174VNM_024959 NP_079235 Q6J4K2 NCKX6_HUMANHelical; Name=9; (Potential). 1CCTCTGTGGCGGCCGCGTTGAT0.619

+ 12 1707ATP12A_uc010aaa.2_Missense_Mutation_p.I513TNM_001676 NP_001667 P54707 AT12A_HUMANCytoplasmic (Potential). 6CAGCTCTCCATCCACGAGATG0.517

- 1 511 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANExtracellular (Potential). 2ATAACATTGGGACCACAGAAG0.483

- 2 1083SLC8A3_uc001xlw.2_Missense_Mutation_p.R110K|SLC8A3_uc001xlx.2_Missense_Mutation_p.R110K|SLC8A3_uc001xlz.2_Missense_Mutation_p.R110K|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANCytoplasmic (Potential). 7TGTCACCTCCCTCTCTTGAGA0.478

+ 19 5338SIPA1L1_uc001xmt.2_Missense_Mutation_p.D1643N|SIPA1L1_uc001xmu.2_Missense_Mutation_p.D1643N|SIPA1L1_uc001xmv.2_Missense_Mutation_p.D1664N|SIPA1L1_uc010ttm.1_Missense_Mutation_p.D1118N|SIPA1L1_uc001xmw.2_Missense_Mutation_p.D429NNM_015556 NP_056371 O43166 SI1L1_HUMAN 4GCCTATGCCCGACCCTGGCCT0.587

- 3 338 NM_014691 NP_055506 O60306 AQR_HUMAN 1TTGACAATCTCTTTTTCATAT0.279

+ 13 3141CGNL1_uc010bfw.2_Missense_Mutation_p.R1022QNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Potential. 11GAAGAGTTACGGGACTACCAG0.537

+ 3 427ST8SIA2_uc002brb.2_Missense_Mutation_p.T70MNM_006011 NP_006002 Q92186 SIA8B_HUMANLumenal (Potential). 0CATAACCAGACGCTCTCTCTG0.463

- 11 3798 NM_001116 NP_001107 O60503 ADCY9_HUMANGuanylate cyclase 2.|Cytoplasmic (Potential). 6CCGATGAGCTCGTTGAGGACC0.587

- 6 581PDXDC1_uc002ddc.2_Intron|RRN3_uc010uzp.1_Missense_Mutation_p.D72E|RRN3_uc010uzq.1_Missense_Mutation_p.D141E|RRN3_uc002ddf.1_Missense_Mutation_p.D171ENM_018427 NP_060897 Q9NYV6 RRN3_HUMAN 1CATCATCAGAATCTGAAACAT0.239

- 5 1338ADAMTS18_uc010chc.1_5'Flank|ADAMTS18_uc002ffe.1_Missense_Mutation_p.E3K|ADAMTS18_uc010vni.1_RNANM_199355 NP_955387 Q8TE60 ATS18_HUMANPeptidase M12B. 18CCATGCTTTTCCACCATTTTC0.463

+ 8 1530LRRC50_uc010vnw.1_Missense_Mutation_p.P214LNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0CCACCACCCCCGCCACCTGTG0.607

+ 8 1255CHD3_uc002gjd.2_Missense_Mutation_p.E428K|CHD3_uc002gjf.2_Missense_Mutation_p.E369K|CHD3_uc002gjg.1_Missense_Mutation_p.E197KNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1GGCCGGGGAGGAGGAGGTTGA0.438

- 8 996CCT6B_uc010ctg.2_Missense_Mutation_p.S264F|CCT6B_uc010wcc.1_Missense_Mutation_p.S256FNM_006584 NP_006575 Q92526 TCPW_HUMAN 1AGAATCTAAGGAAAATGGATC0.224

- 49 6163ACACA_uc002hnk.2_Missense_Mutation_p.R1913Q|ACACA_uc002hnl.2_Missense_Mutation_p.R1933Q|ACACA_uc002hnn.2_Missense_Mutation_p.R1991Q|ACACA_uc002hno.2_Missense_Mutation_p.R2028Q|ACACA_uc010cuy.2_Missense_Mutation_p.R636Q|ACACA_uc010wdb.1_Missense_Mutation_p.R29Q|ACACA_uc010wdc.1_Missense_Mutation_p.R117QNM_198836 NP_942133 Q13085 ACACA_HUMANCarboxyltransferase. 2TTCTACTGTTCGGGTTTCTAC0.458

+ 3 436CD300LG_uc002iel.1_Intron|CD300LG_uc010czk.2_Missense_Mutation_p.P132L|CD300LG_uc010wil.1_Intron|CD300LG_uc010czl.2_IntronNM_145273 NP_660316 Q6UXG3 CLM9_HUMANExtracellular (Potential). 0TGCTGTCCTCCCTCCCCTTCT0.587

+ 10 1574KIAA1328_uc002lab.2_3'UTR|KIAA1328_uc002lac.1_Nonsense_Mutation_p.Q377*|KIAA1328_uc010dnc.1_RNANM_020776 NP_065827 Q86T90 K1328_HUMAN 1GGATTTGGTTCAGTCTCTGAG0.458

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

- 1 38 NM_001005190 NP_001005190 O76100 OR7AA_HUMANExtracellular (Potential). 0TCCCAGGAGAAGAAATTCTAA0.358

- 4 743ZNF626_uc002npc.1_Missense_Mutation_p.G122ENM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCCCTCCAGTATG0.363

- 4 1027ZNF91_uc010xrj.1_Missense_Mutation_p.H273RNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0GGTTGAAGAATGGCTAAAAGC0.413

+ 73 10887RYR1_uc002oiu.2_Missense_Mutation_p.A3581V|RYR1_uc002oiv.1_Missense_Mutation_p.A501V|RYR1_uc010xuf.1_Missense_Mutation_p.A506VNM_000540 NP_000531 P21817 RYR1_HUMAN 12GAGGAGGACGCCGATGACCCC0.652

+ 4 1894ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.K598NNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0GACATAGGAAAATTCATACTG0.423

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

+ 7 1015ZNF761_uc010ydy.1_Missense_Mutation_p.T132I|ZNF761_uc002qbt.1_Missense_Mutation_p.T132INM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1AGGCCCAAAACCCATATATCT0.358

- 16 2414 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8GAGAGGGAGGGGACCAGGTAC0.478

+ 2 1334ZNF638_uc010fec.2_Missense_Mutation_p.S445P|ZNF638_uc010yqw.1_Intron|ZNF638_uc002shw.2_Missense_Mutation_p.S339P|ZNF638_uc002shy.2_Missense_Mutation_p.S339P|ZNF638_uc002shz.2_Missense_Mutation_p.S339P|ZNF638_uc002sia.2_Missense_Mutation_p.S339P|ZNF638_uc002sib.1_Missense_Mutation_p.S339PNM_014497 NP_055312 Q14966 ZN638_HUMAN 4ACCTTTTTCGTCGGAATTAAT0.398

- 8 1996ZEB2_uc002tvv.2_Missense_Mutation_p.P500S|ZEB2_uc010zbm.1_Missense_Mutation_p.P477S|ZEB2_uc010fnp.2_Intron|ZEB2_uc010fnq.1_Missense_Mutation_p.P535SNM_014795 NP_055610 O60315 ZEB2_HUMAN 9GGAATATTAGGAGAAGTAACT0.413

+ 4 391_392RQCD1_uc002vih.1_Missense_Mutation_p.P131F|RQCD1_uc010zki.1_Missense_Mutation_p.P131FNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CAAAACACGTCCCTTTGAGTAT0.426

+ 9 1223 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9CATTGGTGTTCGAGAGGGTGA0.567

+ 6 801LPIN3_uc010ggh.2_Missense_Mutation_p.P238L|LPIN3_uc010zwf.1_RNANM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN 4GAGCCCAGTCCCCTAAGAGCC0.632

- 4 843XKR3_uc011agf.1_Missense_Mutation_p.R249CNM_175878 NP_787074 Q5GH77 XKR3_HUMANHelical; (Potential). 3GTCACTACACGTGAGATAACC0.423

- 20 3679 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANIII.|Helical; Name=S3 of repeat III; (Potential). 10CCACTCACATTCACAATGAGG0.537

- 10 890 NM_004704 NP_004695 O43818 U3IP2_HUMAN WD 4. 3AGCCACAGCGTCCTGGTGTCC0.632

+ 4 382NISCH_uc003ded.3_Missense_Mutation_p.P104S|NISCH_uc003dec.1_Missense_Mutation_p.P104SNM_007184 NP_009115 Q9Y2I1 NISCH_HUMANPX.|Necessary for binding to phosphoinositide-3-P; not sufficient for targeting to endosomes.4GGCTGCCTTCCCTGGCGTGAC0.517

+ 8 1057SH3BP2_uc011bvp.1_Missense_Mutation_p.G341R|SH3BP2_uc003gfj.3_Missense_Mutation_p.G370R|SH3BP2_uc003gfk.3_Missense_Mutation_p.G313R|SH3BP2_uc003gfl.3_Missense_Mutation_p.G246R|SH3BP2_uc003gfm.3_Missense_Mutation_p.G288RNM_001122681 NP_001116153 P78314 3BP2_HUMAN 1CCCTGGCCACGGGGCCTGCTC0.672 rs141518457



+ 1 225LPHN3_uc003hcq.3_Missense_Mutation_p.H18Y|LPHN3_uc010ihg.1_Missense_Mutation_p.H18YNM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN p.H18R(1) 18TCCAATAATTCATGGTAAGAT0.383

+ 4 965MUC7_uc011cau.1_Missense_Mutation_p.P226L|MUC7_uc003hfj.2_Missense_Mutation_p.P226L|uc011cav.1_IntronNM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4CCAGCTCCACCATCTTCCTCA0.582

+ 8 3417MMRN1_uc010iku.2_Missense_Mutation_p.P419S|MMRN1_uc011cds.1_Missense_Mutation_p.P858SNM_007351 NP_031377 Q13201 MMRN1_HUMAN C1q. 4TATACCTGGTCCTATCCTGTT0.363

- 5 551DCHS2_uc003inx.2_Missense_Mutation_p.T778MNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 2. 4ACTGATGCTCGTCACATAGGT0.498 rs148693426

- 3 355TRIML2_uc003izj.1_5'UTR|TRIML2_uc003izk.1_5'UTR|TRIML2_uc011cle.1_Missense_Mutation_p.E157K|TRIML2_uc011clf.1_Missense_Mutation_p.E157KNM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN Potential. 2TGTAGCATTTCCTGGAACATC0.403

- 14 1925MYO10_uc010itx.2_Nonsense_Mutation_p.W109*NM_012334 NP_036466 Q9HD67 MYO10_HUMANMyosin head-like. 3ATTGTCTATCCAGTCAATATC0.378

- 8 858DPYSL3_uc003loo.2_Missense_Mutation_p.L364FNM_001387 NP_001378 Q14195 DPYL3_HUMAN 1GTGACGTAGAGAGGGCAATTG0.498

+ 9 1018 NM_002269 NP_002260 O15131 IMA5_HUMAN ARM 6. 4GTCATTGATTCTGGAGTCTGT0.358

+ 16 1807PLEKHG1_uc011eel.1_Nonsense_Mutation_p.Q539*|PLEKHG1_uc011eem.1_Nonsense_Mutation_p.Q558*|PLEKHG1_uc003qnz.2_Nonsense_Mutation_p.Q499*NM_001029884 NP_001025055 Q9ULL1 PKHG1_HUMAN 2AGGATCTCCCCAGCTGTCTTC0.493 rs35532326

+ 17 5654ABCA13_uc010kyr.2_Missense_Mutation_p.S1380GNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TTCAAATGAAAGCTCCCGAAT0.418

+ 16 3678CCDC136_uc003vnu.1_Intron|CCDC136_uc003vnw.1_Intron|CCDC136_uc003vnx.1_Missense_Mutation_p.S920F|CCDC136_uc010llq.1_Missense_Mutation_p.S473F|CCDC136_uc003vny.1_IntronNM_022742 NP_073579 Q96JN2 CC136_HUMAN Glu-rich. 2GCCGACTCTTCCCTTGAAAGT0.338

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 17 3250 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 3.|Extracellular (Potential). 11CCCAACAGAAGGCCACACCCG0.552

- 4 2276 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 19. 3TTGAGCGCCCCCACGTACGTG0.577

- 16 1737_1738KIF13B_uc003xhj.2_Missense_Mutation_p.P457F|KIF13B_uc010lvf.1_Missense_Mutation_p.P496FNM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0CTTCATGGAGGGATCCTGGTCC0.431

- 5 1072 NM_014729 NP_055544 O94900 TOX_HUMAN HMG box. 4GGTAGCGTTTGGATTTTGGCC0.468

- 4 574MPDZ_uc010mhy.2_Missense_Mutation_p.G173S|MPDZ_uc010mhz.2_Missense_Mutation_p.G173S|MPDZ_uc011lmn.1_Missense_Mutation_p.G173S|MPDZ_uc003zlb.3_Missense_Mutation_p.G173SNM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 1. 6GCCACACTGCCCTCTTGTATC0.443

- 11 1306MAOB_uc011mkx.1_Missense_Mutation_p.A361V|MAOB_uc011mky.1_Missense_Mutation_p.A361VNM_000898 NP_000889 P27338 AOFB_HUMAN Cytoplasmic. 2TACCTCCAGAGCTTCTAGGGA0.458

+ 6 1681 NM_007137 NP_009068 P51508 ZNF81_HUMAN 0ATTCATACAGGAGAGAGGTCC0.433

- 42 5574_5575HUWE1_uc004dsn.2_Missense_Mutation_p.A550TNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17CTCTCTAGGGCCAAAGGGGTAT0.426

- 18 1919 NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17TTTCAGAAGTGCTGCTCGTTG0.398

- 3 4644 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TCCATGGGTTCCCAAAGGGGC0.478

- 6 799POF1B_uc004ees.2_Missense_Mutation_p.G218ENM_024921 NP_079197 Q8WVV4 POF1B_HUMAN 0TGGATTATTTCCTGTGATGGC0.438

+ 44 4182COL4A5_uc011mso.1_Missense_Mutation_p.G1324E|COL4A5_uc011msp.1_Missense_Mutation_p.G3ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4GGAATGAAAGGAGATCCTGGT0.433

+ 7 658DOCK11_uc004eqq.2_5'UTRNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN PH. 3GACCCAACTTCCTGACGGTTC0.358

+ 4 551MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGGGCGACGACAC0.582

- 5 1421MAGEA10_uc004ffl.2_Missense_Mutation_p.E338GNM_001011543 NP_001011543 P43363 MAGAA_HUMAN 0GGCTCTCTCTTCCTCATCTTT0.468

+ 7 1049MIB2_uc001agh.2_Missense_Mutation_p.V294M|MIB2_uc001agi.2_Missense_Mutation_p.V308M|MIB2_uc001agj.2_Missense_Mutation_p.V149M|MIB2_uc001agk.2_Missense_Mutation_p.V243M|MIB2_uc001agl.1_Missense_Mutation_p.V264M|MIB2_uc001agm.2_Missense_Mutation_p.V185M|MIB2_uc010nyq.1_Missense_Mutation_p.V264M|MIB2_uc009vkh.2_Missense_Mutation_p.V149M|MIB2_uc001agn.2_Translation_Start_SiteNM_080875 NP_543151 Q96AX9 MIB2_HUMAN 0GCAGCGCAGGGTGAGTGCTGA0.677

- 13 1413PLEKHG5_uc001ann.1_Missense_Mutation_p.R419C|PLEKHG5_uc001anq.1_Missense_Mutation_p.R459C|PLEKHG5_uc001anp.1_Missense_Mutation_p.R459C|PLEKHG5_uc001anj.1_5'Flank|PLEKHG5_uc009vma.1_Missense_Mutation_p.R222C|PLEKHG5_uc010nzr.1_Missense_Mutation_p.R451C|PLEKHG5_uc001ank.1_Missense_Mutation_p.R382C|PLEKHG5_uc009vmb.1_Missense_Mutation_p.R382C|PLEKHG5_uc001anl.1_Missense_Mutation_p.R382C|PLEKHG5_uc001anm.1_Missense_Mutation_p.R382C|PLEKHG5_uc001anr.1_5'FlankNM_001042663 NP_001036128 O94827 PKHG5_HUMAN DH. 1CTGAACAGGCGCTCCGCCTCC0.731

+ 8 3948PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.P1031L|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Missense_Mutation_p.P830L|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMANSH3-binding (Potential).|Pro-rich. 1TCCCCCTCTCCCTCTCCCATT0.498

- 5 1003DNAJC16_uc001awu.2_IntronNM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1TGTCCCTGTCCCTGGCGCATA0.522

- 1 402DNAJC16_uc001awu.2_IntronNM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1GCCCCAGGCCGGTTGGAGGTC0.697

- 57 8423UBR4_uc001bbk.1_Missense_Mutation_p.P489SNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GCATCAGGTGGGATGTCCAGC0.592

+ 4 370LCK_uc001buy.2_Missense_Mutation_p.G78R|LCK_uc001buz.2_Missense_Mutation_p.G78R|LCK_uc010ohc.1_Missense_Mutation_p.G122R|LCK_uc001bva.2_Missense_Mutation_p.G136RNM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6CTCTCACGACGGAGATCTGGG0.602

- 6 983GRIK3_uc001cba.1_Missense_Mutation_p.R283QNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7ATTGAGAATCCGGAATCCTGT0.572

- 6 717EIF2B3_uc001cmu.1_Missense_Mutation_p.T197M|EIF2B3_uc001cmv.1_Missense_Mutation_p.T197M|EIF2B3_uc001cmw.2_Missense_Mutation_p.T197MNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1CACAAGACCCGTGTGGAAACG0.388

- 5 498MAGOH_uc010ont.1_Missense_Mutation_p.I100TNM_002370 NP_002361 P61326 MGN_HUMAN 0GTGTAATCCAATAAGACTGAA0.378

+ 37 4957INADL_uc001dac.2_RNA|INADL_uc010oot.1_Nonsense_Mutation_p.R429*|INADL_uc009wag.2_Nonsense_Mutation_p.R399*NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 9. 4TGGAAGACTCCGAGCTGGTTC0.473

- 3 1069KANK4_uc001dai.3_Intron|KANK4_uc001dag.3_5'FlankNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN Pro-rich. 6AGGCTCAGCTCCCTCCTGGAC0.547

+ 5 449C1orf146_uc010ote.1_Missense_Mutation_p.N67TNM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1AACACAGTAAATGCTATTAAT0.358

- 20 2219COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.G646E|COL11A1_uc001dun.2_Missense_Mutation_p.G595E|COL11A1_uc009weh.2_Missense_Mutation_p.G518ENM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCCATCTTCTCCCTGTCATTG0.284

+ 1 433 NM_018137 NP_060607 Q96LA8 ANM6_HUMAN 0CAACAGGCCCGGGAGGTGGTG0.687

- 4 454C1orf194_uc001dwp.3_RNA|C1orf194_uc009wew.2_Missense_Mutation_p.R117KNM_001122961 NP_001116433 Q5T5A4 CA194_HUMAN 1GATCCAGTGTCTGATGTTAGC0.493

+ 14 1330SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.S374L|SYCP1_uc009wgw.2_Missense_Mutation_p.S374LNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GCTGCTCATTCGTTTGTGGTT0.308

+ 11 1623PHGDH_uc009whm.2_Missense_Mutation_p.L364F|PHGDH_uc001eia.2_Missense_Mutation_p.L465F|PHGDH_uc009whn.2_Intron|PHGDH_uc001eib.2_Missense_Mutation_p.L432F|PHGDH_uc001eic.2_RNANM_006623 NP_006614 O43175 SERA_HUMAN 1CCTGCCCCTGCTCCTATTCCG0.627

+ 5 1023NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Intron|NOTCH2NL_uc010oyh.1_RNA|NBPF10_uc001end.3_5'Flank|NBPF10_uc001emq.1_5'FlankNM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN 1CCAATCTTTCCTAAGCTGCTC0.378

+ 10 1491NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Missense_Mutation_p.H417Y|NBPF9_uc010oyg.1_Missense_Mutation_p.H451Y|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Missense_Mutation_p.H25Y|NBPF10_uc001emq.1_Missense_Mutation_p.H215YNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0TTCAAATAGCCATGGCTCTTA0.468



+ 8 1210RPRD2_uc010pcc.1_Missense_Mutation_p.P311S|RPRD2_uc001eup.3_Missense_Mutation_p.P311SNM_015203 NP_056018 Q5VT52 RPRD2_HUMAN 1TTCTGAGTCTCCTTTTCAGGG0.502

- 10 1044RFX5_uc001exw.1_Missense_Mutation_p.A277V|RFX5_uc009wmr.1_Missense_Mutation_p.A277V|RFX5_uc010pcx.1_Missense_Mutation_p.A237VNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1CTTCTTGTGGGCTCCACCCTC0.522

- 2 163 NM_001045479 NP_001038944 1CTGTATTGGCGAAACATCGCG0.443 rs140012440

- 3 529 NM_017582 NP_060052 Q7Z7E8 UB2Q1_HUMAN 0TCAGATGCTGCAATAGCTACA0.507

+ 1 540 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANExtracellular (Potential). 1TCTTCTGTGACATCTCCCCTG0.517

+ 6 944SLAMF7_uc010pjn.1_Missense_Mutation_p.P216L|SLAMF7_uc001fws.2_Missense_Mutation_p.P203L|SLAMF7_uc001fwr.2_Silent_p.T275T|SLAMF7_uc010pjo.1_Missense_Mutation_p.P179L|SLAMF7_uc010pjp.1_Missense_Mutation_p.P163L|SLAMF7_uc010pjq.1_Silent_p.T144T|SLAMF7_uc010pjr.1_Silent_p.T128TNM_021181 NP_067004 Q9NQ25 SLAF7_HUMANCytoplasmic (Potential). 3GTGGAAATACCGAAAAAGGTA0.368

+ 6 829FMO2_uc010pmd.1_Missense_Mutation_p.R18WNM_001460 NP_001451 Q99518 FMO2_HUMAN 1GTTCCACACCCGGTTTCGTTC0.473

+ 13 1813RABGAP1L_uc009wwq.1_Missense_Mutation_p.P552S|RABGAP1L_uc001gjw.2_Missense_Mutation_p.P503S|RABGAP1L_uc001gjy.2_Missense_Mutation_p.P208S|RABGAP1L_uc001gjz.2_Missense_Mutation_p.P187SNM_014857 NP_055672 Q5R372 RBG1L_HUMANRab-GAP TBC. 4GAGTGGTGTCCCTGAAGCATT0.473

- 2 1083 NM_001009992 NP_001009992 Q5T619 ZN648_HUMAN C2H2-type 1. 1CTGGAGTGTGCCGCGGTGGGA0.697

+ 2 390 NM_130782 NP_570138 Q9NS28 RGS18_HUMAN 3CTTGGCCAAAGAAACAAGGTG0.348

- 3 1195DDX59_uc010ppl.1_Missense_Mutation_p.R318CNM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANHelicase ATP-binding. 4TGTTGCAGACGATAAAGCTGT0.408

+ 12 3444CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.K1047N|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.K1031NNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4TGGAATCCAAAGGGACTTTGG0.408

+ 9 896LGR6_uc001gxv.2_Missense_Mutation_p.S247L|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.S160L|LGR6_uc009xac.1_RNANM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANLRR 9.|Extracellular (Potential).p.S299_A300insGRS(1) 10GTGGGAAGATCGGCATTCCAG0.488

+ 4 1226TMCC2_uc010prf.1_Missense_Mutation_p.P183L|TMCC2_uc001hca.2_Missense_Mutation_p.P36L|TMCC2_uc001hcb.1_Missense_Mutation_p.P21L|TMCC2_uc001hcc.1_5'UTR|TMCC2_uc001hcd.2_Missense_Mutation_p.P28LNM_014858 NP_055673 O75069 TMCC2_HUMAN 1CTGAGCCTCCCCGCCGGCCAT0.672

- 31 4445HEATR1_uc009xgh.1_Missense_Mutation_p.L602FNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3TGTCTGCTTCTAAAATAGCAT0.368

+ 20 2710ACTN2_uc001hyg.2_Missense_Mutation_p.R628W|ACTN2_uc009xgi.1_Missense_Mutation_p.R836W|ACTN2_uc010pxu.1_Missense_Mutation_p.R525W|ACTN2_uc001hyh.2_Missense_Mutation_p.R524WNM_001103 NP_001094 P35609 ACTN2_HUMAN 5CGCCTCCTTCCGGATCCTGGC0.502

- 3 397SMYD3_uc001ibk.2_Missense_Mutation_p.S42FNM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0AAGTCGAACGGAGTCTGGAGG0.398

+ 5 214C1orf150_uc009xgw.2_RNA|C1orf150_uc001ida.3_RNA|C1orf150_uc001idb.3_RNA|C1orf150_uc009xgx.2_RNANM_145278 NP_660321 Q5JQS6 CA150_HUMAN 0TGCTTGGCAGGAAAACGAGAA0.438

+ 15 3650C10orf18_uc001iik.2_IntronNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2TCTTGATGCAGCAGTGCAAAC0.448

+ 3 962 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN 1 cccaagagtcccaagagcccc 0.393

+ 4 593CAMK1D_uc001iln.2_Missense_Mutation_p.D120NNM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2TACAGAGAAGGATGCCAGCAC0.507

+ 11 1364MYO3A_uc009xko.1_Missense_Mutation_p.S335F|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_Missense_Mutation_p.S335FNM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18CCTCTAATATCCAATCTGAAG0.348

+ 13 1580 NM_019043 NP_061916 Q7Z5R6 AB1IP_HUMAN 7CCCCAGTATGGGAAGACTCTC0.463

- 15 2317_2318ARMC4_uc010qds.1_Nonsense_Mutation_p.W265*|ARMC4_uc010qdt.1_Nonsense_Mutation_p.W432*|ARMC4_uc001itz.2_Nonsense_Mutation_p.W740*NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6TGGAACATTTCCATATAGCCCC0.446

+ 6 716 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN ANK 6. 9 GAATATATACGAAAATTATCT0.269

- 5 847ARHGAP22_uc001jgs.2_Missense_Mutation_p.R94W|ARHGAP22_uc001jgu.2_Missense_Mutation_p.R200W|ARHGAP22_uc010qgl.1_Missense_Mutation_p.R141W|ARHGAP22_uc010qgm.1_Missense_Mutation_p.R190W|ARHGAP22_uc001jgv.2_5'UTRNM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Rho-GAP. 1CCGCGCTCCCGGATGAAGTCC0.647

- 16 2273OGDHL_uc009xog.2_Missense_Mutation_p.G738R|OGDHL_uc010qgt.1_Missense_Mutation_p.G654R|OGDHL_uc010qgu.1_Missense_Mutation_p.G502RNM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1CCCAGGACTCCGTACTCCGAG0.657

- 1 237 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1TCCCCCTTTTCTCCCTTGGTG0.532

- 36 4893PCDH15_uc010qhq.1_Missense_Mutation_p.E1493K|PCDH15_uc010qhr.1_Missense_Mutation_p.E1488K|PCDH15_uc010qht.1_Missense_Mutation_p.E1493K|PCDH15_uc010qhu.1_Silent_p.R1511RNM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13TCATATTCTTCCTCAGCTTCA0.393

- 15 1429MYOF_uc001kio.2_Missense_Mutation_p.E436K|MYOF_uc001kip.3_Missense_Mutation_p.E436K|MYOF_uc009xuf.2_Missense_Mutation_p.E418KNM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential).|C2 3. 4TTTATTTTTTCACACACTGAA0.254

+ 8 1229CYP2C9_uc009xut.2_Missense_Mutation_p.P400SNM_000771 NP_000762 P11712 CP2C9_HUMAN 6CAAAGAATTTCCCAACCCAGA0.378

+ 6 1398 NM_005063 NP_005054 O00767 ACOD_HUMANCytoplasmic (Potential). 0TACCACCACTCCTTTCCCTAT0.443

+ 7 3608PPRC1_uc001kun.2_Missense_Mutation_p.P1070L|PPRC1_uc010qqj.1_Missense_Mutation_p.P1190L|PPRC1_uc009xxa.2_IntronNM_015062 NP_055877 Q5VV67 PPRC1_HUMAN 3GAGTGTCCTCCTCCGGCTCCT0.517

- 23 3132SORCS1_uc001kyl.2_Missense_Mutation_p.P1042S|SORCS1_uc009xxs.2_Missense_Mutation_p.P1042S|SORCS1_uc001kyn.1_Missense_Mutation_p.P1042S|SORCS1_uc001kyo.2_Missense_Mutation_p.P1042SNM_052918 NP_443150 Q8WY21 SORC1_HUMANLumenal (Potential). 2TCTCCAGCTGGATCCTGATAG0.542

- 11 1565KIAA1598_uc001lcz.3_Missense_Mutation_p.P356L|KIAA1598_uc010qso.1_Missense_Mutation_p.P296L|KIAA1598_uc010qsp.1_Missense_Mutation_p.P356L|KIAA1598_uc010qsq.1_Missense_Mutation_p.P296L|KIAA1598_uc001lcy.3_Missense_Mutation_p.P326LNM_001127211 NP_001120683 A0MZ66 SHOT1_HUMAN Pro-rich. 0 tggaggaggaggtggtggagg 0.333

+ 50 6431DMBT1_uc001lgl.1_Missense_Mutation_p.G2099R|DMBT1_uc001lgm.1_Missense_Mutation_p.G1481R|DMBT1_uc009xzz.1_Missense_Mutation_p.G2108R|DMBT1_uc010qtx.1_Missense_Mutation_p.G829R|DMBT1_uc009yab.1_Missense_Mutation_p.G812R|DMBT1_uc009yac.1_Missense_Mutation_p.G403RNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN CUB 2. 7CACAAGGAGAGGGTTCCGGGC0.527

+ 52 6879DMBT1_uc001lgl.1_Missense_Mutation_p.S2248Y|DMBT1_uc001lgm.1_Missense_Mutation_p.S1630Y|DMBT1_uc009xzz.1_Missense_Mutation_p.S2257Y|DMBT1_uc010qtx.1_Missense_Mutation_p.S978Y|DMBT1_uc009yab.1_Missense_Mutation_p.S961Y|DMBT1_uc009yac.1_Missense_Mutation_p.S552YNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7GTGAACATTTCCTTTTATACT0.463

+ 9 1405 NM_001105521 NP_001098991 1ATCCGACGGCTCCTCCGTCTC0.587

- 1 348LOC338651_uc009ycx.1_Intron|LOC338651_uc001ltt.1_IntronNM_001005922 NP_001005922 Q6L8H4 KRA51_HUMAN8 X 4 AA repeats of C-C-X-P. 0GCCCCCCTTGGAGCCCCCACA0.672

- 1 530 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMANExtracellular (Potential). 3GTAGGAATGGGATAATTGGTT0.413

- 2 465HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Missense_Mutation_p.S71FNM_005330 NP_005321 P02100 HBE_HUMAN 0ATCTCCAAAGGAAGTCAGCAC0.512

+ 14 2456HBG2_uc001mak.1_Intron|TRIM34_uc001mbh.2_Missense_Mutation_p.R384C|TRIM34_uc009yeq.2_Missense_Mutation_p.R139C|TRIM34_uc001mbi.2_Missense_Mutation_p.R384C|TRIM78P_uc009yer.2_IntronNM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1ATGTGCAAATCGTCAAAATCT0.413 rs138080438

+ 6 1151TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_Missense_Mutation_p.E260K|TRIM22_uc009yes.2_Missense_Mutation_p.E288K|TRIM22_uc010qzm.1_Missense_Mutation_p.E120K|TRIM22_uc009yeu.2_Missense_Mutation_p.E103K|OR56B1_uc001mbs.1_5'UTR|OR56B1_uc009yev.1_5'UTRNM_006074 NP_006065 Q8IYM9 TRI22_HUMAN B30.2/SPRY. 0AGTTCTTAAAGGTAAGGGGAT0.443

- 8 1859TRIM3_uc001mdi.2_Missense_Mutation_p.G491D|TRIM3_uc010raj.1_Missense_Mutation_p.G372D|TRIM3_uc009yfd.2_Missense_Mutation_p.G491D|TRIM3_uc010rak.1_Missense_Mutation_p.G491DNM_006458 NP_006449 O75382 TRIM3_HUMAN NHL 1. 5TGCGGACACACCTTGTAAATT0.498

+ 3 893 NM_006108 NP_006099 Q9HCB6 SPON1_HUMAN Reelin. 0GATCATAGACGAAGAAGAAAC0.438

- 1 1265KCNJ11_uc001mnb.3_Missense_Mutation_p.L146FNM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1ACCTGGTGGAGGGGCACCACC0.617

+ 7 1484SLC6A5_uc009yic.2_Nonsense_Mutation_p.W169*NM_004211 NP_004202 Q9Y345 SC6A5_HUMANHelical; Name=4; (Potential). 4TTCCTGGCTTGGGTCATTGTG0.453



+ 4 3577QSER1_uc001mtz.1_Missense_Mutation_p.P865S|QSER1_uc001mua.2_Missense_Mutation_p.P609SNM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6ACGCCAGAATCCAAGGGGAAC0.413

+ 9 1085 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMANCytoplasmic (Potential). 3CGGTCCTGCTCGTGAGTACCC0.642

- 2 729 NM_203422 NP_981967 Q8ND94 LRN4L_HUMANFibronectin type-III.|Extracellular (Potential). 0CTTCAGCCCCTTCAGTTCGGC0.677

+ 7 1397ESRRA_uc001nzr.1_Missense_Mutation_p.K406R|ESRRA_uc001nzs.1_Missense_Mutation_p.K407R|PRDX5_uc001nzu.2_5'Flank|PRDX5_uc001nzv.2_5'Flank|PRDX5_uc001nzw.2_5'Flank|PRDX5_uc001nzx.2_5'FlankNM_004451 NP_004442 P11474 ERR1_HUMAN AF-2 domain. 0CTGGAGGGCAAGGTGCCCATG0.647

- 4 521RIN1_uc010roy.1_5'UTR|RIN1_uc009yrd.1_5'UTR|RIN1_uc010roz.1_Missense_Mutation_p.E27Q|RIN1_uc010rpa.1_Missense_Mutation_p.E27QNM_004292 NP_004283 Q13671 RIN1_HUMAN SH2. 3TCCGAGCCCTCCAAGGAGACG0.662

+ 5 882NPAS4_uc010rpc.1_IntronNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN PAS 2. 0CAGTGTCCTAATCTACCTGGG0.542

- 3 413PPP1CA_uc009yro.1_5'UTR|PPP1CA_uc001okt.1_Missense_Mutation_p.G102D|PPP1CA_uc001oku.1_Missense_Mutation_p.G108D|PPP1CA_uc001okv.1_Missense_Mutation_p.G53D|PPP1CA_uc001okx.1_Missense_Mutation_p.G185D|PPP1CA_uc001oky.2_Missense_Mutation_p.G97DNM_002708 NP_002699 P62136 PP1A_HUMAN 2GGACTGCTTGCCCCTGTCCAC0.552

+ 7 807IL18BP_uc001orf.1_Missense_Mutation_p.P177S|IL18BP_uc009ysu.1_RNA|IL18BP_uc001org.1_Missense_Mutation_p.P177S|IL18BP_uc001orh.1_3'UTR|IL18BP_uc001ori.2_Missense_Mutation_p.P177S|IL18BP_uc009ysv.1_Missense_Mutation_p.A86VNM_001039659 NP_001034748 O95998 I18BP_HUMAN 0GGCAACCTTGCCCCCCACCCA0.597

+ 3 802P2RY2_uc001otk.2_Missense_Mutation_p.V157M|P2RY2_uc001otl.2_Missense_Mutation_p.V157MNM_002564 NP_002555 P41231 P2RY2_HUMANHelical; Name=4; (Potential). 4GGCCGGGGCCGTGTGGGTGTT0.726

+ 2 193MOGAT2_uc001oww.1_Missense_Mutation_p.R65W|MOGAT2_uc010rrv.1_Translation_Start_SiteNM_025098 NP_079374 Q3SYC2 MOGT2_HUMAN 2AGACAAGCCACGGCAGGGGGG0.562

- 6 1423DRD2_uc010rwv.1_Missense_Mutation_p.E367K|DRD2_uc001poa.3_Missense_Mutation_p.E368K|DRD2_uc001pob.3_Missense_Mutation_p.E339KNM_000795 NP_000786 P14416 DRD2_HUMANCytoplasmic (By similarity).|Interaction with PPP1R9B (By similarity).2GCTTTCTTCTCCTTCTGCTGG0.577

+ 5 665TMPRSS4_uc010rxp.1_Missense_Mutation_p.S125F|TMPRSS4_uc010rxq.1_5'UTR|TMPRSS4_uc010rxr.1_Missense_Mutation_p.S100F|TMPRSS4_uc010rxs.1_Missense_Mutation_p.S85F|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_Missense_Mutation_p.S100FNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANExtracellular (Potential).|SRCR. 2AACTGGTTCTCTGCCTGTTTC0.552

+ 15 5059 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10GAAGATGCAGGGTGATGGCTA0.552

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

- 15 2057SLC2A14_uc001qtl.2_Missense_Mutation_p.R399C|SLC2A14_uc001qtm.2_Missense_Mutation_p.R399C|SLC2A14_uc010sgg.1_Missense_Mutation_p.R313C|SLC2A14_uc001qtn.2_Missense_Mutation_p.R422C|SLC2A14_uc001qto.2_Missense_Mutation_p.R57C|SLC2A14_uc010sgh.1_Missense_Mutation_p.R437CNM_153449 NP_703150 Q8TDB8 GTR14_HUMANCytoplasmic (Potential). 1GCAGCTGGGCGGGGGCCCTGG0.547

- 14 2015RECQL_uc001rey.2_Splice_Site_p.K556_spliceNM_032941 NP_116559 P46063 RECQ1_HUMAN 2TTTGTACATACTTAAGATACT0.358

- 15 2107 NM_021957 NP_068776 P54840 GYS2_HUMAN 2AATTTATCTGGAAAAGCTCTG0.303

- 10 1559BCAT1_uc001rgc.2_Missense_Mutation_p.Q372K|BCAT1_uc010six.1_Missense_Mutation_p.Q385K|BCAT1_uc010siy.1_Missense_Mutation_p.Q336K|BCAT1_uc001rge.3_Missense_Mutation_p.Q312KNM_005504 NP_005495 P54687 BCAT1_HUMAN 2agCTTTACCTGGATATCAGTT0.279

- 12 1945TMTC1_uc001riz.2_Nonsense_Mutation_p.K248*|TMTC1_uc001rja.2_Nonsense_Mutation_p.K335*|TMTC1_uc001riy.2_5'FlankNM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 4. 0TCAGCTTCTTTAAACCGCTCC0.328

+ 9 866CACNB3_uc010sly.1_Missense_Mutation_p.S209F|CACNB3_uc010slz.1_Missense_Mutation_p.S221F|CACNB3_uc001rsk.1_Missense_Mutation_p.S69FNM_000725 NP_000716 P54284 CACB3_HUMAN 0GCCGACCTCTCCCTGGCAAAG0.582

- 2 712 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Coil 1B.|Rod. 2TCCTCCACCAGATCCCTCATG0.572

- 2 674KRT79_uc001sba.2_5'FlankNM_175834 NP_787028 Q5XKE5 K2C79_HUMAN Rod.|Coil 1B. 4GTCCAGCCTCCCCCGCTCGCT0.617

+ 7 1689ESPL1_uc001scj.2_Missense_Mutation_p.A208VNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3TGGCTGGCAGCCCTGCAACCC0.552

+ 3 858SLC26A10_uc001spf.2_RNA|SLC26A10_uc009zpz.1_5'FlankNM_133489 NP_597996 Q8NG04 S2610_HUMAN 2CTGCTTCTCTCTCTTCAAGGT0.622

- 14 3349PTPRB_uc010sto.1_Missense_Mutation_p.A1017T|PTPRB_uc010stp.1_Missense_Mutation_p.A1017T|PTPRB_uc001swc.3_Missense_Mutation_p.A1325T|PTPRB_uc001swa.3_Missense_Mutation_p.A1237T|PTPRB_uc001swd.3_Missense_Mutation_p.A1324T|PTPRB_uc009zrr.1_Missense_Mutation_p.A1204TNM_002837 NP_002828 P23467 PTPRB_HUMANFibronectin type-III 13.|Extracellular (Potential). 3CCCTCTGAGGCGGTCCAGCGG0.552

+ 10 1533ACSS3_uc001szm.1_Missense_Mutation_p.G480E|ACSS3_uc001szn.1_Missense_Mutation_p.G163ENM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4AGCGTCCCAGGATACAATGGT0.403

+ 5 400RFX4_uc010swv.1_RNA|RFX4_uc001tls.2_Missense_Mutation_p.P121S|RFX4_uc001tlt.2_Missense_Mutation_p.P121S|RFX4_uc001tlv.2_5'Flank|uc001tlu.3_RNANM_213594 NP_998759 Q33E94 RFX4_HUMAN|RFX-type winged-helix. 1GCAGCAGTTTCCTCAGTTAAC0.498

- 20 2434RASAL1_uc010syp.1_Missense_Mutation_p.G715E|RASAL1_uc001tul.2_Missense_Mutation_p.G686E|RASAL1_uc001tun.1_Missense_Mutation_p.G716ENM_004658 NP_004649 O95294 RASL1_HUMAN 4ACTCCAGTCCCCCAGGGTGAC0.632

- 13 1067HPD_uc001ubk.2_Missense_Mutation_p.R304WNM_002150 NP_002141 P32754 HPPD_HUMAN 0AGCGTGGGCCGGTCCTGCACC0.612

- 8 2397TMEM132D_uc001uia.2_Missense_Mutation_p.I228TNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential).p.I690I(1) 14AGTGGCAAAGATGGCCCTGTT0.577

+ 18 2425FARP1_uc001vnh.2_Missense_Mutation_p.E697KNM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN DH. 2GCAGGTCCTGGAGCGGCTGTG0.622

+ 9 976 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN Pro-rich. 0CTACTTTCCCCCGGGGGAGAA0.557

+ 1 839 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMANHelical; Name=7; (Potential). 1GTCATCTTTCCTTTGATGAAC0.403

- 10 1644TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.R427QNM_007110 NP_009041 Q99973 TEP1_HUMAN TROVE. 5GATTCCAACCCGCAGCAGGTT0.522

- 4 1916ZNF219_uc001vzs.2_Missense_Mutation_p.D499N|ZNF219_uc010aik.1_Missense_Mutation_p.D499NNM_016423 NP_057507 Q9P2Y4 ZN219_HUMAN C2H2-type 6. 1AAAGGACAATCCTTGCCGGTG0.607

- 35 6066CHD8_uc001war.1_Nonsense_Mutation_p.L1887*NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10ATTCGCCATCAACTTGTGCTT0.408

+ 1 415FAM179B_uc001wvw.2_Missense_Mutation_p.S69L|FAM179B_uc010anc.2_RNA|KLHL28_uc001wvq.2_5'Flank|KLHL28_uc001wvr.2_5'Flank|FAM179B_uc010anb.1_Missense_Mutation_p.S69L|FAM179B_uc001wvu.2_Missense_Mutation_p.S69LNM_015091 NP_055906 Q9Y4F4 F179B_HUMAN 3CCTCTGGCCTCGGCCCTCTTG0.587

- 2 469C14orf37_uc010tro.1_Missense_Mutation_p.P158S|C14orf37_uc001xdd.2_Missense_Mutation_p.P120S|C14orf37_uc001xde.2_Missense_Mutation_p.P120SNM_001001872 NP_001001872 Q86TY3 CN037_HUMANExtracellular (Potential). 0TCAGCTGAGGGGACACCTGAC0.488

+ 16 3033PLEKHG3_uc001xhn.1_Missense_Mutation_p.V866I|PLEKHG3_uc001xhp.2_Missense_Mutation_p.V1043I|PLEKHG3_uc010aqh.1_Missense_Mutation_p.V464I|PLEKHG3_uc001xhq.1_Missense_Mutation_p.V427INM_015549 NP_056364 A1L390 PKHG3_HUMAN 1GAGCGAGCGCGTCAAGAACAA0.632

+ 11 1219GALNTL1_uc001xla.1_Missense_Mutation_p.D376N|GALNTL1_uc001xlb.1_Missense_Mutation_p.D376NNM_020692 NP_065743 Q8N428 GLTL1_HUMANLumenal (Potential). 2AGTGTGGATGGATGAATACAA0.547

+ 2 1698 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0ACTAAGGATGCCCCTGTCCCG0.672

+ 2 2208 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0CTCCTACAAGGAGTTCAGTGC0.567

+ 10 1037TTLL5_uc010ask.1_Missense_Mutation_p.D278N|TTLL5_uc001xry.1_IntronNM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3GAAAAGTGGAGATTACGTCAG0.468

- 23 4085 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3CTCCAAGTTCCCCTTGAGACG0.388

+ 9 882INF2_uc010tyi.1_Intron|ADSSL1_uc001ype.2_Missense_Mutation_p.V313L|ADSSL1_uc001ypf.2_RNANM_152328 NP_689541 Q8N142 PURA1_HUMAN 2CTACCCCTTTGTGACTTCATC0.587

+ 1 562 NM_001080841 NP_001074310 0TTTCCCAGCCGACAAGGTGGT0.453

+ 6 550 NM_004212 NP_004203 O43868 S28A2_HUMANHelical; (Potential). 4CTTATACTGTGGTTGGCTTTA0.478



+ 16 4768UNC13C_uc002acl.2_Missense_Mutation_p.D420NNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7CAAGAATTTGGATTTTTGGCC0.393

- 6 1258NPTN_uc010bjc.2_Missense_Mutation_p.V354G|NPTN_uc002avt.2_Missense_Mutation_p.V238G|NPTN_uc002avr.2_Missense_Mutation_p.V238G|NPTN_uc010ula.1_Missense_Mutation_p.V149GNM_012428 NP_036560 Q9Y639 NPTN_HUMANHelical; (Potential). 0AATGATCACCACAAGGATGAT0.522

- 26 3409SCAPER_uc010bkr.2_Missense_Mutation_p.A425V|SCAPER_uc002bbx.2_Missense_Mutation_p.A871V|SCAPER_uc002bbz.1_Missense_Mutation_p.A988VNM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3GAGGAAGCAGGCACACAGTTT0.488

+ 2 243ADAMTSL3_uc002bjy.1_Missense_Mutation_p.P7S|ADAMTSL3_uc010bmt.1_Missense_Mutation_p.P7S|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.P7SNM_207517 NP_997400 P82987 ATL3_HUMAN 27CTGGACGAGCCCCTGGTGGGT0.562

+ 4 1439ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6GCTGCCAGCTCCCCACCAGCA0.517

+ 13 1289SLC28A1_uc010bnb.2_Missense_Mutation_p.D363N|SLC28A1_uc010upe.1_Intron|SLC28A1_uc010upf.1_Missense_Mutation_p.D363N|SLC28A1_uc010upg.1_Missense_Mutation_p.D363NNM_004213 NP_004204 O00337 S28A1_HUMANHelical; (Potential). 3CTTGCAGATCGATGCCACCTC0.577

+ 6 1389ACAN_uc002bmx.2_Missense_Mutation_p.D339N|ACAN_uc010upp.1_Missense_Mutation_p.D339N|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GGGCTACCCCGACCCCTCATC0.642

+ 39 5911 NM_001271 NP_001262 O14647 CHD2_HUMAN 2CCTCTACCCCCATTGCACCCT0.542

+ 5 787MEF2A_uc010urv.1_Missense_Mutation_p.S73F|MEF2A_uc010bos.2_Missense_Mutation_p.S141F|MEF2A_uc002bvf.2_Missense_Mutation_p.S143F|MEF2A_uc002bve.2_Missense_Mutation_p.S141F|MEF2A_uc002bvg.2_Missense_Mutation_p.S141F|MEF2A_uc002bvi.2_Missense_Mutation_p.S141F|MEF2A_uc010bot.2_Missense_Mutation_p.S73FNM_005587 NP_005578 Q02078 MEF2A_HUMAN Ser/Thr-rich. 1TTTTCAATGTCTGTCACAGTT0.433

+ 6 765ARHGDIG_uc002cgm.1_3'UTR|PDIA2_uc010bqt.1_Translation_Start_Site|PDIA2_uc002cgo.1_5'FlankNM_006849 NP_006840 Q13087 PDIA2_HUMAN 2CCCCCAGTCCGTGTCTCCCCT0.557

- 3 627TMEM8A_uc002cgv.3_Translation_Start_SiteNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3CCTTCAACTCGATCTTCTGGG0.657

- 7 693ZNF598_uc002coe.1_Splice_SiteNM_178167 NP_835461 Q86UK7 ZN598_HUMAN 2GGCATAGTCGCTGGCAGGAGA0.657

- 3 288PRSS33_uc002crp.1_Missense_Mutation_p.G43D|PRSS33_uc010uwh.1_Missense_Mutation_p.G43DNM_152891 NP_690851 Q8NF86 PRS33_HUMANPeptidase S1. 0TCCGTCCCGGCCATCCCGGCC0.711

- 13 3943GRIN2A_uc010uym.1_Missense_Mutation_p.P1132L|GRIN2A_uc010uyn.1_Missense_Mutation_p.P975L|GRIN2A_uc002czr.3_Missense_Mutation_p.P1132LNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AAACTGGGGTGGATCTAAGTG0.532

- 7 1032 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1GTGCAACTCGGAAATCAGATC0.458

- 15 2410USP31_uc002dlk.2_Missense_Mutation_p.A76S|USP31_uc010vca.1_Missense_Mutation_p.A107S|USP31_uc010bxm.2_Missense_Mutation_p.A92SNM_020718 NP_065769 Q70CQ4 UBP31_HUMAN Ser-rich. 10GAGGAAGCTGCAGAGGTCACG0.582

+ 2 411EARS2_uc002dls.3_5'Flank|EARS2_uc002dlt.3_5'Flank|EARS2_uc002dlu.2_5'FlankNM_019116 NP_061989 O14562 UBFD1_HUMAN 0GCCCAGGCCTCGGTCAGCAAC0.622

- 3 726 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN 0CCGCTCTCCCGTGTGGATGCG0.682

+ 23 2826ITGAD_uc010cap.1_Missense_Mutation_p.S927NNM_005353 NP_005344 Q13349 ITAD_HUMANExtracellular (Potential). 1ACCATGATCAGCAGGTGCCCA0.552

- 16 1694BRD7_uc002ege.1_Nonsense_Mutation_p.Q544*NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Potential. 0AGTTTCTTCTGGAATATTTCA0.453

+ 3 405 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0CACCATAGGCCGAAGCACCCG0.662

- 3 491TOX3_uc010vgt.1_Missense_Mutation_p.P102L|TOX3_uc010vgu.1_Missense_Mutation_p.P107LNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0GCTTTGAGGGGGAAACTGGGG0.532

+ 5 1636KLHL36_uc010chl.2_Missense_Mutation_p.G435R|uc002fih.2_5'FlankNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 5. 2CTACTCCATCGGGGGCAGCGA0.677

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 9 1090PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.S151YNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1CTCATCCCCAGACCAGACCAG0.532

- 2 546GEMIN4_uc010vqa.1_Missense_Mutation_p.R143CNM_015721 NP_056536 P57678 GEMI4_HUMAN 4TCCAGAAAGCGCTCTAGTTCT0.562

- 22 2766uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E880K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14ATCTTTTCTTCCAGTTCCTTC0.433

- 22 2755uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R876K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14CAGTTCCTTCCTTTTTGCCTC0.428

+ 11 2459CCDC144A_uc002gql.1_Missense_Mutation_p.E265K|LOC162632_uc010cpj.1_RNANM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0TAAACAAAAGGAACTAGAAAT0.333

+ 12 1441 NM_004140 NP_004131 Q15334 L2GL1_HUMAN WD 8. 6TGAGGTTCTGGGATGCCTCGG0.622

+ 4 794SMCR7_uc002gsu.2_Missense_Mutation_p.A170V|SMCR7_uc010vxq.1_Missense_Mutation_p.R206CNM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0GGACCATGTGCGTCTCCTGGT0.706

- 3 1312SGK494_uc010waq.1_IntronNM_006461 NP_006452 Q96R06 SPAG5_HUMAN 1GTGCTTGGTGCCAACCAGGCC0.502

- 18 3581SRCIN1_uc002hqf.1_Missense_Mutation_p.P991L|SRCIN1_uc002hqe.2_Missense_Mutation_p.P1014LNM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN 0GCTTTTGTCGGGGCTGCCCGC0.672

+ 4 505WIPF2_uc002huh.1_5'UTR|WIPF2_uc010cww.1_5'UTR|WIPF2_uc002hui.1_Nonsense_Mutation_p.Q89*|WIPF2_uc010cwx.1_Intron|WIPF2_uc010cwy.1_Nonsense_Mutation_p.Q89*NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3AGGTCTCTTCCAAGGAGGAGT0.517

- 2 1903 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN Kelch 5. 0GCACAATATCGGTAGGCTTCT0.458

+ 4 777CNTD1_uc010wha.1_Missense_Mutation_p.P99LNM_173478 NP_775749 Q8N815 CNTD1_HUMAN 1CTGCCCACTCCCCTGGCATAT0.443

- 23 2701OSBPL7_uc002ilw.1_Missense_Mutation_p.Y395CNM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0CATGTTCCCATAGCCTGGCTC0.652

+ 5 1137KCNH6_uc002jax.1_Missense_Mutation_p.A353T|KCNH6_uc010wpl.1_Missense_Mutation_p.A230T|KCNH6_uc010wpm.1_Missense_Mutation_p.A353T|KCNH6_uc002jaz.1_Missense_Mutation_p.A353TNM_030779 NP_110406 Q9H252 KCNH6_HUMANHelical; Name=Segment S3; (Potential). 1CATGGTGGCCGCCATCCCTTT0.622

- 35 4574 NM_080284 NP_525023 Q8N139 ABCA6_HUMANABC transporter 2. 7GTGGTCAGGAGGACACCTCTC0.483

+ 13 1862DNAI2_uc002jkg.2_RNA|DNAI2_uc010dfp.2_RNA|DNAI2_uc002jki.2_RNANM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3 gtggaggagggagaggaagca0.373

- 3 795 NM_006678 NP_006669 Q08708 CLM6_HUMANPro-rich.|Extracellular (Potential). 0GGTGCCCATGGAGCTCTGGGG0.617

+ 4 1373 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21CTTCAATGACGACCACACAAC0.532

- 22 3185LAMA1_uc010wzj.1_Missense_Mutation_p.G507RNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 11. 21CCCCAGTGCCCATCCTCACAT0.557

+ 4 675LAMA3_uc010dlv.1_Missense_Mutation_p.E197K|LAMA3_uc002kur.2_Missense_Mutation_p.E197KNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin N-terminal. 11CTGTTTAAAAGAATTTGGGCG0.323

+ 10 1446 NM_194449 NP_919431 O60346 PHLP1_HUMAN LRR 12. 0CTTCCTGCCCGGTGAGTATTA0.368

+ 12 2378CDH7_uc002lkb.2_Missense_Mutation_p.D685NNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4GACCCGGAGGGATGTGACTCC0.478

- 9 1672NETO1_uc002lkx.1_Missense_Mutation_p.G462E|NETO1_uc002lky.1_Missense_Mutation_p.G463ENM_138966 NP_620416 Q8TDF5 NETO1_HUMANCytoplasmic (Potential). 4GAGGGGTTTTCCTGGCTGTGT0.488



+ 5 408TRAPPC5_uc002mhi.1_5'Flank|TRAPPC5_uc002mhj.1_5'Flank|TRAPPC5_uc002mhk.1_5'FlankNM_174918 NP_777578 Q8IX19 MCEM1_HUMANExtracellular (Potential).p.S128F(1) 1GTCTCAAACTCCGTACAAGCA0.547 rs139191722

+ 2 265TSPAN16_uc002mqu.1_RNANM_012466 NP_036598 Q9UKR8 TSN16_HUMANHelical; (Potential). 1TGGTAAATGTGGAGGGGCCTC0.498

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0TGAGATAACGTTTTCCCACAC0.413

- 17 2589 NM_002918 NP_002909 P22670 RFX1_HUMANNecessary for dimerization. 2CTCAGCATCTGGTTGATCTGT0.617

- 37 4969CPAMD8_uc010xpj.1_5'Flank|CPAMD8_uc002nfd.1_Missense_Mutation_p.G111ENM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13CCTCTTCATCCCCATGTGCTT0.572

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1AAACATAAGAAAATTCATACT0.368

- 7 1345LGI4_uc002nxy.1_Missense_Mutation_p.D79N|LGI4_uc002nxz.1_Missense_Mutation_p.D79NNM_139284 NP_644813 Q8N135 LGI4_HUMAN EAR 1. 1AGGCTGTAGTCCCAGGAGAGA0.677

+ 2 129LGI4_uc002nxy.1_Intron|FXYD1_uc002nyb.1_RNA|FXYD1_uc002nyd.2_Missense_Mutation_p.A20TNM_021902 NP_068702 O00168 PLM_HUMAN 0CATGGCCAAGGCAGGTGAGTG0.617

- 3 759PSG11_uc002ouw.2_Missense_Mutation_p.E224K|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Intron|PSG6_uc002ovi.2_Intron|PSG6_uc010xwk.1_Intron|PSG11_uc002ovk.1_Missense_Mutation_p.E224K|PSG11_uc002ovn.1_Missense_Mutation_p.E224K|PSG11_uc002ovo.1_Missense_Mutation_p.E96K|PSG11_uc002ovp.1_Missense_Mutation_p.E96KNM_002785 NP_002776 Q9UQ72 PSG11_HUMANIg-like C2-type 1. 0TTCCATATTTCACATTCATAG0.507

+ 2 540GPR77_uc002pgk.1_Missense_Mutation_p.R108WNM_018485 NP_060955 Q9P296 C5ARL_HUMANExtracellular (Potential). 1AGTGGGCTGTCGGGCGCTGCC0.652

+ 4 3383 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2GTCTCCAGCTGCCGCTCCCGT0.701

+ 6 4435 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2 tccgccgccacagccagccct 0.204

- 8 1124 NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN ANK 5. 2TCGGCACCTCGATACAGGAGG0.542

- 4 1509ZNF616_uc002pyn.2_RNANM_178523 NP_848618 Q08AN1 ZN616_HUMAN C2H2-type 9. 0ATTGCATTTGCAAGGTTTCTC0.393

+ 4 1894ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.K598NNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0GACATAGGAAAATTCATACTG0.423

- 5 1271ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.E308QNM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 4. 0GATGACTTCTCACTGAAGGTC0.443 rs141188407

+ 1 820 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANExtracellular (Potential). 0GAAAGGAGATTTGGGATATTG0.428

- 3 2049NLRP12_uc010eqw.2_5'Flank|NLRP12_uc002qci.3_Missense_Mutation_p.S610F|NLRP12_uc002qcj.3_Missense_Mutation_p.S610F|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.S610FNM_144687 NP_653288 P59046 NAL12_HUMAN 7GAACTCCAAGGAGCCCTGCTG0.567

- 6 1228LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.T324INM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 4. 1GTGGGCCGAGGTCACAGGACT0.587

+ 12 1838LILRB1_uc010erp.1_Missense_Mutation_p.D115H|LILRB1_uc002qgl.2_Missense_Mutation_p.D500H|LILRB1_uc002qgk.2_Missense_Mutation_p.D501H|LILRB1_uc002qgm.2_Missense_Mutation_p.D501H|LILRB1_uc010erq.2_Missense_Mutation_p.D484H|LILRB1_uc010err.2_IntronNM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3GAGAAAGGCTGATTTCCAACA0.607

+ 9 2527NLRP2_uc010yfp.1_Missense_Mutation_p.T791M|NLRP2_uc010esn.2_Missense_Mutation_p.T790M|NLRP2_uc010eso.2_Missense_Mutation_p.T811M|NLRP2_uc010esp.2_Missense_Mutation_p.T792MNM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 1. 2CAGTCCCTGACGTGCGTAAAC0.517

- 8 318TNNT1_uc002qiz.3_Missense_Mutation_p.E7K|TNNT1_uc002qja.3_Missense_Mutation_p.E7K|TNNT1_uc002qjc.3_Missense_Mutation_p.E77K|TNNT1_uc002qje.3_Missense_Mutation_p.E66K|TNNT1_uc002qjd.3_Missense_Mutation_p.E66K|TNNT1_uc002qjf.2_Missense_Mutation_p.E73KNM_003283 NP_003274 P13805 TNNT1_HUMAN 1GTCTGCAGCTCCAGCAGGTCT0.607

- 8 1673PTPRH_uc010esv.2_Missense_Mutation_p.E356K|PTPRH_uc002qjs.2_Missense_Mutation_p.E541KNM_002842 NP_002833 Q9HD43 PTPRH_HUMANExtracellular (Potential).|Fibronectin type-III 6. 4GCTTCCAGTTCCTTTAGGGTG0.577

- 23 2880_2881TMEM86B_uc002qjt.2_5'Flank|TMEM86B_uc002qju.2_5'Flank|SAPS1_uc002qjv.2_Missense_Mutation_p.S942VNM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN 0CACTCACTGGGAGCCTGGGGAT0.653

- 2 164ZNF582_uc002qmy.2_Missense_Mutation_p.S33F|uc002qna.1_5'Flank|uc002qnb.1_5'FlankNM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4ACTCACAAGGGACATGACTTT0.448

+ 4 633ZNF324B_uc002qsu.1_Missense_Mutation_p.E166K|ZNF324B_uc010euq.1_Missense_Mutation_p.E176KNM_207395 NP_997278 Q6AW86 Z324B_HUMAN 1CCGGCCCAGGGAAAAGACCTT0.662

+ 14 1633ZNF512_uc010ylv.1_Missense_Mutation_p.E437K|ZNF512_uc010ylw.1_Missense_Mutation_p.E487K|ZNF512_uc002rlb.2_Missense_Mutation_p.E437K|ZNF512_uc010ylx.1_Missense_Mutation_p.E437K|ZNF512_uc002rlc.2_Missense_Mutation_p.E437K|ZNF512_uc010yly.1_Intron|ZNF512_uc010ylz.1_Missense_Mutation_p.E409KNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1TGAGCTTCCCGAGACAGAGCT0.542

- 11 1264CAPN13_uc002rnp.1_Missense_Mutation_p.G363ENM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2CCGAGGTCCTCCTGCATCAGA0.473

+ 2 568PPM1B_uc002rts.2_Missense_Mutation_p.P47L|PPM1B_uc002rtu.2_Missense_Mutation_p.P47L|PPM1B_uc002rtv.2_Intron|PPM1B_uc002rtw.2_Missense_Mutation_p.P47L|PPM1B_uc002rtx.2_Missense_Mutation_p.P47LNM_002706 NP_002697 O75688 PPM1B_HUMAN 2GTAGGTATTCCTCACGGCTTG0.453

- 1 152ACYP2_uc002rxq.3_IntronNM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0TCGAGAGTAGCGGGGCTGTGA0.597

- 19 3297AFF3_uc002taf.2_Missense_Mutation_p.G1046SNM_002285 NP_002276 P51826 AFF3_HUMAN 6TCCATGGGGCCTTGTTCCATT0.443

- 8 1432TBC1D8_uc010yvw.1_Missense_Mutation_p.S449F|TBC1D8_uc002tau.3_Missense_Mutation_p.S191FNM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3GCTATTTTGAGAAGACATCAT0.532

- 6 1196RNF149_uc002tax.1_RNANM_173647 NP_775918 Q8NC42 RN149_HUMAN 2CTCAGATTCAGCAGGGGAGGC0.473

+ 11 1550IL18R1_uc010ywc.1_Missense_Mutation_p.R466K|IL18R1_uc010ywd.1_Missense_Mutation_p.R311K|IL18R1_uc010fiy.2_Missense_Mutation_p.R467KNM_003855 NP_003846 Q13478 IL18R_HUMANTIR.|Cytoplasmic (Potential). 3TTGGTGGAAAGAAAAATTAAA0.353

+ 7 1174SULT1C2_uc010ywp.1_Missense_Mutation_p.R156C|SULT1C2_uc002tdx.2_Missense_Mutation_p.R252C|SULT1C2_uc010ywq.1_Missense_Mutation_p.R255CNM_001056 NP_001047 O00338 ST1C2_HUMAN 1CATGACAAATCGTTCTACAGT0.403 rs112864909

+ 5 480RABL2A_uc010flb.2_Missense_Mutation_p.S89F|RABL2A_uc002tkl.3_Silent_p.L44L|RABL2A_uc002tkm.3_Intron|RABL2A_uc002tks.3_Missense_Mutation_p.S89F|RABL2A_uc002tkr.2_Missense_Mutation_p.S89F|RABL2A_uc002tkp.3_Missense_Mutation_p.S89FNM_007082 NP_009013 Q9UBK7 RBL2A_HUMAN 1ATGCATGCCTCCTACTACCAC0.582

+ 16 1427MARCO_uc010yyf.1_Missense_Mutation_p.R354QNM_006770 NP_006761 Q9UEW3 MARCO_HUMANSRCR.|Extracellular (Potential). 6AGTAGTAACCGAGGCCGGGCT0.532

- 6 691TFCP2L1_uc010flr.2_Missense_Mutation_p.E200KNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3TCCCCATTCTCGTTCTGCTTA0.587

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5GCCCATCTTGTTCCTGAGTGT0.607

- 3 596 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCGGCACCACTTG0.602

+ 17 2162R3HDM1_uc010fni.2_Missense_Mutation_p.P597S|R3HDM1_uc002tup.2_Missense_Mutation_p.P543S|R3HDM1_uc010zbh.1_Missense_Mutation_p.P346SNM_015361 NP_056176 Q15032 R3HD1_HUMAN Poly-Pro. 1 tccaccgccaccaccaccacc 0.398

+ 2 599THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Missense_Mutation_p.S90FNM_001080427 NP_001073896 7GCTCCCATTTCCTGTCCTCTT0.458

- 6 1090ZEB2_uc002tvv.2_Missense_Mutation_p.P198S|ZEB2_uc010zbm.1_Missense_Mutation_p.P175S|ZEB2_uc010fnp.2_Missense_Mutation_p.P112S|ZEB2_uc010fnq.1_Missense_Mutation_p.P233SNM_014795 NP_055610 O60315 ZEB2_HUMAN 9AAAGCATCTGGAGTTCCAGGT0.557

- 21 2136NEB_uc010fny.1_Missense_Mutation_p.Y203NNM_004543 NP_004534 P20929 NEBU_HUMAN 20GTCTCACAGTAATTCATACTC0.358

- 17 3502SCN1A_uc002udo.3_Missense_Mutation_p.E1042K|SCN1A_uc010fpk.2_Missense_Mutation_p.E1014KNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TCAAGAGTTTCTTCAGGTTCC0.428

+ 7 576PPIG_uc010fpx.2_Missense_Mutation_p.T104K|PPIG_uc010fpy.2_Missense_Mutation_p.T115K|PPIG_uc002ufa.2_Missense_Mutation_p.T119K|PPIG_uc002ufb.2_Missense_Mutation_p.T119K|PPIG_uc002ufc.1_Missense_Mutation_p.T119K|PPIG_uc002ufd.2_Missense_Mutation_p.T119KNM_004792 NP_004783 Q13427 PPIG_HUMANPPIase cyclophilin-type. 3GGGAAGGATACAAATGGTTCA0.269



+ 9 836COL3A1_uc010frw.1_5'FlankNM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13GGACGACCTGGAGAGCGAGGA0.383

+ 18 2063CCDC150_uc010zgs.1_Missense_Mutation_p.A290V|CCDC150_uc010zgt.1_Missense_Mutation_p.A60V|CCDC150_uc002utq.1_5'Flank|CCDC150_uc002utr.1_5'FlankNM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN Potential. 0TGTCGTAATGCGGCCCTGAAA0.428

+ 1 159 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3GCCGGCGATGATGCTTGTGAT0.627

+ 2 322CDK15_uc010ftm.2_Splice_Site|CDK15_uc002uys.2_Splice_Site_p.W40_splice|CDK15_uc010ftn.1_Splice_Site_p.W40_splice|CDK15_uc010fto.1_Splice_Site_p.W91_spliceNM_139158 NP_631897 Q96Q40 CDK15_HUMAN 5TTTTCAGTGGGTGAGTGAGCA0.512

+ 4 656CXCR2_uc002vha.1_Missense_Mutation_p.R144H|CXCR2_uc002vhb.1_Missense_Mutation_p.R144HNM_001557 NP_001548 P25025 CXCR2_HUMANCytoplasmic (Potential). 2AGTGTGGACCGTTACCTGGCC0.532

- 10 891RNF25_uc010fvw.2_Missense_Mutation_p.P156LNM_022453 NP_071898 Q96BH1 RNF25_HUMAN 2AGGGGCAGGAGGCTAGAAATA0.557

- 3 329EPHA4_uc002vmr.2_Missense_Mutation_p.R96K|EPHA4_uc010zlm.1_Missense_Mutation_p.R37K|EPHA4_uc010zln.1_Missense_Mutation_p.R96KNM_004438 NP_004429 P54764 EPHA4_HUMANExtracellular (Potential). 12AATATACACCCTCTGAGCCCC0.463

- 22 2212 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11AGCCAGCCAGGGAGCCCCAAG0.587

+ 3 564AGFG1_uc002vpd.2_Missense_Mutation_p.P105L|AGFG1_uc002vpe.2_Missense_Mutation_p.P105L|AGFG1_uc002vpf.2_Missense_Mutation_p.P105LNM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4TCAGCAATTCCAGACTTCAGG0.328

+ 16 2065INPP5D_uc010zmp.1_Missense_Mutation_p.I637FNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2GGAGGAAGAAATCACGTTTGC0.473

+ 4 1265SH3BP4_uc010fym.2_Missense_Mutation_p.R291K|SH3BP4_uc002vvq.2_Missense_Mutation_p.R291KNM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4CTAAACCACAGGAAGCTGGCC0.577

- 21 3034HDLBP_uc002wba.2_Missense_Mutation_p.E936K|HDLBP_uc002wbb.2_Missense_Mutation_p.E888KNM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 11. 4TCTTTAGCCTCTCTCCCCTCC0.542

- 16 2050HDLBP_uc002wba.2_Missense_Mutation_p.R608C|HDLBP_uc002wbb.2_Missense_Mutation_p.R560CNM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4CTTTCTTCACGAATCTACAGG0.502

- 5 817CRNKL1_uc002wrt.1_Missense_Mutation_p.R250QNM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN HAT 2. 3GTATATGGATCGAGCCCTTAA0.388

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 9 1763CBFA2T2_uc010zug.1_Missense_Mutation_p.S183N|CBFA2T2_uc002wze.1_Missense_Mutation_p.S400N|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.S380N|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN 2AGGCAGCACAGCCCTGGGAGT0.498

- 4 1844EIF6_uc002xbv.1_5'Flank|EIF6_uc002xbx.1_5'Flank|EIF6_uc002xbz.1_5'Flank|EIF6_uc002xby.1_5'Flank|FAM83C_uc002xcb.1_Missense_Mutation_p.G231SNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2GCCCGATCACCAGGTCTGAGG0.642

+ 12 2112_2113NCOA3_uc010ght.1_Missense_Mutation_p.S646F|NCOA3_uc002xtl.2_Missense_Mutation_p.S636F|NCOA3_uc002xtm.2_Missense_Mutation_p.S636F|NCOA3_uc002xtn.2_Missense_Mutation_p.S636F|NCOA3_uc010zyc.1_Missense_Mutation_p.S431FNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Ser-rich. 5GGTCATTCCTCCTTGACCAACT0.47

- 3 1304 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2TTGGGGCGAAGGAAGGGCCTC0.502

+ 15 1841SLC9A8_uc010zym.1_Missense_Mutation_p.T244M|SLC9A8_uc010gid.2_Missense_Mutation_p.T168MNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1CGGAGGCTGACGCAGGAGGTG0.642

- 15 1164TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.E248K|TPTE_uc002yir.1_Missense_Mutation_p.E228K|TPTE_uc010gkv.1_Missense_Mutation_p.E128KNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5CGCACAACTTCCTAAAAAAGA0.333

- 3 422 BAGE_uc002yiw.1_RNANM_182482 NP_872288 0ATCCTGAAAGGTGTCGGCTCC0.423 rs4913558

- 4 362SAMSN1_uc010gky.1_Intron|SAMSN1_uc002yjv.1_Splice_Site_p.D162_spliceNM_022136 NP_071419 Q9NSI8 SAMN1_HUMAN 4CTTCCTCATCCTTCAGAAAAC0.413

- 1 271 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0ACCAGTGGTACTGCAGGTCTT0.483

- 1 349 NM_181621 NP_853652 Q52LG2 KR132_HUMAN 0GCCCAGGGAGCGGCAGCTGCT0.607

+ 8 1178UBASH3A_uc002zbf.2_Missense_Mutation_p.R343K|UBASH3A_uc010gpc.2_RNA|UBASH3A_uc010gpd.2_RNA|UBASH3A_uc010gpe.2_Missense_Mutation_p.R343KNM_018961 NP_061834 P57075 UBS3A_HUMAN 3CAAACGGCAAGGAGTCTTAGC0.448

- 1 825C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN29 X 5 AA repeats of C-C-X(3). 0CACAGCAGGCGTGCTGGCAGG0.642

- 1 551POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_5'UTR|POTEH_uc002zlj.1_Missense_Mutation_p.E2KNM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1TACCTCGGCTCCATGAAAGCG0.587

- 1 396POTEH_uc002zlg.1_5'Flank|POTEH_uc002zlh.1_5'Flank|POTEH_uc002zlj.1_5'UTRNM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1GCCCACGTTGCTCTTGCCGCT0.592

+ 14 1899GGT1_uc003aas.1_Missense_Mutation_p.A471V|GGT1_uc003aat.1_Missense_Mutation_p.A471V|GGT1_uc003aau.1_Missense_Mutation_p.A471V|GGT1_uc003aav.1_Missense_Mutation_p.A471V|GGT1_uc003aaw.1_Missense_Mutation_p.A471V|GGT1_uc003aax.1_Missense_Mutation_p.A471V|GGT1_uc003aay.1_Missense_Mutation_p.A127VNM_013430 NP_038347 P19440 GGT1_HUMANExtracellular (Potential). 0GTGGTGGGAGCTGCTGGGGGC0.652

+ 2 594 NM_001013618 NP_001013640 0GCAGATGGTACCCCCATCACC0.582

+ 12 2704CCDC157_uc011akv.1_Missense_Mutation_p.P682S|uc003aho.1_5'FlankNM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1CACATCCCCACCTCGGCAGCC0.682

- 24 3765 NM_014941 NP_055756 Q9Y6X9 MORC2_HUMAN 2TGTTGTGTATCAAGGCTCTGA0.597

+ 8 1078PPARA_uc003bgx.1_Missense_Mutation_p.R271H|PPARA_uc010hab.1_Missense_Mutation_p.R271H|PPARA_uc003bhb.1_Missense_Mutation_p.R271H|PPARA_uc010hac.1_Missense_Mutation_p.R68HNM_005036 NP_005027 Q07869 PPARA_HUMAN 2GCGGAGGTCCGCATCTTTCAC0.557

- 1 2135 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 5. 11GTCACGGTCGCGGGCCTGCAG0.637

- 3 1039SRGAP3_uc003brg.1_Missense_Mutation_p.M121I|SRGAP3_uc003bri.1_RNA|SRGAP3_uc003brk.2_Missense_Mutation_p.M121INM_014850 NP_055665 O43295 SRGP2_HUMAN 9TGACATTGTTCATGAAGATGT0.542

+ 1 846FGD5_uc011avk.1_Missense_Mutation_p.A246SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN Glu-rich. 5GGGACAGGATGCTGAGGACAC0.632

+ 2 833LRRC3B_uc003cdq.2_Missense_Mutation_p.E82KNM_052953 NP_443185 Q96PB8 LRC3B_HUMAN LRR 1. 4 TATTCCCAATGAAATTTTTAA0.408

+ 5 878C3orf35_uc003chb.2_Missense_Mutation_p.L72FNM_178339 NP_848029 Q8IVJ8 APRG1_HUMAN 1TCCCCTGGACCTTTGGACCCA0.448

- 21 3695 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN III. 9TTGACCACCACCTTATGGAAA0.448

+ 1 992 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN 1GGATGAGGAGGCCGAACGTAT0.567

+ 3 618LZTFL1_uc003coy.1_Intron|LZTFL1_uc011bak.1_Intron|CCR9_uc010hiv.1_Missense_Mutation_p.A142E|CCR9_uc003cpa.1_Missense_Mutation_p.A142ENM_031200 NP_112477 P51686 CCR9_HUMANCytoplasmic (Potential). 3GCCATGAGAGCACATACTTGG0.473

- 116 8537UCN2_uc003cty.1_5'FlankNM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC2). 11TCCTCAGGGGGTACCCGCTCT0.597

- 2 367 NM_003335 NP_003326 P41226 UBA7_HUMAN2 approximate repeats.|1-1. 2CAGCAGGTGGGGTGGGGATCA0.657

- 28 4388ADAMTS9_uc011bfo.1_Splice_Site_p.S1424_splice|ADAMTS9_uc003dmh.1_Splice_Site_p.S1281_splice|ADAMTS9_uc011bfp.1_Splice_Site_p.S363_spliceNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4TAGGGCCGTACCGAGCTCCAA0.468

+ 15 2743EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|Protein kinase. 33TGTAGATGAGGGCTATCGACT0.498



- 26 2202ABI3BP_uc003duj.2_Missense_Mutation_p.R286H|ABI3BP_uc003duk.2_Missense_Mutation_p.R415H|ABI3BP_uc003dul.2_Missense_Mutation_p.R536H|ABI3BP_uc011bhd.1_Missense_Mutation_p.R660H|ABI3BP_uc003dum.2_Missense_Mutation_p.R117HNM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN Pro-rich. 4CAAGGGTGGGCGGCGAGTCCC0.403

+ 12 1925ALCAM_uc003dvw.1_Missense_Mutation_p.S462F|ALCAM_uc003dvy.2_Missense_Mutation_p.S462F|ALCAM_uc010hpp.2_Missense_Mutation_p.S184F|ALCAM_uc003dvz.2_Missense_Mutation_p.S96FNM_001627 NP_001618 Q13740 CD166_HUMANExtracellular (Potential).|Ig-like C2-type 3. 3ACAGAGGAATCTCCTTATATT0.343

+ 1 384 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN 0ACTGGATATCCCACTGTGACA0.388

- 4 645GUCA1C_uc003dxk.2_3'UTRNM_005459 NP_005450 O95843 GUC1C_HUMAN 0TTGGAGGAGTCTGTCTCCATG0.458 rs146701862

- 7 942 NM_138815 NP_620170 Q7Z7J5 DPPA2_HUMAN 3TGTGTCTGCCGAGAGAAGTCT0.512 rs151045476

+ 2 318CD96_uc003dxv.2_Missense_Mutation_p.V50I|CD96_uc003dxx.2_Missense_Mutation_p.V50I|CD96_uc010hpy.1_Missense_Mutation_p.V50INM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Ig-like V-type 1. 3AACACAGACAGTAGGCTTCTT0.443

- 7 1734KIAA2018_uc003eal.2_Missense_Mutation_p.N385KNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3GCTGAATAGTGTTTCCTGCCA0.438

+ 10 1217ATP6V1A_uc011bik.1_Missense_Mutation_p.S351LNM_001690 NP_001681 P38606 VATA_HUMAN 3CGTCTGGCCTCGTTTTATGAA0.443

+ 4 1022 NM_000539 NP_000530 P08100 OPSD_HUMANHelical; Name=7; (Potential). 0ATATCATGATGAACAAGCAGG0.612

+ 2 504 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 1. 8CGGAAAGACGGAGTGAAAATC0.498

+ 3 1216 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5GTTTGCCATGGGATGCAGCAT0.428

+ 4 1438 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5CAGGAAACATCATTTCTTTAA0.423

- 4 573PLSCR4_uc010huz.2_Missense_Mutation_p.R82W|PLSCR4_uc003evt.3_Missense_Mutation_p.R82W|PLSCR4_uc010hva.2_Missense_Mutation_p.R82W|PLSCR4_uc003evu.3_Missense_Mutation_p.R67WNM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMANCytoplasmic (By similarity). 0GGCTGATACCGGACAGGATGG0.517 rs149536276

+ 10 1775 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical. 3553ACGAGATCCTCTCTCTGAAAT0.328

+ 7 933ABCF3_uc003fna.2_Missense_Mutation_p.R261K|ABCF3_uc003fnb.2_5'FlankNM_018358 NP_060828 Q9NUQ8 ABCF3_HUMANABC transporter 1. 4TTGCTACGGAGGGAGCGGGAG0.602

- 2 370_371MASP1_uc003fri.2_Missense_Mutation_p.S13F|MASP1_uc003frj.2_Intron|MASP1_uc003frk.1_Missense_Mutation_p.S13F|MASP1_uc011bse.1_5'UTRNM_001879 NP_001870 P48740 MASP1_HUMAN 4CCTTTGACAGGGAGAAGCACAG0.47

- 3 593BCL6_uc011bsf.1_Missense_Mutation_p.H46Y|BCL6_uc010hza.2_5'UTR|BCL6_uc003frq.1_Missense_Mutation_p.H46YNM_001130845 NP_001124317 P41182 BCL6_HUMAN BTB. 5ACCGTTTTATGGGCTCTAAAC0.517

+ 3 307ZNF595_uc003fzu.1_RNA|ZNF718_uc003fzt.3_Missense_Mutation_p.D51N|ZNF595_uc010iay.1_RNA|ZNF595_uc011bus.1_Intron|ZNF595_uc011but.1_IntronNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0CTCTAACCCAGACCTGGTCAC0.403

+ 2 548SORCS2_uc011bwi.1_Missense_Mutation_p.R11QNM_020777 NP_065828 Q96PQ0 SORC2_HUMANBNR 1.|Lumenal (Potential). 2TCTCTGTGGCGGTAAGTCAGC0.522

- 5 1121 NM_001358 NP_001349 O43143 DHX15_HUMAN 1GATCTCAACAGGATGTGTACG0.403

+ 3 443TBC1D19_uc010iew.2_Splice_Site_p.G58_splice|TBC1D19_uc011bxu.1_IntronNM_018317 NP_060787 Q8N5T2 TBC19_HUMAN 1TTAAAAAACAGGTTGGGAGAA0.254

- 4 1146 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMANHelical; (Potential). 3CAGGCACACCGCCAGAGCCAG0.567

+ 3 506 NM_206919 NP_996802 Q6T311 ARL9_HUMAN 0GGAAATGTACCTATCCAAGGG0.463

+ 4 1139MUC7_uc011cau.1_Missense_Mutation_p.P284L|MUC7_uc003hfj.2_Missense_Mutation_p.P284L|uc011cav.1_IntronNM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4ACAGCTGCCCCACCCACACCT0.577

+ 4 1629NPFFR2_uc010iig.1_Missense_Mutation_p.E293K|NPFFR2_uc003hgi.2_Missense_Mutation_p.E412K|NPFFR2_uc003hgh.2_Missense_Mutation_p.E409K|NPFFR2_uc003hgj.2_RNANM_004885 NP_004876 Q9Y5X5 NPFF2_HUMANCytoplasmic (Potential). 3ATTAGTGATGGAAGAATTAAA0.343

- 2 893 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3CATTGTCAATGGTGTGTGTAT0.572

- 11 949EMCN_uc011cel.1_Missense_Mutation_p.G244E|EMCN_uc011cem.1_Missense_Mutation_p.G174ENM_016242 NP_057326 Q9ULC0 MUCEN_HUMANCytoplasmic (Potential). 0CTTGGTTTTTCCTTGTGCAGA0.373

+ 12 1785HSPA4L_uc010iny.1_Missense_Mutation_p.P470Q|HSPA4L_uc011cgr.1_Missense_Mutation_p.P478QNM_014278 NP_055093 O95757 HS74L_HUMAN 4AGTGATGCTCCAATGGAGACA0.343

- 1 1919PCDH18_uc003ihf.3_Missense_Mutation_p.G504E|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.G291E|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANExtracellular (Potential).|Cadherin 5. 5TATGGAACTTCCTAGAATAAA0.418

- 7 3217MGST2_uc010ioi.1_Intron|MAML3_uc011chd.1_Missense_Mutation_p.R290QNM_018717 NP_061187 Q96JK9 MAML3_HUMAN Gln-rich. 1TGCCATCAGCCGTGACGTTCG0.587

- 13 2014SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.D486N|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.D290N|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.D500N|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1TTTAGGAGATCGTCACAGCTC0.542

- 58 9763DNAH5_uc003jfc.2_5'UTRNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31CTTTTAAGACCTAATTCAATA0.413

- 27 4360 NM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31TTAATTTTTTCAATATTCACC0.313

+ 2 680PDZD2_uc003jhm.2_Missense_Mutation_p.E98KNM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9GGACTATGGTGAAAAGCGCAG0.567

- 9 1634ADAMTS12_uc010iuq.1_Missense_Mutation_p.E491KNM_030955 NP_112217 P58397 ATS12_HUMAN Disintegrin. 9ACTTCTACTTCCTGGCAGAAG0.473

+ 6 981EGFLAM_uc003jlb.1_Missense_Mutation_p.M219INM_152403 NP_689616 Q63HQ2 EGFLA_HUMANFibronectin type-III 2. 7TGAGGGCAATGAATTCCCATG0.562

+ 8 1478 NM_003999 NP_003990 Q99650 OSMR_HUMANFibronectin type-III 1.|Extracellular (Potential). 5GATTGAACTCCATGGTGAAGG0.343

+ 5 1168FBXL21_uc003lbc.2_IntronNM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 7. 1CAGTGCCTTCATCAGGTTTGT0.418

+ 1 946PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.E316K|PCDHA5_uc003lhj.1_Missense_Mutation_p.E316KNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 3. 3 TAACTCATATGAAATTAATAT0.323

+ 1 1318PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.V440M|PCDHA5_uc003lhj.1_Missense_Mutation_p.V440MNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 4. 3CACCGCCAGCGTGTCTGTGGA0.672 rs147205231

+ 1 1755_1756PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.G586S|PCDHA13_uc003lid.2_Missense_Mutation_p.G586SNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 6.|Extracellular (Potential). 6CGCGGTCGGTGGGTGCAGGCCA0.693

+ 1 1197 NR_001280 0CCTTAGAAAATTTCTACACTT0.458

- 3 754PPP2R2B_uc010jgm.2_Missense_Mutation_p.E66K|PPP2R2B_uc003log.3_Missense_Mutation_p.E77K|PPP2R2B_uc003lof.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loi.3_Missense_Mutation_p.E80K|PPP2R2B_uc003loh.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loj.3_Missense_Mutation_p.E57K|PPP2R2B_uc003lok.3_Missense_Mutation_p.E66K|PPP2R2B_uc011dbu.1_Missense_Mutation_p.E83K|PPP2R2B_uc011dbv.1_Missense_Mutation_p.E135KNM_004576 NP_004567 Q00005 2ABB_HUMAN 2AACTCGGGTTCATGGCTCTGG0.373

+ 27 2630SPINK5_uc010jgr.2_Nonsense_Mutation_p.R834*|SPINK5_uc003low.2_Nonsense_Mutation_p.R853*|SPINK5_uc003loy.2_Nonsense_Mutation_p.R853*NM_006846 NP_006837 Q9NQ38 ISK5_HUMAN Kazal-like 13. 4TCGTGAATTTCGAAGCATGCA0.388

+ 15 2394FBXO38_uc003lpg.1_Missense_Mutation_p.E758D|FBXO38_uc003lph.2_IntronNM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6GTGGGTCAGAGGACTCTGAGG0.597

- 5 4004GM2A_uc011dcs.1_IntronNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 11. 6ATGTGTAGCCGGACACTGGCT0.572

+ 8 1540ODZ2_uc003lzq.2_Missense_Mutation_p.G393R|ODZ2_uc003lzr.3_Missense_Mutation_p.G282R|uc003lzs.1_IntronNM_001122679 NP_001116151 10ACGTCTGGACGGGAAGGAGAA0.537



- 7 1149DCDC2_uc003ndy.2_Missense_Mutation_p.V283MNM_016356 NP_057440 Q9UHG0 DCDC2_HUMAN 1TCTGAATTCACGTCTTCTTTT0.363

- 18 3061KIAA0319_uc011djp.1_Nonsense_Mutation_p.Q897*|KIAA0319_uc003neh.1_Nonsense_Mutation_p.Q942*|KIAA0319_uc011djq.1_Nonsense_Mutation_p.Q933*|KIAA0319_uc011djr.1_Nonsense_Mutation_p.Q942*|KIAA0319_uc010jpt.1_Nonsense_Mutation_p.Q353*NM_014809 NP_055624 Q5VV43 K0319_HUMANExtracellular (Potential). 2ATATAACGCTGTATAAGGTTC0.502

+ 5 2314ZNF165_uc003nkh.2_Missense_Mutation_p.N410K|ZNF165_uc003nki.3_Missense_Mutation_p.N410K|ZSCAN12P1_uc003nkj.3_5'FlankNM_003447 NP_003438 P49910 ZN165_HUMAN C2H2-type 4. 0GAGCATTCAACCTGAACTCAC0.463

+ 5 806 NR_027822 0CCCACCATCCCCATCGTGGGC0.602

- 9 850BAT5_uc003nvx.1_Missense_Mutation_p.A55T|BAT5_uc011dny.1_Missense_Mutation_p.A241T|BAT5_uc003nvz.1_Missense_Mutation_p.A55T|BAT5_uc011dnz.1_Missense_Mutation_p.A55T|BAT5_uc010jtc.1_RNANM_021160 NP_066983 O95870 ABHGA_HUMAN 0TGGGGCTCAGCTGTCCCCCGC0.592

- 7 895FKBP5_uc003okx.2_Missense_Mutation_p.P231L|FKBP5_uc011dtf.1_Missense_Mutation_p.P52L|FKBP5_uc003oky.2_Missense_Mutation_p.P231L|FKBP5_uc003okz.2_IntronNM_001145776 NP_001139248 Q13451 FKBP5_HUMANPPIase FKBP-type 2. 1GCCAAATTTAGGCTTCCCTGC0.358

+ 6 2250BRPF3_uc010jwb.2_Missense_Mutation_p.H676Y|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.H676YNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN Bromo. 2CACAATTTTCCACCGAGCAGC0.408

- 2 246 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4CCCGGGGGCCTGCGGCCTGTC0.632

+ 10 1117MEP1A_uc011dwg.1_Missense_Mutation_p.V81I|MEP1A_uc011dwh.1_Missense_Mutation_p.V387I|MEP1A_uc011dwi.1_Missense_Mutation_p.V259INM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|MAM. 3AGACAGACTCGTTGTCTGGGT0.488

+ 5 1290 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TTATGCTGGGGAACAGCCAGA0.403

+ 13 2532BAI3_uc010kak.2_Missense_Mutation_p.S695LNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50TTTCAGAATTCATACTTAATG0.328

- 9 1058COL9A1_uc003pfe.3_5'Flank|COL9A1_uc003pff.3_Missense_Mutation_p.P57LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4GGGGCCCGGGGGGCCCTTAGG0.572

- 17 2783ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANExtracellular (Potential). 25TGTCCCCGAAGAACAGCTGTG0.378

+ 3 532_533GOPC_uc003pxq.1_Intron|DCBLD1_uc003pxr.1_Missense_Mutation_p.S136LNM_173674 NP_775945 Q8N8Z6 DCBD1_HUMANCUB.|Extracellular (Potential). 1GAGAGTGGATCCCACATTTCTG0.436

- 13 1866SAMD3_uc003qbx.2_Missense_Mutation_p.G514R|SAMD3_uc003qbw.2_Missense_Mutation_p.G514RNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1TGCTGAAATCCTACTTCGTTT0.368

+ 3 1830TMEM200A_uc010kfh.2_Missense_Mutation_p.R320K|TMEM200A_uc010kfi.2_Missense_Mutation_p.R320K|TMEM200A_uc003qcb.2_Missense_Mutation_p.R320KNM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AGTAGGTCAAGGAATTTGTCA0.433

+ 3 2157TMEM200A_uc010kfh.2_Missense_Mutation_p.G429E|TMEM200A_uc010kfi.2_Missense_Mutation_p.G429E|TMEM200A_uc003qcb.2_Missense_Mutation_p.G429ENM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AACAGCAAGGGATATATGAAA0.463

- 2 398 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2GCCCTCTTTCCCTGCTGTGCT0.532

- 13 1781 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANCytoplasmic (Potential). 1TAATAGAAATGAACACCTCTG0.418

- 3 399TAGAP_uc011eft.1_5'Flank|TAGAP_uc003qsa.2_5'UTR|TAGAP_uc003qsb.2_Missense_Mutation_p.E23K|uc003qsc.2_IntronNM_054114 NP_473455 Q8N103 TAGAP_HUMAN 1GATTGACATTCGATTAGTGTC0.308

+ 11 1508 NM_000876 NP_000867 P11717 MPRI_HUMANLumenal (Potential).|3. 3GGAGGTTGACTGCACCTACTT0.493

- 4 574RPS6KA2_uc011ego.1_Missense_Mutation_p.P30S|RPS6KA2_uc010kkl.1_Missense_Mutation_p.P30S|RPS6KA2_uc003qvc.1_Missense_Mutation_p.P127S|RPS6KA2_uc003qvd.1_Missense_Mutation_p.P144S|MIR1913_hsa-mir-1913|MI0008334_5'FlankNM_021135 NP_066958 Q15349 KS6A2_HUMANProtein kinase 1. 8ACAATGAAGGGGTGATTCACT0.408

- 4 424 NM_003247 NP_003238 P35442 TSP2_HUMANTSP N-terminal.|Heparin-binding (Potential). 5GTAGTCAAAGCGCACGAAGCG0.592

- 20 2213DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0ATCTTCGTAAAGTGGATGATT0.408

- 2 1141NPC1L1_uc003tlc.2_Missense_Mutation_p.P362L|NPC1L1_uc011kbw.1_Missense_Mutation_p.P362L|NPC1L1_uc003tld.2_Missense_Mutation_p.P362LNM_013389 NP_037521 Q9UHC9 NPCL1_HUMANHelical; Name=2; (Potential). 5GGCCACCACCGGGATGACAGA0.627

- 22 3354TNS3_uc003tnw.2_Missense_Mutation_p.P996LNM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4GCTGTGGAAAGGAGCCTGGAG0.677

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

+ 4 1570 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TTTACCTGCTCCTCAAGCCTT0.418

+ 2 1062TPST1_uc010kzy.2_Intron|TPST1_uc010kzz.2_Missense_Mutation_p.V237D|TPST1_uc010laa.2_Missense_Mutation_p.V237DNM_003596 NP_003587 O60507 TPST1_HUMANLumenal (Potential). 0TGCATGTTGGTTCACTATGAA0.418

+ 6 906 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0TCCATGAACCCGAGGGCCAGG0.592

+ 5 517POR_uc011kgc.1_Translation_Start_Site|POR_uc011kgd.1_5'Flank|POR_uc011kge.1_5'FlankNM_000941 NP_000932 P16435 NCPR_HUMANFlavodoxin-like. 1CCTACGGTGAGGGAGACCCCA0.627

- 5 7232PCLO_uc003uhv.2_Missense_Mutation_p.E2315K|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TCCAAAACTTCCAGAATGATT0.423

- 3 2720PCLO_uc003uhv.2_Missense_Mutation_p.E811KNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7CTGACTTTTTCCCCTGTTGGT0.433

+ 13 1626C7orf63_uc003ukf.2_RNA|C7orf63_uc003ukg.2_Missense_Mutation_p.P134S|C7orf63_uc011khj.1_Missense_Mutation_p.P441S|C7orf63_uc011khk.1_Missense_Mutation_p.P21SNM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1CTCCACAGATCCGTTTTTCAG0.348

+ 43 3267COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9ACCCTGGGAACGATGGTCCCC0.488

- 23 3290 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1GGTGGGGACGGGATGTGGTAC0.592

+ 4 649_650RINT1_uc010ljj.1_IntronNM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN 4GACTGCGCAACCTTGGATGGAC0.396

+ 4 1549CHRM2_uc003vtg.1_Missense_Mutation_p.S309F|CHRM2_uc003vtj.1_Missense_Mutation_p.S309F|CHRM2_uc003vtk.1_Missense_Mutation_p.S309F|CHRM2_uc003vtl.1_Missense_Mutation_p.S309F|CHRM2_uc003vtm.1_Missense_Mutation_p.S309F|CHRM2_uc003vti.1_Missense_Mutation_p.S309F|CHRM2_uc003vto.1_Missense_Mutation_p.S309F|CHRM2_uc003vtn.1_Missense_Mutation_p.S309F|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANCytoplasmic (By similarity). 5AACACAGTTTCCACTTCCCTG0.463

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 18 2177 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2CTGTTGAATTCCTCCAGGCAC0.547

- 9 1451 NM_019841 NP_062815 Q9NQA5 TRPV5_HUMANHelical; (Potential). 6GATGATCACAGCCCCAACGAT0.537

+ 6 734 NM_018487 NP_060957 Q96HP8 T176A_HUMAN 2AGAATGTTCCCAACCAAAGGG0.542

+ 4 507SLC4A2_uc011kve.1_Missense_Mutation_p.P75L|SLC4A2_uc003wiu.3_Missense_Mutation_p.P70LNM_003040 NP_003031 P04920 B3A2_HUMANCytoplasmic (Potential).|Pro-rich. 0ATCCATCACCCACTGTCCACC0.692

- 1 143 NM_001005504 NP_001005504 O95013 O4F21_HUMANHelical; Name=1; (Potential). 0AGTGGTCACAGAAAACACAAT0.488

- 1 5470 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7ATTTCCAGGTCTTCTAAACTA0.368

+ 10 1131IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Missense_Mutation_p.R38C|IDO2_uc003xnp.1_Missense_Mutation_p.R38CNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2CTTAGGCATTCGTCATAGCAA0.448

- 22 4294PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2AACCCCTCTAACATCTGTACA0.517



+ 4 3017 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AGGGAATGATCCCCATACAAA0.323

- 3 771RSPO2_uc003ymq.2_5'UTR|RSPO2_uc003ymr.2_IntronNM_178565 NP_848660 Q6UXX9 RSPO2_HUMAN 7CTTGCAAATGGGATTTGATAC0.358

+ 19 2139 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AAATTTTGAAGAAGGATTTGT0.289

+ 19 2759PHF20L1_uc011lja.1_Nonsense_Mutation_p.R786*NM_016018 NP_057102 A8MW92 P20L1_HUMAN 2TTCCGGGAAGCGAAAAGACCA0.353

- 10 1262C8orf73_uc010mff.2_5'Flank|C8orf73_uc010mfg.1_5'Flank|NAPRT1_uc003yyn.3_Missense_Mutation_p.E413K|NAPRT1_uc011lkh.1_Missense_Mutation_p.E413K|NAPRT1_uc003yyo.3_Missense_Mutation_p.E413KNM_145201 NP_660202 Q6XQN6 PNCB_HUMAN 1GTCTGCTTCTCGGGGTCCTCG0.657

- 13 1475SCRIB_uc003yzo.1_Missense_Mutation_p.G490RNM_015356 NP_056171 Q14160 SCRIB_HUMANSufficient for targeting to adherens junction and to inhibit cell proliferation.5CTCCGCCGCCCCTCGATGCTC0.682

+ 7 725HEATR7A_uc003zbg.2_Missense_Mutation_p.P163L|HEATR7A_uc003zbh.3_Missense_Mutation_p.P163L|HEATR7A_uc003zbi.3_Missense_Mutation_p.P163L|HEATR7A_uc011lla.1_Missense_Mutation_p.P163L|HEATR7A_uc010mft.2_Missense_Mutation_p.P163LNM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN HEAT 2. 0CCCTTCCTGCCATCCGTCCTG0.692

- 3 1243 NM_003923 NP_003914 O75593 FOXH1_HUMAN 0GGGCCAGGAAGGGGGCAGAGG0.682

- 1 1323DOCK8_uc011lls.1_5'Flank|DOCK8_uc003zgf.2_5'FlankNM_152569 NP_689782 Q5T8R8 CI066_HUMAN 1GACTTGCCTACATTCCCTGGC0.642

- 1 101 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26CAAATCGCAGCCGGGTCGCAT0.542

- 4 884CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_Missense_Mutation_p.E251D|ECM2_uc011lty.1_Missense_Mutation_p.E273D|ECM2_uc004asg.2_Missense_Mutation_p.E251DNM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 cctcctcatcctcctcctcct 0.398

- 6 1128FBP1_uc010mrl.2_Missense_Mutation_p.P266LNM_000507 NP_000498 P09467 F16P1_HUMAN 0CTTGTTAGCGGGGTACAGAAA0.358

+ 8 1817TDRD7_uc011lux.1_Missense_Mutation_p.R457QNM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN Tudor 1. 3GCCTGGTTACGGGCACAGGTC0.418

+ 4 760LPPR1_uc011lvi.1_Missense_Mutation_p.L97F|LPPR1_uc004bbc.2_Missense_Mutation_p.L121F|LPPR1_uc010mtc.2_Missense_Mutation_p.L105FNM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0GAACCCCTTACTTCGAAGGAT0.373

- 3 1511DFNB31_uc004biy.3_5'UTR|DFNB31_uc004bja.3_Missense_Mutation_p.R288WNM_015404 NP_056219 Q9P202 WHRN_HUMAN PDZ 2. p.R288W(1) 6CCCAGGGACCGGCCGTCCCCC0.632

- 3 846TNC_uc010mvf.2_Missense_Mutation_p.S162CNM_002160 NP_002151 P24821 TENA_HUMAN 7CCCCGACCGCTACAGAAGGGC0.557

+ 7 956C9orf86_uc004cjm.2_Missense_Mutation_p.P230S|C9orf86_uc004cjh.2_Missense_Mutation_p.P230S|C9orf86_uc004cjj.1_Missense_Mutation_p.P231S|C9orf86_uc004cjk.1_RNA|C9orf86_uc010nbr.1_Missense_Mutation_p.P230S|C9orf86_uc004cjl.1_RNA|C9orf86_uc010nbs.1_Missense_Mutation_p.P115S|C9orf86_uc004cjn.1_5'FlankNM_024718 NP_078994 Q3YEC7 PARF_HUMANSmall GTPase-like. 0CTTCAATATCCCATTTTTGCA0.512

- 25 3397MAP3K15_uc004czj.1_Missense_Mutation_p.W547L|MAP3K15_uc004czi.1_Missense_Mutation_p.W46LNM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN 7CGCGAACATCCAGTGGGGCCT0.423

+ 1 1320 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2AGACATAGACGGTATTAAGGA0.463

+ 1 25 NM_004651 NP_004642 P51784 UBP11_HUMAN 3GCGACTGTTTGGGGGGCTCTG0.562

+ 11 1741MED12_uc011mpq.1_Nonsense_Mutation_p.C514*|MED12_uc004dyz.2_Nonsense_Mutation_p.C514*|MED12_uc004dza.2_Nonsense_Mutation_p.C361*NM_005120 NP_005111 Q93074 MED12_HUMAN 4CTGTCAGCTGCAAGCGTTCTG0.527

+ 7 2564NLGN3_uc004dzc.2_Missense_Mutation_p.E637K|NLGN3_uc011mps.1_Missense_Mutation_p.E734K|NLGN3_uc004dze.2_Missense_Mutation_p.E572KNM_018977 NP_061850 Q9NZ94 NLGN3_HUMANCytoplasmic (Potential). 1CACCCACCACGAGTGTGAGGC0.687

- 2 460 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0GGTTTCCTTCCCATAGGTGGC0.607

- 1 1311 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CACCTTCTTTGAACCACAGAT0.478

+ 9 1374 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3AAGCCTGAGCGATCTCCCCTC0.602

- 2 214 Q8N1B3 FA58A_HUMAN 0GTTAAAGTACCTGCGCAGAGA0.527

+ 7 763 RER1_uc001ajf.1_3'UTRNM_007033 NP_008964 O15258 RER1_HUMAN 0GAGGATGCCGGCAAGGCCTTC0.493

- 21 2575PLEKHG5_uc001ann.1_Missense_Mutation_p.T806M|PLEKHG5_uc001anq.1_Intron|PLEKHG5_uc001anp.1_Missense_Mutation_p.T846M|TNFRSF25_uc001ana.2_5'Flank|TNFRSF25_uc001anb.2_5'Flank|TNFRSF25_uc001anc.2_5'Flank|TNFRSF25_uc001and.2_5'Flank|TNFRSF25_uc009vlz.2_5'Flank|TNFRSF25_uc001ane.2_5'Flank|TNFRSF25_uc001anf.2_5'Flank|TNFRSF25_uc001ang.2_5'Flank|TNFRSF25_uc001anh.2_5'Flank|TNFRSF25_uc001ani.1_5'Flank|PLEKHG5_uc001anj.1_Missense_Mutation_p.T330M|PLEKHG5_uc009vma.1_Missense_Mutation_p.T609M|PLEKHG5_uc010nzr.1_Missense_Mutation_p.T838M|PLEKHG5_uc001ank.1_Missense_Mutation_p.T769M|PLEKHG5_uc009vmb.1_Missense_Mutation_p.T769M|PLEKHG5_uc001anl.1_Missense_Mutation_p.T769M|PLEKHG5_uc001anm.1_Missense_Mutation_p.T769M|PLEKHG5_uc001anr.1_Missense_Mutation_p.T32MNM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1GGAGGACAGCGTGTCCCCAGG0.622

+ 10 1160PGD_uc001ard.2_Missense_Mutation_p.G277D|PGD_uc010oak.1_Missense_Mutation_p.G335D|PGD_uc010oal.1_Missense_Mutation_p.G344DNM_002631 NP_002622 P52209 6PGD_HUMAN 1AATTATGGTGGCATCGCCCTG0.552

+ 8 3152PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.A766T|PRDM2_uc001avj.2_Intron|PRDM2_uc009vod.1_Missense_Mutation_p.A523T|PRDM2_uc001avk.2_Missense_Mutation_p.A565T|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1ATGGACCGATGCCGGGCTGAC0.522

+ 8 3948PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.P1031L|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Missense_Mutation_p.P830L|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMANSH3-binding (Potential).|Pro-rich. 1TCCCCCTCTCCCTCTCCCATT0.498

- 5 1003DNAJC16_uc001awu.2_IntronNM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1TGTCCCTGTCCCTGGCGCATA0.522

+ 11 8698SPEN_uc010obp.1_Missense_Mutation_p.A2791TNM_015001 NP_055816 Q96T58 MINT_HUMANInteraction with RBPSUH (By similarity). 15GCGGATCAGCGCCAAGATCAG0.582

- 16 2569ZBTB17_uc010obq.1_Missense_Mutation_p.R694H|ZBTB17_uc010obr.1_Missense_Mutation_p.R784H|ZBTB17_uc010obs.1_Missense_Mutation_p.R701HNM_003443 NP_003434 Q13105 ZBT17_HUMANInteraction with HCFC1. 0GTCGCGAGGGCGGAAGACCAG0.677 rs34433473

- 5 784FBXO42_uc001aye.3_5'Flank|FBXO42_uc001ayf.2_Missense_Mutation_p.G97CNM_018994 NP_061867 Q6P3S6 FBX42_HUMAN Kelch 2. 2GTCCAGCCACCAAACAGCACT0.483

+ 8 1974PAX7_uc001baz.2_Missense_Mutation_p.G457D|PAX7_uc010oct.1_Missense_Mutation_p.G459DNM_002584 NP_002575 P23759 PAX7_HUMAN 203CCCGTGGCCGGCTATCAGTAC0.672

- 21 2003RAP1GAP_uc001bev.2_Missense_Mutation_p.T667M|RAP1GAP_uc001bew.2_Missense_Mutation_p.T646M|RAP1GAP_uc001bey.2_Missense_Mutation_p.T608MNM_002885 NP_002876 P47736 RPGP1_HUMAN 3CACACCCTCCGTCTCCTCCAC0.667

- 2 839RUNX3_uc010oen.1_Missense_Mutation_p.R143H|RUNX3_uc009vrj.2_Missense_Mutation_p.R157H|RUNX3_uc001bjr.2_Missense_Mutation_p.R157HNM_004350 NP_004341 Q13761 RUNX3_HUMAN Runt. 0TCGCCCACTGCGGCCCACGAA0.597

- 12 1220UBXN11_uc001blz.1_Missense_Mutation_p.A283V|UBXN11_uc001blv.2_Missense_Mutation_p.A278V|UBXN11_uc001bly.2_Missense_Mutation_p.A196V|UBXN11_uc001blx.2_Missense_Mutation_p.A74V|UBXN11_uc001bma.2_Missense_Mutation_p.A283V|UBXN11_uc001bmb.1_Missense_Mutation_p.A316V|UBXN11_uc010ofb.1_3'UTR|UBXN11_uc010ofc.1_3'UTRNM_183008 NP_892120 Q5T124 UBX11_HUMAN 1CCTGTCCAAGGCCTTGTGCAT0.647

- 14 1373SF3A3_uc010oik.1_Nonsense_Mutation_p.R364*NM_006802 NP_006793 Q12874 SF3A3_HUMAN Matrin-type. 0TTGGGCCCTCGGTAGGTGTAG0.393

+ 30 12702MACF1_uc010ois.1_Missense_Mutation_p.D3689N|MACF1_uc001cda.1_Missense_Mutation_p.D3576N|MACF1_uc001cdc.1_Missense_Mutation_p.D2646NNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16ACTTGTGTCCGATGCTAACGA0.483

+ 11 1695KDM4A_uc010oki.1_IntronNM_014663 NP_055478 O75164 KDM4A_HUMAN 1AAATCATCTTCTAGCCTGGGC0.522

+ 22 1994OSBPL9_uc001css.2_Missense_Mutation_p.D664N|OSBPL9_uc001csx.2_RNA|OSBPL9_uc009vza.2_Missense_Mutation_p.D660N|OSBPL9_uc001csu.2_Missense_Mutation_p.D669N|OSBPL9_uc001csv.2_Missense_Mutation_p.D494N|OSBPL9_uc001csw.2_Missense_Mutation_p.D646N|OSBPL9_uc001csy.2_Missense_Mutation_p.D481N|OSBPL9_uc001csz.2_Missense_Mutation_p.D481N|OSBPL9_uc001cta.2_Missense_Mutation_p.D549N|OSBPL9_uc001ctb.2_Missense_Mutation_p.D444NNM_024586 NP_078862 Q96SU4 OSBL9_HUMAN 1GAAGTTGGAAGATCAGAACGA0.438

+ 4 1551 NM_000098 NP_000089 P23786 CPT2_HUMANMitochondrial matrix (By similarity). 0GCTGCATGGGGATGGCACAAA0.517

+ 37 4957INADL_uc001dac.2_RNA|INADL_uc010oot.1_Nonsense_Mutation_p.R429*|INADL_uc009wag.2_Nonsense_Mutation_p.R399*NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 9. 4TGGAAGACTCCGAGCTGGTTC0.473

- 3 1069KANK4_uc001dai.3_Intron|KANK4_uc001dag.3_5'FlankNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN Pro-rich. 6AGGCTCAGCTCCCTCCTGGAC0.547

+ 5 449C1orf146_uc010ote.1_Missense_Mutation_p.N67TNM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1AACACAGTAAATGCTATTAAT0.358



- 20 2219COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.G646E|COL11A1_uc001dun.2_Missense_Mutation_p.G595E|COL11A1_uc009weh.2_Missense_Mutation_p.G518ENM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCCATCTTCTCCCTGTCATTG0.284

- 10 1464AKNAD1_uc010ovb.1_Intron|CLCC1_uc001dwf.1_Missense_Mutation_p.V458M|CLCC1_uc001dwg.1_Missense_Mutation_p.V408M|CLCC1_uc009wes.1_Missense_Mutation_p.V337M|CLCC1_uc009wet.1_Missense_Mutation_p.V273MNM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1CTGGGTACCACCGTGGGATGC0.468

- 4 454C1orf194_uc001dwp.3_RNA|C1orf194_uc009wew.2_Missense_Mutation_p.R117KNM_001122961 NP_001116433 Q5T5A4 CA194_HUMAN 1GATCCAGTGTCTGATGTTAGC0.493

+ 4 491KIAA1324_uc009wex.1_Missense_Mutation_p.G119S|KIAA1324_uc009wey.2_Missense_Mutation_p.G119S|KIAA1324_uc010ovg.1_Missense_Mutation_p.G17SNM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5CTACTCCCTCGGCACAGGCAT0.587

- 1 791 NM_005549 NP_005540 Q16322 KCA10_HUMAN 4AAACTGGGCCGGTTCCGATCA0.448

+ 14 1330SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.S374L|SYCP1_uc009wgw.2_Missense_Mutation_p.S374LNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GCTGCTCATTCGTTTGTGGTT0.308

+ 22 3382ATP1A1_uc010oww.1_Splice_Site_p.G1015_splice|ATP1A1_uc010owx.1_Splice_Site_p.G984_splice|C1orf203_uc009whb.2_Intron|C1orf203_uc001egg.3_Intron|ATP1A1_uc001egh.2_Splice_Site_p.G157_spliceNM_000701 NP_000692 P05023 AT1A1_HUMAN 1CGCCCTGGCGGTAATTATGGG0.493

+ 7 934PHGDH_uc009whm.2_Missense_Mutation_p.R134H|PHGDH_uc001eia.2_Missense_Mutation_p.R236H|PHGDH_uc009whn.2_Missense_Mutation_p.R236H|PHGDH_uc001eib.2_Missense_Mutation_p.R202HNM_006623 NP_006614 O43175 SERA_HUMAN NAD. 1AACTGTGCCCGTGGAGGGATC0.617

+ 5 1023NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Intron|NOTCH2NL_uc010oyh.1_RNA|NBPF10_uc001end.3_5'Flank|NBPF10_uc001emq.1_5'FlankNM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN 1CCAATCTTTCCTAAGCTGCTC0.378

+ 10 1491NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Missense_Mutation_p.H417Y|NBPF9_uc010oyg.1_Missense_Mutation_p.H451Y|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Missense_Mutation_p.H25Y|NBPF10_uc001emq.1_Missense_Mutation_p.H215YNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0TTCAAATAGCCATGGCTCTTA0.468

+ 2 237NBPF10_uc001emp.3_Intron|ITGA10_uc001enz.1_Missense_Mutation_p.R54Q|ITGA10_uc010oyv.1_Missense_Mutation_p.D29N|ITGA10_uc009wiw.2_Intron|ITGA10_uc010oyw.1_5'FlankNM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential).|FG-GAP 1. 8GGTGGACAGCGATGGTGAGGA0.507

+ 8 1210RPRD2_uc010pcc.1_Missense_Mutation_p.P311S|RPRD2_uc001eup.3_Missense_Mutation_p.P311SNM_015203 NP_056018 Q5VT52 RPRD2_HUMAN 1TTCTGAGTCTCCTTTTCAGGG0.502

+ 6 577PSMD4_uc001exn.2_Missense_Mutation_p.T172INM_002810 NP_002801 P55036 PSMD4_HUMAN VWFA. 0CATCTGGTGACAGTGCCTCCT0.512

- 10 1044RFX5_uc001exw.1_Missense_Mutation_p.A277V|RFX5_uc009wmr.1_Missense_Mutation_p.A277V|RFX5_uc010pcx.1_Missense_Mutation_p.A237VNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1CTTCTTGTGGGCTCCACCCTC0.522

- 2 2653TCHH_uc009wne.1_Missense_Mutation_p.R885CNM_007113 NP_009044 Q07283 TRHY_HUMAN 5GTGTGGCGGCGTCTCTTCCTT0.612

- 2 163 NM_001045479 NP_001038944 1CTGTATTGGCGAAACATCGCG0.443 rs140012440

- 13 3445ADAR_uc001ffj.2_Missense_Mutation_p.C1037F|ADAR_uc001ffi.2_Missense_Mutation_p.C1056F|ADAR_uc001ffk.2_Missense_Mutation_p.C787FNM_001111 NP_001102 P55265 DSRAD_HUMANA to I editase. 6TGTCACACGACAGCAAATAGC0.453

+ 2 1319RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fkh.1_5'Flank|C1orf104_uc001fki.2_Intron|RUSC1_uc001fkk.2_Missense_Mutation_p.P364S|RUSC1_uc009wqn.1_RNA|RUSC1_uc009wqo.1_5'Flank|RUSC1_uc001fkl.2_5'Flank|RUSC1_uc001fkp.2_5'Flank|RUSC1_uc001fkq.2_5'Flank|RUSC1_uc010pgb.1_5'Flank|RUSC1_uc009wqp.1_5'Flank|RUSC1_uc001fkn.2_5'Flank|RUSC1_uc001fko.2_5'Flank|RUSC1_uc001fkr.2_5'Flank|RUSC1_uc001fks.2_5'FlankNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2CTCCTCGGCACCTCCTCGGGA0.687

- 3 1166ASH1L_uc001fkt.2_Missense_Mutation_p.P229L|ASH1L_uc009wqr.1_Missense_Mutation_p.P229LNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11AGACTTGGAAGGAGGACAGGT0.453

- 12 1222IQGAP3_uc009wsb.1_Missense_Mutation_p.R340WNM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6TTGTTGATCCGCTGCACAGCG0.612

+ 3 1087 NM_001763 NP_001754 P06126 CD1A_HUMANExtracellular (Potential).|Ig-like. 3ACCTGCCCACGTTTCATCTTG0.468 rs142655599

+ 1 540 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANExtracellular (Potential). 1TCTTCTGTGACATCTCCCCTG0.517

+ 1 82DUSP12_uc001gbp.2_5'UTRNM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1GTCAGCTGTGCCGGGCAGATG0.672

+ 7 958FMO2_uc010pmd.1_Missense_Mutation_p.E61KNM_001460 NP_001451 Q99518 FMO2_HUMAN 1CATTATGAAGGAACCTGTACT0.408

+ 13 1813RABGAP1L_uc009wwq.1_Missense_Mutation_p.P552S|RABGAP1L_uc001gjw.2_Missense_Mutation_p.P503S|RABGAP1L_uc001gjy.2_Missense_Mutation_p.P208S|RABGAP1L_uc001gjz.2_Missense_Mutation_p.P187SNM_014857 NP_055672 Q5R372 RBG1L_HUMANRab-GAP TBC. 4GAGTGGTGTCCCTGAAGCATT0.473

+ 17 2915LAMC2_uc001gpz.3_Missense_Mutation_p.Q867H|LAMC2_uc010poa.1_Missense_Mutation_p.Q567HNM_005562 NP_005553 Q13753 LAMC2_HUMANPotential.|Domain II and I. 3AGTCCTTTCAGGTGAGGGCAT0.478

+ 2 390 NM_130782 NP_570138 Q9NS28 RGS18_HUMAN 3CTTGGCCAAAGAAACAAGGTG0.348

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

- 8 2151KIF14_uc010ppj.1_Missense_Mutation_p.H80LNM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7GAAAACTGAATGAGATCGGGA0.393

- 3 1195DDX59_uc010ppl.1_Missense_Mutation_p.R318CNM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANHelicase ATP-binding. 4TGTTGCAGACGATAAAGCTGT0.408

+ 4 772RNPEP_uc001gxe.2_5'UTR|RNPEP_uc001gxf.2_Missense_Mutation_p.R117QNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1TTTAGGAGCCGGGTGTGGGCT0.502

+ 9 896LGR6_uc001gxv.2_Missense_Mutation_p.S247L|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.S160L|LGR6_uc009xac.1_RNANM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANLRR 9.|Extracellular (Potential).p.S299_A300insGRS(1) 10GTGGGAAGATCGGCATTCCAG0.488

- 1 475 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2CGAGGGAAAAAGGGTGGCCAG0.627

+ 9 965MDM4_uc001hbd.1_RNA|MDM4_uc010pqw.1_Intron|MDM4_uc010pqx.1_Missense_Mutation_p.G141E|MDM4_uc001hay.1_Intron|MDM4_uc001hbb.2_Missense_Mutation_p.G141E|MDM4_uc010pqy.1_Intron|MDM4_uc001hbc.2_RNA|MDM4_uc009xbe.1_RNANM_002393 NP_002384 O15151 MDM4_HUMANRegion II.|Asp/Glu-rich (acidic). 3GAAGAAGTAGGGAAAGTAAGT0.353

+ 4 1226TMCC2_uc010prf.1_Missense_Mutation_p.P183L|TMCC2_uc001hca.2_Missense_Mutation_p.P36L|TMCC2_uc001hcb.1_Missense_Mutation_p.P21L|TMCC2_uc001hcc.1_5'UTR|TMCC2_uc001hcd.2_Missense_Mutation_p.P28LNM_014858 NP_055673 O75069 TMCC2_HUMAN 1CTGAGCCTCCCCGCCGGCCAT0.672

+ 3 288PFKFB2_uc010psc.1_5'UTR|PFKFB2_uc001hfh.2_Missense_Mutation_p.R60H|PFKFB2_uc009xcc.2_Missense_Mutation_p.R18H|PFKFB2_uc010psd.1_5'FlankNM_006212 NP_006203 O60825 F262_HUMAN6-phosphofructo-2-kinase. 1AAACTAACACGCTACCTCAAC0.507

- 29 4384 NM_004446 NP_004437 P07814 SYEP_HUMANProlyl-tRNA synthetase. 2TTCATATCACGTGGCCCAACT0.383 rs113334654

+ 3 355C1orf57_uc001hvi.2_Missense_Mutation_p.Q90K|C1orf57_uc009xft.1_RNANM_032324 NP_115700 Q9BSD7 NTPCR_HUMAN 0TTCTTTTGAGCAGTTGGCACT0.458

- 3 397SMYD3_uc001ibk.2_Missense_Mutation_p.S42FNM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0AAGTCGAACGGAGTCTGGAGG0.398

+ 5 214C1orf150_uc009xgw.2_RNA|C1orf150_uc001ida.3_RNA|C1orf150_uc001idb.3_RNA|C1orf150_uc009xgx.2_RNANM_145278 NP_660321 Q5JQS6 CA150_HUMAN 0TGCTTGGCAGGAAAACGAGAA0.438

- 1 625 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMANHelical; Name=5; (Potential). 3ATGAGGGAAAAGGGGACCAGG0.547

+ 3 962 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN 1 cccaagagtcccaagagcccc 0.393

+ 4 593CAMK1D_uc001iln.2_Missense_Mutation_p.D120NNM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2TACAGAGAAGGATGCCAGCAC0.507

- 8 1249PIP4K2A_uc010qcu.1_Missense_Mutation_p.P194LNM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2GTCGATGTTCGGATCGAACTC0.537

+ 11 1364MYO3A_uc009xko.1_Missense_Mutation_p.S335F|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_Missense_Mutation_p.S335FNM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18CCTCTAATATCCAATCTGAAG0.348

+ 13 1580 NM_019043 NP_061916 Q7Z5R6 AB1IP_HUMAN 7CCCCAGTATGGGAAGACTCTC0.463

- 15 2317_2318ARMC4_uc010qds.1_Nonsense_Mutation_p.W265*|ARMC4_uc010qdt.1_Nonsense_Mutation_p.W432*|ARMC4_uc001itz.2_Nonsense_Mutation_p.W740*NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6TGGAACATTTCCATATAGCCCC0.446



- 19 4504SVIL_uc010qdw.1_Missense_Mutation_p.E165K|SVIL_uc001iuu.1_Missense_Mutation_p.E825K|SVIL_uc009xlc.2_Missense_Mutation_p.E43KNM_021738 NP_068506 O95425 SVIL_HUMAN 6GACTTACCTTCCAGGGGTTTG0.542

+ 17 1845C10orf68_uc001iwl.1_Missense_Mutation_p.D417Y|C10orf68_uc001iwm.1_Missense_Mutation_p.D462Y|C10orf68_uc010qei.1_Missense_Mutation_p.D434Y|C10orf68_uc001iwo.3_RNANM_024688 NP_078964 Q9H943 CJ068_HUMAN 3TATTGGAAGAGATATAATAAA0.299

+ 6 716 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN ANK 6. 9 GAATATATACGAAAATTATCT0.269

- 1 237 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1TCCCCCTTTTCTCCCTTGGTG0.532

- 36 4893PCDH15_uc010qhq.1_Missense_Mutation_p.E1493K|PCDH15_uc010qhr.1_Missense_Mutation_p.E1488K|PCDH15_uc010qht.1_Missense_Mutation_p.E1493K|PCDH15_uc010qhu.1_Silent_p.R1511RNM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13TCATATTCTTCCTCAGCTTCA0.393

- 27 5139_5140DLG5_uc001jzi.2_Missense_Mutation_p.R445Q|DLG5_uc001jzj.2_Missense_Mutation_p.R1105Q|DLG5_uc009xru.1_RNANM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8TGTGTTTCCTCCGAAAAAAGGA0.53 rs146019787

- 8 1075STAMBPL1_uc010qmx.1_Intron|ACTA2_uc010qmy.1_Missense_Mutation_p.T275M|ACTA2_uc001kfq.2_Missense_Mutation_p.T320M|uc001kfo.1_IntronNM_001613 NP_001604 P62736 ACTA_HUMAN 0TGCTAGGGCCGTGATCTCCTT0.517

+ 8 1229CYP2C9_uc009xut.2_Missense_Mutation_p.P400SNM_000771 NP_000762 P11712 CP2C9_HUMAN 6CAAAGAATTTCCCAACCCAGA0.378

+ 1 240DNTT_uc001kmg.2_Missense_Mutation_p.A24TNM_004088 NP_004079 P04053 TDT_HUMAN 1TGCCTTGATGGCCTCCTCTCC0.577

- 7 842SLIT1_uc009xvh.1_Missense_Mutation_p.P197LNM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 6. 4GCTGGACACGGGGATGGTGGT0.592

+ 6 1398 NM_005063 NP_005054 O00767 ACOD_HUMANCytoplasmic (Potential). 0TACCACCACTCCTTTCCCTAT0.443

- 5 650SEMA4G_uc001krv.2_Intron|SEMA4G_uc010qpt.1_Intron|SEMA4G_uc001krw.1_Intron|SEMA4G_uc001krx.2_Intron|MRPL43_uc010qpu.1_Silent_p.S235SNM_176792 NP_789762 Q8N983 RM43_HUMAN 1CATAGGGGCTGGAGCAGAGGT0.453

- 23 3132SORCS1_uc001kyl.2_Missense_Mutation_p.P1042S|SORCS1_uc009xxs.2_Missense_Mutation_p.P1042S|SORCS1_uc001kyn.1_Missense_Mutation_p.P1042S|SORCS1_uc001kyo.2_Missense_Mutation_p.P1042SNM_052918 NP_443150 Q8WY21 SORC1_HUMANLumenal (Potential). 2TCTCCAGCTGGATCCTGATAG0.542

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

- 11 1565KIAA1598_uc001lcz.3_Missense_Mutation_p.P356L|KIAA1598_uc010qso.1_Missense_Mutation_p.P296L|KIAA1598_uc010qsp.1_Missense_Mutation_p.P356L|KIAA1598_uc010qsq.1_Missense_Mutation_p.P296L|KIAA1598_uc001lcy.3_Missense_Mutation_p.P326LNM_001127211 NP_001120683 A0MZ66 SHOT1_HUMAN Pro-rich. 0 tggaggaggaggtggtggagg 0.333

- 19 3423EIF3A_uc010qsu.1_Missense_Mutation_p.M1059L|EIF3A_uc009xzg.1_Missense_Mutation_p.M132LNM_003750 NP_003741 Q14152 EIF3A_HUMAN17.|Asp-rich.|25 X 10 AA approximate tandem repeats of [DE]-[DE]-[DE]-R-[SEVGFPILV]-[HPSN]- [RSW]-[RL]-[DRGTIHN]-[EPMANLGDT].0TCATCATCCATGCCTCGCCTG0.627

+ 50 6431DMBT1_uc001lgl.1_Missense_Mutation_p.G2099R|DMBT1_uc001lgm.1_Missense_Mutation_p.G1481R|DMBT1_uc009xzz.1_Missense_Mutation_p.G2108R|DMBT1_uc010qtx.1_Missense_Mutation_p.G829R|DMBT1_uc009yab.1_Missense_Mutation_p.G812R|DMBT1_uc009yac.1_Missense_Mutation_p.G403RNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN CUB 2. 7CACAAGGAGAGGGTTCCGGGC0.527

+ 52 6879DMBT1_uc001lgl.1_Missense_Mutation_p.S2248Y|DMBT1_uc001lgm.1_Missense_Mutation_p.S1630Y|DMBT1_uc009xzz.1_Missense_Mutation_p.S2257Y|DMBT1_uc010qtx.1_Missense_Mutation_p.S978Y|DMBT1_uc009yab.1_Missense_Mutation_p.S961Y|DMBT1_uc009yac.1_Missense_Mutation_p.S552YNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7GTGAACATTTCCTTTTATACT0.463

+ 9 1238 NM_032182 NP_115558 Q15018 F175B_HUMAN 0AAGGATTCTCGACCCATGGCA0.448

- 4 405 ANO9_uc010qvv.1_5'UTRNM_001012302 NP_001012302 A1A5B4 ANO9_HUMANCytoplasmic (Potential). 4GGTCGGCGCGGCCAGCTCGGC0.647

+ 9 1150SYT8_uc001lud.2_Missense_Mutation_p.P341L|SYT8_uc001luf.1_Missense_Mutation_p.P327L|TNNI2_uc010qxc.1_5'Flank|TNNI2_uc010qxd.1_5'Flank|TNNI2_uc010qxe.1_5'FlankNM_138567 NP_612634 Q8NBV8 SYT8_HUMANC2 2.|Cytoplasmic (Potential). 1CGAACTGAGCCCGTAGGCAAG0.687

+ 8 1963DNHD1_uc001mdp.2_Missense_Mutation_p.E467K|DNHD1_uc001mdq.2_Missense_Mutation_p.E156KNM_144666 NP_653267 Q96M86 DNHD1_HUMAN 2ACAGGTTCACGAGGACACATA0.522

- 3 665CYP2R1_uc001mlo.2_Intron|CYP2R1_uc001mlp.2_Missense_Mutation_p.A105D|CYP2R1_uc001mlq.2_RNA|CYP2R1_uc001mls.1_Missense_Mutation_p.A167DNM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2TGAGGCACTGGCAGCTAGTTC0.388

- 1 1265KCNJ11_uc001mnb.3_Missense_Mutation_p.L146FNM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1ACCTGGTGGAGGGGCACCACC0.617

+ 7 1484SLC6A5_uc009yic.2_Nonsense_Mutation_p.W169*NM_004211 NP_004202 Q9Y345 SC6A5_HUMANHelical; Name=4; (Potential). 4TTCCTGGCTTGGGTCATTGTG0.453

+ 4 3577QSER1_uc001mtz.1_Missense_Mutation_p.P865S|QSER1_uc001mua.2_Missense_Mutation_p.P609SNM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6ACGCCAGAATCCAAGGGGAAC0.413

- 3 308ZFPL1_uc009yqa.2_5'Flank|ZFPL1_uc001ocq.1_5'Flank|ZFPL1_uc010rnx.1_5'FlankNM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0CGCACTGGGTGTCTGGAGAAG0.552

+ 5 882NPAS4_uc010rpc.1_IntronNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN PAS 2. 0CAGTGTCCTAATCTACCTGGG0.542

- 6 1423DRD2_uc010rwv.1_Missense_Mutation_p.E367K|DRD2_uc001poa.3_Missense_Mutation_p.E368K|DRD2_uc001pob.3_Missense_Mutation_p.E339KNM_000795 NP_000786 P14416 DRD2_HUMANCytoplasmic (By similarity).|Interaction with PPP1R9B (By similarity).2GCTTTCTTCTCCTTCTGCTGG0.577

+ 5 665TMPRSS4_uc010rxp.1_Missense_Mutation_p.S125F|TMPRSS4_uc010rxq.1_5'UTR|TMPRSS4_uc010rxr.1_Missense_Mutation_p.S100F|TMPRSS4_uc010rxs.1_Missense_Mutation_p.S85F|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_Missense_Mutation_p.S100FNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANExtracellular (Potential).|SRCR. 2AACTGGTTCTCTGCCTGTTTC0.552

- 14 1621TREH_uc009zaj.1_Missense_Mutation_p.G495R|TREH_uc001ptz.1_Missense_Mutation_p.G403RNM_007180 NP_009111 O43280 TREA_HUMAN 1TCTCCTCCCCCACCGGGCTGT0.617

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

- 5 761RPUSD4_uc010sbl.1_Missense_Mutation_p.R43H|RPUSD4_uc009zbz.2_Intron|RPUSD4_uc009zby.2_RNANM_032795 NP_116184 Q96CM3 RUSD4_HUMAN 1ATTCCGGCTGCGCCGCACTTT0.547

+ 9 1226FAM118B_uc009zca.2_Missense_Mutation_p.G351D|FAM118B_uc001qdg.2_Missense_Mutation_p.G347DNM_024556 NP_078832 Q9BPY3 F118B_HUMAN 0CTCCCTACAGGCTGTAGTACA0.408

- 16 2360IGSF9B_uc001qgy.1_Missense_Mutation_p.P552LNM_014987 NP_055802 Q9UPX0 TUTLB_HUMANExtracellular (Potential). 0GTCCGGCTGCGGGAAGATGTC0.637

+ 14 2336CACNA1C_uc009zdv.1_Missense_Mutation_p.G672R|CACNA1C_uc001qkb.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkc.2_Missense_Mutation_p.G675R|CACNA1C_uc001qke.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkf.2_Missense_Mutation_p.G675R|CACNA1C_uc001qjz.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkd.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkg.2_Missense_Mutation_p.G675R|CACNA1C_uc009zdw.1_Missense_Mutation_p.G675R|CACNA1C_uc001qkh.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkl.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkn.2_Missense_Mutation_p.G675R|CACNA1C_uc001qko.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkp.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkr.2_Missense_Mutation_p.G675R|CACNA1C_uc001qku.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkq.2_Missense_Mutation_p.G675R|CACNA1C_uc001qks.2_Missense_Mutation_p.G675R|CACNA1C_uc001qkt.2_Missense_Mutation_p.G675R|CACNA1C_uc001qka.1_Missense_Mutation_p.G210R|CACNA1C_uc001qki.1_Missense_Mutation_p.G411R|CACNA1C_uc001qkj.1_Missense_Mutation_p.G411R|CACNA1C_uc001qkk.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANII.|Extracellular (Potential). 11GCTCTTTGGAGGAAAGTTCAA0.418

+ 3 778TULP3_uc010sef.1_Intron|TULP3_uc009zec.1_5'Flank|TULP3_uc010seg.1_5'Flank|TULP3_uc001qlj.2_5'Flank|TULP3_uc010seh.1_5'Flank|TULP3_uc010sei.1_5'Flank|C12orf32_uc010see.1_Missense_Mutation_p.E190K|C12orf32_uc001qli.2_Missense_Mutation_p.E65KNR_027363 0AGACACCCCCGAGGACAAGTA0.512

- 22 3176 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMAN VWFD 3. 12CTCAGGTGGCGGTCCCAGACC0.552

+ 26 3357A2ML1_uc001qva.1_Missense_Mutation_p.M667V|A2ML1_uc010sgm.1_Missense_Mutation_p.M587VNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3TCACACAGCTATGAAGGTGCG0.448

+ 29 3634A2ML1_uc001qva.1_Missense_Mutation_p.P759L|A2ML1_uc010sgm.1_Missense_Mutation_p.P679LNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3AAACCTACTCCATCATCGAAC0.478

- 4 563CD69_uc010sgu.1_Missense_Mutation_p.F161C|CD69_uc010sgv.1_3'UTRNM_001781 NP_001772 Q07108 CD69_HUMANC-type lectin.|Extracellular (Potential). 0CCAGTTGTTAAATTCTTTGCC0.398

- 3 276 NM_006248 NP_006239 0TGTGGGGGTGGTCCTTGTGGC0.612

- 23 4953BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Missense_Mutation_p.P1559LNM_002336 NP_002327 O75581 LRP6_HUMANCytoplasmic (Potential).|PPPSP motif E. 12AGAGGGTGGCGGTGGGTAGAG0.517

- 15 2107 NM_021957 NP_068776 P54840 GYS2_HUMAN 2AATTTATCTGGAAAAGCTCTG0.303

- 12 1945TMTC1_uc001riz.2_Nonsense_Mutation_p.K248*|TMTC1_uc001rja.2_Nonsense_Mutation_p.K335*|TMTC1_uc001riy.2_5'FlankNM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 4. 0TCAGCTTCTTTAAACCGCTCC0.328

- 2 641SLC2A13_uc001rmf.2_Missense_Mutation_p.A197VNM_052885 NP_443117 Q96QE2 MYCT_HUMANHelical; Name=4; (Potential). 1TGAGACCTCCGCAATGTACAC0.403

+ 21 2256PFKM_uc001rra.1_Missense_Mutation_p.R381C|PFKM_uc001rrb.1_Missense_Mutation_p.R767C|PFKM_uc001rrd.2_Missense_Mutation_p.R381C|PFKM_uc001rre.1_Missense_Mutation_p.R696C|PFKM_uc001rrg.1_Missense_Mutation_p.R665CNM_000289 NP_000280 P08237 K6PF_HUMAN 4AGAGAGTTACCGTAATGGTAG0.527



+ 9 866CACNB3_uc010sly.1_Missense_Mutation_p.S209F|CACNB3_uc010slz.1_Missense_Mutation_p.S221F|CACNB3_uc001rsk.1_Missense_Mutation_p.S69FNM_000725 NP_000716 P54284 CACB3_HUMAN 0GCCGACCTCTCCCTGGCAAAG0.582

- 12 1269RACGAP1_uc009zlm.1_Missense_Mutation_p.R320H|RACGAP1_uc001rvs.2_Missense_Mutation_p.R320H|RACGAP1_uc001rvu.2_Missense_Mutation_p.R320HNM_013277 NP_037409 Q9H0H5 RGAP1_HUMANPhorbol-ester/DAG-type. 1AGAGACCACACGACAGTCTCG0.463

- 6 1295KRT8_uc009zmj.2_Intron|KRT8_uc009zmk.1_Missense_Mutation_p.E426K|KRT8_uc009zml.1_Missense_Mutation_p.E398K|KRT8_uc009zmm.1_Missense_Mutation_p.E398KNM_002273 NP_002264 P05787 K2C8_HUMAN Rod.|Coil 2. 2CGGCTCTCCTCGCCCTCCAGC0.657

+ 18 4145ESPL1_uc001scj.2_Missense_Mutation_p.R1027W|ESPL1_uc010soe.1_IntronNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3ACCCCCAGACCGGATCAGGCA0.577

+ 3 458 KIF5A_uc010srr.1_IntronNM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3CACCATTTTTGCTTATGGACA0.488

+ 6 494RAP1B_uc010ste.1_Missense_Mutation_p.M45V|RAP1B_uc001suc.2_Missense_Mutation_p.M111V|RAP1B_uc010stf.1_Missense_Mutation_p.M92V|RAP1B_uc010stg.1_Missense_Mutation_p.M69V|RAP1B_uc010sth.1_Missense_Mutation_p.M69V|RAP1B_uc010sti.1_Missense_Mutation_p.M64VNM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0TTAGGTTCCAATGATTCTTGT0.303

- 14 3349PTPRB_uc010sto.1_Missense_Mutation_p.A1017T|PTPRB_uc010stp.1_Missense_Mutation_p.A1017T|PTPRB_uc001swc.3_Missense_Mutation_p.A1325T|PTPRB_uc001swa.3_Missense_Mutation_p.A1237T|PTPRB_uc001swd.3_Missense_Mutation_p.A1324T|PTPRB_uc009zrr.1_Missense_Mutation_p.A1204TNM_002837 NP_002828 P23467 PTPRB_HUMANFibronectin type-III 13.|Extracellular (Potential). 3CCCTCTGAGGCGGTCCAGCGG0.552

- 2 301PTPRB_uc001swa.3_Missense_Mutation_p.R86H|PTPRB_uc001swd.3_Missense_Mutation_p.R85H|PTPRB_uc009zrr.1_Intron|PTPRB_uc001swe.2_Missense_Mutation_p.R86HNM_001109754 NP_001103224 P23467 PTPRB_HUMAN p.R86H(1) 3CTGGGAACAGCGGTCCAAGAT0.542

- 4 976PTPRR_uc010stq.1_Missense_Mutation_p.R75HNM_002849 NP_002840 Q15256 PTPRR_HUMANExtracellular (Potential). 3ATTAAGTGAACGAAGAACTTC0.363

+ 13 1527TBC1D15_uc010stt.1_Splice_Site_p.M475_splice|TBC1D15_uc001swv.2_Splice_Site_p.M489_splice|TBC1D15_uc001sww.2_Splice_Site_p.M238_spliceNM_022771 NP_073608 Q8TC07 TBC15_HUMAN 0GGACCAAATGGTAAGAACAGA0.308

+ 10 1533ACSS3_uc001szm.1_Missense_Mutation_p.G480E|ACSS3_uc001szn.1_Missense_Mutation_p.G163ENM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4AGCGTCCCAGGATACAATGGT0.403

- 1 720 NM_032148 NP_115524 Q96JW4 S41A2_HUMAN Cytoplasmic. 2AAACCCACCTGTACTATATCC0.363

+ 5 400RFX4_uc010swv.1_RNA|RFX4_uc001tls.2_Missense_Mutation_p.P121S|RFX4_uc001tlt.2_Missense_Mutation_p.P121S|RFX4_uc001tlv.2_5'Flank|uc001tlu.3_RNANM_213594 NP_998759 Q33E94 RFX4_HUMAN|RFX-type winged-helix. 1GCAGCAGTTTCCTCAGTTAAC0.498

- 20 2434RASAL1_uc010syp.1_Missense_Mutation_p.G715E|RASAL1_uc001tul.2_Missense_Mutation_p.G686E|RASAL1_uc001tun.1_Missense_Mutation_p.G716ENM_004658 NP_004649 O95294 RASL1_HUMAN 4ACTCCAGTCCCCCAGGGTGAC0.632

+ 11 2162RNF10_uc010szk.1_RNA|RNF10_uc001tyq.3_Missense_Mutation_p.R471HNM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2GTTCGACAGCGTCACAGATAT0.458

- 7 981ANAPC5_uc001uae.2_5'UTR|ANAPC5_uc010szv.1_5'UTR|ANAPC5_uc001uaf.2_RNA|ANAPC5_uc001uah.2_Missense_Mutation_p.E188K|ANAPC5_uc001uai.1_5'UTRNM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6CTTTTGCTTTCGGCTCCGGTA0.483

- 8 2397TMEM132D_uc001uia.2_Missense_Mutation_p.I228TNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential).p.I690I(1) 14AGTGGCAAAGATGGCCCTGTT0.577

+ 8 957NUPL1_uc001uqg.1_Splice_Site_p.E237_splice|NUPL1_uc001uqj.2_Splice_Site_p.E225_spliceNM_014089 NP_054808 Q9BVL2 NUPL1_HUMAN 0CATTTTTCTTAGGGATAGTAA0.308

- 5 1615RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.R442C|RNF6_uc001uqp.2_Missense_Mutation_p.R442C|RNF6_uc001uqq.2_Missense_Mutation_p.R442C|RNF6_uc010tdk.1_Missense_Mutation_p.R86CNM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2ATGGTTCGGCGAAAGCCCCCA0.433

- 8 1327FLT1_uc010aar.1_Missense_Mutation_p.A348T|FLT1_uc001usc.3_Missense_Mutation_p.A348T|FLT1_uc010tdp.1_Missense_Mutation_p.A348TNM_002019 NP_002010 P17948 VGFR1_HUMANIg-like C2-type 4.|Extracellular (Potential). 24CGCTTGCCAGCTACGGTTTCA0.408

+ 8 979DGKH_uc010tfh.1_Splice_Site_p.G320_splice|DGKH_uc001uym.1_Splice_Site_p.G320_splice|DGKH_uc010tfi.1_Splice_Site_p.G75_splice|DGKH_uc010tfj.1_Splice_Site_p.G175_splice|DGKH_uc001uyn.1_Splice_Site|DGKH_uc001uyo.1_Splice_Site_p.G175_splice|DGKH_uc001uyp.2_Splice_SiteNM_178009 NP_821077 Q86XP1 DGKH_HUMAN 2GATTCCGATGGTATGTAGCAG0.338

- 19 4122ATP7B_uc010adv.2_Missense_Mutation_p.R892H|ATP7B_uc001vfx.2_Missense_Mutation_p.R1115H|ATP7B_uc001vfy.2_Missense_Mutation_p.R1211H|ATP7B_uc010tgt.1_Missense_Mutation_p.R1257H|ATP7B_uc010tgu.1_Missense_Mutation_p.R1274H|ATP7B_uc010tgv.1_Missense_Mutation_p.R1244H|ATP7B_uc001vfv.2_Missense_Mutation_p.R594H|ATP7B_uc010tgs.1_Missense_Mutation_p.R533HNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3CAGGTTGATGCGTATCCTTCG0.542

- 25 3343DIAPH3_uc001vhu.2_Missense_Mutation_p.R779CNM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN Potential. 2TTTTGTTGGCGTTCGAGTCTT0.323

+ 12 2822LMO7_uc010thv.1_Missense_Mutation_p.Q639K|LMO7_uc001vjt.1_Missense_Mutation_p.Q587K|LMO7_uc010thw.1_Missense_Mutation_p.Q538K|LMO7_uc001vjw.1_Missense_Mutation_p.Q594KNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5CTTATCTAGCCAGAAAGAGGT0.502

+ 21 2636 NM_003291 NP_003282 P29144 TPP2_HUMAN 2ACTACTTTGTGAACTATTATA0.368

+ 40 3936 NM_001846 NP_001837 P08572 CO4A2_HUMANTriple-helical region. 6TCTGACATCCACGGAGACCCA0.557

+ 9 976 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN Pro-rich. 0CTACTTTCCCCCGGGGGAGAA0.557

+ 1 839 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMANHelical; Name=7; (Potential). 1GTCATCTTTCCTTTGATGAAC0.403

- 35 6066CHD8_uc001war.1_Nonsense_Mutation_p.L1887*NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10ATTCGCCATCAACTTGTGCTT0.408

+ 5 304MRPL52_uc001wgx.3_Nonsense_Mutation_p.Q91*|MRPL52_uc001wgy.3_Nonsense_Mutation_p.Q33*|MRPL52_uc001wgz.3_Nonsense_Mutation_p.Q33*|MRPL52_uc001wha.3_Nonsense_Mutation_p.Q33*|MRPL52_uc001whb.3_Missense_Mutation_p.A70V|MMP14_uc001whc.2_5'FlankNM_178336 NP_848026 Q86TS9 RM52_HUMAN 0ACAAGCATGGCAGCTCAGGCA0.473

+ 5 1439LRP10_uc001whe.2_Missense_Mutation_p.R172CNM_014045 NP_054764 Q7Z4F1 LRP10_HUMANCUB 2.|Extracellular (Potential). 1GAGCAATGGTCGTGGCTTCAA0.582

+ 2 379REM2_uc010tnd.1_Missense_Mutation_p.E97GNM_173527 NP_775798 Q8IYK8 REM2_HUMAN 2GGCTCAGGGGAGGCAGCCCCT0.617

- 5 519RBM23_uc001whh.2_Missense_Mutation_p.R91H|RBM23_uc001whi.2_Missense_Mutation_p.R91H|RBM23_uc010tne.1_5'UTR|RBM23_uc001whj.2_5'UTR|RBM23_uc001whk.1_Missense_Mutation_p.R107HNM_001077351 NP_001070819 Q86U06 RBM23_HUMAN Arg-rich. 1ACCATGTCGACGATCCCAGCT0.542

- 14 1604PRMT5_uc001whl.1_Missense_Mutation_p.R488W|PRMT5_uc010akd.1_RNA|PRMT5_uc010tnf.1_Missense_Mutation_p.R399W|PRMT5_uc010tng.1_Missense_Mutation_p.R444W|PRMT5_uc010tnh.1_Missense_Mutation_p.R461W|PRMT5_uc001whn.1_Missense_Mutation_p.R334WNM_006109 NP_006100 O14744 ANM5_HUMAN 1TTGTGCAGCCGTACCACATAA0.507

- 2 469C14orf37_uc010tro.1_Missense_Mutation_p.P158S|C14orf37_uc001xdd.2_Missense_Mutation_p.P120S|C14orf37_uc001xde.2_Missense_Mutation_p.P120SNM_001001872 NP_001001872 Q86TY3 CN037_HUMANExtracellular (Potential). 0TCAGCTGAGGGGACACCTGAC0.488

+ 2 606PLEKHG3_uc001xhn.1_Missense_Mutation_p.R113C|PLEKHG3_uc001xhp.2_Missense_Mutation_p.R113C|PLEKHG3_uc010aqh.1_5'FlankNM_015549 NP_056364 A1L390 PKHG3_HUMAN DH. 1ACAGGACCTGCGCAGCATCGT0.622

+ 11 1219GALNTL1_uc001xla.1_Missense_Mutation_p.D376N|GALNTL1_uc001xlb.1_Missense_Mutation_p.D376NNM_020692 NP_065743 Q8N428 GLTL1_HUMANLumenal (Potential). 2AGTGTGGATGGATGAATACAA0.547

+ 9 2092SFRS5_uc001xlm.2_RNA|SFRS5_uc001xlo.2_Missense_Mutation_p.R214Q|SFRS5_uc001xlp.2_Missense_Mutation_p.R214Q|SFRS5_uc001xlq.2_Missense_Mutation_p.R211QNM_006925 NP_008856 Q13243 SRSF5_HUMANArg/Ser-rich (RS domain). 0TCTTACAGCCGGTCAAGAAGC0.537

- 2 1415 NM_003814 NP_003805 O43506 ADA20_HUMANPeptidase M12B.|Extracellular (Potential). 1GCTCGTGGCCCAAAGTAATTG0.428

+ 2 2208 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0CTCCTACAAGGAGTTCAGTGC0.567

- 2 214ANGEL1_uc010tvf.1_Missense_Mutation_p.A34VNM_015305 NP_056120 Q9UNK9 ANGE1_HUMAN 4TGAGCTGTTCGCCAGAAGGAC0.537

- 23 4085 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3CTCCAAGTTCCCCTTGAGACG0.388

+ 4 487DLK1_uc001yhu.3_Missense_Mutation_p.E112KNM_003836 NP_003827 P80370 DLK1_HUMANExtracellular (Potential).|EGF-like 3. 4TGGCCTCTATGAATGCTCCTG0.582

+ 1 562 NM_001080841 NP_001074310 0TTTCCCAGCCGACAAGGTGGT0.453

+ 9 1995 NM_019074 NP_061947 Q9NR61 DLL4_HUMANCytoplasmic (Potential). 2GCGGCTTCGACGGCCGGACGA0.617

+ 16 4768UNC13C_uc002acl.2_Missense_Mutation_p.D420NNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7CAAGAATTTGGATTTTTGGCC0.393

- 48 9705 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19CATGGTTCTGGCCAGAAGAAC0.483



- 6 550TIPIN_uc010ujn.1_Missense_Mutation_p.V54A|TIPIN_uc010ujo.1_Missense_Mutation_p.V54A|SCARNA14_uc010bhp.1_5'FlankNM_017858 NP_060328 Q9BVW5 TIPIN_HUMAN 1ATTATTGCTAACAAAATCTTC0.219

- 2 149GRAMD2_uc010bis.2_Missense_Mutation_p.P42RNM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0CCTGTAGTCCGGGGGCTCCTC0.517

- 11 1788GRAMD2_uc002atq.2_5'Flank|GRAMD2_uc010bis.2_5'Flank|PKM2_uc002atr.1_Silent_p.A2A|PKM2_uc002ats.1_Missense_Mutation_p.R183H|PKM2_uc002att.1_Missense_Mutation_p.R282H|PKM2_uc002atu.1_Missense_Mutation_p.R282H|PKM2_uc010bit.1_Missense_Mutation_p.R521H|PKM2_uc010uki.1_Missense_Mutation_p.R590H|PKM2_uc002atv.1_Missense_Mutation_p.R551H|PKM2_uc002atw.1_Missense_Mutation_p.R516H|PKM2_uc002aty.1_Missense_Mutation_p.R516H|PKM2_uc010ukj.1_Missense_Mutation_p.R501H|PKM2_uc010ukk.1_Missense_Mutation_p.R442HNM_182471 NP_872271 P14618 KPYM_HUMAND-fructose 1,6-bisphosphate binding; part of allosteric site.|Interaction with POU5F1.1GGAGCCAGGGCGCCATCCGGT0.622

- 6 1258NPTN_uc010bjc.2_Missense_Mutation_p.V354G|NPTN_uc002avt.2_Missense_Mutation_p.V238G|NPTN_uc002avr.2_Missense_Mutation_p.V238G|NPTN_uc010ula.1_Missense_Mutation_p.V149GNM_012428 NP_036560 Q9Y639 NPTN_HUMANHelical; (Potential). 0AATGATCACCACAAGGATGAT0.522

+ 2 243ADAMTSL3_uc002bjy.1_Missense_Mutation_p.P7S|ADAMTSL3_uc010bmt.1_Missense_Mutation_p.P7S|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.P7SNM_207517 NP_997400 P82987 ATL3_HUMAN 27CTGGACGAGCCCCTGGTGGGT0.562

+ 4 1439ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6GCTGCCAGCTCCCCACCAGCA0.517

+ 12 5371ALPK3_uc010upc.1_Missense_Mutation_p.R36QNM_020778 NP_065829 Q96L96 ALPK3_HUMANAlpha-type protein kinase. 12TACTGTTCTCGGGAATGGGGC0.547

+ 13 1289SLC28A1_uc010bnb.2_Missense_Mutation_p.D363N|SLC28A1_uc010upe.1_Intron|SLC28A1_uc010upf.1_Missense_Mutation_p.D363N|SLC28A1_uc010upg.1_Missense_Mutation_p.D363NNM_004213 NP_004204 O00337 S28A1_HUMANHelical; (Potential). 3CTTGCAGATCGATGCCACCTC0.577

+ 4 567MAN2A2_uc010boa.2_Missense_Mutation_p.G193D|MAN2A2_uc002bqc.2_Missense_Mutation_p.G151D|MAN2A2_uc010uql.1_5'Flank|MAN2A2_uc010uqm.1_5'FlankNM_006122 NP_006113 P49641 MA2A2_HUMANLumenal (Potential). 3TGGAGGCAAGGCTTCGACATC0.602

+ 11 2328IGF1R_uc010urq.1_Missense_Mutation_p.A760T|IGF1R_uc010bon.2_Missense_Mutation_p.A760T|IGF1R_uc010boo.1_5'FlankNM_000875 NP_000866 P08069 IGF1R_HUMANExtracellular (Potential). 8CACCACGGCCGCAGACACCTA0.527 rs70958396

+ 5 787MEF2A_uc010urv.1_Missense_Mutation_p.S73F|MEF2A_uc010bos.2_Missense_Mutation_p.S141F|MEF2A_uc002bvf.2_Missense_Mutation_p.S143F|MEF2A_uc002bve.2_Missense_Mutation_p.S141F|MEF2A_uc002bvg.2_Missense_Mutation_p.S141F|MEF2A_uc002bvi.2_Missense_Mutation_p.S141F|MEF2A_uc010bot.2_Missense_Mutation_p.S73FNM_005587 NP_005578 Q02078 MEF2A_HUMAN Ser/Thr-rich. 1TTTTCAATGTCTGTCACAGTT0.433

+ 18 1718BAIAP3_uc002clj.2_Missense_Mutation_p.R555H|BAIAP3_uc010uuz.1_Missense_Mutation_p.R538H|BAIAP3_uc010uva.1_Missense_Mutation_p.R510H|BAIAP3_uc010uvc.1_Missense_Mutation_p.R502HNM_003933 NP_003924 O94812 BAIP3_HUMAN 1AGAGGCAACCGTGAGTGGTAC0.443

- 6 1859 NM_032444 NP_115820 Q8IY92 SLX4_HUMANInteraction with C20orf94, ERCC4 and MSH2. 0GTCCACCTTCCGCCTCTTCCG0.597

- 13 3943GRIN2A_uc010uym.1_Missense_Mutation_p.P1132L|GRIN2A_uc010uyn.1_Missense_Mutation_p.P975L|GRIN2A_uc002czr.3_Missense_Mutation_p.P1132LNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AAACTGGGGTGGATCTAAGTG0.532

- 50 8796SMG1_uc010bwb.2_Missense_Mutation_p.M2671I|SMG1_uc010bwa.2_Missense_Mutation_p.M1542INM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16CGTTTCCGCTCATACTGCAGA0.532

- 7 1032 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1GTGCAACTCGGAAATCAGATC0.458

- 3 253ACSM2B_uc002dhk.3_Missense_Mutation_p.G15S|ACSM2B_uc010bwf.1_Missense_Mutation_p.G15SNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5ATCTGAGTACCCCACAGGGTG0.498

+ 13 1998 NM_001039 NP_001030 P51170 SCNNG_HUMANCytoplasmic (By similarity). 6ACCCAAGTGCCCGGCACACCG0.572

- 2 144NSMCE1_uc002doj.1_RNANM_145080 NP_659547 Q8WV22 NSE1_HUMAN 0AGGAAGCGCCGGTGGACATCA0.547

+ 16 3232 NM_015202 NP_056017 O60303 K0556_HUMAN 8CCCTTGCCACGTTGCCCTGAT0.532

- 16 1694BRD7_uc002ege.1_Nonsense_Mutation_p.Q544*NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Potential. 0AGTTTCTTCTGGAATATTTCA0.453

- 3 491TOX3_uc010vgt.1_Missense_Mutation_p.P102L|TOX3_uc010vgu.1_Missense_Mutation_p.P107LNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0GCTTTGAGGGGGAAACTGGGG0.532

- 3 378AKTIP_uc002ehl.2_Missense_Mutation_p.P56L|AKTIP_uc002ehm.2_Missense_Mutation_p.P56L|AKTIP_uc010vgx.1_Missense_Mutation_p.P56LNM_001012398 NP_001012398 Q9H8T0 AKTIP_HUMAN 0TGCTGGGGCAGGAGATGTAGG0.468

+ 5 1861NFATC3_uc010vkl.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkm.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkn.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vko.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkp.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkq.1_Nonsense_Mutation_p.R72*|NFATC3_uc002evl.2_Nonsense_Mutation_p.R72*|NFATC3_uc002evk.2_Nonsense_Mutation_p.R551*|NFATC3_uc002evm.1_Nonsense_Mutation_p.R551*|NFATC3_uc002evn.1_Nonsense_Mutation_p.R551*|NFATC3_uc010vkr.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vks.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkt.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vku.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkv.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkw.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkx.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vky.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vkz.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vla.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vlb.1_Nonsense_Mutation_p.R72*|NFATC3_uc010vlc.1_Nonsense_Mutation_p.R72*NM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3TATAGAACTTCGAAAAGGAGA0.343

- 6 3010ST3GAL2_uc002eyx.2_Missense_Mutation_p.A301VNM_006927 NP_008858 Q16842 SIA4B_HUMANLumenal (Potential). 1CCGGCTGTCGGCCCCGAACCC0.697

- 36 5718 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN p.D1816H(1) 2TACTGCTGATCAAATTCTAAG0.443

- 5 854CLEC18B_uc002fcu.2_Nonsense_Mutation_p.W218*|CLEC18B_uc010vmu.1_Nonsense_Mutation_p.W138*|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0CTGCATGGTCCCAGGCTTTGA0.607

+ 4 2028ATMIN_uc002fga.2_Missense_Mutation_p.I512M|ATMIN_uc010vnn.1_Missense_Mutation_p.I441M|ATMIN_uc002fgb.1_Missense_Mutation_p.I512MNM_015251 NP_056066 O43313 ATMIN_HUMAN 0CACTGGACATAGAGACTCAAA0.458

- 8 1446KIAA1609_uc010vod.1_Missense_Mutation_p.E420K|KIAA1609_uc002fic.2_RNANM_020947 NP_065998 Q6P9B6 K1609_HUMAN 2CGGAGCCCTTCGCTGTGGCGC0.632

- 8 1131ZDHHC7_uc010voi.1_Missense_Mutation_p.P297T|ZDHHC7_uc002fir.1_RNANM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1TCCCATGTGGGCTTCTCACTT0.572

+ 2 1176 JPH3_uc010vou.1_RNANM_020655 NP_065706 Q8WXH2 JPH3_HUMANCytoplasmic (Potential).|MORN 7. 2GCGCTCGGACGGGCTCAAGTA0.647

- 24 2243FANCA_uc010vpn.1_Missense_Mutation_p.S734FNM_000135 NP_000126 O15360 FANCA_HUMAN 6AGCGACACTGGAGGCAGCCAT0.642

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

+ 3 758C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN7.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1CTTCCACCCCGACCCCGAGGC0.726

- 11 1809SCARF1_uc002fsy.1_3'UTR|SCARF1_uc002fta.1_RNA|SCARF1_uc010cjv.1_Missense_Mutation_p.R501WNM_003693 NP_003684 Q14162 SREC_HUMANPro/Ser-rich.|Cytoplasmic (Potential). 1ACCGATGGCCGCTTGGCCCGA0.667

+ 9 1237CTNS_uc002fwa.2_Missense_Mutation_p.L215H|CTNS_uc010ckj.2_Missense_Mutation_p.L215H|CTNS_uc010vrv.1_Missense_Mutation_p.L68H|CTNS_uc010vrw.1_Missense_Mutation_p.L107HNM_004937 NP_004928 O60931 CTNS_HUMANHelical; (Potential). 0GCGGTTGTCCTCACGCTGATC0.607

+ 20 3089USP6_uc002gav.1_Missense_Mutation_p.V287M|USP6_uc010ckz.1_Translation_Start_Site|uc002gbd.2_5'FlankNM_004505 NP_004496 P35125 UBP6_HUMANRab-GAP TBC. 5CCTGTGGGACGTGTATTTGGT0.587

- 4 2644NLRP1_uc002gcg.1_Missense_Mutation_p.G697R|NLRP1_uc002gck.2_Missense_Mutation_p.G697R|NLRP1_uc002gcj.2_Missense_Mutation_p.G697R|NLRP1_uc002gcl.2_Missense_Mutation_p.G697R|NLRP1_uc002gch.3_Missense_Mutation_p.G697R|NLRP1_uc010clh.2_Missense_Mutation_p.G697RNM_033004 NP_127497 Q9C000 NALP1_HUMAN 9AGGTTCCTCCCCTGAGACAGC0.562

- 5 808ALOXE3_uc002gka.2_Nonsense_Mutation_p.W302*|ALOXE3_uc010vuo.1_Nonsense_Mutation_p.W278*|ALOXE3_uc010vup.1_RNANM_021628 NP_067641 Q9BYJ1 LOXE3_HUMANLipoxygenase. 5CATAGATCTTCCAGCTTCCGA0.473

- 4 751SLC25A35_uc002gku.1_Nonsense_Mutation_p.Q236*|SLC25A35_uc002gkt.2_Nonsense_Mutation_p.Q236*|SLC25A35_uc002gkz.1_RNANM_201520 NP_958928 Q3KQZ1 S2535_HUMAN Solcar 3. 0TCTGTGGGCTGGTTGTAGAGC0.597

- 34 4856 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13TTCATCTTTTTCAGCAATTTT0.408

- 22 2766uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E880K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14ATCTTTTCTTCCAGTTCCTTC0.433

- 22 2755uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R876K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14CAGTTCCTTCCTTTTTGCCTC0.428

- 9 1701TRIM16_uc002gor.1_Missense_Mutation_p.A382T|TRIM16_uc002gow.2_Missense_Mutation_p.A166T|TRIM16_uc002goy.2_Missense_Mutation_p.A252TNM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3TACTTGTGTGCTGTGTCCGGG0.557

+ 11 2459CCDC144A_uc002gql.1_Missense_Mutation_p.E265K|LOC162632_uc010cpj.1_RNANM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0TAAACAAAAGGAACTAGAAAT0.333

+ 9 767LGALS9C_uc010vyb.1_Missense_Mutation_p.P145SNM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 2. 1CACCACCATTCCGGGAGGGCT0.587

- 53 6774ACACA_uc002hnk.2_Missense_Mutation_p.R2117W|ACACA_uc002hnl.2_Missense_Mutation_p.R2137W|ACACA_uc002hnn.2_Missense_Mutation_p.R2195W|ACACA_uc002hno.2_Missense_Mutation_p.R2232W|ACACA_uc010cuy.2_Missense_Mutation_p.R840W|ACACA_uc010wdb.1_Missense_Mutation_p.R233W|ACACA_uc010wdc.1_Missense_Mutation_p.R321WNM_198836 NP_942133 Q13085 ACACA_HUMAN 2TCCTGCATCCGGCCTGGTGTG0.512



- 8 1873HNF1B_uc010wdi.1_Missense_Mutation_p.Q525RNM_000458 NP_000449 P35680 HNF1B_HUMAN 3TGGCATTACCTGTTTACTTGA0.537

+ 2 219CSF3_uc002hto.2_Missense_Mutation_p.A60V|CSF3_uc002htq.2_Missense_Mutation_p.A56V|CSF3_uc010wep.1_Missense_Mutation_p.A56VNM_000759 NP_000750 P09919 CSF3_HUMAN 1GATGGCGCAGCGCTCCAGGAG0.642

+ 4 505WIPF2_uc002huh.1_5'UTR|WIPF2_uc010cww.1_5'UTR|WIPF2_uc002hui.1_Nonsense_Mutation_p.Q89*|WIPF2_uc010cwx.1_Intron|WIPF2_uc010cwy.1_Nonsense_Mutation_p.Q89*NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3AGGTCTCTTCCAAGGAGGAGT0.517

- 1 117 NM_030967 NP_112229 Q07627 KRA11_HUMAN 0GCCGCAGGTCCCACTGGTGGA0.607

- 10 1604 NM_021078 NP_066564 Q92830 KAT2A_HUMANN-acetyltransferase. 2CAGCAACACCCGCCGGTTGGC0.642

+ 4 561EFTUD2_uc002ihn.2_5'Flank|EFTUD2_uc010wje.1_5'Flank|EFTUD2_uc010wjf.1_5'Flank|CCDC103_uc002ihp.1_5'FlankNM_213607 NP_998772 Q8IW40 CC103_HUMAN 1GCCGGCTGACCGGGCAGCGGT0.647 rs143476313

+ 21 2888KPNB1_uc010wkw.1_Missense_Mutation_p.R706Q|KPNB1_uc010wkx.1_Missense_Mutation_p.R635QNM_002265 NP_002256 Q14974 IMB1_HUMAN 3ACTGAAGGGCGGAGATCGAAG0.428

- 23 2701OSBPL7_uc002ilw.1_Missense_Mutation_p.Y395CNM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0CATGTTCCCATAGCCTGGCTC0.652

+ 14 1574CDK5RAP3_uc010wlc.1_Missense_Mutation_p.R517H|CDK5RAP3_uc002imq.1_Intron|CDK5RAP3_uc002imu.2_Missense_Mutation_p.R341H|CDK5RAP3_uc002ims.2_Missense_Mutation_p.R410H|CDK5RAP3_uc002imv.2_Missense_Mutation_p.R341H|CDK5RAP3_uc002imw.2_Missense_Mutation_p.R339H|CDK5RAP3_uc002imx.2_Missense_Mutation_p.R272HNM_176096 NP_788276 Q96JB5 CK5P3_HUMAN 0TACAGCGGGCGCCCTGTGAAC0.542

- 2 870 NM_001080439 NP_001073908 Q4G112 HSF5_HUMAN 3CCCTTTATCTGAAAATGTGGG0.478

+ 4 473 PRR11_uc002ixg.1_RNANM_018304 NP_060774 Q96HE9 PRR11_HUMAN 2GCTCCAGGAAGCACTGAAGGT0.234

- 6 1305PLEKHM1P_uc002jev.3_RNA|PLEKHM1P_uc010wqe.1_Missense_Mutation_p.P132SNR_024386 0AGGTCTGAGGGAGAGAGGCAG0.657

+ 2 857BPTF_uc002jge.2_Missense_Mutation_p.R266C|BPTF_uc010wqm.1_Missense_Mutation_p.R266CNM_182641 NP_872579 Q12830 BPTF_HUMAN DDT. 4ATCTCCTTTTCGCTTTGAGGA0.443

- 35 4574 NM_080284 NP_525023 Q8N139 ABCA6_HUMANABC transporter 2. 7GTGGTCAGGAGGACACCTCTC0.483

- 3 771 NM_006678 NP_006669 Q08708 CLM6_HUMANPro-rich.|Extracellular (Potential). 0GGAGGCTGTGGTCGTCCCGGC0.592

+ 17 2389KIAA0195_uc010wsa.1_Missense_Mutation_p.T715I|KIAA0195_uc010wsb.1_Missense_Mutation_p.T345I|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1TCCCATGGCACCGCTGATGTG0.592

- 7 784NPLOC4_uc002kau.3_Missense_Mutation_p.P201L|NPLOC4_uc010wur.1_Missense_Mutation_p.P40LNM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2GATGCCATTCGGCCACGGGAG0.512

+ 19 2973RBBP8_uc002kty.2_Missense_Mutation_p.R881H|RBBP8_uc002ktz.2_Missense_Mutation_p.V849I|RBBP8_uc002kua.2_Missense_Mutation_p.R886H|RBBP8_uc010xap.1_Missense_Mutation_p.R219HNM_002894 NP_002885 Q99708 COM1_HUMAN 3CCAAAAAGACGTCAGCCTTAC0.368

+ 4 675LAMA3_uc010dlv.1_Missense_Mutation_p.E197K|LAMA3_uc002kur.2_Missense_Mutation_p.E197KNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin N-terminal. 11CTGTTTAAAAGAATTTGGGCG0.323

- 15 2458DSC3_uc002kwi.3_Missense_Mutation_p.G768ENM_001941 NP_001932 Q14574 DSC3_HUMANCytoplasmic (Potential). 4CATTCCTGATCCCATAGTACC0.433

+ 4 555 NM_000371 NP_000362 P02766 TTHY_HUMAN 1TCCACCACGGCTGTCGTCACC0.537

+ 12 2378CDH7_uc002lkb.2_Missense_Mutation_p.D685NNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4GACCCGGAGGGATGTGACTCC0.478

- 9 1672NETO1_uc002lkx.1_Missense_Mutation_p.G462E|NETO1_uc002lky.1_Missense_Mutation_p.G463ENM_138966 NP_620416 Q8TDF5 NETO1_HUMANCytoplasmic (Potential). 4GAGGGGTTTTCCTGGCTGTGT0.488

+ 8 2176 NM_001194 NP_001185 Q9UL51 HCN2_HUMANCytoplasmic (Potential). 0GCCGAGCTGGGTCAGCGCGTG0.567

- 4 530DPP9_uc002mbb.2_Missense_Mutation_p.T91M|DPP9_uc002mbc.2_Missense_Mutation_p.T91MNM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1AGACTCATCCGTCTTCTGCAC0.642

- 2 1759 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN 1CAGGCTGGCCGTGTCGGAGCT0.652

- 2 1251 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN Pro-rich. 1GAAAGTTGGAGTGGCGTCTGG0.512

- 5 874SH2D3A_uc010xjg.1_Missense_Mutation_p.R105HNM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2CGTCGGGGGACGTTCAGAGGC0.662

+ 5 408TRAPPC5_uc002mhi.1_5'Flank|TRAPPC5_uc002mhj.1_5'Flank|TRAPPC5_uc002mhk.1_5'FlankNM_174918 NP_777578 Q8IX19 MCEM1_HUMANExtracellular (Potential).p.S128F(1) 1GTCTCAAACTCCGTACAAGCA0.547 rs139191722

- 4 384CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.Q82R|CD209_uc002mhr.2_Missense_Mutation_p.Q82R|CD209_uc002mhs.2_Missense_Mutation_p.Q82R|CD209_uc002mhu.2_Missense_Mutation_p.Q106R|CD209_uc010dvq.2_Missense_Mutation_p.Q106R|CD209_uc002mhq.2_Missense_Mutation_p.Q106R|CD209_uc002mhv.2_Missense_Mutation_p.Q82R|CD209_uc002mhx.2_Missense_Mutation_p.Q62R|CD209_uc002mhw.2_Missense_Mutation_p.Q62R|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMAN1.|Extracellular (Probable).|7 X approximate tandem repeats.1AGCCTTCAGCTGGGTCAGCTC0.562

- 1 2819 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGACACAGATGGATTCGAAGT0.488

- 24 3703TYK2_uc010dxe.2_Missense_Mutation_p.L924FNM_003331 NP_003322 P29597 TYK2_HUMANProtein kinase 2. 9ATGAGCTCAAGGAATTTCTAC0.373

+ 7 885DNM2_uc010dxk.2_5'FlankNM_031209 NP_112486 Q9BXR0 TGT_HUMAN 1ACACGGACAGCGGTGAGGCTC0.632

+ 2 265TSPAN16_uc002mqu.1_RNANM_012466 NP_036598 Q9UKR8 TSN16_HUMANHelical; (Potential). 1TGGTAAATGTGGAGGGGCCTC0.498

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

- 5 600 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 2. 0AACTGGGAAACCTGAATGCTT0.423

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

+ 10 1708 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential).|Fibronectin type-III 3. 0CCAAGATGCCCCTCCAGGGAC0.647

+ 11 1468FAM129C_uc010xpq.1_Missense_Mutation_p.R444W|FAM129C_uc002ngy.3_Missense_Mutation_p.R170W|FAM129C_uc010xpu.1_Missense_Mutation_p.R170W|FAM129C_uc002ngz.3_RNA|FAM129C_uc010eaw.2_Missense_Mutation_p.R170W|FAM129C_uc002nhb.2_Missense_Mutation_p.R43WNM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0TGAGGCCGAGCGGAGCCGGGG0.607

+ 6 923RFXANK_uc002nlt.2_Missense_Mutation_p.V117I|RFXANK_uc002nlu.2_Missense_Mutation_p.V118I|RFXANK_uc002nlv.2_Missense_Mutation_p.V140I|RFXANK_uc002nlw.2_Missense_Mutation_p.V139INM_003721 NP_003712 O14593 RFXK_HUMAN ANK 2. 2GATTGAGACCGTTCGCTTCCT0.667

+ 8 3047CILP2_uc002nmw.3_Missense_Mutation_p.A994TNM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1GGGCACCTCGGCAGCCTGCGT0.697

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1AAACATAAGAAAATTCATACT0.368

+ 4 1613 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1AAACATAAGAAAATTCATACT0.348

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 4 743ZNF626_uc002npc.1_Missense_Mutation_p.G122ENM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCCCTCCAGTATG0.363

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343



- 4 1111ZNF91_uc010xrj.1_Missense_Mutation_p.R301HNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0GGTTGAAGAACGGCTAAAAGC0.393 rs410211

+ 8 893C19orf2_uc002nsq.2_Missense_Mutation_p.C270F|C19orf2_uc002nss.2_Missense_Mutation_p.C248F|C19orf2_uc002nst.2_Missense_Mutation_p.C212FNM_003796 NP_003787 O94763 RMP_HUMAN 2CAGTTGAACTGTTCAGTGAAT0.279

- 29 3224 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN 5ATCCTCTACCGTGTGTCTCCG0.612

- 3 613SLC7A10_uc002nul.2_5'Flank|SLC7A10_uc010xrq.1_Missense_Mutation_p.P129SNM_019849 NP_062823 Q9NS82 AAA1_HUMAN 2GTGGTGGGGGGGATGCAGTTG0.632

- 7 1345LGI4_uc002nxy.1_Missense_Mutation_p.D79N|LGI4_uc002nxz.1_Missense_Mutation_p.D79NNM_139284 NP_644813 Q8N135 LGI4_HUMAN EAR 1. 1AGGCTGTAGTCCCAGGAGAGA0.677

+ 2 129LGI4_uc002nxy.1_Intron|FXYD1_uc002nyb.1_RNA|FXYD1_uc002nyd.2_Missense_Mutation_p.A20TNM_021902 NP_068702 O00168 PLM_HUMAN 0CATGGCCAAGGCAGGTGAGTG0.617

- 8 1186 NM_021232 NP_067055 Q9UF12 PROD2_HUMAN 2AGCTGGGCCACCGCTCTCTCC0.622

- 5 1710 NM_133466 NP_597723 Q8N141 ZFP82_HUMANC2H2-type 12. 2TTGAATAAGGGATGAATTAAG0.388

+ 6 1744HKR1_uc002ofx.2_Missense_Mutation_p.T208M|HKR1_uc002ofy.2_Missense_Mutation_p.T208M|HKR1_uc002oga.2_Missense_Mutation_p.T474M|HKR1_uc010xto.1_Missense_Mutation_p.T474M|HKR1_uc002ogc.2_Missense_Mutation_p.T473M|HKR1_uc010xtp.1_Missense_Mutation_p.T431M|HKR1_uc002ogd.2_Missense_Mutation_p.T431MNM_181786 NP_861451 P10072 HKR1_HUMAN 2AGGTCACACACGGGGGAGAAG0.537

- 7 1908PRX_uc002onq.2_Missense_Mutation_p.Q408E|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|18.2TTCGGCAGCTGTACCTCTGGA0.587

+ 1 83CEACAM3_uc010eia.1_Missense_Mutation_p.P3S|CEACAM3_uc002oro.1_RNANM_001815 NP_001806 P40198 CEAM3_HUMAN 1GACCATGGGGCCCCCCTCAGC0.597

- 3 759PSG11_uc002ouw.2_Missense_Mutation_p.E224K|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Intron|PSG6_uc002ovi.2_Intron|PSG6_uc010xwk.1_Intron|PSG11_uc002ovk.1_Missense_Mutation_p.E224K|PSG11_uc002ovn.1_Missense_Mutation_p.E224K|PSG11_uc002ovo.1_Missense_Mutation_p.E96K|PSG11_uc002ovp.1_Missense_Mutation_p.E96KNM_002785 NP_002776 Q9UQ72 PSG11_HUMANIg-like C2-type 1. 0TTCCATATTTCACATTCATAG0.507

+ 3 654QPCTL_uc010ekn.2_IntronNM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1ACCCCTGGGGCCAGTGGACTT0.622

+ 19 2884TRPM4_uc010emu.2_Missense_Mutation_p.G793S|TRPM4_uc010yak.1_Missense_Mutation_p.G402S|TRPM4_uc002pmx.2_Missense_Mutation_p.G764S|TRPM4_uc010emv.2_Missense_Mutation_p.G823S|TRPM4_uc010yal.1_Missense_Mutation_p.G584S|TRPM4_uc002pmy.2_Missense_Mutation_p.G280SNM_017636 NP_060106 Q8TD43 TRPM4_HUMANHelical; (Potential). 2CTTCTTCCTCGGCGTGTGGCT0.607

+ 8 954MED25_uc010ybe.1_Missense_Mutation_p.P88S|MED25_uc002ppx.1_Missense_Mutation_p.P82SNM_030973 NP_112235 Q71SY5 MED25_HUMAN Pro-rich. 1TGGGCTGGGCCCTCGCTGTGA0.627

- 8 1124 NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN ANK 5. 2TCGGCACCTCGATACAGGAGG0.542

+ 1 820 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANExtracellular (Potential). 0GAAAGGAGATTTGGGATATTG0.428

- 3 2049NLRP12_uc010eqw.2_5'Flank|NLRP12_uc002qci.3_Missense_Mutation_p.S610F|NLRP12_uc002qcj.3_Missense_Mutation_p.S610F|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.S610FNM_144687 NP_653288 P59046 NAL12_HUMAN 7GAACTCCAAGGAGCCCTGCTG0.567

- 6 1228LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.T324INM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 4. 1GTGGGCCGAGGTCACAGGACT0.587

- 8 318TNNT1_uc002qiz.3_Missense_Mutation_p.E7K|TNNT1_uc002qja.3_Missense_Mutation_p.E7K|TNNT1_uc002qjc.3_Missense_Mutation_p.E77K|TNNT1_uc002qje.3_Missense_Mutation_p.E66K|TNNT1_uc002qjd.3_Missense_Mutation_p.E66K|TNNT1_uc002qjf.2_Missense_Mutation_p.E73KNM_003283 NP_003274 P13805 TNNT1_HUMAN 1GTCTGCAGCTCCAGCAGGTCT0.607

- 8 1673PTPRH_uc010esv.2_Missense_Mutation_p.E356K|PTPRH_uc002qjs.2_Missense_Mutation_p.E541KNM_002842 NP_002833 Q9HD43 PTPRH_HUMANExtracellular (Potential).|Fibronectin type-III 6. 4GCTTCCAGTTCCTTTAGGGTG0.577

- 23 2880_2881TMEM86B_uc002qjt.2_5'Flank|TMEM86B_uc002qju.2_5'Flank|SAPS1_uc002qjv.2_Missense_Mutation_p.S942VNM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN 0CACTCACTGGGAGCCTGGGGAT0.653

+ 3 981NLRP8_uc010etg.2_Missense_Mutation_p.E304KNM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13GGACCTGAGTGAAGACTGGAG0.493

- 2 164ZNF582_uc002qmy.2_Missense_Mutation_p.S33F|uc002qna.1_5'Flank|uc002qnb.1_5'FlankNM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4ACTCACAAGGGACATGACTTT0.448

+ 2 187ZNF324B_uc002qsu.1_5'UTR|ZNF324B_uc010euq.1_Missense_Mutation_p.R27HNM_207395 NP_997278 Q6AW86 Z324B_HUMAN KRAB. 1GCCCTGTACCGCCACGTGATG0.562

- 2 604CHMP2A_uc002qtj.2_Missense_Mutation_p.R60C|CHMP2A_uc002qtk.2_Missense_Mutation_p.R60CNM_198426 NP_940818 O43633 CHM2A_HUMANInteraction with VPS4B. 0GCCATGATGCGAACAGCATCC0.522

- 2 219C2orf44_uc010eya.2_Missense_Mutation_p.D30YNM_025203 NP_079479 Q9H6R7 CB044_HUMAN 2TGATTCCCATCGGTCCAGGCA0.478

+ 2 240DPYSL5_uc002rhv.3_Missense_Mutation_p.V28INM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2CGAGGCTGACGTCTACATCGA0.572 rs139435744

- 11 1264CAPN13_uc002rnp.1_Missense_Mutation_p.G363ENM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2CCGAGGTCCTCCTGCATCAGA0.473

+ 2 568PPM1B_uc002rts.2_Missense_Mutation_p.P47L|PPM1B_uc002rtu.2_Missense_Mutation_p.P47L|PPM1B_uc002rtv.2_Intron|PPM1B_uc002rtw.2_Missense_Mutation_p.P47L|PPM1B_uc002rtx.2_Missense_Mutation_p.P47LNM_002706 NP_002697 O75688 PPM1B_HUMAN 2GTAGGTATTCCTCACGGCTTG0.453

- 2 790 NM_014482 NP_055297 O95393 BMP10_HUMAN 2CCTGACTTTTGCCAACGTCTG0.502

+ 4 766 NM_178439 NP_848526 Q96IK5 GMCL1_HUMAN 3CATTTTGGCAGCAGCTTGTTT0.398

+ 23 12476ALMS1_uc002sjf.1_Splice_Site_p.R4078_splice|ALMS1_uc002sjh.1_Silent_p.R3508RNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9GGTCCAAACGGTAAGACCAAG0.448

+ 1 64CTNNA2_uc010yse.1_Missense_Mutation_p.R20Q|CTNNA2_uc010ysf.1_Missense_Mutation_p.R20Q|CTNNA2_uc010ysg.1_Missense_Mutation_p.R20Q|hsa-mir-4264|MI0015877_5'FlankNM_004389 NP_004380 P26232 CTNA2_HUMAN 9TTGGAAATCCGGACGCTAACA0.408

- 4 948TMEM127_uc002svr.2_Nonsense_Mutation_p.Q231*NM_017849 NP_060319 O75204 TM127_HUMAN 0GGGGGTGGCTGGAACTGGTTG0.617

- 7 2705 NM_207362 NP_997245 Q6NV74 CB055_HUMAN Pro-rich. 0CTTACCAGCTCCCCTGCGCAG0.701

- 19 3297AFF3_uc002taf.2_Missense_Mutation_p.G1046SNM_002285 NP_002276 P51826 AFF3_HUMAN 6TCCATGGGGCCTTGTTCCATT0.443

- 8 1432TBC1D8_uc010yvw.1_Missense_Mutation_p.S449F|TBC1D8_uc002tau.3_Missense_Mutation_p.S191FNM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3GCTATTTTGAGAAGACATCAT0.532

+ 11 1550IL18R1_uc010ywc.1_Missense_Mutation_p.R466K|IL18R1_uc010ywd.1_Missense_Mutation_p.R311K|IL18R1_uc010fiy.2_Missense_Mutation_p.R467KNM_003855 NP_003846 Q13478 IL18R_HUMANTIR.|Cytoplasmic (Potential). 3TTGGTGGAAAGAAAAATTAAA0.353

+ 2 229 NM_032411 NP_115787 Q9H1Z8 AUGN_HUMAN 0GCTTCAAAAACGAGAAGGTAA0.363

+ 7 1174SULT1C2_uc010ywp.1_Missense_Mutation_p.R156C|SULT1C2_uc002tdx.2_Missense_Mutation_p.R252C|SULT1C2_uc010ywq.1_Missense_Mutation_p.R255CNM_001056 NP_001047 O00338 ST1C2_HUMAN 1CATGACAAATCGTTCTACAGT0.403 rs112864909

+ 4 564WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNA|WASH2P_uc010fkz.1_RNA|WASH2P_uc002tkf.2_RNANM_182905 NP_878908 0GAGTCCATCCGCCAAGCTGGG0.522

+ 5 480RABL2A_uc010flb.2_Missense_Mutation_p.S89F|RABL2A_uc002tkl.3_Silent_p.L44L|RABL2A_uc002tkm.3_Intron|RABL2A_uc002tks.3_Missense_Mutation_p.S89F|RABL2A_uc002tkr.2_Missense_Mutation_p.S89F|RABL2A_uc002tkp.3_Missense_Mutation_p.S89FNM_007082 NP_009013 Q9UBK7 RBL2A_HUMAN 1ATGCATGCCTCCTACTACCAC0.582

+ 16 1427MARCO_uc010yyf.1_Missense_Mutation_p.R354QNM_006770 NP_006761 Q9UEW3 MARCO_HUMANSRCR.|Extracellular (Potential). 6AGTAGTAACCGAGGCCGGGCT0.532

- 6 691TFCP2L1_uc010flr.2_Missense_Mutation_p.E200KNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3TCCCCATTCTCGTTCTGCTTA0.587

+ 2 599THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Missense_Mutation_p.S90FNM_001080427 NP_001073896 7GCTCCCATTTCCTGTCCTCTT0.458

- 6 1090ZEB2_uc002tvv.2_Missense_Mutation_p.P198S|ZEB2_uc010zbm.1_Missense_Mutation_p.P175S|ZEB2_uc010fnp.2_Missense_Mutation_p.P112S|ZEB2_uc010fnq.1_Missense_Mutation_p.P233SNM_014795 NP_055610 O60315 ZEB2_HUMAN 9AAAGCATCTGGAGTTCCAGGT0.557



- 21 2136NEB_uc010fny.1_Missense_Mutation_p.Y203NNM_004543 NP_004534 P20929 NEBU_HUMAN 20GTCTCACAGTAATTCATACTC0.358

- 1 370 NM_019845 NP_062819 Q9NS64 RPRM_HUMAN 0GGGCCTCCCTCCGCGAAGCCG0.667

- 17 3502SCN1A_uc002udo.3_Missense_Mutation_p.E1042K|SCN1A_uc010fpk.2_Missense_Mutation_p.E1014KNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TCAAGAGTTTCTTCAGGTTCC0.428

- 2 469 NM_013233 NP_037365 Q9UEW8 STK39_HUMANProtein kinase. 2ATAGTTCATCCATACTGGTCT0.458

- 48 9207 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 23.|Extracellular (Potential). 29AACCACAGGTGAATTCATTTT0.453

- 4 695METTL5_uc002ufo.2_Missense_Mutation_p.R150K|METTL5_uc002ufp.2_Missense_Mutation_p.R150K|METTL5_uc002ufq.1_Missense_Mutation_p.R150KNM_014168 NP_054887 Q9NRN9 METL5_HUMAN 1TACTGCTGTTCTTGCCATTTC0.338

+ 9 836COL3A1_uc010frw.1_5'FlankNM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13GGACGACCTGGAGAGCGAGGA0.383

+ 1 159 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3GCCGGCGATGATGCTTGTGAT0.627

+ 8 1252CCNYL1_uc002vch.2_Missense_Mutation_p.G280SNM_001142300 NP_001135772 Q8N7R7 CCYL1_HUMAN 0TAACTTCATTGGTATTCAGCG0.408

+ 1 133 NM_001927 NP_001918 P17661 DESM_HUMAN Head. 2TCCTACCGCCGCACCTTCGGC0.557

- 3 329EPHA4_uc002vmr.2_Missense_Mutation_p.R96K|EPHA4_uc010zlm.1_Missense_Mutation_p.R37K|EPHA4_uc010zln.1_Missense_Mutation_p.R96KNM_004438 NP_004429 P54764 EPHA4_HUMANExtracellular (Potential). 12AATATACACCCTCTGAGCCCC0.463

- 22 2212 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11AGCCAGCCAGGGAGCCCCAAG0.587

+ 3 564AGFG1_uc002vpd.2_Missense_Mutation_p.P105L|AGFG1_uc002vpe.2_Missense_Mutation_p.P105L|AGFG1_uc002vpf.2_Missense_Mutation_p.P105LNM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4TCAGCAATTCCAGACTTCAGG0.328

+ 16 2065INPP5D_uc010zmp.1_Missense_Mutation_p.I637FNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2GGAGGAAGAAATCACGTTTGC0.473

+ 10 1145LRRFIP1_uc002vxc.2_Missense_Mutation_p.L475I|LRRFIP1_uc010znm.1_Missense_Mutation_p.L229I|LRRFIP1_uc002vxd.2_Missense_Mutation_p.L261I|LRRFIP1_uc002vxf.2_Missense_Mutation_p.L229INM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3AAAAGAAGAGTTAAATGCCCT0.458

- 9 1161CPXM1_uc010gas.2_Missense_Mutation_p.G366ENM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4CAACTCCCGCCCCAGGGCCTC0.657

+ 1 160uc002wjz.1_5'Flank|uc002wka.1_5'Flank|PANK2_uc002wkb.2_Intron|PANK2_uc010gbd.1_RNA|PANK2_uc002wkd.2_RNA|PANK2_uc002wke.2_5'Flank|PANK2_uc002wkf.2_5'FlankNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0CTCATTGGACGGAGGCACGGT0.652

+ 3 638uc002wnn.1_Intron|ANKRD5_uc002wnp.2_Missense_Mutation_p.C82Y|ANKRD5_uc010gbz.2_5'UTRNM_022096 NP_071379 Q9NU02 ANKR5_HUMAN 2CGAATGGGCTGTACTCCCACA0.438

+ 15 2481ZNF341_uc002wzx.2_Missense_Mutation_p.A814T|ZNF341_uc010geq.2_Missense_Mutation_p.A731T|ZNF341_uc010ger.2_RNA|ZNF341_uc002wzz.2_Missense_Mutation_p.A248TNM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2ACCTGGACACGCTGAGGGGCT0.692

+ 9 1816EDEM2_uc010zuv.1_IntronNM_006690 NP_006681 Q9Y5R2 MMP24_HUMANHelical; (Potential). 0CGCCGTGGCCGTGGTCATCCC0.607

- 4 1844EIF6_uc002xbv.1_5'Flank|EIF6_uc002xbx.1_5'Flank|EIF6_uc002xbz.1_5'Flank|EIF6_uc002xby.1_5'Flank|FAM83C_uc002xcb.1_Missense_Mutation_p.G231SNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2GCCCGATCACCAGGTCTGAGG0.642

+ 7 908PIGT_uc010ghb.1_Nonsense_Mutation_p.R269*|PIGT_uc010zwt.1_RNA|PIGT_uc010ghd.1_Nonsense_Mutation_p.R186*|PIGT_uc010ghc.1_RNA|PIGT_uc010ghe.1_Nonsense_Mutation_p.R242*|PIGT_uc010ghf.1_Nonsense_Mutation_p.R232*|PIGT_uc002xoj.1_Nonsense_Mutation_p.R279*|PIGT_uc002xok.1_Nonsense_Mutation_p.R244*|PIGT_uc010zwu.1_Nonsense_Mutation_p.R17*|PIGT_uc002xoi.1_RNA|PIGT_uc010zwv.1_Nonsense_Mutation_p.R17*|PIGT_uc010zww.1_Nonsense_Mutation_p.R223*|PIGT_uc010zwx.1_Nonsense_Mutation_p.R114*|PIGT_uc010zwy.1_Nonsense_Mutation_p.R177*|PIGT_uc010zwz.1_Nonsense_Mutation_p.R17*|PIGT_uc010zxa.1_Nonsense_Mutation_p.R117*|PIGT_uc002xol.1_Nonsense_Mutation_p.R135*|PIGT_uc010zxb.1_5'UTR|PIGT_uc002xom.1_5'FlankNM_015937 NP_057021 Q969N2 PIGT_HUMANLumenal (Potential). 1TTCAGAGAGCCGAGTCTATGT0.607

+ 12 2112_2113NCOA3_uc010ght.1_Missense_Mutation_p.S646F|NCOA3_uc002xtl.2_Missense_Mutation_p.S636F|NCOA3_uc002xtm.2_Missense_Mutation_p.S636F|NCOA3_uc002xtn.2_Missense_Mutation_p.S636F|NCOA3_uc010zyc.1_Missense_Mutation_p.S431FNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Ser-rich. 5GGTCATTCCTCCTTGACCAACT0.47

- 24 3016PREX1_uc002xtv.1_Missense_Mutation_p.R295HNM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6GGAGGGTTTGCGTCCAAAGCG0.527

- 3 1304 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2TTGGGGCGAAGGAAGGGCCTC0.502

+ 15 1841SLC9A8_uc010zym.1_Missense_Mutation_p.T244M|SLC9A8_uc010gid.2_Missense_Mutation_p.T168MNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1CGGAGGCTGACGCAGGAGGTG0.642

- 4 1659NFATC2_uc002xwc.2_Missense_Mutation_p.T480M|NFATC2_uc010zyv.1_Missense_Mutation_p.T261M|NFATC2_uc010zyw.1_Missense_Mutation_p.T261M|NFATC2_uc010zyx.1_Missense_Mutation_p.T460M|NFATC2_uc010zyy.1_Missense_Mutation_p.T261M|NFATC2_uc010zyz.1_Missense_Mutation_p.T261M|NFATC2_uc002xwe.2_Missense_Mutation_p.T460MNM_173091 NP_775114 Q13469 NFAC2_HUMAN RHD. 2AGTTTTCCCCGTGATTCGGTG0.517 rs145327846

- 9 1880ZFP64_uc002xwj.2_Missense_Mutation_p.R292CNM_199427 NP_955459 Q9NPA5 ZF64A_HUMAN C2H2-type 7. 2CTGTGCACGCGCAGGGCGGCC0.657

- 3 1956ZNF217_uc010gij.1_Missense_Mutation_p.D554GNM_006526 NP_006517 O75362 ZN217_HUMAN 6TTTGGCACCATCAAAAAATCT0.448

- 3 436CTSZ_uc002yaj.3_Missense_Mutation_p.R104WNM_001336 NP_001327 Q9UBR2 CATZ_HUMAN 1ATGTTGATCCGATCTGCAACA0.622

+ 5 447OGFR_uc002ydk.2_Nonsense_Mutation_p.R121*|OGFR_uc002ydl.2_Nonsense_Mutation_p.R86*NM_007346 NP_031372 Q9NZT2 OGFR_HUMAN 0GTTTCCTCTGCGAGAACCAGG0.622

- 15 1164TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.E248K|TPTE_uc002yir.1_Missense_Mutation_p.E228K|TPTE_uc010gkv.1_Missense_Mutation_p.E128KNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5CGCACAACTTCCTAAAAAAGA0.333

- 4 362SAMSN1_uc010gky.1_Intron|SAMSN1_uc002yjv.1_Splice_Site_p.D162_spliceNM_022136 NP_071419 Q9NSI8 SAMN1_HUMAN 4CTTCCTCATCCTTCAGAAAAC0.413

- 6 953 RNF160_uc010gll.1_RNANM_015565 NP_056380 O94822 LTN1_HUMAN 0ACCTGAGGTACACTGTGTTTT0.303

+ 8 874 NM_005441 NP_005432 Q13112 CAF1B_HUMAN WD 5. 2CACTCCCGACGGATCTTTGCT0.468

- 1 551POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_5'UTR|POTEH_uc002zlj.1_Missense_Mutation_p.E2KNM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1TACCTCGGCTCCATGAAAGCG0.587

+ 15 1204PPIL2_uc002zvh.3_Missense_Mutation_p.R363H|PPIL2_uc002zvi.3_Missense_Mutation_p.R363H|PPIL2_uc002zvg.3_Missense_Mutation_p.R363H|PPIL2_uc011aij.1_Missense_Mutation_p.R342H|PPIL2_uc002zvk.3_Missense_Mutation_p.R109HNM_148175 NP_680480 Q13356 PPIL2_HUMANPPIase cyclophilin-type. 2CACACGGGCCGCGGCATCCTC0.632

+ 5 1944ADORA2A_uc002zzy.3_Missense_Mutation_p.C394Y|ADORA2A_uc011ajs.1_Missense_Mutation_p.C255Y|ADORA2A_uc010gup.2_Missense_Mutation_p.C394Y|ADORA2A_uc010guq.2_Missense_Mutation_p.C394Y|ADORA2A_uc003aab.2_Missense_Mutation_p.C394Y|ADORA2A_uc003aac.2_Missense_Mutation_p.C255Y|C22orf45_uc003aad.1_IntronNM_000675 NP_000666 P29274 AA2AR_HUMAN Cytoplasmic. 0AAGGGAGTGTGCCCAGAGCCC0.607

- 14 2096PIWIL3_uc011ajx.1_Missense_Mutation_p.R451Q|PIWIL3_uc011ajy.1_Missense_Mutation_p.R451Q|PIWIL3_uc010gut.1_Missense_Mutation_p.R560QNM_001008496 NP_001008496 Q7Z3Z3 PIWL3_HUMAN 4AGTATATTTCCGTAATGTGTC0.328 rs149915066

- 10 1571PIWIL3_uc011ajx.1_Missense_Mutation_p.K276R|PIWIL3_uc011ajy.1_Missense_Mutation_p.K276R|PIWIL3_uc010gut.1_Missense_Mutation_p.K385RNM_001008496 NP_001008496 Q7Z3Z3 PIWL3_HUMAN PAZ. 4CGTTAGGCCCTTTTTCCATCT0.468

- 12 2430HPS4_uc003aci.2_Missense_Mutation_p.P586S|HPS4_uc003acj.2_Missense_Mutation_p.P455S|HPS4_uc003ack.2_Missense_Mutation_p.P382S|HPS4_uc003acn.2_Missense_Mutation_p.P437S|HPS4_uc003ach.2_Missense_Mutation_p.P326SNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0TCATCCCTGGGCAGCGTCTCT0.582

- 3 749 NM_020530 NP_065391 P13725 ONCM_HUMAN 1CTGGTCCTGCGCACCCCCTTC0.667

+ 3 1422SYN3_uc003amx.2_Intron|SYN3_uc003amy.2_Intron|SYN3_uc003amz.2_IntronNM_000362 NP_000353 P35625 TIMP3_HUMAN NTR. 1ATGCCCCATGTGCAGTACATC0.448

- 15 2572LARGE_uc011amd.1_Missense_Mutation_p.R464C|LARGE_uc003ane.3_Missense_Mutation_p.R665C|LARGE_uc010gwp.2_Missense_Mutation_p.R613C|LARGE_uc011ame.1_Missense_Mutation_p.R597C|LARGE_uc011amf.1_Missense_Mutation_p.R616CNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3GGGCAGTCACGTCTCACAACA0.572

- 3 674MYH9_uc003aph.1_Missense_Mutation_p.P12L|MYH9_uc003api.1_Missense_Mutation_p.P148LNM_002473 NP_002464 P35579 MYH9_HUMANMyosin head-like. 11ATAGATGTGAGGGGGCATCTC0.532

- 3 475C22orf33_uc003aqe.2_Missense_Mutation_p.G25ENM_001163857 NP_001157329 O43247 EAN57_HUMAN 0AGCCCCCTCTCCCGAGGTGGC0.637

- 7 1624 NM_152512 NP_689725 Q8IYW4 ENTD1_HUMAN 3ATCTTTAAAGGAGGTAGAAGA0.468



- 9 1682MKL1_uc003ayw.1_Missense_Mutation_p.S492L|MKL1_uc010gye.1_Missense_Mutation_p.S492L|MKL1_uc010gyf.1_Missense_Mutation_p.S442LNM_020831 NP_065882 Q969V6 MKL1_HUMAN p.S492S(1) 5CTGCAGTGGCGAGGCCTGCAG0.677

+ 23 3133ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN Poly-Ala. 1TGCTGCCACCGCCACCACTGG0.662 rs140753362

- 1 2941 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 7. 11TCTACCGAGGCGCTAAGGGGA0.567

- 18 3075PLXNB2_uc003bkt.1_5'Flank|PLXNB2_uc003bku.1_5'FlankNM_012401 NP_036533 O15031 PLXB2_HUMANIPT/TIG 3.|Extracellular (Potential).p.P1033R(1) 6GCTTCGTAGCGGCTCGAAGGC0.657

+ 11 1357CNTN4_uc003bpb.1_Missense_Mutation_p.A51V|CNTN4_uc003bpd.1_Missense_Mutation_p.A379V|CNTN4_uc003bpe.2_Missense_Mutation_p.A51V|CNTN4_uc003bpf.2_Missense_Mutation_p.A51VNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANIg-like C2-type 4. 7CTCTCAGATGCTGGCATGTAT0.363

- 3 1039SRGAP3_uc003brg.1_Missense_Mutation_p.M121I|SRGAP3_uc003bri.1_RNA|SRGAP3_uc003brk.2_Missense_Mutation_p.M121INM_014850 NP_055665 O43295 SRGP2_HUMAN 9TGACATTGTTCATGAAGATGT0.542

- 12 1499GRIP2_uc011avh.1_Missense_Mutation_p.S31FNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1GTTGTTGCAGGAAAAGGCGTG0.612

+ 4 1009C3orf20_uc003byz.2_Missense_Mutation_p.S80N|C3orf20_uc003bza.2_Missense_Mutation_p.S80N|C3orf20_uc003byx.1_Missense_Mutation_p.S202NNM_032137 NP_115513 Q8ND61 CC020_HUMAN 4AGTGGCTACAGCAGCGGACAG0.537

- 21 2609TOP2B_uc003cdj.2_Missense_Mutation_p.R851CNM_001068 NP_001059 Q02880 TOP2B_HUMAN 5GGCTCTACACGTTGATTATCA0.383

+ 2 833LRRC3B_uc003cdq.2_Missense_Mutation_p.E82KNM_052953 NP_443185 Q96PB8 LRC3B_HUMAN LRR 1. 4 TATTCCCAATGAAATTTTTAA0.408

- 5 1458 NM_015551 NP_056366 O60279 SUSD5_HUMANExtracellular (Potential). 2AAATGGCCCCGAGGGACCATC0.527 rs113725248

+ 5 878C3orf35_uc003chb.2_Missense_Mutation_p.L72FNM_178339 NP_848029 Q8IVJ8 APRG1_HUMAN 1TCCCCTGGACCTTTGGACCCA0.448

- 21 3695 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN III. 9TTGACCACCACCTTATGGAAA0.448

+ 1 992 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN 1GGATGAGGAGGCCGAACGTAT0.567

- 9 1515SLC6A20_uc003cow.2_Missense_Mutation_p.A114V|SLC6A20_uc011baj.1_Missense_Mutation_p.A427VNM_020208 NP_064593 Q9NP91 S6A20_HUMANExtracellular (Potential). 2CAGTGTGGCCGCGTAGTCGTT0.577

- 1 1000ARIH2_uc003cvb.2_5'Flank|ARIH2_uc003cvc.2_5'FlankNM_001123040 NP_001116512 Q8N7S6 CC071_HUMAN 0CACGGTGACCGTAAGTCGGAG0.572

- 2 367 NM_003335 NP_003326 P41226 UBA7_HUMAN2 approximate repeats.|1-1. 2CAGCAGGTGGGGTGGGGATCA0.657

- 4 1355HYAL2_uc003czx.2_Missense_Mutation_p.R379C|HYAL2_uc003czv.2_Missense_Mutation_p.R379C|HYAL2_uc003czw.2_Missense_Mutation_p.R379CNM_033158 NP_149348 Q12891 HYAL2_HUMAN EGF-like. 1CTGGGGTTGCGGCGCACACAG0.632

+ 38 3833_3834 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0TGCTGCAGTGGGAGGACCGGCC0.589

+ 15 2743EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|Protein kinase. 33TGTAGATGAGGGCTATCGACT0.498

+ 12 1925ALCAM_uc003dvw.1_Missense_Mutation_p.S462F|ALCAM_uc003dvy.2_Missense_Mutation_p.S462F|ALCAM_uc010hpp.2_Missense_Mutation_p.S184F|ALCAM_uc003dvz.2_Missense_Mutation_p.S96FNM_001627 NP_001618 Q13740 CD166_HUMANExtracellular (Potential).|Ig-like C2-type 3. 3ACAGAGGAATCTCCTTATATT0.343

+ 1 384 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN 0ACTGGATATCCCACTGTGACA0.388

- 7 942 NM_138815 NP_620170 Q7Z7J5 DPPA2_HUMAN 3TGTGTCTGCCGAGAGAAGTCT0.512 rs151045476

+ 2 318CD96_uc003dxv.2_Missense_Mutation_p.V50I|CD96_uc003dxx.2_Missense_Mutation_p.V50I|CD96_uc010hpy.1_Missense_Mutation_p.V50INM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Ig-like V-type 1. 3AACACAGACAGTAGGCTTCTT0.443

+ 10 1217ATP6V1A_uc011bik.1_Missense_Mutation_p.S351LNM_001690 NP_001681 P38606 VATA_HUMAN 3CGTCTGGCCTCGTTTTATGAA0.443

+ 2 233KALRN_uc010hrv.1_Missense_Mutation_p.L36F|KALRN_uc003ehf.1_Missense_Mutation_p.L36F|KALRN_uc011bjy.1_Missense_Mutation_p.L36FNM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6TTCTGATGTCCTTCCTATCCT0.468

+ 4 1022 NM_000539 NP_000530 P08100 OPSD_HUMANHelical; Name=7; (Potential). 0ATATCATGATGAACAAGCAGG0.612

+ 2 504 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 1. 8CGGAAAGACGGAGTGAAAATC0.498

+ 1 216 NM_001002026 NP_001002026 P56856 CLD18_HUMANExtracellular (Potential). 2CTCCTGTGTCCGAGAGAGCTC0.607

+ 4 1438 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5CAGGAAACATCATTTCTTTAA0.423

+ 2 1765 NM_003412 NP_003403 Q15915 ZIC1_HUMAN C2H2-type 4. 2AGCAGCGACCGCAAGAAGCAC0.542

- 6 6215_6216IGSF10_uc011bob.1_Nonsense_Mutation_p.W99*|IGSF10_uc011boc.1_Nonsense_Mutation_p.W51*NM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 7. 13CAGGCAAACTCCAAGATATCTC0.436

+ 10 1775 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical. 3553ACGAGATCCTCTCTCTGAAAT0.328

+ 21 2733ATP11B_uc003flc.2_Missense_Mutation_p.V410I|ATP11B_uc011bqm.1_Missense_Mutation_p.V130I|ATP11B_uc010hxf.1_Splice_SiteNM_014616 NP_055431 Q9Y2G3 AT11B_HUMANCytoplasmic (Potential). 3TGCTAATGACGTAAGCATGAT0.338

+ 18 1753VPS8_uc010hyd.1_Missense_Mutation_p.A528TNM_015303 NP_056118 Q8N3P4 VPS8_HUMAN 1AAAAGCAAAAGCAGTAGTGGG0.443

- 2 370_371MASP1_uc003fri.2_Missense_Mutation_p.S13F|MASP1_uc003frj.2_Intron|MASP1_uc003frk.1_Missense_Mutation_p.S13F|MASP1_uc011bse.1_5'UTRNM_001879 NP_001870 P48740 MASP1_HUMAN 4CCTTTGACAGGGAGAAGCACAG0.47

- 3 593BCL6_uc011bsf.1_Missense_Mutation_p.H46Y|BCL6_uc010hza.2_5'UTR|BCL6_uc003frq.1_Missense_Mutation_p.H46YNM_001130845 NP_001124317 P41182 BCL6_HUMAN BTB. 5ACCGTTTTATGGGCTCTAAAC0.517

- 5 1428LEPREL1_uc003fsg.2_Missense_Mutation_p.D166VNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4CTCATAGTAATCCACATTGTC0.418

+ 3 307ZNF595_uc003fzu.1_RNA|ZNF718_uc003fzt.3_Missense_Mutation_p.D51N|ZNF595_uc010iay.1_RNA|ZNF595_uc011bus.1_Intron|ZNF595_uc011but.1_IntronNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0CTCTAACCCAGACCTGGTCAC0.403

+ 8 3510RGS12_uc010ics.1_Missense_Mutation_p.K68R|RGS12_uc003ggv.2_Missense_Mutation_p.K869R|RGS12_uc003ggy.1_Missense_Mutation_p.K267R|RGS12_uc010ict.1_Missense_Mutation_p.K221R|RGS12_uc003ggz.2_Missense_Mutation_p.K221R|RGS12_uc010icu.1_Missense_Mutation_p.K68R|RGS12_uc011bvs.1_Missense_Mutation_p.K211R|RGS12_uc003gha.2_Missense_Mutation_p.K211R|RGS12_uc010icv.2_Missense_Mutation_p.K68R|RGS12_uc003ghb.2_Missense_Mutation_p.K68RNM_198229 NP_937872 O14924 RGS12_HUMAN 1ACGCCAAAAAAGGTGACCTCC0.632

- 2 252ACOX3_uc003glc.3_Missense_Mutation_p.A36V|ACOX3_uc003gld.3_Missense_Mutation_p.A36V|ACOX3_uc003gle.1_5'FlankNM_003501 NP_003492 O15254 ACOX3_HUMAN 1CGTGAACAGCGCCAGCTCCTT0.597 rs145529976

- 5 1121 NM_001358 NP_001349 O43143 DHX15_HUMAN 1GATCTCAACAGGATGTGTACG0.403

+ 3 443TBC1D19_uc010iew.2_Splice_Site_p.G58_splice|TBC1D19_uc011bxu.1_IntronNM_018317 NP_060787 Q8N5T2 TBC19_HUMAN 1TTAAAAAACAGGTTGGGAGAA0.254

+ 6 1427KLHL5_uc003gtp.2_Missense_Mutation_p.R405Q|KLHL5_uc003gtq.2_Missense_Mutation_p.R264Q|KLHL5_uc003gtr.1_Missense_Mutation_p.R451Q|KLHL5_uc003gtt.2_Missense_Mutation_p.R390QNM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN 1CCAGAGAGACGACCCATGTTA0.378

- 5 860UGDH_uc011byp.1_Missense_Mutation_p.G85R|UGDH_uc003gul.1_Missense_Mutation_p.G115RNM_003359 NP_003350 O60701 UGDH_HUMAN 4GTTTCATCCCCTCCAATCAGT0.512

- 39 5347FRYL_uc003gyg.1_Missense_Mutation_p.D277G|FRYL_uc003gyi.1_Missense_Mutation_p.D470G|FRYL_uc003gyj.1_5'FlankNM_015030 NP_055845 O94915 FRYL_HUMAN 1AGGCACGTAATCCACCAGTGG0.507

+ 3 474 NM_206919 NP_996802 Q6T311 ARL9_HUMANGTP (By similarity). 0GTTGGTGGCAGTAAACCTTTT0.483



+ 4 965MUC7_uc011cau.1_Missense_Mutation_p.P226L|MUC7_uc003hfj.2_Missense_Mutation_p.P226L|uc011cav.1_IntronNM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4CCAGCTCCACCATCTTCCTCA0.582

+ 4 1139MUC7_uc011cau.1_Missense_Mutation_p.P284L|MUC7_uc003hfj.2_Missense_Mutation_p.P284L|uc011cav.1_IntronNM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4ACAGCTGCCCCACCCACACCT0.577

+ 4 1629NPFFR2_uc010iig.1_Missense_Mutation_p.E293K|NPFFR2_uc003hgi.2_Missense_Mutation_p.E412K|NPFFR2_uc003hgh.2_Missense_Mutation_p.E409K|NPFFR2_uc003hgj.2_RNANM_004885 NP_004876 Q9Y5X5 NPFF2_HUMANCytoplasmic (Potential). 3ATTAGTGATGGAAGAATTAAA0.343

+ 5 3504SHROOM3_uc011cbz.1_Missense_Mutation_p.G675R|SHROOM3_uc003hkf.1_Missense_Mutation_p.G726R|SHROOM3_uc003hkg.2_Missense_Mutation_p.G629RNM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3CTTCAAAAACGGGGAGCTGAA0.607

- 8 937CNOT6L_uc003hks.2_Missense_Mutation_p.A269V|CNOT6L_uc003hkt.1_Missense_Mutation_p.A112V|CNOT6L_uc011cce.1_3'UTRNM_144571 NP_653172 Q96LI5 CNO6L_HUMAN 1CATGATTTTGGCACGTGACTT0.398

- 11 949EMCN_uc011cel.1_Missense_Mutation_p.G244E|EMCN_uc011cem.1_Missense_Mutation_p.G174ENM_016242 NP_057326 Q9ULC0 MUCEN_HUMANCytoplasmic (Potential). 0CTTGGTTTTTCCTTGTGCAGA0.373

- 5 617ELOVL6_uc003iaa.2_Missense_Mutation_p.G164DNM_001130721 NP_001124193 Q9H5J4 ELOV6_HUMANHelical; (Potential). 1CATGAACCAACCTCCCCCGGC0.522

- 1 1919PCDH18_uc003ihf.3_Missense_Mutation_p.G504E|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.G291E|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANExtracellular (Potential).|Cadherin 5. 5TATGGAACTTCCTAGAATAAA0.418

+ 4 732FGB_uc003iob.3_Nonsense_Mutation_p.C228*|FGB_uc010ipv.2_Nonsense_Mutation_p.C169*|FGB_uc010ipw.2_Nonsense_Mutation_p.C228*|FGB_uc003ioc.3_Nonsense_Mutation_p.C12*NM_005141 NP_005132 P02675 FIBB_HUMAN 3CTGTCAGTTGCAATATTCCTG0.383

- 13 2014SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.D486N|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.D290N|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.D500N|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1TTTAGGAGATCGTCACAGCTC0.542

+ 8 1215 NM_001003841 NP_001003841 Q695T7 S6A19_HUMANExtracellular (Potential). 0CGACATCAACGCCTTCCTCTC0.657

+ 2 1281 NM_024337 NP_077313 P78414 IRX1_HUMAN Poly-Pro. 2CCTGCACCTCCACCACCGCAG0.701

- 58 9763DNAH5_uc003jfc.2_5'UTRNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31CTTTTAAGACCTAATTCAATA0.413

- 27 4360 NM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31TTAATTTTTTCAATATTCACC0.313

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6CACCAGAGGAGACACACAGGG0.612 rs112192848

- 11 2145CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12CCGGCAGGGAGGAGCAGGGCT0.522

- 9 1634ADAMTS12_uc010iuq.1_Missense_Mutation_p.E491KNM_030955 NP_112217 P58397 ATS12_HUMAN Disintegrin. 9ACTTCTACTTCCTGGCAGAAG0.473

+ 6 981EGFLAM_uc003jlb.1_Missense_Mutation_p.M219INM_152403 NP_689616 Q63HQ2 EGFLA_HUMANFibronectin type-III 2. 7TGAGGGCAATGAATTCCCATG0.562

+ 8 1478 NM_003999 NP_003990 Q99650 OSMR_HUMANFibronectin type-III 1.|Extracellular (Potential). 5GATTGAACTCCATGGTGAAGG0.343

- 6 818IL6ST_uc010iwb.2_Missense_Mutation_p.T188I|IL6ST_uc010iwc.2_Intron|IL6ST_uc010iwd.2_Intron|IL6ST_uc011cqk.1_5'UTR|IL6ST_uc003jqr.2_Missense_Mutation_p.T188I|IL6ST_uc010iwf.1_RNANM_002184 NP_002175 P40189 IL6RB_HUMANExtracellular (Potential).|Fibronectin type-III 1. 2AAAATACACAGTAGAATAATC0.383

+ 28 4488MAST4_uc003juw.2_Missense_Mutation_p.G1402S|MAST4_uc003jux.2_5'FlankNM_015183 NP_055998 O15021 MAST4_HUMAN 13GAAGGGGGAAGGCACGGAGAA0.602

- 24 3656FBN2_uc003kuv.2_Missense_Mutation_p.D1040NNM_001999 NP_001990 P35556 FBN2_HUMANEGF-like 15; calcium-binding. 15AGGCAGTTACCTTTGTAAAAT0.537

+ 5 1168FBXL21_uc003lbc.2_IntronNM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 7. 1CAGTGCCTTCATCAGGTTTGT0.418

+ 6 1020UBE2D2_uc003leq.2_Missense_Mutation_p.E103KNM_003339 NP_003330 P62837 UB2D2_HUMAN 1AACAGATAGAGAAAAGTAAGT0.403

+ 1 1755_1756PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.G586S|PCDHA13_uc003lid.2_Missense_Mutation_p.G586SNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 6.|Extracellular (Potential). 6CGCGGTCGGTGGGTGCAGGCCA0.693

+ 1 1991 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 6.|Extracellular (Potential). 0ACCCCATGATGCAGAAATTGA0.438

+ 1 1442PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Missense_Mutation_p.S241N|PCDHGA3_uc011dap.1_Missense_Mutation_p.S481NNM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 5. 1GACCCAGATAGCAACAACAAC0.552

+ 1 2105PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Missense_Mutation_p.C462Y|PCDHGA3_uc011dap.1_Missense_Mutation_p.C702YNM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANHelical; (Potential). 1GCGGTCTCCTGCGTCTTCCTG0.682

- 3 754PPP2R2B_uc010jgm.2_Missense_Mutation_p.E66K|PPP2R2B_uc003log.3_Missense_Mutation_p.E77K|PPP2R2B_uc003lof.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loi.3_Missense_Mutation_p.E80K|PPP2R2B_uc003loh.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loj.3_Missense_Mutation_p.E57K|PPP2R2B_uc003lok.3_Missense_Mutation_p.E66K|PPP2R2B_uc011dbu.1_Missense_Mutation_p.E83K|PPP2R2B_uc011dbv.1_Missense_Mutation_p.E135KNM_004576 NP_004567 Q00005 2ABB_HUMAN 2AACTCGGGTTCATGGCTCTGG0.373

+ 9 1090G3BP1_uc003lum.2_Nonsense_Mutation_p.R307*|G3BP1_uc011dcu.1_Nonsense_Mutation_p.R125*|G3BP1_uc010jhz.2_Nonsense_Mutation_p.R125*|G3BP1_uc003luq.2_Translation_Start_SiteNM_005754 NP_005745 Q13283 G3BP1_HUMAN 4GCGAGAACAACGAATAAATAT0.463

+ 14 1779RARS_uc011deo.1_Missense_Mutation_p.R374WNM_002887 NP_002878 P54136 SYRC_HUMAN 3GTGCATTTTACGGTTCCCTGA0.398

+ 21 3259DSP_uc003mxq.1_Missense_Mutation_p.Q994KNM_004415 NP_004406 P15924 DESP_HUMAN Globular 1. 9GGTGATTCTGCAAGAGGTATA0.299

+ 6 970BTN3A3_uc003nia.2_Missense_Mutation_p.A222T|BTN3A3_uc011dkn.1_Missense_Mutation_p.A222TNM_006994 NP_008925 O00478 BT3A3_HUMANHelical; (Potential). 0GCTGCTTCTCGCAGGAGCCAG0.562

- 10 4192MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.Q858RNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4GGTGGAAGGCTGGAGCTCAGG0.527

- 24 8474 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 20. 0CCCTGGGGGATGGTCCAGGAG0.672

- 9 2791GRM4_uc011dsn.1_Missense_Mutation_p.T827M|GRM4_uc010jvh.2_Missense_Mutation_p.T874M|GRM4_uc010jvi.2_Missense_Mutation_p.T566M|GRM4_uc003oio.2_Missense_Mutation_p.T566M|GRM4_uc003oip.2_RNA|GRM4_uc011dsl.1_Missense_Mutation_p.T734M|GRM4_uc003oiq.2_Missense_Mutation_p.T741M|GRM4_uc011dsm.1_Missense_Mutation_p.T705MNM_000841 NP_000832 Q14833 GRM4_HUMANCytoplasmic (Potential). 6GCCCTTCTGCGTGAACTTGTT0.617 rs146041340

- 7 895FKBP5_uc003okx.2_Missense_Mutation_p.P231L|FKBP5_uc011dtf.1_Missense_Mutation_p.P52L|FKBP5_uc003oky.2_Missense_Mutation_p.P231L|FKBP5_uc003okz.2_IntronNM_001145776 NP_001139248 Q13451 FKBP5_HUMANPPIase FKBP-type 2. 1GCCAAATTTAGGCTTCCCTGC0.358

+ 6 2250BRPF3_uc010jwb.2_Missense_Mutation_p.H676Y|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.H676YNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN Bromo. 2CACAATTTTCCACCGAGCAGC0.408

- 2 246 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4CCCGGGGGCCTGCGGCCTGTC0.632

+ 9 1411SLC22A7_uc010jyl.1_Missense_Mutation_p.G439R|SLC22A7_uc003ous.2_Missense_Mutation_p.G436RNM_153320 NP_696961 Q9Y694 S22A7_HUMANHelical; (Potential). 0GGCAGTGATGGGGAAAGCTTT0.557

+ 11 1886TJAP1_uc003ovf.2_Missense_Mutation_p.R494W|TJAP1_uc003ove.2_Missense_Mutation_p.R494W|TJAP1_uc003ovc.2_Missense_Mutation_p.R494W|TJAP1_uc010jyp.2_Missense_Mutation_p.R463W|TJAP1_uc011dvh.1_Missense_Mutation_p.R494W|TJAP1_uc003ovg.2_Missense_Mutation_p.R370W|TJAP1_uc011dvi.1_Missense_Mutation_p.R504W|TJAP1_uc011dvj.1_Missense_Mutation_p.R304W|TJAP1_uc003ovi.2_Missense_Mutation_p.R370WNM_001146016 NP_001139488 Q5JTD0 TJAP1_HUMAN 0GCCCATTAACAGGGGCACAGA0.647

- 2 273ENPP5_uc003oya.1_Missense_Mutation_p.S22F|ENPP5_uc011dvz.1_Intron|ENPP5_uc010jzc.1_Missense_Mutation_p.S22FNM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0TGGTTGGAGAGAAAAGGTGGT0.373

+ 10 1117MEP1A_uc011dwg.1_Missense_Mutation_p.V81I|MEP1A_uc011dwh.1_Missense_Mutation_p.V387I|MEP1A_uc011dwi.1_Missense_Mutation_p.V259INM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|MAM. 3AGACAGACTCGTTGTCTGGGT0.488

+ 6 1238GPR111_uc010jzk.1_Missense_Mutation_p.Q345K|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential).|GPS. 1CAAAATGATTCAAGAAAACTC0.443

+ 5 1290 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TTATGCTGGGGAACAGCCAGA0.403

+ 13 2532BAI3_uc010kak.2_Missense_Mutation_p.S695LNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50TTTCAGAATTCATACTTAATG0.328

- 9 1058COL9A1_uc003pfe.3_5'Flank|COL9A1_uc003pff.3_Missense_Mutation_p.P57LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4GGGGCCCGGGGGGCCCTTAGG0.572



- 21 2243SNX14_uc003pkp.2_Missense_Mutation_p.S547P|SNX14_uc003pkq.2_Missense_Mutation_p.S290P|SNX14_uc011dzg.1_Missense_Mutation_p.S632P|SNX14_uc003pks.2_Missense_Mutation_p.S631P|SNX14_uc003pkt.2_Missense_Mutation_p.S675PNM_153816 NP_722523 Q9Y5W7 SNX14_HUMAN PX. 0CCATTAGGGGAAAGAAAGTCT0.333

+ 16 2319ANKRD6_uc003pne.3_Missense_Mutation_p.D655N|ANKRD6_uc003pnf.3_Missense_Mutation_p.D625N|ANKRD6_uc011dzy.1_Missense_Mutation_p.D660N|ANKRD6_uc010kcd.2_Missense_Mutation_p.D596N|LYRM2_uc010kce.1_Intron|LYRM2_uc003png.2_Intron|ANKRD6_uc003pnh.3_Missense_Mutation_p.D256N|LYRM2_uc010kcf.1_Intron|ANKRD6_uc003pnj.3_Missense_Mutation_p.D256NNM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3TCACATTCGGGACACCTCCCA0.567

- 14 6171REV3L_uc003pux.3_Missense_Mutation_p.R1872C|REV3L_uc003puz.3_Missense_Mutation_p.R1872C|REV3L_uc003pva.1_RNANM_002912 NP_002903 O60673 DPOLZ_HUMAN 6TTCCAAAGACGAAGTCCTTCC0.468

- 17 2783ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANExtracellular (Potential). 25TGTCCCCGAAGAACAGCTGTG0.378

+ 3 532_533GOPC_uc003pxq.1_Intron|DCBLD1_uc003pxr.1_Missense_Mutation_p.S136LNM_173674 NP_775945 Q8N8Z6 DCBD1_HUMANCUB.|Extracellular (Potential). 1GAGAGTGGATCCCACATTTCTG0.436

- 3 2099 NM_001012279 NP_001012279 Q5TF21 CF174_HUMAN Potential. 6TTGCGGAGGCGGTACTGCAGG0.607

- 13 1866SAMD3_uc003qbx.2_Missense_Mutation_p.G514R|SAMD3_uc003qbw.2_Missense_Mutation_p.G514RNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1TGCTGAAATCCTACTTCGTTT0.368

+ 3 1830TMEM200A_uc010kfh.2_Missense_Mutation_p.R320K|TMEM200A_uc010kfi.2_Missense_Mutation_p.R320K|TMEM200A_uc003qcb.2_Missense_Mutation_p.R320KNM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AGTAGGTCAAGGAATTTGTCA0.433

+ 3 2157TMEM200A_uc010kfh.2_Missense_Mutation_p.G429E|TMEM200A_uc010kfi.2_Missense_Mutation_p.G429E|TMEM200A_uc003qcb.2_Missense_Mutation_p.G429ENM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AACAGCAAGGGATATATGAAA0.463

- 2 398 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2GCCCTCTTTCCCTGCTGTGCT0.532

- 78 14828SYNE1_uc003qot.3_Missense_Mutation_p.S4671R|SYNE1_uc003qou.3_Missense_Mutation_p.S4742R|SYNE1_uc010kiz.2_Missense_Mutation_p.S497RNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45GCTGACCTGTGCTGCGAAAAC0.512

- 13 1781 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANCytoplasmic (Potential). 1TAATAGAAATGAACACCTCTG0.418

- 3 399TAGAP_uc011eft.1_5'Flank|TAGAP_uc003qsa.2_5'UTR|TAGAP_uc003qsb.2_Missense_Mutation_p.E23K|uc003qsc.2_IntronNM_054114 NP_473455 Q8N103 TAGAP_HUMAN 1GATTGACATTCGATTAGTGTC0.308

+ 11 1508 NM_000876 NP_000867 P11717 MPRI_HUMANLumenal (Potential).|3. 3GGAGGTTGACTGCACCTACTT0.493

- 4 574RPS6KA2_uc011ego.1_Missense_Mutation_p.P30S|RPS6KA2_uc010kkl.1_Missense_Mutation_p.P30S|RPS6KA2_uc003qvc.1_Missense_Mutation_p.P127S|RPS6KA2_uc003qvd.1_Missense_Mutation_p.P144S|MIR1913_hsa-mir-1913|MI0008334_5'FlankNM_021135 NP_066958 Q15349 KS6A2_HUMANProtein kinase 1. 8ACAATGAAGGGGTGATTCACT0.408

- 17 2786 NM_003247 NP_003238 P35442 TSP2_HUMAN 5GCTGCCCTCACCTGGTCAGGG0.632 rs141075952

- 6 2535 NM_006092 NP_006083 Q9Y239 NOD1_HUMAN 2GCCCCTGGCCGCCAGCTGCCC0.617

- 22 2449DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0TAAGGCCTGGCATCTTTGAGC0.453

+ 13 3931CDK13_uc003thi.3_Nonsense_Mutation_p.Q1157*|CDK13_uc003thj.2_Nonsense_Mutation_p.Q268*|CDK13_uc003thk.2_Nonsense_Mutation_p.Q150*NM_003718 NP_003709 Q14004 CDK13_HUMAN 5AGCGTCATTACAACTCAGGCC0.473

+ 7 1082ZMIZ2_uc003tlq.2_Missense_Mutation_p.L288R|ZMIZ2_uc003tls.2_Missense_Mutation_p.L320R|ZMIZ2_uc003tlt.2_5'Flank|ZMIZ2_uc010kyj.2_5'FlankNM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5ACCCAGTCCCTGTCCGTGCCT0.697

- 22 3354TNS3_uc003tnw.2_Missense_Mutation_p.P996LNM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4GCTGTGGAAAGGAGCCTGGAG0.677

+ 4 1570 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TTTACCTGCTCCTCAAGCCTT0.418

+ 2 1062TPST1_uc010kzy.2_Intron|TPST1_uc010kzz.2_Missense_Mutation_p.V237D|TPST1_uc010laa.2_Missense_Mutation_p.V237DNM_003596 NP_003587 O60507 TPST1_HUMANLumenal (Potential). 0TGCATGTTGGTTCACTATGAA0.418

+ 11 2947POM121_uc003twj.2_Missense_Mutation_p.A718T|POM121_uc010lam.1_Missense_Mutation_p.A718TNM_172020 NP_742017 Q96HA1 P121A_HUMANPore side (Potential). 0ACCGGGGGCCGCCAAGCCGGC0.652

+ 3 221FKBP6_uc003twz.2_Intron|NCF1B_uc011ker.1_Missense_Mutation_p.G75SNM_000265 NP_000256 0CGAGTACTGCGGCACGCTCAT0.622

- 2 288FKBP6_uc003twz.2_Intron|TRIM50_uc003txy.1_Missense_Mutation_p.V55M|TRIM50_uc003txz.1_Missense_Mutation_p.V55MNM_178125 NP_835226 Q86XT4 TRI50_HUMAN RING-type. 1TGCCGGCACACGGGGCAGCGC0.677 rs61743391

- 5 7232PCLO_uc003uhv.2_Missense_Mutation_p.E2315K|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TCCAAAACTTCCAGAATGATT0.423

- 3 2720PCLO_uc003uhv.2_Missense_Mutation_p.E811KNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7CTGACTTTTTCCCCTGTTGGT0.433

- 2 1685PCLO_uc003uhv.2_Missense_Mutation_p.P466TNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GGCTTTGTTGGGCCAGTCTGC0.612

+ 13 1626C7orf63_uc003ukf.2_RNA|C7orf63_uc003ukg.2_Missense_Mutation_p.P134S|C7orf63_uc011khj.1_Missense_Mutation_p.P441S|C7orf63_uc011khk.1_Missense_Mutation_p.P21SNM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1CTCCACAGATCCGTTTTTCAG0.348

+ 43 3267COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9ACCCTGGGAACGATGGTCCCC0.488

- 23 3290 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1GGTGGGGACGGGATGTGGTAC0.592

+ 4 649_650RINT1_uc010ljj.1_IntronNM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN 4GACTGCGCAACCTTGGATGGAC0.396

- 4 744 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. 5GTGCTTCTTCGTTTCTCAGCG0.473

- 1 386CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_Intron|RNF148_uc010lkr.1_IntronNM_198085 NP_932351 Q8N7C7 RN148_HUMAN 0CCACTCTCTCCTAATTCCGAT0.453

+ 8 1513FLNC_uc003voa.3_Missense_Mutation_p.T435MNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 2. 12GGTGACAGCACGTTCCGCTGC0.657

- 12 1529TMEM209_uc010lmc.1_Missense_Mutation_p.P427LNM_032842 NP_116231 Q96SK2 TM209_HUMAN 3TTTTCCGTCGGGATACTTCGG0.358 rs17857472

+ 4 1549CHRM2_uc003vtg.1_Missense_Mutation_p.S309F|CHRM2_uc003vtj.1_Missense_Mutation_p.S309F|CHRM2_uc003vtk.1_Missense_Mutation_p.S309F|CHRM2_uc003vtl.1_Missense_Mutation_p.S309F|CHRM2_uc003vtm.1_Missense_Mutation_p.S309F|CHRM2_uc003vti.1_Missense_Mutation_p.S309F|CHRM2_uc003vto.1_Missense_Mutation_p.S309F|CHRM2_uc003vtn.1_Missense_Mutation_p.S309F|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANCytoplasmic (By similarity). 5AACACAGTTTCCACTTCCCTG0.463

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 18 2177 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2CTGTTGAATTCCTCCAGGCAC0.547

- 9 1451 NM_019841 NP_062815 Q9NQA5 TRPV5_HUMANHelical; (Potential). 6GATGATCACAGCCCCAACGAT0.537

+ 4 507SLC4A2_uc011kve.1_Missense_Mutation_p.P75L|SLC4A2_uc003wiu.3_Missense_Mutation_p.P70LNM_003040 NP_003031 P04920 B3A2_HUMANCytoplasmic (Potential).|Pro-rich. 0ATCCATCACCCACTGTCCACC0.692

+ 14 2932RBM33_uc011kvv.1_Missense_Mutation_p.G664D|RBM33_uc003wmg.2_5'FlankNM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1CCCACCAACGGTAACCCACTG0.542

- 2 826FAM167A_uc003wtw.2_Missense_Mutation_p.A69VNM_053279 NP_444509 Q96KS9 F167A_HUMAN 0CTCCAAGCTCGCCTGTGGCTC0.697

+ 5 1124C8orf79_uc011kxw.1_Intron|C8orf79_uc003wwj.3_Missense_Mutation_p.R124Q|C8orf79_uc010lsr.2_Missense_Mutation_p.R85QNM_020844 NP_065895 Q9P272 K1456_HUMAN 0GGTTCAAAACGGTCCCACAGC0.458

- 6 1319 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 3. 3GCCTCTCAGTCGCACCAGGGG0.642

- 6 1867CHRNA2_uc011lal.1_Missense_Mutation_p.E405K|CHRNA2_uc010lus.2_Missense_Mutation_p.E222KNM_000742 NP_000733 Q15822 ACHA2_HUMAN Cytoplasmic. 1CATCTGTCCTCCTCCTCCACC0.657



- 12 1510INTS9_uc011lav.1_Missense_Mutation_p.D380G|INTS9_uc011law.1_Missense_Mutation_p.D383G|INTS9_uc011lax.1_Missense_Mutation_p.D297G|INTS9_uc010lvc.2_RNANM_018250 NP_060720 Q9NV88 INT9_HUMAN 2GTGGACCACGTCCCCGAAGCG0.493

- 1 5470 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7ATTTCCAGGTCTTCTAAACTA0.368

- 6 565ADAM2_uc003xnk.2_Missense_Mutation_p.S164P|ADAM2_uc011lck.1_Missense_Mutation_p.S164P|ADAM2_uc003xnl.2_Missense_Mutation_p.S164PNM_001464 NP_001455 Q99965 ADAM2_HUMAN 2AATTTAAAGGACAGATCTCTT0.308

+ 10 1131IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Missense_Mutation_p.R38C|IDO2_uc003xnp.1_Missense_Mutation_p.R38CNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2CTTAGGCATTCGTCATAGCAA0.448

- 22 4294PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2AACCCCTCTAACATCTGTACA0.517

+ 4 3017 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AGGGAATGATCCCCATACAAA0.323

+ 3 676 CA13_uc003ydf.1_RNA NM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0CATAGTAGATGGAGTGAGCTA0.498

- 4 397CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.S66F|CA1_uc003ydi.2_Missense_Mutation_p.S66FNM_001738 NP_001729 P00915 CAH1_HUMAN 2TACATGGAAGGAATGCCCCAC0.378

- 4 318RPL30_uc010mbk.1_Intron|SNORA72_uc003yig.1_5'FlankNM_000989 NP_000980 P62888 RL30_HUMAN 0TCCGCATGCTGTGCCCAGTTC0.378

+ 34 5573VPS13B_uc003yiw.2_Missense_Mutation_p.R1796HNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20CGCATTGCCCGTCCCTCACGC0.408

- 3 771RSPO2_uc003ymq.2_5'UTR|RSPO2_uc003ymr.2_IntronNM_178565 NP_848660 Q6UXX9 RSPO2_HUMAN 7CTTGCAAATGGGATTTGATAC0.358

+ 19 2139 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AAATTTTGAAGAAGGATTTGT0.289

- 26 3627 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6TACTCATCTCCAAAGGTGCTT0.448

+ 20 2953WDR67_uc011lig.1_Missense_Mutation_p.R859C|WDR67_uc011lih.1_Missense_Mutation_p.R845C|WDR67_uc003ypq.1_RNA|WDR67_uc003yps.1_Missense_Mutation_p.R589C|WDR67_uc003ypt.1_Missense_Mutation_p.R347C|WDR67_uc003ypu.1_Missense_Mutation_p.R347CNM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1AAAAGAGTTCCGTTTGAGATC0.358

- 10 1043FAM49B_uc003yst.2_Missense_Mutation_p.R165H|FAM49B_uc003ysu.2_Missense_Mutation_p.R165H|FAM49B_uc003ysv.2_Missense_Mutation_p.R19H|FAM49B_uc003ysw.2_Missense_Mutation_p.R165H|FAM49B_uc003ysx.2_Missense_Mutation_p.R165H|FAM49B_uc003ysy.1_Missense_Mutation_p.R165HNM_016623 NP_057707 Q9NUQ9 FA49B_HUMAN 0AATCCTCATACGACTCAATGT0.338

- 6 1127TG_uc003ytw.2_Intron|TG_uc010mdw.2_Intron|TG_uc011ljb.1_Intron|TG_uc011ljc.1_Intron|SLA_uc011lje.1_Nonsense_Mutation_p.Q116*|SLA_uc011ljf.1_5'UTR|SLA_uc011ljg.1_Nonsense_Mutation_p.Q116*|SLA_uc010mdy.1_Nonsense_Mutation_p.Q99*|SLA_uc011ljd.1_Nonsense_Mutation_p.Q139*NM_001045556 NP_001039021 Q13239 SLAP1_HUMAN SH2. 2TCTGGCAGCTGCAGCAGCTCC0.582

- 4 1185FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMANCell attachment site (By similarity). 5TGATCTCCACGAGGTTCTTCT0.517

+ 5 3148RUSC2_uc010mkq.2_RNA|RUSC2_uc003zwx.3_Missense_Mutation_p.F965LNM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN 1CCAGGACCCCTTTTCCTTGAC0.507

+ 3 967NPR2_uc010mlb.2_Missense_Mutation_p.V323MNM_003995 NP_003986 P20594 ANPRB_HUMANExtracellular (Potential). 3AGACTTTGGTGTGGAGCTGGG0.517

- 6 1109PAX5_uc011lpt.1_5'UTR|PAX5_uc011lpu.1_Intron|PAX5_uc011lpv.1_Intron|PAX5_uc011lpw.1_Missense_Mutation_p.R221W|PAX5_uc011lpx.1_Missense_Mutation_p.R155W|PAX5_uc011lpy.1_Missense_Mutation_p.R113W|PAX5_uc010mls.1_Missense_Mutation_p.R221W|PAX5_uc011lpz.1_Missense_Mutation_p.R178W|PAX5_uc011lqa.1_Missense_Mutation_p.R113W|PAX5_uc010mlq.1_RNA|PAX5_uc011lqb.1_RNA|PAX5_uc010mlo.1_Missense_Mutation_p.R221W|PAX5_uc010mlp.1_Missense_Mutation_p.R221W|PAX5_uc011lqc.1_Missense_Mutation_p.R178W|PAX5_uc010mlr.1_Missense_Mutation_p.R221WNM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(22) 147ATCTGCTTCCGGAGGAAGTCT0.572

- 1 1064 NM_001126334 NP_001119806 Q5VV16 FX4L5_HUMAN 0CTCGGGCCGCCGCCGCCCTCG0.677

+ 8 1075PIP5K1B_uc011lrq.1_Missense_Mutation_p.R257Q|PIP5K1B_uc004agv.2_RNANM_003558 NP_003549 O14986 PI51B_HUMAN PIPK. 1AGAGACTGCCGGGTAAGGAAG0.398

+ 20 4367WNK2_uc011lud.1_Missense_Mutation_p.G1419A|WNK2_uc004atj.2_Missense_Mutation_p.G1419A|WNK2_uc004atk.2_Missense_Mutation_p.G1056A|WNK2_uc004atl.1_Missense_Mutation_p.G14ANM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12CAGGCAGGGGGTCCAGGGACA0.672

- 6 1128FBP1_uc010mrl.2_Missense_Mutation_p.P266LNM_000507 NP_000498 P09467 F16P1_HUMAN 0CTTGTTAGCGGGGTACAGAAA0.358

- 10 838HSD17B3_uc010msc.1_IntronNM_000197 NP_000188 P37058 DHB3_HUMAN 0CCACAGGTTTCACCTCCAATT0.453

+ 4 760LPPR1_uc011lvi.1_Missense_Mutation_p.L97F|LPPR1_uc004bbc.2_Missense_Mutation_p.L121F|LPPR1_uc010mtc.2_Missense_Mutation_p.L105FNM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0GAACCCCTTACTTCGAAGGAT0.373

+ 3 1840ZNF189_uc004bbg.1_Missense_Mutation_p.S480C|ZNF189_uc004bbi.1_Missense_Mutation_p.S508C|ZNF189_uc011lvk.1_Missense_Mutation_p.S507CNM_003452 NP_003443 O75820 ZN189_HUMANC2H2-type 13. 6AAAAAGCTTTAGTCAGCTTTG0.448 rs138924117

+ 11 1817PTGS1_uc011lys.1_Missense_Mutation_p.A499V|PTGS1_uc010mwb.1_Missense_Mutation_p.A415V|PTGS1_uc004bmf.1_Missense_Mutation_p.A524V|PTGS1_uc004bmh.1_Missense_Mutation_p.A452V|PTGS1_uc011lyt.1_Missense_Mutation_p.A452VNM_000962 NP_000953 P23219 PGH1_HUMAN 2GTCAAGACGGCCACACTGAAG0.562

+ 12 1130FPGS_uc004bsh.1_Nonsense_Mutation_p.W177*|FPGS_uc011mal.1_Nonsense_Mutation_p.W334*|FPGS_uc004bsi.1_Nonsense_Mutation_p.W310*NM_004957 NP_004948 Q05932 FOLC_HUMAN 0ACACGGAGTGGCCGGGCCGGA0.721

+ 14 1777SPTAN1_uc011mbg.1_Missense_Mutation_p.R555H|SPTAN1_uc011mbh.1_Missense_Mutation_p.R567H|SPTAN1_uc004bvm.3_Missense_Mutation_p.R555H|SPTAN1_uc004bvn.3_Missense_Mutation_p.R555HNM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 6. 10TTGAGCCGCCGCAATGCCCTT0.512 rs139998823

- 3 627 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1CTCGTGTGGCTCGAAGTTACA0.607

- 8 874SH3GLB2_uc004bww.2_Missense_Mutation_p.S247I|SH3GLB2_uc004bwx.1_Missense_Mutation_p.S243I|SH3GLB2_uc011mbm.1_Missense_Mutation_p.S247INM_020145 NP_064530 Q9NR46 SHLB2_HUMAN BAR. 0GTGAGTGCTACTGATTCCCTC0.622

- 4 576MED27_uc004cbf.1_Missense_Mutation_p.G185A|MED27_uc011mco.1_Missense_Mutation_p.G185A|MED27_uc004cbg.3_Missense_Mutation_p.G185ANM_004269 NP_004260 Q6P2C8 MED27_HUMAN 1TGCTGATGTTCCATTGGGTCT0.413

+ 7 956C9orf86_uc004cjm.2_Missense_Mutation_p.P230S|C9orf86_uc004cjh.2_Missense_Mutation_p.P230S|C9orf86_uc004cjj.1_Missense_Mutation_p.P231S|C9orf86_uc004cjk.1_RNA|C9orf86_uc010nbr.1_Missense_Mutation_p.P230S|C9orf86_uc004cjl.1_RNA|C9orf86_uc010nbs.1_Missense_Mutation_p.P115S|C9orf86_uc004cjn.1_5'FlankNM_024718 NP_078994 Q3YEC7 PARF_HUMANSmall GTPase-like. 0CTTCAATATCCCATTTTTGCA0.512

- 2 648ANAPC2_uc004clq.1_Missense_Mutation_p.E51G|ANAPC2_uc011mer.1_Missense_Mutation_p.E192G|SSNA1_uc004cls.2_5'FlankNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1TGTGCCCCCTTCCCCCTTCCT0.592

- 11 1496ASMTL_uc011mhe.1_Missense_Mutation_p.T386M|ASMTL_uc004cpy.1_Missense_Mutation_p.T446M|ASMTL_uc011mhf.1_Missense_Mutation_p.T404MNM_004192 NP_004183 O95671 ASML_HUMAN ASMT-like. 0CAGTGCACCCGTGCAGCCTGC0.582

+ 2 742PTCHD1_uc010nfu.1_Missense_Mutation_p.S245NNM_173495 NP_775766 Q96NR3 PTHD1_HUMAN 6AAATCCAACAGCAAAGTCAAA0.498

+ 1 25 NM_004651 NP_004642 P51784 UBP11_HUMAN 3GCGACTGTTTGGGGGGCTCTG0.562

+ 11 2054MAGED1_uc004dpn.2_Splice_Site_p.E709_splice|MAGED1_uc004dpo.2_Splice_Site_p.E653_spliceNM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMAN 3CATTGCAGAGGTAATGGAGGA0.527

- 2 674PJA1_uc011mpi.1_5'UTR|PJA1_uc004dxg.2_Intron|PJA1_uc004dxi.2_Missense_Mutation_p.G75RNM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0GGCCCAGCCCCCTCCTCCTCA0.522

+ 7 2564NLGN3_uc004dzc.2_Missense_Mutation_p.E637K|NLGN3_uc011mps.1_Missense_Mutation_p.E734K|NLGN3_uc004dze.2_Missense_Mutation_p.E572KNM_018977 NP_061850 Q9NZ94 NLGN3_HUMANCytoplasmic (Potential). 1CACCCACCACGAGTGTGAGGC0.687

- 25 6039ATRX_uc004ecq.3_Missense_Mutation_p.K1898R|ATRX_uc004eco.3_Missense_Mutation_p.K1721RNM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Lys. 30TTTTTTCCCCTTTTTCCCTTT0.318

- 1 2479PCDH19_uc004efw.3_Missense_Mutation_p.G268D|PCDH19_uc004efx.3_Missense_Mutation_p.G268DNM_020766 NP_001098713 Q8TAB3 PCD19_HUMANCadherin 3.|Extracellular (Potential). 7GCCGTTGGTGCCCTCGTCTGG0.612

- 5 694uc010nnf.2_Intron|NOX1_uc004egl.3_Missense_Mutation_p.T163M|NOX1_uc010nne.2_Missense_Mutation_p.T126MNM_007052 NP_008983 Q9Y5S8 NOX1_HUMANExtracellular (Potential).|Ferric oxidoreductase. 1TCAACTCACCGTGTTTCGGGA0.507

+ 6 1094ARMCX5_uc004ejh.2_Missense_Mutation_p.M71INM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1GGGAGGCTATGGCTGTGACAA0.498

+ 3 4057RGAG1_uc011msr.1_Missense_Mutation_p.R1271WNM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4TGCCATTCTACGGACCAGGTT0.522

- 2 460 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0GGTTTCCTTCCCATAGGTGGC0.607



- 1 1311 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CACCTTCTTTGAACCACAGAT0.478

+ 4 1055MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TGAGAGAACTCAGAGTACTTT0.498

- 2 1936SLITRK4_uc004fby.2_Missense_Mutation_p.L520FNM_173078 NP_775101 Q8IW52 SLIK4_HUMANExtracellular (Potential). 2TAAGAGATTGCAACTGATCAA0.498

+ 4 649 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMANHelical; (Potential). 1GGGCTTGGTGCGATCAGCCTT0.393

+ 3 309MAMLD1_uc011mxt.1_Missense_Mutation_p.G40D|MAMLD1_uc011mxu.1_Missense_Mutation_p.G53D|MAMLD1_uc011mxv.1_Missense_Mutation_p.G53D|MAMLD1_uc011mxw.1_Missense_Mutation_p.G5DNM_005491 NP_005482 Q13495 MAMD1_HUMAN 0GCTGATGGGGGCTACCCTAAT0.423

+ 9 1374 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3AAGCCTGAGCGATCTCCCCTC0.602

- 2 214 Q8N1B3 FA58A_HUMAN 0GTTAAAGTACCTGCGCAGAGA0.527

- 8 800NAA10_uc004fjn.1_Missense_Mutation_p.A215DNM_003491 NP_003482 P41227 NAA10_HUMAN 1TGAGTCGGAGGCCTCTGAGCT0.602

- 14 1523MMEL1_uc009vlg.1_RNANM_033467 NP_258428 Q495T6 MMEL1_HUMANLumenal (Potential). 0ACACATTCACGCCAGCGCACC0.662

+ 18 3194PER3_uc009vmg.1_Missense_Mutation_p.A1015T|PER3_uc009vmh.1_Missense_Mutation_p.A1008T|PER3_uc001aop.2_Missense_Mutation_p.A1016T|PER3_uc010nzw.1_Missense_Mutation_p.A696TNM_016831 NP_058515 P56645 PER3_HUMAN Ser-rich. 3TACTGCCAGCGCTCTGTCCAC0.587 rs57875989

- 21 4456RERE_uc001apf.2_Missense_Mutation_p.R1216C|RERE_uc001apd.2_Missense_Mutation_p.R662CNM_012102 NP_036234 Q9P2R6 RERE_HUMAN p.R1216C(1) 2TCACTGAGGCGACCTTCATGC0.642

- 18 3430CLSTN1_uc001aqi.2_Missense_Mutation_p.R881W|CLSTN1_uc010oag.1_Missense_Mutation_p.R872W|CLSTN1_uc001aqf.2_Missense_Mutation_p.R127WNM_001009566 NP_001009566 O94985 CSTN1_HUMANCytoplasmic (Potential). 1TCCTGATCCCGCATGGTCCGC0.612 rs148167401

+ 6 1335PRDM2_uc001avg.2_Missense_Mutation_p.R160Q|PRDM2_uc001avh.2_Missense_Mutation_p.R160Q|PRDM2_uc001avj.2_RNA|PRDM2_uc009vod.1_5'UTR|PRDM2_uc001avk.2_5'UTR|PRDM2_uc009voe.2_RNA|PRDM2_uc009vof.2_RNANM_012231 NP_036363 Q13029 PRDM2_HUMAN 1GCCAGCGCCCGGAGCAAGCGG0.443

- 3 519ESPNP_uc010ocj.1_Nonsense_Mutation_p.W65*NR_026567 0CGGTCCCGCCCCACAGGTCAG0.612

+ 6 571 NM_207421 NP_997304 Q6TGC4 PADI6_HUMAN 1GAATCTGTCCCAGATGACTCT0.507

+ 6 907PHACTR4_uc001bpu.2_Missense_Mutation_p.A209T|PHACTR4_uc001bpv.1_RNA|PHACTR4_uc001bpx.2_Missense_Mutation_p.A193T|PHACTR4_uc001bpy.2_Missense_Mutation_p.A219TNM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0CACAGCACCCGCTGCCACCAC0.572

+ 6 787RBBP4_uc001bvs.2_Missense_Mutation_p.V209I|RBBP4_uc010ohj.1_5'UTR|RBBP4_uc010ohk.1_Missense_Mutation_p.V175INM_005610 NP_005601 Q09028 RBBP4_HUMAN 1CATCAGTGCCGTTCCAAAGGA0.438 rs34196891

+ 6 1818KIAA1522_uc001bvu.1_Missense_Mutation_p.R620H|KIAA1522_uc010ohm.1_Missense_Mutation_p.R572H|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0ACGTCTCTTCGCTCCCCTGGG0.642

- 8 1143CLSPN_uc009vux.2_Missense_Mutation_p.E355QNM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8CTGTTCATTTCAGTAGTATTT0.378

+ 3 315THRAP3_uc001caf.3_Missense_Mutation_p.R31W|THRAP3_uc001cag.1_Missense_Mutation_p.R31WNM_005119 NP_005110 Q9Y2W1 TR150_HUMANArg-rich.|Ser-rich. 9TTCGAAGTCTCGGTCCCGAAG0.463

+ 3 276MACF1_uc010oir.1_Missense_Mutation_p.D20NNM_012090 NP_036222 Q9UPN3 MACF1_HUMANActin-binding. 16CGGAGTGAGCGATCTTACAGG0.627

- 2 1296KIAA0494_uc010omh.1_Missense_Mutation_p.E107K|KIAA0494_uc001cql.1_Missense_Mutation_p.E107KNM_014774 NP_055589 O75071 K0494_HUMAN 0CGAAATTTTTCCTTGAGGGCA0.333

- 16 3081TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Missense_Mutation_p.V930I|STIL_uc010omo.1_Missense_Mutation_p.V959I|STIL_uc001crd.1_Missense_Mutation_p.V977I|STIL_uc001cre.1_Missense_Mutation_p.V976I|STIL_uc001crf.1_Missense_Mutation_p.V589I|STIL_uc001crg.1_Missense_Mutation_p.V912INM_003035 NP_003026 Q15468 STIL_HUMAN 3GTATGGTAAACGTTTTGGGTT0.388

- 3 1342 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1TTGGGCTTCTCGCCCGAGTGC0.667

+ 1 1676 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANCadherin 4.|Extracellular (Potential). 8TGACAATGCCCGCCTGGAATA0.587 rs138919468

+ 12 5568 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|EGF-like 6; calcium-binding. 8GACCTGAACCCGTGTGAGCAC0.572

+ 7 1455SLC6A17_uc001dze.1_5'FlankNM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANCytoplasmic (Potential). 2CTGCCACTTCGATGCCGCCCT0.547

+ 9 1920SLC6A17_uc001dze.1_Missense_Mutation_p.D85NNM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANCytoplasmic (Potential). 2GCCCATCATCGACACCTTCAA0.587

+ 10 1855MOV10_uc001ecl.2_Intron|MOV10_uc001ecn.2_Missense_Mutation_p.G529S|MOV10_uc001ecm.2_Missense_Mutation_p.G469S|MOV10_uc009wgj.1_Missense_Mutation_p.G469SNM_001130079 NP_001123551 Q9HCE1 MOV10_HUMANATP (By similarity). 5TCCAGGCACCGGCAAGACTGT0.592

+ 5 800LRIG2_uc009wgn.1_Missense_Mutation_p.R98HNM_014813 NP_055628 O94898 LRIG2_HUMANLRR 6.|Extracellular (Potential). 3AAGTTAAACCGTAACCGAATG0.353

+ 3 612CD2_uc010owz.1_Missense_Mutation_p.E195K|CD2_uc010oxa.1_IntronNM_001767 NP_001758 P06729 CD2_HUMANExtracellular (Potential).|Ig-like C2-type. 1AGTCAGCAAGGAATCCAGTGT0.542

- 11 2048NOTCH2_uc001eil.2_Missense_Mutation_p.G598R|NOTCH2_uc001eim.3_Missense_Mutation_p.G515RNM_024408 NP_077719 Q04721 NOTC2_HUMANExtracellular (Potential).|EGF-like 15; calcium-binding (Potential).27CCCATGTACCCGGGATTGCAG0.522

- 27 4457NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.S1345L|PDE4DIP_uc001elv.3_Missense_Mutation_p.S396LNM_014644 NP_055459 Q5VU43 MYOME_HUMAN p.S1389S(1) 5CAGACTAGACGAATAATCACT0.517

+ 1 324NBPF10_uc001emp.3_IntronNM_153713 NP_714924 Q8IVB5 LIX1L_HUMAN 1CGTGGAGGCCGTGGTGAGGAG0.642

+ 8 3004BCL9_uc010ozr.1_Missense_Mutation_p.S681LNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6CCAGGTGGCTCAGACATGCTG0.557

- 2 923PI4KB_uc001exr.2_Missense_Mutation_p.E182K|PI4KB_uc001exs.2_Missense_Mutation_p.E170K|PI4KB_uc001exu.2_Missense_Mutation_p.E170K|PI4KB_uc010pcw.1_Intron|PI4KB_uc009wmq.1_Missense_Mutation_p.E182KNM_002651 NP_002642 Q9UBF8 PI4KB_HUMAN 4TCCACGTCCTCGTTGCGAAAG0.493

+ 22 2343INTS3_uc001fct.2_Missense_Mutation_p.E708K|INTS3_uc001fcu.2_Missense_Mutation_p.E400K|INTS3_uc001fcv.2_Missense_Mutation_p.E502K|INTS3_uc010peb.1_Missense_Mutation_p.E502K|INTS3_uc001fcw.2_Missense_Mutation_p.E221K|INTS3_uc010pec.1_Missense_Mutation_p.E221K|INTS3_uc001fcy.2_Missense_Mutation_p.E5K|INTS3_uc001fcx.2_Missense_Mutation_p.E5KNM_023015 NP_075391 Q68E01 INT3_HUMAN 3GAACCTGTACGAGTCATTTGC0.622

+ 5 637 NM_000748 NP_000739 P17787 ACHB2_HUMANExtracellular (Potential). 0CAGTGCTGACGGCATGTACGA0.552

- 3 387MRPL24_uc001fpx.1_Missense_Mutation_p.R83QNM_024540 NP_078816 Q96A35 RM24_HUMAN KOW. 0CACCCAGTTTCGCTGCCGGAT0.562

+ 5 1275LY9_uc001fwv.2_Missense_Mutation_p.E409K|LY9_uc001fww.2_Intron|LY9_uc001fwx.2_Intron|LY9_uc001fwy.1_Intron|LY9_uc001fwz.2_Missense_Mutation_p.E61KNM_002348 NP_002339 Q9HBG7 LY9_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1GTCCCAAGGGGAATCACACCT0.547 rs35268513

+ 3 537UCK2_uc010plb.1_Missense_Mutation_p.V29INM_012474 NP_036606 Q9BZX2 UCK2_HUMAN 1TCCCATTCCCGGTAAGTGAGC0.512

+ 2 258TNN_uc010pmx.1_Missense_Mutation_p.D49NNM_022093 NP_071376 Q9UQP3 TENN_HUMAN 9CTACAAGATCGATGTGCCCAA0.627

+ 12 2665RASAL2_uc001glq.2_Missense_Mutation_p.R988Q|RASAL2_uc009wxc.2_Missense_Mutation_p.R361QNM_004841 NP_004832 Q9UJF2 NGAP_HUMAN 5TTCTCCAGGCGGCACACGGTG0.517

+ 7 1474PRG4_uc001grt.3_Missense_Mutation_p.A434S|PRG4_uc009wyl.2_Missense_Mutation_p.A382S|PRG4_uc009wym.2_Missense_Mutation_p.A341S|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1CAAGGAGCCTGCACCCACCAC0.657 rs138528418

+ 30 3500PTPRC_uc001gus.1_Missense_Mutation_p.S1059F|PTPRC_uc001gut.1_Missense_Mutation_p.S946FNM_002838 NP_002829 P08575 PTPRC_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).12CTGAGACATTCCAAGGTATGG0.363

+ 2 989 NM_004767 NP_004758 O60883 ETBR2_HUMANExtracellular (Potential). 2CAGAACGCCCGCATGTGGTGG0.612

- 4 501PTPN7_uc001gxl.1_Missense_Mutation_p.R163G|PTPN7_uc001gxn.1_Missense_Mutation_p.R124G|PTPN7_uc010ppv.1_5'UTR|PTPN7_uc010ppw.1_Missense_Mutation_p.R72G|PTPN7_uc010ppx.1_Missense_Mutation_p.R198G|PTPN7_uc010ppy.1_Intron|PTPN7_uc001gxo.1_Missense_Mutation_p.R76GNM_002832 NP_002823 P35236 PTN7_HUMANTyrosine-protein phosphatase. 1GTCTTGTATCGGTCCTTGGAG0.547



- 15 3117PTPN14_uc010pty.1_Missense_Mutation_p.R850QNM_005401 NP_005392 Q15678 PTN14_HUMANTyrosine-protein phosphatase. 5CAGCTCTACTCGATTCTCCTC0.463

+ 5 1573OBSCN_uc001hsn.2_Missense_Mutation_p.K510R|uc001hsm.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GCCCCCAGGAAGCCTCCCCTG0.622

+ 10 1096ACTN2_uc001hyg.2_Missense_Mutation_p.R90C|ACTN2_uc009xgi.1_Missense_Mutation_p.R298C|ACTN2_uc010pxu.1_Intron|ACTN2_uc001hyh.2_5'UTRNM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 1. 5GGAATGGATTCGTCGCACGAT0.512

+ 2 517CNST_uc001ibo.3_Missense_Mutation_p.G47RNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0TGACGGGGACGGGCATGAGCA0.502

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

+ 3 1478PGBD2_uc001ifg.2_Missense_Mutation_p.R193Q|PGBD2_uc009xhd.2_Missense_Mutation_p.R441QNM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1GCTAAAACGCGGACTCAGGTC0.542 rs138323244

+ 6 704_705CACNB2_uc009xjz.1_Intron|CACNB2_uc001ips.2_Missense_Mutation_p.S215F|CACNB2_uc001ipt.2_Missense_Mutation_p.S215F|CACNB2_uc010qcl.1_RNA|CACNB2_uc001ipu.2_Missense_Mutation_p.S187F|CACNB2_uc001ipv.2_Missense_Mutation_p.S187F|CACNB2_uc009xka.1_Missense_Mutation_p.S187F|CACNB2_uc001ipw.2_Missense_Mutation_p.S160F|CACNB2_uc001ipx.2_Missense_Mutation_p.S160F|CACNB2_uc009xkb.1_Missense_Mutation_p.S161F|CACNB2_uc010qcm.1_Missense_Mutation_p.S161F|CACNB2_uc001ipz.2_Missense_Mutation_p.S161F|CACNB2_uc001ipy.2_Missense_Mutation_p.S161F|CACNB2_uc010qcn.1_Missense_Mutation_p.S167F|CACNB2_uc010qco.1_Missense_Mutation_p.S167F|CACNB2_uc001iqa.2_Missense_Mutation_p.S167FNM_201596 NP_963890 Q08289 CACB2_HUMAN 3GTACCTAGTTCCAGAAAATCAA0.366

- 2 580KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.R36Q|KIAA1462_uc009xle.1_Missense_Mutation_p.R174QNM_020848 NP_065899 Q9P266 K1462_HUMAN 4ACCTGACATTCGCAATTCTTC0.547

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGCCAGCAAAAGG0.423

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

- 2 1519ERCC6_uc001jhs.3_Intron|PGBD3_uc009xoe.2_Missense_Mutation_p.A890S|PGBD3_uc001jhu.2_Missense_Mutation_p.A890SNM_170753 NP_736609 Q8N328 PGBD3_HUMAN 3CCAGATGAGGCAACAGTGACA0.403

- 12 1632OGDHL_uc009xog.2_Missense_Mutation_p.R524Q|OGDHL_uc010qgt.1_Missense_Mutation_p.R440Q|OGDHL_uc010qgu.1_Missense_Mutation_p.R288Q|OGDHL_uc009xoh.2_Missense_Mutation_p.R288QNM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1GTGGCCACGCCGGCGGTAACA0.572

- 7 1309SGMS1_uc010qhk.1_Intron|SGMS1_uc009xot.1_Intron|SGMS1_uc009xou.1_Missense_Mutation_p.P119S|SGMS1_uc010qhl.1_RNANM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2TCTGGCATGGGGATCTTTATC0.502

- 21 7225JMJD1C_uc001jml.2_Missense_Mutation_p.R2072C|JMJD1C_uc001jmm.2_Missense_Mutation_p.R2021C|JMJD1C_uc010qiq.1_Missense_Mutation_p.R2127C|JMJD1C_uc009xpi.2_Missense_Mutation_p.R2127C|JMJD1C_uc009xpj.1_RNA|JMJD1C_uc001jmo.2_Missense_Mutation_p.R216CNM_032776 NP_116165 Q15652 JHD2C_HUMAN JmjC. 6AGATCAGGACGTACAAAAAAT0.363

- 3 449PLA2G12B_uc009xqt.1_Missense_Mutation_p.R38C|PLA2G12B_uc010qjz.1_Missense_Mutation_p.R128CNM_032562 NP_115951 Q9BX93 PG12B_HUMAN 1GCATCACAGCGATATTTGTTG0.493

+ 18 3538KIAA0913_uc001jve.2_Missense_Mutation_p.A1174V|KIAA0913_uc001jvf.2_Missense_Mutation_p.A1169V|KIAA0913_uc001jvh.2_RNA|KIAA0913_uc001jvi.2_Missense_Mutation_p.A604V|KIAA0913_uc010qkr.1_Missense_Mutation_p.A592V|KIAA0913_uc001jvj.2_Missense_Mutation_p.A592V|KIAA0913_uc009xrn.1_5'FlankNM_015037 NP_055852 A7E2V4 K0913_HUMAN Ser-rich. 1GGGGGCTGGGCCCCCACCTCC0.612

- 4 1609PANK1_uc001kgn.1_Nonsense_Mutation_p.R260*|PANK1_uc001kgo.1_Intron|PANK1_uc009xtu.1_Nonsense_Mutation_p.R287*|uc001kgq.1_5'Flank|MIR107_hsa-mir-107|MI0000114_5'FlankNM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0AGGCCAAATCGTTCATAGTCT0.468

+ 8 864LOC100188947_uc010qnl.1_Intron|HECTD2_uc010qnm.1_Missense_Mutation_p.R255Q|HECTD2_uc001khm.2_RNA|HECTD2_uc009xty.1_5'UTR|HECTD2_uc001khn.1_5'FlankNM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1CACTTGCTACGACAGATAGCT0.318

+ 2 384 NM_024954 NP_079230 Q9HAC8 UBTD1_HUMAN 0TTCGAGGGCCGCAAGGAGATC0.622

- 7 2025DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_Missense_Mutation_p.R93Q|POLL_uc001kte.1_Missense_Mutation_p.R112Q|POLL_uc001kth.1_Missense_Mutation_p.R145Q|POLL_uc001kti.1_Missense_Mutation_p.R420Q|POLL_uc001ktj.1_Missense_Mutation_p.R420Q|POLL_uc001ktf.2_Missense_Mutation_p.R328Q|POLL_uc001ktk.1_Missense_Mutation_p.R159Q|POLL_uc010qqa.1_Missense_Mutation_p.R159Q|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.R420Q|POLL_uc001ktl.2_Missense_Mutation_p.R332Q|POLL_uc010qqc.1_Missense_Mutation_p.R112QNM_013274 NP_037406 Q9UGP5 DPOLL_HUMANInvolved in primer binding (By similarity). 0CGCCTTTCCCCGTCGGTATGA0.607

- 2 650ITPRIP_uc001kyf.2_Missense_Mutation_p.V193M|ITPRIP_uc001kyg.2_Missense_Mutation_p.V193MNM_033397 NP_203755 Q8IWB1 IPRI_HUMAN 0ATGCTGTCCACGCCAATGAAG0.612

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

+ 5 672 NM_006426 NP_006417 O14531 DPYL4_HUMAN 2TACAAGGACCGGTGCCAGTGC0.632

+ 12 1479 NM_006426 NP_006417 O14531 DPYL4_HUMAN 2TGCCGGGGAGCGCCTGCCGTG0.657

+ 7 988TALDO1_uc001lra.2_Missense_Mutation_p.A312TNM_006755 NP_006746 P37837 TALDO_HUMAN 0GACGGGATCCGCAAGTTTGCC0.552 rs143237187

- 2 492 NM_003141 NP_003132 P19474 RO52_HUMAN 4TCCTCAAGAGGGACCATGGCG0.557

- 1 34 NM_001004752 NP_001004752 A6NLW9 A6NLW9_HUMAN 2AAGAAGGTTGGAAATTTAGAT0.443

- 6 557HPX_uc001mdf.2_5'UTR|HPX_uc009yfc.2_RNANM_000613 NP_000604 P02790 HEMO_HUMAN 0AACCACTCGCGGTCACCTTTG0.333

- 22 2758SBF2_uc001mif.3_Missense_Mutation_p.L630F|uc001mig.2_IntronNM_030962 NP_112224 Q86WG5 MTMRD_HUMAN GRAM. 3GCAGGTCTAAGAATCTTGGGC0.294

- 8 739PSMA1_uc001mll.2_Missense_Mutation_p.T204M|PSMA1_uc010rcp.1_RNA|PSMA1_uc001mlj.2_Missense_Mutation_p.T173MNM_002786 NP_002777 P25786 PSA1_HUMAN 2TGCAGGAAGCGTCTCTCTTAA0.313

- 10 1702ABCC8_uc010rcy.1_Missense_Mutation_p.R525CNM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity).|ABC transmembrane type-1 1.1TCCTTCCTGCGGGTCGTCTCC0.602

+ 2 250NELL1_uc001mqf.2_Missense_Mutation_p.V33I|NELL1_uc009yid.2_Missense_Mutation_p.V61I|NELL1_uc010rdo.1_Missense_Mutation_p.V33I|NELL1_uc010rdp.1_5'UTRNM_006157 NP_006148 Q92832 NELL1_HUMAN 3GATGGATATCGTCACCGAGCT0.473

+ 27 2979ANO3_uc010rdr.1_Missense_Mutation_p.R929Q|ANO3_uc010rds.1_Missense_Mutation_p.R784Q|ANO3_uc010rdt.1_Missense_Mutation_p.R799QNM_031418 NP_113606 Q9BYT9 ANO3_HUMANCytoplasmic (Potential). 4CTACATGACCGAATACGACGA0.408

+ 7 845 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 2. 3CCCAGACGGGGATGAGGAGGG0.632

+ 1 365 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMANCytoplasmic (Potential). 0GCCTATGGTCGTTTTGTGGCC0.512 rs143043362

+ 1 446 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMANHelical; Name=4; (Potential). 3GTGGCTGCCTGGTTGGGGGGC0.532

- 22 2981DDB1_uc010rle.1_Missense_Mutation_p.D230N|DDB1_uc010rlf.1_Missense_Mutation_p.D919NNM_001923 NP_001914 Q16531 DDB1_HUMANInteraction with CDT1 and CUL4A. 4AGGATGAAGTCGCCCTTGGTC0.557

+ 18 2185PLCB3_uc009ypg.1_Missense_Mutation_p.R729W|PLCB3_uc009yph.1_Missense_Mutation_p.R662W|PLCB3_uc009ypi.2_Missense_Mutation_p.R729WNM_000932 NP_000923 Q01970 PLCB3_HUMAN C2. 2CAATGCCTTGCGGGTCAAGGT0.662

- 1 918 NM_020404 NP_065137 Q9HCU0 CD248_HUMANExtracellular (Potential). 3TCCGCTGGCCGGAAACCCAGG0.642

- 2 1285RBM4B_uc001ojb.2_Missense_Mutation_p.G206RNM_031492 NP_113680 Q9BQ04 RBM4B_HUMANInteraction with TNPO3 (By similarity). 0ATGGATTCCCCGTAGCCCATG0.512

- 14 2361 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 5. 4GTGCGTCAACCAACCAGGCCT0.677

+ 2 239 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN LRRNT. 0ATGCTTCCCCGGGTGCCAATG0.652

+ 7 924MYO7A_uc010rsl.1_Missense_Mutation_p.D218N|MYO7A_uc010rsm.1_Missense_Mutation_p.D207N|MYO7A_uc001oyc.2_Missense_Mutation_p.D218NNM_000260 NP_000251 Q13402 MYO7A_HUMANMyosin head-like. 4AAAGTACATCGACATCCACTT0.582

- 4 671MMP8_uc010rut.1_Missense_Mutation_p.G126E|MMP8_uc010ruu.1_Missense_Mutation_p.G168ENM_002424 NP_002415 P22894 MMP8_HUMAN 4AGCATCTCCTCCAATACCTTG0.413

- 10 1258 NM_002426 NP_002417 P39900 MMP12_HUMANHemopexin-like 3. 0TGTCTCCTTTCATCATACCTG0.448

- 1 80FXYD2_uc001prl.2_Missense_Mutation_p.S5L|FXYD2_uc001prk.1_IntronNM_001680 NP_001671 P54710 ATNG_HUMAN 0ACCGTCCATCGACAACCCAGT0.617



+ 4 580TMEM25_uc010ryd.1_Missense_Mutation_p.G136S|TMEM25_uc001ptk.3_Missense_Mutation_p.G136S|TMEM25_uc001pth.2_Missense_Mutation_p.G136S|TMEM25_uc009zad.2_Missense_Mutation_p.G136S|TMEM25_uc001pti.2_Missense_Mutation_p.G32S|TMEM25_uc010ryf.1_Intron|TMEM25_uc001ptl.2_Missense_Mutation_p.G136S|TMEM25_uc001ptm.2_Missense_Mutation_p.G136S|TMEM25_uc001ptn.2_Missense_Mutation_p.G136SNM_032780 NP_116169 Q86YD3 TMM25_HUMANExtracellular (Potential). 0TGCCCAAGTCGGCGCCAAGTA0.587

- 7 1136ZNF202_uc001pzc.1_Missense_Mutation_p.F22L|ZNF202_uc001pze.1_Missense_Mutation_p.F246L|ZNF202_uc001pzf.1_Missense_Mutation_p.F246LNM_003455 NP_003446 O95125 ZN202_HUMAN KRAB. 1TCCTGGGAAAAGCATACGGCC0.453

- 1 182 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANCytoplasmic (Potential). 2AGAGCCCACAGTTAGGAGGAT0.532

- 1 366 NM_001004463 NP_001004463 Q8NGN6 O10G7_HUMANCytoplasmic (Potential). 2TGATGGCCAGGTAGCGATCAT0.567

- 2 205TAPBPL_uc001qoi.1_RNA|VAMP1_uc001qoj.2_Missense_Mutation_p.G20D|VAMP1_uc001qol.2_Missense_Mutation_p.G20DNM_014231 NP_055046 P23763 VAMP1_HUMANCytoplasmic (Potential). 0GCCAGGGGGACCCCCACCTGG0.542

+ 5 1050ETV6_uc001raa.1_Missense_Mutation_p.R52QNM_001987 NP_001978 P41212 ETV6_HUMAN 250TCCAGCCCCCGGCAGGAGAGC0.607

+ 1 341 NR_003932 0GGTGTTTGACGGCATCCCACC0.612

+ 9 1284SLCO1C1_uc010sii.1_Missense_Mutation_p.S310F|SLCO1C1_uc010sij.1_Missense_Mutation_p.S261F|SLCO1C1_uc009zip.2_Missense_Mutation_p.S144F|SLCO1C1_uc001rei.2_Missense_Mutation_p.S310F|SLCO1C1_uc010sik.1_Missense_Mutation_p.S192FNM_017435 NP_059131 Q9NYB5 SO1C1_HUMANCytoplasmic (Potential). 7GATTCTAATTCTTCCTCTGAG0.388

- 6 946IFLTD1_uc001rgt.1_Missense_Mutation_p.V169I|IFLTD1_uc010sji.1_Missense_Mutation_p.V287I|IFLTD1_uc010sjj.1_Missense_Mutation_p.V203I|IFLTD1_uc009zjc.2_Missense_Mutation_p.V247INM_152590 NP_689803 Q8N9Z9 ILFT1_HUMAN 3TTAAATTCAACGTCAGCATCT0.373

+ 1 70 C12orf54_uc009zky.1_RNANM_152319 NP_689532 Q6X4T0 CL054_HUMAN 0GGCACAGCATCCCTGCCAGGA0.478

+ 13 1843TROAP_uc009zlh.2_Missense_Mutation_p.C559Y|TROAP_uc001rty.2_Missense_Mutation_p.C267YNM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1CTAGAGTCCTGCTGTAGGAGT0.597

+ 5 687LETMD1_uc010smz.1_Missense_Mutation_p.R161W|LETMD1_uc010sna.1_Intron|LETMD1_uc001rxl.2_Missense_Mutation_p.R155W|LETMD1_uc009zlv.2_Intron|LETMD1_uc001rxs.2_Intron|LETMD1_uc009zlw.2_Missense_Mutation_p.R224W|LETMD1_uc001rxn.2_Missense_Mutation_p.R54W|LETMD1_uc001rxo.2_RNA|LETMD1_uc001rxp.2_Missense_Mutation_p.R94W|LETMD1_uc001rxq.2_Intron|LETMD1_uc001rxr.2_Intron|LETMD1_uc001rxt.2_IntronNM_015416 NP_056231 Q6P1Q0 LTMD1_HUMANMitochondrial intermembrane (Potential).|LETM1. 2TGCAGGACTCCGGTGGCGTCT0.423

+ 6 1001KRT86_uc009zmg.2_Missense_Mutation_p.R290W|KRT81_uc001sac.2_Intron|KRT86_uc001sad.2_Missense_Mutation_p.R290WNM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1CACCCGTAGCCGGGCTGAGGC0.547

+ 9 1294AMHR2_uc009zmy.1_Nonsense_Mutation_p.R406*NM_020547 NP_065434 Q16671 AMHR2_HUMANCytoplasmic (Potential).|Protein kinase. 2CATGGCCCTCCGACGAGCTGA0.582

- 1 569_570NFE2_uc001sfq.2_Missense_Mutation_p.E20A|NFE2_uc001sfr.3_Missense_Mutation_p.E20A|NFE2_uc009znl.2_Missense_Mutation_p.E20ANM_006163 NP_006154 Q16621 NFE2_HUMANTransactivation domain.|Required for interaction with MAPK8 (By similarity).0TCTCTCCTAGCTCTGAAGTGGA0.594

+ 2 289ACAD10_uc009zvw.2_Missense_Mutation_p.G30E|ACAD10_uc001tso.3_Missense_Mutation_p.G30E|ACAD10_uc001tsp.2_Missense_Mutation_p.G30E|ACAD10_uc009zvx.2_Missense_Mutation_p.G30ENM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2AGGCACCAGGGGTCCCACCGA0.597

+ 9 1531_1532FBXW8_uc001twf.1_Missense_Mutation_p.417_418MD>IN|FBXW8_uc009zwp.1_RNANM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN WD 5. 3CTGTGCAGATGGATGACTGGAA0.594

+ 5 928 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3GCCCCTCTTCCGCCAGCTCTG0.517 rs147505092

- 5 1199GOLGA3_uc001ula.1_Missense_Mutation_p.R214C|GOLGA3_uc001ulb.2_Missense_Mutation_p.R214CNM_005895 NP_005886 Q08378 GOGA3_HUMANGolgi-targeting domain. 6ACACTGGTGCGCAGGAAGGAA0.512

- 33 5015 NM_006437 NP_006428 Q9UKK3 PARP4_HUMANInteraction with the major vault protein. 4AACCTGGTGCGAATAAACTGT0.383 rs148540630

+ 1 656 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 3. 4CAAGAATTTTGGAGAAGACAT0.428

+ 1 2894 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 5.|Extracellular (Potential). 11ACTGATGTTGCCCATATCTCT0.507

+ 1 4846 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 10. 11TCAAGTCACCGATGGACGTAA0.453

- 3 343 NM_018191 NP_060661 Q8NDN9 RCBT1_HUMAN 1GCTGAGGTGCCGAAGACACAC0.478

+ 1 1881 NR_003268 0TCCTCTGGACCACCAGATTAC0.547

- 1 402FARP1_uc001vnh.2_Intron|FARP1_uc001vni.2_Intron|FARP1_uc001vnj.2_IntronNM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3GATGGTCGGCGTATGGTGCTC0.652

+ 1 745 NM_001099780 NP_001093250 A5LHX3 PSB11_HUMAN 0TTCCACGTGCGGGAGAGTGGA0.622

- 18 1936IPO4_uc001wmt.1_Missense_Mutation_p.A80V|IPO4_uc001wmu.2_Missense_Mutation_p.A264V|IPO4_uc001wmx.1_Missense_Mutation_p.A466V|IPO4_uc001wmy.1_Missense_Mutation_p.A466V|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.A602VNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1CAAGTGGGGCGCCAGGCCCTC0.607

- 5 1736IPO4_uc001wmu.2_5'Flank|IPO4_uc001wmv.1_5'Flank|IPO4_uc001wmx.1_5'Flank|IPO4_uc001wmy.1_5'Flank|IPO4_uc010tnz.1_5'Flank|IPO4_uc001wmw.1_5'Flank|IPO4_uc001wmz.1_5'UTR|TM9SF1_uc010toa.1_Missense_Mutation_p.T376I|TM9SF1_uc001wna.1_RNA|TM9SF1_uc010tob.1_Missense_Mutation_p.T698I|TM9SF1_uc001wnc.2_Missense_Mutation_p.T463INM_006405 NP_006396 O15321 TM9S1_HUMAN 1GTGGATGACAGTAGACTTGTA0.527

- 30 5913HECTD1_uc001wra.1_5'UTR|HECTD1_uc001wrb.1_5'UTR|HECTD1_uc001wrd.1_Missense_Mutation_p.E1276DNM_015382 NP_056197 Q9ULT8 HECD1_HUMAN 5TACATTCGACTTCTTCCAAGA0.343

+ 7 2884AKAP6_uc010aml.2_Missense_Mutation_p.G902ENM_004274 NP_004265 Q13023 AKAP6_HUMAN 21GATGAGGAAGGGACTGGAAGC0.478

+ 13 6102 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21CACTGCCTCTACTCCCACTGA0.403

- 3 857OTX2_uc010aou.2_Missense_Mutation_p.S229I|OTX2_uc001xcq.2_Missense_Mutation_p.S237INM_172337 NP_758840 P32243 OTX2_HUMAN 1ATTGAGATGGCTGGTGACTGC0.512

- 9 2532RTN1_uc001xem.1_Missense_Mutation_p.A355T|RTN1_uc001xek.1_Missense_Mutation_p.A207T|RTN1_uc001xel.1_RNA|RTN1_uc010apl.1_Missense_Mutation_p.A192TNM_021136 NP_066959 Q16799 RTN1_HUMAN Reticulon. 4GTTTACTCAGCATGCCTCTTA0.393

+ 22 3342PAPLN_uc001xnw.3_Missense_Mutation_p.R1033Q|PAPLN_uc010arl.2_RNA|PAPLN_uc010ttw.1_RNA|PAPLN_uc010tty.1_Missense_Mutation_p.R1044Q|PAPLN_uc010arm.2_Missense_Mutation_p.R259Q|PAPLN_uc010arn.2_Missense_Mutation_p.R260QNM_173462 NP_775733 O95428 PPN_HUMANIg-like C2-type 2. 3CCAGGCCAGCGGATCCGGATG0.642 rs138138992

- 2 2155C14orf43_uc001xou.2_Missense_Mutation_p.R458C|C14orf43_uc010tud.1_Missense_Mutation_p.R458C|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMAN Poly-Arg. 5GATGCCCGGCGCCTCCGTCGC0.657

- 2 1741C14orf43_uc001xou.2_Nonsense_Mutation_p.E320*|C14orf43_uc010tud.1_Nonsense_Mutation_p.E320*|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMAN Pro-rich. 5TTGCGCAGTTCTGGGTTCATA0.667

+ 7 735TTLL5_uc001xrw.1_Nonsense_Mutation_p.W177*|TTLL5_uc010ask.1_Nonsense_Mutation_p.W177*|TTLL5_uc001xry.1_RNANM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3CGGGGACCTTGGATAGTAAAA0.413

- 1 100WARS_uc001yhg.1_Missense_Mutation_p.P6S|WARS_uc001yhh.1_Missense_Mutation_p.P6S|WARS_uc001yhi.1_Intron|WARS_uc001yhj.1_Intron|WARS_uc001yhk.1_Intron|WARS_uc001yhl.1_Missense_Mutation_p.P6S|WARS_uc010twz.1_Missense_Mutation_p.P6SNM_173701 NP_776049 P23381 SYWC_HUMAN 1AGAGATGCGGGCTCACTGTTG0.547

+ 8 988INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.G185D|KIAA0284_uc001yps.2_Missense_Mutation_p.G161DNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1GCAGAGGCAGGTGGGGGCGGA0.642

- 10 2367 NM_024490 NP_077816 O60312 AT10A_HUMANCytoplasmic (Potential). 5AAGCGGGTGCCGGATCACCAC0.607

+ 10 1347 NM_033223 NP_150092 Q99928 GBRG3_HUMANCytoplasmic (Probable). 0TTAAACAATTCCGTTTACTGG0.423

+ 9 1986 NM_019074 NP_061947 Q9NR61 DLL4_HUMANCytoplasmic (Potential). 2GCGGCAGCTGCGGCTTCGACG0.632

+ 8 964TUBGCP4_uc001zrn.2_Missense_Mutation_p.R242C|TUBGCP4_uc010bdh.2_RNANM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3CCTTGACTAGCGCCTGATTGA0.428

- 37 7136 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19GTGGCATGGCGCCCAGTTTGC0.527

+ 3 1066_1067 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0TTACGGCTTCCCTACGGCCTTC0.579

- 2 686 NM_002833 NP_002824 P43378 PTN9_HUMAN 2TCTATGGCACGGAGCACATCA0.493 rs114183309



+ 1 116IMP3_uc002bat.2_5'Flank|SNX33_uc002bav.2_5'FlankNM_153271 NP_695003 Q8WV41 SNX33_HUMAN SH3. 1AAAGGCCGAGCCCTCTATGAC0.557

+ 22 2968IREB2_uc010unb.1_Missense_Mutation_p.V686MNM_004136 NP_004127 P48200 IREB2_HUMAN 0AGTATTCAGCGTGATTGCTTC0.363

- 6 634STARD5_uc002bgn.2_Missense_Mutation_p.L77FNM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1TTCTGTGGGAGGTAACCGCTG0.522

+ 7 1505PDIA2_uc010bqt.1_5'UTR|PDIA2_uc002cgo.1_Missense_Mutation_p.E133KNM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2GCACCCGGAGGAGTACACAGG0.682

+ 4 1625SOLH_uc002chh.1_Missense_Mutation_p.C421YNM_005632 NP_005623 O75808 CAN15_HUMANRanBP2-type 5. 2TGCCCTGCCTGTACCCTGCTC0.766

- 29 4263IFT140_uc002clz.2_Missense_Mutation_p.D914NNM_014714 NP_055529 Q96RY7 IF140_HUMAN 5TGGGCTTTGTCGTAGTTCTGG0.647

- 22 3153IFT140_uc002clz.2_Missense_Mutation_p.R544CNM_014714 NP_055529 Q96RY7 IF140_HUMAN TPR 3. p.R931C(1) 5ACCTCGAAGCGGTGCGTGTCC0.622

+ 2 343TBC1D24_uc002cqk.2_Missense_Mutation_p.T68M|TBC1D24_uc002cqm.2_Missense_Mutation_p.T68M|TBC1D24_uc010bsm.2_5'FlankNM_020705 NP_065756 Q9ULP9 TBC24_HUMANRab-GAP TBC. 0CGCACGGTCACGCCTGACGCC0.667

+ 2 864TBC1D24_uc002cqk.2_Missense_Mutation_p.R242C|TBC1D24_uc002cqm.2_Missense_Mutation_p.R242C|TBC1D24_uc010bsm.2_5'FlankNM_020705 NP_065756 Q9ULP9 TBC24_HUMANRab-GAP TBC. 0GGTGCTGTACCGCGTGGCGCT0.632

+ 11 7111SRRM2_uc002crj.1_Missense_Mutation_p.I2092V|SRRM2_uc002crl.1_Missense_Mutation_p.I2188V|SRRM2_uc010bsu.1_Missense_Mutation_p.I2092VNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANAla-rich.|Ser-rich. 4CCTGACAGCTATCAGTCTTGG0.572

- 12 3145 NM_032444 NP_115820 Q8IY92 SLX4_HUMANPotential.|Interaction with PLK1 and TERF2-TERF2IP.|Glu-rich.0TGATCTTCTTCGTGGTCCTTG0.468

+ 5 1239ATF7IP2_uc002czv.2_Missense_Mutation_p.D338Y|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.D338Y|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0TGAACTATTTGATAAGAAACT0.308

+ 8 962 NPIP_uc002dcx.3_RNA NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0CCCTCAGCTCCACCCTCAGTG0.532

- 33 4730 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18ATGTAACACACCTTCTGGAGT0.483

- 2 273 NM_005003 NP_004994 O14561 ACPM_HUMAN 0GTAAAGAACACGGTCCTGGAT0.423

+ 15 4273TNRC6A_uc010bxs.2_Missense_Mutation_p.G1134S|TNRC6A_uc002dmn.2_Missense_Mutation_p.G1085S|TNRC6A_uc002dmo.2_Missense_Mutation_p.G1026S|TNRC6A_uc002dmp.2_5'UTR|TNRC6A_uc002dmq.2_Missense_Mutation_p.G54SNM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN 2ACCAAACAACGGTGGCCTGAA0.443

+ 7 1186HEATR3_uc002efx.2_Missense_Mutation_p.V256INM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2GAAAACTTTCGTTTCAGATTT0.353

+ 6 726ARL2BP_uc010vhl.1_Silent_p.C136CNM_012106 NP_036238 Q9Y2Y0 AR2BP_HUMAN 0GAACAATCTGCGGCACTAGGT0.483

- 17 2354CDH16_uc010cdy.2_Missense_Mutation_p.V739M|CDH16_uc002eqm.2_Missense_Mutation_p.V664MNM_004062 NP_004053 O75309 CAD16_HUMANExtracellular (Potential).|Ectodomain G. 3CAGCGACACACGATCACTgag0.507

- 1 2329DUS2L_uc002evi.2_5'Flank|DUS2L_uc002evj.2_5'Flank|DUS2L_uc010vkk.1_5'FlankNM_018380 NP_060850 Q9NUL7 DDX28_HUMANHelicase C-terminal. 1CACCTCGCTCCCCACACGGCC0.582

- 5 852VAC14_uc010cfw.2_Splice_Site|VAC14_uc002ezn.2_IntronNM_018052 NP_060522 Q08AM6 VAC14_HUMAN 2CCAGGCCTTACCCAGGAGATG0.522

+ 2 477CHST4_uc002fao.2_Missense_Mutation_p.R99QNM_005769 NP_005760 Q8NCG5 CHST4_HUMANLumenal (Potential). 0GATCTGATACGGGCCGTCTTC0.592

- 8 1412PHLPP2_uc002fav.2_RNA|PHLPP2_uc010cgf.2_Missense_Mutation_p.R469QNM_015020 NP_055835 Q6ZVD8 PHLP2_HUMAN LRR 10. 2CAGCTGATTCCGCCCACAGTG0.502

+ 2 274 NM_005752 NP_005743 O75596 CLC3A_HUMAN 0TCAAGCCCTGCAGACAGGTAA0.443

- 13 2178MBTPS1_uc002fhh.2_Missense_Mutation_p.S63LNM_003791 NP_003782 Q14703 MBTP1_HUMANLumenal (Potential). 2CAGGTAGCCCGACCAAGGCCA0.537

- 14 2210TAF1C_uc002fhm.2_Missense_Mutation_p.R567H|TAF1C_uc010vnx.1_Missense_Mutation_p.R635H|TAF1C_uc010vny.1_Missense_Mutation_p.R252H|TAF1C_uc010vnz.1_Missense_Mutation_p.R329H|TAF1C_uc002fho.2_Missense_Mutation_p.R184H|TAF1C_uc010voa.1_Missense_Mutation_p.R329H|TAF1C_uc002fhp.1_IntronNM_005679 NP_005670 Q15572 TAF1C_HUMAN 1CAGCATCTGGCGGTGGGTGAA0.672

+ 6 539_540SERPINF2_uc010vqr.1_Missense_Mutation_p.D90ENM_000934 NP_000925 P08697 A2AP_HUMAN 0TCTGCCAGGACCTGGGCCCCGG0.673

+ 8 719 NM_002945 NP_002936 P27694 RFA1_HUMAN 0CATTTGTGCTCGTGTTACCAA0.448

- 1 227 NM_002550 NP_002541 P47881 OR3A1_HUMANHelical; Name=2; (Potential). 3GACGCTGATGCACCCAACATC0.567

+ 8 1475ZMYND15_uc002fyv.2_Missense_Mutation_p.G518E|ZMYND15_uc002fyu.2_Missense_Mutation_p.G518ENM_032265 NP_115641 Q9H091 ZMY15_HUMAN 0GTGGAGGCCGGGAAGGAGTTT0.532

+ 3 405FAM64A_uc002gct.1_Missense_Mutation_p.R119K|FAM64A_uc002gcu.1_Missense_Mutation_p.R119K|FAM64A_uc002gcv.1_Missense_Mutation_p.R150K|FAM64A_uc002gcx.1_Missense_Mutation_p.R119K|FAM64A_uc002gcy.1_RNA|FAM64A_uc002gcz.1_RNA|FAM64A_uc002gda.1_Missense_Mutation_p.R119K|FAM64A_uc002gdb.1_Missense_Mutation_p.R119KNM_019013 NP_061886 Q9BSJ6 FA64A_HUMAN 0GTGAAGGCCAGGAGGCGGAAG0.602

+ 7 1156DNAH2_uc002git.2_Missense_Mutation_p.R381Q|DNAH2_uc010vuk.1_Missense_Mutation_p.R381QNM_020877 NP_065928 Q9P225 DYH2_HUMANStem (By similarity). 13TACAACACTCGGGAGAGACTG0.542

+ 36 5749 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 1 (By similarity). 13TATGCTGGCCGCACAGAGCTT0.463 rs147216751

- 27 3829 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13GAGACAGTCTCCATGTTACTA0.423

+ 9 1848 NM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20GGAGGAAGCAGAACTTGGTAG0.423

- 2 480C17orf76_uc002gqh.2_Missense_Mutation_p.R102W|NCRNA00188_uc010vwl.1_Intron|NCRNA00188_uc010vwm.1_Intron|NCRNA00188_uc010vwn.1_Intron|NCRNA00188_uc010cpe.2_Intron|NCRNA00188_uc010vwo.1_Intron|NCRNA00188_uc010vwp.1_IntronNM_001113567 NP_001107039 Q8NAA5 CQ076_HUMAN 0ACCAGGTTCCGGAAGCTGGCG0.622

- 2 526SREBF1_uc002grp.1_5'Flank|SREBF1_uc002grq.1_5'UTR|SREBF1_uc002grr.1_5'UTR|SREBF1_uc002grs.1_Missense_Mutation_p.P87L|SREBF1_uc002grt.1_Missense_Mutation_p.P141L|SREBF1_uc010cpp.1_Missense_Mutation_p.P87L|SREBF1_uc010cpq.1_Missense_Mutation_p.P111LNM_004176 NP_004167 P36956 SRBP1_HUMANPro/Ser-rich.|Cytoplasmic (Potential). 1GGGCATGGACGGGTACATCTT0.647 rs115855236

+ 3 879EPN2_uc002gvc.2_Missense_Mutation_p.R144K|EPN2_uc010vyn.1_Missense_Mutation_p.R144K|EPN2_uc010cql.1_Intron|EPN2_uc002gve.3_Missense_Mutation_p.R144K|EPN2_uc002gvf.3_Intron|EPN2_uc010vyo.1_Intron|EPN2_uc002gvg.1_Missense_Mutation_p.R144K|EPN2_uc010vyp.1_Missense_Mutation_p.R144K|EPN2_uc010vyq.1_Missense_Mutation_p.R144K|EPN2_uc002gvh.1_Missense_Mutation_p.R144KNM_014964 NP_055779 O95208 EPN2_HUMAN ENTH. 1AAGGCTGAGAGGGCCCAGGCT0.582

- 11 1214GIT1_uc002heg.2_Missense_Mutation_p.R343C|GIT1_uc010wbg.1_Missense_Mutation_p.R343C|GIT1_uc010csb.1_Missense_Mutation_p.R334CNM_014030 NP_054749 Q9Y2X7 GIT1_HUMANARHGEF6-binding (By similarity).|PTK2-binding (By similarity).0GCATTAAAGCGGGCCAGCTTT0.602

+ 4 893RNF135_uc002hga.2_Silent_p.L198L|RNF135_uc010csm.2_Silent_p.L274L|RNF135_uc002hgb.2_Silent_p.L150LNM_032322 NP_115698 Q8IUD6 RN135_HUMAN B30.2/SPRY. p.?(1) 2GAGAGCTTCTCGGTTTGCTCA0.507

- 6 1143PIP4K2B_uc010wdt.1_Missense_Mutation_p.T221M|PIP4K2B_uc010wdu.1_Missense_Mutation_p.T157MNM_003559 NP_003550 P78356 PI42B_HUMAN PIPK. 1TCTGGCAACCGTAGAACCCTG0.537

+ 11 1508ERBB2_uc002hsm.2_Missense_Mutation_p.V394I|ERBB2_uc010cwa.2_Missense_Mutation_p.V409I|ERBB2_uc002hsp.2_Missense_Mutation_p.V227I|ERBB2_uc010cwb.2_Missense_Mutation_p.V424I|ERBB2_uc010wek.1_Missense_Mutation_p.V148I|ERBB2_uc002hsl.2_Missense_Mutation_p.V394INM_004448 NP_004439 P04626 ERBB2_HUMANExtracellular (Potential). 143TGACCTCAGCGTCTTCCAGAA0.577 rs142783371

- 4 1073KRT23_uc010wfl.1_Missense_Mutation_p.E25K|KRT23_uc010cxf.1_Intron|KRT23_uc010cxg.2_Missense_Mutation_p.E162K|KRT23_uc002hvn.1_Missense_Mutation_p.E162KNM_015515 NP_056330 Q9C075 K1C23_HUMAN Rod.|Coil 1B. 1TGTTCATTTTCATACCTTTGG0.403

+ 7 1210CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANLaminin G-like 1.|Extracellular (Potential). 8CTTCAACCGCGTCAACATCGC0.612

- 3 696WNK4_uc002ibj.2_Silent_p.S1073S|WNK4_uc010wgx.1_Silent_p.S737S Q9Y2R0 CCD56_HUMAN 0TGGCTGAGAGCGACCGTGCAG0.607

- 7 882CDC27_uc002ile.3_Missense_Mutation_p.S252F|CDC27_uc002ilf.3_Missense_Mutation_p.S252F|CDC27_uc010wkp.1_Missense_Mutation_p.S191F|CDC27_uc010wkq.1_RNANM_001256 NP_001247 P30260 CDC27_HUMAN 5AGATAATATGGAAGTTCCTGT0.383

- 16 1822OSBPL7_uc002ilw.1_Missense_Mutation_p.A102VNM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0GGCCGAGACAGCAAAGGCTGC0.627



- 3 281 NM_002634 NP_002625 P35232 PHB_HUMAN 0GGTCGAGAACGGCAGTCAAAG0.488

+ 9 2764AKAP1_uc010wnl.1_Missense_Mutation_p.A845T|AKAP1_uc010dcm.2_Missense_Mutation_p.A845TNM_003488 NP_003479 Q92667 AKAP1_HUMAN 1AGCAGATGCCGCCATGAGCGA0.557

- 10 1434ABCA9_uc010dez.2_Nonsense_Mutation_p.R431*NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN p.R431Q(1) 6GGAGAACATCGATGTCCATAT0.438

- 11 1040FBF1_uc002jqa.1_RNA|FBF1_uc010wsp.1_Missense_Mutation_p.R246C|FBF1_uc002jqd.1_Missense_Mutation_p.R256CNM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0GTGCCCGGGCGGGCCAGGAGT0.672

+ 7 2983 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN C1q. 3CCCCAGCACCGGTGAGTGTTT0.602

- 60 8666LAMA1_uc002knk.2_Missense_Mutation_p.P188S|LAMA1_uc002knl.2_Missense_Mutation_p.P311S|LAMA1_uc010wzj.1_Missense_Mutation_p.P2334SNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 4. 21ATGCAGGCAGGGATGCTGTGG0.522

- 48 6978LAMA1_uc010wzj.1_Missense_Mutation_p.R1771HNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 1. 21GAAGCACCCACGGCACTTGCC0.438

+ 7 1622RALBP1_uc002koc.2_Missense_Mutation_p.V467INM_006788 NP_006779 Q15311 RBP1_HUMANInteracts with RalA. 1AAAAGAGGATGTTTCCAAAGA0.333

+ 2 1410TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.A254TNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN14.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2CCCAGAAGAAGCCATCCAGCC0.597

+ 2 1425TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.E259KNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN15.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2CCAGCCCAAGGAGGGTGACAT0.592

- 27 4337KIAA1012_uc002kxb.3_Missense_Mutation_p.H1271Y|KIAA1012_uc002kxd.3_RNANM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0CTTTTTTGATGAAATGGATGA0.353

- 10 1547ACAA2_uc002ldx.3_Missense_Mutation_p.G381RNM_006111 NP_006102 P42765 THIM_HUMAN 1TGGCCACCTCCAATGCAAGCT0.448

+ 7 950SERPINB2_uc002ljo.2_Missense_Mutation_p.G206E|SERPINB2_uc010dqh.2_Missense_Mutation_p.G136E|SERPINB2_uc002ljp.1_Missense_Mutation_p.G11E|SERPINB2_uc002ljq.1_Missense_Mutation_p.G11ENM_001143818 NP_001137290 P05120 PAI2_HUMAN 2TACTTCAAAGGAAAGTGGAAA0.383

- 11 1811CDH19_uc010dql.1_RNA|CDH19_uc010xey.1_IntronNM_021153 NP_066976 Q9H159 CAD19_HUMANCadherin 5.|Extracellular (Potential). 2TGTAAGTGACGGGATTCCATT0.443

- 4 455MED16_uc002lqe.2_Missense_Mutation_p.D91N|MED16_uc002lqf.2_Missense_Mutation_p.D91N|MED16_uc010xfv.1_Intron|MED16_uc010xfw.1_Missense_Mutation_p.D91N|MED16_uc010xfx.1_Missense_Mutation_p.D91N|MED16_uc010xfy.1_Missense_Mutation_p.D91NNM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 1. 0ATCTGCCCGTCGGCATCTGCT0.637

- 7 1144LMNB2_uc002lwa.1_Missense_Mutation_p.E373KNM_032737 NP_116126 Q03252 LMNB2_HUMAN Rod.|Coil 2. 2TCCTGGTACTCGGCCAGCTGC0.657

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

- 3 309AES_uc002lwx.1_5'Flank|AES_uc002lwz.1_Missense_Mutation_p.E46K|AES_uc002lxa.1_5'UTR|AES_uc002lxb.1_Missense_Mutation_p.E113K|AES_uc002lxc.2_Missense_Mutation_p.E113KNM_001130 NP_001121 Q08117 AES_HUMANGln-rich (Q domain). 0TTGTCACATTCGAGCTTGAGG0.627

- 10 1629 NM_001961 NP_001952 P13639 EF2_HUMAN 0TTGGGCAGGTCAGCCGGGTTC0.652

- 3 3055PLIN4_uc010dub.1_Missense_Mutation_p.G43WNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN 0CCCATGAGCCCAGCGGACACT0.652

- 3 2585PLIN4_uc010dub.1_IntronNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|24. 0GGCCCCTTTGGCCACTTTCGC0.582

- 6 736DPP9_uc002mbb.2_Missense_Mutation_p.R160W|DPP9_uc002mbc.2_Missense_Mutation_p.R160WNM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1AGGCGTTTCCGCTCCCTCAGC0.632

- 2 522FUT5_uc010duo.2_Nonsense_Mutation_p.W145*NM_002034 NP_002025 Q11128 FUT5_HUMANLumenal (Potential). 0GAACCAGATCCAGCGCTGCCC0.627

- 6 916GTF2F1_uc010xjb.1_Missense_Mutation_p.E35K|GTF2F1_uc010xjc.1_Missense_Mutation_p.E126KNM_002096 NP_002087 P35269 T2FA_HUMAN 0AGGTCGTCCTCCAGGTCGTGG0.637

+ 8 1096ZNF557_uc002mga.2_Missense_Mutation_p.N211S|ZNF557_uc002mgc.2_Missense_Mutation_p.N211SNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2TATGAATGCAATGACTGTGGG0.453

+ 5 607_608CLEC4M_uc010xjv.1_Missense_Mutation_p.R159G|CLEC4M_uc002mhy.2_Missense_Mutation_p.R131G|CLEC4M_uc010xjw.1_Silent_p.165_166TE>TE|CLEC4M_uc010dvt.2_Intron|CLEC4M_uc010dvs.2_Missense_Mutation_p.R163G|CLEC4M_uc010xjx.1_Missense_Mutation_p.R136G|CLEC4M_uc002mhz.2_Intron|CLEC4M_uc002mic.2_Missense_Mutation_p.R159G|CLEC4M_uc002mia.2_IntronNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMANExtracellular (Probable).|7 X approximate tandem repeats.|3.1AGGAGCTGACCCGGCTGAAGGC0.584

+ 1 183MAP2K7_uc002mis.1_Missense_Mutation_p.R40W|MAP2K7_uc002miv.2_Missense_Mutation_p.R40W|MAP2K7_uc010xka.1_RNA|MAP2K7_uc010xkb.1_Missense_Mutation_p.R40W|MAP2K7_uc010dvv.2_5'UTRNM_145185 NP_660186 O14733 MP2K7_HUMAN 11CCAGCGGCCCAGGCCCAGTAA0.373

- 5 706 NM_001419 NP_001410 Q15717 ELAV1_HUMAN RRM 2. 0AAACTTCACTGTGATGGGCTC0.557

- 14 1743 NM_032447 NP_115823 Q75N90 FBN3_HUMANEGF-like 7; calcium-binding. 11TCTGGCACTCGTCAATGTCTG0.493

- 3 23843 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GATGTCTGGTGATATTGTGGA0.493

+ 26 4452 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7AGAGCCTGCGCGGCCCGGGGC0.726

- 4 1218WIZ_uc002nba.3_Missense_Mutation_p.D266N|WIZ_uc002nbb.3_Missense_Mutation_p.D225NNM_021241 NP_067064 O95785 WIZ_HUMAN 0CGCAGCGTGTCGATGGGCGAG0.637

+ 9 1140CYP4F3_uc010xok.1_Missense_Mutation_p.D364N|CYP4F3_uc010xol.1_Missense_Mutation_p.D364N|CYP4F3_uc010xom.1_Missense_Mutation_p.D215N|CYP4F3_uc002nbk.2_Missense_Mutation_p.D364N|CYP4F3_uc010xon.1_Missense_Mutation_p.D74NNM_000896 NP_000887 Q08477 CP4F3_HUMAN 3GCTTCTGAAGGACCGTGAGCC0.582

+ 4 1812ZNF90_uc002nos.1_Intron|ZNF90_uc002not.1_IntronNM_007138 NP_009069 Q03938 ZNF90_HUMANC2H2-type 14. 2CATAAGATAAGTCATACTGGA0.378

+ 5 1539ZNF430_uc002npk.2_Missense_Mutation_p.V476INM_025189 NP_079465 Q9H8G1 ZN430_HUMANC2H2-type 10. 2TGCACATAAGGTAATTCATTC0.373

- 4 1717ZNF708_uc002npr.1_Missense_Mutation_p.K443E|ZNF708_uc010ecs.1_Missense_Mutation_p.K443ENM_021269 NP_067092 P17019 ZN708_HUMANC2H2-type 14. 6CCACATTCTTTACATTTGTAG0.368

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

- 4 1363ZNF708_uc002npr.1_Missense_Mutation_p.E325K|ZNF708_uc010ecs.1_Missense_Mutation_p.E325KNM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTCTCCAGTATGA0.368

+ 2 1494ZNF493_uc002npw.2_Missense_Mutation_p.T533S|ZNF493_uc002npy.2_Missense_Mutation_p.T405SNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 14. 1TCAACCCTTACTATACATAAA0.343

- 4 1483 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 10. 2AGTATGAATTATCTTATGTGT0.363

+ 4 1782ZNF254_uc010xrk.1_Missense_Mutation_p.K465ENM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0CAAATGTGAAAAATGTGGCAA0.358

- 11 1445NFKBID_uc002och.1_Missense_Mutation_p.G128R|NFKBID_uc002ocj.1_Missense_Mutation_p.G306RNM_139239 NP_640332 Q8NI38 IKBD_HUMAN 0GGGCCCGGCCCGGGCCGCAGC0.701

- 4 568 ERF_uc002otd.3_5'UTRNM_006494 NP_006485 P50548 ERF_HUMAN 4GCTACCACCCGACGGCACTGG0.662

+ 5 678 NM_015125 NP_055940 Q96RK0 CIC_HUMAN HMG box. 11TTCAGCAAGCGGCACCGGGCC0.617

+ 7 1115 NM_015125 NP_055940 Q96RK0 CIC_HUMAN 11CTCCCACAGCGGGGTACACAG0.662

- 5 1941 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2TGCCATGTTGGCCAGAGACTG0.637

- 2 386PSG6_uc010xwk.1_Intron|PSG2_uc002ovr.2_Missense_Mutation_p.R98Q|PSG2_uc002ovq.3_Missense_Mutation_p.R98Q|PSG2_uc010eiq.1_Missense_Mutation_p.R98Q|PSG2_uc002ovs.3_Missense_Mutation_p.R98Q|PSG2_uc002ovt.3_Missense_Mutation_p.R98QQ00889 PSG6_HUMAN Ig-like V-type. 2TGCTGTTTCTCGTCCACTATA0.448 rs150218743



- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3AGCTGGGGCCTCTGCCCTCTG0.607

+ 1 1751 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1CCGTCTGACCGGAATCAGAAA0.488

+ 6 1231SPHK2_uc010xzt.1_Missense_Mutation_p.H230Y|SPHK2_uc002pjs.2_Missense_Mutation_p.H289Y|SPHK2_uc002pjt.2_Missense_Mutation_p.H83Y|SPHK2_uc002pju.2_Missense_Mutation_p.H253Y|SPHK2_uc002pjv.2_Missense_Mutation_p.H253Y|SPHK2_uc002pjw.2_Missense_Mutation_p.H351Y|SPHK2_uc010xzu.1_Missense_Mutation_p.H253YNM_020126 NP_064511 Q9NRA0 SPHK2_HUMAN DAGKc. 1AGTGAACCAGCACGGGGGGTA0.632

- 6 1056IRF3_uc002pos.1_5'Flank|IRF3_uc002pot.1_Intron|IRF3_uc002pox.1_Missense_Mutation_p.G225D|IRF3_uc002poy.1_Missense_Mutation_p.G225D|IRF3_uc002pou.2_Missense_Mutation_p.G225D|IRF3_uc002pov.2_Missense_Mutation_p.G79D|IRF3_uc002pow.2_Missense_Mutation_p.G225D|IRF3_uc002poz.1_Missense_Mutation_p.G225D|BCL2L12_uc002ppa.2_5'Flank|BCL2L12_uc002ppb.2_5'FlankNM_001571 NP_001562 Q14653 IRF3_HUMANInvolved in HERC5 binding. 2CAGCCGCAGGCCCTCCGGGCA0.652

- 2 307SIGLEC6_uc002pwz.2_Missense_Mutation_p.V49I|SIGLEC6_uc002pxa.2_Missense_Mutation_p.V49I|SIGLEC6_uc010ydb.1_Intron|SIGLEC6_uc010ydc.1_Missense_Mutation_p.V38I|SIGLEC6_uc010eoz.1_Missense_Mutation_p.V38I|SIGLEC6_uc010epb.1_Intron|SIGLEC6_uc010epa.1_Missense_Mutation_p.V38INM_001245 NP_001236 O43699 SIGL6_HUMANExtracellular (Potential).|Ig-like V-type. 1CTGCAGGGTACGAGGACGCAC0.597

+ 7 1195ZNF528_uc002pzi.2_Missense_Mutation_p.S24ANM_032423 NP_115799 Q3MIS6 ZN528_HUMAN C2H2-type 2. 2TTCAAACCTTTCACAACATCA0.388

- 5 1746ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.T466KNM_001031665 NP_001026835 Q0VGE8 ZN816_HUMANC2H2-type 10. 0TTCATTACATGTGTAAGGTTT0.408

- 5 934LILRA6_uc002qew.1_Intron|LILRB5_uc010yer.1_Missense_Mutation_p.L266F|LILRB5_uc002qey.2_Missense_Mutation_p.L275F|LILRB5_uc002qez.2_Missense_Mutation_p.L175F|LILRB5_uc002qfa.1_Missense_Mutation_p.L165F|LILRB5_uc010yes.1_RNANM_006840 NP_006831 O75023 LIRB5_HUMANIg-like C2-type 3.|Extracellular (Potential). 2GCCTGGGAGAGCCCAGCCTGG0.637

+ 6 1417CCDC106_uc002qls.2_Missense_Mutation_p.E228K|U2AF2_uc002qlt.2_5'Flank|U2AF2_uc002qlu.2_5'FlankNM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0TGTGGCCCCCGAGAAGCTGGC0.662

+ 5 377GALP_uc010eti.2_Splice_SiteNM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0GAGATTGGAGGTAAAGCCAGG0.488

+ 5 1260 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1TATTTTCACAGGATATGAAGA0.373

+ 7 839COLEC11_uc002qxz.2_Missense_Mutation_p.G228S|COLEC11_uc002qyb.2_Missense_Mutation_p.G207S|COLEC11_uc002qyc.2_Missense_Mutation_p.G207S|COLEC11_uc010ewo.2_Missense_Mutation_p.G183S|COLEC11_uc010ewp.2_Missense_Mutation_p.G205S|COLEC11_uc010ewq.2_Missense_Mutation_p.G181S|COLEC11_uc010ewr.2_Missense_Mutation_p.G181S|COLEC11_uc010ews.2_Missense_Mutation_p.G157SNM_024027 NP_076932 Q9BWP8 COL11_HUMAN C-type lectin. 0GTGGCGCAGCGGTGAGCCCAA0.622

+ 12 1663GRHL1_uc002rab.2_RNA|GRHL1_uc002rad.2_Missense_Mutation_p.G309S|GRHL1_uc010yjb.1_Missense_Mutation_p.G347SNM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2AGAATTGGAGGGTGAAGGGTA0.224

- 26 10732 NM_000384 NP_000375 P04114 APOB_HUMAN 27AATTTTGGAAGTGCCCTGCAG0.443

- 2 614ATAD2B_uc010yki.1_RNA|ATAD2B_uc010exx.1_Missense_Mutation_p.R107QNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1ACCAGTACTTCGTGATTTTGA0.398

+ 12 2833NCOA1_uc010eye.2_Missense_Mutation_p.A859T|NCOA1_uc002rfi.2_Missense_Mutation_p.A708T|NCOA1_uc002rfj.2_Missense_Mutation_p.A859T|NCOA1_uc002rfl.2_Missense_Mutation_p.A859TNM_003743 NP_003734 Q15788 NCOA1_HUMANInteraction with CREBBP. 11GTCCGCCACTGCCAGACCCAC0.468

+ 37 5947CAD_uc010eyw.2_Missense_Mutation_p.V1866INM_004341 NP_004332 P27708 PYR1_HUMANATCase (Aspartate transcarbamylase). 10TATCCTGTCCGTCCAGCAGTT0.592

- 35 3999 NM_000379 NP_000370 P47989 XDH_HUMAN 8GCAGGCATTGCGGATCTTCTC0.582 rs138249576

+ 36 7213 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14GTTCTTGCACGCATTGCAAAT0.373

- 16 1998PSME4_uc010yop.1_Missense_Mutation_p.P534S|PSME4_uc010yoq.1_RNA|PSME4_uc010fbu.1_Missense_Mutation_p.P23S|PSME4_uc010fbv.1_IntronNM_014614 NP_055429 Q14997 PSME4_HUMAN 5CAGCAGTGGGGAACAAAGAGC0.318

- 11 1449PSME4_uc010yop.1_Missense_Mutation_p.R351C|PSME4_uc010yoq.1_RNA|PSME4_uc010fbu.1_5'UTR|PSME4_uc010fbv.1_IntronNM_014614 NP_055429 Q14997 PSME4_HUMAN 5ACCAAACTGCGGGCTACTCCA0.428

+ 1 378_379SPTBN1_uc002rxu.2_Intron|SPTBN1_uc002rxv.1_IntronNR_002229 0ACCACTGAGTTTGCCATGAAGA0.48

- 4 411 NM_002056 NP_002047 Q06210 GFPT1_HUMANGlutamine amidotransferase type-2. 1AAATCCATATCTTGTTGCTCT0.368

- 8 1630DQX1_uc002smc.2_Missense_Mutation_p.E50KNM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2GTGAGCATCTCGTCCACACAG0.517

- 3 543FAM176A_uc002snj.1_Missense_Mutation_p.A9V|FAM176A_uc002snk.1_Missense_Mutation_p.A22VNM_001135032 NP_001128504 Q9H8M9 F176A_HUMANNecessary for the localization and biological activity. 0GGAATAGGCCGCTAGGATGTT0.617

- 7 1122IMMT_uc002sqy.3_5'UTR|IMMT_uc002srb.3_Missense_Mutation_p.A234V|IMMT_uc002sra.3_Missense_Mutation_p.A244V|IMMT_uc010ytd.1_Missense_Mutation_p.A233V|IMMT_uc010yte.1_Missense_Mutation_p.A198V|IMMT_uc002src.1_5'UTR|IMMT_uc002srd.2_Missense_Mutation_p.A245V|IMMT_uc002sre.3_Missense_Mutation_p.A233V|IMMT_uc010ytf.1_Missense_Mutation_p.A167V|IMMT_uc010fgs.1_Missense_Mutation_p.A242VNM_006839 NP_006830 Q16891 IMMT_HUMANMitochondrial intermembrane (Potential). 1AGCCTGGACCGCAGCATTCTG0.458

- 5 682LMAN2L_uc002swv.2_Missense_Mutation_p.R227C|LMAN2L_uc010yut.1_Missense_Mutation_p.R82C|LMAN2L_uc010yuu.1_Missense_Mutation_p.R80C|LMAN2L_uc010yuv.1_Missense_Mutation_p.R69C|LMAN2L_uc010yuw.1_Missense_Mutation_p.R71C|LMAN2L_uc002sww.2_Missense_Mutation_p.R69C|LMAN2L_uc010yux.1_Missense_Mutation_p.R71CNM_030805 NP_110432 Q9H0V9 LMA2L_HUMANL-type lectin-like.|Lumenal (Potential). 0TTGACGTAGCGAATCACCAGG0.562

- 14 1950AFF3_uc002taf.2_Missense_Mutation_p.A597T|AFF3_uc010fiq.1_Missense_Mutation_p.A572T|AFF3_uc010yvr.1_Missense_Mutation_p.A725T|AFF3_uc002tah.1_Missense_Mutation_p.A597TNM_002285 NP_002276 P51826 AFF3_HUMAN 6GCGTTCTCCGCGGGCGCACAG0.771

+ 7 707CBWD2_uc010yxw.1_Splice_Site_p.H141_splice|CBWD2_uc002tjv.2_Splice_Site_p.H141_splice|CBWD2_uc010fkv.2_Splice_SiteNM_172003 NP_742000 Q8IUF1 CBWD2_HUMAN 0TTTTTGTTTAGCATTTAGCAG0.264

+ 5 674WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNANM_182905 NP_878908 0CCAAGGTGGGCACTTGATGTC0.612

+ 1 275PLEKHB2_uc002tsh.2_Intron|POTEE_uc002tsk.2_5'UTR|POTEE_uc002tsl.2_5'UTRNM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN 0CTGCAGGGGGAGTGGCAAGAG0.587

- 12 1941ITGB6_uc010fou.2_Missense_Mutation_p.R642Q|ITGB6_uc010zcq.1_Missense_Mutation_p.R600Q|ITGB6_uc010fov.1_Missense_Mutation_p.R642QNM_000888 NP_000879 P18564 ITB6_HUMANExtracellular (Potential). 3ACATTCTTCTCGGGCTTGGCC0.453

- 2 257TTN_uc010zfg.1_Missense_Mutation_p.P11L|TTN_uc010zfh.1_Missense_Mutation_p.P11L|TTN_uc010zfi.1_Missense_Mutation_p.P11L|TTN_uc010zfj.1_Missense_Mutation_p.P11L|TTN_uc002unb.2_Missense_Mutation_p.P11LQ8WZ42 TITIN_HUMAN 153GCTTTGTAACGGCTGCGTAAA0.448

- 9 1233 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3ATTCACTGCTGAATTTTTCCA0.363

+ 28 4811NBEAL1_uc002uzs.3_Splice_Site_p.T203_spliceNM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2TAAAACTAACGTAAGCATTTA0.348

- 3 441 NM_014617 NP_055432 P11844 CRGA_HUMANBeta/gamma crystallin 'Greek key' 4. 0AGATACTGCCGCCCCCGGTAG0.577

+ 1 220 PTH2R_uc010zjb.1_IntronNM_005048 NP_005039 P49190 PTH2R_HUMAN 3GGGCATGGCCGGGCTGGGGGC0.637

+ 33 7994 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 9. 14GTACTGGGCAGCATCACCAGC0.662

+ 3 597KIAA1486_uc010fxa.1_IntronNM_020864 NP_065915 Q9P242 K1486_HUMAN 3CAACCACCACCCAAACCCAAG0.577

- 1 1929 NM_005544 NP_005535 P35568 IRS1_HUMAN 12ACTGCCCTTTCGGCCACTGGG0.642

+ 48 4415COL4A3_uc002von.1_Splice_Site_p.G1418_splice|COL4A3_uc002voo.1_Splice_Site_p.G1418_splice|COL4A3_uc002vop.1_Intron|uc002voq.1_Intron|uc002vor.1_Intron|COL4A3_uc010fxf.1_5'FlankNM_000091 NP_000082 Q01955 CO4A3_HUMAN 3GTTTTTTGAAGGACCAGCTGG0.378

+ 12 1178ARMC9_uc002vrp.3_Missense_Mutation_p.V356I|ARMC9_uc002vrr.1_RNANM_025139 NP_079415 Q7Z3E5 ARMC9_HUMAN 1GAGGGAGACCGTTCTGCAAGC0.493

- 2 424 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANHelical; Name=2; (Potential). 5CAGCAGGTCCGACACGGCCAG0.632

+ 1 46 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0GTTCCAGTCGGGAGCCCATGC0.627

+ 2 815PRNP_uc002wkv.2_Missense_Mutation_p.R151H|PRNP_uc002wkw.2_Missense_Mutation_p.R151H|PRNP_uc002wkx.2_Missense_Mutation_p.R151H|PRNP_uc002wkt.1_Missense_Mutation_p.R121H|PRNP_uc002wky.2_Missense_Mutation_p.R151H|PRNP_uc010gbe.1_Missense_Mutation_p.R151HNM_001080122 NP_001073591 P04156 PRIO_HUMANInteraction with GRB2, ERI3 and SYN1 (By similarity).1CGTTACTATCGTGAAAACATG0.532

- 17 2484RBL1_uc010zvt.1_RNA|RBL1_uc002xgj.1_Missense_Mutation_p.R802HNM_002895 NP_002886 P28749 RBL1_HUMANDomain B.|Pocket; binds T and E1A. 10ATCACGTAAGCGTACACTTGC0.348

+ 2 260LPIN3_uc010ggh.2_Missense_Mutation_p.V57I|LPIN3_uc010zwf.1_RNANM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN N-LIP. 4CAAGCTGGGCGTCCTGCGGTC0.637



- 6 683WFDC8_uc002xox.2_Missense_Mutation_p.P202ANM_181510 NP_852611 Q8IUA0 WFDC8_HUMAN WAP 3. 0GGCTTGCGTGGGCAGAAACCT0.423

+ 9 1374 NM_004994 NP_004985 P14780 MMP9_HUMAN 2CCTGAGCCACGGCCTCCAACC0.577

- 18 1901ATP9A_uc010gih.1_Missense_Mutation_p.T498M|ATP9A_uc002xwf.1_IntronNM_006045 NP_006036 O75110 ATP9A_HUMANCytoplasmic (Potential). 4CTCGATCACCGTGGCCACTTT0.637

+ 2 2781 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6AGACAAAGATGAAGCGGTGAA0.507

+ 5 1072EDN3_uc002yao.1_3'UTR|EDN3_uc002yaq.2_Missense_Mutation_p.E235K|EDN3_uc002yar.2_3'UTR|EDN3_uc002yas.2_Missense_Mutation_p.E221KNM_000114 NP_000105 P14138 EDN3_HUMAN 1CCTCTTTCAGGAAGGAGCCCC0.562

- 5 592 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0CTGATGGTGACCGGCCTGCTG0.602

+ 20 3541UMODL1_uc002zad.1_Missense_Mutation_p.P1109S|UMODL1_uc002zae.1_Missense_Mutation_p.P1237S|UMODL1_uc002zag.1_Missense_Mutation_p.P1309S|UMODL1_uc002zal.1_Missense_Mutation_p.P131S|UMODL1_uc010gpa.1_RNANM_001004416 NP_001004416 Q5DID0 UROL1_HUMANExtracellular (Potential).|ZP. 3CTGCCCTGTGCCCAACACATA0.502

+ 28 5685PCNT_uc002zjj.2_Missense_Mutation_p.E1742KNM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8CCAGGAGTTCGAAGCGGCCCT0.612

- 26 5112MICAL3_uc011agl.1_Missense_Mutation_p.A1503T|MICAL3_uc010gre.1_5'FlankNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0TTGGCTTCCGCGGACACCAAG0.687

- 2 984C1QTNF6_uc003aqx.1_Missense_Mutation_p.A179V|C1QTNF6_uc003aqy.1_Missense_Mutation_p.A179V|C1QTNF6_uc003aqz.1_RNANM_182486 NP_872292 Q9BXI9 C1QT6_HUMAN C1q. 0CTGGCCGGTCGCCATGTCAAA0.552

+ 7 2145TRIOBP_uc003atu.2_Missense_Mutation_p.R453T|TRIOBP_uc003atq.1_Missense_Mutation_p.R625T|TRIOBP_uc003ats.1_Missense_Mutation_p.R453TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GATAACCCCAGAACATCCTGT0.592

+ 7 2376TRIOBP_uc003atu.2_Missense_Mutation_p.Q530L|TRIOBP_uc003atq.1_Missense_Mutation_p.Q702L|TRIOBP_uc003ats.1_Missense_Mutation_p.Q530LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1TCCTGTGCCCAACGGGACGAT0.582

- 7 1038MKL1_uc003ayw.1_Missense_Mutation_p.Q277H|MKL1_uc010gye.1_Missense_Mutation_p.Q277H|MKL1_uc010gyf.1_Missense_Mutation_p.Q227HNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5GCTGCTGCTGCTGGTTGAGGA0.657

- 9 1553SMC1B_uc003bgd.2_Missense_Mutation_p.A501T|SMC1B_uc003bge.1_Missense_Mutation_p.A284TNM_148674 NP_683515 Q8NDV3 SMC1B_HUMANFlexible hinge. 2AGAACCTCTGCTCTCTTTTGC0.348

- 4 893ARSA_uc003bna.3_Missense_Mutation_p.R130C|ARSA_uc003bnc.3_Missense_Mutation_p.R214C|ARSA_uc003bnd.3_Missense_Mutation_p.R214C|ARSA_uc003bmz.3_Missense_Mutation_p.R214C|ARSA_uc010hbf.2_3'UTRNM_001085426 NP_001078895 P15289 ARSA_HUMAN 2CGATCCTGGCGCTGGGCGTCG0.642

+ 2 819GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Missense_Mutation_p.T182M|GRM7_uc003bql.2_Missense_Mutation_p.T182MNM_000844 NP_000835 Q14831 GRM7_HUMANExtracellular (Potential). 7TATGCATCAACGGCACCCGAG0.502

+ 5 1326GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Missense_Mutation_p.T351M|GRM7_uc003bql.2_Missense_Mutation_p.T351M|GRM7_uc003bqn.1_Translation_Start_SiteNM_000844 NP_000835 Q14831 GRM7_HUMANExtracellular (Potential). 7GCCTACTTTACGTCCCGTACA0.383

- 5 1151ATP2B2_uc003bvv.2_Missense_Mutation_p.E238K|ATP2B2_uc003bvw.2_Missense_Mutation_p.E238K|ATP2B2_uc010hdp.2_Missense_Mutation_p.E238K|ATP2B2_uc010hdo.2_5'UTRNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6AGGGAGCTTTCATCAATCTTG0.592

+ 2 1818 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN 1ATAATGAAGAGAGATCTTACA0.348

+ 14 1268ARPP21_uc003cga.2_Missense_Mutation_p.R281K|ARPP21_uc011axy.1_Missense_Mutation_p.R301K|ARPP21_uc003cgf.2_Missense_Mutation_p.R136K|ARPP21_uc003cgg.2_5'UTRNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3AGGGGCAACAGAGATGGCTCA0.532

- 3 1707 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2GGATTGAGGTCGATCACCGCG0.542

+ 4 431ZNF621_uc003ckn.2_Missense_Mutation_p.G72D|ZNF621_uc003cko.2_Missense_Mutation_p.G37D|ZNF621_uc011aze.1_Missense_Mutation_p.G64DNM_001098414 NP_001091884 Q6ZSS3 ZN621_HUMAN KRAB. 1GCACCATGGGGCCCAGATCCC0.498

+ 3 1496 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN Kelch 3. 1CCTTGTCTACGTAATTGGCGG0.577

- 6 700LTF_uc003fzr.2_Missense_Mutation_p.G177E|LTF_uc010hjh.2_Missense_Mutation_p.G221E|LTF_uc003cpr.2_Missense_Mutation_p.G208ENM_002343 NP_002334 P02788 TRFL_HUMANTransferrin-like 1. 4GTCTCCAGCCCCGTCTCTCAG0.537

- 21 2535ALS2CL_uc003cpx.1_Missense_Mutation_p.R129Q|ALS2CL_uc003cpy.1_RNA|ALS2CL_uc003cpz.1_Missense_Mutation_p.R297Q|ALS2CL_uc003cqb.1_Missense_Mutation_p.R782Q|ALS2CL_uc003cqc.1_RNANM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5GCTGTCCTCCCGCTCATGAAG0.567

- 1 987CELSR3_uc003cuf.1_Missense_Mutation_p.P306SNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential). 11GAGGCCCCTGGAAGACAGTTC0.657

- 5 697AMIGO3_uc003cxj.2_5'Flank|GMPPB_uc003cxl.1_Missense_Mutation_p.R158WNM_021971 NP_068806 Q9Y5P6 GMPPB_HUMAN 0TCCACGAACCGGTGAATGCGG0.572

+ 22 4422RAD54L2_uc003dbh.2_Missense_Mutation_p.R1022W|RAD54L2_uc011bdu.1_Missense_Mutation_p.R1127W|RAD54L2_uc003dbj.2_Missense_Mutation_p.R759WNM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3TGGCCTCCTACGGTCCCAGGT0.542 rs148251727

+ 53 5710STAB1_uc003dek.1_5'UTR|STAB1_uc003del.2_5'FlankNM_015136 NP_055951 Q9NY15 STAB1_HUMANExtracellular (Potential). 9TTTGAGACCCGGCCCCTGCGA0.652

- 7 788MUSTN1_uc003dgb.3_Missense_Mutation_p.S28L|TMEM110_uc003dgc.3_Missense_Mutation_p.S236LNM_198563 NP_940965 Q86TL2 TM110_HUMAN 1CCCATTCCTCGAGTCCTGGTT0.567

+ 1 646EIF4E3_uc003dox.2_5'Flank|EIF4E3_uc011bgd.1_5'Flank|EIF4E3_uc010hoc.2_5'UTRNM_018971 NP_061844 Q9NS67 GPR27_HUMANCytoplasmic (Potential). 1CAAGATGCGGCCCGCGCGCCT0.751

+ 1 1055PPP4R2_uc003dph.1_Intron|PPP4R2_uc003dpi.1_IntronNM_018029 NP_060499 Q6P2I7 EBLN2_HUMAN 0GTTCAGAGACGATTCAAGGCA0.473

- 10 1846PDZRN3_uc011bgh.1_Missense_Mutation_p.S241P|PDZRN3_uc010hoe.1_Missense_Mutation_p.S282P|PDZRN3_uc011bgf.1_Missense_Mutation_p.S301P|PDZRN3_uc011bgg.1_Missense_Mutation_p.S304PNM_015009 NP_055824 Q9UPQ7 PZRN3_HUMAN 7TCTTGCTCCGAGCTCTCGTCA0.637

+ 1 389 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANCytoplasmic (Potential). 2TGCAAACCTTTACTTTATCCA0.368

+ 4 662FAM55C_uc010hpn.2_Missense_Mutation_p.R9WNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3CTTCAAACTACGGCTTTTCTG0.448

+ 7 1630FAM55C_uc010hpn.2_Nonsense_Mutation_p.W331*NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3AAGACCAGTGGAGGCCCAGAA0.358

- 2 183ATG3_uc003dzc.2_Missense_Mutation_p.E25K|ATG3_uc010hqe.2_Missense_Mutation_p.E25KNM_022488 NP_071933 Q9NT62 ATG3_HUMAN 3AACTTTGATTCCTAAAAAAAG0.328

+ 10 2052 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2ACCAACAGCACGCCGTGCAGA0.592

+ 6 886C3orf1_uc003eco.2_RNA|C3orf1_uc003ecp.2_RNANM_016589 NP_057673 Q9NPL8 TIDC1_HUMAN 0ACAGAAGGATCGAAAGGCACT0.493 rs149481081

+ 4 2224DTX3L_uc010hrj.2_Missense_Mutation_p.R200QNM_138287 NP_612144 Q8TDB6 DTX3L_HUMAN 4AAAACATCCCGGTTTGGAGGA0.428

- 8 1123HSPBAP1_uc003eft.1_Missense_Mutation_p.D45YNM_024610 NP_078886 Q96EW2 HBAP1_HUMAN 2CTGCAGCGATCAAAAAATGCA0.403

+ 2 1216MCF2L2_uc003fli.1_Intron|MCF2L2_uc003flj.1_Intron|MCF2L2_uc011bqr.1_Intron|B3GNT5_uc003fll.2_Missense_Mutation_p.P229L|B3GNT5_uc003flm.2_Missense_Mutation_p.P229LNM_032047 NP_114436 Q9BYG0 B3GN5_HUMANLumenal (Potential). 1GGTGCCCCTCCCATTAGAGAT0.433

- 15 1754IGF2BP2_uc010hyi.2_Missense_Mutation_p.V502I|IGF2BP2_uc010hyj.2_Missense_Mutation_p.V496I|IGF2BP2_uc010hyk.2_Missense_Mutation_p.V423I|IGF2BP2_uc010hyl.2_Missense_Mutation_p.V453I|IGF2BP2_uc003fpp.2_Missense_Mutation_p.V516I|IGF2BP2_uc003fpq.2_Missense_Mutation_p.V564INM_006548 NP_006539 Q9Y6M1 IF2B2_HUMAN KH 4. 0ATAATTCTGACGATCACTTCC0.507

- 3 339IGF2BP2_uc010hyi.2_Missense_Mutation_p.R24Q|IGF2BP2_uc010hyj.2_Missense_Mutation_p.R24Q|IGF2BP2_uc010hyk.2_5'UTR|IGF2BP2_uc010hyl.2_Missense_Mutation_p.R24Q|IGF2BP2_uc003fpp.2_Missense_Mutation_p.R87Q|IGF2BP2_uc003fpq.2_Missense_Mutation_p.R86QNM_006548 NP_006539 Q9Y6M1 IF2B2_HUMAN RRM 2. 0AGGGATGTTTCGAATCTGAAT0.398

- 3 12755MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0AGGCTGGTGACAGGAAGAGGG0.582

- 3 12698MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACAGGAAGAGGGGTGGCGTGA0.597

- 4 509KIAA0226_uc003fyd.3_Missense_Mutation_p.D49G|KIAA0226_uc003fye.1_5'Flank|KIAA0226_uc003fyf.2_5'UTR|KIAA0226_uc003fyg.2_Missense_Mutation_p.D102GNM_014687 NP_055502 Q92622 RUBIC_HUMAN RUN. 0ACTGCTCTGGTCGTTCTCGTG0.572



+ 5 1113ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0AAACCCTACAAATGTGAAGAA0.398

+ 59 8084 NM_002111 NP_002102 P42858 HD_HUMAN 4ggaggaggCCGACGCCCCTGC0.423

- 18 2245FRYL_uc003gyk.2_Splice_Site_p.T547_spliceNM_015030 NP_055845 O94915 FRYL_HUMAN 1TTACTACATACGTAATCATGT0.403

+ 3 791uc003hym.1_Intron|SGMS2_uc003hyn.2_Missense_Mutation_p.T79M|SGMS2_uc003hyo.2_Missense_Mutation_p.T79MNM_001136258 NP_001129730 Q8NHU3 SMS2_HUMAN 1TGGTGGAAAACGGGCATTGCC0.478

- 2 441TRPC3_uc010inr.2_Missense_Mutation_p.G50S|TRPC3_uc003ief.2_Missense_Mutation_p.G50S|TRPC3_uc011cgl.1_5'UTRNM_001130698 NP_001124170 Q13507 TRPC3_HUMANCytoplasmic (Potential).|ANK 1. 2GGGATGTTGCCGTACTCGGCG0.667

- 15 1457OTUD4_uc003ijz.3_Missense_Mutation_p.R439QNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3ATCCATTCTCCGCCTGCTTCC0.383

- 2 379ZNF827_uc003ikm.2_Missense_Mutation_p.D111N|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN 0CCTGGGTCATCGTCACACAAA0.582

- 4 624_625MAP9_uc011cin.1_Missense_Mutation_p.C121S|MAP9_uc010iqa.1_RNA|MAP9_uc003iot.1_Missense_Mutation_p.C121S|MAP9_uc010iqb.1_Missense_Mutation_p.C49SNM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2ATGTCTTCACACCCATCAGGTG0.332

+ 5 381 NM_005651 NP_005642 P48775 T23O_HUMAN 0AGAGATGAAAGGAACATGCTT0.423

- 4 650 NM_001100389 NP_001093859 Q8IY95 TM192_HUMANHelical; (Potential). 1GAGACATATCAGGGAACAGAT0.463

+ 5 1209 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMANCatalytic subdomain A.|Lumenal (Potential). 4TCACTCCTGCGGACCATACAC0.428 rs149727048

+ 4 391 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6AGAGCCACTCGACCAGCTTTC0.483

- 5 1168UGT3A2_uc011cos.1_Missense_Mutation_p.A325T|UGT3A2_uc011cot.1_Missense_Mutation_p.A57TNM_174914 NP_777574 Q3SY77 UD3A2_HUMANExtracellular (Potential). 6CAGCCCTTACCCAGGAGGTCA0.527

- 21 3512ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNANM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 2. 0TACTCAGGTGGGCAGGGCTCA0.378

- 2 808TAF9_uc003jwa.2_Intron|TAF9_uc003jwb.2_Intron|TAF9_uc003jwd.1_Missense_Mutation_p.T159I|TAF9_uc003jwe.1_Missense_Mutation_p.T159I|TAF9_uc003jwf.1_Missense_Mutation_p.T159INM_003187 NP_003178 Q16594 TAF9_HUMAN 0TAGTGTGGGAGTACTTGGTCT0.463

- 11 1962MEF2C_uc003kji.2_Missense_Mutation_p.S422L|MEF2C_uc003kjk.2_Missense_Mutation_p.S430L|MEF2C_uc003kjm.2_Missense_Mutation_p.S420L|MEF2C_uc003kjl.2_Missense_Mutation_p.S440LNM_002397 NP_002388 Q06413 MEF2C_HUMAN 7CCCGTCGTACGAACTGCTACA0.592

- 40 4505 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 20. 4CATTCCTTGGGATTGATACAC0.438

+ 14 2119YTHDC2_uc010jce.1_Missense_Mutation_p.D646N|YTHDC2_uc010jcf.1_Missense_Mutation_p.D346NNM_022828 NP_073739 Q9H6S0 YTDC2_HUMANHelicase C-terminal. 3CCTGTTTGATGACAAGCGGTT0.368

- 10 954BRD8_uc003lcc.1_Intron|BRD8_uc011cyl.1_Missense_Mutation_p.P79H|BRD8_uc003lcg.2_Missense_Mutation_p.P373H|BRD8_uc003lci.2_Intron|BRD8_uc003lch.2_Intron|BRD8_uc011cym.1_Missense_Mutation_p.P284H|BRD8_uc010jer.1_Intron|BRD8_uc011cyn.1_Missense_Mutation_p.P259HNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1AGACTCTACAGGGGGTGGCAC0.537

+ 1 2177PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.P726LNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCytoplasmic (Potential). 8TGCTCCGCGCCGCCAACCGAA0.637

+ 1 2359PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.E787KNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCytoplasmic (Potential).|5 X 4 AA repeats of P-X-X-P. 2TGATGTAGGCGAAGAGCAAGA0.453

+ 1 2364PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.G746ENM_018903 NP_061726 Q9UN75 PCDAC_HUMAN5 X 4 AA repeats of P-X-X-P.|Cytoplasmic (Potential). 0AGCGCCGTGGGGAGTTGGTCT0.672

- 6 1145TNIP1_uc010jhl.2_RNA|TNIP1_uc010jhm.2_Missense_Mutation_p.R186C|TNIP1_uc010jhn.2_Missense_Mutation_p.R186C|TNIP1_uc011dco.1_Missense_Mutation_p.R186C|TNIP1_uc003lth.2_RNA|TNIP1_uc003lti.2_Missense_Mutation_p.R186C|TNIP1_uc003ltg.2_Missense_Mutation_p.R133C|TNIP1_uc003ltj.2_Missense_Mutation_p.R186C|TNIP1_uc010jho.1_RNA|TNIP1_uc010jhq.1_Missense_Mutation_p.R133C|TNIP1_uc010jhp.1_Missense_Mutation_p.R133C|TNIP1_uc010jhr.1_Missense_Mutation_p.R186C|TNIP1_uc003ltk.2_Missense_Mutation_p.R186CNM_006058 NP_006049 Q15025 TNIP1_HUMANInteracts with Nef. 2AGGGCCATGCGGCCCAGGTGG0.652

- 9 969ADAM19_uc003lww.1_Splice_Site_p.T35_splice|ADAM19_uc011ddr.1_Splice_Site_p.T233_spliceNM_033274 NP_150377 Q9H013 ADA19_HUMAN 8AGGCTATTTACGTGATTAATT0.493

+ 29 7960ODZ2_uc003lzr.3_Nonsense_Mutation_p.R2424*|ODZ2_uc003lzt.3_Nonsense_Mutation_p.R2027*|ODZ2_uc010jje.2_Nonsense_Mutation_p.R1918*NM_001122679 NP_001116151 10CGGCAGGACTCGAAGGTTCAC0.627

- 11 1407HK3_uc003mez.2_5'UTRNM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7CCCTGCAGGACGCTGCAGAAC0.622

+ 18 2548FGFR4_uc003mfm.2_Missense_Mutation_p.F794S|FGFR4_uc011dfu.1_Missense_Mutation_p.F726S|FGFR4_uc003mfo.2_Missense_Mutation_p.F754SNM_002011 NP_002002 P22455 FGFR4_HUMANCytoplasmic (Potential). 16TCCAGCTCCTTCCCCTTCGGG0.632

- 3 939GRM6_uc010jla.1_5'Flank|GRM6_uc003mjs.1_5'FlankNM_000843 NP_000834 O15303 GRM6_HUMANExtracellular (Potential). 8GGCTTTGGTTCCCTGGGAATC0.592

- 23 3257FLT4_uc003mlz.3_Missense_Mutation_p.R1060WNM_002020 NP_002011 P35916 VGFR3_HUMANCytoplasmic (Potential).|Protein kinase. 15TAGATGTCCCGGGCAAGGCCA0.617 rs68096331

+ 1 646 NM_206880 NP_996763 Q96R30 OR2V2_HUMANHelical; Name=5; (Potential). 2CTCCATCATCGTGGCCTCCTA0.522

- 1 543EXOC2_uc003mtd.2_Intron|EXOC2_uc003mte.2_Intron|EXOC2_uc011dho.1_IntronNM_148959 NP_683762 Q8NHY5 HUS1B_HUMAN 0TGACTGCCCACGTTCGCCATC0.607

- 4 1485TUBB2B_uc010jnj.2_Missense_Mutation_p.E395K|TUBB2B_uc010jnk.2_Missense_Mutation_p.E360K|TUBB2B_uc003mvh.2_Missense_Mutation_p.E405K|uc011dhu.1_RNANM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1TCCCCTTGTTCGTCGGCCGTG0.657

+ 3 536HLA-G_uc011dmb.1_Intron|HLA-H_uc003nod.2_RNA 0CAGATACCTGGAGAACGGGAA0.677

- 7 986PPP1R10_uc010jsc.1_5'UTRNM_002714 NP_002705 Q96QC0 PP1RA_HUMANInteraction with TOX4 (By similarity).|TFIIS N-terminal.4GCTCTGAGAGCGGATGACAGC0.478

- 8 1573DHX16_uc003nqy.2_5'Flank|DHX16_uc011dmo.1_Missense_Mutation_p.R394QNM_003587 NP_003578 O60231 DHX16_HUMANHelicase ATP-binding. 4AGCCACTCTCCGGGGTTGGGT0.522

- 4 553KIAA1949_uc003nra.2_5'Flank|KIAA1949_uc003nrb.3_5'Flank|NRM_uc003nrd.2_RNA|NRM_uc003nre.2_Missense_Mutation_p.E67KNM_007243 NP_009174 Q8IXM6 NRM_HUMANLeu-rich.|Nuclear (Potential). 0GCCAGAGGCTCGCCCAGCCCC0.572 rs11539189

- 2 447C2_uc003nyc.2_Intron|C2_uc011doo.1_Intron|C2_uc011dop.1_5'UTRNM_181842 NP_862825 Q9Y330 ZBT12_HUMAN BTB. 0TCCAAGGCGCCCGTGTAGCAG0.607

- 1 807 NR_001444 0AGTTAGACAGGAGGCAGCAGC0.577

+ 38 5491 NM_001371 NP_001362 21CATCATGGCCGTCATATCAAG0.358 rs149016705

+ 11 1345 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9GGAGAACACCGAGGATGTGCT0.662

- 19 2581SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1TGCAGCTTACGGATGGCAGTG0.602 rs150351026

+ 15 4463PHF3_uc003pen.2_Missense_Mutation_p.Q1391H|PHF3_uc011dxs.1_Missense_Mutation_p.Q748HNM_015153 NP_055968 Q92576 PHF3_HUMAN 5CCACTGGTCAAGTATATGACC0.388

+ 3 1151TPBG_uc010kbj.2_Missense_Mutation_p.A72V|TPBG_uc003pjo.2_Missense_Mutation_p.A72VNM_006670 NP_006661 Q13641 TPBG_HUMANExtracellular (Potential).|LRRNT. 1TCCGAGGCAGCGCGCACAGTC0.642

+ 4 515SLC35A1_uc003plx.2_RNA|SLC35A1_uc010kbw.2_Missense_Mutation_p.G16D|SLC35A1_uc003plz.2_RNA|SLC35A1_uc011dzi.1_Missense_Mutation_p.V12I|SLC35A1_uc003ply.2_RNA|SLC35A1_uc010kbx.2_Missense_Mutation_p.V146I|SLC35A1_uc010kby.2_RNANM_006416 NP_006407 P78382 S35A1_HUMANHelical; (Potential). 0ATTACAGTGGGTTTCAGTTTT0.403

+ 2 118ORC3L_uc011dzl.1_Missense_Mutation_p.P25Q|ORC3L_uc011dzm.1_Missense_Mutation_p.P25Q|ORC3L_uc011dzn.1_RNA|ORC3L_uc003pmg.2_Missense_Mutation_p.P25Q|ORC3L_uc003pmi.2_Missense_Mutation_p.P25Q|ORC3L_uc011dzo.1_5'UTR|ORC3L_uc011dzp.1_5'UTRNM_012381 NP_036513 Q9UBD5 ORC3_HUMAN 0ATCTCTCTGCCAATAGGTAAG0.333

+ 4 842GRIK2_uc003pqn.2_Missense_Mutation_p.R198Q|GRIK2_uc003pqo.3_Missense_Mutation_p.R198Q|GRIK2_uc010kcw.2_Missense_Mutation_p.R198QNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5TATAATCTTCGACTCAAAATT0.323

- 4 1182REPS1_uc003qig.3_Missense_Mutation_p.W201C|REPS1_uc011edr.1_Missense_Mutation_p.W201C|REPS1_uc003qij.2_Missense_Mutation_p.W201C|REPS1_uc003qik.2_5'UTRNM_031922 NP_114128 Q96D71 REPS1_HUMAN 2CAAAGGGAGACCAAAATGGCC0.383



- 10 1323 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANHelical; (Potential). 1TCCGATCCCCGCGGCAACGCA0.527

+ 6 2346TULP4_uc011efo.1_Missense_Mutation_p.R330H|TULP4_uc003qrg.2_Missense_Mutation_p.R330HNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1TACAATGTTCGTGGGGAGCAC0.483

+ 30 4701SDK1_uc010kso.2_Missense_Mutation_p.R797Q|SDK1_uc003smy.2_Missense_Mutation_p.R8QNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 9. 6GAGCTGCCTCGGGGTGAGTGG0.667

- 15 1967OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Missense_Mutation_p.P485L|OSBPL3_uc003sxh.2_Missense_Mutation_p.P490L|OSBPL3_uc003sxi.2_Missense_Mutation_p.P454L|OSBPL3_uc003sxj.1_Missense_Mutation_p.P250L|OSBPL3_uc003sxk.1_Missense_Mutation_p.P219LNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1ACTGCTGCTCGGGCAGGGCGC0.587

- 3 346CPVL_uc003szw.2_Missense_Mutation_p.G76D|CPVL_uc003szx.2_Missense_Mutation_p.G76DNM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2GGTGAGGAAGCCGGCATAACT0.458

- 2 1078 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2TTCATAGAAGGATTCATACGC0.483

- 4 908IGFBP3_uc003tnq.2_RNA|IGFBP3_uc003tnr.2_Missense_Mutation_p.R265Q|IGFBP3_uc003tnt.2_Missense_Mutation_p.R162QNM_000598 NP_000589 P17936 IBP3_HUMANThyroglobulin type-1. 3GCAGAAGCCCCGCTTCCTGCC0.582

+ 4 1013 NM_001159279 NP_001152751 2ATGTGAAGAATGTGGCAAAGC0.423

+ 4 968 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN 0ACTGGAGAGAAACCCTACACA0.418

+ 4 977 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0AAACCCTACACATGTGAAGAA0.433

+ 4 955_956ZNF92_uc003tua.2_Missense_Mutation_p.T202N|ZNF92_uc010kzu.2_Missense_Mutation_p.T239N|ZNF92_uc003tub.2_Missense_Mutation_p.T195NNM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0CGGTCCTCAACCCTTACTAAAC0.351

+ 2 229GTPBP10_uc003uki.1_Missense_Mutation_p.L72V|GTPBP10_uc003ukj.1_Missense_Mutation_p.L46V|GTPBP10_uc003ukk.1_RNA|GTPBP10_uc003ukl.1_RNA|GTPBP10_uc003ukn.1_Missense_Mutation_p.L55V|GTPBP10_uc003uko.1_5'UTRNM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0CAGAATGACTTTAAAACAACT0.433

+ 48 7207TRRAP_uc011kis.1_Missense_Mutation_p.T2315M|TRRAP_uc003upr.2_Missense_Mutation_p.T2032MNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMANInteraction with TP53. 37CTGGTGAAGACGCGCCTGGCA0.522

- 2 1672UFSP1_uc003uxc.3_5'Flank|ACHE_uc003uxe.2_Nonsense_Mutation_p.R506*|ACHE_uc003uxf.2_Nonsense_Mutation_p.R506*|ACHE_uc003uxg.2_Nonsense_Mutation_p.R506*|ACHE_uc003uxh.2_Nonsense_Mutation_p.R418*|ACHE_uc003uxi.2_Nonsense_Mutation_p.R506*NM_000665 NP_000656 P22303 ACES_HUMAN 2CGCATCAGTCGCTGGGCGAAG0.612

+ 3 9609MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|51.27CACCCTTTCAGCAACTCCTGT0.483

+ 6 836 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=4; (Potential).|ABC transmembrane type-1 1.5GTCCTTGCCCTTTTTCAGGCT0.438

- 4 1962 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN 5GCACAGCCTGCAGGTGCCACA0.557

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 6 1044GALNTL5_uc003wkq.2_Missense_Mutation_p.G25E|GALNTL5_uc003wkr.2_RNA|GALNTL5_uc003wks.2_RNA|GALNTL5_uc010lqf.2_Missense_Mutation_p.G163ENM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANLumenal (Potential). 2CTTGTAAGGGGAACTTTTGAT0.433

+ 1 475 NM_001427 NP_001418 P19622 HME2_HUMAN 1CAACATCCTGCGGCCCGAGTT0.498

+ 19 2947UBE3C_uc003wni.3_Missense_Mutation_p.D242NNM_014671 NP_055486 Q15386 UBE3C_HUMAN HECT. 5CTACGAAGACGATGTGGAGGA0.527 rs141183982

+ 2 839DLGAP2_uc003wpm.2_Missense_Mutation_p.P248ANM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0CCACTGCTACCCCGACGCGCT0.672

- 4 289ADAM2_uc003xnk.2_Missense_Mutation_p.V72I|ADAM2_uc011lck.1_Missense_Mutation_p.V72I|ADAM2_uc003xnl.2_Missense_Mutation_p.V72INM_001464 NP_001455 Q99965 ADAM2_HUMAN 2TAACTGTAAACTCTAAAATTA0.264

- 4 351ZMAT4_uc003xns.2_Missense_Mutation_p.D69NNM_024645 NP_078921 Q9H898 ZMAT4_HUMAN 3TCCACCATGTCGGCATCACTT0.483

- 14 1878PLAT_uc010lxf.1_Missense_Mutation_p.R474C|PLAT_uc010lxg.1_Missense_Mutation_p.R382C|PLAT_uc003xot.2_Missense_Mutation_p.R511C|PLAT_uc011lcm.1_Missense_Mutation_p.R468C|PLAT_uc011lcn.1_Missense_Mutation_p.R431CNM_000930 NP_000921 P00750 TPA_HUMAN Peptidase S1. 2ATGTTGTCACGAATCCAGTCT0.547

+ 4 541 NM_152419 NP_689632 Q68CP4 HGNAT_HUMAN 0AGTAACCTTCGTACGTATATG0.393

+ 2 472 NM_020697 NP_065748 Q9ULS6 KCNS2_HUMANCytoplasmic (Potential). 1TTCCCCGAGACGCGCCTGGGC0.652

+ 38 5293 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANIPT/TIG 9.|Extracellular (Potential). 14CTAATACATGGAGTGCCTGCC0.438

+ 6 1019GRINA_uc003zao.1_Missense_Mutation_p.V285M|GRINA_uc003zap.1_Missense_Mutation_p.V285MNM_001009184 NP_001009184 Q7Z429 GRINA_HUMANHelical; (Potential). 1ATGCATGGGCGTGCTCCTGGT0.627

+ 2 1592 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2TCACCCTACCTAACACCTGGG0.438

+ 18 2337ACO1_uc010mjh.1_3'UTR|ACO1_uc003zqx.3_Missense_Mutation_p.R728C|ACO1_uc003zqy.3_RNANM_002197 NP_002188 P21399 ACOC_HUMAN 0TGCCAACATTCGCTTGTTAAA0.493

+ 1 490LOC442421_uc004aed.1_RNA 0TCATGTTAACCCCTTCCCAGG0.582

- 13 1979_1980AGTPBP1_uc004aod.3_Missense_Mutation_p.P275L|AGTPBP1_uc011ltc.1_Missense_Mutation_p.P547L|AGTPBP1_uc010mqc.2_Missense_Mutation_p.P609L|AGTPBP1_uc011lte.1_Missense_Mutation_p.P661LNM_015239 NP_056054 Q9UPW5 CBPC1_HUMAN 7CAAAATAATCGGGATAAGCCAC0.411

+ 11 976KIAA1529_uc011lur.1_RNA|KIAA1529_uc004axe.1_Missense_Mutation_p.R68H|KIAA1529_uc011lus.1_Intron|KIAA1529_uc010msm.1_RNANM_020893 NP_065944 7CTGATTGCCCGCATCGACAGG0.572

- 2 637 ANKS6_uc004ayy.1_RNANM_173551 NP_775822 Q68DC2 ANKS6_HUMAN ANK 5. 2AGACGCACCACGGCCTCGTGC0.687

- 4 310C9orf80_uc010muk.2_IntronNM_021218 NP_067041 Q9NRY2 SOSSC_HUMAN 0CTCGAGAGTGCAATGCTAAAA0.413

+ 1 545 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANExtracellular (Potential). 4TTGCTGACCCGCGTGGCTTTC0.527

+ 10 1430RXRA_uc004cfc.1_Missense_Mutation_p.P326LNM_002957 NP_002948 P19793 RXRA_HUMANLigand-binding. 2CTCCGCCTGCCGGCTCTGCGC0.607

- 5 1336_1337NACC2_uc010nbh.2_Missense_Mutation_p.G33KNM_144653 NP_653254 Q96BF6 NACC2_HUMAN BEN. 0GATGCCAGTCCCGCAGCTGTTG0.668

- 31 5780 NM_017617 NP_060087 P46531 NOTC1_HUMANCytoplasmic (Potential).|ANK 1. 856GGTCTCGCCCGTGCGGTCTGT0.667

- 4 1021MID1_uc004ctd.3_5'UTR|MID1_uc004ctg.3_Missense_Mutation_p.R277Q|MID1_uc004cth.3_Missense_Mutation_p.R239Q|MID1_uc004ctk.3_Missense_Mutation_p.R277Q|MID1_uc004cti.3_Missense_Mutation_p.R277Q|MID1_uc004ctj.3_Missense_Mutation_p.R277Q|MID1_uc011mie.1_RNA|MID1_uc004ctm.1_Missense_Mutation_p.R328Q|MID1_uc004ctn.1_Missense_Mutation_p.R277Q|MID1_uc004cto.1_Missense_Mutation_p.R239Q|MID1_uc010ndw.1_5'UTR|MID1_uc004cts.1_Missense_Mutation_p.R44Q|MID1_uc004ctt.2_Missense_Mutation_p.R328Q|MID1_uc004ctu.2_Missense_Mutation_p.R277Q|MID1_uc004ctv.2_Missense_Mutation_p.R290Q|MID1_uc004ctw.2_Missense_Mutation_p.R239Q|MID1_uc010ndy.1_Intron|MID1_uc004ctc.3_Missense_Mutation_p.R44Q|MID1_uc004ctp.1_RNA|MID1_uc004ctq.1_Missense_Mutation_p.R44Q|MID1_uc004ctr.1_Missense_Mutation_p.R44Q|MID1_uc010ndu.1_Missense_Mutation_p.R44Q|MID1_uc010ndv.1_5'UTR|MID1_uc010ndx.1_RNANM_033290 NP_150632 O15344 TRI18_HUMAN 3AATAATCTGTCGTCTTTGCTG0.388

+ 2 1423TLR8_uc004cvd.2_Missense_Mutation_p.R470QNM_138636 NP_619542 Q9NR97 TLR8_HUMANExtracellular (Potential). 7CGTCATATCCGGAAACGACGC0.388

- 1 271 NM_001163264 NP_001156736 Q9Y5K3 PCY1B_HUMAN 0TTGGGGAGCGCGATTGTCCTC0.413

+ 3 270POLA1_uc004dbm.2_Splice_Site_p.D89_splice|POLA1_uc004dbn.2_Splice_SiteNM_016937 NP_058633 P09884 DPOLA_HUMAN 3GTGGATGATGGTAGGTGGGGC0.507

- 1 391 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN16.|33 X 4 AA approximate tandem repeats of E-P-A-P.2 gccggttctggggccggctct 0.02

- 8 1634BCYRN1_uc011mpt.1_Intron|ZMYM3_uc004dzi.1_Missense_Mutation_p.R516H|ZMYM3_uc004dzj.1_Missense_Mutation_p.R516HNM_201599 NP_963893 Q14202 ZMYM3_HUMAN 1CTTGCCATTACGATCCACATG0.502

+ 26 4049BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.A1354V|TAF1_uc004dzv.3_Missense_Mutation_p.A507V|TAF1_uc010nld.1_RNA|TAF1_uc010nle.1_RNA|TAF1_uc010nlf.1_5'UTR|TAF1_uc004dzx.2_RNA|TAF1_uc004dzy.2_RNANM_138923 NP_620278 P21675 TAF1_HUMAN 17GATTTTAGTGCGGATGAGGTT0.408



- 1 981NAP1L2_uc011mqj.1_Missense_Mutation_p.D67NNM_021963 NP_068798 Q9ULW6 NP1L2_HUMANGlu-rich (acidic). 1ACAGCATAATCATAATAATAG0.343

+ 38 4097DOCK11_uc004eqq.2_Missense_Mutation_p.G1124ENM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3AAACACTTCGGAATAGACCGA0.403

- 1 1268 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CCGAGGTGACCCACATCTGCT0.458

+ 3 925 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0TATGATGGGAGGGAGCACAGT0.587

- 3 1639UBL4A_uc004flo.2_5'Flank|SLC10A3_uc004flr.2_Missense_Mutation_p.E430K|SLC10A3_uc004flp.2_Missense_Mutation_p.E459KNM_001142392 NP_001135864 P09131 P3_HUMANHelical; (Potential). 2GCCAGCATCTCGGAGGTGCCG0.622

- 2 405CTAG2_uc004fmh.1_Nonsense_Mutation_p.R118*NM_020994 NP_066274 O75638 CTAG2_HUMAN 1GCCCCTGGTCGGGGGAGAGGT0.632

+ 2 238IL9R_uc010nvn.2_5'UTR|IL9R_uc004fnu.1_Missense_Mutation_p.R67QNM_002186 NP_002177 Q01113 IL9R_HUMAN 0GCCCTGAGGCGAGACATGGGC0.612

- 20 2207MMEL1_uc009vlg.1_RNANM_033467 NP_258428 Q495T6 MMEL1_HUMANLumenal (Potential). 0ACGTTCTGTTCGTCTGCCAGG0.637

- 3 267_268RPL22_uc001ame.2_Missense_Mutation_p.S74FNM_000983 NP_000974 P35268 RL22_HUMAN 0AAGGCACCTCGGATGTCACGGT0.564 rs148093039

+ 8 1153TNFRSF8_uc010obc.1_Missense_Mutation_p.V200INM_001243 NP_001234 P28908 TNR8_HUMANExtracellular (Potential).|TNFR-Cys 6. 5AGCAGAGACGGTCACCAAGCC0.637

+ 6 808TNFRSF1B_uc001atu.2_Missense_Mutation_p.S45F|TNFRSF1B_uc009vnk.2_RNANM_001066 NP_001057 P20333 TNR1B_HUMANExtracellular (Potential). 3CCAAGCACCTCCTTCCTGCTC0.562

- 5 1213DHRS3_uc001aub.2_Missense_Mutation_p.R164KNM_004753 NP_004744 O75911 DHRS3_HUMAN 1TTCCACTGTCCTCCGGGCCAC0.478

+ 4 1331 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0GTTAAGCCTGGAGACGTATCC0.537

+ 11 2227SPEN_uc010obp.1_Missense_Mutation_p.D634NNM_015001 NP_055816 Q96T58 MINT_HUMANArg-rich.|Tyr-rich. 15ACGATACTACGATGATCCTCG0.428

+ 10 991FAM131C_uc010obz.1_Intron|CLCNKB_uc001axx.3_Missense_Mutation_p.R304Q|CLCNKB_uc001axy.3_Missense_Mutation_p.R135QNM_000085 NP_000076 P51801 CLCKB_HUMAN 1TTCTGTCAGCGAATCTTCTTT0.612

+ 14 1646 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2CTCCAATAAAGACCTCATCAA0.512

- 7 752_753AKR7L_uc010ocy.1_Missense_Mutation_p.P186SNM_201252 NP_957704 0CGGCCTGCAGGGCCTTCTCCAC0.639

- 3 326 NM_014589 NP_055404 Q9NZK7 PA2GE_HUMAN 0ATGCCACGTTCGCTGACAGAG0.577

+ 11 2126EPHB2_uc001bge.2_Missense_Mutation_p.E662K|EPHB2_uc001bgf.2_Missense_Mutation_p.E661K|EPHB2_uc010odu.1_Missense_Mutation_p.E603KNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential).|Protein kinase. 5GGGCTACACGGAGAAGCAGCG0.597

- 15 1833MYOM3_uc001bim.3_Missense_Mutation_p.S214F|MYOM3_uc001bio.2_Missense_Mutation_p.S557F|MYOM3_uc001bip.1_Missense_Mutation_p.S214FNM_152372 NP_689585 Q5VTT5 MYOM3_HUMANFibronectin type-III 2. 3GAATCTCGGGGATCTCACAGG0.557

+ 13 1236RPS6KA1_uc010ofe.1_Missense_Mutation_p.R266H|RPS6KA1_uc010off.1_Missense_Mutation_p.R342H|RPS6KA1_uc001bms.1_Missense_Mutation_p.R367H|RPS6KA1_uc009vsl.1_Missense_Mutation_p.R201HNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1TTCACGTCCCGCACACCCAAG0.572

+ 12 1265KPNA6_uc001buh.2_Missense_Mutation_p.R168C|KPNA6_uc010ogx.1_Missense_Mutation_p.R390C|KPNA6_uc010ogy.1_Missense_Mutation_p.R398C|KPNA6_uc009vtz.2_Missense_Mutation_p.R288CNM_012316 NP_036448 O60684 IMA7_HUMANNLS binding site (minor) (By similarity).|ARM 8. 0AGCAGAGTTTCGTACAAGGAA0.463

- 11 2039PHC2_uc001bxh.1_Missense_Mutation_p.S634F|PHC2_uc009vuh.1_Missense_Mutation_p.S663F|PHC2_uc001bxe.1_Missense_Mutation_p.S127F|PHC2_uc001bxf.1_Missense_Mutation_p.S77FNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN FCS-type. 1ACAAGCCATGGAACAGAAGCG0.547

- 51 7647CSMD2_uc001bxm.1_Missense_Mutation_p.G2538RNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|Sushi 15. 12AACACCATTCCATTCTTGGGG0.488

+ 6 1429C1orf94_uc001bxt.2_Missense_Mutation_p.P534SNM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0GAGCTACATCCCTTTTGTCCA0.557

+ 10 1119NFYC_uc001cfx.3_Intron|NFYC_uc009vwd.2_Intron|NFYC_uc001cfz.2_Intron|NFYC_uc010ojn.1_Intron|NFYC_uc001cfy.3_Intron|NFYC_uc001cgc.2_Intron|NFYC_uc001cgb.2_Missense_Mutation_p.Q352K|NFYC_uc001cgd.3_IntronNM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3CCAACCCCAGCAGAGCTCCAC0.627

+ 13 1966CCDC30_uc001chm.2_Missense_Mutation_p.R317Q|CCDC30_uc001chn.2_Missense_Mutation_p.R408QNM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN Potential. 0TTCTTAGAGCGAATTATAAGG0.428

+ 4 465 NM_024097 NP_077002 Q9BV19 CA050_HUMAN 1CAGTATTTTTCCATCATTTCT0.388

+ 7 1278EBNA1BP2_uc001cio.2_Intron|WDR65_uc010ojz.1_Missense_Mutation_p.P375L|WDR65_uc001ciq.1_Missense_Mutation_p.P386LNM_152498 NP_689711 Q96MR6 WDR65_HUMAN 1TTGATGTATCCATTGCACTCA0.493

- 1 177 NM_005764 NP_005755 Q13113 PDZ1I_HUMAN 0AGGAGGCTGAGGGCCGACATG0.642

+ 5 927ELAVL4_uc001cry.3_Missense_Mutation_p.A223V|ELAVL4_uc001crz.3_Missense_Mutation_p.A220V|ELAVL4_uc001csa.3_Missense_Mutation_p.A237V|ELAVL4_uc001csc.3_Missense_Mutation_p.A220V|ELAVL4_uc009vyu.2_Missense_Mutation_p.A225V|ELAVL4_uc010omz.1_Missense_Mutation_p.A225VNM_021952 NP_068771 P26378 ELAV4_HUMAN p.A220A(1) 2TCCAGCCAGGCCCTGCTCTCC0.587

+ 19 3607C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Missense_Mutation_p.D613N|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNA|C1orf175_uc009vzr.1_Missense_Mutation_p.D297NNM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN HEAT 3. 0GCACTTCAGCGACGTGAGGAC0.592

+ 3 799PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_IntronNM_174936 NP_777596 Q8NBP7 PCSK9_HUMANPeptidase S8. 4CCGGGCGGATGAATACCAGCC0.622

- 5 1109 NM_177414 NP_803133 O14495 LPP3_HUMANHelical; (Potential). 0AGTGTACATGGAGAAGGAGGC0.463

- 18 2519C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TTAGAATTACGACATATCACT0.269

+ 7 1096 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3AATGGAGCTTCCAGATCAGTA0.403

- 5 667 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2TAATAAGTTGGAACTCAAAGG0.448

+ 10 1288ATG4C_uc001dau.2_Nonsense_Mutation_p.R376*NM_178221 NP_835739 Q96DT6 ATG4C_HUMAN 1GATGTCTTTTCGAAAAATGGA0.308 rs41305874

- 8 1166 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANExtracellular (Potential). 2CATTGAGACTGAAATTACTGA0.333

- 7 1000 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANExtracellular (Potential). 2 CTCTTTGGAAATATATTTATG0.279

+ 14 2778LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.R866Q|LPHN2_uc001div.2_Missense_Mutation_p.R866Q|LPHN2_uc009wcd.2_Missense_Mutation_p.R866Q|LPHN2_uc001diw.2_Missense_Mutation_p.R450Q|LPHN2_uc009wce.1_5'FlankNM_012302 NP_036434 O95490 LPHN2_HUMANCytoplasmic (Potential). 9CAGAGTGACCGAAATACTATT0.408

+ 3 763 BTBD8_uc010otc.1_RNANM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN 1TCAGAAGCATGAAATTCCAGA0.328

- 10 1398ABCA4_uc010otn.1_Missense_Mutation_p.E432KNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12CCTACTTCTTCCCAGGCTTTG0.493

+ 7 1282PALMD_uc001dsf.2_Missense_Mutation_p.G280ENM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3GTGACCCCTGGACCAAACTTT0.423

+ 11 1521CDC14A_uc009web.2_RNA|CDC14A_uc010oui.1_Nonsense_Mutation_p.R287*|CDC14A_uc001dte.3_Nonsense_Mutation_p.R345*|CDC14A_uc001dtf.2_Nonsense_Mutation_p.R345*|CDC14A_uc009wed.1_Nonsense_Mutation_p.R52*|CDC14A_uc009wee.2_Nonsense_Mutation_p.R345*NM_003672 NP_003663 Q9UNH5 CC14A_HUMAN 1ACTGAAAAATCGACCATCCAG0.323

- 62 4873COL11A1_uc001duk.2_Splice_Site_p.G715_splice|COL11A1_uc001dum.2_Splice_Site_p.G1531_splice|COL11A1_uc001dun.2_Splice_Site_p.G1480_splice|COL11A1_uc009weh.2_Splice_Site_p.G1403_spliceNM_001854 NP_001845 P12107 COBA1_HUMAN 12CAGCGGGTCCCTGTTAGAAAG0.423

- 11 1698AKNAD1_uc010ovb.1_Intron|CLCC1_uc001dwf.1_Missense_Mutation_p.G536S|CLCC1_uc001dwg.1_Missense_Mutation_p.G486S|CLCC1_uc009wes.1_Missense_Mutation_p.G415S|CLCC1_uc009wet.1_Missense_Mutation_p.G351SNM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1CCAGCCACACCTCTTGCGGGG0.582



+ 8 1545AMPD2_uc009wfg.1_RNA|AMPD2_uc001dyb.1_Missense_Mutation_p.R254C|AMPD2_uc001dyc.1_Missense_Mutation_p.R335C|AMPD2_uc010ovr.1_Missense_Mutation_p.R260C|AMPD2_uc010ovs.1_Missense_Mutation_p.R217C|AMPD2_uc001dyd.1_Missense_Mutation_p.R216C|AMPD2_uc001dye.1_5'FlankNM_004037 NP_004028 Q01433 AMPD2_HUMAN 3CGTCTACACCCGCAGGGAACC0.652

- 16 2852DENND2C_uc001eez.2_Intron|DENND2C_uc001efc.1_Missense_Mutation_p.P660LNM_198459 NP_940861 Q68D51 DEN2C_HUMAN DENN. 3CCAGGTGAACGGATACAGTGT0.463

- 8 1171AMPD1_uc001eff.1_Missense_Mutation_p.H359YNM_000036 NP_000027 P23109 AMPD1_HUMAN 4CCTACAGCATGAACATCCAGA0.418

- 32 4678 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6AATATAAAGAGAGCCTGTGTT0.388

- 27 3842_3843 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6TAGCTCTGACGGACCATGATGT0.48

+ 2 159HSD3B1_uc001ehw.2_Missense_Mutation_p.S7NNM_000862 NP_000853 P14060 3BHS1_HUMAN 2ACGGGCTGGAGCTGCCTTGTG0.562

- 1 1427 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANDisintegrin.|Extracellular (Potential). 3TGGCAACACCGATCTTTCTGA0.448

+ 19 2193NBPF9_uc010oxn.1_Missense_Mutation_p.E601G|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.E518G|NBPF9_uc001ekg.1_Missense_Mutation_p.E30G|NBPF9_uc001ekk.1_Missense_Mutation_p.E274G|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.E30G|uc010oxz.1_Missense_Mutation_p.E518GNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GATGAGAAAGAGCCTGAAGTC0.483

- 31 5299NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.E1626K|PDE4DIP_uc001elv.3_Missense_Mutation_p.E677KNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5CTGTTGGATTCGGCCTTAGCC0.498 rs139225578

- 16 2504NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.P804L|PDE4DIP_uc001emc.1_Missense_Mutation_p.P738L|PDE4DIP_uc001emd.1_Missense_Mutation_p.P738L|PDE4DIP_uc001emb.1_Missense_Mutation_p.P901L|PDE4DIP_uc001eme.1_Missense_Mutation_p.P267L|PDE4DIP_uc001emf.1_Missense_Mutation_p.P523LNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5TGTGGATCTGGGTATGCTGAC0.368

- 2 379NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elm.3_5'UTR|PDE4DIP_uc001eln.3_Missense_Mutation_p.G15E|PDE4DIP_uc001elo.2_Missense_Mutation_p.G86E|PDE4DIP_uc001emh.2_Missense_Mutation_p.G86ENM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5TACCATCTCCCCATCATCCTC0.403

+ 11 1314NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.R282Q|ITGA10_uc009wiw.2_Missense_Mutation_p.R270Q|ITGA10_uc010oyw.1_Missense_Mutation_p.R358QNM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential). 8TTCCCCCCACGAATGGCACTG0.582

- 9 1836FMO5_uc001eph.3_Intron|FMO5_uc001epj.2_3'UTRNM_001461 NP_001452 P49326 FMO5_HUMAN 3TTTCGAGCCCCATCCCACTTT0.493

- 9 1795FMO5_uc001eph.3_Intron|FMO5_uc001epj.2_3'UTRNM_001461 NP_001452 P49326 FMO5_HUMAN 3GTGGATTGGAGTGCAGGGTCC0.532

- 2 932GJA5_uc001ept.1_Missense_Mutation_p.P264LNM_181703 NP_859054 P36382 CXA5_HUMANCytoplasmic (Potential). 1AAAGTCGGGGGGTGGTGTGCA0.527

- 5 802RORC_uc001ezg.2_Missense_Mutation_p.R211C|RORC_uc010pdo.1_Missense_Mutation_p.R286C|RORC_uc010pdp.1_Missense_Mutation_p.R232CNM_005060 NP_005051 P51449 RORG_HUMANHinge (Potential). 2TCCTCAAAACGAAGTCCACAT0.612

- 3 906 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2TTTTCCTTTTCTGTTCTAACT0.453

- 2 230TCHH_uc009wne.1_Missense_Mutation_p.F77SNM_007113 NP_009044 Q07283 TRHY_HUMANEF-hand 2.|S-100-like. 5TTTGAAAATAAATAGGAGGAA0.483

- 3 8603 NM_002016 NP_002007 P20930 FILA_HUMANSer-rich.|Filaggrin 17. 16ATGGTGACGCGACCCTGAGTG0.577

- 3 862 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TCTGTTCTGGTCATTGGTGGC0.602

+ 2 239SPRR1A_uc001faw.2_Missense_Mutation_p.P54LNM_005987 NP_005978 P35321 SPR1A_HUMAN6 X 8 AA approximate tandem repeats.|3. 0CCCAAAGTGCCTGAGCCCTGC0.637

- 4 366PGLYRP4_uc001fbp.2_Missense_Mutation_p.E97KNM_020393 NP_065126 Q96LB8 PGRP4_HUMAN 4GCCTGCAGTTCCCGCAGTCTC0.557

- 3 992 SHE_uc001ffc.2_RNANM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN 6CCCCTCTGCCCTGGGCCCCCC0.647

- 21 2957GON4L_uc009wrg.1_RNA|GON4L_uc001fly.1_Nonsense_Mutation_p.R954*|GON4L_uc009wrh.1_Nonsense_Mutation_p.R954*|GON4L_uc001fma.1_Nonsense_Mutation_p.R954*|GON4L_uc001fmb.3_Nonsense_Mutation_p.R150*|GON4L_uc001fmc.2_Nonsense_Mutation_p.R954*|GON4L_uc001fmd.3_Nonsense_Mutation_p.R954*|GON4L_uc009wri.2_Nonsense_Mutation_p.R540*NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TCTAGGCTTCGATCTGAGTTG0.502 rs143360629

+ 3 650BCAN_uc001fpo.2_Missense_Mutation_p.R105QNM_021948 NP_068767 Q96GW7 PGCB_HUMAN Ig-like V-type. 2GAGGCCTACCGGTTCCGCGTG0.682

+ 6 585PEAR1_uc009wsl.1_Missense_Mutation_p.D19N|PEAR1_uc001fqk.1_5'UTRNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3CAGCTCGTGTGATCCCAAGAG0.622

- 27 4037 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8TCCTTACGATCCTTTGTACGC0.547

- 22 3308 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8GGGAACTCATCGTGGGCCAGT0.572

- 6 878 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8GATGGTTTTCCTGTTGAAGGA0.378

+ 3 137FCRL6_uc010pix.1_Missense_Mutation_p.G27E|FCRL6_uc001fuc.2_Missense_Mutation_p.G39E|FCRL6_uc009wsz.1_Missense_Mutation_p.G32E|FCRL6_uc009wta.2_Missense_Mutation_p.G32ENM_001004310 NP_001004310 Q6DN72 FCRL6_HUMANIg-like C2-type 1.|Extracellular (Potential). 3GTGTTTGAAGGAGATGCCCTG0.507

- 9 1108CCDC19_uc009wtb.2_RNA|CCDC19_uc001fuj.2_RNA|CCDC19_uc001fuk.2_Missense_Mutation_p.E279K|CCDC19_uc001ful.2_Missense_Mutation_p.E279K|CCDC19_uc009wtc.1_Missense_Mutation_p.E350KNM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1TTCTCTTTCTCCCTCCGGATT0.547

- 2 667 NM_002241 NP_002232 P78508 IRK10_HUMANCytoplasmic (By similarity). 1GCCCGCTTCTTGGGCCGGGCA0.547

- 8 1031CD84_uc001fwf.3_Missense_Mutation_p.P319L|CD84_uc001fwg.3_Missense_Mutation_p.P330L|CD84_uc009wtn.2_3'UTR|CD84_uc001fwi.3_Missense_Mutation_p.P205LNM_003874 NP_003865 Q9UIB8 SLAF5_HUMANCytoplasmic (Potential). 4TGAAGTCCCAGGAGGTTTACT0.512

- 2 525CD244_uc001fxa.2_Missense_Mutation_p.V116A|CD244_uc009wtp.2_RNA|CD244_uc009wtr.2_Missense_Mutation_p.V116A|CD244_uc010pjt.1_RNANM_016382 NP_057466 Q9BZW8 CD244_HUMANExtracellular (Potential).|Ig-like 1. 1GGCTGTCTGAACTTTTCCAGA0.453

- 3 176ITLN2_uc009wts.2_Missense_Mutation_p.E39K|ITLN2_uc010pju.1_5'UTRNM_080878 NP_543154 Q8WWU7 ITLN2_HUMAN 1GCACAGGTTTCGAATTCCCTC0.478

+ 14 1579POU2F1_uc001ged.2_Missense_Mutation_p.A471T|POU2F1_uc001gee.2_Missense_Mutation_p.A473T|POU2F1_uc010plh.1_Missense_Mutation_p.A410T|POU2F1_uc001gef.2_Missense_Mutation_p.A485T|POU2F1_uc001geg.2_Missense_Mutation_p.A371T|POU2F1_uc009wvg.1_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5TAGCAGTGCAGCAACTACCCT0.488

- 14 1866ADCY10_uc009wvk.2_Missense_Mutation_p.S431N|ADCY10_uc010plj.1_Missense_Mutation_p.S370N|ADCY10_uc009wvl.2_Missense_Mutation_p.S522NNM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3AAGTATCTGGCTTTTTCCATA0.358

+ 19 2763DCAF6_uc001gev.2_Missense_Mutation_p.R861W|DCAF6_uc001gex.2_Missense_Mutation_p.R932W|DCAF6_uc010plk.1_Missense_Mutation_p.R901W|DCAF6_uc001gey.2_Missense_Mutation_p.R714W|DCAF6_uc001gez.2_Missense_Mutation_p.R144WNM_001017977 NP_001017977 Q58WW2 DCAF6_HUMAN 3GTTTCCAGACCGGTTGGAGGG0.323

- 13 3627 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6CTTGTGACTTCGGTCATACTC0.488

- 13 2225 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6TCAAAAATCTCATATGAGTCT0.388

+ 11 1511C1orf9_uc010pmm.1_Missense_Mutation_p.H399Y|C1orf9_uc009wwd.2_Missense_Mutation_p.H362Y|C1orf9_uc010pmn.1_Missense_Mutation_p.H362Y|C1orf9_uc010pmo.1_RNANM_014283 NP_055098 Q9UBS9 OSPT_HUMAN SUN. 2GGGTACTTTTCATGGTAGAGA0.303

- 11 2677TNR_uc009wwu.1_Missense_Mutation_p.P866SNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 7. 11TCTTTTGGGGGATCAATTCCT0.433

- 2 751TNR_uc009wwu.1_Missense_Mutation_p.E224K|TNR_uc010pmz.1_Missense_Mutation_p.E224KNM_003285 NP_003276 Q92752 TENR_HUMANCys-rich.|EGF-like 2. 11CCGCTGTACTCGCTGTCACAG0.627

+ 2 1486PAPPA2_uc001gky.1_Missense_Mutation_p.P108S|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GAGCCTTGTTCCCCCAGACCT0.562

+ 3 3146PAPPA2_uc001gky.1_Missense_Mutation_p.S661L|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMANMetalloprotease. 16GACCCTGACTCACCCAAGAGG0.498

+ 8 2146FAM5B_uc001glg.2_Missense_Mutation_p.D507NNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6CAGCTTTCCTGACTGGGAAAG0.527

+ 19 2345C1orf125_uc009wxg.2_RNA|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.G740R|C1orf125_uc009wxh.2_RNANM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0ACATGATATAGGAGTTGCGCG0.428



+ 24 2903C1orf125_uc009wxg.2_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.E852K|C1orf125_uc009wxh.2_RNANM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN Glu-rich. 0GGCTGTAATTGAACATATGCA0.393 rs78751980

+ 8 1468TDRD5_uc010pnp.1_Nonsense_Mutation_p.W406*|TDRD5_uc001gnh.1_5'UTRNM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5AGACTGTATGGAATTGCCCTT0.403

+ 14 2462TDRD5_uc010pnp.1_Missense_Mutation_p.D792N|TDRD5_uc001gnh.1_Missense_Mutation_p.D293NNM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5CATAGGTGATGATATTTGGGA0.423

+ 34 8886CEP350_uc009wxl.2_Missense_Mutation_p.P2834S|CEP350_uc001gnv.2_Missense_Mutation_p.P970S|CEP350_uc001gnw.1_Missense_Mutation_p.P592S|CEP350_uc001gnx.1_Missense_Mutation_p.P592SNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4AGATATGTGTCCCAGACCGGT0.368

+ 32 4735CACNA1E_uc009wxs.2_Missense_Mutation_p.E1412K|CACNA1E_uc001gox.1_Missense_Mutation_p.E750K|CACNA1E_uc009wxt.2_Missense_Mutation_p.E750KNM_000721 NP_000712 Q15878 CAC1E_HUMANHelical; Name=S2 of repeat IV.|IV. 6GTTTTCCCTGGAATGTGTCCT0.478

+ 42 5747CACNA1E_uc009wxs.2_Missense_Mutation_p.S1749F|CACNA1E_uc009wxt.2_Missense_Mutation_p.S1087FNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6TTTCTAGCCTCTGACCTGACT0.478

+ 18 2279DHX9_uc001gps.2_Missense_Mutation_p.V492I|DHX9_uc001gpt.2_5'FlankNM_001357 NP_001348 Q08211 DHX9_HUMANHelicase C-terminal. 2ACCAGTTGGAGTAACCAAGGT0.388

+ 25 3216DHX9_uc001gps.2_Missense_Mutation_p.R804H|DHX9_uc001gpt.2_Missense_Mutation_p.R297H|DHX9_uc009wyd.2_IntronNM_001357 NP_001348 Q08211 DHX9_HUMAN 2ACTGAAGGGCGTAATGCACTT0.393

- 14 2445FAM129A_uc001grb.1_IntronNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN Glu-rich. 4TGACTGGGCTCTTTTTCCTCT0.562

+ 18 2996HMCN1_uc001grr.1_Missense_Mutation_p.R264WNM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 6. 23TCCAGAACGTCGGTGGATTAA0.343

- 33 4924 NM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7ATCTGTTGTCGGAGCTGCTCC0.408

- 4 510 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 3. 3TATAATTCAGGAGCCAAACAT0.264

- 18 5449ASPM_uc001gtv.2_Intron|ASPM_uc001gtw.3_IntronNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 6. 6TTTGATACAAGATTCCCGCAT0.373

+ 2 700CRB1_uc010poz.1_Missense_Mutation_p.E120K|CRB1_uc001gty.1_Missense_Mutation_p.E189K|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.E189K|CRB1_uc010ppb.1_Missense_Mutation_p.E189KNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|EGF-like 5; calcium-binding (Potential).9GGAAGTGGATGAATGTGCTTC0.473

+ 6 1343CRB1_uc010poz.1_Missense_Mutation_p.S334L|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.S291L|CRB1_uc010ppb.1_Missense_Mutation_p.S403L|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_5'UTR|CRB1_uc001gub.1_Missense_Mutation_p.S52LNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|EGF-like 10; calcium-binding (Potential).9GAATGTTCTTCAAACCCTTGC0.353

+ 7 2366CRB1_uc010poz.1_Missense_Mutation_p.R675Q|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.R632Q|CRB1_uc010ppb.1_Intron|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_Missense_Mutation_p.R225Q|CRB1_uc001gub.1_Missense_Mutation_p.R393QNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|Laminin G-like 2. 9ATGTTTGTCCGAACGCTTCAA0.478

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

- 24 3207 NM_000069 NP_000060 Q13698 CAC1S_HUMANIII.|Extracellular (Potential).|Dihydropyridine binding (By similarity).5AAGTGGAAGTCGCTGTGTACC0.602

+ 6 1674ATP2B4_uc001gzv.2_Missense_Mutation_p.E264K|ATP2B4_uc009xaq.2_Missense_Mutation_p.E264KNM_001684 NP_001675 P23634 AT2B4_HUMANCytoplasmic (Potential). 3CCATGTCATGGAAGGTTCTGG0.458

+ 3 1109TMCC2_uc010prf.1_Missense_Mutation_p.S144FNM_014858 NP_055673 O75069 TMCC2_HUMAN 1CGCTCTTCCTCCACCACCGAC0.687

+ 16 2251SRGAP2_uc010prt.1_Missense_Mutation_p.E563K|SRGAP2_uc001hdx.2_Missense_Mutation_p.E640K|SRGAP2_uc010pru.1_Missense_Mutation_p.E563K|SRGAP2_uc010prv.1_Missense_Mutation_p.E564KNM_015326 NP_056141 O75044 FNBP2_HUMAN 0GAGCGATGACGGTACGAGGCC0.562

+ 2 305DYRK3_uc001hek.2_RNA|DYRK3_uc001hei.2_Missense_Mutation_p.C26YNM_003582 NP_003573 O43781 DYRK3_HUMAN 3TGTCCCCCCTGTTCAAATGTA0.398

- 7 1992PIGR_uc009xbz.2_Missense_Mutation_p.R603KNM_002644 NP_002635 P01833 PIGR_HUMANExtracellular (Potential). 3TGCAAAAAGCCTGGGATCCTG0.537

+ 4 758CR2_uc001hfv.2_Missense_Mutation_p.P222S|CR2_uc009xch.2_Missense_Mutation_p.P222S|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 4.|Extracellular (Potential). 8AGGACGATTTCCCAATGGGAA0.393

+ 2 330CR1_uc009xcl.1_Missense_Mutation_p.P64S|CR1_uc001hfx.2_Missense_Mutation_p.P64S|CR1_uc010psg.1_Missense_Mutation_p.P64S|CR1_uc009xcj.1_Missense_Mutation_p.P64S|CR1_uc009xck.1_Missense_Mutation_p.P64SNM_000573 NP_000564 P17927 CR1_HUMANSushi 1.|Extracellular (Potential). 3ATTTGAGTTTCCCATTGGGAC0.453

+ 2 493 NM_015714 NP_056529 P27469 G0S2_HUMAN 0CAGAAGCAAGCCCTGCAGGAG0.697

- 6 756KCNH1_uc001hic.2_Missense_Mutation_p.P196SNM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5TTGTACTGGGGAAGGATGTCT0.433

+ 14 2193DTL_uc010ptb.1_Missense_Mutation_p.P585S|DTL_uc001hiz.3_Missense_Mutation_p.P356SNM_016448 NP_057532 Q9NZJ0 DTL_HUMAN 0TCCTATCAGTCCGTATGCTTC0.463

+ 1 2013 uc010pth.1_RNA NM_153606 NP_705834 Q8IYT1 FA71A_HUMAN 5CAGAGCCAACCTTACTACAAA0.552

+ 2 553PROX1_uc001hkg.1_Missense_Mutation_p.S94FNM_002763 NP_002754 Q92786 PROX1_HUMAN 6ACCATAATTTCCCAGCTGTTG0.483

- 44 9082 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 15. 26AGCATATATTCATAGGTTGTA0.343

- 4 1373 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1CAGAATATCCGGCCTCGGCCC0.582

- 11 1674TP53BP2_uc001hod.2_Missense_Mutation_p.R332H|TP53BP2_uc010puz.1_5'UTR|TP53BP2_uc010pva.1_Missense_Mutation_p.R100HNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3TGAGAACGGACGCACTTTCTT0.428

+ 5 478GUK1_uc001hsi.2_Nonsense_Mutation_p.E80*|GUK1_uc001hsj.2_5'UTR|GUK1_uc010pvv.1_Nonsense_Mutation_p.E59*|GJC2_uc001hsk.2_5'FlankNM_000858 NP_000849 Q16774 KGUA_HUMANGuanylate kinase-like. 0TGTAACCAGGGAGGTGATGCA0.632

+ 63 16470OBSCN_uc001hsn.2_Missense_Mutation_p.E5476K|OBSCN_uc001hsr.1_Missense_Mutation_p.E104KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GGAGGAGCAGGAGAAAGTGAA0.607

+ 1 998 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B box-type 2. 4GTGAGCTGTCGAACCCCGGTG0.672

- 13 4177SIPA1L2_uc001hvf.2_Missense_Mutation_p.S414FNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Ser-rich. 6GGAATGAGAGGATATCTCACT0.587

+ 9 2560KIAA1804_uc001hvu.3_Missense_Mutation_p.A213PNM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8CTTCCAGCGGGCTTCCAAGTC0.607

- 5 1539LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNA|LYST_uc001hxl.1_Missense_Mutation_p.L455PNM_000081 NP_000072 Q99698 LYST_HUMAN 12TCTTAAAACCAGCCATTCCAT0.373

+ 73 10637RYR2_uc010pxz.1_Missense_Mutation_p.R461QNM_001035 NP_001026 Q92736 RYR2_HUMAN 33GATGAAGTACGAGATATAATC0.333

+ 5 2523 NM_000740 NP_000731 P20309 ACM3_HUMANCytoplasmic (By similarity). 5GGTCATTTTTCACAAGCGCGC0.498

+ 5 2374FMN2_uc010pye.1_Missense_Mutation_p.A721TNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12TGGAGTGACAGCCTCAGGCGA0.502

+ 5 3146FMN2_uc010pye.1_Missense_Mutation_p.G978ENM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CCCGGAGCAGGAATACCTCCT0.711

+ 17 5363FMN2_uc010pye.1_Missense_Mutation_p.G1717E|FMN2_uc010pyg.1_Missense_Mutation_p.G309E|FMN2_uc001hyr.2_RNANM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12CATGACTCTGGAATTGTAAGT0.279

+ 1 64 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANExtracellular (Potential). 1AGACCACCCTCGTCTGGAGGC0.493

+ 6 1465OR2W3_uc001idp.1_IntronNM_015431 NP_056246 Q8NG06 TRI58_HUMAN 7GGCATCCAGGGATCATTTAGA0.463

+ 1 848 NM_017504 NP_059974 Q96R27 OR2M4_HUMANHelical; Name=7; (Potential). 2ATTCTCACCCCTATGCTGAAC0.438



- 1 425 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANHelical; Name=4; (Potential). 2AGTCATAAGTCCACAAATTTT0.478

+ 1 613 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TGGATCCCGGGAGATTCATCA0.498

+ 1 16 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMANExtracellular (Potential). 1CTCAGGGAATCAGACTTCTCA0.458

+ 15 2373FBXO18_uc001iir.2_Missense_Mutation_p.R686W|FBXO18_uc009xig.2_Missense_Mutation_p.R686W|FBXO18_uc001iit.2_Missense_Mutation_p.R811WNM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3TGAGGCCGTACGGGTGACGGA0.498

- 10 1505ITIH5_uc001ijp.2_Missense_Mutation_p.D262N|ITIH5_uc001ijr.1_Missense_Mutation_p.D476NNM_030569 NP_085046 Q86UX2 ITIH5_HUMAN VWFA. 4CTGATTTCATCGTAGAACCTG0.522

+ 19 4685KIAA1217_uc001irs.2_Intron|KIAA1217_uc001irt.3_Intron|KIAA1217_uc010qcy.1_Intron|KIAA1217_uc010qcz.1_Intron|KIAA1217_uc001irw.2_Intron|KIAA1217_uc001irz.2_Intron|KIAA1217_uc001irx.2_Missense_Mutation_p.G1111R|KIAA1217_uc001iry.2_Intron|KIAA1217_uc001isa.1_Missense_Mutation_p.G264RNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7CCGACAAGAAGGGACTGACAA0.478

+ 11 2893GPR158_uc001isk.2_Missense_Mutation_p.H320YNM_020752 NP_065803 Q5T848 GP158_HUMANCytoplasmic (Potential). 8AAACAGAAATCACTCAAATTC0.433

+ 5 701MYO3A_uc009xko.1_Missense_Mutation_p.G114E|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_Missense_Mutation_p.G114E|MYO3A_uc001ism.2_Missense_Mutation_p.G114ENM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18CTTGTGAAAGGATTTCTGAAG0.338

+ 9 1437GAD2_uc001isq.2_Missense_Mutation_p.P312SNM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2GAAAATGATTCCATCTGATCT0.408

- 4 2358 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4GAAGCCCCGGGAAGAAATGAT0.318

- 1 830 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4ACGCGCAGATCCTGCACCGCG0.622

- 3 927NRP1_uc001iwv.3_Missense_Mutation_p.S135F|NRP1_uc009xlz.2_Missense_Mutation_p.S135F|NRP1_uc001iww.3_Intron|NRP1_uc001iwy.3_Missense_Mutation_p.S135F|NRP1_uc001iwz.2_Missense_Mutation_p.S135F|NRP1_uc001ixa.2_Missense_Mutation_p.S135F|NRP1_uc001ixb.1_Missense_Mutation_p.S135F|NRP1_uc001ixc.1_Missense_Mutation_p.S135FNM_003873 NP_003864 O14786 NRP1_HUMANCUB 1.|Extracellular (Potential). 4ATAACGTATGGAAAATCCTGC0.343

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

+ 34 3526 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9TGAATCACACCATCCTAGACT0.398

+ 3 708RET_uc001jak.1_Missense_Mutation_p.S173F|RET_uc010qez.1_5'FlankNM_020975 NP_066124 P07949 RET_HUMANCadherin.|Extracellular (Potential). 451ACAAGGCCCTCCTTCCGCATT0.622

- 1 67 NR_002726 0CTGCCGGAGTCGGGCTGGGGG0.572

+ 3 492ANXA8_uc001jed.3_Intron|PPYR1_uc009xna.2_Missense_Mutation_p.G25SNM_005972 NP_005963 P50391 NPY4R_HUMANExtracellular (Potential). 2CAAACCCCTGGGCACCCCATA0.517

- 1 222WDFY4_uc001jha.3_Intron|LRRC18_uc001jhe.1_Missense_Mutation_p.R48CNM_001006939 NP_001006940 Q8N456 LRC18_HUMAN LRR 1. 2TCACTAAGGCGCAGAATACAC0.507

- 4 266 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0TTTGGCCCTTCTGTTCTGGAA0.547

- 8 1097ASAH2_uc009xos.2_Missense_Mutation_p.G366ENM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0ACAGGACTCTCCTGTGTTGAT0.433

- 37 5652PCDH15_uc010qhq.1_Intron|PCDH15_uc010qhr.1_Intron|PCDH15_uc010qht.1_Missense_Mutation_p.E1746K|PCDH15_uc010qhu.1_3'UTRNM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13GACTGACTTTCGCTACTACTG0.488

- 9 1320PCDH15_uc010qhq.1_Nonsense_Mutation_p.Q314*|PCDH15_uc010qhr.1_Nonsense_Mutation_p.Q309*|PCDH15_uc010qhs.1_Nonsense_Mutation_p.Q314*|PCDH15_uc010qht.1_Nonsense_Mutation_p.Q309*|PCDH15_uc010qhu.1_Nonsense_Mutation_p.Q309*|PCDH15_uc001jjv.1_Nonsense_Mutation_p.Q287*|PCDH15_uc010qhv.1_Nonsense_Mutation_p.Q309*|PCDH15_uc010qhw.1_Nonsense_Mutation_p.Q272*|PCDH15_uc010qhx.1_Nonsense_Mutation_p.Q309*|PCDH15_uc010qhy.1_Nonsense_Mutation_p.Q314*|PCDH15_uc010qhz.1_Nonsense_Mutation_p.Q309*|PCDH15_uc010qia.1_Nonsense_Mutation_p.Q287*|PCDH15_uc010qib.1_Nonsense_Mutation_p.Q287*|PCDH15_uc001jjw.2_Nonsense_Mutation_p.Q309*NM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 3.|Extracellular (Potential). 13TTCCGGTCCTGATCAATGGCT0.388

- 37 10597ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TTTCCCTCCTCCTCGATAACT0.448

- 5 573AIFM2_uc001jqp.1_Missense_Mutation_p.S187FNM_032797 NP_116186 Q9BRQ8 AIFM2_HUMAN 1CTGCCGGACGGAGGGCAGGAG0.632

+ 17 3176UNC5B_uc001jrp.2_Missense_Mutation_p.E900K|UNC5B_uc001jrq.1_5'FlankNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANCytoplasmic (Potential).|Death. 3GGACCTCTGGGAAGCTCTGCA0.607

+ 6 801CDH23_uc001jrw.3_Missense_Mutation_p.P142S|CDH23_uc001jrv.2_Missense_Mutation_p.P137S|CDH23_uc009xql.2_Missense_Mutation_p.P187SNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 2.|Extracellular (Potential). 11CGTCCGCATCCCTGAGGTAGG0.562

+ 4 867 OIT3_uc009xqs.1_RNA NM_152635 NP_689848 Q8WWZ8 OIT3_HUMANEGF-like; calcium-binding (Potential). 2GCTAAGAAGTGATGGCAAGAC0.488

+ 4 244C10orf55_uc001jvz.1_Silent_p.D6D|PLAU_uc010qkw.1_Missense_Mutation_p.C16Y|PLAU_uc010qkx.1_5'UTR|PLAU_uc001jwb.2_RNA|PLAU_uc001jwc.2_Missense_Mutation_p.C33Y|PLAU_uc009xrq.1_IntronNM_002658 NP_002649 P00749 UROK_HUMAN EGF-like. 3AACTGTGACTGTCTAAATGGA0.537

+ 2 194RPS24_uc001jzo.2_Missense_Mutation_p.L18F|RPS24_uc010qlo.1_Missense_Mutation_p.L18F|RPS24_uc001jzp.2_Missense_Mutation_p.L18F|RPS24_uc001jzs.2_Missense_Mutation_p.L18F|RPS24_uc001jzt.2_RNANM_001026 NP_001017 P62847 RS24_HUMAN 1CAACCGACTACTTCAGAGGAA0.363

+ 2 398OPN4_uc001kdp.2_Nonsense_Mutation_p.W57*|OPN4_uc010qmk.1_Nonsense_Mutation_p.W57*NM_033282 NP_150598 Q9UHM6 OPN4_HUMANExtracellular (Potential). 1CTGCTGCCTGGGTCCCCCTCC0.478

- 6 895 NM_144590 NP_653191 Q5VYY1 ANR22_HUMAN 0TTTTAATCTCCGTGCAATATC0.403

- 7 924STAMBPL1_uc010qmx.1_Intron|ACTA2_uc010qmy.1_Missense_Mutation_p.G225R|ACTA2_uc001kfq.2_Missense_Mutation_p.G270R|uc001kfo.1_RNANM_001613 NP_001604 P62736 ACTA_HUMAN 0TGTTGCCTACCGATGAAGGAT0.527

- 6 803LIPA_uc001kgb.3_Missense_Mutation_p.P156L|LIPA_uc001kgc.3_Missense_Mutation_p.P214L|LIPA_uc010qnf.1_Missense_Mutation_p.P17L|LIPA_uc009xtq.2_Missense_Mutation_p.P212L|LIPA_uc009xtr.1_5'FlankNM_000235 NP_000226 P38571 LICH_HUMAN 0TTTGGCCATAGGGCTAGTACA0.478

+ 2 777LIPA_uc001kgb.3_Intron|LIPA_uc001kgc.3_IntronNM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN 0TGAAGGACAGGAAGCTGAAGG0.433

+ 1 307 NM_006204 NP_006195 P51160 PDE6C_HUMAN 4GACCCAGGTGGAGGAGTCAGC0.627

+ 2 748 NM_006204 NP_006195 P51160 PDE6C_HUMAN GAF 1. 4AAATGCATCTGAATTTTCCAA0.443

+ 16 4799PLCE1_uc010qnx.1_Missense_Mutation_p.E1373K|PLCE1_uc001kjm.2_Missense_Mutation_p.E1081KNM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3TGAGTCACAGGAGAACATTAA0.403

- 4 1185COX15_uc001kqc.3_Missense_Mutation_p.L190F|COX15_uc010qpj.1_Missense_Mutation_p.L11FNM_078470 NP_510870 Q7KZN9 COX15_HUMANHelical; (Potential). 1AAGCAGACGAGGCCACAGAGG0.458

+ 4 765SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krw.1_Missense_Mutation_p.G108R|SEMA4G_uc001krx.2_Missense_Mutation_p.G108R|MIR608_hsa-mir-608|MI0003621_5'FlankNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANExtracellular (Potential).|Sema. 1TCATCAAAAAGGGAAAAACAA0.507

+ 10 4514PPRC1_uc001kun.2_Missense_Mutation_p.S1372F|PPRC1_uc010qqj.1_Missense_Mutation_p.S1228F|PPRC1_uc009xxa.2_RNANM_015062 NP_055877 Q5VV67 PPRC1_HUMANArg-rich.|Ser-rich. 3 tcttcgtcttcctcatcctca 0.443

+ 7 1161 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5CACCGAAGATCAAAAGGCAGA0.393

+ 5 926C10orf81_uc001lar.1_Missense_Mutation_p.S128P|C10orf81_uc009xyc.1_Missense_Mutation_p.S40P|C10orf81_uc001las.1_Missense_Mutation_p.S40P|C10orf81_uc001lau.1_5'FlankNM_024889 NP_079165 Q5SXH7 CJ081_HUMAN PH. 1AGACTGGGTCTCCTTCATGTC0.413

+ 11 1616C10orf81_uc001lar.1_Intron|C10orf81_uc009xyc.1_Missense_Mutation_p.P270S|C10orf81_uc001las.1_Missense_Mutation_p.P270S|C10orf81_uc001lau.1_Missense_Mutation_p.P186SNM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1GGAAGGCCCCCCACGTTTGGG0.567

+ 9 1163VWA2_uc001lbk.1_Missense_Mutation_p.R281K|VWA2_uc009xyf.1_5'UTRNM_198496 NP_940898 Q5GFL6 VWA2_HUMAN 5AGCTGGAAGAGAGTGTTCCTA0.498

- 10 1251_1252ABLIM1_uc010qsh.1_Missense_Mutation_p.D353N|ABLIM1_uc010qsi.1_Missense_Mutation_p.D325N|ABLIM1_uc010qsk.1_Missense_Mutation_p.D309N|ABLIM1_uc009xyp.2_Missense_Mutation_p.D347N|ABLIM1_uc010qsf.1_Missense_Mutation_p.D97N|ABLIM1_uc009xyn.2_Missense_Mutation_p.D36N|ABLIM1_uc010qsj.1_Missense_Mutation_p.D62N|ABLIM1_uc009xyo.2_Missense_Mutation_p.D233NNM_002313 NP_002304 O14639 ABLM1_HUMAN 1GCTGCTAAATCCTTGTAATCCA0.416

+ 12 1920FAM160B1_uc001lcc.2_Missense_Mutation_p.P529SNM_020940 NP_065991 Q5W0V3 F16B1_HUMAN 1GGAAGAAGATCCATTATTTAC0.348

+ 20 3607ATRNL1_uc010qsm.1_Missense_Mutation_p.G203E|ATRNL1_uc010qsn.1_RNANM_207303 NP_997186 Q5VV63 ATRN1_HUMANLaminin EGF-like 2.|Extracellular (Potential). 7CTGCACACAGGAAAATGTTTC0.348



+ 20 3630ATRNL1_uc010qsm.1_Missense_Mutation_p.G211R|ATRNL1_uc010qsn.1_RNANM_207303 NP_997186 Q5VV63 ATRN1_HUMANLaminin EGF-like 2.|Extracellular (Potential). 7CACAACTAAAGGAATAAAAGG0.323

+ 3 357 NM_198515 NP_940917 P0C7W6 CJ096_HUMAN Potential. 2CAGATGTCGTGAAAAAATTAA0.338

- 4 1442 NM_173791 NP_776152 Q8NEN9 PDZD8_HUMAN PDZ. 0GCGATAAGTCGATCTCCCCGC0.428

- 2 1213RAB11FIP2_uc009xyz.1_Missense_Mutation_p.S258FNM_014904 NP_055719 Q7L804 RFIP2_HUMAN 0TGTTCCAAAGGAATCTAACTG0.388

+ 19 2741WDR11_uc010qte.1_Missense_Mutation_p.Q437K|WDR11_uc001lfd.1_Missense_Mutation_p.Q353K|WDR11_uc009xzn.2_Missense_Mutation_p.Q126KNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0AATGGATGAACAAGAGTTAAC0.458

+ 9 6748TACC2_uc001lfw.2_Missense_Mutation_p.P276S|TACC2_uc009xzx.2_Missense_Mutation_p.P2085S|TACC2_uc010qtv.1_Missense_Mutation_p.P2134S|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Missense_Mutation_p.P208S|TACC2_uc001lga.2_Missense_Mutation_p.P208S|TACC2_uc009xzy.2_Missense_Mutation_p.P208S|TACC2_uc001lgb.2_Missense_Mutation_p.P165S|TACC2_uc010qtw.1_Missense_Mutation_p.P225SNM_206862 NP_996744 O95359 TACC2_HUMAN 10AACTAAAAAACCGAGGCCGCC0.537

+ 52 6845DMBT1_uc001lgl.1_Missense_Mutation_p.E2237K|DMBT1_uc001lgm.1_Missense_Mutation_p.E1619K|DMBT1_uc009xzz.1_Missense_Mutation_p.E2246K|DMBT1_uc010qtx.1_Missense_Mutation_p.E967K|DMBT1_uc009yab.1_Missense_Mutation_p.E950K|DMBT1_uc009yac.1_Missense_Mutation_p.E541KNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7CCAGGTCGAGGAAGTCCAGTA0.463

- 3 749C10orf90_uc001ljp.2_Missense_Mutation_p.P163S|C10orf90_uc010qum.1_Missense_Mutation_p.P307S|C10orf90_uc009yao.2_Missense_Mutation_p.P307S|C10orf90_uc001ljs.1_Missense_Mutation_p.P163SNM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2TGGGCCTCGGGAACCTTCAGC0.582

+ 4 457 NM_002412 NP_002403 P16455 MGMT_HUMAN 2GAAGTGATTTCTTACCAGCAA0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0GCCCACACCGGCGCGTGGGGA0.786

+ 17 2683 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANLumenal (Potential). 1CGGGAACTTCGAGCGCTCCGC0.692

- 31 4256 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANPro-rich.|Thr-rich. 1GGTGTGTGGGGTTTGGGGCGT0.592

+ 25 3430 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2GTGGCACTATGAGCCATGTGG0.622

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1TCCAAGGGGGGCTGTGGCTCC0.692

+ 1 230 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANHelical; Name=2; (Potential). 2GTCCTTTCCTCCTCAGCACTG0.522

+ 1 319 NM_001005171 NP_001005171 Q8NGK4 O52K1_HUMANHelical; Name=3; (Potential). 0GTTCTTCCTTCACTCCTTCTC0.517

+ 2 206 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANExtracellular (Potential). 4ATAGGCCTCCCTGGTTTAGAA0.488

+ 1 902 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMANCytoplasmic (Potential). 3AAACAGATTCGAGAACGAGTG0.378 rs146387387

- 1 731 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANHelical; Name=6; (Potential). 3ACACACATGTGAACCACATGT0.458

- 1 370 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMANCytoplasmic (Potential). 4GCCACATAGCGATCCAGGGCC0.468 rs143161168

- 2 687HBG2_uc001mak.1_RNA|HBG2_uc001maj.1_Missense_Mutation_p.G84SNM_000559 NP_000550 P69892 HBG2_HUMAN 1GCAAAGGTGCCCTTGAGATCA0.522

- 3 629HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Missense_Mutation_p.E126KNM_005330 NP_005321 P02100 HBE_HUMAN 0GCCTGCACTTCAGGGGTGAAC0.512

- 1 583HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001005288 NP_001005288 Q9H343 O51I1_HUMANExtracellular (Potential). 1TTGTTAACATGGATGTCTCCA0.443

- 1 343HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001005288 NP_001005288 Q9H343 O51I1_HUMANHelical; Name=3; (Potential). 1AGCAGTATGCCTGACTCCATG0.453

+ 1 886TRIM5_uc001mbq.1_IntronNM_001005174 NP_001005174 Q8NGI0 O52N2_HUMANHelical; Name=7; (Potential). 2AATTGTTTATGGAGTCAAGAC0.383

+ 4 1054ZNF215_uc010raw.1_Nonsense_Mutation_p.R156*|ZNF215_uc010rax.1_Translation_Start_Site|ZNF215_uc001mez.1_Nonsense_Mutation_p.R156*NM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0AGCTGGCTCACGAACAGGCAA0.413

+ 1 239 NM_014469 NP_055284 O75526 HNRGT_HUMAN RRM. 0CCTCAACCTCGAAACCGACGA0.607

- 1 122 NM_001003745 NP_001003745 P58181 O10A3_HUMANHelical; Name=1; (Potential). 1GATGGCATTTCCCATCAGGGT0.473

- 12 2288STK33_uc001mgj.1_Missense_Mutation_p.P457S|STK33_uc001mgk.1_Missense_Mutation_p.P457S|STK33_uc010rbn.1_Missense_Mutation_p.P416S|STK33_uc001mgl.3_Missense_Mutation_p.P270SNM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7CTGGTTGCAGGAAATTGCTTT0.378

- 1 1091STK33_uc001mgj.1_Missense_Mutation_p.E58K|STK33_uc001mgk.1_Missense_Mutation_p.E58K|STK33_uc010rbn.1_Missense_Mutation_p.E17K|STK33_uc001mgl.3_Intron|STK33_uc009yfp.2_IntronNM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7TTTTTTCTCTCCAGTGAAATT0.373

- 3 408SCUBE2_uc001mhi.1_Missense_Mutation_p.R110C|SCUBE2_uc001mhj.1_Missense_Mutation_p.R110CNM_020974 NP_066025 Q9NQ36 SCUB2_HUMANEGF-like 2; calcium-binding (Potential). 2CAAGTGCAACGATAATTGCCT0.428

+ 13 2072 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 2. 0CACCTGGTCGCCCTGCAGCAT0.652

- 10 949PLEKHA7_uc010rcu.1_Missense_Mutation_p.E312K|PLEKHA7_uc001mmn.2_Missense_Mutation_p.E20KNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3CGGCCACATTCGTGACAGGAC0.522

- 10 1293 TPH1_uc009yhe.2_RNANM_004179 NP_004170 P17752 TPH1_HUMAN 0TGCTGCAGCTCATTCATGGCA0.443

- 17 2814IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMANFibronectin type-III 2. 7AGCTATAACTCGGAATTCATA0.552 rs144833584

- 6 879DCDC1_uc001msu.1_5'UTRNM_181807 NP_861523 P59894 DCDC1_HUMANDoublecortin. 1TATATCTTCAGGTTCGAGGGC0.428

- 7 1313WT1_uc001mtl.1_Missense_Mutation_p.G161R|WT1_uc001mtm.1_Missense_Mutation_p.G144R|WT1_uc001mto.1_Missense_Mutation_p.G373R|WT1_uc001mtp.1_Missense_Mutation_p.G356R|WT1_uc001mtq.1_Missense_Mutation_p.G356R|WT1_uc009yjs.1_RNANM_024426 NP_077744 P19544 WT1_HUMANp.R301fs*3(1)|p.V300fs*6(1)|p.H373fs*9(1)|p.V306fs*10(1)|p.H373Y(1)|p.R301fs*73(1)|p.R302fs*12(1)687GGGGCTACTCCAGGCACACGT0.527

- 13 1026CCDC73_uc001mtw.1_Missense_Mutation_p.E318KNM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN Potential. 2TCTTCATTTTCTTTTACCTTC0.264

- 11 2189PAMR1_uc001mwf.2_Missense_Mutation_p.E733K|PAMR1_uc010rew.1_Missense_Mutation_p.E605K|PAMR1_uc010rex.1_Missense_Mutation_p.E676KNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2ATATTTCTTTCAATCCAGTCT0.478

- 2 415C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5TGTGCAAGTGGCTGGGTAGCG0.428

- 4 1170 NM_003654 NP_003645 O43916 CHST1_HUMANLumenal (Potential). 5CCCGGAGGGTCGCACACAGGC0.706

+ 1 55 NM_001005512 NP_001005512 Q6IF82 O4A47_HUMANExtracellular (Potential). 2CACACAGAATCCAAAGGAGCA0.418

+ 2 959LOC440040_uc009ymb.2_Missense_Mutation_p.V161INR_027044 0TTTCATGAGGGTTGTGCCTTC0.463

- 1 288 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMANExtracellular (Potential).p.M96I(1) 3ATAGCTGGCCCATGCAACCTT0.448 rs148710182

+ 1 4 NM_001004124 NP_001004124 Q8NGL7 OR4P4_HUMANExtracellular (Potential). 1CTGGACCATGGAAAAAAGCAA0.303

- 1 671 NM_001005491 NP_001005491 Q8NH19 O10AG_HUMANCytoplasmic (Potential). 2TTTAGCCTTTCCTCTGGCTGA0.408

- 1 472 NM_001005491 NP_001005491 Q8NH19 O10AG_HUMANExtracellular (Potential). 2CCGCAAAAGGGCAAAAGGAAA0.393 rs77704611



+ 1 19 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANExtracellular (Potential). 2TAGAAGGAATGACACAAATGT0.323 rs148197076

+ 1 739 NM_001005210 NP_001005210 Q6ZSA7 LRC55_HUMAN LRR 4. 0GAGGGTGCATCCCCAGGCCTT0.627

- 6 928 NM_001062 NP_001053 P20061 TCO1_HUMAN 2TGCTCCTTGAGAAATTTCCGT0.448

- 1 41SLC22A10_uc010rmo.1_Intron|SLC22A25_uc009yoq.1_RNA|SLC22A25_uc001nws.1_RNA|SLC22A25_uc001nwt.1_Missense_Mutation_p.G14ENM_199352 NP_955384 Q6T423 S22AP_HUMANHelical; Name=1; (Potential). 4CTGGAATCTCCCCAGGCCTCC0.438

+ 3 2352RTN3_uc001nxo.2_Intron|RTN3_uc001nxm.2_Intron|RTN3_uc001nxn.2_Missense_Mutation_p.P703L|RTN3_uc001nxp.2_Intron|RTN3_uc009yov.2_Missense_Mutation_p.P610L|RTN3_uc010rmt.1_Intron|RTN3_uc010rmu.1_IntronNM_201428 NP_958831 O95197 RTN3_HUMAN 1GGAAGTGAGCCTCTAGGTGTT0.398

+ 2 522 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0GGTGTGTGGCGCTGAGATCCG0.637

+ 1 693SLC22A11_uc001oah.1_Missense_Mutation_p.E107K|SLC22A11_uc001oaj.2_Missense_Mutation_p.E107K|SLC22A11_uc009ypq.2_Missense_Mutation_p.E107KNM_018484 NP_060954 Q9NSA0 S22AB_HUMANExtracellular (Potential). 2CAGCTGGAGCGAAGCTGACAC0.682

- 21 3170 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2TAGATGGTTGGGGCCAGCTGA0.692

+ 2 425SLC22A20_uc010rob.1_Missense_Mutation_p.S141FNM_001004326 NP_001004326 A6NK97 S22AK_HUMANHelical; (Potential). 1CTGGCGCAGTCCGTCTACATG0.687

- 3 436CORO1B_uc009yrs.1_RNA|CORO1B_uc001olk.1_Nonsense_Mutation_p.R134*|CORO1B_uc009yrt.1_RNA|CORO1B_uc009yru.1_RNA|CORO1B_uc001oll.1_Nonsense_Mutation_p.R134*|CORO1B_uc010rps.1_Nonsense_Mutation_p.R134*|CORO1B_uc009yrv.1_Nonsense_Mutation_p.R134*NM_020441 NP_065174 Q9BR76 COR1B_HUMAN WD 2. 2ATGCCCACTCGCTTGGTGTGC0.682

+ 7 856GSTP1_uc001omg.1_Missense_Mutation_p.P184SNM_000852 NP_000843 P09211 GSTP1_HUMANGST C-terminal. 1CGTGAACCTCCCCATCAATGG0.587

- 13 1629CPT1A_uc001oof.3_Splice_Site_p.Y487_splice|CPT1A_uc009ysj.2_IntronNM_001876 NP_001867 P50416 CPT1A_HUMAN 2ACATGACGTACTGTCAAAAAT0.443

- 1 901 NM_198923 NP_944605 Q8TDS7 MRGRD_HUMANCytoplasmic (Potential). 1GGCTCCTCGCGAAGCGCCTGT0.677

- 17 3352 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7CAGCACACTGGATTGAGAGTG0.388

- 4 975WNT11_uc001oxf.1_Missense_Mutation_p.M284INM_004626 NP_004617 O96014 WNT11_HUMAN 2TCTCATTCTTCATGCAGAAGT0.587

+ 28 3858_3859MYO7A_uc010rsm.1_Missense_Mutation_p.S1185I|MYO7A_uc001oyc.2_Missense_Mutation_p.S1196I|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.S407INM_000260 NP_000251 Q13402 MYO7A_HUMAN MyTH4 1. 4GATTCTCGTGTCTCTCTGCGTG0.629

- 13 1570 NM_182833 NP_878253 Q6W3E5 GDPD4_HUMANGDPD.|Extracellular (Potential). 1GTTAATCCTGGAGCACCAGGC0.468

+ 1 77 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1GTCATGGACCGGTATGCAGCC0.622

+ 3 621CCDC83_uc001pbg.1_Missense_Mutation_p.E37K|CCDC83_uc001pbi.1_RNA|CCDC83_uc001pbj.1_5'UTRNM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1TCAAATAAAGGAAGATGCCGT0.264

+ 3 582CCDC81_uc001pbw.1_Missense_Mutation_p.P52SNM_001156474 NP_001149946 Q6ZN84 CCD81_HUMAN 1GGTTCAGATTCCAGCATTTGG0.338

- 8 1387 NM_020358 NP_065091 P0CI25 TRI49_HUMAN B30.2/SPRY. 0ACCAAAAGCCCAATTCCAGGA0.438

- 4 405SLC36A4_uc001pdm.2_5'UTRNM_152313 NP_689526 Q6YBV0 S36A4_HUMANHelical; (Potential). 3ACAGTGAACAGAAATAATTCC0.303

+ 3 287CCDC67_uc001pdo.1_Nonsense_Mutation_p.Q63*|CCDC67_uc001pdp.2_Nonsense_Mutation_p.Q63*NM_181645 NP_857596 Q05D60 CCD67_HUMAN 1TTGTTTGGATCAGAAAGGTCA0.343

+ 14 1999CNTN5_uc009ywv.1_Missense_Mutation_p.E554K|CNTN5_uc001pfz.2_Missense_Mutation_p.E554K|CNTN5_uc001pgb.2_Missense_Mutation_p.E480K|CNTN5_uc010ruk.1_5'UTRNM_014361 NP_055176 O94779 CNTN5_HUMANIg-like C2-type 5. 8TTGCCGAGGGGAAAACGTCTT0.408

- 8 817C11orf65_uc010rvx.1_Nonsense_Mutation_p.W200*|C11orf65_uc009yxu.1_RNANM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1CAATTTCCTTCCAGCTGGCAA0.328

- 4 466 NM_006235 NP_006226 Q16633 OBF1_HUMAN 1ACAGAACCTTCCATGTCCAGG0.642

+ 20 1885TTC12_uc001pnv.2_Missense_Mutation_p.H600Y|TTC12_uc001pnw.2_RNA|TTC12_uc001pnx.2_Missense_Mutation_p.H444YNM_017868 NP_060338 Q9H892 TTC12_HUMAN 4GAATAGTTATCATGAAGCTCG0.388

- 3 748FAM55A_uc010rxd.1_5'UTR|FAM55A_uc001ppb.1_Missense_Mutation_p.E253KNM_152315 NP_689528 Q8N323 FA55A_HUMAN 0GTCAGAGCCTCACAGGGCATG0.438

- 33 6334 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANCytoplasmic (Potential). 8CTACACCAGGGTGTAGGATTT0.617

- 2 199TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.P36SNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-4.|4 X 5 AA repeats of T-P-P-G-R.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1GCCTGGGCTGGAGATGCCCGG0.637

- 2 146TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.G18ENM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN4 X 5 AA repeats of T-P-P-G-R.|2-1; approximate.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1TGGAGATGCTCCAGCTGAAGG0.617

+ 7 1477IL10RA_uc010rxl.1_Missense_Mutation_p.S447L|IL10RA_uc010rxm.1_Missense_Mutation_p.S447L|IL10RA_uc010rxn.1_Missense_Mutation_p.S318L|IL10RA_uc001prw.2_Missense_Mutation_p.S318LNM_001558 NP_001549 Q13651 I10R1_HUMANCytoplasmic (Potential). 1GAGGAAGAATCGCCCTTGACA0.567

+ 3 613MLL_uc001ptb.2_Missense_Mutation_p.S197F|MLL_uc001psz.1_Missense_Mutation_p.S230F|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25TCTGTGTTTTCCCCTCTAAAT0.413

- 6 2217BCL9L_uc009zal.2_Nonsense_Mutation_p.E413*NM_182557 NP_872363 Q86UU0 BCL9L_HUMANPro-rich.|Necessary for interaction with CTNNB1 (By similarity).2AGCAGTCGCTCAATGTCTCGC0.687

- 1 609TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4CTTGGACCGTGAAAAAAGGCC0.642

+ 5 380POU2F3_uc010rzk.1_Silent_p.S31S|POU2F3_uc010rzl.1_Missense_Mutation_p.P23LNM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2TCCCTCCATCCGCTCCAGCAG0.572

+ 8 1859 NM_005422 NP_005413 O75443 TECTA_HUMAN TIL 1. 10CTGACGGCCTCGCGGAACTGC0.662

- 1 781 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANHelical; Name=6; (Potential). 2AGGAGCACCCCAGTGAGCTGG0.607

+ 24 3384CACNA1C_uc009zdv.1_Missense_Mutation_p.R1001K|CACNA1C_uc001qkb.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkc.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qke.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkf.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qjz.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkd.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkg.2_Missense_Mutation_p.R1004K|CACNA1C_uc009zdw.1_Missense_Mutation_p.R1004K|CACNA1C_uc001qkh.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkl.2_Missense_Mutation_p.R1024K|CACNA1C_uc001qkn.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qko.2_Missense_Mutation_p.R1024K|CACNA1C_uc001qkp.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkr.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qku.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkq.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qks.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qkt.2_Missense_Mutation_p.R1004K|CACNA1C_uc001qka.1_Missense_Mutation_p.R539K|CACNA1C_uc001qki.1_Missense_Mutation_p.R740K|CACNA1C_uc001qkj.1_Missense_Mutation_p.R740K|CACNA1C_uc001qk!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANIII.|Helical; Name=S4 of repeat III; (Potential). 11CGAGTACTCAGGCCCCTGAGG0.592

+ 47 6155CACNA1C_uc009zdv.1_Missense_Mutation_p.E1862K|CACNA1C_uc001qkb.2_Missense_Mutation_p.E1865K|CACNA1C_uc001qkc.2_Missense_Mutation_p.E1884K|CACNA1C_uc001qke.2_Missense_Mutation_p.E1854K|CACNA1C_uc001qkf.2_Missense_Mutation_p.E1873K|CACNA1C_uc001qjz.2_Missense_Mutation_p.E1865K|CACNA1C_uc001qkd.2_Missense_Mutation_p.E1884K|CACNA1C_uc001qkg.2_Missense_Mutation_p.E1871K|CACNA1C_uc009zdw.1_Missense_Mutation_p.E1906K|CACNA1C_uc001qkh.2_Missense_Mutation_p.E1873K|CACNA1C_uc001qkl.2_Missense_Mutation_p.E1913K|CACNA1C_uc001qkn.2_Missense_Mutation_p.E1865K|CACNA1C_uc001qko.2_Missense_Mutation_p.E1885K|CACNA1C_uc001qkp.2_Missense_Mutation_p.E1865K|CACNA1C_uc001qkr.2_Missense_Mutation_p.E1882K|CACNA1C_uc001qku.2_Missense_Mutation_p.E1900K|CACNA1C_uc001qkq.2_Missense_Mutation_p.E1893K|CACNA1C_uc001qks.2_Missense_Mutation_p.E1865K|CACNA1C_uc001qkt.2_Missense_Mutation_p.E1884K|CACNA1C_uc001qki.1_Missense_Mutation_p.E1672K|CACNA1C_uc001qkj.1_Missense_Mutation_p.E1636K|CACNA1C_uc001qkk.1_Missense_Mutation_p.E1601K|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential). 11CCAGGATGACGAAAATCGGCA0.592

- 2 452NRIP2_uc010sed.1_Missense_Mutation_p.G127ENM_031474 NP_113662 Q9BQI9 NRIP2_HUMAN 1ATTCGGGTTTCCCTCCACCAG0.572

- 17 2797CHD4_uc001qpn.2_Missense_Mutation_p.L871R|CHD4_uc001qpp.2_Missense_Mutation_p.L875RNM_001273 NP_001264 Q14839 CHD4_HUMANHelicase ATP-binding. 2ATTGTTCTTCAGCCGATGGGC0.468

- 5 544ACRBP_uc010sfg.1_IntronNM_032489 NP_115878 Q8NEB7 ACRBP_HUMAN 1GGCCAGGGCTGGAAGGTCTGG0.572

+ 1 79 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0ACACAAAGATCACCAGCTTTG0.463

- 4 505CD163L1_uc010sge.1_Missense_Mutation_p.G170ENM_174941 NP_777601 Q9NR16 C163B_HUMANSRCR 2.|Extracellular (Potential). 11GGAGTTGTTTCCATCCACTAG0.443

- 16 3472CD163_uc001qta.3_Intron|CD163_uc009zfw.2_IntronNM_004244 NP_004235 Q86VB7 C163A_HUMAN 8TGGGAATTTTCTGAAAGGAAG0.398

- 5 661CLEC4C_uc001qth.1_Missense_Mutation_p.E163K|CLEC4C_uc001qti.1_Missense_Mutation_p.E132KNM_130441 NP_569708 Q8WTT0 CLC4C_HUMANExtracellular (Potential).|C-type lectin. 3GTGACATTTTCATTGTATGGT0.423



- 1 51 PZP_uc009zgl.2_5'UTR NM_002864 NP_002855 5AGACATAAATGAAGAAGTCTG0.493

- 13 3022 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12GTTGTTGTAGGATTTGCAGTC0.552

- 13 1627 NM_004963 NP_004954 P25092 GUC2C_HUMANCytoplasmic (Potential).|Protein kinase. 6GATTGTATCTCGTCTTTTGTC0.473

+ 11 2078PTPRO_uc001rcw.1_Missense_Mutation_p.P635LNM_030667 NP_109592 Q16827 PTPRO_HUMANFibronectin type-III 7.|Extracellular (Potential). 9CCAGTGGCTCCGGAAATCACT0.408

+ 6 667SLCO1B3_uc001rel.2_Missense_Mutation_p.R181C|SLCO1B3_uc010sil.1_Missense_Mutation_p.R181C|LST-3TM12_uc010sim.1_Intron|SLCO1B3_uc001reo.2_Missense_Mutation_p.R6CNM_019844 NP_062818 Q9NPD5 SO1B3_HUMANHelical; Name=4; (Potential). 4GAATATGCTTCGTGGCATAGG0.378 rs143565471

- 12 2573PKP2_uc001rlk.3_Nonsense_Mutation_p.Q776*|PKP2_uc010skj.1_Nonsense_Mutation_p.Q773*NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 8. 2ATAATTTTCTGGATGCCCCCG0.493

- 9 1970PKP2_uc001rlk.3_Missense_Mutation_p.E575K|PKP2_uc010skj.1_Missense_Mutation_p.E575KNM_004572 NP_004563 Q99959 PKP2_HUMAN 2AGCTCTGCCTCCAGCTGGTAG0.413

+ 10 1138PDZRN4_uc001rmq.3_Missense_Mutation_p.G298E|PDZRN4_uc009zjz.2_Missense_Mutation_p.G296E|PDZRN4_uc001rmr.2_Missense_Mutation_p.G183ENM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11AGTGGAGTAGGACGTACAGAT0.468

- 27 4103ADAMTS20_uc001rno.1_Missense_Mutation_p.G486ENM_025003 NP_079279 P59510 ATS20_HUMANTSP type-1 10. 19ACTTACTTCTCCCCAATTTCC0.398

+ 4 1305FAM113B_uc010slj.1_Missense_Mutation_p.E72K|FAM113B_uc001rpq.2_Missense_Mutation_p.E192KNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5CCTGAAAAACGAAGTGGTCAA0.582

- 19 1340COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.G318SNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2CCTTGAGCACCTTCAGGACCA0.627

- 6 605COL2A1_uc001rqv.2_Missense_Mutation_p.E73KNM_001844 NP_001835 P02458 CO2A1_HUMAN 2CTCACTTTTTCACCTTTGTCA0.542

+ 13 2013TROAP_uc009zlh.2_Missense_Mutation_p.P616S|TROAP_uc001rty.2_Missense_Mutation_p.P295SNM_005480 NP_005471 Q12815 TROAP_HUMAN4.|Cys-rich.|4 X 33 AA approximate tandem repeats. 1GCCCTGCCCTCCAGCAGAACC0.652

- 4 356 NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Potential. 1CGCTGGTTTTCGTTGGCCTGG0.592

- 12 1310RACGAP1_uc009zlm.1_Missense_Mutation_p.P334S|RACGAP1_uc001rvs.2_Missense_Mutation_p.P334S|RACGAP1_uc001rvu.2_Missense_Mutation_p.P334SNM_013277 NP_037409 Q9H0H5 RGAP1_HUMANPhorbol-ester/DAG-type. 1GGAATGCAGGGAAGGGGACAG0.468

- 10 1220BIN2_uc009zlz.2_Nonsense_Mutation_p.R358*|BIN2_uc001ryh.2_Nonsense_Mutation_p.R266*|BIN2_uc010sng.1_Nonsense_Mutation_p.R364*NM_016293 NP_057377 Q9UBW5 BIN2_HUMAN 1GTGCGGGTTCGGAGGACTACT0.592

+ 10 1292SLC4A8_uc010sni.1_Missense_Mutation_p.V319I|SLC4A8_uc001rym.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryn.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryo.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryp.1_3'UTR|SLC4A8_uc010snj.1_Missense_Mutation_p.V399I|SLC4A8_uc001ryq.3_Missense_Mutation_p.V372I|SLC4A8_uc001ryr.2_Missense_Mutation_p.V372I|SLC4A8_uc010snk.1_Missense_Mutation_p.V319INM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANExtracellular (Potential). 5TTTTCATGACGTAGCATATAA0.438

- 1 635KRT5_uc009zmh.2_Missense_Mutation_p.D158NNM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0ATGCTGGGGTCGATTTGCAGG0.537

- 1 99 NM_033448 NP_258259 Q3SY84 K2C71_HUMANHead.|Gly-rich. 2GGCGGCAGCTCCCGACTTGCA0.597

- 1 94KRT1_uc001sav.1_Missense_Mutation_p.R12LNM_006121 NP_006112 P04264 K2C1_HUMANHead.|Gly/Phe/Ser-rich. 2CCCTCCACTTCGGTACCCAGA0.552

- 7 1317KRT77_uc009zmi.2_Missense_Mutation_p.D188NNM_175078 NP_778253 Q7Z794 K2C1B_HUMAN Rod.|Coil 2. 1TCCTCCAGGTCCTGCAGCTTC0.612

- 2 658KRT79_uc001sba.2_5'FlankNM_175834 NP_787028 Q5XKE5 K2C79_HUMAN Rod.|Coil 1B. 4TCGCTCTGAAGTCTGTCCAGC0.617

+ 1 561 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANExtracellular (Potential). 2AGACTAGCATGACATTTACTT0.433

+ 2 629PA2G4_uc009zol.2_Missense_Mutation_p.M70I|PA2G4_uc009zom.2_Missense_Mutation_p.M70INM_006191 NP_006182 Q9UQ80 PA2G4_HUMAN 0AAAAGGAAATGAAGAAAGGTA0.234

+ 9 1065RBMS2_uc010sqp.1_Missense_Mutation_p.S144L|RBMS2_uc010sqq.1_Missense_Mutation_p.S164L|RBMS2_uc009zou.2_Missense_Mutation_p.S46LNM_002898 NP_002889 Q15434 RBMS2_HUMAN 0CCTGTGTCTTCGTATCAGGTA0.453

+ 2 1031 NM_005538 NP_005529 P55103 INHBC_HUMAN 0GCTCAATCTTCTCAAGGCCAA0.577

+ 10 2026FRS2_uc001suz.2_Missense_Mutation_p.L506M|FRS2_uc009zrj.2_Missense_Mutation_p.L506M|FRS2_uc009zrk.2_Missense_Mutation_p.L506MNM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2TAGTACTGATCTGCCCATGTG0.398

- 1 448 NM_201550 NP_963844 Q5BKY1 LRC10_HUMAN 0GGGAAGCGGCGTAACTGGCTC0.607

- 10 1585BEST3_uc001svd.1_Intron|BEST3_uc001sve.1_Intron|BEST3_uc001svf.2_Missense_Mutation_p.S240F|BEST3_uc010stm.1_Missense_Mutation_p.S347FNM_032735 NP_116124 Q8N1M1 BEST3_HUMANCytoplasmic (Potential). 0TGGGAAGCAGGATTTCTTCCA0.592

- 8 1674PTPRR_uc001swh.1_Missense_Mutation_p.R175C|PTPRR_uc009zrs.2_Missense_Mutation_p.R269C|PTPRR_uc010stq.1_Missense_Mutation_p.R308C|PTPRR_uc010str.1_Missense_Mutation_p.R269CNM_002849 NP_002840 Q15256 PTPRR_HUMANTyrosine-protein phosphatase.|Cytoplasmic (Potential).3GTCTTATAGCGATTTTTAGTT0.224

- 10 1759 NM_032148 NP_115524 Q96JW4 S41A2_HUMAN Extracellular. 2CGGGTCCTTTCCTTTCCTCCA0.468

- 3 652CMKLR1_uc001tmw.2_Missense_Mutation_p.R154L|CMKLR1_uc001tmv.2_Missense_Mutation_p.R152L|CMKLR1_uc009zuv.2_Missense_Mutation_p.R154LNM_001142345 NP_001135817 Q99788 CML1_HUMANCytoplasmic (Potential). 5GTAAGCCAGGCGAACGCTGCG0.562

- 24 3988ATXN2_uc001tsh.2_Missense_Mutation_p.G1036S|ATXN2_uc001tsi.2_Missense_Mutation_p.G969S|ATXN2_uc001tsk.2_RNA|ATXN2_uc001tsg.2_Intron|ATXN2_uc001tsl.1_3'UTRNM_002973 NP_002964 Q99700 ATX2_HUMAN 2GCCTGGGGACCGCCGGGTGGC0.557

+ 18 1928RPH3A_uc001ttz.2_Missense_Mutation_p.M522I|RPH3A_uc001tty.2_Missense_Mutation_p.M518I|RPH3A_uc009zwe.1_Missense_Mutation_p.M518I|RPH3A_uc010sym.1_Missense_Mutation_p.M473I|RPH3A_uc001tua.2_Missense_Mutation_p.M282INM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN 7CTTTTAAGATGAAACGTGCTG0.483

- 9 1480TBX5_uc001tvp.2_Missense_Mutation_p.E329K|TBX5_uc001tvq.2_Missense_Mutation_p.E279KNM_181486 NP_852259 Q99593 TBX5_HUMAN p.E329K(1) 8GAACATTCTTCCTCTGTGAAG0.493 rs142807139

- 19 2769 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN 15GCGACGGTTTCGCTTTGGCAG0.498

- 17 1635 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4ATGCAACACAGTACACAGGGC0.338

- 5 1293CLIP1_uc001uch.1_Missense_Mutation_p.R396Q|CLIP1_uc001uci.1_Missense_Mutation_p.R396Q|CLIP1_uc001ucj.1_Missense_Mutation_p.R97Q|CLIP1_uc009zxo.1_5'Flank|CLIP1_uc010tae.1_IntronNM_002956 NP_002947 P30622 CLIP1_HUMAN Potential. 3ATGTCCGTCCCGGGCCAGAGC0.622

+ 46 4862KNTC1_uc010taf.1_IntronNM_014708 NP_055523 P50748 KNTC1_HUMAN 10AAGAATTTCTCCTCCCGTGGA0.368

- 1 114GPR81_uc001ucw.1_IntronNM_177551 NP_808219 Q8TDS4 HCAR2_HUMANExtracellular (Potential). 0TTCTTCTTGTCTATTTCCAGA0.537

- 1 195GPR81_uc001ucw.1_IntronNM_006018 NP_006009 P49019 HCAR3_HUMANExtracellular (Potential). 2TTCTTCTTGTCTATTTCCAGA0.532

+ 6 1975ZNF664_uc001uga.2_Missense_Mutation_p.H49Y|ZNF664_uc001ugb.2_Missense_Mutation_p.H49YNM_152437 NP_689650 Q8N3J9 ZN664_HUMAN C2H2-type 2. 0ACTTCATATTCATTGGAGAGA0.353

- 5 1391 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5CAGTATTCTTCACCTTCTTCA0.557

- 19 1580TPTE2_uc009zzk.2_Intron|TPTE2_uc009zzl.2_Missense_Mutation_p.D346N|TPTE2_uc001ume.2_Missense_Mutation_p.D380N|TPTE2_uc009zzm.2_Missense_Mutation_p.D128N|TPTE2_uc010tcm.1_RNA|TPTE2_uc010tcl.1_Missense_Mutation_p.D128NNM_199254 NP_954863 Q6XPS3 TPTE2_HUMANC2 tensin-type. 0ACTTTCACATCATCATACAGA0.333

- 4 993LATS2_uc001unr.3_Missense_Mutation_p.P210SNM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10TCCACGTACGGCCGCGGCATC0.701

- 10 11921SACS_uc001uoo.2_Missense_Mutation_p.E3631K|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12CTGAGGAATTCATATATGCTC0.388

- 10 7383SACS_uc001uoo.2_Missense_Mutation_p.S2118F|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12AAAAGAATGGGAATTTTCATT0.353



+ 5 495TNFRSF19_uc001uot.2_Missense_Mutation_p.P144L|TNFRSF19_uc010tcu.1_Missense_Mutation_p.P12L|TNFRSF19_uc001uow.2_Missense_Mutation_p.P144LNM_018647 NP_061117 Q9NS68 TNR19_HUMANExtracellular (Potential).|TNFR-Cys 3. 2CCTCCTCCTCCTTACGAACCG0.458

+ 13 2009ATP12A_uc010aaa.2_Missense_Mutation_p.D614NNM_001676 NP_001667 P54707 AT12A_HUMANCytoplasmic (Potential). 6GTCAATGATCGATCCCCCTCG0.493

+ 10 990RNF17_uc010tdd.1_Missense_Mutation_p.E176K|RNF17_uc010aab.2_RNA|RNF17_uc010tde.1_Missense_Mutation_p.E317K|RNF17_uc001ups.2_Missense_Mutation_p.E256K|RNF17_uc001upq.1_Missense_Mutation_p.E317KNM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2TTATCCCCAAGAAAATGAAAT0.269

- 1 1791FAM123A_uc001uqa.2_Missense_Mutation_p.G445E|FAM123A_uc001uqc.2_Missense_Mutation_p.G445ENM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4TGCTGGACTTCCGTCCGGGTC0.622

- 2 596 GPR12_uc010tdl.1_IntronNM_005288 NP_005279 P47775 GPR12_HUMANHelical; Name=3; (Potential). 0GACAGAGGCAGAGAAAGAGGC0.527

- 19 2479FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_Missense_Mutation_p.M799INM_004119 NP_004110 P36888 FLT3_HUMANProtein kinase.|Cytoplasmic (Potential). 8549CCAGAAATTCCATTCCTTTGG0.308

+ 5 2951 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANLocalization to the growing distal tip of microtubules.|Mediates interaction with MAPRE1.0TGTTTCATCTCCTAAGAGAGT0.378

- 7 1415 NM_003045 NP_003036 P30825 CTR1_HUMANHelical; (Potential). 0AGCGCAGAGGGAGCCCACGGC0.617

+ 2 199RXFP2_uc010aba.2_Missense_Mutation_p.P26LNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANExtracellular (Potential). 0ATGATCACTCCTTCATGCCAA0.398

+ 16 1666RXFP2_uc010aba.2_Missense_Mutation_p.R491QNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANCytoplasmic (Potential). 0AGTAACATTCGACCTGGAAAA0.453

+ 22 9021 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64CTTGAATAATCACAGGCAAAT0.363

+ 5 2871 NM_004795 NP_004786 Q9UEF7 KLOT_HUMANExtracellular (Potential). 3TGGTTTCCCGGGCCCAGAAAC0.443

- 2 669SMAD9_uc001uvx.2_Missense_Mutation_p.P109L|SMAD9_uc010tep.1_5'UTRNM_001127217 NP_001120689 O15198 SMAD9_HUMAN MH1. 0GCACTCCAGCGGCTTCAGCTC0.607

- 23 2622POSTN_uc010tet.1_Missense_Mutation_p.S336F|POSTN_uc001uwp.3_Missense_Mutation_p.S778F|POSTN_uc001uwr.2_Missense_Mutation_p.S780F|POSTN_uc001uwq.2_Missense_Mutation_p.S750FNM_006475 NP_006466 Q15063 POSTN_HUMAN 2TTTTCACTGAGAACGACCTTC0.308

- 3 1098TRPC4_uc010abv.2_5'UTR|TRPC4_uc001uwt.2_Missense_Mutation_p.R288K|TRPC4_uc010tey.1_Missense_Mutation_p.R288K|TRPC4_uc010abw.2_Intron|TRPC4_uc010abx.2_Missense_Mutation_p.R288K|TRPC4_uc010aby.2_Missense_Mutation_p.R288KNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANCytoplasmic (Potential).|Multimerization domain (By similarity).6CAATTTTAGTCTTGCAAGATC0.388

+ 1 3076 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 6.|Extracellular (Potential). 11TGACAGACATCATGTGGTGCC0.507

- 3 945HTR2A_uc001vbr.2_Missense_Mutation_p.D171N|HTR2A_uc010acr.2_Missense_Mutation_p.D271NNM_000621 NP_000612 P28223 5HT2A_HUMANCytoplasmic (By similarity). 6GTGCCAAGATCACTTACACAC0.453

+ 1 2488 NR_003268 0CCTGGATTTTCCCCCCCTACC0.522

- 10 2684ATP7B_uc010adv.2_Intron|ATP7B_uc001vfx.2_Missense_Mutation_p.G681R|ATP7B_uc001vfy.2_Missense_Mutation_p.G732R|ATP7B_uc010tgt.1_Missense_Mutation_p.G843R|ATP7B_uc010tgu.1_Missense_Mutation_p.G795R|ATP7B_uc010tgv.1_Missense_Mutation_p.G765R|ATP7B_uc001vfv.2_Missense_Mutation_p.G115R|ATP7B_uc010tgs.1_Missense_Mutation_p.G115RNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3AGGACTTTCCCATCCACTGGA0.542

+ 4 606CKAP2_uc001vgt.2_Missense_Mutation_p.P136S|CKAP2_uc001vgu.2_Missense_Mutation_p.P136S|CKAP2_uc010tha.1_Missense_Mutation_p.P88SNM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2TGAAGATGATCCCCAAAGTCA0.323

- 2 2248PCDH9_uc001vil.2_Missense_Mutation_p.R519Q|PCDH9_uc010thl.1_Missense_Mutation_p.R519Q|PCDH9_uc001vin.3_Missense_Mutation_p.R519QNM_203487 NP_982354 Q9HC56 PCDH9_HUMANExtracellular (Potential).|Cadherin 5. 6TCCTGTTTTTCGGTCCAGATC0.433

- 8 2083DACH1_uc010tho.1_Missense_Mutation_p.P406S|DACH1_uc010thp.1_Missense_Mutation_p.P352SNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1AAAGGAGATGGAAAACCTGGA0.468

- 2 383 NM_001071775 NP_001065243 Q08AG7 MZT1_HUMAN 0CTTAATAACCGATGATAAAGC0.343

- 1 1188 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANExtracellular (Potential).|LRR 2. 5CCCCAGAAAAGCCCCCGGAAC0.448

+ 4 570CLDN10_uc001vmg.2_Missense_Mutation_p.S168L|CLDN10_uc010tii.1_Missense_Mutation_p.S149L|DZIP1_uc010afn.2_RNANM_006984 NP_008915 P78369 CLD10_HUMANHelical; (Potential). 1GCAGGAGCCTCACTGTGCATA0.378

+ 2 205CLYBL_uc010tix.1_Missense_Mutation_p.S64F|CLYBL_uc010tiy.1_Missense_Mutation_p.S64FNM_206808 NP_996531 Q8N0X4 CLYBL_HUMAN 0AAGATTCCATCCCTGAATGTA0.408

- 10 1477TMTC4_uc001vot.2_Splice_Site_p.K458_splice|TMTC4_uc010tja.1_Splice_Site_p.K328_splice|TMTC4_uc001vov.1_Splice_Site_p.K184_splice|TMTC4_uc001vow.1_Splice_Site_p.K222_spliceNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3TCAGTTGATACCTTTTTCTTG0.498

- 4 578TMTC4_uc001vot.2_Missense_Mutation_p.R159W|TMTC4_uc010tja.1_IntronNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3TGCAGCCTCCGGCCTTTACTG0.612

- 2 733KDELC1_uc001vpr.3_5'UTR|BIVM_uc001vps.2_5'Flank|BIVM_uc010agc.2_5'FlankNM_024089 NP_076994 Q6UW63 KDEL1_HUMAN Filamin. 1TGTTGCCCTTGGAATTTAATT0.318

- 4 545GRTP1_uc010tkb.1_Missense_Mutation_p.G72R|GRTP1_uc010tkc.1_Missense_Mutation_p.G150R|GRTP1_uc010agv.1_RNANM_024719 NP_078995 Q5TC63 GRTP1_HUMANRab-GAP TBC. 0TAGCCCACTCCCTGGTTATGG0.622

- 2 328ADPRHL1_uc001vtp.1_5'UTRNM_138430 NP_612439 Q8NDY3 ARHL1_HUMAN 0ACCATCTCCCGGTACAGATCA0.567

+ 1 224 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMANHelical; Name=2; (Potential). 2TGTCAGGCTTCTTTTGCTACC0.408

+ 1 283 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANExtracellular (Potential). 3TATCTCCTTTGAGGGTTGCAT0.403

+ 17 2782RPGRIP1_uc001wah.2_Missense_Mutation_p.P570S|RPGRIP1_uc001wai.2_Missense_Mutation_p.P254S|RPGRIP1_uc001wak.2_Missense_Mutation_p.P403S|RPGRIP1_uc010aim.2_Missense_Mutation_p.P311S|RPGRIP1_uc001wal.2_Missense_Mutation_p.P287S|RPGRIP1_uc001wam.2_Missense_Mutation_p.P245SNM_020366 NP_065099 Q96KN7 RPGR1_HUMAN 7TTGGAAGTTTCCCTACATACC0.443

- 11 1935CDH24_uc001wik.3_RNA|CDH24_uc010akf.2_Missense_Mutation_p.G521SNM_022478 NP_071923 Q86UP0 CAD24_HUMANCadherin 5.|Extracellular (Potential). 1GCATCAGGGCCCAGAGGACCT0.572

- 32 4698 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4CTCCAGGGCTGACTGCAGCTC0.602

+ 7 894DCAF11_uc001wlw.2_Missense_Mutation_p.R205H|DCAF11_uc001wlz.2_Missense_Mutation_p.R105H|DCAF11_uc001wly.2_Missense_Mutation_p.R161H|DCAF11_uc001wme.2_Missense_Mutation_p.R165H|DCAF11_uc010tny.1_Missense_Mutation_p.R72H|DCAF11_uc001wmd.2_Missense_Mutation_p.R205H|DCAF11_uc001wmc.2_Missense_Mutation_p.R105H|DCAF11_uc001wmb.3_Missense_Mutation_p.R179H|DCAF11_uc001wma.3_Missense_Mutation_p.R205HNM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN WD 1. 0CGATATGGCCGTTTCCGTAAA0.488

- 4 493 NM_001911 NP_001902 P08311 CATG_HUMAN Peptidase S1. 2TTCCCCTCCTCATGCTGACCC0.617

- 5 865 NM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0ATTTTAAAATCGAGGAATCTG0.473

+ 26 3294DAAM1_uc001xea.1_Missense_Mutation_p.R1047C|DAAM1_uc001xec.1_RNANM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN DAD. 1GAAACGGAATCGCAAACGTAT0.368

+ 43 6795SYNE2_uc001xgl.2_Missense_Mutation_p.L2189FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANPotential.|Cytoplasmic (Potential). 14TAAGAAATTCCTCAAGAAAGC0.398

+ 99 18235SYNE2_uc001xgl.2_Missense_Mutation_p.R6002H|SYNE2_uc010apy.2_Missense_Mutation_p.R2387H|SYNE2_uc001xgn.2_Missense_Mutation_p.R964H|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Intron|SYNE2_uc001xgq.2_Missense_Mutation_p.R367HNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANSpectrin 5.|Cytoplasmic (Potential). 14ATTAACGATCGTTGGCAACAT0.388

+ 1 280 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2CACCTACACAGATGACCGTGC0.512

- 2 1426 NM_003814 NP_003805 O43506 ADA20_HUMANPeptidase M12B.|Extracellular (Potential). 1ATTATGACCAAGCTCGTGGCC0.418

+ 14 1578RGS6_uc010ttn.1_Missense_Mutation_p.R352Q|RGS6_uc001xmx.3_Missense_Mutation_p.R352Q|RGS6_uc010tto.1_RNA|RGS6_uc001xmy.3_Missense_Mutation_p.R352Q|RGS6_uc010ttp.1_Missense_Mutation_p.R283Q|RGS6_uc001xmz.1_Missense_Mutation_p.R213QNM_004296 NP_004287 P49758 RGS6_HUMAN RGS. 3CAGTTTCTACGATTCCTGGAG0.473

+ 10 1307RBM25_uc010ttu.1_Missense_Mutation_p.R367C|RBM25_uc001xnp.2_Missense_Mutation_p.R162CNM_021239 NP_067062 P49756 RBM25_HUMANNecessary for nuclear speckle localization.|Glu-rich.|Arg-rich.4agagagagaTCGTGACCGGGA0.214

+ 18 2492PAPLN_uc001xnw.3_Missense_Mutation_p.G750S|PAPLN_uc010arl.2_Intron|PAPLN_uc010ttw.1_RNA|PAPLN_uc010tty.1_Missense_Mutation_p.G761S|PAPLN_uc010arm.2_5'UTR|PAPLN_uc010arn.2_5'UTRNM_173462 NP_775733 O95428 PPN_HUMANBPTI/Kunitz inhibitor. 3TGCCTCTGTGGGCCAATGTAA0.617



+ 1 699 NM_019589 NP_062535 P49750 YLPM1_HUMAN 3CCGTCCCCTTCGCAGTCCCCA0.602

- 15 1983NEK9_uc001xrk.2_Missense_Mutation_p.A110VNM_033116 NP_149107 Q8TD19 NEK9_HUMAN RCC1 4. 5ATCAATAGCAGCTGTGTGAGT0.403

+ 5 1057NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.R323HNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential).|Laminin G-like 3. 10AACAGCAGGCGCACGCCATTC0.557

+ 2 1836FLRT2_uc010atd.2_Missense_Mutation_p.L357FNM_013231 NP_037363 O43155 FLRT2_HUMANExtracellular (Potential).|LRRCT. 4AAATATGAATCTTTTGTCCTG0.542

- 7 1994KCNK10_uc001xwm.2_Missense_Mutation_p.E518K|KCNK10_uc001xwn.2_Missense_Mutation_p.E518KNM_021161 NP_066984 P57789 KCNKA_HUMANCytoplasmic (Potential). 5TTCTCCAACTCAGCGTGCTGC0.502

- 43 6032EML5_uc001xxf.2_Missense_Mutation_p.R736Q|EML5_uc001xxd.2_Missense_Mutation_p.R114Q|EML5_uc001xxe.2_Missense_Mutation_p.R298QNM_183387 NP_899243 Q05BV3 EMAL5_HUMAN WD 29. 3ACTGGTAAATCGAATATTTGT0.433

- 3 983DDX24_uc010twq.1_Missense_Mutation_p.S252F|DDX24_uc010twr.1_Missense_Mutation_p.S45FNM_020414 NP_065147 Q9GZR7 DDX24_HUMANHelicase ATP-binding. 4CAATGCATCAGACTCAGCTTC0.552

+ 24 2610 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4TCAGATGATTCATTCCGGACT0.403

+ 3 1085BDKRB2_uc010avl.1_3'UTR|BDKRB2_uc010twu.1_Missense_Mutation_p.R270C|BDKRB2_uc001yfg.2_Missense_Mutation_p.R297CNM_000623 NP_000614 P30411 BKRB2_HUMANExtracellular (Potential). 5TACGCTGCATCGCCTCGGCAT0.577

+ 3 407EML1_uc010avt.1_Missense_Mutation_p.S100F|EML1_uc010tww.1_Missense_Mutation_p.S82F|EML1_uc001ygq.2_Missense_Mutation_p.S113F|EML1_uc001ygr.2_Missense_Mutation_p.S113FNM_004434 NP_004425 O00423 EMAL1_HUMAN 5TCTCTACCATCCCCCTCCGGG0.498

+ 3 997WDR25_uc001yhm.2_Missense_Mutation_p.P294S|WDR25_uc001yhn.2_Missense_Mutation_p.P302S|WDR25_uc010avy.2_Intron|WDR25_uc001yho.2_Missense_Mutation_p.P45SNM_001161476 NP_001154948 Q64LD2 WDR25_HUMAN WD 2. 0CCGGTGGGCTCCCTGTGGCCG0.622

+ 34 7089DYNC1H1_uc001ykt.1_5'FlankNM_001376 NP_001367 Q14204 DYHC1_HUMANAAA 2 (By similarity). 10CGATGTGGATCCAGAGTGGGT0.507

+ 11 1210 NM_015156 NP_055971 Q9UKL0 RCOR1_HUMAN SANT 2. 1AGATTTTCAGGCAATCTCAGA0.338

+ 15 2351MARK3_uc001ymx.3_Missense_Mutation_p.R562H|MARK3_uc001ymw.3_Missense_Mutation_p.R562H|MARK3_uc001yna.3_Missense_Mutation_p.R546H|MARK3_uc001ymy.3_Missense_Mutation_p.R483H|MARK3_uc010awp.2_Missense_Mutation_p.R585H|MARK3_uc010tyb.1_Missense_Mutation_p.R357H|MARK3_uc010awq.2_Missense_Mutation_p.R144HNM_001128918 NP_001122390 P27448 MARK3_HUMAN 4ACTGCCAGTCGTAGCACTTTC0.567

+ 35 4070TDRD9_uc001yon.3_Nonsense_Mutation_p.W894*NM_153046 NP_694591 Q8NDG6 TDRD9_HUMAN 3CCCTACGAGTGGAATCAGGTG0.488

+ 12 3800 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1ACACTTGGCTCCCCCCGGCTG0.697

- 7 5615AHNAK2_uc001ypx.2_Missense_Mutation_p.S1732LNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CACCCCGAACGACGGCATCTT0.612

+ 1 961MKRN3_uc001ywi.2_Intron|MKRN3_uc010ayi.1_Missense_Mutation_p.A162GNM_005664 NP_005655 Q13064 MKRN3_HUMAN 10GCCCCCCCGGCTGCATCCTCC0.647

- 1 891 NM_002487 NP_002478 Q99608 NECD_HUMAN MAGE. 0TTGGTGATTTCGCGGCTGGCC0.572

- 4 458_459OCA2_uc010ayv.2_Missense_Mutation_p.H117YNM_000275 NP_000266 Q04671 P_HUMANCytoplasmic (Potential). 5AACTCTGGATGGTAAACAGGTA0.495

+ 2 194RYR3_uc010bar.2_Missense_Mutation_p.G42RNM_001036 NP_001027 Q15413 RYR3_HUMANCytoplasmic (By similarity). 10GGCAGCCGAGGGACTTGGGAA0.547

+ 6 566RYR3_uc010bar.2_Nonsense_Mutation_p.R166*NM_001036 NP_001027 Q15413 RYR3_HUMANMIR 2.|Cytoplasmic (By similarity). 10AGAGAAAGTTCGAATTGGCGA0.433

+ 54 8088RYR3_uc010bar.2_Missense_Mutation_p.R2673QNM_001036 NP_001027 Q15413 RYR3_HUMAN3.|Cytoplasmic (By similarity).|4 X approximate repeats.10TGGCCTGCGCGAGAGTCCCTG0.527

- 20 2457PLCB2_uc001zlc.2_5'Flank|PLCB2_uc010bbo.2_Missense_Mutation_p.R715Q|PLCB2_uc010ucm.1_Missense_Mutation_p.R719QNM_004573 NP_004564 Q00722 PLCB2_HUMAN C2. 8CAGCTTAGTTCGATAGCGCCT0.577

- 16 1712ATP8B4_uc010ber.2_Missense_Mutation_p.G397R|ATP8B4_uc010ufd.1_Intron|ATP8B4_uc010ufe.1_RNANM_024837 NP_079113 Q8TF62 AT8B4_HUMANCytoplasmic (Potential). 8ACTAGTGTTCCCAATTCTTCT0.398

+ 7 1225SCG3_uc010ufz.1_Missense_Mutation_p.E41KNM_013243 NP_037375 Q8WXD2 SCG3_HUMAN 1CAACTTTGAGGAACTCCAATA0.383

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7AATAGCAGCAGAATTTCAAAT0.388

+ 29 6145UNC13C_uc002acm.2_5'UTRNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 2. 7GATATCTGTTCATGTGGACAT0.428

+ 2 1559CGNL1_uc010bfw.2_Missense_Mutation_p.E495KNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11TAAAAAGGAGGAGGAGGTGAA0.512 rs141642509

+ 4 683LACTB_uc002alv.2_Missense_Mutation_p.S215FNM_032857 NP_116246 P83111 LACTB_HUMAN 0TTACTGATTTCCCATTTAAGT0.299

- 6 785 NM_194272 NP_919248 Q6ZRY4 RBPS2_HUMAN 0GGCAGTGGCAGTTGGGTAGGT0.622

- 20 4247DPP8_uc002aow.2_Missense_Mutation_p.S890L|DPP8_uc010uiv.1_RNA|DPP8_uc002aox.2_Missense_Mutation_p.S874L|DPP8_uc002aoy.2_Missense_Mutation_p.S839L|DPP8_uc002aoz.2_Missense_Mutation_p.S774L|DPP8_uc010bhj.2_Missense_Mutation_p.S890L|DPP8_uc002apa.2_Missense_Mutation_p.S683L|DPP8_uc010bhi.2_Missense_Mutation_p.S193LNM_130434 NP_569118 Q6V1X1 DPP8_HUMAN 1AGCAATACGTGATCCAAGGTT0.388

+ 4 2007SMAD6_uc010bhx.2_RNA|SMAD6_uc002aqg.2_Nonsense_Mutation_p.Q101*NM_005585 NP_005576 O43541 SMAD6_HUMAN MH2. 1CGACCTACCTCAGGGCAGCGG0.667

+ 9 1347IQCH_uc010ujv.1_Missense_Mutation_p.A253T|IQCH_uc002aqn.1_Missense_Mutation_p.A261T|IQCH_uc002aqq.1_Missense_Mutation_p.A182T|IQCH_uc002aqp.1_Missense_Mutation_p.A186TNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4TCGCATTCGAGCCAAGGTGCA0.433

+ 16 2467IQCH_uc002aqq.1_Missense_Mutation_p.G464E|IQCH_uc002aqp.1_Missense_Mutation_p.G468E|uc002aqr.1_RNANM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4CTCCAAATTGGAAAAGCCTGC0.463

+ 6 2386 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0TATCCCAGGCGAAGATGGGCT0.522

- 26 3198ITGA11_uc010bib.2_Nonsense_Mutation_p.W1038*NM_001004439 NP_001004439 Q9UKX5 ITA11_HUMANExtracellular (Potential). 3TGCTATTGCCCCAGATGTTAC0.582

+ 12 1650LRRC49_uc002asu.2_Missense_Mutation_p.S458F|LRRC49_uc002asx.2_Missense_Mutation_p.S424F|LRRC49_uc010ukf.1_Missense_Mutation_p.S473F|LRRC49_uc002asy.2_Missense_Mutation_p.S174F|LRRC49_uc002asz.2_Missense_Mutation_p.S440FNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1TTTCCTAATTCTCTGGTAAAT0.328

- 4 811 NM_001102658 NP_001096128 P0C5K7 CT62_HUMAN 0CCTGACACTTCATGGGAATCC0.488

+ 10 1086LMAN1L_uc010bke.1_Missense_Mutation_p.P350SNM_021819 NP_068591 Q9HAT1 LMA1L_HUMANLumenal (Potential). 0CTGCCAGATTCCATCCACCCC0.612

+ 11 1164LMAN1L_uc010bke.1_Missense_Mutation_p.G376RNM_021819 NP_068591 Q9HAT1 LMA1L_HUMANLumenal (Potential). 0CCTGCTCCATGGACAGTGGAC0.607

- 18 3008ADAMTS7_uc010und.1_IntronNM_014272 NP_055087 Q9UKP4 ATS7_HUMAN TSP type-1 3. 0CAAGGGGTTTCAGTAGGGGGC0.687

+ 12 1992IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.I539S|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.I581S|IL16_uc002bgg.2_Missense_Mutation_p.I539S|IL16_uc002bgi.1_5'UTR|IL16_uc002bgj.2_Missense_Mutation_p.I33S|IL16_uc002bgk.2_5'FlankNM_172217 NP_757366 Q14005 IL16_HUMAN 4GACGTGGACATCAGCACACAC0.627

- 12 2005FSD2_uc010uol.1_Missense_Mutation_p.G568E|FSD2_uc010uom.1_Missense_Mutation_p.G568ENM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN B30.2/SPRY. 1AATTAGATTTCCCATGACAGC0.527

- 5 2973BNC1_uc010uos.1_Missense_Mutation_p.G950DNM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 6. 3GGTGTTGCAGCCTGGTACTTT0.502

- 4 536BNC1_uc010uos.1_Nonsense_Mutation_p.K138*NM_001717 NP_001708 Q01954 BNC1_HUMAN 3TCCAACACCTTTCCTGATGCA0.428

+ 5 625SH3GL3_uc010uot.1_Nonsense_Mutation_p.Q144*|SH3GL3_uc002bjx.2_Nonsense_Mutation_p.Q75*|SH3GL3_uc002bju.2_Nonsense_Mutation_p.Q152*|SH3GL3_uc002bjv.2_RNANM_003027 NP_003018 Q99963 SH3G3_HUMAN BAR. 3TGATCCACTTCAGTTACTACA0.333



- 19 2590NTRK3_uc002bmh.2_Missense_Mutation_p.E788K|NTRK3_uc002bmf.1_Missense_Mutation_p.E796KNM_001012338 NP_001012338 Q16288 NTRK3_HUMANCytoplasmic (Potential).|Protein kinase. 281TGCTGTGGTTCCCTCTGCCAG0.542

- 2 268MFGE8_uc002bnf.3_5'UTR|MFGE8_uc002bnh.3_Missense_Mutation_p.S52L|MFGE8_uc010bnn.2_Missense_Mutation_p.S44L|MFGE8_uc010upq.1_Intron|MFGE8_uc010upr.1_Missense_Mutation_p.S52L|MFGE8_uc010bno.2_IntronNM_005928 NP_005919 Q08431 MFGM_HUMAN EGF-like. 1GCAGGTGTACGAGGGGAAGAC0.542 rs145851768

- 13 1369VPS33B_uc002bqq.1_Missense_Mutation_p.R248C|VPS33B_uc010uqu.1_Missense_Mutation_p.R312CNM_018668 NP_061138 Q9H267 VP33B_HUMAN 2CTCAGCAGGCGGTGCTCCTGT0.562 rs140237411

+ 3 1855NHLRC4_uc002chl.2_5'Flank|PIGQ_uc010bqw.2_5'FlankNM_145270 NP_660313 P0CG20 CP011_HUMAN 1CTCCAGCGTCCCACCCCCAGG0.697

- 3 461 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4CAGTGTGCACGGGTAGGTGAC0.557

- 11 1151_1152 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN 2ACCCAGATCTCCTCTGGGGGTG0.634

+ 11 7006SRRM2_uc002crj.1_Missense_Mutation_p.G2057S|SRRM2_uc002crl.1_Missense_Mutation_p.G2153S|SRRM2_uc010bsu.1_Missense_Mutation_p.G2057SNM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4GCAGCAAGCCGGCGGCTCCAT0.552

- 3 1028CREBBP_uc002cvw.2_Missense_Mutation_p.P275LNM_004380 NP_004371 Q92793 CBP_HUMANInteraction with SRCAP. 127CTGTCCAAATGGACTTGTGTT0.498

+ 5 529 NM_014692 NP_055507 O43304 S14L5_HUMAN PRELI/MSF1. 0CTTTCAGGTCCACCCTGAGAA0.582

- 13 4267GRIN2A_uc010uym.1_Missense_Mutation_p.L1240P|GRIN2A_uc010uyn.1_Missense_Mutation_p.L1083P|GRIN2A_uc002czr.3_Missense_Mutation_p.L1240PNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CCCCATCCGCAGGCAGGCATC0.582

- 12 3114GRIN2A_uc010uym.1_Missense_Mutation_p.R856W|GRIN2A_uc010uyn.1_Missense_Mutation_p.R699W|GRIN2A_uc002czr.3_Missense_Mutation_p.R856WNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AACCCAGGCCGGTCGGAGCAC0.567

- 5 1067 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2GAACTGCCTCCACATCTGATC0.557

- 4 557FAM18A_uc010uyr.1_RNA|FAM18A_uc010uys.1_RNA|FAM18A_uc010uyt.1_RNA|FAM18A_uc010bun.2_RNA|FAM18A_uc010uyu.1_RNA|FAM18A_uc002dad.3_RNA|FAM18A_uc002daf.1_RNA|FAM18A_uc002dae.1_Missense_Mutation_p.E32KNM_001079512 NP_001072980 A6NH52 FA18A_HUMAN 0TTCCCATCTTCATCTATCTGG0.498

+ 9 1087ABCC6P1_uc010vam.1_Missense_Mutation_p.A239VNR_003569 0TACCTCCTCGCCGTGCTGATG0.572

- 51 9082SMG1_uc010bwb.2_Missense_Mutation_p.L2767F|SMG1_uc010bwa.2_Missense_Mutation_p.L1638FNM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16TAGGCCTGAAGAGATTCCACT0.483

+ 14 2958TMC5_uc010vaq.1_Missense_Mutation_p.L685F|TMC5_uc002dgb.3_Missense_Mutation_p.L737F|TMC5_uc010var.1_Missense_Mutation_p.L737F|TMC5_uc002dgd.1_Missense_Mutation_p.L491F|TMC5_uc002dge.3_Missense_Mutation_p.L491F|TMC5_uc002dgf.3_Missense_Mutation_p.L420F|TMC5_uc002dgg.3_Missense_Mutation_p.L378FNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANHelical; (Potential). 1CTACCGGCTCCTTCTGATGGA0.483

- 53 10430DNAH3_uc010vbd.1_Missense_Mutation_p.R912QNM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18CCGCAAACATCGAAGGATCAC0.527

- 52 8263DNAH3_uc010vbd.1_Missense_Mutation_p.E190KNM_017539 NP_060009 Q8TD57 DYH3_HUMANStalk (By similarity). 18CCCTCACATTCGTTCTGTGGG0.597

- 37 5399 NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 2 (By similarity).p.W1800*(1) 18ATTTTCAATCCAAATAGCATC0.403

+ 9 1017SLC5A11_uc002dms.2_Missense_Mutation_p.R198Q|SLC5A11_uc010vcd.1_Missense_Mutation_p.R227Q|SLC5A11_uc002dmt.2_Intron|SLC5A11_uc010vce.1_Missense_Mutation_p.R192Q|SLC5A11_uc010bxt.2_Missense_Mutation_p.R198QNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANExtracellular (Potential). 2CATATTTTCCGAGATCCGCTG0.572

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2GGAAGAGGGTGATAAATGAGG0.468

- 4 784XPO6_uc002dpb.1_Missense_Mutation_p.L81F|XPO6_uc010vcp.1_Missense_Mutation_p.L95FNM_015171 NP_055986 Q96QU8 XPO6_HUMANImportin N-terminal. 2TGAGCCAAAAGGAGTTTGGGC0.408

- 12 1258uc010vct.1_Intron|CLN3_uc002dpl.2_Missense_Mutation_p.S234F|CLN3_uc010vcu.1_Missense_Mutation_p.S212F|CLN3_uc002dpn.2_Missense_Mutation_p.S213F|CLN3_uc002dpm.2_Missense_Mutation_p.S258F|CLN3_uc010vcv.1_Missense_Mutation_p.S288F|CLN3_uc010byd.2_Intron|CLN3_uc002dpp.2_Missense_Mutation_p.S312F|CLN3_uc002dpt.1_Missense_Mutation_p.S212F|CLN3_uc002dpq.1_Missense_Mutation_p.S264F|CLN3_uc010bye.1_Missense_Mutation_p.S295F|CLN3_uc002dpr.1_RNA|CLN3_uc010byf.1_RNA|CLN3_uc002dps.1_Missense_Mutation_p.S185F|CLN3_uc002dpu.1_Missense_Mutation_p.S210F|CLN3_uc002dpw.1_Missense_Mutation_p.S159F|CLN3_uc010vcw.1_Missense_Mutation_p.S258F|CLN3_uc002dqa.2_3'UTR|CLN3_uc010vcx.1_3'UTRNM_000086 NP_000077 Q13286 CLN3_HUMAN 0GTGACTCAGGGAAGTGTTCCA0.617

- 5 560uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|DOC2A_uc002dvl.2_Missense_Mutation_p.P154S|DOC2A_uc002dvn.2_Missense_Mutation_p.P154S|DOC2A_uc010vef.1_RNA|DOC2A_uc002dvo.2_Missense_Mutation_p.P154S|DOC2A_uc002dvp.2_Missense_Mutation_p.P154S|DOC2A_uc002dvq.2_Missense_Mutation_p.P154SNM_003586 NP_003577 Q14183 DOC2A_HUMAN C2 1. 2TTCCACACGGGATTCAGTGTG0.562

- 3 757ZNF764_uc002dyr.1_Missense_Mutation_p.R225CNM_033410 NP_219363 Q96H86 ZN764_HUMAN 1CGCTCCCCACGATGGATGGCC0.667

- 3 1047ZNF689_uc010bzy.2_5'UTRNM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 4. 0CGGCTCCTCCGGAAGCAGCGA0.607

+ 25 5862SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Missense_Mutation_p.S1621L|SRCAP_uc010bzz.1_Missense_Mutation_p.S1396LNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTTGTGGTTTCGGCATCTGGT0.378

+ 4 2161 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 12. 4ACTACACATCAGAGAAGTCAT0.438

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATACTGGAGAGAGA0.453

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4ACTACACATCGGAGAAGTCAT0.433 rs146914846

+ 4 2341 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATAGTGGAGAGAGA0.418

- 15 2537ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMAN 3CCAGCATCTTCCTCTCTCTCA0.448

- 13 2225ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transporter 1. 3AGGGGGTCGTCCAGCAGGTAG0.632

+ 5 2575NOD2_uc010cbl.1_Missense_Mutation_p.D602N|NOD2_uc010cbm.1_Missense_Mutation_p.D602N|NOD2_uc010cbn.1_Intron|NOD2_uc010cbo.1_Intron|NOD2_uc010cbp.1_Intron|NOD2_uc010cbq.1_5'UTR|NOD2_uc010cbr.1_IntronNM_022162 NP_071445 Q9HC29 NOD2_HUMAN LRR 2. 4TAGTTTGCGCGATAACAATAT0.408 rs61755272

+ 7 1455MMP2_uc010vhd.1_Missense_Mutation_p.D306N|MMP2_uc010ccc.2_Missense_Mutation_p.D332NNM_004530 NP_004521 P08253 MMP2_HUMANFibronectin type-II 3.|Collagen-binding. 11AGCCAACTACGATGATGACCG0.572

- 4 589CES1_uc002eil.2_Missense_Mutation_p.E162K|CES1_uc002ein.2_Missense_Mutation_p.E161KNM_001025194 NP_001020365 P23141 EST1_HUMAN 0ACCACGTTTTCATGGGCAGCA0.567

+ 46 5536NLRC5_uc010ccr.1_RNA|NLRC5_uc010ccs.1_RNA|NLRC5_uc002eko.1_RNA|NLRC5_uc002ekq.1_Missense_Mutation_p.E313K|NLRC5_uc002ekr.1_Missense_Mutation_p.E658KNM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 CCCTGCCCTGgaagtaatctt0.294

+ 10 1563SLC9A5_uc010cee.2_Nonsense_Mutation_p.W205*|SLC9A5_uc010vji.1_Nonsense_Mutation_p.W4*NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2TCTGTAGGTGGGAGCAGTTTG0.597

+ 18 1836WWP2_uc002exv.1_Missense_Mutation_p.G583R|WWP2_uc010vlm.1_Missense_Mutation_p.G467R|WWP2_uc010vln.1_Missense_Mutation_p.G201R|WWP2_uc002exw.1_Missense_Mutation_p.G144RNM_007014 NP_008945 O00308 WWP2_HUMAN HECT. 6TGAATATGCCGGAAAGAACAA0.463

+ 6 1558CLEC18C_uc002exy.2_Intron|PDPR_uc010vlr.1_Missense_Mutation_p.Q101K|PDPR_uc002eyg.1_5'FlankNM_017990 NP_060460 Q8NCN5 PDPR_HUMAN 1TGCTGCCTCCCAAAATGGTGA0.512

- 8 4598ZFHX3_uc002fcl.2_Nonsense_Mutation_p.R395*NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4TTCCCATCTCGATCTGGAACA0.478

- 5 814CLEC18B_uc002fcu.2_Missense_Mutation_p.S205L|CLEC18B_uc010vmu.1_Missense_Mutation_p.S125L|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0TGTGCAGAGCGAACACCAGGC0.612

- 4 409LDHD_uc002fdn.2_Missense_Mutation_p.R121QNM_153486 NP_705690 Q86WU2 LDHD_HUMANFAD-binding PCMH-type. 0CTCCAGGATTCGGTCCATATG0.632

- 20 3529ADAMTS18_uc010chc.1_Missense_Mutation_p.P625LNM_199355 NP_955387 Q8TE60 ATS18_HUMAN TSP type-1 3. 18CTGCAGCTCAGGTCTGGGGAG0.602

- 9 1746ADAMTS18_uc010chc.1_Missense_Mutation_p.G31C|ADAMTS18_uc002ffe.1_Missense_Mutation_p.G139C|ADAMTS18_uc010vni.1_RNANM_199355 NP_955387 Q8TE60 ATS18_HUMANPeptidase M12B. 18TGAATCATACCAAAGCTGAAA0.393

+ 9 1242WWOX_uc010vnk.1_Missense_Mutation_p.G260R|WWOX_uc002ffl.2_Missense_Mutation_p.G193R|WWOX_uc010che.2_Missense_Mutation_p.R157KNM_016373 NP_057457 Q9NZC7 WWOX_HUMANInteraction with MAPT (By similarity). 0GGGTCTGGGAGGGATGTACTT0.547

- 7 1588 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1TAGCTGAAAAGGGAGTCAAGG0.557



+ 4 2069_2070JPH3_uc010vou.1_RNANM_020655 NP_065706 Q8WXH2 JPH3_HUMANCytoplasmic (Potential). 2AGCTGCAGGAGGAGAAGCTGAG0.653

- 4 465PITPNA_uc010cjt.2_Translation_Start_Site|PITPNA_uc010cju.2_Translation_Start_Site|PITPNA_uc010vqn.1_RNANM_006224 NP_006215 Q00169 PIPNA_HUMAN 1TCGAACAAACGTGGGTACTTT0.517

+ 21 3233USP6_uc002gav.1_Missense_Mutation_p.D335N|USP6_uc010ckz.1_5'UTR|uc002gbd.2_5'FlankNM_004505 NP_004496 P35125 UBP6_HUMAN 5GGCCATGAACGATGACACCGT0.577 rs145087393

+ 36 5951USP6_uc002gav.1_Missense_Mutation_p.D1241N|USP6_uc010ckz.1_Missense_Mutation_p.D924NNM_004505 NP_004496 P35125 UBP6_HUMAN 5TGAGCTGGCTGACGCCTTGAG0.557

- 20 3222DLG4_uc010vtm.1_Intron|DLG4_uc010vtn.1_Missense_Mutation_p.S571L|DLG4_uc010cly.2_Missense_Mutation_p.S628L|DLG4_uc010vto.1_Missense_Mutation_p.S671LNM_001365 NP_001356 P78352 DLG4_HUMANGuanylate kinase-like. 2GGCATTGGCCGAGACATCGAG0.687

+ 41 6548 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 2 (By similarity). 13TCGAGAACATGAACTCCGTCA0.587

+ 50 7917 NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13GGACTTCCATGATACCAAGTC0.522

+ 6 624KDM6B_uc002gix.2_5'FlankNM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2GCGCCCACTCCAAGACCCCTC0.637 rs141369717

+ 10 1317KDM6B_uc002gix.2_5'FlankNM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2CACCCATATCCATACCCAGCT0.642

+ 6 976CHD3_uc002gjd.2_Nonsense_Mutation_p.R335*|CHD3_uc002gjf.2_Nonsense_Mutation_p.R276*|CHD3_uc002gjg.1_Nonsense_Mutation_p.R108*NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1TAAGAGCCCCCGAGTGCCTGA0.522

+ 2 350_351ARHGEF15_uc002glb.1_Missense_Mutation_p.P77F|ARHGEF15_uc002gld.2_Missense_Mutation_p.P77F|ARHGEF15_uc010vuw.1_Missense_Mutation_p.P77FNM_173728 NP_776089 O94989 ARHGF_HUMAN Pro-rich. 3TGCTCTTTTGCCCCCCTCAGCT0.619

- 15 1918PIK3R6_uc002glr.1_RNA|PIK3R6_uc002gls.1_RNANM_001010855 NP_001010855 Q5UE93 PI3R6_HUMAN 0ACCTTCAGTTCAATGAGGAAA0.468

- 34 4937 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13TCTGCTCCTGATCTCAGCATC0.453

- 3 406 NM_002470 NP_002461 P11055 MYH3_HUMANMyosin head-like. 7CCAAGATGTGTAACGGTCCTT0.567

+ 68 12994DNAH9_uc010coo.2_Missense_Mutation_p.R3527Q|DNAH9_uc002gnf.2_Missense_Mutation_p.R621QNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20TGGGCTAGACGAGCCTACCCT0.542 rs147022425

- 6 2638 NM_020787 NP_065838 Q9P2J8 ZN624_HUMANC2H2-type 21. 2TTGATGTACAGTAAGGCTCGA0.343

- 3 411TNFRSF13B_uc010vwt.1_RNA|TNFRSF13B_uc002gqt.1_Missense_Mutation_p.S87L|TNFRSF13B_uc010vwu.1_Missense_Mutation_p.S133LNM_012452 NP_036584 O14836 TR13B_HUMANExtracellular (Potential). 2GTACCTTCCCGAGTTGTCTGA0.532

+ 3 956 NM_207313 NP_997196 Q6IEE7 T132E_HUMANExtracellular (Potential). 1CCGCCTGCCAGACCGGCCCCT0.677

+ 5 1244 NM_207313 NP_997196 Q6IEE7 T132E_HUMANExtracellular (Potential). 1GCTGGACTTTGAAATGGAGAA0.627

- 5 702DDX52_uc002hoh.1_Missense_Mutation_p.P114SNM_007010 NP_008941 Q9Y2R4 DDX52_HUMANHelicase ATP-binding. 2ATTAAAATAGGAATGCTAAAA0.403

+ 4 679THRA_uc010cwp.1_Missense_Mutation_p.R66C|THRA_uc002htv.2_Missense_Mutation_p.R66C|THRA_uc002htx.2_Missense_Mutation_p.R66CNM_003250 NP_003241 P10827 THA_HUMANNuclear receptor.|NR C4-type. 0TTATCACTACCGCTGTATCAC0.547

- 5 923 NM_002280 NP_002271 Q92764 KRT35_HUMAN Rod.|Coil 2. 2TGGTTCAGCTCCTCACTCTGA0.507

- 7 1370 NM_003771 NP_003762 O76013 KRT36_HUMAN Tail. 0CTCCCTGGAGGAGATGACTTT0.662

- 8 1514JUP_uc010wfs.1_Intron|JUP_uc002hxr.2_Missense_Mutation_p.G413S|JUP_uc002hxs.2_Missense_Mutation_p.G413SNM_021991 NP_068831 P14923 PLAK_HUMAN ARM 5. 5GAGAGTGTGCCCGTGGCACAG0.577 rs151226851

- 5 995VAT1_uc010cyw.1_Missense_Mutation_p.T158M|VAT1_uc010whk.1_Missense_Mutation_p.T224MNM_006373 NP_006364 Q99536 VAT1_HUMAN 0TTTGGGGCCCGTCAGCAGGTT0.607

- 8 989GPATCH8_uc002igv.1_Missense_Mutation_p.P231S|GPATCH8_uc010wiz.1_Missense_Mutation_p.P231SNM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN 4AGTTTGACAGGAGCCTTTTTG0.463

+ 2 323WNT9B_uc002ikx.1_Missense_Mutation_p.E96KNM_003396 NP_003387 O14905 WNT9B_HUMAN 2GTTCCGGCATGAGCGCTGGAA0.672

+ 12 1980 ITGB3_uc010wkr.1_RNANM_000212 NP_000203 P05106 ITB3_HUMANExtracellular (Potential). 6CCTACATGACGAAAATACCTG0.468 rs70940817

- 10 939SKAP1_uc002inj.1_Splice_Site_p.D276_splice|SKAP1_uc010dbd.1_Splice_Site_p.D182_splice|SKAP1_uc010dbe.1_Splice_Site_p.D276_spliceNM_003726 NP_003717 Q86WV1 SKAP1_HUMAN 0TGCTCTTCATCTGGGGGGATA0.333

- 31 2176 NM_000088 NP_000079 P02452 CO1A1_HUMANTriple-helical region. 382ACACCACGCTCGCCAGGGAAA0.642

+ 4 483_484ABCC3_uc002isk.3_Missense_Mutation_p.G135KNM_003786 NP_003777 O15438 MRP3_HUMANHelical; Name=4; (By similarity). 4ACAGTCTTCGGGGGTCCTCATT0.599

+ 23 3358ABCC3_uc002isn.2_5'FlankNM_003786 NP_003777 O15438 MRP3_HUMANABC transmembrane type-1 2.|Helical; Name=14; (By similarity).4CTGCTCAATTCCTTCTTCAAC0.542

+ 20 6666BPTF_uc002jge.2_Missense_Mutation_p.P2328Q|BPTF_uc002jgg.2_Missense_Mutation_p.P2QNM_182641 NP_872579 Q12830 BPTF_HUMAN 4GCTGCAATGCCAAATGGTACT0.527

- 35 4633ABCA9_uc010dez.2_Missense_Mutation_p.G1459ENM_080283 NP_525022 Q8IUA7 ABCA9_HUMANABC transporter 2. 6CCTCAGCCTTCCTGACACCAT0.607

+ 3 295KIF19_uc002jkj.2_Missense_Mutation_p.D53N|KIF19_uc002jkk.2_Missense_Mutation_p.D53N|KIF19_uc002jkl.2_Missense_Mutation_p.D53NNM_153209 NP_694941 Q2TAC6 KIF19_HUMAN Kinesin-motor. 0GGATCCCGACGACATCCTGCG0.647

- 2 322 NM_001080466 NP_001073935 A6NE02 BTBDH_HUMAN BTB. 0TCCTGTGGCTCCTGCAGCACC0.632

- 2 163 NM_001080466 NP_001073935 A6NE02 BTBDH_HUMAN 0CGCAGCAGCTCCTGCAAGCGC0.672

- 7 881RAB37_uc002jlc.2_Intron|RAB37_uc010dfu.2_Intron|RAB37_uc002jld.2_Intron|CD300LF_uc002jlf.2_Missense_Mutation_p.E263K|CD300LF_uc010dfw.2_RNA|CD300LF_uc002jlh.2_3'UTR|CD300LF_uc002jli.2_3'UTR|CD300LF_uc010wra.1_Missense_Mutation_p.E275KNM_139018 NP_620587 Q8TDQ1 CLM1_HUMANCytoplasmic (Potential). 1TAGGTCGGTTCCTGATCCTCA0.617

- 3 506C17orf28_uc010wrs.1_Splice_Site|C17orf28_uc002jmk.2_Nonsense_Mutation_p.W119*NM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0GCACTGTGGACCAGAAGAAGC0.667

- 22 3462EVPL_uc010wss.1_Missense_Mutation_p.E1100D|EVPL_uc010wst.1_Missense_Mutation_p.E548DNM_001988 NP_001979 Q92817 EVPL_HUMANCentral fibrous rod domain.|Potential. 4CCTTGACTACCTCTTTCACCA0.597

+ 4 869TNRC6C_uc002juf.2_Missense_Mutation_p.S90F|TNRC6C_uc002jue.2_Missense_Mutation_p.S90FNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.2TGGGGTGCTTCCAACTCCAAT0.527

+ 2 285 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3CAAATATATCGAGAACCACGG0.607

+ 3 666 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3GAGGGAGATGGTGCGGCAGGT0.652

+ 15 2542CCDC40_uc002jxm.3_Missense_Mutation_p.D622N|CCDC40_uc002jxn.3_Missense_Mutation_p.D235NNM_017950 NP_060420 Q4G0X9 CCD40_HUMAN Potential. p.D839D(1) 3CCTGGACAACGACCTGAAGAA0.527

+ 5 1003CARD14_uc002jxt.1_RNA|CARD14_uc002jxv.2_Missense_Mutation_p.E270K|CARD14_uc010wud.1_RNA|CARD14_uc002jxx.2_Missense_Mutation_p.E33K|CARD14_uc010dhu.1_Missense_Mutation_p.E68KNM_024110 NP_077015 Q9BXL6 CAR14_HUMAN Potential. 5CCTGAAGGAGGAGAATGAGAA0.617

- 14 1591NPLOC4_uc002kau.3_Missense_Mutation_p.P470L|NPLOC4_uc010wur.1_Missense_Mutation_p.P309L|NPLOC4_uc010dic.2_5'Flank|NPLOC4_uc002kas.2_5'UTRNM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2AATAGGAAATGGATTTTGCGA0.363

+ 4 480CLUL1_uc010wys.1_Missense_Mutation_p.S164F|CLUL1_uc002kkq.2_Missense_Mutation_p.S112FNM_014410 NP_055225 Q15846 CLUL1_HUMAN 2TTGGCAGATTCCTGGGGTGAA0.423



+ 6 847 NM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0AGGATATGTTCGTCCAGTACC0.373

- 12 2150MYOM1_uc002klq.2_Missense_Mutation_p.D606NNM_003803 NP_003794 P52179 MYOM1_HUMAN 5TCAGCCGGATCCAGAGCAGCC0.433

- 1 422DLGAP1_uc010wyz.1_Missense_Mutation_p.H119Y|DLGAP1_uc002kmk.2_Missense_Mutation_p.H119Y|uc002kml.1_IntronNM_004746 NP_004737 O14490 DLGP1_HUMAN 4TGCAGGGTGTGATAGCCATCG0.682

- 56 8139LAMA1_uc002knk.2_5'Flank|LAMA1_uc002knl.2_Missense_Mutation_p.A135V|LAMA1_uc010wzj.1_Missense_Mutation_p.A2158VNM_005559 NP_005550 P25391 LAMA1_HUMAN 21TGCATCGGGAGCCAGCTTAGG0.542

+ 1 481 NM_001105581 NP_001099051 A6NM36 LRC30_HUMAN LRR 4. 2ATGCTTCGCCGACCTCTCTAG0.572

- 1 609 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3CTTCATAAAGGAGTCGTCGTG0.592

+ 34 4489LAMA3_uc002kur.2_Missense_Mutation_p.S1468LNM_198129 NP_937762 Q16787 LAMA3_HUMAN 11TGTCACAGCTCACATAAGCGA0.428

+ 54 7062LAMA3_uc002kur.2_Missense_Mutation_p.E2270K|LAMA3_uc002kus.3_Missense_Mutation_p.E717K|LAMA3_uc002kut.3_Missense_Mutation_p.E661KNM_198129 NP_937762 Q16787 LAMA3_HUMANDomain II and I.|Potential. 11GACACAGAACGAAGACTTCAA0.478 rs148831718

+ 68 9012LAMA3_uc002kur.2_Missense_Mutation_p.P2920S|LAMA3_uc002kus.3_Missense_Mutation_p.P1367S|LAMA3_uc002kut.3_Missense_Mutation_p.P1311SNM_198129 NP_937762 Q16787 LAMA3_HUMAN 11TGCTTGCTCACCACTTCCCAA0.547

+ 6 1287TTC39C_uc002kuu.2_Missense_Mutation_p.H218YNM_001135993 NP_001129465 Q8N584 TT39C_HUMAN 1GCTCTGGTATCATACTGTAGT0.423

+ 4 505_506 NM_001942 NP_001933 Q02413 DSG1_HUMANExtracellular (Potential).|Cadherin 1. 7CCACCATATGGGATCTTTGTCA0.386

+ 8 1178 NM_001942 NP_001933 Q02413 DSG1_HUMANExtracellular (Potential).|Cadherin 3. 7AGATAGAAATGAATGAAAGAA0.279

+ 4 356DSG4_uc002kwr.2_Missense_Mutation_p.R74QNM_177986 NP_817123 Q86SJ6 DSG4_HUMANCadherin 1.|Extracellular (Potential). 8TTATAGATTCGATCAGACTGC0.333 rs145443659

+ 16 3211DSG4_uc002kwr.2_Nonsense_Mutation_p.R1045*NM_177986 NP_817123 Q86SJ6 DSG4_HUMANCytoplasmic (Potential). 8CATGACATCTCGACACAGAGT0.438

- 19 2666 NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN IQ 1.|IQ 2. 5CCTCTGCAGGGTTAAGGTAGC0.597

+ 26 4459DCC_uc010dpf.1_Missense_Mutation_p.R926QNM_005215 NP_005206 P43146 DCC_HUMANCytoplasmic (Potential). 17TCAGTGGACCGAGGTTTCGGA0.478

- 10 1315TCF4_uc002lfw.3_Nonsense_Mutation_p.Q75*|TCF4_uc010xdu.1_Nonsense_Mutation_p.Q105*|TCF4_uc010xdv.1_Nonsense_Mutation_p.Q105*|TCF4_uc002lfx.2_Nonsense_Mutation_p.Q164*|TCF4_uc010xdw.1_Nonsense_Mutation_p.Q105*|TCF4_uc002lfy.2_Nonsense_Mutation_p.Q193*|TCF4_uc010xdx.1_Nonsense_Mutation_p.Q211*|TCF4_uc010dph.1_Nonsense_Mutation_p.Q235*|TCF4_uc010xdy.1_Nonsense_Mutation_p.Q211*|TCF4_uc002lga.2_Nonsense_Mutation_p.Q337*|TCF4_uc002lgb.1_Nonsense_Mutation_p.Q75*|TCF4_uc010dpi.2_Nonsense_Mutation_p.Q241*|TCF4_uc002lgc.3_Nonsense_Mutation_p.Q156*|TCF4_uc002lfv.2_Nonsense_Mutation_p.Q19*NM_003199 NP_003190 P15884 ITF2_HUMAN 2TAGCCAGGCTGATTCATCCCA0.493

- 9 1050 NM_005570 NP_005561 P49257 LMAN1_HUMANLumenal (Potential). 1AGATGAATACGATTCTGTCCT0.373

- 8 1217SERPINB4_uc002ljg.2_Intron|SERPINB3_uc010dqa.2_Missense_Mutation_p.S306LNM_006919 NP_008850 P29508 SPB3_HUMAN 3TTCATTAGTTGAAGTAGGTGA0.468

+ 3 277SERPINB2_uc002ljp.1_Missense_Mutation_p.D204N|SERPINB2_uc002ljq.1_Missense_Mutation_p.D177N|SERPINB10_uc010xew.1_Missense_Mutation_p.D63NNM_005024 NP_005015 P48595 SPB10_HUMAN 3ATTTAACAGAGACCAGGGAGT0.274

+ 6 661SERPINB10_uc010xew.1_Missense_Mutation_p.G191RNM_005024 NP_005015 P48595 SPB10_HUMAN 3ATACTTTAAAGGAATCTGGGA0.393

- 2 2330 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6CTGAGCTAACCAATTTCCAGC0.408

+ 3 307 NM_001972 NP_001963 P08246 ELNE_HUMAN Peptidase S1. 1CATAACCTCTCGCGGCGGGAG0.687

- 7 1272C19orf29_uc010xho.1_5'UTR|C19orf29_uc010dtn.2_Missense_Mutation_p.K255E|C19orf29_uc002lyi.3_Missense_Mutation_p.K407E|C19orf29_uc010dto.2_RNA|C19orf29_uc010xhp.1_RNANM_001080543 NP_001074012 Q8WUQ7 CS029_HUMAN 0GTCTTCCCCTTGAACACCGAC0.632

+ 16 1983HDGFRP2_uc002map.2_Missense_Mutation_p.R630S|HDGFRP2_uc010dua.2_Intron|HDGFRP2_uc002maq.1_Missense_Mutation_p.R100SNM_001001520 NP_001001520 Q7Z4V5 HDGR2_HUMAN 0AGGGGCCAAGGTGTGGCTCCT0.662

+ 13 1289TMEM146_uc010duj.1_Missense_Mutation_p.E68KNM_152784 NP_689997 Q86XM0 TM146_HUMANExtracellular (Potential). 3CAGCCAGCTGGAATTGACTGC0.428

- 2 538FUT5_uc010duo.2_Missense_Mutation_p.M150INM_002034 NP_002025 Q11128 FUT5_HUMANLumenal (Potential). 0TGGGGGACTCCATGCTGAACC0.627

- 4 952TUBB4_uc002mff.1_Missense_Mutation_p.R210Q|MIR220B_hsa-mir-220b|MI0005529_5'FlankNM_006087 NP_006078 P04350 TBB4_HUMAN 2CGTCAGGGCCCGGTACTGCTG0.677

- 12 1462 NM_000064 NP_000055 P01024 CO3_HUMAN 5GGTCTCCCCGGGTCTGAGCTC0.602

+ 25 2387VAV1_uc010xjh.1_Missense_Mutation_p.P732S|VAV1_uc010dva.1_Missense_Mutation_p.P742S|VAV1_uc002mfv.1_Missense_Mutation_p.P709SNM_005428 NP_005419 P15498 VAV_HUMAN SH2. 16CTTGCAGTTCCCCTTCAAGGA0.542

- 14 36955 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSEA 2.|Extracellular (Potential). 57TTCCTGGAGCCAGTGCGACGC0.557

- 3 17768 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTCTGTGGATCCTGTTACAAA0.498

- 3 11255 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AACTGAGATGCTCATCCTCTG0.428

- 1 4115 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CATCTCAGGTGAAGACCCAGA0.493

+ 1 323 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMANExtracellular (Potential). 1ACTCACAGCAGAGTCATCTCC0.493

+ 21 3279SMARCA4_uc010dxp.2_Missense_Mutation_p.D999N|SMARCA4_uc010dxo.2_Missense_Mutation_p.D999N|SMARCA4_uc002mqg.1_Missense_Mutation_p.D999N|SMARCA4_uc010dxq.2_Missense_Mutation_p.D999N|SMARCA4_uc010dxr.2_Missense_Mutation_p.D999N|SMARCA4_uc002mqj.3_Missense_Mutation_p.D999N|SMARCA4_uc010dxs.2_Missense_Mutation_p.D999N|SMARCA4_uc010dxt.1_Missense_Mutation_p.D219N|SMARCA4_uc002mqh.3_Missense_Mutation_p.D122N|SMARCA4_uc002mqi.1_Missense_Mutation_p.D202NNM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67CATCAAGTGCGACATGTCTGC0.617

+ 6 713PRKCSH_uc002mru.2_Missense_Mutation_p.S126F|PRKCSH_uc010xlz.1_Missense_Mutation_p.S126F|PRKCSH_uc010dya.2_Missense_Mutation_p.P95S|PRKCSH_uc002mrv.1_Missense_Mutation_p.S126F|PRKCSH_uc010dyb.2_Missense_Mutation_p.S126FNM_002743 NP_002734 P14314 GLU2B_HUMAN 0GAGAGAGAGTCCCTGCAGCAG0.577

+ 4 1055 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 6. 0CGTTATGTTCGTATACATGAA0.403

+ 4 2033_2034ZNF700_uc010xme.1_Missense_Mutation_p.Q654R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 15. 0TCAAACCTTCAGATGCATGAAA0.426

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

+ 4 1542ZNF844_uc010dym.1_Missense_Mutation_p.E310KNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGGAAGGACTCAC0.433

+ 4 1602ZNF844_uc010dym.1_Missense_Mutation_p.F330LNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GCCTTCATTTTTTCCACTTCC0.448

+ 4 1710ZNF844_uc010dym.1_Missense_Mutation_p.K366ENM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGAAAGGACTCAC0.413

- 4 1409ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1GTCAAAGGCTCTACCACATAC0.433

+ 5 676 NM_017682 NP_060152 Q8NFU1 BEST2_HUMANExtracellular (Potential). 2AATGCTCTTTCACTATGACTG0.502

+ 15 1795 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMANProtein kinase. 7TACATCGCGCCCGAGGTCATC0.657

- 3 291EMR3_uc010dzp.2_Missense_Mutation_p.G48E|EMR3_uc010xnv.1_Missense_Mutation_p.G48ENM_032571 NP_115960 Q9BY15 EMR3_HUMANExtracellular (Potential).|EGF-like 1. 6AGAAGTATATCCATGGTTGCA0.398



+ 7 801 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2GGACAGTCTTCAGAAATGTGT0.458

+ 1 854 NM_001004465 NP_001004465 Q8NGA5 O10H4_HUMANHelical; Name=7; (Potential). 2GTCTTCACCCCCTTCCTTAGC0.453

- 7 863 MED26_uc002nee.2_RNANM_145046 NP_659483 Q96L12 CALR3_HUMAN3 X approximate repeats.|P-domain.|2-2. 0AATACCTTCTGGTTTCAGGCC0.483

- 6 544 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3AGCCACTCTCCAGGGCCCTCC0.632

- 8 1432PDE4C_uc002nik.3_Missense_Mutation_p.E318K|PDE4C_uc002nil.3_Missense_Mutation_p.E318K|PDE4C_uc002nif.3_Missense_Mutation_p.E87K|PDE4C_uc002nig.3_Missense_Mutation_p.E88K|PDE4C_uc002nih.3_Missense_Mutation_p.E88K|PDE4C_uc010ebk.2_Missense_Mutation_p.E212K|PDE4C_uc002nii.3_Missense_Mutation_p.E286K|PDE4C_uc010ebl.2_Missense_Mutation_p.E32K|PDE4C_uc010xqd.1_Missense_Mutation_p.E87KNM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5GCCAGTTGCTCCTCCTGGTCA0.602

- 10 3312SFRS14_uc002nkz.1_Missense_Mutation_p.G1070R|SFRS14_uc002nla.1_Missense_Mutation_p.G1056R|SFRS14_uc002nlb.2_Missense_Mutation_p.G1056R|SFRS14_uc010xqk.1_3'UTRNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN G-patch. 0TGCTCCTGCCCGTCAGCACCC0.557

- 7 2920SFRS14_uc002nkz.1_Missense_Mutation_p.P939L|SFRS14_uc002nla.1_Missense_Mutation_p.P925L|SFRS14_uc002nlb.2_Missense_Mutation_p.P925L|SFRS14_uc010xqk.1_Missense_Mutation_p.P694LNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0AGCCTCGCCGGGAAGGCCGTC0.542

+ 4 808GATAD2A_uc010xqu.1_Intron|GATAD2A_uc010xqv.1_Missense_Mutation_p.R185W|GATAD2A_uc010xqw.1_Missense_Mutation_p.R23WNM_017660 NP_060130 Q86YP4 P66A_HUMAN Potential. 0GAAAAAGTTGCGGCAGAGTCA0.527

+ 4 1534 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1TAAGAAAATTCATACTGGAGA0.368

- 4 1505 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TCTCTTATGTGTAGTAAGGAT0.413

- 6 3352ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7ACATTTGTAGAGTTTCTCTCC0.378

- 5 2403ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAATTACCTTATGTTTAGTA0.373

- 4 1501ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTTGTAGGGTGTCTCTCCAGT0.373

- 4 1333ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTTGTAGGGTTTCTCTCCAGT0.383

+ 4 1302ZNF257_uc010ecy.2_Missense_Mutation_p.G346ENM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 8. 0GAAGAGTGTGGAAAAGCCTTT0.373

- 3 1025 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN C2H2-type 3. 0GATTGAGGATCGATTAAAAGC0.363

- 6 2203 NM_001080409 NP_001073878 2ATCTCATGTTTTCTAAGGGCT0.343

- 5 605 NM_001080409 NP_001073878 2TTGCTTAAAAGCTTTGCCACA0.353

- 4 460ZNF91_uc010xrj.1_Missense_Mutation_p.G84VNM_003430 NP_003421 Q05481 ZNF91_HUMAN 0ATTCTCATGTCCACATTTTTC0.353

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2TGAGGATTGGATAAAAGCTTT0.368

- 4 1635ZNF681_uc002nrl.3_Missense_Mutation_p.R429K|ZNF681_uc002nrj.3_Missense_Mutation_p.R429KNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 12. 0AGTATGAATTCTCTTATGTGT0.358

+ 4 878 NM_002295 NP_002286 0AACACAGATTCTCCTCTGCGC0.542

+ 2 1243ZNF536_uc010edd.1_Missense_Mutation_p.D369NNM_014717 NP_055532 O15090 ZN536_HUMAN 11CAAGCACAAAGACTCCTTTGA0.607

+ 5 1810ZNF30_uc002nxf.2_Missense_Mutation_p.H397N|ZNF30_uc010edq.1_Missense_Mutation_p.H479N|ZNF30_uc010edr.1_Missense_Mutation_p.H479NNM_194325 NP_919306 P17039 ZNF30_HUMANC2H2-type 13. 2TCGGAAAATTCATACTGATGT0.438

+ 3 549SCN1B_uc002nxo.1_Missense_Mutation_p.E120K|SCN1B_uc010xsg.1_IntronNM_001037 NP_001028 Q07699 SCN1B_HUMANExtracellular (Potential).|Ig-like C2-type. 2GGGCGACTACGAGTGCCACGT0.562

+ 3 684ZNF570_uc010efl.1_Missense_Mutation_p.S108L|ZNF570_uc010xtr.1_5'UTRNM_144694 NP_653295 Q96NI8 ZN570_HUMAN KRAB. 1ATCTTGGTATCACTGGGTAAG0.413

+ 9 2875 NM_015073 NP_055888 O60292 SI1L3_HUMAN Rap-GAP. 2TTCCGCAAATCCGACGTCTTC0.567

+ 18 2370ACTN4_uc002ojb.1_Missense_Mutation_p.R93WNM_004924 NP_004915 O43707 ACTN4_HUMAN EF-hand 1. 0GCAGGAGTTCCGGGCGTCCTT0.637

- 10 1486_1487RINL_uc002ojr.1_Missense_Mutation_p.1_2ME>IK|RINL_uc010xuo.1_Missense_Mutation_p.480_481ME>IKNM_198445 NP_940847 Q6ZS11 RINL_HUMAN VPS9. 1TCTAAGAGCTCCATAAGAAACT0.624

+ 7 780PSMC4_uc002omr.2_Missense_Mutation_p.R217QNM_006503 NP_006494 P43686 PRS6B_HUMAN 1CGCATGGTCCGGGATGTGTTC0.562

- 5 927ZNF780B_uc002omv.2_Missense_Mutation_p.R140CNM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMAN C2H2-type 5. 2TTTGAACCACGATTAAAGGCT0.373

- 2 513_514SERTAD3_uc002onv.3_Missense_Mutation_p.P79FNM_013368 NP_037500 Q9UJW9 SRTD3_HUMAN 0GAGGGGCTCGGGGGGCAGGGCA0.663

+ 12 1559LTBP4_uc002oog.1_Missense_Mutation_p.P483L|LTBP4_uc002ooi.1_Missense_Mutation_p.P453L|LTBP4_uc002ooj.1_5'Flank|LTBP4_uc010xvo.1_5'FlankNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1 cggcccgatccccggcccgGC0.463

+ 7 1044CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.S285L|AXL_uc010ehk.2_Missense_Mutation_p.S285LNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential).|Fibronectin type-III 1. 13CCCCTCACCTCGCAAGCATCC0.647

+ 2 413CEACAM5_uc010ehz.1_Nonsense_Mutation_p.R98*|CEACAM5_uc002orj.1_Nonsense_Mutation_p.R98*|CEACAM5_uc002orl.2_Nonsense_Mutation_p.R98*NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2ATACAGTGGTCGAGAGATAAT0.453

+ 27 2691ARHGEF1_uc002ory.2_Missense_Mutation_p.P828L|ARHGEF1_uc002orz.2_Missense_Mutation_p.P699L|ARHGEF1_uc002osa.2_Missense_Mutation_p.P876L|ARHGEF1_uc002osb.2_Intron|ARHGEF1_uc002osc.2_Intron|ARHGEF1_uc002osd.2_Missense_Mutation_p.P520L|ARHGEF1_uc002ose.2_Missense_Mutation_p.P305LNM_004706 NP_004697 Q92888 ARHG1_HUMAN 4GGGGGCGGCCCCCTGAGCCCA0.682

- 2 478PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc002oui.2_Intron|PSG8_uc002ouh.2_Missense_Mutation_p.G127E|PSG8_uc010ein.2_Intron|PSG8_uc002ouj.3_Missense_Mutation_p.G2E|PSG8_uc002ouk.3_Intron|PSG8_uc002oul.3_Missense_Mutation_p.G127E|PSG8_uc002oum.3_Missense_Mutation_p.G127E|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.G127ENM_182707 NP_874366 Q9UQ74 PSG8_HUMAN Ig-like V-type. 0CTCATCACCTCCCATTATGAT0.473

- 2 332_333PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc002oui.2_Intron|PSG8_uc002ouh.2_Missense_Mutation_p.I79V|PSG8_uc010ein.2_Intron|PSG8_uc002ouj.3_Translation_Start_Site|PSG8_uc002ouk.3_Intron|PSG8_uc002oul.3_Missense_Mutation_p.I79V|PSG8_uc002oum.3_Missense_Mutation_p.I79V|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.I79VNM_182707 NP_874366 Q9UQ74 PSG8_HUMAN Ig-like V-type. 0TATGATGTAATGTAATGGTAGA0.416

+ 6 1590ZNF221_uc010ejb.1_Missense_Mutation_p.S421F|ZNF221_uc010xws.1_Missense_Mutation_p.S421FNM_013359 NP_037491 Q9UK13 ZN221_HUMAN 1GGACAAAAATCCTTCAAATGT0.413

- 4 651CEACAM20_uc010ejo.1_Missense_Mutation_p.T212M|CEACAM20_uc010ejp.1_Missense_Mutation_p.T212M|CEACAM20_uc010ejq.1_Missense_Mutation_p.T212MNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANIg-like C2-type 2.|Extracellular (Potential). 2GAATGTTCTCGTGGTGTGAGA0.537

+ 6 1426CEACAM16_uc002ozq.2_Missense_Mutation_p.T466INM_001039213 NP_001034302 A7LI12 A7LI12_HUMAN 1AAGACCGTCACAGTGCAGGGC0.617

+ 14 1692SFRS16_uc002pal.2_RNA|SFRS16_uc010xxh.1_Missense_Mutation_p.P470S|SFRS16_uc002pam.2_Missense_Mutation_p.P532SNM_007056 NP_008987 Q8N2M8 CLASR_HUMANSer-rich.|Arg-rich. 0 cagccagagccccTCGCCATC0.438

- 6 816 NM_001824 NP_001815 P06732 KCRM_HUMANPhosphagen kinase C-terminal. 1CGGAAAACCTCCTTCATGTTG0.572

- 2 372FBXO46_uc002pcz.2_Nonsense_Mutation_p.R83*NM_001080469 NP_001073938 Q6PJ61 FBX46_HUMAN 3AGGAGGACTCGACCCTCATCA0.642

- 4 1481 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0CTGCTCGTAGGTGACCCGCTG0.562

- 15 3067ZC3H4_uc002pgb.1_RNANM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6GTGCAGCCGGGGGTCCAGGGT0.726

+ 14 1326RUVBL2_uc002plq.1_Missense_Mutation_p.A350T|RUVBL2_uc002pls.1_RNA|RUVBL2_uc010emn.1_Missense_Mutation_p.R393H|RUVBL2_uc010yac.1_Missense_Mutation_p.R393HNM_006666 NP_006657 Q9Y230 RUVB2_HUMAN 0GACGAGTCCCGCTCCACGCAG0.597



- 3 381TEAD2_uc002png.2_Missense_Mutation_p.R97Q|TEAD2_uc002pnh.2_Missense_Mutation_p.R97Q|TEAD2_uc002pni.2_Missense_Mutation_p.R97Q|TEAD2_uc010yao.1_5'UTR|TEAD2_uc010emw.2_Missense_Mutation_p.R97QNM_003598 NP_003589 Q15562 TEAD2_HUMAN TEA. 3GACCTGTTTTCGAGTTCGGGT0.512

+ 1 320SIGLEC9_uc010yct.1_Missense_Mutation_p.E85KNM_014441 NP_055256 Q9Y336 SIGL9_HUMANExtracellular (Potential).|Ig-like V-type. 1GGCAGTGTGGGAGGAGACTCG0.567

- 5 1806ZNF841_uc010ydh.1_Missense_Mutation_p.I534M|ZNF841_uc010epk.1_IntronNM_001136499 NP_001129971 Q6ZN19 ZN841_HUMANC2H2-type 10. 0CTCCGGTATGAATTCTCTGAT0.398

- 4 2233_2234ZNF28_uc002qac.2_Missense_Mutation_p.N652S|ZNF28_uc010eqe.2_Missense_Mutation_p.N651SNM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1GTATACAAGGTTTGACATCTGA0.406

- 5 1439ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.Q364ENM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0GATGATTTCTGACTGAAGGTC0.398

+ 4 1386ZNF845_uc010ydw.1_Missense_Mutation_p.M423INM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TCAGTCAGATGTCATCCCTTG0.413

+ 4 1553ZNF845_uc010ydw.1_Missense_Mutation_p.T479INM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0TTCAGTCAGACATCATCCCTT0.378

+ 7 1680ZNF761_uc010ydy.1_Missense_Mutation_p.K354Q|ZNF761_uc002qbt.1_Missense_Mutation_p.K354QNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1TACTGGAGAGAAACCTTACAA0.368

+ 6 1483ZNF331_uc002qby.1_Nonsense_Mutation_p.Q17*|ZNF331_uc002qbz.1_Nonsense_Mutation_p.Q17*|ZNF331_uc002qca.1_Nonsense_Mutation_p.Q17*|ZNF331_uc010eqr.1_Nonsense_Mutation_p.Q17*|ZNF331_uc002qcb.1_Nonsense_Mutation_p.Q17*|ZNF331_uc002qcc.1_Nonsense_Mutation_p.Q17*|ZNF331_uc002qcd.1_Nonsense_Mutation_p.Q17*NM_018555 NP_061025 Q9NQX6 ZN331_HUMAN KRAB. 6AGACTTTTCTCAGGAGGAGTG0.517

- 3 762NLRP12_uc010eqw.2_5'Flank|NLRP12_uc002qci.3_Missense_Mutation_p.R181Q|NLRP12_uc002qcj.3_Missense_Mutation_p.R181Q|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.R181QNM_144687 NP_653288 P59046 NAL12_HUMAN 7CGCGTGTCCCCGGCCTGTGTC0.647

+ 3 266MYADM_uc002qcm.2_Missense_Mutation_p.R40C|MYADM_uc002qcn.2_Missense_Mutation_p.R40C|MYADM_uc002qco.2_Missense_Mutation_p.R40C|MYADM_uc002qcp.2_Missense_Mutation_p.R40CNM_001020820 NP_001018656 Q96S97 MYADM_HUMAN MARVEL 1. 1GGGTCTCCTTCGCCTGCTGCA0.667

+ 11 1285CNOT3_uc010yel.1_Missense_Mutation_p.S325F|CNOT3_uc002qdi.2_Missense_Mutation_p.S238F|CNOT3_uc002qdk.1_Missense_Mutation_p.S325F|CNOT3_uc010ere.1_RNA|CNOT3_uc002qdl.2_5'FlankNM_014516 NP_055331 O75175 CNOT3_HUMAN Pro-rich. 3ACCTACCCCTCCGGCCCCCCG0.687

+ 4 696LILRA2_uc010ern.2_Missense_Mutation_p.P203S|LILRA2_uc002qgf.2_Missense_Mutation_p.P203S|LILRA2_uc010yfe.1_Missense_Mutation_p.P203S|LILRA2_uc010yff.1_Missense_Mutation_p.P191S|LILRA2_uc010ero.2_Missense_Mutation_p.P191S|LILRA2_uc010yfg.1_Missense_Mutation_p.P203SNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1CTCGAACTCTCCCTATGTGTG0.577

+ 4 525LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.E115KNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 1.|Extracellular (Potential). 3TGACCCCCTGGAGCTGGTGGT0.627

+ 1 72NCR1_uc002qic.2_Splice_Site_p.G12_splice|NCR1_uc002qie.2_Splice_Site_p.G12_splice|NCR1_uc002qid.2_Splice_Site_p.G12_splice|NCR1_uc002qif.2_Splice_Site_p.G12_splice|NCR1_uc010esj.2_Splice_Site_p.E12_spliceNM_004829 NP_004820 O76036 NCTR1_HUMAN 2CTCTGCGTCGGTGAGTTCTGG0.607

- 5 1868 NM_176810 NP_789780 Q86W25 NAL13_HUMAN 9 TTTAATAATTCCTCCATTACC0.408

- 5 820ZNF582_uc002qmy.2_Missense_Mutation_p.H252YNM_144690 NP_653291 Q96NG8 ZN582_HUMAN C2H2-type 2. 4TTACCAGAATGAATATTCTCA0.343

- 7 4532ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.A1365V|PEG3_uc002qnv.2_Missense_Mutation_p.A1394V|PEG3_uc002qnw.2_Missense_Mutation_p.A1270V|PEG3_uc002qnx.2_Missense_Mutation_p.A1268V|PEG3_uc010etr.2_Missense_Mutation_p.A1394VNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12TGGCTCAGCAGCCTCTACGTT0.483

+ 4 2391 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11AAGGCTTGTCGAGGTTCATCT0.468 rs143453181

+ 5 1589ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.I451T|ZNF419_uc010etz.1_Missense_Mutation_p.I438T|ZNF419_uc010eua.1_Missense_Mutation_p.I437T|ZNF419_uc002qow.2_Missense_Mutation_p.I418T|ZNF419_uc010eub.1_Missense_Mutation_p.I405T|ZNF419_uc010euc.1_Missense_Mutation_p.I404TNM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0AAAGTTCACATTGGAGAAAAG0.428

+ 5 1629ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.L464F|ZNF419_uc010etz.1_Missense_Mutation_p.L451F|ZNF419_uc010eua.1_Missense_Mutation_p.L450F|ZNF419_uc002qow.2_Missense_Mutation_p.L431F|ZNF419_uc010eub.1_Missense_Mutation_p.L418F|ZNF419_uc010euc.1_Missense_Mutation_p.L417FNM_024691 NP_078967 Q96HQ0 ZN419_HUMANC2H2-type 10. 0GTGGGAGATTGTTTAGAGAGA0.428

- 4 1609ZNF776_uc002qpx.2_Intron|ZNF671_uc010eug.2_Missense_Mutation_p.E427K|ZNF671_uc010yhf.1_Missense_Mutation_p.E406KNM_024833 NP_079109 Q8TAW3 ZN671_HUMAN 1TAAGGCCTTTCCCCAGTGTGG0.493 rs144165618

- 3 1206ZNF587_uc002qqb.2_Intron|ZNF552_uc010yhg.1_Missense_Mutation_p.H342YNM_024762 NP_079038 Q9H707 ZN552_HUMAN C2H2-type 7. 0TGACCAGTGTGAACTCTCTTA0.463

+ 7 758TPO_uc010ewj.2_Intron|TPO_uc002qwu.2_Missense_Mutation_p.D223N|TPO_uc002qwr.2_Missense_Mutation_p.D223N|TPO_uc002qwx.2_Missense_Mutation_p.D223N|TPO_uc010yio.1_Missense_Mutation_p.D223N|TPO_uc010yip.1_Missense_Mutation_p.D223NNM_000547 NP_000538 P07202 PERT_HUMANExtracellular (Potential). 20TGTCACAGATGATGACCGCTA0.537

+ 5 426 NM_018436 NP_060906 Q8N6M5 ALLC_HUMAN 1TTACGCTCCTCGAGTGTCCAT0.547 rs148726288

+ 7 669 NM_018436 NP_060906 Q8N6M5 ALLC_HUMAN 1CAACATTTTCCCAGGTAATCG0.403

+ 3 601HPCAL1_uc002rak.2_Missense_Mutation_p.G76D|HPCAL1_uc002ral.2_Missense_Mutation_p.G76D|HPCAL1_uc010exe.2_RNA|HPCAL1_uc010exf.2_Missense_Mutation_p.G76DNM_002149 NP_002140 P37235 HPCL1_HUMANEF-hand 2.|1 (Potential). 1GACACCAACGGCGACGGCACC0.597 rs149639705

- 8 1428NT5C1B_uc002rcy.2_Splice_Site_p.G442_splice|NT5C1B_uc010exr.2_Splice_Site_p.G384_splice|NT5C1B_uc010yju.1_Splice_Site_p.G382_splice|NT5C1B_uc002rda.2_Splice_Site_p.G382_splice|NT5C1B_uc010yjv.1_Splice_Site_p.G459_splice|NT5C1B_uc010yjw.1_Splice_Site_p.G425_splice|NT5C1B_uc010exs.2_Splice_Site_p.G444_spliceNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3CAGACTAATACCTTCTTGTAT0.378

- 26 6612 NM_000384 NP_000375 P04114 APOB_HUMANHeparin-binding. 27ATTTTGGCATCATCTAATGCA0.294

- 15 1725OTOF_uc002rhh.2_5'Flank|OTOF_uc002rhi.2_5'Flank|OTOF_uc002rhj.2_5'FlankNM_194248 NP_919224 Q9HC10 OTOF_HUMANCytoplasmic (Potential). 7CCAGGCTGGGCCCAGTGTGGG0.617

+ 8 1904 NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0GCGTTCATGTCAGAAATGAAA0.368

- 1 745 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1GCCAGATCCTCCCTGACTTCC0.552

- 16 1779CAPN13_uc002rnm.2_RNANM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2AACATGTCCCCTGGAGGTCCT0.592

- 21 2392 NM_000379 NP_000370 P47989 XDH_HUMAN 8CCTGGGTCTTCATGGTGTTCT0.562

- 3 246_247 NM_000379 NP_000370 P47989 XDH_HUMAN2Fe-2S ferredoxin-type. 8GATCATACTTGGAGAGCATCAC0.535

- 4 626MEMO1_uc010ymu.1_Missense_Mutation_p.H59Y|MEMO1_uc010ezq.2_Missense_Mutation_p.H82Y|MEMO1_uc002rny.2_RNA|MEMO1_uc002rnz.2_RNA|MEMO1_uc010ymv.1_RNANM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2AGGGGCACATGATGAGAAGGC0.378

+ 14 1200SLC30A6_uc002rof.1_Missense_Mutation_p.S428L|SLC30A6_uc010ymw.1_Missense_Mutation_p.S359L|SLC30A6_uc010ezr.1_Missense_Mutation_p.S365L|SLC30A6_uc002rog.1_Missense_Mutation_p.S191L|SLC30A6_uc010ezs.1_Missense_Mutation_p.S314L|SLC30A6_uc002roh.1_Missense_Mutation_p.S191LNM_017964 NP_060434 Q6NXT4 ZNT6_HUMANCytoplasmic (Potential). 0CCAGAATTTTCATTTAACACT0.408

- 9 3111NRXN1_uc002rxb.3_Missense_Mutation_p.S177L|NRXN1_uc002rxe.3_Missense_Mutation_p.S505L|NRXN1_uc002rxc.1_RNANM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2GAAATCAAATGATATGGAGCC0.418

- 4 1732BCL11A_uc002sab.2_Missense_Mutation_p.E502K|BCL11A_uc002sac.2_Intron|BCL11A_uc010ypi.1_Missense_Mutation_p.E171K|BCL11A_uc010ypj.1_Missense_Mutation_p.E468K|BCL11A_uc002sad.1_Missense_Mutation_p.E350K|BCL11A_uc002saf.1_Missense_Mutation_p.E468KNM_022893 NP_075044 Q9H165 BC11A_HUMAN Glu-rich. 13 AGctcctcctcctcctcttcc 0.433

+ 2 860SLC1A4_uc010ypy.1_5'UTR|SLC1A4_uc010ypz.1_5'UTR|SLC1A4_uc010fcv.2_Missense_Mutation_p.P180S|SLC1A4_uc002sdh.2_5'UTRNM_003038 NP_003029 P43007 SATT_HUMANExtracellular (Potential). 1AAACCTGTTTCCCTCCAATCT0.274

+ 5 1157 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4AAATAAAACCCCACGATCACT0.358

+ 6 635 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN 1GTGGACATTTCCTTCTGTGGA0.393

- 11 1598ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_Missense_Mutation_p.R378K|ADD2_uc002sha.2_Intron|ADD2_uc002sgx.2_Missense_Mutation_p.R378K|ADD2_uc010fdt.1_Missense_Mutation_p.R378K|ADD2_uc002shc.1_Missense_Mutation_p.R378K|ADD2_uc002shd.1_Intron|ADD2_uc010fdu.1_Missense_Mutation_p.R394KNM_001617 NP_001608 P35612 ADDB_HUMAN 3GTAACCTGTTCTGTAGCCCTA0.468

+ 5 525ACTG2_uc010fey.2_Missense_Mutation_p.V135I|ACTG2_uc010yrn.1_Missense_Mutation_p.V92INM_001615 NP_001606 P63267 ACTH_HUMAN 0TGCCATGTACGTCGCCATTCA0.448

- 11 2066DQX1_uc002smc.2_Missense_Mutation_p.R195KNM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2GGCAGGAGCTCTGCGGCTTCG0.507

- 10 1958DQX1_uc002smc.2_Missense_Mutation_p.G159ENM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2GAGAAAGTATCCTGACACCAG0.473

+ 11 1650CTNNA2_uc010yse.1_Nonsense_Mutation_p.R549*|CTNNA2_uc010ysf.1_Nonsense_Mutation_p.R549*|CTNNA2_uc010ysg.1_Nonsense_Mutation_p.R549*|CTNNA2_uc010ysi.1_Nonsense_Mutation_p.R181*NM_004389 NP_004380 P26232 CTNA2_HUMAN 9CCGGGCAGCTCGAGTCATACA0.502



- 4 778ST3GAL5_uc010fgq.1_Missense_Mutation_p.D89N|ST3GAL5_uc002sqp.1_Missense_Mutation_p.D194NNM_003896 NP_003887 Q9UNP4 SIAT9_HUMANLumenal (Potential). 0ATCACAACATCGAACTGGTTC0.333

- 4 543KRCC1_uc002ssp.1_Missense_Mutation_p.V50ANM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN 1TCTGGAATTAACCTCTCCTTT0.413

- 13 2553 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMANCytoplasmic (Potential).|Protein kinase. 3AAGTTCAAAGGAGTGCCCCTC0.458

- 5 1192ZNF514_uc002sud.1_Missense_Mutation_p.S346LNM_032788 NP_116177 Q96K75 ZN514_HUMAN C2H2-type 3. 0AACAAGAGACGAACTCTGGCT0.418

+ 1 20 NM_001011717 NP_001011717 Q5H8A3 NMS_HUMAN 1GAAACATCTTCGTCCCCAGTT0.552

+ 2 182IL18R1_uc010ywb.1_Missense_Mutation_p.W11L|IL18R1_uc010ywc.1_Missense_Mutation_p.W11L|IL18R1_uc010ywd.1_5'UTR|IL18R1_uc010fiy.2_Missense_Mutation_p.W11LNM_003855 NP_003846 Q13478 IL18R_HUMAN 3TTGACCCTTTGGGTGCTTATA0.343

+ 8 961IL18R1_uc010ywc.1_Missense_Mutation_p.T271S|IL18R1_uc010ywd.1_Missense_Mutation_p.T116S|IL18R1_uc010fiy.2_Missense_Mutation_p.T271SNM_003855 NP_003846 Q13478 IL18R_HUMANIg-like C2-type 3.|Extracellular (Potential). 3CTCTTACAGGACTCCAGAAGG0.408

+ 10 1342IL18R1_uc010ywc.1_Missense_Mutation_p.E397K|IL18R1_uc010ywd.1_Missense_Mutation_p.E242K|IL18R1_uc010fiy.2_Missense_Mutation_p.E398KNM_003855 NP_003846 Q13478 IL18R_HUMANTIR.|Cytoplasmic (Potential). 3CTTTGCTGTGGAGATTTTGCC0.433

+ 4 462RGPD4_uc002tdu.2_5'UTRNM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2CTTTTCCCAGGAAGTCCTGCA0.323

+ 11 1571RGPD4_uc002tdu.2_5'UTR|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2ATATACCAGCCACTTACAATT0.318

+ 2 539_540SULT1C2_uc010ywp.1_5'UTR|SULT1C2_uc002tdx.2_Nonsense_Mutation_p.W29*|SULT1C2_uc010ywq.1_Nonsense_Mutation_p.W29*NM_001056 NP_001047 O00338 ST1C2_HUMAN 1GTGGACAACTGGAGCCAGATCC0.55 rs140199800

+ 20 5780 NM_006267 NP_006258 P49792 RBP2_HUMAN 18TTTAAGTCAACCAAAGAAGGA0.358

- 4 239IL1B_uc002tih.1_Missense_Mutation_p.R20QNM_000576 NP_000567 P01584 IL1B_HUMAN 4GTCGGAGATTCGTAGCTGGAT0.627

+ 6 701MARCO_uc010yyf.1_Splice_Site_p.G112_spliceNM_006770 NP_006761 Q9UEW3 MARCO_HUMAN 6TTCCCTTCCAGGCCCCTCGGG0.542

+ 10 1711GLI2_uc002tmq.1_Missense_Mutation_p.E233K|GLI2_uc002tmr.1_Missense_Mutation_p.E216K|GLI2_uc002tmt.3_Missense_Mutation_p.E233K|GLI2_uc002tmu.3_Missense_Mutation_p.E216K|GLI2_uc002tmw.1_Missense_Mutation_p.E544KNM_005270 NP_005261 P10070 GLI2_HUMAN 13CCACTCCAACGAGGTACCTCT0.627

+ 12 2029GLI2_uc002tmq.1_Missense_Mutation_p.E339K|GLI2_uc002tmr.1_Missense_Mutation_p.E322K|GLI2_uc002tmt.3_Missense_Mutation_p.E339K|GLI2_uc002tmu.3_Missense_Mutation_p.E322K|GLI2_uc002tmw.1_Missense_Mutation_p.E650KNM_005270 NP_005261 P10070 GLI2_HUMAN 13CTGCAGCAGCGAGCCCTCTCC0.662

- 17 1807BIN1_uc010yzf.1_Splice_Site_p.S280_splice|BIN1_uc010yzg.1_Splice_Site_p.S365_splice|BIN1_uc002tnu.1_Splice_Site_p.S319_splice|BIN1_uc002toa.1_Splice_Site_p.S377_splice|BIN1_uc002tnt.1_Splice_Site_p.S304_splice|BIN1_uc002tnv.1_Splice_Site_p.S445_splice|BIN1_uc002tnw.1_Splice_Site_p.S392_splice|BIN1_uc002tnx.1_Splice_Site_p.S349_splice|BIN1_uc002tny.1_Splice_Site_p.S401_splice|BIN1_uc002tnz.1_Splice_Site_p.S413_splice|BIN1_uc002tob.1_Splice_Site_p.S334_splice|BIN1_uc002toc.1_Splice_Site_p.S370_spliceNM_139343 NP_647593 O00499 BIN1_HUMAN 7GAAGAGAGCTCTGGTGGCAGA0.672

- 15 2389ERCC3_uc002toe.1_Missense_Mutation_p.R520Q|ERCC3_uc002tof.1_Missense_Mutation_p.R701Q|ERCC3_uc002tog.1_Missense_Mutation_p.R701QNM_000122 NP_000113 P19447 ERCC3_HUMAN 7CGCCTTGCTCCGCGATGAGTG0.582

- 3 673 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5TGAGTGTCTTCATAGCAGAGT0.617

- 1 1178 NM_001077637 NP_001071105 Q53S08 Q53S08_HUMAN 0AGGCAGCAATGATGAATTGCA0.378

- 11 4665 NM_002299 NP_002290 P09848 LPH_HUMANExtracellular (Potential).|4.|4 X approximate repeats. 13CCTGGAGCTGCTGTTCCGTAG0.512

+ 2 70THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_5'UTRNM_001080427 NP_001073896 7GTGTACAGGAGACTGTGGTCC0.488

- 90 14533 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 tgtacctggcctgtatataaa 0.08

- 8 1451ZEB2_uc002tvv.2_Missense_Mutation_p.S318F|ZEB2_uc010zbm.1_Missense_Mutation_p.S295F|ZEB2_uc010fnp.2_Intron|ZEB2_uc010fnq.1_Missense_Mutation_p.S353FNM_014795 NP_055610 O60315 ZEB2_HUMANC2H2-type 4; atypical. 9CGAACTGTAGGAACCAGAATG0.373

+ 4 711 NM_004522 NP_004513 O60282 KIF5C_HUMANKinesin-motor. 1AATTGCCCATGATATCTTTGA0.493

- 103 15219NEB_uc002txr.2_Missense_Mutation_p.R1433WNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 137. 20TTGACTCTCCGGACGTGGACA0.423

+ 7 1395GALNT13_uc002tyt.3_Missense_Mutation_p.R276S|GALNT13_uc010foc.1_Missense_Mutation_p.R95S|GALNT13_uc010fod.2_Missense_Mutation_p.R29SNM_052917 NP_443149 Q8IUC8 GLT13_HUMANLumenal (Potential). 6AAATGGACAGGAGGAAAGGAG0.373

+ 1 586GALNT5_uc010zci.1_RNANM_014568 NP_055383 Q7Z7M9 GALT5_HUMANLumenal (Potential). 4AACCCAGAGGGAAAGAAAAAT0.527

- 8 1076CYTIP_uc010zcl.1_Missense_Mutation_p.G229ENM_004288 NP_004279 O60759 CYTIP_HUMAN 3TCGGACACTTCCCTTTCTGCT0.502

- 31 4553LY75_uc002ubb.3_Missense_Mutation_p.G1495E|LY75_uc010fos.2_Missense_Mutation_p.G1495ENM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 9. 0TTTCCAAGTTCCTTTTGGATC0.348

- 12 1844LY75_uc002ubb.3_Missense_Mutation_p.A592V|LY75_uc010fos.2_Missense_Mutation_p.A592V|LY75_uc010fot.1_Missense_Mutation_p.A592VNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 3. 0GCCCGGGGAAGCTGGGATTGA0.428

- 3 1623 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4GGGTGAGAGAGGAGCTGCCTG0.517

- 3 1540 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4TGATCCCAATGAATTTTTAGC0.498

- 4 557SLC38A11_uc002ucu.1_Missense_Mutation_p.P7L|SLC38A11_uc002ucw.1_Missense_Mutation_p.P7LNM_173512 NP_775783 Q08AI6 S38AB_HUMANCytoplasmic (Potential). 1TATTCCCAAAGGAAACCCAGC0.338

- 13 2186SCN3A_uc002ucy.2_Missense_Mutation_p.S565F|SCN3A_uc002ucz.2_Missense_Mutation_p.S565F|SCN3A_uc002uda.1_Missense_Mutation_p.S434F|SCN3A_uc002udb.1_Missense_Mutation_p.S434FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10GGAAAACAGGGAGCCACGGAT0.408

+ 26 5071SCN2A_uc002udd.2_Nonsense_Mutation_p.W1594*|SCN2A_uc002ude.2_Nonsense_Mutation_p.W1594*NM_001040142 NP_001035232 Q99250 SCN2A_HUMANHelical; Name=S3 of repeat IV; (Potential).|IV. 8ACTATTGGATGGAATATTTTT0.333

- 16 3079SCN1A_uc002udo.3_Missense_Mutation_p.E901K|SCN1A_uc010fpk.2_Missense_Mutation_p.E873KNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TGAATAAATTCATATATTTTT0.323

- 11 1973SCN1A_uc002udo.3_Missense_Mutation_p.S521F|SCN1A_uc010fpk.2_Missense_Mutation_p.S521FNM_006920 NP_008851 P35498 SCN1A_HUMAN 13ACCAACCAAGGAAACCACACC0.493

+ 8 6112XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R1857C|XIRP2_uc010fpq.2_Missense_Mutation_p.R1810C|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_5'FlankNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14TGTCATAGATCGTGAACAAAA0.388

+ 8 6820XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.E2093K|XIRP2_uc010fpq.2_Missense_Mutation_p.E2046K|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14AATGGCAATGGAAAGGTCCTT0.418

- 48 9202 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 23.|Extracellular (Potential). 29CAGGTGAATTCATTTTCAGAG0.468

- 10 1280LRP2_uc010zdf.1_Missense_Mutation_p.G356ENM_004525 NP_004516 P98164 LRP2_HUMANEGF-like 2.|Extracellular (Potential). 29GTCACAAATTCCCCATATCTG0.423

+ 6 1797KLHL23_uc002ufi.1_Missense_Mutation_p.E487K|uc002ufj.3_5'FlankNM_144711 NP_653312 Q8NBE8 KLH23_HUMAN Kelch 5. 0TGAACAAAATGAATGGAGAGA0.418 rs149127224

+ 2 1374uc002ukm.1_5'Flank|HOXD8_uc002ukn.2_Nonsense_Mutation_p.W68*|HOXD8_uc002ukp.2_Nonsense_Mutation_p.W251*NM_019558 NP_062458 P13378 HXD8_HUMAN Homeobox. 0GAATGAAATGGAAAAAGGAAA0.502

- 8 1952PDE11A_uc002ulp.2_Missense_Mutation_p.R101Q|PDE11A_uc002ulr.2_Missense_Mutation_p.R295Q|PDE11A_uc002uls.1_Missense_Mutation_p.R187Q|PDE11A_uc002ult.1_Missense_Mutation_p.R295Q|PDE11A_uc002ulu.1_Missense_Mutation_p.R187QNM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 2. 4CTCAAAAAGTCGTTGATCTGC0.378

+ 22 2707OSBPL6_uc002uly.2_Missense_Mutation_p.E802K|OSBPL6_uc010zfe.1_Missense_Mutation_p.E746K|OSBPL6_uc002ulz.2_Missense_Mutation_p.E741K|OSBPL6_uc002uma.2_Missense_Mutation_p.E781KNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1TAACATGAATGAAGTCCAGGG0.448

- 299 90093uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.D23652N|TTN_uc010zfi.1_Missense_Mutation_p.D23585N|TTN_uc010zfj.1_Missense_Mutation_p.D23460NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCACCGTCATCCTCTGGTGGG0.478



- 281 81321uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G20728R|TTN_uc010zfi.1_Missense_Mutation_p.G20661R|TTN_uc010zfj.1_Missense_Mutation_p.G20536RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TATTCATTTCCTTTGATAATT0.453

- 275 78339uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.D19734N|TTN_uc010zfi.1_Missense_Mutation_p.D19667N|TTN_uc010zfj.1_Missense_Mutation_p.D19542NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACTCTTAGATCATAAACTGGT0.398

- 275 67530uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R16131C|TTN_uc010zfi.1_Missense_Mutation_p.R16064C|TTN_uc010zfj.1_Missense_Mutation_p.R15939CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CATGGGTCACGAGCCACATAA0.473

- 275 63658uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G14840E|TTN_uc010zfi.1_Missense_Mutation_p.G14773E|TTN_uc010zfj.1_Missense_Mutation_p.G14648ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACCAACCTCTCCTACAATGTT0.403

- 267 59629uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.S13497F|TTN_uc010zfi.1_Missense_Mutation_p.S13430F|TTN_uc010zfj.1_Missense_Mutation_p.S13305F|uc002umv.1_3'UTRNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACATAAGCAGAGTCTTTGGA0.398

- 264 58748uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.W13203*|TTN_uc010zfi.1_Nonsense_Mutation_p.W13136*|TTN_uc010zfj.1_Nonsense_Mutation_p.W13011*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTGGTGGCTTCCAGCTGACTG0.468

- 238 48616uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G9826E|TTN_uc010zfi.1_Missense_Mutation_p.G9759E|TTN_uc010zfj.1_Missense_Mutation_p.G9634ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACATTGGTTCCTTCTTCAAC0.378

- 228 46218uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E9027K|TTN_uc010zfi.1_Missense_Mutation_p.E8960K|TTN_uc010zfj.1_Missense_Mutation_p.E8835KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CGCCGTTTTTCAATGATATAT0.438

- 220 43909uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G8257E|TTN_uc010zfi.1_Missense_Mutation_p.G8190E|TTN_uc010zfj.1_Missense_Mutation_p.G8065ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATATATTCTCCTCCACCAAC0.398

- 191 37215TTN_uc010zfh.1_Missense_Mutation_p.E6026K|TTN_uc010zfi.1_Missense_Mutation_p.E5959K|TTN_uc010zfj.1_Missense_Mutation_p.E5834KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCAACAATTTCATACTTCTTG0.408

- 188 36708TTN_uc010zfh.1_Missense_Mutation_p.S5857T|TTN_uc010zfi.1_Missense_Mutation_p.S5790T|TTN_uc010zfj.1_Missense_Mutation_p.S5665TNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAAACAAGGGAGTGTATTTTG0.398

- 179 34677TTN_uc010zfh.1_Missense_Mutation_p.E5180K|TTN_uc010zfi.1_Missense_Mutation_p.E5113K|TTN_uc010zfj.1_Missense_Mutation_p.E4988KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAGTCAAGTTCGATTTCTGAA0.453

- 64 16107TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E1956KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTATTAACTTCCAGAGACACA0.393

- 63 15836TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.M1865INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGTCCTGCTTCATTACTGACT0.408

- 47 11262TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.D341NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTGCCCATCTTTGCTCCAC0.413

- 46 14103TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AGAGCTGGATCTCCTATATGA0.378

- 46 11988TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCCTTCTGTTCGGTTTTGAAT0.338

- 14 2565TTN_uc010zfh.1_Missense_Mutation_p.D735N|TTN_uc010zfi.1_Missense_Mutation_p.D735N|TTN_uc010zfj.1_Missense_Mutation_p.D735N|TTN_uc002unb.2_Missense_Mutation_p.D781N|TTN_uc010frg.1_Missense_Mutation_p.D363NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCCTTTTGATCAGTAGTTTTG0.478

- 10 1517 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10CTGCGGCACTGAGGGTGCAAT0.433

- 7 700 NM_178123 NP_835224 Q86VW0 SESD1_HUMAN 1CCTTTATCACTTCCATTGTTA0.299

- 5 1097ZNF385B_uc002unj.2_Missense_Mutation_p.R63C|ZNF385B_uc002unk.2_RNA|ZNF385B_uc002unl.2_Missense_Mutation_p.R62C|ZNF385B_uc002unm.2_Missense_Mutation_p.R89CNM_152520 NP_689733 Q569K4 Z385B_HUMAN Matrin-type 2. 1GAGTTAAAGCGAAGCTGACAG0.353

- 3 253PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Missense_Mutation_p.E57K|PDE1A_uc010zfq.1_Missense_Mutation_p.E57K|PDE1A_uc002uor.2_Missense_Mutation_p.E41K|PDE1A_uc002uov.1_RNANM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3GCCGCATATTCAATATTCTTC0.373

+ 4 3889 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11AACCACTATCCATCACACTGT0.358

- 7 891 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3TTTTTCTAGTGATCTCCATTT0.323

+ 48 3880 NM_000090 NP_000081 P02461 CO3A1_HUMANFibrillar collagen NC1. 13TGATGGTTCTCGTAAAAACCC0.398

- 54 4716COL5A2_uc010frx.2_Missense_Mutation_p.D1057NNM_000393 NP_000384 P05997 CO5A2_HUMANFibrillar collagen NC1. 2CCGCCAACATCCACAGGAGCA0.453

- 22 2376STAT1_uc010fse.1_Missense_Mutation_p.P663L|STAT1_uc002usk.2_Missense_Mutation_p.P663L|STAT1_uc002usl.2_Missense_Mutation_p.P665LNM_007315 NP_009330 P42224 STAT1_HUMAN SH2. 10ATACTTCAGGGGATTCTCAGG0.448

- 42 7617 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12AGTGCATCTTCAGGCCATGAC0.408

- 41 7554 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12TTTCTAAGACGATTCCGAAAT0.428

- 41 7029 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12AGGTTCATGGGTTTTTTGCTT0.433

- 36 6062 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12GCAGTACTTACCGTAATGTAA0.338

+ 4 1570BMPR2_uc010ftr.2_Missense_Mutation_p.P141LNM_001204 NP_001195 Q13873 BMPR2_HUMANExtracellular (Potential). 9CTTTTAGGTCCACCTCATTCA0.234

+ 7 955PARD3B_uc010fub.1_Missense_Mutation_p.E250K|PARD3B_uc002vao.1_Missense_Mutation_p.E250K|PARD3B_uc002vap.1_Missense_Mutation_p.E250K|PARD3B_uc002vaq.1_Missense_Mutation_p.E250KNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 1. 4ACTATTTCACGAAAATGAATG0.348

+ 5 5225 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3TAAGAGCTGTGGATATAATGG0.393

- 7 542 NM_001099334 NP_001092804 Q0P641 CB080_HUMAN 1GAAACTCGGGGAACCTGAAAG0.468

- 3 416MYL1_uc002veb.2_Missense_Mutation_p.G52ENM_079420 NP_524144 P05976 MYL1_HUMAN 1GCTGGGGTTTCCCAGAACTTT0.408

- 23 2871_2872ERBB4_uc002veh.1_Missense_Mutation_p.P925L|ERBB4_uc010zji.1_Missense_Mutation_p.P915L|ERBB4_uc010zjj.1_Missense_Mutation_p.P915LNM_005235 NP_005226 Q15303 ERBB4_HUMANProtein kinase.|Cytoplasmic (Potential). 33TTCTCGCGTTGGAATTCCATCA0.381

- 15 1895_1896ERBB4_uc002veh.1_Missense_Mutation_p.A600T|ERBB4_uc010zji.1_Missense_Mutation_p.A600T|ERBB4_uc010zjj.1_Missense_Mutation_p.A600T|ERBB4_uc010fut.1_Missense_Mutation_p.A600TNM_005235 NP_005226 Q15303 ERBB4_HUMANExtracellular (Potential).|Cys-rich. 33AAACTGTTTGCCCCCTGTAAGC0.47

+ 10 3008 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 4. 14GATTGGCTGTGCCGTGGCCGC0.622

+ 37 8969 NM_005876 NP_005867 Q15772 SPEG_HUMANProtein kinase 2. 14GCCACGGGGCGAACGTTCGTG0.672

- 43 4784 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11GCCTGGGATTCGGGGACAGTC0.582

+ 8 788WDR69_uc010zlw.1_Missense_Mutation_p.G222R|WDR69_uc002vpo.1_RNANM_178821 NP_849143 Q8N136 WDR69_HUMAN WD 4. 1AATCATCACGGGGTCTTTTGA0.418

- 7 818SPHKAP_uc002vpp.2_Nonsense_Mutation_p.W257*|SPHKAP_uc010zlx.1_Nonsense_Mutation_p.W257*NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10TGTTGCAATTCCATTCCACCT0.383

+ 8 872_873SP140_uc010zma.1_Intron|SP140_uc002vqk.2_Missense_Mutation_p.G253K|SP140_uc002vqn.2_Intron|SP140_uc002vqm.2_Missense_Mutation_p.G227K|SP140_uc010fxl.2_Missense_Mutation_p.G253KNM_007237 NP_009168 Q13342 LY10_HUMAN 0AGAAAGCAACGGGATGATAGAT0.446

+ 1 835UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Nonsense_Mutation_p.Q279*NM_019077 NP_061950 Q9HAW7 UD17_HUMAN 1CAACTGTCATCAGGGAAAGCC0.388

+ 3 955 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4AAGAGAATATCATGACCTAAA0.353

- 11 1089KIF1A_uc010fzk.2_Missense_Mutation_p.L315F|KIF1A_uc002vzz.1_Missense_Mutation_p.L315FNM_004321 NP_004312 Q12756 KIF1A_HUMANKinesin-motor. 1TTTTCCCGGAGGAGCCAGGTC0.567



+ 15 2286MCM8_uc002wmj.2_Missense_Mutation_p.V621I|MCM8_uc002wmk.2_Missense_Mutation_p.V677I|MCM8_uc002wml.2_Missense_Mutation_p.V637I|MCM8_uc010gbp.2_Missense_Mutation_p.V590I|MCM8_uc002wmm.2_Missense_Mutation_p.V175INM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1AAATACTTCCGTACTTGAAGT0.373 rs141935061

- 5 2061 NM_152611 NP_689824 Q8WUT4 LRRN4_HUMANExtracellular (Potential).|Fibronectin type-III. 3GCAGAGTAGCGGATCTGGTAC0.701

+ 18 1847PLCB1_uc010zrb.1_Nonsense_Mutation_p.W514*|PLCB1_uc002wna.2_Nonsense_Mutation_p.W615*|PLCB1_uc002wnc.1_Nonsense_Mutation_p.W514*|PLCB1_uc002wnd.1_Nonsense_Mutation_p.W192*NM_015192 NP_056007 Q9NQ66 PLCB1_HUMANPI-PLC Y-box. 12CAGCTCTTCTGGAATGCAGGT0.413

+ 30 2980PLCB4_uc010gbw.1_Splice_Site_p.K948_splice|PLCB4_uc010gbx.2_Splice_Site_p.K960_splice|PLCB4_uc002wne.2_Splice_Site_p.K948_splice|PLCB4_uc002wnh.2_Splice_Site_p.K795_spliceNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15ACATGCAAAGGTACAGTGCTC0.333

- 3 1683MACROD2_uc002wot.2_Intron|MACROD2_uc002wou.2_Intron|FLRT3_uc002wow.1_Missense_Mutation_p.P406SNM_198391 NP_938205 Q9NZU0 FLRT3_HUMANExtracellular (Potential).|Fibronectin type-III. 1TTTCTTGAGGGACTCCCTGTG0.458

- 7 721KIF16B_uc010gch.1_Missense_Mutation_p.S188F|KIF16B_uc010gci.1_Missense_Mutation_p.S188F|KIF16B_uc010gcj.1_Missense_Mutation_p.S188FNM_024704 NP_078980 Q96L93 KI16B_HUMAN Kinesin-motor. 8TAAATGTTTGGATAAATCTGA0.398

+ 6 1563_1564CSRP2BP_uc002wqk.2_Missense_Mutation_p.S186C|CSRP2BP_uc010zru.1_Missense_Mutation_p.S185CNM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6GACTTTTCCTCCTTGAGCTCCT0.52

+ 2 778PAX1_uc010zsl.1_Missense_Mutation_p.S242T|PAX1_uc010zsm.1_Missense_Mutation_p.S218TNM_006192 NP_006183 P15863 PAX1_HUMAN 2GCAGCCGCCGTCGCAGCCTAC0.667

- 14 1842NINL_uc010gdn.1_Missense_Mutation_p.P590S|NINL_uc010gdo.1_Missense_Mutation_p.P373SNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5CGCCCATCCGGGCTCCATGAG0.687

+ 1 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA 0CAGCTTGATACGTTGGTGAGT0.219 rs62197050

+ 3 222FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0ATGCAATGAAGCAGGGGACAT0.373

+ 3 1598 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3CCCCCCAGGTCCCTGCCAAGG0.682

+ 22 2347 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMANMyosin head-like. 2GAGGGGATCCGGATCTGCCGC0.632

- 2 1678GDF5_uc010gfc.1_Missense_Mutation_p.M453I|uc002xcj.2_Missense_Mutation_p.H89Y|GDF5_uc010zvc.1_Missense_Mutation_p.M453INM_000557 NP_000548 P43026 GDF5_HUMAN 0CCATGGAGTTCATCAGGGTCT0.597

+ 16 1599DHX35_uc010zwa.1_Missense_Mutation_p.H375Y|DHX35_uc010zwb.1_Missense_Mutation_p.H375Y|DHX35_uc010zwc.1_Missense_Mutation_p.H499YNM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3CCAGAAGTCTCACGCAGTAAG0.473

- 16 2597PTPRT_uc010ggj.2_Missense_Mutation_p.D824N|PTPRT_uc010ggi.2_Missense_Mutation_p.D8NNM_007050 NP_008981 O14522 PTPRT_HUMANCytoplasmic (Potential). 20GTGGGTTTGTCGGCAGAGGCC0.557

+ 8 870L3MBTL_uc010ggk.1_Missense_Mutation_p.S207L|L3MBTL_uc002xkl.2_Missense_Mutation_p.S207L|L3MBTL_uc002xkm.2_Missense_Mutation_p.S207L|L3MBTL_uc010ggl.2_Missense_Mutation_p.S207L|L3MBTL_uc002xkn.1_5'UTR|L3MBTL_uc002xko.2_5'FlankNM_015478 NP_056293 Q9Y468 LMBL1_HUMAN MBT 1. 0GAATGCTGGTCGTGGGAGTCC0.532 rs143835872

+ 2 1171SEMG1_uc002xnj.2_Missense_Mutation_p.R312S|SEMG2_uc010ggz.2_Intron|SEMG1_uc002xnh.2_IntronNM_003007 NP_002998 P04279 SEMG1_HUMAN58 AA repeat 2. 2TGTATCCCAACGCAGTATTTA0.418

+ 2 1198SEMG2_uc002xnk.2_Missense_Mutation_p.Q381K|SEMG2_uc002xnl.2_Missense_Mutation_p.Q381KNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|4 X 60 AA tandem repeats, type I. 1AACTGAAGAGCAAATACATGG0.388

- 6 943SLC13A3_uc010ghn.1_Missense_Mutation_p.G271E|SLC13A3_uc010zxw.1_Missense_Mutation_p.G252E|SLC13A3_uc002xsg.1_Missense_Mutation_p.G255E|SLC13A3_uc010gho.1_Missense_Mutation_p.G255E|SLC13A3_uc010zxx.1_Missense_Mutation_p.G204ENM_022829 NP_073740 Q8WWT9 S13A3_HUMANCytoplasmic (Potential). 1GCTCAGTCCCCCGTACAGGAA0.502

- 3 817_818SPATA2_uc002xuw.2_Missense_Mutation_p.T156N|SPATA2_uc010zyn.1_Missense_Mutation_p.T19NNM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2TCACCTGGAGGGTCTCCACGAG0.535

- 12 1157ATP9A_uc010gih.1_Missense_Mutation_p.S250L|ATP9A_uc002xwf.1_IntronNM_006045 NP_006036 O75110 ATP9A_HUMANCytoplasmic (Potential). 4GAGTAAGTACGAAATCCTGCC0.552

+ 2 1516 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6CGGTCCGTCTCGAAACCCAGC0.557

- 3 1253BMP7_uc010giq.1_Missense_Mutation_p.N242H|BMP7_uc002xyc.2_Missense_Mutation_p.N242HNM_001719 NP_001710 P18075 BMP7_HUMAN 1AGGCCCAGGTTGTGCCGCGGA0.637

+ 5 543 NM_020673 NP_065724 Q9UL26 RB22A_HUMAN 0GAGACATTTTCAACATTAAAG0.353

+ 7 847_848OSBPL2_uc002ycl.1_Nonsense_Mutation_p.R204*|OSBPL2_uc011aah.1_Nonsense_Mutation_p.R124*|OSBPL2_uc002ycm.1_Missense_Mutation_p.P24LNM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2AGGCGGAGCCCCGAGGCACCAT0.579

+ 1 790 NM_002531 NP_002522 P30989 NTR1_HUMANExtracellular (Potential). 4GGCGACGCCGGCTGCCGCGGC0.687

- 16 4178DIDO1_uc002yds.1_Missense_Mutation_p.S1305LNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6GGAAGCAGACGAAGCGGTGGA0.597

+ 4 714BIRC7_uc010gkc.1_Missense_Mutation_p.E181K|BIRC7_uc002yei.2_Missense_Mutation_p.E181K|hsa-mir-3196|MI0014241_5'FlankNM_139317 NP_647478 Q96CA5 BIRC7_HUMAN 3GGACCCGTGGGAAGAACCGGA0.672

- 7 2946PRIC285_uc002yfl.1_Missense_Mutation_p.S116LNM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2GGTGCCGTGCGAGGCATAGGC0.697

- 8 573TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.E51K|TPTE_uc002yir.1_Intron|TPTE_uc010gkv.1_IntronNM_199261 NP_954870 P56180 TPTE_HUMAN 5TCAGCATCTTCAACTTCAAAC0.343 rs141287188

+ 15 2155NCAM2_uc011acb.1_Missense_Mutation_p.E494KNM_004540 NP_004531 O15394 NCAM2_HUMANFibronectin type-III 2.|Extracellular (Potential). 4GAAAGATAAGGAAGACCAATG0.348

- 1 13 NM_012131 NP_036263 P56750 CLD17_HUMANCytoplasmic (Potential). 2ATTTGCAAGGGATAAAATGCC0.478

+ 5 647MRAP_uc002ypk.2_Intron|URB1_uc002ypn.2_3'UTR|MRAP_uc011ado.1_Missense_Mutation_p.V95I|MRAP_uc002ypl.2_Missense_Mutation_p.V154INM_178817 NP_848932 Q8TCY5 MRAP_HUMANExtracellular (Potential). 0GGGTCCCCTCGTCAGGAGCAA0.602

- 1 196C21orf59_uc002ypy.1_Missense_Mutation_p.T28M|C21orf59_uc002ypz.1_Missense_Mutation_p.T28M|C21orf59_uc010glx.2_Translation_Start_Site|C21orf59_uc002yqd.2_Missense_Mutation_p.T28M|C21orf59_uc002yqb.3_Missense_Mutation_p.T28M|C21orf59_uc011adr.1_Missense_Mutation_p.T28MNM_021254 NP_067077 P57076 CU059_HUMAN 0CACCTGCACCGTGAGCTCCTC0.682

+ 3 1428SON_uc002ysb.1_Missense_Mutation_p.S460F|SON_uc002ysc.2_Missense_Mutation_p.S460F|SON_uc002ysd.2_5'UTR|SON_uc002ysf.1_Intron|SON_uc002ysg.2_5'FlankNM_138927 NP_620305 P18583 SON_HUMAN 6CCAGCACCATCCATGGGGTTG0.617

+ 38 5078DONSON_uc002ysn.1_Intron|ITSN1_uc002ytb.1_Missense_Mutation_p.E1599K|ITSN1_uc002ytj.2_Missense_Mutation_p.E1543K|ITSN1_uc010gmm.1_RNA|ITSN1_uc010gmn.1_RNA|ITSN1_uc002ytk.1_RNANM_003024 NP_003015 Q15811 ITSN1_HUMAN C2. 4GAACGTGGTTGAAGGCATCGA0.557

+ 6 768DOPEY2_uc011aeb.1_Missense_Mutation_p.S230FNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2CAGGTGAAGTCTTTGCGTGCC0.403

+ 4 1223KCNJ15_uc002yww.2_Nonsense_Mutation_p.W307*|KCNJ15_uc002ywx.2_Nonsense_Mutation_p.W307*NM_002243 NP_002234 Q99712 IRK15_HUMANCytoplasmic (By similarity). 6AAATCTACTGGGGTTTTGAGT0.463

- 21 4158DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 4.|Extracellular (Potential). 11GCCTCAAACTCGCTGATCACC0.453

- 20 4060DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 4.|Extracellular (Potential). 11AAAGACCATGGAGGCTGAGGC0.577

- 9 2262DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 7. 11AATCTTGGAAACTCAAAGGGT0.468

+ 6 906AIRE_uc010gpq.2_5'Flank|AIRE_uc002zej.2_5'Flank|AIRE_uc010gpr.2_5'FlankNM_000383 NP_000374 O43918 AIRE_HUMAN SAND. 1CGAGCCAAGGGAGCCCAGGGC0.667

- 1 242C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_181686 NP_859014 P59990 KR121_HUMAN14 X 5 AA approximate repeats. 2TGGCAGGAGGGAGCCGCATAC0.647

- 3 400SLC19A1_uc010gpy.1_Missense_Mutation_p.P94L|SLC19A1_uc011aft.1_Missense_Mutation_p.P54L|SLC19A1_uc002zhm.1_Missense_Mutation_p.P94L|SLC19A1_uc010gpz.1_5'UTRNM_194255 NP_919231 P41440 S19A1_HUMANCytoplasmic (Probable). 0CAGCAGCACCGGCGTGTAGCG0.647

+ 21 1703COL6A2_uc002zhy.1_Missense_Mutation_p.D541N|COL6A2_uc002zhz.1_Missense_Mutation_p.D541N|COL6A2_uc002zib.1_IntronNM_001849 NP_001840 P12110 CO6A2_HUMANCell attachment site (Potential).|Triple-helical region. 8AGGCCGAGGCGACTTTGGCTT0.557 rs138276378

+ 3 600PCNT_uc002zjj.2_Missense_Mutation_p.P47T|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8CAGTGACCACCCACCAGAACA0.547



- 1 1078 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1TTGATCGCTTCCTTTACTAAA0.522

- 5 815GNB1L_uc002zqd.1_5'UTR|GNB1L_uc002zqf.1_Nonsense_Mutation_p.Q141*NM_053004 NP_443730 Q9BYB4 GNB1L_HUMAN 1TCCAGAATCTGAACCTGACAG0.557

- 9 2067ARVCF_uc002zqy.2_Missense_Mutation_p.P121LNM_001670 NP_001661 O00192 ARVC_HUMAN ARM 6. 1ACTGCCCAGGGGCCCGGGCTC0.662

- 2 1475RTN4R_uc002zru.2_Missense_Mutation_p.T197INM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN 0GTGGCTGCGGGTGCGGTTCTT0.721

+ 5 345CABIN1_uc002zzj.1_Missense_Mutation_p.S73L|CABIN1_uc002zzl.1_Missense_Mutation_p.S73L|CABIN1_uc010guk.1_Intron|CABIN1_uc002zzk.1_IntronNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5CAGGCAGTTTCATCCGGTGAT0.522

+ 43 7424MYO18B_uc003aca.1_Missense_Mutation_p.D2273N|MYO18B_uc010guy.1_Missense_Mutation_p.D2274N|MYO18B_uc010guz.1_Missense_Mutation_p.D2272N|MYO18B_uc011aka.1_Missense_Mutation_p.D1546N|MYO18B_uc011akb.1_Missense_Mutation_p.D1905N|MYO18B_uc010gva.1_Missense_Mutation_p.D375N|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12GTCCTCTGTGGACGATGCGGG0.597

+ 43 7449MYO18B_uc003aca.1_Missense_Mutation_p.G2281E|MYO18B_uc010guy.1_Missense_Mutation_p.G2282E|MYO18B_uc010guz.1_Missense_Mutation_p.G2280E|MYO18B_uc011aka.1_Missense_Mutation_p.G1554E|MYO18B_uc011akb.1_Missense_Mutation_p.G1913E|MYO18B_uc010gva.1_Missense_Mutation_p.G383E|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12CCAGACCTTGGAAAGGAGCCG0.597

- 15 2594LARGE_uc011amd.1_Missense_Mutation_p.R471Q|LARGE_uc003ane.3_Missense_Mutation_p.R672Q|LARGE_uc010gwp.2_Missense_Mutation_p.R620Q|LARGE_uc011ame.1_Missense_Mutation_p.R604Q|LARGE_uc011amf.1_Missense_Mutation_p.R623QNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3TACAAACCTCCGGTCGTACTC0.577 rs145736519

- 4 645C22orf33_uc003aqe.2_Missense_Mutation_p.A82TNM_001163857 NP_001157329 O43247 EAN57_HUMAN 0TCATCAATAGCCTTTTGAGCC0.542

- 2 208TMPRSS6_uc003aqt.1_Missense_Mutation_p.E23K|TMPRSS6_uc003aqu.2_Missense_Mutation_p.E23KNM_153609 NP_705837 Q8IU80 TMPS6_HUMANCytoplasmic (Potential). 6CCCTCCGGCTCCGCTTCCTCG0.662

- 2 192_193PLA2G6_uc003auz.1_Missense_Mutation_p.S19L|PLA2G6_uc003ava.1_Missense_Mutation_p.S19L|PLA2G6_uc003avb.2_Missense_Mutation_p.S19L|PLA2G6_uc010gxk.1_RNA|PLA2G6_uc011ano.1_Missense_Mutation_p.S19LNM_003560 NP_003551 O60733 PA2G6_HUMAN 1GGAATGGGTTAGAGAACAAGTT0.594

+ 30 3761WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|MEI1_uc011apd.1_RNA|MEI1_uc003bbb.1_Missense_Mutation_p.P632S|MEI1_uc003bbc.1_Missense_Mutation_p.P614S|MEI1_uc010gym.1_Missense_Mutation_p.P579S|MEI1_uc003bbd.1_Missense_Mutation_p.P459S|MEI1_uc010gyn.1_RNA|MEI1_uc003bbe.1_RNA|MEI1_uc003bbf.2_Missense_Mutation_p.P260S|MEI1_uc003bbg.2_Missense_Mutation_p.P216SNM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2GGAGGGCCTTCCCCCTAGCAC0.602

- 16 1988 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5GTGCCAGGCCCACAGGCAACT0.622

- 22 2817EFCAB6_uc003bdz.1_Nonsense_Mutation_p.R716*|EFCAB6_uc010gzi.1_Nonsense_Mutation_p.R716*|EFCAB6_uc010gzj.1_IntronNM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 9. 7TCCCGGCGTCGAAGAATGCCA0.438

- 2 245C22orf9_uc003bfv.1_Missense_Mutation_p.A69V|C22orf9_uc003bfw.1_Missense_Mutation_p.A65V|C22orf9_uc010gzx.2_Missense_Mutation_p.A42VNM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0GCCGGAGTACGCCAGCTTCCG0.617

- 3 807WNT7B_uc010haa.2_Missense_Mutation_p.E149KNM_058238 NP_478679 P56706 WNT7B_HUMAN 1TTCCAGCCCTCGGCTTGGTTG0.687

- 2 158 NM_001080447 NP_001073916 2CTCGACATCCGGAATGACCTT0.597

+ 16 2287CNTN6_uc011asj.1_Missense_Mutation_p.R602C|CNTN6_uc003bpa.2_Missense_Mutation_p.R674CNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANFibronectin type-III 1. 8ATATGAATTTCGTGTTGTTGC0.393 rs147761774

+ 8 2054GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Missense_Mutation_p.P594S|GRM7_uc003bql.2_Missense_Mutation_p.P594S|GRM7_uc003bqn.1_Missense_Mutation_p.P177S|GRM7_uc010hch.1_Missense_Mutation_p.P105SNM_000844 NP_000835 Q14831 GRM7_HUMANHelical; Name=1; (Potential). 7GGCTGTGATTCCTGTCTTCCT0.547

- 2 268C3orf24_uc003bva.1_Missense_Mutation_p.E15KNM_173472 NP_775743 Q96PS1 CC024_HUMAN 0TGGAAACTCTCATCCAGTGGG0.537

+ 2 802HRH1_uc010hds.2_Missense_Mutation_p.L154F|HRH1_uc010hdt.2_Missense_Mutation_p.L154F|HRH1_uc003bwb.3_Missense_Mutation_p.L154FNM_001098213 NP_001091683 P35367 HRH1_HUMANHelical; Name=4; (Potential). 2GGCCTGGTTTCTCTCTTTTCT0.542

+ 10 2025CAND2_uc003bxj.2_Missense_Mutation_p.S566LNM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 14. 4ATTCTGGCCTCATTCCTGCGG0.667

+ 12 3239CAND2_uc003bxj.2_Missense_Mutation_p.R947WNM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 23. 4GACAAAGATCCGGCGGGACCT0.582

- 36 5178 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11TTGCTCAAAAGGATTTCAGCC0.607 rs137867919

- 25 3483 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11GTGCCGTTCCCGATGGCGAGG0.473 rs149480023

+ 12 723SLC6A6_uc003byp.2_Nonsense_Mutation_p.W144*|SLC6A6_uc010hef.1_RNA|SLC6A6_uc003byq.2_Nonsense_Mutation_p.W144*|SLC6A6_uc003byr.2_RNANM_001134367 NP_001127839 P31641 SC6A6_HUMANExtracellular (Potential). 1TCCTGGCCTGGGCCACATACT0.537

+ 2 926LRRC3B_uc003cdq.2_Missense_Mutation_p.E113KNM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4AGGAGTAGCTGAAACCTTGCA0.448

- 13 1365NEK10_uc010hfj.2_Missense_Mutation_p.S322F Q6ZWH5 NEK10_HUMAN p.E379K(1) 13GCTGAAGAGGGATTTCTTGAA0.323

+ 2 1963 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 9. 1CCTTGTAATTCATAAGGCAAT0.408

+ 2 238STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.E67KNM_003149 NP_003140 Q99469 STAC_HUMAN 4AACCAACAGCGAAGACATGAA0.532

- 12 4722 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CTGGCTGCTTCGTAGAGTGCT0.557

- 15 2512SCN5A_uc003cin.2_Missense_Mutation_p.P773L|SCN5A_uc003cil.3_Missense_Mutation_p.P773L|SCN5A_uc010hhi.2_Missense_Mutation_p.P773L|SCN5A_uc010hhk.2_Missense_Mutation_p.P773L|SCN5A_uc011ayr.1_Missense_Mutation_p.P773L|SCN5A_uc010hhj.1_Missense_Mutation_p.P384LNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9GTAGTAGTAGGGGTCGAGGGC0.532

- 27 5365 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10AAAGGCAGGTCCATCTGGATC0.468

- 23 4136 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9TTCTGCTGTTGGTTGAAGTTG0.358

- 1 456 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CTTATGATTTCGGTAGAATGG0.428

- 2 1513XIRP1_uc003cji.2_Missense_Mutation_p.R431K|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8TAGCTCATCCCTCTGGGGGGC0.562 rs149251137

+ 13 1962 NM_003241 NP_003232 P49221 TGM4_HUMAN 1CTGGGCATCTCCTCACTACAG0.383

+ 3 1504 NM_001123041 NP_001116513 P41597 CCR2_HUMANCytoplasmic (Potential). 2GTGAGACCAGGAAAGAATGTG0.493

- 9 1117LTF_uc003fzr.2_Missense_Mutation_p.R316Q|LTF_uc010hjh.2_Missense_Mutation_p.R360Q|LTF_uc003cpr.2_Missense_Mutation_p.R347QNM_002343 NP_002334 P02788 TRFL_HUMAN 4CCGCGCACGCCGGGCAGCCAC0.667

+ 5 8258 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8CGTGGGGAGAGCCTGGCCTGC0.652

+ 35 3571RNF123_uc003cxi.2_RNANM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7CTCCTGGTGCGTGGCCCAGCC0.582

+ 6 2851GRM2_uc003dbo.3_Missense_Mutation_p.S253L|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANCytoplasmic (Potential). 1ACAACGTCATCGCTTTGAAGA0.587

+ 38 3274 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANHelical; (Potential). 7TCTCCAAGCCCAGACAGTCCT0.517

- 11 2465ERC2_uc003dht.1_Missense_Mutation_p.E220KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTCATTCTCCACCTCCTTG0.478

- 7 1817ERC2_uc003dht.1_5'UTRNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2GCCAGTGTCCCCTTCTCTTCT0.393

- 6 695DNAH12_uc003diu.2_Missense_Mutation_p.E172KNM_178504 NP_848599 Q6ZR08 DYH12_HUMANStem (By similarity). 2GGACCTCCTTCATCTTCAAGC0.313

- 3 372LRIG1_uc010hnz.2_5'UTR|LRIG1_uc010hoa.2_Missense_Mutation_p.L120FNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|LRR 3. 5TACAGAAAGAGAGAGACGACA0.488



- 15 2088 NM_020872 NP_065923 Q9P232 CNTN3_HUMANFibronectin type-III 1. 5AATTCATATTCCACCCATGGG0.438

- 7 990FAM86D_uc003dpo.3_RNA|FAM86D_uc003dps.3_RNA|FAM86D_uc003dpq.3_Missense_Mutation_p.E119K|FAM86D_uc003dpr.3_RNANR_024241 0TCACCTAGCTCGGTGGTGAAC0.652

+ 1 704 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANCytoplasmic (Potential). 2AAGGGTGTAAGGAAAGCCTTT0.418

+ 1 432 NM_001005517 NP_001005517 A6NMS3 OR5K4_HUMANHelical; Name=4; (Potential). 1GCATTCGGATGACCACAGGGG0.468

- 5 3768C3orf26_uc003dtk.1_Intron|C3orf26_uc003dtl.2_Intron|FILIP1L_uc003dto.2_Missense_Mutation_p.K1102I|FILIP1L_uc010hpf.2_Missense_Mutation_p.K678I|FILIP1L_uc010hpg.2_Missense_Mutation_p.K862I|FILIP1L_uc003dtn.2_Missense_Mutation_p.K862I|FILIP1L_uc003dtp.1_Missense_Mutation_p.K862INM_182909 NP_878913 Q4L180 FIL1L_HUMAN 1ATTGGTTGTTTTGTTTAGTGC0.448

+ 14 1814ATP6V1A_uc011bik.1_Missense_Mutation_p.S550FNM_001690 NP_001681 P38606 VATA_HUMAN 3AAACTTTCCTCCATGAAATTC0.299

- 7 1318DRD3_uc010hqn.1_Nonsense_Mutation_p.R299*|DRD3_uc003ebb.1_Intron|DRD3_uc003ebc.1_Nonsense_Mutation_p.R299*NM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4CTGAGTTTTCGAACTTCTAAG0.532

+ 3 1592 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5GAGCTCCACAGCGAGTGTGTG0.522

+ 11 831 PDIA5_uc003egd.1_IntronNM_006810 NP_006801 Q14554 PDIA5_HUMANThioredoxin 1. 1GTCTTCCAGTCCGCAGCCGCC0.612

- 8 1220SLCO2A1_uc003eqb.3_Missense_Mutation_p.P240S|SLCO2A1_uc011blv.1_Missense_Mutation_p.P135SNM_005630 NP_005621 Q92959 SO2A1_HUMANCytoplasmic (Potential). 1AAGATGCATGGAAACCCTGTG0.592

- 4 342KY_uc011blw.1_Missense_Mutation_p.E94K|KY_uc011blx.1_Missense_Mutation_p.E73K|KY_uc003eqs.1_Missense_Mutation_p.E114KNM_178554 NP_848649 Q8NBH2 KY_HUMAN 2GGGTGGACTTCCACAGTCAGT0.488

+ 9 1301ESYT3_uc010hug.2_RNANM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0CACCTGGAACGAAGTGTTTGA0.582

+ 1 469 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN Cys-rich. 7TACTATGAGAGCCGCTGCTGC0.562

- 38 6557ATR_uc003euy.1_Missense_Mutation_p.L31FNM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20TTCGAGAGATCAATTGTGAAA0.338

- 8 998PLSCR2_uc003evw.1_Missense_Mutation_p.R291KNM_020359 NP_065092 Q9NRY7 PLS2_HUMANExtracellular (By similarity). 0TTACCTAGTTCTTTCAAAAAA0.343

- 6 6577IGSF10_uc011bob.1_Missense_Mutation_p.H220Y|IGSF10_uc011boc.1_Missense_Mutation_p.H172YNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 8. 13CCATTGGCATGAAATGTGTAC0.443

- 4 1395 NM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 1. 13TCACTGGCCTCATCTCTGCTC0.448

- 3 1408SLC33A1_uc003fao.1_Missense_Mutation_p.E343KNM_004733 NP_004724 O00400 ACATN_HUMANExtracellular (Potential). 4GCTAAATGTTCTTTGGGTACT0.383

- 4 355ZBBX_uc011bpc.1_Nonsense_Mutation_p.W11*|ZBBX_uc003feq.2_5'UTRNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2AGGTTTTCCCCATGGAAGAAC0.279

- 5 1014SERPINI2_uc003fes.1_Missense_Mutation_p.G329E|SERPINI2_uc003fet.1_Missense_Mutation_p.G319ENM_006217 NP_006208 O75830 SPI2_HUMAN 3ACCTGTTATTCCAGAAAGGTC0.303

- 2 632MECOM_uc003ffl.2_Missense_Mutation_p.P49S|MECOM_uc011bpk.1_Intron|MECOM_uc010hwn.2_Missense_Mutation_p.P77S|MECOM_uc011bpl.1_Missense_Mutation_p.P77SNM_004991 NP_004982 Q03112 EVI1_HUMAN 14AACTCAGCAGGAATGGGGATA0.478

- 2 281LRRC31_uc010hwp.1_Nonsense_Mutation_p.W68*NM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3TACTGGATCTCCATTCCATTT0.383

- 5 698CCDC39_uc003fkn.2_RNANM_181426 NP_852091 Q9UFE4 CCD39_HUMAN Potential. 4TCTGTAAGTTCGTTGTCAAGT0.308

+ 19 2322ATP11B_uc003flc.2_Nonsense_Mutation_p.R273*|ATP11B_uc011bqm.1_5'UTR|ATP11B_uc010hxf.1_5'UTRNM_014616 NP_055431 Q9Y2G3 AT11B_HUMANCytoplasmic (Potential). 3AGATAAAGTTCGAGAAACTAT0.323

+ 13 1778SDHAP2_uc003fuv.2_RNA 0CCCTTTGAGGTGCACTGGAGG0.567 rs6583274

+ 13 1780SDHAP2_uc003fuv.2_RNA 0CTTTGAGGTGCACTGGAGGAA0.567 rs6583275

- 2 6966MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACCTGTGGATGCTGAGGAAGT0.572

+ 2 247OSTalpha_uc011btu.1_Missense_Mutation_p.A16TNM_152672 NP_689885 Q86UW1 OSTA_HUMAN 1CAGGTACACAGCAGATCTTCT0.617

- 3 603ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 3; degenerate. 0CCACATTCTTCACATGTGTAG0.363

+ 5 1197ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0AAACCCTACACATGTGAAGAA0.408

+ 1 3043 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0TGCTCATGTGCCCATGTGGAG0.582

- 3 1399POLN_uc011bvi.1_Intron|HAUS3_uc011bvj.1_Missense_Mutation_p.S390L|HAUS3_uc003get.1_Missense_Mutation_p.S390LNM_024511 NP_078787 Q68CZ6 HAUS3_HUMAN Potential. 4AATTTCATATGATAACTGTAG0.299

+ 8 871SH3BP2_uc011bvp.1_Missense_Mutation_p.A279S|SH3BP2_uc003gfj.3_Missense_Mutation_p.A308S|SH3BP2_uc003gfk.3_Missense_Mutation_p.A251S|SH3BP2_uc003gfl.3_Missense_Mutation_p.A184S|SH3BP2_uc003gfm.3_Missense_Mutation_p.A226SNM_001122681 NP_001116153 P78314 3BP2_HUMAN 1TGGCCTGGCTGCTGAGGACTC0.682

+ 2 2000RGS12_uc003ggu.2_Missense_Mutation_p.D366N|RGS12_uc010ics.1_Intron|RGS12_uc011bvr.1_RNA|RGS12_uc003ggv.2_Missense_Mutation_p.D366N|RGS12_uc003ggx.1_Missense_Mutation_p.D366NNM_198229 NP_937872 O14924 RGS12_HUMAN 1GTGCACGGCCGACCCAGACAC0.577

- 10 1762JAKMIP1_uc010idb.1_Nonsense_Mutation_p.Q496*|JAKMIP1_uc010idc.1_Nonsense_Mutation_p.Q311*|JAKMIP1_uc010idd.1_Intron|JAKMIP1_uc011bwc.1_Nonsense_Mutation_p.Q331*|JAKMIP1_uc003giv.3_Nonsense_Mutation_p.Q496*|JAKMIP1_uc010ide.2_Nonsense_Mutation_p.Q496*NM_144720 NP_653321 Q96N16 JKIP1_HUMANMediates interaction with TYK2 and GABBR1.|Potential.4TGCAGGGCCTGGTACTCCCGG0.612

+ 8 2151WFS1_uc003gix.2_Missense_Mutation_p.S662F|WFS1_uc003giz.2_Missense_Mutation_p.S480FNM_001145853 NP_001139325 O76024 WFS1_HUMAN 2GTCTACAACTCCACACTGACC0.617

- 1 1405TADA2B_uc003gjw.3_5'Flank|TADA2B_uc010idi.2_5'FlankNM_153376 NP_699207 Q2M329 CCD96_HUMAN 0TGCAGCTTTTCCTTCACGTGG0.478

+ 13 1678SORCS2_uc011bwi.1_Missense_Mutation_p.E388KNM_020777 NP_065828 Q96PQ0 SORC2_HUMANLumenal (Potential). 2GGTGTTTGAGGAAGAGCATCA0.577

+ 6 1094CPZ_uc003gll.2_RNA|CPZ_uc003gln.2_Missense_Mutation_p.R186Q|CPZ_uc003glo.2_Missense_Mutation_p.R312Q|CPZ_uc003glp.2_RNANM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3GATCTGAACCGAAATTTCCCG0.647

+ 1 1570 NM_000798 NP_000789 P21918 DRD5_HUMANCytoplasmic (Potential). 1CATCAGCAATGAGCTCATCTC0.577

+ 2 271C1QTNF7_uc003gno.2_Missense_Mutation_p.S22N|C1QTNF7_uc003gnp.2_Missense_Mutation_p.S15NNM_001135171 NP_001128643 Q9BXJ2 C1QT7_HUMAN 0ATTTGTGCCAGTGGACAACCC0.507

- 2 768ARAP2_uc003gsr.1_Missense_Mutation_p.D144NNM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3GACAGCTTATCATCTGATTGA0.423

- 3 1217BEND4_uc003gwm.2_Missense_Mutation_p.E213K|BEND4_uc011byy.1_Missense_Mutation_p.E213KNM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0TGACAGTGCTCCTGTCTTTCG0.438

- 1 160 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMAN 2AGCTTTCAAAGGACCCATCGG0.502

- 9 1943GABRA2_uc010igc.2_Missense_Mutation_p.V424I|GABRA2_uc011bzc.1_Missense_Mutation_p.V429INM_001114175 NP_001107647 P47869 GBRA2_HUMANHelical; (Probable). 4ACTGGAAAAACTATTCTGGAC0.393

+ 9 1539GABRB1_uc011bze.1_Missense_Mutation_p.D319NNM_000812 NP_000803 P18505 GBRB1_HUMANCytoplasmic (Probable). 2GAGCGTGAGCGACCCCAAGGC0.627

+ 5 1039SLAIN2_uc003gyb.1_5'UTRNM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0CACCACGTCTCGGCGCAGTTC0.338



+ 5 1190SLAIN2_uc003gyb.1_Missense_Mutation_p.S19LNM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0CCACGCAATTCACCTCGACCG0.453

+ 15 2076CWH43_uc011bzl.1_Missense_Mutation_p.E605KNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3CTCCCATGCTGAACTGAGTGA0.383

+ 2 955PDGFRA_uc003haa.2_IntronNM_133267 NP_573574 Q9BZM3 GSX2_HUMAN Homeobox. 0GTCTCGACTCCGGAGGATTGA0.537

+ 21 2957CEP135_uc003hbj.2_Missense_Mutation_p.R614QNM_025009 NP_079285 Q66GS9 CP135_HUMAN Potential. 5AGCTCAGTTCGACTGGAACTT0.388

+ 15 2919LPHN3_uc003hcq.3_Missense_Mutation_p.L916F|LPHN3_uc003hct.2_Missense_Mutation_p.L309FNM_015236 NP_056051 Q9HAR2 LPHN3_HUMANHelical; Name=2; (Potential). 18CCACAAGAACCTCTGCATCAG0.458

- 9 795UBA6_uc003hdi.2_Missense_Mutation_p.R248Q|UBA6_uc003hdj.2_Missense_Mutation_p.R248QNM_018227 NP_060697 A0AVT1 UBA6_HUMAN 0ATTAATTTCTCGAAATGTTAG0.299

- 8 883LOC550112_uc003hdl.3_Intron|TMPRSS11A_uc003hds.1_Missense_Mutation_p.M251INM_182606 NP_872412 Q6ZMR5 TM11A_HUMANPeptidase S1.|Extracellular (Potential). 1CATTTCTTTTCATTAAGGGAG0.373

+ 1 621UGT2B7_uc010ihq.2_Missense_Mutation_p.S192FNM_001074 NP_001065 P16662 UD2B7_HUMAN 2TTCCCTCCTTCCTACGTACCT0.388

- 2 869 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3CTTAGGTAGGGGTTTGGCAGG0.368 rs138573352

+ 13 1791AFP_uc003hha.1_Missense_Mutation_p.C582R|AFP_uc011cbg.1_Missense_Mutation_p.C356RNM_001134 NP_001125 P02771 FETA_HUMAN Albumin 3. 1GTTGGAGAAATGCTGCCAAGG0.418

- 15 2581 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6AGAGCCACTTCCATATTAGTA0.323

+ 2 37 NM_006419 NP_006410 O43927 CXL13_HUMAN 0CAAACCCACAGCCTGGACTCA0.493

- 3 1218ENOPH1_uc003hmv.2_5'Flank|ENOPH1_uc003hmw.2_5'Flank|ENOPH1_uc003hmx.2_5'Flank|HNRPDL_uc003hmq.2_RNA|HNRPDL_uc003hms.2_RNA|HNRPDL_uc003hmt.2_Missense_Mutation_p.G228ENM_031372 NP_112740 O14979 HNRDL_HUMAN RRM 1. 1AGGTTCTTTCCCTTTTAAAGC0.393

+ 3 572 NM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 1. 9GAAAAAAAAATAATTCAGATC0.279

+ 4 727_728 NM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 2. 9CGCAGGAGTACCCTTGGCTCAG0.515

- 2 371FAM13A_uc003hsf.1_5'UTR|FAM13A_uc003hsh.1_5'UTR|FAM13A_uc003hsi.2_Missense_Mutation_p.E55K|FAM13A_uc003hsj.2_Missense_Mutation_p.E55KNM_014883 NP_055698 O94988 FA13A_HUMAN Rho-GAP. 2ATGCCATTCTCGGTGAGCCCC0.428

- 2 2825 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3AGACGGGGCAGGACGGACGCA0.468

+ 7 3217MMRN1_uc010iku.2_Missense_Mutation_p.P352L|MMRN1_uc011cds.1_Missense_Mutation_p.P791LNM_007351 NP_031377 Q13201 MMRN1_HUMAN EGF-like. 4AGTCGGCATCCGTGCCAAAAT0.413

+ 8 1052RAP1GDS1_uc003htw.3_Nonsense_Mutation_p.E289*|RAP1GDS1_uc003htv.3_Nonsense_Mutation_p.E289*|RAP1GDS1_uc003htz.3_Nonsense_Mutation_p.E239*|RAP1GDS1_uc003hty.3_Nonsense_Mutation_p.E240*|RAP1GDS1_uc003hua.3_Nonsense_Mutation_p.E197*NM_001100427 NP_001093897 P52306 GDS1_HUMAN 3TGATATTACTGAGCTCAAAAC0.368

- 29 3946CENPE_uc003hxc.1_Missense_Mutation_p.H1261YNM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9TGTTCCTCATGAAGCACTGGG0.313

- 1 646 NM_001059 NP_001050 P29371 NK3R_HUMANHelical; Name=3; (Potential). 7GGCGAACACAGCTGTGATAGG0.527

- 10 1292CFI_uc003hzq.2_Missense_Mutation_p.G159R|CFI_uc011cft.1_Missense_Mutation_p.G370R|CFI_uc003hzs.3_Missense_Mutation_p.G355RNM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0CAGGTGATTCCACTGGCATCC0.443

+ 1 616 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5GAAAAACTTTCGACTGCCGGA0.612 rs143343563

+ 7 701_702METTL14_uc003icg.2_Nonsense_Mutation_p.157_158LE>F*NM_020961 NP_066012 Q9HCE5 MTL14_HUMAN 0AACCCCCTTTAGAAGAATATTA0.337

+ 4 1520SYNPO2_uc010ina.2_Missense_Mutation_p.E442K|SYNPO2_uc010inb.2_Missense_Mutation_p.E442K|SYNPO2_uc011cgh.1_Intron|SYNPO2_uc010inc.2_Missense_Mutation_p.E370KNM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2TGGTGCAAGCGAATCAGAGGT0.478

+ 9 8054FAT4_uc011cgp.1_Missense_Mutation_p.R983Q|FAT4_uc003ifi.1_Missense_Mutation_p.R163QNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 26.|Extracellular (Potential). 18CTTTCCCCTCGAAAAATACTT0.348

- 18 1676OTUD4_uc003ijz.3_Missense_Mutation_p.S512FNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3TACCTCTGGAGAAACTAGAAG0.488

- 2 401ZNF827_uc003ikm.2_Missense_Mutation_p.P118L|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN 0GCTGCTCAGGGGCTTGTTGGA0.582

+ 2 813EDNRA_uc011cid.1_Intron|EDNRA_uc010ipe.1_Missense_Mutation_p.R41C|EDNRA_uc010ipf.1_RNA|EDNRA_uc010ipg.1_Missense_Mutation_p.R41CNM_001957 NP_001948 P25101 EDNRA_HUMANExtracellular (Potential).p.R41H(1) 2CACCACTTTTCGTGGCACAGA0.463 rs139739379

+ 16 2264DCLK2_uc003iln.3_Missense_Mutation_p.P721S|DCLK2_uc003ilo.3_Missense_Mutation_p.P739S|DCLK2_uc003ilp.3_RNANM_001040260 NP_001035350 Q8N568 DCLK2_HUMAN Pro-rich. 3CTCTCCAGTTCCTCCCTCAGT0.647

- 28 5014LRBA_uc003ilt.3_Missense_Mutation_p.R173W|LRBA_uc003ilu.3_Missense_Mutation_p.R1514WNM_006726 NP_006717 P50851 LRBA_HUMAN 7GCCCTAAGCCGATTAATATCC0.368

- 2 2143 NM_145720 NP_663772 Q8IY51 TIGD4_HUMAN 1CTCTTCATCAGAAGTGTAAAA0.403

+ 3 359TLR2_uc003inr.2_Missense_Mutation_p.P47L|TLR2_uc003ins.2_Missense_Mutation_p.P47LNM_003264 NP_003255 O60603 TLR2_HUMANExtracellular (Potential). 3AACTCCATTCCCTCAGGGCTC0.493

+ 2 821NPY2R_uc003ior.2_Missense_Mutation_p.T109INM_000910 NP_000901 P49146 NPY2R_HUMANExtracellular (Potential). 3TTCACTCTTACCTATACCTTA0.488

+ 4 1039 NM_006174 NP_006165 Q15761 NPY5R_HUMANCytoplasmic (Potential). 7AAAAAACACAGAAGAAGATAT0.413

- 3 747 NM_001012414 NP_001012414 Q5EBN2 TRI61_HUMAN RING-type. 1TCATGTAGATCCTTCCAGGAC0.463

+ 3 1123TRIM60_uc010iqx.1_Missense_Mutation_p.R318QNM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1AAAGCTGTGCGATATGAAAGA0.413

+ 18 3054TLL1_uc011cjn.1_Missense_Mutation_p.E826K|TLL1_uc011cjo.1_Missense_Mutation_p.E627KNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 4. 7ATGCACTTGGGAAATCAGCGC0.488 rs150952504

+ 18 3064TLL1_uc011cjn.1_Missense_Mutation_p.A829V|TLL1_uc011cjo.1_Missense_Mutation_p.A630VNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 4. 7GAAATCAGCGCCACTCCTGGC0.468

- 18 2783 NM_017631 NP_060101 Q8IY21 DDX60_HUMANHelicase ATP-binding. 3TTCGTAAAACGATTCTGAACA0.393

- 34 4804 NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1CACCGACTTGGAAGCAATCAG0.403

- 19 2787DDX60L_uc003irr.1_Missense_Mutation_p.R856C|DDX60L_uc003irs.1_IntronNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMANHelicase ATP-binding. 1CATTTTTGGCGATGAGGAGCA0.363

- 15 2166DDX60L_uc003irr.1_Missense_Mutation_p.D649N|DDX60L_uc003irs.1_Missense_Mutation_p.D376NNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 ATACTTAAATCTTTCGAAATT0.299

+ 6 1500PALLD_uc003iru.2_Missense_Mutation_p.R430Q|PALLD_uc003irv.2_Missense_Mutation_p.R48QNM_016081 NP_057165 Q8WX93 PALLD_HUMAN 1TATCTCTGCCGACCTGATGGA0.393 rs145571230

+ 16 2889CBR4_uc011cjy.1_Intron|PALLD_uc003iru.2_Missense_Mutation_p.R876Q|PALLD_uc003irv.2_Missense_Mutation_p.R494Q|PALLD_uc003irw.2_Missense_Mutation_p.R378Q|PALLD_uc003irx.2_Missense_Mutation_p.R102QNM_016081 NP_057165 Q8WX93 PALLD_HUMAN 1CAAAGAGGTCGAAGTCCCCGG0.393

+ 5 2057ADAM29_uc003iud.2_Missense_Mutation_p.D463N|ADAM29_uc010irr.2_Missense_Mutation_p.D463N|ADAM29_uc011cki.1_Missense_Mutation_p.D463NNM_014269 NP_055084 Q9UKF5 ADA29_HUMANDisintegrin.|Extracellular (Potential). 16CAATGAATGTGATCTTCCAGA0.448

- 3 856_857 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5ACTCCAAACTCCTTCCCCACAT0.475



+ 9 1805ODZ3_uc003ive.1_5'UTRNM_001080477 NP_001073946 Q9P273 TEN3_HUMANEGF-like 3.|Extracellular (Potential). 0GTGTGGGGGTCGTGGGATTTG0.512

+ 3 1923STOX2_uc003iwa.1_5'UTRNM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0TTGGACGAGAGGATACCTGAC0.527

+ 4 1179TLR3_uc011ckz.1_Missense_Mutation_p.L83F|TLR3_uc003iyr.2_Missense_Mutation_p.L83FNM_003265 NP_003256 O15455 TLR3_HUMANLRR 13.|Lumenal (Potential). 5TTTGGAGCACCTTAACATGGA0.348

+ 4 345KLKB1_uc011clc.1_5'UTR|KLKB1_uc011cld.1_Nonsense_Mutation_p.R54*NM_000892 NP_000883 P03952 KLKB1_HUMAN Apple 1. 1AAAAGTACATCGAACAGGTGC0.348

+ 14 1707KLKB1_uc011clc.1_Missense_Mutation_p.E344K|KLKB1_uc011cld.1_IntronNM_000892 NP_000883 P03952 KLKB1_HUMANPeptidase S1. 1GGTAACAAATGAAGAATGCCA0.328

+ 12 1444PAPD7_uc011cmn.1_Missense_Mutation_p.P430S|PAPD7_uc010itl.1_Missense_Mutation_p.P259SNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1TGCTCCTGTTCCTTGCAGACA0.542

+ 22 2446MARCH6_uc011cmu.1_Missense_Mutation_p.P707S|MARCH6_uc003jeu.1_Missense_Mutation_p.P453S|MARCH6_uc011cmv.1_Missense_Mutation_p.P650SNM_005885 NP_005876 O60337 MARH6_HUMANExtracellular (Potential). 2GGATCAGACTCCTCTTTTTTA0.413

- 44 7306 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 2 (By similarity). 31CGAAGAATTTCTGCTTCTTGA0.428

- 44 7300 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 2 (By similarity). 31ATTTCTGCTTCTTGAGGTGAG0.423

- 38 6325 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 1 (By similarity). 31TTCAAGTTTTCAGGGAGTTCC0.438

- 36 6062 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 1 (By similarity). 31CATCTGGTCTGAACAATTGAA0.463

- 11 1405 DNAH5_uc003jfe.1_RNANM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31TTTGGATTTTGTTTAAGCTTT0.308

+ 8 1426TRIO_uc003jfg.2_RNA|TRIO_uc011cna.1_Missense_Mutation_p.P425S|TRIO_uc003jfh.1_Missense_Mutation_p.P123SNM_007118 NP_009049 O75962 TRIO_HUMAN 18GGTAGACCTTCCCTCAGAGCT0.393 rs139674608

+ 4 412 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6ATGTGTCACCGAAGGCAGGCC0.468

+ 2 804PDZD2_uc003jhm.2_Missense_Mutation_p.R139QNM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9GTCCGACTGCGGGATGAGATC0.592

+ 7 1084EGFLAM_uc003jlb.1_Missense_Mutation_p.D254N|EGFLAM_uc003jle.1_Missense_Mutation_p.D20N|EGFLAM_uc003jlf.1_IntronNM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7TTATATCACCGACATGGGAGC0.488 rs147796862

- 10 1659LIFR_uc003jli.2_Missense_Mutation_p.D443NNM_001127671 NP_001121143 P42702 LIFR_HUMANExtracellular (Potential).|Fibronectin type-III 3. 4GAATTAATATCCTTCACTTTG0.269

- 7 1020 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0ACAACATCGCGATTTCTCATT0.363

- 10 1327DAB2_uc003jlw.2_Missense_Mutation_p.P245SNM_001343 NP_001334 P98082 DAB2_HUMAN 3GTTGGTCGAGGAAGAGAACAG0.443

- 39 4871HEATR7B2_uc003jmi.3_Missense_Mutation_p.P1016SNM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8CCCAAAAAGGGAATGCAGACC0.483

- 16 2552C6_uc003jml.1_Missense_Mutation_p.G781ENM_000065 NP_000056 P13671 CO6_HUMANC5b-binding domain.|Complement control factor I module 1.|Kazal-like 1.7GCATTCAGATCCTGATTGTTT0.368

+ 9 947GHR_uc011cpq.1_Missense_Mutation_p.P115SNM_000163 NP_000154 P10912 GHR_HUMANCytoplasmic (Potential).|Box 1 motif. 6GCCCCCAGTTCCAGTTCCAAA0.318

+ 1 381 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0GAAGGCAAATCCCACTTTCAG0.577

- 2 847 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2TCCTCGCTCTCCTGGGGCTCG0.652

+ 18 2196RGNEF_uc003kcx.2_Missense_Mutation_p.L729F|RGNEF_uc010izf.2_Missense_Mutation_p.L729F|RGNEF_uc011csr.1_Missense_Mutation_p.L416FNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0ACAGCCTGGTCTCTCCTTGCA0.483

+ 2 2183 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9TCAGTTCCATCACTGGCAACA0.428

+ 2 6184 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AGATAGCCAGGAAAAAATTAA0.428

+ 2 6379 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9GAAGCCATTGGAAGAATCAAA0.438

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358

+ 7 1108GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANCalx-beta 3.|Extracellular (Potential). 16ACCTTTTATTCATGAATCTCA0.388

+ 56 11828GPR98_uc003kjt.2_Missense_Mutation_p.G1617E|GPR98_uc003kjv.2_Missense_Mutation_p.G1511ENM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GATCCCAGAGGAATTTTTATG0.423

+ 78 16748GPR98_uc003kjt.2_Missense_Mutation_p.S3257F|GPR98_uc003kjw.2_Missense_Mutation_p.S1212FNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ACCATCATATCTCCAGCTATT0.413

- 3 570C5orf13_uc011cvr.1_Missense_Mutation_p.P75S|C5orf13_uc011cvs.1_Missense_Mutation_p.P65S|C5orf13_uc003kpk.2_Intron|C5orf13_uc003kpm.2_Missense_Mutation_p.P31S|C5orf13_uc011cvk.1_Missense_Mutation_p.P31S|C5orf13_uc011cvl.1_Missense_Mutation_p.P31S|C5orf13_uc011cvm.1_Missense_Mutation_p.P31S|C5orf13_uc011cvn.1_Missense_Mutation_p.P31S|C5orf13_uc011cvo.1_Missense_Mutation_p.P31S|C5orf13_uc011cvp.1_Missense_Mutation_p.P31S|C5orf13_uc011cvq.1_Missense_Mutation_p.P31SNM_001142483 NP_001135955 Q16612 NP311_HUMAN 1TTTGGGACAGGAAGTCTTCCC0.458

+ 16 2858DMXL1_uc010jcl.1_Missense_Mutation_p.P893SNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2AAAGTCAATTCCTGTCTCATT0.328

- 1 578TRPC7_uc010jef.1_Missense_Mutation_p.P184L|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.P184L|TRPC7_uc010jei.1_Missense_Mutation_p.P184L|TRPC7_uc010jej.1_5'UTRNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANCytoplasmic (Potential). 0GTAGTCGTGGGGCCGCTCGAT0.612

+ 1 533PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Missense_Mutation_p.P143S|PCDHA2_uc011czy.1_Missense_Mutation_p.P143SNM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANExtracellular (Potential). 4TATCCGGTTTCCCGAATCAAG0.488

+ 1 104PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.P35L|PCDHA5_uc003lhj.1_Missense_Mutation_p.P35LNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 1. 3TACTCGATCCCGGAGGAAGCC0.647

+ 1 1900PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.E348KNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANExtracellular (Potential).|Cadherin 3. 1TAACTCTCCTGAAGTCGCCGT0.527

+ 1 526 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 2.|Extracellular (Potential). 0CCTTTGGGTTCACGTTTTCCT0.537

+ 1 1024 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 3. 2TGATGTCAACGACAACCCACC0.478

+ 1 148PCDHB6_uc011dah.1_IntronNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANExtracellular (Potential).|Cadherin 1. 1CTTGACAAAGGACCTGGGACT0.502

+ 1 2174 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANCadherin 6.|Extracellular (Potential). 6GACGGCTTCTCCCAGCCCTAC0.692

+ 1 1087PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 3.|Extracellular (Potential). 4CTTGACAGGAGAAATTCGACT0.403

+ 1 1571 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMANExtracellular (Potential).|Cadherin 5. 3GTTCGTCCGCGAGAACAACAG0.602

+ 1 107PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc011dau.1_Missense_Mutation_p.P36LNM_018919 NP_061742 Q9Y5G7 PCDG6_HUMANCadherin 1.|Extracellular (Potential). 1TACTCTATTCCCGAGGAGCTG0.657

- 3 2258PCDH1_uc003llp.2_Missense_Mutation_p.Y714F|PCDH1_uc011dbf.1_Missense_Mutation_p.Y692FNM_002587 NP_002578 Q08174 PCDH1_HUMANExtracellular (Potential).|Cadherin 6. 5GGCAGTGATATAGGGTGCGTT0.567

- 7 1485PPP2R2B_uc010jgm.2_Splice_Site_p.Q309_splice|PPP2R2B_uc003log.3_Splice_Site_p.Q320_splice|PPP2R2B_uc003lof.3_Splice_Site_p.Q320_splice|PPP2R2B_uc003loi.3_Splice_Site_p.Q323_splice|PPP2R2B_uc003loh.3_Splice_Site_p.Q320_splice|PPP2R2B_uc003loj.3_Splice_Site_p.Q300_splice|PPP2R2B_uc003lok.3_Splice_Site_p.Q309_splice|PPP2R2B_uc011dbu.1_Splice_Site_p.Q326_splice|PPP2R2B_uc011dbv.1_Splice_Site_p.Q378_spliceNM_004576 NP_004567 Q00005 2ABB_HUMAN 2GGGTTCTATACCTGGTAAGTC0.483



- 3 754PPP2R2B_uc010jgm.2_Missense_Mutation_p.E66K|PPP2R2B_uc003log.3_Missense_Mutation_p.E77K|PPP2R2B_uc003lof.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loi.3_Missense_Mutation_p.E80K|PPP2R2B_uc003loh.3_Missense_Mutation_p.E77K|PPP2R2B_uc003loj.3_Missense_Mutation_p.E57K|PPP2R2B_uc003lok.3_Missense_Mutation_p.E66K|PPP2R2B_uc011dbu.1_Missense_Mutation_p.E83K|PPP2R2B_uc011dbv.1_Missense_Mutation_p.E135KNM_004576 NP_004567 Q00005 2ABB_HUMAN 2AACTCGGGTTCATGGCTCTGG0.373

- 6 862HTR4_uc010jgu.1_RNA|HTR4_uc003lpi.1_Missense_Mutation_p.G233E|HTR4_uc003lpj.1_Missense_Mutation_p.G233E|HTR4_uc003lpk.2_Missense_Mutation_p.G233E|HTR4_uc011dby.1_Missense_Mutation_p.G233E|HTR4_uc003lpl.2_Missense_Mutation_p.G247E|HTR4_uc003lpm.2_Missense_Mutation_p.G233E|HTR4_uc010jgv.2_RNA|HTR4_uc003lpo.1_Missense_Mutation_p.G233ENM_000870 NP_000861 Q13639 5HT4R_HUMANCytoplasmic (By similarity). 1GGAGGAGGCTCCTGCCCGTTG0.547

+ 1 2438 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANInteraction with PRC1 (By similarity).|Potential. 1TACTGAGGAAGCCAAACGCCA0.463

+ 1 2459 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANInteraction with PRC1 (By similarity).|Potential. 1TCTGAATGACCTCCTTGAAGA0.453

- 2 661MED7_uc003lwm.3_Missense_Mutation_p.L90SNM_001100816 NP_001094286 O43513 MED7_HUMAN 0TAAAAGGTCCAAGAAATTAAT0.373

+ 8 1613ODZ2_uc003lzq.2_Missense_Mutation_p.A417V|ODZ2_uc003lzr.3_Missense_Mutation_p.A306V|uc003lzs.1_IntronNM_001122679 NP_001116151 10CAGAATGAAGCCGTGTTTGTG0.502

+ 9 1180KCNIP1_uc003map.2_Missense_Mutation_p.M215I|KCNIP1_uc003mat.2_Missense_Mutation_p.M206I|KCNIP1_uc010jjp.2_Missense_Mutation_p.M178I|KCNIP1_uc010jjq.2_Missense_Mutation_p.M231INM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMANInteraction with KCND2 (By similarity). 2ACAACATCATGAGGTCTCTCC0.468

- 16 1717 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2CACCAGCAGCGATCTCTGCGT0.527

+ 3 482CNOT6_uc010jld.2_Missense_Mutation_p.A45S|CNOT6_uc010jle.2_Missense_Mutation_p.A45SNM_015455 NP_056270 Q9ULM6 CNOT6_HUMAN 0AAGCTTAAGCGCATCTTTGTG0.378

- 1 235EXOC2_uc003mtd.2_Intron|EXOC2_uc003mte.2_Intron|EXOC2_uc011dho.1_IntronNM_148959 NP_683762 Q8NHY5 HUS1B_HUMAN 0GAGATCTTCCGAGACACCTTC0.692

+ 2 339SYCP2L_uc011dim.1_RNANM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TATTAAGGAAGACAGGACTGG0.279

- 14 1434FAM65B_uc011djs.1_Missense_Mutation_p.G399R|FAM65B_uc011dju.1_Missense_Mutation_p.G404R|FAM65B_uc003nep.2_Missense_Mutation_p.G370R|FAM65B_uc011djt.1_Missense_Mutation_p.G370RNM_014722 NP_055537 Q9Y4F9 FA65B_HUMAN 1GCTGCCTTTCCATTTTCAAAG0.453

+ 1 257HIST1H2AA_uc003nfc.2_5'FlankNM_170610 NP_733759 Q96A08 H2B1A_HUMAN 1GCTCACTACAGCAAGCGCTCC0.512

+ 11 1441BTN3A3_uc003nia.2_Missense_Mutation_p.G379S|BTN3A3_uc011dkn.1_Missense_Mutation_p.G372SNM_006994 NP_008925 O00478 BT3A3_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 0GAGGAAAAAAGGTTGGGTCAA0.483

+ 1 23 uc003njq.2_5'Flank NM_021968 NP_068803 P62805 H4_HUMAN 2GGCAAAGGCGGGAAGGGTCTT0.627

- 4 1137ZFP57_uc003nnl.3_Missense_Mutation_p.S309FNM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN 5GGGTTCCTGGGACCTGGCCAC0.557

- 2 635RNF39_uc003npd.2_Missense_Mutation_p.M191INM_025236 NP_079512 Q9H2S5 RNF39_HUMAN 0ATGTCTTCCTCATATCCTAGG0.527

- 1 113TRIM10_uc003npn.2_Missense_Mutation_p.E13K|TRIM15_uc010jrx.2_5'FlankNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0CAGTTGACTTCATCTGCCAGG0.617

+ 3 868TCF19_uc003nst.2_Missense_Mutation_p.S115LNM_001077511 NP_001070979 Q9Y242 TCF19_HUMAN 0ACCAGCCCCTCGGAGTTCTAC0.562

+ 3 560_561MICB_uc011dnm.1_Missense_Mutation_p.116_117QE>HK|MICB_uc003nto.3_IntronNM_005931 NP_005922 Q29980 MICB_HUMANExtracellular (Potential). 0TGGAGACTCAAGAATCGACAGT0.525

+ 8 1143CYP21A2_uc003nzf.1_Missense_Mutation_p.R312QNM_000500 NP_000491 P08686 CP21A_HUMAN 0GACCGTGCACGGCTGCCCTTG0.667

- 15 5498 NM_019105 NP_061978 P22105 TENX_HUMAN 0CCAGTATCATCCATAGCACTC0.602

- 6 381C6orf10_uc011dpz.1_Missense_Mutation_p.D70NNM_006781 NP_006772 Q5SRN2 CF010_HUMAN 1CCTCGGTTATCATATGAAGTG0.279

- 9 1317RGL2_uc003odu.2_5'UTR|RGL2_uc010jur.2_5'UTR|RGL2_uc003odw.2_Missense_Mutation_p.S313F|RGL2_uc011drb.1_Missense_Mutation_p.S313FNM_004761 NP_004752 O15211 RGL2_HUMAN Ras-GEF. 6CCGACTCTGGGAATAATTATC0.547

+ 28 3857 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CTGCAGATCCCCTATGACAAG0.577

+ 17 2104SCUBE3_uc003okg.1_Missense_Mutation_p.V699I|SCUBE3_uc003okh.1_Missense_Mutation_p.V587INM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1CCAACACTCTGTAGATGGGTT0.597

+ 5 769C6orf81_uc003olb.1_Missense_Mutation_p.D221NNM_145028 NP_659465 Q5T9G4 CF081_HUMAN 1ACAGAAGAATGACCTTCTCTA0.493

+ 2 247FGD2_uc003onf.2_Missense_Mutation_p.E26K|FGD2_uc011dtu.1_Missense_Mutation_p.E26K|FGD2_uc003ong.2_5'UTR|FGD2_uc011dtv.1_5'UTRNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3CAGGACCCCAGAAGCAGCACC0.612

+ 76 11716DNAH8_uc003oog.1_Nonsense_Mutation_p.Q155*|uc003oof.1_IntronNM_001371 NP_001362 21CATCATGTATCAGACGTCATT0.507

+ 4 719UNC5CL_uc010jxe.1_Intron|TSPO2_uc003opk.2_Missense_Mutation_p.S102I|TSPO2_uc011dub.1_Missense_Mutation_p.A140SNM_001010873 NP_001010873 Q5TGU0 TSPO2_HUMANHelical; (Potential). 0GCCCTACCTAGCCTGGCTCAC0.607

- 5 1155TRERF1_uc011duq.1_Missense_Mutation_p.P198S|TRERF1_uc003osb.2_Missense_Mutation_p.P37S|TRERF1_uc003osc.2_Missense_Mutation_p.P37S|TRERF1_uc003ose.2_Missense_Mutation_p.P198SNM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5TAGCGGGAAGGGATAGCCGGT0.637

- 2 643CUL7_uc011dvb.1_Missense_Mutation_p.V166M|CUL7_uc010jyh.2_Intron|KLC4_uc003otr.1_IntronNM_014780 NP_055595 Q14999 CUL7_HUMAN 4AGGGACTTCACGTCGGTTTCC0.612

+ 1 4861TDRD6_uc010jze.2_Missense_Mutation_p.P1615SNM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 7. 6CTGGGCCATTCCTTCTGAACT0.413

+ 6 1335GPR115_uc003oyz.1_Nonsense_Mutation_p.W416*|GPR115_uc003ozb.1_Nonsense_Mutation_p.W357*NM_153838 NP_722580 Q8IZF3 GP115_HUMANGPS.|Extracellular (Potential).p.W359*(1) 8AAAGGAGATGGGATGAGAAAG0.453 rs140327995

+ 5 1085HCRTR2_uc010jzv.2_RNANM_001526 NP_001517 O43614 OX2R_HUMANCytoplasmic (Potential). 6CAGATCCCTGGAACATCATCT0.493

+ 8 1176 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANHelical; (Potential). 2AGTCACCTGTGGAATCCTTCT0.358

- 4 448HMGCLL1_uc003pco.2_Missense_Mutation_p.P67S|HMGCLL1_uc010jzx.2_5'UTR|HMGCLL1_uc011dxc.1_Missense_Mutation_p.P67S|HMGCLL1_uc011dxd.1_Missense_Mutation_p.P67S|HMGCLL1_uc011dxe.1_Missense_Mutation_p.P67S|HMGCLL1_uc003pcp.2_Missense_Mutation_p.P67SNM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4ATATCTGTAGGAACTATAACC0.313

- 1 1034BMP5_uc011dxf.1_Missense_Mutation_p.E108KNM_021073 NP_066551 P22003 BMP5_HUMAN 2CCTCTGGTCTCTTCTGCCAAG0.522

- 10 1170DST_uc003pcz.3_Missense_Mutation_p.V203A|DST_uc011dxj.1_Missense_Mutation_p.V232A|DST_uc011dxk.1_Missense_Mutation_p.V243A|DST_uc011dxl.1_Missense_Mutation_p.V232A|DST_uc003pde.2_Missense_Mutation_p.V319ANM_001144769 NP_001138241 Q03001 DYST_HUMANCH 2.|Actin-binding. 14TTGAACAGCAACAGTATTCAT0.348

+ 3 845 BEND6_uc003pdg.2_RNANM_152731 NP_689944 Q5SZJ8 BEND6_HUMAN Potential. 0CACCCGGAAAGAAAACAGCCG0.378 rs79968708

+ 10 2358ZNF451_uc003pdl.2_Missense_Mutation_p.P712S|ZNF451_uc003pdn.1_Missense_Mutation_p.P712S|uc003pdq.1_Intron|ZNF451_uc003pdk.1_Missense_Mutation_p.P712SNM_001031623 NP_001026794 Q9Y4E5 ZN451_HUMAN 2AGATGATTTTCCAGTAATAGA0.363

+ 11 1897KCNQ5_uc011dyh.1_Missense_Mutation_p.P536L|KCNQ5_uc011dyi.1_Missense_Mutation_p.P527L|KCNQ5_uc010kat.2_Missense_Mutation_p.P508L|KCNQ5_uc011dyj.1_Intron|KCNQ5_uc011dyk.1_Missense_Mutation_p.P267LNM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7CTCACCCCACCACTTAAAACT0.403

+ 5 994CD109_uc010kaz.2_Missense_Mutation_p.S190F|CD109_uc003phq.2_Missense_Mutation_p.S190F|CD109_uc010kba.2_Missense_Mutation_p.S113FNM_133493 NP_598000 Q6YHK3 CD109_HUMAN 4GGAGTCATTTCCAAAACTTTT0.368

- 12 2496COL12A1_uc003pht.2_Intron|COL12A1_uc003phu.1_Missense_Mutation_p.R435KNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 4. 9CTCCAGTGTTCTCCTCCTCTG0.433

- 10 1860COL12A1_uc003pht.2_Intron|COL12A1_uc003phu.1_Missense_Mutation_p.R223KNM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9ATCTGAATTCCTCAGTTTTAT0.458

- 5 2992FILIP1_uc003phy.1_Missense_Mutation_p.M873I|FILIP1_uc003phz.2_Missense_Mutation_p.M774I|FILIP1_uc010kbe.2_Missense_Mutation_p.M876I|FILIP1_uc003pib.1_Missense_Mutation_p.M625INM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4CCCTCTTTCTCATCCATGGAA0.507

- 4 1243LCA5_uc003piy.2_Missense_Mutation_p.E270K|LCA5_uc011dyq.1_RNANM_001122769 NP_001116241 Q86VQ0 LCA5_HUMAN Potential. 0ACTTTATTTTCATCATGAGCC0.333



- 8 1491IBTK_uc011dyv.1_Nonsense_Mutation_p.G322*|IBTK_uc011dyw.1_Nonsense_Mutation_p.G322*|IBTK_uc010kbi.1_Nonsense_Mutation_p.G16*|IBTK_uc003pjm.2_Nonsense_Mutation_p.G322*NM_015525 NP_056340 Q9P2D0 IBTK_HUMAN 4CACTTTTCTCCATTGGGATCT0.353

+ 17 2812DOPEY1_uc011dyy.1_Missense_Mutation_p.V842G|DOPEY1_uc010kbl.1_Missense_Mutation_p.V842GNM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4GTAGCTGTGGTTATTAGACCT0.448

- 12 1419ME1_uc011dzb.1_Missense_Mutation_p.P363L|ME1_uc011dzc.1_Missense_Mutation_p.P272LNM_002395 NP_002386 P48163 MAOX_HUMAN 2AAGAGTGACTGGATCAAAAGG0.428

- 20 1757RARS2_uc003pmb.2_Missense_Mutation_p.G391V|RARS2_uc003pmc.2_Missense_Mutation_p.G391V|RARS2_uc003pmd.2_Missense_Mutation_p.G178V|RARS2_uc003pmf.2_RNANM_020320 NP_064716 Q5T160 SYRM_HUMAN 3AAGTTTCATTCCATTGGCTAG0.328

- 6 574UBE2J1_uc003pnc.2_Missense_Mutation_p.P134LNM_016021 NP_057105 Q9Y385 UB2J1_HUMANCytoplasmic (Potential). 0TCTTTCCTCAGGAGTGTAATC0.388

+ 11 2243KLHL32_uc011ead.1_Missense_Mutation_p.G555R|KLHL32_uc003poz.2_Missense_Mutation_p.G147R|KLHL32_uc011eae.1_Missense_Mutation_p.G522R|KLHL32_uc003ppa.2_RNANM_052904 NP_443136 Q96NJ5 KLH32_HUMAN Kelch 6. 4TGCTTCCAATGGAATAGCAGC0.438

- 11 2351SIM1_uc010kcu.2_Missense_Mutation_p.G715ENM_005068 NP_005059 P81133 SIM1_HUMANSingle-minded C-terminal. 4CAGGGCATATCCAGTTAATGT0.453

+ 6 1148GRIK2_uc003pqn.2_Missense_Mutation_p.R300Q|GRIK2_uc003pqo.3_Missense_Mutation_p.R300Q|GRIK2_uc010kcw.2_Missense_Mutation_p.R300QNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5TCGATGGAACGATTGCAGGCA0.413

- 9 995TUBE1_uc003pvr.2_Missense_Mutation_p.P219LNM_016262 NP_057346 Q9UJT0 TBE_HUMAN 1ATGAAGTTGAGGAAAAGGAAC0.333

- 6 1586 NM_002031 NP_002022 P42685 FRK_HUMAN Protein kinase. 6TAAATCCACCTTAAAAACTCT0.333

+ 6 2028DSE_uc011ebg.1_Missense_Mutation_p.G631S|DSE_uc003pwt.2_Missense_Mutation_p.G612S|DSE_uc003pwu.2_Missense_Mutation_p.G279SNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GCAGAGAGATGGTCTCTATAA0.488 rs141851816

- 1 1GPRC6A_uc003pxk.1_Splice_Site|GPRC6A_uc003pxl.1_Splice_SiteNM_148963 NP_683766 Q5T6X5 GPC6A_HUMAN 6TTGCTCAGTTCATGTGAGTTC0.403

+ 9 970 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3TGACCATCTCCTTCCCCTGCT0.348

- 11 2142_2143 NM_005907 NP_005898 P33908 MA1A1_HUMANLumenal (Potential). 4CTTCCCAGGCCCATTTCCTGTA0.361

+ 6 619PKIB_uc003pza.2_Missense_Mutation_p.S53F|PKIB_uc003pzb.2_Missense_Mutation_p.S53F|PKIB_uc003pzc.2_Missense_Mutation_p.S60F|PKIB_uc011ebq.1_Missense_Mutation_p.S53FNM_181794 NP_861459 Q9C010 IPKB_HUMAN 0GAGGCTCTCTCCGTGAAGGAA0.473

+ 3 1314 NM_001010852 NP_001010852 Q5SYC1 CLVS2_HUMAN CRAL-TRIO. 5AGCCATGATTGAAGATCCTGA0.408

+ 5 1594 NM_001010852 NP_001010852 Q5SYC1 CLVS2_HUMAN CRAL-TRIO. 5CTAATTCATCCTGAGATCCTG0.448

- 6 3437C6orf174_uc003qbc.2_5'UTRNM_001012279 NP_001012279 Q5TF21 CF174_HUMAN 6TCGTCCTCCTCGTCCATGAGT0.637

- 4 827THEMIS_uc010kfa.2_Missense_Mutation_p.E73K|THEMIS_uc011ebt.1_Missense_Mutation_p.E170K|THEMIS_uc010kfb.2_Missense_Mutation_p.E135KNM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4AATTCTCCTTCTTGTGACAAA0.378

+ 6 717 NM_006208 NP_006199 P22413 ENPP1_HUMANPhosphodiesterase.|Extracellular (Potential). 4TGGACTTCTTCCTGTTATTAG0.398

- 4 542IL22RA2_uc003qhm.2_Intron|IL22RA2_uc003qhn.2_IntronNM_052962 NP_443194 Q969J5 I22R2_HUMAN 0 tgccagcatccacttggcttc 0

- 10 1930 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2CCCTCGCATTGGGTTTCTGCT0.627

+ 3 636ULBP2_uc011eeh.1_Missense_Mutation_p.G188E|ULBP2_uc010kij.2_Missense_Mutation_p.G188ENM_025217 NP_079493 Q9BZM5 N2DL2_HUMANMHC class I alpha-2 like. 0TTCTCAATGGGAGACTGTATA0.478

+ 7 2388TULP4_uc011efo.1_Missense_Mutation_p.P344L|TULP4_uc003qrg.2_Missense_Mutation_p.P344LNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1TGCCAGCGCCCCATCATCTCC0.532

+ 7 1056FNDC1_uc010kjw.1_Missense_Mutation_p.E234KNM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANFibronectin type-III 3. 8TCCTGTTCTGGAAAAACAGAA0.413

+ 8 1194FNDC1_uc010kjw.1_Missense_Mutation_p.E280KNM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANFibronectin type-III 3. 8CACTGTGTATGAATTTGCAGT0.468

+ 11 1000PNLDC1_uc003qsy.1_Missense_Mutation_p.D288NNM_173516 NP_775787 Q8NA58 PNDC1_HUMANCytoplasmic (Potential). 0AGAAAGCTACGATCAATTTAA0.398

+ 29 4473MLLT4_uc003qwb.1_Missense_Mutation_p.R1429H|MLLT4_uc003qwc.1_Missense_Mutation_p.R1445H|MLLT4_uc003qwg.1_Missense_Mutation_p.R754HNM_001040001 NP_001035090 P55196 AFAD_HUMAN Potential. 5GGCCAGATGCGCACTCAGTCC0.567

+ 2 993C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPER_uc003sjz.1_Missense_Mutation_p.D202H|GPER_uc003ska.1_Missense_Mutation_p.D202H|GPER_uc003skb.2_Missense_Mutation_p.D202HNM_001098201 NP_001091671 Q99527 GPER_HUMANExtracellular (Potential). 1GCAGCACACCGACGAGGCCTG0.657

+ 25 3734SDK1_uc010kso.2_Missense_Mutation_p.D475NNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 6. 6GCCCCTGCCGGATTCTCAGTA0.602

+ 42 6134SDK1_uc010kso.2_Nonsense_Mutation_p.Q1255*|SDK1_uc003smy.2_Nonsense_Mutation_p.Q486*|SDK1_uc003smz.2_Nonsense_Mutation_p.Q59*NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN 6TTCCACAGCTCAAGTGGAAGC0.597

- 3 793COL28A1_uc011jxe.1_5'UTRNM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN VWFA 1. 3CCTACCAGACGATCTTGAATT0.373

+ 10 1290HDAC9_uc003sue.2_Missense_Mutation_p.P417S|HDAC9_uc011jyd.1_Missense_Mutation_p.P417S|HDAC9_uc003sui.2_Missense_Mutation_p.P420S|HDAC9_uc003suj.2_Missense_Mutation_p.P376S|HDAC9_uc011jya.1_Missense_Mutation_p.P414S|HDAC9_uc003sua.1_Missense_Mutation_p.P395S|HDAC9_uc011jyb.1_Missense_Mutation_p.P373S|HDAC9_uc003sud.1_Missense_Mutation_p.P417S|HDAC9_uc011jyc.1_Missense_Mutation_p.P376S|HDAC9_uc003suf.1_Missense_Mutation_p.P448S|HDAC9_uc010kud.1_Missense_Mutation_p.P420S|HDAC9_uc011jye.1_Missense_Mutation_p.P389S|HDAC9_uc011jyf.1_Missense_Mutation_p.P340S|HDAC9_uc010kue.1_Missense_Mutation_p.P160SNM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5AGGTGGAGTTCCCTTACATCC0.343

- 17 1552RAPGEF5_uc011jyl.1_Missense_Mutation_p.S94RNM_012294 NP_036426 Q92565 RPGF5_HUMAN 1CTTGGGCTATACTGGAAACTT0.438

- 5 627 NM_006547 NP_006538 O00425 IF2B3_HUMAN RRM 2. 2ACATTTACAACTGCAGTTTCC0.323

- 6 984TRA2A_uc011jzb.1_Splice_Site|TRA2A_uc011jzc.1_Splice_Site_p.R156_splice|TRA2A_uc011jzd.1_Splice_Site_p.R156_spliceNM_013293 NP_037425 Q13595 TRA2A_HUMAN 1TAAAACATTACCTGTATCGGT0.284

- 4 696TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_Missense_Mutation_p.G60E|TRA2A_uc011jzd.1_Missense_Mutation_p.G60E|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1AAAAGCAAATCCTCGAGATCG0.373

+ 6 859C7orf46_uc003swq.3_Missense_Mutation_p.S221L|C7orf46_uc003swr.3_Missense_Mutation_p.S163L|C7orf46_uc003swp.3_RNA|C7orf46_uc010kup.2_RNANM_199136 NP_954587 A4D161 CG046_HUMAN 0CAAGTTTCTTCATTAAGGAGA0.279

- 2 609HOXA3_uc011jzk.1_5'UTR|HOXA3_uc003syk.2_Missense_Mutation_p.P137SNM_030661 NP_109377 O43365 HXA3_HUMAN Pro-rich. 2GCGTTGGCAGGGGTAGGGTTG0.393

+ 16 1563ADCYAP1R1_uc003tcb.1_Missense_Mutation_p.S426F|ADCYAP1R1_uc003tcc.1_Missense_Mutation_p.S475F|ADCYAP1R1_uc003tcd.1_Missense_Mutation_p.S475F|ADCYAP1R1_uc003tce.1_Missense_Mutation_p.S474F|uc003tcg.2_5'FlankNM_001118 NP_001109 P41586 PACR_HUMANCytoplasmic (Potential). 1ACCCAGCTCTCCATCCTGAGC0.602

+ 11 3338CCDC129_uc011kad.1_Missense_Mutation_p.S792F|CCDC129_uc003tci.1_Missense_Mutation_p.S633F|CCDC129_uc011kae.1_Missense_Mutation_p.S808F|CCDC129_uc003tck.1_Missense_Mutation_p.S690FNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0CTCACCAAATCCGTCTCTCTA0.522

- 9 1406PDE1C_uc003tcn.1_Missense_Mutation_p.E313K|PDE1C_uc003tco.1_Missense_Mutation_p.E373K|PDE1C_uc003tcr.2_Missense_Mutation_p.E313K|PDE1C_uc003tcs.2_Missense_Mutation_p.E313KNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4TTCATTTCCTCGTCATCTTGC0.413

- 6 993PDE1C_uc003tcn.1_Missense_Mutation_p.S175F|PDE1C_uc003tco.1_Missense_Mutation_p.S235F|PDE1C_uc003tcr.2_Missense_Mutation_p.S175F|PDE1C_uc003tcs.2_Missense_Mutation_p.S175FNM_005020 NP_005011 Q14123 PDE1C_HUMAN 4CTCATTGAGGGAAAAGACGTC0.468

+ 3 418AAA1_uc010kwq.1_Intron|AAA1_uc011kaq.1_Intron|NPSR1_uc003teh.1_Missense_Mutation_p.T97I|NPSR1_uc010kwt.1_Intron|NPSR1_uc010kwu.1_5'UTR|NPSR1_uc010kwv.1_Intron|NPSR1_uc003tei.1_Missense_Mutation_p.T97I|NPSR1_uc010kww.1_Intron|NPSR1_uc011kar.1_Intron|AAA1_uc010kwy.2_Intron|AAA1_uc003tek.3_IntronNM_207172 NP_997055 Q6W5P4 NPSR1_HUMANHelical; Name=2; (Potential). 4GATTCTTTCACAGGACTGGTC0.388

- 9 905 NM_015283 NP_056098 Q2PZI1 D19L1_HUMANHelical; (Potential). 0AACTGCCAAGGAAGCATGAAA0.343

- 14 1606DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0GCTATAAGATCACTCAGGCGA0.323

+ 14 4413CDK13_uc003thi.3_Missense_Mutation_p.L1317F|CDK13_uc003thj.2_Missense_Mutation_p.L428F|CDK13_uc003thk.2_Missense_Mutation_p.L310FNM_003718 NP_003709 Q14004 CDK13_HUMAN 5TTCAGTCTTTGGATAACTACA0.433



- 44 6588C7orf69_uc003toa.1_Intron|PKD1L1_uc003tob.2_5'FlankNM_138295 NP_612152 Q8TDX9 PK1L1_HUMANCytoplasmic (Potential). 11CTCTTCTTTTCCAAGCAAAAC0.507

+ 9 1612IKZF1_uc003tox.3_Missense_Mutation_p.G440S|IKZF1_uc003toy.3_Missense_Mutation_p.G440S|IKZF1_uc011kck.1_Missense_Mutation_p.G395S|IKZF1_uc003toz.3_Missense_Mutation_p.G452S|IKZF1_uc010kyx.2_Missense_Mutation_p.G222S|IKZF1_uc003tpa.3_Missense_Mutation_p.G224SNM_006060 NP_006051 Q13422 IKZF1_HUMAN C2H2-type 5. 148CATCCACATGGGCTGCCACGG0.602

- 7 1248COBL_uc003tps.2_Nonsense_Mutation_p.E355*|COBL_uc011kcl.1_Nonsense_Mutation_p.E355*|COBL_uc010kzc.2_Nonsense_Mutation_p.E355*|COBL_uc003tpt.2_Nonsense_Mutation_p.E355*|COBL_uc003tpp.3_Nonsense_Mutation_p.E84*|COBL_uc003tpq.3_Nonsense_Mutation_p.E296*NM_015198 NP_056013 O75128 COBL_HUMAN 5TCCTTATCCTCAGTGCGGTTG0.592

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

- 1 697 RFC2_uc011kfa.1_IntronNM_001306 NP_001297 O15551 CLD3_HUMANExtracellular (Potential). 0GCCCGCGCCCATCTCGCGCTT0.706

+ 23 1568RFC2_uc011kfa.1_Intron|ELN_uc003tzn.2_Missense_Mutation_p.P487S|ELN_uc003tzz.2_Missense_Mutation_p.P406S|ELN_uc003tzo.2_Missense_Mutation_p.P454S|ELN_uc003tzp.2_Missense_Mutation_p.P398S|ELN_uc003tzq.2_Missense_Mutation_p.P351S|ELN_uc003tzr.2_Intron|ELN_uc003tzs.2_Missense_Mutation_p.P468S|ELN_uc003tzt.2_Missense_Mutation_p.P492S|ELN_uc003tzu.2_Missense_Mutation_p.P473S|ELN_uc003tzv.2_Missense_Mutation_p.P458S|ELN_uc003tzx.2_Missense_Mutation_p.P477S|ELN_uc011kff.1_Missense_Mutation_p.P487S|ELN_uc003tzy.2_Missense_Mutation_p.P463SNM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5TGGCGTGGCTCCTGGTGTCGG0.547

+ 6 573RFC2_uc011kfa.1_Intron|EIF4H_uc010lbm.2_Intron|EIF4H_uc003uae.1_Missense_Mutation_p.P169S|EIF4H_uc003uaf.1_RNANM_022170 NP_071496 Q15056 IF4H_HUMAN 0AGATGGCCCTCCCCTCCGTGG0.612

- 13 3290 NM_001099415 NP_001092885 A8CG34 P121C_HUMANPore side (Potential). 0TGCACCGAAGGAGAAGACAGC0.657

+ 4 597ZP3_uc003ufc.3_Missense_Mutation_p.A145V|ZP3_uc003ufe.2_Missense_Mutation_p.A104VNM_001110354 NP_001103824 P21754 ZP3_HUMANExtracellular (Potential).|ZP. 0GGAGATGCAGCCCACCTCCAG0.498

- 5 9347PCLO_uc003uhv.2_Missense_Mutation_p.D3020N|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7ACTGCTGTGTCAGTTCCTTCA0.398

- 5 8672PCLO_uc003uhv.2_Missense_Mutation_p.V2795M|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7ACAAAGGTCACTGTCTCAGTG0.433

- 3 2757PCLO_uc003uhv.2_Missense_Mutation_p.R823QNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TGATGCAGGTCGAGGTATGGC0.438

- 2 1835PCLO_uc003uhv.2_Missense_Mutation_p.P516SNM_033026 NP_149015 Q9Y6V0 PCLO_HUMANGln-rich.|Pro-rich.|10 X 10 AA tandem approximate repeats of P-A-K-P-Q-P-Q-Q-P-X.7GGCTTTGCTGGGCCAGGCTGT0.597

- 17 2744 NM_012431 NP_036563 O15041 SEM3E_HUMANArg/Lys-rich (basic). 3GGTTTGGAACGGAGCTTCTTT0.448

- 14 1913ABCB1_uc011khc.1_Missense_Mutation_p.E435KNM_000927 NP_000918 P08183 MDR1_HUMANABC transporter 1.|Cytoplasmic (Potential). 7TTCTCAATCTCATCCATGGTG0.443

- 3 616CYP51A1_uc011khn.1_Missense_Mutation_p.D47N|CYP51A1_uc003uln.3_Missense_Mutation_p.D89NNM_000786 NP_000777 Q16850 CP51A_HUMAN 0TTAGGCACATCGTATGCAACT0.378

- 3 2294SAMD9_uc003umg.2_Missense_Mutation_p.E680KNM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7AAGTCTTCCTCTTTTGATGCC0.363

- 5 4116SAMD9L_uc003umj.1_Missense_Mutation_p.Y967F|SAMD9L_uc003umi.1_Missense_Mutation_p.Y967F|SAMD9L_uc010lfb.1_Missense_Mutation_p.Y967F|SAMD9L_uc003umk.1_Missense_Mutation_p.Y967F|SAMD9L_uc010lfc.1_Missense_Mutation_p.Y967F|SAMD9L_uc010lfd.1_Missense_Mutation_p.Y967F|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4AAGTGTAGAATAAGTTCCCAT0.388

- 2 178HEPACAM2_uc003uml.2_Missense_Mutation_p.P40L|HEPACAM2_uc010lff.2_Missense_Mutation_p.P40L|HEPACAM2_uc011khy.1_Missense_Mutation_p.P75LNM_001039372 NP_001034461 A8MVW5 HECA2_HUMANExtracellular (Potential). 5ATAGTGGACGGGTAGGTAGAG0.517

- 4 488CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.R58Q|CALCR_uc003umw.2_Missense_Mutation_p.R58QNM_001742 NP_001733 P30988 CALCR_HUMANExtracellular (Potential). 9CTGCTGCATTCGGTCATAGCA0.388 rs144560846

+ 6 1750ZKSCAN1_uc003usl.1_Missense_Mutation_p.H475Y|ZKSCAN1_uc003usm.1_Missense_Mutation_p.H298YNM_003439 NP_003430 P17029 ZKSC1_HUMAN C2H2-type 5. 3TCGGAGAATTCACACTCGAGA0.488

- 6 1412ZNF3_uc003usp.2_Intron|ZNF3_uc003usr.2_Missense_Mutation_p.E369K|ZNF3_uc010lgj.2_Missense_Mutation_p.E333K|ZNF3_uc003uss.2_Missense_Mutation_p.E376K|ZNF3_uc003ust.3_Missense_Mutation_p.E369KNM_032924 NP_116313 P17036 ZNF3_HUMAN C2H2-type 7. p.E369K(1) 1TCCATACATTCGTAGGGCTTC0.468

+ 14 2315ZAN_uc003uwk.2_Missense_Mutation_p.P717L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCCCC0.507

- 2 1447UFSP1_uc003uxc.3_5'Flank|ACHE_uc003uxe.2_Missense_Mutation_p.D431N|ACHE_uc003uxf.2_Missense_Mutation_p.D431N|ACHE_uc003uxg.2_Missense_Mutation_p.D431N|ACHE_uc003uxh.2_Intron|ACHE_uc003uxi.2_Missense_Mutation_p.D431NNM_000665 NP_000656 P22303 ACES_HUMAN 2CCCACCACATCGCTCAGGGCC0.667

+ 3 7450MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|39.27GTCAGCACCACGCCGGTGGTC0.522

+ 3 7512MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27CAGCACACCTATGACCACTTC0.493 rs139444589

+ 3 7514MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27GCACACCTATGACCACTTCTA0.493 rs147944556

+ 3 11748MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27TTCGACACCTCCTCTTGACAC0.468

+ 4 1711FBXL13_uc010liq.1_Intron|FBXL13_uc003vaq.2_Intron|FBXL13_uc010lir.1_Intron|FBXL13_uc003var.2_Intron|FBXL13_uc003vas.2_Intron|LRRC17_uc003vat.2_3'UTRNM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN 1ACTATAGTAGGATAAGGTAGA0.313

- 8 1022FBXL13_uc010liq.1_Missense_Mutation_p.D14N|FBXL13_uc010lir.1_Missense_Mutation_p.D199N|FBXL13_uc003var.2_RNA|FBXL13_uc003vas.2_Missense_Mutation_p.D199N|FBXL13_uc003vav.2_RNANM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0GAGGAAAAATCAATCTAAAAA0.204

+ 5 1017ARMC10_uc003vay.1_Intron|ARMC10_uc003vax.1_Missense_Mutation_p.T174A|ARMC10_uc003vbb.1_Intron|ARMC10_uc011kli.1_Missense_Mutation_p.T174A|ARMC10_uc010lis.1_Intron|ARMC10_uc003vba.1_Intron|ARMC10_uc003vaz.1_Missense_Mutation_p.T87ANM_031905 NP_114111 Q8N2F6 ARM10_HUMAN 1CATGACTGTTACCAATGACCA0.443

- 4 675PMPCB_uc011kll.1_Intron|DNAJC2_uc003vbn.2_5'UTR|DNAJC2_uc010lix.2_Missense_Mutation_p.T142A|DNAJC2_uc003vbp.2_5'UTR|DNAJC2_uc003vbq.1_RNANM_014377 NP_055192 Q99543 DNJC2_HUMAN J. 1TTACCTTTAGTTATGCAAGTG0.328

- 60 9915RELN_uc010liz.2_Missense_Mutation_p.S3252NNM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 8. 19ACCTTGGAAGCTCTCGTCGCA0.393

- 28 4206RELN_uc010liz.2_Missense_Mutation_p.G1349ENM_005045 NP_005036 P78509 RELN_HUMAN 19TCTGGAGTTTCCTTCGCATCC0.478

- 9 1394PUS7_uc010lji.2_Splice_Site_p.R398_splice|PUS7_uc003vcy.2_Splice_Site_p.R392_splice|PUS7_uc003vcz.1_Splice_Site_p.R392_spliceNM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1TTAAATACCAACCTTCCAACC0.373

- 25 3746_3747LAMB1_uc003vev.2_Missense_Mutation_p.G1162SNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin EGF-like 13. 8GTCTCAATGCCCCTGGGGTCAC0.53

- 6 796LAMB1_uc003vev.2_Missense_Mutation_p.S178F|LAMB1_uc003vex.2_Missense_Mutation_p.S154F|LAMB1_uc010ljn.1_Missense_Mutation_p.S240FNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin N-terminal. 8CCCAAAGTCGGACGATCGTTC0.433

- 30 4696LAMB4_uc003vey.2_Missense_Mutation_p.D1538N|LAMB4_uc010ljp.1_Missense_Mutation_p.D507NNM_007356 NP_031382 A4D0S4 LAMB4_HUMANPotential.|Domain I. 8CTGTTTTCATCTGTCCTGTAA0.393

- 25 3615CADPS2_uc011knx.1_Missense_Mutation_p.S526L|CADPS2_uc003vkg.3_Missense_Mutation_p.S805L|CADPS2_uc010lkq.2_Missense_Mutation_p.S1110LNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2CAGAATGGATGAAAAGAAAGT0.333

+ 37 6291FLNC_uc003voa.3_Missense_Mutation_p.P1995SNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 18. 12CACCAACAGCCCCTTCAAGAT0.617

+ 8 1016TSPAN33_uc003voq.1_Nonsense_Mutation_p.Q95*NM_178562 NP_848657 Q86UF1 TSN33_HUMANCytoplasmic (Potential). 1CCTAGTGAATCAGATCAAAGA0.532

- 10 4047KIAA1549_uc011kqi.1_Missense_Mutation_p.P117L|KIAA1549_uc003vuk.3_Missense_Mutation_p.P1283L|KIAA1549_uc011kqj.1_Missense_Mutation_p.P1333L|KIAA1549_uc011kqk.1_Missense_Mutation_p.P117LNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230CACAGTGTCAGGCTGAAAGTC0.522

- 2 2529KIAA1549_uc003vuk.3_Missense_Mutation_p.S777F|KIAA1549_uc011kqj.1_Missense_Mutation_p.S827FNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230TTTGGAGAAAGAGGCCAGGAC0.522

+ 8 957TBXAS1_uc003vvh.2_Missense_Mutation_p.E219K|TBXAS1_uc010lne.2_Missense_Mutation_p.E151K|TBXAS1_uc011kqu.1_Missense_Mutation_p.E170K|TBXAS1_uc003vvi.2_Missense_Mutation_p.E219K|TBXAS1_uc003vvj.2_Missense_Mutation_p.E219K|TBXAS1_uc011kqw.1_Missense_Mutation_p.E199KNM_001130966 NP_001124438 P24557 THAS_HUMANCytoplasmic (Potential). 3GCGTTTCTTCGAATTCTGCAT0.582

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 1 469 NM_016944 NP_058640 Q9NYW5 TA2R4_HUMANExtracellular (Potential). 0ATCACCTTTTCCTGAACTTGT0.458

+ 2 174uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_RNA|uc003wan.1_Intron|TRY6_uc011kso.1_RNA|TRY6_uc011ksr.1_RNANR_001296 0CTACACCTGTGAGGAGAATTC0.547



- 12 1582 NM_000420 NP_000411 P23276 KELL_HUMANExtracellular (Potential). 4TTCATCCAGGGAAGGTTTCTG0.577

- 8 976 NM_000420 NP_000411 P23276 KELL_HUMANExtracellular (Potential). 4GTTCCCAGCTGATTCAGGTAA0.542

+ 22 2612CLCN1_uc011ktc.1_Missense_Mutation_p.S454LNM_000083 NP_000074 P35523 CLCN1_HUMANCBS 2.|Cytoplasmic (By similarity). 5ACCCTGTTTTCACTCCTTGGC0.572

+ 1 193 NM_012369 NP_036501 Q13607 OR2F1_HUMANCytoplasmic (Potential). 3CTTCTGATCAGACTGGACAGC0.532

+ 2 2691_2692ARHGEF5_uc003wek.2_Missense_Mutation_p.S858F|ARHGEF5_uc003wem.2_5'FlankNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2CCCCCAAAGTCCAGGGGGAGGA0.589

- 2 112 NM_001080413 NP_001073882 O60393 NOBOX_HUMAN 1CCACACACAGGAAATTCAGGT0.517

- 4 221TPK1_uc003weo.2_5'UTR|TPK1_uc003wep.2_RNA|TPK1_uc003wer.2_Missense_Mutation_p.L40F|TPK1_uc003wes.2_RNANM_022445 NP_071890 Q9H3S4 TPK1_HUMAN 2GCTCTTAAAAGAGCTTCAAAT0.413

+ 12 2309 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 11TACGAGCCTTCCTGTGAAGCC0.448

- 4 750 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN 3CCCTCTGGACGAGTTTTTGTA0.517

- 6 2295 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN C2H2-type 5. 1CCGCTGGTGGCGCAGCAGGTG0.642

- 5 1463 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN Glu-rich. 1TGCTTCAGTTCGCTGAACTCG0.652

+ 69 9659 NM_198455 NP_940857 A2VEC9 SSPO_HUMANTSP type-1 11. 0GTGCCATCCACCGTGGCTCCG0.672

+ 2 664 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7GGAGGATGAGGAAACAGCCAA0.517

+ 4 1211 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7AGAAGCTGGAGAAAAAAGAAA0.468

+ 2 226 NM_153236 NP_694968 Q8NHV1 GIMA7_HUMAN 2TTGGAGAGGAAATCTTTGATT0.502

- 3 594GIMAP6_uc003whm.2_IntronNM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3GATGCTGTTTCCTGTTGCACT0.542

+ 7 989UBE3C_uc003wnf.2_Missense_Mutation_p.S183F|UBE3C_uc003wng.2_Missense_Mutation_p.S226FNM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 ATTGAATATTCTGATTTATCT0.343

+ 4 465_466MYOM2_uc011kwi.1_IntronNM_003970 NP_003961 P54296 MYOM2_HUMAN 6GCGAGCTGGCCCACTTGGAGGA0.634

- 54 8753CSMD1_uc011kwj.1_Missense_Mutation_p.P2117L|CSMD1_uc010lrg.2_Missense_Mutation_p.P798LNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 19. 25CGTGGGCAGAGGGCTACTCCA0.552

- 52 8399CSMD1_uc011kwj.1_Missense_Mutation_p.S1999N|CSMD1_uc010lrg.2_IntronNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 17. 25TTCGCTGCCGCTCCAGAGCCC0.463

- 8 1444 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 2. 25GGAATCCCAGGATCTGGACAC0.383

- 3 360XKR5_uc003wqq.2_5'UTR|XKR5_uc003wqr.1_RNANM_207411 NP_997294 Q6UX68 XKR5_HUMAN 0CTCCAAGAGTCGAAGGGCCGA0.597

- 4 6929 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GCCTCCCCTTCAGCCTCCGGG0.602

- 4 3782 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GCATGGGACCCAAGGTCTGGC0.617

- 9 2790HR_uc003xat.2_Missense_Mutation_p.E709KNM_005144 NP_005135 O43593 HAIR_HUMAN 2TGTGTTGATTCCTTCTGTTAA0.502

+ 9 1275POLR3D_uc003xbm.2_Missense_Mutation_p.R398W|POLR3D_uc011kze.1_RNANM_001722 NP_001713 P05423 RPC4_HUMAN 0TCACAAACACCGGTAAAATGA0.542

- 3 830 uc003xdj.2_Intron NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN 3TTTGAACCCAGGAATCCTTTT0.498

+ 11 1074ADAM28_uc003xdx.2_Missense_Mutation_p.L331F|ADAM28_uc011kzz.1_Missense_Mutation_p.L98F|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.L18FNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5CGATAATCTTCTTAGAGTTGC0.358

+ 16 1770ADAM7_uc003xec.2_Missense_Mutation_p.D325NNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential).|Cys-rich. 5TTCCTTCAGAGATGTCAGATG0.453

- 4 1546 NM_006158 NP_006149 P07196 NFL_HUMANTail.|Tail, subdomain B (acidic). 2 tcttccttgtccttctcctcc 0.403

- 3 1159 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 tgtggctggagacacgccctc 0

- 4 938 NM_018310 NP_060780 Q9HAW0 BRF2_HUMAN 0GCTGCTCAGCCATCCGCAGCA0.582

+ 7 833ASH2L_uc011lbk.1_Nonsense_Mutation_p.Q120*|ASH2L_uc003xku.3_Nonsense_Mutation_p.Q165*|ASH2L_uc010lwa.2_Nonsense_Mutation_p.Q165*NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN 2ACTTTTGGATCAGGTACATTA0.348

- 38 4879NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Intron|ANK1_uc003xoi.2_Missense_Mutation_p.E1599K|ANK1_uc003xoj.2_Missense_Mutation_p.E1599K|ANK1_uc003xol.2_Intron|ANK1_uc003xom.2_Missense_Mutation_p.E1640KNM_020476 NP_065209 P16157 ANK1_HUMAN55 kDa regulatory domain. 9AACTTCCACTCGTGACCTGTG0.597

- 4 611EFCAB1_uc003xqn.3_Intron|EFCAB1_uc011ldj.1_Missense_Mutation_p.E99K|EFCAB1_uc010lxx.2_RNA|EFCAB1_uc011ldk.1_RNANM_024593 NP_078869 Q9HAE3 EFCB1_HUMAN EF-hand 3. 0AGTGTTATTTCAACCAAATCT0.333

- 18 4810RB1CC1_uc003xrf.3_Missense_Mutation_p.P1418TNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11GATTCACCTGGGAGTTCAGGT0.453

+ 2 639RP1_uc011ldy.1_Missense_Mutation_p.P164LNM_006269 NP_006260 P56715 RP1_HUMAN Doublecortin 2. 12AATGGCGACCCGAAGACGAGG0.657 rs148346976

+ 4 2922 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AACATAAATCCATATCCAACT0.333

+ 3 1332 NM_052898 NP_443130 Q5GH76 XKR4_HUMANHelical; (Potential). 2GATTGTGTTCGACATGGTGGT0.443

+ 3 1572 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2TGCCTTCTTTCATCCCAATGG0.527

+ 2 2021 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN Pro-rich. 9CCAACCTGTCCTCCACTGCAG0.587

+ 34 8064 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN 9TCATGAGCCACAAACGGACGT0.542

+ 10 1732SULF1_uc003xyd.2_Missense_Mutation_p.R339C|SULF1_uc003xye.2_Missense_Mutation_p.R339C|SULF1_uc003xyf.2_Missense_Mutation_p.R339C|SULF1_uc003xyg.2_Missense_Mutation_p.R339C|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7CTTTGATATTCGTGTGCCTTT0.428

+ 13 2074SULF1_uc003xyd.2_Missense_Mutation_p.A453T|SULF1_uc003xye.2_Missense_Mutation_p.A453T|SULF1_uc003xyf.2_Missense_Mutation_p.A453T|SULF1_uc003xyg.2_Missense_Mutation_p.A453T|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7GTACCAGACAGCCTGTGAACA0.448

- 5 921 NM_153225 NP_694957 Q8IVN8 RPESP_HUMAN 0TCCTTGACACCGAGGATTACC0.363

+ 3 358HNF4G_uc003yap.1_Missense_Mutation_p.D30N|HNF4G_uc003yar.2_Missense_Mutation_p.D67NNM_004133 NP_004124 Q14541 HNF4G_HUMANNuclear receptor.|NR C4-type. 1ATCCAGCTGTGATGGGTGCAA0.458

+ 10 4672ZFHX4_uc003yau.1_Missense_Mutation_p.E1474K|ZFHX4_uc003yaw.1_Missense_Mutation_p.E1429KNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GGCAGAGAGCGAAACTATGTC0.498



+ 10 4937ZFHX4_uc003yau.1_Missense_Mutation_p.S1562L|ZFHX4_uc003yaw.1_Missense_Mutation_p.S1517LNM_024721 NP_078997 Q86UP3 ZFHX4_HUMANC2H2-type 12. 15CACTATAATTCAGTTTCTCAC0.398

+ 10 7831ZFHX4_uc003yau.1_Missense_Mutation_p.P2527S|ZFHX4_uc003yaw.1_Missense_Mutation_p.P2482SNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15CCTTCACTCTCCGTTCTTGGA0.507

- 2 89 FABP12_uc003ycg.3_RNANM_001105281 NP_001098751 A6NFH5 FBP12_HUMAN 0CAGTTTCCTGCTGGCTCTTCC0.348

- 9 979CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.S260L|CA1_uc003ydi.2_Missense_Mutation_p.S260LNM_001738 NP_001729 P00915 CAH1_HUMAN 2TCATCAAAATGAAGCTCTCAC0.403

- 4 375CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.E59K|CA1_uc003ydi.2_Missense_Mutation_p.E59KNM_001738 NP_001729 P00915 CAH1_HUMAN 2TTGATAATTTCTTTGGCTGTG0.408

- 1 119 NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANCytoplasmic (Potential). 3TCATTCCGACGAGAACTTTGT0.423

- 1 420 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1CTCAGGGGTCGTCAGGCCTCG0.542

+ 6 889SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Missense_Mutation_p.P204L|SLC26A7_uc003yfa.2_Missense_Mutation_p.P204LNM_052832 NP_439897 Q8TE54 S26A7_HUMANHelical; (Potential). 2ATGAAAATGCCATATATATCC0.398

+ 36 6442VPS13B_uc003yiw.2_Missense_Mutation_p.H2086YNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20ACCCAAAATTCATGGTGATGG0.393

+ 50 9364VPS13B_uc003yiw.2_Nonsense_Mutation_p.Q3060*NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20TCCAGGACATCAGAAGGTAAG0.403

- 6 1678LRP12_uc003ymb.2_Missense_Mutation_p.S509L|LRP12_uc003ylz.2_5'UTRNM_013437 NP_038465 Q9Y561 LRP12_HUMANCytoplasmic (Potential). 0TGTTTCAAATGATCTTTGAGA0.363

+ 8 1146ZFPM2_uc011lhs.1_Nonsense_Mutation_p.Q106*|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5CTTCCAGACTCAGAGGGAGTT0.502

- 2 1028 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMAN 2CTTGCCATCTCGTCTGTGGCG0.473

+ 15 1549 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14TACCAGTATCGAAATGTTTAT0.358

+ 68 11010 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14TTTAAATGAGGATTTACAGCA0.284

- 50 8000CSMD3_uc003yns.2_Missense_Mutation_p.S1816F|CSMD3_uc003ynt.2_Missense_Mutation_p.S2574F|CSMD3_uc011lhx.1_Missense_Mutation_p.S2510F|CSMD3_uc003ynw.1_Missense_Mutation_p.S325FNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|Sushi 14. 63ATACCCATAGGAAGACTTTCT0.468

+ 8 1290SLC30A8_uc010mcz.2_Missense_Mutation_p.P305S|SLC30A8_uc011lia.1_Missense_Mutation_p.P305S|SLC30A8_uc003yog.2_Missense_Mutation_p.P305SNM_173851 NP_776250 Q8IWU4 ZNT8_HUMANCytoplasmic (Potential). 4GATGGAATCTCCAGTTGACCA0.507

+ 45 5261COL14A1_uc003yoz.2_Missense_Mutation_p.G631RNM_021110 NP_066933 Q05707 COEA1_HUMANTriple-helical region 2 (COL1). 12AGGCTCACCTGGAGCCCCTGG0.652

- 1 83ANXA13_uc003yqt.2_Missense_Mutation_p.R4CNM_004306 NP_004297 P27216 ANX13_HUMAN 3CTTACATGACGATTGCCCATT0.353

- 42 3629COL22A1_uc011ljo.1_Missense_Mutation_p.S341FNM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 9. 13CTGTACCGGGGATCCTTTGTC0.423

+ 19 3112 NM_001702 NP_001693 O14514 BAI1_HUMANCytoplasmic (Potential). 8CAGGTACATTCGCTCAGAGCG0.592

- 24 2842PTPRD_uc003zkp.2_Intron|PTPRD_uc003zkq.2_Intron|PTPRD_uc003zkr.2_Intron|PTPRD_uc003zks.2_Intron|PTPRD_uc003zkl.2_Missense_Mutation_p.P711S|PTPRD_uc003zkm.2_Missense_Mutation_p.P698S|PTPRD_uc003zkn.2_Intron|PTPRD_uc003zko.2_IntronNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 5.|Extracellular (Potential). 22GGACCACTAGGAACTGGAACA0.433

- 9 2055FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 2. 5TTGGTGGAGTCGCTGTCATCA0.527

+ 2 206ADAMTSL1_uc003znb.2_Missense_Mutation_p.R27C|ADAMTSL1_uc003znc.3_Missense_Mutation_p.R27CNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5CAGGACCGCACGCTCCGAGGA0.582

- 1 3572 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26GTGATTGTTTCCTGATGCTGC0.493

- 5 497 SIT1_uc003zxf.1_RNA NM_014450 NP_055265 Q9Y3P8 SIT1_HUMANCytoplasmic (Potential). 0CCCTGAGGAGGCCGCAGCTGC0.632

- 2 288C9orf128_uc003zyj.2_RNA|C9orf128_uc011lpg.1_Missense_Mutation_p.M1INM_001012446 NP_001012448 A6H8Z2 CI128_HUMAN 0CATGTGCTTCCATCTAGTGGT0.507

- 4 1113 NM_015667 NP_056482 Q5VU36 F75A5_HUMAN 0TTCCGCAAATAATTTAAGTGC0.438

+ 44 5908VPS13A_uc004akp.3_Missense_Mutation_p.S1883F|VPS13A_uc004akq.3_Missense_Mutation_p.S1883F|VPS13A_uc004aks.2_Missense_Mutation_p.S1844F|VPS13A_uc004akt.2_Missense_Mutation_p.S223FNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10ATTTTAAATTCCCTTGGACTT0.338

- 2 499 NM_017594 NP_060064 Q96HU8 DIRA2_HUMAN 0CTCTGCACCTCGCGGCTGGGG0.577

- 9 2042ROR2_uc004ari.1_Missense_Mutation_p.D475NNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential).|Protein kinase. 20GTGGCCAGGTCCTTGTGAACC0.592

- 3 2700GRIN3A_uc004bbq.1_Missense_Mutation_p.P700LNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANCytoplasmic (Potential). 7CAAACCAAATGGACTCTTCCA0.493

- 2 1670GRIN3A_uc004bbq.1_Missense_Mutation_p.G357RNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7TGGGAATCTCCCAGCACCCAA0.507

+ 1 280 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMANExtracellular (Potential). 2AAAGGTTTCCTTCTCTGGGTG0.473

+ 4 1743KIAA1958_uc011lwx.1_Missense_Mutation_p.S551LNM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1GCAGGCATGTCGGGCGCGCGT0.567

+ 6 1051BSPRY_uc010muw.2_3'UTRNM_017688 NP_060158 Q5W0U4 BSPRY_HUMAN B30.2/SPRY. 1TCAGGAGTTTCGTTTCTCACA0.617

- 8 2554 NM_014618 NP_055433 O60477 DBC1_HUMAN 8ATTCGGTCCCGAATATCCAAC0.572

- 1 658OR1J2_uc004bmj.1_IntronNM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMANCytoplasmic (Potential). 2ACCCCAATGTGACCATAAGAA0.483

- 1 893 NM_001004454 NP_001004454 Q8NGR8 OR1L8_HUMANCytoplasmic (Potential). 3CAGGCCCTGTTTCAGGTCTTT0.453

+ 24 3982GAPVD1_uc004bpp.2_Missense_Mutation_p.R1228H|GAPVD1_uc004bpq.2_Missense_Mutation_p.R1201H|GAPVD1_uc004bpr.2_Missense_Mutation_p.R1180H|GAPVD1_uc004bps.2_Missense_Mutation_p.R1174H|GAPVD1_uc004bpt.2_Missense_Mutation_p.R234HNM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4TATCTCACTCGTTGTCGACAA0.413

- 4 487ST6GALNAC4_uc004bst.2_5'UTRNM_175039 NP_778204 Q9H4F1 SIA7D_HUMANLumenal (Potential). 0CGGCAGGGCTCGCGGACCAGC0.632

+ 3 172NUP188_uc004bwq.1_Nonsense_Mutation_p.Y52*NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7TTTCTTACTACAAACCTCCCA0.403

- 4 280C9orf78_uc004byo.2_5'UTR|C9orf78_uc004byq.1_Nonsense_Mutation_p.Q16*|USP20_uc004bys.2_5'Flank|USP20_uc004byr.2_5'Flank|USP20_uc004byt.1_5'FlankNM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0GTCTTCATCTGAAAGGGATCA0.408

+ 30 2924 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11CCCAAAGGGTCGCGGAGGTCC0.637

- 5 747 NM_182974 NP_892019 Q7Z4J2 GL6D1_HUMANLumenal (Potential). 1AAGTCCACCTCGTCCTGGATG0.602

- 7 939SOHLH1_uc010nbe.2_Missense_Mutation_p.S293FNM_001012415 NP_001012415 Q5JUK2 SOLH1_HUMAN 2CCCCAACGCAGACCTGGAAGC0.617

- 11 1723NOTCH1_uc004cia.1_5'FlankNM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 15; calcium-binding (Potential).856CCGTAGTGGCAGGGGTCGGGG0.672



+ 42 5933CACNA1B_uc004coi.2_Missense_Mutation_p.E1142KNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6ACAAAACCAAGAGAGTGGCAT0.567

+ 8 908CSF2RA_uc011mhb.1_Missense_Mutation_p.G196R|CSF2RA_uc004cpq.2_Missense_Mutation_p.G196R|CSF2RA_uc004cpn.2_Missense_Mutation_p.G196R|CSF2RA_uc004cpo.2_Missense_Mutation_p.G196R|CSF2RA_uc010ncu.2_RNA|CSF2RA_uc011mhc.1_Missense_Mutation_p.G63R|CSF2RA_uc004cpp.2_Missense_Mutation_p.G196R|CSF2RA_uc010ncv.2_Missense_Mutation_p.G196R|CSF2RA_uc004cpr.2_Missense_Mutation_p.G196RNM_001161529 NP_001155001 P15509 CSF2R_HUMANExtracellular (Potential). 2TCTGGTTAACGGAACCAGCCG0.403 rs137852353

+ 6 975ARSF_uc004crf.1_Missense_Mutation_p.E252KNM_004042 NP_004033 P54793 ARSF_HUMAN 2GCGGGGGCACGAGATCACGGA0.478

+ 22 3306OFD1_uc004cvr.3_Nonsense_Mutation_p.Q513*|OFD1_uc011mil.1_Nonsense_Mutation_p.Q550*|OFD1_uc004cvq.3_Nonsense_Mutation_p.Q806*|OFD1_uc010nen.2_Nonsense_Mutation_p.Q981*|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Nonsense_Mutation_p.Q942*|OFD1_uc004cvv.3_Nonsense_Mutation_p.Q941*NM_003611 NP_003602 O75665 OFD1_HUMANMediates the interaction with SDCCAG8. 0AAAGATGGTCCAAGAAGGCTC0.353

- 7 913ASB11_uc004cwo.1_Nonsense_Mutation_p.Q284*|ASB11_uc010nes.1_RNA|ASB11_uc010net.1_Nonsense_Mutation_p.Q288*NM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3TGGATGGCTTGATGACATGCT0.488

+ 7 763 NM_007220 NP_009151 Q9Y2D0 CAH5B_HUMAN 0TGGGTCATTTGACCCTTCCTG0.512

- 4 494MAP7D2_uc004czq.1_Missense_Mutation_p.G30R|MAP7D2_uc011mji.1_Missense_Mutation_p.G115R|MAP7D2_uc010nfo.1_Missense_Mutation_p.G159R|MAP7D2_uc011mjj.1_Missense_Mutation_p.G159R|MAP7D2_uc004czs.1_Missense_Mutation_p.G115RNM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3CCATCATGTCCTCCGGGTCCA0.587

+ 12 1527PHEX_uc011mjr.1_Missense_Mutation_p.V442I|PHEX_uc011mjs.1_Missense_Mutation_p.V345INM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3GGTTGAGGGCGTTCGCTGGGC0.433

+ 1 1635 NM_182699 NP_874358 Q86TM3 DDX53_HUMANHelicase C-terminal. 3TTTAAAAGCGGAAACATAAAG0.373

- 13 1213ACOT9_uc004dan.2_Missense_Mutation_p.F106S|ACOT9_uc004dao.2_Missense_Mutation_p.F365S|ACOT9_uc004daq.2_Missense_Mutation_p.F314S|ACOT9_uc004dar.2_Missense_Mutation_p.F296S|ACOT9_uc011mjt.1_RNA|ACOT9_uc004das.2_Missense_Mutation_p.F296SNM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3TGAAGAAAGAAAGAGCAATGA0.403

- 4 1803 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 4. 2AGTCTCTGGGTTGTATACTTC0.473

+ 2 1064 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1CAAGATACATGATACCGTCCC0.527

+ 2 648MAGEB6_uc010ngc.1_5'UTRNM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN 3CTCAAAATATGATGTGGCTGC0.498

+ 2 943 NM_001099921 NP_001093391 A2A368 MAGBG_HUMAN MAGE. 7CCGTGCCACTGAAGAGGAAGT0.488

+ 1 1956 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3GGAGCCTCCCAATACTGGAGT0.642 rs145580328

- 3 320CASK_uc004dfm.3_Missense_Mutation_p.E92K|CASK_uc004dfn.3_Missense_Mutation_p.E92KNM_003688 NP_003679 O14936 CSKP_HUMANProtein kinase. 6ACTCACAATTCGAAAACCATG0.358

- 11 905SLC38A5_uc004djk.3_Missense_Mutation_p.L192FNM_033518 NP_277053 Q8WUX1 S38A5_HUMANExtracellular (Potential). 3CTGCTGTTGAGTCCTTGGCTG0.522

+ 6 1598CCNB3_uc004doy.2_Missense_Mutation_p.E434K|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9CTTTTCCCAGGAACCATCTGC0.458

- 20 2822 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2GATGGTTTCTCCATCACACTG0.453

- 5 1838IQSEC2_uc004dsc.2_Nonsense_Mutation_p.W341*NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Pro-rich. 3GGCTGGCGCCCAGAACTCGGG0.652

- 33 4337HUWE1_uc004dsn.2_Missense_Mutation_p.R137HNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17AGGTTCCCGGCGGGAGCCACC0.557

+ 1 566 NM_015686 NP_056501 O75949 F155B_HUMAN 2GACTCCCTTTCCCGTGCCCCG0.592

- 3 3301 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15CTGGGTGCCAGAAGTAGCCTT0.478

- 25 6039ATRX_uc004ecq.3_Missense_Mutation_p.K1898R|ATRX_uc004eco.3_Missense_Mutation_p.K1721RNM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Lys. 30TTTTTTCCCCTTTTTCCCTTT0.318

+ 9 2246ATP7A_uc004ecw.2_3'UTRNM_000052 NP_000043 Q04656 ATP7A_HUMANExtracellular (Potential). 0GATCAACCTTCATTCTTCTAT0.388

+ 3 903CPXCR1_uc004efc.3_Missense_Mutation_p.G215ENM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3ATGACATCAGGAAAATTTTGC0.413

- 1 2802PCDH19_uc004efw.3_Missense_Mutation_p.R376C|PCDH19_uc004efx.3_Missense_Mutation_p.R376CNM_020766 NP_001098713 Q8TAB3 PCD19_HUMANCadherin 4.|Extracellular (Potential). 7CCTGAGTCGCGATCAGACACC0.597

- 9 1314NOX1_uc004egl.3_Missense_Mutation_p.E370K|NOX1_uc010nne.2_Missense_Mutation_p.E333KNM_007052 NP_008983 Q9Y5S8 NOX1_HUMANFAD-binding FR-type.|Extracellular (Potential). 1TATTGTTGTTCGAAAGCCCTT0.463

+ 15 2008DRP2_uc011mrh.1_Missense_Mutation_p.E469KNM_001939 NP_001930 Q13474 DRP2_HUMAN 2TCAGCTGGGTGAAGTGGCAGC0.507

+ 4 784ALG13_uc011msw.1_Splice_Site_p.Q172_splice|ALG13_uc011msx.1_Splice_Site_p.Q146_splice|ALG13_uc011msz.1_Splice_Site_p.Q172_splice|ALG13_uc011mta.1_Splice_Site_p.Q146_splice|ALG13_uc011mtb.1_Splice_Site_p.Q146_spliceQ9NP73 ALG13_HUMAN 1TCGGAGCAGGTAAAAGGAAAA0.443

- 3 1281C1GALT1C1_uc004esz.2_Missense_Mutation_p.P312SNM_152692 NP_689905 Q96EU7 C1GLC_HUMANLumenal (Potential). 0GAACCATTTGGAGGTAAGAAA0.388

- 1 991 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CAGCTGGTCAGGTGCAAAAAG0.512

+ 5 632XPNPEP2_uc011mum.1_Missense_Mutation_p.E130KNM_003399 NP_003390 O43895 XPP2_HUMAN 0CTGCAACTGGGAGCTCCATAA0.542

+ 10 1252 NM_003399 NP_003390 O43895 XPP2_HUMAN 0TCTATGAAATGATACCCAAGG0.527

- 18 3903IGSF1_uc004ewe.3_Missense_Mutation_p.G1216E|IGSF1_uc004ewf.2_Missense_Mutation_p.G1202ENM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 12. 5GCTGTAGTTTCCAATGCCTTT0.498

- 6 2076USP26_uc011mvf.1_Missense_Mutation_p.D536NNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8ACTTCCTGGTCATTCTTCTTT0.413

+ 21 8611GPR112_uc010nsb.1_Missense_Mutation_p.D2569NNM_153834 NP_722576 Q8IZF6 GP112_HUMANCytoplasmic (Potential). 12ACTTCGAAAAGATTATCCTGC0.333

- 17 2298ARHGEF6_uc011mwd.1_Missense_Mutation_p.M485I|ARHGEF6_uc011mwe.1_Missense_Mutation_p.M458INM_004840 NP_004831 Q15052 ARHG6_HUMAN 0AGATATAAGACATCCTCTAAA0.338

- 17 2195MCF2_uc004fav.2_Missense_Mutation_p.R650Q|MCF2_uc011mwl.1_Missense_Mutation_p.R611Q|MCF2_uc010nsh.1_Missense_Mutation_p.R634Q|MCF2_uc011mwm.1_Missense_Mutation_p.R595Q|MCF2_uc011mwn.1_Missense_Mutation_p.R779Q|MCF2_uc004faw.2_Missense_Mutation_p.R694Q|MCF2_uc011mwo.1_Missense_Mutation_p.R710QNM_005369 NP_005360 P10911 MCF2_HUMAN DH. 2TTTAGTGATTCGTTGCACTGG0.279

- 2 271SPANXC_uc004fbl.2_RNANM_022661 NP_073152 Q9NY87 SPNXC_HUMAN 0GTTCTCTCGGGCGTGGTCATT0.448

+ 4 551MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGGGCGACGACAC0.582

- 3 907 NM_016249 NP_057333 Q9UBF1 MAGC2_HUMAN MAGE. 2TCCATGAACTCACGGGCTCTC0.483

- 2 2513SLITRK4_uc004fby.2_Missense_Mutation_p.D713NNM_173078 NP_775101 Q8IW52 SLIK4_HUMANCytoplasmic (Potential). 2CCTGGAGGATCTGAAAACATG0.423

- 2 2142SLITRK4_uc004fby.2_Missense_Mutation_p.A589VNM_173078 NP_775101 Q8IW52 SLIK4_HUMANExtracellular (Potential). 2TGTGAATGGTGCAGACGGCTT0.443

- 2 420SLITRK4_uc004fby.2_Missense_Mutation_p.S15LNM_173078 NP_775101 Q8IW52 SLIK4_HUMAN 2TGCATTTGTCGAAGAAATCAG0.388

- 5 861MAGEA10_uc004ffl.2_Missense_Mutation_p.M151INM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0TCGGCTCCTTCATTTGATACT0.453

+ 8 988 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN p.S323F(1) 3CCCAACATTTCCTGTATCAAG0.443



+ 9 1213 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3GGAGTCAGCTCTCTCCCCATC0.587

- 3 1078MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.P242TNM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1AGCTTCCTGGGATGCGCAAAG0.572

- 3 966 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0AGGTAGTTTTCCTGCACGAAA0.527

+ 5 826 NM_020061 NP_064445 P04000 OPSR_HUMAN Cytoplasmic. 0GGCAGAGAAGGAAGTGACGCG0.572

+ 8 1908 NM_017514 NP_059984 P51805 PLXA3_HUMANExtracellular (Potential). 3CTTCGAGGCGGCGGCGGAGAA0.692

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 8 890_892SFRS11_uc001det.2_In_Frame_Del_p.R259del|SFRS11_uc001deu.2_In_Frame_Del_p.R259del|SFRS11_uc001dev.2_In_Frame_Del_p.R69del|SFRS11_uc001dew.2_In_Frame_Del_p.R199delNM_004768 NP_004759 Q05519 SRS11_HUMAN2.|10 X 8 AA approximate repeats of R-R-S-R- S-R-S-R.|Poly-Arg.0ATCACGTTCTAGGAGGAGGAGGA0.3

+ 5 642_643ZC3H11A_uc001had.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc001hae.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc001haf.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc010pqm.1_Intron|ZC3H11A_uc001hag.1_Frame_Shift_Ins_p.Y9fsNM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2GAAGACTGCTATTTTTTTTTCT0.371

- 3 613SCN3B_uc001pzb.1_Frame_Shift_Del_p.G69fsNM_001040151 NP_001035241 Q9NY72 SCN3B_HUMANIg-like C2-type.|Extracellular (Potential). 6GAAATCTTTACCGCCCTCGGG0.587

+ 2 272PHB2_uc001qsd.2_5'Flank|PHB2_uc010sft.1_5'Flank|PHB2_uc010sfu.1_5'Flank|EMG1_uc009zfo.2_RNA|EMG1_uc010sfv.1_RNANM_006331 NP_006322 Q92979 NEP1_HUMAN 0GAGGCCGTAGTTTATTGTGGTG0.569rs17857448;rs36063533

+ 4 268_273CTNNB1_uc003ckp.2_In_Frame_Del_p.GA38del|CTNNB1_uc003ckq.2_In_Frame_Del_p.GA38del|CTNNB1_uc003ckr.2_In_Frame_Del_p.GA38del|CTNNB1_uc011azf.1_In_Frame_Del_p.GA31del|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.A5_A80del(63)|p.H24_S47del(9)|p.A5_Q143del(7)|p.A5_A80>D(7)|p.Q28_H134del(5)|p.G38P(4)|p.W25_I140del(4)|p.G38D(3)|p.V22_G38del(3)|p.T3_A126del(2)|p.A39T(2)|p.A5fs*7(2)|p.D32_S47del(2)|p.V22_L139>V(2)|p.M5_N141>D(2)|p.A39G(2)|p.?(2)|p.L10_N141del(2)|p.A5_Y142>D(2)|p.A5_Q72del(1)|p.A20_Q143del(1)|p.A5_Q143>E(1)|p.A13_R151del(1)|p.H36_E53>L(1)|p.M14_S45del(1)|p.E9_S47del(1)|p.A5_D144>D(1)|p.A20_N141del(1)|p.G38del(1)|p.M8_G50del(1)|p.M1_A87del(1)|p.D11_Y142>H(1)|p.D6_A43del(1)|p.I35_K170del(1)|p.H24_G38del(1)|p.G38A(1)|p.V22_G80>NNNNN(1)|p.I35_T41del(1)|p.I35_G38del(1)|p.Y30_A97del(1)|p.V22_T102del(1)|p.A5_T42del(1)|p.A20_A80del(1)|p.V22_S71>A(1)|p.D6_K133del(1)|p.Q28_A43del(1)|p.A5_G80>(1)|p.A5_T59del(1)|p.S37_A39>S(1)|p.M1_V173del(1)|p.E15_I140>V(1)|p.W25_A80del(1)|p.A5_R90del(1)|p.S23_A39del(1)|p.D17_P128del(1)|p.H24_M131del(1)|p.A21_A80del(1)|p.A20_R151del(1)|p.D32fs*9(1)|p.G38_S45del(1)|p.A5_T40del(1)|p.E9_A80del(1)|p.K19_Y142>V(1)|p.A5_E54del(1)|p.A20_L148del(1)|p.V22_A80del(1)|p.L7_I140del(1)|p.M8_A80de !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166AATCCATTCTGGTGCCACTACCACAG0.5

+ 6 1385UGT2B10_uc011cam.1_Frame_Shift_Del_p.K370fsNM_001075 NP_001066 P36537 UDB10_HUMAN 5TCAACCAGTGAAGCCCCTGGA0.398

+ 11 2071_2072POM121_uc003twj.2_Frame_Shift_Ins_p.Q426fs|POM121_uc010lam.1_Frame_Shift_Ins_p.Q426fsNM_172020 NP_742017 Q96HA1 P121A_HUMANPore side (Potential). 0TACCAAACCCCAAGCCACATCT0.614

+ 4 766_768SMARCA2_uc003zhd.2_In_Frame_Del_p.Q238del|SMARCA2_uc010mha.2_In_Frame_Del_p.Q229delNM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcagcaacagcagcagcagc0.271rs113070757;rs62639301

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential). 1GGTGAACAGCGAGGAGGAGGAGG0.739

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN NA 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 6 945_947CHGA_uc010aum.2_RNA|CHGA_uc001ybd.3_IntronNM_001275 NP_001266 P10645 CMGA_HUMAN NA 2AAAGAGAgaagaggaggaggagg0.557

- 1 287_289GLG1_uc002fcx.2_In_Frame_Del_p.79_80QQ>Q|GLG1_uc002fcw.3_In_Frame_Del_p.79_80QQ>Q|GLG1_uc002fcz.3_5'UTRNM_001145667 NP_001139139 Q92896 GSLG1_HUMANExtracellular (Potential).|Poly-Gln.NA 2 ctgttgctgttgctgctgctgct 0.562

- 13 1762_1764STRN4_uc002pfm.2_In_Frame_Del_p.S584del|STRN4_uc010xyf.1_RNANM_013403 NP_037535 Q9NRL3 STRN4_HUMAN WD 3. NA 0GGCAGGCCGGGCTGCTGCTGCTG0.7

- 1 871_873TCF20_uc003bck.1_In_Frame_Del_p.S246del|TCF20_uc003bnt.2_In_Frame_Del_p.S246delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. NA 5GGTGAAGGGAaggaggaggagga0.438

+ 3 532TBC1D22A_uc010haf.2_Frame_Shift_Del_p.P103fs|TBC1D22A_uc003bic.2_Frame_Shift_Del_p.P133fs|TBC1D22A_uc003bie.2_Frame_Shift_Del_p.P114fs|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Frame_Shift_Del_p.P86fsNM_014346 NP_055161 Q8WUA7 TB22A_HUMAN NA 1GCCGCCCTCACCCCCCAGCGG0.677

- 25 3357MAP3K15_uc004czj.1_Splice_Site_p.V534_splice|MAP3K15_uc004czi.1_Splice_Site_p.V33_spliceNM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN NA 7 tttatttacctaaaaaaaaaaa 0.421

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

- 2 961PIK3R3_uc009vyb.2_Frame_Shift_Del_p.D69fs|PIK3R3_uc009vyc.2_Frame_Shift_Del_p.D86fs|PIK3R3_uc001cpc.3_Frame_Shift_Del_p.D69fs|PIK3R3_uc010olw.1_Frame_Shift_Del_p.D115fsNM_003629 NP_003620 Q92569 P55G_HUMAN SH2 1. 0CTTGAAATATCCCCCCAGTAC0.353

- 1 157_165CTBS_uc001dkc.2_5'UTR|CTBS_uc001dkd.2_5'UTR|CTBS_uc001dkb.2_5'UTRNM_004388 NP_004379 Q01459 DIAC_HUMAN 0GCCGCGAGCCgcagcgccagcagcgccag0.589

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

+ 16 4804BAT2L2_uc010pmh.1_Frame_Shift_Del_p.E490fsNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0GAGAGGGATGAAAAAAAAAAT0.388

+ 7 1484_1486PRG4_uc001grt.3_In_Frame_Del_p.P438del|PRG4_uc009wyl.2_In_Frame_Del_p.P386del|PRG4_uc009wym.2_In_Frame_Del_p.P345del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1GCACCCACCACTCCCAAAGAGCC0.65rs145095882;rs143141440

- 11 1639KLHL12_uc001gym.1_Intron|KLHL12_uc001gyn.1_Intron|KLHL12_uc010pqc.1_Frame_Shift_Del_p.G518fs|KLHL12_uc009xah.1_Frame_Shift_Del_p.G379fsNM_021633 NP_067646 Q53G59 KLH12_HUMANInteraction with DVL3.|Kelch 5. 0ACCATCAAATCCCCCCACCAC0.453

+ 1 753_754DHDPSL_uc001knx.2_Intron|DHDPSL_uc001kny.2_Intron|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0CTGGTGCCAATCACACACACAC0.545

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMANHelical; Name=3; (Potential). 3TCAGATGTATTTCTTCTTCTTCT0.517

- 1 258PIK3C2A_uc009ygu.1_Intron|PIK3C2A_uc010rcw.1_Intron|PIK3C2A_uc001mmr.3_RNA|PIK3C2A_uc010rcx.1_Frame_Shift_Del_p.K64fs|PIK3C2A_uc009ygv.1_Frame_Shift_Del_p.K64fsNM_002645 NP_002636 O00443 P3C2A_HUMANInteraction with clathrin. 10AAACCTGTGCTTTTTTTCTGG0.398

+ 7 1983_1985FOXJ2_uc001qtt.1_In_Frame_Del_p.Q306delNM_018416 NP_060886 Q9P0K8 FOXJ2_HUMAN Poly-Gln. 5 gccacctcaacagcagcagcagc0.478

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388

+ 2 685_687 NM_145657 NP_663632 Q9H4S2 GSX1_HUMAN Poly-Gly. 1 CAACCATCgtggcggcggcggcg0.463

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

- 5 1068DZIP1_uc001vml.2_Frame_Shift_Del_p.L72fs|DZIP1_uc001vmn.2_Frame_Shift_Del_p.L61fsNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2CGATGGCGCTCAGCCGCCGCC0.662

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 gccgctgcctctgctgctgctgc 0.404

- 10 11252_11254uc002fcj.1_RNA|ZFHX3_uc002fcl.2_In_Frame_Del_p.G2613delNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gly. 4AGTGGTACGAgccgccgccgccg0.394

- 14 1600_1602FTSJ3_uc002jca.2_In_Frame_Del_p.E508delNM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1GCAGTGGATTCTCCTCCTCCTCC0.537

- 5 1361_1363 NM_003655 NP_003646 O00257 CBX4_HUMANHis-rich.|Interaction with BMI1. 2GGCCGACGGCgtggtggtggtgg0.507 rs3833850

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1AAGCCTCCATCTCCTCCTCCTCC0.631

+ 7 1058CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Frame_Shift_Del_p.P290fs|AXL_uc010ehk.2_Frame_Shift_Del_p.P290fsNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential).|Fibronectin type-III 1. 13AGCATCCGTGCCCCCCCATCA0.647

+ 14 2665_2666CYP2F1_uc010xvw.1_Intron|HNRNPUL1_uc002opz.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc002oqa.3_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010ehm.2_Intron|HNRNPUL1_uc002oqc.3_Frame_Shift_Ins_p.Y688fs|HNRNPUL1_uc002oqe.3_Frame_Shift_Ins_p.Y101fs|HNRNPUL1_uc002oqd.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehn.2_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010eho.2_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010xvy.1_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehp.2_Intron|HNRNPUL1_uc002oqf.3_Frame_Shift_Ins_p.Y326fsNM_007040 NP_008971 Q9BUJ2 HNRL1_HUMANTyr-rich.|Pro-rich.|Necessary for interaction with TP53.2ACGGCGGTTACAACCCGGCCCC0.629

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409



+ 25 3447INPP5D_uc010zmp.1_Frame_Shift_Del_p.G1097fsNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN Pro-rich. 2GGGCGGCCGGCGGGGACAAGA0.711

- 4 308_310RASSF2_uc002wlc.2_5'Flank|RASSF2_uc002wle.2_RNA|RASSF2_uc002wlf.2_In_Frame_Del_p.S85delNM_170774 NP_739580 P50749 RASF2_HUMAN 6CCAGAGTGCCAGGAGGAGGAGGA0.611

+ 6 612_614MED15_uc002zsn.1_In_Frame_Del_p.Q107del|MED15_uc002zso.2_In_Frame_Del_p.Q117del|MED15_uc002zsq.2_In_Frame_Del_p.Q188del|MED15_uc010gso.2_In_Frame_Del_p.Q188del|MED15_uc002zsr.2_In_Frame_Del_p.Q162del|MED15_uc011ahs.1_In_Frame_Del_p.Q162del|MED15_uc011aht.1_In_Frame_Del_p.Q162del|MED15_uc002zss.2_In_Frame_Del_p.Q107del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 ggcggcgctacagcagcagcagc0.148

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

- 11 3554_3556SATB1_uc003cbi.2_In_Frame_Del_p.Q639del|SATB1_uc003cbj.2_In_Frame_Del_p.Q607delNM_002971 NP_002962 Q01826 SATB1_HUMAN Poly-Gln. 4 GCGGCGGTGCctgctgctgctgc0.468

- 7 2209_2211TMCC1_uc003emy.3_In_Frame_Del_p.Q246del|TMCC1_uc011blc.1_In_Frame_Del_p.Q391del|TMCC1_uc010htg.2_In_Frame_Del_p.Q456delNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1GCTGCACCACCTGCTGCTGCTGC0.581

- 8 1759_1761DBR1_uc003eru.2_In_Frame_Del_p.490_491DD>D|DBR1_uc003ert.2_In_Frame_Del_p.309_310DD>DNM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0TTAAGCTGCATCGTCATCATCAT0.251rs150114751;rs2622736

+ 42 6369_6371MED12L_uc011bnz.1_In_Frame_Del_p.Q1779delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCAGCAGACCCAGCAGCAGCAGC0.527

+ 1 3836_3837 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.683

+ 1 3867_3868 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCGA0.673

+ 1 3958_3959 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0CCCGCCTGCTCACACACATGCC0.668

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

- 3 747_748CDKL2_uc011cbp.1_Frame_Shift_Ins_p.K74fs|CDKL2_uc010iix.1_IntronNM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7AGGTACCATCGTTTTTTTTTCT0.322

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgctgccgctgccgccgccgc 0.391

+ 4 461_462PPP1R10_uc003nqn.1_5'Flank|PPP1R10_uc010jsc.1_5'Flank|MRPS18B_uc011dml.1_Frame_Shift_Ins_p.G102fs|MRPS18B_uc010jsd.1_IntronNM_014046 NP_054765 Q9Y676 RT18B_HUMAN 1TAAAGTTGTTGGGAATCCCTGC0.401

- 2 531_533KIAA1949_uc003nrb.3_In_Frame_Del_p.100_101QQ>QNM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CCGTtgttgttgctgctgctgct 0.547

+ 15 2548_2549SYNGAP1_uc010juy.2_Frame_Shift_Del_p.R756fs|SYNGAP1_uc010juz.2_Frame_Shift_Del_p.R497fsNM_006772 NP_006763 Q96PV0 SYGP1_HUMANSH3-binding (Potential). 4GGACATGGCTCGCCTCCCCTCC0.594

- 3 422_424TFEB_uc003oqt.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc003oqu.1_In_Frame_Del_p.54_55QQ>Q|TFEB_uc003oqv.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc010jxo.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc003oqx.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc003oqy.1_In_Frame_Del_p.A84del|TFEB_uc003oqz.1_RNA|TFEB_uc010jxq.1_RNA|TFEB_uc003oqr.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc003oqw.1_In_Frame_Del_p.40_41QQ>Q|TFEB_uc010jxp.1_RNANM_007162 NP_009093 P19484 TFEB_HUMANPoly-Gln.|Gln-rich. 1 ctgctgctgttgctgctgctgct 0.547 rs150746914

+ 10 1627_1629SENP6_uc003pie.3_In_Frame_Del_p.D334del|SENP6_uc010kbf.2_RNA|SENP6_uc003pic.2_In_Frame_Del_p.D334del|SENP6_uc003pif.1_In_Frame_Del_p.D232delNM_015571 NP_056386 Q9GZR1 SENP6_HUMAN 6TTTTGTCCAGTGATGATGATGAT0.296

+ 3 157 NM_001008395 NP_001008396 Q0VGL1 CG059_HUMAN 0GCAGTCATCTGGGGACCTGGA0.448

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

+ 3 834_835ESCO2_uc010luy.1_RNA|ESCO2_uc003xgh.2_Frame_Shift_Ins_p.E251fsNM_001017420 NP_001017420 Q56NI9 ESCO2_HUMAN 1GACTGTCAGTGAAAAAAAAACT0.396 rs80359852

+ 14 1975WDR67_uc011lig.1_Splice_Site_p.F629_splice|WDR67_uc011lih.1_Splice_Site_p.F519_splice|WDR67_uc003ypq.1_Splice_Site|WDR67_uc003yps.1_Intron|WDR67_uc003ypt.1_Splice_Site_p.F86_splice|WDR67_uc003ypu.1_Splice_Site_p.F86_spliceNM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1TTTTCTTACAGTTTTTTTTTCA0.322

+ 4 766_768SMARCA2_uc003zhd.2_In_Frame_Del_p.Q238del|SMARCA2_uc010mha.2_In_Frame_Del_p.Q229delNM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcagcaacagcagcagcagc0.271rs113070757;rs62639301

+ 1 160_162 NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMANHelical; (Potential). 0 TGTGGCGGTCctgctgctgctgc0.601

+ 3 1021_1023NR4A3_uc004bae.2_In_Frame_Del_p.H108del|NR4A3_uc004bag.1_In_Frame_Del_p.H108del|NR4A3_uc004bai.2_In_Frame_Del_p.H119delNM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 ccatcaccatcaccaccaccacc0.483

- 18 3468GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANCytoplasmic (Potential). 8TCATGAAGCCTTTTTTCCCAA0.418

+ 1 50IQCC_uc009vua.2_Frame_Shift_Del_p.M1fs|IQCC_uc010ogz.1_Translation_Start_SiteNM_018134 NP_060604 Q4KMZ1 IQCC_HUMAN 4TGGCGCCCATGGAGCCAGAGC0.652

+ 7 1484_1486PRG4_uc001grt.3_In_Frame_Del_p.P438del|PRG4_uc009wyl.2_In_Frame_Del_p.P386del|PRG4_uc009wym.2_In_Frame_Del_p.P345del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1GCACCCACCACTCCCAAAGAGCC0.65rs145095882;rs143141440

+ 2 452_454FAM84A_uc002rca.1_5'FlankNM_145175 NP_660158 Q96KN4 FA84A_HUMAN Poly-His. 1GCCCCAGCCGCCACCACCACCAC0.64

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgctgccgctgccgccgccgc 0.391

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 Gggaggggatgaggaggaggagg0.552rs2272754;rs2272753;rs137878905

+ 4 753MFN2_uc009vni.2_Frame_Shift_Del_p.A100fsNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential).NA 1TGAAAGTGGCTTTTTTTGGCC0.537

+ 8 5294PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Frame_Shift_Del_p.K1480fs|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Frame_Shift_Del_p.K1279fs|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN NA 1CAGCTGTCCCAAAAAACCCCT0.428

+ 3 345ARHGEF10L_uc009vpe.1_Frame_Shift_Del_p.D62fs|ARHGEF10L_uc001bao.2_Frame_Shift_Del_p.D62fs|ARHGEF10L_uc001bap.2_Frame_Shift_Del_p.D62fs|ARHGEF10L_uc010ocr.1_5'FlankNM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN NA 3GGGACACAGACCCCCCACTGA0.587

- 4 4772HIVEP3_uc001cha.3_Frame_Shift_Del_p.Q1187fs|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN NA 6GGTGGGGCTTGAAATAAGGAG0.597

+ 4 741_743 NM_173642 NP_775913 Q8IXN7 RIMKA_HUMAN ATP-grasp. NA 0AGGACATCCGGGTGGTGGTGGTA0.542

+ 2 545_547B4GALT2_uc001clh.2_In_Frame_Del_p.A14del|B4GALT2_uc010okl.1_In_Frame_Del_p.S94del|B4GALT2_uc001cli.2_In_Frame_Del_p.S65delNM_003780 NP_003771 O60909 B4GT2_HUMANLumenal (Potential). NA 2CCCAGCTGCTagcagcagcagca0.616 rs149892509

+ 4 327_329ZNF326_uc001dnp.3_In_Frame_Del_p.G68del|ZNF326_uc009wda.1_In_Frame_Del_p.G68del|ZNF326_uc001dnr.2_IntronNM_182976 NP_892021 Q5BKZ1 ZN326_HUMANMediates transcriptional activation (By similarity).|Gly-rich.NA 1GACAATCACAGTGGTGGTGGTGG0.409

- 9 1607SLC16A4_uc009wfs.1_Frame_Shift_Del_p.F427fs|SLC16A4_uc001dzp.1_Frame_Shift_Del_p.F307fs|SLC16A4_uc010ovy.1_Frame_Shift_Del_p.F413fs|SLC16A4_uc001dzq.1_Frame_Shift_Del_p.F245fs|SLC16A4_uc010ovz.1_Frame_Shift_Del_p.L372fsNM_004696 NP_004687 O15374 MOT5_HUMANHelical; (Potential). NA 3CCAATGGTACAAAAAAAAAGG0.388

- 1 273_274NOTCH2_uc001eil.2_Frame_Shift_Del_p.P6fs|NOTCH2_uc001eim.3_5'UTRNM_024408 NP_077719 Q04721 NOTC2_HUMAN NA 27ACAGCAGAGCGGGGCGCAGGGC0.663

+ 4 724NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_5'UTR|NOTCH2NL_uc001emm.3_Frame_Shift_Del_p.S118fs|NOTCH2NL_uc001emo.2_Frame_Shift_Del_p.S118fs|NOTCH2NL_uc010oyh.1_RNANM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN EGF-like 4. NA 1CAAATGGAAGTACCTGTACCA0.498

+ 14 2499ADAMTSL4_uc001euw.2_Frame_Shift_Del_p.G755fs|ADAMTSL4_uc009wlw.2_Frame_Shift_Del_p.G778fs|ADAMTSL4_uc010pcg.1_Frame_Shift_Del_p.G716fs|ADAMTSL4_uc009wlx.2_5'UTRNM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. NA 2GCAGGAATTTGGGGGGGGTGG0.692 rs149280379

- 1 643_645MCL1_uc010pch.1_In_Frame_Del_p.E61del|MCL1_uc001eva.2_In_Frame_Del_p.E171delNM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. NA 0GTACAACTCGTCCTCCTCCTCCT0.635

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats.NA 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885

- 4 1374_1375 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. NA 6GTGTCTGGAGCAGAGAGAGAGG0.649



- 6 1004_1006LMX1A_uc001gcz.1_In_Frame_Del_p.261_262QQ>Q|LMX1A_uc001gcw.1_5'UTR|LMX1A_uc001gcx.1_In_Frame_Del_p.12_13QQ>QNM_177398 NP_796372 Q8TE12 LMX1A_HUMANPoly-Gln.|Gln-rich. NA 5CTGCTGATCTTGCTGCTGCTGCT0.567

- 11 1182_1192NMNAT2_uc009wye.1_RNA|NMNAT2_uc001gqb.1_Frame_Shift_Del_p.H278fsNM_015039 NP_055854 Q9BZQ4 NMNA2_HUMAN NA 1GGACAGGTAATCCACAACATGGCCGTCCCCA0.578

+ 5 701CR1L_uc001hfz.2_RNA|CR1L_uc001hgb.1_RNANM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 3. NA 0AAGCAGAGGGAAAAAGGTGTT0.507

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN NA 0CTTCAAGCTCAAAAAAAATGC0.562

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN NA 8GAACCAGTCTCTCCTCCTCCTCC0.596

+ 16 3776_3778KIAA1217_uc001irs.2_In_Frame_Del_p.E1049del|KIAA1217_uc001irt.3_In_Frame_Del_p.E1094del|KIAA1217_uc010qcy.1_In_Frame_Del_p.E1093del|KIAA1217_uc010qcz.1_In_Frame_Del_p.E1094del|KIAA1217_uc001irw.2_In_Frame_Del_p.E812del|KIAA1217_uc001irz.2_In_Frame_Del_p.E812del|KIAA1217_uc001irx.2_In_Frame_Del_p.E812del|KIAA1217_uc001iry.2_In_Frame_Del_p.E812delNM_019590 NP_062536 Q5T5P2 SKT_HUMAN NA 7GGATGAGGAGGAAGAAGAAGAAG0.552

- 10 966_967MPP7_uc009xkz.1_RNA|MPP7_uc001iub.1_Frame_Shift_Ins_p.V188fs|MPP7_uc009xla.2_Frame_Shift_Ins_p.V188fs|MPP7_uc010qdv.1_RNANM_173496 NP_775767 Q5T2T1 MPP7_HUMAN PDZ. NA 1TATCCCGTTGACTTCCCTAAGT0.351

- 2 2633_2635KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_In_Frame_Del_p.720_721SS>S|KIAA1462_uc009xle.1_In_Frame_Del_p.858_859SS>SNM_020848 NP_065899 Q9P266 K1462_HUMAN Ser-rich. NA 4 ACTCTCCTCActgctgctgctgc0.463

- 15 1912FRMPD2_uc001jgh.2_Frame_Shift_Del_p.K570fs|FRMPD2_uc001jgj.2_Frame_Shift_Del_p.K580fsNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. NA 1GATGGTGAACTTTTTTTGCTG0.463

+ 8 1926 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN NA 1CCGCAGTCTTGGCCCCCACCT0.527

+ 25 3716ZMIZ1_uc001kag.2_Frame_Shift_Del_p.D924fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.D114fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN NA 4CTTATCTGGACCCCCCCGACC0.557

+ 10 2052 NM_015188 NP_056003 O60347 TBC12_HUMANRab-GAP TBC. NA 0CCAGTTGGCCTTTTTTCGTGT0.418

- 2 240_241APBB1_uc001mdc.1_Frame_Shift_Del_p.P47fs|APBB1_uc010rah.1_IntronNM_001164 NP_001155 O00213 APBB1_HUMAN NA 2GCAGGTCCTTGGGTCCCACAGC0.688

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN NA 2ATCCAAGGTACCCCCCCATGA0.517

- 24 2496_2498MYBPC3_uc010rhl.1_IntronNM_000256 NP_000247 Q14896 MYPC3_HUMANFibronectin type-III 1. NA 3CACCGGTAGCTCTTCTTCTTCTT0.601

+ 18 2022_2023 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMANCytoplasmic (Potential).NA 3ACAAGGCCTTCAATGAGGTGAT0.594

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). NA 2CACGTGTTCTTCCTCCTCCTCCT0.537

+ 22 2657_2658PACS1_uc001ogz.1_5'Flank|PACS1_uc001oha.1_5'FlankNM_006842 NP_006833 Q13435 SF3B2_HUMAN NA 3CCCTATACAGCAAAAAAAACGG0.515

+ 1 356_358PC_uc001ojo.1_Intron|PC_uc001ojp.1_Intron|PC_uc001ojn.1_Intron|LRFN4_uc001ojq.1_In_Frame_Del_p.L10del|LRFN4_uc001ojs.2_In_Frame_Del_p.L10delNM_024036 NP_076941 Q6PJG9 LRFN4_HUMAN NA 0CCCGCCGCTCCTGCTGCTGCTGC0.719

+ 3 321_323ATG16L2_uc001otc.1_In_Frame_Del_p.E98del|ATG16L2_uc010rrf.1_In_Frame_Del_p.E98del|ATG16L2_uc001ote.2_5'UTR|ATG16L2_uc009ytj.1_In_Frame_Del_p.E98delNM_033388 NP_203746 Q8NAA4 A16L2_HUMAN NA 0GTGAAGTGGCAGGAGGAGGAGGA0.591

- 2 308_322TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_In_Frame_Del_p.GRASP72delNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-10.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.NA 1GATGCCTGGGCTGGAGATGCCCGGCCTGGAGATGC0.67

- 17 2397 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMANHelicase C-terminal. NA 6GTCCTCTTTTGTGAGGAAGGT0.572

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). NA 22CCTCTGCTGTTGCTGCTGCTGCT0.557

+ 54 7280_7281 NM_014503 NP_055318 O75691 UTP20_HUMAN NA 4TGGTTTGGAGCAAAAAAGGTGT0.386

+ 5 667_668TCHP_uc001tpo.1_RNA|TCHP_uc001tpp.2_Frame_Shift_Ins_p.E172fsNM_001143852 NP_001137324 Q9BT92 TCHP_HUMANGlu-rich.|Interaction with keratin proteins.|Potential.NA 1GCAGAAAGAAGAAAAAAAACAG0.48

+ 7 784_786IFT81_uc001tqh.2_In_Frame_Del_p.E220del|IFT81_uc001tqj.2_RNA|IFT81_uc001tqg.2_In_Frame_Del_p.E220delNM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. NA 1AAAAAGAGAGAGAAGAATATCTT0.35

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain).NA 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 4 523ATP12A_uc010aaa.2_Frame_Shift_Del_p.V112fsNM_001676 NP_001667 P54707 AT12A_HUMANHelical; (Potential). NA 6AGCAGATGGTGGGGGGGTTCT0.587

- 5 2069RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Frame_Shift_Del_p.L593fs|RNF6_uc001uqp.2_Frame_Shift_Del_p.L593fs|RNF6_uc001uqq.2_Frame_Shift_Del_p.L593fs|RNF6_uc010tdk.1_Frame_Shift_Del_p.L237fsNM_183044 NP_898865 Q9Y252 RNF6_HUMAN NA 2TTCATTTAGTAAAAAAAAGTG0.403

- 5 1432SPG20_uc010ten.1_Intron|SPG20_uc001uvm.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvo.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvq.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvp.2_Frame_Shift_Del_p.R388fsNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN NA 0TTATTTACCCTTTTTCCACGT0.373

- 10 1917_1918ZC3H13_uc001vas.1_Frame_Shift_Del_p.R637fs|ZC3H13_uc001vat.1_Frame_Shift_Del_p.R637fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich. NA 2TTTGACAAACCTCTCTCTCTGT0.337

- 1 1020 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANLRRNT.|Extracellular (Potential).NA 5TGTGAAGCCCTTTTTTTCACA0.463

- 3 1109 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). NA 4AACAACGAGAGAAACCAGAGA0.398

+ 8 3011_3013MGA_uc010ucy.1_In_Frame_Del_p.Q981del|MGA_uc010ucz.1_In_Frame_Del_p.Q981delNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. NA 12GCGGCAGGCACAGCAGCAGCAGC0.458

- 22 2847_2848MIR2116_hsa-mir-2116|MI0010635_5'FlankNM_004998 NP_004989 Q12965 MYO1E_HUMAN NA 3ACTCACCTGAGGGACACAGACA0.559

- 17 1884 NM_022450 NP_071895 Q96CC6 RHDF1_HUMANLumenal (Potential). NA 2CCCAGCGCTGTTTTTGGTGCA0.597

- 8 1516_1518ABCA3_uc010bsk.1_In_Frame_Del_p.268_269LL>L|ABCA3_uc010bsl.1_In_Frame_Del_p.268_269LL>LNM_001089 NP_001080 Q99758 ABCA3_HUMANHelical; (Potential). NA 16GGTGAAGCTGAGCAGCAGCAGCA0.611 rs145342500

- 10 895PDXDC1_uc002ddc.2_Intron|NTAN1_uc010uzo.1_Frame_Shift_Del_p.N192fsNM_173474 NP_775745 Q96AB6 NTAN1_HUMAN NA 0GCCATCTTCATTTTTTTTGTA0.383

+ 9 1622_1633LOC100132247_uc010vbv.1_In_Frame_Del_p.PPSA485del|LOC100132247_uc010vbw.1_Intron|LOC100132247_uc010bxi.2_In_Frame_Del_p.PPSA466del|LOC100132247_uc010bxk.2_In_Frame_Del_p.PPSA302delNM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. NA 0TCACTCCCCTTCCACCCTCAGCTCCACCCTCA0.571

+ 15 1993_1995SLC5A11_uc002dms.2_In_Frame_Del_p.S528del|SLC5A11_uc010vcd.1_In_Frame_Del_p.S557del|SLC5A11_uc002dmt.2_In_Frame_Del_p.S436del|SLC5A11_uc010vce.1_In_Frame_Del_p.S522del|SLC5A11_uc010bxt.2_In_Frame_Del_p.S528del|SLC5A11_uc002dmv.2_In_Frame_Del_p.S215delNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential).NA 2TGCCAGAGGCCAGCAGCAGCAGC0.542

+ 17 2641uc010vct.1_Intron|ATP2A1_uc002drn.1_Frame_Shift_Del_p.R819fs|ATP2A1_uc002drp.1_Frame_Shift_Del_p.R694fsNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity).NA 4TCATGGACCGCCCCCCCCGGA0.657

- 2 423_425CD2BP2_uc002dxs.2_In_Frame_Del_p.D57delNM_006110 NP_006101 O95400 CD2B2_HUMAN NA 1CTGGACCCCCCATCATCATCATC0.532

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. NA 3 CAGctcctcatcctcctcctcct 0.389

+ 5 1317_1319IRX6_uc002ehx.2_In_Frame_Del_p.E268delNM_024335 NP_077311 P78412 IRX6_HUMAN NA 6 CCTggaggaagaggaggaggagg0.493

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN NA 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 12 3846_3848NFAT5_uc002exi.2_In_Frame_Del_p.Q812del|NFAT5_uc002exj.1_In_Frame_Del_p.Q812del|NFAT5_uc002exk.1_In_Frame_Del_p.Q812del|NFAT5_uc002exl.1_In_Frame_Del_p.Q906del|NFAT5_uc002exn.1_In_Frame_Del_p.Q905del|NFAT5_uc002exo.1_5'FlankNM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 ATCTAATcaacagcagcagcagc0.389

- 11 2790_2791SNORD91B_uc002fuk.1_5'FlankNM_018128 NP_060598 Q2NL82 TSR1_HUMAN NA 1ATGAGCTCTTCCTTGGCTTTCA0.475



+ 3 449_451FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. NA 0 CTGTGTTcgtcgccgccgccgcc0.424

+ 8 912_914CHRNB1_uc010vty.1_In_Frame_Del_p.L222del|CHRNB1_uc010vtz.1_In_Frame_Del_p.L128delNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). NA 2TACTGTGTTCCTGCTGCTGCTGG0.498

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. NA 0ACCACGGTTACGGCGGCGGCGGC0.547

- 2 1324_1325KRBA2_uc002glg.1_Frame_Shift_Del_p.E357fsNM_213597 NP_998762 Q6ZNG9 KRBA2_HUMAN Potential. NA 0TTCAGCAATTTCTAGCTCTTCT0.446

+ 5 773_775 NM_178170 NP_835464 Q86SG6 NEK8_HUMAN NA 6CAGCCCCTCTGCATCCGTGCCCT0.68

- 1 1572_1573MYO18A_uc010wbc.1_3'UTR|MYO18A_uc002hds.2_3'UTR|MYO18A_uc010csa.1_3'UTR|MYO18A_uc002hdt.1_3'UTR|MYO18A_uc002hdu.1_3'UTRNM_004740 NP_004731 O95411 TIAF1_HUMAN NA 0GCGGATGGTCCACACACACACT0.564

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN NA 0TATGGGTCGCAAGAAGAAGAAGC0.542

- 7 912CDC27_uc002ile.3_Frame_Shift_Del_p.P262fs|CDC27_uc002ilf.3_Frame_Shift_Del_p.P262fs|CDC27_uc010wkp.1_Frame_Shift_Del_p.P201fs|CDC27_uc010wkq.1_RNANM_001256 NP_001247 P30260 CDC27_HUMAN NA 5ACCAGTTTTTGGTTTATTTTG0.373

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN NA 1TTTTTCTCTTGTTTTTTTTGCT0.366

- 2 311_313TEX2_uc002jed.2_In_Frame_Del_p.46_47EE>E|TEX2_uc002jee.2_In_Frame_Del_p.46_47EE>ENM_018469 NP_060939 Q8IWB9 TEX2_HUMAN Poly-Glu. NA 1 ctcctcctcttcctcctcctcct 0.468

- 7 863FECH_uc002lgp.3_Frame_Shift_Del_p.P255fs|FECH_uc002lgr.3_Frame_Shift_Del_p.P107fsNM_000140 NP_000131 P22830 HEMH_HUMAN NA 1CTTCTCAAGTGGAAAATGGTC0.413

- 8 583DENND1C_uc002mfb.2_5'Flank|DENND1C_uc002mfc.2_5'Flank|DENND1C_uc002mfd.2_5'UTR|DENND1C_uc010xje.1_Frame_Shift_Del_p.P120fsNM_024898 NP_079174 Q8IV53 DEN1C_HUMAN DENN. NA 1CCCCCGGGTAGGGGGGGGGAT0.672

- 23 2332DNMT1_uc010xlc.1_Frame_Shift_Del_p.M734fs|DNMT1_uc002mnh.2_Frame_Shift_Del_p.M613fs|DNMT1_uc010xld.1_Frame_Shift_Del_p.M718fsNM_001379 NP_001370 P26358 DNMT1_HUMAN NA 6CCCTGGTGCATTTTTTTGGGT0.507

- 23 3693_3694TYK2_uc010dxe.2_Frame_Shift_Ins_p.P920fsNM_003331 NP_003322 P29597 TYK2_HUMANProtein kinase 2. NA 9GCTCTCACCGTGGGGGGGCTCT0.48

+ 1 529 NM_012377 NP_036509 O60412 OR7C2_HUMANExtracellular (Potential).NA 3AATTCCGCACTTTTTTTGTGA0.468

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN NA 0CTCCCTGAACGAGAGAGAGAGG0.495

- 2 503_504 NM_031310 NP_112600 Q9BX97 PLVAP_HUMANExtracellular (Potential).NA 0TCGCAGCTCTTGTTCATGTCCT0.564

- 3 909SFRS14_uc002nkz.1_Frame_Shift_Del_p.I269fs|SFRS14_uc002nla.1_Frame_Shift_Del_p.I255fs|SFRS14_uc002nlb.2_Frame_Shift_Del_p.I255fs|SFRS14_uc010xqk.1_IntronNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN NA 0ACGGTGGGTATTTTTTTTGTG0.502

+ 8 1243CILP2_uc002nmw.3_Frame_Shift_Del_p.D392fsNM_153221 NP_694953 Q8IUL8 CILP2_HUMAN NA 1CAGCCTGCGACCCCCGGCCCC0.647

- 10 1444 NM_021232 NP_067055 Q9UF12 PROD2_HUMAN NA 2CATTCACATACCCAGTGCTAG0.582

- 3 1139_1141CYP2F1_uc010xvw.1_Intron|B3GNT8_uc002oqt.1_IntronNM_198540 NP_940942 Q7Z7M8 B3GN8_HUMANPoly-Leu.|Lumenal (Potential).NA 0CCAGCCAGGCCAGCAGCAGCAGG0.631

+ 2 1714_1715ZNF574_uc002osk.3_Frame_Shift_Del_p.R605fsNM_022752 NP_073589 Q6ZN55 ZN574_HUMANC2H2-type 10; degenerate.NA 0ACCACCTGCGCACACACACAGG0.609

+ 14 3239_3241DHX34_uc010xyo.1_In_Frame_Del_p.E100delNM_014681 NP_055496 Q14147 DHX34_HUMAN NA 5AGCAGCAGCTGGAGGAGGAGGAG0.66

- 1 81_82KLK1_uc010ycg.1_RNANM_002257 NP_002248 P06870 KLK1_HUMAN NA 0GTCTCACCAGTCCCCCCCAGGG0.653

- 4 472LIM2_uc002pwl.2_Frame_Shift_Del_p.G185fsNM_001161748 NP_001155220 P55344 LMIP_HUMANHelical; (Potential). NA 0TGCCACCCAGCCCAGGATGTA0.607

+ 6 841KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR2DL4_uc010yfl.1_Frame_Shift_Del_p.K263fs|KIR2DL4_uc002qhg.2_Intron|KIR2DL4_uc002qhi.2_Frame_Shift_Del_p.K251fs|KIR2DL4_uc002qhh.2_Intron|KIR2DL4_uc002qhj.2_Intron|KIR2DL4_uc002qhf.2_Intron|KIR2DL4_uc010esd.2_Intron|KIR2DL4_uc010ese.2_RNANM_002255 NP_002246 Q99706 KI2L4_HUMAN NA 1CTGGTGCTCCAAAAAAAAAGT0.532 rs66505238

- 11 1472_1474PUM2_uc002rdt.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdr.2_In_Frame_Del_p.422_423AA>A|PUM2_uc010yjy.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdu.1_In_Frame_Del_p.483_484AA>A|PUM2_uc010yjz.1_In_Frame_Del_p.422_423AA>ANM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. NA 1AGTTCCTCCAGCTGCTGCTGCTG0.424

- 11 2183GPR113_uc010yky.1_Frame_Shift_Del_p.G659fs|GPR113_uc002rhb.1_Frame_Shift_Del_p.G331fs|GPR113_uc010eyk.1_Frame_Shift_Del_p.G529fs|GPR113_uc002rhc.1_Frame_Shift_Del_p.G331fs|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANGPS.|Extracellular (Potential).NA 4TTTGGACCAACCCCCCCTGCC0.612

- 29 4736HEATR5B_uc010ezy.1_Frame_Shift_Del_p.S131fsNM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN NA 8TGTAGACTCTGAGCACGTAAA0.438

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. NA 3 Gccgccacctccaccaccaccac0.384

- 12 966MAP4K3_uc002rrp.2_Frame_Shift_Del_p.P292fs|MAP4K3_uc010yns.1_5'UTRNM_003618 NP_003609 Q8IVH8 M4K3_HUMAN NA 8GGAATGATCTGGATTATTTAC0.323

- 6 747_749VPS24_uc002srk.2_In_Frame_Del_p.140_141EE>E|VPS24_uc002srl.2_In_Frame_Del_p.166_167EE>E|VPS24_uc010ytl.1_In_Frame_Del_p.235_236EE>ENM_016079 NP_057163 Q9Y3E7 CHMP3_HUMANPotential.|Intramolecular interaction with N- terminus.|MIT-interacting motif.|Interaction with STAMBP.|Interaction with VPS4A.NA 1CAGAGCCTCTTCCTCCTCCTCCT0.616

- 7 1136LY75_uc002ubb.3_Frame_Shift_Del_p.Y356fs|LY75_uc010fos.2_Frame_Shift_Del_p.Y356fs|LY75_uc010fot.1_Frame_Shift_Del_p.Y356fsNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).NA 0GGTATCTGAGTATGTCCAGAC0.383

+ 1 285KBTBD10_uc010zdh.1_IntronNM_006063 NP_006054 O60662 KBTBA_HUMAN BTB. NA 0TGATGAGGCGAAAAAAAAGGA0.388

- 8 1171_1172GTF3C3_uc010zgu.1_Frame_Shift_Ins_p.T361fs|GTF3C3_uc002utu.2_Frame_Shift_Ins_p.T361fs|GTF3C3_uc002utt.3_Frame_Shift_Ins_p.T36fsNM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 6. NA 7TTCTTCTGAAGTTTTTTTTTCC0.337

- 16 2250_2251ABCA12_uc002vev.2_Frame_Shift_Del_p.L359fs|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN NA 11CCATCTGATTGAGAATCTCTTT0.401

+ 17 2335TRPM8_uc010fyj.2_IntronNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANHelical; Name=3; (Potential).NA 4CGGTGCCACACCCCCCCGAGC0.577

+ 4 1257PANK2_uc002wkb.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkd.2_RNA|PANK2_uc002wke.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkf.2_5'UTRNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN NA 0GAGGAGGAACTTTTTTTGGTC0.343

+ 4 799_801CHGB_uc010zqz.1_Translation_Start_SiteNM_001819 NP_001810 P05060 SCG1_HUMAN Poly-Glu. NA 6GAGAGAGGATGAGGAGGAGGAGG0.532

+ 3 1075_1077GZF1_uc002wsy.2_In_Frame_Del_p.E306del|GZF1_uc010zsq.1_Intron|GZF1_uc010zsr.1_Intron|GZF1_uc002wsz.2_In_Frame_Del_p.E306delNM_022482 NP_071927 Q9H116 GZF1_HUMAN NA 1 ggaggaggaagaggaggaggagg0.384

+ 3 254_256FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_In_Frame_Del_p.G27del NA 0GTAAAACAGCAGGAGAAGAAGAA0.355 rs142255283

+ 1 369SGK2_uc002xkt.2_Intron|SGK2_uc002xkr.2_Intron|SGK2_uc010ggm.2_Intron|SGK2_uc002xks.2_Intron|SGK2_uc002xku.2_Intron|SGK2_uc002xkq.1_IntronNM_016276 NP_057360 Q9HBY8 SGK2_HUMAN NA 6TCCTCCCTGTCCCCCCAGAGC0.617

+ 4 1167SNX21_uc002xps.1_Intron|SNX21_uc002xpt.1_3'UTR|SNX21_uc002xpu.1_3'UTR|SNX21_uc002xpw.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpx.2_Frame_Shift_Del_p.P350fs|SNX21_uc010zxd.1_3'UTR|SNX21_uc002xpy.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpz.1_Frame_Shift_Del_p.P171fsNM_033421 NP_219489 Q969T3 SNX21_HUMAN NA 2CCCCACACCACCCCCCAGTCT0.617

- 4 1934_1936YTHDF1_uc011aaq.1_In_Frame_Del_p.E497delNM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN NA 2TTGCGCACCACCTCCTCCTCCTC0.557

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN NA 0TCTTCAGACACCCCCCCGTCT0.478

+ 11 1903_1905DYRK1A_uc002ywi.2_3'UTR|DYRK1A_uc002ywj.2_In_Frame_Del_p.H610del|DYRK1A_uc002ywl.2_3'UTR|DYRK1A_uc002ywm.2_3'UTR|DYRK1A_uc011aei.1_In_Frame_Del_p.H380delNM_001396 NP_001387 Q13627 DYR1A_HUMAN Poly-His. NA 4 ccatcaccatcaccaccaccacc0.384

+ 7 2031_2033TRIOBP_uc003atu.2_In_Frame_Del_p.S417del|TRIOBP_uc003atq.1_In_Frame_Del_p.S589del|TRIOBP_uc003ats.1_In_Frame_Del_p.S417delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1AATCCCAGAGCCTCCTCTCCCAA0.596



+ 13 1533_1535PICK1_uc003aur.2_In_Frame_Del_p.E388del|PICK1_uc003aus.2_In_Frame_Del_p.E388del|PICK1_uc003aut.2_In_Frame_Del_p.E388delNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. NA 0TCACAGATGGggaggaggaggag0.562

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMANLeucine-zipper (Potential).|Helical; (Potential).NA 0 tgctgctggcgctgctgctgctg 0.562

- 4 689PNPLA5_uc011aqc.1_Frame_Shift_Del_p.Q58fs|PNPLA5_uc003beh.2_Frame_Shift_Del_p.Q84fsNM_138814 NP_620169 Q7Z6Z6 PLPL5_HUMAN NA 0GAGGTGCTCTGGGGGCAGATG0.567

+ 2 818_820TATDN2_uc003bvf.2_In_Frame_Del_p.S83del|TATDN2_uc011atr.1_In_Frame_Del_p.S83del|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNANM_014760 NP_055575 Q93075 TATD2_HUMAN NA 2GCAGAAATAACTCCTCCTCCTCC0.635

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic).NA 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

+ 5 819ZNF621_uc003ckn.2_Frame_Shift_Del_p.H201fs|ZNF621_uc003cko.2_Frame_Shift_Del_p.H166fs|ZNF621_uc011aze.1_Frame_Shift_Del_p.H193fsNM_001098414 NP_001091884 Q6ZSS3 ZN621_HUMAN C2H2-type 2. NA 1AGAAAAACCACATTGGAGAAG0.453

+ 26 3272KIF15_uc010hiq.2_Frame_Shift_Del_p.L944fs|KIF15_uc010hir.2_Frame_Shift_Del_p.L89fsNM_020242 NP_064627 Q9NS87 KIF15_HUMAN Potential. NA 1TGGATATTCTGGATCTGAAAG0.388

- 14 1709_1710CDC25A_uc003csi.1_Frame_Shift_Del_p.D409fsNM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. NA 5ACCCAGGCGATCTCTCTCTCTC0.515

+ 10 1926_1928ATRIP_uc011bbj.1_In_Frame_Del_p.L508del|ATRIP_uc003ctg.1_In_Frame_Del_p.L635del|TREX1_uc010hjy.2_5'UTR|TREX1_uc003ctj.2_5'Flank|TREX1_uc003ctk.2_5'Flank|TREX1_uc010hjz.2_5'Flank|TREX1_uc010hka.2_5'FlankNM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN NA 1AGGCTGCCTCCTGCTGCTGCTGT0.547

+ 7 1043MED12L_uc011bnz.1_Intron|MED12L_uc003eyn.2_Frame_Shift_Del_p.G335fs|MED12L_uc003eyo.2_Frame_Shift_Del_p.G335fsNM_053002 NP_443728 Q86YW9 MD12L_HUMAN NA 7CCAGCCCTGGCCCCCCCGGCC0.582

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN NA 0CTGGAGGAGAAGGAGGAGGAGGA0.562

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). NA 3ACCACAGCATCCACAGCAGCTGCAGCAGC0.727rs111245977;rs75328065

+ 18 2813_2815EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_IntronNM_153717 NP_714928 P57679 EVC_HUMAN NA 2TCTGCACGCCCAGCAGCAGCAGG0.478

+ 4 469ADAD1_uc003iep.2_Frame_Shift_Del_p.P79fs|ADAD1_uc003ieq.2_Frame_Shift_Del_p.P61fsNM_139243 NP_640336 Q96M93 ADAD1_HUMAN NA 0TCCTTCCTCCAAAAAAAATAC0.358

+ 2 458 INTU_uc011cgq.1_RNA NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN NA 1GCGCTGCAATAAAAAAAATAG0.358

+ 20 6410PDZD2_uc003jhm.2_Frame_Shift_Del_p.E2008fsNM_178140 NP_835260 O15018 PDZD2_HUMAN NA 9TGTCCTCTCTGAACCCGACAG0.612

- 5 1175SLC45A2_uc003jie.2_Frame_Shift_Del_p.L361fs|SLC45A2_uc003jif.3_3'UTR|SLC45A2_uc011coe.1_3'UTRNM_016180 NP_057264 Q9UMX9 S45A2_HUMANExtracellular (Potential).NA 3TTTCGTAGATGAGAAACTCTG0.448 rs141120603

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN NA 1ACAAGAAATTGAGAGAGAGAGA0.46

+ 4 1770KCTD16_uc003lnn.1_Frame_Shift_Del_p.K381fsNM_020768 NP_065819 Q68DU8 KCD16_HUMAN NA 4CATGAGCAGCAAAAAAAAAGC0.468

- 4 524UIMC1_uc003mfc.1_Splice_Site|UIMC1_uc003mfd.1_Splice_Site|UIMC1_uc003mfg.1_Splice_Site_p.N119_splice|UIMC1_uc003mfh.1_Splice_Site_p.N119_splice|UIMC1_uc010jkj.1_Splice_Site_p.N119_splice|UIMC1_uc011dfq.1_Frame_Shift_Del_p.V120fs|UIMC1_uc003mff.1_5'FlankNM_016290 NP_057374 Q96RL1 UIMC1_HUMAN NA 4TGGCATATTTACATTCAGGCT0.433

- 5 1339ZNF184_uc010jqv.2_Frame_Shift_Del_p.K176fs|ZNF184_uc003nji.2_Frame_Shift_Del_p.K176fsNM_007149 NP_009080 Q99676 ZN184_HUMAN NA 1TTACAGGGCCTTTTTCCCAAC0.408

+ 1 112 NM_030905 NP_112167 O76002 OR2J2_HUMANExtracellular (Potential).NA 0AATGATGATTAAAAAAAATGC0.358

- 2 797_799PSORS1C1_uc003nsl.1_Intron|PSORS1C1_uc010jsj.1_IntronNM_001264 NP_001255 Q15517 CDSN_HUMAN Ser-rich. NA 2CCGTGCTGGTCCACCACCACCAC0.635

+ 14 2337_2338BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Frame_Shift_Ins_p.P696fsNM_080686 NP_542417 P48634 PRC2A_HUMANPoly-Pro.|4 X 57 AA type A repeats.NA 0CACAGGCTCCACCCCCGCCCCC0.594

- 5 372_374TULP1_uc003okw.3_In_Frame_Del_p.67_68EE>ENM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. NA 3 gtcctcctcttcctcctcctcct 0.389

- 8 1152ICK_uc003pbi.2_Frame_Shift_Del_p.K221fs|ICK_uc003pbj.2_Frame_Shift_Del_p.K221fsNM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. NA 5TATCATTACCTTTTTTGGTGT0.502

+ 9 3342_3344GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANCytoplasmic (Potential).NA 19TTACAACGTAGAGGAGGAGGAGG0.586

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANHelical; (Potential). NA 1CGCGGCAACGCACACACACACT0.53

- 8 1134AGPAT4_uc003qts.1_Frame_Shift_Del_p.R163fs|AGPAT4_uc011egb.1_Frame_Shift_Del_p.R141fsNM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN NA 0CAGGGCCGCCGGGGGGGCACC0.627

- 10 1122SKAP2_uc011jzi.1_Frame_Shift_Del_p.E105fs|SKAP2_uc011jzj.1_Frame_Shift_Del_p.E262fsNM_003930 NP_003921 O75563 SKAP2_HUMAN NA 1CTTTGTTCTTCCACTTTCACT0.398

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN NA 1TCGCGCCGCTCTGCTGCTGCTGC0.749

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. NA 1 gctccagctccagcagcagcagc0.365

- 14 1383DDC_uc010kza.2_Frame_Shift_Del_p.I348fs|DDC_uc003tpg.3_Frame_Shift_Del_p.I433fsNM_000790 NP_000781 P20711 DDC_HUMAN NA 2ACCAAGTGGATTTTTTTGGCA0.502

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential).NA 0GTGACAGCGACATCATCATCATC0.586

+ 38 2779COL1A2_uc011kib.1_Intron|COL1A2_uc010lfi.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN NA 9TCCAAATGGTCCCCCCGGTCC0.453

+ 42 6364TRRAP_uc011kis.1_Frame_Shift_Del_p.V2034fs|TRRAP_uc003upr.2_Frame_Shift_Del_p.V1751fsNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMANInteraction with TP53.|Bipartite nuclear localization signal (Potential).NA 37GGCCTGTCCGTGGATTCTGCC0.517

+ 5 572SRRT_uc010lhl.1_Frame_Shift_Del_p.G102fs|SRRT_uc003uxa.2_Frame_Shift_Del_p.G102fs|SRRT_uc003uwz.2_Frame_Shift_Del_p.G102fsNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN NA 2GCCCTATGCTGGGGGGGGTGG0.607

+ 15 4762_4763ARHGEF5_uc003wem.2_Frame_Shift_Del_p.L349fsNM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. NA 2CAGGCTGGCTGGAGGGCGTGAG0.569

- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMANNuclear localization signal (Potential).NA 4CATTGGGATCCTTCTTCTTCTTC0.453

- 2 136_138PUF60_uc003yzr.2_5'UTR|PUF60_uc003yzt.2_In_Frame_Del_p.24_25AA>A|PUF60_uc003yzq.2_5'UTR|PUF60_uc003yzu.1_5'FlankNM_078480 NP_510965 Q9UHX1 PUF60_HUMANInhibits homodimerization.NA 0 tgccaccactgccgccgccgccg0.404

- 30 4625PLEC_uc003zab.1_Splice_Site_p.E1348_splice|PLEC_uc003zac.1_Splice_Site_p.E1352_splice|PLEC_uc003zad.2_Splice_Site_p.E1348_splice|PLEC_uc003zae.1_Splice_Site_p.E1316_splice|PLEC_uc003zag.1_Splice_Site_p.E1326_splice|PLEC_uc003zah.2_Splice_Site_p.E1334_splice|PLEC_uc003zaj.2_Splice_Site_p.E1375_spliceNM_201380 NP_958782 Q15149 PLEC_HUMAN NA 9ACGGGCTGTACCTCCTCCTCCTC0.621

- 1 20_21RLN2_uc003ziz.1_Frame_Shift_Ins_p.F7fsNM_134441 NP_604390 P04090 REL2_HUMAN NA 0CTAGCAGGTGGAAAAAAAACAG0.535

+ 2 2532C9orf131_uc003zvu.2_Frame_Shift_Del_p.P787fs|C9orf131_uc003zvv.2_Frame_Shift_Del_p.P762fs|C9orf131_uc003zvx.2_Frame_Shift_Del_p.P800fsNM_203299 NP_976044 Q5VYM1 CI131_HUMAN NA 0GCAGATTTATCCCCCCAATCC0.537

+ 1 417_419LOC158376_uc003zys.1_5'FlankNM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. NA 0 accacccccaccgccaccatccc0.389 rs138232567

- 9 2947_2949ROR2_uc004ari.1_IntronNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential).NA 20GACAGAGCCTTCCTCCTCCTCCT0.645

- 24 2709_2710FKBP15_uc004bgr.2_Frame_Shift_Ins_p.K301fs|FKBP15_uc011lxc.1_Frame_Shift_Ins_p.K445fs|FKBP15_uc011lxd.1_Frame_Shift_Ins_p.K796fsNM_015258 NP_056073 Q5T1M5 FKB15_HUMAN Potential. NA 3TCTCTAGTTCCTTGATGTGCTG0.495

- 3 308FKBP15_uc010muu.1_Frame_Shift_Del_p.T128fs|FKBP15_uc011lxd.1_5'UTR|FKBP15_uc010mut.1_Intron|FKBP15_uc004bgt.2_Frame_Shift_Del_p.T64fsNM_015258 NP_056073 Q5T1M5 FKB15_HUMAN NA 3GCTGGTGCTGTTTTTGGTGTT0.378



- 26 2978GOLGA2_uc010mxw.2_Frame_Shift_Del_p.Y312fs|GOLGA2_uc004buh.2_Frame_Shift_Del_p.Y339fsNM_004486 NP_004477 Q08379 GOGA2_HUMAN NA 1TCAGCCCGGTAAAAAAAAGGA0.562

+ 11 1816_1818ABL1_uc004bzv.2_In_Frame_Del_p.K628delNM_005157 NP_005148 P00519 ABL1_HUMANNuclear localization signal 1 (Potential).|Poly-Lys.NA 817CGCCTTGATCAAGAAGAAGAAGA0.616

- 2 873TTF1_uc011mcp.1_RNA|TTF1_uc004cbm.2_IntronNM_007344 NP_031370 Q15361 TTF1_HUMAN Poly-Lys. NA 4TTTCTTAGACTTTTTTTTGTG0.473

+ 13 1980ADAMTS13_uc004cdp.3_Intron|ADAMTS13_uc004cdt.1_Frame_Shift_Del_p.G512fs|ADAMTS13_uc004cdu.1_Frame_Shift_Del_p.G481fs|ADAMTS13_uc004cdw.3_Frame_Shift_Del_p.G512fs|ADAMTS13_uc004cdx.3_Frame_Shift_Del_p.G481fs|ADAMTS13_uc004cdy.1_RNA|ADAMTS13_uc004cdz.3_Frame_Shift_Del_p.G182fs|ADAMTS13_uc004cds.1_Intron|ADAMTS13_uc004cdr.1_RNANM_139025 NP_620594 Q76LX8 ATS13_HUMAN NA 6TGCCAAGTGGCCCCCGGGAGG0.637 rs75928689

- 33 6155_6156 NM_017617 NP_060087 P46531 NOTC1_HUMANCytoplasmic (Potential).|ANK 4.NA 856TATCTTTGTTAGCCCCGTTCTT0.604

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential).NA 1GGTGAACAGCGAGGAGGAGGAGG0.739

- 2 220DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Frame_Shift_Del_p.E7fsNM_004729 NP_004720 O96006 ZBED1_HUMAN NA 0TGGGAGCTCTCCAGGCTTTTA0.597

+ 4 621_623RBM10_uc004dhe.1_In_Frame_Del_p.G83del|RBM10_uc004dhg.2_Intron|RBM10_uc004dhh.2_In_Frame_Del_p.81_82RR>R|RBM10_uc010nhq.2_Intron|RBM10_uc004dhi.2_In_Frame_Del_p.146_147RR>RNM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Arg. NA 5ACTCAGCGTAGGCGGCGGCGGCG0.65

- 6 3494_3496SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN Glu-rich. NA 1 TGGCAGctcctcttcctcctcct0.261 rs3747282

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN NA 0TTGCACTTCATCCTCGAGGCAGCCTCCTCGAGGC0.584

- 4 299XAGE3_uc004drf.2_Frame_Shift_Del_p.G80fsNM_130776 NP_570132 Q8WTP9 GAGD4_HUMAN NA 0TCCACATTCACCCCCAGTCTT0.423

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr.NA 3CCTATTGGTTGTGGTGGTGGTGG0.552

- 5 593_595MAGEA10_uc004ffl.2_In_Frame_Del_p.S62delNM_001011543 NP_001011543 P43363 MAGAA_HUMAN Poly-Ser. NA 0AGAGGATAGCaggaggaggagga0.419

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMANNuclear localization signal (Probable). 0 cggacaagctgaagaagaagaag0.498

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

+ 20 5915ARID1A_uc001bmu.1_Frame_Shift_Del_p.G1631fs|ARID1A_uc001bmx.1_Frame_Shift_Del_p.G694fs|ARID1A_uc009vsm.1_Frame_Shift_Del_p.G176fs|ARID1A_uc009vsn.1_Frame_Shift_Del_p.G90fsNM_006015 NP_006006 O14497 ARI1A_HUMAN p.G1848fs*6(3) 142GCGGATTGGTGGGGGGGACAC0.582 rs140055856

+ 2 1028_1030 NM_005281 NP_005272 P46089 GPR3_HUMANCytoplasmic (Potential). 1TGTGGGCTGTCTGCTGCTGCTGT0.522

+ 9 2306USP1_uc001dak.1_Frame_Shift_Del_p.K660fs|USP1_uc001dal.1_Frame_Shift_Del_p.K660fsNM_001017415 NP_001017415 O94782 UBP1_HUMAN 1AGTTTTGAACAAAAAAAATGT0.373

+ 7 1426_1427ROR1_uc001dbi.3_Frame_Shift_Del_p.H343fs|uc001dbl.2_IntronNM_005012 NP_005003 Q01973 ROR1_HUMANKringle.|Extracellular (Potential). 19CCAGTATCCCCACACACACACT0.554

- 9 1232EVI5_uc010otf.1_Frame_Shift_Del_p.M408fs|EVI5_uc001doy.1_RNANM_005665 NP_005656 O60447 EVI5_HUMANDimerization.|Targeting to the centrosomes.|Potential.|Interaction with alpha-tubulin, gamma- tubulin, BIRC5 and FBXO5.2 TACTTTTTCATTTTTTTTGAA0.318

+ 29 4304AGL_uc001dsj.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsk.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsl.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsm.1_Frame_Shift_Del_p.K1286fs|AGL_uc001dsn.1_Frame_Shift_Del_p.K1285fsNM_000642 NP_000633 P35573 GDE_HUMAN4-alpha-glucanotransferase. 3GGAATTATCCAAAAAAAATAT0.323

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANCytoplasmic (Potential). 3GCCCGGTTACTTTTTTTGTTT0.358

- 1 273_274NOTCH2_uc001eil.2_Frame_Shift_Del_p.P6fs|NOTCH2_uc001eim.3_5'UTRNM_024408 NP_077719 Q04721 NOTC2_HUMAN 27ACAGCAGAGCGGGGCGCAGGGC0.663

- 11 1749NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Frame_Shift_Del_p.V552fs|PDE4DIP_uc001emc.1_Frame_Shift_Del_p.V486fs|PDE4DIP_uc001emd.1_Frame_Shift_Del_p.V486fs|PDE4DIP_uc001emb.1_Frame_Shift_Del_p.V649fs|PDE4DIP_uc001eme.1_Frame_Shift_Del_p.V15fs|PDE4DIP_uc001emf.1_Frame_Shift_Del_p.V273fsNM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5CCTCCAGAGCAACAGCTTTAT0.383

+ 14 2499ADAMTSL4_uc001euw.2_Frame_Shift_Del_p.G755fs|ADAMTSL4_uc009wlw.2_Frame_Shift_Del_p.G778fs|ADAMTSL4_uc010pcg.1_Frame_Shift_Del_p.G716fs|ADAMTSL4_uc009wlx.2_5'UTRNM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2GCAGGAATTTGGGGGGGGTGG0.692 rs149280379

+ 6 739PSMB4_uc001eyb.1_3'UTRNM_002796 NP_002787 P28070 PSB4_HUMAN 2ACTGTCACCGAAAAAGGTGTT0.443

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats. 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885

- 3 1526_1527 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17CTGACCTGAGCCAGACCCATGT0.52

- 1 63CD84_uc001fwf.3_Frame_Shift_Del_p.L13fs|CD84_uc001fwg.3_Frame_Shift_Del_p.L13fs|CD84_uc009wtn.2_Frame_Shift_Del_p.L13fs|CD84_uc001fwi.3_Frame_Shift_Del_p.L13fs|CD84_uc001fwj.2_Frame_Shift_Del_p.L13fs|CD84_uc001fwk.2_Frame_Shift_Del_p.L13fsNM_003874 NP_003865 Q9UIB8 SLAF5_HUMAN 4CACAGGTTTGCAGGCAAAGGA0.448

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

- 6 1004_1006LMX1A_uc001gcz.1_In_Frame_Del_p.261_262QQ>Q|LMX1A_uc001gcw.1_5'UTR|LMX1A_uc001gcx.1_In_Frame_Del_p.12_13QQ>QNM_177398 NP_796372 Q8TE12 LMX1A_HUMANPoly-Gln.|Gln-rich. 5CTGCTGATCTTGCTGCTGCTGCT0.567

+ 4 474EPHX1_uc001hpl.2_Frame_Shift_Del_p.P132fsNM_001136018 NP_001129490 P07099 HYEP_HUMAN 4CCACGTGAAGCCCCCCCAGCT0.627

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMANPotential.|Glu-rich. 0CAAACTTCACCTTTTTTTTTCT0.411

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8GAACCAGTCTCTCCTCCTCCTCC0.596

- 4 3538_3539 uc001iqp.1_RNA NM_207371 NP_997254 Q1XH10 DLN1_HUMANSer-rich.|Glu-rich. 1 CCCGCTGCccccctcctcctcc0.441 rs138084841

- 2 2633_2635KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_In_Frame_Del_p.720_721SS>S|KIAA1462_uc009xle.1_In_Frame_Del_p.858_859SS>SNM_020848 NP_065899 Q9P266 K1462_HUMAN Ser-rich. 4 ACTCTCCTCActgctgctgctgc0.463

+ 7 559HELLS_uc001kjs.2_Frame_Shift_Del_p.K136fs|HELLS_uc009xul.2_Frame_Shift_Del_p.K152fs|HELLS_uc009xum.2_Frame_Shift_Del_p.K152fs|HELLS_uc009xun.2_Frame_Shift_Del_p.K28fs|HELLS_uc009xuo.2_Frame_Shift_Del_p.K152fs|HELLS_uc001kju.2_5'UTR|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Frame_Shift_Del_p.K14fs|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2GTCTGTGGCTAAAAAAAATAA0.214

+ 1 754_755DHDPSL_uc001knx.2_Intron|DHDPSL_uc001kny.2_Intron|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0TGGTGCCAATCACACACACACC0.55

+ 9 6800TACC2_uc001lfw.2_Frame_Shift_Del_p.T293fs|TACC2_uc009xzx.2_Frame_Shift_Del_p.T2102fs|TACC2_uc010qtv.1_Frame_Shift_Del_p.T2151fs|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lga.2_Frame_Shift_Del_p.T225fs|TACC2_uc009xzy.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lgb.2_Frame_Shift_Del_p.T182fs|TACC2_uc010qtw.1_Frame_Shift_Del_p.T242fsNM_206862 NP_996744 O95359 TACC2_HUMAN 10CCCACAGAGACCCCCCCAGTG0.522

+ 19 2126_2128PTPRE_uc009yat.2_In_Frame_Del_p.Q631del|PTPRE_uc009yau.2_In_Frame_Del_p.Q620del|PTPRE_uc001lkd.2_In_Frame_Del_p.Q562del|PTPRE_uc010quq.1_In_Frame_Del_p.Q521delNM_006504 NP_006495 P23469 PTPRE_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).1GCCGTGCAGAAGCAGCAGCAGCA0.65

+ 13 1748 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMANHigh affinity receptor-binding region which is also known as the TP508 peptide.|Peptidase S1.3AGGTGACAGTGGGGGACCCTT0.522

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2CACGTGTTCTTCCTCCTCCTCCT0.537

+ 5 886FADS2_uc001nsj.2_Frame_Shift_Del_p.P224fs|FADS2_uc010rlo.1_Frame_Shift_Del_p.P215fs|FADS2_uc001nsk.2_Frame_Shift_Del_p.P246fsNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CGAATGGCAGCCCATCGAGGT0.527

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMANInteraction with CD2AP.|UBA. 149CGAGATGGCCAAAAACATCCT0.507

- 22 3672_3674PRDM10_uc001qfj.2_In_Frame_Del_p.T1048del|PRDM10_uc001qfk.2_In_Frame_Del_p.T1010del|PRDM10_uc001qfl.2_In_Frame_Del_p.T1061del|PRDM10_uc010sbx.1_In_Frame_Del_p.T1057del|PRDM10_uc001qfn.2_In_Frame_Del_p.T1143delNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1CCGTTCCCGTTGGTGGTGGTGGT0.547

+ 7 948_950SLC39A5_uc010sqi.1_In_Frame_Del_p.L125del|SLC39A5_uc010sqk.1_In_Frame_Del_p.L234delNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential). 2TCCCCTATCCCTGCTGCTGCTGC0.635



+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). 22CCTCTGCTGTTGCTGCTGCTGCT0.557

+ 6 1576TMEM19_uc009zru.1_RNANM_018279 NP_060749 Q96HH6 TMM19_HUMANHelical; (Potential). 0CTGCTTGGGGTTTTTGGCCCA0.433

- 4 831 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15TGGGGTCCCCGGGGGCTTCAG0.682 rs36028047

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain). 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 2 698 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7ATATGTCCTCAAAAGTTTATT0.507

+ 4 541SLAIN1_uc001vkk.1_Frame_Shift_Del_p.G89fs|SLAIN1_uc001vkl.1_Frame_Shift_Del_p.G45fs|SLAIN1_uc010thz.1_Frame_Shift_Del_p.G44fs|SLAIN1_uc010aex.1_Intron|SLAIN1_uc010aey.1_Intron|SLAIN1_uc001vkm.2_Frame_Shift_Del_p.G45fsNM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2TGAGTTCAGGAAAAAAAGGGA0.388

+ 16 4738_4740SIPA1L1_uc001xmt.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmu.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmv.2_In_Frame_Del_p.S1468del|SIPA1L1_uc010ttm.1_In_Frame_Del_p.S922del|SIPA1L1_uc001xmw.2_In_Frame_Del_p.S233delNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 ctcctcctcttcctcctcctcct 0.468

+ 8 1064_1066CCNK_uc001ygg.3_IntronNM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0GCAACCAGCCCAGCAGCAGCAGC0.621

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMANAsp/Glu-rich (acidic). 0 AGTggtgggcgaggaggaggagg0.34

+ 3 641 NM_001376 NP_001367 Q14204 DYHC1_HUMANStem (By similarity). 10CAGTGGCTCCTTTTTTTAAGT0.408

+ 10 1137ADAL_uc001zrh.2_Frame_Shift_Del_p.Q215fs|ADAL_uc001zri.1_Frame_Shift_Del_p.Q100fsNM_001159280 NP_001152752 Q6DHV7 ADAL_HUMAN 0ATTCCAAACCAAAAAAAAGAA0.453

- 8 1516_1518ABCA3_uc010bsk.1_In_Frame_Del_p.268_269LL>L|ABCA3_uc010bsl.1_In_Frame_Del_p.268_269LL>LNM_001089 NP_001080 Q99758 ABCA3_HUMANHelical; (Potential). 16GGTGAAGCTGAGCAGCAGCAGCA0.611 rs145342500

- 1 295_296GSPT1_uc002dbu.2_In_Frame_Ins_p.16_16G>GG|GSPT1_uc010bux.2_IntronNM_002094 NP_002085 P15170 ERF3A_HUMAN 3 cgctgctgctcccgccgccgcc 0.332 rs71408216

- 3 553_555KIAA0430_uc002ddq.2_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzv.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzw.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzx.1_In_Frame_Del_p.119_120GG>GNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0TCCGCTACCGCCACCACCACCAC0.532

- 2 423_425CD2BP2_uc002dxs.2_In_Frame_Del_p.D57delNM_006110 NP_006101 O95400 CD2B2_HUMAN 1CTGGACCCCCCATCATCATCATC0.532

+ 8 2801 NM_014712 NP_055527 O15047 SET1A_HUMAN 3CCTCAGCTGGCCCCCCCGGTG0.642

+ 9 1652FTO_uc010vha.1_Frame_Shift_Del_p.E181fs|FTO_uc010cbz.2_Frame_Shift_Del_p.E78fs|FTO_uc002ehs.2_RNANM_001080432 NP_001073901 Q9C0B1 FTO_HUMAN 0CCATACTGGGAAAAGGATGAT0.483

+ 5 1317_1319IRX6_uc002ehx.2_In_Frame_Del_p.E268delNM_024335 NP_077311 P78412 IRX6_HUMAN 6 CCTggaggaagaggaggaggagg0.493

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

- 11 1150_1151 NM_001896 NP_001887 P19784 CSK22_HUMAN 1GCATTGTCTGCACAAGGCTGGG0.54

- 1 625GAS8_uc010vps.1_Intron|GAS8_uc002fqh.2_Intron|GAS8_uc010vpt.1_Intron|GAS8_uc010vpu.1_Intron|GAS8_uc010vpv.1_Intron|GAS8_uc010cjc.1_Intron|GAS8_uc002fqi.1_Intron|GAS8_uc010vpw.1_Intron|GAS8_uc002fqj.1_IntronNM_001214 NP_001205 O95177 CP003_HUMAN 0TCTTCAGGGTCCAGGCAGGTg0.184

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0ACCACGGTTACGGCGGCGGCGGC0.547

- 30 4166_4168MYH10_uc002glm.2_In_Frame_Del_p.E1388del|MYH10_uc010cnx.2_In_Frame_Del_p.E1366delNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2TTCTTCCTGGCCTCCTCCTCCTC0.596

+ 9 1849EPN2_uc010cql.1_Frame_Shift_Del_p.S176fs|EPN2_uc002gve.3_Frame_Shift_Del_p.S410fs|EPN2_uc002gvf.3_Frame_Shift_Del_p.S182fs|EPN2_uc010vyo.1_Frame_Shift_Del_p.S175fs|EPN2_uc010vyp.1_Frame_Shift_Del_p.S403fs|EPN2_uc010vyq.1_Frame_Shift_Del_p.S404fs|EPN2_uc002gvh.1_Frame_Shift_Del_p.S467fs|EPN2_uc002gvj.3_Frame_Shift_Del_p.S130fsNM_014964 NP_055779 O95208 EPN2_HUMAN6 X 3 AA repeats of [DE]-P-W. 1TTCGGACTTCAAAAAAAACAG0.393

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN 0TATGGGTCGCAAGAAGAAGAAGC0.542

+ 5 1150FKBP10_uc002hxw.1_5'UTRNM_021939 NP_068758 Q96AY3 FKB10_HUMAN 1CGCTGGAGCTCCCCCCCGGCT0.632

- 10 1248BRCA1_uc010whp.1_Intron|BRCA1_uc010whl.1_Intron|BRCA1_uc010whm.1_Intron|BRCA1_uc002icp.3_Frame_Shift_Del_p.K268fs|BRCA1_uc002icu.2_Intron|BRCA1_uc010cyx.2_Frame_Shift_Del_p.K292fs|BRCA1_uc002ict.2_Frame_Shift_Del_p.K339fs|BRCA1_uc010whn.1_Intron|BRCA1_uc010who.1_Intron|BRCA1_uc010whq.1_Intron|BRCA1_uc002idc.1_Intron|BRCA1_uc010whr.1_Intron|BRCA1_uc002idd.2_Frame_Shift_Del_p.K339fs|BRCA1_uc002ide.1_Frame_Shift_Del_p.K170fs|BRCA1_uc010cyy.1_Frame_Shift_Del_p.K339fs|BRCA1_uc010whs.1_Frame_Shift_Del_p.K339fs|BRCA1_uc010cyz.2_Frame_Shift_Del_p.K292fs|BRCA1_uc010cza.2_Frame_Shift_Del_p.K313fs|BRCA1_uc010wht.1_Frame_Shift_Del_p.K43fsNM_007294 NP_009225 P38398 BRCA1_HUMAN 52CAGATCTACCTTTTTTTCTGT0.438 rs80357618

- 7 912CDC27_uc002ile.3_Frame_Shift_Del_p.P262fs|CDC27_uc002ilf.3_Frame_Shift_Del_p.P262fs|CDC27_uc010wkp.1_Frame_Shift_Del_p.P201fs|CDC27_uc010wkq.1_RNANM_001256 NP_001247 P30260 CDC27_HUMAN 5ACCAGTTTTTGGTTTATTTTG0.373

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN 1TTTTTCTCTTGTTTTTTTTGCT0.366

+ 15 2732_2734MRC2_uc010ddq.1_RNA|MRC2_uc002jae.2_5'Flank|MRC2_uc002jaf.2_5'FlankNM_006039 NP_006030 Q9UBG0 MRC2_HUMANExtracellular (Potential).|C-type lectin 4. 3CGGAGCCGGCACGACGACGACGA0.645

- 2 1200_1202CDC42EP4_uc002jjo.2_In_Frame_Del_p.E351del|CDC42EP4_uc002jjp.1_In_Frame_Del_p.E281delNM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0ACGGATTTCATCCTCCTCCTCCT0.64

+ 8 988ITGB4_uc002jph.2_Frame_Shift_Del_p.F267fs|ITGB4_uc010dgo.2_Frame_Shift_Del_p.F267fs|ITGB4_uc002jpi.3_Frame_Shift_Del_p.F267fs|ITGB4_uc010dgp.1_Frame_Shift_Del_p.F267fs|ITGB4_uc002jpj.2_Frame_Shift_Del_p.F267fs|ITGB4_uc010wsh.1_5'FlankNM_000213 NP_000204 P16144 ITB4_HUMANVWFA.|Extracellular (Potential). 4AGTCAGCCTTCCACTATGAGG0.647

- 24 2552OSBPL1A_uc002kvd.2_Frame_Shift_Del_p.N280fs|OSBPL1A_uc010xbc.1_Frame_Shift_Del_p.N411fsNM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN 4 TTTCTTATCATTTTTTTTGTA0.393

- 5 837SH2D3A_uc010xjg.1_Frame_Shift_Del_p.R93fsNM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2GAGGGTGTCCGGGGGGGCTTC0.657

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0CTCCCTGAACGAGAGAGAGAGG0.495

+ 15 3946_3948NCAN_uc002nma.2_In_Frame_Del_p.T43delNM_004386 NP_004377 O14594 NCAN_HUMAN 4GATGCGGCGAcaccaccaccacc0.468

- 4 491ZFP14_uc010xtd.1_Frame_Shift_Del_p.K134fs|ZFP14_uc010eex.1_Frame_Shift_Del_p.K133fsNM_020917 NP_065968 Q9HCL3 ZFP14_HUMAN 1TTGTTGTTCCTTTTCCCCCTC0.363

+ 2 648_650ZFP36_uc010egn.1_In_Frame_Del_p.H73delNM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1CGCCGGACCTCACCACCACCACC0.685

- 6 472C19orf47_uc002ong.2_Frame_Shift_Del_p.P16fs|C19orf47_uc002onh.2_Frame_Shift_Del_p.P90fsNM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2CCGGGCGCCTGGGGGGTGTGC0.612

+ 12 1271_1273NUCB1_uc002plc.2_In_Frame_Del_p.Q407del|NUCB1_uc002pld.2_In_Frame_Del_p.Q70delNM_006184 NP_006175 Q02818 NUCB1_HUMANPotential.|Poly-Gln. 0 Gagcagcggaagcagcagcagca0.522

- 1 90_92SIGLEC8_uc010yda.1_In_Frame_Del_p.L8del|SIGLEC8_uc002pwu.2_RNA|SIGLEC8_uc010eox.2_In_Frame_Del_p.L8delNM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 CAGagcaggggcagcagcagcag0.493

+ 4 1303_1305U2AF2_uc002qlt.2_In_Frame_Del_p.K87delNM_007279 NP_009210 P26368 U2AF2_HUMAN 1CCCCGCCACGAGAAGAAGAAGAA0.645

- 11 1472_1474PUM2_uc002rdt.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdr.2_In_Frame_Del_p.422_423AA>A|PUM2_uc010yjy.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdu.1_In_Frame_Del_p.483_484AA>A|PUM2_uc010yjz.1_In_Frame_Del_p.422_423AA>ANM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1AGTTCCTCCAGCTGCTGCTGCTG0.424

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

+ 1 285KBTBD10_uc010zdh.1_IntronNM_006063 NP_006054 O60662 KBTBA_HUMAN BTB. 0TGATGAGGCGAAAAAAAAGGA0.388

+ 6 820DCAF17_uc010zdq.1_RNA|DCAF17_uc010fqf.1_Frame_Shift_Del_p.P197fs|DCAF17_uc010zdr.1_RNA|DCAF17_uc010fqg.2_5'UTRNM_025000 NP_079276 Q5H9S7 DCA17_HUMANHelical; (Potential). 0GAGTTCTACCTTTTTCACTTG0.343

+ 3 1075_1077GZF1_uc002wsy.2_In_Frame_Del_p.E306del|GZF1_uc010zsq.1_Intron|GZF1_uc010zsr.1_Intron|GZF1_uc002wsz.2_In_Frame_Del_p.E306delNM_022482 NP_071927 Q9H116 GZF1_HUMAN 1 ggaggaggaagaggaggaggagg0.384



- 3 691_692 NM_005225 NP_005216 Q01094 E2F1_HUMANDEF box.|Potential. 0TGTGGTTCTTGGACTTCTTGGC0.589

+ 3 617_619RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_In_Frame_Del_p.A96del|RTEL1_uc011abd.1_In_Frame_Del_p.A96del|RTEL1_uc002yfv.2_In_Frame_Del_p.A96del|RTEL1_uc011abe.1_5'UTR|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMANHelicase ATP-binding. 0CTGGGGCAACGCTGCTGCTGCTG0.645

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN 0TCTTCAGACACCCCCCCGTCT0.478

+ 2 270_272 NM_004147 NP_004138 Q9Y295 DRG1_HUMAN Poly-Gly. 1TACTCCAAAGGGTGGTGGTGGTG0.409

+ 9 1570FBXO7_uc003amr.2_Frame_Shift_Del_p.L315fs|FBXO7_uc003ams.2_Frame_Shift_Del_p.L273fs|FBXO7_uc003amt.2_Frame_Shift_Del_p.L350fs|FBXO7_uc003amu.2_Frame_Shift_Del_p.L315fs|FBXO7_uc003amv.2_Frame_Shift_Del_p.L128fsNM_012179 NP_036311 Q9Y3I1 FBX7_HUMAN 1CCAACCCCTTGCACCCTAGGC0.502

+ 19 2312_2314SAPS2_uc003bky.1_In_Frame_Del_p.D606del|SAPS2_uc003bkz.1_In_Frame_Del_p.D606del|SAPS2_uc003blc.2_In_Frame_Del_p.D633del|SAPS2_uc003bla.1_In_Frame_Del_p.D607del|SAPS2_uc003bld.1_In_Frame_Del_p.D165delNM_014678 NP_055493 O75170 PP6R2_HUMAN 0TCCAGCCCTTTGATGATGATGAG0.616

+ 40 5548ITPR1_uc010hca.1_Frame_Shift_Del_p.G1719fs|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Frame_Shift_Del_p.G704fsNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21CGGCAAGCCCGGGGGAGGAGG0.522

+ 7 1453EDEM1_uc011asz.1_Frame_Shift_Del_p.F219fs|EDEM1_uc003bqh.2_Frame_Shift_Del_p.F441fsNM_014674 NP_055489 Q92611 EDEM1_HUMANLumenal (Potential). 3TCTGCAGGCCTTTTTCCCTGG0.463

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

+ 11 1433ACVR2B_uc003cig.2_Frame_Shift_Del_p.S261fsNM_001106 NP_001097 Q13705 AVR2B_HUMANCytoplasmic (Potential).|Protein kinase. 1GCTCGCTTGTCCGCGGGCTGT0.597

- 3 1288_1289PLXNB1_uc003csu.2_Frame_Shift_Ins_p.C340fs|PLXNB1_uc003csx.2_Frame_Shift_Ins_p.C340fs|PLXNB1_uc010hjx.1_RNANM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential).|Sema. 5CCGGGTGTAGCAGGCATCTCGC0.629

- 25 4571MYLK_uc010hrr.2_Splice_Site|MYLK_uc011bjv.1_Splice_Site_p.E230_splice|MYLK_uc011bjw.1_Splice_Site_p.E1430_splice|MYLK_uc003egp.2_Splice_Site_p.E1361_splice|MYLK_uc003egq.2_Splice_Site_p.E1430_splice|MYLK_uc003egr.2_Splice_Site_p.E1361_splice|MYLK_uc003egs.2_Splice_Site_p.E1254_spliceNM_053025 NP_444253 Q15746 MYLK_HUMAN 9CCTTCGGCTCTGGGGGGGGCAC0.624 rs41431347

- 4 1041_1043TMCC1_uc010htg.2_In_Frame_Del_p.66_67AA>ANM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1TGGTAGACATgcagcagcagcag0.404

- 8 1759_1761DBR1_uc003eru.2_In_Frame_Del_p.490_491DD>D|DBR1_uc003ert.2_In_Frame_Del_p.309_310DD>DNM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0TTAAGCTGCATCGTCATCATCAT0.251rs150114751;rs2622736

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3ACCACAGCATCCACAGCAGCTGCAGCAGC0.727rs111245977;rs75328065

+ 3 794C1QTNF7_uc003gno.2_Frame_Shift_Del_p.F196fs|C1QTNF7_uc003gnp.2_Frame_Shift_Del_p.F189fsNM_001135171 NP_001128643 Q9BXJ2 C1QT7_HUMAN C1q. 0TCTGTGCTTTCCCAGGGATCT0.448

- 4 1088_1090YTHDC1_uc003hdy.2_In_Frame_Del_p.245_246EE>ENM_001031732 NP_001026902 Q96MU7 YTDC1_HUMAN Glu-rich. 2 ttcttcttcttcctcctcctcct 0.202 rs141105019

+ 11 2218PKD2_uc011cdf.1_Frame_Shift_Del_p.K136fs|PKD2_uc011cdg.1_Frame_Shift_Del_p.K44fs|PKD2_uc011cdh.1_5'UTRNM_000297 NP_000288 Q13563 PKD2_HUMANEF-hand domain.|Cytoplasmic (Potential). 1ACTAAAACTGAAAAAAAATAC0.348

- 1 538_540HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 gtactcctcttcctcctcctcct 0.369

+ 8 1187_1189NPNT_uc011cfc.1_In_Frame_Del_p.P350del|NPNT_uc011cfd.1_In_Frame_Del_p.P363del|NPNT_uc011cfe.1_In_Frame_Del_p.P363del|NPNT_uc010ilt.1_In_Frame_Del_p.P333del|NPNT_uc011cff.1_In_Frame_Del_p.P333del|NPNT_uc010ilu.1_In_Frame_Del_p.P229delNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1AATTCCTACTCCACCACCACCAC0.522

+ 22 2560_2562ANK2_uc003ibd.3_In_Frame_Del_p.T805del|ANK2_uc003ibf.3_In_Frame_Del_p.T826del|ANK2_uc011cgc.1_In_Frame_Del_p.T35del|ANK2_uc003ibc.2_In_Frame_Del_p.T802del|ANK2_uc011cgb.1_In_Frame_Del_p.T841delNM_001148 NP_001139 Q01484 ANK2_HUMAN 14CTGAGGAGGTCACCACCACCACC0.443

+ 6 700EXOSC9_uc003idz.2_Frame_Shift_Del_p.F198fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.F182fs|EXOSC9_uc010inp.1_RNANM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0CAGTTTTGCCTTTTTCCAGCA0.358

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

- 3 906AFF4_uc011cxk.1_5'UTR|AFF4_uc003kye.1_Frame_Shift_Del_p.K166fs|AFF4_uc003kyf.3_Frame_Shift_Del_p.K166fsNM_014423 NP_055238 Q9UHB7 AFF4_HUMAN Ser-rich. 5CATGCTGGCCTTTTTTCCGGC0.512

+ 26 4712ANKHD1_uc003lfr.2_Frame_Shift_Del_p.K1530fs|ANKHD1_uc003lfu.1_Frame_Shift_Del_p.K1010fs|ANKHD1-EIF4EBP3_uc011czh.1_Frame_Shift_Del_p.K269fs|ANKHD1_uc003lfw.2_Frame_Shift_Del_p.K168fs|ANKHD1_uc010jfl.2_5'UTR|ANKHD1-EIF4EBP3_uc003lfx.1_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6TGTGTTTGGGAAAAAAAGGGC0.423

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN 1ACAAGAAATTGAGAGAGAGAGA0.46

- 12 1346_1349HNRNPH1_uc011dgn.1_Frame_Shift_Del_p.Q124fs|HNRNPH1_uc003mkg.3_Frame_Shift_Del_p.Q322fs|HNRNPH1_uc003mke.3_Frame_Shift_Del_p.Q414fs|HNRNPH1_uc003mkh.3_Frame_Shift_Del_p.Q414fsNM_005520 NP_005511 P31943 HNRH1_HUMAN2 X 16 AA Gly-rich approximate repeats. 0CCACTCAGCTGCTGGCTGGCTGGG0.5

- 4 1510_1512TUBB2B_uc010jnj.2_In_Frame_Del_p.E403del|TUBB2B_uc010jnk.2_In_Frame_Del_p.E368del|TUBB2B_uc003mvh.2_In_Frame_Del_p.E413del|uc011dhu.1_RNANM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1TCGTCCTCGCCCTCCTCCTCCTC0.65

+ 14 2337_2338BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Frame_Shift_Ins_p.P696fsNM_080686 NP_542417 P48634 PRC2A_HUMANPoly-Pro.|4 X 57 AA type A repeats. 0CACAGGCTCCACCCCCGCCCCC0.594

- 5 372_374TULP1_uc003okw.3_In_Frame_Del_p.67_68EE>ENM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 gtcctcctcttcctcctcctcct 0.389

- 3 1001REPS1_uc003qig.3_Frame_Shift_Del_p.K141fs|REPS1_uc011edr.1_Frame_Shift_Del_p.K141fs|REPS1_uc003qij.2_Frame_Shift_Del_p.K141fs|REPS1_uc003qik.2_5'UTRNM_031922 NP_114128 Q96D71 REPS1_HUMAN 2TACGGATCCCTTTTTCACTTG0.478

+ 2 488_489GRM1_uc010khu.1_Frame_Shift_Ins_p.L6fs|GRM1_uc010khv.1_Frame_Shift_Ins_p.L6fs|GRM1_uc003qll.2_Frame_Shift_Ins_p.L6fs|GRM1_uc011edz.1_Frame_Shift_Ins_p.L6fs|GRM1_uc011eea.1_Frame_Shift_Ins_p.L6fsNM_000838 NP_000829 Q13255 GRM1_HUMAN 19GGCTCCTTTTGTTTTTTTTCCC0.644

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANHelical; (Potential). 1CGCGGCAACGCACACACACACT0.53

- 1 915_917 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0TCTGACTCTTCGCCGCCGCCGCT0.576

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606

+ 5 572SRRT_uc010lhl.1_Frame_Shift_Del_p.G102fs|SRRT_uc003uxa.2_Frame_Shift_Del_p.G102fs|SRRT_uc003uwz.2_Frame_Shift_Del_p.G102fsNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2GCCCTATGCTGGGGGGGGTGG0.607

- 3 1170_1171NAPEPLD_uc003vbd.2_Frame_Shift_Ins_p.F281fs|NAPEPLD_uc011klj.1_Frame_Shift_Ins_p.F354fs|NAPEPLD_uc003vbe.2_RNANM_198990 NP_945341 Q6IQ20 NAPEP_HUMAN 1TATCTCCTGCGAAAAAAAATCG0.46 rs147416689

+ 9 1390 RINT1_uc010ljj.1_IntronNM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN RINT1/TIP20. 4GTTAGCCACTGATATTCCTTG0.388

+ 5 743CBLL1_uc011kme.1_Frame_Shift_Del_p.E17fs|CBLL1_uc011kmf.1_Frame_Shift_Del_p.E137fsNM_024814 NP_079090 Q75N03 HAKAI_HUMAN RING-type. 5ATTTTACATGAAAAAAAGGGA0.269

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2GCAGTACACCAAAAAAAATCT0.393

- 5 3497_3498 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0 gggcgggagccggggcgggggc0.609 rs143409664

- 10 1506NBN_uc003yei.1_Frame_Shift_Del_p.R384fs|NBN_uc011lgb.1_Frame_Shift_Del_p.R466fsNM_002485 NP_002476 O60934 NBN_HUMANNuclear localization signal. 7AAAACAGACCTTTTTTTGGTA0.338

- 45 6393_6394UBR5_uc003yks.1_Frame_Shift_Ins_p.K2120fsNM_015902 NP_056986 O95071 UBR5_HUMAN 28TCTTCCCCTTCTTTTTTTTGCC0.381

+ 3 610_612MYC_uc003ysi.2_In_Frame_Del_p.Q52delNM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6GAACTTCTACCAGCAGCAGCAGC0.611 rs61752959



- 30 4625PLEC_uc003zab.1_Splice_Site_p.E1348_splice|PLEC_uc003zac.1_Splice_Site_p.E1352_splice|PLEC_uc003zad.2_Splice_Site_p.E1348_splice|PLEC_uc003zae.1_Splice_Site_p.E1316_splice|PLEC_uc003zag.1_Splice_Site_p.E1326_splice|PLEC_uc003zah.2_Splice_Site_p.E1334_splice|PLEC_uc003zaj.2_Splice_Site_p.E1375_spliceNM_201380 NP_958782 Q15149 PLEC_HUMAN 9ACGGGCTGTACCTCCTCCTCCTC0.621

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26CATCTTGGCCTTTTTTTTGAT0.478

+ 1 417_419LOC158376_uc003zys.1_5'FlankNM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. 0 accacccccaccgccaccatccc0.389 rs138232567

- 9 2947_2949ROR2_uc004ari.1_IntronNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential). 20GACAGAGCCTTCCTCCTCCTCCT0.645

- 4 884_886CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_In_Frame_Del_p.E251del|ECM2_uc011lty.1_In_Frame_Del_p.E273del|ECM2_uc004asg.2_In_Frame_Del_p.E251delNM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 ctcctcctcatcctcctcctcct 0.399 rs137929518

- 3 459 NM_022755 NP_073592 Q9H8X2 IPPK_HUMAN 2CTTCATGACATTTTTCCCAAA0.438

- 22 6093TNC_uc010mvf.2_Frame_Shift_Del_p.R1638fsNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 15. 7ACTGATGCCCGGGGGGGTCGC0.478 rs148674204

+ 11 1816_1818ABL1_uc004bzv.2_In_Frame_Del_p.K628delNM_005157 NP_005148 P00519 ABL1_HUMANNuclear localization signal 1 (Potential).|Poly-Lys. 817CGCCTTGATCAAGAAGAAGAAGA0.616

- 9 916_918 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMANHTH myb-type 1. 0CCTGCAGCCGCTCCTCCTCCTCC0.65

- 40 5941DMD_uc004dcw.2_Frame_Shift_Del_p.K555fs|DMD_uc004dcx.2_Frame_Shift_Del_p.K558fs|DMD_uc004dcz.2_Frame_Shift_Del_p.K1776fs|DMD_uc004dcy.1_Frame_Shift_Del_p.K1895fs|DMD_uc004ddb.1_Frame_Shift_Del_p.K1891fs|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMANSpectrin 13.|Interaction with SYNM (By similarity). 6GGCTGGCTAATTTTTTTTCAA0.358

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0TTGCACTTCATCCTCGAGGCAGCCTCCTCGAGGC0.584

+ 5 1012_1014FAM199X_uc004elx.2_In_Frame_Del_p.S103delNM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1GTGCCAGCGCCAGCAGCAGCAGT0.567

+ 6 604_606PAK3_uc010npt.1_In_Frame_Del_p.E182del|PAK3_uc010npu.1_In_Frame_Del_p.E182del|PAK3_uc004eoy.1_5'UTR|PAK3_uc004eoz.2_In_Frame_Del_p.E182del|PAK3_uc011mst.1_RNA|PAK3_uc010npv.1_In_Frame_Del_p.E218del|PAK3_uc010npw.1_In_Frame_Del_p.E203delNM_001128173 NP_001121645 O75914 PAK3_HUMAN Linker. 10 agatgaagaggaagaagaagaag0.325

- 2 574_575NKAP_uc004esg.2_5'FlankNM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2ATTCTCCAATTCTCTCTCTCTC0.317

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr. 3CCTATTGGTTGTGGTGGTGGTGG0.552

- 5 593_595MAGEA10_uc004ffl.2_In_Frame_Del_p.S62delNM_001011543 NP_001011543 P43363 MAGAA_HUMAN Poly-Ser. 0AGAGGATAGCaggaggaggagga0.419

- 4 601_603 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN NA 1 CCGATTCCGActcctcctcctcc0.601

- 1 1509_1511 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN Pro-rich. NA 0 cgggggcggtggcggcggcggcg0.493

+ 15 5011_5013BAHCC1_uc002kae.2_In_Frame_Del_p.K904delNM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN NA 1CCAGAAGGCCAAGAAGAAGAAGG0.621

- 9 1261_1263GTF2F1_uc010xjb.1_In_Frame_Del_p.E147del|GTF2F1_uc010xjc.1_In_Frame_Del_p.E241delNM_002096 NP_002087 P35269 T2FA_HUMAN Glu-rich. NA 0 GTGccttcttctcctcctcctcc 0.542

+ 2 428MYCNOS_uc002rch.1_5'Flank|MYCN_uc010yjr.1_Frame_Shift_Del_p.T35fsNM_005378 NP_005369 P04198 MYCN_HUMAN NA 5CCCGACTCGACCCCCCCGGGG0.657

+ 6 1052_1053THNSL2_uc002ssv.2_RNA|THNSL2_uc002ssw.3_Frame_Shift_Del_p.F300fs|THNSL2_uc002ssx.3_Intron|THNSL2_uc002sta.3_Frame_Shift_Del_p.F142fs|THNSL2_uc002ssy.3_Frame_Shift_Del_p.F300fs|THNSL2_uc010fhe.2_Frame_Shift_Del_p.F142fsNM_018271 NP_060741 Q86YJ6 THNS2_HUMAN NA 1CAGGGAGACTTCTCTCTCTCTG0.545

+ 3 224_242 NM_001862 NP_001853 P10606 COX5B_HUMAN NA 0ACAATGTACTGGCCCCAAAGGGAGCTTCAGGCACCAGGG0.397

- 13 2025CLTCL1_uc011agv.1_Frame_Shift_Del_p.W650fs|CLTCL1_uc011agw.1_Frame_Shift_Del_p.W650fsNM_007098 NP_009029 P53675 CLH2_HUMANProximal segment.|Heavy chain arm.NA 5AATTGACAAGCCACTGGGAAC0.478

- 6 1681_1683ARHGAP39_uc011llk.1_In_Frame_Del_p.Q376del|ARHGAP39_uc003zds.1_In_Frame_Del_p.Q376delNM_025251 NP_079527 Q9C0H5 RHG39_HUMAN NA 0CGGGACACTTCTGCTTGGTGAGC0.704 rs77462981

- 18 2477MEGF6_uc001akk.2_Frame_Shift_Del_p.P645fsNM_001409 NP_001400 O75095 MEGF6_HUMAN EGF-like 12. 1CCCCGTGGCAGGGGGCCCCCC0.697

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMANNuclear localization signal (Probable). 0 cggacaagctgaagaagaagaag0.498

+ 8 1246 NM_032283 NP_115659 Q9NUE0 ZDH18_HUMAN 0GCCAGCATGGTAGGAGGCCAC0.612

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 GTGCCGGGACtggtggtggtggt0.537

- 7 905TRIT1_uc001cec.3_RNA|TRIT1_uc001ced.3_Intron|TRIT1_uc001cee.3_RNA|TRIT1_uc001cef.3_RNA|TRIT1_uc001ceg.3_Frame_Shift_Del_p.K51fs|TRIT1_uc001ceh.3_Frame_Shift_Del_p.K51fs|TRIT1_uc009vvv.2_Frame_Shift_Del_p.K156fs|TRIT1_uc001cei.3_Frame_Shift_Del_p.K51fs|TRIT1_uc001ceq.2_Intron|TRIT1_uc001cek.2_Intron|TRIT1_uc009vvx.2_Intron|TRIT1_uc001cel.2_Intron|TRIT1_uc001cem.2_Frame_Shift_Del_p.K215fs|TRIT1_uc001cen.2_Frame_Shift_Del_p.K51fs|TRIT1_uc001ceo.2_Frame_Shift_Del_p.K51fs|TRIT1_uc001cep.2_Frame_Shift_Del_p.K51fsNM_017646 NP_060116 Q9H3H1 MOD5_HUMAN 1CCAGTGTGCATTTTCCCTCAG0.453

+ 20 3859_3861PTPRF_uc001cjs.2_In_Frame_Del_p.R1169del|PTPRF_uc001cju.2_In_Frame_Del_p.R556del|PTPRF_uc009vwt.2_In_Frame_Del_p.R738del|PTPRF_uc001cjv.2_In_Frame_Del_p.R638del|PTPRF_uc001cjw.2_In_Frame_Del_p.R404delNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential). 10GAGAGGAGCAGCGGCGGCGGCGG0.631

- 1 545ANKRD13C_uc009wbk.2_Frame_Shift_Del_p.P73fs|ANKRD13C_uc001dey.3_Frame_Shift_Del_p.P73fs|HHLA3_uc010oqp.1_5'Flank|HHLA3_uc001dfa.2_5'Flank|HHLA3_uc001dfb.2_5'Flank|HHLA3_uc001dfc.2_5'FlankNM_030816 NP_110443 Q8N6S4 AN13C_HUMAN 0CCGGGGCGCCGGGGGGATTGG0.637

+ 2 286_288ST6GALNAC5_uc010ori.1_In_Frame_Del_p.Q49del|ST6GALNAC5_uc009wbw.2_RNANM_030965 NP_112227 Q9BVH7 SIA7E_HUMANPoly-Gln.|Lumenal (Potential). 2AGCGGCCCCCgcagcagcagcag0.581 rs113832855

- 4 488GSTM3_uc001dyp.2_Frame_Shift_Del_p.D57fs|GSTM3_uc010ovv.1_Frame_Shift_Del_p.D60fsNM_000849 NP_000840 P21266 GSTM3_HUMANGST N-terminal. 0TTAGGAAAGTCCAGGTCTAGC0.488

+ 4 780VANGL1_uc009wgy.1_Frame_Shift_Del_p.L168fs|VANGL1_uc001efw.1_Frame_Shift_Del_p.L170fsNM_138959 NP_620409 Q8TAA9 VANG1_HUMANHelical; Name=2; (Potential). 1ACCTGGGCACTTTTTTTCCGC0.493

- 2 1768 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential). 1TGCTATCCAGAAAAAAAGGCC0.582

+ 11 2233NPR1_uc010pdz.1_Frame_Shift_Del_p.D350fs|NPR1_uc010pea.1_Frame_Shift_Del_p.D82fsNM_000906 NP_000897 P16066 ANPRA_HUMANCytoplasmic (Potential).|Protein kinase. 7CCTGCACCGACCCCCCCAATA0.493

+ 3 712CR2_uc001hfv.2_Frame_Shift_Del_p.V206fs|CR2_uc009xch.2_Frame_Shift_Del_p.V206fs|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 3.|Extracellular (Potential). 8GGAGTGCTGTCCCCCCCACAT0.398

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 20 2967_2969INTS7_uc009xdb.1_In_Frame_Del_p.934_935QQ>Q|INTS7_uc001hix.1_In_Frame_Del_p.830_831QQ>Q|INTS7_uc001hiy.1_In_Frame_Del_p.940_941QQ>Q|INTS7_uc010pta.1_In_Frame_Del_p.905_906QQ>QNM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0GGCATTGCGTTGCTGCTGCTGCT0.443

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN 0CTTCAAGCTCAAAAAAAATGC0.562

+ 14 1676_1678STAM_uc009xjw.1_In_Frame_Del_p.A149delNM_003473 NP_003464 Q92783 STAM1_HUMAN 2CCTGCCGCTACTGCTGCTGCTGC0.493

- 5 1489_1491PGBD3_uc001jht.2_5'UTR|PGBD3_uc009xoe.2_In_Frame_Del_p.445_446GG>G|PGBD3_uc001jhu.2_In_Frame_Del_p.445_446GG>GNM_000124 NP_000115 Q03468 ERCC6_HUMAN Gly-rich. 16CACTTTCCGACCTCCTCCTCCTC0.458 rs4253047

+ 7 608C10orf55_uc001jvz.1_Intron|PLAU_uc010qkw.1_Frame_Shift_Del_p.G137fs|PLAU_uc010qkx.1_Frame_Shift_Del_p.G68fs|PLAU_uc001jwb.2_RNA|PLAU_uc001jwc.2_Frame_Shift_Del_p.G154fs|PLAU_uc009xrq.1_Frame_Shift_Del_p.G118fsNM_002658 NP_002649 P00749 UROK_HUMANConnecting peptide. 3GTCCTCCAGGAAAAAAGCCCT0.517

+ 4 878_879uc001klg.1_Intron|uc001klj.1_Intron|uc009xvb.1_Intron|CCNJ_uc010qoq.1_Frame_Shift_Del_p.L173fs|CCNJ_uc001kln.2_Frame_Shift_Del_p.L173fsNM_019084 NP_061957 Q5T5M9 CCNJ_HUMAN 1TGATTTGCTTGGAAAAGACTAA0.441

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

+ 2 732_733SMPD1_uc001mcv.1_Intron|SMPD1_uc009yex.2_RNA|SMPD1_uc001mcx.2_Frame_Shift_Ins_p.P186fs|SMPD1_uc009yew.2_Frame_Shift_Ins_p.P185fsNM_000543 NP_000534 P17405 ASM_HUMAN 0TGCCGAAGCCGCCCCCCAAACC0.624 rs74053349



- 2 1347_1349 NM_002233 NP_002224 P22459 KCNA4_HUMAN Poly-His. 4CCCGCGTGACTGGTGGTGGTGGT0.66

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0GAAATTAGCCAAAAAAAATTT0.338

- 16 1957 NM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN 2TGGAACAGGATTTTTTTTTAT0.313

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1TGGTTGGGCAGGGGGGGCCGT0.642

- 17 2222TUT1_uc001nto.2_5'Flank|MTA2_uc010rlx.1_Splice_Site_p.R441_spliceNM_004739 NP_004730 O94776 MTA2_HUMAN 2GTAGACGCCTTACCTGGTATCC0.554

+ 14 1946KLC2_uc010row.1_Frame_Shift_Del_p.T568fs|KLC2_uc009yra.2_Intron|KLC2_uc001ohb.2_Frame_Shift_Del_p.T568fs|KLC2_uc010rox.1_Frame_Shift_Del_p.T491fs|KLC2_uc001ohc.2_Frame_Shift_Del_p.T568fs|KLC2_uc001ohd.2_Frame_Shift_Del_p.T491fs|KLC2_uc001ohe.1_Frame_Shift_Del_p.T429fs|RAB1B_uc001ohf.2_5'FlankNM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN 0CAGGGGGGCACCCCCCAGGAG0.647

- 5 631CASP1_uc001pig.2_Frame_Shift_Del_p.N112fs|CASP1_uc001pik.2_Frame_Shift_Del_p.N168fs|CASP1_uc010rvf.1_Frame_Shift_Del_p.N112fs|CASP1_uc010rvg.1_Frame_Shift_Del_p.N184fs|CASP1_uc010rvh.1_Frame_Shift_Del_p.N112fs|CASP1_uc010rvi.1_Intron|CASP1_uc001pim.3_Frame_Shift_Del_p.N205fs|CASP1_uc009yxi.2_Frame_Shift_Del_p.N184fs|CASP1_uc010rvj.1_Frame_Shift_Del_p.N205fs|CASP1_uc009yxj.2_Frame_Shift_Del_p.N50fs|CASP1_uc010rvk.1_Frame_Shift_Del_p.N166fsNM_033292 NP_150634 P29466 CASP1_HUMAN p.N205I(1) 2AGCAGTGAGATTTTTTTTCAC0.378

- 2 308_322TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_In_Frame_Del_p.GRASP72delNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-10.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1GATGCCTGGGCTGGAGATGCCCGGCCTGGAGATGC0.67

- 9 1657_1659IFFO1_uc001qoy.2_RNA|IFFO1_uc001qpa.1_In_Frame_Del_p.181_182PP>P|IFFO1_uc001qpb.1_In_Frame_Del_p.218_219PP>P|IFFO1_uc001qpe.1_RNA|IFFO1_uc010sfe.1_In_Frame_Del_p.553_554PP>P|IFFO1_uc001qpf.1_In_Frame_Del_p.544_545PP>P|IFFO1_uc001qoz.1_In_Frame_Del_p.182_183PP>P|IFFO1_uc001qpc.1_In_Frame_Del_p.545_546PP>P|IFFO1_uc001qpg.2_In_Frame_Del_p.R181delNM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0AGCCTCGCTTGGCGGCGGCGGCG0.601 rs144019095

+ 3 523_524CLEC4A_uc009zga.1_Frame_Shift_Ins_p.V53fs|CLEC4A_uc001qub.1_Intron|CLEC4A_uc001quc.1_Intron|CLEC4A_uc009zgb.1_IntronNM_016184 NP_057268 Q9UMR7 CLC4A_HUMANExtracellular (Potential). 0TGGAGTGTGTGAAAAAAAATAT0.332

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). 22CCTCTGCTGTTGCTGCTGCTGCT0.557

- 7 596_597LLPH_uc010ssx.1_Intron|TMBIM4_uc001std.2_Frame_Shift_Ins_p.Y143fs|TMBIM4_uc009zqr.2_Frame_Shift_Ins_p.Y221fs|TMBIM4_uc001ste.2_RNA|TMBIM4_uc001stf.2_Frame_Shift_Ins_p.L162fs|TMBIM4_uc009zqs.2_Frame_Shift_Ins_p.F158fsNM_016056 NP_057140 Q9HC24 TMBI4_HUMAN 2TATCTCACTATAAAAAAAAAAC0.351

- 6 1097C12orf42_uc001tjs.2_Intron|C12orf42_uc009zuf.1_Frame_Shift_Del_p.R337fs|C12orf42_uc001tju.2_Frame_Shift_Del_p.R242fsNM_198521 NP_940923 Q96LP6 CL042_HUMAN 2CGGGTTGGGCGGGGGGGTGCT0.587

+ 13 1752_1756ANKRD13A_uc010sxw.1_Frame_Shift_Del_p.E497fs|ANKRD13A_uc001tpy.2_Frame_Shift_Del_p.E98fs|ANKRD13A_uc001tpz.2_Frame_Shift_Del_p.E136fs|ANKRD13A_uc001tqa.2_IntronNM_033121 NP_149112 Q8IZ07 AN13A_HUMAN 0AGTCTGCTGGAGTCCAGCAGGAGCC0.449

+ 13 1903_1905 NM_194286 NP_919262 A7MD48 SRRM4_HUMANSer-rich.|Arg-rich. 2CCTCCTGGTACAGCAGCAGCAGT0.532

- 3 359VPS33A_uc001ucc.2_RNA|VPS33A_uc001uce.2_Frame_Shift_Del_p.F82fsNM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1TGGGTCTGACAAAAAAAATTA0.383

+ 46 8261_8262EP400_uc001ujl.2_In_Frame_Ins_p.2747_2748insQ|EP400_uc001ujm.2_In_Frame_Ins_p.2667_2668insQ|EP400_uc001ujp.2_5'UTRNM_015409 NP_056224 Q96L91 EP400_HUMANInteraction with ZNF42 (By similarity). 12 agcagcagcaacagcagcagca0.327 rs111782215

+ 4 341 NM_194318 NP_919299 Q6Y288 B3GLT_HUMANLumenal (Potential). 2CAGAGCAGTTAAAAAAAAGCA0.373 rs141154947

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

- 5 602_603 uc010tki.1_5'Flank NM_000820 NP_000811 Q14393 GAS6_HUMANEGF-like 1; calcium-binding (Potential). 4CGCAGAGCCGGCCCCCCCAGCC0.649

+ 5 648KIAA0391_uc001wta.2_RNA|PSMA6_uc010tpt.1_Frame_Shift_Del_p.E101fs|PSMA6_uc010tpu.1_Frame_Shift_Del_p.E101fsNM_002791 NP_002782 P60900 PSA6_HUMAN 0AGCTTCCTTGAAAAAAAAGTG0.403

+ 36 3598KTN1_uc001xce.2_Frame_Shift_Del_p.E1070fs|KTN1_uc001xcc.2_Frame_Shift_Del_p.E1099fs|KTN1_uc001xcd.2_Frame_Shift_Del_p.E1076fs|KTN1_uc010trb.1_Frame_Shift_Del_p.E1099fs|KTN1_uc001xcf.1_Frame_Shift_Del_p.E1076fs|KTN1_uc010aoq.2_Frame_Shift_Del_p.E365fs|KTN1_uc010trc.1_Frame_Shift_Del_p.E104fs|KTN1_uc001xcg.2_Frame_Shift_Del_p.E60fsNM_182926 NP_891556 Q86UP2 KTN1_HUMANLumenal (Potential).|Potential. 7CATGGATTTGAAAAAAAGGCA0.318

+ 37 5712SYNE2_uc001xgl.2_Frame_Shift_Del_p.K1828fsNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14ATTTAATACCAAAAAAAGTGT0.318

+ 4 1996ZBTB1_uc010aqg.2_Frame_Shift_Del_p.Q522fs|ZBTB1_uc001xhi.2_Frame_Shift_Del_p.Q522fsNM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN 1AACAGTATCCAAAAAAAGCAG0.378

- 32 5066 NM_004667 NP_004658 O95714 HERC2_HUMAN 13CACTTTCTCATTTTTTCCACA0.398

+ 11 1696_1698SPINT1_uc001znb.2_In_Frame_Del_p.H485del|SPINT1_uc001znc.2_In_Frame_Del_p.H485del|SPINT1_uc010ucs.1_In_Frame_Del_p.H492delNM_181642 NP_857593 O43278 SPIT1_HUMAN 1CTTCCACGGACACCACCACCACC0.586

+ 4 6960 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9GGACTTCCCTGCTTCAGCCTT0.622

- 7 1388_1389SIN3A_uc002baj.2_Frame_Shift_Del_p.G377fs|SIN3A_uc010uml.1_Frame_Shift_Del_p.G377fsNM_015477 NP_056292 Q96ST3 SIN3A_HUMANPAH 2.|Interaction with REST (By similarity). 5TAGGAATTGTCCAAACTCTGAC0.406

+ 25 3086WDR90_uc002cij.1_Intron|WDR90_uc002cik.1_Frame_Shift_Del_p.A538fs|WDR90_uc002cil.1_RNA|WDR90_uc002cim.1_Frame_Shift_Del_p.A185fs|WDR90_uc002cin.1_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1TTCCCCGGGGCCCCCCCAGCC0.657

+ 7 1037_1039UBN1_uc010uxw.1_In_Frame_Del_p.K238del|UBN1_uc002cyc.2_In_Frame_Del_p.K238delNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2GCCAGTAAGGAGAAGAAGAAGAA0.453

+ 28 3366 NM_014287 NP_055102 Q15155 NOMO1_HUMANExtracellular (Potential). 1TCTTCCATTTCCCCCCACTGC0.473

+ 12 1805TMC7_uc002dfp.2_Frame_Shift_Del_p.F559fs|TMC7_uc010vap.1_Frame_Shift_Del_p.F449fsNM_024847 NP_079123 Q7Z402 TMC7_HUMANHelical; (Potential). 3GATCGGAGCCTTTTTCTCACC0.498

+ 19 2026POLR3E_uc002dkj.1_3'UTR|POLR3E_uc002dkm.2_Frame_Shift_Del_p.P588fs|POLR3E_uc010vbr.1_Frame_Shift_Del_p.P624fs|POLR3E_uc002dkl.2_Frame_Shift_Del_p.P624fs|POLR3E_uc010vbs.1_Frame_Shift_Del_p.P588fs|POLR3E_uc010vbt.1_Frame_Shift_Del_p.P568fsNM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2TGGTCAGTTTCCCCCCCAGAC0.562

- 3 385_387uc010vct.1_Intron|RABEP2_uc010vdf.1_In_Frame_Del_p.Q42del|RABEP2_uc010byn.2_In_Frame_Del_p.Q113del|RABEP2_uc002drr.2_In_Frame_Del_p.Q113delNM_024816 NP_079092 Q9H5N1 RABE2_HUMANPoly-Gln.|Potential. 3CCTCACAGTCCTGCTGCTGCTGC0.527

+ 2 942uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|uc002duc.1_5'Flank|PRRT2_uc002dud.2_Frame_Shift_Del_p.A214fs|PRRT2_uc002duf.1_Frame_Shift_Del_p.A214fs|C16orf53_uc002dug.3_5'FlankNM_145239 NP_660282 Q7Z6L0 PRRT2_HUMANExtracellular (Potential).|Pro-rich. 0GCCAATGGGGCCCCCCCCCGA0.652

+ 16 2021_2023EDC4_uc010cer.2_In_Frame_Del_p.S248del|EDC4_uc010vkg.1_In_Frame_Del_p.S561del|EDC4_uc002eus.2_In_Frame_Del_p.S359del|EDC4_uc002eut.1_5'FlankNM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 cagcagcggtagcagcagcagca0.458

+ 10 1188ENO3_uc002gac.3_Frame_Shift_Del_p.W365fs|ENO3_uc010vss.1_Frame_Shift_Del_p.W322fs|ENO3_uc010vst.1_Frame_Shift_Del_p.W192fsNM_053013 NP_443739 P13929 ENOB_HUMAN 1TCTAATGGCTGGGGGGTGATG0.567

+ 13 2245_2247CHD3_uc002gjd.2_In_Frame_Del_p.K762del|CHD3_uc002gjf.2_In_Frame_Del_p.K703delNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1CCGCAAGTATAAGAAGAAGAAGA0.488

- 1 1572_1573MYO18A_uc010wbc.1_3'UTR|MYO18A_uc002hds.2_3'UTR|MYO18A_uc010csa.1_3'UTR|MYO18A_uc002hdt.1_3'UTR|MYO18A_uc002hdu.1_3'UTRNM_004740 NP_004731 O95411 TIAF1_HUMAN 0GCGGATGGTCCACACACACACT0.564

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2TGGTGGGGCCGGGGGCTTCAG0.597 rs139867246

- 22 2927ACACA_uc002hnk.2_Frame_Shift_Del_p.P834fs|ACACA_uc002hnl.2_Frame_Shift_Del_p.P854fs|ACACA_uc002hnn.2_Frame_Shift_Del_p.P912fs|ACACA_uc002hno.2_Frame_Shift_Del_p.P949fs|ACACA_uc010cuz.2_Frame_Shift_Del_p.P912fsNM_198836 NP_942133 Q13085 ACACA_HUMAN 2TCTCCACATTGGGGGGAATGC0.473

+ 4 641_642CCDC103_uc002ihp.1_5'FlankNM_213607 NP_998772 Q8IW40 CC103_HUMAN 1TGAGCCGGGCAGAGAGAGAGAG0.644

- 5 1187_1189VEZF1_uc010dcn.1_In_Frame_Del_p.198_199QQ>QNM_007146 NP_009077 Q14119 VEZF1_HUMAN Poly-Gln. 2 ttgttgttgttgctgctgctgct 0.305rs61731354;rs73995411

- 33 4884USP32_uc002iyn.1_Frame_Shift_Del_p.N1203fsNM_032582 NP_115971 Q8NFA0 UBP32_HUMAN 5GCAGTTTGGGTTTTTGGCATA0.423

+ 4 2243_2245TNRC6C_uc002juf.2_In_Frame_Del_p.A552del|TNRC6C_uc002jue.2_In_Frame_Del_p.A552delNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.|Poly-Ala.2GCTGTTAGTACTGCTGCTGCTGC0.591

+ 7 895_897SLC26A11_uc002jyc.1_In_Frame_Del_p.L213del|SLC26A11_uc002jyd.1_In_Frame_Del_p.L213del|SLC26A11_uc010dhv.1_In_Frame_Del_p.L213delNM_173626 NP_775897 Q86WA9 S2611_HUMANHelical; (Potential). 0CTGGTCTGCATGCTGCTGCTGCT0.675

+ 18 3129_3131CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_In_Frame_Del_p.Q545del|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_5'Flank|CEP192_uc002krs.1_In_Frame_Del_p.Q761delNM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5TTCAGCAGCTCAGCAGCAGCAGC0.527



+ 2 160GALNT1_uc002kyz.3_5'UTR|GALNT1_uc002kza.2_Frame_Shift_Del_p.E36fs|GALNT1_uc002kzb.2_Frame_Shift_Del_p.E36fsNM_020474 NP_065207 Q10472 GALT1_HUMANLumenal (Potential). 2AAATGTGATGAAAAAAAGGAG0.383

- 5 1214_1216CXXC1_uc002lep.3_In_Frame_Del_p.Q18del|CXXC1_uc002ler.3_In_Frame_Del_p.Q161del|CXXC1_uc010doy.2_In_Frame_Del_p.Q161del|CXXC1_uc002les.2_In_Frame_Del_p.Q161delNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 ACCGTTTGATctgctgctgctgc0.468

- 15 2001_2002 NM_000064 NP_000055 P01024 CO3_HUMAN 5ACTGCTGCTCGTGAAGGTCAGC0.658

+ 6 480SLC44A2_uc002mpe.3_Frame_Shift_Del_p.E112fsNM_020428 NP_065161 Q8IWA5 CTL2_HUMANExtracellular (Potential). 1ATCTGCGTGGAAAAATGCCCC0.542

+ 8 1249_1251NFIX_uc002mwd.2_In_Frame_Del_p.H395del|NFIX_uc002mwe.2_In_Frame_Del_p.H387del|NFIX_uc002mwf.2_In_Frame_Del_p.H357del|NFIX_uc002mwg.1_In_Frame_Del_p.H394delQ14938 NFIX_HUMAN 2ACCATCCGCTACCACCACCACCA0.645

- 5 417_418CIB3_uc010eae.2_Frame_Shift_Ins_p.G78fs|CIB3_uc010eaf.2_RNA|CIB3_uc010eag.2_Frame_Shift_Ins_p.G90fsNM_054113 NP_473454 Q96Q77 CIB3_HUMAN 1TCGGCACTCAGCCCCCCCCGCG0.564

- 11 1923MED26_uc002nee.2_Intron|CHERP_uc010xpg.1_Frame_Shift_Del_p.H156fsNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2TTGAAGCCATGGGGGGGAGGG0.672

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0CTCCCTGAACGAGAGAGAGAGG0.495

+ 2 140CYP2F1_uc010xvw.1_Intron|BCKDHA_uc002oqm.3_Frame_Shift_Del_p.H71fs|BCKDHA_uc002oqp.1_5'UTR|BCKDHA_uc002oqr.2_Frame_Shift_Del_p.H37fs|BCKDHA_uc010xvz.1_IntronNM_000709 NP_000700 P12694 ODBA_HUMAN 0TTCCCCAGCACCCCCCCAGGC0.567

+ 4 376SFRS16_uc002pal.2_RNA|SFRS16_uc010xxh.1_Intron|SFRS16_uc002pam.2_Frame_Shift_Del_p.T93fs|SFRS16_uc002pan.1_RNANM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0CCCGACTACACCCCCCCTCTG0.612

+ 4 656_658KLC3_uc010ejy.1_In_Frame_Del_p.E183del|KLC3_uc002pbg.1_In_Frame_Del_p.E198delNM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1GTTCCCCAGCGAGGAGGAGGAGA0.645

- 2 1402_1404PNMAL1_uc002per.3_In_Frame_Del_p.K366delNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0CCAAGCTCACCTTCTTCTTCTTC0.562

- 1 90_92SIGLEC8_uc010yda.1_In_Frame_Del_p.L8del|SIGLEC8_uc002pwu.2_RNA|SIGLEC8_uc010eox.2_In_Frame_Del_p.L8delNM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 CAGagcaggggcagcagcagcag0.493

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458

- 1 839_841ADCY3_uc010ykm.1_In_Frame_Del_p.Q214delNM_004036 NP_004027 O60266 ADCY3_HUMAN 4TGAGCTCCTCCTGCTGCTGCTGG0.645

- 2 164SULT6B1_uc010yni.1_RNANM_001032377 NP_001027549 Q6IMI4 ST6B1_HUMAN 3 ATATTTATACTTTTTTTTAGA0.323

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

- 3 1648_1650RAB11FIP5_uc002sit.3_In_Frame_Del_p.H391delNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0ACTTAGGCCTTGGTGGTGGTGGT0.635

- 4 878KRCC1_uc002ssp.1_Frame_Shift_Del_p.R162fsNM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN Lys-rich. 1TCTGGGTGCCTTTTCCTCTTC0.428

+ 6 1052_1053THNSL2_uc002ssv.2_RNA|THNSL2_uc002ssw.3_Frame_Shift_Del_p.F300fs|THNSL2_uc002ssx.3_Intron|THNSL2_uc002sta.3_Frame_Shift_Del_p.F142fs|THNSL2_uc002ssy.3_Frame_Shift_Del_p.F300fs|THNSL2_uc010fhe.2_Frame_Shift_Del_p.F142fsNM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1CAGGGAGACTTCTCTCTCTCTG0.545

- 4 737_739TMEM127_uc002svr.2_In_Frame_Del_p.Q160delNM_017849 NP_060319 O75204 TM127_HUMAN 0GTACTTCTTATGCTGCTGCTGCT0.557

+ 3 224_242 NM_001862 NP_001853 P10606 COX5B_HUMAN 0ACAATGTACTGGCCCCAAAGGGAGCTTCAGGCACCAGGG0.397

- 20 2077NEB_uc010fny.1_Frame_Shift_Del_p.N183fsNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 15. 20ATCACTCTGGTTTTTGGCCAC0.403

- 15 3165C2orf67_uc002vdt.2_Frame_Shift_Del_p.N944fsNM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3CTGTCACCTATTTTTTTTAAC0.418

+ 7 931SLC11A1_uc010fvp.1_Frame_Shift_Del_p.A197fs|SLC11A1_uc010fvq.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc010zkc.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc002vhu.1_5'UTR|SLC11A1_uc002vhw.2_Frame_Shift_Del_p.A79fs|SLC11A1_uc010fvr.2_5'UTRNM_000578 NP_000569 P49279 NRAM1_HUMANHelical; (Potential). 4AGCTGGAAGCTTTTTTTGGAC0.418

+ 9 1386_1387FAM134A_uc010fwc.2_Frame_Shift_Del_p.S210fs|FAM134A_uc002vjx.2_Frame_Shift_Del_p.S210fsNM_024293 NP_077269 Q8NC44 F134A_HUMAN 2GGGGCAGGGTCCCCCCCAGATG0.604

- 2 797BCL2L1_uc002wwk.2_RNA|BCL2L1_uc002wwm.2_Intron|BCL2L1_uc002wwn.2_Frame_Shift_Del_p.F144fs|BCL2L1_uc002wwo.1_Frame_Shift_Del_p.F144fsNM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2GCCGAAGGAGAAAAAGGCCAC0.542

- 2 361EIF2S2_uc002xag.2_Frame_Shift_Del_p.K64fs|EIF2S2_uc010ges.2_Frame_Shift_Del_p.K39fsNM_003908 NP_003899 P20042 IF2B_HUMAN 1ACCACGCACCTTTTTTCCTAG0.483

+ 3 617_619RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_In_Frame_Del_p.A96del|RTEL1_uc011abd.1_In_Frame_Del_p.A96del|RTEL1_uc002yfv.2_In_Frame_Del_p.A96del|RTEL1_uc011abe.1_5'UTR|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMANHelicase ATP-binding. 0CTGGGGCAACGCTGCTGCTGCTG0.645

- 10 1758RNF160_uc010gll.1_RNANM_015565 NP_056380 O94822 LTN1_HUMAN 0 AACCTTACCATTTTTTTTTTT0.378

+ 21 3378COL18A1_uc002zhg.2_Frame_Shift_Del_p.G704fs|COL18A1_uc002zhi.2_Frame_Shift_Del_p.G884fsNM_130444 NP_569711 P39060 COIA1_HUMANTriple-helical region 4 (COL4). 1GCCTCCCTGGCCCCCCCGGAC0.692

- 4 542GATSL3_uc003ahf.2_RNA|GATSL3_uc003ahg.2_RNA|GATSL3_uc003ahh.2_RNA|GATSL3_uc010gvq.2_RNA|GATSL3_uc003ahi.2_Frame_Shift_Del_p.G31fs|TBC1D10A_uc003ahj.3_Frame_Shift_Del_p.G85fs|TBC1D10A_uc010gvu.2_Frame_Shift_Del_p.G180fs|TBC1D10A_uc003ahk.3_Frame_Shift_Del_p.G173fsNM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1TCACCCGTGGCCCCCCCGGGA0.607

+ 5 1337HMGXB4_uc011amh.1_Frame_Shift_Del_p.E279fs|HMGXB4_uc003ank.2_Frame_Shift_Del_p.E279fsNM_001003681 NP_001003681 Q9UGU5 HMGX4_HUMAN 2 GGGCATAGTGAaaaaaaaaag0.408 rs76572304

+ 12 1563SGSM3_uc011aos.1_Frame_Shift_Del_p.K385fs|SGSM3_uc011aot.1_Frame_Shift_Del_p.K389fs|SGSM3_uc010gyd.1_Frame_Shift_Del_p.K495fsNM_015705 NP_056520 Q96HU1 SGSM3_HUMAN 2CACAGACCCCAAAAACTGCAG0.617

+ 31 7059_7061 NM_001429 NP_001420 Q09472 EP300_HUMANInteraction with NCOA2. 64CTACCCACCACAGCAGCAGCAGC0.576 rs111265631

- 11 1376DYNC1LI1_uc011axh.1_Frame_Shift_Del_p.I314fsNM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1TTTGGATCAATTTTTTTTGAC0.398

+ 13 2437NKTR_uc003clm.1_Frame_Shift_Del_p.K511fs|NKTR_uc003clp.2_Frame_Shift_Del_p.K511fs|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Frame_Shift_Del_p.K654fs|NKTR_uc003clr.1_Frame_Shift_Del_p.K511fs|NKTR_uc003cls.2_Frame_Shift_Del_p.K464fsNM_005385 NP_005376 P30414 NKTR_HUMAN Arg/Ser-rich. 3ATCCAGTGGGAAAAAAAATAG0.378 rs150528581

+ 4 842CCR3_uc003cpi.1_Frame_Shift_Del_p.V100fs|CCR3_uc003cpj.1_Frame_Shift_Del_p.V100fs|CCR3_uc003cpk.1_Frame_Shift_Del_p.V121fs|CCR3_uc010hjb.1_Frame_Shift_Del_p.V118fs|CCR3_uc003cpl.1_Frame_Shift_Del_p.V133fsNM_178329 NP_847899 P51677 CCR3_HUMANExtracellular (Potential). 8CATAACTGGGTTTTTGGCCAT0.488

- 15 1367_1370QARS_uc011bcc.1_5'Flank|QARS_uc011bcd.1_Frame_Shift_Del_p.S309fs|QARS_uc003cvy.2_Frame_Shift_Del_p.S309fs|QARS_uc011bce.1_Frame_Shift_Del_p.S443fsNM_005051 NP_005042 P47897 SYQ_HUMAN 1CCTTGGTGCAGAGTGAGTGAGTGA0.593 rs144899098

+ 14 2702_2703EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|Protein kinase. 33AGACCATACTGGGAGATGTCCA0.446

+ 13 1521_1522ZPLD1_uc003dvt.1_Frame_Shift_Ins_p.T229fs|ZPLD1_uc011bhg.1_Frame_Shift_Ins_p.T213fsNM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANZP.|Extracellular (Potential). 5CTTTGAAAACCAAAGTATTTGC0.351 rs148150314

+ 1 507_509CDV3_uc003epp.3_In_Frame_Del_p.K22del|CDV3_uc003epr.2_5'FlankNM_017548 NP_060018 Q9UKY7 CDV3_HUMAN Poly-Lys. 0CAAGAGGGACAAGAAGAAGAAGA0.325

- 9 782TXNDC6_uc003esd.1_Intron|TXNDC6_uc010huf.1_Frame_Shift_Del_p.R167fs|TXNDC6_uc003ese.1_Frame_Shift_Del_p.R191fsNM_178130 NP_835231 Q86XW9 TXND6_HUMAN NDK. 5TTGGGGTCACGGGGGCCCATG0.587 rs80092642

- 10 1701_1703GOLIM4_uc011bpe.1_In_Frame_Del_p.Q453del|GOLIM4_uc011bpf.1_In_Frame_Del_p.Q425del|GOLIM4_uc011bpg.1_In_Frame_Del_p.Q425delNM_014498 NP_055313 O00461 GOLI4_HUMANGlu-rich.|Gln-rich.|Lumenal (Potential). 5 CTCTTGCCACctgctgctgctgc0.374 rs61743912

- 28 3481_3482ATP13A3_uc003ftx.3_5'FlankNM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1CTGTTTGACCCAAAAAAAACCC0.381

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

- 3 530_531UGDH_uc011byp.1_5'UTR|UGDH_uc003gul.1_Frame_Shift_Ins_p.S72fsNM_003359 NP_003350 O60701 UGDH_HUMAN 4AATATTGGTAGAAAAAAAAAGA0.297



- 6 542OCIAD2_uc003gyu.2_IntronNM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0GCTGATCTTCAAAAAAATGGA0.393

- 3 416_418NUP54_uc010ije.2_5'UTR|NUP54_uc011cbs.1_5'UTR|NUP54_uc011cbt.1_Intron|NUP54_uc003hjt.2_5'UTRNM_017426 NP_059122 Q7Z3B4 NUP54_HUMANPoly-Gln.|Thr-rich.|9 X 2 AA repeats of F-G. 2CTTACTAGTTTGCTGCTGCTGCT0.394

+ 1 3100_3102PCDH10_uc003igz.2_In_Frame_Del_p.C763delNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCys-rich.|Cytoplasmic (Potential). 2ATTGCTGCCTCTGCTGCTGCTGC0.581

- 2 1076_1078ZNF827_uc003ikm.2_In_Frame_Del_p.P343del|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. 0 TCCAGGGATTgtggtggtggtgg0.35

- 10 7220 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 21. 12GGGTTCTGAGTAGTGAGATGA0.483

- 7 919 DNAH5_uc003jfe.1_RNANM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31TTGGAGAGTCTTTTTTTCCAG0.517

- 3 473_475ZFR_uc010iun.1_In_Frame_Del_p.131_132PP>PNM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. 0AGTAGCTGGGGGTGGTGGTGGTG0.483

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgctgccgctgccgccgccgc 0.391

- 1 991_993ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_In_Frame_Del_p.E290del|ZNF608_uc003ktt.1_In_Frame_Del_p.E290delNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6GCCTGTGGCTCTCCTCCTCCTCC0.522

+ 4 743KDM3B_uc010jew.1_5'UTRNM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11TTAATGCTTTGATCAGTGACC0.398

- 3 512_514TIMD4_uc010jii.2_In_Frame_Del_p.T152delNM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTGGTGGGGCTTGTTGTTGTTGT0.537

- 2 823CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0TGGGTCACCACCCCCCCTCTG0.582

- 15 2057GABBR1_uc003nmp.3_Frame_Shift_Del_p.P457fs|GABBR1_uc003nms.3_Frame_Shift_Del_p.P457fs|GABBR1_uc003nmu.3_Frame_Shift_Del_p.P512fs|GABBR1_uc011dlr.1_Frame_Shift_Del_p.P397fs|GABBR1_uc011dls.1_IntronNM_001470 NP_001461 Q9UBS5 GABR1_HUMANExtracellular (Potential). 7CTGGTCAGCTGGGGGGGACCC0.363

- 1 156_157 NM_032020 NP_114409 Q9BTY2 FUCO2_HUMAN 1 CGgcggcggcggcagcagcagc0.599

+ 9 3753_3755GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANAsp/Glu-rich (acidic).|Cytoplasmic (Potential). 19CCCGCCCGCGGACGACGACGACG0.65

+ 9 3846_3848GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANAsp/Glu-rich (acidic).|Cytoplasmic (Potential). 19CGAACTGGAAGAGGAGGAGGAGG0.64

+ 6 1162EIF3B_uc003sly.2_Frame_Shift_Del_p.W360fs|EIF3B_uc003slz.1_Frame_Shift_Del_p.W321fs|EIF3B_uc003sma.2_Frame_Shift_Del_p.W88fsNM_003751 NP_003742 P55884 EIF3B_HUMANSufficient for interaction with EIF3E.|WD 1. 0ATTGCTCTATGGGGGGGAGAG0.478

- 3 1548 uc003szu.1_5'Flank NM_014817 NP_055632 Q7L0X0 TRIL_HUMANExtracellular (Potential).|LRRCT. 0TCGCAGGGCCGGGGGGTGGCG0.662

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

+ 30 5386_5387HECW1_uc011kbi.1_Frame_Shift_Del_p.L1560fsNM_015052 NP_055867 Q76N89 HECW1_HUMAN HECT. 23GAAAAGCTGTTAACAGCAGTAG0.505

+ 7 890_892C7orf57_uc003toi.3_In_Frame_Del_p.Q88delNM_001100159 NP_001093629 Q8NEG2 CG057_HUMAN 1ATGAGTGGTTGCAGCAGCAGCAG0.473

- 4 453_455STYXL1_uc011kgf.1_In_Frame_Del_p.M4del|STYXL1_uc011kgg.1_5'UTR|STYXL1_uc003ueh.2_In_Frame_Del_p.M4del|STYXL1_uc003uek.3_Intron|STYXL1_uc003uel.2_In_Frame_Del_p.D94del|STYXL1_uc003uem.2_In_Frame_Del_p.D94del|STYXL1_uc010ldg.1_RNA|STYXL1_uc010ldh.1_In_Frame_Del_p.D94del|STYXL1_uc003uen.1_In_Frame_Del_p.D94delNM_016086 NP_057170 Q9Y6J8 STYL1_HUMAN Rhodanese. 0CAGAGTCTGAATCATCATCATCA0.389

- 10 1091_1092ABCB4_uc003uiw.1_Frame_Shift_Ins_p.S339fs|ABCB4_uc003uix.1_Frame_Shift_Ins_p.S339fsNM_018849 NP_061337 P21439 MDR3_HUMANHelical; (By similarity).|ABC transmembrane type-1 1. 6AATTAGGATTGAAAAAAAAACC0.347

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

+ 5 881ERI1_uc003wsk.2_Frame_Shift_Del_p.L207fsNM_153332 NP_699163 Q8IV48 ERI1_HUMAN Exonuclease. 0CTCAGGTACTAAAAAAAGTAA0.328

+ 12 3531CHD7_uc003xuf.2_Frame_Shift_Del_p.P131fsNM_017780 NP_060250 Q9P2D1 CHD7_HUMANHelicase ATP-binding. 9TCCATGGCCCTTTTTTAGTAA0.418

+ 3 331SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Frame_Shift_Del_p.T18fs|SLC26A7_uc003yfa.2_Frame_Shift_Del_p.T18fsNM_052832 NP_439897 Q8TE54 S26A7_HUMANCytoplasmic (Potential). 2AAGATGCATACCCCCCAGTGT0.398

- 23 3681_3682RGS22_uc003yja.1_Frame_Shift_Ins_p.K981fs|RGS22_uc003yjc.1_Frame_Shift_Ins_p.K1150fsNM_015668 NP_056483 Q8NE09 RGS22_HUMAN Potential. 7AGGACTGCCAATTTTTTTTTCT0.312 rs7841915

- 45 6393_6394UBR5_uc003yks.1_Frame_Shift_Ins_p.K2120fsNM_015902 NP_056986 O95071 UBR5_HUMAN 28TCTTCCCCTTCTTTTTTTTGCC0.381

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 Gggaggggatgaggaggaggagg0.552rs2272754;rs2272753;rs137878905

- 2 331 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1AGGAGGCTGGCCCCCCCGGGC0.632

- 6 1681_1683ARHGAP39_uc011llk.1_In_Frame_Del_p.Q376del|ARHGAP39_uc003zds.1_In_Frame_Del_p.Q376delNM_025251 NP_079527 Q9C0H5 RHG39_HUMAN 0CGGGACACTTCTGCTTGGTGAGC0.704 rs77462981

- 7 2587PIGO_uc003zwc.1_3'UTR|PIGO_uc003zwe.2_Intron|PIGO_uc003zwf.2_Intron|PIGO_uc003zwg.1_Frame_Shift_Del_p.R294fsNM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3ACCCGGAGACGGGGGGGAGCC0.662 rs148341577

+ 3 1021_1023NR4A3_uc004bae.2_In_Frame_Del_p.H108del|NR4A3_uc004bag.1_In_Frame_Del_p.H108del|NR4A3_uc004bai.2_In_Frame_Del_p.H119delNM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 ccatcaccatcaccaccaccacc0.483

+ 10 1284_1286C9orf43_uc004bhp.2_In_Frame_Del_p.Q304delNM_152786 NP_689999 Q8TAL5 CI043_HUMAN Gln-rich. 0 agcagcagcggcagcagcagcag0.438

- 22 6093TNC_uc010mvf.2_Frame_Shift_Del_p.R1638fsNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 15. 7ACTGATGCCCGGGGGGGTCGC0.478 rs148674204

- 3 128_129C9orf114_uc004bwe.2_Frame_Shift_Ins_p.K34fs|C9orf114_uc010mym.2_RNANM_016390 NP_057474 Q5T280 CI114_HUMAN 0AGATCCTTCCATTTTTTTTTCT0.525

+ 43 5050 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7CGGCTGTGCACCCCCGGGACA0.587

+ 14 2226_2228C9orf86_uc004cjj.1_In_Frame_Del_p.K661del|C9orf86_uc004cjk.1_RNA|C9orf86_uc010nbr.1_Intron|C9orf86_uc004cjl.1_RNA|C9orf86_uc010nbs.1_In_Frame_Del_p.K545del|C9orf86_uc004cjn.1_In_Frame_Del_p.K454delNM_024718 NP_078994 Q3YEC7 PARF_HUMANInteraction with CDKN2A.|Lys-rich. 0 CCCTCTaaggagaagaagaagaa0.532

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential). 1GGTGAACAGCGAGGAGGAGGAGG0.739

+ 7 563 NM_005635 NP_005626 Q16384 SSX1_HUMAN 1169CATAGGACCCAAAAGGGGGAA0.493

- 1 454_456FAM133A_uc004efr.1_5'FlankNM_004538 NP_004529 Q99457 NP1L3_HUMAN Ser-rich. 2 ctgccactagtgctgctgctgct 0.217

+ 2 431ARHGAP36_uc004ewa.2_Intron|ARHGAP36_uc004ewb.2_Intron|ARHGAP36_uc004ewc.2_5'FlankNM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN 3TCCGCCTTCATTTTTTTAGTG0.542

- 14 2723IGSF1_uc004ewe.3_Frame_Shift_Del_p.A823fs|IGSF1_uc004ewf.2_Frame_Shift_Del_p.A809fsNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 8. 5GCTGCACTGGCCCCCGGACTT0.488

+ 2 555AFF2_uc004fco.2_Frame_Shift_Del_p.K26fs|AFF2_uc004fcq.2_Frame_Shift_Del_p.K26fs|AFF2_uc004fcr.2_Frame_Shift_Del_p.K26fs|AFF2_uc011mxb.1_Frame_Shift_Del_p.K26fs|AFF2_uc004fcs.2_Frame_Shift_Del_p.K26fsNM_002025 NP_002016 P51816 AFF2_HUMAN 5TAGTGCACTTAAAAAAAGGGA0.378

+ 2 368PNMA5_uc004fha.3_5'Flank|PNMA3_uc004fhd.2_5'FlankNM_013364 NP_037496 Q9UL41 PNMA3_HUMAN 3 gactggtgtcggggggaacac 0.07

- 1 203PEX14_uc001arm.1_5'Flank|PEX14_uc009vmu.1_5'Flank|PEX14_uc001arn.2_5'Flank|PEX14_uc009vmv.2_5'Flank|PEX14_uc010oam.1_5'Flank|PEX14_uc010oan.1_5'Flank|DFFA_uc001ark.2_Frame_Shift_Del_p.A35fs|PEX14_uc001arl.2_5'FlankNM_004401 NP_004392 O00273 DFFA_HUMAN CIDE-N. 0GGCAGGAGGCGGCCACGCCGT0.706



+ 67 12633_12634VPS13D_uc001atw.2_Frame_Shift_Del_p.V4139fs|VPS13D_uc001atx.2_Frame_Shift_Del_p.V3351fs|VPS13D_uc009vnl.2_Intron|VPS13D_uc010obd.1_Frame_Shift_Del_p.V162fsNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5TGACCAGTGTTATAACTTCGAC0.465

- 23 3493NBPF1_uc009vot.1_Frame_Shift_Del_p.D327fs|NBPF1_uc001ayz.1_Frame_Shift_Del_p.D327fs|NBPF1_uc010oce.1_Frame_Shift_Del_p.D598fsNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 4. 0CCGCCTATGTCAACAGCCATG0.488

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

+ 4 552KIAA0467_uc009vws.1_Frame_Shift_Del_p.F872fsNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0ACATCCTCTTCCCCCCACACT0.572

- 2 836ZCCHC11_uc001cty.2_Frame_Shift_Del_p.G201fs|ZCCHC11_uc001ctz.2_Frame_Shift_Del_p.G201fs|ZCCHC11_uc009vze.1_Frame_Shift_Del_p.G201fs|ZCCHC11_uc009vzf.1_Intron|ZCCHC11_uc001cub.2_Frame_Shift_Del_p.G201fs|ZCCHC11_uc001cuc.2_RNA|ZCCHC11_uc001cud.2_Frame_Shift_Del_p.G201fsNM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3ACATTTTTCTCCCCCTACAGC0.388

- 6 729C1orf173_uc001dgi.3_5'FlankNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN 5CAGGATTACTGGGAAGAGGCT0.418

- 2 368C1orf183_uc001ebp.1_Frame_Shift_Del_p.P55fsNM_019099 NP_061972 Q9NTI7 CA183_HUMAN 2ACTGGGTCCTGGGACCTTCAG0.622

- 12 1907_1908 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3ATGTTCTTCTTGAGCTTGCTGC0.55

- 2 3439TCHH_uc009wne.1_Frame_Shift_Del_p.Q1147fsNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5 tcctcctgctgcacctcctct 0.174

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

- 12 2457RC3H1_uc010pms.1_Splice_Site_p.E790_splice|RC3H1_uc001gjv.2_Splice_Site_p.E790_splice|RC3H1_uc010pmt.1_Splice_Site_p.E790_spliceNM_172071 NP_742068 Q5TC82 RC3H1_HUMAN 2ATGATTTGCTTACTTCTTCCGG0.277

+ 7 1456_1457PRG4_uc001grt.3_In_Frame_Ins_p.430_431insT|PRG4_uc009wyl.2_In_Frame_Ins_p.378_379insT|PRG4_uc009wym.2_In_Frame_Ins_p.337_338insT|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1GGAGCCTGCACCCACCACCAAG0.653 rs149342058

+ 7 1633_1634PRG4_uc001grt.3_In_Frame_Ins_p.487_488insE|PRG4_uc009wyl.2_In_Frame_Ins_p.435_436insE|PRG4_uc009wym.2_In_Frame_Ins_p.394_395insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|24; approximate.1CACCACCACCAAGTCTGCACCC0.639

- 19 9180_9181ASPM_uc001gtv.2_Frame_Shift_Del_p.L1390fs|ASPM_uc001gtw.3_Frame_Shift_Del_p.L823fsNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 35. 6TAATATAGCTAGATATTCTTTG0.351

- 4 586TMEM9_uc001gvx.2_Frame_Shift_Del_p.I88fs|TMEM9_uc001gvy.2_Frame_Shift_Del_p.I88fs|TMEM9_uc010ppo.1_Frame_Shift_Del_p.I113fs|TMEM9_uc001gvz.2_Frame_Shift_Del_p.I91fs|TMEM9_uc001gwa.2_Frame_Shift_Del_p.I88fs|TMEM9_uc010ppp.1_Frame_Shift_Del_p.I88fsNM_016456 NP_057540 Q9P0T7 TMEM9_HUMANExtracellular (Potential). 0GCGTTACCTTGATGGTGGTGG0.587

- 4 2151 NM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential).|Sema. 3ACCCCACCATGGGGGGGACCG0.592

+ 5 950FBXO28_uc009xef.2_3'UTR|FBXO28_uc010pvc.1_Frame_Shift_Del_p.L98fsNM_015176 NP_055991 Q9NVF7 FBX28_HUMAN 5ACCAGAAACTGCTAGAGCAGA0.473

- 19 2298_2299DIP2C_uc009xhi.1_Frame_Shift_Del_p.C122fs|DIP2C_uc010pzz.1_Frame_Shift_Del_p.C57fsNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7GTCGCAACTGCACACACACACA0.54

- 14 1692 NM_015155 NP_055970 Q92615 LAR4B_HUMAN 3AGCCTGTTTTCAAACAAGTCC0.413

- 10 1480GDI2_uc001iim.3_Frame_Shift_Del_p.Q352fs|GDI2_uc009xid.2_Frame_Shift_Del_p.Q401fsNM_001494 NP_001485 P50395 GDIB_HUMAN 0ATACTCACCTGGCTTTCTGTT0.453

+ 4 508OPTN_uc001ilv.1_Frame_Shift_Del_p.P24fs|OPTN_uc001ilw.1_Frame_Shift_Del_p.P24fs|OPTN_uc001ilx.1_Frame_Shift_Del_p.P24fs|OPTN_uc001ily.1_Frame_Shift_Del_p.P24fs|OPTN_uc010qbr.1_5'UTR|OPTN_uc001ilz.1_Frame_Shift_Del_p.P24fsNM_001008213 NP_001008214 Q96CV9 OPTN_HUMAN 2AGGAAATGGACCCCCCCACCT0.557

+ 5 1009UNC5B_uc001jrp.2_Frame_Shift_Del_p.L188fsNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANIg-like C2-type.|Extracellular (Potential). 3TGGAATGGCTCAAGAATGAGG0.587

- 5 868ARHGAP19_uc001kmy.2_RNA|ARHGAP19_uc001kna.2_Frame_Shift_Del_p.N271fs|ARHGAP19_uc009xvi.2_RNA|ARHGAP19_uc009xvj.2_Frame_Shift_Del_p.N280fs|ARHGAP19_uc009xvk.2_Frame_Shift_Del_p.N74fsNM_032900 NP_116289 Q14CB8 RHG19_HUMAN Rho-GAP. 0AACACTCACATTTTTTGGCCA0.378

- 2 441CRTAC1_uc001kov.2_Frame_Shift_Del_p.Q18fsNM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5TCAGCCCGCTGGGACCCCTCA0.507

- 3 1546CHST15_uc001lhm.2_Splice_Site_p.G345_splice|CHST15_uc001lhn.2_Splice_Site_p.G345_splice|CHST15_uc010que.1_Splice_Site_p.G345_splice|CHST15_uc001lho.2_Splice_Site_p.G345_spliceNM_015892 NP_056976 Q7LFX5 CHSTF_HUMAN 1CAGACGCCTTACCGATAATGAT0.554

+ 1 756HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004750 NP_001004750 Q9H340 O51B6_HUMANHelical; Name=6; (Potential). 2TCTATGTCACTGTAGTTTGTC0.443

+ 25 8653_8655DNHD1_uc001mdu.2_In_Frame_Del_p.E225del|DNHD1_uc001mdx.1_5'Flank|DNHD1_uc001mdy.1_5'FlankNM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2TCAGGAGAGTgaggaggaggagg0.507

- 2 507_509 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN 5CCCCAGCCCCcagcagcagcagc0.527

- 4 659EIF4G2_uc001mjb.2_5'UTR|EIF4G2_uc009ygf.2_5'UTR|EIF4G2_uc001mjd.2_Frame_Shift_Del_p.V81fs|EIF4G2_uc001mjf.1_5'UTRNM_001418 NP_001409 P78344 IF4G2_HUMAN MIF4G. 2TTACCCTCTTACTTTCCTGAA0.433

+ 7 1258TCP11L1_uc009yju.2_Frame_Shift_Del_p.V101fs|TCP11L1_uc010rei.1_Frame_Shift_Del_p.V286fs|TCP11L1_uc001mue.2_Frame_Shift_Del_p.V286fs|TCP11L1_uc001muf.1_RNANM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0CCCTGCCAGTGGGGGGAATGG0.542

+ 30 3229DGKZ_uc001nch.1_Splice_Site_p.A863_splice|DGKZ_uc001ncj.1_Splice_Site_p.A813_splice|DGKZ_uc010rgr.1_Splice_Site_p.A812_splice|DGKZ_uc001nck.1_Splice_Site_p.A625_splice|DGKZ_uc001ncl.2_Splice_Site_p.A847_splice|DGKZ_uc001ncm.2_Splice_Site_p.A846_splice|DGKZ_uc009yky.1_Splice_Site_p.A847_splice|DGKZ_uc010rgs.1_Splice_Site_p.A824_splice|MDK_uc009ykz.1_5'Flank|MDK_uc001nco.2_5'Flank|MDK_uc001ncp.2_5'Flank|MDK_uc009yla.2_5'Flank|MDK_uc009ylb.2_5'Flank|MDK_uc001ncq.2_5'Flank|MDK_uc001ncr.2_5'Flank|MDK_uc001ncs.2_5'FlankNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3CCCTTCTCCAGCCCCCCCAGAG0.649 rs3832759

+ 1 578_579 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2ACTGATACATACAACACCGAAA0.406 rs147828358

- 12 2431 OSBP_uc009ymr.1_RNANM_002556 NP_002547 P22059 OSBP1_HUMAN 1TTGAAACATTCCATTTTCTCA0.517

- 5 593UBXN1_uc001nuj.2_Frame_Shift_Del_p.K154fs|UBXN1_uc001num.1_Frame_Shift_Del_p.K154fs|UBXN1_uc001nuk.2_Frame_Shift_Del_p.K119fs|UBXN1_uc010rme.1_Frame_Shift_Del_p.K154fs|UBXN1_uc010rmf.1_3'UTRNM_015853 NP_056937 Q04323 UBXN1_HUMANPotential.|Interaction with BRCA1. 0CTCCTCGGCCTTTTCCCTCCG0.537

- 2 598_600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_In_Frame_Del_p.79_80EE>ENM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 ctcctcttcttcctcctcctcct 0.532

+ 9 2328SLC22A12_uc001oal.1_Frame_Shift_Del_p.I306fs|SLC22A12_uc009yps.1_Frame_Shift_Del_p.I493fs|SLC22A12_uc001oan.1_Frame_Shift_Del_p.I419fs|SLC22A12_uc009ypt.2_Frame_Shift_Del_p.I345fsNM_144585 NP_653186 Q96S37 S22AC_HUMAN 1CCGACACCATCCAAGATGTGC0.602

+ 7 801C11orf68_uc009yqv.2_5'Flank|C11orf68_uc001ogi.2_5'FlankNM_006442 NP_006433 Q14919 NC2A_HUMAN Pro-rich. 0TCTGCCTTTGCCCCCAGCGCC0.647

+ 17 1651CTTN_uc001opu.2_Splice_Site_p.E445_splice|CTTN_uc001opw.3_Splice_Site_p.E445_splice|CTTN_uc010rqm.1_Splice_Site_p.E166_splice|CTTN_uc001opx.2_Splice_Site_p.E166_spliceNM_005231 NP_005222 Q14247 SRC8_HUMAN 1GCTTTCTTTTAGAGGACAGCAC0.51

- 16 2389ARAP1_uc001osv.2_Frame_Shift_Del_p.E734fs|ARAP1_uc001osr.2_Frame_Shift_Del_p.E494fs|ARAP1_uc001oss.2_Frame_Shift_Del_p.E489fs|ARAP1_uc009yth.2_Frame_Shift_Del_p.E428fs|ARAP1_uc010rre.1_Frame_Shift_Del_p.E489fs|ARAP1_uc001osw.1_Frame_Shift_Del_p.E22fsNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1TAGTGCTTTTCCAGGGGCTTC0.627

+ 2 123MOGAT2_uc001oww.1_Frame_Shift_Del_p.L41fs|MOGAT2_uc010rrv.1_5'UTRNM_025098 NP_079374 Q3SYC2 MOGT2_HUMANHelical; (Potential). 2TCATAGCCCTCCTGTTTACAA0.597

- 2 372GAB2_uc001ozg.2_Frame_Shift_Del_p.S86fsNM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6TCATACCTGTGCTCTCCTCAG0.517

- 29 5622ODZ4_uc009yvb.1_Frame_Shift_Del_p.T304fsNM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential). 4TGAACTGTCTGTATCACTTCG0.537

+ 36 5710_5711ATM_uc009yxr.1_Frame_Shift_Del_p.L1775fs|ATM_uc001pke.1_Frame_Shift_Del_p.L427fs|ATM_uc001pkg.1_Frame_Shift_Del_p.L132fs|ATM_uc009yxt.1_5'FlankNM_000051 NP_000042 Q13315 ATM_HUMAN 240TCTAGTTTTTAGAAGTACCCAG0.317

+ 3 2335MLL_uc001ptb.2_Frame_Shift_Del_p.T771fs|MLL_uc001psz.1_Frame_Shift_Del_p.T804fs|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25TCACCTCTCACCCCCCCGTCT0.453

+ 7 1236_1237ARCN1_uc009zah.2_Intron|ARCN1_uc010ryg.1_Frame_Shift_Del_p.V271fs|ARCN1_uc009zag.2_Frame_Shift_Del_p.V400fsNM_001655 NP_001646 P48444 COPD_HUMAN MHD. 0CAACAGTGACGTAGGGGTGCTA0.436

- 6 1503_1505PVRL1_uc001pwu.1_IntronNM_002855 NP_002846 Q15223 PVRL1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0 CCTCCACCGCcctcctcctcctc0.576



- 7 915SRPR_uc010sbm.1_Frame_Shift_Del_p.G260fs|FOXRED1_uc001qdi.2_5'Flank|FOXRED1_uc010sbn.1_5'Flank|FOXRED1_uc010sbo.1_5'Flank|FOXRED1_uc010sbp.1_5'Flank|FOXRED1_uc010sbq.1_5'Flank|FOXRED1_uc001qdj.2_5'Flank|FOXRED1_uc010sbr.1_5'FlankNM_003139 NP_003130 P08240 SRPR_HUMAN 0CCTGAAGCTGCCCCCCAGACC0.527

- 6 1100_1118KDM5A_uc001qie.1_Frame_Shift_Del_p.P246fs|KDM5A_uc010sdn.1_Frame_Shift_Del_p.P205fs|KDM5A_uc010sdo.1_IntronNM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3TGTTCCCATTGCCAAGCCCACAACCTTGGGCCCAGCCCC0.342

- 9 1657_1659IFFO1_uc001qoy.2_RNA|IFFO1_uc001qpa.1_In_Frame_Del_p.181_182PP>P|IFFO1_uc001qpb.1_In_Frame_Del_p.218_219PP>P|IFFO1_uc001qpe.1_RNA|IFFO1_uc010sfe.1_In_Frame_Del_p.553_554PP>P|IFFO1_uc001qpf.1_In_Frame_Del_p.544_545PP>P|IFFO1_uc001qoz.1_In_Frame_Del_p.182_183PP>P|IFFO1_uc001qpc.1_In_Frame_Del_p.545_546PP>P|IFFO1_uc001qpg.2_In_Frame_Del_p.R181delNM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0AGCCTCGCTTGGCGGCGGCGGCG0.601 rs144019095

- 4 745_747PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN13.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TGGCTTTCCTGGAGGAGGTGGGG0.611

- 4 946BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Frame_Shift_Del_p.P268fsNM_002336 NP_002327 O75581 LRP6_HUMANExtracellular (Potential).|Beta-propeller 1.|LDL-receptor class B 5.12GTATATCCATGGGAGAGAAGA0.433

- 13 2119_2120TMTC1_uc001riz.2_Frame_Shift_Del_p.G306fs|TMTC1_uc001rja.2_Frame_Shift_Del_p.G393fs|TMTC1_uc001riy.2_Frame_Shift_Del_p.G5fsNM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 6. 0GTAGAGTCTTCCCAAGTTCACC0.5

- 10 1940 NM_003482 NP_003473 O14686 MLL2_HUMAN15 X 5 AA repeats of S/P-P-P-E/P-E/A.|Pro-rich.|14. 41TACCTCAGGTGGGGGGGACAT0.637

- 27 3380_3382SMARCC2_uc001skd.2_Intron|SMARCC2_uc001ska.2_Intron|SMARCC2_uc001skc.2_Intron|SMARCC2_uc010sqf.1_IntronNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6TGGATGGAGCAGGAGGAGGAGGA0.591

+ 11 1468_1469MDM2_uc009zri.2_Frame_Shift_Del_p.S349fs|MDM2_uc009zqx.2_Frame_Shift_Del_p.S339fs|MDM2_uc009zqw.2_Intron|MDM2_uc001suk.2_Intron|MDM2_uc001sun.3_Frame_Shift_Del_p.S213fs|MDM2_uc009zqz.2_Frame_Shift_Del_p.S341fs|MDM2_uc009zra.2_Frame_Shift_Del_p.S192fs|MDM2_uc001sum.1_Intron|MDM2_uc009zrd.2_Frame_Shift_Del_p.S78fs|MDM2_uc009zrc.2_Frame_Shift_Del_p.S78fs|MDM2_uc009zre.2_Frame_Shift_Del_p.S135fs|MDM2_uc009zrf.2_Frame_Shift_Del_p.S78fs|MDM2_uc001suo.2_Frame_Shift_Del_p.S188fs|MDM2_uc009zrg.2_Frame_Shift_Del_p.S110fs|MDM2_uc009zrh.2_Frame_Shift_Del_p.S162fsNM_002392 NP_002383 Q00987 MDM2_HUMANNecessary for interaction with USP2. 3GCTTCACAATCACAAGAAAGTG0.361

+ 6 1196_1198CPSF6_uc001suu.3_In_Frame_Del_p.P402del|CPSF6_uc010stk.1_5'UTRNM_007007 NP_008938 Q16630 CPSF6_HUMAN Pro-rich. 0CAGCTTTCTTTCCTCCACCAACT0.576

- 12 1471NAP1L1_uc001sxv.2_Splice_Site_p.D311_splice|NAP1L1_uc001sxz.2_Splice_Site_p.D284_splice|NAP1L1_uc001sxx.2_Splice_Site_p.D353_splice|NAP1L1_uc001sxy.2_Splice_Site_p.D290_splice|NAP1L1_uc010sty.1_Splice_Site_p.D310_splice|NAP1L1_uc010stz.1_Splice_Site_p.D170_splice|NAP1L1_uc010sua.1_Splice_Site_p.D353_splice|NAP1L1_uc001syb.2_Splice_Site_p.D353_splice|NAP1L1_uc001sya.2_Splice_Site_p.D311_splice|NAP1L1_uc001syc.2_Splice_Site_p.D364_spliceNM_139207 NP_631946 P55209 NP1L1_HUMAN 2AATTCGCTTACATCATCATCATC0.345

- 2 315E2F7_uc001syn.2_Frame_Shift_Del_p.E27fsNM_203394 NP_976328 Q96AV8 E2F7_HUMAN 3TGTGCATTTTCCCCATCTTCA0.373

+ 1 79 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0CAGCGAATCTGCCTTTGTCGA0.537

+ 11 1305MVK_uc009zvk.2_Frame_Shift_Del_p.A374fs|MVK_uc010sxr.1_Frame_Shift_Del_p.A322fs|MVK_uc001toz.3_Frame_Shift_Del_p.A180fs|MVK_uc001tpc.3_RNANM_001114185 NP_001107657 Q03426 KIME_HUMAN 0AGCATCGGTGCCCCCGGCGTC0.662

+ 9 1152TCTN1_uc009zvr.1_RNA|TCTN1_uc001trl.2_RNA|TCTN1_uc001trm.2_Frame_Shift_Del_p.L288fs|TCTN1_uc010syc.1_RNA|TCTN1_uc001tro.2_RNA|TCTN1_uc001trp.3_Frame_Shift_Del_p.L334fs|TCTN1_uc001trn.3_Frame_Shift_Del_p.L348fs|TCTN1_uc001trj.1_Frame_Shift_Del_p.L292fs|TCTN1_uc001trk.3_RNA|HVCN1_uc001trq.1_IntronNM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0CATTCGTTCTGGGGACAGTTA0.398

- 6 1088TBX5_uc001tvp.2_Frame_Shift_Del_p.N198fs|TBX5_uc001tvq.2_Frame_Shift_Del_p.N148fs|TBX5_uc010syv.1_Frame_Shift_Del_p.N198fsNM_181486 NP_852259 Q99593 TBX5_HUMAN T-box. 8GAACGCTGTATTTTTTGAGCC0.408

- 9 1164CIT_uc001txj.1_Splice_Site_p.S371_spliceNM_007174 NP_009105 O14578 CTRO_HUMAN 10AGCCCTACTTACAGTTACGAA0.398

- 5 948CCDC92_uc001ufv.1_Frame_Shift_Del_p.P250fs|CCDC92_uc001ufx.1_Frame_Shift_Del_p.P267fs|CCDC92_uc001ufy.1_Frame_Shift_Del_p.P250fsNM_025140 NP_079416 Q53HC0 CCD92_HUMAN 0CGGAGGCGATGGGGGGGATGA0.682 rs147939560

+ 6 2495_2496ZNF664_uc001uga.2_Frame_Shift_Ins_p.T222fs|ZNF664_uc001ugb.2_Frame_Shift_Ins_p.T222fsNM_152437 NP_689650 Q8N3J9 ZN664_HUMAN 0AGAGTCCACACAGGAGAGAAAC0.515

- 2 1065_1067SALL2_uc010tly.1_In_Frame_Del_p.259_260SS>S|SALL2_uc010tlz.1_Intron|SALL2_uc001wbf.3_Intron|SALL2_uc010tma.1_Intron|SALL2_uc001wbg.1_IntronNM_005407 NP_005398 Q9Y467 SALL2_HUMAN Poly-Ser. 3 Tgaagaggaagaggaggaggagg0.512

- 7 1366CDH24_uc010akf.2_Frame_Shift_Del_p.P369fs|CDH24_uc001win.3_Frame_Shift_Del_p.P369fsNM_022478 NP_071923 Q86UP0 CAD24_HUMANExtracellular (Potential).|Cadherin 3. 1AGGTGGCTCTGGGGCATCTTG0.642

- 19 4033_4034CDH24_uc001wil.2_5'Flank|CDH24_uc010akf.2_5'Flank|CDH24_uc001win.3_5'Flank|ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Frame_Shift_Del_p.V477fs|ACIN1_uc001wiq.3_Frame_Shift_Del_p.V477fs|ACIN1_uc001wir.3_Frame_Shift_Del_p.V508fs|ACIN1_uc001wis.3_Frame_Shift_Del_p.V916fs|ACIN1_uc010akg.2_Frame_Shift_Del_p.V1222fsNM_014977 NP_055792 Q9UKV3 ACINU_HUMANArg/Asp/Glu/Lys-rich. 4GCCTCTTTCTGAACGATCTGTA0.421

+ 2 231 NM_004094 NP_004085 P05198 IF2A_HUMAN S1 motif. 1TTGCTGAAATGGGGGCTTATG0.279

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMANAsp/Glu-rich (acidic). 0 AGTggtgggcgaggaggaggagg0.34

- 11 1570_1571TTBK2_uc010bcy.2_Frame_Shift_Del_p.P308fs|TTBK2_uc001zqp.2_Frame_Shift_Del_p.P377fs|TTBK2_uc010bcz.1_Frame_Shift_Del_p.P342fsNM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7TCCTTCTCCTGGGGACGGGGGT0.361

- 18 2278MYO5C_uc010uga.1_RNA|MYO5C_uc010ugb.1_RNANM_018728 NP_061198 Q9NQX4 MYO5C_HUMANMyosin head-like. 14GCACACCTCCTTTTTATCGCT0.493

- 4 629_630CLN6_uc010ujy.1_Intron|CLN6_uc010ujz.1_Frame_Shift_Del_p.L189fsNM_017882 NP_060352 Q9NWW5 CLN6_HUMAN 0GTCTCCGGCTTGAGATTCTTGA0.614

+ 5 471FANCI_uc002bnm.1_Frame_Shift_Del_p.L127fs|FANCI_uc002bnn.1_RNA|FANCI_uc002bno.2_Frame_Shift_Del_p.L127fs|FANCI_uc002bnp.1_5'FlankNM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2GAAAATCTTTGGAGTTACTAC0.393

+ 7 1157UNC45A_uc002bqd.2_Frame_Shift_Del_p.K258fs|UNC45A_uc010uqo.1_Frame_Shift_Del_p.K265fs|UNC45A_uc010uqp.1_RNA|UNC45A_uc010uqq.1_Frame_Shift_Del_p.K273fsNM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2GGAAGGTGTCAAAAAAGGCTT0.562

+ 8 947ALDH1A3_uc010bpb.2_Frame_Shift_Del_p.L174fs|uc002bwo.1_IntronNM_000693 NP_000684 P47895 AL1A3_HUMAN 4CGCTGGAGCTGGGGGGGAAGA0.572 rs142377552

+ 3 1065TMC5_uc010vaq.1_Frame_Shift_Del_p.P106fs|TMC5_uc002dgb.3_Frame_Shift_Del_p.P106fs|TMC5_uc010var.1_Frame_Shift_Del_p.P106fsNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANExtracellular (Potential). 1TACCTCTCTACCAGAGCCAGA0.463

+ 15 1993_1995SLC5A11_uc002dms.2_In_Frame_Del_p.S528del|SLC5A11_uc010vcd.1_In_Frame_Del_p.S557del|SLC5A11_uc002dmt.2_In_Frame_Del_p.S436del|SLC5A11_uc010vce.1_In_Frame_Del_p.S522del|SLC5A11_uc010bxt.2_In_Frame_Del_p.S528del|SLC5A11_uc002dmv.2_In_Frame_Del_p.S215delNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TGCCAGAGGCCAGCAGCAGCAGC0.542

+ 25 5954SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.P1652fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.P1427fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4GCGCTCTGGTCCCCCCAGCCC0.612

- 6 3848ZNF423_uc010vgn.1_Frame_Shift_Del_p.Q1067fsNM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4ACGTGGATTTGGATCTCTCTC0.438

- 2 506_508SALL1_uc010vgr.1_In_Frame_Del_p.S62del|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Ser. 8 cgccgccgccgctgctgctgctg0.463 rs13336129

+ 5 1317_1319IRX6_uc002ehx.2_In_Frame_Del_p.E268delNM_024335 NP_077311 P78412 IRX6_HUMAN 6 CCTggaggaagaggaggaggagg0.493

- 14 1166_1168CNGB1_uc010cdh.2_In_Frame_Del_p.361_362EE>ENM_001297 NP_001288 Q14028 CNGB1_HUMANPoly-Glu.|Cytoplasmic (Potential). 4 ctcctcctcttcctcctcctcct 0.414

+ 16 2002_2004EDC4_uc010cer.2_In_Frame_Del_p.S236del|EDC4_uc010vkg.1_In_Frame_Del_p.S549del|EDC4_uc002eus.2_In_Frame_Del_p.S347del|EDC4_uc002eut.1_5'FlankNM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4CTGCCTCTCCcagcagcagcagc0.453

- 8 1497 MLKL_uc002fdc.2_IntronNM_152649 NP_689862 Q8NB16 MLKL_HUMANProtein kinase. 2GTGTTTTCCTCAACTCAAATC0.423

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 agagggcgacgaggaggaggagg0.305

+ 13 2245_2247CHD3_uc002gjd.2_In_Frame_Del_p.K762del|CHD3_uc002gjf.2_In_Frame_Del_p.K703delNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1CCGCAAGTATAAGAAGAAGAAGA0.488

+ 1 149SLC25A35_uc002gku.1_3'UTR|SLC25A35_uc002gkt.2_Intron|RANGRF_uc002gkw.2_Frame_Shift_Del_p.G11fs|RANGRF_uc002gky.2_Frame_Shift_Del_p.G11fs|RANGRF_uc002gkx.2_Frame_Shift_Del_p.G11fsNM_016492 NP_057576 Q9HD47 MOG1_HUMAN 0CCCGCTGTTCGGGGGCGCCTT0.617

- 30 4166_4168MYH10_uc002glm.2_In_Frame_Del_p.E1388del|MYH10_uc010cnx.2_In_Frame_Del_p.E1366delNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2TTCTTCCTGGCCTCCTCCTCCTC0.596

+ 4 1276_1278SMCR7_uc002gsu.2_3'UTR|SMCR7_uc010vxq.1_In_Frame_Del_p.L371delNM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0CTCGCCGGCGGCTGCTGCTGCTG0.685

+ 9 965_966MAP2K3_uc002gyt.2_Frame_Shift_Del_p.E205fs|MAP2K3_uc002gyu.2_Frame_Shift_Del_p.E205fsNM_145109 NP_659731 P46734 MP2K3_HUMANProtein kinase. 0CCTGCAGCCTGAGAGGATCAAC0.619

- 13 1600CCT6B_uc010ctg.2_Frame_Shift_Del_p.K465fs|CCT6B_uc010wcc.1_Frame_Shift_Del_p.K457fsNM_006584 NP_006575 Q92526 TCPW_HUMAN 1GAAGAAGTTGTTTTTTTACAC0.289

+ 6 1122RARA_uc002hul.3_Frame_Shift_Del_p.D223fs|RARA_uc010wfe.1_Frame_Shift_Del_p.D126fs|RARA_uc002hun.1_Frame_Shift_Del_p.D218fsNM_000964 NP_000955 P10276 RARA_HUMANLigand-binding. 3TCTGGACATTGACCTCTGGGA0.572



- 9 1271STAT5B_uc002hzi.3_Frame_Shift_Del_p.Q368fsNM_012448 NP_036580 P51692 STA5B_HUMAN 6GCCTTCACCTGGGGGGGGTTC0.577 rs144993426

- 11 1774_1775MAP3K14_uc002iiu.1_Frame_Shift_Del_p.Y85fs|MAP3K14_uc010daj.1_RNA|MAP3K14_uc002iiv.1_Frame_Shift_Del_p.Y139fsNM_003954 NP_003945 Q99558 M3K14_HUMANInteraction with ZFP91.|Protein kinase. 8GTGCCAGGGATGTAGTCCCCTG0.574

- 4 933HOXB5_uc002inr.2_5'Flank|HOXB6_uc010dbh.1_Frame_Shift_Del_p.K203fs|HOXB6_uc002int.1_3'UTRNM_018952 NP_061825 P17509 HXB6_HUMAN Homeobox. 0TTTGCTCTCCTTTTTCCACTT0.602

+ 20 2951KIAA0195_uc010wsa.1_Frame_Shift_Del_p.I902fs|KIAA0195_uc010wsb.1_Frame_Shift_Del_p.I532fs|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1GCTCCGAGATCCCCCCCTCCA0.612

- 13 2084ACOX1_uc010wsq.1_Frame_Shift_Del_p.L560fs|ACOX1_uc002jqe.2_Frame_Shift_Del_p.L598fs|ACOX1_uc010wsr.1_Frame_Shift_Del_p.L530fsNM_007292 NP_009223 Q15067 ACOX1_HUMAN 1CTGAGCGAATCAGAGTGAGTA0.408 rs79605652

+ 26 4173PTPRM_uc010dkv.2_Frame_Shift_Del_p.P1237fs|PTPRM_uc010wzl.1_Frame_Shift_Del_p.P1011fsNM_002845 NP_002836 P28827 PTPRM_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).6GGACATCCTGCCCCCAGACCG0.597

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1TGGTGTGGGCTTTTTTTTGGA0.294

+ 4 1419_1420 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN Pro-rich. 8CCTCACTCATTCCCCCCCTGCT0.644

+ 14 1937HMHA1_uc010xgd.1_Frame_Shift_Del_p.S585fs|HMHA1_uc010xge.1_Frame_Shift_Del_p.S409fs|HMHA1_uc002lra.1_Frame_Shift_Del_p.S409fs|HMHA1_uc002lrb.1_Frame_Shift_Del_p.S452fs|HMHA1_uc002lrc.1_Frame_Shift_Del_p.S204fs|HMHA1_uc002lrd.1_5'Flank|HMHA1_uc010dsd.1_5'FlankNM_012292 NP_036424 Q92619 HMHA1_HUMAN 1TCCACTAGGTCCCCCGTCATG0.662

+ 8 1578_1579SMARCA4_uc010dxp.2_Frame_Shift_Ins_p.T432fs|SMARCA4_uc010dxo.2_Frame_Shift_Ins_p.T432fs|SMARCA4_uc002mqg.1_Frame_Shift_Ins_p.T432fs|SMARCA4_uc010dxq.2_Frame_Shift_Ins_p.T432fs|SMARCA4_uc010dxr.2_Frame_Shift_Ins_p.T432fs|SMARCA4_uc002mqj.3_Frame_Shift_Ins_p.T432fs|SMARCA4_uc010dxs.2_Frame_Shift_Ins_p.T432fs|SMARCA4_uc002mqe.2_Frame_Shift_Ins_p.T432fsNM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67AGCGCTGGAGACAGCCCTCAAT0.629

- 8 1346_1347CACNA1A_uc002mwy.3_Frame_Shift_Del_p.V370fsNM_001127221 NP_001120693 O00555 CAC1A_HUMANCytoplasmic (Potential). 2CGCCGGTTCTCCACCCGTTCCC0.45

+ 10 1017_1018KIAA0892_uc002nml.3_5'Flank|KIAA0892_uc010ecd.2_5'FlankNM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0CCATAGTGCTGGACTGCAGCCC0.639

+ 11 1955_1956GATAD2A_uc010xqu.1_Frame_Shift_Del_p.S177fs|GATAD2A_uc010xqv.1_Frame_Shift_Del_p.S568fs|GATAD2A_uc010xqw.1_Frame_Shift_Del_p.S351fsNM_017660 NP_060130 Q86YP4 P66A_HUMAN 0TTCAGTCCGTCACCCAAACTGC0.663

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1CGCCACCCGCCTTCTTCTTCTTG0.601

+ 8 1917CEACAM5_uc002orj.1_Frame_Shift_Del_p.S598fs|CEACAM5_uc002orl.2_Frame_Shift_Del_p.S599fsNM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2CCCATCATTTCCCCCCCAGAC0.547

- 3 1652DMWD_uc002pdk.1_Frame_Shift_Del_p.A536fs|DMWD_uc010eko.1_Frame_Shift_Del_p.A221fsNM_004943 NP_004934 Q09019 DMWD_HUMAN 0TCCTTCTCTGCCCCCCGGTCC0.706

+ 2 603_605 NM_014330 NP_055145 O75807 PR15A_HUMANPoly-Asp.|Required for localization in the endoplasmic reticulum.1GGGACTTTTGGATGATGATGATG0.571

- 1 166_168 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0AGGGCACCACcagcagcagcagc0.596

- 10 2162_2163SLC27A5_uc002qtb.2_RNANM_012254 NP_036386 Q9Y2P5 S27A5_HUMANCytoplasmic (Probable). 0CAGGTTCCCTCACACACAGCCT0.604

+ 7 1087_1088LPIN1_uc010yjm.1_Frame_Shift_Ins_p.M356fs|LPIN1_uc002rbt.2_Frame_Shift_Ins_p.M271fs|LPIN1_uc002rbs.2_Frame_Shift_Ins_p.M307fsNM_145693 NP_663731 Q14693 LPIN1_HUMAN 4ACCCAGAAATGCTTTGGCTGTG0.48

+ 7 1477AGBL5_uc002ric.2_Frame_Shift_Del_p.I420fs|AGBL5_uc002rid.2_Frame_Shift_Del_p.I420fs|AGBL5_uc002rif.2_RNANM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2CTGATACCATCCCCCCCAAAG0.512

+ 7 1438LTBP1_uc002rot.2_Frame_Shift_Del_p.P154fs|LTBP1_uc002rou.2_Frame_Shift_Del_p.P154fs|LTBP1_uc002rov.2_Frame_Shift_Del_p.P154fs|LTBP1_uc010ymz.1_Frame_Shift_Del_p.P154fs|LTBP1_uc010yna.1_Frame_Shift_Del_p.P154fsNM_206943 NP_996826 Q14766 LTBP1_HUMAN 8GAAATTTCCTCCTAACATAGT0.363

+ 8 1039VRK2_uc010fcb.2_Frame_Shift_Del_p.L98fs|VRK2_uc002rzs.2_Frame_Shift_Del_p.L98fs|VRK2_uc002rzr.2_Frame_Shift_Del_p.L98fs|VRK2_uc010fcc.2_5'UTR|VRK2_uc002rzv.2_Frame_Shift_Del_p.L98fs|VRK2_uc010fcd.2_Frame_Shift_Del_p.L75fs|VRK2_uc002rzp.2_Frame_Shift_Del_p.L98fs|VRK2_uc010ypg.1_Frame_Shift_Del_p.L98fs|VRK2_uc002rzq.2_Frame_Shift_Del_p.L98fs|VRK2_uc002rzu.2_Frame_Shift_Del_p.L98fs|VRK2_uc002rzt.2_5'UTR|VRK2_uc010yph.1_5'UTRNM_001130482 NP_001123954 Q86Y07 VRK2_HUMANProtein kinase. 1TTGATTATTTAGGAATTCCTC0.279

- 7 654_655TIA1_uc002sgk.3_Frame_Shift_Del_p.S135fs|TIA1_uc002sgl.3_RNA|TIA1_uc002sgm.3_Frame_Shift_Del_p.S146fsNM_022173 NP_071505 P31483 TIA1_HUMAN RRM 2. 0CATATCCCTTAGACTTTCCTGT0.386

+ 54 6461DYSF_uc010feg.2_Frame_Shift_Del_p.T2060fs|DYSF_uc010feh.2_Frame_Shift_Del_p.T2036fs|DYSF_uc002sig.3_Frame_Shift_Del_p.T2015fs|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Frame_Shift_Del_p.T2050fs|DYSF_uc010fef.2_Frame_Shift_Del_p.T2067fs|DYSF_uc010fei.2_Frame_Shift_Del_p.T2046fs|DYSF_uc010fek.2_Frame_Shift_Del_p.T2047fs|DYSF_uc010fej.2_Frame_Shift_Del_p.T2037fs|DYSF_uc010fel.2_Frame_Shift_Del_p.T2016fs|DYSF_uc010feo.2_Frame_Shift_Del_p.T2061fs|DYSF_uc010fem.2_Frame_Shift_Del_p.T2051fs|DYSF_uc010fen.2_Frame_Shift_Del_p.T2068fs|DYSF_uc002sif.2_Frame_Shift_Del_p.T2030fs|DYSF_uc010yqy.1_Frame_Shift_Del_p.T910fs|DYSF_uc010yqz.1_Frame_Shift_Del_p.T790fsNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7CCTGTGGTTTACCTCCCCATA0.493

+ 1 147_152ALMS1_uc002sjf.1_In_Frame_Del_p.EE27delNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN Glu-rich. 9CGGGCGAGCTggaggaggaggaggag0.403 rs72319667

- 2 269SEMA4C_uc002sxg.3_5'FlankNM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN 2CAGGCACTCACCCCCAGAAGA0.607

+ 22 3486_3487EIF5B_uc010yvq.1_Frame_Shift_Del_p.I83fsNM_015904 NP_056988 O60841 IF2P_HUMAN 3CCTCAGTACATTTTTAATTCTC0.401

+ 1 253TMEM182_uc002tcc.3_Intron|TMEM182_uc002tcd.3_IntronNM_144632 NP_653233 Q6ZP80 TM182_HUMAN 0TACTCTTTTTGGTGGCTTTTG0.383

- 3 1148IWS1_uc010yzl.1_RNA|uc002too.1_5'Flank|IWS1_uc010fma.2_RNANM_017969 NP_060439 Q96ST2 IWS1_HUMANGlu-rich.|2.|3 X approximate tandem repeats. 1CTGGTTCCTTGGGGGATCCTC0.557

+ 11 1572ACVR2A_uc010zbn.1_Frame_Shift_Del_p.K327fs|ACVR2A_uc002twh.2_Frame_Shift_Del_p.K435fsNM_001616 NP_001607 P27037 AVR2A_HUMANCytoplasmic (Potential).|Protein kinase. 13TGTTGTGCATAAAAAAAAGAG0.368

- 15 2279COBLL1_uc002ucp.2_Frame_Shift_Del_p.D652fs|COBLL1_uc002ucq.2_Frame_Shift_Del_p.D614fs|COBLL1_uc010zcx.1_Frame_Shift_Del_p.D660fs|COBLL1_uc002ucn.2_Frame_Shift_Del_p.D80fs|COBLL1_uc002uco.2_Frame_Shift_Del_p.D383fsNM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3TGTTTCCCATCAAAACTGTTA0.373

- 4 986PNKD_uc002vhn.2_Intron|TMBIM1_uc002vhp.1_Frame_Shift_Del_p.G87fs|TMBIM1_uc010zjz.1_5'UTR|TMBIM1_uc010zka.1_5'UTRNM_022152 NP_071435 Q969X1 TMBI1_HUMAN 0ATCCCACTCTCCAGGCCCGAA0.582

+ 4 350RQCD1_uc002vih.1_Frame_Shift_Del_p.L117fs|RQCD1_uc010zki.1_Frame_Shift_Del_p.L117fsNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CACATCCCACTTTTTTTGTAC0.413

- 16 1630FARSB_uc010zlq.1_Frame_Shift_Del_p.G552fs|FARSB_uc002vnf.1_Frame_Shift_Del_p.G433fsNM_005687 NP_005678 Q9NSD9 SYFB_HUMAN 1GATCACATATCCCCCCTTGTC0.453

+ 20 2479PSMD1_uc002vrm.1_Frame_Shift_Del_p.Y783fs|PSMD1_uc010fxu.1_Frame_Shift_Del_p.Y647fsNM_002807 NP_002798 Q99460 PSMD1_HUMAN 2TCATTGGCTTATACCCCTACC0.433

+ 26 3123DGKD_uc002vuj.1_Frame_Shift_Del_p.F993fs|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5ACTGCAGCTTCGTCCTGGAAA0.597

- 7 745_746C20orf96_uc002wdc.2_Frame_Shift_Del_p.E149fs|C20orf96_uc002wdd.2_Frame_Shift_Del_p.E167fs|C20orf96_uc010zpi.1_Frame_Shift_Del_p.E149fs|C20orf96_uc010zpj.1_Frame_Shift_Del_p.E167fs|C20orf96_uc010zpk.1_Frame_Shift_Del_p.E140fsNM_153269 NP_695001 Q9NUD7 CT096_HUMAN Potential. 0TCCTGGGTCTTCTCAATCTTGG0.545

+ 7 1231ATRN_uc002wil.2_Frame_Shift_Del_p.P381fsNM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Kelch 1. 2GGAGTGGCTTCCACTAAACCG0.373

+ 1 464_466BTBD3_uc002wny.2_5'UTR|BTBD3_uc002woa.2_5'UTR|BTBD3_uc010zrf.1_5'UTR|BTBD3_uc010zrg.1_5'Flank|BTBD3_uc010zrh.1_5'FlankNM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN Poly-Ser. 3 AAGCAAATACcagcagcagcagt0.335

+ 1 27_29 NM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0 TGGCGGCCGAgctgctgctgctg0.517

- 2 446_447BCL2L1_uc002wwk.2_RNA|BCL2L1_uc002wwm.2_Frame_Shift_Del_p.F27fs|BCL2L1_uc002wwn.2_Frame_Shift_Del_p.F27fs|BCL2L1_uc002wwo.1_Frame_Shift_Del_p.F27fsNM_138578 NP_612815 Q07817 B2CL1_HUMAN 2CCACATCACTAAACTGACTCCA0.525

+ 5 708TM9SF4_uc010ztr.1_Frame_Shift_Del_p.E84fs|TM9SF4_uc010zts.1_Frame_Shift_Del_p.E65fs|TM9SF4_uc002wxk.2_Frame_Shift_Del_p.E141fs|TM9SF4_uc010gdz.2_Frame_Shift_Del_p.E65fsNM_014742 NP_055557 Q92544 TM9S4_HUMAN 2AAGAAGAAGGAAAAAGATGTG0.557

+ 4 755_756 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN 2ATAGCCCTACCATCAAAACCCG0.485

+ 8 1393RALGAPB_uc010zvz.1_Frame_Shift_Del_p.T379fs|RALGAPB_uc002xix.2_Frame_Shift_Del_p.T379fs|RALGAPB_uc002xiy.1_Frame_Shift_Del_p.T379fs|RALGAPB_uc002xiz.2_Frame_Shift_Del_p.T157fs|RALGAPB_uc002xja.1_Frame_Shift_Del_p.T106fsNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2GTCAGTACCACCCCCCCACAT0.448

+ 6 840_842DBNDD2_uc002xnz.2_In_Frame_Del_p.S121del|DBNDD2_uc002xoa.2_3'UTR|DBNDD2_uc002xob.2_In_Frame_Del_p.S121del|DBNDD2_uc002xoc.2_In_Frame_Del_p.S121del|DBNDD2_uc002xod.2_3'UTR|DBNDD2_uc002xoe.2_In_Frame_Del_p.S121del|DBNDD2_uc002xof.2_In_Frame_Del_p.S121del|DBNDD2_uc002xog.2_3'UTRNM_001048225 NP_001041690 0 ACATCTAGGAcctcctcctcctc0.463

+ 7 1184LSM14B_uc002ybv.2_Frame_Shift_Del_p.L300fs|LSM14B_uc010zzz.1_Frame_Shift_Del_p.L246fsNM_144703 NP_653304 Q9BX40 LS14B_HUMAN FFD box. 0CTTCTGAACTCAAGACCAGGT0.547



+ 1 216SH3BGR_uc002yxz.2_IntronNM_007341 NP_031367 P55822 SH3BG_HUMAN 0GGGGTGTGTTGGGGGGAGTCC0.552

+ 38 8691_8692PCNT_uc002zjj.2_IntronNM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8ATGCTCTCTGGAGAGAGAGAGG0.574

- 10 847_849UFD1L_uc002zpo.2_In_Frame_Del_p.239_240KK>K|UFD1L_uc011agy.1_In_Frame_Del_p.239_240KK>K|UFD1L_uc002zpp.2_In_Frame_Del_p.192_193KK>KNM_005659 NP_005650 Q92890 UFD1_HUMAN 0CTCTACCCCTTTCTTCTTTCCAT0.512

+ 6 612_614MED15_uc002zsn.1_In_Frame_Del_p.Q107del|MED15_uc002zso.2_In_Frame_Del_p.Q117del|MED15_uc002zsq.2_In_Frame_Del_p.Q188del|MED15_uc010gso.2_In_Frame_Del_p.Q188del|MED15_uc002zsr.2_In_Frame_Del_p.Q162del|MED15_uc011ahs.1_In_Frame_Del_p.Q162del|MED15_uc011aht.1_In_Frame_Del_p.Q162del|MED15_uc002zss.2_In_Frame_Del_p.Q107del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 ggcggcgctacagcagcagcagc0.148

- 2 658ADORA2A_uc002zzx.2_Intron|ADORA2A_uc002zzy.3_Intron|ADORA2A_uc011ajs.1_Intron|C22orf45_uc002zzz.1_5'Flank|uc010gun.1_5'Flank|ADORA2A_uc010guo.1_5'Flank|ADORA2A_uc010gup.2_5'Flank|ADORA2A_uc010guq.2_5'Flank|ADORA2A_uc003aab.2_5'Flank|ADORA2A_uc003aac.2_5'Flank0CCAAGAGCATCAGGGATAACT0.602

+ 7 3642TRIOBP_uc003atu.2_Frame_Shift_Del_p.S952fs|TRIOBP_uc003atq.1_Frame_Shift_Del_p.S1124fs|TRIOBP_uc003ats.1_Frame_Shift_Del_p.S952fsNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CGGGCCTCCTCCCCACCACGC0.627

+ 3 267C22orf32_uc003bca.2_5'FlankNM_001002034 NP_001002034 Q6ICB4 SESQ2_HUMAN PH. 0CTGCGCACCTGGGGGGGCCCA0.632

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

- 1 5454_5456TCF20_uc003bck.1_In_Frame_Del_p.Q1774del|TCF20_uc003bnt.2_In_Frame_Del_p.Q1774delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TCTGCTCCTTCTGCTGCTGCTGC0.601

+ 17 2268CNTN4_uc003bpb.1_Frame_Shift_Del_p.G354fs|CNTN4_uc003bpd.1_Frame_Shift_Del_p.G683fs|CNTN4_uc003bpe.2_Frame_Shift_Del_p.G355fs|CNTN4_uc003bpf.2_Frame_Shift_Del_p.G354fs|CNTN4_uc003bpg.2_5'FlankNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANFibronectin type-III 1. 7GATTGGGATTGGGGAGCCCAG0.522

- 6 806CIDEC_uc003bto.2_RNA|CIDEC_uc010hcp.2_Frame_Shift_Del_p.Q107fs|CIDEC_uc003btp.2_Frame_Shift_Del_p.P232fs|CIDEC_uc003btr.2_Frame_Shift_Del_p.P148fs|CIDEC_uc003bts.2_Frame_Shift_Del_p.P148fsNM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN 1CCTTGCCCTTGGGGGGCTGCC0.607

+ 40 4041FANCD2_uc003bux.1_Splice_Site_p.R1321_splice|FANCD2_uc003buy.1_Splice_Site_p.R1321_splice|FANCD2_uc010hcw.1_Splice_Site|C3orf24_uc003buz.2_IntronNM_033084 NP_149075 Q9BXW9 FACD2_HUMAN 4AAACACCGGGTAAGAGCTAAG0.473

- 1 270_272SH3BP5_uc010hem.1_RNA|SH3BP5_uc003bzq.1_Intron|SH3BP5_uc003bzr.1_IntronNM_004844 NP_004835 O60239 3BP5_HUMAN Glu-rich. 0 catcccctcttcctcctcctcct 0.522

- 8 1568_1570NCKIPSD_uc003cum.2_In_Frame_Del_p.Q485delNM_016453 NP_057537 Q9NZQ3 SPN90_HUMAN 0GCGTGTCTGTCTGCATGTCCCTC0.606

- 10 1136_1137 NM_000884 NP_000875 P12268 IMDH2_HUMAN 1TCTGACACCTTGTACACTGCTG0.569

- 5 491QARS_uc011bcd.1_Frame_Shift_Del_p.G17fs|QARS_uc003cvy.2_Frame_Shift_Del_p.G17fs|QARS_uc011bce.1_Frame_Shift_Del_p.G151fs|QARS_uc011bcf.1_Frame_Shift_Del_p.G162fsNM_005051 NP_005042 P47897 SYQ_HUMAN 1TGATCATTTTGCCATCTGCCC0.517

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9GTTCCTCAACGGGGGGGACCT0.602

- 17 3333C3orf63_uc003dib.3_Frame_Shift_Del_p.S197fs|C3orf63_uc003dic.3_Frame_Shift_Del_p.S702fs|C3orf63_uc003die.3_Frame_Shift_Del_p.S1139fsNM_015224 NP_056039 Q9UK61 CC063_HUMAN 5AAAGGATCACTACACAGTGGC0.433

+ 7 1003GPR128_uc011bhc.1_IntronNM_032787 NP_116176 Q96K78 GP128_HUMANExtracellular (Potential). 4CCTTGTCTTTGGGTAATCAAT0.368

- 23 2582STAG1_uc003erb.1_Frame_Shift_Del_p.V764fs|STAG1_uc003erc.1_Frame_Shift_Del_p.V538fsNM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2TTCCTCAATACCAACAAATCC0.373

- 1 150_152FAM194A_uc003eyh.2_5'UTRNM_152394 NP_689607 Q7L0X2 F194A_HUMAN Glu-rich. 3 ctccacctcttcctcctcctcct 0.232

+ 6 1672MBNL1_uc003ezh.2_Frame_Shift_Del_p.P277fs|MBNL1_uc003ezi.2_Frame_Shift_Del_p.P277fs|MBNL1_uc003ezj.2_Frame_Shift_Del_p.P238fs|MBNL1_uc003ezl.2_Frame_Shift_Del_p.P277fs|MBNL1_uc003ezp.2_Intron|MBNL1_uc003ezn.2_Frame_Shift_Del_p.P209fs|MBNL1_uc003ezo.2_Frame_Shift_Del_p.P209fs|MBNL1_uc010hvp.2_IntronNM_207293 NP_997176 Q9NR56 MBNL1_HUMAN 1AGCTGTACTTCCCCCATTACC0.393

+ 5 440_441SCHIP1_uc003fcq.1_Intron|SCHIP1_uc003fcr.1_Intron|IQCJ_uc010hvy.1_Frame_Shift_Del_p.W85fsNM_001042705 NP_001036170 Q1A5X6 IQCJ_HUMAN 0TACATCTCTTGGAGGTTGCAGT0.475

- 26 3135_3137 NM_001041 NP_001032 P14410 SUIS_HUMANSucrase.|Lumenal. 14TATCATTTTTGTGATATTTCACC0.369

+ 2 210_212 NM_001145248 NP_001138720 C9JC47 F157A_HUMAN Gln-rich. 0ACAAGAACTGgcagcagcagcag0.399

+ 1 4021_4022 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCGCCTGCTCACACGTGCCC0.653

- 24 2669POLN_uc010icg.1_Frame_Shift_Del_p.P329fsNM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4ATGCAGGGGTGGGGGCTGGGT0.637

+ 11 1685_1686ADD1_uc003gfn.2_Intron|ADD1_uc003gfo.2_Frame_Shift_Del_p.V530fs|ADD1_uc003gfp.2_Frame_Shift_Del_p.V499fs|ADD1_uc003gfq.2_Frame_Shift_Del_p.V530fs|ADD1_uc003gfs.2_Frame_Shift_Del_p.V499fsNM_001119 NP_001110 P35611 ADDA_HUMAN 1CAAAAGAGGTCCAGGAGATGAG0.535

+ 8 2077WFS1_uc003gix.2_Frame_Shift_Del_p.L637fs|WFS1_uc003giz.2_Frame_Shift_Del_p.L455fsNM_001145853 NP_001139325 O76024 WFS1_HUMANHelical; (Potential). 2AGCTCATCCTGGTGTGGCTCA0.587 rs145163802

+ 2 830 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMANCytoplasmic (Potential). 2CAATCCACCTGGCTCAGCCAT0.637

+ 4 2960_2961REST_uc003hci.2_Frame_Shift_Del_p.N871fs|REST_uc010ihf.2_Frame_Shift_Del_p.N545fsNM_005612 NP_005603 Q13127 REST_HUMAN 9CAAAGGAAAATTTAAGAGAAGA0.441

+ 4 1178MUC7_uc011cau.1_Frame_Shift_Del_p.S297fs|MUC7_uc003hfj.2_Frame_Shift_Del_p.S297fs|uc011cav.1_RNANM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4CCACCGTCTTCCCCAGCTCCA0.557

+ 1 1079 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN 0CCCAGCACATGGACATCCTGT0.428

+ 1 555 NM_031296 NP_112586 Q9H082 RB33B_HUMAN 0CTTCTGCGCTGGCCGCTTCCC0.607 rs149649513

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 ACGCTggtggtggcggcggcgg0.386rs67907220;rs72269802

- 12 2150FBXW7_uc011cii.1_Frame_Shift_Del_p.G667fs|FBXW7_uc003imt.2_Frame_Shift_Del_p.G667fs|FBXW7_uc011cih.1_Frame_Shift_Del_p.G491fs|FBXW7_uc003imq.2_Frame_Shift_Del_p.G587fs|FBXW7_uc003imr.2_Frame_Shift_Del_p.G549fsNM_033632 NP_361014 Q969H0 FBXW7_HUMAN p.S668fs*26(1)|p.S668fs*39(1)308CTCCCCCACTCCCCCCACTCT0.488

- 21 4315ADAMTS12_uc010iuq.1_Frame_Shift_Del_p.F1299fsNM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 6. 9CGCGTATCTTGAAGCCCCCAC0.567

- 15 2417ADAMTS12_uc010iuq.1_Frame_Shift_Del_p.Y667fsNM_030955 NP_112217 P58397 ATS12_HUMAN Spacer 1. 9CCATTCAGGTAATATTTTTCA0.463

- 6 1177_1194SKIV2L2_uc003jpy.3_3'UTR|SKIV2L2_uc011cqi.1_3'UTR|PPAP2A_uc003jpz.2_In_Frame_Del_p.TSFKER255del|PPAP2A_uc003jqb.2_RNANM_003711 NP_003702 O14494 LPP1_HUMANCytoplasmic (Potential). 2TCCTCCTCTTTTCTTTCTTTAAAAGAAGTTCTTTCTTT0.381

+ 5 747SFRS12_uc003jun.2_Frame_Shift_Del_p.L145fs|SFRS12_uc010iwy.2_Frame_Shift_Del_p.L29fsNM_139168 NP_631907 Q8WXA9 SREK1_HUMAN 0TTAGCAGTTTGGGAGCTATAC0.403

+ 7 1194BDP1_uc003kbn.1_Frame_Shift_Del_p.F311fs|BDP1_uc003kbo.2_Frame_Shift_Del_p.F311fsNM_018429 NP_060899 A6H8Y1 BDP1_HUMAN Myb-like. 2AACAGATATGTTTTTTTTAGC0.294

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

+ 8 2534PPARGC1B_uc003lrb.1_Frame_Shift_Del_p.C831fs|PPARGC1B_uc003lrd.2_Frame_Shift_Del_p.C792fs|PPARGC1B_uc003lrf.2_Frame_Shift_Del_p.C810fs|PPARGC1B_uc003lre.1_Frame_Shift_Del_p.C810fsNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0AGCCCCACTTGCTCTGACCAC0.483

+ 4 546_547GPX3_uc003ltc.2_RNA|GPX3_uc003ltd.2_RNANM_002084 NP_002075 P22352 GPX3_HUMAN 0CAGGAACCAGGAGAGAACTCAG0.49

+ 1 1090_1093 NM_000679 NP_000670 P35368 ADA1B_HUMANHelical; Name=6; (By similarity). 1TTCATCTTGTGCTGGCTACCCTTC0.485

- 3 384_385SLU7_uc003lyh.1_Frame_Shift_Del_p.S77fs|SLU7_uc003lyi.1_Frame_Shift_Del_p.S77fsNM_006425 NP_006416 O95391 SLU7_HUMAN 1AGGTCTTTTTGAAGGATCAATA0.337

- 2 171NOP16_uc003med.2_Frame_Shift_Del_p.G57fs|NOP16_uc003mee.2_Frame_Shift_Del_p.G57fs|NOP16_uc011dfm.1_Frame_Shift_Del_p.G57fs|HIGD2A_uc003meg.2_5'FlankNM_016391 NP_057475 Q9Y3C1 NOP16_HUMAN 2CCACAGCCAACCCCATCTCGG0.592



- 6 1314UIMC1_uc003mfc.1_Frame_Shift_Del_p.S260fs|UIMC1_uc003mfd.1_Intron|UIMC1_uc003mfg.1_Intron|UIMC1_uc003mff.1_IntronNM_016290 NP_057374 Q96RL1 UIMC1_HUMAN AIR. 4TCTTTCAAGCTTTTAATTGAG0.418

+ 23 6934NSD1_uc003mft.3_Frame_Shift_Del_p.K1997fs|NSD1_uc011dfx.1_Frame_Shift_Del_p.K1914fsNM_022455 NP_071900 Q96L73 NSD1_HUMAN Pro-rich. 3GTCGCTCTCCAAAAAAGCTCT0.517 rs142030334

+ 1 1122_1123 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Poly-Gly. 1 cgggcagctcgggcggcggcgg0.49 rs71807729

+ 6 1502ZNF192_uc010jqx.1_Frame_Shift_Del_p.G440fs|ZNF192_uc010jqy.1_Frame_Shift_Del_p.G253fs|ZNF192_uc011dkz.1_Frame_Shift_Del_p.G253fsNM_006298 NP_006289 Q15776 ZN192_HUMAN C2H2-type 5. 0TAATGAGTGTGGGAAAGCTTT0.498

- 3 758TRIM10_uc003npn.2_Frame_Shift_Del_p.E228fsNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0CGGCAGATCTCCCCAGCAACC0.532

+ 13 1843DDR1_uc010jse.2_Intron|DDR1_uc003nrq.2_Intron|DDR1_uc003nrs.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrt.2_Intron|DDR1_uc011dms.1_Intron|DDR1_uc003nru.2_Intron|DDR1_uc003nrv.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrw.1_Frame_Shift_Del_p.A300fs|DDR1_uc003nry.1_Intron|DDR1_uc003nrx.1_Intron|DDR1_uc003nrz.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANGly/Pro-rich.|Cytoplasmic (Potential). 9GAGGCCCGGGCCCCCCCACAC0.682

- 8 922_924EHMT2_uc003nxy.1_In_Frame_Del_p.95_96EE>E|EHMT2_uc011don.1_In_Frame_Del_p.361_362EE>E|EHMT2_uc003nya.1_In_Frame_Del_p.304_305EE>ENM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN Poly-Glu. 1 ttcctcctcttcctcctcctcct 0.296

+ 2 246PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Frame_Shift_Del_p.P4fs|PHF1_uc010jux.2_5'UTRNM_024165 NP_077084 O43189 PHF1_HUMAN 0AATGGCGCAGCCCCCCCGGCT0.557

+ 2 479 NM_152735 NP_689948 Q96C00 ZBTB9_HUMAN BTB. 0TGCTGCCTCTCCTTACTTCCA0.557

+ 7 1266FOXP4_uc003oqm.2_Frame_Shift_Del_p.P268fs|FOXP4_uc003oqn.2_Frame_Shift_Del_p.P269fsNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1CAAGGTCTCACCCCCCCTCTC0.677

- 65 11987_11988DST_uc003pcz.3_Frame_Shift_Ins_p.I3809fs|DST_uc011dxj.1_Frame_Shift_Ins_p.I3838fs|DST_uc011dxk.1_Frame_Shift_Ins_p.I3849fs|DST_uc003pcy.3_Frame_Shift_Ins_p.I3483fsNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 10. 14TGCGGTCATGATTTTATGCCCA0.366

- 9 2112_2113FBXL4_uc003ppg.1_Frame_Shift_Del_p.K585fs|FBXL4_uc003pph.1_Frame_Shift_Del_p.K187fsNM_012160 NP_036292 Q9UKA2 FBXL4_HUMAN LRR 9. 2AAGAAAGATCTTTACAAGATTC0.332

+ 1 939_941ARID1B_uc003qqo.2_In_Frame_Del_p.G270del|ARID1B_uc003qqp.2_In_Frame_Del_p.G270delNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. 2 aggaggcagcggaggaggaggag0.158

- 4 650DAGLB_uc011jwt.1_5'UTR|DAGLB_uc011jwu.1_Intron|DAGLB_uc003sqb.2_Intron|DAGLB_uc003sqc.2_Intron|DAGLB_uc011jwv.1_RNA|DAGLB_uc003sqd.3_Frame_Shift_Del_p.G119fs|DAGLB_uc011jww.1_IntronNM_139179 NP_631918 Q8NCG7 DGLB_HUMANCytoplasmic (Potential). 3GAGCCATTTTCCCCCCAAGAG0.527

- 14 3432 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANTSP type-1 11.|Extracellular (Potential). 3CACGCAGCCATTTAGAACGAA0.498

- 5 773MACC1_uc010kug.2_Frame_Shift_Del_p.Q155fsNM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3ATGTATACTCTGATGGGCATG0.423

+ 8 2001_2002AUTS2_uc003tvx.3_Frame_Shift_Ins_p.P420fs|AUTS2_uc011keg.1_5'FlankNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 gcccgccccacctcacatctcc 0.134

+ 5 1242_1243DTX2_uc011kgk.1_Frame_Shift_Ins_p.H138fs|DTX2_uc003ufg.3_Frame_Shift_Ins_p.H229fs|DTX2_uc003ufh.3_Frame_Shift_Ins_p.H229fs|DTX2_uc003ufj.3_Frame_Shift_Ins_p.H229fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2GTCCCCCAGCACCCCCCACACA0.649 rs143934697

- 2 786CCDC146_uc003ufz.1_Intron|CCDC146_uc003uga.2_IntronNM_006682 NP_006673 Q14314 FGL2_HUMANFibrinogen C-terminal. 2TGTCCAGCCTCCCCCCATGGT0.483

+ 11 1177ZNF277_uc003vgf.2_Frame_Shift_Del_p.I272fs|ZNF277_uc003vgg.2_Frame_Shift_Del_p.I175fsNM_021994 NP_068834 Q9NRM2 ZN277_HUMAN 4GGTCAATTTTATTCGGAGGCA0.358

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

- 11 2513PSD3_uc003wyx.3_Splice_Site_p.T133_splice|PSD3_uc003wyy.2_Splice_Site_p.T270_splice|PSD3_uc003wyz.2_Splice_Site_p.T105_spliceNM_015310 NP_056125 Q9NYI0 PSD3_HUMAN 3CATGATACTTACTCTTCTTTC0.323

+ 5 542HNF4G_uc003yar.2_Frame_Shift_Del_p.T128fsNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1AGAATAAGCACCAGAAGAAGC0.433

- 6 468CCNE2_uc003yhd.2_Frame_Shift_Del_p.K120fsNM_057749 NP_477097 O96020 CCNE2_HUMAN 0TCTGCTCTCCTTTTTTAACAT0.323

- 7 1565_1566RNF19A_uc003yjk.1_Frame_Shift_Del_p.I416fsNM_015435 NP_056250 Q9NV58 RN19A_HUMAN 4ACACCACCTGCTATGGCCAAAT0.386

- 7 1904LRP12_uc003ymb.2_Frame_Shift_Del_p.W584fs|LRP12_uc003ylz.2_Frame_Shift_Del_p.W9fsNM_013437 NP_038465 Q9Y561 LRP12_HUMANCytoplasmic (Potential). 0AAATACGGTTCCAAATGTTGC0.453

+ 8 1139ZFPM2_uc011lhs.1_Frame_Shift_Del_p.F103fs|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5ATTTCGGCTTCCAGACTCAGA0.502

- 14 1846EIF2C2_uc010men.2_Frame_Shift_Del_p.P525fs|EIF2C2_uc010meo.2_Frame_Shift_Del_p.P602fsNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0CATCCCCGGCGGGGGGGTGAG0.647 rs148575703

- 4 773_774FAM83H_uc010mfk.1_5'FlankNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3CGGCACAGTCCACCAGCAGGAA0.658

- 4 737_738LRRC24_uc003zdn.2_Frame_Shift_Del_p.T199fs|LRRC14_uc003zdk.1_3'UTR|LRRC14_uc003zdl.1_3'UTR|LRRC14_uc003zdo.2_IntronNM_001024678 NP_001019849 Q50LG9 LRC24_HUMAN 0AAGAGGTACCTGTGAGGCGCAG0.634

+ 1 568_569 NM_133497 NP_598004 Q8TDN2 KCNV2_HUMANCytoplasmic (Potential). 2TGGCCGGCTTCCCCAAGACGCG0.658

+ 13 2023NPR2_uc010mlb.2_Frame_Shift_Del_p.D651fsNM_003995 NP_003986 P20594 ANPRB_HUMANProtein kinase.|Cytoplasmic (Potential). 3TGCTGAACCTGATGACAGCCA0.537

+ 5 647PRRG1_uc004ddo.2_Frame_Shift_Del_p.P132fsNM_000950 NP_000941 O14668 TMG1_HUMANCytoplasmic (Potential).|Poly-Pro. 2TATCACCCCACCCCCCCCACC0.488

- 1 81SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN PDZ. 1CCCCAGGGTGCCCCCCCTTGC0.642

- 7 1047_1048TRMT2B_uc004egp.2_RNA|TRMT2B_uc004egr.2_Frame_Shift_Del_p.L250fs|TRMT2B_uc004egs.2_Frame_Shift_Del_p.L250fs|TRMT2B_uc004egt.2_Frame_Shift_Del_p.L250fs|TRMT2B_uc004egu.2_Frame_Shift_Del_p.L131fs|TRMT2B_uc004egv.2_Frame_Shift_Del_p.L205fsNM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1CACCTGACTTAATTTCTGGGGA0.426

+ 3 1556_1558MAMLD1_uc011mxt.1_In_Frame_Del_p.Q464del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q429delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 AAGCcagcaacagcagcagcagc0.433

- 1 203PEX14_uc001arm.1_5'Flank|PEX14_uc009vmu.1_5'Flank|PEX14_uc001arn.2_5'Flank|PEX14_uc009vmv.2_5'Flank|PEX14_uc010oam.1_5'Flank|PEX14_uc010oan.1_5'Flank|DFFA_uc001ark.2_Frame_Shift_Del_p.A35fs|PEX14_uc001arl.2_5'FlankNM_004401 NP_004392 O00273 DFFA_HUMAN CIDE-N. 0GGCAGGAGGCGGCCACGCCGT0.706

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

- 31 5335NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Frame_Shift_Del_p.Q1638fs|PDE4DIP_uc001elv.3_Frame_Shift_Del_p.Q689fsNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5GGGGTATTCTGGGGAGTTGGC0.517

+ 6 700ECM1_uc010pce.1_Frame_Shift_Del_p.F96fs|ECM1_uc010pcf.1_Frame_Shift_Del_p.F89fs|ECM1_uc001eut.2_Frame_Shift_Del_p.F167fs|ECM1_uc001euu.2_Frame_Shift_Del_p.F196fs|ECM1_uc001euv.2_Frame_Shift_Del_p.F194fs|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN2 X approximate repeats.|1. 3TGGATGGCTTCCCCCCTGGGC0.602

- 18 1926ARNT_uc010pck.1_Frame_Shift_Del_p.R84fs|ARNT_uc001evs.1_Frame_Shift_Del_p.R580fs|ARNT_uc009wmb.1_Frame_Shift_Del_p.R581fs|ARNT_uc009wmc.1_Frame_Shift_Del_p.R595fs|ARNT_uc009wmd.1_Frame_Shift_Del_p.R580fsNM_001668 NP_001659 P27540 ARNT_HUMAN 9TCTGCCGGCCGGGGGGTAGGA0.527

- 11 1604RFX5_uc001exw.1_Frame_Shift_Del_p.R464fs|RFX5_uc009wmr.1_Frame_Shift_Del_p.R464fs|RFX5_uc010pcx.1_Frame_Shift_Del_p.R424fsNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1CCCCGTTTCCTTTTGGCATCA0.537

- 4 261_262GPATCH4_uc001fpl.2_Frame_Shift_Del_p.F69fsNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1GCAGTCTTGTTGAAGAGCTCAT0.545

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

+ 20 6213PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16TGTGTGTAATCCCCCCCAGTG0.468

+ 20 2516MTR_uc010pxw.1_Frame_Shift_Del_p.Q291fs|MTR_uc010pxx.1_Intron|MTR_uc010pxy.1_Frame_Shift_Del_p.Q552fsNM_000254 NP_000245 Q99707 METH_HUMANB12-binding N-terminal. 3AGGTTAAACCAAAAAAAATAT0.279



- 11 1419_1421ABI1_uc001ite.2_In_Frame_Del_p.P356del|ABI1_uc010qdh.1_In_Frame_Del_p.P298del|ABI1_uc010qdi.1_In_Frame_Del_p.P239del|ABI1_uc001isy.2_In_Frame_Del_p.P391del|ABI1_uc001ita.2_In_Frame_Del_p.P362del|ABI1_uc001isz.2_In_Frame_Del_p.P386del|ABI1_uc001itb.2_In_Frame_Del_p.P406del|ABI1_uc001itc.2_In_Frame_Del_p.P390del|ABI1_uc010qdj.1_In_Frame_Del_p.P332del|ABI1_uc001itd.2_In_Frame_Del_p.P361del|ABI1_uc010qdk.1_In_Frame_Del_p.P303del|ABI1_uc010qdg.1_In_Frame_Del_p.P228delNM_005470 NP_005461 Q8IZP0 ABI1_HUMAN Pro-rich. 1CATAATCCACTGGTGGTGGTGGT0.478

- 9 1366PARD3_uc010qek.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qel.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qem.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qen.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qeo.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qep.1_Frame_Shift_Del_p.I412fs|PARD3_uc010qeq.1_Frame_Shift_Del_p.I412fs|PARD3_uc001ixo.1_Frame_Shift_Del_p.I186fs|PARD3_uc001ixp.1_Frame_Shift_Del_p.I321fs|PARD3_uc001ixq.1_Frame_Shift_Del_p.I456fs|PARD3_uc001ixr.1_Frame_Shift_Del_p.I456fs|PARD3_uc001ixt.1_Frame_Shift_Del_p.I277fs|PARD3_uc001ixu.1_Frame_Shift_Del_p.I412fs|PARD3_uc001ixs.1_Frame_Shift_Del_p.I109fsNM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1CTCTTGCCTATTTTTTTGGTG0.433

- 8 1142_1144PCDH15_uc010qhq.1_In_Frame_Del_p.254_255TT>T|PCDH15_uc010qhr.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc010qhs.1_In_Frame_Del_p.254_255TT>T|PCDH15_uc010qht.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc010qhu.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc001jjv.1_In_Frame_Del_p.227_228TT>T|PCDH15_uc010qhv.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc010qhw.1_In_Frame_Del_p.212_213TT>T|PCDH15_uc010qhx.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc010qhy.1_In_Frame_Del_p.254_255TT>T|PCDH15_uc010qhz.1_In_Frame_Del_p.249_250TT>T|PCDH15_uc010qia.1_In_Frame_Del_p.227_228TT>T|PCDH15_uc010qib.1_In_Frame_Del_p.227_228TT>T|PCDH15_uc001jjw.2_In_Frame_Del_p.249_250TT>TNM_033056 NP_149045 Q96QU1 PCD15_HUMANExtracellular (Potential).|Cadherin 2.p.T250N(1) 13CACTGTGAGAGTGGTGGTGGTGG0.438

+ 10 1630STAMBPL1_uc010qmx.1_Frame_Shift_Del_p.K403fs|STAMBPL1_uc009xto.2_RNA|STAMBPL1_uc001kfl.2_Frame_Shift_Del_p.K403fs|STAMBPL1_uc001kfn.2_Frame_Shift_Del_p.K237fsNM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1TTCTGCTTGTAAAAAAAAGGG0.423

- 13 1003 NM_024541 NP_078817 Q5T2E6 CJ076_HUMAN 0TCATAAAGTGCCAGAAGAATG0.348

- 12 2578_2579C10orf118_uc009xyd.1_Frame_Shift_Del_p.L240fs|C10orf118_uc001lbc.1_Frame_Shift_Del_p.L642fs|C10orf118_uc009xye.1_RNANM_018017 NP_060487 Q7Z3E2 CJ118_HUMAN Potential. 2TCTTCCTCTTTCAACAACCTAC0.356

- 25 3386_3388SBF2_uc001mif.3_In_Frame_Del_p.D839del|uc001mig.2_IntronNM_030962 NP_112224 Q86WG5 MTMRD_HUMAN 3ATACCAGATACATCATCATCTTC0.355

- 5 7272AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CTTTGATTTTGGGTCCCTTTA0.458

+ 4 523_524KAT5_uc001ofj.2_Frame_Shift_Del_p.P91fs|KAT5_uc001ofk.2_Frame_Shift_Del_p.P124fs|KAT5_uc010roo.1_Frame_Shift_Del_p.P124fs|KAT5_uc001ofl.2_5'UTRNM_006388 NP_006379 Q92993 KAT5_HUMAN 0CTGGCTCTCCAGAGAGAGAGGT0.564

+ 9 1355NDUFV1_uc010rpv.1_Frame_Shift_Del_p.R300fs|NDUFV1_uc001oml.2_Frame_Shift_Del_p.R394fs|NDUFV1_uc001omk.3_Frame_Shift_Del_p.R392fs|NDUFV1_uc010rpw.1_Frame_Shift_Del_p.R110fsNM_007103 NP_009034 P49821 NDUV1_HUMAN 1CGTTTCGTGAGGGGGGATGCC0.632

- 6 1503_1505PVRL1_uc001pwu.1_IntronNM_002855 NP_002846 Q15223 PVRL1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0 CCTCCACCGCcctcctcctcctc0.576

- 4 605CDON_uc001qdc.3_Frame_Shift_Del_p.K159fs|CDON_uc001qdd.3_RNA|CDON_uc009zbx.2_Frame_Shift_Del_p.K159fsNM_016952 NP_058648 Q4KMG0 CDON_HUMANExtracellular (Potential).|Ig-like C2-type 2. 6GTTCCAGCCATTTTCCCCGGA0.458

- 3 440_442 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGAG0.601

+ 4 1243_1245 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2TGACAAAAGACCTCCTCCTCCTC0.414 rs79406084

+ 18 1613TENC1_uc001sbl.2_Frame_Shift_Del_p.T369fs|TENC1_uc001sbn.2_Frame_Shift_Del_p.T503fs|TENC1_uc001sbq.2_5'UTR|TENC1_uc001sbr.2_RNA|TENC1_uc009zmr.2_5'UTR|TENC1_uc001sbs.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2CCCCGGCAGACCCCCCCGGCA0.677 rs142183380

+ 23 5212_5213ESPL1_uc001scj.2_Frame_Shift_Del_p.T1382fsNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3CAGGGGTGACTGTGTGTGTGTT0.436

+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=5; (Potential). 3ACTCATGGCATTTTTTTTAGC0.393

- 27 3380_3382SMARCC2_uc001skd.2_Intron|SMARCC2_uc001ska.2_Intron|SMARCC2_uc001skc.2_Intron|SMARCC2_uc010sqf.1_IntronNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6TGGATGGAGCAGGAGGAGGAGGA0.591

- 7 992TMEM194A_uc001smx.2_Frame_Shift_Del_p.E243fs|TMEM194A_uc010sra.1_Frame_Shift_Del_p.E57fsNM_001130963 NP_001124435 O14524 T194A_HUMAN 0ATAGGGTGTTCCAGGTTCTTA0.453

+ 2 348OSGEP_uc001vxf.2_5'Flank|APEX1_uc001vxh.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxi.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxj.2_Frame_Shift_Del_p.K6fsNM_001641 NP_001632 P27695 APEX1_HUMANNecessary for interaction with YBX1, binding to RNA, NPM1-dependent association with rRNA, endoribonuclease activity on abasic RNA and localization in the nucleoli.4GAAGCGTGGGAAAAAGGGAGC0.557

+ 5 648KIAA0391_uc001wta.2_RNA|PSMA6_uc010tpt.1_Frame_Shift_Del_p.E101fs|PSMA6_uc010tpu.1_Frame_Shift_Del_p.E101fsNM_002791 NP_002782 P60900 PSA6_HUMAN 0AGCTTCCTTGAAAAAAAAGTG0.403

- 2 873_874ZFP36L1_uc001xki.1_Frame_Shift_Ins_p.N248fsNM_004926 NP_004917 Q07352 TISB_HUMAN 1CAAAAGGGTTATTGGTGCCATC0.624

+ 8 1064_1066CCNK_uc001ygg.3_IntronNM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0GCAACCAGCCCAGCAGCAGCAGC0.621

+ 11 1696_1698SPINT1_uc001znb.2_In_Frame_Del_p.H485del|SPINT1_uc001znc.2_In_Frame_Del_p.H485del|SPINT1_uc010ucs.1_In_Frame_Del_p.H492delNM_181642 NP_857593 O43278 SPIT1_HUMAN 1CTTCCACGGACACCACCACCACC0.586

+ 4 271 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0GACTTTGTTTATGGGCAGAAG0.507

+ 15 1993_1995SLC5A11_uc002dms.2_In_Frame_Del_p.S528del|SLC5A11_uc010vcd.1_In_Frame_Del_p.S557del|SLC5A11_uc002dmt.2_In_Frame_Del_p.S436del|SLC5A11_uc010vce.1_In_Frame_Del_p.S522del|SLC5A11_uc010bxt.2_In_Frame_Del_p.S528del|SLC5A11_uc002dmv.2_In_Frame_Del_p.S215delNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TGCCAGAGGCCAGCAGCAGCAGC0.542

+ 8 892KIAA0556_uc002dox.1_Frame_Shift_Del_p.P198fsNM_015202 NP_056017 O60303 K0556_HUMAN 8GGTTTTCGTTCCCACCAAACC0.512

+ 25 5954SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.P1652fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.P1427fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4GCGCTCTGGTCCCCCCAGCCC0.612

+ 8 912_914CHRNB1_uc010vty.1_In_Frame_Del_p.L222del|CHRNB1_uc010vtz.1_In_Frame_Del_p.L128delNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). 2TACTGTGTTCCTGCTGCTGCTGG0.498

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 agagggcgacgaggaggaggagg0.305

+ 10 2188_2189CNTROB_uc002gjp.2_Frame_Shift_Del_p.R423fs|CNTROB_uc002gjr.2_Frame_Shift_Del_p.R325fs|CNTROB_uc010vum.1_Frame_Shift_Del_p.R135fsNM_053051 NP_444279 Q8N137 CNTRB_HUMANPotential.|Required for centrosome localization. 2ATACAGCTCGGAGAGAGAGAGA0.579

+ 15 2070TRAF4_uc002hcq.1_5'Flank|TRAF4_uc002hcs.2_5'FlankNM_178170 NP_835464 Q86SG6 NEK8_HUMAN p.P703fs*10(1) 6ATGAGCCGGTCCCCCCCTGAG0.582

+ 11 2096CASC3_uc002hue.2_Frame_Shift_Del_p.P601fsNM_007359 NP_031385 O15234 CASC3_HUMANNecessary for localization in cytoplasmic stress granules.1AGGCCTCTATCCCCCACCAGT0.483

- 9 1271STAT5B_uc002hzi.3_Frame_Shift_Del_p.Q368fsNM_012448 NP_036580 P51692 STA5B_HUMAN 6GCCTTCACCTGGGGGGGGTTC0.577 rs144993426

- 6 674UBTF_uc002igc.2_Frame_Shift_Del_p.Q203fs|UBTF_uc010czs.2_Frame_Shift_Del_p.Q203fs|UBTF_uc002igd.2_Frame_Shift_Del_p.Q203fs|UBTF_uc010czt.2_Frame_Shift_Del_p.Q203fs|UBTF_uc002ige.2_Frame_Shift_Del_p.Q203fsNM_014233 NP_055048 P17480 UBF1_HUMAN HMG box 2. 0CACAGCTGCTGGGGGGTTTTG0.597

- 2 169UBTF_uc002igc.2_Frame_Shift_Del_p.M34fs|UBTF_uc010czs.2_Frame_Shift_Del_p.M34fs|UBTF_uc002igd.2_Frame_Shift_Del_p.M34fs|UBTF_uc010czt.2_Frame_Shift_Del_p.M34fs|UBTF_uc002ige.2_Frame_Shift_Del_p.M34fsNM_014233 NP_055048 P17480 UBF1_HUMAN 0GGTTGTTCTTCATGCATTCCA0.468

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 ctcctcgtcatcctcctcctcct 0.527

+ 10 2507CTDP1_uc002lni.1_Frame_Shift_Del_p.R787fs|CTDP1_uc010drd.1_Frame_Shift_Del_p.R787fsNM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0ACGGGCGCCCGGGGGCCCCCA0.672

+ 3 452ACSBG2_uc002mee.1_5'UTR|ACSBG2_uc002meg.1_Frame_Shift_Del_p.G75fs|ACSBG2_uc002meh.1_Frame_Shift_Del_p.G75fs|ACSBG2_uc002mei.1_Frame_Shift_Del_p.G25fs|ACSBG2_uc010xiz.1_Frame_Shift_Del_p.G75fsNM_030924 NP_112186 Q5FVE4 ACBG2_HUMAN 1CCAAGAATGGCAAAAAGTGGG0.413

- 1 625_627LGI4_uc002nxy.1_Intron|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_In_Frame_Del_p.L11delNM_139284 NP_644813 Q8N135 LGI4_HUMAN 1CCGCCCCAGCCAGCAGCAGCAGC0.695

+ 28 3926RYR1_uc002oiu.2_Frame_Shift_Del_p.P1266fsNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12TGTGGACACGCCCCCCTGCCT0.667

+ 4 387_389LENG8_uc002qfw.2_In_Frame_Del_p.Q85del Q96PV6 LENG8_HUMAN Poly-Gln. 2CCTCAGCTTTGCAGCAGCAGCAG0.532

- 2 511ZEB2_uc002tvv.2_Frame_Shift_Del_p.R6fs|ZEB2_uc010zbm.1_Frame_Shift_Del_p.R6fs|ZEB2_uc010fnp.2_Frame_Shift_Del_p.R6fs|ZEB2_uc010fnq.1_Frame_Shift_Del_p.R40fs|ZEB2_uc002tvw.2_Frame_Shift_Del_p.R6fs|ZEB2_uc002tvx.1_RNA|ZEB2_uc002tvy.2_Frame_Shift_Del_p.R40fs|ZEB2_uc002tvz.2_RNA|ZEB2_uc002twa.2_RNANM_014795 NP_055610 O60315 ZEB2_HUMAN 9CTCTTGCACCGGGGGCCATCC0.602

- 16 1860_1861ANKRD44_uc002utz.3_Intron|ANKRD44_uc002uua.1_Intron|ANKRD44_uc010zgw.1_Frame_Shift_Del_p.H493fsNM_153697 NP_710181 Q8N8A2 ANR44_HUMAN 5ATTTGGGGTATGTGTGTGTGTG0.342

+ 9 1518CYP20A1_uc002uzx.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc010zif.1_Frame_Shift_Del_p.Q307fs|CYP20A1_uc002uzy.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc002uzw.3_RNA|CYP20A1_uc010ftw.2_Frame_Shift_Del_p.Q29fsNM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0GAAGAAGTTCAAAAAAAATTA0.348

+ 3 680CTLA4_uc002val.1_Intron|CTLA4_uc010fty.1_Intron|CTLA4_uc010ftz.1_IntronNM_005214 NP_005205 P16410 CTLA4_HUMANHelical; (Potential). 0TTCGGGGTTGTTTTTTTATAG0.478

- 17 2374_2376TNS1_uc002vgr.2_In_Frame_Del_p.Q659del|TNS1_uc002vgs.2_In_Frame_Del_p.Q659del|TNS1_uc010zjv.1_In_Frame_Del_p.Q659del|TNS1_uc010fvj.1_In_Frame_Del_p.Q727del|TNS1_uc010fvk.1_In_Frame_Del_p.Q784del|TNS1_uc010fvi.1_In_Frame_Del_p.Q346delNM_022648 NP_072174 Q9HBL0 TENS1_HUMAN Gln-rich. 4 GGTGGGCGAGgctgctgctgctg0.562



+ 11 1399_1400INPP5D_uc010zmp.1_Frame_Shift_Ins_p.A415fsNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2TGAAGGTAACGCCCCCCCTCCC0.535

- 3 556DSN1_uc002xfz.2_Frame_Shift_Del_p.K61fs|DSN1_uc002xfy.3_Intron|DSN1_uc002xga.2_Frame_Shift_Del_p.K61fs|DSN1_uc010zvs.1_Intron|DSN1_uc002xgc.2_Frame_Shift_Del_p.K45fs|DSN1_uc002xgb.2_Frame_Shift_Del_p.K45fsNM_001145316 NP_001138788 Q9H410 DSN1_HUMAN 2AATTTCCCCCTTTTTTAGGGC0.463

- 4 583 PSMA7_uc002yby.1_RNANM_002792 NP_002783 O14818 PSA7_HUMAN 0AACTCACCTTCCAGGCATGGT0.572

- 3 1084_1085TCFL5_uc002ydo.2_Frame_Shift_Del_p.G104fs|TCFL5_uc002ydq.2_Frame_Shift_Del_p.G331fsNM_006602 NP_006593 Q9UL49 TCFL5_HUMAN 1TCGCTTACCTCCCACTTTAATC0.46

- 15 1862_1864 NM_014227 NP_055042 Q9NY91 SC5A4_HUMANCytoplasmic (Potential). 0GCTCAAGGCTTCCTCCTCCTCCT0.502

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

- 7 811C22orf9_uc010gzw.1_Frame_Shift_Del_p.Q101fs|C22orf9_uc003bfv.1_Frame_Shift_Del_p.Q258fs|C22orf9_uc003bfw.1_Frame_Shift_Del_p.Q254fs|C22orf9_uc010gzx.2_Frame_Shift_Del_p.Q231fs|MIR1249_hsa-mir-1249|MI0006384_5'FlankNM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0CCCTTGCCCTGGGGGCCCTTC0.632

- 20 3224SRGAP3_uc003brg.1_Frame_Shift_Del_p.V826fsNM_014850 NP_055665 O43295 SRGP2_HUMAN 9CGGCCCATCACCCCCCCAAAG0.557

+ 2 195_197RAD54L2_uc003dbh.2_5'UTRNM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 ggatgcggaagaggaggaggagg0.429

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9GTTCCTCAACGGGGGGGACCT0.602

- 3 2530ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Frame_Shift_Del_p.Y645fs|ZNF721_uc010ibe.2_Frame_Shift_Del_p.Y601fsNM_133474 NP_597731 D9N162 D9N162_HUMAN 1CTTCACATTTGTAAAGTTTCT0.408

+ 1 4021_4022 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCGCCTGCTCACACGTGCCC0.653

+ 1 363_364NUDT9_uc003hqr.2_Intron|NUDT9_uc010ikl.2_Frame_Shift_Del_p.S14fsNM_024047 NP_076952 Q9BW91 NUDT9_HUMAN 0AGCCGCGGTGTCTCTCTCTCTG0.649 rs151296797

+ 22 2502KIAA0922_uc010ipp.2_Splice_Site_p.V818_splice|KIAA0922_uc010ipq.2_Splice_Site_p.V586_spliceNM_015196 NP_056011 A2VDJ0 T131L_HUMAN 2CAGCATTGTGTAAGCATTGGG0.383

- 7 1606_1608SH3RF1_uc010irc.1_In_Frame_Del_p.A124delNM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN Poly-Ala. 3GGTCCCATTCCAGCAGCAGCAGC0.601

- 6 1177_1194SKIV2L2_uc003jpy.3_3'UTR|SKIV2L2_uc011cqi.1_3'UTR|PPAP2A_uc003jpz.2_In_Frame_Del_p.TSFKER255del|PPAP2A_uc003jqb.2_RNANM_003711 NP_003702 O14494 LPP1_HUMANCytoplasmic (Potential). 2TCCTCCTCTTTTCTTTCTTTAAAAGAAGTTCTTTCTTT0.381

+ 5 424CENPH_uc010ixc.2_IntronNM_022909 NP_075060 Q9H3R5 CENPH_HUMAN Potential. 1AACTGCACTTAAAAAAAACCT0.323

- 3 491_492NUDT12_uc011cvb.1_Frame_Shift_Del_p.R115fsNM_031438 NP_113626 Q9BQG2 NUD12_HUMAN 0CAGAATTATTTCTCTTTTCACT0.386 rs7734923

+ 16 2438_2439APC_uc011cvt.1_Frame_Shift_Del_p.N668fs|APC_uc003kpz.3_Frame_Shift_Del_p.N686fs|APC_uc003kpy.3_Frame_Shift_Del_p.N686fs|APC_uc010jbz.2_Frame_Shift_Del_p.N403fs|APC_uc010jca.2_5'UTRNM_001127511 NP_001120983 P25054 APC_HUMANLeu-rich.|ARM 6. p.?(1) 2515CTTTGTGGAATCTCTCAGCAAG0.381

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

- 2 322_323PPIC_uc011cwp.1_Frame_Shift_Del_p.L73fsNM_000943 NP_000934 P45877 PPIC_HUMANPPIase cyclophilin-type. 1TCCTGTTGCTAGAGCAACAAAA0.361 rs150587688

+ 4 653TCF7_uc003kyu.1_Frame_Shift_Del_p.P38fs|TCF7_uc003kyv.2_Frame_Shift_Del_p.P38fs|TCF7_uc003kyw.2_Frame_Shift_Del_p.P38fs|TCF7_uc003kyx.2_5'UTR|TCF7_uc003kyy.2_Frame_Shift_Del_p.P38fs|TCF7_uc003kyz.2_Frame_Shift_Del_p.P38fs|TCF7_uc003kza.2_Frame_Shift_Del_p.P38fsNM_003202 NP_003193 P36402 TCF7_HUMAN 0GGCCAATCAGCCCCCCCACGG0.572

- 22 12451GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Frame_Shift_Del_p.P753fsNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6GCGGGAGTCTGGGGGGCACAC0.562

- 1 189_191HAVCR2_uc003lwl.2_In_Frame_Del_p.15_16LL>LNM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0TGTAAGTAGTAGCAGCAGCAGCA0.291

- 6 1314UIMC1_uc003mfc.1_Frame_Shift_Del_p.S260fs|UIMC1_uc003mfd.1_Intron|UIMC1_uc003mfg.1_Intron|UIMC1_uc003mff.1_IntronNM_016290 NP_057374 Q96RL1 UIMC1_HUMAN AIR. 4TCTTTCAAGCTTTTAATTGAG0.418

+ 1 109_110 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0CAGCTGGCCTCGGAGGAGGAGG0.728

+ 15 3067_3069SYNGAP1_uc010juy.2_In_Frame_Del_p.H937del|SYNGAP1_uc010juz.2_In_Frame_Del_p.H678delNM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4 TTCCTCccatcaccaccaccacc0.547

- 4 624 NM_001085480 NP_001078949 Q5T6X4 F162B_HUMAN 0ATTTAGCTTTAGCCTGTGCAG0.418

+ 1 939_941ARID1B_uc003qqo.2_In_Frame_Del_p.G270del|ARID1B_uc003qqp.2_In_Frame_Del_p.G270delNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. 2 aggaggcagcggaggaggaggag0.158

+ 7 1285_1286EIF3B_uc003sly.2_Frame_Shift_Del_p.P401fs|EIF3B_uc003sma.2_Frame_Shift_Del_p.P129fsNM_003751 NP_003742 P55884 EIF3B_HUMANSufficient for interaction with EIF3E.|WD 2. 0CAGGATGACCCTCAGGCCATAA0.51

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1CTGGTGCTTTTTCTTCTTCTTCT0.433

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

- 1 280LOC285954_uc003tht.3_Intron|INHBA_uc003thr.2_Frame_Shift_Del_p.W15fs|LOC285954_uc003ths.2_IntronNM_002192 NP_002183 P08476 INHBA_HUMAN 6TCACTATAATCCAGCAACTTG0.577

+ 52 8006_8007TRRAP_uc011kis.1_Frame_Shift_Del_p.L2581fs|TRRAP_uc003upr.2_Frame_Shift_Del_p.L2298fsNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37ACAAGTTTCTGGACACTCTCCG0.495

+ 2 178SGK3_uc003xwp.2_Intron|C8orf44_uc003xwq.1_Frame_Shift_Del_p.N9fsNM_019607 NP_062553 Q96CB5 CH044_HUMAN 0GAGTTATCTCAACCAGCCAGC0.403

- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2CAATTTCGTCAAAAAAAATAA0.413

- 6 1030SUGT1P1_uc010mjq.1_Intron|BAG1_uc003zsi.2_Frame_Shift_Del_p.K176fs|BAG1_uc003zsk.2_Frame_Shift_Del_p.K140fsNM_004323 NP_004314 Q99933 BAG1_HUMANInteraction with PPP1R15A.|BAG. 1CACCTGAACCTTTTTTACCAA0.358

- 4 454_455CIZ1_uc004btr.2_Frame_Shift_Del_p.L97fs|CIZ1_uc004bts.2_Intron|CIZ1_uc011maq.1_Frame_Shift_Del_p.L97fs|CIZ1_uc004btu.2_Intron|CIZ1_uc011mar.1_5'UTR|CIZ1_uc011mas.1_Frame_Shift_Del_p.L127fs|CIZ1_uc004btw.2_Frame_Shift_Del_p.L97fs|CIZ1_uc004btv.2_Frame_Shift_Del_p.L97fs|CIZ1_uc004btx.2_IntronNM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4 gcaaactggtccagtcctttag 0

+ 5 647PRRG1_uc004ddo.2_Frame_Shift_Del_p.P132fsNM_000950 NP_000941 O14668 TMG1_HUMANCytoplasmic (Potential).|Poly-Pro. 2TATCACCCCACCCCCCCCACC0.488

- 14 2238LAS1L_uc004dwc.1_Frame_Shift_Del_p.G705fs|LAS1L_uc004dwd.1_Frame_Shift_Del_p.G663fs|LAS1L_uc004dvy.1_3'UTR|LAS1L_uc004dvz.1_Frame_Shift_Del_p.G235fsNM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4CATGCAGCTGCCCCTGGCTCC0.512

- 2 574_575NKAP_uc004esg.2_5'FlankNM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2ATTCTCCAATTCTCTCTCTCTC0.317

- 7 811_812CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 NA 0GGCAAGGTACGCCGCGGTGGTG0.649

- 3 1621_1622CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Frame_Shift_Ins_p.P302fsNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. NA 0CACCATAAGATGGCGGGGGCCC0.475

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. NA 0GCTCTGGCCTTGTCTGTCTGTCTG0.485

+ 2 137_139 NM_000427 NP_000418 P23490 LORI_HUMAN NA 0 ggtggcggcggcagcggcggtgg0.207 rs6661601

- 37 12084_12086ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. NA 19 ggtggtggcagtggtggtggtgg 0.32

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. NA 2CGAACTGCACCAGCAGCAGCAGC0.626



- 10 1133_1134NFRKB_uc001qfg.2_Frame_Shift_Ins_p.K336fs|NFRKB_uc001qfh.2_Frame_Shift_Ins_p.K334fs|NFRKB_uc010sbw.1_Frame_Shift_Ins_p.K323fsNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN Lys-rich. NA 3TTTCCTTAACCTTTTTTTTAAG0.441

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. NA 4TCTCCGGAAAGCGTTTTCTCC0.408

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. NA 3GATGTCCACACACCACCACCACC0.576

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. NA 2CTGTCGCCGTcaccaccaccacc0.369

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN NA 1TTGCCTCCTGCTCCTCCTCCTCC0.64

+ 11 1043_1044ATP6V1C2_uc002rat.2_IntronNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN NA 1GCAGACCGACAGAGAGAGAGAG0.604

+ 3 173_174FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR NA 0TCACTTAGGGGAAAATGGCTTT0.322

+ 6 711_713MED15_uc002zsn.1_In_Frame_Del_p.Q137del|MED15_uc002zso.2_In_Frame_Del_p.Q147del|MED15_uc002zsq.2_In_Frame_Del_p.Q218del|MED15_uc010gso.2_In_Frame_Del_p.Q218del|MED15_uc002zsr.2_In_Frame_Del_p.Q192del|MED15_uc011ahs.1_In_Frame_Del_p.Q192del|MED15_uc011aht.1_In_Frame_Del_p.Q192del|MED15_uc002zss.2_In_Frame_Del_p.Q137del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. NA 1 gcagcagctccagcagcagcagc0.187

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. NA 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

+ 7 1453EDEM1_uc011asz.1_Frame_Shift_Del_p.F219fs|EDEM1_uc003bqh.2_Frame_Shift_Del_p.F441fsNM_014674 NP_055489 Q92611 EDEM1_HUMANLumenal (Potential). NA 3TCTGCAGGCCTTTTTCCCTGG0.463

+ 16 1633_1634PDGFRA_uc003haa.2_Intron|FIP1L1_uc011bzu.1_Frame_Shift_Del_p.R477fs|FIP1L1_uc003gzz.2_Frame_Shift_Del_p.R409fs|FIP1L1_uc003hab.2_Frame_Shift_Del_p.R448fs|FIP1L1_uc003hac.2_Frame_Shift_Del_p.R237fs|FIP1L1_uc010ign.2_RNA|FIP1L1_uc003had.2_Frame_Shift_Del_p.P67fs|FIP1L1_uc003hae.2_Frame_Shift_Del_p.P67fsNM_030917 NP_112179 Q6UN15 FIP1_HUMANArg-rich.|Sufficient for interaction with CPSF1 and CSTF3.|Glu-rich.NA 2agaACGCACCAGAGAGAGAGAG0.292

+ 1 514_515 NM_015278 NP_056093 O94885 SASH1_HUMAN Pro-rich. NA 1 ggccggagcctgagcccgagcc0.381

- 11 1327STAU2_uc011lfg.1_Frame_Shift_Del_p.N192fs|STAU2_uc003xzn.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfh.1_Frame_Shift_Del_p.N260fs|STAU2_uc003xzo.2_Frame_Shift_Del_p.N364fs|STAU2_uc003xzp.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfi.1_Frame_Shift_Del_p.N326fs|STAU2_uc003xzq.2_Frame_Shift_Del_p.N144fs|STAU2_uc010lzk.2_Frame_Shift_Del_p.N332fs|STAU2_uc010lzl.1_Frame_Shift_Del_p.N192fsNM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. NA 0TTCTGCAGCATTTTTTTTGGC0.328

- 14 2236VCP_uc003zvz.2_RNA|VCP_uc010mkh.1_Frame_Shift_Del_p.N285fs|VCP_uc010mki.1_Frame_Shift_Del_p.N571fsNM_007126 NP_009057 P55072 TERA_HUMAN NA 1GATGAACACATTTTTTTTTGT0.512

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN NA 3GACTGGCGTTCTCCTCCTCCTCC0.591

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN NA 10CTGAGCCTTTGCCCCCCCCAGA0.545

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr.NA 3CCTATTGGTTGTGGTGGTGGTGG0.552

+ 16 4351_4353ARID1A_uc001bmt.1_In_Frame_Del_p.Q1333del|ARID1A_uc001bmu.1_In_Frame_Del_p.Q1334del|ARID1A_uc001bmw.1_In_Frame_Del_p.Q951del|ARID1A_uc001bmx.1_In_Frame_Del_p.Q180del|ARID1A_uc009vsm.1_5'UTR|ARID1A_uc009vsn.1_5'FlankNM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich.p.Q1334_R1335insQ(1) 142GCTACCCCCCgcagcagcagcag0.512

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2CGAACTGCACCAGCAGCAGCAGC0.626

+ 1 55_56 NM_021046 NP_066384 O75690 KRA58_HUMAN 0GCTGCTCTGGAGGCTGTGGCTC0.649rs113379698;rs72145325

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4TCTCCGGAAAGCGTTTTCTCC0.408

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

+ 25 6010_6011SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Ins_p.Q1670fs|SRCAP_uc010bzz.1_Frame_Shift_Ins_p.Q1445fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTCGACGCCAGCCCCCCCCACC0.569

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0ACCACGGTTACGGCGGCGGCGGC0.547

+ 16 1978_1979PFAS_uc010vuv.1_Frame_Shift_Ins_p.Q189fs|PFAS_uc010cnw.1_Frame_Shift_Ins_p.Q113fs|PFAS_uc002gks.2_5'FlankNM_012393 NP_036525 O15067 PUR4_HUMAN 5AAGAAATGGCCAGGGGGATGCC0.604

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1TTGCCTCCTGCTCCTCCTCCTCC0.64

+ 9 1040CNOT3_uc010yel.1_Frame_Shift_Del_p.P243fs|CNOT3_uc002qdi.2_Frame_Shift_Del_p.P156fs|CNOT3_uc002qdk.1_Frame_Shift_Del_p.P243fs|CNOT3_uc010ere.1_RNANM_014516 NP_055331 O75175 CNOT3_HUMAN 3CCACCTCCCCTCCCAGCCACA0.632 rs36665

+ 11 1043_1044ATP6V1C2_uc002rat.2_IntronNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1GCAGACCGACAGAGAGAGAGAG0.604

+ 3 171FRG1B_uc002wvm.1_Splice_Site|FRG1B_uc010ztj.1_Splice_Site|FRG1B_uc010gdr.1_Splice_Site|FRG1B_uc010ztk.1_Splice_Site 0GTTTCACTTAGGGGAAAATGG0.318 rs78710112

+ 3 173_174FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0TCACTTAGGGGAAAATGGCTTT0.322

+ 42 6369_6371MED12L_uc011bnz.1_In_Frame_Del_p.Q1779delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCAGCAGACCCAGCAGCAGCAGC0.527

+ 1 4123_4124 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN10.|Interaction with PAK1. 0TGCTCACACACGTGCCCATGTG0.624

+ 16 1633_1634PDGFRA_uc003haa.2_Intron|FIP1L1_uc011bzu.1_Frame_Shift_Del_p.R477fs|FIP1L1_uc003gzz.2_Frame_Shift_Del_p.R409fs|FIP1L1_uc003hab.2_Frame_Shift_Del_p.R448fs|FIP1L1_uc003hac.2_Frame_Shift_Del_p.R237fs|FIP1L1_uc010ign.2_RNA|FIP1L1_uc003had.2_Frame_Shift_Del_p.P67fs|FIP1L1_uc003hae.2_Frame_Shift_Del_p.P67fsNM_030917 NP_112179 Q6UN15 FIP1_HUMANArg-rich.|Sufficient for interaction with CPSF1 and CSTF3.|Glu-rich.2agaACGCACCAGAGAGAGAGAG0.292

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

+ 1 1731_1743 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 6. 2AGCTGGTGCCCCGGGCGGCTGAGCCGGGCTACC0.709

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2CCTGTGGCCACAGCAGCAGCAGC0.631

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

+ 3 432_433PHACTR4_uc001bpu.2_Frame_Shift_Ins_p.R50fs|PHACTR4_uc001bpv.1_RNA|PHACTR4_uc001bpx.2_Frame_Shift_Ins_p.R34fs|PHACTR4_uc001bpy.2_Frame_Shift_Ins_p.R60fsNM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0GGAAATGGAGGAAAAAAAAAAG0.391

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

- 1 643_645MCL1_uc010pch.1_In_Frame_Del_p.E61del|MCL1_uc001eva.2_In_Frame_Del_p.E171delNM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0GTACAACTCGTCCTCCTCCTCCT0.635

- 2 431TM9SF3_uc010qot.1_Frame_Shift_Del_p.S72fsNM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0TGACTGATACTTTTTTTTGAC0.363

- 15 2895_2897FNBP4_uc001ngi.2_In_Frame_Del_p.228_229PP>P|FNBP4_uc001ngj.2_In_Frame_Del_p.821_822PP>PNM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 tggtggtggtggaggaggaggag0.32

- 2 60CASP5_uc010ruz.1_Frame_Shift_Del_p.R23fs|CASP5_uc010rvb.1_Intron|CASP5_uc010rvc.1_Intron|CASP5_uc009yxh.2_Intron|CASP5_uc010rvd.1_IntronNM_004347 NP_004338 P51878 CASP5_HUMAN 3TTCTTACGCCTTTTTTTTTTG0.388

- 9 1226DDX6_uc001pua.2_5'UTR|DDX6_uc001puc.2_Splice_Site_p.N289_spliceNM_004397 NP_004388 P26196 DDX6_HUMAN 1ATGGGAATTCTGGGGGGGGAGC0.426

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

+ 1 199_201HOXC13_uc010sop.1_RNANM_017410 NP_059106 P31276 HXC13_HUMAN Gly-rich. 1 agagcggcatcggcggcggcggc0.498



+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=5; (Potential). 3ACTCATGGCATTTTTTTTAGC0.393

+ 4 646_648TPCN1_uc001tux.2_In_Frame_Del_p.L194del|TPCN1_uc010syt.1_In_Frame_Del_p.L54delNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S1 of repeat I; (Potential). 3GGCCACGGCCCTGCTGCTGCTGC0.64

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

- 25 5133HECTD1_uc001wrb.1_5'UTR|HECTD1_uc001wrd.1_Frame_Shift_Del_p.F1016fsNM_015382 NP_056197 Q9ULT8 HECD1_HUMAN Ser-rich. 5CTCTCCTTACAAAACTCTCCA0.468

- 1 70_72NIPA1_uc001yvd.2_5'UTR|NIPA1_uc001yve.2_IntronNM_144599 NP_653200 Q7RTP0 NIPA1_HUMANExtracellular (Potential). 0CCCCTCCCCGgccgccgccgccg0.626

- 15 2121_2122SLTM_uc002afn.2_Frame_Shift_Del_p.R220fs|SLTM_uc002afo.2_Frame_Shift_Del_p.R660fs|SLTM_uc002afq.2_Frame_Shift_Del_p.R247fs|SLTM_uc010bgd.2_Frame_Shift_Del_p.R247fsNM_024755 NP_079031 Q9NWH9 SLTM_HUMANArg/Glu-rich.|Potential. 1CGCGTTCCATTCTCTCTCTCTC0.431

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

- 3 385_387uc010vct.1_Intron|RABEP2_uc010vdf.1_In_Frame_Del_p.Q42del|RABEP2_uc010byn.2_In_Frame_Del_p.Q113del|RABEP2_uc002drr.2_In_Frame_Del_p.Q113delNM_024816 NP_079092 Q9H5N1 RABE2_HUMANPoly-Gln.|Potential. 3CCTCACAGTCCTGCTGCTGCTGC0.527

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 15 2170_2172SLC9A5_uc010cee.2_In_Frame_Del_p.E413del|SLC9A5_uc010vji.1_In_Frame_Del_p.E212delNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2CGTGGAGTCTGAGGAGGAGGAGG0.571

+ 12 3846_3848NFAT5_uc002exi.2_In_Frame_Del_p.Q812del|NFAT5_uc002exj.1_In_Frame_Del_p.Q812del|NFAT5_uc002exk.1_In_Frame_Del_p.Q812del|NFAT5_uc002exl.1_In_Frame_Del_p.Q906del|NFAT5_uc002exn.1_In_Frame_Del_p.Q905del|NFAT5_uc002exo.1_5'FlankNM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. 0 ATCTAATcaacagcagcagcagc0.389

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

- 9 1952CCDC144B_uc002gua.3_RNA|CCDC144B_uc010vyc.1_RNANM_182568 NP_872374 2CTAAGTTGTTCATCAGCAACAT0.406 rs66528329

- 9 2408_2410SLC8A2_uc010xyq.1_In_Frame_Del_p.E466del|SLC8A2_uc010xyr.1_In_Frame_Del_p.E173del|SLC8A2_uc010ele.2_In_Frame_Del_p.E710delNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCGGGACCCGTCCTCCTCCTCCT0.616

- 13 1581_1583SLC25A26_uc011bft.1_RNA|LRIG1_uc011bfu.1_In_Frame_Del_p.S144del|LRIG1_uc003dmw.2_In_Frame_Del_p.S190del|LRIG1_uc010hnz.2_In_Frame_Del_p.S240del|LRIG1_uc010hoa.2_In_Frame_Del_p.S548delNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 1.|Poly-Ser. 5TCATGGGGGAGCTGCTGCTGCTG0.547

+ 20 7008_7009PDZD2_uc003jhm.2_Frame_Shift_Ins_p.S2207fsNM_178140 NP_835260 O15018 PDZD2_HUMAN 9GGGGGCCCCTCGGGGGAGGACC0.584 rs138558075

+ 7 1261OSMR_uc003jlm.1_Frame_Shift_Del_p.I298fsNM_003999 NP_003990 Q99650 OSMR_HUMANExtracellular (Potential). 5ATTGGCAAATAACTCAAGACT0.333

+ 16 2912APC_uc011cvt.1_Frame_Shift_Del_p.S826fs|APC_uc003kpz.3_Frame_Shift_Del_p.S844fs|APC_uc003kpy.3_Frame_Shift_Del_p.S844fs|APC_uc010jbz.2_Frame_Shift_Del_p.S561fs|APC_uc010jca.2_Frame_Shift_Del_p.S144fsNM_001127511 NP_001120983 P25054 APC_HUMAN Ser-rich. p.?(1) 2515TAGATAGTTCTCGTTCTGAAA0.413

- 3 512_514TIMD4_uc010jii.2_In_Frame_Del_p.T152delNM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTGGTGGGGCTTGTTGTTGTTGT0.537

- 3 444SLC17A2_uc011dkc.1_Frame_Shift_Del_p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M121fsO00624 NPT3_HUMAN 1GCACCAAGCATTTTTTTTGCT0.453

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMANCytoplasmic (Potential). 9GGGGAAGAGGACACACACACAC0.495

+ 7 1303_1304HLA-F_uc011dlx.1_Intron|HLA-F_uc011dly.1_Intron|LOC285830_uc003nnp.2_RNA|LOC285830_uc011dlz.1_RNANM_001098479 NP_001091949 P30511 HLAF_HUMAN 0TGTGGATCTTGTTTTTTTTGTG0.535

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2CCTGTGGCCACAGCAGCAGCAGC0.631

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

- 5 1204PEX1_uc011khr.1_Frame_Shift_Del_p.I162fs|PEX1_uc010ley.2_Frame_Shift_Del_p.I370fs|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN 2TCTGACCTAATTTTTTTTTGA0.353

+ 5 927_929FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_In_Frame_Del_p.Q216del|FOXP2_uc003vha.2_In_Frame_Del_p.Q99del|FOXP2_uc011kmu.1_In_Frame_Del_p.Q208del|FOXP2_uc011kmv.1_In_Frame_Del_p.Q191del|FOXP2_uc010ljz.1_In_Frame_Del_p.Q99del|FOXP2_uc003vgt.1_RNA|FOXP2_uc003vgv.1_In_Frame_Del_p.Q191del|FOXP2_uc003vgx.2_In_Frame_Del_p.Q191del|FOXP2_uc003vhd.2_In_Frame_Del_p.Q191del|FOXP2_uc003vhc.2_In_Frame_Del_p.Q216delNM_014491 NP_055306 O15409 FOXP2_HUMAN Gln-rich. 8 gcagcagcaacagcagcagcagc0.172

- 7 1105_1107ZNF395_uc003xgt.2_In_Frame_Del_p.339_340AA>A|ZNF395_uc003xgr.2_In_Frame_Del_p.339_340AA>A|ZNF395_uc003xgs.2_In_Frame_Del_p.339_340AA>ANM_018660 NP_061130 Q9H8N7 ZN395_HUMAN 0GGTGCCTgcggcagcagcagcag0.507 rs142343457

+ 10 6394_6396ZFHX4_uc003yau.1_In_Frame_Del_p.P2061del|ZFHX4_uc003yaw.1_In_Frame_Del_p.P2016delNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Pro-rich. 15 accaccaccacctcctcctcctc 0.286

- 12 1824KCNQ3_uc010mdt.2_Frame_Shift_Del_p.K533fsNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 TCTCCTTGAATTTTTTTTTAT0.453

+ 5 647PRRG1_uc004ddo.2_Frame_Shift_Del_p.P132fsNM_000950 NP_000941 O14668 TMG1_HUMANCytoplasmic (Potential).|Poly-Pro. 2TATCACCCCACCCCCCCCACC0.488

+ 4 1940_1942MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TCCTCAGAGCCCTCCTCAGGGGG0.567

+ 3 460_483SPRR3_uc001faz.3_In_Frame_Del_p.PGYTKVPE104del|SPRR3_uc001fay.2_In_Frame_Del_p.PGYTKVPE96delNM_005416 NP_005407 Q9UBC9 SPRR3_HUMAN9.|14 X 8 AA approximate tandem repeats. 1GGTCCCTGAGCCAGGCTACACCAAGGTCCCTGAACCAGGCAGCA0.567rs72704847;rs66616552;rs1970328

+ 14 1901_1902TCF7L2_uc001lac.3_Frame_Shift_Ins_p.R459fs|TCF7L2_uc010qrk.1_Frame_Shift_Ins_p.E435fs|TCF7L2_uc010qrl.1_Frame_Shift_Ins_p.R442fs|TCF7L2_uc010qrm.1_Frame_Shift_Ins_p.E441fs|TCF7L2_uc010qrn.1_Frame_Shift_Ins_p.E384fs|TCF7L2_uc001lad.3_Frame_Shift_Ins_p.E431fs|TCF7L2_uc001lag.3_Frame_Shift_Ins_p.E465fs|TCF7L2_uc001laf.3_Frame_Shift_Ins_p.R442fs|TCF7L2_uc010qro.1_Frame_Shift_Ins_p.E418fs|TCF7L2_uc001lah.2_3'UTR|TCF7L2_uc010qrp.1_3'UTR|TCF7L2_uc010qrq.1_3'UTR|TCF7L2_uc010qrr.1_Frame_Shift_Ins_p.R397fs|TCF7L2_uc010qrs.1_Frame_Shift_Ins_p.R353fs|TCF7L2_uc010qrt.1_Frame_Shift_Ins_p.R353fs|TCF7L2_uc010qru.1_Frame_Shift_Ins_p.E357fs|TCF7L2_uc010qrv.1_3'UTR|TCF7L2_uc010qrw.1_3'UTR|TCF7L2_uc010qrx.1_3'UTRNM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMANPromoter-specific activation domain.p.R465C(1) 4GTTTCTAGGAGAAAAAAAAAGT0.52

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

- 9 743_744ANXA2_uc002agk.2_Frame_Shift_Ins_p.A195fs|ANXA2_uc002agl.2_Frame_Shift_Ins_p.A195fs|ANXA2_uc002agm.2_Frame_Shift_Ins_p.A213fs|ANXA2_uc010uhd.1_IntronNM_001136015 NP_001129487 P07355 ANXA2_HUMAN 1ACTTACCCGAGCATCTTGGTCA0.317

+ 8 929_930NPIP_uc002dcx.3_RNA NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0ACACCTCCCGAGTGTCTGCTCA0.559

+ 25 6010_6011SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Ins_p.Q1670fs|SRCAP_uc010bzz.1_Frame_Shift_Ins_p.Q1445fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTCGACGCCAGCCCCCCCCACC0.569

- 3 797_798SLC5A10_uc002gur.1_Intron|SLC5A10_uc002guu.1_Intron|SLC5A10_uc002gut.1_Intron|SLC5A10_uc002guv.1_Intron|SLC5A10_uc010vyl.1_IntronNM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2TACTTGACGTTACTCTCATCCA0.584

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 ctcctcgtcatcctcctcctcct 0.527

- 11 1313_1315 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANGlu-rich.|Potential. 3 TCGTCAGGCAcctcctcctcctc0.433

+ 5 489_490LILRB1_uc010erp.1_Intron|LILRB1_uc002qgl.2_Frame_Shift_Ins_p.Q50fs|LILRB1_uc002qgk.2_Frame_Shift_Ins_p.Q50fs|LILRB1_uc002qgm.2_Frame_Shift_Ins_p.Q50fs|LILRB1_uc010erq.2_Frame_Shift_Ins_p.Q50fs|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANIg-like C2-type 1.|Extracellular (Potential). 3CTCAGGTGTCAGGGGGGCCAGG0.579

+ 12 2844 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANCytoplasmic (Potential). 3CCTTTGCTCCAAAAAAAATAG0.473

- 4 358SYS1_uc002xnw.1_3'UTR|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1TTTTGTTTTGTTTTATTGCAG0.498

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1TGAGTCAACATTTTTTTTGCC0.224

+ 1 513_515 NM_020846 NP_065897 Q9P270 SLAI2_HUMAN Poly-Glu. 0TGTCAGGCTGGGAGGAGGAGGAG0.754



+ 12 1499EYA4_uc011ecq.1_Frame_Shift_Del_p.S293fs|EYA4_uc011ecr.1_Frame_Shift_Del_p.S299fs|EYA4_uc003qed.3_Frame_Shift_Del_p.S347fs|EYA4_uc003qee.3_Frame_Shift_Del_p.S324fs|EYA4_uc011ecs.1_Frame_Shift_Del_p.S353fs|uc003qef.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN 2GTAGGAGTTCTGGGTCAAAGT0.458

+ 14 2077BMP1_uc003xba.2_Frame_Shift_Del_p.Y611fs|BMP1_uc003xbb.2_Frame_Shift_Del_p.Y611fs|BMP1_uc003xbe.2_RNA|BMP1_uc003xbc.2_Frame_Shift_Del_p.Y360fs|BMP1_uc003xbd.2_RNA|BMP1_uc003xbf.2_Frame_Shift_Del_p.Y360fs|BMP1_uc011kzc.1_Frame_Shift_Del_p.Y360fs|BMP1_uc003xbh.2_RNA|BMP1_uc003xbi.2_RNANM_006129 NP_006120 P13497 BMP1_HUMAN CUB 3. 3CCAAGGAGTACCCCCCCAACA0.602

- 2 655MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_3'UTRNM_000077 NP_000068 P42771 CD2A1_HUMANp.0?(1112)|p.?(13)|p.R128fs*12(3)|p.A148T(1)|p.A148V(1)3678GGGACCTTCCGCGGCATCTAT0.597

+ 12 1615PHF2_uc011lug.1_Frame_Shift_Del_p.K373fs|PHF2_uc004auc.2_5'FlankNM_005392 NP_005383 O75151 PHF2_HUMANPro-rich.|Lys-rich. 1GAAAGTGTCCAAAAAAAAGAC0.448 rs76832193

- 7 7642 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 9. 8CATGGACAGTGATCCGGTTTC0.572

- 3 730CXorf23_uc010nfn.2_RNA|CXorf23_uc011mjg.1_5'UTR|CXorf23_uc004czo.2_Frame_Shift_Del_p.L194fsNM_198279 NP_938020 A2AJT9 CX023_HUMAN 2TAAGGTGGGAGGGAATGCTCA0.498

+ 15 2016_2017PTPN6_uc001qsa.1_Frame_Shift_Del_p.L594fs|PTPN6_uc010sfr.1_Frame_Shift_Del_p.L553fs|PTPN6_uc009zfl.1_3'UTR|PTPN6_uc010sfs.1_Frame_Shift_Del_p.L580fs|uc001qsc.1_5'Flank|MIR200C_hsa-mir-200c|MI0000650_5'FlankNM_002831 NP_002822 P29350 PTN6_HUMAN NA 1CAAGGGTTCCCTCAAGAGGAAG0.559

- 4 505CKB_uc001yne.1_5'Flank|CKB_uc010awr.1_Frame_Shift_Del_p.L73fsNM_001823 NP_001814 P12277 KCRB_HUMANPhosphagen kinase C-terminal.NA 0GTGCGGGGGGAGGCAGAAGCC0.577

- 2 424SECTM1_uc002ken.2_Frame_Shift_Del_p.P9fs|SECTM1_uc002kep.2_Frame_Shift_Del_p.P9fsNM_003004 NP_002995 Q8WVN6 SCTM1_HUMAN NA 0AACGTGGCCAGGGAATGCCAG0.627

+ 9 2220KIAA0240_uc011duw.1_Frame_Shift_Del_p.Q690fs|KIAA0240_uc003osp.1_Frame_Shift_Del_p.Q690fsNM_015349 NP_056164 Q6AI39 K0240_HUMAN NA 1TCGGGAGGACAAAAAAGGCCT0.388

+ 12 1499EYA4_uc011ecq.1_Frame_Shift_Del_p.S293fs|EYA4_uc011ecr.1_Frame_Shift_Del_p.S299fs|EYA4_uc003qed.3_Frame_Shift_Del_p.S347fs|EYA4_uc003qee.3_Frame_Shift_Del_p.S324fs|EYA4_uc011ecs.1_Frame_Shift_Del_p.S353fs|uc003qef.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN NA 2GTAGGAGTTCTGGGTCAAAGT0.458

+ 32 5375_5377 NM_001040001 NP_001035090 P55196 AFAD_HUMAN NA 5TGCATACAATgaggaggaggagg0.409

- 3 730CXorf23_uc010nfn.2_RNA|CXorf23_uc011mjg.1_5'UTR|CXorf23_uc004czo.2_Frame_Shift_Del_p.L194fsNM_198279 NP_938020 A2AJT9 CX023_HUMAN NA 2TAAGGTGGGAGGGAATGCTCA0.498

+ 4 1234_1235 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.Y68H(8)|p.?(4)|p.R55fs*1(4)|p.Y68fs*5(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.Y68C(1)|p.Y68*(1)|p.I67_Y68insY(1)|p.V54fs*29(1)|p.R55_L70>S(1)|p.F56fs*2(1)2334TACAAGATATACAATCTGTAAG0.277

- 1 106_108ADCY4_uc001wow.2_In_Frame_Del_p.L34del|ADCY4_uc010toh.1_5'UTR|ADCY4_uc001wox.2_In_Frame_Del_p.L34del|ADCY4_uc001woy.2_In_Frame_Del_p.L34del|ADCY4_uc001woz.3_In_Frame_Del_p.L34delNM_139247 NP_640340 Q8NFM4 ADCY4_HUMANHelical; (Potential). 3GCACGATCCCCAGCAGCAGCAGC0.7

+ 16 2611EIF2AK4_uc010bbj.1_Frame_Shift_Del_p.I555fs|EIF2AK4_uc001zkn.1_5'FlankNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMANProtein kinase 2. 4CCTGTCAACATTTTTTTGGAT0.358

+ 16 3292_3294 NM_001145011 NP_001138483 C9JH24 C9JH24_HUMAN 0CCTGCCACCTCTGCTGCTGCTGC0.675

+ 15 2866USP43_uc002gma.3_Frame_Shift_Del_p.K645fs|USP43_uc010vva.1_Frame_Shift_Del_p.K951fs|USP43_uc010coe.2_Frame_Shift_Del_p.K753fs|USP43_uc002gmc.3_Frame_Shift_Del_p.K468fsNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5CATGAACTGGAAGGAGAGCTT0.547

- 9 1016C18orf34_uc010xbr.1_Frame_Shift_Del_p.M292fs|C18orf34_uc010dmf.1_Intron|C18orf34_uc002kxo.2_Frame_Shift_Del_p.M292fs|C18orf34_uc002kxp.2_Frame_Shift_Del_p.M292fsNM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1 TTTACCTCCATTTTTTTTTTA0.318

- 173 33412TTN_uc010zfh.1_Frame_Shift_Del_p.K4758fs|TTN_uc010zfi.1_Frame_Shift_Del_p.K4691fs|TTN_uc010zfj.1_Frame_Shift_Del_p.K4566fs|TTN_uc010fre.1_IntronNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGCCTCTTCCTTAGGTGCTTT0.363

- 27 3223CLASP2_uc003cfs.2_Frame_Shift_Del_p.M164fs|CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Frame_Shift_Del_p.M557fsNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4TCAGCACCCATTTTTTTTAGT0.343

- 1 220_222TADA2B_uc003gjw.3_5'Flank|TADA2B_uc010idi.2_5'FlankNM_153376 NP_699207 Q2M329 CCD96_HUMAN Glu-rich. 0AAGCCGCTTGCTCCTCCTCCTCC0.729

+ 11 1154LIAS_uc003gug.2_Frame_Shift_Del_p.*323fs|LIAS_uc003guh.2_Frame_Shift_Del_p.K318fsNM_006859 NP_006850 O43766 LIAS_HUMAN 0ATTTTTCCTGAAAAATCTAGT0.264

+ 25 3378RGNEF_uc003kcx.2_Frame_Shift_Del_p.K1123fs|RGNEF_uc010izf.2_Frame_Shift_Del_p.K1123fs|RGNEF_uc011csr.1_Frame_Shift_Del_p.K810fs|RGNEF_uc003kcz.3_Frame_Shift_Del_p.K87fs|RGNEF_uc003kda.3_Frame_Shift_Del_p.K87fsNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN PH. 0AAAAGACCAGAAATACATCTT0.313

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMANPotential.|Glu-rich. 0CAAACTTCACCTTTTTTTTTCT0.411

+ 4 1234_1235 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.Y68H(8)|p.?(4)|p.R55fs*1(4)|p.Y68fs*5(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.Y68C(1)|p.Y68*(1)|p.I67_Y68insY(1)|p.V54fs*29(1)|p.R55_L70>S(1)|p.F56fs*2(1)2334TACAAGATATACAATCTGTAAG0.277

+ 1 515_516 NM_007129 NP_009060 O95409 ZIC2_HUMANNecessary for interaction with MDFIC and transcriptional activation or repression (By similarity).0CACGGCTCGCAGAATGTGCTCA0.743

- 6 961_963BEGAIN_uc001yhp.2_In_Frame_Del_p.E208del|BEGAIN_uc001yhq.2_In_Frame_Del_p.E272delNM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0GCCGCCTCGGCCTCCTCCTCCTC0.724

- 5 630NME3_uc010brv.2_RNA|EME2_uc002cmq.1_5'Flank|EME2_uc010brw.1_5'FlankNM_002513 NP_002504 Q13232 NDK3_HUMAN 0CTCGTCTGCGCGGAACCAGAG0.652

- 4 560_561PABPN1L_uc010vpd.1_Frame_Shift_Del_p.P187fs|PABPN1L_uc002fmi.2_Frame_Shift_Del_p.P187fs|PABPN1L_uc002fmj.2_IntronNM_001080487 NP_001073956 A6NDY0 EPAB2_HUMAN RRM. 0CTGACCCCTTGGGGTGTCCAGA0.564

+ 2 635_637 NM_033513 NP_277048 Q6ZTW0 TPGS1_HUMAN 1GGAGGACTCGGCCGCCGCCGTGG0.768

- 1 593 NM_005325 NP_005316 Q02539 H11_HUMAN 2CAGTTTTGGGTTTTTTTGGAT0.483

- 2 967HOXA10_uc003syw.3_5'Flank|HOXA11_uc003syy.2_RNA|HOXA11AS_uc003syz.1_5'FlankNM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2 TCTCTGTTAATTTTTTTTTCC0.448

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 7 4513FAM83H_uc010mfk.1_IntronNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3CTCCCCCCCCCCTGCCCCACCCA0.665rs142429137;rs34283115;rs113442489

- 2 389_390COL8A2_uc001bzw.1_Frame_Shift_Del_p.P63fsNM_005202 NP_005193 P25067 CO8A2_HUMANTriple-helical region. 1AGGGAGCCCTGGGGGACCAGCC0.713

- 2 598_600APBB1_uc001mdc.1_In_Frame_Del_p.D166del|APBB1_uc010rah.1_IntronNM_001164 NP_001155 O00213 APBB1_HUMAN Glu-rich. 2 ctcctcctcttcatcatcatcat 0.414

+ 8 875_876ZDHHC13_uc001mpj.2_Frame_Shift_Del_p.A127fsNM_019028 NP_061901 Q8IUH4 ZDH13_HUMAN ANK 6. 0CTTGATATGGCTCTACAAAACA0.332

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1TGGTTGGGCAGGGGGGGCCGT0.642

- 2 598_600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_In_Frame_Del_p.79_80EE>ENM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 ctcctcttcttcctcctcctcct 0.532

+ 2 327 NM_025057 NP_079333 Q8ND07 CN045_HUMAN 0AGGACTTAAAGAAAAAGCAAT0.398 rs61752569

+ 4 389PALM_uc010xft.1_Frame_Shift_Del_p.E65fs|PALM_uc002lpn.1_Frame_Shift_Del_p.E65fs|PALM_uc010xfu.1_5'FlankNM_002579 NP_002570 O75781 PALM_HUMAN Potential. 0CGGCCTCAGAGGGGGATGAGG0.667

- 58 4279_4280 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10TTTCCCCCTTGGGGCCAGTGTC0.584

+ 7 1953_1961TRIOBP_uc003atu.2_In_Frame_Del_p.SRT390del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT562del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT390delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.589

- 1 135LOC150381_uc011aqw.1_Intron|LOC400931_uc003bgr.3_IntronNM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. 0TTGCGGGGTTGGGGGGGGAGG0.751



- 2 306_307RPL9_uc003guc.2_Frame_Shift_Ins_p.K53fs|RPL9_uc011byk.1_RNA|RPL9_uc011byl.1_Frame_Shift_Ins_p.K53fs|RPL9_uc003gud.1_Frame_Shift_Ins_p.K81fs|LIAS_uc003gue.3_5'Flank|LIAS_uc011bym.1_5'Flank|LIAS_uc003guf.2_5'Flank|LIAS_uc003gug.2_5'Flank|LIAS_uc003guh.2_5'FlankNM_001024921 NP_001020092 P32969 RL9_HUMAN 1CCCTCACCCTCTTTTTTTTCTT0.431

+ 1 140 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0ACGGGCTGTTGCTCGGGCAGC0.721

- 3 444SLC17A2_uc011dkc.1_Frame_Shift_Del_p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M121fsO00624 NPT3_HUMAN 1GCACCAAGCATTTTTTTTGCT0.453

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

- 7 4513FAM83H_uc010mfk.1_IntronNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3CTCCCCCCCCCCTGCCCCACCCA0.665rs142429137;rs34283115;rs113442489

- 4 773_774FAM83H_uc010mfk.1_5'FlankNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3CGGCACAGTCCACCAGCAGGAA0.658

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). NA 2GGGACATGAGCACCACCACCACC0.571

- 1 205_207KCNMA1_uc001jxj.2_In_Frame_Del_p.G10del|KCNMA1_uc001jxo.2_In_Frame_Del_p.G10del|KCNMA1_uc001jxm.2_In_Frame_Del_p.G10del|KCNMA1_uc001jxq.2_In_Frame_Del_p.G10del|KCNMA1_uc001jxs.3_In_Frame_Del_p.G10del|KCNMA1_uc001jxt.3_In_Frame_Del_p.G10delNM_001161352 NP_001154824 Q12791 KCMA1_HUMANPoly-Gly.|Extracellular (Potential).NA 3 cgccgctgctgccgccgccgccg0.404

- 14 2006_2008KIF21A_uc001rlw.2_5'Flank|KIF21A_uc001rlx.2_In_Frame_Del_p.607_608EE>E|KIF21A_uc001rlz.2_In_Frame_Del_p.607_608EE>E|KIF21A_uc010skl.1_In_Frame_Del_p.607_608EE>ENM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN NA 7 AATGTCAtcttcctcctcctcct0.281

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). NA 22CCTCTGCTGTTGCTGCTGCTGCT0.557

- 54 7655_7657CEP290_uc001taq.2_In_Frame_Del_p.K1497del|C12orf29_uc001tao.2_3'UTR|C12orf29_uc001tap.2_RNA|C12orf29_uc009zsk.2_RNANM_025114 NP_079390 O15078 CE290_HUMAN Potential. NA 7TAAGAGAATATTCTTCTTCACTT0.31

+ 9 1622_1633LOC100132247_uc010vbv.1_In_Frame_Del_p.PPSA485del|LOC100132247_uc010vbw.1_Intron|LOC100132247_uc010bxi.2_In_Frame_Del_p.PPSA466del|LOC100132247_uc010bxk.2_In_Frame_Del_p.PPSA302delNM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. NA 0TCACTCCCCTTCCACCCTCAGCTCCACCCTCA0.571

+ 3 371_372ZNF207_uc002hhj.3_Frame_Shift_Del_p.I75fs|ZNF207_uc002hhi.3_Frame_Shift_Del_p.I75fs|ZNF207_uc010csz.2_Frame_Shift_Del_p.I78fs|ZNF207_uc002hhk.1_Frame_Shift_Del_p.I75fs|ZNF207_uc002hhl.1_5'FlankNM_003457 NP_003448 O43670 ZN207_HUMAN NA 0AAGAACAGACATAGAGTTGGAA0.332

+ 11 1321CYP4F3_uc010xok.1_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xol.1_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xom.1_Frame_Shift_Del_p.V275fs|CYP4F3_uc002nbk.2_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xon.1_Frame_Shift_Del_p.V134fsNM_000896 NP_000887 Q08477 CP4F3_HUMAN NA 3CTCATCAGTGTTTTTGGAACC0.622

+ 2 151_152 NM_020813 NP_065864 Q9BX82 ZN471_HUMAN NA 2TTGAAGTAGTAAAAGTCATGCC0.401

+ 7 817_819 NM_005049 NP_005040 Q15269 PWP2_HUMAN Poly-Glu. NA 1 ggaggaggaagaggaggaggagg0.527

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN NA 1TGAGTCAACATTTTTTTTGCC0.224

+ 1 355_357 NM_000297 NP_000288 Q13563 PKD2_HUMANPoly-Glu.|Cytoplasmic (Potential).NA 1CTTCGAGGCCgaggaggaggagg0.498

+ 10 1175_1178HMGCR_uc011cst.1_Frame_Shift_Del_p.E360fs|HMGCR_uc003kdq.2_Frame_Shift_Del_p.E340fsNM_000859 NP_000850 P04035 HMDH_HUMAN Linker. NA 1ATCTTCTTTGAACAAACAGAGACA0.358

- 6 1099_1101CSNK1A1_uc011dcb.1_In_Frame_Del_p.L116del|CSNK1A1_uc011dcc.1_In_Frame_Del_p.L146del|CSNK1A1_uc003lqv.1_In_Frame_Del_p.L118del|CSNK1A1_uc003lqw.1_In_Frame_Del_p.L235del|CSNK1A1_uc003lqy.1_In_Frame_Del_p.L207del|CSNK1A1_uc010jha.1_In_Frame_Del_p.L207delNM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase. NA 1AAACATATCCTAATGATTCCATG0.335

+ 1 1207_1208LOC401463_uc003xvh.2_IntronNM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Basic motif. NA 0 cggcagcggcggcagcagcagc0.203rs62519836;rs34265378

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMANNuclear localization signal (Probable). 0 cggacaagctgaagaagaagaag0.498

- 28 4109 uc001ayw.2_5'Flank NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 7. 0ATAGGGCAGGCAGGAGTCAGG0.478

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

- 2 938_939NRD1_uc009vzb.2_5'UTR|NRD1_uc001ctd.3_Frame_Shift_Ins_p.T206fs|NRD1_uc001cte.2_Frame_Shift_Ins_p.T74fs|NRD1_uc001ctf.2_Frame_Shift_Ins_p.T206fs|NRD1_uc010ong.1_RNA|NRD1_uc009vzc.1_Frame_Shift_Ins_p.T74fs|NRD1_uc001ctg.1_5'FlankNM_002525 NP_002516 O43847 NRDC_HUMAN 0TTTTTCAGTAGTTTTTTTTCTA0.233

- 4 884TTC22_uc001cxz.3_Frame_Shift_Del_p.K260fsNM_001114108 NP_001107580 Q5TAA0 TTC22_HUMAN TPR 4. 0GAAGGTGTCCTTCCGCTCCAG0.652

+ 1 152CTH_uc009wbl.1_RNA|CTH_uc001dfe.2_Frame_Shift_Del_p.E3fs|CTH_uc010oqq.1_Frame_Shift_Del_p.E3fsNM_001902 NP_001893 P32929 CGL_HUMAN 1AGCATGCAGGAAAAAGACGCC0.547

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

+ 2 1237_1238DARC_uc001ftp.3_Frame_Shift_Del_p.G335fsNM_002036 NP_002027 Q16570 DUFFY_HUMANCytoplasmic (Potential). 2GGACACCCTTGGAAGCAAATCC0.54

+ 4 220_221SDHC_uc001gai.2_Frame_Shift_Del_p.P64fs|SDHC_uc001gaj.2_Frame_Shift_Del_p.P11fs|SDHC_uc001gak.2_Frame_Shift_Del_p.P30fs|SDHC_uc001gah.2_Frame_Shift_Del_p.P30fsNM_003001 NP_002992 Q99643 C560_HUMANHelical; (By similarity). 0TTGGTCTCTTCCCATGGCGATG0.376

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

+ 7 1327_1328PRG4_uc001grt.3_In_Frame_Ins_p.385_386insE|PRG4_uc009wyl.2_In_Frame_Ins_p.333_334insE|PRG4_uc009wym.2_In_Frame_Ins_p.292_293insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|11; approximate.1CACCACCACCAAGTCTGCACCC0.658

+ 12 1394PLA2G4A_uc010pos.1_Frame_Shift_Del_p.F337fsNM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3GGGCAGTGCCTTTTCCATATT0.353

- 5 865DNAJC1_uc001ird.2_Frame_Shift_Del_p.K79fsNM_022365 NP_071760 Q96KC8 DNJC1_HUMANCytoplasmic (By similarity). 1GCTGCCAGTCTTTTTTTTCTT0.303

+ 7 2382ZEB1_uc001ivr.3_Frame_Shift_Del_p.A555fs|ZEB1_uc010qee.1_Frame_Shift_Del_p.A555fs|ZEB1_uc010qef.1_Frame_Shift_Del_p.A555fs|ZEB1_uc009xlj.1_Frame_Shift_Del_p.A699fs|ZEB1_uc010qeg.1_Frame_Shift_Del_p.A632fs|ZEB1_uc009xlk.1_Frame_Shift_Del_p.A555fs|ZEB1_uc001ivt.3_Frame_Shift_Del_p.A555fs|ZEB1_uc001ivu.3_Frame_Shift_Del_p.A774fs|ZEB1_uc001ivv.3_Frame_Shift_Del_p.A753fs|ZEB1_uc010qeh.1_Frame_Shift_Del_p.A706fs|ZEB1_uc009xlo.1_Frame_Shift_Del_p.A756fs|ZEB1_uc009xlp.2_Frame_Shift_Del_p.A757fsNM_030751 NP_110378 P37275 ZEB1_HUMAN 5TGTCTTGCGCAAAAAAGGAGC0.413

- 4 784RUFY2_uc001jnz.1_RNA|RUFY2_uc001joc.2_Intron|RUFY2_uc010qiw.1_Frame_Shift_Del_p.M60fs|RUFY2_uc001jod.1_Frame_Shift_Del_p.M118fs|RUFY2_uc009xpv.1_Frame_Shift_Del_p.M1fs|RUFY2_uc001joe.1_Frame_Shift_Del_p.M118fsNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1TAATCGGCCATTTTTTTTTGC0.398

+ 25 3716ZMIZ1_uc001kag.2_Frame_Shift_Del_p.D924fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.D114fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4CTTATCTGGACCCCCCCGACC0.557

- 3 1279_1281DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_5'Flank|POLL_uc001kte.1_5'Flank|POLL_uc001kth.1_Intron|POLL_uc001kti.1_In_Frame_Del_p.171_172PP>P|POLL_uc001ktj.1_In_Frame_Del_p.171_172PP>P|POLL_uc001ktf.2_In_Frame_Del_p.171_172PP>P|POLL_uc001ktk.1_Intron|POLL_uc010qqa.1_Intron|POLL_uc010qqb.1_Intron|POLL_uc001ktm.2_In_Frame_Del_p.171_172PP>P|POLL_uc001ktl.2_In_Frame_Del_p.83_84PP>P|POLL_uc010qqc.1_Intron|POLL_uc010qqd.1_Intron|DPCD_uc001ktn.2_5'FlankNM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0AGGCCTGGTGGGAGGAGGAGGAG0.591

- 1 213TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001922 NP_001001922 Q8NH56 O52N5_HUMANHelical; Name=2; (Potential). 2GAGCATGGCCAAAAAAAAAAT0.428

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMANExtracellular (Potential). 1GCATCAATCATTTTTTTTGTG0.443 rs112181516

- 12 1314NOX4_uc009yvr.2_Splice_Site_p.C334_splice|NOX4_uc001pcu.2_Splice_Site_p.C285_splice|NOX4_uc001pcw.2_Splice_Site_p.C52_splice|NOX4_uc001pcx.2_Splice_Site_p.C52_splice|NOX4_uc001pcv.2_Splice_Site_p.C359_splice|NOX4_uc009yvo.2_Splice_Site|NOX4_uc010rtu.1_Splice_Site_p.C193_splice|NOX4_uc009yvp.2_Intron|NOX4_uc010rtv.1_Splice_Site_p.C335_splice|NOX4_uc009yvq.2_Splice_Site_p.C335_spliceNM_016931 NP_058627 Q9NPH5 NOX4_HUMAN 2AGTTGGACACTAAAAAAAAATA0.292 rs56022003

- 6 1503_1505PVRL1_uc001pwu.1_IntronNM_002855 NP_002846 Q15223 PVRL1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0 CCTCCACCGCcctcctcctcctc0.576

- 10 1133_1134NFRKB_uc001qfg.2_Frame_Shift_Ins_p.K336fs|NFRKB_uc001qfh.2_Frame_Shift_Ins_p.K334fs|NFRKB_uc010sbw.1_Frame_Shift_Ins_p.K323fsNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN Lys-rich. 3TTTCCTTAACCTTTTTTTTAAG0.441

- 3 257_259 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.601

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388



- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 7 1132LIMA1_uc001rwg.3_Frame_Shift_Del_p.Q18fs|LIMA1_uc001rwh.3_Frame_Shift_Del_p.Q160fs|LIMA1_uc001rwi.3_Frame_Shift_Del_p.Q160fs|LIMA1_uc001rwk.3_Frame_Shift_Del_p.Q320fs|LIMA1_uc010smr.1_RNA|LIMA1_uc010sms.1_RNANM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1TCCCCTTCCTGATGGGTGATG0.428

- 26 3234SMARCC2_uc001skd.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001ska.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001skc.2_Frame_Shift_Del_p.P1073fs|SMARCC2_uc010sqf.1_Frame_Shift_Del_p.P963fsNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6ATGGGGTCCAGGGGGGGGAAC0.577

- 3 471FBXO21_uc001twj.2_Frame_Shift_Del_p.F144fs|FBXO21_uc009zwq.2_Frame_Shift_Del_p.F144fsNM_033624 NP_296373 O94952 FBX21_HUMAN 1GTTCATCCTCAAAAAAAATCT0.373

+ 4 1848EP400_uc001ujl.2_Frame_Shift_Del_p.A604fs|EP400_uc001ujm.2_Frame_Shift_Del_p.A605fs|EP400_uc001ujj.1_Frame_Shift_Del_p.A568fs|EP400_uc001ujk.2_Frame_Shift_Del_p.A641fsNM_015409 NP_056224 Q96L91 EP400_HUMAN 12TCCCATCCCTGCACCGCCCAG0.632

- 3 351XPO4_uc010tcr.1_Frame_Shift_Del_p.P31fsNM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3GTACTTACTTGGGCCTTTGTA0.378

- 10 3917SACS_uc001uoo.2_Frame_Shift_Del_p.I963fs|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12AAGGCTTCAATTTTTTTTGCC0.383

- 1 1994_1996TSC22D1_uc001uzo.1_In_Frame_Del_p.501_502QQ>QNM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 ttgttgttgttgctgctgctgct 0.409rs112613609;rs146722477

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

+ 2 931MBNL2_uc001vmz.2_Frame_Shift_Del_p.P39fs|MBNL2_uc001vna.2_Frame_Shift_Del_p.P39fs|MBNL2_uc001vnb.2_RNA|MBNL2_uc010tij.1_Frame_Shift_Del_p.P39fsNM_144778 NP_659002 Q5VZF2 MBNL2_HUMANC3H1-type 1. 0ATTTGCTCATCCCCCCAAAAG0.413

- 10 1212FERMT2_uc001xac.2_Frame_Shift_Del_p.K386fs|FERMT2_uc001xae.2_Frame_Shift_Del_p.K386fs|FERMT2_uc001xaf.2_Frame_Shift_Del_p.K386fsNM_006832 NP_006823 Q96AC1 FERM2_HUMAN FERM.|PH. 0CAGAGTCAGCTTTTTTGGCCT0.343

+ 16 4738_4740SIPA1L1_uc001xmt.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmu.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmv.2_In_Frame_Del_p.S1468del|SIPA1L1_uc010ttm.1_In_Frame_Del_p.S922del|SIPA1L1_uc001xmw.2_In_Frame_Del_p.S233delNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 ctcctcctcttcctcctcctcct 0.468

+ 11 1403_1404RBM25_uc010ttu.1_Frame_Shift_Del_p.R399fs|RBM25_uc001xnp.2_Frame_Shift_Del_p.R194fsNM_021239 NP_067062 P49756 RBM25_HUMANNecessary for nuclear speckle localization.|Glu-rich.|Arg-rich.4 agagcgggaaagagagagagag0.173

- 2 365_367DDX24_uc010twq.1_In_Frame_Del_p.E46del|DDX24_uc010twr.1_Intron|IFI27L1_uc001ycl.2_5'Flank|IFI27L1_uc001yck.2_5'FlankNM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4CTAGACTTTCCCTCCTCCTCCTC0.443

- 7 1384C14orf49_uc010avi.2_Frame_Shift_Del_p.A457fs|C14orf49_uc001yej.1_Frame_Shift_Del_p.A457fsNM_152592 NP_689805 Q6ZMZ3 SYNE3_HUMANCytoplasmic (Potential). 1TGGGCCAGGGCCTTCCACAGC0.652

+ 12 3276 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1AGGCCCCTGAGGGGGGGCCCC0.682

+ 19 3218THBS1_uc010bbi.2_Frame_Shift_Del_p.F485fsNM_003246 NP_003237 P07996 TSP1_HUMANTSP C-terminal. 6GCACCTTCTTCATCAACACCG0.488

+ 4 840CASC4_uc001ztp.2_Frame_Shift_Del_p.K181fs|CASC4_uc001ztq.2_Frame_Shift_Del_p.K181fs|CASC4_uc010bdu.1_IntronNM_138423 NP_612432 Q6P4E1 CASC4_HUMANLumenal (Potential).|Potential. 1AGAAAATATTAAAAAGTTAGC0.224

- 17 3106SPG11_uc010ueh.1_Frame_Shift_Del_p.K1025fs|SPG11_uc010uei.1_Frame_Shift_Del_p.K1025fsNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5CATGTAACTCTTTTTTTTCCA0.328

+ 2 214_216ARID3B_uc002ayc.2_In_Frame_Del_p.Q15del|ARID3B_uc002ayd.2_In_Frame_Del_p.Q15delNM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN Gln-rich. 0GGAGCCACTTcagcagcagcagc0.443

+ 29 4299_4300CHD2_uc002bso.1_Frame_Shift_Ins_p.E1242fsNM_001271 NP_001262 O14647 CHD2_HUMAN 2GGACCCTGAAGAAAAAAAAAAG0.347

- 2 667IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0TCCTGGTGGATTTTTTTTTTC0.532

- 3 385_387uc010vct.1_Intron|RABEP2_uc010vdf.1_In_Frame_Del_p.Q42del|RABEP2_uc010byn.2_In_Frame_Del_p.Q113del|RABEP2_uc002drr.2_In_Frame_Del_p.Q113delNM_024816 NP_079092 Q9H5N1 RABE2_HUMANPoly-Gln.|Potential. 3CCTCACAGTCCTGCTGCTGCTGC0.527

+ 7 485 NM_013292 NP_037424 Q96A32 MLRS_HUMAN EF-hand 3. 0GGGCGGCCTTCCCCCCCGACG0.672

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 5 2064_2065ZFP90_uc002ewb.2_3'UTR|ZFP90_uc002ewc.2_3'UTR|ZFP90_uc002ewd.2_Frame_Shift_Ins_p.R591fs|ZFP90_uc002ewe.2_Frame_Shift_Ins_p.R591fsNM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 12. 1AGAGCCTTCCGAAAAAAAACCA0.411

+ 3 625CTNS_uc002fwa.2_Frame_Shift_Del_p.L11fs|CTNS_uc010ckj.2_Frame_Shift_Del_p.L11fs|CTNS_uc010vrv.1_Intron|CTNS_uc010vrw.1_5'UTRNM_004937 NP_004928 O60931 CTNS_HUMANLumenal (Potential). 0ATTTTTATCCTTTTTCCCCTG0.393

- 10 1079_1081C17orf85_uc002fwr.2_In_Frame_Del_p.62_63EE>E|C17orf85_uc002fwq.2_In_Frame_Del_p.72_73EE>ENM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. 1 ctcttcctcttcctcctcctcct 0.379

- 4 915DVL2_uc002gez.1_5'Flank|DVL2_uc010vtr.1_5'Flank|DVL2_uc010clz.1_5'Flank|PHF23_uc010vtt.1_Frame_Shift_Del_p.D163fs|PHF23_uc010cma.2_Frame_Shift_Del_p.D100fsNM_024297 NP_077273 Q9BUL5 PHF23_HUMAN 0GGGAGTCTATCCCCCCGTTCT0.463

+ 2 3619_3620 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANMyosin head-like. 9TTGGCGCCCATCAGGGCCCCAG0.673

- 8 1007MBTD1_uc002itp.3_Frame_Shift_Del_p.W57fs|MBTD1_uc002itq.3_Frame_Shift_Del_p.W221fsNM_017643 NP_060113 Q05BQ5 MBTD1_HUMAN MBT 1. 2ATATATTGCACCAGAAGTCCA0.378

- 11 1158_1160FTSJ3_uc002jca.2_In_Frame_Del_p.360_361EE>ENM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 ctcctcctcttcctcctcctcct 0.463

+ 11 1393_1394RBBP8_uc002kty.2_Frame_Shift_Ins_p.G354fs|RBBP8_uc002ktz.2_Frame_Shift_Ins_p.G354fs|RBBP8_uc002kua.2_Frame_Shift_Ins_p.G354fs|RBBP8_uc002ktx.1_Frame_Shift_Ins_p.G354fsNM_002894 NP_002885 Q99708 COM1_HUMAN 3TACAGCCTGGGAAAAAAAAACA0.361

+ 9 1222_1223CNDP1_uc002lls.2_Frame_Shift_Del_p.I140fsNM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0AGGAGGAGATTCTAATGCACCT0.455

- 13 1148TCF3_uc002lto.2_Frame_Shift_Del_p.Q123fs|TCF3_uc002ltt.3_Frame_Shift_Del_p.Q361fs|TCF3_uc002ltq.2_Frame_Shift_Del_p.Q310fs|TCF3_uc002lts.1_Frame_Shift_Del_p.Q277fs|TCF3_uc010dso.1_5'FlankNM_003200 NP_003191 P15923 TFE2_HUMAN 7GCCAGGCCCTGGGGGGAGCCC0.642

+ 12 2166GATAD2A_uc010xqu.1_Frame_Shift_Del_p.L247fs|GATAD2A_uc010xqv.1_Frame_Shift_Del_p.L638fs|GATAD2A_uc010xqw.1_Frame_Shift_Del_p.L421fsNM_017660 NP_060130 Q86YP4 P66A_HUMAN 0AGTACCTCCTGGACATGATCC0.667

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1GCCACCATCACTGCTGCTGCTGC0.463

- 19 3112_3113SOS1_uc002rrj.3_Frame_Shift_Del_p.L638fsNM_005633 NP_005624 Q07889 SOS1_HUMAN 10CAAATCTTGGGAGAGGCTTAGG0.347

+ 16 3077_3078EHBP1_uc010fcp.2_Frame_Shift_Del_p.L830fs|EHBP1_uc002sbz.2_Frame_Shift_Del_p.L830fs|EHBP1_uc002scb.2_Frame_Shift_Del_p.L830fsNM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN Potential. 2GTCGGCAGCTGAGAGAGAGAGC0.426

- 2 607TGOLN2_uc002soz.2_Frame_Shift_Del_p.K106fs|TGOLN2_uc002spa.2_Intron|TGOLN2_uc002spb.2_Frame_Shift_Del_p.K106fs|TGOLN2_uc002spc.1_Frame_Shift_Del_p.K106fsNM_006464 NP_006455 O43493 TGON2_HUMANExtracellular (Potential).|14 X 14 AA tandem repeats.|4.0TAGTGCTGCCTTTTTGGGTCT0.562

+ 1 1032_1033 NM_207364 NP_997247 Q8TDV2 GP148_HUMANCytoplasmic (Potential). 1CCAGGCCATCTTTACCATTTCC0.525

- 20 2071_2072NEB_uc010fny.1_Frame_Shift_Del_p.A181fsNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 15. 20TCTGGTTTTTGGCCACCTTCAA0.411

+ 5 1589MARCH7_uc010foq.2_Frame_Shift_Del_p.P489fs|MARCH7_uc010zcn.1_Frame_Shift_Del_p.P433fs|MARCH7_uc010for.2_Frame_Shift_Del_p.P451fs|MARCH7_uc002uay.2_RNANM_022826 NP_073737 Q9H992 MARH7_HUMAN 0TTGCAGTCCCTCCAGCACTTG0.428 rs1365803

- 1 244_246PLA2R1_uc010zcp.1_In_Frame_Del_p.L13del|PLA2R1_uc002ubf.2_In_Frame_Del_p.L13delNM_007366 NP_031392 Q13018 PLA2R_HUMAN 3GCGGCGCCCCcagcagcagcagc0.601

- 46 13588TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153ATGCTTCACCTTTTTCCCCGG0.348 rs142304137

+ 8 657_659GIGYF2_uc010zmj.1_In_Frame_Del_p.G111del|GIGYF2_uc002vtg.2_In_Frame_Del_p.G111del|GIGYF2_uc002vtj.3_In_Frame_Del_p.G111del|GIGYF2_uc002vtk.3_In_Frame_Del_p.G111del|GIGYF2_uc002vth.3_In_Frame_Del_p.G111del|GIGYF2_uc010zmk.1_RNANM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Poly-Gly. 7TTGACAGGACGAGGAGGAGGAGG0.394

- 1 1008_1009MTERFD2_uc010zoj.1_Intron|MTERFD2_uc010zok.1_Frame_Shift_Del_p.V143fsNM_182501 NP_872307 Q7Z6M4 MTER2_HUMAN 1TCTTCAAGACCACACACACAGG0.45



+ 4 1257PANK2_uc002wkb.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkd.2_RNA|PANK2_uc002wke.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkf.2_5'UTRNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0GAGGAGGAACTTTTTTTGGTC0.343

+ 4 651_654MCM8_uc002wmj.2_Frame_Shift_Del_p.L92fs|MCM8_uc002wmk.2_Frame_Shift_Del_p.L92fs|MCM8_uc002wml.2_Frame_Shift_Del_p.L92fs|MCM8_uc010gbp.2_Frame_Shift_Del_p.L92fsNM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1TAGCTCTCCTTTGATTGAGAAGAT0.363

+ 11 1053C20orf7_uc002won.2_Frame_Shift_Del_p.P312fs|C20orf7_uc002woo.2_RNA|uc002wop.2_5'FlankNM_024120 NP_077025 Q5TEU4 CT007_HUMAN 0TTATGCCACCGGGGAAAAAAT0.323

+ 2 85_86FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGCTATGGAAAATATCTTGGTA0.342

+ 4 1167SNX21_uc002xps.1_Intron|SNX21_uc002xpt.1_3'UTR|SNX21_uc002xpu.1_3'UTR|SNX21_uc002xpw.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpx.2_Frame_Shift_Del_p.P350fs|SNX21_uc010zxd.1_3'UTR|SNX21_uc002xpy.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpz.1_Frame_Shift_Del_p.P171fsNM_033421 NP_219489 Q969T3 SNX21_HUMAN 2CCCCACACCACCCCCCAGTCT0.617

- 7 1206STAU1_uc002xua.2_Frame_Shift_Del_p.I184fs|STAU1_uc002xub.2_Frame_Shift_Del_p.I190fs|STAU1_uc002xuc.2_Frame_Shift_Del_p.I184fs|STAU1_uc002xue.2_Frame_Shift_Del_p.I184fs|STAU1_uc002xuf.2_Frame_Shift_Del_p.I190fs|STAU1_uc002xug.2_Frame_Shift_Del_p.I265fsNM_017453 NP_059347 O95793 STAU1_HUMAN 5TTTTCTTTTTGATTCTAGGCT0.433

- 3 2331ZNF295_uc002yzz.3_Intron|ZNF295_uc002yzy.3_Frame_Shift_Del_p.P706fs|ZNF295_uc002zaa.3_Frame_Shift_Del_p.P706fsNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3ATGCTCTTTTGGTTTAGCAAC0.438

- 1 4423_4424 NM_002430 NP_002421 Q10571 MN1_HUMAN 10ATCTGCGCCTGAAGGATCTCCA0.703

+ 5 1092EDEM1_uc011asz.1_Frame_Shift_Del_p.L98fs|EDEM1_uc003bqh.2_Frame_Shift_Del_p.L320fsNM_014674 NP_055489 Q92611 EDEM1_HUMANLumenal (Potential). 3GTCGACTCCTGGGGGACTCCA0.532

+ 9 1152TRAK1_uc011azh.1_Frame_Shift_Del_p.L312fs|TRAK1_uc011azi.1_Frame_Shift_Del_p.L312fs|TRAK1_uc003ckz.3_Frame_Shift_Del_p.L238fs|TRAK1_uc011azj.1_Frame_Shift_Del_p.L238fs|TRAK1_uc003cla.2_Frame_Shift_Del_p.L254fsNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANPotential.|HAP1 N-terminal. 1TCCAGCATCTGGGGGCTGCTA0.502

- 4 457_458DNAH12_uc003diu.2_Frame_Shift_Ins_p.K92fsNM_178504 NP_848599 Q6ZR08 DYH12_HUMANStem (By similarity). 2GAACTCACTCCTTTTTTTTTCA0.248

- 2 196_197 NM_005130 NP_005121 Q14512 FGFP1_HUMAN 0CCATTCTTCACTTTTTTTTTCC0.525

- 4 2224_2225 NM_003263 NP_003254 Q15399 TLR1_HUMANCytoplasmic (Potential).|TIR. 5TCATTCTTCACCCAGAAAGAAT0.426

- 3 747_748CDKL2_uc011cbp.1_Frame_Shift_Ins_p.K74fs|CDKL2_uc010iix.1_IntronNM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7AGGTACCATCGTTTTTTTTTCT0.322

+ 8 1279CDS1_uc010ike.1_Frame_Shift_Del_p.F65fsNM_001263 NP_001254 Q92903 CDS1_HUMAN 4CCTTTTTGGATTTTTTTTTGG0.308

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

- 9 844EMCN_uc011cel.1_Splice_Site_p.G209_splice|EMCN_uc011cem.1_Splice_Site_p.G139_spliceNM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN 0TCTGGTGTGCCTAGGAGAAGAG0.396

+ 2 227ZNF330_uc011chl.1_5'UTRNM_014487 NP_055302 Q9Y3S2 ZN330_HUMANNuclear localization signal (Potential). 0GAAAATGCCTAAAAAAAAGAC0.353

- 21 2860_2861OTUD4_uc003ijz.3_Frame_Shift_Del_p.E907fsNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3AGGCACAGTTTCTCTCTCTCTG0.455

- 10 1831LRBA_uc003ilu.3_Frame_Shift_Del_p.Q453fs|LRBA_uc010ipk.1_Frame_Shift_Del_p.Q372fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7GTTAGTACCTGGAGCATGAGT0.388

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4TGTTAGGGACAAAAAAAAGGG0.348

+ 26 4712ANKHD1_uc003lfr.2_Frame_Shift_Del_p.K1530fs|ANKHD1_uc003lfu.1_Frame_Shift_Del_p.K1010fs|ANKHD1-EIF4EBP3_uc011czh.1_Frame_Shift_Del_p.K269fs|ANKHD1_uc003lfw.2_Frame_Shift_Del_p.K168fs|ANKHD1_uc010jfl.2_5'UTR|ANKHD1-EIF4EBP3_uc003lfx.1_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6TGTGTTTGGGAAAAAAAGGGC0.423

+ 4 930_932C5orf25_uc003mdt.3_Intron|C5orf25_uc003mdr.3_Intron|C5orf25_uc011dfk.1_In_Frame_Del_p.S199del|uc003mdu.1_In_Frame_Del_p.S91delQ8NDZ2 CE025_HUMAN Ser-rich. 0 taatagtaggagcagcagcagca0.448

+ 9 1351PHACTR1_uc011dir.1_Frame_Shift_Del_p.Y409fs|PHACTR1_uc003nag.1_Frame_Shift_Del_p.Y340fs|PHACTR1_uc003nah.1_Frame_Shift_Del_p.Y340fsNM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0TCCACTTCTTACCACAGCTCT0.473

- 8 966DEK_uc011djf.1_Frame_Shift_Del_p.K224fs|DEK_uc011djg.1_RNANM_003472 NP_003463 P35659 DEK_HUMAN 1TTTGGCTGTCTTTTTTGGTGG0.373

- 15 2057GABBR1_uc003nmp.3_Frame_Shift_Del_p.P457fs|GABBR1_uc003nms.3_Frame_Shift_Del_p.P457fs|GABBR1_uc003nmu.3_Frame_Shift_Del_p.P512fs|GABBR1_uc011dlr.1_Frame_Shift_Del_p.P397fs|GABBR1_uc011dls.1_IntronNM_001470 NP_001461 Q9UBS5 GABR1_HUMANExtracellular (Potential). 7CTGGTCAGCTGGGGGGGACCC0.363

- 3 577_578ARHGAP18_uc011ebw.1_Frame_Shift_Ins_p.N163fsNM_033515 NP_277050 Q8N392 RHG18_HUMAN 3GGTACTGTTTGTTTTTTTTCCT0.421

- 1 648_649 NM_001129895 NP_001123367 Q9UM08 Q9UM08_HUMAN 0AGTGTGTTGGGAGGAGGAGGCA0.639

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

+ 10 1645 NM_007252 NP_009183 P78424 PO6F2_HUMANPOU-specific. 1CTTTTTCCTACCACAGGAAGC0.488

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

- 7 1188_1189CYP51A1_uc011khn.1_Frame_Shift_Ins_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Ins_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0TCTAAATAACATTTTTTTTGAA0.396

+ 8 1031DYNC1I1_uc003uod.3_Frame_Shift_Del_p.F235fs|DYNC1I1_uc003uob.2_Frame_Shift_Del_p.F215fs|DYNC1I1_uc003uoe.3_Frame_Shift_Del_p.F232fs|DYNC1I1_uc010lfl.2_Frame_Shift_Del_p.F241fsNM_004411 NP_004402 O14576 DC1I1_HUMAN 4TTCCGACATCTTTTTTGACTA0.383

- 6 959CNOT4_uc003vss.2_Frame_Shift_Del_p.D218fs|CNOT4_uc011kpz.1_Frame_Shift_Del_p.D218fs|CNOT4_uc003vst.2_Frame_Shift_Del_p.D218fs|CNOT4_uc003vsu.1_Frame_Shift_Del_p.D218fs|CNOT4_uc011kpy.1_Frame_Shift_Del_p.D218fsNM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0GCCGCCTCATCCCCCAATTCA0.393

- 1 151_153PTPRN2_uc003wnp.2_In_Frame_Del_p.10_11LL>L|PTPRN2_uc003wnq.2_In_Frame_Del_p.10_11LL>L|PTPRN2_uc003wnr.2_In_Frame_Del_p.10_11LL>LNM_002847 NP_002838 Q92932 PTPR2_HUMAN 7 cagcagcagtagcagcagcagca0.478

- 4 6567_6573 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GGCCTCTATACCTTCTGCCTTCTGGGC0.604 rs139374902

- 6 418_419CCDC25_uc003xgd.2_Frame_Shift_Del_p.A34fs|CCDC25_uc011lan.1_Intron|CCDC25_uc011lao.1_Intron|CCDC25_uc003xge.2_Intron|CCDC25_uc003xgf.1_RNANM_018246 NP_060716 Q86WR0 CCD25_HUMAN 0CATCCATGTCAGCTGTTTTCTT0.485

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

+ 3 1173 NM_004770 NP_004761 Q92953 KCNB2_HUMANHelical; Name=Segment S1; (Potential). 7TCCAGATCCTGGCCATCGTGT0.458

+ 9 1450_1451LRRCC1_uc010lzz.1_RNA|LRRCC1_uc010maa.1_Frame_Shift_Del_p.Q133fs|LRRCC1_uc003ycx.2_Frame_Shift_Del_p.Q339fs|LRRCC1_uc003ycy.2_Frame_Shift_Del_p.Q412fsNM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0AGCTAGACCAAGAGAGAGAGAA0.267

+ 19 2164SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Frame_Shift_Del_p.I629fs|SLC26A7_uc003yfa.2_Frame_Shift_Del_p.I629fsNM_052832 NP_439897 Q8TE54 S26A7_HUMANSTAS.|Cytoplasmic (Potential). 2GAGAAACCAATTTTTTTTGAA0.343

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 8 962RGS22_uc003yja.1_Frame_Shift_Del_p.K75fs|RGS22_uc003yjc.1_Frame_Shift_Del_p.K244fs|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7AGATGGGTCCTTTTTTGTCCT0.279

+ 3 157_159ENY2_uc003ync.2_In_Frame_Del_p.27_28LL>LNM_020189 NP_064574 Q9NPA8 ENY2_HUMAN 0CTCAAAGAGTTGCTGAGAGCTAA0.345

- 2 473TRPS1_uc011lhy.1_Frame_Shift_Del_p.K9fs|TRPS1_uc003yny.2_Frame_Shift_Del_p.K18fs|TRPS1_uc010mcy.2_Frame_Shift_Del_p.K5fsNM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN 7AGGGGGGTTCTTTTTCCGGAC0.413

- 6 524ANXA13_uc003yqt.2_Frame_Shift_Del_p.I192fsNM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3GACACCAGGATTTTTTTTAGG0.413



- 3 757GLIS3_uc003zhx.1_Frame_Shift_Del_p.P343fs|GLIS3_uc003zic.1_Frame_Shift_Del_p.P343fs|GLIS3_uc003zie.1_Frame_Shift_Del_p.P343fs|GLIS3_uc010mhh.1_Frame_Shift_Del_p.P218fs|GLIS3_uc003zid.1_Frame_Shift_Del_p.P121fs|GLIS3_uc010mhi.1_Frame_Shift_Del_p.P150fs|GLIS3_uc003zif.1_Frame_Shift_Del_p.P121fs|GLIS3_uc003zig.1_Frame_Shift_Del_p.P187fs|GLIS3_uc003zih.1_Frame_Shift_Del_p.P121fs|GLIS3_uc003zhy.1_Frame_Shift_Del_p.P121fs|GLIS3_uc003zhz.1_Frame_Shift_Del_p.P121fs|GLIS3_uc003zib.1_Frame_Shift_Del_p.P187fs|GLIS3_uc010mhg.1_Frame_Shift_Del_p.P121fsNM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1CTCCGGCTGCGGGGACAGGTT0.672

- 20 2893 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN 13AGATCACTTTCCCCCTCAGCA0.562

+ 6 1019_1020TXLNG_uc010ney.1_Frame_Shift_Del_p.Q191fs|TXLNG_uc004cxr.1_5'FlankNM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1GAAAAACATCAGAGAGAGAGAG0.386

- 13 1743_1744MAP7D2_uc004czq.1_Frame_Shift_Del_p.V460fs|MAP7D2_uc011mji.1_Frame_Shift_Del_p.V523fs|MAP7D2_uc010nfo.1_Frame_Shift_Del_p.V616fs|MAP7D2_uc011mjj.1_Frame_Shift_Del_p.V530fsNM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3TCTTCTTTTCCACACACACAGC0.446

- 7 3967SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN ASD2. 1AAACTTTACCTTTTTTTGAGC0.448

- 2 352_353MAGT1_uc004fog.3_RNA|MAGT1_uc004ect.3_Frame_Shift_Del_p.V97fsNM_032121 NP_115497 Q9H0U3 MAGT1_HUMAN 1GTGGGGCTTTCACAAGGCGACG0.421

- 6 1039RBM41_uc004emy.1_Frame_Shift_Del_p.K336fsNM_018301 NP_060771 Q96IZ5 RBM41_HUMAN RRM. 1TTGGAGGTCCTTTTTTCTCCT0.433

+ 3 526GDI1_uc011mzo.1_Frame_Shift_Del_p.P62fsNM_001493 NP_001484 P31150 GDIA_HUMAN 0GCTGGAGGGGCCCCCTGAGTC0.577

- 4 396_398PLEKHG5_uc001ann.1_In_Frame_Del_p.E80del|PLEKHG5_uc001anq.1_In_Frame_Del_p.E120del|PLEKHG5_uc001anp.1_In_Frame_Del_p.E120del|PLEKHG5_uc009vma.1_5'UTR|PLEKHG5_uc010nzr.1_In_Frame_Del_p.E112del|PLEKHG5_uc001ank.1_In_Frame_Del_p.E43del|PLEKHG5_uc009vmb.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anl.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anm.1_In_Frame_Del_p.E43delNM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. NA 1CCACAGAGCTCTCCTCCTCCTCC0.631

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. NA 2TTCCGGTTGAGGGGGGGGATA0.557

- 4 521CORO1B_uc009yrs.1_RNA|CORO1B_uc001olk.1_Frame_Shift_Del_p.V162fs|CORO1B_uc009yrt.1_RNA|CORO1B_uc009yru.1_RNA|CORO1B_uc001oll.1_Frame_Shift_Del_p.V162fs|CORO1B_uc010rps.1_Frame_Shift_Del_p.V162fs|CORO1B_uc009yrv.1_3'UTRNM_020441 NP_065174 Q9BR76 COR1B_HUMAN WD 2. NA 2CGCTGTGCCCACATTCCAGAT0.592

- 1 295_296GSPT1_uc002dbu.2_In_Frame_Ins_p.16_16G>GG|GSPT1_uc010bux.2_IntronNM_002094 NP_002085 P15170 ERF3A_HUMAN NA 3 cgctgctgctcccgccgccgcc 0.332 rs71408216

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.NA 7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 4 1934_1936YTHDF1_uc011aaq.1_In_Frame_Del_p.E497delNM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN NA 2TTGCGCACCACCTCCTCCTCCTC0.557

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. NA 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

+ 3 743_744TPRXL_uc003byh.1_In_Frame_Ins_p.102_103insS|TPRXL_uc003byg.2_In_Frame_Ins_p.102_103insSNR_002223 NA 0 gtagcagctctagcagcagcag 0rs142895893;rs138518200

+ 13 1713_1714PAPD7_uc011cmn.1_Frame_Shift_Del_p.K518fs|PAPD7_uc010itl.1_Frame_Shift_Del_p.K348fsNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN NA 1GGAGGAAAAAACACACACACAC0.653

+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN NA 2CTGCAGCCGCTGCCGCCGCCGC0.658rs151038013;rs34838882

- 7 739_740TNFRSF25_uc001ana.2_Intron|TNFRSF25_uc001anb.2_RNA|TNFRSF25_uc001anc.2_Intron|TNFRSF25_uc001and.2_Intron|TNFRSF25_uc009vlz.2_Intron|TNFRSF25_uc001anf.2_Intron|TNFRSF25_uc001ang.2_Frame_Shift_Del_p.G172fs|TNFRSF25_uc001anh.2_Frame_Shift_Del_p.G226fsNM_003790 NP_003781 Q93038 TNR25_HUMANHelical; (Potential). NA 3GTCAGGGTGGCCCCAAGCAGGA0.634

+ 2 287RAG1AP1_uc010pey.1_Intron|FDPS_uc001fkd.2_Intron|FDPS_uc001fke.2_Frame_Shift_Del_p.R23fs|FDPS_uc001fkf.2_IntronNM_002004 NP_001995 P14324 FPPS_HUMAN NA 0TGGGCACCCCGGGAGAGGTGG0.682

- 7 924_926MARCH8_uc001jch.2_In_Frame_Del_p.L511del|MARCH8_uc001jcj.1_In_Frame_Del_p.L229del|MARCH8_uc001jck.1_In_Frame_Del_p.L229del|uc001jcf.2_5'Flank|MARCH8_uc001jcg.1_In_Frame_Del_p.L98delNM_001002266 NP_001002266 Q5T0T0 MARH8_HUMAN NA 0TATAGGCCTTGAGTCTCTTCCAC0.384

+ 3 372C10orf58_uc001kcd.3_Frame_Shift_Del_p.E60fs|C10orf58_uc001kce.3_Frame_Shift_Del_p.E71fs|C10orf58_uc001kcf.3_Frame_Shift_Del_p.E71fsNM_032333 NP_115709 Q9BRX8 CJ058_HUMAN NA 0GAGCTATGGGAAAAAAATGGA0.488

+ 1 354HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN NA 0GCATCCACTCTTTTTCCTTCA0.502

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN NA 2ATCCAAGGTACCCCCCCATGA0.517

- 3 635CBX5_uc001sfk.3_Frame_Shift_Del_p.K106fs|CBX5_uc001sfi.3_Frame_Shift_Del_p.K106fs|CBX5_uc001sfj.3_Frame_Shift_Del_p.K106fsNM_001127322 NP_001120794 P45973 CBX5_HUMAN NA 0TACCTCTCTCTTTTTTTTAGA0.323

+ 3 353_355KIAA1704_uc010tfo.1_RNA|KIAA1704_uc001uzr.1_In_Frame_Del_p.D88del|KIAA1704_uc001uzs.2_5'UTR|KIAA1704_uc001uzt.2_5'UTRNM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. NA 2 Ggatgatgacgatgatgatgatg0.286 rs138421508

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN NA 0CTGATGGGACTTTTTTTTTGA0.373

+ 4 1996ZBTB1_uc010aqg.2_Frame_Shift_Del_p.Q522fs|ZBTB1_uc001xhi.2_Frame_Shift_Del_p.Q522fsNM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN NA 1AACAGTATCCAAAAAAAGCAG0.378

+ 8 929_930NPIP_uc002dcx.3_RNA NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. NA 0ACACCTCCCGAGTGTCTGCTCA0.559

+ 12 1921_1923uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TAOK2_uc002dvb.1_In_Frame_Del_p.E392del|TAOK2_uc002dvc.1_In_Frame_Del_p.E392del|TAOK2_uc010bzm.1_In_Frame_Del_p.E399del|TAOK2_uc002dvd.1_In_Frame_Del_p.E219delNM_016151 NP_057235 Q9UL54 TAOK2_HUMAN Glu-rich. NA 1 CAACgaggaagaggaggaggagg0.483

- 2 401TERF2_uc002exe.2_Frame_Shift_Del_p.G92fsNM_005652 NP_005643 Q15554 TERF2_HUMANTRFH dimerization. NA 1TGTGCTCCTTCCCCAAGGGCC0.592

- 8 1040STRN_uc010ezx.2_IntronNM_003162 NP_003153 O43815 STRN_HUMAN NA 1CTTCACCCCCTTTTTCCCCTT0.388

+ 8 2678_2679SPEG_uc002vlm.2_RNA|SPEG_uc010fwh.1_Frame_Shift_Ins_p.Q101fs|SPEG_uc002vln.1_Frame_Shift_Ins_p.Q101fs|SPEG_uc002vlp.1_Frame_Shift_Ins_p.Q101fs|SPEG_uc002vlq.2_Frame_Shift_Ins_p.Q44fsNM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 3. NA 14ATCCGCGTGCAGGGGGAGCCCA0.594

+ 2 364_365DSTN_uc002wpq.2_Frame_Shift_Ins_p.I20fs|DSTN_uc010gck.2_Frame_Shift_Ins_p.I20fsNM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. NA 2GAAGGCTGTCATTTTTTGTCTC0.386

- 6 827GGT7_uc002xaz.1_Frame_Shift_Del_p.A279fs|GGT7_uc002xba.1_3'UTRNM_178026 NP_821158 Q9UJ14 GGT7_HUMANExtracellular (Potential).NA 1CCATCTTGGGCCACAGCTGCT0.597

- 1 204 NM_181607 NP_853638 Q8IUB9 KR191_HUMAN26 X 2 AA repeats of G-[YCGS].NA 0CATAGCCTCCAAAGCCAGAGC0.507

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable).NA 2TGCTCAGGTCAAAAAAAATTG0.294

- 25 3483SEC31A_uc003hnd.2_Frame_Shift_Del_p.I276fs|SEC31A_uc003hne.2_Frame_Shift_Del_p.I856fs|SEC31A_uc011ccl.1_Frame_Shift_Del_p.I1053fs|SEC31A_uc003hnl.2_Frame_Shift_Del_p.I954fs|SEC31A_uc003hng.2_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnh.2_Frame_Shift_Del_p.I1107fs|SEC31A_uc003hni.2_Frame_Shift_Del_p.I993fs|SEC31A_uc003hnj.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc011ccm.1_Frame_Shift_Del_p.I1087fs|SEC31A_uc011ccn.1_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnk.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc003hnm.2_Frame_Shift_Del_p.I1107fsNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with PDCD6.NA 8 TTCTTGGTAATTTTTTTTGTT0.388

+ 28 3960MAST4_uc003juw.2_Frame_Shift_Del_p.Q1226fs|MAST4_uc003jux.2_5'FlankNM_015183 NP_055998 O15021 MAST4_HUMAN NA 13GGCGCCGCTGCAGAGCCTGGA0.682

+ 11 2230 NM_014899 NP_055714 O94955 RHBT3_HUMANInteraction with Rab9. NA 2CATCTTCAGTCAAAAGCCTGA0.328

- 8 1188_1189RIOK2_uc003kna.3_Frame_Shift_Del_p.E360fsNM_018343 NP_060813 Q9BVS4 RIOK2_HUMANProtein kinase. NA 1CTCTGATTCTTCTAGACAGTTC0.416

- 16 2124RAPGEF6_uc003kvp.1_Frame_Shift_Del_p.S690fs|RAPGEF6_uc003kvo.1_Frame_Shift_Del_p.S640fs|RAPGEF6_uc010jdi.1_Frame_Shift_Del_p.S640fs|RAPGEF6_uc010jdj.1_Frame_Shift_Del_p.S640fs|RAPGEF6_uc003kvq.2_Frame_Shift_Del_p.S357fs|RAPGEF6_uc003kvr.2_Frame_Shift_Del_p.S640fs|RAPGEF6_uc011cxe.1_RNA|RAPGEF6_uc010jdk.2_Frame_Shift_Del_p.S640fsNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN NA 3TGGCGATTACTTTTTTTTTCA0.368

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN NA 0 CTAAATAACATTTTTTTTGAA0.398

+ 14 2475_2476TTC16_uc011mai.1_Frame_Shift_Del_p.T790fs|TTC16_uc004brr.1_3'UTR|TTC16_uc010mxn.1_Frame_Shift_Del_p.T399fsNM_144965 NP_659402 Q8NEE8 TTC16_HUMAN NA 0CGAAGTTCCACCAAGACTGAGG0.609 rs139597416

+ 11 1489_1490CACNA1B_uc011mfd.1_5'UTRNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential).NA 6GATCCCCCTTCGCCCGCGCCAG0.609

+ 42 6439_6441MED12_uc004dyz.2_In_Frame_Del_p.Q2085del|MED12_uc004dza.2_In_Frame_Del_p.Q1936del|MED12_uc010nla.2_In_Frame_Del_p.Q715delNM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. NA 4 accacatccggcagcagcagcag0.256

+ 1 794BCAP31_uc004fid.2_5'Flank|BCAP31_uc011myz.1_5'Flank|BCAP31_uc011mza.1_5'Flank|BCAP31_uc004fie.2_5'FlankNM_000033 NP_000024 P33897 ABCD1_HUMANABC transmembrane type-1.|Interaction with PEX19.|Helical; (Potential).NA 0GCTTTTGGCTGGCAGCTGCTG0.667 rs74315280



- 2 90RPL22_uc001ame.2_Frame_Shift_Del_p.K15fsNM_000983 NP_000974 P35268 RL22_HUMAN 0AACTTGCTTCTTTTTTTTGCC0.398

+ 20 5915ARID1A_uc001bmu.1_Frame_Shift_Del_p.G1631fs|ARID1A_uc001bmx.1_Frame_Shift_Del_p.G694fs|ARID1A_uc009vsm.1_Frame_Shift_Del_p.G176fs|ARID1A_uc009vsn.1_Frame_Shift_Del_p.G90fsNM_006015 NP_006006 O14497 ARI1A_HUMAN p.G1848fs*6(3) 142GCGGATTGGTGGGGGGGACAC0.582 rs140055856

+ 7 1312_1313PHACTR4_uc001bpv.1_RNA|PHACTR4_uc001bpx.2_Frame_Shift_Ins_p.S328fs|PHACTR4_uc001bpy.2_Frame_Shift_Ins_p.S354fsNM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN Pro-rich. 0TCGCTCTCCGTCCCCCCCACTG0.515

- 8 1432GBP2_uc001dmy.1_RNANM_207398 NP_997281 Q8N8V2 GBP7_HUMAN 2AGATATTGTGCCCCCCCGGAA0.438

- 9 1607_1608SLC16A4_uc009wfs.1_Frame_Shift_Ins_p.F427fs|SLC16A4_uc001dzp.1_Frame_Shift_Ins_p.F307fs|SLC16A4_uc010ovy.1_Frame_Shift_Ins_p.F413fs|SLC16A4_uc001dzq.1_Frame_Shift_Ins_p.F245fs|SLC16A4_uc010ovz.1_Frame_Shift_Ins_p.L372fsNM_004696 NP_004687 O15374 MOT5_HUMANHelical; (Potential). 3GCCAATGGTACAAAAAAAAAGG0.391

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

+ 5 2142_2143ZNF33A_uc001izg.2_Frame_Shift_Del_p.Q656fs|ZNF33A_uc010qev.1_Frame_Shift_Del_p.Q662fs|ZNF33A_uc001izi.1_IntronNM_006974 NP_008905 Q06730 ZN33A_HUMANC2H2-type 12. 3ATTGTACATCAGAGAACCCATA0.391

- 7 924_926MARCH8_uc001jch.2_In_Frame_Del_p.L511del|MARCH8_uc001jcj.1_In_Frame_Del_p.L229del|MARCH8_uc001jck.1_In_Frame_Del_p.L229del|uc001jcf.2_5'Flank|MARCH8_uc001jcg.1_In_Frame_Del_p.L98delNM_001002266 NP_001002266 Q5T0T0 MARH8_HUMAN 0TATAGGCCTTGAGTCTCTTCCAC0.384

+ 9 6800TACC2_uc001lfw.2_Frame_Shift_Del_p.T293fs|TACC2_uc009xzx.2_Frame_Shift_Del_p.T2102fs|TACC2_uc010qtv.1_Frame_Shift_Del_p.T2151fs|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lga.2_Frame_Shift_Del_p.T225fs|TACC2_uc009xzy.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lgb.2_Frame_Shift_Del_p.T182fs|TACC2_uc010qtw.1_Frame_Shift_Del_p.T242fsNM_206862 NP_996744 O95359 TACC2_HUMAN 10CCCACAGAGACCCCCCCAGTG0.522

+ 1 303_304 NM_001005197 NP_001005197 Q8NGM9 OR8D4_HUMANHelical; Name=3; (Potential). 1TGATTCAGCTGTTTTTTTTCTG0.436 rs79561639

+ 13 1588GLB1L3_uc010scu.1_3'UTR|GLB1L3_uc001qho.3_RNANM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1GGCTGTGTATCCCCCCGTGAG0.602

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 3 189_191 NM_006248 NP_006239 0TTCCTGGAGGAGATGGGGGACCT0.557

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388

- 9 1715_1735KRT1_uc001sav.1_Splice_Site_p.G556_spliceNM_006121 NP_006112 P04264 K2C1_HUMANGly/Ser-rich.|Tail. 2tccggagccgtagctgctacctccggagccatagctgccac0 rs66529359;rs61226348

- 3 635CBX5_uc001sfk.3_Frame_Shift_Del_p.K106fs|CBX5_uc001sfi.3_Frame_Shift_Del_p.K106fs|CBX5_uc001sfj.3_Frame_Shift_Del_p.K106fsNM_001127322 NP_001120794 P45973 CBX5_HUMAN 0TACCTCTCTCTTTTTTTTAGA0.323

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=3; (Potential). 4CCCAGATGTACTTCTTCTTCTTC0.414

+ 3 227ARHGAP9_uc001sod.2_5'Flank|ARHGAP9_uc001soe.1_5'Flank|MARS_uc001sof.1_RNA|MARS_uc010srp.1_Intron|MARS_uc010srq.1_5'UTRNM_004990 NP_004981 P56192 SYMC_HUMAN 5TGGGCAGATATTTTTTTTTGT0.488

+ 6 694IRAK3_uc010ssy.1_Frame_Shift_Del_p.K137fsNM_007199 NP_009130 Q9Y616 IRAK3_HUMANProtein kinase. 8TATGTAGGAGAAAAAAATGCA0.303

+ 8 1314TMTC3_uc009zsm.2_RNANM_181783 NP_861448 Q6ZXV5 TMTC3_HUMANHelical; (Potential). 1GCATCGAACCTTTTTTTTCCA0.303

+ 15 1554PWP1_uc009zuu.1_3'UTRNM_007062 NP_008993 Q13610 PWP1_HUMAN 0TTAGTGGCCCTTTTGGCAGCA0.373

- 8 694TPTE2_uc009zzk.2_Intron|TPTE2_uc009zzl.2_Intron|TPTE2_uc001ume.2_Intron|TPTE2_uc009zzm.2_Intron|TPTE2_uc010tcm.1_RNANM_199254 NP_954863 Q6XPS3 TPTE2_HUMANHelical; (Potential). 0ACTTAATGTCAAAAAAAATGT0.303

- 10 3917SACS_uc001uoo.2_Frame_Shift_Del_p.I963fs|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12AAGGCTTCAATTTTTTTTGCC0.383

- 5 1432SPG20_uc010ten.1_Intron|SPG20_uc001uvm.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvo.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvq.2_Frame_Shift_Del_p.R388fs|SPG20_uc001uvp.2_Frame_Shift_Del_p.R388fsNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0TTATTTACCCTTTTTCCACGT0.373

+ 3 353_355KIAA1704_uc010tfo.1_RNA|KIAA1704_uc001uzr.1_In_Frame_Del_p.D88del|KIAA1704_uc001uzs.2_5'UTR|KIAA1704_uc001uzt.2_5'UTRNM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. 2 Ggatgatgacgatgatgatgatg0.286 rs138421508

- 9 1177_1178DIAPH3_uc001vhu.2_Frame_Shift_Ins_p.I57fs|DIAPH3_uc001vhw.1_Frame_Shift_Ins_p.I309fs|DIAPH3_uc010aed.1_Frame_Shift_Ins_p.I274fs|DIAPH3_uc010aee.1_Frame_Shift_Ins_p.I250fsNM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2AAATCTGTCAATTTTTTTTTCT0.322

+ 7 1388_1390TOX4_uc001way.2_In_Frame_Del_p.A304del|TOX4_uc001wba.2_Splice_Site|TOX4_uc010tlu.1_In_Frame_Del_p.A411del|TOX4_uc010tlv.1_In_Frame_Del_p.A304delNM_014828 NP_055643 O94842 TOX4_HUMANGln/Pro-rich.|Poly-Ala. 1GGCAGCAGCAGCTGCTGCTGCTG0.581

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CTGATGGGACTTTTTTTTTGA0.373

- 2 1971_1972MLH3_uc001xre.1_Frame_Shift_Ins_p.K585fs|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2TTGCTAGATTCTTTTTTTTTCT0.356

- 7 1217_1219FOXN3_uc001xxn.3_In_Frame_Del_p.338_339SS>S|FOXN3_uc010atk.2_In_Frame_Del_p.338_339SS>SNM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3GTCGTCGGCTGAGGAGGAGGAGG0.65 rs139532153

- 2 365_367DDX24_uc010twq.1_In_Frame_Del_p.E46del|DDX24_uc010twr.1_Intron|IFI27L1_uc001ycl.2_5'Flank|IFI27L1_uc001yck.2_5'FlankNM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4CTAGACTTTCCCTCCTCCTCCTC0.443

- 5 539_540RAGE_uc010txv.1_Frame_Shift_Ins_p.I75fs|RAGE_uc001yln.2_5'UTRNM_014226 NP_055041 Q9UQ07 MOK_HUMAN Protein kinase. 4ATAGTGCATAATTTTTTTTTCT0.322 rs145834415

+ 7 998 NM_033223 NP_150092 Q99928 GBRG3_HUMAN 0ATTTTGGATCAAAAAAGATGC0.338

- 12 2045_2061DMXL2_uc010ufy.1_Frame_Shift_Del_p.A607fs|DMXL2_uc010bfa.2_Frame_Shift_Del_p.A607fsNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN WD 5. 9GTTTAGAGATCATCATTACTGTGGGAGCTAAGATGTT0.438 rs139505079

+ 7 2928_2930SLC24A1_uc010ujd.1_In_Frame_Del_p.E872del|SLC24A1_uc010uje.1_In_Frame_Del_p.E872del|SLC24A1_uc010ujg.1_In_Frame_Del_p.E890del|SLC24A1_uc010ujh.1_In_Frame_Del_p.E872del|SLC24A1_uc010uji.1_In_Frame_Del_p.E217delNM_004727 NP_004718 O60721 NCKX1_HUMANCytoplasmic (Potential).|Poly-Glu. 0 gcaggaggaagaggaggaggagg0.281

+ 10 2359BLM_uc010uqh.1_Frame_Shift_Del_p.S754fs|BLM_uc010uqi.1_Frame_Shift_Del_p.S379fs|BLM_uc010bnx.2_Frame_Shift_Del_p.S754fs|BLM_uc002bps.1_Frame_Shift_Del_p.S316fsNM_000057 NP_000048 P54132 BLM_HUMANHelicase ATP-binding. 6TCCAGTTATCAAAAAAAGACC0.269

+ 33 4739_4740CHD2_uc002bso.1_Frame_Shift_Ins_p.M1388fsNM_001271 NP_001262 O14647 CHD2_HUMAN 2 AAAGTCCAATgaaaaaaaaaca0.158

+ 30 3476_3478ITGAL_uc002dyj.3_In_Frame_Del_p.L1022del|ITGAL_uc010vev.1_In_Frame_Del_p.L340delNM_002209 NP_002200 P20701 ITAL_HUMANHelical; (Potential). 10GCATCGGGGGGCTGCTGCTGCTG0.601

+ 2 171CCL17_uc010ccz.1_Frame_Shift_Del_p.L43fsNM_002987 NP_002978 Q92583 CCL17_HUMAN 1CCCTCCTCCTGGGGGCTTCTC0.662

+ 2 393_395 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN Potential. 0GAGCCCCGAACAGCAGCAGCAGC0.581

- 2 1200_1202CDC42EP4_uc002jjo.2_In_Frame_Del_p.E351del|CDC42EP4_uc002jjp.1_In_Frame_Del_p.E281delNM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0ACGGATTTCATCCTCCTCCTCCT0.64

- 2 140ANKRD24_uc010dtt.1_5'Flank|SIRT6_uc002lzn.2_5'UTR|SIRT6_uc002lzp.2_Frame_Shift_Del_p.P27fs|SIRT6_uc010xid.1_Intron|SIRT6_uc002lzq.2_Frame_Shift_Del_p.P27fs|SIRT6_uc002lzr.2_IntronNM_016539 NP_057623 Q8N6T7 SIRT6_HUMAN 1CAGCTCCTCCGGGGGGTCGAA0.642

+ 3 1121_1123PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_In_Frame_Del_p.K219delNM_012099 NP_036231 O15446 RPA34_HUMAN Poly-Lys. 4TGGATGTGCGGAAGAAGAAGAAG0.581

- 7 1091ODC1_uc002ran.1_5'Flank|ODC1_uc002rao.1_Frame_Shift_Del_p.F219fs|ODC1_uc010yjd.1_Frame_Shift_Del_p.F89fsNM_002539 NP_002530 P11926 DCOR_HUMAN 1CCCCCATGTCAAAAACACAGC0.473

+ 12 1349BRE_uc002rlp.1_Frame_Shift_Del_p.Q344fs|BRE_uc002rlq.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rls.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlt.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlu.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlv.2_Frame_Shift_Del_p.Q206fs|BRE_uc002rlx.2_RNANM_199194 NP_954664 Q9NXR7 BRE_HUMAN UEV-like 2. 3TCCCAGGCCCAAAAAAATTAT0.448

- 4 596FAM98A_uc010yne.1_Intron|FAM98A_uc010ynd.1_5'Flank|FAM98A_uc002roz.1_Frame_Shift_Del_p.K51fsNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1AAGGTCTTACTTTTTTTTCAA0.338



+ 12 2381EPAS1_uc002ruw.2_Frame_Shift_Del_p.M97fsNM_001430 NP_001421 Q99814 EPAS1_HUMAN 2TCTCTTCCATGGGGGGCAGAT0.612

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

+ 19 2649RMND5A_uc002srs.3_Intron|RGPD1_uc002ssb.2_Splice_Site_p.V850_splice|RGPD1_uc002ssc.2_Splice_Site_p.V118_spliceNM_001024457 NP_001019628 Q68DN6 RGPD1_HUMAN 0 tttttttttttAGTTGCAACTA 0.312

- 6 1386REV1_uc002tac.2_Frame_Shift_Del_p.M392fs|REV1_uc002tae.1_Frame_Shift_Del_p.M371fsNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CCTGTTTTCATTTTTTTTAAC0.348

- 1 128PNKD_uc002vhn.2_5'Flank|AAMP_uc002vhj.2_5'Flank|AAMP_uc010fvo.2_Frame_Shift_Del_p.P15fs|AAMP_uc002vhl.2_Frame_Shift_Del_p.P15fs|PNKD_uc002vhm.1_5'FlankNM_001087 NP_001078 Q13685 AAMP_HUMAN 1GGTCTCCAGTGGGGGGGTGTC0.617

+ 4 350RQCD1_uc002vih.1_Frame_Shift_Del_p.L117fs|RQCD1_uc010zki.1_Frame_Shift_Del_p.L117fsNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CACATCCCACTTTTTTTGTAC0.413

- 29 3477_3478USP40_uc002vul.2_Frame_Shift_Ins_p.K143fsNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3AAATAATCTTGTTTTTTTTTCT0.317

+ 4 1257PANK2_uc002wkb.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkd.2_RNA|PANK2_uc002wke.2_Frame_Shift_Del_p.T126fs|PANK2_uc002wkf.2_5'UTRNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0GAGGAGGAACTTTTTTTGGTC0.343

- 14 2158_2159ZMYND8_uc010ghq.1_Frame_Shift_Ins_p.K312fs|ZMYND8_uc010ghr.1_Frame_Shift_Ins_p.K610fs|ZMYND8_uc002xst.1_Frame_Shift_Ins_p.K563fs|ZMYND8_uc002xsu.1_Frame_Shift_Ins_p.K635fs|ZMYND8_uc002xsv.1_Frame_Shift_Ins_p.K563fs|ZMYND8_uc002xsw.1_Frame_Shift_Ins_p.K387fs|ZMYND8_uc002xsx.1_Frame_Shift_Ins_p.K387fs|ZMYND8_uc002xsy.1_Frame_Shift_Ins_p.K610fs|ZMYND8_uc002xsz.1_Frame_Shift_Ins_p.K572fs|ZMYND8_uc010zxy.1_Frame_Shift_Ins_p.K662fs|ZMYND8_uc002xtb.1_Frame_Shift_Ins_p.K655fs|ZMYND8_uc002xss.2_Frame_Shift_Ins_p.K635fs|ZMYND8_uc010zxz.1_Frame_Shift_Ins_p.K630fs|ZMYND8_uc002xtc.1_Frame_Shift_Ins_p.K655fs|ZMYND8_uc002xtd.1_Frame_Shift_Ins_p.K630fs|ZMYND8_uc002xte.1_Frame_Shift_Ins_p.K635fs|ZMYND8_uc010zya.1_Frame_Shift_Ins_p.K635fs|ZMYND8_uc002xtf.1_Frame_Shift_Ins_p.K655fs|ZMYND8_uc002xtg.2_Frame_Shift_Ins_p.K629fs|ZMYND8_uc010ghs.1_Frame_Shift_Ins_p.K629fsNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5TAGGCTTGGGCTTTTTTTTAAC0.49

- 23 2501 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5AAGCTCACCATTTTTTTTTGT0.323

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 CTTACCTGGGcatcatcatcatc0.261

+ 7 686_688SH3BP1_uc003atg.1_RNA|SH3BP1_uc011anl.1_In_Frame_Del_p.E197del|SH3BP1_uc003ath.1_In_Frame_Del_p.E197del|SH3BP1_uc003atj.1_In_Frame_Del_p.E133del|SH3BP1_uc003atk.1_In_Frame_Del_p.E111del|uc003atl.1_RNANM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1GAGACGCTGAAGGAGGAGGAGGA0.498

+ 12 3912TNRC6B_uc003aym.2_Frame_Shift_Del_p.S430fs|TNRC6B_uc003ayn.3_Frame_Shift_Del_p.S1124fs|TNRC6B_uc003ayo.2_Frame_Shift_Del_p.S981fsNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0CAGTTTATTTCCCCCCAGGTA0.448

- 5 2710_2711C3orf26_uc003dtk.1_Intron|C3orf26_uc003dtl.2_Intron|FILIP1L_uc003dto.2_Frame_Shift_Ins_p.K749fs|FILIP1L_uc010hpf.2_Frame_Shift_Ins_p.K325fs|FILIP1L_uc010hpg.2_Frame_Shift_Ins_p.K509fs|FILIP1L_uc003dtn.2_Frame_Shift_Ins_p.K509fs|FILIP1L_uc003dtp.1_Frame_Shift_Ins_p.K509fsNM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. 1TGTTGATTTAGTTTTTTTTGCA0.406

- 6 1009 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN 3TTGTAGGCAGTTTTTTTGGCC0.383

- 3 1028RNF168_uc010iah.2_5'UTRNM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0GCTCTTCGCCTTTTTTCTGCC0.448

+ 8 1111GRK4_uc003ggo.1_Frame_Shift_Del_p.Q219fs|GRK4_uc003ggp.1_Frame_Shift_Del_p.Q187fs|GRK4_uc003ggq.1_Frame_Shift_Del_p.Q187fsNM_182982 NP_892027 P32298 GRK4_HUMANProtein kinase. 1AAAAAGCTACAAAAAAAAAGA0.393

- 25 3567RFC1_uc003gtx.1_Frame_Shift_Del_p.S1144fsNM_002913 NP_002904 P35251 RFC1_HUMAN 4TTCTTCGAACTTTTTCCTTTT0.388

+ 4 1196_1198SEC24B_uc003hzl.2_Intron|SEC24B_uc011cfp.1_In_Frame_Del_p.E415del|SEC24B_uc011cfq.1_In_Frame_Del_p.E384del|SEC24B_uc011cfr.1_IntronNM_006323 NP_006314 O95487 SC24B_HUMAN Poly-Glu. 3 TGATgaggaagaggaggaggagg0.369

- 8 596_598OTUD4_uc003ijz.3_In_Frame_Del_p.A153delNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3CCATTCACATCAGCAGCAGCAGC0.34

- 1 113_114 NM_001100389 NP_001093859 Q8IY95 TM192_HUMANCytoplasmic (Potential). 1CCTCCATCCTGCCCCCCGCCGC0.698

- 7 1154 NM_016107 NP_057191 Q96KR1 ZFR_HUMAN 0ATGCAGCTTCTTTTTTTTTAT0.348

+ 10 2028_2030LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_In_Frame_Del_p.E349delNM_005573 NP_005564 P20700 LMNB1_HUMANGlu-rich (highly acidic; could be involved in chromatin binding).|Tail.2ACCTGAAGAAGAGGAGGAGGAGG0.325

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

- 1 346_348NRG2_uc003lev.1_In_Frame_Del_p.S41del|NRG2_uc003lew.1_In_Frame_Del_p.S41del|NRG2_uc003ley.1_In_Frame_Del_p.S41delNM_004883 NP_004874 O14511 NRG2_HUMAN Poly-Ser. 6 tgccgctctcgctgctgctgctg 0.291

+ 15 2605_2606RBM27_uc003lny.2_Frame_Shift_Ins_p.L758fsNM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Potential. 3AAGAAGTGCTTAAAAAAAAACA0.351

- 2 531_533KIAA1949_uc003nrb.3_In_Frame_Del_p.100_101QQ>QNM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CCGTtgttgttgctgctgctgct 0.547

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2CCTGTGGCCACAGCAGCAGCAGC0.631

+ 7 1266FOXP4_uc003oqm.2_Frame_Shift_Del_p.P268fs|FOXP4_uc003oqn.2_Frame_Shift_Del_p.P269fsNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1CAAGGTCTCACCCCCCCTCTC0.677

+ 15 2788GRIK2_uc003pqo.3_Frame_Shift_Del_p.K847fs|GRIK2_uc010kcw.2_Frame_Shift_Del_p.K847fsNM_021956 NP_068775 Q13002 GRIK2_HUMANCytoplasmic (Potential). 5ATACAAATCCAAAAAAAACGC0.348

- 13 1854FYN_uc003pvi.2_Frame_Shift_Del_p.K450fs|FYN_uc003pvk.2_Frame_Shift_Del_p.K505fs|FYN_uc003pvh.2_Frame_Shift_Del_p.K502fsNM_002037 NP_002028 P06241 FYN_HUMAN Protein kinase. 7TTCAGGGTCCTTTTTCCAGCA0.562

+ 5 726WISP3_uc003pvn.2_RNA|WISP3_uc003pvo.2_Frame_Shift_Del_p.K224fsNM_003880 NP_003871 O95389 WISP3_HUMAN 0ACTTATTTGGAAAAAAAAATG0.333

- 5 2400 NM_001012279 NP_001012279 Q5TF21 CF174_HUMAN Potential. 6CTGTTGAGCCTTTTTTTCAGA0.294

- 7 1235_1236IFNGR1_uc011edm.1_Frame_Shift_Del_p.S350fsNM_000416 NP_000407 P15260 INGR1_HUMANCytoplasmic (Potential). 1AGGTGAAGAACTCTCTCTCTCT0.431

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

+ 6 694_695ZDHHC4_uc003sqg.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sql.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqh.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqj.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqk.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqm.2_Frame_Shift_Ins_p.L112fsNM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMANHelical; (Potential). 2GTGTAAACCTGTTTTTTTTCAC0.45

+ 3 443RSPH10B2_uc010ktk.1_Frame_Shift_Del_p.K58fsNM_173565 NP_775836 B2RC85 R10B2_HUMAN 3AGTGAAACCCAAAAAAGACCG0.468

- 5 684_685OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Frame_Shift_Del_p.E93fs|OSBPL3_uc003sxh.2_Frame_Shift_Del_p.E93fs|OSBPL3_uc003sxi.2_Frame_Shift_Del_p.E93fsNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN PH. 1CCATGCAGCTTCTCTCTCTCTA0.5

+ 21 3687_3689AEBP1_uc003tkc.3_In_Frame_Del_p.E707del|AEBP1_uc003tkd.2_In_Frame_Del_p.E382delNM_001129 NP_001120 Q8IUX7 AEBP1_HUMANRequired for transcriptional repression (By similarity).|Glu-rich.|Interaction with MAPK1 and MAPK3 (By similarity).0 GTTTgaggaagaggaggaggagg0.468

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

- 27 3637ABCB4_uc003uiw.1_Frame_Shift_Del_p.K1180fs|ABCB4_uc003uix.1_Frame_Shift_Del_p.K1133fsNM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 2.|Cytoplasmic (By similarity). 6CAATCCTCTGTTTTTGACCTC0.418

- 10 1091_1092ABCB4_uc003uiw.1_Frame_Shift_Ins_p.S339fs|ABCB4_uc003uix.1_Frame_Shift_Ins_p.S339fsNM_018849 NP_061337 P21439 MDR3_HUMANHelical; (By similarity).|ABC transmembrane type-1 1. 6AATTAGGATTGAAAAAAAAACC0.347

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

+ 14 1294_1295CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Frame_Shift_Ins_p.Q359fs|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Frame_Shift_Ins_p.Q109fsNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0CGAATATGGCAGGTTTGGtttt0.272 rs140810598

+ 10 1383_1384 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMANProtein kinase. 16CCAAGTCATTAGAGAGAGAGAC0.495

+ 28 3202STAG3_uc011kjk.1_Frame_Shift_Del_p.S958fs|GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|STAG3_uc003uub.1_Frame_Shift_Del_p.S240fsNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8TCAGAGTTTTCCCCCCGACTC0.547

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383



- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2GCAGTACACCAAAAAAAATCT0.393

+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GATCAGGAAATTTTTTTTGCA0.453

- 7 1563MYST3_uc010lxc.2_Frame_Shift_Del_p.N340fs|MYST3_uc003xon.3_Frame_Shift_Del_p.N340fs|MYST3_uc010lxd.2_Frame_Shift_Del_p.N340fsNM_001099412 NP_001092882 Q92794 MYST3_HUMANInteraction with RUNX1-1. 7CTTTAACCTGTTTTTTGGACG0.398

- 6 1263PCMTD1_uc011ldm.1_Frame_Shift_Del_p.M178fs|PCMTD1_uc003xqw.3_Frame_Shift_Del_p.M308fs|PCMTD1_uc011ldn.1_Frame_Shift_Del_p.M120fs|PCMTD1_uc010lya.2_Frame_Shift_Del_p.M232fsNM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 tcctcttccattttttcatcc 0.284

- 7 735_736PTPLAD2_uc003zoj.1_Frame_Shift_Ins_p.K193fs|PTPLAD2_uc010mir.1_Frame_Shift_Ins_p.K230fsNM_001010915 NP_001010915 Q5VWC8 HACD4_HUMANCytoplasmic (Potential).|Poly-Lys. 1TTCACATCTTCTTTTTTTTAAT0.371

+ 2 306TMEM203_uc004clv.2_5'Flank|NDOR1_uc004clx.2_Frame_Shift_Del_p.D65fs|NDOR1_uc011mes.1_Frame_Shift_Del_p.D65fs|NDOR1_uc004cly.2_Frame_Shift_Del_p.D65fsNM_014434 NP_055249 Q9UHB4 NDOR1_HUMANFlavodoxin-like. 0GCCAAGGAGACCCCCCTGACA0.527

+ 9 1017_1019 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN Poly-Ala. 3 CGTTGAACCCgctgctgctgctg0.355

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGAAAGGTTATTTTTTTTGGC0.413

- 3 478_479ESPNP_uc010ocj.1_Frame_Shift_Ins_p.W52fsNR_026567 0CAGCAGCAGCCAGCTGAGCACC0.663 rs141324796

+ 1 1337_1339 NM_207334 NP_997217 Q6ZT52 FA43B_HUMAN 0 ggaggaggacgaggaggaggagg0.567

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 GTGCCGGGACtggtggtggtggt0.537

- 9 1732_1734TRIM33_uc010owr.1_In_Frame_Del_p.T140del|TRIM33_uc010ows.1_In_Frame_Del_p.T158del|TRIM33_uc001eex.2_In_Frame_Del_p.T550delNM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11GATGCTGTTGTGTTGTTGTTGTT0.429

+ 5 713NBPF10_uc001emp.3_Intron|PIAS3_uc010oyy.1_Frame_Shift_Del_p.P199fs|PIAS3_uc001eod.1_5'FlankNM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1AGATTATTTTCCCCCCAACCT0.463

- 13 1861LOC200030_uc001eqe.2_Frame_Shift_Del_p.K160fs|LOC200030_uc001eqg.2_Frame_Shift_Del_p.K160fs|FLJ39739_uc001eqo.1_Intron|NBPF14_uc010pab.1_Intron|NBPF14_uc010pac.1_Intron|NBPF14_uc001eqx.2_Intron|NBPF14_uc010pae.1_Intron|NBPF14_uc010paf.1_Intron|NBPF14_uc001eqq.2_Frame_Shift_Del_p.K269fs|NBPF14_uc001eqs.1_Frame_Shift_Del_p.K148fsNM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 3. 0GTGGTCCTCCTTTTTCACTTG0.463

+ 1 171_176 NM_178356 NP_848133 Q5TA78 LCE4A_HUMAN Cys-rich. 0CTCTGGGGGCTGTGGTTGCTGCAGCT0.578rs113617356;rs11269814;rs74871420;rs79268808

- 11 2245_2247PBXIP1_uc001ffs.2_In_Frame_Del_p.H700del|PBXIP1_uc010pep.1_In_Frame_Del_p.H574delNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1TGTCAGCCCCGGTGGTGGTGGTG0.64 rs143592003

- 6 1004_1006LMX1A_uc001gcz.1_In_Frame_Del_p.261_262QQ>Q|LMX1A_uc001gcw.1_5'UTR|LMX1A_uc001gcx.1_In_Frame_Del_p.12_13QQ>QNM_177398 NP_796372 Q8TE12 LMX1A_HUMANPoly-Gln.|Gln-rich. 5CTGCTGATCTTGCTGCTGCTGCT0.567

+ 16 4804BAT2L2_uc010pmh.1_Frame_Shift_Del_p.E490fsNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0GAGAGGGATGAAAAAAAAAAT0.388

+ 7 1456_1457PRG4_uc001grt.3_In_Frame_Ins_p.430_431insT|PRG4_uc009wyl.2_In_Frame_Ins_p.378_379insT|PRG4_uc009wym.2_In_Frame_Ins_p.337_338insT|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1GGAGCCTGCACCCACCACCAAG0.653 rs149342058

+ 7 1574_1576PRG4_uc001grt.3_In_Frame_Del_p.T470del|PRG4_uc009wyl.2_In_Frame_Del_p.T418del|PRG4_uc009wym.2_In_Frame_Del_p.T377del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|21. 1GAGCCTGCACCCACCACCACCAA0.645

- 2 805GPATCH2_uc001hlg.3_Frame_Shift_Del_p.Q237fsNM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1TTATTGGTCTGGTTCGTTTCC0.313

+ 37 10073_10074OBSCN_uc001hsn.2_Frame_Shift_Del_p.S3343fs|OBSCN_uc001hsq.1_Frame_Shift_Del_p.S599fsNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 33. 28CGGAGTACTCGTGTGTGTGTGG0.584

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8GAACCAGTCTCTCCTCCTCCTCC0.596

- 25 3723PCDH15_uc010qhq.1_Frame_Shift_Del_p.D1115fs|PCDH15_uc010qhr.1_Frame_Shift_Del_p.D1110fs|PCDH15_uc010qhs.1_Frame_Shift_Del_p.D1122fs|PCDH15_uc010qht.1_Frame_Shift_Del_p.D1117fs|PCDH15_uc010qhu.1_Frame_Shift_Del_p.D1110fs|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Frame_Shift_Del_p.D1110fs|PCDH15_uc010qhw.1_Frame_Shift_Del_p.D1073fs|PCDH15_uc010qhx.1_Frame_Shift_Del_p.D1039fs|PCDH15_uc010qhy.1_Frame_Shift_Del_p.D1115fs|PCDH15_uc010qhz.1_Frame_Shift_Del_p.D1110fs|PCDH15_uc010qia.1_Frame_Shift_Del_p.D1088fs|PCDH15_uc010qib.1_Frame_Shift_Del_p.D1088fsNM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 10.|Extracellular (Potential). 13TCCAGGGAATCAGCTTGGACT0.388 rs138363888

+ 25 3716ZMIZ1_uc001kag.2_Frame_Shift_Del_p.D924fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.D114fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4CTTATCTGGACCCCCCCGACC0.557

+ 3 410_412C10orf26_uc001kwf.3_In_Frame_Del_p.I75del|C10orf26_uc009xxg.1_RNANM_017787 NP_060257 Q9NX94 OPA1L_HUMANHelical; (Potential). 1TGGTGTGGACCATCATCATCATC0.606

- 6 626 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN 1GGAACTTGCCTGGGGTGCAGAA0.703rs140721287;rs63405860

+ 25 8653_8655DNHD1_uc001mdu.2_In_Frame_Del_p.E225del|DNHD1_uc001mdx.1_5'Flank|DNHD1_uc001mdy.1_5'FlankNM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2TCAGGAGAGTgaggaggaggagg0.507

+ 8 961PRMT3_uc001mqc.2_Frame_Shift_Del_p.Y171fs|PRMT3_uc010rdn.1_Frame_Shift_Del_p.Y186fsNM_005788 NP_005779 O60678 ANM3_HUMAN 0ATTTCATATACCAAAATCCAC0.353

- 24 2496_2498MYBPC3_uc010rhl.1_IntronNM_000256 NP_000247 Q14896 MYPC3_HUMANFibronectin type-III 1. 3CACCGGTAGCTCTTCTTCTTCTT0.601

+ 5 886FADS2_uc001nsj.2_Frame_Shift_Del_p.P224fs|FADS2_uc010rlo.1_Frame_Shift_Del_p.P215fs|FADS2_uc001nsk.2_Frame_Shift_Del_p.P246fsNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CGAATGGCAGCCCATCGAGGT0.527

- 4 1598_1600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_IntronNM_001144936 NP_001138408 C9JLR9 CK095_HUMANPro-rich.|Glu-rich. 0 GCTCACCCCActcctcctcctcc0.547

- 2 598_600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_In_Frame_Del_p.79_80EE>ENM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 ctcctcttcttcctcctcctcct 0.532

+ 1 166 NM_003977 NP_003968 O00170 AIP_HUMAN 0GACGGGATCCAAAAACGTGTG0.597

+ 3 285CD3G_uc009zaa.1_Frame_Shift_Del_p.K9fsNM_000073 NP_000064 P09693 CD3G_HUMANExtracellular (Potential).|Ig-like. 0AACTGAAGATAAAAAAAAATG0.403

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMANAsp/Glu-rich (acidic).p.D460del(1)|p.E366_K477del(1)149TCCCCAAATTATGATGATGATGA0.473

- 9 1657_1659IFFO1_uc001qoy.2_RNA|IFFO1_uc001qpa.1_In_Frame_Del_p.181_182PP>P|IFFO1_uc001qpb.1_In_Frame_Del_p.218_219PP>P|IFFO1_uc001qpe.1_RNA|IFFO1_uc010sfe.1_In_Frame_Del_p.553_554PP>P|IFFO1_uc001qpf.1_In_Frame_Del_p.544_545PP>P|IFFO1_uc001qoz.1_In_Frame_Del_p.182_183PP>P|IFFO1_uc001qpc.1_In_Frame_Del_p.545_546PP>P|IFFO1_uc001qpg.2_In_Frame_Del_p.R181delNM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0AGCCTCGCTTGGCGGCGGCGGCG0.601 rs144019095

- 10 2162_2163 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0TCCTCCTCCTCCATCTCTTTCT0.5

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0GTGGCTTTCCTGGAGGTGGGGG0.604

- 3 812_814 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.606

- 3 502_503 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.594

- 3 319_320 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.614

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 3 257_259 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.601

- 4 730_731IFLTD1_uc001rgt.1_Frame_Shift_Del_p.P97fs|IFLTD1_uc010sji.1_Frame_Shift_Del_p.P215fs|IFLTD1_uc010sjj.1_Frame_Shift_Del_p.P131fs|IFLTD1_uc009zjc.2_Frame_Shift_Del_p.P215fsNM_152590 NP_689803 Q8N9Z9 ILFT1_HUMAN 3TACGATGTTTGGAAGGAATCGG0.371

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388



+ 11 1121CACNB3_uc010sly.1_Frame_Shift_Del_p.R294fs|CACNB3_uc010slz.1_Frame_Shift_Del_p.R306fs|CACNB3_uc001rsk.1_Frame_Shift_Del_p.R154fsNM_000725 NP_000716 P54284 CACB3_HUMAN 0ATTCGCTCCCGGGGGAAGTCA0.617

+ 2 347 NM_005430 NP_005421 P04628 WNT1_HUMAN 1CTTACAGACTCCAAGAGTCTG0.562

+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

+ 27 4928 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential).|LDL-receptor class B 11. 22GACGCTGTACGGGGGGGAGGT0.587 rs139915490

- 5 654_655NAP1L1_uc001sxv.2_Frame_Shift_Del_p.L39fs|NAP1L1_uc001sxz.2_Frame_Shift_Del_p.L39fs|NAP1L1_uc001sxx.2_Frame_Shift_Del_p.L81fs|NAP1L1_uc001sxy.2_Frame_Shift_Del_p.L18fs|NAP1L1_uc010sty.1_Frame_Shift_Del_p.L39fs|NAP1L1_uc010stz.1_5'UTR|NAP1L1_uc010sua.1_Frame_Shift_Del_p.L81fs|NAP1L1_uc001syb.2_Frame_Shift_Del_p.L81fs|NAP1L1_uc001sya.2_Frame_Shift_Del_p.L39fs|NAP1L1_uc001syc.2_Frame_Shift_Del_p.L81fsNM_139207 NP_631946 P55209 NP1L1_HUMAN 2GCAGGTTTTTGAGAGCATTCAC0.381

- 6 1097C12orf42_uc001tjs.2_Intron|C12orf42_uc009zuf.1_Frame_Shift_Del_p.R337fs|C12orf42_uc001tju.2_Frame_Shift_Del_p.R242fsNM_198521 NP_940923 Q96LP6 CL042_HUMAN 2CGGGTTGGGCGGGGGGGTGCT0.587

- 9 986 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3TCCAGTCTTTCCCAACGATAT0.418

+ 35 3471_3472KNTC1_uc010taf.1_IntronNM_014708 NP_055523 P50748 KNTC1_HUMAN 10GGGAAATTGCTATTTCTGACAT0.406

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4TCTCCGGAAAGCGTTTTCTCC0.408

+ 1 1058 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4TGGTCGCAGCAAAGGGTTTGG0.428

- 5 2069RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Frame_Shift_Del_p.L593fs|RNF6_uc001uqp.2_Frame_Shift_Del_p.L593fs|RNF6_uc001uqq.2_Frame_Shift_Del_p.L593fs|RNF6_uc010tdk.1_Frame_Shift_Del_p.L237fsNM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2TTCATTTAGTAAAAAAAAGTG0.403

+ 8 1137_1138WASF3_uc001uqw.2_Frame_Shift_Ins_p.P301fsNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN Poly-Pro. 1CTCAGCAGCCGCCCCCCCCGCC0.678 rs141429361

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

- 3 184TRPM1_uc010azy.2_5'Flank|TRPM1_uc001zfl.2_5'Flank|TRPM1_uc001zfn.3_Frame_Shift_Del_p.P19fsNM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANExtracellular (Potential). 4ACTTGGCAGAGGGGGGATATG0.507

+ 7 1140_1142NOX5_uc002arp.1_In_Frame_Del_p.L362del|NOX5_uc002arq.1_In_Frame_Del_p.L334del|NOX5_uc010bid.1_In_Frame_Del_p.L345del|NOX5_uc002arr.1_In_Frame_Del_p.L352del|NOX5_uc010bie.1_In_Frame_Del_p.L180del|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANPoly-Leu.|Ferric oxidoreductase.|Helical; (Potential). 2AGGTGTCGCTCTGCTGCTGCTGC0.626

- 2 438_440POLG_uc002bnr.3_In_Frame_Del_p.52_53QQ>QNM_002693 NP_002684 P54098 DPOG1_HUMAN Poly-Gln. 2 aggctgctgttgctgctgctgct 0.458

- 2 423_425CD2BP2_uc002dxs.2_In_Frame_Del_p.D57delNM_006110 NP_006101 O95400 CD2B2_HUMAN 1CTGGACCCCCCATCATCATCATC0.532

- 2 508_509SALL1_uc010vgr.1_In_Frame_Ins_p.62_63insS|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Gly. 8 ccgccgccgccgctgctgctgc 0.46 rs113614842

+ 8 759PLD2_uc010vsj.1_Frame_Shift_Del_p.G77fs|PLD2_uc002fzd.2_Frame_Shift_Del_p.G220fsNM_002663 NP_002654 O14939 PLD2_HUMAN PH. 5CCGTGTTCCTGGCCTCACCTG0.617

- 1 143_145DHX33_uc002gcb.2_5'UTR|DHX33_uc010clf.2_In_Frame_Del_p.47_48GG>GNM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2CTGCCTCCGGCCTCCTCCTCCTC0.724

+ 8 912_914CHRNB1_uc010vty.1_In_Frame_Del_p.L222del|CHRNB1_uc010vtz.1_In_Frame_Del_p.L128delNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). 2TACTGTGTTCCTGCTGCTGCTGG0.498

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 agagggcgacgaggaggaggagg0.305

+ 13 2245_2247CHD3_uc002gjd.2_In_Frame_Del_p.K762del|CHD3_uc002gjf.2_In_Frame_Del_p.K703delNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1CCGCAAGTATAAGAAGAAGAAGA0.488

+ 4 1276_1278SMCR7_uc002gsu.2_3'UTR|SMCR7_uc010vxq.1_In_Frame_Del_p.L371delNM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0CTCGCCGGCGGCTGCTGCTGCTG0.685

+ 6 1142_1143WSB1_uc010vzz.1_3'UTR|WSB1_uc010crf.1_3'UTR|WSB1_uc002gze.1_Frame_Shift_Del_p.Y130fs|WSB1_uc002gzf.1_RNANM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN WD 5. 0TACTGCATCTTATGATACTCGA0.391

+ 3 202_204SUPT6H_uc010crt.2_In_Frame_Del_p.E43delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3TCTTCCAGATGAGGAGGAGGAGG0.453

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN 0TATGGGTCGCAAGAAGAAGAAGC0.542

+ 10 1539 NM_001254 NP_001245 Q99741 CDC6_HUMAN 3AAGTTGATGGTAACAGGATGA0.428

- 1 96_98KRT10_uc010cxd.2_5'Flank|TMEM99_uc002hvj.1_IntronNM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 ctcctccacatcctcctcctcct 0.409

- 5 975_976 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANCytoplasmic (Potential). 1AGGCAGCGAGACCCCCCCACGG0.604

+ 8 1687XYLT2_uc010dbo.2_RNANM_022167 NP_071450 Q9H1B5 XYLT2_HUMANLumenal (Potential). 1ATGGCAGCTACCCCCCCGGCA0.602

+ 1 488_490BPTF_uc002jge.2_In_Frame_Del_p.E148del|BPTF_uc010wqm.1_In_Frame_Del_p.E148delNM_182641 NP_872579 Q12830 BPTF_HUMAN Glu-rich. 4 catggtctccgaggaggaggagg0.473

+ 14 1870_1871ITGB4_uc002jph.2_Frame_Shift_Del_p.Q561fs|ITGB4_uc010dgo.2_Frame_Shift_Del_p.Q561fs|ITGB4_uc002jpi.3_Frame_Shift_Del_p.Q561fs|ITGB4_uc010dgp.1_Frame_Shift_Del_p.Q561fs|ITGB4_uc002jpj.2_Frame_Shift_Del_p.Q561fs|ITGB4_uc010wsh.1_Frame_Shift_Del_p.Q116fsNM_000213 NP_000204 P16144 ITB4_HUMANIII.|Extracellular (Potential).|Cysteine-rich tandem repeats.4CCATGGGCCAGTGTGTGTGTGA0.604 rs121912463

- 6 817SS18_uc002kvn.2_Frame_Shift_Del_p.Q247fs|SS18_uc010xbf.1_Frame_Shift_Del_p.Q165fs|SS18_uc010xbg.1_Frame_Shift_Del_p.Q195fs|SS18_uc010xbh.1_Frame_Shift_Del_p.Q195fs|SS18_uc010xbi.1_Frame_Shift_Del_p.Q224fs|SS18_uc010dlz.1_Frame_Shift_Del_p.Q195fsNM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884ATCTGTCTCTGACCCATCATA0.423

+ 8 995WDR7_uc010dpk.1_RNA|WDR7_uc002lgl.1_Frame_Shift_Del_p.G262fsNM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3GACATGGACCGGGGGGGACTT0.418

- 4 1782 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14CCATAAGTCCTTTCCCCCCAC0.522

+ 2 143_144TMEM205_uc002mrb.2_5'Flank|TMEM205_uc002mra.2_5'Flank|TMEM205_uc002mqz.2_5'Flank|TMEM205_uc002mrc.2_5'Flank|CCDC159_uc010xlr.1_Intron|CCDC159_uc010xls.1_Intron|CCDC159_uc010xlt.1_Intron|CCDC159_uc010xlu.1_Intron|CCDC159_uc010xlv.1_IntronNM_001080503 NP_001073972 P0C7I6 CC159_HUMAN 1CAAGGCTCTGGAGCGTACAGCT0.639 rs142796564

- 5 915_916ZNF653_uc002mrz.1_5'Flank|ECSIT_uc002msa.1_RNA|ECSIT_uc010dyc.1_Frame_Shift_Ins_p.Q261fs|ECSIT_uc010dyd.2_Frame_Shift_Ins_p.Q261fs|ECSIT_uc010xma.1_Frame_Shift_Ins_p.Q47fsNM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1GATGTGGGGCTGGGGGGGATCT0.584

- 3 330KIAA1683_uc010ebn.2_Frame_Shift_Del_p.P38fs|KIAA1683_uc010xqe.1_5'UTRNM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2TGGGGTGAGCGGGGGCTGGAG0.622 rs116770984

- 1 207_208SBSN_uc002oad.1_Frame_Shift_Del_p.E46fsNM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1CCTTGCCCACCTCTCTCTCTGC0.579

+ 2 648_650ZFP36_uc010egn.1_In_Frame_Del_p.H73delNM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1CGCCGGACCTCACCACCACCACC0.685

+ 13 1226_1228SFRS16_uc002pal.2_RNA|SFRS16_uc010xxh.1_In_Frame_Del_p.S323del|SFRS16_uc002pam.2_In_Frame_Del_p.S385delNM_007056 NP_008987 Q8N2M8 CLASR_HUMANSer-rich.|Arg-rich. 0 GCAGCCGCCGctcctcctcctcc0.522

+ 4 656_658KLC3_uc010ejy.1_In_Frame_Del_p.E183del|KLC3_uc002pbg.1_In_Frame_Del_p.E198delNM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1GTTCCCCAGCGAGGAGGAGGAGA0.645

+ 8 2997GLTSCR1_uc002phi.3_Frame_Shift_Del_p.P693fsNM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN Poly-Pro. 3GCCGGCAGCACCCCCCCCACC0.672

+ 5 2209_2210uc002pxc.1_5'Flank NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0AACTCACACTAGAGAGAGGCCT0.436



+ 16 2225CNOT3_uc010yel.1_Frame_Shift_Del_p.L638fs|CNOT3_uc002qdi.2_Frame_Shift_Del_p.S550fs|CNOT3_uc002qdk.1_Frame_Shift_Del_p.L638fs|CNOT3_uc010ere.1_RNA|CNOT3_uc002qdl.2_Frame_Shift_Del_p.L93fsNM_014516 NP_055331 O75175 CNOT3_HUMAN Pro-rich. 3GGCAGTACCTCCCCCGGAACC0.617 rs145720928

- 1 324_326 NM_012344 NP_036476 O95665 NTR2_HUMANHelical; Name=2; (Potential). 0GCACGCCGACCAGCAGCAGCAGC0.591

- 1 1978_1980KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_In_Frame_Del_p.N441delNM_002254 NP_002245 O14782 KIF3C_HUMANPoly-Asn.|Potential. 4GCGGGCGGTGGTTGTTGTTGTTG0.621

- 4 596FAM98A_uc010yne.1_Intron|FAM98A_uc010ynd.1_5'Flank|FAM98A_uc002roz.1_Frame_Shift_Del_p.K51fsNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1AAGGTCTTACTTTTTTTTCAA0.338

+ 13 1538RIF1_uc002txl.2_Frame_Shift_Del_p.F470fs|RIF1_uc010fnv.1_Frame_Shift_Del_p.F434fs|RIF1_uc002txn.2_Frame_Shift_Del_p.F470fs|RIF1_uc002txo.2_Frame_Shift_Del_p.F470fs|RIF1_uc010zby.1_RNANM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15CAGCCCTTCCTTTTTTTCCAA0.343

- 11 1904_1905FN1_uc002vfb.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfc.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfd.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfe.2_Frame_Shift_Del_p.F546fs|FN1_uc002vff.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfg.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfh.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfi.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfj.2_Frame_Shift_Del_p.F546fs|FN1_uc002vfl.2_Frame_Shift_Del_p.F546fsNM_212482 NP_997647 P02751 FINC_HUMANCollagen-binding.|Fibronectin type-I 8. 13CGACCCTGACCGAAGCATGTAC0.49

+ 7 931SLC11A1_uc010fvp.1_Frame_Shift_Del_p.A197fs|SLC11A1_uc010fvq.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc010zkc.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc002vhu.1_5'UTR|SLC11A1_uc002vhw.2_Frame_Shift_Del_p.A79fs|SLC11A1_uc010fvr.2_5'UTRNM_000578 NP_000569 P49279 NRAM1_HUMANHelical; (Potential). 4AGCTGGAAGCTTTTTTTGGAC0.418

- 33 5621_5622uc010fvz.1_5'Flank|MIR375_hsa-mir-375|MI0000783_5'FlankNM_194302 NP_919278 Q6ZU64 CC108_HUMAN Glu-rich. 4TGGCCTCCTTCTCGTCCTGTTC0.604

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0CCTACGATGTGGAGGAGGAGGAG0.547

- 4 1604 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN 1CCACTCCCCACCCCCCCATGT0.637

- 3 293WFDC3_uc002xpj.1_RNA|WFDC3_uc002xph.1_RNA|WFDC3_uc010ghh.1_IntronNM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 2. 0CAACATACCCTTAGGAATGTC0.527

- 2 597SALL4_uc010gii.2_Frame_Shift_Del_p.Q166fs|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2CTTATGTCCTGGGGGGTGGGT0.577

- 1 119 NM_181619 NP_853650 Q3LI58 KR211_HUMAN 1 gccaaacccacagccataccc 0.134

- 3 356 TXN2_uc003apl.1_RNA NM_012473 NP_036605 Q99757 THIOM_HUMAN Thioredoxin. 0CCAGGATCTTGCAGGGTCCAC0.552

+ 7 2100_2108TRIOBP_uc003atu.2_In_Frame_Del_p.SRT439del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT611del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT439delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.579

+ 5 474POLR2F_uc010gxi.2_3'UTR|POLR2F_uc003aum.2_IntronNM_021974 NP_068809 P61218 RPAB2_HUMAN 1TATGAAGACTGGGGGGTGGAC0.512

- 13 2272_2274DDX17_uc003avw.3_In_Frame_Del_p.175_176PP>P|DDX17_uc010gxp.2_In_Frame_Del_p.173_174PP>P|DDX17_uc003avx.3_In_Frame_Del_p.721_722PP>PNM_001098504 NP_001091974 Q92841 DDX17_HUMAN Poly-Pro. 4 aggaggagggggaggaggaggag0.36

+ 2 1222MGAT3_uc010gxy.2_Frame_Shift_Del_p.L328fsNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GACGGCGTCCTTTTCCTCAAG0.642

+ 3 406_408MAPK8IP2_uc003bmy.2_In_Frame_Del_p.E76del|MAPK8IP2_uc011asc.1_5'FlankNM_012324 NP_036456 Q13387 JIP2_HUMANAsp/Glu-rich (acidic). 3 ggacgaggaagaggaggaggagg0.483

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

- 27 3223CLASP2_uc003cfs.2_Frame_Shift_Del_p.M164fs|CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Frame_Shift_Del_p.M557fsNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4TCAGCACCCATTTTTTTTAGT0.343

- 9 2297 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANCytoplasmic (Potential). 3TTTCTGAAACTTTTTTGGCTG0.468

- 11 2929MAP4_uc003csc.3_Frame_Shift_Del_p.S801fs|MAP4_uc003crw.2_5'Flank|MAP4_uc003crx.2_Frame_Shift_Del_p.S61fs|MAP4_uc011bbe.1_Frame_Shift_Del_p.S552fs|MAP4_uc003cry.2_Frame_Shift_Del_p.S536fs|MAP4_uc003csa.3_Frame_Shift_Del_p.S536fs|MAP4_uc003crz.3_RNA|MAP4_uc003csd.2_Frame_Shift_Del_p.S536fsNM_002375 NP_002366 P27816 MAP4_HUMAN 3GAGTGCTCTTGGACCCAGATC0.577

- 18 2397_2399USP4_uc003cwo.2_In_Frame_Del_p.K485del|USP4_uc003cwp.2_In_Frame_Del_p.K503del|USP4_uc003cwr.2_In_Frame_Del_p.K726delNM_003363 NP_003354 Q13107 UBP4_HUMAN 4GCCACTGTGGTCTTCTTCTTCTT0.532

+ 2 195_197RAD54L2_uc003dbh.2_5'UTRNM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 ggatgcggaagaggaggaggagg0.429

- 24 2792uc003dfw.1_5'Flank|ITIH4_uc011bel.1_Frame_Shift_Del_p.P633fs|ITIH4_uc003dfy.2_Frame_Shift_Del_p.P714fs|ITIH4_uc011bem.1_Frame_Shift_Del_p.P924fs|ITIH4_uc011ben.1_Frame_Shift_Del_p.P889fsNM_002218 NP_002209 Q14624 ITIH4_HUMAN 3CTCCACTCCCGGGGGCCCCTC0.582 rs140372968

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 GCTGGtctttctcctcctcctcc 0.394

+ 1 277_278 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMANExtracellular (Potential). 1TAAGATGATATCTCTCTCTGAA0.391

+ 7 1308ALCAM_uc003dvw.1_Frame_Shift_Del_p.P256fs|ALCAM_uc003dvy.2_Frame_Shift_Del_p.P256fs|ALCAM_uc011bhh.1_Frame_Shift_Del_p.P205fs|ALCAM_uc010hpp.2_IntronNM_001627 NP_001618 Q13740 CD166_HUMANExtracellular (Potential).|Ig-like C2-type 1. 3TGCTGCCACCAAAAAATGCCA0.408

+ 3 425_426EAF2_uc003eeo.2_IntronNM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0AACATCACTGTAAAAAAAACAA0.243

+ 1 1441 NM_002563 NP_002554 P47900 P2RY1_HUMANExtracellular (Potential). 1ACCATCACCTGTTACGACACC0.537

- 3 530_531UGDH_uc011byp.1_5'UTR|UGDH_uc003gul.1_Frame_Shift_Ins_p.S72fsNM_003359 NP_003350 O60701 UGDH_HUMAN 4AATATTGGTAGAAAAAAAAAGA0.297

- 6 542OCIAD2_uc003gyu.2_IntronNM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0GCTGATCTTCAAAAAAATGGA0.393

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMANHelical; Name=3; (Potential). 1GGATTGAATATTTTTTTTGGA0.393

- 17 2126SCLT1_uc003ign.2_Frame_Shift_Del_p.K204fs|SCLT1_uc003igo.2_Frame_Shift_Del_p.K150fs|SCLT1_uc003igq.2_Intron|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTACTTTGGCTTTTTTTTGAG0.353

- 8 596_598OTUD4_uc003ijz.3_In_Frame_Del_p.A153delNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3CCATTCACATCAGCAGCAGCAGC0.34

+ 20 2289_2291C4orf41_uc003ivw.2_In_Frame_Del_p.G708del|C4orf41_uc010isc.2_In_Frame_Del_p.G52del|C4orf41_uc003ivy.2_In_Frame_Del_p.G314delNM_021942 NP_068761 Q7Z392 CD041_HUMAN 0AAATTGGCAGGGAGGAGGAGGAG0.463

+ 20 6893_6895PDZD2_uc003jhm.2_In_Frame_Del_p.S2173delNM_178140 NP_835260 O15018 PDZD2_HUMAN Ser-rich. 9AAAACTGGCGTCCTCCTCCTCCT0.527rs61744453;rs75551718

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4TGTTAGGGACAAAAAAAAGGG0.348

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

+ 3 465 FBXL21_uc003lbc.2_RNANM_012159 NP_036291 Q9UKT6 FXL21_HUMAN 1TCCAGACCTTGGGCTTGATTT0.428

- 20 2629_2630BRD8_uc003lcc.1_Intron|BRD8_uc011cyl.1_Frame_Shift_Del_p.L637fs|BRD8_uc003lcg.2_Frame_Shift_Del_p.L931fs|BRD8_uc003lci.2_Intron|BRD8_uc003lch.2_Intron|BRD8_uc011cym.1_Frame_Shift_Del_p.L842fs|BRD8_uc010jer.1_Intron|BRD8_uc011cyn.1_Frame_Shift_Del_p.L817fsNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1ATACTTACAAAGAGAGAGAGAA0.505

- 3 326 NM_145266 NP_660309 Q8WVJ2 NUDC2_HUMAN 0TTCTGTCCTCTAAAAAAAAAAC0.282

+ 5 668_670CPLX2_uc003mdf.1_In_Frame_Del_p.E114delNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1CTGCGGGGACGAGGAGGAGGAGG0.645

+ 7 2110C5orf25_uc003mdt.3_Frame_Shift_Del_p.L153fs|C5orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Frame_Shift_Del_p.L29fsQ8NDZ2 CE025_HUMAN 0GGGCGAGTCCTTTTCCTGCGT0.488

- 2 159EXOC2_uc003mte.2_Frame_Shift_Del_p.L9fs|EXOC2_uc011dho.1_IntronNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7CCGGTCACAAGGGGGGGTTGT0.483

+ 1 422_423ZKSCAN4_uc011dlb.1_5'FlankNM_001007531 NP_001007532 Q5M9Q1 NKAPL_HUMAN 2GAGGCTGAAGGAGAGAGAGAGG0.535



+ 4 957PGBD1_uc003nkz.2_Frame_Shift_Del_p.E196fsNM_032507 NP_115896 Q96JS3 PGBD1_HUMAN 4CATCTCCAGGAAAAAAACCCC0.502

- 2 381_382ZFP57_uc003nnl.3_Frame_Shift_Del_p.F57fsNM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN KRAB. 5TTAGATTCTTAAAGGTTTCCGA0.525

+ 5 799HLA-G_uc011dmb.1_Frame_Shift_Del_p.D179fs|HLA-G_uc003raj.3_Frame_Shift_Del_p.D212fs|HLA-G_uc003nnz.3_Frame_Shift_Del_p.N115fs|HLA-G_uc010jrn.2_Intron|HLA-G_uc003nny.3_RNA|HLA-G_uc003ran.1_5'FlankNM_002127 NP_002118 P17693 HLAG_HUMANExtracellular (Potential).|Alpha-3. 4TCCTTTCAGACCCCCCCAAGA0.537

- 5 1557_1559ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_In_Frame_Del_p.376_377EE>E|DAXX_uc011dre.1_In_Frame_Del_p.463_464EE>E|DAXX_uc003oed.2_In_Frame_Del_p.451_452EE>ENM_001350 NP_001341 Q9UER7 DAXX_HUMANAsp/Glu-rich (acidic).|Potential.|Necessary for interaction with USP7.23 ctcttcttcttcctcctcctcct 0.251

+ 1 499_501CNPY3_uc003osy.2_RNA|CNPY3_uc003osz.2_In_Frame_Del_p.17_18LL>L|CNPY3_uc003otc.3_5'UTR|CNPY3_uc003otb.3_5'UTRNM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1 CTTCTTCCCTtgctgctgctgct0.606

- 8 1152ICK_uc003pbi.2_Frame_Shift_Del_p.K221fs|ICK_uc003pbj.2_Frame_Shift_Del_p.K221fsNM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5TATCATTACCTTTTTTGGTGT0.502

+ 9 1431DDX43_uc011dyn.1_RNANM_018665 NP_061135 Q9NXZ2 DDX43_HUMANHelicase ATP-binding. 4AGAAGAGCTTAAAAAAGGTGT0.323

- 3 477SLC17A5_uc010kay.2_RNA|SLC17A5_uc011dyo.1_Frame_Shift_Del_p.L15fsNM_012434 NP_036566 Q9NRA2 S17A5_HUMANHelical; (Potential). 6ATGTAGCCATAAAAAAAGGAA0.423

+ 22 2625_2626TTK_uc003pjb.3_Frame_Shift_Ins_p.E850fsNM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11CAAGACTTTTGAAAAAAAAAGG0.302

+ 11 1515SLC35A1_uc003plx.2_5'Flank|C6orf165_uc003plw.2_Frame_Shift_Del_p.K287fs|C6orf165_uc010kbv.1_RNA|C6orf165_uc003plu.1_Frame_Shift_Del_p.K475fsNM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1AGAAAAGGCCAAAAAAAATAC0.269

- 1 195_197MAP3K7_uc003poa.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003pob.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003poc.1_In_Frame_Del_p.11_12SS>SNM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6GGCCGAAGACGAGGAGGAGGAGG0.655

- 7 1235_1236IFNGR1_uc011edm.1_Frame_Shift_Del_p.S350fsNM_000416 NP_000407 P15260 INGR1_HUMANCytoplasmic (Potential). 1AGGTGAAGAACTCTCTCTCTCT0.431

- 1 307_309 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. 0 tggtggtggtggcggtggtggtg 0.488

+ 2 498 uc003qid.1_5'Flank NM_015439 NP_056254 Q8IWP9 CC28A_HUMAN 0TGTCAATGCCAAAAAAAATGC0.413

+ 9 3753_3755GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANAsp/Glu-rich (acidic).|Cytoplasmic (Potential). 19CCCGCCCGCGGACGACGACGACG0.65

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

+ 6 694_695ZDHHC4_uc003sqg.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sql.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqh.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqj.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqk.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqm.2_Frame_Shift_Ins_p.L112fsNM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMANHelical; (Potential). 2GTGTAAACCTGTTTTTTTTCAC0.45

+ 4 1034_1036 NM_001159279 NP_001152751 2CTTTAGCCGCTCTTCAACACTTA0.419

- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGTGAGGGGACCCCCCGGCAC0.642

- 9 2023_2025 NM_022574 NP_072096 O75420 PERQ1_HUMAN Poly-Glu. 2TTCGGAAGGTTCCTCCTCCTCCT0.675 rs142340746

+ 5 927_929FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_In_Frame_Del_p.Q216del|FOXP2_uc003vha.2_In_Frame_Del_p.Q99del|FOXP2_uc011kmu.1_In_Frame_Del_p.Q208del|FOXP2_uc011kmv.1_In_Frame_Del_p.Q191del|FOXP2_uc010ljz.1_In_Frame_Del_p.Q99del|FOXP2_uc003vgt.1_RNA|FOXP2_uc003vgv.1_In_Frame_Del_p.Q191del|FOXP2_uc003vgx.2_In_Frame_Del_p.Q191del|FOXP2_uc003vhd.2_In_Frame_Del_p.Q191del|FOXP2_uc003vhc.2_In_Frame_Del_p.Q216delNM_014491 NP_055306 O15409 FOXP2_HUMAN Gln-rich. 8 gcagcagcaacagcagcagcagc0.172

- 7 1685_1687PAXIP1_uc003wlq.1_In_Frame_Del_p.Q514del|PAXIP1_uc011kvs.1_In_Frame_Del_p.Q512del|PAXIP1_uc003wlr.1_In_Frame_Del_p.Q457delNM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 GACTTTGCATctgctgctgctgc0.227

+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

+ 4 381MCPH1_uc003wqh.2_Frame_Shift_Del_p.K105fs|MCPH1_uc011kwl.1_Frame_Shift_Del_p.K105fsNM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2AAGCCTAATTAAAAAAAAAGT0.274

- 4 4130_4131 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8CTCTAATTGCACCTCTTCTTGC0.297

- 7 1394_1395SGCZ_uc010lss.2_Frame_Shift_Del_p.T198fsNM_139167 NP_631906 Q96LD1 SGCZ_HUMANExtracellular (Potential). 3CCTCCCCTTCTGTAGATTGCAG0.505

+ 3 289_290ERLIN2_uc003xkc.3_Frame_Shift_Del_p.S58fs|ERLIN2_uc003xkd.2_Frame_Shift_Del_p.S58fs|ERLIN2_uc003xkf.3_Frame_Shift_Del_p.S58fs|ERLIN2_uc003xkg.2_Frame_Shift_Del_p.S58fsNM_007175 NP_009106 O94905 ERLN2_HUMANLumenal (Potential). 0TCATCACATCATATAAGTCTGT0.515

- 4 3431RAB11FIP1_uc010lvz.1_Intron|RAB11FIP1_uc003xkn.1_Intron|RAB11FIP1_uc003xkl.1_Frame_Shift_Del_p.K458fs|RAB11FIP1_uc003xko.1_Frame_Shift_Del_p.K458fs|RAB11FIP1_uc003xkp.1_IntronNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3CTGCTGTGGCTTTTTTTTGAG0.542

- 18 3959MYST3_uc010lxc.2_Frame_Shift_Del_p.E1139fs|MYST3_uc003xon.3_Frame_Shift_Del_p.E1139fsNM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7GTATCTGGCTCAAGAGGAGAA0.428

- 20 3283_3284ARFGEF1_uc003xxl.1_Frame_Shift_Del_p.Q419fs|ARFGEF1_uc003xxn.1_5'UTRNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8ATCACAATCTTGTAGACCCACA0.337

+ 17 2019SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Frame_Shift_Del_p.F581fs|SLC26A7_uc003yfa.2_Frame_Shift_Del_p.F581fsNM_052832 NP_439897 Q8TE54 S26A7_HUMANSTAS.|Cytoplasmic (Potential). 2TGGATTTACCTTTTTTGACTA0.403

+ 2 969 NM_030788 NP_110415 Q9H295 TM7S4_HUMANHelical; (Potential). 4CTCTGCATCTGGGTGCTGTTT0.468

- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2CAATTTCGTCAAAAAAAATAA0.413

+ 28 3908 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11ATCCCAAGGGAAAAAAAGGCA0.388

- 12 2033 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 2. 13CTTTTCACCCTTTTCCCCTTG0.463

- 30 4625PLEC_uc003zab.1_Splice_Site_p.E1348_splice|PLEC_uc003zac.1_Splice_Site_p.E1352_splice|PLEC_uc003zad.2_Splice_Site_p.E1348_splice|PLEC_uc003zae.1_Splice_Site_p.E1316_splice|PLEC_uc003zag.1_Splice_Site_p.E1326_splice|PLEC_uc003zah.2_Splice_Site_p.E1334_splice|PLEC_uc003zaj.2_Splice_Site_p.E1375_spliceNM_201380 NP_958782 Q15149 PLEC_HUMAN 9ACGGGCTGTACCTCCTCCTCCTC0.621

+ 2 492_493GRINA_uc003zao.1_Frame_Shift_Ins_p.F109fs|GRINA_uc003zap.1_Frame_Shift_Ins_p.F109fsNM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN Pro-rich. 1CAGAGCCCCTTCCCCCCCAACC0.683

+ 11 1303_1304ADAMTSL1_uc003znb.2_Frame_Shift_Ins_p.C375fs|ADAMTSL1_uc003znc.3_Frame_Shift_Ins_p.C392fsNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN TSP type-1 2. 5CCTCCTCGTGTGGGGGGGGCAT0.584

- 7 1190_1192VCP_uc003zvz.2_RNA|VCP_uc010mkh.1_5'UTR|VCP_uc010mki.1_In_Frame_Del_p.F222delNM_007126 NP_009057 P55072 TERA_HUMAN 1ACCATTGATCAAGAAGAAGAAGG0.463

- 17 2544_2546RALGDS_uc004cct.1_5'Flank|RALGDS_uc004ccn.2_In_Frame_Del_p.E30del|RALGDS_uc004ccp.2_RNA|RALGDS_uc004ccq.2_In_Frame_Del_p.E830del|RALGDS_uc004ccr.2_In_Frame_Del_p.E841del|RALGDS_uc011mcv.1_In_Frame_Del_p.E813del|RALGDS_uc004ccs.2_In_Frame_Del_p.E787del|RALGDS_uc011mcw.1_In_Frame_Del_p.E913del|RALGDS_uc004ccv.1_3'UTR|RALGDS_uc004ccu.1_3'UTRNM_006266 NP_006257 Q12967 GNDS_HUMANRas-associating.|Poly-Glu. 3AGTCCTCCGGCTCCTCCTCCTCC0.606 rs35200098

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential). 1GGTGAACAGCGAGGAGGAGGAGG0.739

- 4 458_459 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN 1CCGGGGCCACGCCCCCCCGGTG0.634

- 9 1366PPP2R3B_uc004cpf.2_5'UTRNM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN EF-hand. 0CTGGTCGGTGTTTTTTTGTCT0.567

- 1 581NAP1L2_uc011mqj.1_IntronNM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1TATCGCCACCTTTTTTCCCAT0.498

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10CTGAGCCTTTGCCCCCCCCAGA0.545

+ 20 3644ATP2B3_uc004fhs.1_3'UTR|ATP2B3_uc010nuf.1_Frame_Shift_Del_p.A310fs|ATP2B3_uc004fhu.1_Frame_Shift_Del_p.A125fsNM_001001344 NP_001001344 Q16720 AT2B3_HUMANCytoplasmic (Potential). 1CGCCTCCGGGCCCCCCCGCCC0.587 rs149428057

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327



+ 2 286_288ST6GALNAC5_uc010ori.1_In_Frame_Del_p.Q49del|ST6GALNAC5_uc009wbw.2_RNANM_030965 NP_112227 Q9BVH7 SIA7E_HUMANPoly-Gln.|Lumenal (Potential). 2AGCGGCCCCCgcagcagcagcag0.581 rs113832855

- 7 878ABCA4_uc010otn.1_Frame_Shift_Del_p.P258fsNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12CTAGGAGTGTGGGAAGCTGTA0.368

+ 5 713NBPF10_uc001emp.3_Intron|PIAS3_uc010oyy.1_Frame_Shift_Del_p.P199fs|PIAS3_uc001eod.1_5'FlankNM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1AGATTATTTTCCCCCCAACCT0.463

- 13 1861LOC200030_uc001eqe.2_Frame_Shift_Del_p.K160fs|LOC200030_uc001eqg.2_Frame_Shift_Del_p.K160fs|FLJ39739_uc001eqo.1_Intron|NBPF14_uc010pab.1_Intron|NBPF14_uc010pac.1_Intron|NBPF14_uc001eqx.2_Intron|NBPF14_uc010pae.1_Intron|NBPF14_uc010paf.1_Intron|NBPF14_uc001eqq.2_Frame_Shift_Del_p.K269fs|NBPF14_uc001eqs.1_Frame_Shift_Del_p.K148fsNM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 3. 0GTGGTCCTCCTTTTTCACTTG0.463

- 2 3390_3392TCHH_uc009wne.1_In_Frame_Del_p.R1133delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-8.|10 X 30 AA tandem repeats. 5 ctggcgccttctcttctcccgtt 0.241

+ 9 1814_1815LMNA_uc001fnf.1_Frame_Shift_Del_p.C522fs|LMNA_uc001fng.2_Frame_Shift_Del_p.C522fs|LMNA_uc001fnh.2_Frame_Shift_Del_p.C522fs|LMNA_uc009wro.1_Frame_Shift_Del_p.C522fs|LMNA_uc010pgz.1_Frame_Shift_Del_p.C410fs|LMNA_uc001fnj.2_Frame_Shift_Del_p.C441fs|LMNA_uc001fnk.2_Frame_Shift_Del_p.C423fs|LMNA_uc009wrp.2_3'UTR|LMNA_uc010pha.1_Frame_Shift_Del_p.C178fs|LMNA_uc010phb.1_5'FlankNM_170707 NP_733821 P02545 LMNA_HUMAN Tail. 2ACCTGGGGCTGCGGGAACAGCC0.624 rs149339264

- 1 356_358 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2TGCCAGCAGTAGCAGCAGCAGCA0.512

+ 7 1210_1211PRG4_uc001grt.3_In_Frame_Ins_p.346_347insE|PRG4_uc009wyl.2_In_Frame_Ins_p.294_295insE|PRG4_uc009wym.2_In_Frame_Ins_p.253_254insE|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|6; approximate.1CACCACCACCAAGTCTGCACCC0.634

- 8 1247 NM_001618 NP_001609 P09874 PARP1_HUMAN 10GCTGGTTTCTGGGGGGAATAT0.502

+ 1 255 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3TGTGGAACCTGGGGGGTCCAG0.532

- 1 2290PGR_uc001pgi.2_Frame_Shift_Del_p.G516fs|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_RNA|uc010rum.1_5'FlankNM_000926 NP_000917 P06401 PRGR_HUMANModulating, Pro-Rich. 4CCCGTTGAGGCCGAGTGCAGG0.622

- 23 3960KDM5A_uc001qie.1_Frame_Shift_Del_p.K1199fsNM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 2. 3AGCTGGATCCTTTTTTTTGGG0.478

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

+ 9 808_809ARNTL2_uc001rhw.2_Frame_Shift_Del_p.H227fs|ARNTL2_uc010sjp.1_Frame_Shift_Del_p.H227fs|ARNTL2_uc001rhu.1_Frame_Shift_Del_p.H250fs|ARNTL2_uc009zji.1_Frame_Shift_Del_p.H230fs|ARNTL2_uc001rhv.1_Frame_Shift_Del_p.H216fs|uc001rhx.2_RNANM_020183 NP_064568 Q8WYA1 BMAL2_HUMAN 2TTTGCAAGTTCACAGTAATCTC0.396

- 15 2654INTS6_uc001vfi.2_Frame_Shift_Del_p.K364fs|INTS6_uc001vfj.2_Frame_Shift_Del_p.K667fs|INTS6_uc001vfl.2_Frame_Shift_Del_p.K502fsNM_012141 NP_036273 Q9UL03 INT6_HUMAN 2CAGGTGGTCCTTTTCCCCCAA0.398

+ 3 540_541LAMP1_uc010tka.1_Frame_Shift_Ins_p.D87fsNM_005561 NP_005552 P11279 LAMP1_HUMANLumenal (Potential).|First lumenal domain. 2GAACACTTCTGACCCCAGTCTC0.436

+ 3 1978ZNF828_uc001vuv.2_Frame_Shift_Del_p.L550fs|ZNF828_uc010tko.1_Frame_Shift_Del_p.L550fsNM_001164144 NP_001157616 Q96JM3 ZN828_HUMANMediates localization to the spindle and the kinetochore and is required for the attachment of spindle microtubules to the kinetochore.|Pro-rich.2AAACGTGCCCTTTTTCCAGAG0.517

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

+ 2 942uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|uc002duc.1_5'Flank|PRRT2_uc002dud.2_Frame_Shift_Del_p.A214fs|PRRT2_uc002duf.1_Frame_Shift_Del_p.A214fs|C16orf53_uc002dug.3_5'FlankNM_145239 NP_660282 Q7Z6L0 PRRT2_HUMANExtracellular (Potential).|Pro-rich. 0GCCAATGGGGCCCCCCCCCGA0.652

- 14 1558 uc002hkz.1_5'Flank NM_001001417 NP_001001417 Q8IZP1 TBC3A_HUMAN 0TCATAATGGCGGAACCAAGGG0.642

- 2 513SARS2_uc010xuq.1_5'Flank|FBXO17_uc002okf.1_Frame_Shift_Del_p.C123fsNM_024907 NP_079183 Q96EF6 FBX17_HUMAN FBA. 0ACGCTCTCCGCAGGAGTTGAA0.532

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

+ 30 3643_3645DYSF_uc010feg.2_In_Frame_Del_p.R1124del|DYSF_uc010feh.2_In_Frame_Del_p.R1079del|DYSF_uc002sig.3_In_Frame_Del_p.R1079del|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_In_Frame_Del_p.R1093del|DYSF_uc010fef.2_In_Frame_Del_p.R1110del|DYSF_uc010fei.2_In_Frame_Del_p.R1110del|DYSF_uc010fek.2_In_Frame_Del_p.R1111del|DYSF_uc010fej.2_In_Frame_Del_p.R1080del|DYSF_uc010fel.2_In_Frame_Del_p.R1080del|DYSF_uc010feo.2_In_Frame_Del_p.R1125del|DYSF_uc010fem.2_In_Frame_Del_p.R1094del|DYSF_uc010fen.2_In_Frame_Del_p.R1111del|DYSF_uc002sif.2_In_Frame_Del_p.R1094del|DYSF_uc010yqy.1_5'FlankNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential).|Arg-rich. 7CAGATGCCTTCCGCCGCCGCCGC0.655

+ 6 1148 NM_173511 NP_775782 Q6P1L5 F117B_HUMAN 1TCGTGCTCCACCCCCCCTTGT0.488

+ 1 182_184ALPP_uc002vsr.2_5'FlankNM_001632 NP_001623 P05187 PPB1_HUMAN 1 GGGCCCTGCAtgctgctgctgct0.542

+ 1 270_272ATRN_uc002wil.2_In_Frame_Del_p.L68delNM_139321 NP_647537 O75882 ATRN_HUMAN Leu-rich. 2 TGCGGCCACGgctgctgctgctg0.424

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5GATCTTTATAGTTTTTTTTTGT0.327

- 5 575_592GART_uc002yrz.2_In_Frame_Del_p.VKASGL147del|GART_uc010gmd.2_5'UTR|GART_uc002yry.2_In_Frame_Del_p.VKASGL147del|GART_uc002ysa.2_In_Frame_Del_p.VKASGL147delNM_000819 NP_000810 P22102 PUR2_HUMANATP (By similarity).|ATP-grasp. 1TTTCCAGCTGCAAGACCACTGGCCTTCACAACCAAAGC0.422

+ 8 833_835PFKL_uc002zek.2_In_Frame_Del_p.I309delNM_002626 NP_002617 P17858 K6PL_HUMAN 0CCCGACTGAACATCATCATCATC0.655

- 4 571_573PTTG1IP_uc011afj.1_RNA|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMANPoly-Cys.|Cytoplasmic (Potential). 1TCTTCCTCCTGCAGCAGCAGCAG0.616

- 15 2101TOP3B_uc010gtm.1_Frame_Shift_Del_p.V101fs|TOP3B_uc002zvr.2_Frame_Shift_Del_p.V281fs|TOP3B_uc010gtl.2_Frame_Shift_Del_p.V556fs|TOP3B_uc002zvt.3_Frame_Shift_Del_p.V556fsNM_003935 NP_003926 O95985 TOP3B_HUMAN 1GTGGGGAGCACCAGCTCTGCA0.642

- 3 591DDX17_uc003avx.3_Frame_Shift_Del_p.G163fs|DDX17_uc011anu.1_Frame_Shift_Del_p.G76fsNM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4ACAAACATCTCCCCCCCTCAC0.378

+ 2 1890SYNGR1_uc003axo.3_Intron|SYNGR1_uc003axp.3_Intron|SYNGR1_uc003axq.3_Intron|SYNGR1_uc003axs.3_IntronNM_006116 NP_006107 Q15750 TAB1_HUMAN 1GGTCCTGGGACCCCCCAGCCT0.592

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

+ 10 1570_1572EIF4G1_uc003fno.1_In_Frame_Del_p.E406del|EIF4G1_uc010hxw.1_In_Frame_Del_p.E301del|EIF4G1_uc003fnt.2_In_Frame_Del_p.E176del|EIF4G1_uc003fnq.2_In_Frame_Del_p.E378del|EIF4G1_uc003fnr.2_In_Frame_Del_p.E301del|EIF4G1_uc010hxx.2_In_Frame_Del_p.E472del|EIF4G1_uc003fns.2_In_Frame_Del_p.E425del|EIF4G1_uc010hxy.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnv.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnu.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnw.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnx.2_In_Frame_Del_p.E269del|EIF4G1_uc003fny.3_In_Frame_Del_p.E269delNM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7GGAGGAAATGgaagaagaagaag0.443

- 2 1333 NM_004488 NP_004479 P40197 GPV_HUMANExtracellular (Potential).|LRRCT. 3GCCGCAGCCACCCCAGGAAGG0.756

+ 7 528_529TMEM175_uc010ibl.1_Frame_Shift_Del_p.C144fs|TMEM175_uc003gbp.1_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbr.2_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbu.2_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbs.2_Frame_Shift_Del_p.C27fs|TMEM175_uc003gbt.2_Frame_Shift_Del_p.C27fs|TMEM175_uc003gbv.2_Frame_Shift_Del_p.C27fs|TMEM175_uc010ibm.2_Frame_Shift_Del_p.C15fsNM_032326 NP_115702 Q9BSA9 TM175_HUMANHelical; (Potential). 0CTTCTTGTTCTGTGTGTGTGTG0.406

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0CTGCTCACACATGCCCATGTGG0.644 rs144787346

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0CTCGCCTGCTCACACGTGCCGA0.658

- 8 1326C4orf10_uc003ggh.2_Intron|C4orf10_uc003ggi.1_Intron|NOP14_uc010icp.2_Frame_Shift_Del_p.T164fs|NOP14_uc003ggk.3_Frame_Shift_Del_p.T418fs|NOP14_uc003ggl.2_Frame_Shift_Del_p.T418fsNM_003703 NP_003694 P78316 NOP14_HUMAN 1GCTCGTCTCTGGTAGCTTTTC0.537

+ 16 4429_4430RGS12_uc003ggv.2_Frame_Shift_Ins_p.G1175fs|RGS12_uc003ggy.1_Intron|RGS12_uc003ggz.2_Frame_Shift_Ins_p.G527fs|RGS12_uc011bvs.1_Intron|RGS12_uc003gha.2_Frame_Shift_Ins_p.G517fs|RGS12_uc010icv.2_Frame_Shift_Ins_p.G374fsNM_198229 NP_937872 O14924 RGS12_HUMAN 1CAAAGATTGGGAAAAAAAAATA0.332

+ 3 338_339 NM_021225 NP_067048 Q99935 PROL1_HUMAN Pro-rich. 1CCCTATGACTCAAGACTTAATT0.495

- 11 1436_1438SEC31A_uc003hne.2_In_Frame_Del_p.Q196del|SEC31A_uc011ccl.1_In_Frame_Del_p.Q424del|SEC31A_uc003hnl.2_In_Frame_Del_p.Q424del|SEC31A_uc003hng.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnh.2_In_Frame_Del_p.Q424del|SEC31A_uc003hni.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnj.2_In_Frame_Del_p.Q424del|SEC31A_uc011ccm.1_In_Frame_Del_p.Q419del|SEC31A_uc011ccn.1_In_Frame_Del_p.Q424del|SEC31A_uc003hnk.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnm.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnn.1_In_Frame_Del_p.Q424del|SEC31A_uc003hno.2_In_Frame_Del_p.Q424delNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with SEC13. 8GAACACATGGTGCTGCTGCTGCT0.448rs146843621;rs140634448

+ 29 7437_7438DMXL1_uc010jcl.1_Frame_Shift_Ins_p.A2419fsNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2GAGTCACTGGCGGTTAAAGAAA0.421 rs17144964

+ 1 1338_1340 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Poly-Gly. 1CCCTGAGTCAcggcggcggcggc0.537

- 4 1405_1407TUBB2A_uc003mvb.2_In_Frame_Del_p.E433del|TUBB2A_uc003mvd.2_In_Frame_Del_p.E403delNM_001069 NP_001060 Q13885 TBB2A_HUMAN 1TCGTCCTCGCCCTCCTCCTCCTC0.532



- 4 1510_1512TUBB2B_uc010jnj.2_In_Frame_Del_p.E403del|TUBB2B_uc010jnk.2_In_Frame_Del_p.E368del|TUBB2B_uc003mvh.2_In_Frame_Del_p.E413del|uc011dhu.1_RNANM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1TCGTCCTCGCCCTCCTCCTCCTC0.65

+ 5 770_774HLA-G_uc011dmb.1_3'UTR|NCRNA00171_uc011dme.1_Intron|HLA-J_uc003nou.3_RNA|HLA-J_uc003nov.3_RNA 0AGAACCCTGACTTCTCTTTCTGCAA0.488

- 5 559 NM_000846 NP_000837 P09210 GSTA2_HUMANGST C-terminal. 1CTTACTTTTTCAAAGGCAGGG0.433

- 5 501 NM_145740 NP_665683 P08263 GSTA1_HUMANGST C-terminal. 1GAAGTAGCGATTTTTTATTTT0.433

- 8 1152ICK_uc003pbi.2_Frame_Shift_Del_p.K221fs|ICK_uc003pbj.2_Frame_Shift_Del_p.K221fsNM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5TATCATTACCTTTTTTGGTGT0.502

+ 5 1030_1031PRDM1_uc003pre.2_Frame_Shift_Del_p.L132fsNM_001198 NP_001189 O75626 PRDM1_HUMAN 56AGGAAAGGACCTCTACCGTTCT0.475

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

+ 6 695ZDHHC4_uc003sqg.2_Frame_Shift_Del_p.F113fs|ZDHHC4_uc003sql.2_Frame_Shift_Del_p.F113fs|ZDHHC4_uc003sqh.2_Frame_Shift_Del_p.F113fs|ZDHHC4_uc003sqj.2_Frame_Shift_Del_p.F113fs|ZDHHC4_uc003sqk.2_Frame_Shift_Del_p.F113fs|ZDHHC4_uc003sqm.2_Frame_Shift_Del_p.F113fsNM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMANHelical; (Potential). 2TGTAAACCTGTTTTTTTTCAC0.453

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

+ 17 2351INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_Frame_Shift_Del_p.I569fsNM_017864 NP_060334 Q75QN2 INT8_HUMAN 0GTTAGTTTAATAAAACAGAGG0.363

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 Gggaggggatgaggaggaggagg0.552rs2272754;rs2272753;rs137878905

+ 8 1061OFD1_uc004cvr.3_5'UTR|OFD1_uc011mil.1_5'UTR|OFD1_uc004cvq.3_Frame_Shift_Del_p.A94fs|OFD1_uc010nen.2_Frame_Shift_Del_p.A233fs|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Frame_Shift_Del_p.A233fs|OFD1_uc004cvv.3_Frame_Shift_Del_p.A233fs|OFD1_uc010neo.1_Frame_Shift_Del_p.A20fsNM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0AAATGGAAGCAAAAAAAAAGT0.299

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGAAAGGTTATTTTTTTTGGC0.413

+ 5 533ACAP3_uc001aeb.2_5'Flank|ACAP3_uc001aec.1_5'Flank|PUSL1_uc010nyi.1_Missense_Mutation_p.A7V|PUSL1_uc009vjx.2_5'UTRNM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1ATGCAGGAAGCCGCCCAGCAC0.716

+ 3 360RER1_uc001ajf.1_Nonsense_Mutation_p.R57*NM_007033 NP_008964 O15258 RER1_HUMANHelical; (Potential). 0CTACATGATTCGAGTTTACCT0.522

- 49 6990MTOR_uc001asc.2_Missense_Mutation_p.A495VNM_004958 NP_004949 P42345 MTOR_HUMAN PI3K/PI4K. 29ATTATTGACGGCATGCTCAAA0.567

+ 11 2509PTCHD2_uc001asi.1_Nonsense_Mutation_p.Q791*NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7AGGTCTGTTCCAGGAGAAGCC0.652

+ 3 512FBXO44_uc001ask.2_Intron|FBXO44_uc010oaq.1_Missense_Mutation_p.S129L|FBXO44_uc001asl.2_Missense_Mutation_p.S129L|FBXO44_uc001asn.2_Intron|FBXO44_uc010oar.1_Intron|FBXO44_uc010oas.1_IntronNM_033182 NP_149438 Q9H4M3 FBX44_HUMAN FBA. 1 TTCGTTACTTCATATTAGTAA0.527

+ 4 897AADACL3_uc001aug.1_Missense_Mutation_p.E152KNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0TGAAGTCTGGGAAAAGTACAG0.478

- 1 370HNRNPCL1_uc010obf.1_Missense_Mutation_p.R92QNM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0TGCGTTTCCTCGGTTCACTTT0.483

- 1 273 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 GCATTTTTCTCCTTATCATAT0.478

- 10 1420NBPF1_uc009vot.1_5'Flank|NBPF1_uc001ayz.1_5'Flank|NBPF1_uc010oce.1_IntronNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 1. 0TTCTCAGCCTCCTCAACTTGA0.438

+ 6 656 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0GCAGCTTTCACTGTGAGCCTG0.587

- 8 603_604RAP1GAP_uc001bev.2_Missense_Mutation_p.L116F|RAP1GAP_uc001bew.2_Missense_Mutation_p.L180F|RAP1GAP_uc001bey.2_Missense_Mutation_p.L116FNM_002885 NP_002876 P47736 RPGP1_HUMAN 3TCGTACTTGAGTGAGAAGACAA0.604

+ 11 1401NIPAL3_uc001bjg.2_Missense_Mutation_p.P332S|NIPAL3_uc009vrc.2_Missense_Mutation_p.P250S|NIPAL3_uc001bji.2_3'UTRNM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0TCCATTTGAGCCCTATATTTC0.448

- 9 1071PAFAH2_uc001ble.3_Missense_Mutation_p.I297MNM_000437 NP_000428 Q99487 PAFA2_HUMAN 2GCTGGGCACATATCTTCTTCA0.483

- 4 960ZNF683_uc001bmh.1_Missense_Mutation_p.T281I|ZNF683_uc009vsj.1_Missense_Mutation_p.T281INM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0TGGGGAGTCGGTTGGGGCAGC0.647

+ 9 861KPNA6_uc001buh.2_Missense_Mutation_p.S33F|KPNA6_uc010ogx.1_Missense_Mutation_p.S255F|KPNA6_uc010ogy.1_Missense_Mutation_p.S263F|KPNA6_uc009vtz.2_Missense_Mutation_p.S153FNM_012316 NP_036448 O60684 IMA7_HUMAN ARM 5. 0CCTGTACTGTCTCGCCTACTC0.507

+ 2 1044GJA4_uc009vul.2_Missense_Mutation_p.P395L|GJA4_uc009vum.1_Missense_Mutation_p.P319LNM_002060 NP_002051 P35212 CXA4_HUMANCytoplasmic (Potential). 1GGCCAAAAACCCCCAAGTCGT0.582

- 4 395CSF3R_uc001cav.1_Missense_Mutation_p.G73S|CSF3R_uc001cax.1_Missense_Mutation_p.G73S|CSF3R_uc001cay.1_Missense_Mutation_p.G73SNM_000760 NP_000751 Q99062 CSF3R_HUMANIg-like C2-type.|Extracellular (Potential). 3TGCTGCCTGCCCCCGGGCTGA0.602

+ 11 1439 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0CGTCAGGCTTCCCAGACAGAG0.562

+ 7 1020FAAH_uc001cpv.2_IntronNM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2CCTCCCTTGCCCTTCAGAGAA0.662

+ 3 764 NM_182532 NP_872338 Q8N0U2 TMM61_HUMAN 0ATCGAGGGATGCCCTGCTCAG0.637

+ 11 1803 NM_000562 NP_000553 P07357 CO8A_HUMAN TSP type-1 2. 3GCATCCAGGAAAGGAGAAGAG0.572

- 44 3706COL11A1_uc001duk.2_Missense_Mutation_p.E326K|COL11A1_uc001dum.2_Missense_Mutation_p.E1142K|COL11A1_uc001dun.2_Missense_Mutation_p.E1091K|COL11A1_uc009weh.2_Missense_Mutation_p.E1014KNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCACCAATTTCACCCTGAAAT0.318

+ 7 2014CSF1_uc001dyt.2_Missense_Mutation_p.P418L|CSF1_uc001dyv.3_Missense_Mutation_p.P236L|CSF1_uc001dyw.3_Missense_Mutation_p.P534LNM_172212 NP_757351 P09603 CSF1_HUMANCytoplasmic (Potential). 1GCGGATTCTCCCTTGGAGCAA0.637

- 11 1869OVGP1_uc001eaz.2_Missense_Mutation_p.P567S|OVGP1_uc010owb.1_Missense_Mutation_p.P253SNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CCCATCCTGGGGTGAGTGCCC0.517

+ 7 1205MAGI3_uc001edh.3_Missense_Mutation_p.P342S|MAGI3_uc001edi.3_Missense_Mutation_p.P342S|MAGI3_uc010owm.1_Missense_Mutation_p.P342S|MAGI3_uc001edj.2_Missense_Mutation_p.P63SNM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN WW 2. 6TACAGAGCTTCCTTATGGCTG0.328

- 6 1367SYT6_uc001eeu.2_Missense_Mutation_p.H18YNM_205848 NP_995320 Q5T7P8 SYT6_HUMANCytoplasmic (Potential).|C2 2. 5ATCTCATTGTGGCCCACTCTG0.592

+ 11 951SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.E248K|SYCP1_uc009wgw.2_Missense_Mutation_p.E248KNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GGAAGATTATGAAAAAATCCA0.229

- 29 4314 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6GATAACAATGGGGTCAAGTCT0.398

- 28 5279 NM_024408 NP_077719 Q04721 NOTC2_HUMANNegative regulatory region (NRR).|Extracellular (Potential).27AGCTGAGTGCGTTCTGGAGTC0.443

+ 23 2720NBPF9_uc010oxn.1_Missense_Mutation_p.G780R|NBPF9_uc010oxo.1_Missense_Mutation_p.G807R|NBPF9_uc010oxr.1_Missense_Mutation_p.G909R|NBPF9_uc010oxt.1_Missense_Mutation_p.G697R|NBPF9_uc001ekg.1_Missense_Mutation_p.G209R|NBPF9_uc001ekk.1_Missense_Mutation_p.G453R|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.G209R|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.G542R|uc001elr.3_5'FlankNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 7. 0CTCACTGGATGGATGTTATTC0.463 rs28736716

+ 1 282 NM_017860 NP_060330 Q9BUN1 CA056_HUMAN 0TGCCATGGCCGACGCCGACCG0.657

- 14 2518POGZ_uc001eye.1_Missense_Mutation_p.Q685E|POGZ_uc010pdb.1_Missense_Mutation_p.Q729E|POGZ_uc001eyf.1_Missense_Mutation_p.Q694E|POGZ_uc010pdc.1_Missense_Mutation_p.Q676E|POGZ_uc009wmv.1_Missense_Mutation_p.Q643E|POGZ_uc010pdd.1_Missense_Mutation_p.Q229ENM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3GCTCTCTTCTGGATGCTGCGC0.557

- 8 1274RORC_uc001ezg.2_Missense_Mutation_p.R368Q|RORC_uc010pdo.1_Missense_Mutation_p.R443Q|RORC_uc010pdp.1_IntronNM_005060 NP_005051 P51449 RORG_HUMANLigand-binding. 2ACCCAAGGCTCGGAACAGCTC0.552



- 2 3373TCHH_uc009wne.1_Missense_Mutation_p.R1125GNM_007113 NP_009044 Q07283 TRHY_HUMAN4-8.|10 X 30 AA tandem repeats. 5 cgttcctctctcagcagctgc 0.224

- 3 754 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TTTTTCACACCGATTTAAGGC0.413

- 3 9949 NM_002016 NP_002007 P20930 FILA_HUMANFilaggrin 20.|Ser-rich. 16TGCTGGTGGCGGGATCCGTGT0.567

- 3 566 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17AAATTACCTTGTCTTCCTAGC0.493

+ 1 40 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN Pro-rich. 0 CCAGCCccctcccaagtgcac0.358

+ 3 268PEAR1_uc009wsl.1_5'Flank|PEAR1_uc001fqk.1_5'FlankNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EMI. 3AGCCTGCTCCCCTCAGAGCCC0.672

+ 3 681 CD1C_uc001frv.2_5'UTRNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4AGCCCAGAAGGCTTCTTTCAG0.463

- 1 864 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMANHelical; Name=7; (Potential). 1AGCTATAAATCATTGGGTTGA0.333 rs137874220

- 1 460 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANHelical; Name=4; (Potential). 2GCCATGCCAAGGCCAATCCCC0.507

+ 15 5371PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 1. 16GCTGCTTGATCATGCTGATGT0.507

- 3 772ASTN1_uc001glb.1_Missense_Mutation_p.P187L|ASTN1_uc001gld.1_Missense_Mutation_p.P187L|ASTN1_uc009wwx.1_Missense_Mutation_p.P187L|ASTN1_uc001gle.3_RNANM_004319 NP_004310 O14525 ASTN1_HUMAN 15CTGGGGCTGCGGGACCCGGCG0.612

+ 34 7491CEP350_uc009wxl.2_Missense_Mutation_p.P2369S|CEP350_uc001gnv.2_Missense_Mutation_p.P505S|CEP350_uc001gnw.1_Missense_Mutation_p.P127S|CEP350_uc001gnx.1_Missense_Mutation_p.P127SNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4TCTTTTTGCTCCTAAAGAGAT0.338

+ 1 406LAMC1_uc001gpx.2_Missense_Mutation_p.C50YNM_002293 NP_002284 P11047 LAMC1_HUMANLaminin N-terminal. 5CCGCAGCGCTGCATGCCCGAG0.522

+ 22 3592LAMC2_uc001gpz.3_Missense_Mutation_p.V1093A|LAMC2_uc010poa.1_Missense_Mutation_p.V793ANM_005562 NP_005553 Q13753 LAMC2_HUMANDomain II and I. 3AACGCTGGGGTTACAATCCAA0.483

+ 10 3451NAV1_uc001gwv.1_Missense_Mutation_p.S543F|NAV1_uc001gww.1_Missense_Mutation_p.S644F|NAV1_uc001gwx.2_Missense_Mutation_p.S644F|NAV1_uc001gwy.1_Missense_Mutation_p.S416FNM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4AGCACCCTGTCCCTGGCCGAG0.622

+ 5 1182_1183LAX1_uc010pql.1_Nonsense_Mutation_p.G242*|LAX1_uc001hab.2_Nonsense_Mutation_p.G182*NM_017773 NP_060243 Q8IWV1 LAX1_HUMANCytoplasmic (Potential). 2ACTCAGCAATGGAGAAGGTTCT0.5

- 7 1500 NM_030952 NP_112214 Q9H093 NUAK2_HUMAN 5GGAGTAGTAGCCAGACTCGCG0.642

- 15 1908LGTN_uc009xbw.2_Missense_Mutation_p.P443SNM_006893 NP_008824 P41214 EIF2D_HUMAN 0TGTTTTCGAGGGAGCTGATAC0.532

+ 3 381ATF3_uc001hjj.2_Missense_Mutation_p.P83L|ATF3_uc009xdg.1_Intron|ATF3_uc001hjh.2_Missense_Mutation_p.P83L|ATF3_uc001hji.2_Missense_Mutation_p.P83L|ATF3_uc010ptg.1_RNANM_001030287 NP_001025458 P18847 ATF3_HUMAN 0CAGGTAGCCCCTGAAGAAGAT0.438

+ 11 1592_1593CAPN9_uc009xfg.1_Missense_Mutation_p.R431W|CAPN9_uc001hua.1_Missense_Mutation_p.R468WNM_006615 NP_006606 O14815 CAN9_HUMAN Domain III. 1AAGCCATTACCCGGTGAGTCAG0.495

- 1 68IRF2BP2_uc009xfw.2_5'Flank|IRF2BP2_uc001hwf.2_Missense_Mutation_p.R13WNM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0CACGACTGCCGCCGGGACGCG0.647

+ 5 3220FMN2_uc010pye.1_Missense_Mutation_p.P1003SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12GGGCATACCCCCTCCGCCCCC0.711

+ 5 3352FMN2_uc010pye.1_Missense_Mutation_p.P1047SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12GGGCATACCCCCTCCGCCCCC0.731

- 7 1172PLD5_uc001hzl.3_Missense_Mutation_p.P287A|PLD5_uc001hzm.3_Missense_Mutation_p.P139A|PLD5_uc001hzo.1_Missense_Mutation_p.P257AQ8N7P1 PLD5_HUMAN 6CTGGAGATAGGCAGGTAGTCC0.483

- 1 392 NM_001004734 NP_001004734 A6ND48 O14I1_HUMANCytoplasmic (Potential). 0CATCACGGCTCTGTATTGGAG0.517

+ 12 1255PFKP_uc001igq.2_Missense_Mutation_p.P399S|PFKP_uc009xhr.2_Missense_Mutation_p.P369S|PFKP_uc009xhs.1_Missense_Mutation_p.P191S|PFKP_uc009xht.2_Missense_Mutation_p.P145S|PFKP_uc009xhu.2_5'FlankNM_002627 NP_002618 Q01813 K6PP_HUMAN 3TGATCAGATCCCAAAGGTAGG0.602

+ 3 778FBXO18_uc001iir.2_Missense_Mutation_p.P154L|FBXO18_uc009xig.2_Missense_Mutation_p.P154L|FBXO18_uc001iit.2_Missense_Mutation_p.P279LNM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3GCCTTCCTCCCGGTGGAAGAC0.423

+ 3 372_373MCM10_uc001imb.2_Missense_Mutation_p.P91F|MCM10_uc001imc.2_Missense_Mutation_p.P91FNM_182751 NP_877428 Q7L590 MCM10_HUMAN 3AGAAGAAGTTCCCGCATCACAG0.485

- 23 2732NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2ATTGAAATATGATTTTGTGCT0.388

- 1 225 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4TTCCGACTCCGATTCCTGAGA0.687

- 2 1455KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.G328R|KIAA1462_uc009xle.1_Missense_Mutation_p.G466RNM_020848 NP_065899 Q9P266 K1462_HUMAN 4TGCATTCCTCCATGAGCCGGC0.522

+ 2 NR_024524 0AAATAGATGGTGAGACAACAT0.333

- 5 1593ZNF33B_uc009xmg.1_Intron|ZNF33B_uc001jae.1_Intron|ZNF33B_uc001jag.1_Missense_Mutation_p.G381V|ZNF33B_uc001jad.2_IntronNM_006955 NP_008886 Q06732 ZN33B_HUMAN 0AGGTTTATCTCCTATGTGAGT0.393

+ 9 924RASSF4_uc001jbp.2_Missense_Mutation_p.V295M|RASSF4_uc009xmn.2_Missense_Mutation_p.V194M|RASSF4_uc001jbq.2_Missense_Mutation_p.V161M|RASSF4_uc001jbt.2_Missense_Mutation_p.V221MNM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1TGACTTGGGCGTGGAAGTCCC0.582

+ 3 1189GPRIN2_uc010qfq.1_Missense_Mutation_p.P115SNM_014696 NP_055511 O60269 GRIN2_HUMAN 0GGCCACCAGTCCGTCCCTGGA0.672

+ 12 1865CHAT_uc001jhv.1_Missense_Mutation_p.R453K|CHAT_uc001jhx.1_Missense_Mutation_p.R453K|CHAT_uc001jhy.1_Missense_Mutation_p.R453K|CHAT_uc001jia.2_Missense_Mutation_p.R453K|CHAT_uc010qgs.1_Missense_Mutation_p.R453KNM_020549 NP_065574 P28329 CLAT_HUMAN 3GACAACATCAGATCGGCCACT0.612

- 10 1438CTNNA3_uc001jmw.2_Missense_Mutation_p.E439K|CTNNA3_uc001jmx.3_Missense_Mutation_p.E439KNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8ATTCCATCTTCATTTGTTGAC0.308

+ 37 5425 NM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 16.|Extracellular (Potential). 11GTCAACACCTTCCGCATCGAC0.572

- 22 2827KCNMA1_uc001jxj.2_Missense_Mutation_p.E830K|KCNMA1_uc001jxk.1_Missense_Mutation_p.E502K|KCNMA1_uc009xrt.1_Missense_Mutation_p.E675K|KCNMA1_uc001jxl.1_Missense_Mutation_p.E509K|KCNMA1_uc001jxo.2_Missense_Mutation_p.E867K|KCNMA1_uc001jxm.2_Missense_Mutation_p.E826K|KCNMA1_uc001jxq.2_Missense_Mutation_p.E829KNM_001161352 NP_001154824 Q12791 KCMA1_HUMANCytoplasmic (Potential). 3TTGAGGTACTCAATAGAGCCC0.498

+ 6 1308 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.R55fs*1(4)|p.H93Y(3)|p.H93Q(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.H93fs*5(1)|p.H93D(1)|p.H93R(1)|p.Q87_P96del(1)|p.N82_P95del(1)|p.F90_P95>L(1)|p.F56fs*2(1)2334TTTTGAAGACCATAACCCACC0.338

- 17 2003 NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1CTTGAATTTGGAAGAACATGA0.383

- 9 1080_1081NOC3L_uc009xuk.1_Missense_Mutation_p.S116FNM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1ATGCCTTTAAGGAAACTACATT0.376

- 1 103CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_5'UTR|CYP2C8_uc010qob.1_5'UTR|CYP2C8_uc010qoc.1_5'UTR|CYP2C8_uc010qod.1_5'UTRNM_000770 NP_000761 P10632 CP2C8_HUMAN 0GACCACAAAAGGTTCCATTGA0.453

- 4 1353NCRNA00093_uc001kqk.1_IntronNM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN 6AAGTTGGGATGAAAAGGGACC0.527

- 2 582 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4TTCCTGTTCCGGAACTCCTCG0.602 rs146812654

- 4 860 NM_000102 NP_000093 P05093 CP17A_HUMAN 0TTTAATTTTTCCAGGGTTTTG0.383

+ 17 2548SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10TGGTACAATCCAGCATCCCCA0.453



- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

+ 4 374HABP2_uc010qrz.1_RNA|HABP2_uc010qry.1_Silent_p.S79SNM_004132 NP_004123 Q14520 HABP2_HUMAN EGF-like 1. 3CTGCCTCGTCCATGGGAGCAC0.537

+ 26 3119DMBT1_uc001lgl.1_Nonsense_Mutation_p.R995*|DMBT1_uc001lgm.1_Nonsense_Mutation_p.R506*|DMBT1_uc009xzz.1_Nonsense_Mutation_p.R1005*|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yab.1_5'UTRNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7GTGTCAGGGCCGAGTGGAGGT0.567

- 8 1611LRDD_uc009yck.1_RNA|LRDD_uc001lrk.1_Missense_Mutation_p.R490Q|LRDD_uc001lrl.1_Missense_Mutation_p.R344Q|LRDD_uc001lrm.1_Missense_Mutation_p.R177Q|LRDD_uc001lrn.1_Missense_Mutation_p.R344Q|LRDD_uc001lrp.1_Missense_Mutation_p.R128QNM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 2. 0CATGGAGACTCGACGAGGCTC0.672

- 13 1394TH_uc001lvp.2_Nonsense_Mutation_p.Q455*|TH_uc001lvr.2_Nonsense_Mutation_p.Q428*|TH_uc010qxj.1_Nonsense_Mutation_p.Q432*|TH_uc001lvs.2_Nonsense_Mutation_p.Q334*|TH_uc001lvt.2_Nonsense_Mutation_p.Q338*NM_199292 NP_954986 P07101 TY3H_HUMAN 0TAGACTGACTGGTACGTCTGG0.627

- 1 28 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANExtracellular (Potential). 3GAGGAGGGGTGAAACTGGGTG0.498

- 9 1419MRVI1_uc001miw.2_Missense_Mutation_p.P336S|MRVI1_uc010rcb.1_Missense_Mutation_p.P337S|MRVI1_uc009ygb.1_Missense_Mutation_p.P30S|MRVI1_uc001mix.2_Missense_Mutation_p.P30S|MRVI1_uc001miz.2_Missense_Mutation_p.P254S|MRVI1_uc009ygc.1_Missense_Mutation_p.P254S|MRVI1_uc010rcd.1_Intron|MRVI1_uc009ygd.1_Missense_Mutation_p.P30S|MRVI1_uc010rce.1_IntronNM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3GGACTTCTCGGCAGAGGGCTG0.677

- 3 803CYP2R1_uc001mlo.2_Missense_Mutation_p.R35K|CYP2R1_uc001mlp.2_Missense_Mutation_p.R151K|CYP2R1_uc001mlq.2_RNA|CYP2R1_uc001mls.1_Missense_Mutation_p.R213KNM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2CTGAGGCTTTCTGTTGACTGA0.378

+ 14 3375NAV2_uc001mpp.2_Missense_Mutation_p.S918F|NAV2_uc001mpr.3_Missense_Mutation_p.S982F|NAV2_uc001mpt.2_Missense_Mutation_p.S68F|NAV2_uc009yhx.2_Missense_Mutation_p.S68F|NAV2_uc009yhy.1_5'UTRNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GAGAGGAATTCCCTGTGGTCT0.537

- 2 2065 NM_002233 NP_002224 P22459 KCNA4_HUMAN 4CCCCTTGCAGGACTGGAGCTC0.498

+ 21 2481DGKZ_uc001nch.1_Missense_Mutation_p.V614M|DGKZ_uc010rgq.1_Missense_Mutation_p.V541M|DGKZ_uc001ncj.1_Missense_Mutation_p.V564M|DGKZ_uc010rgr.1_Missense_Mutation_p.V563M|DGKZ_uc001nck.1_Missense_Mutation_p.V376M|DGKZ_uc001ncl.2_Missense_Mutation_p.V598M|DGKZ_uc001ncm.2_Missense_Mutation_p.V597M|DGKZ_uc009yky.1_Missense_Mutation_p.V598M|DGKZ_uc010rgs.1_Missense_Mutation_p.V575MNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3GGCCATCCCGGTGCAGGTGGA0.687

+ 1 362 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMANExtracellular (Potential). 2AAGACCATTTCCTTTCAGGGT0.388

+ 1 838 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANHelical; Name=7; (Potential). 3TTCTGTGTTTTACACAGTGGC0.378 rs150799318

- 1 278 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANExtracellular (Potential). 4TGCATAATAGGAAATAGTATT0.398

+ 7 811 NM_000139 NP_000130 Q01362 FCERB_HUMANCytoplasmic (Potential). 1AGACCCAGGGGAAATGTCTCC0.418

+ 5 544 NM_017716 NP_060186 Q9NXJ0 M4A12_HUMANHelical; (Potential). 0AGGCAGCCTGGGAATGAACAT0.423

- 2 2551GANAB_uc001nua.2_5'Flank|GANAB_uc001nub.2_5'Flank|GANAB_uc001nuc.2_5'Flank|GANAB_uc010rma.1_5'Flank|GANAB_uc010rmb.1_5'FlankNM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2GTGTTCCTCGGGGGGCCAGGC0.647

+ 5 972TSGA10IP_uc009yqw.1_RNA|TSGA10IP_uc009yqx.1_IntronNM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0AAGGGCCAAGGAGCTGCAGGG0.632

+ 3 757MYEOV_uc001oox.2_Intron|MYEOV_uc009ysl.2_Missense_Mutation_p.A103T|MYEOV_uc001oow.2_Missense_Mutation_p.A45TNM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0TGCTGCTGGAGCTGGTGACCG0.652

+ 3 1325NEU3_uc001ovv.2_Missense_Mutation_p.W380L|NEU3_uc010rrl.1_Missense_Mutation_p.W281LNM_006656 NP_006647 A8K327 A8K327_HUMAN 2GCTGCCTGCTGGTCCCGCCCC0.562

+ 4 680DGAT2_uc001oxb.2_Missense_Mutation_p.P98SNM_032564 NP_115953 Q96PD7 DGAT2_HUMANCytoplasmic (Potential). 0AGACTACTTTCCCATCCAGGT0.527

+ 32 4584MYO7A_uc010rsm.1_Missense_Mutation_p.A1427T|MYO7A_uc001oyc.2_Missense_Mutation_p.A1438T|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.A649TNM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 1. 4GGCCATCGCCGCCCACAAGAA0.617

+ 47 6648MYO7A_uc001oyc.2_Missense_Mutation_p.P2086S|MYO7A_uc001oye.2_RNANM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4GCCAAACTTCCCTGAGATCCT0.522

+ 2 500 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 1.|Extracellular (Potential). 3GATTGTCATTCATTTAAAGAA0.458

- 5 422C11orf65_uc010rvx.1_Missense_Mutation_p.D69N|C11orf65_uc009yxu.1_RNANM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1 TGAAGATGATCATTTTTATTA0.358

+ 8 1234LAYN_uc001plp.1_Missense_Mutation_p.E292K|LAYN_uc001plq.1_3'UTR|LAYN_uc001pls.1_3'UTR|LAYN_uc010rwg.1_Missense_Mutation_p.E147K|LAYN_uc010rwh.1_Missense_Mutation_p.E148KNM_178834 NP_849156 Q6UX15 LAYN_HUMANCytoplasmic (Potential). 0AAAACAAAGCGAAGCTGACTT0.507

- 5 1094FAM55D_uc001ppd.2_Missense_Mutation_p.E21QNM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4TTGCATTTCTCTTTCATTGCA0.403

+ 2 458PRMT8_uc009zed.2_Missense_Mutation_p.S22P|PRMT8_uc009zee.1_RNANM_019854 NP_062828 Q9NR22 ANM8_HUMANSH3-binding 1. 5CAGCCCCCCCTCCCAGCCCCC0.652

- 5 906EFCAB4B_uc010sen.1_Missense_Mutation_p.G112R|EFCAB4B_uc010seo.1_Missense_Mutation_p.G112RNM_032680 NP_116069 Q9BSW2 EFC4B_HUMAN EF-hand 2. 2TTACTAAATCCAGTAGTGAAC0.532

+ 7 1766LAG3_uc001qqu.2_Missense_Mutation_p.L303FNM_002286 NP_002277 P18627 LAG3_HUMANCytoplasmic (Potential). 0TGGCTTTCACCTTTGGAGAAG0.602

- 25 3205A2M_uc001qvj.1_Missense_Mutation_p.R73Q|A2M_uc009zgk.1_Missense_Mutation_p.R881QNM_000014 NP_000005 P01023 A2MG_HUMAN 5CCTGCCATATCGCTCCCCAAA0.318

- 1 335PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_023922 NP_076411 Q9NYV8 T2R14_HUMANCytoplasmic (Potential). 0AGAAAAATTGGCTATCTTGAG0.348

+ 6 927KIAA1467_uc009zhx.1_RNANM_020853 NP_065904 A2RU67 K1467_HUMAN p.R302*(1) 3TCCAGTGGGTCGACCTGTGAA0.507

- 3 424 NM_182558 NP_872364 0TCCAGGGAACGATTCCTCATT0.453 rs143075618

+ 21 2889PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.D966N|PIK3C2G_uc010sic.1_Missense_Mutation_p.D744NNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21GGCTGGAGATGATCTTCGTCA0.368

+ 21 2895PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.R968C|PIK3C2G_uc010sic.1_Missense_Mutation_p.R746CNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21AGATGATCTTCGTCAGGATAT0.363

+ 1 679PLCZ1_uc001rdv.3_5'Flank|PLCZ1_uc001rdw.3_5'Flank|PLCZ1_uc010sid.1_5'FlankNM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2AAATCTAAATGGATTTTCCAA0.383

- 14 1921 NM_021957 NP_068776 P54840 GYS2_HUMAN 2GAACGGAACCGCCTGTCAACG0.408

+ 5 751DDX11_uc010sjw.1_Missense_Mutation_p.R167T|DDX11_uc010sjx.1_RNA|DDX11_uc001rjr.1_Missense_Mutation_p.R167T|DDX11_uc001rjs.1_Missense_Mutation_p.R167T|DDX11_uc001rju.1_5'UTR|DDX11_uc001rjv.1_Missense_Mutation_p.R167T|DDX11_uc001rjw.1_Missense_Mutation_p.R141T|DDX11_uc001rjx.1_5'FlankNM_152438 NP_689651 Q96FC9 DDX11_HUMANGlu-rich.|Helicase ATP-binding. 3GAAGAAGAAAGAGAGAATCTC0.612

- 1 325 NM_001040436 NP_001035526 Q9Y2Z4 SYYM_HUMAN HIGH region. 0CCCACATGAAGCGAGTCTGCC0.622

+ 10 1191CNTN1_uc009zjy.1_Missense_Mutation_p.P360S|CNTN1_uc001rmn.1_Missense_Mutation_p.P349S|CNTN1_uc001rmo.2_Missense_Mutation_p.P360SNM_001843 NP_001834 Q12860 CNTN1_HUMANIg-like C2-type 4. 9AAAGCCCATCCCTACAATCCG0.483

- 2 619GALNT6_uc009zma.1_RNA|GALNT6_uc001ryl.1_Missense_Mutation_p.E132K|GALNT6_uc010snh.1_Missense_Mutation_p.E132KNM_007210 NP_009141 Q8NCL4 GALT6_HUMANLumenal (Potential). 2TCTTCCTTTTCCTGGGTCTCC0.577

+ 7 1068KRT86_uc009zmg.2_Missense_Mutation_p.G312E|KRT81_uc001sac.2_Intron|KRT86_uc001sad.2_Missense_Mutation_p.G312ENM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1ATCAGGCACGGGGAGACCCTG0.602

- 2 586KRT72_uc001saq.2_Missense_Mutation_p.N167S|KRT72_uc010sns.1_Missense_Mutation_p.N167S|KRT72_uc010snt.1_5'UTRNM_001146225 NP_001139697 Q14CN4 K2C72_HUMANLinker 1.|Rod. 6CTTCCTGCAGTTGTTCAAGTC0.567

+ 17 1715NCKAP1L_uc010sox.1_Missense_Mutation_p.R88C|NCKAP1L_uc010soy.1_Missense_Mutation_p.R496CNM_005337 NP_005328 P55160 NCKPL_HUMAN 4CTTTCATCTTCGTATCTTTGA0.393

+ 24 4326 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential). 22CTTCACAAAGGAGACTACAGC0.597

- 3 238DCTN2_uc009zpu.1_Intron|DCTN2_uc009zpv.1_Splice_Site|DCTN2_uc009zpw.1_Splice_Site|DCTN2_uc001soo.1_Splice_Site|DCTN2_uc001son.1_Intron|DCTN2_uc001sop.1_Splice_Site|DCTN2_uc001soq.1_Splice_Site|DCTN2_uc009zpx.1_Splice_Site_p.E36_spliceNM_006400 NP_006391 Q13561 DCTN2_HUMAN 1TCAGCTCCTCCTGCAAGAACA0.488



- 5 963B4GALNT1_uc010sru.1_Splice_Site_p.Q122_splice|B4GALNT1_uc010srv.1_Splice_Site_p.Q177_splice|B4GALNT1_uc001sph.2_Splice_Site_p.Q177_splice|B4GALNT1_uc001spi.2_Splice_Site_p.Q177_spliceNM_001478 NP_001469 Q00973 B4GN1_HUMAN 0TTTTCTCTCACCTGGTATACC0.532

- 8 2400MGAT4C_uc001tal.3_Missense_Mutation_p.E384K|MGAT4C_uc001taj.3_Missense_Mutation_p.E384K|MGAT4C_uc001tak.3_Missense_Mutation_p.E384K|MGAT4C_uc010sum.1_Missense_Mutation_p.E408K|MGAT4C_uc001tah.3_Missense_Mutation_p.E384KNM_013244 NP_037376 Q9UBM8 MGT4C_HUMANLumenal (Potential). 3 attGGATTTTCAAATACAATC0.343

- 6 1160 NM_145913 NP_666018 Q8N695 SC5A8_HUMANHelical; (Potential). 0GTTGACACCGTAGATGCTGGT0.388

+ 27 3226MYBPC1_uc001tig.2_Missense_Mutation_p.D1049H|MYBPC1_uc010svq.1_Missense_Mutation_p.D1011H|MYBPC1_uc001tih.2_Missense_Mutation_p.D1049H|MYBPC1_uc001tij.2_Missense_Mutation_p.D1024H|MYBPC1_uc010svr.1_Missense_Mutation_p.D1024H|MYBPC1_uc010svs.1_Missense_Mutation_p.D1042H|MYBPC1_uc010svt.1_Missense_Mutation_p.D1012H|MYBPC1_uc010svu.1_Missense_Mutation_p.D1005H|MYBPC1_uc001tik.2_Missense_Mutation_p.D998H|MYBPC1_uc001til.2_Missense_Mutation_p.D67H|MYBPC1_uc001tim.2_Missense_Mutation_p.D67HNM_206820 NP_996556 Q00872 MYPC1_HUMAN 4TGAAGACTTTGATTTCTCAGA0.358

+ 3 419 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14TTTGAGGTCAGAACATACTCT0.493

+ 4 454 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0TTTTGGAAATGCCAGAACGCT0.383

- 2 810IQCD_uc001tuu.2_Missense_Mutation_p.R130CNM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1GAAAGGAGGCGGTCTCTGAGC0.522 rs141733272

- 15 1928RBM19_uc001tvn.3_Missense_Mutation_p.P595Q|RBM19_uc001tvm.2_Missense_Mutation_p.P595QNM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN RRM 4. 6GGTGCCTGCCGGGAGGTTCTT0.632

+ 13 2435RNF10_uc010szk.1_RNA|RNF10_uc001tyq.3_Missense_Mutation_p.S562FNM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2TATACCTGCTCCTCTGATTCT0.512

+ 1 43 SETD8_uc001uex.2_5'UTRNM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0GAGTGGAGCCATGGCTAGAGG0.667

- 9 2808TMEM132D_uc001uia.2_Missense_Mutation_p.P365LNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14GGGTTTTTTGGGCCTTCTGTC0.522

- 4 1462LATS2_uc001unr.3_Missense_Mutation_p.S366FNM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10CTGCTGGACGGAGGTGCTGCC0.721

- 3 387FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_Missense_Mutation_p.S102FNM_004119 NP_004110 P36888 FLT3_HUMANExtracellular (Potential). 8549CCAGAGACAGGAAATGTTCCC0.498

+ 9 970BRCA2_uc001uua.1_Missense_Mutation_p.A125VNM_000059 NP_000050 P51587 BRCA2_HUMAN 64AGATTTATCGCTTCTGTGACA0.308

+ 3 838SPERT_uc001vao.2_Missense_Mutation_p.E217VNM_152719 NP_689932 Q8NA61 SPERT_HUMAN Potential. 2CTCCGGGAGGAGAATCGCGCG0.677

- 9 995NEK3_uc001vgg.2_Nonsense_Mutation_p.R248*|NEK3_uc001vgh.2_Nonsense_Mutation_p.R275*|NEK3_uc010tgx.1_RNA|NEK3_uc010tgy.1_Nonsense_Mutation_p.R254*NM_152720 NP_689933 P51956 NEK3_HUMANInteraction with VAV2.|Protein kinase. 2ACGATGCCTCGAGAGAGAAGC0.478

- 3 661THSD1_uc001vgp.2_Missense_Mutation_p.N39S|THSD1_uc010tgz.1_Intron|THSD1_uc010aea.2_IntronNM_018676 NP_061146 Q9NS62 THSD1_HUMANExtracellular (Potential). 4CACTGTGTCGTTGCTTAGTGC0.433

+ 2 165C13orf37_uc001viu.2_5'Flank|C13orf34_uc010thq.1_5'UTR|C13orf34_uc010aen.1_Missense_Mutation_p.P91S|C13orf34_uc010thr.1_5'UTR|C13orf34_uc001viw.1_Missense_Mutation_p.P16SNM_024808 NP_079084 Q6PGQ7 BORA_HUMAN 0ACCAGAAACTCCAGGAAGGAT0.348

+ 15 3853_3854 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7AAGGAAGCTCCCGTGAAGAATG0.485

- 49 4668COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANCollagen IV NC1. 6TAGTCATTTCGTGATGCAAAG0.507

+ 2 1169ING1_uc001vrf.2_Missense_Mutation_p.T59M|ING1_uc001vrg.2_Missense_Mutation_p.T34M|ING1_uc001vrh.2_Missense_Mutation_p.T103MNM_005537 NP_005528 Q9UK53 ING1_HUMAN 1GAGAACCGCACGCGGCAGGTG0.672

+ 9 1320POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1AAGAAGCACGGAAGTACTCAT0.358

+ 1 344 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMANHelical; Name=3; (Potential). 4GGATTACTCCTTGTTGTGATG0.507

+ 2 383 NM_022360 NP_071755 P56851 EP3B_HUMAN 1CATATGTATGGGTCCAGAATC0.408

- 26 3419SUPT16H_uc001wan.2_Missense_Mutation_p.S171LNM_007192 NP_009123 Q9Y5B9 SP16H_HUMAN 0GCCACGGCCCGAACTGTGCAC0.507

+ 9 5542 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMANIntegrase catalytic. 3GGCCTCCCTGCCTTTGCTGCA0.627

- 3 671NOVA1_uc001wpz.2_Missense_Mutation_p.E118G|NOVA1_uc001wqa.2_5'UTR|NOVA1_uc001wqb.2_Missense_Mutation_p.E118GNM_002515 NP_002506 P51513 NOVA1_HUMAN 5TCGAATTTTTTCTGCAATGAA0.438

+ 2 1273ARHGAP5_uc001wrm.2_Missense_Mutation_p.A345V|ARHGAP5_uc001wrn.2_Missense_Mutation_p.A345V|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5TTACCAAGAGCTTTTAACACT0.313

+ 4 798MIA2_uc010amy.1_Missense_Mutation_p.E133KNM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2AGTAGTTGTTGAAAGTATGGA0.428

+ 1 624SYT16_uc010tsd.1_Missense_Mutation_p.E143KNM_031914 NP_114120 Q17RD7 SYT16_HUMAN 1TATTGCGGAGGAAGAGCATCA0.463

- 32 6041ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.P1968SNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11TCCACCTCTGGGTTGGTGAGG0.582

+ 15 4505SIPA1L1_uc001xmt.2_Missense_Mutation_p.R1365Q|SIPA1L1_uc001xmu.2_Missense_Mutation_p.R1365Q|SIPA1L1_uc001xmv.2_Missense_Mutation_p.R1386Q|SIPA1L1_uc010ttm.1_Missense_Mutation_p.R840Q|SIPA1L1_uc001xmw.2_Missense_Mutation_p.R151QNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4GGCCTGGACCGGAAAACAGAG0.552

+ 15 4547SIPA1L1_uc001xmt.2_Missense_Mutation_p.S1379N|SIPA1L1_uc001xmu.2_Missense_Mutation_p.S1379N|SIPA1L1_uc001xmv.2_Missense_Mutation_p.S1400N|SIPA1L1_uc010ttm.1_Missense_Mutation_p.S854N|SIPA1L1_uc001xmw.2_Missense_Mutation_p.S165NNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4CACAGCAAGAGCCAAGCCGGC0.537

- 10 1119NUMB_uc010aro.1_Intron|NUMB_uc010arp.1_Intron|NUMB_uc010arq.1_Intron|NUMB_uc010arr.1_Intron|NUMB_uc001xoa.1_Missense_Mutation_p.P267S|NUMB_uc001xnz.1_Missense_Mutation_p.P256S|NUMB_uc001xob.1_Missense_Mutation_p.P256S|NUMB_uc001xod.1_Missense_Mutation_p.P267S|NUMB_uc001xoc.1_Missense_Mutation_p.P267S|NUMB_uc010ars.1_Missense_Mutation_p.P256S|NUMB_uc001xof.1_Missense_Mutation_p.P231S|NUMB_uc010ttz.1_Missense_Mutation_p.P13SNM_001005743 NP_001005743 P49757 NUMB_HUMAN 4TGTTCAATTGGAGCATGCCGG0.532

- 4 1207STON2_uc001xvk.1_Nonsense_Mutation_p.E336*|STON2_uc010tvt.1_Nonsense_Mutation_p.E133*NM_033104 NP_149095 Q8WXE9 STON2_HUMAN 5TCCTGCTCCTCAAAGAAAGCA0.502

- 4 981KCNK10_uc001xwm.2_Missense_Mutation_p.P180L|KCNK10_uc001xwn.2_Missense_Mutation_p.P180LNM_021161 NP_066984 P57789 KCNKA_HUMAN p.P175P(1) 5TTCAGTGCTCGGAGCAATATT0.393

- 3 538 NM_001010854 NP_001010854 Q86TV6 TTC7B_HUMAN 2TGCGATCACCCGCAGCCTGTA0.567

- 7 1093FBLN5_uc010aud.2_Splice_Site_p.D212_splice|FBLN5_uc010aue.2_Splice_Site_p.D248_spliceNM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6TCGTTCACATCTGTGGAAAGC0.527

+ 1 175TCL1B_uc001yew.2_Intron|TCL1B_uc001yex.2_Intron|TCL1B_uc010avj.2_Intron|TCL1B_uc001yfa.2_Missense_Mutation_p.E45KNM_004918 NP_004909 O95988 TCL1B_HUMAN 1CTCGCGTAGGGAATGGGCCAG0.677

- 3 459TCL1A_uc001yfb.3_Missense_Mutation_p.L110RNM_001098725 NP_001092195 P56279 TCL1A_HUMAN 1ATCTGGCAGCAGCTCGAGAAG0.552

+ 14 3425TECPR2_uc010awl.2_Missense_Mutation_p.G1093C|TECPR2_uc010txx.1_Missense_Mutation_p.G256CNM_014844 NP_055659 O15040 TCPR2_HUMAN 3GATCTCCTCGGGCAAGAATGA0.507

+ 4 578C14orf180_uc010tyh.1_Missense_Mutation_p.A93T|C14orf180_uc010awy.1_Missense_Mutation_p.G93SNM_001008404 NP_001008404 Q8N912 CN180_HUMAN 0CACTGTCAGGGGTGAGTTCTG0.662

- 7 14744AHNAK2_uc001ypx.2_Missense_Mutation_p.P4775LNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TGCCATTTGGGGGACTGAAAA0.498

- 4 503NUDT14_uc001yqi.2_RNANM_177533 NP_803877 O95848 NUD14_HUMANNudix hydrolase. 1GGGGGCCAAGTGGTAGCCACA0.597

+ 1 2978 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8AAAACTGTCATCTTGCAGTCT0.498

+ 5 1393ARHGAP11A_uc010ubw.1_Missense_Mutation_p.Q35R|ARHGAP11A_uc001zgw.2_Missense_Mutation_p.Q224R|ARHGAP11A_uc001zgx.2_Missense_Mutation_p.Q224R|ARHGAP11A_uc010ubx.1_Missense_Mutation_p.Q35RNM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN Rho-GAP. 6CTACGATTACAGGCTGCAGTA0.358

+ 35 4835RYR3_uc010bar.2_Missense_Mutation_p.L1589FNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10CCTCTCCCAGCTCTTCTATGC0.607



+ 4 471EIF2AK4_uc001zkl.2_Missense_Mutation_p.P141SNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4TAACAAGCCCCCTCCCAAGTC0.473

- 9 880PLA2G4F_uc001zoy.2_5'Flank|PLA2G4F_uc010bcr.2_Missense_Mutation_p.E24K|PLA2G4F_uc001zpa.2_Missense_Mutation_p.E24K|PLA2G4F_uc010bcs.2_Missense_Mutation_p.E60KNM_213600 NP_998765 Q68DD2 PA24F_HUMAN 4ATGCCCCCCTCGCCCAGCTTG0.622

+ 2 209CGNL1_uc010bfw.2_Missense_Mutation_p.R45WNM_032866 NP_116255 Q0VF96 CGNL1_HUMANHead.|ZIM (By similarity). 11TGTCAGTATTCGGGTCCAGGG0.507

+ 2 1022CGNL1_uc010bfw.2_Missense_Mutation_p.D316NNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11TTTACTGGATGATCAGGAATG0.522

- 10 1763NARG2_uc002ago.2_Missense_Mutation_p.T373A|NARG2_uc002agq.3_Missense_Mutation_p.T178ANM_024611 NP_078887 Q659A1 NARG2_HUMAN 2GCATCAGATGTTTTCAAGTCA0.328

+ 12 1662IQCH_uc002aqq.1_Missense_Mutation_p.A287T|IQCH_uc002aqp.1_Missense_Mutation_p.A291TNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4CACACCTGAAGCTGTAAACAT0.383

- 2 622C15orf17_uc010bkh.2_Missense_Mutation_p.R15G|C15orf17_uc002azg.2_Missense_Mutation_p.R101G|C15orf17_uc002azf.2_Missense_Mutation_p.R101GNM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0TGCTGAGACCTTTTCCCTGAA0.602

+ 3 720IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.P115L|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.P157L|IL16_uc002bgg.2_Missense_Mutation_p.P115LNM_172217 NP_757366 Q14005 IL16_HUMAN 4CGAGAAAAGCCTGGAAAACTA0.423

+ 9 1338RCCD1_uc002bqk.2_Missense_Mutation_p.Q353R|RCCD1_uc002bql.2_Missense_Mutation_p.Q351R|RCCD1_uc010bob.2_Missense_Mutation_p.Q142RNM_033544 NP_291022 A6NED2 RCCD1_HUMAN RCC1 4. 0GTAGATAAGCAACTCCAAGTA0.488

+ 11 1567MCTP2_uc002bti.2_Missense_Mutation_p.S501F|MCTP2_uc010boj.2_Missense_Mutation_p.S230F|MCTP2_uc010bok.2_Missense_Mutation_p.S501F|MCTP2_uc002btk.3_Missense_Mutation_p.S89F|MCTP2_uc002btl.2_Missense_Mutation_p.S89FNM_018349 NP_060819 Q6DN12 MCTP2_HUMAN C2 3. 3TTACAGAACTCCCTGAAAGAT0.388

+ 14 3578SOLH_uc002chj.2_Missense_Mutation_p.P132QNM_005632 NP_005623 O75808 CAN15_HUMAN 2CACAGCCCCCCACTCACGCCA0.697 rs151328571

- 4 473CCDC78_uc002cjf.2_5'Flank|CCDC78_uc002cji.3_Missense_Mutation_p.R197W|CCDC78_uc002cjj.3_Intron|CCDC78_uc002cjh.2_5'UTR|CCDC78_uc010uuo.1_Missense_Mutation_p.R123W|CCDC78_uc002cjk.2_Missense_Mutation_p.R123W|HAGHL_uc002cjl.1_5'Flank|HAGHL_uc002cjm.1_5'Flank|HAGHL_uc002cjn.1_5'Flank|HAGHL_uc002cjo.1_5'Flank|HAGHL_uc010uup.1_5'FlankNM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1GCTGCTGCCCGGGGATGCCTG0.622 rs144406163

+ 35 6540CACNA1H_uc002ckt.2_Missense_Mutation_p.D2092N|CACNA1H_uc002cku.2_Missense_Mutation_p.D793N|CACNA1H_uc010brj.2_Missense_Mutation_p.D809N|CACNA1H_uc002ckv.2_Missense_Mutation_p.D787NNM_021098 NP_066921 O95180 CAC1H_HUMANCytoplasmic (Potential). 2GGACCCAGCCGACGAGGAGGT0.741

+ 17 2378_2379 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0AACTCCGTGGCCGGCCACTTCT0.649

- 2 298 NM_001080524 NP_001073993 A8MZG2 CP090_HUMAN 0AGGGCCCAGGCTGTGCCCTCA0.677

- 10 2704GRIN2A_uc010uym.1_Missense_Mutation_p.S719N|GRIN2A_uc010uyn.1_Missense_Mutation_p.S562N|GRIN2A_uc002czr.3_Missense_Mutation_p.S719NNM_001134407 NP_001127879 Q12879 NMDE1_HUMANExtracellular (Potential). 45CGTTTTCAGGCTGACCAAGGC0.463

+ 23 4218SRCAP_uc002dzf.2_Intron|SRCAP_uc002dzg.1_Intron|SRCAP_uc010bzz.1_Missense_Mutation_p.S848LNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTGCCTTCTTCGACCCCCAGC0.667

+ 18 1751PHKB_uc002eeu.3_Missense_Mutation_p.R560CNM_000293 NP_000284 Q93100 KPBB_HUMAN 3ACAGATTTATCGCATTCTAGG0.343

+ 2 221CES3_uc010cdz.2_Missense_Mutation_p.V50M|CES3_uc010cea.2_RNANM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5GCAGGTGGGCGTGAAGGGCAC0.632 rs149175900

+ 1 416 NM_002153 NP_002144 P37059 DHB2_HUMANNAD (By similarity). 2ACCTGTGGATCAGAAGGCAGT0.468

- 4 803GGT6_uc010vsb.1_Missense_Mutation_p.R100Q|GGT6_uc002fyc.3_Missense_Mutation_p.R216Q|GGT6_uc010vsc.1_Missense_Mutation_p.R254QNM_001122890 NP_001116362 Q6P531 GGT6_HUMANExtracellular (Potential). 1GTTGGTGGCTCGGGCCCCAGC0.652

+ 7 1051SHBG_uc010cmo.2_Missense_Mutation_p.N226I|SHBG_uc010cmp.2_Intron|SHBG_uc010cmq.2_Intron|SHBG_uc010cmr.2_Intron|SHBG_uc010cms.2_Intron|SHBG_uc010cmt.2_Missense_Mutation_p.N280I|SHBG_uc010cmu.2_Intron|SHBG_uc010cmz.2_Intron|SHBG_uc010cmv.2_Intron|SHBG_uc010cmw.2_Intron|SHBG_uc010cmx.2_Intron|SHBG_uc010cmy.2_Missense_Mutation_p.N280I|SHBG_uc002gid.3_Intron|SHBG_uc010cnd.2_Intron|SHBG_uc010cna.2_Intron|SHBG_uc010vue.1_Missense_Mutation_p.N320I|SHBG_uc010vuf.1_Intron|SHBG_uc010cnb.2_Intron|SHBG_uc010cnc.2_IntronNM_001040 NP_001031 P04278 SHBG_HUMANLaminin G-like 2.p.0?(1)|p.?(1) 0CCCCTCCTTAACCTCTGGGCC0.547

+ 75 11502DNAH2_uc010cnm.1_Missense_Mutation_p.D768NNM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 6 (By similarity). 13GGTGCTGGAGGATTCAACCCC0.597

- 23 2834 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13CTGATCACATCTTTCCTCTGC0.373

- 17 2062 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13AGAGCTGACACTGTCTGGAAA0.308

- 13 1325 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CTTGACTCTGGGATAGCAGAG0.453

+ 3 1886 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4GAGGCGGACGGAGACCAGGAC0.657

- 2 739MYO18A_uc010csa.1_Missense_Mutation_p.P194L|MYO18A_uc002hdu.1_Missense_Mutation_p.P194LNM_078471 NP_510880 Q92614 MY18A_HUMAN 0CACTAGCTCAGGGGCTCGGGA0.687

- 7 2864SLFN11_uc010ctq.2_Missense_Mutation_p.D808N|SLFN11_uc002hjh.3_Missense_Mutation_p.D808N|SLFN11_uc002hjg.3_Missense_Mutation_p.D808N|SLFN11_uc010ctr.2_Missense_Mutation_p.D808NNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3ACAGCAACATCCTTTGGAGAA0.468 rs71366434

- 1 665 NM_000286 NP_000277 O00623 PEX12_HUMANCytoplasmic (Potential). 0ATGGATGGCTGGTCATCGGCC0.502

- 3 603 NM_019010 NP_061883 P35900 K1C20_HUMAN Coil 1B.|Rod. 3CCAAATCTGTTTTATGTAGGG0.388

+ 8 1204TTC25_uc010cxt.2_RNA|TTC25_uc010cxs.1_Missense_Mutation_p.E228KNM_031421 NP_113609 Q96NG3 TTC25_HUMAN TPR 6. 1GTTTTTGCCAGAGTTGGGAAA0.443

+ 11 1338ATP6V0A1_uc002hzq.2_Missense_Mutation_p.P391S|ATP6V0A1_uc002hzs.2_Missense_Mutation_p.P398S|ATP6V0A1_uc010wgj.1_Missense_Mutation_p.P348S|ATP6V0A1_uc010wgk.1_Missense_Mutation_p.P348S|ATP6V0A1_uc010cyg.2_Missense_Mutation_p.P37S|ATP6V0A1_uc010wgl.1_Missense_Mutation_p.P250SNM_001130021 NP_001123493 Q93050 VPP1_HUMANCytoplasmic (Potential). 1AGAGATAAATCCAGGTAAAAA0.294

+ 4 565LOC100190938_uc002ibd.1_5'Flank|LOC100190938_uc002ibe.3_5'Flank|LOC100190938_uc002ibf.3_5'Flank|RAMP2_uc010cyt.2_Nonsense_Mutation_p.W171*|RAMP2_uc002ibh.2_3'UTRNM_005854 NP_005845 O60895 RAMP2_HUMANHelical; (Potential). 0CTTGTAGTATGGAGGAGTAAA0.592

+ 14 1668NSF_uc010wke.1_Missense_Mutation_p.E428K|NSF_uc010wkf.1_Missense_Mutation_p.E428K|NSF_uc010wkg.1_Missense_Mutation_p.E517KNM_006178 NP_006169 P46459 NSF_HUMAN 1AGATGATGGGGAGCTGCTGGT0.448

- 14 1899TTLL6_uc002iob.2_Missense_Mutation_p.P315S|TTLL6_uc010dbi.2_RNA|TTLL6_uc002ioc.2_Missense_Mutation_p.P375S|TTLL6_uc002iod.2_Missense_Mutation_p.P469SNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0TCCTCCGTGGGAGCCTCCTGG0.507

+ 4 703 NM_023079 NP_075567 Q9H832 UBE2Z_HUMAN 0TGCCTGGAGCCCAGCCCAGAG0.542

+ 2 2306WFIKKN2_uc010dbu.2_Missense_Mutation_p.A445TNM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3CGGCGGCATGGCCATGCTGCG0.632

+ 4 959PPM1E_uc010ddd.2_Missense_Mutation_p.V41INM_014906 NP_055721 Q8WY54 PPM1E_HUMAN PP2C-like. 5CCATGGGGGAGTAGATGCTGC0.502

+ 23 3724MRC2_uc002jae.2_Nonsense_Mutation_p.Q179*|MRC2_uc002jaf.2_Silent_p.A53ANM_006039 NP_006030 Q9UBG0 MRC2_HUMANExtracellular (Potential). 3CTTCATCTGCCAGAAGGGCAC0.642

- 2 163 NM_181449 NP_852114 Q496F6 CLM2_HUMANIg-like V-type.|Extracellular (Potential). 4TCCCTTGTACATGCTCTCATA0.542

- 15 2501DSC1_uc002kwm.2_Missense_Mutation_p.E747K|uc002kwo.1_RNANM_024421 NP_077739 Q08554 DSC1_HUMANCytoplasmic (Potential). 4ATATTTGCTTCCTAAAAGTAA0.303

+ 7 879 NM_001943 NP_001934 Q14126 DSG2_HUMANExtracellular (Potential).|Cadherin 2. 9TGCTCTGCAGGAACACAGCAG0.403

- 1 1630KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4TTTCTTAGCCGAATCCCAGGA0.547 rs150911848

+ 3 1282DCC_uc010xdr.1_Missense_Mutation_p.S80LNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential). 17AGAATTTTATCAGGTATTGCA0.373

- 4 1254 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14CCCCAGCAGGTTCCTTTGCCA0.453

+ 4 5021ZNF407_uc010dqu.1_Missense_Mutation_p.P1655LNM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2GGAGAAAAGCCGTTTAAATGT0.507



- 10 1746MED16_uc010drw.1_Missense_Mutation_p.S357L|MED16_uc002lqe.2_Missense_Mutation_p.S521L|MED16_uc002lqf.2_Missense_Mutation_p.S521L|MED16_uc010xfv.1_Intron|MED16_uc010xfw.1_Missense_Mutation_p.S452L|MED16_uc010xfx.1_Missense_Mutation_p.S377L|MED16_uc010xfy.1_Intron|MED16_uc010xfz.1_5'FlankNM_005481 NP_005472 Q9Y2X0 MED16_HUMAN 0CTTGCAGAGCGAGGCCTTCAT0.667

+ 1 37_38WDR18_uc002lqn.1_RNA|WDR18_uc010drx.1_Missense_Mutation_p.P4L|WDR18_uc010dry.1_Missense_Mutation_p.P4LNM_024100 NP_077005 Q9BV38 WDR18_HUMAN 1ATGGCGGCGCCCATGGAGGTGG0.728

+ 4 1232ZNF556_uc002lwq.2_Missense_Mutation_p.S381FNM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 8. 3TATGGTTGGTCCTCATCTTTA0.468

+ 4 1386ZNF57_uc010xha.1_Missense_Mutation_p.T381MNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3CATTTGAGGACGCACACTGGA0.438 rs148390269

- 31 4924PTPRS_uc002mbu.1_Missense_Mutation_p.P1133S|PTPRS_uc010xin.1_Missense_Mutation_p.P1106S|PTPRS_uc002mbw.2_Missense_Mutation_p.P1526S|PTPRS_uc002mbx.2_Missense_Mutation_p.P1121S|PTPRS_uc002mby.2_Missense_Mutation_p.P1117SNM_002850 NP_002841 Q13332 PTPRS_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 1.4AAGGGCGTTGGGTATTCGGGC0.627

- 14 1837RFX2_uc002mec.2_Missense_Mutation_p.A498VNM_000635 NP_000626 P48378 RFX2_HUMAN 6CGCCCGGGCCGCCTGCGCCAG0.657

+ 10 1081EMR1_uc010dvc.2_Missense_Mutation_p.S348F|EMR1_uc010dvb.2_Missense_Mutation_p.S296F|EMR1_uc010xji.1_Missense_Mutation_p.S207F|EMR1_uc010xjj.1_Missense_Mutation_p.S171FNM_001974 NP_001965 Q14246 EMR1_HUMANSer/Thr-rich.|Extracellular (Potential). 5ACGCAGGTCTCCTTTTGTGCA0.383

- 58 7459FBN3_uc002mje.2_Missense_Mutation_p.H319YNM_032447 NP_115823 Q75N90 FBN3_HUMANEGF-like 40; calcium-binding. 11CAGGCCTGGTGGTGCTGGGTG0.567

- 84 43654MUC16_uc010dwi.2_RNA|MUC16_uc010dwj.2_Missense_Mutation_p.E1284K|MUC16_uc010xki.1_RNANM_024690 NP_078966 Q8WXI7 MUC16_HUMANCytoplasmic (Potential). 57TATTCTCCTTCCTTCTTCCGC0.587

- 33 38726MUC16_uc010xki.1_5'FlankNM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential). 57GAGGGAGGATGGAGTCCCTGA0.478

- 28 38225 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential). 57TGTGGAGGTCCCAGGAGCTGA0.498

- 5 521ZNF561_uc010dwu.2_Missense_Mutation_p.I37L|ZNF561_uc010xkr.1_IntronNM_152289 NP_689502 Q8N587 ZN561_HUMAN KRAB. 1ACCATTTGTATCCCACTGAAT0.338

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

+ 4 1710ZNF844_uc010dym.1_Missense_Mutation_p.K366ENM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGAAAGGACTCAC0.413

+ 8 1511 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0GACCCCCTGGAGAAACTCAAC0.632

+ 16 3739NWD1_uc002net.3_Missense_Mutation_p.S971L|NWD1_uc002nev.3_Missense_Mutation_p.S900LQ149M9 NWD1_HUMAN WD 7. 7TTTGGAAGATCGGTGCGGATA0.507

- 28 3580 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN MHD1. 3TTGCATAGACGATGCTTGTCG0.562

- 23 3098_3099 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3AGAGGTCAATCCGCAGGGAGTT0.569

+ 5 1011UPF1_uc002nkf.2_Missense_Mutation_p.P246SNM_002911 NP_002902 Q92900 RENT1_HUMANSufficient for interaction with RENT2. 2GGTCAAGATCCCCTCCGAGCA0.657

- 7 2699 NM_001080409 NP_001073878 2AAGGGTCGAGAAATTGTTAAA0.353 rs55891931

- 6 2463 NM_001080409 NP_001073878 2 TATGAATTAGCTTATGTTTCT0.378

- 2 821 NM_006003 NP_005994 P47985 UCRI_HUMAN Rieske. 0CCCATGGCAAGGGCAGTAATA0.478

- 3 269SLC7A9_uc002ntt.3_Intron|SLC7A9_uc002ntu.3_Missense_Mutation_p.S51F|SLC7A9_uc002ntw.3_IntronNM_001126335 NP_001119807 P82251 BAT1_HUMANExtracellular (Potential). 1AGACTTGGGGGAAACGAAGAT0.602

+ 10 931HPN_uc002nxr.1_Missense_Mutation_p.G229D|HPN_uc002nxs.1_Missense_Mutation_p.G71D|HPN_uc010xsh.1_Missense_Mutation_p.G198D|HPN_uc002nxt.1_Missense_Mutation_p.G113D|LOC100128675_uc010xsi.1_IntronNM_002151 NP_002142 P05981 HEPS_HUMANExtracellular (Potential).|Peptidase S1. 2TCTCCCCACGGTCTGCAGCTG0.662

- 26 3370NPHS1_uc010eem.1_RNANM_004646 NP_004637 O60500 NPHN_HUMANCytoplasmic (Potential). 5CTCTGAGTGTCCCGCTCTCCT0.602

- 18 2335 NM_004646 NP_004637 O60500 NPHN_HUMANIg-like C2-type 7.|Extracellular (Potential).p.G779*(1) 5TCATCTTCTCCCTGGAGGCCC0.572

- 5 1194uc002ofp.1_5'Flank|ZNF585B_uc002ofr.1_Nonsense_Mutation_p.Q128*NM_152279 NP_689492 Q52M93 Z585B_HUMAN C2H2-type 6. 1TGATGTACCTGAAGTTGTGAC0.388

+ 14 1584CATSPERG_uc002oig.3_Missense_Mutation_p.S459R|CATSPERG_uc002oif.3_Missense_Mutation_p.S139R|CATSPERG_uc010efw.2_RNANM_021185 NP_067008 Q6ZRH7 CTSRG_HUMANExtracellular (Potential). 2GTCCCTGCAGCTCTAACAAGG0.532

+ 7 1274ZNF283_uc002oxp.3_Missense_Mutation_p.K197QNM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 5. 0AAGCCTTGCTAAACATGAGAT0.398

- 6 1502_1503ZNF229_uc010ejk.1_Missense_Mutation_p.G11R|ZNF229_uc010ejl.1_Missense_Mutation_p.G351RNM_014518 NP_055333 Q9UJW7 ZN229_HUMAN C2H2-type 2. 4TACCTGAACCCCTTTCCACAGA0.515

+ 7 1020KLC3_uc010ejy.1_Missense_Mutation_p.G301E|KLC3_uc002pbg.1_Missense_Mutation_p.G316ENM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 3. 1GTCCTCTATGGGAAGCGTGGG0.657

- 1 469 NM_015649 NP_056464 Q8IU81 I2BP1_HUMAN 0GATGCGGTCCGCGCCCTCGAA0.706

- 5 1342 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1ACCGCCCCACGGAGGTCGGGA0.667

- 16 2379GYS1_uc010xzy.1_Missense_Mutation_p.T346M|GYS1_uc010emm.2_Missense_Mutation_p.T649M|GYS1_uc010xzz.1_Missense_Mutation_p.T633MNM_002103 NP_002094 P13807 GYS1_HUMAN 2GGAGGTGGCCGTGTCCACAGA0.701

+ 12 1413MED25_uc010ybe.1_Missense_Mutation_p.P241S|MED25_uc002ppx.1_Missense_Mutation_p.P235SNM_030973 NP_112235 Q71SY5 MED25_HUMANInteraction with VP16.|Interaction with CREBBP. 1GCAGCTCATCCCCCAGCAGCT0.687

+ 4 293SPIB_uc002pse.2_Missense_Mutation_p.E90K|SPIB_uc010ycc.1_IntronNM_003121 NP_003112 Q01892 SPIB_HUMAN 2AGGGAACCTCGAACTGGCCCC0.642

- 17 2246SHANK1_uc002psw.1_Missense_Mutation_p.R127CNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN PDZ. 2CCCCCTTGGCGGATCATGTTC0.602

+ 1 634 NM_001506 NP_001497 O75388 GPR32_HUMANExtracellular (Potential). 1GGTCGTGGAGGGACACATTAT0.552

- 6 864KLK5_uc002puf.2_Missense_Mutation_p.R216G|KLK5_uc002pug.2_Missense_Mutation_p.R216GNM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0TCCTCGCACCTTTTCTGACTT0.507

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

- 5 1012LILRA6_uc002qew.1_Intron|LILRB5_uc010yer.1_Missense_Mutation_p.L292F|LILRB5_uc002qey.2_Missense_Mutation_p.L301F|LILRB5_uc002qez.2_Missense_Mutation_p.L201F|LILRB5_uc002qfa.1_Missense_Mutation_p.L191F|LILRB5_uc010yes.1_RNANM_006840 NP_006831 O75023 LIRB5_HUMANIg-like C2-type 3.|Extracellular (Potential). 2CTAGGGGAGAGGTTGTGTGCA0.692

+ 6 1069NLRP2_uc010yfp.1_Missense_Mutation_p.P305L|NLRP2_uc010esn.2_Missense_Mutation_p.P304L|NLRP2_uc010eso.2_Missense_Mutation_p.P325L|NLRP2_uc010esp.2_Missense_Mutation_p.P306LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN NACHT. 2GTGATGTTACCCAAGGCCGCC0.662

+ 4 2352 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11GTATGAAGATGGAGGGAAGCT0.483

+ 8 966C2orf39_uc010eym.1_IntronNM_145038 NP_659475 Q96MC2 CC164_HUMAN Potential. 0ACTTTAGATTCTTGAGCAGCA0.279

- 4 542 NM_000348 NP_000339 P31213 S5A2_HUMANHelical; (Potential). 0TGTTTATTCCCATTCCCAAAA0.403

- 23 3675SOS1_uc002rrj.3_Missense_Mutation_p.P811SNM_005633 NP_005624 Q07889 SOS1_HUMAN 10GGTAATAAGGGAGGGCTTTCA0.502

- 5 856EFEMP1_uc002rzi.2_Missense_Mutation_p.E176K|EFEMP1_uc002rzj.2_Missense_Mutation_p.E176K|EFEMP1_uc010ypc.1_Missense_Mutation_p.E118KNM_004105 NP_004096 Q12805 FBLN3_HUMANEGF-like 2; calcium-binding (Potential). 6GCAGTGCACTCGTCTATGTCT0.443



- 1 199FAM161A_uc002sbm.3_Missense_Mutation_p.E33K|FAM161A_uc002sbn.3_5'UTR|FAM161A_uc010fcm.1_RNA|FAM161A_uc010fcn.1_5'UTRNM_032180 NP_115556 Q3B820 F161A_HUMAN 3AAGGGGTCTTCGCGTTCGTAC0.652

- 19 3333_3334REV1_uc002tac.2_Missense_Mutation_p.R1040ENM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CTCGCCCTGCCTTTGTCTTTGA0.5

+ 3 314DBI_uc010yyh.1_Splice_Site_p.G81_splice|DBI_uc010yyi.1_Splice_Site_p.G81_splice|DBI_uc010yyj.1_Splice_Site|DBI_uc010yyk.1_Splice_Site_p.G106_splice|DBI_uc010yyl.1_Splice_Site_p.G81_splice|DBI_uc010yym.1_Splice_Site_p.G74_splice|DBI_uc010yyn.1_Splice_Site_p.G81_splice|DBI_uc002tlw.2_Splice_Site_p.G81_splice|DBI_uc010yyo.1_Splice_Site|DBI_uc002tlx.2_Splice_Site_p.G65_spliceNM_001079862 NP_001073331 P07108 ACBP_HUMAN 0AGCTGAAAGGTAATTGTTCTA0.443

+ 10 1026ARHGAP15_uc002tvn.2_Missense_Mutation_p.S58FNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN Rho-GAP. 2CGTGAAAATTCCACAGTTCCG0.428

- 46 6081 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 51. 20AAAGTGTCTGGGTGCTGGCGG0.433

- 8 709CACNB4_uc002txy.2_Missense_Mutation_p.D180A|CACNB4_uc002txz.2_Missense_Mutation_p.D196A|CACNB4_uc010fnz.2_Missense_Mutation_p.D214A|CACNB4_uc002tyb.2_Missense_Mutation_p.D180ANM_000726 NP_000717 O00305 CACB4_HUMAN 2CGGTACAACATCGTAAGGAGG0.473

+ 27 5801TANC1_uc010zcm.1_3'UTR|TANC1_uc010fon.2_Missense_Mutation_p.H687NNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3TAATGAAGCCCACAGGAGCCA0.423

- 22 3716BAZ2B_uc002uap.2_Nonsense_Mutation_p.Q1086*NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN DDT. 4AATCCCTCTTGAAGAACACTC0.428

- 2 483KCNH7_uc002uci.2_Missense_Mutation_p.E91KNM_033272 NP_150375 Q9NS40 KCNH7_HUMANCytoplasmic (Potential). 5ACTTTCCTCTCTTCTGACCCC0.423

- 28 6398SCN3A_uc010zcy.1_Missense_Mutation_p.S452F|SCN3A_uc002ucy.2_Missense_Mutation_p.S1920F|SCN3A_uc002ucz.2_Missense_Mutation_p.S1920FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ACTATCATAGGAAGGAGGAGA0.358

- 50 9967 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 30.|Extracellular (Potential). 29AACATTCTCTCAATGACTTGC0.413

+ 6 470PPIG_uc010fpx.2_Intron|PPIG_uc010fpy.2_Missense_Mutation_p.G80R|PPIG_uc002ufa.2_Missense_Mutation_p.G84R|PPIG_uc002ufb.2_Missense_Mutation_p.G84R|PPIG_uc002ufc.1_Missense_Mutation_p.G84R|PPIG_uc002ufd.2_Missense_Mutation_p.G84RNM_004792 NP_004783 Q13427 PPIG_HUMANPPIase cyclophilin-type. 3TTTAGGAAATGGACGAGGAGG0.264

+ 12 1396OSBPL6_uc002ulw.2_Missense_Mutation_p.R309C|OSBPL6_uc002uly.2_Missense_Mutation_p.R365C|OSBPL6_uc010zfe.1_Missense_Mutation_p.R309C|OSBPL6_uc002ulz.2_Missense_Mutation_p.R340C|OSBPL6_uc002uma.2_Missense_Mutation_p.R344CNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1GTCACCAGTTCGCTTGCATTC0.423

- 275 76663uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.I19175N|TTN_uc010zfi.1_Missense_Mutation_p.I19108N|TTN_uc010zfj.1_Missense_Mutation_p.I18983NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATTATAGTAATAGGAACTGT0.378

- 46 15324TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCAGCAACTTCCCCTAAAGGT0.433

- 46 14285TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TTTTCTCCACCATAGTTCTAT0.328

- 8 1447WDR12_uc010ftt.2_Nonsense_Mutation_p.R233*NM_018256 NP_060726 Q9GZL7 WDR12_HUMANSufficient for nucleolar localization. 0TTTCTTGGTCGATTTGTGGAC0.388

- 6 1228WDR12_uc010ftt.2_Missense_Mutation_p.S160GNM_018256 NP_060726 Q9GZL7 WDR12_HUMANWD 2.|Sufficient for nucleolar localization. 0ATAGAAGCACTCAATAATAAG0.378

- 21 3081ABCA12_uc002vev.2_Missense_Mutation_p.G636E|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11GCACTTACTTCCAAAGAGTTC0.388

+ 11 1378ALPI_uc002vsu.3_Splice_Site_p.G345_spliceNM_001631 NP_001622 P09923 PPBI_HUMAN 1CCTCCTACCAGGGAGCCCCGA0.716

- 1 316UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_IntronNM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0CCGCCCTCCGCCCCCGCCTCG0.647

- 19 6623COL6A3_uc002vwo.2_Missense_Mutation_p.G1907D|COL6A3_uc010znj.1_Missense_Mutation_p.G1506DNM_004369 NP_004360 P12111 CO6A3_HUMANTriple-helical region.|Collagen-like 2. 18ACCATCCAGACCATCCAGTCC0.408

+ 2 211 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3ACCAGCATTTCCTGTGATTCA0.363

+ 26 2537PLCB4_uc010gbw.1_Missense_Mutation_p.L801F|PLCB4_uc010gbx.2_Missense_Mutation_p.L813F|PLCB4_uc002wne.2_Missense_Mutation_p.L801F|PLCB4_uc002wnh.2_Missense_Mutation_p.L648FNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15ACACATTTCCCTTCGAAATGA0.413

- 5 996PAK7_uc002wnk.2_Missense_Mutation_p.L151F|PAK7_uc002wnj.2_Missense_Mutation_p.L151F|PAK7_uc010gby.1_Missense_Mutation_p.L151FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23TCTCCATAGAGACTCTTCTCC0.493

+ 3 712CBFA2T2_uc010zug.1_Intron|CBFA2T2_uc002wze.1_Missense_Mutation_p.P50S|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.P30S|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN Pro-rich. 2TCCTGGAGGACCGAGGCCAGT0.502

- 4 810 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0GGAGCCAAGGGAGGGACACTC0.532

+ 2 3898 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6CAGAGGTCTCCAGAAACAATA0.502

- 16 2011KCNQ2_uc002yez.1_Missense_Mutation_p.E581K|KCNQ2_uc002yfa.1_Missense_Mutation_p.E594K|KCNQ2_uc002yfb.1_Missense_Mutation_p.E584KNM_172107 NP_742105 O43526 KCNQ2_HUMANCytoplasmic (Potential). 2TCGGGCAGCTCCGCCTCGGCC0.697

- 13 1054TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.R211Q|TPTE_uc002yir.1_Missense_Mutation_p.R191Q|TPTE_uc010gkv.1_Missense_Mutation_p.R91QNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5CCTTGTGTATCGCCTTTTGTT0.323

+ 1 176C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198695 NP_941968 P60410 KR108_HUMAN19 X 5 AA repeats of C-C-X(3).|1. 2AAGCTGCTGCGAGCCCCGCTC0.672

+ 30 6640PCNT_uc002zjj.2_Missense_Mutation_p.P2060LNM_006031 NP_006022 O95613 PCNT_HUMAN 8CCAGATTCTCCCATTCAAGAA0.507

- 9 1431POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.G179E|POTEH_uc002zlj.1_Missense_Mutation_p.G295ENM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1ATGAGTACTTCCGTGCTTCTT0.358

- 1 1554_1555 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1CCCACTGGGCCCTTCCAATCTG0.495

- 2 1185RTN4R_uc002zru.2_Missense_Mutation_p.E100DNM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN 0GCCCCAGCGGCTCCTCATCGG0.652

+ 12 1099EMID1_uc003aem.2_Splice_Site_p.G344_splice|EMID1_uc003aeo.2_Splice_Site_p.G344_splice|EMID1_uc003aep.2_Splice_Site_p.G323_spliceNM_133455 NP_597712 Q96A84 EMID1_HUMAN 0CTCTTACACAGGGACTGCGTG0.627

+ 17 2613MTMR3_uc003agu.3_Missense_Mutation_p.S762L|MTMR3_uc003agw.3_Missense_Mutation_p.S762LNM_021090 NP_066576 Q13615 MTMR3_HUMAN 5CCTCTGTTCTCACAGGGCATT0.577

+ 17 1316DEPDC5_uc011als.1_Missense_Mutation_p.R392C|DEPDC5_uc011alu.1_Missense_Mutation_p.R392C|DEPDC5_uc011alv.1_RNA|DEPDC5_uc003alt.2_Missense_Mutation_p.R392C|DEPDC5_uc003alr.1_Missense_Mutation_p.R392C|DEPDC5_uc011alt.1_Missense_Mutation_p.R364CNM_014662 NP_055477 O75140 DEPD5_HUMAN 8CCGTGATTCTCGTCTGGGCGA0.458

+ 3 831RASD2_uc003any.2_Missense_Mutation_p.G209DNM_014310 NP_055125 Q96D21 RHES_HUMANInteraction with GNB1, GNB2 and GNB3. 3GTGCAGTACGGTGACGCCTTC0.627

- 16 4134TUBGCP6_uc003bka.1_Missense_Mutation_p.T295A|TUBGCP6_uc010har.1_Missense_Mutation_p.T1200A|TUBGCP6_uc010has.1_RNANM_020461 NP_065194 Q96RT7 GCP6_HUMAN7.|9 X 27 AA tandem repeats. 4CGTGGCCGGGTGGGAGCCATG0.622 rs145066767

+ 27 3631ITPR1_uc010hca.1_Missense_Mutation_p.L1080F|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.L26FNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21GCAGGAGGTGCTCCAGGCCTT0.567

+ 11 1508CIDEC_uc003bto.2_Intron|IL17RC_uc011ato.1_Splice_Site|IL17RC_uc010hcs.2_Splice_Site_p.D328_splice|IL17RC_uc003btz.2_Splice_Site_p.D353_splice|IL17RC_uc011atp.1_Splice_Site_p.D209_splice|IL17RC_uc003bud.2_Splice_Site|IL17RC_uc003bub.2_Splice_Site_p.D338_splice|IL17RC_uc010hct.2_Splice_Site_p.D353_splice|IL17RC_uc010hcu.2_Splice_Site_p.D353_splice|IL17RC_uc010hcv.2_Splice_Site_p.D338_splice|IL17RC_uc011atq.1_Splice_Site_p.D338_splice|IL17RC_uc003buc.2_Splice_Site|IL17RC_uc003bue.2_5'FlankNM_153461 NP_703191 Q8NAC3 I17RC_HUMAN 2CACTGTGGACGTAAGTGAAGC0.642

+ 19 4398FGD5_uc011avk.1_Missense_Mutation_p.H1387Y|FGD5_uc003bzd.2_Missense_Mutation_p.H508YNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN PH 2. 5ACCTATTTTTCACCTTTACCA0.423

- 5 940ZNF385D_uc010hfb.1_RNANM_024697 NP_078973 Q9H6B1 Z385D_HUMAN Thr-rich. 5GGGCTTTTTTCCACTTTAGAG0.468

- 4 3099 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2TGAAGTAAATCCACCACTCCA0.433

+ 13 1722VILL_uc003chl.2_Missense_Mutation_p.P479H|VILL_uc010hgu.2_Missense_Mutation_p.P309HNM_015873 NP_056957 O15195 VILL_HUMAN 0AGCGAGCCCCCCCACTTCCTC0.597

+ 11 1697_1698DLEC1_uc003chp.1_Missense_Mutation_p.S559F|DLEC1_uc010hgv.1_Missense_Mutation_p.S559F|DLEC1_uc003chr.1_5'Flank|DLEC1_uc003chq.1_IntronNM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9GTCTTGTTTTCCCCAAAGAGCC0.564



- 27 4685 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN IV. 10ACTTTGAAGTGACTTAAGAAT0.473

+ 11 1900MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Missense_Mutation_p.E589K|MYRIP_uc010hhw.2_Missense_Mutation_p.E500K|MYRIP_uc011ayz.1_Missense_Mutation_p.E402K|uc003ckb.2_IntronNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5CAGGCTGTACGAGTTAGCAAT0.493

+ 13 1715TRAK1_uc011azh.1_Missense_Mutation_p.R500K|TRAK1_uc011azi.1_Missense_Mutation_p.R500K|TRAK1_uc003ckz.3_Missense_Mutation_p.R426K|TRAK1_uc011azj.1_Missense_Mutation_p.R426K|TRAK1_uc003cla.2_Missense_Mutation_p.R442KNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANInteraction with HGS.|Potential. 1ACGGCGCTGAGGCGGCTGTCC0.642

- 2 996 CCR3_uc003cpg.1_IntronNM_001295 NP_001286 P32246 CCR1_HUMANCytoplasmic (Potential). 3AGGTACTTCCGGAACCTCTCA0.587

+ 1 190KIF9_uc010hjp.2_5'Flank|KIF9_uc003cqx.2_5'Flank|KIF9_uc003cqy.2_5'Flank|KIF9_uc011bat.1_5'Flank|KIF9_uc011bau.1_5'Flank|KIF9_uc003cra.3_5'Flank|KLHL18_uc003crb.2_RNA|KLHL18_uc003crc.2_Missense_Mutation_p.S22C|KLHL18_uc011bav.1_5'UTRNM_025010 NP_079286 O94889 KLH18_HUMAN 0TGAGTTGCCTAGTCGCGGCTA0.662

+ 5 3100 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GGGCACCTCTCCCACCTCTCT0.647

+ 1 364 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANCytoplasmic (Potential). 2GGCATATGATCGCTATGTAGC0.378

+ 5 2430COL8A1_uc003dth.1_Missense_Mutation_p.G729R|COL8A1_uc003dti.1_Missense_Mutation_p.G730RNM_001850 NP_001841 P27658 CO8A1_HUMANC1q.|Nonhelical region (NC1). 0ACTGTATGCCGGGCAGTATGT0.463

+ 4 424HHLA2_uc011bhl.1_Intron|HHLA2_uc010hpu.2_Missense_Mutation_p.P86L|HHLA2_uc003dwz.2_Missense_Mutation_p.P86LNM_007072 NP_009003 Q9UM44 HHLA2_HUMANIg-like V-type 1. 1AGCCAAGATCCCAGATATGCA0.408

+ 1 263IGSF11_uc003eby.2_5'Flank|IGSF11_uc003ebz.2_5'Flank|IGSF11_uc010hqs.2_5'Flank|C3orf30_uc011biw.1_Missense_Mutation_p.V75INM_152539 NP_689752 Q96M34 CC030_HUMAN 2TACCAACGGAGTAGCTGAACA0.502

- 2 156PARP9_uc003eff.3_Missense_Mutation_p.S4F|PARP9_uc011bjs.1_Missense_Mutation_p.S4F|PARP9_uc003efg.2_Missense_Mutation_p.S4F|PARP9_uc003efi.2_Missense_Mutation_p.S4F|PARP9_uc003efh.2_Missense_Mutation_p.S4F|PARP9_uc003efj.2_Missense_Mutation_p.S4FNM_001146102 NP_001139574 Q8IXQ6 PARP9_HUMAN p.S4S(1) 4TTTTACCATGGAAAAGTCCAT0.418

+ 2 318FAIM_uc003eso.1_Missense_Mutation_p.E54K|FAIM_uc003esp.2_Missense_Mutation_p.E54K|FAIM_uc003esq.2_Missense_Mutation_p.E42K|FAIM_uc003ess.2_Missense_Mutation_p.E20KNM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0CCACAAGATCGAATTTGAACA0.363

- 8 1212PLSCR4_uc010huz.2_Missense_Mutation_p.H295Y|PLSCR4_uc003evt.3_Missense_Mutation_p.H295Y|PLSCR4_uc010hva.2_Missense_Mutation_p.H205Y|PLSCR4_uc003evu.3_Missense_Mutation_p.H190YNM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMANCytoplasmic (By similarity). 0AGTGGGAAGTGAATGTCAAAA0.428 rs138186262

- 9 1411SLC2A2_uc003fhf.1_Missense_Mutation_p.L195F|SLC2A2_uc011bpu.1_Missense_Mutation_p.L241FNM_000340 NP_000331 P11168 GTR2_HUMANCytoplasmic (Potential). 2ATTAGAAAGAGAGAACGTCGC0.403

- 4 445TNFSF10_uc003fie.2_IntronNM_003810 NP_003801 P50591 TNF10_HUMANExtracellular (Potential). 5CTGAGGACCTCTTTCTCTCAC0.403

+ 4 581uc003fjb.1_Intron|uc003fjc.1_Intron|KCNMB2_uc003fje.2_Missense_Mutation_p.E80K|KCNMB2_uc003fjf.2_Missense_Mutation_p.E80K|KCNMB2_uc011bqa.1_Intron|KCNMB2_uc011bqb.1_IntronNM_181361 NP_852006 Q9Y691 KCMB2_HUMANExtracellular (Potential). 1CGTGTGGACCGAAGAGTCTCA0.483

+ 3 657 NM_004443 NP_004434 P54753 EPHB3_HUMANExtracellular (Potential). 11GGCCATGAATCCCATCCGCAC0.557

+ 8 1183TP63_uc003frx.2_Missense_Mutation_p.S365L|TP63_uc003frz.2_Missense_Mutation_p.S365L|TP63_uc010hzc.1_Missense_Mutation_p.S365L|TP63_uc003fsa.2_Missense_Mutation_p.S271L|TP63_uc003fsb.2_Missense_Mutation_p.S271L|TP63_uc003fsc.2_Missense_Mutation_p.S271L|TP63_uc003fsd.2_Missense_Mutation_p.S271L|TP63_uc010hzd.1_Missense_Mutation_p.S186L|TP63_uc003fse.1_Missense_Mutation_p.S246LNM_003722 NP_003713 Q9H3D4 P63_HUMANInteraction with HIPK2.p.S365L(1) 12CAGCAAGTTTCGGACAGTACA0.537 rs147148566

- 8 1856PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8TGGTGATCGGGAACACGACCT0.458

- 5 1022 NM_000730 NP_000721 P32238 CCKAR_HUMANCytoplasmic (Potential). 4GGCCCTGCTGCTGCTGCCGGT0.602

- 2 540TLR10_uc003gtj.2_Missense_Mutation_p.D54A|TLR10_uc003gtk.2_Missense_Mutation_p.D54ANM_030956 NP_112218 Q9BXR5 TLR10_HUMANExtracellular (Potential).|LRR 2. 2ATAGGATAAATCCAGTGTCGT0.448

+ 2 928 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMANCytoplasmic (Potential). 2GACTTCAGTTCCAGTTGACAC0.557

- 6 1266GABRA2_uc010igc.2_Nonsense_Mutation_p.W198*|GABRA2_uc011bzc.1_Nonsense_Mutation_p.W143*|GABRA2_uc003gxe.2_Nonsense_Mutation_p.W198*NM_001114175 NP_001107647 P47869 GBRA2_HUMANExtracellular (Probable). 4ATTGTAAGTCCAAATATAAGT0.363

- 14 1960CORIN_uc011bzf.1_Missense_Mutation_p.E484K|CORIN_uc011bzg.1_Missense_Mutation_p.E556K|CORIN_uc011bzh.1_Missense_Mutation_p.E586KNM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANExtracellular (Potential).|LDL-receptor class A 6. 2GATGGACATTCCCAAAGATCT0.373

- 3 345OCIAD2_uc003gyu.2_Missense_Mutation_p.E48KNM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0AAACTTTCTTCCTGACATTCT0.383

- 5 1070PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.I176F|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4ATGCTGGTAATTTCACCATCT0.408

+ 21 3565LPHN3_uc003hcq.3_Missense_Mutation_p.R1131Q|LPHN3_uc003hct.2_Missense_Mutation_p.R515QNM_015236 NP_056051 Q9HAR2 LPHN3_HUMANCytoplasmic (Potential). 18GGCTAGGTACGAAAAGAGTAT0.373

+ 5 1325UGT2B10_uc011cam.1_Missense_Mutation_p.D350NNM_001075 NP_001066 P36537 UDB10_HUMAN 5AGTAATTAATGATCCTTCGTG0.383

+ 1 388UGT2B7_uc010ihq.2_Missense_Mutation_p.E114DNM_001074 NP_001065 P16662 UD2B7_HUMAN 2AAGTACAGGAAATCATGTCAA0.303

- 22 4180ANKRD17_uc003hgo.2_Missense_Mutation_p.T1242A|ANKRD17_uc003hgq.2_Missense_Mutation_p.T1104A|ANKRD17_uc003hgr.2_Missense_Mutation_p.T1354A|ANKRD17_uc011cbd.1_Missense_Mutation_p.T920ANM_032217 NP_115593 O75179 ANR17_HUMAN ANK 24. 10CACAATGGAGTGTTCCCCTTC0.393

- 1 1471 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TCAAATCGTTCCATCCTGAGA0.512

+ 21 2857HERC5_uc011cdm.1_Missense_Mutation_p.P540SNM_016323 NP_057407 Q9UII4 HERC5_HUMAN HECT. 9ATTATTCCACCCCGAAGAACT0.328

- 14 2564 NM_003728 NP_003719 O95185 UNC5C_HUMANCytoplasmic (Potential). 4TGCCCTTCTCCTTCCACCTGC0.522

+ 21 3625EGF_uc011cfu.1_Missense_Mutation_p.R1016K|EGF_uc011cfv.1_Missense_Mutation_p.R1017K|EGF_uc010imk.2_Missense_Mutation_p.R206KNM_001963 NP_001954 P01133 EGF_HUMANCytoplasmic (Potential). 4CACTACTACAGGTGACCCTGT0.552

- 4 877PITX2_uc003iac.2_Missense_Mutation_p.E106K|PITX2_uc003iae.2_Missense_Mutation_p.E53K|PITX2_uc010iml.2_Intron|PITX2_uc003iaf.2_Missense_Mutation_p.E99K|PITX2_uc003iag.1_Missense_Mutation_p.E106KNM_153426 NP_700475 Q99697 PITX2_HUMAN Homeobox. 0GCCTCCAGCTCCTGGAGCTGC0.612 rs1051887

- 25 7081 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4GACATTCCATGAGTGAGAAAA0.388

- 3 424DCHS2_uc003inx.2_Missense_Mutation_p.G748RNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4AAACTTACCCCATCCTTAGCT0.333

+ 7 1266CLCN3_uc003ish.2_Missense_Mutation_p.I253F|CLCN3_uc011cjz.1_Missense_Mutation_p.I236F|CLCN3_uc011cka.1_Missense_Mutation_p.I253F|CLCN3_uc003isj.1_Missense_Mutation_p.I226FNM_001829 NP_001820 P51790 CLCN3_HUMAN 3TGGATTCATCATCAGAGGTTA0.363

- 1 38 NM_080874 NP_543150 Q8WWX0 ASB5_HUMAN 2GCAAACGGCCGATTTTCTTCT0.443

+ 15 2831ODZ3_uc003ive.1_Missense_Mutation_p.P338SNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0TGTGTGGATTCCATGGAATGT0.433

- 5 667CAPSL_uc003jju.1_Missense_Mutation_p.S191FNM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMAN EF-hand 4. 1AGTGTCAATGGATGCGCTCAC0.488

- 19 2337HEATR7B2_uc003jmi.3_Nonsense_Mutation_p.W171*NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 CAAGGCTTTCCAAAGgaattt0.244

- 3 385C5orf34_uc011cpx.1_IntronNM_198566 NP_940968 Q96MH7 CE034_HUMAN 1TTGCAATGTGGAACCATCAAC0.383

+ 22 3419NNT_uc003jof.2_Missense_Mutation_p.P1055QNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. 3GTGGACAATCCAATCTTCTAC0.428

+ 16 2029SKIV2L2_uc011cqi.1_Missense_Mutation_p.S487FNM_015360 NP_056175 P42285 SK2L2_HUMAN 2TTGGAAAAATCCTTCTACCAG0.378

+ 28 5305_5306MAST4_uc003juw.2_Missense_Mutation_p.P1674H|MAST4_uc003jux.2_5'FlankNM_015183 NP_055998 O15021 MAST4_HUMAN 13ACCACTGACCCCAAGCTTCTGA0.624

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358



- 3 682C5orf13_uc011cvr.1_Missense_Mutation_p.F112S|C5orf13_uc011cvs.1_Missense_Mutation_p.F102S|C5orf13_uc003kpk.2_Intron|C5orf13_uc003kpm.2_Missense_Mutation_p.F68S|C5orf13_uc011cvk.1_Missense_Mutation_p.F68S|C5orf13_uc011cvl.1_Missense_Mutation_p.F68S|C5orf13_uc011cvm.1_Missense_Mutation_p.F68S|C5orf13_uc011cvn.1_Missense_Mutation_p.F68S|C5orf13_uc011cvo.1_Missense_Mutation_p.F68S|C5orf13_uc011cvp.1_Missense_Mutation_p.F68S|C5orf13_uc011cvq.1_Missense_Mutation_p.F68SNM_001142483 NP_001135955 Q16612 NP311_HUMAN 1TTACGATTAAAAAAAGTGGAG0.423

+ 9 1897SLC27A6_uc003kuz.2_Missense_Mutation_p.G501RNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0TGATGTTATTGGAATGTTGGA0.343

- 13 1344ACSL6_uc003kvv.1_RNA|ACSL6_uc003kvx.1_Nonsense_Mutation_p.Q446*|ACSL6_uc003kvy.1_Nonsense_Mutation_p.Q446*|ACSL6_uc003kwb.2_Nonsense_Mutation_p.Q411*|ACSL6_uc003kvz.1_Nonsense_Mutation_p.Q346*|ACSL6_uc003kwa.1_Nonsense_Mutation_p.Q432*|ACSL6_uc003kvw.1_Nonsense_Mutation_p.Q67*|ACSL6_uc010jdn.1_Nonsense_Mutation_p.Q436*NM_015256 NP_056071 Q9UKU0 ACSL6_HUMANCytoplasmic (Potential). 3 TTTCTTACCTGAATCTTATTA0.453

+ 1 2530 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANCytoplasmic (Potential). 2GAGGAAGGGTGAAGAAAATTC0.428

+ 1 630PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.G149RNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 2. 3CACTACGCCAGGATTCCGGAT0.458

+ 1 1936PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.P584LNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 6. 3TCCGCAGAGCCCGGCTACCTG0.662

+ 1 1416PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkb.3_Missense_Mutation_p.S173NNM_032088 NP_114477 Q9Y5G5 PCDG8_HUMANExtracellular (Potential).|Cadherin 2. 0TACCAGCTCAGCCCCAATCAC0.572 rs143622391

+ 12 2365GRIA1_uc003luy.3_Missense_Mutation_p.G667E|GRIA1_uc003luz.3_Missense_Mutation_p.G572E|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.G587E|GRIA1_uc011dcx.1_Missense_Mutation_p.G598E|GRIA1_uc011dcy.1_Missense_Mutation_p.G677E|GRIA1_uc011dcz.1_Missense_Mutation_p.G677ENM_001114183 NP_001107655 P42261 GRIA1_HUMANExtracellular (Potential). 6CTGGAAGCAGGATCTACTAAG0.493

- 7 928 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANCytoplasmic (Potential). 0TAGATGTTTTCTTCTGAGCGA0.468

+ 4 855LSM11_uc003lxf.1_5'FlankNM_173491 NP_775762 P83369 LSM11_HUMAN 0GTCCCTTCTTCCCTGCAGGCC0.587

+ 10 1353GABRP_uc011dev.1_3'UTRNM_014211 NP_055026 O00591 GBRP_HUMANCytoplasmic (Potential). 1ACTTGACAATGAAAACCAGCG0.403

- 10 1007_1008COL23A1_uc010jkt.2_Missense_Mutation_p.E65KNM_173465 NP_775736 Q86Y22 CONA1_HUMANExtracellular (Potential).|Collagen-like 1.|Gly-rich. 2TCCGGGCTCTCCTTTGGGGCCC0.46

- 2 96PECI_uc003mwc.2_Splice_Site|PECI_uc003mwd.2_Splice_Site|PECI_uc003mwe.2_5'UTR|PECI_uc010jnr.1_Splice_Site|uc003mwg.1_5'FlankNM_206836 NP_996667 O75521 ECI2_HUMAN 0ACTAGTGACCTGCAGAGAACT0.403

- 8 2028ATXN1_uc010jpi.2_Missense_Mutation_p.P353S|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4TACGGGTGAGGAACCGACTTG0.677

- 5 2732ZNF184_uc010jqv.2_Missense_Mutation_p.P641S|ZNF184_uc003nji.2_Missense_Mutation_p.P641SNM_007149 NP_009080 Q99676 ZN184_HUMAN 1CACTGGTAGGGTTTTTCTTCT0.428

- 10 5242MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.T1208INM_014641 NP_055456 Q14676 MDC1_HUMANInteraction with the PRKDC complex. 4GGACCTATTTGTCCTGCACCT0.587

+ 12 1855BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.P536SNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats.|2 X type B repeats.|2-2. 0AGCTCCACCTCCAGCATCAGC0.627

- 10 1521BAT3_uc003nvf.3_Missense_Mutation_p.P397S|BAT3_uc003nvh.3_Missense_Mutation_p.P397S|BAT3_uc003nvi.3_Missense_Mutation_p.P397S|BAT3_uc011dnw.1_Missense_Mutation_p.P397S|BAT3_uc011dnx.1_Missense_Mutation_p.P397S|BAT3_uc003nvj.1_Missense_Mutation_p.P397SNM_004639 NP_004630 P46379 BAG6_HUMANPro-rich.|4 X 29 AA approximate repeats. 0CCAGGGGGAGGTGCCTCTGCA0.622

+ 6 952LY6G6D_uc003nwf.1_Missense_Mutation_p.P69S|LY6G6D_uc003nwg.1_Missense_Mutation_p.P48SNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2TCACCAACATCCAGCCTGCGT0.562

+ 7 1195C2_uc003nyc.2_Missense_Mutation_p.D98N|C2_uc011doo.1_Missense_Mutation_p.D65N|C2_uc011dop.1_Intron|C2_uc010jtk.2_Missense_Mutation_p.D179N|C2_uc011doq.1_Missense_Mutation_p.D282N|C2_uc003nyg.2_Intron|CFB_uc011dor.1_Intron|C2_uc003nyh.1_5'FlankNM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2TGTCCTGAACGACAACTCCCG0.498

- 21 7550 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 17. 0TGGGGCCGCCCGTCCCTGTCC0.657

- 14 5291 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 10. 0TGGCCCTCAGGAACCGTCCAG0.662

- 5 987HLA-DMB_uc003ocj.1_3'UTR|HLA-DMB_uc003ock.1_RNA|HLA-DMB_uc010jud.1_Intron|HLA-DMB_uc010jue.1_Missense_Mutation_p.P82S|HLA-DMB_uc010juf.1_IntronNM_002118 NP_002109 P28068 DMB_HUMANCytoplasmic (Potential). 0TTGGACCCAGGAAGAGGAGTG0.443

- 10 1231FKBP5_uc003okx.2_Missense_Mutation_p.A343D|FKBP5_uc011dtf.1_Missense_Mutation_p.A164D|FKBP5_uc003oky.2_Missense_Mutation_p.A343DNM_001145776 NP_001139248 Q13451 FKBP5_HUMAN TPR 2. 1CAGTCCAAGGGCCTAGGAATA0.423

+ 10 1308FGD2_uc003ong.2_Missense_Mutation_p.M101I|FGD2_uc011dtv.1_Missense_Mutation_p.M7I|FGD2_uc003onj.1_5'FlankNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 1. 3GGGAGCTGATGGATGCTGAGT0.652

- 6 989SPATS1_uc003oxg.2_RNA|TMEM151B_uc003oxf.2_3'UTRNM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1ACTGAGTGTGCGGATGTGGTC0.642

- 1 1258 NM_138733 NP_620061 P07205 PGK2_HUMAN 1ATCTTCAGTGTTCCATTTGGC0.507

- 2 307IL17F_uc003pal.1_Missense_Mutation_p.T25INM_052872 NP_443104 Q96PD4 IL17F_HUMAN 1CCAGGGGGAGGTGGAGCGGCT0.418

+ 5 1155 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TACTTTAAATGAACATGACAA0.348

- 21 2225COL21A1_uc010jzz.2_Missense_Mutation_p.G50R|COL21A1_uc011dxg.1_Missense_Mutation_p.G50R|COL21A1_uc011dxh.1_Missense_Mutation_p.G50R|COL21A1_uc003pcr.2_Silent_p.K22KNM_030820 NP_110447 Q96P44 COLA1_HUMAN 2CCAGGCATCCCTTGAATTCCA0.313

+ 11 1617SMAP1_uc003pfs.2_Missense_Mutation_p.S430A|SMAP1_uc010kao.2_3'UTR|SMAP1_uc010kap.2_Missense_Mutation_p.S447A|B3GAT2_uc011dxz.1_RNANM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0TGGAAGCTCATCAGGTCAGAC0.488

- 4 917FILIP1_uc003phy.1_Missense_Mutation_p.E182K|FILIP1_uc003phz.2_Missense_Mutation_p.E83K|FILIP1_uc010kbe.2_Missense_Mutation_p.E185KNM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4TTCTCTAACTCGTATACGGTG0.507

+ 8 4359CASP8AP2_uc003pns.2_Intron|CASP8AP2_uc003pnt.2_Missense_Mutation_p.P1388L|CASP8AP2_uc011dzz.1_Missense_Mutation_p.P1388LNM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2GAAAAAGGTCCATCTCTGTCT0.388

+ 1 532 NM_032602 NP_115991 Q969M2 CXA10_HUMANHelical; (Potential). 0CCAATATATTCTCTATGGGTT0.448

+ 20 5579AIM1_uc003pri.2_Missense_Mutation_p.D502NNM_001624 NP_001615 Q9Y4K1 AIM1_HUMANRicin B-type lectin. 9CACACAGTATGATCAAAATCA0.403

+ 17 2197 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3GGCACAGCCCCACTCCACATC0.512

- 4 479ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANExtracellular (Potential). 25CCCAGTACTTCCTCTTCATAT0.473

+ 2 451TFB1M_uc003qqj.3_Intron|TFB1M_uc003qqk.2_IntronNM_001001346 NP_001001346 P56880 CLD20_HUMANHelical; (Potential). 0GTGCTCACAGCCACTCTGCTG0.522

- 12 2923RADIL_uc003sng.1_RNA|RADIL_uc003sni.1_Missense_Mutation_p.P422L|RADIL_uc011jwc.1_Missense_Mutation_p.P677L|RADIL_uc011jwd.1_RNA|RADIL_uc003snh.1_Missense_Mutation_p.P213LNM_018059 NP_060529 Q96JH8 RADIL_HUMAN Pro-rich. 7TGGCCAGTCGGGGTCCCCAGG0.711

- 1 620 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1GTCTGCAATGGAGGTCACTCT0.463

+ 4 643CREB5_uc003szo.2_Missense_Mutation_p.E52K|CREB5_uc003szr.2_Missense_Mutation_p.E78KNM_182898 NP_878901 Q02930 CREB5_HUMAN 2CCTGGAGCACGAGTTCAGGAA0.557

+ 14 1300C7orf10_uc003thm.1_Missense_Mutation_p.D415N|C7orf10_uc003tho.1_Missense_Mutation_p.D371N|C7orf10_uc003thp.1_RNANM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2CCTGAGATACGATGACAGGGC0.567

+ 6 1150HECW1_uc011kbi.1_Missense_Mutation_p.S182L|HECW1_uc003tie.1_Missense_Mutation_p.S214LNM_015052 NP_055867 Q76N89 HECW1_HUMAN 23GTCAAAAACTCGGCAGCTCCT0.408

- 4 947TBRG4_uc003tmu.2_Missense_Mutation_p.P99L|TBRG4_uc003tmw.2_Intron|TBRG4_uc003tmx.2_Intron|TBRG4_uc011kcd.1_Missense_Mutation_p.P285L|SNORA5A_uc003tmy.2_5'FlankNM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0CCGCAGCAAGGGCACGGACCG0.607

- 13 1078_1079TNS3_uc003tnw.2_Missense_Mutation_p.G238R|TNS3_uc010kyo.1_Missense_Mutation_p.G238RNM_022748 NP_073585 Q68CZ2 TENS3_HUMANC2 tensin-type. 4ATGACATCTCCCTTCAGAAGCT0.515

+ 23 3035EGFR_uc010kzg.1_Missense_Mutation_p.G885E|EGFR_uc011kco.1_Missense_Mutation_p.G877ENM_005228 NP_005219 P00533 EGFR_HUMANCytoplasmic (Potential).|Protein kinase. 9571CTGGAGAAAGGAGAACGCCTC0.532

- 15 1860ABCB4_uc003uiw.1_Missense_Mutation_p.R595Q|ABCB4_uc003uix.1_Missense_Mutation_p.R595QNM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 1.|Cytoplasmic (By similarity). 6ATCTGCATTTCGGACCGTAGA0.488 rs144398632



- 3 356SAMD9_uc003umg.2_Missense_Mutation_p.E34KNM_017654 NP_060124 Q5K651 SAMD9_HUMAN SAM. 7GTCAAAATTTCCCTGTGTTTT0.368

+ 18 2329TRRAP_uc011kis.1_Missense_Mutation_p.S707F|TRRAP_uc003upr.2_Missense_Mutation_p.S399FNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37GTGGAGCTCTCCAACCTGTAC0.468

- 1 701 NM_001005276 NP_001005276 Q8NHA4 O2AE1_HUMANCytoplasmic (Potential). 0AAAGGCATTTCTCTTGCTCCC0.502

+ 31 5890ZAN_uc003uwk.2_Missense_Mutation_p.K1909E|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kke.1_5'UTRNM_003386 NP_003377 Q9Y493 ZAN_HUMANVWFC 3.|Extracellular (Potential). 11GAGCACCTGCAAACCCAACCA0.632

+ 3 11710MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27ACCACACTTCCAACTAGCTTT0.468

- 6 938MOGAT3_uc010lhr.2_IntronNM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2CCATGAGCTTCTTGAAGGTGA0.577

- 56 9314RELN_uc010liz.2_Missense_Mutation_p.E3052KNM_005045 NP_005036 P78509 RELN_HUMAN 19GGATTGATTTCTGCTCCACCA0.448

+ 6 2477PIK3CG_uc003vdu.2_Splice_Site_p.I798_splice|PIK3CG_uc003vdw.2_Splice_Site_p.I798_spliceNM_002649 NP_002640 P48736 PK3CG_HUMAN 38CTTCCTTACAGATTGAAAAAT0.363

- 13 1665SLC26A3_uc003ves.2_Missense_Mutation_p.G450ENM_000111 NP_000102 P40879 S26A3_HUMANHelical; (Potential). 4CAGGCCTAACCCGAGTCCCAG0.448

+ 3 555PTPRZ1_uc003vjz.2_Missense_Mutation_p.P54SNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential).|Alpha-carbonic anhydrase. 9AAAGAAATATCCAACATGTAA0.299

- 3 1041SLC13A4_uc003vtb.2_Missense_Mutation_p.A118T|SLC13A4_uc003vtc.1_Missense_Mutation_p.A118TNM_012450 NP_036582 Q9UKG4 S13A4_HUMANHelical; (Potential). 0CCCGGCTTGGCTCCGGCCATC0.602

- 20 5852KIAA1549_uc011kqi.1_Missense_Mutation_p.L703F|KIAA1549_uc003vuk.3_Missense_Mutation_p.L1869F|KIAA1549_uc011kqj.1_Missense_Mutation_p.L1919F|KIAA1549_uc011kqk.1_Missense_Mutation_p.L719FNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230AGCCGGAGGAGCTCCTCGCGG0.622

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 7 1067 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1CTCCCTGTCAGCACTGTTGAT0.582

+ 2 429 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0TTTCTCAGGAGGGCCATTGAG0.542

+ 14 1651CLCN1_uc011ktc.1_Missense_Mutation_p.G134WNM_000083 NP_000074 P35523 CLCN1_HUMAN 5GATCCTACCTGGGGGCTATGC0.443

+ 3 603SLC39A14_uc011kzg.1_Missense_Mutation_p.T143K|SLC39A14_uc003xbp.3_Missense_Mutation_p.T143K|SLC39A14_uc011kzh.1_Missense_Mutation_p.T143KNM_001128431 NP_001121903 Q15043 S39AE_HUMANExtracellular (Potential). 0AATGAGCAGACGGAGGAGGGG0.652

+ 45 4716PPP2R2A_uc003xek.2_Intron|DOCK5_uc003xei.2_Nonsense_Mutation_p.E1097*|DOCK5_uc003xej.2_RNANM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-2. 3GCTGACCAACGAGAGGATCAG0.562

+ 4 2555 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TAAAGTGTTTCCTCACAATGA0.299

+ 19 2108PREX2_uc003xxu.1_Missense_Mutation_p.F694S|PREX2_uc011lez.1_Missense_Mutation_p.F629SNM_024870 NP_079146 Q70Z35 PREX2_HUMAN PDZ 2. 17ATCCGGGGATTTGGCCCTTCT0.453

+ 10 4867ZFHX4_uc003yau.1_Missense_Mutation_p.R1539C|ZFHX4_uc003yaw.1_Missense_Mutation_p.R1494CNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15TGATCCATCTCGTCCATATAA0.388

- 3 1107SLC7A13_uc003ydr.1_Missense_Mutation_p.F328LNM_138817 NP_620172 Q8TCU3 S7A13_HUMANHelical; Name=9; (Potential). 1ACAGCTGTAAATGGAGAAGAG0.348

- 15 2419RGS22_uc003yja.1_Missense_Mutation_p.E561K|RGS22_uc003yjc.1_Missense_Mutation_p.E730K|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7TTTTTCTTTTCCTGTTGGAGT0.413

- 2 890TMEM74_uc003ymx.2_IntronNM_153015 NP_694560 Q96NL1 TMM74_HUMAN 4AAATCTGTTTCGACGATAGAG0.507

+ 12 1638 uc003yqx.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11AAAAAATGAGGAATTTTTACT0.363

- 7 833FAM135B_uc003yux.2_Missense_Mutation_p.S122F|FAM135B_uc003yuz.2_RNANM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9TACCTCTGAGGAAGTCGGCTT0.473

- 3 363PYCRL_uc011lkm.1_Missense_Mutation_p.S118F|PYCRL_uc011lkn.1_RNANM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0GGTGCTCAGAGACACCCCAGC0.622

+ 7 1050_1051ZNF707_uc010mfh.2_Missense_Mutation_p.R246C|ZNF707_uc010mfi.2_Missense_Mutation_p.R246C|ZNF707_uc003yzf.3_Missense_Mutation_p.R246C|ZNF707_uc003yzh.3_Missense_Mutation_p.R173C|ZNF707_uc011lkq.1_RNA|BREA2_uc010mfj.1_5'FlankNM_173831 NP_776192 Q96C28 ZN707_HUMAN C2H2-type 3. 1GCCTGAAGGACCGCCTGGCTCA0.629

+ 4 385IL33_uc011lmg.1_Missense_Mutation_p.D110N|IL33_uc011lmh.1_Intron|IL33_uc003zju.1_Missense_Mutation_p.D110NNM_033439 NP_254274 O95760 IL33_HUMAN 0AGCACTTCATGATTCAAGTAT0.498

- 1 5058 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26GCCCTGGGGTCATTGGGTCCA0.443

- 1 754GBA2_uc011lpb.1_Missense_Mutation_p.M77T|GBA2_uc011lpc.1_Missense_Mutation_p.M77T|GBA2_uc011lpd.1_Missense_Mutation_p.M77T|RGP1_uc011lpe.1_5'Flank|RGP1_uc011lpf.1_5'FlankNM_020944 NP_065995 Q9HCG7 GBA2_HUMANExtracellular (Potential). 4CTGGTAGCCCATAGCTTTACC0.537

- 8 1253 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0TGGGAGAGGGGGGCACTGCCT0.517

+ 12 1490PHF2_uc011lug.1_Missense_Mutation_p.A331V|PHF2_uc004auc.2_5'FlankNM_005392 NP_005383 O75151 PHF2_HUMAN 1GCCTCCAAAGCCGTCCGACCG0.602

+ 6 828HIATL1_uc011luh.1_Missense_Mutation_p.A122TNM_032558 NP_115947 Q5SR56 HIAL1_HUMANHelical; (Potential). 2GGCCATTGGAGCATATCTTTC0.562

- 4 1182BAAT_uc004bbd.3_Missense_Mutation_p.P358LNM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3GCCTGCCCCAGGGTAAGATAG0.527

- 1 689 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMANCytoplasmic (Potential). 1TCCTGTGGCCGAGTTCGTTCG0.418

+ 58 5072_5073COL27A1_uc004bii.2_RNA|COL27A1_uc011lxn.1_5'FlankNM_032888 NP_116277 Q8IZC6 CORA1_HUMANFibrillar collagen NC1. 4CGGGTCTGCAGGGACCTCATGG0.594

+ 3 1156TLR4_uc004bka.2_Nonsense_Mutation_p.R249*|TLR4_uc004bkb.2_Nonsense_Mutation_p.R89*NM_138554 NP_612564 O00206 TLR4_HUMANExtracellular (Potential). 16TGAAGAATTCCGATTAGCATA0.363

+ 4 1237OR1J2_uc011lyv.1_Missense_Mutation_p.H128YNM_054107 NP_473448 Q8NGS2 OR1J2_HUMANCytoplasmic (Potential). 5TGCCATATGTCACCCTCTCCA0.428

+ 1 589 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANExtracellular (Potential). 4TTTCTATTGTGATCCTAGTGC0.532

+ 11 2972ABL1_uc004bzv.2_Missense_Mutation_p.S1009LNM_005157 NP_005148 P00519 ABL1_HUMANF-actin-binding.|Pro-rich. 817TCAGCATCCTCGGCCCTGGCA0.662

+ 18 3205 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANDomain II and I. 3TTGACGGAGGGGTGGCTCCAA0.612

- 8 2368ARHGAP6_uc004cuo.1_RNA|ARHGAP6_uc004cur.1_Nonsense_Mutation_p.E499*|ARHGAP6_uc004cum.1_Nonsense_Mutation_p.E296*|ARHGAP6_uc004cun.1_Nonsense_Mutation_p.E319*|ARHGAP6_uc010neb.1_Nonsense_Mutation_p.E321*|ARHGAP6_uc011mif.1_Nonsense_Mutation_p.E296*NM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2CCCAGCTGTTCCTCCGGCTCC0.532

+ 1 1902 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1GCGTTAATCTCCTTGGTAGAC0.413

- 3 594 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN 1CTTGACACATCTCCACATTCT0.488

+ 4 1349MUM1L1_uc004emg.1_Missense_Mutation_p.E234KNM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4TGTTAAAGATGAAAAGTTTGC0.408

- 11 1699CAPN6_uc011msu.1_Missense_Mutation_p.R256CNM_014289 NP_055104 Q9Y6Q1 CAN6_HUMAN 6GGGTAGCCACGAGCCAGGTTC0.423



+ 5 915GRIA3_uc004etr.3_Missense_Mutation_p.E208K|GRIA3_uc004ets.3_RNA|GRIA3_uc011muf.1_Missense_Mutation_p.E192KNM_007325 NP_015564 P42263 GRIA3_HUMANExtracellular (Potential). 5CATCATTGAAGAAATGGACAG0.443

- 3 462 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMANSer-rich.|Cytoplasmic (Potential). 0GTTTGGTATGGATGGCTTTTG0.418

+ 5 533ACAP3_uc001aeb.2_5'Flank|ACAP3_uc001aec.1_5'Flank|PUSL1_uc010nyi.1_Missense_Mutation_p.A7V|PUSL1_uc009vjx.2_5'UTRNM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1ATGCAGGAAGCCGCCCAGCAC0.716

+ 3 360RER1_uc001ajf.1_Nonsense_Mutation_p.R57*NM_007033 NP_008964 O15258 RER1_HUMANHelical; (Potential). 0CTACATGATTCGAGTTTACCT0.522

- 22 2406EXOSC10_uc001asb.2_Missense_Mutation_p.D761NNM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1GTCCTTGGGTCGCTTGTTGCT0.488

- 28 4232 NM_004958 NP_004949 P42345 MTOR_HUMAN 29AGTGGCAGGGGGCCCTGGAGA0.527

+ 11 2509PTCHD2_uc001asi.1_Nonsense_Mutation_p.Q791*NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7AGGTCTGTTCCAGGAGAAGCC0.652

+ 3 512FBXO44_uc001ask.2_Intron|FBXO44_uc010oaq.1_Missense_Mutation_p.S129L|FBXO44_uc001asl.2_Missense_Mutation_p.S129L|FBXO44_uc001asn.2_Intron|FBXO44_uc010oar.1_Intron|FBXO44_uc010oas.1_IntronNM_033182 NP_149438 Q9H4M3 FBX44_HUMAN FBA. 1 TTCGTTACTTCATATTAGTAA0.527

+ 4 897AADACL3_uc001aug.1_Missense_Mutation_p.E152KNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0TGAAGTCTGGGAAAAGTACAG0.478

- 1 370HNRNPCL1_uc010obf.1_Missense_Mutation_p.R92QNM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0TGCGTTTCCTCGGTTCACTTT0.483

- 1 273 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 GCATTTTTCTCCTTATCATAT0.478

- 10 1420NBPF1_uc009vot.1_5'Flank|NBPF1_uc001ayz.1_5'Flank|NBPF1_uc010oce.1_IntronNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 1. 0TTCTCAGCCTCCTCAACTTGA0.438

+ 5 506 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2GAACTGTGACCGTGATGATCC0.602

+ 15 1710 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2GTGCTGAAGCGGGAGCTGGGC0.592 rs138012325

- 66 9774UBR4_uc001bbk.1_Missense_Mutation_p.T904INM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25TGAGCTGGCTGTAACCACACT0.587

+ 6 656 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0GCAGCTTTCACTGTGAGCCTG0.587

+ 5 842NBPF3_uc001bes.2_Missense_Mutation_p.Q108H|NBPF3_uc009vqb.2_Missense_Mutation_p.Q164H|NBPF3_uc010odm.1_Missense_Mutation_p.Q94HNM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2AGCTGACCCAGTTAAGGGAGA0.502

- 8 603_604RAP1GAP_uc001bev.2_Missense_Mutation_p.L116F|RAP1GAP_uc001bew.2_Missense_Mutation_p.L180F|RAP1GAP_uc001bey.2_Missense_Mutation_p.L116FNM_002885 NP_002876 P47736 RPGP1_HUMAN 3TCGTACTTGAGTGAGAAGACAA0.604

+ 11 1401NIPAL3_uc001bjg.2_Missense_Mutation_p.P332S|NIPAL3_uc009vrc.2_Missense_Mutation_p.P250S|NIPAL3_uc001bji.2_3'UTRNM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0TCCATTTGAGCCCTATATTTC0.448

- 4 960ZNF683_uc001bmh.1_Missense_Mutation_p.T281I|ZNF683_uc009vsj.1_Missense_Mutation_p.T281INM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0TGGGGAGTCGGTTGGGGCAGC0.647

+ 9 861KPNA6_uc001buh.2_Missense_Mutation_p.S33F|KPNA6_uc010ogx.1_Missense_Mutation_p.S255F|KPNA6_uc010ogy.1_Missense_Mutation_p.S263F|KPNA6_uc009vtz.2_Missense_Mutation_p.S153FNM_012316 NP_036448 O60684 IMA7_HUMAN ARM 5. 0CCTGTACTGTCTCGCCTACTC0.507

- 3 1255 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN Potential. 0GGTCAGCGTGCGGGCCGTGTC0.667

+ 2 1044GJA4_uc009vul.2_Missense_Mutation_p.P395L|GJA4_uc009vum.1_Missense_Mutation_p.P319LNM_002060 NP_002051 P35212 CXA4_HUMANCytoplasmic (Potential). 1GGCCAAAAACCCCCAAGTCGT0.582

- 4 395CSF3R_uc001cav.1_Missense_Mutation_p.G73S|CSF3R_uc001cax.1_Missense_Mutation_p.G73S|CSF3R_uc001cay.1_Missense_Mutation_p.G73SNM_000760 NP_000751 Q99062 CSF3R_HUMANIg-like C2-type.|Extracellular (Potential). 3TGCTGCCTGCCCCCGGGCTGA0.602

- 2 269GRIK3_uc001cba.1_Missense_Mutation_p.A45VNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7GGGGCCGTCCGCATACTCGAA0.502

- 4 792RSPO1_uc001cbm.1_Missense_Mutation_p.R2W|RSPO1_uc009vvf.1_Intron|RSPO1_uc009vvg.1_Missense_Mutation_p.R2WNM_001038633 NP_001033722 Q2MKA7 RSPO1_HUMAN 0AGCCCAAGCCGCATAGTCACG0.642

- 13 2296EPHA10_uc001cbt.2_RNA|EPHA10_uc009vvh.1_RNA|EPHA10_uc001cbu.2_RNA|EPHA10_uc001cbv.1_RNANM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANCytoplasmic (Potential).|Protein kinase. 8CCCCTCGTGCCGCTGTGGAGG0.622

+ 1 3841MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0AGAGGAGCCCACCTCCCCAGC0.721

- 3 589CLDN19_uc001chu.2_Missense_Mutation_p.T133I|CLDN19_uc010ojv.1_IntronNM_148960 NP_683763 Q8N6F1 CLD19_HUMANHelical; (Potential). 0AGCAGTCAAAGTGCAGAGGCC0.607

+ 3 268MPL_uc001civ.2_Missense_Mutation_p.R75C|MPL_uc009vwr.2_Missense_Mutation_p.R68CNM_005373 NP_005364 P40238 TPOR_HUMANExtracellular (Potential). 363GGAGAAGCCCCGTGCTTGCCC0.597

+ 11 1439 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0CGTCAGGCTTCCCAGACAGAG0.562

+ 6 889MAST2_uc001cow.2_Missense_Mutation_p.L202F|MAST2_uc001cox.1_Missense_Mutation_p.L59F|MAST2_uc001coy.1_5'UTR|MAST2_uc001coz.1_Missense_Mutation_p.L87F|MAST2_uc009vya.2_Missense_Mutation_p.L117FNM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11ACAGTCCTTTGGACAGCCCCC0.488

+ 7 1020FAAH_uc001cpv.2_IntronNM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2CCTCCCTTGCCCTTCAGAGAA0.662

+ 11 1398 FAAH_uc001cpv.2_RNANM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2ATGAAGTCTCGGTAAGGGTTC0.577

+ 11 1803 NM_000562 NP_000553 P07357 CO8A_HUMAN TSP type-1 2. 3GCATCCAGGAAAGGAGAAGAG0.572

- 14 1971DAB1_uc001cyt.1_Nonsense_Mutation_p.Q431*|DAB1_uc001cyq.1_Nonsense_Mutation_p.Q431*|DAB1_uc001cyr.1_Nonsense_Mutation_p.Q347*|DAB1_uc009vzw.1_Nonsense_Mutation_p.Q415*|DAB1_uc009vzx.1_Nonsense_Mutation_p.Q433*NM_021080 NP_066566 O75553 DAB1_HUMAN 3AGGGAGGGCTGGTCGGGTTTG0.557

+ 9 975MIER1_uc010opf.1_Missense_Mutation_p.L245F|MIER1_uc009way.2_Missense_Mutation_p.L245F|MIER1_uc001ddc.2_Missense_Mutation_p.L281F|MIER1_uc001ddh.2_Missense_Mutation_p.L165F|MIER1_uc001ddf.2_Missense_Mutation_p.L245F|MIER1_uc001ddg.2_Missense_Mutation_p.L201F|MIER1_uc010opg.1_Missense_Mutation_p.L245F|MIER1_uc001ddj.1_Missense_Mutation_p.L228F|MIER1_uc001ddi.2_Missense_Mutation_p.L228FNM_001077700 NP_001071168 Q8N108 MIER1_HUMANELM2.|Interaction with HDAC1. 1 GATTATATTTCTTAAAGATGC0.343

+ 4 786PALMD_uc001dsf.2_Missense_Mutation_p.R115WNM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3GTCAATTGAGCGGACAACAGA0.333

- 44 3706COL11A1_uc001duk.2_Missense_Mutation_p.E326K|COL11A1_uc001dum.2_Missense_Mutation_p.E1142K|COL11A1_uc001dun.2_Missense_Mutation_p.E1091K|COL11A1_uc009weh.2_Missense_Mutation_p.E1014KNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCACCAATTTCACCCTGAAAT0.318

- 6 956SLC25A24_uc001dvm.2_Missense_Mutation_p.R229CNM_013386 NP_037518 Q6NUK1 SCMC1_HUMANSolcar 1.|Mitochondrial matrix (Potential). 1CAAAGCGAGCGGATACCTCCT0.393

+ 7 2014CSF1_uc001dyt.2_Missense_Mutation_p.P418L|CSF1_uc001dyv.3_Missense_Mutation_p.P236L|CSF1_uc001dyw.3_Missense_Mutation_p.P534LNM_172212 NP_757351 P09603 CSF1_HUMANCytoplasmic (Potential). 1GCGGATTCTCCCTTGGAGCAA0.637

- 11 1869OVGP1_uc001eaz.2_Missense_Mutation_p.P567S|OVGP1_uc010owb.1_Missense_Mutation_p.P253SNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CCCATCCTGGGGTGAGTGCCC0.517

- 2 589KCND3_uc001ebv.1_Missense_Mutation_p.R37WNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3TCATCCTGCCGCTTGTTCTTG0.682

+ 7 1205MAGI3_uc001edh.3_Missense_Mutation_p.P342S|MAGI3_uc001edi.3_Missense_Mutation_p.P342S|MAGI3_uc010owm.1_Missense_Mutation_p.P342S|MAGI3_uc001edj.2_Missense_Mutation_p.P63SNM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN WW 2. 6TACAGAGCTTCCTTATGGCTG0.328

- 13 1883AMPD1_uc001eff.1_Missense_Mutation_p.K596RNM_000036 NP_000027 P23109 AMPD1_HUMAN 4CCAACTCACCTTTTTTAAATT0.418

+ 11 951SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.E248K|SYCP1_uc009wgw.2_Missense_Mutation_p.E248KNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GGAAGATTATGAAAAAATCCA0.229

- 29 4314 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6GATAACAATGGGGTCAAGTCT0.398



+ 3 714NBPF10_uc001emp.3_Intron|TXNIP_uc001enm.1_Intron|TXNIP_uc010oys.1_Missense_Mutation_p.V70LNM_006472 NP_006463 Q9H3M7 TXNIP_HUMAN 2AGACTACTGGGTGAAGGCTTT0.428

- 8 1274RORC_uc001ezg.2_Missense_Mutation_p.R368Q|RORC_uc010pdo.1_Missense_Mutation_p.R443Q|RORC_uc010pdp.1_IntronNM_005060 NP_005051 P51449 RORG_HUMANLigand-binding. 2ACCCAAGGCTCGGAACAGCTC0.552

- 3 754 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TTTTTCACACCGATTTAAGGC0.413

- 3 566 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17AAATTACCTTGTCTTCCTAGC0.493

+ 1 40 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN Pro-rich. 0 CCAGCCccctcccaagtgcac0.358

- 7 1460 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN CR2. 0ACAGCCTTACCTTGGCTGTCA0.423

- 2 287SLC39A1_uc001fdi.2_Missense_Mutation_p.L40F|SLC39A1_uc001fdj.2_Missense_Mutation_p.L40F|SLC39A1_uc001fdk.2_Missense_Mutation_p.L40F|SLC39A1_uc010pee.1_5'UTR|SLC39A1_uc001fdl.2_Missense_Mutation_p.L40FNM_014437 NP_055252 Q9NY26 S39A1_HUMANHelical; (Potential). 0AGGAGGGTGAGCACCAGCAGC0.647

+ 2 779RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fkh.1_5'Flank|C1orf104_uc001fki.2_Intron|RUSC1_uc001fkk.2_Missense_Mutation_p.A184T|RUSC1_uc009wqn.1_RNA|RUSC1_uc009wqo.1_5'Flank|RUSC1_uc001fkl.2_5'Flank|RUSC1_uc001fkp.2_5'Flank|RUSC1_uc001fkq.2_5'Flank|RUSC1_uc010pgb.1_5'Flank|RUSC1_uc009wqp.1_5'Flank|RUSC1_uc001fkn.2_5'Flank|RUSC1_uc001fko.2_5'Flank|RUSC1_uc001fkr.2_5'FlankNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2GAACTGCAACGCCCTGACCAC0.622

+ 3 268PEAR1_uc009wsl.1_5'Flank|PEAR1_uc001fqk.1_5'FlankNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EMI. 3AGCCTGCTCCCCTCAGAGCCC0.672

+ 15 2067PEAR1_uc001fqk.1_Splice_Site_p.P276_spliceNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3TGCTCCCAGCGTATGTGGTAG0.622

+ 3 681 CD1C_uc001frv.2_5'UTRNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4AGCCCAGAAGGCTTCTTTCAG0.463

- 1 864 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMANHelical; Name=7; (Potential). 1AGCTATAAATCATTGGGTTGA0.333 rs137874220

+ 1 931 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMANHelical; Name=7; (Potential). 1CCTTGCTCCCTTTTTCAACCC0.438

- 1 460 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANHelical; Name=4; (Potential). 2GCCATGCCAAGGCCAATCCCC0.507

- 6 824COPA_uc001fvv.3_Missense_Mutation_p.H144Y|COPA_uc009wtj.1_Missense_Mutation_p.H90YNM_004371 NP_004362 P53621 COPA_HUMAN WD 4. 2TCTGTGGGGTGGAACTGAGCA0.468

+ 15 5371PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 1. 16GCTGCTTGATCATGCTGATGT0.507

- 3 772ASTN1_uc001glb.1_Missense_Mutation_p.P187L|ASTN1_uc001gld.1_Missense_Mutation_p.P187L|ASTN1_uc009wwx.1_Missense_Mutation_p.P187L|ASTN1_uc001gle.3_RNANM_004319 NP_004310 O14525 ASTN1_HUMAN 15CTGGGGCTGCGGGACCCGGCG0.612

+ 34 7491CEP350_uc009wxl.2_Missense_Mutation_p.P2369S|CEP350_uc001gnv.2_Missense_Mutation_p.P505S|CEP350_uc001gnw.1_Missense_Mutation_p.P127S|CEP350_uc001gnx.1_Missense_Mutation_p.P127SNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4TCTTTTTGCTCCTAAAGAGAT0.338

+ 2 923 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4GGCTCTGGGCGCTGGGAGCAG0.627

+ 5 1415KIAA1614_uc001gol.1_Missense_Mutation_p.V71M|KIAA1614_uc001gom.1_IntronNM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4GCCGTCGCACGTGCGCTTTGA0.701

+ 22 3592LAMC2_uc001gpz.3_Missense_Mutation_p.V1093A|LAMC2_uc010poa.1_Missense_Mutation_p.V793ANM_005562 NP_005553 Q13753 LAMC2_HUMANDomain II and I. 3AACGCTGGGGTTACAATCCAA0.483

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

+ 10 3451NAV1_uc001gwv.1_Missense_Mutation_p.S543F|NAV1_uc001gww.1_Missense_Mutation_p.S644F|NAV1_uc001gwx.2_Missense_Mutation_p.S644F|NAV1_uc001gwy.1_Missense_Mutation_p.S416FNM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4AGCACCCTGTCCCTGGCCGAG0.622

+ 4 1341ATP2B4_uc001gzv.2_Missense_Mutation_p.A153T|ATP2B4_uc009xaq.2_Missense_Mutation_p.A153TNM_001684 NP_001675 P23634 AT2B4_HUMANHelical; (Potential). 3GATTGAGGGGGCAGCCATCCT0.502

+ 5 1182_1183LAX1_uc010pql.1_Nonsense_Mutation_p.G242*|LAX1_uc001hab.2_Nonsense_Mutation_p.G182*NM_017773 NP_060243 Q8IWV1 LAX1_HUMANCytoplasmic (Potential). 2ACTCAGCAATGGAGAAGGTTCT0.5

+ 20 3030ZC3H11A_uc001had.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc001hae.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc001haf.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc010pqm.1_Nonsense_Mutation_p.S751*NM_014827 NP_055642 O75152 ZC11A_HUMAN 2CTTGAGCTATCAGAAATGATT0.378

- 7 1500 NM_030952 NP_112214 Q9H093 NUAK2_HUMAN 5GGAGTAGTAGCCAGACTCGCG0.642

+ 2 234CTSE_uc001hdv.2_Missense_Mutation_p.R39Q|CTSE_uc010prs.1_IntronNM_001910 NP_001901 P14091 CATE_HUMAN 1CTGCGGGCACGGAGCCAGCTC0.557

- 15 1908LGTN_uc009xbw.2_Missense_Mutation_p.P443SNM_006893 NP_008824 P41214 EIF2D_HUMAN 0TGTTTTCGAGGGAGCTGATAC0.532

+ 3 381ATF3_uc001hjj.2_Missense_Mutation_p.P83L|ATF3_uc009xdg.1_Intron|ATF3_uc001hjh.2_Missense_Mutation_p.P83L|ATF3_uc001hji.2_Missense_Mutation_p.P83L|ATF3_uc010ptg.1_RNANM_001030287 NP_001025458 P18847 ATF3_HUMAN 0CAGGTAGCCCCTGAAGAAGAT0.438

+ 1 1922 uc010pth.1_RNA NM_153606 NP_705834 Q8IYT1 FA71A_HUMAN 5GGACCTCTCACAAATCTGGGA0.557

+ 17 5064OBSCN_uc001hsn.2_Missense_Mutation_p.V1674M|OBSCN_uc001hso.2_Missense_Mutation_p.V120MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 17. 28GAAAGTGCGCGTGGAGGCCGT0.677

+ 5 3220FMN2_uc010pye.1_Missense_Mutation_p.P1003SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12GGGCATACCCCCTCCGCCCCC0.711

+ 5 3352FMN2_uc010pye.1_Missense_Mutation_p.P1047SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12GGGCATACCCCCTCCGCCCCC0.731

- 4 1462ZNF695_uc001ica.2_Intron|ZNF695_uc001icb.1_Intron|ZNF695_uc009xgt.1_Intron|ZNF695_uc001ibx.2_Intron|ZNF695_uc001iby.2_IntronNM_020394 NP_065127 Q8IW36 ZN695_HUMANC2H2-type 11. 0TGCCACATTCATCACATTTGT0.368

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TGGATGGCCAGCCACACTGGA0.483 rs140989725

- 1 392 NM_001004734 NP_001004734 A6ND48 O14I1_HUMANCytoplasmic (Potential). 0CATCACGGCTCTGTATTGGAG0.517

+ 3 778FBXO18_uc001iir.2_Missense_Mutation_p.P154L|FBXO18_uc009xig.2_Missense_Mutation_p.P154L|FBXO18_uc001iit.2_Missense_Mutation_p.P279LNM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3GCCTTCCTCCCGGTGGAAGAC0.423

+ 3 607PFKFB3_uc001ijd.2_Missense_Mutation_p.R55S|PFKFB3_uc009xii.2_RNA|PFKFB3_uc010qaw.1_Missense_Mutation_p.R89S|PFKFB3_uc001ijf.2_Missense_Mutation_p.R75SNM_004566 NP_004557 Q16875 F263_HUMAN6-phosphofructo-2-kinase. 3CGGGGAGTATCGCCGGGAGGC0.507

- 9 1524SEPHS1_uc001imh.2_Missense_Mutation_p.G313R|SEPHS1_uc010qbs.1_Missense_Mutation_p.G341R|SEPHS1_uc001imi.2_Missense_Mutation_p.G387R|SEPHS1_uc001imj.2_3'UTR|SEPHS1_uc010qbt.1_Missense_Mutation_p.G322RNM_012247 NP_036379 P49903 SPS1_HUMAN 1GAGGTGGCCCCGGGTGTGGGA0.418

- 9 1342ACBD5_uc010qdm.1_Missense_Mutation_p.R382L|ACBD5_uc010qdn.1_Missense_Mutation_p.R275L|ACBD5_uc010qdo.1_Missense_Mutation_p.R207L|ACBD5_uc001ito.2_Missense_Mutation_p.R349L|ACBD5_uc001itp.2_Missense_Mutation_p.R275L|ACBD5_uc001itq.2_Missense_Mutation_p.R275L|ACBD5_uc001itr.1_Missense_Mutation_p.R173LNM_145698 NP_663736 Q5T8D3 ACBD5_HUMAN 0TCGCTTCTCCCGGTGTGGTGC0.453

- 2 1455KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.G328R|KIAA1462_uc009xle.1_Missense_Mutation_p.G466RNM_020848 NP_065899 Q9P266 K1462_HUMAN 4TGCATTCCTCCATGAGCCGGC0.522

- 7 1541NRP1_uc001iwv.3_Missense_Mutation_p.G340R|NRP1_uc009xlz.2_Missense_Mutation_p.G340R|NRP1_uc001iww.3_Missense_Mutation_p.G159R|NRP1_uc001iwy.3_Missense_Mutation_p.G340R|NRP1_uc001iwz.2_Missense_Mutation_p.G340R|NRP1_uc001ixa.2_Missense_Mutation_p.G340R|NRP1_uc001ixb.1_Missense_Mutation_p.G340R|NRP1_uc001ixc.1_Missense_Mutation_p.G340RNM_003873 NP_003864 O14786 NRP1_HUMANF5/8 type C 1.|Extracellular (Potential). 4CCCTGTGTCCCGACAGCCGTG0.488

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 2 NR_024524 0AAATAGATGGTGAGACAACAT0.333

- 10 1438CTNNA3_uc001jmw.2_Missense_Mutation_p.E439K|CTNNA3_uc001jmx.3_Missense_Mutation_p.E439KNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8ATTCCATCTTCATTTGTTGAC0.308

+ 15 1877SGPL1_uc009xqk.2_RNANM_003901 NP_003892 O95470 SGPL1_HUMANCytoplasmic (Potential). 0TTGTACAGCACCGACACTGTC0.502



- 3 685DNAJB12_uc001jsz.2_Missense_Mutation_p.P179T|DNAJB12_uc001jta.2_Missense_Mutation_p.P179TNM_017626 NP_060096 Q9NXW2 DJB12_HUMAN J. 0GTGGCACCAGGTGCGTGGTTC0.562

- 22 2827KCNMA1_uc001jxj.2_Missense_Mutation_p.E830K|KCNMA1_uc001jxk.1_Missense_Mutation_p.E502K|KCNMA1_uc009xrt.1_Missense_Mutation_p.E675K|KCNMA1_uc001jxl.1_Missense_Mutation_p.E509K|KCNMA1_uc001jxo.2_Missense_Mutation_p.E867K|KCNMA1_uc001jxm.2_Missense_Mutation_p.E826K|KCNMA1_uc001jxq.2_Missense_Mutation_p.E829KNM_001161352 NP_001154824 Q12791 KCMA1_HUMANCytoplasmic (Potential). 3TTGAGGTACTCAATAGAGCCC0.498

+ 22 3133ZMIZ1_uc001kag.2_Missense_Mutation_p.I730T|ZMIZ1_uc010qlq.1_Missense_Mutation_p.I7TNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4AGCCAGATGATCATGCCCAAT0.632

- 17 2003 NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1CTTGAATTTGGAAGAACATGA0.383

- 9 1080_1081NOC3L_uc009xuk.1_Missense_Mutation_p.S116FNM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1ATGCCTTTAAGGAAACTACATT0.376

- 1 103CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_5'UTR|CYP2C8_uc010qob.1_5'UTR|CYP2C8_uc010qoc.1_5'UTR|CYP2C8_uc010qod.1_5'UTRNM_000770 NP_000761 P10632 CP2C8_HUMAN 0GACCACAAAAGGTTCCATTGA0.453

- 4 1353NCRNA00093_uc001kqk.1_IntronNM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN 6AAGTTGGGATGAAAAGGGACC0.527

- 2 582 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4TTCCTGTTCCGGAACTCCTCG0.602 rs146812654

- 4 860 NM_000102 NP_000093 P05093 CP17A_HUMAN 0TTTAATTTTTCCAGGGTTTTG0.383

+ 17 2548SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10TGGTACAATCCAGCATCCCCA0.453

+ 4 374HABP2_uc010qrz.1_RNA|HABP2_uc010qry.1_Silent_p.S79SNM_004132 NP_004123 Q14520 HABP2_HUMAN EGF-like 1. 3CTGCCTCGTCCATGGGAGCAC0.537

+ 18 2490WDR11_uc010qte.1_Missense_Mutation_p.W353L|WDR11_uc001lfd.1_Missense_Mutation_p.W269L|WDR11_uc009xzn.2_Missense_Mutation_p.W42LNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 7. 0CACCGAAGTTGGGTGAGGAAG0.408

+ 26 3119DMBT1_uc001lgl.1_Nonsense_Mutation_p.R995*|DMBT1_uc001lgm.1_Nonsense_Mutation_p.R506*|DMBT1_uc009xzz.1_Nonsense_Mutation_p.R1005*|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yab.1_5'UTRNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7GTGTCAGGGCCGAGTGGAGGT0.567

- 3 365uc001lpy.2_RNA|uc001lpz.2_5'Flank|RASSF7_uc001lqa.2_5'Flank|RASSF7_uc001lqb.2_5'Flank|RASSF7_uc001lqc.2_5'Flank|RASSF7_uc001lqd.2_5'FlankNM_173573 NP_775844 Q8IXW0 CK035_HUMAN 1CCTCTTGGGCGGAAGCCCCGC0.662

+ 14 2107PHRF1_uc010qwc.1_Missense_Mutation_p.R658P|PHRF1_uc010qwd.1_Missense_Mutation_p.R657P|PHRF1_uc010qwe.1_Missense_Mutation_p.R655P|PHRF1_uc009ybz.1_Missense_Mutation_p.R449P|PHRF1_uc009yca.1_RNANM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0CCCCCATGTCGCAGTGTGGTG0.592

- 8 1611LRDD_uc009yck.1_RNA|LRDD_uc001lrk.1_Missense_Mutation_p.R490Q|LRDD_uc001lrl.1_Missense_Mutation_p.R344Q|LRDD_uc001lrm.1_Missense_Mutation_p.R177Q|LRDD_uc001lrn.1_Missense_Mutation_p.R344Q|LRDD_uc001lrp.1_Missense_Mutation_p.R128QNM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 2. 0CATGGAGACTCGACGAGGCTC0.672

- 4 564 NM_004420 NP_004411 Q13202 DUS8_HUMAN 0AGGCTCATGGGTAGCAGGGCA0.652

- 13 1394TH_uc001lvp.2_Nonsense_Mutation_p.Q455*|TH_uc001lvr.2_Nonsense_Mutation_p.Q428*|TH_uc010qxj.1_Nonsense_Mutation_p.Q432*|TH_uc001lvs.2_Nonsense_Mutation_p.Q334*|TH_uc001lvt.2_Nonsense_Mutation_p.Q338*NM_199292 NP_954986 P07101 TY3H_HUMAN 0TAGACTGACTGGTACGTCTGG0.627

- 19 2935TRPM5_uc010qxl.1_Missense_Mutation_p.A976T|TRPM5_uc009ydn.2_Missense_Mutation_p.A978TNM_014555 NP_055370 Q9NZQ8 TRPM5_HUMANCytoplasmic (Potential). 4CTGAACATGGCGATGAGCAGG0.602

- 1 576 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANExtracellular (Potential). 2CGGCACAGGCCAATTTCATCA0.448

- 1 28 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANExtracellular (Potential). 3GAGGAGGGGTGAAACTGGGTG0.498

- 9 1969TRIM3_uc001mdi.2_Missense_Mutation_p.R528C|TRIM3_uc010raj.1_Missense_Mutation_p.R409C|TRIM3_uc009yfd.2_Missense_Mutation_p.R528C|TRIM3_uc010rak.1_Missense_Mutation_p.R528CNM_006458 NP_006449 O75382 TRIM3_HUMAN NHL 2. 5CCAGGTGAGCGTCCTCGGACC0.582

- 9 1419MRVI1_uc001miw.2_Missense_Mutation_p.P336S|MRVI1_uc010rcb.1_Missense_Mutation_p.P337S|MRVI1_uc009ygb.1_Missense_Mutation_p.P30S|MRVI1_uc001mix.2_Missense_Mutation_p.P30S|MRVI1_uc001miz.2_Missense_Mutation_p.P254S|MRVI1_uc009ygc.1_Missense_Mutation_p.P254S|MRVI1_uc010rcd.1_Intron|MRVI1_uc009ygd.1_Missense_Mutation_p.P30S|MRVI1_uc010rce.1_IntronNM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3GGACTTCTCGGCAGAGGGCTG0.677

- 3 803CYP2R1_uc001mlo.2_Missense_Mutation_p.R35K|CYP2R1_uc001mlp.2_Missense_Mutation_p.R151K|CYP2R1_uc001mlq.2_RNA|CYP2R1_uc001mls.1_Missense_Mutation_p.R213KNM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2CTGAGGCTTTCTGTTGACTGA0.378

- 30 3808 NM_000352 NP_000343 Q09428 ABCC8_HUMANABC transmembrane type-1 2.|Cytoplasmic (By similarity).1TCTGTGTATTCGAGAAGCTTC0.542

- 7 740TSG101_uc001mos.1_Missense_Mutation_p.P153H|TSG101_uc009yhs.1_RNANM_006292 NP_006283 Q99816 TS101_HUMAN 0AGGCTGAGAAGGGTACTGAGA0.428

+ 14 3375NAV2_uc001mpp.2_Missense_Mutation_p.S918F|NAV2_uc001mpr.3_Missense_Mutation_p.S982F|NAV2_uc001mpt.2_Missense_Mutation_p.S68F|NAV2_uc009yhx.2_Missense_Mutation_p.S68F|NAV2_uc009yhy.1_5'UTRNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GAGAGGAATTCCCTGTGGTCT0.537

- 2 2065 NM_002233 NP_002224 P22459 KCNA4_HUMAN 4CCCCTTGCAGGACTGGAGCTC0.498

- 3 764LMO2_uc001mvc.2_Missense_Mutation_p.R102W|LMO2_uc001mvd.2_Missense_Mutation_p.R102W|LMO2_uc010rel.1_Missense_Mutation_p.R109W|LMO2_uc010rem.1_Missense_Mutation_p.R178WNM_001142316 NP_001135788 P25791 RBTN2_HUMANLIM zinc-binding 2. 1TCTTTCACCCGCATTGTCATC0.478 rs150071797

+ 7 1675 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN SH3. 4TTTGTGCCTCGACACGAAGAC0.577

+ 1 362 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMANExtracellular (Potential). 2AAGACCATTTCCTTTCAGGGT0.388

+ 1 838 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANHelical; Name=7; (Potential). 3TTCTGTGTTTTACACAGTGGC0.378 rs150799318

- 1 278 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANExtracellular (Potential). 4TGCATAATAGGAAATAGTATT0.398

+ 1 757 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMANHelical; Name=6; (Potential). 2AATTTTTTATGGGACATTGCT0.363

+ 7 811 NM_000139 NP_000130 Q01362 FCERB_HUMANCytoplasmic (Potential). 1AGACCCAGGGGAAATGTCTCC0.418

+ 5 544 NM_017716 NP_060186 Q9NXJ0 M4A12_HUMANHelical; (Potential). 0AGGCAGCCTGGGAATGAACAT0.423

+ 5 844FADS2_uc001nsj.2_Missense_Mutation_p.D210Y|FADS2_uc010rlo.1_Missense_Mutation_p.D201Y|FADS2_uc001nsk.2_Missense_Mutation_p.D232YNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CAAGGATCCCGATGTGAACAT0.562

- 2 2551GANAB_uc001nua.2_5'Flank|GANAB_uc001nub.2_5'Flank|GANAB_uc001nuc.2_5'Flank|GANAB_uc010rma.1_5'Flank|GANAB_uc010rmb.1_5'FlankNM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2GTGTTCCTCGGGGGGCCAGGC0.647

+ 2 406SART1_uc009yqy.1_Silent_p.L128L|SART1_uc010rot.1_5'UTRNM_005146 NP_005137 O43290 SNUT1_HUMAN 1CTTGTTCCAGCTGCCAGCTCC0.517

+ 3 757MYEOV_uc001oox.2_Intron|MYEOV_uc009ysl.2_Missense_Mutation_p.A103T|MYEOV_uc001oow.2_Missense_Mutation_p.A45TNM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0TGCTGCTGGAGCTGGTGACCG0.652

+ 3 1325NEU3_uc001ovv.2_Missense_Mutation_p.W380L|NEU3_uc010rrl.1_Missense_Mutation_p.W281LNM_006656 NP_006647 A8K327 A8K327_HUMAN 2GCTGCCTGCTGGTCCCGCCCC0.562

- 4 2365 NM_033063 NP_149052 Q96JE9 MAP6_HUMAN Pro-rich. 0GTCCTTTGCTGGTACTGGCAC0.522

+ 4 680DGAT2_uc001oxb.2_Missense_Mutation_p.P98SNM_032564 NP_115953 Q96PD7 DGAT2_HUMANCytoplasmic (Potential). 0AGACTACTTTCCCATCCAGGT0.527

+ 47 6648MYO7A_uc001oyc.2_Missense_Mutation_p.P2086S|MYO7A_uc001oye.2_RNANM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4GCCAAACTTCCCTGAGATCCT0.522

- 32 7160ODZ4_uc001ozk.3_Missense_Mutation_p.R458W|ODZ4_uc009yvb.1_Missense_Mutation_p.R817WNM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential).|YD 19. 4GGTGTGAGCCGTGCACTGTTC0.592

+ 2 350PRSS23_uc001pcc.1_Intron|PRSS23_uc010rts.1_Missense_Mutation_p.T45INM_007173 NP_009104 O95084 PRS23_HUMAN 2CCCCAGTCTACCCTCAATTTA0.532

+ 2 978 NM_000372 NP_000363 P14679 TYRO_HUMANLumenal, melanosome (Potential). 3CCTTTACGGCGTAATCCTGGA0.468 rs61754375



+ 2 500 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 1.|Extracellular (Potential). 3GATTGTCATTCATTTAAAGAA0.458

- 5 422C11orf65_uc010rvx.1_Missense_Mutation_p.D69N|C11orf65_uc009yxu.1_RNANM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1 TGAAGATGATCATTTTTATTA0.358

+ 4 622 NM_198498 NP_940900 Q8IXP5 CK053_HUMAN 0CCTGGCTGGGGCTCAGTCATA0.622

+ 8 1234LAYN_uc001plp.1_Missense_Mutation_p.E292K|LAYN_uc001plq.1_3'UTR|LAYN_uc001pls.1_3'UTR|LAYN_uc010rwg.1_Missense_Mutation_p.E147K|LAYN_uc010rwh.1_Missense_Mutation_p.E148KNM_178834 NP_849156 Q6UX15 LAYN_HUMANCytoplasmic (Potential). 0AAAACAAAGCGAAGCTGACTT0.507

- 5 1094FAM55D_uc001ppd.2_Missense_Mutation_p.E21QNM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4TTGCATTTCTCTTTCATTGCA0.403

- 1 586 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANExtracellular (Potential). 2AGGACAGGGGGTATGTCGCAG0.572

+ 7 1766LAG3_uc001qqu.2_Missense_Mutation_p.L303FNM_002286 NP_002277 P18627 LAG3_HUMANCytoplasmic (Potential). 0TGGCTTTCACCTTTGGAGAAG0.602

- 25 3205A2M_uc001qvj.1_Missense_Mutation_p.R73Q|A2M_uc009zgk.1_Missense_Mutation_p.R881QNM_000014 NP_000005 P01023 A2MG_HUMAN 5CCTGCCATATCGCTCCCCAAA0.318

- 1 335PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_023922 NP_076411 Q9NYV8 T2R14_HUMANCytoplasmic (Potential). 0AGAAAAATTGGCTATCTTGAG0.348

+ 6 927KIAA1467_uc009zhx.1_RNANM_020853 NP_065904 A2RU67 K1467_HUMAN p.R302*(1) 3TCCAGTGGGTCGACCTGTGAA0.507

- 3 424 NM_182558 NP_872364 0TCCAGGGAACGATTCCTCATT0.453 rs143075618

+ 21 2889PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.D966N|PIK3C2G_uc010sic.1_Missense_Mutation_p.D744NNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21GGCTGGAGATGATCTTCGTCA0.368

+ 21 2895PIK3C2G_uc010sia.1_RNA|PIK3C2G_uc010sib.1_Missense_Mutation_p.R968C|PIK3C2G_uc010sic.1_Missense_Mutation_p.R746CNM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21AGATGATCTTCGTCAGGATAT0.363

+ 1 679PLCZ1_uc001rdv.3_5'Flank|PLCZ1_uc001rdw.3_5'Flank|PLCZ1_uc010sid.1_5'FlankNM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2AAATCTAAATGGATTTTCCAA0.383

- 1 325 NM_001040436 NP_001035526 Q9Y2Z4 SYYM_HUMAN HIGH region. 0CCCACATGAAGCGAGTCTGCC0.622

+ 10 1191CNTN1_uc009zjy.1_Missense_Mutation_p.P360S|CNTN1_uc001rmn.1_Missense_Mutation_p.P349S|CNTN1_uc001rmo.2_Missense_Mutation_p.P360SNM_001843 NP_001834 Q12860 CNTN1_HUMANIg-like C2-type 4. 9AAAGCCCATCCCTACAATCCG0.483

- 2 1273 NM_001008223 NP_001008224 Q86Z23 C1QL4_HUMAN C1q. 0TGGTCCGCGTCCTGAGCAATG0.642

+ 15 2952KCNH3_uc010smj.1_Missense_Mutation_p.G838RNM_012284 NP_036416 Q9ULD8 KCNH3_HUMANCytoplasmic (Potential). 0GATGCGGGAAGGACTGCAGTC0.662

+ 36 4462DIP2B_uc009zlt.2_Missense_Mutation_p.G866RNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6GGCTCGGACAGGATACCTTGG0.527

- 15 1527SLC11A2_uc001rxd.3_Missense_Mutation_p.R326Q|SLC11A2_uc001rxc.3_Missense_Mutation_p.R477Q|SLC11A2_uc001rxf.2_RNA|SLC11A2_uc001rxg.1_Missense_Mutation_p.R90Q|SLC11A2_uc010smx.1_Missense_Mutation_p.R473Q|SLC11A2_uc001rxh.1_Missense_Mutation_p.R477Q|SLC11A2_uc001rxj.1_Missense_Mutation_p.R477Q|SLC11A2_uc001rxi.2_Missense_Mutation_p.R477Q|SLC11A2_uc001rxk.1_Missense_Mutation_p.R506Q|SLC11A2_uc010smy.1_Missense_Mutation_p.R440QNM_000617 NP_000608 P49281 NRAM2_HUMANCytoplasmic (Potential). 1TCCTGCAATCCGCCAGCCTCT0.443

- 7 1513GALNT6_uc009zma.1_RNA|GALNT6_uc001ryl.1_Missense_Mutation_p.R430C|GALNT6_uc001ryj.1_5'UTRNM_007210 NP_009141 Q8NCL4 GALT6_HUMANLumenal (Potential). 2TCTGCCAGGCGCACTTGATTG0.542

- 2 619GALNT6_uc009zma.1_RNA|GALNT6_uc001ryl.1_Missense_Mutation_p.E132K|GALNT6_uc010snh.1_Missense_Mutation_p.E132KNM_007210 NP_009141 Q8NCL4 GALT6_HUMANLumenal (Potential). 2TCTTCCTTTTCCTGGGTCTCC0.577

+ 7 1068KRT86_uc009zmg.2_Missense_Mutation_p.G312E|KRT81_uc001sac.2_Intron|KRT86_uc001sad.2_Missense_Mutation_p.G312ENM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1ATCAGGCACGGGGAGACCCTG0.602

- 2 586KRT72_uc001saq.2_Missense_Mutation_p.N167S|KRT72_uc010sns.1_Missense_Mutation_p.N167S|KRT72_uc010snt.1_5'UTRNM_001146225 NP_001139697 Q14CN4 K2C72_HUMANLinker 1.|Rod. 6CTTCCTGCAGTTGTTCAAGTC0.567

+ 17 1715NCKAP1L_uc010sox.1_Missense_Mutation_p.R88C|NCKAP1L_uc010soy.1_Missense_Mutation_p.R496CNM_005337 NP_005328 P55160 NCKPL_HUMAN 4CTTTCATCTTCGTATCTTTGA0.393

+ 2 314ERBB3_uc009zoj.2_RNA|ERBB3_uc010sqb.1_Intron|ERBB3_uc010sqc.1_5'UTR|ERBB3_uc001sjg.2_Missense_Mutation_p.D41NNM_001982 NP_001973 P21860 ERBB3_HUMANExtracellular (Potential). 8TGTGACCGGCGATGCTGAGAA0.542

+ 3 271 NM_032786 NP_116175 Q96K80 ZC3HA_HUMAN Gly-rich. 0GGAGGCCAGTGGGGCAGGGGT0.647

+ 24 4326 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential). 22CTTCACAAAGGAGACTACAGC0.597

- 3 238DCTN2_uc009zpu.1_Intron|DCTN2_uc009zpv.1_Splice_Site|DCTN2_uc009zpw.1_Splice_Site|DCTN2_uc001soo.1_Splice_Site|DCTN2_uc001son.1_Intron|DCTN2_uc001sop.1_Splice_Site|DCTN2_uc001soq.1_Splice_Site|DCTN2_uc009zpx.1_Splice_Site_p.E36_spliceNM_006400 NP_006391 Q13561 DCTN2_HUMAN 1TCAGCTCCTCCTGCAAGAACA0.488

+ 3 1541TMTC2_uc001szr.1_Missense_Mutation_p.A370E|TMTC2_uc001szs.1_Missense_Mutation_p.A370E|TMTC2_uc010suk.1_Missense_Mutation_p.A125ENM_152588 NP_689801 Q8N394 TMTC2_HUMAN 2TCCAGCTTTGCATCCAAAGTA0.398

- 8 2400MGAT4C_uc001tal.3_Missense_Mutation_p.E384K|MGAT4C_uc001taj.3_Missense_Mutation_p.E384K|MGAT4C_uc001tak.3_Missense_Mutation_p.E384K|MGAT4C_uc010sum.1_Missense_Mutation_p.E408K|MGAT4C_uc001tah.3_Missense_Mutation_p.E384KNM_013244 NP_037376 Q9UBM8 MGT4C_HUMANLumenal (Potential). 3 attGGATTTTCAAATACAATC0.343

- 6 1162 NM_145913 NP_666018 Q8N695 SC5A8_HUMANHelical; (Potential). 0TGGTTGACACCGTAGATGCTG0.388

+ 27 3226MYBPC1_uc001tig.2_Missense_Mutation_p.D1049H|MYBPC1_uc010svq.1_Missense_Mutation_p.D1011H|MYBPC1_uc001tih.2_Missense_Mutation_p.D1049H|MYBPC1_uc001tij.2_Missense_Mutation_p.D1024H|MYBPC1_uc010svr.1_Missense_Mutation_p.D1024H|MYBPC1_uc010svs.1_Missense_Mutation_p.D1042H|MYBPC1_uc010svt.1_Missense_Mutation_p.D1012H|MYBPC1_uc010svu.1_Missense_Mutation_p.D1005H|MYBPC1_uc001tik.2_Missense_Mutation_p.D998H|MYBPC1_uc001til.2_Missense_Mutation_p.D67H|MYBPC1_uc001tim.2_Missense_Mutation_p.D67HNM_206820 NP_996556 Q00872 MYPC1_HUMAN 4TGAAGACTTTGATTTCTCAGA0.358

- 13 1680 NM_000277 NP_000268 P00439 PH4H_HUMAN 4TATTGTGGCAGCAAAGTTCCT0.458 rs5030857

+ 3 419 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14TTTGAGGTCAGAACATACTCT0.493

- 2 810IQCD_uc001tuu.2_Missense_Mutation_p.R130CNM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1GAAAGGAGGCGGTCTCTGAGC0.522 rs141733272

+ 13 2435RNF10_uc010szk.1_RNA|RNF10_uc001tyq.3_Missense_Mutation_p.S562FNM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2TATACCTGCTCCTCTGATTCT0.512

+ 13 1547P2RX7_uc001tzn.2_Missense_Mutation_p.P394Q|P2RX7_uc001tzo.2_RNA|P2RX7_uc001tzp.2_Missense_Mutation_p.P195Q|P2RX7_uc001tzq.2_Missense_Mutation_p.P314QNM_002562 NP_002553 Q99572 P2RX7_HUMAN 5AGCTGCCTCCCATCTCAACTC0.597

+ 1 43 SETD8_uc001uex.2_5'UTRNM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0GAGTGGAGCCATGGCTAGAGG0.667

- 9 2808TMEM132D_uc001uia.2_Missense_Mutation_p.P365LNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14GGGTTTTTTGGGCCTTCTGTC0.522

+ 28 5773EP400_uc001ujl.2_Missense_Mutation_p.S1912N|EP400_uc001ujm.2_Missense_Mutation_p.S1832N|SNORA49_uc001ujo.2_5'FlankNM_015409 NP_056224 Q96L91 EP400_HUMANHelicase C-terminal. 12GAAAATGCCAGCAGTGAGCAA0.423

- 4 1462LATS2_uc001unr.3_Missense_Mutation_p.S366FNM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10CTGCTGGACGGAGGTGCTGCC0.721

- 3 387FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_Missense_Mutation_p.S102FNM_004119 NP_004110 P36888 FLT3_HUMANExtracellular (Potential). 8549CCAGAGACAGGAAATGTTCCC0.498

+ 43 6248 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7CTTGGAGGCGGCTGTGGATAA0.408

+ 9 970BRCA2_uc001uua.1_Missense_Mutation_p.A125VNM_000059 NP_000050 P51587 BRCA2_HUMAN 64AGATTTATCGCTTCTGTGACA0.308

- 9 1731ELF1_uc010tfc.1_Missense_Mutation_p.A429G|ELF1_uc010acd.2_Missense_Mutation_p.A346GNM_172373 NP_758961 P32519 ELF1_HUMAN 1ATCTGTGCTGGCTATAACTGT0.448

+ 3 838SPERT_uc001vao.2_Missense_Mutation_p.E217VNM_152719 NP_689932 Q8NA61 SPERT_HUMAN Potential. 2CTCCGGGAGGAGAATCGCGCG0.677



- 9 995NEK3_uc001vgg.2_Nonsense_Mutation_p.R248*|NEK3_uc001vgh.2_Nonsense_Mutation_p.R275*|NEK3_uc010tgx.1_RNA|NEK3_uc010tgy.1_Nonsense_Mutation_p.R254*NM_152720 NP_689933 P51956 NEK3_HUMANInteraction with VAV2.|Protein kinase. 2ACGATGCCTCGAGAGAGAAGC0.478

- 3 661THSD1_uc001vgp.2_Missense_Mutation_p.N39S|THSD1_uc010tgz.1_Intron|THSD1_uc010aea.2_IntronNM_018676 NP_061146 Q9NS62 THSD1_HUMANExtracellular (Potential). 4CACTGTGTCGTTGCTTAGTGC0.433

+ 2 165C13orf37_uc001viu.2_5'Flank|C13orf34_uc010thq.1_5'UTR|C13orf34_uc010aen.1_Missense_Mutation_p.P91S|C13orf34_uc010thr.1_5'UTR|C13orf34_uc001viw.1_Missense_Mutation_p.P16SNM_024808 NP_079084 Q6PGQ7 BORA_HUMAN 0ACCAGAAACTCCAGGAAGGAT0.348

- 4 618TMTC4_uc001vot.2_Missense_Mutation_p.A172V|TMTC4_uc010tja.1_IntronNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMANHelical; (Potential). 3AAACAGCAGCGCGGCCAGCAG0.612

+ 15 3853_3854 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7AAGGAAGCTCCCGTGAAGAATG0.485

- 8 890GAS6_uc001vug.2_5'Flank|GAS6_uc001vuf.2_5'UTRNM_000820 NP_000811 Q14393 GAS6_HUMANEGF-like 4; calcium-binding (Potential). 4CTGCTCACAGCGGCCCTGCAG0.662 rs78824256

+ 9 1320POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1AAGAAGCACGGAAGTACTCAT0.358

+ 1 344 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMANHelical; Name=3; (Potential). 4GGATTACTCCTTGTTGTGATG0.507

+ 2 383 NM_022360 NP_071755 P56851 EP3B_HUMAN 1CATATGTATGGGTCCAGAATC0.408

- 26 3419SUPT16H_uc001wan.2_Missense_Mutation_p.S171LNM_007192 NP_009123 Q9Y5B9 SP16H_HUMAN 0GCCACGGCCCGAACTGTGCAC0.507

- 35 5099 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4TTCAGGTCGTCGTTGGCACGG0.612

- 8 1363TGM1_uc010tog.1_IntronNM_000359 NP_000350 P22735 TGM1_HUMAN 3AGTAGATGTCCATGGTAAGGG0.572

+ 9 5542 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMANIntegrase catalytic. 3GGCCTCCCTGCCTTTGCTGCA0.627

- 3 671NOVA1_uc001wpz.2_Missense_Mutation_p.E118G|NOVA1_uc001wqa.2_5'UTR|NOVA1_uc001wqb.2_Missense_Mutation_p.E118GNM_002515 NP_002506 P51513 NOVA1_HUMAN 5TCGAATTTTTTCTGCAATGAA0.438

+ 2 1273ARHGAP5_uc001wrm.2_Missense_Mutation_p.A345V|ARHGAP5_uc001wrn.2_Missense_Mutation_p.A345V|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5TTACCAAGAGCTTTTAACACT0.313

+ 4 798MIA2_uc010amy.1_Missense_Mutation_p.E133KNM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2AGTAGTTGTTGAAAGTATGGA0.428

+ 1 624SYT16_uc010tsd.1_Missense_Mutation_p.E143KNM_031914 NP_114120 Q17RD7 SYT16_HUMAN 1TATTGCGGAGGAAGAGCATCA0.463

- 32 6041ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.P1968SNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11TCCACCTCTGGGTTGGTGAGG0.582

+ 15 4547SIPA1L1_uc001xmt.2_Missense_Mutation_p.S1379N|SIPA1L1_uc001xmu.2_Missense_Mutation_p.S1379N|SIPA1L1_uc001xmv.2_Missense_Mutation_p.S1400N|SIPA1L1_uc010ttm.1_Missense_Mutation_p.S854N|SIPA1L1_uc001xmw.2_Missense_Mutation_p.S165NNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4CACAGCAAGAGCCAAGCCGGC0.537

+ 2 251DCAF4_uc001xnj.2_Nonsense_Mutation_p.R11*|DCAF4_uc010ttr.1_Translation_Start_Site|DCAF4_uc001xnh.2_Intron|DCAF4_uc010tts.1_Nonsense_Mutation_p.R11*|DCAF4_uc010ttt.1_Translation_Start_Site|DCAF4_uc001xni.2_Nonsense_Mutation_p.R11*|DCAF4_uc001xnk.2_Nonsense_Mutation_p.R11*NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3GAGTAGAAGACGACATGGGAG0.473

- 10 1119NUMB_uc010aro.1_Intron|NUMB_uc010arp.1_Intron|NUMB_uc010arq.1_Intron|NUMB_uc010arr.1_Intron|NUMB_uc001xoa.1_Missense_Mutation_p.P267S|NUMB_uc001xnz.1_Missense_Mutation_p.P256S|NUMB_uc001xob.1_Missense_Mutation_p.P256S|NUMB_uc001xod.1_Missense_Mutation_p.P267S|NUMB_uc001xoc.1_Missense_Mutation_p.P267S|NUMB_uc010ars.1_Missense_Mutation_p.P256S|NUMB_uc001xof.1_Missense_Mutation_p.P231S|NUMB_uc010ttz.1_Missense_Mutation_p.P13SNM_001005743 NP_001005743 P49757 NUMB_HUMAN 4TGTTCAATTGGAGCATGCCGG0.532

- 4 981KCNK10_uc001xwm.2_Missense_Mutation_p.P180L|KCNK10_uc001xwn.2_Missense_Mutation_p.P180LNM_021161 NP_066984 P57789 KCNKA_HUMAN p.P175P(1) 5TTCAGTGCTCGGAGCAATATT0.393

+ 17 2431ZC3H14_uc010twd.1_Missense_Mutation_p.E735K|ZC3H14_uc010twe.1_Missense_Mutation_p.E730K|ZC3H14_uc001xwx.2_Missense_Mutation_p.E579K|ZC3H14_uc010twf.1_Missense_Mutation_p.E449K|ZC3H14_uc001xwy.2_Missense_Mutation_p.E571K|ZC3H14_uc010twg.1_Missense_Mutation_p.E425K|ZC3H14_uc001xxa.2_Missense_Mutation_p.E281K|ZC3H14_uc001xxc.2_Missense_Mutation_p.E280K|ZC3H14_uc001xxb.2_Missense_Mutation_p.E306KNM_024824 NP_079100 Q6PJT7 ZC3HE_HUMAN 3TTCATTCAGCGAATAGCACCC0.333 rs144843433

- 29 4951CCDC88C_uc001xzj.2_Missense_Mutation_p.R142W|CCDC88C_uc001xzi.2_Missense_Mutation_p.R68WNM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN 3CTGGCTTCCCGGGGCAAAGTG0.687

- 7 1093FBLN5_uc010aud.2_Splice_Site_p.D212_splice|FBLN5_uc010aue.2_Splice_Site_p.D248_spliceNM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6TCGTTCACATCTGTGGAAAGC0.527

+ 1 2978 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8AAAACTGTCATCTTGCAGTCT0.498

+ 35 4835RYR3_uc010bar.2_Missense_Mutation_p.L1589FNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10CCTCTCCCAGCTCTTCTATGC0.607

+ 4 471EIF2AK4_uc001zkl.2_Missense_Mutation_p.P141SNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4TAACAAGCCCCCTCCCAAGTC0.473

- 9 880PLA2G4F_uc001zoy.2_5'Flank|PLA2G4F_uc010bcr.2_Missense_Mutation_p.E24K|PLA2G4F_uc001zpa.2_Missense_Mutation_p.E24K|PLA2G4F_uc010bcs.2_Missense_Mutation_p.E60KNM_213600 NP_998765 Q68DD2 PA24F_HUMAN 4ATGCCCCCCTCGCCCAGCTTG0.622

+ 2 209CGNL1_uc010bfw.2_Missense_Mutation_p.R45WNM_032866 NP_116255 Q0VF96 CGNL1_HUMANHead.|ZIM (By similarity). 11TGTCAGTATTCGGGTCCAGGG0.507

+ 2 1022CGNL1_uc010bfw.2_Missense_Mutation_p.D316NNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11TTTACTGGATGATCAGGAATG0.522

+ 9 2590RNF111_uc002afs.2_Missense_Mutation_p.R771C|RNF111_uc002aft.2_Missense_Mutation_p.R780C|RNF111_uc002afu.2_Missense_Mutation_p.R770C|RNF111_uc002afw.2_Missense_Mutation_p.R780C|RNF111_uc002afx.2_Missense_Mutation_p.R297C|RNF111_uc002afy.2_5'FlankNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN Pro-rich. 2GGCACATGAACGCCCCCCACC0.438

+ 4 1109 NM_015042 NP_055857 O15014 ZN609_HUMAN 3AATGGCCGGGGTAGAGGCAAA0.493

+ 12 1662IQCH_uc002aqq.1_Missense_Mutation_p.A287T|IQCH_uc002aqp.1_Missense_Mutation_p.A291TNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4CACACCTGAAGCTGTAAACAT0.383

- 15 2612TLE3_uc002ask.2_Missense_Mutation_p.T425M|TLE3_uc002asl.2_Missense_Mutation_p.T498M|TLE3_uc010ukd.1_Missense_Mutation_p.T488M|TLE3_uc010bik.1_Missense_Mutation_p.T79M|TLE3_uc010bil.1_Missense_Mutation_p.T495M|TLE3_uc002asn.2_Missense_Mutation_p.T486M|TLE3_uc002asp.2_Missense_Mutation_p.T490M|TLE3_uc002aso.2_Missense_Mutation_p.T493MNM_005078 NP_005069 Q04726 TLE3_HUMAN WD 1. 2GACGTGCCTCGTGGGGTTGCT0.657

+ 3 720IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.P115L|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.P157L|IL16_uc002bgg.2_Missense_Mutation_p.P115LNM_172217 NP_757366 Q14005 IL16_HUMAN 4CGAGAAAAGCCTGGAAAACTA0.423

+ 12 1830IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.R485Q|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.R527Q|IL16_uc002bgg.2_Missense_Mutation_p.R485Q|IL16_uc002bgi.1_5'UTR|IL16_uc002bgj.2_5'UTR|IL16_uc002bgk.2_5'FlankNM_172217 NP_757366 Q14005 IL16_HUMAN 4TGGCACGGGCGGCCCACCTTG0.552

- 16 2032AP3B2_uc010uoi.1_Missense_Mutation_p.R619W|AP3B2_uc010uoj.1_Missense_Mutation_p.R587W|AP3B2_uc010bmp.2_5'Flank|AP3B2_uc010uog.1_Missense_Mutation_p.R255W|AP3B2_uc002biy.1_5'FlankNM_004644 NP_004635 Q13367 AP3B2_HUMAN 5AAGTGGTCCCGGTCTAGGGAT0.602

- 4 1566BNC1_uc010uos.1_Missense_Mutation_p.R481HNM_001717 NP_001708 Q01954 BNC1_HUMAN 3GGCTGGACTGCGGTAGAAAGG0.532

+ 12 2586BLM_uc010uqh.1_Missense_Mutation_p.T830M|BLM_uc010uqi.1_Missense_Mutation_p.T455M|BLM_uc010bnx.2_Missense_Mutation_p.T830M|BLM_uc002bps.1_Missense_Mutation_p.T392MNM_000057 NP_000048 P54132 BLM_HUMANHelicase ATP-binding.p.T830M(1) 6ATGGCTCTTACGGCCACAGCT0.443

+ 8 1251MAN2A2_uc010boa.2_Missense_Mutation_p.R421H|MAN2A2_uc002bqc.2_Missense_Mutation_p.R379H|MAN2A2_uc010uql.1_Missense_Mutation_p.R83H|MAN2A2_uc010uqm.1_Missense_Mutation_p.A26TNM_006122 NP_006113 P49641 MA2A2_HUMANLumenal (Potential). 3CCTGGTGGGCGCATCAACTGC0.567

+ 9 1338RCCD1_uc002bqk.2_Missense_Mutation_p.Q353R|RCCD1_uc002bql.2_Missense_Mutation_p.Q351R|RCCD1_uc010bob.2_Missense_Mutation_p.Q142RNM_033544 NP_291022 A6NED2 RCCD1_HUMAN RCC1 4. 0GTAGATAAGCAACTCCAAGTA0.488

+ 11 1567MCTP2_uc002bti.2_Missense_Mutation_p.S501F|MCTP2_uc010boj.2_Missense_Mutation_p.S230F|MCTP2_uc010bok.2_Missense_Mutation_p.S501F|MCTP2_uc002btk.3_Missense_Mutation_p.S89F|MCTP2_uc002btl.2_Missense_Mutation_p.S89FNM_018349 NP_060819 Q6DN12 MCTP2_HUMAN C2 3. 3TTACAGAACTCCCTGAAAGAT0.388

+ 35 6540CACNA1H_uc002ckt.2_Missense_Mutation_p.D2092N|CACNA1H_uc002cku.2_Missense_Mutation_p.D793N|CACNA1H_uc010brj.2_Missense_Mutation_p.D809N|CACNA1H_uc002ckv.2_Missense_Mutation_p.D787NNM_021098 NP_066921 O95180 CAC1H_HUMANCytoplasmic (Potential). 2GGACCCAGCCGACGAGGAGGT0.741

+ 17 2378_2379 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0AACTCCGTGGCCGGCCACTTCT0.649

- 2 298 NM_001080524 NP_001073993 A8MZG2 CP090_HUMAN 0AGGGCCCAGGCTGTGCCCTCA0.677

+ 14 1391ABAT_uc002czd.3_Missense_Mutation_p.A409T|ABAT_uc010buh.2_Missense_Mutation_p.A351T|ABAT_uc010bui.2_Missense_Mutation_p.A409TNM_020686 NP_065737 P80404 GABT_HUMAN 1AAATAATGCAGCCCATGCCGG0.632



- 10 2704GRIN2A_uc010uym.1_Missense_Mutation_p.S719N|GRIN2A_uc010uyn.1_Missense_Mutation_p.S562N|GRIN2A_uc002czr.3_Missense_Mutation_p.S719NNM_001134407 NP_001127879 Q12879 NMDE1_HUMANExtracellular (Potential). 45CGTTTTCAGGCTGACCAAGGC0.463

+ 8 696FAM18A_uc010uyr.1_RNA|FAM18A_uc010uys.1_RNA|FAM18A_uc010uyt.1_RNA|FAM18A_uc010bun.2_RNA|FAM18A_uc010uyu.1_RNA|FAM18A_uc002dad.3_RNA|NUBP1_uc010bum.1_Missense_Mutation_p.G90R|NUBP1_uc002dab.1_Missense_Mutation_p.G214RNM_002484 NP_002475 P53384 NUBP1_HUMAN 2GCCCATCATCGGGGTGGTGGA0.542

- 18 2475ERN2_uc010bxp.2_Missense_Mutation_p.S717NNM_033266 NP_150296 Q76MJ5 ERN2_HUMANProtein kinase.|Cytoplasmic (Potential). 6AAAGGGGTGGCTGCCACCAGA0.582

+ 23 4218SRCAP_uc002dzf.2_Intron|SRCAP_uc002dzg.1_Intron|SRCAP_uc010bzz.1_Missense_Mutation_p.S848LNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTGCCTTCTTCGACCCCCAGC0.667

+ 18 1751PHKB_uc002eeu.3_Missense_Mutation_p.R560CNM_000293 NP_000284 Q93100 KPBB_HUMAN 3ACAGATTTATCGCATTCTAGG0.343

+ 5 1838CES2_uc002eqq.2_Nonsense_Mutation_p.G280*|CES2_uc002eqs.2_Nonsense_Mutation_p.G123*NM_003869 NP_003860 O00748 EST2_HUMAN 0CGCCCACTTTGGAGGCAACCC0.582

- 1 602ACD_uc002etp.3_Missense_Mutation_p.G89S|ACD_uc002etr.3_Missense_Mutation_p.G89S|ACD_uc010vjt.1_Missense_Mutation_p.G79S|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CTCCCCGAACCTGCCATCCCC0.687

+ 1 416 NM_002153 NP_002144 P37059 DHB2_HUMANNAD (By similarity). 2ACCTGTGGATCAGAAGGCAGT0.468

+ 5 761SPG7_uc002fni.2_Missense_Mutation_p.R247QNM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial intermembrane (Potential). 0TCCTACAAGCGAACAGGATTC0.398

+ 10 1658PAFAH1B1_uc010ckb.1_Intron|PAFAH1B1_uc010vqz.1_Missense_Mutation_p.V159INM_000430 NP_000421 P43034 LIS1_HUMANInteraction with dynein and dynactin.|WD 6. 1GACCCTACGCGTATGGGATTA0.458

+ 7 1051SHBG_uc010cmo.2_Missense_Mutation_p.N226I|SHBG_uc010cmp.2_Intron|SHBG_uc010cmq.2_Intron|SHBG_uc010cmr.2_Intron|SHBG_uc010cms.2_Intron|SHBG_uc010cmt.2_Missense_Mutation_p.N280I|SHBG_uc010cmu.2_Intron|SHBG_uc010cmz.2_Intron|SHBG_uc010cmv.2_Intron|SHBG_uc010cmw.2_Intron|SHBG_uc010cmx.2_Intron|SHBG_uc010cmy.2_Missense_Mutation_p.N280I|SHBG_uc002gid.3_Intron|SHBG_uc010cnd.2_Intron|SHBG_uc010cna.2_Intron|SHBG_uc010vue.1_Missense_Mutation_p.N320I|SHBG_uc010vuf.1_Intron|SHBG_uc010cnb.2_Intron|SHBG_uc010cnc.2_IntronNM_001040 NP_001031 P04278 SHBG_HUMANLaminin G-like 2.p.0?(1)|p.?(1) 0CCCCTCCTTAACCTCTGGGCC0.547

+ 75 11502DNAH2_uc010cnm.1_Missense_Mutation_p.D768NNM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 6 (By similarity). 13GGTGCTGGAGGATTCAACCCC0.597

+ 82 12748 NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13CAGGCATACCCCTCACAAAAG0.473

- 23 2834 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13CTGATCACATCTTTCCTCTGC0.373

- 13 1325 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CTTGACTCTGGGATAGCAGAG0.453

+ 4 530MAP2K4_uc002gnk.2_Missense_Mutation_p.R165L|MAP2K4_uc010vvi.1_Missense_Mutation_p.R36L|MAP2K4_uc010vvj.1_Missense_Mutation_p.R26LNM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinase.p.R154W(2)|p.?(1) 58GTAGTAATGCGGAGTAGTGAT0.363

- 31 4573NCOR1_uc002gpn.2_Missense_Mutation_p.R1461C|NCOR1_uc002gpp.1_Missense_Mutation_p.R1352C|NCOR1_uc002gpm.2_5'Flank|NCOR1_uc010vwb.1_Missense_Mutation_p.R29C|NCOR1_uc010coy.2_Missense_Mutation_p.R353C|NCOR1_uc010vwc.1_Missense_Mutation_p.R256CNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with ETO. 5TGCCGGGAACGCACGGTCTCG0.522

- 20 2494FLII_uc002gsq.1_Missense_Mutation_p.R686C|FLII_uc010cpy.1_Missense_Mutation_p.R804C|FLII_uc010vxn.1_Missense_Mutation_p.R784C|FLII_uc010vxo.1_Missense_Mutation_p.R760C|FLII_uc002gss.1_Missense_Mutation_p.R814CNM_002018 NP_002009 Q13045 FLII_HUMANInteraction with ACTL6A. 2GTGGCATGGCGTGGCCGGTGC0.711

+ 3 1886 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4GAGGCGGACGGAGACCAGGAC0.657

- 2 739MYO18A_uc010csa.1_Missense_Mutation_p.P194L|MYO18A_uc002hdu.1_Missense_Mutation_p.P194LNM_078471 NP_510880 Q92614 MY18A_HUMAN 0CACTAGCTCAGGGGCTCGGGA0.687

- 2 595NF1_uc002hgg.2_Intron|NF1_uc002hgh.2_Intron|NF1_uc002hgi.1_Intron|NF1_uc010cso.2_Intron|EVI2B_uc010csq.2_Missense_Mutation_p.T162INM_006495 NP_006486 P34910 EVI2B_HUMANExtracellular (Potential). 2TGATTGTTGAGTAAAAGTATA0.428 rs139629091

- 7 2864SLFN11_uc010ctq.2_Missense_Mutation_p.D808N|SLFN11_uc002hjh.3_Missense_Mutation_p.D808N|SLFN11_uc002hjg.3_Missense_Mutation_p.D808N|SLFN11_uc010ctr.2_Missense_Mutation_p.D808NNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3ACAGCAACATCCTTTGGAGAA0.468 rs71366434

- 3 603 NM_019010 NP_061883 P35900 K1C20_HUMAN Coil 1B.|Rod. 3CCAAATCTGTTTTATGTAGGG0.388

+ 8 1204TTC25_uc010cxt.2_RNA|TTC25_uc010cxs.1_Missense_Mutation_p.E228KNM_031421 NP_113609 Q96NG3 TTC25_HUMAN TPR 6. 1GTTTTTGCCAGAGTTGGGAAA0.443

+ 4 448NKIRAS2_uc010wgd.1_Missense_Mutation_p.G96S|NKIRAS2_uc002hyr.2_Missense_Mutation_p.R128Q|NKIRAS2_uc002hys.2_Missense_Mutation_p.R128Q|NKIRAS2_uc010wge.1_Missense_Mutation_p.R72Q|NKIRAS2_uc002hyt.2_Missense_Mutation_p.R128QNM_001001349 NP_001001349 Q9NYR9 KBRS2_HUMANSmall GTPase-like. 1CAGGAGCAGCGGCGTGTAGAC0.582

+ 11 1338ATP6V0A1_uc002hzq.2_Missense_Mutation_p.P391S|ATP6V0A1_uc002hzs.2_Missense_Mutation_p.P398S|ATP6V0A1_uc010wgj.1_Missense_Mutation_p.P348S|ATP6V0A1_uc010wgk.1_Missense_Mutation_p.P348S|ATP6V0A1_uc010cyg.2_Missense_Mutation_p.P37S|ATP6V0A1_uc010wgl.1_Missense_Mutation_p.P250SNM_001130021 NP_001123493 Q93050 VPP1_HUMANCytoplasmic (Potential). 1AGAGATAAATCCAGGTAAAAA0.294

+ 4 565LOC100190938_uc002ibd.1_5'Flank|LOC100190938_uc002ibe.3_5'Flank|LOC100190938_uc002ibf.3_5'Flank|RAMP2_uc010cyt.2_Nonsense_Mutation_p.W171*|RAMP2_uc002ibh.2_3'UTRNM_005854 NP_005845 O60895 RAMP2_HUMANHelical; (Potential). 0CTTGTAGTATGGAGGAGTAAA0.592

- 5 593MPP2_uc002ien.1_Missense_Mutation_p.P151L|MPP2_uc010wim.1_Missense_Mutation_p.P123L|MPP2_uc002ieo.1_Missense_Mutation_p.P134L|MPP2_uc010win.1_5'UTR|MPP2_uc010wio.1_Missense_Mutation_p.P123L|MPP2_uc010czm.1_Missense_Mutation_p.P117LNM_005374 NP_005365 Q14168 MPP2_HUMAN 0AGCATCGGGAGGTACAGGCTG0.632

- 14 1899TTLL6_uc002iob.2_Missense_Mutation_p.P315S|TTLL6_uc010dbi.2_RNA|TTLL6_uc002ioc.2_Missense_Mutation_p.P375S|TTLL6_uc002iod.2_Missense_Mutation_p.P469SNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0TCCTCCGTGGGAGCCTCCTGG0.507

+ 2 2306WFIKKN2_uc010dbu.2_Missense_Mutation_p.A445TNM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3CGGCGGCATGGCCATGCTGCG0.632

+ 1 51MBTD1_uc002itr.3_5'Flank|MBTD1_uc002itq.3_5'FlankNM_016001 NP_057085 Q9Y5J1 UTP18_HUMAN 0AACCTAACGATGCCGCCGGAG0.706

- 2 526TMEM100_uc002iuk.3_Missense_Mutation_p.T72INM_018286 NP_060756 Q9NV29 TM100_HUMANHelical; (Potential). 0AGCCACCGCGGTGACCACGAT0.527

+ 4 959PPM1E_uc010ddd.2_Missense_Mutation_p.V41INM_014906 NP_055721 Q8WY54 PPM1E_HUMAN PP2C-like. 5CCATGGGGGAGTAGATGCTGC0.502

+ 23 3724MRC2_uc002jae.2_Nonsense_Mutation_p.Q179*|MRC2_uc002jaf.2_Silent_p.A53ANM_006039 NP_006030 Q9UBG0 MRC2_HUMANExtracellular (Potential). 3CTTCATCTGCCAGAAGGGCAC0.642

- 3 342ABCA9_uc010dez.2_Missense_Mutation_p.R67C|ABCA9_uc002jhv.2_Missense_Mutation_p.R67CNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6CTATCTACACGTCCCAGATCC0.368 rs150105567

- 2 163 NM_181449 NP_852114 Q496F6 CLM2_HUMANIg-like V-type.|Extracellular (Potential). 4TCCCTTGTACATGCTCTCATA0.542

- 4 732ACOX1_uc010wsq.1_Nonsense_Mutation_p.R110*|ACOX1_uc002jqe.2_Nonsense_Mutation_p.R148*|ACOX1_uc010wsr.1_Nonsense_Mutation_p.R80*NM_007292 NP_009223 Q15067 ACOX1_HUMAN 1TCCAAGCCTCGAAGGTGAGTT0.443 rs118204093

+ 16 5305BAHCC1_uc002kae.2_Missense_Mutation_p.A999TNM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN 1CCTCAAGAGGGCCACGCGCAA0.716

- 4 676PYCR1_uc002kcq.1_Missense_Mutation_p.T133I|PYCR1_uc002kcp.2_Missense_Mutation_p.T133I|PYCR1_uc002kcs.1_Missense_Mutation_p.T133I|PYCR1_uc010wvd.1_Missense_Mutation_p.T160I|PYCR1_uc002kct.1_Missense_Mutation_p.T133I|PYCR1_uc002kcu.1_Missense_Mutation_p.T133I|PYCR1_uc010wve.1_Missense_Mutation_p.T85INM_006907 NP_008838 P32322 P5CR1_HUMAN 0GGCATACACGGTGGCCCCCTC0.647

+ 1 343 NM_018949 NP_061822 Q9UKP6 UR2R_HUMANExtracellular (Potential). 1CGTCACCAAGGAGTGGCACTT0.637

+ 7 879 NM_001943 NP_001934 Q14126 DSG2_HUMANExtracellular (Potential).|Cadherin 2. 9TGCTCTGCAGGAACACAGCAG0.403

- 1 1630KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4TTTCTTAGCCGAATCCCAGGA0.547 rs150911848

+ 3 1282DCC_uc010xdr.1_Missense_Mutation_p.S80LNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential). 17AGAATTTTATCAGGTATTGCA0.373

- 4 1254 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14CCCCAGCAGGTTCCTTTGCCA0.453

+ 4 5021ZNF407_uc010dqu.1_Missense_Mutation_p.P1655LNM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2GGAGAAAAGCCGTTTAAATGT0.507

+ 3 3608SALL3_uc010dra.2_Missense_Mutation_p.R738QNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4CTGGCAGCTCGGGCAATGAAC0.582

+ 1 37_38WDR18_uc002lqn.1_RNA|WDR18_uc010drx.1_Missense_Mutation_p.P4L|WDR18_uc010dry.1_Missense_Mutation_p.P4LNM_024100 NP_077005 Q9BV38 WDR18_HUMAN 1ATGGCGGCGCCCATGGAGGTGG0.728



+ 4 372GPX4_uc010xgh.1_Nonsense_Mutation_p.R89*|GPX4_uc010xgi.1_Nonsense_Mutation_p.R126*NM_002085 NP_002076 P36969 GPX4_HUMAN 0CCTGCACGCCCGATACGCTGA0.647

+ 4 1232ZNF556_uc002lwq.2_Missense_Mutation_p.S381FNM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 8. 3TATGGTTGGTCCTCATCTTTA0.468

- 4 470ADAMTS10_uc002mkk.1_5'UTRNM_030957 NP_112219 Q9H324 ATS10_HUMAN 4CCCGTGCCGCGGCGCTGCCTC0.682

- 84 43654MUC16_uc010dwi.2_RNA|MUC16_uc010dwj.2_Missense_Mutation_p.E1284K|MUC16_uc010xki.1_RNANM_024690 NP_078966 Q8WXI7 MUC16_HUMANCytoplasmic (Potential). 57TATTCTCCTTCCTTCTTCCGC0.587

- 28 38225 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential). 57TGTGGAGGTCCCAGGAGCTGA0.498

- 3 21530 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGAAATGGGAGGAGGTGAGGT0.522

- 3 19546 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGACCTGTTTGGGTGGCAATG0.507

+ 7 1272ZNF559_uc002mlf.2_5'UTR|ZNF559_uc010dwl.1_5'UTR|ZNF559_uc010xkn.1_Missense_Mutation_p.G201R|ZNF559_uc010dwm.1_3'UTR|ZNF559_uc002mle.3_Missense_Mutation_p.G273R|ZNF559_uc010dwk.1_5'UTR|ZNF559_uc002mld.2_3'UTR|ZNF559_uc010dwo.1_Intron|ZNF177_uc002mli.2_Intron|ZNF177_uc002mlj.2_IntronNM_032497 NP_115886 Q9BR84 ZN559_HUMAN 1AATTTATGGTGGAGAGAGACC0.383

- 3 351ECSIT_uc002msa.1_5'Flank|ECSIT_uc010dyc.1_Nonsense_Mutation_p.E73*|ECSIT_uc010dyd.2_Nonsense_Mutation_p.E73*|ECSIT_uc010xma.1_IntronNM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1AACAGGTCCTCAAAGGGCACC0.657

- 1 89 NM_006563 NP_006554 Q13351 KLF1_HUMAN Pro-rich. 0GCTGATGGAGGGCAAGGCGGT0.652

+ 5 686RAD23A_uc002mvx.1_Nonsense_Mutation_p.R193*|RAD23A_uc002mvz.1_Nonsense_Mutation_p.R193*|RAD23A_uc002mwa.1_Nonsense_Mutation_p.R193*|RAD23A_uc002mvy.1_Nonsense_Mutation_p.R28*|RAD23A_uc010xmw.1_Nonsense_Mutation_p.R28*NM_005053 NP_005044 P54725 RD23A_HUMAN UBA 1. 1CAACCCCCACCGAGCCGTGGA0.647

+ 1 180 NM_001145160 NP_001138632 P67936 TPM4_HUMAN By similarity. 13GCCATCGACCGCGCGGAGCAG0.652

- 28 3580 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN MHD1. 3TTGCATAGACGATGCTTGTCG0.562

- 23 3098_3099 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3AGAGGTCAATCCGCAGGGAGTT0.569

- 4 1076 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1CGCAGTAAGGATAGAGGAGCG0.413

- 4 1019 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCAGTATGAATTAT0.413

+ 5 1464ZNF430_uc002npk.2_Missense_Mutation_p.T451SNM_025189 NP_079465 Q9H8G1 ZN430_HUMAN 2GATAATTCATACTGGAGAGAA0.383

+ 4 731 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 1. 0TAAAAGAATTCATAGTGGAGA0.338

- 6 2463 NM_001080409 NP_001073878 2 TATGAATTAGCTTATGTTTCT0.378

- 2 821 NM_006003 NP_005994 P47985 UCRI_HUMAN Rieske. 0CCCATGGCAAGGGCAGTAATA0.478

- 3 269SLC7A9_uc002ntt.3_Intron|SLC7A9_uc002ntu.3_Missense_Mutation_p.S51F|SLC7A9_uc002ntw.3_IntronNM_001126335 NP_001119807 P82251 BAT1_HUMANExtracellular (Potential). 1AGACTTGGGGGAAACGAAGAT0.602

+ 9 828HPN_uc002nxr.1_Missense_Mutation_p.G195R|HPN_uc002nxs.1_Intron|HPN_uc010xsh.1_Missense_Mutation_p.G164R|HPN_uc002nxt.1_Missense_Mutation_p.G79R|LOC100128675_uc010xsi.1_IntronNM_002151 NP_002142 P05981 HEPS_HUMANExtracellular (Potential).|Peptidase S1. 2CCTGCTCTCCGGGGACTGGGT0.672

+ 10 931HPN_uc002nxr.1_Missense_Mutation_p.G229D|HPN_uc002nxs.1_Missense_Mutation_p.G71D|HPN_uc010xsh.1_Missense_Mutation_p.G198D|HPN_uc002nxt.1_Missense_Mutation_p.G113D|LOC100128675_uc010xsi.1_IntronNM_002151 NP_002142 P05981 HEPS_HUMANExtracellular (Potential).|Peptidase S1. 2TCTCCCCACGGTCTGCAGCTG0.662

+ 8 878USF2_uc010xss.1_Missense_Mutation_p.Q257K|USF2_uc002nyr.1_Missense_Mutation_p.Q190K|USF2_uc002nys.1_Missense_Mutation_p.Q59K|USF2_uc002nyt.1_Missense_Mutation_p.Q126K|USF2_uc002nyu.1_Missense_Mutation_p.Q59K|USF2_uc002nyv.1_Missense_Mutation_p.Q59KNM_003367 NP_003358 Q15853 USF2_HUMANHelix-loop-helix motif. 0CTGGATCGTCCAGCTTTCGAA0.612

+ 4 465RBM42_uc010xsx.1_Missense_Mutation_p.R130Q|RBM42_uc010eef.2_Intron|RBM42_uc002oao.2_Missense_Mutation_p.R130Q|RBM42_uc002oap.2_Missense_Mutation_p.R130Q|RBM42_uc002oaq.2_Missense_Mutation_p.R130Q|RBM42_uc010eeg.2_Missense_Mutation_p.R130QNM_024321 NP_077297 Q9BTD8 RBM42_HUMAN 0CCTGGTGATCGGAGTCACCTG0.597

+ 8 1203RBM42_uc010eef.2_Nonsense_Mutation_p.W322*|RBM42_uc002oao.2_Nonsense_Mutation_p.W354*|RBM42_uc002oap.2_Nonsense_Mutation_p.W346*|RBM42_uc002oaq.2_Nonsense_Mutation_p.W347*|RBM42_uc010eeg.2_Nonsense_Mutation_p.W347*NM_024321 NP_077297 Q9BTD8 RBM42_HUMANNecessary for interaction with HNRNPK (By similarity).0CTGCTGGAGTGGGATGCAGGT0.617

- 26 3370NPHS1_uc010eem.1_RNANM_004646 NP_004637 O60500 NPHN_HUMANCytoplasmic (Potential). 5CTCTGAGTGTCCCGCTCTCCT0.602

- 18 2335 NM_004646 NP_004637 O60500 NPHN_HUMANIg-like C2-type 7.|Extracellular (Potential).p.G779*(1) 5TCATCTTCTCCCTGGAGGCCC0.572

- 5 1194uc002ofp.1_5'Flank|ZNF585B_uc002ofr.1_Nonsense_Mutation_p.Q128*NM_152279 NP_689492 Q52M93 Z585B_HUMAN C2H2-type 6. 1TGATGTACCTGAAGTTGTGAC0.388

+ 7 1379ZNF283_uc002oxp.3_Missense_Mutation_p.G232CNM_181845 NP_862828 Q8N7M2 ZN283_HUMAN 0AATCCATACTGGTAAGAAACC0.378

- 6 1502_1503ZNF229_uc010ejk.1_Missense_Mutation_p.G11R|ZNF229_uc010ejl.1_Missense_Mutation_p.G351RNM_014518 NP_055333 Q9UJW7 ZN229_HUMAN C2H2-type 2. 4TACCTGAACCCCTTTCCACAGA0.515

+ 7 1020KLC3_uc010ejy.1_Missense_Mutation_p.G301E|KLC3_uc002pbg.1_Missense_Mutation_p.G316ENM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 3. 1GTCCTCTATGGGAAGCGTGGG0.657

- 20 2877SYMPK_uc002pdo.1_Missense_Mutation_p.R878W|SYMPK_uc002pdp.1_Missense_Mutation_p.R878WNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1TAGAGATCCCGGACCCGCTTC0.632

+ 2 548 EHD2_uc010xyu.1_IntronNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2CTTTGTGGCCGTCATGCACGG0.652

- 5 1342 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1ACCGCCCCACGGAGGTCGGGA0.667

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

+ 12 1413MED25_uc010ybe.1_Missense_Mutation_p.P241S|MED25_uc002ppx.1_Missense_Mutation_p.P235SNM_030973 NP_112235 Q71SY5 MED25_HUMANInteraction with VP16.|Interaction with CREBBP. 1GCAGCTCATCCCCCAGCAGCT0.687

+ 4 293SPIB_uc002pse.2_Missense_Mutation_p.E90K|SPIB_uc010ycc.1_IntronNM_003121 NP_003112 Q01892 SPIB_HUMAN 2AGGGAACCTCGAACTGGCCCC0.642

+ 4 262 NM_004533 NP_004524 Q14324 MYPC2_HUMANIg-like C2-type 1. 1GGACGCAGTGGTCGTGGCCAA0.582

- 17 2246SHANK1_uc002psw.1_Missense_Mutation_p.R127CNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN PDZ. 2CCCCCTTGGCGGATCATGTTC0.602

+ 1 634 NM_001506 NP_001497 O75388 GPR32_HUMANExtracellular (Potential). 1GGTCGTGGAGGGACACATTAT0.552

- 5 1468ZNF614_uc002pyi.3_Intron|ZNF614_uc010epj.2_Missense_Mutation_p.R59CNM_025040 NP_079316 Q8N883 ZN614_HUMAN C2H2-type 5. 5ACAAGATAGCGCTTCATGGTG0.428

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0ATGTCACACTGGTGAGAAACC0.418

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

- 5 1012LILRA6_uc002qew.1_Intron|LILRB5_uc010yer.1_Missense_Mutation_p.L292F|LILRB5_uc002qey.2_Missense_Mutation_p.L301F|LILRB5_uc002qez.2_Missense_Mutation_p.L201F|LILRB5_uc002qfa.1_Missense_Mutation_p.L191F|LILRB5_uc010yes.1_RNANM_006840 NP_006831 O75023 LIRB5_HUMANIg-like C2-type 3.|Extracellular (Potential). 2CTAGGGGAGAGGTTGTGTGCA0.692

+ 6 1069NLRP2_uc010yfp.1_Missense_Mutation_p.P305L|NLRP2_uc010esn.2_Missense_Mutation_p.P304L|NLRP2_uc010eso.2_Missense_Mutation_p.P325L|NLRP2_uc010esp.2_Missense_Mutation_p.P306LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN NACHT. 2GTGATGTTACCCAAGGCCGCC0.662

+ 4 607SUV420H2_uc010esx.1_Missense_Mutation_p.G120E|SUV420H2_uc002qkk.1_Missense_Mutation_p.G120E|SUV420H2_uc002qkl.2_Missense_Mutation_p.G5ENM_032701 NP_116090 Q86Y97 SV422_HUMAN SET. 0GAGACCAACGGGGCCAAGATC0.597



+ 2 1180ZNF581_uc002qlq.2_Missense_Mutation_p.R155Q|CCDC106_uc002qlr.2_5'FlankNM_016535 NP_057619 Q9P0T4 ZN581_HUMAN C2H2-type 3. 0CGCCGCTTCCGGGATGCGGGT0.672

+ 4 2352 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11GTATGAAGATGGAGGGAAGCT0.483

+ 4 1003 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0TGTCCTGCTTGGTGCCTGAAT0.393

- 21 2268 NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4TCGGAACCATGGTAAGTAAAC0.408

+ 4 655FAM179A_uc010ymm.1_Nonsense_Mutation_p.Q102*NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4TTTGGGGGACCAGCCCCTGGT0.607

- 4 542 NM_000348 NP_000339 P31213 S5A2_HUMANHelical; (Potential). 0TGTTTATTCCCATTCCCAAAA0.403

- 23 3675SOS1_uc002rrj.3_Missense_Mutation_p.P811SNM_005633 NP_005624 Q07889 SOS1_HUMAN 10GGTAATAAGGGAGGGCTTTCA0.502

- 5 856EFEMP1_uc002rzi.2_Missense_Mutation_p.E176K|EFEMP1_uc002rzj.2_Missense_Mutation_p.E176K|EFEMP1_uc010ypc.1_Missense_Mutation_p.E118KNM_004105 NP_004096 Q12805 FBLN3_HUMANEGF-like 2; calcium-binding (Potential). 6GCAGTGCACTCGTCTATGTCT0.443

- 1 199FAM161A_uc002sbm.3_Missense_Mutation_p.E33K|FAM161A_uc002sbn.3_5'UTR|FAM161A_uc010fcm.1_RNA|FAM161A_uc010fcn.1_5'UTRNM_032180 NP_115556 Q3B820 F161A_HUMAN 3AAGGGGTCTTCGCGTTCGTAC0.652

+ 14 1816SEMA4F_uc010ffr.1_Missense_Mutation_p.R181C|SEMA4F_uc002snb.1_Missense_Mutation_p.R181C|SEMA4F_uc002snc.1_Missense_Mutation_p.R414CNM_004263 NP_004254 O95754 SEM4F_HUMANExtracellular (Potential). 4TCTCACAGAACGTCCAGTAGT0.527

- 10 1540C2orf3_uc010ffs.2_Missense_Mutation_p.I32M|C2orf3_uc002snn.2_Missense_Mutation_p.I301M|C2orf3_uc010fft.2_Missense_Mutation_p.I145MNM_003203 NP_003194 P16383 GCF_HUMAN 2ATTTCAACAAAATATTCTGGA0.318

- 19 3333_3334REV1_uc002tac.2_Missense_Mutation_p.R1040ENM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CTCGCCCTGCCTTTGTCTTTGA0.5

+ 2 490PSD4_uc002tjd.2_5'UTR|PSD4_uc002tje.2_Missense_Mutation_p.D102N|PSD4_uc002tjf.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2TACCAGACAAGATGCTCCTCC0.637

+ 2 494PSD4_uc002tjd.2_5'UTR|PSD4_uc002tje.2_Missense_Mutation_p.A103V|PSD4_uc002tjf.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2AGACAAGATGCTCCTCCCTGG0.637

+ 10 1026ARHGAP15_uc002tvn.2_Missense_Mutation_p.S58FNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN Rho-GAP. 2CGTGAAAATTCCACAGTTCCG0.428

- 46 6081 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 51. 20AAAGTGTCTGGGTGCTGGCGG0.433

- 8 709CACNB4_uc002txy.2_Missense_Mutation_p.D180A|CACNB4_uc002txz.2_Missense_Mutation_p.D196A|CACNB4_uc010fnz.2_Missense_Mutation_p.D214A|CACNB4_uc002tyb.2_Missense_Mutation_p.D180ANM_000726 NP_000717 O00305 CACB4_HUMAN 2CGGTACAACATCGTAAGGAGG0.473

- 22 3716BAZ2B_uc002uap.2_Nonsense_Mutation_p.Q1086*NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN DDT. 4AATCCCTCTTGAAGAACACTC0.428

- 2 483KCNH7_uc002uci.2_Missense_Mutation_p.E91KNM_033272 NP_150375 Q9NS40 KCNH7_HUMANCytoplasmic (Potential). 5ACTTTCCTCTCTTCTGACCCC0.423

- 28 6398SCN3A_uc010zcy.1_Missense_Mutation_p.S452F|SCN3A_uc002ucy.2_Missense_Mutation_p.S1920F|SCN3A_uc002ucz.2_Missense_Mutation_p.S1920FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ACTATCATAGGAAGGAGGAGA0.358

- 49 9282 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 23.|Extracellular (Potential). 29AGCCCCTCTCGTCGCTATAGT0.468 rs148612649

+ 6 470PPIG_uc010fpx.2_Intron|PPIG_uc010fpy.2_Missense_Mutation_p.G80R|PPIG_uc002ufa.2_Missense_Mutation_p.G84R|PPIG_uc002ufb.2_Missense_Mutation_p.G84R|PPIG_uc002ufc.1_Missense_Mutation_p.G84R|PPIG_uc002ufd.2_Missense_Mutation_p.G84RNM_004792 NP_004783 Q13427 PPIG_HUMANPPIase cyclophilin-type. 3TTTAGGAAATGGACGAGGAGG0.264

+ 5 753DCAF17_uc010zdq.1_RNA|DCAF17_uc010fqf.1_Missense_Mutation_p.A175E|DCAF17_uc010zdr.1_RNANM_025000 NP_079276 Q5H9S7 DCA17_HUMAN 0AGAGGCTCAGCAGTGGCCCGG0.353

+ 12 1396OSBPL6_uc002ulw.2_Missense_Mutation_p.R309C|OSBPL6_uc002uly.2_Missense_Mutation_p.R365C|OSBPL6_uc010zfe.1_Missense_Mutation_p.R309C|OSBPL6_uc002ulz.2_Missense_Mutation_p.R340C|OSBPL6_uc002uma.2_Missense_Mutation_p.R344CNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1GTCACCAGTTCGCTTGCATTC0.423

- 307 93765uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.V24876M|TTN_uc010zfi.1_Missense_Mutation_p.V24809M|TTN_uc010zfj.1_Missense_Mutation_p.V24684MNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAGTTGATCACGGTATAACGT0.428

- 288 85204uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R22022Q|TTN_uc010zfi.1_Missense_Mutation_p.R21955Q|TTN_uc010zfj.1_Missense_Mutation_p.R21830QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGCACTAACTCGGAATTTGTA0.448

- 275 76663uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.I19175N|TTN_uc010zfi.1_Missense_Mutation_p.I19108N|TTN_uc010zfj.1_Missense_Mutation_p.I18983NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATTATAGTAATAGGAACTGT0.378

- 46 15324TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCAGCAACTTCCCCTAAAGGT0.433

- 46 14285TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TTTTCTCCACCATAGTTCTAT0.328

- 3 331 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN Potential. 10CATGCCAGCCGAAGGAGGCTA0.468 rs146458136

- 8 1447WDR12_uc010ftt.2_Nonsense_Mutation_p.R233*NM_018256 NP_060726 Q9GZL7 WDR12_HUMANSufficient for nucleolar localization. 0TTTCTTGGTCGATTTGTGGAC0.388

+ 7 1002ABI2_uc010zig.1_RNA|ABI2_uc002uzz.2_Missense_Mutation_p.S250N|ABI2_uc010zih.1_Intron|ABI2_uc010zii.1_Missense_Mutation_p.S250N|ABI2_uc010zij.1_Missense_Mutation_p.S194N|ABI2_uc002vab.2_Missense_Mutation_p.S205N|ABI2_uc010zik.1_Missense_Mutation_p.S42N|ABI2_uc010zil.1_Missense_Mutation_p.S91N|ABI2_uc010zim.1_Missense_Mutation_p.S42N|ABI2_uc002vac.2_Missense_Mutation_p.S42N|ABI2_uc010zin.1_IntronNM_005759 NP_005750 Q9NYB9 ABI2_HUMAN Pro-rich. 0AGTAGTCGGAGCAGCAGTCGA0.473

- 21 3081ABCA12_uc002vev.2_Missense_Mutation_p.G636E|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11GCACTTACTTCCAAAGAGTTC0.388

- 17 2034GLB1L_uc002vkk.2_Missense_Mutation_p.L356F|GLB1L_uc010zkx.1_Missense_Mutation_p.L509F|GLB1L_uc002vkn.2_Missense_Mutation_p.L599FNM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0ATTTTGTTGAGGGCTCCCCTA0.483

- 8 1012GLB1L_uc002vkk.2_Missense_Mutation_p.G15V|GLB1L_uc010zkx.1_Missense_Mutation_p.G168V|GLB1L_uc002vkn.2_Missense_Mutation_p.G258VNM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0CACCAATGGCCCATGGGGTTC0.493

- 13 1836PTPRN_uc010zlc.1_Missense_Mutation_p.A493S|PTPRN_uc002vla.2_Missense_Mutation_p.A554SNM_002846 NP_002837 Q16849 PTPRN_HUMANHelical; (Potential). 4CCTGCCAGGGCCACCAGAGTG0.652

+ 11 1378ALPI_uc002vsu.3_Splice_Site_p.G345_spliceNM_001631 NP_001622 P09923 PPBI_HUMAN 1CCTCCTACCAGGGAGCCCCGA0.716

- 1 316UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_IntronNM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0CCGCCCTCCGCCCCCGCCTCG0.647

- 19 6623COL6A3_uc002vwo.2_Missense_Mutation_p.G1907D|COL6A3_uc010znj.1_Missense_Mutation_p.G1506DNM_004369 NP_004360 P12111 CO6A3_HUMANTriple-helical region.|Collagen-like 2. 18ACCATCCAGACCATCCAGTCC0.408

+ 2 259 NM_005855 NP_005846 O60894 RAMP1_HUMANExtracellular (Potential). 0CTGCCTCACCCAGTTCCAGGT0.617

+ 8 1405RNPEPL1_uc010fzf.2_Missense_Mutation_p.R177Q|RNPEPL1_uc002vzj.2_5'UTRNM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2GTGGACTGCCGGGCAGGTGAG0.642

+ 3 487 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1GGAGATGATCCGGCCCAGCGT0.637 rs146987702

+ 2 211 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3ACCAGCATTTCCTGTGATTCA0.363

+ 4 578 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9GGAAGATGCCGGCATCATCTT0.453 rs138092626

- 2 1078uc002whv.1_Intron|UBOX5_uc002whw.2_Intron|UBOX5_uc002whx.2_Intron|UBOX5_uc002why.1_IntronNM_021826 NP_068598 Q7L8L6 FAKD5_HUMAN 0AGGTACTTTGCGGCCTAAGTA0.393

+ 9 1714ATRN_uc002wil.2_Missense_Mutation_p.Q542KNM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Kelch 4. 2TGTGGATACCCAGATGTGGTG0.433

+ 26 2537PLCB4_uc010gbw.1_Missense_Mutation_p.L801F|PLCB4_uc010gbx.2_Missense_Mutation_p.L813F|PLCB4_uc002wne.2_Missense_Mutation_p.L801F|PLCB4_uc002wnh.2_Missense_Mutation_p.L648FNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15ACACATTTCCCTTCGAAATGA0.413



- 5 996PAK7_uc002wnk.2_Missense_Mutation_p.L151F|PAK7_uc002wnj.2_Missense_Mutation_p.L151F|PAK7_uc010gby.1_Missense_Mutation_p.L151FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23TCTCCATAGAGACTCTTCTCC0.493

+ 5 722 NM_002862 NP_002853 P11216 PYGB_HUMAN 2GCACTTCTACGGACGCGTGGA0.637

+ 2 71FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0TCGCCCTGAAATCTGGCTATG0.353

+ 12 3677ASXL1_uc010geb.2_Missense_Mutation_p.S975NNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248CTGCTGGCCAGTACTGAGTAC0.577

+ 14 1793DNMT3B_uc010ztx.1_RNA|DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.S471N|DNMT3B_uc002wye.2_Missense_Mutation_p.S471N|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.S429N|DNMT3B_uc010zua.1_Missense_Mutation_p.S395N|DNMT3B_uc002wyf.2_Missense_Mutation_p.S483N|DNMT3B_uc002wyg.2_Missense_Mutation_p.S190NNM_006892 NP_008823 Q9UBC3 DNM3B_HUMANPHD-type; atypical.|Interaction with the PRC2/EED-EZH2 complex (By similarity).|ADD.5CTGCTTTGCAGCAACACGAGC0.582

+ 3 712CBFA2T2_uc010zug.1_Intron|CBFA2T2_uc002wze.1_Missense_Mutation_p.P50S|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.P30S|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN Pro-rich. 2TCCTGGAGGACCGAGGCCAGT0.502

+ 13 1445PLCG1_uc002xjo.1_Missense_Mutation_p.V442M|PLCG1_uc010zwe.1_Missense_Mutation_p.V68M|PLCG1_uc010ggf.2_5'FlankNM_182811 NP_877963 P19174 PLCG1_HUMANPI-PLC X-box. 8CACCAAGCCCGTGGAGATCTC0.572

- 24 3542PTPRT_uc010ggj.2_Missense_Mutation_p.R1139W|PTPRT_uc010ggi.2_Missense_Mutation_p.R323WNM_007050 NP_008981 O14522 PTPRT_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).20CTTTGGGCCCGGAGCTCACGC0.567

- 4 810 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0GGAGCCAAGGGAGGGACACTC0.532

- 11 1575ZMYND8_uc010ghq.1_Missense_Mutation_p.H118Y|ZMYND8_uc010ghr.1_Missense_Mutation_p.H416Y|ZMYND8_uc002xst.1_Missense_Mutation_p.H416Y|ZMYND8_uc002xsu.1_Missense_Mutation_p.H441Y|ZMYND8_uc002xsv.1_Missense_Mutation_p.H416Y|ZMYND8_uc002xsw.1_Missense_Mutation_p.H193Y|ZMYND8_uc002xsx.1_Missense_Mutation_p.H193Y|ZMYND8_uc002xsy.1_Missense_Mutation_p.H416Y|ZMYND8_uc002xsz.1_Missense_Mutation_p.H378Y|ZMYND8_uc010zxy.1_Missense_Mutation_p.H468Y|ZMYND8_uc002xtb.1_Missense_Mutation_p.H461Y|ZMYND8_uc002xss.2_Missense_Mutation_p.H441Y|ZMYND8_uc010zxz.1_Missense_Mutation_p.H436Y|ZMYND8_uc002xtc.1_Missense_Mutation_p.H461Y|ZMYND8_uc002xtd.1_Missense_Mutation_p.H436Y|ZMYND8_uc002xte.1_Missense_Mutation_p.H441Y|ZMYND8_uc010zya.1_Missense_Mutation_p.H441Y|ZMYND8_uc002xtf.1_Missense_Mutation_p.H461Y|ZMYND8_uc002xtg.2_Missense_Mutation_p.H435Y|ZMYND8_uc010ghs.1_Missense_Mutation_p.H435YNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5GAGCCCGTGTGCACAGAAGAG0.597

+ 2 3898 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6CAGAGGTCTCCAGAAACAATA0.502

+ 9 1050RAE1_uc010gis.1_Missense_Mutation_p.E190K|RAE1_uc010git.1_Missense_Mutation_p.E237K|RAE1_uc002xyh.2_Missense_Mutation_p.E237K|RAE1_uc002xyi.2_Missense_Mutation_p.E237KNM_003610 NP_003601 P78406 RAE1L_HUMAN 0GGGAAGTATCGAGGGGAGAGT0.413

+ 10 1624CDH26_uc002ybf.1_Missense_Mutation_p.D22N|CDH26_uc010zzy.1_RNA|CDH26_uc002ybg.2_5'FlankNM_177980 NP_817089 Q8IXH8 CAD26_HUMANExtracellular (Potential).|Cadherin 4. 4GGTCAGCGTCGACAAAAACTC0.378 rs144761668

- 13 1054TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.R211Q|TPTE_uc002yir.1_Missense_Mutation_p.R191Q|TPTE_uc010gkv.1_Missense_Mutation_p.R91QNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5CCTTGTGTATCGCCTTTTGTT0.323

- 2 625 DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 1. 11GGCTAGGTACCATCTGAGAGT0.587

+ 16 2137 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1GGATGGAGTCGCGATACCACT0.537 rs150290645

+ 1 176C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198695 NP_941968 P60410 KR108_HUMAN19 X 5 AA repeats of C-C-X(3).|1. 2AAGCTGCTGCGAGCCCCGCTC0.672

+ 30 6640PCNT_uc002zjj.2_Missense_Mutation_p.P2060LNM_006031 NP_006022 O95613 PCNT_HUMAN 8CCAGATTCTCCCATTCAAGAA0.507

- 9 1431POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.G179E|POTEH_uc002zlj.1_Missense_Mutation_p.G295ENM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1ATGAGTACTTCCGTGCTTCTT0.358

- 1 1554_1555 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1CCCACTGGGCCCTTCCAATCTG0.495

+ 12 1099EMID1_uc003aem.2_Splice_Site_p.G344_splice|EMID1_uc003aeo.2_Splice_Site_p.G344_splice|EMID1_uc003aep.2_Splice_Site_p.G323_spliceNM_133455 NP_597712 Q96A84 EMID1_HUMAN 0CTCTTACACAGGGACTGCGTG0.627

+ 17 2613MTMR3_uc003agu.3_Missense_Mutation_p.S762L|MTMR3_uc003agw.3_Missense_Mutation_p.S762LNM_021090 NP_066576 Q13615 MTMR3_HUMAN 5CCTCTGTTCTCACAGGGCATT0.577

+ 12 2704CCDC157_uc011akv.1_Missense_Mutation_p.P682S|uc003aho.1_5'FlankNM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1CACATCCCCACCTCGGCAGCC0.682

+ 17 1316DEPDC5_uc011als.1_Missense_Mutation_p.R392C|DEPDC5_uc011alu.1_Missense_Mutation_p.R392C|DEPDC5_uc011alv.1_RNA|DEPDC5_uc003alt.2_Missense_Mutation_p.R392C|DEPDC5_uc003alr.1_Missense_Mutation_p.R392C|DEPDC5_uc011alt.1_Missense_Mutation_p.R364CNM_014662 NP_055477 O75140 DEPD5_HUMAN 8CCGTGATTCTCGTCTGGGCGA0.458

+ 6 670TOM1_uc011ami.1_Missense_Mutation_p.G149D|TOM1_uc011amj.1_Missense_Mutation_p.G25D|TOM1_uc003ans.2_Missense_Mutation_p.G25D|TOM1_uc011amk.1_Missense_Mutation_p.G144D|TOM1_uc003anp.2_Missense_Mutation_p.G182D|TOM1_uc011aml.1_Missense_Mutation_p.G137D|TOM1_uc003ano.2_RNA|TOM1_uc003anq.2_Missense_Mutation_p.G176D|TOM1_uc003anr.2_Missense_Mutation_p.G25DNM_005488 NP_005479 O60784 TOM1_HUMAN 1GATTCTGTGGGCACTGACTCC0.592

+ 3 831RASD2_uc003any.2_Missense_Mutation_p.G209DNM_014310 NP_055125 Q96D21 RHES_HUMANInteraction with GNB1, GNB2 and GNB3. 3GTGCAGTACGGTGACGCCTTC0.627

- 39 5729 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11CTGTTTGCAGGCTGCCTGGCG0.617

+ 7 1568TRIOBP_uc003atu.2_Missense_Mutation_p.A261T|TRIOBP_uc003atq.1_Missense_Mutation_p.A433T|TRIOBP_uc003ats.1_Missense_Mutation_p.A261TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AACATCCTGCGCCCAGCGGGA0.582

+ 9 961ADSL_uc003ays.3_Nonsense_Mutation_p.S301*|ADSL_uc003ayq.3_Nonsense_Mutation_p.S301*|ADSL_uc003ayr.3_Nonsense_Mutation_p.S77*|ADSL_uc003ayt.3_Nonsense_Mutation_p.S286*|ADSL_uc010gyb.1_RNANM_000026 NP_000017 P30566 PUR8_HUMAN 1CCCATGCGTTCAGAACGTTGC0.507

+ 5 515XRCC6_uc003bap.1_Missense_Mutation_p.V108I|XRCC6_uc011apc.1_Missense_Mutation_p.V99I|XRCC6_uc003baq.1_Missense_Mutation_p.V149I|XRCC6_uc003bar.1_Missense_Mutation_p.V149I|XRCC6_uc003bas.1_Missense_Mutation_p.V99INM_001469 NP_001460 P12956 XRCC6_HUMAN 5AGTGCTGTGGGTCTGTGCCAA0.473

+ 8 673SERHL_uc011apm.1_Intron|SERHL2_uc011apn.1_Missense_Mutation_p.G177R|SERHL2_uc010gyz.2_Missense_Mutation_p.G127R|SERHL2_uc010gyy.2_RNA|SERHL2_uc011apo.1_RNA|RRP7B_uc003bcs.2_IntronNM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0TGAGGAGTGCGGGGAGCTTCT0.498 rs148540655

+ 2 434SUMF1_uc003bps.1_Intron|SETMAR_uc003bpw.3_Nonsense_Mutation_p.R110*|SETMAR_uc003bpy.3_Intron|SETMAR_uc011asq.1_Nonsense_Mutation_p.R110*|SETMAR_uc011asr.1_Silent_p.A12A|SETMAR_uc010hbx.2_5'UTRNM_006515 NP_006506 Q53H47 SETMR_HUMANPre-SET.|Histone-lysine N-methyltransferase. 1TGTCCTGTGCCGATGCAGTGA0.463

+ 27 3631ITPR1_uc010hca.1_Missense_Mutation_p.L1080F|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.L26FNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21GCAGGAGGTGCTCCAGGCCTT0.567

- 3 960 NM_000916 NP_000907 P30559 OXYR_HUMANExtracellular (Potential). 0CTTGACCAGGCGGCACAGCAG0.642

+ 13 1481ATG7_uc003bwd.2_Missense_Mutation_p.R455H|ATG7_uc011aum.1_Missense_Mutation_p.R416HNM_006395 NP_006386 O95352 ATG7_HUMAN 1GAGCAAGCCCGCAGAGATGTG0.537

+ 13 3398CAND2_uc003bxj.2_Missense_Mutation_p.G1000RNM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 24. 4TGTGGAGGACGGGCTGAAGGA0.577

+ 19 4398FGD5_uc011avk.1_Missense_Mutation_p.H1387Y|FGD5_uc003bzd.2_Missense_Mutation_p.H508YNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN PH 2. 5ACCTATTTTTCACCTTTACCA0.423

+ 10 1899 NM_003884 NP_003875 Q92831 KAT2B_HUMAN 3GGATGAGGCGGCAAGGTTGGA0.493

+ 15 1278FBXL2_uc011axm.1_RNA|FBXL2_uc011axn.1_RNA|FBXL2_uc011axo.1_Missense_Mutation_p.V298I|FBXL2_uc011axp.1_Missense_Mutation_p.V319I|FBXL2_uc011axq.1_RNA|FBXL2_uc011axr.1_RNA|FBXL2_uc011axs.1_RNANM_012157 NP_036289 Q9UKC9 FBXL2_HUMAN 1CTTTGCTCCCGTCACCCCACC0.517

- 7 1045CLASP2_uc010hgb.2_RNANM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4AAAATCATACCGCCTGAACTT0.284

- 12 6279 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CGGAAGTGGCGATACAGGAGA0.587

- 4 3099 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2TGAAGTAAATCCACCACTCCA0.433

+ 13 1722VILL_uc003chl.2_Missense_Mutation_p.P479H|VILL_uc010hgu.2_Missense_Mutation_p.P309HNM_015873 NP_056957 O15195 VILL_HUMAN 0AGCGAGCCCCCCCACTTCCTC0.597

+ 11 1697_1698DLEC1_uc003chp.1_Missense_Mutation_p.S559F|DLEC1_uc010hgv.1_Missense_Mutation_p.S559F|DLEC1_uc003chr.1_5'Flank|DLEC1_uc003chq.1_IntronNM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9GTCTTGTTTTCCCCAAAGAGCC0.564

- 27 4685 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN IV. 10ACTTTGAAGTGACTTAAGAAT0.473

+ 11 1900MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Missense_Mutation_p.E589K|MYRIP_uc010hhw.2_Missense_Mutation_p.E500K|MYRIP_uc011ayz.1_Missense_Mutation_p.E402K|uc003ckb.2_IntronNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5CAGGCTGTACGAGTTAGCAAT0.493

+ 13 1715TRAK1_uc011azh.1_Missense_Mutation_p.R500K|TRAK1_uc011azi.1_Missense_Mutation_p.R500K|TRAK1_uc003ckz.3_Missense_Mutation_p.R426K|TRAK1_uc011azj.1_Missense_Mutation_p.R426K|TRAK1_uc003cla.2_Missense_Mutation_p.R442KNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANInteraction with HGS.|Potential. 1ACGGCGCTGAGGCGGCTGTCC0.642



- 3 370ANO10_uc011azs.1_Nonsense_Mutation_p.Q67*|ANO10_uc003cmw.2_Intron|ANO10_uc010hil.2_Nonsense_Mutation_p.Q67*|ANO10_uc011azt.1_IntronNM_018075 NP_060545 Q9NW15 ANO10_HUMANCytoplasmic (Potential). 2TATAAGTTCTGATTTTCTAGT0.358

- 2 996 CCR3_uc003cpg.1_IntronNM_001295 NP_001286 P32246 CCR1_HUMANCytoplasmic (Potential). 3AGGTACTTCCGGAACCTCTCA0.587

+ 1 190KIF9_uc010hjp.2_5'Flank|KIF9_uc003cqx.2_5'Flank|KIF9_uc003cqy.2_5'Flank|KIF9_uc011bat.1_5'Flank|KIF9_uc011bau.1_5'Flank|KIF9_uc003cra.3_5'Flank|KLHL18_uc003crb.2_RNA|KLHL18_uc003crc.2_Missense_Mutation_p.S22C|KLHL18_uc011bav.1_5'UTRNM_025010 NP_079286 O94889 KLH18_HUMAN 0TGAGTTGCCTAGTCGCGGCTA0.662

- 102 7659 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region.|Cell attachment site (Potential). 11ATTGTCTCCCCGAGGTCCTTT0.602

+ 5 3100 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GGGCACCTCTCCCACCTCTCT0.647

+ 20 3692DNAH1_uc003ddt.1_Missense_Mutation_p.S1144NNM_015512 NP_056327 Q9P2D7 DYH1_HUMANStem (By similarity). 3CATATCGAGAGCATCAGCAAG0.612

+ 67 11003DNAH1_uc003ddv.2_Missense_Mutation_p.P439LNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3TCGAACCTGCCAACCTTTTCC0.582

+ 10 1699PHF7_uc003ddz.2_Missense_Mutation_p.E259GNM_016483 NP_057567 Q9BWX1 PHF7_HUMAN 1TGGGAGTGTGAGGAGTGTTCA0.582

- 20 3024ROBO1_uc003dqb.2_Missense_Mutation_p.P900L|ROBO1_uc003dqc.2_Intron|ROBO1_uc003dqd.2_Intron|ROBO1_uc010hoh.2_Missense_Mutation_p.P131L|ROBO1_uc011bgl.1_Missense_Mutation_p.P511LNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANCytoplasmic (Potential). 2GGTAAAAGACGGGACTGAAAA0.343

+ 1 364 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANCytoplasmic (Potential). 2GGCATATGATCGCTATGTAGC0.378

+ 5 2430COL8A1_uc003dth.1_Missense_Mutation_p.G729R|COL8A1_uc003dti.1_Missense_Mutation_p.G730RNM_001850 NP_001841 P27658 CO8A1_HUMANC1q.|Nonhelical region (NC1). 0ACTGTATGCCGGGCAGTATGT0.463

+ 4 424HHLA2_uc011bhl.1_Intron|HHLA2_uc010hpu.2_Missense_Mutation_p.P86L|HHLA2_uc003dwz.2_Missense_Mutation_p.P86LNM_007072 NP_009003 Q9UM44 HHLA2_HUMANIg-like V-type 1. 1AGCCAAGATCCCAGATATGCA0.408

+ 1 263IGSF11_uc003eby.2_5'Flank|IGSF11_uc003ebz.2_5'Flank|IGSF11_uc010hqs.2_5'Flank|C3orf30_uc011biw.1_Missense_Mutation_p.V75INM_152539 NP_689752 Q96M34 CC030_HUMAN 2TACCAACGGAGTAGCTGAACA0.502

- 2 156PARP9_uc003eff.3_Missense_Mutation_p.S4F|PARP9_uc011bjs.1_Missense_Mutation_p.S4F|PARP9_uc003efg.2_Missense_Mutation_p.S4F|PARP9_uc003efi.2_Missense_Mutation_p.S4F|PARP9_uc003efh.2_Missense_Mutation_p.S4F|PARP9_uc003efj.2_Missense_Mutation_p.S4FNM_001146102 NP_001139574 Q8IXQ6 PARP9_HUMAN p.S4S(1) 4TTTTACCATGGAAAAGTCCAT0.418

- 28 4962PLXND1_uc011blb.1_Missense_Mutation_p.R289QNM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANCytoplasmic (Potential). 1GTCCAGGTCCCGAAGGATGTA0.647

+ 2 318FAIM_uc003eso.1_Missense_Mutation_p.E54K|FAIM_uc003esp.2_Missense_Mutation_p.E54K|FAIM_uc003esq.2_Missense_Mutation_p.E42K|FAIM_uc003ess.2_Missense_Mutation_p.E20KNM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0CCACAAGATCGAATTTGAACA0.363

- 8 1120 NM_173653 NP_775924 Q8IVB4 SL9A9_HUMANHelical; (Potential). 3AAACAGGCCGGTTTCCAGCAT0.493

- 8 1212PLSCR4_uc010huz.2_Missense_Mutation_p.H295Y|PLSCR4_uc003evt.3_Missense_Mutation_p.H295Y|PLSCR4_uc010hva.2_Missense_Mutation_p.H205Y|PLSCR4_uc003evu.3_Missense_Mutation_p.H190YNM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMANCytoplasmic (By similarity). 0AGTGGGAAGTGAATGTCAAAA0.428 rs138186262

+ 39 5976MED12L_uc011bnz.1_IntronNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7TTCCAACCCCGTGCTAATGGA0.587

- 4 2338 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13ACCACTGGGGGTGGGCTCACT0.507

- 9 1411SLC2A2_uc003fhf.1_Missense_Mutation_p.L195F|SLC2A2_uc011bpu.1_Missense_Mutation_p.L241FNM_000340 NP_000331 P11168 GTR2_HUMANCytoplasmic (Potential). 2ATTAGAAAGAGAGAACGTCGC0.403

- 4 445TNFSF10_uc003fie.2_IntronNM_003810 NP_003801 P50591 TNF10_HUMANExtracellular (Potential). 5CTGAGGACCTCTTTCTCTCAC0.403

- 5 1412NCEH1_uc003fig.2_Missense_Mutation_p.S417T|NCEH1_uc011bpw.1_Missense_Mutation_p.S252T|NCEH1_uc011bpy.1_Missense_Mutation_p.S252TNM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANLumenal (Potential). 0GGTGGGCCAGCTAGTGAAAAT0.493

+ 4 581uc003fjb.1_Intron|uc003fjc.1_Intron|KCNMB2_uc003fje.2_Missense_Mutation_p.E80K|KCNMB2_uc003fjf.2_Missense_Mutation_p.E80K|KCNMB2_uc011bqa.1_Intron|KCNMB2_uc011bqb.1_IntronNM_181361 NP_852006 Q9Y691 KCMB2_HUMANExtracellular (Potential). 1CGTGTGGACCGAAGAGTCTCA0.483

+ 1 1768FAM131A_uc003fob.1_Missense_Mutation_p.R43L|FAM131A_uc003foc.2_Missense_Mutation_p.R81L|FAM131A_uc003foe.2_Missense_Mutation_p.R81LNM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1CAAGAGGCTCGCTTTGCAGCA0.448

+ 3 657 NM_004443 NP_004434 P54753 EPHB3_HUMANExtracellular (Potential). 11GGCCATGAATCCCATCCGCAC0.557

+ 8 1183TP63_uc003frx.2_Missense_Mutation_p.S365L|TP63_uc003frz.2_Missense_Mutation_p.S365L|TP63_uc010hzc.1_Missense_Mutation_p.S365L|TP63_uc003fsa.2_Missense_Mutation_p.S271L|TP63_uc003fsb.2_Missense_Mutation_p.S271L|TP63_uc003fsc.2_Missense_Mutation_p.S271L|TP63_uc003fsd.2_Missense_Mutation_p.S271L|TP63_uc010hzd.1_Missense_Mutation_p.S186L|TP63_uc003fse.1_Missense_Mutation_p.S246LNM_003722 NP_003713 Q9H3D4 P63_HUMANInteraction with HIPK2.p.S365L(1) 12CAGCAAGTTTCGGACAGTACA0.537 rs147148566

+ 6 897IL1RAP_uc003fsk.2_Missense_Mutation_p.V231I|IL1RAP_uc003fsl.2_Missense_Mutation_p.V231I|IL1RAP_uc010hzf.2_Missense_Mutation_p.V90I|IL1RAP_uc010hzg.1_Missense_Mutation_p.V231I|IL1RAP_uc003fsn.1_RNA|IL1RAP_uc003fso.1_Missense_Mutation_p.V231I|IL1RAP_uc003fsp.1_RNA|IL1RAP_uc003fsq.2_Missense_Mutation_p.V231INM_002182 NP_002173 Q9NPH3 IL1AP_HUMANExtracellular (Potential). 1GACTCTGACTGTAAAGGTAGT0.328

- 22 15657MUC4_uc010hzq.2_Missense_Mutation_p.S51L|MUC4_uc003fuz.2_Missense_Mutation_p.S792L|MUC4_uc003fva.2_Missense_Mutation_p.S674L|MUC4_uc003fvb.2_Missense_Mutation_p.S710L|MUC4_uc003fvc.2_RNA|MUC4_uc003fvd.2_RNA|MUC4_uc003fve.2_Missense_Mutation_p.S710L|MUC4_uc010hzr.2_RNA|MUC4_uc011btf.1_Missense_Mutation_p.S674L|MUC4_uc011btg.1_RNA|MUC4_uc011bth.1_Missense_Mutation_p.S758L|MUC4_uc011bti.1_Missense_Mutation_p.S758L|MUC4_uc011btj.1_Missense_Mutation_p.S935L|MUC4_uc011btk.1_Missense_Mutation_p.S674L|MUC4_uc011btl.1_Missense_Mutation_p.S703L|MUC4_uc011btm.1_Missense_Mutation_p.S883L|MUC4_uc011btn.1_Missense_Mutation_p.S674L|MUC4_uc003fvo.2_Missense_Mutation_p.S958L|MUC4_uc003fvp.2_Missense_Mutation_p.S907LNM_018406 NP_060876 Q99102 MUC4_HUMAN 0AGCACTGACCGAGGCGTTGAC0.572

- 3 2319ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.I575N|ZNF721_uc010ibe.2_Missense_Mutation_p.I531NNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TACATAAAGGATTGCGGACTG0.403

- 3 2300ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.A569T|ZNF721_uc010ibe.2_Missense_Mutation_p.A525TNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGCTTTGCCACAT0.408

+ 6 1110PIGG_uc003gaj.3_Missense_Mutation_p.P325L|PIGG_uc011bux.1_RNA|PIGG_uc010ibf.2_Missense_Mutation_p.P192L|PIGG_uc003gal.3_Missense_Mutation_p.P236L|PIGG_uc003gai.2_RNA|PIGG_uc011buw.1_Missense_Mutation_p.P203L|PIGG_uc003gam.2_Missense_Mutation_p.P236L|PIGG_uc003gan.2_Missense_Mutation_p.P236LNM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANLumenal (Potential). 4CTTGGCTTACCGATTCCAAAA0.448

- 3 459DGKQ_uc010ibn.2_Missense_Mutation_p.L129FNM_001347 NP_001338 P52824 DGKQ_HUMANPhorbol-ester/DAG-type 2. 1CGCTTGTGGAGCCCCCGGGGG0.677

- 4 761ZFYVE28_uc011bvk.1_Missense_Mutation_p.R78W|ZFYVE28_uc011bvl.1_Missense_Mutation_p.R148W|ZFYVE28_uc003gey.3_Missense_Mutation_p.R78W|ZFYVE28_uc003gez.2_Missense_Mutation_p.R101W|ZFYVE28_uc003gew.1_Missense_Mutation_p.R34WNM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3TTCAGGTCCCGCAGCGCCTGG0.647

- 8 1856PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8TGGTGATCGGGAACACGACCT0.458

- 2 540TLR10_uc003gtj.2_Missense_Mutation_p.D54A|TLR10_uc003gtk.2_Missense_Mutation_p.D54ANM_030956 NP_112218 Q9BXR5 TLR10_HUMANExtracellular (Potential).|LRR 2. 2ATAGGATAAATCCAGTGTCGT0.448

+ 2 928 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMANCytoplasmic (Potential). 2GACTTCAGTTCCAGTTGACAC0.557

- 6 1266GABRA2_uc010igc.2_Nonsense_Mutation_p.W198*|GABRA2_uc011bzc.1_Nonsense_Mutation_p.W143*|GABRA2_uc003gxe.2_Nonsense_Mutation_p.W198*NM_001114175 NP_001107647 P47869 GBRA2_HUMANExtracellular (Probable). 4ATTGTAAGTCCAAATATAAGT0.363

- 14 1960CORIN_uc011bzf.1_Missense_Mutation_p.E484K|CORIN_uc011bzg.1_Missense_Mutation_p.E556K|CORIN_uc011bzh.1_Missense_Mutation_p.E586KNM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANExtracellular (Potential).|LDL-receptor class A 6. 2GATGGACATTCCCAAAGATCT0.373

- 3 345OCIAD2_uc003gyu.2_Missense_Mutation_p.E48KNM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0AAACTTTCTTCCTGACATTCT0.383

- 5 1070PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.I176F|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4ATGCTGGTAATTTCACCATCT0.408

+ 21 3565LPHN3_uc003hcq.3_Missense_Mutation_p.R1131Q|LPHN3_uc003hct.2_Missense_Mutation_p.R515QNM_015236 NP_056051 Q9HAR2 LPHN3_HUMANCytoplasmic (Potential). 18GGCTAGGTACGAAAAGAGTAT0.373

+ 5 1325UGT2B10_uc011cam.1_Missense_Mutation_p.D350NNM_001075 NP_001066 P36537 UDB10_HUMAN 5AGTAATTAATGATCCTTCGTG0.383

+ 1 388UGT2B7_uc010ihq.2_Missense_Mutation_p.E114DNM_001074 NP_001065 P16662 UD2B7_HUMAN 2AAGTACAGGAAATCATGTCAA0.303

+ 4 965MUC7_uc011cau.1_Missense_Mutation_p.P226L|MUC7_uc003hfj.2_Missense_Mutation_p.P226L|uc011cav.1_IntronNM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4CCAGCTCCACCATCTTCCTCA0.582

- 4 508GC_uc003hgd.2_Translation_Start_Site|GC_uc010iie.2_Nonsense_Mutation_p.R119*|GC_uc010iif.2_Nonsense_Mutation_p.R138*NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 1. 3CAGAGCTTTCGTTCCAGGCCC0.532

- 22 4180ANKRD17_uc003hgo.2_Missense_Mutation_p.T1242A|ANKRD17_uc003hgq.2_Missense_Mutation_p.T1104A|ANKRD17_uc003hgr.2_Missense_Mutation_p.T1354A|ANKRD17_uc011cbd.1_Missense_Mutation_p.T920ANM_032217 NP_115593 O75179 ANR17_HUMAN ANK 24. 10CACAATGGAGTGTTCCCCTTC0.393



- 15 2229PPEF2_uc003hiy.2_RNA|PPEF2_uc003hiz.1_3'UTRNM_006239 NP_006230 O14830 PPE2_HUMAN 4AAGACTTGTACTCCAGCATGT0.542

- 1 1471 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TCAAATCGTTCCATCCTGAGA0.512

+ 21 2857HERC5_uc011cdm.1_Missense_Mutation_p.P540SNM_016323 NP_057407 Q9UII4 HERC5_HUMAN HECT. 9ATTATTCCACCCCGAAGAACT0.328

- 14 2564 NM_003728 NP_003719 O95185 UNC5C_HUMANCytoplasmic (Potential). 4TGCCCTTCTCCTTCCACCTGC0.522

+ 21 3625EGF_uc011cfu.1_Missense_Mutation_p.R1016K|EGF_uc011cfv.1_Missense_Mutation_p.R1017K|EGF_uc010imk.2_Missense_Mutation_p.R206KNM_001963 NP_001954 P01133 EGF_HUMANCytoplasmic (Potential). 4CACTACTACAGGTGACCCTGT0.552

+ 10 1918 NM_001977 NP_001968 Q07075 AMPE_HUMAN 5TTTCAATCTTAGGCAAGTAGG0.343

- 4 877PITX2_uc003iac.2_Missense_Mutation_p.E106K|PITX2_uc003iae.2_Missense_Mutation_p.E53K|PITX2_uc010iml.2_Intron|PITX2_uc003iaf.2_Missense_Mutation_p.E99K|PITX2_uc003iag.1_Missense_Mutation_p.E106KNM_153426 NP_700475 Q99697 PITX2_HUMAN Homeobox. 0GCCTCCAGCTCCTGGAGCTGC0.612 rs1051887

+ 9 8053FAT4_uc011cgp.1_Nonsense_Mutation_p.R983*|FAT4_uc003ifi.1_Nonsense_Mutation_p.R163*NM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 26.|Extracellular (Potential). 18CCTTTCCCCTCGAAAAATACT0.343

+ 6 514 NM_153702 NP_714913 Q8IZ81 ELMD2_HUMAN ELMO. 1CTAATGCCCACGAAGAAGTTA0.373

- 25 7081 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4GACATTCCATGAGTGAGAAAA0.388

- 3 424DCHS2_uc003inx.2_Missense_Mutation_p.G748RNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4AAACTTACCCCATCCTTAGCT0.333

+ 7 1266CLCN3_uc003ish.2_Missense_Mutation_p.I253F|CLCN3_uc011cjz.1_Missense_Mutation_p.I236F|CLCN3_uc011cka.1_Missense_Mutation_p.I253F|CLCN3_uc003isj.1_Missense_Mutation_p.I226FNM_001829 NP_001820 P51790 CLCN3_HUMAN 3TGGATTCATCATCAGAGGTTA0.363

- 6 785ASB5_uc003iup.1_Missense_Mutation_p.A204TNM_080874 NP_543150 Q8WWX0 ASB5_HUMAN ANK 6. 2TTGATATCTGCTCCAAATTCT0.408

- 1 38 NM_080874 NP_543150 Q8WWX0 ASB5_HUMAN 2GCAAACGGCCGATTTTCTTCT0.443

+ 15 2831ODZ3_uc003ive.1_Missense_Mutation_p.P338SNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0TGTGTGGATTCCATGGAATGT0.433

+ 3 2405STOX2_uc003iwa.1_Missense_Mutation_p.V13MNM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0AGACCTGACCGTGGAAAATGT0.562

+ 11 1685FAM149A_uc011cla.1_Missense_Mutation_p.P369L|FAM149A_uc003iyu.3_Missense_Mutation_p.P369L|FAM149A_uc010isl.2_Missense_Mutation_p.P369L|FAM149A_uc011clb.1_Missense_Mutation_p.P369LNM_015398 NP_056213 A5PLN7 F149A_HUMAN 1AGGTTCCCCCCGCTAGTCACG0.537 rs141878617

+ 1 900 NM_024563 NP_078839 0AAGACATGCAGTCAACAATGA0.418

- 5 667CAPSL_uc003jju.1_Missense_Mutation_p.S191FNM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMAN EF-hand 4. 1AGTGTCAATGGATGCGCTCAC0.488

+ 15 2479EGFLAM_uc003jlb.1_Missense_Mutation_p.G719R|EGFLAM_uc003jle.1_Missense_Mutation_p.G485R|EGFLAM_uc003jlf.1_Missense_Mutation_p.G85RNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANLaminin G-like 2. 7GATAGTGGAGGGAATGGCAGA0.443

- 19 2337HEATR7B2_uc003jmi.3_Nonsense_Mutation_p.W171*NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 CAAGGCTTTCCAAAGgaattt0.244

- 3 385C5orf34_uc011cpx.1_IntronNM_198566 NP_940968 Q96MH7 CE034_HUMAN 1TTGCAATGTGGAACCATCAAC0.383

+ 16 2029SKIV2L2_uc011cqi.1_Missense_Mutation_p.S487FNM_015360 NP_056175 P42285 SK2L2_HUMAN 2TTGGAAAAATCCTTCTACCAG0.378

+ 28 5305_5306MAST4_uc003juw.2_Missense_Mutation_p.P1674H|MAST4_uc003jux.2_5'FlankNM_015183 NP_055998 O15021 MAST4_HUMAN 13ACCACTGACCCCAAGCTTCTGA0.624

+ 18 4678ZFYVE16_uc003kgq.3_Missense_Mutation_p.S1459N|ZFYVE16_uc003kgs.3_Missense_Mutation_p.S1459N|ZFYVE16_uc003kgt.3_Missense_Mutation_p.S547N|ZFYVE16_uc003kgu.3_Missense_Mutation_p.S211NNM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0ATGGCTTGTAGTGCTGCGCTG0.358

+ 24 3125RASA1_uc010jav.2_RNA|RASA1_uc003kix.2_Missense_Mutation_p.V826M|RASA1_uc011ctv.1_Missense_Mutation_p.V836M|RASA1_uc011ctw.1_Missense_Mutation_p.V837M|RASA1_uc010jaw.2_Missense_Mutation_p.V825MNM_002890 NP_002881 P20936 RASA1_HUMAN 5TGAGATTTGCGTGGCTCATTC0.448

- 34 3872 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN 4TGCAACAACTCGAGACAACAG0.373

+ 18 1412CAST_uc003klt.2_Nonsense_Mutation_p.S404*|CAST_uc003klu.2_Nonsense_Mutation_p.S500*|CAST_uc003klv.2_Nonsense_Mutation_p.S478*|CAST_uc003klw.2_Nonsense_Mutation_p.S481*|CAST_uc003klx.2_Nonsense_Mutation_p.S459*|CAST_uc003kly.2_Nonsense_Mutation_p.S465*|CAST_uc011cuo.1_Nonsense_Mutation_p.S463*|CAST_uc011cuq.1_Nonsense_Mutation_p.S265*|CAST_uc011cur.1_Nonsense_Mutation_p.S403*|CAST_uc011cus.1_Nonsense_Mutation_p.S404*|CAST_uc003kma.1_Nonsense_Mutation_p.S376*|CAST_uc011cut.1_Nonsense_Mutation_p.S345*|CAST_uc003kmb.2_Nonsense_Mutation_p.S363*|CAST_uc003kmc.2_Nonsense_Mutation_p.S417*|CAST_uc003kmd.2_Nonsense_Mutation_p.S395*|CAST_uc003kme.2_Nonsense_Mutation_p.S376*|CAST_uc003kmf.2_Nonsense_Mutation_p.S382*|CAST_uc003kmh.2_Nonsense_Mutation_p.S132*|CAST_uc010jbj.2_Nonsense_Mutation_p.S132*|CAST_uc010jbk.2_Nonsense_Mutation_p.S132*|CAST_uc010jbl.1_Nonsense_Mutation_p.S140*|CAST_uc003kmi.2_RNA|CAST_uc003kmj.2_Nonsense_Mutation_p.S140*NM_001042443 NP_001035908 P20810 ICAL_HUMAN 5AGTATACAGTCAGCACCCCCT0.537

- 3 682C5orf13_uc011cvr.1_Missense_Mutation_p.F112S|C5orf13_uc011cvs.1_Missense_Mutation_p.F102S|C5orf13_uc003kpk.2_Intron|C5orf13_uc003kpm.2_Missense_Mutation_p.F68S|C5orf13_uc011cvk.1_Missense_Mutation_p.F68S|C5orf13_uc011cvl.1_Missense_Mutation_p.F68S|C5orf13_uc011cvm.1_Missense_Mutation_p.F68S|C5orf13_uc011cvn.1_Missense_Mutation_p.F68S|C5orf13_uc011cvo.1_Missense_Mutation_p.F68S|C5orf13_uc011cvp.1_Missense_Mutation_p.F68S|C5orf13_uc011cvq.1_Missense_Mutation_p.F68SNM_001142483 NP_001135955 Q16612 NP311_HUMAN 1TTACGATTAAAAAAAGTGGAG0.423

- 2 1108LOX_uc010jcp.2_5'Flank|LOX_uc010jcq.2_5'Flank|LOX_uc011cwk.1_Missense_Mutation_p.L15M|LOX_uc010jcr.2_IntronNM_002317 NP_002308 P28300 LYOX_HUMANLysyl-oxidase like.p.L245Q(1) 1TACCTGGCCAGACAGTTTTCC0.612

+ 9 1897SLC27A6_uc003kuz.2_Missense_Mutation_p.G501RNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0TGATGTTATTGGAATGTTGGA0.343

+ 3 1580 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3TATGGCTACCGCAGAGTTAAC0.468 rs142677541

- 13 1344ACSL6_uc003kvv.1_RNA|ACSL6_uc003kvx.1_Nonsense_Mutation_p.Q446*|ACSL6_uc003kvy.1_Nonsense_Mutation_p.Q446*|ACSL6_uc003kwb.2_Nonsense_Mutation_p.Q411*|ACSL6_uc003kvz.1_Nonsense_Mutation_p.Q346*|ACSL6_uc003kwa.1_Nonsense_Mutation_p.Q432*|ACSL6_uc003kvw.1_Nonsense_Mutation_p.Q67*|ACSL6_uc010jdn.1_Nonsense_Mutation_p.Q436*NM_015256 NP_056071 Q9UKU0 ACSL6_HUMANCytoplasmic (Potential). 3 TTTCTTACCTGAATCTTATTA0.453

- 16 2053HSPA9_uc003lde.2_Missense_Mutation_p.E66KNM_004134 NP_004125 P38646 GRP75_HUMAN 0TATGCCATTTCGAACAGCTTC0.453

+ 1 2530 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANCytoplasmic (Potential). 2GAGGAAGGGTGAAGAAAATTC0.428

+ 1 630PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.G149RNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 2. 3CACTACGCCAGGATTCCGGAT0.458

+ 1 1936PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.P584LNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 6. 3TCCGCAGAGCCCGGCTACCTG0.662

+ 1 1416PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkb.3_Missense_Mutation_p.S173NNM_032088 NP_114477 Q9Y5G5 PCDG8_HUMANExtracellular (Potential).|Cadherin 2. 0TACCAGCTCAGCCCCAATCAC0.572 rs143622391

- 1 3019 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANCadherin 6.|Extracellular (Potential). 3AGGTGTGTCAGTGCCCGCTGG0.602

+ 4 671GM2A_uc011dcs.1_RNA|GM2A_uc011dcr.1_Intron|GM2A_uc003ltu.1_5'FlankNM_000405 NP_000396 P17900 SAP3_HUMAN 0GGGAACTACCGCATAGAGAGC0.577 rs104893892

+ 12 2365GRIA1_uc003luy.3_Missense_Mutation_p.G667E|GRIA1_uc003luz.3_Missense_Mutation_p.G572E|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.G587E|GRIA1_uc011dcx.1_Missense_Mutation_p.G598E|GRIA1_uc011dcy.1_Missense_Mutation_p.G677E|GRIA1_uc011dcz.1_Missense_Mutation_p.G677ENM_001114183 NP_001107655 P42261 GRIA1_HUMANExtracellular (Potential). 6CTGGAAGCAGGATCTACTAAG0.493

- 7 928 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANCytoplasmic (Potential). 0TAGATGTTTTCTTCTGAGCGA0.468

+ 4 855LSM11_uc003lxf.1_5'FlankNM_173491 NP_775762 P83369 LSM11_HUMAN 0GTCCCTTCTTCCCTGCAGGCC0.587

+ 10 1353GABRP_uc011dev.1_3'UTRNM_014211 NP_055026 O00591 GBRP_HUMANCytoplasmic (Potential). 1ACTTGACAATGAAAACCAGCG0.403

- 1 1323STC2_uc003mcn.1_5'FlankNM_003714 NP_003705 O76061 STC2_HUMAN 3TGGCCCAGCCGCTCGGCACAC0.512

- 4 400 NM_005110 NP_005101 O94808 GFPT2_HUMANGlutamine amidotransferase type-2. 2GCTGTTGACAGCACTGGGGAC0.572

- 6 855GNB2L1_uc003mnh.1_Missense_Mutation_p.A209V|GNB2L1_uc003mnk.1_Missense_Mutation_p.A172V|GNB2L1_uc003mnj.1_Missense_Mutation_p.A204V|GNB2L1_uc003mnl.1_Missense_Mutation_p.A34VNM_006098 NP_006089 P63244 GBLP_HUMAN WD 6. 0GCCTGTGGCAGCACACAGCCA0.512



- 8 2028ATXN1_uc010jpi.2_Missense_Mutation_p.P353S|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4TACGGGTGAGGAACCGACTTG0.677

+ 9 1205KDM1B_uc003ncn.1_Missense_Mutation_p.S348LNM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1CCCGGGTACTCGGTGATAATT0.512 rs148006516

- 5 2732ZNF184_uc010jqv.2_Missense_Mutation_p.P641S|ZNF184_uc003nji.2_Missense_Mutation_p.P641SNM_007149 NP_009080 Q99676 ZN184_HUMAN 1CACTGGTAGGGTTTTTCTTCT0.428

+ 6 1036HLA-G_uc011dmb.1_Intron|HCG4P6_uc003nog.1_5'Flank|HLA-A_uc003nok.2_Missense_Mutation_p.Q225K|HLA-A_uc003non.2_Missense_Mutation_p.Q352K|HLA-A_uc003noo.2_Silent_p.L346L|HLA-A_uc010jrr.2_Intron|HLA-A_uc003nom.2_Silent_p.L223L|HLA-A_uc010klp.2_Missense_Mutation_p.Q279K|HLA-A_uc011dmc.1_Missense_Mutation_p.Q225K|HLA-A_uc011dmd.1_3'UTRNM_002116 NP_002107 P30443 1A01_HUMANCytoplasmic (Potential). 2GAGTTACACTCAGGCTGCAAG0.512

- 10 5242MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.T1208INM_014641 NP_055456 Q14676 MDC1_HUMANInteraction with the PRKDC complex. 4GGACCTATTTGTCCTGCACCT0.587

+ 2 226MICB_uc011dnm.1_Missense_Mutation_p.Q5R|MICB_uc003nto.3_Missense_Mutation_p.Q37RNM_005931 NP_005922 Q29980 MICB_HUMANExtracellular (Potential). 0GTGCTGTCCCAGGATGGATCT0.522

+ 12 1855BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.P536SNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats.|2 X type B repeats.|2-2. 0AGCTCCACCTCCAGCATCAGC0.627

- 10 1521BAT3_uc003nvf.3_Missense_Mutation_p.P397S|BAT3_uc003nvh.3_Missense_Mutation_p.P397S|BAT3_uc003nvi.3_Missense_Mutation_p.P397S|BAT3_uc011dnw.1_Missense_Mutation_p.P397S|BAT3_uc011dnx.1_Missense_Mutation_p.P397S|BAT3_uc003nvj.1_Missense_Mutation_p.P397SNM_004639 NP_004630 P46379 BAG6_HUMANPro-rich.|4 X 29 AA approximate repeats. 0CCAGGGGGAGGTGCCTCTGCA0.622

+ 6 952LY6G6D_uc003nwf.1_Missense_Mutation_p.P69S|LY6G6D_uc003nwg.1_Missense_Mutation_p.P48SNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2TCACCAACATCCAGCCTGCGT0.562

+ 7 1195C2_uc003nyc.2_Missense_Mutation_p.D98N|C2_uc011doo.1_Missense_Mutation_p.D65N|C2_uc011dop.1_Intron|C2_uc010jtk.2_Missense_Mutation_p.D179N|C2_uc011doq.1_Missense_Mutation_p.D282N|C2_uc003nyg.2_Intron|CFB_uc011dor.1_Intron|C2_uc003nyh.1_5'FlankNM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2TGTCCTGAACGACAACTCCCG0.498

- 21 7550 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 17. 0TGGGGCCGCCCGTCCCTGTCC0.657

- 14 5291 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 10. 0TGGCCCTCAGGAACCGTCCAG0.662

- 5 987HLA-DMB_uc003ocj.1_3'UTR|HLA-DMB_uc003ock.1_RNA|HLA-DMB_uc010jud.1_Intron|HLA-DMB_uc010jue.1_Missense_Mutation_p.P82S|HLA-DMB_uc010juf.1_IntronNM_002118 NP_002109 P28068 DMB_HUMANCytoplasmic (Potential). 0TTGGACCCAGGAAGAGGAGTG0.443

+ 10 1308FGD2_uc003ong.2_Missense_Mutation_p.M101I|FGD2_uc011dtv.1_Missense_Mutation_p.M7I|FGD2_uc003onj.1_5'FlankNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 1. 3GGGAGCTGATGGATGCTGAGT0.652

+ 5 378TMEM63B_uc003owq.1_Missense_Mutation_p.R105Q|TMEM63B_uc010jyy.1_Missense_Mutation_p.R8Q|TMEM63B_uc003ows.2_Missense_Mutation_p.R8QNM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3AGCCATGACCGGTATGAGCGT0.607

+ 10 1104CAPN11_uc011dvn.1_Missense_Mutation_p.G10RNM_007058 NP_008989 Q9UMQ6 CAN11_HUMANCalpain catalytic. 2GACGGAGGACGGGGAGTTCTG0.632

+ 11 1625MEP1A_uc011dwg.1_Missense_Mutation_p.T250I|MEP1A_uc011dwh.1_Missense_Mutation_p.T556I|MEP1A_uc011dwi.1_Missense_Mutation_p.T428INM_005588 NP_005579 Q16819 MEP1A_HUMANMATH.|Extracellular (Potential). 3ATGGTGTTCACTACCTCGAAG0.527

- 2 307IL17F_uc003pal.1_Missense_Mutation_p.T25INM_052872 NP_443104 Q96PD4 IL17F_HUMAN 1CCAGGGGGAGGTGGAGCGGCT0.418

- 2 301MCM3_uc011dwu.1_IntronNM_002388 NP_002379 P25205 MCM3_HUMAN 3TGCCTCTCACCGGTTAGCCCT0.502

- 2 635 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1ACTCATCTCCCGTATCAGAAA0.373

+ 5 1155 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TACTTTAAATGAACATGACAA0.348

- 21 2225COL21A1_uc010jzz.2_Missense_Mutation_p.G50R|COL21A1_uc011dxg.1_Missense_Mutation_p.G50R|COL21A1_uc011dxh.1_Missense_Mutation_p.G50R|COL21A1_uc003pcr.2_Silent_p.K22KNM_030820 NP_110447 Q96P44 COLA1_HUMAN 2CCAGGCATCCCTTGAATTCCA0.313

+ 11 1617SMAP1_uc003pfs.2_Missense_Mutation_p.S430A|SMAP1_uc010kao.2_3'UTR|SMAP1_uc010kap.2_Missense_Mutation_p.S447A|B3GAT2_uc011dxz.1_RNANM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0TGGAAGCTCATCAGGTCAGAC0.488

- 4 917FILIP1_uc003phy.1_Missense_Mutation_p.E182K|FILIP1_uc003phz.2_Missense_Mutation_p.E83K|FILIP1_uc010kbe.2_Missense_Mutation_p.E185KNM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4TTCTCTAACTCGTATACGGTG0.507

+ 8 4359CASP8AP2_uc003pns.2_Intron|CASP8AP2_uc003pnt.2_Missense_Mutation_p.P1388L|CASP8AP2_uc011dzz.1_Missense_Mutation_p.P1388LNM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2GAAAAAGGTCCATCTCTGTCT0.388

+ 1 532 NM_032602 NP_115991 Q969M2 CXA10_HUMANHelical; (Potential). 0CCAATATATTCTCTATGGGTT0.448

+ 20 5579AIM1_uc003pri.2_Missense_Mutation_p.D502NNM_001624 NP_001615 Q9Y4K1 AIM1_HUMANRicin B-type lectin. 9CACACAGTATGATCAAAATCA0.403

+ 3 1283FOXO3_uc003psn.2_Intron|FOXO3_uc003psm.2_Missense_Mutation_p.R323C|FOXO3_uc011ean.1_Missense_Mutation_p.R103C|FOXO3_uc010kdj.1_Missense_Mutation_p.R103CNM_201559 NP_963853 O43524 FOXO3_HUMAN 6AGTCAGTGGCCGCCTGTCGCC0.607 rs145756480

- 36 5308LAMA4_uc003pvv.2_Nonsense_Mutation_p.G1660*|LAMA4_uc003pvt.2_Nonsense_Mutation_p.G1660*NM_001105206 NP_001098676 Q16363 LAMA4_HUMANLaminin G-like 5. 9AACTTCAATCCAATATTGAAA0.383

+ 17 2197 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3GGCACAGCCCCACTCCACATC0.512

- 4 479ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANExtracellular (Potential). 25CCCAGTACTTCCTCTTCATAT0.473

+ 2 552GJA1_uc011ebo.1_Missense_Mutation_p.R2Q|GJA1_uc011ebp.1_IntronNM_000165 NP_000156 P17302 CXA1_HUMANCytoplasmic (Potential). 2TATGTGATGCGAAAGGAAGAG0.443

+ 12 1690SYNJ2_uc011efm.1_RNA|SYNJ2_uc003qqw.1_Missense_Mutation_p.V539M|SYNJ2_uc003qqy.1_Missense_Mutation_p.V252M|SYNJ2_uc011efn.1_Missense_Mutation_p.V467M|SYNJ2_uc010kjo.1_Missense_Mutation_p.V488M|SYNJ2_uc003qqz.1_Missense_Mutation_p.V156MNM_003898 NP_003889 O15056 SYNJ2_HUMANCatalytic (By similarity). 1GACCTGGAACGTGAACGGAGG0.582

+ 2 263KIF25_uc010kkt.1_RNA|KIF25_uc003qwl.1_Missense_Mutation_p.M1LNM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. 2GCCTTCCCAGATGACATGGAC0.582

+ 2 101C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPR146_uc003sjx.3_Missense_Mutation_p.G9S|GPR146_uc003sjy.1_Missense_Mutation_p.G9SNM_138445 NP_612454 Q96CH1 GP146_HUMANExtracellular (Potential). 1CTGGTTCAACGGCACAGGGCT0.687

- 12 2923RADIL_uc003sng.1_RNA|RADIL_uc003sni.1_Missense_Mutation_p.P422L|RADIL_uc011jwc.1_Missense_Mutation_p.P677L|RADIL_uc011jwd.1_RNA|RADIL_uc003snh.1_Missense_Mutation_p.P213LNM_018059 NP_060529 Q96JH8 RADIL_HUMAN Pro-rich. 7TGGCCAGTCGGGGTCCCCAGG0.711

+ 2 329WIPI2_uc003snw.2_Missense_Mutation_p.R38H|WIPI2_uc003snx.2_Intron|WIPI2_uc003sny.2_Intron|WIPI2_uc010ksv.2_5'UTRNM_015610 NP_056425 Q9Y4P8 WIPI2_HUMAN 2GGTCTTGGCCGTCGCGCTGTT0.388

- 1 620 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1GTCTGCAATGGAGGTCACTCT0.463

+ 4 643CREB5_uc003szo.2_Missense_Mutation_p.E52K|CREB5_uc003szr.2_Missense_Mutation_p.E78KNM_182898 NP_878901 Q02930 CREB5_HUMAN 2CCTGGAGCACGAGTTCAGGAA0.557

+ 14 1300C7orf10_uc003thm.1_Missense_Mutation_p.D415N|C7orf10_uc003tho.1_Missense_Mutation_p.D371N|C7orf10_uc003thp.1_RNANM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2CCTGAGATACGATGACAGGGC0.567

+ 6 1150HECW1_uc011kbi.1_Missense_Mutation_p.S182L|HECW1_uc003tie.1_Missense_Mutation_p.S214LNM_015052 NP_055867 Q76N89 HECW1_HUMAN 23GTCAAAAACTCGGCAGCTCCT0.408

- 4 947TBRG4_uc003tmu.2_Missense_Mutation_p.P99L|TBRG4_uc003tmw.2_Intron|TBRG4_uc003tmx.2_Intron|TBRG4_uc011kcd.1_Missense_Mutation_p.P285L|SNORA5A_uc003tmy.2_5'FlankNM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0CCGCAGCAAGGGCACGGACCG0.607

- 13 1078_1079TNS3_uc003tnw.2_Missense_Mutation_p.G238R|TNS3_uc010kyo.1_Missense_Mutation_p.G238RNM_022748 NP_073585 Q68CZ2 TENS3_HUMANC2 tensin-type. 4ATGACATCTCCCTTCAGAAGCT0.515

+ 23 3035EGFR_uc010kzg.1_Missense_Mutation_p.G885E|EGFR_uc011kco.1_Missense_Mutation_p.G877ENM_005228 NP_005219 P00533 EGFR_HUMANCytoplasmic (Potential).|Protein kinase. 9571CTGGAGAAAGGAGAACGCCTC0.532

+ 1 941RFC2_uc011kfa.1_Intron|CLDN4_uc003tzh.1_RNANM_001305 NP_001296 O14493 CLD4_HUMANCytoplasmic (Potential). 0TCTGCTGCCCGCTCTGCTGCT0.627

- 10 2107MAGI2_uc003ugy.2_Missense_Mutation_p.T618N|MAGI2_uc010ldx.1_Missense_Mutation_p.T227N|MAGI2_uc010ldy.1_Missense_Mutation_p.T227N|MAGI2_uc011kgr.1_Missense_Mutation_p.T450N|MAGI2_uc011kgs.1_Missense_Mutation_p.T455NNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 3. 11GTCGGCAATAGTGAAGCCGAA0.517

- 15 1860ABCB4_uc003uiw.1_Missense_Mutation_p.R595Q|ABCB4_uc003uix.1_Missense_Mutation_p.R595QNM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 1.|Cytoplasmic (By similarity). 6ATCTGCATTTCGGACCGTAGA0.488 rs144398632



- 3 356SAMD9_uc003umg.2_Missense_Mutation_p.E34KNM_017654 NP_060124 Q5K651 SAMD9_HUMAN SAM. 7GTCAAAATTTCCCTGTGTTTT0.368

+ 18 2329TRRAP_uc011kis.1_Missense_Mutation_p.S707F|TRRAP_uc003upr.2_Missense_Mutation_p.S399FNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37GTGGAGCTCTCCAACCTGTAC0.468

- 1 701 NM_001005276 NP_001005276 Q8NHA4 O2AE1_HUMANCytoplasmic (Potential). 0AAAGGCATTTCTCTTGCTCCC0.502

+ 14 2378ZAN_uc003uwk.2_Missense_Mutation_p.P738L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCACCCCC0.522

+ 14 2798ZAN_uc003uwk.2_Missense_Mutation_p.L878P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACGGAAAAACTCACCATCCCC0.502

+ 31 5890ZAN_uc003uwk.2_Missense_Mutation_p.K1909E|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kke.1_5'UTRNM_003386 NP_003377 Q9Y493 ZAN_HUMANVWFC 3.|Extracellular (Potential). 11GAGCACCTGCAAACCCAACCA0.632

+ 4 498SLC12A9_uc003uwo.1_Intron|SLC12A9_uc003uwq.2_Intron|SLC12A9_uc011kki.1_Intron|SLC12A9_uc003uwr.2_5'UTR|SLC12A9_uc003uws.2_5'UTR|SLC12A9_uc003uwt.2_5'Flank|SLC12A9_uc003uwv.2_5'FlankNM_020246 NP_064631 Q9BXP2 S12A9_HUMANCytoplasmic (Potential). 0GTCGGGGGCAGCATTGGGCTC0.463

+ 3 11710MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27ACCACACTTCCAACTAGCTTT0.468

- 6 938MOGAT3_uc010lhr.2_IntronNM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2CCATGAGCTTCTTGAAGGTGA0.577

- 56 9314RELN_uc010liz.2_Missense_Mutation_p.E3052KNM_005045 NP_005036 P78509 RELN_HUMAN 19GGATTGATTTCTGCTCCACCA0.448

+ 6 2477PIK3CG_uc003vdu.2_Splice_Site_p.I798_splice|PIK3CG_uc003vdw.2_Splice_Site_p.I798_spliceNM_002649 NP_002640 P48736 PK3CG_HUMAN 38CTTCCTTACAGATTGAAAAAT0.363

- 13 1665SLC26A3_uc003ves.2_Missense_Mutation_p.G450ENM_000111 NP_000102 P40879 S26A3_HUMANHelical; (Potential). 4CAGGCCTAACCCGAGTCCCAG0.448

- 12 1571SLC26A3_uc003ves.2_Missense_Mutation_p.Q419KNM_000111 NP_000102 P40879 S26A3_HUMANHelical; (Potential). 4TCAGCAAACTGCATCAGCATT0.358

+ 3 555PTPRZ1_uc003vjz.2_Missense_Mutation_p.P54SNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential).|Alpha-carbonic anhydrase. 9AAAGAAATATCCAACATGTAA0.299

- 3 1041SLC13A4_uc003vtb.2_Missense_Mutation_p.A118T|SLC13A4_uc003vtc.1_Missense_Mutation_p.A118TNM_012450 NP_036582 Q9UKG4 S13A4_HUMANHelical; (Potential). 0CCCGGCTTGGCTCCGGCCATC0.602

- 20 5852KIAA1549_uc011kqi.1_Missense_Mutation_p.L703F|KIAA1549_uc003vuk.3_Missense_Mutation_p.L1869F|KIAA1549_uc011kqj.1_Missense_Mutation_p.L1919F|KIAA1549_uc011kqk.1_Missense_Mutation_p.L719FNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230AGCCGGAGGAGCTCCTCGCGG0.622

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 2 429 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0TTTCTCAGGAGGGCCATTGAG0.542

+ 1 466 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANHelical; Name=4; (Potential). 1AGCCATGGTACCCACTGTCCT0.572

+ 12 1480CLCN1_uc011ktc.1_IntronNM_000083 NP_000074 P35523 CLCN1_HUMANHelical; (By similarity). 5TCTCTTCTTCGTCATGAAGGT0.502 rs139158852

+ 14 1651CLCN1_uc011ktc.1_Missense_Mutation_p.G134WNM_000083 NP_000074 P35523 CLCN1_HUMAN 5GATCCTACCTGGGGGCTATGC0.443

- 5 1013KCNH2_uc003wib.2_5'Flank|KCNH2_uc011kux.1_Missense_Mutation_p.P238S|KCNH2_uc003wid.2_5'Flank|KCNH2_uc003wie.2_Missense_Mutation_p.P334SNM_000238 NP_000229 Q12809 KCNH2_HUMANCytoplasmic (Potential). 4GTGATTTGGGGAATCTTGCTA0.587

- 4 388ENTPD4_uc011kzu.1_Missense_Mutation_p.T75I|ENTPD4_uc003xdm.2_Missense_Mutation_p.T75I|ENTPD4_uc011kzv.1_Missense_Mutation_p.T75I|ENTPD4_uc011kzw.1_Missense_Mutation_p.T41INM_004901 NP_004892 Q9Y227 ENTP4_HUMANLumenal (Potential). 2TTCAATGTCGGTAACTCGTGC0.438

+ 45 4716PPP2R2A_uc003xek.2_Intron|DOCK5_uc003xei.2_Nonsense_Mutation_p.E1097*|DOCK5_uc003xej.2_RNANM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-2. 3GCTGACCAACGAGAGGATCAG0.562

- 10 2478WHSC1L1_uc011lbm.1_Missense_Mutation_p.D654N|WHSC1L1_uc010lwe.2_Missense_Mutation_p.D654NNM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1CCTCTAGAATCGGAGTCAGAT0.418

- 18 1985ADAM2_uc003xnk.2_Missense_Mutation_p.A618D|ADAM2_uc011lck.1_Missense_Mutation_p.A574D|ADAM2_uc003xnl.2_Missense_Mutation_p.A481DNM_001464 NP_001455 Q99965 ADAM2_HUMANExtracellular (Potential).|EGF-like. 2TAAATATGAAGCACTACAGTG0.378 rs147069631

+ 4 2555 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TAAAGTGTTTCCTCACAATGA0.299

+ 19 2108PREX2_uc003xxu.1_Missense_Mutation_p.F694S|PREX2_uc011lez.1_Missense_Mutation_p.F629SNM_024870 NP_079146 Q70Z35 PREX2_HUMAN PDZ 2. 17ATCCGGGGATTTGGCCCTTCT0.453

+ 10 4867ZFHX4_uc003yau.1_Missense_Mutation_p.R1539C|ZFHX4_uc003yaw.1_Missense_Mutation_p.R1494CNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15TGATCCATCTCGTCCATATAA0.388

- 3 1107SLC7A13_uc003ydr.1_Missense_Mutation_p.F328LNM_138817 NP_620172 Q8TCU3 S7A13_HUMANHelical; Name=9; (Potential). 1ACAGCTGTAAATGGAGAAGAG0.348

- 15 2419RGS22_uc003yja.1_Missense_Mutation_p.E561K|RGS22_uc003yjc.1_Missense_Mutation_p.E730K|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7TTTTTCTTTTCCTGTTGGAGT0.413

- 2 890TMEM74_uc003ymx.2_IntronNM_153015 NP_694560 Q96NL1 TMM74_HUMAN 4AAATCTGTTTCGACGATAGAG0.507

- 7 833FAM135B_uc003yux.2_Missense_Mutation_p.S122F|FAM135B_uc003yuz.2_RNANM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9TACCTCTGAGGAAGTCGGCTT0.473

- 4 918SLC45A4_uc003ywc.1_Missense_Mutation_p.E204K|SLC45A4_uc010meq.1_Missense_Mutation_p.E202KNM_001080431 NP_001073900 Q5BKX6 S45A4_HUMAN 2TACTGCTCCTCGTCGATGCTG0.662

- 3 363PYCRL_uc011lkm.1_Missense_Mutation_p.S118F|PYCRL_uc011lkn.1_RNANM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0GGTGCTCAGAGACACCCCAGC0.622

+ 7 1050_1051ZNF707_uc010mfh.2_Missense_Mutation_p.R246C|ZNF707_uc010mfi.2_Missense_Mutation_p.R246C|ZNF707_uc003yzf.3_Missense_Mutation_p.R246C|ZNF707_uc003yzh.3_Missense_Mutation_p.R173C|ZNF707_uc011lkq.1_RNA|BREA2_uc010mfj.1_5'FlankNM_173831 NP_776192 Q96C28 ZN707_HUMAN C2H2-type 3. 1GCCTGAAGGACCGCCTGGCTCA0.629

- 21 2928SCRIB_uc003yzn.1_5'Flank|SCRIB_uc003yzo.1_Missense_Mutation_p.I974KNM_015356 NP_056171 Q14160 SCRIB_HUMANInteraction with ARHGEF7. 5GGCAGTGGTTATGCTGGTGGT0.682

- 16 1494NRBP2_uc003yzv.2_Missense_Mutation_p.R209W|NRBP2_uc003yzz.1_Missense_Mutation_p.R102W|NRBP2_uc003yzw.2_Missense_Mutation_p.R244W|NRBP2_uc010mfl.2_Missense_Mutation_p.R244W|NRBP2_uc010mfm.2_Missense_Mutation_p.R209W|NRBP2_uc011lks.1_Missense_Mutation_p.R209W|NRBP2_uc003yzy.2_Missense_Mutation_p.R209WNM_178564 NP_848659 Q9NSY0 NRBP2_HUMAN 2GTCAGCTGCCGGTGCAGCCGG0.736

+ 4 385IL33_uc011lmg.1_Missense_Mutation_p.D110N|IL33_uc011lmh.1_Intron|IL33_uc003zju.1_Missense_Mutation_p.D110NNM_033439 NP_254274 O95760 IL33_HUMAN 0AGCACTTCATGATTCAAGTAT0.498

+ 8 1029ADAMTSL1_uc003znb.2_Nonsense_Mutation_p.W301*|ADAMTSL1_uc003znc.3_Nonsense_Mutation_p.W301*NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5ATCCACCGATGGAGGGAGACG0.468

- 1 5058 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26GCCCTGGGGTCATTGGGTCCA0.443

- 1 754GBA2_uc011lpb.1_Missense_Mutation_p.M77T|GBA2_uc011lpc.1_Missense_Mutation_p.M77T|GBA2_uc011lpd.1_Missense_Mutation_p.M77T|RGP1_uc011lpe.1_5'Flank|RGP1_uc011lpf.1_5'FlankNM_020944 NP_065995 Q9HCG7 GBA2_HUMANExtracellular (Potential). 4CTGGTAGCCCATAGCTTTACC0.537

- 8 1253 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0TGGGAGAGGGGGGCACTGCCT0.517

+ 12 1490PHF2_uc011lug.1_Missense_Mutation_p.A331V|PHF2_uc004auc.2_5'FlankNM_005392 NP_005383 O75151 PHF2_HUMAN 1GCCTCCAAAGCCGTCCGACCG0.602

+ 6 828HIATL1_uc011luh.1_Missense_Mutation_p.A122TNM_032558 NP_115947 Q5SR56 HIAL1_HUMANHelical; (Potential). 2GGCCATTGGAGCATATCTTTC0.562

- 4 1182BAAT_uc004bbd.3_Missense_Mutation_p.P358LNM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3GCCTGCCCCAGGGTAAGATAG0.527

+ 4 527 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN 8AAAGATGACCGAGAGAGAGGC0.468



- 1 555 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1ATGAGCTCCGCGTACTTCTCC0.622

- 2 775 NM_001012993 NP_001013011 Q5JTZ5 CI152_HUMAN 0ATTGACCATCGATTCTGCAGG0.552

- 9 965FKBP15_uc010muu.1_Missense_Mutation_p.E347K|FKBP15_uc011lxd.1_Missense_Mutation_p.E215K|FKBP15_uc010mut.1_Missense_Mutation_p.E151K|FKBP15_uc004bgt.2_Missense_Mutation_p.E283KNM_015258 NP_056073 Q5T1M5 FKB15_HUMANPPIase FKBP-type. 3ACCTCCACCTCGAACACCAGG0.468

+ 58 5072_5073COL27A1_uc004bii.2_RNA|COL27A1_uc011lxn.1_5'FlankNM_032888 NP_116277 Q8IZC6 CORA1_HUMANFibrillar collagen NC1. 4CGGGTCTGCAGGGACCTCATGG0.594

+ 3 1156TLR4_uc004bka.2_Nonsense_Mutation_p.R249*|TLR4_uc004bkb.2_Nonsense_Mutation_p.R89*NM_138554 NP_612564 O00206 TLR4_HUMANExtracellular (Potential). 16TGAAGAATTCCGATTAGCATA0.363

+ 4 1237OR1J2_uc011lyv.1_Missense_Mutation_p.H128YNM_054107 NP_473448 Q8NGS2 OR1J2_HUMANCytoplasmic (Potential). 5TGCCATATGTCACCCTCTCCA0.428

+ 1 589 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANExtracellular (Potential). 4TTTCTATTGTGATCCTAGTGC0.532

+ 7 794FAM125B_uc011lzy.1_Missense_Mutation_p.R223Q|FAM125B_uc010mxd.2_Missense_Mutation_p.R231QNM_033446 NP_258257 Q9H7P6 F125B_HUMAN 0AACAGCACCCGGACGGACTAC0.562

+ 11 2972ABL1_uc004bzv.2_Missense_Mutation_p.S1009LNM_005157 NP_005148 P00519 ABL1_HUMANF-actin-binding.|Pro-rich. 817TCAGCATCCTCGGCCCTGGCA0.662

+ 18 3205 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANDomain II and I. 3TTGACGGAGGGGTGGCTCCAA0.612

+ 7 1147RXRA_uc004cfc.1_Missense_Mutation_p.G232RNM_002957 NP_002948 P19793 RXRA_HUMANLigand-binding. 2CCTGGCCACCGGGCTGCACGT0.682

+ 3 277SLC34A3_uc004cmc.1_5'UTR|SLC34A3_uc004cmd.1_Missense_Mutation_p.S31P|SLC34A3_uc011met.1_Missense_Mutation_p.S31PNM_080877 NP_543153 Q8N130 NPT2C_HUMANCytoplasmic (Potential). 0CACAGGGACCTCCAGTTCTGC0.617

- 5 443SCML2_uc004cyk.3_RNA|SCML2_uc010nfd.1_Nonsense_Mutation_p.R96*|SCML2_uc011miz.1_Nonsense_Mutation_p.R30*NM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 1. 0CCATCCAGTCGTAACCGTAAC0.448

+ 11 1313CNKSR2_uc004czw.2_Missense_Mutation_p.G426E|CNKSR2_uc011mjn.1_Missense_Mutation_p.G377E|CNKSR2_uc011mjo.1_Missense_Mutation_p.G426E|CNKSR2_uc004czy.2_Missense_Mutation_p.G48ENM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN DUF1170. 2AGTAGTCAAGGAAGACGAGAA0.313

+ 1 1902 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1GCGTTAATCTCCTTGGTAGAC0.413

- 2 421 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112TTCAGCCTACCTGGGCCGGAT0.527

+ 37 5411BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.G1808E|TAF1_uc004dzv.3_Missense_Mutation_p.G995E|TAF1_uc010nle.1_RNA|TAF1_uc010nlf.1_Missense_Mutation_p.G212E|TAF1_uc004dzx.2_RNA|TAF1_uc004dzy.2_RNA|TAF1_uc004dzw.1_RNA|TAF1_uc010nlg.1_RNANM_138923 NP_620278 P21675 TAF1_HUMANAsp/Glu-rich (acidic tail).|Protein kinase 2. 17GGAGACGGTGGGGAGGCTTCC0.517

+ 5 1035FAM46D_uc004edm.1_Missense_Mutation_p.G234DNM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2ATTAGAGGTGGTGGCCTTCTG0.438

- 3 594 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN 1CTTGACACATCTCCACATTCT0.488

+ 4 1349MUM1L1_uc004emg.1_Missense_Mutation_p.E234KNM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4TGTTAAAGATGAAAAGTTTGC0.408

- 11 1699CAPN6_uc011msu.1_Missense_Mutation_p.R256CNM_014289 NP_055104 Q9Y6Q1 CAN6_HUMAN 6GGGTAGCCACGAGCCAGGTTC0.423

+ 5 915GRIA3_uc004etr.3_Missense_Mutation_p.E208K|GRIA3_uc004ets.3_RNA|GRIA3_uc011muf.1_Missense_Mutation_p.E192KNM_007325 NP_015564 P42263 GRIA3_HUMANExtracellular (Potential). 5CATCATTGAAGAAATGGACAG0.443

- 3 462 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMANSer-rich.|Cytoplasmic (Potential). 0GTTTGGTATGGATGGCTTTTG0.418

+ 33 5728 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential). 3GCCTCTTGTCGGAAGCATAAG0.597

- 10 1309PANK4_uc010nza.1_Missense_Mutation_p.D395NNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3TCCACCGTGTCGGGCACGTAG0.642

+ 5 1387 NM_004285 NP_004276 O95479 G6PE_HUMANGlucose 1-dehydrogenase. 0CGCTCGGATCTTGTTCAAGAA0.612

+ 7 1606UBE4B_uc001aqr.3_Intron|UBE4B_uc010oai.1_Intron|UBE4B_uc010oaj.1_IntronNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4TCACCTTCCCGTGCAGCCAGC0.587

+ 10 1261 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1TCCCCATCCAGGCCTCACCAA0.642

+ 6 1170IGSF21_uc001bav.1_Missense_Mutation_p.E84KNM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4GCCAACCACAGAGAACATACC0.672

+ 18 4770ARID1A_uc001bmt.1_Missense_Mutation_p.A1465V|ARID1A_uc001bmu.1_Intron|ARID1A_uc001bmw.1_Missense_Mutation_p.A1083V|ARID1A_uc001bmx.1_Missense_Mutation_p.A312V|ARID1A_uc009vsm.1_Intron|ARID1A_uc009vsn.1_5'UTRNM_006015 NP_006006 O14497 ARI1A_HUMAN 142CGTGTCTCTGCACCCCCTGGC0.597

- 3 810SDC3_uc001bsd.2_Missense_Mutation_p.R197WNM_014654 NP_055469 O75056 SDC3_HUMANExtracellular (Potential).|Ser/Thr-rich (mucin-like). 2GCTCTTGGCCGGGAGGTAGCT0.716

+ 2 125GJB4_uc001bxv.1_5'FlankNM_005268 NP_005259 O95377 CXB5_HUMANCytoplasmic (Potential). 1CTTTGAGGGACTCCTGAGTGG0.463

+ 4 990PSMB2_uc001bzd.1_IntronNM_178548 NP_848643 Q6VUC0 AP2E_HUMAN 0GGTGTCCTCCGCAGGTAGGAA0.642

- 14 2305SLC6A9_uc009vxe.2_Intron|SLC6A9_uc010okm.1_Intron|SLC6A9_uc001clm.2_Missense_Mutation_p.R651W|SLC6A9_uc009vxd.2_RNA|SLC6A9_uc010okn.1_Missense_Mutation_p.R636W|SLC6A9_uc001cln.2_Missense_Mutation_p.R632W|SLC6A9_uc010oko.1_Missense_Mutation_p.R521WNM_201649 NP_964012 P48067 SC6A9_HUMANCytoplasmic (Potential). 0GCTCATATCCGGGAGTCCTGG0.677 rs2286246

- 8 1454DHCR24_uc010ooi.1_Missense_Mutation_p.E85G|DHCR24_uc010ooj.1_Missense_Mutation_p.E256G|DHCR24_uc010ook.1_Missense_Mutation_p.E401GNM_014762 NP_055577 Q15392 DHC24_HUMAN 1CACACGCGGCTCCCCATATGC0.567

- 1 1704uc001czf.2_5'Flank|uc010oop.1_5'FlankNM_002228 NP_002219 P05412 JUN_HUMAN 0GCCTGCAGCCGCGGGTGCTGC0.716

- 1 703LPAR3_uc009wcj.1_Missense_Mutation_p.P222TNM_012152 NP_036284 Q9UBY5 LPAR3_HUMANCytoplasmic (Potential). 5CTTGTATGCGGAGACAAGACG0.517

- 7 1142GBP3_uc010oss.1_Missense_Mutation_p.A234T|GBP3_uc001dmu.2_Missense_Mutation_p.A179T|GBP3_uc001dmv.2_IntronNM_018284 NP_060754 Q9H0R5 GBP3_HUMAN 2GCCAGGACTGCGTTCTCCATG0.512 rs113485304

+ 3 675LRRC8D_uc001dnn.2_Missense_Mutation_p.A84TNM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2AAAGATGGAAGCAGCCACCAA0.502

- 2 634_635 NM_006492 NP_006483 O95076 ALX3_HUMAN Homeobox. 0AGCTGCTCCCGGGCATACACAT0.594 rs121908168

+ 12 1522NBPF16_uc009wkt.1_Missense_Mutation_p.Y224CNM_001102663 NP_001096133 0GATAGATGTTATTCGACTCCT0.478

+ 7 726SCNM1_uc009wmn.2_RNANM_024041 NP_076946 Q9BWG6 SCNM1_HUMAN 4ATCCCAGATGGACGAGGTCGA0.383

- 3 1023 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TCCGTCTGACTGTAGTGGGAA0.507 rs12117644

- 3 6751 NM_002016 NP_002007 P20930 FILA_HUMANSer-rich.|Filaggrin 13. 16CTGGATCCCCGGGGCCTGCTT0.577

- 3 4489 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16GTGTCCTGACCGTCTTGGGAT0.577

- 6 2406ADAR_uc001ffj.2_Missense_Mutation_p.R717C|ADAR_uc001ffi.2_Missense_Mutation_p.R736C|ADAR_uc001ffk.2_Missense_Mutation_p.R441CNM_001111 NP_001102 P55265 DSRAD_HUMAN DRBM 3. 6CCATGGGAGCGGGCGTACTCC0.542

- 2 843ADAR_uc001ffj.2_Missense_Mutation_p.G215S|ADAR_uc001ffi.2_Missense_Mutation_p.G215S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACCGTCTGGTCTT0.522



+ 4 895RAG1AP1_uc010pey.1_Intron|HCN3_uc010pfz.1_IntronNM_020897 NP_065948 Q9P1Z3 HCN3_HUMANExtracellular (Potential). 2TCGTGGGGCCGCCAGTATTCC0.592 rs137875525

- 2 688 NM_001093725 NP_001087194 A1L020 MEX3A_HUMAN KH 2. 0CGGTAGGGCACCCGCACACGG0.627

- 4 401IQGAP3_uc009wsb.1_Missense_Mutation_p.W66LNM_178229 NP_839943 Q86VI3 IQGA3_HUMAN CH. 6TGCAGATAGCCAAAAGTTGAT0.463

- 3 452FCRL5_uc009wsm.2_Missense_Mutation_p.L98F|FCRL5_uc010phv.1_Missense_Mutation_p.L98F|FCRL5_uc010phw.1_Intron|FCRL5_uc001fqv.1_Missense_Mutation_p.L98F|FCRL5_uc010phx.1_5'UTRNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 1. 6AAGAAAAATCCAAGTGCACAG0.468

+ 7 866 NM_201563 NP_963857 0ACAGCCAATTCCACTGATCCT0.502

- 13 4119 NM_000130 NP_000121 P12259 FA5_HUMAN2-16.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6TGTATGGCTGAGGTCTGGAGA0.512

+ 6 563 NM_139240 NP_640333 O95561 CA105_HUMAN 1ACCCAAATTCCAGACTACACC0.373

- 2 868TNR_uc009wwu.1_Missense_Mutation_p.E263K|TNR_uc010pmz.1_Missense_Mutation_p.E263KNM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11CACCTCAGTTCCCTGCAGTCC0.637

+ 3 2723PAPPA2_uc001gky.1_Missense_Mutation_p.R520L|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMANMetalloprotease. 16TGGCCCCTTCGGGGAGAGAAG0.537

+ 2 849LAMC1_uc001gpx.2_Missense_Mutation_p.G198RNM_002293 NP_002284 P11047 LAMC1_HUMANLaminin N-terminal. 5CAGGACAGGAGGGGACGAGCA0.577

- 3 1109DSTYK_uc001hbx.2_Nonsense_Mutation_p.Q349*|DSTYK_uc001hby.1_IntronNM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1TGTAACACCTGGTGAGAAAAT0.522

+ 6 610SMYD2_uc009xdj.2_Missense_Mutation_p.H101Y|SMYD2_uc010ptw.1_Intron|SMYD2_uc009xdl.1_RNANM_020197 NP_064582 Q9NRG4 SMYD2_HUMAN SET. 1AGAACTTTCTCATTTGGGATC0.338

- 4 1398ZNF669_uc001icf.2_Missense_Mutation_p.E323KNM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 8. 0TGAATTCTTTCGTGGAGGTGA0.423

- 20 2446DIP2C_uc009xhi.1_Missense_Mutation_p.L172F|DIP2C_uc010pzz.1_Missense_Mutation_p.L107FNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7ACGAAGACGAGGCCTCCGGGA0.617

- 6 1762 NM_018702 NP_061172 Q9NS39 RED2_HUMAN A to I editase. 3CACGAATATCGATCGCTCTGA0.527

- 11 1377SFMBT2_uc001ijn.1_Missense_Mutation_p.S429F|SFMBT2_uc010qay.1_IntronNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN MBT 4. 8ACTCACAACGGAGGCCACACA0.517

- 4 4714 uc001iqp.1_Intron NM_207371 NP_997254 Q1XH10 DLN1_HUMAN 1GTAAAATCATCCAGTGTTCCT0.423

- 14 2669EPC1_uc001iwi.3_Missense_Mutation_p.S727F|uc001iwf.2_5'Flank|EPC1_uc001iwh.1_Missense_Mutation_p.S777FNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4TGGGACCTTGGAAACTTGACA0.433

+ 34 3410 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN Potential. 9TTAACTAAAAGGGCATCTCAA0.333

- 3 1599HNRNPF_uc001jar.2_Missense_Mutation_p.A371V|HNRNPF_uc001jas.2_Missense_Mutation_p.A371V|HNRNPF_uc001jat.2_Missense_Mutation_p.A371V|HNRNPF_uc001jav.2_Missense_Mutation_p.A371V|HNRNPF_uc001jau.2_Missense_Mutation_p.A371V|uc010qfa.1_5'UTRNM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0GCTGCTATACGCCCCATTGCT0.552

- 37 11068ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19AGCCTCTCTTCAACAAAATCC0.473

+ 9 1470LDB3_uc010qml.1_Missense_Mutation_p.E420K|LDB3_uc010qmm.1_Missense_Mutation_p.E488K|LDB3_uc001kdu.2_Missense_Mutation_p.E373K|LDB3_uc009xsz.2_Missense_Mutation_p.E112K|LDB3_uc009xta.1_5'FlankNM_007078 NP_009009 O75112 LDB3_HUMAN 1GGGCCCTGCGGAGCCTGCCAG0.468

- 6 1976MMRN2_uc010qmn.1_Missense_Mutation_p.E260K|MMRN2_uc009xtb.2_Missense_Mutation_p.E574KNM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN 1TCCAGCACCTCCTCCCCGAAG0.731

+ 9 1103 NM_001010939 NP_001010939 Q5W064 LIPJ_HUMAN 1TGCTTCATTGGAGTCAGGTAT0.348

- 1 1710 NR_002319 0GAATCTTCTTAAATACCGTGT0.498

+ 4 775DNTT_uc001kmg.2_Missense_Mutation_p.P202QNM_004088 NP_004079 P04053 TDT_HUMANMediates interaction with DNTTIP2. 1AAATCTCTGCCATTCACAATC0.438

- 6 1286 NM_000102 NP_000093 P05093 CP17A_HUMAN 0GCCTTGTGGGGGATGAGCATA0.622

+ 12 2030 NM_014978 NP_055793 Q9UPU3 SORC3_HUMANBNR 5.|Lumenal (Potential). 10GCAACACATGGAGACAGGTAA0.443

+ 12 1486GRK5_uc009xzh.2_Missense_Mutation_p.S283FNM_005308 NP_005299 P34947 GRK5_HUMANProtein kinase. 3GAGGCCAAGTCCATCTGCAAG0.642

+ 8 1349WDR11_uc010qte.1_Intron|WDR11_uc001lfd.1_5'UTRNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 3. 0TGAGAATGCAGCCGCCCTCGT0.473

+ 4 2702TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.P781L|TACC2_uc010qtv.1_Missense_Mutation_p.P781LNM_206862 NP_996744 O95359 TACC2_HUMAN 10GTGCCACATCCCCCCCAGGGG0.637

+ 29 3624DMBT1_uc001lgl.1_Missense_Mutation_p.G1163E|DMBT1_uc001lgm.1_Missense_Mutation_p.G674E|DMBT1_uc009xzz.1_Missense_Mutation_p.G1173E|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yab.1_IntronNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 9. 7TCAGCCCCAGGAAATGCCCGG0.602

- 1 655 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN11 X 4 AA repeats of C-C-X-P. 2 tgggaacagcagggtttgcag 0.1

+ 1 928 NM_001004751 NP_001004751 Q8NGF3 O51D1_HUMANCytoplasmic (Potential). 0CAAGACCAAAGAGATCTGTTC0.493

- 1 793HBG2_uc001mak.1_IntronNM_001005289 NP_001005289 Q8NGJ2 O52H1_HUMANHelical; Name=6; (Potential). 2AGGATGGAGAAAAAGGCAGGT0.502

- 3 867APBB1_uc001mcz.1_5'Flank|APBB1_uc001mdd.3_Missense_Mutation_p.P36L|APBB1_uc001mda.2_Intron|APBB1_uc001mdc.1_Missense_Mutation_p.P256L|APBB1_uc010rab.1_5'Flank|APBB1_uc010rac.1_5'Flank|APBB1_uc010rad.1_5'Flank|APBB1_uc010rae.1_Missense_Mutation_p.P21L|APBB1_uc010raf.1_5'UTR|APBB1_uc009yfa.2_5'UTR|APBB1_uc009yey.2_5'UTR|APBB1_uc010rag.1_5'UTR|APBB1_uc009yfb.2_5'UTR|APBB1_uc001mde.2_5'UTR|APBB1_uc010rah.1_5'UTRNM_001164 NP_001155 O00213 APBB1_HUMAN WW. 2CCATCCAGCCGGCAGGTCGGA0.632

+ 22 2595PPFIBP2_uc010rbb.1_Missense_Mutation_p.A659V|PPFIBP2_uc001mfk.1_Intron|PPFIBP2_uc010rbc.1_Missense_Mutation_p.A670V|PPFIBP2_uc010rbe.1_Missense_Mutation_p.A624V|PPFIBP2_uc001mfl.3_Missense_Mutation_p.A593V|PPFIBP2_uc009yfj.1_Missense_Mutation_p.A380VNM_003621 NP_003612 Q8ND30 LIPB2_HUMAN SAM 3. 4GCAGAGTATGCACCCAATCTT0.517

- 15 3017ST5_uc009yfr.2_Missense_Mutation_p.P524L|ST5_uc001mgu.2_Missense_Mutation_p.P524L|ST5_uc001mgv.2_Missense_Mutation_p.P944L|ST5_uc010rbp.1_Missense_Mutation_p.P457LNM_213618 NP_998783 P78524 ST5_HUMAN DENN. 1GAAGGGGGTGGGACAGCAGAC0.647

- 19 3478DENND5A_uc001mhk.2_Missense_Mutation_p.R418G|DENND5A_uc010rbw.1_Missense_Mutation_p.R1075GNM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN 1CGGCATGGCCTCTCATCCACC0.617

+ 22 2878 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN Lys-rich. 2GGATTTTAGCGTTCTAAGAAG0.333

- 12 1884ABCC8_uc010rcy.1_Missense_Mutation_p.L585FNM_000352 NP_000343 Q09428 ABCC8_HUMANHelical; Name=11; (By similarity).|ABC transmembrane type-1 1.1GCGGTGTGACCAAGATATGGA0.612

+ 5 892DEPDC7_uc001muc.2_Missense_Mutation_p.S258LNM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2GAGTGGCTCTCGGCAGCAATT0.413

+ 8 1113 CAT_uc009ykc.1_RNA NM_001752 NP_001743 P04040 CATA_HUMAN 3ACCTGGCATTGAGGCCAGTCC0.488

+ 3 946DGKZ_uc001nch.1_Missense_Mutation_p.S102N|DGKZ_uc010rgq.1_Missense_Mutation_p.S51N|DGKZ_uc001ncj.1_Missense_Mutation_p.S51N|DGKZ_uc010rgr.1_Missense_Mutation_p.S51N|DGKZ_uc001nck.1_5'UTR|DGKZ_uc001ncl.2_Missense_Mutation_p.S85N|DGKZ_uc001ncm.2_Missense_Mutation_p.S85N|DGKZ_uc009yky.1_Missense_Mutation_p.S85N|DGKZ_uc010rgs.1_Missense_Mutation_p.S85N|DGKZ_uc001nci.1_Missense_Mutation_p.S51NNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3CAGATCCGGAGTACAGTGGAC0.677 rs141189455

- 12 1002MTCH2_uc001nge.2_Missense_Mutation_p.M144I|MTCH2_uc010rhp.1_Missense_Mutation_p.M123INM_014342 NP_055157 Q9Y6C9 MTCH2_HUMAN 0CTTTTTGTAGCATGCACCAAC0.269

+ 1 19 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2TAGAAGGAATAACACAAATGT0.343 rs61746549

- 16 2188TNKS1BP1_uc001njs.2_5'Flank|TNKS1BP1_uc009ymd.1_5'FlankNM_003146 NP_003137 Q08945 SSRP1_HUMAN Ser-rich. 2GAGGGCGTGGATTTCTTTTCC0.498



- 3 790FADS1_uc001nsh.2_Missense_Mutation_p.A80V|FADS1_uc010rln.1_Missense_Mutation_p.A80VNM_013402 NP_037534 O60427 FADS1_HUMANHelical; (Potential). 1GAGCAGCACCGCACAGAGGAG0.562

- 6 1566PYGM_uc001oay.3_Missense_Mutation_p.P162LNM_005609 NP_005600 P11217 PYGM_HUMAN 2GAAGTCATTGGGAGCCTTGGC0.622

- 22 2510 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN 4TCCTCCATGCCTTGTGGCCTC0.647

- 1 155ATG2A_uc010rnt.1_Nonsense_Mutation_p.E14*NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2CAGACCCGCTCTTTCACACAG0.642

+ 9 1710EHBP1L1_uc001oep.1_IntronNM_001099409 NP_001092879 Q8N3D4 EH1L1_HUMAN 1AGCCTGCCCCCAGCGGAGCCT0.682

+ 12 1151BBS1_uc001oii.1_Missense_Mutation_p.R417Q|BBS1_uc010rpg.1_Missense_Mutation_p.R283Q|BBS1_uc001oik.1_Missense_Mutation_p.R304Q|BBS1_uc001oil.1_Missense_Mutation_p.R251Q|ZDHHC24_uc001oim.1_Intron|ZDHHC24_uc009yrg.1_Intron|BBS1_uc010rph.1_Missense_Mutation_p.R48QNM_024649 NP_078925 Q8NFJ9 BBS1_HUMAN 1TGCTTTGGCCGGTACGGGCGG0.562

+ 7 818SSH3_uc001okk.2_RNA|SSH3_uc001okl.2_Missense_Mutation_p.A68TNM_017857 NP_060327 Q8TE77 SSH3_HUMAN 1ATGTGAGGCAGCTCTAGGCAG0.622

- 10 1757PITPNM1_uc001olw.2_5'UTR|PITPNM1_uc001oly.2_Missense_Mutation_p.T523I|PITPNM1_uc001olz.2_Missense_Mutation_p.T523INM_004910 NP_004901 O00562 PITM1_HUMAN 3GGAGGATGAGGTGGCCAGCAG0.647

+ 1 351 NM_001012710 NP_001012728 Q6L8G5 KR510_HUMAN7 X 4 AA repeats of C-C-X-P. 1TCTTGTGGGGGCTCCAAGGGG0.677

- 1 901 NM_001005285 NP_001005285 A6NND4 O2AT4_HUMANCytoplasmic (Potential). 1GCCTTTACATCCCTGTTTCTC0.483

+ 2 602 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN LRR 4. 0CAACCAGCTCCGGGAGGTCTC0.637 rs143993207

- 6 1042SYTL2_uc010rtg.1_Missense_Mutation_p.P257S|SYTL2_uc010rti.1_Missense_Mutation_p.P256S|SYTL2_uc010rtj.1_Missense_Mutation_p.P208S|SYTL2_uc001pbf.3_Missense_Mutation_p.P256S|SYTL2_uc010rtf.1_Missense_Mutation_p.P114SNM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3CTTTGTCTAGGAAAAGACTGG0.473

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 2.|Extracellular (Potential). 5GAATAGGTATGATCTGGAAAT0.388

- 6 880CASP5_uc010ruz.1_Missense_Mutation_p.P296L|CASP5_uc010rvb.1_Missense_Mutation_p.P225L|CASP5_uc010rvc.1_Missense_Mutation_p.P141L|CASP5_uc009yxh.2_Missense_Mutation_p.P65L|CASP5_uc010rvd.1_Missense_Mutation_p.P65LNM_004347 NP_004338 P51878 CASP5_HUMAN 3CAGCACATCCGGTTTTTTCTT0.488

+ 17 1830GLB1L2_uc009zdg.1_RNANM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3ACCCACATTACCTGCTTTCTT0.537

- 9 1038 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANCytoplasmic (Potential). 7TCCTGTCATTCATATCGTCCT0.483

+ 5 682COPS7A_uc009zex.2_Intron|COPS7A_uc001qqk.2_Missense_Mutation_p.R148H|COPS7A_uc001qql.2_RNA|COPS7A_uc001qqh.2_Missense_Mutation_p.R148H|COPS7A_uc001qqi.2_Missense_Mutation_p.R148H|COPS7A_uc001qqm.2_RNA|COPS7A_uc001qqn.3_Missense_Mutation_p.R148H|COPS7A_uc001qqo.2_Missense_Mutation_p.R148HNM_001164094 NP_001157566 Q9UBW8 CSN7A_HUMAN PCI. 1CTGGACCAGCGCAACCAGCGG0.602

+ 1 104 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0CCTCTGACTCTTGCTGACTTT0.473

- 3 276 NM_006248 NP_006239 0TGTGGGGGTGGTCCTTGTGGC0.612

+ 1 565PLCZ1_uc001rdv.3_5'Flank|PLCZ1_uc001rdw.3_5'Flank|PLCZ1_uc010sid.1_5'FlankNM_033328 NP_201585 Q96KX2 CAZA3_HUMAN p.G136A(1) 2TATCCAAAAGGAAATTGCAAC0.403

- 33 2300COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.R638CNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2GGAGAGCCACGTTCACCTGGG0.637

- 9 1371LOC144438_uc001rsd.3_5'Flank|CCNT1_uc009zkz.1_Missense_Mutation_p.R65WNM_001240 NP_001231 O60563 CCNT1_HUMAN 6TCACTAGTCCGATGACCCTGA0.463 rs113480935

+ 13 1843TROAP_uc009zlh.2_Missense_Mutation_p.C559Y|TROAP_uc001rty.2_Missense_Mutation_p.C267YNM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1CTAGAGTCCTGCTGTAGGAGT0.597

- 10 1367BIN2_uc009zlz.2_Missense_Mutation_p.A407T|BIN2_uc001ryh.2_Missense_Mutation_p.A315T|BIN2_uc010sng.1_Missense_Mutation_p.A413TNM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Pro-rich. 1CCTCCAGAGGCTGTAGGGCTG0.622

+ 25 5531ESPL1_uc001scj.2_Missense_Mutation_p.G1489SNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3TGAGGAGCCCGGCCCTGCCCA0.607

- 1 188SMARCC2_uc001skd.2_Missense_Mutation_p.R28W|SMARCC2_uc001ska.2_Missense_Mutation_p.R28W|SMARCC2_uc001skc.2_Missense_Mutation_p.R28W|SMARCC2_uc010sqf.1_5'UTRNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6AGCCACAGCCGCACGTTGTCG0.438

+ 12 1684SLC39A5_uc010sqk.1_Nonsense_Mutation_p.W476*NM_173596 NP_775867 Q6ZMH5 S39A5_HUMANHelical; (Potential). 2CTCACTCCCTGGGTGTTTGGG0.652

- 10 1690B4GALNT1_uc010sru.1_Missense_Mutation_p.H365YNM_001478 NP_001469 Q00973 B4GN1_HUMANLumenal (Potential). 0AGCTCGTGGTGGAAGCCGCGC0.677

+ 6 780OS9_uc010srx.1_Intron|OS9_uc001spk.2_Missense_Mutation_p.P241S|OS9_uc001spl.2_Missense_Mutation_p.P241S|OS9_uc001spm.2_Missense_Mutation_p.P241S|OS9_uc001spn.2_Missense_Mutation_p.P241S|OS9_uc010sry.1_Missense_Mutation_p.P208S|OS9_uc010srz.1_Missense_Mutation_p.P182SNM_006812 NP_006803 Q13438 OS9_HUMAN 1CAGTGCTGCACCGCAGGCCAT0.617

+ 10 2051APAF1_uc001tfy.2_Missense_Mutation_p.A481T|APAF1_uc001tga.2_Missense_Mutation_p.A481T|APAF1_uc001tgb.2_Missense_Mutation_p.A492T|APAF1_uc001tgc.2_IntronNM_181861 NP_863651 O14727 APAF_HUMAN 3CTATCACATGGCCAGTGCCAA0.378

+ 8 852GAS2L3_uc009zty.2_Missense_Mutation_p.R209Q|GAS2L3_uc001thv.2_Missense_Mutation_p.R105QNM_174942 NP_777602 Q86XJ1 GA2L3_HUMAN GAR. 1TCATGCTGTCGGCATGAAGAG0.398 rs147048300

- 8 2022 NM_004075 NP_004066 Q16526 CRY1_HUMANRequired for inhibition of CLOCK-ARNTL- mediated transcription (By similarity).|FAD-binding.3GCTCCAATCTGCATCAAGCAA0.383

+ 7 946TCHP_uc001tpo.1_RNA|TCHP_uc001tpp.2_Missense_Mutation_p.R265WNM_001143852 NP_001137324 Q9BT92 TCHP_HUMANTrichohyalin/plectin homology domain.|Glu-rich.|Interaction with keratin proteins.|Potential.1GGAAGCCTTCCGGCAGAAGGC0.567

+ 21 3240ACAD10_uc009zvx.2_Splice_Site_p.A1045_splice|ACAD10_uc001tss.1_RNANM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2GTGTCTGCCAGGCCTTTGGAG0.632

- 10 1602 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15AGGGTGTAGGGGAGAAGGCGG0.652

+ 4 429DDX51_uc001ujy.3_5'FlankNM_024078 NP_076983 Q9BVI4 NOC4L_HUMAN 0GCAGCTGGAAGGAGCGCACCC0.652

- 25 2973POLE_uc001ukr.1_5'Flank|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.G950WNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8TGCAGTTCCCCGCGGCGTTTG0.517 rs142563997

- 2 798 NM_021954 NP_068773 Q9Y6H8 CXA3_HUMANHelical; (Potential). 1GCAGGCCACCGCCAGCATGAA0.647

- 17 2645FLT1_uc001usa.3_Missense_Mutation_p.S5FNM_002019 NP_002010 P17948 VGFR1_HUMANCytoplasmic (Potential). 24TATTTCAGAAGAAGACTGAGA0.383

+ 29 4869NBEA_uc010abi.2_Missense_Mutation_p.D243NNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11TTTTTCATAGGATGATAGCAA0.343

+ 1 249COG3_uc010tfu.1_RNA|COG3_uc001vai.2_Missense_Mutation_p.A50T|COG3_uc001vaj.1_Missense_Mutation_p.A50T|COG3_uc010tfv.1_5'UTRNM_031431 NP_113619 Q96JB2 COG3_HUMAN 2GAAGGCGGCGGCAGAGAACTT0.692

+ 1 1837 NR_003268 0TTCCCTCCAGGGGGAGGAGGA0.532

- 4 714C13orf1_uc001vdm.2_Missense_Mutation_p.P112L|C13orf1_uc010tgm.1_RNA|C13orf1_uc010adj.2_Missense_Mutation_p.P151LNM_020456 NP_065189 Q5W111 SPRY7_HUMAN B30.2/SPRY. 0ACCTGATGCTGGACAATGCAT0.328

+ 11 2091TDRD3_uc010aef.2_Missense_Mutation_p.Y260H|TDRD3_uc001vhz.3_Missense_Mutation_p.Y435H|TDRD3_uc010aeg.2_Missense_Mutation_p.Y528H|TDRD3_uc001vib.3_Missense_Mutation_p.Y434HNM_030794 NP_110421 Q9H7E2 TDRD3_HUMAN 2 ATCTGTAGATTATAATAATCA0.338

- 7 1921DACH1_uc010tho.1_Intron|DACH1_uc010thp.1_IntronNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1TTGGGCCCAGGAAGTACATTT0.408

- 1 28C13orf39_uc001vpk.2_Missense_Mutation_p.A8TNM_001010977 NP_001010977 Q5VZV1 MT21C_HUMAN 0GGCTGCTGCGCGGAGCTCAGA0.577

- 11 1783TOX4_uc001waz.2_3'UTR|TOX4_uc001wba.2_RNA|TOX4_uc010tlu.1_3'UTR|TOX4_uc010tlv.1_3'UTR|METTL3_uc001wbb.2_Missense_Mutation_p.R409QNM_019852 NP_062826 Q86U44 MTA70_HUMAN 2TTGCTTGAACCGTGCAACCAC0.458



+ 2 753THTPA_uc001wkb.3_Intron|THTPA_uc001wkg.3_Nonsense_Mutation_p.W128*|THTPA_uc010akr.2_Intron|THTPA_uc001wki.3_IntronNM_001126339 NP_001119811 Q9BU02 THTPA_HUMAN 0CGGAGTGCCTGGAAGCTGGTG0.617

- 10 1318_1319PYGL_uc010tqq.1_Missense_Mutation_p.P364S|PYGL_uc001wyv.2_Missense_Mutation_p.P72S|PYGL_uc010anz.1_Missense_Mutation_p.P204SNM_002863 NP_002854 P06737 PYGL_HUMAN 1AAATGTCGAGGGAGCAGCTTCT0.485

- 7 1244KCNH5_uc001xfy.2_Missense_Mutation_p.T398I|KCNH5_uc001xfz.1_Missense_Mutation_p.T340I|KCNH5_uc001xga.2_Missense_Mutation_p.T340INM_139318 NP_647479 Q8NCM2 KCNH5_HUMANExtracellular (Potential). 9GCGATATGGAGTCCCAATGCT0.468

+ 2 208CHURC1_uc010tsj.1_Missense_Mutation_p.S45F|CHURC1_uc010tsk.1_RNA|FNTB_uc010tsm.1_5'UTR|CHURC1_uc001xhv.1_Missense_Mutation_p.S45F|CHURC1_uc001xhw.1_Missense_Mutation_p.S45FNM_002028 NP_002019 P49356 FNTB_HUMAN PFTB 2. 1ACAAACAAATCCTTGAAAGAA0.393

+ 17 2513PLEKHH1_uc010tsw.1_Missense_Mutation_p.L359F|PLEKHH1_uc001xjn.1_Missense_Mutation_p.L306F|PLEKHH1_uc010tsx.1_5'FlankNM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN PH 2. 0GCTCTACCACCTCACAGTGGC0.582

+ 34 6934PCNX_uc010are.1_Missense_Mutation_p.S2052L|PCNX_uc010arf.1_Missense_Mutation_p.S951L|PCNX_uc001xmp.2_Missense_Mutation_p.S247LNM_014982 NP_055797 Q96RV3 PCX1_HUMAN Ser-rich. 1AACTTGCCATCATCCATCCAA0.572

+ 15 4426SIPA1L1_uc001xmt.2_Missense_Mutation_p.A1339T|SIPA1L1_uc001xmu.2_Missense_Mutation_p.A1339T|SIPA1L1_uc001xmv.2_Missense_Mutation_p.A1360T|SIPA1L1_uc010ttm.1_Missense_Mutation_p.A814T|SIPA1L1_uc001xmw.2_Missense_Mutation_p.A125TNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4GGAGAAAGTGGCACCCCTATG0.602

+ 2 521 NM_001037162 NP_001032239 Q3I5F7 ACOT6_HUMAN 0ACTTGTCGATGATCTAGGAAA0.403

+ 2 413VIPAR_uc001xtt.1_5'Flank|VIPAR_uc001xtu.1_5'Flank|VIPAR_uc010tvj.1_5'Flank|VIPAR_uc001xtv.1_5'Flank|AHSA1_uc010tvk.1_Missense_Mutation_p.V85INM_012111 NP_036243 O95433 AHSA1_HUMAN 0TGAATGGAGCGTCAAACTAAA0.423

- 14 2305C14orf145_uc010asz.1_RNANM_152446 NP_689659 Q6ZU80 CE128_HUMAN Potential. 0ATATTCTGTTCGTGTTTTGTT0.413

- 4 1555BTBD7_uc010aur.2_Intron|BTBD7_uc010two.1_Intron|BTBD7_uc001ybp.2_Missense_Mutation_p.S59F|BTBD7_uc001ybq.3_Missense_Mutation_p.S325FNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1ATATGGATGAGAACTCCACTT0.408

+ 24 3343KIAA1409_uc001ybs.1_IntronNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17TCTGCTCCAGCTCTCGGTGGG0.463

+ 23 2726PACS2_uc001yqs.2_Missense_Mutation_p.V776I|PACS2_uc001yqv.2_Missense_Mutation_p.V855I|PACS2_uc001yqu.2_Missense_Mutation_p.V866INM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1CATGCTGCGGGGTGAGCACCA0.617

- 16 1840OCA2_uc010ayv.2_Missense_Mutation_p.G553VNM_000275 NP_000266 Q04671 P_HUMANCytoplasmic (Potential). 5CAGCACCTTCCCCAGCAGCAG0.657

- 30 3534PLCB2_uc001zlc.2_Missense_Mutation_p.S62F|PLCB2_uc010bbo.2_Missense_Mutation_p.S1074F|PLCB2_uc010ucm.1_Missense_Mutation_p.S1063FNM_004573 NP_004564 Q00722 PLCB2_HUMAN Potential. 8CTGGATGTGGGAGTTGTTAAT0.368

+ 4 771 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9CAATGGACTACTGCAGCGCAA0.542

- 73 13664 NM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19GAAGGCAGGCGGAGGTCTGAA0.468

- 8 3729 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMANCytoplasmic (Potential). 6ACCCAGCGCCTTGTGGAAGTG0.726

- 1 399BCL2A1_uc002bfd.3_Missense_Mutation_p.Q73KNM_004049 NP_004040 Q16548 B2LA1_HUMAN 1TCCATCACTTGGTTGAATAGT0.393

- 2 776 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN 2CAGGTTGGGCGGCCCAGGCAC0.662

+ 6 642 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0CTTCCTGGCAGCACAGGGCAT0.622

+ 5 506FANCI_uc002bnm.1_Missense_Mutation_p.T139M|FANCI_uc002bnn.1_RNA|FANCI_uc002bno.2_Missense_Mutation_p.T139M|FANCI_uc002bnp.1_5'FlankNM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2GCCCTGGCTACGAAAAAGGAA0.378

+ 2 1004MESP2_uc010uqa.1_Missense_Mutation_p.Q37LNM_001039958 NP_001035047 Q0VG99 MESP2_HUMAN 0CAGAGACTGCAGCCTCAGACC0.637

- 2 553 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0GCTGTGTCCACGGGGCCCAGG0.716

- 10 1021 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN SH3. 2CCGGTCATTGCCCGTCCGGTT0.672

- 4 554PRSS22_uc002crz.1_IntronNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1AGAGGCATCAGGTAGGCAGAT0.587

- 6 1528PKMYT1_uc010uwn.1_RNA|PKMYT1_uc002csm.2_Missense_Mutation_p.P362L|PKMYT1_uc002cso.2_Missense_Mutation_p.P293L|PKMYT1_uc002csp.2_Missense_Mutation_p.P353L|PKMYT1_uc002csq.2_Missense_Mutation_p.P353L|PKMYT1_uc010bsy.1_Missense_Mutation_p.P353LNM_004203 NP_004194 Q99640 PMYT1_HUMAN 1CCAGGCCCGCGGCTGCCTCAA0.692

+ 3 456IL32_uc002ctk.2_Missense_Mutation_p.R36L|IL32_uc010uwp.1_Missense_Mutation_p.R36L|IL32_uc010btb.2_Missense_Mutation_p.R26L|IL32_uc002ctl.2_Missense_Mutation_p.R36L|IL32_uc002ctm.2_Missense_Mutation_p.R36L|IL32_uc002ctn.2_Missense_Mutation_p.R36L|IL32_uc010btc.1_Missense_Mutation_p.R82L|IL32_uc002cts.3_Missense_Mutation_p.R36L|IL32_uc002ctp.2_Intron|IL32_uc010uwq.1_Missense_Mutation_p.R82L|IL32_uc002ctq.2_Missense_Mutation_p.R82L|IL32_uc002ctr.2_Intron|IL32_uc002ctt.2_Missense_Mutation_p.R36L|IL32_uc010uwr.1_Intron|IL32_uc002ctu.2_Missense_Mutation_p.R36LNM_004221 NP_004212 P24001 IL32_HUMAN 1GAATCAGGACGTGGACAGGTG0.557 rs145687578

+ 4 1183 NM_139170 NP_631909 Q8IYS4 CP071_HUMAN 1TGCGGAGTCAGCTCCCAGATC0.657

+ 11 1531CIITA_uc002daj.3_Missense_Mutation_p.Q467H|CIITA_uc002dak.3_Intron|CIITA_uc002dag.2_Missense_Mutation_p.Q466H|CIITA_uc002dah.2_Missense_Mutation_p.Q418H|CIITA_uc010bup.1_IntronNM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1ATGGCCTGCAGGATCTGCTCT0.612

- 12 2367TXNDC11_uc002dbg.1_Missense_Mutation_p.P742SNM_015914 NP_056998 Q6PKC3 TXD11_HUMANThioredoxin 2. 0CTGTTGCAGGGAAAAAACAAG0.408

- 10 1183GSPT1_uc002dbu.2_Missense_Mutation_p.L523V|GSPT1_uc002dbt.2_Missense_Mutation_p.L524V|GSPT1_uc010bux.2_Missense_Mutation_p.L386VNM_001130007 NP_001123479 P15170 ERF3A_HUMAN 3GAATGACAAAGATTATTAGGA0.373

+ 8 1029ABCC1_uc010bvj.2_Missense_Mutation_p.P285L|ABCC1_uc010bvk.2_Missense_Mutation_p.P285L|ABCC1_uc010bvl.2_Missense_Mutation_p.P285L|ABCC1_uc010bvm.2_Missense_Mutation_p.P285L|ABCC1_uc002del.3_Missense_Mutation_p.P169L|ABCC1_uc010bvn.2_Missense_Mutation_p.P148LNM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4CCTGCCCAGCCGAAAGAGAGT0.557

+ 7 1520SYT17_uc002dfx.2_Missense_Mutation_p.P336S|SYT17_uc002dfy.2_Missense_Mutation_p.P393S|SYT17_uc002dfv.1_Missense_Mutation_p.P336SNM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1CTTCAAAGTTCCCCAAGAAGA0.458

- 2 676GPR139_uc010vaw.1_Missense_Mutation_p.E79KNM_001002911 NP_001002911 Q6DWJ6 GP139_HUMANExtracellular (Potential). 2ATGTAGTCTTCAGTCCAGATG0.517

- 19 2099ARHGAP17_uc002dmx.2_5'UTR|ARHGAP17_uc002dmw.2_5'UTR|ARHGAP17_uc002dmy.2_Missense_Mutation_p.K114R|ARHGAP17_uc002dmz.2_Missense_Mutation_p.K193R|ARHGAP17_uc002dna.2_Missense_Mutation_p.K396R|ARHGAP17_uc002dnc.2_Missense_Mutation_p.K591R|ARHGAP17_uc010vcf.1_Missense_Mutation_p.K412R|ARHGAP17_uc002dne.1_5'UTRNM_001006634 NP_001006635 Q68EM7 RHG17_HUMAN Pro-rich. 0GGTGGGTGGCTTTGGTGACAG0.692

+ 8 1100IL21R_uc002dor.1_Splice_Site_p.K289_splice|IL21R_uc002dos.1_Splice_Site_p.K289_spliceNM_181078 NP_851564 Q9HBE5 IL21R_HUMAN 4GACTTCAAGGTGAGCTCCCGA0.647

- 16 2708GTF3C1_uc002dou.2_Missense_Mutation_p.P890SNM_001520 NP_001511 Q12789 TF3C1_HUMAN 5GGGATTGGGGGGATGTAGCGC0.562

- 3 500uc010vct.1_Intron|SULT1A2_uc002dqh.1_Splice_Site_p.G50_spliceNM_177528 NP_803564 P50226 ST1A2_HUMAN 0CAGGTGGTGCCTGGAGAGGGA0.627

- 8 1697TBC1D10B_uc002dxt.2_5'UTRNM_015527 NP_056342 Q4KMP7 TB10B_HUMAN 0CGTGTGGCGCAGCAGGACCAG0.602

- 12 1846PRSS36_uc010vff.1_Missense_Mutation_p.P371L|PRSS36_uc010vfg.1_Missense_Mutation_p.P591L|PRSS36_uc010vfh.1_Missense_Mutation_p.P596LNM_173502 NP_775773 Q5K4E3 POLS2_HUMANPeptidase S1 3. 1GACCCCCACTGGAGCAGCCTC0.682

- 6 2470 NM_153029 NP_694574 O75113 N4BP1_HUMAN 0AACGTGTACTGCAGCAGCCTA0.527

- 7 704BRD7_uc002ege.1_Missense_Mutation_p.P213SNM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Bromo. 0ATGGTCTCTGGTTTATTGTAA0.333

- 7 1433TOX3_uc010vgt.1_Missense_Mutation_p.T416M|TOX3_uc010vgu.1_Missense_Mutation_p.T421MNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0AACCATGGTCGTTCCCATGGA0.453

- 2 466 NM_001796 NP_001787 P55286 CADH8_HUMANExtracellular (Potential).|Cadherin 1. 9GAAAACTCTTCCAGGACAAAC0.423

- 2 1501 uc002erg.1_5'UTR NM_033309 NP_171608 Q6UX72 B3GN9_HUMANLumenal (Potential). 0GGGCCTGCAGCGACAGGCTGT0.622

- 19 3238ADAMTS18_uc010chc.1_Missense_Mutation_p.W528LNM_199355 NP_955387 Q8TE60 ATS18_HUMAN TSP type-1 2. 18GCATGTACTCCATTCACCTGG0.463



+ 8 1544LRRC50_uc010vnw.1_Missense_Mutation_p.V219INM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0ACCTGTGGAGGTTAAAGGAGA0.602

- 16 2469SPATA22_uc010vrg.1_5'Flank|TRPV3_uc002fvs.1_RNA|TRPV3_uc010vrh.1_Missense_Mutation_p.R700Q|TRPV3_uc010vri.1_Missense_Mutation_p.R671Q|TRPV3_uc010vrj.1_Missense_Mutation_p.R700Q|TRPV3_uc010vrk.1_RNA|TRPV3_uc010vrl.1_Missense_Mutation_p.R700Q|TRPV3_uc010vrm.1_RNA|TRPV3_uc002fvr.2_Missense_Mutation_p.R716Q|TRPV3_uc002fvu.2_Missense_Mutation_p.R716QNM_145068 NP_659505 Q8NET8 TRPV3_HUMANCytoplasmic (Potential). 4CTCTCCCATCCGGAATCTGCT0.532

- 8 1246_1247TRPV3_uc002fvs.1_RNA|TRPV3_uc010vrh.1_Missense_Mutation_p.D293N|TRPV3_uc010vri.1_Missense_Mutation_p.D264N|TRPV3_uc010vrj.1_Missense_Mutation_p.D293N|TRPV3_uc010vrk.1_RNA|TRPV3_uc010vrl.1_Missense_Mutation_p.D293N|TRPV3_uc010vrm.1_RNA|TRPV3_uc002fvr.2_Missense_Mutation_p.D309N|TRPV3_uc002fvu.2_Missense_Mutation_p.D309N|TRPV3_uc010vrn.1_5'FlankNM_145068 NP_659505 Q8NET8 TRPV3_HUMANCytoplasmic (Potential). 4GTCTTGAAGTCCTCGGCCACGG0.579

+ 1 2119ITGAE_uc002fwo.3_Intron|ITGAE_uc002fwn.3_5'FlankNM_031965 NP_114171 Q8TF76 HASP_HUMANProtein kinase. 0CTTGGAACGGGATGGGATTGT0.502

- 2 1159 NM_032530 NP_115919 Q96JF6 ZN594_HUMAN C2H2-type 8. 3AAAGCTGTGCGCCCACTGAAG0.463

+ 2 124 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2TTCCTGGATGGACGAAGAAAG0.507 rs143419082

- 4 433ALOXE3_uc010vuo.1_5'Flank|ALOXE3_uc010vup.1_5'Flank|HES7_uc002gkb.1_Missense_Mutation_p.P150SNM_032580 NP_115969 Q9BYE0 HES7_HUMAN Pro-rich. 0TCCAGGGATGGGCGCGGCGCT0.766

- 3 1096C17orf63_uc010wax.1_Missense_Mutation_p.Q277K|C17orf63_uc010way.1_Missense_Mutation_p.Q277K|C17orf63_uc002hcw.2_Missense_Mutation_p.Q149KNM_018182 NP_060652 Q8WU58 CQ063_HUMAN 1GCCCTCGTCTGGCAAAACTGG0.587

+ 14 1434RHOT1_uc002hgw.2_Missense_Mutation_p.V399I|RHOT1_uc002hgy.2_Missense_Mutation_p.V399I|RHOT1_uc002hha.2_Missense_Mutation_p.V272I|RHOT1_uc010csv.2_RNA|RHOT1_uc002hgx.2_Missense_Mutation_p.V272I|RHOT1_uc010wby.1_Missense_Mutation_p.V399I|RHOT1_uc002hhb.2_Missense_Mutation_p.V378I|RHOT1_uc002hgv.2_Missense_Mutation_p.V399INM_018307 NP_060777 Q8IXI2 MIRO1_HUMANMitochondrial intermembrane (Potential). 4AGCTTCAGCTGTTACAGGTAA0.368

+ 6 783RHBDL3_uc010csw.1_Missense_Mutation_p.G249S|RHBDL3_uc010csx.1_Missense_Mutation_p.G257S|RHBDL3_uc010csy.1_Missense_Mutation_p.G159S|RHBDL3_uc002hhf.1_Missense_Mutation_p.G159SNM_138328 NP_612201 P58872 RHBL3_HUMANHelical; (Potential). 1CTACGTGGCCGGTGTTGTGGC0.647

- 2 207DDX52_uc002hoh.1_Translation_Start_Site|DDX52_uc002hoj.1_Translation_Start_SiteNM_007010 NP_008941 Q9Y2R4 DDX52_HUMAN 2CCACACACACCTGGGACAGAC0.413

+ 7 872ZPBP2_uc002htf.2_Missense_Mutation_p.R218QNM_199321 NP_955353 Q6X784 ZPBP2_HUMAN 1GCAAGAGATCGAATAGAAGAC0.353

- 14 1644MED24_uc010wes.1_Missense_Mutation_p.S304F|MED24_uc010wet.1_Intron|MED24_uc002hts.2_Missense_Mutation_p.S469F|MED24_uc002htu.2_Missense_Mutation_p.S431F|MED24_uc010cwn.2_Missense_Mutation_p.S431F|MED24_uc010weu.1_Missense_Mutation_p.S354F|MED24_uc010wev.1_Missense_Mutation_p.S394F|MED24_uc010wew.1_Missense_Mutation_p.S385F|MED24_uc010wex.1_Missense_Mutation_p.S149FNM_014815 NP_055630 O75448 MED24_HUMAN 1ACTCTTCCCGGACAGCATGTG0.582

- 7 1275 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN Tail. 2ATTTCCAGATCCATAATCTTT0.318

- 1 104 NM_004138 NP_004129 O76009 KT33A_HUMAN Head. 0CAGCTGGGGGGCACACAGGGC0.642

+ 16 3241WNK4_uc010wgx.1_Missense_Mutation_p.D738N|CCDC56_uc010wgz.1_Missense_Mutation_p.R140CNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7GGCTGAGAGCGACCGTGCAGC0.607

- 12 1638HDAC5_uc002ife.1_Missense_Mutation_p.R476H|HDAC5_uc002iff.1_Missense_Mutation_p.R477H|HDAC5_uc010czp.1_Missense_Mutation_p.R476H|HDAC5_uc002ifh.2_Missense_Mutation_p.R476HNM_005474 NP_005465 Q9UQL6 HDAC5_HUMAN 1GGTGGCCACACGTTCACCCGT0.652 rs143851045

- 28 2938ITGA2B_uc002igu.1_3'UTRNM_000419 NP_000410 P08514 ITA2B_HUMANExtracellular (Potential). 3CGGGGGCACCGCATAGGGGAG0.627

+ 1 1004 NM_001466 NP_001457 Q14332 FZD2_HUMANHelical; Name=2; (Potential). 3ACCATGGTGTCGGTGGCCTAC0.602

- 14 1520EFTUD2_uc010wje.1_Missense_Mutation_p.C385S|EFTUD2_uc010wjf.1_Missense_Mutation_p.C410SNM_004247 NP_004238 Q15029 U5S1_HUMAN 1GAACTTTTTGCAGACCAGCCT0.547

+ 10 1329ABCC3_uc002isk.3_Missense_Mutation_p.A417P|ABCC3_uc002ism.2_Missense_Mutation_p.C129SNM_003786 NP_003777 O15438 MRP3_HUMANCytoplasmic (By similarity).|ABC transmembrane type-1 1.4GTCAGTGGATGCCCAGCGCTT0.552

+ 3 371NME1_uc010dbx.1_Missense_Mutation_p.G40R|NME1_uc002ith.1_Missense_Mutation_p.G40R|NME1_uc002iti.1_Missense_Mutation_p.G15R|NME1-NME2_uc002itj.2_Missense_Mutation_p.G15RNM_002512 NP_002503 P22392 NDKB_HUMANInteraction with AKAP13. 0CAAACCAGATGGGGTCCAGCG0.493

+ 4 327 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2CGCAGCCAAACGCCTGTACAG0.453

+ 11 1958 NM_000502 NP_000493 P11678 PERE_HUMAN 2AGCCTCTTTTGCCGGGGGCTC0.517 rs144768455

- 2 360 NM_000334 NP_000325 P35499 SCN4A_HUMAN 3TTGTTGAGTACGATGAAGGTC0.473

+ 9 701RGS9_uc010dem.2_Missense_Mutation_p.M197I|RGS9_uc002jfd.2_Missense_Mutation_p.M197I|RGS9_uc002jff.2_RNANM_003835 NP_003826 O75916 RGS9_HUMAN 4AGCCTGGAATGGACAATGTGC0.463

+ 2 783SLC9A3R1_uc002jln.1_RNA|SLC9A3R1_uc002jlp.2_Missense_Mutation_p.P31RNM_004252 NP_004243 O14745 NHRF1_HUMAN PDZ 2. 0CCAGACTCCCCGGCTGAGGCT0.612

- 20 3094RECQL5_uc010dgk.2_Missense_Mutation_p.E953K|RECQL5_uc002jot.3_Missense_Mutation_p.E176KNM_004259 NP_004250 O94762 RECQ5_HUMAN 3CAGTCAGCTTCGCTCTCGCAC0.627

- 18 3385UBE2O_uc002jrl.3_Missense_Mutation_p.R711HNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5CTGCACCACGCGGATCAGCGC0.577

- 16 3092USP36_uc002jwa.1_Missense_Mutation_p.L923F|USP36_uc002jwb.1_Missense_Mutation_p.L535F|USP36_uc002jwc.1_Missense_Mutation_p.L623F|USP36_uc002jvy.1_5'FlankNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5TCTTCACCAAGACCTTCTGCT0.582

- 4 831CANT1_uc002jwk.2_Missense_Mutation_p.K131R|CANT1_uc002jwj.2_Missense_Mutation_p.K131R|CANT1_uc002jwl.2_RNA|CANT1_uc002jwm.1_5'FlankNM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0CAGGTAGCCCTTTTTCAGGTA0.577

+ 27 2444TBCD_uc002kfy.1_Missense_Mutation_p.R772C|TBCD_uc002kgb.1_Missense_Mutation_p.R97C|TBCD_uc002kgc.2_5'FlankNM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0GGAGATGACTCGCTGTGGCTT0.632

- 9 936PPP4R1_uc010wzo.1_Intron|PPP4R1_uc002kod.1_Missense_Mutation_p.A256V|PPP4R1_uc010wzp.1_RNANM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1GAAGCATTCAGCACAAGCCTT0.408

+ 2 867TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.K73ENM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN2.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2GTCCTCAGAAAAAGCCATCCA0.547 rs146821851

+ 12 3446ASXL3_uc002kxq.2_Missense_Mutation_p.P838SNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3CCGGTTGCCTCCTCCGCTCAG0.478

+ 12 5622ASXL3_uc002kxq.2_Missense_Mutation_p.G1563ENM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GATGTTAAAGGGGTGCCTTGT0.458

- 16 2029TCF4_uc002lfw.3_Missense_Mutation_p.P313S|TCF4_uc010xdu.1_Missense_Mutation_p.P343S|TCF4_uc010xdv.1_Missense_Mutation_p.P343S|TCF4_uc002lfx.2_Missense_Mutation_p.P402S|TCF4_uc010xdw.1_Missense_Mutation_p.P343S|TCF4_uc002lfy.2_Missense_Mutation_p.P431S|TCF4_uc010xdx.1_Missense_Mutation_p.P449S|TCF4_uc010dph.1_Missense_Mutation_p.P473S|TCF4_uc010xdy.1_Missense_Mutation_p.P449S|TCF4_uc002lga.2_Missense_Mutation_p.P575S|TCF4_uc002lgb.1_Missense_Mutation_p.P313S|TCF4_uc010dpi.2_Missense_Mutation_p.P479S|TCF4_uc002lfv.2_Missense_Mutation_p.P256SNM_003199 NP_003190 P15884 ITF2_HUMAN 2TGTGGAACCGGAACCTGGTTT0.602

- 1 135SERPINB3_uc002lji.2_Missense_Mutation_p.A37T|SERPINB3_uc010dqa.2_Missense_Mutation_p.A37T|SERPINB3_uc010dqb.2_Missense_Mutation_p.A37T|SERPINB3_uc010dqc.2_Missense_Mutation_p.A37TP48594 SPB4_HUMAN 3ATCCCTAATGCTGATGTGATG0.418

+ 9 1262SERPINB2_uc002ljo.2_Missense_Mutation_p.P310L|SERPINB2_uc010dqh.2_Missense_Mutation_p.P240L|SERPINB2_uc002ljp.1_Intron|SERPINB2_uc002ljq.1_IntronNM_001143818 NP_001137290 P05120 PAI2_HUMAN 2GTATACATACCCCAGTTCAAA0.418

+ 2 2441SALL3_uc010dra.2_Missense_Mutation_p.A421VNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4CTGAAGGACGCGGCCACCGAC0.657

+ 10 1567 NM_182973 NP_892018 Q7Z410 TMPS9_HUMANExtracellular (Potential).|Peptidase S1 2. 2CAGCCTGAAGGAAGGGTCCCG0.677

+ 4 1371ZNF57_uc010xha.1_Missense_Mutation_p.R376QNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGATCATTCCGAGGTCATTTG0.428 rs149690257

- 4 840C19orf28_uc002lxw.2_Missense_Mutation_p.V224L|C19orf28_uc002lxx.2_Missense_Mutation_p.V224L|C19orf28_uc002lxy.2_Missense_Mutation_p.V215LNM_174983 NP_778148 Q6NUT3 CS028_HUMANHelical; (Potential). 2ACACCCACCACCAGCAGGGAC0.701

- 2 390 NM_030662 NP_109587 P36507 MP2K2_HUMAN 0TGCTCGTCAAGTTCCAGCTCC0.572

+ 6 2302SHD_uc010dtu.2_Missense_Mutation_p.S240NNM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0TCGCCCAGGAGCAGCCAGGGC0.662

- 1 38 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0AGACATGGGGGGTTGGGGGGT0.527

- 11 1492PTPRS_uc002mbu.1_Missense_Mutation_p.R407C|PTPRS_uc010xin.1_Missense_Mutation_p.R407C|PTPRS_uc002mbw.2_Missense_Mutation_p.R407C|PTPRS_uc002mbx.2_Missense_Mutation_p.R411C|PTPRS_uc002mby.2_Missense_Mutation_p.R407CNM_002850 NP_002841 Q13332 PTPRS_HUMANFibronectin type-III 1.|Extracellular (Potential). 4TCGCCTGTGCGGGTGACCACG0.697



+ 2 294MCOLN1_uc010dvh.1_Nonsense_Mutation_p.R57*|MCOLN1_uc002mgp.2_5'UTRNM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1CGACAAGTTTCGAGCCAAGGG0.617

- 3 17776 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ATGGCCATTTCTGTGGATCCT0.493

+ 1 217 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMANHelical; Name=2; (Potential). 1TGACTCCCACCTCCACACCCC0.572

+ 4 1348ZNF700_uc010xme.1_Missense_Mutation_p.H426Y|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMAN C2H2-type 7. 0CTTTCGATATCATGAAAGGAT0.443

- 5 684 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 3. 0AACTGGGAAAACTGAATGCTT0.403

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

- 4 1577ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 13. 1GTCAAAGGCTTTACCACATAC0.388

- 6 1110TRMT1_uc002mwk.2_Missense_Mutation_p.C287Y|TRMT1_uc002mwl.3_Missense_Mutation_p.C287Y|TRMT1_uc010xmz.1_Missense_Mutation_p.C73YNM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2CATCTCGTGGCAGGCCCGGCT0.642

- 9 1482CACNA1A_uc010dzc.2_5'Flank|CACNA1A_uc002mwy.3_Missense_Mutation_p.P416S|CACNA1A_uc010xne.1_5'FlankNM_001127221 NP_001120693 O00555 CAC1A_HUMANCytoplasmic (Potential). 2CCATCAAAGGGATGCCTCTGC0.567

- 10 1716USHBP1_uc002nfr.1_Missense_Mutation_p.R161W|USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.R471WNM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1AGCTCTGCCCGTTCCCACCGC0.687

- 17 3293 ANO8_uc010eap.2_RNANM_020959 NP_066010 Q9HCE9 ANO8_HUMANExtracellular (Potential). 3GGCTTTGGGCGGTGAGTGGCT0.682

- 10 1171COMP_uc002nkd.2_Splice_Site_p.R346_splice|COMP_uc010xqj.1_Splice_Site_p.R326_spliceNM_000095 NP_000086 P49747 COMP_HUMAN 0ATCGAGCTCACGGTCGCCGTC0.687

- 1 381_382TSSK6_uc002nmq.2_RNA|NDUFA13_uc002nms.2_5'Flank|NDUFA13_uc010xqx.1_5'Flank|NDUFA13_uc010xqy.1_5'FlankNM_032037 NP_114426 Q9BXA6 TSSK6_HUMANProtein kinase. 1GACGAAGTCCGGGGGCGCTCGC0.614

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

- 18 2674ATP4A_uc010eee.1_Missense_Mutation_p.T40MNM_000704 NP_000695 P20648 ATP4A_HUMANLumenal (Potential). 1GGCCATTGCCGTGAAGTAGTC0.453

- 2 789uc002ocy.2_Intron|THAP8_uc010xtb.1_Missense_Mutation_p.P39S|THAP8_uc010xtc.1_IntronNM_152658 NP_689871 Q8NA92 THAP8_HUMAN THAP-type. 0AAGATGGAGGGCACTGCATCA0.657

- 5 2544uc002ofp.1_5'Flank|ZNF585B_uc002ofr.1_Missense_Mutation_p.H578YNM_152279 NP_689492 Q52M93 Z585B_HUMANC2H2-type 21. 1CTGCTCTGATGAACACTGAAC0.458

+ 8 2763 NM_015073 NP_055888 O60292 SI1L3_HUMAN Rap-GAP. 2CATCATTGTCCGAGTCCACAA0.592

- 1 230 NM_001080468 NP_001073937 Q0VAF6 SYCN_HUMAN 0GGTGTTGGCCCAGTTGGAGGG0.662

+ 4 612MED29_uc010xuw.1_Missense_Mutation_p.P169S|MED29_uc010xux.1_RNANM_017592 NP_060062 Q9NX70 MED29_HUMAN 2ATTTCCTGTGCCAAGGACATT0.632

- 6 2022ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.Q599H|ZNF780A_uc010xvh.1_Missense_Mutation_p.Q600HNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0GTCGAATAAGTTGCATATGAA0.403

+ 27 5805SPTBN4_uc002onx.2_Missense_Mutation_p.G1907S|SPTBN4_uc002onz.2_Missense_Mutation_p.G1907S|SPTBN4_uc010egx.2_Missense_Mutation_p.G650S|SPTBN4_uc002ooa.2_Missense_Mutation_p.G583SNM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 16. 5GGTGTATGCGGGTGAACATGC0.687

+ 7 1112CYP2A7_uc002opo.2_Intron|CYP2B6_uc010xvu.1_Missense_Mutation_p.H169YNM_000767 NP_000758 P20813 CP2B6_HUMAN 2GGGTGTGCCCCACATTGTCAC0.542

+ 7 1055CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_Missense_Mutation_p.R59WNM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1GGAGCTGAATCGGGAGCTGGG0.657

+ 4 879 NM_002483 NP_002474 P40199 CEAM6_HUMANIg-like C2-type 2. 1CACCATTTCCCCCTCAAAGGC0.527

- 12 1509ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6TTCTCATCCTCGGCACCTGCT0.617

- 18 1766LIG1_uc010xze.1_Missense_Mutation_p.R242L|LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Missense_Mutation_p.R481L|LIG1_uc010xzg.1_Missense_Mutation_p.R518LNM_000234 NP_000225 P18858 DNLI1_HUMAN 3GCTGATGCCCCGGGTGGGATG0.557

- 3 792 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1CTCTCGCCGTCCAGCAGCACA0.657

- 11 1337FUZ_uc002ppr.1_Missense_Mutation_p.L311P|FUZ_uc002pps.1_RNA|FUZ_uc002ppt.1_RNA|FUZ_uc002ppu.1_Missense_Mutation_p.L375P|FUZ_uc002ppv.1_Missense_Mutation_p.L361PNM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0GAGGGCATGCAGAGTGTGGGT0.592

+ 4 1385ZNF845_uc010ydw.1_Missense_Mutation_p.M423TNM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TTCAGTCAGATGTCATCCCTT0.408

+ 7 1196LILRB1_uc010erp.1_Intron|LILRB1_uc002qgl.2_Missense_Mutation_p.P286S|LILRB1_uc002qgk.2_Missense_Mutation_p.P286S|LILRB1_uc002qgm.2_Missense_Mutation_p.P286S|LILRB1_uc010erq.2_Missense_Mutation_p.P286S|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANIg-like C2-type 3.|Extracellular (Potential). 3CACCCTGGGCCCTGTGAGCCG0.632

+ 3 684LILRB4_uc002qgo.1_Missense_Mutation_p.Q149E|LILRB4_uc002qgq.2_Missense_Mutation_p.Q108E|LILRB4_uc010ers.1_Missense_Mutation_p.Q21E|LILRB4_uc002qgr.2_Missense_Mutation_p.Q149E|LILRB4_uc010ert.2_Missense_Mutation_p.Q149E|LILRB4_uc010eru.2_Missense_Mutation_p.Q137ENM_006847 NP_006838 Q8NHJ6 LIRB4_HUMANIg-like C2-type 1.|Extracellular (Potential). 3AGGCTGGTCACAGCCCAGTGA0.607

- 9 1214PPP1R12C_uc010yfs.1_Missense_Mutation_p.P326S|PPP1R12C_uc002qiy.2_Missense_Mutation_p.P400SNM_017607 NP_060077 Q9BZL4 PP12C_HUMAN 2GGGTGCGGCGGGGAGGAGACG0.612

+ 5 431ZNF583_uc002qnc.2_Missense_Mutation_p.S89L|ZNF583_uc010ygm.1_Missense_Mutation_p.S89LNM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1AGTGAATTTTCATCAAAGCAA0.313

+ 8 1226ZNF274_uc010yhu.1_RNA|ZNF274_uc010yhv.1_RNA|ZNF274_uc002qrr.1_Missense_Mutation_p.G224D|ZNF274_uc002qrs.1_Missense_Mutation_p.G151D|ZNF274_uc010eum.1_Missense_Mutation_p.G15DNM_133502 NP_598009 Q96GC6 ZN274_HUMAN 1CCTGCCGAGGGCACCACCTGC0.632

- 27 3894 NM_004850 NP_004841 O75116 ROCK2_HUMAN 4TCCATACCTGGAAACCCATCA0.418

+ 4 388KRTCAP3_uc010ylr.1_Missense_Mutation_p.G124D|KRTCAP3_uc002rkt.2_Missense_Mutation_p.G106DNM_173853 NP_776252 Q53RY4 KCP3_HUMAN 0GTGGCCAACGGTGGCCGCCGC0.617

+ 1 754 NM_005413 NP_005404 O95343 SIX3_HUMAN 0GCTGCGCGGCCGCCCACTCGG0.637

+ 7 1353 NM_001430 NP_001421 Q99814 EPAS1_HUMAN PAS 2. 2CTCCGAGAACATGACCAAGAG0.413

+ 5 431 NM_032118 NP_115494 Q9H977 WDR54_HUMAN WD 1. 0GTGTTTGCCCGGGGAATTGCT0.577

+ 17 2173PROM2_uc002sui.2_Splice_Site_p.V680_splice|PROM2_uc002suj.2_Splice_Site_p.V334_splice|PROM2_uc002suk.2_Splice_Site_p.V680_splice|PROM2_uc002sul.2_Splice_Site_p.V206_splice|PROM2_uc002sum.2_Splice_SiteNM_144707 NP_653308 Q8N271 PROM2_HUMAN 1GAGCCTTGTGGTCAGTTTGGA0.582

+ 4 716IL18RAP_uc010fiz.2_IntronNM_003853 NP_003844 O95256 I18RA_HUMANExtracellular (Potential). 5GGGTAGTAACGACCTATCTGA0.438

- 10 891UXS1_uc002tdl.2_Missense_Mutation_p.R97C|UXS1_uc002tdn.2_Missense_Mutation_p.R270C|UXS1_uc002tdo.2_Missense_Mutation_p.R208C|UXS1_uc010ywh.1_Missense_Mutation_p.R109CNM_025076 NP_079352 Q8NBZ7 UXS1_HUMANLumenal (Potential). 2ATGTGCATGCGTGGCCCAAAG0.607

+ 3 571INSIG2_uc010yye.1_Missense_Mutation_p.S14N|INSIG2_uc002tll.2_Missense_Mutation_p.S14NNM_016133 NP_057217 Q9Y5U4 INSI2_HUMAN 2AATCATGCCAGTGCTGTATCC0.393

+ 21 1957EPB41L5_uc010fll.2_Nonsense_Mutation_p.E611*|EPB41L5_uc010flm.2_Nonsense_Mutation_p.E415*NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1CCTCCCCAAAGAGTCTCTTGA0.388

+ 13 4402GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Nonsense_Mutation_p.G1130*|GLI2_uc002tmu.3_Nonsense_Mutation_p.G1113*NM_005270 NP_005261 P10070 GLI2_HUMAN 13CGAACAGGATGGAGGCCTGGA0.672

- 8 1279uc002udp.2_RNA|SCN9A_uc002udr.1_Missense_Mutation_p.L184H|SCN9A_uc002uds.1_Missense_Mutation_p.L184H|SCN9A_uc002udt.1_Missense_Mutation_p.L184HNM_002977 NP_002968 Q15858 SCN9A_HUMAN I. 13ACCACAAAGGAGAGCATCTTT0.328



+ 8 1017PDK1_uc010zdz.1_Missense_Mutation_p.T151M|PDK1_uc010zea.1_RNA|PDK1_uc002uhq.1_Missense_Mutation_p.T326M|PDK1_uc002uhs.2_Missense_Mutation_p.T306M|PDK1_uc010zeb.1_Missense_Mutation_p.T326MNM_002610 NP_002601 Q15118 PDK1_HUMANHistidine kinase. 4GTTCATGTCACGCTGGGTAAT0.358

+ 2 858 NM_002148 NP_002139 P28358 HXD10_HUMAN 1TGGCTCACTGCAAAGAGTGGC0.398

- 80 20445TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P3402SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATGAAGGAAGGAGGCACAATC0.488

- 46 11869TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.P3815L|TTN_uc010zfj.1_Missense_Mutation_p.P3690L|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153GGGTGTCTGTGGAAAATCCTC0.478

- 39 9510TTN_uc010zfh.1_Missense_Mutation_p.E3050K|TTN_uc010zfi.1_Missense_Mutation_p.E3050K|TTN_uc010zfj.1_Missense_Mutation_p.E3050K|TTN_uc002unb.2_Missense_Mutation_p.E3096KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCTGCAGTTCCTGGTCATCT0.418

- 13 1585CALCRL_uc010frt.2_Missense_Mutation_p.G346DNM_005795 NP_005786 Q16602 CALRL_HUMANHelical; Name=6; (Potential). 4AAATTCAATGCCAAGCAATGG0.443

+ 8 907MYO1B_uc002usq.2_Missense_Mutation_p.E218K|MYO1B_uc002usr.2_Missense_Mutation_p.E218K|MYO1B_uc002uss.1_Missense_Mutation_p.E218KNM_001130158 NP_001123630 O43795 MYO1B_HUMANMyosin head-like. 8TGCCTCTGAAGAGCTCCTCAG0.303

- 18 2403 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12TCATAAAGACGAAGATAAGGG0.403

+ 29 3653CPS1_uc010fur.2_Missense_Mutation_p.R1180Q|CPS1_uc010fus.2_Missense_Mutation_p.R723QNM_001875 NP_001866 P31327 CPSM_HUMAN ATP-grasp 2. 13GAAGGGGCCCGAGAAGTAGAA0.423

+ 13 1504VIL1_uc010zke.1_Missense_Mutation_p.P169L|VIL1_uc002vib.2_Missense_Mutation_p.P480LNM_007127 NP_009058 P09327 VILI_HUMAN Core. 1ATCCGGGTCCCAATGGGCAAG0.542

+ 6 1220AGAP1_uc002vvt.2_Missense_Mutation_p.E209KNM_001037131 NP_001032208 Q9UPQ3 AGAP1_HUMANSmall GTPase-like. 3CACGTACTACGAGACGTGTGC0.537

- 11 1563IQCA1_uc002vwb.2_Missense_Mutation_p.R468C|IQCA1_uc002vwa.1_RNA|IQCA1_uc010zni.1_Missense_Mutation_p.R420CNM_024726 NP_079002 Q86XH1 IQCA1_HUMAN Lys-rich. 1TTCACTGGGCGCTCCCTTTCT0.473

- 11 1952HDAC4_uc010fyz.1_Missense_Mutation_p.L382P|HDAC4_uc010zoa.1_Missense_Mutation_p.L382P|HDAC4_uc010fza.2_Missense_Mutation_p.L387P|HDAC4_uc010fyy.2_Missense_Mutation_p.L339P|HDAC4_uc010znz.1_Missense_Mutation_p.L270P|HDAC4_uc010fzb.1_RNANM_006037 NP_006028 P56524 HDAC4_HUMAN 6GCCGGGGAAAAGGGAGAGCCT0.667

+ 18 2084 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANExtracellular (Potential). 3GCAGGAGGTCCTCATCCCGTG0.652

- 6 541GPCPD1_uc002wmd.3_5'UTRNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN CBM20. 0AATTGTCCATCGTCAATAATA0.313

+ 5 1194CSRP2BP_uc002wqk.2_Nonsense_Mutation_p.S63*|CSRP2BP_uc010zru.1_Nonsense_Mutation_p.S63*NM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6TACTTCCGTTCAGGTGCTCAG0.478

- 1 171 NM_001899 NP_001890 P01036 CYTS_HUMAN 1TCATCATTGAGGTCTGCATCA0.572

+ 15 1673ITCH_uc002xak.2_Missense_Mutation_p.P453L|ITCH_uc010zuj.1_Missense_Mutation_p.P343LNM_031483 NP_113671 Q96J02 ITCH_HUMAN WW 4. 6GATGGAATTCCATATTTTGTG0.348

+ 35 7689CEP250_uc010zve.1_Missense_Mutation_p.G1708RNM_007186 NP_009117 Q9BV73 CP250_HUMAN Potential. 5GGATGGGAGAGGACAGAAGAA0.483 rs144859303

+ 18 2123PLCG1_uc002xjo.1_Missense_Mutation_p.W668G|PLCG1_uc010zwe.1_Missense_Mutation_p.W294G|PLCG1_uc010ggf.2_Missense_Mutation_p.W18GNM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 2. 8TGTTCTCAGGTGGTACCACGC0.652

- 7 1265PTPRT_uc010ggj.2_Missense_Mutation_p.L361FNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20CGTGTGAGGAGCACTCGGATC0.577

+ 1 148WFDC9_uc002xoy.2_IntronNM_080753 NP_542791 Q9H1F0 WF10A_HUMAN 0CGTGACAAGAAGAGGATGCAG0.587

- 2 2409KCNB1_uc002xus.1_Nonsense_Mutation_p.E749*NM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2ACACCCGCCTCAAAGTTGAAC0.572

+ 4 987ZGPAT_uc002ygi.2_Missense_Mutation_p.R270H|ZGPAT_uc002ygj.2_Missense_Mutation_p.R270H|ZGPAT_uc010gkk.1_Intron|ZGPAT_uc010gkl.1_Missense_Mutation_p.R270H|ZGPAT_uc002ygm.2_Missense_Mutation_p.R270H|ZGPAT_uc002ygn.3_RNA|LIME1_uc011abi.1_5'Flank|LIME1_uc002ygp.3_5'FlankNM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN 0CCCCCACTGCGCACAGAGGCC0.637

- 18 1404TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.G328R|TPTE_uc002yir.1_Missense_Mutation_p.G308R|TPTE_uc010gkv.1_Missense_Mutation_p.G208RNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5ACCATAGTTCCTGTTCTATCT0.323

- 1 238 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0GGGAGATTTGCAGGTTGGTGC0.532

- 15 1919GART_uc002yrz.2_Missense_Mutation_p.R595L|GART_uc010gmd.2_Missense_Mutation_p.R257L|GART_uc002yry.2_Missense_Mutation_p.R595LNM_000819 NP_000810 P22102 PUR2_HUMAN AIRS. 1TTTCTGATCTCGCTCCATGGC0.488

+ 4 455DOPEY2_uc011aeb.1_Missense_Mutation_p.L126FNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2GCCGGTGCTGCTCACCCTGTA0.612

+ 6 694C21orf33_uc002zed.3_Missense_Mutation_p.K172RNM_004649 NP_004640 P30042 ES1_HUMAN 1GAAGGTGGCAAGTGGCCTTAT0.627

+ 1 157C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198692 NP_941965 P60412 KR10B_HUMAN2.|25 X 5 AA repeats of C-C-X(3). 1CAGCTGCTGCGCCCCGGCCCC0.697

+ 1 220C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198697 NP_941970 P60328 KR123_HUMAN8.|14 X 5 AA approximate repeats. 1GTGCGTGCCCGTGAGCTGCAG0.647

- 5 655FTCD_uc002zig.2_Missense_Mutation_p.R204L|FTCD_uc002zih.2_Missense_Mutation_p.R204L|FTCD_uc010gqf.2_Missense_Mutation_p.R204L|FTCD_uc010gqg.1_Missense_Mutation_p.R73LNM_006657 NP_006648 O95954 FTCD_HUMANFormiminotransferase C-subdomain (By similarity). 2GCCCTGCTCCCGCAGGTTGAG0.657 rs144080295

+ 22 4462PCNT_uc002zjj.2_Missense_Mutation_p.G1334ENM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8CAGCATCGCGGGTGTGCCAAG0.557

- 2 330ZNF70_uc002zxs.2_5'FlankNM_013378 NP_037510 Q9UKI3 VPRE3_HUMAN Ig-like. 0AATCGATCGGGGATGTCAGCA0.602

+ 14 2389 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANExtracellular (Potential). 1TCACCAGGACGCAGCTACGCG0.657

+ 7 687RNF185_uc010gwh.2_RNA|RNF185_uc011alm.1_Missense_Mutation_p.P101S|RNF185_uc003akc.2_Missense_Mutation_p.P101S|RNF185_uc003ake.2_Missense_Mutation_p.P107SNM_152267 NP_689480 Q96GF1 RN185_HUMAN 0TCCAGCTGTCCCTGGGACACC0.517 rs61743577

+ 2 1072MGAT3_uc010gxy.2_Missense_Mutation_p.P278LNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GACCACTTCCCGCCCGGCGGC0.672

+ 16 1986SGSM3_uc011aos.1_Missense_Mutation_p.E526K|SGSM3_uc011aot.1_Missense_Mutation_p.E504K|SGSM3_uc010gyd.1_Missense_Mutation_p.E664KNM_015705 NP_056520 Q96HU1 SGSM3_HUMAN RUN. 2GCTGTTTATCGAGGAGGTAAG0.637

+ 24 4398 NM_001429 NP_001420 Q09472 EP300_HUMAN 64AACCGTGGAAGTAAAACCAGG0.428

- 1 771TCF20_uc003bck.1_Missense_Mutation_p.R213W|TCF20_uc003bnt.2_Missense_Mutation_p.R213WNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5GTTGAGGGCCGCTGCATTGGC0.498

- 16 4134TUBGCP6_uc003bka.1_Missense_Mutation_p.T295A|TUBGCP6_uc010har.1_Missense_Mutation_p.T1200A|TUBGCP6_uc010has.1_RNANM_020461 NP_065194 Q96RT7 GCP6_HUMAN7.|9 X 27 AA tandem repeats. 4CGTGGCCGGGTGGGAGCCATG0.622 rs145066767

- 25 4218PLXNB2_uc003bkt.1_Missense_Mutation_p.T163M|PLXNB2_uc003bku.1_Missense_Mutation_p.T356MNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CAGGAAGAGCGTGTGCATGAT0.527

+ 14 1293NCAPH2_uc003blv.2_Missense_Mutation_p.V391I|NCAPH2_uc010hbb.2_Intron|NCAPH2_uc003blu.3_RNA|NCAPH2_uc003bls.3_RNA|NCAPH2_uc003blt.3_RNA|NCAPH2_uc003blw.3_RNA|NCAPH2_uc003blx.3_Missense_Mutation_p.V391I|NCAPH2_uc003bly.3_RNANM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2AGACATGGAGGTCCTGTACTG0.607

- 20 3128SRGAP3_uc003brg.1_Missense_Mutation_p.E794KNM_014850 NP_055665 O43295 SRGP2_HUMAN 9CTGCTGGCCTCGCTGTCAGCC0.572

- 17 2493SLC4A7_uc011awu.1_RNA|SLC4A7_uc011awv.1_RNA|SLC4A7_uc003cdu.3_Missense_Mutation_p.V689L|SLC4A7_uc011aww.1_Missense_Mutation_p.V817L|SLC4A7_uc011awx.1_Missense_Mutation_p.V804L|SLC4A7_uc011awy.1_Missense_Mutation_p.V800L|SLC4A7_uc011awz.1_RNA|SLC4A7_uc011axa.1_Missense_Mutation_p.V689L|SLC4A7_uc011axb.1_Missense_Mutation_p.V804L|SLC4A7_uc010hfl.2_Missense_Mutation_p.V358L|SLC4A7_uc003cdw.2_Missense_Mutation_p.V684LNM_003615 NP_003606 Q9Y6M7 S4A7_HUMANExtracellular (Potential). 5CCCAAGAATACACCACGAAGT0.338

+ 4 289CTNNB1_uc003ckp.2_Missense_Mutation_p.S45P|CTNNB1_uc003ckq.2_Missense_Mutation_p.S45P|CTNNB1_uc003ckr.2_Missense_Mutation_p.S45P|CTNNB1_uc011azf.1_Missense_Mutation_p.S38P|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.S45F(396)|p.S45P(163)|p.S45del(79)|p.A5_A80del(63)|p.S45Y(21)|p.S45C(18)|p.S45A(10)|p.H24_S47del(9)|p.A5_Q143del(7)|p.A5_A80>D(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.V22_L139>V(2)|p.T3_A126del(2)|p.D32_S47del(2)|p.P44_S45del(2)|p.M5_N141>D(2)|p.?(2)|p.L10_N141del(2)|p.A5_Y142>D(2)|p.A5_Q72del(1)|p.A20_Q143del(1)|p.A5_Q143>E(1)|p.A13_R151del(1)|p.H36_E53>L(1)|p.A43_E54del(1)|p.V22_A80del(1)|p.M14_S45del(1)|p.S45_G48del(1)|p.A5_G80>(1)|p.Q28_Q61del(1)|p.A43_E53del(1)|p.M8_G50del(1)|p.M1_A87del(1)|p.S45_S47>C(1)|p.S45_L46del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.A5_D144>D(1)|p.P44_N51del(1)|p.P44_S45>AP(1)|p.V22_G80>NNNNN(1)|p.I35_K170del(1)|p.Y30_A97del(1)|p.T42_G48del(1)|p.S45_D58del(1)|p.V22_T102del(1)|p.A20_A80del(1)|p.V22_S71>A(1)|p.D6_K133del(1)|p.T40_L46del(1)|p.S45fs*2(1)|p.A5_T59del(1)|p.M1_V173del(1)|p.E15_I140>V(1)|p.W25_A80del(1)|p.A5_R90del(1)|p.H24_M131del(1)|p.S45E(1)|p.A20_R151del(1)|p.D17_A126del(1)|p.M8_A80del(1)|p.P44_S45insGATTTAP(1)|p.K19_Y142>V(1)|p.A5_E54del(1)|p.L7_I140del(1)|p.S45T(1)|!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166CACAGCTCCTTCTCTGAGTGG0.502 rs121913407

+ 3 780CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmf.2_Missense_Mutation_p.G201R|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_IntronNM_001296 NP_001287 O00590 CCBP2_HUMANExtracellular (Potential). 5AGATTTCGGCGGGCATGGGAC0.532



- 3 437CDCP1_uc003con.2_Missense_Mutation_p.S101LNM_022842 NP_073753 Q9H5V8 CDCP1_HUMANExtracellular (Potential). 3ACATGGGCCTGACATACAGTC0.488

- 19 2704KIF9_uc003cqx.2_Missense_Mutation_p.M700I|KIF9_uc003cqy.2_Missense_Mutation_p.M635I|KIF9_uc011bat.1_RNA|uc003cqw.1_IntronNM_001134878 NP_001128350 Q9HAQ2 KIF9_HUMAN 1CTGTCGCACCCATGAGCAGGC0.592

- 2 310GPX1_uc011bcm.1_Missense_Mutation_p.P77RNM_000581 NP_000572 P07203 GPX1_HUMAN 1CTGGTTGCACGGGAAGCCGAG0.617

+ 6 10564 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8CCCCAAGCCCTCATCCCTAAG0.652

- 2 158CDHR4_uc003cxp.2_Missense_Mutation_p.T50I|CDHR4_uc011bcw.1_Missense_Mutation_p.T50INM_001007540 NP_001007541 A6H8M9 CDHR4_HUMANExtracellular (Potential). 0CAGGGTGGGTGTGGGCGTGTA0.572

+ 15 1284 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-1. 0AGGTGATATCCGCAATGACCT0.463

+ 1 2544 NM_013286 NP_037418 Q8NDT2 RB15B_HUMANInteraction with Epstein-Barr virus BMLF1.|SPOC. 0GTAGAGCCCGGTCTGCAGAGG0.637

+ 17 2860NISCH_uc003ded.3_Missense_Mutation_p.R930C|NISCH_uc003dee.3_Missense_Mutation_p.R419C|NISCH_uc003deg.1_RNA|NISCH_uc003deh.3_5'FlankNM_007184 NP_009115 Q9Y2I1 NISCH_HUMAN 4CATGCCCAACCGTGGCACCCA0.647

- 14 2750ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E311KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2GCTTCTTTTTCGGCCAGGGAC0.537

+ 6 1056 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1ATGTGGGCTCTTAGTGATTCC0.458

+ 10 1013ZPLD1_uc003dvt.1_Missense_Mutation_p.C60F|ZPLD1_uc011bhg.1_Missense_Mutation_p.C44FNM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANZP.|Extracellular (Potential). 5AGTGTCTATTGTGGAGTGCAG0.363

- 7 1150CD200R1_uc003dzj.1_Missense_Mutation_p.N329S|CD200R1_uc011bhx.1_3'UTRNM_170780 NP_740750 Q8TD46 MO2R1_HUMANCytoplasmic (Potential). 3CTTCACCTTGTTTGTAGTATC0.378

+ 3 470ADPRH_uc010hqv.2_Missense_Mutation_p.V58M|ADPRH_uc011bjb.1_Intron|ADPRH_uc003ect.2_Missense_Mutation_p.V58MNM_001125 NP_001116 P54922 ADPRH_HUMAN 1TGACGACACAGTGATGCACTT0.542

- 29 5197MYLK_uc010hrr.2_Missense_Mutation_p.G74S|MYLK_uc011bjv.1_Missense_Mutation_p.G439S|MYLK_uc011bjw.1_Missense_Mutation_p.G1639S|MYLK_uc003egp.2_Missense_Mutation_p.G1570S|MYLK_uc003egq.2_Missense_Mutation_p.G1639S|MYLK_uc003egr.2_Missense_Mutation_p.G1570S|MYLK_uc003egs.2_Missense_Mutation_p.G1463SNM_053025 NP_444253 Q15746 MYLK_HUMANProtein kinase. 9GTGGCGTAGCCGATGGGCTCA0.562 rs143900788

+ 6 1557 NM_024768 NP_079044 Q9HA90 CCD48_HUMAN Potential. 0AGCTGGTGGACGTGCTGCAGC0.627

+ 2 201uc003eoc.1_5'Flank|NUDT16_uc011bln.1_Missense_Mutation_p.A41T|NUDT16_uc003eog.1_Missense_Mutation_p.A54TNM_152395 NP_689608 Q96DE0 NUD16_HUMANNudix hydrolase. 0AGCGGCTGCCGCTTTCCGCGT0.677

- 7 1114LRRC31_uc010hwp.1_Missense_Mutation_p.S290LNM_024727 NP_079003 Q6UY01 LRC31_HUMAN LRR 5. 3TTTGTTGGCTGATAAATCCAA0.393

+ 8 1553NAALADL2_uc003fiu.1_Missense_Mutation_p.R482Q|NAALADL2_uc010hwy.1_Missense_Mutation_p.R263Q|NAALADL2_uc010hwz.1_Missense_Mutation_p.R83QNM_207015 NP_996898 Q58DX5 NADL2_HUMANExtracellular (Potential). 1AGACCAGACCGAACTATTGTT0.408

+ 14 1380FXR1_uc003fkp.2_Missense_Mutation_p.R368Q|FXR1_uc003fkr.2_Missense_Mutation_p.R453Q|FXR1_uc011bqj.1_Missense_Mutation_p.R367Q|FXR1_uc003fks.2_Missense_Mutation_p.R396Q|FXR1_uc011bqk.1_Missense_Mutation_p.R404Q|FXR1_uc011bql.1_Missense_Mutation_p.R440QNM_005087 NP_005078 P51114 FXR1_HUMANRNA-binding RGG-box. 1TCAGGGGGTCGAGGTCGTGGT0.488

+ 3 809EIF2B5_uc003fmq.2_5'UTRNM_003907 NP_003898 Q13144 EI2BE_HUMAN 5CTCTGACTTTCTTCTGGTGTA0.463

- 3 3308ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T905A|ZNF721_uc010ibe.2_Missense_Mutation_p.T861ANM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGTTTTGCCACAT0.418

+ 4 1357TACC3_uc010ibz.2_Missense_Mutation_p.P417S|TACC3_uc003gdp.2_Intron|TACC3_uc010ica.2_5'FlankNM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2AAACTTCATCCCGTTCGGAGG0.622

+ 2 1093 CPZ_uc003gll.2_RNA NM_080819 NP_543009 Q96P69 GPR78_HUMANCytoplasmic (Potential). 6CACAGTGTGCGGCAGCGCTGC0.637

- 10 4958BOD1L_uc010idr.1_Missense_Mutation_p.E951GNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6CTCCCCACTTTCCCCTTCCTT0.488

- 3 654 NR_027277 0GAGTGCTTGGAGGTGTAGGTG0.597

- 6 1433UGT2A1_uc011caq.1_Missense_Mutation_p.R623Q|UGT2A1_uc010ihu.2_Missense_Mutation_p.R457Q|UGT2A1_uc010iht.2_Missense_Mutation_p.R413Q|UGT2A1_uc010ihs.2_Missense_Mutation_p.R458QNM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANExtracellular (Potential). 1GAAGACTGCTCGATCCAGGGG0.448

- 12 2203 NM_003619 NP_003610 P56730 NETR_HUMAN Peptidase S1. 1GCGGTCGGGTCGATACTCCCG0.463

+ 5 6445FAT4_uc011cgp.1_Missense_Mutation_p.D447NNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 20.|Extracellular (Potential). 18TGACATCAATGATAACAACCC0.378

+ 13 2668PLK4_uc011cgs.1_Missense_Mutation_p.G776D|PLK4_uc011cgt.1_Missense_Mutation_p.G767DNM_014264 NP_055079 O00444 PLK4_HUMAN 0AGAAAACCTGGTAGTACTAGT0.353

- 10 2044 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMANRab-GAP TBC. 1ATTTCGAAAAGCATAAGCTGT0.398

+ 5 1666USP38_uc003ija.3_Missense_Mutation_p.T378P|USP38_uc003ijc.2_RNANM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5AGTACAATTAACAGAATTGAT0.333

- 25 6607 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 19. 4TTGTCATTGACATCAAGTACT0.488 rs141059888

+ 13 2782 NM_020840 NP_065891 Q9P278 FNIP2_HUMANInteraction with PRKAA1. 0CCTCGTGGCTGGTGCGAATAT0.592

+ 24 5570 NM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0AGATTATGACGGACAGGGGAG0.478

- 6 4183 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 11. 12CTTTTGAGGGCGACCATTGTC0.428

+ 3 624ZFP42_uc003izh.1_Missense_Mutation_p.V127I|ZFP42_uc003izi.1_Missense_Mutation_p.V127INM_174900 NP_777560 Q96MM3 ZFP42_HUMAN p.V127fs*0(1) 2GAAAAAAGGGGTAAAGAAAGA0.418

- 11 2003DAB2_uc003jlw.2_Missense_Mutation_p.A470VNM_001343 NP_001334 P98082 DAB2_HUMAN 3TGGGGCAGGAGCACTTGTTTT0.517

- 3 297CCL28_uc003jns.2_RNA|CCL28_uc003jnt.2_RNA|CCL28_uc010ivn.2_Missense_Mutation_p.P29LNM_148672 NP_683513 Q9NRJ3 CCL28_HUMAN 2ATGGTTGTGCGGGCTGACACA0.403

+ 5 1553 NM_005921 NP_005912 Q13233 M3K1_HUMAN SWIM-type. 2AGCTGTGCACGTGGAACATTC0.348

+ 10 3318 NM_152405 NP_689618 Q8N9B5 JMY_HUMAN WH2. 0AGGAAAGGGGTAAAATTGAAG0.408

+ 2 2755 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9ACGATACACACCCTCTTCTAC0.468

+ 31 6929GPR98_uc003kjt.2_Missense_Mutation_p.D12N|GPR98_uc003kjv.2_5'FlankNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ACCATTAATGGACAGCTTGCT0.488

+ 5 1573uc003kmo.1_Intron|ERAP2_uc003kmt.2_Missense_Mutation_p.A288V|ERAP2_uc003kmr.2_RNA|ERAP2_uc003kms.2_Missense_Mutation_p.A237V|ERAP2_uc003kmu.2_RNANM_022350 NP_071745 Q6P179 ERAP2_HUMANLumenal (Potential). 0TCCATCTATGCATCCCCAGAC0.423

+ 12 1893DMXL1_uc010jcl.1_Missense_Mutation_p.R571H|DMXL1_uc003ksc.1_Missense_Mutation_p.R571HNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2GGCCTCACCCGTTCCACATCA0.358 rs138186062

- 40 5639 NM_001999 NP_001990 P35556 FBN2_HUMAN 15TCTTTACCTACCCATGCAGTT0.458

+ 11 1812KIF20A_uc011cyo.1_Missense_Mutation_p.R421HNM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0ACCCTGGGCCGCTGTATTGCT0.512

+ 1 815PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Missense_Mutation_p.R263K|PCDHA6_uc011dab.1_Missense_Mutation_p.R263KNM_018909 NP_061732 Q9UN73 PCDA6_HUMANCadherin 3.|Extracellular (Potential). 2ACAGTTATCAGACTGAATGCT0.408



+ 1 806PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.P269RNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCadherin 3.|Extracellular (Potential). 2GCTTCTGATCCGGATGAAGGA0.378 rs525886

+ 1 266PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.R47CNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 1.|Extracellular (Potential). 0CTTCGTGGGCCGCATCGCTCA0.652

+ 1 1600PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lko.1_Missense_Mutation_p.D448N|PCDHGA11_uc003lkp.1_Missense_Mutation_p.D448NNM_018914 NP_061737 Q9Y5H2 PCDGB_HUMANExtracellular (Potential).|Cadherin 4. 0AGATGACAACGATAACCCTCC0.537

- 22 3569PDGFRB_uc010jhd.2_Missense_Mutation_p.D873YNM_002609 NP_002600 P09619 PGFRB_HUMANCytoplasmic (Potential). 17GGGCCCTCGTCAGCAACCTCG0.537

- 16 2339TNIP1_uc011dcn.1_Missense_Mutation_p.P102S|TNIP1_uc010jhl.2_Intron|TNIP1_uc010jhm.2_Intron|TNIP1_uc010jhn.2_Intron|TNIP1_uc011dco.1_Missense_Mutation_p.P584S|TNIP1_uc003lth.2_RNA|TNIP1_uc003lti.2_Missense_Mutation_p.P584S|TNIP1_uc003ltg.2_Missense_Mutation_p.P531S|TNIP1_uc003ltj.2_Missense_Mutation_p.P584S|TNIP1_uc010jho.1_Intron|TNIP1_uc010jhq.1_Intron|TNIP1_uc010jhp.1_Intron|TNIP1_uc010jhr.1_Missense_Mutation_p.P584S|TNIP1_uc003ltk.2_Missense_Mutation_p.P584SNM_006058 NP_006049 Q15025 TNIP1_HUMAN Pro-rich. 2TTGGGGAGTGGGGGCGGGTGC0.662

+ 2 474 NM_000811 NP_000802 Q16445 GBRA6_HUMANExtracellular (Probable). 12CTATGACAATCGGCTGCGGCC0.493

+ 29 7954ODZ2_uc003lzr.3_Missense_Mutation_p.R2422G|ODZ2_uc003lzt.3_Missense_Mutation_p.R2025G|ODZ2_uc010jje.2_Missense_Mutation_p.R1916GNM_001122679 NP_001116151 10GGTCAACGGCAGGACTCGAAG0.627

- 19 3097 NM_005990 NP_005981 O94804 STK10_HUMAN Potential. 8TCCTGCTCCCGCTTCTTCTGG0.587

- 11 1208PDLIM7_uc003mha.1_Missense_Mutation_p.R269W|PDLIM7_uc003mhb.1_Missense_Mutation_p.R341W|PDLIM7_uc003mhd.1_Missense_Mutation_p.R227W|PDLIM7_uc003mhe.1_RNANM_005451 NP_005442 Q9NR12 PDLI7_HUMANLIM zinc-binding 2. 1GCCCTGTTCCGGATGGGCGTC0.617 rs147300820

- 1 39DOK3_uc003mhh.3_5'Flank|DOK3_uc003mhi.3_Intron|DOK3_uc003mhj.3_Intron|DOK3_uc003mhl.2_IntronNM_024872 NP_079148 Q7L591 DOK3_HUMAN 0AGCTGGGCACGCGCGTCTGAT0.711

- 5 947RASGEF1C_uc003mlr.2_Missense_Mutation_p.R217L|RASGEF1C_uc003mlp.3_Missense_Mutation_p.R66LNM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1CCCGATGTGCCGCAGCCGCTC0.627

+ 2 106PRSS16_uc011dkt.1_RNA|PRSS16_uc003njb.2_Nonsense_Mutation_p.E32*|PRSS16_uc010jqq.1_5'Flank|PRSS16_uc010jqr.1_5'Flank|PRSS16_uc003njc.1_5'FlankNM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5GCGCCTGGGTGAGCACATTCA0.632

- 4 1073ZNF323_uc003nld.2_Missense_Mutation_p.K225E|ZNF323_uc010jra.2_Missense_Mutation_p.K225E|ZNF323_uc003nlb.2_Missense_Mutation_p.K66E|ZNF323_uc010jrb.2_Missense_Mutation_p.K66E|ZNF323_uc003nlc.2_Missense_Mutation_p.K225ENM_001135216 NP_001128688 Q96LW9 ZN323_HUMAN 2TTTTCTGCCTTGCTGTCTCGT0.428

- 6 592 GPX6_uc010jrg.1_RNA NM_182701 NP_874360 P59796 GPX6_HUMAN 5CTCAAAGTTCCAGCGGATATC0.527

- 2 413TREM1_uc003oqg.1_Nonsense_Mutation_p.Q117*NM_018643 NP_061113 Q9NP99 TREM1_HUMANExtracellular (Potential).|Ig-like V-type. 1TTGGGAGGCTGGTAGATCACA0.537

- 5 1303TRERF1_uc011duq.1_Missense_Mutation_p.G247E|TRERF1_uc003osb.2_Missense_Mutation_p.G86E|TRERF1_uc003osc.2_Missense_Mutation_p.G86E|TRERF1_uc003ose.2_Missense_Mutation_p.G247ENM_033502 NP_277037 Q96PN7 TREF1_HUMAN Gln-rich. 5TGGCTGTCCTCCCTGCACTGG0.602

+ 11 1334 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9GACCTGCTCCGGGAGAACACC0.662

+ 10 1678SLC22A7_uc003ous.2_Missense_Mutation_p.V525MNM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0CATCCAGGACGTGGAGAGAAA0.577

- 7 922 NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4TCATAGACACCCAGTCAATAT0.463

+ 25 3710RIMS1_uc011dyb.1_Intron|RIMS1_uc003pgc.2_Intron|RIMS1_uc010kaq.2_Intron|RIMS1_uc011dyc.1_Intron|RIMS1_uc010kar.2_Intron|RIMS1_uc011dyd.1_Intron|RIMS1_uc003pgf.2_Intron|RIMS1_uc003pgg.2_Intron|RIMS1_uc003pgi.2_Intron|RIMS1_uc003pgh.2_Intron|RIMS1_uc003pgd.2_Intron|RIMS1_uc003pge.2_Intron|RIMS1_uc011dye.1_Intron|RIMS1_uc011dyf.1_IntronNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10GGGGAAAACATCCTGCTCGCT0.517

- 33 5780COL12A1_uc003pht.2_Missense_Mutation_p.R708CNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 14. 9TTGTACTGACGAGGATTTCCC0.448

- 4 535PPIL6_uc010kdo.2_Missense_Mutation_p.E129K|PPIL6_uc010kdp.2_Missense_Mutation_p.E161KNM_173672 NP_775943 Q8IXY8 PPIL6_HUMANPPIase cyclophilin-type. 0AGTATCACCTCAAAAATCAAT0.303

- 11 1329MAD1L1_uc003sle.1_Missense_Mutation_p.V84I|MAD1L1_uc003slf.1_Missense_Mutation_p.V355I|MAD1L1_uc003slg.1_Missense_Mutation_p.V355I|MAD1L1_uc010ksh.1_Missense_Mutation_p.V355I|MAD1L1_uc003sli.1_Missense_Mutation_p.V263I|MAD1L1_uc010ksi.1_Missense_Mutation_p.V308I|MAD1L1_uc010ksj.2_Missense_Mutation_p.V355INM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2CTGCTGGTGACGGCGCTGTTC0.582

- 8 1449 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50GAGCACTTGAGCTCCAGGTCC0.542

- 3 985MEOX2_uc011jxw.1_Missense_Mutation_p.F235CNM_005924 NP_005915 P50222 MEOX2_HUMAN Homeobox. 2CCTGTTTTGGAACCAGACTTT0.418

+ 3 651FAM188B_uc010kwe.2_Intron|INMT_uc010kwc.1_RNA|INMT_uc010kwd.1_Missense_Mutation_p.S211FNM_006774 NP_006765 O95050 INMT_HUMAN 0CGTGAATTTTCCTGCGTGGCC0.597

+ 8 1328BBS9_uc003tdo.1_Missense_Mutation_p.K272R|BBS9_uc003tdp.1_Missense_Mutation_p.K272R|BBS9_uc003tdq.1_Missense_Mutation_p.K272R|BBS9_uc010kwn.1_RNA|BBS9_uc011kan.1_Missense_Mutation_p.K272R|BBS9_uc011kao.1_Missense_Mutation_p.K150RNM_198428 NP_940820 Q3SYG4 PTHB1_HUMAN 5TTTTGCCTTAAGGATAATGGA0.373

+ 15 2020 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN TIL. 3TGCTGTGTACGATACCTGTGG0.507

- 5 3605SAMD9L_uc003umj.1_Missense_Mutation_p.P797S|SAMD9L_uc003umi.1_Missense_Mutation_p.P797S|SAMD9L_uc010lfb.1_Missense_Mutation_p.P797S|SAMD9L_uc003umk.1_Missense_Mutation_p.P797S|SAMD9L_uc010lfc.1_Missense_Mutation_p.P797S|SAMD9L_uc010lfd.1_Missense_Mutation_p.P797S|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4AGAAGCACAGGAATGTAATCC0.383

+ 19 1812CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.D532Y|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Missense_Mutation_p.D282YNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0CAGTGACAGTGATGTTCCTGA0.378

+ 59 9150TRRAP_uc011kis.1_Missense_Mutation_p.V2963M|TRRAP_uc003upr.2_Missense_Mutation_p.V2680MNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN FAT. 37ACTGCCCATCGTGTCTGACGA0.418

- 11 1147ZNF498_uc003urn.2_Intron|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_IntronNM_000765 NP_000756 P24462 CP3A7_HUMAN 1AGCACAGTATCATAGGTGGGT0.378

+ 3 3880MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|19.|59 X approximate tandem repeats.27ACTAGTGAAGGAAGTACTCTA0.502

- 12 1772PLOD3_uc010lhs.2_Missense_Mutation_p.P5SNM_001084 NP_001075 O60568 PLOD3_HUMAN 2CTCGGAGCGGGCGTAGTACTC0.701

+ 13 1787LRWD1_uc003uzo.2_Missense_Mutation_p.S398LNM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN 1CTGCAATGGTCGTCCACCGAG0.726

- 14 1850RELN_uc010liz.2_Missense_Mutation_p.L564FNM_005045 NP_005036 P78509 RELN_HUMAN 19GTAGAAGGGAGAACAGGCAAG0.438

+ 2 1878PIK3CG_uc003vdu.2_Nonsense_Mutation_p.W598*|PIK3CG_uc003vdw.2_Nonsense_Mutation_p.W598*NM_002649 NP_002640 P48736 PK3CG_HUMAN 38TCAGTGAAATGGGGACAGCAA0.438

+ 12 2792MET_uc010lkh.2_Missense_Mutation_p.A887T|MET_uc011knj.1_Missense_Mutation_p.A439TNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential). 159TGACCCTGAAGCAGTTAAAGG0.368

- 3 805WNT2_uc003vja.2_Missense_Mutation_p.R73CNM_003391 NP_003382 P09544 WNT2_HUMAN p.R169C(1) 7ACAAATGCGCGGGCAAATTTG0.438 rs149362965

- 25 3561CADPS2_uc011knx.1_Missense_Mutation_p.V508G|CADPS2_uc003vkg.3_Missense_Mutation_p.V787G|CADPS2_uc010lkq.2_Missense_Mutation_p.V1092GNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2GCCTTCCAACACTGAAACAAA0.348

- 16 2858DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.R905C|DENND2A_uc003vvw.2_Missense_Mutation_p.R905CNM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN dDENN. 4ACGAAGAAGCGGACAAAGGCT0.602

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 5 705uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|uc003wan.1_IntronNR_001296 0GGTCTGCAATGGACAGCTTCA0.493 rs143538588

+ 3 5449ABP1_uc003whz.1_Missense_Mutation_p.H411Y|ABP1_uc003wia.1_Missense_Mutation_p.H411YNM_001091 NP_001082 P19801 ABP1_HUMAN 6TGACCCGGTCCATTATCCCCG0.577

- 4 5590 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8CAGCTTCCCCCAACTCACTGC0.572

- 6 829FAM66D_uc011kxp.1_Intron|FAM86B1_uc003wvf.3_RNA|FAM86B1_uc003wvi.3_Missense_Mutation_p.E68K|FAM86B1_uc010lsd.2_RNA|FAM86B1_uc003wvh.3_Missense_Mutation_p.E105K|FAM86B1_uc011kxq.1_Missense_Mutation_p.E68K|FAM86B1_uc010lsf.2_Missense_Mutation_p.E105K|FAM86B1_uc003wvj.3_Missense_Mutation_p.E196K|FAM86B1_uc003wvk.3_Missense_Mutation_p.E296K|FAM86B1_uc010lsg.2_RNA|FAM86B1_uc003wvl.3_RNANM_001083537 NP_001077006 Q8N7N1 F86B1_HUMAN 0TCACCTAGCTCGGTGGTGAAC0.647

+ 11 1110ADAM28_uc003xdx.2_Missense_Mutation_p.H343N|ADAM28_uc011kzz.1_Missense_Mutation_p.H110N|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.H30NNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5TGAAATGGGCCACAACTTTGG0.433



- 6 1535TRIM35_uc010lup.1_3'UTRNM_171982 NP_741983 Q9UPQ4 TRI35_HUMAN B30.2/SPRY. 0TTGACACTGATGTGCAAGGGG0.632

+ 4 4548 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GAATTGGAATCTTTTGAAGAA0.378

+ 4 534 NM_001077619 NP_001071087 Q14CS0 UBX2B_HUMAN 2TGGAGAAAATCAGCTGCAAGA0.289

+ 11 1454HNF4G_uc003yar.2_Missense_Mutation_p.S432LNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1AACCAAGCATCAGTCATTTCA0.413

+ 10 9004ZFHX4_uc003yau.1_Missense_Mutation_p.P2918S|ZFHX4_uc003yaw.1_Missense_Mutation_p.P2873SNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15ATCCAGCAATCCCTTTAAATC0.493

+ 15 2546RIMS2_uc003ylp.2_Missense_Mutation_p.G991R|RIMS2_uc003ylw.2_Missense_Mutation_p.G783R|RIMS2_uc003ylq.2_Missense_Mutation_p.G783R|RIMS2_uc003ylr.2_Missense_Mutation_p.G830RNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15CACTATGACCGGACATTATAA0.388 rs147193181

+ 8 1215ZFPM2_uc011lhs.1_Missense_Mutation_p.E129K|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5AAGTGACATGGAACACTCTCC0.502

- 1 706 NM_001081675 NP_001075144 Q2WGJ6 KLH38_HUMAN BACK. 0AAGGCTGGGTGGATGTACTGC0.547

- 1 445KCNQ3_uc010mdt.2_Missense_Mutation_p.R74CNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5CCCTCGTCGCGGCCGCCGCCC0.716

- 13 2881FAM135B_uc003yux.2_Missense_Mutation_p.P805S|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.P466S|FAM135B_uc003yvb.2_Missense_Mutation_p.P466SNM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9ATGCCCTTTGGGGTTTCCTCA0.463

- 1 4272 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 25. 2GCACACGCAGCGCTCCCTGAG0.607

- 9 1176OPLAH_uc003zas.1_5'Flank|OPLAH_uc003zat.1_Missense_Mutation_p.G143ANM_017570 NP_060040 O14841 OPLA_HUMAN 0CACAAAGAGGCCAGACCTAGG0.647

- 21 3290 uc011llh.1_5'Flank NM_013432 NP_038460 Q96HA7 TONSL_HUMAN LRR 1. 0GCCCAGGGCAGCCACCAGCTC0.682

+ 2 245GPT_uc011llj.1_Missense_Mutation_p.V30M|GPT_uc003zdh.3_Missense_Mutation_p.V30MNM_005309 NP_005300 P24298 ALAT1_HUMAN 2GAACCCGCGTGTGCGGAGAGT0.672

- 20 1927PTPRD_uc003zkp.2_Missense_Mutation_p.E406K|PTPRD_uc003zkq.2_Missense_Mutation_p.E406K|PTPRD_uc003zkr.2_Missense_Mutation_p.E400K|PTPRD_uc003zks.2_Missense_Mutation_p.E396K|PTPRD_uc003zkl.2_Missense_Mutation_p.E406K|PTPRD_uc003zkm.2_Missense_Mutation_p.E393K|PTPRD_uc003zkn.2_Missense_Mutation_p.E406K|PTPRD_uc003zko.2_Missense_Mutation_p.E403KNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 1.|Extracellular (Potential). 22AGCACAGGTTCGCTGGGAGGC0.542

+ 22 2685KIAA1797_uc003zoh.1_Missense_Mutation_p.L210FNM_017794 NP_060264 Q5VW36 K1797_HUMAN 10TTTTAGCTTTGGAGGAATTTT0.378

- 1 1261 NR_023917 0TAGTTACTCCCTTTTTGTCTC0.398

- 14 1897SEMA4D_uc011ltm.1_Missense_Mutation_p.S442N|SEMA4D_uc011ltn.1_RNA|SEMA4D_uc011lto.1_RNA|SEMA4D_uc004aqp.1_Missense_Mutation_p.S440NNM_006378 NP_006369 Q92854 SEM4D_HUMANSema.|Extracellular (Potential). 2CCCACCTGTGCTGACAAACAT0.507

- 14 2727TEX10_uc011lvf.1_Nonsense_Mutation_p.R677*|TEX10_uc011lvg.1_IntronNM_017746 NP_060216 Q9NXF1 TEX10_HUMANHelical; (Potential). 2CTGAGGACTCGAGGCAAGAGA0.567 rs146070264

- 3 391ST6GALNAC4_uc004bst.2_5'UTRNM_175039 NP_778204 Q9H4F1 SIA7D_HUMANLumenal (Potential). 0AAGTGGTGGTCCAGGCAGGTG0.642

+ 4 939 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin EGF-like 1. 3CAGCGAGTGCGGCCCCGACGT0.667

+ 36 3276_3277 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11CCAAAGGGCCCCCCTGTAAGTA0.589

+ 9 1388CACNA1B_uc011mfd.1_5'FlankNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6CCCTTTGGACGGTAGGTGGCA0.602

+ 44 6227CACNA1B_uc004coi.2_Missense_Mutation_p.R1240WNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6GCTGGCCCAGCGGCCCCGTGG0.697

+ 5 951FRMPD4_uc011mij.1_Missense_Mutation_p.L141FNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13ATCGATACTCCTCACTGTCAT0.393

+ 1 877MAGEB1_uc004dcc.2_5'Flank|MAGEB1_uc004dcd.2_5'FlankNM_002367 NP_002358 O15481 MAGB4_HUMAN MAGE. 1CAACAGTGATCCCCCACGCTA0.502

+ 15 2563CXorf22_uc010ngv.2_RNANM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3AATGTACCCAGTGGACACATC0.393

- 2 362CXorf36_uc004dgi.3_Missense_Mutation_p.S96FNM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1TGCAGGATAAGAAAGCAAGGA0.483

+ 3 589SUV39H1_uc011mmf.1_Nonsense_Mutation_p.E193*|SUV39H1_uc011mmg.1_IntronNM_003173 NP_003164 O43463 SUV91_HUMAN Pre-SET. 0TGTGGGCTGCGAGTGCCAGGA0.637

+ 7 845PQBP1_uc004dlf.2_Missense_Mutation_p.T219I|PQBP1_uc004dlg.2_Missense_Mutation_p.T219I|PQBP1_uc004dld.2_RNA|PQBP1_uc004dlh.2_Missense_Mutation_p.T219I|PQBP1_uc004dli.2_Missense_Mutation_p.T219I|PQBP1_uc004dlj.1_3'UTR|PQBP1_uc004dln.2_Missense_Mutation_p.T218I|PQBP1_uc010nih.2_RNA|PQBP1_uc010nii.2_Missense_Mutation_p.T177I|PQBP1_uc004dlk.2_Missense_Mutation_p.T124I|PQBP1_uc004dll.2_Missense_Mutation_p.T86I|PQBP1_uc004dlm.2_Missense_Mutation_p.T177I|PQBP1_uc010nij.2_Missense_Mutation_p.T119INM_001032382 NP_001027554 O60828 PQBP1_HUMAN 1ACGTGGTCAACAGGACTCCCC0.642

+ 10 3968CCNB3_uc004doy.2_Missense_Mutation_p.R1224C|CCNB3_uc004doz.2_Missense_Mutation_p.R120C|CCNB3_uc010njq.2_Missense_Mutation_p.R116C|CCNB3_uc004dpa.2_Missense_Mutation_p.R63CNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9CAACTCACCTCGTGTGGATGA0.463

- 72 11618HUWE1_uc004dsn.2_Missense_Mutation_p.R2547Q|HUWE1_uc004dsq.1_Missense_Mutation_p.R54QNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17CTTGTTAGCCCGGCGCGTGTC0.537

- 1 51EDA2R_uc004dwr.2_Missense_Mutation_p.R14W|EDA2R_uc004dws.2_Missense_Mutation_p.R14W|EDA2R_uc011mpb.1_RNA|EDA2R_uc011mpc.1_Silent_p.D8D|EDA2R_uc010nkt.1_Missense_Mutation_p.R14W|EDA2R_uc004dwt.1_Missense_Mutation_p.R14WNM_021783 NP_068555 Q9HAV5 TNR27_HUMANTNFR-Cys 1.|Extracellular (Potential). 1GTGACACACCGTCCCCATTGG0.493 rs144036451

- 2 801PIN4_uc004eao.1_Intron|ERCC6L_uc004eap.1_Missense_Mutation_p.T112INM_017669 NP_060139 Q2NKX8 ERC6L_HUMANHelicase ATP-binding. 3AGTAGATGAGGTTTTTATTTT0.413 rs140524285

- 2 341 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN Solcar 1. 0ATCTGTTGCCGGAACACAACC0.498

+ 5 410AKAP14_uc004esf.2_IntronNM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0AAGTGTGTTTCTAAAAAATGC0.353

- 1 164 NM_001013628 NP_001013650 Q5VW00 DC122_HUMAN 7GCGACGCGTCGCCGGCCGCTT0.741

+ 16 2536 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN 3GGAGTCGAGGGACCTCCTGAT0.532

+ 20 3656ATP2B3_uc004fhs.1_3'UTR|ATP2B3_uc010nuf.1_Missense_Mutation_p.P314L|ATP2B3_uc004fhu.1_Missense_Mutation_p.P129LNM_001001344 NP_001001344 Q16720 AT2B3_HUMANCytoplasmic (Potential).|Poly-Pro. 1CCCCCGCCCCCGTCCCCCAAC0.602

+ 10 1022TAZ_uc004fky.2_Missense_Mutation_p.G226R|TAZ_uc004fkz.2_RNA|TAZ_uc004fla.2_Missense_Mutation_p.G210R|TAZ_uc004flb.2_Missense_Mutation_p.G196R|TAZ_uc010nuy.2_Missense_Mutation_p.G244R|TAZ_uc004flc.3_Missense_Mutation_p.G210RNM_000116 NP_000107 Q16635 TAZ_HUMAN 0TGTGCTGATCGGGAAGCCCTT0.637

+ 4 1440 NM_017514 NP_059984 P51805 PLXA3_HUMANSema.|Extracellular (Potential). 3CTACACCTACCGCCAGCACTC0.657

+ 17 2494SCNN1D_uc001adt.1_Missense_Mutation_p.E788K|SCNN1D_uc001adw.2_Missense_Mutation_p.E690K|SCNN1D_uc001adx.2_Missense_Mutation_p.E413K|SCNN1D_uc001adv.2_Missense_Mutation_p.E624KNM_002978 NP_002969 0AGTCTCAGCCGAAGAGAGCTG0.672

- 2 824 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2TTGCCCTTCCCGCCACCACGG0.433

+ 5 986DFFB_uc001ale.2_RNA|DFFB_uc009vlp.2_RNA|DFFB_uc001alb.2_RNA|DFFB_uc010nzn.1_Missense_Mutation_p.E245D|DFFB_uc009vlq.2_RNA|DFFB_uc009vlr.2_Missense_Mutation_p.E172D|DFFB_uc001ald.2_Missense_Mutation_p.E157DNM_004402 NP_004393 O76075 DFFB_HUMAN 0GCACACCGGAAGGCTGGTTCT0.672

+ 20 2657PIK3CD_uc010oaf.1_Missense_Mutation_p.P816S|PIK3CD_uc001aqe.3_Missense_Mutation_p.P841SNM_005026 NP_005017 O00329 PK3CD_HUMAN PI3K/PI4K. 7TGGCTGCCTCCCCACCGGGGA0.602

- 1 373HNRNPCL1_uc010obf.1_Missense_Mutation_p.G93ENM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0ACCTGCGTTTCCTCGGTTCAC0.483

+ 4 436CLCNKA_uc001axt.2_RNA|CLCNKA_uc001axv.2_Missense_Mutation_p.G119E|CLCNKA_uc010obw.1_Intron|CLCNKB_uc001axw.3_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN 1CCCTCCTCTGGAGGTGAGTCC0.602



- 6 582EIF4G3_uc010odi.1_Splice_Site|EIF4G3_uc010odj.1_Splice_Site_p.G109_splice|EIF4G3_uc009vpz.2_Splice_Site_p.G109_splice|EIF4G3_uc001bed.2_Splice_Site_p.G109_splice|EIF4G3_uc001bef.2_Splice_Site_p.G109_splice|EIF4G3_uc001bee.2_Splice_Site_p.G116_splice|EIF4G3_uc001beg.2_Splice_Site_p.G109_splice|EIF4G3_uc010odk.1_Splice_Site_p.G109_splice|EIF4G3_uc001beh.2_Splice_Site_p.G120_spliceNM_003760 NP_003751 O43432 IF4G3_HUMAN 1AAAGGCGTTCCTAAAAAGTTG0.428

+ 5 891NBPF3_uc001bes.2_Missense_Mutation_p.Q125E|NBPF3_uc009vqb.2_Missense_Mutation_p.Q181E|NBPF3_uc010odm.1_Missense_Mutation_p.Q111ENM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2CTCATTGAATCAGCATCTCCA0.567

- 64 8502HSPG2_uc009vqd.2_Missense_Mutation_p.P2822LNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 13. 9ACCCTCACCGGGGACGTGGAC0.647

+ 3 1229PDIK1L_uc001blj.3_Missense_Mutation_p.R319H|PDIK1L_uc009vsb.2_Missense_Mutation_p.R319HNM_152835 NP_690048 Q8N165 PDK1L_HUMANProtein kinase. 0CCTCAGGATCGTCCAGATGCT0.378

+ 1 120 NM_006142 NP_006133 P31947 1433S_HUMAN 0AGAGCAGGCCGAACGCTATGA0.602

- 2 666 NM_052943 NP_443175 Q96A09 FA46B_HUMAN 1TGTCAGTGGCGTGATCTTGGC0.607

+ 3 700ZBTB8A_uc001bvk.2_RNA|ZBTB8A_uc001bvm.2_Missense_Mutation_p.S72FNM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN BTB. 0CAGGCTTTCTCCCCTGACACT0.423

+ 3 488 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1ACCAATTGGACGGGATAGGGT0.343

- 3 402_403EPHA10_uc001cbw.3_Missense_Mutation_p.Q106RNM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANExtracellular (Potential). 8GAGTGTGAACTGCAGTTCCACG0.614

+ 23 2790MACF1_uc001cda.1_Missense_Mutation_p.S770N|MACF1_uc001cdc.1_5'UTR|MACF1_uc009vvq.1_5'UTR|MACF1_uc001cdb.1_5'UTRNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16AAACCACGCAGTCCAGACCAT0.483

+ 1 311 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1TTATGGAAACGAAGTATTCAG0.323

- 8 960EBNA1BP2_uc001cio.2_Nonsense_Mutation_p.K310*|EBNA1BP2_uc001cim.2_Nonsense_Mutation_p.K150*|EBNA1BP2_uc010ojx.1_Nonsense_Mutation_p.K310*NM_006824 NP_006815 Q99848 EBP2_HUMAN 0TTTGAGCCTTTCTTCTTTCCA0.488

+ 16 3255PTPRF_uc001cjs.2_Missense_Mutation_p.R963H|PTPRF_uc001cju.2_Intron|PTPRF_uc009vwt.2_Missense_Mutation_p.R532H|PTPRF_uc001cjv.2_Missense_Mutation_p.R432H|PTPRF_uc001cjw.2_Missense_Mutation_p.R198HNM_002840 NP_002831 P10586 PTPRF_HUMANFibronectin type-III 7.|Extracellular (Potential). 10ACAGACACCCGCTTTACCCTT0.592

+ 9 1138 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANLumenal (Potential). 1CTACGCACCGGTAGTAAACAT0.473

- 3 1083TAL1_uc009vyq.2_5'UTR|TAL1_uc001cqy.2_Missense_Mutation_p.R169K|TAL1_uc001cra.1_RNA|TAL1_uc001cqz.1_RNANM_003189 NP_003180 P17542 TAL1_HUMAN 1GGAAGGTCTCCTCTTCACTCG0.577

+ 42 5452INADL_uc001dac.2_RNA|INADL_uc009wag.2_Missense_Mutation_p.L564FNM_176877 NP_795352 Q8NI35 INADL_HUMAN 4AGGCTACCACCTTGGTTCGCC0.443

+ 7 1486ROR1_uc001dbi.3_Missense_Mutation_p.R363C|uc001dbl.2_IntronNM_005012 NP_005003 Q01973 ROR1_HUMANKringle.|Extracellular (Potential). 19TTCCTACTGCCGCAACCCAGG0.527

- 3 185 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1TGGCCCACATCGAAGGAGACT0.522 rs61751282

- 8 490SLC44A5_uc001dgt.2_Splice_Site_p.I116_splice|SLC44A5_uc001dgs.2_Splice_Site_p.I74_splice|SLC44A5_uc001dgr.2_Splice_Site_p.I74_splice|SLC44A5_uc010oqz.1_Splice_Site_p.I155_splice|SLC44A5_uc010ora.1_Splice_Site_p.I110_splice|SLC44A5_uc010orb.1_Splice_SiteNM_152697 NP_689910 Q8NCS7 CTL5_HUMAN 4AGACACAGATCTGTGAACGAA0.378

+ 17 2779AMPD2_uc009wfg.1_RNA|AMPD2_uc001dyb.1_Missense_Mutation_p.R665Q|AMPD2_uc001dyc.1_Missense_Mutation_p.R746Q|AMPD2_uc010ovr.1_Missense_Mutation_p.R671Q|AMPD2_uc001dyd.1_Missense_Mutation_p.R627Q|AMPD2_uc001dye.1_Missense_Mutation_p.R15QNM_004037 NP_004028 Q01433 AMPD2_HUMAN 3AGCTATCACCGGAATCCGCTA0.612

- 2 767KCND3_uc001ebv.1_Missense_Mutation_p.N96SNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3GCGGTAGAAGTTGAGCACGCA0.612

- 3 611 NM_205848 NP_995320 Q5T7P8 SYT6_HUMANCytoplasmic (Potential). 5GGCTTGATGCGGCCAATGCTG0.572

+ 2 370CD2_uc010owz.1_Missense_Mutation_p.G114E|CD2_uc010oxa.1_Missense_Mutation_p.G114ENM_001767 NP_001758 P06729 CD2_HUMANExtracellular (Potential).|LFA-3 (CD58) binding region 2.|Ig-like V-type.1GATACAAAAGGAAAAAATGTG0.308

- 3 644_645HMGCS2_uc010oxj.1_Intron|HMGCS2_uc001eie.2_Missense_Mutation_p.A106VNM_005518 NP_005509 P54868 HMCS2_HUMAN 2TGGGATAGACGGCAATGTCTCC0.475

- 34 7295 NM_024408 NP_077719 Q04721 NOTC2_HUMANCytoplasmic (Potential). 27CTGGGCAAACGGGCCATTTCT0.622

- 32 6161 NM_024408 NP_077719 Q04721 NOTC2_HUMANCytoplasmic (Potential).|ANK 4. 27GCATTCACATCCGCTTGGCAG0.527

+ 10 1256 NM_012113 NP_036245 Q9ULX7 CAH14_HUMANCytoplasmic (Potential). 1AGAAAGATTCGGTGAGGCCCT0.323 rs150286906

+ 3 401ECM1_uc010pce.1_Silent_p.L3L|ECM1_uc010pcf.1_Silent_p.L3L|ECM1_uc001eut.2_Missense_Mutation_p.P68S|ECM1_uc001euu.2_Missense_Mutation_p.P68S|ECM1_uc001euv.2_Missense_Mutation_p.P68S|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN 3GCATGGCCCTCCCTTTGAGGG0.572

- 3 1840 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2CTGGGTATCTGGGTTATTATT0.537

- 3 528 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TGGTGGGAATCTCTGTCTTGT0.517

- 4 1527 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6TGGTGCCAAGGAGGCATGGTC0.627

- 36 4743ARHGEF11_uc010phu.1_Missense_Mutation_p.T651A|ARHGEF11_uc001fqn.2_Missense_Mutation_p.T1275ANM_014784 NP_055599 O15085 ARHGB_HUMAN 9GGTGTGGGTGTCAGGTCGTCC0.637

- 7 1468FCRL5_uc009wsm.2_Missense_Mutation_p.S437F|FCRL5_uc010phv.1_Missense_Mutation_p.S437F|FCRL5_uc010phw.1_Missense_Mutation_p.S352F|FCRL5_uc001fqv.1_Missense_Mutation_p.S437F|FCRL5_uc010phx.1_Missense_Mutation_p.S188FNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 4. 6TGCAGTCAGAGAGAAGCTGAT0.582

- 3 324 FCRL4_uc010phy.1_RNANM_031282 NP_112572 Q96PJ5 FCRL4_HUMANExtracellular (Potential).|Ig-like C2-type 1. 4CTTTTCTCCCCAGTAGTGCCG0.517

- 6 1075FCRL1_uc001frf.2_RNA|FCRL1_uc001frh.2_Missense_Mutation_p.T321I|FCRL1_uc001fri.2_Intron|FCRL1_uc001frj.2_RNANM_052938 NP_443170 Q96LA6 FCRL1_HUMANHelical; (Potential). 7TAAGGCCACGGTGGCTGGACC0.458

+ 3 714 CD1C_uc001frv.2_5'UTRNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4GGATTAGATTTACTGAGTTTC0.478

+ 5 890FCRL6_uc001fuc.2_Missense_Mutation_p.S290F|FCRL6_uc009wsz.1_Missense_Mutation_p.S188F|FCRL6_uc009wta.2_Missense_Mutation_p.S283FNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMANIg-like C2-type 3.|Extracellular (Potential). 3AACAGTGTCTCCAGAGAGAGG0.557

- 5 1615IGSF8_uc001fuz.2_Missense_Mutation_p.P524S|IGSF8_uc009wtf.2_Missense_Mutation_p.P524SNM_052868 NP_443100 Q969P0 IGSF8_HUMANIg-like C2-type 4.|Extracellular (Potential). 0TGGCTTCGGGGCCCCACCAGC0.672

- 7 963TOMM40L_uc009wuf.1_Intron|NR1I3_uc001fzf.2_Nonsense_Mutation_p.R250*|NR1I3_uc001fzg.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzh.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzi.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzj.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzk.2_Intron|NR1I3_uc001fzl.2_Intron|NR1I3_uc001fzm.2_Nonsense_Mutation_p.R175*|NR1I3_uc001fzn.2_Intron|NR1I3_uc009wug.2_Nonsense_Mutation_p.R83*|NR1I3_uc001fzp.2_Nonsense_Mutation_p.R254*|NR1I3_uc001fzo.2_Nonsense_Mutation_p.R83*|NR1I3_uc001fzq.2_Intron|NR1I3_uc001fzr.2_Intron|NR1I3_uc001fzs.2_Intron|NR1I3_uc001fzt.2_Intron|NR1I3_uc001fzu.2_Intron|NR1I3_uc001fzv.2_Intron|NR1I3_uc001fzw.2_Nonsense_Mutation_p.R254*|NR1I3_uc001fzy.2_Nonsense_Mutation_p.R250*|NR1I3_uc001fzz.2_Intron|NR1I3_uc001gaa.2_Intron|NR1I3_uc001gab.2_Intron|NR1I3_uc001gac.2_Nonsense_Mutation_p.R225*|NR1I3_uc010pkm.1_Nonsense_Mutation_p.R221*|NR1I3_uc010pkn.1_3'UTRNM_001077480 NP_001070948 Q14994 NR1I3_HUMAN 2TGCAGTTTTCGTAGTGTTCCA0.527 rs144211465

+ 4 673DUSP12_uc001gbp.2_Missense_Mutation_p.C91YNM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1CTCTACAAGTGTAGAAAGTGC0.318

- 12 2869TNR_uc009wwu.1_Missense_Mutation_p.E930KNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 7. 11AGGCTGATTTCGTATTCGGTA0.532

- 10 2617TNR_uc009wwu.1_Missense_Mutation_p.A846SNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 6. 11CCATGGACAGCCACAAGGTTC0.552

- 8 1388IVNS1ABP_uc001grj.2_Intron|IVNS1ABP_uc009wyj.2_Splice_Site_p.Q37_splice|IVNS1ABP_uc009wyk.2_Splice_SiteNM_006469 NP_006460 Q9Y6Y0 NS1BP_HUMAN 5GCAATGTGTACCTGCACAAAC0.403

+ 7 1183PRG4_uc001grt.3_Missense_Mutation_p.P337T|PRG4_uc009wyl.2_Missense_Mutation_p.P285T|PRG4_uc009wym.2_Missense_Mutation_p.P244T|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|4; approximate.1ACCCACCACCCCCAAGGAGCC0.637

+ 7 1369PRG4_uc001grt.3_Missense_Mutation_p.P399T|PRG4_uc009wyl.2_Missense_Mutation_p.P347T|PRG4_uc009wym.2_Missense_Mutation_p.P306T|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|12. 1ACCCACCACCCCCAAGAAGCC0.652

+ 17 2841CR1_uc009xcl.1_Missense_Mutation_p.D451N|CR1_uc001hfx.2_Missense_Mutation_p.D1351N|CR1_uc009xck.1_Missense_Mutation_p.D451NNM_000573 NP_000564 P17927 CR1_HUMANExtracellular (Potential).|Sushi 14. 3TTACACATGCGACCCCCACCC0.512

- 9 1406GPATCH2_uc009xdq.1_RNANM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1GATATCTCCCGTGCATAAGGA0.383 rs144624552



+ 8 4116_4117 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0AAGCTGTCGAGGGCTTTGTGCA0.564

+ 91 20050OBSCN_uc001hsr.1_Missense_Mutation_p.R1298HNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMANProtein kinase 1. 28GAGAGTGACCGTGCCACCCTC0.627

+ 8 1174_1175MTR_uc010pxv.1_RNA|MTR_uc010pxw.1_5'UTR|MTR_uc010pxx.1_Missense_Mutation_p.G251K|MTR_uc010pxy.1_Missense_Mutation_p.G251K|MTR_uc009xgj.1_Missense_Mutation_p.81_82ME>IKNM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3CGTGTCTCATGGAGAACCACTC0.465

+ 25 3044MTR_uc010pxw.1_Missense_Mutation_p.P467L|MTR_uc010pxx.1_Missense_Mutation_p.P823L|MTR_uc010pxy.1_Missense_Mutation_p.P728LNM_000254 NP_000245 Q99707 METH_HUMAN B12-binding. 3AAAATAGCTCCGAGATACAGT0.443

+ 6 1175OR2W3_uc001idp.1_IntronNM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. 7ACCACGCCATCTCCTGAGAAT0.567

+ 6 1073PTER_uc001ioh.1_Missense_Mutation_p.C289Y|PTER_uc001ioi.1_Missense_Mutation_p.C289Y|PTER_uc009xjp.1_Missense_Mutation_p.C242YNM_030664 NP_109589 Q96BW5 PTER_HUMAN 2GAAGAGGGCTGTGAAGATCGA0.413

- 4 1575 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMANSSD.|Helical; (Potential). 4AGACACTGCCGCTTTTGAATA0.423

- 7 575ZNF438_uc001ivn.2_Translation_Start_Site|ZNF438_uc010qdy.1_Missense_Mutation_p.T37M|ZNF438_uc001ivo.3_Translation_Start_Site|ZNF438_uc009xlg.2_Missense_Mutation_p.T47M|ZNF438_uc001ivp.3_Missense_Mutation_p.T37M|ZNF438_uc010qea.1_Missense_Mutation_p.T47M|ZNF438_uc010qeb.1_Missense_Mutation_p.T47M|ZNF438_uc010qec.1_Translation_Start_SiteNM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2CATTCTGGACGTTAGGACTTT0.468

- 12 1664ITGB1_uc001iwp.3_Missense_Mutation_p.E510K|ITGB1_uc001iwq.3_Missense_Mutation_p.E510K|ITGB1_uc001iwr.3_Missense_Mutation_p.E510K|ITGB1_uc001iwt.3_Missense_Mutation_p.E510K|ITGB1_uc001iwu.1_Missense_Mutation_p.E510KNM_133376 NP_596867 P05556 ITB1_HUMANExtracellular (Potential).|I.|Cysteine-rich tandem repeats.2TCCATGTCTTCACTGTTAACT0.418

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGCCAGCAAAAGG0.423

+ 2 187RASSF4_uc001jbp.2_5'UTR|RASSF4_uc009xmn.2_5'UTR|RASSF4_uc001jbq.2_5'UTRNM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1GACAGCAAGTCCATTCAGAAG0.537

+ 3 383GPRIN2_uc010qfq.1_5'FlankNM_014696 NP_055511 O60269 GRIN2_HUMAN 0CCCAAGGCGCGACCCAGTGCT0.697 rs149580948

+ 4 615HNRNPH3_uc001jnx.3_Missense_Mutation_p.R129H|HNRNPH3_uc009xpu.2_Translation_Start_Site|HNRNPH3_uc010qiv.1_Intron|HNRNPH3_uc001jny.3_Missense_Mutation_p.R80HNM_012207 NP_036339 P31942 HNRH3_HUMAN Gly-rich. 2GGAGCTGGGCGTGGAAGTATG0.438

+ 25 3558CCAR1_uc010qjb.1_RNANM_018237 NP_060707 Q8IX12 CCAR1_HUMAN 7CAAGGAGAATGGTGCCAGTGT0.274

+ 7 889HK1_uc001jpg.3_Missense_Mutation_p.A251V|HK1_uc001jph.3_Missense_Mutation_p.A267V|HK1_uc001jpi.3_Missense_Mutation_p.A267V|HK1_uc001jpj.3_Missense_Mutation_p.A298V|HK1_uc001jpk.3_Missense_Mutation_p.A262V|HK1_uc009xqd.2_Missense_Mutation_p.A141VNM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1GAATGGGGAGCCTTTGGAGAC0.522

- 2 418 NM_022146 NP_071429 Q9GZQ6 NPFF1_HUMANCytoplasmic (Potential). 0TCTCACCTTTCCACAGCAATG0.572

+ 9 1625UNC5B_uc001jrp.2_Missense_Mutation_p.V383MNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANHelical; (Potential). 3CCTCATGGCGGTGGGGGTGGT0.622

+ 37 5403 NM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 16.|Extracellular (Potential). 11TGCCATCGTCGCAGGCAACAT0.582 rs56043301

+ 5 1262SH2D4B_uc001kcl.1_Missense_Mutation_p.L229V|SH2D4B_uc001kcm.1_Missense_Mutation_p.L24VNM_207372 NP_997255 Q5SQS7 SH24B_HUMAN 0CGACCCGGGTCTGCCGCAGCC0.512

- 12 1412GPAM_uc001kzp.2_Missense_Mutation_p.S405F|GPAM_uc001kzq.1_Missense_Mutation_p.S405FNM_020918 NP_065969 Q9HCL2 GPAT1_HUMAN 2CACCTTTAAGGAAAATGGCTG0.443

+ 6 1174TCF7L2_uc001lac.3_Missense_Mutation_p.D200N|TCF7L2_uc010qrk.1_Missense_Mutation_p.D200N|TCF7L2_uc010qrl.1_Missense_Mutation_p.D200N|TCF7L2_uc010qrm.1_Missense_Mutation_p.D223N|TCF7L2_uc010qrn.1_Missense_Mutation_p.D166N|TCF7L2_uc001lad.3_Missense_Mutation_p.D200N|TCF7L2_uc001lag.3_Missense_Mutation_p.D247N|TCF7L2_uc001laf.3_Missense_Mutation_p.D200N|TCF7L2_uc010qro.1_Missense_Mutation_p.D200N|TCF7L2_uc001lah.2_Missense_Mutation_p.D200N|TCF7L2_uc010qrp.1_Missense_Mutation_p.D200N|TCF7L2_uc010qrq.1_Missense_Mutation_p.D200N|TCF7L2_uc010qrr.1_Missense_Mutation_p.D142N|TCF7L2_uc010qrs.1_Missense_Mutation_p.D94N|TCF7L2_uc010qrt.1_Missense_Mutation_p.D94N|TCF7L2_uc010qru.1_Missense_Mutation_p.D117N|TCF7L2_uc010qrv.1_Missense_Mutation_p.D40N|TCF7L2_uc010qrw.1_5'UTR|TCF7L2_uc010qrx.1_Missense_Mutation_p.D80NNM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMANMediates interaction with MAD2L2.|Pro-rich. 4CTTACCAGCCGACGTAGACCC0.592

+ 4 317PNLIPRP1_uc001lcp.2_Missense_Mutation_p.G100E|PNLIPRP1_uc001lcn.2_Missense_Mutation_p.G100E|PNLIPRP1_uc009xys.1_RNANM_006229 NP_006220 P54315 LIPR1_HUMAN 2ATAGACAAAGGAGATGAGAGC0.478

- 8 892C10orf84_uc010qss.1_Nonsense_Mutation_p.R209*NM_022063 NP_071346 Q9H8W3 F204A_HUMAN 0TTCTTTTTTCGGGCAGCCTGT0.368

- 19 3423EIF3A_uc010qsu.1_Missense_Mutation_p.M1059L|EIF3A_uc009xzg.1_Missense_Mutation_p.M132LNM_003750 NP_003741 Q14152 EIF3A_HUMAN17.|Asp-rich.|25 X 10 AA approximate tandem repeats of [DE]-[DE]-[DE]-R-[SEVGFPILV]-[HPSN]- [RSW]-[RL]-[DRGTIHN]-[EPMANLGDT].0TCATCATCCATGCCTCGCCTG0.627

+ 4 560TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.S67T|TACC2_uc010qtv.1_Missense_Mutation_p.S67TNM_206862 NP_996744 O95359 TACC2_HUMAN 10AGTTCTGCCAGCCTGGATCCA0.557

- 12 2103CPXM2_uc001lhj.2_Splice_SiteNM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2TCGTTCAGACCTGCCAAGCCA0.498

+ 8 1598RIC8A_uc001lof.2_Missense_Mutation_p.L431F|RIC8A_uc001loh.2_Missense_Mutation_p.L418FNM_021932 NP_068751 Q9NPQ8 RIC8A_HUMAN 0TGCCAGGGGCCTCATGGCAGG0.597

+ 8 1400ATHL1_uc001lor.3_Missense_Mutation_p.D252N|ATHL1_uc001los.1_Missense_Mutation_p.D456N|ATHL1_uc001lou.3_Missense_Mutation_p.D4N|ATHL1_uc001lov.3_5'FlankNM_025092 NP_079368 Q32M88 ATHL1_HUMAN p.R429Q(1) 3CATGTCCCCCGACGAGTACCA0.607

- 3 557 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMAN9 X 4 AA repeats of C-C-X-P. 0ACAGGAGCCACAGCCCCCCTT0.672

- 2 263 NR_001589 0TTTTCCGAAGGAGATCAGCAC0.493

+ 4 723CNGA4_uc010raa.1_Intron|CNGA4_uc001mcn.2_Missense_Mutation_p.P166SNM_001037329 NP_001032406 Q8IV77 CNGA4_HUMANCytoplasmic (Potential). 1GTACCCGGACCCCGCGCAGCC0.577

+ 17 2930 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 6. 0 agacaagaaggagatcagagc0.234

- 5 918TRAF6_uc001mws.1_Missense_Mutation_p.A193VNM_145803 NP_665802 Q9Y4K3 TRAF6_HUMANInteraction with TAX1BP1.|TRAF-type 1. 1CATTGATGCAGCACAGTTGTC0.378

+ 1 825 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANHelical; Name=7; (Potential). 4TCTACACTATGATAACTTCTA0.363

- 26 3464 NM_001923 NP_001914 Q16531 DDB1_HUMANInteraction with CDT1 and CUL4A. 4TCTGTCTTCCGCTCGGTGTGA0.512

+ 4 520DDB1_uc010rlf.1_Intron|DAK_uc009ynm.1_Missense_Mutation_p.S18NNM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaK. 0GCAGTGGGCAGCATCCTGGCA0.652

- 5 866FADS3_uc001nsn.2_Missense_Mutation_p.A114VNM_021727 NP_068373 Q9Y5Q0 FADS3_HUMANCytoplasmic (Potential). 2GAAGACGGGCGCCACCGTCAC0.647

- 28 3223 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN 4ACGGGCCGGGGTCTTGGCCGC0.687

+ 11 1473MUS81_uc001ofw.3_RNA|MUS81_uc001ofx.3_5'UTRNM_025128 NP_079404 Q96NY9 MUS81_HUMAN 0GCATGGTTCCGTCCACAACCT0.637

- 16 3286 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 8. 4TCCAAGCTGCGCAAGAAGTCC0.687

- 17 2911PITPNM1_uc001olw.2_Missense_Mutation_p.R190C|PITPNM1_uc001oly.2_Missense_Mutation_p.R908C|PITPNM1_uc001olz.2_Missense_Mutation_p.R907CNM_004910 NP_004901 O00562 PITM1_HUMAN 3ACCTGCGTGCGTTTTCGCTGC0.692

+ 14 3237LRP5_uc009ysg.2_Missense_Mutation_p.S464RNM_002335 NP_002326 O75197 LRP5_HUMANLDL-receptor class B 17.|Beta-propeller 4.|Extracellular (Potential).7ACAGGCTGAGCGGGGAAGCCA0.662

+ 20 4241LRP5_uc009ysg.2_Missense_Mutation_p.P799LNM_002335 NP_002326 O75197 LRP5_HUMANHelical; (Potential). 7GCCATCGGGCCCGTCATTGGC0.602

- 8 987CPT1A_uc001oof.3_Missense_Mutation_p.G273S|CPT1A_uc009ysj.2_Missense_Mutation_p.G273SNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2ATGGCGTTGCCGGCTCTTGCT0.418 rs144347513

- 21 4534SHANK2_uc010rqn.1_Missense_Mutation_p.V898I|SHANK2_uc001opz.2_Missense_Mutation_p.V891I|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5GAGTCGGCGACGGCGTCAAAG0.592

- 13 1262PDE2A_uc001oso.2_Missense_Mutation_p.T319I|PDE2A_uc010rra.1_Missense_Mutation_p.T333I|PDE2A_uc001osn.2_Intron|PDE2A_uc010rrb.1_Missense_Mutation_p.T331I|PDE2A_uc010rrd.1_Missense_Mutation_p.T225INM_002599 NP_002590 O00408 PDE2A_HUMAN GAF 1. 4CACCTGGTCAGTGGCCCGGCT0.567

- 34 4511ARAP1_uc001osv.2_Missense_Mutation_p.A1430V|ARAP1_uc001osr.2_Missense_Mutation_p.A1201V|ARAP1_uc001oss.2_Missense_Mutation_p.A1196V|ARAP1_uc009yth.2_Missense_Mutation_p.A1124V|ARAP1_uc010rre.1_Missense_Mutation_p.A1185VNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1CAGAGGGTCCGCGGTGAAGGC0.617



- 16 4009RSF1_uc001oym.2_Missense_Mutation_p.R1045CNM_016578 NP_057662 Q96T23 RSF1_HUMAN 4AGCCGTTTGCGGGATGGTTTG0.542

- 4 842GAB2_uc001ozg.2_Missense_Mutation_p.S243NNM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6GCCTGTGAGGCTGCCCTTGGT0.572

+ 13 2488 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 5.|Extracellular (Potential). 3CTGAAAATTGGATTGGCTCTC0.423

+ 14 2047CNTN5_uc009ywv.1_Splice_Site_p.E570_splice|CNTN5_uc001pfz.2_Splice_Site_p.E570_splice|CNTN5_uc001pgb.2_Splice_Site_p.E496_splice|CNTN5_uc010ruk.1_Splice_SiteNM_014361 NP_055176 O94779 CNTN5_HUMAN 8CTGTAAAAGGTAAGACAGCAC0.378

+ 3 974YAP1_uc001pgs.2_Missense_Mutation_p.P202S|YAP1_uc001pgu.2_Missense_Mutation_p.P202S|YAP1_uc001pgv.2_Missense_Mutation_p.P202S|YAP1_uc010ruo.1_Missense_Mutation_p.P24S|YAP1_uc001pgw.2_Missense_Mutation_p.P24SNM_001130145 NP_001123617 P46937 YAP1_HUMAN WW 1. 3ATGGCAGGACCCCAGGAAGGC0.483

+ 7 1022 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN UBA. 3GCAGGTTCTGCGACTGATGCA0.438

- 7 781ALG9_uc001ply.2_Missense_Mutation_p.P57S|ALG9_uc001plz.2_Missense_Mutation_p.P57S|ALG9_uc010rwm.1_Missense_Mutation_p.P228S|ALG9_uc010rwn.1_Missense_Mutation_p.P182S|ALG9_uc010rwo.1_Missense_Mutation_p.P56S|ALG9_uc009yyh.1_Missense_Mutation_p.P123SNM_001077690 NP_001071158 Q9H6U8 ALG9_HUMANHelical; (Potential). 2GCACTGAATGGCCAGCCTAAG0.453

+ 3 433REXO2_uc001poz.2_IntronNM_015523 NP_056338 Q9Y3B8 ORN_HUMAN Exonuclease. 0TCAGATTGGTGTAAGGAGCAT0.458

- 5 1110FAM55D_uc001ppd.2_Missense_Mutation_p.G26VNM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4GGATGTCATTCCAAACTTGCA0.413

+ 8 1231UBE4A_uc001psv.2_Missense_Mutation_p.A375TNM_004788 NP_004779 Q14139 UBE4A_HUMAN 5AGTACAGGAGGCCAACATCCA0.463

+ 9 1192GRIK4_uc009zav.1_Missense_Mutation_p.A302V|GRIK4_uc009zaw.1_Missense_Mutation_p.A302V|GRIK4_uc009zax.1_Missense_Mutation_p.A302VNM_014619 NP_055434 Q16099 GRIK4_HUMANExtracellular (Potential). 3ACTGGGCCTGCGGTAAGTACC0.577

- 25 3829NCAPD3_uc010scm.1_RNA|NCAPD3_uc009zda.1_RNA|NCAPD3_uc001qhc.1_Missense_Mutation_p.F25LNM_015261 NP_056076 P42695 CNDD3_HUMAN 5GACTGGGGGAACTTGTTGTAC0.443

+ 11 3053WNK1_uc001qip.3_Intron|WNK1_uc001qir.3_IntronNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23ATATCAACTCCTCATGTGTCT0.532

- 3 133MLF2_uc001qqp.2_Missense_Mutation_p.R24C|MLF2_uc009zey.1_Missense_Mutation_p.R24CNM_005439 NP_005430 Q15773 MLF2_HUMAN 1ATATGCTGACGGTGAATAGCA0.542

- 2 916 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6CACTCTCCATGGCAGTAATTT0.527

- 12 1500A2M_uc009zgk.1_Missense_Mutation_p.P313SNM_000014 NP_000005 P01023 A2MG_HUMAN 5TGAGACATGGGCTCAAGGTGG0.512

+ 2 575ETV6_uc001raa.1_Intron|BCL2L14_uc001raf.1_RNA|BCL2L14_uc001rad.2_Missense_Mutation_p.S125L|BCL2L14_uc001rae.2_Missense_Mutation_p.S125LNM_138723 NP_620049 Q9BZR8 B2L14_HUMAN 1TACCAAGATTCGCACAGCCAG0.512

+ 1 416 NR_003932 0TCTGAAGCCTGCAAGAAAGTT0.567

+ 5 840KIAA1467_uc009zhx.1_RNANM_020853 NP_065904 A2RU67 K1467_HUMAN 3AGACGGTGTTCGAGACCTTGT0.448

- 6 576ARHGDIB_uc001rcp.1_RNANM_001175 NP_001166 P52566 GDIR2_HUMAN 0TCCTCAACTGGAGTGAGGAAC0.522

- 16 2179KIAA0528_uc010sir.1_Missense_Mutation_p.R466C|KIAA0528_uc010sis.1_Missense_Mutation_p.R651C|KIAA0528_uc010sit.1_Missense_Mutation_p.R653C|KIAA0528_uc010siu.1_Missense_Mutation_p.R651C|KIAA0528_uc001rfr.2_Missense_Mutation_p.R642CNM_014802 NP_055617 Q86YS7 K0528_HUMAN 4AGTCTTGAGCGTTGCCTAGGT0.353

- 2 574 NM_001080406 NP_001073875 A8MTZ7 CL071_HUMAN 0CTTTGGCTGGCGGTTGCCTGG0.493

- 53 4445COL2A1_uc001rqt.2_Missense_Mutation_p.R203W|COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.R1353WNM_001844 NP_001835 P02458 CO2A1_HUMANFibrillar collagen NC1. 2CCCTCTGCCCGGATCTCCACG0.587

+ 1 61 NM_012404 NP_036536 O95626 AN32D_HUMAN LRR 1. 2CGATGTGAAAGAACTTTTCCT0.458

+ 1 563METTL7A_uc010smv.1_Missense_Mutation_p.C92YNM_014033 NP_054752 Q9H8H3 MET7A_HUMAN 0CCACCTGGGTGCAGGGTGACC0.552

- 13 1477ITGA5_uc010sow.1_RNANM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential).|Potential.|FG-GAP 7. 2ACCAGGATATCCATTGCCATC0.562

+ 2 275PDE1B_uc010soz.1_5'UTR|PDE1B_uc010spa.1_5'FlankNM_000924 NP_000915 Q01064 PDE1B_HUMANCalmodulin-binding (Potential). 2TAAGCTTCGGTCTCTGTAAGT0.637

+ 1 402 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMANCytoplasmic (Potential). 2TGGTCATCATGAACAACAGGG0.453

+ 2 434SPRYD4_uc010sqo.1_Missense_Mutation_p.R108HNM_207344 NP_997227 Q8WW59 SPRY4_HUMAN B30.2/SPRY. 0GTTGATGATCGTTCCTGGGTG0.562

+ 2 756NXPH4_uc009zpj.2_5'UTRNM_007224 NP_009155 O95158 NXPH4_HUMANIV (linker domain). 0CCCCCGCTGGGGATGGCAGCA0.756

+ 3 432OS9_uc010srx.1_Missense_Mutation_p.G125R|OS9_uc001spk.2_Missense_Mutation_p.G125R|OS9_uc001spl.2_Missense_Mutation_p.G125R|OS9_uc001spm.2_Missense_Mutation_p.G125R|OS9_uc001spn.2_Missense_Mutation_p.G125R|OS9_uc010sry.1_Missense_Mutation_p.G125R|OS9_uc010srz.1_Missense_Mutation_p.G66RNM_006812 NP_006803 Q13438 OS9_HUMAN PRKCSH. 1ATTCTGTTATGGACGCCACAT0.433

- 4 1826FAM19A2_uc001sqv.2_RNA|FAM19A2_uc001sqx.2_Missense_Mutation_p.E105K|FAM19A2_uc001sqy.2_RNANM_178539 NP_848634 Q8N3H0 F19A2_HUMAN 1TTACATTCTTCTCCCTCTAGA0.413

+ 5 1405 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3GTGGGAAGACGTGTGGCTGAA0.403

+ 12 1734SYT1_uc001syt.2_Splice_Site_p.K355_splice|SYT1_uc001syu.2_Splice_Site_p.K352_splice|SYT1_uc001syv.2_Splice_Site_p.K355_spliceNM_001135805 NP_001129277 P21579 SYT1_HUMAN 6GCTTCTTTCAGAAAGTGCAGG0.453

- 49 6990CEP290_uc001taq.2_Splice_Site_p.E1276_splice|uc001tas.2_RNANM_025114 NP_079390 O15078 CE290_HUMAN 7 ATCAGTTTCCTATCATTAAAT0.279

- 1 1060 NM_152638 NP_689851 Q8TC90 CL012_HUMAN Potential. 2CTCCTGCTGACGCTCCACCTT0.647

+ 35 4540 NM_014503 NP_055318 O75691 UTP20_HUMAN 4TTACATTAAAGAAATGCAAAT0.318

- 39 5876C12orf51_uc001ttr.1_Missense_Mutation_p.A128VNM_001109662 NP_001103132 2GAACATGCAGGCTCGAACAGG0.547

- 12 1700C12orf51_uc010syk.1_Missense_Mutation_p.A384V|C12orf51_uc001tts.2_Missense_Mutation_p.A384V|C12orf51_uc001ttt.3_Missense_Mutation_p.A382VNM_001109662 NP_001103132 2CAGGGCATCCGCCATGATCAG0.478

+ 4 771RNFT2_uc001twb.3_Nonsense_Mutation_p.Q180*|RNFT2_uc001twa.3_Nonsense_Mutation_p.Q90*NM_001109903 NP_001103373 Q96EX2 RNFT2_HUMANExtracellular (Potential). 0ACTGTGCTTTCAGCATAAGCT0.637

+ 2 556 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3CTTCTCATCAGGTCCCAGACA0.443

+ 1 76 NM_004373 NP_004364 P12074 CX6A1_HUMAN 0GGTCGGTCCCGCCCACAGCTG0.662 rs139069733

+ 8 1106ACADS_uc010szl.1_Missense_Mutation_p.R326C|ACADS_uc001tzb.3_Missense_Mutation_p.R211CNM_000017 NP_000008 P16219 ACADS_HUMAN 2GCTGACCTGGCGCGCTGCCAT0.637 rs140853839

- 10 1434PITPNM2_uc001uek.1_Missense_Mutation_p.G432DNM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3CAGGATGGTGCCTCCGTGCAG0.647

+ 66 11390DNAH10_uc001ufu.3_5'FlankNM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6AGACAACTTTGGGCAACTTCC0.453

+ 1 262SFRS8_uc010tbn.1_Missense_Mutation_p.A41V|SFRS8_uc001ujb.1_5'UTR|SFRS8_uc001uiz.1_5'UTRNM_004592 NP_004583 Q12872 SFSWA_HUMAN 0TTCGGCTATGCCTGCAAGCTG0.672

- 43 5944POLE_uc001ukq.1_Missense_Mutation_p.A177V|POLE_uc001ukr.1_Missense_Mutation_p.A771V|POLE_uc010tbq.1_RNANM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 GGATtcctccgcctcttcctc 0.313



+ 7 1209SPATA13_uc001upd.1_Nonsense_Mutation_p.R893*|C1QTNF9_uc001upe.2_RNA|SPATA13_uc010tcy.1_Nonsense_Mutation_p.R214*|SPATA13_uc010tcz.1_Nonsense_Mutation_p.R152*|SPATA13_uc010tda.1_Nonsense_Mutation_p.R212*|SPATA13_uc001uph.2_Nonsense_Mutation_p.R190*|SPATA13_uc010tdb.1_Nonsense_Mutation_p.R128*|SPATA13_uc009zzz.1_5'UTRNM_153023 NP_694568 Q96N96 SPT13_HUMAN DH. 3GGGCTATATCCGACAGTGCCG0.363

- 11 3143TRPC4_uc010abv.2_Missense_Mutation_p.E550K|TRPC4_uc001uwt.2_Missense_Mutation_p.E886K|TRPC4_uc010tey.1_Missense_Mutation_p.E829K|TRPC4_uc010abw.2_Missense_Mutation_p.E797K|TRPC4_uc010abx.2_Missense_Mutation_p.E975K|TRPC4_uc010aby.2_Missense_Mutation_p.E821KNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6ACGTAATCTTCGTGGGTGACT0.433

- 2 570 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4GGAGGTGGCAGCACAAAGAAA0.527

- 8 1314ELF1_uc010tfc.1_Missense_Mutation_p.S290L|ELF1_uc010acd.2_Missense_Mutation_p.S207LNM_172373 NP_758961 P32519 ELF1_HUMAN 1TGAAGATAGCGATGGATCTGA0.418

- 41 5090 NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6CCAGTAGCTTGATGTCTTAGC0.423

+ 13 1489COG3_uc001vaj.1_Missense_Mutation_p.R463Q|COG3_uc010tfv.1_Missense_Mutation_p.R300Q|COG3_uc010aci.2_Missense_Mutation_p.R239QNM_031431 NP_113619 Q96JB2 COG3_HUMAN 2GTACAGGAGCGGCTCGTCTAC0.458

- 14 3347ATP7B_uc010adv.2_Missense_Mutation_p.E634K|ATP7B_uc001vfx.2_Missense_Mutation_p.E857K|ATP7B_uc001vfy.2_Missense_Mutation_p.E953K|ATP7B_uc010tgt.1_Missense_Mutation_p.E999K|ATP7B_uc010tgu.1_Missense_Mutation_p.E1016K|ATP7B_uc010tgv.1_Missense_Mutation_p.E986K|ATP7B_uc001vfv.2_Missense_Mutation_p.E336K|ATP7B_uc010tgs.1_IntronNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3CTGCTGGCCTCCGCAGTCCCC0.627

+ 15 1060SCEL_uc001vkj.2_Missense_Mutation_p.S277N|SCEL_uc010thx.1_Missense_Mutation_p.S275NNM_144777 NP_659001 O95171 SCEL_HUMAN16 X approximate tandem repeats.|3. 5ATCTATATGAGTACCCGGACA0.388

+ 6 1154POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNA|uc001vvb.2_IntronNM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1GATGCTAAAAGTCTCTTCTGA0.214

- 8 721_722MYH6_uc010akp.1_Missense_Mutation_p.D219NNM_002471 NP_002462 P13533 MYH6_HUMANMyosin head-like. 4ATGATCTGGTCCTCCAGGGTGC0.609

- 6 632 NM_016049 NP_057133 Q9Y3B6 F158A_HUMAN 0ACCATCTGCCGTGACTCTTCC0.547

- 4 805RIPK3_uc001wpa.2_5'UTR|RIPK3_uc010alq.2_RNA|RIPK3_uc010toi.1_5'UTR|RIPK3_uc010toj.1_3'UTRNM_006871 NP_006862 Q9Y572 RIPK3_HUMANProtein kinase. 4CTGGCTGTGGAGGCCTTCCGG0.582

+ 5 1985NFATC4_uc010tok.1_Missense_Mutation_p.R618Q|NFATC4_uc010tol.1_Missense_Mutation_p.R618Q|NFATC4_uc010alr.2_Missense_Mutation_p.R618Q|NFATC4_uc010als.2_Missense_Mutation_p.R568Q|NFATC4_uc010tom.1_Missense_Mutation_p.R568Q|NFATC4_uc010ton.1_Missense_Mutation_p.R568Q|NFATC4_uc010too.1_Missense_Mutation_p.R568Q|NFATC4_uc010alt.2_Missense_Mutation_p.R587Q|NFATC4_uc010top.1_Missense_Mutation_p.R587Q|NFATC4_uc010toq.1_Missense_Mutation_p.R587Q|NFATC4_uc010alu.2_Missense_Mutation_p.R247Q|NFATC4_uc010tor.1_Missense_Mutation_p.R555Q|NFATC4_uc010tos.1_Missense_Mutation_p.R485Q|NFATC4_uc010tot.1_Missense_Mutation_p.R543Q|NFATC4_uc010tou.1_Missense_Mutation_p.R485Q|NFATC4_uc010tov.1_Missense_Mutation_p.R543Q|NFATC4_uc010tow.1_Missense_Mutation_p.R485Q|NFATC4_uc010alv.2_Missense_Mutation_p.R543Q|NFATC4_uc010tox.1_Missense_Mutation_p.R485Q|NFATC4_uc001wpd.2_Missense_Mutation_p.R90Q|NFATC4_uc010toy.1_Missense_Mutation_p.R90Q|NFATC4_uc010toz.1_Missense_Mutation_p.R90Q|NFATC4_uc010tpa.1_5'UTR|NFATC4_uc010tpb.1_5'UTRNM_004554 NP_004545 Q14934 NFAC4_HUMAN RHD. 3CTGGTGTTCCGGGTACACGTG0.602

- 11 1799RALGAPA1_uc001wtj.2_Missense_Mutation_p.D470N|RALGAPA1_uc010tpv.1_Missense_Mutation_p.D470N|RALGAPA1_uc010tpw.1_Missense_Mutation_p.D470N|RALGAPA1_uc001wtk.1_Missense_Mutation_p.D321NNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4ATATCATGGTCTGTGACATTT0.343

+ 4 1684MIA2_uc010amy.1_Missense_Mutation_p.T428INM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2AATGAAGAAACTGGAGAATTT0.308

+ 5 1858 NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2TCGAAACCATCAGTAGACACC0.393

- 21 2002SDCCAG1_uc010anj.1_Missense_Mutation_p.P645L|SDCCAG1_uc001wxa.2_5'Flank|SDCCAG1_uc010tqi.1_Missense_Mutation_p.P624L|SDCCAG1_uc001wxe.2_Missense_Mutation_p.P603L|SDCCAG1_uc001wxd.1_Missense_Mutation_p.P50LNM_004713 NP_004704 O60524 NEMF_HUMAN 0ATATGAGGGAGGAAGAAAATT0.294

- 2 810 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0TCGGTGTTCTCCCTAAGAAAT0.428

- 32 6484SPTB_uc001xhs.2_Missense_Mutation_p.D2144N|SPTB_uc010aqi.2_Missense_Mutation_p.D805NNM_001024858 NP_001020029 P11277 SPTB1_HUMAN 11GGCCTCTCATCCCCAGTGGAT0.647

- 13 2508ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.S790NNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11ACTACTTGTACTTTCCAGGGA0.453

+ 8 3051PCNX_uc001xmn.3_Intron|PCNX_uc010are.1_IntronNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1TGCTGTAGGCGGTAGCAGTTT0.463

+ 4 253C14orf80_uc001yrj.2_5'Flank|C14orf80_uc001yrk.2_5'Flank|C14orf80_uc001yrn.2_5'Flank|C14orf80_uc001yro.2_5'Flank|C14orf80_uc001yrm.2_5'FlankNM_001311 NP_001302 P50238 CRIP1_HUMANLIM zinc-binding. 0TTTGCAGCACGAAGGCAAACC0.572

+ 19 3414THBS1_uc010bbi.2_Missense_Mutation_p.A551TNM_003246 NP_003237 P07996 TSP1_HUMANTSP C-terminal. 6CCTGCGGAACGCCCTGTGGCA0.592

+ 17 2709EIF2AK4_uc010bbj.1_Missense_Mutation_p.G588R|EIF2AK4_uc001zkn.1_5'UTRNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMANProtein kinase 2. 4CGATCAGACAGGAGACTTGAT0.353

- 8 1406CDAN1_uc001zqk.2_5'UTR|CDAN1_uc010bcx.1_RNANM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2AAAGGAGACAGCTTGAGTAGA0.458

- 19 4139TP53BP1_uc010udp.1_Missense_Mutation_p.G1331R|TP53BP1_uc001zrq.3_Missense_Mutation_p.G1336R|TP53BP1_uc001zrr.3_Missense_Mutation_p.G1336R|TP53BP1_uc010udq.1_Missense_Mutation_p.G1336RNM_005657 NP_005648 Q12888 TP53B_HUMAN 7GCTCCTTTCCCTGAGCTTCCA0.572

+ 6 1030SLC12A1_uc010uew.1_Missense_Mutation_p.V78I|SLC12A1_uc010bem.2_Missense_Mutation_p.V272I|SLC12A1_uc010uex.1_Missense_Mutation_p.V272I|SLC12A1_uc001zwq.3_Missense_Mutation_p.V43I|SLC12A1_uc001zwr.3_5'UTRNM_000338 NP_000329 Q13621 S12A1_HUMANHelical; (Potential). 2TGCAGTGGCTGTTGCTATGTA0.413 rs137853158

- 33 4383 NM_000138 NP_000129 P35555 FBN1_HUMANEGF-like 22; calcium-binding. 3AATCCACCCGGGACTGCAGCT0.403

+ 7 1301MAP2K1_uc010ujp.1_Missense_Mutation_p.G254WNM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase.|Pro-rich. 0GCTGATGTTTGGGTGCCAGGT0.612

- 18 3188TLE3_uc002ask.2_Missense_Mutation_p.K617R|TLE3_uc002asl.2_Missense_Mutation_p.K690R|TLE3_uc010ukd.1_Missense_Mutation_p.K680R|TLE3_uc010bik.1_Missense_Mutation_p.K271R|TLE3_uc010bil.1_Missense_Mutation_p.K687R|TLE3_uc002asn.2_Missense_Mutation_p.K678R|TLE3_uc002asp.2_Missense_Mutation_p.K682R|TLE3_uc002aso.2_Missense_Mutation_p.K685RNM_005078 NP_005069 Q04726 TLE3_HUMAN WD 5. 2CTTGTCAGGCTTGGTGTGGTG0.632

- 2 871MYO9A_uc010biq.2_Intron|MYO9A_uc002ato.2_Missense_Mutation_p.R133K|MYO9A_uc002atn.1_Missense_Mutation_p.R133KNM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3TTCCATCATCCTGCGACGTTC0.433 rs148320227

+ 5 773TMEM202_uc002aur.2_RNANM_001080462 NP_001073931 A6NGA9 TM202_HUMAN 2GAGATGGAATCTCTAAGTGTG0.458

+ 2 761 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4TGCCTCCTCCGGGAACCCCCT0.567

+ 15 1657PSTPIP1_uc010bkt.1_RNA|PSTPIP1_uc010bku.1_Missense_Mutation_p.G394R|PSTPIP1_uc002bcg.2_Missense_Mutation_p.G400R|PSTPIP1_uc010bkw.1_Missense_Mutation_p.G384R|PSTPIP1_uc002bch.1_Missense_Mutation_p.G164R|PSTPIP1_uc002bci.1_RNANM_003978 NP_003969 O43586 PPIP1_HUMAN SH3. 1GGAGAGGAACGGGCAGCGTGG0.637

+ 7 3273AKAP13_uc002blt.1_Missense_Mutation_p.A1035T|AKAP13_uc002blu.1_Missense_Mutation_p.A1035T|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9AGCCTTGGGGGCAGAGCACAA0.597

+ 5 2017 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1GGAGGACTTCGAGGAGAACGC0.577

+ 4 702LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNA|LRRK1_uc002bwq.1_Missense_Mutation_p.A128VNM_024652 NP_078928 Q38SD2 LRRK1_HUMAN ANK 2. 12GTGGTGGCAGCGTATTTTGGA0.567

+ 21 3386LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12GATGAGCTTCGTTCCCGTTGG0.542

+ 16 2311 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0AAGCAAGACCCAGCGGCTCTC0.677

+ 12 1501MAPK8IP3_uc002cml.2_Missense_Mutation_p.E455K|MAPK8IP3_uc010uvl.1_Missense_Mutation_p.E462KNM_015133 NP_055948 Q9UPT6 JIP3_HUMAN Potential. 3GCTGAGGGGCGAGTTGGAGGC0.532

- 3 506SPSB3_uc002cms.2_Missense_Mutation_p.P30L|SPSB3_uc002cmt.2_Missense_Mutation_p.P30L|SPSB3_uc002cmu.2_Missense_Mutation_p.P158L|SPSB3_uc002cmv.2_Missense_Mutation_p.P30L|SPSB3_uc010uvm.1_3'UTRNM_080861 NP_543137 Q6PJ21 SPSB3_HUMAN B30.2/SPRY. 0GCCGTAGACGGGAGAGGTCAT0.662

- 3 390 NM_005061 NP_005052 Q92901 RL3L_HUMAN 0AATCGGCGCCGGCACTCATCA0.637

- 7 744 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN ANK 6. 2AGCAGCAGCCGCACCACCTCT0.657

- 6 886PRSS22_uc002crz.1_Missense_Mutation_p.V164INM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CTGATGTAGACCCCGGGCCTG0.726

- 6 868PRSS22_uc002crz.1_Missense_Mutation_p.E158KNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CTGTTGCGCTCGGCACAGCCC0.721

+ 6 1148 uc002ctj.1_Intron NM_022468 NP_071913 Q9NPA2 MMP25_HUMAN 0CCCCCGGCCTCGCCCACACAC0.652

- 1 1069ZNF263_uc002cur.2_3'UTR|TIGD7_uc010btj.1_RNANM_033208 NP_149985 Q6NT04 TIGD7_HUMANHTH CENPB-type. 0ACCGGAACACCGGCTGAGCGT0.507



- 15 3227_3228CREBBP_uc002cvw.2_Missense_Mutation_p.P970LNM_004380 NP_004371 Q92793 CBP_HUMAN 127CACCAGGATCGGGCTCAGTGTC0.599 rs144649776

- 13 4336GRIN2A_uc010uym.1_Missense_Mutation_p.G1263E|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GACCTGCTCCCCGGTGGCTGG0.522

- 6 1877GRIN2A_uc010uym.1_Splice_Site_p.N443_splice|GRIN2A_uc010uyn.1_Splice_Site_p.N286_splice|GRIN2A_uc002czr.3_Splice_Site_p.N443_spliceNM_001134407 NP_001127879 Q12879 NMDE1_HUMAN 45GGTTGAATTGCTGTAAAGAAA0.219

+ 3 409ATF7IP2_uc002czv.2_Missense_Mutation_p.T61M|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.T61M|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0ATAACTAGGACGACTGAAATA0.373 rs75885887

- 11 2499KIAA0430_uc002ddq.2_Intron|KIAA0430_uc010uzv.1_Missense_Mutation_p.P765L|KIAA0430_uc010uzw.1_Missense_Mutation_p.P768LNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0GAAAGCAAGCGGGGATGCTCT0.383

+ 3 463TMC7_uc010vao.1_Missense_Mutation_p.M111I|TMC7_uc002dfp.2_Missense_Mutation_p.M111I|TMC7_uc010vap.1_Missense_Mutation_p.M1INM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3AGACACAAATGAAGTATCTCT0.443

+ 3 1212TMC5_uc010vaq.1_Missense_Mutation_p.H155Y|TMC5_uc002dgb.3_Missense_Mutation_p.H155Y|TMC5_uc010var.1_Missense_Mutation_p.H155YNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANExtracellular (Potential). 1ACATCCAGATCATTTTGGCTC0.493 rs148290322

- 3 745 ERI2_uc002dht.3_IntronNM_173475 NP_775746 Q8IWE4 DCNL3_HUMAN DCUN1. 2GCTATTTCCCGATGCAGTGAC0.478

+ 5 368POLR3E_uc002dkj.1_Missense_Mutation_p.R71H|POLR3E_uc002dkm.2_Missense_Mutation_p.R35H|POLR3E_uc010vbr.1_Missense_Mutation_p.R71H|POLR3E_uc002dkl.2_Missense_Mutation_p.R71H|POLR3E_uc010vbs.1_Missense_Mutation_p.R35H|POLR3E_uc010vbt.1_IntronNM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2AACTATTGCCGCAGCAAAGGG0.617 rs145630346

+ 6 807PRKCB_uc002dme.2_Missense_Mutation_p.P204SNM_212535 NP_997700 P05771 KPCB_HUMAN C2. 9GATTCCCGATCCCAAAAGTGA0.423

+ 34 7929SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Missense_Mutation_p.P2310LNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 acaccgcctccAGCCCAAACC0.274

+ 2 1614 NM_014699 NP_055514 O15015 ZN646_HUMAN 2CCACCAGCTCCCCTGCTGCTG0.602

+ 35 7605CHD9_uc002egy.2_Missense_Mutation_p.P2465S|CHD9_uc002ehc.2_Missense_Mutation_p.P2466S|CHD9_uc002ehf.2_Missense_Mutation_p.P1579S|CHD9_uc010cbw.2_Missense_Mutation_p.P547SNM_025134 NP_079410 Q3L8U1 CHD9_HUMANBinds A/T-rich DNA.p.I2481fs*71(1) 7TCAAGGAATTCCTGATACAGA0.388

+ 18 2886RBL2_uc002ehj.2_Missense_Mutation_p.R633Q|RBL2_uc010vgw.1_IntronNM_005611 NP_005602 Q08999 RBL2_HUMANDomain B.|Pocket; binds E1A. 5CCGCAGGCCCGGAGCCAGGTA0.413

- 4 882RFWD3_uc010cgq.2_Missense_Mutation_p.P262SNM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3ACCTGTTTGGGGAGGGTCTTG0.279

- 35 5723PKD1L2_uc002fgf.1_5'UTR|PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANCytoplasmic (Potential). 3CAAGGCATAGGGGTCTGTGGA0.572

+ 3 462PLCG2_uc010chg.1_Missense_Mutation_p.F104INM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8TGGCACTCAGTTCGTCCTCAG0.498

- 12 2603ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.T635INM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2AGGGTCTGGGGTCCCGCTGCT0.657

- 13 1281CAMKK1_uc002fwu.2_Missense_Mutation_p.T396M|CAMKK1_uc002fwv.2_Missense_Mutation_p.T434MNM_172206 NP_757343 Q8N5S9 KKCC1_HUMANProtein kinase. 1CCCAATTCTCGTCTCGGGATT0.567

- 10 1401MYBBP1A_uc002fxz.3_Missense_Mutation_p.R447WNM_014520 NP_055335 Q9BQG0 MBB1A_HUMANInteraction with MYB (By similarity). 2TTCCTCAGCCGGAACACAGCT0.493

- 9 874CAMTA2_uc010cku.1_Missense_Mutation_p.P279S|CAMTA2_uc002gag.1_Missense_Mutation_p.P255S|CAMTA2_uc002gai.1_Missense_Mutation_p.P258S|CAMTA2_uc010ckv.1_5'UTR|CAMTA2_uc010vsu.1_Missense_Mutation_p.P69SNM_015099 NP_055914 O94983 CMTA2_HUMAN 1AAAGCTCGGGGCTCCACTTTG0.592

+ 2 992 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2TTCTTTGAACGGATCATGAAG0.542

+ 6 592 NM_014716 NP_055531 Q15027 ACAP1_HUMANBAR.|Required for formation of endosomal tubules when overexpressed with PIP5K1C.p.R129Q(1) 3GATTTCTGGCGGGGGGCTGAG0.637

+ 30 4186SUPT6H_uc010crt.2_Missense_Mutation_p.H1366YNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN SH2. 3GGGCGAGAACCACCTGACAGT0.517

+ 1 1431LRRC37B_uc010wbx.1_Missense_Mutation_p.H392Y|LRRC37B_uc010csu.2_Missense_Mutation_p.H474YNM_052888 NP_443120 Q96QE4 LR37B_HUMANExtracellular (Potential). 2TAGAGCTCCTCATCCAGACCA0.522

+ 6 1999LRRC37B_uc010wbx.1_Missense_Mutation_p.R581H|LRRC37B_uc010csu.2_Missense_Mutation_p.R612HNM_052888 NP_443120 Q96QE4 LR37B_HUMANLRR 5.|Extracellular (Potential). 2ATTCTCAATCGCAATCCTCTG0.323

- 7 1895SRCIN1_uc002hqf.1_Missense_Mutation_p.P429L|SRCIN1_uc002hqe.2_Missense_Mutation_p.P411L|SRCIN1_uc002hqg.2_5'Flank|SRCIN1_uc002hqh.1_Missense_Mutation_p.P617LNM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN 0TGGCACTGGCGGCCCGAACCC0.706

- 6 1050 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0CAGTAGTTACTCTCGGTCTCT0.522

- 4 459STAT5B_uc002hzi.3_Missense_Mutation_p.T97MNM_012448 NP_036580 P51692 STA5B_HUMAN 6GCGGTCATACGTGTTCTGAAA0.537

- 10 3464BRCA1_uc010whp.1_Intron|BRCA1_uc010whl.1_Intron|BRCA1_uc010whm.1_Intron|BRCA1_uc002icp.3_Missense_Mutation_p.P1007S|BRCA1_uc002icu.2_Intron|BRCA1_uc010cyx.2_Missense_Mutation_p.P1031S|BRCA1_uc002ict.2_Missense_Mutation_p.P1078S|BRCA1_uc010whn.1_Intron|BRCA1_uc010who.1_Intron|BRCA1_uc010whq.1_Intron|BRCA1_uc002idc.1_Intron|BRCA1_uc010whr.1_Intron|BRCA1_uc002idd.2_Missense_Mutation_p.P1078S|BRCA1_uc002ide.1_Missense_Mutation_p.P909S|BRCA1_uc010cyy.1_Missense_Mutation_p.P1078S|BRCA1_uc010whs.1_Missense_Mutation_p.P1078S|BRCA1_uc010cyz.2_Missense_Mutation_p.P1031S|BRCA1_uc010cza.2_Missense_Mutation_p.P1052S|BRCA1_uc010wht.1_Missense_Mutation_p.P782SNM_007294 NP_009225 P38398 BRCA1_HUMAN 52TTCAATTTTGGCCCTCTGTTT0.373

+ 3 603RUNDC3A_uc002igi.2_Missense_Mutation_p.S110N|RUNDC3A_uc002igj.2_Missense_Mutation_p.S105N|RUNDC3A_uc002igk.2_Missense_Mutation_p.S106NNM_001144825 NP_001138297 Q59EK9 RUN3A_HUMANInteraction with RAP2A (By similarity).|RUN. 0AACTGTGTGAGCAGCATCGAG0.612

+ 17 2226FMNL1_uc002iiq.2_Missense_Mutation_p.D254N|FMNL1_uc010dag.2_RNANM_005892 NP_005883 O95466 FMNL_HUMAN FH2. 1AGACATGAGTGATTTTGAGGA0.597

+ 4 732WNT9B_uc002ikx.1_Missense_Mutation_p.R232HNM_003396 NP_003387 O14905 WNT9B_HUMAN 2TCCCCGTTCCGTGAGACGGGC0.637

+ 11 1780 ITGB3_uc010wkr.1_RNANM_000212 NP_000203 P05106 ITB3_HUMANExtracellular (Potential).|III.|Cysteine-rich tandem repeats.6TGCAACTGTACCACGCGTACT0.607

+ 6 1557 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN 0AGCTGGTTCCGCCCTATGCGG0.677

- 6 637OSBPL7_uc002ilw.1_5'FlankNM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0CATGTCCAGGCGGTGGGCTAG0.627 rs148584339

+ 6 1241CACNA1G_uc002iri.1_Missense_Mutation_p.G290E|CACNA1G_uc002irj.1_Missense_Mutation_p.G290E|CACNA1G_uc002irl.1_Missense_Mutation_p.G290E|CACNA1G_uc002irm.1_Missense_Mutation_p.G290E|CACNA1G_uc002irn.1_Missense_Mutation_p.G290E|CACNA1G_uc002iro.1_Missense_Mutation_p.G290E|CACNA1G_uc002irp.1_Missense_Mutation_p.G290E|CACNA1G_uc002irq.1_Missense_Mutation_p.G290E|CACNA1G_uc002irr.1_Missense_Mutation_p.G290E|CACNA1G_uc002irs.1_Missense_Mutation_p.G290E|CACNA1G_uc002irt.1_Missense_Mutation_p.G290E|CACNA1G_uc002irv.1_Missense_Mutation_p.G290E|CACNA1G_uc002irw.1_Missense_Mutation_p.G290E|CACNA1G_uc002iru.1_Missense_Mutation_p.G290E|CACNA1G_uc002irx.1_Missense_Mutation_p.G203E|CACNA1G_uc002iry.1_Missense_Mutation_p.G203E|CACNA1G_uc002irz.1_Missense_Mutation_p.G203E|CACNA1G_uc002isa.1_Missense_Mutation_p.G203E|CACNA1G_uc002isb.1_Missense_Mutation_p.G203E|CACNA1G_uc002isc.1_Missense_Mutation_p.G203E|CACNA1G_uc002isd.1_Missense_Mutation_p.G203E|CACNA1G_uc002ise.1_Missense_Mutation_p.G203E|CACNA1G_uc002isf.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANExtracellular (Potential).|Poly-Gly.|I. 1ACGCTGCGCGGGGACGGGGGC0.617

- 13 1728SPAG9_uc002itb.2_Missense_Mutation_p.E493K|SPAG9_uc002itd.2_Missense_Mutation_p.E493K|SPAG9_uc002itf.2_Missense_Mutation_p.E328K|SPAG9_uc002ita.2_Missense_Mutation_p.E350K|SPAG9_uc002ite.2_Missense_Mutation_p.E337KNM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5CGGGCCATTTCTACTCTAGTA0.413

+ 1 259MSX2P1_uc002ivn.2_5'FlankNM_012374 NP_036506 Q15615 OR4D1_HUMANExtracellular (Potential). 1GGACTTCCTCCATGAGACCAA0.512

- 18 3198TEX14_uc002iwr.1_Missense_Mutation_p.S1021N|TEX14_uc002iws.1_Missense_Mutation_p.S1021N|TEX14_uc010dda.1_Missense_Mutation_p.S801NNM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17ACTGGTGAAGCTTCCAAGCCT0.378

- 3 191TBC1D3P2_uc010woz.1_RNA 0AGCCCAGCTCGGTGTCCCTGT0.602

- 15 1969 NM_001433 NP_001424 O75460 ERN1_HUMANCytoplasmic (Potential).|Protein kinase. 9GTGCTCATCCGATTCTCGCAA0.587

- 2 439TEX2_uc002jed.2_Missense_Mutation_p.A89V|TEX2_uc002jee.2_Missense_Mutation_p.A89VNM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1AGGCGAGGCAGCAGGGCCGGC0.582

- 4 732_733FBF1_uc002jqa.1_RNA|MRPL38_uc002jpz.1_RNANM_032478 NP_115867 Q96DV4 RM38_HUMAN 1AGGGGGACTCGGGGCACAAAGG0.609

- 4 1702QRICH2_uc010wsz.1_Missense_Mutation_p.G434C|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5TGAAATCTGCCAGGTTGGACC0.507

+ 2 142SYNGR2_uc002jut.2_Missense_Mutation_p.V39M|SYNGR2_uc002juv.1_Missense_Mutation_p.V39M|SYNGR2_uc010dhi.1_IntronNM_004710 NP_004701 O43760 SNG2_HUMANMARVEL.|Helical; (Potential). 0CGCCTTGATCGTGTTCTCCTG0.612

+ 7 1024PGS1_uc010wtt.1_RNA|PGS1_uc010dho.2_RNA|PGS1_uc002jvn.2_Missense_Mutation_p.A51T|PGS1_uc002jvo.2_RNA|PGS1_uc002jvp.1_Missense_Mutation_p.A51TNM_024419 NP_077733 Q32NB8 PGPS1_HUMAN 0GGAAGATGCAGCAGCTGCTGG0.532



+ 26 7690 NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN BAH. 1GTGCCAGGTCGTGGCGCGCGA0.672

+ 6 935KIAA0802_uc002knq.2_Missense_Mutation_p.G265S|KIAA0802_uc010dkw.1_Missense_Mutation_p.G103SNM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0CTCACCCTTCGGTGACTCCCT0.642

+ 1 653 NM_005913 NP_005904 P33032 MC5R_HUMANCytoplasmic (Potential). 6CACGTCAAGCGGATCGCGGCT0.617 rs146841229

+ 7 818HAUS1_uc002lbv.2_Splice_Site_p.P170_spliceNM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1CTTAATGCCGGTAATAATTTT0.328

+ 2 810C18orf25_uc002lbx.2_Missense_Mutation_p.R144QNM_145055 NP_659492 Q96B23 CR025_HUMAN 2AGGCGGTCCCGATCTGAAAGT0.532 rs62096535

+ 5 723ME2_uc010dpd.2_Missense_Mutation_p.K156TNM_002396 NP_002387 P23368 MAOM_HUMAN 0AATCATGTTAAGGTACTAATA0.353

- 2 840MBD2_uc002lfh.1_Missense_Mutation_p.S204NNM_003927 NP_003918 Q9UBB5 MBD2_HUMAN MBD. 0GTCAAAACTGCTGAGATCAAC0.393

+ 25 3444KIAA1468_uc010xel.1_Missense_Mutation_p.A1077T|KIAA1468_uc002lim.2_Missense_Mutation_p.A755TNM_020854 NP_065905 Q9P260 K1468_HUMAN 6TGGCCCTAACGCAGAACCCAG0.413

- 8 1221NETO1_uc002lkx.1_Missense_Mutation_p.G312R|NETO1_uc002lky.1_Missense_Mutation_p.G313RNM_138966 NP_620416 Q8TDF5 NETO1_HUMANLDL-receptor class A.|Extracellular (Potential). 4TTCTGGAGTCCATTGCAGACC0.388

- 7 878DAPK3_uc002lzb.1_5'UTR|DAPK3_uc002lzd.1_Missense_Mutation_p.R262QNM_001348 NP_001339 O43293 DAPK3_HUMANProtein kinase. 7GGTCATTCTCCGCCTGGAAGA0.617

+ 3 295FSD1_uc010xie.1_Missense_Mutation_p.E35K|FSD1_uc010xif.1_Missense_Mutation_p.R31Q|FSD1_uc002lzz.2_Missense_Mutation_p.E48KNM_024333 NP_077309 Q9BTV5 FSD1_HUMAN Potential. 1GGAGGACCTCGAAGCAGAGTT0.577

- 3 605PLIN4_uc010dub.1_5'FlankNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|4. 0AGTCCCTTTGGCCAAGTTCAC0.602

+ 9 1036PNPLA6_uc002mgq.1_Missense_Mutation_p.R233W|PNPLA6_uc010xjp.1_Missense_Mutation_p.R233W|PNPLA6_uc002mgr.1_Missense_Mutation_p.R233W|PNPLA6_uc002mgs.2_Missense_Mutation_p.R272WNM_006702 NP_006693 Q8IY17 PLPL6_HUMANcNMP 1.|Cytoplasmic (Potential). 3GCATCCCCAGCGGACCGTGTC0.687

- 18 2430 NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN 4TCCCGGGAGGCGTCACTCCTA0.677

+ 8 1155CLEC4M_uc010xjw.1_Missense_Mutation_p.A302V|CLEC4M_uc010dvt.2_Missense_Mutation_p.A323V|CLEC4M_uc010dvs.2_Missense_Mutation_p.A345V|CLEC4M_uc010xjx.1_Missense_Mutation_p.A318V|CLEC4M_uc002mhz.2_3'UTR|CLEC4M_uc002mic.2_3'UTR|CLEC4M_uc002mia.2_Missense_Mutation_p.A233VNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMANExtracellular (Probable).|C-type lectin. 1GAAGACTGTGCGGAATTTAGT0.512

- 4 416ADAMTS10_uc002mkk.1_5'UTRNM_030957 NP_112219 Q9H324 ATS10_HUMAN 4CCGTTGTGGTCCACGCGGGTG0.662

- 3 25754 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CCAAAAGGTTGTTGTTGAGGT0.502

+ 3 527CARM1_uc010dxn.2_RNANM_199141 NP_954592 Q86X55 CARM1_HUMAN 0ACCCTGGAGCGGTCTGTGTTC0.642

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

- 4 985 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 5. 1CTGTAAAAAGGAAAGGCTTTA0.373

- 2 268ZNF709_uc002mtw.3_Missense_Mutation_p.T4I|ZNF709_uc002mtx.3_Missense_Mutation_p.T36INM_152601 NP_689814 Q8N972 ZN709_HUMAN KRAB. 0GTTAACAAAGGTTTCTTGCAT0.438

- 5 841 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 3. 0ATATGGTTTCGAAAGGAAAAG0.423

+ 4 1316SYDE1_uc002nai.1_Missense_Mutation_p.L362V|SYDE1_uc002naj.1_Missense_Mutation_p.L86VNM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN Rho-GAP. 2GCGCCGAGGGCTGCGGGTGAG0.682

+ 6 918 NM_024074 NP_076979 Q9H6F2 TM38A_HUMANCytoplasmic (Potential). 3GCTCAGCATTCGGCCATGCCC0.642 rs147713228

+ 10 2692NWD1_uc002net.3_Missense_Mutation_p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S551FQ149M9 NWD1_HUMAN 7AGCTGGATTTCCTGCCGGGGC0.597

+ 5 772ARRDC2_uc002nhu.2_Missense_Mutation_p.G205DNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1ATCGACAACGGCTCCACACGT0.652

+ 5 1319ZNF431_uc010ecq.2_Missense_Mutation_p.K300T|ZNF431_uc010ecr.2_Missense_Mutation_p.K392TNM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 8. 2ACTAAACATAAAAGAATTCAT0.348

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.418

- 7 2699 NM_001080409 NP_001073878 2AAGGGTCGAGAAATTGTTAAA0.353 rs55891931

- 1 667LGI4_uc002nxy.1_Intron|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_Missense_Mutation_p.G25RNM_139284 NP_644813 Q8N135 LGI4_HUMAN 1GGACACTTTCCCTTTGGGGGT0.682

+ 3 203ARHGAP33_uc002obs.1_Nonsense_Mutation_p.R40*|ARHGAP33_uc002obt.1_5'UTR|ARHGAP33_uc010eek.1_Nonsense_Mutation_p.R58*NM_052948 NP_443180 O14559 RHG33_HUMAN 4CTCAGCTCCTCGAGGCCCCTT0.607

+ 2 1314 NM_024509 NP_078785 Q9BTN0 LRFN3_HUMANLRRCT.|Extracellular (Potential). 0GGCGGTGGGCGAGGAGGAGTT0.736

- 3 581 NM_001864 NP_001855 P24310 CX7A1_HUMANMitochondrial matrix (By similarity). 0CAGGTACAACGGGATGTCATT0.657

- 6 2557ZNF569_uc002ogh.2_Missense_Mutation_p.C508R|ZNF569_uc002ogj.2_Missense_Mutation_p.C691RNM_152484 NP_689697 Q5MCW4 ZN569_HUMANC2H2-type 18. 3GCCTTGCCACACTCAATACAG0.413

+ 6 512ZNF793_uc010xts.1_Missense_Mutation_p.R24W|ZNF793_uc010efo.2_Missense_Mutation_p.R24WNM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN KRAB. 0GGAGTGGCACCGGCTGAGTCC0.473

- 4 1888uc002ogm.2_Intron|uc002ogn.2_Intron|ZNF540_uc002ogo.2_Intron|ZNF540_uc002ogp.2_Intron|ZNF540_uc002ogq.2_Intron|ZNF571_uc002ogr.1_Intron|uc002ogs.1_5'Flank|ZNF571_uc010efp.2_Missense_Mutation_p.R596TNM_016536 NP_057620 Q7Z3V5 ZN571_HUMANC2H2-type 17. 0TGAAGGACATCTAAAGTCTTT0.373

+ 48 7908RYR1_uc002oiu.2_Missense_Mutation_p.R2593H|RYR1_uc002oiv.1_5'UTRNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12TCTCGGGGTCGTTCGCTCACC0.557

- 18 2640ATP1A3_uc010xwf.1_Missense_Mutation_p.P840L|ATP1A3_uc010xwg.1_Missense_Mutation_p.P799L|ATP1A3_uc010xwh.1_Missense_Mutation_p.P842L|ATP1A3_uc002osh.2_Missense_Mutation_p.P829LNM_152296 NP_689509 P13637 AT1A3_HUMANCytoplasmic (Potential). 2GTCCGTCCGCGGGTTCCTGGG0.627

- 12 1653ATP1A3_uc010xwf.1_Missense_Mutation_p.A511V|ATP1A3_uc010xwg.1_Missense_Mutation_p.A470V|ATP1A3_uc010xwh.1_Missense_Mutation_p.A513V|ATP1A3_uc002osh.2_Missense_Mutation_p.A500VNM_152296 NP_689509 P13637 AT1A3_HUMANCytoplasmic (Potential). 2GCGCTCGGGGGCACCCTTCAT0.617

- 9 1166ATP1A3_uc010xwf.1_Missense_Mutation_p.A349T|ATP1A3_uc010xwg.1_Missense_Mutation_p.A308T|ATP1A3_uc010xwh.1_Missense_Mutation_p.A351T|ATP1A3_uc002osh.2_Missense_Mutation_p.A338TNM_152296 NP_689509 P13637 AT1A3_HUMANCytoplasmic (Potential). 2ATGCGCTTGGCGGTCAGCGTC0.488

- 15 1795XRCC1_uc010xwp.1_Missense_Mutation_p.R528WNM_006297 NP_006288 P18887 XRCC1_HUMAN BRCT 2. 7AGTTTCCGCCGCTCGTCCCCA0.582

+ 2 1333 NM_019612 NP_062558 Q6NXR0 IIGP5_HUMAN 3GGCTGAGGACGCCCAGCGTGT0.647

- 4 1112ZNF45_uc002oxw.1_Missense_Mutation_p.G338D|ZNF45_uc002oxv.1_Missense_Mutation_p.G338DNM_003425 NP_003416 Q02386 ZNF45_HUMAN C2H2-type 7. 1AAAGCTCTTGCCACATGCATT0.463

- 5 345 NM_138568 NP_612635 Q2M3D2 EX3L2_HUMAN 1CGCTCCACACGCTGCTGGAAG0.632

- 6 2154SLC8A2_uc010xyq.1_Missense_Mutation_p.L382F|SLC8A2_uc010xyr.1_Missense_Mutation_p.L89F|SLC8A2_uc010ele.2_Missense_Mutation_p.L626FNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCTTGATTGAGTAGCAGAGCT0.587

+ 4 765EHD2_uc010xyu.1_Missense_Mutation_p.P36L|EHD2_uc010xyv.1_5'FlankNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2TACGACTTCCCGGCCGTGCTG0.607

+ 3 250TRPM4_uc010emu.2_Missense_Mutation_p.V60M|TRPM4_uc010yak.1_Translation_Start_Site|TRPM4_uc002pmx.2_Intron|TRPM4_uc010emv.2_Missense_Mutation_p.V60M|TRPM4_uc010yal.1_IntronNM_017636 NP_060106 Q8TD43 TRPM4_HUMANCytoplasmic (Potential). 2CGTGGTGACCGTGTGGGACAG0.701



- 2 304 NM_021733 NP_068379 Q9UJT2 TSKS_HUMAN 2TGTGGAGTCTGTCCCCGTGGA0.637

+ 7 801MED25_uc010ybe.1_Intron|MED25_uc002ppx.1_Missense_Mutation_p.A31TNM_030973 NP_112235 Q71SY5 MED25_HUMAN Pro-rich. 1CCTGCCTCCCGCCGCACCCTC0.662

+ 4 752ZNF766_uc002pys.1_3'UTR|ZNF766_uc002pyt.1_Missense_Mutation_p.R252CNM_001010851 NP_001010851 Q5HY98 ZN766_HUMANC2H2-type 2; degenerate. 0TTGGAGAATTCGTACAGGAGA0.438

- 3 1274NLRP12_uc010eqw.2_5'Flank|NLRP12_uc002qci.3_Missense_Mutation_p.R352C|NLRP12_uc002qcj.3_Missense_Mutation_p.R352C|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.R352CNM_144687 NP_653288 P59046 NAL12_HUMAN NACHT. 7TCCAGCAGACGGTGGAGCTTC0.547

+ 5 763LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.S194LNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 2.|Extracellular (Potential). 3CGCAGGTGGTCGTACAGGTGC0.572 rs151320443

+ 3 301FCAR_uc002qhq.2_Missense_Mutation_p.S35L|FCAR_uc002qhs.1_RNA|FCAR_uc002qht.1_Missense_Mutation_p.S8L|FCAR_uc010esi.1_Missense_Mutation_p.S8L|FCAR_uc002qhu.1_Missense_Mutation_p.S35L|FCAR_uc002qhv.1_Missense_Mutation_p.S35L|FCAR_uc002qhw.1_Missense_Mutation_p.S23L|FCAR_uc002qhx.1_Missense_Mutation_p.S23L|FCAR_uc002qhy.1_Missense_Mutation_p.S23L|FCAR_uc002qhz.1_Missense_Mutation_p.S23L|FCAR_uc002qia.1_IntronNM_002000 NP_001991 P24071 FCAR_HUMANExtracellular (Potential). 2TCTGCCAAATCGAGTCCTGTG0.498

+ 6 613NLRP2_uc010yfp.1_Missense_Mutation_p.P153L|NLRP2_uc010esn.2_Missense_Mutation_p.P152L|NLRP2_uc010eso.2_Missense_Mutation_p.P173L|NLRP2_uc010esp.2_Missense_Mutation_p.P154LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2AAGAGCTGGCCTGGAGATAGC0.512

+ 17 2241_2242BRSK1_uc002qkf.2_Missense_Mutation_p.S671F|BRSK1_uc002qkh.2_Missense_Mutation_p.S350FNM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6GGCGGCCCCTCCGTCTTCCAAA0.639

- 2 1005 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN C2H2-type 5. 0CCGTGGACGCGGCGGTGCTGG0.741

+ 10 3184NLRP8_uc010etg.2_Missense_Mutation_p.G1019ENM_176811 NP_789781 Q86W28 NALP8_HUMAN 13GACTTCACGGGAAAAAGTGAC0.512

+ 3 2002ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMAN 0GGAGAACGGCGTTATGAATGC0.433 rs148572975

+ 3 1762ZNF211_uc010yhb.1_Missense_Mutation_p.R532C|ZNF211_uc002qpp.2_Missense_Mutation_p.R541C|ZNF211_uc002qpr.2_Missense_Mutation_p.R592C|ZNF211_uc002qps.2_Missense_Mutation_p.R593C|ZNF211_uc002qpt.2_Missense_Mutation_p.R540C|ZNF211_uc010yhc.1_Missense_Mutation_p.R540C|ZNF211_uc010yhd.1_Missense_Mutation_p.R467C|ZNF211_uc010yhe.1_Missense_Mutation_p.R519CNM_198855 NP_942152 Q13398 ZN211_HUMANC2H2-type 11. 2CATTCAACACCGCAGAGTTCA0.453 rs12979532

+ 3 1610ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.G463RNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1ACATGAGTGTGGAGAATGTGG0.448

+ 9 1384ZNF274_uc002qrr.1_Missense_Mutation_p.R277G|ZNF274_uc002qrs.1_Missense_Mutation_p.R204G|ZNF274_uc010eum.1_Missense_Mutation_p.R68GNM_133502 NP_598009 Q96GC6 ZN274_HUMAN KRAB 2. 1CCCGACACAGAGGACCGAGTA0.607

+ 2 344ZNF446_uc002qta.2_Missense_Mutation_p.G76A|ZNF446_uc010eur.2_Missense_Mutation_p.G76ANM_017908 NP_060378 Q9NWS9 ZN446_HUMAN SCAN box. 1CAGTTCCTGGGCACACTGCCT0.672

- 2 141CGREF1_uc010ylf.1_Intron|CGREF1_uc002rip.1_Translation_Start_Site|CGREF1_uc002riq.2_Translation_Start_Site|CGREF1_uc010eyr.1_Missense_Mutation_p.R122M|CGREF1_uc002rir.1_Translation_Start_Site|CGREF1_uc002ris.2_Translation_Start_SiteNM_006569 NP_006560 Q99674 CGRE1_HUMAN 1AGGTAACATCCTTCCTGGAAC0.547

+ 7 940TRIM54_uc002rjn.2_Missense_Mutation_p.V356INM_187841 NP_912730 Q9BYV2 TRI54_HUMAN COS. 1GCAATTCACCGTAAGGGTGGA0.652 rs142922734

+ 12 1105GCKR_uc010ezd.2_Missense_Mutation_p.V347I|GCKR_uc010ylu.1_Missense_Mutation_p.V157INM_001486 NP_001477 Q14397 GCKR_HUMAN SIS 2. 2CATGGATGGAGTAGAGTGCAT0.552

- 4 373MEMO1_uc010ymv.1_RNA|DPY30_uc002rob.1_Missense_Mutation_p.P52SNM_032574 NP_115963 Q9C005 DPY30_HUMAN 0GCACGAGTTGGCAAAGACTGG0.398

+ 2 515 NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8TGTGGAGGGCGGTGCTGTCAT0.562

+ 18 1926 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANCytoplasmic (Potential).|Pro-rich. 4 ctgccctcccccgccccccag 0.109

+ 7 2382ZNF638_uc010fec.2_Missense_Mutation_p.C794Y|ZNF638_uc010yqw.1_Missense_Mutation_p.C267Y|ZNF638_uc002shw.2_Missense_Mutation_p.C688Y|ZNF638_uc002shy.2_Missense_Mutation_p.C688Y|ZNF638_uc002shz.2_Missense_Mutation_p.C688Y|ZNF638_uc002sia.2_Missense_Mutation_p.C688Y|ZNF638_uc002sib.1_Missense_Mutation_p.C688Y|ZNF638_uc010fed.2_RNANM_014497 NP_055312 Q14966 ZN638_HUMAN RRM 1. 4GAGGATGGTTGTACTGAAGAA0.338

- 9 1025 NM_003584 NP_003575 O75319 DUS11_HUMAN 1GGGACCAGGAGGAGGGAGATG0.423

+ 4 1926CNNM4_uc010yuy.1_Missense_Mutation_p.D97NNM_020184 NP_064569 Q6P4Q7 CNNM4_HUMAN 3TAAGCCGGCCGACTACTTCAT0.592

- 6 1623ST6GAL2_uc002tdr.2_Missense_Mutation_p.D502NNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11CGATGCAAATCCCCCTGCGTG0.592

+ 17 3241PSD4_uc002tjd.2_Missense_Mutation_p.S640C|PSD4_uc002tje.2_Missense_Mutation_p.S990C|PSD4_uc002tjf.2_Missense_Mutation_p.S641C|PSD4_uc002tjg.2_Missense_Mutation_p.S186C|PSD4_uc010yxs.1_Missense_Mutation_p.S250C|PSD4_uc002tjh.2_Missense_Mutation_p.S207CNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2GTCCCACTCGAGCCCGTCCCT0.632

+ 16 1687PCDP1_uc010yyq.1_Missense_Mutation_p.R329CNM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0GAGTGCTGTTCGTGAAATGGA0.403

+ 3 731CNTNAP5_uc010flu.2_Missense_Mutation_p.E123KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANF5/8 type C.|Extracellular (Potential). 10GTACAAACAAGAAGACAGCAT0.453

- 17 2777 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5ACACGCAGCTCGTTGTAGAAG0.572

+ 10 2302THSD7B_uc010zbj.1_Intron|THSD7B_uc002tvb.2_Missense_Mutation_p.R658WNM_001080427 NP_001073896 7TCCTGTATATCGGCAAGTAGT0.373

+ 12 4410MBD5_uc010zbs.1_Intron|MBD5_uc010fns.2_Missense_Mutation_p.S1141N|MBD5_uc002two.2_Missense_Mutation_p.S399N|MBD5_uc002twp.2_Missense_Mutation_p.S191NNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5AGTGCTGTCAGTGCGGTCATT0.512

- 6 1184MMADHC_uc002txc.2_Missense_Mutation_p.P227T|MMADHC_uc010fnu.2_Missense_Mutation_p.P261TNM_015702 NP_056517 Q9H3L0 MMAD_HUMAN 2CCAGATGATGGGTCAATAAAG0.328

- 54 7621 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 66. 20GCTACTCACATCACTCCTATT0.299

- 3 511LRP2_uc010zdf.1_Missense_Mutation_p.R100CNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 2.|Extracellular (Potential). 29CAATCTTGACGTTCATCTGAG0.478 rs138682237

+ 11 1079DYNC1I2_uc002uhc.2_Missense_Mutation_p.A279V|DYNC1I2_uc002uhb.1_Missense_Mutation_p.A279V|DYNC1I2_uc010zds.1_Missense_Mutation_p.A297V|DYNC1I2_uc002uhd.1_Missense_Mutation_p.A299V|DYNC1I2_uc002uhe.1_Missense_Mutation_p.A305V|DYNC1I2_uc002uhf.1_Missense_Mutation_p.A279V|DYNC1I2_uc010zdt.1_Missense_Mutation_p.A297V|DYNC1I2_uc002uhg.1_Missense_Mutation_p.A220V|DYNC1I2_uc010zdu.1_Missense_Mutation_p.A28VNM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1AATGAAGATGCCCCTCATGAG0.398

+ 11 1081DYNC1I2_uc002uhc.2_Missense_Mutation_p.P280S|DYNC1I2_uc002uhb.1_Missense_Mutation_p.P280S|DYNC1I2_uc010zds.1_Missense_Mutation_p.P298S|DYNC1I2_uc002uhd.1_Missense_Mutation_p.P300S|DYNC1I2_uc002uhe.1_Missense_Mutation_p.P306S|DYNC1I2_uc002uhf.1_Missense_Mutation_p.P280S|DYNC1I2_uc010zdt.1_Missense_Mutation_p.P298S|DYNC1I2_uc002uhg.1_Missense_Mutation_p.P221S|DYNC1I2_uc010zdu.1_Missense_Mutation_p.P29SNM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1TGAAGATGCCCCTCATGAGCC0.403

- 10 1256CIR1_uc002uin.2_Missense_Mutation_p.R262Q|CIR1_uc002uio.2_Missense_Mutation_p.R215Q|CIR1_uc002uip.2_Missense_Mutation_p.R277QNM_004882 NP_004873 Q86X95 CIR1_HUMANArg/Ser-rich (RS domain). 1CCGGCTTCTCCGGCTCCTTTC0.522

+ 4 905DFNB59_uc002umj.3_Splice_Site_p.R183_spliceNM_001042702 NP_001036167 Q0ZLH3 PJVK_HUMAN 0AGCAATGCGGGTAAACCACAC0.438

- 301 90916uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P23926L|TTN_uc010zfi.1_Missense_Mutation_p.P23859L|TTN_uc010zfj.1_Missense_Mutation_p.P23734LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGCCCTTCTGGACTGTTGGG0.507

- 42 10108TTN_uc010zfh.1_Missense_Mutation_p.T3249M|TTN_uc010zfi.1_Missense_Mutation_p.T3249M|TTN_uc010zfj.1_Missense_Mutation_p.T3249M|TTN_uc002umz.1_5'Flank|TTN_uc002unb.2_Missense_Mutation_p.T3295MNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TAGCAAAAGCGTGTATTCTTG0.468

- 6 1060TTN_uc010zfg.1_Missense_Mutation_p.R279W|TTN_uc010zfh.1_Missense_Mutation_p.R279W|TTN_uc010zfi.1_Missense_Mutation_p.R279W|TTN_uc010zfj.1_Missense_Mutation_p.R279W|TTN_uc002unb.2_Missense_Mutation_p.R279WQ8WZ42 TITIN_HUMAN 153GACTGCTGCCGAGCCAGCTGT0.587 rs138060032

- 62 11626DNAH7_uc002uti.3_Missense_Mutation_p.P325LNM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12TTTAAGGCTTGGGTAGGATTT0.398

- 35 5758 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12AAACGTATTTCGAGTTCGATC0.358 rs13034775

+ 14 1368AOX1_uc010zhf.1_5'UTR|AOX1_uc010fsu.2_5'UTRNM_001159 NP_001150 Q06278 ADO_HUMAN 6CTTTCAGTGGGAATTTGTGTC0.483

+ 31 5155NBEAL1_uc002uzs.3_Nonsense_Mutation_p.Q318*NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2GATTGAAAATCAGGATGAAGC0.393

- 3 459 NM_006891 NP_008822 P07320 CRGD_HUMANBeta/gamma crystallin 'Greek key' 3. 0AAGCGGAAGCGGTCCTGAAGA0.567

- 8 1272IKZF2_uc010fuu.2_Missense_Mutation_p.I223N|IKZF2_uc002vej.2_Missense_Mutation_p.I315N|IKZF2_uc002vek.2_RNA|IKZF2_uc010fuv.2_Missense_Mutation_p.I294N|IKZF2_uc002vel.2_Missense_Mutation_p.I289N|IKZF2_uc010fuw.2_Missense_Mutation_p.I142N|IKZF2_uc010fux.2_Missense_Mutation_p.I142N|IKZF2_uc010fuy.2_Missense_Mutation_p.I296N|IKZF2_uc002ven.2_Missense_Mutation_p.I342N|IKZF2_uc002vei.2_Missense_Mutation_p.I146NNM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0TTCCCTGCTAATGGGTCTTTC0.502



- 44 4901 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11CACACCCCTCCTGCCATCCAG0.512

+ 1 1058 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1AGCCTGGTGGGAAGCGTCAGC0.662

- 9 4402COL6A3_uc002vwo.2_Missense_Mutation_p.A1167T|COL6A3_uc010znj.1_Missense_Mutation_p.A766T|COL6A3_uc002vwq.2_Missense_Mutation_p.A1167T|COL6A3_uc002vwr.2_Missense_Mutation_p.A966TNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 7.|Nonhelical region. 18TCCTGGTCTGCGTTCCTGGCG0.607 rs112181324

- 6 816SNRPB_uc002wga.1_Missense_Mutation_p.P218L|SNRPB_uc010zpv.1_Missense_Mutation_p.P139L|SNRPB_uc002wgb.2_Missense_Mutation_p.P218LNM_198216 NP_937859 P14678 RSMB_HUMANRepeat-rich region.| 1CCGCATTCCCGGAGGGGGCAT0.607

+ 8 899TMC2_uc002wgg.1_Missense_Mutation_p.R279Q|TMC2_uc010zpw.1_Missense_Mutation_p.R127Q|TMC2_uc010zpx.1_Missense_Mutation_p.R126QNM_080751 NP_542789 Q8TDI7 TMC2_HUMANExtracellular (Potential). 3ACAGTGCCTCGGGCTGAGGAA0.428

+ 4 1212BTBD3_uc002wny.2_Missense_Mutation_p.V224F|BTBD3_uc002woa.2_Missense_Mutation_p.V224F|BTBD3_uc010zrf.1_Missense_Mutation_p.V134F|BTBD3_uc010zrg.1_Missense_Mutation_p.V134F|BTBD3_uc010zrh.1_Missense_Mutation_p.V134FNM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3AGAAATTGTGGTTTTTGAGGC0.443

+ 11 1051MACROD2_uc002wot.2_Missense_Mutation_p.P263S|MACROD2_uc002woz.2_Missense_Mutation_p.P28S|MACROD2_uc002wpb.2_Missense_Mutation_p.P28SNM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0TGAGAACGGTCCAGAGGAGAA0.413

+ 5 2248ZNF133_uc010zrv.1_Missense_Mutation_p.S651L|ZNF133_uc010zrw.1_Missense_Mutation_p.S585L|ZNF133_uc010gcr.2_Missense_Mutation_p.S648L|ZNF133_uc010zrx.1_Missense_Mutation_p.S553L|ZNF133_uc002wql.3_Missense_Mutation_p.S647L|ZNF133_uc010gcs.2_Missense_Mutation_p.S647L|ZNF133_uc010zry.1_Missense_Mutation_p.S553L|ZNF133_uc002wqm.2_Missense_Mutation_p.S648LNM_003434 NP_003425 P52736 ZN133_HUMAN 2GGGCAACCTTCGGATTCCTTA0.502 rs148089989

- 1 157 NM_001322 NP_001313 P09228 CYTT_HUMAN 0ACAAAGTGAAGGGCACGCTGT0.592

+ 5 688ZNF341_uc002wzx.2_Missense_Mutation_p.A223V|ZNF341_uc010geq.2_Missense_Mutation_p.A133V|ZNF341_uc010ger.2_RNANM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2GTGTACAGTGCTGCTGCGCCC0.562

+ 14 1577ITCH_uc002xak.2_Missense_Mutation_p.R421Q|ITCH_uc010zuj.1_Missense_Mutation_p.R311QNM_031483 NP_113671 Q96J02 ITCH_HUMANWW 3.|Required for interaction with FYN. 6CACAACACACGAATTACACAA0.398

+ 2 216CTNNBL1_uc010zvv.1_Missense_Mutation_p.R15LNM_030877 NP_110517 Q8WYA6 CTBL1_HUMAN 2GGCCGCTATCGGGAAGAAGAA0.517

+ 19 2393PLCG1_uc002xjo.1_Missense_Mutation_p.E758K|PLCG1_uc010zwe.1_Missense_Mutation_p.E384K|PLCG1_uc010ggf.2_Missense_Mutation_p.E108KNM_182811 NP_877963 P19174 PLCG1_HUMAN 8TCCCATCAACGAGGAGGCACT0.557

- 2 300PTPRT_uc010ggj.2_Missense_Mutation_p.S39NNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|MAM. 20ACCACAGTTGCTGTAGTGCTC0.507

+ 3 596GDAP1L1_uc002xlp.1_Missense_Mutation_p.A177T|GDAP1L1_uc010zwl.1_Missense_Mutation_p.A196T|GDAP1L1_uc010zwm.1_Intron|GDAP1L1_uc010zwn.1_IntronNM_024034 NP_076939 Q96MZ0 GD1L1_HUMANGST C-terminal. 1CCCCAAGTACGCCACGGCCGA0.597

- 2 337 NM_001080472 NP_001073941 Q8N6M3 FITM2_HUMANCytoplasmic (Potential). 2ATGGTAGTTGGTGAGGGCAAT0.567

+ 2 559SEMG1_uc002xnj.2_Missense_Mutation_p.V168I|SEMG2_uc010ggz.2_Intron|SEMG1_uc002xnh.2_Missense_Mutation_p.V168INM_003007 NP_002998 P04279 SEMG1_HUMAN 2AAGGCTGTGGGTTCATGGACT0.438

+ 25 3427ARFGEF2_uc010zyf.1_Missense_Mutation_p.R385HNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4GACTTTGTCCGCTGGCTGTGT0.502 rs151045115

+ 5 1032CSTF1_uc002xxm.1_Missense_Mutation_p.V278I|CSTF1_uc002xxn.1_Missense_Mutation_p.V278I|CSTF1_uc002xxo.1_Missense_Mutation_p.V221INM_001033521 NP_001028693 Q05048 CSTF1_HUMAN WD 4. 1CAATATGTACGTAACTGGAAG0.398 rs140246355

- 7 761 NM_002772 NP_002763 P98073 ENTK_HUMANExtracellular (Potential).|CUB 1. 8GAAGGTTTTGGATAATGAGTA0.368

+ 3 359BACH1_uc002ynk.2_Missense_Mutation_p.K82Q|BACH1_uc002ynl.2_RNANM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2GGTGACAGTTAAAGGATTTGA0.318

- 1 610 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN1.|6 X 10 AA repeats of Y-[ILR]-[SVPC]- [NRTS]-[SNTG]-X-[QHRP]-[PSY]-[QSL]-[SRK].0GCAGCTGTTGGAAATATAACA0.418

- 21 4197DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 4.|Extracellular (Potential). 11CTCAGGTTGGGAATTCTGTAG0.488

- 13 1918C2CD2_uc002yzs.2_Missense_Mutation_p.P28L|C2CD2_uc002yzt.2_Missense_Mutation_p.P175L|C2CD2_uc002yzu.2_Missense_Mutation_p.P391L|C2CD2_uc002yzv.2_Missense_Mutation_p.P404LNM_015500 NP_056315 Q9Y426 CU025_HUMAN 1TTCCTCTGGCGGGGCAGAGGC0.687

+ 21 2720C21orf33_uc002zec.3_5'Flank|C21orf33_uc002zed.3_5'FlankNM_005049 NP_005040 Q15269 PWP2_HUMAN 1CTAGCAGTTTCCAAGCAGCGG0.577

- 4 639ICOSLG_uc011afc.1_Missense_Mutation_p.V79M|ICOSLG_uc002zef.2_Missense_Mutation_p.V52M|ICOSLG_uc010gpp.1_Missense_Mutation_p.V169MNM_015259 NP_056074 O75144 ICOSL_HUMANExtracellular (Potential).|Ig-like C2-type. 0ATCCAGTACACGTTGGGCCTG0.577

+ 15 2305TRPM2_uc002zeu.1_Missense_Mutation_p.E698K|TRPM2_uc002zew.1_Missense_Mutation_p.E698K|TRPM2_uc010gpt.1_Missense_Mutation_p.E698K|TRPM2_uc002zex.1_Missense_Mutation_p.E484K|TRPM2_uc002zey.1_Missense_Mutation_p.E211KNM_003307 NP_003298 O94759 TRPM2_HUMANCytoplasmic (Potential). 3CCGGAAGGACGAAGAGAGAGC0.627 rs150593294

+ 5 601PRMT2_uc002zjw.2_Missense_Mutation_p.T96M|PRMT2_uc002zjy.2_Missense_Mutation_p.T96M|PRMT2_uc010gqm.2_Missense_Mutation_p.T96M|PRMT2_uc011aga.1_Missense_Mutation_p.T96M|PRMT2_uc011agb.1_Missense_Mutation_p.T96M|PRMT2_uc011agc.1_Missense_Mutation_p.T96M|PRMT2_uc002zjz.1_Translation_Start_SiteNM_206962 NP_996845 P55345 ANM2_HUMANInteraction with RB1 (By similarity). 1CCCGAGGACACGTGGCAGGAT0.557

- 1 1033 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1AAGACGGGCCGTTGCTGGTGC0.502 rs147789853

- 6 1189GAB4_uc010gqs.1_3'UTRNM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2GGGTTCATGGGCACACAGCTG0.562

- 2 702GNB1L_uc002zqd.1_Intron|GNB1L_uc002zqe.1_Intron|GNB1L_uc002zqf.1_Intron|C22orf29_uc002zqh.2_Missense_Mutation_p.P35S|C22orf29_uc002zqi.2_Missense_Mutation_p.P35S|C22orf29_uc010grt.1_IntronNM_024627 NP_078903 Q7L3V2 CV029_HUMAN 0GCCACCCCAGGAGACGCCTTG0.637

+ 2 501DGCR8_uc010grz.2_Missense_Mutation_p.V51I|MIR1306_hsa-mir-1306|MI0006443_RNA|DGCR8_uc002zrj.2_5'FlankNM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for nuclear localization and retention.|Necessary for interaction with NCL.0GGTAATGGACGTTGGCTCTGG0.597

+ 2 1147RTDR1_uc002zwt.2_IntronNM_002073 NP_002064 P19086 GNAZ_HUMANGTP (By similarity). 2GGACGTGGGGGGGCAGAGGTC0.572

+ 8 1025SLC2A11_uc002zyl.1_Missense_Mutation_p.K316R|SLC2A11_uc002zym.3_Missense_Mutation_p.K316R|SLC2A11_uc002zyo.3_RNA|SLC2A11_uc011ajc.1_Missense_Mutation_p.K316R|SLC2A11_uc002zyp.3_Missense_Mutation_p.K312RNM_001024938 NP_001020109 Q9BYW1 GTR11_HUMANExtracellular (Potential). 1CCGGAAGCGAAGATCCAGTAC0.642

+ 9 2747CYTSA_uc002zzv.3_Missense_Mutation_p.V814I|CYTSA_uc011ajq.1_Missense_Mutation_p.V814INM_015330 NP_056145 Q69YQ0 CYTSA_HUMAN 0CATGAATGCCGTTGAGAGAGA0.438 rs139167350

- 13 2507TFIP11_uc003acq.2_Missense_Mutation_p.M70I|TFIP11_uc003acs.2_Missense_Mutation_p.M711I|TFIP11_uc003act.2_Missense_Mutation_p.M711I|uc003acu.1_RNANM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0CCGCCCGGTTCATGATATCAA0.463

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

+ 14 2143SMTN_uc003ajk.1_Missense_Mutation_p.R642H|SMTN_uc003ajm.1_Missense_Mutation_p.R642H|SMTN_uc011ale.1_Missense_Mutation_p.R727H|SMTN_uc011alf.1_Missense_Mutation_p.R698H|SMTN_uc003ajn.1_Missense_Mutation_p.R665H|SMTN_uc011alg.1_Missense_Mutation_p.R98H|SMTN_uc003ajo.1_Intron|SMTN_uc011alh.1_RNA|SMTN_uc010gwe.1_IntronNM_006932 NP_008863 P53814 SMTN_HUMAN 3GGGGAGGGGCGCGGCAACACA0.687 rs141334834

- 4 1082 NM_015715 NP_056530 Q9NZ20 PA2G3_HUMAN 0GGGGCGCTTGGACCCTTTCTG0.672

- 8 817BPIL2_uc010gwo.2_Missense_Mutation_p.R87C|BPIL2_uc011amb.1_Translation_Start_SiteNM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2GAGTTGCTGCGTTCTGGGAGC0.488 rs149674580

+ 4 1254 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1GTGCTGCCCCCCGTGGAGCCC0.657

+ 2 269ZC3H7B_uc003azv.1_Splice_Site_p.Q18_splice|ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN 1AGTTCATTCAGTAAGCCTGCA0.592

- 33 5283PLXNB2_uc003bkt.1_Missense_Mutation_p.T518M|PLXNB2_uc003bku.1_Missense_Mutation_p.T711MNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CTTATGCTCCGTGCGCGTGCA0.622

+ 22 4337SHANK3_uc003bnf.1_Missense_Mutation_p.R893K|SHANK3_uc010hbg.1_Missense_Mutation_p.R628KNM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1GTGACCTTCAGGGACCCGCTG0.682

+ 14 1774CNTN4_uc003bpb.1_Missense_Mutation_p.P190L|CNTN4_uc003bpd.1_Missense_Mutation_p.P518L|CNTN4_uc003bpe.2_Missense_Mutation_p.P190L|CNTN4_uc003bpf.2_Missense_Mutation_p.P190LNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANIg-like C2-type 6. 7ATTGTTTTACCGTGCCAGGTA0.423

- 2 386 NM_198560 NP_940962 Q7Z7J7 LHPL4_HUMANHelical; (Potential). 3TTGATGATGGCGAAGCAGATG0.627

+ 4 698BTD_uc011avv.1_Missense_Mutation_p.V201M|BTD_uc011avw.1_Missense_Mutation_p.V201M|BTD_uc011avx.1_Missense_Mutation_p.V179MNM_000060 NP_000051 P43251 BTD_HUMAN CN hydrolase. 0CACAAATGTCGTGTTCAGCAA0.458



- 11 3581SATB1_uc003cbi.2_Nonsense_Mutation_p.Q648*|SATB1_uc003cbj.2_Nonsense_Mutation_p.Q616*NM_002971 NP_002962 Q01826 SATB1_HUMAN 4TGTGGCTGCTGCTGTGGCTGT0.483

+ 13 2073 NM_178862 NP_849193 Q8TCJ2 STT3B_HUMAN 0AGACATTCGGGTAAGAAACTA0.383

+ 2 2024 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMANC2H2-type 10. 1AAGACCTTCCGTCACAATTCA0.403 rs143925165

+ 11 1475CNOT10_uc011axi.1_Missense_Mutation_p.S179F|CNOT10_uc003cfd.1_Missense_Mutation_p.S406F|CNOT10_uc003cfe.1_Missense_Mutation_p.S407F|CNOT10_uc010hfv.1_RNA|CNOT10_uc011axj.1_Missense_Mutation_p.S467F|CNOT10_uc010hfw.1_Missense_Mutation_p.S102FNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2TTGTAGACTTCTGAACAAGAA0.313

+ 3 847LZTFL1_uc003coy.1_Intron|LZTFL1_uc011bak.1_Intron|CCR9_uc010hiv.1_Missense_Mutation_p.M218I|CCR9_uc003cpa.1_Missense_Mutation_p.M218INM_031200 NP_112477 P51686 CCR9_HUMANHelical; Name=5; (Potential). 3TCGTGGTCATGGCTTGCTGCT0.493

+ 12 2292ATRIP_uc011bbj.1_Missense_Mutation_p.G627R|ATRIP_uc003ctg.1_Missense_Mutation_p.G727R|TREX1_uc010hjy.2_5'UTR|TREX1_uc003ctj.2_5'UTR|TREX1_uc003ctk.2_5'Flank|TREX1_uc010hjz.2_5'Flank|TREX1_uc010hka.2_5'FlankNM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN 1GGTGATGCCGGGGGTCAGCAT0.607

- 8 846PFKFB4_uc003ctw.2_Missense_Mutation_p.R86W|PFKFB4_uc010hkc.2_Missense_Mutation_p.R277W|PFKFB4_uc003ctx.2_Missense_Mutation_p.R234W|PFKFB4_uc010hkb.2_Missense_Mutation_p.R277W|PFKFB4_uc011bbm.1_Missense_Mutation_p.R266W|PFKFB4_uc011bbn.1_RNANM_004567 NP_004558 Q16877 F264_HUMANFructose-2,6-bisphosphatase. 1TCCCTGCCCCGAGGGGACAGT0.652

- 16 2295USP19_uc003cwa.2_Missense_Mutation_p.E520K|USP19_uc003cvz.3_Missense_Mutation_p.E815K|USP19_uc011bcg.1_Missense_Mutation_p.E803K|USP19_uc003cwb.2_Intron|USP19_uc003cwc.1_Missense_Mutation_p.E470K|USP19_uc011bch.1_Missense_Mutation_p.E813KNM_006677 NP_006668 O94966 UBP19_HUMANCytoplasmic (Potential). 7TCCAATACTTCGCTCGCAGTG0.542

- 8 1082AMT_uc011bcn.1_Intron|AMT_uc003cwx.2_Missense_Mutation_p.R318Q|AMT_uc011bco.1_Missense_Mutation_p.R274Q|AMT_uc003cwy.2_Missense_Mutation_p.R270Q|AMT_uc011bcp.1_Missense_Mutation_p.R221Q|AMT_uc011bcq.1_Missense_Mutation_p.R262QNM_000481 NP_000472 P48728 GCST_HUMAN 1CACACGCCTCCGCTGCACCCT0.597

+ 6 10538 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GCTGTGGAGCGACTTCAAAAA0.642

- 14 1940 NM_003335 NP_003326 P41226 UBA7_HUMAN 2ATCCTCAGAAGCTGCAGCTGA0.617

+ 53 5661 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0AGGTCTGGACGGCAGCAACTC0.617

+ 3 378IQCF1_uc003dbq.3_Intron|IQCF2_uc003dbu.1_RNANM_203424 NP_982248 Q8IXL9 IQCF2_HUMAN IQ 2. 0CCGTATGTGGCGTGTCCGCTG0.597 rs140755124

- 12 1585PCBP4_uc003dcb.1_Missense_Mutation_p.R363W|PCBP4_uc003dcc.1_Missense_Mutation_p.R418W|PCBP4_uc003dce.1_3'UTR|PCBP4_uc003dcf.1_Missense_Mutation_p.R397W|PCBP4_uc003dcg.1_Missense_Mutation_p.R363W|PCBP4_uc003dch.1_Missense_Mutation_p.R397W|PCBP4_uc003dci.1_Missense_Mutation_p.R237W|PCBP4_uc003dcj.1_Missense_Mutation_p.R397W|PCBP4_uc003dck.1_Missense_Mutation_p.R354W|PCBP4_uc003dcl.1_3'UTRNM_033010 NP_127503 P57723 PCBP4_HUMAN 0AATTTCTGCCGCTCAGCCTTC0.652

- 16 2140PBRM1_uc003dex.2_RNA|PBRM1_uc003deq.2_Nonsense_Mutation_p.R710*|PBRM1_uc003der.2_Nonsense_Mutation_p.R678*|PBRM1_uc003det.2_Nonsense_Mutation_p.R725*|PBRM1_uc003deu.2_Nonsense_Mutation_p.R725*|PBRM1_uc003dev.2_RNA|PBRM1_uc003dew.2_Nonsense_Mutation_p.R710*|PBRM1_uc010hmk.1_Nonsense_Mutation_p.R710*|PBRM1_uc003dey.2_Nonsense_Mutation_p.R710*|PBRM1_uc003dez.1_Nonsense_Mutation_p.R710*|PBRM1_uc003dfb.1_Nonsense_Mutation_p.R623*|PBRM1_uc003dfa.1_Nonsense_Mutation_p.R56*|PBRM1_uc003dfc.2_Nonsense_Mutation_p.R77*NM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 5. p.R710fs*13(1) 140ATGTGACTTCGAATTTTTTCC0.438

+ 3 358PRKCD_uc003dgm.2_Missense_Mutation_p.A2V|PRKCD_uc003dgn.2_Missense_Mutation_p.A2VNM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9CCCACCATGGCGCCGTTCCTG0.687

- 12 1553C3orf67_uc003dks.1_Missense_Mutation_p.K197E|uc003dku.1_Intron|C3orf67_uc003dkv.1_Missense_Mutation_p.K197E|C3orf67_uc003dkw.2_Missense_Mutation_p.K277ENM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0TTATCCTCTTTTAGATCCAAA0.438 rs144152554

+ 5 1365ROBO2_uc003dpz.2_Missense_Mutation_p.A241V|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.A241VNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANIg-like C2-type 3.|Extracellular (Potential). 11GAGGAAGAAGCTGTAGAATTT0.403

- 3 1133 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0CCATAGGATGGATCCAGGGCA0.473

- 6 492RPL24_uc003dvi.1_3'UTRNM_000986 NP_000977 P83731 RL24_HUMAN 0AACTCGGGGAGCTGAAACTTT0.358 rs1804331

- 6 991 NM_018010 NP_060480 Q9NWB7 IFT57_HUMAN 3TTTCAGTTGCGGTAGTACACG0.383

+ 18 4100PHLDB2_uc003dyc.2_Missense_Mutation_p.S1214L|PHLDB2_uc003dyd.2_Missense_Mutation_p.S1187L|PHLDB2_uc003dyg.2_Missense_Mutation_p.S1230L|PHLDB2_uc003dyh.2_Missense_Mutation_p.S1187L|PHLDB2_uc003dyi.2_Missense_Mutation_p.S721L|PHLDB2_uc003dyj.2_Missense_Mutation_p.S285LNM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN PH. 6GTAGCCCCATCGCCAGAAGCC0.423

- 4 1126ZBTB20_uc003ebj.2_Missense_Mutation_p.R243W|ZBTB20_uc010hqp.2_Missense_Mutation_p.R243W|ZBTB20_uc003ebk.2_Missense_Mutation_p.R243W|ZBTB20_uc003ebl.2_Missense_Mutation_p.R243W|ZBTB20_uc003ebm.2_Missense_Mutation_p.R243W|ZBTB20_uc003ebn.2_Missense_Mutation_p.R243W|uc003ebo.1_5'FlankNM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5CGCACAGGCCGGGGCTGCTTG0.617

+ 7 2821CASR_uc003eew.3_Missense_Mutation_p.V827INM_000388 NP_000379 P41180 CASR_HUMANHelical; Name=6; (Potential). 7CTTCTTCATCGTCTGGATCTC0.527

+ 60 8988KALRN_uc003ehk.2_Missense_Mutation_p.R1257HNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6GACACCTCCCGCCTAGCATGC0.552

+ 2 344ROPN1B_uc010hsb.2_Missense_Mutation_p.D39G|ROPN1B_uc011bkg.1_Missense_Mutation_p.D39GNM_001012337 NP_001012337 Q9BZX4 ROP1B_HUMAN RIIa. 0TGGGGGGCCGAGTACGTGCTC0.632

+ 28 5054PLXNA1_uc003ejh.2_Missense_Mutation_p.R352WNM_032242 NP_115618 Q9UIW2 PLXA1_HUMANCytoplasmic (Potential). 3CACGGCACACCGGGGCTCAGC0.632

+ 14 2857TF_uc011blt.1_Missense_Mutation_p.W250R|TF_uc003epw.1_Intron|TF_uc003epv.1_Missense_Mutation_p.W377RNM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 2. 2GTGTGATGAGTGGAGTGTTAA0.507

- 13 2043SLCO2A1_uc003eqb.3_Missense_Mutation_p.R514KNM_005630 NP_005621 Q92959 SO2A1_HUMANExtracellular (Potential). 1GGCCCCTCGCCTCCCCAAGCA0.607

+ 1 964TSC22D2_uc003exw.2_RNA|TSC22D2_uc003exx.2_Missense_Mutation_p.S205NNM_014779 NP_055594 O75157 T22D2_HUMAN 1ATTAGACACAGCAGTACTTTT0.617

- 4 1891 NM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 2. 13TGTAATATTCTTAATGTGCCA0.413

- 17 2090DHX36_uc010hvq.2_Missense_Mutation_p.S656F|DHX36_uc003ezz.3_Missense_Mutation_p.S670FNM_020865 NP_065916 Q9H2U1 DHX36_HUMAN 1GTGTCTTATGGAGAGTAACAC0.338

- 6 1091PLCH1_uc011boj.1_Missense_Mutation_p.V272L|PLCH1_uc011bol.1_Missense_Mutation_p.V254LNM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4ATGCCAAGAACATTTTTCACC0.289

- 14 2231WDR49_uc003feu.1_Missense_Mutation_p.E467A|WDR49_uc011bpd.1_Missense_Mutation_p.E607A|WDR49_uc003few.1_IntronNM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3TTCCTCTGGTTCTTTCCTAAA0.433

- 4 1064CLDN11_uc011bpt.1_Intron|uc003fha.1_IntronNM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5CCTGACCAGCCGTGGGGCAAG0.502

- 7 998CCDC39_uc003fkn.2_RNANM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4TGATATGCCGTTCTACATTTT0.358

+ 4 749_750MAP3K13_uc011brt.1_Intron|MAP3K13_uc003fph.3_5'UTR|MAP3K13_uc011bru.1_Nonsense_Mutation_p.17_18WE>*K|MAP3K13_uc003fpi.2_Nonsense_Mutation_p.161_162WE>*K|MAP3K13_uc010hyg.2_IntronNM_004721 NP_004712 O43283 M3K13_HUMAN 3TAGATACTTGGGAAGTGCCATT0.525

- 23 2671ATP13A4_uc010hzi.2_Splice_SiteNM_032279 NP_115655 Q4VNC1 AT134_HUMAN 2TTTCAGAGCCTGAAAGCAAAG0.468

+ 20 4085FAM193A_uc010ick.2_Missense_Mutation_p.R1404Q|FAM193A_uc003gfd.2_Missense_Mutation_p.R1204Q|FAM193A_uc011bvm.1_Missense_Mutation_p.R1226Q|FAM193A_uc011bvn.1_3'UTR|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_RNANM_003704 NP_003695 P78312 F193A_HUMAN 3AGACAGACCCGACAAAGACTG0.507

- 10 5032BOD1L_uc010idr.1_Missense_Mutation_p.E976KNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6ACATTGGCTTCGATTTTAACT0.468

- 2 281 NM_005130 NP_005121 Q14512 FGFP1_HUMAN 0CCTTTGTTCCCGGGCCTGCTT0.493

+ 10 1436PI4K2B_uc011bxs.1_Missense_Mutation_p.G339RNM_018323 NP_060793 Q8TCG2 P4K2B_HUMAN PI3K/PI4K. 4ATTGAGAGACGGGAAGAGTCC0.408

+ 8 978ZCCHC4_uc003grn.3_Nonsense_Mutation_p.W80*NM_024936 NP_079212 Q9H5U6 ZCHC4_HUMAN 2CCATTTTCTGGATTTTCCCCT0.338

+ 5 1249KLHL5_uc003gtp.2_Missense_Mutation_p.R346C|KLHL5_uc003gtq.2_Missense_Mutation_p.R205C|KLHL5_uc003gtr.1_Missense_Mutation_p.R392C|KLHL5_uc003gtt.2_Missense_Mutation_p.R331CNM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN 1TACTTGGGTCCGTCATGATTT0.388

- 31 3141ATP8A1_uc003gwq.2_Missense_Mutation_p.G196E|ATP8A1_uc003gws.2_Missense_Mutation_p.G955ENM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMANExtracellular (Potential). 3TTTCCCATTTCCAAATGCAGT0.398

+ 4 745 NM_001080476 NP_001073945 A8MXD5 GRCR1_HUMAN 1TGGCTTTCTTCCATGCTCCGT0.478

- 8 1149USP46_uc003gzm.3_Missense_Mutation_p.G315S|USP46_uc011bzr.1_Missense_Mutation_p.G299S|USP46_uc011bzs.1_Missense_Mutation_p.G206SNM_022832 NP_073743 P62068 UBP46_HUMAN 1AGCCAGAAGCCGTGACTTTTC0.363



- 3 735PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.P64L|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4CTCTGGGGAGGGAGCCGTGGC0.607

+ 1 54SRP72_uc010ihe.2_Missense_Mutation_p.G5DNM_006947 NP_008878 O76094 SRP72_HUMAN 1GCGAGCGGCGGCAGCGGGGGG0.632

- 14 2661EPHA5_uc003hcx.2_Missense_Mutation_p.R755Q|EPHA5_uc003hcz.2_Missense_Mutation_p.R801Q|EPHA5_uc011cah.1_Missense_Mutation_p.R824Q|EPHA5_uc011cai.1_Missense_Mutation_p.R802Q|EPHA5_uc003hda.2_Missense_Mutation_p.R824QNM_004439 NP_004430 P54756 EPHA5_HUMANCytoplasmic (Potential).|Protein kinase. 24TTCCAGTACCCGGGAAAGTCC0.428

- 1 348UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2TTTTATAACTGATTGCCAGGT0.348

- 2 833UGT2B4_uc011cap.1_Nonsense_Mutation_p.W126*|UGT2B4_uc003hel.3_Nonsense_Mutation_p.W262*NM_021139 NP_066962 P06133 UD2B4_HUMAN 2ATTGAAAATCCCAGTAGTTTC0.423

- 4 463GC_uc003hgd.2_Intron|GC_uc010iie.2_Missense_Mutation_p.V104I|GC_uc010iif.2_Missense_Mutation_p.V123INM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 1. 3CCTGGGTGAACGGGGAATGGA0.493

- 27 5236ANKRD17_uc003hgo.2_Missense_Mutation_p.V1594I|ANKRD17_uc003hgq.2_Missense_Mutation_p.V1456I|ANKRD17_uc003hgr.2_Missense_Mutation_p.V1706INM_032217 NP_115593 O75179 ANR17_HUMAN 10GGACTTGCTACTGTTAACTTC0.383

+ 2 331 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANExtracellular (Potential). 1GTCTGTTTCTCTTCCGACAAA0.473

- 10 1190RASGEF1B_uc003hmj.1_Missense_Mutation_p.R348Q|RASGEF1B_uc010ijq.1_Missense_Mutation_p.R307QNM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0AAGAGCTGTTCGATAATTATA0.343

+ 13 1911MTTP_uc011cej.1_Missense_Mutation_p.P579LNM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4AATAACAATCCATCCTACATG0.413

- 2 369UCP1_uc011chk.1_Missense_Mutation_p.T98MNM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 1. 1CTCCTGGACCGTGTCGTAGAG0.577 rs143645398

+ 7 691IL15_uc003iit.2_Missense_Mutation_p.H108Y|IL15_uc010iol.2_RNA|IL15_uc003iiu.2_RNANM_000585 NP_000576 P40933 IL15_HUMAN 0TGCAAGTATTCATGATACAGT0.363

+ 6 1619TRIM2_uc003inh.2_Missense_Mutation_p.I500SNM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN NHL 1. 1GACGATTTGATCTTTCGAGTG0.537

- 8 1437 NAF1_uc010iqw.1_IntronNM_138386 NP_612395 Q96HR8 NAF1_HUMAN 2ATGGGATTATTTTGTCTCTGA0.383

- 7 1003DDX60L_uc003irr.1_Missense_Mutation_p.R261H|DDX60L_uc003irs.1_Translation_Start_SiteNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1ACAGAGAACACGCTGGATGTC0.398

+ 5 1359ADAM29_uc003iud.2_Missense_Mutation_p.N230T|ADAM29_uc010irr.2_Missense_Mutation_p.N230T|ADAM29_uc011cki.1_Missense_Mutation_p.N230TNM_014269 NP_055084 Q9UKF5 ADA29_HUMANPeptidase M12B.|Extracellular (Potential). 16GTTATTGTTAATATAGTGGAT0.333

- 7 1129TRIML2_uc003izj.1_Missense_Mutation_p.G193R|TRIML2_uc003izk.1_Missense_Mutation_p.G173R|TRIML2_uc011cle.1_Missense_Mutation_p.G440RNM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN B30.2/SPRY. 2CTTGTGTCTCCATTTGGGATA0.458

+ 3 349TRIO_uc003jfg.2_RNA|TRIO_uc011cna.1_Missense_Mutation_p.P66SNM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18AGCCTGTATTCCCAGGTAAGT0.453

+ 2 451CDH6_uc003jhd.1_Missense_Mutation_p.G42ENM_004932 NP_004923 P55285 CADH6_HUMAN p.G42A(1) 7GAGCTCTCTGGAAACAGCAAA0.493

+ 20 5301PDZD2_uc003jhm.2_Missense_Mutation_p.P1638LNM_178140 NP_835260 O15018 PDZD2_HUMAN 9TACAGCACTCCGAGAGAGTCG0.582

+ 10 1366 NM_032637 NP_116026 Q13309 SKP2_HUMAN 4 ATCTGTATTTTTGTATGTGAT0.328

+ 32 6361NIPBL_uc003jkk.3_Splice_Site_p.N1954_spliceNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9GCTTCAAAACGTGAGTGTTCT0.318

- 3 580EMB_uc003jol.2_Missense_Mutation_p.E42K|EMB_uc011cpy.1_Missense_Mutation_p.E61K|EMB_uc010ivr.2_IntronNM_198449 NP_940851 Q6PCB8 EMB_HUMANExtracellular (Potential).|Ig-like V-type 1. 0TAATTATTCTCAAGTTGTTCA0.368

+ 17 3393BDP1_uc003kbn.1_Missense_Mutation_p.V1044I|BDP1_uc003kbo.2_Missense_Mutation_p.V1044INM_018429 NP_060899 A6H8Y1 BDP1_HUMAN5.|9 X 55 AA repeats of G-R-R-X-I-S-P-X-E-N- G-X-E-E-V-K-P-X-X-E-M-E-T-D-L-K-X-T-G-R- E-X-X-X-R-E-K-T-X-E-X-X-D-A-X-E-E-I-D-X- D-L-E-E-T.2TGAAAGAGAAGTATCCCCACA0.458

- 2 134FAM169A_uc010izm.2_Missense_Mutation_p.D31Y|FAM169A_uc003kdl.2_5'UTRNM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0TTTTCAGGGTCCCCACACCTT0.383

- 10 1414POC5_uc010izu.2_Missense_Mutation_p.P289L|POC5_uc003keg.3_Missense_Mutation_p.P381LNM_001099271 NP_001092741 Q8NA72 POC5_HUMAN 1GGGCATCGGAGGAGCTGAAGG0.507

+ 3 750VCAN_uc003kij.3_Missense_Mutation_p.V132I|VCAN_uc010jau.2_Missense_Mutation_p.V132I|VCAN_uc003kik.3_Missense_Mutation_p.V132I|VCAN_uc003kih.3_Missense_Mutation_p.V132INM_004385 NP_004376 P13611 CSPG2_HUMANIg-like V-type. 16CCGCTGTGACGTCATGTACGG0.522

- 3 321C5orf36_uc003kkp.2_Missense_Mutation_p.P22SNM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0AAGTCTCCAGGAAATGAGTTT0.308

+ 20 2667ANKRD32_uc003kks.2_Missense_Mutation_p.R227CNM_032290 NP_115666 Q9BQI6 ANR32_HUMAN ANK 2. 2AATTTTGCAACGTTGTCCAGA0.458

+ 4 381FAM81B_uc010jbe.1_5'UTRNM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2ACCCAGAGAGGTCAGCTAGAA0.502

- 15 1551EPB41L4A_uc003kpp.1_Missense_Mutation_p.S53FNM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1ATCACTGGGAGAATTGTAGAG0.512

- 19 2915SEMA6A_uc003krx.3_Missense_Mutation_p.G753S|SEMA6A_uc011cwe.1_Missense_Mutation_p.G115S|SEMA6A_uc003krv.3_Missense_Mutation_p.G163S|SEMA6A_uc003krw.3_Missense_Mutation_p.G213S|SEMA6A_uc010jcj.2_Missense_Mutation_p.G280SNM_020796 NP_065847 Q9H2E6 SEM6A_HUMANCytoplasmic (Potential). 2GCCGTGTTGCCGGGAGTGGCG0.612

- 52 7010 NM_001999 NP_001990 P35556 FBN2_HUMANEGF-like 36; calcium-binding. 15AAAGATCCGTCGGTGTTGATA0.413

+ 8 1832SLC27A6_uc003kuz.2_Missense_Mutation_p.R479HNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0TTTTGGGACCGTACTGGAGAC0.373

+ 6 1014BRD8_uc003lcc.1_Intron|WNT8A_uc011cyj.1_Intron|WNT8A_uc011cyk.1_Missense_Mutation_p.A355TNM_058244 NP_490645 Q9H1J5 WNT8A_HUMAN 4GTATTACTGCGCACGCTCCCC0.512

+ 12 1926KIF20A_uc011cyo.1_Missense_Mutation_p.R459HNM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0GGCCGAGGCCGTTCCTGCATG0.488

+ 1 1445PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.A482V|PCDHA13_uc003lid.2_Missense_Mutation_p.A482VNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 5.|Extracellular (Potential). 6GCTCAGGACGCGGACGCACAG0.667

+ 1 2159 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANCadherin 6.|Extracellular (Potential). 6CACGTGCTCCTGGTGGACGGC0.706

+ 1 713PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc011dba.1_Missense_Mutation_p.V182MNM_003735 NP_003726 O60330 PCDGC_HUMANExtracellular (Potential).|Cadherin 2. 4CTCCCTCATCGTGCAAAATGG0.582

+ 6 1408RELL2_uc003llh.2_Missense_Mutation_p.S187F|RELL2_uc003llg.2_Missense_Mutation_p.S121F|RELL2_uc010jgf.2_Missense_Mutation_p.S121F|FCHSD1_uc010jgg.2_3'UTR|FCHSD1_uc003llj.2_RNA|FCHSD1_uc003llk.2_3'UTRNM_001130029 NP_001123501 Q8NC24 RELL2_HUMAN 0CGTGATGGCTCCCCCACAGAC0.642

- 12 3187SH3TC2_uc003lpp.1_RNA|SH3TC2_uc010jgw.2_Missense_Mutation_p.R656Q|SH3TC2_uc003lps.2_RNA|SH3TC2_uc003lpt.2_Missense_Mutation_p.R559Q|SH3TC2_uc010jgx.2_Missense_Mutation_p.R1005Q|SH3TC2_uc003lpv.1_Missense_Mutation_p.G595R|SH3TC2_uc011dbz.1_Missense_Mutation_p.G933RNM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 4. 2ATTTAGGTTCCGATAAAGCTG0.557 rs140666774

+ 4 766GRPEL2_uc011dca.1_3'UTRNM_152407 NP_689620 Q8TAA5 GRPE2_HUMAN 1TAGGCTTGCCCGAGTGGAAGT0.512

+ 5 842PPARGC1B_uc003lrb.1_Missense_Mutation_p.S267F|PPARGC1B_uc003lrd.2_Missense_Mutation_p.S228F|PPARGC1B_uc003lrf.2_Missense_Mutation_p.S246F|PPARGC1B_uc003lre.1_Missense_Mutation_p.S246FNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CCCCGGGACTCCCTAGCTCTG0.672

- 21 2615 NM_000440 NP_000431 P16499 PDE6A_HUMAN 2TGACTTGGCCGACTGCTGTTT0.408

- 20 2956CSF1R_uc011dcd.1_Missense_Mutation_p.A482V|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.R921WNM_005211 NP_005202 P07333 CSF1R_HUMANCytoplasmic (Potential). 54CCACTCACCCGCTCTCTCCTG0.632

+ 5 805GALNT10_uc003lvg.1_Missense_Mutation_p.A225T|GALNT10_uc010jic.2_RNA|GALNT10_uc010jid.2_IntronNM_198321 NP_938080 Q86SR1 GLT10_HUMANCatalytic subdomain A.|Lumenal (Potential). 2AATGCTGGGGGCCTCAGTGGC0.542

- 4 649 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANExtracellular (Potential). 0TTTATATCAGGGAGGCTCCCC0.333



+ 7 989GABRA1_uc010jix.2_Missense_Mutation_p.P174L|GABRA1_uc010jiy.2_Missense_Mutation_p.P174L|GABRA1_uc003lyx.3_Missense_Mutation_p.P174L|GABRA1_uc010jiz.2_Missense_Mutation_p.P174L|GABRA1_uc010jja.2_Missense_Mutation_p.P174L|GABRA1_uc010jjb.2_Missense_Mutation_p.P174LNM_000806 NP_000797 P14867 GBRA1_HUMANExtracellular (Probable). 3GAGGACTTCCCTATGGATGCC0.378 rs138145692

- 36 4917SLIT3_uc010jjg.2_Missense_Mutation_p.F1506LNM_003062 NP_003053 O75094 SLIT3_HUMAN CTCK. 4CCGTGCACTGGAAGACGTATT0.637

+ 13 2372_2373 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANCytoplasmic (Potential). 1TTCAACATCACCAAGGTGGACG0.658

- 15 1591DOK3_uc003mhi.3_5'Flank|DOK3_uc003mhj.3_5'Flank|DOK3_uc003mhk.2_5'Flank|DOK3_uc003mhl.2_5'Flank|DDX41_uc003mhm.2_Missense_Mutation_p.G304R|DDX41_uc003mhn.2_Missense_Mutation_p.G393R|DDX41_uc003mhp.2_Missense_Mutation_p.G393RNM_016222 NP_057306 Q9UJV9 DDX41_HUMANHelicase C-terminal. 0CCCGAGCGCCCGGTGCGGCCA0.607

- 3 982RNF130_uc003mlm.1_Missense_Mutation_p.R192HNM_018434 NP_060904 Q86XS8 GOLI_HUMANExtracellular (Potential). 3TAGAGAGCCACGGCTGAAGTT0.383

- 5 655SYCP2L_uc011dim.1_IntronNM_004752 NP_004743 O75603 GCM2_HUMAN 3TTTTCTTCTGCCTAGAAAAAT0.398

+ 3 265SLC17A4_uc011djx.1_Missense_Mutation_p.S49L|SLC17A4_uc003nff.1_5'UTR|SLC17A4_uc003nfg.2_5'UTRNM_005495 NP_005486 Q9Y2C5 S17A4_HUMAN 1TGTAATTTTTCAATTTACACC0.478

+ 1 27 NM_001732 NP_001723 Q13410 BT1A1_HUMAN 2GGAGATGGCAGTTTTCCCAAG0.547

+ 18 1890ABCF1_uc003nqm.2_Missense_Mutation_p.P561S|ABCF1_uc010jsb.2_IntronNM_001025091 NP_001020262 Q8NE71 ABCF1_HUMAN 2CCAGGAGGCCCCTGAGCTCCT0.562

+ 3 260CSNK2B_uc003nvs.1_3'UTRNM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0AAACGCAACACCTACTTTGCA0.532

- 6 1008C6orf27_uc003nxd.2_Intron|C6orf27_uc011doh.1_IntronNM_025258 NP_079534 Q9Y334 G7C_HUMAN 3GCCTCCCCTCGGTGGCTGGGA0.602

+ 7 1141C2_uc003nyc.2_Missense_Mutation_p.V80I|C2_uc011doo.1_Missense_Mutation_p.V47I|C2_uc011dop.1_Intron|C2_uc010jtk.2_Missense_Mutation_p.V161I|C2_uc011doq.1_Missense_Mutation_p.V264I|C2_uc003nyg.2_Intron|CFB_uc011dor.1_Intron|C2_uc003nyh.1_5'FlankNM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2CAATGTGAGCGTTGCCATTAT0.517

- 2 1000ATF6B_uc003nzo.2_5'Flank|ATF6B_uc003nzn.2_5'Flank|ATF6B_uc011dpg.1_5'Flank|ATF6B_uc011dph.1_5'FlankNM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0CCAGGTGGGGGTAAAGTCAGG0.592

+ 7 730_731PPT2_uc003nzy.1_RNA|EGFL8_uc003oac.1_Missense_Mutation_p.L225VNM_030652 NP_085155 Q99944 EGFL8_HUMAN Potential. 0GCCTGGAGCGGCTGGAGCAGGT0.619

+ 5 398WDR46_uc003ods.2_5'Flank|WDR46_uc011dra.1_5'Flank|WDR46_uc010juo.1_5'Flank|PFDN6_uc010jup.1_Missense_Mutation_p.R95WNM_014260 NP_055075 O15212 PFD6_HUMAN 0ATCCCAGCTTCGGGATCTTGA0.547

+ 58 8169C6orf125_uc003oez.1_RNANM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19AACCCTAGATGACGGAGCAGC0.617

+ 8 1100FGD2_uc003ong.2_Missense_Mutation_p.E32G|FGD2_uc011dtv.1_5'UTR|FGD2_uc003oni.1_Missense_Mutation_p.E116GNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3CTGGGCCTCGAGGACGACATA0.632

- 5 634_635 NM_006653 NP_006644 O43559 FRS3_HUMAN 2GGGGCTCGAGGGAGGTCAAGCT0.475

+ 8 870TAF8_uc003ort.2_Silent_p.R321R|TAF8_uc003oru.1_Silent_p.R321R|TAF8_uc003orv.1_Missense_Mutation_p.G281S|TAF8_uc011dun.1_Missense_Mutation_p.G205SNM_138572 NP_612639 Q7Z7C8 TAF8_HUMAN 1CTCCTTGTCGGGTAGCCGGAA0.537

- 6 862DLK2_uc003ovb.2_Missense_Mutation_p.S218NNM_023932 NP_076421 Q6UY11 DLK2_HUMANExtracellular (Potential).|EGF-like 6; calcium-binding (Potential).0GCATGGGCGGCTGGCACAGTC0.612

+ 2 354RSPH9_uc003ovx.1_Missense_Mutation_p.E110KNM_152732 NP_689945 Q9H1X1 RSPH9_HUMAN 2CCCATCATACGAATATGAACA0.527 rs150021750

- 7 2039BMP5_uc011dxf.1_Missense_Mutation_p.Y406NNM_021073 NP_066551 P22003 BMP5_HUMAN 2 ATATTTCTATATTTTTTCAAA0.343

+ 5 615BCKDHB_uc003pje.2_Missense_Mutation_p.R183QNM_000056 NP_000047 P21953 ODBB_HUMAN 0CTCACTATCCGGTCCCCTTGG0.483 rs79761867

- 3 657GPR63_uc003pou.2_Missense_Mutation_p.T60INM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANExtracellular (Potential). 2ACTATTCACGGTCAAGGAACT0.433

+ 2 462 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0CTCTGGAGTGGATAGGGTTAA0.617

- 3 526LAMA4_uc003pvv.2_Missense_Mutation_p.H73Y|LAMA4_uc003pvt.2_Missense_Mutation_p.H73Y|LAMA4_uc003pvw.2_Missense_Mutation_p.H73YNM_001105206 NP_001098676 Q16363 LAMA4_HUMAN 9GACAGGGTGTGAAAGAATCCA0.423

+ 4 664FAM26D_uc003pwz.2_Missense_Mutation_p.R79H|FAM26D_uc010ked.2_Missense_Mutation_p.R121HNM_153036 NP_694581 Q5JW98 FA26D_HUMAN 0AAACACATCCGCATTCCTTCT0.463

+ 9 954 NM_002269 NP_002260 O15131 IMA5_HUMAN ARM 5. 4GTTAGCAGACGTGTGTTGGGC0.408

+ 2 472 NM_175057 NP_778227 Q96RI9 TAAR9_HUMANHelical; Name=4; (Potential). 0GTTCTTTCCTGGTTCTTTTCT0.423

+ 12 1915 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2TTCACTAGCCGATGAAGAGCA0.567 rs147532213

+ 3 1305TAB2_uc011eec.1_Missense_Mutation_p.T344M|TAB2_uc010kia.1_Missense_Mutation_p.T376M|TAB2_uc010kib.1_Missense_Mutation_p.T376M|TAB2_uc003qmk.3_RNANM_015093 NP_055908 Q9NYJ8 TAB2_HUMAN 0CCCCCAAATACGGATGAGCTG0.493

- 6 554SERAC1_uc003qrb.2_Translation_Start_SiteNM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0TTGCTCTTCCGTAGGAGCAGC0.453 rs148861818

+ 6 1120SLC22A1_uc003qtd.2_Missense_Mutation_p.R339CNM_003057 NP_003048 O15245 S22A1_HUMANCytoplasmic (Potential). 0AGACCTGTTCCGCACGCCGCG0.592

+ 8 1725HEATR2_uc003siz.2_Missense_Mutation_p.R437W|HEATR2_uc003sja.2_Missense_Mutation_p.R27WNM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1CCTCCTGGAGCGGGTGACCGC0.637

+ 2 1291C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPER_uc003sjz.1_Missense_Mutation_p.A301V|GPER_uc003ska.1_Missense_Mutation_p.A301V|GPER_uc003skb.2_Missense_Mutation_p.A301VNM_001098201 NP_001091671 Q99527 GPER_HUMANExtracellular (Potential). 1TTCCGCCATGCCCACCCCCTC0.622

- 8 1075C7orf27_uc003smh.3_5'UTRNM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0GCATCGTCTGCCGTCCCGTCC0.682

- 25 3818 NM_032415 NP_115791 Q9BXL7 CAR11_HUMANGuanylate kinase-like. 50CCTCGCCGATCTTGTCCTTGA0.647

- 1 1967RADIL_uc003sng.1_Intron|RADIL_uc011jwd.1_Intron|RADIL_uc003snj.1_IntronNM_020144 NP_064529 Q9NRJ5 PAPOB_HUMAN 1ACAGCGTGAGGAATACTTTCG0.453

- 2 263FBXL18_uc003son.3_Missense_Mutation_p.R57WNM_024963 NP_079239 Q96ME1 FXL18_HUMAN F-box. 3GCAAGCTTCCGACAGGTACGC0.527

+ 6 1625 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN 0TGTCCAGGAGCGCAGCAGTAG0.537 rs145682662

- 18 3960 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANTSP type-1 12.|Extracellular (Potential). 3AAACTGCCTTCTCACTCAGCT0.413

+ 13 1837ABCB5_uc010kuh.2_Splice_Site_p.I876_splice|ABCB5_uc003sux.1_Splice_Site_p.I54_spliceNM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6CTGTTTTATAAGATAGCAACT0.333

- 2 1102 uc003szc.1_5'Flank NM_000522 NP_000513 P31271 HXA13_HUMAN Homeobox. 1GAGATTCGTCGTGGCTGATAT0.433

+ 11 1153 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3GGTCGAAGCCCAGGTTACACC0.448

- 4 514 NM_032014 NP_114403 Q96EL2 RT24_HUMAN 0ACAGTTTGGAGGTGGAGTCGC0.478

- 6 831POLM_uc003tjw.1_5'UTR|POLM_uc003tju.2_Missense_Mutation_p.G247S|POLM_uc003tjx.2_Intron|POLM_uc003tjv.2_RNA|POLM_uc011kbt.1_Intron|POLM_uc003tka.1_RNA|POLM_uc003tjz.3_Silent_p.S241SNM_013284 NP_037416 Q9NP87 DPOLM_HUMAN 3GTCTTCACACCGACCCCGAAG0.602

- 17 2375MYO1G_uc003tmf.2_Missense_Mutation_p.R187Q|MYO1G_uc003tmg.2_Missense_Mutation_p.R506Q|MYO1G_uc010kym.2_Missense_Mutation_p.R629QNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4CTTGTGTCTCCGGAACCAGCG0.677



- 8 1094MYO1G_uc003tmf.2_5'Flank|MYO1G_uc003tmg.2_Missense_Mutation_p.T79I|MYO1G_uc010kym.2_Missense_Mutation_p.T202I|MYO1G_uc003tmi.1_Missense_Mutation_p.T229I|MYO1G_uc003tmj.2_Missense_Mutation_p.T79INM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4GTCCCGGGGTGTGGCCGTCAG0.647

+ 11 1993 NM_021116 NP_066939 Q08828 ADCY1_HUMAN 6GCACATCACCCGGGTCCAGGT0.552

- 8 1329_1330COBL_uc003tps.2_Missense_Mutation_p.P439L|COBL_uc011kcl.1_Missense_Mutation_p.P382L|COBL_uc010kzc.2_Missense_Mutation_p.P382L|COBL_uc003tpp.3_Missense_Mutation_p.P168L|COBL_uc003tpq.3_Missense_Mutation_p.P323LNM_015198 NP_056013 O75128 COBL_HUMAN 5CAGCACCTGCGGGGCTCCATCC0.629

+ 1 1880 NM_003508 NP_003499 O00144 FZD9_HUMANCytoplasmic (Potential). 1TGGCCGGGCCCGGGCCAAGGC0.657

+ 20 1275RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_RNA|ELN_uc011kfe.1_Missense_Mutation_p.P364L|ELN_uc003tzn.2_Missense_Mutation_p.P395L|ELN_uc003tzz.2_Missense_Mutation_p.P359L|ELN_uc003tzo.2_Missense_Mutation_p.P381L|ELN_uc003tzp.2_Missense_Mutation_p.P351L|ELN_uc003tzq.2_Missense_Mutation_p.P278L|ELN_uc003tzr.2_Intron|ELN_uc003tzs.2_Missense_Mutation_p.P395L|ELN_uc003tzt.2_Missense_Mutation_p.P400L|ELN_uc003tzu.2_Missense_Mutation_p.P400L|ELN_uc003tzv.2_Missense_Mutation_p.P385L|ELN_uc003tzx.2_Missense_Mutation_p.P385L|ELN_uc011kff.1_Missense_Mutation_p.P395L|ELN_uc003tzy.2_Missense_Mutation_p.P390LNM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5GGAGGCATTCCTACTTACGGG0.627

+ 6 880 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN 0CGTAAGCGTCGGTTCCAGTTA0.587

- 6 561HIP1_uc011kfz.1_Missense_Mutation_p.G51RNM_005338 NP_005329 O00291 HIP1_HUMAN 8TCACTTTCTCCAGCCTCGTCC0.552

+ 2 1463GRM3_uc010lef.2_Missense_Mutation_p.E120K|GRM3_uc010leg.2_Intron|GRM3_uc010leh.2_IntronNM_000840 NP_000831 Q14832 GRM3_HUMANExtracellular (Potential). 13AAAAGTGGATGAAGCTGAGTA0.433

- 15 1844ABCB4_uc003uiw.1_Nonsense_Mutation_p.R590*|ABCB4_uc003uix.1_Nonsense_Mutation_p.R590*NM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 1.|Cytoplasmic (By similarity). 6GTAGACAGTCGGTGTGCTATC0.488

+ 4 989 NM_019004 NP_061877 Q9P2G1 AKIB1_HUMAN 1GGTATTCTCACGGGATCCCGA0.368

+ 18 1399COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9TGGTGCCAAGGGTGCTGCTGT0.453 rs72656391

- 7 807SLC25A13_uc003uog.3_Missense_Mutation_p.A206S|SLC25A13_uc011kik.1_Missense_Mutation_p.A98SNM_014251 NP_055066 Q9UJS0 CMC2_HUMAN 4CCTCCAGCAGCCTCAAATAAA0.308

- 6 1131ZNF3_uc003usp.2_Intron|ZNF3_uc003usr.2_Missense_Mutation_p.R275Q|ZNF3_uc010lgj.2_Missense_Mutation_p.R239Q|ZNF3_uc003uss.2_Missense_Mutation_p.R282Q|ZNF3_uc003ust.3_Missense_Mutation_p.R275QNM_032924 NP_116313 P17036 ZNF3_HUMAN C2H2-type 3. 1GTGGATCCTCCGATGCAGAAT0.498

+ 4 494GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|GATS_uc011kjl.1_Intron|GATS_uc010lgu.2_Intron|PVRIG_uc003uuf.1_Missense_Mutation_p.T41INM_024070 NP_076975 Q6DKI7 PVRIG_HUMANHelical; (Potential). 2TCCACAGGGACCCCGGAGGTG0.637

+ 16 3566ZAN_uc003uwk.2_Missense_Mutation_p.T1134I|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMANVWFC 1.|Extracellular (Potential). 11CAGTGTGGGACACACACCGTG0.617

+ 3 4732MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|24.27ACTGCTGACGGTACCAGCATG0.488

+ 3 12373MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27TCCTTCCCCACGGTGACCACC0.537 rs150141937

- 10 1287FBXL13_uc010liq.1_Missense_Mutation_p.T102M|FBXL13_uc010lir.1_Missense_Mutation_p.T287M|FBXL13_uc003var.2_RNA|FBXL13_uc003vas.2_Missense_Mutation_p.T287M|LRRC17_uc003vat.2_Intron|LRRC17_uc003vau.2_IntronNM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 3. 0GAGTCGCATCGTCCTGTTGGT0.463

- 55 9102RELN_uc010liz.2_Missense_Mutation_p.T2981INM_005045 NP_005036 P78509 RELN_HUMAN BNR 14. 19GCCTCCATCGGTAGAGTAGTC0.527

- 52 5968DOCK4_uc011kml.1_Missense_Mutation_p.P781L|DOCK4_uc011kmm.1_Missense_Mutation_p.P769L|DOCK4_uc003vfw.2_Missense_Mutation_p.P1312L|DOCK4_uc003vfy.2_Missense_Mutation_p.P1945L|DOCK4_uc003vfv.2_Missense_Mutation_p.P213LNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4GTACGGGGGCGGAGTCTTGCT0.711

- 1 162 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34ATCAGAACCTCGTCTACTTGG0.378

+ 6 745 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=3; (Potential).|ABC transmembrane type-1 1.5GTGGATCGCTCCTTTGCAAGT0.473 rs121908803

- 2 2083 NM_005302 NP_005293 O15354 GPR37_HUMANCytoplasmic (Potential). 3TTATTCCCTCGGGTACAGGCT0.433

- 11 1259RBM28_uc003vmo.2_5'UTR|RBM28_uc011koj.1_Nonsense_Mutation_p.Q241*|RBM28_uc011kok.1_Nonsense_Mutation_p.Q329*NM_018077 NP_060547 Q9NW13 RBM28_HUMAN RRM 3. 2GTCATGAACTGGGCAAATGCA0.448

- 31 5721PLXNA4_uc003vqz.3_Missense_Mutation_p.A116ENM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1AGCCAGGTATGCGTTCATGTC0.507

- 15 3086 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN 1GAGTCAGTGTCTGTGTAGAAA0.617

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 3 750TRYX3_uc003vxc.3_Missense_Mutation_p.D144NNM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0TCACAGATATCACACACATTG0.433

+ 23 3014CLCN1_uc011ktc.1_Missense_Mutation_p.R588QNM_000083 NP_000074 P35523 CLCN1_HUMANCytoplasmic (By similarity). 5CCCAGCCTGCGATCCACAGAC0.617

+ 1 796 NM_001004685 NP_001004685 O95006 OR2F2_HUMANExtracellular (Potential). 4CCACTCTGGTCCCTCAGTCCT0.493

+ 12 1482_1483ABCB8_uc010lpw.1_Missense_Mutation_p.P336S|ABCB8_uc010lpx.2_Missense_Mutation_p.P447S|ABCB8_uc011kvd.1_Missense_Mutation_p.P359S|ABCB8_uc003wim.3_Missense_Mutation_p.P242S|ABCB8_uc003wik.3_Missense_Mutation_p.P447SNM_007188 NP_009119 Q9NUT2 ABCB8_HUMAN 3GCTGCTGCGTCCCCAAAGAGCA0.649

+ 16 1907ARHGEF10_uc003wpq.1_Missense_Mutation_p.A601T|ARHGEF10_uc003wps.2_Missense_Mutation_p.A539T|ARHGEF10_uc003wpt.2_Missense_Mutation_p.A453T|ARHGEF10_uc003wpv.2_Missense_Mutation_p.A310T|ARHGEF10_uc010lre.2_Missense_Mutation_p.A257TNM_014629 NP_055444 O15013 ARHGA_HUMAN DH. 1CGAAACACTAGCAGAGAAGTT0.483

+ 10 1280 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN 0CTCCTTTCCAACTTGCCTTGT0.373 rs2904682

- 3 1848HR_uc003xat.2_Missense_Mutation_p.R395CNM_005144 NP_005135 O43593 HAIR_HUMAN 2GGGCAGCCGCGTGGACATTCA0.662

- 7 482BIN3_uc003xck.2_Missense_Mutation_p.E81K|BIN3_uc010ltw.2_Missense_Mutation_p.E75KNM_018688 NP_061158 Q9NQY0 BIN3_HUMAN BAR.|Potential. 0AAGGCCTGTTCCCGCCTCTTC0.612

- 9 1143 NM_003844 NP_003835 O00220 TR10A_HUMANCytoplasmic (Potential). 6CTCTCAGTGGGGTCAGCACCA0.532

- 1 834ADRA1A_uc003xfc.1_Missense_Mutation_p.R133L|ADRA1A_uc010lul.1_Missense_Mutation_p.R133L|ADRA1A_uc003xfd.1_RNA|ADRA1A_uc003xfe.1_Missense_Mutation_p.R133L|ADRA1A_uc010lum.1_Missense_Mutation_p.R133L|ADRA1A_uc003xff.1_RNA|ADRA1A_uc003xfg.1_Missense_Mutation_p.R133LNM_000680 NP_000671 P35348 ADA1A_HUMANCytoplasmic (By similarity). 5GGTTGGGTAGCGCAGCGGGTA0.617

+ 3 497HMBOX1_uc010lvd.2_Missense_Mutation_p.R52H|HMBOX1_uc003xhc.3_Missense_Mutation_p.R52H|HMBOX1_uc010lve.2_RNA|HMBOX1_uc003xhe.2_Missense_Mutation_p.R52H|HMBOX1_uc011lay.1_Missense_Mutation_p.R52H|HMBOX1_uc003xhf.2_Missense_Mutation_p.R40H|HMBOX1_uc003xhg.2_Missense_Mutation_p.R40HNM_001135726 NP_001129198 Q6NT76 HMBX1_HUMAN 1ACTTTGGACCGTCTTGATCAA0.438

- 6 3688RAB11FIP1_uc010lvz.1_Missense_Mutation_p.P429L|RAB11FIP1_uc003xkn.1_Missense_Mutation_p.P581L|RAB11FIP1_uc003xkl.1_Missense_Mutation_p.P544LNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN FIP-RBD. 3AGGGTCCGAGGGGCTGTATTT0.448

+ 2 272ASH2L_uc011lbk.1_5'UTR|ASH2L_uc003xku.3_5'UTR|ASH2L_uc010lwa.2_5'UTRNM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN 2CGATGTAAGCGGTGGCTTGGA0.343

- 7 1312RB1CC1_uc003xrf.3_Missense_Mutation_p.E252KNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11AACAAAGATTCGTTAGTTGTT0.418 rs140425456

+ 2 605RP1_uc011ldy.1_Missense_Mutation_p.P153SNM_006269 NP_006260 P56715 RP1_HUMAN 12GCCCCGCCCCCCACGGAGCCT0.692

- 11 1481CPA6_uc003xxr.3_Missense_Mutation_p.L165FNM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2ATCTCTGGGAGTAAAAATCCA0.428

+ 39 4771 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17GAATTTGGGAGTCAGAGACCG0.478

- 3 393CALB1_uc003yem.1_RNA|CALB1_uc011lge.1_Missense_Mutation_p.G14RNM_004929 NP_004920 P05937 CALB1_HUMAN EF-hand 2. 1CCTATTTTTCCATCATCTCTT0.289

+ 55 10130VPS13B_uc003yiw.2_Missense_Mutation_p.V3315ANM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20TTTCTGCAGGTTGTGTTCCTG0.398

+ 16 2600OXR1_uc003ymf.2_Missense_Mutation_p.A806V|OXR1_uc011lhu.1_Missense_Mutation_p.A799V|OXR1_uc010mcg.2_RNA|OXR1_uc010mch.2_Missense_Mutation_p.A462V|OXR1_uc003ymk.2_Missense_Mutation_p.A203V|OXR1_uc003yml.2_Missense_Mutation_p.A176VNM_018002 NP_060472 Q8N573 OXR1_HUMAN TLD. 0GGAGAATTTGCGCTTTGGCTT0.323



- 2 1111 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMANInteraction with actin (By similarity). 2TTCCTGGCACGCATGAGAATG0.453

+ 5 3023FAM83A_uc003ypw.2_Missense_Mutation_p.G337S|FAM83A_uc003ypy.2_Missense_Mutation_p.G281S|FAM83A_uc003ypx.2_Missense_Mutation_p.G337S|FAM83A_uc003ypz.2_Missense_Mutation_p.G337SNM_032899 NP_116288 Q86UY5 FA83A_HUMAN Ser-rich. 4CCCCTTCAGCGGCCGCTCGGC0.741

+ 9 1053 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 2.|Cytoplasmic (Potential). 11TCCCTTTGTGGAGGTCTCCTT0.493

+ 3 1274SPATC1_uc011lkx.1_Missense_Mutation_p.R391HNM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2TCCCCACCTCGTACCTCATCC0.622

+ 2 70 ADCK5_uc003zcg.2_RNANM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1TTTGCAGGTGCAGCTCTGTCA0.582

- 2 398C9orf82_uc003zqb.2_5'UTRNM_024828 NP_079104 Q9H8G2 CI082_HUMAN 0TGACACAGTCAGGTCCAGTCC0.343

- 1 2962 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26ATGGCAGCAATGAAGGCCCTT0.473

- 6 1009CNTNAP3_uc004abj.2_Missense_Mutation_p.A257V|CNTNAP3_uc011lqr.1_RNA|CNTNAP3_uc004abk.1_Missense_Mutation_p.A257V|CNTNAP3_uc011lqs.1_Missense_Mutation_p.A257V|CNTNAP3_uc004abl.1_Missense_Mutation_p.A169VNM_033655 NP_387504 Q9BZ76 CNTP3_HUMANExtracellular (Potential).|Laminin G-like 1. 1GGTCACAGGAGCAATAGTGGA0.498

+ 13 1340TMC1_uc010moz.1_Missense_Mutation_p.G225E|TMC1_uc004aja.1_RNA|TMC1_uc004ajb.1_RNA|TMC1_uc004ajc.1_Missense_Mutation_p.G121E|TMC1_uc010mpa.1_Missense_Mutation_p.G121ENM_138691 NP_619636 Q8TDI8 TMC1_HUMANExtracellular (Potential). 1CGAACAATTGGATGGATGAAT0.403

- 8 2869 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0AGGAATCTACCTTTTCATATA0.398

- 1 357 NM_016848 NP_058544 Q92529 SHC3_HUMAN 4GTCATCGACCGATGTCACCGA0.562

+ 7 1643WNK2_uc011lud.1_Missense_Mutation_p.P548L|WNK2_uc004atj.2_Missense_Mutation_p.P548L|WNK2_uc004atk.2_Missense_Mutation_p.P185L|WNK2_uc010mrc.1_Missense_Mutation_p.P548L|WNK2_uc010mrd.1_Missense_Mutation_p.P185LNM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12AGGATCTGGCCCGCGCTGCAG0.647

+ 2 227TMOD1_uc004axl.1_Missense_Mutation_p.R5QNM_003275 NP_003266 P28289 TMOD1_HUMAN 0TCGTACAGACGAGAACTAGAG0.473 rs141454774

- 11 1543KIAA0368_uc010muc.1_Missense_Mutation_p.R337CNM_001080398 NP_001073867 0TGTCTAGAGCGGAGGAGATGG0.413

- 3 417TNFSF15_uc004bjg.2_Missense_Mutation_p.V42INM_005118 NP_005109 O95150 TNF15_HUMANExtracellular (Potential). 0GGAGGCTTACCTGTCAGGTGT0.438

+ 54 7209SPTAN1_uc004bvm.3_Missense_Mutation_p.E2371K|SPTAN1_uc004bvn.3_Missense_Mutation_p.E2346K|SPTAN1_uc004bvo.3_Missense_Mutation_p.E133K|SPTAN1_uc004bvp.3_Missense_Mutation_p.E109KNM_003127 NP_003118 Q13813 SPTA2_HUMAN EF-hand 2. 10GGAGGAAGGGGAACCTGACCC0.567

+ 11 1306FAM73B_uc004bwy.2_RNA|FAM73B_uc004bwz.2_Intron|FAM73B_uc011mbn.1_Missense_Mutation_p.G374RNM_032809 NP_116198 Q7L4E1 FA73B_HUMAN 1GCTTTTCTTCGGGAAAGTGGG0.582

+ 5 1165 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin EGF-like 2. 3CACCACTGCCGTGACCACACA0.637 rs45505601

+ 18 2063POMT1_uc004cax.2_Missense_Mutation_p.R599W|POMT1_uc011mcj.1_Missense_Mutation_p.R339W|POMT1_uc004cau.2_Missense_Mutation_p.R599W|POMT1_uc004caw.2_Missense_Mutation_p.R545W|POMT1_uc011mck.1_Missense_Mutation_p.R482W|POMT1_uc011mcl.1_Missense_Mutation_p.R447W|POMT1_uc011mcm.1_Missense_Mutation_p.R569WNM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN 1CCTGCTCCGACGGCGAAGAAA0.428 rs150899645

- 5 618ENTPD2_uc004ckv.1_5'Flank|ENTPD2_uc004ckx.1_Missense_Mutation_p.R188WNM_203468 NP_982293 Q9Y5L3 ENTP2_HUMANExtracellular (Potential). 0CGGAACCACCGGCCCACCCAG0.677

+ 6 1104UAP1L1_uc004cla.3_Missense_Mutation_p.V235MNM_207309 NP_997192 Q3KQV9 UAP1L_HUMAN 1ACACGTGGCTGTGAAGAAGGT0.532

- 7 854ASMTL_uc011mhe.1_Missense_Mutation_p.P172L|ASMTL_uc004cpy.1_Missense_Mutation_p.P232L|ASMTL_uc011mhf.1_Missense_Mutation_p.P190LNM_004192 NP_004183 O95671 ASML_HUMAN 0CCTCTGAGTGGGCTCCGAGCC0.706

- 2 2156DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Missense_Mutation_p.R652QNM_004729 NP_004720 O96006 ZBED1_HUMAN 0TGCCCCACTCCGGGCGTTCTC0.672

+ 12 2514CLCN4_uc011mid.1_Missense_Mutation_p.R601HNM_001830 NP_001821 P51793 CLCN4_HUMANCytoplasmic (By similarity). 5AAGCTGCGGCGCATCCTGAAC0.592

+ 3 1158 NM_016562 NP_057646 Q9NYK1 TLR7_HUMANExtracellular (Potential).|LRR 12. 5CATTTTCTCCCCAGCCTCATC0.398

- 6 1334PIGA_uc010neu.2_Nonsense_Mutation_p.R28*|PIGA_uc004cwq.2_Nonsense_Mutation_p.R97*|PIGA_uc010nev.2_Nonsense_Mutation_p.R243*|PIGA_uc004cws.2_Nonsense_Mutation_p.R97*|PIGA_uc011miq.1_Nonsense_Mutation_p.R178*NM_002641 NP_002632 P37287 PIGA_HUMANCytoplasmic (Potential). 0CTGTCCAGTCGTTTGTCCATT0.483

- 28 3808MAP3K15_uc004czj.1_Missense_Mutation_p.R684Q|PDHA1_uc004czg.3_3'UTR|PDHA1_uc004czh.3_3'UTR|PDHA1_uc011mjc.1_3'UTR|PDHA1_uc011mjd.1_3'UTR|PDHA1_uc010nfk.2_3'UTR|PDHA1_uc010nfl.2_3'UTR|MAP3K15_uc004czi.1_Missense_Mutation_p.R183QNM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN 7TCCTTGCAGCCGCAACCAGTC0.408

+ 1 119MAGEB1_uc004dcc.2_5'Flank|MAGEB1_uc004dcd.2_5'FlankNM_002367 NP_002358 O15481 MAGB4_HUMAN 1CTCCGTGCCCGTGAGAAACGC0.572

- 5 685SRPX_uc004ddz.1_Missense_Mutation_p.R180Q|SRPX_uc011mkh.1_Missense_Mutation_p.R141Q|SRPX_uc011mki.1_Missense_Mutation_p.R200QNM_006307 NP_006298 P78539 SRPX_HUMAN HYR. 0CCAGGACACCCGGACTGTCAG0.433 rs111307887

- 13 1681 NM_004229 NP_004220 O60244 MED14_HUMANInteraction with SREBF1.|Interaction with STAT2. 4ACTGCTTATCGTAGGCAGATG0.368

+ 14 2438DDX3X_uc004dff.2_Missense_Mutation_p.R528H|DDX3X_uc011mkq.1_Missense_Mutation_p.R512H|DDX3X_uc011mkr.1_Intron|DDX3X_uc011mks.1_Intron|DDX3X_uc004dfg.2_RNA|DDX3X_uc011mkt.1_RNANM_001356 NP_001347 O00571 DDX3X_HUMANHelicase C-terminal. 6TATGTACATCGTATTGGTCGT0.373

- 4 293SSX3_uc004dje.2_Missense_Mutation_p.L67F|SSX3_uc010nic.2_Missense_Mutation_p.L67FNM_021014 NP_066294 Q99909 SSX3_HUMAN KRAB-related. 0AAAGATGGGAGGATGGCCTTG0.353

+ 4 504MAGIX_uc010nio.1_Intron|MAGIX_uc004dmt.2_Intron|MAGIX_uc004dmu.2_Missense_Mutation_p.V94M|MAGIX_uc004dmw.2_Missense_Mutation_p.V86MNM_024859 NP_079135 Q9H6Y5 MAGIX_HUMAN PDZ. 0TCCGCTGGCCGTGCGCGGGCT0.632

- 42 4992CACNA1F_uc010nip.2_Missense_Mutation_p.E1633KNM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential).|Poly-Glu. 6 tgcccctcttcttcctcctcc 0.383

- 29 3606CACNA1F_uc010nip.2_Missense_Mutation_p.R1171CNM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential).|IV. 6GCCCACACACGATACTGATGC0.562

+ 1 132 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1CTCCAGGAGGGCCTCCAAACC0.463

- 1 1962NHSL2_uc011mqa.1_Intron|RGAG4_uc004eaj.1_RNANM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3ACGACCTGTGCGGCGAATCAG0.587

- 29 6830ODZ1_uc011muj.1_Missense_Mutation_p.R2262C|ODZ1_uc010nqy.2_Missense_Mutation_p.R2263CNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANYD 21.|Extracellular (Potential). 23CTCGCGACACGTCGCCCAAGC0.448

+ 5 650MST4_uc004ewl.1_Missense_Mutation_p.D40N|MST4_uc011mux.1_Missense_Mutation_p.D139N|MST4_uc010nrj.1_Missense_Mutation_p.D117N|MST4_uc004ewm.1_Missense_Mutation_p.D117NNM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9TGGTCCATTTGATGAGTTCCA0.343

+ 5 2930SLITRK2_uc010nsp.2_Missense_Mutation_p.R647Q|SLITRK2_uc010nso.2_Missense_Mutation_p.R647Q|SLITRK2_uc011mwq.1_Missense_Mutation_p.R647Q|SLITRK2_uc011mwr.1_Missense_Mutation_p.R647Q|SLITRK2_uc011mws.1_Missense_Mutation_p.R647Q|SLITRK2_uc004fcg.2_Missense_Mutation_p.R647Q|SLITRK2_uc011mwt.1_Missense_Mutation_p.R647QNM_032539 NP_115928 Q9H156 SLIK2_HUMANCytoplasmic (Potential). 7TTGAAACGCCGAAAGGGAGTG0.428 rs147278885

+ 3 1123 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0GTTCGCATTTCCTACCCATCC0.577 rs45578531

+ 2 110ZNF185_uc011myg.1_Missense_Mutation_p.V25F|ZNF185_uc011myh.1_Missense_Mutation_p.V25F|ZNF185_uc011myi.1_Missense_Mutation_p.V25F|ZNF185_uc011myj.1_Missense_Mutation_p.V25F|ZNF185_uc011myk.1_Missense_Mutation_p.V25FNM_007150 NP_009081 O15231 ZN185_HUMAN 3GCGCAATAACGTTCTCAAGCA0.582

- 8 2180PDZD4_uc004fiy.1_Missense_Mutation_p.R569W|PDZD4_uc004fix.2_Missense_Mutation_p.R548W|PDZD4_uc004fja.1_Missense_Mutation_p.R650W|PDZD4_uc011mze.1_Missense_Mutation_p.R535WNM_032512 NP_115901 Q76G19 PDZD4_HUMAN 1TTCAGCAGCCGATCTCGCACG0.677

+ 13 2695 NM_017514 NP_059984 P51805 PLXA3_HUMANIPT/TIG 1.|Extracellular (Potential). 3AGCCACCCCCGCATCACGCAG0.667

+ 22 4071 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential). 3CCTGGACTACCGGACTTACGC0.627

+ 17 2494SCNN1D_uc001adt.1_Missense_Mutation_p.E788K|SCNN1D_uc001adw.2_Missense_Mutation_p.E690K|SCNN1D_uc001adx.2_Missense_Mutation_p.E413K|SCNN1D_uc001adv.2_Missense_Mutation_p.E624KNM_002978 NP_002969 0AGTCTCAGCCGAAGAGAGCTG0.672

+ 5 986DFFB_uc001ale.2_RNA|DFFB_uc009vlp.2_RNA|DFFB_uc001alb.2_RNA|DFFB_uc010nzn.1_Missense_Mutation_p.E245D|DFFB_uc009vlq.2_RNA|DFFB_uc009vlr.2_Missense_Mutation_p.E172D|DFFB_uc001ald.2_Missense_Mutation_p.E157DNM_004402 NP_004393 O76075 DFFB_HUMAN 0GCACACCGGAAGGCTGGTTCT0.672



+ 20 2657PIK3CD_uc010oaf.1_Missense_Mutation_p.P816S|PIK3CD_uc001aqe.3_Missense_Mutation_p.P841SNM_005026 NP_005017 O00329 PK3CD_HUMAN PI3K/PI4K. 7TGGCTGCCTCCCCACCGGGGA0.602

- 5 367C1orf127_uc001arr.1_Missense_Mutation_p.V103A|C1orf127_uc001ars.1_Missense_Mutation_p.V121ANM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1GGGGATGTGAACTAAGACCTC0.502

- 1 373HNRNPCL1_uc010obf.1_Missense_Mutation_p.G93ENM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0ACCTGCGTTTCCTCGGTTCAC0.483

+ 4 436CLCNKA_uc001axt.2_RNA|CLCNKA_uc001axv.2_Missense_Mutation_p.G119E|CLCNKA_uc010obw.1_Intron|CLCNKB_uc001axw.3_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN 1CCCTCCTCTGGAGGTGAGTCC0.602

+ 7 1662PAX7_uc001baz.2_Missense_Mutation_p.R353H|PAX7_uc010oct.1_Missense_Mutation_p.R355HNM_002584 NP_002575 P23759 PAX7_HUMAN 203TACGGAGCCCGCCACAGCTTC0.667

- 6 582EIF4G3_uc010odi.1_Splice_Site|EIF4G3_uc010odj.1_Splice_Site_p.G109_splice|EIF4G3_uc009vpz.2_Splice_Site_p.G109_splice|EIF4G3_uc001bed.2_Splice_Site_p.G109_splice|EIF4G3_uc001bef.2_Splice_Site_p.G109_splice|EIF4G3_uc001bee.2_Splice_Site_p.G116_splice|EIF4G3_uc001beg.2_Splice_Site_p.G109_splice|EIF4G3_uc010odk.1_Splice_Site_p.G109_splice|EIF4G3_uc001beh.2_Splice_Site_p.G120_spliceNM_003760 NP_003751 O43432 IF4G3_HUMAN 1AAAGGCGTTCCTAAAAAGTTG0.428

+ 1 480 uc010ofi.1_RNA NM_006142 NP_006133 P31947 1433S_HUMAN 0GGTGGCCACCGGTGACGACAA0.622

+ 3 700ZBTB8A_uc001bvk.2_RNA|ZBTB8A_uc001bvm.2_Missense_Mutation_p.S72FNM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN BTB. 0CAGGCTTTCTCCCCTGACACT0.423

- 3 402_403EPHA10_uc001cbw.3_Missense_Mutation_p.Q106RNM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANExtracellular (Potential). 8GAGTGTGAACTGCAGTTCCACG0.614

+ 1 311 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1TTATGGAAACGAAGTATTCAG0.323

- 8 960EBNA1BP2_uc001cio.2_Nonsense_Mutation_p.K310*|EBNA1BP2_uc001cim.2_Nonsense_Mutation_p.K150*|EBNA1BP2_uc010ojx.1_Nonsense_Mutation_p.K310*NM_006824 NP_006815 Q99848 EBP2_HUMAN 0TTTGAGCCTTTCTTCTTTCCA0.488

+ 2 189CDC20_uc001ciy.2_Missense_Mutation_p.R30SNM_001255 NP_001246 Q12834 CDC20_HUMAN 0GCGCTGGCAGCGCAAAGCCAA0.692

+ 9 1138 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANLumenal (Potential). 1CTACGCACCGGTAGTAAACAT0.473

- 27 2854 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13TGAATGGCTGGATCAGTGGGT0.348

+ 42 5452INADL_uc001dac.2_RNA|INADL_uc009wag.2_Missense_Mutation_p.L564FNM_176877 NP_795352 Q8NI35 INADL_HUMAN 4AGGCTACCACCTTGGTTCGCC0.443

+ 6 1003 NM_032437 NP_115813 A8K855 EFCB7_HUMAN 0TTTACTGTCAGCAACCAGGAA0.378

- 3 185 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1TGGCCCACATCGAAGGAGACT0.522 rs61751282

- 8 490SLC44A5_uc001dgt.2_Splice_Site_p.I116_splice|SLC44A5_uc001dgs.2_Splice_Site_p.I74_splice|SLC44A5_uc001dgr.2_Splice_Site_p.I74_splice|SLC44A5_uc010oqz.1_Splice_Site_p.I155_splice|SLC44A5_uc010ora.1_Splice_Site_p.I110_splice|SLC44A5_uc010orb.1_Splice_SiteNM_152697 NP_689910 Q8NCS7 CTL5_HUMAN 4AGACACAGATCTGTGAACGAA0.378

- 2 767KCND3_uc001ebv.1_Missense_Mutation_p.N96SNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3GCGGTAGAAGTTGAGCACGCA0.612

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607TACTCTTCTTGTCCAGCTGTA0.458 rs121913254

+ 2 370CD2_uc010owz.1_Missense_Mutation_p.G114E|CD2_uc010oxa.1_Missense_Mutation_p.G114ENM_001767 NP_001758 P06729 CD2_HUMANExtracellular (Potential).|LFA-3 (CD58) binding region 2.|Ig-like V-type.1GATACAAAAGGAAAAAATGTG0.308

- 3 644_645HMGCS2_uc010oxj.1_Intron|HMGCS2_uc001eie.2_Missense_Mutation_p.A106VNM_005518 NP_005509 P54868 HMCS2_HUMAN 2TGGGATAGACGGCAATGTCTCC0.475

- 32 6161 NM_024408 NP_077719 Q04721 NOTC2_HUMANCytoplasmic (Potential).|ANK 4. 27GCATTCACATCCGCTTGGCAG0.527

- 5 660 NR_024442 0ATCTTCAGATGCTCAGCTGTG0.498

+ 3 401ECM1_uc010pce.1_Silent_p.L3L|ECM1_uc010pcf.1_Silent_p.L3L|ECM1_uc001eut.2_Missense_Mutation_p.P68S|ECM1_uc001euu.2_Missense_Mutation_p.P68S|ECM1_uc001euv.2_Missense_Mutation_p.P68S|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN 3GCATGGCCCTCCCTTTGAGGG0.572

- 2 3473TCHH_uc009wne.1_Missense_Mutation_p.P1158QNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5TCTCTTCTCCGGTTCCTCTCT0.174 rs113946258

- 3 528 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TGGTGGGAATCTCTGTCTTGT0.517

- 4 1527 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6TGGTGCCAAGGAGGCATGGTC0.627

+ 13 1561NTRK1_uc001fqf.1_Missense_Mutation_p.V466A|NTRK1_uc009wsi.1_Missense_Mutation_p.V201A|NTRK1_uc001fqi.1_Missense_Mutation_p.V496A|NTRK1_uc009wsk.1_Missense_Mutation_p.V499ANM_002529 NP_002520 P04629 NTRK1_HUMANCytoplasmic (Potential). 17CCCTCAGGTGTTCACCACATC0.567

- 36 4743ARHGEF11_uc010phu.1_Missense_Mutation_p.T651A|ARHGEF11_uc001fqn.2_Missense_Mutation_p.T1275ANM_014784 NP_055599 O15085 ARHGB_HUMAN 9GGTGTGGGTGTCAGGTCGTCC0.637

- 7 1468FCRL5_uc009wsm.2_Missense_Mutation_p.S437F|FCRL5_uc010phv.1_Missense_Mutation_p.S437F|FCRL5_uc010phw.1_Missense_Mutation_p.S352F|FCRL5_uc001fqv.1_Missense_Mutation_p.S437F|FCRL5_uc010phx.1_Missense_Mutation_p.S188FNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 4. 6TGCAGTCAGAGAGAAGCTGAT0.582

+ 3 714 CD1C_uc001frv.2_5'UTRNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4GGATTAGATTTACTGAGTTTC0.478

+ 6 1254CD1E_uc001fsd.2_3'UTR|CD1E_uc001fsk.2_Missense_Mutation_p.L249F|CD1E_uc001fsj.2_Intron|CD1E_uc001fsc.2_Missense_Mutation_p.L150F|CD1E_uc010pig.1_Intron|CD1E_uc001fsa.2_Missense_Mutation_p.L95F|CD1E_uc001fsf.2_Intron|CD1E_uc001fry.2_Intron|CD1E_uc001fsg.2_3'UTR|CD1E_uc001fsh.2_Intron|CD1E_uc001fsi.2_Intron|CD1E_uc009wsv.2_Missense_Mutation_p.L240F|CD1E_uc001frz.2_Intron|CD1E_uc009wsw.2_IntronNM_030893 NP_112155 P15812 CD1E_HUMAN 3TAAGAACATTCTTTCTCCCCA0.328

+ 5 890FCRL6_uc001fuc.2_Missense_Mutation_p.S290F|FCRL6_uc009wsz.1_Missense_Mutation_p.S188F|FCRL6_uc009wta.2_Missense_Mutation_p.S283FNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMANIg-like C2-type 3.|Extracellular (Potential). 3AACAGTGTCTCCAGAGAGAGG0.557

- 7 963TOMM40L_uc009wuf.1_Intron|NR1I3_uc001fzf.2_Nonsense_Mutation_p.R250*|NR1I3_uc001fzg.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzh.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzi.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzj.2_Nonsense_Mutation_p.R221*|NR1I3_uc001fzk.2_Intron|NR1I3_uc001fzl.2_Intron|NR1I3_uc001fzm.2_Nonsense_Mutation_p.R175*|NR1I3_uc001fzn.2_Intron|NR1I3_uc009wug.2_Nonsense_Mutation_p.R83*|NR1I3_uc001fzp.2_Nonsense_Mutation_p.R254*|NR1I3_uc001fzo.2_Nonsense_Mutation_p.R83*|NR1I3_uc001fzq.2_Intron|NR1I3_uc001fzr.2_Intron|NR1I3_uc001fzs.2_Intron|NR1I3_uc001fzt.2_Intron|NR1I3_uc001fzu.2_Intron|NR1I3_uc001fzv.2_Intron|NR1I3_uc001fzw.2_Nonsense_Mutation_p.R254*|NR1I3_uc001fzy.2_Nonsense_Mutation_p.R250*|NR1I3_uc001fzz.2_Intron|NR1I3_uc001gaa.2_Intron|NR1I3_uc001gab.2_Intron|NR1I3_uc001gac.2_Nonsense_Mutation_p.R225*|NR1I3_uc010pkm.1_Nonsense_Mutation_p.R221*|NR1I3_uc010pkn.1_3'UTRNM_001077480 NP_001070948 Q14994 NR1I3_HUMAN 2TGCAGTTTTCGTAGTGTTCCA0.527 rs144211465

+ 4 673DUSP12_uc001gbp.2_Missense_Mutation_p.C91YNM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1CTCTACAAGTGTAGAAAGTGC0.318

- 12 2869TNR_uc009wwu.1_Missense_Mutation_p.E930KNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 7. 11AGGCTGATTTCGTATTCGGTA0.532

+ 7 1744PRG4_uc001grt.3_Missense_Mutation_p.P524T|PRG4_uc009wyl.2_Missense_Mutation_p.P472T|PRG4_uc009wym.2_Missense_Mutation_p.P431T|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN28.|59 X 8 AA repeats of K-X-P-X-P-T-T-X. 1ACCCACCACTCCCAAGGAGCC0.637

+ 8 4116_4117 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0AAGCTGTCGAGGGCTTTGTGCA0.564

+ 2 541TSNAX-DISC1_uc010pwe.1_Missense_Mutation_p.A118G|TSNAX-DISC1_uc010pwf.1_Missense_Mutation_p.A118G|TSNAX-DISC1_uc010pwg.1_Missense_Mutation_p.A152G|TSNAX-DISC1_uc010pwh.1_Missense_Mutation_p.A118G|TSNAX-DISC1_uc010pwi.1_Missense_Mutation_p.A118G|TSNAX-DISC1_uc010pwj.1_Missense_Mutation_p.A152G|TSNAX-DISC1_uc010pwk.1_Missense_Mutation_p.A152G|TSNAX-DISC1_uc010pwl.1_RNA|DISC1_uc010pwo.1_Missense_Mutation_p.A163G|DISC1_uc010pwp.1_Missense_Mutation_p.A163G|DISC1_uc010pwq.1_Missense_Mutation_p.A163G|DISC1_uc010pwr.1_Missense_Mutation_p.A163G|DISC1_uc010pws.1_Missense_Mutation_p.A163G|DISC1_uc010pwt.1_Missense_Mutation_p.A163G|DISC1_uc010pwu.1_Intron|DISC1_uc010pwv.1_RNA|DISC1_uc010pww.1_Missense_Mutation_p.A163G|DISC1_uc010pwx.1_RNA|DISC1_uc010pwy.1_RNA|DISC1_uc010pwz.1_RNA|DISC1_uc010pxa.1_RNA|DISC1_uc001huy.2_Missense_Mutation_p.A163G|DISC1_uc010pxb.1_Missense_Mutation_p.A163G|DISC1_uc010pxc.1_Missense_Mutation_p.A163G|DISC1_uc010pxd.1_5'UTR|DISC1_uc010pxe.1_Missense_Mutation_p.A163G|DISC1_uc009xfr.2_Missense_Mut!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018662 NP_061132 Q9NRI5 DISC1_HUMANInteraction with MAP1A. 1TGGGAGGCAGCCTGCAGCGAT0.642

+ 8 1174_1175MTR_uc010pxv.1_RNA|MTR_uc010pxw.1_5'UTR|MTR_uc010pxx.1_Missense_Mutation_p.G251K|MTR_uc010pxy.1_Missense_Mutation_p.G251K|MTR_uc009xgj.1_Missense_Mutation_p.81_82ME>IKNM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3CGTGTCTCATGGAGAACCACTC0.465

+ 6 1175OR2W3_uc001idp.1_IntronNM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. 7ACCACGCCATCTCCTGAGAAT0.567

+ 3 356 NM_175911 NP_787107 Q8N349 OR2LD_HUMANExtracellular (Potential). 4ATGGAATCACACTTCAAATGA0.289

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGCCAGCAAAAGG0.423

+ 2 187RASSF4_uc001jbp.2_5'UTR|RASSF4_uc009xmn.2_5'UTR|RASSF4_uc001jbq.2_5'UTRNM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1GACAGCAAGTCCATTCAGAAG0.537

+ 3 383GPRIN2_uc010qfq.1_5'FlankNM_014696 NP_055511 O60269 GRIN2_HUMAN 0CCCAAGGCGCGACCCAGTGCT0.697 rs149580948

+ 7 889HK1_uc001jpg.3_Missense_Mutation_p.A251V|HK1_uc001jph.3_Missense_Mutation_p.A267V|HK1_uc001jpi.3_Missense_Mutation_p.A267V|HK1_uc001jpj.3_Missense_Mutation_p.A298V|HK1_uc001jpk.3_Missense_Mutation_p.A262V|HK1_uc009xqd.2_Missense_Mutation_p.A141VNM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1GAATGGGGAGCCTTTGGAGAC0.522



- 2 418 NM_022146 NP_071429 Q9GZQ6 NPFF1_HUMANCytoplasmic (Potential). 0TCTCACCTTTCCACAGCAATG0.572

- 12 1412GPAM_uc001kzp.2_Missense_Mutation_p.S405F|GPAM_uc001kzq.1_Missense_Mutation_p.S405FNM_020918 NP_065969 Q9HCL2 GPAT1_HUMAN 2CACCTTTAAGGAAAATGGCTG0.443

+ 4 317PNLIPRP1_uc001lcp.2_Missense_Mutation_p.G100E|PNLIPRP1_uc001lcn.2_Missense_Mutation_p.G100E|PNLIPRP1_uc009xys.1_RNANM_006229 NP_006220 P54315 LIPR1_HUMAN 2ATAGACAAAGGAGATGAGAGC0.478

+ 1 427 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1GGGGGCTGTGGCTCCTGTGGG0.692

- 2 263 NR_001589 0TTTTCCGAAGGAGATCAGCAC0.493

+ 2 674uc001mff.1_Intron|OLFML1_uc001mfh.1_Missense_Mutation_p.A108T|OLFML1_uc010raz.1_Intron|OLFML1_uc010rba.1_Missense_Mutation_p.A108TNM_198474 NP_940876 Q6UWY5 OLFL1_HUMAN Potential. 2CCTTCGAGAGGCTGACGAGTG0.473

+ 17 2930 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 6. 0 agacaagaaggagatcagagc0.234

+ 10 1713CRY2_uc009ykw.2_Missense_Mutation_p.S482N|CRY2_uc010rgo.1_Missense_Mutation_p.S286NNM_021117 NP_066940 Q49AN0 CRY2_HUMAN 1CAGGCTGGCAGCATGAGCAGT0.567

+ 1 825 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANHelical; Name=7; (Potential). 4TCTACACTATGATAACTTCTA0.363

- 1 94 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMANHelical; Name=1; (Potential). 3ACCAAGTATGTGAGTAAAAAC0.433

+ 2 1367 NM_004111 NP_004102 P39748 FEN1_HUMAN 1AGTAAGAGCCGCCAAGGCAGC0.547

+ 20 4241LRP5_uc009ysg.2_Missense_Mutation_p.P799LNM_002335 NP_002326 O75197 LRP5_HUMANHelical; (Potential). 7GCCATCGGGCCCGTCATTGGC0.602

+ 13 2488 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 5.|Extracellular (Potential). 3CTGAAAATTGGATTGGCTCTC0.423

+ 14 2047CNTN5_uc009ywv.1_Splice_Site_p.E570_splice|CNTN5_uc001pfz.2_Splice_Site_p.E570_splice|CNTN5_uc001pgb.2_Splice_Site_p.E496_splice|CNTN5_uc010ruk.1_Splice_SiteNM_014361 NP_055176 O94779 CNTN5_HUMAN 8CTGTAAAAGGTAAGACAGCAC0.378

+ 3 974YAP1_uc001pgs.2_Missense_Mutation_p.P202S|YAP1_uc001pgu.2_Missense_Mutation_p.P202S|YAP1_uc001pgv.2_Missense_Mutation_p.P202S|YAP1_uc010ruo.1_Missense_Mutation_p.P24S|YAP1_uc001pgw.2_Missense_Mutation_p.P24SNM_001130145 NP_001123617 P46937 YAP1_HUMAN WW 1. 3ATGGCAGGACCCCAGGAAGGC0.483

- 25 3829NCAPD3_uc010scm.1_RNA|NCAPD3_uc009zda.1_RNA|NCAPD3_uc001qhc.1_Missense_Mutation_p.F25LNM_015261 NP_056076 P42695 CNDD3_HUMAN 5GACTGGGGGAACTTGTTGTAC0.443

- 2 916 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6CACTCTCCATGGCAGTAATTT0.527

+ 5 840KIAA1467_uc009zhx.1_RNANM_020853 NP_065904 A2RU67 K1467_HUMAN 3AGACGGTGTTCGAGACCTTGT0.448

- 6 576ARHGDIB_uc001rcp.1_RNANM_001175 NP_001166 P52566 GDIR2_HUMAN 0TCCTCAACTGGAGTGAGGAAC0.522

+ 1 61 NM_012404 NP_036536 O95626 AN32D_HUMAN LRR 1. 2CGATGTGAAAGAACTTTTCCT0.458

- 1 194KRT8_uc009zmj.2_Missense_Mutation_p.S31A|KRT8_uc009zmk.1_Missense_Mutation_p.S59A|KRT8_uc009zml.1_Missense_Mutation_p.S31A|KRT8_uc009zmm.1_Missense_Mutation_p.S31ANM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2CTGATGCGGGAACCGGGCCCA0.662

- 13 1477ITGA5_uc010sow.1_RNANM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential).|Potential.|FG-GAP 7. 2ACCAGGATATCCATTGCCATC0.562

+ 2 275PDE1B_uc010soz.1_5'UTR|PDE1B_uc010spa.1_5'FlankNM_000924 NP_000915 Q01064 PDE1B_HUMANCalmodulin-binding (Potential). 2TAAGCTTCGGTCTCTGTAAGT0.637

+ 1 402 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMANCytoplasmic (Potential). 2TGGTCATCATGAACAACAGGG0.453

+ 2 756NXPH4_uc009zpj.2_5'UTRNM_007224 NP_009155 O95158 NXPH4_HUMANIV (linker domain). 0CCCCCGCTGGGGATGGCAGCA0.756

+ 3 432OS9_uc010srx.1_Missense_Mutation_p.G125R|OS9_uc001spk.2_Missense_Mutation_p.G125R|OS9_uc001spl.2_Missense_Mutation_p.G125R|OS9_uc001spm.2_Missense_Mutation_p.G125R|OS9_uc001spn.2_Missense_Mutation_p.G125R|OS9_uc010sry.1_Missense_Mutation_p.G125R|OS9_uc010srz.1_Missense_Mutation_p.G66RNM_006812 NP_006803 Q13438 OS9_HUMAN PRKCSH. 1ATTCTGTTATGGACGCCACAT0.433

- 4 1826FAM19A2_uc001sqv.2_RNA|FAM19A2_uc001sqx.2_Missense_Mutation_p.E105K|FAM19A2_uc001sqy.2_RNANM_178539 NP_848634 Q8N3H0 F19A2_HUMAN 1TTACATTCTTCTCCCTCTAGA0.413

+ 12 1734SYT1_uc001syt.2_Splice_Site_p.K355_splice|SYT1_uc001syu.2_Splice_Site_p.K352_splice|SYT1_uc001syv.2_Splice_Site_p.K355_spliceNM_001135805 NP_001129277 P21579 SYT1_HUMAN 6GCTTCTTTCAGAAAGTGCAGG0.453

+ 35 4540 NM_014503 NP_055318 O75691 UTP20_HUMAN 4TTACATTAAAGAAATGCAAAT0.318

- 7 1477TRPV4_uc001tpg.1_Missense_Mutation_p.D427G|TRPV4_uc001tph.1_Missense_Mutation_p.D414G|TRPV4_uc001tpi.1_Missense_Mutation_p.D354G|TRPV4_uc001tpk.1_Missense_Mutation_p.D461G|TRPV4_uc001tpl.1_Missense_Mutation_p.D401GNM_021625 NP_067638 Q9HBA0 TRPV4_HUMANCytoplasmic (Potential). 4GCGCCACTTGTCCCGCAGCAG0.607

+ 4 771RNFT2_uc001twb.3_Nonsense_Mutation_p.Q180*|RNFT2_uc001twa.3_Nonsense_Mutation_p.Q90*NM_001109903 NP_001103373 Q96EX2 RNFT2_HUMANExtracellular (Potential). 0ACTGTGCTTTCAGCATAAGCT0.637

+ 2 556 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3CTTCTCATCAGGTCCCAGACA0.443

+ 7 1042OGFOD2_uc001uds.1_Missense_Mutation_p.P177T|OGFOD2_uc001udt.1_Missense_Mutation_p.P177T|OGFOD2_uc001udu.1_Missense_Mutation_p.P177T|OGFOD2_uc001udv.1_Missense_Mutation_p.P177T|OGFOD2_uc009zxs.1_Missense_Mutation_p.P177T|OGFOD2_uc001udw.1_Missense_Mutation_p.P177T|OGFOD2_uc001udx.1_Missense_Mutation_p.P177T|OGFOD2_uc001udy.1_Missense_Mutation_p.P177T|OGFOD2_uc001udz.1_Missense_Mutation_p.P281T|OGFOD2_uc001ueb.1_Missense_Mutation_p.P177T|ARL6IP4_uc001uec.2_5'Flank|ARL6IP4_uc001ued.2_5'Flank|ARL6IP4_uc001uee.2_5'Flank|ARL6IP4_uc001uef.2_5'Flank|ARL6IP4_uc001ueg.2_5'Flank|ARL6IP4_uc009zxt.2_5'Flank|ARL6IP4_uc001ueh.2_5'Flank|ARL6IP4_uc001uei.2_5'FlankNM_024623 NP_078899 Q6N063 OGFD2_HUMAN 1CCGAGAGGAGCCCGCCACGGT0.657

+ 66 11390DNAH10_uc001ufu.3_5'FlankNM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6AGACAACTTTGGGCAACTTCC0.453

+ 7 793WASF3_uc001uqw.2_IntronNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN Potential. 1TGGCACCACCCGTGAGGTGAA0.468

- 11 3143TRPC4_uc010abv.2_Missense_Mutation_p.E550K|TRPC4_uc001uwt.2_Missense_Mutation_p.E886K|TRPC4_uc010tey.1_Missense_Mutation_p.E829K|TRPC4_uc010abw.2_Missense_Mutation_p.E797K|TRPC4_uc010abx.2_Missense_Mutation_p.E975K|TRPC4_uc010aby.2_Missense_Mutation_p.E821KNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6ACGTAATCTTCGTGGGTGACT0.433

- 14 3347ATP7B_uc010adv.2_Missense_Mutation_p.E634K|ATP7B_uc001vfx.2_Missense_Mutation_p.E857K|ATP7B_uc001vfy.2_Missense_Mutation_p.E953K|ATP7B_uc010tgt.1_Missense_Mutation_p.E999K|ATP7B_uc010tgu.1_Missense_Mutation_p.E1016K|ATP7B_uc010tgv.1_Missense_Mutation_p.E986K|ATP7B_uc001vfv.2_Missense_Mutation_p.E336K|ATP7B_uc010tgs.1_IntronNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3CTGCTGGCCTCCGCAGTCCCC0.627

- 1 797 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANExtracellular (Potential). 2TTTATCTACCGAGTATCTGCT0.383

- 8 721_722MYH6_uc010akp.1_Missense_Mutation_p.D219NNM_002471 NP_002462 P13533 MYH6_HUMANMyosin head-like. 4ATGATCTGGTCCTCCAGGGTGC0.609

- 11 1799RALGAPA1_uc001wtj.2_Missense_Mutation_p.D470N|RALGAPA1_uc010tpv.1_Missense_Mutation_p.D470N|RALGAPA1_uc010tpw.1_Missense_Mutation_p.D470N|RALGAPA1_uc001wtk.1_Missense_Mutation_p.D321NNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4ATATCATGGTCTGTGACATTT0.343

+ 4 1684MIA2_uc010amy.1_Missense_Mutation_p.T428INM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2AATGAAGAAACTGGAGAATTT0.308

+ 4 1376MUDENG_uc010tri.1_Splice_Site_p.V71_splice|MUDENG_uc010trj.1_Splice_Site_p.V214_spliceNM_018229 NP_060699 Q9H0R1 MUDEN_HUMAN 1GTTTCTTTTTAGGTCCCTGTC0.294

- 2 810 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0TCGGTGTTCTCCCTAAGAAAT0.428

- 13 2508ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.S790NNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11ACTACTTGTACTTTCCAGGGA0.453

+ 5 499TMEM63C_uc010asq.1_Missense_Mutation_p.S96FNM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0TCGGAGACTTCCTTGGAGATG0.517

- 91 14028HERC2_uc001zbi.2_Missense_Mutation_p.E330GNM_004667 NP_004658 O95714 HERC2_HUMAN HECT. 13CTCATCAAATTCATGGAGTCT0.532

+ 17 2709EIF2AK4_uc010bbj.1_Missense_Mutation_p.G588R|EIF2AK4_uc001zkn.1_5'UTRNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMANProtein kinase 2. 4CGATCAGACAGGAGACTTGAT0.353



- 8 1406CDAN1_uc001zqk.2_5'UTR|CDAN1_uc010bcx.1_RNANM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2AAAGGAGACAGCTTGAGTAGA0.458

- 19 4139TP53BP1_uc010udp.1_Missense_Mutation_p.G1331R|TP53BP1_uc001zrq.3_Missense_Mutation_p.G1336R|TP53BP1_uc001zrr.3_Missense_Mutation_p.G1336R|TP53BP1_uc010udq.1_Missense_Mutation_p.G1336RNM_005657 NP_005648 Q12888 TP53B_HUMAN 7GCTCCTTTCCCTGAGCTTCCA0.572

+ 5 773TMEM202_uc002aur.2_RNANM_001080462 NP_001073931 A6NGA9 TM202_HUMAN 2GAGATGGAATCTCTAAGTGTG0.458

+ 10 1821NEO1_uc010ukx.1_Missense_Mutation_p.E560G|NEO1_uc010uky.1_Missense_Mutation_p.E560G|NEO1_uc010ukz.1_5'UTR|NEO1_uc002avn.3_Missense_Mutation_p.E225GNM_002499 NP_002490 Q92859 NEO1_HUMANExtracellular (Potential).|Fibronectin type-III 2. 1GTTACGTGGGAAACACCAGTG0.438

- 17 1874LOC645752_uc010umq.1_Missense_Mutation_p.N17K|uc002bcw.1_5'Flank|uc002bcx.1_5'FlankNR_027024 0GCTCCAGCAGATTCACCTGAA0.622

+ 5 2017 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1GGAGGACTTCGAGGAGAACGC0.577

+ 9 1988WASH3P_uc002cdl.2_Missense_Mutation_p.K190Q|WASH3P_uc002cdk.2_RNA|WASH3P_uc002cdp.2_Missense_Mutation_p.K190Q|WASH3P_uc010bpo.2_RNA|WASH3P_uc002cdq.2_RNA|WASH3P_uc002cdr.2_RNANR_003659 0GCTGGAGAAGAAGCAGCAGAA0.662 rs141089280

- 3 506SPSB3_uc002cms.2_Missense_Mutation_p.P30L|SPSB3_uc002cmt.2_Missense_Mutation_p.P30L|SPSB3_uc002cmu.2_Missense_Mutation_p.P158L|SPSB3_uc002cmv.2_Missense_Mutation_p.P30L|SPSB3_uc010uvm.1_3'UTRNM_080861 NP_543137 Q6PJ21 SPSB3_HUMAN B30.2/SPRY. 0GCCGTAGACGGGAGAGGTCAT0.662

- 6 868PRSS22_uc002crz.1_Missense_Mutation_p.E158KNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CTGTTGCGCTCGGCACAGCCC0.721

- 15 3227_3228CREBBP_uc002cvw.2_Missense_Mutation_p.P970LNM_004380 NP_004371 Q92793 CBP_HUMAN 127CACCAGGATCGGGCTCAGTGTC0.599 rs144649776

- 13 4336GRIN2A_uc010uym.1_Missense_Mutation_p.G1263E|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GACCTGCTCCCCGGTGGCTGG0.522

+ 3 1212TMC5_uc010vaq.1_Missense_Mutation_p.H155Y|TMC5_uc002dgb.3_Missense_Mutation_p.H155Y|TMC5_uc010var.1_Missense_Mutation_p.H155YNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANExtracellular (Potential). 1ACATCCAGATCATTTTGGCTC0.493 rs148290322

+ 6 807PRKCB_uc002dme.2_Missense_Mutation_p.P204SNM_212535 NP_997700 P05771 KPCB_HUMAN C2. 9GATTCCCGATCCCAAAAGTGA0.423

+ 2 1614 NM_014699 NP_055514 O15015 ZN646_HUMAN 2CCACCAGCTCCCCTGCTGCTG0.602

+ 35 7605CHD9_uc002egy.2_Missense_Mutation_p.P2465S|CHD9_uc002ehc.2_Missense_Mutation_p.P2466S|CHD9_uc002ehf.2_Missense_Mutation_p.P1579S|CHD9_uc010cbw.2_Missense_Mutation_p.P547SNM_025134 NP_079410 Q3L8U1 CHD9_HUMANBinds A/T-rich DNA.p.I2481fs*71(1) 7TCAAGGAATTCCTGATACAGA0.388

- 13 1670CDH16_uc010cdy.2_Nonsense_Mutation_p.Q533*|CDH16_uc002eqm.2_Nonsense_Mutation_p.Q436*NM_004062 NP_004053 O75309 CAD16_HUMANExtracellular (Potential).|Cadherin 5. 3GCCACACTCTGCACCACCACC0.637

+ 1 2620PLEKHG4_uc002esp.3_5'UTR|PLEKHG4_uc002esq.3_Missense_Mutation_p.R29G|PLEKHG4_uc002esr.1_Missense_Mutation_p.R29G|PLEKHG4_uc010cef.2_Missense_Mutation_p.R29G|PLEKHG4_uc002ess.3_Missense_Mutation_p.R29G|PLEKHG4_uc010ceg.2_Missense_Mutation_p.R29GNM_015432 NP_056247 Q58EX7 PKHG4_HUMAN 2GTGCAGTTTCAGGGATGCCTG0.597

- 4 882RFWD3_uc010cgq.2_Missense_Mutation_p.P262SNM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3ACCTGTTTGGGGAGGGTCTTG0.279

- 35 5723PKD1L2_uc002fgf.1_5'UTR|PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANCytoplasmic (Potential). 3CAAGGCATAGGGGTCTGTGGA0.572

+ 3 462PLCG2_uc010chg.1_Missense_Mutation_p.F104INM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8TGGCACTCAGTTCGTCCTCAG0.498

- 13 1281CAMKK1_uc002fwu.2_Missense_Mutation_p.T396M|CAMKK1_uc002fwv.2_Missense_Mutation_p.T434MNM_172206 NP_757343 Q8N5S9 KKCC1_HUMANProtein kinase. 1CCCAATTCTCGTCTCGGGATT0.567

+ 2 992 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2TTCTTTGAACGGATCATGAAG0.542

- 3 617 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2CCCAGATTTTGGGTTGTGTCT0.393

+ 6 696MAP2K3_uc002gyt.2_Missense_Mutation_p.D115G|MAP2K3_uc002gyu.2_Missense_Mutation_p.D115GNM_145109 NP_659731 P46734 MP2K3_HUMANProtein kinase. 0GAGCTCATGGACACATCCTTG0.567

+ 30 4186SUPT6H_uc010crt.2_Missense_Mutation_p.H1366YNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN SH2. 3GGGCGAGAACCACCTGACAGT0.517

+ 1 1431LRRC37B_uc010wbx.1_Missense_Mutation_p.H392Y|LRRC37B_uc010csu.2_Missense_Mutation_p.H474YNM_052888 NP_443120 Q96QE4 LR37B_HUMANExtracellular (Potential). 2TAGAGCTCCTCATCCAGACCA0.522

+ 13 1263STARD3_uc010weh.1_RNA|STARD3_uc002hse.2_Missense_Mutation_p.R362Q|STARD3_uc010wei.1_Missense_Mutation_p.R380Q|STARD3_uc002hsf.2_Missense_Mutation_p.R246Q|STARD3_uc002hsg.2_Missense_Mutation_p.R213QNM_006804 NP_006795 Q14849 STAR3_HUMANSTART.|Cytoplasmic (Potential). 0AAATATGTCCGGTGAGCCTCA0.617 rs140920637

- 6 1050 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0CAGTAGTTACTCTCGGTCTCT0.522

- 10 3464BRCA1_uc010whp.1_Intron|BRCA1_uc010whl.1_Intron|BRCA1_uc010whm.1_Intron|BRCA1_uc002icp.3_Missense_Mutation_p.P1007S|BRCA1_uc002icu.2_Intron|BRCA1_uc010cyx.2_Missense_Mutation_p.P1031S|BRCA1_uc002ict.2_Missense_Mutation_p.P1078S|BRCA1_uc010whn.1_Intron|BRCA1_uc010who.1_Intron|BRCA1_uc010whq.1_Intron|BRCA1_uc002idc.1_Intron|BRCA1_uc010whr.1_Intron|BRCA1_uc002idd.2_Missense_Mutation_p.P1078S|BRCA1_uc002ide.1_Missense_Mutation_p.P909S|BRCA1_uc010cyy.1_Missense_Mutation_p.P1078S|BRCA1_uc010whs.1_Missense_Mutation_p.P1078S|BRCA1_uc010cyz.2_Missense_Mutation_p.P1031S|BRCA1_uc010cza.2_Missense_Mutation_p.P1052S|BRCA1_uc010wht.1_Missense_Mutation_p.P782SNM_007294 NP_009225 P38398 BRCA1_HUMAN 52TTCAATTTTGGCCCTCTGTTT0.373

+ 20 3131DHX8_uc010wig.1_Missense_Mutation_p.R1020GNM_004941 NP_004932 Q14562 DHX8_HUMAN 4CGTCTTCTATAGGCCCAAGGT0.473

+ 17 2226FMNL1_uc002iiq.2_Missense_Mutation_p.D254N|FMNL1_uc010dag.2_RNANM_005892 NP_005883 O95466 FMNL_HUMAN FH2. 1AGACATGAGTGATTTTGAGGA0.597

+ 6 1241CACNA1G_uc002iri.1_Missense_Mutation_p.G290E|CACNA1G_uc002irj.1_Missense_Mutation_p.G290E|CACNA1G_uc002irl.1_Missense_Mutation_p.G290E|CACNA1G_uc002irm.1_Missense_Mutation_p.G290E|CACNA1G_uc002irn.1_Missense_Mutation_p.G290E|CACNA1G_uc002iro.1_Missense_Mutation_p.G290E|CACNA1G_uc002irp.1_Missense_Mutation_p.G290E|CACNA1G_uc002irq.1_Missense_Mutation_p.G290E|CACNA1G_uc002irr.1_Missense_Mutation_p.G290E|CACNA1G_uc002irs.1_Missense_Mutation_p.G290E|CACNA1G_uc002irt.1_Missense_Mutation_p.G290E|CACNA1G_uc002irv.1_Missense_Mutation_p.G290E|CACNA1G_uc002irw.1_Missense_Mutation_p.G290E|CACNA1G_uc002iru.1_Missense_Mutation_p.G290E|CACNA1G_uc002irx.1_Missense_Mutation_p.G203E|CACNA1G_uc002iry.1_Missense_Mutation_p.G203E|CACNA1G_uc002irz.1_Missense_Mutation_p.G203E|CACNA1G_uc002isa.1_Missense_Mutation_p.G203E|CACNA1G_uc002isb.1_Missense_Mutation_p.G203E|CACNA1G_uc002isc.1_Missense_Mutation_p.G203E|CACNA1G_uc002isd.1_Missense_Mutation_p.G203E|CACNA1G_uc002ise.1_Missense_Mutation_p.G203E|CACNA1G_uc002isf.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANExtracellular (Potential).|Poly-Gly.|I. 1ACGCTGCGCGGGGACGGGGGC0.617

- 13 1728SPAG9_uc002itb.2_Missense_Mutation_p.E493K|SPAG9_uc002itd.2_Missense_Mutation_p.E493K|SPAG9_uc002itf.2_Missense_Mutation_p.E328K|SPAG9_uc002ita.2_Missense_Mutation_p.E350K|SPAG9_uc002ite.2_Missense_Mutation_p.E337KNM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5CGGGCCATTTCTACTCTAGTA0.413

- 2 553SPAG9_uc002itb.2_Missense_Mutation_p.K115R|SPAG9_uc002itd.2_Missense_Mutation_p.K115R|SPAG9_uc002itf.2_5'UTRNM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5CTGTAAGTCCTTTTTTTCCTG0.313

+ 1 259MSX2P1_uc002ivn.2_5'FlankNM_012374 NP_036506 Q15615 OR4D1_HUMANExtracellular (Potential). 1GGACTTCCTCCATGAGACCAA0.512

- 4 732_733FBF1_uc002jqa.1_RNA|MRPL38_uc002jpz.1_RNANM_032478 NP_115867 Q96DV4 RM38_HUMAN 1AGGGGGACTCGGGGCACAAAGG0.609

+ 4 688TMC6_uc002jul.1_5'UTR|TMC8_uc010dhh.1_Silent_p.R164R|TMC8_uc002juq.2_5'UTR|TMC8_uc010wtr.1_5'FlankNM_152468 NP_689681 Q8IU68 TMC8_HUMANCytoplasmic (Potential). 0CAGGCCTCTTCGGCACAGGAA0.692

- 9 1633CDH2_uc010xbn.1_Missense_Mutation_p.P361SNM_001792 NP_001783 P19022 CADH2_HUMANExtracellular (Potential).|Cadherin 3. 4CTGTTCTCAGGAACTTCACCA0.483

- 5 416CCDC68_uc002lft.2_Missense_Mutation_p.D82NNM_001143829 NP_001137301 Q9H2F9 CCD68_HUMAN 1CAAGAAGGATCCATTTCAGAA0.358 rs148275303

- 8 1221NETO1_uc002lkx.1_Missense_Mutation_p.G312R|NETO1_uc002lky.1_Missense_Mutation_p.G313RNM_138966 NP_620416 Q8TDF5 NETO1_HUMANLDL-receptor class A.|Extracellular (Potential). 4TTCTGGAGTCCATTGCAGACC0.388

- 1 204SLC25A41_uc010dut.2_5'UTRNM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 TTCCAggatgggggtggaggc0.408

+ 8 1155CLEC4M_uc010xjw.1_Missense_Mutation_p.A302V|CLEC4M_uc010dvt.2_Missense_Mutation_p.A323V|CLEC4M_uc010dvs.2_Missense_Mutation_p.A345V|CLEC4M_uc010xjx.1_Missense_Mutation_p.A318V|CLEC4M_uc002mhz.2_3'UTR|CLEC4M_uc002mic.2_3'UTR|CLEC4M_uc002mia.2_Missense_Mutation_p.A233VNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMANExtracellular (Probable).|C-type lectin. 1GAAGACTGTGCGGAATTTAGT0.512

- 4 416ADAMTS10_uc002mkk.1_5'UTRNM_030957 NP_112219 Q9H324 ATS10_HUMAN 4CCGTTGTGGTCCACGCGGGTG0.662

- 3 25754 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CCAAAAGGTTGTTGTTGAGGT0.502

- 25 2545DNMT1_uc010xlc.1_Missense_Mutation_p.G805W|DNMT1_uc002mnh.2_Missense_Mutation_p.G684W|DNMT1_uc010xld.1_Missense_Mutation_p.G789WNM_001379 NP_001370 P26358 DNMT1_HUMAN BAH 1. 6AACATCTGCCCGTTGCTGCTG0.582

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

+ 4 1602ZNF844_uc010dym.1_Missense_Mutation_p.F330LNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GCCTTCATTTTTTCCACTTCC0.448



- 2 268ZNF709_uc002mtw.3_Missense_Mutation_p.T4I|ZNF709_uc002mtx.3_Missense_Mutation_p.T36INM_152601 NP_689814 Q8N972 ZN709_HUMAN KRAB. 0GTTAACAAAGGTTTCTTGCAT0.438

- 5 841 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 3. 0ATATGGTTTCGAAAGGAAAAG0.423

- 20 3316NOTCH3_uc002nao.1_Missense_Mutation_p.H1028QNM_000435 NP_000426 Q9UM47 NOTC3_HUMANExtracellular (Potential).|EGF-like 27. 21CCTGCTCACAGTGGCTACCAG0.657

+ 10 2692NWD1_uc002net.3_Missense_Mutation_p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S551FQ149M9 NWD1_HUMAN 7AGCTGGATTTCCTGCCGGGGC0.597

+ 5 1319ZNF431_uc010ecq.2_Missense_Mutation_p.K300T|ZNF431_uc010ecr.2_Missense_Mutation_p.K392TNM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 8. 2ACTAAACATAAAAGAATTCAT0.348

- 1 667LGI4_uc002nxy.1_Intron|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_Missense_Mutation_p.G25RNM_139284 NP_644813 Q8N135 LGI4_HUMAN 1GGACACTTTCCCTTTGGGGGT0.682

- 6 2557ZNF569_uc002ogh.2_Missense_Mutation_p.C508R|ZNF569_uc002ogj.2_Missense_Mutation_p.C691RNM_152484 NP_689697 Q5MCW4 ZN569_HUMANC2H2-type 18. 3GCCTTGCCACACTCAATACAG0.413

- 4 1888uc002ogm.2_Intron|uc002ogn.2_Intron|ZNF540_uc002ogo.2_Intron|ZNF540_uc002ogp.2_Intron|ZNF540_uc002ogq.2_Intron|ZNF571_uc002ogr.1_Intron|uc002ogs.1_5'Flank|ZNF571_uc010efp.2_Missense_Mutation_p.R596TNM_016536 NP_057620 Q7Z3V5 ZN571_HUMANC2H2-type 17. 0TGAAGGACATCTAAAGTCTTT0.373

+ 14 1443SHKBP1_uc002ooc.2_Missense_Mutation_p.I440T|SHKBP1_uc002ood.2_Missense_Mutation_p.I465T|SHKBP1_uc010xvl.1_Missense_Mutation_p.I388T|SHKBP1_uc002ooe.2_Missense_Mutation_p.I302T|SHKBP1_uc002oof.2_Missense_Mutation_p.I302T|SHKBP1_uc010xvm.1_Missense_Mutation_p.I245T|SHKBP1_uc010xvn.1_Missense_Mutation_p.I343TNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 4. 2CGCGGCATGATTTCCACCCAG0.612

- 7 1144CARD8_uc002pii.3_Missense_Mutation_p.K383N|CARD8_uc002pid.1_5'Flank|CARD8_uc010xzi.1_Missense_Mutation_p.K278N|CARD8_uc010els.2_Intron|CARD8_uc010xzj.1_Missense_Mutation_p.K383N|CARD8_uc010xzk.1_Missense_Mutation_p.K302N|CARD8_uc002pif.3_Missense_Mutation_p.K277N|CARD8_uc002pig.3_Missense_Mutation_p.K108N|CARD8_uc002pih.3_Missense_Mutation_p.K333N|CARD8_uc010xzl.1_Missense_Mutation_p.K333N|CARD8_uc010xzm.1_Missense_Mutation_p.K383NNM_014959 NP_055774 Q9Y2G2 CARD8_HUMAN 0TGGGCATTACTTTCAGGTTAG0.418

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0ACATGCCATCGTAGATGTCAC0.433

+ 4 1386ZNF845_uc010ydw.1_Missense_Mutation_p.M423INM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TCAGTCAGATGTCATCCCTTG0.413

+ 5 763LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.S194LNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 2.|Extracellular (Potential). 3CGCAGGTGGTCGTACAGGTGC0.572 rs151320443

+ 11 1707LILRB1_uc010erp.1_Missense_Mutation_p.G71E|LILRB1_uc002qgl.2_Missense_Mutation_p.G456E|LILRB1_uc002qgk.2_Missense_Mutation_p.G457E|LILRB1_uc002qgm.2_Missense_Mutation_p.G457E|LILRB1_uc010erq.2_Missense_Mutation_p.G440E|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANExtracellular (Potential). 3CAAGGTCTGGGAAGGCACCTG0.308

+ 3 301FCAR_uc002qhq.2_Missense_Mutation_p.S35L|FCAR_uc002qhs.1_RNA|FCAR_uc002qht.1_Missense_Mutation_p.S8L|FCAR_uc010esi.1_Missense_Mutation_p.S8L|FCAR_uc002qhu.1_Missense_Mutation_p.S35L|FCAR_uc002qhv.1_Missense_Mutation_p.S35L|FCAR_uc002qhw.1_Missense_Mutation_p.S23L|FCAR_uc002qhx.1_Missense_Mutation_p.S23L|FCAR_uc002qhy.1_Missense_Mutation_p.S23L|FCAR_uc002qhz.1_Missense_Mutation_p.S23L|FCAR_uc002qia.1_IntronNM_002000 NP_001991 P24071 FCAR_HUMANExtracellular (Potential). 2TCTGCCAAATCGAGTCCTGTG0.498

+ 6 613NLRP2_uc010yfp.1_Missense_Mutation_p.P153L|NLRP2_uc010esn.2_Missense_Mutation_p.P152L|NLRP2_uc010eso.2_Missense_Mutation_p.P173L|NLRP2_uc010esp.2_Missense_Mutation_p.P154LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2AAGAGCTGGCCTGGAGATAGC0.512

+ 17 2241_2242BRSK1_uc002qkf.2_Missense_Mutation_p.S671F|BRSK1_uc002qkh.2_Missense_Mutation_p.S350FNM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6GGCGGCCCCTCCGTCTTCCAAA0.639

+ 10 3184NLRP8_uc010etg.2_Missense_Mutation_p.G1019ENM_176811 NP_789781 Q86W28 NALP8_HUMAN 13GACTTCACGGGAAAAAGTGAC0.512

+ 8 1520 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMANAntistasin-like 1.|Extracellular (Potential). 3AATGGTTGTCGGACCTGTCAG0.398

- 31 3342LRPPRC_uc010yob.1_Missense_Mutation_p.T995NNM_133259 NP_573566 P42704 LPPRC_HUMAN PPR 16. 3CTTGATGTGGGTCTCCGCGCT0.428

+ 18 1926 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANCytoplasmic (Potential).|Pro-rich. 4 ctgccctcccccgccccccag 0.109

+ 7 1806ARID5A_uc010yuq.1_Missense_Mutation_p.P517Q|ARID5A_uc002swf.2_Missense_Mutation_p.P405Q|ARID5A_uc002swg.2_Missense_Mutation_p.P517QNM_212481 NP_997646 Q03989 ARI5A_HUMAN 0AGACTTTGCCCGGCCTCATCT0.642

- 6 1623ST6GAL2_uc002tdr.2_Missense_Mutation_p.D502NNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11CGATGCAAATCCCCCTGCGTG0.592

+ 3 533FBLN7_uc002thn.2_Missense_Mutation_p.A88T|FBLN7_uc010fki.1_Missense_Mutation_p.A88T|FBLN7_uc010fkj.1_Missense_Mutation_p.A88TNM_153214 NP_694946 Q53RD9 FBLN7_HUMAN Sushi. 2GAACACCCCCGCAGACGGCAG0.542

+ 17 3241PSD4_uc002tjd.2_Missense_Mutation_p.S640C|PSD4_uc002tje.2_Missense_Mutation_p.S990C|PSD4_uc002tjf.2_Missense_Mutation_p.S641C|PSD4_uc002tjg.2_Missense_Mutation_p.S186C|PSD4_uc010yxs.1_Missense_Mutation_p.S250C|PSD4_uc002tjh.2_Missense_Mutation_p.S207CNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2GTCCCACTCGAGCCCGTCCCT0.632

+ 3 731CNTNAP5_uc010flu.2_Missense_Mutation_p.E123KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANF5/8 type C.|Extracellular (Potential). 10GTACAAACAAGAAGACAGCAT0.453

- 17 2777 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5ACACGCAGCTCGTTGTAGAAG0.572

+ 10 2302THSD7B_uc010zbj.1_Intron|THSD7B_uc002tvb.2_Missense_Mutation_p.R658WNM_001080427 NP_001073896 7TCCTGTATATCGGCAAGTAGT0.373

- 8 1118 NM_004688 NP_004679 Q13287 NMI_HUMAN 0TTGAATGCCTTCCATTCCTGT0.353

- 54 7621 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 66. 20GCTACTCACATCACTCCTATT0.299

+ 11 1079DYNC1I2_uc002uhc.2_Missense_Mutation_p.A279V|DYNC1I2_uc002uhb.1_Missense_Mutation_p.A279V|DYNC1I2_uc010zds.1_Missense_Mutation_p.A297V|DYNC1I2_uc002uhd.1_Missense_Mutation_p.A299V|DYNC1I2_uc002uhe.1_Missense_Mutation_p.A305V|DYNC1I2_uc002uhf.1_Missense_Mutation_p.A279V|DYNC1I2_uc010zdt.1_Missense_Mutation_p.A297V|DYNC1I2_uc002uhg.1_Missense_Mutation_p.A220V|DYNC1I2_uc010zdu.1_Missense_Mutation_p.A28VNM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1AATGAAGATGCCCCTCATGAG0.398

+ 11 1081DYNC1I2_uc002uhc.2_Missense_Mutation_p.P280S|DYNC1I2_uc002uhb.1_Missense_Mutation_p.P280S|DYNC1I2_uc010zds.1_Missense_Mutation_p.P298S|DYNC1I2_uc002uhd.1_Missense_Mutation_p.P300S|DYNC1I2_uc002uhe.1_Missense_Mutation_p.P306S|DYNC1I2_uc002uhf.1_Missense_Mutation_p.P280S|DYNC1I2_uc010zdt.1_Missense_Mutation_p.P298S|DYNC1I2_uc002uhg.1_Missense_Mutation_p.P221S|DYNC1I2_uc010zdu.1_Missense_Mutation_p.P29SNM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1TGAAGATGCCCCTCATGAGCC0.403

- 301 90916uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P23926L|TTN_uc010zfi.1_Missense_Mutation_p.P23859L|TTN_uc010zfj.1_Missense_Mutation_p.P23734LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGCCCTTCTGGACTGTTGGG0.507

- 42 10108TTN_uc010zfh.1_Missense_Mutation_p.T3249M|TTN_uc010zfi.1_Missense_Mutation_p.T3249M|TTN_uc010zfj.1_Missense_Mutation_p.T3249M|TTN_uc002umz.1_5'Flank|TTN_uc002unb.2_Missense_Mutation_p.T3295MNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TAGCAAAAGCGTGTATTCTTG0.468

- 6 1060TTN_uc010zfg.1_Missense_Mutation_p.R279W|TTN_uc010zfh.1_Missense_Mutation_p.R279W|TTN_uc010zfi.1_Missense_Mutation_p.R279W|TTN_uc010zfj.1_Missense_Mutation_p.R279W|TTN_uc002unb.2_Missense_Mutation_p.R279WQ8WZ42 TITIN_HUMAN 153GACTGCTGCCGAGCCAGCTGT0.587 rs138060032

- 62 11626DNAH7_uc002uti.3_Missense_Mutation_p.P325LNM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12TTTAAGGCTTGGGTAGGATTT0.398

- 35 5758 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12AAACGTATTTCGAGTTCGATC0.358 rs13034775

+ 14 1368AOX1_uc010zhf.1_5'UTR|AOX1_uc010fsu.2_5'UTRNM_001159 NP_001150 Q06278 ADO_HUMAN 6CTTTCAGTGGGAATTTGTGTC0.483

+ 31 5155NBEAL1_uc002uzs.3_Nonsense_Mutation_p.Q318*NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2GATTGAAAATCAGGATGAAGC0.393

+ 55 8392NBEAL1_uc002uzs.3_Missense_Mutation_p.E1328K|NBEAL1_uc002uzu.2_Missense_Mutation_p.E182KNM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2TGGAGAAACTGAATATAATAC0.378

- 8 1272IKZF2_uc010fuu.2_Missense_Mutation_p.I223N|IKZF2_uc002vej.2_Missense_Mutation_p.I315N|IKZF2_uc002vek.2_RNA|IKZF2_uc010fuv.2_Missense_Mutation_p.I294N|IKZF2_uc002vel.2_Missense_Mutation_p.I289N|IKZF2_uc010fuw.2_Missense_Mutation_p.I142N|IKZF2_uc010fux.2_Missense_Mutation_p.I142N|IKZF2_uc010fuy.2_Missense_Mutation_p.I296N|IKZF2_uc002ven.2_Missense_Mutation_p.I342N|IKZF2_uc002vei.2_Missense_Mutation_p.I146NNM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0TTCCCTGCTAATGGGTCTTTC0.502

- 4 1470CHPF_uc010zlh.1_Missense_Mutation_p.R253CNM_024536 NP_078812 Q8IZ52 CHSS2_HUMANLumenal (Potential). 0TCAGCCCCACGCAGTGGGCAG0.672

+ 1 1058 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1AGCCTGGTGGGAAGCGTCAGC0.662

- 9 4402COL6A3_uc002vwo.2_Missense_Mutation_p.A1167T|COL6A3_uc010znj.1_Missense_Mutation_p.A766T|COL6A3_uc002vwq.2_Missense_Mutation_p.A1167T|COL6A3_uc002vwr.2_Missense_Mutation_p.A966TNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 7.|Nonhelical region. 18TCCTGGTCTGCGTTCCTGGCG0.607 rs112181324

- 1 263SIRPB2_uc002wfh.3_Missense_Mutation_p.A12V|SIRPB2_uc010zpr.1_5'UTRNM_001122962 NP_001116434 Q5JXA9 SIRB2_HUMAN 0AGGCAAGTGGGCCAGGCAGGT0.622

+ 11 1051MACROD2_uc002wot.2_Missense_Mutation_p.P263S|MACROD2_uc002woz.2_Missense_Mutation_p.P28S|MACROD2_uc002wpb.2_Missense_Mutation_p.P28SNM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0TGAGAACGGTCCAGAGGAGAA0.413



- 1 157 NM_001322 NP_001313 P09228 CYTT_HUMAN 0ACAAAGTGAAGGGCACGCTGT0.592

- 2 337 NM_001080472 NP_001073941 Q8N6M3 FITM2_HUMANCytoplasmic (Potential). 2ATGGTAGTTGGTGAGGGCAAT0.567

- 7 761 NM_002772 NP_002763 P98073 ENTK_HUMANExtracellular (Potential).|CUB 1. 8GAAGGTTTTGGATAATGAGTA0.368

+ 3 359BACH1_uc002ynk.2_Missense_Mutation_p.K82Q|BACH1_uc002ynl.2_RNANM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2GGTGACAGTTAAAGGATTTGA0.318

- 1 610 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN1.|6 X 10 AA repeats of Y-[ILR]-[SVPC]- [NRTS]-[SNTG]-X-[QHRP]-[PSY]-[QSL]-[SRK].0GCAGCTGTTGGAAATATAACA0.418

- 21 4197DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 4.|Extracellular (Potential). 11CTCAGGTTGGGAATTCTGTAG0.488

+ 21 2720C21orf33_uc002zec.3_5'Flank|C21orf33_uc002zed.3_5'FlankNM_005049 NP_005040 Q15269 PWP2_HUMAN 1CTAGCAGTTTCCAAGCAGCGG0.577

+ 15 2305TRPM2_uc002zeu.1_Missense_Mutation_p.E698K|TRPM2_uc002zew.1_Missense_Mutation_p.E698K|TRPM2_uc010gpt.1_Missense_Mutation_p.E698K|TRPM2_uc002zex.1_Missense_Mutation_p.E484K|TRPM2_uc002zey.1_Missense_Mutation_p.E211KNM_003307 NP_003298 O94759 TRPM2_HUMANCytoplasmic (Potential). 3CCGGAAGGACGAAGAGAGAGC0.627 rs150593294

+ 9 1143SLC25A18_uc010gqx.2_Missense_Mutation_p.G217S|SLC25A18_uc002zmq.1_Missense_Mutation_p.G217SNM_031481 NP_113669 Q9H1K4 GHC2_HUMAN 0CGAGCTCGCCGGTAAGGCGTC0.527

- 2 702GNB1L_uc002zqd.1_Intron|GNB1L_uc002zqe.1_Intron|GNB1L_uc002zqf.1_Intron|C22orf29_uc002zqh.2_Missense_Mutation_p.P35S|C22orf29_uc002zqi.2_Missense_Mutation_p.P35S|C22orf29_uc010grt.1_IntronNM_024627 NP_078903 Q7L3V2 CV029_HUMAN 0GCCACCCCAGGAGACGCCTTG0.637

- 4 826LOC96610_uc011aim.1_IntronNM_080764 NP_542942 Q86YH2 Z280B_HUMAN 2GGTTTCTTGTATGTTCTTCTG0.413

- 13 2507TFIP11_uc003acq.2_Missense_Mutation_p.M70I|TFIP11_uc003acs.2_Missense_Mutation_p.M711I|TFIP11_uc003act.2_Missense_Mutation_p.M711I|uc003acu.1_RNANM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0CCGCCCGGTTCATGATATCAA0.463

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

- 4 1082 NM_015715 NP_056530 Q9NZ20 PA2G3_HUMAN 0GGGGCGCTTGGACCCTTTCTG0.672

- 10 1490PLA2G6_uc003auz.1_Nonsense_Mutation_p.Q398*|PLA2G6_uc003ava.1_Nonsense_Mutation_p.Q452*|PLA2G6_uc003avb.2_Nonsense_Mutation_p.Q398*|PLA2G6_uc010gxk.1_RNANM_003560 NP_003551 O60733 PA2G6_HUMAN 1ATGAGATCCTGTAGTTCTGTG0.617

+ 4 1254 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1GTGCTGCCCCCCGTGGAGCCC0.657

+ 41 5683ITPR1_uc010hca.1_Nonsense_Mutation_p.R1764*|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Nonsense_Mutation_p.R749*NM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21ATCCAGTGACCGAGTGTTCCA0.547

+ 11 1475CNOT10_uc011axi.1_Missense_Mutation_p.S179F|CNOT10_uc003cfd.1_Missense_Mutation_p.S406F|CNOT10_uc003cfe.1_Missense_Mutation_p.S407F|CNOT10_uc010hfv.1_RNA|CNOT10_uc011axj.1_Missense_Mutation_p.S467F|CNOT10_uc010hfw.1_Missense_Mutation_p.S102FNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2TTGTAGACTTCTGAACAAGAA0.313

+ 3 847LZTFL1_uc003coy.1_Intron|LZTFL1_uc011bak.1_Intron|CCR9_uc010hiv.1_Missense_Mutation_p.M218I|CCR9_uc003cpa.1_Missense_Mutation_p.M218INM_031200 NP_112477 P51686 CCR9_HUMANHelical; Name=5; (Potential). 3TCGTGGTCATGGCTTGCTGCT0.493

- 14 1700CDC25A_uc003csi.1_Nonsense_Mutation_p.R406*NM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. 5TCTCTCTCTCTCACATACCGG0.507

- 16 2140PBRM1_uc003dex.2_RNA|PBRM1_uc003deq.2_Nonsense_Mutation_p.R710*|PBRM1_uc003der.2_Nonsense_Mutation_p.R678*|PBRM1_uc003det.2_Nonsense_Mutation_p.R725*|PBRM1_uc003deu.2_Nonsense_Mutation_p.R725*|PBRM1_uc003dev.2_RNA|PBRM1_uc003dew.2_Nonsense_Mutation_p.R710*|PBRM1_uc010hmk.1_Nonsense_Mutation_p.R710*|PBRM1_uc003dey.2_Nonsense_Mutation_p.R710*|PBRM1_uc003dez.1_Nonsense_Mutation_p.R710*|PBRM1_uc003dfb.1_Nonsense_Mutation_p.R623*|PBRM1_uc003dfa.1_Nonsense_Mutation_p.R56*|PBRM1_uc003dfc.2_Nonsense_Mutation_p.R77*NM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 5. p.R710fs*13(1) 140ATGTGACTTCGAATTTTTTCC0.438

+ 3 358PRKCD_uc003dgm.2_Missense_Mutation_p.A2V|PRKCD_uc003dgn.2_Missense_Mutation_p.A2VNM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9CCCACCATGGCGCCGTTCCTG0.687

- 7 868ACTR8_uc003dhb.2_Missense_Mutation_p.A20V|ACTR8_uc003dhc.2_Missense_Mutation_p.A159VNM_022899 NP_075050 Q9H981 ARP8_HUMAN 2TCCATAGGTGGCACACACAGA0.493

- 23 4446C3orf63_uc003dib.3_Missense_Mutation_p.D568N|C3orf63_uc003dic.3_Missense_Mutation_p.D1073N|C3orf63_uc003die.3_3'UTRNM_015224 NP_056039 Q9UK61 CC063_HUMAN 5TCCCCTGAATCCAGAGACATA0.338

- 12 1553C3orf67_uc003dks.1_Missense_Mutation_p.K197E|uc003dku.1_Intron|C3orf67_uc003dkv.1_Missense_Mutation_p.K197E|C3orf67_uc003dkw.2_Missense_Mutation_p.K277ENM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0TTATCCTCTTTTAGATCCAAA0.438 rs144152554

+ 5 1365ROBO2_uc003dpz.2_Missense_Mutation_p.A241V|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.A241VNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANIg-like C2-type 3.|Extracellular (Potential). 11GAGGAAGAAGCTGTAGAATTT0.403

- 3 1133 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0CCATAGGATGGATCCAGGGCA0.473

- 6 492RPL24_uc003dvi.1_3'UTRNM_000986 NP_000977 P83731 RL24_HUMAN 0AACTCGGGGAGCTGAAACTTT0.358 rs1804331

+ 9 2863PHLDB2_uc003dyc.2_Nonsense_Mutation_p.K802*|PHLDB2_uc003dyd.2_Nonsense_Mutation_p.K775*|PHLDB2_uc003dyg.2_Nonsense_Mutation_p.K818*|PHLDB2_uc003dyh.2_Nonsense_Mutation_p.K775*|PHLDB2_uc003dyi.2_Nonsense_Mutation_p.K404*NM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN 6CTCTGGGGGGAAAGGGTTTCC0.368

+ 18 4100PHLDB2_uc003dyc.2_Missense_Mutation_p.S1214L|PHLDB2_uc003dyd.2_Missense_Mutation_p.S1187L|PHLDB2_uc003dyg.2_Missense_Mutation_p.S1230L|PHLDB2_uc003dyh.2_Missense_Mutation_p.S1187L|PHLDB2_uc003dyi.2_Missense_Mutation_p.S721L|PHLDB2_uc003dyj.2_Missense_Mutation_p.S285LNM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN PH. 6GTAGCCCCATCGCCAGAAGCC0.423

+ 13 2737BOC_uc003dzy.2_Missense_Mutation_p.G706S|BOC_uc003dzz.2_Missense_Mutation_p.G707S|BOC_uc003eab.2_Missense_Mutation_p.G407S|BOC_uc003eac.2_Missense_Mutation_p.G21SNM_033254 NP_150279 Q9BWV1 BOC_HUMANExtracellular (Potential). 6GGGCTACAGCGGTCGCGTGTA0.622

+ 14 2857TF_uc011blt.1_Missense_Mutation_p.W250R|TF_uc003epw.1_Intron|TF_uc003epv.1_Missense_Mutation_p.W377RNM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 2. 2GTGTGATGAGTGGAGTGTTAA0.507

- 13 2043SLCO2A1_uc003eqb.3_Missense_Mutation_p.R514KNM_005630 NP_005621 Q92959 SO2A1_HUMANExtracellular (Potential). 1GGCCCCTCGCCTCCCCAAGCA0.607

- 4 1891 NM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 2. 13TGTAATATTCTTAATGTGCCA0.413

- 17 2090DHX36_uc010hvq.2_Missense_Mutation_p.S656F|DHX36_uc003ezz.3_Missense_Mutation_p.S670FNM_020865 NP_065916 Q9H2U1 DHX36_HUMAN 1GTGTCTTATGGAGAGTAACAC0.338

- 6 1091PLCH1_uc011boj.1_Missense_Mutation_p.V272L|PLCH1_uc011bol.1_Missense_Mutation_p.V254LNM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4ATGCCAAGAACATTTTTCACC0.289

- 14 2231WDR49_uc003feu.1_Missense_Mutation_p.E467A|WDR49_uc011bpd.1_Missense_Mutation_p.E607A|WDR49_uc003few.1_IntronNM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3TTCCTCTGGTTCTTTCCTAAA0.433

- 7 998CCDC39_uc003fkn.2_RNANM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4TGATATGCCGTTCTACATTTT0.358

+ 4 749_750MAP3K13_uc011brt.1_Intron|MAP3K13_uc003fph.3_5'UTR|MAP3K13_uc011bru.1_Nonsense_Mutation_p.17_18WE>*K|MAP3K13_uc003fpi.2_Nonsense_Mutation_p.161_162WE>*K|MAP3K13_uc010hyg.2_IntronNM_004721 NP_004712 O43283 M3K13_HUMAN 3TAGATACTTGGGAAGTGCCATT0.525

+ 8 978ZCCHC4_uc003grn.3_Nonsense_Mutation_p.W80*NM_024936 NP_079212 Q9H5U6 ZCHC4_HUMAN 2CCATTTTCTGGATTTTCCCCT0.338

- 31 3141ATP8A1_uc003gwq.2_Missense_Mutation_p.G196E|ATP8A1_uc003gws.2_Missense_Mutation_p.G955ENM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMANExtracellular (Potential). 3TTTCCCATTTCCAAATGCAGT0.398

+ 4 745 NM_001080476 NP_001073945 A8MXD5 GRCR1_HUMAN 1TGGCTTTCTTCCATGCTCCGT0.478

- 8 1149USP46_uc003gzm.3_Missense_Mutation_p.G315S|USP46_uc011bzr.1_Missense_Mutation_p.G299S|USP46_uc011bzs.1_Missense_Mutation_p.G206SNM_022832 NP_073743 P62068 UBP46_HUMAN 1AGCCAGAAGCCGTGACTTTTC0.363

- 3 735PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.P64L|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4CTCTGGGGAGGGAGCCGTGGC0.607

- 1 348UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2TTTTATAACTGATTGCCAGGT0.348

- 2 833UGT2B4_uc011cap.1_Nonsense_Mutation_p.W126*|UGT2B4_uc003hel.3_Nonsense_Mutation_p.W262*NM_021139 NP_066962 P06133 UD2B4_HUMAN 2ATTGAAAATCCCAGTAGTTTC0.423

+ 2 331 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANExtracellular (Potential). 1GTCTGTTTCTCTTCCGACAAA0.473



+ 13 1911MTTP_uc011cej.1_Missense_Mutation_p.P579LNM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4AATAACAATCCATCCTACATG0.413

+ 1 3292PCDH10_uc003igz.2_Missense_Mutation_p.Q822HNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCytoplasmic (Potential). 2ACTGCTATCAGGTATGCCTGA0.602

+ 7 691IL15_uc003iit.2_Missense_Mutation_p.H108Y|IL15_uc010iol.2_RNA|IL15_uc003iiu.2_RNANM_000585 NP_000576 P40933 IL15_HUMAN 0TGCAAGTATTCATGATACAGT0.363

+ 2 1033EDNRA_uc011cid.1_Intron|EDNRA_uc010ipe.1_Missense_Mutation_p.G114D|EDNRA_uc010ipf.1_RNA|EDNRA_uc010ipg.1_Missense_Mutation_p.G114DNM_001957 NP_001948 P25101 EDNRA_HUMANHelical; Name=2; (Potential). 2ATGAGGAATGGCCCCAACGCG0.423

+ 6 1619TRIM2_uc003inh.2_Missense_Mutation_p.I500SNM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN NHL 1. 1GACGATTTGATCTTTCGAGTG0.537

+ 5 1359ADAM29_uc003iud.2_Missense_Mutation_p.N230T|ADAM29_uc010irr.2_Missense_Mutation_p.N230T|ADAM29_uc011cki.1_Missense_Mutation_p.N230TNM_014269 NP_055084 Q9UKF5 ADA29_HUMANPeptidase M12B.|Extracellular (Potential). 16GTTATTGTTAATATAGTGGAT0.333

- 7 1129TRIML2_uc003izj.1_Missense_Mutation_p.G193R|TRIML2_uc003izk.1_Missense_Mutation_p.G173R|TRIML2_uc011cle.1_Missense_Mutation_p.G440RNM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN B30.2/SPRY. 2CTTGTGTCTCCATTTGGGATA0.458

+ 4 396AHRR_uc003jaw.2_Missense_Mutation_p.L114M|AHRR_uc010isy.2_Intron|AHRR_uc010isz.2_Missense_Mutation_p.L114MNM_020731 NP_065782 A9YTQ3 AHRR_HUMAN PAS. 2GGAGGGAAGGCTGCTGTTGGA0.632

+ 3 349TRIO_uc003jfg.2_RNA|TRIO_uc011cna.1_Missense_Mutation_p.P66SNM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18AGCCTGTATTCCCAGGTAAGT0.453

+ 2 451CDH6_uc003jhd.1_Missense_Mutation_p.G42ENM_004932 NP_004923 P55285 CADH6_HUMAN p.G42A(1) 7GAGCTCTCTGGAAACAGCAAA0.493

+ 10 1366 NM_032637 NP_116026 Q13309 SKP2_HUMAN 4 ATCTGTATTTTTGTATGTGAT0.328

- 10 1549C6_uc003jml.1_Nonsense_Mutation_p.G447*NM_000065 NP_000056 P13671 CO6_HUMAN MACPF. 7TCACTCCTTCCACCTCGAATC0.418

- 3 580EMB_uc003jol.2_Missense_Mutation_p.E42K|EMB_uc011cpy.1_Missense_Mutation_p.E61K|EMB_uc010ivr.2_IntronNM_198449 NP_940851 Q6PCB8 EMB_HUMANExtracellular (Potential).|Ig-like V-type 1. 0TAATTATTCTCAAGTTGTTCA0.368

+ 17 3393BDP1_uc003kbn.1_Missense_Mutation_p.V1044I|BDP1_uc003kbo.2_Missense_Mutation_p.V1044INM_018429 NP_060899 A6H8Y1 BDP1_HUMAN5.|9 X 55 AA repeats of G-R-R-X-I-S-P-X-E-N- G-X-E-E-V-K-P-X-X-E-M-E-T-D-L-K-X-T-G-R- E-X-X-X-R-E-K-T-X-E-X-X-D-A-X-E-E-I-D-X- D-L-E-E-T.2TGAAAGAGAAGTATCCCCACA0.458

- 3 321C5orf36_uc003kkp.2_Missense_Mutation_p.P22SNM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0AAGTCTCCAGGAAATGAGTTT0.308

+ 4 381FAM81B_uc010jbe.1_5'UTRNM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2ACCCAGAGAGGTCAGCTAGAA0.502

+ 11 2530PHF15_uc011cxt.1_Missense_Mutation_p.R828H|PHF15_uc003kzk.2_Missense_Mutation_p.R844H|PHF15_uc003kzm.2_Missense_Mutation_p.R785H|PHF15_uc003kzn.2_3'UTRNM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0GAGGTGGTCCGCATGGGCGTA0.657

+ 1 1445PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.A482V|PCDHA13_uc003lid.2_Missense_Mutation_p.A482VNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 5.|Extracellular (Potential). 6GCTCAGGACGCGGACGCACAG0.667

+ 6 1408RELL2_uc003llh.2_Missense_Mutation_p.S187F|RELL2_uc003llg.2_Missense_Mutation_p.S121F|RELL2_uc010jgf.2_Missense_Mutation_p.S121F|FCHSD1_uc010jgg.2_3'UTR|FCHSD1_uc003llj.2_RNA|FCHSD1_uc003llk.2_3'UTRNM_001130029 NP_001123501 Q8NC24 RELL2_HUMAN 0CGTGATGGCTCCCCCACAGAC0.642

+ 5 842PPARGC1B_uc003lrb.1_Missense_Mutation_p.S267F|PPARGC1B_uc003lrd.2_Missense_Mutation_p.S228F|PPARGC1B_uc003lrf.2_Missense_Mutation_p.S246F|PPARGC1B_uc003lre.1_Missense_Mutation_p.S246FNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CCCCGGGACTCCCTAGCTCTG0.672

- 4 649 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANExtracellular (Potential). 0TTTATATCAGGGAGGCTCCCC0.333

+ 7 989GABRA1_uc010jix.2_Missense_Mutation_p.P174L|GABRA1_uc010jiy.2_Missense_Mutation_p.P174L|GABRA1_uc003lyx.3_Missense_Mutation_p.P174L|GABRA1_uc010jiz.2_Missense_Mutation_p.P174L|GABRA1_uc010jja.2_Missense_Mutation_p.P174L|GABRA1_uc010jjb.2_Missense_Mutation_p.P174LNM_000806 NP_000797 P14867 GBRA1_HUMANExtracellular (Probable). 3GAGGACTTCCCTATGGATGCC0.378 rs138145692

+ 13 2372_2373 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANCytoplasmic (Potential). 1TTCAACATCACCAAGGTGGACG0.658

- 11 1588HK3_uc003mez.2_Missense_Mutation_p.A55VNM_002115 NP_002106 P52790 HXK3_HUMAN Catalytic. p.A499V(1) 7TGCCTGAACCGCAGCCAGTTG0.682

+ 1 41 TMED9_uc010jko.2_RNANM_017510 NP_059980 Q9BVK6 TMED9_HUMAN 0GTCCGGCCCCGGCCCGGAACC0.726

- 9 1301F13A1_uc011dib.1_Nonsense_Mutation_p.W330*NM_000129 NP_000120 P00488 F13A_HUMAN 6CACAGCTTGCCAGCCTCCAAA0.478

- 5 655SYCP2L_uc011dim.1_IntronNM_004752 NP_004743 O75603 GCM2_HUMAN 3TTTTCTTCTGCCTAGAAAAAT0.398

+ 3 265SLC17A4_uc011djx.1_Missense_Mutation_p.S49L|SLC17A4_uc003nff.1_5'UTR|SLC17A4_uc003nfg.2_5'UTRNM_005495 NP_005486 Q9Y2C5 S17A4_HUMAN 1TGTAATTTTTCAATTTACACC0.478

+ 18 1890ABCF1_uc003nqm.2_Missense_Mutation_p.P561S|ABCF1_uc010jsb.2_IntronNM_001025091 NP_001020262 Q8NE71 ABCF1_HUMAN 2CCAGGAGGCCCCTGAGCTCCT0.562

+ 25 3286VARS2_uc011dmx.1_Missense_Mutation_p.Y885C|VARS2_uc011dmy.1_Missense_Mutation_p.Y745C|VARS2_uc011dmz.1_Missense_Mutation_p.Y915C|VARS2_uc011dna.1_Missense_Mutation_p.Y883C|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_RNA|VARS2_uc011dnd.1_Missense_Mutation_p.Y323C|VARS2_uc010jsg.1_Missense_Mutation_p.Y257C|VARS2_uc010jsh.1_Missense_Mutation_p.Y29CNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4GTTGCCCCCTACCCCAGCGCC0.667

+ 3 260CSNK2B_uc003nvs.1_3'UTRNM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0AAACGCAACACCTACTTTGCA0.532

+ 7 730_731PPT2_uc003nzy.1_RNA|EGFL8_uc003oac.1_Missense_Mutation_p.L225VNM_030652 NP_085155 Q99944 EGFL8_HUMAN Potential. 0GCCTGGAGCGGCTGGAGCAGGT0.619

- 1 807 NR_001444 0AGTTAGACAGGAGGCAGCAGC0.577

+ 58 8169C6orf125_uc003oez.1_RNANM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19AACCCTAGATGACGGAGCAGC0.617

+ 8 1100FGD2_uc003ong.2_Missense_Mutation_p.E32G|FGD2_uc011dtv.1_5'UTR|FGD2_uc003oni.1_Missense_Mutation_p.E116GNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3CTGGGCCTCGAGGACGACATA0.632

- 5 634_635 NM_006653 NP_006644 O43559 FRS3_HUMAN 2GGGGCTCGAGGGAGGTCAAGCT0.475

+ 2 354RSPH9_uc003ovx.1_Missense_Mutation_p.E110KNM_152732 NP_689945 Q9H1X1 RSPH9_HUMAN 2CCCATCATACGAATATGAACA0.527 rs150021750

- 1 603 NM_138733 NP_620061 P07205 PGK2_HUMAN 1GCAGTGCCAAAAGCATCATTG0.458

- 3 501MDN1_uc003pnp.1_Nonsense_Mutation_p.E129*NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TCTGAACTCTCTAGGAAAAGT0.398

- 3 657GPR63_uc003pou.2_Missense_Mutation_p.T60INM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANExtracellular (Potential). 2ACTATTCACGGTCAAGGAACT0.433

+ 2 462 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0CTCTGGAGTGGATAGGGTTAA0.617

+ 2 269KIF25_uc010kkt.1_RNA|KIF25_uc003qwl.1_Missense_Mutation_p.W3RNM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. p.W3C(1) 2CCAGATGACATGGACCTCAGG0.602

- 1 1967RADIL_uc003sng.1_Intron|RADIL_uc011jwd.1_Intron|RADIL_uc003snj.1_IntronNM_020144 NP_064529 Q9NRJ5 PAPOB_HUMAN 1ACAGCGTGAGGAATACTTTCG0.453

- 18 3960 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANTSP type-1 12.|Extracellular (Potential). 3AAACTGCCTTCTCACTCAGCT0.413

+ 13 1837ABCB5_uc010kuh.2_Splice_Site_p.I876_splice|ABCB5_uc003sux.1_Splice_Site_p.I54_spliceNM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6CTGTTTTATAAGATAGCAACT0.333

- 3 1811 uc003szu.1_5'Flank NM_014817 NP_055632 Q7L0X0 TRIL_HUMANExtracellular (Potential). 0CTCAGCCTTAGGGCGCTGCGG0.736

- 17 2375MYO1G_uc003tmf.2_Missense_Mutation_p.R187Q|MYO1G_uc003tmg.2_Missense_Mutation_p.R506Q|MYO1G_uc010kym.2_Missense_Mutation_p.R629QNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4CTTGTGTCTCCGGAACCAGCG0.677



- 8 1329_1330COBL_uc003tps.2_Missense_Mutation_p.P439L|COBL_uc011kcl.1_Missense_Mutation_p.P382L|COBL_uc010kzc.2_Missense_Mutation_p.P382L|COBL_uc003tpp.3_Missense_Mutation_p.P168L|COBL_uc003tpq.3_Missense_Mutation_p.P323LNM_015198 NP_056013 O75128 COBL_HUMAN 5CAGCACCTGCGGGGCTCCATCC0.629

- 6 641PSPH_uc003trj.2_Intron|PHKG1_uc003try.1_Missense_Mutation_p.R43Q|PHKG1_uc011kdb.1_Missense_Mutation_p.R181Q|PHKG1_uc011kdc.1_Missense_Mutation_p.R140Q|PHKG1_uc011kdd.1_Missense_Mutation_p.R95QNM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1CTTCAGGTCCCGGTGCACGAT0.537

+ 1 1880 NM_003508 NP_003499 O00144 FZD9_HUMANCytoplasmic (Potential). 1TGGCCGGGCCCGGGCCAAGGC0.657

+ 20 1275RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_RNA|ELN_uc011kfe.1_Missense_Mutation_p.P364L|ELN_uc003tzn.2_Missense_Mutation_p.P395L|ELN_uc003tzz.2_Missense_Mutation_p.P359L|ELN_uc003tzo.2_Missense_Mutation_p.P381L|ELN_uc003tzp.2_Missense_Mutation_p.P351L|ELN_uc003tzq.2_Missense_Mutation_p.P278L|ELN_uc003tzr.2_Intron|ELN_uc003tzs.2_Missense_Mutation_p.P395L|ELN_uc003tzt.2_Missense_Mutation_p.P400L|ELN_uc003tzu.2_Missense_Mutation_p.P400L|ELN_uc003tzv.2_Missense_Mutation_p.P385L|ELN_uc003tzx.2_Missense_Mutation_p.P385L|ELN_uc011kff.1_Missense_Mutation_p.P395L|ELN_uc003tzy.2_Missense_Mutation_p.P390LNM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5GGAGGCATTCCTACTTACGGG0.627

- 2 846MTERF_uc010let.1_Intron|MTERF_uc003ulc.1_Missense_Mutation_p.E268K|MTERF_uc011khm.1_Missense_Mutation_p.E248K|MTERF_uc010leu.1_Missense_Mutation_p.E248KNM_006980 NP_008911 Q99551 MTERF_HUMAN 0AGCAGTTCCTCACTGTTCAAA0.393

+ 18 1399COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9TGGTGCCAAGGGTGCTGCTGT0.453 rs72656391

- 16 1808_1809uc003uvh.2_5'Flank|LRCH4_uc010lgz.2_RNA|LRCH4_uc003uvi.2_RNA|LRCH4_uc011kjw.1_Missense_Mutation_p.H113YNM_002319 NP_002310 O75427 LRCH4_HUMAN CH. 2GAGGGCACATGGATGAAGGGCA0.668

- 18 2210FBXL13_uc010liq.1_Intron|FBXL13_uc010lir.1_Intron|FBXL13_uc003var.2_Intron|FBXL13_uc003vas.2_Missense_Mutation_p.D567HNM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 15. 0ATAATCATATCTGACAGCTGG0.418

- 1 162 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34ATCAGAACCTCGTCTACTTGG0.378

+ 6 745 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=3; (Potential).|ABC transmembrane type-1 1.5GTGGATCGCTCCTTTGCAAGT0.473 rs121908803

- 31 5721PLXNA4_uc003vqz.3_Missense_Mutation_p.A116ENM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1AGCCAGGTATGCGTTCATGTC0.507

- 15 3086 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN 1GAGTCAGTGTCTGTGTAGAAA0.617

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 3 750TRYX3_uc003vxc.3_Missense_Mutation_p.D144NNM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0TCACAGATATCACACACATTG0.433

+ 23 3014CLCN1_uc011ktc.1_Missense_Mutation_p.R588QNM_000083 NP_000074 P35523 CLCN1_HUMANCytoplasmic (By similarity). 5CCCAGCCTGCGATCCACAGAC0.617

+ 1 796 NM_001004685 NP_001004685 O95006 OR2F2_HUMANExtracellular (Potential). 4CCACTCTGGTCCCTCAGTCCT0.493

+ 12 1482_1483ABCB8_uc010lpw.1_Missense_Mutation_p.P336S|ABCB8_uc010lpx.2_Missense_Mutation_p.P447S|ABCB8_uc011kvd.1_Missense_Mutation_p.P359S|ABCB8_uc003wim.3_Missense_Mutation_p.P242S|ABCB8_uc003wik.3_Missense_Mutation_p.P447SNM_007188 NP_009119 Q9NUT2 ABCB8_HUMAN 3GCTGCTGCGTCCCCAAAGAGCA0.649

+ 10 1280 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN 0CTCCTTTCCAACTTGCCTTGT0.373 rs2904682

+ 4 364FAM160B2_uc011kyy.1_RNANM_022749 NP_073586 Q86V87 F16B2_HUMAN 0CCCAGGCATGCGGCAGCAGGT0.672

- 9 1143 NM_003844 NP_003835 O00220 TR10A_HUMANCytoplasmic (Potential). 6CTCTCAGTGGGGTCAGCACCA0.532

- 6 3688RAB11FIP1_uc010lvz.1_Missense_Mutation_p.P429L|RAB11FIP1_uc003xkn.1_Missense_Mutation_p.P581L|RAB11FIP1_uc003xkl.1_Missense_Mutation_p.P544LNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN FIP-RBD. 3AGGGTCCGAGGGGCTGTATTT0.448

+ 12 1080ADAM18_uc010lww.2_Intron|ADAM18_uc010lwx.2_Nonsense_Mutation_p.C336*NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANPeptidase M12B.|Extracellular (Potential). 6TTAGCAACTGCAGCATGCACG0.353

+ 2 605RP1_uc011ldy.1_Missense_Mutation_p.P153SNM_006269 NP_006260 P56715 RP1_HUMAN 12GCCCCGCCCCCCACGGAGCCT0.692

+ 55 10130VPS13B_uc003yiw.2_Missense_Mutation_p.V3315ANM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20TTTCTGCAGGTTGTGTTCCTG0.398

- 6 2235 NM_000127 NP_000118 Q16394 EXT1_HUMANLumenal (Potential). 4ACCAGGGGGGTCACCGCATGG0.527

+ 9 1053 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 2.|Cytoplasmic (Potential). 11TCCCTTTGTGGAGGTCTCCTT0.493

- 1 2962 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26ATGGCAGCAATGAAGGCCCTT0.473

+ 13 1340TMC1_uc010moz.1_Missense_Mutation_p.G225E|TMC1_uc004aja.1_RNA|TMC1_uc004ajb.1_RNA|TMC1_uc004ajc.1_Missense_Mutation_p.G121E|TMC1_uc010mpa.1_Missense_Mutation_p.G121ENM_138691 NP_619636 Q8TDI8 TMC1_HUMANExtracellular (Potential). 1CGAACAATTGGATGGATGAAT0.403

- 8 2869 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0AGGAATCTACCTTTTCATATA0.398

+ 7 1643WNK2_uc011lud.1_Missense_Mutation_p.P548L|WNK2_uc004atj.2_Missense_Mutation_p.P548L|WNK2_uc004atk.2_Missense_Mutation_p.P185L|WNK2_uc010mrc.1_Missense_Mutation_p.P548L|WNK2_uc010mrd.1_Missense_Mutation_p.P185LNM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12AGGATCTGGCCCGCGCTGCAG0.647

+ 22 3334SMC2_uc004bbw.2_Missense_Mutation_p.L1016V|SMC2_uc011lvl.1_Missense_Mutation_p.L1016V|SMC2_uc004bbx.2_Missense_Mutation_p.L1016V|SMC2_uc004bby.2_RNANM_001042551 NP_001036016 O95347 SMC2_HUMAN Potential. 9ATCCAAAATTCTTACAACTAT0.308

- 14 2042 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17GCTCGAGGACCAGGGTCCCAG0.478

- 3 615 NM_014334 NP_055149 Q9P0K9 CI004_HUMAN DOMON. 0TGCATCTTACCATTTTCTTGT0.383

- 11 1543KIAA0368_uc010muc.1_Missense_Mutation_p.R337CNM_001080398 NP_001073867 0TGTCTAGAGCGGAGGAGATGG0.413

- 8 800 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN Myb-like 1. 0GGAAATCTTCTCCCAGTCGTG0.577

+ 4 394TUBB2C_uc004cmg.1_5'UTRNM_006088 NP_006079 P68371 TBB2C_HUMAN 1GAGTGGTGCTGGGAACAACTG0.557

- 7 854ASMTL_uc011mhe.1_Missense_Mutation_p.P172L|ASMTL_uc004cpy.1_Missense_Mutation_p.P232L|ASMTL_uc011mhf.1_Missense_Mutation_p.P190LNM_004192 NP_004183 O95671 ASML_HUMAN 0CCTCTGAGTGGGCTCCGAGCC0.706

+ 4 532 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1AAATGCAGCACAGACCTGGTT0.408

- 29 3606CACNA1F_uc010nip.2_Missense_Mutation_p.R1171CNM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential).|IV. 6GCCCACACACGATACTGATGC0.562

+ 1 132 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1CTCCAGGAGGGCCTCCAAACC0.463

- 3 510BEX5_uc004eir.2_Missense_Mutation_p.R70WNM_001159560 NP_001153032 Q5H9J7 BEX5_HUMAN 1TCCATGAACCGTTCCATATCA0.488

+ 5 650MST4_uc004ewl.1_Missense_Mutation_p.D40N|MST4_uc011mux.1_Missense_Mutation_p.D139N|MST4_uc010nrj.1_Missense_Mutation_p.D117N|MST4_uc004ewm.1_Missense_Mutation_p.D117NNM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9TGGTCCATTTGATGAGTTCCA0.343

+ 3 1123 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0GTTCGCATTTCCTACCCATCC0.577 rs45578531

- 6 659L1CAM_uc004fjc.2_Missense_Mutation_p.R184L|L1CAM_uc010nuo.2_Missense_Mutation_p.R179L|L1CAM_uc004fjd.1_5'UTR|L1CAM_uc004fje.1_Missense_Mutation_p.R179LNM_000425 NP_000416 P32004 L1CAM_HUMANExtracellular (Potential).|Ig-like C2-type 2. 9CATCGTCACCCGCTCGTCCTG0.612 rs137852521

+ 9 1768 NM_198576 NP_940978 O00468 AGRIN_HUMAN Kazal-like 6. 3GACGGGCACACGTACCCCAGC0.687

+ 3 599CPSF3L_uc001aee.1_5'Flank|CPSF3L_uc001aef.1_5'Flank|CPSF3L_uc009vjz.1_5'Flank|CPSF3L_uc010nyj.1_5'Flank|CPSF3L_uc001aeg.1_5'Flank|CPSF3L_uc001aeh.1_5'Flank|CPSF3L_uc001aei.1_5'Flank|CPSF3L_uc001aej.1_5'Flank|CPSF3L_uc001aek.1_5'Flank|CPSF3L_uc001aem.1_5'Flank|CPSF3L_uc001ael.1_5'Flank|CPSF3L_uc001aen.1_5'FlankNM_001029885 NP_001025056 Q5TA50 GLTD1_HUMAN 0CTCCAAGCTGCGGATCATGGA0.652

- 1 344SSU72_uc009vkg.1_Missense_Mutation_p.R7G|SSU72_uc001age.1_Missense_Mutation_p.R7GNM_014188 NP_054907 Q9NP77 SSU72_HUMAN 0ACCGCCACCCGCAGCGGGGAC0.701



- 22 2132CDK11B_uc009vkj.2_Missense_Mutation_p.R331H|CDK11B_uc001ags.1_Missense_Mutation_p.R532H|CDK11B_uc001agt.1_Missense_Mutation_p.R457H|CDK11B_uc001aha.1_Missense_Mutation_p.R640H|CDK11B_uc001agw.1_Missense_Mutation_p.R629H|CDK11B_uc001agy.1_Missense_Mutation_p.R672H|CDK11B_uc001agx.1_Missense_Mutation_p.R663H|CDK11B_uc001agz.1_Missense_Mutation_p.R418HNM_033486 NP_277021 P21127 CD11B_HUMANProtein kinase. 1AGCCCCGAAGCGCTTGCGGAG0.622

+ 5 523RER1_uc001ajf.1_Missense_Mutation_p.P111HNM_007033 NP_008964 O15258 RER1_HUMAN 0GAATTCCGCCCCTTCATTCGA0.483

- 11 1393PANK4_uc010nza.1_Missense_Mutation_p.R423CNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3GCCACTGCGCGCTTCACTACC0.642

- 3 317ENO1_uc001api.1_5'Flank|ENO1_uc001apk.1_Silent_p.L4L|ENO1_uc001apl.1_Missense_Mutation_p.R56C|ENO1_uc009vmi.1_Missense_Mutation_p.R56C|ENO1_uc009vmj.1_Missense_Mutation_p.R56C|ENO1_uc009vmk.1_Intron|ENO1_uc009vml.1_Missense_Mutation_p.R56C|ENO1_uc009vmm.1_RNANM_001428 NP_001419 P06733 ENOA_HUMANEpitope recognized by CAR antibodies. 4CCCATATAGCGAGTCTTATCA0.557

+ 3 1254PTCHD2_uc001asi.1_Missense_Mutation_p.M372INM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7AGCTGGCCATGACTCACCCTG0.592

+ 6 980MFN2_uc009vni.2_Missense_Mutation_p.G176DNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1CTCCATGCCGGCAGCCTAGTG0.572

+ 2 265 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1GGATGCTGTGCGGCGGTCAGT0.632

+ 26 6358VPS13D_uc001atw.2_Splice_Site_p.E2073_splice|VPS13D_uc001atx.2_Splice_Site_p.E1261_spliceNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5TTCCTTCCCAGGAATCTGTGC0.517

+ 10 2032 NM_015164 NP_055979 Q8IWE5 PKHM2_HUMAN 1CACGTGTTCCGAGAAAACGAA0.592

+ 12 10412SPEN_uc010obp.1_Missense_Mutation_p.R3362HNM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15GAGCAGCCTCGCCTCCCAGCT0.647

- 8 1276ZBTB17_uc010obq.1_Missense_Mutation_p.P263L|ZBTB17_uc010obr.1_Missense_Mutation_p.P346L|ZBTB17_uc010obs.1_Missense_Mutation_p.P270L|ZBTB17_uc010obt.1_Missense_Mutation_p.P283L|ZBTB17_uc010obu.1_Missense_Mutation_p.P270LNM_003443 NP_003434 Q13105 ZBT17_HUMAN C2H2-type 2. 0GCACGCGGCCGGGTCGGAAAA0.677

+ 7 755ARHGEF10L_uc009vpe.1_Missense_Mutation_p.S199C|ARHGEF10L_uc001bao.2_Missense_Mutation_p.S199C|ARHGEF10L_uc001bap.2_Missense_Mutation_p.S199C|ARHGEF10L_uc010ocr.1_5'UTRNM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN 3CACCGAGTGTCCTTCCAGCCC0.592

- 3 920 NM_152232 NP_689418 Q8TE23 TS1R2_HUMANExtracellular (Potential). 4AGGACCGGGTCGATGGCCCAG0.637

- 1 1002CAMK2N1_uc001bdg.2_5'FlankNM_018584 NP_061054 Q7Z7J9 CK2N1_HUMANInhibitory domain (By similarity). 0CCGGCCGATCTGGCCCAGCTT0.692

+ 7 1048SRRM1_uc010oel.1_Missense_Mutation_p.R275P|SRRM1_uc009vrh.1_Missense_Mutation_p.R236P|SRRM1_uc009vri.1_Missense_Mutation_p.R192P|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Arg-rich. 3GAGAAGACCCGACCACGATCT0.502 rs17853564

- 2 323RHCE_uc001bkg.2_Missense_Mutation_p.F79L|RHCE_uc001bkh.2_Missense_Mutation_p.F79L|RHCE_uc001bki.2_Missense_Mutation_p.F79L|RHCE_uc001bkj.2_Missense_Mutation_p.F63LNM_020485 NP_065231 P18577 RHCE_HUMANHelical; (Potential). 0TGAAGAGGTTGAAGGCCACAC0.597

- 2 191SNRNP40_uc010oge.1_Missense_Mutation_p.P49SNM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0CATCTTGGAGGTCCCTAAACA0.493

+ 6 1349S100PBP_uc001bwc.2_Missense_Mutation_p.Q358K|S100PBP_uc001bwd.2_RNANM_022753 NP_073590 Q96BU1 S1PBP_HUMAN 0TCATCATATGCAGCACTCAAA0.443

- 4 1496 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN 3GCTGTGGCTCCGCATGCGGAA0.697

- 7 1808 SFPQ_uc001byr.2_RNANM_005066 NP_005057 P23246 SFPQ_HUMAN Poly-Arg. 8CTCTCTTCTACGTCGTTCCTC0.433

+ 11 1522EIF2C1_uc001bzk.2_Missense_Mutation_p.G362R|EIF2C1_uc009vuy.2_IntronNM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3GGACATGCGGGGGAAACAGTT0.562

- 2 1778COL8A2_uc001bzw.1_Missense_Mutation_p.P526SNM_005202 NP_005193 P25067 CO8A2_HUMANC1q.|Nonhelical region (NC1). 1AATTTCACGGGCATGCCCGAG0.627

- 15 2685EPHA10_uc001cbt.2_RNA|EPHA10_uc009vvh.1_RNA|EPHA10_uc001cbu.2_RNA|EPHA10_uc001cbv.1_RNANM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANCytoplasmic (Potential).|Protein kinase. 8TTCCTGGGGGGTGGCAGCCGG0.607

- 1 346ZMYND12_uc010ojt.1_5'UTR|PPCS_uc001chk.2_5'Flank|PPCS_uc001chl.2_5'FlankNM_032257 NP_115633 Q9H0C1 ZMY12_HUMAN MYND-type. 1GCGCACACCCGCTCGGCTGGG0.622

+ 5 610DMAP1_uc010okt.1_Missense_Mutation_p.G216S|DMAP1_uc001clr.1_Missense_Mutation_p.R177Q|DMAP1_uc001cls.1_Missense_Mutation_p.R177Q|DMAP1_uc010oku.1_Missense_Mutation_p.R167QNM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN SANT. 0ATCCATGACCGGTATGACCAC0.507

- 14 2030PTCH2_uc010olg.1_Missense_Mutation_p.R371HNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANCytoplasmic (Potential). 18AAACTGATAGCGGGCGAAATG0.607

- 3 287PTCH2_uc010olg.1_5'UTRNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANExtracellular (Potential).p.R92P(1) 18CTGGCTCACCCGGCTGCCCAC0.607

- 14 1860HECTD3_uc001cmx.3_5'Flank|HECTD3_uc001cmy.3_Missense_Mutation_p.P198S|HECTD3_uc010olh.1_Missense_Mutation_p.P304SNM_024602 NP_078878 Q5T447 HECD3_HUMAN HECT. 0GAGGGGTTGGGTACATACATG0.557

+ 5 695 FAAH_uc001cpv.2_RNANM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2TGGCCAGACCGTGAACCCATG0.657

+ 3 527ZYG11B_uc009vzg.2_RNA|ZYG11B_uc010onj.1_Missense_Mutation_p.D102GNM_024646 NP_078922 Q9C0D3 ZY11B_HUMAN 4GTGGAACTTGATGCCACAGGT0.483

- 5 498MAGOH_uc010ont.1_Missense_Mutation_p.I100TNM_002370 NP_002361 P61326 MGN_HUMAN 0GTGTAATCCAATAAGACTGAA0.378

+ 7 1332 NM_006252 NP_006243 P54646 AAPK2_HUMAN 6TGAAGTTTACCGAGCTATGAA0.383

+ 11 1972CLCA1_uc001dls.1_Missense_Mutation_p.R554CNM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1TGCAAATATTCGCCAAGGAGC0.493

+ 1 217TMED5_uc001dpn.2_5'UTR|TMED5_uc001dpo.2_5'UTR|TMED5_uc001dpp.2_RNANM_206886 NP_996769 Q5T9S5 CCD18_HUMAN 5TGGGAAATGTAGTCCCGGGCG0.726

- 5 1017EXTL2_uc001dtl.1_Missense_Mutation_p.Q227R|EXTL2_uc010ouk.1_Missense_Mutation_p.Q214R|EXTL2_uc001dtm.1_Missense_Mutation_p.Q226RNM_001439 NP_001430 Q9UBQ6 EXTL2_HUMANLumenal (Potential). 1AGGTTGCCTCTGAAATAATTC0.398

- 6 1214COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Intron|COL11A1_uc001dun.2_Intron|COL11A1_uc009weh.2_Missense_Mutation_p.E299GNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12TGTTTTTACCTCCGTCTGTGC0.433

+ 12 2317 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANHelical; Name=12; (Potential). 2TGGGCCATGGCACTCCTGATC0.657

+ 1 2401RBM15_uc001dzm.1_Missense_Mutation_p.G773E|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN 3CAGGATGGGGGGACAGCCCCT0.542

- 2 1686KCNA2_uc009wfv.1_Intron|KCNA2_uc009wfw.2_Missense_Mutation_p.A397ENM_004974 NP_004965 P16389 KCNA2_HUMANHelical; Name=Segment S6; (Potential). 1TAACACACCTGCAATCGCACA0.512

- 1 472 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN 3AGTCCTTTGGTATGTAAGGAT0.498

+ 32 4104NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGAGCTGCTGGATGAGAAAGG0.478

- 3 1114SV2A_uc001eth.2_Splice_Site_p.G208_spliceNM_014849 NP_055664 Q7L0J3 SV2A_HUMAN 7CGATGAGGCCTGGAAGGAGGA0.572

- 2 424 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3GAGATCTCGCGCTAGCCCTGG0.458

- 2 134CTSK_uc001evq.1_5'UTR|CTSK_uc009wma.1_RNANM_000396 NP_000387 P43235 CATK_HUMAN 1AGAACCTTGAGCCCCCACATC0.493

+ 2 858 NM_020770 NP_065821 Q9P2M7 CING_HUMANInteracts with ZO-2.|Head. 3GGACCTCTAGCACAAAATATG0.587

- 3 1061 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3GACCGTGGATCTCAGTCCCTC0.602

+ 1 127 NM_012437 NP_036569 O95295 SNAPN_HUMAN 0CCCGGTGGCGGGGCCCACAGG0.706



+ 7 717ADAM15_uc001fgq.1_5'UTR|ADAM15_uc009wpc.1_RNA|ADAM15_uc010pet.1_Missense_Mutation_p.R190W|ADAM15_uc010peu.1_Missense_Mutation_p.R223W|ADAM15_uc001fgt.1_Missense_Mutation_p.R206W|ADAM15_uc010pev.1_Missense_Mutation_p.R216W|ADAM15_uc001fgs.1_Missense_Mutation_p.R206W|ADAM15_uc001fgu.1_Missense_Mutation_p.R206W|ADAM15_uc001fgw.1_Missense_Mutation_p.R206W|ADAM15_uc001fgv.1_Missense_Mutation_p.R206W|ADAM15_uc001fgx.1_Missense_Mutation_p.R206W|ADAM15_uc001fgz.1_RNA|ADAM15_uc001fgy.1_RNA|ADAM15_uc001fha.1_RNA|ADAM15_uc001fhb.1_5'FlankNM_207197 NP_997080 Q13444 ADA15_HUMAN 6ATAGTAGAGGCGGGATGTGGT0.587

+ 2 1041SYT11_uc010pgq.1_IntronNM_152280 NP_689493 Q9BT88 SYT11_HUMANCytoplasmic (Potential).|C2 1. 2TGTCATTGGCGAGGTCATGGT0.552

+ 1 329 CD1C_uc001frv.2_5'FlankNM_001765 NP_001756 P29017 CD1C_HUMAN 4AGCTCTTCTTCTCCCAGGTGG0.458

+ 1 86 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMANExtracellular (Potential). 1ACACAGTTGACGGCCAGTGGG0.433 rs142721506

- 2 467 NM_002241 NP_002232 P78508 IRK10_HUMANExtracellular (By similarity). 1CACACAGGGGGTGTGGTTGGC0.582

- 2 167IGSF8_uc001fuz.2_Missense_Mutation_p.A41V|IGSF8_uc009wtf.2_Missense_Mutation_p.A41VNM_052868 NP_443100 Q969P0 IGSF8_HUMANIg-like C2-type 1.|Extracellular (Potential). 0AGCTGTGCCAGCCACGCGGTA0.617

+ 9 1271ATP1A2_uc001fvb.2_Missense_Mutation_p.T380I|ATP1A2_uc010piz.1_Missense_Mutation_p.T225I|ATP1A2_uc001fvd.2_Missense_Mutation_p.T116I|ATP1A2_uc009wtg.1_Missense_Mutation_p.T68INM_000702 NP_000693 P50993 AT1A2_HUMANCytoplasmic (Potential). 7GGCACCCTCACCCAGAACCGC0.607

- 4 697CD84_uc001fwf.3_Missense_Mutation_p.G225W|CD84_uc001fwg.3_Missense_Mutation_p.G225W|CD84_uc009wtn.2_Missense_Mutation_p.G225W|CD84_uc001fwi.3_Missense_Mutation_p.G111W|CD84_uc001fwj.2_Missense_Mutation_p.G225WNM_003874 NP_003865 Q9UIB8 SLAF5_HUMANExtracellular (Potential). 4CTCAGCAACCCGGTGTGGTGA0.483

- 4 342 USF1_uc001fxj.2_IntronNM_007122 NP_009053 P22415 USF1_HUMAN 3TTCGGAAGACGTACTTGACGT0.552

- 9 1776ARHGAP30_uc001fxk.2_5'Flank|ARHGAP30_uc001fxl.2_5'Flank|ARHGAP30_uc001fxm.2_5'Flank|ARHGAP30_uc009wtx.2_5'Flank|ARHGAP30_uc001fxn.1_5'Flank|PVRL4_uc010pjy.1_Missense_Mutation_p.R147W|PVRL4_uc010pjz.1_Missense_Mutation_p.R202WNM_030916 NP_112178 Q96NY8 PVRL4_HUMANCytoplasmic (Potential). 2GGCTTGGCCCGTAGGGTCCCA0.597 rs138257801

- 9 1698ARHGAP30_uc001fxk.2_5'Flank|ARHGAP30_uc001fxl.2_5'Flank|ARHGAP30_uc001fxm.2_5'Flank|ARHGAP30_uc009wtx.2_5'Flank|ARHGAP30_uc001fxn.1_5'Flank|PVRL4_uc010pjy.1_Missense_Mutation_p.R121W|PVRL4_uc010pjz.1_Missense_Mutation_p.R176WNM_030916 NP_112178 Q96NY8 PVRL4_HUMANCytoplasmic (Potential). 2TCCTCGGCCCGCCCAGAGCCT0.582 rs139761589

+ 5 502FCRLB_uc009wus.2_Missense_Mutation_p.A90T|FCRLB_uc001gbj.2_Missense_Mutation_p.A90T|FCRLB_uc001gbk.2_Missense_Mutation_p.A90T|FCRLB_uc001gbl.2_Missense_Mutation_p.A83T|FCRLB_uc001gbm.2_Missense_Mutation_p.A83T|FCRLB_uc001gbi.2_Missense_Mutation_p.A90T|FCRLB_uc001gbn.3_5'FlankNM_001002901 NP_001002901 Q6BAA4 FCRLB_HUMANIg-like C2-type 1. 0GACACGGGGAGCACCCGTCAG0.572

+ 7 773ATF6_uc001gbq.1_Missense_Mutation_p.S236PNM_007348 NP_031374 P18850 ATF6A_HUMANCytoplasmic (Potential). 3GGTTTTGCTGTCTCAGCCTAC0.498

+ 7 1048NOS1AP_uc010pkr.1_Missense_Mutation_p.V216M|NOS1AP_uc010pks.1_RNA|NOS1AP_uc001gbw.2_Missense_Mutation_p.V216MNM_014697 NP_055512 O75052 CAPON_HUMAN 3CATCGATGCGGTGGAGGTCCC0.592

- 7 1275 NM_005814 NP_005805 Q99795 GPA33_HUMANCytoplasmic (Potential). 0GGGGATTCACGCCCAGTGCTC0.612 rs139067139

- 5 689C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANSushi 1.|Extracellular (Potential). 5GTACAGTTCACAACTGAAAAA0.413

+ 12 1324C1orf129_uc009wvy.2_Splice_Site_p.A205_splice|C1orf129_uc010plz.1_Splice_Site_p.A398_spliceNM_025063 NP_079339 Q5TGP6 CA129_HUMAN 1GCCTTTGGCGGTAAATAACAC0.413

+ 2 1146METTL13_uc001gia.2_Missense_Mutation_p.S181G|METTL13_uc001gib.2_Intron|METTL13_uc010pml.1_Missense_Mutation_p.S266GNM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1CAGGCTGGGGAGTGTGTCTCT0.657

- 19 3731TNR_uc009wwu.1_Missense_Mutation_p.R1217KNM_003285 NP_003276 Q92752 TENR_HUMANFibrinogen C-terminal. 11GGATGTGATCCTGTGTATATT0.572

+ 3 751TOR3A_uc010pnd.1_IntronNM_022371 NP_071766 Q9H497 TOR3A_HUMAN 1TTCATCGCCACGTTCCACTTT0.597 rs146717666

+ 10 1228 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMANNuclear (Potential). 2AAGAGGAACCGGTGGTGGCTA0.433

- 6 1195 NM_032360 NP_115736 Q9BR61 ACBD6_HUMAN 1GAGCCCTACCCTAAAAACACA0.373

+ 11 1594XPR1_uc009wxm.2_Nonsense_Mutation_p.R468*|XPR1_uc009wxn.2_IntronNM_004736 NP_004727 Q9UBH6 XPR1_HUMANCytoplasmic (Potential).|EXS. 0GCGCCGATATCGAGACACAAA0.468

- 1 235ASPM_uc001gtv.2_Translation_Start_Site|ASPM_uc001gtw.3_Translation_Start_SiteNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6 acccctcctggatctccttgc 0.005

+ 14 1638 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2CGAGACACAGCCCCCATCAGT0.502

- 9 2838 NM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential). 3ATATTGATCCGGCCCTCCTGG0.562

- 8 1728KCNH1_uc001hic.2_Missense_Mutation_p.R493WNM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5AGGAAGTCCCGAACACTGTTG0.463

+ 2 708PROX1_uc001hkg.1_Missense_Mutation_p.R146GNM_002763 NP_002754 Q92786 PROX1_HUMAN 6CCCTTTTGGCAGGCCTACTAT0.512

+ 4 484KCTD3_uc001hkt.2_Missense_Mutation_p.I64F|KCTD3_uc010pub.1_5'UTRNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3ACAGATATTTATTGATAGAGA0.264

- 3 1332DUSP10_uc001hmx.1_Missense_Mutation_p.R42W|DUSP10_uc001hmz.1_Missense_Mutation_p.R42WNM_007207 NP_009138 Q9Y6W6 DUS10_HUMANTyrosine-protein phosphatase. 2AAGTACTGCCGCAGGTTCTGC0.488

- 2 759ITPKB_uc001hqh.2_Missense_Mutation_p.N140SNM_002221 NP_002212 P27987 IP3KB_HUMAN 5CACCTGCACGTTCTGCAACTC0.672

+ 2 667C1orf69_uc010pvw.1_5'UTRNM_001010867 NP_001010867 Q5T440 CAF17_HUMAN 0CGAACAGCACGCATGGGGTGG0.692

+ 8 790TBCE_uc010pxq.1_RNA|TBCE_uc001hxa.1_Missense_Mutation_p.R223W|TBCE_uc010pxr.1_Missense_Mutation_p.R274W|TBCE_uc001hxb.1_Missense_Mutation_p.R110WNM_003193 NP_003184 Q15813 TBCE_HUMAN LRR 3. 0CCAGGTGCTGCGGTGTGTCGC0.507 rs75832955

+ 1 1940ZNF238_uc001iad.3_Missense_Mutation_p.R482H|ZNF238_uc001iaf.1_3'UTRNM_006352 NP_006343 Q99592 ZN238_HUMAN C2H2-type 4. 5TGGTGCGAGCGCAGGTTCACG0.602

+ 2 449CNST_uc001ibo.3_Missense_Mutation_p.S24NNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0CCTGGTGACAGCGTGGAAAGG0.468

+ 8 1270CNST_uc001ibo.3_Missense_Mutation_p.V298LNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GCAGTTACTAGTGTCTGAAGA0.413

+ 1 512 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3CGGTGTGGACGTCGCAGGGTG0.562 rs145513251

- 3 282ASB13_uc001iii.2_Intron|ASB13_uc001iih.2_RNA|ASB13_uc009xic.2_Missense_Mutation_p.A80TNM_024701 NP_078977 Q8WXK3 ASB13_HUMAN ANK 2. 1ATGTTGCGAGCATCCACCTCA0.577

+ 10 1224CAMK1D_uc001iln.2_Missense_Mutation_p.S330NNM_153498 NP_705718 Q8IU85 KCC1D_HUMAN Ser-rich. 2AGCCTGGACAGTTCAAATGCA0.473

+ 2 643SUV39H2_uc001ing.2_Intron|SUV39H2_uc001ini.2_Missense_Mutation_p.R196Q|SUV39H2_uc001inj.2_Missense_Mutation_p.R196QNM_024670 NP_078946 Q9H5I1 SUV92_HUMAN SET. 3TGCATCTTTCGAACTAGCAAT0.428

+ 8 1590PLXDC2_uc001iqh.1_Missense_Mutation_p.S269L|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4ACCAACATTTCGGCTGTGGAG0.323

+ 12 1608ARMC3_uc010qcv.1_Missense_Mutation_p.G509S|ARMC3_uc010qcw.1_Missense_Mutation_p.G246SNM_173081 NP_775104 Q5W041 ARMC3_HUMAN ARM 12. 0GGTCTGTGCTGGTGACGAGCT0.532

- 3 505ABI1_uc001ite.2_Missense_Mutation_p.T113R|ABI1_uc010qdh.1_Missense_Mutation_p.T113R|ABI1_uc010qdi.1_Intron|ABI1_uc001isy.2_Missense_Mutation_p.T113R|ABI1_uc001ita.2_Missense_Mutation_p.T113R|ABI1_uc001isz.2_Missense_Mutation_p.T113R|ABI1_uc001itb.2_Missense_Mutation_p.T130R|ABI1_uc001itc.2_Missense_Mutation_p.T113R|ABI1_uc010qdj.1_Missense_Mutation_p.T113R|ABI1_uc001itd.2_Missense_Mutation_p.T113R|ABI1_uc010qdk.1_Missense_Mutation_p.T113R|ABI1_uc010qdg.1_5'UTRNM_005470 NP_005461 Q8IZP0 ABI1_HUMAN 1CTTATTTGTTGTCAAAATACC0.328

- 7 2138ZNF438_uc001ivn.2_Missense_Mutation_p.C519Y|ZNF438_uc010qdy.1_Missense_Mutation_p.C558Y|ZNF438_uc001ivo.3_Missense_Mutation_p.C132Y|ZNF438_uc009xlg.2_Missense_Mutation_p.C568Y|ZNF438_uc001ivp.3_Missense_Mutation_p.C558Y|ZNF438_uc010qea.1_Missense_Mutation_p.C568Y|ZNF438_uc010qeb.1_Missense_Mutation_p.C568Y|ZNF438_uc010qec.1_Missense_Mutation_p.C132YNM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN C2H2-type 3. 2AAACTCACAACACATGAGTTT0.478

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 7 1118 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AGGGAAATTATGAGTCCCGCA0.428

+ 1 134ZNF33A_uc001izg.2_Splice_Site|ZNF33A_uc010qev.1_Splice_Site_p.G10_splice|ZNF33A_uc001izi.1_Splice_SiteNM_006974 NP_008905 Q06730 ZN33A_HUMAN 3GGGAGTGGGGTAAGCCCCAGT0.652



+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765

- 3 1103HNRNPF_uc001jar.2_Missense_Mutation_p.R206W|HNRNPF_uc001jas.2_Missense_Mutation_p.R206W|HNRNPF_uc001jat.2_Missense_Mutation_p.R206W|HNRNPF_uc001jav.2_Missense_Mutation_p.R206W|HNRNPF_uc001jau.2_Missense_Mutation_p.R206W|uc010qfa.1_Silent_p.P133PNM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0GGCCCTGGCCGCTGCACGGAC0.582

+ 3 397uc001jbk.1_Intron|uc001jbl.2_Intron|TMEM72_uc009xmm.1_5'UTRNM_001123376 NP_001116848 A0PK05 TMM72_HUMAN 0CTGCTGGCCATCTGCTTCCAG0.587

- 4 601SYT15_uc001jdz.2_Missense_Mutation_p.R150W|SYT15_uc001jeb.2_Missense_Mutation_p.R28W|SYT15_uc010qfp.1_RNANM_031912 NP_114118 Q9BQS2 SYT15_HUMANCytoplasmic (Potential).|C2 1. 0AACCACAGCCGCCCCAGGCAG0.612

- 1 1894 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|2. 2GTGAGGACCGGCACGGTGAGC0.677

- 18 3816ERCC6_uc009xod.2_Missense_Mutation_p.R381Q|ERCC6_uc010qgr.1_Missense_Mutation_p.R591Q|ERCC6_uc001jhr.3_Missense_Mutation_p.R589QNM_000124 NP_000115 Q03468 ERCC6_HUMAN 16GTGTGGAATTCGAGTTCCTTC0.448

- 2 555PGBD3_uc009xoe.2_Missense_Mutation_p.R134Q|PGBD3_uc001jhu.2_Missense_Mutation_p.R134QNM_000124 NP_000115 Q03468 ERCC6_HUMAN 16CAGGACCGACCGATACTCCTT0.537

- 1 521TMEM26_uc010qij.1_RNA|TMEM26_uc001jlq.2_RNA|uc001jlr.2_RNANM_178505 NP_848600 Q6ZUK4 TMM26_HUMANHelical; (Potential). 0GAGGGTGAGCGCAGTCTCCAG0.642

- 8 1218HERC4_uc001jnf.3_RNA|HERC4_uc001jnh.3_Missense_Mutation_p.R303W|HERC4_uc009xpr.2_Missense_Mutation_p.R303W|HERC4_uc001jni.3_Missense_Mutation_p.R47W|HERC4_uc001jnj.2_Missense_Mutation_p.R303WNM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN RCC1 6. 3ACACCTTACCGTCCACAAGCA0.383

- 22 4723PPP3CB_uc001juf.2_5'Flank|PPP3CB_uc001jue.2_5'Flank|PPP3CB_uc001jug.2_5'Flank|PPP3CB_uc001jui.2_5'Flank|PPP3CB_uc001juh.2_5'Flank|USP54_uc010qkk.1_Missense_Mutation_p.T704I|USP54_uc001juk.2_Missense_Mutation_p.T657I|USP54_uc001jul.2_Missense_Mutation_p.T610I|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6TAGTGTGGCAGTGTAGGTTAG0.522

+ 23 3298SEC24C_uc001jux.2_Missense_Mutation_p.R1040Q|SEC24C_uc010qko.1_Missense_Mutation_p.R921Q|SEC24C_uc010qkp.1_Missense_Mutation_p.R288Q|SEC24C_uc010qkq.1_Missense_Mutation_p.R288Q|FUT11_uc001juy.1_5'Flank|FUT11_uc001juz.1_5'Flank|FUT11_uc001jva.2_5'FlankNM_004922 NP_004913 P53992 SC24C_HUMAN 3GATAGCTTACGGGCACAGAGA0.468

+ 7 2889PLCE1_uc010qnx.1_Missense_Mutation_p.R752L|PLCE1_uc001kjm.2_Missense_Mutation_p.R444LNM_016341 NP_057425 Q9P212 PLCE1_HUMAN Ras-GEF. 3TTCTTACAACGAGTGGGACAA0.408

+ 6 890CYP2C19_uc010qny.1_Missense_Mutation_p.A275VNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6TTACTTGGAGCTGGGACAGAG0.433

+ 23 3268 NM_000392 NP_000383 Q92887 MRP2_HUMANABC transmembrane type-1 2.|Helical; Name=13; (By similarity).1TAGCACATTTCTGGAGTGCCT0.433

- 9 2874DNMBP_uc010qpl.1_5'UTR|DNMBP_uc001kqg.2_Missense_Mutation_p.R216C|DNMBP_uc001kqh.2_Missense_Mutation_p.R560CNM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN DH. 6AGCGGGTAACGCATTACTCTC0.433

- 10 1082 NM_001278 NP_001269 O15111 IKKA_HUMAN 7CCAGTTTCACGCTCAATACGA0.383

- 5 1122PKD2L1_uc009xwm.1_Missense_Mutation_p.Y200HNM_016112 NP_057196 Q9P0L9 PK2L1_HUMANExtracellular (Potential). 4TGCGAGTGGTATGTCCACCTG0.552

- 3 1377 NM_001085398 NP_001078867 P0CAT3 TLXNB_HUMAN 0AGGCCCCATGGCCTCTTGGGA0.662

+ 10 1950NOLC1_uc001kup.2_Missense_Mutation_p.K582R|NOLC1_uc001kuq.2_Missense_Mutation_p.K573R|NOLC1_uc009xxb.1_Missense_Mutation_p.K291R|NOLC1_uc001kur.2_Missense_Mutation_p.K291RNM_004741 NP_004732 Q14978 NOLC1_HUMANNuclear localization signal (Potential). 1GAAAAGAAAAAGGCGGCAGTG0.502

- 17 3591PSD_uc001kve.1_Missense_Mutation_p.R229W|PSD_uc001kvf.1_Missense_Mutation_p.R391W|PSD_uc001kvh.1_Missense_Mutation_p.R643W|PSD_uc009xxd.1_Missense_Mutation_p.R1022WNM_002779 NP_002770 A5PKW4 PSD1_HUMAN 3CAGGGCTTCCGCCGCCCACTG0.692

- 6 563ACTR1A_uc010qqn.1_Missense_Mutation_p.R78T|ACTR1A_uc010qqo.1_Missense_Mutation_p.R105TNM_005736 NP_005727 P61163 ACTZ_HUMAN 1CCCTGTGGTCCTGCCTGTAGC0.542

+ 3 466C10orf26_uc001kwf.3_Missense_Mutation_p.R90H|C10orf26_uc009xxg.1_RNANM_017787 NP_060257 Q9NX94 OPA1L_HUMAN 1GCCAAGCACCGCCTTCAGGCC0.562

- 16 2157C10orf79_uc009xxq.2_5'UTR|C10orf79_uc001kxx.3_Missense_Mutation_p.H682NNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN WD 9. 0TGACCCTGGTGAGAATGACTC0.403

+ 6 845MXI1_uc001kyy.2_Missense_Mutation_p.S280N|MXI1_uc001kyz.2_Missense_Mutation_p.S167N|MXI1_uc010qrc.1_Missense_Mutation_p.S203N|MXI1_uc009xxu.2_Missense_Mutation_p.S210N|MXI1_uc009xxv.2_RNANM_005962 NP_005953 P50539 MXI1_HUMAN 0AGTATTGGGAGTGACGAGGGT0.468

+ 8 1363TCF7L2_uc001lac.3_Missense_Mutation_p.V263I|TCF7L2_uc010qrk.1_Missense_Mutation_p.V263I|TCF7L2_uc010qrl.1_Missense_Mutation_p.V263I|TCF7L2_uc010qrm.1_Missense_Mutation_p.V286I|TCF7L2_uc010qrn.1_Missense_Mutation_p.V229I|TCF7L2_uc001lad.3_Missense_Mutation_p.V259I|TCF7L2_uc001lag.3_Missense_Mutation_p.V310I|TCF7L2_uc001laf.3_Missense_Mutation_p.V263I|TCF7L2_uc010qro.1_Missense_Mutation_p.V263I|TCF7L2_uc001lah.2_Missense_Mutation_p.V263I|TCF7L2_uc010qrp.1_Missense_Mutation_p.V263I|TCF7L2_uc010qrq.1_Missense_Mutation_p.V259I|TCF7L2_uc010qrr.1_Missense_Mutation_p.V201I|TCF7L2_uc010qrs.1_Missense_Mutation_p.V157I|TCF7L2_uc010qrt.1_Missense_Mutation_p.V157I|TCF7L2_uc010qru.1_Missense_Mutation_p.V180I|TCF7L2_uc010qrv.1_Missense_Mutation_p.V103I|TCF7L2_uc010qrw.1_5'UTR|TCF7L2_uc010qrx.1_Missense_Mutation_p.V143INM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMANMediates interaction with MAD2L2.|Pro-rich. 4AGCTCTGACCGTCAATGCTTC0.522

+ 3 918 NM_198514 NP_940916 Q8NBF2 NHLC2_HUMAN NHL 1. 1CCAAGTTACTGATAGATTGGT0.353

+ 2 547BAG3_uc001lel.2_Missense_Mutation_p.E81KNM_004281 NP_004272 O95817 BAG3_HUMAN 2GCCTGCTAGGGAAGGCCACCC0.572

+ 4 962TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Nonsense_Mutation_p.S201*|TACC2_uc010qtv.1_Nonsense_Mutation_p.S201*NM_206862 NP_996744 O95359 TACC2_HUMAN 10CCTGGAATGTCGCCAGTACCC0.582

+ 4 5521TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.S1721P|TACC2_uc010qtv.1_Missense_Mutation_p.S1721PNM_206862 NP_996744 O95359 TACC2_HUMAN 10GGCATGTGCGTCCGGTGATCT0.607

+ 8 883DHX32_uc001lje.1_Intron|DHX32_uc001ljf.1_Intron|DHX32_uc001ljg.1_Intron|DHX32_uc009yam.1_IntronNM_016567 NP_057651 Q9P287 BCCIP_HUMAN 2GGTGGTTCACGGGGGCAAGTG0.433

- 5 621 NM_004092 NP_004083 P30084 ECHM_HUMAN 0AGCGACTTCCCAACAGCACGG0.627

- 4 308CYP2E1_uc001lnl.1_3'UTR|SYCE1_uc001lnm.2_5'UTR|SYCE1_uc009ybn.2_Missense_Mutation_p.K68R|SYCE1_uc001lnn.2_Missense_Mutation_p.K32RNM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1ATTGGCTTTCTTTTTTGCTTC0.498

+ 7 846PHRF1_uc010qwc.1_Missense_Mutation_p.A239T|PHRF1_uc010qwd.1_Missense_Mutation_p.A238T|PHRF1_uc010qwe.1_Missense_Mutation_p.A235T|PHRF1_uc009ybz.1_Missense_Mutation_p.A30TNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0TGTCCTTGCCGCTGGTAAGGA0.627

- 13 2017IRF7_uc010qwf.1_5'Flank|IRF7_uc001lqf.2_5'Flank|IRF7_uc010qwg.1_5'Flank|IRF7_uc001lqg.2_5'Flank|IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P472A|CDHR5_uc009ycd.2_Missense_Mutation_p.P632A|CDHR5_uc001lql.2_Missense_Mutation_p.P638ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|Extracellular (Potential).|4; truncated.0GAGGTTCCTGGCTCTGGGGTC0.632

- 13 1897IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.G432S|CDHR5_uc009ycd.2_Missense_Mutation_p.G592S|CDHR5_uc001lql.2_Missense_Mutation_p.G598SNM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GTGCCCCCACCGGGTGTGGCT0.672 rs139590704

+ 13 1892AP2A2_uc001lst.1_Missense_Mutation_p.A572T|AP2A2_uc009yco.1_RNA|AP2A2_uc009ycq.1_Missense_Mutation_p.A162TNM_012305 NP_036437 O94973 AP2A2_HUMAN 0GCTCAGGAACGCAGACGTGGA0.652

- 31 6815 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANSer-rich.|Thr-rich. 1GGTGCTGGCCGTGGTCCTGGG0.612

- 2 233 CTSD_uc009yda.1_RNANM_001909 NP_001900 P07339 CATD_HUMAN 0GACATGGTCCGGCGGATGGAC0.622

+ 1 422HBG2_uc001mak.1_IntronNM_001005162 NP_001005162 Q8NGF0 O52B6_HUMANCytoplasmic (Potential). 1GCCTTTGACCGCTATGTGGCC0.517

- 1 751TRIM5_uc001mbq.1_IntronNM_001005168 NP_001005168 Q6IFG1 O52E8_HUMANHelical; Name=6; (Potential). 2AAGATAACACCAATATGAGAA0.408

- 1 764 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMANHelical; Name=6; (Potential). 0CAGGACTGTGGTGAAGAAGAG0.488

+ 15 1937ZNF143_uc009yfu.2_Missense_Mutation_p.Q606K|ZNF143_uc010rby.1_Missense_Mutation_p.Q576KNM_003442 NP_003433 P52747 ZN143_HUMAN 0CAATGGCACCCAGATTGCAGT0.483

- 7 1007COPB1_uc001mlg.2_Splice_Site_p.V234_splice|COPB1_uc001mlh.2_Splice_Site_p.V234_spliceNM_016451 NP_057535 P53618 COPB_HUMAN 2CATGACAGACCTGGAGAAGAA0.388

- 15 2222SOX6_uc001mmd.2_Missense_Mutation_p.R693Q|SOX6_uc001mmf.2_Missense_Mutation_p.R690Q|SOX6_uc001mmg.2_Missense_Mutation_p.R697QNM_001145819 NP_001139291 P35712 SOX6_HUMAN 3CTCCTGTCTCCGAGACCTCAT0.453

+ 32 6672NAV2_uc001mpp.2_Missense_Mutation_p.G2037D|NAV2_uc009yhx.2_Missense_Mutation_p.G1165D|NAV2_uc009yhz.2_Missense_Mutation_p.G746D|NAV2_uc001mpu.2_Missense_Mutation_p.G539DNM_182964 NP_892009 Q8IVL1 NAV2_HUMANATP (Potential). 6GGCCCCAGCGGCACTGGGAAA0.567

- 1 248 NM_022725 NP_073562 Q9NPI8 FANCF_HUMAN 1GGACCCCGCCCAAAGCCGCCC0.667

- 4 1264ANO3_uc010rdr.1_Intron|ANO3_uc001mqt.3_Intron|ANO3_uc010rds.1_Intron|ANO3_uc010rdt.1_Intron|MUC15_uc001mqw.2_Missense_Mutation_p.S360F|MUC15_uc001mqy.2_Missense_Mutation_p.S310FNM_145650 NP_663625 Q8N387 MUC15_HUMANCytoplasmic (Potential). 3GTTCTATACAGAAGTACGAAG0.383



- 2 1252BDNFOS_uc001mrm.2_Intron|BDNFOS_uc009yij.2_Intron|BDNFOS_uc009yik.2_Intron|BDNFOS_uc009yil.2_Intron|BDNFOS_uc001mrp.2_Intron|BDNFOS_uc009yim.2_Intron|BDNFOS_uc009yin.2_Intron|BDNFOS_uc009yio.2_Intron|BDNFOS_uc009yip.2_Intron|BDNFOS_uc001mrn.2_Intron|BDNFOS_uc009yiq.2_Intron|BDNFOS_uc001mro.2_Intron|BDNFOS_uc009yir.2_Intron|BDNFOS_uc009yis.2_Intron|BDNFOS_uc009yit.2_Intron|BDNFOS_uc009yiu.2_Intron|BDNFOS_uc009yiv.2_Intron|BDNFOS_uc009yiw.2_Intron|BDNFOS_uc009yix.2_Intron|BDNFOS_uc009yiy.2_Intron|BDNFOS_uc009yiz.2_Intron|BDNFOS_uc001mrq.3_Intron|BDNFOS_uc001mrr.3_Intron|BDNFOS_uc009yja.2_Intron|BDNFOS_uc009yjb.2_Intron|BDNF_uc010rdv.1_Missense_Mutation_p.R134H|BDNF_uc001mrt.2_Missense_Mutation_p.R149H|BDNF_uc010rdw.1_Missense_Mutation_p.R134H|BDNF_uc009yjd.2_Missense_Mutation_p.R134H|BDNF_uc001mru.2_Missense_Mutation_p.R134H|BDNF_uc010rdx.1_Missense_Mutation_p.R134H|BDNF_uc010rdy.1_Missense_Mutation_p.R134H|BDNF_uc009yjg.2_Missense_Mutation_p.R134H|BDNF_uc009yje.2_Missense_Mutation_p.R216H|BDNF_uc009yjf.2_Misse !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0CTCCCCTCGGCGGGCAGGGTC0.552

+ 2 418DGKZ_uc001nch.1_Intron|DGKZ_uc010rgq.1_Intron|DGKZ_uc001ncj.1_Intron|DGKZ_uc010rgr.1_Intron|DGKZ_uc001nck.1_Intron|DGKZ_uc001ncl.2_Intron|DGKZ_uc001ncm.2_Intron|DGKZ_uc009yky.1_Intron|DGKZ_uc010rgs.1_Intron|DGKZ_uc001nci.1_IntronNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3CAGCCTACCACCGTGGGGGCC0.657

+ 2 127 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN 3TTACAGTGTTCCTGGCTCCTC0.657

+ 5 890DDB2_uc001nec.2_RNA|DDB2_uc009yli.1_Missense_Mutation_p.G168D|DDB2_uc001ned.2_RNA|DDB2_uc001nee.2_Intron|DDB2_uc001nef.2_Intron|DDB2_uc001neg.2_Missense_Mutation_p.G91D|DDB2_uc001neh.2_RNANM_000107 NP_000098 Q92466 DDB2_HUMAN 3AACATGGACGGCAAAGAGGTG0.572

+ 1 861 NM_001005496 NP_001005496 Q8NGK9 OR5DG_HUMANHelical; Name=7; (Potential). 5TCCCCTTGTTGAATCCCCTGA0.403

- 1 283 NM_001004746 NP_001004746 Q8NGG2 OR5T2_HUMANHelical; Name=2; (Potential). 2ATGGGTTTGTGGAGCTGGGAA0.393

- 5 725 NM_005142 NP_005133 P27352 IF_HUMAN 2GGCGAGGCCAGTACTGTAGAT0.358

- 4 589 NM_014502 NP_055317 Q9UMS4 PRP19_HUMAN 1GCACCTTCTCGGGCAGCAGTG0.582

+ 2 666 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0AGACGTGAGAGCTGAGCAGCC0.587

+ 6 1098KCNK4_uc001nzk.1_Missense_Mutation_p.S143N|KCNK4_uc010rnk.1_Missense_Mutation_p.V87I|KCNK4_uc001nzl.1_Missense_Mutation_p.S143N|KCNK4_uc001nzm.3_RNA|KCNK4_uc001nzn.1_Missense_Mutation_p.V259I|KCNK4_uc001nzo.2_Missense_Mutation_p.V259I|KCNK4_uc001nzp.1_Missense_Mutation_p.V145I|C11orf20_uc009ypm.2_5'FlankNM_033310 NP_201567 Q9NYG8 KCNK4_HUMANCytoplasmic (Potential). 0CTGGCTGCGAGTAGTGTCCCG0.642

+ 2 1396SAC3D1_uc010rnv.1_Missense_Mutation_p.R323HNM_013299 NP_037431 0CTTCGAGGACGTACCCTGGAG0.622

+ 17 1927POLA2_uc010rod.1_Missense_Mutation_p.A321T|POLA2_uc001odk.2_Missense_Mutation_p.A226TNM_002689 NP_002680 Q14181 DPOA2_HUMAN 0CTATGTTTACGCACAGCTGCC0.493

+ 6 789SART1_uc010rot.1_Missense_Mutation_p.V75FNM_005146 NP_005137 O43290 SNUT1_HUMAN 1AGAGTTTGGTGTCAGCACTCT0.602

- 3 395RIN1_uc010roy.1_5'Flank|RIN1_uc009yrd.1_Splice_Site|RIN1_uc010roz.1_Splice_Site|RIN1_uc010rpa.1_Splice_SiteNM_004292 NP_004283 Q13671 RIN1_HUMAN 3CGAGGAACGTCTGCAAGTGGA0.637

+ 10 931 ACTN3_uc010rpi.1_RNANM_001104 NP_001095 Q08043 ACTN3_HUMAN Spectrin 1. 0GGAGTGGATCCGCCGCACTGT0.647

- 17 3692 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4GGCAGCATCAGCAGCCTGGAG0.557

+ 8 738PPP1CA_uc001okx.1_Intron|TBC1D10C_uc001okz.2_Intron|TBC1D10C_uc001olb.2_RNANM_198517 NP_940919 Q8IV04 TB10C_HUMANRab-GAP TBC. 0GCTTCCGCACGTGCACAAGCA0.697

+ 5 1074PPP1CA_uc001okx.1_Intron|CARNS1_uc010rpr.1_Missense_Mutation_p.E331K|CARNS1_uc001olc.3_Missense_Mutation_p.E347KNM_020811 NP_065862 A5YM72 CRNS1_HUMAN 0TGTCCTGGTGGAGGCTGTGTA0.657

+ 4 277NDUFS8_uc010rpz.1_Missense_Mutation_p.R57H|NDUFS8_uc009ysb.1_Intron|NDUFS8_uc009ysc.1_Missense_Mutation_p.R57HNM_002496 NP_002487 O00217 NDUS8_HUMAN 1CGGGCAGCCCGCACCCTGCTG0.652

- 11 2418SUV420H1_uc009yse.1_Missense_Mutation_p.R307H|SUV420H1_uc001onn.1_Missense_Mutation_p.R549H|SUV420H1_uc009ysf.2_Missense_Mutation_p.R481HNM_017635 NP_060105 Q4FZB7 SV421_HUMAN 3ATGACGCCTACGAAGAGTCAA0.383

- 9 1123CPT1A_uc001oof.3_Missense_Mutation_p.P318R|CPT1A_uc009ysj.2_Missense_Mutation_p.P318RNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2CTCCTCTCCTGGGATCCGGGA0.483

- 3 1251MRGPRF_uc001oop.3_Missense_Mutation_p.G295VNM_001098515 NP_001091985 Q96AM1 MRGRF_HUMANCytoplasmic (Potential). 0CTTGTCCCTCCCGGCCAGGAA0.687

+ 16 2548C11orf30_uc001oxm.2_Missense_Mutation_p.L718P|C11orf30_uc010rsb.1_Missense_Mutation_p.L817P|C11orf30_uc010rsc.1_Missense_Mutation_p.L817P|C11orf30_uc001oxn.2_Missense_Mutation_p.L803P|C11orf30_uc010rsd.1_Intron|C11orf30_uc001oxo.1_Missense_Mutation_p.L170P|C11orf30_uc010rse.1_IntronNM_020193 NP_064578 Q7Z589 EMSY_HUMAN 6ACTATTGACCTGAGTCAAATG0.388

+ 45 6453MYO7A_uc001oyc.2_Missense_Mutation_p.R2023W|MYO7A_uc001oye.2_RNANM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4CAAGCTGCTGCGGGAGCTGGT0.637

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6TTTCAGAATACGCTTATAGGC0.328

+ 5 728 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6CATTCTGGGAGGTCACCGGGA0.418

+ 4 546NAALAD2_uc009yvx.2_Missense_Mutation_p.N146S|NAALAD2_uc009yvy.2_Missense_Mutation_p.N146S|NAALAD2_uc001pdd.2_Missense_Mutation_p.N146S|NAALAD2_uc001pde.2_Missense_Mutation_p.N146SNM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANExtracellular (Potential). 2AATGTTACAAATATTGTGCCA0.328

+ 18 11029FAT3_uc001pdi.3_Missense_Mutation_p.R111HNM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANExtracellular (Potential). 5GGGTTCCGGCGCACCCTGCGG0.587

+ 11 2520AMOTL1_uc001pfc.2_Missense_Mutation_p.D734HNM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2CGGGAAGACAGACTCCTCCAG0.502

+ 12 2797AMOTL1_uc001pfc.2_Missense_Mutation_p.S826NNM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2AAGGACAGCAGCACACAGACT0.672

+ 9 1228CNTN5_uc009ywv.1_Missense_Mutation_p.E297K|CNTN5_uc001pfz.2_Missense_Mutation_p.E297K|CNTN5_uc001pgb.2_Missense_Mutation_p.E223KNM_014361 NP_055176 O94779 CNTN5_HUMAN 8TGTGATGGGAGAATATGAGCC0.368

+ 2 788YAP1_uc001pgs.2_Missense_Mutation_p.G140W|YAP1_uc001pgu.2_Missense_Mutation_p.G140W|YAP1_uc001pgv.2_Missense_Mutation_p.G140W|YAP1_uc010ruo.1_5'UTR|YAP1_uc001pgw.2_5'UTRNM_001130145 NP_001123617 P46937 YAP1_HUMAN 3TGTTTCTCCTGGGACACTGAC0.542

- 1 70MMP7_uc009yxd.2_Missense_Mutation_p.A8V|MMP7_uc010rus.1_Missense_Mutation_p.A8VNM_002423 NP_002414 P09237 MMP7_HUMAN 1CAGGCACACAGCACACAGCAC0.552

- 16 3055ARHGAP20_uc001pky.1_Missense_Mutation_p.P901S|ARHGAP20_uc009yyb.1_Missense_Mutation_p.P888S|ARHGAP20_uc001pla.1_Missense_Mutation_p.P888S|ARHGAP20_uc001plb.2_Missense_Mutation_p.P467SNM_020809 NP_065860 Q9P2F6 RHG20_HUMAN 5AATCTTGGGGGTAAAACCTTC0.488

- 5 829 NM_017589 NP_060059 Q9NY30 BTG4_HUMAN 0CCGGTGCATAGCAGGCCTGTA0.557

+ 9 1385HTR3B_uc001pol.2_Missense_Mutation_p.G429SNM_006028 NP_006019 O95264 5HT3B_HUMANExtracellular (Potential). 0ACTGTGGGGCGGCGTGTGAAG0.493

+ 2 131PAFAH1B2_uc009yzk.1_Missense_Mutation_p.A10V|PAFAH1B2_uc009yzl.1_Missense_Mutation_p.A10V|PAFAH1B2_uc009yzm.2_RNA|PAFAH1B2_uc009yzn.2_RNA|PAFAH1B2_uc009yzj.1_IntronNM_002572 NP_002563 P68402 PA1B2_HUMAN 1AACCCAGCAGCTATTCCGCAT0.408

+ 6 687SIDT2_uc010rxe.1_Missense_Mutation_p.V216I|SIDT2_uc001pqg.2_Missense_Mutation_p.V216I|SIDT2_uc001pqi.1_Missense_Mutation_p.V216INM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0GGACAACAACGTAGCCTTCAT0.592

- 9 1276 NM_004716 NP_004707 Q16549 PCSK7_HUMANCatalytic.|Extracellular (Potential). 0AAAGGCATGCGTCCCTCCTCA0.567

- 12 2701 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 8GTCCTTGGTGGCGATGGCATA0.642

- 7 1701TRIM29_uc001pwx.2_RNA|TRIM29_uc001pwy.2_Missense_Mutation_p.S59Y|TRIM29_uc010rzi.1_Missense_Mutation_p.S265Y|TRIM29_uc010rzj.1_Missense_Mutation_p.S259Y|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4GTCATTGTCAGAGTTCTGAAT0.612

+ 13 1615GRIK4_uc009zav.1_Missense_Mutation_p.R443H|GRIK4_uc009zaw.1_Missense_Mutation_p.R443H|GRIK4_uc009zax.1_Missense_Mutation_p.R443HNM_014619 NP_055434 Q16099 GRIK4_HUMANExtracellular (Potential). 3GGCAATGACCGCTACGAGGGC0.547

- 9 1967HSPA8_uc009zbc.2_Missense_Mutation_p.A394V|HSPA8_uc001pyp.2_Missense_Mutation_p.A477V|HSPA8_uc010rzu.1_Missense_Mutation_p.A553VNM_006597 NP_006588 P11142 HSP7C_HUMAN 8AGAGGGAGGAGCTCCACCACC0.507

+ 6 760VWA5A_uc001pzr.2_Missense_Mutation_p.A184G|VWA5A_uc001pzs.2_Missense_Mutation_p.A184G|VWA5A_uc010sae.1_Missense_Mutation_p.A200G|VWA5A_uc001pzt.2_Missense_Mutation_p.A184GNM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2AGCATGGTCGCCACCATAGAT0.502

+ 2 168SIAE_uc001qan.2_5'Flank|SIAE_uc001qao.1_5'FlankNM_017425 NP_059121 Q15506 SP17_HUMAN 0ACCCACTACCGAATTCCACAA0.423

+ 9 1588 NM_022370 NP_071765 Q96MS0 ROBO3_HUMANIg-like C2-type 5.|Extracellular (Potential). 2GGTGCTTGGCTCCTCCGTGTG0.607

+ 1 691HEPACAM_uc009zbj.2_3'UTR|HEPACAM_uc001qbk.2_3'UTRNM_001037558 NP_001032647 Q6WQI6 HEPN1_HUMAN 0CCACTCCTATGAACTGTTCAA0.488



+ 4 354PKNOX2_uc010saz.1_Intron|PKNOX2_uc010sba.1_Intron|PKNOX2_uc010sbb.1_5'UTRNM_022062 NP_071345 Q96KN3 PKNX2_HUMAN 3TCTGACGATGATGGCCACGCA0.662

- 2 511ACRV1_uc001qck.2_Intron|ACRV1_uc001qcl.2_Intron|ACRV1_uc001qcm.2_Intron|ACRV1_uc001qcn.2_Intron|ACRV1_uc001qco.2_Intron|ACRV1_uc001qcp.2_Intron|ACRV1_uc001qcq.2_Intron|ACRV1_uc001qcr.2_Missense_Mutation_p.E82KNM_001612 NP_001603 P26436 ASPX_HUMAN3 X 5 AA repeats of S-E-H-[GA]-S. 0GAAGTGTGCTCGGCCACAGTG0.517

- 5 843KIRREL3_uc001qeb.2_Missense_Mutation_p.R161H|KIRREL3_uc001qec.1_Missense_Mutation_p.R161HNM_032531 NP_115920 Q8IZU9 KIRR3_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GTCCCCCGCACGCAGGCTGAT0.652

+ 9 1176LOC100288778_uc010scz.1_RNA|LOC100288778_uc010sdd.1_Missense_Mutation_p.D206Y|LOC100288778_uc010sde.1_Missense_Mutation_p.L207F|LOC100288778_uc010sdf.1_Missense_Mutation_p.L207F|LOC100288778_uc010sdg.1_Missense_Mutation_p.L207F|LOC100288778_uc010sdh.1_RNA0GTGGGCACTTGATGTCGGATC0.607

- 19 2158CACNA2D4_uc009zds.1_RNA|CACNA2D4_uc009zdt.1_Missense_Mutation_p.D507HNM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANExtracellular (Potential). 1AAAGGGGTGTCGCTGATGTCC0.478

+ 1 1081 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3GACCCTGGCCGGCGAGTCCGC0.622

+ 2 451CD9_uc010seu.1_Missense_Mutation_p.V3I|CD9_uc010sev.1_Missense_Mutation_p.V3I|CD9_uc001qnq.1_Missense_Mutation_p.V3INM_001769 NP_001760 P21926 CD9_HUMANCytoplasmic (Potential). 1CACCATGCCGGTCAAAGGAGG0.632

+ 12 1523PLEKHG6_uc001qns.2_Missense_Mutation_p.E459Q|PLEKHG6_uc010sew.1_Missense_Mutation_p.E459Q|PLEKHG6_uc010sex.1_Missense_Mutation_p.E427QNM_018173 NP_060643 Q3KR16 PKHG6_HUMAN PH. 2TCTCATGCTGGAGAAGCTCGT0.592

- 11 1896ZNF384_uc001qpz.2_Missense_Mutation_p.T502I|ZNF384_uc001qqa.2_Missense_Mutation_p.T502I|ZNF384_uc001qqb.2_Missense_Mutation_p.T486I|ZNF384_uc001qqc.2_Missense_Mutation_p.T502I|ZNF384_uc001qqd.2_Missense_Mutation_p.T447I|ZNF384_uc001qqe.2_Missense_Mutation_p.T486INM_001135734 NP_001129206 Q8TF68 ZN384_HUMAN 8GGTGGTGACAGTGAGGCAGAT0.582

- 3 119C12orf53_uc001qqg.1_Missense_Mutation_p.L15FNM_153685 NP_710152 Q8IYJ0 CL053_HUMAN 0CAGAGAGGGAGGAGGTGGGAC0.672

- 13 3381CD163L1_uc010sge.1_Missense_Mutation_p.G1129SNM_174941 NP_777601 Q9NR16 C163B_HUMANSRCR 10.|Extracellular (Potential). 11TGCCCCCAGCCGCGGGAAGGG0.617 rs149805278

- 2 285GPR19_uc001raq.2_Missense_Mutation_p.T31INM_006143 NP_006134 Q15760 GPR19_HUMANExtracellular (Potential). 1AGGTGTGGCTGTTTCAGTGCA0.468

- 3 424 NM_182558 NP_872364 0TCCAGGGAACGATTCCTCATT0.453 rs143075618

+ 2 412C12orf72_uc001rkl.2_Missense_Mutation_p.Q68R|C12orf72_uc001rkm.2_Missense_Mutation_p.Q68RNM_001135864 NP_001129336 Q8IXQ9 MET20_HUMAN 0CCTGAAATCCAGTTGCGGCTT0.552

+ 4 751FGD4_uc001rlc.2_Missense_Mutation_p.G177S|FGD4_uc001rky.2_5'UTR|FGD4_uc001rla.2_5'UTR|FGD4_uc010ske.1_Missense_Mutation_p.G204S|FGD4_uc001rlb.1_RNA|FGD4_uc001rkx.3_Missense_Mutation_p.G92SNM_139241 NP_640334 Q96M96 FGD4_HUMANActin filament-binding (By similarity). 3TGTGGCCAACGGTGTAATGGC0.483

- 13 1821 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMANHelicase ATP-binding. 6ATCCGTGTCTGGCTTCTGGTT0.527

- 12 1347LMBR1L_uc001rtg.3_Missense_Mutation_p.M330I|LMBR1L_uc001rti.3_Missense_Mutation_p.M335I|LMBR1L_uc001rtj.1_Missense_Mutation_p.M179I|LMBR1L_uc009zld.1_Missense_Mutation_p.M208INM_018113 NP_060583 Q6UX01 LMBRL_HUMANExtracellular (Potential). 1CTGGTACCTGCATGCCTCGGG0.617

- 19 2503FMNL3_uc001ruw.1_Missense_Mutation_p.V706I|FMNL3_uc001rut.1_Missense_Mutation_p.V323I|FMNL3_uc001ruu.1_Missense_Mutation_p.V607INM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN FH2. 4GAAGACTTGACGGAAGCGGAC0.547

+ 21 2981SLC4A8_uc001rym.2_Missense_Mutation_p.A882T|SLC4A8_uc001ryn.2_Missense_Mutation_p.A882T|SLC4A8_uc001ryo.2_Missense_Mutation_p.A882T|SLC4A8_uc010snj.1_Missense_Mutation_p.A962T|SLC4A8_uc001ryr.2_Missense_Mutation_p.A935TNM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANExtracellular (Potential). 5TGGGATGCCCGCAAAGCACCA0.507 rs146086054

+ 10 1541KRT86_uc009zmg.2_Missense_Mutation_p.C470R|KRT81_uc001sac.2_5'Flank|KRT86_uc001sad.2_Missense_Mutation_p.C470RNM_002284 NP_002275 O43790 KRT86_HUMAN Tail. 1TACTAACGCCTGCGCCCCCTC0.672

- 9 1523 NM_004693 NP_004684 O95678 K2C75_HUMAN Tail. 0AAGGAGTAGCCGCTGCCCCCA0.627

- 6 1268KRT8_uc009zmj.2_Intron|KRT8_uc009zmk.1_Missense_Mutation_p.A417T|KRT8_uc009zml.1_Missense_Mutation_p.A389T|KRT8_uc009zmm.1_Missense_Mutation_p.A389TNM_002273 NP_002264 P05787 K2C8_HUMAN Rod.|Coil 2. 2CTGTAGGTGGCGATCTCGATG0.667

- 9 1097AAAS_uc001scs.3_Nonsense_Mutation_p.R279*NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN WD 4. 1CCCACTCACCGAAAGACAGCT0.562 rs121918547

+ 11 1588AMHR2_uc009zmy.1_3'UTRNM_020547 NP_065434 Q16671 AMHR2_HUMANCytoplasmic (Potential).|Protein kinase. 2TGTACAGCAGCGCCTGGCTGC0.597

- 8 1229MMP19_uc001sia.2_Missense_Mutation_p.P84S|MMP19_uc001sid.2_RNA|MMP19_uc010spw.1_IntronNM_002429 NP_002420 Q99542 MMP19_HUMANHemopexin-like 2. 1AGCTTCTTGGGGAAGCCAGGA0.458

+ 12 1237DGKA_uc009zoc.1_Missense_Mutation_p.R325W|DGKA_uc001sih.1_Missense_Mutation_p.R213W|DGKA_uc001sii.1_Missense_Mutation_p.R183W|DGKA_uc009zod.1_Missense_Mutation_p.R244W|DGKA_uc001sik.2_Missense_Mutation_p.R325W|DGKA_uc001sil.2_Missense_Mutation_p.R325W|DGKA_uc001sim.2_Missense_Mutation_p.R325W|DGKA_uc001sin.2_Missense_Mutation_p.R325W|DGKA_uc009zof.2_5'UTR|DGKA_uc001sio.2_Missense_Mutation_p.R67WNM_001345 NP_001336 P23743 DGKA_HUMAN 4TGGGCTGCTCCGGGATCACAT0.602

- 10 1254CS_uc010sql.1_Missense_Mutation_p.P342L|CS_uc001skr.1_Missense_Mutation_p.P289L|CS_uc001skt.1_Missense_Mutation_p.P310L|CS_uc010sqm.1_3'UTRNM_004077 NP_004068 O75390 CISY_HUMAN 0GGTATATCGCGGATCAGTCTT0.413

- 18 2324 NM_003920 NP_003911 Q9UNS1 TIM_HUMAN 8GTTAGTGTGGGCACTATTCTG0.493 rs138087467

- 5 446TAC3_uc001smr.2_RNA|TAC3_uc001smq.2_RNA|TAC3_uc001smt.2_RNA|TAC3_uc001sms.2_RNA|TAC3_uc010sqy.1_RNA|TAC3_uc001smu.2_Intron|TAC3_uc001smv.2_Intron|TAC3_uc001smo.2_IntronNM_013251 NP_037383 Q9UHF0 TKNK_HUMAN 2CTACCTGGCTGGACGCTCCTC0.502

+ 81 12924 NM_002332 NP_002323 Q07954 LRP1_HUMANEGF-like 16.|Extracellular (Potential). 22CCATGTGACCGCAAGAAATGC0.642

- 4 526 NM_000619 NP_000610 P01579 IFNG_HUMAN 0ATGAGTTCATGTATTGCTTTG0.433

+ 9 1732CPSF6_uc001suu.3_Missense_Mutation_p.E578G|CPSF6_uc010stk.1_Missense_Mutation_p.E173GNM_007007 NP_008938 Q16630 CPSF6_HUMANSufficient for nuclear targeting.|Arg-rich. 0 cgtgaccgagagcgtgaccga 0.353

+ 2 977TMTC2_uc001szr.1_Missense_Mutation_p.S182N|TMTC2_uc001szs.1_Missense_Mutation_p.S182N|TMTC2_uc010suk.1_IntronNM_152588 NP_689801 Q8N394 TMTC2_HUMANHelical; (Potential). 2GCAGGATGCAGCATGTTGTGG0.478

- 1 1649 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2ATGTCTAACAGTTAAAGTCCT0.368

- 10 1578SART3_uc001tmy.1_5'UTR|SART3_uc009zux.1_Missense_Mutation_p.A60G|SART3_uc010swx.1_Missense_Mutation_p.A412G|SART3_uc010swy.1_Missense_Mutation_p.A334G|SART3_uc010swz.1_Missense_Mutation_p.A448G|SART3_uc001tna.1_RNANM_014706 NP_055521 Q15020 SART3_HUMAN 1ACGAGTAAAGGCGGCCCTCAA0.458

+ 53 7398ACACB_uc001toc.2_Missense_Mutation_p.V2427M|ACACB_uc001tod.2_RNA|ACACB_uc010sxm.1_Missense_Mutation_p.V1093MNM_001093 NP_001084 O00763 ACACB_HUMAN 8CGAGGTGGCCGTGGACTGTGT0.622

- 68 11872 NM_001109662 NP_001103132 2GAGGGCGGTACCTGCTGTGCC0.617

- 28 4117 NM_001109662 NP_001103132 2CACTCTGTGGCTCGGGCAAGA0.542

- 11 1276SLC24A6_uc001tuz.2_Missense_Mutation_p.R61W|SLC24A6_uc001tva.2_RNA|SLC24A6_uc001tvb.2_Missense_Mutation_p.R94WNM_024959 NP_079235 Q6J4K2 NCKX6_HUMANExtracellular (Potential). 1TTGAGGGGCCGTTTCCAGTTC0.622

- 8 1223 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8TACTTGGACTGGGTTCTGTTG0.418

- 7 885 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GTAAACCATCCGAACACCACC0.428

- 4 1241 NM_019086 NP_061959 Q8N0Z9 VSI10_HUMANIg-like C2-type 3.|Extracellular (Potential). 0ACCATGCAGCTGGCGCCCGAC0.522

- 45 5710CIT_uc001txh.1_Missense_Mutation_p.A1405V|CIT_uc001txj.1_Missense_Mutation_p.A1928VNM_007174 NP_009105 O14578 CTRO_HUMAN 10GTATGAGGACGCCAAGTAAAT0.607

- 5 602RPLP0_uc001txq.2_Missense_Mutation_p.T122S|RPLP0_uc001txr.2_Missense_Mutation_p.T122S|uc001txs.1_5'FlankNM_053275 NP_444505 P05388 RLA0_HUMAN 1GGCTGGCACAGTGACTTCACA0.532

+ 3 869CABP1_uc001tyv.2_Missense_Mutation_p.E125K|CABP1_uc001tyw.2_Missense_Mutation_p.E65K|CABP1_uc001tyx.2_Missense_Mutation_p.E110KNM_001033677 NP_001028849 Q9NZU7 CABP1_HUMAN EF-hand 2. 1GGAGCTCATCGAACTGTCCCA0.512

- 2 651CLIP1_uc001uch.1_Missense_Mutation_p.T182M|CLIP1_uc001uci.1_Missense_Mutation_p.T182M|CLIP1_uc010tae.1_Missense_Mutation_p.T182MNM_002956 NP_002947 P30622 CLIP1_HUMAN Ser-rich. 3GATCGGAGGCGTAGCTGAAGG0.507

- 1 451MPHOSPH9_uc010tal.1_5'UTR|MPHOSPH9_uc010tam.1_RNA|MPHOSPH9_uc001uem.2_5'UTRNM_022782 NP_073619 Q99550 MPP9_HUMAN 0TTCACCAGGAGAAATGGATAC0.353



+ 20 2787 NM_012463 NP_036595 Q9Y487 VPP2_HUMANCytoplasmic (Potential). 2TCTACTTTCATCAAAGTTCAA0.348

- 3 1334 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14CTGCTGGCTCGCACGCCGATG0.552

+ 3 852PUS1_uc001ujg.2_Missense_Mutation_p.C97R|PUS1_uc001ujh.2_Missense_Mutation_p.C97R|PUS1_uc001uji.2_Missense_Mutation_p.C72RNM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2CCGGTCAGGCTGTATTCCTGA0.517

+ 5 1374PUS1_uc001ujg.2_Missense_Mutation_p.G271S|PUS1_uc001ujh.2_Missense_Mutation_p.G271S|PUS1_uc001uji.2_Missense_Mutation_p.G246SNM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2GAAGATGGTCGGCCTGGTGGT0.622

- 39 5422POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Missense_Mutation_p.R597K|POLE_uc010tbq.1_RNANM_006231 NP_006222 Q07864 DPOE1_HUMAN 8AGGGTGGCACCTGAAGGTGTT0.552

+ 5 1614ZNF268_uc010tbv.1_Intron|ZNF10_uc001ulq.2_Missense_Mutation_p.S389RNM_015394 NP_056209 P21506 ZNF10_HUMAN C2H2-type 6. 3TCAGACAGAGCACACATCTCA0.438

- 2 423 NM_004004 NP_003995 P29033 CXB2_HUMANExtracellular (Potential). 0TGGGAGATGGGGAAGTAGTGA0.592

+ 18 1777IFT88_uc001uni.2_Missense_Mutation_p.A452T|IFT88_uc001unj.2_Missense_Mutation_p.A451T|IFT88_uc010tcq.1_Missense_Mutation_p.A432T|IFT88_uc001unk.2_Missense_Mutation_p.A207T|IFT88_uc001unl.1_Missense_Mutation_p.A79TNM_175605 NP_783195 Q13099 IFT88_HUMAN TPR 6. 1GAAAAGTGCAGCTGCAACCAA0.343

- 10 3641SACS_uc001uoo.2_Missense_Mutation_p.E871Q|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12GATAGATTCTCAAGGACCCAT0.348

+ 1 4159 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 8.|Extracellular (Potential).p.G1284G(1) 11ACTAACAGATGGGAAGCACTC0.408

- 3 337STOML3_uc010tez.1_Missense_Mutation_p.R58CNM_145286 NP_660329 Q8TAV4 STML3_HUMANCytoplasmic (Potential). 1GCTTGGATGCGTCCCAGACGG0.473 rs139159531

- 1 200 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2TTGTGTGTGGGGTTGACGACA0.542

- 13 2328C13orf18_uc010tfy.1_Missense_Mutation_p.L98M|C13orf18_uc001vbf.3_Missense_Mutation_p.L508M|C13orf18_uc001vbg.3_Missense_Mutation_p.L303M|C13orf18_uc010tfz.1_Missense_Mutation_p.L418M|C13orf18_uc010acm.2_Missense_Mutation_p.L440M|C13orf18_uc010acn.2_Missense_Mutation_p.L360M|C13orf18_uc001vbe.3_Intron|C13orf18_uc001vbh.3_Missense_Mutation_p.L575M|C13orf18_uc001vbi.3_Missense_Mutation_p.L418MNM_025113 NP_079389 Q9H714 CM018_HUMAN 0GGTGCCAGCAGCCCTTTCTTG0.542

- 11 2011C13orf18_uc010tfy.1_5'UTR|C13orf18_uc001vbf.3_Missense_Mutation_p.S402L|C13orf18_uc001vbg.3_Missense_Mutation_p.S197L|C13orf18_uc010tfz.1_Missense_Mutation_p.S312L|C13orf18_uc010acm.2_Missense_Mutation_p.S334L|C13orf18_uc010acn.2_Missense_Mutation_p.S254L|C13orf18_uc001vbe.3_Missense_Mutation_p.S469L|C13orf18_uc001vbh.3_Missense_Mutation_p.S469L|C13orf18_uc001vbi.3_Missense_Mutation_p.S312L|C13orf18_uc010aco.1_3'UTRNM_025113 NP_079389 Q9H714 CM018_HUMAN 0AGGGATGCACGACTCTGCATA0.517

- 1 363FARP1_uc001vnh.2_Intron|FARP1_uc001vni.2_Intron|FARP1_uc001vnj.2_IntronNM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3GAAGTCAGCGGTGGCCCCCAT0.692

+ 24 2025 NM_001846 NP_001837 P08572 CO4A2_HUMANTriple-helical region. 6AGCCCAGGCCGCGATGGGCTC0.632

+ 29 2682 NM_001846 NP_001837 P08572 CO4A2_HUMANTriple-helical region. 6CTTAAAGGCCTTCCCGGAGAC0.692

+ 2 1117ING1_uc001vrf.2_Missense_Mutation_p.D42N|ING1_uc001vrg.2_Missense_Mutation_p.D17N|ING1_uc001vrh.2_Missense_Mutation_p.D86NNM_005537 NP_005528 Q9UK53 ING1_HUMAN 1GGAGCTGGGCGACGAGAAGAT0.662

+ 19 2304ATP11A_uc001vsj.3_Missense_Mutation_p.G739E|ATP11A_uc001vsm.1_Missense_Mutation_p.G615E|ATP11A_uc010ago.2_RNANM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4CGCCACAGCGGGAGCCTGACC0.657

+ 1 53PROZ_uc010agr.1_Missense_Mutation_p.A16PNM_003891 NP_003882 P22891 PROZ_HUMAN 0CCTGGTCCTCGCCCTCCATCG0.607

+ 4 330PROZ_uc010agr.1_Missense_Mutation_p.G130DNM_003891 NP_003882 P22891 PROZ_HUMAN EGF-like 1. 0AGCATCTGGGGCTACACCTGC0.607

+ 9 831CUL4A_uc010tjx.1_Missense_Mutation_p.V174I|CUL4A_uc010agu.2_Missense_Mutation_p.V135I|CUL4A_uc010tjz.1_5'Flank|CUL4A_uc001vtl.1_RNANM_001008895 NP_001008895 Q13619 CUL4A_HUMAN 3GGGAGACAGAGTAATCACTTA0.413

- 8 1061TTC5_uc001vwu.2_Missense_Mutation_p.A192VNM_138376 NP_612385 Q8N0Z6 TTC5_HUMAN 1CAGGATGACGGCACCGCTGTT0.527

+ 2 457RNASE2_uc001vyl.1_Missense_Mutation_p.A130TNM_002934 NP_002925 P10153 RNAS2_HUMAN 1GCAGACACCAGCAAACATGTT0.458

+ 17 3783FLJ10357_uc001vzo.1_Missense_Mutation_p.D331N|FLJ10357_uc010aij.2_RNA|FLJ10357_uc010tln.1_Missense_Mutation_p.D538NNM_018071 NP_060541 Q8TER5 ARH40_HUMAN DH. 0CCGTGGCAGAGACCTGCTGGC0.622

+ 4 581 NM_020366 NP_065099 Q96KN7 RPGR1_HUMAN 7AGTAAACCCAGTGAACTGTGA0.423

- 2 349 NM_001344 NP_001335 P61803 DAD1_HUMAN 1GGCTCGCTCTGGGGAGATGCC0.418

- 11 1223RBM23_uc001whh.2_Nonsense_Mutation_p.R326*|RBM23_uc001whi.2_Nonsense_Mutation_p.R308*|RBM23_uc010tne.1_Nonsense_Mutation_p.R172*|RBM23_uc001whj.2_Nonsense_Mutation_p.R92*NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1CCATCCAGTCGCTCAGTCACA0.547

+ 3 625DHRS2_uc010aku.1_Missense_Mutation_p.G60R|DHRS2_uc001wku.3_Missense_Mutation_p.G60R|DHRS2_uc010akv.2_RNA|DHRS2_uc001wkv.3_Missense_Mutation_p.G60RNM_182908 NP_878912 Q13268 DHRS2_HUMANNAD or NADP (By similarity). 2GGCCCGGGACGGGGCCCACGT0.647

+ 11 1328DCAF11_uc001wlw.2_Missense_Mutation_p.A350T|DCAF11_uc001wlz.2_Missense_Mutation_p.A250T|DCAF11_uc001wly.2_Missense_Mutation_p.A306T|DCAF11_uc001wme.2_Missense_Mutation_p.A310T|DCAF11_uc010tny.1_Missense_Mutation_p.A217T|DCAF11_uc001wmd.2_Missense_Mutation_p.A350T|DCAF11_uc001wmc.2_Missense_Mutation_p.A250T|DCAF11_uc001wmb.3_Missense_Mutation_p.A324T|DCAF11_uc001wma.3_Missense_Mutation_p.A350TNM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN 0GCCTGTGGGTGCACTGGCTGG0.562

+ 2 150RNF31_uc001wmp.2_RNA|IRF9_uc010alj.2_5'FlankNM_006084 NP_006075 Q00978 IRF9_HUMAN 1AGGGCACGCTGCACCCGAAAA0.567

- 2 319RIPK3_uc001wpa.2_5'Flank|RIPK3_uc010alq.2_RNA|RIPK3_uc010toi.1_5'UTR|RIPK3_uc010toj.1_Missense_Mutation_p.R37WNM_006871 NP_006862 Q9Y572 RIPK3_HUMANProtein kinase. p.R37R(1) 4TGTTGCGCCCGGAACACTGTG0.627

+ 8 2971AKAP6_uc010aml.2_Missense_Mutation_p.S931NNM_004274 NP_004265 Q13023 AKAP6_HUMAN 21AAGCTGTACAGCGAGCAGTAT0.443

- 4 1936 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0GACACTGAGTGATTCGATGTC0.443

- 1 292SDCCAG1_uc010anj.1_Intron|C14orf104_uc001wwt.3_Missense_Mutation_p.H71YNM_018139 NP_060609 Q9NVR5 KTU_HUMAN 0GGCTCCGGGTGCACGAACCGC0.711

+ 8 601PSMC6_uc010tqw.1_Missense_Mutation_p.V167INM_002806 NP_002797 P62333 PRS10_HUMAN 1GGCACGAGCCGTTGCTAGCCA0.289

- 17 1632C14orf39_uc010apo.2_Missense_Mutation_p.A219SNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4AGATTTCTTGCAGAATAATGT0.279

- 25 5456SPTB_uc001xhr.2_Missense_Mutation_p.R1801H|SPTB_uc001xhs.2_Missense_Mutation_p.R1801H|SPTB_uc001xhu.2_Missense_Mutation_p.R1801H|SPTB_uc010aqi.2_Missense_Mutation_p.R462HNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 15. 11GTAGAAGTAGCGGTGCAGGTC0.652

+ 6 1775FUT8_uc001xio.2_Missense_Mutation_p.R193Q|FUT8_uc010tsp.1_Missense_Mutation_p.R30Q|FUT8_uc001xir.3_RNA|FUT8_uc001xip.2_Missense_Mutation_p.R193Q|FUT8_uc001xiq.2_Missense_Mutation_p.R64QNM_178155 NP_835368 Q9BYC5 FUT8_HUMANLumenal (Potential). 1CTGGTTCAGCGGAGAATAACA0.373

+ 2 362KIAA0247_uc010aqz.2_Translation_Start_SiteNM_014734 NP_055549 Q92537 K0247_HUMAN 3AGTGTTTGCCGTGGCCTCCGT0.478

- 7 2138ZFYVE1_uc001xnl.2_Missense_Mutation_p.A85T|ZFYVE1_uc010arj.2_Missense_Mutation_p.A500TNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1GCATATTTTGCGAGACCCATC0.512

+ 4 407RBM25_uc001xnn.3_Missense_Mutation_p.A67T|RBM25_uc010ttu.1_Missense_Mutation_p.A67T|RBM25_uc001xnp.2_5'UTRNM_021239 NP_067062 P49756 RBM25_HUMAN 4GCATTTGGGCGCAAGAAAGGA0.378 rs143840737

+ 6 720ENTPD5_uc001xpi.2_3'UTR|COQ6_uc001xpe.2_Missense_Mutation_p.V139I|COQ6_uc001xpf.2_Missense_Mutation_p.V139I|COQ6_uc010tuk.1_Missense_Mutation_p.V189I|COQ6_uc010tul.1_3'UTR|COQ6_uc010tum.1_3'UTR|COQ6_uc010tun.1_Missense_Mutation_p.V159I|COQ6_uc001xpg.2_Missense_Mutation_p.V214INM_182476 NP_872282 Q9Y2Z9 COQ6_HUMAN 0CAACTCCGGAGTACGGCAGGC0.493

+ 1 500 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3GTACAAACACCAGATGCTCCA0.667

- 1 857PROX2_uc001xqq.1_IntronNM_001080408 NP_001073877 Q3B8N5 PROX2_HUMAN 0GGGCAAGGCAGCCAAAGCAAG0.577

- 2 3239MLH3_uc001xre.1_Missense_Mutation_p.P1008L|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2ATCTTCTACCGGATTCATTAA0.393

+ 4 579KIAA1737_uc001xtc.1_Missense_Mutation_p.V36LNM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0TCATCCACCTGTACCATCTCC0.512



+ 4 991KIAA1737_uc001xtc.1_Missense_Mutation_p.S173NNM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0GCATCAGACAGCACTCTCCAT0.567

- 4 998DIO2_uc010tvp.1_Missense_Mutation_p.L235P|DIO2_uc001xut.2_RNA|DIO2_uc010asx.2_3'UTR|DIO2_uc010tvr.1_Missense_Mutation_p.L199P|DIO2_uc010asy.2_3'UTRNM_000793 NP_000784 Q92813 IOD2_HUMAN 1GAAACGCTCCAGAAGCTGCTG0.557

- 7 1544C14orf102_uc010atp.1_Missense_Mutation_p.D10N|C14orf102_uc001xyj.1_Missense_Mutation_p.D274NNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3TTCACGCTGTCGGGTTTGAAG0.552

+ 5 500CALM1_uc010atq.1_Missense_Mutation_p.Y101H|CALM1_uc010atr.1_RNA|CALM1_uc001xym.1_Missense_Mutation_p.Y64HNM_006888 NP_008819 P62158 CALM_HUMAN EF-hand 3.|3. 1TGGCAATGGTTATATCAGTGC0.398

+ 6 1901RIN3_uc010auk.2_Missense_Mutation_p.S245R|RIN3_uc001yaq.2_Missense_Mutation_p.S508R|RIN3_uc001yar.1_Missense_Mutation_p.S245R|RIN3_uc001yas.1_Missense_Mutation_p.S245RNM_024832 NP_079108 Q8TB24 RIN3_HUMAN 3ACCGGCTGAGCTTTGCCAGTT0.592

- 6 588BEGAIN_uc001yhp.2_Missense_Mutation_p.S84P|BEGAIN_uc001yhq.2_Missense_Mutation_p.S148PNM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0TGGAAATCCGAGGGCAGCTGG0.672

+ 9 1799 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN Kinesin-motor. 1GACGCCCGACGCAGCTCCCAC0.701

+ 4 250C14orf80_uc001yrj.2_5'Flank|C14orf80_uc001yrk.2_5'Flank|C14orf80_uc001yrn.2_5'Flank|C14orf80_uc001yro.2_5'Flank|C14orf80_uc001yrm.2_5'FlankNM_001311 NP_001302 P50238 CRIP1_HUMAN 0TCTCTTTGCAGCACGAAGGCA0.567

- 19 2892HERC2P2_uc001yvq.2_5'Flank|HERC2P2_uc001yvo.3_5'Flank|HERC2P2_uc001yvp.3_Intron 0AGCTTCTCCATGAGGCATTTC0.493

+ 2 308 NM_207444 NP_997327 Q8NAA6 CO053_HUMAN 0ACAATGCTGGGTCCAAGGAAA0.483

+ 3 1668BAHD1_uc001zlt.2_Missense_Mutation_p.R532C|BAHD1_uc010bbp.1_Missense_Mutation_p.R532C|BAHD1_uc001zlv.2_Missense_Mutation_p.R533CNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0GACAGTAGCCCGTGCGTGCCC0.667

+ 9 1110RAD51_uc010bbw.2_Intron|RAD51_uc010bbx.2_Missense_Mutation_p.A272T|RAD51_uc001zmk.3_RNA|RAD51_uc001zml.3_Missense_Mutation_p.A272TNM_002875 NP_002866 Q06609 RAD51_HUMAN 0TCAGGTGGTAGCTCAAGTGGA0.453

- 19 2419INO80_uc010ucu.1_RNANM_017553 NP_060023 Q9ULG1 INO80_HUMANAssembles INO80 complex module consisting of conserved components INO80B, INO80C, ACTR5, RVBL1, RVBL2.4AAAATCATGTGTAAGCGAGAA0.373

+ 13 1291JMJD7-PLA2G4B_uc001zoo.3_Missense_Mutation_p.C628Y|JMJD7-PLA2G4B_uc010bcn.2_Missense_Mutation_p.C628Y|JMJD7-PLA2G4B_uc001zoq.3_Missense_Mutation_p.C98Y|JMJD7-PLA2G4B_uc001zor.1_Missense_Mutation_p.C98YNM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1TACCCAAGCTGCTTCACCAAC0.483

+ 16 1675JMJD7-PLA2G4B_uc001zoo.3_Missense_Mutation_p.R756H|JMJD7-PLA2G4B_uc010bcn.2_Missense_Mutation_p.R756H|JMJD7-PLA2G4B_uc001zoq.3_Missense_Mutation_p.R226H|JMJD7-PLA2G4B_uc001zor.1_Missense_Mutation_p.R226HNM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1TTCTGGGACCGCTGGGTCAGG0.637

+ 8 1117TUBGCP4_uc001zrn.2_Missense_Mutation_p.L293M|TUBGCP4_uc010bdh.2_RNANM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3AAATGTGAACCTGACTAGAAA0.433

+ 10 1319DUOX1_uc001zut.1_Missense_Mutation_p.A325T|DUOX1_uc010bee.1_5'UTRNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANPeroxidase-like; mediates peroxidase activity.|Extracellular (Potential).8GTTCGTGGCGGCCTCTGAGCA0.572

- 55 6987 FBN1_uc010beo.1_RNANM_000138 NP_000129 P35555 FBN1_HUMANEGF-like 38; calcium-binding. 3GTTCACACATCGGAAGGCACA0.458

- 10 1051C15orf33_uc001zxm.2_Missense_Mutation_p.D219YNM_152647 NP_689860 Q96M60 CO033_HUMAN 1GCCAAACAATCAGGATATATC0.254

- 13 1223ATP8B4_uc010ber.2_Missense_Mutation_p.R234W|ATP8B4_uc010ufd.1_Missense_Mutation_p.R234W|ATP8B4_uc010ufe.1_RNANM_024837 NP_079113 Q8TF62 AT8B4_HUMANCytoplasmic (Potential). 8TACATCTTCCGGTCCCAGTTT0.393

+ 5 1019ALDH1A2_uc010ugw.1_Intron|AQP9_uc010ugx.1_Missense_Mutation_p.L156PNM_020980 NP_066190 O43315 AQP9_HUMANExtracellular (Potential). 1GCTCGAGACCTGAGTCCCAGA0.557

+ 4 834LIPC_uc010bfz.1_Missense_Mutation_p.G76S|LIPC_uc002afa.1_Missense_Mutation_p.G76S|LIPC_uc010bgb.1_Intron|LIPC_uc010ugy.1_Missense_Mutation_p.G76SNM_000236 NP_000227 P11150 LIPC_HUMAN 1ACAGGAGTGCGGCTTCAACTC0.473

+ 6 1634 NM_032857 NP_116246 P83111 LACTB_HUMAN 0GGCCTCAATAGCACCGCTTTG0.378

+ 8 710RAB8B_uc010uih.1_Missense_Mutation_p.S188LNM_016530 NP_057614 Q92930 RAB8B_HUMAN 2TTTCGTTGCTCGCTACTTTGA0.458

- 5 652FAM96A_uc002amu.1_3'UTRNM_032231 NP_115607 Q9H5X1 FA96A_HUMAN 0GCTGCCACTCGCTCTTTGTCA0.413

+ 1 184NOX5_uc002arp.1_5'UTR|NOX5_uc002arq.1_5'UTR|NOX5_uc002aro.2_RNA|SPESP1_uc002arn.1_Missense_Mutation_p.A19TNM_024505 NP_078781 Q96PH1 NOX5_HUMANCytoplasmic (Potential).|N-terminal regulatory region; interacts with the C-terminal catalytic region in a calcium-dependent manner.2GTCTGTGCCGGCTTATCCGAG0.632

- 18 3110TLE3_uc002ask.2_Missense_Mutation_p.S591L|TLE3_uc002asl.2_Missense_Mutation_p.S664L|TLE3_uc010ukd.1_Missense_Mutation_p.S654L|TLE3_uc010bik.1_Missense_Mutation_p.S245L|TLE3_uc010bil.1_Missense_Mutation_p.S661L|TLE3_uc002asn.2_Missense_Mutation_p.S652L|TLE3_uc002asp.2_Missense_Mutation_p.S656L|TLE3_uc002aso.2_Missense_Mutation_p.S659LNM_005078 NP_005069 Q04726 TLE3_HUMAN WD 5. 2GTAGCCCAGCGAGAAGATCTG0.622

- 16 2933TLE3_uc002ask.2_Missense_Mutation_p.L532P|TLE3_uc002asl.2_Missense_Mutation_p.L605P|TLE3_uc010ukd.1_Missense_Mutation_p.L595P|TLE3_uc010bik.1_Missense_Mutation_p.L186P|TLE3_uc010bil.1_Missense_Mutation_p.L602P|TLE3_uc002asn.2_Missense_Mutation_p.L593P|TLE3_uc002asp.2_Missense_Mutation_p.L597P|TLE3_uc002aso.2_Missense_Mutation_p.L600PNM_005078 NP_005069 Q04726 TLE3_HUMAN WD 3. 2CTGGTTGTGCAGGTCCCAGAC0.592

- 7 1174STOML1_uc002awf.2_Missense_Mutation_p.R367Q|STOML1_uc010bje.2_Missense_Mutation_p.R297Q|STOML1_uc010uld.1_Missense_Mutation_p.R325Q|STOML1_uc002awh.2_Missense_Mutation_p.R318Q|STOML1_uc002awg.2_Missense_Mutation_p.R317Q|STOML1_uc002awi.2_Missense_Mutation_p.R280QNM_004809 NP_004800 Q9UBI4 STML1_HUMANCytoplasmic (Potential).|SCP2. 1CCCCAGGGGCCGCAGCTCTCT0.642

- 2 1104LINGO1_uc002bcu.1_Missense_Mutation_p.E345GNM_032808 NP_116197 Q96FE5 LIGO1_HUMANExtracellular (Potential).|LRR 11. 2GACTGATTCCTCCAGTGTGGT0.652

- 18 3032ADAMTS7_uc010und.1_IntronNM_014272 NP_055087 Q9UKP4 ATS7_HUMAN 0GCCGGACAGGGTACATGGCGG0.662

+ 2 148KIAA1024_uc010unk.1_Missense_Mutation_p.V25INM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4GCAAAATACCGTTTCTTATCA0.478

+ 7 567FAH_uc002bfk.1_Missense_Mutation_p.R162H|FAH_uc002bfm.1_Missense_Mutation_p.R162H|FAH_uc002bfn.1_Missense_Mutation_p.R92HNM_000137 NP_000128 P16930 FAAA_HUMAN 0TACCATGGCCGTGCCTCCTCT0.527

- 4 1733BNC1_uc010uos.1_Missense_Mutation_p.E537KNM_001717 NP_001708 Q01954 BNC1_HUMAN 3TCCACAGCTTCTTTCTCTATT0.458

- 7 804WDR73_uc002bkv.2_RNA|WDR73_uc002bkx.2_RNA|WDR73_uc010upa.1_3'UTR|uc002bky.1_Missense_Mutation_p.L97INM_032856 NP_116245 Q6P4I2 WDR73_HUMAN 0CTGGACTGAGCTCACAGGATG0.617

+ 7 3273AKAP13_uc002blt.1_Missense_Mutation_p.A1035T|AKAP13_uc002blu.1_Missense_Mutation_p.A1035T|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9AGCCTTGGGGGCAGAGCACAA0.597

- 11 1962 NM_001150 NP_001141 P15144 AMPN_HUMANExtracellular.|Metalloprotease. 4GGTCCCCGTGCTGGTATCCAC0.597

+ 8 1199TTLL13_uc002bpe.1_RNANM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN TTL. 0AATTTTGTCCGGGATGGCGCT0.522

- 12 1647PRC1_uc002bqn.2_Missense_Mutation_p.T497M|PRC1_uc002bqo.2_Missense_Mutation_p.T497M|PRC1_uc010uqs.1_Missense_Mutation_p.T456MNM_003981 NP_003972 O43663 PRC1_HUMANUnstructured, Arg/Lys rich. 2ACTATTGGCCGTAGCATTGGA0.517

+ 30 4362CHD2_uc002bso.1_Missense_Mutation_p.V1263MNM_001271 NP_001262 O14647 CHD2_HUMAN 2AGAGTGGGGGGTGGAAGATGA0.408

- 10 1476ADAMTS17_uc002bvx.1_Missense_Mutation_p.P223LNM_139057 NP_620688 Q8TE56 ATS17_HUMAN Disintegrin. 3GTGCATGCCCGGCAGCTTGTG0.582 rs144488545

- 5 593TM2D3_uc010usg.1_Missense_Mutation_p.T162M|TM2D3_uc002bxh.2_Missense_Mutation_p.T123M|TM2D3_uc002bxj.2_Missense_Mutation_p.T162M|TM2D3_uc002bxk.2_Missense_Mutation_p.T123MNM_078474 NP_510883 Q9BRN9 TM2D3_HUMANHelical; (Potential). 1AGCCAGAGCCGTAGACCACTT0.393

- 4 506TM2D3_uc010usg.1_Missense_Mutation_p.T133M|TM2D3_uc002bxh.2_Missense_Mutation_p.T94M|TM2D3_uc002bxj.2_Missense_Mutation_p.T133M|TM2D3_uc002bxk.2_Missense_Mutation_p.T94M|TM2D3_uc010ush.1_Missense_Mutation_p.T159MNM_078474 NP_510883 Q9BRN9 TM2D3_HUMAN 1GTCCCGCACCGTGCAGTTGGC0.498 rs144526936

+ 7 1578WASH3P_uc010utu.1_RNA|WASH3P_uc002cdl.2_Missense_Mutation_p.P53L|WASH3P_uc002cdk.2_RNA|WASH3P_uc002cdp.2_Missense_Mutation_p.P53L|WASH3P_uc010bpo.2_RNA|WASH3P_uc002cdq.2_RNA|WASH3P_uc002cdr.2_5'FlankNR_003659 0CCTGACCTGCCCGGCATTACC0.582

+ 2 1428WFIKKN1_uc002chs.1_3'UTRNM_053284 NP_444514 Q96NZ8 WFKN1_HUMANBPTI/Kunitz inhibitor 2. 0CGAGGGCAACGGCAACAACTT0.731

+ 19 1877RHOT2_uc002ciq.2_Missense_Mutation_p.A497T|RHOT2_uc010bqy.2_Missense_Mutation_p.A383T|RHBDL1_uc002cir.1_5'Flank|RHBDL1_uc010uun.1_5'Flank|RHBDL1_uc002cis.1_5'FlankNM_138769 NP_620124 Q8IXI1 MIRO2_HUMANMiro 2.|Helical; Anchor for type IV membrane protein; (Potential).1CGCCGTGGCCGCAGTCCTCAG0.642

+ 4 982 uc010bra.1_5'Flank NM_024042 NP_076947 Q9UJH8 METRN_HUMAN 0CCACCCCTGCGAGGTGGCGCT0.672



- 7 1487 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4CGGGCCCATCCTGCCCAGGCG0.756

+ 22 2511TSC2_uc010bsd.2_Missense_Mutation_p.S802T|TSC2_uc002coo.2_Missense_Mutation_p.S802T|TSC2_uc010uvv.1_Missense_Mutation_p.S765T|TSC2_uc010uvw.1_Missense_Mutation_p.S753T|TSC2_uc002cop.2_Missense_Mutation_p.S602TNM_000548 NP_000539 P49815 TSC2_HUMAN p.E793fs*9(1) 10CGCTGTGCCAGCCAGTGCGTC0.632

- 15 4689PKD1_uc002cot.1_Missense_Mutation_p.R1494CNM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|PKD 10. 3CTGGCGGGGCGCCCACGGCCC0.652

+ 1 1034 NM_020982 NP_066192 O95484 CLD9_HUMANExtracellular (Potential). 0CATCGTGGTGGCCCAGGTGGT0.667

+ 1 411 NR_002169 0GCCTATGACCGCTTTGTCGCC0.512

- 22 4045CREBBP_uc002cvw.2_Missense_Mutation_p.V1243INM_004380 NP_004371 Q92793 CBP_HUMAN Cys/His-rich. 127TTGCAATCAACGAAACTAGGA0.512

- 2 2032 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential).|Guanylate cyclase 1. 6GCCCAGGATGCCGCAAAGGAC0.557

- 2 1162 NM_001116 NP_001107 O60503 ADCY9_HUMANExtracellular (Potential). 6GGCTGTGGCCGTAAGGTTGGA0.582

- 20 2119CORO7_uc002cwe.2_RNA|CORO7_uc002cwf.2_Missense_Mutation_p.R667W|CORO7_uc002cwg.3_Missense_Mutation_p.R447W|CORO7_uc010uxh.1_Missense_Mutation_p.R649W|CORO7_uc010uxi.1_Missense_Mutation_p.R582W|CORO7_uc002cwi.1_Missense_Mutation_p.R447W|CORO7_uc010uxj.1_RNANM_024535 NP_078811 P57737 CORO7_HUMAN WD 7. 0GGGCCACTCCGGGGCCTGTAG0.647

+ 4 431HMOX2_uc002cwr.3_Missense_Mutation_p.R87H|HMOX2_uc002cwq.3_Missense_Mutation_p.R87H|HMOX2_uc002cws.3_Missense_Mutation_p.R141H|HMOX2_uc010btt.2_Missense_Mutation_p.R87H|HMOX2_uc002cwt.2_Missense_Mutation_p.R87HNM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0GAAATGGAGCGCAACAAGGAC0.562

+ 11 1828CIITA_uc002daj.3_Missense_Mutation_p.E566D|CIITA_uc002dak.3_Intron|CIITA_uc002dag.2_Missense_Mutation_p.E565D|CIITA_uc002dah.2_Missense_Mutation_p.E517D|CIITA_uc010bup.1_IntronNM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1CCCTATTTGAGCTGTCCGGCT0.627

- 14 3097KIAA0430_uc002ddq.2_Missense_Mutation_p.E802D|KIAA0430_uc010uzv.1_Missense_Mutation_p.E964D|KIAA0430_uc010uzw.1_Missense_Mutation_p.E967DNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0GATATTCTAACTCTTCAAATA0.478

- 14 1716MYH11_uc002ddv.2_Missense_Mutation_p.E544Q|MYH11_uc002ddw.2_Missense_Mutation_p.E537Q|MYH11_uc002ddx.2_Missense_Mutation_p.E544Q|MYH11_uc010bvg.2_Missense_Mutation_p.E369Q|MYH11_uc002dea.1_Missense_Mutation_p.E243QNM_002474 NP_002465 P35749 MYH11_HUMANMyosin head-like. 15CAGCATTCCTCGTCCAGCAGG0.572

+ 16 2222ABCC1_uc010bvj.2_Missense_Mutation_p.G683R|ABCC1_uc010bvk.2_Missense_Mutation_p.G683R|ABCC1_uc010bvl.2_Missense_Mutation_p.G683R|ABCC1_uc010bvm.2_Missense_Mutation_p.G683R|ABCC1_uc002del.3_Missense_Mutation_p.G567RNM_004996 NP_004987 P33527 MRP1_HUMANABC transporter 1.|ATP 1.|Cytoplasmic. 4GGTGGGCTGCGGAAAGTCGTC0.612

- 2 874GPRC5B_uc010vav.1_Missense_Mutation_p.F282LNM_016235 NP_057319 Q9NZH0 GPC5B_HUMANExtracellular (Potential). 3ACATTGCCGAAGAGGTACATG0.607

- 13 3651 NM_024675 NP_078951 Q86YC2 PALB2_HUMANInteraction with RAD51 and BRCA2.|WD 6. 11ACAGGTGGGAGGAGGGCAGTA0.458

- 1 284ERN2_uc010bxp.2_Missense_Mutation_p.P39S|ERN2_uc010bxq.1_5'UTRNM_033266 NP_150296 Q76MJ5 ERN2_HUMAN 6GGCTGGCCAGGTCCCTGGGTG0.741

+ 4 1052uc010vct.1_Intron|SH2B1_uc010vdc.1_Intron|SH2B1_uc002drj.2_Missense_Mutation_p.G205R|SH2B1_uc002drk.2_Missense_Mutation_p.G205R|SH2B1_uc002drl.2_Missense_Mutation_p.G205R|SH2B1_uc010vdd.1_Intron|SH2B1_uc010vde.1_Missense_Mutation_p.G205R|SH2B1_uc002drm.2_Missense_Mutation_p.G205RNM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMANInteraction with JAK2 (low-affinity binding; independent of JAK2 phosphorylation) (By similarity).|Required for NGF signaling (By similarity).2CTCCTCTGGCGGGGCTGGGAC0.647

+ 4 443uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|KIF22_uc010vdv.1_Missense_Mutation_p.S72N|KIF22_uc010vdw.1_Missense_Mutation_p.S72N|KIF22_uc010bzf.2_Missense_Mutation_p.S72NNM_007317 NP_015556 Q14807 KIF22_HUMAN Kinesin-motor. 0ATGCTGGGCAGCCCAGAGCAA0.602

+ 7 899uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|MVP_uc010bzh.1_RNA|MVP_uc010vdz.1_RNA|MVP_uc002duj.2_Missense_Mutation_p.P272R|MVP_uc010vea.1_5'UTRNM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. p.P272L(1) 4GGGGTTGTGCCCATCACCACC0.642

+ 7 1298uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TAOK2_uc002dvb.1_Missense_Mutation_p.S172F|TAOK2_uc002dvc.1_Missense_Mutation_p.S172F|TAOK2_uc010bzm.1_Missense_Mutation_p.S172F|TAOK2_uc002dvd.1_5'FlankNM_016151 NP_057235 Q9UL54 TAOK2_HUMANProtein kinase. 1GACTTTGGTTCTGCGTCCATC0.557

+ 2 2768 NM_014699 NP_055514 O15015 ZN646_HUMANC2H2-type 14. 2CTCTGACTGTGGGCATTCTTT0.612

- 15 2361PRSS36_uc010vff.1_Missense_Mutation_p.P543S|PRSS36_uc010vfg.1_Missense_Mutation_p.P763S|PRSS36_uc010vfh.1_Missense_Mutation_p.P665SNM_173502 NP_775773 Q5K4E3 POLS2_HUMANPeptidase S1 3. 1AGGAGGGGCGGTGCTGAGGTC0.637

- 6 678C16orf58_uc010vfq.1_Missense_Mutation_p.N80KNM_022744 NP_073581 Q96GQ5 CP058_HUMAN 2CAGCCATGTTGTTCCTCCGAG0.637

- 3 561NETO2_uc010vgf.1_5'Flank|NETO2_uc002ees.1_Missense_Mutation_p.S59LNM_018092 NP_060562 Q8NC67 NETO2_HUMANExtracellular (Potential).|CUB 1. 0ATAATTTGGCGAAGCAAAATG0.383

+ 11 1818LONP2_uc010vgm.1_RNA|LONP2_uc002efj.1_Missense_Mutation_p.V533MNM_031490 NP_113678 Q86WA8 LONP2_HUMAN 0AGCTGTGGCCGTGAAGGTGGC0.483

- 2 545uc002efk.1_RNA|SIAH1_uc002efl.2_RNA|SIAH1_uc002efn.1_Missense_Mutation_p.A174VNM_003031 NP_003022 Q8IUQ4 SIAH1_HUMANSIAH-type.|SBD. 1GGGCATTACAGCATCCAGAGA0.468

- 1 498 NM_004352 NP_004343 P23435 CBLN1_HUMAN 0AGCGCACAGAGATGCCCAGGG0.627

- 5 1149ZNF423_uc010vgn.1_Missense_Mutation_p.T167SNM_015069 NP_055884 Q2M1K9 ZN423_HUMAN C2H2-type 6. 4CGGGTGGCGGGTGAGCACGTG0.607

- 3 508TOX3_uc010vgt.1_Missense_Mutation_p.L108F|TOX3_uc010vgu.1_Missense_Mutation_p.L113FNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0ATGGAAGGGAGGTCCAGGCTT0.483

+ 1 729LPCAT2_uc002eie.3_Intron|LPCAT2_uc002eic.2_IntronNM_032330 NP_115706 Q96L46 CPNS2_HUMAN EF-hand 4. 0TGCTTGGTCCGCCTGGATGCC0.438

+ 45 5444NLRC5_uc010ccr.1_RNA|NLRC5_uc010ccs.1_RNA|NLRC5_uc002eko.1_RNA|NLRC5_uc002ekq.1_Missense_Mutation_p.P282Q|NLRC5_uc002ekr.1_Missense_Mutation_p.P627QNM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7ATGGAGCTCCCGCTGCTCAGA0.617

- 2 1321 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN C2H2-type 5. 0GTCACACAGCGTGCACTTGTA0.607

+ 2 337SETD6_uc010cdl.2_Missense_Mutation_p.P93L|SETD6_uc002enr.2_Missense_Mutation_p.P69L|SETD6_uc010cdm.2_RNA|SETD6_uc010vij.1_Missense_Mutation_p.P17LNM_001160305 NP_001153777 Q8TBK2 SETD6_HUMAN SET. 1TTCGTGGTGCCGCGGGCCGCG0.682

- 1 106GOT2_uc010vim.1_Translation_Start_SiteNM_002080 NP_002071 P00505 AATM_HUMAN 2ATGGTGGACCGTAGGAGGGCA0.716

+ 5 634CES3_uc010cdz.2_Missense_Mutation_p.S187R|CES3_uc010cea.2_RNANM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5CTGCCCCCAGCACTGGAGATG0.587

- 3 1479KIAA0895L_uc002err.2_5'Flank|KIAA0895L_uc002ers.2_5'Flank|KIAA0895L_uc002eru.2_Missense_Mutation_p.C235Y|EXOC3L_uc002erv.1_RNANM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0CTCCCCAGCGCAGCCCTCCTT0.587

+ 12 4264PLEKHG4_uc002esp.3_Missense_Mutation_p.A384T|PLEKHG4_uc002esq.3_Missense_Mutation_p.A577T|PLEKHG4_uc010cef.2_Missense_Mutation_p.A577T|PLEKHG4_uc002ess.3_Missense_Mutation_p.A577T|PLEKHG4_uc010ceg.2_Missense_Mutation_p.A496TNM_015432 NP_056247 Q58EX7 PKHG4_HUMAN 2GCGAGTGTTGGCAGAGCTGGA0.527

- 8 1220 NM_013304 NP_037436 Q8WTX9 ZDHC1_HUMAN 0TGAATGGGCCGCATCTTGGGA0.627

- 8 1097PMFBP1_uc002fcd.2_Missense_Mutation_p.K309E|PMFBP1_uc002fce.2_RNA|PMFBP1_uc002fcf.2_Missense_Mutation_p.K164ENM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN Potential. 2TGCAAGTGCTTCAGTATCTGG0.512

- 19 3119PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANREJ.|Extracellular (Potential). 3CTCCATGACTCGAAGCAGCCG0.562

+ 13 1273PLCG2_uc010chg.1_Nonsense_Mutation_p.W374*NM_002661 NP_002652 P16885 PLCG2_HUMANPI-PLC X-box. 8TACCATGGCTGGACGCGGACT0.577

+ 13 1279PLCG2_uc010chg.1_Missense_Mutation_p.R376QNM_002661 NP_002652 P16885 PLCG2_HUMANPI-PLC X-box. 8GGCTGGACGCGGACTACCAAG0.557

- 8 1185ZDHHC7_uc010voi.1_Missense_Mutation_p.P315S|ZDHHC7_uc002fir.1_RNANM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1AGTGAGGGGGGCCCCCCAAAG0.572

- 9 6220ANKRD11_uc002fmy.1_Missense_Mutation_p.T1920M|ANKRD11_uc002fnc.1_Missense_Mutation_p.T1920M|ANKRD11_uc002fna.1_5'Flank|ANKRD11_uc002fnb.1_Missense_Mutation_p.T1877MNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Pro-rich. 6GATGGCGGCCGTCGCCTGCTG0.692

+ 18 1694RAP1GAP2_uc010cke.2_Missense_Mutation_p.S520NNM_015085 NP_055900 Q684P5 RPGP2_HUMAN 1TCCCACAACAGCATGGAGGTC0.667

- 7 1845TRPV1_uc010vro.1_Missense_Mutation_p.L451V|TRPV1_uc010vrp.1_Missense_Mutation_p.L380V|TRPV1_uc010vrq.1_Missense_Mutation_p.L438V|TRPV1_uc010vrs.1_Missense_Mutation_p.L440V|TRPV1_uc010vrt.1_Missense_Mutation_p.L440V|TRPV1_uc010vru.1_Missense_Mutation_p.L440VNM_080706 NP_542437 Q8NER1 TRPV1_HUMANHelical; (Potential). 1CAGTAGACCAGGAAGTTGAAG0.582



- 16 2484ATP2A3_uc002fwx.1_Missense_Mutation_p.T778M|ATP2A3_uc002fwy.1_Missense_Mutation_p.T778M|ATP2A3_uc002fwz.1_Missense_Mutation_p.T778M|ATP2A3_uc002fxa.1_Missense_Mutation_p.T778M|ATP2A3_uc002fxc.1_Missense_Mutation_p.T778M|ATP2A3_uc002fxd.1_Missense_Mutation_p.T778MNM_174955 NP_777615 Q93084 AT2A3_HUMANLumenal (By similarity). 5CAGAATTGCCGTGAGGAAGAT0.642

- 18 2535ANKFY1_uc002fxn.2_Nonsense_Mutation_p.R875*|ANKFY1_uc002fxo.2_Nonsense_Mutation_p.R834*|ANKFY1_uc002fxp.2_Nonsense_Mutation_p.R832*|ANKFY1_uc010ckp.2_Nonsense_Mutation_p.R775*NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3TGTCTGTCTCGTACATTCAAA0.537

- 3 488PFN1_uc002fzz.2_Missense_Mutation_p.G82CNM_005022 NP_005013 P07737 PROF1_HUMAN 0CCGTGGACACCTTCTTTGCCC0.552

- 16 2884CAMTA2_uc010cku.1_Missense_Mutation_p.A949T|CAMTA2_uc002gag.1_Missense_Mutation_p.A925T|CAMTA2_uc002gai.1_Missense_Mutation_p.A928T|CAMTA2_uc010ckv.1_Missense_Mutation_p.A573TNM_015099 NP_055914 O94983 CMTA2_HUMAN 1GGGCTGTCAGCGTCCTCTGGA0.577 rs142999940

- 4 343 NM_016041 NP_057125 Q9GZP9 DERL2_HUMAN 0TTGAAGGATACGGTCATTAAG0.428

+ 6 571C17orf81_uc002gfj.2_Missense_Mutation_p.S155N|C17orf81_uc010cmb.2_Missense_Mutation_p.S155N|C17orf81_uc002gfh.1_Missense_Mutation_p.S155N|C17orf81_uc002gfi.1_Missense_Mutation_p.S155N|C17orf81_uc002gfl.1_Missense_Mutation_p.S155NNM_203415 NP_981960 Q8TE02 DERP6_HUMAN 0CTAGGTGACAGCTCCTCAGTG0.537

+ 7 1091TNK1_uc002ggj.3_Missense_Mutation_p.V311M|TNK1_uc010cmf.2_RNA|TNK1_uc002ggk.3_5'FlankNM_003985 NP_003976 Q13470 TNK1_HUMANProtein kinase. 3GATGTTTGGGGTGACGCTGTG0.672

+ 3 423 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0AACCATCACAGTAGCAGTCTT0.423

- 4 1839ZBTB4_uc002ghd.3_Missense_Mutation_p.A530VNM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4GGGTGTGGCTGCAGGCTCAGG0.667 rs144969522

+ 48 7656 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 3 (By similarity). 13GCTACGGAGTCGCTTCAACAT0.587

+ 11 1561USP43_uc002gma.3_Nonsense_Mutation_p.R210*|USP43_uc010vva.1_Nonsense_Mutation_p.R521*|USP43_uc010coe.2_Nonsense_Mutation_p.R318*|USP43_uc002gmc.3_5'UTRNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5CCAGGAGGAGCGAGCGCAGGA0.577

- 30 4176uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R1350W|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TACTGTTCCCGCAGCAGGTCA0.547

+ 8 904MAP2K4_uc002gnk.2_Missense_Mutation_p.A290T|MAP2K4_uc010vvi.1_Missense_Mutation_p.A161T|MAP2K4_uc010vvj.1_Missense_Mutation_p.A151TNM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinase.p.?(3)|p.A279T(1) 58AGACCCAAGCGCATCACGACA0.428

- 3 430ELAC2_uc010vvp.1_Missense_Mutation_p.R93Q|ELAC2_uc010vvq.1_Missense_Mutation_p.R112Q|ELAC2_uc010vvr.1_Missense_Mutation_p.R112QNM_018127 NP_060597 Q9BQ52 RNZ2_HUMAN 0CCAGTGCATTCGTGTCAGGAA0.418

- 4 952TRIM16_uc002gor.1_Missense_Mutation_p.P132L|TRIM16_uc002goy.2_IntronNM_006470 NP_006461 O95361 TRI16_HUMAN B box-type 2. 3GTGGTGGGCAGGGCAGTATCG0.572

- 5 744UNC119_uc002hbm.2_3'UTR|UNC119_uc002hbl.1_RNANM_005148 NP_005139 Q13432 U119A_HUMAN 0ATCACCAGCCGGTCATCCACG0.612

+ 7 806SUPT6H_uc010crt.2_Missense_Mutation_p.E239GNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3CTGGAGGAAGAGTATGAGTAT0.468

- 3 660RFFL_uc002hiq.2_Intron|RFFL_uc002him.1_Missense_Mutation_p.T163A|RFFL_uc010cti.1_Missense_Mutation_p.T169A|RFFL_uc002hip.1_Missense_Mutation_p.T163A|RFFL_uc002hio.1_Missense_Mutation_p.T163ANM_001017368 NP_001017368 Q8WZ73 RFFL_HUMAN 0TGAGGCTGGGTCAGGAAGGCC0.597

- 5 956 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2CGGCTGATGGTCATTGTAGGC0.617

+ 7 633TAF15_uc010ctw.1_RNA|TAF15_uc002hkc.2_Missense_Mutation_p.G180RNM_139215 NP_631961 Q92804 RBP56_HUMANGln/Gly/Ser/Tyr-rich. 35GTCACAGGGAGGAGGTAGAGG0.428

+ 11 1785MLLT6_uc002hqj.2_Missense_Mutation_p.L26P|MLLT6_uc002hqk.3_5'FlankNM_005937 NP_005928 P55198 AF17_HUMAN 6CTGCCCCGCCTCAGCCGCTCC0.687

+ 6 902ERBB2_uc002hsm.2_Missense_Mutation_p.G192S|ERBB2_uc010cwa.2_Missense_Mutation_p.G207S|ERBB2_uc002hsp.2_Missense_Mutation_p.G25S|ERBB2_uc010cwb.2_Missense_Mutation_p.G222S|ERBB2_uc010wek.1_Intron|ERBB2_uc002hsl.2_Missense_Mutation_p.G192S|ERBB2_uc002hsn.1_Missense_Mutation_p.G222SNM_004448 NP_004439 P04626 ERBB2_HUMANExtracellular (Potential). 143TGTCTGTGCCGGTGGCTGTGC0.647

+ 5 773GRB7_uc002hss.2_Missense_Mutation_p.G175R|GRB7_uc010cwc.2_Missense_Mutation_p.G175R|GRB7_uc002hst.2_Missense_Mutation_p.G175RNM_005310 NP_005301 Q14451 GRB7_HUMANRas-associating. 5GCCCGTGGGCGGAGATAGCCG0.597

+ 3 929 NM_001552 NP_001543 P22692 IBP4_HUMANThyroglobulin type-1. 0AACTGCGACCGCAACGGCAAC0.667

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0ACTGGACGCAGGcagcagcag0.323 rs141357429

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].|9.0 ctggagatgcagcagctaggg 0.274

- 1 215 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN8.|26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].0TGGCAGCAGGTGGTCCTGCAG0.667

- 8 1326 JUP_uc010wfs.1_Intron NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2GGTGGTCACCGCTGCAGGAGA0.632

+ 3 395GRN_uc002igq.1_3'UTR|GRN_uc002igr.1_5'FlankNM_002087 NP_002078 P28799 GRN_HUMAN 5CATCTGGGTGGCCCCTGCCAG0.582

- 11 1005ITGA2B_uc002igu.1_5'FlankNM_000419 NP_000410 P08514 ITA2B_HUMANFG-GAP 5.|Extracellular (Potential). 3TCAGTGACAGCCACTGAATGC0.562

+ 11 1425 NMT1_uc002iia.2_RNA NM_021079 NP_066565 P30419 NMT1_HUMAN 0AGTTTGGCATAGGGGACGGCA0.517

+ 17 2372KPNB1_uc010wkw.1_Missense_Mutation_p.R534H|KPNB1_uc010wkx.1_Missense_Mutation_p.R463HNM_002265 NP_002256 Q14974 IMB1_HUMAN 3GACTTGTGCCGTGCCCTGCAA0.468

- 45 3406 NM_000088 NP_000079 P02452 CO1A1_HUMANCell attachment site (Potential).|Triple-helical region.382CCCTTGTCACCACGGGGGCCT0.582

+ 16 2602MYCBPAP_uc002iqz.2_RNANM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6GTGGCGAGATGTGATTGACAG0.537

+ 9 2435CACNA1G_uc002iri.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irj.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irl.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irm.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irn.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002iro.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irp.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irq.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irr.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irs.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irt.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irv.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irw.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002iru.1_Nonsense_Mutation_p.S688*|CACNA1G_uc002irx.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002iry.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002irz.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002isa.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002isb.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002isc.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002isd.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002ise.1_Nonsense_Mutation_p.S601*|CACNA1G_uc002isf.1_Nonsense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANCytoplasmic (Potential). 1ATGCCTGACTCAGACAGCGAG0.652

- 9 1610 NM_000250 NP_000241 P05164 PERM_HUMAN 4GGAACGGTACGTGGGCAGGTA0.567

- 1 435 NM_001080439 NP_001073908 Q4G112 HSF5_HUMAN By similarity. 3CGGCCCATTGCCTGCCGGTTT0.652

- 1 1134SEPT4_uc010wnx.1_5'Flank|SEPT4_uc010wny.1_5'FlankNM_001038704 NP_001033793 Q8NEP4 CQ047_HUMAN 1GGTGACCCTGCGGCCAACCTC0.542

- 20 3540HEATR6_uc010ddk.1_Missense_Mutation_p.L714F|HEATR6_uc010wos.1_Missense_Mutation_p.L895FNM_022070 NP_071353 Q6AI08 HEAT6_HUMAN 2AACCCTGGGAGTGCCCCTTGT0.498

+ 25 4393TANC2_uc010wpe.1_3'UTR|TANC2_uc002jao.3_Missense_Mutation_p.S568INM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2TACATCTCCAGCTCACCTCTT0.602

- 8 695 NM_001433 NP_001424 O75460 ERN1_HUMANLumenal (Potential). 9AGTGGGACATCTCTGTACAGA0.507

- 17 2378SMURF2_uc002jeq.1_Missense_Mutation_p.D423Y|SMURF2_uc002jer.1_Missense_Mutation_p.D423YNM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN HECT. 4CGCTCTTCATCAAAAAACTCC0.458

- 3 2773LRRC37A3_uc010wqg.1_Intron|LRRC37A3_uc010wqf.1_Intron|LRRC37A3_uc010dek.1_5'FlankNM_199340 NP_955372 O60309 L37A3_HUMANExtracellular (Potential). 0AGGTCTGGAAGCTGAGTTGAG0.517

- 1 117PSMD12_uc002jga.2_Missense_Mutation_p.G11W|PSMD12_uc002jfz.2_5'UTR|PSMD12_uc010det.1_Missense_Mutation_p.G11WNM_002816 NP_002807 O00232 PSD12_HUMAN 0ACGATGCGCCCGTCAGCCCGC0.677

+ 24 8268BPTF_uc002jge.2_Missense_Mutation_p.T2719S|BPTF_uc002jgg.2_Missense_Mutation_p.T393S|BPTF_uc002jgh.2_Missense_Mutation_p.T195SNM_182641 NP_872579 Q12830 BPTF_HUMAN 4TCAAAGGAAACTAAGAAGGAC0.388

+ 3 1194ARSG_uc002jhb.1_5'UTRNM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1TACGTCACTGGGATAATAGGT0.547

- 29 4300ABCA10_uc010wqs.1_Missense_Mutation_p.G133R|ABCA10_uc010wqt.1_RNANM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 ATTTCATTTCCATACTTCATT0.259



+ 6 1450OTOP3_uc010wrq.1_Missense_Mutation_p.G466SNM_178233 NP_839947 Q7RTS5 OTOP3_HUMAN 1AGTTCCCGAGGGCCTGGCAGG0.657

+ 13 1642KIAA0195_uc010wsa.1_Missense_Mutation_p.R466H|KIAA0195_uc010wsb.1_Missense_Mutation_p.R108HNM_014738 NP_055553 Q12767 K0195_HUMAN 1CTATCCACCCGCTCCTTCTGC0.637

- 14 1991CASKIN2_uc010wsc.1_Missense_Mutation_p.R399WNM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN 1TGTTCTGGCCGCACGTCCTGG0.642

- 4 508RNF157_uc002jra.2_Missense_Mutation_p.A147TNM_052916 NP_443148 Q96PX1 RN157_HUMAN 1TCTTACCTGGCAATACCATTC0.483

- 9 1555UBE2O_uc002jrn.3_Missense_Mutation_p.S497F|UBE2O_uc002jrl.3_Missense_Mutation_p.S100FNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5GGAGCTGGCAGAGGAGGTCAC0.562

- 8 1753ST6GALNAC1_uc002jsi.2_Missense_Mutation_p.L395F|ST6GALNAC1_uc002jsj.2_RNANM_018414 NP_060884 Q9NSC7 SIA7A_HUMANLumenal (Potential). 0AGGGCAGTGAGCAGCAGGAGG0.577

- 5 1724 NM_003655 NP_003646 O00257 CBX4_HUMANInteraction with BMI1. 2TCCTGGGCCTCGGCTGGAGGC0.488

- 2 259 NM_019020 NP_061893 Q8TBP0 TBC16_HUMAN 0CCCCTCCGGCGGGTGCACGCA0.672

- 33 5785FASN_uc002kdv.1_5'FlankNM_004104 NP_004095 P49327 FAS_HUMANBeta-ketoacyl reductase (By similarity).|NADP (KR) (By similarity).1AGACCACCAGCGATGATGTAG0.632 rs139792253

+ 29 2702TBCD_uc002kfy.1_Missense_Mutation_p.D858N|TBCD_uc002kgb.1_Missense_Mutation_p.D183N|TBCD_uc002kgc.2_Missense_Mutation_p.D3N|TBCD_uc002kgd.2_5'FlankNM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0CTGCATGGACGACTACACCAC0.567

- 18 2930MYOM1_uc002klq.2_IntronNM_003803 NP_003794 P52179 MYOM1_HUMAN 5AAGGTTGGCGGGGAGGCTTCA0.557

- 3 295EPB41L3_uc010wzh.1_Missense_Mutation_p.A70V|EPB41L3_uc002kmu.1_Missense_Mutation_p.A70V|EPB41L3_uc010dkq.1_5'UTR|EPB41L3_uc010dks.1_Missense_Mutation_p.A92V|EPB41L3_uc002kmv.1_5'UTRNM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN 5AGCCCTGGCAGCAAACTCCTG0.403

- 35 6092KIAA1632_uc010xcq.1_Missense_Mutation_p.S552P|KIAA1632_uc010xcr.1_Intron|KIAA1632_uc010xcs.1_Intron|KIAA1632_uc002lbn.2_Missense_Mutation_p.S873PNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0ACAATGCTTGAGGCCACCACA0.438

- 5 1565KIAA1632_uc002lbo.1_Missense_Mutation_p.G489CNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0TTACTAACACCAGCGGGGCAT0.428

- 7 1254ST8SIA5_uc002lci.1_Missense_Mutation_p.R76Q|ST8SIA5_uc010xcy.1_Missense_Mutation_p.R265Q|ST8SIA5_uc010xcz.1_Missense_Mutation_p.R198QNM_013305 NP_037437 O15466 SIA8E_HUMANLumenal (Potential). 3GAACGGCCGCCGCCACTTCTC0.647

- 2 273 NM_145020 NP_659457 Q96M91 CCD11_HUMAN 3AGCTTTCAAGCGATCCCGCTC0.468

- 5 4930ALPK2_uc002lhk.1_Missense_Mutation_p.I903MNM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14TGGGCTCAACTATGTCATTTT0.458

- 3 450CDH19_uc010dql.1_RNA|CDH19_uc010xey.1_Missense_Mutation_p.K104N|CDH19_uc002lkd.2_Missense_Mutation_p.K104NNM_021153 NP_066976 Q9H159 CAD19_HUMANCadherin 1.|Extracellular (Potential). 2CTCTATCAAGCTTCTGTATGG0.433

- 2 3764 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6CTTGCTTCCCTCAGCCTCTGT0.428

- 3 1024 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANLumenal (Potential). 0ACGCGCTGCGCTCCGCATTTG0.488

- 2 1947REXO1_uc010dsr.1_Missense_Mutation_p.R572WNM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0TTGAAGATCCGCAGGCACTCC0.612

- 2 822REXO1_uc010dsr.1_Missense_Mutation_p.R197WNM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0CTGAGGTGCCGGGCCGAGTAG0.692

+ 6 550HMG20B_uc002lyb.2_Missense_Mutation_p.S59N|HMG20B_uc010xhn.1_Missense_Mutation_p.S161NNM_006339 NP_006330 Q9P0W2 HM20B_HUMAN 0GAAGACTCGAGCTCTGGGCTC0.622

- 2 281DAPK3_uc002lzd.1_Missense_Mutation_p.R63LNM_001348 NP_001339 O43293 DAPK3_HUMANProtein kinase. 7GTTCACCTCCCGCTCGATCTC0.627

- 3 1385PLIN4_uc010dub.1_5'FlankNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|12. 0CACATTCGCAGCACCGGTGAC0.582

- 29 4601PTPRS_uc002mbu.1_Missense_Mutation_p.R1025Q|PTPRS_uc010xin.1_Missense_Mutation_p.R998Q|PTPRS_uc002mbw.2_Missense_Mutation_p.R1418Q|PTPRS_uc002mbx.2_Missense_Mutation_p.R1013Q|PTPRS_uc002mby.2_Missense_Mutation_p.R1009QNM_002850 NP_002841 Q13332 PTPRS_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 1.4GTTCTGACACCGGTAGCCGTC0.607

- 10 1145PTPRS_uc002mbu.1_Missense_Mutation_p.K291T|PTPRS_uc010xin.1_Missense_Mutation_p.K291T|PTPRS_uc002mbw.2_Missense_Mutation_p.K291T|PTPRS_uc002mbx.2_Missense_Mutation_p.K295T|PTPRS_uc002mby.2_Missense_Mutation_p.K291TNM_002850 NP_002841 Q13332 PTPRS_HUMANIg-like C2-type 3.|Extracellular (Potential). 4GGCCGAGTCCTTGACATCTGT0.622

- 15 1581RANBP3_uc002mdv.2_Nonsense_Mutation_p.R171*|RANBP3_uc002mdx.2_Nonsense_Mutation_p.R447*|RANBP3_uc002mdy.2_Nonsense_Mutation_p.R384*|RANBP3_uc002mdz.2_Nonsense_Mutation_p.R379*|RANBP3_uc010duq.2_Nonsense_Mutation_p.R357*|RANBP3_uc002mea.2_Nonsense_Mutation_p.R319*|RANBP3_uc010xix.1_Nonsense_Mutation_p.R324*NM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN RanBD1. 1AGGATCAGTCGCAGGCTCCCC0.617

- 2 148DENND1C_uc002mfd.2_5'UTR|DENND1C_uc010xje.1_IntronNM_024898 NP_079174 Q8IV53 DEN1C_HUMAN 1AGGGCAGGCCGCTTCGAAGAA0.617

+ 2 328 NM_003811 NP_003802 P41273 TNFL9_HUMANExtracellular (Potential). 1CAGCTGGTGGCCCAAAATGGT0.577

- 41 4955C3_uc002mfl.2_Missense_Mutation_p.W367CNM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5CCTCCTCGGGCCAGTGCTCCA0.612

+ 13 1466TRIP10_uc010dux.1_Missense_Mutation_p.W411L|TRIP10_uc002mfr.2_Missense_Mutation_p.W411L|TRIP10_uc010duy.2_RNA|TRIP10_uc010duz.2_Missense_Mutation_p.W230LNM_004240 NP_004231 Q15642 CIP4_HUMANInteraction with CDC42.|Interaction with PDE6G (By similarity).|REM.1TCCCAGGCGTGGCTGGCAGAA0.672

+ 5 585ZNF557_uc002mga.2_Splice_Site_p.G41_splice|ZNF557_uc002mgc.2_Splice_Site_p.G41_spliceNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN 2CAATGCTTTAGGGCTTGGTGA0.587

- 9 1185 NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN HAT 9. 4GCCTTGAAGGGGTCCACCGTC0.562

- 4 453CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R105Q|CD209_uc002mhr.2_Missense_Mutation_p.R105Q|CD209_uc002mhs.2_Missense_Mutation_p.R105Q|CD209_uc002mhu.2_Missense_Mutation_p.R129Q|CD209_uc010dvq.2_Missense_Mutation_p.R129Q|CD209_uc002mhq.2_Missense_Mutation_p.R129Q|CD209_uc002mhv.2_Missense_Mutation_p.R105Q|CD209_uc002mhx.2_Missense_Mutation_p.R85Q|CD209_uc002mhw.2_Missense_Mutation_p.R85Q|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|2.|7 X approximate tandem repeats.1AGCCTTCAGCCGGGTCAGCTC0.567

- 3 25945 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GAGATGCTCTCTGGTAATGTG0.532

- 11 1303AP1M2_uc002mpd.2_Missense_Mutation_p.P409SNM_005498 NP_005489 Q9Y6Q5 AP1M2_HUMAN MHD. 2CGAACCCAGGGCAGGGCCTGG0.582

+ 7 599SLC44A2_uc002mpe.3_Nonsense_Mutation_p.Q152*NM_020428 NP_065161 Q8IWA5 CTL2_HUMANExtracellular (Potential). 1TGAGGTGCTTCAAGATGGTGA0.597

- 26 3274DOCK6_uc010xlq.1_Missense_Mutation_p.T417INM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3CACCTGGGAGGTGGTGGAGGA0.607

+ 4 1602ZNF844_uc010dym.1_Missense_Mutation_p.F330LNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GCCTTCATTTTTTCCACTTCC0.448

+ 12 1392MAST1_uc002mvk.2_Missense_Mutation_p.E418KNM_014975 NP_055790 Q9Y2H9 MAST1_HUMANProtein kinase. 7GGCCTTTGTGGAGCGCGATAT0.567

- 20 3381CACNA1A_uc010dzc.2_Missense_Mutation_p.R574W|CACNA1A_uc002mwy.3_Missense_Mutation_p.R1048W|CACNA1A_uc010xne.1_Missense_Mutation_p.R577WNM_001127221 NP_001120693 O00555 CAC1A_HUMANCytoplasmic (Potential). 2TGGATTGGCCGGGTGGTTGAC0.582

+ 12 1684DCAF15_uc002mxu.2_RNANM_138353 NP_612362 Q66K64 DCA15_HUMAN 1GGACATGGTCATGAAGTGGCT0.667

- 6 1170LPHN1_uc010xno.1_Missense_Mutation_p.V287L|uc002myf.2_IntronNM_001008701 NP_001008701 O94910 LPHN1_HUMANOlfactomedin-like.|Extracellular (Potential). 5AGCTGGCTCACCACCAGCCGC0.637

- 6 665DDX39_uc002myo.2_Missense_Mutation_p.R207Q|DDX39_uc010dzl.2_RNA|DDX39_uc010dzm.1_Missense_Mutation_p.R207QNM_005804 NP_005795 O00148 DX39A_HUMANHelicase ATP-binding. 0CACATCCCGCCGCATGTCTAG0.627

- 11 1572EMR3_uc010dzp.2_Missense_Mutation_p.P423L|EMR3_uc010xnv.1_Missense_Mutation_p.P349LNM_032571 NP_115960 Q9BY15 EMR3_HUMANHelical; Name=4; (Potential). 6AGTCACAGCGGGAACGCCATA0.522

- 14 2313RASAL3_uc002nbd.2_Missense_Mutation_p.L83F|RASAL3_uc010eaa.1_Missense_Mutation_p.L231FNM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0ACTGACACAAGCACAGGCTGG0.612



+ 1 25 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMANExtracellular (Potential). 1CCACACCTCCGTGTCTGAATT0.572

+ 3 1064 NM_016270 NP_057354 Q9Y5W3 KLF2_HUMAN 0CGAAAGCACACGGGCCACCGG0.622

+ 11 2916NWD1_uc002net.3_Missense_Mutation_p.Q697K|NWD1_uc002nev.3_Missense_Mutation_p.Q626KQ149M9 NWD1_HUMAN 7ACAGCTATGCCAACAGGCCCA0.612

- 1 90IL12RB1_uc010xqb.1_Missense_Mutation_p.V9A|IL12RB1_uc002nhx.1_Missense_Mutation_p.V49A|IL12RB1_uc002nhy.2_Missense_Mutation_p.V9ANM_005535 NP_005526 P42701 I12R1_HUMAN 1GAGGAGGGGGACCACCCAGGT0.672

- 3 491LASS1_uc002nkj.2_Missense_Mutation_p.P140L|LASS1_uc010ebx.2_Missense_Mutation_p.P42LNM_021267 NP_067090 P27539 GDF1_HUMAN 0TGCCATGCCCGGCGTCCAGTC0.617

+ 11 1172KIAA0892_uc002nml.3_5'UTR|KIAA0892_uc010ecd.2_5'Flank|KIAA0892_uc010ece.2_5'FlankNM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0TCCAACCATGCAGCACAGCTG0.552

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1GTGTGAGGACCAGTTGAAGGC0.418

- 4 743ZNF626_uc002npc.1_Missense_Mutation_p.G122ENM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCCCTCCAGTATG0.363

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

+ 2 1049ZNF493_uc002npw.2_Missense_Mutation_p.A385T|ZNF493_uc002npy.2_Missense_Mutation_p.A257TNM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 9. 1ATGTGGCAAAGCCTTTAGTAT0.363

- 5 1807ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7CTTATGTGTAGTAAGGGTTGA0.383

- 4 1122ZNF681_uc002nrl.3_Missense_Mutation_p.R258T|ZNF681_uc002nrj.3_Missense_Mutation_p.R258TNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 6; degenerate. 0TATCTTATGTCTGGTAAGGTG0.378

+ 5 467CCNE1_uc002nso.2_Missense_Mutation_p.R80QNM_001238 NP_001229 P24864 CCNE1_HUMAN p.R95W(1) 2TGCAAGCCTCGGATTATTGCA0.547

- 2 2859 NM_020856 NP_065907 Q63HK5 TSH3_HUMANHomeobox; atypical. 8ATATGCATCCGCTCCTGGGGG0.587

+ 1 126GPI_uc002nvf.2_Missense_Mutation_p.P47L|GPI_uc010xrv.1_Missense_Mutation_p.P47L|GPI_uc010xrw.1_Missense_Mutation_p.P8L|GPI_uc010edl.1_Missense_Mutation_p.P8L|GPI_uc002nvh.1_5'UTRNM_000175 NP_000166 P06744 G6PI_HUMAN 2ACCCGGGACCCCCAGTTCCAG0.657

+ 16 1517GPI_uc002nvf.2_Missense_Mutation_p.R511C|GPI_uc010xrv.1_Missense_Mutation_p.R483C|GPI_uc010xrw.1_Missense_Mutation_p.R444C|GPI_uc010edl.1_Intron|GPI_uc002nvi.1_Missense_Mutation_p.R135CNM_000175 NP_000166 P06744 G6PI_HUMAN 2TGAAGGAAATCGCCCAACCAA0.527

+ 5 652ZNF30_uc002nxf.2_Missense_Mutation_p.D11N|ZNF30_uc010edq.1_Missense_Mutation_p.D93N|ZNF30_uc010edr.1_Missense_Mutation_p.D93NNM_194325 NP_919306 P17039 ZNF30_HUMAN 2GTTGGAAGATGATACAATCGG0.299

+ 5 1445 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 10. 0CTCAACATCAGAGAATACACA0.413

+ 95 13979RYR1_uc002oiu.2_Missense_Mutation_p.G4612RNM_000540 NP_000531 P21817 RYR1_HUMAN 12CTTGGGGGCCGGAGAGGAGGC0.622

- 3 610HNRNPL_uc010xum.1_Missense_Mutation_p.L67P|HNRNPL_uc010xun.1_5'FlankNM_001533 NP_001524 P14866 HNRPL_HUMAN RRM 2. 0AATGGGGTTCAGGATGGTAAA0.542

+ 19 3705PLEKHG2_uc010xuy.1_Missense_Mutation_p.A1068V|PLEKHG2_uc002olj.2_Intron|PLEKHG2_uc010xva.1_Missense_Mutation_p.A905VNM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN Pro-rich. 4CCAGCCAACGCCCCACTGTCT0.587

- 6 2952 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9GCATTCCAGTCATAAGTGACA0.597

+ 9 1302CYP2A7_uc002opo.2_Intron|CYP2B6_uc010xvu.1_Splice_Site_p.G232_spliceNM_000767 NP_000758 P20813 CP2B6_HUMAN 2TGTGTCCACAGGGAAGCGGAT0.567

+ 1 201CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.R4Q|AXL_uc010ehk.2_Missense_Mutation_p.R4QNM_021913 NP_068713 P30530 UFO_HUMAN 13ATGGCGTGGCGGTGCCCCAGG0.726

- 5 591CYP2F1_uc010xvw.1_Intron|BCKDHA_uc002oqm.3_IntronNM_020158 NP_064543 Q9NQT4 EXOS5_HUMAN 0AGCAGCTTCCGTTCCACGCTG0.582

+ 5 1254ZNF155_uc002oxz.1_Missense_Mutation_p.G350E|ZNF155_uc010xwt.1_Missense_Mutation_p.G361E|uc010ejc.1_RNANM_003445 NP_003436 Q12901 ZN155_HUMAN C2H2-type 7. 2GAGCAGTGTGGAAAAGGCTTT0.418

+ 5 821 ZNF284_uc010ejd.2_RNANM_001037813 NP_001032902 Q2VY69 ZN284_HUMAN 0GGAGAGAAACGCTATAAGTGT0.408

+ 15 1731MARK4_uc002pba.1_Missense_Mutation_p.D576N Q96L34 MARK4_HUMAN 3CCAGGTCCGGGACCGGCGGGC0.662

- 2 483 NM_000960 NP_000951 P43119 PI2R_HUMANCytoplasmic (Potential). 0TAGAGGTAGGGGTGGCTCAGC0.692

+ 1 3440 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1GAGCGAGGGCGCAAGGTTTCC0.557

- 8 923uc002pgz.1_Intron|NAPA_uc002phb.1_Missense_Mutation_p.K169R|NAPA_uc002phc.1_Missense_Mutation_p.K95R|NAPA_uc002phd.1_Missense_Mutation_p.K208RNM_003827 NP_003818 P54920 SNAA_HUMAN 0GAGGGCCGCCTTGAAGAAGTA0.602

+ 6 1364EHD2_uc010xyu.1_Missense_Mutation_p.H236Y|EHD2_uc010xyv.1_Missense_Mutation_p.H55YNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2CACCAAGTTTCACTCGCTGAA0.632

- 13 1238LIG1_uc010xze.1_Missense_Mutation_p.A66E|LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Missense_Mutation_p.A305E|LIG1_uc010xzg.1_Missense_Mutation_p.A342E|LIG1_uc010xzh.1_RNANM_000234 NP_000225 P18858 DNLI1_HUMAN 3TTTCTCGGCTGCCTCAGCCCG0.687

+ 3 1139 NM_000836 NP_000827 O15399 NMDE4_HUMANExtracellular (Potential). 6CTGTCGCGCCCAGAACCGCAC0.642

- 4 852SEC1_uc010xzv.1_Intron|SEC1_uc002pka.2_Intron|SEC1_uc010xzw.1_Intron|SEC1_uc010ema.2_Intron|DBP_uc002pjx.3_5'Flank|DBP_uc002pjy.2_5'Flank|DBP_uc010elz.1_5'FlankNM_001217 NP_001208 O75493 CAH11_HUMAN 0CAAGGTTCCCCGGAGCTGTGG0.547

+ 2 1012FUT2_uc010emc.2_Missense_Mutation_p.G301RNM_001097638 NP_001091107 Q10981 FUT2_HUMANLumenal (Potential). 1CCTCACGGGCGGAGACACCAT0.557 rs144269088

- 3 224BCAT2_uc002pkp.2_Missense_Mutation_p.D23N|BCAT2_uc002pkq.3_Missense_Mutation_p.D23N|BCAT2_uc002pks.2_Missense_Mutation_p.D23N|BCAT2_uc002pkt.2_Intron|BCAT2_uc010emh.1_Missense_Mutation_p.D63N|BCAT2_uc010emi.1_Intron|BCAT2_uc002pku.1_Missense_Mutation_p.D23N|BCAT2_uc010emj.1_RNANM_001190 NP_001181 O15382 BCAT2_HUMAN 1AGCATGTGGTCGGTAAATGTC0.592

- 19 2565HSD17B14_uc002pkv.1_5'Flank|HSD17B14_uc010emk.1_5'Flank|PLEKHA4_uc002pkw.1_Missense_Mutation_p.A167V|PLEKHA4_uc010eml.2_Missense_Mutation_p.A573VNM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3CTGAGAACCCGCTCCCGGTGA0.443

+ 3 322CCDC155_uc002pnl.1_Missense_Mutation_p.G50S|CCDC155_uc010emx.1_Missense_Mutation_p.G23SNM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2TCAGAGGACAGGTGGTGGGGG0.642

+ 8 1134ALDH16A1_uc010yar.1_Missense_Mutation_p.V289M|ALDH16A1_uc010yas.1_Missense_Mutation_p.V175M|ALDH16A1_uc010yat.1_Missense_Mutation_p.V177MNM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1GGATGGGGCCGTGGACATGGG0.682

+ 16 1902MED25_uc010ybe.1_Missense_Mutation_p.A404P|MED25_uc002ppx.1_Missense_Mutation_p.A398PNM_030973 NP_112235 Q71SY5 MED25_HUMANInteraction with RARA.|Pro-rich. 1CCCGCCAGGTGCCCCTCAAGG0.726

+ 11 1378POLD1_uc002psc.3_Missense_Mutation_p.T441M|POLD1_uc010enx.2_RNA|POLD1_uc010eny.2_Missense_Mutation_p.T441MNM_002691 NP_002682 P28340 DPOD1_HUMAN 2TCCAAGCAGACGGGCCGGCGG0.622

- 2 175 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMAN 2CCTACCGGGCGGCAGCGGGGG0.716

+ 6 1236 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0TCATCCCTTACATGCCATCAT0.423

+ 6 1320 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 5. 0TCATCCCTTAGATGCCATCGT0.388

+ 7 619ZNF761_uc010ydy.1_Translation_Start_Site|ZNF761_uc002qbt.1_Translation_Start_SiteNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN KRAB. 1TCCAAATGCACGATGAAGGAG0.368 rs143107546

+ 4 717MBOAT7_uc002qdq.2_5'Flank|MBOAT7_uc002qdr.2_5'Flank|MBOAT7_uc002qds.2_5'Flank|MBOAT7_uc010yen.1_5'Flank|MBOAT7_uc002qdt.3_5'Flank|TSEN34_uc010yeo.1_Missense_Mutation_p.R203H|TSEN34_uc002qdv.2_Missense_Mutation_p.R203H|TSEN34_uc002qdw.2_Missense_Mutation_p.R203HNM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0CTGGACTGGCGTGTCCAGTCT0.652



- 4 629LILRA4_uc002qfi.2_Missense_Mutation_p.G125ANM_012276 NP_036408 P59901 LIRA4_HUMANExtracellular (Potential).|Ig-like C2-type 2. 2TCTGAATGTACCCCTGTTGCT0.572

- 5 1646SYT5_uc002qjp.2_Missense_Mutation_p.Y193H|SYT5_uc002qjn.1_Missense_Mutation_p.Y196H|SYT5_uc002qjo.1_Missense_Mutation_p.Y196HNM_003180 NP_003171 O00445 SYT5_HUMANCytoplasmic (Potential).|C2 1. 0TCGAAGTCGTACACCGCCATG0.647

- 19 2421TMEM86B_uc002qju.2_5'Flank|SAPS1_uc002qjv.2_Missense_Mutation_p.P789SNM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN Pro-rich. 0GAGACTCGGGGGCTGGTCGGG0.687

- 5 844SAPS1_uc002qjv.2_Missense_Mutation_p.P263LNM_014931 NP_055746 Q9UPN7 PP6R1_HUMANInteraction with PPP6C. 0ATCCTTCGACGGGTGGATCTG0.577

+ 9 1977U2AF2_uc002qlt.2_Missense_Mutation_p.V308MNM_007279 NP_009210 P26368 U2AF2_HUMAN RRM 2. 1CTGTGAGTACGTGGACATCAA0.627

- 5 1865NLRP11_uc002qlz.2_Missense_Mutation_p.T286I|NLRP11_uc002qmb.2_Missense_Mutation_p.T286I|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6CTGATTGGCAGTAAGTCCAGC0.512

+ 3 1106 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 6. 1CGAGCACCAGCGCACGCACAC0.662

- 10 2127SLC27A5_uc002qtb.2_RNANM_012254 NP_036386 Q9Y2P5 S27A5_HUMANCytoplasmic (Probable). 0GTCAGGGGCCGGAAGGACTGG0.592

- 24 4166MYT1L_uc002qxd.2_Missense_Mutation_p.Q1111H|MYT1L_uc010ewk.2_Missense_Mutation_p.Q111HNM_015025 NP_055840 Q9UL68 MYT1L_HUMAN Potential. 6GAGACTCGTTCTGCTGCTCAA0.532

+ 1 1106 NM_002236 NP_002227 Q9H3M0 KCNF1_HUMAN 1CACCATCCCCGAGCTGCAGGT0.672

+ 11 1483DPYSL5_uc002rhv.3_Missense_Mutation_p.R442QNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2ACCATCAGCCGGGGGCGCGTC0.617

- 3 613ZNF513_uc002rkj.2_Missense_Mutation_p.P76LNM_144631 NP_653232 Q8N8E2 ZN513_HUMAN Gly-rich. 1CCCCCCACCCGGCCCTCCTGC0.706

+ 1 5386ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.|19.1CAGTCCCTCTGAGAGAAGACA0.527

+ 4 667FAM179A_uc010ymm.1_Missense_Mutation_p.L106FNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4GCCCCTGGTGCTCCTCCCTTC0.617

- 9 2724 NM_004304 NP_004295 Q9UM73 ALK_HUMANMAM 2.|Extracellular (Potential). 1218TAGAGCCTACCTGTCAGACAC0.517

- 5 680 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8GGCCACTGCACATCGAACAGC0.393

+ 9 1384 NM_005400 NP_005391 Q02156 KPCE_HUMAN 10GGCGAAGTCCGGCAAGGCCAG0.587

+ 16 2805 NM_000251 NP_000242 P43246 MSH2_HUMAN 55GCCAGAGAGACAGAACCAGGG0.468

+ 16 3277SPTBN1_uc002rxx.2_Missense_Mutation_p.A997TNM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 7. 8GGCCATTGAGGCAAAGCTGAG0.652

+ 15 1559PAPOLG_uc002saj.2_Missense_Mutation_p.R132L|PAPOLG_uc002sak.2_Intron|PAPOLG_uc010fch.2_Missense_Mutation_p.R132LNM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2ATAATTTTTCGGAGAGTAGAA0.299

+ 8 855MDH1_uc010ypv.1_Missense_Mutation_p.V285L|MDH1_uc010ypw.1_Missense_Mutation_p.V172LNM_005917 NP_005908 P40925 MDHC_HUMAN 2GGGAGAGTTTGTGTCCATGGG0.378

+ 4 626 NM_014181 NP_054900 Q3ZCW2 LEGL_HUMAN Galectin. 0AAGCTGTGTTCACAGATCGGC0.473

- 13 978SFXN5_uc002sio.2_Missense_Mutation_p.R175C|SFXN5_uc010yrc.1_Missense_Mutation_p.R132C|SFXN5_uc002sip.2_Intron|SFXN5_uc010fet.2_Silent_p.H215H|SFXN5_uc010fer.2_Intron|SFXN5_uc010feq.2_Missense_Mutation_p.R65C|SFXN5_uc010fes.2_Missense_Mutation_p.R65CNM_144579 NP_653180 Q8TD22 SFXN5_HUMAN 1AGCCGGGGGCGTGCCTGCAGG0.682

+ 10 1261CCT7_uc002sja.2_Missense_Mutation_p.R183W|CCT7_uc010yrf.1_Missense_Mutation_p.R343W|CCT7_uc010feu.2_Missense_Mutation_p.R345W|CCT7_uc010yrg.1_Missense_Mutation_p.R287W|CCT7_uc010yrh.1_Missense_Mutation_p.R259W|CCT7_uc010yri.1_Missense_Mutation_p.R300WNM_006429 NP_006420 Q99832 TCPH_HUMAN 0GGAGACAGAGCGGTCCCTGCA0.547

+ 4 439ACTG2_uc010fey.2_Missense_Mutation_p.L106P|ACTG2_uc010yrn.1_Missense_Mutation_p.L63PNM_001615 NP_001606 P63267 ACTH_HUMAN 0CCCACCCTGCTCACAGAGGCT0.527

+ 1 52TTC31_uc002sls.2_5'UTR|TTC31_uc010yrv.1_5'UTR|TTC31_uc002slu.2_5'UTR|CCDC142_uc002slo.2_RNA|CCDC142_uc002slq.2_5'UTR|CCDC142_uc002slr.2_5'UTR|CCDC142_uc002slp.2_5'UTRNM_022492 NP_071937 Q49AM3 TTC31_HUMAN 0ACTGTGGGGCGGATCAAGCTA0.562

+ 3 511ZNF2_uc002sug.2_5'UTR|ZNF2_uc010yue.1_Missense_Mutation_p.E17K|ZNF2_uc010fhs.2_5'UTRNM_021088 NP_066574 Q9BSG1 ZNF2_HUMAN KRAB. 0AGTGACATTCGAAGACGTTGC0.453

+ 8 1310VWA3B_uc010yvh.1_Missense_Mutation_p.S199N|VWA3B_uc002syj.2_RNA|VWA3B_uc002syk.1_RNA|VWA3B_uc002syl.1_5'UTR|VWA3B_uc002sym.2_Missense_Mutation_p.S349N|VWA3B_uc002syn.1_RNA|VWA3B_uc010yvi.1_Missense_Mutation_p.S6NNM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6GAAGCCTGCAGCACGCTGGCC0.602

- 7 1338TBC1D8_uc010yvw.1_Missense_Mutation_p.D418N|TBC1D8_uc002tau.3_Missense_Mutation_p.D160NNM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3GCAGAGGTGTCGTAGTGCACG0.602

+ 10 1400IL1RL2_uc002tbt.2_Missense_Mutation_p.G307DNM_003854 NP_003845 Q9HB29 ILRL2_HUMANTIR.|Cytoplasmic (Potential). 2TTTATATTCGGCAGAGATGAA0.458

+ 3 655SULT1C2_uc010ywp.1_Silent_p.T3T|SULT1C2_uc002tdx.2_Missense_Mutation_p.V68M|SULT1C2_uc010ywq.1_Missense_Mutation_p.V68MNM_001056 NP_001047 O00338 ST1C2_HUMAN 1GAATGGGGACGTGGAGAAGTG0.468 rs17036055

+ 2 682BCL2L11_uc002tgt.1_Splice_Site_p.V72_splice|BCL2L11_uc002tgu.1_Splice_Site_p.A72_splice|BCL2L11_uc002tgw.1_Intron|BCL2L11_uc002tgx.1_Intron|BCL2L11_uc010fkd.1_Intron|BCL2L11_uc002tgy.1_Splice_Site|BCL2L11_uc002tgz.1_Intron|BCL2L11_uc010fke.1_Intron|BCL2L11_uc002tha.1_Splice_Site_p.G132_splice|BCL2L11_uc002thb.1_Splice_Site|BCL2L11_uc002thc.1_Intron|BCL2L11_uc002thd.1_Splice_Site_p.G72_spliceNM_138621 NP_619527 O43521 B2L11_HUMAN 0GTGCAATGGGTAAGCAATGCC0.488

- 1 1659 NR_002826 0CTTCAGCCGCAGGACCACAGG0.637

+ 1 1046 NM_001508 NP_001499 O43194 GPR39_HUMANExtracellular (Potential). 0CACTTGCAACCGCTCCAGCAC0.632

+ 13 2774THSD7B_uc010zbj.1_Intron|THSD7B_uc002tvb.2_Missense_Mutation_p.S815NNM_001080427 NP_001073896 7CAAGCAGACAGCAAAGAATGT0.498

+ 14 2941THSD7B_uc010zbj.1_IntronNM_001080427 NP_001073896 7TTGGGGGTCTTGCAGTTCATC0.403

+ 12 4241MBD5_uc010zbs.1_Intron|MBD5_uc010fns.2_Missense_Mutation_p.V1085I|MBD5_uc002two.2_Missense_Mutation_p.V343I|MBD5_uc002twp.2_Missense_Mutation_p.V135INM_018328 NP_060798 Q9P267 MBD5_HUMAN 5TGATGCTTCCGTAGATGCCAT0.502

+ 3 394LYPD6_uc010fnt.2_RNA|LYPD6_uc002twz.2_RNA|LYPD6_uc002txa.2_Missense_Mutation_p.D67HNM_194317 NP_919298 Q86Y78 LYPD6_HUMAN UPAR/Ly6. 0ATGGGCTCCAGACATCTACTG0.463

- 5 424 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 1. 20GAACTTTGAAGGATCCACTTT0.483

- 2 163CACNB4_uc002txz.2_Missense_Mutation_p.R14M|CACNB4_uc010fnz.2_Missense_Mutation_p.R32MNM_000726 NP_000717 O00305 CACB4_HUMAN 2TCTTTTCAACCTGCTCCTCCG0.662

- 3 659ACVR1C_uc002tzl.3_Intron|ACVR1C_uc010fof.2_Intron|ACVR1C_uc010foe.2_Missense_Mutation_p.R89PNM_145259 NP_660302 Q8NER5 ACV1C_HUMANCytoplasmic (Potential). 7GGAGCACTGTCGACCCTGGCA0.483

+ 27 5229SCN2A_uc002udd.2_Missense_Mutation_p.R1647C|SCN2A_uc002ude.2_Missense_Mutation_p.R1647CNM_001040142 NP_001035232 Q99250 SCN2A_HUMANHelical; Voltage-sensor; Name=S4 of repeat IV; (Potential).|IV.8AAAGGGGATCCGCACGCTGCT0.493

+ 5 853G6PC2_uc002uen.2_3'UTR|G6PC2_uc010fpv.2_Missense_Mutation_p.T138MNM_021176 NP_066999 Q9NQR9 G6PC2_HUMANLumenal (Potential). 1ATTGACACCACGCCTTTTGCT0.522

+ 30 3673MYO3B_uc002ufv.2_Missense_Mutation_p.R1164H|MYO3B_uc010fqb.1_Missense_Mutation_p.R1164H|MYO3B_uc002ufz.2_Missense_Mutation_p.R1150H|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19AACAATGGCCGTACACAGACT0.453

+ 7 731HAT1_uc010fqi.2_Missense_Mutation_p.V54I|HAT1_uc002uhj.2_Missense_Mutation_p.V134INM_003642 NP_003633 O14929 HAT1_HUMAN 2CTTTGCGACCGTAGGCTACAT0.438

+ 3 556ITGA6_uc010fqk.1_Missense_Mutation_p.T4I|ITGA6_uc010zdy.1_Missense_Mutation_p.T4I|ITGA6_uc002uho.1_Missense_Mutation_p.T118INM_001079818 NP_001073286 P23229 ITA6_HUMANExtracellular (Potential).|FG-GAP 2. 2ATGGGGGTCACCGTCCAGAGC0.522

+ 2 153CDCA7_uc002uic.1_Splice_Site_p.Q8_splice|CDCA7_uc010zej.1_Splice_Site_p.Q8_splice|CDCA7_uc010zek.1_IntronNM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1TCCATTTGCAGCAGAAAGATC0.348



- 8 827ATF2_uc010fqv.2_Missense_Mutation_p.V140I|ATF2_uc002ujv.2_5'UTR|ATF2_uc002ujm.2_Missense_Mutation_p.V131I|ATF2_uc002ujn.2_RNA|ATF2_uc002ujo.2_Intron|ATF2_uc002ujp.2_RNA|ATF2_uc002ujq.2_Missense_Mutation_p.V189I|ATF2_uc002ujr.2_RNA|ATF2_uc010fqu.2_Missense_Mutation_p.V171I|ATF2_uc002ujs.2_Missense_Mutation_p.V131I|ATF2_uc002ujt.2_RNA|ATF2_uc002uju.2_RNA|ATF2_uc002ujw.1_Missense_Mutation_p.V131I|ATF2_uc002ujx.1_RNA|ATF2_uc002ujy.1_Missense_Mutation_p.V189INM_001880 NP_001871 P15336 ATF2_HUMAN 3GGTGAAGGTACTGCCTGCTGA0.438

+ 1 352 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN RRM 1. 0GAGGAGATGCATGGCCAGTGC0.652

- 230 46720uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.S9194F|TTN_uc010zfi.1_Missense_Mutation_p.S9127F|TTN_uc010zfj.1_Missense_Mutation_p.S9002FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTTGGTGGGGATGGGCGGTC0.418

- 225 45481uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P8781L|TTN_uc010zfi.1_Missense_Mutation_p.P8714L|TTN_uc010zfj.1_Missense_Mutation_p.P8589LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTCCAGGCGGTCCTTCCCC0.438

- 46 12490TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.A4022V|TTN_uc010zfj.1_Missense_Mutation_p.A3897V|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153CAAGATGAGCGCACTTTGTGC0.478

- 46 16876TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153GACTAATTTTCCATCTTTGTA0.413

- 16 2923TTN_uc010zfh.1_Missense_Mutation_p.K854R|TTN_uc010zfi.1_Missense_Mutation_p.K854R|TTN_uc010zfj.1_Missense_Mutation_p.K854R|TTN_uc002unb.2_Missense_Mutation_p.K900RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCCTACTTCCTTTTTCACCTC0.547

- 20 2995CWC22_uc002uno.2_Nonsense_Mutation_p.R421*|CWC22_uc002unp.2_Nonsense_Mutation_p.R899*NM_020943 NP_065994 Q9HCG8 CWC22_HUMAN 0TTTTCTCTTCGCCGGTCCTGA0.348

+ 11 2639SSFA2_uc002uoh.2_Missense_Mutation_p.Y773H|SSFA2_uc002uoj.2_Missense_Mutation_p.Y773H|SSFA2_uc002uok.2_RNA|SSFA2_uc010zfo.1_Missense_Mutation_p.Y620H|SSFA2_uc002uol.2_Missense_Mutation_p.Y620H|SSFA2_uc002uom.2_Missense_Mutation_p.Y241HNM_001130445 NP_001123917 P28290 SSFA2_HUMAN 2TTCCTTCACCTATAAGTACAC0.448

- 1 477 NM_005259 NP_005250 O14793 GDF8_HUMAN 1GATTGTTTCCGTTGTAGCGTG0.438

- 3 762KCTD18_uc002uvt.2_Missense_Mutation_p.E82G|KCTD18_uc002uvu.1_Missense_Mutation_p.E82GNM_152387 NP_689600 Q6PI47 KCD18_HUMAN 1GCGGGTTTGCTCATCTGTGGG0.438

+ 3 679CD28_uc002vag.1_RNA|CD28_uc010zio.1_RNA|CD28_uc010ftx.2_Missense_Mutation_p.F34L|CD28_uc002vaj.3_IntronNM_006139 NP_006130 P10747 CD28_HUMANHelical; (Potential). 0TTCTAAGCCCTTTTGGGTGCT0.443

+ 20 3233PARD3B_uc002vao.1_Intron|PARD3B_uc002vap.1_Missense_Mutation_p.P947Q|PARD3B_uc002vaq.1_Missense_Mutation_p.P940QNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4CCATACCATCCACTGGTTCCA0.433

+ 5 489NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Splice_Site_p.E111_splice|EEF1B2_uc002vbh.1_Splice_Site_p.E111_splice|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMAN 0TTTCTTTACAGGAAAGTGAAG0.358

+ 5 4932 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3AAAGATATCAGCTGTATAAAT0.388

- 13 2739C2orf67_uc002vdt.2_Missense_Mutation_p.W802LNM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3GCTTTGCTCCCATAGTGACCA0.398

- 11 1388USP37_uc010fvs.1_Missense_Mutation_p.S312F|USP37_uc010zkf.1_Missense_Mutation_p.S312F|USP37_uc002vif.2_Missense_Mutation_p.S312F|USP37_uc002vig.2_Missense_Mutation_p.S240FNM_020935 NP_065986 Q86T82 UBP37_HUMAN 5TTTTTTAACAGAAAGAGGAAC0.438

+ 7 679RQCD1_uc002vih.1_Missense_Mutation_p.R227S|RQCD1_uc010zki.1_Missense_Mutation_p.R259SNM_005444 NP_005435 Q92600 RCD1_HUMAN 2GCCTTCTGCCCGTCTGCTGAA0.428

- 8 4430ZNF142_uc002vil.2_Missense_Mutation_p.R1293C|ZNF142_uc010fvt.2_Missense_Mutation_p.R1169C|ZNF142_uc002vim.2_Missense_Mutation_p.R1169CNM_001105537 NP_001099007 P52746 ZN142_HUMANC2H2-type 21. 4AACCCACAGCGGGAACAGTGC0.657

+ 3 456TTLL4_uc010zkl.1_Intron|TTLL4_uc010fvx.2_Missense_Mutation_p.P29LNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3GGCACAGTACCTGCCACGCCA0.562

- 9 3269OBSL1_uc002vmh.1_Missense_Mutation_p.T62I|OBSL1_uc010zli.1_Missense_Mutation_p.T62I|OBSL1_uc010fwl.1_Missense_Mutation_p.T546INM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 8. 0GACAGTGACAGTGAAGAAGGC0.632

+ 5 844SLC4A3_uc002vmn.2_Missense_Mutation_p.G192D|SLC4A3_uc002vmo.3_Missense_Mutation_p.G192D|SLC4A3_uc010fwm.2_5'UTR|SLC4A3_uc010fwn.1_5'FlankNM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5CCCTCGGTGGGCCCACACACT0.637

- 40 4435 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11CCCTGATCTCCAGGTGGACCC0.542

- 28 2861 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11GGAGGACCCCTTTTCACCTCC0.498

- 9 4723SPHKAP_uc002vpp.2_Intron|SPHKAP_uc010zlx.1_IntronNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10AATGTCCAGATCCATAATGCC0.448

+ 1 169UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Missense_Mutation_p.V57INM_019077 NP_061950 Q9HAW7 UD17_HUMAN 1TGAGGTGGTCGTAGTCATGCC0.547

- 14 6298COL6A3_uc002vwo.2_Missense_Mutation_p.P1799S|COL6A3_uc010znj.1_Missense_Mutation_p.P1398SNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 10.|Nonhelical region. 18AGCCTCAGGGGCCTGTCATAC0.493

- 5 1100ANKMY1_uc002vza.1_Intron|ANKMY1_uc010fzd.1_Missense_Mutation_p.A380T|ANKMY1_uc002vzb.1_Intron|ANKMY1_uc002vzc.1_Intron|ANKMY1_uc002vzd.1_Intron|ANKMY1_uc010fze.1_Intron|ANKMY1_uc002vze.2_IntronNM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1TAGCCCTTTGCGTCCGCCACG0.567 rs148452586

- 21 2106KIF1A_uc010fzk.2_Missense_Mutation_p.E663K|KIF1A_uc002vzz.1_Missense_Mutation_p.E663KNM_004321 NP_004312 Q12756 KIF1A_HUMAN Potential. 1GTGGCCTCCTCCCGCTCGCGG0.721

+ 3 912TRIB3_uc002wdn.2_Missense_Mutation_p.F163LNM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2CCTCTACGCCTTTTTCACTCG0.672

+ 12 1925TGM6_uc010gal.1_IntronNM_198994 NP_945345 O95932 TGM3L_HUMAN 4GGGAGTGGCAGTTACAGTGGA0.597

+ 16 1622VPS16_uc002whh.2_RNA|PTPRA_uc002whj.2_5'Flank|VPS16_uc002whf.2_Missense_Mutation_p.R381Q|VPS16_uc002whd.2_RNA|VPS16_uc002whg.2_Missense_Mutation_p.R211Q|VPS16_uc002whi.2_5'UTRNM_022575 NP_072097 Q9H269 VPS16_HUMAN 4ATTGCTGCACGAGCCTATGGT0.592 rs143701351

- 6 662C20orf27_uc002wjf.1_3'UTR|C20orf27_uc002wjh.1_Missense_Mutation_p.H170YNM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0GGCGTGCCGTGGTGCCGGTCT0.662

+ 13 1679 NM_002862 NP_002853 P11216 PYGB_HUMAN 2GAAGCTGCTGCCGCTGGTCAG0.617

- 4 369NINL_uc010gdn.1_Missense_Mutation_p.P99T|NINL_uc010gdo.1_5'UTR|NINL_uc010ztf.1_Missense_Mutation_p.P115TNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5TACTTTGGAGGGATGGCACTG0.572

- 2 793BCL2L1_uc002wwk.2_RNA|BCL2L1_uc002wwm.2_Intron|BCL2L1_uc002wwn.2_Missense_Mutation_p.F143L|BCL2L1_uc002wwo.1_Missense_Mutation_p.F143LNM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2AAGGAGAAAAAGGCCACAATG0.537

+ 12 2773ASXL1_uc010geb.2_Missense_Mutation_p.P674SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248TCAGTTGCATCCGGATGTTAG0.562

- 5 918C20orf112_uc010gec.2_Missense_Mutation_p.E79GNM_080616 NP_542183 Q96MY1 CT112_HUMAN 0ACTCACCATCTCCATGCCGTT0.642

+ 3 458DLGAP4_uc010zvp.1_Missense_Mutation_p.R8HNM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3GGTGACAGCCGCCCCCGCCAC0.711

- 3 1562KIAA0406_uc002xhm.2_Missense_Mutation_p.W451CNM_014657 NP_055472 O43156 TTI1_HUMAN 0CATCAGAGTTCCAACGCCGTT0.498

+ 12 1198DHX35_uc010zwa.1_Missense_Mutation_p.R241H|DHX35_uc010zwb.1_Missense_Mutation_p.R241H|DHX35_uc010zwc.1_Missense_Mutation_p.R365HNM_021931 NP_068750 Q9H5Z1 DHX35_HUMANHelicase C-terminal. 3CGTGGTGGTCGTAGTCGCTCG0.507

- 7 1785CDH22_uc010ghk.1_Missense_Mutation_p.A462TNM_021248 NP_067071 Q9UJ99 CAD22_HUMANExtracellular (Potential).|Cadherin 4. 5TGCCAGCCGGCCGTCTCGCGG0.622

+ 30 4284ARFGEF2_uc010zyf.1_Missense_Mutation_p.V671MNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4GTTCAGAATCGTGTTTCGGAT0.463

+ 11 1214SLC9A8_uc010zym.1_Missense_Mutation_p.T35M|SLC9A8_uc010gic.2_Missense_Mutation_p.T35M|SLC9A8_uc010gid.2_IntronNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1TCCCACTACACGCACCATAAC0.552

- 3 1734 NM_002237 NP_002228 Q9UIX4 KCNG1_HUMANCytoplasmic (Potential). 2CTGCGCCCTCCGGAACATCAC0.572

+ 2 240PCK1_uc010zzm.1_5'UTRNM_002591 NP_002582 P35558 PCKGC_HUMAN 1CTACCCCAGGCAGTGAGGGAG0.582

- 3 409APCDD1L_uc010zzp.1_Missense_Mutation_p.R86GNM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1GTGTAGGCGCGGGTCAGGAAC0.677



+ 3 851EDN3_uc002yao.1_Missense_Mutation_p.C161F|EDN3_uc002yaq.2_Missense_Mutation_p.C161F|EDN3_uc002yar.2_Missense_Mutation_p.C161F|EDN3_uc002yas.2_Missense_Mutation_p.C161FNM_000114 NP_000105 P14138 EDN3_HUMANEndothelin-like. 1CGCTGCGCTTGTGTGGGGAGA0.562

+ 5 477OSBPL2_uc002ycl.1_Missense_Mutation_p.T80M|OSBPL2_uc011aah.1_Translation_Start_SiteNM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2TCCAAGATCACGATGCCAATC0.602

+ 13 1503OSBPL2_uc002ycl.1_Missense_Mutation_p.R422Q|OSBPL2_uc011aah.1_Missense_Mutation_p.G301RNM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2AGAGAAGCACGGAGGGAGCGG0.617

+ 4 510ADRM1_uc011aai.1_Missense_Mutation_p.G144C|ADRM1_uc002yco.2_Missense_Mutation_p.G144C|ADRM1_uc002ycp.1_RNANM_007002 NP_008933 Q16186 ADRM1_HUMAN Gly-rich. 0CGGAAGCAGCGGCCACGAACT0.607

- 10 1391 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin EGF-like 3. 3CCCGTCAGGTCCTCGCAGGTG0.657

+ 34 3714COL20A1_uc011aav.1_Splice_Site_p.T1032_spliceNM_020882 NP_065933 Q9P218 COKA1_HUMAN 1CCTCCCCACAGCACACGTGTC0.662

- 9 3705PRIC285_uc002yfl.1_Missense_Mutation_p.R369QNM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2GACACTGTGCCGCTCCACGCA0.706

- 5 550 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0GGCAGGGGTCGGTCCATGTGG0.632

+ 6 872NCAM2_uc011acb.1_Missense_Mutation_p.P66L|NCAM2_uc011acc.1_Missense_Mutation_p.P233LNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 3.|Extracellular (Potential). 4CCTTCAGTGCCGCCAGCAATC0.423

+ 11 1320USP16_uc002ymx.2_Missense_Mutation_p.R372K|USP16_uc002ymw.2_Missense_Mutation_p.R373K|USP16_uc011acm.1_Missense_Mutation_p.R358K|USP16_uc011acn.1_Intron|USP16_uc011aco.1_Missense_Mutation_p.R63KNM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4GATCAATGCAGAACTGTAAGT0.323

+ 5 614 NM_005441 NP_005432 Q13112 CAF1B_HUMAN WD 3. 2TGGGATGTCAGCAAAGGTAAA0.343

- 5 373UBE2G2_uc002zfx.2_Missense_Mutation_p.P72TNM_003343 NP_003334 P60604 UB2G2_HUMAN 4TAGCCCATGGGGTCATCGCCT0.627

- 14 2285MICAL3_uc011agl.1_Missense_Mutation_p.I644M|MICAL3_uc002znh.2_Missense_Mutation_p.I644M|MICAL3_uc002znj.1_Missense_Mutation_p.I344M|MICAL3_uc002znk.1_Missense_Mutation_p.I644M|MICAL3_uc002znl.1_Missense_Mutation_p.I277M|MICAL3_uc002znm.2_Missense_Mutation_p.I145M|MICAL3_uc010grf.2_Missense_Mutation_p.I644MNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0TGGTGCTGGCTATCAGGACTG0.532

- 4 458DDT_uc011ajf.1_Intron|GSTT2_uc002zyx.3_Missense_Mutation_p.P128LNM_000854 NP_000845 P0CG30 GSTT2_HUMANGST C-terminal. 0CTTCTCCTCGGGCACCTGGAC0.637

+ 13 2244 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANSushi.|Extracellular (Potential). 1ACCTCCCAACGGACAAAAGGA0.627

+ 19 2321SGSM1_uc003abh.2_Missense_Mutation_p.S661G|SGSM1_uc010guu.1_Missense_Mutation_p.S667G|SGSM1_uc003abj.2_Missense_Mutation_p.S606G|SGSM1_uc003abi.1_Missense_Mutation_p.S642GNM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5CCGCCTGCACAGCGACTCCAG0.642

- 1 1524 NM_002430 NP_002421 Q10571 MN1_HUMAN 10CAGCGGCAGGCATGGGGCCGG0.711

+ 4 2181NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|21.0AGAAGCAAAGTCCCCTGAGAA0.557

- 9 981PES1_uc003aik.1_Missense_Mutation_p.D303N|PES1_uc003ail.1_Missense_Mutation_p.D286N|PES1_uc003aim.1_Missense_Mutation_p.D303N|PES1_uc003ain.1_Missense_Mutation_p.D164N|PES1_uc003aio.1_Missense_Mutation_p.D164NNM_014303 NP_055118 O00541 PESC_HUMAN 0CTCACCCCATCGGTGGGAAAC0.607

+ 3 380RNF185_uc010gwh.2_RNA|RNF185_uc011alm.1_Missense_Mutation_p.G36D|RNF185_uc003akc.2_Missense_Mutation_p.G36D|RNF185_uc003ake.2_Nonsense_Mutation_p.W60*NM_152267 NP_689480 Q96GF1 RN185_HUMAN RING-type. 0CTGGCAGTTGGCCGTGTTTAC0.458

- 15 2020MYH9_uc003aph.1_Missense_Mutation_p.A461SNM_002473 NP_002464 P35579 MYH9_HUMANMyosin head-like. 11AGCAGTGTGGCGATGTTGTCA0.587

+ 3 508MAFF_uc003avc.2_Missense_Mutation_p.R57H|MAFF_uc011anq.1_Missense_Mutation_p.R28H|MAFF_uc011anr.1_Missense_Mutation_p.R57H|MAFF_uc003avd.2_Silent_p.P106PNM_001161572 NP_001155044 Q9ULX9 MAFF_HUMAN Basic motif. 0CAGCGGCGCCGCACACTCAAA0.682

- 13 1970DDX17_uc003avw.3_Missense_Mutation_p.S75G|DDX17_uc010gxp.2_Missense_Mutation_p.S73G|DDX17_uc003avx.3_Missense_Mutation_p.S621GNM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4GAATTTGGACTTCCATAGCCA0.517

+ 7 905L3MBTL2_uc010gyi.1_Missense_Mutation_p.R193Q|L3MBTL2_uc003azn.2_RNANM_031488 NP_113676 Q969R5 LMBL2_HUMAN 3GTGCCCCCACGGAGTGAGTTG0.537

+ 22 2759ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1TGGCTCTGCGGCAAGAACAGC0.637

+ 9 1256XRCC6_uc003bap.1_Missense_Mutation_p.A355T|XRCC6_uc011apc.1_Missense_Mutation_p.A346T|XRCC6_uc003baq.1_Missense_Mutation_p.A396T|XRCC6_uc003bar.1_Missense_Mutation_p.A396T|XRCC6_uc003bas.1_Missense_Mutation_p.A346TNM_001469 NP_001460 P12956 XRCC6_HUMAN Ku. 5GGAGGTTGCAGCATTGTGCAG0.488

+ 3 186WBP2NL_uc003bbt.2_Missense_Mutation_p.R57Q|WBP2NL_uc011apk.1_Intron|WBP2NL_uc003bbu.2_RNA|WBP2NL_uc003bbv.1_5'FlankNM_152613 NP_689826 Q6ICG8 WBP2L_HUMAN GRAM. 2ACTTCATACCGGGTAATTTCT0.378

- 7 1128CYP2D7P1_uc003bcg.2_Translation_Start_Site|CYP2D7P1_uc003bch.2_Translation_Start_Site|CYP2D7P1_uc010gyv.2_Missense_Mutation_p.I33M|CYP2D7P1_uc010gyw.2_RNA|CYP2D7P1_uc010gyx.1_3'UTRNR_002570 0GCACCTGCCCTATCACGTCGT0.607

- 19 2484 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN CUB. 5AAGCTCGCCGCCGCAGTGCTG0.677

- 16 2121 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5CGACACGTTGCGGGCACCAGG0.642

+ 5 1453NUP50_uc003bfs.2_Missense_Mutation_p.G303C|NUP50_uc011aqn.1_Missense_Mutation_p.G81C|NUP50_uc003bft.2_Missense_Mutation_p.G303C|NUP50_uc011aqo.1_Missense_Mutation_p.G81CNM_007172 NP_009103 Q9UKX7 NUP50_HUMAN 0AGGTGACAGTGGTGAATGCAA0.358

+ 6 769UPK3A_uc010gzy.2_Missense_Mutation_p.V134INM_006953 NP_008884 O75631 UPK3A_HUMANCytoplasmic (Potential). 0TCAGGAGGCTGTTCCCAAGTC0.597

+ 1 131 NM_001082967 NP_001076436 Q7Z5A7 F19A5_HUMAN 1GCGCCATCGCCCAGGACCGGC0.423

- 7 992HDAC10_uc003bke.2_5'UTR|HDAC10_uc003bkf.2_5'UTR|HDAC10_uc010hav.2_Nonsense_Mutation_p.R207*|HDAC10_uc003bkh.2_Silent_p.C35C|HDAC10_uc003bki.2_Nonsense_Mutation_p.R207*|HDAC10_uc003bkj.2_Intron|HDAC10_uc003bkk.1_5'FlankNM_032019 NP_114408 Q969S8 HDA10_HUMANHistone deacetylase. 0TCTGACTCTCGCAGGAAAGGC0.547

- 11 984MAPK11_uc010hax.2_Missense_Mutation_p.S131T|MAPK11_uc011ars.1_RNA|MAPK11_uc010hay.1_RNANM_002751 NP_002742 Q15759 MK11_HUMAN 2GTGGTACTGGCTGAAGTAGGC0.617

- 25 4139PLXNB2_uc003bkt.1_Missense_Mutation_p.R137C|PLXNB2_uc003bku.1_Missense_Mutation_p.R330CNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6ACCTTGGCGCGGGCCGAGAAC0.662

- 19 3113PLXNB2_uc003bkt.1_5'Flank|PLXNB2_uc003bku.1_5'UTRNM_012401 NP_036533 O15031 PLXB2_HUMANIPT/TIG 3.|Extracellular (Potential). 6TGACCCGTGACGTTGATGCTG0.701

- 5 739CPT1B_uc003bml.2_Missense_Mutation_p.R193C|CPT1B_uc003bmm.2_Missense_Mutation_p.R193C|CPT1B_uc003bmo.2_Missense_Mutation_p.R193C|CPT1B_uc011asa.1_Missense_Mutation_p.R159C|CPT1B_uc003bmn.2_Missense_Mutation_p.R193C|CPT1B_uc011asb.1_Missense_Mutation_p.R193C|CHKB-CPT1B_uc003bmp.2_5'UTRNM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2AACAAGGGGCGCACAGACTCT0.542

+ 14 1717SHANK3_uc003bnf.1_Missense_Mutation_p.D28NNM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1GGGCTCCTACGACAGCCTCAC0.632

+ 14 1736SHANK3_uc003bnf.1_Missense_Mutation_p.S34NNM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1ACCTCACACAGGTACGTGCAG0.627

+ 2 1852SUMF1_uc003bps.1_IntronNM_020873 NP_065924 Q6UXK5 LRRN1_HUMANExtracellular (Potential). 1CCCAATCTGCGTGAGATCAGT0.488

- 3 1082 NM_000916 NP_000907 P30559 OXYR_HUMANCytoplasmic (Potential). 0ACTGCCAGGCGGTCGGTGCGG0.706

+ 1 227SLC6A11_uc003bvy.1_Missense_Mutation_p.G65RNM_014229 NP_055044 P48066 S6A11_HUMANHelical; Name=1; (Potential). 4GAGCGTGGCCGGGGAGATCAT0.537

+ 3 212MKRN2_uc003bxe.2_Splice_Site_p.R50_splice|MKRN2_uc011aus.1_Splice_Site_p.R9_spliceNM_014160 NP_054879 Q9H000 MKRN2_HUMAN 0TGTTTTGTTTAGATATGACCA0.572

- 10 1412RAF1_uc011aut.1_Missense_Mutation_p.R118C|RAF1_uc011auu.1_Missense_Mutation_p.R251CNM_002880 NP_002871 P04049 RAF1_HUMAN 14CTCTGTCCACGAGGCCTCTGA0.413

+ 8 1197CAND2_uc003bxj.2_Missense_Mutation_p.R290HNM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 9. 4GTGCTCATCCGCCGCTTCAAA0.627

+ 16 2930KCNH8_uc010hex.1_Missense_Mutation_p.S373NNM_144633 NP_653234 Q96L42 KCNH8_HUMANCytoplasmic (Potential). 5TCTTTGCACAGCACCTCTGTG0.522



+ 3 341ZCWPW2_uc003cei.2_Nonsense_Mutation_p.W58*NM_001040432 NP_001035522 Q504Y3 ZCPW2_HUMAN CW-type. 2GATGAACCATGGTACTGCTTC0.363

- 3 2038 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9GTAAGTTGGGGTCCCACACAC0.413

+ 5 570C3orf23_uc003cnd.3_Nonsense_Mutation_p.R109*|C3orf23_uc003cne.3_IntronNM_173826 NP_776187 Q8N3R3 CC023_HUMAN 3TCTAGGATTTCGAGCAGTCAA0.303

+ 2 344 NM_144638 NP_653239 Q69YG0 TMM42_HUMANHelical; (Potential). 0AATATCCTCAGCTCGGTGAGT0.498

+ 9 1124 NM_003241 NP_003232 P49221 TGM4_HUMAN 1GGCTGTGGACGCAACGCCGCA0.627

- 3 413PRSS45_uc011bam.1_RNANM_199183 NP_954652 Q7RTY3 PRS45_HUMANPeptidase S1. 0ACAGATCATGTCCCCCAGGAC0.537

+ 28 4485NBEAL2_uc010hjm.1_Splice_Site_p.Q813_splice|NBEAL2_uc010hjn.1_5'FlankNM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN 1TGTGCCCACAGCAAACCTCTG0.642

+ 40 6669NBEAL2_uc010hjm.1_Missense_Mutation_p.A1541T|NBEAL2_uc010hjn.1_Missense_Mutation_p.A560T|NBEAL2_uc010hjo.1_5'UTRNM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN BEACH. 1CTCCAATGCAGCAGGCGTGAT0.602

+ 2 1700TREX1_uc010hjy.2_Missense_Mutation_p.A93E|TREX1_uc003ctk.2_5'UTR|TREX1_uc010hjz.2_Missense_Mutation_p.A93E|TREX1_uc010hka.2_Missense_Mutation_p.A148ENM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0GCTGTGCTGGCAGCGCATGGG0.632

- 23 3117 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|Fibronectin type-III 9. 11GACAGATGCCTCAGGACCCCG0.597

- 11 1340UQCRC1_uc003cua.1_Missense_Mutation_p.R317Q|UQCRC1_uc003cuc.1_Missense_Mutation_p.R433Q|UQCRC1_uc003cud.1_Missense_Mutation_p.R431QNM_003365 NP_003356 P31930 QCR1_HUMAN 0TACCGCAATCCGGCTTTCCCA0.617

- 5 846DALRD3_uc003cvl.1_Missense_Mutation_p.G276C|DALRD3_uc003cvm.1_Missense_Mutation_p.G109C|DALRD3_uc010hko.1_Missense_Mutation_p.G109C|DALRD3_uc011bca.1_Missense_Mutation_p.G276CNM_001009996 NP_001009996 Q5D0E6 DALD3_HUMAN 0ACCAGGCAGCCGCCTGTACCA0.517

+ 2 890 NM_203370 NP_976248 Q96EL1 CC054_HUMAN 0GCTGTCATGCCCACCTCGCCC0.627

- 2 315ZMYND10_uc010hll.1_Missense_Mutation_p.P57A|ZMYND10_uc003dah.1_Intron|ZMYND10_uc010hlm.1_Missense_Mutation_p.P14ANM_015896 NP_056980 O75800 ZMY10_HUMAN 5TCCTGAATGGGCTCGCCCTGG0.597

- 12 1293CACNA2D2_uc003dap.2_Missense_Mutation_p.R419WNM_006030 NP_006021 Q9NY47 CA2D2_HUMANVWFA.|Extracellular (Potential). 1CTCACCGTCCGGTTTGGCCAA0.582

+ 1 422 NM_080865 NP_543141 Q9BZJ7 GPR62_HUMANHelical; Name=1; (Potential). 1GAGGTGGGGGCACTGCTGGGC0.677

+ 58 9616DNAH1_uc003ddv.2_5'UTRNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN Potential. 3GCTGGGCCGAGCTGGCAAGGT0.662

+ 51 5329STAB1_uc003dek.1_5'UTR|STAB1_uc003del.2_5'FlankNM_015136 NP_055951 Q9NY15 STAB1_HUMANExtracellular (Potential).|FAS1 6. 9CTCCTGCCCCTGCTTCGAGAG0.637

+ 56 6065STAB1_uc003dek.1_Nonsense_Mutation_p.C12*|STAB1_uc003del.2_5'UTRNM_015136 NP_055951 Q9NY15 STAB1_HUMANExtracellular (Potential).|Laminin EGF-like 2. 9AGTGTCTGTGCCGTTCAGGTT0.642

- 10 1533ARHGEF3_uc011bew.1_Missense_Mutation_p.A455V|ARHGEF3_uc003dih.2_Missense_Mutation_p.A487V|ARHGEF3_uc011bev.1_Missense_Mutation_p.A426V|ARHGEF3_uc003dif.2_Missense_Mutation_p.A461V|ARHGEF3_uc010hmy.1_Missense_Mutation_p.A253VNM_019555 NP_062455 Q9NR81 ARHG3_HUMAN 1AGCTTGCCCGGCAGCACACAA0.507

+ 1 470PDE12_uc003div.2_Missense_Mutation_p.P115LNM_177966 NP_808881 Q6L8Q7 PDE12_HUMAN 0GGGCCTGAGCCGGCTGTGTTC0.672

+ 1 240SLMAP_uc003djc.1_Missense_Mutation_p.P12L|SLMAP_uc003djd.1_Missense_Mutation_p.P12L|SLMAP_uc003djf.1_Missense_Mutation_p.P12LNM_007159 NP_009090 Q14BN4 SLMAP_HUMANNecessary for targeting to centrosomes (By similarity).|Cytoplasmic (Potential).0ACTTGCCGCCCGAACTCGCAC0.602

+ 36 6176FLNB_uc010hne.2_Missense_Mutation_p.R2035Q|FLNB_uc003djk.2_Missense_Mutation_p.R1993Q|FLNB_uc010hnf.2_Missense_Mutation_p.R1980Q|FLNB_uc003djl.2_Missense_Mutation_p.R1824Q|FLNB_uc003djm.2_Missense_Mutation_p.R1811Q|FLNB_uc010hng.1_5'FlankNM_001457 NP_001448 O75369 FLNB_HUMANFilamin 19.|Interaction with the cytoplasmic tail of GP1BA.19GACGCCCGCCGAGCCAAAGTC0.577

+ 43 7348FLNB_uc010hne.2_Missense_Mutation_p.E2426Q|FLNB_uc003djk.2_Missense_Mutation_p.E2384Q|FLNB_uc010hnf.2_Missense_Mutation_p.E2371Q|FLNB_uc003djl.2_Missense_Mutation_p.E2215Q|FLNB_uc003djm.2_Missense_Mutation_p.E2202Q|uc003djn.2_RNANM_001457 NP_001448 O75369 FLNB_HUMANFilamin 23.|Interaction with INPPL1. 19CACGGGACTCGAAGGGGGCAC0.592 rs142023538

- 4 970 NM_000097 NP_000088 P36551 HEM6_HUMAN 0AAATGGACAGCGTCTTCTTGA0.433

- 39 5615 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7CTCAAGTCTGCGGGCTCCCCT0.547

- 5 850DRD3_uc010hqn.1_Missense_Mutation_p.G143R|DRD3_uc003ebb.1_Missense_Mutation_p.G143R|DRD3_uc003ebc.1_Missense_Mutation_p.G143RNM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4GAGCTCTGTCCCGTGCCATGC0.562

- 9 1909GSK3B_uc003edn.2_Missense_Mutation_p.T322I|GSK3B_uc003edm.2_5'UTRNM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2CTCCGGTGGAGTTCGGGGTCG0.418

- 19 6137POLQ_uc003eed.2_Missense_Mutation_p.P1175LNM_199420 NP_955452 O75417 DPOLQ_HUMAN 11ATGAAGAGTCGGCTCCTGAGA0.438

+ 12 1901PARP15_uc003efn.2_Missense_Mutation_p.R417K|PARP15_uc003efo.1_Missense_Mutation_p.R359K|PARP15_uc003efp.1_Missense_Mutation_p.R378K|PARP15_uc011bjt.1_Missense_Mutation_p.R309KNM_001113523 NP_001106995 Q460N3 PAR15_HUMANPARP catalytic. 5AGCAATGGGAGAAAGCACATG0.478

+ 60 9012KALRN_uc003ehk.2_Missense_Mutation_p.R1265HNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6ATAGAACGTCGCAAGCACCAG0.552 rs144099513

- 3 649 NM_002213 NP_002204 P18084 ITB5_HUMANExtracellular (Potential). 2CCGGGCCGGAGGTTCACGGCA0.592

- 2 162MGLL_uc003ejw.2_Missense_Mutation_p.S16F|MGLL_uc011bko.1_Missense_Mutation_p.S16F|MGLL_uc010hsp.1_Missense_Mutation_p.S6FNM_001003794 NP_001003794 Q99685 MGLL_HUMAN 0CCGCCTGGGGGAACTTTCCTC0.522

+ 7 1705EEFSEC_uc003ekj.2_3'UTRNM_021937 NP_068756 P57772 SELB_HUMAN 1CGGGCTGGCCGTGGGGAGGCC0.647

+ 14 1554COPG_uc010htb.2_Missense_Mutation_p.E391GNM_016128 NP_057212 Q9Y678 COPG_HUMAN 4TTGGAGCATGAGGAGGTCCGG0.552

+ 6 755C3orf37_uc003elu.2_Missense_Mutation_p.V181I|C3orf37_uc003elv.2_Missense_Mutation_p.V223I|C3orf37_uc003elw.2_Missense_Mutation_p.V223INM_020187 NP_064572 Q96FZ2 CC037_HUMAN 1AGAGGAGGCAGTTTCTAAATG0.468

+ 4 850 NM_000539 NP_000530 P08100 OPSD_HUMAN Cytoplasmic. 0GAGGTCACCCGCATGGTCATC0.622

- 5 1084TMCC1_uc003emy.3_Translation_Start_Site|TMCC1_uc011blc.1_Missense_Mutation_p.R16W|TMCC1_uc010htg.2_Missense_Mutation_p.R81WNM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1ACTTCCAACCGTTCGATCTAG0.478

+ 34 6467COL6A6_uc003eni.3_Nonsense_Mutation_p.R245*NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANVWFA 9.|Nonhelical region. 8CCAGCTTGGCCGAATTCATAA0.443

- 1 462NPHP3_uc003eoz.1_Intron|UBA5_uc010htr.2_Intron|UBA5_uc003epa.3_5'Flank|UBA5_uc010htt.2_5'Flank|UBA5_uc003epb.3_5'Flank|ACAD11_uc003eoy.2_Missense_Mutation_p.Y28H|UBA5_uc010hts.1_5'FlankNM_032169 NP_115545 Q709F0 ACD11_HUMAN 1TGGTTTAGGTAGGCCTCCAGG0.587

+ 20 3509TF_uc011blt.1_Missense_Mutation_p.A467V|TF_uc003epw.1_Intron|TF_uc003epv.1_Missense_Mutation_p.A594VNM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 2. 2GAGGAGTATGCGAACTGCCAC0.498

- 1 402RAB6B_uc011blu.1_5'UTRNM_016577 NP_057661 Q9NRW1 RAB6B_HUMAN 1GTGGATTCCCAAAATCTCCCC0.388

+ 3 572C3orf72_uc011bmr.1_3'UTRNM_001040061 NP_001035150 Q6ZUU3 CC072_HUMAN 0CTGAGCGGGAGAGAATAGAGC0.627

+ 8 3198ZBTB38_uc010hun.2_Missense_Mutation_p.S736N|ZBTB38_uc010huo.2_Missense_Mutation_p.S739N|ZBTB38_uc003ety.2_Missense_Mutation_p.S739N|ZBTB38_uc010hup.2_Missense_Mutation_p.S740NNM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3ATGACCAGCAGCAACCACAGA0.522

+ 10 958RASA2_uc010huq.1_Missense_Mutation_p.V320M|RASA2_uc003eua.1_Missense_Mutation_p.V320M|RASA2_uc011bnc.1_Translation_Start_SiteNM_006506 NP_006497 Q15283 RASA2_HUMAN 6AGAAGACTACGTGCTTCCTTC0.368

- 2 528WWTR1_uc003exf.2_Missense_Mutation_p.A171V|WWTR1_uc011bns.1_Missense_Mutation_p.A171V|WWTR1_uc003exh.2_Missense_Mutation_p.A171VNM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4GGAACTGACGGCAGGGTGGAG0.413

+ 10 1378 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0GACTTGTCAACAGATATATAA0.328



- 5 765 NM_206963 NP_996846 P49788 TIG1_HUMANExtracellular (Potential). 0TAATCAAAATCAATTGTATCA0.254

- 2 262ABCC5_uc011bqt.1_5'UTR|ABCC5_uc010hxl.2_Missense_Mutation_p.R33C|ABCC5_uc003fmh.2_Missense_Mutation_p.R33C|ABCC5_uc010hxm.2_RNA|ABCC5_uc010hxn.2_Missense_Mutation_p.R33C|ABCC5_uc010hxo.2_Missense_Mutation_p.R33C|ABCC5_uc003fmi.3_RNANM_005688 NP_005679 O15440 MRP5_HUMAN 4GAATCTTCACGGTCTCTGTGC0.443 rs146572786

+ 7 932PSMD2_uc011brj.1_Missense_Mutation_p.R141Q|PSMD2_uc011brk.1_Missense_Mutation_p.R170QNM_002808 NP_002799 Q13200 PSMD2_HUMAN 0ATGCTAGGCCGGCATGGGGTG0.517

+ 12 1678CHRD_uc003fow.2_Missense_Mutation_p.G108R|CHRD_uc003fox.2_Missense_Mutation_p.G478R|CHRD_uc003foy.2_Missense_Mutation_p.G108R|CHRD_uc010hyc.2_Intron|CHRD_uc011brr.1_Missense_Mutation_p.G108RNM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 3. 3CCAGCCAGGAGGACACACGGT0.612

+ 1 44EIF4A2_uc003fqt.2_RNA|EIF4A2_uc003fqu.2_Missense_Mutation_p.S2C|EIF4A2_uc003fqv.2_5'UTR|EIF4A2_uc003fqw.2_5'UTR|SNORD2_uc010hyu.1_5'Flank|EIF4A2_uc011bsb.1_5'FlankNM_001967 NP_001958 Q14240 IF4A2_HUMAN 4CGGATCATGTCTGGTGGCTCC0.577

+ 6 841IL1RAP_uc003fsk.2_Missense_Mutation_p.C212S|IL1RAP_uc003fsl.2_Missense_Mutation_p.C212S|IL1RAP_uc010hzf.2_Missense_Mutation_p.C71S|IL1RAP_uc010hzg.1_Missense_Mutation_p.C212S|IL1RAP_uc003fsn.1_RNA|IL1RAP_uc003fso.1_Missense_Mutation_p.C212S|IL1RAP_uc003fsp.1_RNA|IL1RAP_uc003fsq.2_Missense_Mutation_p.C212SNM_002182 NP_002173 Q9NPH3 IL1AP_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1AATTACACATGTGTTGTTACA0.353

+ 5 1038CCDC50_uc003fsv.2_Splice_Site_p.D150_spliceNM_174908 NP_777568 Q8IVM0 CCD50_HUMAN 0GAAGATGGAGGTAACAATTCC0.383

- 3 447TFRC_uc003fwa.3_Missense_Mutation_p.N55S|TFRC_uc010hzy.2_Intron|TFRC_uc011btr.1_IntronNM_003234 NP_003225 P02786 TFR1_HUMANMediates interaction with SH3BP4.|Cytoplasmic (Potential).3TTTTGTGACATTGGCCTTTGT0.423

- 6 576PCYT1A_uc003fwh.2_Missense_Mutation_p.A135TNM_005017 NP_005008 P49585 PCY1A_HUMANCatalytic (Potential). 0TGCTGGACTGCGTCATAGCGC0.532

- 8 1304BDH1_uc003fxs.2_Missense_Mutation_p.A301V|BDH1_uc003fxt.2_Missense_Mutation_p.A214V|BDH1_uc003fxu.2_Missense_Mutation_p.A301VNM_203314 NP_976059 Q02338 BDH_HUMAN 1GTGTGTGACAGCATCGATGAC0.572

+ 1 3222 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCACCTGCTCACATGTGCCGA0.647

+ 1 3663 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0TCACACGTGCCGATGCGGAGT0.672

- 13 1664POLN_uc010icg.1_Missense_Mutation_p.K3R|POLN_uc010ich.1_Intron|POLN_uc011bvi.1_Missense_Mutation_p.K555RNM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4GCTTGTTACCTTTTTCATGCA0.313

+ 38 4952 NM_002111 NP_002102 P42858 HD_HUMAN 4GGAGAATGAAGACAAGTGGAA0.493

+ 12 3960RGS12_uc003ggv.2_Missense_Mutation_p.S1019N|RGS12_uc003ggy.1_Missense_Mutation_p.S417N|RGS12_uc003ggz.2_Missense_Mutation_p.S371N|RGS12_uc010icu.1_Missense_Mutation_p.S218N|RGS12_uc011bvs.1_Missense_Mutation_p.S361N|RGS12_uc003gha.2_Missense_Mutation_p.S361N|RGS12_uc010icv.2_Missense_Mutation_p.S218N|RGS12_uc003ghb.2_Missense_Mutation_p.S218NNM_198229 NP_937872 O14924 RGS12_HUMAN RBD 1. 1CACCAAGACAGTAGCATCTTG0.587

- 9 1472PPP2R2C_uc003gjb.2_Missense_Mutation_p.N351D|PPP2R2C_uc011bwd.1_Missense_Mutation_p.N361D|PPP2R2C_uc011bwe.1_Missense_Mutation_p.N361D|PPP2R2C_uc003gja.2_Missense_Mutation_p.N368DNM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 6. 4CGCTTGGTGTTCCGATCGAAC0.647

- 1 982TADA2B_uc003gjw.3_5'Flank|TADA2B_uc010idi.2_5'FlankNM_153376 NP_699207 Q2M329 CCD96_HUMAN Potential. 0CCCAGCTCCTGGTGGTACCAC0.622

+ 15 3447SH3TC1_uc003gkw.3_Missense_Mutation_p.A1040T|SH3TC1_uc003gkx.3_RNA|SH3TC1_uc003gky.2_RNANM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3GTTTGAGGCGGCTGGAGACAT0.637

- 8 1386LDB2_uc003gpa.2_3'UTR|LDB2_uc003gpb.2_Missense_Mutation_p.P355L|LDB2_uc011bxh.1_Missense_Mutation_p.P329L|LDB2_uc010iee.2_3'UTR|LDB2_uc003goy.2_Missense_Mutation_p.P232L|LDB2_uc011bxi.1_3'UTRNM_001290 NP_001281 O43679 LDB2_HUMAN 0TTGAGTGGCGGGAGGTTTACT0.542

+ 13 1594 NM_015907 NP_056991 P28838 AMPL_HUMAN 0TCCTAAGTGGGCACATTTAGA0.453

- 7 1124GPR125_uc010ieo.1_Missense_Mutation_p.D161Y|GPR125_uc003gqn.1_Missense_Mutation_p.D61Y|GPR125_uc003gqo.2_Missense_Mutation_p.D287YNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential).|Ig-like. 1TGCGATTCATCGGTTTCAACT0.378 rs138542858

- 4 734GPR125_uc010ieo.1_Missense_Mutation_p.R31W|GPR125_uc003gqo.2_Missense_Mutation_p.R157WNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential).|LRR 4. 1ACTTACAGCCGAACCAGATTG0.353 rs147434497

- 9 2017PPARGC1A_uc003gqt.2_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8CCTCATTACCTGGGCCGACGG0.473

+ 11 1338RBPJ_uc003gry.1_Missense_Mutation_p.V353I|RBPJ_uc003grz.1_Missense_Mutation_p.V368I|RBPJ_uc011bxt.1_3'UTR|RBPJ_uc003gsa.1_Missense_Mutation_p.V354I|RBPJ_uc003gsb.1_Missense_Mutation_p.V355I|RBPJ_uc003gsc.1_Intron|uc003gsd.2_5'FlankNM_005349 NP_005340 Q06330 SUH_HUMAN IPT/TIG. 3CGGTGGGGACGTAGCAATGCT0.363

- 5 1442EPHA5_uc003hcx.2_Missense_Mutation_p.R348W|EPHA5_uc003hcz.2_Missense_Mutation_p.R417W|EPHA5_uc011cah.1_Missense_Mutation_p.R417W|EPHA5_uc011cai.1_Missense_Mutation_p.R417W|EPHA5_uc003hda.2_Missense_Mutation_p.R417WNM_004439 NP_004430 P54756 EPHA5_HUMANFibronectin type-III 1.|Extracellular (Potential).p.R417Q(1) 24CCGCTTTGCCGGGGAAGGTAC0.493

+ 5 554SLC4A4_uc010iic.2_Missense_Mutation_p.S146N|SLC4A4_uc010iib.2_Missense_Mutation_p.S146N|SLC4A4_uc003hfz.2_Missense_Mutation_p.S146N|SLC4A4_uc003hgc.3_Missense_Mutation_p.S102N|SLC4A4_uc003hga.2_Missense_Mutation_p.S24N|SLC4A4_uc003hgb.3_Missense_Mutation_p.S102NNM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMANCytoplasmic (Potential). 5GAAAGATGGAGCAAGCCCCAT0.443

- 5 924COX18_uc003hgn.1_Missense_Mutation_p.T122M|COX18_uc011cbc.1_Missense_Mutation_p.T274M|COX18_uc010iih.1_Missense_Mutation_p.T273MNM_173827 NP_776188 Q8N8Q8 COX18_HUMANHelical; (Potential). 0TGAGGGTACCGTTGCAGCAAT0.413 rs138323566

- 26 5015ANKRD17_uc003hgo.2_Missense_Mutation_p.R1520H|ANKRD17_uc003hgq.2_Missense_Mutation_p.R1382H|ANKRD17_uc003hgr.2_Missense_Mutation_p.R1632HNM_032217 NP_115593 O75179 ANR17_HUMAN Ser-rich. 10GTCACTCTTACGACTGCTGTT0.463

- 3 1083KLHL8_uc003hql.1_Missense_Mutation_p.A233V|KLHL8_uc003hqm.1_Missense_Mutation_p.A157V|KLHL8_uc003hqn.1_Intron|KLHL8_uc010ikj.1_IntronNM_020803 NP_065854 Q9P2G9 KLHL8_HUMAN 0CTTGATGGCAGCATTATAGAC0.418

+ 5 376SPP1_uc003hrb.2_Missense_Mutation_p.Q44E|SPP1_uc003hrc.2_Intron|SPP1_uc011cde.1_Missense_Mutation_p.Q84E|SPP1_uc003hrd.2_IntronNM_001040058 NP_001035147 P10451 OSTP_HUMAN 1TGACTTTAAACAAGAGGTAAG0.398

+ 26 3189HERC3_uc011cdn.1_Missense_Mutation_p.G890E|HERC3_uc011cdo.1_Missense_Mutation_p.G452E|FAM13AOS_uc003hry.1_5'FlankNM_014606 NP_055421 Q15034 HERC3_HUMAN HECT. 4ACAGCCAGCGGGGAGGAGTAC0.577

+ 1 899 NM_005172 NP_005163 Q92858 ATOH1_HUMAN 0TTCGAGGACAGCGCCCTGACA0.607 rs142131282

- 8 1309UNC5C_uc010ilc.1_Missense_Mutation_p.I404M|UNC5C_uc003htq.2_Missense_Mutation_p.I404MNM_003728 NP_003719 O95185 UNC5C_HUMANHelical; (Potential). 4CGATCACTGCTATCACAATCC0.438

- 16 2459MANBA_uc011ces.1_Missense_Mutation_p.Y730HNM_005908 NP_005899 O00462 MANBA_HUMAN 1AAGAAGTGGTAGTTGGTCGGG0.557

+ 18 2057ANK2_uc003ibd.3_Missense_Mutation_p.A632T|ANK2_uc003ibf.3_Missense_Mutation_p.A653T|ANK2_uc003ibc.2_Missense_Mutation_p.A629T|ANK2_uc011cgb.1_Missense_Mutation_p.A668TNM_001148 NP_001139 Q01484 ANK2_HUMAN ANK 19. 14GAACTATGGAGCAGAGACAAA0.438

+ 9 1595SPATA5_uc003iey.2_Missense_Mutation_p.A507TNM_145207 NP_660208 Q8NB90 SPAT5_HUMAN 0CTTGGATGCTGCTCTCCGAAG0.428

+ 1 1940uc003igy.2_5'Flank|PCDH10_uc003igz.2_Missense_Mutation_p.A372TNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCadherin 4.|Extracellular (Potential). 2TGAGGGCGCGGCGCCCGGCAC0.622

+ 7 1958USP38_uc003ija.3_Missense_Mutation_p.S475C|USP38_uc003ijc.2_RNANM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5 CAAGTATTATCTTTAAATCTA0.284

+ 4 649ABCE1_uc003ijy.2_Missense_Mutation_p.L70S|ABCE1_uc010iot.2_RNANM_001040876 NP_001035809 P61221 ABCE1_HUMAN4Fe-4S ferredoxin-type 2. 1TTTGGCGCCTTATCAATTGTC0.303

+ 7 1018 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2CGGCAATGCAGTAGGATTTAA0.303

+ 18 3224 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4TGAAGATGCCCAAATGGCTCG0.443

- 1 815KLHL2_uc003irb.2_Intron|KLHL2_uc011cjm.1_Intron|KLHL2_uc003irc.2_Intron|KLHL2_uc010ira.2_IntronNM_000167 NP_000158 0GAAGTAAGTGCTAAGTGGAAG0.418

+ 12 2820CLCN3_uc003ish.2_Missense_Mutation_p.V771M|CLCN3_uc011cjz.1_Missense_Mutation_p.V754M|CLCN3_uc011cka.1_Missense_Mutation_p.V744M|CLCN3_uc003isj.1_Missense_Mutation_p.V744MNM_001829 NP_001820 P51790 CLCN3_HUMANCBS 2.|Cytoplasmic (By similarity). 3AATGGAGATCGTGGTGGATAT0.488

+ 3 1789STOX2_uc003iwa.1_5'UTRNM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0TTCTGCGGCACACGCTGAACA0.443

+ 3 3984STOX2_uc003iwa.1_Missense_Mutation_p.S539NNM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0ATGGACAGCAGCAGCATCACA0.552

- 4 1231 NM_020040 NP_064424 Q99867 TBB4Q_HUMAN 0ATGTTGCTCTCGGCCTCAGTG0.557

- 37 5027RICTOR_uc003jlo.2_Missense_Mutation_p.P1692L|RICTOR_uc010ivf.2_Missense_Mutation_p.P1345LNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10CCTCCGACACGGAAGTCTGAA0.338 rs77464125



- 29 3471HEATR7B2_uc003jmi.3_Missense_Mutation_p.K549RNM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 10. 8 ATTTATTACCTTAGCTATTTT0.413

+ 1 564 uc003joq.1_5'Flank NM_002202 NP_002193 P61371 ISL1_HUMAN 3AGACATGGGAGATCCACCAAA0.527

+ 2 1158ITGA1_uc003jov.2_Intron|ITGA1_uc003jou.2_Intron|PELO_uc003jot.1_IntronNM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0AGCGTGGGCAGCAACCGGGTC0.617

+ 20 1993DDX4_uc010ivz.2_Missense_Mutation_p.A620E|DDX4_uc003jqh.3_Missense_Mutation_p.A606E|DDX4_uc003jqj.2_Missense_Mutation_p.A491ENM_001136034 NP_001129506 Q9NQI0 DDX4_HUMANHelicase C-terminal. 2ACTGGCAGAGCAATTTCCTTT0.358

+ 2 299 NM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0GAAATGGCCCGTCAGGCACAC0.493

+ 3 344RGS7BP_uc011cqu.1_5'UTRNM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0CCGGAAGATGGTGAGATCCAT0.453

- 21 3468ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNANM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 2. 0AGGTGGCTTACTGTCAGGATC0.438

- 4 1409ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Translation_Start_SiteNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0TACAGATGTCGTTGTTGAAGG0.398

+ 17 3393BDP1_uc003kbn.1_Missense_Mutation_p.V1044I|BDP1_uc003kbo.2_Missense_Mutation_p.V1044INM_018429 NP_060899 A6H8Y1 BDP1_HUMAN5.|9 X 55 AA repeats of G-R-R-X-I-S-P-X-E-N- G-X-E-E-V-K-P-X-X-E-M-E-T-D-L-K-X-T-G-R- E-X-X-X-R-E-K-T-X-E-X-X-D-A-X-E-E-I-D-X- D-L-E-E-T.2TGAAAGAGAAGTATCCCCACA0.458

- 9 989WDR41_uc011csy.1_Missense_Mutation_p.L176F|WDR41_uc011csz.1_Missense_Mutation_p.L179F|WDR41_uc011cta.1_RNA|WDR41_uc011ctb.1_RNANM_018268 NP_060738 Q9HAD4 WDR41_HUMAN WD 4. 0TGACAAAACTCAAATCTAGGC0.438

+ 2 6593 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9GGAAAGAAAGGAATTTCATCT0.453

- 4 988HAPLN1_uc003kin.2_Missense_Mutation_p.A306VNM_001884 NP_001875 P10915 HPLN1_HUMAN Link 2. 5CAACCAGCCCGCATCACAGCG0.557

+ 2 1004LNPEP_uc003kmw.1_Missense_Mutation_p.A150TNM_005575 NP_005566 Q9UIQ6 LCAP_HUMANExtracellular (Potential). 4GTTTCCATGGGCACAGATCAG0.463

- 5 672 NM_173666 NP_775937 Q8NBA8 DTWD2_HUMAN 0CGGCTGCATCCGAATTACATA0.313

+ 28 7106DMXL1_uc010jcl.1_Missense_Mutation_p.E2309KNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2TTCTTCTGGCGAGGAAGCCCA0.378

+ 6 1407SNCAIP_uc011cwl.1_5'UTR|SNCAIP_uc010jct.2_Missense_Mutation_p.V401I|SNCAIP_uc003ksx.1_Missense_Mutation_p.V448I|SNCAIP_uc003ksy.1_Missense_Mutation_p.V35I|SNCAIP_uc003ksz.1_Missense_Mutation_p.V35I|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Missense_Mutation_p.V35I|SNCAIP_uc003kta.1_Missense_Mutation_p.V33I|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.V95I|SNCAIP_uc010jcx.1_Missense_Mutation_p.V341INM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2GTTGGAGTGCGTACGCTGGAT0.403

+ 8 1145GRAMD3_uc011cwt.1_Missense_Mutation_p.R254C|GRAMD3_uc011cwv.1_Missense_Mutation_p.R247C|GRAMD3_uc011cww.1_Missense_Mutation_p.R135C|GRAMD3_uc011cwx.1_RNA|GRAMD3_uc011cwy.1_Missense_Mutation_p.R130C|GRAMD3_uc011cwz.1_Missense_Mutation_p.R223C|GRAMD3_uc011cwu.1_Missense_Mutation_p.R223CNM_023927 NP_076416 Q96HH9 GRAM3_HUMAN 1CCGAGCAGACCGCCCTTCATC0.393

- 9 746BRD8_uc003lcc.1_RNA|BRD8_uc011cyl.1_5'Flank|BRD8_uc003lcg.2_Missense_Mutation_p.G304S|BRD8_uc003lci.2_Missense_Mutation_p.G304S|BRD8_uc003lch.2_Missense_Mutation_p.G164S|BRD8_uc011cym.1_Missense_Mutation_p.G215S|BRD8_uc010jer.1_Missense_Mutation_p.G270S|BRD8_uc011cyn.1_Missense_Mutation_p.G190S|BRD8_uc010jes.1_Missense_Mutation_p.G98SNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1AGGAGGACACCTGTACTGTTC0.527

+ 4 937FAM53C_uc003lcw.2_Missense_Mutation_p.P156L|FAM53C_uc011cyq.1_Intron|FAM53C_uc011cyr.1_IntronNM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1GGGGGTGGGCCGCAGGTGCCT0.677

+ 4 498CTNNA1_uc011cyx.1_Missense_Mutation_p.V32I|CTNNA1_uc011cyy.1_Missense_Mutation_p.V12I|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_Missense_Mutation_p.V135INM_001903 NP_001894 P35221 CTNA1_HUMANInteraction with JUP and CTNNB1.|Involved in homodimerization.11GCTCTCTGCTGTTACCCGGTT0.468

+ 1 241PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.R47H|PCDHA4_uc011daa.1_Missense_Mutation_p.R47HNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 1.|Extracellular (Potential). 6TTCGTGGGCCGCATCGCGCAG0.662

+ 1 1957PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.R619H|PCDHA4_uc011daa.1_Missense_Mutation_p.R619HNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 6.|Extracellular (Potential). 6GGTGGCGCGCGCATCCCGTTC0.672

+ 1 755PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 2.|Extracellular (Potential). 4AGTGATGGCAGGAAATACCCA0.502

+ 1 1744PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003ljz.1_Missense_Mutation_p.A582TNM_018920 NP_061743 Q9Y5G6 PCDG7_HUMANExtracellular (Potential).|Cadherin 6. 0ACCCCGCTCCGCAGAGCCCGG0.632

+ 1 1820PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkm.2_Missense_Mutation_p.A559T|PCDHGA11_uc003lko.1_5'Flank|PCDHGA11_uc003lkp.1_5'Flank|PCDHGA11_uc003lkq.1_5'FlankNM_018927 NP_061750 Q9Y5F8 PCDGJ_HUMANExtracellular (Potential).|Cadherin 5. 2TAACGACAACGCACCGCGGGT0.711

+ 1 1793PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc011dba.1_Missense_Mutation_p.L542FNM_003735 NP_003726 O60330 PCDGC_HUMANExtracellular (Potential).|Cadherin 5. 4GCACCCGCCCCTCAGCAGCAA0.622

+ 7 728ARHGAP26_uc003lmt.2_Missense_Mutation_p.S231R|ARHGAP26_uc003lmw.2_Missense_Mutation_p.S231RNM_015071 NP_055886 Q9UNA1 RHG26_HUMAN 1TAACCATTAGCATACAGAACG0.473

+ 4 504TCERG1_uc003loc.2_Missense_Mutation_p.R155H|TCERG1_uc011dbt.1_Missense_Mutation_p.R155HNM_006706 NP_006697 O14776 TCRG1_HUMAN WW 1. 2GCTCGGACACGTGAATCTGCA0.313

- 2 2255 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2TTACGGAAAAAGGATCGAAGC0.537

- 8 811GM2A_uc011dcs.1_Intron|SPARC_uc003lug.2_Nonsense_Mutation_p.E97*|SPARC_uc003lui.2_Nonsense_Mutation_p.E263*NM_003118 NP_003109 P09486 SPRC_HUMAN EF-hand. 1GTGCAATGCTCCATGGGGATG0.607

+ 1 557 NR_024356 0CGCGCCGGCCGCGATCTGGTC0.662

- 13 1819 NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN 4GTGGGGCCCCGGAGCTGCTCC0.662

+ 7 1132UNC5A_uc010jkg.1_Missense_Mutation_p.V274INM_133369 NP_588610 Q6ZN44 UNC5A_HUMANHelical; (Potential). 1CGCCGTGGCCGTCTGCCTGGT0.622

+ 13 1809FGFR4_uc003mfm.2_Missense_Mutation_p.V548M|FGFR4_uc011dfu.1_Missense_Mutation_p.V480M|FGFR4_uc003mfo.2_Missense_Mutation_p.V508MNM_002011 NP_002002 P22455 FGFR4_HUMANProtein kinase.|Cytoplasmic (Potential). 16GCCCCTGTACGTGATCGTGGA0.716

- 9 899DDX41_uc003mhm.2_Missense_Mutation_p.R73H|DDX41_uc003mhn.2_Missense_Mutation_p.R162H|DDX41_uc003mhp.2_Missense_Mutation_p.R162H|DDX41_uc003mhq.1_Missense_Mutation_p.R73HNM_016222 NP_057306 Q9UJV9 DDX41_HUMANHelicase ATP-binding. 0GAGGGCGCAGCGCAGGAGTGG0.657

- 18 2687 NM_014244 NP_055059 O95450 ATS2_HUMAN TSP type-1 2. 4CGAGAGGGCGGCACAGAAGCC0.642

+ 2 1522MAML1_uc003mkn.1_Missense_Mutation_p.P420LNM_014757 NP_055572 Q92585 MAML1_HUMAN 6CAGGCCACCCCGGCACCAGCC0.657 rs141578236

- 4 396C6orf201_uc003mwa.3_3'UTR|C6orf201_uc003mvz.3_RNA|C6orf201_uc003mwb.3_RNA|PECI_uc003mwc.2_5'UTR|PECI_uc003mwd.2_Missense_Mutation_p.P90L|PECI_uc003mwe.2_5'UTR|PECI_uc010jnr.1_RNANM_206836 NP_996667 O75521 ECI2_HUMAN ACB. 0TTCCAATGAAGGACTCAAACT0.483

- 2 201PECI_uc003mwc.2_5'UTR|PECI_uc003mwd.2_Missense_Mutation_p.K25R|PECI_uc003mwe.2_5'UTR|PECI_uc010jnr.1_RNA|uc003mwg.1_5'FlankNM_206836 NP_996667 O75521 ECI2_HUMAN ACB. 0TCCTGGATCCTTTTTCAAGAG0.398

- 5 602TBC1D7_uc011dis.1_RNA|TBC1D7_uc003nan.2_Missense_Mutation_p.P171S|TBC1D7_uc003nal.2_Missense_Mutation_p.P171S|TBC1D7_uc003nam.2_Missense_Mutation_p.P171S|TBC1D7_uc003nao.2_Missense_Mutation_p.P144S|TBC1D7_uc010jpd.2_Intron|TBC1D7_uc003nap.2_Missense_Mutation_p.P144SNM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1ACCAACTGGGGCAAGGAATCC0.483

+ 5 655CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.E112K|CAP2_uc011djb.1_Missense_Mutation_p.E138K|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1GGCCGTCAGCGAAAGCATCCC0.473

+ 9 875CDKAL1_uc003ndd.1_Missense_Mutation_p.P234Q|CDKAL1_uc003nde.1_Missense_Mutation_p.P164QNM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2GCCAGTTATCCAATTGATGAA0.323

- 2 632PRL_uc003ndo.2_Missense_Mutation_p.R39Q|PRL_uc003ndq.2_Missense_Mutation_p.R38Q|PRL_uc003ndr.1_RNANM_000948 NP_000939 P01236 PRL_HUMAN 0CACCTGGCATCGGGCAGCCCC0.587

+ 4 978BTN3A1_uc011dkj.1_Missense_Mutation_p.V204I|BTN3A1_uc011dkk.1_Missense_Mutation_p.V152I|BTN3A1_uc010jqj.2_Missense_Mutation_p.V204INM_007048 NP_008979 O00481 BT3A1_HUMANIg-like V-type 2.|Extracellular (Potential). 2CCTGTATGCAGTAGCAGCATC0.547

+ 4 837HLA-E_uc011dmg.1_RNA|HLA-E_uc011dmh.1_Missense_Mutation_p.A308TNM_005516 NP_005507 P13747 HLAE_HUMANIg-like C1-type.|Alpha-3.|Extracellular (Potential). 5GAAGTGGGCAGCTGTGGTGGT0.622

- 10 2331GNL1_uc011dmi.1_Missense_Mutation_p.A232T|GNL1_uc011dmj.1_Missense_Mutation_p.A433T|GNL1_uc011dmk.1_Missense_Mutation_p.A90TNM_005275 NP_005266 P36915 GNL1_HUMAN 3TGGATCTGGGCGATAGGGTAG0.602

- 5 412VARS_uc003nxe.2_5'Flank|VARS_uc011doi.1_5'FlankNM_021177 NP_067000 Q9Y333 LSM2_HUMAN 0CTGCACGTATCGGACCACTGA0.512



+ 3 563C2_uc003nyc.2_5'UTR|C2_uc011doo.1_5'UTR|C2_uc011dop.1_Missense_Mutation_p.R39Q|C2_uc003nye.3_Missense_Mutation_p.R162Q|C2_uc003nyf.2_Missense_Mutation_p.R162Q|C2_uc010jtk.2_Missense_Mutation_p.R30Q|C2_uc011doq.1_Missense_Mutation_p.R133Q|C2_uc003nyg.2_Missense_Mutation_p.R30QNM_001710 NP_001701 P00751 CFAB_HUMAN 1GGCGCAGTGCGGACAGGCTTC0.632

+ 43 6133ITPR3_uc003oey.2_Missense_Mutation_p.A59TNM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CATCATCACCGCACTGATCCT0.592

+ 6 872DEF6_uc010jvs.2_Missense_Mutation_p.R278H|DEF6_uc010jvt.2_Missense_Mutation_p.R23HNM_022047 NP_071330 Q9H4E7 DEFI6_HUMAN PH. 0GACGGAAAGCGCTGCATGTTC0.657

+ 8 1519PPARD_uc003okn.2_Missense_Mutation_p.A404T|PPARD_uc011dtb.1_Missense_Mutation_p.A365T|PPARD_uc011dtc.1_Missense_Mutation_p.A306TNM_006238 NP_006229 Q03181 PPARD_HUMANLigand-binding. 1GCAGAAGATGGCTGACCTGCG0.602

- 8 806TULP1_uc003okw.3_Missense_Mutation_p.K212RNM_003322 NP_003313 O00294 TULP1_HUMAN 3GGCTTTGCCCTTTTGATTGCT0.597

- 5 715TRERF1_uc011duq.1_Missense_Mutation_p.S51L|TRERF1_uc003osb.2_Intron|TRERF1_uc003osc.2_Intron|TRERF1_uc003ose.2_Missense_Mutation_p.S51LNM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5GGAGATTGGCGAGGCCTGAGG0.577

+ 4 357uc003owm.1_Intron|C6orf223_uc003owo.2_Missense_Mutation_p.M93INM_153246 NP_694978 Q8N319 CF223_HUMAN 0TGGCCCGGATGTCGCGGAGGA0.602

+ 19 1760TMEM63B_uc003ows.2_Missense_Mutation_p.G469S|TMEM63B_uc010jyz.2_RNANM_018426 NP_060896 Q5T3F8 TM63B_HUMANHelical; (Potential). 3GCCCGACAACGGCGCCTTCTT0.632

- 4 1165SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN LRR 2. 4TTGAGCACACGCAGGCGGCTG0.607 rs146631063

+ 2 618 NM_014936 NP_055751 Q9Y6X5 ENPP4_HUMANExtracellular (Potential). 4GTACCTATTTGGGTGACCAAT0.423

- 5 845ELOVL5_uc003pbr.1_Missense_Mutation_p.R133C|ELOVL5_uc011dwx.1_Missense_Mutation_p.R160C|ELOVL5_uc003pbs.1_Missense_Mutation_p.R133CNM_021814 NP_068586 Q9NYP7 ELOV5_HUMAN 0TTGTTCTTGCGCAGGATGAAG0.488

+ 5 1320BAI3_uc010kak.2_Missense_Mutation_p.E291GNM_001704 NP_001695 O60242 BAI3_HUMANTSP type-1 1.|Extracellular (Potential). 50CACGCAGGTGAATCTGGTGTG0.423

- 6 856COL9A1_uc003pff.3_5'FlankNM_001851 NP_001842 P20849 CO9A1_HUMAN 4GAAGTTCAAACTGGAGAAAGG0.463

+ 10 1355PPIL6_uc003ptg.3_5'Flank|PPIL6_uc010kdo.2_5'Flank|PPIL6_uc010kdp.2_5'Flank|PPIL6_uc003pth.1_5'FlankNM_003080 NP_003071 O60906 NSMA_HUMAN 0GGCTCAGGCTCGCTGGTGGGC0.647

- 3 556C6orf186_uc003pub.2_IntronNM_001123364 NP_001116836 Q5JXM2 CF186_HUMAN 0TGTACTCACCCTAAGGAGTAG0.438

- 19 2764LAMA4_uc003pvv.2_Nonsense_Mutation_p.R812*|LAMA4_uc003pvt.2_Nonsense_Mutation_p.R812*NM_001105206 NP_001098676 Q16363 LAMA4_HUMANDomain II and I. 9ATGAGCTCTCGGATCCTCTGG0.502 rs148409597

+ 3 577 NM_001029858 NP_001025029 Q5T1Q4 S35F1_HUMAN 1GGCAATTTTACGACGAAGATG0.378

+ 3 644RNF146_uc003qat.2_Missense_Mutation_p.R161H|RNF146_uc003qau.2_Missense_Mutation_p.R161H|RNF146_uc003qaw.2_Missense_Mutation_p.R161HNM_030963 NP_112225 Q9NTX7 RN146_HUMAN WWE. 1GAACATGGACGTCGCAGGAAG0.388

+ 20 2346EYA4_uc011ecq.1_Missense_Mutation_p.L576F|EYA4_uc011ecr.1_Intron|EYA4_uc003qed.3_Missense_Mutation_p.L630F|EYA4_uc003qee.3_Missense_Mutation_p.L607F|EYA4_uc011ecs.1_Missense_Mutation_p.L636F|uc003qeg.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN 2CCTCCTGGCTCTCCACCAAGC0.328

- 7 1665IL20RA_uc011edl.1_Missense_Mutation_p.C362S|IL20RA_uc003qhk.2_Missense_Mutation_p.C300S|IL20RA_uc003qhi.2_Missense_Mutation_p.C143SNM_014432 NP_055247 Q9UHF4 I20RA_HUMANCytoplasmic (Potential). 4AGGCCCCGCACAAATGTCAGT0.512

- 1 75PEX3_uc011edx.1_5'Flank|PEX3_uc003qjl.2_5'FlankNM_182503 NP_872309 Q7Z6V5 ADAT2_HUMAN 0GCCGCTTGCAGCTGGCTTGGG0.697

- 9 2297SHPRH_uc003qld.2_Missense_Mutation_p.A633V|SHPRH_uc003qle.2_Missense_Mutation_p.A633V|SHPRH_uc003qlg.1_Missense_Mutation_p.A189V|SHPRH_uc003qlj.1_Missense_Mutation_p.A522VNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3TAGAGATTCAGCACAGTCCTC0.403

+ 7 755RBM16_uc011efj.1_Missense_Mutation_p.P241S|RBM16_uc011efk.1_Missense_Mutation_p.P220S|RBM16_uc003qpz.2_Missense_Mutation_p.P175S|RBM16_uc010kji.2_Missense_Mutation_p.P196SNM_014892 NP_055707 Q9UPN6 SCAF8_HUMAN 0CCAAGGCTTACCTGATCCGTG0.448

- 1 561RSPH3_uc010kju.2_Missense_Mutation_p.A124V|RSPH3_uc003qry.1_Missense_Mutation_p.A124VNM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2GCAGGTGGGCGCTAAGGTGTT0.652

+ 17 3672MAP3K4_uc010kkc.1_Missense_Mutation_p.R1173Q|MAP3K4_uc003qto.2_Intron|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_Missense_Mutation_p.R630Q|MAP3K4_uc003qtp.2_Intron|MAP3K4_uc003qtq.2_5'FlankNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9CTTAGCACTCGGAGCATGCCT0.408

+ 2 142SMOC2_uc003qwr.1_Missense_Mutation_p.S41NNM_022138 NP_071421 Q9H3U7 SMOC2_HUMAN Kazal-like. 1AAGGATTGTAGCTTGGACTGT0.448

+ 7 1069CYP2W1_uc003sjr.1_Missense_Mutation_p.H352QNM_017781 NP_060251 Q8TAV3 CP2W1_HUMAN 0CCGTGCTCCACGAGGTGCAGC0.726

+ 11 1307TTYH3_uc010ksn.2_Missense_Mutation_p.V94M|TTYH3_uc003smq.2_Missense_Mutation_p.V203MNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANExtracellular (Potential). 0TCAGGACTACGTGCAAGCGCT0.642

+ 13 1647TTYH3_uc010ksn.2_Missense_Mutation_p.E207G|TTYH3_uc003smq.2_Missense_Mutation_p.E316GNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANCytoplasmic (Potential). 0CCCCGCTGTGAGAACACCCCA0.652

- 24 3634 NM_032415 NP_115791 Q9BXL7 CAR11_HUMANGuanylate kinase-like. 50CTCACACACCCGGATGAAGAG0.592

- 27 8433 NM_001080495 NP_001073964 O15417 TNC18_HUMAN 0CGCCGCCTGCGCGGAAGGGCC0.637

- 3 1329FBXL18_uc003son.3_Missense_Mutation_p.L412PNM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 7. 3CAGGTGACGCAGCCGGGCCAG0.572

+ 5 709USP42_uc011jwn.1_Missense_Mutation_p.E41Q|USP42_uc010kth.1_Missense_Mutation_p.E129Q|USP42_uc011jwp.1_Missense_Mutation_p.E196Q|USP42_uc011jwq.1_5'UTR|USP42_uc011jwr.1_Missense_Mutation_p.E41QNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5TGGAAACCAAGAAGATGCCCA0.413

- 2 830 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0AGCTTCAACACCACTGCAGGA0.612

- 10 1088DGKB_uc011jxt.1_Missense_Mutation_p.S294P|DGKB_uc003sta.2_Missense_Mutation_p.S301P|DGKB_uc011jxu.1_Missense_Mutation_p.S301PNM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12TTCCTTTTGGACTTCACATAG0.448

+ 7 1397 AHR_uc003stt.3_RNA NM_001621 NP_001612 P35869 AHR_HUMAN 3ACTTCCACCTCAGTTGGCTTT0.373

- 11 1402FAM126A_uc003svn.3_3'UTRNM_032581 NP_115970 Q9BYI3 HYCCI_HUMAN 1CCTCCTGACCGTCTGTGGTTC0.438

+ 12 1671MPP6_uc003swy.2_Missense_Mutation_p.A458T|MPP6_uc010kur.2_Missense_Mutation_p.A126TNM_016447 NP_057531 Q9NZW5 MPP6_HUMANGuanylate kinase-like. 0ATTTATTGCGGCTCCGGAGCT0.423

- 8 1083POLM_uc003tjw.1_Intron|POLM_uc003tju.2_Intron|POLM_uc003tjx.2_Intron|POLM_uc003tjv.2_RNA|POLM_uc011kbt.1_Translation_Start_SiteNM_013284 NP_037416 Q9NP87 DPOLM_HUMANInvolved in ssDNA binding (By similarity). 3AGGAAGTCCACGTCATGGCCC0.652

+ 1 1334 NR_003595 0GAAAAGGCGAAGACAATCAAA0.458

+ 4 647ZNF713_uc003tra.1_Missense_Mutation_p.I216M|MRPS17_uc003trb.2_IntronNM_182633 NP_872439 Q8N859 ZN713_HUMAN 2GAAACAGCATCAAACATAATT0.343

+ 4 365_366GBAS_uc003trf.1_Missense_Mutation_p.A104VNM_001483 NP_001474 O75323 NIPS2_HUMAN 1CGTGGTATGGCGAGCAGGACCA0.406

+ 4 1013 NM_001159279 NP_001152751 2ATGTGAAGAATGTGGCAAAGC0.423

+ 4 995 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0GAATGTGGCAAAGCCTTTAAC0.428

- 4 640RFC2_uc011kfa.1_Intron|ABHD11_uc011kfb.1_Intron|ABHD11_uc003tzc.2_Missense_Mutation_p.R188C|ABHD11_uc003tza.2_Missense_Mutation_p.R82CNM_148912 NP_683710 Q8NFV4 ABHDB_HUMAN 0GCACGGGAGCGGGGCAGCTCA0.552

- 2 656POM121C_uc003udk.3_5'UTR|POM121C_uc003udl.1_RNA A8CG34 P121C_HUMANRequired for targeting to the nucleus and nuclear pore complex.|Pore side (Potential).0AAGTACCCCCGGACAGGAATA0.527

- 1 POM121C_uc003udk.3_Intron A8CG34 P121C_HUMAN 0AGAAATCACCTGCATAAGAAC0.458



- 2 879CCDC146_uc003ufz.1_Intron|CCDC146_uc003uga.2_IntronNM_006682 NP_006673 Q14314 FGL2_HUMANFibrinogen C-terminal. 2CCAAAATTCCCTTCTGAGGTT0.458

- 17 2258SEMA3D_uc010led.2_Missense_Mutation_p.R740W|SEMA3D_uc003uib.2_Missense_Mutation_p.R379WNM_152754 NP_689967 O95025 SEM3D_HUMANArg/Lys-rich (basic). 5CTCTGTCTCCGCTTCTCCCTG0.507

- 2 444MTERF_uc010let.1_Intron|MTERF_uc003ulc.1_Missense_Mutation_p.R134C|MTERF_uc011khm.1_Missense_Mutation_p.R114C|MTERF_uc010leu.1_Missense_Mutation_p.R114CNM_006980 NP_008911 Q99551 MTERF_HUMAN 0TCGGGAGTACGTGTTATTGCT0.413

+ 46 11474AKAP9_uc003ulf.2_Missense_Mutation_p.T3742M|AKAP9_uc003uli.2_Missense_Mutation_p.T3373M|AKAP9_uc003ulj.2_Missense_Mutation_p.T1520M|AKAP9_uc003ull.2_Missense_Mutation_p.T646MNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26CCAGCTTTCACGGATCTAGAG0.532

+ 8 780TRRAP_uc011kis.1_Missense_Mutation_p.G191C|TRRAP_uc003upr.2_5'FlankNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37AGAAATGGTTGGTATGATAAC0.448

+ 4 465 TAF6_uc011kji.1_5'FlankNM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0CAGACCATGGCAACACTGAAA0.542

+ 1 553ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_IntronNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN Gly-rich. 1GGGGGCGGGGGCAAGAGGAGA0.672

+ 1 926ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_5'UTRNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1AGCACCACCAGCAGCAGCAGG0.647

- 7 973LRCH4_uc010lgz.2_RNA|LRCH4_uc003uvi.2_RNA|LRCH4_uc011kjw.1_5'UTR|LRCH4_uc011kjx.1_RNANM_002319 NP_002310 O75427 LRCH4_HUMAN 2CTTGCTGCCACTATCAACGCT0.602

+ 36 6688ZAN_uc003uwk.2_Missense_Mutation_p.G2175S|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kke.1_IntronNM_003386 NP_003377 Q9Y493 ZAN_HUMANExtracellular (Potential). 11TGAGTTCGGAGGTCTCTACCA0.662

+ 45 8224ZAN_uc003uwk.2_Intron|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kke.1_Nonsense_Mutation_p.E635*NM_003386 NP_003377 Q9Y493 ZAN_HUMANVWFC 5.|Extracellular (Potential). 11CCTGCTGTGTGAGCCCTTCAG0.632

- 2 1550UFSP1_uc003uxc.3_5'Flank|ACHE_uc003uxe.2_Missense_Mutation_p.A465V|ACHE_uc003uxf.2_Missense_Mutation_p.A465V|ACHE_uc003uxg.2_Missense_Mutation_p.A465V|ACHE_uc003uxh.2_Missense_Mutation_p.A377V|ACHE_uc003uxi.2_Missense_Mutation_p.A465VNM_000665 NP_000656 P22303 ACES_HUMAN 2GAGCGTGGAAGCACGGTGTTC0.652

+ 3 6600MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|34.27CACCCTTTCAACAACTCCTGT0.483 rs147644870

+ 3 6777MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|35.|59 X approximate tandem repeats.|Ser-rich.27CACCCTTTCAGCAACTCCTGT0.498

- 4 960C7orf52_uc003uxz.1_Missense_Mutation_p.T241ANM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1TGGATGATGGTCCCGCCTGGA0.726

- 1 1261CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_IntronNM_139175 NP_631914 Q8WVZ7 RN133_HUMAN 1GGTTCCTGCAGGAGAAACTTC0.403

- 12 1454RBM28_uc003vmo.2_Splice_Site_p.L64_splice|RBM28_uc011koj.1_Splice_Site_p.L306_spliceNM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2TCCCTACTCACAGCCTTCTCG0.498

+ 5 572CPA1_uc011kpf.1_Missense_Mutation_p.S79N|CPA1_uc003vpw.2_IntronNM_001868 NP_001859 P15085 CBPA1_HUMAN 1ACGGGGGGCAGTAAGCGTCCA0.622

- 2 1182PLXNA4_uc003vrc.2_Missense_Mutation_p.A318V|PLXNA4_uc003vrb.2_Missense_Mutation_p.A318VNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANExtracellular (Potential).|Sema. 1CACGGCCCCCGCTTTGGACAG0.582

- 3 405AKR1B1_uc003vrq.1_RNANM_001628 NP_001619 P15121 ALDR_HUMAN 3GTCGGCCAGTGAATAAGGTAG0.552

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 33 4064 NM_004668 NP_004659 O43451 MGA_HUMANGlucoamylase.|Lumenal (Potential). 2GGCGTGGAGGATGACGTCTTC0.493

+ 15 2948EPHB6_uc011ksu.1_Missense_Mutation_p.A721T|EPHB6_uc003wbs.2_Missense_Mutation_p.A429T|EPHB6_uc003wbt.2_Missense_Mutation_p.A195T|EPHB6_uc003wbu.2_Missense_Mutation_p.A429T|EPHB6_uc003wbv.2_Missense_Mutation_p.A105TNM_004445 NP_004436 O15197 EPHB6_HUMANCytoplasmic (Potential).|Protein kinase. 19GGGCCGGGCCGCAGTGCTGGG0.687

+ 6 803CASP2_uc003wcp.2_3'UTR|CASP2_uc011kta.1_Missense_Mutation_p.R103H|CASP2_uc003wcq.2_RNANM_032982 NP_116764 P42575 CASP2_HUMAN 3CTGGAATTTCGCTCTGGAGGG0.527

+ 1 355 NM_001001659 NP_001001659 Q96R47 O2A14_HUMANHelical; Name=3; (Potential). 0GGTGATGTCCTATGATCGCTA0.483

- 4 1101ZNF786_uc011kuk.1_Missense_Mutation_p.G285R|ZNF786_uc003wfi.2_Missense_Mutation_p.G236RNM_152411 NP_689624 Q8N393 ZN786_HUMAN 4GAGGCCGGCCCCTCCCGGCTG0.716

+ 5 860KRBA1_uc010lpj.2_RNA|KRBA1_uc003wga.2_RNA|KRBA1_uc003wgb.2_5'FlankNM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2AGTCCTCTCCCCATCAGTGAG0.612

+ 43 6245 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0CTGCATGCATCGTCCCAGCAG0.672

+ 53 7674 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 5. 0CTGGGGCATGGGCCATGTGGG0.662

+ 4 773REPIN1_uc003whd.2_Missense_Mutation_p.R84P|REPIN1_uc010lpr.1_Missense_Mutation_p.R152P|REPIN1_uc003whc.2_Missense_Mutation_p.R95P|REPIN1_uc003whe.2_Missense_Mutation_p.R95PNM_013400 NP_037532 Q9BWE0 REPI1_HUMAN C2H2-type 2. 1CGTCGCTTTCGCCATGCCCCC0.677

- 11 1411ABCF2_uc003wjo.1_Missense_Mutation_p.A434TNM_007189 NP_009120 Q9UG63 ABCF2_HUMANABC transporter 2.|ATP 2 (By similarity). 1GACTTCCCTGCTCCATTGGGC0.507

+ 1 314uc011kvt.1_Missense_Mutation_p.T52M|uc003wlt.2_Missense_Mutation_p.T52MNM_024012 NP_076917 P47898 5HT5A_HUMANHelical; Name=2; (By similarity). 3ATCCATGGCCGTCTCGGATGT0.687

+ 5 763RBM33_uc003wme.2_Missense_Mutation_p.S132CNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Glu-rich. 1TATCACAAATCTGATGGATCA0.408

+ 15 3442RBM33_uc011kvv.1_Missense_Mutation_p.T835M|RBM33_uc003wmg.2_Translation_Start_SiteNM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1CGCAAGGTGACGCTGACCAGG0.657

- 49 7853CSMD1_uc011kwj.1_Missense_Mutation_p.T1817M|CSMD1_uc010lrg.2_Missense_Mutation_p.T556MNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 14.|Extracellular (Potential). 25GCAGAGTGGCGTGAGGGAGTC0.463

- 2 581 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8TCCTGTGGCCGGCCTGGTCCA0.637

- 2 1386EGR3_uc011kzn.1_Missense_Mutation_p.A305V|EGR3_uc011kzo.1_Missense_Mutation_p.A289VNM_004430 NP_004421 Q06889 EGR3_HUMAN C2H2-type 3. 0GTCGCTGCGCGCAAACTTGCG0.647

+ 5 752TNFRSF10C_uc011kzr.1_RNANM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 2. 0GAGACAATGAACACCAGCCCG0.602 rs61736405

+ 2 180ADAM7_uc003xea.1_Nonsense_Mutation_p.G23*NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5GTTCATCCTTGGAGTAGAGGG0.403

+ 26 2799PTK2B_uc003xfo.1_Missense_Mutation_p.Y664C|PTK2B_uc003xfp.1_Missense_Mutation_p.Y664C|PTK2B_uc003xfq.1_Missense_Mutation_p.Y664C|PTK2B_uc003xfr.1_Missense_Mutation_p.Y410CNM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5TGCTGGGACTACGACCCCAGT0.647

+ 6 599PLEKHA2_uc011lce.1_Missense_Mutation_p.L72PNM_021623 NP_067636 Q9HB19 PKHA2_HUMAN 0GGTGGGGGCCTACCCATGACC0.562

- 3 294PLAT_uc010lxf.1_Nonsense_Mutation_p.R29*|PLAT_uc010lxg.1_Nonsense_Mutation_p.R29*|PLAT_uc003xot.2_Nonsense_Mutation_p.R29*|PLAT_uc011lcm.1_Nonsense_Mutation_p.R29*|PLAT_uc011lcn.1_Nonsense_Mutation_p.R29*NM_000930 NP_000921 P00750 TPA_HUMAN 2CTTCTGAATCGGGCATGGATT0.582

- 85 12013PRKDC_uc003xqj.2_Missense_Mutation_p.H3955Y|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34CGGAGTGCGTGTACCATGATG0.498

+ 13 1116SNTG1_uc003xqs.1_Missense_Mutation_p.A249P|SNTG1_uc010lxz.1_Missense_Mutation_p.A249P|SNTG1_uc011ldl.1_RNANM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5GTGCCTCTCTGCTGAAGACTG0.433

- 17 3153PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2ACCTTAGGCAGCCAGTGGCTG0.592

+ 3 617 TGS1_uc010lyh.2_5'UTRNM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3TCACATGACAGCAAAGGCATA0.423

+ 3 2005 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7TGAGAAGGCCGGAGAGTCCGC0.527



+ 10 8022ZFHX4_uc003yau.1_Missense_Mutation_p.C2590W|ZFHX4_uc003yaw.1_Missense_Mutation_p.C2545WNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15ATAATAATTGCAGTGAAAAAG0.473

+ 10 8675ZFHX4_uc003yau.1_Missense_Mutation_p.T2808M|ZFHX4_uc003yaw.1_Missense_Mutation_p.T2763MNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15TCGATTAATACGGCAATCAGT0.473

+ 7 1051 CA13_uc003ydf.1_IntronNM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0AGCGGAGGGTGAAGCAGCAGC0.463

+ 11 1496SLC26A7_uc003yey.2_Splice_Site|SLC26A7_uc003yez.2_Splice_Site_p.M406_splice|SLC26A7_uc003yfa.2_Splice_Site_p.M406_spliceNM_052832 NP_439897 Q8TE54 S26A7_HUMAN 2CTGCCCATGGTACGGTAGTGC0.343

+ 6 829INTS8_uc003yha.1_Missense_Mutation_p.E235Q|INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_Missense_Mutation_p.E62QNM_017864 NP_060334 Q75QN2 INT8_HUMAN 0TGGAGAAACTGAGAGTTCTAC0.373

+ 2 1161 NM_020697 NP_065748 Q9ULS6 KCNS2_HUMANHelical; Name=Segment S3; (Potential). 1CATCGTCCCCTTTTACATCAC0.537

- 15 2581CSMD3_uc003yns.2_Nonsense_Mutation_p.R80*|CSMD3_uc003ynt.2_Nonsense_Mutation_p.R768*|CSMD3_uc011lhx.1_Nonsense_Mutation_p.R704*NM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 4. 63AATTCCAATCGCAGTATGTGA0.408

+ 16 1533FAM91A1_uc011lik.1_Missense_Mutation_p.S491N|FAM91A1_uc011lil.1_Missense_Mutation_p.S249NNM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2GCAACTTGCAGCAGAGTTCTA0.473

+ 1 497 uc003yrb.2_5'Flank NM_007218 NP_009149 Q8WU17 RN139_HUMANHelical; (Potential). 1GTTCTGCATCGTGCTCCAGAT0.647

+ 3 835MYC_uc003ysi.2_Missense_Mutation_p.G123RNM_002467 NP_002458 P01106 MYC_HUMAN 6GCTGCTGGGAGGAGACATGGT0.607

- 3 931 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANPoly-Ala.|VWFA. 13GCTGCCGCCGCGGCGTCCAGC0.721

- 9 1518TRAPPC9_uc003yvh.2_Missense_Mutation_p.R560C|TRAPPC9_uc003yvi.1_Missense_Mutation_p.R453CNM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2TGGAGCAAACGCATCTGGACC0.522

- 2 286TRAPPC9_uc003yvh.2_Missense_Mutation_p.R149P|TRAPPC9_uc003yvi.1_Missense_Mutation_p.R51PNM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2GTAGAGGACTCGCTGGGAGTC0.572

- 8 1368PLEC_uc003zab.1_Missense_Mutation_p.P263S|PLEC_uc003zac.1_Missense_Mutation_p.P267S|PLEC_uc003zad.2_Missense_Mutation_p.P263S|PLEC_uc003zae.1_Missense_Mutation_p.P231S|PLEC_uc003zag.1_Missense_Mutation_p.P241S|PLEC_uc003zah.2_Missense_Mutation_p.P249S|PLEC_uc003zaj.2_Missense_Mutation_p.P290SNM_201380 NP_958782 Q15149 PLEC_HUMANGlobular 1.|Actin-binding. 9GGCACGCGGGGCATGGCGTCA0.687

+ 3 621FBXL6_uc003zbz.2_5'Flank|FBXL6_uc003zca.2_5'Flank|FBXL6_uc003zcb.2_5'Flank|FBXL6_uc010mfx.2_5'Flank|GPR172A_uc003zcd.1_Missense_Mutation_p.A155D|GPR172A_uc003zce.1_Missense_Mutation_p.A155D|GPR172A_uc010mfy.1_Missense_Mutation_p.A155D|GPR172A_uc003zcf.1_Missense_Mutation_p.A155D|GPR172A_uc011llc.1_Missense_Mutation_p.A67DNM_024531 NP_078807 Q9HAB3 RFT3_HUMANHelical; (Potential). 0GGCCTGAGTGCCCTGCTGCCC0.652

- 19 2978 uc011llh.1_5'Flank NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0GTCCTGTGGGGCCAGCAGGGC0.706

- 6 1723ZNF34_uc010mgb.2_Missense_Mutation_p.R438W|ZNF34_uc003zdx.3_Missense_Mutation_p.R520WNM_030580 NP_085057 Q8IZ26 ZNF34_HUMANC2H2-type 12. 0GAACTGTGCCGGAAGGCCTTC0.582

- 4 608ZNF16_uc003zeu.2_Missense_Mutation_p.M141VNM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5AGGAGCCCCATGGCAGCTGGT0.552

+ 1 203DMRT1_uc003zgu.1_Missense_Mutation_p.H18QNM_021951 NP_068770 Q9Y5R6 DMRT1_HUMAN 1AAGCCCCTCACGCCCCCGGGG0.711

+ 2 598 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0CTGTGGGTCCGCAAATTGCCC0.597

+ 4 422DNAI1_uc011lom.1_Missense_Mutation_p.A77TNM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0CAACCCACACGCACCCCAGAA0.498

+ 2 185KIAA1045_uc003zvr.2_Missense_Mutation_p.V3MNM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1AGCCATGGGGGTGTTGATGTC0.552

- 5 1333PIGO_uc003zwc.1_Missense_Mutation_p.E313Q|PIGO_uc003zwe.2_Missense_Mutation_p.E313Q|PIGO_uc003zwf.2_Missense_Mutation_p.E313Q|PIGO_uc003zwg.1_5'UTRNM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3GGCCTCACCTCTGGTGGGGTG0.527

+ 13 1587UNC13B_uc003zwr.2_Nonsense_Mutation_p.S432*NM_006377 NP_006368 O14795 UN13B_HUMAN 5CCCTGACAGTCACTGGTCCAG0.522

+ 18 2490UNC13B_uc003zwr.2_Missense_Mutation_p.E733GNM_006377 NP_006368 O14795 UN13B_HUMAN 5ATCAAGGGGGAGGAGAAAGTA0.527

- 56 7726 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN 13TGCCAGCAGCCTGGGCAGAGA0.517

- 3 418CLTA_uc003zzf.1_Intron|GNE_uc010mlg.2_Missense_Mutation_p.I68T|GNE_uc011lpl.1_Missense_Mutation_p.I9T|GNE_uc010mli.2_Missense_Mutation_p.I99T|GNE_uc010mlj.2_Missense_Mutation_p.I63TNM_005476 NP_005467 Q9Y223 GLCNE_HUMANUDP-N-acetylglucosamine 2-epimerase. 0CCTGGTGTTAATGTCAAAGTC0.443

+ 4 518RORB_uc004ajh.2_Missense_Mutation_p.V146INM_006914 NP_008845 Q92753 RORB_HUMANHinge (Potential). 4CAACGGGCACGTCATTGACCT0.542

+ 6 1218TLE4_uc004alc.2_Splice_Site_p.G130_splice|TLE4_uc010mpr.2_Splice_Site_p.G9_splice|TLE4_uc004ale.2_Splice_Site|TLE4_uc011lsq.1_Intron|TLE4_uc010mps.2_Splice_Site_p.G123_splice|TLE4_uc004alf.2_Splice_Site_p.G68_spliceNM_007005 NP_008936 O60756 BCE1_HUMAN 5CATCATTGGGGTACGTGGCCT0.468

- 12 1990ZCCHC6_uc011ltf.1_RNA|ZCCHC6_uc004aor.2_RNA|ZCCHC6_uc004aos.2_RNA|ZCCHC6_uc004aot.2_Missense_Mutation_p.R469H|ZCCHC6_uc004aou.2_Missense_Mutation_p.R592HNM_024617 NP_078893 Q5VYS8 TUT7_HUMANPAP-associated 1. 2AATGGCAATGCGCTTTTTGGG0.368

- 4 991CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_Missense_Mutation_p.P287L|ECM2_uc011lty.1_Missense_Mutation_p.P309L|ECM2_uc004asg.2_Missense_Mutation_p.P287LNM_001393 NP_001384 O94769 ECM2_HUMAN LRRNT. 2GCCTCTGGGAGGAGCAGGAAG0.458

+ 3 698HABP4_uc010msh.2_IntronNM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1ACCGTTGAGAGGACGTGGAGG0.488

+ 3 1172NR4A3_uc004bae.2_Missense_Mutation_p.F148S|NR4A3_uc004bag.1_Missense_Mutation_p.F148S|NR4A3_uc004bai.2_Missense_Mutation_p.F159SNM_006981 NP_008912 Q92570 NR4A3_HUMAN 173ACGCCGGCCTTCCCCCCGCAG0.721

+ 1 676 NM_006687 NP_006678 Q9Y615 ACL7A_HUMAN 0CGTGTCCTACGTGGTCCCCAT0.622

- 6 913KIAA0368_uc010muc.1_Missense_Mutation_p.Q127KNM_001080398 NP_001073867 0CTATCCTGCTGTGGCTGAGGC0.408

+ 2 764KIAA1958_uc011lwx.1_Missense_Mutation_p.D197YNM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1ATGCAGCAATGATGTCATCAT0.473

+ 4 657GSN_uc004bld.1_Missense_Mutation_p.R148H|GSN_uc010mvq.1_Missense_Mutation_p.R159H|GSN_uc010mvr.1_Missense_Mutation_p.R159H|GSN_uc010mvu.1_Missense_Mutation_p.R148H|GSN_uc010mvt.1_Missense_Mutation_p.R148H|GSN_uc010mvs.1_Missense_Mutation_p.R148H|GSN_uc004ble.1_Missense_Mutation_p.R148H|GSN_uc010mvv.1_Missense_Mutation_p.R148H|GSN_uc011lyh.1_Missense_Mutation_p.R165H|GSN_uc011lyi.1_Missense_Mutation_p.R148H|GSN_uc011lyj.1_Missense_Mutation_p.R172H|GSN_uc004blg.1_5'FlankNM_000177 NP_000168 P06396 GELS_HUMANGelsolin-like 2. 3CGTGTGGTCCGTGCCACCGAG0.592 rs150617780

- 19 1611DENND1A_uc011lzl.1_Missense_Mutation_p.A235T|DENND1A_uc004bny.1_Missense_Mutation_p.A199T|DENND1A_uc011lzm.1_Missense_Mutation_p.A428T|DENND1A_uc004boa.1_Missense_Mutation_p.A460T|DENND1A_uc004bob.1_Missense_Mutation_p.A430T|DENND1A_uc004boc.2_Missense_Mutation_p.A428T|DENND1A_uc010mwh.1_5'UTRNM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2GGGGTGGGGGCGCAGCCATTC0.622

- 4 766MAPKAP1_uc011lzv.1_Translation_Start_Site|MAPKAP1_uc004bpw.2_Translation_Start_Site|MAPKAP1_uc004bpx.2_Translation_Start_Site|MAPKAP1_uc004bpy.2_Missense_Mutation_p.R145C|MAPKAP1_uc004bpz.2_Missense_Mutation_p.R145C|MAPKAP1_uc010mxa.2_RNA|MAPKAP1_uc004bqa.2_Missense_Mutation_p.R145C|MAPKAP1_uc010mxc.1_Translation_Start_SiteNM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMANInteraction with MAP3K2. 4TGTTCTAGGCGTACAGATAAT0.393

- 5 630FAM129B_uc004bri.2_Missense_Mutation_p.T130M|FAM129B_uc004brj.3_Missense_Mutation_p.T143MNM_022833 NP_073744 Q96TA1 NIBL1_HUMAN PH. 0CGACTTTGCCGTGGTCCCTGT0.577

+ 6 843DNM1_uc010mxr.2_Missense_Mutation_p.L252F|DNM1_uc011mat.1_Missense_Mutation_p.L252FNM_004408 NP_004399 Q05193 DYN1_HUMAN 2CCGCCGCCTTGGCTGCTGAAC0.552

+ 1 179 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0CTGTACGGCCGCTGGCGCAAC0.677

+ 8 1528 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin EGF-like 4. 3CCAGCTGGCTGCAGCAGCTGT0.592

- 5 660MED27_uc004cbf.1_Intron|MED27_uc011mco.1_Missense_Mutation_p.I213KNM_004269 NP_004260 Q6P2C8 MED27_HUMAN 1TCCCTTTACTATTGTTCGATC0.443

- 5 715MED22_uc004cdd.2_3'UTRNM_133640 NP_598395 Q15528 MED22_HUMAN 1TCAGCAGAGTCTGTGTCGAGG0.642

- 3 1118NACC2_uc010nbh.2_5'UTRNM_144653 NP_653254 Q96BF6 NACC2_HUMAN 0GAGGCTGGCAGGTAGGGCCAC0.662

- 5 684 NM_181701 NP_859052 Q6ZRP7 QSOX2_HUMAN 1CTGTTGCTTTCAAAGACAATA0.527



+ 11 1254PMPCA_uc010nbl.2_Missense_Mutation_p.G317R|PMPCA_uc011mdz.1_Missense_Mutation_p.G286R|PMPCA_uc004chm.1_Missense_Mutation_p.G167R|PMPCA_uc004chn.1_Missense_Mutation_p.G14RNM_015160 NP_055975 Q10713 MPPA_HUMAN 0TTTAATGGGCGGAACCGTGGA0.552

+ 4 929PHPT1_uc011mei.1_Missense_Mutation_p.R121H|PHPT1_uc004cjq.3_Missense_Mutation_p.A103T|MAMDC4_uc004cjs.2_5'Flank|MAMDC4_uc011mej.1_5'FlankNM_014172 NP_054891 Q9NRX4 PHP14_HUMAN 0TGCCCAGCACGCCATTTCAAC0.617

- 22 2676C9orf167_uc011mew.1_Intron|EXD3_uc010ncf.1_Missense_Mutation_p.R465LNM_017820 NP_060290 Q8N9H8 MUT7_HUMAN 0GTAGAAGCACCGCAGCCCAGG0.682

+ 25 3569EHMT1_uc004coe.2_Missense_Mutation_p.D83NNM_024757 NP_079033 Q9H9B1 EHMT1_HUMANInteraction with histone H3.|SET. 3CTTTGATCTCGACAATAAGGT0.502

+ 29 4589CACNA1B_uc011mfd.1_Missense_Mutation_p.A1012T|CACNA1B_uc004coi.2_Missense_Mutation_p.A696TNM_000718 NP_000709 Q00975 CAC1B_HUMANHelical; Name=S1 of repeat IV; (Potential).|IV. 6GGCCATGATAGCCCTCAACAC0.562

- 7 1106PPP2R3B_uc011mha.1_Missense_Mutation_p.A141VNM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN 0GTTGATGTCCGCCTCCTCCTC0.637

- 8 1280ARSD_uc004cqz.1_IntronNM_001669 NP_001660 P51689 ARSD_HUMAN 0CCGGCCGGGAGCACCCCCGGC0.632

+ 2 133 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1AGGAGTGAGGCTTACCCAGCA0.502

- 3 503HDHD1A_uc011mhm.1_Missense_Mutation_p.D165E|HDHD1A_uc011mhn.1_Missense_Mutation_p.D99E|HDHD1A_uc010ndl.2_Intron|HDHD1A_uc011mho.1_Missense_Mutation_p.D142ENM_012080 NP_036212 Q08623 HDHD1_HUMAN 0GCACTTCGGGGTCATCTCCCA0.572

+ 6 926SCML1_uc004cyc.2_Missense_Mutation_p.A174T|SCML1_uc004cyd.2_Missense_Mutation_p.A80T|SCML1_uc004cye.2_Missense_Mutation_p.A80TNM_001037540 NP_001032629 Q9UN30 SCML1_HUMAN 3ATCTGATGGTGCAACGTATGG0.537

+ 12 1584CDKL5_uc004cyn.2_Missense_Mutation_p.R444HNM_003159 NP_003150 O76039 CDKL5_HUMAN 6CAGCAGAACCGCCACTCATTC0.463

- 17 2181MAP3K15_uc004czj.1_Missense_Mutation_p.R142CNM_001001671 NP_001001671 Q6ZN16 M3K15_HUMANProtein kinase. 7ACGATATTGCGGTGCTTAAGG0.453

- 1 1213 NM_153270 NP_695002 Q8N239 KLH34_HUMAN BACK. 1CAGGCCAAAGCGGACACGCTC0.677

+ 1 542 NM_019886 NP_063939 Q9NS84 CHST7_HUMANLumenal (Potential). 3ACTCTTTAACCAGCACCCGGA0.632

- 6 617ZNF182_uc004dis.2_Missense_Mutation_p.P72A|ZNF182_uc004dit.2_Missense_Mutation_p.P91A|ZNF182_uc011mlu.1_Missense_Mutation_p.P72ANM_006962 NP_008893 P17025 ZN182_HUMAN KRAB. 3TTCCAAAATGGGATTTTTCCT0.488

+ 14 1206HDAC6_uc004dks.1_Missense_Mutation_p.M371V|HDAC6_uc010nig.1_Missense_Mutation_p.M219V|HDAC6_uc004dkt.1_Missense_Mutation_p.M371V|HDAC6_uc011mmk.1_Missense_Mutation_p.M352V|HDAC6_uc004dkv.1_5'UTR|HDAC6_uc004dkw.1_5'UTRNM_006044 NP_006035 Q9UBN7 HDAC6_HUMANHistone deacetylase 1. 4CCACCTGCTCATGGGTCTGGC0.597

+ 1 804 NM_181532 NP_853510 Q7Z444 RASE_HUMAN 5GGCCAAAACACGGCAAGGCGT0.622

- 6 555TIMM17B_uc004dla.1_Missense_Mutation_p.Y186H|TIMM17B_uc004dlb.1_Missense_Mutation_p.Y156HNM_005834 NP_005825 O60830 TI17B_HUMAN 1TGGGCTGTGTAGCGAGTGAGG0.592

+ 7 893PQBP1_uc004dlf.2_Missense_Mutation_p.A235G|PQBP1_uc004dlg.2_Missense_Mutation_p.A235G|PQBP1_uc004dld.2_RNA|PQBP1_uc004dlh.2_Missense_Mutation_p.A235G|PQBP1_uc004dli.2_Missense_Mutation_p.A235G|PQBP1_uc004dlj.1_3'UTR|PQBP1_uc004dln.2_Missense_Mutation_p.A234G|PQBP1_uc010nih.2_RNA|PQBP1_uc010nii.2_Missense_Mutation_p.A193G|PQBP1_uc004dlk.2_Missense_Mutation_p.A140G|PQBP1_uc004dll.2_Missense_Mutation_p.A102G|PQBP1_uc004dlm.2_Missense_Mutation_p.A193G|PQBP1_uc010nij.2_Missense_Mutation_p.A135GNM_001032382 NP_001027554 O60828 PQBP1_HUMAN 1GACACCACAGCAGCTGGGCCC0.637

- 5 3101KCND1_uc004dlw.1_Missense_Mutation_p.G133CNM_004979 NP_004970 Q9NSA2 KCND1_HUMANCytoplasmic (Potential). 3CTGGTGCGGCCACCCGGCGAG0.657

- 25 2401 NM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3GTTCATCTCCCGAAGGTTCTC0.587

- 4 348PRAF2_uc011mmt.1_Intron|WDR45_uc004dmj.1_Missense_Mutation_p.R9H|WDR45_uc004dml.1_Missense_Mutation_p.R59H|WDR45_uc004dmm.1_Intron|WDR45_uc010nim.1_Missense_Mutation_p.R59H|WDR45_uc004dmn.1_5'UTR|WDR45_uc004dmo.1_Missense_Mutation_p.R81H|WDR45_uc004dmp.1_Missense_Mutation_p.R59H|WDR45_uc011mmu.1_Missense_Mutation_p.R59HNM_001029896 NP_001025067 Q9Y484 WIPI4_HUMAN 1AAGGTTGGAGCGGTGCAGCAT0.607

- 1 171 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2CTGCAGCTCCCTCCCTTCCAC0.627

+ 2 243NUDT10_uc004dpi.3_Missense_Mutation_p.T8INM_153183 NP_694853 Q8NFP7 NUD10_HUMAN 0CCCAACCAGACACGGACCTAC0.677

+ 13 1323 GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1CAATGCAGCGGGAAGATCAGC0.507

+ 1 2518 NM_007157 NP_009088 P98169 ZXDB_HUMAN 0TGACTTCTTTGGACAGGAGGG0.473

- 2 865 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112CTGACCCTCTCAGGCCCCTTG0.577

- 15 1564OPHN1_uc011mpg.1_Missense_Mutation_p.F424LNM_002547 NP_002538 O60890 OPHN1_HUMAN Rho-GAP. 2TTACCAAAAAAGGCATTCAGC0.388

+ 1 206MED12_uc011mpq.1_Missense_Mutation_p.A3T|MED12_uc004dyz.2_Missense_Mutation_p.A3T|MED12_uc004dza.2_5'FlankNM_005120 NP_005111 Q93074 MED12_HUMAN 4CAAGATGGCGGCCTTCGGGAT0.677

+ 8 1290BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3ATGATTCGGAAGCTCCCGACG0.552

+ 8 1292BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3GATTCGGAAGCTCCCGACGAC0.557

- 2 333BCYRN1_uc011mpt.1_Intron|CXCR3_uc011mpx.1_Missense_Mutation_p.D136HNM_001504 NP_001495 P49682 CXCR3_HUMANCytoplasmic (Potential). 3AGGAAGGTGTCGGTGCTGCTC0.672

- 1 1402SATL1_uc004een.2_Missense_Mutation_p.Q468KNM_001163541 NP_001157013 Q86VE3 SATL1_HUMAN Gln-rich. 2ATGCCTGTTTGGTTCTTACTT0.572

+ 6 1243DACH2_uc004eex.2_Missense_Mutation_p.P345Q|DACH2_uc010nmq.2_Missense_Mutation_p.P224Q|DACH2_uc011mra.1_Missense_Mutation_p.P191Q|DACH2_uc010nmr.2_Missense_Mutation_p.P139Q|DACH2_uc004eey.2_Missense_Mutation_p.P41Q|DACH2_uc004eez.2_Missense_Mutation_p.P41QNM_053281 NP_444511 Q96NX9 DACH2_HUMAN 5ATTCACAGTCCACTCTCCAGA0.403

- 8 2011GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANProtein kinase.|Cytoplasmic (Potential). 8CCAAAATCTCCAAGGGAGAAC0.373

- 1 1303 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5TTGAACCACAGATGTCCCATA0.468

- 10 1278ZNF280C_uc010nrf.1_Missense_Mutation_p.T375INM_017666 NP_060136 Q8ND82 Z280C_HUMAN C2H2-type 2. 3GGGAGTGTGTGTACTCTCAAT0.438

+ 4 344 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN RRM. 4AATTCTGGCCGTCGACAATTT0.443

- 5 854IGSF1_uc004ewe.3_Missense_Mutation_p.L195F|IGSF1_uc004ewf.2_Missense_Mutation_p.L186F|IGSF1_uc004ewg.2_Missense_Mutation_p.L206FNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANIg-like C2-type 2.|Extracellular (Potential). 5AGGGTGGGGAGCATCTGGATA0.542

- 2 1044 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1TTCGTCCTCCTGTGAAGATCC0.517

- 8 1581PDZD4_uc004fiy.1_Missense_Mutation_p.A369V|PDZD4_uc004fix.2_Missense_Mutation_p.A348V|PDZD4_uc004fja.1_Missense_Mutation_p.A450V|PDZD4_uc011mze.1_Missense_Mutation_p.A335VNM_032512 NP_115901 Q76G19 PDZD4_HUMAN 1CTCGCTGGCCGCCAGGTCGTA0.632

- 22 3754FLNA_uc011mzn.1_5'Flank|FLNA_uc010nuu.1_Missense_Mutation_p.G1169RNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 10. 6CGCTCCAGCCCGGGGCCTGAG0.642

- 17 2731FLNA_uc010nuu.1_Missense_Mutation_p.R828CNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 6. 6TTGTCATTGCGGATGATGTCG0.622

+ 9 764BRCC3_uc004fnb.2_Missense_Mutation_p.I199NNM_024332 NP_077308 P46736 BRCC3_HUMAN 6CATGTCACTATCGGGAAAGTG0.448

- 25 3879CHD5_uc001alz.1_Missense_Mutation_p.A117V|CHD5_uc001ama.1_RNA|CHD5_uc001amc.1_RNA|CHD5_uc009vlx.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12GGAGATGGCCGCATCGTCATA0.572

+ 15 2067PER3_uc009vmg.1_Missense_Mutation_p.G639D|PER3_uc009vmh.1_Missense_Mutation_p.G632D|PER3_uc001aop.2_Missense_Mutation_p.G639D|PER3_uc010nzw.1_Missense_Mutation_p.G320DNM_016831 NP_058515 P56645 PER3_HUMANCSNK1E binding domain (By similarity). 3AGCCAATGCGGTTACAGCAGC0.507

+ 17 2900PER3_uc009vmg.1_Missense_Mutation_p.A917T|PER3_uc009vmh.1_Missense_Mutation_p.A910T|PER3_uc001aop.2_Missense_Mutation_p.A917T|PER3_uc010nzw.1_Missense_Mutation_p.A598TNM_016831 NP_058515 P56645 PER3_HUMAN 3AAAGTGGGAGGCACAAAGCGA0.527



+ 7 1050SLC25A33_uc001apx.2_Missense_Mutation_p.R209PNM_032315 NP_115691 Q9BSK2 S2533_HUMAN Solcar 3. 0CAGACGGCGCGCCTGGTGTTC0.498

+ 2 256 RBP7_uc009vms.2_RNANM_052960 NP_443192 Q96R05 RET7_HUMAN 0TTTGTGAAATTTAAAGTTGGA0.333

+ 11 1266PLOD1_uc010obb.1_Missense_Mutation_p.S439NNM_000302 NP_000293 Q02809 PLOD1_HUMAN 3GAGCCCAACAGCCTGCGGCTG0.637

+ 17 2189VPS13D_uc001atw.2_Missense_Mutation_p.Q683RNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5CTGAAGATGCAGACCAAGGCA0.473

- 7 794CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0GGTGGTATTGGCTGTGCCCCG0.617

- 13 1599HP1BP3_uc001bdv.1_Nonsense_Mutation_p.Q449*|HP1BP3_uc010odh.1_Nonsense_Mutation_p.Q449*|HP1BP3_uc001bdy.1_Nonsense_Mutation_p.Q487*|HP1BP3_uc010odf.1_Nonsense_Mutation_p.Q146*|HP1BP3_uc010odg.1_Nonsense_Mutation_p.Q335*NM_016287 NP_057371 Q5SSJ5 HP1B3_HUMAN Lys-rich. 2TTCCCCCGCTGGGCAGCTGAG0.552

- 7 1532 NM_004091 NP_004082 Q14209 E2F2_HUMANTransactivation (Potential). 4CAGTAGCCTCCAAGGGGACCA0.652

- 1 77RHCE_uc001bkg.2_Translation_Start_Site|RHCE_uc001bkh.2_Translation_Start_Site|RHCE_uc001bki.2_Translation_Start_Site|RHCE_uc001bkj.2_IntronNM_020485 NP_065231 P18577 RHCE_HUMAN 0TCCTGTGTCCGTCTCTGTGCA0.592

+ 15 1641SEPN1_uc010oes.1_Missense_Mutation_p.L495PNM_020451 NP_065184 Q9NZV5 SELN_HUMAN 2ATGATCTGCCTGCCCAATGGC0.637

+ 2 257PDIK1L_uc001blj.3_Splice_Site|PDIK1L_uc009vsb.2_Splice_SiteNM_152835 NP_690048 Q8N165 PDK1L_HUMAN 0TGATTTTTCCAGAAACCTCGA0.418

- 6 1651AHDC1_uc009vsz.1_Missense_Mutation_p.E228Q|AHDC1_uc001boh.1_Missense_Mutation_p.E101QNM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Pro-rich. 1GGCTCAGGCTCTGGGGGCAGA0.647

- 33 4936BAI2_uc001btm.2_Missense_Mutation_p.S522G|BAI2_uc001btp.1_3'UTR|BAI2_uc010ogn.1_Missense_Mutation_p.S498G|BAI2_uc010ogo.1_Missense_Mutation_p.S1118G|BAI2_uc010ogp.1_Missense_Mutation_p.S1461G|BAI2_uc010ogq.1_Missense_Mutation_p.S1494G|BAI2_uc001bto.2_Missense_Mutation_p.S1527GNM_001703 NP_001694 O60241 BAI2_HUMANCytoplasmic (Potential). 13TCCCCAGGGCTGGGCTTATCC0.378

+ 10 1367 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1TGGTATTGTTGTCCACAATGA0.428

+ 4 738ADPRHL2_uc001bzu.2_Missense_Mutation_p.V75INM_017825 NP_060295 Q9NX46 ARHL2_HUMAN 1TGCCCAGTCCGTCTTGGATGC0.602

+ 6 1472ZC3H12A_uc001cbc.1_Missense_Mutation_p.G236ANM_025079 NP_079355 Q5D1E8 ZC12A_HUMAN 2TCGGGCATTGGCTCCCTGGAG0.657

+ 30 3809MACF1_uc001cda.1_Splice_Site_p.H1110_splice|MACF1_uc001cdc.1_Splice_Site_p.H289_splice|MACF1_uc009vvq.1_Splice_Site_p.H259_splice|MACF1_uc001cdb.1_Splice_Site_p.H289_spliceNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16TGTTTCCACAGCACTGGCTTA0.448

+ 61 17263MACF1_uc010ois.1_Missense_Mutation_p.R5203H|MACF1_uc001cde.1_Missense_Mutation_p.R80H|MACF1_uc001cdf.1_Missense_Mutation_p.R86H|MACF1_uc001cdg.2_5'UTR|MACF1_uc001cdh.2_5'UTRNM_033044 NP_149033 Q9UPN3 MACF1_HUMANC-terminal tail (By similarity).|GAR. 16CGGCTGGTCCGTATTCTGCGC0.438

- 14 2065FOXJ3_uc001chf.2_Splice_Site_p.G585_splice|FOXJ3_uc001chg.2_Splice_Site_p.G585_spliceNM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2CTCTCTCTTACCTGCCATCGT0.428

+ 5 1075 NM_173642 NP_775913 Q8IXN7 RIMKA_HUMAN 0AAAGATGGCTGTCCTCCCAGG0.532

+ 7 1289EBNA1BP2_uc001cio.2_Intron|WDR65_uc010ojz.1_Missense_Mutation_p.A379T|WDR65_uc001ciq.1_Missense_Mutation_p.A390TNM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 5. 1ATTGCACTCAGCACCCATCAC0.488

+ 10 1279 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0TTGGAGTGGGGCTCCCAGTCT0.557

+ 21 2930 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0GCCCTGCACCGCGCAGCTGCC0.562

+ 15 1518KIF2C_uc010olb.1_Missense_Mutation_p.S427Y|KIF2C_uc010olc.1_Missense_Mutation_p.S355Y|KIF2C_uc001cmh.3_Missense_Mutation_p.S414YNM_006845 NP_006836 Q99661 KIF2C_HUMANKinesin-motor. 1TCCAATTCCTCCCGCTCCCAC0.522

+ 5 765CYP4X1_uc001cqr.2_Missense_Mutation_p.S171N|CYP4X1_uc001cqs.2_Missense_Mutation_p.S107NNM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2AAGATTTGCAGCACTCAGGAC0.498

+ 5 570 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6GATGTCAGATGGTGAATTTCT0.308

+ 2 261FGGY_uc001czg.2_5'UTR|FGGY_uc001czh.2_RNA|FGGY_uc009wac.2_Missense_Mutation_p.V17I|FGGY_uc001czj.3_Missense_Mutation_p.V17I|FGGY_uc001czk.3_Intron|FGGY_uc001czl.3_Missense_Mutation_p.V17INM_018291 NP_060761 Q96C11 FGGY_HUMAN 1GGGTGTGGACGTTGGAACAGG0.502

- 1 93SFRS11_uc009wbi.2_5'Flank|SFRS11_uc009wbj.1_5'Flank|SFRS11_uc010oqo.1_5'Flank|SFRS11_uc001des.2_5'Flank|SFRS11_uc001det.2_5'FlankNM_017768 NP_060238 Q9H9A6 LRC40_HUMAN 1TTTGAAACCAGCGCGGAGATC0.597

+ 11 1972CLCA1_uc001dls.1_Missense_Mutation_p.R554CNM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1TGCAAATATTCGCCAAGGAGC0.493

+ 5 441ZNF326_uc009wda.1_Intron|ZNF326_uc001dnr.2_IntronNM_182976 NP_892021 Q5BKZ1 ZN326_HUMANMediates transcriptional activation (By similarity).|Gly-rich.1CCCGAACAAAGCCGCTTCGGA0.507

+ 4 536 P26439 3BHS2_HUMAN 2GGACGTGTCGGTCGTCATCCA0.512

+ 4 1599NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Missense_Mutation_p.I199T|HFE2_uc001enk.2_Missense_Mutation_p.I312T|HFE2_uc001enl.2_Missense_Mutation_p.I199TNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1TGGCTTTGCATTCAGTAAGGG0.463

+ 27 3191NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Splice_Site_p.N908_splice|ITGA10_uc009wiw.2_Splice_Site_p.N896_splice|ITGA10_uc010oyw.1_IntronNM_003637 NP_003628 O75578 ITA10_HUMAN 8CTCTTCTGTTAGAATGGGAGC0.522

- 3 3458 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16GGATCCTTGTCTTCGTCCAGT0.602

- 17 1909RAG1AP1_uc010pey.1_Intron|THBS3_uc009wqi.2_Missense_Mutation_p.G620V|THBS3_uc001fiz.2_Missense_Mutation_p.G592V|THBS3_uc001fiy.2_Missense_Mutation_p.G158V|THBS3_uc010pfu.1_Missense_Mutation_p.G509V|THBS3_uc010pfv.1_RNANM_007112 NP_009043 P49746 TSP3_HUMAN TSP type-3 6. 5ATGCCCATCCCCATCGCTAAT0.512

- 3 442FCRL5_uc009wsm.2_Missense_Mutation_p.P95H|FCRL5_uc010phv.1_Missense_Mutation_p.P95H|FCRL5_uc010phw.1_Intron|FCRL5_uc001fqv.1_Missense_Mutation_p.P95H|FCRL5_uc010phx.1_Translation_Start_SiteNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 1. 6CAAGTGCACAGGGCTACTGAG0.458

- 3 210 NM_005894 NP_005885 O43866 CD5L_HUMAN 1AGCCGCACTCCAGATGGAGAC0.597

+ 2 751 NM_004983 NP_004974 Q92806 IRK9_HUMANCytoplasmic (By similarity). 2CGCGCAGCCACGCTCGTCTTC0.652

+ 1 351 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1CAAGTCAGGGGTACAGGGGCA0.552

- 23 2777COPA_uc001fvv.3_Missense_Mutation_p.L804FNM_004371 NP_004362 P53621 COPA_HUMAN 2GGTGGCTGGAGCAGCTTGGCA0.433

- 4 582 F5_uc010plr.1_RNA NM_000130 NP_000121 P12259 FA5_HUMANF5/8 type A 1.|Plastocyanin-like 1. 6GGTGTATTCTCGGCCTGGAGC0.512 rs145625079

+ 27 7445BAT2L2_uc010pmh.1_Missense_Mutation_p.D1305E|BAT2L2_uc010pmi.1_Missense_Mutation_p.D230E|BAT2L2_uc010pmj.1_5'FlankNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN Gln-rich. 0TCTATATGGACACAAGTCATT0.408

+ 5 985KLHL20_uc010pmr.1_Missense_Mutation_p.G80D|KLHL20_uc009wwf.2_Missense_Mutation_p.G251DNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN BACK. 1TTCCTGGTCGGCACAGTAGGC0.373

+ 38 9718CEP350_uc009wxl.2_Missense_Mutation_p.G3111E|CEP350_uc001gnv.2_Missense_Mutation_p.G1247E|CEP350_uc001gnw.1_Missense_Mutation_p.G869E|CEP350_uc001gnx.1_Missense_Mutation_p.G869ENM_014810 NP_055625 Q5VT06 CE350_HUMAN 4GAAAAGCAGGGGAGAATGCTA0.463

- 6 995 NM_000069 NP_000060 Q13698 CAC1S_HUMANExtracellular (Potential).|I. 5CACTGCCATTGATGGTGCACC0.617

- 2 764 NM_002479 NP_002470 P15173 MYOG_HUMAN 2GCATTCGCTGGGCACCTGCAA0.607

+ 4 957SERTAD4_uc009xcw.2_Missense_Mutation_p.I260VNM_019605 NP_062551 Q9NUC0 SRTD4_HUMAN 2TGATGGCCAGATACCTGCCAA0.363

- 4 578TMEM206_uc010pte.1_Missense_Mutation_p.P198LNM_018252 NP_060722 Q9H813 TM206_HUMANExtracellular (Potential). 1GCTTGTCAGAGGAGGAATGAC0.542



- 2 2213ITPKB_uc001hqh.2_Missense_Mutation_p.R625CNM_002221 NP_002212 P27987 IP3KB_HUMAN 5TCCAGGGTGCGCTCAGGGTCA0.562 rs34777857

+ 4 821ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1GACGAATGTGGCAAAGTTTTT0.333 rs145397350

+ 26 7101OBSCN_uc001hsn.2_Missense_Mutation_p.A2353T|OBSCN_uc001hsp.1_Missense_Mutation_p.A52T|OBSCN_uc001hsq.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 23. 28TGATGTCCACGCAGAGGACGA0.607

- 14 2314 NM_005646 NP_005637 Q13395 TARB1_HUMAN 3GGGTTACCCCTTTTCCACCCA0.398

+ 5 538TBCE_uc010pxq.1_RNA|TBCE_uc001hxa.1_Missense_Mutation_p.V139I|TBCE_uc010pxr.1_Missense_Mutation_p.V139I|TBCE_uc001hxb.1_Missense_Mutation_p.V26INM_003193 NP_003184 Q15813 TBCE_HUMAN 0GAACTGTGCAGTAAGTTGTGC0.438

+ 13 6345 NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3CAGCACAGGCGTCCGCTGGGT0.602

+ 1 635OR2L13_uc001ids.2_IntronNM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMANHelical; Name=5; (Potential). 2CCCTTCATTGGTATTTCATGT0.498

+ 1 383 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANCytoplasmic (Potential). 3GCTGTCTGCCGGCCACTGCGC0.597

- 6 976SEPHS1_uc001imh.2_Missense_Mutation_p.Q130R|SEPHS1_uc010qbs.1_Missense_Mutation_p.Q158R|SEPHS1_uc001imi.2_Missense_Mutation_p.Q206R|SEPHS1_uc001imj.2_Missense_Mutation_p.Q206R|SEPHS1_uc010qbt.1_Missense_Mutation_p.Q139R|SEPHS1_uc009xje.2_Missense_Mutation_p.Q206RNM_012247 NP_036379 P49903 SPS1_HUMAN 1CACTGCCACCTGTGTCCCCAG0.522

- 22 2874FRMD4A_uc009xjf.1_Missense_Mutation_p.I841TNM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN 3GCCGCCCTCGATGTACAGCGG0.527

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765

+ 2 262ALOX5_uc009xmt.2_Missense_Mutation_p.D55N|ALOX5_uc010qfg.1_Missense_Mutation_p.D55NNM_000698 NP_000689 P09917 LOX5_HUMAN PLAT. 2GGATTCATACGACGTGACTGT0.448

- 6 1923PARG_uc001jih.2_Splice_Site_p.K554_splice|PARG_uc001jig.2_Splice_Site_p.K140_splice|PARG_uc010qgv.1_Intron|PARG_uc009xoi.2_Intron|PARG_uc010qgw.1_Splice_Site_p.K445_splice|PARG_uc009xoj.2_Splice_Site_p.K105_splice|PARG_uc010qgx.1_Splice_Site_p.K472_spliceNM_003631 NP_003622 Q86W56 PARG_HUMAN 2AAACAACATACCTTCAAGTTT0.433

+ 13 2023HK1_uc001jpg.3_Missense_Mutation_p.I629T|HK1_uc001jph.3_Missense_Mutation_p.I645T|HK1_uc001jpi.3_Missense_Mutation_p.I645T|HK1_uc001jpj.3_Missense_Mutation_p.I676T|HK1_uc001jpk.3_Missense_Mutation_p.I640T|HK1_uc009xqd.2_Missense_Mutation_p.I519TNM_000188 NP_000179 P19367 HXK1_HUMAN Catalytic. 1AGGGATGCGATAAAAAGGAGA0.368

+ 18 1564COL13A1_uc001jqj.1_Missense_Mutation_p.K343R|COL13A1_uc001jps.1_Missense_Mutation_p.K314R|COL13A1_uc001jpt.1_Missense_Mutation_p.K302R|COL13A1_uc001jpu.1_Missense_Mutation_p.K324R|COL13A1_uc001jpv.1_Missense_Mutation_p.K343R|COL13A1_uc001jpx.1_Missense_Mutation_p.K321R|COL13A1_uc001jpw.1_Missense_Mutation_p.K290R|COL13A1_uc001jpy.1_Missense_Mutation_p.K281R|COL13A1_uc001jpz.1_Missense_Mutation_p.K286R|COL13A1_uc001jqa.1_Missense_Mutation_p.K283R|COL13A1_uc001jqc.1_Missense_Mutation_p.K343R|COL13A1_uc001jqb.1_Missense_Mutation_p.K292R|COL13A1_uc001jql.2_Missense_Mutation_p.K343R|COL13A1_uc001jqd.1_Missense_Mutation_p.K331R|COL13A1_uc001jqe.1_Missense_Mutation_p.K326R|COL13A1_uc001jqf.1_Missense_Mutation_p.K324R|COL13A1_uc001jqg.1_Missense_Mutation_p.K321R|COL13A1_uc001jqh.1_Missense_Mutation_p.K343R|COL13A1_uc001jqi.1_Missense_Mutation_p.K343R|COL13A1_uc010qjf.1_Missense_Mutation_p.K133R|COL13A1_uc001jqk.1_Missense_Mutation_p.K181RNM_005203 NP_005194 Q5TAT6 CODA1_HUMANExtracellular (Potential).|Triple-helical region 2 (COL2).1GCTGGGATGAAGGTCAGTGGA0.597

+ 11 1730ADAMTS14_uc001jrg.2_Missense_Mutation_p.R580Q|ADAMTS14_uc001jri.1_Missense_Mutation_p.R100QNM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 1. 6TCCCGCAGCCGGAGCTGCAAC0.667

+ 21 2962SEC24C_uc001jux.2_Missense_Mutation_p.R928H|SEC24C_uc010qko.1_Missense_Mutation_p.R809H|SEC24C_uc010qkp.1_Missense_Mutation_p.R176H|SEC24C_uc010qkq.1_Missense_Mutation_p.R176H|FUT11_uc001juy.1_5'Flank|FUT11_uc001juz.1_5'Flank|FUT11_uc001jva.2_5'FlankNM_004922 NP_004913 P53992 SC24C_HUMAN 3ACTGATGACCGTGCCTATGTC0.498

+ 2 165RPS24_uc001jzo.2_Missense_Mutation_p.R8H|RPS24_uc010qlo.1_Missense_Mutation_p.R8H|RPS24_uc001jzp.2_Missense_Mutation_p.R8H|RPS24_uc001jzs.2_Missense_Mutation_p.R8H|RPS24_uc001jzt.2_RNANM_001026 NP_001017 P62847 RS24_HUMAN 1GTAACTATCCGCACTAGAAAG0.383

- 19 2370IDE_uc010qnp.1_Missense_Mutation_p.R210Q|IDE_uc001khz.2_Missense_Mutation_p.R210QNM_004969 NP_004960 P14735 IDE_HUMAN 3TTCTCTATACCGAACCAGCTG0.428

- 2 142EXOSC1_uc009xvp.1_RNA|ZDHHC16_uc001knp.2_5'Flank|ZDHHC16_uc001knk.2_5'Flank|ZDHHC16_uc001knl.2_5'Flank|ZDHHC16_uc001knm.2_5'Flank|ZDHHC16_uc001knn.2_5'Flank|ZDHHC16_uc010qow.1_5'Flank|ZDHHC16_uc009xvq.2_5'Flank|ZDHHC16_uc001kno.2_5'Flank|ZDHHC16_uc001knj.2_5'FlankNM_016046 NP_057130 Q9Y3B2 EXOS1_HUMAN 0CATCAGACAGCCGGCAAGCGA0.577

+ 2 67PNLIPRP1_uc001lcp.2_Splice_Site_p.G17_splice|PNLIPRP1_uc001lcn.2_Splice_Site_p.G17_splice|PNLIPRP1_uc009xys.1_Splice_SiteNM_006229 NP_006220 P54315 LIPR1_HUMAN 2GCAGCCAAAGGTAAGAAACAC0.498

+ 4 2654TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.P765L|TACC2_uc010qtv.1_Missense_Mutation_p.P765LNM_206862 NP_996744 O95359 TACC2_HUMAN 10CCCCGCGGGCCGGCGTGTGAT0.617

+ 14 1498PTPRE_uc009yat.2_Missense_Mutation_p.L418M|PTPRE_uc009yau.2_Missense_Mutation_p.L407M|PTPRE_uc001lkd.2_Missense_Mutation_p.L349M|PTPRE_uc010quq.1_Missense_Mutation_p.L308MNM_006504 NP_006495 P23469 PTPRE_HUMANCytoplasmic (Potential). 1CGTGTCCTCCCTGGAGAAGCA0.592

- 19 2149ADAM8_uc010quz.1_Missense_Mutation_p.V765F|ADAM8_uc009ybi.2_Missense_Mutation_p.C709FP78325 ADAM8_HUMAN 3CGGGTGTAGACAGGAACTGGG0.652

- 13 1897IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.G432S|CDHR5_uc009ycd.2_Missense_Mutation_p.G592S|CDHR5_uc001lql.2_Missense_Mutation_p.G598SNM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GTGCCCCCACCGGGTGTGGCT0.672 rs139590704

- 6 1257LRDD_uc009yck.1_RNA|LRDD_uc001lrk.1_Missense_Mutation_p.P372L|LRDD_uc001lrl.1_Missense_Mutation_p.P226L|LRDD_uc001lrm.1_Missense_Mutation_p.P59L|LRDD_uc001lrn.1_Missense_Mutation_p.P226L|LRDD_uc001lrp.1_5'UTRNM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 1. 0GGCGTCATGAGGACCCAGGGG0.706

+ 48 9956MUC5B_uc001ltb.2_Missense_Mutation_p.T2642KNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN7 X Cys-rich subdomain repeats.|11 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACAACCACCACACCCACAACC0.637

- 7 1607TRIM68_uc001lzg.1_Missense_Mutation_p.R234C|TRIM68_uc010qyj.1_RNANM_018073 NP_060543 Q6AZZ1 TRI68_HUMAN B30.2/SPRY. 1GGCAGGAGGCGCCCAGGGAAG0.522

- 8 1636FAM160A2_uc001mck.3_Missense_Mutation_p.L426P|FAM160A2_uc001mcm.2_Missense_Mutation_p.L426PNM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2ACATGGAACAAGATACCTGAG0.507

- 1 593 NM_003696 NP_003687 O95222 OR6A2_HUMANCytoplasmic (Potential). 5GAGGATAGCAGATGGCCATAT0.532

- 2 541 NM_020646 NP_065697 Q9NQ33 ASCL3_HUMAN 0GAAACTTTTCCAGGGTTATTC0.433

- 11 1923MRVI1_uc001miw.2_Missense_Mutation_p.R504C|MRVI1_uc010rcb.1_Missense_Mutation_p.R505C|MRVI1_uc009ygb.1_Missense_Mutation_p.R198C|MRVI1_uc001mix.2_Missense_Mutation_p.R198C|MRVI1_uc001miz.2_Missense_Mutation_p.R422C|MRVI1_uc009ygc.1_Missense_Mutation_p.R422C|MRVI1_uc010rcd.1_Missense_Mutation_p.R307C|MRVI1_uc009ygd.1_Missense_Mutation_p.R198C|MRVI1_uc010rce.1_RNANM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN p.R486C(1) 3CGCAGTTTGCGCAGCAGCACA0.498 rs116772600

- 7 1060MRVI1_uc001miw.2_Missense_Mutation_p.P216L|MRVI1_uc010rcb.1_Missense_Mutation_p.P216L|MRVI1_uc009ygb.1_5'UTR|MRVI1_uc001mix.2_5'UTR|MRVI1_uc001miz.2_Missense_Mutation_p.P134L|MRVI1_uc009ygc.1_Missense_Mutation_p.P134L|MRVI1_uc010rcd.1_Missense_Mutation_p.P225L|MRVI1_uc009ygd.1_Intron|MRVI1_uc010rce.1_RNANM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3AGGGGATGGCGGGCCACTGCA0.622

+ 11 1458 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN TPR 8. 2CTATGGAACAGCAACACGAAT0.458

- 18 3234LGR4_uc001mrk.3_Missense_Mutation_p.S893PNM_018490 NP_060960 Q9BXB1 LGR4_HUMANCytoplasmic (Potential). 1GAACTGTCTGAGACAAAGGAA0.512

+ 4 478NR1H3_uc009yll.1_Missense_Mutation_p.K92R|NR1H3_uc010rhk.1_Missense_Mutation_p.K92R|NR1H3_uc001nek.2_Missense_Mutation_p.K41R|NR1H3_uc001nej.2_Missense_Mutation_p.K86R|NR1H3_uc001nel.2_Missense_Mutation_p.K41R|NR1H3_uc001nen.3_Missense_Mutation_p.K86R|NR1H3_uc001nem.2_Missense_Mutation_p.K86R|NR1H3_uc001nep.2_5'UTRNM_005693 NP_005684 Q13133 NR1H3_HUMAN 3AAGCGGAAAAAGGGGCCAGCC0.567

- 10 1179CELF1_uc001nfm.2_Missense_Mutation_p.A387V|CELF1_uc001nfn.2_Missense_Mutation_p.A386V|CELF1_uc001nfo.1_Missense_Mutation_p.A416V|CELF1_uc010rhm.1_Missense_Mutation_p.A389V|CELF1_uc001nfp.2_Missense_Mutation_p.A418V|CELF1_uc001nfq.1_Missense_Mutation_p.A390V|CELF1_uc001nfr.1_Missense_Mutation_p.A390VNM_001025596 NP_001020767 Q92879 CELF1_HUMAN 3GCTTCCAGCAGCACCAATACT0.557

+ 1 403 NM_001004701 NP_001004701 Q8NGL9 OR4CG_HUMANCytoplasmic (Potential). 2GACCATCATAAGCCAGTGGGT0.507

- 1 846 APLNR_uc001njn.3_RNANM_005161 NP_005152 P35414 APJ_HUMANCytoplasmic (Potential). 6GCCACTGGCCTCACGATGGCC0.637

- 5 622 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN C-type lectin. 0CCGCTTCCACAGGAACTAGAG0.557

- 3 426 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0ATCTTGCACCTTGGACTTCCC0.532

- 10 1524SF1_uc010rnm.1_Missense_Mutation_p.H75Y|SF1_uc010rnn.1_Missense_Mutation_p.H357Y|SF1_uc001oaz.1_Missense_Mutation_p.H508Y|SF1_uc001oba.1_Missense_Mutation_p.H383Y|SF1_uc001obc.1_Missense_Mutation_p.H383Y|SF1_uc001obd.1_Missense_Mutation_p.H383Y|SF1_uc001obe.1_Missense_Mutation_p.H268Y|SF1_uc010rno.1_Missense_Mutation_p.H268YNM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3CCACCTCCATGCATGCCGTGG0.617

- 1 163 NM_138456 NP_612465 Q8N1L9 BATF2_HUMAN 1CACTGTCTGGGTCAGCAGCCC0.597

+ 2 584 NM_006779 NP_006770 O14613 BORG1_HUMAN 0CATATTGGCAGTGGCGGCGGC0.617

+ 4 966OVOL1_uc001ofq.2_Missense_Mutation_p.E155GNM_004561 NP_004552 O14753 OVOL1_HUMANC2H2-type 4. 1GTGTGTGAGGAGTGCGGCTGC0.622



- 2 620GAL3ST3_uc001ogw.2_Missense_Mutation_p.P154SNM_033036 NP_149025 Q96A11 G3ST3_HUMANLumenal (Potential). 1ATGGCGGCCGGCTCGCGCAGG0.701

+ 3 2048RBM14_uc009yrh.2_3'UTR|RBM14_uc009yri.2_3'UTR|RBM4_uc009yrj.2_Intron|RBM4_uc009yrk.2_IntronNM_006328 NP_006319 Q96PK6 RBM14_HUMAN 3GGATTACCGTCGCCTGCCCGA0.587

+ 4 981ANO1_uc001opk.1_Missense_Mutation_p.R198W|ANO1_uc001opl.1_RNANM_018043 NP_060513 Q5XXA6 ANO1_HUMANCytoplasmic (Potential). 2TCCCTTCTCCCGGGAGAAGCA0.517

+ 13 1176CTTN_uc001opu.2_Missense_Mutation_p.F287L|CTTN_uc001opw.3_Missense_Mutation_p.F287L|CTTN_uc010rqm.1_Missense_Mutation_p.F8L|CTTN_uc001opx.2_Missense_Mutation_p.F8LNM_005231 NP_005222 Q14247 SRC8_HUMANCortactin 7; truncated. 1TGCGTCAACCTTTGAGGATGT0.557

+ 6 884LRTOMT_uc009ysz.2_RNA|LRTOMT_uc010rqt.1_3'UTR|LRTOMT_uc010rqu.1_Missense_Mutation_p.R151H|LRTOMT_uc009yta.2_RNA|LRTOMT_uc010rqv.1_Intron|LRTOMT_uc010rqw.1_Intron|LRTOMT_uc001ors.3_Intron|LRTOMT_uc010rqs.1_IntronNM_145309 NP_660352 Q96E66 LRC51_HUMAN LRRCT. 0AAAGCAGACCGCACCACAGCT0.552

- 19 2794ARAP1_uc001osv.2_Missense_Mutation_p.P869S|ARAP1_uc001osr.2_Missense_Mutation_p.P629S|ARAP1_uc001oss.2_Missense_Mutation_p.P624S|ARAP1_uc009yth.2_Missense_Mutation_p.P563S|ARAP1_uc010rre.1_Missense_Mutation_p.P624S|ARAP1_uc001osw.1_Missense_Mutation_p.P157SNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1GCTTTGTAGGGTAGGCGTCCC0.662

+ 3 1044 NM_153614 NP_705842 P59910 DJB13_HUMAN 0AAACCTGAAAAGGTGTTCCAC0.498

- 26 5318C2CD3_uc001out.2_Splice_SiteNM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7TTTGATAGCCTATTAAGAAAA0.279

- 19 2481XRRA1_uc001ovm.2_RNA|XRRA1_uc001ovn.2_Missense_Mutation_p.E340K|XRRA1_uc001ovo.2_Missense_Mutation_p.E325K|XRRA1_uc001ovq.3_Silent_p.Q594Q|XRRA1_uc001ovp.3_Missense_Mutation_p.E442K|XRRA1_uc001ovr.2_3'UTR|XRRA1_uc001ovs.1_3'UTRNM_182969 NP_892014 Q6P2D8 XRRA1_HUMAN 1AGCCGCCGTTCTGTCCACTGG0.587

+ 9 1799SLCO2B1_uc010rrq.1_Missense_Mutation_p.A216V|SLCO2B1_uc010rrr.1_Missense_Mutation_p.A327V|SLCO2B1_uc010rrs.1_Missense_Mutation_p.A355V|SLCO2B1_uc001owc.2_Missense_Mutation_p.A244V|SLCO2B1_uc001owd.2_Missense_Mutation_p.A449VNM_007256 NP_009187 O94956 SO2B1_HUMANExtracellular (Potential). 2CACCAGATTGCGGGCATCACA0.642 rs146532688

+ 11 1396MYO7A_uc010rsl.1_Missense_Mutation_p.L375R|MYO7A_uc010rsm.1_Missense_Mutation_p.L364R|MYO7A_uc001oyc.2_Missense_Mutation_p.L375RNM_000260 NP_000251 Q13402 MYO7A_HUMANMyosin head-like. 4AGCCGCACCCTCATCACCCGC0.672

+ 1 426AQP11_uc009yuu.2_IntronNM_173039 NP_766627 Q8NBQ7 AQP11_HUMANHelical; Name=1; (Potential). 0CTGATGCTGTCGGTGGTGCTG0.701

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6TTTCAGAATACGCTTATAGGC0.328

+ 1 229 NM_017516 NP_059986 Q14964 RB39A_HUMANGTP (By similarity). 0GGACACGGCGGGACAGGAGCG0.741

+ 1 203BCO2_uc001pne.1_5'UTR|BCO2_uc001png.2_Missense_Mutation_p.P29Q|BCO2_uc001pnh.2_5'Flank|BCO2_uc010rwt.1_5'Flank|BCO2_uc009yyn.2_5'Flank|BCO2_uc001pni.2_5'FlankNM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0CACCGGCTCCCAGGTAGAGGG0.488

+ 6 716SIDT2_uc010rxe.1_Missense_Mutation_p.M225I|SIDT2_uc001pqg.2_Missense_Mutation_p.M225I|SIDT2_uc001pqi.1_Missense_Mutation_p.M225INM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0ACCAGACGATGACCAAGAAGG0.567

+ 15 2390 NM_005188 NP_005179 P22681 CBL_HUMANInteraction with CD2AP.|Asp/Glu-rich (acidic). 149TTTTCTCCAGGTGAAGGGAAT0.463

- 24 3608NFRKB_uc001qfg.2_Missense_Mutation_p.A1161V|NFRKB_uc001qfh.2_Missense_Mutation_p.A1159V|NFRKB_uc010sbw.1_Missense_Mutation_p.A1146V|NFRKB_uc009zcr.2_Missense_Mutation_p.A422VNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3GGACACAGCAGCATTCATACT0.612

+ 8 966ACAD8_uc010scp.1_RNA|ACAD8_uc010scq.1_Missense_Mutation_p.R225Q|ACAD8_uc001qhl.2_Missense_Mutation_p.R175QNM_014384 NP_055199 Q9UKU7 ACAD8_HUMAN 0CTCAATGTCCGGAAGCAGTTT0.612 rs121908422

+ 5 1881CACNA2D4_uc001qjp.2_Intron|CACNA2D4_uc009zds.1_Intron|CACNA2D4_uc009zdt.1_Intron|CACNA2D4_uc009zdr.1_Intron|LRTM2_uc001qju.2_Missense_Mutation_p.E359K|LRTM2_uc010sdx.1_Missense_Mutation_p.E359K|LRTM2_uc001qjv.2_Missense_Mutation_p.E121KNM_001039029 NP_001034118 Q8N967 LRTM2_HUMANCytoplasmic (Potential). 1CCCCGAGGGCGAGCACGAGGA0.662

- 7 926DCP1B_uc010sdy.1_Missense_Mutation_p.H180QNM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1TGGGGGGTGAGTGTCTTCTGG0.473

- 15 2361CHD4_uc001qpn.2_Missense_Mutation_p.G726S|CHD4_uc001qpp.2_Missense_Mutation_p.G730SNM_001273 NP_001264 Q14839 CHD4_HUMAN 2CAATTCAGGCCCTCCATTTGA0.522

- 4 548PHB2_uc010sft.1_Missense_Mutation_p.N113S|PHB2_uc010sfu.1_Missense_Mutation_p.N113S|PHB2_uc001qse.1_5'Flank|PHB2_uc001qsf.1_5'Flank|PHB2_uc009zfn.1_5'Flank|SCARNA12_uc001qsg.2_5'FlankNM_001144831 NP_001138303 Q99623 PHB2_HUMAN 3CTCCTGAGCATTGGGTCGAGA0.547

+ 3 488 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0TCCAAGGCCAAGTGCATTGTG0.562

- 4 1067MANSC1_uc010shm.1_Missense_Mutation_p.P204L|MANSC1_uc001raj.1_Missense_Mutation_p.P236L|MANSC1_uc009zht.1_Missense_Mutation_p.P189LNM_018050 NP_060520 Q9H8J5 MANS1_HUMANThr-rich.|Extracellular (Potential). 0AGTGGTTACAGGTGGAGCTGT0.562

- 32 3952ABCC9_uc001rfh.2_Missense_Mutation_p.E1311G|ABCC9_uc001rfj.1_Missense_Mutation_p.E1275GNM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential). 6TATCTTGATCTCCCCTTCTTG0.398

- 13 1821 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMANHelicase ATP-binding. 6ATCCGTGTCTGGCTTCTGGTT0.527

+ 3 699C12orf44_uc009zmd.2_Missense_Mutation_p.A75DNM_021934 NP_068753 Q9BSB4 ATGA1_HUMAN 0CTGGATCGTGCCCTGCGCAAG0.572

- 5 992 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Rod.|Coil 2. 2ATAATGCATGCGGACCTCAGC0.592

- 2 643NFE2_uc001sfq.2_Nonsense_Mutation_p.E45*|NFE2_uc001sfr.3_Nonsense_Mutation_p.E45*|NFE2_uc009znl.2_Nonsense_Mutation_p.E45*NM_006163 NP_006154 Q16621 NFE2_HUMANTransactivation domain.|Required for interaction with MAPK8 (By similarity).0AATGATGGCTCACTTGGAGCA0.512

- 2 441ITGA7_uc001shg.2_Missense_Mutation_p.A74V|ITGA7_uc010sps.1_Intron|ITGA7_uc009znx.2_5'FlankNM_001144996 NP_001138468 Q13683 ITA7_HUMANFG-GAP 1.|Extracellular (Potential). 5GGCCTGGGGAGCACCCACCAG0.627

+ 41 6960 NM_002332 NP_002323 Q07954 LRP1_HUMANEGF-like 9.|Extracellular (Potential). 22GCCAATGGCGGGTGCCAGCAG0.687

+ 2 675 NM_031479 NP_113667 P58166 INHBE_HUMAN 3AAGGAGGAGGCGCCAAGGGTC0.617 rs145766269

+ 8 1182SYT1_uc001syt.2_Missense_Mutation_p.A171T|SYT1_uc001syu.2_Missense_Mutation_p.A168T|SYT1_uc001syv.2_Missense_Mutation_p.A171TNM_001135805 NP_001129277 P21579 SYT1_HUMANCytoplasmic (Potential).|Phospholipid binding (Probable).|C2 1.6CGAACTGCCCGCCTTGGACAT0.423

+ 1 193C12orf29_uc001tap.2_RNA|C12orf29_uc009zsk.2_RNANM_001009894 NP_001009894 Q8N999 CL029_HUMAN 0CGGAAAATGCCGTGTGTGTTT0.642

+ 5 897CHPT1_uc001tio.2_RNA|CHPT1_uc001tip.1_Missense_Mutation_p.K225RNM_020244 NP_064629 Q8WUD6 CHPT1_HUMAN 0ATAAAATTGAAGATCCTTCCA0.313

- 9 1211FOXN4_uc009zvg.2_Missense_Mutation_p.A166G|FOXN4_uc001tof.3_Missense_Mutation_p.A189GNM_213596 NP_998761 Q96NZ1 FOXN4_HUMAN 2AGCAAGATGTGCCTGGGGCTG0.701

+ 13 1846UBE3B_uc001toq.2_Missense_Mutation_p.A415T|UBE3B_uc001too.1_RNA|UBE3B_uc009zvj.1_Missense_Mutation_p.A415TNM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4GCCAGCCCACGCACAGCCAGC0.572

- 4 583C12orf76_uc001tqe.1_RNA|C12orf76_uc010sxx.1_RNA|uc001tqf.1_IntronNM_207435 NP_997318 Q8N812 CL076_HUMAN 1GTGCCTTTCAGCAAAGTTCCT0.512

+ 7 725IFT81_uc001tqh.2_Missense_Mutation_p.A199T|IFT81_uc001tqj.2_RNA|IFT81_uc001tqg.2_Missense_Mutation_p.A199TNM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. 1GGTTGAGACAGCTCAGAATCA0.363

- 44 6746C12orf51_uc001ttr.1_Missense_Mutation_p.D418ANM_001109662 NP_001103132 2 CTGAGGGATGtcatcatcgtc0.428

- 31 4702 NM_001109662 NP_001103132 2ATGTTGGCGCCAGTACCAAGT0.478

+ 7 1775 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN 4GAGAAGACGGGTACGCAGCCG0.647

+ 3 654 NM_012240 NP_036372 Q9Y6E7 SIRT4_HUMANDeacetylase sirtuin-type. 0AGAGGAGCAAGTCCGGAGCTT0.557

- 19 2763KDM2B_uc001uaq.2_Missense_Mutation_p.R327W|KDM2B_uc010szy.1_Missense_Mutation_p.R327W|KDM2B_uc001uar.2_Missense_Mutation_p.R478W|KDM2B_uc001uas.2_Missense_Mutation_p.R818W|KDM2B_uc001uau.2_Intron|KDM2B_uc001uao.2_Missense_Mutation_p.R135W|KDM2B_uc010szx.1_Missense_Mutation_p.R135W|KDM2B_uc001uap.2_RNANM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2TTGAAGCGCCGGAGGGGCTTG0.716

- 17 2783PITPNM2_uc001uek.1_IntronNM_020845 NP_065896 Q9BZ72 PITM2_HUMAN DDHD. 3CCAGGGGTGGTGGGGCTGGGG0.687

- 1 451MPHOSPH9_uc010tal.1_5'UTR|MPHOSPH9_uc010tam.1_RNA|MPHOSPH9_uc001uem.2_5'UTRNM_022782 NP_073619 Q99550 MPP9_HUMAN 0TTCACCAGGAGAAATGGATAC0.353



- 4 752SCARB1_uc001ugn.3_Missense_Mutation_p.G167S|SCARB1_uc001ugm.3_Missense_Mutation_p.G167S|SCARB1_uc010tbd.1_Missense_Mutation_p.G167S|SCARB1_uc010tbe.1_Missense_Mutation_p.G126S|SCARB1_uc001ugp.3_Missense_Mutation_p.G167SNM_005505 NP_005496 Q8WTV0 SCRB1_HUMANExtracellular (Potential). 1GCACGTTCGCCGAGGGTGGTG0.547

- 20 2258POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.K711NNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GCTCTTCCACCTTGGTGATGT0.577

+ 4 489 PGAM5_uc010tbr.1_RNANM_018663 NP_061133 Q9NR77 PXMP2_HUMANPeroxisomal (Potential). 0AGCCTTCGCCGCCAAGATGAG0.597 rs142063460

- 10 1053EFHA1_uc010tct.1_Missense_Mutation_p.P134LNM_152726 NP_689939 Q8IYU8 EFHA1_HUMAN 0TAGTCTGACAGGACGATGAGC0.328

- 1 165HTR2A_uc001vbr.2_Intron|HTR2A_uc010acr.2_Missense_Mutation_p.L11MNM_000621 NP_000612 P28223 5HT2A_HUMANExtracellular (By similarity). 6GTTGAGCTCAAAGAAGTATTT0.388

+ 1 298 NM_001507 NP_001498 O43193 MTLR_HUMANExtracellular (Potential). 0CCGCCTCTGGCGCTCGCGGCC0.687

+ 7 1609SETDB2_uc010adg.2_Missense_Mutation_p.P211T|SETDB2_uc001vcy.3_Missense_Mutation_p.P223T|SETDB2_uc010adh.2_Missense_Mutation_p.P223T|SETDB2_uc001vda.2_Missense_Mutation_p.P223TNM_031915 NP_114121 Q96T68 SETB2_HUMAN 2TCGGAATTACCCAAAGCAAAA0.378

- 3 522UGGT2_uc010afo.2_RNA|UGGT2_uc001vmv.2_Missense_Mutation_p.A118T|UGGT2_uc010afp.2_Missense_Mutation_p.A118TNM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3ATCTGAATAGCTGGGGAGTAT0.358 rs143906515

- 1 743 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 ctgctgccgctgctgctgctg 0.353

- 42 3714COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CCTGGGCTCCCGGCTAATCCT0.577

- 1 261 NM_017817 NP_060287 Q9NX57 RAB20_HUMANGTP (By similarity). 0CAGCAGCGACGTCTTCCCCAC0.657

+ 13 2358 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0GCAATCACGAGGTGTGTGCCC0.602

+ 34 3602LRRC16B_uc001wlk.2_IntronNM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5CCCTGGGACAGCACAGCAGCC0.607

+ 4 995C14orf21_uc001wom.1_5'Flank|DHRS1_uc001woj.1_5'Flank|DHRS1_uc001wok.2_5'FlankNM_174913 NP_777573 Q86U38 CN021_HUMAN 4AGTACTCGCGGTTCCTCAGTA0.502

+ 13 2375FANCM_uc010anf.2_Missense_Mutation_p.I733T|FANCM_uc001wwe.3_Missense_Mutation_p.I295T|FANCM_uc010ang.2_5'FlankNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7CGCCATTTTATAGGCCTTATG0.413

- 1 412 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1GAGCCTGTCAGCCCCAGCACA0.542

- 6 2155TRIM9_uc001wyy.2_Nonsense_Mutation_p.Q460*|TRIM9_uc001wyz.3_Nonsense_Mutation_p.Q464*NM_015163 NP_055978 Q9C026 TRIM9_HUMANFibronectin type-III. 3AGAGGTGGCTGTTTCCAGGAC0.532

- 5 1615DDHD1_uc001xaj.2_Missense_Mutation_p.T469S|DDHD1_uc001xah.2_Missense_Mutation_p.T462S|DDHD1_uc001xag.2_Missense_Mutation_p.T44SNM_001160148 NP_001153620 Q8NEL9 DDHD1_HUMAN 2TCCATCAAGAGTAAGTTTTGA0.323

+ 1 660PRKCH_uc010tsa.1_Intron|uc001xfm.2_IntronNM_006255 NP_006246 P24723 KPCL_HUMAN 6GGACACCTTCGAGGGTTGGGT0.627

+ 3 539MPP5_uc001xjd.2_Intron|MPP5_uc001xjb.1_Missense_Mutation_p.S25PNM_022474 NP_071919 Q8N3R9 MPP5_HUMANInteraction with PARD6B (By similarity). 1TGATCTTGCATCACCAGAGGA0.463

+ 20 3119PAPLN_uc001xnw.3_Missense_Mutation_p.D959N|PAPLN_uc010arl.2_RNA|PAPLN_uc010ttw.1_RNA|PAPLN_uc010tty.1_Missense_Mutation_p.D970N|PAPLN_uc010arm.2_Missense_Mutation_p.D185N|PAPLN_uc010arn.2_Missense_Mutation_p.D186NNM_173462 NP_775733 O95428 PPN_HUMANIg-like C2-type 1. 3GCCAGGCCGCGACTCCCAGAA0.647 rs145618706

+ 1 923 NM_017791 NP_060261 Q9UPI3 FLVC2_HUMANHelical; (Potential). 0CACCGTGGTGGGCCAGCTCAT0.627

- 2 1211TGFB3_uc001xsd.2_Nonsense_Mutation_p.E117*NM_003239 NP_003230 P10600 TGFB3_HUMAN 2ACAGCCAGTTCGTCTAGGAGA0.532

- 4 736 NM_004863 NP_004854 O15270 SPTC2_HUMAN 2TCCAGTATTCCGTGCAAATCC0.418

- 22 3989 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3GAAGCGGGCCTGCCAGCGGTT0.627

+ 2 343EVL_uc001ygv.2_Missense_Mutation_p.R41Q|EVL_uc001ygu.2_Missense_Mutation_p.R37Q|EVL_uc010avu.2_5'UTRNM_016337 NP_057421 Q9UI08 EVL_HUMAN WH1. 3GGATTCAGCCGGATCAACATC0.507

+ 5 738PPP2R5C_uc010txr.1_Missense_Mutation_p.I231V|PPP2R5C_uc001ykk.2_Missense_Mutation_p.I255V|PPP2R5C_uc010txt.1_Missense_Mutation_p.I190V|PPP2R5C_uc001ykn.2_Missense_Mutation_p.I200V|PPP2R5C_uc001ykp.2_Missense_Mutation_p.I200V|PPP2R5C_uc001ykq.2_Missense_Mutation_p.I98V|uc001ykr.1_5'FlankNM_002719 NP_002710 Q13362 2A5G_HUMAN 2GAGAGCTTACATCAGAAAACA0.428

+ 12 2390 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1GGGCCCGGTGGGGCGGCGCTG0.697

- 1 113 NM_207379 NP_997262 Q6ZVK1 T179A_HUMAN 0AAGTCGTGGCCGTTCTCGGAC0.642

+ 1 582MKRN3_uc001ywi.2_Nonsense_Mutation_p.E36*|MKRN3_uc010ayi.1_Nonsense_Mutation_p.E36*NM_005664 NP_005655 Q13064 MKRN3_HUMAN 10TCCCGTCTGTGAGCCCTCCGG0.687

- 2 162SRP14_uc001zkr.2_Missense_Mutation_p.L30F|uc001zks.1_5'FlankNM_003134 NP_003125 P37108 SRP14_HUMAN 0TACACTTCTTCAAGGTGATAT0.637

+ 2 366MGA_uc010ucy.1_Missense_Mutation_p.S92N|MGA_uc010ucz.1_Missense_Mutation_p.S92NNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN T-box. 12TATCATCGAAGCACAGAGATG0.388

+ 15 5172MGA_uc010ucz.1_Intron|MGA_uc010uda.1_Missense_Mutation_p.T280INM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12ACCAAAACCACTGGGATAACT0.488

- 2 310CDAN1_uc001zqk.2_5'Flank|CDAN1_uc010bcx.1_5'Flank|uc001zqm.2_5'FlankNM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2CCCTGCGGGAGGACGCGGCTG0.741

- 15 1900DUOX2_uc001zun.2_Missense_Mutation_p.A566VNM_014080 NP_054799 Q9NRD8 DUOX2_HUMANExtracellular (Potential).|Peroxidase-like; mediates peroxidase activity (By similarity).5AGGGCAGGGTGCACCTGAGGG0.562

- 6 1293GATM_uc001zvb.2_Nonsense_Mutation_p.R193*|GATM_uc010uev.1_Nonsense_Mutation_p.R375*NM_001482 NP_001473 P50440 GATM_HUMAN 0TGACATGGTCGGTCAGGGTTG0.403

+ 18 2473SLC12A1_uc010uew.1_Missense_Mutation_p.A559T|SLC12A1_uc010bem.2_Missense_Mutation_p.A753T|SLC12A1_uc001zwq.3_Missense_Mutation_p.A524T|SLC12A1_uc001zwr.3_Missense_Mutation_p.A480TNM_000338 NP_000329 Q13621 S12A1_HUMAN 2TGCAGTGGCGGCAGACTGTTT0.458

- 16 1697ATP8B4_uc010ber.2_Missense_Mutation_p.T392P|ATP8B4_uc010ufd.1_Intron|ATP8B4_uc010ufe.1_RNANM_024837 NP_079113 Q8TF62 AT8B4_HUMANCytoplasmic (Potential). 8TCTTCTATTGTTATGGTCTCT0.408

- 2 235 NM_001007595 NP_001007596 A6NLJ0 C2C4B_HUMAN 0AGCCGCGGCGGGATGCAGAAT0.721

+ 7 1033CCDC33_uc002axp.2_Missense_Mutation_p.K35NNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5GCCTCCCCAGGGTCAGCCAGG0.637

+ 2 2886C15orf39_uc002azq.3_Missense_Mutation_p.R856W|C15orf39_uc002azr.3_Missense_Mutation_p.R254WNM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0GCTCTTCCCTCGGCTGCCACC0.682

+ 4 467 NM_001101404 NP_001094874 A6NKC9 SH2D7_HUMAN 0GCCATCACCCGGGGCCTCCAC0.617

+ 6 520IDH3A_uc010umt.1_Missense_Mutation_p.V130M|IDH3A_uc010umu.1_Missense_Mutation_p.V56M|IDH3A_uc002bde.2_Missense_Mutation_p.V115M|IDH3A_uc010umv.1_Missense_Mutation_p.V115M|IDH3A_uc002bdf.2_Missense_Mutation_p.V16M|IDH3A_uc002bdg.2_Missense_Mutation_p.V78MNM_005530 NP_005521 P50213 IDH3A_HUMAN 0TGATGGAGTCGTGCAGAGTAT0.552

- 4 550HOMER2_uc002bjh.2_Missense_Mutation_p.E122K|HOMER2_uc002bjj.2_Missense_Mutation_p.E122K|HOMER2_uc002bji.2_Missense_Mutation_p.E122KNM_199330 NP_955362 Q9NSB8 HOME2_HUMAN Potential. 0CTTGAGGTCTCGATTTTCTCC0.423

+ 7 754LRRC28_uc010urs.1_RNA|LRRC28_uc002bvb.1_Missense_Mutation_p.G46V|LRRC28_uc010urt.1_Missense_Mutation_p.G14V|LRRC28_uc002bvc.1_Missense_Mutation_p.G200V|LRRC28_uc010uru.1_Missense_Mutation_p.G131V|LRRC28_uc002bvd.1_IntronNM_144598 NP_653199 Q86X40 LRC28_HUMAN LRR 8. 0CCAGATTTAGGTCGATCTCGA0.338

+ 8 1648PDIA2_uc010bqt.1_Missense_Mutation_p.Q25H|PDIA2_uc002cgo.1_Missense_Mutation_p.Q180HNM_006849 NP_006840 Q13087 PDIA2_HUMAN 2GCTTCTTCCAGGTGAGCCACT0.716

+ 8 1793RAB11FIP3_uc010uuf.1_Missense_Mutation_p.E189G|RAB11FIP3_uc010uug.1_Missense_Mutation_p.E220GNM_014700 NP_055515 O75154 RFIP3_HUMANPotential.|ARF-binding domain (ABD). 0GCCACCGGTGAGCAACACAGC0.652



- 11 1678LMF1_uc010brg.2_RNA|LMF1_uc010brh.2_Missense_Mutation_p.D341E|LMF1_uc010bri.2_Missense_Mutation_p.D321E|LMF1_uc002ckk.2_Missense_Mutation_p.D341ENM_022773 NP_073610 Q96S06 LMF1_HUMANLumenal (Potential). 0GCCACCCACGGTCCCTGAAGT0.677

+ 7 790NUBP2_uc002cmx.3_Missense_Mutation_p.R93K|NUBP2_uc010brx.2_Missense_Mutation_p.R174KNM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0GCGCTCATGAGGACCCTGGAG0.667

- 18 3411 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN Pro-rich. 2GCCCGGATGCGCCTCTTGAGT0.682

+ 5 1032DNASE1L2_uc002cpn.2_Missense_Mutation_p.R192L|DNASE1L2_uc002cpp.2_Missense_Mutation_p.R213L|DNASE1L2_uc002cpq.2_Missense_Mutation_p.R213LNM_001374 NP_001365 Q92874 DNSL2_HUMAN 0AGCTATGTGCGGGCGCAGGAC0.682

+ 4 659 NM_032575 NP_115964 Q9BZE0 GLIS2_HUMAN 0AAGGATGCGGGGTACTGCTGC0.607

+ 4 1023 NM_014117 NP_054836 Q14CZ0 CP072_HUMAN 1AAGCAGTGGATCGAATGCTAG0.438

+ 3 336ABCC6P1_uc010vam.1_5'UTRNR_003569 0TGAGGCCCCAGAATTCCTCAT0.567

- 5 672GP2_uc002dgw.2_Nonsense_Mutation_p.E194*|GP2_uc002dgx.2_Nonsense_Mutation_p.E50*|GP2_uc002dgy.2_Nonsense_Mutation_p.E47*NM_001007240 NP_001007241 P55259 GP2_HUMAN EGF-like. 4CACTCCTCCTCGGGGCGGCAG0.577

- 53 9586DNAH3_uc010vbd.1_Missense_Mutation_p.I631VNM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 5 (By similarity). 18AAGGGGGTGATCATGAAGTTG0.473

+ 6 728uc010vct.1_Intron|LAT_uc010vdj.1_Intron|LAT_uc002dsb.2_Intron|LAT_uc002dsc.2_Intron|LAT_uc010vdk.1_Intron|LAT_uc010vdl.1_Missense_Mutation_p.G125RNM_014387 NP_055202 O43561 LAT_HUMANCytoplasmic (Potential). 0GGCTGGGTGGGGAGTCTGGGG0.607

- 1 112ZNF764_uc002dyr.1_Missense_Mutation_p.R11WNM_033410 NP_219363 Q96H86 ZN764_HUMAN 1TTTGGGTCCCGGGGAGGGAGC0.726

+ 12 1447ITGAM_uc002ebr.2_Missense_Mutation_p.G450D|ITGAM_uc010cam.1_IntronNM_000632 NP_000623 P11215 ITAM_HUMANFG-GAP 5.|Extracellular (Potential). 1AATGTCAAGGGCACCCAGGTG0.567

+ 3 254ITGAD_uc010vfl.1_Missense_Mutation_p.A69T|ITGAD_uc010cap.1_Missense_Mutation_p.A69T|ITGAD_uc002ebw.1_5'FlankNM_005353 NP_005344 Q13349 ITAD_HUMANExtracellular (Potential).|FG-GAP 1. 1TGACTGCGCAGCTGCCACCGG0.652

- 3 206 NM_001001436 NP_001001436 Q6PH81 CP087_HUMAN 0ACTCTCTCTGTTCGCCTCCTC0.378

- 2 2252SALL1_uc010vgr.1_Missense_Mutation_p.R644W|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN C2H2-type 4. 8GTGAAAGCCCGGCCACAGATC0.547

- 2 444SALL1_uc010vgr.1_Missense_Mutation_p.G41D|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8GCTGGAAGTGCCGCTGCCGCT0.463

- 2 1707 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN C2H2-type 9. 0TGTGTGCGCCGGTGGCGCATC0.642

+ 11 1756 NM_001795 NP_001786 P33151 CADH5_HUMANCadherin 5.|Extracellular (Potential). 6AGATAACACGGCCAACATCAC0.572

+ 1 363CMTM2_uc010cdu.2_Missense_Mutation_p.C68YNM_144673 NP_653274 Q8TAZ6 CKLF2_HUMAN 1AGGAGGGGGTGTCGCCGCTAC0.542

- 1 386ACD_uc002etp.3_Missense_Mutation_p.A17T|ACD_uc002etr.3_Missense_Mutation_p.A17T|ACD_uc010vjt.1_Missense_Mutation_p.A7T|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1GCACGGGATGCTGGCCCGTTT0.672

+ 6 1077PLA2G15_uc010vld.1_3'UTR|PLA2G15_uc010vle.1_Missense_Mutation_p.Y238H|PLA2G15_uc010vlf.1_Missense_Mutation_p.Y132H|PLA2G15_uc002evs.2_Missense_Mutation_p.Y153HNM_012320 NP_036452 Q8NCC3 PAG15_HUMAN 1GCACTGCCTCTATGGTACTGG0.567

+ 15 1914CIRH1A_uc002ewr.2_Missense_Mutation_p.I606M|CIRH1A_uc002ewt.3_Missense_Mutation_p.I523M|CIRH1A_uc010cfi.2_Missense_Mutation_p.I408MNM_032830 NP_116219 Q969X6 CIR1A_HUMAN 0TGTTCTGCATCATTGACAAGT0.423

+ 12 4695NFAT5_uc002exi.2_Missense_Mutation_p.A1087T|NFAT5_uc002exj.1_Missense_Mutation_p.A1087T|NFAT5_uc002exk.1_Missense_Mutation_p.A1087T|NFAT5_uc002exl.1_Missense_Mutation_p.A1181T|NFAT5_uc002exn.1_Missense_Mutation_p.A1180T|NFAT5_uc002exo.1_RNANM_006599 NP_006590 O94916 NFAT5_HUMAN 0ATTTTTTGCAGCACCGAACTC0.428

- 9 1549RFWD3_uc010vmx.1_Missense_Mutation_p.T4I|RFWD3_uc010cgq.2_Missense_Mutation_p.T484INM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3CATGTTGGCAGTACTCAACAT0.433

+ 3 751MON1B_uc010vnf.1_Intron|MON1B_uc010vng.1_Intron|MON1B_uc002ffa.2_5'FlankNM_014940 NP_055755 Q7L1V2 MON1B_HUMAN 0TGTAATGACCGCCCTGGTGTC0.587

+ 18 1601RAP1GAP2_uc010cke.2_Missense_Mutation_p.R489PNM_015085 NP_055900 Q684P5 RPGP2_HUMAN 1ATCCGCGTACGCAGCCACTCC0.642

- 11 1542P2RX5_uc002fwd.2_RNA|P2RX5_uc002fwh.1_Missense_Mutation_p.R419G|P2RX5_uc010vrx.1_Missense_Mutation_p.R360G|P2RX5_uc002fwj.2_Missense_Mutation_p.R395G|P2RX5_uc002fwk.2_Missense_Mutation_p.R419G|P2RX5_uc002fwl.2_Missense_Mutation_p.R396GNM_002561 NP_002552 Q93086 P2RX5_HUMANCytoplasmic (Potential). 0TGGCCTCACCTGTGGGGCTCC0.667

- 13 1720C17orf85_uc002fwr.2_Missense_Mutation_p.R276M|C17orf85_uc002fwq.2_Missense_Mutation_p.R286MNM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1GCCAGGCGCCCTGTGATCCAC0.502

- 11 2247KIAA0753_uc010vtd.1_Missense_Mutation_p.A86S|KIAA0753_uc010clo.2_Missense_Mutation_p.A331S|KIAA0753_uc010vte.1_Missense_Mutation_p.A331SNM_014804 NP_055619 Q2KHM9 K0753_HUMAN Potential. 0ATTTCCTTGGCTTTTAACTCT0.388

+ 3 1271FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0TCCTCTGACTACCTCTGCCTC0.667

- 6 1086PER1_uc010vuq.1_RNA|PER1_uc010vur.1_Nonsense_Mutation_p.S267*|PER1_uc010vus.1_Nonsense_Mutation_p.S283*NM_002616 NP_002607 O15534 PER1_HUMAN 9CTCACCTGCTGAGGCCCCTGT0.627

+ 2 972 NM_004822 NP_004813 O95631 NET1_HUMANLaminin EGF-like 1. 0CAAGTGCAACGGCCACGCGGC0.706

- 14 1462uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R445H|MYH2_uc010coj.2_Missense_Mutation_p.R445HNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like.p.R445H(1) 14CTGGTTGATGCGGGCAACCAT0.473

+ 29 5998DNAH9_uc010coo.2_Missense_Mutation_p.A1271VNM_001372 NP_001363 Q9NYC9 DYH9_HUMANAAA 1 (By similarity). 20CCAGGCTATGCTGGCCGCACA0.488

+ 10 806TBC1D26_uc002gpb.3_RNANM_178571 NP_848666 Q86UD7 TBC26_HUMANRab-GAP TBC. 0GGAGGTGGGCTACCACAGGGA0.592

- 6 1320 NM_020787 NP_065838 Q9P2J8 ZN624_HUMAN 2TAGGGTTTCTCACCATTGTGA0.388

+ 14 1909MPRIP_uc002gqv.1_Missense_Mutation_p.R618Q|MPRIP_uc002gqw.1_Missense_Mutation_p.R373QNM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANInteraction with RHOA. 0GAGGTGGACCGGAGCCCAGGG0.657

+ 10 1579TRIM16L_uc010vyf.1_Missense_Mutation_p.D352H|TRIM16L_uc002guh.1_Missense_Mutation_p.D298H|TRIM16L_uc010cqg.1_Missense_Mutation_p.D400H|TRIM16L_uc002gui.1_Missense_Mutation_p.D298H|TRIM16L_uc010vyg.1_Missense_Mutation_p.D298H|TRIM16L_uc010vyh.1_3'UTRNM_001037330 NP_001032407 Q309B1 TR16L_HUMAN B30.2/SPRY. 0CGTAGAGTATGATTCCATGAC0.498

+ 6 980RNF112_uc010vyv.1_Missense_Mutation_p.R261G|RNF112_uc010vyx.1_Missense_Mutation_p.R144GNM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2CAGGGAAACAAGGATCAAGCT0.617

- 31 4936MYO18A_uc010wbc.1_Missense_Mutation_p.R1126Q|MYO18A_uc002hds.2_Missense_Mutation_p.R1135Q|MYO18A_uc010csa.1_Intron|MYO18A_uc002hdu.1_Missense_Mutation_p.R1593QNM_078471 NP_510880 Q92614 MY18A_HUMAN Potential. 0CTCCTCATCCCGACTCTCCAT0.557

- 21 2716ACACA_uc002hnk.2_Missense_Mutation_p.T764M|ACACA_uc002hnl.2_Missense_Mutation_p.T784M|ACACA_uc002hnn.2_Missense_Mutation_p.T842M|ACACA_uc002hno.2_Missense_Mutation_p.T879M|ACACA_uc010cuz.2_Missense_Mutation_p.T842MNM_198836 NP_942133 Q13085 ACACA_HUMAN 2TCTGAGTGCCGTGCTCTGGAT0.458

- 7 948MED24_uc010wes.1_Missense_Mutation_p.R72Q|MED24_uc010wet.1_RNA|MED24_uc002hts.2_Missense_Mutation_p.R237Q|MED24_uc002htu.2_Missense_Mutation_p.R199Q|MED24_uc010cwn.2_Missense_Mutation_p.R199Q|MED24_uc010weu.1_Missense_Mutation_p.R122Q|MED24_uc010wev.1_Missense_Mutation_p.R162Q|MED24_uc010wew.1_Missense_Mutation_p.R141Q|MED24_uc010wex.1_Intron|MED24_uc010wez.1_Missense_Mutation_p.R53Q|MED24_uc010wfa.1_Missense_Mutation_p.R181Q|MED24_uc010wfb.1_Missense_Mutation_p.R224Q|MED24_uc010wfc.1_Missense_Mutation_p.R168QNM_014815 NP_055630 O75448 MED24_HUMAN 1GGCCTGACTCCGGAGCTGCGG0.587

- 1 452 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0CAGGAGGCCTCGGCGTGGTGC0.662

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0ACTGGACGCAGGcagcagcag0.323 rs141357429

- 1 430KRT13_uc002hwv.1_Missense_Mutation_p.R123C|KRT13_uc002hww.2_Missense_Mutation_p.R16C|KRT13_uc010wfr.1_Missense_Mutation_p.R16C|KRT13_uc010cxo.2_Missense_Mutation_p.R123C|KRT13_uc002hwx.1_Missense_Mutation_p.R111CNM_153490 NP_705694 P13646 K1C13_HUMAN Coil 1A.|Rod. 5TCCAGGGCGCGCACCTTCTCC0.527

+ 1 536WNK4_uc010wgx.1_5'UTR|WNK4_uc002ibk.1_5'FlankNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7CCCGATGGCCGATACCTCAAG0.607

- 3 460TMEM101_uc010wis.1_Missense_Mutation_p.Q87HNM_032376 NP_115752 Q96IK0 TM101_HUMANHelical; (Potential). 2CCAGGAACACCTGGCCGGTGG0.607



- 7 1240 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMANPI-PLC X-box. 3CGGCATCCCTGGGCAAAGGCC0.652

- 2 509CBX1_uc002ine.3_Missense_Mutation_p.V10LNM_006807 NP_006798 P83916 CBX1_HUMAN 0ACCTCCTCCACTTTCTTCTTG0.448

- 2 881 NM_002144 NP_002135 P14653 HXB1_HUMAN 1TGAGGCTTCCGGGGAGGTGCA0.652

+ 11 933MSI2_uc010wnm.1_Missense_Mutation_p.A232TNM_138962 NP_620412 Q96DH6 MSI2H_HUMAN Poly-Ala. 2ACCAGTGGCAGCAGCGGCGGT0.627 rs144586096

- 9 1610 NM_000250 NP_000241 P05164 PERM_HUMAN 4GGAACGGTACGTGGGCAGGTA0.567

+ 15 1377BCAS3_uc010wow.1_Missense_Mutation_p.S210N|BCAS3_uc002iyu.3_Missense_Mutation_p.S423N|BCAS3_uc002iyw.3_Missense_Mutation_p.S419N|BCAS3_uc002iyx.1_Missense_Mutation_p.S238N|BCAS3_uc002iyy.3_Missense_Mutation_p.S194N|BCAS3_uc002iyz.3_5'UTR|BCAS3_uc002iza.3_5'UTRNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN WD 3. 5GTTGTGGTCAGTACTCTCCGG0.463

+ 15 2787MRC2_uc010ddq.1_RNA|MRC2_uc002jae.2_5'Flank|MRC2_uc002jaf.2_5'FlankNM_006039 NP_006030 Q9UBG0 MRC2_HUMANExtracellular (Potential).|C-type lectin 4. 3CCCTGCAGTGGGTGGCCATGC0.662

+ 12 1860TANC2_uc010wpe.1_Missense_Mutation_p.Y523H|TANC2_uc002jam.1_5'UTRNM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2CCTGCAGGCTTACATCCTGCA0.423

+ 19 3325TANC2_uc010wpe.1_Missense_Mutation_p.R1011H|TANC2_uc002jao.3_Missense_Mutation_p.R202HNM_025185 NP_079461 Q9HCD6 TANC2_HUMAN ANK 8. 2AAGCAGGGCCGCACTCCCCTG0.512

- 5 2478TEX2_uc002jed.2_Missense_Mutation_p.R776W|TEX2_uc002jee.2_Missense_Mutation_p.R769WNM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1ATCTTCTGCCGCACGCTGCCT0.632

+ 1 659BPTF_uc002jge.2_Missense_Mutation_p.Y200H|BPTF_uc010wqm.1_Missense_Mutation_p.Y200HNM_182641 NP_872579 Q12830 BPTF_HUMAN 4CCATAGTACCTACAGCAGCAC0.597

+ 3 1194ARSG_uc002jhb.1_5'UTRNM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1TACGTCACTGGGATAATAGGT0.547

- 10 1554 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN 7ATCATCAGAGGGATGCTCAGC0.373

+ 4 2562TNRC6C_uc002juf.2_Missense_Mutation_p.N654K|TNRC6C_uc002jue.2_Missense_Mutation_p.N654KNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.2CAGGTACAAACTGGGGGGAGA0.512

- 9 1353 NM_178493 NP_848588 Q6P988 NOTUM_HUMAN 0ATGTACAGCCGCAGGCCCTCC0.692

+ 2 272PSMG2_uc002krg.2_Missense_Mutation_p.V46M|PSMG2_uc002krj.1_Missense_Mutation_p.V77MNM_020232 NP_064617 Q969U7 PSMG2_HUMAN 0AAATGCTGAAGGTATGTAAGA0.323

- 15 2487DSC3_uc002kwi.3_Missense_Mutation_p.T778ANM_001941 NP_001932 Q14574 DSC3_HUMANCytoplasmic (Potential). 4ATTTCAATGGTTTCCTGCCCT0.502

+ 1 17SLC39A6_uc010dmy.2_5'Flank|SLC39A6_uc002kzj.2_5'Flank|ELP2_uc010xcg.1_Missense_Mutation_p.A3T|ELP2_uc002kzl.1_RNA|ELP2_uc002kzm.1_Missense_Mutation_p.A3T|ELP2_uc010xch.1_Missense_Mutation_p.A3T|ELP2_uc002kzn.1_Missense_Mutation_p.A3T|ELP2_uc002kzo.1_Missense_Mutation_p.A3TNM_018255 NP_060725 Q6IA86 ELP2_HUMAN 4CGACATGGTGGCACCCGTGCT0.612

- 18 3365KIAA1632_uc002lbo.1_Missense_Mutation_p.L1089V|KIAA1632_uc010xcq.1_5'UTR|KIAA1632_uc010xcr.1_RNA|KIAA1632_uc010xcs.1_RNA|KIAA1632_uc002lbn.2_5'UTRNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0TCCAAGTGTAGGAACAAGAGG0.517

+ 4 564POLI_uc010xds.1_Nonsense_Mutation_p.Q166*|POLI_uc002lfk.3_Nonsense_Mutation_p.Q63*|POLI_uc002lfl.1_Nonsense_Mutation_p.Q98*NM_007195 NP_009126 Q9UNA4 POLI_HUMAN UmuC. 3GAAGAGACTACAGCAGCTGCA0.373

+ 20 3545ZNF236_uc002lmj.2_RNANM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4ATCACTTTCACGGAGGAGGAG0.532

- 9 1524MED16_uc010drw.1_Nonsense_Mutation_p.S283*|MED16_uc002lqe.2_Nonsense_Mutation_p.S447*|MED16_uc002lqf.2_Nonsense_Mutation_p.S447*|MED16_uc010xfv.1_Intron|MED16_uc010xfw.1_Intron|MED16_uc010xfx.1_Nonsense_Mutation_p.S303*|MED16_uc010xfy.1_IntronNM_005481 NP_005472 Q9Y2X0 MED16_HUMAN 0CATGGAAGGTGAGAGGCGGAG0.682

- 9 713TCF3_uc002lto.2_5'Flank|TCF3_uc002ltt.3_Missense_Mutation_p.V216M|TCF3_uc002ltq.2_Missense_Mutation_p.V165M|TCF3_uc002lts.1_Missense_Mutation_p.V132M|TCF3_uc010dso.1_5'FlankNM_003200 NP_003191 P15923 TFE2_HUMAN 7GTACCTGCCACGTAGAAGGGG0.692

- 29 4046ATP8B3_uc002ltv.2_Missense_Mutation_p.R1234Q|ATP8B3_uc002ltx.2_RNANM_138813 NP_620168 O60423 AT8B3_HUMANCytoplasmic (Potential). 0TGGTCCCCTCCGCAGAATTGT0.557

- 2 925SPPL2B_uc010dsw.1_Intron|uc002lvo.1_5'UTRNM_001101391 NP_001094861 P0C6S8 LIGO3_HUMANExtracellular (Potential).|LRR 8. 0CTGGTGCCGCAGCGCGGCGGC0.726

- 1 244LMNB2_uc002lwa.1_Missense_Mutation_p.R73WNM_032737 NP_116126 Q03252 LMNB2_HUMANCoil 1A.|Rod. 2AGCAGGAGCCGGTCGTTCTCC0.562

+ 4 1554ZNF57_uc010xha.1_Missense_Mutation_p.M437TNM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 11. 3CATTTGAGGATGCACACTGGA0.443

+ 6 400TLE6_uc002lwt.2_Missense_Mutation_p.I123M|TLE6_uc010dtg.2_Missense_Mutation_p.I123M|TLE6_uc002lwv.2_5'FlankNM_024760 NP_079036 Q9H808 TLE6_HUMAN 1TTGAGGACATCATGGCCACCA0.637

+ 3 362STAP2_uc002mad.2_5'Flank|MPND_uc010dtx.2_RNA|MPND_uc002mag.2_Missense_Mutation_p.G99R|MPND_uc002maf.2_Missense_Mutation_p.G99R|MPND_uc002mah.2_5'UTR|MPND_uc002mai.2_5'UTRNM_032868 NP_116257 Q8N594 MPND_HUMAN 1GTCACTGCAGGGGAAGAAGTT0.642

+ 19 2954KDM4B_uc010xim.1_Missense_Mutation_p.G944S|KDM4B_uc002mbr.3_Missense_Mutation_p.G668SNM_015015 NP_055830 O94953 KDM4B_HUMAN 1CAAGTCGGGGGGTCACGCTGT0.716

- 16 2529 NM_014649 NP_055464 Q14151 SAFB2_HUMANArg-rich.|Interacts with SAFB1. 0TACTGGCCCCGGTCTCGATGA0.587

- 2 446FUT3_uc002mdm.2_Missense_Mutation_p.P117T|FUT3_uc002mdj.2_Missense_Mutation_p.P117T|FUT3_uc002mdl.2_Missense_Mutation_p.P117T|uc002mdn.2_5'FlankNM_001097641 NP_001091110 P21217 FUT3_HUMANLumenal (Potential). 0CGTGACTTAGGGTTGGACATG0.627

+ 13 1493PNPLA6_uc002mgq.1_Missense_Mutation_p.R385H|PNPLA6_uc010xjp.1_Missense_Mutation_p.R385H|PNPLA6_uc002mgr.1_Missense_Mutation_p.R385H|PNPLA6_uc002mgs.2_Missense_Mutation_p.R424HNM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3GGTGGCCCCCGCTCCGACTTC0.537

- 10 1355ZNF560_uc010dwr.1_Missense_Mutation_p.G276DNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 3. 6GAAGGTTTTGCCACAGTGCTT0.418

+ 10 1068MRPL4_uc002mnn.2_Missense_Mutation_p.A305V|MRPL4_uc002mno.2_3'UTRNM_146387 NP_666499 Q9BYD3 RM04_HUMAN p.A306fs>4(1) 1CAGGGCCCAGCGGCCACCCCG0.657

- 7 1168TYK2_uc010dxe.2_Missense_Mutation_p.E79Q|TYK2_uc002mod.2_Missense_Mutation_p.E264QNM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9GCCAGCCGCTCGAGTGTGGCT0.677

- 2 251RTBDN_uc002mvh.1_Missense_Mutation_p.H73Y|RTBDN_uc002mvj.2_Missense_Mutation_p.H73YNM_001080997 NP_001074466 Q9BSG5 RTBDN_HUMAN 0AGCCCATGGTGTTGCTGGGAC0.632

+ 16 2266PKN1_uc002myq.2_Missense_Mutation_p.G706S|PKN1_uc002myr.2_Missense_Mutation_p.G40SNM_002741 NP_002732 Q16512 PKN1_HUMANProtein kinase. 8GTACTCGGCCGGTGGGGACCT0.642

+ 16 2817SIN3B_uc002nez.1_Missense_Mutation_p.R903G|SIN3B_uc010xpi.1_Missense_Mutation_p.R493G|SIN3B_uc010eaj.1_5'FlankNM_015260 NP_056075 O75182 SIN3B_HUMAN 2CCGCGCTGCTAGGGAGACCAG0.657

- 3 1952KIAA1683_uc010ebn.2_Missense_Mutation_p.K579R|KIAA1683_uc010xqe.1_Missense_Mutation_p.K533RNM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2GCACCTGATCTTCCCCTCAGC0.572

+ 4 1547 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1ACTGGAGAGAAACCCTACAAA0.368

+ 4 1631 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1ACTGGAGAGAAACCCTACAAA0.358

+ 4 1449ZNF85_uc010ecn.2_Missense_Mutation_p.L376R|ZNF85_uc010eco.2_Missense_Mutation_p.L389R|ZNF85_uc002npi.2_Missense_Mutation_p.L382RNM_003429 NP_003420 Q03923 ZNF85_HUMANC2H2-type 11; degenerate. 1TCCTCAAAACTTACTGAACAT0.323

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

- 5 2403ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAATTACCTTATGTTTAGTA0.373

+ 4 1578ZNF257_uc010ecy.2_Missense_Mutation_p.Q438RNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0GCCTTTAACCAGTCTTCACAC0.408

- 4 1355ZNF681_uc002nrl.3_Missense_Mutation_p.K336Q|ZNF681_uc002nrj.3_Missense_Mutation_p.K336QNM_138286 NP_612143 Q96N22 ZN681_HUMAN C2H2-type 9. 0TGTGAGGACTTGTTAAAAGCT0.403 rs1852431



- 2 2509 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8GGAGGTTGCCGGGGCTGTGGA0.532

+ 4 2466ZNF507_uc002ntc.2_Missense_Mutation_p.N732D|ZNF507_uc010xrn.1_Missense_Mutation_p.N732D|ZNF507_uc002ntd.2_Missense_Mutation_p.N732DNM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5AGCAACTTCTAATGAGCCAAG0.378

+ 5 652ZNF30_uc002nxf.2_Missense_Mutation_p.D11N|ZNF30_uc010edq.1_Missense_Mutation_p.D93N|ZNF30_uc010edr.1_Missense_Mutation_p.D93NNM_194325 NP_919306 P17039 ZNF30_HUMAN 2GTTGGAAGATGATACAATCGG0.299

+ 2 343FFAR2_uc010eea.2_Missense_Mutation_p.G88ANM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=3; (Potential). 1ACGAGTTTTGGCTTCTACAGC0.617

- 9 1353RINL_uc002ojr.1_5'UTR|RINL_uc010xuo.1_Missense_Mutation_p.D436GNM_198445 NP_940847 Q6ZS11 RINL_HUMAN VPS9. 1CGCATAGACATCTCTGCACAC0.682

- 14 1754PAF1_uc002ole.1_Silent_p.L455LNM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1CTGTCACTATCAGCTTCACTG0.567

- 1 206PAF1_uc002ole.1_Missense_Mutation_p.R11W|PAF1_uc010xuv.1_RNA|MED29_uc010xuw.1_5'Flank|MED29_uc002olf.2_5'Flank|MED29_uc010xux.1_5'FlankNM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1CCATCCTCCCGCTGGGCCTGG0.687

- 6 2952 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9GCATTCCAGTCATAAGTGACA0.597

- 3 1231 NM_144685 NP_653286 Q8NE63 HIPK4_HUMANProtein kinase. 2CTCTTGAGGTCGGCGTGCTCC0.607

- 5 755CYP2A6_uc010ehe.1_Missense_Mutation_p.E41G|CYP2A6_uc010ehf.1_RNANM_000762 NP_000753 P11509 CP2A6_HUMAN 2TATGAAGTCCTCCAGCCCTTG0.542

+ 7 952CYP2F1_uc010xvw.1_Missense_Mutation_p.G85D|CYP2F1_uc010xvv.1_Missense_Mutation_p.G299D|CYP2F1_uc002opv.1_RNANM_000774 NP_000765 P24903 CP2F1_HUMAN 0CTCTTTGGCGGCACCAAGACG0.582

- 4 527CEACAM20_uc010ejo.1_Missense_Mutation_p.V171F|CEACAM20_uc010ejp.1_Missense_Mutation_p.V171F|CEACAM20_uc010ejq.1_Missense_Mutation_p.V171FNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANIg-like C2-type 2.|Extracellular (Potential). 2CCACTGGCAACACCAGACTCC0.498

+ 6 1364EHD2_uc010xyu.1_Missense_Mutation_p.H236Y|EHD2_uc010xyv.1_Missense_Mutation_p.H55YNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2CACCAAGTTTCACTCGCTGAA0.632

+ 2 240NOSIP_uc002pok.2_5'Flank|NOSIP_uc002pol.2_5'Flank|NOSIP_uc010yay.1_5'Flank|PRRG2_uc010yaz.1_5'UTRNM_000951 NP_000942 O14669 TMG2_HUMAN 1CCAGTGAGGAGACAGACCAAG0.468

+ 1 245AP2A1_uc010enj.1_RNA|AP2A1_uc002ppo.2_Missense_Mutation_p.G12RNM_014203 NP_055018 O95782 AP2A1_HUMAN 2TGGGATGCGGGGGCTCGCGGT0.706

+ 17 2110MED25_uc010ybe.1_Missense_Mutation_p.L473P|MED25_uc002ppx.1_Missense_Mutation_p.L467PNM_030973 NP_112235 Q71SY5 MED25_HUMANInteraction with RARA.|Pro-rich. 1CACCAGGGCCTGGGGCAGCCC0.726

+ 19 2429MYH14_uc010enu.1_Missense_Mutation_p.Q835H|MYH14_uc002prq.1_Missense_Mutation_p.Q802HNM_024729 NP_079005 Q7Z406 MYH14_HUMANMyosin head-like. 1TCCTGGCCCAGCTGGAAGAGG0.647

- 3 303NR1H2_uc002prv.3_IntronNM_004851 NP_004842 O96009 NAPSA_HUMAN 0GGCGTTCCCAGCCCAATTTCC0.547

+ 7 976NR1H2_uc002prv.3_RNA|NR1H2_uc002prz.3_Missense_Mutation_p.A233T|NR1H2_uc002psa.3_Missense_Mutation_p.A136TNM_007121 NP_009052 P55055 NR1H2_HUMANLigand-binding (Potential). 0GTTGGTGGCGGCCCAACTGCA0.607

- 5 888ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3CAAGCTACACACGTGGGGTTT0.488

- 5 2929ZNF841_uc010ydh.1_Missense_Mutation_p.N909D|ZNF841_uc010epk.1_Missense_Mutation_p.N485DNM_001136499 NP_001129971 Q6ZN19 ZN841_HUMAN 0CTTTCCACATTGAGTTTAGTT0.318

- 3 1808 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMANC2H2-type 13. 0GACCTCAGACGGAAGGTCTTG0.443

+ 5 806PRPF31_uc010yek.1_Missense_Mutation_p.R137HNM_015629 NP_056444 Q8WWY3 PRP31_HUMAN 1GATTACATCCGCACGGTCAAG0.577 rs147725190

+ 3 2269ZNF304_uc010etw.2_Missense_Mutation_p.S674R|ZNF304_uc010etx.2_Missense_Mutation_p.S585RNM_020657 NP_065708 Q9HCX3 ZN304_HUMANC2H2-type 16. 1ATAGCAGAAGCTCCCATCTTG0.478

- 3 640 NM_001037160 NP_001032237 Q717R9 CYS1_HUMAN 0CCGCTCGATGCTCGCCATCAG0.667

- 2 811 NM_012344 NP_036476 O95665 NTR2_HUMANCytoplasmic (Potential). 0GGAGCTGCCCGGGGTAGAAGT0.612 rs151252387

- 2 481MATN3_uc010exu.1_Missense_Mutation_p.Y140HNM_002381 NP_002372 O15232 MATN3_HUMAN VWFA. 0TTATCTGTGTAGGCCTGGAGT0.567

+ 13 2131 CAD_uc010eyw.2_IntronNM_004341 NP_004332 P27708 PYR1_HUMANCPSase (Carbamoyl-phosphate synthase).|CPSase A.|ATP-grasp 1.10CAAGGTGACCCAGCACCTGGG0.532

- 3 952ZNF513_uc002rkj.2_Missense_Mutation_p.P189LNM_144631 NP_653232 Q8N8E2 ZN513_HUMAN 1GGGACTGGGAGGCCGGGCTGG0.672

+ 6 623ZNF512_uc010ylv.1_Missense_Mutation_p.R100K|ZNF512_uc010ylw.1_Missense_Mutation_p.R150K|ZNF512_uc002rlb.2_Missense_Mutation_p.R100K|ZNF512_uc010ylx.1_Missense_Mutation_p.R100K|ZNF512_uc002rlc.2_Missense_Mutation_p.R100K|ZNF512_uc010yly.1_Intron|ZNF512_uc010ylz.1_Missense_Mutation_p.R72KNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1GCAGTGGGGAGGAAGACCATA0.423

+ 5 579VIT_uc002rpk.2_Missense_Mutation_p.G113S|VIT_uc010ynf.1_Missense_Mutation_p.G113S|VIT_uc002rpm.2_Missense_Mutation_p.G113S|VIT_uc010ezv.2_Missense_Mutation_p.G113S|VIT_uc010ezw.2_Missense_Mutation_p.G113SNM_053276 NP_444506 Q6UXI7 VITRN_HUMAN LCCL. 2TTATTCCAACGGTGTCCAATC0.428

+ 1 414TMEM178_uc010fam.1_Missense_Mutation_p.L130PNM_152390 NP_689603 Q8NBL3 TM178_HUMANExtracellular (Potential). 0ATCGACACCCTCATCCTGAAA0.383

- 31 3372LRPPRC_uc010yob.1_Missense_Mutation_p.A1005VNM_133259 NP_573566 P42704 LPPRC_HUMAN PPR 17. 3GCTGTTGGCAGCATCGTTCAG0.433

+ 9 1012MDH1_uc010ypv.1_Missense_Mutation_p.E337A|MDH1_uc010ypw.1_Missense_Mutation_p.E224ANM_005917 NP_005908 P40925 MDHC_HUMAN 2ACTGCAAAGGAACTGACAGAA0.353

- 1 38 NM_000682 NP_000673 P18089 ADA2B_HUMANHelical; Name=1; (By similarity). 3CGCTATGGCCGCTGTGGCCTG0.677

- 17 2209KIAA1310_uc002swh.3_Nonsense_Mutation_p.S574*|KIAA1310_uc002swi.3_Nonsense_Mutation_p.S615*|KIAA1310_uc002swj.3_RNA|KIAA1310_uc002swk.3_Nonsense_Mutation_p.S601*|KIAA1310_uc010fhz.2_Nonsense_Mutation_p.S508*|KIAA1310_uc002swl.3_Nonsense_Mutation_p.S587*|KIAA1310_uc002swm.3_RNA|KIAA1310_uc010yur.1_Nonsense_Mutation_p.S482*|KIAA1310_uc002swo.2_Nonsense_Mutation_p.S36*NM_001115016 NP_001108488 Q9P2N6 K1310_HUMAN Ser-rich. 0GGAGACCACTGAAGGGACTGG0.592

+ 10 2061 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential). 8CTGATTCGCCGGCGACACAGT0.493 rs144961744

+ 2 438FBLN7_uc002thn.2_Missense_Mutation_p.R56H|FBLN7_uc010fki.1_Missense_Mutation_p.R56H|FBLN7_uc010fkj.1_Missense_Mutation_p.R56HNM_153214 NP_694946 Q53RD9 FBLN7_HUMAN 2GAGGGCATCCGCCACATGAAG0.682

+ 4 869 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4CTTTGGTAACTACGGTCAGGA0.363

+ 17 1997UGGT1_uc010fme.1_Missense_Mutation_p.G482W|UGGT1_uc002tpr.2_Missense_Mutation_p.G583WNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1TAGCATTTTGGGGATTGATTC0.393

- 14 3223NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GGATGAAGGTGCTGGTGAATA0.592

- 12 4696 NM_002299 NP_002290 P09848 LPH_HUMANExtracellular (Potential).|4.|4 X approximate repeats. 13GTAGGGGGCAGTGCCAGGCCT0.502

- 7 1843 NM_002299 NP_002290 P09848 LPH_HUMANExtracellular (Potential).|4 X approximate repeats.|2. 13AGGCCTCTCTGGAGACAGGGG0.592 rs145074769

+ 5 561KYNU_uc002tvk.2_Missense_Mutation_p.L144R|KYNU_uc010fnm.2_Missense_Mutation_p.L144RNM_003937 NP_003928 Q16719 KYNU_HUMAN 2TTACATCTTCTAATGGTAAGT0.308

+ 8 1511GALNT13_uc002tyt.3_Missense_Mutation_p.W315L|GALNT13_uc010foc.1_Missense_Mutation_p.W134L|GALNT13_uc010fod.2_Missense_Mutation_p.W68LNM_052917 NP_443149 Q8IUC8 GLT13_HUMANCatalytic subdomain B.|Lumenal (Potential). 6ATGGATATCTGGGGTGGAGAG0.383

- 1 779 NM_152275 NP_689488 Q86WT1 TT30A_HUMAN TPR 3. 0GAGCATGCAGCTTCATACTGT0.557

- 46 16876TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153GACTAATTTTCCATCTTTGTA0.413



- 22 2442STAT1_uc010fse.1_Missense_Mutation_p.K685R|STAT1_uc002usk.2_Missense_Mutation_p.K685R|STAT1_uc002usl.2_Missense_Mutation_p.K687RNM_007315 NP_009330 P42224 STAT1_HUMAN 10CTTACCTTCCTTTGGCCTGGA0.458

- 1 616 NM_004657 NP_004648 O95810 SDPR_HUMAN 2TTGGTGAGGTCATTCTGGATG0.592

- 14 2633 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10AGGTGTGGGTGGTGCAGCTTG0.602

+ 12 1985PARD3B_uc010fub.1_Missense_Mutation_p.E593G|PARD3B_uc002vao.1_Missense_Mutation_p.E593G|PARD3B_uc002vap.1_Missense_Mutation_p.E531G|PARD3B_uc002vaq.1_Missense_Mutation_p.E593GNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4AGGAGGCCAGAGAGACCAATG0.488

+ 5 7038 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3AAGAAGGCGAAGAGAACAGCT0.463

- 20 3352TNS1_uc002vgr.2_Missense_Mutation_p.L985P|TNS1_uc002vgs.2_Missense_Mutation_p.L985P|TNS1_uc010zjv.1_Missense_Mutation_p.L985PNM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4GTGAGGTTTCAGGCCCAGAGC0.652

- 45 5249DOCK10_uc002vob.2_Missense_Mutation_p.Q1664H|DOCK10_uc002voa.2_Missense_Mutation_p.Q326H|DOCK10_uc002voc.2_Missense_Mutation_p.Q524HNM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-2. 2GCTCCTTCATCTGAGCTGTGG0.527

- 20 2581DOCK10_uc002vob.2_Missense_Mutation_p.E775GNM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-1. 2TTCCAGAGCCTCCTTCTTTTT0.408

+ 3 512ATG16L1_uc002vtx.1_Intron|ATG16L1_uc002vua.2_Missense_Mutation_p.M85I|ATG16L1_uc002vub.2_5'UTR|ATG16L1_uc002vtz.2_Intron|ATG16L1_uc002vud.3_Missense_Mutation_p.M1INM_030803 NP_110430 Q676U5 A16L1_HUMAN Potential. 0TACAAGAAATGGCCCAACTGA0.463

- 15 2138USP40_uc010zmt.1_Missense_Mutation_p.T357MNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3GGGGATGGCCGTCCAACCCTC0.502

- 1 288GBX2_uc010zng.1_Missense_Mutation_p.P74SNM_001485 NP_001476 P52951 GBX2_HUMAN 0GGCAGGCTGGGGATCTGGTGG0.642

- 10 1402IQCA1_uc002vwb.2_Missense_Mutation_p.M414T|IQCA1_uc002vwa.1_RNA|IQCA1_uc010zni.1_Missense_Mutation_p.M366TNM_024726 NP_079002 Q86XH1 IQCA1_HUMAN Lys-rich. 1ATCTTTTTTCATCCAGATTTC0.313

- 10 1331PER2_uc010znv.1_Missense_Mutation_p.P365R|PER2_uc010znw.1_Missense_Mutation_p.P365R|PER2_uc010fyx.1_IntronNM_022817 NP_073728 O15055 PER2_HUMAN PAS 2. 2CACGAGCACTGGGGTTTCAAT0.552

+ 2 177 NM_001040445 NP_001035535 Q9Y576 ASB1_HUMAN 0ATTTTGTGATCATCCGCTGGA0.557

+ 5 1149 NM_002081 NP_002072 P35052 GPC1_HUMAN 1TACATCGGGTGTGGAGAGTGT0.627

+ 17 1955 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANExtracellular (Potential). 3GGGATACCCAGGCAACTACCA0.562

+ 2 205 NM_173821 NP_776182 Q14D33 CB085_HUMAN 1CACTGTCCGGGGACCTGGGAC0.682

+ 5 1022ATRN_uc002wil.2_Nonsense_Mutation_p.S311*NM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential). 2TCCTGCTTCTCAGACTGGCAG0.388

+ 1 310uc002wjz.1_5'Flank|uc002wka.1_5'Flank|PANK2_uc002wkb.2_Intron|PANK2_uc010gbd.1_RNA|PANK2_uc002wkd.2_RNA|PANK2_uc002wke.2_5'Flank|PANK2_uc002wkf.2_5'FlankNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0CTGGACTGCCGCGGAGGAGGC0.736

- 1 92 NM_033176 NP_149416 Q9H2Z4 NKX24_HUMAN 0ATGGCGCCGCTGAACTTCTTG0.522

+ 1 797 NM_001052 NP_001043 P31391 SSR4_HUMANCytoplasmic (Potential). 1GGCCCTGCGCGCTGGCTGGCA0.627

- 11 830 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1GCCAGGTGTCACGTTGGGCTA0.522

+ 2 477EDEM2_uc010zuv.1_Intron|PROCR_uc010zuw.1_Missense_Mutation_p.R135HNM_006404 NP_006395 Q9UNN8 EPCR_HUMANExtracellular (Potential). 0GGCCTCGTGCGCCTGGTGCAC0.498

- 2 138SCAND1_uc002xeo.2_Missense_Mutation_p.L8F|SCAND1_uc002xep.2_Missense_Mutation_p.L8FNM_033630 NP_361012 P57086 SCND1_HUMAN 0CAGTGGCCGCCAAGATCGGCT0.667

- 4 530 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0TCAATGATTCGGACGAGGAGA0.393

+ 11 1849MYBL2_uc010zwj.1_Missense_Mutation_p.L521SNM_002466 NP_002457 P10244 MYBB_HUMAN 5GAGGAGGACTTGAAGGAGGTG0.627

- 5 601 ADA_uc010ggt.2_RNA NM_000022 NP_000013 P00813 ADA_HUMAN 3CTCACTGGGCTGGTGGCGCAT0.692

- 4 518SYS1_uc002xnw.1_3'UTR|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1TGGCATTGCCGCCAATGACGT0.507

- 1 989C20orf165_uc002xqf.2_5'Flank|CTSA_uc002xqh.2_5'Flank|CTSA_uc002xqj.3_5'Flank|CTSA_uc002xqi.2_5'Flank|CTSA_uc010zxi.1_5'Flank|CTSA_uc002xqk.3_5'FlankNM_080749 NP_542787 Q9BR09 NEUL2_HUMAN NHR. 0TGGACAAGGCGCACGCTCTTT0.637

+ 14 1841 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2TTCCCCAAGGTGAGCAGGCAC0.463

- 7 1082 NM_004776 NP_004767 O43286 B4GT5_HUMANLumenal (Potential). 1CTTCTCCACCCCAACCCCAGA0.443

+ 2 322SLC9A8_uc010zym.1_5'UTR|SLC9A8_uc010zyj.1_Missense_Mutation_p.P38T|SLC9A8_uc010zyk.1_Missense_Mutation_p.P38T|SLC9A8_uc010zyl.1_Missense_Mutation_p.P38T|SLC9A8_uc010gib.1_Missense_Mutation_p.P38TNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1GCTCCCGACCCCTGGCAAGCC0.577

- 3 1743SPATA2_uc002xuw.2_Missense_Mutation_p.R465C|SPATA2_uc010zyn.1_Missense_Mutation_p.R328CNM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2GCGCCTGGGCGGTTGCAGAAG0.597

- 4 570TMEM189_uc010zyq.1_RNA|TMEM189_uc002xvg.2_Missense_Mutation_p.G137R|TMEM189_uc010gif.2_Missense_Mutation_p.G134R|TMEM189_uc010zyp.1_Missense_Mutation_p.G62RNM_199203 NP_954673 Q13404 UB2V1_HUMAN 0CAGTTGTCCCCGTTGGTCTCG0.612

+ 7 2554CASS4_uc002xxr.2_Missense_Mutation_p.H777D|CASS4_uc010zze.1_Missense_Mutation_p.H723D|CASS4_uc010gio.2_Missense_Mutation_p.H340DNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3GCTGGAGCAACACACGCGGCA0.617

- 2 330ZBP1_uc010gjm.2_Missense_Mutation_p.R17G|ZBP1_uc002xyp.2_Intron|ZBP1_uc010zzn.1_Missense_Mutation_p.R17GNM_030776 NP_110403 Q9H171 ZBP1_HUMAN DRADA 1. 2TGCAGGATTCTTTGTTCAAGG0.617

+ 9 1019SS18L1_uc011aaa.1_Missense_Mutation_p.A322T|SS18L1_uc002ybz.1_RNA|SS18L1_uc002yca.1_RNA|SS18L1_uc002ycc.1_RNANM_198935 NP_945173 O75177 CREST_HUMAN Gln-rich. 2GCAGGGTGCCGCGCAGCAGCA0.662 rs142989416

+ 3 206 NM_020882 NP_065933 Q9P218 COKA1_HUMANFibronectin type-III 1. 1GAGGCTGGCTGTGCTGCCTGA0.622

- 4 1814 NM_003489 NP_003480 P48552 NRIP1_HUMAN 0CTACTTTCCTCAAAAATGCTT0.368

- 5 803SYNJ1_uc011ads.1_Missense_Mutation_p.N229S|SYNJ1_uc002yqf.2_Missense_Mutation_p.N229S|SYNJ1_uc002yqg.2_Missense_Mutation_p.N229S|SYNJ1_uc002yqi.2_Missense_Mutation_p.N268SNM_003895 NP_003886 O43426 SYNJ1_HUMAN SAC. 5TTCTACAAAATTGGCAACATG0.338

+ 5 709 MX2_uc011aer.1_RNA NM_002463 NP_002454 P20592 MX2_HUMAN 2GGGAATGGCCGGGGCATCAGC0.587

- 4 555ICOSLG_uc011afc.1_Missense_Mutation_p.P51S|ICOSLG_uc002zef.2_Missense_Mutation_p.P24S|ICOSLG_uc010gpp.1_Missense_Mutation_p.P141SNM_015259 NP_056074 O75144 ICOSL_HUMANExtracellular (Potential).|Ig-like C2-type. 0CTGACGACGGGCACGCTGAAG0.577

+ 19 1649COL6A2_uc002zhy.1_Missense_Mutation_p.A523T|COL6A2_uc002zhz.1_Missense_Mutation_p.A523T|COL6A2_uc002zib.1_IntronNM_001849 NP_001840 P12110 CO6A2_HUMANTriple-helical region. 8ACCCCGAGGAGCACCCGTGAG0.637

- 1 61GAB4_uc010gqs.1_Translation_Start_SiteNM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2GCGAGAGGGCGTTGCTGGAGG0.677

- 26 5641MICAL3_uc011agl.1_Missense_Mutation_p.T1679I|MICAL3_uc010gre.1_5'FlankNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0GCTGGAGGGGGTGCTGGGGCA0.647

- 26 5101MICAL3_uc011agl.1_Missense_Mutation_p.P1499R|MICAL3_uc010gre.1_5'FlankNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0GGACACCAAGGGCAGCCCCCT0.706

+ 5 686ZDHHC8_uc002zrr.1_Missense_Mutation_p.G194S|ZDHHC8_uc010gsa.2_IntronNM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANHelical; (Potential). 2GTGTGTGGCCGGCCTCTTCTT0.632



- 6 1625KLHL22_uc011ahr.1_Missense_Mutation_p.G363RNM_032775 NP_116164 Q53GT1 KLH22_HUMAN Kelch 5. 1CTCCTGTATCCGGCATCGTTG0.587

+ 2 145 NM_001144931 NP_001138403 0GAACGTGACGGTACGGCCGGG0.667

+ 30 5012CABIN1_uc002zzj.1_Missense_Mutation_p.L1550I|CABIN1_uc002zzl.1_Missense_Mutation_p.L1629I|CABIN1_uc002zzm.1_Missense_Mutation_p.L54INM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5GTCCTCCATGCTTCAGCGGAC0.647

- 5 1142GGT5_uc002zzp.3_Missense_Mutation_p.Q242R|GGT5_uc002zzr.3_Missense_Mutation_p.Q210R|GGT5_uc002zzq.3_Missense_Mutation_p.Q210R|GGT5_uc011ajm.1_Missense_Mutation_p.Q165R|GGT5_uc011ajn.1_IntronNM_004121 NP_004112 P36269 GGT5_HUMANExtracellular (Potential). 3CACCAGCATCTGGCCCAGCCT0.637

+ 6 816EWSR1_uc003aes.3_Missense_Mutation_p.L163P|EWSR1_uc003aev.2_Missense_Mutation_p.L169P|EWSR1_uc003aew.2_Intron|EWSR1_uc003aex.2_Missense_Mutation_p.L163P|EWSR1_uc003aey.2_5'UTRNM_005243 NP_005234 Q01844 EWS_HUMAN15.|EAD (Gln/Pro/Thr-rich).|31 X approximate tandem repeats.3254CAGCCCAGCCTAGGATATGGA0.502

+ 2 672GAS2L1_uc010gvm.1_Missense_Mutation_p.V158A|GAS2L1_uc003afb.1_Missense_Mutation_p.V158A|GAS2L1_uc003afc.1_Missense_Mutation_p.V158A|GAS2L1_uc003afd.1_Missense_Mutation_p.V158A|GAS2L1_uc003afe.1_Missense_Mutation_p.V158ANM_152236 NP_689422 Q99501 GA2L1_HUMAN 0CCACGCCTCGTGCAGTTTGAG0.701

+ 5 684 NM_182527 NP_872333 Q86V35 CABP7_HUMANHelical; Anchor for type IV membrane protein; (Potential).0ATGCTCATTGCGGCCAACCAG0.647

+ 11 1206TOM1_uc011ami.1_Missense_Mutation_p.R328G|TOM1_uc011amj.1_Missense_Mutation_p.R204G|TOM1_uc003ans.2_Missense_Mutation_p.R204G|TOM1_uc011amk.1_Missense_Mutation_p.R323G|TOM1_uc003anp.2_Missense_Mutation_p.R361G|TOM1_uc011aml.1_Missense_Mutation_p.R316G|TOM1_uc003ano.2_RNA|TOM1_uc003anq.2_Missense_Mutation_p.R355G|TOM1_uc003anr.2_Missense_Mutation_p.R204GNM_005488 NP_005479 O60784 TOM1_HUMAN 1GGCCTCTGGTCGACTGGAAGA0.602

+ 3 308 NM_002305 NP_002296 P09382 LEG1_HUMANBeta-galactoside binding.|Galectin. 0GGCCTGGGGGACCGAGCAGCG0.657

- 2 477 NM_145912 NP_666017 Q8NET5 NFAM1_HUMANExtracellular (Potential).|Ig-like V-type. 0CTGACCAGGATGAAGGTGCCG0.572

+ 1 191PANX2_uc003bjp.3_5'UTR|PANX2_uc003bjo.3_Missense_Mutation_p.L64PNM_052839 NP_443071 Q96RD6 PANX2_HUMANHelical; (Potential). 1GTGCCCATCCTGCTGGTCACC0.577

- 9 1211CPT1B_uc003bml.2_Missense_Mutation_p.E350G|CPT1B_uc003bmm.2_Missense_Mutation_p.E350G|CPT1B_uc003bmo.2_Missense_Mutation_p.E350G|CPT1B_uc011asa.1_Missense_Mutation_p.E316G|CPT1B_uc003bmn.2_Missense_Mutation_p.E350G|CPT1B_uc011asb.1_Missense_Mutation_p.E350G|CHKB-CPT1B_uc003bmp.2_Missense_Mutation_p.E147GNM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2ACGGGCGCCCTCATAGAGCCA0.612

+ 2 500SUMF1_uc003bps.1_Intron|SETMAR_uc003bpw.3_Missense_Mutation_p.K132E|SETMAR_uc003bpy.3_Intron|SETMAR_uc011asq.1_Missense_Mutation_p.K132E|SETMAR_uc011asr.1_Silent_p.S34S|SETMAR_uc010hbx.2_5'UTRNM_006515 NP_006506 Q53H47 SETMR_HUMANSET.|Histone-lysine N-methyltransferase. 1CCAAGTGTTCAAGACGCATAA0.453

- 15 1968RAF1_uc011aut.1_Missense_Mutation_p.R303P|RAF1_uc011auu.1_Missense_Mutation_p.R436PNM_002880 NP_002871 P04049 RAF1_HUMANProtein kinase. 14ATCCTGCATTCGGATCACCTC0.478 rs149580968

+ 6 872 NM_015141 NP_055956 Q8N335 GPD1L_HUMANSubstrate binding. 0TACGGAGGGCGGAACCGCAGG0.617

- 3 1953 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9TTGTCCTCATTTCGCTGAACC0.408

- 3 3882SETD2_uc003cqv.2_Missense_Mutation_p.S1266GNM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32GCTCCATAGCTACTGTCAGGT0.473

+ 1 169ATRIP_uc011bbj.1_Missense_Mutation_p.V615M|ATRIP_uc003ctf.1_Missense_Mutation_p.V742M|ATRIP_uc003ctg.1_Missense_Mutation_p.V715M|TREX1_uc010hjy.2_Translation_Start_Site|TREX1_uc003ctk.2_5'Flank|TREX1_uc010hjz.2_5'Flank|TREX1_uc010hka.2_5'FlankNM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0GATGCACTGCGTGGAGGTCCT0.607

+ 5 3338 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN Potential. 8CGCAAGACCCGGCGGGACAAG0.657

+ 37 3738 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0AATGTATATCCGCTACATCCA0.428

+ 12 2339ATXN7_uc003dlv.2_Missense_Mutation_p.A596T|ATXN7_uc010hnv.2_Missense_Mutation_p.A596T|ATXN7_uc011bfn.1_Missense_Mutation_p.A451TNM_000333 NP_000324 O15265 ATX7_HUMAN 0CTATCTGGCAGCAGCCACCGT0.537

- 1 21ADAMTS9_uc011bfo.1_Translation_Start_Site|ADAMTS9_uc003dmh.1_5'Flank|ADAMTS9_uc003dmk.1_Translation_Start_Site|uc003dml.2_IntronNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4GTGCTTCCCACCCCTCCCTCC0.751

- 3 577IMPG2_uc011bhe.1_5'UTRNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3AAGTCGATCCCAAAAAGTCCT0.403

+ 5 1187ADPRH_uc010hqv.2_Missense_Mutation_p.F297L|ADPRH_uc011bjb.1_Missense_Mutation_p.F190L|ADPRH_uc003ect.2_Missense_Mutation_p.F297LNM_001125 NP_001116 P54922 ADPRH_HUMAN 1CCACCGAGCCTTTTTCCATGG0.547

+ 4 1516CASR_uc003eew.3_Missense_Mutation_p.D382NNM_000388 NP_000379 P41180 CASR_HUMANExtracellular (Potential). 7AGAAAGTGGCGACAGGTTTAG0.493

- 13 2844CCDC14_uc003egv.3_Nonsense_Mutation_p.S559*|CCDC14_uc003egx.3_Nonsense_Mutation_p.S718*|CCDC14_uc010hrt.2_Nonsense_Mutation_p.S877*|CCDC14_uc003egy.3_Nonsense_Mutation_p.S718*|CCDC14_uc003egz.2_3'UTRNM_022757 NP_073594 Q49A88 CCD14_HUMAN 0AGTGAACGTTGAAAACGAAGA0.443

+ 1 785 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANSema.|Extracellular (Potential). 3CAAGATCGTGCGGCTCTGTGT0.602

+ 10 1709MCM2_uc011bkm.1_Missense_Mutation_p.A421V|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.A504VNM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4GGCCAGGGGGCGTCGGCTGTG0.617

- 11 1272KY_uc011blw.1_3'UTR|KY_uc011blx.1_Missense_Mutation_p.V383MNM_178554 NP_848649 Q8NBH2 KY_HUMAN 2GGAGGGTACACCTCCAACTTC0.532

- 2 691DZIP1L_uc003err.1_Nonsense_Mutation_p.Q110*NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2GCCTCCAGCTGGGCAACACTG0.662

+ 7 1345CLSTN2_uc003etm.2_Missense_Mutation_p.M385INM_022131 NP_071414 Q9H4D0 CSTN2_HUMANExtracellular (Potential). 7CCATGTGGATGAAACACGGCC0.562

+ 15 2280GMPS_uc011bom.1_Missense_Mutation_p.I550VNM_003875 NP_003866 P49915 GUAA_HUMAN 3CATGACTGGTATACCTGCAAC0.383

- 3 789CLDN11_uc011bpt.1_Intron|uc003fha.1_IntronNM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5TAGTGAGTCAAACATGCTGCT0.562

+ 1 44EIF4A2_uc003fqt.2_RNA|EIF4A2_uc003fqu.2_Missense_Mutation_p.S2C|EIF4A2_uc003fqv.2_5'UTR|EIF4A2_uc003fqw.2_5'UTR|SNORD2_uc010hyu.1_5'Flank|EIF4A2_uc011bsb.1_5'FlankNM_001967 NP_001958 Q14240 IF4A2_HUMAN 4CGGATCATGTCTGGTGGCTCC0.577

- 3 1518ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0TCTTCACATTCGTAAGGTTTC0.398

+ 12 1836TBC1D14_uc003gjs.3_Splice_Site_p.W586_splice|TBC1D14_uc010idh.2_Splice_Site_p.W306_splice|TBC1D14_uc011bwh.1_Splice_Site_p.W233_splice|TBC1D14_uc003gju.3_Splice_Site_p.W77_spliceNM_001113361 NP_001106832 Q9P2M4 TBC14_HUMAN 2TAATTGATTGGTAAGACTGGC0.408

+ 12 2682SH3TC1_uc003gkw.3_Nonsense_Mutation_p.Q785*|SH3TC1_uc003gkx.3_RNA|SH3TC1_uc003gky.2_5'FlankNM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3CAGCGAGGACCAGGAGGGCGT0.687

- 10 6986BOD1L_uc010idr.1_Missense_Mutation_p.T1627INM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6AATCATGGCGGTGTCACCCAT0.557

+ 1 2314PCDH7_uc011bxw.1_Missense_Mutation_p.V389I|PCDH7_uc011bxx.1_Missense_Mutation_p.V436INM_002589 NP_002580 O60245 PCDH7_HUMANExtracellular (Potential).|Cadherin 4. 4GGCCGAGGACGTTCTGGTCGA0.622

- 4 2469 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3GAACATGCCCGGAAACTCATC0.463

- 3 408 NM_002704 NP_002695 P02775 CXCL7_HUMAN 4ATTCTGGGAGCATCTGGGTCC0.428

+ 17 2400FRAS1_uc003hkw.2_Splice_Site_p.A654_splice|FRAS1_uc003hky.1_Splice_Site_p.A358_splice|FRAS1_uc003hkz.2_Splice_Site_p.A358_splice|FRAS1_uc003hla.1_Splice_Site_p.A165_spliceNM_025074 NP_079350 Q86XX4 FRAS1_HUMAN 5TCTGCAAAGGTATCGTTGGTG0.478

+ 25 3502FRAS1_uc003hkw.2_Missense_Mutation_p.C1021YNM_025074 NP_079350 Q86XX4 FRAS1_HUMANFU 13.|Extracellular (Potential). 5TGTACCCGCTGCAAAGGGCCA0.512

+ 2 1212 NM_152618 NP_689831 Q6ZW61 BBS12_HUMAN 2GTTGTGTCAGTATCTAATAAT0.403

- 2 1993MAML3_uc011chd.1_IntronNM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1GGACTGGACAGCACAGTTTGC0.562

+ 2 6593 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9GGAAAGAAAGGAATTTCATCT0.453

+ 3 500FAM170A_uc003ksl.2_Missense_Mutation_p.P97H|FAM170A_uc003ksn.2_Missense_Mutation_p.P97H|FAM170A_uc003kso.2_Missense_Mutation_p.P50HNM_182761 NP_877438 A1A519 F170A_HUMAN 1GAGACTCCTCCCCGCTCACAA0.483



+ 1 178 NM_016048 NP_057132 Q96CN7 ISOC1_HUMAN 0CATCCAGAAGTTCCTCAGCCT0.602

+ 4 1161 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1CGGCTGGCACGCCGTCTCTAC0.652

+ 15 2163SLC4A9_uc003lfj.2_Missense_Mutation_p.A686P|SLC4A9_uc011czg.1_Missense_Mutation_p.A623P|SLC4A9_uc003lfl.2_Missense_Mutation_p.A686P|SLC4A9_uc003lfk.2_Missense_Mutation_p.A672PNM_031467 NP_113655 Q96Q91 B3A4_HUMANCytoplasmic (Potential).|Membrane (anion exchange).1ACCTTTTGGAGCCAACCCCTG0.597

+ 3 1513SLC35A4_uc003lgh.1_Missense_Mutation_p.L262PNM_080670 NP_542401 Q96G79 S35A4_HUMANHelical; (Potential).|Leu-rich. 0AGCCAGGCACTAAATGGACTG0.592

+ 1 1385PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Missense_Mutation_p.A427T|PCDHA2_uc011czy.1_Missense_Mutation_p.A427TNM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANCadherin 4.|Extracellular (Potential). 4GGTGGTGACCGCACGGGACGG0.632

+ 1 1279PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.A427T|PCDHA13_uc003lid.2_Missense_Mutation_p.A427TNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCadherin 4.|Extracellular (Potential). 6GGTGGTGACCGCGCGGGACGG0.657

+ 1 101PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lkv.1_Intron|PCDHGC3_uc003lkw.1_Intron|PCDHGC4_uc011dbb.1_Missense_Mutation_p.P34LNM_018928 NP_061751 Q9Y5F7 PCDGL_HUMANCadherin 1.|Extracellular (Potential). 4ATCCGCTACCCGGTCCCAGAG0.552

- 16 2252DIAPH1_uc003llc.3_Missense_Mutation_p.P695L|DIAPH1_uc010jgc.1_Missense_Mutation_p.P143LNM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. 1CAAGGGAGGAGGTGGGGGGGG0.642

- 8 1310CSNK1A1_uc011dcb.1_Missense_Mutation_p.L186P|CSNK1A1_uc011dcc.1_Missense_Mutation_p.L216P|CSNK1A1_uc003lqv.1_Missense_Mutation_p.L188P|CSNK1A1_uc003lqw.1_Missense_Mutation_p.L305P|CSNK1A1_uc003lqy.1_Missense_Mutation_p.L277P|CSNK1A1_uc010jha.1_Missense_Mutation_p.L277PNM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase. 1TAGCTGCCTCAGATACATGTA0.373

+ 10 1532GALNT10_uc010jic.2_RNA|GALNT10_uc010jid.2_Missense_Mutation_p.G308D|uc003lvi.2_Intron|GALNT10_uc003lvj.2_Missense_Mutation_p.G138DNM_198321 NP_938080 Q86SR1 GLT10_HUMANLumenal (Potential).|Ricin B-type lectin. 2CGAAATGTGGGCACAGGGCTG0.607

+ 2 925SAP30L_uc003lvm.3_RNA|SAP30L_uc011ddc.1_Intron|SAP30L_uc011ddd.1_Intron|SAP30L_uc003lvl.2_RNANM_024632 NP_078908 Q9HAJ7 SP30L_HUMAN 0GAGGAAGACAAGTGACGATGG0.423

- 4 750KCNIP1_uc003map.2_IntronNM_004137 NP_004128 Q16558 KCMB1_HUMANExtracellular (Potential). 2CACGTCGGCCCGGGCCGTCTG0.577

- 14 1474 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 1. 2GCCGCAGTCGGTCTCGCGAGA0.701

- 10 1823uc003mvi.1_Intron|SLC22A23_uc003mvn.3_Missense_Mutation_p.T327M|SLC22A23_uc003mvo.3_Missense_Mutation_p.T327M|SLC22A23_uc003mvp.1_RNANM_015482 NP_056297 A1A5C7 S22AN_HUMANHelical; (Potential). 1 GCAGATGAGCGtgcagcaggc0.453

- 2 632PRL_uc003ndo.2_Missense_Mutation_p.R39Q|PRL_uc003ndq.2_Missense_Mutation_p.R38Q|PRL_uc003ndr.1_RNANM_000948 NP_000939 P01236 PRL_HUMAN 0CACCTGGCATCGGGCAGCCCC0.587

- 2 507ZSCAN23_uc003nlh.2_RNA|ZSCAN23_uc010jrf.1_Intron|ZSCAN23_uc011dli.1_Missense_Mutation_p.R109INM_001012455 NP_001012458 Q3MJ62 ZSC23_HUMAN SCAN box. 0ACGGTGCTGTCTGACCCAGGC0.582

+ 3 727CFB_uc011dor.1_Missense_Mutation_p.R652Q|CFB_uc003nyi.2_Missense_Mutation_p.R150QNM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 2. 1GTGAATGGCCGATGGAGTGGG0.587

+ 8 1279RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.A388T|SLC39A7_uc011dqv.1_Missense_Mutation_p.A263T|SLC39A7_uc003odh.2_Missense_Mutation_p.A36T|HSD17B8_uc003odi.1_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMANHelical; (Potential). 1ACTACTGACAGCAGTAGGGGC0.552

+ 16 2027 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CACAACAACCGCAAGCTCCTG0.612

- 1 119LEMD2_uc011drl.1_5'Flank|LEMD2_uc003ofe.2_5'UTRNM_181336 NP_851853 Q8NC56 LEMD2_HUMAN LEM. 1CGCAGGCGGCGCAGCTTGTTG0.741

+ 16 2054FGD2_uc003ong.2_Missense_Mutation_p.L350P|FGD2_uc011dtv.1_Missense_Mutation_p.L256P|FGD2_uc003onj.1_3'UTRNM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 2. 3ACGGAGGAGCTGAAGGGCCGC0.682

+ 18 2383DAAM2_uc003oox.2_Missense_Mutation_p.D743HNM_015345 NP_056160 Q86T65 DAAM2_HUMAN FH2. 3GGCCCGTGCTGACCGCTTCCT0.577

- 4 2494ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7TGAGAGGTGGGATACATGGGC0.527

- 5 1620C6orf154_uc003ovj.1_Missense_Mutation_p.N49SNM_001012974 NP_001012992 Q5JTD7 CF154_HUMAN LRR 7. 0GCTAATGCTGTTCTCAGCCAA0.547

- 13 1577 NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4AAGCTAGTTTTGGGATCCAAA0.438

+ 2 541SPATS1_uc003oxg.2_RNA|SPATS1_uc010jzb.2_5'UTRNM_145026 NP_659463 Q496A3 SPAS1_HUMAN 1AACACAACACCCTCTGGCAAA0.433

+ 1 1342TDRD6_uc010jze.2_Missense_Mutation_p.Q442ENM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6CCGAGTCCTTCAGAGCCAGGC0.468

- 35 5963PKHD1_uc003pai.2_Missense_Mutation_p.T1896MNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44CTGATTGGGCGTCTCACACTC0.428 rs140996978

- 6 856COL9A1_uc003pff.3_5'FlankNM_001851 NP_001842 P20849 CO9A1_HUMAN 4GAAGTTCAAACTGGAGAAAGG0.463

- 22 2762PHIP_uc003piq.2_5'Flank|PHIP_uc011dyp.1_Missense_Mutation_p.S845GNM_017934 NP_060404 Q8WWQ0 PHIP_HUMAN 6TTCATTTACCTAGAACTGCCA0.363

- 6 740ME1_uc011dzb.1_Missense_Mutation_p.R137W|ME1_uc011dzc.1_Missense_Mutation_p.R46WNM_002395 NP_002386 P48163 MAOX_HUMAN 2CTTCTCTGCCGTAGTCCAATG0.269 rs141363376

+ 6 834ANKRD6_uc003pne.3_Missense_Mutation_p.S165P|ANKRD6_uc003pnf.3_Missense_Mutation_p.S165P|ANKRD6_uc011dzy.1_Missense_Mutation_p.S165P|ANKRD6_uc010kcd.2_Missense_Mutation_p.S132P|LYRM2_uc010kce.1_Intron|LYRM2_uc003png.2_Intron|ANKRD6_uc003pnh.3_5'UTRNM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN ANK 5. 3GCTGGCCGGGTCCCGCGCTGA0.542

- 16 2607USP45_uc003ppv.2_Splice_Site|USP45_uc003ppw.2_Splice_Site_p.A372_spliceNM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2TCAAGCCAGCCTTAAAAAGAC0.323

- 6 961LAMA4_uc003pvv.2_Missense_Mutation_p.G218R|LAMA4_uc003pvt.2_Missense_Mutation_p.G218RNM_001105206 NP_001098676 Q16363 LAMA4_HUMANLaminin EGF-like 3. 9CACTTGAATCCGGTGGTGTTG0.483

+ 46 6788LAMA2_uc003qbo.2_Missense_Mutation_p.Y2228CNM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 1. 10GATGACTCATATTGGTACCGT0.373

+ 3 2160TMEM200A_uc010kfh.2_Missense_Mutation_p.Y430C|TMEM200A_uc010kfi.2_Missense_Mutation_p.Y430C|TMEM200A_uc003qcb.2_Missense_Mutation_p.Y430CNM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AGCAAGGGATATATGAAACTA0.458

+ 3 1688 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0CGGTGGGATGGCAGCTGGCAC0.552

- 10 1883 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2CTTGGAGGGAGGTTCAGCATC0.602

+ 3 583GPR126_uc010khd.2_Missense_Mutation_p.P58T|GPR126_uc010khe.2_Missense_Mutation_p.P58T|GPR126_uc010khf.2_Missense_Mutation_p.P58T|GPR126_uc003qix.2_Missense_Mutation_p.P58TNM_020455 NP_065188 Q86SQ4 GP126_HUMANCUB.|Extracellular (Potential). 1TCCATGCTACCCTAACGACTA0.502

+ 3 208C6orf72_uc010kie.1_IntronNM_138785 NP_620140 Q9NU53 CF072_HUMANExtracellular (Potential). 0 TTATTTTAAGGTTGTTCTTAA0.318

- 5 738KATNA1_uc003qms.2_Missense_Mutation_p.M231I|KATNA1_uc003qmt.2_Intron|KATNA1_uc011eed.1_IntronNM_007044 NP_008975 O75449 KTNA1_HUMAN 1AGAATTCGGGCATCCACATTG0.388

- 1 561RSPH3_uc010kju.2_Missense_Mutation_p.A124V|RSPH3_uc003qry.1_Missense_Mutation_p.A124VNM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2GCAGGTGGGCGCTAAGGTGTT0.652

- 10 1674SLC22A2_uc003qte.1_Missense_Mutation_p.V502MNM_003058 NP_003049 O15244 S22A2_HUMANHelical; (Potential). 2AAGCCAAGCACGCCTGAAAGC0.393 rs140033522

- 1 88 uc003quy.1_5'Flank NM_145169 NP_660152 Q8WV19 SFT2A_HUMANCytoplasmic (Potential). 1GCTACCTGCGCAGTCAGGCCC0.731

- 38 5418INTS1_uc003skm.1_5'FlankNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0ACACTCTCATCGTCCCCACAG0.697

+ 25 3948SDK1_uc010kso.2_Missense_Mutation_p.R546QNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 6. 6GTGCGGGGCCGGACGCGGGAG0.647

+ 3 860FOXK1_uc003sna.1_Missense_Mutation_p.A121T|FOXK1_uc003snb.1_Missense_Mutation_p.A284TNM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2AGAGTTTGCAGCAAAGGCCGC0.662



- 8 1276DAGLB_uc003spz.2_5'Flank|DAGLB_uc011jwt.1_Missense_Mutation_p.V183A|DAGLB_uc011jwu.1_Missense_Mutation_p.V240A|DAGLB_uc003sqb.2_Missense_Mutation_p.V88A|DAGLB_uc003sqc.2_Missense_Mutation_p.V88A|DAGLB_uc011jwv.1_RNA|DAGLB_uc003sqd.3_Missense_Mutation_p.V328A|DAGLB_uc011jww.1_RNANM_139179 NP_631918 Q8NCG7 DGLB_HUMANCytoplasmic (Potential). 3AGCGACCACAACAGACTCTTT0.572

+ 4 315MIOS_uc010ktp.1_Missense_Mutation_p.G3SNM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0AAACATGAGCGGTACCAAACC0.338

+ 5 902POLR2J4_uc003tjc.2_Intron|POLR2J4_uc003tjd.2_Intron|POLR2J4_uc010kxw.2_Intron|POLR2J4_uc003tje.3_Intron|uc003tjg.1_IntronNM_175064 NP_778234 Q8NFV5 SPDE1_HUMAN Arg-rich. 1TTCCATGAACCCGAGGGCCAG0.552

- 18 2530MYO1G_uc003tmf.2_Missense_Mutation_p.R239W|MYO1G_uc003tmg.2_Missense_Mutation_p.R558W|MYO1G_uc010kym.2_Missense_Mutation_p.R681WNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4TGCCGGGCCCGCCACCTGGGA0.637

+ 9 1526IKZF1_uc003tox.3_Missense_Mutation_p.S411N|IKZF1_uc003toy.3_Missense_Mutation_p.S411N|IKZF1_uc011kck.1_Missense_Mutation_p.S366N|IKZF1_uc003toz.3_Missense_Mutation_p.S423N|IKZF1_uc010kyx.2_Missense_Mutation_p.S193N|IKZF1_uc003tpa.3_Missense_Mutation_p.S195NNM_006060 NP_006051 Q13422 IKZF1_HUMAN 148CGCGTGGTCAGCACCAGCGGG0.662

- 12 1420GRB10_uc003tph.3_Missense_Mutation_p.R405S|GRB10_uc003tpj.2_Missense_Mutation_p.R417S|GRB10_uc003tpk.2_Missense_Mutation_p.R463S|GRB10_uc010kzb.2_Missense_Mutation_p.R405S|GRB10_uc003tpl.2_Missense_Mutation_p.R457S|GRB10_uc003tpm.2_Missense_Mutation_p.R405S|GRB10_uc003tpn.2_Missense_Mutation_p.R405SNM_005311 NP_005302 Q13322 GRB10_HUMAN 6GGGGCCTTACCCTCCAGGCGT0.642

- 8 1138TYW1B_uc011keh.1_Missense_Mutation_p.E165K|TYW1B_uc011kei.1_5'UTR|TYW1B_uc011kek.1_RNANM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0AAGCTCCTCTCCCTCGGAGCA0.418

- 2 656POM121C_uc003udk.3_5'UTR|POM121C_uc003udl.1_RNA A8CG34 P121C_HUMANRequired for targeting to the nucleus and nuclear pore complex.|Pore side (Potential).0AAGTACCCCCGGACAGGAATA0.527

- 6 526TMEM120A_uc003uee.2_Missense_Mutation_p.T45I|TMEM120A_uc003ueb.1_5'Flank|TMEM120A_uc003uec.2_Missense_Mutation_p.T45INM_031925 NP_114131 Q9BXJ8 T120A_HUMANHelical; (Potential). 0GAGGATGATGGTGAGGTAGAG0.637

+ 2 314CDK14_uc003ukt.1_5'UTR|CDK14_uc003ukv.1_5'UTR|CDK14_uc003uku.1_5'UTR|CDK14_uc003ukx.1_RNANM_012395 NP_036527 O94921 CDK14_HUMAN 4TATTTTATAGCTTTGAAGAAA0.313

+ 2 1188 NM_001040152 NP_001035242 Q86TG7 PEG10_HUMANNecessary for interaction with ALK1. 1GCTGCAGCTCGCAAGCCACGC0.647

- 3 651 NM_001185 NP_001176 P25311 ZA2G_HUMAN 2GTACCTTGCCGGTCCAGGATA0.542 rs146685912

+ 3 379C7orf51_uc003uve.1_5'FlankNM_173564 NP_775835 Q6ZVC0 CG051_HUMAN 1CCCGCACCCCTGCCGCAGCGC0.731

+ 9 1552FBXO24_uc003uvn.1_Intron|uc011kjy.1_RNA|FBXO24_uc011kjz.1_Missense_Mutation_p.L458P|FBXO24_uc011kka.1_Missense_Mutation_p.L408P|PCOLCE_uc011kkb.1_5'Flank|PCOLCE_uc003uvo.2_5'Flank|PCOLCE_uc010lhb.1_5'FlankNM_033506 NP_277041 O75426 FBX24_HUMAN RCC1. 4AACCACTCCCTGGTGCTGAGC0.682

- 23 4008 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2CTTGCTGCCCTCCCCGGGGCC0.677

+ 3 8506MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|45.27ATGCCTGTCAACCACACGCCA0.493

- 2 895 NM_003378 NP_003369 O15240 VGF_HUMAN 0 AGAgggggccgggggcggcag0.557

- 4 859C7orf52_uc003uxz.1_Missense_Mutation_p.T207INM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1CGGCGAGAAGGTGCCAGAGGT0.741

- 11 1667PLOD3_uc010lhs.2_5'UTRNM_001084 NP_001075 O60568 PLOD3_HUMAN 2AATGAGGATACGCAGGGTCTG0.667 rs137857342

- 2 261 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN 2AGCTCTTCTCGGTGCCTGCGA0.597

- 20 3239DPY19L2P2_uc003vbg.3_RNA|DPY19L2P2_uc010lit.2_RNANR_003561 0ACAGCTTGACACTTGCCATTG0.373

- 1 689COG5_uc003vec.2_Missense_Mutation_p.T55R|COG5_uc003vee.2_Missense_Mutation_p.T55R|DUS4L_uc003veg.2_5'Flank|DUS4L_uc003veh.2_5'Flank|DUS4L_uc011klw.1_5'Flank|DUS4L_uc011klx.1_5'FlankNM_181733 NP_859422 Q9UP83 COG5_HUMAN 4TTCCCGGACTGTAGCTGCAGC0.667

+ 14 2483CFTR_uc011knq.1_Missense_Mutation_p.H190RNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5CAGAACATTCACCGAAAGACA0.498

- 2 1018GRM8_uc003vls.2_RNA|GRM8_uc011kof.1_RNA|GRM8_uc003vlt.2_Missense_Mutation_p.T236I|GRM8_uc010lkz.1_RNA|GRM8_uc003vlu.1_5'UTRNM_000845 NP_000836 O00222 GRM8_HUMANExtracellular (Potential). 23CGAGATCTGGGTGAAGGCCTC0.493

- 2 211AKR1B1_uc003vrq.1_RNANM_001628 NP_001619 P15121 ALDR_HUMAN 3GTACACATGGGCACAGTCGAT0.587

- 15 3764HIPK2_uc003vvd.3_Missense_Mutation_p.Y1170SNM_022740 NP_073577 Q9H2X6 HIPK2_HUMANAutoinhibitory domain (AID). 7TGTTTATATGTAAGGGTACTG0.418

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 15 1935EZH2_uc011kug.1_Missense_Mutation_p.A539V|EZH2_uc003wfb.1_Missense_Mutation_p.A595V|EZH2_uc003wfc.1_Missense_Mutation_p.A551V|EZH2_uc011kuh.1_Missense_Mutation_p.A581VNM_004456 NP_004447 Q15910 EZH2_HUMAN Cys-rich. 183ATGGTCAGCGGCTCCACAAGT0.527

+ 36 5351 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 2. 0AATGGGGGCCGCACCTGTGCT0.657

+ 6 603MCPH1_uc003wqh.2_Missense_Mutation_p.R179G|MCPH1_uc011kwl.1_IntronNM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2AATGGAGAAGAGATTACAAGA0.333

- 1 1358FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3TTCGACTTTTCTGACGTTGAA0.478

+ 7 1226SLC39A14_uc011kzg.1_Missense_Mutation_p.D351N|SLC39A14_uc003xbp.3_Missense_Mutation_p.D351N|SLC39A14_uc011kzh.1_Missense_Mutation_p.D351NNM_001128431 NP_001121903 Q15043 S39AE_HUMANCytoplasmic (Potential). 0TAATTTCATCGATGGCCTGGC0.542

+ 30 3152PTK2B_uc003xfo.1_Missense_Mutation_p.E782Q|PTK2B_uc003xfp.1_Missense_Mutation_p.E782Q|PTK2B_uc003xfq.1_Missense_Mutation_p.E740Q|PTK2B_uc003xfs.1_5'UTRNM_173174 NP_775266 Q14289 FAK2_HUMAN 5CTCCCAGGAGGAGGACTTCAT0.567

+ 5 1387SCARA3_uc003xgb.1_Missense_Mutation_p.R416CNM_016240 NP_057324 Q6AZY7 SCAR3_HUMANExtracellular (Potential). 4GCTCCGGGAGCGCTTCAGCCT0.597

- 1 182 NR_003129 0CAGGTGGCCACACACACTGAC0.592

+ 5 1359 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1CACTCCTTCGCGGAGTCCCTG0.697

+ 2 899ZFHX4_uc003yat.1_Missense_Mutation_p.A171G|ZFHX4_uc003yau.1_Missense_Mutation_p.A171G|ZFHX4_uc003yaw.1_Missense_Mutation_p.A171GNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GACTCCCTGGCATCTGCTGGA0.468

+ 44 8156VPS13B_uc003yiw.2_Missense_Mutation_p.G2657DNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20GAAGGTTGGGGCAACTGGCGT0.433

+ 58 11285VPS13B_uc003yiw.2_Missense_Mutation_p.R3700QNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20AACATGGACCGGCTCTCACTG0.637

+ 62 10245 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14GAATGCCAACCGAGTCCGAGG0.383

- 1 191 NM_024094 NP_076999 Q9BVC3 DCC1_HUMAN 1CAGCTCGGCCGCATTCAGCTT0.731

+ 29 3809COL14A1_uc003yoz.2_Missense_Mutation_p.S147GNM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 2. 12TAGCATTGGCAGTAAGCCCAG0.438

+ 3 2781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2AAAAGCTCTGCGAAGAGGACT0.532

- 4 791NDRG1_uc003yug.2_Splice_Site_p.H69_splice|NDRG1_uc010mee.2_Intron|NDRG1_uc010mef.2_Splice_Site_p.H3_splice|NDRG1_uc011ljh.1_Splice_Site|NDRG1_uc011lji.1_IntronNM_001135242 NP_001128714 Q92597 NDRG1_HUMAN 4CTCAGAACTTACGGTTCATGC0.557

+ 14 2539DENND3_uc010mep.2_Missense_Mutation_p.G715V|DENND3_uc003yvz.1_Missense_Mutation_p.G438VNM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1GGAAGGCCAGGCTACTTGGAG0.468

- 2 850 NM_005293 NP_005284 Q99678 GPR20_HUMANHelical; Name=6; (Potential). 1GAAGGGCGTGAAGCAGACGAG0.682

+ 23 3554 NM_001702 NP_001693 O14514 BAI1_HUMANCytoplasmic (Potential). 8GACGGCATCACGGACAAGAAG0.662



- 4 608ZNF16_uc003zeu.2_Missense_Mutation_p.M141VNM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5AGGAGCCCCATGGCAGCTGGT0.552

+ 7 1440 NM_000550 NP_000541 P17643 TYRP1_HUMAN 1 GAATAATTTAGATATATCCAC0.328

- 1 1175KLHL9_uc003zow.2_Intron|KLHL9_uc003zox.2_RNANM_018847 NP_061335 Q9P2J3 KLHL9_HUMAN BACK. 4TTACTGGAAAGCACAAATGCA0.408

- 3 1346FBXO10_uc004aac.2_Missense_Mutation_p.R449C|FBXO10_uc004aad.2_IntronNM_012166 NP_036298 Q9UK96 FBX10_HUMAN PbH1 3. 5AGGCACTTGCGGATGAGGCAG0.602

- 16 2519TRPM3_uc004ahu.2_Missense_Mutation_p.D589N|TRPM3_uc004ahv.2_Missense_Mutation_p.D561N|TRPM3_uc004ahw.2_Missense_Mutation_p.D631N|TRPM3_uc004ahx.2_Missense_Mutation_p.D618N|TRPM3_uc004ahy.2_Missense_Mutation_p.D621N|TRPM3_uc004ahz.2_Missense_Mutation_p.D608N|TRPM3_uc004aia.2_Missense_Mutation_p.D606N|TRPM3_uc004aib.2_Missense_Mutation_p.D596N|TRPM3_uc004aic.2_Missense_Mutation_p.D759NNM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMANCytoplasmic (Potential). 9ATCCACATGTCGGTGAGCAGC0.632

+ 5 1579 NM_194320 NP_919301 Q14929 ZN169_HUMANC2H2-type 10. 2CCCCAAGTGTGGGCGTGCATT0.567 rs150911311

+ 3 5415ZNF462_uc010mto.2_Missense_Mutation_p.R1557H|ZNF462_uc004bda.2_Missense_Mutation_p.R1557HNM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 16. 5AACCCCATCCGCAAAGGTCTG0.557

- 47 5570 NM_001080398 NP_001073867 0CTGGAGCTCCTTTTCCTTTTC0.453

- 21 4211AKNA_uc004bin.3_Missense_Mutation_p.A606V|AKNA_uc004bio.3_Missense_Mutation_p.A819V|AKNA_uc004bip.3_Missense_Mutation_p.A1278V|AKNA_uc004bir.3_Missense_Mutation_p.A1359V|AKNA_uc004bis.3_Missense_Mutation_p.A1359V|AKNA_uc010mve.2_Missense_Mutation_p.A1240VNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6TCCTGCAGGCGCATAGTACCT0.637

- 3 512FBXW2_uc011lyc.1_5'UTR|FBXW2_uc004bkn.2_Missense_Mutation_p.L149F|FBXW2_uc004bkm.1_Missense_Mutation_p.L117F|FBXW2_uc010mvj.1_Missense_Mutation_p.L117FNM_012164 NP_036296 Q9UKT8 FBXW2_HUMAN 4TCTTCCAGTGCAAAGCGTCCT0.438

- 3 442ST6GALNAC4_uc004bst.2_5'UTRNM_175039 NP_778204 Q9H4F1 SIA7D_HUMANLumenal (Potential). 0TATCCACTGAAGTGCAGGGGT0.512

- 4 1019 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1TTAAGCGGCCGCAGCAGGGAC0.612

+ 21 2477USP20_uc004byr.2_Missense_Mutation_p.L756M|USP20_uc004byt.1_Missense_Mutation_p.L756MNM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 1. 2GGTGGTCATCCTGCCCCAGAA0.627

+ 13 1375FUBP3_uc004bzs.1_Missense_Mutation_p.E336QNM_003934 NP_003925 Q96I24 FUBP3_HUMAN 1GCTCATAGATGAGAAAGTTGG0.567

+ 10 1410BAT2L1_uc010mzj.1_Missense_Mutation_p.Q36RNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0CCAGACCCTCAGCCACCGCCC0.607

- 7 2217TTF1_uc011mcp.1_RNA|TTF1_uc004cbm.2_Missense_Mutation_p.W207LNM_007344 NP_031370 Q15361 TTF1_HUMAN Myb-like 2. 4TACTTCTACCCAAGATATGCC0.418

+ 20 3025ADAMTS13_uc004cdp.3_Missense_Mutation_p.G88R|ADAMTS13_uc004cdt.1_Missense_Mutation_p.G861R|ADAMTS13_uc004cdu.1_Missense_Mutation_p.G830R|ADAMTS13_uc004cdw.3_Missense_Mutation_p.G861R|ADAMTS13_uc004cdx.3_Missense_Mutation_p.G830R|ADAMTS13_uc004cdy.1_RNA|ADAMTS13_uc004cdz.3_Missense_Mutation_p.G531R|ADAMTS13_uc004cds.1_Missense_Mutation_p.G386R|ADAMTS13_uc004cdr.1_RNANM_139025 NP_620594 Q76LX8 ATS13_HUMAN 6GCCCTGTGTCGGGATGTCATG0.642

+ 2 479 NM_000787 NP_000778 P09172 DOPO_HUMANDOMON.|Intragranular (Potential). 4TGCGACCCCAAGGATTACCTC0.592

- 3 345FBXW5_uc010nbx.2_5'Flank|FBXW5_uc004cjy.2_5'UTR|FBXW5_uc004cjz.2_5'UTR|C8G_uc004cka.2_5'FlankNM_018998 NP_061871 Q969U6 FBXW5_HUMAN 0GGACATGGCCGCTGCGGGTGG0.682

+ 16 2627GRIN1_uc004cli.1_Missense_Mutation_p.S441N|GRIN1_uc004clj.1_Missense_Mutation_p.S763N|GRIN1_uc004cll.2_Missense_Mutation_p.S766N|GRIN1_uc004clm.2_Missense_Mutation_p.S766N|GRIN1_uc004cln.2_Missense_Mutation_p.S784N|GRIN1_uc004clo.2_Missense_Mutation_p.S784NNM_007327 NP_015566 Q05586 NMDZ1_HUMANExtracellular (Potential). 1CGCAAAGACAGCCCCTGGAAG0.652

+ 11 1632 NM_015456 NP_056271 Q8WX92 NELFB_HUMAN 0CGACGAATTTGCCCTTGAGGA0.612

+ 4 359TUBBP5_uc010ncq.2_Silent_p.T210T 0GCCAAGGGACGCTACACCGAA0.592

- 16 1159GPR64_uc004cyy.2_Missense_Mutation_p.T329I|GPR64_uc004cyz.2_Missense_Mutation_p.T318I|GPR64_uc004czb.2_Missense_Mutation_p.T332I|GPR64_uc004czc.2_Missense_Mutation_p.T316I|GPR64_uc004czd.2_Missense_Mutation_p.T308I|GPR64_uc004cze.2_Missense_Mutation_p.T302I|GPR64_uc004czf.2_Missense_Mutation_p.T294I|GPR64_uc004cza.2_Missense_Mutation_p.T310I|GPR64_uc004cyw.2_Missense_Mutation_p.T316I|GPR64_uc010nfj.2_Missense_Mutation_p.T302INM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANExtracellular (Potential). 0GGAGACATGGGTTTGGGGCAT0.577

+ 18 2054PHEX_uc011mjr.1_Nonsense_Mutation_p.C617*|PHEX_uc011mjs.1_Nonsense_Mutation_p.C520*NM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3AAACAAAATGCATGATTAACC0.363

- 1 794 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN WD 1. p.R227P(1) 4GGCTTCTGCCGCACCCAGTCC0.512

- 61 9335DMD_uc004dcq.1_Missense_Mutation_p.V302I|DMD_uc004dcr.1_Missense_Mutation_p.V571I|DMD_uc004dcs.1_Missense_Mutation_p.V571I|DMD_uc004dct.1_Missense_Mutation_p.V571I|DMD_uc004dcu.1_Missense_Mutation_p.V571I|DMD_uc004dcv.1_Missense_Mutation_p.V571I|DMD_uc004dcw.2_Missense_Mutation_p.V1687I|DMD_uc004dcx.2_Missense_Mutation_p.V1690I|DMD_uc004dcz.2_Missense_Mutation_p.V2908I|DMD_uc004dcy.1_Missense_Mutation_p.V3027I|DMD_uc004ddb.1_Missense_Mutation_p.V3023INM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 22. 6CGGTCCTCGACGGCCACCTGG0.423 rs143426249

+ 1 721 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGTCTCCACCTGGAGCCTCCA0.637

- 1 163SLC9A7_uc004dgv.1_Missense_Mutation_p.S52NNM_032591 NP_115980 Q96T83 SL9A7_HUMAN 2CTCCATGGCGCTGCTGTCCTC0.582

+ 10 1053FTSJ1_uc004djl.2_Missense_Mutation_p.Y242H|FTSJ1_uc004djm.2_Missense_Mutation_p.Y244H|FTSJ1_uc004djn.1_Missense_Mutation_p.Y242H|FTSJ1_uc004djp.1_Missense_Mutation_p.Y242H|FTSJ1_uc011mlw.1_Missense_Mutation_p.Y107HNM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0CCTGAGCTCCTATGATTCGGA0.572

+ 11 1258FTSJ1_uc004djl.2_Missense_Mutation_p.C310S|FTSJ1_uc004djm.2_Missense_Mutation_p.C312S|FTSJ1_uc004djn.1_Missense_Mutation_p.C310S|FTSJ1_uc004djp.1_Missense_Mutation_p.C310S|FTSJ1_uc011mlw.1_Missense_Mutation_p.C175SNM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0GCCCCTCAGTGCCACACCCTG0.617

- 14 1780CACNA1F_uc010nip.2_Missense_Mutation_p.T562MNM_005183 NP_005174 O60840 CAC1F_HUMANII.|Helical; Name=S2 of repeat II; (Potential). 6CATCTCCACCGTGAACAGACA0.532

+ 3 218 GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMANRequired for nucleolar localization. 1GCCCTACCCTCAGGTAAGGTA0.453

+ 7 539 GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1GGTGGTGGAATACTCTGATGT0.532

+ 12 2555TRO_uc004dts.2_Intron|TRO_uc004dtr.2_Intron|TRO_uc004dtt.2_Intron|TRO_uc004dtu.2_Intron|TRO_uc004dtv.2_Intron|TRO_uc011mok.1_Missense_Mutation_p.M347I|TRO_uc004dtw.2_Missense_Mutation_p.M419I|TRO_uc004dtx.2_Missense_Mutation_p.M199INM_001039705 NP_001034794 Q12816 TROP_HUMAN62 X 10 AA approximate tandem repeats. 1TTGGTGGCATGCCTTGTACCA0.542

+ 6 1102RRAGB_uc004duq.2_Missense_Mutation_p.Y123HNM_016656 NP_057740 Q5VZM2 RRAGB_HUMAN 0GGTTCTGATTTATGTCTTTGA0.398

- 13 1513SYTL4_uc010nnb.2_Missense_Mutation_p.A58V|SYTL4_uc010nnc.2_Missense_Mutation_p.A386V|SYTL4_uc004ege.3_Missense_Mutation_p.A386V|SYTL4_uc004egf.3_Missense_Mutation_p.A386V|SYTL4_uc004egg.3_3'UTRNM_080737 NP_542775 Q96C24 SYTL4_HUMAN C2 1. 2GGCTTCATCAGCATAGGCCAG0.537

+ 1 576 NM_001031834 NP_001027004 P0C0E4 RB40L_HUMAN SOCS box. 2AGTGCTGCTGCGGCACAGGTT0.587

+ 4 1265 NM_017416 NP_059112 Q9NP60 IRPL2_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GACTTTAAAAAGTCCGATCAG0.423

+ 4 2662BCORL1_uc010nrd.1_Missense_Mutation_p.G752RNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7TTCCAGTGCCGGGCAGCTGAC0.617

+ 11 2821AFF2_uc004fcq.2_Missense_Mutation_p.I771T|AFF2_uc004fcr.2_Missense_Mutation_p.I742T|AFF2_uc011mxb.1_Missense_Mutation_p.I746T|AFF2_uc004fcs.2_Missense_Mutation_p.I748T|AFF2_uc011mxc.1_Missense_Mutation_p.I422TNM_002025 NP_002016 P51816 AFF2_HUMAN 5TTTTCACCTATTCCTGTCATG0.458

+ 3 991PLXNB3_uc011mzb.1_Intron|PLXNB3_uc011mzc.1_Intron|PLXNB3_uc010nuk.2_Missense_Mutation_p.L296M|PLXNB3_uc011mzd.1_IntronNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANExtracellular (Potential).|Sema. 1GGACACCAACCTGTACTCCTA0.612

+ 29 5008PLXNB3_uc010nuk.2_Missense_Mutation_p.V1635I|PLXNB3_uc011mzd.1_Missense_Mutation_p.V1251I|SRPK3_uc004fik.2_5'UTRNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANCytoplasmic (Potential). 1TCTCTGCCAGGTCCCAGATGG0.537

- 21 2944L1CAM_uc004fjc.2_Missense_Mutation_p.G946S|L1CAM_uc010nuo.2_Missense_Mutation_p.G941SNM_000425 NP_000416 P32004 L1CAM_HUMANExtracellular (Potential).|Fibronectin type-III 4. 9GTGAGCACGCCGTTGTGGCTG0.711

- 7 1393GAB3_uc004fmk.1_Missense_Mutation_p.R450W|GAB3_uc010nve.1_Missense_Mutation_p.R450W|GAB3_uc004fml.1_Missense_Mutation_p.R69WNM_080612 NP_542179 Q8WWW8 GAB3_HUMAN 1GGAGGTGGCCGTGCTACAAGA0.488

- 19 1803ACAP3_uc001ady.2_Missense_Mutation_p.R307C|ACAP3_uc001aea.2_Missense_Mutation_p.R535CNM_030649 NP_085152 Q96P50 ACAP3_HUMAN 0GAGTCTCGGCGGAACTTACGA0.667

- 4 496PANK4_uc010nza.1_IntronNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3GCCTCATGGGGGATGTTCTTG0.532

+ 21 3619UBE4B_uc001aqr.3_Missense_Mutation_p.S840F|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_Missense_Mutation_p.S424F|UBE4B_uc001aqt.1_Missense_Mutation_p.S309FNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4TTGGTACCTTCCCTGATGAAG0.458



+ 4 966 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN 0GGCCTCCTTGGAGATGGTCGT0.552

+ 5 805FBLIM1_uc001axe.1_Missense_Mutation_p.A121V|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axg.1_Missense_Mutation_p.A121V|FBLIM1_uc001axh.1_Intron|FBLIM1_uc001axi.1_IntronNM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1GAAGAGGAGGCTCCTGCTCCA0.667

+ 7 884KDM4A_uc010oki.1_Missense_Mutation_p.H240YNM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1ATTTCTCCGCCACAAGATGAC0.388

- 9 1667C1orf168_uc009vzu.1_RNA|C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TTGGTCATCTGAATTTTTTCA0.458

- 3 429C8B_uc010oon.1_Missense_Mutation_p.R59Q|C8B_uc010ooo.1_Missense_Mutation_p.R69QNM_000066 NP_000057 P07358 CO8B_HUMANLDL-receptor class A. 4GCCTTCACATCGCACTTGACT0.483

- 10 1481uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.G215ENM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CAGTTCCTCTCCTTTCTCAGT0.413

+ 6 1139LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.V320I|LPHN2_uc001div.2_Missense_Mutation_p.V320I|LPHN2_uc009wcd.2_Missense_Mutation_p.V320INM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GATATGCGGAGTCCTCTATGT0.393

- 10 1919TGFBR3_uc009wde.2_Missense_Mutation_p.P262S|TGFBR3_uc010osy.1_Missense_Mutation_p.P443S|TGFBR3_uc001doi.2_Missense_Mutation_p.P484S|TGFBR3_uc001doj.2_Missense_Mutation_p.P484SNM_003243 NP_003234 Q03167 TGBR3_HUMANZP.|Extracellular (Potential). 3TTGCAGGTAGGATCCAACAGG0.537

- 36 3107COL11A1_uc001duk.2_Missense_Mutation_p.P126L|COL11A1_uc001dum.2_Missense_Mutation_p.P942L|COL11A1_uc001dun.2_Missense_Mutation_p.P891L|COL11A1_uc009weh.2_Missense_Mutation_p.P814LNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TTTTGGTCCAGGGAATCCAAC0.388

+ 21 3815MAGI3_uc001edi.3_3'UTR|MAGI3_uc010owm.1_3'UTR|MAGI3_uc001edj.2_3'UTR|MAGI3_uc009wgo.2_RNANM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6ATTAAAAGTAGAAAATGGTGT0.408

- 3 460 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2TGCTGATGTGGATCTAGGCCA0.443

- 7 1015C1orf189_uc001fee.1_5'Flank|C1orf43_uc001fef.1_Missense_Mutation_p.T106A|C1orf43_uc001feg.2_Missense_Mutation_p.T175A|C1orf43_uc001feh.2_Missense_Mutation_p.T157A|C1orf43_uc001fej.2_Missense_Mutation_p.T191A|C1orf43_uc009wos.1_3'UTRNM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0GGGGACTGAGTTAGGTCTTTG0.507

+ 6 1992RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fki.2_5'Flank|RUSC1_uc001fkk.2_Missense_Mutation_p.P588L|RUSC1_uc009wqn.1_Intron|RUSC1_uc009wqo.1_Missense_Mutation_p.P119L|RUSC1_uc001fkl.2_Missense_Mutation_p.P178L|RUSC1_uc001fkp.2_Missense_Mutation_p.P119L|RUSC1_uc001fkq.2_Missense_Mutation_p.P119L|RUSC1_uc010pgb.1_Missense_Mutation_p.P86L|RUSC1_uc009wqp.1_Missense_Mutation_p.P113L|RUSC1_uc001fkn.2_5'UTR|RUSC1_uc001fko.2_RNA|RUSC1_uc001fkr.2_Missense_Mutation_p.P119L|RUSC1_uc001fks.2_5'UTRNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN RUN. 2CGTCTAGCCCCGCTGAGCAGC0.642

+ 1 274 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1GCTACAGACAGGATGGGGCCC0.632

- 4 314 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0GGAGGCCTTGAGTAAATCAGG0.478

+ 6 918 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2AGAGGCTCTTCGGTTGCAGTA0.323

+ 2 123 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4TCCAGAGGGCCCAAGACAGGG0.612

+ 46 6392CACNA1E_uc009wxs.2_Missense_Mutation_p.S1964F|CACNA1E_uc009wxt.2_Missense_Mutation_p.S1345FNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6CGCCGTCAATCCAGGTCACCC0.587

- 32 4698KIF21B_uc001gvr.1_Missense_Mutation_p.V1448I|KIF21B_uc009wzl.1_Missense_Mutation_p.V1461I|KIF21B_uc010ppn.1_Missense_Mutation_p.V1448INM_017596 NP_060066 O75037 KI21B_HUMAN WD 4. 6GTCTGGGTGACCGTCAGGCAC0.622

+ 13 1162LGR6_uc001gxv.2_Missense_Mutation_p.E336K|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.E249K|LGR6_uc009xac.1_RNANM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANLRR 13.|Extracellular (Potential).p.E388K(1) 10CCGCATCTGGGAAATTGGAGC0.647 rs143455603

- 4 839PIGR_uc009xbz.2_Missense_Mutation_p.L219FNM_002644 NP_002635 P01833 PIGR_HUMANIg-like V-type 2.|Extracellular (Potential). 3GCCTGGCAGAGATACTGCCCA0.502

- 10 1627 NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN G-patch. 1TTTGGTAGAGGAAATCCAAGT0.473

- 4 796TLR5_uc001hnw.1_Missense_Mutation_p.G117ENM_003268 NP_003259 O60602 TLR5_HUMANExtracellular (Potential).|LRR 2. 4ATGGAACAGTCCCTGAAAAGC0.403

- 14 1632TTC13_uc009xfi.2_Missense_Mutation_p.A481V|TTC13_uc009xfj.2_RNA|TTC13_uc001hug.3_Missense_Mutation_p.A481V|TTC13_uc009xfk.1_Missense_Mutation_p.A424VNM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2CTCCAATGCGGCCAAACCCAT0.468

+ 5 1075SLC35F3_uc001hvy.1_Missense_Mutation_p.P352SNM_173508 NP_775779 Q8IY50 S35F3_HUMANHelical; (Potential). 2CACCTGCATTCCTATTATCCT0.418

- 9 2113NID1_uc009xgd.2_Missense_Mutation_p.P671SNM_002508 NP_002499 P14543 NID1_HUMAN EGF-like 2. 2ATGTAGCAGGGATTCTGAAGA0.562

+ 36 4966 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33TGAACGCCAAGGCTGGTTGGT0.527

+ 3 235NLRP3_uc001ics.2_Missense_Mutation_p.P33S|NLRP3_uc001icu.2_Missense_Mutation_p.P33S|NLRP3_uc001icw.2_Missense_Mutation_p.P33S|NLRP3_uc001icv.2_Missense_Mutation_p.P33S|NLRP3_uc010pyw.1_Missense_Mutation_p.P31S|NLRP3_uc001ict.1_Missense_Mutation_p.P31SNM_001079821 NP_001073289 Q96P20 NALP3_HUMAN DAPIN. 26AGAGGACTATCCTCCCCAGAA0.547

+ 1 481 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANExtracellular (Potential). 1AATCCATGCAACTTTTACCTT0.488

- 14 1773 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 1. 19TCTCCCATTTCTTAAATGTTC0.403

- 3 455ASAH2_uc009xos.2_Missense_Mutation_p.R152QNM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0AAACACTGTTCGATTGGACCC0.473

+ 10 2170 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4TCCCCACCCCCTTTGATCAGC0.552

+ 2 1481CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.G311RNM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential). 3CAGTCTTGCTGGGAATATATG0.423

+ 5 1062CYP2C18_uc001kjw.3_Intron|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TTATGTATTGGAGAGAATAAA0.338

+ 2 417uc001lim.1_5'Flank|C10orf137_uc001lin.2_Missense_Mutation_p.L42F|C10orf137_uc001lio.1_Missense_Mutation_p.L42F|C10orf137_uc001lip.1_5'UTRNM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10AGCTTTATTTCTTGGAGGCAA0.388

+ 14 2283ATHL1_uc001lor.3_Missense_Mutation_p.S475F|ATHL1_uc001lou.3_Missense_Mutation_p.S298F|ATHL1_uc001lov.3_Missense_Mutation_p.S184FNM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3ACCCTGGGTTCCTCCAGCCCC0.612

+ 47 6781MUC5B_uc001ltb.2_Missense_Mutation_p.D1529NNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN7 X Cys-rich subdomain repeats.|Cys-rich subdomain 2.0ACTTGGAGGGGACGTTGAGTC0.602

+ 1 370 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1GCCTGTGGCTCCTGTGGGGGG0.697

+ 8 1186KCNQ1_uc009ydp.1_Missense_Mutation_p.R144G|KCNQ1_uc001lwo.2_Missense_Mutation_p.R233GNM_000218 NP_000209 P51787 KCNQ1_HUMANCytoplasmic (Potential). 1GCAGAAGCAGAGGCAGAAGCA0.602

+ 2 246SLC22A18AS_uc001lwv.3_Intron|SLC22A18AS_uc001lww.3_Intron|SLC22A18_uc001lwy.2_Nonsense_Mutation_p.Q10*|SLC22A18_uc001lwz.2_Nonsense_Mutation_p.Q10*NM_183233 NP_899056 Q96BI1 S22AI_HUMAN 3TCCCAGGGACCAGGGCCGGTC0.652

- 1 871 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMANHelical; Name=7; (Potential). 4ATCAATGGAGGAAGAAGGAAA0.448

- 1 483_484 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMANHelical; Name=4; (Potential). 3AAAGTGAAAGGGAAGGGAAGAA0.436

- 1 329HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001005288 NP_001005288 Q9H343 O51I1_HUMANHelical; Name=3; (Potential). 1CTCCATGAAGGAGAAAGTGTG0.443

- 1 1304HBG2_uc001mak.1_IntronNM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3GGTGTTTGAAGAGAAACCACC0.507

- 1 344TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001922 NP_001001922 Q8NH56 O52N5_HUMANHelical; Name=3; (Potential). 2ACCTGTGAACCCATGAACAAA0.493 rs143745000

+ 13 2012GTF2H1_uc001moh.2_Missense_Mutation_p.L440F|GTF2H1_uc009yhm.2_Missense_Mutation_p.L324F|GTF2H1_uc001moj.2_Missense_Mutation_p.L128FNM_001142307 NP_001135779 P32780 TF2H1_HUMAN 0TGGAGGGGCACTTATGCAGGG0.463

- 2 485CCDC34_uc001mri.1_Missense_Mutation_p.P144LNM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0CACCTCCCATGGTGTCAGGCG0.418



+ 2 146C11orf74_uc010rfd.1_RNA|C11orf74_uc001mww.1_Missense_Mutation_p.L25F|C11orf74_uc001mwx.1_RNA|C11orf74_uc001mwz.1_Missense_Mutation_p.L25F|C11orf74_uc010rfe.1_RNANM_138787 NP_620142 Q86VG3 CK074_HUMAN 0GGATAAATTCCTTAATTGTCA0.358

- 4 1035 NM_003654 NP_003645 O43916 CHST1_HUMANLumenal (Potential). 5CGCAGGAGGTCGCGGCTGGCG0.662

- 5 1046RAPSN_uc001nfj.1_Intron|RAPSN_uc009yls.1_IntronNM_005055 NP_005046 Q13702 RAPSN_HUMAN TPR 6. 1TTTCCGATCTCGGTCATGATG0.652

+ 1 586 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMANHelical; Name=5; (Potential). 1CTTTGCTTTGGAGCTTTTCAT0.527

- 5 15458_15459AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CCTTGAGGCTGGCATCAATTTC0.441

+ 5 352TSGA10IP_uc009yqw.1_RNA|TSGA10IP_uc009yqx.1_IntronNM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0CCCTCCTTCCCCTTCCAGTGG0.662

- 3 566P4HA3_uc001ouy.3_RNA|P4HA3_uc010rrj.1_Missense_Mutation_p.R175WNM_182904 NP_878907 Q7Z4N8 P4HA3_HUMAN 1GAAAAGAGCCGTTTGGGGCTG0.507

+ 2 113C11orf67_uc001oyp.2_Missense_Mutation_p.E5D|C11orf67_uc001oyr.1_Missense_Mutation_p.E5DNM_024684 NP_078960 Q9H7C9 CK067_HUMAN 0CTTCCCCTGAAATTGCTTCCT0.378

- 22 3614 NM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential). 4ATAGAGATTTCCTCCTGCAAA0.582

- 2 1005TRPC6_uc009ywy.2_Missense_Mutation_p.T194A|TRPC6_uc009ywz.1_Missense_Mutation_p.T194ANM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4CTAGGGCTGGTTGCTAACCTC0.463

- 6 5135EXPH5_uc010rvy.1_Missense_Mutation_p.I1487T|EXPH5_uc010rvz.1_Missense_Mutation_p.I1519T|EXPH5_uc010rwa.1_Missense_Mutation_p.I1599TNM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5TAGTACAGTAATGGGGAGAAG0.453

- 9 937USP28_uc001pog.2_5'Flank|USP28_uc010rwy.1_Missense_Mutation_p.R177C|USP28_uc001poi.2_5'UTR|USP28_uc001poj.3_Missense_Mutation_p.R302C|USP28_uc010rwz.1_3'UTRNM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7TTACCTTCACGAACCCCTTCA0.358

+ 3 556 NM_182495 NP_872301 Q96DL1 FA55B_HUMAN 1CTGAGGGCCAGGATGTACTCC0.552

- 7 1417DSCAML1_uc001pri.1_Missense_Mutation_p.S276LNM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 5. 8GCTGAAGGACGAGACGATGCG0.682

+ 1 650 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANHelical; Name=5; (Potential). 1CTTCTGGGATCGTACACAGCA0.517 rs138187932

+ 10 1311VWA5A_uc001pzr.2_Missense_Mutation_p.E368K|VWA5A_uc001pzs.2_Missense_Mutation_p.E368K|VWA5A_uc010sae.1_Missense_Mutation_p.E384K|VWA5A_uc001pzt.2_Missense_Mutation_p.E368KNM_001130142 NP_001123614 O00534 VMA5A_HUMAN VWFA. 2AGGGGGCACTGAAATCTTGGC0.522

- 1 158 NM_012378 NP_036510 Q15620 OR8B8_HUMANCytoplasmic (Potential). 1GTGCAAGTGAGAGTTGAGCCT0.478

+ 2 1064NTM_uc001qgm.2_Missense_Mutation_p.V134I|NTM_uc010sch.1_Missense_Mutation_p.V125I|NTM_uc010sci.1_Missense_Mutation_p.V134I|NTM_uc010scj.1_Missense_Mutation_p.V93I|NTM_uc001qgo.2_Missense_Mutation_p.V134I|NTM_uc001qgq.2_Missense_Mutation_p.V134INM_016522 NP_057606 Q9P121 NTRI_HUMAN 6CATTGTGCAAGGTAGGTGGGC0.552

- 7 1237DCP1B_uc010sdy.1_Missense_Mutation_p.R284KNM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1AGTGGGAGCTCTGCTGCGGTT0.572

- 1 46CD163L1_uc010sge.1_Missense_Mutation_p.S7LNM_174941 NP_777601 Q9NR16 C163B_HUMAN 11AATATGCCACGAGTTTTGAGG0.378

+ 3 660 NM_024865 NP_079141 Q9H9S0 NANOG_HUMAN Homeobox. 0ACCAGAGAATGAAATCTAAGA0.373

- 1 206KLRC3_uc001qyh.2_Intron|KLRC3_uc001qyi.1_Missense_Mutation_p.G54E|KLRC3_uc010shc.1_Missense_Mutation_p.G54E|KLRC3_uc010shd.1_Missense_Mutation_p.G54ENM_002261 NP_002252 Q07444 NKG2E_HUMANCytoplasmic (Potential). 3TTTATCAATCCCTTGATGATT0.348

- 6 855ABCC9_uc001rfh.2_Missense_Mutation_p.P279S|ABCC9_uc001rfj.1_Missense_Mutation_p.P279SNM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential). 6GTCCGATTTGGATGATCTGCA0.353

- 2 655SYT10_uc009zju.1_5'UTRNM_198992 NP_945343 Q6XYQ8 SYT10_HUMANCytoplasmic (Potential). 2GCTGGCTTTTCATTTTCCTTA0.398

- 35 5221 NM_025003 NP_079279 P59510 ATS20_HUMAN 19CACAATAAATCTAAAGAAAAA0.303

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19CCTTGCCTGGGGTGGAAGTCA0.652

- 2 1381PUS7L_uc001rnr.3_Missense_Mutation_p.G298R|PUS7L_uc001rns.3_Missense_Mutation_p.G298R|PUS7L_uc009zkb.2_IntronNM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1ATAACTTTTCCTTCTTGGCAT0.348

- 11 893COL2A1_uc001rqv.2_Missense_Mutation_p.P169SNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2GGACCCATGGGACCCTACAAA0.478

- 5 654 NM_014470 NP_055285 Q92730 RND1_HUMAN 1ACACAGCATGGATGCCGTCCG0.552

- 6 1186 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1TCGTTGATCTCGTTCCGTATG0.547 rs145550883

- 2 616 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2GTGTCCAGAACCTTGTTCTGC0.537

- 2 948 NM_005554 NP_005545 P02538 K2C6A_HUMAN Coil 1B.|Rod. 5TTGAAGTCCTCCACCAGGTCC0.542

+ 1 478 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=4; (Potential). 3ACCAGTAATGCTTCTGCTGCA0.438

+ 8 877GLI1_uc009zpq.2_Missense_Mutation_p.E139KNM_005269 NP_005260 P08151 GLI1_HUMAN 15GGAGCGGAAGGAGTTCGTGTG0.597

+ 3 336MSRB3_uc001ssm.2_Missense_Mutation_p.P85L|MSRB3_uc009zqp.2_Missense_Mutation_p.P85LNM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2TGTGGAACTCCATTGTTTAAG0.318

- 2 335PTPRB_uc010sto.1_Missense_Mutation_p.R102K|PTPRB_uc010stp.1_Missense_Mutation_p.R102K|PTPRB_uc001swc.3_Missense_Mutation_p.R320K|PTPRB_uc001swa.3_Missense_Mutation_p.R320K|PTPRB_uc001swd.3_Missense_Mutation_p.R319K|PTPRB_uc009zrr.1_Missense_Mutation_p.R199K|PTPRB_uc001swe.2_Missense_Mutation_p.R320KNM_002837 NP_002828 P23467 PTPRB_HUMANFibronectin type-III 1.|Extracellular (Potential). 3GACCACTGTTCTCTCTTCATC0.458

- 1 734 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2AGGGGAATTTCCAGAATCCTG0.647

+ 6 935AMDHD1_uc009zth.1_Missense_Mutation_p.G168RNM_152435 NP_689648 Q96NU7 HUTI_HUMAN 1GGCTGAACTGGGAGCGCAGGC0.483

- 3 291MMAB_uc001tov.2_RNA|MMAB_uc001tow.2_RNA|MMAB_uc010sxq.1_5'UTR|MMAB_uc001tox.2_IntronNM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0TCTCCTTTCTCCTGTGAAGGT0.393

- 9 620HPD_uc001ubk.2_Missense_Mutation_p.V155MNM_002150 NP_002141 P32754 HPPD_HUMAN 0GAGGCGGACACCATCTCCTGA0.582

- 14 1485ZCCHC8_uc001ucl.2_Missense_Mutation_p.V63I|ZCCHC8_uc001ucm.2_Missense_Mutation_p.V214I|ZCCHC8_uc009zxp.2_Missense_Mutation_p.V214I|ZCCHC8_uc009zxq.2_Missense_Mutation_p.V214INM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0CCATGTGGTACCTCCATATCT0.413

+ 11 739GTF2H3_uc010tau.1_Missense_Mutation_p.R197KNM_001516 NP_001507 Q13889 TF2H3_HUMAN 0CAAGATCAGAGATCTCAGTTA0.393

- 8 1272RIMBP2_uc001uim.2_Missense_Mutation_p.C278G|RIMBP2_uc001uin.1_Missense_Mutation_p.C29GNM_015347 NP_056162 O15034 RIMB2_HUMANFibronectin type-III 1. 11CTGGTGACGCACTGCACGGAG0.627

- 3 338 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5GCCGCATCTTCCTTCCCGGTG0.522

+ 10 1663WASF3_uc001uqw.2_Missense_Mutation_p.R477WNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1GATCCTGTCCCGGCGCATTGC0.617

- 2 666GPR12_uc010tdl.1_5'UTRNM_005288 NP_005279 P47775 GPR12_HUMANCytoplasmic (Potential). 0TCTCCGAATGGTACGTCAGAG0.577

+ 42 6907NBEA_uc010abi.2_Missense_Mutation_p.R890Q|NBEA_uc010tee.1_Missense_Mutation_p.R27Q|NBEA_uc010tef.1_Missense_Mutation_p.R27Q|NBEA_uc010teg.1_Missense_Mutation_p.R27QNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11ATGGCAAACCGAAGTAAGTCC0.343



- 10 1246NALCN_uc001voy.2_Missense_Mutation_p.E68K|NALCN_uc001voz.2_Missense_Mutation_p.E353K|NALCN_uc001vpa.2_Missense_Mutation_p.E353KNM_052867 NP_443099 Q8IZF0 NALCN_HUMANCytoplasmic (Potential). 16GCAGCATCTTCATGAAACATC0.448

- 5 1085NOVA1_uc001wpz.2_Missense_Mutation_p.A232V|NOVA1_uc001wqa.2_Missense_Mutation_p.A134VNM_002515 NP_002506 P51513 NOVA1_HUMAN p.A256D(1) 5TGTCACATTGGCATAACTGAT0.458

+ 7 903NPAS3_uc001wrs.2_Missense_Mutation_p.S267L|NPAS3_uc001wrt.2_Missense_Mutation_p.S248L|NPAS3_uc001wrv.2_Missense_Mutation_p.S250LNM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2CACATCAAATCATCAGGATAT0.478

- 16 2499RALGAPA1_uc001wtj.2_Missense_Mutation_p.V703A|RALGAPA1_uc010tpv.1_Missense_Mutation_p.V703A|RALGAPA1_uc010tpw.1_Missense_Mutation_p.V703A|RALGAPA1_uc001wtk.1_Missense_Mutation_p.V554ANM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4TTCATGTCCAACTCCTGGAAA0.413

+ 9 1025_1026 NM_002687 NP_002678 Q9H307 PININ_HUMANPotential.|Glu-rich. 1ACAAGAAGAGGGTAAGGTGGCT0.351

- 9 1304CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cttaggagggggatgcctgtc 0

- 11 2661KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9GAAGGTCACTTTTTGTAATTC0.507

- 5 557ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.P140S|ZFYVE26_uc010tta.1_Missense_Mutation_p.P140SNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11TCCCTCCTTGGATTTCCGTCA0.572

- 8 785DPF3_uc001xnd.1_RNA|DPF3_uc001xnf.2_RNA|DPF3_uc010ari.1_Missense_Mutation_p.P258S|DPF3_uc010ttq.1_Missense_Mutation_p.P268SNM_012074 NP_036206 Q92784 DPF3_HUMAN 1TAGTTATTGGGAATGACTGTT0.512

- 5 516DPF3_uc001xnd.1_RNA|DPF3_uc001xnf.2_RNA|DPF3_uc010ari.1_Missense_Mutation_p.R168Q|DPF3_uc010ttq.1_Missense_Mutation_p.R178QNM_012074 NP_036206 Q92784 DPF3_HUMAN 1CCTGTTCTTTCGCTTGGGAAT0.448

+ 5 1298NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.M403INM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential). 10GTTCACGGATGAGTGCCAAGC0.567

- 3 1347SERPINA10_uc001ycu.3_Missense_Mutation_p.G294ENM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3GGTGGCATTTCCTTGGTAGGG0.502

- 3 980SERPINA1_uc001ycw.3_RNA|SERPINA1_uc010auw.2_Missense_Mutation_p.V240G|SERPINA1_uc010aux.2_Missense_Mutation_p.V240G|SERPINA1_uc001ycy.3_Missense_Mutation_p.V240G|SERPINA1_uc010auy.2_Missense_Mutation_p.V240G|SERPINA1_uc001ycz.3_Missense_Mutation_p.V240G|SERPINA1_uc010auz.2_Missense_Mutation_p.V240G|SERPINA1_uc010ava.2_Missense_Mutation_p.V240G|SERPINA1_uc001ydb.3_Missense_Mutation_p.V240G|SERPINA1_uc010avb.2_Missense_Mutation_p.V240G|SERPINA1_uc001ydc.3_Missense_Mutation_p.V240G|SERPINA1_uc001yda.1_Missense_Mutation_p.V240GNM_000295 NP_000286 P01009 A1AT_HUMAN 1AGGCACCTTCACGGTGGTCAC0.542

- 2 828SERPINA9_uc001yde.2_Missense_Mutation_p.H123Y|SERPINA9_uc010avc.2_Missense_Mutation_p.H74Y|SERPINA9_uc001ydg.2_Missense_Mutation_p.H187Y|SERPINA9_uc001ydh.1_Missense_Mutation_p.H223Y|SERPINA9_uc001ydi.1_Missense_Mutation_p.H187YNM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2AAGAAAATGTGGTTCACCAGA0.388

+ 3 612 NM_003246 NP_003237 P07996 TSP1_HUMANTSP N-terminal. 6GTCTGTGGAAGAAGCTCTCCT0.582

+ 9 1879 NM_019074 NP_061947 Q9NR61 DLL4_HUMANExtracellular (Potential). 2TGCGAGTTCCCCGTGGGCTTG0.652

+ 1 775 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GATTGAAACAGAACTTTCTGA0.463

+ 8 3781UNC13C_uc002acl.2_Missense_Mutation_p.G91RNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7AACCATTTTTGGAAATTTGAA0.313

+ 24 5650 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7TGCAGCAATGGATGCAGAGAT0.338

+ 2 1600FEM1B_uc002arh.2_Missense_Mutation_p.L249FNM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0TATGGAAGGCCTTATAGTTCG0.418

- 3 989 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANExtracellular (Potential).|Neurite growth inhibition (By similarity).|Globular or compact configuration stabilized by disulfide bonds.|Laminin G-like 2.3CTGGTCCACGGAGATTTCCAG0.607

+ 21 2806IREB2_uc010unb.1_Missense_Mutation_p.H632YNM_004136 NP_004127 P48200 IREB2_HUMAN 0ACACAAAGATCATTTGATTGG0.368

+ 11 1430ITFG3_uc002cgg.2_Missense_Mutation_p.A412V|ITFG3_uc010uud.1_RNA|ITFG3_uc002cgh.2_Missense_Mutation_p.A412VNM_032039 NP_114428 Q9H0X4 ITFG3_HUMANExtracellular (Potential). 1TGTAGCCTAGCCCTCCCGAGC0.672

- 2 469 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0CCCTGGCTGTGGACGAGGCCC0.736

+ 4 546ABCC1_uc010bvj.2_Missense_Mutation_p.I124T|ABCC1_uc010bvk.2_Missense_Mutation_p.I124T|ABCC1_uc010bvl.2_Missense_Mutation_p.I124T|ABCC1_uc010bvm.2_Missense_Mutation_p.I124T|ABCC1_uc002del.3_Missense_Mutation_p.I8T|ABCC1_uc010bvn.2_5'UTRNM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4ACCTTTTTAATTCAGCTGGAG0.383

- 19 2721 NM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18ACGTTGTCCTCCACATATTCC0.458

+ 17 3624RBBP6_uc010vcb.1_Missense_Mutation_p.P729S|RBBP6_uc002dmi.2_Missense_Mutation_p.P828S|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.P695SNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4GAACTTTTCTCCAGAGAGATT0.418

+ 1 71 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1GGACCTGAAGGATTTAATGCC0.532

- 7 820GALNS_uc010cid.2_Missense_Mutation_p.P250L|GALNS_uc002flz.3_5'UTRNM_000512 NP_000503 P34059 GALNS_HUMAN 2GCCCAAGAAGGGTTTGGAGGC0.602

- 5 540GALNS_uc010cid.2_Missense_Mutation_p.P157S|GALNS_uc002flz.3_IntronNM_000512 NP_000503 P34059 GALNS_HUMAN 2TGCTTCAGGGGGTGGAACTGG0.567

- 2 885TRPV1_uc010vro.1_Missense_Mutation_p.E120K|TRPV1_uc010vrp.1_Missense_Mutation_p.E120K|TRPV1_uc010vrq.1_Silent_p.L94L|TRPV1_uc010vrs.1_Missense_Mutation_p.E120K|TRPV1_uc010vrt.1_Missense_Mutation_p.E120K|TRPV1_uc010vru.1_Missense_Mutation_p.E120KNM_080706 NP_542437 Q8NER1 TRPV1_HUMANCytoplasmic (Potential).|ANK 1. 1GCAACGGCTTCAAAGATACTC0.567

- 6 1220ZZEF1_uc002fxk.1_Missense_Mutation_p.K386ENM_015113 NP_055928 O43149 ZZEF1_HUMAN DOC. 4ACCCCAGACTTCTTAACTCTC0.483

- 11 1743DHX33_uc002gbz.2_Missense_Mutation_p.E352K|DHX33_uc002gcb.2_Missense_Mutation_p.E408K|DHX33_uc010clf.2_Missense_Mutation_p.E357KNM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2ACAAAATTCTCTTTGCACCAA0.358 rs147158339

- 6 775PLSCR3_uc002ggl.2_Intron|PLSCR3_uc002ggq.1_Missense_Mutation_p.P20L|PLSCR3_uc002ggn.1_Missense_Mutation_p.P189L|PLSCR3_uc002ggo.1_Missense_Mutation_p.P189L|PLSCR3_uc002ggp.1_Missense_Mutation_p.P20L|PLSCR3_uc002ggr.1_Missense_Mutation_p.P189L|PLSCR3_uc010cmg.1_Missense_Mutation_p.P189LNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0GGGGAGGAAGGGATGCCAGGT0.612

+ 1 67 GLP2R_uc010cog.1_RNANM_004246 NP_004237 O95838 GLP2R_HUMANExtracellular (Potential). 3TGGCGTCCACGAGCTGCCCAT0.647

+ 9 1907FOXN1_uc002hbj.2_Missense_Mutation_p.S570LNM_003593 NP_003584 O15353 FOXN1_HUMAN 1ACATCATCTTCGATGCCACCA0.612

- 3 617 NM_001045 NP_001036 P31645 SC6A4_HUMANCytoplasmic (Potential). 4TGTAGAACTCCGTTTTCCTGA0.502

- 3 402C17orf66_uc010wck.1_RNA|C17orf66_uc010wcl.1_Missense_Mutation_p.D85N|C17orf66_uc010wcm.1_Missense_Mutation_p.D51NNM_152781 NP_689994 A2RTY3 CQ066_HUMAN 3TCATACAGGTCGTGCCAGTGC0.512

- 8 1386 JUP_uc010wfs.1_Intron NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2CTCGCGGGAGGAGATGACCTT0.652

- 12 1651MPP2_uc002ien.1_Missense_Mutation_p.G504R|MPP2_uc010wim.1_Missense_Mutation_p.G476R|MPP2_uc002ieo.1_Missense_Mutation_p.G487R|MPP2_uc010win.1_Missense_Mutation_p.G348R|MPP2_uc010wio.1_Missense_Mutation_p.G476RNM_005374 NP_005365 Q14168 MPP2_HUMANGuanylate kinase-like. 0GTGGATATTCCACTCTCCAGC0.617

+ 26 3423FMNL1_uc002iiq.2_Intron|FMNL1_uc010dag.2_Intron|LOC100133991_uc010dah.2_5'FlankNM_005892 NP_005883 O95466 FMNL_HUMAN DAD. 1GATCAAGACGGTGCCCTTCAC0.582

- 5 1746KIAA1267_uc002ikc.2_Missense_Mutation_p.P554R|KIAA1267_uc002ikd.2_Missense_Mutation_p.P554R|KIAA1267_uc010dav.2_Missense_Mutation_p.P554RNM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2TGCCAAGACAGGCTGAAGACT0.343

- 15 2627TEX14_uc002iwr.1_Missense_Mutation_p.G831R|TEX14_uc002iws.1_Missense_Mutation_p.G831R|TEX14_uc010dda.1_Missense_Mutation_p.G611RNM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17TTCTGTTTTCCAGGGTCACAA0.423

+ 26 3881_3882RPTOR_uc010wug.1_Missense_Mutation_p.P868FNM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 1. 6CCCCGGCGTCCCCTCTGTGGTG0.559

+ 1 471GNAL_uc002kqc.2_Intron|GNAL_uc010dkz.2_Intron|GNAL_uc002kqd.2_IntronNM_020412 NP_065145 Q7LBR1 CHM1B_HUMAN 0TTTGATGGACAAATTCGAGCA0.517

+ 1 59 NM_005913 NP_005904 P33032 MC5R_HUMANExtracellular (Potential). 6ACAGAGGGCAACCTTTCAGGA0.463

+ 14 1990 NM_005925 NP_005916 Q16820 MEP1B_HUMANExtracellular (Potential). 2AAGAGAGGCTCCACCCGAGAC0.463



- 5 696 RIT2_uc010dnf.2_3'UTRNM_002930 NP_002921 Q99578 RIT2_HUMAN 1ACTAAGCCATGAAAAGCATCA0.423

+ 20 3706DCC_uc010xdr.1_Missense_Mutation_p.R868K|DCC_uc010dpf.1_Missense_Mutation_p.R675KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 6. 17ATCCTCTTCAGGACTCTGAAA0.388

- 8 1143SERPINB4_uc002lje.2_Missense_Mutation_p.E332K|SERPINB4_uc002ljg.2_Missense_Mutation_p.E353KNM_002974 NP_002965 P48594 SPB4_HUMAN 3GATGATAATTCGACTACTACT0.463

+ 6 689SERPINB7_uc002ljm.2_Missense_Mutation_p.P198L|SERPINB7_uc010xet.1_Missense_Mutation_p.P181L|SERPINB7_uc010dqg.2_Missense_Mutation_p.P198LNM_001040147 NP_001035237 O75635 SPB7_HUMAN 3TTCAAATCTCCCAAGGTATGT0.408

- 6 820NETO1_uc002lkx.1_Missense_Mutation_p.S178F|NETO1_uc002lky.1_Missense_Mutation_p.S179FNM_138966 NP_620416 Q8TDF5 NETO1_HUMANCUB 2.|Extracellular (Potential). 4AATTCCTTCGGAACCGCCCAT0.428

+ 2 1120 NM_173481 NP_775752 Q8IVT2 CS021_HUMAN 1GAGAGAGGGCGCCCGTCCCTC0.682

+ 13 1539FSD1_uc002lzz.2_Missense_Mutation_p.G432D|FSD1_uc002maa.2_Nonsense_Mutation_p.W275*NM_024333 NP_077309 Q9BTV5 FSD1_HUMAN B30.2/SPRY. 1CTCAGGTATGGTGTGGCAGCT0.677

- 11 1183SEMA6B_uc010dud.2_Missense_Mutation_p.G382E|SEMA6B_uc010xih.1_Missense_Mutation_p.G382ENM_032108 NP_115484 Q9H3T3 SEM6B_HUMANExtracellular (Potential).|Sema. 1GTACTGCATCCCGGGGGCTGC0.612

+ 2 924KIAA0355_uc010edk.1_Missense_Mutation_p.S12FNM_014686 NP_055501 O15063 K0355_HUMAN 1CTTGGCGGGTCCAAGCAGAAG0.627

+ 10 2221ZNF568_uc010xtn.1_Missense_Mutation_p.E493G|uc010efi.2_Missense_Mutation_p.E373G|uc010efj.2_Missense_Mutation_p.E373GQ3ZCX4 ZN568_HUMAN 2AAGGAATGTGAAAAGGCCTTT0.448 rs1363752

- 5 717ZNF585B_uc002ofr.1_IntronNM_152279 NP_689492 Q52M93 Z585B_HUMAN 1TAGAGTTTTTCTCCTGTAGGA0.393

- 1 688 NM_020862 NP_065913 Q9P244 LRFN1_HUMANLRR 7.|Extracellular (Potential). 2CTCAGGAAGAGCCCGTCGGGC0.667

+ 27 3502_3503LTBP4_uc002oog.1_Missense_Mutation_p.P1131Y|LTBP4_uc002ooi.1_Missense_Mutation_p.P1101Y|LTBP4_uc002ooj.1_Missense_Mutation_p.P41Y|LTBP4_uc002ook.1_Missense_Mutation_p.P302Y|LTBP4_uc002ool.1_Missense_Mutation_p.P180Y|LTBP4_uc010xvp.1_IntronNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1GCCCCGCCGACCCAGCACACCT0.693

- 3 574PSG6_uc010xwk.1_5'UTR|PSG4_uc002owa.2_RNA|PSG4_uc002owb.2_Intron|PSG4_uc002ovz.2_Missense_Mutation_p.P158SNM_002780 NP_002771 Q00888 PSG4_HUMANIg-like C2-type 1. 1GCCTCCCTGGGATTTAAGTTG0.532

+ 3 311uc002pas.2_5'Flank|GEMIN7_uc002paq.1_Nonsense_Mutation_p.Q54*|GEMIN7_uc002par.1_Nonsense_Mutation_p.Q54*NM_001007270 NP_001007271 Q9H840 GEMI7_HUMAN 1CCTGGAATCCCAGGAGCAGCG0.627

+ 2 232GPR77_uc002pgk.1_Missense_Mutation_p.S5FNM_018485 NP_060955 Q9P296 C5ARL_HUMANExtracellular (Potential). 1GGGAACGATTCTGTCAGCTAC0.607

+ 4 379CCDC155_uc002pnl.1_Missense_Mutation_p.P69S|CCDC155_uc010emx.1_Missense_Mutation_p.P42SNM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2AGGCCAGGGCCCCCAGGATGC0.642

+ 14 1964LILRB1_uc010erp.1_Missense_Mutation_p.E157K|LILRB1_uc002qgl.2_Missense_Mutation_p.E542K|LILRB1_uc002qgk.2_Missense_Mutation_p.E543K|LILRB1_uc002qgm.2_Missense_Mutation_p.E543K|LILRB1_uc010erq.2_Missense_Mutation_p.E526K|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3CACACAGCCTGAGGATGGGGT0.612

- 5 1190ZNF667_uc010etl.2_Missense_Mutation_p.S125L|ZNF667_uc002qne.2_Missense_Mutation_p.S343L|ZNF667_uc010etm.2_Missense_Mutation_p.S286LNM_022103 NP_071386 Q5HYK9 ZN667_HUMAN C2H2-type 6. 1CATCAGGGGTGAAATCCTATT0.388

- 11 1775uc010ygp.1_Intron|uc002qnp.1_Intron|ZIM2_uc010ygq.1_Missense_Mutation_p.A261T|ZIM2_uc010ygr.1_Missense_Mutation_p.A261T|ZIM2_uc002qnq.2_Missense_Mutation_p.A465T|ZIM2_uc010etp.2_Missense_Mutation_p.A465T|ZIM2_uc010ygs.1_Missense_Mutation_p.A465TNM_015363 NP_056178 Q9NZV7 ZIM2_HUMAN 3CACTGGCAGGCTCTCTCTCCA0.483

+ 3 362 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0 tcatttctaaggggatgagaag 0

- 4 459HS1BP3_uc002rdx.2_Missense_Mutation_p.P140SNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1GCAGCCCCTGGGGATCTGGTA0.557

- 26 7173 NM_000384 NP_000375 P04114 APOB_HUMAN 27TGGTCTACTTCATACCTCTCG0.378

- 16 2333ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rej.3_5'UTRNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1CAGCAGTGGTCTTATGATGGG0.448

+ 1 331SUPT7L_uc002rlh.1_5'Flank|SUPT7L_uc002rli.1_5'Flank|SUPT7L_uc010ymf.1_5'Flank|SUPT7L_uc002rlj.1_5'Flank|SUPT7L_uc010ezh.1_5'FlankNM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0AGCAACTTCACCATCGCCGCC0.522

- 38 5970_5971THADA_uc010far.2_Missense_Mutation_p.R1068K|THADA_uc002rsx.3_Missense_Mutation_p.R1873K|THADA_uc002rsy.3_RNANM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3CTGACACCATCCTTTGAAGGTG0.525

- 10 1796FSHR_uc002rwx.2_Missense_Mutation_p.M512I|FSHR_uc010fbn.2_Missense_Mutation_p.M548INM_000145 NP_000136 P23945 FSHR_HUMANHelical; Name=6; (Potential). 8TGAGCATGGCCATGCGCTTGG0.527

+ 10 7466ALMS1_uc002sjf.1_Missense_Mutation_p.S2408L|ALMS1_uc002sjg.2_Missense_Mutation_p.S1838L|ALMS1_uc002sjh.1_Missense_Mutation_p.S1838LNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9CCATATGTTTCACCCAAGACA0.448

+ 12 1129EPB41L5_uc010flk.2_Nonsense_Mutation_p.R335*|EPB41L5_uc010fll.2_Nonsense_Mutation_p.R335*|EPB41L5_uc002tmh.3_Nonsense_Mutation_p.R335*|EPB41L5_uc010flm.2_Nonsense_Mutation_p.R139*NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1GAGTTCTCATCGATCAGGATT0.378

+ 6 1253CNTNAP5_uc010flu.2_Missense_Mutation_p.E297KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 1.|Extracellular (Potential). 10CACCAAGGGCGAGACGGATGC0.562

- 17 2633 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5TGCATGCCCCCCATCATGCCC0.622

- 1 1637 NR_002826 0AGCGCCAGCTCCGGGAAGCCG0.642

- 73 12143 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 31. 50TCTGTTATTTCTGCATCTGTG0.383

+ 9 1760MBD5_uc010zbs.1_RNA|MBD5_uc010fns.2_Missense_Mutation_p.H258Y|MBD5_uc002twn.1_5'FlankNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5TCCTGGTTTTCATGGAGCTCC0.448

- 123 17284NEB_uc002txr.2_Missense_Mutation_p.G2121E|NEB_uc002txt.3_Missense_Mutation_p.G203ENM_004543 NP_004534 P20929 NEBU_HUMAN 20GTTGGATTTTCCTTTCTCCTT0.403

+ 3 1180KCNJ3_uc010zce.1_3'UTRNM_002239 NP_002230 P48549 IRK3_HUMANCytoplasmic (By similarity). 2TCGTTTTTTTCCTGTAATTTC0.388

- 22 4263 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN III. 13ATGATGGAAGGAATTGCTCCT0.353

- 309 99378uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E26747K|TTN_uc010zfi.1_Missense_Mutation_p.E26680K|TTN_uc010zfj.1_Missense_Mutation_p.E26555K|TTN_uc002umq.2_Missense_Mutation_p.E69KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTTGACCTTCGTTTATGCTC0.418

- 292 87727uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G22863E|TTN_uc010zfi.1_Missense_Mutation_p.G22796E|TTN_uc010zfj.1_Missense_Mutation_p.G22671ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTGCTCCTCCGTCTTCCTG0.527

- 275 74985uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T18616A|TTN_uc010zfi.1_Missense_Mutation_p.T18549A|TTN_uc010zfj.1_Missense_Mutation_p.T18424ANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CGTGCCCATGTTACTACCATA0.483

- 181 35412TTN_uc010zfh.1_Missense_Mutation_p.E5425K|TTN_uc010zfi.1_Missense_Mutation_p.E5358K|TTN_uc010zfj.1_Missense_Mutation_p.E5233KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN p.E5233K(1) 153CACACATATTCGCCTTTATCT0.428

- 42 10036TTN_uc010zfh.1_Missense_Mutation_p.S3225F|TTN_uc010zfi.1_Missense_Mutation_p.S3225F|TTN_uc010zfj.1_Missense_Mutation_p.S3225F|TTN_uc002umz.1_5'Flank|TTN_uc002unb.2_Missense_Mutation_p.S3271FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTGTACCAGGAAATTTTGGG0.527

- 13 2269TTN_uc010zfh.1_Missense_Mutation_p.R636K|TTN_uc010zfi.1_Missense_Mutation_p.R636K|TTN_uc010zfj.1_Missense_Mutation_p.R636K|TTN_uc002unb.2_Missense_Mutation_p.R682K|TTN_uc010frg.1_Missense_Mutation_p.R264KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGTTCTTGTCTAGTAGCCAT0.368

+ 7 2914SGOL2_uc010zhd.1_Missense_Mutation_p.Q934L|SGOL2_uc010zhe.1_Missense_Mutation_p.Q934LNM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4GCACATGTCCAAGAAAGCTAT0.279

+ 3 646CD28_uc002vag.1_RNA|CD28_uc010zio.1_RNA|CD28_uc010ftx.2_Missense_Mutation_p.P23S|CD28_uc002vaj.3_IntronNM_006139 NP_006130 P10747 CD28_HUMANExtracellular (Potential). 0ACACCTTTGTCCAAGTCCCCT0.438

- 2 300 NM_006891 NP_008822 P07320 CRGD_HUMANBeta/gamma crystallin 'Greek key' 2. 0TCGGCATAGTCGCCGCGGCGC0.657

+ 13 1433CPS1_uc010fur.2_Missense_Mutation_p.S440F|CPS1_uc010fus.2_5'UTRNM_001875 NP_001866 P31327 CPSM_HUMAN 13GGAGGTCTGTCCATTGGTCAG0.373



+ 11 1230VIL1_uc010zke.1_Missense_Mutation_p.Q78K|VIL1_uc002vib.2_Missense_Mutation_p.Q389KNM_007127 NP_009058 P09327 VILI_HUMAN Core. 1GGTGGCTGCCCAGCAGAAGAT0.567

- 11 4921SPHKAP_uc002vpp.2_Missense_Mutation_p.R1596Q|SPHKAP_uc010zlx.1_IntronNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10CAGAGTGGCTCGGAGCTCGGC0.542

+ 12 1514CHRND_uc010zmg.1_Missense_Mutation_p.G489R|CHRND_uc010fyc.2_Missense_Mutation_p.G377R|CHRND_uc010zmh.1_Missense_Mutation_p.G310RNM_000751 NP_000742 Q07001 ACHD_HUMAN 3GCCTTTTCCTGGGGACCCCTA0.617

+ 9 1048CHRNG_uc010fye.1_Missense_Mutation_p.V291INM_005199 NP_005190 P07510 ACHG_HUMANCytoplasmic (Potential). 0GGCCCGAGGGGTCCGCAAGGC0.617

+ 2 256 NM_173821 NP_776182 Q14D33 CB085_HUMAN 1TGGTGGGACAGGGCCAGCCAC0.706

- 7 1194PTPRT_uc010ggj.2_Missense_Mutation_p.T337INM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20GACTATGTGGGTCTCTGCCCA0.557

- 2 861CDH22_uc010ghk.1_Missense_Mutation_p.F154LNM_021248 NP_067071 Q9UJ99 CAD22_HUMANExtracellular (Potential).|Cadherin 1. 5TTGATGATGAACTCCGACTCG0.632

- 9 P56180 TPTE_HUMAN 5TCAAATTTTACCTAGCTTTTT0.299 rs4041777

+ 6 770SH3BGR_uc002yxz.2_Missense_Mutation_p.S128FNM_007341 NP_031367 P55822 SH3BG_HUMANGlu-rich (acidic). 0GACGAAGATTCCTAGGCCTTT0.493

- 25 4734DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11GGGCTGATTGGAAAACTCCCC0.488

+ 9 1092SLC37A1_uc002zbj.2_Missense_Mutation_p.G227ENM_018964 NP_061837 P57057 GLPT_HUMANHelical; (Potential). 0GTCGTGCCTGGAGCCATCGTG0.592

- 1 469C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN29 X 5 AA repeats of C-C-X(3). 0TGCTGGCAGGGGGAGGAGGTG0.602

- 2 331RTN4R_uc002zru.2_5'UTRNM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0CCCTGCTGGGGGCAGCTTGTC0.667

- 18 2565AP1B1_uc003afi.2_Missense_Mutation_p.S787F|AP1B1_uc003afk.2_Missense_Mutation_p.S787F|AP1B1_uc003afl.2_Missense_Mutation_p.S767F|AP1B1_uc003afh.2_5'UTR|AP1B1_uc011ako.1_Missense_Mutation_p.S347FNM_001127 NP_001118 Q10567 AP1B1_HUMAN 2GAGAGGCAGGGAGATCTCCAC0.657

- 4 887LARGE_uc003ane.3_Missense_Mutation_p.S103F|LARGE_uc010gwp.2_Missense_Mutation_p.S103F|LARGE_uc011ame.1_Missense_Mutation_p.S35F|LARGE_uc011amf.1_Missense_Mutation_p.S103FNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3CTCCTCCATGGAGTAGGTCTT0.672

- 6 1043CYP2D7P1_uc003bcg.2_5'UTR|CYP2D7P1_uc003bch.2_Intron|CYP2D7P1_uc010gyv.2_Missense_Mutation_p.L5S|CYP2D7P1_uc010gyw.2_RNA|CYP2D7P1_uc010gyx.1_Missense_Mutation_p.L221SNR_002570 0CAGCGTGGTCAAGGTGGTCAC0.627 rs1800754

- 31 4207 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11CCTCAGGTAGGAAACAGGGGA0.572 rs147706980

+ 1 2110FGD5_uc011avk.1_Missense_Mutation_p.N667SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5AAGACGGAGAACAAATTGCAT0.517

- 5 1039UBP1_uc003cfr.3_Missense_Mutation_p.V170A|UBP1_uc010hga.2_Missense_Mutation_p.V170ANM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2CAGAAATTCAACCGCATTTAA0.358

- 12 4842 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2TTGACCATTTCCTTCTCAGCA0.493

- 13 1066LRRFIP2_uc011ayf.1_Missense_Mutation_p.Y127H|LRRFIP2_uc003cgr.2_Intron|LRRFIP2_uc003cgs.3_Intron|LRRFIP2_uc003cgt.3_IntronNM_006309 NP_006300 Q9Y608 LRRF2_HUMANDVL3-binding.|Ser-rich. 1CGAGGACCATAAGGGTTATAT0.358

- 11 1388HHATL_uc003clx.2_Missense_Mutation_p.R414QNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3CACCTCAATTCGTGCTAGGGG0.577

- 3 478RHOA_uc010hku.2_5'UTRNM_001664 NP_001655 P61586 RHOA_HUMAN 2GGCCTCAGGCGATCATAATCT0.493

+ 19 2720CACNA1D_uc003dgu.3_Missense_Mutation_p.M873L|CACNA1D_uc003dgy.3_Missense_Mutation_p.M853L|CACNA1D_uc003dgw.3_Missense_Mutation_p.M520L|CACNA1D_uc003dgx.1_Missense_Mutation_p.M1LNM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11GGAGTTGAACATGAAGGAAAA0.428 rs138798164

+ 1 189 C3orf26_uc003dtk.1_RNANM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1CCAGCCGACTGGAGCAGGCAG0.662

+ 4 2336 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5AGATACGTCTCCTAAAAATTC0.488

+ 1 226SLC15A2_uc011bjn.1_Nonsense_Mutation_p.R25*NM_021082 NP_066568 Q16348 S15A2_HUMAN 1GGTACCACCTCGACCACCTAG0.502

- 6 784MECOM_uc010hwk.1_Missense_Mutation_p.S195L|MECOM_uc003ffj.3_Missense_Mutation_p.S237L|MECOM_uc011bpi.1_Missense_Mutation_p.S173L|MECOM_uc003ffn.3_Missense_Mutation_p.S172L|MECOM_uc003ffk.2_Missense_Mutation_p.S172L|MECOM_uc003ffl.2_Missense_Mutation_p.S332L|MECOM_uc011bpj.1_Missense_Mutation_p.S360L|MECOM_uc011bpk.1_Missense_Mutation_p.S162L|MECOM_uc010hwn.2_Missense_Mutation_p.S360LNM_005241 NP_005232 Q03112 EVI1_HUMANC2H2-type 5.|Interaction with MAPK9, SMAD3 and probably SUV39H1.14GAGGCCCGACGAAGTGGCAAA0.552

+ 2 211TP63_uc003frx.2_Missense_Mutation_p.S41F|TP63_uc003frz.2_Missense_Mutation_p.S41F|TP63_uc010hzc.1_Missense_Mutation_p.S41FNM_003722 NP_003713 Q9H3D4 P63_HUMANTranscription activation. 12TCCACCATGTCCCAGAGCACA0.373

+ 4 1205TACC3_uc010ibz.2_Missense_Mutation_p.P366L|TACC3_uc003gdp.2_Intron|TACC3_uc010ica.2_5'FlankNM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2CTCAAGCCTCCCTTGAGGAAA0.602

- 1 387UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2TTTTAAAGTTCCTCTTATTTC0.338

+ 2 689 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANExtracellular (Potential). 1ACACTCATCTCCCCTCAAGCT0.572

- 1 413 NM_032693 NP_116082 Q9BSU3 NAA11_HUMANN-acetyltransferase. 2AGGCCTGGTCCATCAGCTTCT0.557

+ 5 966ARHGAP24_uc003hpj.2_Missense_Mutation_p.L173F|ARHGAP24_uc003hpl.2_Missense_Mutation_p.L78F|ARHGAP24_uc010ikf.2_Missense_Mutation_p.L88F|ARHGAP24_uc003hpm.2_Missense_Mutation_p.L80FNM_001025616 NP_001020787 Q8N264 RHG24_HUMAN Rho-GAP. 0AGAAGAGGGTCTCTTTCGACT0.488

+ 7 978 NM_004967 NP_004958 P21815 SIAL_HUMAN 0CCGAGCCTATGAAGATGAGTA0.478

+ 2 687FAM190A_uc003hsu.3_Missense_Mutation_p.S116F|FAM190A_uc010ikv.2_RNA|FAM190A_uc003hsw.2_Missense_Mutation_p.S116FNM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2GGAAGACATTCTGTTGGTTTT0.368

- 2 183uc003hum.1_Intron|ADH1A_uc011ceg.1_Missense_Mutation_p.R38C|ADH1A_uc010ilf.1_5'Flank|ADH1A_uc010ilg.1_Missense_Mutation_p.R38CNM_000667 NP_000658 P07327 ADH1A_HUMAN 2ACCTTAATACGAACTTCATGG0.348

- 7 582 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0TTTCTCCAGGGGCGAGGCTGC0.522

+ 9 10628FAT4_uc011cgp.1_Missense_Mutation_p.P1841L|FAT4_uc003ifi.1_Missense_Mutation_p.P1021LNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 34.|Extracellular (Potential). 18AATCAAGGTCCCTTTACTTAT0.498

- 1 2501PCDH18_uc003ihf.3_Missense_Mutation_p.S698F|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.S485F|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANHelical; (Potential). 5TGCTCCTAAGGAAATAATTAT0.423

- 7 1247LRBA_uc003ilu.3_Missense_Mutation_p.R258K|LRBA_uc010ipk.1_Missense_Mutation_p.R177KNM_006726 NP_006717 P50851 LRBA_HUMAN 7TTTGCTGGTTCTGAAACTATA0.323

- 15 2172FSTL5_uc003iqi.2_Missense_Mutation_p.G578V|FSTL5_uc010iqv.2_Missense_Mutation_p.G569VNM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8AGGCACATTCCCACTGGCCAG0.413

- 6 1287MARCH1_uc003iqr.1_Missense_Mutation_p.R87CNM_017923 NP_060393 Q8TCQ1 MARH1_HUMANRING-CH-type. 2TGGACAAAGCGCAGTGTCCCA0.527 rs146337383

+ 8 688ANXA10_uc003irn.2_Nonsense_Mutation_p.W53*NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 3. 0AGGTCCTATGGGAAGCCTGTC0.502

+ 12 2015GALNT7_uc011ckb.1_Missense_Mutation_p.K421NNM_017423 NP_059119 Q86SF2 GALT7_HUMANRicin B-type lectin.|Lumenal (Potential). 1ACTCCAGTAAAACGACTCAAA0.363

+ 12 1865SNX25_uc010ish.2_Missense_Mutation_p.L330S|SNX25_uc003ixi.2_Missense_Mutation_p.L63SNM_031953 NP_114159 Q9H3E2 SNX25_HUMAN PX. 5TTTCAGAATTTACACCGGAAA0.403

- 10 1686 NM_003966 NP_003957 Q13591 SEM5A_HUMANSema.|Extracellular (Potential). 2CGCGATGGCGCTCAGGTTGAA0.602



- 2 198CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_RNANM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8AGGCTGGTCTGGAACAGGCAT0.493

- 62 10543DNAH5_uc003jfc.2_5'UTRNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31GTCCATCTTTCTTTTTCACCT0.413

- 40 6625 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31TCATCCTCATCAATCTAAAAA0.373

- 7 1557CDH18_uc003jgd.2_Missense_Mutation_p.E394K|CDH18_uc011cnm.1_Missense_Mutation_p.E394KNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 4. 7TTGGCATTTTCGTAGACTTCC0.433

+ 12 1107RAI14_uc010iur.2_Missense_Mutation_p.S275L|RAI14_uc011coj.1_Missense_Mutation_p.S304L|RAI14_uc010ius.1_Missense_Mutation_p.S233L|RAI14_uc003jis.2_Missense_Mutation_p.S307L|RAI14_uc003jit.2_Missense_Mutation_p.S304L|RAI14_uc011cok.1_Missense_Mutation_p.S296LNM_015577 NP_056392 Q9P0K7 RAI14_HUMAN 1GGAAAGGAATCGGTATTTTTT0.313

- 4 542UGT3A1_uc003jjw.1_RNA|UGT3A1_uc011coq.1_Missense_Mutation_p.D129N|UGT3A1_uc011cor.1_Missense_Mutation_p.D95N|UGT3A1_uc003jjy.1_Missense_Mutation_p.D75NNM_152404 NP_689617 Q6NUS8 UD3A1_HUMANExtracellular (Potential). 3TCCATTATATCCTTTCTGCTT0.303

+ 10 1905SLC1A3_uc011cox.1_Missense_Mutation_p.R370C|SLC1A3_uc010iuy.2_Missense_Mutation_p.R432CNM_004172 NP_004163 P43003 EAA1_HUMAN 0CTGCAGGGATCGCCTCCGGAC0.547

+ 2 293 NM_138453 NP_612462 Q96E17 RAB3C_HUMANEffector region (By similarity). 2AGTTGGGATCGATTTCAAAGT0.408

- 22 3708ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNANM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 4. 0CCAGTCCAAAGCCACCCACTG0.453

+ 20 4120GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GACTGTTAATCCAAAATACCA0.463

- 1 511 MCC_uc003kql.3_IntronNM_032028 NP_114417 Q9BXA7 TSSK1_HUMANProtein kinase. 5TCATGCAGGGCTCCCCGGGTT0.557

+ 5 1117ADAMTS19_uc003kvc.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMANPeptidase M12B. 9GGTCAATCTTCGTGTGATAAA0.294

- 5 712 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2TCTGCTGTCTCCTTCTTGGAG0.577

- 6 1192PPP2R2B_uc010jgm.2_Missense_Mutation_p.E212K|PPP2R2B_uc003log.3_Missense_Mutation_p.E223K|PPP2R2B_uc003lof.3_Missense_Mutation_p.E223K|PPP2R2B_uc003loi.3_Missense_Mutation_p.E226K|PPP2R2B_uc003loh.3_Missense_Mutation_p.E223K|PPP2R2B_uc003loj.3_Missense_Mutation_p.E203K|PPP2R2B_uc003lok.3_Missense_Mutation_p.E212K|PPP2R2B_uc011dbu.1_Missense_Mutation_p.E229K|PPP2R2B_uc011dbv.1_Missense_Mutation_p.E281KNM_004576 NP_004567 Q00005 2ABB_HUMAN WD 4. 2GTGATCACCTCCGTGAGCTCC0.562

- 9 1051DPYSL3_uc003loo.2_Missense_Mutation_p.P428LNM_001387 NP_001378 Q14195 DPYL3_HUMAN 1GATGTAGTCCGGAGTAGTTGG0.567

+ 4 588GABRA6_uc003lyv.2_5'FlankNM_000811 NP_000802 Q16445 GBRA6_HUMANExtracellular (Probable). 12TGTTTTTTTCCGCCAGACCTG0.408

+ 15 2754ODZ2_uc003lzr.3_Splice_Site_p.S695_splice|ODZ2_uc003lzt.3_Splice_Site_p.S291_splice|ODZ2_uc010jje.2_Splice_Site_p.S189_spliceNM_001122679 NP_001116151 10GTCTTTCTCAGCTTGGTTTCT0.507

+ 2 250ARL10_uc003meb.2_Missense_Mutation_p.P62L|MIR1271_hsa-mir-1271|MI0003814_5'FlankNM_173664 NP_775935 Q8N8L6 ARL10_HUMAN 1TCCCCGCAGCCCGAGGACGAG0.701

- 12 1673RASGEF1C_uc003mlr.2_Splice_Site_p.R459_splice|RASGEF1C_uc003mlp.3_Splice_Site_p.R308_spliceNM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1GGAAGACTCACCTTAGAGCTT0.507

- 7 998SYCP2L_uc011dim.1_Intron|TMEM14B_uc010jos.1_Intron|MAK_uc010jot.2_RNA|MAK_uc010jou.2_RNA|MAK_uc003mzm.2_Missense_Mutation_p.A257T|MAK_uc010jov.1_RNANM_005906 NP_005897 P20794 MAK_HUMAN Protein kinase. 3AGCTGAATAGCTTCATTACTG0.428

- 4 4456_4457 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 agtagagaatccggtctcacag 0 rs140560647

- 4 3499 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 aatttaaattccaaaccacat 0

+ 1 600 NM_030905 NP_112167 O76002 OR2J2_HUMANExtracellular (Potential). 0TTACTTTCTGGGTACCCCTTT0.478

+ 9 1269DDR1_uc010jse.2_Missense_Mutation_p.P337L|DDR1_uc003nrq.2_Missense_Mutation_p.P337L|DDR1_uc003nrs.2_Missense_Mutation_p.P337L|DDR1_uc003nrt.2_Missense_Mutation_p.P337L|DDR1_uc011dms.1_Missense_Mutation_p.P355L|DDR1_uc003nru.2_Missense_Mutation_p.P337L|DDR1_uc003nrv.2_Missense_Mutation_p.P337L|DDR1_uc003nrw.1_Missense_Mutation_p.P136L|DDR1_uc003nry.1_5'Flank|DDR1_uc003nrx.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential). 9GTCTCAGTGCCCCTTGGCGGC0.667

- 22 7854 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 18. 0CACGGTGAAGGAGTCAAAGCG0.692

+ 2 409HLA-DRA_uc003obi.2_Splice_Site_p.D110_spliceNM_019111 NP_061984 P01903 DRA_HUMAN 2TCACCAATGGTACCTCCCTCT0.463

- 52 4075COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.P1197S|COL11A2_uc003ocz.1_Missense_Mutation_p.P1176SNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5CTCACCCGAGGGCCACCTTCT0.602

- 7 1749IP6K3_uc003ofb.2_Missense_Mutation_p.D405NNM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0TCTTGGATATCCTGCAGGATC0.478

+ 11 1235GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANHelical; Name=7; (Potential). 5TCCTTCACCTCCTTCCAGGTG0.527

+ 2 241TREML4_uc003oqd.2_RNANM_198153 NP_937796 Q6UXN2 TRML4_HUMANIg-like V-type. 1TCACCCAAGAGAGGGCCCTAT0.537

+ 1 3325TDRD6_uc010jze.2_Nonsense_Mutation_p.E1103*NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6TCATATACCAGAAGAAGTGGT0.373

+ 6 1150GPR115_uc003oyz.1_Missense_Mutation_p.L355V|GPR115_uc003ozb.1_Missense_Mutation_p.L296VNM_153838 NP_722580 Q8IZF3 GP115_HUMANExtracellular (Potential). 8TTTCCCAACCTTGGGGGCTAT0.473

+ 2 268 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GTCCAGGAACGAGTTTCAGAC0.383

+ 2 237 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANExtracellular (Potential). 2TGCCTGCAATGATTCAGGTAA0.318

+ 4 1963KIAA1586_uc011dxm.1_Missense_Mutation_p.F571CNM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0AACAATAAATTTAATGCTCTT0.264

- 27 1961COL9A1_uc003pfe.3_Missense_Mutation_p.G174E|COL9A1_uc003pff.3_Missense_Mutation_p.G358ENM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL2). 4GCCTGAATTTCCCATCTGACC0.423

- 11 1175COL9A1_uc003pfe.3_5'UTR|COL9A1_uc003pff.3_Missense_Mutation_p.S96LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TTGTCCCTTTGACCCAATGGA0.388

+ 34 5092RIMS1_uc011dyb.1_Missense_Mutation_p.L1069P|RIMS1_uc003pgc.2_Missense_Mutation_p.L1087P|RIMS1_uc010kaq.2_Missense_Mutation_p.L992P|RIMS1_uc011dyc.1_Missense_Mutation_p.L797P|RIMS1_uc010kar.2_Missense_Mutation_p.L740P|RIMS1_uc011dyd.1_Missense_Mutation_p.L806P|RIMS1_uc003pgf.2_Missense_Mutation_p.L672P|RIMS1_uc003pgg.2_Missense_Mutation_p.L568P|RIMS1_uc003pgi.2_Missense_Mutation_p.L488P|RIMS1_uc003pgh.2_Missense_Mutation_p.L539P|RIMS1_uc003pgd.2_Missense_Mutation_p.L738P|RIMS1_uc003pge.2_Missense_Mutation_p.L712P|RIMS1_uc011dye.1_Missense_Mutation_p.L478P|RIMS1_uc011dyf.1_Missense_Mutation_p.L296P|RIMS1_uc011dyg.1_Missense_Mutation_p.L199PNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10CTCACTCCCCTCACCCGGCGG0.512

- 1 86EEF1A1_uc003phd.2_5'Flank|EEF1A1_uc003phe.2_Missense_Mutation_p.D17N|EEF1A1_uc003phf.2_Missense_Mutation_p.D17N|EEF1A1_uc003phg.2_Missense_Mutation_p.D17N|EEF1A1_uc003phh.2_5'UTR|EEF1A1_uc003phj.2_Missense_Mutation_p.D17N|EEF1A1_uc003phk.2_Missense_Mutation_p.D17N|EEF1A1_uc003phl.2_Missense_Mutation_p.D17N|EEF1A1_uc003phm.1_RNANM_001402 NP_001393 P68104 EF1A1_HUMANGTP (By similarity). 0TTGCCCGAATCTACGTGTCCA0.423

- 2 3738CNR1_uc010kbz.2_Nonsense_Mutation_p.Q59*|CNR1_uc011dzr.1_Nonsense_Mutation_p.Q59*|CNR1_uc011dzs.1_Nonsense_Mutation_p.Q59*|CNR1_uc003pmq.3_Nonsense_Mutation_p.Q59*|CNR1_uc011dzt.1_Nonsense_Mutation_p.Q59*|CNR1_uc010kca.2_Nonsense_Mutation_p.Q26*NM_001160260 NP_001153732 P21554 CNR1_HUMANExtracellular (Potential). 2ATCTTCTCTTGGAAGGGACTT0.453

- 5 940MCHR2_uc003pqi.1_Missense_Mutation_p.P209SNM_001040179 NP_001035269 Q969V1 MCHR2_HUMANHelical; Name=5; (Potential). 8AAGGGTAGAGGGAAAAAAAAA0.279

+ 18 2506 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3TCACAGGCTCGGATCAATGGT0.428

- 9 2354 NM_001042475 NP_001035940 Q5SZL2 CF204_HUMAN Potential. 1TTCAAGGCATCTTTCTACTTT0.323

+ 4 837RSPO3_uc003qas.1_Missense_Mutation_p.P183SNM_032784 NP_116173 Q9BXY4 RSPO3_HUMAN TSP type-1. 0AATACAGCATCCTTCAGCAAA0.453

- 12 2397PTPRK_uc003qbj.2_Missense_Mutation_p.G677E|PTPRK_uc010kfc.2_Missense_Mutation_p.G677E|PTPRK_uc011ebu.1_Missense_Mutation_p.G677E|PTPRK_uc003qbl.1_Missense_Mutation_p.G547E|PTPRK_uc011ebv.1_Missense_Mutation_p.G677ENM_002844 NP_002835 Q15262 PTPRK_HUMANExtracellular (Potential).|Fibronectin type-III 4. 8AGGTAGGTTTCCCGGGGGGAG0.542

+ 19 2044L3MBTL3_uc003qbu.2_Missense_Mutation_p.S600FNM_032438 NP_115814 Q96JM7 LMBL3_HUMAN 6AGCTCTTCTTCCCCTGAAATC0.348

- 13 1756SAMD3_uc003qbx.2_Missense_Mutation_p.R477K|SAMD3_uc003qbw.2_Missense_Mutation_p.R477KNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1ACACTCAATCCTAAATACATG0.413



- 7 1084ALDH8A1_uc003qex.2_Missense_Mutation_p.R290K|ALDH8A1_uc010kgh.2_Missense_Mutation_p.R122K|ALDH8A1_uc011ecx.1_Missense_Mutation_p.R294KNM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4AGCAAGAGCTCTCTTGACGTA0.463

+ 6 1352TIAM2_uc003qqe.2_Missense_Mutation_p.P27SNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4TAAGCAAATTCCTTGCTCCCT0.433

+ 18 4911ARID1B_uc003qqo.2_Missense_Mutation_p.E1547K|ARID1B_uc003qqp.2_Missense_Mutation_p.E1534KNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Pro-rich. 2AATCAGAAGGGAGATCACCTT0.512

+ 34 5543 NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5AAACTTGACATTCAAGGAACG0.418

- 41 5823INTS1_uc003skm.1_Missense_Mutation_p.F45LNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0ACGTGCAGGAAGCAGCTCAGG0.682

+ 20 3092SDK1_uc010kso.2_Missense_Mutation_p.D261NNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 4. 6AGAGATCTTGGACACATCTCT0.423

+ 8 911STK31_uc003swt.3_Missense_Mutation_p.E259K|STK31_uc011jze.1_Missense_Mutation_p.E282K|STK31_uc010kuq.2_Missense_Mutation_p.E259KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9TTTTTATAGGGAAAGTTTGGC0.323

- 2 904HOXA3_uc003syk.2_5'FlankNM_002141 NP_002132 Q00056 HXA4_HUMAN 1GGCCGAGGCCGAATTGGAGGA0.398

+ 4 871HECW1_uc011kbi.1_Missense_Mutation_p.S89F|HECW1_uc003tie.1_Missense_Mutation_p.S121FNM_015052 NP_055867 Q76N89 HECW1_HUMAN 23TCCTACTATTCCATCGGGCAC0.592

- 5 569VOPP1_uc003tqq.2_Missense_Mutation_p.P120L|VOPP1_uc010kzh.2_Missense_Mutation_p.P126L|VOPP1_uc010kzi.2_Missense_Mutation_p.P112L|VOPP1_uc011kcr.1_Missense_Mutation_p.P61LNM_030796 NP_110423 Q96AW1 VOPP1_HUMANPro-rich.|Cytoplasmic (Potential). 0ATTCCCGACAGGGTTCATCCC0.632

+ 5 1216 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 6. 1TACCACAAGAGAATTCATACT0.408

+ 11 1750WBSCR17_uc003tvz.2_Missense_Mutation_p.R283CNM_022479 NP_071924 Q6IS24 GLTL3_HUMANRicin B-type lectin.|Lumenal (Potential). 7CCTCATCCTCCGCAGCTGCAC0.627

- 7 12903PCLO_uc003uhv.2_Missense_Mutation_p.P4205L|PCLO_uc010lec.2_Missense_Mutation_p.P1170LNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TTCTTGAATAGGTGAAAATTT0.383

+ 2 1152GRM3_uc010lef.2_Missense_Mutation_p.G16E|GRM3_uc010leg.2_Intron|GRM3_uc010leh.2_IntronNM_000840 NP_000831 Q14832 GRM3_HUMAN 13TTTTCAAAGGGATTTTTACTC0.398

- 3 1046STEAP4_uc010lek.2_Intron|STEAP4_uc003ujt.2_Missense_Mutation_p.R314QNM_024636 NP_078912 Q687X5 STEA4_HUMANFerric oxidoreductase. 0TACATAATATCGAATAGGAAT0.428

+ 12 1524DYNC1I1_uc003uod.3_Missense_Mutation_p.C399Y|DYNC1I1_uc003uob.2_Missense_Mutation_p.C379Y|DYNC1I1_uc003uoe.3_Missense_Mutation_p.C396Y|DYNC1I1_uc010lfl.2_Missense_Mutation_p.C405YNM_004411 NP_004402 O14576 DC1I1_HUMAN WD 3. 4GGCAAAATGTGTTCCTGGAGC0.433

- 2 346 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1TATTAAATTTCGCAGCCCAGG0.299

- 1 493ACHE_uc003uxe.2_Missense_Mutation_p.G113S|ACHE_uc003uxf.2_Missense_Mutation_p.G113S|ACHE_uc003uxg.2_Missense_Mutation_p.G113S|ACHE_uc003uxh.2_Missense_Mutation_p.G113S|ACHE_uc003uxi.2_Missense_Mutation_p.G113S|ACHE_uc003uxj.1_Missense_Mutation_p.G232SNM_000665 NP_000656 P22303 ACES_HUMAN 2ATCTCGGTGCCCTCAAAACCT0.597

+ 6 853 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=4; (Potential).|ABC transmembrane type-1 1.5GGCTGGGCTAGGGAGAATGAT0.433

+ 1 1022 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANInteraction with KCNIP2.|Cytoplasmic (Potential). 5CTATCGGGTGGATGCCTGTGG0.612

- 1 638CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_Intron|RNF148_uc010lkr.1_IntronNM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0TGAGACATGGGAAATACTTTA0.448

- 8 686TSGA14_uc003vpy.2_5'Flank|TSGA14_uc010lmf.2_Missense_Mutation_p.E10D|TSGA14_uc003vqa.2_Missense_Mutation_p.E213D|TSGA14_uc011kpg.1_Missense_Mutation_p.E197DNM_018718 NP_061188 Q9BYV8 CEP41_HUMAN Rhodanese. 0AGGATACATATTCAAGAATAT0.368

+ 17 3000TRIM24_uc003vub.2_Missense_Mutation_p.P895SNM_015905 NP_056989 O15164 TIF1A_HUMAN 8AGACCCTGTTCCTCTAACTGT0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 1 719 NM_176817 NP_789787 P59533 T2R38_HUMANCytoplasmic (Potential). 2CATCCCAGAAGAAACCAGAAA0.458

- 4 617TRPV6_uc003wbw.1_5'Flank|TRPV6_uc010lou.1_Missense_Mutation_p.R5QNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANANK 3.|Cytoplasmic (Potential). 2AAGCAGGGCTCGCACCAGGTT0.572 rs150734746

- 7 1114TRPV5_uc003wbz.2_Missense_Mutation_p.D284NNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6CCCCAGGAGTCGATCTCTGTG0.557

+ 5 682CLCN1_uc011ktc.1_5'UTR|CLCN1_uc003wcs.1_RNA|CLCN1_uc010lox.1_RNA|CLCN1_uc010loy.1_Missense_Mutation_p.R47CNM_000083 NP_000074 P35523 CLCN1_HUMAN 5GACAATACTTCGTGGGGTTGT0.507 rs143506735

+ 1 840 NM_012369 NP_036501 Q13607 OR2F1_HUMANExtracellular (Potential). 3CCACTCCAGTCCCTCTGTCCT0.478

+ 3 4687ABP1_uc003whz.1_Missense_Mutation_p.E157K|ABP1_uc003wia.1_Missense_Mutation_p.E157KNM_001091 NP_001082 P19801 ABP1_HUMAN 6CACCCTGCAGGAAGCCACCAA0.602

- 4 690SCARA5_uc010luz.2_Intron|SCARA5_uc003xgk.2_Missense_Mutation_p.P41S|SCARA5_uc003xgl.2_Missense_Mutation_p.P84SNM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMANExtracellular (Potential). 2GAGCTGCGCGGCCTGGACACT0.577

- 7 854 NM_000637 NP_000628 P00390 GSHR_HUMAN 5GATGTCTTAGAACCCAGGGCT0.413

+ 7 762IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Intron|IDO2_uc003xnp.1_5'UTRNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2ATTTCCTGGGGGAGAGAGCCT0.478

- 17 2585PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2ACGGCCGCCCATCCGAGAAGC0.662

- 5 541 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN LRR 5. 2TCGCTCTAATCTCAGAAGGTC0.433

+ 4 1274 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AACAGAAAGTCGATCATCTGG0.408

+ 4 2679 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GAAGTGGCATCTGGGTATTTG0.333

+ 10 1775TRIM55_uc003xvu.2_3'UTR|TRIM55_uc003xvw.2_Nonsense_Mutation_p.Q421*|TRIM55_uc003xvx.2_Nonsense_Mutation_p.Q210*NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5TCCTCCCCTCCAGGGACAGGC0.468

- 4 588CPA6_uc003xxr.3_5'UTR|CPA6_uc003xxs.2_Missense_Mutation_p.D111ANM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2TTTCTGAAGATCTTCTATGAG0.383

+ 2 620 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7GGCTTAAACAGGAAGACTTCA0.507

+ 1 339 NM_003301 NP_003292 P34981 TRFR_HUMANHelical; Name=3; (Potential). 3CAGTATTTGGGAATTAATGCA0.463

+ 46 7005 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|G8 1. 14GACCTGGACTCGCTTGGCTCA0.383 rs73309320

- 48 7683CSMD3_uc003yns.2_Missense_Mutation_p.E1710D|CSMD3_uc003ynt.2_Missense_Mutation_p.E2468D|CSMD3_uc011lhx.1_Missense_Mutation_p.E2404D|CSMD3_uc003ynw.1_Missense_Mutation_p.E219DNM_198123 NP_937756 Q7Z407 CSMD3_HUMANCUB 14.|Extracellular (Potential). 63GAACATCAAATTCCTTTTCTG0.328

- 38 6280CSMD3_uc003yns.2_Missense_Mutation_p.H1243Y|CSMD3_uc003ynt.2_Missense_Mutation_p.H2001Y|CSMD3_uc011lhx.1_Missense_Mutation_p.H1937YNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 11. 63TATTCAAGATGAAATCCTGCA0.274

+ 22 3001 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11GACTATGAGCCCCCCAGGTTA0.488

- 61 4742COL22A1_uc011ljo.1_Missense_Mutation_p.G712ENM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 14. 13CCCAGGTAGTCCTTGGGGACC0.602

- 40 5798PTPRD_uc003zkp.2_Missense_Mutation_p.G1290E|PTPRD_uc003zkq.2_Missense_Mutation_p.G1289E|PTPRD_uc003zkr.2_Missense_Mutation_p.G1280E|PTPRD_uc003zks.2_Missense_Mutation_p.G1289E|PTPRD_uc003zkl.2_Missense_Mutation_p.G1687E|PTPRD_uc003zkm.2_Missense_Mutation_p.G1683E|PTPRD_uc003zkn.2_Missense_Mutation_p.G1285E|PTPRD_uc003zko.2_Missense_Mutation_p.G1286ENM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.22GTAATCAGATCCTTCTACTCC0.388



- 2 384MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_Missense_Mutation_p.P113LNM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2.p.0?(1112)|p.R58*(68)|p.?(14)|p.M53_R58del(3)|p.R58fs*59(2)|p.M54fs*61(2)|p.R58fs*89(1)|p.R58R(1)|p.V28_V51del(1)|p.A57_R58>V*(1)|p.R58fs*61(1)|p.R58fs*62(1)|p.G55fs*86(1)|p.R58Q(1)|p.P113L(1)|p.A57fs*85(1)3678TCCGCCACTCGGGCGCTGCCC0.677 rs121913387

- 1 2639 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26AAAGGCTTTTTTTATATCTTC0.453

- 1 637 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMANExtracellular (Potential). 1CACATTGATGGAAATGTCAGC0.473

+ 2 121_122FRMPD1_uc004aah.1_Missense_Mutation_p.R26QNM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN 9AGATGGCTTCGGCGCTCCCGGG0.525 rs146611803

- 4 1896 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0GATTCGTCCCGAAGCTGCATC0.542 rs138779714

+ 21 2415VPS13A_uc004akp.3_Missense_Mutation_p.L719F|VPS13A_uc004akq.3_Missense_Mutation_p.L719F|VPS13A_uc004aks.2_Missense_Mutation_p.L719FNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10TGTACAGCTGCTTTACAGTAG0.323

- 6 679ZNF510_uc004awo.1_Missense_Mutation_p.V164LNM_014930 NP_055745 Q9Y2H8 ZN510_HUMAN 0ACAGCAGCTACATGCAGAGTA0.333

- 1 208 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=2; (Potential). 0TAGCAGATGTCCAAGAAGGAG0.478

+ 2 193PTGS1_uc011lys.1_5'UTR|PTGS1_uc010mwb.1_5'UTR|PTGS1_uc004bmf.1_Missense_Mutation_p.P20S|PTGS1_uc004bmh.1_5'UTRNM_000962 NP_000953 P23219 PGH1_HUMAN 2CCCGCCGCTCCCCGTCCTGCT0.672

+ 27 2939NUP188_uc004bwu.2_Nonsense_Mutation_p.R316*NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7ACAGCAAGATCGATACTGGTG0.547

+ 15 3182BAT2L1_uc010mzj.1_Missense_Mutation_p.P626S|BAT2L1_uc004cao.3_Missense_Mutation_p.P401SNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0CGATGTTCCCCCCATGAAGAG0.562

- 3 436 NM_006753 NP_006744 O75683 SURF6_HUMAN 1TCATGCAGTCGCTGTCGCAGA0.632

- 2 240LCN10_uc004civ.2_Missense_Mutation_p.D61N|LCN10_uc011med.1_RNA|LCN10_uc011mee.1_Missense_Mutation_p.D61N|LCN10_uc011mef.1_RNA|LCN10_uc004ciw.2_RNAQ6JVE6 LCN10_HUMAN 1TTCCTCTTGTCCCTGGCCGGC0.647

- 5 3009 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8CTCTGGTGACGATCCAACATC0.502

+ 2 115ARHGAP6_uc004cup.1_Intron|ARHGAP6_uc004cuo.1_Intron|ARHGAP6_uc004cur.1_Intron|ARHGAP6_uc004cun.1_Intron|ARHGAP6_uc011mif.1_Intron|AMELX_uc004cus.2_Missense_Mutation_p.A16V|AMELX_uc004cuu.2_Missense_Mutation_p.A16VNM_001142 NP_001133 Q99217 AMELX_HUMAN 0GCAGCTTTTGCCATGCCTGTG0.403

- 5 1109PIGA_uc010neu.2_Intron|PIGA_uc004cwq.2_Missense_Mutation_p.P22S|PIGA_uc010nev.2_Missense_Mutation_p.P168S|PIGA_uc004cws.2_Missense_Mutation_p.P22S|PIGA_uc011miq.1_Missense_Mutation_p.P103SNM_002641 NP_002632 P37287 PIGA_HUMANCytoplasmic (Potential). 0AGCACCTCAGGAATTCCACCA0.373

+ 5 825MBTPS2_uc004dae.2_Missense_Mutation_p.Q210K|MBTPS2_uc010nfr.2_5'UTR|MBTPS2_uc004dab.2_Missense_Mutation_p.Q210KNM_206923 NP_996806 O15391 TYY2_HUMAN 2CACTCATTTGCAACTTATATC0.343

+ 2 692 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1GGAAGTGGATCCCATCAGGCA0.438

+ 1 277 NM_000531 NP_000522 P00480 OTC_HUMAN 2ACAACTTCATGGTTCGAAATT0.383

- 4 568CXorf38_uc011mko.1_Missense_Mutation_p.F103Y|CXorf38_uc004dev.1_Missense_Mutation_p.F69Y|CXorf38_uc010nhd.2_RNANM_144970 NP_659407 Q8TB03 CX038_HUMAN 1TTCATTCAGAAAATTTTGGAT0.358

- 10 1213MTMR8_uc011mou.1_Intron|MTMR8_uc004dvt.1_Missense_Mutation_p.S382FNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4TTACCTTTGGGAAAACTTGTG0.343

+ 4 928EDA_uc004dxr.2_Missense_Mutation_p.P229H|EDA_uc011mpj.1_Missense_Mutation_p.P229HNM_001399 NP_001390 Q92838 EDA_HUMANExtracellular (Potential).|Collagen-like. 3CAAGGACCCCCTGGCCTCCAG0.453

- 3 4825 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TGCTGTTTTCCCATTGCTTTT0.453

+ 2 512 NM_005296 NP_005287 Q99677 LPAR4_HUMANExtracellular (Potential). 3GTTGATGATTCCTTCAAGTAT0.403

+ 5 352APOOL_uc010nmp.2_IntronNM_198450 NP_940852 Q6UXV4 APOOL_HUMAN 0GATTTTCTTCCGAAAATGGGA0.338

+ 6 1339KLHL4_uc004efa.2_Missense_Mutation_p.T386INM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN 5GATCTTGAAACCAGTTCCATG0.378

+ 13 2432CXorf57_uc004emj.3_Missense_Mutation_p.E664KNM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3TCTGAACCATGAGATAGCAAT0.269

- 2 439 NM_031273 NP_112563 Q9BXU2 TX13B_HUMAN 1TCCTGCTGTTCCTTGAGTTCC0.567

- 11 2623 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5GGGTGTCTGAGAGGCAGGTCT0.453

- 2 438ELF4_uc004eve.3_Missense_Mutation_p.G18ENM_001421 NP_001412 Q99607 ELF4_HUMAN 1ATCATCCATCCCGTTGCTTGC0.527

- 5 737IGSF1_uc004ewe.3_Missense_Mutation_p.G156R|IGSF1_uc004ewf.2_Missense_Mutation_p.G147R|IGSF1_uc004ewg.2_Missense_Mutation_p.G167RNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANIg-like C2-type 2.|Extracellular (Potential). 5TCTGCATATCCCTCTTTAAAC0.502

+ 4 1601MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TGAGGGTTTTCCCCAGTCTCC0.458

+ 15 1663FMR1_uc004fcj.2_Missense_Mutation_p.T469A|FMR1_uc004fck.3_Intron|FMR1_uc004fcl.3_Missense_Mutation_p.T332A|FMR1_uc011mxa.1_Missense_Mutation_p.T139ANM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3CTCGATAGGAACTAATTCTGA0.388

+ 3 739MAGEA4_uc004ffa.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffb.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffc.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffd.2_Nonsense_Mutation_p.Q195*NM_002362 NP_002353 P43358 MAGA4_HUMAN MAGE. 3GGGTAATAATCAGATCTTTCC0.547

- 3 993 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0TCACTGCCGGGGACCTGCCGG0.527

+ 26 4744 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential). 3TCCCAGCGTCCCAAAGCTGAG0.607

- 18 6092F8_uc010nvi.1_Missense_Mutation_p.S133FNM_000132 NP_000123 P00451 FA8_HUMANF5/8 type A 3.|Plastocyanin-like 6. 11GAAATGAATAGAATGGATGTT0.403

- 6 1023TMLHE_uc004fno.2_Missense_Mutation_p.P286L|TMLHE_uc004fnp.3_Missense_Mutation_p.P286LNM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1AAATTCCTCAGGTGCCTTTTG0.418

- 19 1803ACAP3_uc001ady.2_Missense_Mutation_p.R307C|ACAP3_uc001aea.2_Missense_Mutation_p.R535CNM_030649 NP_085152 Q96P50 ACAP3_HUMAN 0GAGTCTCGGCGGAACTTACGA0.667

- 4 496PANK4_uc010nza.1_IntronNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3GCCTCATGGGGGATGTTCTTG0.532

+ 9 1355PIK3CD_uc010oaf.1_Missense_Mutation_p.D383N|PIK3CD_uc001aqe.3_Missense_Mutation_p.D348NNM_005026 NP_005017 O00329 PK3CD_HUMAN 7CAACATCTGCGACCTGCCCCG0.617 rs149331749

+ 21 3619UBE4B_uc001aqr.3_Missense_Mutation_p.S840F|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_Missense_Mutation_p.S424F|UBE4B_uc001aqt.1_Missense_Mutation_p.S309FNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4TTGGTACCTTCCCTGATGAAG0.458

- 4 1248 NM_001146344 NP_001139816 O60813 PRA11_HUMAN LRR 6. 0GGTGGCCATGCAGATGGGATT0.532 rs143004725

+ 4 966 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN 0GGCCTCCTTGGAGATGGTCGT0.552

+ 5 805FBLIM1_uc001axe.1_Missense_Mutation_p.A121V|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axg.1_Missense_Mutation_p.A121V|FBLIM1_uc001axh.1_Intron|FBLIM1_uc001axi.1_IntronNM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1GAAGAGGAGGCTCCTGCTCCA0.667

- 8 949CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0TCGAGGTTCCAGCAGAAGTTC0.662 rs1806514

+ 3 519PIGV_uc001bmy.2_Intron|PIGV_uc009vso.2_Missense_Mutation_p.L63P|PIGV_uc010ofg.1_Intron|PIGV_uc001bna.2_Missense_Mutation_p.L63PNM_017837 NP_060307 Q9NUD9 PIGV_HUMANLumenal (Potential). 1CTGGGCGGCCTGTCTCACTGG0.552



+ 6 682SYTL1_uc001bnv.1_Missense_Mutation_p.A160V|SYTL1_uc009vsu.1_Missense_Mutation_p.A160V|SYTL1_uc001bnx.2_Missense_Mutation_p.A172V|SYTL1_uc009vsv.1_Missense_Mutation_p.A172VNM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1CCTGAGGAGGCGTCCCAGGCC0.612

+ 1 4075MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0AGAGGAGCCCACCTCCCCAGC0.726 rs783822

- 7 1547PPIE_uc001cdv.2_Intron|PPIE_uc001cdw.2_IntronNM_001720 NP_001711 P34820 BMP8B_HUMAN 0ATGTTGCGGTGCTTGCGCAGG0.632

+ 7 884KDM4A_uc010oki.1_Missense_Mutation_p.H240YNM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1ATTTCTCCGCCACAAGATGAC0.388

+ 3 765 NM_057176 NP_476517 Q8WZ55 BSND_HUMANCytoplasmic (Potential). 2GTGAAGGGGAAAGACGCCTAA0.612

- 9 1667C1orf168_uc009vzu.1_RNA|C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TTGGTCATCTGAATTTTTTCA0.458

- 3 429C8B_uc010oon.1_Missense_Mutation_p.R59Q|C8B_uc010ooo.1_Missense_Mutation_p.R69QNM_000066 NP_000057 P07358 CO8B_HUMANLDL-receptor class A. 4GCCTTCACATCGCACTTGACT0.483

- 10 1481uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.G215ENM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CAGTTCCTCTCCTTTCTCAGT0.413

+ 6 1139LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.V320I|LPHN2_uc001div.2_Missense_Mutation_p.V320I|LPHN2_uc009wcd.2_Missense_Mutation_p.V320INM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GATATGCGGAGTCCTCTATGT0.393

- 10 1919TGFBR3_uc009wde.2_Missense_Mutation_p.P262S|TGFBR3_uc010osy.1_Missense_Mutation_p.P443S|TGFBR3_uc001doi.2_Missense_Mutation_p.P484S|TGFBR3_uc001doj.2_Missense_Mutation_p.P484SNM_003243 NP_003234 Q03167 TGBR3_HUMANZP.|Extracellular (Potential). 3TTGCAGGTAGGATCCAACAGG0.537

+ 6 428CCDC76_uc010ouf.1_Intron|CCDC76_uc009wea.2_Missense_Mutation_p.L137FNM_019083 NP_061956 Q9NUP7 TRM13_HUMAN Potential. 1GAATTCTACACTTAAAGATCA0.373

- 36 3107COL11A1_uc001duk.2_Missense_Mutation_p.P126L|COL11A1_uc001dum.2_Missense_Mutation_p.P942L|COL11A1_uc001dun.2_Missense_Mutation_p.P891L|COL11A1_uc009weh.2_Missense_Mutation_p.P814LNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TTTTGGTCCAGGGAATCCAAC0.388

+ 10 5328 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|Laminin G-like 2. 8GGTGTGGCCCGTGGCTTTCGG0.672 rs142723500

+ 21 3815MAGI3_uc001edi.3_3'UTR|MAGI3_uc010owm.1_3'UTR|MAGI3_uc001edj.2_3'UTR|MAGI3_uc009wgo.2_RNANM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6ATTAAAAGTAGAAAATGGTGT0.408

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607TACTCTTCTTGTCCAGCTGTA0.458 rs121913254

- 3 460 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2TGCTGATGTGGATCTAGGCCA0.443

- 5 1313 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 1. 2GCTATTTGAATAAGTGATGGC0.468

- 1 80HIST2H2AC_uc001etd.2_5'FlankNM_003528 NP_003519 Q16778 H2B2E_HUMAN 1CTTGGAGCCCTTTTTAGGGGC0.537

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TTGACCGTGGGTCTCAGTCCC0.612 rs3814301

- 3 862 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TCTGTTCTGGTCATTGGTGGC0.602

- 7 1015C1orf189_uc001fee.1_5'Flank|C1orf43_uc001fef.1_Missense_Mutation_p.T106A|C1orf43_uc001feg.2_Missense_Mutation_p.T175A|C1orf43_uc001feh.2_Missense_Mutation_p.T157A|C1orf43_uc001fej.2_Missense_Mutation_p.T191A|C1orf43_uc009wos.1_3'UTRNM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0GGGGACTGAGTTAGGTCTTTG0.507

- 7 1100RAG1AP1_uc010pey.1_Intron|CLK2_uc001fjw.2_Missense_Mutation_p.M269I|CLK2_uc001fjx.2_Missense_Mutation_p.M42I|CLK2_uc009wqm.2_Missense_Mutation_p.M270INM_003993 NP_003984 P49760 CLK2_HUMAN Protein kinase. 0GCTGGAAGGCCATGTGGCGCA0.567

+ 6 1992RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fki.2_5'Flank|RUSC1_uc001fkk.2_Missense_Mutation_p.P588L|RUSC1_uc009wqn.1_Intron|RUSC1_uc009wqo.1_Missense_Mutation_p.P119L|RUSC1_uc001fkl.2_Missense_Mutation_p.P178L|RUSC1_uc001fkp.2_Missense_Mutation_p.P119L|RUSC1_uc001fkq.2_Missense_Mutation_p.P119L|RUSC1_uc010pgb.1_Missense_Mutation_p.P86L|RUSC1_uc009wqp.1_Missense_Mutation_p.P113L|RUSC1_uc001fkn.2_5'UTR|RUSC1_uc001fko.2_RNA|RUSC1_uc001fkr.2_Missense_Mutation_p.P119L|RUSC1_uc001fks.2_5'UTRNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN RUN. 2CGTCTAGCCCCGCTGAGCAGC0.642

+ 1 274 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1GCTACAGACAGGATGGGGCCC0.632

- 4 314 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0GGAGGCCTTGAGTAAATCAGG0.478

+ 5 1928 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3AGCCAGTCTATGGCAAGCTGG0.642

+ 6 918 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2AGAGGCTCTTCGGTTGCAGTA0.323

+ 2 123 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4TCCAGAGGGCCCAAGACAGGG0.612

+ 46 6392CACNA1E_uc009wxs.2_Missense_Mutation_p.S1964F|CACNA1E_uc009wxt.2_Missense_Mutation_p.S1345FNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6CGCCGTCAATCCAGGTCACCC0.587

- 32 4698KIF21B_uc001gvr.1_Missense_Mutation_p.V1448I|KIF21B_uc009wzl.1_Missense_Mutation_p.V1461I|KIF21B_uc010ppn.1_Missense_Mutation_p.V1448INM_017596 NP_060066 O75037 KI21B_HUMAN WD 4. 6GTCTGGGTGACCGTCAGGCAC0.622

+ 13 1162LGR6_uc001gxv.2_Missense_Mutation_p.E336K|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.E249K|LGR6_uc009xac.1_RNANM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANLRR 13.|Extracellular (Potential).p.E388K(1) 10CCGCATCTGGGAAATTGGAGC0.647 rs143455603

- 4 839PIGR_uc009xbz.2_Missense_Mutation_p.L219FNM_002644 NP_002635 P01833 PIGR_HUMANIg-like V-type 2.|Extracellular (Potential). 3GCCTGGCAGAGATACTGCCCA0.502

- 10 1627 NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN G-patch. 1TTTGGTAGAGGAAATCCAAGT0.473

- 4 796TLR5_uc001hnw.1_Missense_Mutation_p.G117ENM_003268 NP_003259 O60602 TLR5_HUMANExtracellular (Potential).|LRR 2. 4ATGGAACAGTCCCTGAAAAGC0.403

- 16 2384 NM_001618 NP_001609 P09874 PARP1_HUMANPARP alpha-helical. 10GGGGATCAGGGTGTAAAAGCG0.562

- 14 1632TTC13_uc009xfi.2_Missense_Mutation_p.A481V|TTC13_uc009xfj.2_RNA|TTC13_uc001hug.3_Missense_Mutation_p.A481V|TTC13_uc009xfk.1_Missense_Mutation_p.A424VNM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2CTCCAATGCGGCCAAACCCAT0.468

+ 5 1075SLC35F3_uc001hvy.1_Missense_Mutation_p.P352SNM_173508 NP_775779 Q8IY50 S35F3_HUMANHelical; (Potential). 2CACCTGCATTCCTATTATCCT0.418

- 9 2113NID1_uc009xgd.2_Missense_Mutation_p.P671SNM_002508 NP_002499 P14543 NID1_HUMAN EGF-like 2. 2ATGTAGCAGGGATTCTGAAGA0.562

+ 36 4966 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33TGAACGCCAAGGCTGGTTGGT0.527

+ 3 235NLRP3_uc001ics.2_Missense_Mutation_p.P33S|NLRP3_uc001icu.2_Missense_Mutation_p.P33S|NLRP3_uc001icw.2_Missense_Mutation_p.P33S|NLRP3_uc001icv.2_Missense_Mutation_p.P33S|NLRP3_uc010pyw.1_Missense_Mutation_p.P31S|NLRP3_uc001ict.1_Missense_Mutation_p.P31SNM_001079821 NP_001073289 Q96P20 NALP3_HUMAN DAPIN. 26AGAGGACTATCCTCCCCAGAA0.547

+ 1 481 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANExtracellular (Potential). 1AATCCATGCAACTTTTACCTT0.488

+ 1 788 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMANHelical; Name=6; (Potential). 1TCCTTCTACACCTACATGCTC0.542

- 7 2002 NM_018702 NP_061172 Q9NS39 RED2_HUMAN A to I editase. 3CAGCAGGACGCCGTCCCAGGT0.682

+ 12 1590AKR1E2_uc001ihl.1_Intron|AKR1C2_uc010qan.1_Intron|AKR1C3_uc001ihr.2_Intron|AKR1C1_uc001ihq.2_Missense_Mutation_p.R250QNM_001353 NP_001344 Q04828 AK1C1_HUMANNADP (By similarity). 2AAGCACAAGCGAACCCCAGCC0.597 rs140396306

+ 10 1991 NM_018706 NP_061176 Q96HY7 DHTK1_HUMAN 2AAGGGGTTTCTAGAGGTGAGA0.478

- 14 1773 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 1. 19TCTCCCATTTCTTAAATGTTC0.403

+ 14 1925CACNB2_uc009xjz.1_Missense_Mutation_p.N372S|CACNB2_uc001ips.2_Missense_Mutation_p.N598S|CACNB2_uc001ipt.2_Missense_Mutation_p.N584S|CACNB2_uc001ipu.2_Missense_Mutation_p.N594S|CACNB2_uc001ipv.2_Missense_Mutation_p.N570S|CACNB2_uc009xka.1_Missense_Mutation_p.N556S|CACNB2_uc001ipw.2_Missense_Mutation_p.N529S|CACNB2_uc001ipx.2_Missense_Mutation_p.N567S|CACNB2_uc001ipz.2_Missense_Mutation_p.N544S|CACNB2_uc001ipy.2_Missense_Mutation_p.N568S|CACNB2_uc010qco.1_Missense_Mutation_p.N536S|CACNB2_uc001iqa.2_Missense_Mutation_p.N574S|NSUN6_uc001iqb.2_IntronNM_201596 NP_963890 Q08289 CACB2_HUMAN 3AACGAGTGCAACAAGCAGCGC0.552



+ 11 1796PLXDC2_uc001iqh.1_Missense_Mutation_p.E338K|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential).|Thr-rich. 4AGAACCAGTGGAAACTTCTTC0.423

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 3 1179 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0TTGAGTCATGGAATGCCCACC0.527

- 3 455ASAH2_uc009xos.2_Missense_Mutation_p.R152QNM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0AAACACTGTTCGATTGGACCC0.473

+ 10 2170 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4TCCCCACCCCCTTTGATCAGC0.552

+ 2 1481CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.G311RNM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential). 3CAGTCTTGCTGGGAATATATG0.423

+ 6 1401 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.C124S(7)|p.R55fs*1(4)|p.C124fs*10(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.C124F(1)|p.A121_F145del(1)|p.F56fs*2(1)|p.C124Y(1)2334AGCAATTCACTGTAAAGCTGG0.408 rs121909223

+ 5 1062CYP2C18_uc001kjw.3_Intron|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_5'UTRNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TTATGTATTGGAGAGAATAAA0.338

+ 1 1222 NM_000684 NP_000675 P08588 ADRB1_HUMANCytoplasmic (By similarity). 0ATCTACTGCCGCAGCCCCGAC0.701

+ 2 417uc001lim.1_5'Flank|C10orf137_uc001lin.2_Missense_Mutation_p.L42F|C10orf137_uc001lio.1_Missense_Mutation_p.L42F|C10orf137_uc001lip.1_5'UTRNM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10AGCTTTATTTCTTGGAGGCAA0.388

+ 14 2283ATHL1_uc001lor.3_Missense_Mutation_p.S475F|ATHL1_uc001lou.3_Missense_Mutation_p.S298F|ATHL1_uc001lov.3_Missense_Mutation_p.S184FNM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3ACCCTGGGTTCCTCCAGCCCC0.612

+ 47 6781MUC5B_uc001ltb.2_Missense_Mutation_p.D1529NNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN7 X Cys-rich subdomain repeats.|Cys-rich subdomain 2.0ACTTGGAGGGGACGTTGAGTC0.602

- 1 542 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN11 X 4 AA repeats of C-C-X-P. 2GGACTGGGAGCAGCTGGGCTT0.388

+ 1 370 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1GCCTGTGGCTCCTGTGGGGGG0.697

+ 8 1186KCNQ1_uc009ydp.1_Missense_Mutation_p.R144G|KCNQ1_uc001lwo.2_Missense_Mutation_p.R233GNM_000218 NP_000209 P51787 KCNQ1_HUMANCytoplasmic (Potential). 1GCAGAAGCAGAGGCAGAAGCA0.602

+ 2 246SLC22A18AS_uc001lwv.3_Intron|SLC22A18AS_uc001lww.3_Intron|SLC22A18_uc001lwy.2_Nonsense_Mutation_p.Q10*|SLC22A18_uc001lwz.2_Nonsense_Mutation_p.Q10*NM_183233 NP_899056 Q96BI1 S22AI_HUMAN 3TCCCAGGGACCAGGGCCGGTC0.652

- 1 871 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMANHelical; Name=7; (Potential). 4ATCAATGGAGGAAGAAGGAAA0.448

- 1 483_484 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMANHelical; Name=4; (Potential). 3AAAGTGAAAGGGAAGGGAAGAA0.436

- 1 329HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001005288 NP_001005288 Q9H343 O51I1_HUMANHelical; Name=3; (Potential). 1CTCCATGAAGGAGAAAGTGTG0.443

- 1 1304HBG2_uc001mak.1_IntronNM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3GGTGTTTGAAGAGAAACCACC0.507

- 1 344TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001922 NP_001001922 Q8NH56 O52N5_HUMANHelical; Name=3; (Potential). 2ACCTGTGAACCCATGAACAAA0.493 rs143745000

+ 13 2012GTF2H1_uc001moh.2_Missense_Mutation_p.L440F|GTF2H1_uc009yhm.2_Missense_Mutation_p.L324F|GTF2H1_uc001moj.2_Missense_Mutation_p.L128FNM_001142307 NP_001135779 P32780 TF2H1_HUMAN 0TGGAGGGGCACTTATGCAGGG0.463

- 2 485CCDC34_uc001mri.1_Missense_Mutation_p.P144LNM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0CACCTCCCATGGTGTCAGGCG0.418

+ 2 146C11orf74_uc010rfd.1_RNA|C11orf74_uc001mww.1_Missense_Mutation_p.L25F|C11orf74_uc001mwx.1_RNA|C11orf74_uc001mwz.1_Missense_Mutation_p.L25F|C11orf74_uc010rfe.1_RNANM_138787 NP_620142 Q86VG3 CK074_HUMAN 0GGATAAATTCCTTAATTGTCA0.358

- 4 1035 NM_003654 NP_003645 O43916 CHST1_HUMANLumenal (Potential). 5CGCAGGAGGTCGCGGCTGGCG0.662

+ 20 2395DGKZ_uc001nch.1_Missense_Mutation_p.S585L|DGKZ_uc010rgq.1_Missense_Mutation_p.S512L|DGKZ_uc001ncj.1_Missense_Mutation_p.S535L|DGKZ_uc010rgr.1_Missense_Mutation_p.S534L|DGKZ_uc001nck.1_Missense_Mutation_p.S347L|DGKZ_uc001ncl.2_Missense_Mutation_p.S569L|DGKZ_uc001ncm.2_Missense_Mutation_p.S568L|DGKZ_uc009yky.1_Missense_Mutation_p.S569L|DGKZ_uc010rgs.1_Missense_Mutation_p.S546LNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3ACCATGACGTCGTTGGTGAGT0.657

- 5 1046RAPSN_uc001nfj.1_Intron|RAPSN_uc009yls.1_IntronNM_005055 NP_005046 Q13702 RAPSN_HUMAN TPR 6. 1TTTCCGATCTCGGTCATGATG0.652

+ 1 986 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMANCytoplasmic (Potential). 1CTCTTTACATGGTAAGAAATT0.328

- 1 1122APLNR_uc001njn.3_RNANM_005161 NP_005152 P35414 APJ_HUMANCytoplasmic (Potential). 6ATGGTTTGGGCGATGAAGAAG0.627

+ 1 586 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMANHelical; Name=5; (Potential). 1CTTTGCTTTGGAGCTTTTCAT0.527

- 5 15458_15459AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CCTTGAGGCTGGCATCAATTTC0.441

+ 5 352TSGA10IP_uc009yqw.1_RNA|TSGA10IP_uc009yqx.1_IntronNM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0CCCTCCTTCCCCTTCCAGTGG0.662

- 1 2139 NM_020404 NP_065137 Q9HCU0 CD248_HUMANHelical; (Potential). 3GTGCAGTACACGATGCCCAGT0.602

- 3 566P4HA3_uc001ouy.3_RNA|P4HA3_uc010rrj.1_Missense_Mutation_p.R175WNM_182904 NP_878907 Q7Z4N8 P4HA3_HUMAN 1GAAAAGAGCCGTTTGGGGCTG0.507

+ 8 637ACER3_uc010rsg.1_Nonsense_Mutation_p.S136*|ACER3_uc009yul.1_RNA|ACER3_uc001oxu.2_RNA|ACER3_uc009yun.1_Nonsense_Mutation_p.S136*|ACER3_uc009yuo.1_Nonsense_Mutation_p.S83*|ACER3_uc010rsh.1_Nonsense_Mutation_p.S141*|ACER3_uc010rsi.1_Nonsense_Mutation_p.S83*|ACER3_uc010rsj.1_Nonsense_Mutation_p.S83*NM_018367 NP_060837 Q9NUN7 ACER3_HUMANHelical; (Potential). 0GGTTATACATCATTGGGTATA0.318

+ 2 113C11orf67_uc001oyp.2_Missense_Mutation_p.E5D|C11orf67_uc001oyr.1_Missense_Mutation_p.E5DNM_024684 NP_078960 Q9H7C9 CK067_HUMAN 0CTTCCCCTGAAATTGCTTCCT0.378

- 17 2082C11orf67_uc001oyp.2_Intron|INTS4_uc001oyt.2_RNANM_033547 NP_291025 Q96HW7 INT4_HUMAN 2CTTCAAATACAAAGGGGCAGC0.478

- 22 3614 NM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential). 4ATAGAGATTTCCTCCTGCAAA0.582

- 2 1005TRPC6_uc009ywy.2_Missense_Mutation_p.T194A|TRPC6_uc009ywz.1_Missense_Mutation_p.T194ANM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential). 4CTAGGGCTGGTTGCTAACCTC0.463

- 6 5135EXPH5_uc010rvy.1_Missense_Mutation_p.I1487T|EXPH5_uc010rvz.1_Missense_Mutation_p.I1519T|EXPH5_uc010rwa.1_Missense_Mutation_p.I1599TNM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5TAGTACAGTAATGGGGAGAAG0.453

- 9 937USP28_uc001pog.2_5'Flank|USP28_uc010rwy.1_Missense_Mutation_p.R177C|USP28_uc001poi.2_5'UTR|USP28_uc001poj.3_Missense_Mutation_p.R302C|USP28_uc010rwz.1_3'UTRNM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7TTACCTTCACGAACCCCTTCA0.358

+ 3 556 NM_182495 NP_872301 Q96DL1 FA55B_HUMAN 1CTGAGGGCCAGGATGTACTCC0.552

- 7 1417DSCAML1_uc001pri.1_Missense_Mutation_p.S276LNM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 5. 8GCTGAAGGACGAGACGATGCG0.682

- 2 206TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.Q38RNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-4.|4 X 5 AA repeats of T-P-P-G-R.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1TGGAGATGCCTGGGCTGGAGA0.637

- 2 203TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.A37GNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-4.|4 X 5 AA repeats of T-P-P-G-R.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1AGATGCCTGGGCTGGAGATGC0.632

+ 1 650 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANHelical; Name=5; (Potential). 1CTTCTGGGATCGTACACAGCA0.517 rs138187932

+ 10 1311VWA5A_uc001pzr.2_Missense_Mutation_p.E368K|VWA5A_uc001pzs.2_Missense_Mutation_p.E368K|VWA5A_uc010sae.1_Missense_Mutation_p.E384K|VWA5A_uc001pzt.2_Missense_Mutation_p.E368KNM_001130142 NP_001123614 O00534 VMA5A_HUMAN VWFA. 2AGGGGGCACTGAAATCTTGGC0.522



- 1 158 NM_012378 NP_036510 Q15620 OR8B8_HUMANCytoplasmic (Potential). 1GTGCAAGTGAGAGTTGAGCCT0.478

+ 2 1064NTM_uc001qgm.2_Missense_Mutation_p.V134I|NTM_uc010sch.1_Missense_Mutation_p.V125I|NTM_uc010sci.1_Missense_Mutation_p.V134I|NTM_uc010scj.1_Missense_Mutation_p.V93I|NTM_uc001qgo.2_Missense_Mutation_p.V134I|NTM_uc001qgq.2_Missense_Mutation_p.V134INM_016522 NP_057606 Q9P121 NTRI_HUMAN 6CATTGTGCAAGGTAGGTGGGC0.552

- 7 1237DCP1B_uc010sdy.1_Missense_Mutation_p.R284KNM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1AGTGGGAGCTCTGCTGCGGTT0.572

- 1 46CD163L1_uc010sge.1_Missense_Mutation_p.S7LNM_174941 NP_777601 Q9NR16 C163B_HUMAN 11AATATGCCACGAGTTTTGAGG0.378

+ 3 660 NM_024865 NP_079141 Q9H9S0 NANOG_HUMAN Homeobox. 0ACCAGAGAATGAAATCTAAGA0.373

- 1 206KLRC3_uc001qyh.2_Intron|KLRC3_uc001qyi.1_Missense_Mutation_p.G54E|KLRC3_uc010shc.1_Missense_Mutation_p.G54E|KLRC3_uc010shd.1_Missense_Mutation_p.G54ENM_002261 NP_002252 Q07444 NKG2E_HUMANCytoplasmic (Potential). 3TTTATCAATCCCTTGATGATT0.348

- 3 630 NM_006248 NP_006239 0TGTGGCTTTCCTGGAGGAGGT0.592

- 6 855ABCC9_uc001rfh.2_Missense_Mutation_p.P279S|ABCC9_uc001rfj.1_Missense_Mutation_p.P279SNM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential). 6GTCCGATTTGGATGATCTGCA0.353

- 2 655SYT10_uc009zju.1_5'UTRNM_198992 NP_945343 Q6XYQ8 SYT10_HUMANCytoplasmic (Potential). 2GCTGGCTTTTCATTTTCCTTA0.398

- 35 5221 NM_025003 NP_079279 P59510 ATS20_HUMAN 19CACAATAAATCTAAAGAAAAA0.303

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19CCTTGCCTGGGGTGGAAGTCA0.652

- 2 1381PUS7L_uc001rnr.3_Missense_Mutation_p.G298R|PUS7L_uc001rns.3_Missense_Mutation_p.G298R|PUS7L_uc009zkb.2_IntronNM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1ATAACTTTTCCTTCTTGGCAT0.348

- 11 893COL2A1_uc001rqv.2_Missense_Mutation_p.P169SNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2GGACCCATGGGACCCTACAAA0.478

- 5 654 NM_014470 NP_055285 Q92730 RND1_HUMAN 1ACACAGCATGGATGCCGTCCG0.552

- 6 1186 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1TCGTTGATCTCGTTCCGTATG0.547 rs145550883

- 2 616 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2GTGTCCAGAACCTTGTTCTGC0.537

- 2 948 NM_005554 NP_005545 P02538 K2C6A_HUMAN Coil 1B.|Rod. 5TTGAAGTCCTCCACCAGGTCC0.542

+ 1 478 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=4; (Potential). 3ACCAGTAATGCTTCTGCTGCA0.438

+ 8 877GLI1_uc009zpq.2_Missense_Mutation_p.E139KNM_005269 NP_005260 P08151 GLI1_HUMAN 15GGAGCGGAAGGAGTTCGTGTG0.597

+ 3 336MSRB3_uc001ssm.2_Missense_Mutation_p.P85L|MSRB3_uc009zqp.2_Missense_Mutation_p.P85LNM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2TGTGGAACTCCATTGTTTAAG0.318

- 2 335PTPRB_uc010sto.1_Missense_Mutation_p.R102K|PTPRB_uc010stp.1_Missense_Mutation_p.R102K|PTPRB_uc001swc.3_Missense_Mutation_p.R320K|PTPRB_uc001swa.3_Missense_Mutation_p.R320K|PTPRB_uc001swd.3_Missense_Mutation_p.R319K|PTPRB_uc009zrr.1_Missense_Mutation_p.R199K|PTPRB_uc001swe.2_Missense_Mutation_p.R320KNM_002837 NP_002828 P23467 PTPRB_HUMANFibronectin type-III 1.|Extracellular (Potential). 3GACCACTGTTCTCTCTTCATC0.458

- 1 734 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2AGGGGAATTTCCAGAATCCTG0.647

+ 6 935AMDHD1_uc009zth.1_Missense_Mutation_p.G168RNM_152435 NP_689648 Q96NU7 HUTI_HUMAN 1GGCTGAACTGGGAGCGCAGGC0.483

+ 12 1507 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 1. 14CATAATTGCTGGTCAGATGAA0.378

- 3 291MMAB_uc001tov.2_RNA|MMAB_uc001tow.2_RNA|MMAB_uc010sxq.1_5'UTR|MMAB_uc001tox.2_IntronNM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0TCTCCTTTCTCCTGTGAAGGT0.393

- 10 1584ANAPC7_uc001tqp.3_Missense_Mutation_p.A528ENM_016238 NP_057322 Q9UJX3 APC7_HUMAN TPR 7. 0CTGGTCCATTGCCTCCTGATA0.517

+ 8 1819 NM_006187 NP_006178 Q9Y6K5 OAS3_HUMANOAS domain 2. 1CCAGGAGGGCGAGCATAAGGC0.557

- 9 620HPD_uc001ubk.2_Missense_Mutation_p.V155MNM_002150 NP_002141 P32754 HPPD_HUMAN 0GAGGCGGACACCATCTCCTGA0.582

- 14 1485ZCCHC8_uc001ucl.2_Missense_Mutation_p.V63I|ZCCHC8_uc001ucm.2_Missense_Mutation_p.V214I|ZCCHC8_uc009zxp.2_Missense_Mutation_p.V214I|ZCCHC8_uc009zxq.2_Missense_Mutation_p.V214INM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0CCATGTGGTACCTCCATATCT0.413

- 2 614CDK2AP1_uc001uep.2_RNANM_004642 NP_004633 O14519 CDKA1_HUMAN 0CTGTGAAGACGTTGCCATGCT0.622

+ 11 739GTF2H3_uc010tau.1_Missense_Mutation_p.R197KNM_001516 NP_001507 Q13889 TF2H3_HUMAN 0CAAGATCAGAGATCTCAGTTA0.393

- 8 1272RIMBP2_uc001uim.2_Missense_Mutation_p.C278G|RIMBP2_uc001uin.1_Missense_Mutation_p.C29GNM_015347 NP_056162 O15034 RIMB2_HUMANFibronectin type-III 1. 11CTGGTGACGCACTGCACGGAG0.627

- 3 338 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5GCCGCATCTTCCTTCCCGGTG0.522

+ 10 1663WASF3_uc001uqw.2_Missense_Mutation_p.R477WNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1GATCCTGTCCCGGCGCATTGC0.617

- 2 666GPR12_uc010tdl.1_5'UTRNM_005288 NP_005279 P47775 GPR12_HUMANCytoplasmic (Potential). 0TCTCCGAATGGTACGTCAGAG0.577

+ 42 6907NBEA_uc010abi.2_Missense_Mutation_p.R890Q|NBEA_uc010tee.1_Missense_Mutation_p.R27Q|NBEA_uc010tef.1_Missense_Mutation_p.R27Q|NBEA_uc010teg.1_Missense_Mutation_p.R27QNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11ATGGCAAACCGAAGTAAGTCC0.343

- 2 748EDNRB_uc001vkq.1_Missense_Mutation_p.A164S|uc001vkn.1_Intron|EDNRB_uc010aez.1_Missense_Mutation_p.A164S|EDNRB_uc001vkp.1_Missense_Mutation_p.A247SNM_001122659 NP_001116131 P24530 EDNRB_HUMANExtracellular (Potential). 0CAGTCCTCTGCCAGCAGCTGC0.463

- 10 1246NALCN_uc001voy.2_Missense_Mutation_p.E68K|NALCN_uc001voz.2_Missense_Mutation_p.E353K|NALCN_uc001vpa.2_Missense_Mutation_p.E353KNM_052867 NP_443099 Q8IZF0 NALCN_HUMANCytoplasmic (Potential). 16GCAGCATCTTCATGAAACATC0.448

- 5 1085NOVA1_uc001wpz.2_Missense_Mutation_p.A232V|NOVA1_uc001wqa.2_Missense_Mutation_p.A134VNM_002515 NP_002506 P51513 NOVA1_HUMAN p.A256D(1) 5TGTCACATTGGCATAACTGAT0.458

+ 7 903NPAS3_uc001wrs.2_Missense_Mutation_p.S267L|NPAS3_uc001wrt.2_Missense_Mutation_p.S248L|NPAS3_uc001wrv.2_Missense_Mutation_p.S250LNM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2CACATCAAATCATCAGGATAT0.478

- 16 2499RALGAPA1_uc001wtj.2_Missense_Mutation_p.V703A|RALGAPA1_uc010tpv.1_Missense_Mutation_p.V703A|RALGAPA1_uc010tpw.1_Missense_Mutation_p.V703A|RALGAPA1_uc001wtk.1_Missense_Mutation_p.V554ANM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4TTCATGTCCAACTCCTGGAAA0.413

+ 9 1025_1026 NM_002687 NP_002678 Q9H307 PININ_HUMANPotential.|Glu-rich. 1ACAAGAAGAGGGTAAGGTGGCT0.351

- 9 1304CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cttaggagggggatgcctgtc 0

- 11 2661KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9GAAGGTCACTTTTTGTAATTC0.507

- 5 557ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.P140S|ZFYVE26_uc010tta.1_Missense_Mutation_p.P140SNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11TCCCTCCTTGGATTTCCGTCA0.572

- 8 785DPF3_uc001xnd.1_RNA|DPF3_uc001xnf.2_RNA|DPF3_uc010ari.1_Missense_Mutation_p.P258S|DPF3_uc010ttq.1_Missense_Mutation_p.P268SNM_012074 NP_036206 Q92784 DPF3_HUMAN 1TAGTTATTGGGAATGACTGTT0.512

- 5 516DPF3_uc001xnd.1_RNA|DPF3_uc001xnf.2_RNA|DPF3_uc010ari.1_Missense_Mutation_p.R168Q|DPF3_uc010ttq.1_Missense_Mutation_p.R178QNM_012074 NP_036206 Q92784 DPF3_HUMAN 1CCTGTTCTTTCGCTTGGGAAT0.448



+ 5 1298NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.M403INM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential). 10GTTCACGGATGAGTGCCAAGC0.567

- 3 1347SERPINA10_uc001ycu.3_Missense_Mutation_p.G294ENM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3GGTGGCATTTCCTTGGTAGGG0.502

- 3 980SERPINA1_uc001ycw.3_RNA|SERPINA1_uc010auw.2_Missense_Mutation_p.V240G|SERPINA1_uc010aux.2_Missense_Mutation_p.V240G|SERPINA1_uc001ycy.3_Missense_Mutation_p.V240G|SERPINA1_uc010auy.2_Missense_Mutation_p.V240G|SERPINA1_uc001ycz.3_Missense_Mutation_p.V240G|SERPINA1_uc010auz.2_Missense_Mutation_p.V240G|SERPINA1_uc010ava.2_Missense_Mutation_p.V240G|SERPINA1_uc001ydb.3_Missense_Mutation_p.V240G|SERPINA1_uc010avb.2_Missense_Mutation_p.V240G|SERPINA1_uc001ydc.3_Missense_Mutation_p.V240G|SERPINA1_uc001yda.1_Missense_Mutation_p.V240GNM_000295 NP_000286 P01009 A1AT_HUMAN 1AGGCACCTTCACGGTGGTCAC0.542

- 2 828SERPINA9_uc001yde.2_Missense_Mutation_p.H123Y|SERPINA9_uc010avc.2_Missense_Mutation_p.H74Y|SERPINA9_uc001ydg.2_Missense_Mutation_p.H187Y|SERPINA9_uc001ydh.1_Missense_Mutation_p.H223Y|SERPINA9_uc001ydi.1_Missense_Mutation_p.H187YNM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2AAGAAAATGTGGTTCACCAGA0.388

- 2 617BRF1_uc010tyo.1_5'UTR|BRF1_uc010typ.1_5'UTR|BRF1_uc010axg.1_Intron|BRF1_uc001yqr.2_Missense_Mutation_p.T85INM_001519 NP_001510 Q92994 TF3B_HUMAN 4ATTCTGCAGGGTCTGCGCTCT0.592

- 1 104 NM_002487 NP_002478 Q99608 NECD_HUMAN 0CGCTCAGATCCTTACTTTGTT0.647

+ 3 612 NM_003246 NP_003237 P07996 TSP1_HUMANTSP N-terminal. 6GTCTGTGGAAGAAGCTCTCCT0.582

+ 9 1879 NM_019074 NP_061947 Q9NR61 DLL4_HUMANExtracellular (Potential). 2TGCGAGTTCCCCGTGGGCTTG0.652

+ 1 775 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GATTGAAACAGAACTTTCTGA0.463

+ 8 3781UNC13C_uc002acl.2_Missense_Mutation_p.G91RNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7AACCATTTTTGGAAATTTGAA0.313

+ 24 5650 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7TGCAGCAATGGATGCAGAGAT0.338

+ 2 1600FEM1B_uc002arh.2_Missense_Mutation_p.L249FNM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0TATGGAAGGCCTTATAGTTCG0.418

- 3 989 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANExtracellular (Potential).|Neurite growth inhibition (By similarity).|Globular or compact configuration stabilized by disulfide bonds.|Laminin G-like 2.3CTGGTCCACGGAGATTTCCAG0.607

+ 21 2806IREB2_uc010unb.1_Missense_Mutation_p.H632YNM_004136 NP_004127 P48200 IREB2_HUMAN 0ACACAAAGATCATTTGATTGG0.368

+ 22 3205KIAA1199_uc010unn.1_Missense_Mutation_p.R982QNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3TGGCTGGTCCGGCACCCAGAC0.582

+ 11 1430ITFG3_uc002cgg.2_Missense_Mutation_p.A412V|ITFG3_uc010uud.1_RNA|ITFG3_uc002cgh.2_Missense_Mutation_p.A412VNM_032039 NP_114428 Q9H0X4 ITFG3_HUMANExtracellular (Potential). 1TGTAGCCTAGCCCTCCCGAGC0.672

- 2 469 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0CCCTGGCTGTGGACGAGGCCC0.736

+ 4 546ABCC1_uc010bvj.2_Missense_Mutation_p.I124T|ABCC1_uc010bvk.2_Missense_Mutation_p.I124T|ABCC1_uc010bvl.2_Missense_Mutation_p.I124T|ABCC1_uc010bvm.2_Missense_Mutation_p.I124T|ABCC1_uc002del.3_Missense_Mutation_p.I8T|ABCC1_uc010bvn.2_5'UTRNM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4ACCTTTTTAATTCAGCTGGAG0.383

- 19 2721 NM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18ACGTTGTCCTCCACATATTCC0.458

+ 17 3624RBBP6_uc010vcb.1_Missense_Mutation_p.P729S|RBBP6_uc002dmi.2_Missense_Mutation_p.P828S|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.P695SNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4GAACTTTTCTCCAGAGAGATT0.418

+ 1 291uc010vct.1_Intron|ATP2A1_uc002drn.1_Missense_Mutation_p.Y36C|ATP2A1_uc002drp.1_5'FlankNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4CTGGAGAAATACGGCCTCAAT0.547

+ 1 71 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1GGACCTGAAGGATTTAATGCC0.532

+ 1 11uc010vhb.1_5'Flank|uc010vhc.1_5'Flank|uc002ehu.1_5'Flank|IRX5_uc010cca.1_Missense_Mutation_p.P4L|IRX5_uc002ehw.2_5'FlankNM_005853 NP_005844 P78411 IRX5_HUMAN 0ATGTCCTATCCGCAGGGCTAC0.627

- 6 681_682CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.G130F|CNOT1_uc002enx.2_Missense_Mutation_p.G130F|CNOT1_uc002enz.1_IntronNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6CAGGGCAAGGCCAAAAATTACC0.351 rs113031066

- 7 820GALNS_uc010cid.2_Missense_Mutation_p.P250L|GALNS_uc002flz.3_5'UTRNM_000512 NP_000503 P34059 GALNS_HUMAN 2GCCCAAGAAGGGTTTGGAGGC0.602

- 5 540GALNS_uc010cid.2_Missense_Mutation_p.P157S|GALNS_uc002flz.3_IntronNM_000512 NP_000503 P34059 GALNS_HUMAN 2TGCTTCAGGGGGTGGAACTGG0.567

+ 12 1666SPG7_uc002fnk.1_RNA|SPG7_uc002fnl.2_5'FlankNM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial matrix (Potential). 0CGAGTACGCCGTGGAGCGCGT0.627 rs147706568

- 2 885TRPV1_uc010vro.1_Missense_Mutation_p.E120K|TRPV1_uc010vrp.1_Missense_Mutation_p.E120K|TRPV1_uc010vrq.1_Silent_p.L94L|TRPV1_uc010vrs.1_Missense_Mutation_p.E120K|TRPV1_uc010vrt.1_Missense_Mutation_p.E120K|TRPV1_uc010vru.1_Missense_Mutation_p.E120KNM_080706 NP_542437 Q8NER1 TRPV1_HUMANCytoplasmic (Potential).|ANK 1. 1GCAACGGCTTCAAAGATACTC0.567

- 6 1220ZZEF1_uc002fxk.1_Missense_Mutation_p.K386ENM_015113 NP_055928 O43149 ZZEF1_HUMAN DOC. 4ACCCCAGACTTCTTAACTCTC0.483

- 11 1743DHX33_uc002gbz.2_Missense_Mutation_p.E352K|DHX33_uc002gcb.2_Missense_Mutation_p.E408K|DHX33_uc010clf.2_Missense_Mutation_p.E357KNM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2ACAAAATTCTCTTTGCACCAA0.358 rs147158339

- 6 775PLSCR3_uc002ggl.2_Intron|PLSCR3_uc002ggq.1_Missense_Mutation_p.P20L|PLSCR3_uc002ggn.1_Missense_Mutation_p.P189L|PLSCR3_uc002ggo.1_Missense_Mutation_p.P189L|PLSCR3_uc002ggp.1_Missense_Mutation_p.P20L|PLSCR3_uc002ggr.1_Missense_Mutation_p.P189L|PLSCR3_uc010cmg.1_Missense_Mutation_p.P189LNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0GGGGAGGAAGGGATGCCAGGT0.612

+ 25 4093CHD3_uc002gjd.2_Missense_Mutation_p.P1374S|CHD3_uc002gjf.2_Missense_Mutation_p.P1315S|CHD3_uc002gjh.2_5'UTR|SCARNA21_uc002gji.1_5'FlankNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1GAATGTGGACCCTGACTACTG0.507

+ 1 67 GLP2R_uc010cog.1_RNANM_004246 NP_004237 O95838 GLP2R_HUMANExtracellular (Potential). 3TGGCGTCCACGAGCTGCCCAT0.647

+ 2 1186 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANMyosin head-like. 9GGGTACCCGCCCGAGGATCCC0.637

+ 9 1907FOXN1_uc002hbj.2_Missense_Mutation_p.S570LNM_003593 NP_003584 O15353 FOXN1_HUMAN 1ACATCATCTTCGATGCCACCA0.612

- 3 617 NM_001045 NP_001036 P31645 SC6A4_HUMANCytoplasmic (Potential). 4TGTAGAACTCCGTTTTCCTGA0.502

- 3 402C17orf66_uc010wck.1_RNA|C17orf66_uc010wcl.1_Missense_Mutation_p.D85N|C17orf66_uc010wcm.1_Missense_Mutation_p.D51NNM_152781 NP_689994 A2RTY3 CQ066_HUMAN 3TCATACAGGTCGTGCCAGTGC0.512

+ 5 659WIPF2_uc002huh.1_5'UTR|WIPF2_uc010cww.1_5'UTR|WIPF2_uc002hui.1_Missense_Mutation_p.S140N|WIPF2_uc010cwx.1_Intron|WIPF2_uc010cwy.1_Missense_Mutation_p.S140NNM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3GATACAGACAGCAGCCGGGCC0.617

- 8 1386 JUP_uc010wfs.1_Intron NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2CTCGCGGGAGGAGATGACCTT0.652

- 12 1651MPP2_uc002ien.1_Missense_Mutation_p.G504R|MPP2_uc010wim.1_Missense_Mutation_p.G476R|MPP2_uc002ieo.1_Missense_Mutation_p.G487R|MPP2_uc010win.1_Missense_Mutation_p.G348R|MPP2_uc010wio.1_Missense_Mutation_p.G476RNM_005374 NP_005365 Q14168 MPP2_HUMANGuanylate kinase-like. 0GTGGATATTCCACTCTCCAGC0.617

+ 26 3423FMNL1_uc002iiq.2_Intron|FMNL1_uc010dag.2_Intron|LOC100133991_uc010dah.2_5'FlankNM_005892 NP_005883 O95466 FMNL_HUMAN DAD. 1GATCAAGACGGTGCCCTTCAC0.582

+ 6 1302MAPT_uc010dau.2_Missense_Mutation_p.P328S|MAPT_uc002ijs.3_Intron|MAPT_uc002ijx.3_Intron|MAPT_uc002ijt.3_Intron|MAPT_uc002iju.3_Intron|MAPT_uc002ijv.3_IntronNM_016835 NP_058519 P10636 TAU_HUMAN 1GGCTGCATTTCCAGGGGCCCC0.622

- 5 1746KIAA1267_uc002ikc.2_Missense_Mutation_p.P554R|KIAA1267_uc002ikd.2_Missense_Mutation_p.P554R|KIAA1267_uc010dav.2_Missense_Mutation_p.P554RNM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2TGCCAAGACAGGCTGAAGACT0.343

- 15 2627TEX14_uc002iwr.1_Missense_Mutation_p.G831R|TEX14_uc002iws.1_Missense_Mutation_p.G831R|TEX14_uc010dda.1_Missense_Mutation_p.G611RNM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17TTCTGTTTTCCAGGGTCACAA0.423

- 4 831CANT1_uc002jwk.2_Missense_Mutation_p.K131R|CANT1_uc002jwj.2_Missense_Mutation_p.K131R|CANT1_uc002jwl.2_RNA|CANT1_uc002jwm.1_5'FlankNM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0CAGGTAGCCCTTTTTCAGGTA0.577

+ 26 3881_3882RPTOR_uc010wug.1_Missense_Mutation_p.P868FNM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 1. 6CCCCGGCGTCCCCTCTGTGGTG0.559

+ 1 471GNAL_uc002kqc.2_Intron|GNAL_uc010dkz.2_Intron|GNAL_uc002kqd.2_IntronNM_020412 NP_065145 Q7LBR1 CHM1B_HUMAN 0TTTGATGGACAAATTCGAGCA0.517



+ 1 59 NM_005913 NP_005904 P33032 MC5R_HUMANExtracellular (Potential). 6ACAGAGGGCAACCTTTCAGGA0.463

+ 14 1990 NM_005925 NP_005916 Q16820 MEP1B_HUMANExtracellular (Potential). 2AAGAGAGGCTCCACCCGAGAC0.463

- 5 696 RIT2_uc010dnf.2_3'UTRNM_002930 NP_002921 Q99578 RIT2_HUMAN 1ACTAAGCCATGAAAAGCATCA0.423

+ 20 3706DCC_uc010xdr.1_Missense_Mutation_p.R868K|DCC_uc010dpf.1_Missense_Mutation_p.R675KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 6. 17ATCCTCTTCAGGACTCTGAAA0.388

- 8 1143SERPINB4_uc002lje.2_Missense_Mutation_p.E332K|SERPINB4_uc002ljg.2_Missense_Mutation_p.E353KNM_002974 NP_002965 P48594 SPB4_HUMAN 3GATGATAATTCGACTACTACT0.463

+ 6 689SERPINB7_uc002ljm.2_Missense_Mutation_p.P198L|SERPINB7_uc010xet.1_Missense_Mutation_p.P181L|SERPINB7_uc010dqg.2_Missense_Mutation_p.P198LNM_001040147 NP_001035237 O75635 SPB7_HUMAN 3TTCAAATCTCCCAAGGTATGT0.408

- 6 820NETO1_uc002lkx.1_Missense_Mutation_p.S178F|NETO1_uc002lky.1_Missense_Mutation_p.S179FNM_138966 NP_620416 Q8TDF5 NETO1_HUMANCUB 2.|Extracellular (Potential). 4AATTCCTTCGGAACCGCCCAT0.428

+ 4 1262ZNF57_uc010xha.1_Missense_Mutation_p.A340TNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 8. 3ATGTGGGAAAGCCTTCACTTG0.443

+ 13 1539FSD1_uc002lzz.2_Missense_Mutation_p.G432D|FSD1_uc002maa.2_Nonsense_Mutation_p.W275*NM_024333 NP_077309 Q9BTV5 FSD1_HUMAN B30.2/SPRY. 1CTCAGGTATGGTGTGGCAGCT0.677

- 11 1183SEMA6B_uc010dud.2_Missense_Mutation_p.G382E|SEMA6B_uc010xih.1_Missense_Mutation_p.G382ENM_032108 NP_115484 Q9H3T3 SEM6B_HUMANExtracellular (Potential).|Sema. 1GTACTGCATCCCGGGGGCTGC0.612

+ 4 1710ZNF844_uc010dym.1_Missense_Mutation_p.K366ENM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGAAAGGACTCAC0.413

+ 6 441ZNF333_uc010dzq.2_Splice_Site_p.G103_splice|ZNF333_uc002mzk.3_Splice_Site|ZNF333_uc002mzl.3_Splice_Site_p.G103_splice|ZNF333_uc002mzm.2_Splice_Site_p.G43_splice|ZNF333_uc010dzr.1_Splice_SiteNM_032433 NP_115809 Q96JL9 ZN333_HUMAN 3TCTTTTGCCAGGGGCCGGGGC0.602

- 11 1300 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANGlu-rich.|Potential. 3 tcctcctcctcctccagctcc 0.433

+ 4 456ZNF431_uc010ecq.2_Missense_Mutation_p.M5K|ZNF431_uc010ecr.2_Missense_Mutation_p.D104ENM_133473 NP_597730 Q8TF32 ZN431_HUMAN KRAB. 2AGATGGTGGATGAACCCCCAG0.418

- 4 1122ZNF681_uc002nrl.3_Missense_Mutation_p.R258T|ZNF681_uc002nrj.3_Missense_Mutation_p.R258TNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 6; degenerate. 0TATCTTATGTCTGGTAAGGTG0.378

- 2 147ZNF681_uc002nrl.3_Intron|ZNF681_uc002nrj.3_Intron|ZNF681_uc002nrm.1_5'FlankNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0TTTCAATGGTTCCTGAAAAac0.284

+ 2 924KIAA0355_uc010edk.1_Missense_Mutation_p.S12FNM_014686 NP_055501 O15063 K0355_HUMAN 1CTTGGCGGGTCCAAGCAGAAG0.627

+ 3 368CAPNS1_uc002odi.1_Missense_Mutation_p.E71K|CAPNS1_uc002odk.2_Missense_Mutation_p.E71K|CAPNS1_uc002odl.2_Missense_Mutation_p.E71KNM_001749 NP_001740 P04632 CPNS1_HUMAN 0TCTTCGCAGCGAGGCGGCTGC0.657

- 5 717ZNF585B_uc002ofr.1_IntronNM_152279 NP_689492 Q52M93 Z585B_HUMAN 1TAGAGTTTTTCTCCTGTAGGA0.393

- 1 688 NM_020862 NP_065913 Q9P244 LRFN1_HUMANLRR 7.|Extracellular (Potential). 2CTCAGGAAGAGCCCGTCGGGC0.667

+ 27 3502_3503LTBP4_uc002oog.1_Missense_Mutation_p.P1131Y|LTBP4_uc002ooi.1_Missense_Mutation_p.P1101Y|LTBP4_uc002ooj.1_Missense_Mutation_p.P41Y|LTBP4_uc002ook.1_Missense_Mutation_p.P302Y|LTBP4_uc002ool.1_Missense_Mutation_p.P180Y|LTBP4_uc010xvp.1_IntronNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1GCCCCGCCGACCCAGCACACCT0.693

+ 3 311uc002pas.2_5'Flank|GEMIN7_uc002paq.1_Nonsense_Mutation_p.Q54*|GEMIN7_uc002par.1_Nonsense_Mutation_p.Q54*NM_001007270 NP_001007271 Q9H840 GEMI7_HUMAN 1CCTGGAATCCCAGGAGCAGCG0.627

+ 2 232GPR77_uc002pgk.1_Missense_Mutation_p.S5FNM_018485 NP_060955 Q9P296 C5ARL_HUMANExtracellular (Potential). 1GGGAACGATTCTGTCAGCTAC0.607

+ 4 379CCDC155_uc002pnl.1_Missense_Mutation_p.P69S|CCDC155_uc010emx.1_Missense_Mutation_p.P42SNM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2AGGCCAGGGCCCCCAGGATGC0.642

+ 4 507ALDH16A1_uc010yar.1_Missense_Mutation_p.V131I|ALDH16A1_uc010yas.1_5'UTR|ALDH16A1_uc010yat.1_IntronNM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1TGGGCGGGCTGTTCGAGAGGT0.627

+ 4 943ATF5_uc002prd.2_Missense_Mutation_p.S126PNM_012068 NP_036200 Q9Y2D1 ATF5_HUMANPoly-Pro.|Interaction with PTP4A1 (By similarity). 2 Cccaccaccctccccgccgcc 0.488

+ 5 954LILRA2_uc010ern.2_Missense_Mutation_p.H289Y|LILRA2_uc002qgf.2_Missense_Mutation_p.H289Y|LILRA2_uc010yfe.1_Missense_Mutation_p.H289Y|LILRA2_uc010yff.1_Missense_Mutation_p.H277Y|LILRA2_uc010ero.2_Missense_Mutation_p.H277Y|LILRA2_uc010yfg.1_IntronNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANIg-like C2-type 3.|Extracellular (Potential). 1GAGCCCCTCCCACGGGGGCCA0.647

+ 14 1964LILRB1_uc010erp.1_Missense_Mutation_p.E157K|LILRB1_uc002qgl.2_Missense_Mutation_p.E542K|LILRB1_uc002qgk.2_Missense_Mutation_p.E543K|LILRB1_uc002qgm.2_Missense_Mutation_p.E543K|LILRB1_uc010erq.2_Missense_Mutation_p.E526K|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3CACACAGCCTGAGGATGGGGT0.612

- 5 1190ZNF667_uc010etl.2_Missense_Mutation_p.S125L|ZNF667_uc002qne.2_Missense_Mutation_p.S343L|ZNF667_uc010etm.2_Missense_Mutation_p.S286LNM_022103 NP_071386 Q5HYK9 ZN667_HUMAN C2H2-type 6. 1CATCAGGGGTGAAATCCTATT0.388

- 11 1775uc010ygp.1_Intron|uc002qnp.1_Intron|ZIM2_uc010ygq.1_Missense_Mutation_p.A261T|ZIM2_uc010ygr.1_Missense_Mutation_p.A261T|ZIM2_uc002qnq.2_Missense_Mutation_p.A465T|ZIM2_uc010etp.2_Missense_Mutation_p.A465T|ZIM2_uc010ygs.1_Missense_Mutation_p.A465TNM_015363 NP_056178 Q9NZV7 ZIM2_HUMAN 3CACTGGCAGGCTCTCTCTCCA0.483

+ 4 746 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11AGGAAATTGACAAAACTTCAT0.358

+ 28 3290ASAP2_uc002qzi.2_Missense_Mutation_p.G939CNM_003887 NP_003878 O43150 ASAP2_HUMAN SH3. 0ATTTCAGATTGGCCACATTGA0.403

+ 3 362 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0 tcatttctaaggggatgagaag 0

- 4 459HS1BP3_uc002rdx.2_Missense_Mutation_p.P140SNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1GCAGCCCCTGGGGATCTGGTA0.557

- 26 7173 NM_000384 NP_000375 P04114 APOB_HUMAN 27TGGTCTACTTCATACCTCTCG0.378

- 16 2333ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rej.3_5'UTRNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1CAGCAGTGGTCTTATGATGGG0.448

+ 1 331SUPT7L_uc002rlh.1_5'Flank|SUPT7L_uc002rli.1_5'Flank|SUPT7L_uc010ymf.1_5'Flank|SUPT7L_uc002rlj.1_5'Flank|SUPT7L_uc010ezh.1_5'FlankNM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0AGCAACTTCACCATCGCCGCC0.522

+ 11 1919 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMANVWFC 3.|Extracellular (Potential). 3GATGGGTGCCGGGAATGCTAC0.592

- 38 5970_5971THADA_uc010far.2_Missense_Mutation_p.R1068K|THADA_uc002rsx.3_Missense_Mutation_p.R1873K|THADA_uc002rsy.3_RNANM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3CTGACACCATCCTTTGAAGGTG0.525

- 10 1796FSHR_uc002rwx.2_Missense_Mutation_p.M512I|FSHR_uc010fbn.2_Missense_Mutation_p.M548INM_000145 NP_000136 P23945 FSHR_HUMANHelical; Name=6; (Potential). 8TGAGCATGGCCATGCGCTTGG0.527

+ 10 7466ALMS1_uc002sjf.1_Missense_Mutation_p.S2408L|ALMS1_uc002sjg.2_Missense_Mutation_p.S1838L|ALMS1_uc002sjh.1_Missense_Mutation_p.S1838LNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9CCATATGTTTCACCCAAGACA0.448

+ 12 1129EPB41L5_uc010flk.2_Nonsense_Mutation_p.R335*|EPB41L5_uc010fll.2_Nonsense_Mutation_p.R335*|EPB41L5_uc002tmh.3_Nonsense_Mutation_p.R335*|EPB41L5_uc010flm.2_Nonsense_Mutation_p.R139*NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1GAGTTCTCATCGATCAGGATT0.378

+ 6 1253CNTNAP5_uc010flu.2_Missense_Mutation_p.E297KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 1.|Extracellular (Potential). 10CACCAAGGGCGAGACGGATGC0.562

- 17 2633 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5TGCATGCCCCCCATCATGCCC0.622

- 1 1637 NR_002826 0AGCGCCAGCTCCGGGAAGCCG0.642

- 73 12143 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 31. 50TCTGTTATTTCTGCATCTGTG0.383

+ 9 1760MBD5_uc010zbs.1_RNA|MBD5_uc010fns.2_Missense_Mutation_p.H258Y|MBD5_uc002twn.1_5'FlankNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5TCCTGGTTTTCATGGAGCTCC0.448



- 123 17284NEB_uc002txr.2_Missense_Mutation_p.G2121E|NEB_uc002txt.3_Missense_Mutation_p.G203ENM_004543 NP_004534 P20929 NEBU_HUMAN 20GTTGGATTTTCCTTTCTCCTT0.403

+ 3 1180KCNJ3_uc010zce.1_3'UTRNM_002239 NP_002230 P48549 IRK3_HUMANCytoplasmic (By similarity). 2TCGTTTTTTTCCTGTAATTTC0.388

- 22 4263 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN III. 13ATGATGGAAGGAATTGCTCCT0.353

+ 1 425DLX1_uc010fqj.1_Missense_Mutation_p.S76N|DLX1_uc002uhm.2_Missense_Mutation_p.S76NNM_178120 NP_835221 P56177 DLX1_HUMAN 0AACTCGGTCAGCAGCCACGCA0.672

- 309 99378uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E26747K|TTN_uc010zfi.1_Missense_Mutation_p.E26680K|TTN_uc010zfj.1_Missense_Mutation_p.E26555K|TTN_uc002umq.2_Missense_Mutation_p.E69KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTTGACCTTCGTTTATGCTC0.418

- 292 87727uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G22863E|TTN_uc010zfi.1_Missense_Mutation_p.G22796E|TTN_uc010zfj.1_Missense_Mutation_p.G22671ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTGCTCCTCCGTCTTCCTG0.527

- 275 74985uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T18616A|TTN_uc010zfi.1_Missense_Mutation_p.T18549A|TTN_uc010zfj.1_Missense_Mutation_p.T18424ANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CGTGCCCATGTTACTACCATA0.483

- 181 35412TTN_uc010zfh.1_Missense_Mutation_p.E5425K|TTN_uc010zfi.1_Missense_Mutation_p.E5358K|TTN_uc010zfj.1_Missense_Mutation_p.E5233KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN p.E5233K(1) 153CACACATATTCGCCTTTATCT0.428

- 42 10036TTN_uc010zfh.1_Missense_Mutation_p.S3225F|TTN_uc010zfi.1_Missense_Mutation_p.S3225F|TTN_uc010zfj.1_Missense_Mutation_p.S3225F|TTN_uc002umz.1_5'Flank|TTN_uc002unb.2_Missense_Mutation_p.S3271FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTGTACCAGGAAATTTTGGG0.527

- 28 6502TTN_uc010zfh.1_Missense_Mutation_p.S2047F|TTN_uc010zfi.1_Missense_Mutation_p.S2047F|TTN_uc010zfj.1_Missense_Mutation_p.S2047F|TTN_uc002unb.2_Missense_Mutation_p.S2093F|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTGTGCATCAGATCCTTGGCC0.463

- 13 2269TTN_uc010zfh.1_Missense_Mutation_p.R636K|TTN_uc010zfi.1_Missense_Mutation_p.R636K|TTN_uc010zfj.1_Missense_Mutation_p.R636K|TTN_uc002unb.2_Missense_Mutation_p.R682K|TTN_uc010frg.1_Missense_Mutation_p.R264KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGTTCTTGTCTAGTAGCCAT0.368

+ 7 2914SGOL2_uc010zhd.1_Missense_Mutation_p.Q934L|SGOL2_uc010zhe.1_Missense_Mutation_p.Q934LNM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4GCACATGTCCAAGAAAGCTAT0.279

+ 3 646CD28_uc002vag.1_RNA|CD28_uc010zio.1_RNA|CD28_uc010ftx.2_Missense_Mutation_p.P23S|CD28_uc002vaj.3_IntronNM_006139 NP_006130 P10747 CD28_HUMANExtracellular (Potential). 0ACACCTTTGTCCAAGTCCCCT0.438

- 2 300 NM_006891 NP_008822 P07320 CRGD_HUMANBeta/gamma crystallin 'Greek key' 2. 0TCGGCATAGTCGCCGCGGCGC0.657

+ 13 1433CPS1_uc010fur.2_Missense_Mutation_p.S440F|CPS1_uc010fus.2_5'UTRNM_001875 NP_001866 P31327 CPSM_HUMAN 13GGAGGTCTGTCCATTGGTCAG0.373

+ 11 1230VIL1_uc010zke.1_Missense_Mutation_p.Q78K|VIL1_uc002vib.2_Missense_Mutation_p.Q389KNM_007127 NP_009058 P09327 VILI_HUMAN Core. 1GGTGGCTGCCCAGCAGAAGAT0.567

- 11 4921SPHKAP_uc002vpp.2_Missense_Mutation_p.R1596Q|SPHKAP_uc010zlx.1_IntronNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10CAGAGTGGCTCGGAGCTCGGC0.542

+ 12 1514CHRND_uc010zmg.1_Missense_Mutation_p.G489R|CHRND_uc010fyc.2_Missense_Mutation_p.G377R|CHRND_uc010zmh.1_Missense_Mutation_p.G310RNM_000751 NP_000742 Q07001 ACHD_HUMAN 3GCCTTTTCCTGGGGACCCCTA0.617

+ 9 1048CHRNG_uc010fye.1_Missense_Mutation_p.V291INM_005199 NP_005190 P07510 ACHG_HUMANCytoplasmic (Potential). 0GGCCCGAGGGGTCCGCAAGGC0.617

+ 1 835GPR35_uc010fzh.1_Missense_Mutation_p.P118L|GPR35_uc010fzi.1_Missense_Mutation_p.P118LNM_005301 NP_005292 Q9HC97 GPR35_HUMANExtracellular (Potential). 3TCAGACACGCCGCTGTGCCAG0.642

- 5 635GGTLC1_uc002wtu.2_Missense_Mutation_p.V168INM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1ACTGTCGTGACGTTGGGCAGA0.622

- 10 4975NCOA6_uc002xaw.2_Missense_Mutation_p.G802CNM_014071 NP_054790 Q14686 NCOA6_HUMANTBP/GTF2A-binding region.|NCOA1-binding region.|NCOA6IP-binding region.|CREBBP-binding region.|Gln-rich.7GCAGGATCACCATGCTGCTGG0.542

- 7 1194PTPRT_uc010ggj.2_Missense_Mutation_p.T337INM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20GACTATGTGGGTCTCTGCCCA0.557

- 2 861CDH22_uc010ghk.1_Missense_Mutation_p.F154LNM_021248 NP_067071 Q9UJ99 CAD22_HUMANExtracellular (Potential).|Cadherin 1. 5TTGATGATGAACTCCGACTCG0.632

- 3 480 BAGE_uc002yiw.1_RNANM_182482 NP_872288 0TACATCTTTCAGGAGCTTGGT0.388

+ 6 770SH3BGR_uc002yxz.2_Missense_Mutation_p.S128FNM_007341 NP_031367 P55822 SH3BG_HUMANGlu-rich (acidic). 0GACGAAGATTCCTAGGCCTTT0.493

- 25 4734DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11GGGCTGATTGGAAAACTCCCC0.488

+ 9 1092SLC37A1_uc002zbj.2_Missense_Mutation_p.G227ENM_018964 NP_061837 P57057 GLPT_HUMANHelical; (Potential). 0GTCGTGCCTGGAGCCATCGTG0.592

- 1 469C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN29 X 5 AA repeats of C-C-X(3). 0TGCTGGCAGGGGGAGGAGGTG0.602

- 2 331RTN4R_uc002zru.2_5'UTRNM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0CCCTGCTGGGGGCAGCTTGTC0.667

- 18 2565AP1B1_uc003afi.2_Missense_Mutation_p.S787F|AP1B1_uc003afk.2_Missense_Mutation_p.S787F|AP1B1_uc003afl.2_Missense_Mutation_p.S767F|AP1B1_uc003afh.2_5'UTR|AP1B1_uc011ako.1_Missense_Mutation_p.S347FNM_001127 NP_001118 Q10567 AP1B1_HUMAN 2GAGAGGCAGGGAGATCTCCAC0.657

- 4 887LARGE_uc003ane.3_Missense_Mutation_p.S103F|LARGE_uc010gwp.2_Missense_Mutation_p.S103F|LARGE_uc011ame.1_Missense_Mutation_p.S35F|LARGE_uc011amf.1_Missense_Mutation_p.S103FNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3CTCCTCCATGGAGTAGGTCTT0.672

- 15 1894SBF1_uc011arx.1_Missense_Mutation_p.R231C|SBF1_uc003bli.2_Missense_Mutation_p.R568CNM_002972 NP_002963 O95248 MTMR5_HUMAN 0ATGCAGTTGCGCACAACCTCC0.627

- 31 4207 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11CCTCAGGTAGGAAACAGGGGA0.572 rs147706980

+ 1 2110FGD5_uc011avk.1_Missense_Mutation_p.N667SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5AAGACGGAGAACAAATTGCAT0.517

- 5 1039UBP1_uc003cfr.3_Missense_Mutation_p.V170A|UBP1_uc010hga.2_Missense_Mutation_p.V170ANM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2CAGAAATTCAACCGCATTTAA0.358

- 12 4842 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2TTGACCATTTCCTTCTCAGCA0.493

- 13 1066LRRFIP2_uc011ayf.1_Missense_Mutation_p.Y127H|LRRFIP2_uc003cgr.2_Intron|LRRFIP2_uc003cgs.3_Intron|LRRFIP2_uc003cgt.3_IntronNM_006309 NP_006300 Q9Y608 LRRF2_HUMANDVL3-binding.|Ser-rich. 1CGAGGACCATAAGGGTTATAT0.358

- 11 1388HHATL_uc003clx.2_Missense_Mutation_p.R414QNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3CACCTCAATTCGTGCTAGGGG0.577

- 12 6025SETD2_uc003cqv.2_Missense_Mutation_p.E2058G|SETD2_uc003cqt.1_RNANM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32CCTTTCACTCTCCACATCAGA0.443

- 3 478RHOA_uc010hku.2_5'UTRNM_001664 NP_001655 P61586 RHOA_HUMAN 2GGCCTCAGGCGATCATAATCT0.493

+ 25 4430 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANStem (By similarity). 3TCCATCTACCCCTCCAGCAAC0.602

+ 19 2720CACNA1D_uc003dgu.3_Missense_Mutation_p.M873L|CACNA1D_uc003dgy.3_Missense_Mutation_p.M853L|CACNA1D_uc003dgw.3_Missense_Mutation_p.M520L|CACNA1D_uc003dgx.1_Missense_Mutation_p.M1LNM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11GGAGTTGAACATGAAGGAAAA0.428 rs138798164

- 11 1461 NM_020872 NP_065923 Q9P232 CNTN3_HUMANIg-like C2-type 5. 5AGTCCTCCATCGTTTAACAAA0.318

+ 1 189 C3orf26_uc003dtk.1_RNANM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1CCAGCCGACTGGAGCAGGCAG0.662

+ 4 2336 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5AGATACGTCTCCTAAAAATTC0.488

+ 1 226SLC15A2_uc011bjn.1_Nonsense_Mutation_p.R25*NM_021082 NP_066568 Q16348 S15A2_HUMAN 1GGTACCACCTCGACCACCTAG0.502



+ 4 1112 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0AATGACCAAGGGAATTACAGT0.468

- 6 784MECOM_uc010hwk.1_Missense_Mutation_p.S195L|MECOM_uc003ffj.3_Missense_Mutation_p.S237L|MECOM_uc011bpi.1_Missense_Mutation_p.S173L|MECOM_uc003ffn.3_Missense_Mutation_p.S172L|MECOM_uc003ffk.2_Missense_Mutation_p.S172L|MECOM_uc003ffl.2_Missense_Mutation_p.S332L|MECOM_uc011bpj.1_Missense_Mutation_p.S360L|MECOM_uc011bpk.1_Missense_Mutation_p.S162L|MECOM_uc010hwn.2_Missense_Mutation_p.S360LNM_005241 NP_005232 Q03112 EVI1_HUMANC2H2-type 5.|Interaction with MAPK9, SMAD3 and probably SUV39H1.14GAGGCCCGACGAAGTGGCAAA0.552

+ 2 211TP63_uc003frx.2_Missense_Mutation_p.S41F|TP63_uc003frz.2_Missense_Mutation_p.S41F|TP63_uc010hzc.1_Missense_Mutation_p.S41FNM_003722 NP_003713 Q9H3D4 P63_HUMANTranscription activation. 12TCCACCATGTCCCAGAGCACA0.373

- 3 10394MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_5'Flank|MUC4_uc011btg.1_5'Flank|MUC4_uc011bth.1_5'Flank|MUC4_uc011bti.1_5'Flank|MUC4_uc011btj.1_5'Flank|MUC4_uc011btk.1_5'Flank|MUC4_uc011btl.1_5'Flank|MUC4_uc011btm.1_5'Flank|MUC4_uc011btn.1_5'Flank|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACAGGAACAGGGGTGGCGTGA0.592

- 2 6986MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACAGGAAGAGAGGTGGCGTGA0.587

- 3 919SLC26A1_uc003gbx.2_Missense_Mutation_p.A181T|IDUA_uc003gby.2_Intron|IDUA_uc003gbz.2_Intron|IDUA_uc003gca.2_Intron|SLC26A1_uc003gcc.2_Missense_Mutation_p.A181TNM_213613 NP_998778 Q9H2B4 S26A1_HUMANHelical; (Potential). 1AGGGCGGTGGCGACACGGATG0.687 rs144893723

+ 4 1205TACC3_uc010ibz.2_Missense_Mutation_p.P366L|TACC3_uc003gdp.2_Intron|TACC3_uc010ica.2_5'FlankNM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2CTCAAGCCTCCCTTGAGGAAA0.602

+ 2 79 NM_001040448 NP_001035538 P59861 DB131_HUMAN 0CATTTCTAATGATGAATGTCC0.308

- 1 387UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2TTTTAAAGTTCCTCTTATTTC0.338

+ 2 689 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANExtracellular (Potential). 1ACACTCATCTCCCCTCAAGCT0.572

- 1 413 NM_032693 NP_116082 Q9BSU3 NAA11_HUMANN-acetyltransferase. 2AGGCCTGGTCCATCAGCTTCT0.557

+ 5 966ARHGAP24_uc003hpj.2_Missense_Mutation_p.L173F|ARHGAP24_uc003hpl.2_Missense_Mutation_p.L78F|ARHGAP24_uc010ikf.2_Missense_Mutation_p.L88F|ARHGAP24_uc003hpm.2_Missense_Mutation_p.L80FNM_001025616 NP_001020787 Q8N264 RHG24_HUMAN Rho-GAP. 0AGAAGAGGGTCTCTTTCGACT0.488

+ 5 1454 NM_014208 NP_055023 Q9NZW4 DSPP_HUMAN Asp/Ser-rich. 1GGTAGTGACAGCAATAGTGAT0.403

+ 7 978 NM_004967 NP_004958 P21815 SIAL_HUMAN 0CCGAGCCTATGAAGATGAGTA0.478

+ 2 687FAM190A_uc003hsu.3_Missense_Mutation_p.S116F|FAM190A_uc010ikv.2_RNA|FAM190A_uc003hsw.2_Missense_Mutation_p.S116FNM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2GGAAGACATTCTGTTGGTTTT0.368

- 7 582 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0TTTCTCCAGGGGCGAGGCTGC0.522

+ 9 10628FAT4_uc011cgp.1_Missense_Mutation_p.P1841L|FAT4_uc003ifi.1_Missense_Mutation_p.P1021LNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 34.|Extracellular (Potential). 18AATCAAGGTCCCTTTACTTAT0.498

- 1 2501PCDH18_uc003ihf.3_Missense_Mutation_p.S698F|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.S485F|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANHelical; (Potential). 5TGCTCCTAAGGAAATAATTAT0.423

- 7 1247LRBA_uc003ilu.3_Missense_Mutation_p.R258K|LRBA_uc010ipk.1_Missense_Mutation_p.R177KNM_006726 NP_006717 P50851 LRBA_HUMAN 7TTTGCTGGTTCTGAAACTATA0.323

- 15 2172FSTL5_uc003iqi.2_Missense_Mutation_p.G578V|FSTL5_uc010iqv.2_Missense_Mutation_p.G569VNM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8AGGCACATTCCCACTGGCCAG0.413

- 6 1287MARCH1_uc003iqr.1_Missense_Mutation_p.R87CNM_017923 NP_060393 Q8TCQ1 MARH1_HUMANRING-CH-type. 2TGGACAAAGCGCAGTGTCCCA0.527 rs146337383

+ 8 688ANXA10_uc003irn.2_Nonsense_Mutation_p.W53*NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 3. 0AGGTCCTATGGGAAGCCTGTC0.502

+ 12 2015GALNT7_uc011ckb.1_Missense_Mutation_p.K421NNM_017423 NP_059119 Q86SF2 GALT7_HUMANRicin B-type lectin.|Lumenal (Potential). 1ACTCCAGTAAAACGACTCAAA0.363

+ 12 1865SNX25_uc010ish.2_Missense_Mutation_p.L330S|SNX25_uc003ixi.2_Missense_Mutation_p.L63SNM_031953 NP_114159 Q9H3E2 SNX25_HUMAN PX. 5TTTCAGAATTTACACCGGAAA0.403

- 10 1686 NM_003966 NP_003957 Q13591 SEM5A_HUMANSema.|Extracellular (Potential). 2CGCGATGGCGCTCAGGTTGAA0.602

- 2 198CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_RNANM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8AGGCTGGTCTGGAACAGGCAT0.493

- 75 13103DNAH5_uc003jfc.2_Missense_Mutation_p.A522GNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31GGCCACCACCGCCTCCCGGGT0.577

- 40 6625 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31TCATCCTCATCAATCTAAAAA0.373

- 7 1557CDH18_uc003jgd.2_Missense_Mutation_p.E394K|CDH18_uc011cnm.1_Missense_Mutation_p.E394KNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 4. 7TTGGCATTTTCGTAGACTTCC0.433

+ 12 1107RAI14_uc010iur.2_Missense_Mutation_p.S275L|RAI14_uc011coj.1_Missense_Mutation_p.S304L|RAI14_uc010ius.1_Missense_Mutation_p.S233L|RAI14_uc003jis.2_Missense_Mutation_p.S307L|RAI14_uc003jit.2_Missense_Mutation_p.S304L|RAI14_uc011cok.1_Missense_Mutation_p.S296LNM_015577 NP_056392 Q9P0K7 RAI14_HUMAN 1GGAAAGGAATCGGTATTTTTT0.313

- 4 542UGT3A1_uc003jjw.1_RNA|UGT3A1_uc011coq.1_Missense_Mutation_p.D129N|UGT3A1_uc011cor.1_Missense_Mutation_p.D95N|UGT3A1_uc003jjy.1_Missense_Mutation_p.D75NNM_152404 NP_689617 Q6NUS8 UD3A1_HUMANExtracellular (Potential). 3TCCATTATATCCTTTCTGCTT0.303

+ 10 1905SLC1A3_uc011cox.1_Missense_Mutation_p.R370C|SLC1A3_uc010iuy.2_Missense_Mutation_p.R432CNM_004172 NP_004163 P43003 EAA1_HUMAN 0CTGCAGGGATCGCCTCCGGAC0.547

- 9 1338 NM_006622 NP_006613 Q9NYY3 PLK2_HUMAN 4TATTGAAGTCTTTTTCAAATC0.353

+ 2 293 NM_138453 NP_612462 Q96E17 RAB3C_HUMANEffector region (By similarity). 2AGTTGGGATCGATTTCAAAGT0.408

- 22 3708ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNANM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 4. 0CCAGTCCAAAGCCACCCACTG0.453

- 13 1512FAM169A_uc010izm.2_Missense_Mutation_p.P430L|FAM169A_uc003kdl.2_Missense_Mutation_p.P308LNM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0AGGTATACGTGGGGTCTGAAA0.373

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMANBasic motif (By similarity). 1AAAGAAACAGCAGATGATAAT0.353

+ 20 4120GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GACTGTTAATCCAAAATACCA0.463

- 1 511 MCC_uc003kql.3_IntronNM_032028 NP_114417 Q9BXA7 TSSK1_HUMANProtein kinase. 5TCATGCAGGGCTCCCCGGGTT0.557

+ 5 1117ADAMTS19_uc003kvc.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMANPeptidase M12B. 9GGTCAATCTTCGTGTGATAAA0.294

- 5 712 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2TCTGCTGTCTCCTTCTTGGAG0.577

+ 14 2091CTNNA1_uc011cyx.1_Missense_Mutation_p.G563S|CTNNA1_uc011cyy.1_Missense_Mutation_p.G543S|CTNNA1_uc003ldi.2_Missense_Mutation_p.G364S|CTNNA1_uc003ldj.2_Missense_Mutation_p.G666S|CTNNA1_uc003ldl.2_Missense_Mutation_p.G296SNM_001903 NP_001894 P35221 CTNA1_HUMAN 11GCTGATAGCTGGCCAGAGTGC0.542

+ 1 1192 NR_001280 0ACCTACCTTAGAAAATTTCTA0.473

- 6 1192PPP2R2B_uc010jgm.2_Missense_Mutation_p.E212K|PPP2R2B_uc003log.3_Missense_Mutation_p.E223K|PPP2R2B_uc003lof.3_Missense_Mutation_p.E223K|PPP2R2B_uc003loi.3_Missense_Mutation_p.E226K|PPP2R2B_uc003loh.3_Missense_Mutation_p.E223K|PPP2R2B_uc003loj.3_Missense_Mutation_p.E203K|PPP2R2B_uc003lok.3_Missense_Mutation_p.E212K|PPP2R2B_uc011dbu.1_Missense_Mutation_p.E229K|PPP2R2B_uc011dbv.1_Missense_Mutation_p.E281KNM_004576 NP_004567 Q00005 2ABB_HUMAN WD 4. 2GTGATCACCTCCGTGAGCTCC0.562

- 9 1051DPYSL3_uc003loo.2_Missense_Mutation_p.P428LNM_001387 NP_001378 Q14195 DPYL3_HUMAN 1GATGTAGTCCGGAGTAGTTGG0.567

- 9 1800PDGFRB_uc010jhd.2_Missense_Mutation_p.P283LNM_002609 NP_002600 P09619 PGFRB_HUMANExtracellular (Potential).|Ig-like C2-type 5. 17GATGATGTTCGGCTGGGGCAT0.597

+ 4 588GABRA6_uc003lyv.2_5'FlankNM_000811 NP_000802 Q16445 GBRA6_HUMANExtracellular (Probable). 12TGTTTTTTTCCGCCAGACCTG0.408



+ 15 2754ODZ2_uc003lzr.3_Splice_Site_p.S695_splice|ODZ2_uc003lzt.3_Splice_Site_p.S291_splice|ODZ2_uc010jje.2_Splice_Site_p.S189_spliceNM_001122679 NP_001116151 10GTCTTTCTCAGCTTGGTTTCT0.507

+ 2 250ARL10_uc003meb.2_Missense_Mutation_p.P62L|MIR1271_hsa-mir-1271|MI0003814_5'FlankNM_173664 NP_775935 Q8N8L6 ARL10_HUMAN 1TCCCCGCAGCCCGAGGACGAG0.701

- 12 1673RASGEF1C_uc003mlr.2_Splice_Site_p.R459_splice|RASGEF1C_uc003mlp.3_Splice_Site_p.R308_spliceNM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1GGAAGACTCACCTTAGAGCTT0.507

+ 1 470 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Fork-head. 1CTGGACCCGGACTCCTACAAC0.622

+ 23 4640 DSP_uc003mxq.1_IntronNM_004415 NP_004406 P15924 DESP_HUMANCentral fibrous rod domain.|Potential. 9CTGAGACAAGTCACTCAGATG0.463

- 7 998SYCP2L_uc011dim.1_Intron|TMEM14B_uc010jos.1_Intron|MAK_uc010jot.2_RNA|MAK_uc010jou.2_RNA|MAK_uc003mzm.2_Missense_Mutation_p.A257T|MAK_uc010jov.1_RNANM_005906 NP_005897 P20794 MAK_HUMAN Protein kinase. 3AGCTGAATAGCTTCATTACTG0.428

+ 4 3169HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6ATGAGAGAACCTGAGCACAGC0.463

- 4 4456_4457 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 agtagagaatccggtctcacag 0 rs140560647

- 4 3499 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 aatttaaattccaaaccacat 0

+ 1 600 NM_030905 NP_112167 O76002 OR2J2_HUMANExtracellular (Potential). 0TTACTTTCTGGGTACCCCTTT0.478

- 10 5112MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.G1165CNM_014641 NP_055456 Q14676 MDC1_HUMANInteraction with the PRKDC complex. 4TTTGTCCTGCCCCTAGTGGCC0.582

+ 9 1269DDR1_uc010jse.2_Missense_Mutation_p.P337L|DDR1_uc003nrq.2_Missense_Mutation_p.P337L|DDR1_uc003nrs.2_Missense_Mutation_p.P337L|DDR1_uc003nrt.2_Missense_Mutation_p.P337L|DDR1_uc011dms.1_Missense_Mutation_p.P355L|DDR1_uc003nru.2_Missense_Mutation_p.P337L|DDR1_uc003nrv.2_Missense_Mutation_p.P337L|DDR1_uc003nrw.1_Missense_Mutation_p.P136L|DDR1_uc003nry.1_5'Flank|DDR1_uc003nrx.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential). 9GTCTCAGTGCCCCTTGGCGGC0.667

- 22 7854 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 18. 0CACGGTGAAGGAGTCAAAGCG0.692

+ 2 409HLA-DRA_uc003obi.2_Splice_Site_p.D110_spliceNM_019111 NP_061984 P01903 DRA_HUMAN 2TCACCAATGGTACCTCCCTCT0.463

- 52 4075COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.P1197S|COL11A2_uc003ocz.1_Missense_Mutation_p.P1176SNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5CTCACCCGAGGGCCACCTTCT0.602

- 1 807 NR_001444 0AGTTAGACAGGAGGCAGCAGC0.577

- 7 1749IP6K3_uc003ofb.2_Missense_Mutation_p.D405NNM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0TCTTGGATATCCTGCAGGATC0.478

+ 11 1235GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANHelical; Name=7; (Potential). 5TCCTTCACCTCCTTCCAGGTG0.527

+ 2 241TREML4_uc003oqd.2_RNANM_198153 NP_937796 Q6UXN2 TRML4_HUMANIg-like V-type. 1TCACCCAAGAGAGGGCCCTAT0.537

- 3 1244ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTCCATTATGTCCACCTCAAT0.483

+ 11 2316POLH_uc010jyu.2_Missense_Mutation_p.P547L|POLH_uc011dvl.1_RNA|POLH_uc003ovr.3_Missense_Mutation_p.P572LNM_006502 NP_006493 Q9Y253 POLH_HUMAN 2TCTTCAAACCCCCAGGTTGTT0.498

+ 1 3325TDRD6_uc010jze.2_Nonsense_Mutation_p.E1103*NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6TCATATACCAGAAGAAGTGGT0.373

+ 6 1150GPR115_uc003oyz.1_Missense_Mutation_p.L355V|GPR115_uc003ozb.1_Missense_Mutation_p.L296VNM_153838 NP_722580 Q8IZF3 GP115_HUMANExtracellular (Potential). 8TTTCCCAACCTTGGGGGCTAT0.473

+ 2 268 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GTCCAGGAACGAGTTTCAGAC0.383

+ 2 237 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANExtracellular (Potential). 2TGCCTGCAATGATTCAGGTAA0.318

+ 4 1963KIAA1586_uc011dxm.1_Missense_Mutation_p.F571CNM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0AACAATAAATTTAATGCTCTT0.264

- 27 1961COL9A1_uc003pfe.3_Missense_Mutation_p.G174E|COL9A1_uc003pff.3_Missense_Mutation_p.G358ENM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL2). 4GCCTGAATTTCCCATCTGACC0.423

- 11 1175COL9A1_uc003pfe.3_5'UTR|COL9A1_uc003pff.3_Missense_Mutation_p.S96LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TTGTCCCTTTGACCCAATGGA0.388

+ 34 5092RIMS1_uc011dyb.1_Missense_Mutation_p.L1069P|RIMS1_uc003pgc.2_Missense_Mutation_p.L1087P|RIMS1_uc010kaq.2_Missense_Mutation_p.L992P|RIMS1_uc011dyc.1_Missense_Mutation_p.L797P|RIMS1_uc010kar.2_Missense_Mutation_p.L740P|RIMS1_uc011dyd.1_Missense_Mutation_p.L806P|RIMS1_uc003pgf.2_Missense_Mutation_p.L672P|RIMS1_uc003pgg.2_Missense_Mutation_p.L568P|RIMS1_uc003pgi.2_Missense_Mutation_p.L488P|RIMS1_uc003pgh.2_Missense_Mutation_p.L539P|RIMS1_uc003pgd.2_Missense_Mutation_p.L738P|RIMS1_uc003pge.2_Missense_Mutation_p.L712P|RIMS1_uc011dye.1_Missense_Mutation_p.L478P|RIMS1_uc011dyf.1_Missense_Mutation_p.L296P|RIMS1_uc011dyg.1_Missense_Mutation_p.L199PNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10CTCACTCCCCTCACCCGGCGG0.512

- 1 86EEF1A1_uc003phd.2_5'Flank|EEF1A1_uc003phe.2_Missense_Mutation_p.D17N|EEF1A1_uc003phf.2_Missense_Mutation_p.D17N|EEF1A1_uc003phg.2_Missense_Mutation_p.D17N|EEF1A1_uc003phh.2_5'UTR|EEF1A1_uc003phj.2_Missense_Mutation_p.D17N|EEF1A1_uc003phk.2_Missense_Mutation_p.D17N|EEF1A1_uc003phl.2_Missense_Mutation_p.D17N|EEF1A1_uc003phm.1_RNANM_001402 NP_001393 P68104 EF1A1_HUMANGTP (By similarity). 0TTGCCCGAATCTACGTGTCCA0.423

- 2 3738CNR1_uc010kbz.2_Nonsense_Mutation_p.Q59*|CNR1_uc011dzr.1_Nonsense_Mutation_p.Q59*|CNR1_uc011dzs.1_Nonsense_Mutation_p.Q59*|CNR1_uc003pmq.3_Nonsense_Mutation_p.Q59*|CNR1_uc011dzt.1_Nonsense_Mutation_p.Q59*|CNR1_uc010kca.2_Nonsense_Mutation_p.Q26*NM_001160260 NP_001153732 P21554 CNR1_HUMANExtracellular (Potential). 2ATCTTCTCTTGGAAGGGACTT0.453

+ 18 2506 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3TCACAGGCTCGGATCAATGGT0.428

- 9 2354 NM_001042475 NP_001035940 Q5SZL2 CF204_HUMAN Potential. 1TTCAAGGCATCTTTCTACTTT0.323

- 2 1204FAM184A_uc003pyk.3_Missense_Mutation_p.D166N|FAM184A_uc003pyl.3_Missense_Mutation_p.D166NNM_024581 NP_078857 Q8NB25 F184A_HUMAN 7TTTCTAAGATCAGCTTCCTTT0.378

+ 4 837RSPO3_uc003qas.1_Missense_Mutation_p.P183SNM_032784 NP_116173 Q9BXY4 RSPO3_HUMAN TSP type-1. 0AATACAGCATCCTTCAGCAAA0.453

- 12 2397PTPRK_uc003qbj.2_Missense_Mutation_p.G677E|PTPRK_uc010kfc.2_Missense_Mutation_p.G677E|PTPRK_uc011ebu.1_Missense_Mutation_p.G677E|PTPRK_uc003qbl.1_Missense_Mutation_p.G547E|PTPRK_uc011ebv.1_Missense_Mutation_p.G677ENM_002844 NP_002835 Q15262 PTPRK_HUMANExtracellular (Potential).|Fibronectin type-III 4. 8AGGTAGGTTTCCCGGGGGGAG0.542

+ 19 2044L3MBTL3_uc003qbu.2_Missense_Mutation_p.S600FNM_032438 NP_115814 Q96JM7 LMBL3_HUMAN 6AGCTCTTCTTCCCCTGAAATC0.348

- 13 1756SAMD3_uc003qbx.2_Missense_Mutation_p.R477K|SAMD3_uc003qbw.2_Missense_Mutation_p.R477KNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1ACACTCAATCCTAAATACATG0.413

- 7 1084ALDH8A1_uc003qex.2_Missense_Mutation_p.R290K|ALDH8A1_uc010kgh.2_Missense_Mutation_p.R122K|ALDH8A1_uc011ecx.1_Missense_Mutation_p.R294KNM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4AGCAAGAGCTCTCTTGACGTA0.463

- 2 780 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3CAAAGCAGCAGCCAAACTTCT0.403

+ 6 1352TIAM2_uc003qqe.2_Missense_Mutation_p.P27SNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4TAAGCAAATTCCTTGCTCCCT0.433

+ 18 4911ARID1B_uc003qqo.2_Missense_Mutation_p.E1547K|ARID1B_uc003qqp.2_Missense_Mutation_p.E1534KNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Pro-rich. 2AATCAGAAGGGAGATCACCTT0.512

+ 34 5543 NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5AAACTTGACATTCAAGGAACG0.418

- 41 5823INTS1_uc003skm.1_Missense_Mutation_p.F45LNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0ACGTGCAGGAAGCAGCTCAGG0.682

+ 20 3092SDK1_uc010kso.2_Missense_Mutation_p.D261NNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 4. 6AGAGATCTTGGACACATCTCT0.423

+ 6 873KIAA0415_uc010ksp.2_Splice_SiteNM_014855 NP_055670 O43299 K0415_HUMAN 1CTGGACACAGGTGTGCGGGGT0.701

+ 8 911STK31_uc003swt.3_Missense_Mutation_p.E259K|STK31_uc011jze.1_Missense_Mutation_p.E282K|STK31_uc010kuq.2_Missense_Mutation_p.E259KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9TTTTTATAGGGAAAGTTTGGC0.323



- 2 904HOXA3_uc003syk.2_5'FlankNM_002141 NP_002132 Q00056 HXA4_HUMAN 1GGCCGAGGCCGAATTGGAGGA0.398

+ 4 871HECW1_uc011kbi.1_Missense_Mutation_p.S89F|HECW1_uc003tie.1_Missense_Mutation_p.S121FNM_015052 NP_055867 Q76N89 HECW1_HUMAN 23TCCTACTATTCCATCGGGCAC0.592

- 5 569VOPP1_uc003tqq.2_Missense_Mutation_p.P120L|VOPP1_uc010kzh.2_Missense_Mutation_p.P126L|VOPP1_uc010kzi.2_Missense_Mutation_p.P112L|VOPP1_uc011kcr.1_Missense_Mutation_p.P61LNM_030796 NP_110423 Q96AW1 VOPP1_HUMANPro-rich.|Cytoplasmic (Potential). 0ATTCCCGACAGGGTTCATCCC0.632

+ 5 1216 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 6. 1TACCACAAGAGAATTCATACT0.408

+ 11 1750WBSCR17_uc003tvz.2_Missense_Mutation_p.R283CNM_022479 NP_071924 Q6IS24 GLTL3_HUMANRicin B-type lectin.|Lumenal (Potential). 7CCTCATCCTCCGCAGCTGCAC0.627

- 7 12903PCLO_uc003uhv.2_Missense_Mutation_p.P4205L|PCLO_uc010lec.2_Missense_Mutation_p.P1170LNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TTCTTGAATAGGTGAAAATTT0.383

+ 2 1152GRM3_uc010lef.2_Missense_Mutation_p.G16E|GRM3_uc010leg.2_Intron|GRM3_uc010leh.2_IntronNM_000840 NP_000831 Q14832 GRM3_HUMAN 13TTTTCAAAGGGATTTTTACTC0.398

- 3 1046STEAP4_uc010lek.2_Intron|STEAP4_uc003ujt.2_Missense_Mutation_p.R314QNM_024636 NP_078912 Q687X5 STEA4_HUMANFerric oxidoreductase. 0TACATAATATCGAATAGGAAT0.428

+ 12 1524DYNC1I1_uc003uod.3_Missense_Mutation_p.C399Y|DYNC1I1_uc003uob.2_Missense_Mutation_p.C379Y|DYNC1I1_uc003uoe.3_Missense_Mutation_p.C396Y|DYNC1I1_uc010lfl.2_Missense_Mutation_p.C405YNM_004411 NP_004402 O14576 DC1I1_HUMAN WD 3. 4GGCAAAATGTGTTCCTGGAGC0.433

- 2 346 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1TATTAAATTTCGCAGCCCAGG0.299

- 1 493ACHE_uc003uxe.2_Missense_Mutation_p.G113S|ACHE_uc003uxf.2_Missense_Mutation_p.G113S|ACHE_uc003uxg.2_Missense_Mutation_p.G113S|ACHE_uc003uxh.2_Missense_Mutation_p.G113S|ACHE_uc003uxi.2_Missense_Mutation_p.G113S|ACHE_uc003uxj.1_Missense_Mutation_p.G232SNM_000665 NP_000656 P22303 ACES_HUMAN 2ATCTCGGTGCCCTCAAAACCT0.597

- 4 571NRCAM_uc003vfc.2_Missense_Mutation_p.L34F|NRCAM_uc011kmk.1_Missense_Mutation_p.L29F|NRCAM_uc003vfd.2_Missense_Mutation_p.L29F|NRCAM_uc003vfe.2_Missense_Mutation_p.L29FNM_001037132 NP_001032209 Q92823 NRCAM_HUMANExtracellular (Potential). 5TTACGATCAAGAGGTACTTCC0.458

+ 6 853 CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=4; (Potential).|ABC transmembrane type-1 1.5GGCTGGGCTAGGGAGAATGAT0.433

+ 1 1022 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANInteraction with KCNIP2.|Cytoplasmic (Potential). 5CTATCGGGTGGATGCCTGTGG0.612

- 1 638CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_Intron|RNF148_uc010lkr.1_IntronNM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0TGAGACATGGGAAATACTTTA0.448

- 8 686TSGA14_uc003vpy.2_5'Flank|TSGA14_uc010lmf.2_Missense_Mutation_p.E10D|TSGA14_uc003vqa.2_Missense_Mutation_p.E213D|TSGA14_uc011kpg.1_Missense_Mutation_p.E197DNM_018718 NP_061188 Q9BYV8 CEP41_HUMAN Rhodanese. 0AGGATACATATTCAAGAATAT0.368

+ 17 3000TRIM24_uc003vub.2_Missense_Mutation_p.P895SNM_015905 NP_056989 O15164 TIF1A_HUMAN 8AGACCCTGTTCCTCTAACTGT0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 1 719 NM_176817 NP_789787 P59533 T2R38_HUMANCytoplasmic (Potential). 2CATCCCAGAAGAAACCAGAAA0.458

- 4 617TRPV6_uc003wbw.1_5'Flank|TRPV6_uc010lou.1_Missense_Mutation_p.R5QNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANANK 3.|Cytoplasmic (Potential). 2AAGCAGGGCTCGCACCAGGTT0.572 rs150734746

- 7 1114TRPV5_uc003wbz.2_Missense_Mutation_p.D284NNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6CCCCAGGAGTCGATCTCTGTG0.557

+ 1 934 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANCytoplasmic (Potential). 1CCTTTGCAAGGCACAATGATG0.542

+ 5 682CLCN1_uc011ktc.1_5'UTR|CLCN1_uc003wcs.1_RNA|CLCN1_uc010lox.1_RNA|CLCN1_uc010loy.1_Missense_Mutation_p.R47CNM_000083 NP_000074 P35523 CLCN1_HUMAN 5GACAATACTTCGTGGGGTTGT0.507 rs143506735

+ 1 840 NM_012369 NP_036501 Q13607 OR2F1_HUMANExtracellular (Potential). 3CCACTCCAGTCCCTCTGTCCT0.478

+ 3 4687ABP1_uc003whz.1_Missense_Mutation_p.E157K|ABP1_uc003wia.1_Missense_Mutation_p.E157KNM_001091 NP_001082 P19801 ABP1_HUMAN 6CACCCTGCAGGAAGCCACCAA0.602

+ 5 707TNFRSF10C_uc011kzr.1_RNANM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 1. 0GAGACAATGAACACCAGCCCG0.557

- 4 690SCARA5_uc010luz.2_Intron|SCARA5_uc003xgk.2_Missense_Mutation_p.P41S|SCARA5_uc003xgl.2_Missense_Mutation_p.P84SNM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMANExtracellular (Potential). 2GAGCTGCGCGGCCTGGACACT0.577

- 7 854 NM_000637 NP_000628 P00390 GSHR_HUMAN 5GATGTCTTAGAACCCAGGGCT0.413

+ 7 762IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_Intron|IDO2_uc003xnp.1_5'UTRNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2ATTTCCTGGGGGAGAGAGCCT0.478

- 17 2585PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2ACGGCCGCCCATCCGAGAAGC0.662

- 5 541 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN LRR 5. 2TCGCTCTAATCTCAGAAGGTC0.433

+ 4 1274 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AACAGAAAGTCGATCATCTGG0.408

+ 4 2679 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GAAGTGGCATCTGGGTATTTG0.333

+ 10 1775TRIM55_uc003xvu.2_3'UTR|TRIM55_uc003xvw.2_Nonsense_Mutation_p.Q421*|TRIM55_uc003xvx.2_Nonsense_Mutation_p.Q210*NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5TCCTCCCCTCCAGGGACAGGC0.468

- 4 588CPA6_uc003xxr.3_5'UTR|CPA6_uc003xxs.2_Missense_Mutation_p.D111ANM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2TTTCTGAAGATCTTCTATGAG0.383

+ 2 620 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7GGCTTAAACAGGAAGACTTCA0.507

- 9 985UBR5_uc003yks.1_Missense_Mutation_p.R318CNM_015902 NP_056986 O95071 UBR5_HUMAN 28CTTCGTTCACGTAAACGTAAA0.453

+ 1 339 NM_003301 NP_003292 P34981 TRFR_HUMANHelical; Name=3; (Potential). 3CAGTATTTGGGAATTAATGCA0.463

+ 46 7005 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|G8 1. 14GACCTGGACTCGCTTGGCTCA0.383 rs73309320

- 48 7683CSMD3_uc003yns.2_Missense_Mutation_p.E1710D|CSMD3_uc003ynt.2_Missense_Mutation_p.E2468D|CSMD3_uc011lhx.1_Missense_Mutation_p.E2404D|CSMD3_uc003ynw.1_Missense_Mutation_p.E219DNM_198123 NP_937756 Q7Z407 CSMD3_HUMANCUB 14.|Extracellular (Potential). 63GAACATCAAATTCCTTTTCTG0.328

- 38 6280CSMD3_uc003yns.2_Missense_Mutation_p.H1243Y|CSMD3_uc003ynt.2_Missense_Mutation_p.H2001Y|CSMD3_uc011lhx.1_Missense_Mutation_p.H1937YNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 11. 63TATTCAAGATGAAATCCTGCA0.274

+ 22 3001 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential). 11GACTATGAGCCCCCCAGGTTA0.488

- 61 4742COL22A1_uc011ljo.1_Missense_Mutation_p.G712ENM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 14. 13CCCAGGTAGTCCTTGGGGACC0.602

- 2 682TRAPPC9_uc003yvh.2_Missense_Mutation_p.E281G|TRAPPC9_uc003yvi.1_Missense_Mutation_p.E183GNM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2GTCCTTTTTCTCAAACGGGAC0.532

- 17 2211EIF2C2_uc010men.2_Missense_Mutation_p.V647A|EIF2C2_uc010meo.2_IntronNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0ACTTTTCCCAACCTTCGGCAA0.622

- 40 5798PTPRD_uc003zkp.2_Missense_Mutation_p.G1290E|PTPRD_uc003zkq.2_Missense_Mutation_p.G1289E|PTPRD_uc003zkr.2_Missense_Mutation_p.G1280E|PTPRD_uc003zks.2_Missense_Mutation_p.G1289E|PTPRD_uc003zkl.2_Missense_Mutation_p.G1687E|PTPRD_uc003zkm.2_Missense_Mutation_p.G1683E|PTPRD_uc003zkn.2_Missense_Mutation_p.G1285E|PTPRD_uc003zko.2_Missense_Mutation_p.G1286ENM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.22GTAATCAGATCCTTCTACTCC0.388

+ 23 3714CNTLN_uc003zmy.2_Missense_Mutation_p.V1231I|CNTLN_uc010mio.2_Missense_Mutation_p.V910INM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN Potential. 1TACTCTCCTAGTATCAAGAAT0.348



- 2 384MTAP_uc003zpi.1_Intron|CDKN2A_uc003zpj.2_3'UTR|CDKN2A_uc010miu.2_RNA|CDKN2A_uc003zpl.2_Missense_Mutation_p.P113LNM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2.p.0?(1112)|p.R58*(68)|p.?(14)|p.M53_R58del(3)|p.R58fs*59(2)|p.M54fs*61(2)|p.R58fs*89(1)|p.R58R(1)|p.V28_V51del(1)|p.A57_R58>V*(1)|p.R58fs*61(1)|p.R58fs*62(1)|p.G55fs*86(1)|p.R58Q(1)|p.P113L(1)|p.A57fs*85(1)3678TCCGCCACTCGGGCGCTGCCC0.677 rs121913387

- 1 2639 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26AAAGGCTTTTTTTATATCTTC0.453

- 1 637 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMANExtracellular (Potential). 1CACATTGATGGAAATGTCAGC0.473

+ 2 121_122FRMPD1_uc004aah.1_Missense_Mutation_p.R26QNM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN 9AGATGGCTTCGGCGCTCCCGGG0.525 rs146611803

+ 21 2415VPS13A_uc004akp.3_Missense_Mutation_p.L719F|VPS13A_uc004akq.3_Missense_Mutation_p.L719F|VPS13A_uc004aks.2_Missense_Mutation_p.L719FNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10TGTACAGCTGCTTTACAGTAG0.323

- 5 1086 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCCTTGGTCTCCG0.706

- 6 679ZNF510_uc004awo.1_Missense_Mutation_p.V164LNM_014930 NP_055745 Q9Y2H8 ZN510_HUMAN 0ACAGCAGCTACATGCAGAGTA0.333

- 1 208 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=2; (Potential). 0TAGCAGATGTCCAAGAAGGAG0.478

+ 2 193PTGS1_uc011lys.1_5'UTR|PTGS1_uc010mwb.1_5'UTR|PTGS1_uc004bmf.1_Missense_Mutation_p.P20S|PTGS1_uc004bmh.1_5'UTRNM_000962 NP_000953 P23219 PGH1_HUMAN 2CCCGCCGCTCCCCGTCCTGCT0.672

+ 27 2939NUP188_uc004bwu.2_Nonsense_Mutation_p.R316*NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7ACAGCAAGATCGATACTGGTG0.547

+ 15 3182BAT2L1_uc010mzj.1_Missense_Mutation_p.P626S|BAT2L1_uc004cao.3_Missense_Mutation_p.P401SNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0CGATGTTCCCCCCATGAAGAG0.562

- 3 436 NM_006753 NP_006744 O75683 SURF6_HUMAN 1TCATGCAGTCGCTGTCGCAGA0.632

+ 4 699MRPS2_uc004cfw.3_Missense_Mutation_p.V119M|MRPS2_uc004cfx.3_Missense_Mutation_p.V124M|MRPS2_uc010nat.2_Missense_Mutation_p.V190M|uc004cfy.2_IntronNM_016034 NP_057118 Q9Y399 RT02_HUMAN 0ACACGTGGCCGTGAGAGACGC0.607

- 2 240LCN10_uc004civ.2_Missense_Mutation_p.D61N|LCN10_uc011med.1_RNA|LCN10_uc011mee.1_Missense_Mutation_p.D61N|LCN10_uc011mef.1_RNA|LCN10_uc004ciw.2_RNAQ6JVE6 LCN10_HUMAN 1TTCCTCTTGTCCCTGGCCGGC0.647

- 5 3009 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8CTCTGGTGACGATCCAACATC0.502

+ 2 115ARHGAP6_uc004cup.1_Intron|ARHGAP6_uc004cuo.1_Intron|ARHGAP6_uc004cur.1_Intron|ARHGAP6_uc004cun.1_Intron|ARHGAP6_uc011mif.1_Intron|AMELX_uc004cus.2_Missense_Mutation_p.A16V|AMELX_uc004cuu.2_Missense_Mutation_p.A16VNM_001142 NP_001133 Q99217 AMELX_HUMAN 0GCAGCTTTTGCCATGCCTGTG0.403

- 5 1109PIGA_uc010neu.2_Intron|PIGA_uc004cwq.2_Missense_Mutation_p.P22S|PIGA_uc010nev.2_Missense_Mutation_p.P168S|PIGA_uc004cws.2_Missense_Mutation_p.P22S|PIGA_uc011miq.1_Missense_Mutation_p.P103SNM_002641 NP_002632 P37287 PIGA_HUMANCytoplasmic (Potential). 0AGCACCTCAGGAATTCCACCA0.373

+ 5 825MBTPS2_uc004dae.2_Missense_Mutation_p.Q210K|MBTPS2_uc010nfr.2_5'UTR|MBTPS2_uc004dab.2_Missense_Mutation_p.Q210KNM_206923 NP_996806 O15391 TYY2_HUMAN 2CACTCATTTGCAACTTATATC0.343

+ 10 1102 NM_001415 NP_001406 P41091 IF2G_HUMAN 1ACTTGGTGCAGTCGGAGCTTT0.423

+ 2 692 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1GGAAGTGGATCCCATCAGGCA0.438

+ 1 1557 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCCAGAGCCTTCTGAGACTGG0.612 rs141294322

+ 1 277 NM_000531 NP_000522 P00480 OTC_HUMAN 2ACAACTTCATGGTTCGAAATT0.383

- 4 568CXorf38_uc011mko.1_Missense_Mutation_p.F103Y|CXorf38_uc004dev.1_Missense_Mutation_p.F69Y|CXorf38_uc010nhd.2_RNANM_144970 NP_659407 Q8TB03 CX038_HUMAN 1TTCATTCAGAAAATTTTGGAT0.358

+ 3 272RBM3_uc004dkd.1_RNA|RBM3_uc004dkg.2_Missense_Mutation_p.R45WNM_006743 NP_006734 P98179 RBM3_HUMAN RRM. 1GGAGACTCAGCGGTCCAGGGG0.552

- 10 1213MTMR8_uc011mou.1_Intron|MTMR8_uc004dvt.1_Missense_Mutation_p.S382FNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4TTACCTTTGGGAAAACTTGTG0.343

+ 4 928EDA_uc004dxr.2_Missense_Mutation_p.P229H|EDA_uc011mpj.1_Missense_Mutation_p.P229HNM_001399 NP_001390 Q92838 EDA_HUMANExtracellular (Potential).|Collagen-like. 3CAAGGACCCCCTGGCCTCCAG0.453

+ 11 1892DLG3_uc004dyj.1_Missense_Mutation_p.S185G|DLG3_uc011mpn.1_Missense_Mutation_p.S38GNM_021120 NP_066943 Q92796 DLG3_HUMAN SH3. 2CTGCCTGCCAAGCCAGGGGCT0.522

- 3 4825 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TGCTGTTTTCCCATTGCTTTT0.453

+ 2 512 NM_005296 NP_005287 Q99677 LPAR4_HUMANExtracellular (Potential). 3GTTGATGATTCCTTCAAGTAT0.403

+ 5 352APOOL_uc010nmp.2_IntronNM_198450 NP_940852 Q6UXV4 APOOL_HUMAN 0GATTTTCTTCCGAAAATGGGA0.338

+ 6 1339KLHL4_uc004efa.2_Missense_Mutation_p.T386INM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN 5GATCTTGAAACCAGTTCCATG0.378

+ 13 2432CXorf57_uc004emj.3_Missense_Mutation_p.E664KNM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3TCTGAACCATGAGATAGCAAT0.269

- 2 439 NM_031273 NP_112563 Q9BXU2 TX13B_HUMAN 1TCCTGCTGTTCCTTGAGTTCC0.567

- 11 2623 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5GGGTGTCTGAGAGGCAGGTCT0.453

- 2 438ELF4_uc004eve.3_Missense_Mutation_p.G18ENM_001421 NP_001412 Q99607 ELF4_HUMAN 1ATCATCCATCCCGTTGCTTGC0.527

- 5 737IGSF1_uc004ewe.3_Missense_Mutation_p.G156R|IGSF1_uc004ewf.2_Missense_Mutation_p.G147R|IGSF1_uc004ewg.2_Missense_Mutation_p.G167RNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANIg-like C2-type 2.|Extracellular (Potential). 5TCTGCATATCCCTCTTTAAAC0.502

+ 4 1601MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TGAGGGTTTTCCCCAGTCTCC0.458

+ 15 1663FMR1_uc004fcj.2_Missense_Mutation_p.T469A|FMR1_uc004fck.3_Intron|FMR1_uc004fcl.3_Missense_Mutation_p.T332A|FMR1_uc011mxa.1_Missense_Mutation_p.T139ANM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3CTCGATAGGAACTAATTCTGA0.388

+ 3 739MAGEA4_uc004ffa.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffb.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffc.2_Nonsense_Mutation_p.Q195*|MAGEA4_uc004ffd.2_Nonsense_Mutation_p.Q195*NM_002362 NP_002353 P43358 MAGA4_HUMAN MAGE. 3GGGTAATAATCAGATCTTTCC0.547

- 3 993 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0TCACTGCCGGGGACCTGCCGG0.527

+ 26 4744 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential). 3TCCCAGCGTCCCAAAGCTGAG0.607

- 18 6092F8_uc010nvi.1_Missense_Mutation_p.S133FNM_000132 NP_000123 P00451 FA8_HUMANF5/8 type A 3.|Plastocyanin-like 6. 11GAAATGAATAGAATGGATGTT0.403

- 6 1023TMLHE_uc004fno.2_Missense_Mutation_p.P286L|TMLHE_uc004fnp.3_Missense_Mutation_p.P286LNM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1AAATTCCTCAGGTGCCTTTTG0.418

+ 12 1867KLHL17_uc001acc.1_RNA|PLEKHN1_uc001acd.2_5'Flank|PLEKHN1_uc001acf.2_5'Flank|PLEKHN1_uc001ace.2_5'FlankNM_198317 NP_938073 Q6TDP4 KLH17_HUMANKelch 6.|Interaction with F-actin (By similarity). 0GGTAACGACGGTAGCTCCAGC0.647

+ 6 817PRDM16_uc001akc.2_Missense_Mutation_p.R246Q|PRDM16_uc001akd.2_Missense_Mutation_p.R246Q|PRDM16_uc001ake.2_Missense_Mutation_p.R246Q|PRDM16_uc009vlh.2_5'UTRNM_022114 NP_071397 Q9HAZ2 PRD16_HUMANC2H2-type 1; atypical. 7CTGGACCTGCGGCGCCATAAG0.632

+ 2 520SPSB1_uc001apv.2_Nonsense_Mutation_p.R61*NM_025106 NP_079382 Q96BD6 SPSB1_HUMAN B30.2/SPRY. 0CAACAACGACCGATCGCTCAA0.562

+ 9 1083PEX14_uc009vmv.2_Missense_Mutation_p.D290E|PEX14_uc010oam.1_Missense_Mutation_p.D290E|PEX14_uc010oan.1_Missense_Mutation_p.D311E|PEX14_uc009vmw.2_Missense_Mutation_p.D290ENM_004565 NP_004556 O75381 PEX14_HUMAN 1GGGGCGGGGATGGGCAGATCA0.582



+ 8 1273 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN 0GAGGCGAACACGCAGGTCACC0.552

- 18 2156ECE1_uc001bem.2_Missense_Mutation_p.S678L|ECE1_uc001bej.2_Missense_Mutation_p.S682L|ECE1_uc001bei.2_Missense_Mutation_p.S691L|ECE1_uc010odl.1_IntronNM_001397 NP_001388 P42892 ECE1_HUMANExtracellular (Potential). 3GGTGGGGAGCGAGTGCTCAGC0.552

- 61 7974HSPG2_uc009vqd.2_Missense_Mutation_p.Q2646PNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 12. 9ATCCAAGGTCTGCCCTTCCAC0.632

+ 7 896CELA3B_uc009vqf.2_IntronNM_007352 NP_031378 P08861 CEL3B_HUMANPeptidase S1. 1CGCCTTCATTGACTGGATTGA0.607

+ 15 2713_2714 NM_020526 NP_065387 P29322 EPHA8_HUMANCytoplasmic (Potential).|Protein kinase. 13CCCATGGGCTGCCCCCACGCCC0.673

+ 4 1126MAN1C1_uc009vry.1_Missense_Mutation_p.G86RNM_020379 NP_065112 Q9NR34 MA1C1_HUMANLumenal (Potential). 1CCGCTACATCGGGGGACTCCT0.423

- 6 2965AHDC1_uc009vsz.1_Missense_Mutation_p.R666WNM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Gly-rich. 1CCACGCCGCCGGAAGCCCTGC0.677

+ 6 847EIF3I_uc009vuc.2_Missense_Mutation_p.G105D|EIF3I_uc001bus.2_Missense_Mutation_p.G57DNM_003757 NP_003748 Q13347 EIF3I_HUMAN 1GACTTTGGGGGCAACATCATC0.547

+ 4 391LCK_uc001buy.2_Missense_Mutation_p.G85R|LCK_uc001buz.2_Missense_Mutation_p.G85R|LCK_uc010ohc.1_Missense_Mutation_p.G129R|LCK_uc001bva.2_Missense_Mutation_p.G143RNM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6CTTTGAGAAGGGGGAACAGCT0.617

- 21 3392KIAA0319L_uc001byw.2_Missense_Mutation_p.R487QNM_024874 NP_079150 Q8IZA0 K319L_HUMANCytoplasmic (Potential). 2GATCTCCTCCCGCGGGCTCCT0.637

+ 4 336NFYC_uc010ojm.1_Intron|NFYC_uc001cfx.3_Nonsense_Mutation_p.Q110*|NFYC_uc009vwd.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cfz.2_Nonsense_Mutation_p.Q110*|NFYC_uc010ojn.1_Nonsense_Mutation_p.Q72*|NFYC_uc001cfy.3_Nonsense_Mutation_p.Q110*|NFYC_uc001cgc.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cgb.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cgd.3_Nonsense_Mutation_p.Q110*|MIR30E_hsa-mir-30e|MI0000749_5'Flank|uc001cgf.1_5'FlankNM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3AAAATTTGATCAGTTTGATTT0.413

- 4 5294HIVEP3_uc001cha.3_Missense_Mutation_p.P1361S|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6TTTGATGGGGGTTCCTCAAAC0.562

+ 22 4241PTPRF_uc001cjs.2_Missense_Mutation_p.G1292R|PTPRF_uc001cju.2_Missense_Mutation_p.G679R|PTPRF_uc009vwt.2_Missense_Mutation_p.G861R|PTPRF_uc001cjv.2_Missense_Mutation_p.G761R|PTPRF_uc001cjw.2_Missense_Mutation_p.G527RNM_002840 NP_002831 P10586 PTPRF_HUMANCytoplasmic (Potential). 10GCAGTCGATCGGACTGAAGGA0.587

- 3 355PRDX1_uc001coa.2_Missense_Mutation_p.P108L|PRDX1_uc001cob.2_Missense_Mutation_p.P108L|PRDX1_uc001coc.2_Missense_Mutation_p.P108LNM_181697 NP_859048 Q06830 PRDX1_HUMAN Thioredoxin. 0GGTGCGCTTCGGGTCTGATAC0.458

+ 2 541PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_IntronNM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4GGTGCTGAAGGAGGAGACCCA0.622

+ 3 706ROR1_uc001dbi.3_Missense_Mutation_p.R103WNM_005012 NP_005003 Q01973 ROR1_HUMANIg-like C2-type.|Extracellular (Potential). 19CCAGGAGCCCCGGAGGCTCTC0.572

- 6 1673COL24A1_uc010osd.1_5'UTR|COL24A1_uc001dlk.2_RNA|COL24A1_uc010ose.1_RNA|COL24A1_uc010osf.1_RNA|COL24A1_uc009wcq.2_Missense_Mutation_p.G544DNM_152890 NP_690850 Q17RW2 COOA1_HUMAN 5AACAGGTTGACCTGGGGAAAA0.308

- 27 3017_3018HFM1_uc009wdb.2_RNA|HFM1_uc010osu.1_Missense_Mutation_p.P652F|HFM1_uc001dob.3_Missense_Mutation_p.P161F|HFM1_uc010osv.1_Missense_Mutation_p.P657FNM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN SEC63. 0GGTTCCAAAGGGGGGATGTCTG0.257

- 6 1160TGFBR3_uc009wde.2_Missense_Mutation_p.V10I|TGFBR3_uc010osy.1_Missense_Mutation_p.V190I|TGFBR3_uc001doi.2_Missense_Mutation_p.V232I|TGFBR3_uc001doj.2_Missense_Mutation_p.V232INM_003243 NP_003234 Q03167 TGBR3_HUMANExtracellular (Potential). 3ATGATGTGTACTTCCTCATTC0.458

- 4 679 NM_144988 NP_659425 Q96F25 ALG14_HUMANCytoplasmic (Potential). 0AAGGTACACCGATTTGGGATA0.408

- 10 1257 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8ACCTCCTCAGGGACAGCTCTT0.408

- 2 1097 NM_020703 NP_065754 Q86WK6 AMGO1_HUMANLRRCT.|Extracellular (Potential). 2CTCAGCTGCCGATACTGCCAG0.517

- 15 1382EPS8L3_uc001dys.1_Intron|EPS8L3_uc001dyq.1_Missense_Mutation_p.R414W|EPS8L3_uc009wfm.1_Intron|EPS8L3_uc009wfn.1_IntronNM_133181 NP_573444 Q8TE67 ES8L3_HUMAN 3TGACTTCCCCGCCTAAGAAAC0.572

+ 1 2401RBM15_uc001dzm.1_Missense_Mutation_p.G773E|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN 3CAGGATGGGGGGACAGCCCCT0.542

+ 3 584ATP5F1_uc009wgf.1_Missense_Mutation_p.R202C|ATP5F1_uc001ebd.3_IntronNM_001688 NP_001679 P24539 AT5F1_HUMAN 0AGGAAAAGTTCGTTATGGACT0.438

+ 6 475RAP1A_uc001ebk.2_Missense_Mutation_p.R124Q|RAP1A_uc001ebl.2_Missense_Mutation_p.R124Q|RAP1A_uc001ebm.2_RNANM_002884 NP_002875 P62834 RAP1A_HUMAN 0GAAGATGAGCGAGTAGTTGGC0.383 rs139066408

+ 2 445AP4B1_uc001eeb.2_5'Flank|AP4B1_uc001eec.2_5'Flank|AP4B1_uc001eed.2_5'Flank|AP4B1_uc010owp.1_5'Flank|AP4B1_uc010owq.1_5'Flank|DCLRE1B_uc001eeh.2_Intron|DCLRE1B_uc001eei.2_IntronNM_022836 NP_073747 Q9H816 DCR1B_HUMAN 0GACCATGACCGTAACCCTCCT0.468

+ 19 1806SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.E533K|SYCP1_uc009wgw.2_Missense_Mutation_p.E533KNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GCTCACACAGGAAACAAGTGA0.239

+ 4 506 NM_152367 NP_689580 Q8N8X9 MB213_HUMAN 0AGGCCTGGCCGGGTACAGGGA0.587

+ 18 2989MIR942_hsa-mir-942|MI0005767_5'FlankNM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1ATGCGAGAGAGCACCAAGGTA0.478

- 19 2691 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ATGATTTTCTCATTCATTTTA0.318

+ 4 466 P26439 3BHS2_HUMAN 2AGAACAAGATCAAGCTGACAG0.473

+ 76 9465NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.K442ENM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GCTGGATGAGAAAGGGCCTGA0.493

- 1 143HIST2H2AC_uc001etd.2_5'FlankNM_003528 NP_003519 Q16778 H2B2E_HUMAN 1GCTCTCTTTGCGGCTGCGCTT0.572

- 3 1161 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TGACTGTAGTGGGAACCCTGG0.473

- 33 4690NUP210L_uc009woq.2_Missense_Mutation_p.H449Y|NUP210L_uc010peh.1_Missense_Mutation_p.H1540YNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11GGGATGTCATGAAAAATCATT0.428

- 8 2697ADAR_uc001ffj.2_Missense_Mutation_p.L788F|ADAR_uc001ffi.2_Missense_Mutation_p.L807F|ADAR_uc001ffk.2_Missense_Mutation_p.L538FNM_001111 NP_001102 P55265 DSRAD_HUMAN 6GTGAGAGGGAGCTGTGGGGAA0.567

- 3 130FCRL2_uc001frd.2_5'Flank|FCRL2_uc010phz.1_Missense_Mutation_p.A24V|FCRL2_uc009wsp.2_Missense_Mutation_p.A24V|FCRL2_uc010pia.1_Missense_Mutation_p.A24VNM_030764 NP_110391 Q96LA5 FCRL2_HUMANIg-like C2-type 1.|Extracellular (Potential). 2AGAAGAGGGCGCCACAAGGGT0.498 rs144041840

+ 9 2232TNN_uc010pmx.1_3'UTRNM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 6. 9GGCCCAGACAGGTAAGGAGTG0.557

- 8 1716ASTN1_uc001glb.1_Missense_Mutation_p.E502K|ASTN1_uc001gld.1_Missense_Mutation_p.E502K|ASTN1_uc009wwx.1_Missense_Mutation_p.E502K|ASTN1_uc001gle.3_RNANM_004319 NP_004310 O14525 ASTN1_HUMAN 15GTCCCCCATTCGTTCCGAATG0.493

+ 1 1132 NM_016545 NP_057629 Q5VY09 IER5_HUMAN 1AAGCCCCGCCGGAACTTAGAG0.498

- 28 3413KCNT2_uc009wyt.1_RNA|KCNT2_uc001gte.1_Missense_Mutation_p.R1051K|KCNT2_uc001gtf.1_Missense_Mutation_p.R1094K|KCNT2_uc001gtg.1_RNANM_198503 NP_940905 Q6UVM3 KCNT2_HUMANCytoplasmic (Potential). 7GATGCTGTTTCTTCGACTGGG0.358

+ 2 1192 NM_004767 NP_004758 O60883 ETBR2_HUMANHelical; Name=6; (Potential). 2CCCAGAGAACGTCTGCAACAT0.627

- 2 921PLXNA2_uc001hha.3_Missense_Mutation_p.V109INM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential).|Sema. 3CCTTGGTGGACGGTCAAGTGG0.607

- 5 823NEK2_uc001hiq.1_Missense_Mutation_p.G226E|NEK2_uc001his.3_Missense_Mutation_p.G226E|NEK2_uc001hit.1_RNANM_002497 NP_002488 P51955 NEK2_HUMANProtein kinase. 3TCTGATTTTCCCAGCGAGTTC0.343

- 3 614SNAP47_uc001hqz.2_Intron|SNAP47_uc001hra.2_Intron|SNAP47_uc001hrd.2_5'Flank|SNAP47_uc001hre.2_5'Flank|SNAP47_uc001hrf.2_5'Flank|LOC100130093_uc001hqx.3_RNA|LOC100130093_uc001hqy.3_RNA|JMJD4_uc001hrc.2_Missense_Mutation_p.S205FNM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0CAGCCAGTCGGACGAGAAGTA0.612

- 7 1416TRIM11_uc001hss.2_5'Flank|TRIM11_uc010pvx.1_5'Flank|TRIM11_uc001hst.1_5'Flank|TRIM17_uc001hsv.2_Missense_Mutation_p.T344M|TRIM17_uc001hsw.2_Missense_Mutation_p.T317MNM_016102 NP_057186 Q9Y577 TRI17_HUMAN B30.2/SPRY. 1GGAGAAGGCCGTCTGGCCCAC0.637



+ 1 935 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B box-type 2. 4AGCACGGCCCGCAAGTTCCCC0.711

- 44 10178LYST_uc001hxi.2_Missense_Mutation_p.R559CNM_000081 NP_000072 Q99698 LYST_HUMAN BEACH. 12ATAAAAAGACGAGGATCATTA0.448

+ 1 659 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANCytoplasmic (Potential). 3TCCTATGCTCGAGTTATTCTG0.423 rs148081072

+ 16 1717PFKP_uc001igq.2_Missense_Mutation_p.D553N|PFKP_uc009xhr.2_Missense_Mutation_p.D523N|PFKP_uc009xhs.1_Missense_Mutation_p.D345N|PFKP_uc009xht.2_Missense_Mutation_p.D299N|PFKP_uc009xhu.2_Missense_Mutation_p.D67NNM_002627 NP_002618 Q01813 K6PP_HUMAN 3CACTATCACCGACGTAAGTCC0.602

- 2 297FAM107B_uc001ina.1_Missense_Mutation_p.Q193K|FAM107B_uc010qbu.1_RNA|FAM107B_uc009xjg.1_Missense_Mutation_p.Q18K|FAM107B_uc001imy.1_Missense_Mutation_p.Q18K|FAM107B_uc001imz.1_Missense_Mutation_p.Q18KNM_031453 NP_113641 Q9H098 F107B_HUMAN 4ATCAGTTTCTGAGGCCTAATG0.393

- 55 8753CUBN_uc009xjq.1_RNA|CUBN_uc009xjr.1_Missense_Mutation_p.V257INM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19GACTGGAAGACGGCAGTGAAT0.577

+ 12 1205PDSS1_uc001isw.2_3'UTR|PDSS1_uc010qdf.1_Missense_Mutation_p.A125TNM_014317 NP_055132 Q5T2R2 DPS1_HUMAN 0CTGCCATGAAGCAATAAGAGA0.423

- 4 1153ARHGAP12_uc001ivy.1_Missense_Mutation_p.P293S|ARHGAP12_uc009xls.2_Missense_Mutation_p.P293S|ARHGAP12_uc001iwb.1_Missense_Mutation_p.P293S|ARHGAP12_uc001iwc.1_Missense_Mutation_p.P293S|ARHGAP12_uc009xlq.1_Missense_Mutation_p.P293S|ARHGAP12_uc001iwd.1_Missense_Mutation_p.P293S|ARHGAP12_uc009xlr.1_Missense_Mutation_p.P293SNM_018287 NP_060757 Q8IWW6 RHG12_HUMAN WW 1. 0CAACGAGGAGGTTTCCAAGTT0.448

+ 11 1661ALOX5_uc009xmt.2_Missense_Mutation_p.R489H|ALOX5_uc010qfg.1_Missense_Mutation_p.R521HNM_000698 NP_000689 P09917 LOX5_HUMAN Lipoxygenase. 2ATGCGGGGCCGCAAGTCCTCA0.692

+ 4 897SIRT1_uc010qis.1_5'UTR|SIRT1_uc009xpp.2_Missense_Mutation_p.R90C|SIRT1_uc001jne.2_5'UTRNM_012238 NP_036370 Q96EB6 SIRT1_HUMANDeacetylase sirtuin-type. 0TATTTATGCTCGCCTTGCTGT0.378

+ 21 4038MYPN_uc001jnn.3_Missense_Mutation_p.G1010R|MYPN_uc001jno.3_Missense_Mutation_p.G1285R|MYPN_uc009xpt.2_Missense_Mutation_p.G1285R|MYPN_uc010qit.1_Missense_Mutation_p.G991R|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMANInteraction with ACTN. 5CAGTCGCTACGGATCTCTCAC0.488

+ 17 2242CDHR1_uc001kcw.2_Intron|CDHR1_uc009xst.2_Missense_Mutation_p.P452S|CDHR1_uc001kcx.2_Missense_Mutation_p.P62SNM_033100 NP_149091 Q96JP9 CDHR1_HUMANCytoplasmic (Potential). 1CAGCCCTGCGCCCCGCACCAT0.567

+ 17 2496CDHR1_uc001kcw.2_Intron|CDHR1_uc009xst.2_Missense_Mutation_p.M536I|CDHR1_uc001kcx.2_Missense_Mutation_p.M146INM_033100 NP_149091 Q96JP9 CDHR1_HUMANCytoplasmic (Potential). 1CCAAAACTATGGGAAGCCCCG0.567

+ 6 978 NM_004329 NP_004320 P36894 BMR1A_HUMAN 8GTTGTCATAGGTAGGTTAGCC0.433

+ 6 1417 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.G129R(6)|p.R55fs*1(4)|p.G129*(3)|p.K128_R130del(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.G129V(1)|p.K128fs*47(1)|p.A121_F145del(1)|p.G129E(1)|p.G129fs*5(1)|p.G127fs*5(1)|p.G129fs*50(1)|p.F56fs*2(1)|p.G129fs*51(1)2334GCTGGAAAGGGACGAACTGGT0.413 rs121909218

- 9 875BLNK_uc001kme.3_Missense_Mutation_p.E128K|BLNK_uc001klt.3_Missense_Mutation_p.E124K|BLNK_uc009xvc.2_RNA|BLNK_uc001klu.3_Missense_Mutation_p.E151K|BLNK_uc001klv.3_Missense_Mutation_p.E128K|BLNK_uc001klw.3_Intron|BLNK_uc001klx.3_Missense_Mutation_p.E210K|BLNK_uc001kly.3_Missense_Mutation_p.E233K|BLNK_uc001klz.3_RNA|BLNK_uc001kma.3_Missense_Mutation_p.E210K|BLNK_uc001kmb.3_Missense_Mutation_p.E29K|BLNK_uc001kmc.3_Intron|BLNK_uc001kmd.3_Missense_Mutation_p.E151K|BLNK_uc009xvd.2_RNANM_013314 NP_037446 Q8WV28 BLNK_HUMAN Pro-rich. 2GACTTGGTTTCCCAGGCCCCA0.587

- 13 1782TM9SF3_uc010qot.1_Missense_Mutation_p.A522VNM_020123 NP_064508 Q9HD45 TM9S3_HUMANHelical; (Potential). 0AGTTGATGCAGCAGAGAGAAA0.333

- 2 450_451SLIT1_uc009xvh.1_Missense_Mutation_p.E67K|ARHGAP19_uc001kmy.2_RNA|SLIT1_uc001kmz.2_Missense_Mutation_p.E67KNM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 1. 4CCATTGAGTTCCCTGGAGGAAG0.619

+ 5 2935PPRC1_uc001kun.2_Missense_Mutation_p.P846S|PPRC1_uc010qqj.1_Missense_Mutation_p.P966S|PPRC1_uc009xxa.2_RNANM_015062 NP_055877 Q5VV67 PPRC1_HUMAN Pro-rich. 3TTGGGCACCCCCTCCTGCCCC0.622

+ 9 1278SUFU_uc001kvw.1_Missense_Mutation_p.G378R|SUFU_uc001kvx.2_Missense_Mutation_p.G378R|SUFU_uc009xxe.1_RNA|SUFU_uc009xxf.1_RNANM_016169 NP_057253 Q9UMX1 SUFU_HUMAN p.S377fs*7(1) 7CCAGGAGTCCGGAGCCCTCAT0.587

- 13 1550ABLIM1_uc010qsh.1_Missense_Mutation_p.P452L|ABLIM1_uc010qsi.1_Missense_Mutation_p.P424L|ABLIM1_uc010qsk.1_Missense_Mutation_p.P408L|ABLIM1_uc009xyp.2_Missense_Mutation_p.P446L|ABLIM1_uc010qsf.1_Intron|ABLIM1_uc009xyn.2_Intron|ABLIM1_uc010qsj.1_Intron|ABLIM1_uc009xyo.2_IntronNM_002313 NP_002304 O14639 ABLM1_HUMAN 1GCCGCTGGACGGCTCATTGCC0.473

+ 23 3826ATRNL1_uc010qsm.1_Missense_Mutation_p.S276L|ATRNL1_uc010qsn.1_IntronNM_207303 NP_997186 Q5VV63 ATRN1_HUMANExtracellular (Potential). 7CTGGATATATCAATTAATGCA0.279

+ 17 1982DMBT1_uc001lgl.1_Missense_Mutation_p.V616M|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.V626M|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_IntronNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 5. 7TTGGGGCACCGTGTGTGATGA0.597

+ 2 847 NM_003577 NP_003568 Q5T230 UTF1_HUMAN 0GCTGAACACCGCCCTGCTGCA0.378

+ 5 687 NM_030783 NP_110410 Q9BVG9 PTSS2_HUMANExtracellular (Potential). 0GAGAGACTACGGGGGAAACTG0.612

- 1 602 NM_001005161 NP_001005161 Q8NGK2 O52B4_HUMANHelical; Name=5; (Potential). 0AATGGAAAACCCATACCAAAT0.373

+ 1 451HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN 0TATCACTGGCCAGCAAGTGGT0.527

- 1 327TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001922 NP_001001922 Q8NH56 O52N5_HUMANHelical; Name=3; (Potential). 2CAAAGAACATCTGGGCCAAGC0.488

- 6 1482C11orf16_uc001mhc.3_IntronNM_020643 NP_065694 Q9NQ32 CK016_HUMAN 2GCTCTGACTCCGCTTTCTGTG0.537

+ 12 1675TEAD1_uc001mkk.3_Missense_Mutation_p.R256Q|TEAD1_uc009ygl.2_Missense_Mutation_p.R173QNM_021961 NP_068780 P28347 TEAD1_HUMANTranscriptional activation (Potential). 0TTTGTATACCGAATAAACCGC0.373

+ 1 766PDE3B_uc001mlm.2_Missense_Mutation_p.R138Q|PDE3B_uc010rcr.1_Missense_Mutation_p.R138Q|PSMA1_uc001mll.2_5'FlankNM_000922 NP_000913 Q13370 PDE3B_HUMAN 0TTCCTCACCCGGACCAAGCGG0.687

- 1 376CCDC34_uc001mri.1_Missense_Mutation_p.A108TNM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0CTCAGGCTCGCCACTTTGGCC0.557

- 10 1641PAMR1_uc001mwf.2_Missense_Mutation_p.R550Q|PAMR1_uc010rew.1_Missense_Mutation_p.R422Q|PAMR1_uc010rex.1_Missense_Mutation_p.R493QNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2CTTCTCATCCCGGTCATCATC0.527

+ 3 390OR4C6_uc010rik.1_Missense_Mutation_p.L42PNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANHelical; Name=1; (Potential). 2GAAAATCTACTTATTGTGGTA0.393

- 6 874SSRP1_uc010rjq.1_Missense_Mutation_p.R203WNM_003146 NP_003137 Q08945 SSRP1_HUMAN 2TGCAGCTCCCGGAAGATGCAG0.527

+ 5 1801ZDHHC5_uc001nky.1_Missense_Mutation_p.R129H|ZDHHC5_uc001nkz.1_5'UTRNM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN 1TCAGGGGTCCGCACGGCTGTC0.517 rs141814126

+ 4 540 NM_023945 NP_076434 Q9H3V2 MS4A5_HUMANExtracellular (Potential). 2TTATTCTCACCAAAATAGTCA0.353

+ 20 2933 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMANCytoplasmic (Potential). 3GTGCCCGAGAGCCCCACCAGT0.627

+ 14 1854FERMT3_uc001nym.2_Missense_Mutation_p.E565KNM_178443 NP_848537 Q86UX7 URP2_HUMAN 1CAGGAAAGACGAGATCCTGGG0.632

- 20 3263RASGRP2_uc009ypu.2_5'Flank|RASGRP2_uc009ypv.2_5'Flank|RASGRP2_uc009ypw.2_5'Flank|RASGRP2_uc001oaw.1_5'Flank|PYGM_uc001oay.3_Missense_Mutation_p.R728CNM_005609 NP_005600 P11217 PYGM_HUMAN p.R816G(1) 2GCAATGGTGCGGTCACTGGAG0.622 rs143177272

- 9 1423SF1_uc010rnm.1_Missense_Mutation_p.P41L|SF1_uc010rnn.1_Missense_Mutation_p.P323L|SF1_uc001oaz.1_Missense_Mutation_p.P474L|SF1_uc001oba.1_Missense_Mutation_p.P349L|SF1_uc001obc.1_Missense_Mutation_p.P349L|SF1_uc001obd.1_Missense_Mutation_p.P349L|SF1_uc001obe.1_Missense_Mutation_p.P234L|SF1_uc010rno.1_Missense_Mutation_p.P234LNM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3GTTGTTGGCGGGAGCAGCAGG0.642

- 28 3151 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN PH. 4CGCTCCCCCTCGCTCTCTGCC0.697

+ 13 1552CAPN1_uc001odf.1_Nonsense_Mutation_p.R481*|CAPN1_uc001odg.1_Nonsense_Mutation_p.R481*|CAPN1_uc010roa.1_Nonsense_Mutation_p.R222*NM_005186 NP_005177 P07384 CAN1_HUMAN Domain III. 1CATCAACCTGCGAGAGGTCAG0.642

+ 13 1330BBS1_uc001oii.1_Nonsense_Mutation_p.R477*|BBS1_uc010rpg.1_Nonsense_Mutation_p.R343*|BBS1_uc001oik.1_Nonsense_Mutation_p.R364*|BBS1_uc001oil.1_Nonsense_Mutation_p.R311*|ZDHHC24_uc001oim.1_Intron|ZDHHC24_uc009yrg.1_Intron|BBS1_uc010rph.1_Nonsense_Mutation_p.R108*NM_024649 NP_078925 Q8NFJ9 BBS1_HUMAN 1TCAGACACTGCGAGAGCGGGA0.602

- 21 3553SHANK2_uc010rqn.1_Missense_Mutation_p.G571S|SHANK2_uc001opz.2_Missense_Mutation_p.G564S|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5TCGGCGCCACCCACGAAATGG0.677

- 3 667ME3_uc001pca.2_Missense_Mutation_p.T138M|ME3_uc009yvk.2_Missense_Mutation_p.T138M|ME3_uc010rtr.1_RNANM_001014811 NP_001014811 Q16798 MAON_HUMAN 1CACGGTAGGCGTGTACACGAT0.587

+ 18 2602CNTN5_uc001pfz.2_Missense_Mutation_p.G755W|CNTN5_uc001pgb.2_Missense_Mutation_p.G681W|CNTN5_uc010ruk.1_Missense_Mutation_p.G26WNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 1. 8CAACCCTATTGGGACAGGAGA0.468



- 7 865 NM_002426 NP_002417 P39900 MMP12_HUMAN 0GAATTGTCAGGATTTGGCAAG0.403

- 3 297MPZL3_uc010rxy.1_Missense_Mutation_p.R87W|MPZL3_uc010rxz.1_Intron|MPZL3_uc009yzy.2_IntronNM_198275 NP_938016 Q6UWV2 MPZL3_HUMANIg-like V-type. 0CAGGAAATCCGATCCCGAAAT0.413

- 4 1023PVRL1_uc001pwu.1_Missense_Mutation_p.T284M|PVRL1_uc001pww.2_Missense_Mutation_p.T284MNM_002855 NP_002846 Q15223 PVRL1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 0CAGCACTTACGTGGTCCAGTG0.577

+ 8 447ARHGEF12_uc009zat.2_Missense_Mutation_p.R128H|ARHGEF12_uc010rzn.1_Missense_Mutation_p.R44H|ARHGEF12_uc009zau.1_Missense_Mutation_p.R44HNM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN PDZ. 7GTTCAGGGACGCCCACCTGGG0.502

- 4 353PATE2_uc010sbj.1_Missense_Mutation_p.H60YNM_212555 NP_997720 Q6UY27 PATE2_HUMAN 0TAGTTACTATGATCACAACAG0.453

- 24 3376NFRKB_uc001qfg.2_Missense_Mutation_p.R1084C|NFRKB_uc001qfh.2_Missense_Mutation_p.R1082C|NFRKB_uc010sbw.1_Missense_Mutation_p.R1069C|NFRKB_uc009zcr.2_Missense_Mutation_p.R345CNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3GGCATCAAGCGAAAAGCCGAA0.552

+ 19 4441WNK1_uc001qip.3_Missense_Mutation_p.R1065C|WNK1_uc001qir.3_Missense_Mutation_p.R485CNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23TGAACTTAGACGTGCCCAAAT0.468

+ 10 1733CACNA1C_uc009zdv.1_Missense_Mutation_p.V471I|CACNA1C_uc001qkb.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkc.2_Missense_Mutation_p.V474I|CACNA1C_uc001qke.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkf.2_Missense_Mutation_p.V474I|CACNA1C_uc001qjz.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkd.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkg.2_Missense_Mutation_p.V474I|CACNA1C_uc009zdw.1_Missense_Mutation_p.V474I|CACNA1C_uc001qkh.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkl.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkn.2_Missense_Mutation_p.V474I|CACNA1C_uc001qko.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkp.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkr.2_Missense_Mutation_p.V474I|CACNA1C_uc001qku.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkq.2_Missense_Mutation_p.V474I|CACNA1C_uc001qks.2_Missense_Mutation_p.V474I|CACNA1C_uc001qkt.2_Missense_Mutation_p.V474I|CACNA1C_uc001qka.1_Missense_Mutation_p.V9I|CACNA1C_uc001qki.1_Missense_Mutation_p.V210I|CACNA1C_uc001qkj.1_Missense_Mutation_p.V210I|CACNA1C_uc001qkk.1_Missense_Mutation !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential). 11GACCGAGTCCGTCAACACCGA0.597

+ 9 944TEAD4_uc010sek.1_Missense_Mutation_p.L180V|TEAD4_uc001qln.2_Missense_Mutation_p.L95VNM_003213 NP_003204 Q15561 TEAD4_HUMAN 0CAGCTCCAAGCTCTGGATGTT0.677

+ 1 973 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3GGGGGCGGGGGCTGCTGTAGT0.667

- 28 4488 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMANVWFA 1; binding site for platelet glycoprotein Ib. 12AATGCCCACCGGGATCACAAT0.597 rs61750079

- 30 3892A2M_uc001qvj.1_Missense_Mutation_p.A302V|A2M_uc009zgk.1_Missense_Mutation_p.A1110VNM_000014 NP_000005 P01023 A2MG_HUMAN 5TTTGGACAGAGCATGGAGAGC0.478

- 5 807GSG1_uc001rbj.2_Missense_Mutation_p.G176S|GSG1_uc001rbk.2_Missense_Mutation_p.R217K|GSG1_uc001rbl.2_Intron|GSG1_uc001rbm.2_Intron|GSG1_uc001rbo.2_Missense_Mutation_p.R253K|GSG1_uc001rbp.2_Missense_Mutation_p.G189S|GSG1_uc001rbq.1_Missense_Mutation_p.R253KNM_001080555 NP_001074024 Q2KHT4 GSG1_HUMANHelical; (Potential). 0AGCAACTCACCTGACAGGACA0.567

+ 10 2042PTPRO_uc001rcw.1_Missense_Mutation_p.S623NNM_030667 NP_109592 Q16827 PTPRO_HUMANExtracellular (Potential). 9TGCTGTGACAGCTCTACCATC0.473

- 21 3055ADAMTS20_uc001rno.1_Missense_Mutation_p.E173K|ADAMTS20_uc001rnp.1_Missense_Mutation_p.E173KNM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 4. 19CAGGAAAATTCATTGCAATTC0.403

- 2 233 NM_025003 NP_079279 P59510 ATS20_HUMAN 19GCGATAGTGGGTTCGGAACGG0.617

+ 13 1773ANO6_uc010sld.1_Missense_Mutation_p.V480M|ANO6_uc010sle.1_Missense_Mutation_p.V480M|ANO6_uc010slf.1_Missense_Mutation_p.V501M|ANO6_uc010slg.1_Missense_Mutation_p.V462MNM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMANExtracellular (Potential). 2TAGGCTCTCGGTGTTCATTGT0.438

+ 10 1301ARID2_uc001ror.2_Missense_Mutation_p.T434K|ARID2_uc009zkg.1_5'UTR|ARID2_uc009zkh.1_Missense_Mutation_p.T80K|ARID2_uc001rot.1_Missense_Mutation_p.T80KNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10GTTGCTTGCACAAAAATTGCA0.368

+ 11 1150CACNB3_uc010sly.1_Missense_Mutation_p.V304I|CACNB3_uc010slz.1_Missense_Mutation_p.V316I|CACNB3_uc001rsk.1_Missense_Mutation_p.V164INM_000725 NP_000716 P54284 CACB3_HUMAN 0GCACCTGACCGTACAGATGAT0.607

- 31 6284 NM_003482 NP_003473 O14686 MLL2_HUMAN 41GTCAGTCTTACGGGCTATGTC0.662

- 5 754LMBR1L_uc001rtg.3_Missense_Mutation_p.E133Q|LMBR1L_uc001rti.3_Missense_Mutation_p.E138Q|LMBR1L_uc001rtj.1_5'Flank|LMBR1L_uc009zld.1_Missense_Mutation_p.E11Q|LMBR1L_uc010smf.1_RNANM_018113 NP_060583 Q6UX01 LMBRL_HUMANCytoplasmic (Potential). 1GCAAAGCCCTCAGACTCAGTG0.328

- 2 143ITGB7_uc001scc.2_Missense_Mutation_p.K24N|ITGB7_uc010snz.1_RNA|ITGB7_uc010soa.1_Missense_Mutation_p.K24NNM_000889 NP_000880 P26010 ITB7_HUMANExtracellular (Potential). 8TGGATGGGATCTTGGCGTCCA0.562

- 8 1305RARG_uc001scd.2_Missense_Mutation_p.R263C|RARG_uc010sob.1_Missense_Mutation_p.R252C|RARG_uc001scf.2_Missense_Mutation_p.R274C|RARG_uc001scg.2_Missense_Mutation_p.R202C|RARG_uc010soc.1_Missense_Mutation_p.R153C|RARG_uc010sod.1_Missense_Mutation_p.R311CNM_000966 NP_000957 P13631 RARG_HUMANLigand-binding. 4GTGCAGATACGCAGCATCTGG0.597

+ 24 5343ESPL1_uc001scj.2_Missense_Mutation_p.R1426HNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3CTTCATCTGCGTTCAGTCCTG0.542

+ 2 466 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4CTCCCAAAATGAGGTGAAGGA0.398

+ 1 593 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANExtracellular (Potential). 2GCTTCTCGGGCTGTTGACCAC0.393

+ 1 49 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMANExtracellular (Potential). 0GGGATTTACAGATAACCCAGA0.323

- 5 824MMP19_uc001sia.2_5'UTR|MMP19_uc001sid.2_RNA|MMP19_uc010spw.1_IntronNM_002429 NP_002420 Q99542 MMP19_HUMAN 1CGGTAGCCCTCGTAGACTGGG0.622

+ 2 233RAB5B_uc001siw.2_Missense_Mutation_p.R39H|RAB5B_uc009zog.2_Missense_Mutation_p.V30I|RAB5B_uc010spz.1_Missense_Mutation_p.R39HNM_002868 NP_002859 P61020 RAB5B_HUMAN 0CTGGTATTACGTTTTGTCAAA0.478

+ 10 1308SLC39A5_uc010sqk.1_Missense_Mutation_p.A351TNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential). 2AGAGCCAGGGGCTCAGGGCCA0.582

- 17 2813PAN2_uc001skw.2_5'UTR|PAN2_uc001skz.2_Missense_Mutation_p.R813C|PAN2_uc001sky.2_Missense_Mutation_p.R810CNM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6ATCTTCATGCGAATGGAGAAA0.428

- 17 1771_1772CAPS2_uc001sxm.3_Missense_Mutation_p.A293V|CAPS2_uc009zsa.2_Missense_Mutation_p.A115V|CAPS2_uc001sxi.3_Missense_Mutation_p.A261V|CAPS2_uc001sxj.3_Missense_Mutation_p.A436V|CAPS2_uc001sxl.3_Missense_Mutation_p.A506VNM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN EF-hand 3. 2GTTTCATAAAGGCCTAAACAGA0.243

- 3 1664USP44_uc001teh.2_Missense_Mutation_p.G507E|USP44_uc009zte.2_Missense_Mutation_p.G504ENM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3AATATCTTTTCCACTGCATTG0.393

+ 15 1913 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 2. 14TACCTCCTTTCTCCAGAGGTA0.423

+ 6 587POLR3B_uc001tlq.2_Missense_Mutation_p.G64DNM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2TATACCCGAGGCAGCCAGAGG0.463

+ 3 1958BTBD11_uc009zut.1_Missense_Mutation_p.M479I|BTBD11_uc001tmj.2_Missense_Mutation_p.M479INM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3GCCCACAAATGGAATGGGAAA0.577

- 3 544BRAP_uc010syh.1_5'UTR|BRAP_uc009zvv.2_Missense_Mutation_p.S87FNM_006768 NP_006759 Q7Z569 BRAP_HUMAN 1TTTGGACGGAGAATCTGGGGC0.413

- 13 1750SBNO1_uc010tao.1_Nonsense_Mutation_p.R583*|SBNO1_uc010taq.1_Intron|SBNO1_uc001uet.2_Nonsense_Mutation_p.R584*|SBNO1_uc001ueu.2_Nonsense_Mutation_p.R583*|SBNO1_uc001uev.2_Nonsense_Mutation_p.R582*|SBNO1_uc009zxy.1_Nonsense_Mutation_p.R549*NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9TTCTTCATTCGTTGCTCAGCA0.443

- 11 1650SCARB1_uc001ugn.3_Missense_Mutation_p.S466N|SCARB1_uc001ugm.3_Missense_Mutation_p.S466N|SCARB1_uc010tbd.1_Intron|SCARB1_uc010tbe.1_Missense_Mutation_p.S425N|SCARB1_uc001ugp.3_Missense_Mutation_p.S466NNM_005505 NP_005496 Q8WTV0 SCRB1_HUMANCytoplasmic (Potential). 1ACCTACTTGGCTCCGGATTTG0.647

- 8 2346_2347STARD13_uc001uuu.2_Missense_Mutation_p.D733N|STARD13_uc001uuv.2_Missense_Mutation_p.D623N|STARD13_uc001uux.2_Missense_Mutation_p.D706N|STARD13_uc010tec.1_RNANM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4TCAGGGAGGTCCCGGAAGAACT0.465

- 11 2780TRPC4_uc010abv.2_Missense_Mutation_p.H429Y|TRPC4_uc001uwt.2_Intron|TRPC4_uc010tey.1_Intron|TRPC4_uc010abw.2_Missense_Mutation_p.H676Y|TRPC4_uc010abx.2_Missense_Mutation_p.H854Y|TRPC4_uc010aby.2_IntronNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6GATCGTCTATGAAATAACCCA0.443

+ 3 5613 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCalx-beta 1.|Extracellular (Potential). 11GTCTGAATTGGGCATGGATCT0.343

+ 26 3603FNDC3A_uc001vcn.2_Missense_Mutation_p.D1100N|FNDC3A_uc001vco.2_RNA|FNDC3A_uc001vcq.2_Missense_Mutation_p.D1044NNM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMANFibronectin type-III 9. 2CAAGGGTCCCGACTCTTCCTT0.438 rs142361918

- 1 466DACH1_uc010tho.1_Missense_Mutation_p.P15S|DACH1_uc010thp.1_Missense_Mutation_p.P15SNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1GGTTGAGGGGGGACCAGCTGG0.622

- 35 4952MYCBP2_uc010aev.2_Missense_Mutation_p.R1025CNM_015057 NP_055872 O75592 MYCB2_HUMAN 14AGAACTTCACGGAAGCTTGTC0.413

- 13 2057TGM1_uc010tog.1_Missense_Mutation_p.R203CNM_000359 NP_000350 P22735 TGM1_HUMAN 3ATGGTCACACGGTCCGCTGTG0.622 rs144517528

- 7 952ADCY4_uc001wow.2_Missense_Mutation_p.R316W|ADCY4_uc010toh.1_Missense_Mutation_p.R2W|ADCY4_uc001wox.2_Missense_Mutation_p.R316W|ADCY4_uc001woy.2_Missense_Mutation_p.R316WNM_139247 NP_640340 Q8NFM4 ADCY4_HUMANCytoplasmic (Potential). 3ATCTTGATCCGCATGCATTCA0.572



+ 4 1833AKAP6_uc010aml.2_Nonsense_Mutation_p.E552*NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21ATCCTCACTTGAGCCTTGTAA0.438

- 1 1830 NM_001012706 NP_001012724 A1A4T8 CN182_HUMAN 0CCTCTCGGTTCGTGAATGGCA0.537

- 6 1263SAV1_uc001wyh.1_Nonsense_Mutation_p.R368*NM_021818 NP_068590 Q9H4B6 SAV1_HUMANSARAH.|Potential. 1CTCTGCTTTCGGTTTTCCAAC0.343

- 3 273FERMT2_uc001xac.2_Missense_Mutation_p.L73P|FERMT2_uc001xae.2_Missense_Mutation_p.L73P|FERMT2_uc001xaf.2_Missense_Mutation_p.L73PNM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0ATGTGTCTTCAGAAGCCAAGT0.408

- 3 1275ZFYVE1_uc010arj.2_Missense_Mutation_p.P212LNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1CTCCTGGGTCGGGGAGGTTTT0.493

+ 2 584FOS_uc010tva.1_Missense_Mutation_p.G127S|FOS_uc010asi.2_Missense_Mutation_p.G13S|FOS_uc001xro.2_5'FlankNM_005252 NP_005243 P01100 FOS_HUMAN 3TGGCAGGAGGGGCAAGGTGGA0.632

- 5 2740STON2_uc001xvk.1_Missense_Mutation_p.V847M|STON2_uc010tvt.1_Missense_Mutation_p.V644MNM_033104 NP_149095 Q8WXE9 STON2_HUMAN MHD. 5ATAGATCTCACGCTGGCTTTG0.507

+ 2 620 NR_015340 2AGGCTTCTGGGATCTGCTGAT0.672

+ 11 1480TRAF3_uc001yme.1_Missense_Mutation_p.R351Q|TRAF3_uc001ymd.1_Missense_Mutation_p.R376Q|TRAF3_uc010txy.1_Missense_Mutation_p.R293Q|TRAF3_uc001ymf.1_Missense_Mutation_p.R109QNM_145725 NP_663777 Q13114 TRAF3_HUMAN 3CAAGTGGCTCGGAACACAGGT0.672

+ 10 1887TNFAIP2_uc010awo.1_Missense_Mutation_p.R246C|TNFAIP2_uc010txz.1_Missense_Mutation_p.R255C|TNFAIP2_uc010tya.1_Missense_Mutation_p.R69CNM_006291 NP_006282 Q03169 TNAP2_HUMAN 1CGAGATCATTCGCCTGCAGGA0.637

- 7 5530AHNAK2_uc001ypx.2_Missense_Mutation_p.R1704WNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CCCTCCAGCCGCACACTGTCC0.622

- 88 13671HERC2_uc001zbi.2_Missense_Mutation_p.P211LNM_004667 NP_004658 O95714 HERC2_HUMAN HECT. 13TCTGGCGGCCGGGCTGAGCAG0.632

- 48 7734HERC2_uc001zbk.1_Missense_Mutation_p.A78VNM_004667 NP_004658 O95714 HERC2_HUMAN p.A2543V(1) 13CGTCACAACAGCACCAGTAGA0.333 rs139970998

+ 8 1072 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2CTGTGCCAGCGGACAGCAGCC0.637

+ 20 2440JMJD7-PLA2G4B_uc001zoo.3_Missense_Mutation_p.P1011L|JMJD7-PLA2G4B_uc010bcn.2_3'UTR|JMJD7-PLA2G4B_uc001zoq.3_Missense_Mutation_p.P481LNM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1CAGCGCAGGCCCCACTGATGG0.622

- 3 313PYGO1_uc002adf.1_Missense_Mutation_p.S86LNM_015617 NP_056432 Q9Y3Y4 PYGO1_HUMAN Pro-rich. 2TGGATTTGACGAAGGTAGTGG0.443 rs144572806

- 8 1998HERC1_uc010uil.1_Intron|HERC1_uc010bgt.1_Missense_Mutation_p.R617HNM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 5. 19ACAAACTTTGCGAATGAACAT0.373

- 11 1726DENND4A_uc002api.2_Missense_Mutation_p.P450S|DENND4A_uc002apj.3_Missense_Mutation_p.P450S|DENND4A_uc010ujj.1_Missense_Mutation_p.P450SNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN DENN. 4GGGCAGAGAGGAACATACGGG0.413

+ 14 1932LRRC49_uc002asu.2_Missense_Mutation_p.S552F|LRRC49_uc002asx.2_Missense_Mutation_p.S518F|LRRC49_uc010ukf.1_Missense_Mutation_p.S567F|LRRC49_uc002asy.2_Missense_Mutation_p.S268F|LRRC49_uc002asz.2_Missense_Mutation_p.S534FNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1CGTCTGATTTCCATTCTGGGT0.368

+ 2 700ISLR_uc002axh.1_Missense_Mutation_p.D140NNM_005545 NP_005536 O14498 ISLR_HUMAN LRR 4. 4CATCCCCCGCGACGCCTTCCG0.612

+ 7 825ZFAND6_uc002bff.1_Missense_Mutation_p.V172I|ZFAND6_uc002bfg.1_Missense_Mutation_p.V160I|ZFAND6_uc002bfh.1_Missense_Mutation_p.V172I|ZFAND6_uc002bfi.1_Missense_Mutation_p.V172INM_019006 NP_061879 Q6FIF0 ZFAN6_HUMAN AN1-type. 0TTACTGTGGTGTACACCGTTA0.373

+ 8 927SH3GL3_uc010uot.1_Missense_Mutation_p.I244M|SH3GL3_uc002bjx.2_Missense_Mutation_p.I175M|SH3GL3_uc002bju.2_Missense_Mutation_p.I252M|SH3GL3_uc002bjv.2_RNANM_003027 NP_003018 Q99963 SH3G3_HUMANBAR.|Interaction with ARC (By similarity). 3GTTACAGAATATCAGCTGCAT0.463

+ 3 675ACAN_uc002bmx.2_Nonsense_Mutation_p.Q101*|ACAN_uc010upp.1_Nonsense_Mutation_p.Q101*|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3CAGTGCCTATCAGGACAAGGT0.617

- 6 905RHCG_uc002bny.2_Missense_Mutation_p.G65D|RHCG_uc002boa.2_RNA|RHCG_uc010bnq.1_Missense_Mutation_p.G178DNM_016321 NP_057405 Q9UBD6 RHCG_HUMANHelical; (Potential). 1AGCAGCGGTACCCACGGCCAC0.617

- 17 2606 NM_001150 NP_001141 P15144 AMPN_HUMANExtracellular.|Metalloprotease. 4AGGCCAGAGACCATCTCCTCA0.592

- 9 1170IDH2_uc010uqb.1_Missense_Mutation_p.R310W|IDH2_uc010uqc.1_Missense_Mutation_p.R232W|IDH2_uc010bnu.2_Missense_Mutation_p.R253WNM_002168 NP_002159 P48735 IDHP_HUMAN 711CTGGTGGGCCGGCCCTGGGGA0.667

+ 10 2648CACNA1H_uc002ckt.2_Missense_Mutation_p.M800INM_021098 NP_066921 O95180 CAC1H_HUMANII.|Helical; Name=S1 of repeat II; (Potential). 2GTGGCATCATGATGGCCATCC0.662

+ 35 6837CACNA1H_uc002ckt.2_Missense_Mutation_p.P2191S|CACNA1H_uc002cku.2_Missense_Mutation_p.P892S|CACNA1H_uc010brj.2_Missense_Mutation_p.P908S|CACNA1H_uc002ckv.2_Missense_Mutation_p.P886SNM_021098 NP_066921 O95180 CAC1H_HUMANCytoplasmic (Potential). 2GGTGGAACCCCCTGCGGAGGA0.721

- 4 685RPS2_uc010bsa.1_RNA|RPS2_uc002cnl.2_Intron|RPS2_uc002cnm.2_Intron|RPS2_uc002cno.2_Missense_Mutation_p.R166H|SNORA10_uc002cnp.1_5'Flank|SNHG9_uc002cnr.2_5'Flank|SNORA78_uc002cns.1_5'FlankNM_002952 NP_002943 P15880 RS2_HUMAN 0GTAGCCTCTGCGCACGGGGAC0.647

+ 7 628TBL3_uc002cnv.1_Missense_Mutation_p.A62T|TBL3_uc010bsb.1_5'UTR|TBL3_uc010bsc.1_Missense_Mutation_p.A62T|TBL3_uc010uvt.1_5'UTR|TBL3_uc002cnw.1_5'FlankNM_006453 NP_006444 Q12788 TBL3_HUMAN WD 3. 0CACGGATGCCGCCATCCGCGT0.677

- 23 8898PKD1_uc002cot.1_Missense_Mutation_p.V2897I|PKD1_uc010bse.1_RNANM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential). 3TGGACCACAACGGAGTTGGCG0.682 rs145532417

- 23 8672PKD1_uc002cot.1_Missense_Mutation_p.D2821E|PKD1_uc010bse.1_RNANM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3GCTGCACCACGTCACTGAGGT0.622

+ 7 985E4F1_uc010bsi.2_Missense_Mutation_p.E313K|E4F1_uc010bsj.2_Missense_Mutation_p.E313KNM_004424 NP_004415 Q66K89 E4F1_HUMAN 1GGTGACAGGCGAGCCTATAGA0.592

- 6 856PRSS22_uc002crz.1_Missense_Mutation_p.E154KNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1GCACAGCCCTCGCCCCAGCTG0.701

- 14 1704TRAP1_uc002cvs.2_Missense_Mutation_p.L330F|TRAP1_uc010uxf.1_Missense_Mutation_p.L486F|uc002cvu.2_RNANM_016292 NP_057376 Q12931 TRAP1_HUMAN 1AACTCACGAAGGTGCAGCAGG0.562

- 25 2614CORO7_uc002cwe.2_RNA|CORO7_uc002cwf.2_Missense_Mutation_p.A832T|CORO7_uc002cwg.3_Missense_Mutation_p.A612T|CORO7_uc010uxh.1_Missense_Mutation_p.A814T|CORO7_uc010uxi.1_Missense_Mutation_p.A747T|CORO7_uc002cwi.1_3'UTRNM_024535 NP_078811 P57737 CORO7_HUMAN 0CAGATCACAGCCGTGTCTGGG0.617

+ 6 685 NM_014692 NP_055507 O43304 S14L5_HUMAN PRELI/MSF1. 0TTACCTGAATGAGCTCATCTC0.627

+ 3 317ABAT_uc002czd.3_Missense_Mutation_p.P51S|ABAT_uc010buh.2_Intron|ABAT_uc010bui.2_Missense_Mutation_p.P51SNM_020686 NP_065737 P80404 GABT_HUMAN 1GACGGAAGTCCCAGGGCCTAG0.478

- 3 721CPPED1_uc002dcb.3_Intron|CPPED1_uc002dbz.3_RNANM_018340 NP_060810 Q9BRF8 CPPED_HUMAN 0GGGATGTGCTGGAAGACGATG0.592

- 44 7483SMG1_uc010bwb.2_Nonsense_Mutation_p.R2234*|SMG1_uc010bwa.2_Nonsense_Mutation_p.R1105*NM_015092 NP_055907 Q96Q15 SMG1_HUMAN PI3K/PI4K. 16TGTGTCATTCGAAAAGGTACT0.373

- 3 272UMOD_uc002dha.2_Missense_Mutation_p.T48M|UMOD_uc002dhb.2_Missense_Mutation_p.T81MNM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2GGTGCACGTCGTAACGGCCTC0.612

- 4 564CRYM_uc010bwq.1_RNA|CRYM_uc002dil.2_Missense_Mutation_p.S118F|CRYM_uc002dim.2_Missense_Mutation_p.S160FNM_001888 NP_001879 Q14894 CRYM_HUMAN 0CTCCTTAAAGGAGAACTGCTC0.527

+ 8 1435 NM_000336 NP_000327 P51168 SCNNB_HUMANExtracellular (By similarity). 7AACCGGGACTTCCCAGACTGG0.617

+ 6 2696TNRC6A_uc010bxs.2_Missense_Mutation_p.S608L|TNRC6A_uc010vcc.1_Missense_Mutation_p.S608L|TNRC6A_uc002dmn.2_Missense_Mutation_p.S608L|TNRC6A_uc002dmo.2_Missense_Mutation_p.S608LNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2GGAGAAACTTCAAGGAATAAC0.468

+ 2 1570 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2AAAACCAAGGGGTTCCCTTGC0.512

+ 12 1512uc010vct.1_Intron|SPNS1_uc002drx.2_Missense_Mutation_p.R385W|SPNS1_uc002dsa.2_Missense_Mutation_p.R458W|SPNS1_uc002drz.2_Missense_Mutation_p.R406W|SPNS1_uc010byp.2_Missense_Mutation_p.R384W|SPNS1_uc010byq.1_Intron|LAT_uc010vdj.1_5'Flank|LAT_uc002dsb.2_5'Flank|LAT_uc002dsd.2_5'Flank|LAT_uc002dsc.2_5'Flank|LAT_uc010vdk.1_5'Flank|LAT_uc010vdl.1_5'FlankNM_001142448 NP_001135920 Q9H2V7 SPNS1_HUMAN 0GTCCGAGTTCCGGGCTCTGCA0.652

+ 3 1559ARMC5_uc010vfn.1_Missense_Mutation_p.S439P|ARMC5_uc010vfo.1_Missense_Mutation_p.S376P|ARMC5_uc002eca.3_Missense_Mutation_p.S344P|ARMC5_uc010vfp.1_Intron|ARMC5_uc002ecb.2_Missense_Mutation_p.S344PNM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 5. 1TAGCCCAACCTCCCAGCAGCC0.652



+ 1 108SLC5A2_uc010car.2_RNANM_003041 NP_003032 P31639 SC5A2_HUMANHelical; (Potential). 1CTAGTCATTGCTGCATATTTC0.587

+ 4 495 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1AACCCATTCCGTCGACAAAGC0.493

+ 9 1401RBL2_uc010vgv.1_Missense_Mutation_p.R354H|RBL2_uc002ehj.2_Missense_Mutation_p.R138H|RBL2_uc010vgw.1_Missense_Mutation_p.R212HNM_005611 NP_005602 Q08999 RBL2_HUMANDomain A.|Pocket; binds E1A. 5AGCTTGAGTCGTCTTCACACC0.453

+ 2 612RSPRY1_uc002elc.2_Missense_Mutation_p.R112W|RSPRY1_uc002eld.2_Missense_Mutation_p.R112W|RSPRY1_uc002ele.1_Missense_Mutation_p.R112WNM_133368 NP_588609 Q96DX4 RSPRY_HUMAN 1GGCAGTAATACGGACTCTTGT0.502

+ 3 422ACD_uc002etp.3_5'Flank|ACD_uc002etq.3_5'Flank|ACD_uc002etr.3_5'Flank|ACD_uc010vjt.1_5'Flank|PARD6A_uc002ets.2_Nonsense_Mutation_p.Q110*|PARD6A_uc002etu.2_5'UTRNM_016948 NP_058644 Q9NPB6 PAR6A_HUMANInteraction with PRKCI and PRKCZ. 1CAACTCTCTGCAGCGGCGCAA0.617

- 11 1503RANBP10_uc010ceo.2_Missense_Mutation_p.P234S|RANBP10_uc010vju.1_Missense_Mutation_p.P437S|RANBP10_uc010vjv.1_Missense_Mutation_p.P376S|RANBP10_uc010vjw.1_Missense_Mutation_p.P154SNM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1ACACCGTTGGGGTAGTGCTCT0.602

+ 3 480TSNAXIP1_uc010cep.2_5'UTR|TSNAXIP1_uc010vjz.1_Intron|TSNAXIP1_uc002euf.3_Intron|TSNAXIP1_uc010vka.1_Missense_Mutation_p.R83Q|TSNAXIP1_uc010vkb.1_Intron|TSNAXIP1_uc002eug.3_Intron|TSNAXIP1_uc002euh.3_Intron|TSNAXIP1_uc002eui.3_Intron|TSNAXIP1_uc002euk.2_5'FlankNM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0GATGACTACCGGAAGCGAGTA0.592

+ 5 1931ZFP90_uc002ewb.2_3'UTR|ZFP90_uc002ewc.2_3'UTR|ZFP90_uc002ewd.2_Missense_Mutation_p.H547Y|ZFP90_uc002ewe.2_Missense_Mutation_p.H547YNM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 10. 1TGAGAGAACCCACACTGGAGA0.438

- 10 1599 NM_005652 NP_005643 Q15554 TERF2_HUMANHTH myb-type.|H-T-H motif. 1TTCATGGTCCGCCAGCGATCC0.443

+ 10 995FUK_uc010cft.2_Missense_Mutation_p.D345N|FUK_uc002eyz.2_IntronNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1GGAGCTTCGCGATCAGCCCCT0.642

+ 23 3135FUK_uc010cft.2_Missense_Mutation_p.G1032D|FUK_uc002eyz.2_Missense_Mutation_p.G517DNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1GGGGCAGGCGGTGGAGGCTTT0.622

+ 3 268NUDT7_uc010vnj.1_IntronNM_001105663 NP_001099133 P0C024 NUDT7_HUMANNudix hydrolase. 2GCTAAGAAGGGCCCCTGGAGA0.418

- 5 717KIAA1609_uc010vod.1_Missense_Mutation_p.P177S|KIAA1609_uc002fic.2_RNANM_020947 NP_065998 Q6P9B6 K1609_HUMAN 2GCCACATGGGGGACCCTGAAC0.562

+ 4 1322KLHL36_uc010chl.2_IntronNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 2. 2TACCTTGCCTCCATCGAAGAC0.567

- 19 2787ANKFY1_uc002fxn.2_Missense_Mutation_p.G959S|ANKFY1_uc002fxo.2_Missense_Mutation_p.G918S|ANKFY1_uc002fxp.2_Missense_Mutation_p.G916S|ANKFY1_uc010ckp.2_Missense_Mutation_p.G859SNM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 17. 3ATTTCTGAGCCTGCTTGGACA0.438

+ 10 970ARRB2_uc002fyk.2_Missense_Mutation_p.A233T|ARRB2_uc002fyl.2_Missense_Mutation_p.A248T|ARRB2_uc010vsg.1_Missense_Mutation_p.A269T|ARRB2_uc002fym.2_Missense_Mutation_p.A233T|ARRB2_uc002fyn.2_Missense_Mutation_p.A56T|ARRB2_uc010ckq.2_Missense_Mutation_p.A56T|ARRB2_uc002fyo.2_Missense_Mutation_p.A56TNM_004313 NP_004304 P32121 ARRB2_HUMANInteraction with TRAF6. 0CTTCAGCACCGCCCAGTACAA0.567

+ 27 4402 NM_020877 NP_065928 Q9P225 DYH2_HUMANStem (By similarity). 13GAAGACATCCGCAAGCAGCTG0.517 rs146287609

- 12 1662PER1_uc010vuq.1_RNA|PER1_uc010vur.1_Missense_Mutation_p.A459VNM_002616 NP_002607 O15534 PER1_HUMAN 9TGGGCTGGGGGCCGGGGGAGT0.657

+ 13 3051MYOCD_uc002gno.2_Missense_Mutation_p.D966N|MYOCD_uc002gnq.2_Missense_Mutation_p.D642NNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5CTTCAACATCGATTTCCTGGA0.517

+ 9 1614ALDH3A2_uc002gwa.1_Missense_Mutation_p.G465S|ALDH3A2_uc010cqr.1_Missense_Mutation_p.G272S|ALDH3A2_uc002gwc.1_Missense_Mutation_p.G465S|ALDH3A2_uc002gwd.1_Missense_Mutation_p.G272SNM_000382 NP_000373 P51648 AL3A2_HUMANHelical; (Potential). 2AGAAAAACTCGGTCTCCTGTT0.473

- 9 1113SLC47A2_uc002gwg.3_Missense_Mutation_p.S277N|SLC47A2_uc002gwf.3_Missense_Mutation_p.S277N|SLC47A2_uc002gwh.3_RNA|SLC47A2_uc002gwi.2_RNA|SLC47A2_uc010cqs.1_RNA|SLC47A2_uc010cqt.1_RNANM_152908 NP_690872 Q86VL8 S47A2_HUMANExtracellular (Potential). 0CATGAGGAAGCTCCCGATCTC0.647

- 1 124 NM_032854 NP_116243 Q6QEF8 CORO6_HUMAN 0GGGGTTGACGGCACAGAAGGA0.587

+ 9 981RHBDL3_uc010csw.1_Missense_Mutation_p.V315M|RHBDL3_uc010csx.1_Missense_Mutation_p.R289H|RHBDL3_uc010csy.1_Missense_Mutation_p.V225M|RHBDL3_uc002hhf.1_Missense_Mutation_p.V225MNM_138328 NP_612201 P58872 RHBL3_HUMANHelical; (Potential). 1TGGGCGGGCCGTGTGGCTCCG0.662

- 12 1410NLE1_uc010ctn.1_Intron|NLE1_uc002hiz.1_Missense_Mutation_p.A169VNM_018096 NP_060566 Q9NVX2 NLE1_HUMAN WD 8. 4CCAGTCAACAGCATATACCTA0.592

- 1 427 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].0 ctggagatgctgcagctgggg 0.124

+ 20 3104DHX8_uc010wig.1_Missense_Mutation_p.M1011LNM_004941 NP_004932 Q14562 DHX8_HUMAN 4CATTGTATCCATGCTGTCTGT0.502

- 23 3095HDAC5_uc002ife.1_Missense_Mutation_p.G962R|HDAC5_uc002iff.1_Missense_Mutation_p.G963R|HDAC5_uc010czp.1_Missense_Mutation_p.G877RNM_005474 NP_005465 Q9UQL6 HDAC5_HUMANHistone deacetylase. 1GCATCAAACCCGGCGGAGACT0.572

- 5 965GFAP_uc002ihr.2_Missense_Mutation_p.T302M|GFAP_uc010wjg.1_RNANM_002055 NP_002046 P14136 GFAP_HUMAN Coil 2B.|Rod. 2CGCGCTCACCGTGCCGCGCAG0.716

- 13 1723TTLL6_uc002iob.2_Missense_Mutation_p.R256K|TTLL6_uc010dbi.2_RNA|TTLL6_uc002ioc.2_Missense_Mutation_p.R316K|TTLL6_uc002iod.2_Missense_Mutation_p.R410KNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0GCCCTTCTTTCTCACTTGCTC0.527

+ 2 329LPO_uc010dco.2_Missense_Mutation_p.L5F|LPO_uc010wnr.1_Missense_Mutation_p.L5F|LPO_uc010wns.1_5'UTR|LPO_uc010dcp.2_Missense_Mutation_p.L5FNM_006151 NP_006142 P22079 PERL_HUMAN 2GAGGGTCCTTCTCCATCTCCC0.488

+ 8 1319LPO_uc010wns.1_Missense_Mutation_p.E276K|LPO_uc010dcp.2_Missense_Mutation_p.E252K|LPO_uc010dcq.2_Missense_Mutation_p.E6K|LPO_uc010dcr.2_5'UTRNM_006151 NP_006142 P22079 PERL_HUMAN 2TGTCAACCAGGAGGTCTCAGA0.617

- 8 3242RNF43_uc010wnv.1_Missense_Mutation_p.A388V|RNF43_uc002iwh.3_Missense_Mutation_p.A429V|RNF43_uc002iwg.3_Missense_Mutation_p.A429V|RNF43_uc010dcw.2_Missense_Mutation_p.A302VNM_017763 NP_060233 Q68DV7 RNF43_HUMANCytoplasmic (Potential). 1TGGGCAAGCAGCAGGGTGCTG0.657

- 5 735SEPT4_uc002iwk.1_Missense_Mutation_p.R56W|SEPT4_uc010wnw.1_Missense_Mutation_p.R56W|SEPT4_uc002iwl.1_Missense_Mutation_p.R56W|SEPT4_uc002iwn.1_Missense_Mutation_p.R104W|SEPT4_uc002iwo.1_Missense_Mutation_p.R184W|SEPT4_uc002iwp.1_Missense_Mutation_p.R184W|SEPT4_uc010wnx.1_Missense_Mutation_p.R218W|SEPT4_uc010wny.1_Missense_Mutation_p.R195W|SEPT4_uc010dcy.1_Missense_Mutation_p.R85WNM_004574 NP_004565 O43236 SEPT4_HUMAN 0ATGGTGAGCCGCAGCCTCACA0.532

- 13 1718USP32_uc002iyn.1_Missense_Mutation_p.G148SNM_032582 NP_115971 Q8NFA0 UBP32_HUMAN DUSP. 5TCATATTTACCGCTGCCAGCA0.333 rs147383770

- 2 688CYB561_uc002jaq.2_Missense_Mutation_p.V142I|CYB561_uc002jar.2_Missense_Mutation_p.V96I|CYB561_uc002jas.2_Missense_Mutation_p.V96I|CYB561_uc010ddt.2_Missense_Mutation_p.V96I|CYB561_uc002jat.2_Missense_Mutation_p.V96I|CYB561_uc010wpf.1_Missense_Mutation_p.V96I|CYB561_uc010wpg.1_Missense_Mutation_p.V67INM_001915 NP_001906 P49447 CY561_HUMANHelical; (Potential).|Cytochrome b561. 1AGGGCGATGACGAGCGCAAAG0.617

+ 4 1088GPR142_uc010wqx.1_Missense_Mutation_p.T275INM_181790 NP_861455 Q7Z601 GP142_HUMANHelical; Name=6; (Potential). 4CTGGGCATCACCACACTGTTC0.667

- 18 3635CASKIN2_uc010wsc.1_Missense_Mutation_p.E947KNM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1GGAGGAGACTCGCCAGGAGTT0.692

- 23 3913DNAH17_uc002jvq.2_Missense_Mutation_p.A516T|DNAH17_uc002jvs.2_RNA 9TCTTGAAAGGCGACTACCACG0.537

- 5 386EIF4A3_uc002jxs.2_Missense_Mutation_p.R105CNM_014740 NP_055555 P38919 IF4A3_HUMANHelicase ATP-binding. 1TGAGTTTCACGAACCTGGTGA0.393

- 23 3117AZI1_uc002jzm.1_Missense_Mutation_p.R405W|AZI1_uc002jzn.1_Missense_Mutation_p.R970W|AZI1_uc002jzo.1_Missense_Mutation_p.R934W|AZI1_uc010wum.1_Missense_Mutation_p.R937W|AZI1_uc002jzq.2_Missense_Mutation_p.R121WNM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4TCCTTCTGCCGCACAAGGCCC0.697

- 5 442 NM_016286 NP_057370 Q7Z4W1 DCXR_HUMAN 0TGGTTAGTTACTGCCCGCTGG0.438

+ 30 4802PTPRM_uc010dkv.2_Missense_Mutation_p.D1446E|PTPRM_uc010wzl.1_Missense_Mutation_p.D1220ENM_002845 NP_002836 P28827 PTPRM_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).6ACATGGTCGACCTCCTGGTAG0.418

- 9 957PPP4R1_uc010wzo.1_Intron|PPP4R1_uc002kod.1_Missense_Mutation_p.S263L|PPP4R1_uc010wzp.1_RNANM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1TGTTGCACATGAAACCGCCAT0.413

+ 37 6670CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.S1722F|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_Missense_Mutation_p.S619F|CEP192_uc002krw.2_Missense_Mutation_p.S346F|CEP192_uc002krx.2_Missense_Mutation_p.S201F|CEP192_uc002kry.2_RNANM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5AGTCCTAATTCCTCCTTATCC0.328

- 4 1704 ESCO1_uc002kti.1_RNANM_052911 NP_443143 Q5FWF5 ESCO1_HUMAN 0ATTCTTTTTCGGGACCACTGA0.413

+ 15 2780FHOD3_uc002kzs.1_Missense_Mutation_p.R912C|FHOD3_uc010dmz.1_Missense_Mutation_p.R627C|FHOD3_uc010dna.1_Missense_Mutation_p.R215CNM_025135 NP_079411 Q2V2M9 FHOD3_HUMAN FH2. 8GAAGACCATCCGTTTGTTCTG0.502

+ 8 1279KIAA0427_uc002ldd.2_Missense_Mutation_p.E332K|KIAA0427_uc002lde.3_5'FlankNM_014772 NP_055587 O43310 CTIF_HUMAN 0TATTCTTCCCGAGCGCATCGG0.562



+ 4 1315 NM_015879 NP_056963 O43173 SIA8C_HUMANLumenal (Potential). 2CCACTTGTATGGATTTTGGCC0.423

+ 8 1144SERPINB2_uc002ljo.2_Missense_Mutation_p.E271K|SERPINB2_uc010dqh.2_Missense_Mutation_p.E201K|SERPINB2_uc002ljp.1_Missense_Mutation_p.E76K|SERPINB2_uc002ljq.1_Missense_Mutation_p.E76KNM_001143818 NP_001137290 P05120 PAI2_HUMAN 2GCTTCCAGATGAAATTGCCGA0.413

+ 3 651CDH7_uc002lka.2_Missense_Mutation_p.R109K|CDH7_uc002lkb.2_Missense_Mutation_p.R109KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 1. 4GCCACCAAGAGACTGGATCGT0.498

- 24 3115RTTN_uc002lko.2_RNA|RTTN_uc010xfb.1_Missense_Mutation_p.P104LNM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8ATCTGACACCGGCTTCAAGGC0.418

- 5 354TCF3_uc002ltt.3_Missense_Mutation_p.P96L|TCF3_uc002ltq.2_Intron|TCF3_uc002lts.1_5'FlankNM_003200 NP_003191 P15923 TFE2_HUMAN 7TCCGAGTCCCGGTCCCAGGAA0.637

+ 4 469C19orf36_uc002lux.1_Missense_Mutation_p.R131H|C19orf36_uc010xgw.1_Missense_Mutation_p.R131HNM_001039846 NP_001034935 Q1ZYL8 IZUM4_HUMAN 0TGTCAGCACCGCTGTGGTAAG0.672

- 9 909 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMANExtracellular (Potential).|C-type lectin. 0CGTCCTTCTCGCTGTCACACG0.627

+ 10 1161LASS4_uc002mjh.2_Missense_Mutation_p.P230S|LASS4_uc002mji.2_Missense_Mutation_p.P117S|LASS4_uc010dvz.2_IntronNM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1GGTCCTCTTTCCCACCCAGTG0.567

- 5 35849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CTCTGCTGAAGAGCTGGTGGC0.498

- 3 22243 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GAGGGAGTGGTTGATGTGTCT0.478

- 3 20990 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CATTGATGTGGAAACAGTTGT0.463

- 1 9472 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TCAGGAGGCTCCTCCTGGGAC0.493

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AACTATGGGGGAAGTGGTTGG0.473

- 19 3002TYK2_uc010dxe.2_Missense_Mutation_p.A690VNM_003331 NP_003322 P29597 TYK2_HUMANProtein kinase 1. 9CAAGACGTCAGCAAGATCTGG0.582

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

- 2 67 NM_001105578 NP_001099048 Q6PIF2 SYCE2_HUMAN 0AAGGGCTGCGGTTCCTGGTCT0.612

- 3 645CACNA1A_uc002mwy.3_Missense_Mutation_p.E137KNM_001127221 NP_001120693 O00555 CAC1A_HUMANI.|Helical; Name=S2 of repeat I; (Potential). 2AAGTATGGTTCTGTGTCATCC0.478

+ 12 2270ZSWIM4_uc010xng.1_Missense_Mutation_p.R617HNM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2GAGATGGTGCGCTGGCTGGTC0.607 rs139232826

+ 3 464CASP14_uc002naf.2_Missense_Mutation_p.M52INM_012114 NP_036246 P31944 CASPE_HUMAN 4AAAGCACCATGAAAAGAGACC0.542

+ 1 121 NM_001004713 NP_001004713 O60431 OR1I1_HUMANHelical; Name=1; (Potential). 3CACCATCATTGGAAATGCCCT0.483

- 5 973MED26_uc002nee.2_IntronNM_024881 NP_079157 Q96K37 S35E1_HUMANHelical; (Potential). 2ATGCCCAGGACGTTGGTGCTG0.597

+ 6 1318NWD1_uc002net.3_Missense_Mutation_p.R164H|NWD1_uc002nev.3_Missense_Mutation_p.R93HQ149M9 NWD1_HUMAN WD 1. 7CAAGAGATCCGCCACCACCTT0.622 rs61737596

- 2 457 NM_005234 NP_005225 P10588 NR2F6_HUMANNuclear receptor.|NR C4-type. 0CTTCTTGAGACGGCAGTACTG0.627

+ 8 2360NCAN_uc010ecc.1_Missense_Mutation_p.P318LNM_004386 NP_004377 O14594 NCAN_HUMAN 4AGGGGTATCCCGGGGTCTGAG0.597

+ 4 1702 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 14. 1TAAGAAAATTCATACTAGAGA0.358

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

- 4 1110ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTACTGAAGGCTTTGCCACAT0.413

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0ACACATAAGAGAATTCATACT0.378

+ 3 2263ZNF507_uc002ntc.2_Missense_Mutation_p.R664Q|ZNF507_uc010xrn.1_Missense_Mutation_p.R664Q|ZNF507_uc002ntd.2_Missense_Mutation_p.R664QNM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5CGAGTCCATCGACAGAGACAG0.493 rs143809236

+ 6 956KCTD15_uc002nuv.2_Missense_Mutation_p.V230I|KCTD15_uc002nuw.3_Missense_Mutation_p.V230I|KCTD15_uc010xrt.1_Missense_Mutation_p.V230I|KCTD15_uc002nux.3_Missense_Mutation_p.V230INM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN 1GCTCAACTCGGTACAGGTGAG0.692

+ 5 2103 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 18. 0GAGTTCACATCTTTCTCGGCA0.433

+ 11 3705 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2GACGGAGCAGGAAAGCATCAC0.622

+ 66 10022RYR1_uc002oiu.2_Missense_Mutation_p.A3298T|RYR1_uc002oiv.1_Missense_Mutation_p.A218T|RYR1_uc010xuf.1_Missense_Mutation_p.A218TNM_000540 NP_000531 P21817 RYR1_HUMAN 12CGCCCTGCCCGCCGGCGCCCC0.642

+ 2 1002ZFP36_uc010egn.1_Missense_Mutation_p.D188NNM_003407 NP_003398 P26651 TTP_HUMAN 1GCCCCCCGGCGACTCCCCATC0.617

+ 5 840CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_IntronNM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1CTGGATGCTTCGGGCCCCGCA0.652

+ 14 1385MEGF8_uc002otl.3_5'FlankNM_173633 NP_775904 Q8NBT3 TM145_HUMAN 0CTATGGGAACGTGACGTTTAT0.667

- 3 617RTN2_uc002pcc.2_Missense_Mutation_p.A130V|RTN2_uc002pcd.2_RNANM_005619 NP_005610 O75298 RTN2_HUMAN 3GGATGGAGGCGCGGTGTCAGG0.682

- 26 3819RSPH6A_uc002pdm.2_5'FlankNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1CCCTCCTCCCGGAAATCCATG0.602

+ 6 683 NM_015603 NP_056418 Q9Y3X0 CCDC9_HUMAN Potential. 0TGGGAGGAGCGGCGCAGGCAG0.567

+ 7 2811NLRP4_uc002qmf.2_Missense_Mutation_p.E722K|NLRP4_uc010etf.2_Missense_Mutation_p.E572KNM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15GCAGTGCTGCGAATACATCTC0.512

+ 9 1149ASAP2_uc002qzi.2_Missense_Mutation_p.R270QNM_003887 NP_003878 O43150 ASAP2_HUMAN Potential. 0ATACAGCTTCGAGATATTTTG0.408

+ 31 5695GREB1_uc002rbp.1_Missense_Mutation_p.P797SNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CATCTGTGCCCCGGACAGCAA0.647

+ 3 1154KCNS3_uc002rcw.2_Missense_Mutation_p.G235RNM_002252 NP_002243 Q9BQ31 KCNS3_HUMANHelical; Name=Segment S2; (Potential). 4CTGGTTCACCGGGGAGCTTGC0.517

- 19 3050PUM2_uc002rdq.1_Missense_Mutation_p.M388I|PUM2_uc002rdt.1_Missense_Mutation_p.M1009I|PUM2_uc002rdr.2_Missense_Mutation_p.M869I|PUM2_uc010yjy.1_Missense_Mutation_p.M930I|PUM2_uc002rdu.1_Missense_Mutation_p.M1009I|PUM2_uc010yjz.1_Missense_Mutation_p.M948INM_015317 NP_056132 Q8TB72 PUM2_HUMANPUM-HD.|Pumilio 8. 1CAGGTTCAGCCATATCAATCA0.413

- 3 360HS1BP3_uc002rdx.2_Missense_Mutation_p.E107K|HS1BP3_uc002rdy.2_Missense_Mutation_p.E107KNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1GCTCTCCTCTCCCGGATGTCA0.562

- 26 7584 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATTTTGGTGTCCTGTAGGCTT0.418



- 4 436POMC_uc002rfz.1_Missense_Mutation_p.T58I|POMC_uc002rga.1_Missense_Mutation_p.T58INM_001035256 NP_001030333 P01189 COLI_HUMAN 1GAACATGGGAGTCTCGGCCGA0.692

+ 8 1472NRBP1_uc002rkq.2_Missense_Mutation_p.G214R|NRBP1_uc002rkp.2_Missense_Mutation_p.G214R|NRBP1_uc002rkr.2_5'FlankNM_013392 NP_037524 Q9UHY1 NRBP_HUMANProtein kinase. 3CCAGCACAACGGACTCATCAA0.582

- 2 224ZNF512_uc010yly.1_Intron|CCDC121_uc010eze.2_Missense_Mutation_p.R179W|CCDC121_uc002rld.2_Missense_Mutation_p.R177W|GPN1_uc010ezf.2_5'Flank|GPN1_uc010yma.1_5'Flank|GPN1_uc010ymb.1_5'Flank|GPN1_uc010ymc.1_5'Flank|GPN1_uc010ymd.1_5'Flank|GPN1_uc010yme.1_5'Flank|GPN1_uc010ezg.1_5'FlankNM_024584 NP_078860 Q6ZUS5 CC121_HUMAN Potential. 0AGCTGTTTCCGCTGGGTTTGA0.433

+ 3 473 NM_030915 NP_112177 Q53QV2 LBH_HUMAN 0CCTGGTCCAGGAGGATGAGCA0.567

- 3 428NLRC4_uc002roj.1_Missense_Mutation_p.K61R|NLRC4_uc010ezt.1_Missense_Mutation_p.K61RNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN CARD. 6CTCTGAACCCTTTTTCAAAAT0.398

+ 10 1945LTBP1_uc002rot.2_Nonsense_Mutation_p.R323*|LTBP1_uc002rou.2_Nonsense_Mutation_p.R323*|LTBP1_uc002rov.2_Nonsense_Mutation_p.R323*|LTBP1_uc010ymz.1_Nonsense_Mutation_p.R323*|LTBP1_uc010yna.1_Nonsense_Mutation_p.R323*NM_206943 NP_996826 Q14766 LTBP1_HUMANEGF-like 3; calcium-binding (Potential).p.R649*(1) 8GGGCAGCTATCGATGTACCTG0.378

+ 7 961RASGRP3_uc010ync.1_Missense_Mutation_p.E112K|RASGRP3_uc002roy.2_Missense_Mutation_p.E112KNM_170672 NP_733772 Q8IV61 GRP3_HUMANN-terminal Ras-GEF. 5ACTAGGATATGAAAAACACGT0.443

- 8 902SFRS7_uc002rra.2_RNA|SFRS7_uc010ynp.1_Missense_Mutation_p.R210CNM_001031684 NP_001026854 Q16629 SRSF7_HUMAN6; approximate.|6 X 8 AA repeats of R-R-S-R-S-X-S-X.|Arg/Ser-rich (RS domain).0GATGGGGAACGACTAAAAAGA0.378

- 5 955DHX57_uc002rre.2_5'UTR|DHX57_uc002rrg.2_Missense_Mutation_p.R286CNM_198963 NP_945314 Q6P158 DHX57_HUMAN 3TTGGATTTGCGGAATCTACTT0.343

- 3 1662RAB11FIP5_uc002sit.3_Missense_Mutation_p.R396QNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0CAACTCGCTCCGACTTAGGCC0.637

+ 5 479REG3G_uc002snx.2_Missense_Mutation_p.A132S|REG3G_uc010ffu.2_Missense_Mutation_p.A86SNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0GAATTACTTTGCATGGGAGAA0.507

- 6 1221STARD7_uc002svl.2_Missense_Mutation_p.R52CNM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0TTGTGGGGACGGATAACCATT0.468

- 34 4974SNRNP200_uc002svt.2_Missense_Mutation_p.R240C|SNRNP200_uc010yuj.1_RNA|SNRNP200_uc002svv.1_Missense_Mutation_p.R157CNM_014014 NP_054733 O75643 U520_HUMANHelicase C-terminal 2. 10TCCACCAGGCGTCGCTCCATG0.577

- 15 2643ANKRD39_uc002sxd.3_5'Flank|SEMA4C_uc002sxf.3_Missense_Mutation_p.P328L|SEMA4C_uc002sxe.2_Missense_Mutation_p.P369L|SEMA4C_uc002sxg.3_Missense_Mutation_p.P881LNM_017789 NP_060259 Q9C0C4 SEM4C_HUMANCytoplasmic (Potential). 2TGACTCCTCGGGGTTGGAGTC0.652

+ 7 1009ZAP70_uc010yvf.1_Missense_Mutation_p.P268S|ZAP70_uc002sye.1_Missense_Mutation_p.P158S|ZAP70_uc002syf.1_5'FlankNM_001079 NP_001070 P43403 ZAP70_HUMANInterdomain B. 6GGCTGCTGCTCCCACACTCCC0.706

- 5 739 NM_004854 NP_004845 O43529 CHSTA_HUMANPAPS (Probable).|Lumenal (Potential). 1GCCCACTTTGGGAGTCTGGCA0.498

- 4 909CKAP2L_uc002tif.2_Intron|CKAP2L_uc010yxp.1_Missense_Mutation_p.T112M|CKAP2L_uc010yxq.1_Missense_Mutation_p.T112MNM_152515 NP_689728 Q8IYA6 CKP2L_HUMAN 0AGAGGGAACCGTCCTTGAGGG0.403

- 7 1049SLC35F5_uc002tkt.2_RNA|SLC35F5_uc002tkv.2_Missense_Mutation_p.H203D|SLC35F5_uc002tkw.2_Missense_Mutation_p.H209DNM_025181 NP_079457 Q8WV83 S35F5_HUMAN 0TCCAATGCATGACTTGACGGA0.388

+ 13 3842GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Missense_Mutation_p.S943N|GLI2_uc002tmu.3_Missense_Mutation_p.S926NNM_005270 NP_005261 P10070 GLI2_HUMAN 13CAATCCTGCAGCAACATGCCA0.627

+ 18 2418KIF5C_uc002tws.1_RNA|KIF5C_uc002twt.2_Missense_Mutation_p.D236N|KIF5C_uc002twu.1_5'FlankNM_004522 NP_004513 O60282 KIF5C_HUMAN 1CAGCTTCCAGGATAAGGAGAA0.413

- 116 16579NEB_uc002txr.2_Missense_Mutation_p.R1886H|NEB_uc002txt.3_5'UTRNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 149. 20TTTTGTAGTACGCAGGTGTTC0.299 rs16830171

+ 6 1148GALNT13_uc002tyt.3_Missense_Mutation_p.R194Q|GALNT13_uc010foc.1_Missense_Mutation_p.R13QNM_052917 NP_443149 Q8IUC8 GLT13_HUMANLumenal (Potential).|Catalytic subdomain A. 6GCCCGTCTTCGAGGAGCAGCT0.423

- 10 1412DPP4_uc010fpb.2_5'UTRNM_001935 NP_001926 P27487 DPP4_HUMANExtracellular (Potential). 3GATTTGTATGGAAGTTGCATT0.393

+ 4 539MYO3B_uc002ufv.2_Missense_Mutation_p.M119I|MYO3B_uc010fqb.1_Missense_Mutation_p.M119I|MYO3B_uc002ufz.2_Missense_Mutation_p.M132I|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002uga.2_Missense_Mutation_p.M119INM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19ATGAAGCAATGATCTCATACA0.493

- 2 711TLK1_uc002ugo.2_Missense_Mutation_p.S80N|TLK1_uc002ugp.2_Missense_Mutation_p.S32N|TLK1_uc002ugq.2_RNANM_012290 NP_036422 Q9UKI8 TLK1_HUMAN 1AACACTGCAACTGCCCGTACT0.393

+ 1 134HOXD12_uc010zew.1_Missense_Mutation_p.P45LNM_021193 NP_067016 P35452 HXD12_HUMAN 0ATCTCCTACCCGCGCGGCGCG0.706

- 6 688ANKRD44_uc002utz.3_5'Flank|ANKRD44_uc002uua.1_Missense_Mutation_p.R149Q|ANKRD44_uc002uub.2_Missense_Mutation_p.R174Q|ANKRD44_uc010zgw.1_Missense_Mutation_p.R102QNM_153697 NP_710181 Q8N8A2 ANR44_HUMAN ANK 6. 5CAGAGCACGCCGGTCCTTCTT0.418

+ 2 1180PLCL1_uc002uuv.3_Missense_Mutation_p.R218CNM_001114661 NP_001108133 Q15111 PLCL1_HUMAN 2ACTAACCACCCGCGTGACCGA0.373

+ 2 539GPBAR1_uc010zjx.1_Missense_Mutation_p.S98P|GPBAR1_uc010zjy.1_Missense_Mutation_p.S98PNM_170699 NP_733800 Q8TDU6 GPBAR_HUMANHelical; Name=3; (Potential). 1CTCCTTCCTCTCCCTGCTTGC0.637

+ 13 1975 NM_032726 NP_116115 Q9BRC7 PLCD4_HUMANPI-PLC Y-box. 3TGGGCATTTCCGCCAGAATGG0.532

- 14 2162_2163PTPRN_uc010zlc.1_Missense_Mutation_p.G602R|PTPRN_uc002vla.2_Missense_Mutation_p.G663RNM_002846 NP_002837 Q16849 PTPRN_HUMANCytoplasmic (Potential). 4ATCATGTGTCCCGTGGAGATGT0.663 rs145338513

+ 17 3001SLC4A3_uc002vmo.3_Missense_Mutation_p.R938H|SLC4A3_uc010fwm.2_Missense_Mutation_p.R461H|SLC4A3_uc010fwn.1_Missense_Mutation_p.R420HNM_005070 NP_005061 P48751 B3A3_HUMANCytoplasmic (Potential).|Membrane (anion exchange).5TTCTTCCTGCGCAAGTTCAGG0.637

- 7 2775SPHKAP_uc002vpp.2_Missense_Mutation_p.L910F|SPHKAP_uc010zlx.1_Missense_Mutation_p.L910FNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10TGAGCAGGAAGCAGCAGGTCA0.483

- 21 3119TRIP12_uc002vpx.1_Nonsense_Mutation_p.R1052*|TRIP12_uc002vpy.1_Nonsense_Mutation_p.R734*|TRIP12_uc010zlz.1_IntronNM_004238 NP_004229 Q14669 TRIPC_HUMAN 9TTTGGCAGTCGTTTTCTCTTT0.398

+ 1 286 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1AGAACACGGCCAGAAGACACC0.532

+ 13 1288FARP2_uc010zoq.1_Missense_Mutation_p.P391S|FARP2_uc010zor.1_Missense_Mutation_p.P391S|uc002wbj.2_5'FlankNM_014808 NP_055623 O94887 FARP2_HUMAN 3CATCTCATTCCCCGAGGGATT0.478

+ 9 1283 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9GGTTAATGCCGACCGCATCAC0.562

+ 7 1017TGM6_uc010gal.1_Missense_Mutation_p.R319QNM_198994 NP_945345 O95932 TGM3L_HUMAN 4TCCTTCGGGCGGACCCTGGAG0.612 rs148376598

- 5 1033VSX1_uc002wue.2_Intron|VSX1_uc010gdd.1_Intron|VSX1_uc010gde.1_Intron|VSX1_uc010gdf.1_IntronNM_014588 NP_055403 Q9NZR4 VSX1_HUMAN 0GGTCTCCTGCCGGGCAGAGCT0.592

- 24 4051NINL_uc010gdn.1_Missense_Mutation_p.S977F|NINL_uc002wuw.1_Missense_Mutation_p.S117FNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5CAGCAGGTCGGACTTCGTGTT0.567

+ 2 91FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGAAAATATCTTGGTATAAAT0.333 rs137871677

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 1 135 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0CTGCTCTTATCCCAGCTGACT0.537

+ 15 1934DNMT3B_uc010ztx.1_RNA|DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.R518H|DNMT3B_uc002wye.2_Missense_Mutation_p.R518H|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.R476H|DNMT3B_uc010zua.1_Missense_Mutation_p.R442H|DNMT3B_uc002wyf.2_Missense_Mutation_p.R530H|DNMT3B_uc002wyg.2_Missense_Mutation_p.R237H|DNMT3B_uc010geg.2_5'Flank|DNMT3B_uc010geh.2_5'FlankNM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN ADD. 5GTCCTGCGGCGCCGGAAGGAC0.637

- 6 675EDEM2_uc010zuv.1_Missense_Mutation_p.T151M|EDEM2_uc010zus.1_Translation_Start_Site|EDEM2_uc002xbq.2_Missense_Mutation_p.T155M|EDEM2_uc010zut.1_Missense_Mutation_p.T151M|EDEM2_uc002xbp.2_Missense_Mutation_p.T40M|EDEM2_uc002xbn.2_Missense_Mutation_p.T40M|EDEM2_uc002xbr.2_RNA|EDEM2_uc010zuu.1_IntronNM_018217 NP_060687 Q9BV94 EDEM2_HUMAN 0AATCCCTGCCGTACAGGTGAC0.542

+ 14 1592 uc002xjn.1_Intron NM_003286 NP_003277 P11387 TOP1_HUMAN p.R449W(1) 7ACTGCTCGGCGGCTGAAAAAA0.468



- 4 646 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0GGGGACTTGGGTAGCGTCAGA0.498

+ 8 1104PABPC1L_uc010zwq.1_Intron|PABPC1L_uc002xmv.2_RNA|PABPC1L_uc002xmw.2_5'Flank|PABPC1L_uc002xmx.2_5'FlankNM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1GTGTGTTTTTCCTCCCCAGAA0.587

- 2 399SPATA2_uc002xuw.2_Missense_Mutation_p.R17W|SPATA2_uc010zyn.1_IntronNM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2ACGTACTTCCGAAATAAGTCA0.552 rs77667957

- 6 1341ZFP64_uc002xwk.2_Intron|ZFP64_uc002xwm.2_Missense_Mutation_p.R329Q|ZFP64_uc002xwn.2_Missense_Mutation_p.R277QNM_018197 NP_060667 Q9NPA5 ZF64A_HUMAN C2H2-type 6. 2GCTGTGCTTCCGGAGGGTGGC0.582

- 2 233ZBTB46_uc002ygu.2_RNANM_025224 NP_079500 Q86UZ6 ZBT46_HUMAN 2GTAGTGGGACGTGATTTCCAT0.572

- 7 1031 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2GTGGTCCTAAGAGGTCTTCCT0.303

+ 2 266BACH1_uc002ynk.2_Missense_Mutation_p.V51M|BACH1_uc002ynl.2_RNANM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2TCACCGGTCCGTGCTGGCGGC0.522 rs149732438

- 13 2310GRIK1_uc002ynn.2_Missense_Mutation_p.V601M|GRIK1_uc011acs.1_Missense_Mutation_p.V616M|GRIK1_uc011act.1_Missense_Mutation_p.V477M|GRIK1_uc010glq.1_Missense_Mutation_p.V459MNM_000830 NP_000821 P39086 GRIK1_HUMANCytoplasmic (Potential). 3TTTTCCACCACGTCTGAGTCA0.448

+ 13 1136PDE9A_uc002zbn.2_Missense_Mutation_p.G231D|PDE9A_uc002zbo.2_Missense_Mutation_p.G305D|PDE9A_uc002zbp.2_Missense_Mutation_p.G151D|PDE9A_uc002zbq.2_Missense_Mutation_p.G256D|PDE9A_uc002zbs.2_Missense_Mutation_p.G151D|PDE9A_uc002zbr.2_Missense_Mutation_p.G151D|PDE9A_uc002zbt.2_Missense_Mutation_p.G230D|PDE9A_uc002zbu.2_Missense_Mutation_p.G224D|PDE9A_uc002zbv.2_Missense_Mutation_p.G198D|PDE9A_uc002zbw.2_Missense_Mutation_p.G141D|PDE9A_uc002zbx.2_Missense_Mutation_p.G298D|PDE9A_uc002zby.2_Missense_Mutation_p.G141D|PDE9A_uc002zbz.2_Missense_Mutation_p.G250D|PDE9A_uc002zca.2_Missense_Mutation_p.G317D|PDE9A_uc002zcb.2_Missense_Mutation_p.G332D|PDE9A_uc002zcc.2_Missense_Mutation_p.G257D|PDE9A_uc002zcd.2_Missense_Mutation_p.G272D|PDE9A_uc002zce.2_Missense_Mutation_p.G291D|PDE9A_uc002zcf.2_Missense_Mutation_p.G151D|PDE9A_uc002zcg.2_Missense_Mutation_p.G151D|PDE9A_uc002zch.2_Missense_Mutation_p.G141D|PDE9A_uc010gpf.1_Missense_Mutation_p.G151DNM_002606 NP_002597 O76083 PDE9A_HUMANCatalytic (By similarity). 2GACCATCCCGGCTACAACAAC0.498

- 3 378CBS_uc002zct.2_Missense_Mutation_p.R45W|CBS_uc002zcw.3_Missense_Mutation_p.R45W|CBS_uc002zcv.2_Missense_Mutation_p.R45WNM_000071 NP_000062 P35520 CBS_HUMAN 0GCATCGGGCCGGATCCACAGG0.667

- 3 1589C21orf56_uc002zii.2_Missense_Mutation_p.R22KNM_001142854 NP_001136326 Q9H0A9 CU056_HUMAN 1GTAGTAGCTCCTCCTGGTCCT0.662

- 1 450POTEH_uc002zlg.1_5'Flank|POTEH_uc002zlh.1_5'Flank|POTEH_uc002zlj.1_IntronNM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1GCCCATCTTGCTCCTGAGTGT0.607

+ 1 1646DGCR14_uc002zot.2_3'UTR|DGCR14_uc002zou.2_3'UTR|DGCR14_uc002zov.2_RNANM_053006 NP_443732 Q96PF2 TSSK2_HUMAN 1CTCCGGAGCTGAGGTGGGGAA0.617

- 2 868RTN4R_uc002zru.2_5'UTRNM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRR 7. 0CCAAGGTCACGGAAGGCATGC0.647

- 2 75SLC7A4_uc002zue.2_Missense_Mutation_p.R3WNM_004173 NP_004164 O43246 CTR4_HUMAN 2GGCAGCCCCCGGGCCATGGCA0.652

+ 14 1912NF2_uc003afy.3_Missense_Mutation_p.P490L|NF2_uc003afz.3_Missense_Mutation_p.P407L|NF2_uc003agf.3_Missense_Mutation_p.P490L|NF2_uc003agb.3_Missense_Mutation_p.P413L|NF2_uc003agc.3_Missense_Mutation_p.P452L|NF2_uc003agd.3_RNA|NF2_uc003agg.3_Missense_Mutation_p.P490L|NF2_uc003aga.3_Missense_Mutation_p.P448L|NF2_uc003agh.3_Missense_Mutation_p.P449L|NF2_uc003agi.3_Missense_Mutation_p.P407L|NF2_uc003agj.3_Intron|NF2_uc003agk.3_Missense_Mutation_p.P452L|NF2_uc010gvp.2_Missense_Mutation_p.P154L|NF2_uc011akq.1_Missense_Mutation_p.P116LNM_000268 NP_000259 P35240 MERL_HUMAN p.P490fs*25(2)|p.P483fs*17(1)|p.?(1)728ATTCCAGCACCGTTGCCTCCT0.463

+ 7 1702_1703OSBP2_uc011ala.1_Missense_Mutation_p.R367Q|OSBP2_uc010gwc.1_Missense_Mutation_p.R360Q|OSBP2_uc011alb.1_Intron|OSBP2_uc003aiz.1_Missense_Mutation_p.R532Q|OSBP2_uc003aja.1_Missense_Mutation_p.R166Q|OSBP2_uc011alc.1_Missense_Mutation_p.R275Q|OSBP2_uc003ajb.2_Missense_Mutation_p.R78Q|OSBP2_uc011ald.1_Missense_Mutation_p.R77Q|OSBP2_uc010gwd.1_Missense_Mutation_p.R78QNM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2TGCATCGGCCGGGAGCTCTCCA0.609

- 3 497PIK3IP1_uc003akl.2_5'Flank|PIK3IP1_uc011alo.1_Missense_Mutation_p.E103K|PIK3IP1_uc003akn.2_Silent_p.Q83Q|PIK3IP1_uc003ako.2_Missense_Mutation_p.E103KNM_052880 NP_443112 Q96FE7 P3IP1_HUMANExtracellular (Potential). 1GGGCAGGTACCTGGACAGCGC0.736

- 3 486C22orf33_uc003aqe.2_Nonsense_Mutation_p.Q29*NM_001163857 NP_001157329 O43247 EAN57_HUMAN 0TGGCATGGCTGAGCCCCCTCT0.622

+ 15 1983GGA1_uc003atd.2_Missense_Mutation_p.V453M|GGA1_uc003ate.2_Missense_Mutation_p.V536M|GGA1_uc003atf.2_Missense_Mutation_p.V467M|SH3BP1_uc003atg.1_5'FlankNM_013365 NP_037497 Q9UJY5 GGA1_HUMAN GAE. 3GCGCTCCGACGTGCTGGTGGT0.622

+ 2 425 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1CGAGGGATGCGGAGAGACCAT0.393 rs11547402

- 4 282CBX7_uc003axc.2_Nonsense_Mutation_p.R65*NM_175709 NP_783640 O95931 CBX7_HUMAN Chromo. 1CCCGATGCTCGGTCTCTCTCC0.592

+ 18 4668TNRC6B_uc003aym.2_Nonsense_Mutation_p.W682*|TNRC6B_uc003ayn.3_Nonsense_Mutation_p.W1376*|TNRC6B_uc003ayo.2_Nonsense_Mutation_p.W1233*NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0GGAGTGCCATGGAAAGGTATC0.413

- 3 317MKL1_uc003ayw.1_Missense_Mutation_p.S37L|MKL1_uc010gye.1_Missense_Mutation_p.S37L|MKL1_uc010gyf.1_Missense_Mutation_p.S37LNM_020831 NP_065882 Q969V6 MKL1_HUMANRPEL 1.|Mediates interaction with SCAI and ACTB (By similarity).5GACCAGCTCCGATCTCTCCGG0.473

- 2 199POLDIP3_uc011app.1_5'UTR|POLDIP3_uc003bcv.2_Missense_Mutation_p.V34F|POLDIP3_uc011apq.1_Missense_Mutation_p.V34F|POLDIP3_uc010gza.2_RNA|POLDIP3_uc011apr.1_RNA|POLDIP3_uc010gzb.1_Missense_Mutation_p.V34FNM_032311 NP_115687 Q9BY77 PDIP3_HUMAN 0TGGATCCCAACTCGAGATCGG0.502

- 15 1805 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5TGTTCTGCTCGCTTCCGCAAG0.537

- 1 286LOC150381_uc011aqw.1_RNA|LOC400931_uc003bgr.3_5'UTRNM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. 0GGAGCACGGAGGACGGGGCCG0.756

- 12 2029 NM_001080447 NP_001073916 2CAGGCCGGGAGCTCCACCTTC0.677

- 4 720IL5RA_uc010hbq.2_Missense_Mutation_p.E26K|IL5RA_uc010hbr.2_Missense_Mutation_p.E26K|IL5RA_uc010hbs.2_Missense_Mutation_p.E26K|IL5RA_uc011asl.1_Missense_Mutation_p.E26K|IL5RA_uc011asm.1_Missense_Mutation_p.E26K|IL5RA_uc010hbt.2_Missense_Mutation_p.E26K|IL5RA_uc011asn.1_Missense_Mutation_p.E26K|IL5RA_uc010hbu.2_Missense_Mutation_p.E26KNM_000564 NP_000555 Q01344 IL5RA_HUMANExtracellular (Potential). 1TTACTCTTTTCATCAGGAAGT0.348

+ 5 668SETD5_uc003brs.1_Missense_Mutation_p.C59Y|SETD5_uc003bru.2_Translation_Start_Site|SETD5_uc003brv.2_Translation_Start_SiteNM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2GAGGAACGCTGTGGAGACAGC0.567

- 16 2769ATP2B2_uc003bvv.2_Missense_Mutation_p.R732Q|ATP2B2_uc003bvw.2_Missense_Mutation_p.R732Q|ATP2B2_uc010hdo.2_Missense_Mutation_p.R482QNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6CTTGTCAATTCGCTCCTGCTC0.488

- 34 4761 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11TGGAGGTGACGGGCCATGATC0.443

- 13 2448XPC_uc011avf.1_Missense_Mutation_p.V589M|XPC_uc011avg.1_Missense_Mutation_p.V745MNM_004628 NP_004619 Q01831 XPC_HUMANDNA-binding; preference for single stranded DNA; required for formation of stable nucleoprotein complex.3TTGCGGGCCACGCGGTGTAGA0.592

+ 10 3411FGD5_uc011avk.1_Missense_Mutation_p.V1101I|FGD5_uc003bzd.2_Missense_Mutation_p.V179INM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5TGAGCACAGCGTCCGGGGCCA0.627

- 9 882GADL1_uc003ceq.1_Missense_Mutation_p.G279RNM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0TCAAAAGCTCCCAACACAGTT0.438

+ 2 679_680ACAA1_uc003cht.2_5'Flank|ACAA1_uc003chu.2_5'Flank|ACAA1_uc010hgy.2_5'Flank|ACAA1_uc010hgz.2_5'Flank|ACAA1_uc003chv.2_5'Flank|MYD88_uc011ayh.1_Missense_Mutation_p.P166S|MYD88_uc011ayi.1_Missense_Mutation_p.P166S|MYD88_uc011ayj.1_Missense_Mutation_p.P166S|MYD88_uc011ayk.1_Intron|MYD88_uc011ayl.1_IntronNM_002468 NP_002459 Q99836 MYD88_HUMANIntermediate domain (By similarity). 94CACTTGATGACCCCCTGGGTAA0.525

+ 12 1499TRAK1_uc011azh.1_Missense_Mutation_p.S428F|TRAK1_uc011azi.1_Missense_Mutation_p.S428F|TRAK1_uc003ckz.3_Missense_Mutation_p.S354F|TRAK1_uc011azj.1_Missense_Mutation_p.S354F|TRAK1_uc003cla.2_Missense_Mutation_p.S370FNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANInteraction with HGS. 1ATCCCCGGCTCCAACCAGTCC0.572

- 4 517CCDC13_uc003clz.2_Missense_Mutation_p.R145W|CCDC13_uc011azq.1_Missense_Mutation_p.R145WNM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1ATCAACAGCCGGTTCTTTTTT0.512

- 3 654uc003cpd.1_5'Flank|XCR1_uc003cpf.2_Missense_Mutation_p.R144CNM_005283 NP_005274 P46094 XCR1_HUMANHelical; Name=4; (Potential). 1ACCCGGCAGCGGAGGGTGGGG0.597

+ 4 415PTPN23_uc011baw.1_Missense_Mutation_p.H82N|PTPN23_uc011bax.1_RNA|PTPN23_uc011bay.1_5'UTRNM_015466 NP_056281 Q9H3S7 PTN23_HUMAN BRO1. 3GTCTGTGGCCCATGAGGACAT0.582

- 4 1671CSPG5_uc003crn.2_Intron|CSPG5_uc003cro.3_Intron|CSPG5_uc011bbb.1_Missense_Mutation_p.P361SNM_006574 NP_006565 O95196 CSPG5_HUMANCytoplasmic (Potential). 2CGGGCATGGGGGGAGGAGGTA0.517

+ 5 8215 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GGTGGAGATCGTCAGGTACAT0.652

+ 43 7072 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 3 (By similarity). 3CTTCATTGACAGCAAGCTGGA0.582

+ 51 8239DNAH1_uc003ddv.2_5'FlankNM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 4 (By similarity). 3TATCAACAACGTCCTAAACTC0.537

- 16 2626NEK4_uc011bej.1_Missense_Mutation_p.R724CNM_003157 NP_003148 P51957 NEK4_HUMAN 1TCCCGCAAACGTACCTATTTG0.249 rs147140852

+ 4 590PRKCD_uc003dgm.2_Missense_Mutation_p.E79D|PRKCD_uc003dgn.2_Missense_Mutation_p.E79DNM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9CAGCAGAGGAGCCAGTGTCTG0.592

+ 1 695ROBO2_uc003dpz.2_Missense_Mutation_p.R18G|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.R18GNM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 11TTTATATGTTCGGGTTGATGG0.373



+ 4 784 NM_173824 NP_776185 Q5JPI3 CC038_HUMAN 0TCTCAGAATCCTTTTCTAGGA0.393

+ 3 1130EPHA6_uc003drp.1_Missense_Mutation_p.Y363DNM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANExtracellular (Potential). 16CAGTACAGGATATGAAGAAAT0.343

- 7 614MORC1_uc011bhn.1_Missense_Mutation_p.P176LNM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8AGTTTTAAATGGGGAGTATTT0.343

+ 16 3136BOC_uc003dzy.2_Missense_Mutation_p.R839W|BOC_uc003dzz.2_Missense_Mutation_p.R840W|BOC_uc003eab.2_Missense_Mutation_p.R540W|BOC_uc003eac.2_Missense_Mutation_p.R154WNM_033254 NP_150279 Q9BWV1 BOC_HUMANExtracellular (Potential). 6AACCATAGAGCGGCCGGTGGG0.617

- 4 466ZBTB20_uc003ebj.2_Missense_Mutation_p.E23K|ZBTB20_uc010hqp.2_Missense_Mutation_p.E23K|ZBTB20_uc003ebk.2_Missense_Mutation_p.E23K|ZBTB20_uc003ebl.2_Missense_Mutation_p.E23K|ZBTB20_uc003ebm.2_Missense_Mutation_p.E23K|ZBTB20_uc003ebn.2_Missense_Mutation_p.E23K|uc003ebo.1_5'FlankNM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5TTGCGCTGCTCGTTGAGGGTC0.597

+ 3 623C3orf1_uc003eco.2_RNA|C3orf1_uc003ecp.2_RNANM_016589 NP_057673 Q9NPL8 TIDC1_HUMANHelical; (Potential). 0TATGGCTGGCGCTGGGGTTGG0.398 rs142096113

+ 9 1301ESYT3_uc010hug.2_RNANM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0CACCTGGAACGAAGTGTTTGA0.582

- 17 2298PLOD2_uc003evq.1_Missense_Mutation_p.R279C|PLOD2_uc011bnm.1_Missense_Mutation_p.R564C|PLOD2_uc003evr.1_Missense_Mutation_p.R619CNM_000935 NP_000926 O00469 PLOD2_HUMAN 2CCAGATATACGGCTATCCTAG0.358

+ 4 580AGTR1_uc003ewh.2_Missense_Mutation_p.G45E|AGTR1_uc003ewi.2_Missense_Mutation_p.G45E|AGTR1_uc003ewj.2_Missense_Mutation_p.G45E|AGTR1_uc003ewk.2_Missense_Mutation_p.G45ENM_031850 NP_114038 P30556 AGTR1_HUMANHelical; Name=1; (Potential). 0GGAATATTTGGAAACAGCTTG0.353

- 7 1559CP_uc011bnr.1_RNA|CP_uc003ewx.3_Nonsense_Mutation_p.R217*|CP_uc003ewz.2_Nonsense_Mutation_p.R436*|CP_uc010hvf.1_Nonsense_Mutation_p.R162*NM_000096 NP_000087 P00450 CERU_HUMANPlastocyanin-like 3.|F5/8 type A 2. 1CTCTCCTTTCGATTTGTGAAG0.453

- 1 333CP_uc011bnr.1_RNA|CP_uc003ewz.2_Missense_Mutation_p.G27ENM_000096 NP_000087 P00450 CERU_HUMANF5/8 type A 1.|Plastocyanin-like 1. 1 TTCAATAATTCCAATGTAATA0.353

- 19 2433ZBBX_uc011bpc.1_Missense_Mutation_p.E743K|ZBBX_uc003feq.2_Missense_Mutation_p.E675KNM_024687 NP_078963 A8MT70 ZBBX_HUMAN Potential. 2ACTTGTAATTCTTTTTCCAAA0.328

- 13 2579PHC3_uc003fgl.2_Missense_Mutation_p.R851C|PHC3_uc011bpq.1_Missense_Mutation_p.R798CNM_024947 NP_079223 Q8NDX5 PHC3_HUMAN 2CTTGGACGACGGCCACGATGC0.423

- 7 1210SLC2A2_uc003fhf.1_Nonsense_Mutation_p.R128*|SLC2A2_uc011bpu.1_Nonsense_Mutation_p.R174*NM_000340 NP_000331 P11168 GTR2_HUMANCytoplasmic (Potential). 2ATAGGCTGTCGGTAGCTGGAA0.418 rs121909743

+ 13 2196EIF2B5_uc003fmq.2_Missense_Mutation_p.P332L|EIF2B5_uc003fmr.2_Missense_Mutation_p.P19LNM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5ATGGATTCCCCGCTTGACTCA0.527

+ 7 930ABCF3_uc003fna.2_Missense_Mutation_p.R260Q|ABCF3_uc003fnb.2_5'FlankNM_018358 NP_060828 Q9NUQ8 ABCF3_HUMANABC transporter 1. 4GATTTGCTACGGAGGGAGCGG0.602

+ 2 199TP63_uc003frx.2_Missense_Mutation_p.R37Q|TP63_uc003frz.2_Missense_Mutation_p.R37Q|TP63_uc010hzc.1_Missense_Mutation_p.R37QNM_003722 NP_003713 Q9H3D4 P63_HUMANTranscription activation. 12AGTTATTACCGATCCACCATG0.373

- 3 319 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11AGGGATTCTTCCCACTTCTTG0.408

- 13 1981 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0TGAAAAGTTACAGGATCTCTT0.438

- 3 9356MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACTGAGGAAAGGCTGGTGACA0.602

- 3 3298ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.E901D|ZNF721_uc010ibe.2_Missense_Mutation_p.E857DNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TTTTGCCACATTCTCCACATG0.413

- 3 1955ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.R454G|ZNF721_uc010ibe.2_Missense_Mutation_p.R410GNM_133474 NP_597731 D9N162 D9N162_HUMAN 1GCTCTGCCACGATCTTCACAT0.378

+ 5 1505ZBTB49_uc003ghv.2_Translation_Start_Site|ZBTB49_uc010icy.2_Intron|ZBTB49_uc010icz.2_IntronNM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN C2H2-type 2. 2TCACTTACGACGGCATTCTGG0.408

+ 19 2574CC2D2A_uc003gnx.2_Missense_Mutation_p.V728I|CC2D2A_uc003gnz.1_RNA|CC2D2A_uc003goa.1_RNANM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN 3CCACGAGGGAGTTGGAAGTGG0.418

+ 16 1798SLIT2_uc003gps.1_Missense_Mutation_p.P524SNM_004787 NP_004778 O94813 SLIT2_HUMAN LRRNT 3. 11GGAGCACATTCCCCAGTACAC0.448

- 11 1866GPR125_uc010ieo.1_Missense_Mutation_p.S408L|GPR125_uc003gqn.1_Missense_Mutation_p.S308L|GPR125_uc003gqo.2_Missense_Mutation_p.S534LNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential). 1ACTTACTGTTGAATAAACGTG0.488

+ 12 2071NSUN7_uc003gvi.3_3'UTRNM_024677 NP_078953 0CCGAGCTGCAGCCAAGGGTCT0.428

- 2 240NMU_uc003hbd.1_RNA|NMU_uc010igv.1_RNA|NMU_uc010igw.1_5'UTR|NMU_uc010igx.1_RNANM_006681 NP_006672 P48645 NMU_HUMAN 0AGGCTGTAATCCTTGAGGTAA0.308

- 6 1370 NM_001076 NP_001067 P54855 UDB15_HUMAN 0TTGATAATTTCATGACATTCT0.363

+ 5 1203UGT2B10_uc011cam.1_Missense_Mutation_p.P309LNM_001075 NP_001066 P36537 UDB10_HUMAN p.P393S(1) 5GTGGGCATTCCATTGTTTTTT0.448

+ 3 962RUFY3_uc003hfp.3_Missense_Mutation_p.L183F|RUFY3_uc011cax.1_Missense_Mutation_p.L141F|RUFY3_uc003hfr.2_Missense_Mutation_p.L123F|RUFY3_uc011cay.1_Missense_Mutation_p.L59FNM_014961 NP_055776 Q7L099 RUFY3_HUMAN RUN. 0AAAAACTTTTCTCGGACAAAA0.259

+ 5 608ALB_uc003hgw.3_Intron|ALB_uc011cbe.1_5'UTR|ALB_uc003hgt.3_Missense_Mutation_p.L179F|ALB_uc010iii.2_Missense_Mutation_p.L64F|ALB_uc003hgu.3_Missense_Mutation_p.L29F|ALB_uc003hgv.3_5'UTR|ALB_uc011cbf.1_Missense_Mutation_p.L69F|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_5'UTRNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 1. 6CCCGGAACTCCTTTTCTTTGC0.353

- 13 2312 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6ACCATCAGATCCTTCCATTGA0.294

+ 16 2894PAQR3_uc003hlm.2_Intron|PAQR3_uc003hln.2_Intron|uc010ijm.1_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1GGTGAATGTACAAGAATGCCA0.478

- 8 1011AGXT2L1_uc010imc.2_Missense_Mutation_p.G271E|AGXT2L1_uc011cfm.1_Missense_Mutation_p.G237E|AGXT2L1_uc011cfn.1_Missense_Mutation_p.G204E|AGXT2L1_uc011cfo.1_Missense_Mutation_p.G219ENM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1CATCGGTTTTCCCATTGTGAC0.468

+ 11 2152EGF_uc011cfu.1_Missense_Mutation_p.R525H|EGF_uc011cfv.1_Missense_Mutation_p.R567HNM_001963 NP_001954 P01133 EGF_HUMANLDL-receptor class B 7.|Extracellular (Potential). 4TGGATTGGCCGTAGATTCTAT0.453

- 9 2573NDST4_uc010imw.2_RNANM_022569 NP_072091 Q9H3R1 NDST4_HUMANLumenal (Potential).|Heparan sulfate N-sulfotransferase 4.4AACTGAACTTCCTCAAATGTC0.318

+ 1 3845 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 12.|Extracellular (Potential). 18CCTGCCTATTCCCTTGTAATT0.363

+ 8 7405FAT4_uc011cgp.1_Missense_Mutation_p.H767Y|FAT4_uc003ifi.1_5'FlankNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 24. 18ATTTCAGCATCACCCATATGT0.453

+ 17 13949FAT4_uc011cgp.1_Missense_Mutation_p.S2891L|FAT4_uc003ifi.1_Missense_Mutation_p.S2127LNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCytoplasmic (Potential). 18CCAAAATTTTCAATCCAGAGG0.498

- 5 764PET112L_uc003imm.3_Missense_Mutation_p.A251VNM_004564 NP_004555 O75879 GATB_HUMAN 0TGCCATGTTCGCCTGGCTGGT0.532 rs145476419

+ 11 2396 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2TTCTGCATCTCGGACACCACC0.622

+ 5 960CLCN3_uc003ish.2_Missense_Mutation_p.D151N|CLCN3_uc011cjz.1_Missense_Mutation_p.D134N|CLCN3_uc011cka.1_Missense_Mutation_p.D151N|CLCN3_uc003isj.1_Missense_Mutation_p.D124NNM_001829 NP_001820 P51790 CLCN3_HUMANHelical; (By similarity). 3CATTGCTGCCGATTGGATGAC0.418

+ 11 2189ODZ3_uc003ive.1_Missense_Mutation_p.E124KNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential).|EGF-like 7. 0CCGCTGTGCCGAGCACGGGAC0.617

+ 2 585 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0AAGCTCTGGGTCGGGCCAGTG0.423

- 9 978NSUN2_uc003jdt.2_Missense_Mutation_p.R69S|NSUN2_uc011cmk.1_Missense_Mutation_p.R270S|NSUN2_uc003jdv.2_Missense_Mutation_p.R69SNM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1TCAGCCCCGCGTGTTGCAATC0.468 rs149296511

- 2 565FASTKD3_uc011cmp.1_Intron|FASTKD3_uc003jec.2_Intron|MTRR_uc010itn.1_5'Flank|MTRR_uc003jee.3_5'Flank|MTRR_uc003jed.2_5'Flank|MTRR_uc003jef.3_5'Flank|MTRR_uc003jeg.3_5'Flank|MTRR_uc010ito.2_5'FlankNM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4ATCACCATCCTTTTTTTCCAC0.418



+ 11 2205 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6GGGCTTTAGCTGGCAGTCAGT0.617

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6CACCAGAGGACACACACAGGG0.602 rs111488757

+ 2 645SLC1A3_uc011cox.1_Intron|SLC1A3_uc010iuy.2_Missense_Mutation_p.A57TNM_004172 NP_004163 P43003 EAA1_HUMANHelical; (Potential). 0CACAGTCACCGCTGTCATTGT0.418 rs143571478

+ 3 2111ITGA1_uc003jov.2_Intron|ITGA1_uc003jou.2_Intron|PELO_uc003jot.1_IntronNM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0ACTTTCTGACCAAGAGGGTGA0.438

+ 2 5636 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AAGCAGTTTTCACTTATGAGA0.333

+ 5 821RASGRF2_uc011ctn.1_RNA|RASGRF2_uc003khb.1_Missense_Mutation_p.R102HNM_006909 NP_008840 O14827 RGRF2_HUMAN DH. 12CGGCCCCTGCGTATGGCCGCC0.498

+ 4 857KIF20A_uc011cyo.1_Missense_Mutation_p.F103LNM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0CACACACAGGTTCACCTTTTC0.473

+ 1 1384PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.R428Q|PCDHA4_uc011daa.1_Missense_Mutation_p.R428QNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 4.|Extracellular (Potential). 6GTGACCGCGCGAGACGGGGGC0.617

+ 1 2321PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.P774L|PCDHA13_uc003lid.2_Missense_Mutation_p.P774LNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCytoplasmic (Potential).|PXXP 2.|6 X 4 AA repeats of P-X-X-P.6GCCTTCAGTCCCAGCCTTCCT0.567

+ 19 1840ARHGAP26_uc003lmt.2_Missense_Mutation_p.T602M|ARHGAP26_uc003lmw.2_Missense_Mutation_p.T602MNM_015071 NP_055886 Q9UNA1 RHG26_HUMAN Ser-rich. 1AGGCCCCTGACGCTCTTCCAC0.597 rs146092149

+ 6 747TCOF1_uc003lrw.2_Splice_Site_p.E213_splice|TCOF1_uc011dch.1_Splice_Site_p.E213_splice|TCOF1_uc003lrz.2_Splice_Site_p.E213_splice|TCOF1_uc003lrx.2_Splice_Site_p.E213_splice|TCOF1_uc003lsa.2_Splice_Site_p.E213_spliceNM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3AGACGTGGAGGTAATTGCCAC0.617

- 3 331CCDC69_uc010jhu.2_5'UTR|CCDC69_uc011dcq.1_RNANM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2TTCTTCTTTTCCTCCTCATGT0.502

+ 6 1440ADAM19_uc003lww.1_Intron|NIPAL4_uc011ddq.1_Missense_Mutation_p.V423INM_001099287 NP_001092757 Q0D2K0 NIPA4_HUMANCytoplasmic (Potential). 0AGACAAGAACGTCCTTGTGGA0.493

+ 49 5220DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.A1206T|DOCK2_uc003mah.2_Missense_Mutation_p.A270TNM_004946 NP_004937 Q92608 DOCK2_HUMAN 7GGATGAGAAAGCAGCTGCAGA0.577

+ 9 1803RIPK1_uc003muv.3_Missense_Mutation_p.P361Q|RIPK1_uc003muw.3_Missense_Mutation_p.P459Q|RIPK1_uc011dhs.1_Missense_Mutation_p.P478Q|RIPK1_uc003mux.2_Missense_Mutation_p.P524QNM_003804 NP_003795 Q13546 RIPK1_HUMANInteraction with SQSTM1. 5TCCTTGCCACCAACAGGTAAA0.413

+ 10 3620RREB1_uc003mxb.2_Missense_Mutation_p.S1077L|RREB1_uc010jnx.2_Missense_Mutation_p.S1077LNM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11TCTGTATCCTCGGCCCCCACC0.627

+ 1 811_812 NM_030905 NP_112167 O76002 OR2J2_HUMANCytoplasmic (Potential). 0TGGGCTTCAGAAAGTGTTTAGG0.45

+ 4 482GTF2H4_uc010jsf.2_Missense_Mutation_p.G92D|GTF2H4_uc011dmv.1_Missense_Mutation_p.G36D|GTF2H4_uc003nsb.1_5'UTR|GTF2H4_uc011dmw.1_Missense_Mutation_p.G98DNM_001517 NP_001508 Q92759 TF2H4_HUMAN 3CTGCTGAGCGGCCTCCGGATC0.582

- 10 874BAT5_uc003nvx.1_Splice_Site_p.V63_splice|BAT5_uc011dny.1_Splice_Site_p.V249_splice|BAT5_uc003nvz.1_Splice_Site_p.V63_splice|BAT5_uc011dnz.1_Splice_Site_p.V63_splice|BAT5_uc010jtc.1_Splice_SiteNM_021160 NP_066983 O95870 ABHGA_HUMAN 0GCAGATCACCTAGGAAGGAGG0.597

- 10 1733_1734VARS_uc011doi.1_RNA NM_006295 NP_006286 P26640 SYVC_HUMAN 3CCCAGTCCAAGGAGCTGCCAAG0.594

- 21 7671 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 17. 0GGTGGACACCGGGCCCACGCG0.637

- 2 467CYP39A1_uc011dwa.1_Missense_Mutation_p.S88F|CYP39A1_uc010jzd.1_5'UTRNM_016593 NP_057677 Q9NYL5 CP39A_HUMAN 1TACTTTTTTGGATTTTAGAAA0.323

+ 6 908GPR111_uc010jzk.1_Missense_Mutation_p.G235R|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential). 1AGATAACATTGGAAAAAATTT0.398

- 6 921 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11TACAGTGCTTCCCCGAGGGGT0.607

+ 13 2596FAM135A_uc003pfi.2_Missense_Mutation_p.N625K|FAM135A_uc003pfh.2_Missense_Mutation_p.N608K|FAM135A_uc003pfl.2_Missense_Mutation_p.N488K|FAM135A_uc003pfn.2_Intron|FAM135A_uc003pfo.1_Missense_Mutation_p.N192K|FAM135A_uc010kan.1_5'FlankNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1CATTAGGAAATCATTGTACTG0.353

- 56 8558COL12A1_uc003pht.2_Missense_Mutation_p.G1634RNM_004370 NP_004361 Q99715 COCA1_HUMANTriple-helical region (COL2) with 1 imperfection. 9ATAGAGAGTCCATTGGGTCCC0.488

+ 7 1040DOPEY1_uc011dyy.1_Splice_Site_p.Q260_splice|DOPEY1_uc010kbl.1_Splice_Site_p.Q260_spliceNM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4CATGAGTCAGGTAAAATATTA0.373

+ 1 268 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0AACAATGCACGGAGCCGCCAG0.692

- 1 205ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMAN 25AGTAAATGTTCTTCATCACTT0.383

- 5 1614THEMIS_uc010kfa.2_Missense_Mutation_p.G335E|THEMIS_uc011ebt.1_Missense_Mutation_p.G432E|THEMIS_uc010kfb.2_Missense_Mutation_p.G397ENM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. 4TACAAAACCTCCTTCCATGTA0.443

+ 10 1892GPR126_uc010khd.2_Missense_Mutation_p.G466E|GPR126_uc010khe.2_Missense_Mutation_p.G494E|GPR126_uc010khf.2_Missense_Mutation_p.G466ENM_020455 NP_065188 Q86SQ4 GP126_HUMANExtracellular (Potential). 1AATTTGGAAGGAAAAATCATT0.393

+ 3 446 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMANMHC class I alpha-2 like. 1CCATGGACACGGCAGAGGATC0.517

+ 3 1031OPRM1_uc011efc.1_Missense_Mutation_p.R184H|OPRM1_uc011efd.1_Missense_Mutation_p.R165H|OPRM1_uc011efe.1_Missense_Mutation_p.R358H|OPRM1_uc003qpn.2_Missense_Mutation_p.R265H|OPRM1_uc003qpo.1_Missense_Mutation_p.R265H|OPRM1_uc011eff.1_Missense_Mutation_p.R265H|OPRM1_uc011efg.1_Missense_Mutation_p.R265H|OPRM1_uc011efh.1_Missense_Mutation_p.R265H|OPRM1_uc003qpq.1_Missense_Mutation_p.R265H|OPRM1_uc003qpt.1_Missense_Mutation_p.R265H|OPRM1_uc011efi.1_Missense_Mutation_p.R265H|OPRM1_uc003qpp.2_RNA|OPRM1_uc003qps.2_RNA|OPRM1_uc010kjg.2_Missense_Mutation_p.R165H|OPRM1_uc003qpu.2_Missense_Mutation_p.R165HNM_000914 NP_000905 P35372 OPRM_HUMANCytoplasmic (Potential). 1AAGAGTGTCCGCATGCTCTCT0.502

+ 29 5994TIAM2_uc003qqe.2_Missense_Mutation_p.D1574G|TIAM2_uc010kjj.2_Missense_Mutation_p.D1136G|TIAM2_uc003qqf.2_Missense_Mutation_p.D950G|TIAM2_uc011efl.1_Missense_Mutation_p.D918G|TIAM2_uc003qqg.2_Missense_Mutation_p.D886G|TIAM2_uc003qqh.2_Missense_Mutation_p.D499G|uc003qqi.1_5'FlankNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GAAGATGATGACCACCGTCAG0.527

- 13 1951EZR_uc011efr.1_Missense_Mutation_p.R186H|EZR_uc011efs.1_Missense_Mutation_p.R547H|EZR_uc003qru.3_Missense_Mutation_p.R579HNM_003379 NP_003370 P15311 EZRI_HUMANInteraction with SCYL3. 1CTCGTCGATGCGCTGCTTGGT0.607

- 8 1148TCP1_uc003qss.2_Missense_Mutation_p.A150S|TCP1_uc010kjz.2_Missense_Mutation_p.A305S|TCP1_uc003qst.2_Missense_Mutation_p.A81S|SNORA20_uc003qsu.1_5'FlankNM_030752 NP_110379 P17987 TCPA_HUMAN 1ACTGCCATAGCACCAGCCTCC0.408

+ 3 1338 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3CTGATTTACTTAAATGGTCTA0.433

+ 12 1767MLLT4_uc003qwb.1_Missense_Mutation_p.G527E|MLLT4_uc003qwc.1_Missense_Mutation_p.G543E|MLLT4_uc003qwf.2_Missense_Mutation_p.G228ENM_001040001 NP_001035090 P55196 AFAD_HUMAN 5ATTCATAGTGGGACAGCATTA0.413

+ 14 1562GET4_uc003sjj.1_RNA|SUN1_uc003sjf.2_Missense_Mutation_p.V412M|SUN1_uc011jvq.1_Missense_Mutation_p.V392M|SUN1_uc003sjg.2_Missense_Mutation_p.V400M|SUN1_uc011jvr.1_Missense_Mutation_p.V293M|SUN1_uc003sji.2_Missense_Mutation_p.V333M|SUN1_uc003sjk.2_Missense_Mutation_p.V134MNM_001130965 NP_001124437 O94901 SUN1_HUMANPerinuclear space.|Potential. 0CTGGCGACACGTGAAGACCGG0.483

- 7 1678MICALL2_uc003ski.3_5'UTRNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1ATCCTCGAAGGGAGGCCAAGC0.627 rs146347352

+ 7 1457FOXK1_uc003sna.1_Missense_Mutation_p.V320MNM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2GATCATGGCCGTGCCTCCCCG0.667

+ 15 3196USP42_uc011jwp.1_Missense_Mutation_p.R1025W|USP42_uc011jwq.1_Missense_Mutation_p.R832W|USP42_uc011jwr.1_Missense_Mutation_p.R870WNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Arg-rich. 5CTCCCGACACCGGAGCGGGGT0.726

- 11 1625PDE1C_uc003tcn.1_Missense_Mutation_p.L386F|PDE1C_uc003tco.1_Missense_Mutation_p.L446F|PDE1C_uc003tcr.2_Missense_Mutation_p.L386F|PDE1C_uc003tcs.2_Missense_Mutation_p.L386FNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4CGATGATGGAGGTCCCATGCT0.443

+ 17 2432ZMIZ2_uc003tlq.2_Missense_Mutation_p.T712I|ZMIZ2_uc003tls.2_Missense_Mutation_p.T744I|ZMIZ2_uc003tlt.2_Missense_Mutation_p.T393I|ZMIZ2_uc010kyj.2_Missense_Mutation_p.T292I|ZMIZ2_uc003tlu.2_Missense_Mutation_p.T51I|ZMIZ2_uc010kyk.1_5'FlankNM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5AGCACCCCAACCCTTGCTGAG0.632

+ 54 14090_14091ABCA13_uc010kys.1_Missense_Mutation_p.L1764S|ABCA13_uc010kyt.1_RNA|ABCA13_uc010kyu.1_Missense_Mutation_p.L419SNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TCATTCTACTCTCCAAGGCACA0.391

- 6 626PSPH_uc003trj.2_Intron|PHKG1_uc003try.1_Missense_Mutation_p.L38P|PHKG1_uc011kdb.1_Missense_Mutation_p.L176P|PHKG1_uc011kdc.1_Missense_Mutation_p.L135P|PHKG1_uc011kdd.1_Missense_Mutation_p.L90PNM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1CACGATGTTGAGTTTGTGCAA0.527

+ 2 526RHBDD2_uc003udv.1_Missense_Mutation_p.V7LNM_001040456 NP_001035546 Q6NTF9 RHBD2_HUMAN 0AGTCACCACCGTCCGTTCTCG0.612



- 10 13870PCLO_uc003uhv.2_Missense_Mutation_p.S4527R|PCLO_uc003uht.1_5'UTR|PCLO_uc003uhu.1_5'UTRNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CAATTTCTCCACTATGTCCCG0.378

- 2 501PTCD1_uc011kiw.1_Missense_Mutation_p.P173SNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TTGGGCTCCGGTTCCATTTGC0.542

- 2 1375GAL3ST4_uc003utu.2_Missense_Mutation_p.R120C|GAL3ST4_uc010lgq.2_IntronNM_024637 NP_078913 Q96RP7 G3ST4_HUMANLumenal (Potential). 3CCCTGTGGGCGGTAGCCTTTT0.612 rs116867043

+ 4 1252C7orf51_uc003uve.1_Missense_Mutation_p.E147KNM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1CCACTCCAAGGAGCCAGCCGG0.687

+ 2 249PRKRIP1_uc003uzf.2_Missense_Mutation_p.R14Q|PRKRIP1_uc003uzg.2_Missense_Mutation_p.R14Q|PRKRIP1_uc011kkq.1_Intron|PRKRIP1_uc011kkr.1_Missense_Mutation_p.R65QNM_024653 NP_078929 Q9H875 PKRI1_HUMANRequired for RNA-binding (By similarity). 1GAATTTGTCCGAGATGTCATG0.279

+ 13 1678SLC26A4_uc011kmb.1_Missense_Mutation_p.T72M|SLC26A4_uc011kmc.1_Missense_Mutation_p.T46M|SLC26A4_uc011kmd.1_Missense_Mutation_p.T54MNM_000441 NP_000432 O43511 S26A4_HUMANExtracellular (Potential). 7TGGGTGTTTACGTGTATAGTG0.373

- 32 4954LAMB4_uc003vey.2_Nonsense_Mutation_p.R1624*|LAMB4_uc010ljp.1_Nonsense_Mutation_p.R593*NM_007356 NP_031382 A4D0S4 LAMB4_HUMANPotential.|Domain I. 8AGCCCTGATCGCTGCTTTGCT0.453

+ 21 4123MET_uc010lkh.2_Splice_Site_p.L1330_splice|MET_uc011knj.1_Splice_Site_p.L882_spliceNM_000245 NP_000236 P08581 MET_HUMAN 159TTTTGGAACAGATATGAAGTA0.423

- 8 2538GRM8_uc003vls.2_RNA|GRM8_uc011kof.1_RNA|GRM8_uc003vlt.2_Missense_Mutation_p.D743N|GRM8_uc010lkz.1_RNANM_000845 NP_000836 O00222 GRM8_HUMANExtracellular (Potential). 23TCAGAAATGTCACACTTGAGC0.468

+ 5 587NRF1_uc003vpa.2_Missense_Mutation_p.R157H|NRF1_uc011kpa.1_5'UTR|NRF1_uc003vpb.2_Missense_Mutation_p.R157HNM_005011 NP_005002 Q16656 NRF1_HUMAN 1CTGCAGGTGCGTAAGTACAAG0.557

- 8 2211 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANPSI 2.|Extracellular (Potential). 1GGCCACTTACGAATTGTGGAC0.512

+ 3 663 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5CTGGCCACAGGGATTCAAGGT0.507 rs146306673

- 10 1892CNOT4_uc003vss.2_Missense_Mutation_p.P526S|CNOT4_uc011kpz.1_Missense_Mutation_p.P526S|CNOT4_uc003vst.2_Missense_Mutation_p.P529S|CNOT4_uc003vsu.1_Missense_Mutation_p.P526S|CNOT4_uc011kpy.1_Missense_Mutation_p.P529SNM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0TGCTGTGGCGGGAGATTCAAG0.453

+ 15 4802ARHGEF5_uc003wem.2_Missense_Mutation_p.P363SNM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. 2AGGCTGGTTTCCTGTGCAGCA0.572

+ 5 740KRBA1_uc010lpj.2_RNA|KRBA1_uc003wga.2_RNA|KRBA1_uc003wgb.2_5'FlankNM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2TGCCCTCTCCGAGGCCTGCTC0.622

+ 7 889 SSPO_uc010lpl.1_5'UTRNM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 1. 0AGGCCTGGGGGTCGTGGTGCG0.632

- 3 915GIMAP6_uc003whm.2_Missense_Mutation_p.R84QNM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3GTCTTCCTTCCGGGTGAACAC0.622

+ 10 1852ACCN3_uc003wio.2_Missense_Mutation_p.R495Q|ACCN3_uc003wip.2_Intron|ACCN3_uc003wiq.2_RNANM_004769 NP_004760 Q9UHC3 ACCN3_HUMANCytoplasmic (Potential). 2GGCAGCCATCGAACCCAAGTT0.632

+ 3 680C8orf58_uc011kzl.1_Missense_Mutation_p.R190C|C8orf58_uc003xcf.2_Missense_Mutation_p.R190C|KIAA1967_uc003xch.2_5'FlankNM_001013842 NP_001013864 Q8NAV2 CH058_HUMAN 1GCAGGGTCTTCGCTATCTGGA0.647

- 18 2362 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GAGGCCATCCCCCTGGGACGA0.512

+ 6 393ADAM18_uc003xnh.2_Missense_Mutation_p.E131D|ADAM18_uc010lww.2_Intron|ADAM18_uc010lwx.2_Missense_Mutation_p.E131DNM_014237 NP_055052 Q9Y3Q7 ADA18_HUMAN 6AACCAGTAGAATCTTCAGCAA0.294

+ 4 3992 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12CACTTTTTTTCCTAGTGATGG0.408

- 5 1153 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1TTAGCTGTCCGGATGTTGAGG0.348 rs149291486

+ 3 301C8orf34_uc010lyx.1_Nonsense_Mutation_p.Y84*|C8orf34_uc010lyy.1_Nonsense_Mutation_p.Y84*|C8orf34_uc003xyb.2_Nonsense_Mutation_p.Y59*NM_052958 NP_443190 Q49A92 CH034_HUMAN 1TCAGAAGCTATGATAAACCTT0.343

+ 9 1120PTDSS1_uc003yhu.1_Missense_Mutation_p.A194TNM_014754 NP_055569 P48651 PTSS1_HUMAN 1ACAGTACTACGCTTACCTCAC0.418

+ 1 345 NM_003301 NP_003292 P34981 TRFR_HUMANHelical; Name=3; (Potential). 3TTGGGAATTAATGCATCCTCT0.463

+ 16 1825 NM_022045 NP_071328 Q96DY7 MTBP_HUMANInteraction with MDM2 (By similarity). 3CAAAGAGGGTCCTCGGGACTC0.398

+ 21 3311PHF20L1_uc011lja.1_Missense_Mutation_p.R970CNM_016018 NP_057102 A8MW92 P20L1_HUMAN 2CCAACTTAAACGCCACATAAA0.423

+ 2 240FBXL6_uc003zbz.2_5'Flank|FBXL6_uc003zca.2_5'Flank|FBXL6_uc003zcb.2_5'Flank|FBXL6_uc010mfx.2_5'UTR|GPR172A_uc003zcd.1_Missense_Mutation_p.N28S|GPR172A_uc003zce.1_Missense_Mutation_p.N28S|GPR172A_uc010mfy.1_Missense_Mutation_p.N28S|GPR172A_uc003zcf.1_Missense_Mutation_p.N28S|GPR172A_uc011llc.1_IntronNM_024531 NP_078807 Q9HAB3 RFT3_HUMANHelical; (Potential). 0GCTGCGGTCAATGGGATCTGG0.662 rs141698844

- 14 2235 NM_004260 NP_004251 O94761 RECQ4_HUMANHelicase C-terminal. 4TTGGGGGCACGACCTTTGGGG0.662

+ 1 271 NM_002170 NP_002161 P32881 IFNA8_HUMAN 0CTCTGTCCTCCATGAGATGAT0.473

- 2 403 uc004ags.1_RNA NM_153237 NP_694969 Q8N6L7 CI071_HUMAN 0GCCAGAGGCCTCTCTCTCTGC0.522

- 5 1143 NM_004297 NP_004288 O95837 GNA14_HUMAN 2CCGTCTTTCCGATCGTTGGCC0.453

+ 18 2648PHF2_uc011lug.1_Missense_Mutation_p.G717E|PHF2_uc004auc.2_Missense_Mutation_p.G254ENM_005392 NP_005383 O75151 PHF2_HUMAN 1CGGAAGAATGGGGGTGGCAGT0.637

- 9 2182TBC1D2_uc004ayp.2_Missense_Mutation_p.R208C|TBC1D2_uc004ayq.2_Missense_Mutation_p.R668C|TBC1D2_uc004ayr.2_Missense_Mutation_p.R450C|TBC1D2_uc004ayo.3_Missense_Mutation_p.R668CNM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3TCAATCTGGCGGGCAGCAGGG0.667 rs147662482

+ 9 1108HSDL2_uc011lwv.1_Splice_Site_p.G218_splice|HSDL2_uc004bgb.1_Splice_Site_p.G173_splice|HSDL2_uc004bgc.1_Splice_Site_p.G266_splice|HSDL2_uc011lww.1_Splice_Site_p.G134_spliceNM_032303 NP_115679 Q6YN16 HSDL2_HUMAN 0GAACTCTCCGGTAAGGACTGC0.418

+ 3 428COL27A1_uc004bii.2_RNA|COL27A1_uc010mvd.1_5'UTRNM_032888 NP_116277 Q8IZC6 CORA1_HUMANLaminin G-like.|TSP N-terminal. 4GGGTCCCGGCGCTCAGTGGCC0.677

- 14 1826C5_uc010mvm.1_Nonsense_Mutation_p.W599*|C5_uc010mvn.1_Nonsense_Mutation_p.W599*NM_001735 NP_001726 P01031 CO5_HUMAN 2TAATGCCACCCAGGAATCCAT0.448

- 17 1676GOLGA2_uc010mxw.2_Intron|GOLGA2_uc004buh.2_Missense_Mutation_p.G28R|uc004bun.2_5'FlankNM_004486 NP_004477 Q08379 GOGA2_HUMAN Potential. 1TTTACAAATCCGCTCTGCAGC0.612

- 3 334SEC16A_uc004chv.3_5'Flank|SEC16A_uc004chw.2_Missense_Mutation_p.P9S|SEC16A_uc010nbn.2_Missense_Mutation_p.P9S|SEC16A_uc010nbo.1_Missense_Mutation_p.P9SNM_014866 NP_055681 O15027 SC16A_HUMANRequired for interaction with SEC23A.|Pro-rich. 0ATGCCAGACGGGACCGTCTGG0.567

- 1 512 NM_031297 NP_112587 Q9H0X6 RN208_HUMAN 0TGCCGCCGCCGAAGAAGCCGC0.672

+ 1 474 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2AAGAGAGCTCGAAAACAAGTT0.448

- 4 1769 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 4. 2CCCTGAGATTCGAAAGAGGCC0.473

+ 2 568MAGEB6_uc010ngc.1_5'UTRNM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN Ser-rich. 3AGCACTTCCCATGATGTCTCC0.537

+ 2 574MAGEB6_uc010ngc.1_5'UTRNM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN Ser-rich. 3TCCCATGATGTCTCCGTTCCT0.532

+ 7 1025RBM10_uc004dhe.1_3'UTR|RBM10_uc004dhg.2_Missense_Mutation_p.D139N|RBM10_uc004dhh.2_Missense_Mutation_p.D216N|RBM10_uc010nhq.2_Missense_Mutation_p.D139N|RBM10_uc004dhi.2_Missense_Mutation_p.D281NNM_005676 NP_005667 P98175 RBM10_HUMANRanBP2-type. 5GATCAATGAGGACTGGCTGTG0.507

+ 9 1648CLCN5_uc004dor.1_Missense_Mutation_p.R537Q|CLCN5_uc004doq.1_Missense_Mutation_p.R537Q|CLCN5_uc004dot.1_Missense_Mutation_p.R467QNM_000084 NP_000075 P51795 CLCN5_HUMANHelical; (By similarity). 4ATAGCAGGTCGACTTCTAGGA0.488



- 22 3460SMC1A_uc011moe.1_Missense_Mutation_p.G1109RNM_006306 NP_006297 Q14683 SMC1A_HUMANAla/Asp-rich (DA-box). 6GTCTTCTCCCCGCCTGACAAG0.577

+ 4 894NLGN3_uc010nlb.1_Missense_Mutation_p.V192I|NLGN3_uc004dzb.2_Missense_Mutation_p.V212I|NLGN3_uc004dzc.2_Missense_Mutation_p.V95I|NLGN3_uc011mps.1_Missense_Mutation_p.V192I|NLGN3_uc004dze.2_Missense_Mutation_p.V30I|NLGN3_uc011mpr.1_Missense_Mutation_p.V192INM_018977 NP_061850 Q9NZ94 NLGN3_HUMANExtracellular (Potential). 1CAATGTCATCGTCATCACCCT0.537

- 3 4938 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TGTGTCGGTCCGTTATTGCCT0.453

+ 3 299BEX4_uc004ejw.3_Missense_Mutation_p.E22KNM_001080425 NP_001073894 Q9NWD9 BEX4_HUMAN 1ACAAGAAAACGAAGGAGGGGA0.532

+ 4 731ALG13_uc011msw.1_Nonsense_Mutation_p.R155*|ALG13_uc011msx.1_Nonsense_Mutation_p.R129*|ALG13_uc011msz.1_Nonsense_Mutation_p.R155*|ALG13_uc011mta.1_Nonsense_Mutation_p.R129*|ALG13_uc011mtb.1_Nonsense_Mutation_p.R129*Q9NP73 ALG13_HUMAN OTU. 1AGGGCTGTTTCGAAAGCTGAC0.443

- 5 1273KLHL13_uc004eqk.2_Missense_Mutation_p.G353E|KLHL13_uc011mtn.1_Missense_Mutation_p.G244E|KLHL13_uc011mto.1_Missense_Mutation_p.G398E|KLHL13_uc011mtp.1_Missense_Mutation_p.G406E|KLHL13_uc004eqm.2_Missense_Mutation_p.G353E|KLHL13_uc011mtq.1_Missense_Mutation_p.G388ENM_033495 NP_277030 Q9P2N7 KLH13_HUMAN Kelch 2. 2TGCCGTTTTTCCTTTTGTATC0.433

- 14 2498ODZ1_uc011muj.1_Missense_Mutation_p.D811N|ODZ1_uc010nqy.2_Missense_Mutation_p.D812NNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23AATGACTCACCTCCATCATTG0.443

+ 5 418OCRL_uc004eur.2_Missense_Mutation_p.R85WNM_000276 NP_000267 Q01968 OCRL_HUMAN 4CTGCAAAATTCGGGTTCAGGG0.423

+ 14 1549FMR1_uc004fcj.2_Missense_Mutation_p.R431S|FMR1_uc004fck.3_Missense_Mutation_p.R433S|FMR1_uc004fcl.3_Missense_Mutation_p.R294S|FMR1_uc011mxa.1_Missense_Mutation_p.R101SNM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3ACCACCAAATCGTACAGATAA0.448

- 3 518MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.A55V|CSAG1_uc004fge.2_5'Flank|CSAG1_uc004fgf.2_5'Flank|CSAG1_uc004fgd.2_5'FlankNM_005367 NP_005358 P43365 MAGAC_HUMAN 1TGACTCGGCAGCAGGCACCTC0.622

+ 1 927PCDH11Y_uc010nwg.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fql.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fqm.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fqn.1_Missense_Mutation_p.E65KNM_032973 NP_116755 Q9BZA8 PC11Y_HUMANExtracellular (Potential).|Cadherin 1. 0CATCCGAGAAGAAATTCCAGA0.463

+ 2 590 NM_002760 NP_002751 0GAGCATTCCCGACGTCATCCG0.577

- 3 304TNFRSF4_uc001adf.2_Missense_Mutation_p.T104MNM_003327 NP_003318 P43489 TNR4_HUMANTNFR-Cys 2.|Extracellular (Potential). 0CTGTGTGGCCGTGCACAGCTG0.697

+ 9 1083PEX14_uc009vmv.2_Missense_Mutation_p.D290E|PEX14_uc010oam.1_Missense_Mutation_p.D290E|PEX14_uc010oan.1_Missense_Mutation_p.D311E|PEX14_uc009vmw.2_Missense_Mutation_p.D290ENM_004565 NP_004556 O75381 PEX14_HUMAN 1GGGGCGGGGATGGGCAGATCA0.582

- 78 10851HSPG2_uc009vqd.2_Missense_Mutation_p.P3605LNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 22. 9GCTGATGTCAGGAGTGGGGTA0.592

- 61 7974HSPG2_uc009vqd.2_Missense_Mutation_p.Q2646PNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 12. 9ATCCAAGGTCTGCCCTTCCAC0.632

+ 4 391LCK_uc001buy.2_Missense_Mutation_p.G85R|LCK_uc001buz.2_Missense_Mutation_p.G85R|LCK_uc010ohc.1_Missense_Mutation_p.G129R|LCK_uc001bva.2_Missense_Mutation_p.G143RNM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6CTTTGAGAAGGGGGAACAGCT0.617

- 14 2619EPHA10_uc001cbt.2_RNA|EPHA10_uc009vvh.1_RNA|EPHA10_uc001cbu.2_RNA|EPHA10_uc001cbv.1_RNANM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANCytoplasmic (Potential).|Protein kinase. 8CAGTAAGGCCGCTCCCCAAAG0.602

+ 4 336NFYC_uc010ojm.1_Intron|NFYC_uc001cfx.3_Nonsense_Mutation_p.Q110*|NFYC_uc009vwd.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cfz.2_Nonsense_Mutation_p.Q110*|NFYC_uc010ojn.1_Nonsense_Mutation_p.Q72*|NFYC_uc001cfy.3_Nonsense_Mutation_p.Q110*|NFYC_uc001cgc.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cgb.2_Nonsense_Mutation_p.Q110*|NFYC_uc001cgd.3_Nonsense_Mutation_p.Q110*|MIR30E_hsa-mir-30e|MI0000749_5'Flank|uc001cgf.1_5'FlankNM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3AAAATTTGATCAGTTTGATTT0.413

+ 2 541PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_IntronNM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4GGTGCTGAAGGAGGAGACCCA0.622

- 27 3017_3018HFM1_uc009wdb.2_RNA|HFM1_uc010osu.1_Missense_Mutation_p.P652F|HFM1_uc001dob.3_Missense_Mutation_p.P161F|HFM1_uc010osv.1_Missense_Mutation_p.P657FNM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN SEC63. 0GGTTCCAAAGGGGGGATGTCTG0.257

- 10 1257 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8ACCTCCTCAGGGACAGCTCTT0.408

+ 3 584ATP5F1_uc009wgf.1_Missense_Mutation_p.R202C|ATP5F1_uc001ebd.3_IntronNM_001688 NP_001679 P24539 AT5F1_HUMAN 0AGGAAAAGTTCGTTATGGACT0.438

+ 19 1806SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.E533K|SYCP1_uc009wgw.2_Missense_Mutation_p.E533KNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1GCTCACACAGGAAACAAGTGA0.239

- 19 2691 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ATGATTTTCTCATTCATTTTA0.318

+ 4 466 P26439 3BHS2_HUMAN 2AGAACAAGATCAAGCTGACAG0.473

+ 76 9459NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.D440HNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGAGCTGCTGGATGAGAAAGG0.483

+ 13 2422 uc010ozk.1_5'UTR NM_017940 NP_060410 A6NDV3 A6NDV3_HUMAN 0ATGAGCCGGACAAGTCCCAGG0.587

- 3 1161 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TGACTGTAGTGGGAACCCTGG0.473

- 33 4690NUP210L_uc009woq.2_Missense_Mutation_p.H449Y|NUP210L_uc010peh.1_Missense_Mutation_p.H1540YNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11GGGATGTCATGAAAAATCATT0.428

+ 9 2232TNN_uc010pmx.1_3'UTRNM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 6. 9GGCCCAGACAGGTAAGGAGTG0.557

- 8 1716ASTN1_uc001glb.1_Missense_Mutation_p.E502K|ASTN1_uc001gld.1_Missense_Mutation_p.E502K|ASTN1_uc009wwx.1_Missense_Mutation_p.E502K|ASTN1_uc001gle.3_RNANM_004319 NP_004310 O14525 ASTN1_HUMAN 15GTCCCCCATTCGTTCCGAATG0.493

+ 18 2070CAPN2_uc010puy.1_Missense_Mutation_p.V538I|CAPN2_uc001hoc.2_Missense_Mutation_p.V197INM_001748 NP_001739 P17655 CAN2_HUMANDomain IV.|EF-hand 2.|2. 5AGAAATCGACGTTGACAGGTC0.418

- 3 614SNAP47_uc001hqz.2_Intron|SNAP47_uc001hra.2_Intron|SNAP47_uc001hrd.2_5'Flank|SNAP47_uc001hre.2_5'Flank|SNAP47_uc001hrf.2_5'Flank|LOC100130093_uc001hqx.3_RNA|LOC100130093_uc001hqy.3_RNA|JMJD4_uc001hrc.2_Missense_Mutation_p.S205FNM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0CAGCCAGTCGGACGAGAAGTA0.612

+ 1 127 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANHelical; Name=1; (Potential). 1TGTGGGAAACTTCACCATAAT0.443

+ 1 659 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANCytoplasmic (Potential). 3TCCTATGCTCGAGTTATTCTG0.423 rs148081072

+ 21 2894 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3CTAGTGTTTGGAACGGACGTT0.488

+ 6 1417 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.G129R(6)|p.R55fs*1(4)|p.G129*(3)|p.K128_R130del(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.G129V(1)|p.K128fs*47(1)|p.A121_F145del(1)|p.G129E(1)|p.G129fs*5(1)|p.G127fs*5(1)|p.G129fs*50(1)|p.F56fs*2(1)|p.G129fs*51(1)2334GCTGGAAAGGGACGAACTGGT0.413 rs121909218

- 1 3044 NR_002319 0GGCCAGGGAGCCCACAGCATT0.547

- 9 875BLNK_uc001kme.3_Missense_Mutation_p.E128K|BLNK_uc001klt.3_Missense_Mutation_p.E124K|BLNK_uc009xvc.2_RNA|BLNK_uc001klu.3_Missense_Mutation_p.E151K|BLNK_uc001klv.3_Missense_Mutation_p.E128K|BLNK_uc001klw.3_Intron|BLNK_uc001klx.3_Missense_Mutation_p.E210K|BLNK_uc001kly.3_Missense_Mutation_p.E233K|BLNK_uc001klz.3_RNA|BLNK_uc001kma.3_Missense_Mutation_p.E210K|BLNK_uc001kmb.3_Missense_Mutation_p.E29K|BLNK_uc001kmc.3_Intron|BLNK_uc001kmd.3_Missense_Mutation_p.E151K|BLNK_uc009xvd.2_RNANM_013314 NP_037446 Q8WV28 BLNK_HUMAN Pro-rich. 2GACTTGGTTTCCCAGGCCCCA0.587

+ 1 2998 NM_015652 NP_056467 Q8N655 CJ012_HUMAN 2GAAGATGGCAGTGATGTCAGC0.488

- 2 450_451SLIT1_uc009xvh.1_Missense_Mutation_p.E67K|ARHGAP19_uc001kmy.2_RNA|SLIT1_uc001kmz.2_Missense_Mutation_p.E67KNM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 1. 4CCATTGAGTTCCCTGGAGGAAG0.619

+ 5 2935PPRC1_uc001kun.2_Missense_Mutation_p.P846S|PPRC1_uc010qqj.1_Missense_Mutation_p.P966S|PPRC1_uc009xxa.2_RNANM_015062 NP_055877 Q5VV67 PPRC1_HUMAN Pro-rich. 3TTGGGCACCCCCTCCTGCCCC0.622

- 1 341SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GGTGGGATGCAGTCAAACACC0.592

+ 23 3826ATRNL1_uc010qsm.1_Missense_Mutation_p.S276L|ATRNL1_uc010qsn.1_IntronNM_207303 NP_997186 Q5VV63 ATRN1_HUMANExtracellular (Potential). 7CTGGATATATCAATTAATGCA0.279

- 7 555ANO9_uc001lph.2_5'Flank|ANO9_uc010qvv.1_Missense_Mutation_p.E13GNM_001012302 NP_001012302 A1A5B4 ANO9_HUMANCytoplasmic (Potential). 4CAGGCGTCCCTCCCCCTGGCT0.647

- 1 602 NM_001005161 NP_001005161 Q8NGK2 O52B4_HUMANHelical; Name=5; (Potential). 0AATGGAAAACCCATACCAAAT0.373



- 1 659 NM_001003745 NP_001003745 P58181 O10A3_HUMANCytoplasmic (Potential).p.R220*(1) 1AAACAGAACTCGAATGTAAGA0.448

- 2 1300BDNFOS_uc001mrm.2_Intron|BDNFOS_uc009yij.2_Intron|BDNFOS_uc009yik.2_Intron|BDNFOS_uc009yil.2_Intron|BDNFOS_uc001mrp.2_Intron|BDNFOS_uc009yim.2_Intron|BDNFOS_uc009yin.2_Intron|BDNFOS_uc009yio.2_Intron|BDNFOS_uc009yip.2_Intron|BDNFOS_uc001mrn.2_Intron|BDNFOS_uc009yiq.2_Intron|BDNFOS_uc001mro.2_Intron|BDNFOS_uc009yir.2_Intron|BDNFOS_uc009yis.2_Intron|BDNFOS_uc009yit.2_Intron|BDNFOS_uc009yiu.2_Intron|BDNFOS_uc009yiv.2_Intron|BDNFOS_uc009yiw.2_Intron|BDNFOS_uc009yix.2_Intron|BDNFOS_uc009yiy.2_Intron|BDNFOS_uc009yiz.2_Intron|BDNFOS_uc001mrq.3_Intron|BDNFOS_uc001mrr.3_Intron|BDNFOS_uc009yja.2_Intron|BDNFOS_uc009yjb.2_Intron|BDNF_uc010rdv.1_Missense_Mutation_p.A150V|BDNF_uc001mrt.2_Missense_Mutation_p.A165V|BDNF_uc010rdw.1_Missense_Mutation_p.A150V|BDNF_uc009yjd.2_Missense_Mutation_p.A150V|BDNF_uc001mru.2_Missense_Mutation_p.A150V|BDNF_uc010rdx.1_Missense_Mutation_p.A150V|BDNF_uc010rdy.1_Missense_Mutation_p.A150V|BDNF_uc009yjg.2_Missense_Mutation_p.A150V|BDNF_uc009yje.2_Missense_Mutation_p.A232V|BDNF_uc009yjf.2_Misse !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0TTTGTCTGCTGCCGTTACCCA0.552

+ 9 1689MADD_uc001neq.2_Missense_Mutation_p.A500T|MADD_uc001nev.1_Missense_Mutation_p.A500T|MADD_uc001nes.1_Missense_Mutation_p.A500T|MADD_uc001net.1_Missense_Mutation_p.A500T|MADD_uc009yln.1_Missense_Mutation_p.A500T|MADD_uc001neu.1_Missense_Mutation_p.A500T|MADD_uc001nex.2_Missense_Mutation_p.A500T|MADD_uc001nez.2_Missense_Mutation_p.A500T|MADD_uc001new.2_Missense_Mutation_p.A500TNM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11CTTCAATTCCGCCAACGTGCT0.522

+ 3 390OR4C6_uc010rik.1_Missense_Mutation_p.L42PNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANHelical; Name=1; (Potential). 2GAAAATCTACTTATTGTGGTA0.393

- 5 6119AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CGACACATCCACATCCCCTTT0.502

+ 4 526 NM_199337 NP_955369 Q7Z7N9 T179B_HUMAN 0ACACAATGCTGAAGTGAGACC0.483

- 21 3553SHANK2_uc010rqn.1_Missense_Mutation_p.G571S|SHANK2_uc001opz.2_Missense_Mutation_p.G564S|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5TCGGCGCCACCCACGAAATGG0.677

- 7 865 NM_002426 NP_002417 P39900 MMP12_HUMAN 0GAATTGTCAGGATTTGGCAAG0.403

- 24 4338 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANFibronectin type-III 5.|Extracellular (Potential). 8AGGCGGGGCTGGTCCGGGGGA0.642

+ 2 690CXCR5_uc001puf.2_Missense_Mutation_p.H149YNM_001716 NP_001707 P32302 CXCR5_HUMANExtracellular (Potential). 1CAGCCAAGGCCATCACAACAA0.577 rs138622461

- 6 2266BCL9L_uc009zal.2_Missense_Mutation_p.P429LNM_182557 NP_872363 Q86UU0 BCL9L_HUMANPro-rich.|Necessary for interaction with CTNNB1 (By similarity).2TCCTCCTGGGGGCCCCTTGAG0.672

- 4 353PATE2_uc010sbj.1_Missense_Mutation_p.H60YNM_212555 NP_997720 Q6UY27 PATE2_HUMAN 0TAGTTACTATGATCACAACAG0.453

- 24 3376NFRKB_uc001qfg.2_Missense_Mutation_p.R1084C|NFRKB_uc001qfh.2_Missense_Mutation_p.R1082C|NFRKB_uc010sbw.1_Missense_Mutation_p.R1069C|NFRKB_uc009zcr.2_Missense_Mutation_p.R345CNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3GGCATCAAGCGAAAAGCCGAA0.552

+ 3 191CCDC77_uc009zdk.2_Intron|CCDC77_uc010sdp.1_Intron|CCDC77_uc010sdq.1_IntronNM_032358 NP_115734 Q9BR77 CCD77_HUMAN 1ATGAACTTTACCCCAACACAC0.363

- 5 807GSG1_uc001rbj.2_Missense_Mutation_p.G176S|GSG1_uc001rbk.2_Missense_Mutation_p.R217K|GSG1_uc001rbl.2_Intron|GSG1_uc001rbm.2_Intron|GSG1_uc001rbo.2_Missense_Mutation_p.R253K|GSG1_uc001rbp.2_Missense_Mutation_p.G189S|GSG1_uc001rbq.1_Missense_Mutation_p.R253KNM_001080555 NP_001074024 Q2KHT4 GSG1_HUMANHelical; (Potential). 0AGCAACTCACCTGACAGGACA0.567

- 23 3357ADAMTS20_uc001rno.1_Missense_Mutation_p.E273D|ADAMTS20_uc001rnp.1_Missense_Mutation_p.E273DNM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 6. 19GGCGACTAGCTTCATGGCATT0.383

- 21 3055ADAMTS20_uc001rno.1_Missense_Mutation_p.E173K|ADAMTS20_uc001rnp.1_Missense_Mutation_p.E173KNM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 4. 19CAGGAAAATTCATTGCAATTC0.403

+ 13 1773ANO6_uc010sld.1_Missense_Mutation_p.V480M|ANO6_uc010sle.1_Missense_Mutation_p.V480M|ANO6_uc010slf.1_Missense_Mutation_p.V501M|ANO6_uc010slg.1_Missense_Mutation_p.V462MNM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMANExtracellular (Potential). 2TAGGCTCTCGGTGTTCATTGT0.438

- 2 143ITGB7_uc001scc.2_Missense_Mutation_p.K24N|ITGB7_uc010snz.1_RNA|ITGB7_uc010soa.1_Missense_Mutation_p.K24NNM_000889 NP_000880 P26010 ITB7_HUMANExtracellular (Potential). 8TGGATGGGATCTTGGCGTCCA0.562

+ 2 466 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4CTCCCAAAATGAGGTGAAGGA0.398

+ 1 593 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANExtracellular (Potential). 2GCTTCTCGGGCTGTTGACCAC0.393

+ 1 49 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMANExtracellular (Potential). 0GGGATTTACAGATAACCCAGA0.323

- 17 1771_1772CAPS2_uc001sxm.3_Missense_Mutation_p.A293V|CAPS2_uc009zsa.2_Missense_Mutation_p.A115V|CAPS2_uc001sxi.3_Missense_Mutation_p.A261V|CAPS2_uc001sxj.3_Missense_Mutation_p.A436V|CAPS2_uc001sxl.3_Missense_Mutation_p.A506VNM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN EF-hand 3. 2GTTTCATAAAGGCCTAAACAGA0.243

- 3 1664USP44_uc001teh.2_Missense_Mutation_p.G507E|USP44_uc009zte.2_Missense_Mutation_p.G504ENM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3AATATCTTTTCCACTGCATTG0.393

+ 6 824 NM_198520 NP_940922 Q6ZTY8 CL063_HUMAN 7ATAACTTGCCGAAATTTCATT0.308

+ 12 2027SLC17A8_uc009ztx.2_Nonsense_Mutation_p.E522*NM_139319 NP_647480 Q8NDX2 VGLU3_HUMANCytoplasmic (Potential). 3GACCCTTGATGAGGAAGAGCT0.438

+ 15 1913 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 2. 14TACCTCCTTTCTCCAGAGGTA0.423

+ 3 1958BTBD11_uc009zut.1_Missense_Mutation_p.M479I|BTBD11_uc001tmj.2_Missense_Mutation_p.M479INM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3GCCCACAAATGGAATGGGAAA0.577

- 14 2543 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8TTTGATGAGCGCAGAGCAGGT0.443

+ 6 518 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6AACCGTGGGAGTCACATCTGG0.428

- 8 2346_2347STARD13_uc001uuu.2_Missense_Mutation_p.D733N|STARD13_uc001uuv.2_Missense_Mutation_p.D623N|STARD13_uc001uux.2_Missense_Mutation_p.D706N|STARD13_uc010tec.1_RNANM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4TCAGGGAGGTCCCGGAAGAACT0.465

- 11 2780TRPC4_uc010abv.2_Missense_Mutation_p.H429Y|TRPC4_uc001uwt.2_Intron|TRPC4_uc010tey.1_Intron|TRPC4_uc010abw.2_Missense_Mutation_p.H676Y|TRPC4_uc010abx.2_Missense_Mutation_p.H854Y|TRPC4_uc010aby.2_IntronNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6GATCGTCTATGAAATAACCCA0.443

+ 3 5613 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCalx-beta 1.|Extracellular (Potential). 11GTCTGAATTGGGCATGGATCT0.343

- 8 1153 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0GACCCTGAAAGACTGCCATAG0.448

- 1 743 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 ctgctgccgctgctgctgctg 0.353

+ 6 644ATP11A_uc001vsj.3_Missense_Mutation_p.E186K|ATP11A_uc001vsm.1_Missense_Mutation_p.E62KNM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4CTTGGATGGAGAATCCAGCCA0.552

- 1 82HEATR5A_uc010tpk.1_5'UTRNM_080664 NP_542395 Q96FN9 DTD2_HUMAN 0CCCTCAGCCATGGCTTAAGCC0.706

- 3 273FERMT2_uc001xac.2_Missense_Mutation_p.L73P|FERMT2_uc001xae.2_Missense_Mutation_p.L73P|FERMT2_uc001xaf.2_Missense_Mutation_p.L73PNM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0ATGTGTCTTCAGAAGCCAAGT0.408

+ 2 1732SIPA1L1_uc001xmt.2_Missense_Mutation_p.V462I|SIPA1L1_uc001xmu.2_Missense_Mutation_p.V462I|SIPA1L1_uc001xmv.2_Missense_Mutation_p.V462INM_015556 NP_056371 O43166 SI1L1_HUMAN 4AGGAGTGGCAGTACTTGAAGT0.423

+ 2 620 NR_015340 2AGGCTTCTGGGATCTGCTGAT0.672

+ 21 3726INF2_uc010tyi.1_Missense_Mutation_p.E1195K|INF2_uc001ypc.2_Missense_Mutation_p.E1195K|INF2_uc010awz.1_RNANM_022489 NP_071934 Q27J81 INF2_HUMAN 0GTCCTTCTCCGAGGATGCGGT0.687

- 8 1054TRPM1_uc010azy.2_Missense_Mutation_p.Q216R|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANExtracellular (Potential). 4AACTAGAAGCTGCTCCCTGAG0.338

+ 20 2440JMJD7-PLA2G4B_uc001zoo.3_Missense_Mutation_p.P1011L|JMJD7-PLA2G4B_uc010bcn.2_3'UTR|JMJD7-PLA2G4B_uc001zoq.3_Missense_Mutation_p.P481LNM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1CAGCGCAGGCCCCACTGATGG0.622

- 15 3759TTBK2_uc010bcy.2_Missense_Mutation_p.L1038P|uc001zqn.2_5'FlankNM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7GCGGGAGAAAAGGTCTGAGTC0.418

- 11 1726DENND4A_uc002api.2_Missense_Mutation_p.P450S|DENND4A_uc002apj.3_Missense_Mutation_p.P450S|DENND4A_uc010ujj.1_Missense_Mutation_p.P450SNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN DENN. 4GGGCAGAGAGGAACATACGGG0.413

+ 14 1932LRRC49_uc002asu.2_Missense_Mutation_p.S552F|LRRC49_uc002asx.2_Missense_Mutation_p.S518F|LRRC49_uc010ukf.1_Missense_Mutation_p.S567F|LRRC49_uc002asy.2_Missense_Mutation_p.S268F|LRRC49_uc002asz.2_Missense_Mutation_p.S534FNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1CGTCTGATTTCCATTCTGGGT0.368

- 23 3531MYO9A_uc010biq.2_Missense_Mutation_p.L640F|MYO9A_uc002atn.1_Missense_Mutation_p.L1001F|MYO9A_uc002atk.2_5'Flank|MYO9A_uc002atm.1_5'FlankNM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3ATTCTGCGGAGCACCTCTTGG0.453



+ 2 700ISLR_uc002axh.1_Missense_Mutation_p.D140NNM_005545 NP_005536 O14498 ISLR_HUMAN LRR 4. 4CATCCCCCGCGACGCCTTCCG0.612

+ 8 927SH3GL3_uc010uot.1_Missense_Mutation_p.I244M|SH3GL3_uc002bjx.2_Missense_Mutation_p.I175M|SH3GL3_uc002bju.2_Missense_Mutation_p.I252M|SH3GL3_uc002bjv.2_RNANM_003027 NP_003018 Q99963 SH3G3_HUMANBAR.|Interaction with ARC (By similarity). 3GTTACAGAATATCAGCTGCAT0.463

+ 3 675ACAN_uc002bmx.2_Nonsense_Mutation_p.Q101*|ACAN_uc010upp.1_Nonsense_Mutation_p.Q101*|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3CAGTGCCTATCAGGACAAGGT0.617

+ 10 2648CACNA1H_uc002ckt.2_Missense_Mutation_p.M800INM_021098 NP_066921 O95180 CAC1H_HUMANII.|Helical; Name=S1 of repeat II; (Potential). 2GTGGCATCATGATGGCCATCC0.662

+ 35 6837CACNA1H_uc002ckt.2_Missense_Mutation_p.P2191S|CACNA1H_uc002cku.2_Missense_Mutation_p.P892S|CACNA1H_uc010brj.2_Missense_Mutation_p.P908S|CACNA1H_uc002ckv.2_Missense_Mutation_p.P886SNM_021098 NP_066921 O95180 CAC1H_HUMANCytoplasmic (Potential). 2GGTGGAACCCCCTGCGGAGGA0.721

- 23 8672PKD1_uc002cot.1_Missense_Mutation_p.D2821E|PKD1_uc010bse.1_RNANM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3GCTGCACCACGTCACTGAGGT0.622

+ 11 6782SRRM2_uc002crj.1_Missense_Mutation_p.R1982H|SRRM2_uc002crl.1_Missense_Mutation_p.R2078H|SRRM2_uc010bsu.1_Missense_Mutation_p.R1982HNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANArg-rich.|Ser-rich. 4ATCCGCAGGCGTTCTGCATCT0.542

- 25 2614CORO7_uc002cwe.2_RNA|CORO7_uc002cwf.2_Missense_Mutation_p.A832T|CORO7_uc002cwg.3_Missense_Mutation_p.A612T|CORO7_uc010uxh.1_Missense_Mutation_p.A814T|CORO7_uc010uxi.1_Missense_Mutation_p.A747T|CORO7_uc002cwi.1_3'UTRNM_024535 NP_078811 P57737 CORO7_HUMAN 0CAGATCACAGCCGTGTCTGGG0.617

+ 3 317ABAT_uc002czd.3_Missense_Mutation_p.P51S|ABAT_uc010buh.2_Intron|ABAT_uc010bui.2_Missense_Mutation_p.P51SNM_020686 NP_065737 P80404 GABT_HUMAN 1GACGGAAGTCCCAGGGCCTAG0.478

+ 5 481ABAT_uc002czd.3_Missense_Mutation_p.I105M|ABAT_uc010buh.2_Missense_Mutation_p.I47M|ABAT_uc010bui.2_Missense_Mutation_p.I105MNM_020686 NP_065737 P80404 GABT_HUMAN 1CTGTCCCCATAGGTAAGAGCT0.473

- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16 ccgccgccgctgcTCAGCCGA0.627

- 4 564CRYM_uc010bwq.1_RNA|CRYM_uc002dil.2_Missense_Mutation_p.S118F|CRYM_uc002dim.2_Missense_Mutation_p.S160FNM_001888 NP_001879 Q14894 CRYM_HUMAN 0CTCCTTAAAGGAGAACTGCTC0.527

+ 6 2696TNRC6A_uc010bxs.2_Missense_Mutation_p.S608L|TNRC6A_uc010vcc.1_Missense_Mutation_p.S608L|TNRC6A_uc002dmn.2_Missense_Mutation_p.S608L|TNRC6A_uc002dmo.2_Missense_Mutation_p.S608LNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2GGAGAAACTTCAAGGAATAAC0.468

+ 2 1570 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2AAAACCAAGGGGTTCCCTTGC0.512

- 10 1379 uc010vct.1_Intron NM_003321 NP_003312 P49411 EFTU_HUMAN 1ATTGGCTGCCGCAAGATTAGG0.547

- 1 165BCL7C_uc002dzt.1_Missense_Mutation_p.R11W|uc002dzu.2_Intron|MIR762_hsa-mir-762|MI0003892_RNA|CTF1_uc002dzw.2_5'Flank|CTF1_uc002dzx.2_5'FlankNM_004765 NP_004756 Q8WUZ0 BCL7C_HUMAN 0GCCCGGCTCCGGGTCTCGGCC0.453

+ 7 761SLC5A2_uc010car.2_RNA|C16orf58_uc002ecg.2_RNANM_003041 NP_003032 P31639 SC5A2_HUMANExtracellular (Potential). 1GGATCCAGCCGTGGGAAACAT0.662

+ 12 1793SLC9A5_uc010cee.2_Missense_Mutation_p.S282N|SLC9A5_uc010vji.1_Missense_Mutation_p.S81N|uc002esn.1_5'FlankNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2GAGAGTGGCAGTGGAGCGTGT0.592

+ 10 1401TSNAXIP1_uc010cep.2_3'UTR|TSNAXIP1_uc010vjz.1_Missense_Mutation_p.R213H|TSNAXIP1_uc002euf.3_Missense_Mutation_p.R69H|TSNAXIP1_uc010vka.1_Missense_Mutation_p.R390H|TSNAXIP1_uc010vkb.1_Missense_Mutation_p.R321H|TSNAXIP1_uc002eug.3_Missense_Mutation_p.R44H|TSNAXIP1_uc002euh.3_Missense_Mutation_p.R44H|TSNAXIP1_uc002eui.3_Missense_Mutation_p.R44H|TSNAXIP1_uc002euk.2_Missense_Mutation_p.R69HNM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0GGCCCAGAGCGCTGGCAGATG0.647

+ 2 786PSKH1_uc010cet.2_Missense_Mutation_p.V206INM_006742 NP_006733 P11801 KPSH1_HUMANProtein kinase. 0GCTGGATGGCGTCCGGTATCT0.587

- 3 228 NM_001907 NP_001898 P40313 CTRL_HUMAN Peptidase S1. 0GCAGTGGGCAGCAGTGACCAC0.662

+ 5 1931ZFP90_uc002ewb.2_3'UTR|ZFP90_uc002ewc.2_3'UTR|ZFP90_uc002ewd.2_Missense_Mutation_p.H547Y|ZFP90_uc002ewe.2_Missense_Mutation_p.H547YNM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 10. 1TGAGAGAACCCACACTGGAGA0.438

+ 3 268NUDT7_uc010vnj.1_IntronNM_001105663 NP_001099133 P0C024 NUDT7_HUMANNudix hydrolase. 2GCTAAGAAGGGCCCCTGGAGA0.418

+ 4 1322KLHL36_uc010chl.2_IntronNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 2. 2TACCTTGCCTCCATCGAAGAC0.567

- 19 2787ANKFY1_uc002fxn.2_Missense_Mutation_p.G959S|ANKFY1_uc002fxo.2_Missense_Mutation_p.G918S|ANKFY1_uc002fxp.2_Missense_Mutation_p.G916S|ANKFY1_uc010ckp.2_Missense_Mutation_p.G859SNM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 17. 3ATTTCTGAGCCTGCTTGGACA0.438

+ 4 520 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1GCTGCAGACCGTAAGGATGAT0.502

+ 13 3051MYOCD_uc002gno.2_Missense_Mutation_p.D966N|MYOCD_uc002gnq.2_Missense_Mutation_p.D642NNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5CTTCAACATCGATTTCCTGGA0.517

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].|17.0 cagctggacacacagcagctg 0.204

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0 ctggagatgctgcagctgggg 0.129

- 13 1723TTLL6_uc002iob.2_Missense_Mutation_p.R256K|TTLL6_uc010dbi.2_RNA|TTLL6_uc002ioc.2_Missense_Mutation_p.R316K|TTLL6_uc002iod.2_Missense_Mutation_p.R410KNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0GCCCTTCTTTCTCACTTGCTC0.527

+ 8 1319LPO_uc010wns.1_Missense_Mutation_p.E276K|LPO_uc010dcp.2_Missense_Mutation_p.E252K|LPO_uc010dcq.2_Missense_Mutation_p.E6K|LPO_uc010dcr.2_5'UTRNM_006151 NP_006142 P22079 PERL_HUMAN 2TGTCAACCAGGAGGTCTCAGA0.617

+ 1 508BPTF_uc002jge.2_Missense_Mutation_p.D149E|BPTF_uc010wqm.1_Missense_Mutation_p.D149ENM_182641 NP_872579 Q12830 BPTF_HUMANGlu-rich.|Asp-rich. 4aggaggaggaCGGCGACGCCG0.448

+ 4 1088GPR142_uc010wqx.1_Missense_Mutation_p.T275INM_181790 NP_861455 Q7Z601 GP142_HUMANHelical; Name=6; (Potential). 4CTGGGCATCACCACACTGTTC0.667

- 9 957PPP4R1_uc010wzo.1_Intron|PPP4R1_uc002kod.1_Missense_Mutation_p.S263L|PPP4R1_uc010wzp.1_RNANM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1TGTTGCACATGAAACCGCCAT0.413

+ 37 6670CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.S1722F|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_Missense_Mutation_p.S619F|CEP192_uc002krw.2_Missense_Mutation_p.S346F|CEP192_uc002krx.2_Missense_Mutation_p.S201F|CEP192_uc002kry.2_RNANM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5AGTCCTAATTCCTCCTTATCC0.328

+ 4 1315 NM_015879 NP_056963 O43173 SIA8C_HUMANLumenal (Potential). 2CCACTTGTATGGATTTTGGCC0.423

+ 8 1144SERPINB2_uc002ljo.2_Missense_Mutation_p.E271K|SERPINB2_uc010dqh.2_Missense_Mutation_p.E201K|SERPINB2_uc002ljp.1_Missense_Mutation_p.E76K|SERPINB2_uc002ljq.1_Missense_Mutation_p.E76KNM_001143818 NP_001137290 P05120 PAI2_HUMAN 2GCTTCCAGATGAAATTGCCGA0.413

+ 3 651CDH7_uc002lka.2_Missense_Mutation_p.R109K|CDH7_uc002lkb.2_Missense_Mutation_p.R109KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 1. 4GCCACCAAGAGACTGGATCGT0.498

- 27 3673RTTN_uc002lko.2_RNA|RTTN_uc010xfb.1_Missense_Mutation_p.A290VNM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8TTGCCTGACAGCAGTCCGGAT0.398

+ 23 2744PNPLA6_uc002mgq.1_Missense_Mutation_p.R802H|PNPLA6_uc010xjp.1_Missense_Mutation_p.R775H|PNPLA6_uc002mgr.1_Missense_Mutation_p.R802H|PNPLA6_uc002mgs.2_Missense_Mutation_p.R840H|PNPLA6_uc002mgt.1_5'FlankNM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3GATGCACACCGTATCGTACTC0.662

+ 10 1161LASS4_uc002mjh.2_Missense_Mutation_p.P230S|LASS4_uc002mji.2_Missense_Mutation_p.P117S|LASS4_uc010dvz.2_IntronNM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1GGTCCTCTTTCCCACCCAGTG0.567

- 5 35849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CTCTGCTGAAGAGCTGGTGGC0.498

- 3 20990 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CATTGATGTGGAAACAGTTGT0.463

- 1 9472 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TCAGGAGGCTCCTCCTGGGAC0.493

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AACTATGGGGGAAGTGGTTGG0.473

- 8 1152 NM_015719 NP_056534 P25940 CO5A3_HUMANNonhelical region. 10TCTGCTGCCCGGAAGTCAGGG0.537 rs147076757

- 3 645CACNA1A_uc002mwy.3_Missense_Mutation_p.E137KNM_001127221 NP_001120693 O00555 CAC1A_HUMANI.|Helical; Name=S2 of repeat I; (Potential). 2AAGTATGGTTCTGTGTCATCC0.478



+ 3 464CASP14_uc002naf.2_Missense_Mutation_p.M52INM_012114 NP_036246 P31944 CASPE_HUMAN 4AAAGCACCATGAAAAGAGACC0.542

- 3 420ILVBL_uc010dzw.2_Translation_Start_Site|ILVBL_uc010dzx.1_Missense_Mutation_p.T100MNM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2AAAGACGGCCGTGACCTCATG0.622

+ 8 2360NCAN_uc010ecc.1_Missense_Mutation_p.P318LNM_004386 NP_004377 O14594 NCAN_HUMAN 4AGGGGTATCCCGGGGTCTGAG0.597

+ 4 1702 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 14. 1TAAGAAAATTCATACTAGAGA0.358

- 4 1464ZNF43_uc010ecv.2_Missense_Mutation_p.N439I|ZNF43_uc002nql.2_Missense_Mutation_p.N439I|ZNF43_uc002nqm.2_Missense_Mutation_p.N439I|ZNF43_uc002nqk.2_Missense_Mutation_p.N375INM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 10. 2ATGAATTCTGTTATGTTTAGT0.383

- 4 1110ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTACTGAAGGCTTTGCCACAT0.413

+ 5 2103 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 18. 0GAGTTCACATCTTTCTCGGCA0.433

+ 11 3705 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2GACGGAGCAGGAAAGCATCAC0.622

+ 66 10022RYR1_uc002oiu.2_Missense_Mutation_p.A3298T|RYR1_uc002oiv.1_Missense_Mutation_p.A218T|RYR1_uc010xuf.1_Missense_Mutation_p.A218TNM_000540 NP_000531 P21817 RYR1_HUMAN 12CGCCCTGCCCGCCGGCGCCCC0.642

+ 3 219 NM_001042507 NP_001035972 P47929 LEG7_HUMAN Galectin. 0CAAGGAGCAAGGCTCCTGGGG0.667

+ 3 1369PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_Missense_Mutation_p.K296RNM_012099 NP_036231 O15446 RPA34_HUMAN 4AAGAGGCAAAAGGGGACGGAA0.557

- 5 2086ZNF836_uc010ydj.1_Missense_Mutation_p.I571NNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TCTCTTATGAATTGAAAGGTT0.383

+ 7 2811NLRP4_uc002qmf.2_Missense_Mutation_p.E722K|NLRP4_uc010etf.2_Missense_Mutation_p.E572KNM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15GCAGTGCTGCGAATACATCTC0.512

+ 31 5695GREB1_uc002rbp.1_Missense_Mutation_p.P797SNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CATCTGTGCCCCGGACAGCAA0.647

- 3 360HS1BP3_uc002rdx.2_Missense_Mutation_p.E107K|HS1BP3_uc002rdy.2_Missense_Mutation_p.E107KNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1GCTCTCCTCTCCCGGATGTCA0.562

- 26 7584 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATTTTGGTGTCCTGTAGGCTT0.418

+ 3 473 NM_030915 NP_112177 Q53QV2 LBH_HUMAN 0CCTGGTCCAGGAGGATGAGCA0.567

+ 10 1945LTBP1_uc002rot.2_Nonsense_Mutation_p.R323*|LTBP1_uc002rou.2_Nonsense_Mutation_p.R323*|LTBP1_uc002rov.2_Nonsense_Mutation_p.R323*|LTBP1_uc010ymz.1_Nonsense_Mutation_p.R323*|LTBP1_uc010yna.1_Nonsense_Mutation_p.R323*NM_206943 NP_996826 Q14766 LTBP1_HUMANEGF-like 3; calcium-binding (Potential).p.R649*(1) 8GGGCAGCTATCGATGTACCTG0.378

+ 7 961RASGRP3_uc010ync.1_Missense_Mutation_p.E112K|RASGRP3_uc002roy.2_Missense_Mutation_p.E112KNM_170672 NP_733772 Q8IV61 GRP3_HUMANN-terminal Ras-GEF. 5ACTAGGATATGAAAAACACGT0.443

- 5 955DHX57_uc002rre.2_5'UTR|DHX57_uc002rrg.2_Missense_Mutation_p.R286CNM_198963 NP_945314 Q6P158 DHX57_HUMAN 3TTGGATTTGCGGAATCTACTT0.343

+ 5 738 NR_003683 0 tttttttAAGGAATCGCTTCA0.388

- 2 959CTNNA2_uc010yse.1_Intron|CTNNA2_uc010ysf.1_Intron|CTNNA2_uc010ysg.1_Intron|CTNNA2_uc010ysh.1_Intron|CTNNA2_uc010ysi.1_5'Flank|LRRTM1_uc002soj.3_RNANM_178839 NP_849161 Q86UE6 LRRT1_HUMANLRR 6.|Lumenal (Potential). 5GATGAGGCGCGGGAAGTGGGC0.582

- 15 2643ANKRD39_uc002sxd.3_5'Flank|SEMA4C_uc002sxf.3_Missense_Mutation_p.P328L|SEMA4C_uc002sxe.2_Missense_Mutation_p.P369L|SEMA4C_uc002sxg.3_Missense_Mutation_p.P881LNM_017789 NP_060259 Q9C0C4 SEM4C_HUMANCytoplasmic (Potential). 2TGACTCCTCGGGGTTGGAGTC0.652

+ 7 1009ZAP70_uc010yvf.1_Missense_Mutation_p.P268S|ZAP70_uc002sye.1_Missense_Mutation_p.P158S|ZAP70_uc002syf.1_5'FlankNM_001079 NP_001070 P43403 ZAP70_HUMANInterdomain B. 6GGCTGCTGCTCCCACACTCCC0.706

- 5 739 NM_004854 NP_004845 O43529 CHSTA_HUMANPAPS (Probable).|Lumenal (Potential). 1GCCCACTTTGGGAGTCTGGCA0.498

- 7 1049SLC35F5_uc002tkt.2_RNA|SLC35F5_uc002tkv.2_Missense_Mutation_p.H203D|SLC35F5_uc002tkw.2_Missense_Mutation_p.H209DNM_025181 NP_079457 Q8WV83 S35F5_HUMAN 0TCCAATGCATGACTTGACGGA0.388

- 26 5146LRP1B_uc010fnl.1_Missense_Mutation_p.L574FNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 11. 50GTCCAGAAAAGAATTCTaaaa0.249

+ 18 2418KIF5C_uc002tws.1_RNA|KIF5C_uc002twt.2_Missense_Mutation_p.D236N|KIF5C_uc002twu.1_5'FlankNM_004522 NP_004513 O60282 KIF5C_HUMAN 1CAGCTTCCAGGATAAGGAGAA0.413

+ 6 1148GALNT13_uc002tyt.3_Missense_Mutation_p.R194Q|GALNT13_uc010foc.1_Missense_Mutation_p.R13QNM_052917 NP_443149 Q8IUC8 GLT13_HUMANLumenal (Potential).|Catalytic subdomain A. 6GCCCGTCTTCGAGGAGCAGCT0.423

- 1 470ERMN_uc010zcj.1_5'Flank|ERMN_uc010zck.1_Missense_Mutation_p.L70F|ERMN_uc002tzi.2_Missense_Mutation_p.L83FNM_020711 NP_065762 Q8TAM6 ERMIN_HUMAN 2GATGAGTTGAGCAGCATGTTC0.423

- 10 1412DPP4_uc010fpb.2_5'UTRNM_001935 NP_001926 P27487 DPP4_HUMANExtracellular (Potential). 3GATTTGTATGGAAGTTGCATT0.393

+ 4 539MYO3B_uc002ufv.2_Missense_Mutation_p.M119I|MYO3B_uc010fqb.1_Missense_Mutation_p.M119I|MYO3B_uc002ufz.2_Missense_Mutation_p.M132I|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002uga.2_Missense_Mutation_p.M119INM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19ATGAAGCAATGATCTCATACA0.493

+ 1 134HOXD12_uc010zew.1_Missense_Mutation_p.P45LNM_021193 NP_067016 P35452 HXD12_HUMAN 0ATCTCCTACCCGCGCGGCGCG0.706

- 46 13657TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.K4411T|TTN_uc010zfj.1_Missense_Mutation_p.K4286T|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153ACACTTGAACTTTTCATCTGA0.378

+ 11 2073SSFA2_uc002uoh.2_Missense_Mutation_p.A584V|SSFA2_uc002uoj.2_Missense_Mutation_p.A584V|SSFA2_uc002uok.2_RNA|SSFA2_uc010zfo.1_Missense_Mutation_p.A431V|SSFA2_uc002uol.2_Missense_Mutation_p.A431V|SSFA2_uc002uom.2_Missense_Mutation_p.A52VNM_001130445 NP_001123917 P28290 SSFA2_HUMAN 2AAGGCAGCAGCAGTTGCAGAC0.473

+ 4 2269 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11CAGAGAAACAGAAAAGTATAA0.323

- 61 11484DNAH7_uc002uti.3_Missense_Mutation_p.L278VNM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12GTCTTCAGTAACTTATTGAAC0.383

+ 12 5211MAP2_uc002vdd.1_Missense_Mutation_p.A356T|MAP2_uc002vdf.1_Missense_Mutation_p.A299T|MAP2_uc002vdg.1_Missense_Mutation_p.A299T|MAP2_uc002vdh.1_Missense_Mutation_p.A356T|MAP2_uc002vdi.1_Missense_Mutation_p.A1651TNM_002374 NP_002365 P11137 MAP2_HUMAN 17AAAATCTCCTGCGACTCCCAA0.502

- 9 1370NHEJ1_uc002vjq.3_Intron|SLC23A3_uc010zkr.1_Missense_Mutation_p.P428Q|SLC23A3_uc010fwb.2_Missense_Mutation_p.P303QNM_001144889 NP_001138361 Q6PIS1 S23A3_HUMANExtracellular (Potential). 0AACAGGCAGTGGGATGGTGGT0.552

- 14 2162_2163PTPRN_uc010zlc.1_Missense_Mutation_p.G602R|PTPRN_uc002vla.2_Missense_Mutation_p.G663RNM_002846 NP_002837 Q16849 PTPRN_HUMANCytoplasmic (Potential). 4ATCATGTGTCCCGTGGAGATGT0.663 rs145338513

- 3 327PTPRN_uc010zlc.1_5'UTR|PTPRN_uc002vla.2_Missense_Mutation_p.L80FNM_002846 NP_002837 Q16849 PTPRN_HUMANExtracellular (Potential). 4AAGCGTTGGAGAACTGGGGAG0.567

+ 1 286 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1AGAACACGGCCAGAAGACACC0.532

+ 22 2615GIGYF2_uc010zmj.1_Missense_Mutation_p.E760K|GIGYF2_uc002vtg.2_Missense_Mutation_p.E754K|GIGYF2_uc002vtj.3_Missense_Mutation_p.E781K|GIGYF2_uc002vtk.3_Missense_Mutation_p.E760K|GIGYF2_uc002vth.3_Missense_Mutation_p.E754K|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_Missense_Mutation_p.E591K|GIGYF2_uc002vtq.3_Missense_Mutation_p.E93KNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMANGln-rich.|Glu-rich. 7GAGGCAGGAAGAACTCCGAAG0.468

+ 4 829ESPNL_uc010fyw.2_5'UTRNM_194312 NP_919288 Q6ZVH7 ESPNL_HUMAN ANK 8. 1AATGAGGGGGCCACGGCCCTG0.657

- 17 2257HDLBP_uc002wba.2_Missense_Mutation_p.R677C|HDLBP_uc002wbb.2_Missense_Mutation_p.R629CNM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 8. 4ATGATGGAGCGGATCAGACGG0.587

+ 13 1288FARP2_uc010zoq.1_Missense_Mutation_p.P391S|FARP2_uc010zor.1_Missense_Mutation_p.P391S|uc002wbj.2_5'FlankNM_014808 NP_055623 O94887 FARP2_HUMAN 3CATCTCATTCCCCGAGGGATT0.478

- 24 4051NINL_uc010gdn.1_Missense_Mutation_p.S977F|NINL_uc002wuw.1_Missense_Mutation_p.S117FNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5CAGCAGGTCGGACTTCGTGTT0.567



+ 2 91FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGAAAATATCTTGGTATAAAT0.333 rs137871677

+ 1 135 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0CTGCTCTTATCCCAGCTGACT0.537

+ 8 1104PABPC1L_uc010zwq.1_Intron|PABPC1L_uc002xmv.2_RNA|PABPC1L_uc002xmw.2_5'Flank|PABPC1L_uc002xmx.2_5'FlankNM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1GTGTGTTTTTCCTCCCCAGAA0.587

+ 2 1198SEMG2_uc002xnk.2_Missense_Mutation_p.Q381K|SEMG2_uc002xnl.2_Missense_Mutation_p.Q381KNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|4 X 60 AA tandem repeats, type I. 1AACTGAAGAGCAAATACATGG0.388

+ 1 986 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14CCCTGGGATGCCAAGGCCCCC0.721

- 1 87 BAGE_uc002yix.2_RNANM_182482 NP_872288 0 agacgagccacggtgttacag 0

- 7 1031 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2GTGGTCCTAAGAGGTCTTCCT0.303

- 1 211 NM_181617 NP_853648 Q3LI59 KR212_HUMAN 0CAAAGTGGTCGGTAGCCACAG0.279 rs147814118

+ 20 1590PPIL2_uc002zvh.3_Silent_p.E490E|PPIL2_uc002zvi.3_Missense_Mutation_p.A492T|PPIL2_uc002zvg.3_Missense_Mutation_p.A492T|PPIL2_uc011aij.1_Missense_Mutation_p.S436N|PPIL2_uc002zvk.3_Missense_Mutation_p.A238TNM_148175 NP_680480 Q13356 PPIL2_HUMAN 2CAGGAAGCGAGCAGCAGAGGA0.612

+ 7 1702_1703OSBP2_uc011ala.1_Missense_Mutation_p.R367Q|OSBP2_uc010gwc.1_Missense_Mutation_p.R360Q|OSBP2_uc011alb.1_Intron|OSBP2_uc003aiz.1_Missense_Mutation_p.R532Q|OSBP2_uc003aja.1_Missense_Mutation_p.R166Q|OSBP2_uc011alc.1_Missense_Mutation_p.R275Q|OSBP2_uc003ajb.2_Missense_Mutation_p.R78Q|OSBP2_uc011ald.1_Missense_Mutation_p.R77Q|OSBP2_uc010gwd.1_Missense_Mutation_p.R78QNM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2TGCATCGGCCGGGAGCTCTCCA0.609

- 3 497PIK3IP1_uc003akl.2_5'Flank|PIK3IP1_uc011alo.1_Missense_Mutation_p.E103K|PIK3IP1_uc003akn.2_Silent_p.Q83Q|PIK3IP1_uc003ako.2_Missense_Mutation_p.E103KNM_052880 NP_443112 Q96FE7 P3IP1_HUMANExtracellular (Potential). 1GGGCAGGTACCTGGACAGCGC0.736

- 3 486C22orf33_uc003aqe.2_Nonsense_Mutation_p.Q29*NM_001163857 NP_001157329 O43247 EAN57_HUMAN 0TGGCATGGCTGAGCCCCCTCT0.622

+ 18 4668TNRC6B_uc003aym.2_Nonsense_Mutation_p.W682*|TNRC6B_uc003ayn.3_Nonsense_Mutation_p.W1376*|TNRC6B_uc003ayo.2_Nonsense_Mutation_p.W1233*NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0GGAGTGCCATGGAAAGGTATC0.413

- 3 317MKL1_uc003ayw.1_Missense_Mutation_p.S37L|MKL1_uc010gye.1_Missense_Mutation_p.S37L|MKL1_uc010gyf.1_Missense_Mutation_p.S37LNM_020831 NP_065882 Q969V6 MKL1_HUMANRPEL 1.|Mediates interaction with SCAI and ACTB (By similarity).5GACCAGCTCCGATCTCTCCGG0.473

- 10 5302CELSR1_uc011arc.1_Missense_Mutation_p.R89WNM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Laminin G-like 2. 11TCGGTCACCCGCAACCCGGAC0.587

- 4 720IL5RA_uc010hbq.2_Missense_Mutation_p.E26K|IL5RA_uc010hbr.2_Missense_Mutation_p.E26K|IL5RA_uc010hbs.2_Missense_Mutation_p.E26K|IL5RA_uc011asl.1_Missense_Mutation_p.E26K|IL5RA_uc011asm.1_Missense_Mutation_p.E26K|IL5RA_uc010hbt.2_Missense_Mutation_p.E26K|IL5RA_uc011asn.1_Missense_Mutation_p.E26K|IL5RA_uc010hbu.2_Missense_Mutation_p.E26KNM_000564 NP_000555 Q01344 IL5RA_HUMANExtracellular (Potential). 1TTACTCTTTTCATCAGGAAGT0.348

- 16 2769ATP2B2_uc003bvv.2_Missense_Mutation_p.R732Q|ATP2B2_uc003bvw.2_Missense_Mutation_p.R732Q|ATP2B2_uc010hdo.2_Missense_Mutation_p.R482QNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6CTTGTCAATTCGCTCCTGCTC0.488

- 9 882GADL1_uc003ceq.1_Missense_Mutation_p.G279RNM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0TCAAAAGCTCCCAACACAGTT0.438

+ 2 679_680ACAA1_uc003cht.2_5'Flank|ACAA1_uc003chu.2_5'Flank|ACAA1_uc010hgy.2_5'Flank|ACAA1_uc010hgz.2_5'Flank|ACAA1_uc003chv.2_5'Flank|MYD88_uc011ayh.1_Missense_Mutation_p.P166S|MYD88_uc011ayi.1_Missense_Mutation_p.P166S|MYD88_uc011ayj.1_Missense_Mutation_p.P166S|MYD88_uc011ayk.1_Intron|MYD88_uc011ayl.1_IntronNM_002468 NP_002459 Q99836 MYD88_HUMANIntermediate domain (By similarity). 94CACTTGATGACCCCCTGGGTAA0.525

+ 12 1499TRAK1_uc011azh.1_Missense_Mutation_p.S428F|TRAK1_uc011azi.1_Missense_Mutation_p.S428F|TRAK1_uc003ckz.3_Missense_Mutation_p.S354F|TRAK1_uc011azj.1_Missense_Mutation_p.S354F|TRAK1_uc003cla.2_Missense_Mutation_p.S370FNM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANInteraction with HGS. 1ATCCCCGGCTCCAACCAGTCC0.572

- 14 4030FYCO1_uc011bal.1_Missense_Mutation_p.P1275LNM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN 1AGCGTCGTCCGGTGGCCTGTA0.517

- 4 1671CSPG5_uc003crn.2_Intron|CSPG5_uc003cro.3_Intron|CSPG5_uc011bbb.1_Missense_Mutation_p.P361SNM_006574 NP_006565 O95196 CSPG5_HUMANCytoplasmic (Potential). 2CGGGCATGGGGGGAGGAGGTA0.517

- 3 457 NM_012234 NP_036366 Q8N488 RYBP_HUMAN 0CTGTTTGCTTCACTAGGAGGA0.368

+ 1 695ROBO2_uc003dpz.2_Missense_Mutation_p.R18G|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.R18GNM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 11TTTATATGTTCGGGTTGATGG0.373

+ 4 784 NM_173824 NP_776185 Q5JPI3 CC038_HUMAN 0TCTCAGAATCCTTTTCTAGGA0.393

+ 3 1130EPHA6_uc003drp.1_Missense_Mutation_p.Y363DNM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANExtracellular (Potential). 16CAGTACAGGATATGAAGAAAT0.343

- 7 614MORC1_uc011bhn.1_Missense_Mutation_p.P176LNM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8AGTTTTAAATGGGGAGTATTT0.343

+ 9 1301ESYT3_uc010hug.2_RNANM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0CACCTGGAACGAAGTGTTTGA0.582

+ 4 580AGTR1_uc003ewh.2_Missense_Mutation_p.G45E|AGTR1_uc003ewi.2_Missense_Mutation_p.G45E|AGTR1_uc003ewj.2_Missense_Mutation_p.G45E|AGTR1_uc003ewk.2_Missense_Mutation_p.G45ENM_031850 NP_114038 P30556 AGTR1_HUMANHelical; Name=1; (Potential). 0GGAATATTTGGAAACAGCTTG0.353

- 6 1355CP_uc011bnr.1_RNA|CP_uc003ewx.3_Missense_Mutation_p.G149W|CP_uc003ewz.2_Missense_Mutation_p.G368W|CP_uc010hvf.1_Missense_Mutation_p.G94WNM_000096 NP_000087 P00450 CERU_HUMAN 1ACATGCTTCCCACGGATATTA0.418

- 1 333CP_uc011bnr.1_RNA|CP_uc003ewz.2_Missense_Mutation_p.G27ENM_000096 NP_000087 P00450 CERU_HUMANF5/8 type A 1.|Plastocyanin-like 1. 1 TTCAATAATTCCAATGTAATA0.353

- 19 2433ZBBX_uc011bpc.1_Missense_Mutation_p.E743K|ZBBX_uc003feq.2_Missense_Mutation_p.E675KNM_024687 NP_078963 A8MT70 ZBBX_HUMAN Potential. 2ACTTGTAATTCTTTTTCCAAA0.328

- 3 319 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11AGGGATTCTTCCCACTTCTTG0.408

- 8 1079ATP13A3_uc003ftz.1_5'FlankNM_024524 NP_078800 Q9H7F0 AT133_HUMANHelical; (Potential). 1ATCAGTGCTCCACAGTATAAC0.333

- 3 12755MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0AGGCTGGTGACAGGAAGAGGG0.582

- 3 1350ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0TCTTCACATTTGTAAGGTTTC0.418

- 3 1955ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.R454G|ZNF721_uc010ibe.2_Missense_Mutation_p.R410GNM_133474 NP_597731 D9N162 D9N162_HUMAN 1GCTCTGCCACGATCTTCACAT0.378

+ 11 1639FAM193A_uc010ick.2_Missense_Mutation_p.G630R|FAM193A_uc003gfd.2_Missense_Mutation_p.G430R|FAM193A_uc011bvm.1_Missense_Mutation_p.G452R|FAM193A_uc011bvn.1_Missense_Mutation_p.G430R|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_RNA|FAM193A_uc003gfe.2_Missense_Mutation_p.G284RNM_003704 NP_003695 P78312 F193A_HUMAN 3AATGACAGCCGGAGCCCTTCC0.502

+ 16 1798SLIT2_uc003gps.1_Missense_Mutation_p.P524SNM_004787 NP_004778 O94813 SLIT2_HUMAN LRRNT 3. 11GGAGCACATTCCCCAGTACAC0.448

- 11 1866GPR125_uc010ieo.1_Missense_Mutation_p.S408L|GPR125_uc003gqn.1_Missense_Mutation_p.S308L|GPR125_uc003gqo.2_Missense_Mutation_p.S534LNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential). 1ACTTACTGTTGAATAAACGTG0.488

+ 12 2071NSUN7_uc003gvi.3_3'UTRNM_024677 NP_078953 0CCGAGCTGCAGCCAAGGGTCT0.428

- 2 240NMU_uc003hbd.1_RNA|NMU_uc010igv.1_RNA|NMU_uc010igw.1_5'UTR|NMU_uc010igx.1_RNANM_006681 NP_006672 P48645 NMU_HUMAN 0AGGCTGTAATCCTTGAGGTAA0.308

- 6 1370 NM_001076 NP_001067 P54855 UDB15_HUMAN 0TTGATAATTTCATGACATTCT0.363

+ 5 1203UGT2B10_uc011cam.1_Missense_Mutation_p.P309LNM_001075 NP_001066 P36537 UDB10_HUMAN p.P393S(1) 5GTGGGCATTCCATTGTTTTTT0.448

+ 3 962RUFY3_uc003hfp.3_Missense_Mutation_p.L183F|RUFY3_uc011cax.1_Missense_Mutation_p.L141F|RUFY3_uc003hfr.2_Missense_Mutation_p.L123F|RUFY3_uc011cay.1_Missense_Mutation_p.L59FNM_014961 NP_055776 Q7L099 RUFY3_HUMAN RUN. 0AAAAACTTTTCTCGGACAAAA0.259

+ 5 608ALB_uc003hgw.3_Intron|ALB_uc011cbe.1_5'UTR|ALB_uc003hgt.3_Missense_Mutation_p.L179F|ALB_uc010iii.2_Missense_Mutation_p.L64F|ALB_uc003hgu.3_Missense_Mutation_p.L29F|ALB_uc003hgv.3_5'UTR|ALB_uc011cbf.1_Missense_Mutation_p.L69F|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_5'UTRNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 1. 6CCCGGAACTCCTTTTCTTTGC0.353

+ 12 1444USO1_uc003hiv.2_Missense_Mutation_p.Q258H|USO1_uc003hiw.2_Missense_Mutation_p.Q258HNM_003715 NP_003706 O60763 USO1_HUMANARM 8.|Globular head. 3CAGCTGGCCAGTTATTATGTG0.383



- 13 2312 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6ACCATCAGATCCTTCCATTGA0.294

- 5 665 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0TTCATATAGTCGTGGGATAAA0.269 rs147933911

- 8 1011AGXT2L1_uc010imc.2_Missense_Mutation_p.G271E|AGXT2L1_uc011cfm.1_Missense_Mutation_p.G237E|AGXT2L1_uc011cfn.1_Missense_Mutation_p.G204E|AGXT2L1_uc011cfo.1_Missense_Mutation_p.G219ENM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1CATCGGTTTTCCCATTGTGAC0.468

- 9 2573NDST4_uc010imw.2_RNANM_022569 NP_072091 Q9H3R1 NDST4_HUMANLumenal (Potential).|Heparan sulfate N-sulfotransferase 4.4AACTGAACTTCCTCAAATGTC0.318

+ 1 3845 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 12.|Extracellular (Potential). 18CCTGCCTATTCCCTTGTAATT0.363

+ 8 7405FAT4_uc011cgp.1_Missense_Mutation_p.H767Y|FAT4_uc003ifi.1_5'FlankNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 24. 18ATTTCAGCATCACCCATATGT0.453

+ 17 13949FAT4_uc011cgp.1_Missense_Mutation_p.S2891L|FAT4_uc003ifi.1_Missense_Mutation_p.S2127LNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCytoplasmic (Potential). 18CCAAAATTTTCAATCCAGAGG0.498

+ 19 3303TLL1_uc011cjn.1_Splice_Site_p.E909_splice|TLL1_uc011cjo.1_Splice_Site_p.E710_spliceNM_012464 NP_036596 O43897 TLL1_HUMAN 7ATTCTACAGGTCAGCAAATTC0.368

+ 12 2360ODZ3_uc003ive.1_Missense_Mutation_p.V181INM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0AGGCTGTGACGTAGCCATGGA0.517

+ 2 585 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0AAGCTCTGGGTCGGGCCAGTG0.423

- 10 8199 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 24. 12CTAACAAAGAAAGTGAAGAAT0.378

+ 2 5636 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AAGCAGTTTTCACTTATGAGA0.333

+ 1 389uc003kwm.3_Intron|SLC22A4_uc010jdq.1_5'FlankNM_003059 NP_003050 Q9H015 S22A4_HUMANExtracellular (Potential). 0CGGGACGGCCGCGAGGTGCCC0.746

+ 1 1384PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.R428Q|PCDHA4_uc011daa.1_Missense_Mutation_p.R428QNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 4.|Extracellular (Potential). 6GTGACCGCGCGAGACGGGGGC0.617

+ 1 2321PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.P774L|PCDHA13_uc003lid.2_Missense_Mutation_p.P774LNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCytoplasmic (Potential).|PXXP 2.|6 X 4 AA repeats of P-X-X-P.6GCCTTCAGTCCCAGCCTTCCT0.567

+ 1 1511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANCadherin 4.|Extracellular (Potential). 2GACGTCAATGACAACGCCCCC0.587

- 5 857ARAP3_uc011dbe.1_5'Flank|ARAP3_uc003lln.2_Missense_Mutation_p.S182L|ARAP3_uc003llo.1_Missense_Mutation_p.S260LNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7CAGGGTGGGCGATAAGAGGGT0.607 rs144278581

- 3 331CCDC69_uc010jhu.2_5'UTR|CCDC69_uc011dcq.1_RNANM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2TTCTTCTTTTCCTCCTCATGT0.502

+ 7 2110C5orf25_uc003mdt.3_Missense_Mutation_p.L153P|C5orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Missense_Mutation_p.L29PQ8NDZ2 CE025_HUMAN 0GGGCGAGTCCTTTTCCTGCGT0.488

+ 10 3620RREB1_uc003mxb.2_Missense_Mutation_p.S1077L|RREB1_uc010jnx.2_Missense_Mutation_p.S1077LNM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11TCTGTATCCTCGGCCCCCACC0.627

+ 1 811_812 NM_030905 NP_112167 O76002 OR2J2_HUMANCytoplasmic (Potential). 0TGGGCTTCAGAAAGTGTTTAGG0.45

- 10 1733_1734VARS_uc011doi.1_RNA NM_006295 NP_006286 P26640 SYVC_HUMAN 3CCCAGTCCAAGGAGCTGCCAAG0.594

- 2 467CYP39A1_uc011dwa.1_Missense_Mutation_p.S88F|CYP39A1_uc010jzd.1_5'UTRNM_016593 NP_057677 Q9NYL5 CP39A_HUMAN 1TACTTTTTTGGATTTTAGAAA0.323

+ 6 908GPR111_uc010jzk.1_Missense_Mutation_p.G235R|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential). 1AGATAACATTGGAAAAAATTT0.398

+ 3 732 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0AATAACAGCGGCATGAATCTA0.333

- 6 921 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11TACAGTGCTTCCCCGAGGGGT0.607

+ 13 2596FAM135A_uc003pfi.2_Missense_Mutation_p.N625K|FAM135A_uc003pfh.2_Missense_Mutation_p.N608K|FAM135A_uc003pfl.2_Missense_Mutation_p.N488K|FAM135A_uc003pfn.2_Intron|FAM135A_uc003pfo.1_Missense_Mutation_p.N192K|FAM135A_uc010kan.1_5'FlankNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1CATTAGGAAATCATTGTACTG0.353

- 56 8558COL12A1_uc003pht.2_Missense_Mutation_p.G1634RNM_004370 NP_004361 Q99715 COCA1_HUMANTriple-helical region (COL2) with 1 imperfection. 9ATAGAGAGTCCATTGGGTCCC0.488

- 1 205ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMAN 25AGTAAATGTTCTTCATCACTT0.383

- 5 1614THEMIS_uc010kfa.2_Missense_Mutation_p.G335E|THEMIS_uc011ebt.1_Missense_Mutation_p.G432E|THEMIS_uc010kfb.2_Missense_Mutation_p.G397ENM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. 4TACAAAACCTCCTTCCATGTA0.443

+ 10 1892GPR126_uc010khd.2_Missense_Mutation_p.G466E|GPR126_uc010khe.2_Missense_Mutation_p.G494E|GPR126_uc010khf.2_Missense_Mutation_p.G466ENM_020455 NP_065188 Q86SQ4 GP126_HUMANExtracellular (Potential). 1AATTTGGAAGGAAAAATCATT0.393

+ 29 5975TIAM2_uc003qqe.2_Missense_Mutation_p.L1568M|TIAM2_uc010kjj.2_Missense_Mutation_p.L1130M|TIAM2_uc003qqf.2_Missense_Mutation_p.L944M|TIAM2_uc011efl.1_Missense_Mutation_p.L912M|TIAM2_uc003qqg.2_Missense_Mutation_p.L880M|TIAM2_uc003qqh.2_Missense_Mutation_p.L493M|uc003qqi.1_RNANM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GAGTGACATCCTGAGCGATGA0.537

+ 12 1767MLLT4_uc003qwb.1_Missense_Mutation_p.G527E|MLLT4_uc003qwc.1_Missense_Mutation_p.G543E|MLLT4_uc003qwf.2_Missense_Mutation_p.G228ENM_001040001 NP_001035090 P55196 AFAD_HUMAN 5ATTCATAGTGGGACAGCATTA0.413

- 7 1678MICALL2_uc003ski.3_5'UTRNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1ATCCTCGAAGGGAGGCCAAGC0.627 rs146347352

+ 17 2432ZMIZ2_uc003tlq.2_Missense_Mutation_p.T712I|ZMIZ2_uc003tls.2_Missense_Mutation_p.T744I|ZMIZ2_uc003tlt.2_Missense_Mutation_p.T393I|ZMIZ2_uc010kyj.2_Missense_Mutation_p.T292I|ZMIZ2_uc003tlu.2_Missense_Mutation_p.T51I|ZMIZ2_uc010kyk.1_5'FlankNM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5AGCACCCCAACCCTTGCTGAG0.632

- 1 908 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0TCGCCGCCGCCGCTGCCCCCA0.587

+ 54 14090_14091ABCA13_uc010kys.1_Missense_Mutation_p.L1764S|ABCA13_uc010kyt.1_RNA|ABCA13_uc010kyu.1_Missense_Mutation_p.L419SNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TCATTCTACTCTCCAAGGCACA0.391

- 6 626PSPH_uc003trj.2_Intron|PHKG1_uc003try.1_Missense_Mutation_p.L38P|PHKG1_uc011kdb.1_Missense_Mutation_p.L176P|PHKG1_uc011kdc.1_Missense_Mutation_p.L135P|PHKG1_uc011kdd.1_Missense_Mutation_p.L90PNM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1CACGATGTTGAGTTTGTGCAA0.527

+ 5 1255CLIP2_uc003uan.2_Missense_Mutation_p.A310TNM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN 3GGGTGTGTCAGCACTGACCCA0.632

- 10 13870PCLO_uc003uhv.2_Missense_Mutation_p.S4527R|PCLO_uc003uht.1_5'UTR|PCLO_uc003uhu.1_5'UTRNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CAATTTCTCCACTATGTCCCG0.378

+ 9 1090CROT_uc003uiu.2_Missense_Mutation_p.S310NNM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3GAGGATAGCAGTCCACATGTA0.353

+ 4 1252C7orf51_uc003uve.1_Missense_Mutation_p.E147KNM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1CCACTCCAAGGAGCCAGCCGG0.687

+ 3 6600MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|34.27CACCCTTTCAACAACTCCTGT0.483 rs147644870

+ 21 4123MET_uc010lkh.2_Splice_Site_p.L1330_splice|MET_uc011knj.1_Splice_Site_p.L882_spliceNM_000245 NP_000236 P08581 MET_HUMAN 159TTTTGGAACAGATATGAAGTA0.423

- 8 2538GRM8_uc003vls.2_RNA|GRM8_uc011kof.1_RNA|GRM8_uc003vlt.2_Missense_Mutation_p.D743N|GRM8_uc010lkz.1_RNANM_000845 NP_000836 O00222 GRM8_HUMANExtracellular (Potential). 23TCAGAAATGTCACACTTGAGC0.468

+ 3 663 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5CTGGCCACAGGGATTCAAGGT0.507 rs146306673

+ 15 4802ARHGEF5_uc003wem.2_Missense_Mutation_p.P363SNM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. 2AGGCTGGTTTCCTGTGCAGCA0.572



- 3 915GIMAP6_uc003whm.2_Missense_Mutation_p.R84QNM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3GTCTTCCTTCCGGGTGAACAC0.622

- 18 2362 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GAGGCCATCCCCCTGGGACGA0.512

+ 4 3992 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12CACTTTTTTTCCTAGTGATGG0.408

+ 2 467GRHL2_uc010mbt.1_Missense_Mutation_p.A46V|GRHL2_uc011lhi.1_Missense_Mutation_p.A46VNM_024915 NP_079191 Q6ISB3 GRHL2_HUMANTranscription activation. 3CCCCTGACAGCAGCCACCAAG0.547

+ 1 209 NM_024410 NP_077721 Q14990 ODFP1_HUMAN2 X 5 AA repeats of [RC]-C-L-C-D.|1. 2TTTAGCACACGGTGCCTGTGC0.507 rs117958007

+ 1 345 NM_003301 NP_003292 P34981 TRFR_HUMANHelical; Name=3; (Potential). 3TTGGGAATTAATGCATCCTCT0.463

+ 16 1825 NM_022045 NP_071328 Q96DY7 MTBP_HUMANInteraction with MDM2 (By similarity). 3CAAAGAGGGTCCTCGGGACTC0.398

+ 10 2457 NM_003129 NP_003120 Q14534 ERG1_HUMAN 2GCTGCTTTCTGTGTAAGTTGT0.388

+ 1 271 NM_002170 NP_002161 P32881 IFNA8_HUMAN 0CTCTGTCCTCCATGAGATGAT0.473

- 6 1225CLTA_uc003zzf.1_Intron|GNE_uc010mlg.2_Missense_Mutation_p.A337V|GNE_uc011lpl.1_Missense_Mutation_p.A227V|GNE_uc010mli.2_Missense_Mutation_p.A368V|GNE_uc010mlj.2_Missense_Mutation_p.A332VNM_005476 NP_005467 Q9Y223 GLCNE_HUMANUDP-N-acetylglucosamine 2-epimerase. 0TTGGGTGTCAGCATCCCGGAC0.393

+ 1 474 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2AAGAGAGCTCGAAAACAAGTT0.448

- 3 4938 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TGTGTCGGTCCGTTATTGCCT0.453

- 5 1273KLHL13_uc004eqk.2_Missense_Mutation_p.G353E|KLHL13_uc011mtn.1_Missense_Mutation_p.G244E|KLHL13_uc011mto.1_Missense_Mutation_p.G398E|KLHL13_uc011mtp.1_Missense_Mutation_p.G406E|KLHL13_uc004eqm.2_Missense_Mutation_p.G353E|KLHL13_uc011mtq.1_Missense_Mutation_p.G388ENM_033495 NP_277030 Q9P2N7 KLH13_HUMAN Kelch 2. 2TGCCGTTTTTCCTTTTGTATC0.433

+ 5 418OCRL_uc004eur.2_Missense_Mutation_p.R85WNM_000276 NP_000267 Q01968 OCRL_HUMAN 4CTGCAAAATTCGGGTTCAGGG0.423

+ 1 927PCDH11Y_uc010nwg.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fql.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fqm.1_Missense_Mutation_p.E54K|PCDH11Y_uc004fqn.1_Missense_Mutation_p.E65KNM_032973 NP_116755 Q9BZA8 PC11Y_HUMANExtracellular (Potential).|Cadherin 1. 0CATCCGAGAAGAAATTCCAGA0.463

- 4 389KIAA1751_uc009vkz.1_Missense_Mutation_p.R78L|KIAA1751_uc001ain.1_Missense_Mutation_p.R78LNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1CAGGTTCTGCCGCAGGTGAAA0.502

- 4 1018GPR157_uc010oad.1_Missense_Mutation_p.S227FNM_024980 NP_079256 Q5UAW9 GP157_HUMANCytoplasmic (Potential). 0GCAACAGAGAGAGAAGAGCCG0.607

+ 16 1818CLCNKA_uc001axt.2_RNA|CLCNKA_uc001axv.2_Missense_Mutation_p.P580S|CLCNKA_uc010obw.1_Missense_Mutation_p.P537S|CLCNKB_uc001axw.3_Intron|CLCNKA_uc010oby.1_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 1. 1GACCGAGTATCCCCTGGTGGA0.557

- 20 3350EIF4G3_uc010odi.1_Missense_Mutation_p.E636K|EIF4G3_uc010odj.1_Missense_Mutation_p.E1031K|EIF4G3_uc009vpz.2_Missense_Mutation_p.E752K|EIF4G3_uc001bed.2_Missense_Mutation_p.E1032K|EIF4G3_uc001bef.2_Missense_Mutation_p.E1068K|EIF4G3_uc001bee.2_Missense_Mutation_p.E1038KNM_003760 NP_003751 O43432 IF4G3_HUMAN 1CACCCACCTTCGTCCACTCTC0.448

+ 4 768NBPF3_uc001bes.2_Missense_Mutation_p.E84K|NBPF3_uc009vqb.2_Missense_Mutation_p.E140K|NBPF3_uc010odm.1_Missense_Mutation_p.E70KNM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2GAAGCTTGCAGAGGAGCTCGG0.552

+ 2 344RHD_uc010oep.1_Missense_Mutation_p.G96S|RHD_uc001bkc.2_Missense_Mutation_p.G96S|RHD_uc009vrm.2_5'UTR|RHD_uc001bka.2_Missense_Mutation_p.G96S|RHD_uc001bkb.2_Missense_Mutation_p.G96S|RHD_uc009vrn.2_Missense_Mutation_p.G96S|RHD_uc009vro.2_Missense_Mutation_p.G96S|RHD_uc009vrp.2_Missense_Mutation_p.G96SNM_016124 NP_057208 Q02161 RHD_HUMANHelical; (Potential). 1CCTGCTGGACGGCTTCCTGAG0.577

- 11 1079UBXN11_uc001blz.1_Missense_Mutation_p.F236Y|UBXN11_uc001blv.2_Missense_Mutation_p.F231Y|UBXN11_uc001bly.2_Missense_Mutation_p.F149Y|UBXN11_uc001blx.2_Missense_Mutation_p.F27Y|UBXN11_uc001bma.2_Missense_Mutation_p.F236Y|UBXN11_uc001bmb.1_Missense_Mutation_p.F269Y|UBXN11_uc010ofb.1_Missense_Mutation_p.F194Y|UBXN11_uc010ofc.1_Missense_Mutation_p.F111YNM_183008 NP_892120 Q5T124 UBX11_HUMAN SEP. 1CTCTGAGGGAAAGAAGCCATC0.582

+ 20 6984ARID1A_uc001bmu.1_Missense_Mutation_p.A1987V|ARID1A_uc001bmx.1_Missense_Mutation_p.A1050V|ARID1A_uc009vsm.1_Missense_Mutation_p.A532V|ARID1A_uc009vsn.1_Missense_Mutation_p.A446VNM_006015 NP_006006 O14497 ARI1A_HUMAN 142GACAGCCTTGCCGCCACACAG0.642

+ 8 1440HCRTR1_uc001btb.2_Missense_Mutation_p.A177V|HCRTR1_uc001btc.3_Missense_Mutation_p.A266V|HCRTR1_uc001btd.2_Missense_Mutation_p.A352V|HCRTR1_uc010ogl.1_Missense_Mutation_p.A352VNM_001525 NP_001516 O43613 OX1R_HUMANHelical; Name=7; (Potential). 1GCCAACAGCGCTGCCAACCCC0.592

+ 2 288ZSCAN20_uc001bxk.2_Missense_Mutation_p.R41C|ZSCAN20_uc009vui.2_Missense_Mutation_p.R41CNM_145238 NP_660281 P17040 ZSC20_HUMAN 4GGAGAAGGACCGTGGCTCTGT0.597

- 64 9804CSMD2_uc001bxm.1_Missense_Mutation_p.R3403WNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12GGTGGCTCCCGGGCAGTGTTG0.502 rs149656829

- 55 8419CSMD2_uc001bxm.1_Missense_Mutation_p.R2941QNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 19.|Extracellular (Potential). 12GCAGCTGTACCGCACCACTGC0.597 rs149704396

- 9 1231CSMD2_uc001bxm.1_Missense_Mutation_p.R441QNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|Sushi 2. 12ACCCTCACCTCGGCAGACTGG0.632

- 2 567 NM_152374 NP_689587 Q8TAB5 CA216_HUMAN 1TCTGGTTGGAGCTCGGGCTGA0.567

- 6 1692PABPC4_uc001cdl.2_Missense_Mutation_p.R265H|PABPC4_uc001cdm.2_Missense_Mutation_p.R265H|SNORA55_uc001cdo.1_5'FlankNM_003819 NP_003810 Q13310 PABP4_HUMAN RRM 3. 0CTTTTGTGCACGGCCTACAAA0.398

+ 4 599ZNF642_uc009vwb.2_Missense_Mutation_p.R102Q|ZNF642_uc010ojk.1_Missense_Mutation_p.R102QNM_198494 NP_940896 Q49AA0 ZN642_HUMAN KRAB. 0AATCTATACCGAGAGGTGATG0.458 rs145832267

- 4 586MUTYH_uc009vxn.2_Intron|MUTYH_uc001cnf.2_Missense_Mutation_p.A99T|MUTYH_uc009vxo.2_Missense_Mutation_p.A99T|MUTYH_uc001cng.2_Missense_Mutation_p.A110T|MUTYH_uc001cnj.2_Missense_Mutation_p.A7T|MUTYH_uc001cni.2_Missense_Mutation_p.A99T|MUTYH_uc001cnh.2_Missense_Mutation_p.A100T|MUTYH_uc001cno.2_Missense_Mutation_p.A7T|MUTYH_uc001cnk.2_Silent_p.G8G|MUTYH_uc010oll.1_Intron|MUTYH_uc001cnl.2_Missense_Mutation_p.A113T|MUTYH_uc009vxp.2_Missense_Mutation_p.A127T|MUTYH_uc001cnn.2_Missense_Mutation_p.A114TNM_012222 NP_036354 Q9UIF7 MUTYH_HUMAN 0CCAGCATATGCCCGCCTGTCC0.632

+ 6 1127MUTYH_uc001cnf.2_5'Flank|MUTYH_uc009vxo.2_5'Flank|MUTYH_uc001cng.2_5'Flank|MUTYH_uc001cnj.2_5'Flank|MUTYH_uc001cni.2_5'Flank|MUTYH_uc001cnh.2_5'Flank|MUTYH_uc001cno.2_5'Flank|MUTYH_uc001cnk.2_5'Flank|MUTYH_uc010oll.1_5'Flank|MUTYH_uc001cnm.2_5'Flank|MUTYH_uc001cnl.2_5'Flank|MUTYH_uc009vxp.2_5'Flank|MUTYH_uc001cnn.2_5'Flank|TOE1_uc001cnq.3_RNA|TOE1_uc010olm.1_Nonsense_Mutation_p.R102*|TOE1_uc010oln.1_Nonsense_Mutation_p.R188*|TOE1_uc001cnr.3_RNANM_025077 NP_079353 Q96GM8 TOE1_HUMAN 1GGAGCTAATCCGAGCCCGCCG0.552

+ 14 3698ZFYVE9_uc001ctp.2_Missense_Mutation_p.V1117INM_004799 NP_004790 O95405 ZFYV9_HUMAN 8TCTTGTGTGTGTACAGAATGA0.423

- 3 438 NM_023077 NP_075565 Q96BR5 SELR1_HUMAN Sel1-like 3. 0GTCCCTGGCCTTTCCCAAGTC0.537

- 3 986 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1GCTCGCCTTCCGGCAGGCTTC0.657

- 3 383C8B_uc010oon.1_Missense_Mutation_p.E44K|C8B_uc010ooo.1_Missense_Mutation_p.E54KNM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4TCTTCGACTTCCTTGTCAGAG0.498

+ 12 1845DNAJC6_uc001dcc.1_Missense_Mutation_p.R592C|DNAJC6_uc010opc.1_Missense_Mutation_p.R548C|DNAJC6_uc001dce.1_Missense_Mutation_p.R618CNM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3GTCAACACCACGCCGCTCTGC0.537

+ 16 1775LRRC7_uc009wbg.2_IntronNM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14ATGGTAAAATCTGTTCAAAAT0.338

- 11 1844uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.K336TNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5TTCACTCTCTTTTTCAGGGTC0.403

+ 6 919CLCA1_uc001dls.1_Missense_Mutation_p.N203YNM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1AAACAAGCAAAATCAAAAATG0.373

+ 9 1380SH3GLB1_uc001dlx.2_Nonsense_Mutation_p.Q373*|SH3GLB1_uc001dly.2_Nonsense_Mutation_p.Q381*|SH3GLB1_uc001dlz.2_Nonsense_Mutation_p.Q252*NM_016009 NP_057093 Q9Y371 SHLB1_HUMAN SH3. 0AAGGGGAAACCAGAAGGGCAA0.388

- 15 1954ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.F95INM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11GATCTTATAAAGGAAGGACCT0.358

+ 4 263CD53_uc001dzx.2_Missense_Mutation_p.G31E|CD53_uc010owa.1_Missense_Mutation_p.G31E|CD53_uc001dzy.2_Missense_Mutation_p.G31ENM_001040033 NP_001035122 P19397 CD53_HUMANHelical; (Potential). 0TTGGGCTTTGGGATCTACCTG0.483

+ 23 2095SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.G629D|SYCP1_uc009wgw.2_Missense_Mutation_p.G629DNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1AAAAAAAAAGGTACAGCAGAA0.254

- 11 1315CASQ2_uc010owu.1_Missense_Mutation_p.D280NNM_001232 NP_001223 O14958 CASQ2_HUMAN 1GTTGGAAGATCGTCATCATCT0.403

- 25 3982NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Nonsense_Mutation_p.Q1187*|PDE4DIP_uc001elv.3_Nonsense_Mutation_p.Q238*NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5AGCTTCTCCTGGAGATCTTGA0.507



- 3 474NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elm.3_5'UTR|PDE4DIP_uc001eln.3_Missense_Mutation_p.E47K|PDE4DIP_uc001elo.2_Missense_Mutation_p.E118K|PDE4DIP_uc001emh.2_Missense_Mutation_p.E118K|uc001emj.2_IntronNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5GGGACCTTTTCACCACTTCTC0.433

+ 29 3792NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_5'FlankNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0CCAAGACCCACCATGCCCCAG0.453

+ 76 9445NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.S435NNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0TCCAGGCTCAGCAGGGAGCTG0.463

- 9 1214LASS2_uc001evz.2_Missense_Mutation_p.R276Q|LASS2_uc009wmh.2_Missense_Mutation_p.R126QNM_181746 NP_859530 Q96G23 CERS2_HUMANTLC.|Helical; (Potential). 0GATGACCAGTCGGGTGATGAT0.512

+ 2 1046 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5AATCGAGATTTCCTCCCCGTG0.632

- 4 472S100A6_uc001fbw.1_5'FlankNM_002962 NP_002953 P33763 S10A5_HUMANEF-hand 2.|2; high affinity (Potential). 0ATCTCCTGGTCGCTGTTCTTG0.547 rs140492850

+ 4 1026RAG1AP1_uc010pey.1_Intron|HCN3_uc010pfz.1_Missense_Mutation_p.A35TNM_020897 NP_065948 Q9P1Z3 HCN3_HUMANHelical; Name=Segment S6; (Potential). 2CACATGCTACGCCATGTTCAT0.607

- 6 1103FCRL3_uc001fqx.3_RNA|FCRL3_uc001fqy.3_RNA|FCRL3_uc001fqz.3_Missense_Mutation_p.K271Q|FCRL3_uc009wsn.2_Intron|FCRL3_uc009wso.2_RNA|FCRL3_uc001fra.2_5'UTR|FCRL3_uc001frc.1_Missense_Mutation_p.K271QNM_052939 NP_443171 Q96P31 FCRL3_HUMANExtracellular (Potential). 4AGGCTCCTTTTTTTGATGCTG0.547

+ 12 2169ATP1A4_uc001fvf.3_RNA|ATP1A4_uc001fvg.2_Missense_Mutation_p.F67INM_144699 NP_653300 Q13733 AT1A4_HUMANCytoplasmic (Potential). 4AGGCTTCTGCTTCTTGAATCT0.468

- 6 1046CD244_uc001fxa.2_Missense_Mutation_p.P285S|CD244_uc009wtp.2_RNA|CD244_uc009wtr.2_Missense_Mutation_p.P193SNM_016382 NP_057466 Q9BZW8 CD244_HUMANCytoplasmic (Potential). 1CCCCCTCCAGGAAAAGTCTGC0.502

- 12 2250ARHGAP30_uc001fxk.2_Missense_Mutation_p.G635E|ARHGAP30_uc001fxm.2_Missense_Mutation_p.G481E|ARHGAP30_uc009wtx.2_Missense_Mutation_p.G308E|ARHGAP30_uc001fxn.1_Missense_Mutation_p.G481ENM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3TGCTGCCTCTCCCTCCAGACT0.587

+ 7 845PFDN2_uc001fxu.2_5'Flank|NIT1_uc001fxw.2_Intron|NIT1_uc001fxx.1_Missense_Mutation_p.A221T|NIT1_uc001fxy.1_Missense_Mutation_p.A221T|NIT1_uc010pka.1_Missense_Mutation_p.A242TNM_005600 NP_005591 Q86X76 NIT1_HUMAN CN hydrolase. 0AGTGGCAGCAGCACAGTGTGG0.572

- 2 220C1orf110_uc009wux.1_Missense_Mutation_p.D15ENM_178550 NP_848645 Q86UF4 CA110_HUMAN Potential. 0TCCTCTCCAAATCAAAATGCT0.433

+ 4 551 UCK2_uc010plb.1_IntronNM_012474 NP_036606 Q9BZX2 UCK2_HUMAN 1GGAGGAGACAGTTACTGTCTA0.547

+ 6 977MPZL1_uc001gep.2_3'UTR|MPZL1_uc001geq.2_Missense_Mutation_p.E109K|MPZL1_uc009wvh.2_RNANM_003953 NP_003944 O95297 MPZL1_HUMANCytoplasmic (Potential). 2TAACAAGTCAGAGTCTGTGGT0.443

- 7 1179C1orf112_uc001ggj.2_Intron|SELL_uc010pls.1_Missense_Mutation_p.K280N|SELL_uc001ggl.1_Missense_Mutation_p.K340NNM_000655 NP_000646 P14151 LYAM1_HUMANExtracellular (Potential). 0AATCACCCTCCTTAATCATTG0.393

- 13 1918SCYL3_uc010plw.1_Missense_Mutation_p.E166K|SCYL3_uc001ggt.2_Missense_Mutation_p.E520K|SCYL3_uc001ggu.2_RNANM_181093 NP_851607 Q8IZE3 PACE1_HUMANInteraction with EZR. 2CTGCTGGGCTCGCAGTCATCC0.473

+ 9 1572FMO1_uc010pme.1_Missense_Mutation_p.G416E|FMO1_uc001ghl.2_Missense_Mutation_p.G479E|FMO1_uc001ghm.2_Missense_Mutation_p.G479E|FMO1_uc001ghn.2_3'UTRNM_002021 NP_002012 Q01740 FMO1_HUMAN 1ACTGGCCCAGGAAAATGGGAA0.507

- 22 3130SLC9A11_uc009wwe.2_Missense_Mutation_p.G461RNM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2AAGTAGATTCCTTGTGGCATT0.303

+ 8 1565FAM5B_uc001glg.2_Nonsense_Mutation_p.W313*NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6TCCTACTGGTGGAACCGAATC0.512

+ 7 477C1orf49_uc001glu.1_Missense_Mutation_p.E122V|C1orf49_uc001glv.1_RNA|C1orf49_uc001glw.1_Missense_Mutation_p.E130VNM_032126 NP_115502 Q5T0J7 CA049_HUMAN 0GCACCAAAGGAGCAGCAGGAA0.557

+ 16 1712C1orf125_uc009wxg.2_Intron|C1orf125_uc001gmn.1_Missense_Mutation_p.E317K|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.E529KNM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0GAAAAAAGAAGAGTTTACTGG0.368

- 2 300RGS16_uc010pnv.1_Missense_Mutation_p.S49NNM_002928 NP_002919 O15492 RGS16_HUMAN 1CTTCTCTTTGCTGTGTTTACT0.537

+ 71 11181 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 35. 23GTGCCCCCACCTGTAATTACT0.413

+ 11 1793 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6 atgaatgccagaactaaaaat 0.249

+ 2 205 CFHR2_uc001gtr.1_IntronNM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 1. 3AAGCCATTTTCCCAAGTTCCT0.348

+ 8 1276 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 6. 2TATTTTGTAGAAAAAAGGGAA0.348

+ 12 4160CRB1_uc010poz.1_Missense_Mutation_p.S1318F|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.S1230F|CRB1_uc010ppb.1_Missense_Mutation_p.S806F|CRB1_uc010ppd.1_Missense_Mutation_p.S823FNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential). 9GACTTGATCTCCGACATTTTC0.428

- 29 4657PIK3C2B_uc010pqv.1_Missense_Mutation_p.R1365QNM_002646 NP_002637 O00750 P3C2B_HUMAN PX. 7AGTGTTCTCTCGCATCACCTT0.532

- 2 1032 NM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2GCGTTGGCCCGAGACTCAATC0.652

- 10 1663LAMB3_uc009xco.2_Missense_Mutation_p.P425S|LAMB3_uc001hhh.2_Missense_Mutation_p.P425S|LAMB3_uc010psl.1_RNANM_001017402 NP_001017402 Q13751 LAMB3_HUMANLaminin EGF-like 3. 6CAGCCCTGCGGGTTGGCGTAG0.652

- 6 926TMEM206_uc010pte.1_Missense_Mutation_p.R314QNM_018252 NP_060722 Q9H813 TM206_HUMANExtracellular (Potential). 1CACTGCTTCCCGCCCATCCTC0.562

+ 7 694SPATA17_uc009xdr.1_RNA|SPATA17_uc001hli.2_Missense_Mutation_p.A223VNM_138796 NP_620151 Q96L03 SPT17_HUMAN 1TGTACAAGCGCCCGTTCTTTT0.408

- 6 395NVL_uc001hol.2_Missense_Mutation_p.H12Y|NVL_uc010pvd.1_Intron|NVL_uc010pve.1_Intron|NVL_uc010pvf.1_RNANM_002533 NP_002524 O15381 NVL_HUMAN 2CTGTTCATGTGATTTGCTGAC0.353

- 9 1304LOC100130331_uc010pyc.1_IntronNM_021186 NP_067009 Q12836 ZP4_HUMANZP.|Extracellular (Potential). 3TACCGGTCCCCTGAGGGCCTG0.532

+ 12 2875KIF26B_uc001ibg.1_Missense_Mutation_p.S430L|KIF26B_uc001ibh.1_Missense_Mutation_p.S54LNM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3ACATCCAGCTCGTCCGGCGGG0.652

+ 3 893CNST_uc001ibo.3_Missense_Mutation_p.S172FNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GTTCTGCAGTCTCTGTTTTCA0.453

- 32 6364AHCTF1_uc001ibv.1_Missense_Mutation_p.F2128L|AHCTF1_uc009xgs.1_Missense_Mutation_p.F980L|AHCTF1_uc001ibw.1_RNANM_015446 NP_056261 Q8WYP5 ELYS_HUMANNecessary for nuclear localization (By similarity). 7ACGCTGGAGAAAATAAAGGCT0.433

+ 16 1687PFKP_uc001igq.2_Missense_Mutation_p.G543R|PFKP_uc009xhr.2_Missense_Mutation_p.G513R|PFKP_uc009xhs.1_Missense_Mutation_p.G335R|PFKP_uc009xht.2_Missense_Mutation_p.G289R|PFKP_uc009xhu.2_Missense_Mutation_p.G57RNM_002627 NP_002618 Q01813 K6PP_HUMAN 3TTTCAGCATCGGGGCAGACAC0.642

+ 13 1658 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3CCATTGCTCCGGAATGTTCAG0.408

- 8 2208 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANCytoplasmic (Potential). 4ATCATTACTTCCGTTCCTTCC0.532

- 55 8723CUBN_uc009xjq.1_RNA|CUBN_uc009xjr.1_Missense_Mutation_p.V247INM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19GGTGTGATAACGGGACCCGGA0.552 rs150488625

- 43 6540 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 15. 19CAAGGGTGGAGAACAGATATC0.383

- 1 818 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4TGCACCGCGCCGTCCAGTTTG0.627

+ 7 767 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ACATCTGCAGGAACACCTGAT0.348

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

+ 15 1949PRKG1_uc001jjo.2_Missense_Mutation_p.K600N|PRKG1_uc009xow.1_Missense_Mutation_p.K303N|uc001jjq.1_IntronNM_001098512 NP_001091982 Q13976 KGP1_HUMANProtein kinase. 6AGATTGCCAAAAATGCTGCTA0.313



+ 18 2460BICC1_uc001jkj.1_Missense_Mutation_p.N461KNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4GAGACCGAAATGGAATTGGAC0.458

+ 3 772MYPN_uc001jnl.1_Missense_Mutation_p.S196N|MYPN_uc001jnn.3_Intron|MYPN_uc001jno.3_Missense_Mutation_p.S196N|MYPN_uc001jnp.1_Missense_Mutation_p.S196N|MYPN_uc009xps.2_Missense_Mutation_p.S196N|MYPN_uc009xpt.2_Missense_Mutation_p.S196N|MYPN_uc010qit.1_5'UTR|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMANInteraction with CARP. 5CAGGAAAACAGCTCCAGTTTC0.448

+ 7 1220DDX21_uc001jow.1_Missense_Mutation_p.T309INM_004728 NP_004719 Q9NR30 DDX21_HUMANHelicase ATP-binding. 3TTTTCTGCAACTTGCCCTCAT0.368

+ 25 3447CDH23_uc001jry.2_Missense_Mutation_p.V640M|CDH23_uc001jrz.2_Missense_Mutation_p.V640MNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 10.|Extracellular (Potential). 11GGACAACGACGTGGGCCTCAA0.657

+ 6 944STAMBPL1_uc010qmx.1_Missense_Mutation_p.S174L|STAMBPL1_uc009xto.2_RNA|STAMBPL1_uc001kfl.2_Missense_Mutation_p.S174L|STAMBPL1_uc001kfn.2_Missense_Mutation_p.S8LNM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1CAGCTAGAATCGGAGCAGTTT0.443 rs148096389

- 4 649CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.K115T|CYP2C8_uc010qob.1_Missense_Mutation_p.K99T|CYP2C8_uc010qoc.1_Missense_Mutation_p.K83T|CYP2C8_uc010qod.1_Missense_Mutation_p.K99TNM_000770 NP_000761 P10632 CP2C8_HUMAN 0ATCAAATCGTTTCTGGAAAAC0.388

- 3 688PIK3AP1_uc001kmp.2_Missense_Mutation_p.R9HNM_152309 NP_689522 Q6ZUJ8 BCAP_HUMAN DBB. 5TACCCCACAGCGAATGCGGTC0.547

- 27 3026 NM_003061 NP_003052 O75093 SLIT1_HUMAN 4GAGATCACACTTGGCCTGGAC0.542

+ 14 2260SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krx.2_Intron|MRPL43_uc001kry.1_Intron|MRPL43_uc010qpu.1_Intron|MRPL43_uc001krz.1_Intron|MRPL43_uc001ksa.1_Intron|MRPL43_uc001ksb.1_IntronNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANExtracellular (Potential).|Ig-like C2-type. 1GCTGGTTACAGATGCACAGCC0.627

- 6 1917DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_Missense_Mutation_p.L57R|POLL_uc001kte.1_Missense_Mutation_p.L76R|POLL_uc001kth.1_Missense_Mutation_p.L109R|POLL_uc001kti.1_Missense_Mutation_p.L384R|POLL_uc001ktj.1_Missense_Mutation_p.L384R|POLL_uc001ktf.2_Missense_Mutation_p.L292R|POLL_uc001ktk.1_Missense_Mutation_p.L123R|POLL_uc010qqa.1_Missense_Mutation_p.L123R|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.L384R|POLL_uc001ktl.2_Missense_Mutation_p.L296R|POLL_uc010qqc.1_Missense_Mutation_p.L76RNM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0CATACGTTCCAGGAAGTCACT0.572

+ 25 3838 NM_014976 NP_055791 Q14690 RRP5_HUMAN S1 motif 11. 7CGTCTCCTTCCCCTTTGGGAA0.557

- 4 467OBFC1_uc001kxm.2_Missense_Mutation_p.T131M|OBFC1_uc001kxn.2_RNANM_024928 NP_079204 Q9H668 STN1_HUMAN OB. 1GACTCGGATCGTGTCCCCGAT0.458

+ 4 4130TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.S1257F|TACC2_uc010qtv.1_Missense_Mutation_p.S1257FNM_206862 NP_996744 O95359 TACC2_HUMAN 10AAAGCTGTTTCCTCTGCAGAC0.592

- 3 1405CHST15_uc001lhm.2_Missense_Mutation_p.V298I|CHST15_uc001lhn.2_Missense_Mutation_p.V298I|CHST15_uc010que.1_Missense_Mutation_p.V298I|CHST15_uc001lho.2_Missense_Mutation_p.V298INM_015892 NP_056976 Q7LFX5 CHSTF_HUMANLumenal (Potential). 1CTTAGGCGGACGATTCCTATG0.547

+ 14 1916 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1GTGGTCGACAGACCTGCAGTC0.687

+ 20 2240EPS8L2_uc001lqu.2_Missense_Mutation_p.E665K|EPS8L2_uc010qwk.1_Missense_Mutation_p.E681K|EPS8L2_uc001lqv.2_Missense_Mutation_p.E620K|EPS8L2_uc001lqw.2_Missense_Mutation_p.E277K|EPS8L2_uc001lqx.2_Missense_Mutation_p.E277K|EPS8L2_uc001lqy.2_Missense_Mutation_p.E173KNM_022772 NP_073609 Q9H6S3 ES8L2_HUMAN 1CAACAAGGAGGAGCTGAAGAA0.677

+ 44 14641 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFC 1. 2CCTCGCCACGGAGGTCAACCC0.622

+ 39 4906MUC5B_uc009yct.1_Missense_Mutation_p.F935V|MUC5B_uc001ltb.2_Missense_Mutation_p.F938V|MUC5B_uc001lta.2_Missense_Mutation_p.F603VNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 3. 0CCACGGGACCTTCCGCATCGT0.652

+ 3 426SLC22A18_uc001lwy.2_Missense_Mutation_p.V70M|SLC22A18_uc001lwz.2_Missense_Mutation_p.V70MNM_183233 NP_899056 Q96BI1 S22AI_HUMANHelical; (Potential). 3CACCTTCGGGGTGCTGCAGCT0.637

- 1 543HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANExtracellular (Potential). 3ATATGAAAATGAAAAAAGACG0.398

- 1 519 NM_153444 NP_703145 Q8WZ92 OR5P2_HUMANExtracellular (Potential). 5AATCACAGAAAAAATGATTGA0.383

+ 6 689PARVA_uc010rck.1_Nonsense_Mutation_p.Q161*NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN 3TGTTTCCATCCAAGTGGTTGT0.498

- 7 946PTPN5_uc001mpb.2_Missense_Mutation_p.P140L|PTPN5_uc001mpc.2_Missense_Mutation_p.P172L|PTPN5_uc001mpe.2_Missense_Mutation_p.P140L|PTPN5_uc010rdj.1_Missense_Mutation_p.P116L|PTPN5_uc001mpf.2_Missense_Mutation_p.P148L|PTPN5_uc010rdk.1_Missense_Mutation_p.P117LNM_006906 NP_008837 P54829 PTN5_HUMAN 2TGGGGTGGGTGGCTCTGGGGG0.632

- 16 2715 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2GAATTTACGTCTGCAGTTAAC0.318

+ 10 1835EXT2_uc010rfo.1_Missense_Mutation_p.L529F|EXT2_uc001mxy.2_Missense_Mutation_p.L514F|EXT2_uc009ykt.2_Missense_Mutation_p.L511F|EXT2_uc001mya.2_Missense_Mutation_p.L534FNM_207122 NP_997005 Q93063 EXT2_HUMANLumenal (Potential). 5TCCAGATTCTCTCTGGCCCAA0.383

- 5 854AMBRA1_uc010rgt.1_5'Flank|AMBRA1_uc009ylc.1_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncu.1_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncv.2_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncw.2_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncx.2_Nonsense_Mutation_p.W165*NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 3. 3CCGTCGACTCCAGTCCCAGAA0.567

- 9 861_862 NM_004308 NP_004299 Q07960 RHG01_HUMAN Rho-GAP. 1GCAACAGTCTCCCTGAGTACAA0.653

+ 7 674 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN 3ACCTCCATTGGAGCAGTGTGT0.607

- 30 4725 uc001ndl.2_RNA NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class B 19. 4TCCCACCTGCGGGTATCATAG0.498

+ 6 941DDB2_uc001nec.2_Intron|DDB2_uc009yli.1_Missense_Mutation_p.A185V|DDB2_uc001ned.2_Intron|DDB2_uc001nee.2_Intron|DDB2_uc001nef.2_Intron|DDB2_uc001neg.2_Missense_Mutation_p.A108V|DDB2_uc001neh.2_RNANM_000107 NP_000098 Q92466 DDB2_HUMAN WD 3. 3ACGCATGTGGCCCTGAACCCA0.542

- 1 52 NM_001004743 NP_001004743 Q8NGP3 OR5M9_HUMANExtracellular (Potential). 4AGCTCCTGACGACAGGTCAGC0.428

- 1 188 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMANHelical; Name=2; (Potential).p.N63S(1) 3AAGAGACAGGTTACTGAGAAA0.468

+ 8 1093ZFP91_uc001nmy.3_Nonsense_Mutation_p.Q308*|ZFP91-CNTF_uc010rkm.1_RNANM_053023 NP_444251 Q96JP5 ZFP91_HUMAN 1GCCTCCAATCCAGTATGTCCG0.408

- 8 1323 NM_001062 NP_001053 P20061 TCO1_HUMAN 2CTCAGTGGTTCGCCTCCACTC0.527 rs140632800

+ 6 1197OTUB1_uc001nyg.1_Missense_Mutation_p.R241Q|OTUB1_uc010rmz.1_Missense_Mutation_p.R235Q|OTUB1_uc010rna.1_Missense_Mutation_p.R207Q|OTUB1_uc009ypa.2_Missense_Mutation_p.R97Q|OTUB1_uc009ypb.1_Missense_Mutation_p.R168QNM_017670 NP_060140 Q96FW1 OTUB1_HUMAN OTU. 1GAGGGTGGACGGACTGTCAAG0.657

+ 9 781PLCB3_uc009ypg.1_Missense_Mutation_p.E261K|PLCB3_uc009yph.1_Missense_Mutation_p.E194K|PLCB3_uc009ypi.2_Missense_Mutation_p.E261KNM_000932 NP_000923 Q01970 PLCB3_HUMAN 2GAGACTCAACGAAGTGCTGTA0.622

- 17 3820 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4GCCTTTTCCCGAATCTTGTCG0.557

+ 8 1808LRP5_uc009ysg.2_5'UTRNM_002335 NP_002326 O75197 LRP5_HUMANBeta-propeller 2.|LDL-receptor class B 10.|Extracellular (Potential).7AAGGCCAGCCGGGACGTCATC0.622

+ 14 4730 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0CCTCCTCCGTCGCTGAGGAGT0.726

+ 5 1272 NM_153614 NP_705842 P59910 DJB13_HUMAN 0TACTCCTCCACCATCAAGGAC0.527

- 15 2086DLG2_uc001pai.2_Missense_Mutation_p.V492I|DLG2_uc010rsy.1_Missense_Mutation_p.V562I|DLG2_uc010rsz.1_Missense_Mutation_p.V595I|DLG2_uc010rta.1_Missense_Mutation_p.V595I|DLG2_uc001pak.2_Missense_Mutation_p.V700I|DLG2_uc010rtb.1_Missense_Mutation_p.V562I|DLG2_uc010rsw.1_Missense_Mutation_p.V77I|DLG2_uc010rsx.1_Missense_Mutation_p.V76INM_001364 NP_001355 Q15700 DLG2_HUMAN SH3. 6CTGGGGATGACCCCCATCTCC0.468 rs149247541

+ 1 216 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN 3GGTCTGTCTGGGCTGGTTGGC0.502

+ 17 3150GRIA4_uc001piw.2_3'UTR|GRIA4_uc009yxl.1_RNANM_000829 NP_000820 P48058 GRIA4_HUMANCytoplasmic (Potential). 8ATCGGACCTACCATAAAAACC0.493

- 12 2600_2601 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 8CAGTTTAGCTCCTTCGCATGGC0.639

+ 3 411FOXRED1_uc010sbn.1_5'UTR|FOXRED1_uc010sbo.1_RNA|FOXRED1_uc010sbp.1_5'UTR|FOXRED1_uc010sbq.1_5'UTR|FOXRED1_uc001qdj.2_5'UTR|FOXRED1_uc010sbr.1_Missense_Mutation_p.P108S|FOXRED1_uc001qdk.2_5'UTRNM_017547 NP_060017 Q96CU9 FXRD1_HUMAN 0GTTCTCATTGCCTGAGAACAT0.488

+ 8 900FOXRED1_uc010sbn.1_Missense_Mutation_p.A115T|FOXRED1_uc010sbo.1_RNA|FOXRED1_uc010sbp.1_Missense_Mutation_p.A98T|FOXRED1_uc010sbq.1_Missense_Mutation_p.A152T|FOXRED1_uc001qdj.2_Missense_Mutation_p.A74T|FOXRED1_uc010sbr.1_Missense_Mutation_p.A271T|FOXRED1_uc001qdk.2_Missense_Mutation_p.A74TNM_017547 NP_060017 Q96CU9 FXRD1_HUMAN 0TGTGGAATGCGCCATTGTGAT0.642

+ 5 670LTBR_uc010sfc.1_Missense_Mutation_p.V149I|LTBR_uc001qnz.1_Missense_Mutation_p.V163INM_002342 NP_002333 P36941 TNR3_HUMANExtracellular (Potential).|TNFR-Cys 3. 2CAACCACTGCGTCCCCTGCAA0.637 rs145130663



- 2 101AICDA_uc001qup.1_Missense_Mutation_p.R3W|AICDA_uc001quq.1_Missense_Mutation_p.R3W|AICDA_uc009zgd.1_RNANM_020661 NP_065712 Q9GZX7 AICDA_HUMAN 2AACTTCCTCCGGTTCATCAAG0.473

+ 1 114 NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3GGCTCAGCTCCTTCTAGGAAT0.507

- 3 510 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|Pro-rich.|6.1TTTCCCGGACGAGGCGGGGGA0.647

- 13 3619 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12GTCTACGTGCTCCCAGTGGGG0.582

+ 21 2437_2438LRMP_uc010sja.1_Missense_Mutation_p.D468V|LRMP_uc010sjb.1_Missense_Mutation_p.D415V|LRMP_uc001rgi.2_RNA|LRMP_uc010sjc.1_Missense_Mutation_p.D468V|LRMP_uc010sjd.1_Missense_Mutation_p.D415VNM_006152 NP_006143 Q12912 LRMP_HUMANLumenal (Potential). 2AAGTCTGTGGATGCCGCTCCCA0.495

- 12 963_964uc001rsw.2_Intron|PRKAG1_uc010smd.1_Nonsense_Mutation_p.R267*|PRKAG1_uc001rsx.2_Nonsense_Mutation_p.R215*|PRKAG1_uc001rsz.2_Nonsense_Mutation_p.R308*|PRKAG1_uc009zlb.2_Nonsense_Mutation_p.R111*NM_002733 NP_002724 P54619 AAKG1_HUMAN CBS 4. 1ACTACAAGTCGGTGAACCTGGC0.54

- 5 1439 NM_002272 NP_002263 B4DRS2 B4DRS2_HUMAN 6GCAATCTCCTCGTACTGGGCA0.592

+ 6 979KRT18_uc009zmn.1_Nonsense_Mutation_p.Q304*|KRT18_uc001sbf.1_Nonsense_Mutation_p.Q131*|KRT18_uc001sbg.2_Nonsense_Mutation_p.Q304*|KRT18_uc009zmo.2_Nonsense_Mutation_p.Q304*|KRT8_uc009zml.1_5'Flank|KRT8_uc009zmm.1_5'FlankNM_199187 NP_954657 P05783 K1C18_HUMANInteraction with DNAJB6.|Coil 2.|Rod.|Necessary for interaction with PNN.1ACGTACAGTCCAGTCCTTGGA0.572

+ 19 2765TENC1_uc001sbl.2_Missense_Mutation_p.P753L|TENC1_uc001sbn.2_Missense_Mutation_p.P887L|TENC1_uc001sbq.2_Missense_Mutation_p.P275L|TENC1_uc001sbr.2_RNA|TENC1_uc009zmr.2_Missense_Mutation_p.P372L|TENC1_uc001sbs.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2TCGCTGGAGCCGGTGTCCTGG0.627

+ 8 1153AMHR2_uc009zmy.1_Missense_Mutation_p.P359SNM_020547 NP_065434 Q16671 AMHR2_HUMANCytoplasmic (Potential).|Protein kinase. 2CTTGGTGCTCCCTGGCCTCAC0.577

- 2 800 NM_020370 NP_065103 Q9NQS5 GPR84_HUMANCytoplasmic (Potential). 2CTCCTGGAAACGACCAGGCAT0.582

- 2 232KIAA0748_uc001sgl.3_5'Flank|KIAA0748_uc001sgm.3_5'Flank|KIAA0748_uc010spb.1_5'Flank|KIAA0748_uc010spc.1_5'Flank|KIAA0748_uc010spd.1_Missense_Mutation_p.P41Q|KIAA0748_uc001sgo.3_RNANM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2CTCAGGATCTGGGACATCCTG0.597

+ 1 539 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANExtracellular (Potential). 1GACTATTTTCCCCTCTTACAA0.403

+ 8 1102IKZF4_uc010sqa.1_Missense_Mutation_p.R268C|IKZF4_uc001sjc.1_Missense_Mutation_p.R315C|IKZF4_uc001sjd.1_Missense_Mutation_p.R213C|IKZF4_uc009zoi.1_Missense_Mutation_p.R270C|IKZF4_uc001sje.1_Missense_Mutation_p.R274CNM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN 1TTTCATCGATCGTCTGGCCAA0.512

+ 3 466 NM_032786 NP_116175 Q96K80 ZC3HA_HUMANC3H1-type 2. 0CCCAAATTGCCGTTTCATCCA0.542

- 8 1724PAN2_uc001skw.2_5'Flank|PAN2_uc001skz.2_Missense_Mutation_p.R451C|PAN2_uc001sky.2_Missense_Mutation_p.R451CNM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6ACCTGATTGCGCAGCCTGGTG0.537

+ 2 261 NM_003725 NP_003716 O14756 H17B6_HUMANNAD (By similarity). 2ACAGCTGGATGCACGAGGCTT0.617

+ 6 1531_1532SLC16A7_uc001sqt.2_Missense_Mutation_p.G411E|SLC16A7_uc001squ.2_Missense_Mutation_p.G411E|SLC16A7_uc009zqi.2_Missense_Mutation_p.G312E|SLC16A7_uc010ssi.1_Missense_Mutation_p.G312ENM_004731 NP_004722 O60669 MOT2_HUMANHelical; (Potential). 1ATGTCCTGTGGGGCTATTGTGG0.391

- 2 290 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0GCTGATTTCTCTATCTGGCGA0.328

- 12 2411SLC6A15_uc010sul.1_Missense_Mutation_p.R533C|SLC6A15_uc001szw.1_IntronNM_182767 NP_877499 Q9H2J7 S6A15_HUMANHelical; Name=12; (Potential). 3TTGAAGCGACGAACAATGAAA0.443

- 2 1403 NM_005447 NP_005438 O75901 RASF9_HUMAN 1 TTCATATTCTTTTGCTTTCAT0.398

- 3 1396 LUM_uc001tbn.2_RNA NM_002345 NP_002336 P51884 LUM_HUMAN 2TTAATTAAGAGTGACTTCGTT0.353

- 19 1999HAL_uc009zti.1_RNA|HAL_uc010suw.1_Missense_Mutation_p.R360C|HAL_uc010sux.1_Missense_Mutation_p.R568CNM_002108 NP_002099 P42357 HUTH_HUMAN 3TTCAGGGGACGTAGAAACTCT0.473

+ 47 6341 NM_014503 NP_055318 O75691 UTP20_HUMAN 4CTTCTGCTTCCCCCAACTCCA0.493

+ 8 1016TDG_uc009zuk.2_Splice_Site_p.L261_splice|TDG_uc010swi.1_Splice_Site_p.L122_splice|TDG_uc010swj.1_Splice_Site_p.L53_spliceNM_003211 NP_003202 Q13569 TDG_HUMAN 6TTGTGATTCTAGCTCTGCTAT0.323

+ 3 1266 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0GAGGACCTCCCGTCTGCTCAT0.562

+ 8 840MYO1H_uc010sxn.1_Missense_Mutation_p.D998N Q8N1T3 MYO1H_HUMAN 0AATAGTTTTCGACACTGGACT0.368

- 2 151GPN3_uc001tqs.2_Missense_Mutation_p.R42QNM_016301 NP_057385 Q9UHW5 GPN3_HUMAN 0TTGGACAGACCGGTTGAGGGC0.522

+ 14 1843TCTN1_uc001trp.3_Missense_Mutation_p.P565S|TCTN1_uc001trn.3_Missense_Mutation_p.P584S|TCTN1_uc001trk.3_RNA|HVCN1_uc001trq.1_IntronNM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0TGCCAGGCTGCCCTTTAACTT0.512

+ 8 2023SH2B3_uc010syf.1_Missense_Mutation_p.E556K|SH2B3_uc001tsf.2_Missense_Mutation_p.E557K|SH2B3_uc010syg.1_Missense_Mutation_p.E354KNM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN 1CTCGGACTACGAAATGGACTC0.592

- 17 1995RASAL1_uc010syp.1_Nonsense_Mutation_p.R569*|RASAL1_uc001tul.2_Nonsense_Mutation_p.R568*|RASAL1_uc001tun.1_Nonsense_Mutation_p.R570*|RASAL1_uc010syq.1_Nonsense_Mutation_p.R569*|RASAL1_uc001tuo.3_Nonsense_Mutation_p.R569*NM_004658 NP_004649 O95294 RASL1_HUMAN PH. 4TAGCCTTCTCGAACAATGGCC0.637 rs61740514

- 17 3495 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GGGGATGTAAAGCCCGACATC0.463

- 6 1379OASL_uc001tzk.1_3'UTRNM_003733 NP_003724 Q15646 OASL_HUMANUbiquitin-like 2. 1CTGCTTCAGACCCAGGATGAA0.552

- 2 162_163CAMKK2_uc001tzt.2_Missense_Mutation_p.R13Q|CAMKK2_uc001tzv.2_Missense_Mutation_p.R13Q|CAMKK2_uc001tzw.2_Missense_Mutation_p.R13Q|CAMKK2_uc001tzx.2_Missense_Mutation_p.R13Q|CAMKK2_uc001tzy.2_Missense_Mutation_p.R13Q|CAMKK2_uc001uaa.1_Missense_Mutation_p.R13Q|CAMKK2_uc001uab.2_Missense_Mutation_p.R13Q|CAMKK2_uc001uac.2_Missense_Mutation_p.R13Q|CAMKK2_uc001uad.1_Missense_Mutation_p.R13QNM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3GGGGGGCGGCCCGGTTGCTGCT0.668

+ 17 2814 NM_144668 NP_653269 Q8TBY9 WDR66_HUMAN WD 9. 2GTTTGCCACCCGAACGGGGTG0.522

- 2 425ABCB9_uc009zxr.2_Missense_Mutation_p.R39C|ABCB9_uc001udo.3_Missense_Mutation_p.R39C|ABCB9_uc010taj.1_Missense_Mutation_p.R39C|ABCB9_uc001udp.2_Missense_Mutation_p.R39C|ABCB9_uc001udq.2_5'UTR|ABCB9_uc001udr.2_Missense_Mutation_p.R39CNM_019625 NP_062571 Q9NP78 ABCB9_HUMAN 0TTGAAGTGGCGGATGTCCTCC0.602

+ 2 397SNRNP35_uc010tar.1_Missense_Mutation_p.Y99C|SNRNP35_uc009zxz.2_Missense_Mutation_p.Y99C|SNRNP35_uc001ufc.1_IntronNM_022717 NP_073208 Q16560 U1SBP_HUMAN RRM. 0TCAAAGGGCTACGCCTTCATC0.507

+ 12 1728 NM_012463 NP_036595 Q9Y487 VPP2_HUMANCytoplasmic (Potential). 2CTCCAGCCACCCACCCGCAGA0.532

+ 19 3024DNAH10_uc010tav.1_Nonsense_Mutation_p.W542*|DNAH10_uc010taw.1_Nonsense_Mutation_p.W485*NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6CGACCTCTCTGGAAATTGGAC0.383

+ 1 554 NM_001136103 NP_001129575 Q8N3T6 T132C_HUMANExtracellular (Potential). 1AAGAAGTCCATGGACCAGCCG0.667

+ 10 1193PIWIL1_uc001uij.1_Missense_Mutation_p.R368KNM_004764 NP_004755 Q96J94 PIWL1_HUMAN PAZ. 2CAGCCCAAGAGAAGGCGGGGC0.547

- 19 3298 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11AACACTCTTCTTCTGTTTCCA0.308

+ 2 132 NM_152325 NP_689538 Q8N6G2 CM026_HUMAN 3ACTGCATTCACGCCTAAAACA0.373

- 5 608STARD13_uc001uuu.2_Missense_Mutation_p.T153M|STARD13_uc001uuv.2_Missense_Mutation_p.T43M|STARD13_uc001uux.2_Missense_Mutation_p.T126M|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.T146MNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4AGGGAGCAGCGTGTAGAGGTC0.572

- 1 1204NBEA_uc001uvb.2_Intron|NBEA_uc010abi.2_Intron|NBEA_uc010tee.1_Intron|NBEA_uc010tef.1_5'Flank|NBEA_uc010teg.1_5'FlankNM_005584 NP_005575 Q13394 MB211_HUMAN 2GGCCAAGGAGTGGCACTCCTT0.642

- 8 819ALG5_uc010teq.1_Missense_Mutation_p.S221L|ALG5_uc010ter.1_RNANM_013338 NP_037470 Q9Y673 ALG5_HUMANLumenal (Potential). 0GTGTAGAGATGAAAACGTCCG0.448

- 2 239 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2CTCTGAGTGACGGCGCGCCGA0.443



- 14 4304ZC3H13_uc001vaq.2_Missense_Mutation_p.S17F|ZC3H13_uc001vas.1_Missense_Mutation_p.S1433FNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2AGTTCTCTCGGATTTATTTGT0.408

+ 1 2386 NR_003268 0GATTATTTTCCACCAAGGGAT0.517

+ 5 737WDFY2_uc010ads.1_Missense_Mutation_p.G133R|WDFY2_uc010adt.1_IntronNM_052950 NP_443182 Q96P53 WDFY2_HUMAN WD 3. 0GCTGAGCACAGGACAGGACAA0.532

- 6 2191KLHL1_uc010thm.1_Missense_Mutation_p.G405ENM_020866 NP_065917 Q9NR64 KLHL1_HUMAN Kelch 1. 0GTTATCCATTCCTCCTACAGC0.343

- 8 2044DACH1_uc010tho.1_Missense_Mutation_p.S393P|DACH1_uc010thp.1_Missense_Mutation_p.S339PNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1CCAGTTAGAGAGAGTTTGTCA0.443

- 6 762uc001vku.1_RNA|RNF219_uc010afb.1_Missense_Mutation_p.R45C|RNF219_uc010afc.2_IntronNM_024546 NP_078822 Q5W0B1 RN219_HUMAN Potential. 2TTCTTGAGGCGATTGGTTTCA0.383

+ 1 541 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2CCGGCTGGAGCAGCCTTGTAG0.607

+ 2 784 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2TTACCTGAGCGAGTGGAAACA0.478

+ 13 1709 NM_003291 NP_003282 P29144 TPP2_HUMAN 2CATCTACCTCCGAGATCCTGT0.443

+ 2 452EDDM3A_uc001vyc.2_Missense_Mutation_p.V129INM_006683 NP_006674 Q14507 EP3A_HUMAN 0CCATTGTGGCGTAGATGGATA0.433 rs146022737

- 2 2221SALL2_uc010tly.1_Missense_Mutation_p.R645C|SALL2_uc010tlz.1_Missense_Mutation_p.R510C|SALL2_uc001wbf.3_Intron|SALL2_uc010tma.1_Missense_Mutation_p.R512C|SALL2_uc001wbg.1_IntronNM_005407 NP_005398 Q9Y467 SALL2_HUMAN C2H2-type 3. 3TAATGAAGGCGTAGGGCCCGA0.572

- 21 2403 NM_000257 NP_000248 P12883 MYH7_HUMANActin-binding.|Myosin head-like. 4CAGCCCGGCCTTGAAGAACAC0.592

- 12 1946TGM1_uc010tog.1_Missense_Mutation_p.R166CNM_000359 NP_000350 P22735 TGM1_HUMAN 3TTCACTGTGCGGCGGCTGCTG0.562

- 12 1784TGM1_uc010tog.1_Missense_Mutation_p.R112WNM_000359 NP_000350 P22735 TGM1_HUMAN 3ACTGCCTTCCGCTCTGCGTCT0.617

- 4 2006 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0TAAAAAAAAGCTAAATGTCTT0.358

+ 5 861PRPF39_uc001wvy.3_Missense_Mutation_p.R110C|PRPF39_uc010and.2_Missense_Mutation_p.R21CNM_017922 NP_060392 Q86UA1 PRP39_HUMAN HAT 4. 2 TATATATGATCGTATTCTTGG0.388

+ 107 19669SYNE2_uc001xgl.2_Missense_Mutation_p.P6503L|SYNE2_uc010apy.2_Missense_Mutation_p.P2865L|SYNE2_uc001xgn.2_Missense_Mutation_p.P1442L|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Missense_Mutation_p.P450L|SYNE2_uc001xgq.2_Missense_Mutation_p.P845L|SYNE2_uc001xgr.2_Missense_Mutation_p.P263L|SYNE2_uc010tsi.1_Missense_Mutation_p.P137L|SYNE2_uc001xgs.2_Missense_Mutation_p.P137L|SYNE2_uc001xgt.2_Missense_Mutation_p.P11LNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14CCACCTGTTCCCCCTGCGTCC0.502

+ 16 3061PLEKHG3_uc001xhn.1_Missense_Mutation_p.R875H|PLEKHG3_uc001xhp.2_Missense_Mutation_p.R1052H|PLEKHG3_uc010aqh.1_Missense_Mutation_p.R473H|PLEKHG3_uc001xhq.1_Missense_Mutation_p.R436HNM_015549 NP_056364 A1L390 PKHG3_HUMAN 1CAGCTGGCCCGCCAGTACAGC0.632

- 2 803SLC8A3_uc001xlw.2_Missense_Mutation_p.G17R|SLC8A3_uc001xlx.2_Missense_Mutation_p.G17R|SLC8A3_uc001xlz.2_Missense_Mutation_p.G17R|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMAN 7GTAACCAGCCCAAAATGGAGG0.542

- 9 906NUMB_uc010aro.1_Missense_Mutation_p.R196C|NUMB_uc010arp.1_Missense_Mutation_p.R185C|NUMB_uc010arq.1_Missense_Mutation_p.R196C|NUMB_uc010arr.1_Missense_Mutation_p.R185C|NUMB_uc001xoa.1_Missense_Mutation_p.R196C|NUMB_uc001xnz.1_Missense_Mutation_p.R185C|NUMB_uc001xob.1_Missense_Mutation_p.R185C|NUMB_uc001xod.1_Missense_Mutation_p.R196C|NUMB_uc001xoc.1_Missense_Mutation_p.R196C|NUMB_uc010ars.1_Missense_Mutation_p.R185C|NUMB_uc001xof.1_Missense_Mutation_p.R160C|NUMB_uc001xog.2_Missense_Mutation_p.R185C|NUMB_uc001xoh.1_Missense_Mutation_p.R185C|NUMB_uc010ttz.1_5'FlankNM_001005743 NP_001005743 P49757 NUMB_HUMAN 4GTTGTGACACGGAATGATCCT0.448

- 19 2103CATSPERB_uc010aub.1_Missense_Mutation_p.E177KNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5ACAGTCTTCTCTATATCTGTA0.403

+ 11 909SLC24A4_uc001yai.2_Missense_Mutation_p.M248I|SLC24A4_uc010twm.1_Missense_Mutation_p.M293I|SLC24A4_uc001yaj.2_Missense_Mutation_p.M276I|SLC24A4_uc010auj.2_Missense_Mutation_p.M184I|SLC24A4_uc010twn.1_Missense_Mutation_p.M68I|SLC24A4_uc001yan.2_Missense_Mutation_p.M6INM_153646 NP_705932 Q8NFF2 NCKX4_HUMANExtracellular (Potential). 3ACGAGATTATGAGCTCCAGCC0.532

- 1 412_413WDR20_uc001yky.1_5'Flank|WDR20_uc001yla.2_5'Flank|WDR20_uc001ykz.2_5'Flank|WDR20_uc001ylb.2_5'Flank|WDR20_uc010txu.1_5'Flank|WDR20_uc001ylc.2_5'Flank|WDR20_uc001yld.2_5'Flank|WDR20_uc001yle.2_5'Flank|WDR20_uc001ylf.2_5'FlankNM_001017963 NP_001017963 P07900 HS90A_HUMAN 7ACTCTGGGCGGGACAGTCCCTG0.698

- 14 3041PPP1R13B_uc010awv.1_RNANM_015316 NP_056131 Q96KQ4 ASPP1_HUMAN ANK 1. 1GTGATCCCTTCGTCGTTGGGC0.617

+ 14 1404MTA1_uc001yqy.2_Intron|MTA1_uc001yrb.2_Missense_Mutation_p.S167FNM_004689 NP_004680 Q13330 MTA1_HUMANGATA-type; atypical. 2CAGTGGTATTCTTGGGGTCCC0.493

- 111 0TTCTCACTGCGTCTTTCACAC0.527 rs144392595

- 10 1158OCA2_uc010ayv.2_IntronNM_000275 NP_000266 Q04671 P_HUMANCytoplasmic (Potential). 5GTTCTGTGCACGATCTGGAAA0.547

+ 11 1915APBA2_uc010azj.2_Nonsense_Mutation_p.Q558*|APBA2_uc010uat.1_Nonsense_Mutation_p.Q558*|APBA2_uc001zcl.2_Nonsense_Mutation_p.Q558*NM_005503 NP_005494 Q99767 APBA2_HUMAN PDZ 1. 0TTTGCAGCTGCAGCTGGAGAA0.637

- 10 1624CDAN1_uc001zqj.2_5'Flank|CDAN1_uc001zqk.2_5'UTR|CDAN1_uc010bcx.1_RNANM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2TGGAAAAGCCGAACAAAGTGG0.522

- 6 1064 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1CACGCTTCTCGATCTTCTCTG0.418

+ 3 493 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0TAGGATTTTTCGGGATTGTCA0.343 rs139119504

- 10 1178HDC_uc001zxy.2_Missense_Mutation_p.R101C|HDC_uc010uff.1_IntronNM_002112 NP_002103 P19113 DCHS_HUMAN 6TTAACAGAGCGAAACCGTCGG0.547

- 25 3830TRPM7_uc010bew.1_Missense_Mutation_p.F1189SNM_017672 NP_060142 Q96QT4 TRPM7_HUMANCytoplasmic (Potential). 10CCCAGAATGAAATTTGTCATC0.333

- 10 1186MYO5C_uc010uga.1_RNA|MYO5C_uc010ugb.1_RNA|MYO5C_uc010ugc.1_Missense_Mutation_p.R250WNM_018728 NP_061198 Q9NQX4 MYO5C_HUMANMyosin head-like. 14ACTGTCATCCTCCTTCAAAAA0.582

+ 2 738CGNL1_uc010bfw.2_Missense_Mutation_p.S221FNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11TTATGCAGCTCCGTGGTCATA0.542

- 7 1068BNIP2_uc002agi.3_5'Flank|BNIP2_uc010uhb.1_Missense_Mutation_p.D296ENM_004330 NP_004321 Q12982 BNIP2_HUMAN CRAL-TRIO. 1ATTACCTTCTATCAATTTGCT0.303

- 4 528NARG2_uc002ago.2_Intron|NARG2_uc010bgk.2_Missense_Mutation_p.S98F|NARG2_uc002agr.1_Missense_Mutation_p.S98FNM_024611 NP_078887 Q659A1 NARG2_HUMAN 2TGAGAAACGAGAGAAACGAGG0.398

+ 7 585SNX22_uc002amz.1_3'UTR|SNX22_uc002ana.1_3'UTR|SNX22_uc002anb.1_RNANM_024798 NP_079074 Q96L94 SNX22_HUMAN 0CATCAGCCCAGATAAAGCCCA0.577

- 2 189 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GGCCTTGGTCCCCACCATCTT0.552

- 2 2126 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMANHelical; Voltage-sensor; Name=Segment S4; (Potential).6TTCGTGAAGCGGACAATGCGC0.537

+ 2 1475 NM_005576 NP_005567 Q08397 LOXL1_HUMANLysyl-oxidase like. 0AACTATGTGCAAGCATCCACT0.572

+ 2 1012ISLR_uc002axh.1_Missense_Mutation_p.G244SNM_005545 NP_005536 O14498 ISLR_HUMAN Ig-like. 4CAGCCAGGATGGTGCCGAGCT0.652

+ 2 435 NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5GACCCAGAGGAGCCCCTGATC0.433

+ 6 948CCDC33_uc002axp.2_Missense_Mutation_p.L7HNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5CAGATCTTTCTCCGGGGAGTC0.582

+ 2 521ARID3B_uc002ayc.2_Missense_Mutation_p.V107A|ARID3B_uc002ayd.2_Missense_Mutation_p.V107ANM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0GATGATGAAGTTGCAGAGGTG0.517

- 4 562CIB2_uc002bdc.1_Missense_Mutation_p.D38N|CIB2_uc010ums.1_Missense_Mutation_p.D81NNM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0CCCTCACCATCCTCGGAAAAC0.532

+ 4 520ZFAND6_uc002bff.1_Missense_Mutation_p.S70N|ZFAND6_uc002bfg.1_Missense_Mutation_p.S58N|ZFAND6_uc002bfh.1_Missense_Mutation_p.S70N|ZFAND6_uc002bfi.1_Missense_Mutation_p.S70NNM_019006 NP_061879 Q6FIF0 ZFAN6_HUMAN Ser-rich. 0ACAGATGGCAGTGTGCCAGAA0.413



+ 10 1242AGBL1_uc002bma.1_Missense_Mutation_p.P119S|AGBL1_uc002bmb.1_Missense_Mutation_p.P82SNM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0CAAAAAAAATCCTGGAGTGAA0.478

- 7 956 NM_000326 NP_000317 P12271 RLBP1_HUMAN CRAL-TRIO. 1TGATTTGAGTTTCCTCATTCT0.468

+ 6 1571SYNM_uc002buo.2_Missense_Mutation_p.S484L|SYNM_uc002buq.2_IntronNM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4GCAGGTGCTTCGGAAAGCACA0.532

+ 2 321POLR3K_uc002cfi.1_5'Flank|SNRNP25_uc002cfk.3_5'FlankNM_024571 NP_078847 Q9BV90 SNR25_HUMAN 0GAAGTAATGCGTAAGTGCTAC0.512

+ 32 3154BAIAP3_uc002clj.2_Missense_Mutation_p.V1034L|BAIAP3_uc010uuz.1_Missense_Mutation_p.V1017L|BAIAP3_uc010uva.1_Missense_Mutation_p.V989L|BAIAP3_uc010uvc.1_Missense_Mutation_p.V981LNM_003933 NP_003924 O94812 BAIP3_HUMAN C2 2. 1CTTTGTGATCGTGGAGCTGGG0.627

- 3 299UNKL_uc002clq.2_Missense_Mutation_p.C97WNM_001037125 NP_001032202 Q9H9P5 UNKL_HUMAN C3H1-type 1. 0GCAGGTAGGGACACCTGGGGA0.607

- 2 353ZSCAN10_uc002cty.1_5'UTR|ZSCAN10_uc002ctw.1_Intron|ZSCAN10_uc002ctx.1_Missense_Mutation_p.R17CNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1ACGTCTGCACGGGGACAACTC0.562

- 10 1198SEPT12_uc002cxr.2_Missense_Mutation_p.D307N|SEPT12_uc010bty.2_RNANM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1TCATCAGAATCGTCATGGGCC0.662

- 22 4862 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6TCGTGTTTCCGTCGCTGCCAT0.552 rs145419671

+ 8 799_800CIITA_uc002daj.3_Missense_Mutation_p.P224S|CIITA_uc002dak.3_Missense_Mutation_p.P174S|CIITA_uc002dag.2_Missense_Mutation_p.P223S|CIITA_uc002dah.2_Missense_Mutation_p.P175S|CIITA_uc010bup.1_Missense_Mutation_p.P223SNM_000246 NP_000237 P33076 C2TA_HUMAN 1GCCTGAATCTCCCTGAGGGACC0.515

+ 10 1143MKL2_uc002dcg.2_Missense_Mutation_p.L330I|MKL2_uc002dch.2_Missense_Mutation_p.L319I|MKL2_uc010uzb.1_Missense_Mutation_p.L279INM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5CGCCCGCCTGCTCCAGCAGCA0.527

+ 29 4325ABCC1_uc010bvj.2_Missense_Mutation_p.L1325F|ABCC1_uc010bvk.2_Missense_Mutation_p.L1328F|ABCC1_uc010bvl.2_Missense_Mutation_p.L1384F|ABCC1_uc010bvm.2_Missense_Mutation_p.L1269F|ABCC1_uc002del.3_Missense_Mutation_p.L1278FNM_004996 NP_004987 P33527 MRP1_HUMANABC transporter 2.|Cytoplasmic. 4TTCGGGTTCCCTCCGAATGAA0.552

+ 4 609SYT17_uc002dfx.2_Missense_Mutation_p.R32H|SYT17_uc002dfy.2_Missense_Mutation_p.R89H|SYT17_uc002dfv.1_Missense_Mutation_p.R32HNM_016524 NP_057608 Q9BSW7 SYT17_HUMAN 1GATGGAAGACGCTCGTCCTCA0.577

- 19 2803 NM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18TTGAACTTATCGATCTTGATC0.488

+ 2 1372 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2ATCGATGCTTCCTGGAGTGCC0.542

+ 2 1001uc010vct.1_Intron|APOB48R_uc010byg.1_5'UTRNM_018690 NP_061160 Q0VD83 APOBR_HUMAN Glu-rich. 0GGCCGGGACAGCCTCGGGAGG0.716

+ 16 4270uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TAOK2_uc002dvb.1_Intron|TAOK2_uc002dvc.1_Intron|TAOK2_uc010bzm.1_Missense_Mutation_p.R1170W|TAOK2_uc002dvd.1_Missense_Mutation_p.R990WNM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1GCGTCTGGCACGGGCCAGCCA0.682

- 2 390CD2BP2_uc002dxs.2_Missense_Mutation_p.S46FNM_006110 NP_006101 O95400 CD2B2_HUMAN 1GCTATCCAAAGAGTGTTTGCC0.522

- 3 1032 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN C2H2-type 5. 0GATGAGGTCCGAGCTGCGGTA0.637

+ 4 749PYDC1_uc002ebo.2_5'FlankNM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0GGCCGTGGGGGAGCAGCTGGG0.667

+ 6 908GPT2_uc002eem.2_Missense_Mutation_p.P172SNM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2CCCTGGGAACCCCACAGGTCT0.542

+ 16 1653PHKB_uc002eeu.3_Missense_Mutation_p.L527PNM_000293 NP_000284 Q93100 KPBB_HUMAN 3CAGCAGGAGCTTGTGAAAGTA0.378

+ 1 267SLC12A3_uc002ekd.3_Missense_Mutation_p.R80W|SLC12A3_uc010ccn.2_Missense_Mutation_p.R80WNM_001126108 NP_001119580 P55017 S12A3_HUMANCytoplasmic (Potential). 3TGGTGAGCCCCGGAAGGTCCG0.488

+ 2 105 NM_002990 NP_002981 O00626 CCL22_HUMAN 0CGCCAACATGGAAGACAGCGT0.642

- 6 939KIFC3_uc010vhw.1_Missense_Mutation_p.R146W|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.R109W|KIFC3_uc010vhx.1_Missense_Mutation_p.R109W|KIFC3_uc010cdf.2_Missense_Mutation_p.R109W|KIFC3_uc002emo.3_Missense_Mutation_p.R109W|KIFC3_uc010vhy.1_Missense_Mutation_p.R190W|KIFC3_uc002emq.2_Missense_Mutation_p.R248W|KIFC3_uc010vhz.1_Missense_Mutation_p.R270W|KIFC3_uc002emr.1_IntronNM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN Potential. 3GACTGGGCCCGCAGGCTGGCA0.677

+ 10 2799 NM_002428 NP_002419 P51511 MMP15_HUMANExtracellular (Potential).p.G609R(1) 3AACAAGGACGGGGGCAGCCGC0.701

+ 6 784 NM_001950 NP_001941 Q16254 E2F4_HUMAN 1GGAAGCCTCACGTCCAAATAG0.597 rs142389152

- 1 525ACD_uc002etp.3_Missense_Mutation_p.P63L|ACD_uc002etr.3_Missense_Mutation_p.P63L|ACD_uc010vjt.1_Missense_Mutation_p.P53L|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1GCCTTTCCTCGGAAGAGGAAG0.741

- 6 921 NM_000229 NP_000220 P04180 LCAT_HUMAN 0GCAAAGAAGCGTTGGAAGTCA0.572

- 62 10515 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TCAAACACGAGGCCTCGGCTC0.562

- 3 645RFWD3_uc010cgq.2_Nonsense_Mutation_p.Q183*NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3CTGCTCACCTGAAAGTAAGCA0.413

+ 6 897CNTNAP4_uc002fev.1_Missense_Mutation_p.R83Q|CNTNAP4_uc010chb.1_Missense_Mutation_p.R146Q|CNTNAP4_uc002fex.1_Missense_Mutation_p.R174Q|CNTNAP4_uc002few.2_Missense_Mutation_p.R146QNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|F5/8 type C. 2ATTGGAATGCGAATCGAAGTG0.408

+ 11 1818CNTNAP4_uc002fev.1_Missense_Mutation_p.P342L|CNTNAP4_uc010chb.1_Missense_Mutation_p.P405L|CNTNAP4_uc002fex.1_Missense_Mutation_p.P481L|CNTNAP4_uc002few.2_Missense_Mutation_p.P453LNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|Laminin G-like 2. 2TCTGCTGCTCCTCTGCTGGGG0.478

- 2 579 NM_003791 NP_003782 Q14703 MBTP1_HUMAN 2AGATTTCTTTTCCAGTCTGTC0.453

+ 8 1355PAFAH1B1_uc010ckb.1_Intron|PAFAH1B1_uc010vqz.1_Missense_Mutation_p.V92INM_000430 NP_000421 P43034 LIS1_HUMANWD 4.|Interaction with dynein and dynactin. 1TGTATGGGTCGTAGCAACAAA0.498

+ 10 1275CTNS_uc002fwa.2_Missense_Mutation_p.R228C|CTNS_uc010ckj.2_Missense_Mutation_p.R228C|CTNS_uc010vrv.1_Missense_Mutation_p.R81C|CTNS_uc010vrw.1_Missense_Mutation_p.R120CNM_004937 NP_004928 O60931 CTNS_HUMANCytoplasmic (Potential). 0TCGCCCCCAGCGCGGTGGCCA0.682

- 6 1001 NM_002558 NP_002549 P51575 P2RX1_HUMANExtracellular (Potential). 2CTTGATGAAAAGAGTGAAGTT0.622

- 3 515VMO1_uc010vsh.1_3'UTR|VMO1_uc010vsi.1_3'UTR|VMO1_uc002fyy.2_3'UTRNM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1TCTGAACAGCGGAAGCGCACG0.657

- 5 979DHX33_uc002gbz.2_Missense_Mutation_p.P97L|DHX33_uc002gcb.2_Missense_Mutation_p.P153L|DHX33_uc010clf.2_Silent_p.S139SNM_020162 NP_064547 Q9H6R0 DHX33_HUMANHelicase C-terminal. 2GGCGTACAGAGGAAGGACCAG0.607

+ 3 523POLR2A_uc002ghe.2_Missense_Mutation_p.V97MNM_000937 NP_000928 P24928 RPB1_HUMAN 1TGTGTTTCACGTGGGCTTCCT0.542

+ 34 5403 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 1 (By similarity). 13GCACCTGCACCGAGGGGGCTC0.582

- 39 5741 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6CTCAGCCTGCCTCTTGTAAGA0.587

+ 27 5721DNAH9_uc010coo.2_Missense_Mutation_p.R1179CNM_001372 NP_001363 Q9NYC9 DYH9_HUMANAAA 1 (By similarity). 20GGACCTGGGCCGCGCACTGGG0.627

- 9 2166TRIM16_uc002gor.1_Intron|TRIM16_uc002gow.2_Missense_Mutation_p.S321P|TRIM16_uc002goy.2_Missense_Mutation_p.S407PNM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3TCCTTCTTGGAAAGCCAGAAG0.512

+ 1 1858 NM_144775 NP_658988 Q8TEV9 SMCR8_HUMAN 1GAGCAGTTTCGACCCCCAGGA0.473

+ 9 874PRPSAP2_uc002guo.1_Missense_Mutation_p.L135F|PRPSAP2_uc010vyi.1_Missense_Mutation_p.L169F|PRPSAP2_uc010vyj.1_Missense_Mutation_p.L135F|PRPSAP2_uc010vyk.1_Missense_Mutation_p.L209FNM_002767 NP_002758 O60256 KPRB_HUMAN 1AGTCGGACTTGGTGGATGGAC0.582

+ 13 1240_1241SLC47A1_uc002gvx.2_Missense_Mutation_p.S385F|SLC47A1_uc010vyz.1_Missense_Mutation_p.S362F|SLC47A1_uc010cqp.1_Intron|SLC47A1_uc010cqq.1_Missense_Mutation_p.S190F|SLC47A1_uc010vza.1_Missense_Mutation_p.S97F|SLC47A1_uc010vzb.1_Missense_Mutation_p.S119F|SLC47A1_uc010vzc.1_Missense_Mutation_p.S57FNM_018242 NP_060712 Q96FL8 S47A1_HUMANHelical; (Potential). 0TATGCTGTTTCCCACCTCTTTG0.431



+ 4 1224CYTSB_uc010cqx.2_Missense_Mutation_p.S360N|CYTSB_uc002gwr.2_Missense_Mutation_p.S360N|CYTSB_uc002gws.2_Missense_Mutation_p.S360N|CYTSB_uc002gwv.2_Missense_Mutation_p.S279N|CYTSB_uc010vzf.1_Intron|CYTSB_uc002gww.2_Missense_Mutation_p.S136N|CYTSB_uc002gwt.2_Missense_Mutation_p.S279N|CYTSB_uc002gwu.2_Missense_Mutation_p.S279NNM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN Ser-rich. 0ACTGCTGGGAGTTCCCCAAAC0.488

+ 3 1304 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4AGCCACAACGCCGTGGTGGCC0.612

- 4 597UNC119_uc002hbm.2_Missense_Mutation_p.D176N|UNC119_uc002hbl.1_RNANM_005148 NP_005139 Q13432 U119A_HUMAN 0AAGTGGAAGTCGAAGCTTTTG0.557

- 3 458ALDOC_uc010cro.2_Missense_Mutation_p.V105MNM_005165 NP_005156 P09972 ALDOC_HUMAN 1TTGATGCCCACGACGATGCCC0.517 rs139497270

- 21 3315ALDOC_uc002hbp.2_5'Flank|ALDOC_uc010cro.2_5'FlankNM_006461 NP_006452 Q96R06 SPAG5_HUMAN Potential. 1GAGCGGGTAAGGTGGGTCACC0.542

- 2 277SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.G28E|SEZ6_uc002hdq.1_5'UTR|SEZ6_uc010crz.1_Missense_Mutation_p.G28ENM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2TTGTCCTTTCCCCACGGTTGG0.582

+ 53 8180NF1_uc002hgh.2_Missense_Mutation_p.Q2595R|NF1_uc010cso.2_Missense_Mutation_p.Q804R|NF1_uc010wbt.1_Missense_Mutation_p.Q94R|NF1_uc010wbu.1_RNANM_001042492 NP_001035957 P21359 NF1_HUMAN 330CCGAAGATCCAGGCGCTGCTT0.403

- 10 814UTP6_uc002hgq.2_Missense_Mutation_p.S60L|UTP6_uc010cst.2_Missense_Mutation_p.S93L|UTP6_uc010wbw.1_Missense_Mutation_p.S244LNM_018428 NP_060898 Q9NYH9 UTP6_HUMAN 1CTGTGCAATCGAAAGCAGTGA0.333 rs146623373

- 10 1686MMP28_uc002hjw.1_RNA|MMP28_uc002hjz.1_RNANM_024302 NP_077278 Q9H239 MMP28_HUMANHemopexin-like 4. 1GAAGATGATGGAGCCATCGGG0.677

+ 7 1368CASC3_uc010cws.1_Missense_Mutation_p.S358F|CASC3_uc002hue.2_Missense_Mutation_p.S358FNM_007359 NP_031385 O15234 CASC3_HUMAN 1GAGCAGACTTCTGTGAGGGAT0.572

+ 1 235_236 NM_031961 NP_114167 Q9BYQ4 KRA92_HUMAN17 X 5 AA repeats of C-C-[RQVSGE]-[SPTQ]- [TASP].|9.1CCAGCTGCTGCCAGCCTTCCTG0.644

- 3 534KRT31_uc010cxn.2_Missense_Mutation_p.G161SNM_002277 NP_002268 Q15323 K1H1_HUMAN Rod.|Coil 1B. 0CTGCGCAGACCGTTGATGTCC0.597

- 6 1637 NM_006771 NP_006762 O76015 KRT38_HUMAN Coil 2.|Rod. 2CAGAAGGTTCCGGTACGTGGC0.552

- 1 115 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0CAGGCCGGGGGCAGCTCTTGA0.612

+ 1 450LOC90586_uc002ibx.2_5'FlankNR_002773 0GCCTCCCAAGGCTGCAGCCCT0.657

+ 3 312DHX8_uc010wif.1_5'UTR|DHX8_uc010wig.1_Missense_Mutation_p.S80FNM_004941 NP_004932 Q14562 DHX8_HUMAN 4TCAAAGGATTCTCTTATTAGT0.433

+ 5 811MYCBPAP_uc002iqx.2_Missense_Mutation_p.E217K|MYCBPAP_uc002iqz.2_RNANM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6CATCTCTGCTGAAGGAGAGTC0.522

+ 8 936NME1-NME2_uc002itj.2_Missense_Mutation_p.R203Q|NME2_uc002itl.2_Missense_Mutation_p.R88Q|NME2_uc002itm.2_Missense_Mutation_p.R88Q|NME2_uc002itn.2_Missense_Mutation_p.R88Q|NME2_uc002ito.2_Missense_Mutation_p.R88QNM_002512 NP_002503 P22392 NDKB_HUMAN 0AAGACAGGCCGAGTGATGCTT0.527

+ 6 657 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN Potential. 2TGTCAGCCTGGAAAGCCGAGC0.468

+ 9 1533 NM_000502 NP_000493 P11678 PERE_HUMAN 2CTTCATGTTCCGCTTGGACAG0.592

- 17 2197TRIM37_uc002iwz.3_Splice_Site_p.G585_splice|TRIM37_uc002ixa.3_Splice_Site_p.G463_splice|TRIM37_uc010woc.1_Splice_Site_p.G551_spliceNM_001005207 NP_001005207 O94972 TRI37_HUMAN 7GACCTCATTACCTGCGGGTCC0.428

+ 6 504BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Missense_Mutation_p.P132L|BCAS3_uc002iyw.3_Missense_Mutation_p.P128LNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5TTGCCTGCTCCACAGTTTGGT0.413

- 10 785TBC1D3P2_uc010woz.1_RNA|uc010wpb.1_5'Flank 0TTTGGGCTGTGAAATCCTGAG0.572

- 24 5295 NM_000334 NP_000325 P35499 SCN4A_HUMAN IQ. 3AGCAGGTGCCGGCGGTAGGCC0.642

- 13 1959ABCA8_uc002jhq.2_Missense_Mutation_p.D594N|ABCA8_uc010wqq.1_Missense_Mutation_p.D594N|ABCA8_uc010wqr.1_Missense_Mutation_p.D533N|ABCA8_uc002jhr.2_Missense_Mutation_p.D594NNM_007168 NP_009099 O94911 ABCA8_HUMANABC transporter 1. 3ACCTCTTTATCCACTTCTTGT0.333

- 30 4441ABCA10_uc010wqs.1_Missense_Mutation_p.P180S|ABCA10_uc010wqt.1_RNANM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4TCCAAGTTTGGAGCAGTGAGT0.423

+ 5 589KCNJ16_uc002jio.2_Nonsense_Mutation_p.R35*|KCNJ16_uc002jip.2_Nonsense_Mutation_p.R35*|KCNJ16_uc002jiq.2_Nonsense_Mutation_p.R67*NM_018658 NP_061128 Q9NPI9 IRK16_HUMANCytoplasmic (By similarity). 3AGCAAGAAGACGATTACTTCA0.453

+ 2 174RAB37_uc002jlc.2_Intron|RAB37_uc010dfu.2_Intron|RAB37_uc002jld.2_Intron|RAB37_uc010wrb.1_Missense_Mutation_p.V8I|RAB37_uc010wrc.1_Missense_Mutation_p.V45I|RAB37_uc010wrd.1_Intron|RAB37_uc010wre.1_Intron|RAB37_uc002jll.3_RNANM_001006638 NP_001006639 Q96AX2 RAB37_HUMANGTP (By similarity). 1AGACACAGGCGTCGGCAAAAC0.567

- 2 994USH1G_uc010wro.1_Missense_Mutation_p.P168SNM_173477 NP_775748 Q495M9 USH1G_HUMAN 2TCCCGGAGCGGGGCTCGGCCC0.706

- 7 1224_1225PRPSAP1_uc010wtb.1_Missense_Mutation_p.P157LNM_002766 NP_002757 Q14558 KPRA_HUMAN 1CATCTTACATGGCAACTCCAGG0.347

+ 3 924 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3TGCCCTCAAGGACGCCCACCC0.597

+ 4 3302 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21CTTCGGGCTTCGTGACTACTA0.507

+ 10 1951RPTOR_uc010wuf.1_Nonsense_Mutation_p.W197*|RPTOR_uc010wug.1_Nonsense_Mutation_p.W382*NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6GGCAAGCCTGGGACCTGGCTG0.612

+ 11 1220GPS1_uc002kdk.1_Missense_Mutation_p.A428V|GPS1_uc010dij.1_Missense_Mutation_p.A427V|GPS1_uc002kdm.1_Missense_Mutation_p.A372V|GPS1_uc002kdn.1_Missense_Mutation_p.A388V|GPS1_uc002kdo.1_Missense_Mutation_p.A391V|GPS1_uc010wvh.1_Missense_Mutation_p.A384VNM_004127 NP_004118 Q13098 CSN1_HUMAN PCI. 1ATGGCGGCAGCCTTCAATACC0.632

+ 6 625USP14_uc002kkg.1_Missense_Mutation_p.A102S|USP14_uc010wyr.1_Missense_Mutation_p.A126SNM_005151 NP_005142 P54578 UBP14_HUMAN 2TCCTAGGTATGCAGGTGCCTT0.378

- 13 1717EPB41L3_uc010wzh.1_Intron|EPB41L3_uc002kmu.1_Intron|EPB41L3_uc010dkq.1_Intron|EPB41L3_uc002kms.1_Intron|EPB41L3_uc010wze.1_Intron|EPB41L3_uc010wzf.1_Intron|EPB41L3_uc010wzg.1_Intron|EPB41L3_uc010dkr.2_IntronNM_012307 NP_036439 Q9Y2J2 E41L3_HUMANSpectrin--actin-binding (Potential). 5AGCTCTGGACGGCTCATAACC0.577

- 11 1022L3MBTL4_uc010dkt.2_Missense_Mutation_p.F288I|L3MBTL4_uc002kmy.3_Missense_Mutation_p.F126INM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 3. 3ACCATTTTAAAAACTTTGGCA0.323

+ 14 1612ARHGAP28_uc002knc.2_Splice_Site_p.M583_splice|ARHGAP28_uc002knd.2_Splice_Site_p.M476_splice|ARHGAP28_uc002kne.2_Splice_Site_p.M476_splice|ARHGAP28_uc002knf.2_Splice_Site_p.M467_spliceB4DXL2 B4DXL2_HUMAN 1AAGACGAATGGTAAGAAAAAT0.284

- 58 8363LAMA1_uc002knk.2_Missense_Mutation_p.H87Y|LAMA1_uc002knl.2_Missense_Mutation_p.H210Y|LAMA1_uc010wzj.1_Missense_Mutation_p.H2233YNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 4. 21TGGTTCTGATGAGCCATGTAG0.552

+ 3 748PTPRM_uc010dkv.2_Missense_Mutation_p.A82VNM_002845 NP_002836 P28827 PTPRM_HUMANMAM.|Extracellular (Potential). 6GGGCAGAGAGCCCACCTGCTC0.458

+ 5 397 NM_021074 NP_066552 P19404 NDUV2_HUMAN 1TACCTCCAATGAGAGTATATG0.328

- 9 1299DSC3_uc002kwi.3_Missense_Mutation_p.D382NNM_001941 NP_001932 Q14574 DSC3_HUMANCadherin 3.|Extracellular (Potential). 4 TTAATTAAATCCTTATCTTCT0.308

- 8 1452DSC2_uc002kwk.3_Missense_Mutation_p.F333YNM_024422 NP_077740 Q02487 DSC2_HUMANExtracellular (Potential).|Cadherin 2. 3CTGTAGACCAAAATACTGACC0.313

+ 8 1077 NM_001942 NP_001933 Q02413 DSG1_HUMANExtracellular (Potential).|Cadherin 3. 7AAATTTGCTCGAGATTAGAGT0.328

+ 12 1937DSG4_uc002kwr.2_Missense_Mutation_p.A601VNM_177986 NP_817123 Q86SJ6 DSG4_HUMANExtracellular (Potential).p.A601V(1) 8TCTGGTGCCGCGGGCATCTAC0.507

+ 14 2281 uc002kwv.3_Intron NM_001943 NP_001934 Q14126 DSG2_HUMANCytoplasmic (Potential). 9ACGATGAAAGGAAGTAGCTCT0.512

+ 11 1436ASXL3_uc002kxq.2_Missense_Mutation_p.S168GNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GGTAGAGACTAGTATCTGTGA0.393



+ 11 1914ASXL3_uc002kxq.2_Missense_Mutation_p.G327ENM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3AGCCCAGAGGGAGCCTGTACC0.483

- 1 1111KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_145653 NP_663628 Q8NG57 ELOA3_HUMAN 0TGCCTGGGAGGTCATGGCCTC0.617

- 27 3827MYO5B_uc002lea.2_Missense_Mutation_p.A321VNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5TGGTGGTTCCGCCTGCATGGA0.498

+ 13 2601DCC_uc010xdr.1_Missense_Mutation_p.E520K|DCC_uc010dpf.1_Missense_Mutation_p.E327KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17GGGTGAGATGGAAACACTGGA0.428

- 8 1009FECH_uc002lgp.3_Nonsense_Mutation_p.R304*|FECH_uc002lgr.3_Nonsense_Mutation_p.R156*NM_000140 NP_000131 P22830 HEMH_HUMAN 1CACACCAGTCGGTAGGGGTTG0.493

+ 7 1010 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN 3TCACATCACTCGTCAGAACAG0.438

- 11 1464RTTN_uc002lko.2_RNA|RTTN_uc010xfb.1_5'UTR|RTTN_uc002lkq.1_Missense_Mutation_p.L466FNM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8TGGTGCACAAGCATCACCTCT0.473

+ 3 519 NM_004359 NP_004350 P49427 UB2R1_HUMAN 0CCCCAGAGCGGGGAGCTGCCC0.642

+ 13 1834ABCA7_uc010dsb.1_Missense_Mutation_p.P397SNM_019112 NP_061985 Q8IZY2 ABCA7_HUMANExtracellular (By similarity). 9GATGCCCTATCCGTGCTATGT0.697

+ 27 4496DOT1L_uc002lvc.1_Missense_Mutation_p.S781FNM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4AACCTCGGCTCCGTGGCCGGC0.726

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

- 16 1764TLE2_uc010xhb.1_Splice_Site_p.N168_splice|TLE2_uc010dth.2_Splice_Site_p.N502_splice|TLE2_uc010xhc.1_Splice_Site_p.N379_splice|TLE2_uc010dti.2_Splice_Site_p.N515_spliceNM_003260 NP_003251 Q04725 TLE2_HUMAN 0TGTCTCGGTTCTGGGGTCGGG0.617

- 3 1937PLIN4_uc010dub.1_5'FlankNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|17. 0TGTACCTGTCGCGATATTTTG0.572

+ 14 1733EMR1_uc010dvc.2_Missense_Mutation_p.F565L|EMR1_uc010dvb.2_Missense_Mutation_p.F513L|EMR1_uc010xji.1_Missense_Mutation_p.F424L|EMR1_uc010xjj.1_Missense_Mutation_p.F388LNM_001974 NP_001965 Q14246 EMR1_HUMANGPS.|Extracellular (Potential).|Ser/Thr-rich. 5GGACATCCTTTGGCTGTGTGA0.443

- 40 39365_39366MUC16_uc010dwi.2_5'Flank|MUC16_uc010dwj.2_5'Flank|MUC16_uc010xki.1_IntronNM_024690 NP_078966 Q8WXI7 MUC16_HUMAN 57GGCCGACACTGGAGTTCTTGAA0.515

- 3 28000 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GTTGATGTGAGAACATTTGTA0.468

- 3 19028 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ATTTTGAGGTGAACGAGTCAC0.488

- 3 15362 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGAAATCAGGGAAGGTGTGGT0.478

- 10 1817ZNF560_uc010dwr.1_Missense_Mutation_p.R430QNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6TGTGTGAGTTCGCATGTGAAT0.408

- 6 1212ZNF561_uc010dwu.2_Missense_Mutation_p.P267L|ZNF561_uc010xkr.1_Missense_Mutation_p.P200LNM_152289 NP_689502 Q8N587 ZN561_HUMAN 1ACATTCATAGGGTTTTATTCC0.418

- 29 2307 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10AGCCCCACATCGCCCTTGAAG0.627

+ 2 59PPAN-P2RY11_uc010xla.1_Missense_Mutation_p.R20H|PPAN_uc002mmz.1_Missense_Mutation_p.R20H|PPAN_uc002mnb.1_5'UTR|SNORD105_uc010dwy.1_5'FlankNM_001040664 NP_001035754 Q9NQ55 SSF1_HUMAN 2GCGCAGCTCCGCAACCTCGAG0.726

- 1 204CDC37_uc010dxf.1_5'UTR|CDC37_uc002mog.1_Missense_Mutation_p.R30C|CDC37_uc002moh.2_Missense_Mutation_p.R30CNM_007065 NP_008996 Q16543 CDC37_HUMAN 0TGCCGCCAGCGGAAGAGACTG0.632

+ 4 719 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 2. 0TCAAGTGTTCGAAGACACATG0.393

+ 4 1651ZNF844_uc010dym.1_Missense_Mutation_p.P346RNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GAGAGAAACCCTATGAGTGTA0.413

+ 9 978GCDH_uc010xms.1_Missense_Mutation_p.V268M|GCDH_uc002mvp.2_Missense_Mutation_p.V301M|GCDH_uc010xmt.1_Missense_Mutation_p.V135M|GCDH_uc010xmu.1_Missense_Mutation_p.V257MNM_000159 NP_000150 Q92947 GCDH_HUMAN 0CGCGTGGGGCGTGCTTGGAGC0.647

+ 12 2239ZSWIM4_uc010xng.1_Missense_Mutation_p.V607INM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2GACTCTGAACGTAATGACCTG0.617

- 3 1199MED26_uc002nee.2_RNANM_004831 NP_004822 O95402 MED26_HUMAN Pro-rich. 2AAGCGGTGACGGCACCTGTGT0.682

+ 5 1472ANKLE1_uc010xpm.1_Intron|ANKLE1_uc010eao.1_Intron|ANKLE1_uc010xpn.1_Intron|ANKLE1_uc002nfy.2_Intron|ANKLE1_uc002nfz.2_Missense_Mutation_p.P105LNM_152363 NP_689576 Q8NAG6 ANKL1_HUMAN LEM. 0CAGATTGCTCCTGGTTAGTCT0.572

- 11 1540 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3TACCTCTCCTCGTCCTTGGGT0.667

+ 7 1236ARRDC2_uc002nhu.2_Missense_Mutation_p.P360SNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1TCCGCAGGACCCCGACATGAG0.632

- 7 2677SFRS14_uc002nkz.1_Missense_Mutation_p.T858M|SFRS14_uc002nla.1_Missense_Mutation_p.T844M|SFRS14_uc002nlb.2_Missense_Mutation_p.T844M|SFRS14_uc010xqk.1_Missense_Mutation_p.T613MNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0CGGAGATGACGTGAAACAAAT0.473

- 8 1113SF4_uc002nmf.2_5'UTR|SF4_uc002nmg.2_5'UTR|SF4_uc002nmi.2_Missense_Mutation_p.G161R|SF4_uc002nmj.2_Missense_Mutation_p.G161R|SF4_uc010xqr.1_RNANM_172231 NP_757386 Q8IWZ8 SUGP1_HUMAN Pro-rich. 0GCTGGCTTCCCGGGGGCAGCT0.672

+ 4 835ZNF253_uc002nok.2_Missense_Mutation_p.K172I|ZNF253_uc002nol.2_RNANM_021047 NP_066385 O75346 ZN253_HUMAN C2H2-type 3. 0ACACATAAGAAAATTCATACT0.403

+ 4 837ZNF253_uc002nok.2_Missense_Mutation_p.I173V|ZNF253_uc002nol.2_RNANM_021047 NP_066385 O75346 ZN253_HUMAN C2H2-type 3. 0ACATAAGAAAATTCATACTGG0.398

+ 4 1046 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1GGAGAGAAGCCCTACGTTTGT0.373

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

+ 4 1725ZNF85_uc010ecn.2_Missense_Mutation_p.T468I|ZNF85_uc010eco.2_Missense_Mutation_p.T481I|ZNF85_uc002npi.2_Missense_Mutation_p.T474INM_003429 NP_003420 Q03923 ZNF85_HUMAN 1AAAATTCATACTGGAGAGAAA0.353

- 5 1789ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAGACCTTAATAAAGGTTTT0.398

- 4 916ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7ACATTTGTAGGATTTCTCTCC0.358

- 4 1086ZNF91_uc010xrj.1_Missense_Mutation_p.E293KNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0CCACATTCTTCACATTTGTAG0.388

- 4 1136ZNF681_uc002nrl.3_Missense_Mutation_p.H263Y|ZNF681_uc002nrj.3_Missense_Mutation_p.H263YNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 6; degenerate. 0TCTCCAGTATGAATTATCTTA0.388

- 3 359ZNF681_uc002nrl.3_Missense_Mutation_p.E4K|ZNF681_uc002nrj.3_Missense_Mutation_p.E4K|ZNF681_uc002nrm.1_RNANM_138286 NP_612143 Q96N22 ZN681_HUMAN KRAB. 0CCTGGGGGTTCGGCCACCATC0.418

+ 19 3054GPATCH1_uc002nuh.1_Missense_Mutation_p.V291MNM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1AACCGCAGACGTGTCGCCCCA0.498

+ 4 485 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1AATGATGCCAGCAGTGCCAAA0.587

- 2 784LGI4_uc002nxy.1_5'UTR|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_Missense_Mutation_p.V64LNM_139284 NP_644813 Q8N135 LGI4_HUMAN LRR 1. 1AGCTGGGTGACTCCCGTCCTG0.607

+ 22 4762 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11CCTCAAATACGGGGATGCAGA0.607



+ 15 2322KIRREL2_uc002obz.3_Missense_Mutation_p.S614F|KIRREL2_uc002oca.3_Missense_Mutation_p.S564F|KIRREL2_uc002occ.3_Missense_Mutation_p.L651F|KIRREL2_uc002ocd.3_Missense_Mutation_p.L666F|APLP1_uc010xsz.1_5'Flank|APLP1_uc002oce.2_5'Flank|APLP1_uc002ocf.2_5'Flank|APLP1_uc002ocg.2_5'FlankNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANCytoplasmic (Potential).p.L704L(1) 3CCACCCGCGTCTCCAGACTCA0.562

+ 14 1768APLP1_uc010xsz.1_Missense_Mutation_p.E505K|APLP1_uc002ocf.2_Missense_Mutation_p.E545K|APLP1_uc002ocg.2_Missense_Mutation_p.E448K|APLP1_uc010xta.1_Missense_Mutation_p.E538KNM_005166 NP_005157 P51693 APLP1_HUMANExtracellular (Potential). 2GAACCCGCTGGAACAGTATGA0.338

- 11 1439NFKBID_uc002och.1_Missense_Mutation_p.R126W|NFKBID_uc002ocj.1_Missense_Mutation_p.R304WNM_139239 NP_640332 Q8NI38 IKBD_HUMAN 0GGCCCGGGCCGCAGCAGGTGA0.701

+ 11 1232RYR1_uc002oiu.2_Missense_Mutation_p.L368INM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|MIR 5. 12GGCCCTGCGGCTCGGCGTGCT0.393

- 3 459LGALS4_uc010xuj.1_Missense_Mutation_p.G82ENM_006149 NP_006140 P56470 LEG4_HUMAN Galectin 1. 2GCCCCACTTCCCGCCCTGCAA0.582

- 8 657SIRT2_uc010egh.1_Missense_Mutation_p.R116C|SIRT2_uc010egi.1_Missense_Mutation_p.R116C|SIRT2_uc002ojs.1_Missense_Mutation_p.R133C|SIRT2_uc002oju.1_Missense_Mutation_p.R116C|SIRT2_uc010egj.1_Missense_Mutation_p.R116C|SIRT2_uc002ojv.1_Missense_Mutation_p.R151CNM_012237 NP_036369 Q8IXJ6 SIRT2_HUMANDeacetylase sirtuin-type. 0TTCAGCAGGCGCATGAAGTAG0.582

+ 3 194 NM_013268 NP_037400 Q9UHV8 PP13_HUMAN Galectin. 1AGATATTGCCTTCCGTTTCCG0.512

- 7 3507PRX_uc002onq.2_Missense_Mutation_p.R941C|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2GGGCTGGCACGATCACCTTGA0.632

- 7 2893PRX_uc002onq.2_Missense_Mutation_p.K736T|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2CTTGCCCATTTTAGCGGCTGG0.627

+ 10 1593 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11CCAGGGCCCCCGGATCCTCCT0.627

- 5 1174PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.N198S|PSG8_uc002ouh.2_Missense_Mutation_p.N359S|PSG8_uc010ein.2_Missense_Mutation_p.N237S|PSG8_uc002ouj.3_Missense_Mutation_p.N141S|PSG8_uc002ouk.3_Missense_Mutation_p.N198S|PSG8_uc002oul.3_Missense_Mutation_p.N359S|PSG8_uc002oum.3_Missense_Mutation_p.N266S|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.N266SNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 3. 0TGCCGGTGGGTTAGAGTCCGC0.463

- 2 191PSG11_uc002ouw.2_Nonsense_Mutation_p.W34*|PSG10_uc002ouv.1_Intron|PSG6_uc002ovi.2_Intron|PSG6_uc010xwk.1_Intron|PSG11_uc002ovk.1_Nonsense_Mutation_p.W34*|PSG11_uc002ovm.1_Nonsense_Mutation_p.W28*|PSG11_uc002ovn.1_Nonsense_Mutation_p.W34*|PSG11_uc002ovo.1_Intron|PSG11_uc002ovp.1_IntronQ00889 PSG6_HUMAN 2TAGGCAAGTTCCAGAAGTTTA0.483

- 2 231 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANIg-like V-type.|Extracellular (Potential). 0GAGGGTCTGCCGGGCTGGGTT0.453

+ 5 670ZNF225_uc010eje.1_Missense_Mutation_p.V60I|ZNF225_uc010ejf.1_Missense_Mutation_p.V143INM_013362 NP_037494 Q9UK10 ZN225_HUMAN 0TATAATTCACGTAAGACAGAA0.423

- 4 1867 NM_145056 NP_659493 Q96B18 DACT3_HUMAN 0GACTTTGGCGGGGCCTGCGGG0.622

+ 3 1239DHX34_uc010elc.1_Missense_Mutation_p.P300SNM_014681 NP_055496 Q14147 DHX34_HUMANHelicase ATP-binding. 5GCGCCTGTTGCCCACGCGGCC0.587

+ 2 603 EHD2_uc010xyu.1_IntronNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2GTCGTGGACCCGGACAAGCCC0.602 rs144834998

+ 5 951 NM_031485 NP_113673 Q9BQ67 GRWD1_HUMAN WD 1. 1AAAGAACATCCACCTCTGGAC0.642

- 9 914 NM_001080434 NP_001073903 6GGTCAGGTCAGAGGTCAGCAG0.687

- 7 1135PLEKHA4_uc002pkw.1_5'Flank|PLEKHA4_uc010eml.2_Missense_Mutation_p.P195LNM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN Pro-rich. 3AGTCACTTCCGGTGATTCTGA0.692

+ 4 221RUVBL2_uc002plq.1_Missense_Mutation_p.G25S|RUVBL2_uc010yab.1_Missense_Mutation_p.G70S|RUVBL2_uc002pls.1_RNA|RUVBL2_uc010emn.1_Missense_Mutation_p.G25S|RUVBL2_uc010yac.1_Missense_Mutation_p.G25SNM_006666 NP_006657 Q9Y230 RUVB2_HUMAN 0GAAGATTGCCGGTCGGGCAGT0.652

+ 5 2407ZNF473_uc002prm.2_Missense_Mutation_p.H724Y|ZNF473_uc010ybo.1_Missense_Mutation_p.H712YNM_001006656 NP_001006657 Q8WTR7 ZN473_HUMANC2H2-type 15. 2TCAGAGAATTCACTCAGGTGA0.512

- 3 1368 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMANExtracellular (Potential).|Ig-like C2-type. 2GAGATGCGCACGCGGTAGGAG0.637

- 22 3585SHANK1_uc002psw.1_Missense_Mutation_p.G573VNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN Poly-Gly. 2GCCGCCGCCTCCCGTGGGCTC0.473

+ 5 782 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0TGTTCCATTTTAGAAGAACTG0.393

- 6 385ZNF611_uc010eqc.2_5'UTR|ZNF611_uc010ydo.1_Intron|ZNF611_uc010ydr.1_Intron|ZNF611_uc010ydp.1_Missense_Mutation_p.R23H|ZNF611_uc010ydq.1_Missense_Mutation_p.R23H|ZNF611_uc002qaa.3_5'UTRNM_030972 NP_112234 Q8N823 ZN611_HUMAN 1GAAAGTCAAGCGTCCCTAAAA0.388 rs141987068

- 5 411ZNF677_uc002qbg.1_Missense_Mutation_p.E76KNM_182609 NP_872415 Q86XU0 ZN677_HUMAN KRAB. 1 TGGTATAATTCCTCTTTATTA0.348

+ 4 1151ZNF525_uc002qbl.2_Intron|ZNF765_uc010ydx.1_IntronNR_003699 0GAAACCTTACGAATGTGAAGA0.388 rs61743769

+ 1 73 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0AGAGGATCTTCGTAAAGGTAA0.507 rs148896232

- 4 1216_1217NLRP7_uc002qig.3_Missense_Mutation_p.E381K|NLRP7_uc002qii.3_Missense_Mutation_p.E381K|NLRP7_uc010esk.2_Missense_Mutation_p.E381K|NLRP7_uc010esl.2_Missense_Mutation_p.E409KNM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3ACCGGGTCCTCCCCCTTCTCCA0.683

+ 5 2459NLRP4_uc002qmf.2_Missense_Mutation_p.F604L|NLRP4_uc010etf.2_Missense_Mutation_p.F510LNM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15ACGTTTCCTTTTCTGGCCAGA0.428

+ 3 1043NLRP8_uc010etg.2_Missense_Mutation_p.M324INM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13GCAAAACGATGCTTCCAGAGG0.502

- 7 4528ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E1364K|PEG3_uc002qnv.2_Missense_Mutation_p.E1393K|PEG3_uc002qnw.2_Missense_Mutation_p.E1269K|PEG3_uc002qnx.2_Missense_Mutation_p.E1267K|PEG3_uc010etr.2_Missense_Mutation_p.E1393KNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12TCAGCAGCCTCTACGTTTAAG0.478

- 7 2577ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E713D|PEG3_uc002qnv.2_Missense_Mutation_p.E742D|PEG3_uc002qnw.2_Missense_Mutation_p.E618D|PEG3_uc002qnx.2_Missense_Mutation_p.E616D|PEG3_uc010etr.2_Missense_Mutation_p.E742DNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12CCTCATCACTTTCAAGAGGTC0.408

- 3 2631ZNF814_uc002qqk.2_Intron|ZNF814_uc010yhl.1_IntronNM_001144989 NP_001138461 B7Z6K7 ZN814_HUMANC2H2-type 21. 0TGTTTTGTGAAACTGGAGCTT0.413

- 7 1679ZNF606_uc010yhp.1_Missense_Mutation_p.F264CNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2TGAGAAATAAAAGATATTCTC0.338

+ 3 1281TTC15_uc002qxn.1_Missense_Mutation_p.R359C|TTC15_uc010ewm.1_Missense_Mutation_p.R359CNM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4CTTGATGCTTCGCTTTCTGGG0.393

+ 8 1161RNF144A_uc002qyt.2_Missense_Mutation_p.R89QNM_014746 NP_055561 P50876 R144A_HUMAN 2GGCCACTCCCGGGCATCTGTG0.468

- 32 3747NBAS_uc010exl.1_Missense_Mutation_p.R313W|NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4AGACTGATCCGATCAGGGCAC0.478

+ 5 946FAM179A_uc010ymm.1_Missense_Mutation_p.G199RNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4GGACCTACCGGGGAGCATTCC0.622

- 9 1095CAPN13_uc002rnp.1_Missense_Mutation_p.K307QNM_144575 NP_653176 Q6MZZ7 CAN13_HUMANCalpain catalytic. 2TCTTCCCGTTTCTTATGTAGC0.443

- 29 2238MAP4K3_uc002rrp.2_Missense_Mutation_p.F695Y|MAP4K3_uc010yns.1_Missense_Mutation_p.F269YNM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8TGGTATAGGAAAATCTATGTG0.333

- 18 2907AAK1_uc010fdk.2_Missense_Mutation_p.S801F|AAK1_uc010yqm.1_Missense_Mutation_p.S802FNM_014911 NP_055726 Q2M2I8 AAK1_HUMAN 0GAGCAGAAGAGAAGTGTCAGG0.408

+ 5 685MXD1_uc010yqp.1_Missense_Mutation_p.R142Q|MXD1_uc010yqq.1_Missense_Mutation_p.R79Q|MXD1_uc010yqr.1_RNA|MXD1_uc010yqs.1_Missense_Mutation_p.R132QNM_002357 NP_002348 Q05195 MAD1_HUMAN 0GAGAGGATCCGGATGGACAGC0.597

+ 6 825MXD1_uc010yqp.1_Missense_Mutation_p.R188W|MXD1_uc010yqq.1_Missense_Mutation_p.R126W|MXD1_uc010yqr.1_RNA|MXD1_uc010yqs.1_Missense_Mutation_p.R179WNM_002357 NP_002348 Q05195 MAD1_HUMAN 0CTCTGACGAGCGGGGCAGCAT0.557

- 4 1256 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0TTACCAGATACTTCATCCTTT0.378

- 16 2591ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_3'UTR|ADD2_uc002sha.2_Missense_Mutation_p.F403Y|ADD2_uc002sgx.2_3'UTRNM_001617 NP_001608 P35612 ADDB_HUMANInteraction with calmodulin (Potential). 3GGGGGTTCGGAATTTCTTTTT0.527



- 3 472ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_Missense_Mutation_p.E3K|ADD2_uc002sha.2_Missense_Mutation_p.E3K|ADD2_uc002sgx.2_Missense_Mutation_p.E3K|ADD2_uc010fdt.1_Missense_Mutation_p.E3K|ADD2_uc002shc.1_Missense_Mutation_p.E3K|ADD2_uc002shd.1_Missense_Mutation_p.E3K|ADD2_uc010fdu.1_Missense_Mutation_p.E19KNM_001617 NP_001608 P35612 ADDB_HUMAN 3ACCGTCTCTTCGCTCATTTTC0.617

- 3 1622RAB11FIP5_uc002sit.3_Missense_Mutation_p.R383WNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0AGACCCATCCGGGGCTTGCGT0.647

+ 4 399REG3G_uc002snx.2_Missense_Mutation_p.G105E|REG3G_uc010ffu.2_IntronNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0ATCTGGATTGGGCTCCATGAC0.562

- 1 292ELMOD3_uc010fgg.2_5'Flank|ELMOD3_uc002spf.3_5'Flank|ELMOD3_uc002spg.3_5'Flank|ELMOD3_uc002sph.3_5'Flank|ELMOD3_uc010ysn.1_5'Flank|ELMOD3_uc010yso.1_5'Flank|ELMOD3_uc010ysp.1_5'Flank|RETSAT_uc010ysm.1_Missense_Mutation_p.S34F|RETSAT_uc010fgf.2_Missense_Mutation_p.S34FNM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2GACATCTTCGGAGAAAGGATT0.597

+ 6 705SMYD1_uc002ssq.1_Intron|SMYD1_uc002sss.2_5'UTRNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN SET. 4CTTCAGAATTGAGCTCCGGGC0.502

- 14 2381_2382AFF3_uc002taf.2_Missense_Mutation_p.G741S|AFF3_uc010fiq.1_Missense_Mutation_p.G716S|AFF3_uc010yvr.1_Missense_Mutation_p.G869S|AFF3_uc002tah.1_Missense_Mutation_p.G741SNM_002285 NP_002276 P51826 AFF3_HUMAN 6GGACCACTGCCCCCGTTGGCAG0.624

+ 20 2874RGPD4_uc002tdu.2_Missense_Mutation_p.G118E|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2TCGGAACCAGGAAATCAAGAA0.408

+ 5 938SULT1C4_uc010ywr.1_RNA|SULT1C4_uc002teb.1_Missense_Mutation_p.A114TNM_006588 NP_006579 O75897 ST1C4_HUMAN 0ATGGTGGGAAGCCAAAGACAA0.463

- 12 1682EDAR_uc010fjn.2_Missense_Mutation_p.Q449H|EDAR_uc010yws.1_Missense_Mutation_p.Q449HNM_022336 NP_071731 Q9UNE0 EDAR_HUMANDeath.|Cytoplasmic (Potential). 1GCCGCTCAATCTGCACCAGTT0.572

+ 7 1670 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN 1CCAGGCAGTGGGAGTCTGAGC0.682

+ 4 993_994LIMS2_uc002tow.2_5'Flank|LIMS2_uc002tox.2_Intron|LIMS2_uc010fmb.2_Intron|LIMS2_uc002toy.2_Intron|LIMS2_uc010yzm.1_Intron|LIMS2_uc002tpa.2_Intron|LIMS2_uc002toz.2_Intron|LIMS2_uc002tpb.2_Intron|GPR17_uc002tpc.2_Nonsense_Mutation_p.G128*|GPR17_uc010yzo.1_Nonsense_Mutation_p.G100*|GPR17_uc002tpd.2_Nonsense_Mutation_p.G100*NM_001161415 NP_001154887 Q13304 GPR17_HUMANExtracellular (Potential). 0CTGGCCATTTGGGGAAATCGCA0.589

+ 12 1367UGGT1_uc010fme.1_Missense_Mutation_p.G272R|UGGT1_uc002tpr.2_Missense_Mutation_p.G373RNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1CTTCATCAATGGACTTCACAT0.328

+ 3 868THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Nonsense_Mutation_p.Q180*NM_001080427 NP_001073896 7CCTTTGCCTTCAAGATTCCTT0.443

+ 17 3445THSD7B_uc010zbj.1_IntronNM_001080427 NP_001073896 7CCTCCTGAATGAAAATTGCTT0.453

- 39 7123 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 21. 50AATTTATTTTCCTAAATATCG0.353

- 7 1985LRP1B_uc010fnl.1_IntronNM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50GAATTTCTTACCCTGCTATTG0.363

+ 10 1355TANC1_uc010fol.1_Missense_Mutation_p.P255S|TANC1_uc010zcm.1_Missense_Mutation_p.P353S|TANC1_uc010fom.1_Missense_Mutation_p.P167SNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3ACGATTTGCTCCCTACAAGCC0.333

- 33 6080BAZ2B_uc002uap.2_Missense_Mutation_p.A1874TNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4GCTACCTGTGCAGCACTGCGA0.358

+ 7 992SLC4A10_uc010fpa.1_Missense_Mutation_p.E282K|SLC4A10_uc010zcr.1_RNA|SLC4A10_uc002uby.3_Missense_Mutation_p.E270K|SLC4A10_uc010zcs.1_Missense_Mutation_p.E281KNM_022058 NP_071341 Q6U841 S4A10_HUMANCytoplasmic (Potential). 5AGCCTGTGTTGAAAATAAAAA0.373

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0CTACTTGTGCCGGCCGCGCCG0.592

- 253 54771uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E11878K|TTN_uc010zfi.1_Missense_Mutation_p.E11811K|TTN_uc010zfj.1_Missense_Mutation_p.E11686KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CAGTCACTTTCCCCACCTTCA0.398

- 230 46884uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.V9249I|TTN_uc010zfi.1_Missense_Mutation_p.V9182I|TTN_uc010zfj.1_Missense_Mutation_p.V9057INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTTTCTCTACAGCAGTGTTG0.368

- 27 4965TTN_uc010zfh.1_Missense_Mutation_p.G1535S|TTN_uc010zfi.1_Missense_Mutation_p.G1535S|TTN_uc010zfj.1_Missense_Mutation_p.G1535S|TTN_uc002unb.2_Missense_Mutation_p.G1581S|uc002unc.1_RNANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGGGGTTACCCGTAGCTCTG0.378

- 5 708STAT4_uc002usn.1_Missense_Mutation_p.N152Y|STAT4_uc002uso.2_Missense_Mutation_p.N152YNM_003151 NP_003142 Q14765 STAT4_HUMAN 9TGCACACTGTTTTTAATGGCA0.408

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 17 2465ABCA12_uc002vev.2_Missense_Mutation_p.P431S|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11TTGCCTTTTGGCCTCTGGGAA0.383

+ 4 838CXCR2_uc002vha.1_Missense_Mutation_p.A205T|CXCR2_uc002vhb.1_Missense_Mutation_p.A205TNM_001557 NP_001548 P25025 CXCR2_HUMANExtracellular (Potential). 2CAACAATACAGCAAACTGGCG0.542

+ 32 2737COL4A3_uc002von.1_Missense_Mutation_p.G859R|COL4A3_uc002voo.1_Missense_Mutation_p.G859R|COL4A3_uc002vop.1_Missense_Mutation_p.G859R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3TGGATCACCAGGAATTCCAGG0.483

+ 46 4279COL4A3_uc002von.1_Missense_Mutation_p.G1373R|COL4A3_uc002voo.1_Missense_Mutation_p.G1373R|COL4A3_uc002vop.1_Missense_Mutation_p.G1373R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3AGGGATGCAGGGAGAACCTGG0.542

- 12 5064SPHKAP_uc002vpp.2_Missense_Mutation_p.H1644Y|SPHKAP_uc010zlx.1_3'UTRNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10ACAACTGCATGGAAGATATCA0.483

- 4 812FBXO36_uc010fxi.1_Intron|SLC16A14_uc002vqe.2_Missense_Mutation_p.G150V|SLC16A14_uc002vqf.2_Missense_Mutation_p.G150VNM_152527 NP_689740 Q7RTX9 MOT14_HUMANExtracellular (Potential). 6GAAATACCTGCCCACCATGAC0.612

+ 7 731CHRND_uc010zmg.1_Missense_Mutation_p.R228C|CHRND_uc010fyc.2_Missense_Mutation_p.R116C|CHRND_uc010zmh.1_IntronNM_000751 NP_000742 Q07001 ACHD_HUMANExtracellular (Potential).p.R243H(1) 3CCTCATCATCCGCCGCAAGCC0.612

- 10 1429USP40_uc010zmt.1_Missense_Mutation_p.E121KNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3AATTGCTGTTCAATATCCTTT0.413

+ 4 335TRPM8_uc010fyj.2_5'UTR|TRPM8_uc002vvi.3_Missense_Mutation_p.P49S|TRPM8_uc002vvj.3_Missense_Mutation_p.P22SNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANCytoplasmic (Potential). 4CAAGGAATTTCCTACCGACGC0.468

+ 14 1790TRPM8_uc010fyj.2_Splice_Site_p.T272_spliceNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN 4CCCCTAAAAAGACCAGGGGCT0.358

+ 14 1857MLPH_uc002vws.2_Missense_Mutation_p.P401S|MLPH_uc002vwu.2_Missense_Mutation_p.P516S|MLPH_uc002vwv.2_Missense_Mutation_p.P424S|MLPH_uc002vww.2_Missense_Mutation_p.P440S|MLPH_uc002vwx.2_Missense_Mutation_p.P400S|MLPH_uc010fyu.2_Missense_Mutation_p.P296SNM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1AATGGCTGTGCCCTATCTTCT0.468

+ 17 2055TRAF3IP1_uc002vyf.2_Missense_Mutation_p.L580VNM_015650 NP_056465 Q8TDR0 MIPT3_HUMANPotential.|DISC1-interaction domain. 1CGTGGAGCCCTTAAAGGCTGA0.478

- 3 1535_1536THAP4_uc002wbs.2_Missense_Mutation_p.G26KNM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0GGTCCCGGCTCCAGGTGGGTCC0.594

- 2 432SIRPG_uc002wfn.1_Nonsense_Mutation_p.R123*|SIRPG_uc002wfo.1_Nonsense_Mutation_p.R123*NM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential).|Ig-like V-type. 1CTCCCTTTTCGAAACTTCACA0.498

+ 11 1746TGM6_uc010gal.1_Missense_Mutation_p.R562KNM_198994 NP_945345 O95932 TGM3L_HUMAN 4CCAGAGAAGAGAATCCCAATT0.448 rs148419172

- 6 834SNRPB_uc002wga.1_Missense_Mutation_p.P224L|SNRPB_uc010zpv.1_Missense_Mutation_p.P145L|SNRPB_uc002wgb.2_Missense_Mutation_p.P224LNM_198216 NP_937859 P14678 RSMB_HUMANRepeat-rich region.| 1CATCCCAGGGGGAGGAGGCCG0.572

+ 8 1463ATRN_uc002wil.2_Missense_Mutation_p.R458QNM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential). 2AAGAATGGCCGAGTGGTCATG0.448

+ 6 553 NM_001009608 NP_001009608 Q5VYV7 CT094_HUMAN 0TGCATTCAGTCGTGATCTTTT0.318

+ 1 621BTBD3_uc002wny.2_Missense_Mutation_p.L27F|BTBD3_uc002woa.2_Missense_Mutation_p.L27F|BTBD3_uc010zrf.1_5'UTR|BTBD3_uc010zrg.1_5'Flank|BTBD3_uc010zrh.1_5'FlankNM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3CCAGCAGAATCTCAGTAACAA0.473

- 2 497 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1ACCTGAGGAAAGCTGATGCCC0.527

+ 12 3229ASXL1_uc010geb.2_Missense_Mutation_p.P826SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248GAAAGCTGCTCCCACCCCTCC0.542

+ 2 388DNMT3B_uc010ztx.1_RNA|DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.V23I|DNMT3B_uc002wye.2_Missense_Mutation_p.V23I|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.V23I|DNMT3B_uc010zua.1_Missense_Mutation_p.V23I|DNMT3B_uc002wyf.2_Missense_Mutation_p.V35INM_006892 NP_008823 Q9UBC3 DNM3B_HUMANInteraction with DNMT1 and DNMT3A. 5CTCGATCCTCGTCAACGGGGC0.642



+ 11 1181 NM_182658 NP_872599 P59826 LPLC3_HUMAN 4CTGGCTCCCTCGGCTACCAAG0.572 rs79150816

+ 9 1675CBFA2T2_uc010zug.1_Missense_Mutation_p.R154C|CBFA2T2_uc002wze.1_Missense_Mutation_p.R371C|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.R351C|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN 2GGAATCAGATCGTGAAGAACT0.532

- 3 2028CPNE1_uc010zvj.1_Intron|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.R599H|RBM12_uc002xds.2_Missense_Mutation_p.R599HNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN 3TTCAGACTTACGTGCATCATC0.398

+ 4 545PPP1R16B_uc010ggc.2_Missense_Mutation_p.L119QNM_015568 NP_056383 Q96T49 PP16B_HUMAN ANK 1. 3ATTGTGAAGCTGCTCCTCTCC0.597

+ 4 617PLCG1_uc002xjo.1_Missense_Mutation_p.R166WNM_182811 NP_877963 P19174 PLCG1_HUMANEF-hand.|Potential. 8CTCAGTGGATCGGAATCGTGA0.582

+ 7 815STK4_uc010ggx.2_Missense_Mutation_p.P242L|STK4_uc010ggy.2_Missense_Mutation_p.P187L|STK4_uc010ggw.1_Missense_Mutation_p.P242LNM_006282 NP_006273 Q13043 STK4_HUMAN Protein kinase. 2AATCCTCCTCCCACATTCCGA0.393

+ 2 1081SEMG1_uc002xnj.2_Intron|SEMG2_uc010ggz.2_Intron|SEMG1_uc002xnh.2_IntronNM_003007 NP_002998 P04279 SEMG1_HUMAN58 AA repeat 2. 2GCATAGCCAAAAGGCAAATAA0.393

- 4 592SYS1_uc002xnw.1_3'UTR|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1CCCTGGACTCCAGGGTTCAAG0.537

+ 22 2975SLC12A5_uc002xrb.2_Missense_Mutation_p.K944ENM_001134771 NP_001128243 Q9H2X9 S12A5_HUMANCytoplasmic (Potential). 5AATCCGGAGAAAGAATCCAGC0.572

+ 2 405 NM_005985 NP_005976 O95863 SNAI1_HUMAN 1GCTCCTTCGTCCTTCTCCTCT0.642

- 2 1981SALL4_uc010gii.2_Intron|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 5. 2GATGGGGCACGAATGCTGCGT0.522

+ 4 950TFAP2C_uc010zzi.1_Missense_Mutation_p.S67FNM_003222 NP_003213 Q92754 AP2C_HUMAN 1CTCCTCAGCTCTACGTCTAAA0.532

- 74 10328 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin G-like 4. 3CGGCCAGGCCGGGAGCGCTGG0.697

- 16 5737DIDO1_uc002yds.1_Missense_Mutation_p.G1825SNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6GGTGAGGGGCCTCTGCTGTCC0.617

- 3 640KCNQ2_uc002yez.1_Missense_Mutation_p.R155C|KCNQ2_uc002yfa.1_Missense_Mutation_p.R155C|KCNQ2_uc002yfb.1_Missense_Mutation_p.R155C|KCNQ2_uc011aax.1_Missense_Mutation_p.R155C|KCNQ2_uc002yfc.1_Missense_Mutation_p.R155CNM_172107 NP_742105 O43526 KCNQ2_HUMANCytoplasmic (Potential). 2CTCCAGCCACGGTACCGGCAG0.617

- 9 5610PRIC285_uc002yfl.1_Missense_Mutation_p.R1004QNM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2CAGGGGCACCCGGTCCCCATG0.721

- 2 291SAMD10_uc002yhn.2_RNANM_080621 NP_542188 Q9BYL1 SAM10_HUMAN 0CAGGAGGGTCCGGCAGAAGCT0.637

+ 2 295PCMTD2_uc002yim.3_Missense_Mutation_p.A32VNM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0GTAGAGCAGGCTTTCAGAGCT0.428

- 21 1708TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.S429L|TPTE_uc002yir.1_Missense_Mutation_p.S409L|TPTE_uc010gkv.1_Missense_Mutation_p.S309LNM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5TTTTCCTAATGAAATAGTGGA0.328

- 18 2439APP_uc011acg.1_Missense_Mutation_p.R255C|APP_uc010glk.2_Missense_Mutation_p.R723C|APP_uc002yma.2_Missense_Mutation_p.R728C|APP_uc011ach.1_Missense_Mutation_p.R691C|APP_uc002ymb.2_Missense_Mutation_p.R672C|APP_uc010glj.2_Missense_Mutation_p.R616C|APP_uc011aci.1_Missense_Mutation_p.R637CNM_000484 NP_000475 P05067 A4_HUMANCytoplasmic (Potential).|Interaction with G(o)-alpha. 1GACAGGTGGCGCTCCTCTGGG0.478

- 3 348KCNJ6_uc002ywo.2_Missense_Mutation_p.V99INM_002240 NP_002231 P48051 IRK6_HUMANHelical; Name=M1; (By similarity). 1ACTGTGTAAACCATGACAAAA0.483

- 1 5803_5804BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0gggtgagtgaACGTGTCCAGGG0.317

- 13 1949_1950C2CD2_uc002yzs.2_Missense_Mutation_p.L39F|C2CD2_uc002yzt.2_Missense_Mutation_p.L186F|C2CD2_uc002yzu.2_Missense_Mutation_p.L402F|C2CD2_uc002yzv.2_Missense_Mutation_p.L415FNM_015500 NP_056315 Q9Y426 CU025_HUMAN 1TTGGGGGCAAGGGATGCCTGGG0.698

- 3 2795ZNF295_uc002yzz.3_Missense_Mutation_p.S660T|ZNF295_uc002yzy.3_Missense_Mutation_p.S861T|ZNF295_uc002zaa.3_Missense_Mutation_p.S861TNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3AGACAAGAGGAATCTTCCGAG0.488

+ 13 1716ABCG1_uc002zan.2_Missense_Mutation_p.F527S|ABCG1_uc002zam.2_Missense_Mutation_p.F503S|ABCG1_uc002zao.2_Missense_Mutation_p.F522S|ABCG1_uc002zap.2_Missense_Mutation_p.F525S|ABCG1_uc002zar.2_Missense_Mutation_p.F536S|ABCG1_uc011aev.1_Missense_Mutation_p.F548S|ABCG1_uc010gpb.1_Silent_p.V177VNM_004915 NP_004906 P45844 ABCG1_HUMANHelical; (Potential).|ABC transmembrane type-2. 3TTTGTGCTGTTTGCCGCGCTG0.647

- 14 2400 NM_173354 NP_775490 P57059 SIK1_HUMAN 7CAGCCCCAGGGGCTCACAACC0.692

+ 1 222C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198695 NP_941968 P60410 KR108_HUMAN19 X 5 AA repeats of C-C-X(3).|3. 2AGCTGCTGTGCCCCAGCCCCC0.662

+ 9 837PCBP3_uc010gqb.2_Missense_Mutation_p.P238S|PCBP3_uc002zhp.1_Missense_Mutation_p.P238S|PCBP3_uc010gqc.1_Missense_Mutation_p.P304L|PCBP3_uc002zhs.1_Missense_Mutation_p.P213S|PCBP3_uc002zhr.1_Missense_Mutation_p.P238S|PCBP3_uc002zht.1_Missense_Mutation_p.P229SNM_020528 NP_065389 P57721 PCBP3_HUMAN 1CATCCCTCACCCGGATGTGAG0.512

- 7 1325GNB1L_uc002zqd.1_Missense_Mutation_p.A167T|GNB1L_uc002zqf.1_Missense_Mutation_p.A311TNM_053004 NP_443730 Q9BYB4 GNB1L_HUMAN WD 6. 1TTGGAGCCCGCGGCCAGCAAG0.687

+ 5 2125LOC91316_uc002zxh.3_5'Flank|LOC91316_uc002zxi.3_5'Flank|LOC91316_uc002zxk.3_RNA|LOC91316_uc010gua.2_Intron|LOC91316_uc002zxl.3_Intron|LOC91316_uc011aiz.1_RNA|LOC91316_uc002zxm.3_RNA|RGL4_uc002zxo.2_Missense_Mutation_p.V319I|RGL4_uc002zxp.1_Missense_Mutation_p.V183I|RGL4_uc002zxq.2_Missense_Mutation_p.V183INM_153615 NP_705843 Q8IZJ4 RGDSR_HUMAN Ras-GEF. 1GCACGTCATCGTCTCTGCTCT0.572

- 1 529GGT5_uc002zzp.3_Missense_Mutation_p.P38S|GGT5_uc002zzr.3_Missense_Mutation_p.P38S|GGT5_uc002zzq.3_Missense_Mutation_p.P38S|GGT5_uc011ajm.1_Missense_Mutation_p.P38S|GGT5_uc011ajn.1_RNANM_004121 NP_004112 P36269 GGT5_HUMANExtracellular (Potential). 3AAGGCCTGGGGGCCACATGGG0.657

+ 5 451 NM_000496 NP_000487 P43320 CRBB2_HUMANBeta/gamma crystallin 'Greek key' 3. 0CTTCCACGCCCATGGCTACCA0.493

- 9 976PES1_uc003aik.1_Missense_Mutation_p.P301L|PES1_uc003ail.1_Missense_Mutation_p.P284L|PES1_uc003aim.1_Missense_Mutation_p.P301L|PES1_uc003ain.1_Missense_Mutation_p.P162L|PES1_uc003aio.1_Missense_Mutation_p.P162LNM_014303 NP_055118 O00541 PESC_HUMAN 0CCCATCGGTGGGAAACTCATC0.622

- 4 443BPIL2_uc010gwo.2_5'UTR|BPIL2_uc011amb.1_IntronNM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2AAAGTCATTTCGGGTTAGGAT0.493 rs78469100

+ 3 895RASD2_uc003any.2_Missense_Mutation_p.M230INM_014310 NP_055125 Q96D21 RHES_HUMANInteraction with GNB1, GNB2 and GNB3. 3CCTATGGCATGGTCTCGCCCT0.647

- 5 1339FOXRED2_uc003apm.3_5'UTR|FOXRED2_uc003apo.3_Missense_Mutation_p.R411W|FOXRED2_uc003app.3_Missense_Mutation_p.R411WNM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2TCCAGGAGCCGGTGAACAGCA0.627 rs143694562

- 3 1460 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMANLRRCT.|Extracellular (Potential). 2CACCAGCAGCGGGTAGCCGGC0.667

+ 7 2024TRIOBP_uc003atu.2_Missense_Mutation_p.P413S|TRIOBP_uc003atq.1_Missense_Mutation_p.P585S|TRIOBP_uc003ats.1_Missense_Mutation_p.P413SNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCGGGACAATCCCAGAGCCTC0.587

- 2 1066PDGFB_uc003axe.2_Missense_Mutation_p.P11LNM_002608 NP_002599 P01127 PDGFB_HUMAN 373AAGCTCCTCGGGAATGGGGTC0.597

+ 5 671PARVG_uc010gzo.2_3'UTR|PARVG_uc010gzp.2_RNA|PARVG_uc003bep.2_Nonsense_Mutation_p.Q83*|PARVG_uc010gzr.1_RNA|PARVG_uc011aqf.1_Nonsense_Mutation_p.Q83*|PARVG_uc003beq.2_RNA|PARVG_uc003ber.2_RNANM_001137605 NP_001131077 Q9HBI0 PARVG_HUMAN CH 1. 0CCACCTATTCCGTAAGTGGCT0.562 rs147016590

+ 1 1017 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN 1CTACCAGGGGGGCCGCTCAGG0.756

+ 2 835BRPF1_uc003bsf.2_Missense_Mutation_p.P146S|BRPF1_uc003bsg.2_Missense_Mutation_p.P146S|BRPF1_uc011ati.1_Missense_Mutation_p.P146SNM_004634 NP_004625 P55201 BRPF1_HUMANInteraction with MYST3 and MYST4. 3AGCTGCTACTCCCAAGTCAGG0.547

+ 6 738TMEM43_uc003byl.1_Missense_Mutation_p.D42NNM_024334 NP_077310 Q9BTV4 TMM43_HUMANLumenal (Potential). 1CAAAAACTTCGACCGAGAGAT0.498 rs150425166

+ 5 503C3orf19_uc010hei.1_Missense_Mutation_p.G138R|C3orf19_uc010hej.2_Missense_Mutation_p.G43RNM_016474 NP_057558 Q6PII3 CC019_HUMAN 0TCAAAAGGCAGGAGAAAGGGA0.473

+ 2 357METTL6_uc003bzs.1_5'Flank|METTL6_uc011avp.1_5'Flank|METTL6_uc003bzt.1_5'Flank|EAF1_uc011avq.1_5'UTRNM_033083 NP_149074 Q96JC9 EAF1_HUMAN 1ATAGACACTTCCTGTGAAGGA0.373

- 10 3465SATB1_uc003cbi.2_Missense_Mutation_p.H577L|SATB1_uc003cbj.2_Missense_Mutation_p.H577LNM_002971 NP_002962 Q01826 SATB1_HUMAN 4CCTGTCGCCATGGTGATGCAC0.483

+ 10 1904KCNH8_uc011awe.1_3'UTR|KCNH8_uc010hex.1_Missense_Mutation_p.S31F|KCNH8_uc011awf.1_3'UTRNM_144633 NP_653234 Q96L42 KCNH8_HUMANcNMP.|Cytoplasmic (Potential). 5ATCAAAACCTCTTTCTGTGCT0.502



- 8 947NEK10_uc003cds.1_Missense_Mutation_p.L325V|NEK10_uc010hfj.2_Missense_Mutation_p.L240VQ6ZWH5 NEK10_HUMAN 13CTTCTCTTTAAAATGTCTGAG0.284

- 16 2074GLB1_uc003cfh.1_Missense_Mutation_p.P623S|GLB1_uc003cfj.1_Missense_Mutation_p.P522S|GLB1_uc011axk.1_Missense_Mutation_p.P701SNM_000404 NP_000395 P16278 BGAL_HUMAN 1GGTTTGGAGGGATGATCGTAG0.498

+ 2 256STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.A73TNM_003149 NP_003140 Q99469 STAC_HUMAN 4GAAACTGCAAGCACACATGGT0.537

- 12 6541 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2GTCCAAACAGAGCAGGCGGTT0.542

- 3 423ALS2CL_uc003cqb.1_Missense_Mutation_p.P78L|ALS2CL_uc003cqc.1_RNANM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5GGTGGAGTCCGGGTAACGCAG0.627

+ 20 2813PTPN23_uc011baw.1_Missense_Mutation_p.P871L|PTPN23_uc011bax.1_Intron|PTPN23_uc011bay.1_Missense_Mutation_p.P776LNM_015466 NP_056281 Q9H3S7 PTN23_HUMAN Pro-rich.|His. 3CCTGCTCCTCCCCCGCCCTGC0.672

- 18 2668LAMB2_uc003cwf.1_Missense_Mutation_p.S790LNM_002292 NP_002283 P55268 LAMB2_HUMANLaminin EGF-like 6. 3AGAACTCAGTGAACCTTGAGG0.597

- 17 2316USP4_uc003cwo.2_Missense_Mutation_p.T458I|USP4_uc003cwp.2_Missense_Mutation_p.T476I|USP4_uc003cwr.2_Missense_Mutation_p.T699INM_003363 NP_003354 Q13107 UBP4_HUMAN 4AAGTCTCCGAGTTTCACTGTC0.512

+ 5 2867 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GCAGAGGCTACCGATGGCAGT0.622

+ 9 1067SEMA3F_uc003cyk.2_Missense_Mutation_p.P259LNM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2CCGCAGAGCCCCGCGGTGTAC0.602

+ 19 2371SEMA3F_uc003cyk.2_Missense_Mutation_p.P694SNM_004186 NP_004177 Q13275 SEM3F_HUMAN 2CCCCCCAACGCCTCCTTACCA0.682

- 6 549CACNA2D2_uc003dap.2_Splice_Site_p.D171_spliceNM_006030 NP_006021 Q9NY47 CA2D2_HUMAN 1CAGGGTCGTCCTGCAGAAAGG0.552

+ 32 5501 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 1 (By similarity). 3CAGCTCAGCTCCCAGGTGTGG0.438

+ 6 655ITIH3_uc011bek.1_Missense_Mutation_p.D207NNM_002217 NP_002208 Q06033 ITIH3_HUMAN 3CATCACCAACGACCTCCTGGG0.532

+ 18 1893SLMAP_uc003djd.1_Missense_Mutation_p.R546Q|SLMAP_uc003djf.1_Missense_Mutation_p.R525Q|SLMAP_uc003djg.1_Missense_Mutation_p.R157Q|SLMAP_uc011bez.1_Missense_Mutation_p.R31Q|SLMAP_uc011bfa.1_Missense_Mutation_p.R97Q|SLMAP_uc003djh.2_Missense_Mutation_p.R56Q|SLMAP_uc003dji.1_Missense_Mutation_p.R97Q|SLMAP_uc011bfb.1_Missense_Mutation_p.R97Q|SLMAP_uc011bfc.1_Missense_Mutation_p.R56QNM_007159 NP_009090 Q14BN4 SLMAP_HUMANCytoplasmic (Potential).|Potential. 0GAGAATCTCCGGGAGGAGAAG0.418 rs138744399

+ 37 6358FLNB_uc010hne.2_Missense_Mutation_p.V2096M|FLNB_uc003djk.2_Missense_Mutation_p.V2054M|FLNB_uc010hnf.2_Missense_Mutation_p.V2041M|FLNB_uc003djl.2_Missense_Mutation_p.V1885M|FLNB_uc003djm.2_Missense_Mutation_p.V1872M|FLNB_uc010hng.1_RNANM_001457 NP_001448 O75369 FLNB_HUMANInteraction with FLNA 1.|Filamin 19.|Interaction with the cytoplasmic tail of GP1BA.19CTTCCCTACCGTGCCTGGGGT0.542

- 14 1846SLC25A26_uc011bft.1_Intron|LRIG1_uc011bfu.1_Missense_Mutation_p.R231Q|LRIG1_uc003dmw.2_Missense_Mutation_p.R277Q|LRIG1_uc010hnz.2_Missense_Mutation_p.R327Q|LRIG1_uc010hoa.2_Missense_Mutation_p.R635QNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 5GGTGGTGGTCCGGATGGTTAT0.562

+ 4 1813KBTBD8_uc011bfv.1_Missense_Mutation_p.C145YNM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN Kelch 5. 4CATTTTGAATGTGCTGTTGCT0.438

- 14 1392FRMD4B_uc003dnw.2_Intron|FRMD4B_uc003dnu.2_Missense_Mutation_p.P20S|FRMD4B_uc011bga.1_Missense_Mutation_p.P212SNM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4CTGGCTGAAGGAATTTTTGCC0.363

+ 3 322 NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1TTGATACAACCAAAGGAAAGA0.239

+ 5 1205FAM55C_uc010hpn.2_Missense_Mutation_p.P190SNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3TCTGGTCCACCCCAGTGAAGG0.458

- 36 5224 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TTGATTCTTTCTGTTGCTTCC0.527

- 5 564DPPA4_uc011bho.1_Intron|DPPA4_uc011bhp.1_Missense_Mutation_p.L170RNM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1CACAGGAGGAAGAGCCACTTC0.498

- 7 5569KIAA2018_uc003eal.2_Missense_Mutation_p.R1664CNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3TGGTCCACACGACCCTGCATA0.423

- 7 3914KIAA2018_uc003eal.2_Missense_Mutation_p.S1112LNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3CTCTAACAATGATGCTTCAGA0.463

- 1 615POPDC2_uc010hqw.1_Missense_Mutation_p.L161F|POPDC2_uc003ecy.1_5'UTRNM_022135 NP_071418 Q9HBU9 POPD2_HUMAN 1CGGCCAGAGAGCAGCAGGGAC0.527

+ 11 1151ABTB1_uc003ejr.2_Missense_Mutation_p.V213I|ABTB1_uc003ejs.2_Missense_Mutation_p.V330I|ABTB1_uc003eju.2_Missense_Mutation_p.V213I|ABTB1_uc010hsm.2_Missense_Mutation_p.V82INM_172027 NP_742024 Q969K4 ABTB1_HUMAN 0TGTGCTGAGCGTCGCCGACAT0.647

- 4 1118GATA2_uc003ekn.3_Missense_Mutation_p.P228L|GATA2_uc003eko.2_Missense_Mutation_p.P228LNM_001145661 NP_001139133 P23769 GATA2_HUMAN 15TGGGCGCAGGGGACTGCCACT0.632

+ 2 217ACPP_uc003eon.3_Missense_Mutation_p.R43W|ACPP_uc003eop.3_Missense_Mutation_p.R43WNM_001099 NP_001090 P15309 PPAP_HUMAN 1TCAGGTGTTTCGGCATGGAGA0.428

+ 1 332 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Head. 0CCCAGTGGGTGCATAGGTGGC0.662

- 11 1801_1802SLCO2A1_uc003eqb.3_Missense_Mutation_p.P434S|SLCO2A1_uc011blv.1_Missense_Mutation_p.P329SNM_005630 NP_005621 Q92959 SO2A1_HUMANExtracellular (Potential). 1TGGGCACAGGGGACAGGGCACG0.559

+ 5 1320EPHB1_uc010htz.1_RNA|EPHB1_uc011bly.1_3'UTR|EPHB1_uc003equ.2_5'UTRNM_004441 NP_004432 P54762 EPHB1_HUMANExtracellular (Potential).|Fibronectin type-III 1. 30CGGGCAGACCGCCGGAGCTGC0.612

+ 4 1101HPS3_uc003ewt.1_Missense_Mutation_p.Y321H|HPS3_uc011bnq.1_Missense_Mutation_p.Y156HNM_032383 NP_115759 Q969F9 HPS3_HUMAN 6GCTACCCATTTACCAGACCGG0.478

- 1 306CP_uc011bnr.1_RNA|CP_uc003ewz.2_Nonsense_Mutation_p.W18*NM_000096 NP_000087 P00450 CERU_HUMAN 1TTCTTTCGCCCAGGCTGGGGT0.373

- 5 1055B3GALNT1_uc003fdw.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdx.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdy.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdz.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fea.2_Missense_Mutation_p.N212K|B3GALNT1_uc011bpa.1_IntronNM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1 TATAGGAATAATTATCAATTA0.353

- 18 2116ZBBX_uc011bpc.1_Missense_Mutation_p.F598Y|ZBBX_uc003feq.2_Missense_Mutation_p.F569YNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2ATCAAAAATAAAGAATCTCTC0.308

- 9 2292MECOM_uc010hwk.1_Intron|MECOM_uc003ffj.3_Missense_Mutation_p.P740S|MECOM_uc011bpi.1_Intron|MECOM_uc003ffn.3_Missense_Mutation_p.P675S|MECOM_uc003ffk.2_Intron|MECOM_uc003ffl.2_Intron|MECOM_uc011bpj.1_Missense_Mutation_p.P863S|MECOM_uc011bpk.1_Missense_Mutation_p.P665S|MECOM_uc010hwn.2_IntronNM_005241 NP_005232 Q03112 EVI1_HUMAN 14CTCTGATCAGGCAGTTGGAAC0.313

- 8 1103PHC3_uc003fgl.2_Missense_Mutation_p.P359S|PHC3_uc011bpq.1_Missense_Mutation_p.P306S|PHC3_uc011bpr.1_Missense_Mutation_p.P273SNM_024947 NP_079223 Q8NDX5 PHC3_HUMANPro-rich.|Gln-rich. 2TGGGATGGGGGTGGGTCTTGA0.488

+ 4 947EIF2B5_uc003fmq.2_5'UTRNM_003907 NP_003898 Q13144 EI2BE_HUMAN 5CCACCCAACTCGTTGCCACGA0.483 rs113994055

+ 4 583DVL3_uc011bqw.1_Missense_Mutation_p.R148Q|DVL3_uc003fmt.2_5'UTR|DVL3_uc003fmu.2_5'UTRNM_004423 NP_004414 Q92997 DVL3_HUMAN 3CGGCCACGCCGGAGGGATGGC0.617

- 3 586TBCCD1_uc011bry.1_Missense_Mutation_p.P153S|TBCCD1_uc003fqh.2_Missense_Mutation_p.P57SNM_018138 NP_060608 Q9NVR7 TBCC1_HUMAN 2GTCAGGTCAGGAGACTGAGAT0.408

+ 5 852TP63_uc003frx.2_Missense_Mutation_p.E255K|TP63_uc003frz.2_Missense_Mutation_p.E255K|TP63_uc010hzc.1_Missense_Mutation_p.E255K|TP63_uc003fsa.2_Missense_Mutation_p.E161K|TP63_uc003fsb.2_Missense_Mutation_p.E161K|TP63_uc003fsc.2_Missense_Mutation_p.E161K|TP63_uc003fsd.2_Missense_Mutation_p.E161K|TP63_uc010hzd.1_Missense_Mutation_p.E76K|TP63_uc003fse.1_Missense_Mutation_p.E136KNM_003722 NP_003713 Q9H3D4 P63_HUMAN 12TGAATTCAACGAGGGTAAGCA0.498

- 2 75 NM_004488 NP_004479 P40197 GPV_HUMAN 3GGGCTGGGCGCGCAGAAGCCC0.667

- 8 1174 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0TCCCTAGCTGGGAGATGTTCG0.478

- 16 1953TFRC_uc003fwa.3_Missense_Mutation_p.F557S|TFRC_uc010hzy.2_Missense_Mutation_p.F476S|TFRC_uc011btr.1_Missense_Mutation_p.F275SNM_003234 NP_003225 P02786 TFR1_HUMANExtracellular (Potential). 3TACCTCGCAAAAACAGAAAGA0.229

+ 3 1280 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential).|LRR 13. 3CGGAGCTGCACCTGGCTCCGG0.657

+ 5 1113ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0AAACCCTACAAATGTGAAGAA0.398



- 12 1750C4orf10_uc003gge.1_Intron|C4orf10_uc003ggh.2_Intron|C4orf10_uc003ggi.1_Intron|NOP14_uc010icp.2_Missense_Mutation_p.D306N|NOP14_uc003ggk.3_Missense_Mutation_p.D560N|NOP14_uc003ggl.2_Missense_Mutation_p.D560NNM_003703 NP_003694 P78316 NOP14_HUMAN 1TGCCAGAAGTCGGAAGTTGGA0.527

- 3 3536 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TTGTTTTTATGAACTTTTTTG0.418

- 8 1628PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8GGCTAGTCCTGAATTTATAAA0.428

- 2 299 NM_001358 NP_001349 O43143 DHX15_HUMAN 1TCCTCTATCACGTTCTCGGTC0.363 rs145564625

- 13 2324_2325SEL1L3_uc003grv.2_Missense_Mutation_p.E132KNM_015187 NP_056002 Q68CR1 SE1L3_HUMAN Sel1-like 3. 0GCAGGATCCTCCGTCTCCAGGG0.49

+ 1 651KLB_uc011byj.1_Missense_Mutation_p.R185KNM_175737 NP_783864 Q86Z14 KLOTB_HUMANExtracellular (Potential).|Glycosyl hydrolase-1 1. 1CTAGTGCTTAGAAACATTGAA0.413

+ 8 1615NSUN7_uc003gvi.3_Missense_Mutation_p.P374SNM_024677 NP_078953 0TTTGCTGCTACCTCGTTGTTC0.303

- 9 1470KDR_uc003hat.1_Missense_Mutation_p.E390K|KDR_uc011bzx.1_Missense_Mutation_p.E390KNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 4.|Extracellular (Potential). 33GTGTCTCTTTCACTCACTTCC0.408

+ 1 203LPHN3_uc003hcq.3_Missense_Mutation_p.M10I|LPHN3_uc010ihg.1_Missense_Mutation_p.M10INM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN 18TAATTTTCATGATGCTCTTAG0.363

- 8 823 NM_182502 NP_872308 Q86T26 TM11B_HUMAN 1ATTATTTTTCCTAGAGGACAC0.323

+ 4 1524SHROOM3_uc011cbz.1_Nonsense_Mutation_p.Q15*|SHROOM3_uc003hkf.1_Nonsense_Mutation_p.Q66*NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3TCCTTGGCACCAAAGCTACCA0.473

+ 37 5395FRAS1_uc003hkw.2_Missense_Mutation_p.R1652K|FRAS1_uc010ijj.1_Missense_Mutation_p.R72KNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 5.|Extracellular (Potential). 5GAGTTCCGAAGGCCGATGGCC0.493

+ 10 1747GRID2_uc011cdu.1_Missense_Mutation_p.G402RNM_001510 NP_001501 O43424 GRID2_HUMANExtracellular (Potential). 6TCACAAATACGGAAGCCCACA0.393

+ 1 111 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1TTGCCCAGAAATCAGCTCGCA0.537

- 9 981 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0GAGGTTCTGGGAATCAGGAGG0.448

+ 7 1536EGF_uc011cfu.1_Missense_Mutation_p.F320I|EGF_uc011cfv.1_Missense_Mutation_p.F362INM_001963 NP_001954 P01133 EGF_HUMANEGF-like 2; calcium-binding (Potential).|Extracellular (Potential).4TGAATGTGCTTTTTGGAATCA0.398

+ 7 776ANK2_uc003ibd.3_Missense_Mutation_p.V205M|ANK2_uc003ibf.3_Missense_Mutation_p.V226M|ANK2_uc003ibc.2_Missense_Mutation_p.V202M|ANK2_uc011cgb.1_Missense_Mutation_p.V241MNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TCAGATGATGGTGAATAGGAC0.353

- 7 995PRDM5_uc003ido.2_Missense_Mutation_p.F218L|PRDM5_uc010ine.2_Missense_Mutation_p.F218L|PRDM5_uc010inf.2_Missense_Mutation_p.F218LNM_018699 NP_061169 Q9NQX1 PRDM5_HUMANC2H2-type 3; atypical. 2TGCTGCTCAAAACTACAAGAC0.478

+ 7 875ADAD1_uc003iep.2_Missense_Mutation_p.E215K|ADAD1_uc003ieq.2_Missense_Mutation_p.E197KNM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0GATCGTTAAAGAAAGATTTAA0.323

- 1 126SPATA5_uc003iey.2_5'Flank|SPATA5_uc003iez.3_5'Flank|NUDT6_uc003iex.2_IntronNM_007083 NP_009014 P53370 NUDT6_HUMAN 0TAACCCTGTGCGCCCGAGGCC0.711

+ 1 1846 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 6. 18GGGTGACAACGGAACAGTGCG0.547

+ 11 11909FAT4_uc011cgp.1_Missense_Mutation_p.G2233E|FAT4_uc003ifi.1_Missense_Mutation_p.G1448ENM_024582 NP_078858 Q6V0I7 FAT4_HUMANEGF-like 4.|Extracellular (Potential). 18GGTGTCTTTGGAAAACACTGC0.289

+ 11 1277C4orf29_uc003ifs.2_Missense_Mutation_p.R248H|C4orf29_uc003ift.2_Missense_Mutation_p.R185H|C4orf29_uc003ifu.2_Missense_Mutation_p.R185H|C4orf29_uc010inz.2_Missense_Mutation_p.R151H|C4orf29_uc003ifv.2_Missense_Mutation_p.R185HNM_001039717 NP_001034806 Q0P651 CD029_HUMAN 1TATACAAGTCGCAACCCTCAG0.388

+ 10 1337 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2GTTATTTAACCCCAATGGTAA0.323

- 7 792SLC10A7_uc003ikr.2_Missense_Mutation_p.P180S|SLC10A7_uc010ipa.2_Missense_Mutation_p.P167S|SLC10A7_uc003iks.2_RNANM_001029998 NP_001025169 Q0GE19 NTCP7_HUMANHelical; (Potential). 0ATGATGAGAGGAACCACAACA0.353

+ 11 2576 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2GAGGCTCCTGCCCCCGTCTCT0.622

- 15 3677 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4ATAATCCAAAGGACAGGTTGT0.378

- 14 3434 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 9. 4TGATCTCAGTCGCCGGTCTGT0.463

- 5 1053FGA_uc003ioe.1_Missense_Mutation_p.G332E|FGA_uc003iof.1_IntronNM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3GTTCCAGCTTCCAGTACTTCC0.567

- 2 224 NM_001334 NP_001325 P43234 CATO_HUMAN 0TTTTCACTGGGAAATAAAGAA0.333

+ 3 1539TRIM60_uc010iqx.1_Missense_Mutation_p.D457NNM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1TACTGGAACAGATTCCGAACC0.353

- 12 1360SPOCK3_uc011cjp.1_Missense_Mutation_p.D364N|SPOCK3_uc011cjq.1_Missense_Mutation_p.D416N|SPOCK3_uc011cjr.1_Missense_Mutation_p.D287N|SPOCK3_uc003irj.1_Missense_Mutation_p.D404N|SPOCK3_uc011cjs.1_Missense_Mutation_p.D356N|SPOCK3_uc011cjt.1_Missense_Mutation_p.D315N|SPOCK3_uc011cju.1_Missense_Mutation_p.D300N|SPOCK3_uc011cjv.1_Missense_Mutation_p.D309NNM_016950 NP_058646 Q9BQ16 TICN3_HUMAN Asp-rich. 3 ttcataatatcgtcttcatca 0.075

- 11 1737 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3GGCCTTATACCTCTTTAGAAA0.348

+ 6 722 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0AAGAAGAAATGATCAAGGTAA0.363

- 10 1771PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.S313LNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3GGGCCATGTTGAACATTTGGA0.532

+ 3 372IL7R_uc011coo.1_Missense_Mutation_p.E95K|IL7R_uc011cop.1_RNANM_002185 NP_002176 P16871 IL7RA_HUMANExtracellular (Potential). 5ATATTTCATCGAGACAAAGAA0.383

- 7 1400UGT3A2_uc011cos.1_Missense_Mutation_p.A402V|UGT3A2_uc011cot.1_Missense_Mutation_p.A134VNM_174914 NP_777574 Q3SY77 UD3A2_HUMANExtracellular (Potential). 6AGCCACTGCCGCGGACTTGTA0.562

+ 6 919EGFLAM_uc003jlb.1_Missense_Mutation_p.D199NNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANFibronectin type-III 2. 7GATCCAGATGGACTCCATGGT0.507

- 7 1803 NM_021072 NP_066550 O60741 HCN1_HUMANCytoplasmic (Potential). 1AGTACCTATTCGATCTAGTCG0.378

+ 1 315 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0GACCTGAGGAAAACCAGGGCA0.567

+ 8 844HMGCR_uc011cst.1_Missense_Mutation_p.R250C|HMGCR_uc003kdq.2_Missense_Mutation_p.R230C|HMGCR_uc010izn.1_IntronNM_000859 NP_000850 P04035 HMDH_HUMAN 1CCGCGAGGGTCGTCCAATTTG0.413

+ 2 9180 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9CAGATTCAGAAACTGATTTAT0.323

- 7 832FAM172A_uc011cuf.1_Missense_Mutation_p.P163S|FAM172A_uc011cug.1_Missense_Mutation_p.P99S|FAM172A_uc011cuh.1_Missense_Mutation_p.P62S|FAM172A_uc011cui.1_RNA|FAM172A_uc011cuj.1_Intron|FAM172A_uc003kkm.3_Missense_Mutation_p.P209SNM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0TGTATCTTCGGCTTTTCTACT0.328

+ 5 683FAM81B_uc010jbe.1_5'UTRNM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2AGTTGGAGATCTTCGAGGAAG0.433

- 9 1351PCSK1_uc010jbi.1_Missense_Mutation_p.S72LNM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2TGCAGAGGCCGAGGTGCCTGT0.557

+ 2 127CAMK4_uc003kpf.2_Missense_Mutation_p.S10P|CAMK4_uc010jbv.2_5'UTRNM_001744 NP_001735 Q16566 KCC4_HUMAN 5GCCCTCCTGCTCCGCCTCGTC0.597

+ 12 1311CAMK4_uc003kpf.2_Missense_Mutation_p.K404N|CAMK4_uc010jbv.2_Missense_Mutation_p.K207N|CAMK4_uc003kpg.2_Missense_Mutation_p.K95NNM_001744 NP_001735 Q16566 KCC4_HUMAN 5AGAAAGTTAAAGGTGCAGATA0.527



+ 2 627PRR16_uc003ksp.2_Missense_Mutation_p.R132Q|PRR16_uc003ksr.2_Missense_Mutation_p.R85QNM_016644 NP_057728 Q569H4 PRR16_HUMAN Pro-rich. 3ACCCTTCTACGAAATGGAGGC0.493

- 1 371ALDH7A1_uc003kty.2_RNA|ALDH7A1_uc011cxa.1_Missense_Mutation_p.G87A|ALDH7A1_uc003ktz.2_Missense_Mutation_p.G87ANM_001182 NP_001173 P49419 AL7A1_HUMAN 3TCCCCGGCCTCCCCAGCTTCC0.652

+ 2 184 NM_207408 NP_997291 Q6ZNM6 CE048_HUMAN 1AAGAAAACATGATATTCAGGA0.303

- 6 945 NM_198282 NP_938023 Q86WV6 TM173_HUMANCytoplasmic (Potential). 1ATGCCAGCATGGTCACCGGTC0.557

- 12 1518DND1_uc003lgt.2_5'Flank|HARS_uc003lgu.2_Missense_Mutation_p.R410H|HARS_uc011czm.1_Missense_Mutation_p.R439H|HARS_uc003lgw.2_Missense_Mutation_p.R459H|HARS_uc011czn.1_Missense_Mutation_p.R419H|HARS_uc010jfu.2_Intron|HARS_uc011czo.1_Missense_Mutation_p.R405H|HARS_uc011czp.1_Missense_Mutation_p.R365HNM_002109 NP_002100 P12081 SYHC_HUMAN 2CGTCACTGAACGGAGCTTGAT0.552

+ 1 1028PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.E301KNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 3.|Extracellular (Potential). 0AGACACAGGTGAAATTAGAAT0.378

+ 1 1928PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.S601TNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 6.|Extracellular (Potential). 0GGACGCTGACTCCGGCTATAA0.677

+ 1 388 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 1. 2AAATGACCATTCTCCGGTATT0.418

+ 1 2365 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANCytoplasmic (Potential). 2AAATCCCAGTTTCAGGAAGAG0.453

+ 1 647PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 2.|Extracellular (Potential). 4ACTGCGTTTCCTCTGAAGAAT0.438

+ 1 1895PCDHB16_uc003liv.2_5'Flank|PCDHB16_uc010jfw.1_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 6.|Extracellular (Potential). 4CAGAATGGCTCCGCGCCCTGC0.721

- 1 736 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMANHelical; Name=4; (Potential).|Solcar 2. 1CCAAAGAAAAAGAAATAACCC0.453

+ 1 1972PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGA6_uc003ljy.1_5'Flank|PCDHGB3_uc011dat.1_Missense_Mutation_p.V658I|PCDHGA6_uc011dau.1_5'FlankNM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANExtracellular (Potential).|Cadherin 6. 0TTCAGCCACCGTCATGCTGCA0.617

+ 3 481NDFIP1_uc003lmj.1_IntronNM_030571 NP_085048 Q9BT67 NFIP1_HUMANCytoplasmic (Potential). 0AGCTACTATCCCTTTGGTTCC0.428

+ 4 1779KCTD16_uc003lnn.1_Missense_Mutation_p.A384TNM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4CAAAAAAAAAGCTGTTAAAGA0.448

+ 8 1520TCERG1_uc003loc.2_Missense_Mutation_p.P473S|TCERG1_uc011dbt.1_Missense_Mutation_p.P473SNM_006706 NP_006697 O14776 TCRG1_HUMAN Glu-rich. 2GGAGGAGGATCCTAAAGAAGA0.403

- 3 244HTR4_uc010jgu.1_RNA|HTR4_uc003lpi.1_Missense_Mutation_p.S27L|HTR4_uc003lpj.1_Missense_Mutation_p.S27L|HTR4_uc003lpk.2_Missense_Mutation_p.S27L|HTR4_uc011dby.1_Missense_Mutation_p.S27L|HTR4_uc003lpl.2_Missense_Mutation_p.S27L|HTR4_uc003lpm.2_Missense_Mutation_p.S27L|HTR4_uc010jgv.2_RNA|HTR4_uc003lpo.1_Missense_Mutation_p.S27L|SH3TC2_uc003lpp.1_RNANM_000870 NP_000861 Q13639 5HT4R_HUMANHelical; Name=1; (By similarity). 1GATAACCGTCGAGAGAAACGT0.537

+ 13 1381ABLIM3_uc003lpz.1_Missense_Mutation_p.I377T|ABLIM3_uc003lqa.1_Missense_Mutation_p.I323T|ABLIM3_uc003lqb.2_Missense_Mutation_p.I315T|ABLIM3_uc003lqc.1_Missense_Mutation_p.I377T|ABLIM3_uc003lqd.1_Missense_Mutation_p.I315T|ABLIM3_uc003lqf.2_Missense_Mutation_p.I315T|ABLIM3_uc003lqe.1_Missense_Mutation_p.I315TNM_014945 NP_055760 O94929 ABLM3_HUMAN 3CCGGGGTACATAGACTCCCCC0.627

+ 2 558 NM_014228 NP_055043 Q99884 SC6A7_HUMANHelical; Name=1; (Potential). 0TGTCTGGCGCTTCCCCTATCG0.602

- 6 1903 IRGM_uc011dcl.1_IntronNM_052860 NP_443092 Q96RE9 ZN300_HUMAN 2TAAGGTTTCTCTCCTGTATGA0.433

+ 11 1581GM2A_uc011dcs.1_IntronNM_078483 NP_510968 Q7Z2H8 S36A1_HUMANHelical; Name=11; (Potential). 1ACCTATGAGGCTCTCTATGAG0.552

- 2 410HAVCR2_uc003lwl.2_Missense_Mutation_p.R89HNM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANIg-like V-type.|Extracellular (Potential). 0ATCTCCTTTGCGGAAATCCCC0.473

+ 25 2731CYFIP2_uc011ddn.1_Missense_Mutation_p.R839W|CYFIP2_uc011ddo.1_Missense_Mutation_p.R669W|CYFIP2_uc003lwr.2_Missense_Mutation_p.R865W|CYFIP2_uc003lws.2_Missense_Mutation_p.R865W|CYFIP2_uc003lwt.2_Missense_Mutation_p.R768W|CYFIP2_uc011ddp.1_Missense_Mutation_p.R599WNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0TAGTTTTGTGCGGACTGCCAT0.473

+ 1 597 NM_000679 NP_000670 P35368 ADA1B_HUMANCytoplasmic (By similarity). 1CATCTCCATCGATCGCTACAT0.617

- 7 1411CCNJL_uc011dee.1_Missense_Mutation_p.P339S|CCNJL_uc003lyc.1_RNANM_024565 NP_078841 Q8IV13 CCNJL_HUMAN 0ATATCCAAGGGCTGCAGCGGT0.622

- 3 661KCNIP1_uc003map.2_Intron|KCNMB1_uc003mar.2_Nonsense_Mutation_p.W87*NM_004137 NP_004128 Q16558 KCMB1_HUMANExtracellular (Potential). 2ACAGCACAGCCCACCTGCCGG0.592

+ 4 773KCNIP1_uc003map.2_Missense_Mutation_p.E80K|KCNIP1_uc003mat.2_Missense_Mutation_p.E71K|KCNIP1_uc010jjp.2_Missense_Mutation_p.E43K|KCNIP1_uc010jjq.2_Missense_Mutation_p.E71KNM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMANEF-hand 1; degenerate. 2TGTGGTCAACGAAGACACATT0.547 rs145371121

- 14 1516DOK3_uc003mhi.3_5'Flank|DOK3_uc003mhj.3_5'Flank|DOK3_uc003mhk.2_5'Flank|DOK3_uc003mhl.2_5'Flank|DDX41_uc003mhm.2_Missense_Mutation_p.P279S|DDX41_uc003mhn.2_Missense_Mutation_p.P368S|DDX41_uc003mhp.2_Missense_Mutation_p.P368SNM_016222 NP_057306 Q9UJV9 DDX41_HUMANHelicase C-terminal. 0TGGATGGCAGGGAAGTCCAGG0.577

+ 5 612 NM_014594 NP_055409 Q86Y25 Z354C_HUMAN 1CTTGAATTGGGGAAAAGCTTA0.353

- 16 2631TBC1D9B_uc003mli.2_Missense_Mutation_p.R865Q|TBC1D9B_uc003mlj.2_Missense_Mutation_p.R865Q|TBC1D9B_uc003mlg.2_Missense_Mutation_p.R41Q|TBC1D9B_uc011dgv.1_Missense_Mutation_p.R41Q|TBC1D9B_uc011dgw.1_Missense_Mutation_p.R41Q|TBC1D9B_uc003mlk.1_Missense_Mutation_p.R23QNM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2AAAGAGTTCCCGGAACTGGCT0.647

- 12 1446MAPK9_uc003mlt.3_3'UTR|MAPK9_uc010jlc.2_Missense_Mutation_p.S392L|MAPK9_uc003mlv.3_3'UTRNM_002752 NP_002743 P45984 MK09_HUMAN 4GTCATTGATCGATGAAGACTG0.483

- 18 2044 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2AATCACGCTCAGGATGCCCTG0.527

- 7 1220TRIM7_uc003mmv.1_Missense_Mutation_p.R203C|TRIM7_uc003mmw.1_Missense_Mutation_p.R177C|TRIM7_uc003mmx.1_Missense_Mutation_p.R177C|TRIM7_uc003mmy.1_Missense_Mutation_p.R177CNM_203293 NP_976038 Q9C029 TRIM7_HUMAN B30.2/SPRY. 3GCCAGGACGCGGGTGTTGGTG0.697

- 3 321EXOC2_uc003mte.2_Nonsense_Mutation_p.R63*|EXOC2_uc011dho.1_IntronNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7TGTCCCACTCGACATACTATT0.423

- 10 1358F13A1_uc011dib.1_Missense_Mutation_p.P349LNM_000129 NP_000120 P00488 F13A_HUMAN 6AACCGAGGCGGGGCCACACCG0.512

+ 4 2241HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6AACAGTGAGTCCACCAACTCC0.512

- 3 342SLC17A3_uc003nfk.3_Missense_Mutation_p.D78N|SLC17A3_uc011djz.1_Missense_Mutation_p.D78N|SLC17A3_uc011dka.1_Missense_Mutation_p.D78NNM_006632 NP_006623 O00476 NPT4_HUMAN 0TCAGAGGAATCATTGAGCTGG0.433

+ 2 319ZKSCAN3_uc010jrc.2_Missense_Mutation_p.P35S|ZKSCAN3_uc003nlf.3_IntronNM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN 2AGCCGGTTTTCCCAGTAGCCC0.607

- 1 880 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANCytoplasmic (Potential). 3ATGTCCTTATTTCTTAAGGTG0.423

+ 4 729MOG_uc003nmy.1_Missense_Mutation_p.G184E|MOG_uc003nmz.2_3'UTR|MOG_uc011dlt.1_Missense_Mutation_p.G114E|MOG_uc003nna.2_Missense_Mutation_p.G68E|MOG_uc011dlu.1_Missense_Mutation_p.G68E|MOG_uc011dlv.1_Missense_Mutation_p.G68E|MOG_uc003nnd.2_3'UTR|MOG_uc003nne.2_Missense_Mutation_p.G184E|MOG_uc003nng.2_Missense_Mutation_p.G184E|MOG_uc003nnh.2_Missense_Mutation_p.G184E|MOG_uc003nni.2_Missense_Mutation_p.G184E|MOG_uc003nnj.2_Missense_Mutation_p.G184E|MOG_uc003nnk.2_Missense_Mutation_p.G184ENM_206809 NP_996532 Q16653 MOG_HUMANCytoplasmic (Potential). 1TCTATTTTAGGAAAACTTCGA0.493

- 8 1177PPP1R10_uc010jsc.1_5'UTRNM_002714 NP_002705 Q96QC0 PP1RA_HUMANInteraction with TOX4 (By similarity). 4CCAGTGGAACGGAACTTGGCA0.567

+ 3 612CFB_uc011dor.1_Missense_Mutation_p.G614R|CFB_uc011dos.1_3'UTR|CFB_uc003nyi.2_Missense_Mutation_p.G112RNM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 2. 1CTTCGAGAACGGGGAATACTG0.532

- 2 1831TAPBP_uc003odx.1_5'Flank|TAPBP_uc010jus.1_5'Flank|TAPBP_uc003ody.2_5'Flank|TAPBP_uc003odz.2_5'Flank|TAPBP_uc010jut.1_5'Flank|TAPBP_uc011drc.1_5'Flank|ZBTB22_uc010juu.2_Missense_Mutation_p.R560QNM_005453 NP_005444 O15209 ZBT22_HUMAN C2H2-type 3. 1ACAGTGTCCTCGGTGGCGCAT0.647

+ 8 2033KIFC1_uc011drf.1_Missense_Mutation_p.R520HNM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0GCTGTGGCCCGCACAGCCCAG0.607

+ 4 467SCUBE3_uc003okg.1_Missense_Mutation_p.R154Q|SCUBE3_uc003okh.1_Missense_Mutation_p.R25QNM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1TGTATCCAGCGGCCAGAAGGT0.612

+ 5 1562PI16_uc003omz.1_Intron|PI16_uc003onb.2_Intron|PI16_uc011dts.1_Missense_Mutation_p.G183SNM_153370 NP_699201 Q6UXB8 PI16_HUMANExtracellular (Potential). 0TAATGCCACGGGTGGGCGTGC0.617

+ 10 1104CAPN11_uc011dvn.1_Missense_Mutation_p.G10RNM_007058 NP_008989 Q9UMQ6 CAN11_HUMANCalpain catalytic. 2GACGGAGGACGGGGAGTTCTG0.632



- 8 1072GPR116_uc003oyp.3_Missense_Mutation_p.M261I|GPR116_uc003oyq.3_Missense_Mutation_p.M261I|GPR116_uc010jzi.1_5'Flank|GPR116_uc003oyr.2_Missense_Mutation_p.M261INM_001098518 NP_001091988 Q8IZF2 GP116_HUMANSEA.|Extracellular (Potential). 2AGTTGTAGTCCATTTTGTAGG0.353

- 2 615 NM_014452 NP_055267 O75509 TNR21_HUMANExtracellular (Potential).|TNFR-Cys 1. 0CACCTGGCCGGTGGCACGGTC0.547

+ 2 214 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANExtracellular (Potential). 2CATGCTTGGAGAGTAATGGAA0.328

- 7 839HMGCLL1_uc003pco.2_Missense_Mutation_p.P197L|HMGCLL1_uc010jzx.2_Missense_Mutation_p.P98L|HMGCLL1_uc011dxc.1_Missense_Mutation_p.P165L|HMGCLL1_uc011dxd.1_Intron|HMGCLL1_uc011dxe.1_IntronNM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4CACTTTTTGCGGTGTAATACT0.318

- 40 6556_6557ROS1_uc011ebi.1_RNANM_002944 NP_002935 P08922 ROS_HUMANProtein kinase.|Cytoplasmic (Potential). 25AGCAGGCCTTCCCCTCTCTTTC0.436

- 1 89VNN3_uc010kfs.2_5'UTR|VNN3_uc011ecl.1_RNA|VNN3_uc011ecm.1_5'UTR|VNN3_uc011ecn.1_5'UTR|VNN3_uc010kfu.2_5'UTR|VNN3_uc010kfv.2_RNA|VNN3_uc010kfw.2_5'UTR|VNN3_uc010kfx.2_5'UTR|VNN3_uc010kfy.2_5'UTR|VNN3_uc010kfz.2_5'UTRNM_078625 NP_523239 0ACATTTTGGAAAATGTGATAT0.358

- 11 1157OPRM1_uc003qpt.1_Intron|IPCEF1_uc003qpv.2_Missense_Mutation_p.S205L|IPCEF1_uc003qpw.2_Missense_Mutation_p.S335L|IPCEF1_uc010kjh.2_Missense_Mutation_p.S335LNM_015553 NP_056368 Q8WWN9 ICEF1_HUMAN 0CTTTTTAGTCGAAGGTCGTCG0.383

- 7 1655MICALL2_uc003ski.3_5'UTRNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1CCGGGGAGACGAGGACTGTAA0.622

+ 2 1036CHST12_uc003smd.2_Missense_Mutation_p.A301TNM_018641 NP_061111 Q9NRB3 CHSTC_HUMANLumenal (Potential). 1GGTGTCCTTCGCCAACTTCAT0.677

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50TTACATTCCTCCTCCATCTTA0.483

+ 7 1012KIAA0415_uc010ksp.2_RNANM_014855 NP_055670 O43299 K0415_HUMAN 1CAAAGTAACCGACGTGAGTCC0.682

- 14 2156ETV1_uc011jxn.1_Missense_Mutation_p.E433K|ETV1_uc011jxo.1_Missense_Mutation_p.E370K|ETV1_uc011jxp.1_Missense_Mutation_p.E415K|ETV1_uc003ssw.3_Missense_Mutation_p.E450K|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Missense_Mutation_p.E455K|ETV1_uc011jxs.1_Missense_Mutation_p.E455KNM_004956 NP_004947 P50549 ETV1_HUMAN 35ACGTAGCCTTCGTTGTAGGGG0.478

- 2 195_196AGR2_uc011jxy.1_Missense_Mutation_p.K3MNM_006408 NP_006399 O95994 AGR2_HUMAN 0ACACTGGAATTTTCTCCATGGC0.47

+ 51 8334 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15TTGTTTCAGAGAAGAATGCTG0.363

+ 6 518STK31_uc003swt.3_Missense_Mutation_p.P128S|STK31_uc011jze.1_Missense_Mutation_p.P151S|STK31_uc010kuq.2_Missense_Mutation_p.P128SNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9ACTACACATTCCTTCTGATCA0.328

- 9 952SKAP2_uc011jzi.1_Splice_Site_p.D48_splice|SKAP2_uc011jzj.1_Splice_Site_p.D205_spliceNM_003930 NP_003921 O75563 SKAP2_HUMAN 1GATTCCATATCTATAAAACAC0.294

- 1 397_398 NM_001126493 NP_001119965 0TTCATGCCTTCTTTCACCTTGC0.485

+ 2 490AQP1_uc011kac.1_Missense_Mutation_p.G205R|AQP1_uc010kwf.1_Missense_Mutation_p.G62R|AQP1_uc010kwg.1_Missense_Mutation_p.G26R|AQP1_uc010kwh.1_Missense_Mutation_p.G94RNM_198098 NP_932766 P29972 AQP1_HUMANHelical; Name=Helix 4. 0CGAGATCATCGGGACCCTCCA0.652

- 13 1588DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0CTTACGTGGTCTGAAACGCCT0.219

- 1 908 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0TCGCCGCCGCCGCTGCCCCCA0.587

+ 1 401VSTM2A_uc010kze.2_Translation_Start_Site|VSTM2A_uc003tqc.3_Translation_Start_SiteNM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0CCCTCCCTTTTTGGAATGATG0.483

+ 4 968 NM_001159279 NP_001152751 2ACTTACTAACTACAAGAGAAT0.408

+ 4 993 NM_001159279 NP_001152751 2ACTGGAGAGAAACCCTACACA0.413

+ 4 1002 NM_001159279 NP_001152751 2AAACCCTACACATGTGAAGAA0.428

+ 4 997 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0ATGTGGCAAAGCCTTTAACTG0.428

+ 7 1696AUTS2_uc003tvx.3_Missense_Mutation_p.P318LNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3CTCCGAGCTCCTTCTCCGGAC0.632

+ 10 2031DTX2_uc011kgk.1_Missense_Mutation_p.R401Q|DTX2_uc003ufg.3_Missense_Mutation_p.R492Q|DTX2_uc003ufh.3_Missense_Mutation_p.R492Q|DTX2_uc003ufj.3_Missense_Mutation_p.R445Q|DTX2_uc003ufk.3_Missense_Mutation_p.R123Q|DTX2_uc003ufm.3_Missense_Mutation_p.R205Q|DTX2_uc003ufn.3_Missense_Mutation_p.R77QNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2GAGGTATTACGGTTCCAGATG0.577

- 7 1113SEMA3C_uc011kgw.1_Missense_Mutation_p.F202Y|SEMA3C_uc011kgx.1_Missense_Mutation_p.F36YNM_006379 NP_006370 Q99985 SEM3C_HUMAN Sema. 1CATTCCAGAGAAAAGCTCCTC0.328

- 7 960_961HGF_uc003uhm.2_Nonsense_Mutation_p.Q261*|HGF_uc003uhn.1_Nonsense_Mutation_p.Q266*|HGF_uc003uho.1_Nonsense_Mutation_p.Q261*NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4GGCCTCGGCTGGCCATCGGGAT0.475

+ 11 1260DMTF1_uc003uii.2_Nonsense_Mutation_p.R46*|DMTF1_uc003uij.2_Nonsense_Mutation_p.R46*|DMTF1_uc011khb.1_Nonsense_Mutation_p.R224*|DMTF1_uc003uik.2_RNA|DMTF1_uc003uil.2_Nonsense_Mutation_p.R312*|DMTF1_uc003uin.2_Nonsense_Mutation_p.R46*NM_001142327 NP_001135799 Q9Y222 DMTF1_HUMANH-T-H motif (By similarity).|Interaction with CCND1, CCND2 and CCND3 (By similarity).|HTH myb-type.|Required for DNA-binding (By similarity).2TGTGGCTGAACGAGTCGGTAC0.478

+ 23 2332CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.S705F|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Missense_Mutation_p.S455FNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0GCCACGGAATCCTTGTAAGTT0.403

- 17 1953SLC25A13_uc003uog.3_Nonsense_Mutation_p.R589*|SLC25A13_uc011kik.1_Nonsense_Mutation_p.R480*NM_014251 NP_055066 Q9UJS0 CMC2_HUMANSolcar 3.|Helical; Name=6; (Potential). 4GGTGAGGATCGAAATACACGA0.338

- 3 293ZNF498_uc003urn.2_Intron|CYP3A5_uc003urr.2_5'UTR|CYP3A5_uc011kiy.1_Missense_Mutation_p.G59E|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_Intron|CYP3A5_uc003urt.2_Missense_Mutation_p.G69ENM_000777 NP_000768 P20815 CP3A5_HUMAN 0CCACATTTTTCCATACTTTTT0.413

- 4 420ACTL6B_uc003uvz.2_RNA|uc003uwa.1_5'FlankNM_016188 NP_057272 O94805 ACL6B_HUMAN 1ACGTGTTTGCTGTAGGTGTGA0.602

+ 14 2461ZAN_uc003uwk.2_Missense_Mutation_p.P766S|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CACAGAAAAACCCACCATCTC0.522

+ 14 2470ZAN_uc003uwk.2_Missense_Mutation_p.S769P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACCCACCATCTCCCCAGAAAA0.522

+ 14 2489ZAN_uc003uwk.2_Missense_Mutation_p.I775T|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11AAACTCACCATCCCCACAGAA0.532

- 13 2683EPHB4_uc003uwm.1_Missense_Mutation_p.L638R|EPHB4_uc010lhj.1_Missense_Mutation_p.L731RNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CATCTCGGCAAGGTACCGCAT0.587

+ 3 3876MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|19.|59 X approximate tandem repeats.27AACTACTAGTGAAGGAAGTAC0.498

- 2 316ALKBH4_uc003uzm.2_Missense_Mutation_p.R31QNM_017621 NP_060091 Q9NXW9 ALKB4_HUMAN 0CTGCTTCCTCCGTCCAGACTG0.642

- 20 2460SLC26A3_uc003ves.2_Missense_Mutation_p.G637ENM_000111 NP_000102 P40879 S26A3_HUMAN 4ATTACGTAATCCTCCATTTGT0.333

- 30 4558LAMB4_uc003vey.2_Missense_Mutation_p.E1492K|LAMB4_uc010ljp.1_Missense_Mutation_p.E461KNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain I. 8GGCACGTTTTCCTCTTAAATA0.398

- 52 5974DOCK4_uc011kml.1_Missense_Mutation_p.P783L|DOCK4_uc011kmm.1_Missense_Mutation_p.P771L|DOCK4_uc003vfw.2_Missense_Mutation_p.P1314L|DOCK4_uc003vfy.2_Missense_Mutation_p.P1947L|DOCK4_uc003vfv.2_Missense_Mutation_p.P215LNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4GACGCTGTACGGGGGCGGAGT0.716

- 4 3120 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34GCTTACTAATCCTTCATTTTC0.403

- 4 2443 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34CTAAACGTGATTCCTTTTCAA0.378

- 4 2441 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34AAACGTGATTCCTTTTCAAAA0.373

+ 7 612ING3_uc003vjo.2_5'UTR|ING3_uc003vjp.2_Missense_Mutation_p.H160Y|ING3_uc011kns.1_Missense_Mutation_p.H145YNM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1GACAACAGATCATATTCCTGA0.299



+ 41 7167FLNC_uc003voa.3_Missense_Mutation_p.G2287RNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 21. 12GGTGCGGGCCGGAGGCACAGG0.677

+ 10 1548IRF5_uc003voh.2_Missense_Mutation_p.R460Q|IRF5_uc010llt.2_Missense_Mutation_p.R384Q|IRF5_uc003voi.2_Missense_Mutation_p.R460Q|IRF5_uc003voj.3_Missense_Mutation_p.R460QNM_002200 NP_002191 Q13568 IRF5_HUMAN 0TCCCAGCAGCGGTTGCAGCCT0.592

+ 20 2111FAM40B_uc003vow.2_Missense_Mutation_p.A691T|FAM40B_uc011koz.1_Missense_Mutation_p.A183TNM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0GTTTAAATCGGCACCAATCTT0.438

- 21 4124 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TCATGGATGTCCGTCTGCAGC0.562

+ 2 529 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5GCTGTGAAGCGGGAGGACCTG0.517

+ 11 1965UBN2_uc003vuv.2_Missense_Mutation_p.M378INM_173569 NP_775840 Q6ZU65 UBN2_HUMAN 2AGGGCTGGATGCAGGCAAGGT0.348

- 19 2660JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1ACCGAGAAGGAAGTTTCACCA0.483

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 1 170 NM_176817 NP_789787 P59533 T2R38_HUMANHelical; Name=1; (Potential). 2GGTCAGAAACCCCACTGCAAA0.463

- 4 759TRYX3_uc003vxc.3_Missense_Mutation_p.K147ENM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0TCGGGCTCTTTGTCTAAAGAA0.353

- 4 734TRPV5_uc003wbz.2_Missense_Mutation_p.R157HNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6GATGAGGTTGCGGGGACTACG0.627

+ 1 373 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMANCytoplasmic (Potential). 6AATTGCTACCTTCACCCACCC0.498

+ 9 1777ACCN3_uc003wio.2_Missense_Mutation_p.G470E|ACCN3_uc003wip.2_Missense_Mutation_p.G470E|ACCN3_uc003wiq.2_RNANM_004769 NP_004760 Q9UHC3 ACCN3_HUMANCytoplasmic (Potential). 2AAGGTCCTGGGATATTTCTGG0.612

- 21 3602CSMD1_uc011kwj.1_Missense_Mutation_p.S463F|CSMD1_uc003wqe.2_Missense_Mutation_p.S227FNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 6.|Extracellular (Potential). 25CAGGAAGCAGGAAAACGTCAG0.557

- 2 460 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0GGGGGACAGCGAGAATTGCCA0.642

- 3 439 NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1CAGAGGGCATCCGGTAGCGGT0.433

+ 18 2079SORBS3_uc003xbw.3_Missense_Mutation_p.T238INM_005775 NP_005766 O60504 VINEX_HUMAN 0AGACCCCAGACCCAGGTGAGG0.657

+ 2 424SLC25A37_uc003xdn.1_Missense_Mutation_p.L91F|SLC25A37_uc003xdp.2_RNA|SLC25A37_uc010ltz.2_RNA|SLC25A37_uc003xdq.2_5'FlankNM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 1. 0CTACGGAGCCCTCAAGAAAAT0.522

+ 2 286 NM_004095 NP_004086 Q13541 4EBP1_HUMAN 0CAAAACACCCCCAAGGGATCT0.562

+ 6 682GINS4_uc003xny.2_Missense_Mutation_p.L158FNM_032336 NP_115712 Q9BRT9 SLD5_HUMAN 1GAAGGTGGACCTCTTTCGGGC0.507

- 29 3512NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Missense_Mutation_p.R459H|ANK1_uc003xoi.2_Missense_Mutation_p.R1143H|ANK1_uc003xoj.2_Missense_Mutation_p.R1143H|ANK1_uc003xol.2_Missense_Mutation_p.R1143H|ANK1_uc003xom.2_Missense_Mutation_p.R1184HNM_020476 NP_065209 P16157 ANK1_HUMAN 9CCCAATGGGGCGGTGGAACTT0.657

- 8 1917SLC20A2_uc010lxm.2_Missense_Mutation_p.S408L|SLC20A2_uc003xpe.2_Missense_Mutation_p.S408L|SLC20A2_uc011lcu.1_Missense_Mutation_p.S210LNM_006749 NP_006740 Q08357 S20A2_HUMANCytoplasmic (Potential). 2CTCTGGGGCCGATGAGTCCGC0.602

- 23 4432PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2ACAGCAGGTTCCTTTCACCAA0.517

- 17 3339_3340PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2TTTATGGAACGGAAGGTGGCCT0.495

+ 2 494 TGS1_uc010lyh.2_IntronNM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3CGCAGGGATCGAAAATTGTAC0.313

- 2 419PENK_uc003xta.3_Missense_Mutation_p.K113INM_006211 NP_006202 P01210 PENK_HUMAN 4CTCATCCATTTTCTTCATGAA0.498

+ 2 700CLVS1_uc003xug.2_Missense_Mutation_p.F126L|CLVS1_uc003xui.2_Intron|CLVS1_uc010lyp.2_Missense_Mutation_p.F126LNM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5GATCGATGGGTTCCCCGGGGT0.483

+ 5 744uc003yak.1_Intron|PI15_uc003yam.2_Missense_Mutation_p.H189YNM_015886 NP_056970 O43692 PI15_HUMAN 3ATGCGCAATTCATACTTGCCA0.428

- 8 763CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.S188L|CA1_uc003ydi.2_Missense_Mutation_p.S188LNM_001738 NP_001729 P00915 CAH1_HUMAN 2ATCCAGGGATGAAGGAAGGAG0.428

- 1 825 NM_172239 NP_758439 Q8IX06 GOR_HUMANGOR1-125 epitope. 0GCGTACACAGCGGCCCGAGGA0.662

- 4 1072ANGPT1_uc011lhv.1_Missense_Mutation_p.E2K|ANGPT1_uc003ymo.2_Missense_Mutation_p.E202K|ANGPT1_uc003ymp.3_Missense_Mutation_p.E2KNM_001146 NP_001137 Q15389 ANGP1_HUMAN Potential. 7TGTTTTCCTTCCATTTCTAAG0.313

- 26 2712ASAP1_uc003ysz.1_Missense_Mutation_p.P706L|ASAP1_uc011liw.1_Missense_Mutation_p.P888LNM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN Pro-rich. 4AGGTAGTTTAGGAAGAACTCT0.294

- 9 2438ADCY8_uc010mds.2_IntronNM_001115 NP_001106 P40145 ADCY8_HUMANHelical; (Potential). 6CTTTGTATTGCCGTGATAAAT0.353

+ 20 4326TG_uc010mdw.2_Missense_Mutation_p.H188YNM_003235 NP_003226 P01266 THYG_HUMAN 15CCAAGGGGACCACTTTGGCAC0.567

+ 21 3531DENND3_uc010mep.2_Missense_Mutation_p.P1046S|DENND3_uc003ywa.1_Missense_Mutation_p.P135S|DENND3_uc003ywb.2_Missense_Mutation_p.P135SNM_014957 NP_055772 A2RUS2 DEND3_HUMAN WD 2. 1CCAGCTCCTTCCTGAGGTATC0.577

- 2 174 NM_205545 NP_991108 Q6UXB3 LYPD2_HUMAN UPAR/Ly6. 0ACTCCTGTGGGCTCCGGACAG0.637

- 4 689CYP11B1_uc010mex.2_5'Flank|CYP11B1_uc003yxh.2_5'Flank|CYP11B1_uc003yxj.2_Missense_Mutation_p.E228K|CYP11B1_uc010mey.2_Missense_Mutation_p.E299KNM_000497 NP_000488 P15538 C11B1_HUMAN 3AACATGACCTCCAGGGCATGG0.607

- 7 2023 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1CTTCTCCCTGCGCTGCCGCGC0.677

+ 2 240FBXL6_uc003zbz.2_5'Flank|FBXL6_uc003zca.2_5'Flank|FBXL6_uc003zcb.2_5'Flank|FBXL6_uc010mfx.2_5'UTR|GPR172A_uc003zcd.1_Missense_Mutation_p.N28S|GPR172A_uc003zce.1_Missense_Mutation_p.N28S|GPR172A_uc010mfy.1_Missense_Mutation_p.N28S|GPR172A_uc003zcf.1_Missense_Mutation_p.N28S|GPR172A_uc011llc.1_IntronNM_024531 NP_078807 Q9HAB3 RFT3_HUMANHelical; (Potential). 0GCTGCGGTCAATGGGATCTGG0.662 rs141698844

- 3 1516 NM_003923 NP_003914 O75593 FOXH1_HUMANSMAD-interaction domain (SID). 0TCAGGGGCCACCCCCCAGTAG0.612

+ 5 563GPT_uc011llj.1_Missense_Mutation_p.V136M|GPT_uc003zdh.3_Missense_Mutation_p.V136MNM_005309 NP_005300 P24298 ALAT1_HUMAN 2CCGGGAGGACGTGGCGCGGTA0.647

+ 23 2901DOCK8_uc010mgu.2_Missense_Mutation_p.R232H|DOCK8_uc010mgv.2_Intron|DOCK8_uc010mgw.1_Missense_Mutation_p.R232H|DOCK8_uc003zgk.2_Missense_Mutation_p.R388HNM_203447 NP_982272 Q8NF50 DOCK8_HUMAN 6ATCGCCGATCGCAACTGCAGC0.463

- 15 2467VCP_uc003zvz.2_RNA|VCP_uc010mkh.1_Missense_Mutation_p.R362H|VCP_uc010mki.1_Missense_Mutation_p.R648HNM_007126 NP_009057 P55072 TERA_HUMAN 1CTTGCAAGCACGCTGGCAAAT0.512

- 4 1620 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0GGTAGGGAGAGAGCTTGCACT0.478

+ 3 1718RMI1_uc004anr.3_Missense_Mutation_p.S437F|RMI1_uc004anp.3_Missense_Mutation_p.S437F|RMI1_uc004ans.3_Missense_Mutation_p.S437FNM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 GATAGCCATTCCttaaataat0.284

+ 11 2058C9orf102_uc010mrx.1_RNA|C9orf102_uc011lum.1_Missense_Mutation_p.A259V|C9orf102_uc010mry.1_Missense_Mutation_p.A259V|C9orf102_uc010mrz.2_Missense_Mutation_p.A368V|C9orf102_uc004avu.2_5'UTRNM_001010895 NP_001010895 Q5T890 RAD26_HUMANHelicase C-terminal. 0TACTGTATGGCGTCTGGGCTT0.403

- 1 671 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMANCytoplasmic (Potential). 1TCGCAAGATGGTGTAGAGGAT0.408



+ 2 518KIAA1958_uc011lwx.1_Missense_Mutation_p.R115WNM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1AGACTGTAACCGGACCAGAGA0.483

- 5 1323ASTN2_uc004bjr.1_Missense_Mutation_p.E408K|ASTN2_uc004bjt.1_Missense_Mutation_p.E357KNM_198187 NP_937830 O75129 ASTN2_HUMANCytoplasmic (Potential). 9AGCTGAGTTTCATCGTCTGCC0.537

+ 11 1761CEP110_uc004bky.1_Missense_Mutation_p.R181H|CEP110_uc004bkz.1_Missense_Mutation_p.R25H|CEP110_uc004bla.1_Missense_Mutation_p.R25HNM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0CTTGAAAGTCGTTTGGATGAG0.358

- 5 453STOM_uc011lyk.1_Missense_Mutation_p.R74C|STOM_uc004bli.2_IntronNM_004099 NP_004090 P27105 STOM_HUMANCytoplasmic (Potential). 0TTCTGAACGCGGTAATAGACC0.443

+ 4 664COQ4_uc011max.1_Missense_Mutation_p.S106L|COQ4_uc004bus.2_Missense_Mutation_p.S82L|COQ4_uc010mxy.2_Missense_Mutation_p.S82LNM_016035 NP_057119 Q9Y3A0 COQ4_HUMAN 0CCCCGGATTTCGACATCCACC0.597

+ 7 965_966SPTAN1_uc011mbg.1_Nonsense_Mutation_p.R285*|SPTAN1_uc011mbh.1_Nonsense_Mutation_p.R297*|SPTAN1_uc004bvm.3_Nonsense_Mutation_p.R285*|SPTAN1_uc004bvn.3_Nonsense_Mutation_p.R285*NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 4. 10ATGATTTTGGCCGAGACCTGGC0.48

+ 13 1315FUBP3_uc004bzs.1_Missense_Mutation_p.R316WNM_003934 NP_003925 Q96I24 FUBP3_HUMAN KH 4. 1CCCCAACCTGCGGAGATTCAC0.607

- 10 1159 NM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0CGCTGGCGGAGCTCGTCAGTG0.667

- 1 170ANAPC2_uc004clq.1_5'Flank|ANAPC2_uc011mer.1_Missense_Mutation_p.P33S|SSNA1_uc004cls.2_5'FlankNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GCAGCCGGCGGCACCAGGCCG0.721

+ 5 499SLC34A3_uc004cmc.1_5'UTR|SLC34A3_uc004cmd.1_Missense_Mutation_p.A105T|SLC34A3_uc011met.1_Missense_Mutation_p.A105TNM_080877 NP_543153 Q8N130 NPT2C_HUMANExtracellular (Potential). 0AGGCAAAGTGGCCGGAGACAT0.647

- 4 306FAM9B_uc011mhv.1_RNA|FAM9B_uc004csh.2_IntronNM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0CAAGTTTTATCCATTTTCATC0.274

+ 9 1385FRMPD4_uc011mij.1_Missense_Mutation_p.D285ENM_014728 NP_055543 Q14CM0 FRPD4_HUMAN FERM. 13TCCCAAAAGATCCAATTGACC0.393

- 7 1167RBBP7_uc004cxs.1_Missense_Mutation_p.A314V|RBBP7_uc004cxu.2_Missense_Mutation_p.A261V|RBBP7_uc010nez.2_3'UTRNM_002893 NP_002884 Q16576 RBBP7_HUMAN 2GGCAGTGTGCGCATCCACCAA0.498

+ 37 4399 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3GCTGGTTGTGCCGTGAAATCC0.507

+ 1 876 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGAGCCTCCCAAGACTCGCGT0.607

+ 19 3304USP9X_uc004dfc.2_Nonsense_Mutation_p.R891*NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6TTTTGTAGTTCGATTTCCAAA0.408

+ 3 393CLCN5_uc004dor.1_Missense_Mutation_p.H119Y|CLCN5_uc004doq.1_Missense_Mutation_p.H119Y|CLCN5_uc004dot.1_Missense_Mutation_p.H49YNM_000084 NP_000075 P51795 CLCN5_HUMANCytoplasmic (By similarity). 4GGCCTTAATTCACAGTGTGAG0.363

+ 4 701MAGED2_uc004dtl.1_Nonsense_Mutation_p.R203*|MAGED2_uc004dtm.1_Nonsense_Mutation_p.R165*|MAGED2_uc010nkc.1_Nonsense_Mutation_p.R203*|MAGED2_uc004dtn.1_Nonsense_Mutation_p.R203*|MAGED2_uc004dto.1_Nonsense_Mutation_p.R177*NM_177433 NP_803182 Q9UNF1 MAGD2_HUMAN 3CACAGGTGGCCGAAGGGTCTC0.587

- 7 1300SLC7A3_uc004dyo.2_Missense_Mutation_p.R381HNM_032803 NP_116192 Q8WY07 CTR3_HUMANCytoplasmic (Potential). 2GATTGGGGTGCGTGTGCCGGT0.557

+ 16 2489MED12_uc011mpq.1_Nonsense_Mutation_p.R764*|MED12_uc004dyz.2_Nonsense_Mutation_p.R764*|MED12_uc004dza.2_Nonsense_Mutation_p.R611*NM_005120 NP_005111 Q93074 MED12_HUMAN 4GGGAAAGCAGCGAGATGATGC0.537

+ 1 1198 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN Pro-rich. 6ACTGAGCACCTCCGTGCCGCC0.701

+ 4 1789CYLC1_uc004eeh.1_Missense_Mutation_p.E589KNM_021118 NP_066941 P35663 CYLC1_HUMAN 5TACATTCAATGAAAAAGGGGA0.418

+ 5 972ZNF711_uc004eep.2_Missense_Mutation_p.D209N|ZNF711_uc004eeq.2_Missense_Mutation_p.D209N|ZNF711_uc011mqy.1_5'FlankNM_021998 NP_068838 Q9Y462 ZN711_HUMAN 4TTTTATAGTGGATGATGTTGG0.313

- 3 1271ARMCX2_uc004eie.3_Missense_Mutation_p.E306K|ARMCX2_uc004eif.3_Missense_Mutation_p.E306K|ARMCX2_uc004eig.3_Missense_Mutation_p.E306K|ARMCX2_uc010nnt.2_Missense_Mutation_p.E306KNM_177949 NP_808818 Q7L311 ARMX2_HUMAN 6ATCCCCAGTTCGTCTACTTCA0.587

- 1 419 NM_001002916 NP_001002916 Q7Z2G1 H2BWT_HUMAN 1GGCAGTGATGGTCTGGCGCTT0.647

+ 11 2788 NM_017416 NP_059112 Q9NP60 IRPL2_HUMANCytoplasmic (Potential). 3ATCCTCCAAAGAGCTTAGCTT0.408

- 2 353GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMAN 8AGATGCAAGGCCATGGTGTCC0.572

- 5 2180TRPC5_uc004epm.1_Missense_Mutation_p.E421KNM_012471 NP_036603 Q9UL62 TRPC5_HUMANCytoplasmic (Potential). 1TCCCACATTTCCTTAATCTCA0.443

+ 6 1653HTR2C_uc010nqc.1_Missense_Mutation_p.A309T|HTR2C_uc004epv.1_3'UTRNM_000868 NP_000859 P28335 5HT2C_HUMANCytoplasmic (By similarity). 3TGAAAGAAAAGCTTCGAAAGT0.438

+ 12 1660 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3GCAAAGAGGTGGATATTCTGG0.363

- 18 3313ODZ1_uc011muj.1_Nonsense_Mutation_p.W1082*|ODZ1_uc010nqy.2_Nonsense_Mutation_p.W1083*NM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23CGGTCTTGTTCCAAGCAAATG0.448

+ 9 1158PHF6_uc004exk.2_Missense_Mutation_p.R319Q|PHF6_uc011mvk.1_Missense_Mutation_p.R285Q|PHF6_uc004exi.2_Missense_Mutation_p.R320QNM_001015877 NP_001015877 Q8IWS0 PHF6_HUMANPHD-type 2; degenerate. 1AATATGTCACGAGGAATTTAC0.348

- 4 1143FGF13_uc004fan.2_Missense_Mutation_p.R108C|FGF13_uc011mwi.1_Missense_Mutation_p.R142C|FGF13_uc004faq.2_Missense_Mutation_p.R171C|FGF13_uc004far.2_Missense_Mutation_p.R142C|FGF13_uc011mwj.1_Missense_Mutation_p.R171C|FGF13_uc011mwk.1_Missense_Mutation_p.R115CNM_004114 NP_004105 Q92913 FGF13_HUMAN 3TGCTGCTGACGGTATATCATT0.398

+ 7 887 NM_018558 NP_061028 Q9UN88 GBRT_HUMANHelical; (Potential). 3CGTTTTGGATGAACTATGATT0.443

- 13 2123IRAK1_uc004fjr.1_Missense_Mutation_p.D652H|IRAK1_uc004fjt.1_Missense_Mutation_p.D603H|IRAK1_uc010nur.2_IntronNM_001569 NP_001560 P51617 IRAK1_HUMAN 9TGCAGGCTGTCCAGGGCCCCA0.637

+ 2 247 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1AAGAAGTTCTCTGCGCACTAC0.622

+ 2 583 NM_017514 NP_059984 P51805 PLXA3_HUMANSema.|Extracellular (Potential). 3CCGCACCACCGCAAGGAGCAC0.667

- 4 389KIAA1751_uc009vkz.1_Missense_Mutation_p.R78L|KIAA1751_uc001ain.1_Missense_Mutation_p.R78LNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1CAGGTTCTGCCGCAGGTGAAA0.502

- 4 1018GPR157_uc010oad.1_Missense_Mutation_p.S227FNM_024980 NP_079256 Q5UAW9 GP157_HUMANCytoplasmic (Potential). 0GCAACAGAGAGAGAAGAGCCG0.607

+ 18 2269VPS13D_uc001atw.2_Missense_Mutation_p.R710W|VPS13D_uc001atx.2_5'FlankNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5ATGGACCGTGCGGCTGGATAT0.428 rs139539467

+ 16 1818CLCNKA_uc001axt.2_RNA|CLCNKA_uc001axv.2_Missense_Mutation_p.P580S|CLCNKA_uc010obw.1_Missense_Mutation_p.P537S|CLCNKB_uc001axw.3_Intron|CLCNKA_uc010oby.1_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 1. 1GACCGAGTATCCCCTGGTGGA0.557

+ 4 768NBPF3_uc001bes.2_Missense_Mutation_p.E84K|NBPF3_uc009vqb.2_Missense_Mutation_p.E140K|NBPF3_uc010odm.1_Missense_Mutation_p.E70KNM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2GAAGCTTGCAGAGGAGCTCGG0.552

- 3 930 NM_004091 NP_004082 Q14209 E2F2_HUMANLeucine-zipper.|DEF box.|Potential. 4TCATAGATGCGCCGCTTCTGC0.592

- 4 459GALE_uc001bhv.1_Missense_Mutation_p.M83I|GALE_uc001bhw.1_Missense_Mutation_p.M83I|GALE_uc001bhx.1_Missense_Mutation_p.M83I|GALE_uc009vqp.1_Missense_Mutation_p.M83I|GALE_uc001bhy.1_Missense_Mutation_p.M83I|GALE_uc001bhz.1_Missense_Mutation_p.M9I|GALE_uc001bia.2_5'Flank|GALE_uc009vqq.1_3'UTRNM_001127621 NP_001121093 Q14376 GALE_HUMAN 0GGATGACCGCCATAAAGCTGT0.552

+ 13 1921SRRM1_uc010oel.1_Missense_Mutation_p.P578H|SRRM1_uc009vrh.1_Missense_Mutation_p.P539H|SRRM1_uc009vri.1_Missense_Mutation_p.P495H|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Necessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3CCCGCCCCTCCTCCTCGACGG0.537

+ 13 1933SRRM1_uc010oel.1_Missense_Mutation_p.R582L|SRRM1_uc009vrh.1_Missense_Mutation_p.R543L|SRRM1_uc009vri.1_Missense_Mutation_p.R499L|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Necessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3CCTCGACGGCGCAGGACTCCC0.532 rs78787676

- 11 1079UBXN11_uc001blz.1_Missense_Mutation_p.F236Y|UBXN11_uc001blv.2_Missense_Mutation_p.F231Y|UBXN11_uc001bly.2_Missense_Mutation_p.F149Y|UBXN11_uc001blx.2_Missense_Mutation_p.F27Y|UBXN11_uc001bma.2_Missense_Mutation_p.F236Y|UBXN11_uc001bmb.1_Missense_Mutation_p.F269Y|UBXN11_uc010ofb.1_Missense_Mutation_p.F194Y|UBXN11_uc010ofc.1_Missense_Mutation_p.F111YNM_183008 NP_892120 Q5T124 UBX11_HUMAN SEP. 1CTCTGAGGGAAAGAAGCCATC0.582



+ 20 6984ARID1A_uc001bmu.1_Missense_Mutation_p.A1987V|ARID1A_uc001bmx.1_Missense_Mutation_p.A1050V|ARID1A_uc009vsm.1_Missense_Mutation_p.A532V|ARID1A_uc009vsn.1_Missense_Mutation_p.A446VNM_006015 NP_006006 O14497 ARI1A_HUMAN 142GACAGCCTTGCCGCCACACAG0.642

+ 2 288ZSCAN20_uc001bxk.2_Missense_Mutation_p.R41C|ZSCAN20_uc009vui.2_Missense_Mutation_p.R41CNM_145238 NP_660281 P17040 ZSC20_HUMAN 4GGAGAAGGACCGTGGCTCTGT0.597

- 9 1231CSMD2_uc001bxm.1_Missense_Mutation_p.R441QNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|Sushi 2. 12ACCCTCACCTCGGCAGACTGG0.632

+ 4 599ZNF642_uc009vwb.2_Missense_Mutation_p.R102Q|ZNF642_uc010ojk.1_Missense_Mutation_p.R102QNM_198494 NP_940896 Q49AA0 ZN642_HUMAN KRAB. 0AATCTATACCGAGAGGTGATG0.458 rs145832267

+ 10 1725EBNA1BP2_uc001cio.2_Intron|WDR65_uc010ojz.1_Missense_Mutation_p.A524V|WDR65_uc001ciq.1_Missense_Mutation_p.A535VNM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 8. 1ACAGATGGTGCTGTGTATGAA0.463

+ 15 2893C1orf175_uc001cxq.2_RNA|C1orf175_uc010ooc.1_Missense_Mutation_p.R425C|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Missense_Mutation_p.R375C|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_Intron|C1orf175_uc010oog.1_Missense_Mutation_p.R857C|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNA|C1orf175_uc009vzr.1_Missense_Mutation_p.R59C|C1orf175_uc001cxu.2_Missense_Mutation_p.R3CNM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0CTGCATGGGCCGTGTGAGGCG0.647

- 3 383C8B_uc010oon.1_Missense_Mutation_p.E44K|C8B_uc010ooo.1_Missense_Mutation_p.E54KNM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4TCTTCGACTTCCTTGTCAGAG0.498

+ 16 1775LRRC7_uc009wbg.2_IntronNM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14ATGGTAAAATCTGTTCAAAAT0.338

- 11 1844uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.K336TNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5TTCACTCTCTTTTTCAGGGTC0.403

+ 6 919CLCA1_uc001dls.1_Missense_Mutation_p.N203YNM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1AAACAAGCAAAATCAAAAATG0.373

+ 9 1380SH3GLB1_uc001dlx.2_Nonsense_Mutation_p.Q373*|SH3GLB1_uc001dly.2_Nonsense_Mutation_p.Q381*|SH3GLB1_uc001dlz.2_Nonsense_Mutation_p.Q252*NM_016009 NP_057093 Q9Y371 SHLB1_HUMAN SH3. 0AAGGGGAAACCAGAAGGGCAA0.388

- 15 1954ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.F95INM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11GATCTTATAAAGGAAGGACCT0.358

+ 4 263CD53_uc001dzx.2_Missense_Mutation_p.G31E|CD53_uc010owa.1_Missense_Mutation_p.G31E|CD53_uc001dzy.2_Missense_Mutation_p.G31ENM_001040033 NP_001035122 P19397 CD53_HUMANHelical; (Potential). 0TTGGGCTTTGGGATCTACCTG0.483

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607TACTCTTCTTGTCCAGCTGTA0.458 rs121913254

+ 23 2095SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Missense_Mutation_p.G629D|SYCP1_uc009wgw.2_Missense_Mutation_p.G629DNM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1AAAAAAAAAGGTACAGCAGAA0.254

- 11 1315CASQ2_uc010owu.1_Missense_Mutation_p.D280NNM_001232 NP_001223 O14958 CASQ2_HUMAN 1GTTGGAAGATCGTCATCATCT0.403

- 25 4713 NM_024408 NP_077719 Q04721 NOTC2_HUMANNegative regulatory region (NRR).|LNR 2.|Extracellular (Potential).27GCACTCGACCGTGTTGCACAG0.517

- 25 3982NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Nonsense_Mutation_p.Q1187*|PDE4DIP_uc001elv.3_Nonsense_Mutation_p.Q238*NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5AGCTTCTCCTGGAGATCTTGA0.507

- 3 474NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elm.3_5'UTR|PDE4DIP_uc001eln.3_Missense_Mutation_p.E47K|PDE4DIP_uc001elo.2_Missense_Mutation_p.E118K|PDE4DIP_uc001emh.2_Missense_Mutation_p.E118K|uc001emj.2_IntronNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5GGGACCTTTTCACCACTTCTC0.433

+ 14 1889NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_5'Flank|NBPF10_uc010oyl.1_5'Flank|NBPF10_uc010oyj.1_5'FlankNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0TACTTTTCCACGCTCAGCAGG0.453 rs61816394

+ 11 1769VPS45_uc010pbp.1_RNA|VPS45_uc010pbq.1_Missense_Mutation_p.S363N|VPS45_uc010pbs.1_Missense_Mutation_p.S294N|VPS45_uc001etq.2_Missense_Mutation_p.S219N|VPS45_uc009wlm.1_Missense_Mutation_p.S375NNM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2GAGCGACACAGCAGCAATAGC0.443

+ 8 877PSMD4_uc001exn.2_Missense_Mutation_p.R275HNM_002810 NP_002801 P55036 PSMD4_HUMAN 0GAGTTTGGCCGCACTGGGCTT0.547

+ 2 247 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0TGGGGGTGGCGGCTGCTGCCT0.687

+ 2 1046 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5AATCGAGATTTCCTCCCCGTG0.632

+ 9 1007DCST1_uc010per.1_Missense_Mutation_p.R329H|DCST1_uc010pes.1_Missense_Mutation_p.R279HNM_152494 NP_689707 Q5T197 DCST1_HUMANExtracellular (Potential). 2GTTTGGTGCCGCAATCGCATC0.592

- 19 3609NTRK1_uc001fqf.1_Missense_Mutation_p.R28Q|NTRK1_uc009wsi.1_5'UTRNM_014215 NP_055030 P14616 INSRR_HUMANCytoplasmic (Potential).|Protein kinase. 20ATGCAGTTGCGGGCTGCTAGA0.512

- 6 1103FCRL3_uc001fqx.3_RNA|FCRL3_uc001fqy.3_RNA|FCRL3_uc001fqz.3_Missense_Mutation_p.K271Q|FCRL3_uc009wsn.2_Intron|FCRL3_uc009wso.2_RNA|FCRL3_uc001fra.2_5'UTR|FCRL3_uc001frc.1_Missense_Mutation_p.K271QNM_052939 NP_443171 Q96P31 FCRL3_HUMANExtracellular (Potential). 4AGGCTCCTTTTTTTGATGCTG0.547

+ 12 2169ATP1A4_uc001fvf.3_RNA|ATP1A4_uc001fvg.2_Missense_Mutation_p.F67INM_144699 NP_653300 Q13733 AT1A4_HUMANCytoplasmic (Potential). 4AGGCTTCTGCTTCTTGAATCT0.468

- 6 1046CD244_uc001fxa.2_Missense_Mutation_p.P285S|CD244_uc009wtp.2_RNA|CD244_uc009wtr.2_Missense_Mutation_p.P193SNM_016382 NP_057466 Q9BZW8 CD244_HUMANCytoplasmic (Potential). 1CCCCCTCCAGGAAAAGTCTGC0.502

- 12 2250ARHGAP30_uc001fxk.2_Missense_Mutation_p.G635E|ARHGAP30_uc001fxm.2_Missense_Mutation_p.G481E|ARHGAP30_uc009wtx.2_Missense_Mutation_p.G308E|ARHGAP30_uc001fxn.1_Missense_Mutation_p.G481ENM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3TGCTGCCTCTCCCTCCAGACT0.587

+ 3 651NOS1AP_uc010pkr.1_Missense_Mutation_p.K88N|NOS1AP_uc010pks.1_RNA|NOS1AP_uc001gbw.2_Missense_Mutation_p.K88NNM_014697 NP_055512 O75052 CAPON_HUMAN PID. 3TGAAGAAGAAGAAAAAGGTAA0.448

- 2 220C1orf110_uc009wux.1_Missense_Mutation_p.D15ENM_178550 NP_848645 Q86UF4 CA110_HUMAN Potential. 0TCCTCTCCAAATCAAAATGCT0.433

+ 6 977MPZL1_uc001gep.2_3'UTR|MPZL1_uc001geq.2_Missense_Mutation_p.E109K|MPZL1_uc009wvh.2_RNANM_003953 NP_003944 O95297 MPZL1_HUMANCytoplasmic (Potential). 2TAACAAGTCAGAGTCTGTGGT0.443

+ 9 1572FMO1_uc010pme.1_Missense_Mutation_p.G416E|FMO1_uc001ghl.2_Missense_Mutation_p.G479E|FMO1_uc001ghm.2_Missense_Mutation_p.G479E|FMO1_uc001ghn.2_3'UTRNM_002021 NP_002012 Q01740 FMO1_HUMAN 1ACTGGCCCAGGAAAATGGGAA0.507

- 22 3130SLC9A11_uc009wwe.2_Missense_Mutation_p.G461RNM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2AAGTAGATTCCTTGTGGCATT0.303

+ 8 1565FAM5B_uc001glg.2_Nonsense_Mutation_p.W313*NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6TCCTACTGGTGGAACCGAATC0.512

+ 7 477C1orf49_uc001glu.1_Missense_Mutation_p.E122V|C1orf49_uc001glv.1_RNA|C1orf49_uc001glw.1_Missense_Mutation_p.E130VNM_032126 NP_115502 Q5T0J7 CA049_HUMAN 0GCACCAAAGGAGCAGCAGGAA0.557

+ 2 495 NM_014864 NP_055679 O75063 XYLK_HUMANLumenal (Potential). 3GGAGATTGCAGCCCAGTGGGT0.582

+ 16 1712C1orf125_uc009wxg.2_Intron|C1orf125_uc001gmn.1_Missense_Mutation_p.E317K|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.E529KNM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0GAAAAAAGAAGAGTTTACTGG0.368

+ 71 11181 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 35. 23GTGCCCCCACCTGTAATTACT0.413

+ 11 1793 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6 atgaatgccagaactaaaaat 0.249

+ 2 205 CFHR2_uc001gtr.1_IntronNM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 1. 3AAGCCATTTTCCCAAGTTCCT0.348

+ 8 1276 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 6. 2TATTTTGTAGAAAAAAGGGAA0.348

+ 12 4160CRB1_uc010poz.1_Missense_Mutation_p.S1318F|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.S1230F|CRB1_uc010ppb.1_Missense_Mutation_p.S806F|CRB1_uc010ppd.1_Missense_Mutation_p.S823FNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential). 9GACTTGATCTCCGACATTTTC0.428

- 53 10838 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 19.|Extracellular (Potential). 26GCTGAGTCCTCGCCCATAGCT0.443

+ 7 694SPATA17_uc009xdr.1_RNA|SPATA17_uc001hli.2_Missense_Mutation_p.A223VNM_138796 NP_620151 Q96L03 SPT17_HUMAN 1TGTACAAGCGCCCGTTCTTTT0.408

+ 5 1575TGFB2_uc001hln.2_Missense_Mutation_p.Y336H|TGFB2_uc010pue.1_RNA|TGFB2_uc001hlo.2_RNANM_003238 NP_003229 P61812 TGFB2_HUMAN 0GGATGCGGCCTATTGCTTTAG0.448



+ 1 48uc001hlp.2_5'Flank|LYPLAL1_uc001hlr.3_Missense_Mutation_p.A3T|LYPLAL1_uc001hls.3_5'UTR|LYPLAL1_uc001hlt.3_5'UTR|LYPLAL1_uc009xds.2_Missense_Mutation_p.A3TNM_138794 NP_620149 Q5VWZ2 LYPL1_HUMAN 0AGCGATGGCGGCTGCGTCGGG0.662

- 6 395NVL_uc001hol.2_Missense_Mutation_p.H12Y|NVL_uc010pvd.1_Intron|NVL_uc010pve.1_Intron|NVL_uc010pvf.1_RNANM_002533 NP_002524 O15381 NVL_HUMAN 2CTGTTCATGTGATTTGCTGAC0.353

- 12 2614NID1_uc009xgd.2_Intron|NID1_uc009xgc.2_5'UTRNM_002508 NP_002499 P14543 NID1_HUMANEGF-like 5; calcium-binding (Potential). 2GGCACGCAACGGAAGCCGTCT0.572

- 9 1304LOC100130331_uc010pyc.1_IntronNM_021186 NP_067009 Q12836 ZP4_HUMANZP.|Extracellular (Potential). 3TACCGGTCCCCTGAGGGCCTG0.532

- 2 653OPN3_uc001hzb.2_RNA|OPN3_uc001hzc.2_IntronNM_014322 NP_055137 Q9H1Y3 OPN3_HUMANHelical; Name=4; (Potential). 0AGAGGTGCTCCTGCCCACGCC0.537

+ 3 893CNST_uc001ibo.3_Missense_Mutation_p.S172FNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GTTCTGCAGTCTCTGTTTTCA0.453

- 32 6364AHCTF1_uc001ibv.1_Missense_Mutation_p.F2128L|AHCTF1_uc009xgs.1_Missense_Mutation_p.F980L|AHCTF1_uc001ibw.1_RNANM_015446 NP_056261 Q8WYP5 ELYS_HUMANNecessary for nuclear localization (By similarity). 7ACGCTGGAGAAAATAAAGGCT0.433

+ 1 943 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANCytoplasmic (Potential). 3ACAAAGCCACAAGGACTAGGA0.488

+ 15 6938C10orf18_uc001iik.2_Missense_Mutation_p.R949WNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2GAAGGAATCTCGGAATGATAT0.338

+ 2 232CDNF_uc001inb.1_5'Flank|CDNF_uc010qbv.1_5'Flank|CDNF_uc001inc.1_5'Flank|HSPA14_uc001ind.2_5'UTR|HSPA14_uc001ine.2_Missense_Mutation_p.G31S|HSPA14_uc010qbw.1_Missense_Mutation_p.G31SNM_016299 NP_057383 Q0VDF9 HSP7E_HUMAN 5AAATGATGCCGGTGACCGAGT0.403

- 8 2208 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANCytoplasmic (Potential). 4ATCATTACTTCCGTTCCTTCC0.532

+ 7 767 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ACATCTGCAGGAACACCTGAT0.348

+ 2 279uc001jbk.1_Intron|uc001jbl.2_Intron|TMEM72_uc009xmm.1_IntronNM_001123376 NP_001116848 A0PK05 TMM72_HUMANHelical; (Potential). 0GTTGATCGGCGTGGGCACTGA0.547

- 8 2011PARG_uc001jih.2_Missense_Mutation_p.A584T|PARG_uc001jig.2_Missense_Mutation_p.A170T|PARG_uc010qgv.1_Intron|PARG_uc009xoi.2_Intron|PARG_uc010qgw.1_Missense_Mutation_p.A475T|PARG_uc009xoj.2_Missense_Mutation_p.A135T|PARG_uc010qgx.1_Missense_Mutation_p.A502TNM_003631 NP_003622 Q86W56 PARG_HUMAN 2TGAGCTTCTGCTTCTTCAAGT0.318

+ 15 1949PRKG1_uc001jjo.2_Missense_Mutation_p.K600N|PRKG1_uc009xow.1_Missense_Mutation_p.K303N|uc001jjq.1_IntronNM_001098512 NP_001091982 Q13976 KGP1_HUMANProtein kinase. 6AGATTGCCAAAAATGCTGCTA0.313

+ 18 2460BICC1_uc001jkj.1_Missense_Mutation_p.N461KNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4GAGACCGAAATGGAATTGGAC0.458

+ 3 772MYPN_uc001jnl.1_Missense_Mutation_p.S196N|MYPN_uc001jnn.3_Intron|MYPN_uc001jno.3_Missense_Mutation_p.S196N|MYPN_uc001jnp.1_Missense_Mutation_p.S196N|MYPN_uc009xps.2_Missense_Mutation_p.S196N|MYPN_uc009xpt.2_Missense_Mutation_p.S196N|MYPN_uc010qit.1_5'UTR|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMANInteraction with CARP. 5CAGGAAAACAGCTCCAGTTTC0.448

- 1 534 NM_003956 NP_003947 O95992 CH25H_HUMAN 0CATATACTGCGTTGCCAGCGC0.582

- 4 649CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.K115T|CYP2C8_uc010qob.1_Missense_Mutation_p.K99T|CYP2C8_uc010qoc.1_Missense_Mutation_p.K83T|CYP2C8_uc010qod.1_Missense_Mutation_p.K99TNM_000770 NP_000761 P10632 CP2C8_HUMAN 0ATCAAATCGTTTCTGGAAAAC0.388

- 27 3026 NM_003061 NP_003052 O75093 SLIT1_HUMAN 4GAGATCACACTTGGCCTGGAC0.542

+ 14 2260SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krx.2_Intron|MRPL43_uc001kry.1_Intron|MRPL43_uc010qpu.1_Intron|MRPL43_uc001krz.1_Intron|MRPL43_uc001ksa.1_Intron|MRPL43_uc001ksb.1_IntronNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANExtracellular (Potential).|Ig-like C2-type. 1GCTGGTTACAGATGCACAGCC0.627

- 6 1917DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_Missense_Mutation_p.L57R|POLL_uc001kte.1_Missense_Mutation_p.L76R|POLL_uc001kth.1_Missense_Mutation_p.L109R|POLL_uc001kti.1_Missense_Mutation_p.L384R|POLL_uc001ktj.1_Missense_Mutation_p.L384R|POLL_uc001ktf.2_Missense_Mutation_p.L292R|POLL_uc001ktk.1_Missense_Mutation_p.L123R|POLL_uc010qqa.1_Missense_Mutation_p.L123R|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.L384R|POLL_uc001ktl.2_Missense_Mutation_p.L296R|POLL_uc010qqc.1_Missense_Mutation_p.L76RNM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0CATACGTTCCAGGAAGTCACT0.572

- 4 429 NM_006993 NP_008924 O75607 NPM3_HUMAN 0ATCTGGTGCCGCCCAGTGATC0.617

+ 5 486NFKB2_uc001kva.2_Missense_Mutation_p.R74Q|NFKB2_uc010qqk.1_Missense_Mutation_p.R74Q|NFKB2_uc001kvd.2_Missense_Mutation_p.R74Q|NFKB2_uc009xxc.2_Missense_Mutation_p.R74QNM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3GAGAAGGGCCGAAAGACCTAT0.597

+ 25 3838 NM_014976 NP_055791 Q14690 RRP5_HUMAN S1 motif 11. 7CGTCTCCTTCCCCTTTGGGAA0.557

- 7 1399FGFR2_uc010qtg.1_Intron|FGFR2_uc010qth.1_Missense_Mutation_p.R136Q|FGFR2_uc010qti.1_Missense_Mutation_p.R162Q|FGFR2_uc010qtj.1_Missense_Mutation_p.R251Q|FGFR2_uc010qtl.1_Missense_Mutation_p.R251Q|FGFR2_uc010qtm.1_Missense_Mutation_p.R136Q|FGFR2_uc001lfl.3_Missense_Mutation_p.R251Q|FGFR2_uc001lfm.2_Missense_Mutation_p.R162Q|FGFR2_uc001lfn.3_RNA|FGFR2_uc010qtn.1_Missense_Mutation_p.R270Q|FGFR2_uc010qto.1_Missense_Mutation_p.R155Q|FGFR2_uc001lfo.1_Missense_Mutation_p.R270Q|FGFR2_uc010qtp.1_Missense_Mutation_p.R270Q|FGFR2_uc001lfg.3_5'FlankNM_000141 NP_000132 P21802 FGFR2_HUMANExtracellular (Potential).p.R251Q(1) 96GTGAGGCGATCGCTCTGGTGG0.562

+ 4 4130TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.S1257F|TACC2_uc010qtv.1_Missense_Mutation_p.S1257FNM_206862 NP_996744 O95359 TACC2_HUMAN 10AAAGCTGTTTCCTCTGCAGAC0.592

+ 8 1393 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0CCTGATACCCCAGCAGAAGCG0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0GCCCACACCGGCGCGTGGGGA0.786

+ 14 1916 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1GTGGTCGACAGACCTGCAGTC0.687

+ 44 14641 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFC 1. 2CCTCGCCACGGAGGTCAACCC0.622

+ 39 4906MUC5B_uc009yct.1_Missense_Mutation_p.F935V|MUC5B_uc001ltb.2_Missense_Mutation_p.F938V|MUC5B_uc001lta.2_Missense_Mutation_p.F603VNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 3. 0CCACGGGACCTTCCGCATCGT0.652

+ 48 9914MUC5B_uc001ltb.2_Missense_Mutation_p.G2628ENM_017511 NP_059981 Q9HC84 MUC5B_HUMAN7 X Cys-rich subdomain repeats.|11 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0TCCAGCCCAGGGACGGCACGC0.642

- 1 543HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANExtracellular (Potential). 3ATATGAAAATGAAAAAAGACG0.398

+ 1 742HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004754 NP_001004754 Q9H344 O51I2_HUMANHelical; Name=6; (Potential). 4TATCCTGGCTGTACTTGCATT0.493

- 1 519 NM_153444 NP_703145 Q8WZ92 OR5P2_HUMANExtracellular (Potential). 5AATCACAGAAAAAATGATTGA0.383

+ 6 689PARVA_uc010rck.1_Nonsense_Mutation_p.Q161*NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN 3TGTTTCCATCCAAGTGGTTGT0.498

+ 8 1496TCP11L1_uc009yju.2_Missense_Mutation_p.D181N|TCP11L1_uc010rei.1_Missense_Mutation_p.D366N|TCP11L1_uc001mue.2_Missense_Mutation_p.D366N|TCP11L1_uc001muf.1_RNANM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0CAGCCAGGCCGACTTTGCTGA0.527 rs149395795

+ 10 1835EXT2_uc010rfo.1_Missense_Mutation_p.L529F|EXT2_uc001mxy.2_Missense_Mutation_p.L514F|EXT2_uc009ykt.2_Missense_Mutation_p.L511F|EXT2_uc001mya.2_Missense_Mutation_p.L534FNM_207122 NP_997005 Q93063 EXT2_HUMANLumenal (Potential). 5TCCAGATTCTCTCTGGCCCAA0.383

- 5 854AMBRA1_uc010rgt.1_5'Flank|AMBRA1_uc009ylc.1_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncu.1_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncv.2_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncw.2_Nonsense_Mutation_p.W165*|AMBRA1_uc001ncx.2_Nonsense_Mutation_p.W165*NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 3. 3CCGTCGACTCCAGTCCCAGAA0.567

- 4 650AMBRA1_uc009ylc.1_Missense_Mutation_p.T97I|AMBRA1_uc001ncu.1_Missense_Mutation_p.T97I|AMBRA1_uc001ncv.2_Missense_Mutation_p.T97I|AMBRA1_uc001ncw.2_Missense_Mutation_p.T97I|AMBRA1_uc001ncx.2_Missense_Mutation_p.T97INM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 2. 3ACACCATGGAGTACGGCGGTG0.478

- 9 861_862 NM_004308 NP_004299 Q07960 RHG01_HUMAN Rho-GAP. 1GCAACAGTCTCCCTGAGTACAA0.653

+ 7 674 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN 3ACCTCCATTGGAGCAGTGTGT0.607

+ 6 941DDB2_uc001nec.2_Intron|DDB2_uc009yli.1_Missense_Mutation_p.A185V|DDB2_uc001ned.2_Intron|DDB2_uc001nee.2_Intron|DDB2_uc001nef.2_Intron|DDB2_uc001neg.2_Missense_Mutation_p.A108V|DDB2_uc001neh.2_RNANM_000107 NP_000098 Q92466 DDB2_HUMAN WD 3. 3ACGCATGTGGCCCTGAACCCA0.542

+ 2 199SPRYD5_uc010riq.1_5'FlankNM_032681 NP_116070 Q9BSJ1 SPRY5_HUMAN RING-type. 0AGCTTTTGCCGGCCCTGTTTG0.512

- 1 52 NM_001004743 NP_001004743 Q8NGP3 OR5M9_HUMANExtracellular (Potential). 4AGCTCCTGACGACAGGTCAGC0.428

- 1 188 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMANHelical; Name=2; (Potential).p.N63S(1) 3AAGAGACAGGTTACTGAGAAA0.468



+ 8 1093ZFP91_uc001nmy.3_Nonsense_Mutation_p.Q308*|ZFP91-CNTF_uc010rkm.1_RNANM_053023 NP_444251 Q96JP5 ZFP91_HUMAN 1GCCTCCAATCCAGTATGTCCG0.408

- 5 806 VWCE_uc001nrb.2_RNANM_152718 NP_689931 Q96DN2 VWCE_HUMANEGF-like 2; calcium-binding (Potential). 1GCAGCTGTGGCGGTCGGCAGA0.458

+ 8 815 ACTN3_uc010rpi.1_RNANM_001104 NP_001095 Q08043 ACTN3_HUMAN 0TTTGCCGGGGCTGAGCAGGTA0.597

- 17 3820 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4GCCTTTTCCCGAATCTTGTCG0.557

+ 14 4730 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0CCTCCTCCGTCGCTGAGGAGT0.726

+ 5 1272 NM_153614 NP_705842 P59910 DJB13_HUMAN 0TACTCCTCCACCATCAAGGAC0.527

+ 1 216 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN 3GGTCTGTCTGGGCTGGTTGGC0.502

- 6 1178PDGFD_uc001php.2_Missense_Mutation_p.R263HNM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2GCAACTGTAACGCTTGGCATC0.458

+ 17 3150GRIA4_uc001piw.2_3'UTR|GRIA4_uc009yxl.1_RNANM_000829 NP_000820 P48058 GRIA4_HUMANCytoplasmic (Potential). 8ATCGGACCTACCATAAAAACC0.493

+ 2 86 NM_000040 NP_000031 P02656 APOC3_HUMAN 0CCTCCTGGCGCTCCTGGCCTC0.647

- 12 2600_2601 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 8CAGTTTAGCTCCTTCGCATGGC0.639

+ 4 733RIMKLB_uc009zgf.1_RNA|RIMKLB_uc001qux.2_Missense_Mutation_p.R161Q|RIMKLB_uc010sgl.1_Missense_Mutation_p.R161Q|RIMKLB_uc001quw.2_Missense_Mutation_p.R161QNM_020734 NP_065785 Q9ULI2 RIMKB_HUMANATP-grasp.|ATP (By similarity). 0AAGAATACGCGGGGTCACAGA0.363

+ 1 114 NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3GGCTCAGCTCCTTCTAGGAAT0.507

- 13 3619 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12GTCTACGTGCTCCCAGTGGGG0.582

+ 21 2437_2438LRMP_uc010sja.1_Missense_Mutation_p.D468V|LRMP_uc010sjb.1_Missense_Mutation_p.D415V|LRMP_uc001rgi.2_RNA|LRMP_uc010sjc.1_Missense_Mutation_p.D468V|LRMP_uc010sjd.1_Missense_Mutation_p.D415VNM_006152 NP_006143 Q12912 LRMP_HUMANLumenal (Potential). 2AAGTCTGTGGATGCCGCTCCCA0.495

- 12 963_964uc001rsw.2_Intron|PRKAG1_uc010smd.1_Nonsense_Mutation_p.R267*|PRKAG1_uc001rsx.2_Nonsense_Mutation_p.R215*|PRKAG1_uc001rsz.2_Nonsense_Mutation_p.R308*|PRKAG1_uc009zlb.2_Nonsense_Mutation_p.R111*NM_002733 NP_002724 P54619 AAKG1_HUMAN CBS 4. 1ACTACAAGTCGGTGAACCTGGC0.54

- 5 1439 NM_002272 NP_002263 B4DRS2 B4DRS2_HUMAN 6GCAATCTCCTCGTACTGGGCA0.592

+ 6 979KRT18_uc009zmn.1_Nonsense_Mutation_p.Q304*|KRT18_uc001sbf.1_Nonsense_Mutation_p.Q131*|KRT18_uc001sbg.2_Nonsense_Mutation_p.Q304*|KRT18_uc009zmo.2_Nonsense_Mutation_p.Q304*|KRT8_uc009zml.1_5'Flank|KRT8_uc009zmm.1_5'FlankNM_199187 NP_954657 P05783 K1C18_HUMANInteraction with DNAJB6.|Coil 2.|Rod.|Necessary for interaction with PNN.1ACGTACAGTCCAGTCCTTGGA0.572

+ 8 1153AMHR2_uc009zmy.1_Missense_Mutation_p.P359SNM_020547 NP_065434 Q16671 AMHR2_HUMANCytoplasmic (Potential).|Protein kinase. 2CTTGGTGCTCCCTGGCCTCAC0.577

- 2 232KIAA0748_uc001sgl.3_5'Flank|KIAA0748_uc001sgm.3_5'Flank|KIAA0748_uc010spb.1_5'Flank|KIAA0748_uc010spc.1_5'Flank|KIAA0748_uc010spd.1_Missense_Mutation_p.P41Q|KIAA0748_uc001sgo.3_RNANM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2CTCAGGATCTGGGACATCCTG0.597

+ 1 539 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANExtracellular (Potential). 1GACTATTTTCCCCTCTTACAA0.403

+ 7 1064CDK2_uc001siu.3_Missense_Mutation_p.S242L|CDK2_uc010spy.1_Missense_Mutation_p.S216L|RAB5B_uc001siv.2_5'Flank|RAB5B_uc001siw.2_5'Flank|RAB5B_uc009zog.2_5'Flank|RAB5B_uc010spz.1_5'FlankNM_001798 NP_001789 P24941 CDK2_HUMANProtein kinase. 2AAGCGGATTTCGGCCAAGGCA0.522

+ 8 1102IKZF4_uc010sqa.1_Missense_Mutation_p.R268C|IKZF4_uc001sjc.1_Missense_Mutation_p.R315C|IKZF4_uc001sjd.1_Missense_Mutation_p.R213C|IKZF4_uc009zoi.1_Missense_Mutation_p.R270C|IKZF4_uc001sje.1_Missense_Mutation_p.R274CNM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN 1TTTCATCGATCGTCTGGCCAA0.512

- 9 1236TMEM194A_uc001smx.2_Missense_Mutation_p.T324M|TMEM194A_uc010sra.1_Missense_Mutation_p.T138MNM_001130963 NP_001124435 O14524 T194A_HUMAN 0TTCATTTGGCGTGAGGTGGGA0.433

- 7 828STAT6_uc009zpf.2_Missense_Mutation_p.A193T|STAT6_uc001sna.2_Missense_Mutation_p.A193T|STAT6_uc010srb.1_Missense_Mutation_p.A83T|STAT6_uc010src.1_Missense_Mutation_p.A83T|STAT6_uc010srd.1_Missense_Mutation_p.A83T|STAT6_uc009zpg.2_Missense_Mutation_p.A242TNM_003153 NP_003144 P42226 STAT6_HUMAN 4AGGGCTTTGGCTGCCTCTAGC0.632

+ 6 1531_1532SLC16A7_uc001sqt.2_Missense_Mutation_p.G411E|SLC16A7_uc001squ.2_Missense_Mutation_p.G411E|SLC16A7_uc009zqi.2_Missense_Mutation_p.G312E|SLC16A7_uc010ssi.1_Missense_Mutation_p.G312ENM_004731 NP_004722 O60669 MOT2_HUMANHelical; (Potential). 1ATGTCCTGTGGGGCTATTGTGG0.391

- 2 290 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0GCTGATTTCTCTATCTGGCGA0.328

+ 6 1126CPSF6_uc001suu.3_Missense_Mutation_p.P376L|CPSF6_uc010stk.1_5'UTRNM_007007 NP_008938 Q16630 CPSF6_HUMAN Pro-rich. 0ACACTAGCTCCTCCTCCGCAT0.627

- 2 1403 NM_005447 NP_005438 O75901 RASF9_HUMAN 1 TTCATATTCTTTTGCTTTCAT0.398

- 3 1396 LUM_uc001tbn.2_RNA NM_002345 NP_002336 P51884 LUM_HUMAN 2TTAATTAAGAGTGACTTCGTT0.353

+ 8 840MYO1H_uc010sxn.1_Missense_Mutation_p.D998N Q8N1T3 MYO1H_HUMAN 0AATAGTTTTCGACACTGGACT0.368

+ 14 1843TCTN1_uc001trp.3_Missense_Mutation_p.P565S|TCTN1_uc001trn.3_Missense_Mutation_p.P584S|TCTN1_uc001trk.3_RNA|HVCN1_uc001trq.1_IntronNM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0TGCCAGGCTGCCCTTTAACTT0.512

+ 8 2023SH2B3_uc010syf.1_Missense_Mutation_p.E556K|SH2B3_uc001tsf.2_Missense_Mutation_p.E557K|SH2B3_uc010syg.1_Missense_Mutation_p.E354KNM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN 1CTCGGACTACGAAATGGACTC0.592

- 17 1995RASAL1_uc010syp.1_Nonsense_Mutation_p.R569*|RASAL1_uc001tul.2_Nonsense_Mutation_p.R568*|RASAL1_uc001tun.1_Nonsense_Mutation_p.R570*|RASAL1_uc010syq.1_Nonsense_Mutation_p.R569*|RASAL1_uc001tuo.3_Nonsense_Mutation_p.R569*NM_004658 NP_004649 O95294 RASL1_HUMAN PH. 4TAGCCTTCTCGAACAATGGCC0.637 rs61740514

- 17 3495 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GGGGATGTAAAGCCCGACATC0.463

+ 2 397SNRNP35_uc010tar.1_Missense_Mutation_p.Y99C|SNRNP35_uc009zxz.2_Missense_Mutation_p.Y99C|SNRNP35_uc001ufc.1_IntronNM_022717 NP_073208 Q16560 U1SBP_HUMAN RRM. 0TCAAAGGGCTACGCCTTCATC0.507

+ 19 3024DNAH10_uc010tav.1_Nonsense_Mutation_p.W542*|DNAH10_uc010taw.1_Nonsense_Mutation_p.W485*NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6CGACCTCTCTGGAAATTGGAC0.383

+ 9 3108TMEM132B_uc001uhf.1_Missense_Mutation_p.P546SNM_052907 NP_443139 Q14DG7 T132B_HUMANCytoplasmic (Potential). 19CACCATCCTCCCAGAGGACGG0.478

+ 10 1193PIWIL1_uc001uij.1_Missense_Mutation_p.R368KNM_004764 NP_004755 Q96J94 PIWL1_HUMAN PAZ. 2CAGCCCAAGAGAAGGCGGGGC0.547

- 19 3298 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11AACACTCTTCTTCTGTTTCCA0.308

- 1 1204NBEA_uc001uvb.2_Intron|NBEA_uc010abi.2_Intron|NBEA_uc010tee.1_Intron|NBEA_uc010tef.1_5'Flank|NBEA_uc010teg.1_5'FlankNM_005584 NP_005575 Q13394 MB211_HUMAN 2GGCCAAGGAGTGGCACTCCTT0.642

- 8 819ALG5_uc010teq.1_Missense_Mutation_p.S221L|ALG5_uc010ter.1_RNANM_013338 NP_037470 Q9Y673 ALG5_HUMANLumenal (Potential). 0GTGTAGAGATGAAAACGTCCG0.448

- 14 4304ZC3H13_uc001vaq.2_Missense_Mutation_p.S17F|ZC3H13_uc001vas.1_Missense_Mutation_p.S1433FNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2AGTTCTCTCGGATTTATTTGT0.408

+ 1 2386 NR_003268 0GATTATTTTCCACCAAGGGAT0.517

- 6 2191KLHL1_uc010thm.1_Missense_Mutation_p.G405ENM_020866 NP_065917 Q9NR64 KLHL1_HUMAN Kelch 1. 0GTTATCCATTCCTCCTACAGC0.343

- 8 2044DACH1_uc010tho.1_Missense_Mutation_p.S393P|DACH1_uc010thp.1_Missense_Mutation_p.S339PNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1CCAGTTAGAGAGAGTTTGTCA0.443

- 10 2772ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Missense_Mutation_p.S57L|ACIN1_uc001wiq.3_Missense_Mutation_p.S57L|ACIN1_uc001wir.3_Missense_Mutation_p.S88L|ACIN1_uc001wis.3_Missense_Mutation_p.S497L|ACIN1_uc010akg.2_Missense_Mutation_p.S815LNM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4TTTGGGCAGCGAGCTCTGTAT0.458



- 21 2403 NM_000257 NP_000248 P12883 MYH7_HUMANActin-binding.|Myosin head-like. 4CAGCCCGGCCTTGAAGAACAC0.592

- 2 369C14orf21_uc001wol.1_5'Flank|DHRS1_uc001wok.2_Missense_Mutation_p.V34INM_138452 NP_612461 Q96LJ7 DHRS1_HUMAN 0GTGATGTAAACTGTGGCGCCT0.592

- 18 3003BAZ1A_uc001wsl.2_Missense_Mutation_p.R780INM_013448 NP_038476 Q9NRL2 BAZ1A_HUMANInteraction with SMARCA5. 7CCAGTATCGTCTATACATGCG0.418

- 4 2006 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0TAAAAAAAAGCTAAATGTCTT0.358

+ 5 861PRPF39_uc001wvy.3_Missense_Mutation_p.R110C|PRPF39_uc010and.2_Missense_Mutation_p.R21CNM_017922 NP_060392 Q86UA1 PRP39_HUMAN HAT 4. 2 TATATATGATCGTATTCTTGG0.388

- 8 1045FBXO34_uc001xbv.2_Intron|KIAA0831_uc001xbw.1_Missense_Mutation_p.E224KNM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0CTTAGATTTTCGCCACAAAAT0.289

- 2 803SLC8A3_uc001xlw.2_Missense_Mutation_p.G17R|SLC8A3_uc001xlx.2_Missense_Mutation_p.G17R|SLC8A3_uc001xlz.2_Missense_Mutation_p.G17R|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMAN 7GTAACCAGCCCAAAATGGAGG0.542

- 19 2103CATSPERB_uc010aub.1_Missense_Mutation_p.E177KNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5ACAGTCTTCTCTATATCTGTA0.403

+ 11 909SLC24A4_uc001yai.2_Missense_Mutation_p.M248I|SLC24A4_uc010twm.1_Missense_Mutation_p.M293I|SLC24A4_uc001yaj.2_Missense_Mutation_p.M276I|SLC24A4_uc010auj.2_Missense_Mutation_p.M184I|SLC24A4_uc010twn.1_Missense_Mutation_p.M68I|SLC24A4_uc001yan.2_Missense_Mutation_p.M6INM_153646 NP_705932 Q8NFF2 NCKX4_HUMANExtracellular (Potential). 3ACGAGATTATGAGCTCCAGCC0.532

- 1 412_413WDR20_uc001yky.1_5'Flank|WDR20_uc001yla.2_5'Flank|WDR20_uc001ykz.2_5'Flank|WDR20_uc001ylb.2_5'Flank|WDR20_uc010txu.1_5'Flank|WDR20_uc001ylc.2_5'Flank|WDR20_uc001yld.2_5'Flank|WDR20_uc001yle.2_5'Flank|WDR20_uc001ylf.2_5'FlankNM_001017963 NP_001017963 P07900 HS90A_HUMAN 7ACTCTGGGCGGGACAGTCCCTG0.698

+ 8 2008ZNF839_uc010awk.1_Missense_Mutation_p.G669E|ZNF839_uc001ylp.2_RNA|ZNF839_uc001ylq.1_Intron|ZNF839_uc001ylr.2_Missense_Mutation_p.G478E|ZNF839_uc001yls.2_Missense_Mutation_p.G170E|ZNF839_uc001ylt.2_Missense_Mutation_p.G143ENM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2GGTGGCAATGGGAGCGTGTTC0.542

- 32 4775 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11TCGCAGTTGAGGAGGTTGAGG0.602

+ 14 1404MTA1_uc001yqy.2_Intron|MTA1_uc001yrb.2_Missense_Mutation_p.S167FNM_004689 NP_004680 Q13330 MTA1_HUMANGATA-type; atypical. 2CAGTGGTATTCTTGGGGTCCC0.493

+ 1 851ARHGAP11A_uc010ubw.1_Intron|ARHGAP11A_uc001zgw.2_Splice_Site_p.G43_splice|ARHGAP11A_uc001zgx.2_Splice_Site_p.G43_splice|ARHGAP11A_uc010ubx.1_IntronNM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN 6GGAAATAGGGGTAAGTTCTGT0.463

- 3 1602GPR176_uc010uck.1_Missense_Mutation_p.R186WNM_007223 NP_009154 Q14439 GP176_HUMANCytoplasmic (Potential). 6TGTGGGGTCCGGAGCGCTGCT0.577

- 6 1064 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1CACGCTTCTCGATCTTCTCTG0.418

+ 3 493 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0TAGGATTTTTCGGGATTGTCA0.343 rs139119504

- 10 1178HDC_uc001zxy.2_Missense_Mutation_p.R101C|HDC_uc010uff.1_IntronNM_002112 NP_002103 P19113 DCHS_HUMAN 6TTAACAGAGCGAAACCGTCGG0.547

- 25 3830TRPM7_uc010bew.1_Missense_Mutation_p.F1189SNM_017672 NP_060142 Q96QT4 TRPM7_HUMANCytoplasmic (Potential). 10CCCAGAATGAAATTTGTCATC0.333

- 10 1186MYO5C_uc010uga.1_RNA|MYO5C_uc010ugb.1_RNA|MYO5C_uc010ugc.1_Missense_Mutation_p.R250WNM_018728 NP_061198 Q9NQX4 MYO5C_HUMANMyosin head-like. 14ACTGTCATCCTCCTTCAAAAA0.582

+ 2 738CGNL1_uc010bfw.2_Missense_Mutation_p.S221FNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11TTATGCAGCTCCGTGGTCATA0.542

- 7 1068BNIP2_uc002agi.3_5'Flank|BNIP2_uc010uhb.1_Missense_Mutation_p.D296ENM_004330 NP_004321 Q12982 BNIP2_HUMAN CRAL-TRIO. 1ATTACCTTCTATCAATTTGCT0.303

- 4 528NARG2_uc002ago.2_Intron|NARG2_uc010bgk.2_Missense_Mutation_p.S98F|NARG2_uc002agr.1_Missense_Mutation_p.S98FNM_024611 NP_078887 Q659A1 NARG2_HUMAN 2TGAGAAACGAGAGAAACGAGG0.398

+ 7 585SNX22_uc002amz.1_3'UTR|SNX22_uc002ana.1_3'UTR|SNX22_uc002anb.1_RNANM_024798 NP_079074 Q96L94 SNX22_HUMAN 0CATCAGCCCAGATAAAGCCCA0.577

- 2 189 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GGCCTTGGTCCCCACCATCTT0.552

+ 2 1475 NM_005576 NP_005567 Q08397 LOXL1_HUMANLysyl-oxidase like. 0AACTATGTGCAAGCATCCACT0.572

+ 2 1012ISLR_uc002axh.1_Missense_Mutation_p.G244SNM_005545 NP_005536 O14498 ISLR_HUMAN Ig-like. 4CAGCCAGGATGGTGCCGAGCT0.652

+ 2 435 NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5GACCCAGAGGAGCCCCTGATC0.433

+ 6 948CCDC33_uc002axp.2_Missense_Mutation_p.L7HNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5CAGATCTTTCTCCGGGGAGTC0.582

+ 2 521ARID3B_uc002ayc.2_Missense_Mutation_p.V107A|ARID3B_uc002ayd.2_Missense_Mutation_p.V107ANM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0GATGATGAAGTTGCAGAGGTG0.517

- 4 562CIB2_uc002bdc.1_Missense_Mutation_p.D38N|CIB2_uc010ums.1_Missense_Mutation_p.D81NNM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0CCCTCACCATCCTCGGAAAAC0.532

+ 4 1973ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6CAGGTGAAAAAGGCTGCCCCA0.572

+ 10 1242AGBL1_uc002bma.1_Missense_Mutation_p.P119S|AGBL1_uc002bmb.1_Missense_Mutation_p.P82SNM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0CAAAAAAAATCCTGGAGTGAA0.478

- 7 956 NM_000326 NP_000317 P12271 RLBP1_HUMAN CRAL-TRIO. 1TGATTTGAGTTTCCTCATTCT0.468

- 4 490C15orf38_uc002bot.1_RNA|C15orf38_uc002bou.2_Missense_Mutation_p.T112MNM_182616 NP_872422 P59780 AP3S2_HUMAN 0CGCCTCGGGCGTGAGCCTGTC0.632

+ 7 1670SLCO3A1_uc002bqy.2_Missense_Mutation_p.G490D|SLCO3A1_uc010boc.1_RNA|SLCO3A1_uc002bqz.1_Missense_Mutation_p.G432DNM_013272 NP_037404 Q9UIG8 SO3A1_HUMANExtracellular (Potential).|Kazal-like. 1GGGGCAGATGGCATCACCTAC0.463

- 7 2054AXIN1_uc002cgq.1_Missense_Mutation_p.A626VNM_003502 NP_003493 O15169 AXIN1_HUMANInteraction with RNF111.|Interaction with PPP2CA. 2GTTCTTCTCCGCATCCTCCGA0.617

- 3 299UNKL_uc002clq.2_Missense_Mutation_p.C97WNM_001037125 NP_001032202 Q9H9P5 UNKL_HUMAN C3H1-type 1. 0GCAGGTAGGGACACCTGGGGA0.607

+ 4 682MAPK8IP3_uc002cmi.1_Missense_Mutation_p.G188R|MAPK8IP3_uc002cmj.1_RNA|MAPK8IP3_uc002cml.2_Missense_Mutation_p.G188R|MAPK8IP3_uc010uvl.1_Missense_Mutation_p.G188RNM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3GCAGCAGGTCGGAGGAAACAG0.393

- 27 9714PKD1_uc002cot.1_Missense_Mutation_p.R3169W|PKD1_uc010bse.1_RNANM_001009944 NP_001009944 P98161 PKD1_HUMANPLAT.|Cytoplasmic (Potential). 3GTGGCGATCCGGAAGATGTCC0.657

- 4 581C16orf79_uc002cpi.1_Missense_Mutation_p.R135LNM_182563 NP_872369 Q6PL45 CP079_HUMAN BRICHOS. 1CAGGGTCTCCCGATCACTGTC0.692

- 2 353ZSCAN10_uc002cty.1_5'UTR|ZSCAN10_uc002ctw.1_Intron|ZSCAN10_uc002ctx.1_Missense_Mutation_p.R17CNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1ACGTCTGCACGGGGACAACTC0.562

- 15 3134CREBBP_uc002cvw.2_Missense_Mutation_p.S939LNM_004380 NP_004371 Q92793 CBP_HUMAN 127GCTGGCCACCGAGGAGGGGGT0.532

- 10 1198SEPT12_uc002cxr.2_Missense_Mutation_p.D307N|SEPT12_uc010bty.2_RNANM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1TCATCAGAATCGTCATGGGCC0.662

+ 8 799_800CIITA_uc002daj.3_Missense_Mutation_p.P224S|CIITA_uc002dak.3_Missense_Mutation_p.P174S|CIITA_uc002dag.2_Missense_Mutation_p.P223S|CIITA_uc002dah.2_Missense_Mutation_p.P175S|CIITA_uc010bup.1_Missense_Mutation_p.P223SNM_000246 NP_000237 P33076 C2TA_HUMAN 1GCCTGAATCTCCCTGAGGGACC0.515

+ 10 1143MKL2_uc002dcg.2_Missense_Mutation_p.L330I|MKL2_uc002dch.2_Missense_Mutation_p.L319I|MKL2_uc010uzb.1_Missense_Mutation_p.L279INM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5CGCCCGCCTGCTCCAGCAGCA0.527

+ 29 4325ABCC1_uc010bvj.2_Missense_Mutation_p.L1325F|ABCC1_uc010bvk.2_Missense_Mutation_p.L1328F|ABCC1_uc010bvl.2_Missense_Mutation_p.L1384F|ABCC1_uc010bvm.2_Missense_Mutation_p.L1269F|ABCC1_uc002del.3_Missense_Mutation_p.L1278FNM_004996 NP_004987 P33527 MRP1_HUMANABC transporter 2.|Cytoplasmic. 4TTCGGGTTCCCTCCGAATGAA0.552



- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16 ccgccgccgctgcTCAGCCGA0.627

- 19 2803 NM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18TTGAACTTATCGATCTTGATC0.488

+ 4 2011 NM_006539 NP_006530 O60359 CCG3_HUMAN 0CTCCCGGGACCCCTCAAAGAT0.567

+ 2 1372 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2ATCGATGCTTCCTGGAGTGCC0.542

+ 2 1001uc010vct.1_Intron|APOB48R_uc010byg.1_5'UTRNM_018690 NP_061160 Q0VD83 APOBR_HUMAN Glu-rich. 0GGCCGGGACAGCCTCGGGAGG0.716

- 2 390CD2BP2_uc002dxs.2_Missense_Mutation_p.S46FNM_006110 NP_006101 O95400 CD2B2_HUMAN 1GCTATCCAAAGAGTGTTTGCC0.522

+ 3 499FBXL19_uc002dzz.1_5'UTR|FBXL19_uc002eaa.1_Missense_Mutation_p.C56YNM_001099784 NP_001093254 Q6PCT2 FXL19_HUMAN PHD-type. 4CTCATGGAGTGTACAATCTGC0.607

+ 4 749PYDC1_uc002ebo.2_5'FlankNM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0GGCCGTGGGGGAGCAGCTGGG0.667

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATACTGGAGAGAGA0.453

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4ACTACACATCGGAGAAGTCAT0.433 rs146914846

+ 2 105 NM_002990 NP_002981 O00626 CCL22_HUMAN 0CGCCAACATGGAAGACAGCGT0.642

- 29 3000CNGB1_uc010cdh.2_Missense_Mutation_p.R973CNM_001297 NP_001288 Q14028 CNGB1_HUMANHelical; Name=H6; (Potential).|cAMP (By similarity). 4ACAACAGAGCGAAGCCTCTTC0.562

+ 10 2799 NM_002428 NP_002419 P51511 MMP15_HUMANExtracellular (Potential).p.G609R(1) 3AACAAGGACGGGGGCAGCCGC0.701

- 1 525ACD_uc002etp.3_Missense_Mutation_p.P63L|ACD_uc002etr.3_Missense_Mutation_p.P63L|ACD_uc010vjt.1_Missense_Mutation_p.P53L|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1GCCTTTCCTCGGAAGAGGAAG0.741

- 62 10515 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TCAAACACGAGGCCTCGGCTC0.562

- 3 645RFWD3_uc010cgq.2_Nonsense_Mutation_p.Q183*NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3CTGCTCACCTGAAAGTAAGCA0.413

+ 6 897CNTNAP4_uc002fev.1_Missense_Mutation_p.R83Q|CNTNAP4_uc010chb.1_Missense_Mutation_p.R146Q|CNTNAP4_uc002fex.1_Missense_Mutation_p.R174Q|CNTNAP4_uc002few.2_Missense_Mutation_p.R146QNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|F5/8 type C. 2ATTGGAATGCGAATCGAAGTG0.408

+ 11 1818CNTNAP4_uc002fev.1_Missense_Mutation_p.P342L|CNTNAP4_uc010chb.1_Missense_Mutation_p.P405L|CNTNAP4_uc002fex.1_Missense_Mutation_p.P481L|CNTNAP4_uc002few.2_Missense_Mutation_p.P453LNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|Laminin G-like 2. 2TCTGCTGCTCCTCTGCTGGGG0.478

- 2 579 NM_003791 NP_003782 Q14703 MBTP1_HUMAN 2AGATTTCTTTTCCAGTCTGTC0.453

+ 12 1170ATP2C2_uc010chj.2_Missense_Mutation_p.V361M|ATP2C2_uc002fhy.2_Missense_Mutation_p.V378M|ATP2C2_uc002fhz.2_Missense_Mutation_p.V210MNM_014861 NP_055676 O75185 AT2C2_HUMANExtracellular (Potential). 2GCGGGTCATCGTGAAGAAGTT0.582

- 6 1001 NM_002558 NP_002549 P51575 P2RX1_HUMANExtracellular (Potential). 2CTTGATGAAAAGAGTGAAGTT0.622

- 3 515VMO1_uc010vsh.1_3'UTR|VMO1_uc010vsi.1_3'UTR|VMO1_uc002fyy.2_3'UTRNM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1TCTGAACAGCGGAAGCGCACG0.657

- 5 979DHX33_uc002gbz.2_Missense_Mutation_p.P97L|DHX33_uc002gcb.2_Missense_Mutation_p.P153L|DHX33_uc010clf.2_Silent_p.S139SNM_020162 NP_064547 Q9H6R0 DHX33_HUMANHelicase C-terminal. 2GGCGTACAGAGGAAGGACCAG0.607

+ 9 1391DNAH2_uc002git.2_Splice_Site_p.K541_splice|DNAH2_uc010vuk.1_Splice_Site_p.K459_spliceNM_020877 NP_065928 Q9P225 DYH2_HUMAN 13CACCGGTGCAGGTTCCGTGCC0.592

+ 8 1249CHD3_uc002gjd.2_Missense_Mutation_p.G426R|CHD3_uc002gjf.2_Missense_Mutation_p.G367R|CHD3_uc002gjg.1_Missense_Mutation_p.G195RNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1TGCAGTGGCCGGGGAGGAGGA0.438

+ 24 3931CHD3_uc002gjd.2_Missense_Mutation_p.A1320T|CHD3_uc002gjf.2_Missense_Mutation_p.A1261T|CHD3_uc002gjh.2_5'UTR|SCARNA21_uc002gji.1_5'FlankNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1TGAGGCCATCGCTCGGCTGTT0.512

- 39 5741 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6CTCAGCCTGCCTCTTGTAAGA0.587

+ 27 5721DNAH9_uc010coo.2_Missense_Mutation_p.R1179CNM_001372 NP_001363 Q9NYC9 DYH9_HUMANAAA 1 (By similarity). 20GGACCTGGGCCGCGCACTGGG0.627

- 9 2166TRIM16_uc002gor.1_Intron|TRIM16_uc002gow.2_Missense_Mutation_p.S321P|TRIM16_uc002goy.2_Missense_Mutation_p.S407PNM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3TCCTTCTTGGAAAGCCAGAAG0.512

- 5 542TOM1L2_uc002gry.3_Nonsense_Mutation_p.R79*|TOM1L2_uc010vwy.1_Nonsense_Mutation_p.R129*|TOM1L2_uc010cpr.2_Intron|TOM1L2_uc010vwz.1_Intron|TOM1L2_uc010vxa.1_Intron|TOM1L2_uc010vxb.1_Nonsense_Mutation_p.R79*NM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN VHS. 0GGACTGCTTCGAAAGGCATCA0.512

+ 13 1240_1241SLC47A1_uc002gvx.2_Missense_Mutation_p.S385F|SLC47A1_uc010vyz.1_Missense_Mutation_p.S362F|SLC47A1_uc010cqp.1_Intron|SLC47A1_uc010cqq.1_Missense_Mutation_p.S190F|SLC47A1_uc010vza.1_Missense_Mutation_p.S97F|SLC47A1_uc010vzb.1_Missense_Mutation_p.S119F|SLC47A1_uc010vzc.1_Missense_Mutation_p.S57FNM_018242 NP_060712 Q96FL8 S47A1_HUMANHelical; (Potential). 0TATGCTGTTTCCCACCTCTTTG0.431

+ 3 1063 NM_021012 NP_066292 Q14500 IRK12_HUMANExtracellular (By similarity). 4GGGCCGGGGCCGCACACCCTG0.652

+ 3 1304 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4AGCCACAACGCCGTGGTGGCC0.612

- 6 941PIGS_uc002hbn.2_Missense_Mutation_p.A182S|PIGS_uc010wap.1_Missense_Mutation_p.A129SNM_033198 NP_149975 Q96S52 PIGS_HUMANLumenal (Potential). 4ATGGCCTGGGCCACCTGGACT0.587

- 21 3315ALDOC_uc002hbp.2_5'Flank|ALDOC_uc010cro.2_5'FlankNM_006461 NP_006452 Q96R06 SPAG5_HUMAN Potential. 1GAGCGGGTAAGGTGGGTCACC0.542

- 2 277SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.G28E|SEZ6_uc002hdq.1_5'UTR|SEZ6_uc010crz.1_Missense_Mutation_p.G28ENM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2TTGTCCTTTCCCCACGGTTGG0.582

- 10 814UTP6_uc002hgq.2_Missense_Mutation_p.S60L|UTP6_uc010cst.2_Missense_Mutation_p.S93L|UTP6_uc010wbw.1_Missense_Mutation_p.S244LNM_018428 NP_060898 Q9NYH9 UTP6_HUMAN 1CTGTGCAATCGAAAGCAGTGA0.333 rs146623373

- 10 1686MMP28_uc002hjw.1_RNA|MMP28_uc002hjz.1_RNANM_024302 NP_077278 Q9H239 MMP28_HUMANHemopexin-like 4. 1GAAGATGATGGAGCCATCGGG0.677

- 20 2875MYO19_uc002hmw.2_Intron|MYO19_uc010cuu.2_RNANM_001163735 NP_001157207 Q96H55 MYO19_HUMANMyosin head-like. 1AAAGGTCTGCGCCTGGCCCTG0.587

+ 7 1368CASC3_uc010cws.1_Missense_Mutation_p.S358F|CASC3_uc002hue.2_Missense_Mutation_p.S358FNM_007359 NP_031385 O15234 CASC3_HUMAN 1GAGCAGACTTCTGTGAGGGAT0.572

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].|19.0 gtctgcagcagctggacacac 0.129

+ 1 235_236 NM_031961 NP_114167 Q9BYQ4 KRA92_HUMAN17 X 5 AA repeats of C-C-[RQVSGE]-[SPTQ]- [TASP].|9.1CCAGCTGCTGCCAGCCTTCCTG0.644

- 1 115 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0CAGGCCGGGGGCAGCTCTTGA0.612

+ 1 450LOC90586_uc002ibx.2_5'FlankNR_002773 0GCCTCCCAAGGCTGCAGCCCT0.657

+ 3 312DHX8_uc010wif.1_5'UTR|DHX8_uc010wig.1_Missense_Mutation_p.S80FNM_004941 NP_004932 Q14562 DHX8_HUMAN 4TCAAAGGATTCTCTTATTAGT0.433

- 2 639 NM_025237 NP_079513 Q9BQB4 SOST_HUMAN 0CTCCGGGCGCGGGGCCGCGGC0.552

+ 5 811MYCBPAP_uc002iqx.2_Missense_Mutation_p.E217K|MYCBPAP_uc002iqz.2_RNANM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6CATCTCTGCTGAAGGAGAGTC0.522



+ 6 657 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN Potential. 2TGTCAGCCTGGAAAGCCGAGC0.468

- 1 520TRIM25_uc010dcj.2_5'UTRNM_005082 NP_005073 Q14258 TRI25_HUMAN 3CATTTGCGGCGCAACAGGTCG0.632

- 20 4470BZRAP1_uc010dcs.2_Missense_Mutation_p.P1140L|BZRAP1_uc010wnt.1_Missense_Mutation_p.P1200LNM_004758 NP_004749 O95153 RIMB1_HUMAN 3GCTGGAGGCCGGACAGGCCTC0.677 rs142431736

+ 3 735PPM1E_uc010ddd.2_IntronNM_014906 NP_055721 Q8WY54 PPM1E_HUMAN 5AAATTGGCCCGTTCTGTCTTC0.468

+ 6 504BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Missense_Mutation_p.P132L|BCAS3_uc002iyw.3_Missense_Mutation_p.P128LNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5TTGCCTGCTCCACAGTTTGGT0.413

- 10 785TBC1D3P2_uc010woz.1_RNA|uc010wpb.1_5'Flank 0TTTGGGCTGTGAAATCCTGAG0.572

- 11 1291 NM_001433 NP_001424 O75460 ERN1_HUMANLumenal (Potential). 9CTCTGAATCAGCAGGAATCAC0.393

+ 11 4553BPTF_uc002jge.2_Nonsense_Mutation_p.R1624*NM_182641 NP_872579 Q12830 BPTF_HUMAN 4AGGTAACTACCGAGATAGCCT0.423

- 13 1959ABCA8_uc002jhq.2_Missense_Mutation_p.D594N|ABCA8_uc010wqq.1_Missense_Mutation_p.D594N|ABCA8_uc010wqr.1_Missense_Mutation_p.D533N|ABCA8_uc002jhr.2_Missense_Mutation_p.D594NNM_007168 NP_009099 O94911 ABCA8_HUMANABC transporter 1. 3ACCTCTTTATCCACTTCTTGT0.333

- 30 4441ABCA10_uc010wqs.1_Missense_Mutation_p.P180S|ABCA10_uc010wqt.1_RNANM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4TCCAAGTTTGGAGCAGTGAGT0.423

- 2 994USH1G_uc010wro.1_Missense_Mutation_p.P168SNM_173477 NP_775748 Q495M9 USH1G_HUMAN 2TCCCGGAGCGGGGCTCGGCCC0.706

- 7 1224_1225PRPSAP1_uc010wtb.1_Missense_Mutation_p.P157LNM_002766 NP_002757 Q14558 KPRA_HUMAN 1CATCTTACATGGCAACTCCAGG0.347

+ 3 924 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3TGCCCTCAAGGACGCCCACCC0.597

+ 4 3302 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21CTTCGGGCTTCGTGACTACTA0.507

+ 10 1951RPTOR_uc010wuf.1_Nonsense_Mutation_p.W197*|RPTOR_uc010wug.1_Nonsense_Mutation_p.W382*NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6GGCAAGCCTGGGACCTGGCTG0.612

- 11 1022L3MBTL4_uc010dkt.2_Missense_Mutation_p.F288I|L3MBTL4_uc002kmy.3_Missense_Mutation_p.F126INM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 3. 3ACCATTTTAAAAACTTTGGCA0.323

+ 14 1612ARHGAP28_uc002knc.2_Splice_Site_p.M583_splice|ARHGAP28_uc002knd.2_Splice_Site_p.M476_splice|ARHGAP28_uc002kne.2_Splice_Site_p.M476_splice|ARHGAP28_uc002knf.2_Splice_Site_p.M467_spliceB4DXL2 B4DXL2_HUMAN 1AAGACGAATGGTAAGAAAAAT0.284

- 58 8363LAMA1_uc002knk.2_Missense_Mutation_p.H87Y|LAMA1_uc002knl.2_Missense_Mutation_p.H210Y|LAMA1_uc010wzj.1_Missense_Mutation_p.H2233YNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 4. 21TGGTTCTGATGAGCCATGTAG0.552

+ 3 748PTPRM_uc010dkv.2_Missense_Mutation_p.A82VNM_002845 NP_002836 P28827 PTPRM_HUMANMAM.|Extracellular (Potential). 6GGGCAGAGAGCCCACCTGCTC0.458

- 9 1299DSC3_uc002kwi.3_Missense_Mutation_p.D382NNM_001941 NP_001932 Q14574 DSC3_HUMANCadherin 3.|Extracellular (Potential). 4 TTAATTAAATCCTTATCTTCT0.308

- 8 1452DSC2_uc002kwk.3_Missense_Mutation_p.F333YNM_024422 NP_077740 Q02487 DSC2_HUMANExtracellular (Potential).|Cadherin 2. 3CTGTAGACCAAAATACTGACC0.313

+ 8 1077 NM_001942 NP_001933 Q02413 DSG1_HUMANExtracellular (Potential).|Cadherin 3. 7AAATTTGCTCGAGATTAGAGT0.328

+ 12 1937DSG4_uc002kwr.2_Missense_Mutation_p.A601VNM_177986 NP_817123 Q86SJ6 DSG4_HUMANExtracellular (Potential).p.A601V(1) 8TCTGGTGCCGCGGGCATCTAC0.507

+ 14 2281 uc002kwv.3_Intron NM_001943 NP_001934 Q14126 DSG2_HUMANCytoplasmic (Potential). 9ACGATGAAAGGAAGTAGCTCT0.512

+ 11 1436ASXL3_uc002kxq.2_Missense_Mutation_p.S168GNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GGTAGAGACTAGTATCTGTGA0.393

+ 11 1914ASXL3_uc002kxq.2_Missense_Mutation_p.G327ENM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3AGCCCAGAGGGAGCCTGTACC0.483

- 1 1111KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lco.2_Intron|KATNAL2_uc002lcp.3_IntronNM_145653 NP_663628 Q8NG57 ELOA3_HUMAN 0TGCCTGGGAGGTCATGGCCTC0.617

- 27 3827MYO5B_uc002lea.2_Missense_Mutation_p.A321VNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5TGGTGGTTCCGCCTGCATGGA0.498

+ 13 2601DCC_uc010xdr.1_Missense_Mutation_p.E520K|DCC_uc010dpf.1_Missense_Mutation_p.E327KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17GGGTGAGATGGAAACACTGGA0.428

- 8 1009FECH_uc002lgp.3_Nonsense_Mutation_p.R304*|FECH_uc002lgr.3_Nonsense_Mutation_p.R156*NM_000140 NP_000131 P22830 HEMH_HUMAN 1CACACCAGTCGGTAGGGGTTG0.493

+ 16 2225 NM_194449 NP_919431 O60346 PHLP1_HUMAN PP2C-like. 0AGCCCTGTCGGTGAATAACTT0.537

+ 7 1010 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN 3TCACATCACTCGTCAGAACAG0.438

+ 21 2439ATP9B_uc002lmw.1_Nonsense_Mutation_p.R809*|ATP9B_uc002lmz.1_Nonsense_Mutation_p.R503*|ATP9B_uc002lna.2_5'UTR|ATP9B_uc002lnb.1_5'FlankNM_198531 NP_940933 O43861 ATP9B_HUMANCytoplasmic (Potential). 3GAATGCATTTCGAAGGAAGCA0.473 rs147932692

+ 13 1834ABCA7_uc010dsb.1_Missense_Mutation_p.P397SNM_019112 NP_061985 Q8IZY2 ABCA7_HUMANExtracellular (By similarity). 9GATGCCCTATCCGTGCTATGT0.697

+ 27 4496DOT1L_uc002lvc.1_Missense_Mutation_p.S781FNM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4AACCTCGGCTCCGTGGCCGGC0.726

- 3 259JSRP1_uc002lvj.1_Missense_Mutation_p.T75INM_144616 NP_653217 Q96MG2 JSPR1_HUMANMediates interaction with CACNA1S (By similarity). 1CGTTCCTGGGGTCCCCCTGGC0.612

+ 4 1262ZNF57_uc010xha.1_Missense_Mutation_p.A340TNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 8. 3ATGTGGGAAAGCCTTCACTTG0.443

+ 4 1322ZNF57_uc010xha.1_Missense_Mutation_p.Y360HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGAGCAGCTCTATAAATGTGA0.438

+ 4 1490ZNF57_uc010xha.1_Missense_Mutation_p.H416YNM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 11. 3AGAGCAGCTCCATAAATGTGA0.443

- 16 1764TLE2_uc010xhb.1_Splice_Site_p.N168_splice|TLE2_uc010dth.2_Splice_Site_p.N502_splice|TLE2_uc010xhc.1_Splice_Site_p.N379_splice|TLE2_uc010dti.2_Splice_Site_p.N515_spliceNM_003260 NP_003251 Q04725 TLE2_HUMAN 0TGTCTCGGTTCTGGGGTCGGG0.617

- 3 1937PLIN4_uc010dub.1_5'FlankNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|17. 0TGTACCTGTCGCGATATTTTG0.572

- 9 1050 NM_000064 NP_000055 P01024 CO3_HUMAN 5TGCAAGATGACGGTGGCAGAC0.612

+ 14 1733EMR1_uc010dvc.2_Missense_Mutation_p.F565L|EMR1_uc010dvb.2_Missense_Mutation_p.F513L|EMR1_uc010xji.1_Missense_Mutation_p.F424L|EMR1_uc010xjj.1_Missense_Mutation_p.F388LNM_001974 NP_001965 Q14246 EMR1_HUMANGPS.|Extracellular (Potential).|Ser/Thr-rich. 5GGACATCCTTTGGCTGTGTGA0.443

- 40 39365_39366MUC16_uc010dwi.2_5'Flank|MUC16_uc010dwj.2_5'Flank|MUC16_uc010xki.1_IntronNM_024690 NP_078966 Q8WXI7 MUC16_HUMAN 57GGCCGACACTGGAGTTCTTGAA0.515

- 3 28000 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GTTGATGTGAGAACATTTGTA0.468

- 3 19028 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ATTTTGAGGTGAACGAGTCAC0.488

- 3 15362 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGAAATCAGGGAAGGTGTGGT0.478



- 10 1817ZNF560_uc010dwr.1_Missense_Mutation_p.R430QNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6TGTGTGAGTTCGCATGTGAAT0.408

- 6 1212ZNF561_uc010dwu.2_Missense_Mutation_p.P267L|ZNF561_uc010xkr.1_Missense_Mutation_p.P200LNM_152289 NP_689502 Q8N587 ZN561_HUMAN 1ACATTCATAGGGTTTTATTCC0.418

- 29 2307 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10AGCCCCACATCGCCCTTGAAG0.627

- 1 204CDC37_uc010dxf.1_5'UTR|CDC37_uc002mog.1_Missense_Mutation_p.R30C|CDC37_uc002moh.2_Missense_Mutation_p.R30CNM_007065 NP_008996 Q16543 CDC37_HUMAN 0TGCCGCCAGCGGAAGAGACTG0.632

- 2 613KEAP1_uc002mor.1_Missense_Mutation_p.L153FNM_012289 NP_036421 Q14145 KEAP1_HUMAN 17ATGACGTGGAGGACACACTTC0.582

+ 4 539LPPR2_uc002mrf.1_Nonsense_Mutation_p.R43*|LPPR2_uc010dxy.1_5'FlankNM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1GGCTGCCAGCCGAGTGCCTCC0.627

- 6 1455 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 1. 0TATGGGCAGTGGAACATCTCG0.692

+ 4 719 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 2. 0TCAAGTGTTCGAAGACACATG0.393

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

+ 4 1710ZNF844_uc010dym.1_Missense_Mutation_p.K366ENM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGAAAGGACTCAC0.413

+ 5 1472ANKLE1_uc010xpm.1_Intron|ANKLE1_uc010eao.1_Intron|ANKLE1_uc010xpn.1_Intron|ANKLE1_uc002nfy.2_Intron|ANKLE1_uc002nfz.2_Missense_Mutation_p.P105LNM_152363 NP_689576 Q8NAG6 ANKL1_HUMAN LEM. 0CAGATTGCTCCTGGTTAGTCT0.572

- 11 1540 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3TACCTCTCCTCGTCCTTGGGT0.667

+ 7 1236ARRDC2_uc002nhu.2_Missense_Mutation_p.P360SNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1TCCGCAGGACCCCGACATGAG0.632

+ 4 1046 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1GGAGAGAAGCCCTACGTTTGT0.373

- 4 1649ZNF626_uc002npc.1_Missense_Mutation_p.E424GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 12; degenerate. 1TATGATTCTCTCATGTGTAGT0.398 rs71332197

- 4 916ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7ACATTTGTAGGATTTCTCTCC0.358

- 4 1136ZNF681_uc002nrl.3_Missense_Mutation_p.H263Y|ZNF681_uc002nrj.3_Missense_Mutation_p.H263YNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 6; degenerate. 0TCTCCAGTATGAATTATCTTA0.388

+ 17 1926DPY19L3_uc002nth.1_Missense_Mutation_p.G584R|DPY19L3_uc002nti.1_RNA|DPY19L3_uc002ntj.1_Missense_Mutation_p.G6RNM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4GTTGCTGGCCGGAGTCAAGCT0.537

+ 6 946 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1GCTTATGCCAGCACTGGTCAG0.433 rs141281403

- 2 784LGI4_uc002nxy.1_5'UTR|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_Missense_Mutation_p.V64LNM_139284 NP_644813 Q8N135 LGI4_HUMAN LRR 1. 1AGCTGGGTGACTCCCGTCCTG0.607

+ 15 2322KIRREL2_uc002obz.3_Missense_Mutation_p.S614F|KIRREL2_uc002oca.3_Missense_Mutation_p.S564F|KIRREL2_uc002occ.3_Missense_Mutation_p.L651F|KIRREL2_uc002ocd.3_Missense_Mutation_p.L666F|APLP1_uc010xsz.1_5'Flank|APLP1_uc002oce.2_5'Flank|APLP1_uc002ocf.2_5'Flank|APLP1_uc002ocg.2_5'FlankNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANCytoplasmic (Potential).p.L704L(1) 3CCACCCGCGTCTCCAGACTCA0.562

+ 14 1768APLP1_uc010xsz.1_Missense_Mutation_p.E505K|APLP1_uc002ocf.2_Missense_Mutation_p.E545K|APLP1_uc002ocg.2_Missense_Mutation_p.E448K|APLP1_uc010xta.1_Missense_Mutation_p.E538KNM_005166 NP_005157 P51693 APLP1_HUMANExtracellular (Potential). 2GAACCCGCTGGAACAGTATGA0.338

+ 11 1232RYR1_uc002oiu.2_Missense_Mutation_p.L368INM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|MIR 5. 12GGCCCTGCGGCTCGGCGTGCT0.393

- 3 459LGALS4_uc010xuj.1_Missense_Mutation_p.G82ENM_006149 NP_006140 P56470 LEG4_HUMAN Galectin 1. 2GCCCCACTTCCCGCCCTGCAA0.582

- 8 657SIRT2_uc010egh.1_Missense_Mutation_p.R116C|SIRT2_uc010egi.1_Missense_Mutation_p.R116C|SIRT2_uc002ojs.1_Missense_Mutation_p.R133C|SIRT2_uc002oju.1_Missense_Mutation_p.R116C|SIRT2_uc010egj.1_Missense_Mutation_p.R116C|SIRT2_uc002ojv.1_Missense_Mutation_p.R151CNM_012237 NP_036369 Q8IXJ6 SIRT2_HUMANDeacetylase sirtuin-type. 0TTCAGCAGGCGCATGAAGTAG0.582

+ 3 194 NM_013268 NP_037400 Q9UHV8 PP13_HUMAN Galectin. 1AGATATTGCCTTCCGTTTCCG0.512

- 7 3507PRX_uc002onq.2_Missense_Mutation_p.R941C|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2GGGCTGGCACGATCACCTTGA0.632

- 7 2893PRX_uc002onq.2_Missense_Mutation_p.K736T|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2CTTGCCCATTTTAGCGGCTGG0.627

+ 9 1159DMRTC2_uc002orr.1_3'UTR|DMRTC2_uc010xwe.1_Missense_Mutation_p.R410HNM_001040283 NP_001035373 Q8IXT2 DMRTD_HUMAN 0CATATTGGCCGTCTGGGGTCC0.572

- 3 1701uc010eif.1_Intron|LIPE_uc002ots.1_Missense_Mutation_p.T220MNM_005357 NP_005348 Q05469 LIPS_HUMAN 2GATGGCAGGCGTGAACTGTGG0.607 rs143861703

- 5 1174PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.N198S|PSG8_uc002ouh.2_Missense_Mutation_p.N359S|PSG8_uc010ein.2_Missense_Mutation_p.N237S|PSG8_uc002ouj.3_Missense_Mutation_p.N141S|PSG8_uc002ouk.3_Missense_Mutation_p.N198S|PSG8_uc002oul.3_Missense_Mutation_p.N359S|PSG8_uc002oum.3_Missense_Mutation_p.N266S|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.N266SNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 3. 0TGCCGGTGGGTTAGAGTCCGC0.463

- 2 191PSG11_uc002ouw.2_Nonsense_Mutation_p.W34*|PSG10_uc002ouv.1_Intron|PSG6_uc002ovi.2_Intron|PSG6_uc010xwk.1_Intron|PSG11_uc002ovk.1_Nonsense_Mutation_p.W34*|PSG11_uc002ovm.1_Nonsense_Mutation_p.W28*|PSG11_uc002ovn.1_Nonsense_Mutation_p.W34*|PSG11_uc002ovo.1_Intron|PSG11_uc002ovp.1_IntronQ00889 PSG6_HUMAN 2TAGGCAAGTTCCAGAAGTTTA0.483

- 2 496PSG4_uc002owa.2_RNA|PSG4_uc002owb.2_Nonsense_Mutation_p.G132*|PSG4_uc002ovz.2_Nonsense_Mutation_p.G132*NM_002780 NP_002771 Q00888 PSG4_HUMAN Ig-like V-type. 1GTTACTCCTCCAGTCCCATCG0.498

- 2 231 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANIg-like V-type.|Extracellular (Potential). 0GAGGGTCTGCCGGGCTGGGTT0.453

- 4 1867 NM_145056 NP_659493 Q96B18 DACT3_HUMAN 0GACTTTGGCGGGGCCTGCGGG0.622

+ 5 951 NM_031485 NP_113673 Q9BQ67 GRWD1_HUMAN WD 1. 1AAAGAACATCCACCTCTGGAC0.642

- 9 914 NM_001080434 NP_001073903 6GGTCAGGTCAGAGGTCAGCAG0.687

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

+ 8 1029PTOV1_uc002ppz.3_RNA|PTOV1_uc002pqb.3_Missense_Mutation_p.V255M|PTOV1_uc002pqa.2_RNA|PTOV1_uc002pqc.1_RNA|PTOV1_uc002pqd.2_RNA|PTOV1_uc002pqe.1_RNANM_017432 NP_059128 Q86YD1 PTOV1_HUMANInteraction with FLOT1. 0CCACGTCTACGTGAACCAGGG0.657

+ 5 2407ZNF473_uc002prm.2_Missense_Mutation_p.H724Y|ZNF473_uc010ybo.1_Missense_Mutation_p.H712YNM_001006656 NP_001006657 Q8WTR7 ZN473_HUMANC2H2-type 15. 2TCAGAGAATTCACTCAGGTGA0.512

- 22 3585SHANK1_uc002psw.1_Missense_Mutation_p.G573VNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN Poly-Gly. 2GCCGCCGCCTCCCGTGGGCTC0.473

+ 5 782 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0TGTTCCATTTTAGAAGAACTG0.393

- 5 2254ZNF836_uc010ydj.1_Missense_Mutation_p.N627INM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0TCTCTTATGATTTGAAAGGTT0.408

- 5 2235ZNF836_uc010ydj.1_Missense_Mutation_p.D621YNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0TTTCCACTGTCATTGAAGACC0.423

- 4 2233_2234ZNF28_uc002qac.2_Missense_Mutation_p.N652S|ZNF28_uc010eqe.2_Missense_Mutation_p.N651SNM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1GTATACAAGGTTTGACATCTGA0.406

- 5 411ZNF677_uc002qbg.1_Missense_Mutation_p.E76KNM_182609 NP_872415 Q86XU0 ZN677_HUMAN KRAB. 1 TGGTATAATTCCTCTTTATTA0.348

+ 4 1553ZNF845_uc010ydw.1_Missense_Mutation_p.T479INM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0TTCAGTCAGACATCATCCCTT0.378



+ 7 1834ZNF761_uc010ydy.1_Missense_Mutation_p.R405L|ZNF761_uc002qbt.1_Missense_Mutation_p.R405LNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1CATCGTAGACGTCATACTGGA0.393

+ 7 1848ZNF761_uc010ydy.1_Missense_Mutation_p.Q410K|ZNF761_uc002qbt.1_Missense_Mutation_p.Q410KNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1TACTGGAGAGCAACCTTACAA0.393 rs146851069

+ 1 73 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0AGAGGATCTTCGTAAAGGTAA0.507 rs148896232

- 4 1217NLRP7_uc002qig.3_Missense_Mutation_p.E381K|NLRP7_uc002qii.3_Missense_Mutation_p.E381K|NLRP7_uc010esk.2_Missense_Mutation_p.E381K|NLRP7_uc010esl.2_Missense_Mutation_p.E409KNM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3ACCGGGTCCTCCCCCTTCTCC0.687

+ 5 2459NLRP4_uc002qmf.2_Missense_Mutation_p.F604L|NLRP4_uc010etf.2_Missense_Mutation_p.F510LNM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15ACGTTTCCTTTTCTGGCCAGA0.428

+ 3 1043NLRP8_uc010etg.2_Missense_Mutation_p.M324INM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13GCAAAACGATGCTTCCAGAGG0.502

- 7 4528ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E1364K|PEG3_uc002qnv.2_Missense_Mutation_p.E1393K|PEG3_uc002qnw.2_Missense_Mutation_p.E1269K|PEG3_uc002qnx.2_Missense_Mutation_p.E1267K|PEG3_uc010etr.2_Missense_Mutation_p.E1393KNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12TCAGCAGCCTCTACGTTTAAG0.478

- 7 2577ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E713D|PEG3_uc002qnv.2_Missense_Mutation_p.E742D|PEG3_uc002qnw.2_Missense_Mutation_p.E618D|PEG3_uc002qnx.2_Missense_Mutation_p.E616D|PEG3_uc010etr.2_Missense_Mutation_p.E742DNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12CCTCATCACTTTCAAGAGGTC0.408

+ 5 1421ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.T395I|ZNF419_uc010etz.1_Missense_Mutation_p.T382I|ZNF419_uc010eua.1_Missense_Mutation_p.T381I|ZNF419_uc002qow.2_Missense_Mutation_p.T362I|ZNF419_uc010eub.1_Missense_Mutation_p.T349I|ZNF419_uc010euc.1_Missense_Mutation_p.T348INM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0AAAGTTCACACTGGAGAAAAG0.433

+ 5 1461ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.F408L|ZNF419_uc010etz.1_Missense_Mutation_p.F395L|ZNF419_uc010eua.1_Missense_Mutation_p.F394L|ZNF419_uc002qow.2_Missense_Mutation_p.F375L|ZNF419_uc010eub.1_Missense_Mutation_p.F362L|ZNF419_uc010euc.1_Missense_Mutation_p.F361LNM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0GTGGGAGATTCTTTAGAGAGA0.423

- 7 1679ZNF606_uc010yhp.1_Missense_Mutation_p.F264CNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2TGAGAAATAAAAGATATTCTC0.338

+ 3 1281TTC15_uc002qxn.1_Missense_Mutation_p.R359C|TTC15_uc010ewm.1_Missense_Mutation_p.R359CNM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4CTTGATGCTTCGCTTTCTGGG0.393

+ 22 4093GREB1_uc002rbp.1_Missense_Mutation_p.V263MNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1GCCCAAGCTCGTGTACGACAT0.672

+ 5 688UBXN2A_uc002rem.2_RNA|UBXN2A_uc002ren.2_Missense_Mutation_p.V74I|UBXN2A_uc010ykj.1_Missense_Mutation_p.V74INM_181713 NP_859064 P68543 UBX2A_HUMAN SEP. 0CGGATTCACCGTCAACGACGA0.323 rs13386425

+ 2 383AGBL5_uc002ric.2_Missense_Mutation_p.V56M|AGBL5_uc002rid.2_Missense_Mutation_p.V56M|AGBL5_uc002rif.2_RNANM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2TGAATTCAACGTGTGGACCCG0.527

+ 5 946FAM179A_uc010ymm.1_Missense_Mutation_p.G199RNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4GGACCTACCGGGGAGCATTCC0.622

- 9 1095CAPN13_uc002rnp.1_Missense_Mutation_p.K307QNM_144575 NP_653176 Q6MZZ7 CAN13_HUMANCalpain catalytic. 2TCTTCCCGTTTCTTATGTAGC0.443

- 29 2238MAP4K3_uc002rrp.2_Missense_Mutation_p.F695Y|MAP4K3_uc010yns.1_Missense_Mutation_p.F269YNM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8TGGTATAGGAAAATCTATGTG0.333

- 16 2591ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_3'UTR|ADD2_uc002sha.2_Missense_Mutation_p.F403Y|ADD2_uc002sgx.2_3'UTRNM_001617 NP_001608 P35612 ADDB_HUMANInteraction with calmodulin (Potential). 3GGGGGTTCGGAATTTCTTTTT0.527

- 3 472ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_Missense_Mutation_p.E3K|ADD2_uc002sha.2_Missense_Mutation_p.E3K|ADD2_uc002sgx.2_Missense_Mutation_p.E3K|ADD2_uc010fdt.1_Missense_Mutation_p.E3K|ADD2_uc002shc.1_Missense_Mutation_p.E3K|ADD2_uc002shd.1_Missense_Mutation_p.E3K|ADD2_uc010fdu.1_Missense_Mutation_p.E19KNM_001617 NP_001608 P35612 ADDB_HUMAN 3ACCGTCTCTTCGCTCATTTTC0.617

- 3 1245RAB11FIP5_uc002sit.3_Missense_Mutation_p.S257LNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0GACACAGAGCGAAGAGCGGGA0.622

+ 4 399REG3G_uc002snx.2_Missense_Mutation_p.G105E|REG3G_uc010ffu.2_IntronNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0ATCTGGATTGGGCTCCATGAC0.562

- 2 782TGOLN2_uc002soz.2_Missense_Mutation_p.P165T|TGOLN2_uc002spa.2_Intron|TGOLN2_uc002spb.2_Missense_Mutation_p.P165T|TGOLN2_uc002spc.1_Missense_Mutation_p.P165TNM_006464 NP_006455 O43493 TGON2_HUMANExtracellular (Potential).|8.|14 X 14 AA tandem repeats.0GACTTGCTAGGGCTGTCTTTT0.597

- 2 777TGOLN2_uc002soz.2_Missense_Mutation_p.D163G|TGOLN2_uc002spa.2_Intron|TGOLN2_uc002spb.2_Missense_Mutation_p.D163G|TGOLN2_uc002spc.1_Missense_Mutation_p.D163GNM_006464 NP_006455 O43493 TGON2_HUMANExtracellular (Potential).|8.|14 X 14 AA tandem repeats.0GCTAGGGCTGTCTTTTTGGGT0.592

- 1 292ELMOD3_uc010fgg.2_5'Flank|ELMOD3_uc002spf.3_5'Flank|ELMOD3_uc002spg.3_5'Flank|ELMOD3_uc002sph.3_5'Flank|ELMOD3_uc010ysn.1_5'Flank|ELMOD3_uc010yso.1_5'Flank|ELMOD3_uc010ysp.1_5'Flank|RETSAT_uc010ysm.1_Missense_Mutation_p.S34F|RETSAT_uc010fgf.2_Missense_Mutation_p.S34FNM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2GACATCTTCGGAGAAAGGATT0.597

+ 21 1829PTCD3_uc002sqx.1_Missense_Mutation_p.R178K|SNORD94_uc010fgr.1_5'FlankNM_017952 NP_060422 Q96EY7 PTCD3_HUMAN PPR 10. 1AGGGCTGGGAGAACTCAGGAA0.448

+ 6 705SMYD1_uc002ssq.1_Intron|SMYD1_uc002sss.2_5'UTRNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN SET. 4CTTCAGAATTGAGCTCCGGGC0.502

+ 5 534KCNIP3_uc002suq.2_Missense_Mutation_p.A114VNM_013434 NP_038462 Q9Y2W7 CSEN_HUMAN EF-hand 2. 3GCCTTTGATGCGGACGGGAAC0.622

- 14 2381_2382AFF3_uc002taf.2_Missense_Mutation_p.G741S|AFF3_uc010fiq.1_Missense_Mutation_p.G716S|AFF3_uc010yvr.1_Missense_Mutation_p.G869S|AFF3_uc002tah.1_Missense_Mutation_p.G741SNM_002285 NP_002276 P51826 AFF3_HUMAN 6GGACCACTGCCCCCGTTGGCAG0.624

+ 20 2874RGPD4_uc002tdu.2_Missense_Mutation_p.G118E|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2TCGGAACCAGGAAATCAAGAA0.408

+ 5 938SULT1C4_uc010ywr.1_RNA|SULT1C4_uc002teb.1_Missense_Mutation_p.A114TNM_006588 NP_006579 O75897 ST1C4_HUMAN 0ATGGTGGGAAGCCAAAGACAA0.463

- 12 1682EDAR_uc010fjn.2_Missense_Mutation_p.Q449H|EDAR_uc010yws.1_Missense_Mutation_p.Q449HNM_022336 NP_071731 Q9UNE0 EDAR_HUMANDeath.|Cytoplasmic (Potential). 1GCCGCTCAATCTGCACCAGTT0.572

+ 7 1670 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN 1CCAGGCAGTGGGAGTCTGAGC0.682

+ 4 993_994LIMS2_uc002tow.2_5'Flank|LIMS2_uc002tox.2_Intron|LIMS2_uc010fmb.2_Intron|LIMS2_uc002toy.2_Intron|LIMS2_uc010yzm.1_Intron|LIMS2_uc002tpa.2_Intron|LIMS2_uc002toz.2_Intron|LIMS2_uc002tpb.2_Intron|GPR17_uc002tpc.2_Nonsense_Mutation_p.G128*|GPR17_uc010yzo.1_Nonsense_Mutation_p.G100*|GPR17_uc002tpd.2_Nonsense_Mutation_p.G100*NM_001161415 NP_001154887 Q13304 GPR17_HUMANExtracellular (Potential). 0CTGGCCATTTGGGGAAATCGCA0.589

+ 12 1367UGGT1_uc010fme.1_Missense_Mutation_p.G272R|UGGT1_uc002tpr.2_Missense_Mutation_p.G373RNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1CTTCATCAATGGACTTCACAT0.328

+ 3 868THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Nonsense_Mutation_p.Q180*NM_001080427 NP_001073896 7CCTTTGCCTTCAAGATTCCTT0.443

+ 17 3445THSD7B_uc010zbj.1_IntronNM_001080427 NP_001073896 7CCTCCTGAATGAAAATTGCTT0.453

- 39 7123 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 21. 50AATTTATTTTCCTAAATATCG0.353

- 7 1985LRP1B_uc010fnl.1_IntronNM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50GAATTTCTTACCCTGCTATTG0.363

- 112 16168NEB_uc002txr.2_Missense_Mutation_p.A1749ENM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 145. 20GTCAGTGACTGCTCGGTGGTG0.383

+ 10 1355TANC1_uc010fol.1_Missense_Mutation_p.P255S|TANC1_uc010zcm.1_Missense_Mutation_p.P353S|TANC1_uc010fom.1_Missense_Mutation_p.P167SNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3ACGATTTGCTCCCTACAAGCC0.333

- 8 1347BAZ2B_uc002uap.2_Missense_Mutation_p.A330V|BAZ2B_uc002uas.1_Missense_Mutation_p.A269V|BAZ2B_uc002uau.1_Missense_Mutation_p.A330V|BAZ2B_uc002uaq.1_Missense_Mutation_p.A260V|BAZ2B_uc002uat.3_3'UTR|BAZ2B_uc010fop.1_Missense_Mutation_p.A330VNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4GGATTCAGACGCAAGAGGTAA0.448

+ 7 992SLC4A10_uc010fpa.1_Missense_Mutation_p.E282K|SLC4A10_uc010zcr.1_RNA|SLC4A10_uc002uby.3_Missense_Mutation_p.E270K|SLC4A10_uc010zcs.1_Missense_Mutation_p.E281KNM_022058 NP_071341 Q6U841 S4A10_HUMANCytoplasmic (Potential). 5AGCCTGTGTTGAAAATAAAAA0.373

- 16 1919DPP4_uc010fpb.2_Missense_Mutation_p.R129KNM_001935 NP_001926 P27487 DPP4_HUMANExtracellular (Potential). 3GTACTGACACCTTTCCGGATT0.458

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0CTACTTGTGCCGGCCGCGCCG0.592

- 253 54771uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E11878K|TTN_uc010zfi.1_Missense_Mutation_p.E11811K|TTN_uc010zfj.1_Missense_Mutation_p.E11686KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CAGTCACTTTCCCCACCTTCA0.398

- 27 4965TTN_uc010zfh.1_Missense_Mutation_p.G1535S|TTN_uc010zfi.1_Missense_Mutation_p.G1535S|TTN_uc010zfj.1_Missense_Mutation_p.G1535S|TTN_uc002unb.2_Missense_Mutation_p.G1581S|uc002unc.1_RNANM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGGGGTTACCCGTAGCTCTG0.378



+ 7 995DNAJC10_uc002uox.1_RNA|DNAJC10_uc002uoy.1_RNA|DNAJC10_uc002uoz.1_Nonsense_Mutation_p.R194*|DNAJC10_uc010fro.1_RNANM_018981 NP_061854 Q8IXB1 DJC10_HUMANThioredoxin 1. 4AATGCTTTGCCGAATGAAAGG0.378

- 5 708STAT4_uc002usn.1_Missense_Mutation_p.N152Y|STAT4_uc002uso.2_Missense_Mutation_p.N152YNM_003151 NP_003142 Q14765 STAT4_HUMAN 9TGCACACTGTTTTTAATGGCA0.408

- 17 2465ABCA12_uc002vev.2_Missense_Mutation_p.P431S|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11TTGCCTTTTGGCCTCTGGGAA0.383

+ 10 1828ANKZF1_uc010zkv.1_3'UTR|ANKZF1_uc010zkw.1_3'UTR|ANKZF1_uc002vkh.2_Missense_Mutation_p.R342C|ANKZF1_uc002vki.2_Missense_Mutation_p.R552C|ANKZF1_uc002vkj.1_3'UTRNM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN ANK 2. 2CTCAGTGGTTCGTCTGCTGCT0.542

+ 32 2737COL4A3_uc002von.1_Missense_Mutation_p.G859R|COL4A3_uc002voo.1_Missense_Mutation_p.G859R|COL4A3_uc002vop.1_Missense_Mutation_p.G859R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3TGGATCACCAGGAATTCCAGG0.483

+ 46 4279COL4A3_uc002von.1_Missense_Mutation_p.G1373R|COL4A3_uc002voo.1_Missense_Mutation_p.G1373R|COL4A3_uc002vop.1_Missense_Mutation_p.G1373R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3AGGGATGCAGGGAGAACCTGG0.542

- 12 5064SPHKAP_uc002vpp.2_Missense_Mutation_p.H1644Y|SPHKAP_uc010zlx.1_3'UTRNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10ACAACTGCATGGAAGATATCA0.483

- 4 812FBXO36_uc010fxi.1_Intron|SLC16A14_uc002vqe.2_Missense_Mutation_p.G150V|SLC16A14_uc002vqf.2_Missense_Mutation_p.G150VNM_152527 NP_689740 Q7RTX9 MOT14_HUMANExtracellular (Potential). 6GAAATACCTGCCCACCATGAC0.612

- 10 1429USP40_uc010zmt.1_Missense_Mutation_p.E121KNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3AATTGCTGTTCAATATCCTTT0.413

+ 4 335TRPM8_uc010fyj.2_5'UTR|TRPM8_uc002vvi.3_Missense_Mutation_p.P49S|TRPM8_uc002vvj.3_Missense_Mutation_p.P22SNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANCytoplasmic (Potential). 4CAAGGAATTTCCTACCGACGC0.468

+ 14 1790TRPM8_uc010fyj.2_Splice_Site_p.T272_spliceNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN 4CCCCTAAAAAGACCAGGGGCT0.358

+ 14 1857MLPH_uc002vws.2_Missense_Mutation_p.P401S|MLPH_uc002vwu.2_Missense_Mutation_p.P516S|MLPH_uc002vwv.2_Missense_Mutation_p.P424S|MLPH_uc002vww.2_Missense_Mutation_p.P440S|MLPH_uc002vwx.2_Missense_Mutation_p.P400S|MLPH_uc010fyu.2_Missense_Mutation_p.P296SNM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1AATGGCTGTGCCCTATCTTCT0.468

+ 17 2055TRAF3IP1_uc002vyf.2_Missense_Mutation_p.L580VNM_015650 NP_056465 Q8TDR0 MIPT3_HUMANPotential.|DISC1-interaction domain. 1CGTGGAGCCCTTAAAGGCTGA0.478

- 3 1535_1536THAP4_uc002wbs.2_Missense_Mutation_p.G26KNM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0GGTCCCGGCTCCAGGTGGGTCC0.594

- 2 432SIRPG_uc002wfn.1_Nonsense_Mutation_p.R123*|SIRPG_uc002wfo.1_Nonsense_Mutation_p.R123*NM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential).|Ig-like V-type. 1CTCCCTTTTCGAAACTTCACA0.498

+ 11 1746TGM6_uc010gal.1_Missense_Mutation_p.R562KNM_198994 NP_945345 O95932 TGM3L_HUMAN 4CCAGAGAAGAGAATCCCAATT0.448 rs148419172

+ 1 621BTBD3_uc002wny.2_Missense_Mutation_p.L27F|BTBD3_uc002woa.2_Missense_Mutation_p.L27F|BTBD3_uc010zrf.1_5'UTR|BTBD3_uc010zrg.1_5'Flank|BTBD3_uc010zrh.1_5'FlankNM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3CCAGCAGAATCTCAGTAACAA0.473

- 2 497 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1ACCTGAGGAAAGCTGATGCCC0.527

+ 1 58FRG1B_uc002wvm.1_Intron|FRG1B_uc010ztj.1_Intron|FRG1B_uc010gdr.1_Intron|FRG1B_uc010ztk.1_Intron 0CTGATTCCAGGTGAGCTTATG0.289 rs75468660

+ 2 78FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GAAATCTGGCTATGGAAAATA0.348

+ 12 3229ASXL1_uc010geb.2_Missense_Mutation_p.P826SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248GAAAGCTGCTCCCACCCCTCC0.542

+ 9 1675CBFA2T2_uc010zug.1_Missense_Mutation_p.R154C|CBFA2T2_uc002wze.1_Missense_Mutation_p.R371C|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.R351C|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN 2GGAATCAGATCGTGAAGAACT0.532

- 8 930CPNE1_uc002xdn.1_5'Flank|CPNE1_uc002xdo.1_5'Flank|CPNE1_uc002xdp.1_5'Flank|NFS1_uc002xdt.1_Missense_Mutation_p.R229Q|NFS1_uc002xdu.1_Missense_Mutation_p.R229Q|NFS1_uc002xdv.1_Intron|NFS1_uc010zvk.1_Missense_Mutation_p.R87Q|NFS1_uc010zvl.1_Missense_Mutation_p.R238QNM_021100 NP_066923 Q9Y697 NFS1_HUMAN 2CCGCATACCCCGCTCCTGCCC0.617

+ 4 545PPP1R16B_uc010ggc.2_Missense_Mutation_p.L119QNM_015568 NP_056383 Q96T49 PP16B_HUMAN ANK 1. 3ATTGTGAAGCTGCTCCTCTCC0.597

+ 7 815STK4_uc010ggx.2_Missense_Mutation_p.P242L|STK4_uc010ggy.2_Missense_Mutation_p.P187L|STK4_uc010ggw.1_Missense_Mutation_p.P242LNM_006282 NP_006273 Q13043 STK4_HUMAN Protein kinase. 2AATCCTCCTCCCACATTCCGA0.393

+ 2 1081SEMG1_uc002xnj.2_Intron|SEMG2_uc010ggz.2_Intron|SEMG1_uc002xnh.2_IntronNM_003007 NP_002998 P04279 SEMG1_HUMAN58 AA repeat 2. 2GCATAGCCAAAAGGCAAATAA0.393

- 4 592SYS1_uc002xnw.1_3'UTR|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1CCCTGGACTCCAGGGTTCAAG0.537

+ 2 1629ZSWIM3_uc010zxg.1_Missense_Mutation_p.A470TNM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN 2CAAGCCAGACGCACAGCAGGT0.577 rs139419541

+ 22 2975SLC12A5_uc002xrb.2_Missense_Mutation_p.K944ENM_001134771 NP_001128243 Q9H2X9 S12A5_HUMANCytoplasmic (Potential). 5AATCCGGAGAAAGAATCCAGC0.572

+ 36 5049ARFGEF2_uc010zyf.1_Missense_Mutation_p.E926KNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4CTCCAATTACGAGCAGCGGAC0.473

+ 2 405 NM_005985 NP_005976 O95863 SNAI1_HUMAN 1GCTCCTTCGTCCTTCTCCTCT0.642

- 2 1981SALL4_uc010gii.2_Intron|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 5. 2GATGGGGCACGAATGCTGCGT0.522

+ 4 950TFAP2C_uc010zzi.1_Missense_Mutation_p.S67FNM_003222 NP_003213 Q92754 AP2C_HUMAN 1CTCCTCAGCTCTACGTCTAAA0.532

- 74 10328 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin G-like 4. 3CGGCCAGGCCGGGAGCGCTGG0.697

- 16 5737DIDO1_uc002yds.1_Missense_Mutation_p.G1825SNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6GGTGAGGGGCCTCTGCTGTCC0.617

+ 2 207PCMTD2_uc002yim.3_Missense_Mutation_p.G3SNM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0GAACATGGGCGGTGCTGTGAG0.378

+ 2 295PCMTD2_uc002yim.3_Missense_Mutation_p.A32VNM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0GTAGAGCAGGCTTTCAGAGCT0.428

- 21 1708TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.S429L|TPTE_uc002yir.1_Missense_Mutation_p.S409L|TPTE_uc010gkv.1_Missense_Mutation_p.S309LNM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5TTTTCCTAATGAAATAGTGGA0.328

- 13 1949_1950C2CD2_uc002yzs.2_Missense_Mutation_p.L39F|C2CD2_uc002yzt.2_Missense_Mutation_p.L186F|C2CD2_uc002yzu.2_Missense_Mutation_p.L402F|C2CD2_uc002yzv.2_Missense_Mutation_p.L415FNM_015500 NP_056315 Q9Y426 CU025_HUMAN 1TTGGGGGCAAGGGATGCCTGGG0.698

- 3 2795ZNF295_uc002yzz.3_Missense_Mutation_p.S660T|ZNF295_uc002yzy.3_Missense_Mutation_p.S861T|ZNF295_uc002zaa.3_Missense_Mutation_p.S861TNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3AGACAAGAGGAATCTTCCGAG0.488

+ 13 1716ABCG1_uc002zan.2_Missense_Mutation_p.F527S|ABCG1_uc002zam.2_Missense_Mutation_p.F503S|ABCG1_uc002zao.2_Missense_Mutation_p.F522S|ABCG1_uc002zap.2_Missense_Mutation_p.F525S|ABCG1_uc002zar.2_Missense_Mutation_p.F536S|ABCG1_uc011aev.1_Missense_Mutation_p.F548S|ABCG1_uc010gpb.1_Silent_p.V177VNM_004915 NP_004906 P45844 ABCG1_HUMANHelical; (Potential).|ABC transmembrane type-2. 3TTTGTGCTGTTTGCCGCGCTG0.647

+ 9 837PCBP3_uc010gqb.2_Missense_Mutation_p.P238S|PCBP3_uc002zhp.1_Missense_Mutation_p.P238S|PCBP3_uc010gqc.1_Missense_Mutation_p.P304L|PCBP3_uc002zhs.1_Missense_Mutation_p.P213S|PCBP3_uc002zhr.1_Missense_Mutation_p.P238S|PCBP3_uc002zht.1_Missense_Mutation_p.P229SNM_020528 NP_065389 P57721 PCBP3_HUMAN 1CATCCCTCACCCGGATGTGAG0.512

+ 26 3278DIP2A_uc011afy.1_Missense_Mutation_p.A968V|DIP2A_uc011afz.1_Missense_Mutation_p.A1028V|DIP2A_uc002zjr.2_5'UTRNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2GTGGCCGCGGCTCTGATGGAG0.572

- 1 529GGT5_uc002zzp.3_Missense_Mutation_p.P38S|GGT5_uc002zzr.3_Missense_Mutation_p.P38S|GGT5_uc002zzq.3_Missense_Mutation_p.P38S|GGT5_uc011ajm.1_Missense_Mutation_p.P38S|GGT5_uc011ajn.1_RNANM_004121 NP_004112 P36269 GGT5_HUMANExtracellular (Potential). 3AAGGCCTGGGGGCCACATGGG0.657

- 9 976PES1_uc003aik.1_Missense_Mutation_p.P301L|PES1_uc003ail.1_Missense_Mutation_p.P284L|PES1_uc003aim.1_Missense_Mutation_p.P301L|PES1_uc003ain.1_Missense_Mutation_p.P162L|PES1_uc003aio.1_Missense_Mutation_p.P162LNM_014303 NP_055118 O00541 PESC_HUMAN 0CCCATCGGTGGGAAACTCATC0.622

- 8 1094PISD_uc003alk.2_Missense_Mutation_p.V329I|PISD_uc003all.2_3'UTR|PISD_uc011alr.1_Missense_Mutation_p.V328I|PISD_uc003aln.3_Missense_Mutation_p.V325INM_014338 NP_055153 Q9UG56 PISD_HUMAN 3CGCATGGGGACGCCCTCTCTA0.577

- 4 443BPIL2_uc010gwo.2_5'UTR|BPIL2_uc011amb.1_IntronNM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2AAAGTCATTTCGGGTTAGGAT0.493 rs78469100



+ 3 895RASD2_uc003any.2_Missense_Mutation_p.M230INM_014310 NP_055125 Q96D21 RHES_HUMANInteraction with GNB1, GNB2 and GNB3. 3CCTATGGCATGGTCTCGCCCT0.647

- 5 1339FOXRED2_uc003apm.3_5'UTR|FOXRED2_uc003apo.3_Missense_Mutation_p.R411W|FOXRED2_uc003app.3_Missense_Mutation_p.R411WNM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2TCCAGGAGCCGGTGAACAGCA0.627 rs143694562

+ 7 2024TRIOBP_uc003atu.2_Missense_Mutation_p.P413S|TRIOBP_uc003atq.1_Missense_Mutation_p.P585S|TRIOBP_uc003ats.1_Missense_Mutation_p.P413SNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCGGGACAATCCCAGAGCCTC0.587

- 2 1066PDGFB_uc003axe.2_Missense_Mutation_p.P11LNM_002608 NP_002599 P01127 PDGFB_HUMAN 373AAGCTCCTCGGGAATGGGGTC0.597

+ 11 2092CACNA1I_uc003ayd.2_Missense_Mutation_p.D663N|CACNA1I_uc003aye.2_Missense_Mutation_p.D613N|CACNA1I_uc003ayf.2_Missense_Mutation_p.D578NNM_021096 NP_066919 Q9P0X4 CAC1I_HUMANCytoplasmic (Potential).|II. 2TGGGCTCTTCGACTACCTGCG0.567

+ 5 671PARVG_uc010gzo.2_3'UTR|PARVG_uc010gzp.2_RNA|PARVG_uc003bep.2_Nonsense_Mutation_p.Q83*|PARVG_uc010gzr.1_RNA|PARVG_uc011aqf.1_Nonsense_Mutation_p.Q83*|PARVG_uc003beq.2_RNA|PARVG_uc003ber.2_RNANM_001137605 NP_001131077 Q9HBI0 PARVG_HUMAN CH 1. 0CCACCTATTCCGTAAGTGGCT0.562 rs147016590

- 10 1997 NM_012401 NP_036533 O15031 PLXB2_HUMANExtracellular (Potential). 6CGGTTGCTCACGCAGGAGATG0.662

+ 1 1017 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN 1CTACCAGGGGGGCCGCTCAGG0.756

+ 2 835BRPF1_uc003bsf.2_Missense_Mutation_p.P146S|BRPF1_uc003bsg.2_Missense_Mutation_p.P146S|BRPF1_uc011ati.1_Missense_Mutation_p.P146SNM_004634 NP_004625 P55201 BRPF1_HUMANInteraction with MYST3 and MYST4. 3AGCTGCTACTCCCAAGTCAGG0.547

+ 2 357METTL6_uc003bzs.1_5'Flank|METTL6_uc011avp.1_5'Flank|METTL6_uc003bzt.1_5'Flank|EAF1_uc011avq.1_5'UTRNM_033083 NP_149074 Q96JC9 EAF1_HUMAN 1ATAGACACTTCCTGTGAAGGA0.373

- 10 3465SATB1_uc003cbi.2_Missense_Mutation_p.H577L|SATB1_uc003cbj.2_Missense_Mutation_p.H577LNM_002971 NP_002962 Q01826 SATB1_HUMAN 4CCTGTCGCCATGGTGATGCAC0.483

+ 10 1904KCNH8_uc011awe.1_3'UTR|KCNH8_uc010hex.1_Missense_Mutation_p.S31F|KCNH8_uc011awf.1_3'UTRNM_144633 NP_653234 Q96L42 KCNH8_HUMANcNMP.|Cytoplasmic (Potential). 5ATCAAAACCTCTTTCTGTGCT0.502

- 8 947NEK10_uc003cds.1_Missense_Mutation_p.L325V|NEK10_uc010hfj.2_Missense_Mutation_p.L240VQ6ZWH5 NEK10_HUMAN 13CTTCTCTTTAAAATGTCTGAG0.284

- 16 2074GLB1_uc003cfh.1_Missense_Mutation_p.P623S|GLB1_uc003cfj.1_Missense_Mutation_p.P522S|GLB1_uc011axk.1_Missense_Mutation_p.P701SNM_000404 NP_000395 P16278 BGAL_HUMAN 1GGTTTGGAGGGATGATCGTAG0.498

+ 2 256STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.A73TNM_003149 NP_003140 Q99469 STAC_HUMAN 4GAAACTGCAAGCACACATGGT0.537

- 12 6541 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2GTCCAAACAGAGCAGGCGGTT0.542

- 12 6087 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2AGATGGAACCGGAAATCCTGA0.478

- 18 2668LAMB2_uc003cwf.1_Missense_Mutation_p.S790LNM_002292 NP_002283 P55268 LAMB2_HUMANLaminin EGF-like 6. 3AGAACTCAGTGAACCTTGAGG0.597

- 17 2316USP4_uc003cwo.2_Missense_Mutation_p.T458I|USP4_uc003cwp.2_Missense_Mutation_p.T476I|USP4_uc003cwr.2_Missense_Mutation_p.T699INM_003363 NP_003354 Q13107 UBP4_HUMAN 4AAGTCTCCGAGTTTCACTGTC0.512

+ 9 1067SEMA3F_uc003cyk.2_Missense_Mutation_p.P259LNM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2CCGCAGAGCCCCGCGGTGTAC0.602

+ 19 2371SEMA3F_uc003cyk.2_Missense_Mutation_p.P694SNM_004186 NP_004177 Q13275 SEM3F_HUMAN 2CCCCCCAACGCCTCCTTACCA0.682

- 6 549CACNA2D2_uc003dap.2_Splice_Site_p.D171_spliceNM_006030 NP_006021 Q9NY47 CA2D2_HUMAN 1CAGGGTCGTCCTGCAGAAAGG0.552

- 5 356VPRBP_uc003dbg.1_Splice_Site_p.G63_spliceNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2CAGCTCGACCTACCAAGAGAA0.443

+ 32 5501 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANAAA 1 (By similarity). 3CAGCTCAGCTCCCAGGTGTGG0.438

+ 6 655ITIH3_uc011bek.1_Missense_Mutation_p.D207NNM_002217 NP_002208 Q06033 ITIH3_HUMAN 3CATCACCAACGACCTCCTGGG0.532

- 21 2977SFMBT1_uc010hmr.2_Intron|SFMBT1_uc003dgg.2_Missense_Mutation_p.R803Q|SFMBT1_uc003dgh.2_Missense_Mutation_p.R803QNM_001005159 NP_001005159 Q9UHJ3 SMBT1_HUMAN SAM. 1TCTGATGAACCGCACAACGTC0.418

- 11 1264LRIG1_uc011bfu.1_Missense_Mutation_p.A37V|LRIG1_uc003dmw.2_Missense_Mutation_p.A83V|LRIG1_uc010hnz.2_Missense_Mutation_p.A133V|LRIG1_uc010hoa.2_Missense_Mutation_p.A441VNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|LRR 15. 5AGATCTGATCGCATTCCCTCC0.433

+ 4 1813KBTBD8_uc011bfv.1_Missense_Mutation_p.C145YNM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN Kelch 5. 4CATTTTGAATGTGCTGTTGCT0.438

- 14 1392FRMD4B_uc003dnw.2_Intron|FRMD4B_uc003dnu.2_Missense_Mutation_p.P20S|FRMD4B_uc011bga.1_Missense_Mutation_p.P212SNM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4CTGGCTGAAGGAATTTTTGCC0.363

- 17 2325FOXP1_uc003dom.2_Missense_Mutation_p.E592K|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_Missense_Mutation_p.E667K|FOXP1_uc003dop.2_Missense_Mutation_p.E668K|FOXP1_uc003doq.1_Intron|FOXP1_uc003doi.2_Missense_Mutation_p.E568K|FOXP1_uc003doj.2_Missense_Mutation_p.E568K|FOXP1_uc003dok.2_Missense_Mutation_p.E481KNM_032682 NP_116071 Q9H334 FOXP1_HUMAN 2GGTTCATCTTCGTAATCTCTG0.478

+ 5 1205FAM55C_uc010hpn.2_Missense_Mutation_p.P190SNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3TCTGGTCCACCCCAGTGAAGG0.458

- 36 5224 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TTGATTCTTTCTGTTGCTTCC0.527

- 5 564DPPA4_uc011bho.1_Intron|DPPA4_uc011bhp.1_Missense_Mutation_p.L170RNM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1CACAGGAGGAAGAGCCACTTC0.498

- 7 3914KIAA2018_uc003eal.2_Missense_Mutation_p.S1112LNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3CTCTAACAATGATGCTTCAGA0.463

+ 16 5119PARP14_uc010hrk.2_RNA|PARP14_uc003efr.2_Missense_Mutation_p.G1404DNM_017554 NP_060024 Q460N5 PAR14_HUMANPARP catalytic. 6ACAGATGCCGGCTCCGTGCCA0.493

+ 2 293 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMANExtracellular (Potential). 2GAAGAGTCTCGGATTCTGCAG0.582

- 4 1118GATA2_uc003ekn.3_Missense_Mutation_p.P228L|GATA2_uc003eko.2_Missense_Mutation_p.P228LNM_001145661 NP_001139133 P23769 GATA2_HUMAN 15TGGGCGCAGGGGACTGCCACT0.632

+ 22 2922IFT122_uc003eml.2_Missense_Mutation_p.V957M|IFT122_uc003emn.2_Missense_Mutation_p.V847M|IFT122_uc003emo.2_Missense_Mutation_p.V795M|IFT122_uc003emp.2_Missense_Mutation_p.V756M|IFT122_uc010htc.2_Missense_Mutation_p.V898M|IFT122_uc011bky.1_Missense_Mutation_p.V697M|IFT122_uc003emq.2_Missense_Mutation_p.V746M|IFT122_uc003emr.2_Missense_Mutation_p.V658M|IFT122_uc011bla.1_Missense_Mutation_p.V679M|IFT122_uc010hte.2_Missense_Mutation_p.V232M|IFT122_uc003ems.2_Missense_Mutation_p.V287M|IFT122_uc011bkx.1_Missense_Mutation_p.V746M|IFT122_uc010htd.1_Missense_Mutation_p.V385MNM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2AAACAATGCCGTGGCGGAGAG0.527

+ 2 217ACPP_uc003eon.3_Missense_Mutation_p.R43W|ACPP_uc003eop.3_Missense_Mutation_p.R43WNM_001099 NP_001090 P15309 PPAP_HUMAN 1TCAGGTGTTTCGGCATGGAGA0.428

- 11 1801_1802SLCO2A1_uc003eqb.3_Missense_Mutation_p.P434S|SLCO2A1_uc011blv.1_Missense_Mutation_p.P329SNM_005630 NP_005621 Q92959 SO2A1_HUMANExtracellular (Potential). 1TGGGCACAGGGGACAGGGCACG0.559

+ 5 1320EPHB1_uc010htz.1_RNA|EPHB1_uc011bly.1_3'UTR|EPHB1_uc003equ.2_5'UTRNM_004441 NP_004432 P54762 EPHB1_HUMANExtracellular (Potential).|Fibronectin type-III 1. 30CGGGCAGACCGCCGGAGCTGC0.612

+ 4 1101HPS3_uc003ewt.1_Missense_Mutation_p.Y321H|HPS3_uc011bnq.1_Missense_Mutation_p.Y156HNM_032383 NP_115759 Q969F9 HPS3_HUMAN 6GCTACCCATTTACCAGACCGG0.478

- 1 306CP_uc011bnr.1_RNA|CP_uc003ewz.2_Nonsense_Mutation_p.W18*NM_000096 NP_000087 P00450 CERU_HUMAN 1TTCTTTCGCCCAGGCTGGGGT0.373

- 5 1055B3GALNT1_uc003fdw.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdx.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdy.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fdz.2_Missense_Mutation_p.N212K|B3GALNT1_uc003fea.2_Missense_Mutation_p.N212K|B3GALNT1_uc011bpa.1_IntronNM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1 TATAGGAATAATTATCAATTA0.353

- 18 2116ZBBX_uc011bpc.1_Missense_Mutation_p.F598Y|ZBBX_uc003feq.2_Missense_Mutation_p.F569YNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2ATCAAAAATAAAGAATCTCTC0.308

+ 7 1246SERPINI1_uc003ffb.3_Missense_Mutation_p.E350KNM_001122752 NP_001116224 Q99574 NEUS_HUMAN 1AGAAGGCTCAGAAGCTGCTGC0.373

- 9 2292MECOM_uc010hwk.1_Intron|MECOM_uc003ffj.3_Missense_Mutation_p.P740S|MECOM_uc011bpi.1_Intron|MECOM_uc003ffn.3_Missense_Mutation_p.P675S|MECOM_uc003ffk.2_Intron|MECOM_uc003ffl.2_Intron|MECOM_uc011bpj.1_Missense_Mutation_p.P863S|MECOM_uc011bpk.1_Missense_Mutation_p.P665S|MECOM_uc010hwn.2_IntronNM_005241 NP_005232 Q03112 EVI1_HUMAN 14CTCTGATCAGGCAGTTGGAAC0.313



- 3 586TBCCD1_uc011bry.1_Missense_Mutation_p.P153S|TBCCD1_uc003fqh.2_Missense_Mutation_p.P57SNM_018138 NP_060608 Q9NVR7 TBCC1_HUMAN 2GTCAGGTCAGGAGACTGAGAT0.408

+ 5 852TP63_uc003frx.2_Missense_Mutation_p.E255K|TP63_uc003frz.2_Missense_Mutation_p.E255K|TP63_uc010hzc.1_Missense_Mutation_p.E255K|TP63_uc003fsa.2_Missense_Mutation_p.E161K|TP63_uc003fsb.2_Missense_Mutation_p.E161K|TP63_uc003fsc.2_Missense_Mutation_p.E161K|TP63_uc003fsd.2_Missense_Mutation_p.E161K|TP63_uc010hzd.1_Missense_Mutation_p.E76K|TP63_uc003fse.1_Missense_Mutation_p.E136KNM_003722 NP_003713 Q9H3D4 P63_HUMAN 12TGAATTCAACGAGGGTAAGCA0.498

- 8 1174 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0TCCCTAGCTGGGAGATGTTCG0.478

- 16 1953TFRC_uc003fwa.3_Missense_Mutation_p.F557S|TFRC_uc010hzy.2_Missense_Mutation_p.F476S|TFRC_uc011btr.1_Missense_Mutation_p.F275SNM_003234 NP_003225 P02786 TFR1_HUMANExtracellular (Potential). 3TACCTCGCAAAAACAGAAAGA0.229

+ 3 1280 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential).|LRR 13. 3CGGAGCTGCACCTGGCTCCGG0.657

- 22 3227GAK_uc003gbn.3_Missense_Mutation_p.D931N|GAK_uc010ibi.2_Missense_Mutation_p.D191N|GAK_uc010ibj.2_RNA|GAK_uc003gbl.3_Missense_Mutation_p.D863NNM_005255 NP_005246 O14976 GAK_HUMAN 4TGCAGGAAGTCGGCGCTGCAG0.627

+ 9 1412 NM_053044 NP_444272 P83110 HTRA3_HUMAN PDZ. 1GGCGGCATCCAAGATGGTGAC0.647

- 3 3536 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4TTGTTTTTATGAACTTTTTTG0.418

- 8 1628PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8GGCTAGTCCTGAATTTATAAA0.428

- 13 2324_2325SEL1L3_uc003grv.2_Missense_Mutation_p.E132KNM_015187 NP_056002 Q68CR1 SE1L3_HUMAN Sel1-like 3. 0GCAGGATCCTCCGTCTCCAGGG0.49

+ 1 651KLB_uc011byj.1_Missense_Mutation_p.R185KNM_175737 NP_783864 Q86Z14 KLOTB_HUMANExtracellular (Potential).|Glycosyl hydrolase-1 1. 1CTAGTGCTTAGAAACATTGAA0.413

- 9 1470KDR_uc003hat.1_Missense_Mutation_p.E390K|KDR_uc011bzx.1_Missense_Mutation_p.E390KNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 4.|Extracellular (Potential). 33GTGTCTCTTTCACTCACTTCC0.408

+ 1 203LPHN3_uc003hcq.3_Missense_Mutation_p.M10I|LPHN3_uc010ihg.1_Missense_Mutation_p.M10INM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN 18TAATTTTCATGATGCTCTTAG0.363

- 8 823 NM_182502 NP_872308 Q86T26 TM11B_HUMAN 1ATTATTTTTCCTAGAGGACAC0.323

+ 4 1524SHROOM3_uc011cbz.1_Nonsense_Mutation_p.Q15*|SHROOM3_uc003hkf.1_Nonsense_Mutation_p.Q66*NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3TCCTTGGCACCAAAGCTACCA0.473

+ 37 5395FRAS1_uc003hkw.2_Missense_Mutation_p.R1652K|FRAS1_uc010ijj.1_Missense_Mutation_p.R72KNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 5.|Extracellular (Potential). 5GAGTTCCGAAGGCCGATGGCC0.493

+ 10 1747GRID2_uc011cdu.1_Missense_Mutation_p.G402RNM_001510 NP_001501 O43424 GRID2_HUMANExtracellular (Potential). 6TCACAAATACGGAAGCCCACA0.393

+ 1 111 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1TTGCCCAGAAATCAGCTCGCA0.537

- 9 981 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0GAGGTTCTGGGAATCAGGAGG0.448

+ 5 818GAR1_uc003hzu.2_Missense_Mutation_p.G171C|GAR1_uc010imi.2_Missense_Mutation_p.G171CNM_018983 NP_061856 Q9NY12 GAR1_HUMAN RGG-box 2. 0 TCCaagaggtggtggcagggg0.264

+ 7 1536EGF_uc011cfu.1_Missense_Mutation_p.F320I|EGF_uc011cfv.1_Missense_Mutation_p.F362INM_001963 NP_001954 P01133 EGF_HUMANEGF-like 2; calcium-binding (Potential).|Extracellular (Potential).4TGAATGTGCTTTTTGGAATCA0.398

+ 7 776ANK2_uc003ibd.3_Missense_Mutation_p.V205M|ANK2_uc003ibf.3_Missense_Mutation_p.V226M|ANK2_uc003ibc.2_Missense_Mutation_p.V202M|ANK2_uc011cgb.1_Missense_Mutation_p.V241MNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TCAGATGATGGTGAATAGGAC0.353

+ 33 4222ANK2_uc003ibd.3_Splice_Site_p.E1365_splice|ANK2_uc003ibf.3_Splice_Site_p.E1374_splice|ANK2_uc011cgc.1_Splice_Site_p.E550_splice|ANK2_uc003ibg.3_Splice_Site_p.E369_splice|ANK2_uc003ibh.3_Splice_Site_p.E48_splice|ANK2_uc011cgb.1_Splice_Site_p.E1389_spliceNM_001148 NP_001139 Q01484 ANK2_HUMAN 14GGATGTGGAGGTACTGTACCa0.323

- 7 995PRDM5_uc003ido.2_Missense_Mutation_p.F218L|PRDM5_uc010ine.2_Missense_Mutation_p.F218L|PRDM5_uc010inf.2_Missense_Mutation_p.F218LNM_018699 NP_061169 Q9NQX1 PRDM5_HUMANC2H2-type 3; atypical. 2TGCTGCTCAAAACTACAAGAC0.478

+ 7 875ADAD1_uc003iep.2_Missense_Mutation_p.E215K|ADAD1_uc003ieq.2_Missense_Mutation_p.E197KNM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0GATCGTTAAAGAAAGATTTAA0.323

+ 11 11909FAT4_uc011cgp.1_Missense_Mutation_p.G2233E|FAT4_uc003ifi.1_Missense_Mutation_p.G1448ENM_024582 NP_078858 Q6V0I7 FAT4_HUMANEGF-like 4.|Extracellular (Potential). 18GGTGTCTTTGGAAAACACTGC0.289

+ 10 1337 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2GTTATTTAACCCCAATGGTAA0.323

- 7 792SLC10A7_uc003ikr.2_Missense_Mutation_p.P180S|SLC10A7_uc010ipa.2_Missense_Mutation_p.P167S|SLC10A7_uc003iks.2_RNANM_001029998 NP_001025169 Q0GE19 NTCP7_HUMANHelical; (Potential). 0ATGATGAGAGGAACCACAACA0.353

- 15 3677 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4ATAATCCAAAGGACAGGTTGT0.378

- 5 1053FGA_uc003ioe.1_Missense_Mutation_p.G332E|FGA_uc003iof.1_IntronNM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3GTTCCAGCTTCCAGTACTTCC0.567

- 2 224 NM_001334 NP_001325 P43234 CATO_HUMAN 0TTTTCACTGGGAAATAAAGAA0.333

+ 3 1539TRIM60_uc010iqx.1_Missense_Mutation_p.D457NNM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1TACTGGAACAGATTCCGAACC0.353

- 12 1360SPOCK3_uc011cjp.1_Missense_Mutation_p.D364N|SPOCK3_uc011cjq.1_Missense_Mutation_p.D416N|SPOCK3_uc011cjr.1_Missense_Mutation_p.D287N|SPOCK3_uc003irj.1_Missense_Mutation_p.D404N|SPOCK3_uc011cjs.1_Missense_Mutation_p.D356N|SPOCK3_uc011cjt.1_Missense_Mutation_p.D315N|SPOCK3_uc011cju.1_Missense_Mutation_p.D300N|SPOCK3_uc011cjv.1_Missense_Mutation_p.D309NNM_016950 NP_058646 Q9BQ16 TICN3_HUMAN Asp-rich. 3 ttcataatatcgtcttcatca 0.075

- 11 1737 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3GGCCTTATACCTCTTTAGAAA0.348

+ 27 3231C4orf41_uc003ivw.2_Splice_Site_p.D1019_splice|C4orf41_uc010isc.2_Splice_Site_p.D363_splice|C4orf41_uc003ivy.2_Splice_Site_p.D625_spliceNM_021942 NP_068761 Q7Z392 CD041_HUMAN 0GTGAATGCAGGTAGCGGAATT0.373

+ 6 722 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0AAGAAGAAATGATCAAGGTAA0.363

- 8 1113BRD9_uc003jbl.2_Missense_Mutation_p.R200W|BRD9_uc003jbm.2_RNA|BRD9_uc003jbn.2_RNA|BRD9_uc011cmb.1_Missense_Mutation_p.R263W|BRD9_uc003jbo.2_Missense_Mutation_p.R220W|BRD9_uc003jbp.2_5'Flank|BRD9_uc011cmc.1_RNANM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0GGGAGGAACCGGTTGATCCTG0.637

- 10 1771PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.S313LNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3GGGCCATGTTGAACATTTGGA0.532

+ 3 372IL7R_uc011coo.1_Missense_Mutation_p.E95K|IL7R_uc011cop.1_RNANM_002185 NP_002176 P16871 IL7RA_HUMANExtracellular (Potential). 5ATATTTCATCGAGACAAAGAA0.383

+ 6 919EGFLAM_uc003jlb.1_Missense_Mutation_p.D199NNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANFibronectin type-III 2. 7GATCCAGATGGACTCCATGGT0.507

+ 5 613ZNF131_uc010ivl.1_Missense_Mutation_p.A193S|ZNF131_uc003jnj.3_5'UTR|ZNF131_uc003jnk.2_Missense_Mutation_p.A193S|ZNF131_uc003jnn.3_5'UTR|ZNF131_uc003jnl.1_Intron|ZNF131_uc010ivm.1_IntronNM_003432 NP_003423 P52739 ZN131_HUMAN 0AGTGGCTTCTGCCAAGCAGTC0.463

- 7 1803 NM_021072 NP_066550 O60741 HCN1_HUMANCytoplasmic (Potential). 1AGTACCTATTCGATCTAGTCG0.378

+ 1 315 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0GACCTGAGGAAAACCAGGGCA0.567

+ 9 1617PIK3R1_uc003jvb.2_Missense_Mutation_p.G353R|PIK3R1_uc003jvc.2_Missense_Mutation_p.G53R|PIK3R1_uc003jvd.2_Missense_Mutation_p.G83R|PIK3R1_uc003jve.2_Missense_Mutation_p.G32R|PIK3R1_uc011crb.1_Missense_Mutation_p.G23RNM_181523 NP_852664 P27986 P85A_HUMAN SH2 1. p.?(1) 101TACAGCAGACGGGACCTTTTT0.373

+ 5 6732MAP1B_uc010iyw.1_Missense_Mutation_p.P2181L|MAP1B_uc010iyx.1_Missense_Mutation_p.P2038L|MAP1B_uc010iyy.1_Missense_Mutation_p.P2038LNM_005909 NP_005900 P46821 MAP1B_HUMAN 5GATGTTCCCCCGGAGACTGAA0.577

+ 8 844HMGCR_uc011cst.1_Missense_Mutation_p.R250C|HMGCR_uc003kdq.2_Missense_Mutation_p.R230C|HMGCR_uc010izn.1_IntronNM_000859 NP_000850 P04035 HMDH_HUMAN 1CCGCGAGGGTCGTCCAATTTG0.413

+ 2 9180 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9CAGATTCAGAAACTGATTTAT0.323



+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358

- 7 832FAM172A_uc011cuf.1_Missense_Mutation_p.P163S|FAM172A_uc011cug.1_Missense_Mutation_p.P99S|FAM172A_uc011cuh.1_Missense_Mutation_p.P62S|FAM172A_uc011cui.1_RNA|FAM172A_uc011cuj.1_Intron|FAM172A_uc003kkm.3_Missense_Mutation_p.P209SNM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0TGTATCTTCGGCTTTTCTACT0.328

+ 5 683FAM81B_uc010jbe.1_5'UTRNM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2AGTTGGAGATCTTCGAGGAAG0.433

- 9 1351PCSK1_uc010jbi.1_Missense_Mutation_p.S72LNM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2TGCAGAGGCCGAGGTGCCTGT0.557

+ 12 1311CAMK4_uc003kpf.2_Missense_Mutation_p.K404N|CAMK4_uc010jbv.2_Missense_Mutation_p.K207N|CAMK4_uc003kpg.2_Missense_Mutation_p.K95NNM_001744 NP_001735 Q16566 KCC4_HUMAN 5AGAAAGTTAAAGGTGCAGATA0.527

- 1 371ALDH7A1_uc003kty.2_RNA|ALDH7A1_uc011cxa.1_Missense_Mutation_p.G87A|ALDH7A1_uc003ktz.2_Missense_Mutation_p.G87ANM_001182 NP_001173 P49419 AL7A1_HUMAN 3TCCCCGGCCTCCCCAGCTTCC0.652

+ 2 184 NM_207408 NP_997291 Q6ZNM6 CE048_HUMAN 1AAGAAAACATGATATTCAGGA0.303

+ 1 1028PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.E301KNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 3.|Extracellular (Potential). 0AGACACAGGTGAAATTAGAAT0.378

+ 1 1928PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.S601TNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 6.|Extracellular (Potential). 0GGACGCTGACTCCGGCTATAA0.677

+ 1 388 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 1. 2AAATGACCATTCTCCGGTATT0.418

+ 1 2365 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANCytoplasmic (Potential). 2AAATCCCAGTTTCAGGAAGAG0.453

+ 1 647PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 2.|Extracellular (Potential). 4ACTGCGTTTCCTCTGAAGAAT0.438

+ 1 1895PCDHB16_uc003liv.2_5'Flank|PCDHB16_uc010jfw.1_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 6.|Extracellular (Potential). 4CAGAATGGCTCCGCGCCCTGC0.721

- 1 736 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMANHelical; Name=4; (Potential).|Solcar 2. 1CCAAAGAAAAAGAAATAACCC0.453

+ 1 1489PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc011dav.1_Missense_Mutation_p.R497WNM_003736 NP_003727 Q9UN71 PCDGG_HUMANCadherin 5.|Extracellular (Potential). 0CCTGGAGCAGCGGGAGCTGTC0.622

+ 3 481NDFIP1_uc003lmj.1_IntronNM_030571 NP_085048 Q9BT67 NFIP1_HUMANCytoplasmic (Potential). 0AGCTACTATCCCTTTGGTTCC0.428

+ 4 1779KCTD16_uc003lnn.1_Missense_Mutation_p.A384TNM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4CAAAAAAAAAGCTGTTAAAGA0.448

+ 8 1520TCERG1_uc003loc.2_Missense_Mutation_p.P473S|TCERG1_uc011dbt.1_Missense_Mutation_p.P473SNM_006706 NP_006697 O14776 TCRG1_HUMAN Glu-rich. 2GGAGGAGGATCCTAAAGAAGA0.403

- 3 244HTR4_uc010jgu.1_RNA|HTR4_uc003lpi.1_Missense_Mutation_p.S27L|HTR4_uc003lpj.1_Missense_Mutation_p.S27L|HTR4_uc003lpk.2_Missense_Mutation_p.S27L|HTR4_uc011dby.1_Missense_Mutation_p.S27L|HTR4_uc003lpl.2_Missense_Mutation_p.S27L|HTR4_uc003lpm.2_Missense_Mutation_p.S27L|HTR4_uc010jgv.2_RNA|HTR4_uc003lpo.1_Missense_Mutation_p.S27L|SH3TC2_uc003lpp.1_RNANM_000870 NP_000861 Q13639 5HT4R_HUMANHelical; Name=1; (By similarity). 1GATAACCGTCGAGAGAAACGT0.537

+ 13 1381ABLIM3_uc003lpz.1_Missense_Mutation_p.I377T|ABLIM3_uc003lqa.1_Missense_Mutation_p.I323T|ABLIM3_uc003lqb.2_Missense_Mutation_p.I315T|ABLIM3_uc003lqc.1_Missense_Mutation_p.I377T|ABLIM3_uc003lqd.1_Missense_Mutation_p.I315T|ABLIM3_uc003lqf.2_Missense_Mutation_p.I315T|ABLIM3_uc003lqe.1_Missense_Mutation_p.I315TNM_014945 NP_055760 O94929 ABLM3_HUMAN 3CCGGGGTACATAGACTCCCCC0.627

+ 4 518 NM_001001669 NP_001001669 A1IGU5 ARH37_HUMAN DH. 0CGTTGAGGCGGTGGTGTGAGT0.597

+ 2 558 NM_014228 NP_055043 Q99884 SC6A7_HUMANHelical; Name=1; (Potential). 0TGTCTGGCGCTTCCCCTATCG0.602

- 6 1903 IRGM_uc011dcl.1_IntronNM_052860 NP_443092 Q96RE9 ZN300_HUMAN 2TAAGGTTTCTCTCCTGTATGA0.433

+ 11 1581GM2A_uc011dcs.1_IntronNM_078483 NP_510968 Q7Z2H8 S36A1_HUMANHelical; Name=11; (Potential). 1ACCTATGAGGCTCTCTATGAG0.552

+ 9 1489GALNT10_uc010jic.2_RNA|GALNT10_uc010jid.2_Missense_Mutation_p.V294M|uc003lvi.2_Intron|GALNT10_uc003lvj.2_Missense_Mutation_p.V124MNM_198321 NP_938080 Q86SR1 GLT10_HUMANLumenal (Potential). 2CTACCCACCCGTGGAGCCCCC0.274 rs117925322

+ 1 597 NM_000679 NP_000670 P35368 ADA1B_HUMANCytoplasmic (By similarity). 1CATCTCCATCGATCGCTACAT0.617

- 3 661KCNIP1_uc003map.2_Intron|KCNMB1_uc003mar.2_Nonsense_Mutation_p.W87*NM_004137 NP_004128 Q16558 KCMB1_HUMANExtracellular (Potential). 2ACAGCACAGCCCACCTGCCGG0.592

+ 4 773KCNIP1_uc003map.2_Missense_Mutation_p.E80K|KCNIP1_uc003mat.2_Missense_Mutation_p.E71K|KCNIP1_uc010jjp.2_Missense_Mutation_p.E43K|KCNIP1_uc010jjq.2_Missense_Mutation_p.E71KNM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMANEF-hand 1; degenerate. 2TGTGGTCAACGAAGACACATT0.547 rs145371121

- 14 1516DOK3_uc003mhi.3_5'Flank|DOK3_uc003mhj.3_5'Flank|DOK3_uc003mhk.2_5'Flank|DOK3_uc003mhl.2_5'Flank|DDX41_uc003mhm.2_Missense_Mutation_p.P279S|DDX41_uc003mhn.2_Missense_Mutation_p.P368S|DDX41_uc003mhp.2_Missense_Mutation_p.P368SNM_016222 NP_057306 Q9UJV9 DDX41_HUMANHelicase C-terminal. 0TGGATGGCAGGGAAGTCCAGG0.577

+ 5 612 NM_014594 NP_055409 Q86Y25 Z354C_HUMAN 1CTTGAATTGGGGAAAAGCTTA0.353

- 18 2044 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2AATCACGCTCAGGATGCCCTG0.527

- 7 1220TRIM7_uc003mmv.1_Missense_Mutation_p.R203C|TRIM7_uc003mmw.1_Missense_Mutation_p.R177C|TRIM7_uc003mmx.1_Missense_Mutation_p.R177C|TRIM7_uc003mmy.1_Missense_Mutation_p.R177CNM_203293 NP_976038 Q9C029 TRIM7_HUMAN B30.2/SPRY. 3GCCAGGACGCGGGTGTTGGTG0.697

+ 5 1776WRNIP1_uc003mua.2_Missense_Mutation_p.G504RNM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2GCTCGAGGGAGGAGAGGACCC0.607

+ 4 2241HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6AACAGTGAGTCCACCAACTCC0.512

+ 2 319ZKSCAN3_uc010jrc.2_Missense_Mutation_p.P35S|ZKSCAN3_uc003nlf.3_IntronNM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN 2AGCCGGTTTTCCCAGTAGCCC0.607

- 1 880 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANCytoplasmic (Potential). 3ATGTCCTTATTTCTTAAGGTG0.423

+ 4 729MOG_uc003nmy.1_Missense_Mutation_p.G184E|MOG_uc003nmz.2_3'UTR|MOG_uc011dlt.1_Missense_Mutation_p.G114E|MOG_uc003nna.2_Missense_Mutation_p.G68E|MOG_uc011dlu.1_Missense_Mutation_p.G68E|MOG_uc011dlv.1_Missense_Mutation_p.G68E|MOG_uc003nnd.2_3'UTR|MOG_uc003nne.2_Missense_Mutation_p.G184E|MOG_uc003nng.2_Missense_Mutation_p.G184E|MOG_uc003nnh.2_Missense_Mutation_p.G184E|MOG_uc003nni.2_Missense_Mutation_p.G184E|MOG_uc003nnj.2_Missense_Mutation_p.G184E|MOG_uc003nnk.2_Missense_Mutation_p.G184ENM_206809 NP_996532 Q16653 MOG_HUMANCytoplasmic (Potential). 1TCTATTTTAGGAAAACTTCGA0.493

- 7 1214TRIM10_uc003npn.2_IntronNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0ACGCCCACGGTGCAGCTGCCC0.662

+ 14 1795SKIV2L_uc011dou.1_Missense_Mutation_p.R311Q|SKIV2L_uc011dov.1_Missense_Mutation_p.R276QNM_006929 NP_008860 Q15477 SKIV2_HUMANHelicase ATP-binding. 4TTCTTCAGGCGGCTGAAGCGT0.577

- 5 777TCP11_uc003ojz.1_Missense_Mutation_p.T124M|TCP11_uc003oka.2_Missense_Mutation_p.T124M|TCP11_uc003okb.2_Missense_Mutation_p.T123M|TCP11_uc003okc.2_Missense_Mutation_p.T123M|TCP11_uc011dsu.1_Missense_Mutation_p.T181M|TCP11_uc011dsv.1_Missense_Mutation_p.T148M|TCP11_uc011dsw.1_Missense_Mutation_p.T153MNM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5AACAGGATCCGTAATGTTTTC0.478 rs146246778

+ 2 1017BRPF3_uc010jwb.2_Missense_Mutation_p.R265W|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.R265WNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2GTCTCCCTCCCGGCCTGTGGA0.597

+ 6 2254BRPF3_uc010jwb.2_Missense_Mutation_p.R677Q|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.R677QNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2ATTTTCCACCGAGCAGCTGTC0.408

+ 5 1562PI16_uc003omz.1_Intron|PI16_uc003onb.2_Intron|PI16_uc011dts.1_Missense_Mutation_p.G183SNM_153370 NP_699201 Q6UXB8 PI16_HUMANExtracellular (Potential). 0TAATGCCACGGGTGGGCGTGC0.617

- 8 1072GPR116_uc003oyp.3_Missense_Mutation_p.M261I|GPR116_uc003oyq.3_Missense_Mutation_p.M261I|GPR116_uc010jzi.1_5'Flank|GPR116_uc003oyr.2_Missense_Mutation_p.M261INM_001098518 NP_001091988 Q8IZF2 GP116_HUMANSEA.|Extracellular (Potential). 2AGTTGTAGTCCATTTTGTAGG0.353

- 11 1407GPR110_uc011dwl.1_Missense_Mutation_p.R91QNM_153840 NP_722582 Q5T601 GP110_HUMANExtracellular (Potential). 3CTCTAGTAACCGTGAGCTGGC0.443

+ 2 214 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANExtracellular (Potential). 2CATGCTTGGAGAGTAATGGAA0.328

- 40 6556_6557ROS1_uc011ebi.1_RNANM_002944 NP_002935 P08922 ROS_HUMANProtein kinase.|Cytoplasmic (Potential). 25AGCAGGCCTTCCCCTCTCTTTC0.436



- 1 89VNN3_uc010kfs.2_5'UTR|VNN3_uc011ecl.1_RNA|VNN3_uc011ecm.1_5'UTR|VNN3_uc011ecn.1_5'UTR|VNN3_uc010kfu.2_5'UTR|VNN3_uc010kfv.2_RNA|VNN3_uc010kfw.2_5'UTR|VNN3_uc010kfx.2_5'UTR|VNN3_uc010kfy.2_5'UTR|VNN3_uc010kfz.2_5'UTRNM_078625 NP_523239 0ACATTTTGGAAAATGTGATAT0.358

+ 11 1393 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4AGACCCCAGCGTCAGGTGGGA0.502

- 7 1655MICALL2_uc003ski.3_5'UTRNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1CCGGGGAGACGAGGACTGTAA0.622

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50TTACATTCCTCCTCCATCTTA0.483

- 14 2156ETV1_uc011jxn.1_Missense_Mutation_p.E433K|ETV1_uc011jxo.1_Missense_Mutation_p.E370K|ETV1_uc011jxp.1_Missense_Mutation_p.E415K|ETV1_uc003ssw.3_Missense_Mutation_p.E450K|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Missense_Mutation_p.E455K|ETV1_uc011jxs.1_Missense_Mutation_p.E455KNM_004956 NP_004947 P50549 ETV1_HUMAN 35ACGTAGCCTTCGTTGTAGGGG0.478

- 2 195_196AGR2_uc011jxy.1_Missense_Mutation_p.K3MNM_006408 NP_006399 O95994 AGR2_HUMAN 0ACACTGGAATTTTCTCCATGGC0.47

+ 51 8334 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15TTGTTTCAGAGAAGAATGCTG0.363

+ 6 518STK31_uc003swt.3_Missense_Mutation_p.P128S|STK31_uc011jze.1_Missense_Mutation_p.P151S|STK31_uc010kuq.2_Missense_Mutation_p.P128SNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9ACTACACATTCCTTCTGATCA0.328

- 9 952SKAP2_uc011jzi.1_Splice_Site_p.D48_splice|SKAP2_uc011jzj.1_Splice_Site_p.D205_spliceNM_003930 NP_003921 O75563 SKAP2_HUMAN 1GATTCCATATCTATAAAACAC0.294

- 1 397_398 NM_001126493 NP_001119965 0TTCATGCCTTCTTTCACCTTGC0.485

- 13 1588DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0CTTACGTGGTCTGAAACGCCT0.219

- 2 583AOAH_uc010kxf.2_Missense_Mutation_p.T61M|AOAH_uc011kba.1_IntronNM_001637 NP_001628 P28039 AOAH_HUMANSaposin B-type. 1GGCCTGGACCGTCGAGTTGTG0.507 rs148515077

+ 11 2850HECW1_uc011kbi.1_Missense_Mutation_p.V749INM_015052 NP_055867 Q76N89 HECW1_HUMAN 23GTTCGAGTCGGTACCCGACTC0.662

+ 4 376DBNL_uc003tjn.2_Intron|DBNL_uc003tjo.3_Missense_Mutation_p.R93Q|DBNL_uc003tjr.3_Intron|DBNL_uc003tjq.3_Missense_Mutation_p.R93Q|DBNL_uc011kbm.1_Intron|DBNL_uc011kbn.1_5'UTR|DBNL_uc011kbo.1_Intron|DBNL_uc011kbp.1_Missense_Mutation_p.R93Q|DBNL_uc011kbq.1_Missense_Mutation_p.R18Q|DBNL_uc011kbr.1_Missense_Mutation_p.R41Q|DBNL_uc011kbs.1_5'UTRNM_001014436 NP_001014436 Q9UJU6 DBNL_HUMAN ADF-H. 1AACGATGTGCGGAAGGGAGCC0.622

+ 2 242RAMP3_uc003tnc.2_Missense_Mutation_p.E29KNM_005856 NP_005847 O60896 RAMP3_HUMANExtracellular (Potential). 0CAACCTGTCCGAGTTCATCGT0.602

+ 1 401VSTM2A_uc010kze.2_Translation_Start_Site|VSTM2A_uc003tqc.3_Translation_Start_SiteNM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0CCCTCCCTTTTTGGAATGATG0.483

+ 7 1696AUTS2_uc003tvx.3_Missense_Mutation_p.P318LNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3CTCCGAGCTCCTTCTCCGGAC0.632

- 7 1113SEMA3C_uc011kgw.1_Missense_Mutation_p.F202Y|SEMA3C_uc011kgx.1_Missense_Mutation_p.F36YNM_006379 NP_006370 Q99985 SEM3C_HUMAN Sema. 1CATTCCAGAGAAAAGCTCCTC0.328

- 7 960_961HGF_uc003uhm.2_Nonsense_Mutation_p.Q261*|HGF_uc003uhn.1_Nonsense_Mutation_p.Q266*|HGF_uc003uho.1_Nonsense_Mutation_p.Q261*NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4GGCCTCGGCTGGCCATCGGGAT0.475

- 10 1073 NM_000722 NP_000713 P54289 CA2D1_HUMANExtracellular (Potential).|VWFA. 6ACAGATGTTCGGATCAGTTTA0.348

+ 23 2332CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.S705F|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Missense_Mutation_p.S455FNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0GCCACGGAATCCTTGTAAGTT0.403

- 3 293ZNF498_uc003urn.2_Intron|CYP3A5_uc003urr.2_5'UTR|CYP3A5_uc011kiy.1_Missense_Mutation_p.G59E|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_Intron|CYP3A5_uc003urt.2_Missense_Mutation_p.G69ENM_000777 NP_000768 P20815 CP3A5_HUMAN 0CCACATTTTTCCATACTTTTT0.413

+ 2 342 NM_005837 NP_005828 O75817 POP7_HUMAN 1AAAAGGCTTCCCAGCCGCCTG0.607

- 13 2683EPHB4_uc003uwm.1_Missense_Mutation_p.L638R|EPHB4_uc010lhj.1_Missense_Mutation_p.L731RNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CATCTCGGCAAGGTACCGCAT0.587

+ 8 1241SLC12A9_uc003uwq.2_Missense_Mutation_p.R278C|SLC12A9_uc011kki.1_5'UTR|SLC12A9_uc003uwr.2_Missense_Mutation_p.R103C|SLC12A9_uc003uws.2_5'UTR|SLC12A9_uc003uwt.2_Missense_Mutation_p.R103C|SLC12A9_uc003uwv.2_5'UTRNM_020246 NP_064631 Q9BXP2 S12A9_HUMANCytoplasmic (Potential). 0TGGTGCCTCCCGCATCCTCCA0.632 rs143596115

+ 3 3876MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|19.|59 X approximate tandem repeats.27AACTACTAGTGAAGGAAGTAC0.498

+ 3 6600MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|34.27CACCCTTTCAACAACTCCTGT0.483 rs147644870

+ 3 7335MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|39.27CAGCACACCTGTCACCACTTC0.517

+ 3 9432MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|50.|59 X approximate tandem repeats.27CACCCTTTCAACAACTCCTGT0.498

- 20 2460SLC26A3_uc003ves.2_Missense_Mutation_p.G637ENM_000111 NP_000102 P40879 S26A3_HUMAN 4ATTACGTAATCCTCCATTTGT0.333

- 30 4558LAMB4_uc003vey.2_Missense_Mutation_p.E1492K|LAMB4_uc010ljp.1_Missense_Mutation_p.E461KNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain I. 8GGCACGTTTTCCTCTTAAATA0.398

- 52 5974DOCK4_uc011kml.1_Missense_Mutation_p.P783L|DOCK4_uc011kmm.1_Missense_Mutation_p.P771L|DOCK4_uc003vfw.2_Missense_Mutation_p.P1314L|DOCK4_uc003vfy.2_Missense_Mutation_p.P1947L|DOCK4_uc003vfv.2_Missense_Mutation_p.P215LNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4GACGCTGTACGGGGGCGGAGT0.716

- 4 3120 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34GCTTACTAATCCTTCATTTTC0.403

- 4 2443 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34CTAAACGTGATTCCTTTTCAA0.378

- 4 2441 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34AAACGTGATTCCTTTTCAAAA0.373

+ 7 612ING3_uc003vjo.2_5'UTR|ING3_uc003vjp.2_Missense_Mutation_p.H160Y|ING3_uc011kns.1_Missense_Mutation_p.H145YNM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1GACAACAGATCATATTCCTGA0.299

- 5 1244CADPS2_uc003vkg.3_Missense_Mutation_p.V61M|CADPS2_uc010lkq.2_Missense_Mutation_p.V361MNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2GACAGTACCACGTCGGACTTT0.388

- 5 2076ZNF800_uc003vlw.1_Missense_Mutation_p.V508I|ZNF800_uc003vly.1_Missense_Mutation_p.V605I|ZNF800_uc010lla.2_Missense_Mutation_p.V605INM_176814 NP_789784 Q2TB10 ZN800_HUMAN 1TCAATACCGACGTCAGCTACT0.373

+ 41 7167FLNC_uc003voa.3_Missense_Mutation_p.G2287RNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 21. 12GGTGCGGGCCGGAGGCACAGG0.677

+ 20 2111FAM40B_uc003vow.2_Missense_Mutation_p.A691T|FAM40B_uc011koz.1_Missense_Mutation_p.A183TNM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0GTTTAAATCGGCACCAATCTT0.438

- 21 4124 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TCATGGATGTCCGTCTGCAGC0.562

- 19 2660JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1ACCGAGAAGGAAGTTTCACCA0.483

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 7 1067 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1CTCCCTGTCAGCACTGTTGAT0.582

- 1 170 NM_176817 NP_789787 P59533 T2R38_HUMANHelical; Name=1; (Potential). 2GGTCAGAAACCCCACTGCAAA0.463

- 4 759TRYX3_uc003vxc.3_Missense_Mutation_p.K147ENM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0TCGGGCTCTTTGTCTAAAGAA0.353

+ 11 1333CLCN1_uc011ktc.1_Missense_Mutation_p.G78RNM_000083 NP_000074 P35523 CLCN1_HUMAN 5ATTCATGGCTGGAGAGGTCAG0.463



+ 1 373 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMANCytoplasmic (Potential). 6AATTGCTACCTTCACCCACCC0.498

- 4 825 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 2. 3GCTCTTCTCACACTCACTGCA0.577

+ 9 1777ACCN3_uc003wio.2_Missense_Mutation_p.G470E|ACCN3_uc003wip.2_Missense_Mutation_p.G470E|ACCN3_uc003wiq.2_RNANM_004769 NP_004760 Q9UHC3 ACCN3_HUMANCytoplasmic (Potential). 2AAGGTCCTGGGATATTTCTGG0.612

+ 3 1150 NM_018941 NP_061764 Q9UBY8 CLN8_HUMAN 3CAGCTGCTGCGGAAGAAGAGG0.592

- 21 3602CSMD1_uc011kwj.1_Missense_Mutation_p.S463F|CSMD1_uc003wqe.2_Missense_Mutation_p.S227FNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 6.|Extracellular (Potential). 25CAGGAAGCAGGAAAACGTCAG0.557

- 3 439 NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1CAGAGGGCATCCGGTAGCGGT0.433

+ 13 1652PIWIL2_uc011kzf.1_Missense_Mutation_p.G502R|PIWIL2_uc010ltv.2_Missense_Mutation_p.G502RNM_018068 NP_060538 Q8TC59 PIWL2_HUMAN 1TTTTATGACCGGAATCCCAGA0.468 rs138817329

+ 18 2079SORBS3_uc003xbw.3_Missense_Mutation_p.T238INM_005775 NP_005766 O60504 VINEX_HUMAN 0AGACCCCAGACCCAGGTGAGG0.657

+ 2 424SLC25A37_uc003xdn.1_Missense_Mutation_p.L91F|SLC25A37_uc003xdp.2_RNA|SLC25A37_uc010ltz.2_RNA|SLC25A37_uc003xdq.2_5'FlankNM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 1. 0CTACGGAGCCCTCAAGAAAAT0.522

+ 19 2124DOCK5_uc010luf.1_RNA|DOCK5_uc003xeh.1_Missense_Mutation_p.G377R|DOCK5_uc003xei.2_Missense_Mutation_p.G233R|DOCK5_uc003xej.2_RNANM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-1. 3AGTGGATGGAGGAGAGATTGT0.333

+ 24 2474PTK2B_uc003xfo.1_Missense_Mutation_p.L556M|PTK2B_uc003xfp.1_Missense_Mutation_p.L556M|PTK2B_uc003xfq.1_Missense_Mutation_p.L556M|PTK2B_uc003xfr.1_Missense_Mutation_p.L302MNM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5CCGGAACATCCTGGTGGCCTC0.572

+ 2 286 NM_004095 NP_004086 Q13541 4EBP1_HUMAN 0CAAAACACCCCCAAGGGATCT0.562

- 8 1917SLC20A2_uc010lxm.2_Missense_Mutation_p.S408L|SLC20A2_uc003xpe.2_Missense_Mutation_p.S408L|SLC20A2_uc011lcu.1_Missense_Mutation_p.S210LNM_006749 NP_006740 Q08357 S20A2_HUMANCytoplasmic (Potential). 2CTCTGGGGCCGATGAGTCCGC0.602

- 23 4432PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2ACAGCAGGTTCCTTTCACCAA0.517

- 17 3339_3340PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2TTTATGGAACGGAAGGTGGCCT0.495

- 2 419PENK_uc003xta.3_Missense_Mutation_p.K113INM_006211 NP_006202 P01210 PENK_HUMAN 4CTCATCCATTTTCTTCATGAA0.498

+ 2 700CLVS1_uc003xug.2_Missense_Mutation_p.F126L|CLVS1_uc003xui.2_Intron|CLVS1_uc010lyp.2_Missense_Mutation_p.F126LNM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5GATCGATGGGTTCCCCGGGGT0.483

+ 5 744uc003yak.1_Intron|PI15_uc003yam.2_Missense_Mutation_p.H189YNM_015886 NP_056970 O43692 PI15_HUMAN 3ATGCGCAATTCATACTTGCCA0.428

- 8 763CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.S188L|CA1_uc003ydi.2_Missense_Mutation_p.S188LNM_001738 NP_001729 P00915 CAH1_HUMAN 2ATCCAGGGATGAAGGAAGGAG0.428

- 15 1862UBR5_uc003yks.1_Missense_Mutation_p.P610LNM_015902 NP_056986 O95071 UBR5_HUMAN 28TGGAGATGGTGGAGGACCCAT0.378

- 26 2712ASAP1_uc003ysz.1_Missense_Mutation_p.P706L|ASAP1_uc011liw.1_Missense_Mutation_p.P888LNM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN Pro-rich. 4AGGTAGTTTAGGAAGAACTCT0.294

- 9 2438ADCY8_uc010mds.2_IntronNM_001115 NP_001106 P40145 ADCY8_HUMANHelical; (Potential). 6CTTTGTATTGCCGTGATAAAT0.353

+ 20 4326TG_uc010mdw.2_Missense_Mutation_p.H188YNM_003235 NP_003226 P01266 THYG_HUMAN 15CCAAGGGGACCACTTTGGCAC0.567

+ 21 3531DENND3_uc010mep.2_Missense_Mutation_p.P1046S|DENND3_uc003ywa.1_Missense_Mutation_p.P135S|DENND3_uc003ywb.2_Missense_Mutation_p.P135SNM_014957 NP_055772 A2RUS2 DEND3_HUMAN WD 2. 1CCAGCTCCTTCCTGAGGTATC0.577

- 2 174 NM_205545 NP_991108 Q6UXB3 LYPD2_HUMAN UPAR/Ly6. 0ACTCCTGTGGGCTCCGGACAG0.637

- 5 939CYP11B1_uc010mex.2_5'Flank|CYP11B1_uc003yxh.2_5'UTR|CYP11B1_uc003yxj.2_Missense_Mutation_p.L311H|CYP11B1_uc010mey.2_Missense_Mutation_p.L382HNM_000497 NP_000488 P15538 C11B1_HUMAN 3CCCTGCAGTGAGTTCCATAGA0.622

- 4 689CYP11B1_uc010mex.2_5'Flank|CYP11B1_uc003yxh.2_5'Flank|CYP11B1_uc003yxj.2_Missense_Mutation_p.E228K|CYP11B1_uc010mey.2_Missense_Mutation_p.E299KNM_000497 NP_000488 P15538 C11B1_HUMAN 3AACATGACCTCCAGGGCATGG0.607

- 6 737PYCRL_uc011lkm.1_Missense_Mutation_p.R223C|PYCRL_uc011lkn.1_RNANM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0ACGTCTGAGCGCAGCTGGGCT0.697

- 3 1516 NM_003923 NP_003914 O75593 FOXH1_HUMANSMAD-interaction domain (SID). 0TCAGGGGCCACCCCCCAGTAG0.612

- 4 1620 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0GGTAGGGAGAGAGCTTGCACT0.478

- 2 688 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1GTGGCCTCGGCGTGCTCGGCC0.687

+ 3 1718RMI1_uc004anr.3_Missense_Mutation_p.S437F|RMI1_uc004anp.3_Missense_Mutation_p.S437F|RMI1_uc004ans.3_Missense_Mutation_p.S437FNM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 GATAGCCATTCCttaaataat0.284

+ 2 243C9orf89_uc004ate.2_RNA|C9orf89_uc004atf.2_RNANM_032310 NP_115686 Q96LW7 BINCA_HUMAN CARD. 0GGCCATGGGCGCTTGAGTGAG0.557 rs117047073

- 1 671 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMANCytoplasmic (Potential). 1TCGCAAGATGGTGTAGAGGAT0.408

- 5 1323ASTN2_uc004bjr.1_Missense_Mutation_p.E408K|ASTN2_uc004bjt.1_Missense_Mutation_p.E357KNM_198187 NP_937830 O75129 ASTN2_HUMANCytoplasmic (Potential). 9AGCTGAGTTTCATCGTCTGCC0.537

+ 2 215MRRF_uc004bmc.2_Missense_Mutation_p.V34M|MRRF_uc011lyq.1_Missense_Mutation_p.V55M|MRRF_uc010mvz.1_RNA|MRRF_uc010mwa.2_Missense_Mutation_p.V34M|MRRF_uc011lyr.1_Missense_Mutation_p.V34M|MRRF_uc004bmd.2_Missense_Mutation_p.V34M|MRRF_uc004bme.2_RNANM_138777 NP_620132 Q96E11 RRFM_HUMAN 3ACTGAAGACAGTGCATGAAAG0.478

+ 4 664COQ4_uc011max.1_Missense_Mutation_p.S106L|COQ4_uc004bus.2_Missense_Mutation_p.S82L|COQ4_uc010mxy.2_Missense_Mutation_p.S82LNM_016035 NP_057119 Q9Y3A0 COQ4_HUMAN 0CCCCGGATTTCGACATCCACC0.597

+ 7 965_966SPTAN1_uc011mbg.1_Nonsense_Mutation_p.R285*|SPTAN1_uc011mbh.1_Nonsense_Mutation_p.R297*|SPTAN1_uc004bvm.3_Nonsense_Mutation_p.R285*|SPTAN1_uc004bvn.3_Nonsense_Mutation_p.R285*NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 4. 10ATGATTTTGGCCGAGACCTGGC0.48

+ 5 499SLC34A3_uc004cmc.1_5'UTR|SLC34A3_uc004cmd.1_Missense_Mutation_p.A105T|SLC34A3_uc011met.1_Missense_Mutation_p.A105TNM_080877 NP_543153 Q8N130 NPT2C_HUMANExtracellular (Potential). 0AGGCAAAGTGGCCGGAGACAT0.647

- 2 191 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8ATCAGCACCACGGAGAGGGCC0.622

- 4 306FAM9B_uc011mhv.1_RNA|FAM9B_uc004csh.2_IntronNM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0CAAGTTTTATCCATTTTCATC0.274

+ 9 1385FRMPD4_uc011mij.1_Missense_Mutation_p.D285ENM_014728 NP_055543 Q14CM0 FRPD4_HUMAN FERM. 13TCCCAAAAGATCCAATTGACC0.393

+ 8 786CDKL5_uc004cyn.2_Missense_Mutation_p.R178QNM_003159 NP_003150 O76039 CDKL5_HUMANProtein kinase. 6AGATGGTATCGGTCCCCAGAA0.408

+ 17 2144PPEF1_uc004cyp.2_Missense_Mutation_p.E527K|PPEF1_uc004cyr.2_Missense_Mutation_p.E493K|PPEF1_uc004cys.2_Missense_Mutation_p.E555K|PPEF1_uc011mja.1_Missense_Mutation_p.E490K|PPEF1_uc011mjb.1_Missense_Mutation_p.E499KNM_006240 NP_006231 O14829 PPE1_HUMAN 0ACCTGTACAAGAGGCAAGTGA0.373

+ 37 4399 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3GCTGGTTGTGCCGTGAAATCC0.507

+ 1 876 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGAGCCTCCCAAGACTCGCGT0.607

- 10 775GRIPAP1_uc004dlz.2_Missense_Mutation_p.T137R|GRIPAP1_uc004dma.2_Missense_Mutation_p.T194RNM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3CTCCTTTTCTGTCTGCAGACG0.507



+ 3 393CLCN5_uc004dor.1_Missense_Mutation_p.H119Y|CLCN5_uc004doq.1_Missense_Mutation_p.H119Y|CLCN5_uc004dot.1_Missense_Mutation_p.H49YNM_000084 NP_000075 P51795 CLCN5_HUMANCytoplasmic (By similarity). 4GGCCTTAATTCACAGTGTGAG0.363

- 9 1187ABCB7_uc004ebz.2_Missense_Mutation_p.G389S|ABCB7_uc011mqn.1_Missense_Mutation_p.G362S|ABCB7_uc010nls.2_Missense_Mutation_p.G349S|ABCB7_uc010nlt.2_Missense_Mutation_p.G348SNM_004299 NP_004290 O75027 ABCB7_HUMANABC transmembrane type-1.|Helical; (Potential). 1GCTGTTAAACCGACACTGAAA0.398

+ 4 1789CYLC1_uc004eeh.1_Missense_Mutation_p.E589KNM_021118 NP_066941 P35663 CYLC1_HUMAN 5TACATTCAATGAAAAAGGGGA0.418

+ 5 972ZNF711_uc004eep.2_Missense_Mutation_p.D209N|ZNF711_uc004eeq.2_Missense_Mutation_p.D209N|ZNF711_uc011mqy.1_5'FlankNM_021998 NP_068838 Q9Y462 ZN711_HUMAN 4TTTTATAGTGGATGATGTTGG0.313

- 1 419 NM_001002916 NP_001002916 Q7Z2G1 H2BWT_HUMAN 1GGCAGTGATGGTCTGGCGCTT0.647

+ 11 2788 NM_017416 NP_059112 Q9NP60 IRPL2_HUMANCytoplasmic (Potential). 3ATCCTCCAAAGAGCTTAGCTT0.408

- 2 878GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANExtracellular (Potential). 8TCGATTGGCTGTATGCACCCA0.532

- 2 353GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMAN 8AGATGCAAGGCCATGGTGTCC0.572

- 5 2180TRPC5_uc004epm.1_Missense_Mutation_p.E421KNM_012471 NP_036603 Q9UL62 TRPC5_HUMANCytoplasmic (Potential). 1TCCCACATTTCCTTAATCTCA0.443

+ 6 1653HTR2C_uc010nqc.1_Missense_Mutation_p.A309T|HTR2C_uc004epv.1_3'UTRNM_000868 NP_000859 P28335 5HT2C_HUMANCytoplasmic (By similarity). 3TGAAAGAAAAGCTTCGAAAGT0.438

+ 12 1660 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3GCAAAGAGGTGGATATTCTGG0.363

- 18 3313ODZ1_uc011muj.1_Nonsense_Mutation_p.W1082*|ODZ1_uc010nqy.2_Nonsense_Mutation_p.W1083*NM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23CGGTCTTGTTCCAAGCAAATG0.448

+ 4 2104MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4AGGACTCCATGTCTCCTCTCT0.572

- 2 420SLITRK4_uc004fby.2_Missense_Mutation_p.S15LNM_173078 NP_775101 Q8IW52 SLIK4_HUMAN 2TGCATTTGTCGAAGAAATCAG0.388

+ 7 887 NM_018558 NP_061028 Q9UN88 GBRT_HUMANHelical; (Potential). 3CGTTTTGGATGAACTATGATT0.443

+ 2 247 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1AAGAAGTTCTCTGCGCACTAC0.622

+ 5 557CA6_uc009vmn.2_Missense_Mutation_p.S118NNM_001215 NP_001206 P23280 CAH6_HUMAN 2ACTTATTACAGCAACTTCATT0.498

+ 1 4118MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN 9.|Ala-rich. 0GAGCCCGCCTCCCCAGCTGCT0.726

- 17 932COL9A2_uc001cfi.1_Missense_Mutation_p.R107CNM_001852 NP_001843 Q14055 CO9A2_HUMANTriple-helical region 3 (COL3). 2TGGGGTCCACGAATACCTGGG0.622

+ 14 1698NBPF16_uc009wkt.1_Missense_Mutation_p.L283VNM_001102663 NP_001096133 0CAGGGAGCTGCTGGAGGTAGT0.488

+ 6 818 NM_002001 NP_001992 P12319 FCERA_HUMANCytoplasmic (Potential). 5AAGAGAACCAGGAAAGGCTTC0.383

+ 2 439ALOX5_uc009xmt.2_Missense_Mutation_p.D114N|ALOX5_uc010qfg.1_Missense_Mutation_p.D114NNM_000698 NP_000689 P09917 LOX5_HUMAN PLAT. 2TGTCCTGAGGGATGGACGCGG0.582

+ 14 2035CHAT_uc001jhv.1_Missense_Mutation_p.R510W|CHAT_uc001jhx.1_Missense_Mutation_p.R510W|CHAT_uc001jhy.1_Missense_Mutation_p.R510W|CHAT_uc001jia.2_Missense_Mutation_p.R510W|CHAT_uc010qgs.1_Missense_Mutation_p.R510WNM_020549 NP_065574 P28329 CLAT_HUMAN 3GCTGGCACTGCGGGAGCTGGC0.572 rs116097791

+ 17 2097PRKG1_uc001jjo.2_Missense_Mutation_p.P650S|PRKG1_uc009xow.1_Missense_Mutation_p.P353S|uc001jjq.1_IntronNM_001098512 NP_001091982 Q13976 KGP1_HUMANAGC-kinase C-terminal. 6CTTGACACCTCCTATAATACC0.333

- 6 1433TMEM26_uc010qij.1_RNA|TMEM26_uc001jlp.1_RNANM_178505 NP_848600 Q6ZUK4 TMM26_HUMAN 0TGGGGAGCCCCGCAAAGGAAT0.582

- 5 1915RAB11FIP2_uc009xyz.1_Missense_Mutation_p.T512MNM_014904 NP_055719 Q7L804 RFIP2_HUMANFIP-RBD.|Necessary for the interaction with AP2A1, RAB11A, subcellular location, endocytosis activity and homooligomerization.0AATACTGGGCGTTTCTTCCAT0.423

+ 3 577PPP2R2D_uc001lkr.2_5'UTR|PPP2R2D_uc001lkt.2_5'UTR|PPP2R2D_uc009yay.2_5'UTRNM_018461 NP_060931 Q66LE6 2ABD_HUMAN 1CCTGAAAGACGAAGATGGAAG0.368

+ 1 637HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANHelical; Name=5; (Potential). 1TATCGTGGATCCTCTGCTCAT0.498

- 2 1441RDH16_uc010sqx.1_5'FlankNM_014830 NP_055645 O15060 ZBT39_HUMAN 1GGCAGCGCATTTCAGCTCTGG0.552

- 6 1717_1718KIAA1370_uc002ach.3_RNA|KIAA1370_uc010bfg.1_Missense_Mutation_p.R434E|KIAA1370_uc010ugf.1_Missense_Mutation_p.R529ENM_019600 NP_062546 Q32MH5 K1370_HUMAN 0ATATGAACTCCTAAACACTTTA0.401

- 4 621CLEC18C_uc002exy.2_Intron|PDXDC2_uc002eyb.2_RNA|PDXDC2_uc002eyc.2_RNA 0TTACTGTTCTTTGGCGGTCTT0.363

+ 47 7485 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 3 (By similarity). 13GCCCGCTAAGGACATGTTTGG0.517

+ 2 487CNP_uc002hyk.1_Missense_Mutation_p.D115N|CNP_uc010wfz.1_Intron|CNP_uc002hym.1_Missense_Mutation_p.D95N|CNP_uc010wga.1_IntronNM_033133 NP_149124 P09543 CN37_HUMAN 0CCGCCGCCGGGACATCAGAAT0.602

- 4 392 NM_002634 NP_002625 P35232 PHB_HUMAN 0ATGCTGGTGAAGATGCGAGGA0.527

- 8 915SBNO2_uc002lrj.3_Missense_Mutation_p.L169R|SBNO2_uc010dse.2_Missense_Mutation_p.L219R|SBNO2_uc010xgj.1_Missense_Mutation_p.L169R|SBNO2_uc010dsf.2_Missense_Mutation_p.L169RNM_014963 NP_055778 Q9Y2G9 SBNO2_HUMAN 0GACGCTGGACAGTGTGCTGGT0.657

- 284 82270uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G21044E|TTN_uc010zfi.1_Missense_Mutation_p.G20977E|TTN_uc010zfj.1_Missense_Mutation_p.G20852ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCACCAACTCCATTTTCTAT0.413

- 25 2584KIF1A_uc010fzk.2_Missense_Mutation_p.R822Q|KIF1A_uc002vzz.1_Missense_Mutation_p.R822QNM_004321 NP_004312 Q12756 KIF1A_HUMAN Potential. 1GTACATCTCCCGCATCAGGTC0.652

+ 10 1244RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.A301T|RTEL1_uc011abd.1_Missense_Mutation_p.A325T|RTEL1_uc002yfv.2_Missense_Mutation_p.A351T|RTEL1_uc011abe.1_Missense_Mutation_p.A78T|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0GGAGTTCAGCGCGGACTCCCC0.662 rs144255879

- 21 3384SEMA5B_uc011bju.1_Missense_Mutation_p.T933I|SEMA5B_uc003ega.1_RNA|SEMA5B_uc003egb.1_Missense_Mutation_p.T1027I|SEMA5B_uc003efy.1_Missense_Mutation_p.T5INM_001031702 NP_001026872 Q9P283 SEM5B_HUMANExtracellular (Potential). 7TGCACAGTCGGTGGCCTCCTC0.632

- 3 501 RPL39L_uc003frf.1_RNANM_052969 NP_443201 Q96EH5 RL39L_HUMAN 0TTATAGACCCAGCTTGGTTCT0.418

- 18 3142EVC2_uc011bwb.1_Missense_Mutation_p.D470N|EVC2_uc003gik.2_Missense_Mutation_p.D950NNM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5ACCAGCTGGTCCTCCAGCTTC0.642

- 146 26926SYNE1_uc010kiv.2_Missense_Mutation_p.A3299V|SYNE1_uc003qos.3_Missense_Mutation_p.A3299V|SYNE1_uc003qot.3_Missense_Mutation_p.A8727V|SYNE1_uc003qou.3_Missense_Mutation_p.A8775V|SYNE1_uc003qop.3_Missense_Mutation_p.A960V|SYNE1_uc011eez.1_3'UTR|SYNE1_uc003qoq.3_3'UTR|SYNE1_uc003qor.3_3'UTRNM_182961 NP_892006 Q8NF91 SYNE1_HUMANPerinuclear space (Potential).|KASH. 45GTTGGAGAGGGCACAGCTGTA0.552

- 12 1832GLI3_uc011kbg.1_Missense_Mutation_p.E522KNM_000168 NP_000159 P10071 GLI3_HUMAN C2H2-type 4. 19TTGCAACCTTCGTGCTCACAG0.473

- 16 2319 NM_012431 NP_036563 O15041 SEM3E_HUMANIg-like C2-type. 3TGTCTCACGTCCTTTCTGTAC0.368

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 5 817MLLT3_uc011lne.1_Missense_Mutation_p.S154R|MLLT3_uc011lnf.1_Missense_Mutation_p.S183R|MLLT3_uc003zof.2_5'UTRNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 tactgctgctgctgctgctgc 0.164

- 2 143COQ4_uc011max.1_5'Flank|COQ4_uc004bur.3_5'Flank|COQ4_uc004bus.2_5'Flank|COQ4_uc010mxy.2_5'FlankNM_015679 NP_056494 O95900 TRUB2_HUMAN 1TGTTTAGGAGCGGGAGGCTTC0.368



+ 4 614TUBBP5_uc010ncq.2_3'UTR 0CTCTCAGTCCACCAGCTCATA0.517 rs77284214

+ 1 1543 NM_001136234 NP_001129706 1 tgctgctgctgctgctgctcc 0.104

+ 42 6425MED12_uc004dyz.2_Nonsense_Mutation_p.Q2075*|MED12_uc004dza.2_Nonsense_Mutation_p.Q1926*|MED12_uc010nla.2_Nonsense_Mutation_p.Q705*NM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. 4 gcagcagcagcagtaccacat 0.264

+ 2 457 NM_207422 NP_997305 Q56UQ5 TPT1L_HUMAN 1CCTGGAGGTGGAAGGGAAGAT0.512

- 8 1138KIAA0562_uc010nzm.1_RNA|KIAA0562_uc001akz.2_Missense_Mutation_p.A260VNM_014704 NP_055519 O60308 CE104_HUMAN Potential. 0CTTCTCCACGGCACAGCGTTT0.498

+ 16 2279MFN2_uc009vni.2_Missense_Mutation_p.S609FNM_014874 NP_055689 O95140 MFN2_HUMANHelical; Name=1; (Potential). 1GGCCTGGCCTCCTTGACATCC0.642

- 3 530 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0AGCCAAAGTTCTACAAACACA0.498

+ 1 112UBXN11_uc001bma.2_Intron|CD52_uc009vsg.1_RNANM_001803 NP_001794 P31358 CD52_HUMAN 0AAGCGCTTCCTCTTCCTCCTA0.522

+ 5 1036 NM_031459 NP_113647 P58004 SESN2_HUMAN 7AGCCCTGCCCCCCAGGCACCT0.622

- 4 1204SDC3_uc001bsd.2_Missense_Mutation_p.L328RNM_014654 NP_055469 O75056 SDC3_HUMANExtracellular (Potential). 2CTCACCTACGAGCACCTCCTT0.637

- 2 945SPOCD1_uc001btu.2_Missense_Mutation_p.Q296R|SPOCD1_uc001btv.2_IntronNM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6GCTGCCTGGCTGGGGCCCATC0.642

+ 6 977TMEM39B_uc010ogt.1_RNA|TMEM39B_uc010ogu.1_Missense_Mutation_p.F150L|TMEM39B_uc001bue.3_Missense_Mutation_p.F278L|TMEM39B_uc001buf.3_Missense_Mutation_p.F78L|TMEM39B_uc010ogw.1_Missense_Mutation_p.F78LNM_018056 NP_060526 Q9GZU3 TM39B_HUMAN 0AGGTGGAGTTCCTCAAGATGG0.587

- 52 7819CSMD2_uc001bxm.1_Missense_Mutation_p.S2595NNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 16.|Extracellular (Potential). 12GCTGATGCTACTGACATCAGG0.473

- 45 6887CSMD2_uc001bxm.1_Missense_Mutation_p.F2284L|CSMD2_uc001bxo.1_Missense_Mutation_p.F1157LNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|CUB 13. 12ACTGACCGGAGAAAGCTATGG0.313

- 25 3961CSMD2_uc001bxm.1_Missense_Mutation_p.G1351E|CSMD2_uc001bxo.1_Missense_Mutation_p.G224ENM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 8.|Extracellular (Potential). 12TGACACTTACCCAATGGTGCA0.577

- 8 1265GRIK3_uc001cba.1_Missense_Mutation_p.R377QNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7GAAAACAATTCGTCCAGTTAA0.498

- 4 4823HIVEP3_uc001cha.3_Missense_Mutation_p.H1204Y|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6TGGGGGAGATGGAGTTGGCCT0.607

- 12 2458DEPDC1_uc001dej.3_Missense_Mutation_p.T149A|DEPDC1_uc001dek.3_RNA|DEPDC1_uc001del.3_Missense_Mutation_p.T497ANM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0CTCTCCGTGGTTGGAAATCTT0.353

- 2 426 GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMANGTP (By similarity). 1CATCAGGTAGGATTTGCCTGT0.542

+ 4 950 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANHelical; Name=3; (Potential). 2TCATCGGGTGGAGCATCTTCT0.577

- 7 1579 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 2. 2CTTTCCTCCGGGGAGTCCTGC0.483

+ 2 232CHD1L_uc001epn.3_5'UTR|CHD1L_uc010ozo.1_RNA|CHD1L_uc009wjg.2_RNA|CHD1L_uc009wjh.2_Missense_Mutation_p.L57F|CHD1L_uc010ozp.1_Intron|CHD1L_uc001epo.3_IntronNM_004284 NP_004275 Q86WJ1 CHD1L_HUMAN 6AGTAAACTGGCTCGCCCAGCG0.507

- 3 2464 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CTGGGCCCTGTCCATCCATGG0.567

- 2 843ADAR_uc001ffj.2_Missense_Mutation_p.G215S|ADAR_uc001ffi.2_Missense_Mutation_p.G215S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACCGTCTGGTCTT0.522

- 1 491 NM_001005185 NP_001005185 Q8NGY5 OR6N1_HUMANExtracellular (Potential). 1TGGGAGGCGTGAAATCAAGGA0.502

+ 10 2380 NM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 6. 9GTTCCGGTGGGGAAGGAGCAG0.647

+ 3 907CRB1_uc010poz.1_Missense_Mutation_p.H189Y|CRB1_uc001gty.1_Missense_Mutation_p.H258Y|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Intron|CRB1_uc010ppb.1_Missense_Mutation_p.H258Y|CRB1_uc010ppc.1_RNANM_201253 NP_957705 P82279 CRUM1_HUMANEGF-like 6; calcium-binding (Potential).|Extracellular (Potential).9CCTGGGGGATCACTGTGAACT0.512

+ 4 419PTPRC_uc001gus.1_Missense_Mutation_p.S80F|PTPRC_uc001gut.1_Intron|PTPRC_uc009wze.1_Intron|PTPRC_uc009wzf.1_Intron|PTPRC_uc010ppg.1_Intron|PTPRC_uc001guu.1_Missense_Mutation_p.S123F|PTPRC_uc001guv.1_Intron|PTPRC_uc001guw.1_IntronNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential). 12GACAATACTTCCACCCAAGTA0.423

+ 9 1208CTSE_uc001hdv.2_Silent_p.Q316Q|CTSE_uc010prs.1_Silent_p.Q241QNM_001910 NP_001901 P14091 CATE_HUMAN 1CCACCCTCCAGCTGGGCCCCT0.542

+ 4 856RASSF5_uc001hec.1_Missense_Mutation_p.E267K|RASSF5_uc001hee.2_Missense_Mutation_p.E267K|RASSF5_uc001hef.2_Missense_Mutation_p.E114K|RASSF5_uc001heg.1_Missense_Mutation_p.E40KNM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1TGCCATCAAGGAGGTGAACCT0.592

+ 9 1388CNST_uc001ibo.3_Missense_Mutation_p.P337LNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GGGAGCAGTCCCTGCTGTCAT0.488

+ 6 1162OR2W3_uc001idp.1_IntronNM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. p.E372K(1) 7AAGAAAGGGGGAAACCACGCC0.562 rs143805378

+ 1 698_699 NM_001005471 NP_001005471 Q8NHC8 OR2T6_HUMANCytoplasmic (Potential). 3TCGGCTGAAGGGAGGAAGAAGG0.51

- 1 577 NM_001001964 NP_001001964 Q8NH01 O2T11_HUMANHelical; Name=5; (Potential). 1ATCAGAGTTTCATACAAGGAC0.483

+ 12 1778AGAP11_uc001kef.2_IntronNM_133447 NP_597704 Q8TF27 AGA11_HUMAN PH. 0ATCGGCCTGCGCACCCATCTC0.473

- 7 1385SLC16A12_uc001kgl.2_Missense_Mutation_p.L4FNM_213606 NP_998771 Q6ZSM3 MOT12_HUMANHelical; (Potential). 1AGATAGCAGAGCCCATCCATT0.463

+ 6 3472ZNF518A_uc001klo.1_Missense_Mutation_p.V342A|ZNF518A_uc001klq.2_Missense_Mutation_p.V872A|ZNF518A_uc001klr.2_Missense_Mutation_p.V872ANM_014803 NP_055618 Q6AHZ1 Z518A_HUMAN 1CCACAAGATGTGAGAGATTCA0.373

- 7 1170 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 3. 5GATGAGGTTCCACCTGTGGTC0.682

+ 20 2992SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10CTCCGAGTTCCATTTGTTGCC0.448

+ 8 842 NM_000936 NP_000927 P16233 LIPP_HUMAN 3GGACATAGACGGAATCTGGGA0.398 rs62623373

- 5 521C10orf93_uc001llu.2_Missense_Mutation_p.R149CNM_173572 NP_775843 Q5SR76 CJ093_HUMAN 1AGATGGTGACGATATCCAGGC0.527

+ 5 532 NM_206893 NP_996776 Q96PG2 M4A10_HUMANExtracellular (Potential). 2CTCCAAGGATCTCTTTCTGGA0.512

- 2 1247BRMS1_uc001ohp.1_5'Flank|BRMS1_uc001oho.1_5'FlankNM_006876 NP_006867 O43505 B3GN1_HUMANLumenal (Potential). 0AAGAAACCTTCGTTCAGGACC0.473

+ 2 517RBM4_uc009yrk.2_Intron|RBM4_uc001oiv.2_Missense_Mutation_p.P10L|RBM4_uc001oiw.1_Missense_Mutation_p.P10L|RBM4_uc001oix.1_Missense_Mutation_p.P10L|RBM4_uc010rpj.1_Missense_Mutation_p.P10L|RBM4_uc001oiy.1_Missense_Mutation_p.P10L|RBM4_uc001oiz.1_Missense_Mutation_p.P10LNM_002896 NP_002887 Q9BWF3 RBM4_HUMAN RRM 1. 1GGAAACCTGCCCCGGGAGGCT0.493

- 10 2304CD163_uc001qta.3_Missense_Mutation_p.G726S|CD163_uc009zfw.2_Missense_Mutation_p.G759SNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 7.|Extracellular (Potential). 8GCACAGCGACCTCCTCCATTT0.458

+ 13 2713PHC1_uc001qve.2_Missense_Mutation_p.V853INM_004426 NP_004417 P78364 PHC1_HUMAN 2CTATGCTCGCGTTCGCAGGCG0.537

- 3 1091SYT10_uc009zju.1_Missense_Mutation_p.G75ENM_198992 NP_945343 Q6XYQ8 SYT10_HUMANCytoplasmic (Potential).|C2 1. 2GTCAGAAGTTCCTGTGAAGTC0.358



- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transporter. 6 ACTTACTTATGATAAAACATA0.368

+ 1 82ARID2_uc001ror.2_Missense_Mutation_p.H28Y|LOC400027_uc001roq.2_5'FlankNM_152641 NP_689854 Q68CP9 ARID2_HUMAN ARID. 10GCAGTTCCACCACAGCAGAGG0.677

- 39 11948 NM_003482 NP_003473 O14686 MLL2_HUMAN Gln-rich. 41AGACAGTAAAGTTCGACTCTG0.333

- 51 6918 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GCTGACCACGGAGGGCCTCAG0.622

- 11 1438KDM2B_uc001uar.2_Missense_Mutation_p.S36L|KDM2B_uc001uas.2_Missense_Mutation_p.S414L|KDM2B_uc001uau.2_Missense_Mutation_p.S328L|KDM2B_uc001uav.3_Missense_Mutation_p.S355LNM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2GCTGGTGGGTGAAGTGGAGCC0.542

- 12 1570VPS33A_uc001ucc.2_RNANM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1GTACACATACGATATGTCCGT0.527

+ 4 942PUS1_uc001ujg.2_Missense_Mutation_p.V127M|PUS1_uc001ujh.2_Missense_Mutation_p.V127M|PUS1_uc001uji.2_Missense_Mutation_p.V102MNM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2AGCCGGCCAGGTGGTATCCCT0.557

- 5 1217 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5TGGTCCAGGCGAGCCCAGGCC0.647

- 3 1055GJB6_uc001unc.3_Missense_Mutation_p.K168E|GJB6_uc001una.3_Missense_Mutation_p.K168E|GJB6_uc001und.3_Missense_Mutation_p.K168E|GJB6_uc001unb.3_Missense_Mutation_p.K168ENM_006783 NP_006774 O95452 CXB6_HUMANExtracellular (Potential). 1ATCCCACATTTCAACACCCAG0.443

+ 3 243 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0CAATACAAAACCTGGCCAACC0.517

+ 8 1945GPHN_uc001xiw.2_Missense_Mutation_p.A290V|GPHN_uc001xix.2_Missense_Mutation_p.A308V|GPHN_uc010tss.1_Missense_Mutation_p.A288V|GPHN_uc010tst.1_Missense_Mutation_p.A244V|GPHN_uc010tsu.1_Missense_Mutation_p.A198VNM_001024218 NP_001019389 Q9NQX3 GEPH_HUMANInteraction with GABARAP (By similarity). 2CGTGCTCAGGCTACATCTCGC0.498

+ 3 910PCNX_uc001xmn.3_Missense_Mutation_p.N155S|PCNX_uc010are.1_Missense_Mutation_p.N155SNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1GATCCAAGCAACCAGGTAGGA0.483

+ 8 809TTLL5_uc001xrw.1_Missense_Mutation_p.E202K|TTLL5_uc010ask.1_Missense_Mutation_p.E202K|TTLL5_uc001xry.1_RNANM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3GATCTCCCTGGAAGAGAACAT0.398

+ 25 3125RYR3_uc010bar.2_Missense_Mutation_p.L1019MNM_001036 NP_001027 Q15413 RYR3_HUMAN2.|B30.2/SPRY 2.|Cytoplasmic (By similarity).|4 X approximate repeats.10AAATCCCCGTCTGGTGCCATA0.453

- 2 268BMF_uc001zkt.2_Missense_Mutation_p.R61Q|BMF_uc001zku.2_Missense_Mutation_p.R61Q|BMF_uc001zkw.2_Missense_Mutation_p.R61QNM_033503 NP_277038 Q96LC9 BMF_HUMAN 1GCTGGTGGGTCGAAGGCCAGG0.622

- 17 1881 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2TGGAGGGGCCTGCCTGTCAGG0.677

+ 12 2313THSD4_uc002ate.2_Nonsense_Mutation_p.W385*NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 3. 2CGGACCGACTGGACCTCGGTA0.637

+ 2 2182KIAA1024_uc010unk.1_Missense_Mutation_p.L703FNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4AAAAAAAAGCCTCTTCACCAG0.547

- 2 367FSD2_uc010uol.1_Missense_Mutation_p.L67P|FSD2_uc010uom.1_Missense_Mutation_p.L67PNM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN 1TTCCTCTTGAAGGTCTCTTTG0.443

+ 17 1568RHOT2_uc002ciq.2_Missense_Mutation_p.F394L|RHOT2_uc010bqy.2_Missense_Mutation_p.F280L|RHBDL1_uc002cir.1_5'Flank|RHBDL1_uc010uun.1_5'FlankNM_138769 NP_620124 Q8IXI1 MIRO2_HUMANMiro 2.|Mitochondrial intermembrane (Potential). 1CCCAAAGTCCTTTGCACATTG0.632

+ 6 1507ZNF263_uc010uww.1_Missense_Mutation_p.N40S|ZNF263_uc002cur.2_Missense_Mutation_p.N40SNM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 1. 4AACAACTCAAACCTAATTAGG0.478

- 13 4513GRIN2A_uc010uym.1_Missense_Mutation_p.G1322E|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GTAAAAATTTCCCTCCAGAAG0.527

+ 11 1514 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2ACAGGGGACCGAGCTCGCATG0.483

+ 15 1913SLC5A11_uc002dms.2_Missense_Mutation_p.D497N|SLC5A11_uc010vcd.1_Missense_Mutation_p.D526N|SLC5A11_uc002dmt.2_Missense_Mutation_p.D405N|SLC5A11_uc010vce.1_Missense_Mutation_p.D491N|SLC5A11_uc010bxt.2_Missense_Mutation_p.D497N|SLC5A11_uc002dmv.2_Missense_Mutation_p.D184NNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TACTCGTCACGACCCCGTGGT0.577

+ 1 114_115TUBB3_uc002fpf.2_Intron|TUBB3_uc010ciz.1_Intron|TUBB3_uc010cja.1_RNA|TUBB3_uc002fpg.1_5'UTR|TUBB3_uc002fpi.1_5'UTRNM_006086 NP_006077 Q13509 TBB3_HUMAN 3CAACCAGATCGGGGCCAAGGTG0.347

+ 32 7129 NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9TGGCGCGGCTGGACCGTGGCC0.602

- 5 1584 NM_001145045 NP_001138517 P0CG31 Z286B_HUMAN C2H2-type 8. 0AAGGTTTTCCCACATTCACTA0.388

+ 1 285RFFL_uc002hiq.2_5'Flank|RAD51L3_uc002hir.2_5'Flank|RAD51L3_uc010wcd.1_5'Flank|RAD51L3_uc002his.2_5'Flank|RAD51L3_uc010ctk.2_5'Flank|RAD51L3_uc010wce.1_5'Flank|RAD51L3_uc002hit.2_5'Flank|RAD51L3_uc002hiu.2_5'Flank|RAD51L3_uc010wcf.1_5'Flank|RAD51L3_uc002hiw.1_5'Flank|RAD51L3_uc002hiv.1_5'Flank|RAD51L3_uc010ctl.1_5'Flank|RAD51L3_uc010ctm.1_5'FlankNM_017559 NP_060029 Q8TC99 FNDC8_HUMAN p.N68I(1) 2GATACCATCAACCTACTGTAA0.284

- 3 336 CCL16_uc002hkm.2_RNANM_004590 NP_004581 O15467 CCL16_HUMAN 0TAGGTTGGGATCCTTGATGTA0.507

- 14 1865CACNB1_uc002hrl.1_Missense_Mutation_p.R343HNM_000723 NP_000714 Q02641 CACB1_HUMAN 2AGCGCAGTAGCGGGCCTTATT0.647

- 1 181 NM_033062 NP_149051 Q9BYR5 KRA42_HUMAN20 X 5 AA repeats OF C-C-[GRQVS]-[SPT]- [VSTQ].|7.0CTGCGGTCTGCAGCAGCTGGA0.677 rs147637076

+ 4 479TMEM106A_uc010why.1_Missense_Mutation_p.P33L|TMEM106A_uc010cze.1_Missense_Mutation_p.P81L|TMEM106A_uc010whz.1_Missense_Mutation_p.P81LNM_145041 NP_659478 Q96A25 T106A_HUMAN 0GCTCTCATTCCCTATGGGGAC0.572

+ 3 705ARMC7_uc010wru.1_3'UTR|ARMC7_uc010dga.1_RNANM_024585 NP_078861 Q9H6L4 ARMC7_HUMAN ARM 2. 1CTTTCTCCCAGAGCTGACCGC0.632

+ 9 1427MGAT5B_uc002jth.2_Missense_Mutation_p.P431SNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3GACCATGTTTCGTGAGTGCCC0.622

+ 14 2094 NM_005925 NP_005916 Q16820 MEP1B_HUMANCytoplasmic (Potential). 2GAAGAAATATCGTGAAAGGAT0.408

- 21 3916KIAA1632_uc002lbo.1_Splice_Site_p.K1272_splice|KIAA1632_uc010xcq.1_Splice_Site|KIAA1632_uc010xcr.1_Splice_Site|KIAA1632_uc010xcs.1_Splice_Site|KIAA1632_uc002lbn.2_Splice_Site_p.K147_spliceNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0TGCTATTTGTACCTTCAGAGC0.433

+ 7 1794DCC_uc010xdr.1_Missense_Mutation_p.E251K|DCC_uc010dpf.1_Missense_Mutation_p.E58KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17ATGTGTGGCTGAAAATGAGGC0.438

- 5 2855ALPK2_uc002lhk.1_Missense_Mutation_p.D212NNM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GAGTTGCCGTCCTTGCTGCTT0.428

- 11 1263SEMA6B_uc010dud.2_Missense_Mutation_p.V409M|SEMA6B_uc010xih.1_Missense_Mutation_p.V409MNM_032108 NP_115484 Q9H3T3 SEM6B_HUMANExtracellular (Potential).|Sema. 1AGCGAGGGCACCGCCTCGTCC0.652

- 8 892 NM_032447 NP_115823 Q75N90 FBN3_HUMAN 11GCGCCGGCCCGGTAGTCTGCA0.383 rs138686141

- 3 21008 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTCTCAGAGGAAACAGACAT0.458

- 1 6323 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ACTGATTGTGGAATCCAAGGA0.488

+ 10 2692NWD1_uc002net.3_Missense_Mutation_p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S551FQ149M9 NWD1_HUMAN 7AGCTGGATTTCCTGCCGGGGC0.597

- 2 132USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_5'UTR|USHBP1_uc010eam.1_5'UTRNM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1CTTCGGGGCCGCGTGGCCCGG0.632

- 13 2081PDE4C_uc002nik.3_Missense_Mutation_p.R534Q|PDE4C_uc002nil.3_Missense_Mutation_p.R534Q|PDE4C_uc002nif.3_Missense_Mutation_p.R303Q|PDE4C_uc002nig.3_Missense_Mutation_p.R249Q|PDE4C_uc002nih.3_Missense_Mutation_p.R304Q|PDE4C_uc010ebk.2_Missense_Mutation_p.R428Q|PDE4C_uc002nii.3_Missense_Mutation_p.R502Q|PDE4C_uc010ebl.2_Missense_Mutation_p.R248QNM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5CACCTGGATTCGGTCGGAATA0.378

+ 19 2420WDR62_uc002odd.2_Missense_Mutation_p.P777SNM_173636 NP_775907 O43379 WDR62_HUMAN 0GAGTGGCCACCCCAGGTCCTG0.453

- 3 1425 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 1. 9CCCTGGGCGCGGCAGACAGCG0.677



- 5 506NUMBL_uc010xvq.1_Missense_Mutation_p.S72F|NUMBL_uc002ooo.2_Missense_Mutation_p.S113F|NUMBL_uc010xvr.1_Missense_Mutation_p.S72FNM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. 5AGACTTCACGGACTTTCGGCC0.652

+ 1 550C19orf54_uc002oou.1_5'Flank|C19orf54_uc002oow.1_5'Flank|C19orf54_uc002oox.1_5'Flank|C19orf54_uc002ooy.1_5'Flank|C19orf54_uc010xvs.1_5'FlankNM_004596 NP_004587 P09012 SNRPA_HUMAN 4CAGTTCCCGAGACCCGCCCTA0.498

- 4 855_856PSG9_uc002owe.3_Intron|PSG9_uc010xwm.1_Missense_Mutation_p.E160K|PSG9_uc002owf.3_Intron|PSG9_uc002owg.2_Intron|PSG9_uc002owh.2_IntronNM_002784 NP_002775 Q00887 PSG9_HUMANIg-like C2-type 2. 2TCCTTATTCTCCCTGGGGTTTA0.51

+ 2 654SIGLEC9_uc010yct.1_Missense_Mutation_p.S196LNM_014441 NP_055256 Q9Y336 SIGL9_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1ACCCGCTCCTCGGTGCTCACC0.657 rs141688796

- 3 1129SIGLEC12_uc002pww.1_Missense_Mutation_p.R240Q|SIGLEC12_uc010eoy.1_Missense_Mutation_p.R85QNM_053003 NP_443729 Q96PQ1 SIG12_HUMANIg-like C2-type 1.|Extracellular (Potential). 5TATGTTGAGTCGGACAGCCCT0.602

+ 3 1399NLRP8_uc010etg.2_Missense_Mutation_p.S443FNM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13GAGAACTTTTCCAGAAAGATC0.473

- 11 2299GPR113_uc010yky.1_Missense_Mutation_p.E698K|GPR113_uc002rhb.1_Missense_Mutation_p.E370K|GPR113_uc010eyk.1_Missense_Mutation_p.E568K|GPR113_uc002rhc.1_Missense_Mutation_p.E370K|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANExtracellular (Potential). 4AGAGCGGGTTCTTCCGGAACA0.627

+ 7 1007SPTBN1_uc002rxv.1_Missense_Mutation_p.P253L|SPTBN1_uc002rxx.2_Missense_Mutation_p.P240LNM_003128 NP_003119 Q01082 SPTB2_HUMANCH 2.|Actin-binding. 8CTGTTGGACCCCGAAGGTAGG0.423

+ 7 865 NM_031283 NP_112573 Q9HCS4 TF7L1_HUMAN Pro-rich. 3TCCCTTCCTCCCGGTGGCTTC0.612

+ 11 1213ELMOD3_uc010fgg.2_Intron|ELMOD3_uc002spg.3_Missense_Mutation_p.T183I|ELMOD3_uc002sph.3_Missense_Mutation_p.T183I|ELMOD3_uc010ysn.1_Missense_Mutation_p.T183I|ELMOD3_uc010yso.1_RNA|ELMOD3_uc010ysp.1_IntronNM_001135021 NP_001128493 Q96FG2 ELMD3_HUMAN ELMO. 2AAGAAGCTGACCGGCTCCAAG0.547

+ 3 224POLR1A_uc002sqs.2_5'Flank|POLR1A_uc002sqv.2_5'Flank|PTCD3_uc010ytc.1_Splice_SiteNM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1TTTTACATTAGGGATTGAAGA0.284

- 2 151ST6GAL2_uc002tdr.2_Missense_Mutation_p.R11Q|ST6GAL2_uc002tds.3_Missense_Mutation_p.R11QNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANCytoplasmic (Potential). 11GAAAAGCATTCGTTGTCTCCA0.507

- 4 371IL1B_uc002tih.1_Missense_Mutation_p.P64LNM_000576 NP_000567 P01584 IL1B_HUMAN 4AAAGATGAAGGGAAAGAAGGT0.532

- 4 527BAZ2B_uc002uap.2_Missense_Mutation_p.P59S|BAZ2B_uc002uas.1_Intron|BAZ2B_uc002uau.1_Missense_Mutation_p.P59S|BAZ2B_uc002uaq.1_5'UTR|BAZ2B_uc002uat.3_Intron|BAZ2B_uc010fop.1_Missense_Mutation_p.P59SNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4AGGTTAAACGGTTGATCCCCA0.433

+ 27 5425SCN2A_uc002udd.2_Missense_Mutation_p.T1712I|SCN2A_uc002ude.2_Missense_Mutation_p.T1712INM_001040142 NP_001035232 Q99250 SCN2A_HUMAN IV. 8CAAATTACAACCTCTGCTGGC0.458

- 225 45318uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8727K|TTN_uc010zfi.1_Missense_Mutation_p.E8660K|TTN_uc010zfj.1_Missense_Mutation_p.E8535KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCAACAATTTCCCCACCACCA0.473

- 75 19126TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R2962QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCAAGTGATTCGCATCGGTTG0.408 rs72648969

- 2 1412 NM_004657 NP_004648 O95810 SDPR_HUMAN 2ACTCCCCCTGGAGGTCGCCTT0.577

+ 20 2263_2264AOX1_uc010zhf.1_Missense_Mutation_p.R277K|AOX1_uc010fsu.2_Missense_Mutation_p.R87KNM_001159 NP_001150 Q06278 ADO_HUMAN 6AAGCCAGAAAGGAAACTGGAAT0.426

+ 26 2973AOX1_uc010zhf.1_Missense_Mutation_p.E514K|AOX1_uc010fsu.2_Missense_Mutation_p.E324KNM_001159 NP_001150 Q06278 ADO_HUMAN 6CATGTACAAGGAAATTGATCA0.368

+ 11 2663TTLL4_uc010zkl.1_Missense_Mutation_p.L600M|TTLL4_uc010fvx.2_Missense_Mutation_p.L701M|TTLL4_uc010zkm.1_Translation_Start_SiteNM_014640 NP_055455 Q14679 TTLL4_HUMAN TTL. 3CAAGTTTGACCTGCGGATCTA0.488

- 8 2241PAK7_uc002wnk.2_Missense_Mutation_p.H566Y|PAK7_uc002wnj.2_Missense_Mutation_p.H566Y|PAK7_uc010gby.1_Missense_Mutation_p.H566YNM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23ATGTCCCTGTGAATCACTCCT0.443

- 2 776FAM83C_uc002xcb.1_Missense_Mutation_p.D44NNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2CCATTGAGGTCCATCTTGTAG0.647

- 3 2822CPNE1_uc010zvj.1_Intron|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.P864S|RBM12_uc002xds.2_Missense_Mutation_p.P864SNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN RRM 3. 3ACAGTAAAGGGCATGTTTTGC0.353

+ 11 1414PPP1R16B_uc010ggc.2_Missense_Mutation_p.S367TNM_015568 NP_056383 Q96T49 PP16B_HUMAN 3CGTGCTACTCTCCGAATTTCC0.567

- 5 521WFDC3_uc002xpj.1_RNA|WFDC3_uc002xph.1_Intron|WFDC3_uc010ghh.1_IntronNM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 3. 0GCATTTATGCCCCTGGGGACA0.547

+ 6 2719TATDN2_uc003bvf.2_Missense_Mutation_p.P713L|TATDN2_uc011atr.1_Missense_Mutation_p.P713L|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNA|TATDN2_uc011atu.1_5'Flank|TATDN2_uc011atv.1_5'Flank|GHRLOS_uc011atw.1_5'Flank|GHRLOS_uc011atx.1_5'Flank|GHRLOS_uc011aty.1_5'Flank|GHRLOS_uc011atz.1_5'Flank|GHRLOS_uc011aua.1_5'Flank|GHRLOS_uc010hdl.2_5'Flank|GHRLOS_uc011aub.1_5'Flank|GHRLOS_uc010hdm.2_5'Flank|GHRLOS_uc011auc.1_5'Flank|GHRLOS_uc011aud.1_5'Flank|GHRLOS_uc011aue.1_5'Flank|GHRLOS_uc011auf.1_5'Flank|GHRLOS_uc011aug.1_5'FlankNM_014760 NP_055575 Q93075 TATD2_HUMAN 2TATTTCCTCCCTCGCCAGGTA0.622

+ 6 2721TATDN2_uc003bvf.2_Missense_Mutation_p.R714C|TATDN2_uc011atr.1_Missense_Mutation_p.R714C|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNA|TATDN2_uc011atu.1_5'Flank|TATDN2_uc011atv.1_5'Flank|GHRLOS_uc011atw.1_5'Flank|GHRLOS_uc011atx.1_5'Flank|GHRLOS_uc011aty.1_5'Flank|GHRLOS_uc011atz.1_5'Flank|GHRLOS_uc011aua.1_5'Flank|GHRLOS_uc010hdl.2_5'Flank|GHRLOS_uc011aub.1_5'Flank|GHRLOS_uc010hdm.2_5'Flank|GHRLOS_uc011auc.1_5'Flank|GHRLOS_uc011aud.1_5'Flank|GHRLOS_uc011aue.1_5'Flank|GHRLOS_uc011auf.1_5'Flank|GHRLOS_uc011aug.1_5'FlankNM_014760 NP_055575 Q93075 TATD2_HUMAN 2TTTCCTCCCTCGCCAGGTAAG0.617 rs150215933

+ 3 300MOBP_uc003cju.2_Intron|MOBP_uc003cjv.2_Missense_Mutation_p.S95N|MOBP_uc003cjw.2_Intron|MOBP_uc003cjx.2_RNA|MOBP_uc003cjy.2_RNANM_182935 NP_891980 Q13875 MOBP_HUMAN 2CTCAGAACCAGCCGCCGTGCC0.667

- 11 1701 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0ACTGGCTTACCTTACTGCCAC0.597 rs145582569

- 6 1088IGSF11_uc011biv.1_Missense_Mutation_p.P253S|IGSF11_uc003ebx.2_Missense_Mutation_p.P257S|IGSF11_uc003eby.2_Missense_Mutation_p.P280S|IGSF11_uc003ebz.2_Missense_Mutation_p.P256S|IGSF11_uc010hqs.2_Missense_Mutation_p.P280SNM_001015887 NP_001015887 Q5DX21 IGS11_HUMANCytoplasmic (Potential). 0ATTTCATTAGGAATTTCTTCT0.323

- 9 1787GPR156_uc011bjg.1_Missense_Mutation_p.P592LNM_153002 NP_694547 Q8NFN8 GP156_HUMANCytoplasmic (Potential). 2CACCATGTAAGGGCTAAAGCC0.602

- 16 4783POLQ_uc003eed.2_Missense_Mutation_p.N724YNM_199420 NP_955452 O75417 DPOLQ_HUMAN 11GATTCATCATTGGAACAAGTC0.333

- 9 1581LRRC31_uc010hwp.1_Missense_Mutation_p.F446LNM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3AAGTGTCTAAACCATTGTCCA0.448

- 3 10637MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_5'Flank|MUC4_uc011btg.1_5'Flank|MUC4_uc011bth.1_5'Flank|MUC4_uc011bti.1_5'Flank|MUC4_uc011btj.1_5'Flank|MUC4_uc011btk.1_5'Flank|MUC4_uc011btl.1_5'Flank|MUC4_uc011btm.1_5'Flank|MUC4_uc011btn.1_5'Flank|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GTGACAGGAAGAGGGGTGGCG0.597

- 5 820CORIN_uc011bzf.1_Missense_Mutation_p.F104L|CORIN_uc011bzg.1_Missense_Mutation_p.F176L|CORIN_uc011bzh.1_Missense_Mutation_p.F243L|CORIN_uc011bzi.1_Missense_Mutation_p.F243L|CORIN_uc003gxn.3_Missense_Mutation_p.F243LNM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANExtracellular (Potential).|FZ 1. 2TGGTTTCTAAACTGGGAGCAT0.468

+ 32 5717PTPN13_uc003hpy.2_Missense_Mutation_p.S1751F|PTPN13_uc003hqa.2_Missense_Mutation_p.S1727F|PTPN13_uc003hqb.2_Missense_Mutation_p.S1555F|PTPN13_uc003hqc.1_Missense_Mutation_p.S112FNM_080683 NP_542414 Q12923 PTN13_HUMAN Poly-Ser. 6GAATCTGCTTCCTCTAGTTCG0.393

+ 3 378NPNT_uc011cfc.1_Missense_Mutation_p.A75V|NPNT_uc011cfd.1_Missense_Mutation_p.P58L|NPNT_uc011cfe.1_Missense_Mutation_p.P58L|NPNT_uc010ilt.1_Missense_Mutation_p.P58L|NPNT_uc011cff.1_Missense_Mutation_p.P58L|NPNT_uc010ilu.1_5'UTRNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN EGF-like 1. 1CTTTTCACAGCTGTGTGCCAA0.388

- 7 866BBS7_uc003iee.1_Missense_Mutation_p.E231GNM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1ATTTTGAATTTCCCACTTGCG0.338

- 17 1850INPP4B_uc003iiw.3_Missense_Mutation_p.Q419E|INPP4B_uc011chm.1_RNA|INPP4B_uc011chn.1_Missense_Mutation_p.Q234E|INPP4B_uc011cho.1_RNA|INPP4B_uc011chp.1_Missense_Mutation_p.Q290ENM_003866 NP_003857 O15327 INP4B_HUMAN 2GGTTGTAGTTGATTGATGTTG0.383

- 14 2299LRBA_uc003ilu.3_Missense_Mutation_p.R609W|LRBA_uc010ipk.1_Missense_Mutation_p.R528WNM_006726 NP_006717 P50851 LRBA_HUMAN 7CCAACTCTCCGAATGGTGTTA0.418

- 6 1580LRP2BP_uc003ixk.1_Missense_Mutation_p.M230I|LRP2BP_uc011ckr.1_Missense_Mutation_p.M256INM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0 TAAAAAATTTCATCTTATAGT0.308

- 2 1212FAT1_uc010iso.1_Missense_Mutation_p.G342RNM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential). 12GGCGGAGTTCCTTTATCTTTA0.458

- 12 2291CDH9_uc011cnv.1_Missense_Mutation_p.E301KNM_016279 NP_057363 Q9ULB4 CADH9_HUMANCytoplasmic (Potential). 9TCAATATTTTCCCACAGAGGC0.418

+ 2 465MARVELD2_uc010ixf.2_Missense_Mutation_p.P136S|MARVELD2_uc003jwr.1_Missense_Mutation_p.P136S|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0CTGCAAAGATCCCTACGGAGG0.542

- 2 287ARAP3_uc003lln.2_5'UTR|ARAP3_uc003llo.1_Missense_Mutation_p.S70FNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7GGGATCCAGGGAGCCCTCTTC0.642

- 1 313 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0GCCTTGTAATCGTTGAACCGA0.498



+ 16 3055GRIA1_uc003luy.3_Missense_Mutation_p.S897L|GRIA1_uc003luz.3_Missense_Mutation_p.S802L|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.S817L|GRIA1_uc011dcx.1_Missense_Mutation_p.S828L|GRIA1_uc011dcy.1_Missense_Mutation_p.S907L|GRIA1_uc011dcz.1_Missense_Mutation_p.S907LNM_001114183 NP_001107655 P42261 GRIA1_HUMANCytoplasmic (Potential). 6AGCCACAGTTCAGGGATGCCC0.622 rs144882662

+ 49 5154DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.E1184K|DOCK2_uc003mah.2_Missense_Mutation_p.E248KNM_004946 NP_004937 Q92608 DOCK2_HUMAN 7CACCCTGCCTGAGGTCAAGCT0.587

- 4 1055SLC22A23_uc003mvn.3_Missense_Mutation_p.P71L|SLC22A23_uc003mvo.3_Missense_Mutation_p.P71L|SLC22A23_uc003mvp.1_RNA|SLC22A23_uc010jnn.2_Missense_Mutation_p.P352L|SLC22A23_uc010jno.2_Missense_Mutation_p.P352LNM_015482 NP_056297 A1A5C7 S22AN_HUMANHelical; (Potential). 1GAGCAGGAAGGGGCAGATGAT0.662

- 3 537HLA-DRB1_uc011dqa.1_Intron|HLA-DRB5_uc003obk.3_Nonsense_Mutation_p.Q178*NM_002125 NP_002116 Q30154 DRB5_HUMANIg-like C1-type.|Beta-2.|Extracellular (Potential). 0TCTCCATTCTGAATCAGGCCT0.552

+ 8 884GLP1R_uc003ooh.2_Splice_Site|GLP1R_uc003ooi.2_Splice_SiteNM_002062 NP_002053 P43220 GLP1R_HUMAN 5CTCTCTCTTAGGTGTTCCCCT0.617

+ 6 1041MDFI_uc003oqq.3_Missense_Mutation_p.E238K|MDFI_uc010jxn.2_Missense_Mutation_p.E238KNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0GATCTGCATGGAGTGCTGTGG0.672

- 4 502PKHD1_uc003pai.2_Missense_Mutation_p.P76SNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential).|IPT/TIG 1; atypical. 44ACGTCACAGGGAACACTCCGC0.507

+ 5 1539 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TAACCATATCCGCTTTTTGCA0.408

- 3 677COL21A1_uc003pct.1_RNA|COL21A1_uc011dxi.1_Missense_Mutation_p.D149N|COL21A1_uc003pcu.1_Missense_Mutation_p.D149NNM_030820 NP_110447 Q96P44 COLA1_HUMAN VWFA. 2TTGACGTCATCTTGGGATTTG0.443

- 5 965ELOVL4_uc011dyt.1_IntronNM_022726 NP_073563 Q9GZR5 ELOV4_HUMAN 2GTCAGGTATCGTTTCCACCAA0.343

+ 17 2230 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3TCATCACACCGAGCATGGTCG0.527

- 10 1976 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2CTCTGGCTTCCAGGACGCCTG0.622

+ 12 1641MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Missense_Mutation_p.G459E|MTHFD1L_uc003qoc.2_Missense_Mutation_p.G406ENM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4CCTTCCCAAGGACCGACGTTT0.488

- 3 625MAD1L1_uc003slh.1_5'Flank|MAD1L1_uc003slf.1_5'Flank|MAD1L1_uc003slg.1_5'Flank|MAD1L1_uc010ksh.1_5'Flank|MAD1L1_uc003sli.1_5'Flank|MAD1L1_uc010ksi.1_5'Flank|MAD1L1_uc010ksj.2_5'Flank|FTSJ2_uc003slk.2_Missense_Mutation_p.S45N|FTSJ2_uc003sll.2_Missense_Mutation_p.S45N|FTSJ2_uc003sln.2_RNA|FTSJ2_uc003slo.2_Missense_Mutation_p.S45NNM_013393 NP_037525 Q9UI43 RRMJ2_HUMAN 1ACGGCTTTGACTTCCAGCCCA0.512

- 5 1154ACTB_uc003sor.3_Missense_Mutation_p.K251T|ACTB_uc003sot.3_Missense_Mutation_p.K373T|ACTB_uc003soq.3_Missense_Mutation_p.K251T|ACTB_uc010ksy.2_Missense_Mutation_p.K251TNM_001101 NP_001092 P60709 ACTB_HUMAN 0CTAGAAGCATTTGCGGTGGAC0.512

+ 9 1187OGDH_uc003tlm.2_Missense_Mutation_p.R360C|OGDH_uc011kbx.1_Missense_Mutation_p.R356C|OGDH_uc011kby.1_Missense_Mutation_p.R210C|OGDH_uc003tlp.2_Missense_Mutation_p.R371C|OGDH_uc011kbz.1_Missense_Mutation_p.R155C|OGDH_uc003tlo.1_Missense_Mutation_p.R193CNM_002541 NP_002532 Q02218 ODO1_HUMAN 2CAGGATCAATCGTGTCACCGA0.557

- 9 1391CYP51A1_uc011khn.1_Missense_Mutation_p.S305F|CYP51A1_uc003uln.3_Missense_Mutation_p.S347FNM_000786 NP_000777 Q16850 CP51A_HUMAN 0GACAGTGGGAGAAACACACAC0.413

- 7 627CYP3A4_uc003urw.1_Missense_Mutation_p.V175I|CYP3A4_uc011kiz.1_Missense_Mutation_p.V134I|CYP3A4_uc011kja.1_Missense_Mutation_p.V126I|CYP3A4_uc011kjb.1_Missense_Mutation_p.V25INM_017460 NP_059488 P08684 CP3A4_HUMAN 4GCCCCAAAGACGCTGAGTGGA0.448

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 1 662 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMANCytoplasmic (Potential). 6ACATCTCTGGGAAGACACAGG0.458

+ 1 829LRRC61_uc003wgv.2_Intron|LRRC61_uc003wgx.2_Intron|LRRC61_uc003wgw.2_IntronNM_138434 NP_612443 Q96FA7 CG029_HUMAN 1TCCTGCCATGGGGGCCGACCG0.542

- 45 7153CSMD1_uc011kwj.1_Nonsense_Mutation_p.Q1647*|CSMD1_uc010lrg.2_Nonsense_Mutation_p.Q323*NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 13. 25TTCTTGAGCTGAAATGCTAAA0.338

- 2 91 NM_001033018 NP_001028190 Q30KP8 DB136_HUMAN 0GTGCAGGTGCGAACTTTGACT0.458

+ 2 522RP1_uc011ldy.1_Missense_Mutation_p.R125QNM_006269 NP_006260 P56715 RP1_HUMAN 12CGGCGCCCGCGGCCCTGGCTC0.706

- 2 477JPH1_uc003yaf.2_Missense_Mutation_p.S146T|JPH1_uc003yag.1_Missense_Mutation_p.S10TNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential).|MORN 5. 1GTAGGGCACGCTCTGGCGCAC0.687

- 1 673SLC7A13_uc003ydr.1_Missense_Mutation_p.R192QNM_138817 NP_620172 Q8TCU3 S7A13_HUMANExtracellular (Potential). 1ATTCTGAAATCGTTCTACATT0.413

- 10 940ENPP2_uc003yos.1_Missense_Mutation_p.R285K|ENPP2_uc010mdd.1_Missense_Mutation_p.R285KNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7GGTTAATATTCTCCGCTCGTG0.428

- 25 3413KIAA0196_uc011lir.1_Splice_Site_p.K880_splice|KIAA0196_uc003yru.1_Splice_Site_p.K602_spliceNM_014846 NP_055661 Q12768 STRUM_HUMAN 2TTAATTACTCACCTTATTCAG0.443

- 6 846 LRRC6_uc003ytl.2_RNANM_012472 NP_036604 Q86X45 LRRC6_HUMAN 2CTTGATTCAGGAGTAAACAAA0.403

- 3 981SHARPIN_uc003zbb.2_RNANM_030974 NP_112236 Q9H0F6 SHRPN_HUMANSelf-association (By similarity). 1CAAGTTTCCAGGGCTCCTAGG0.627

+ 4 334ADCK5_uc003zcg.2_RNA|ADCK5_uc003zci.2_5'FlankNM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1TCTGAAGGTCGGCCTGCAGAT0.637

- 23 2707PTPRD_uc003zkp.2_Intron|PTPRD_uc003zkq.2_Intron|PTPRD_uc003zkr.2_Intron|PTPRD_uc003zks.2_Intron|PTPRD_uc003zkl.2_Missense_Mutation_p.P666S|PTPRD_uc003zkm.2_Missense_Mutation_p.P653S|PTPRD_uc003zkn.2_Intron|PTPRD_uc003zko.2_IntronNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 4.|Extracellular (Potential). 22GTGTCCGAAGGAATTCCCAAA0.478

- 1 436 NM_002175 NP_002166 P01568 IFN21_HUMAN 2GGAGTCTCTTCCACCCCAACC0.468

- 1 490PAX5_uc011lpw.1_Missense_Mutation_p.R14S|PAX5_uc011lpx.1_Missense_Mutation_p.R14S|PAX5_uc011lpy.1_5'UTR|PAX5_uc010mls.1_Missense_Mutation_p.R14S|PAX5_uc011lpz.1_Missense_Mutation_p.R14S|PAX5_uc011lqa.1_5'UTR|PAX5_uc010mlq.1_RNA|PAX5_uc011lqb.1_RNA|PAX5_uc010mlo.1_Missense_Mutation_p.R14S|PAX5_uc010mlp.1_Missense_Mutation_p.R14S|PAX5_uc011lqc.1_Missense_Mutation_p.R14S|PAX5_uc010mlr.1_Missense_Mutation_p.R14SNM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(9) 147TCCTACCTGTCCTGCTGGTCC0.547

- 4 434 NM_000035 NP_000026 P05062 ALDOB_HUMAN 1TTGTTTGTTCCTGCAAGAGGA0.408

- 10 876PTPN3_uc004beb.2_Nonsense_Mutation_p.W124*|PTPN3_uc004bec.2_Nonsense_Mutation_p.W124*|PTPN3_uc010mtu.2_RNA|PTPN3_uc011lwg.1_Nonsense_Mutation_p.W255*|PTPN3_uc011lwh.1_Nonsense_Mutation_p.W146*NM_002829 NP_002820 P26045 PTN3_HUMAN FERM. 3TTGCACTTACCAAGGATAGAA0.343

- 2 422PHF19_uc004bkt.2_Missense_Mutation_p.L57F|PHF19_uc010mvk.2_Missense_Mutation_p.L57FNM_015651 NP_056466 Q5T6S3 PHF19_HUMAN 2ATCTTCCCGAGGTAGTACAGG0.562

- 4 532PDCL_uc004bna.2_3'UTRNM_005388 NP_005379 Q13371 PHLP_HUMAN 0CGCATCTCTTCCATTCGCTGC0.478

- 9 1270ACE2_uc004cxb.2_Missense_Mutation_p.D368NNM_021804 NP_068576 Q9BYF1 ACE2_HUMANExtracellular (Potential). 3GTCAGGAAGTCGTCCATTGTC0.408

- 6 1131BEND2_uc010nfb.2_IntronNM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5ATTGTAATTTCCCATTAAAGT0.294

+ 13 1511 NM_001654 NP_001645 P10398 ARAF_HUMANProtein kinase. 7ATGGAGCGGGGCCCAGCCCTT0.627

- 5 1372RLIM_uc004ebw.2_Missense_Mutation_p.G361ENM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2CCTAAAACCTCCTCGTTCACT0.458

- 3 942SERPINA7_uc010npd.2_Missense_Mutation_p.S309FNM_000354 NP_000345 P05543 THBG_HUMAN 0GGCAGAAATGGAAAACTTTGG0.428

+ 16 2728MORC4_uc004emp.3_IntronNM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4TCCCTGGGCTCATTCTGCAAA0.408

- 1 901 NM_005634 NP_005625 P41225 SOX3_HUMAN 1ATGTCGTAGCGGTGCATcggc0.448

+ 4 416MAGEC1_uc010nsl.1_5'UTRNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGAGCGACGACAC0.587 rs147626195

+ 3 958AFF2_uc004fco.2_Nonsense_Mutation_p.S156*|AFF2_uc004fcq.2_Nonsense_Mutation_p.S156*|AFF2_uc004fcr.2_Nonsense_Mutation_p.S156*|AFF2_uc011mxb.1_Nonsense_Mutation_p.S160*|AFF2_uc004fcs.2_Nonsense_Mutation_p.S156*NM_002025 NP_002016 P51816 AFF2_HUMAN 5CCTGAGTGGTCACGTGATAGT0.468



+ 5 506DKC1_uc010nvf.2_Missense_Mutation_p.N99S|SNORA36A_uc004fmn.2_5'FlankNM_001363 NP_001354 O60832 DKC1_HUMAN 0AAGCCCTCTAACCCCTCTTCC0.453

+ 6 2110 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMANExtracellular (Potential). 0GGTGGCCTTCCCGCCGGAGGT0.706 rs142424158

+ 16 2279MFN2_uc009vni.2_Missense_Mutation_p.S609FNM_014874 NP_055689 O95140 MFN2_HUMANHelical; Name=1; (Potential). 1GGCCTGGCCTCCTTGACATCC0.642

- 3 530 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0AGCCAAAGTTCTACAAACACA0.498

+ 1 112UBXN11_uc001bma.2_Intron|CD52_uc009vsg.1_RNANM_001803 NP_001794 P31358 CD52_HUMAN 0AAGCGCTTCCTCTTCCTCCTA0.522

+ 5 1036 NM_031459 NP_113647 P58004 SESN2_HUMAN 7AGCCCTGCCCCCCAGGCACCT0.622

- 4 1204SDC3_uc001bsd.2_Missense_Mutation_p.L328RNM_014654 NP_055469 O75056 SDC3_HUMANExtracellular (Potential). 2CTCACCTACGAGCACCTCCTT0.637

+ 6 977TMEM39B_uc010ogt.1_RNA|TMEM39B_uc010ogu.1_Missense_Mutation_p.F150L|TMEM39B_uc001bue.3_Missense_Mutation_p.F278L|TMEM39B_uc001buf.3_Missense_Mutation_p.F78L|TMEM39B_uc010ogw.1_Missense_Mutation_p.F78LNM_018056 NP_060526 Q9GZU3 TM39B_HUMAN 0AGGTGGAGTTCCTCAAGATGG0.587

- 52 7819CSMD2_uc001bxm.1_Missense_Mutation_p.S2595NNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 16.|Extracellular (Potential). 12GCTGATGCTACTGACATCAGG0.473

- 45 6887CSMD2_uc001bxm.1_Missense_Mutation_p.F2284L|CSMD2_uc001bxo.1_Missense_Mutation_p.F1157LNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|CUB 13. 12ACTGACCGGAGAAAGCTATGG0.313

- 25 3961CSMD2_uc001bxm.1_Missense_Mutation_p.G1351E|CSMD2_uc001bxo.1_Missense_Mutation_p.G224ENM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 8.|Extracellular (Potential). 12TGACACTTACCCAATGGTGCA0.577

- 13 2155GRIK3_uc001cba.1_Missense_Mutation_p.D674NNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7GCCAGGTCATCAGCAGAGTCA0.547

- 8 1265GRIK3_uc001cba.1_Missense_Mutation_p.R377QNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7GAAAACAATTCGTCCAGTTAA0.498

+ 3 1362C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxo.2_Missense_Mutation_p.S346R|C1orf175_uc010ooc.1_Intron|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Intron|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc010oog.1_Missense_Mutation_p.S346R|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNANM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN Ser-rich. 0TCCTGTTCAGCGACACCTCCA0.562

- 12 2458DEPDC1_uc001dej.3_Missense_Mutation_p.T149A|DEPDC1_uc001dek.3_RNA|DEPDC1_uc001del.3_Missense_Mutation_p.T497ANM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0CTCTCCGTGGTTGGAAATCTT0.353

- 2 426 GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMANGTP (By similarity). 1CATCAGGTAGGATTTGCCTGT0.542

- 44 6129ABCA4_uc001dqi.1_Missense_Mutation_p.E128KNM_000350 NP_000341 P78363 ABCA4_HUMANABC transporter 2.|Cytoplasmic. 12TGATGGACTTCAGAAATATTG0.438

+ 4 950 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANHelical; Name=3; (Potential). 2TCATCGGGTGGAGCATCTTCT0.577

+ 5 531C1orf88_uc001eax.2_Nonsense_Mutation_p.G118*|C1orf88_uc009wge.1_Missense_Mutation_p.W74L|C1orf88_uc001eay.2_Nonsense_Mutation_p.G64*NM_181643 NP_857594 Q8TCI5 CA088_HUMAN 2AATGAAATTTGGATCTCCAGA0.418

- 7 1579 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 2. 2CTTTCCTCCGGGGAGTCCTGC0.483

- 2 297NBPF10_uc001emp.3_Intron|NUDT17_uc001eof.1_Missense_Mutation_p.V157INM_001012758 NP_001012776 P0C025 NUD17_HUMANNudix hydrolase. 0TGCAGAATGACGGCCACACCC0.647

+ 2 232CHD1L_uc001epn.3_5'UTR|CHD1L_uc010ozo.1_RNA|CHD1L_uc009wjg.2_RNA|CHD1L_uc009wjh.2_Missense_Mutation_p.L57F|CHD1L_uc010ozp.1_Intron|CHD1L_uc001epo.3_IntronNM_004284 NP_004275 Q86WJ1 CHD1L_HUMAN 6AGTAAACTGGCTCGCCCAGCG0.507

+ 12 1487NBPF16_uc009wkt.1_Missense_Mutation_p.E212DNM_001102663 NP_001096133 0ATGAGAAAGAGCCTGAAGTCT0.473

- 3 2464 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CTGGGCCCTGTCCATCCATGG0.567

- 24 3138ARHGEF11_uc010phu.1_Missense_Mutation_p.D116Y|ARHGEF11_uc001fqn.2_Missense_Mutation_p.D740YNM_014784 NP_055599 O15085 ARHGB_HUMAN 9TGGCCCAGATCATCCTCTAGG0.572

+ 10 2380 NM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 6. 9GTTCCGGTGGGGAAGGAGCAG0.647

- 2 838TNR_uc009wwu.1_Missense_Mutation_p.E253K|TNR_uc010pmz.1_Missense_Mutation_p.E253KNM_003285 NP_003276 Q92752 TENR_HUMANEGF-like 3.|Cys-rich. 11TAGGGCTCTTCACAGACACAC0.622

+ 14 2405 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 12. 6TGCTCAGAATCATTTACAATG0.418

+ 3 907CRB1_uc010poz.1_Missense_Mutation_p.H189Y|CRB1_uc001gty.1_Missense_Mutation_p.H258Y|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Intron|CRB1_uc010ppb.1_Missense_Mutation_p.H258Y|CRB1_uc010ppc.1_RNANM_201253 NP_957705 P82279 CRUM1_HUMANEGF-like 6; calcium-binding (Potential).|Extracellular (Potential).9CCTGGGGGATCACTGTGAACT0.512

+ 4 419PTPRC_uc001gus.1_Missense_Mutation_p.S80F|PTPRC_uc001gut.1_Intron|PTPRC_uc009wze.1_Intron|PTPRC_uc009wzf.1_Intron|PTPRC_uc010ppg.1_Intron|PTPRC_uc001guu.1_Missense_Mutation_p.S123F|PTPRC_uc001guv.1_Intron|PTPRC_uc001guw.1_IntronNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential). 12GACAATACTTCCACCCAAGTA0.423

- 3 464GOLT1A_uc001hat.1_Missense_Mutation_p.G93ENM_198447 NP_940849 Q6ZVE7 GOT1A_HUMANLumenal (Potential). 0GCTGAAGAATCCGTAGGTTTC0.552

+ 9 1208CTSE_uc001hdv.2_Silent_p.Q316Q|CTSE_uc010prs.1_Silent_p.Q241QNM_001910 NP_001901 P14091 CATE_HUMAN 1CCACCCTCCAGCTGGGCCCCT0.542

+ 4 856RASSF5_uc001hec.1_Missense_Mutation_p.E267K|RASSF5_uc001hee.2_Missense_Mutation_p.E267K|RASSF5_uc001hef.2_Missense_Mutation_p.E114K|RASSF5_uc001heg.1_Missense_Mutation_p.E40KNM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1TGCCATCAAGGAGGTGAACCT0.592

- 2 502 NM_152485 NP_689698 Q96LT6 CA074_HUMAN 1TCTCCAATCTCAAGGATGTGA0.507

+ 13 4051MIA3_uc009xea.1_Intron|MIA3_uc001hnm.2_Missense_Mutation_p.R226WNM_198551 NP_940953 Q5JRA6 MIA3_HUMANPotential.|Cytoplasmic (Potential). 5TGAATGCCATCGGGTTCAAGA0.383

+ 9 1388CNST_uc001ibo.3_Missense_Mutation_p.P337LNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0GGGAGCAGTCCCTGCTGTCAT0.488

+ 6 1162OR2W3_uc001idp.1_IntronNM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. p.E372K(1) 7AAGAAAGGGGGAAACCACGCC0.562 rs143805378

+ 1 698_699 NM_001005471 NP_001005471 Q8NHC8 OR2T6_HUMANCytoplasmic (Potential). 3TCGGCTGAAGGGAGGAAGAAGG0.51

- 1 577 NM_001001964 NP_001001964 Q8NH01 O2T11_HUMANHelical; Name=5; (Potential). 1ATCAGAGTTTCATACAAGGAC0.483

- 12 1700_1701ZNF692_uc001iez.1_Missense_Mutation_p.A234T|ZNF692_uc001ifa.1_Missense_Mutation_p.A234T|ZNF692_uc001ifb.1_Missense_Mutation_p.A308T|ZNF692_uc001ifd.1_Missense_Mutation_p.A511T|ZNF692_uc001ife.1_RNA|ZNF692_uc001iff.1_Missense_Mutation_p.A467T|ZNF692_uc010pzr.1_Missense_Mutation_p.A517TNM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0AGGGTTGGAGCCTGAGGAGATG0.604

+ 10 1740FBXO18_uc001iir.2_Missense_Mutation_p.G475R|FBXO18_uc009xig.2_Missense_Mutation_p.G475R|FBXO18_uc001iit.2_Missense_Mutation_p.G600RNM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3AGGGAAGGGTGGATTCATAAG0.453

- 10 1117FRMPD2_uc001jgh.2_Missense_Mutation_p.S306F|FRMPD2_uc001jgj.2_Missense_Mutation_p.S315FNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1AGCCAAATAGGATTTCCCTTT0.323

- 2 372PRF1_uc001jrf.3_Missense_Mutation_p.G71SNM_001083116 NP_001076585 P14222 PERF_HUMAN MACPF. 3GTGCAGGTGCCGTCGGGCCGC0.697 rs142059134

+ 6 503CDHR1_uc001kcw.2_Missense_Mutation_p.G168E|CDHR1_uc009xst.2_5'FlankNM_033100 NP_149091 Q96JP9 CDHR1_HUMANCadherin 2.|Extracellular (Potential). 1GGCTCTGGAGGGAGTGTCACC0.612

- 7 1385SLC16A12_uc001kgl.2_Missense_Mutation_p.L4FNM_213606 NP_998771 Q6ZSM3 MOT12_HUMANHelical; (Potential). 1AGATAGCAGAGCCCATCCATT0.463

- 3 459CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.E52K|CYP2C8_uc010qob.1_Missense_Mutation_p.E36K|CYP2C8_uc010qoc.1_Missense_Mutation_p.E20K|CYP2C8_uc010qod.1_Missense_Mutation_p.E36KNM_000770 NP_000761 P10632 CP2C8_HUMAN 0CGCCGGATCTCCTTCCATCTC0.488

+ 6 3472ZNF518A_uc001klo.1_Missense_Mutation_p.V342A|ZNF518A_uc001klq.2_Missense_Mutation_p.V872A|ZNF518A_uc001klr.2_Missense_Mutation_p.V872ANM_014803 NP_055618 Q6AHZ1 Z518A_HUMAN 1CCACAAGATGTGAGAGATTCA0.373



- 7 1170 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 3. 5GATGAGGTTCCACCTGTGGTC0.682

+ 20 2992SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10CTCCGAGTTCCATTTGTTGCC0.448

+ 8 842 NM_000936 NP_000927 P16233 LIPP_HUMAN 3GGACATAGACGGAATCTGGGA0.398 rs62623373

+ 8 807GLRX3_uc001lkn.1_Missense_Mutation_p.G262E|GLRX3_uc001lko.2_RNANM_006541 NP_006532 O76003 GLRX3_HUMANGlutaredoxin 2. 0GCAAAATGTGGATTCAGCAAA0.299

- 5 521C10orf93_uc001llu.2_Missense_Mutation_p.R149CNM_173572 NP_775843 Q5SR76 CJ093_HUMAN 1AGATGGTGACGATATCCAGGC0.527

+ 1 835 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0GGTCGCCTTCGCCCACACCGG0.776 rs150899513

- 12 2132SLC25A22_uc009yci.2_5'Flank|SLC25A22_uc001lrj.2_5'Flank|LRDD_uc009yck.1_RNA|LRDD_uc001lrk.1_Missense_Mutation_p.E664K|LRDD_uc001lrl.1_Missense_Mutation_p.E507K|LRDD_uc001lrm.1_Missense_Mutation_p.E351K|LRDD_uc001lrn.1_Missense_Mutation_p.E507K|LRDD_uc001lrp.1_Missense_Mutation_p.E326KNM_145886 NP_665893 Q9HB75 PIDD_HUMAN 0TCTTCGCCCTCGAACATCTCC0.677

+ 5 532 NM_206893 NP_996776 Q96PG2 M4A10_HUMANExtracellular (Potential). 2CTCCAAGGATCTCTTTCTGGA0.512

- 8 1303CPSF7_uc001nro.2_Missense_Mutation_p.R381H|CPSF7_uc001nrp.2_Missense_Mutation_p.R433H|CPSF7_uc001nrr.2_Missense_Mutation_p.R381HNM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN 1GATGAGGACACGGCAACGCTC0.517

- 2 1247BRMS1_uc001ohp.1_5'Flank|BRMS1_uc001oho.1_5'FlankNM_006876 NP_006867 O43505 B3GN1_HUMANLumenal (Potential). 0AAGAAACCTTCGTTCAGGACC0.473

+ 2 517RBM4_uc009yrk.2_Intron|RBM4_uc001oiv.2_Missense_Mutation_p.P10L|RBM4_uc001oiw.1_Missense_Mutation_p.P10L|RBM4_uc001oix.1_Missense_Mutation_p.P10L|RBM4_uc010rpj.1_Missense_Mutation_p.P10L|RBM4_uc001oiy.1_Missense_Mutation_p.P10L|RBM4_uc001oiz.1_Missense_Mutation_p.P10LNM_002896 NP_002887 Q9BWF3 RBM4_HUMAN RRM 1. 1GGAAACCTGCCCCGGGAGGCT0.493

- 11 1274 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 1. 4CTTCTCCAGCCGCTCCCAAGC0.672

- 21 2765SHANK2_uc010rqn.1_Missense_Mutation_p.P308L|SHANK2_uc001opz.2_Missense_Mutation_p.P301L|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN Pro-rich. 5TGGTGGGGACGGGGGCACAGA0.587

+ 17 5357 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0CTACCCAGGTATCTGAATAAC0.473

+ 27 3762MYO7A_uc010rsl.1_Missense_Mutation_p.R1164W|MYO7A_uc010rsm.1_Missense_Mutation_p.R1153W|MYO7A_uc001oyc.2_Missense_Mutation_p.R1164W|MYO7A_uc001oyd.2_Missense_Mutation_p.R504W|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.R375WNM_000260 NP_000251 Q13402 MYO7A_HUMAN MyTH4 1. 4TGGCATCCTGCGGCCAGCACT0.577

+ 10 1970 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 4.|Extracellular (Potential). 3TATCTGGCATCCCTTCAGCAT0.383

+ 29 4622ATM_uc009yxr.1_Splice_Site_p.D1413_splice|ATM_uc001pkd.3_Splice_Site_p.D65_splice|ATM_uc001pke.1_Splice_Site_p.D65_splice|ATM_uc010rvw.1_Splice_Site_p.D65_splice|ATM_uc001pkf.2_Splice_Site_p.D65_spliceNM_000051 NP_000042 Q13315 ATM_HUMAN 240TTATTTTCTAGGATTCCTATC0.274

+ 8 879SIDT2_uc010rxe.1_Missense_Mutation_p.L280M|SIDT2_uc001pqg.2_Missense_Mutation_p.L280M|SIDT2_uc001pqi.1_Missense_Mutation_p.L280MNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0CCAGAAAACCCTGTCAGTGCT0.532

+ 2 354 ST14_uc010sca.1_5'FlankNM_021978 NP_068813 Q9Y5Y6 ST14_HUMANCytoplasmic (Potential).p.R54C(1) 5GGCCCGGGGCGCTGGGTGGTG0.607

- 25 2774 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANExtracellular (Potential).p.R902H(1) 7AAAAGCCAGACGGGCGGACAG0.507

- 10 2304CD163_uc001qta.3_Missense_Mutation_p.G726S|CD163_uc009zfw.2_Missense_Mutation_p.G759SNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 7.|Extracellular (Potential). 8GCACAGCGACCTCCTCCATTT0.458

- 3 305PRB4_uc001qzt.2_Missense_Mutation_p.G91RNM_002723 NP_002714 P10163 PRB4_HUMAN9.5 X 21 AA tandem repeats of K-P-[EQ]- [GR]-[PR]-[PR]-P-Q-G-G-N-Q-[PS]-[QH]- [RG]-[PT]-P-P-[PH]-P-G.|3.1GGTGGGGGACCTTGGGACTGG0.602 rs1063751

- 3 1091SYT10_uc009zju.1_Missense_Mutation_p.G75ENM_198992 NP_945343 Q6XYQ8 SYT10_HUMANCytoplasmic (Potential).|C2 1. 2GTCAGAAGTTCCTGTGAAGTC0.358

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transporter. 6 ACTTACTTATGATAAAACATA0.368

+ 4 324CNTN1_uc009zjy.1_Missense_Mutation_p.P71S|CNTN1_uc001rmn.1_Missense_Mutation_p.P60S|CNTN1_uc001rmo.2_Missense_Mutation_p.P71SNM_001843 NP_001834 Q12860 CNTN1_HUMANIg-like C2-type 1. 9ACGAGCCAGCCCTTTCCCGGT0.428

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19CCTTGCCTGGGGTGGAAGTCA0.652

+ 1 82ARID2_uc001ror.2_Missense_Mutation_p.H28Y|LOC400027_uc001roq.2_5'FlankNM_152641 NP_689854 Q68CP9 ARID2_HUMAN ARID. 10GCAGTTCCACCACAGCAGAGG0.677

+ 4 1242FAM113B_uc010slj.1_Missense_Mutation_p.E51K|FAM113B_uc001rpq.2_Missense_Mutation_p.E171KNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5TGTGGGCGAGGAAGTCACCGG0.617

+ 26 2868_2869NCKAP1L_uc010sox.1_Missense_Mutation_p.S472F|NCKAP1L_uc010soy.1_Missense_Mutation_p.S880FNM_005337 NP_005328 P55160 NCKPL_HUMAN 4CAGGTTTTCTCCTCCCACTGCC0.416

+ 1 226 NM_002469 NP_002460 P23409 MYF6_HUMAN 1GACAGCAGCGGAGAGGAACAT0.622

+ 13 3257LRRIQ1_uc001tab.1_Missense_Mutation_p.T1049INM_001079910 NP_001073379 Q96JM4 LRIQ1_HUMAN LRR 8. 6AGCATTTCAACTGTGGAAGCA0.308

+ 3 369C12orf23_uc001tmc.2_Splice_Site|C12orf23_uc001tmd.2_Translation_Start_SiteNM_152261 NP_689474 Q8WUH6 CL023_HUMAN 0TTTTTTTTTAGGAGATCATGA0.323

- 8 1363TBX5_uc001tvp.2_Nonsense_Mutation_p.Q290*|TBX5_uc001tvq.2_Nonsense_Mutation_p.Q240*|TBX5_uc010syv.1_Nonsense_Mutation_p.Q290*NM_181486 NP_852259 Q99593 TBX5_HUMAN 8CACTGGTATTGGGACCCCAAA0.577

- 51 6918 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GCTGACCACGGAGGGCCTCAG0.622

- 12 1570VPS33A_uc001ucc.2_RNANM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1GTACACATACGATATGTCCGT0.527

- 1 943GPR81_uc001ucw.1_IntronNM_006018 NP_006009 P49019 HCAR3_HUMANExtracellular (Potential). 2ACAATTCTGCGTGCCCGAAGT0.537

- 5 1217 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5TGGTCCAGGCGAGCCCAGGCC0.647

- 3 1055GJB6_uc001unc.3_Missense_Mutation_p.K168E|GJB6_uc001una.3_Missense_Mutation_p.K168E|GJB6_uc001und.3_Missense_Mutation_p.K168E|GJB6_uc001unb.3_Missense_Mutation_p.K168ENM_006783 NP_006774 O95452 CXB6_HUMANExtracellular (Potential). 1ATCCCACATTTCAACACCCAG0.443

- 1 409NBEA_uc001uvb.2_Intron|NBEA_uc010abi.2_Intron|NBEA_uc010tee.1_Intron|NBEA_uc010tef.1_5'Flank|NBEA_uc010teg.1_5'FlankNM_005584 NP_005575 Q13394 MB211_HUMAN 2GTGCTGCAGCGTTGGTTTCCc0.373

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4AATGGAAACAGGAACAACGAG0.393

- 3 797ZNF219_uc001vzs.2_Missense_Mutation_p.R126C|ZNF219_uc010aik.1_Missense_Mutation_p.R126CNM_016423 NP_057507 Q9P2Y4 ZN219_HUMAN p.R126R(1) 1AGTAGCGCGCGCTCTTCCAAC0.721

- 34 5016 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4CTGGGCCTCGGCGGCCATGCG0.597

+ 3 243 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0CAATACAAAACCTGGCCAACC0.517

+ 3 275 NM_002306 NP_002297 P17931 LEG3_HUMAN8 X 9 AA tandem repeats of Y-P-G-X(3)-P- G-A.|1. 0GGCTTCCTATCCTGGGGCCTA0.662

+ 3 910PCNX_uc001xmn.3_Missense_Mutation_p.N155S|PCNX_uc010are.1_Missense_Mutation_p.N155SNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1GATCCAAGCAACCAGGTAGGA0.483

+ 5 3218YLPM1_uc001xql.3_RNANM_019589 NP_062535 P49750 YLPM1_HUMAN Arg-rich. 3GGAAGACACACGGGATAAAGG0.493

+ 8 809TTLL5_uc001xrw.1_Missense_Mutation_p.E202K|TTLL5_uc010ask.1_Missense_Mutation_p.E202K|TTLL5_uc001xry.1_RNANM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3GATCTCCCTGGAAGAGAACAT0.398



+ 16 2086KIAA1409_uc001ybs.1_Missense_Mutation_p.G668ENM_020818 NP_065869 Q9P2D8 UNC79_HUMAN p.I654_H670del(1) 17CCCTGGGGGGGATCCCACACC0.448

- 4 1604BCL11B_uc001ygb.2_Missense_Mutation_p.R375QNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN C2H2-type 2. 10GTGACTGCGCCGGTGCACGAT0.652

+ 75 13614 NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10CGACTTCAGCGAGAGGATCAA0.612

+ 25 3125RYR3_uc010bar.2_Missense_Mutation_p.L1019MNM_001036 NP_001027 Q15413 RYR3_HUMAN2.|B30.2/SPRY 2.|Cytoplasmic (By similarity).|4 X approximate repeats.10AAATCCCCGTCTGGTGCCATA0.453

- 2 268BMF_uc001zkt.2_Missense_Mutation_p.R61Q|BMF_uc001zku.2_Missense_Mutation_p.R61Q|BMF_uc001zkw.2_Missense_Mutation_p.R61QNM_033503 NP_277038 Q96LC9 BMF_HUMAN 1GCTGGTGGGTCGAAGGCCAGG0.622

+ 23 7980MGA_uc010ucz.1_Missense_Mutation_p.P2391LNM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12GTGATGACTCCGCAAGGGCAA0.433

+ 9 1219PAQR5_uc002asa.2_Missense_Mutation_p.E281KNM_017705 NP_060175 Q9NXK6 MPRG_HUMANCytoplasmic (Potential). 2TCTGAGGAAGGAATGGCTCCT0.498

+ 12 2313THSD4_uc002ate.2_Nonsense_Mutation_p.W385*NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 3. 2CGGACCGACTGGACCTCGGTA0.637

+ 2 1531ISLR_uc002axh.1_Nonsense_Mutation_p.Q417*NM_005545 NP_005536 O14498 ISLR_HUMAN 4CCTGCTGGGCCAAAGCCTCCT0.617

+ 2 2182KIAA1024_uc010unk.1_Missense_Mutation_p.L703FNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4AAAAAAAAGCCTCTTCACCAG0.547

- 2 367FSD2_uc010uol.1_Missense_Mutation_p.L67P|FSD2_uc010uom.1_Missense_Mutation_p.L67PNM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN 1TTCCTCTTGAAGGTCTCTTTG0.443

+ 17 1568RHOT2_uc002ciq.2_Missense_Mutation_p.F394L|RHOT2_uc010bqy.2_Missense_Mutation_p.F280L|RHBDL1_uc002cir.1_5'Flank|RHBDL1_uc010uun.1_5'FlankNM_138769 NP_620124 Q8IXI1 MIRO2_HUMANMiro 2.|Mitochondrial intermembrane (Potential). 1CCCAAAGTCCTTTGCACATTG0.632

+ 6 1507ZNF263_uc010uww.1_Missense_Mutation_p.N40S|ZNF263_uc002cur.2_Missense_Mutation_p.N40SNM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 1. 4AACAACTCAAACCTAATTAGG0.478

+ 7 1444UBN1_uc010uxw.1_Missense_Mutation_p.A369T|UBN1_uc002cyc.2_Missense_Mutation_p.A369TNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN 2TAAGGAGCTGGCTCAGGTATG0.577

- 13 4513GRIN2A_uc010uym.1_Missense_Mutation_p.G1322E|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45GTAAAAATTTCCCTCCAGAAG0.527

+ 11 1514 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2ACAGGGGACCGAGCTCGCATG0.483

- 7 984ACSM2B_uc002dhk.3_Nonsense_Mutation_p.W258*|ACSM2B_uc010bwf.1_Nonsense_Mutation_p.W258*NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CTGATATGGTCCACATTATAT0.443

+ 15 1913SLC5A11_uc002dms.2_Missense_Mutation_p.D497N|SLC5A11_uc010vcd.1_Missense_Mutation_p.D526N|SLC5A11_uc002dmt.2_Missense_Mutation_p.D405N|SLC5A11_uc010vce.1_Missense_Mutation_p.D491N|SLC5A11_uc010bxt.2_Missense_Mutation_p.D497N|SLC5A11_uc002dmv.2_Missense_Mutation_p.D184NNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TACTCGTCACGACCCCGTGGT0.577

- 2 371GTF3C1_uc002dou.2_Nonsense_Mutation_p.Q111*NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5CATGAGCCCTGGATGCCATCC0.463

- 1 298ESRP2_uc002evq.1_Missense_Mutation_p.T37MNM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1CGCACCCGCCGTAGCCCCGAA0.413

- 3 669SMPD3_uc010cfe.2_Missense_Mutation_p.L83F|SMPD3_uc010vlh.1_Missense_Mutation_p.L83FNM_018667 NP_061137 Q9NY59 NSMA2_HUMANHelical; (Potential). 1GACCAGAAGAGAAAGCCGAGA0.642

- 10 1600 NM_005652 NP_005643 Q15554 TERF2_HUMANHTH myb-type.|H-T-H motif. 1TTTCATGGTCCGCCAGCGATC0.438

+ 12 5035NFAT5_uc002exi.2_Missense_Mutation_p.M1200T|NFAT5_uc002exj.1_Missense_Mutation_p.M1200T|NFAT5_uc002exk.1_Missense_Mutation_p.M1200T|NFAT5_uc002exl.1_Missense_Mutation_p.M1294T|NFAT5_uc002exn.1_Missense_Mutation_p.M1293T|NFAT5_uc002exo.1_RNANM_006599 NP_006590 O94916 NFAT5_HUMAN 0CAGAATACCATGGCTACAATG0.299

+ 4 485CNTNAP4_uc002fev.1_5'UTR|CNTNAP4_uc010chb.1_Missense_Mutation_p.P9S|CNTNAP4_uc002fex.1_Missense_Mutation_p.P37S|CNTNAP4_uc002few.2_Missense_Mutation_p.P9SNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|F5/8 type C. 2CTGTGATGATCCTCTTGTGTC0.473

- 5 762FBXO31_uc010vot.1_Missense_Mutation_p.G68S|FBXO31_uc002fjv.2_Missense_Mutation_p.G132SNM_024735 NP_079011 Q5XUX0 FBX31_HUMAN 1TGCCTCCCGCCGGACATCCTG0.557

- 4 284 MVD_uc002flf.1_5'FlankNM_002461 NP_002452 P53602 MVD1_HUMAN 0GAGTTCCTCCGCTTCCGGGCC0.697

+ 1 114_115TUBB3_uc002fpf.2_Intron|TUBB3_uc010ciz.1_Intron|TUBB3_uc010cja.1_RNA|TUBB3_uc002fpg.1_5'UTR|TUBB3_uc002fpi.1_5'UTRNM_006086 NP_006077 Q13509 TBB3_HUMAN 3CAACCAGATCGGGGCCAAGGTG0.347

+ 37 5690CHD3_uc002gjd.2_Missense_Mutation_p.S1906C|CHD3_uc002gjf.2_Missense_Mutation_p.S1813C|CHD3_uc002gjh.2_Missense_Mutation_p.S424C|CHD3_uc002gjj.2_5'FlankNM_001005273 NP_001005273 Q12873 CHD3_HUMANRequired for interaction with PCNT. 1CAGCACCTCTCCAAGGAGTCG0.607

+ 32 7129 NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9TGGCGCGGCTGGACCGTGGCC0.602

- 5 1584 NM_001145045 NP_001138517 P0CG31 Z286B_HUMAN C2H2-type 8. 0AAGGTTTTCCCACATTCACTA0.388

+ 1 285RFFL_uc002hiq.2_5'Flank|RAD51L3_uc002hir.2_5'Flank|RAD51L3_uc010wcd.1_5'Flank|RAD51L3_uc002his.2_5'Flank|RAD51L3_uc010ctk.2_5'Flank|RAD51L3_uc010wce.1_5'Flank|RAD51L3_uc002hit.2_5'Flank|RAD51L3_uc002hiu.2_5'Flank|RAD51L3_uc010wcf.1_5'Flank|RAD51L3_uc002hiw.1_5'Flank|RAD51L3_uc002hiv.1_5'Flank|RAD51L3_uc010ctl.1_5'Flank|RAD51L3_uc010ctm.1_5'FlankNM_017559 NP_060029 Q8TC99 FNDC8_HUMAN p.N68I(1) 2GATACCATCAACCTACTGTAA0.284

- 3 336 CCL16_uc002hkm.2_RNANM_004590 NP_004581 O15467 CCL16_HUMAN 0TAGGTTGGGATCCTTGATGTA0.507

- 14 1884ACACA_uc002hnk.2_Missense_Mutation_p.E487K|ACACA_uc002hnl.2_Missense_Mutation_p.E507K|ACACA_uc002hnn.2_Missense_Mutation_p.E565K|ACACA_uc002hno.2_Missense_Mutation_p.E602K|ACACA_uc010cuz.2_Missense_Mutation_p.E565KNM_198836 NP_942133 Q13085 ACACA_HUMANBiotin carboxylation. 2TCTCTGTTTTCTCCCCAAGAA0.393

- 1 196KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0TGGTCCCAGGGAATTCTGAGA0.502

+ 4 479TMEM106A_uc010why.1_Missense_Mutation_p.P33L|TMEM106A_uc010cze.1_Missense_Mutation_p.P81L|TMEM106A_uc010whz.1_Missense_Mutation_p.P81LNM_145041 NP_659478 Q96A25 T106A_HUMAN 0GCTCTCATTCCCTATGGGGAC0.572

- 4 450LRRC37A2_uc002ikn.1_IntronNM_016632 NP_057716 Q8IVW1 ARL17_HUMAN 0ATTTGTGCCGGTGACCCCGCA0.403

+ 1 2104 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMAN Potential. 8GCAGAAAATTGATGCTCTGAC0.458

+ 11 1305TOM1L1_uc010dca.1_Splice_Site_p.P377_splice|TOM1L1_uc010wnb.1_Splice_Site_p.P370_splice|TOM1L1_uc010wnc.1_Splice_Site_p.P300_splice|TOM1L1_uc010dbz.2_Splice_Site_p.P300_splice|TOM1L1_uc010wnd.1_Splice_Site_p.P265_splice|TOM1L1_uc010dcb.1_Splice_SiteNM_005486 NP_005477 O75674 TM1L1_HUMAN 1AGATACCCCCGTAAGTATGTC0.318

+ 13 2750_2751KCNH6_uc010wpl.1_Missense_Mutation_p.G732S|KCNH6_uc010wpm.1_Missense_Mutation_p.G855S|KCNH6_uc002jaz.1_Missense_Mutation_p.G802SNM_030779 NP_110406 Q9H252 KCNH6_HUMANCytoplasmic (Potential). 1GGCTGCCCCAGGGCTTTCTGCC0.619

+ 8 1106KPNA2_uc002jgl.2_Missense_Mutation_p.D325GNM_002266 NP_002257 P52292 IMA2_HUMANARM 7.|NLS binding site (minor) (By similarity). 2ACTGGTACAGATGAACAGACT0.438

+ 4 1291GPR142_uc010wqx.1_Missense_Mutation_p.D343NNM_181790 NP_861455 Q7Z601 GP142_HUMANCytoplasmic (Potential). 4GGTCATCCACGATGCCTACCT0.607

+ 3 705ARMC7_uc010wru.1_3'UTR|ARMC7_uc010dga.1_RNANM_024585 NP_078861 Q9H6L4 ARMC7_HUMAN ARM 2. 1CTTTCTCCCAGAGCTGACCGC0.632

+ 7 849CDK3_uc002jqg.3_Missense_Mutation_p.E286GNM_001258 NP_001249 Q00526 CDK3_HUMANProtein kinase. 1CTGGAGCCAGAGGGCAGGGAC0.582

+ 9 1427MGAT5B_uc002jth.2_Missense_Mutation_p.P431SNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3GACCATGTTTCGTGAGTGCCC0.622

- 10 1985POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3GAAAATACCTCAGAATTCATT0.269

- 10 1973POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3GAATTCATTTTCTTTTCAGCC0.284

+ 15 2956DSG1_uc010xbp.1_Missense_Mutation_p.R274KNM_001942 NP_001933 Q02413 DSG1_HUMANCytoplasmic (Potential).|Desmoglein repeat 4. 7CATCATCCTAGAGAGTCTTCA0.468



+ 14 2094 NM_005925 NP_005916 Q16820 MEP1B_HUMANCytoplasmic (Potential). 2GAAGAAATATCGTGAAAGGAT0.408

- 8 1490NOL4_uc010xbs.1_Missense_Mutation_p.E136K|NOL4_uc002kxr.3_Intron|NOL4_uc010xbt.1_Missense_Mutation_p.E347K|NOL4_uc010dmh.2_Intron|NOL4_uc010xbu.1_Intron|NOL4_uc002kxt.3_Intron|NOL4_uc010xbv.1_IntronNM_003787 NP_003778 O94818 NOL4_HUMAN 3TCCAAGTTTTCATCTACAAAC0.478

- 7 2067SLC39A6_uc002kzj.2_Missense_Mutation_p.A318TNM_012319 NP_036451 Q13433 S39A6_HUMANCytoplasmic (Potential). 2GCCAGAGTGGCGACGCCGGCA0.318

+ 7 1794DCC_uc010xdr.1_Missense_Mutation_p.E251K|DCC_uc010dpf.1_Missense_Mutation_p.E58KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17ATGTGTGGCTGAAAATGAGGC0.438

- 5 2855ALPK2_uc002lhk.1_Missense_Mutation_p.D212NNM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GAGTTGCCGTCCTTGCTGCTT0.428

- 2 220SERPINB3_uc002lji.2_Missense_Mutation_p.N65S|SERPINB3_uc010dqa.2_Missense_Mutation_p.N65S|SERPINB3_uc010dqb.2_Missense_Mutation_p.N65S|SERPINB3_uc010dqc.2_Missense_Mutation_p.N65SP48594 SPB4_HUMAN 3TCCTGTGGTGTTCTCTGTGAC0.428

- 2 1244 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6GATCCATGGGGGAGCTCCTCC0.383

- 4 363 uc010dvi.1_5'Flank NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN HAT 3. 4TAATCTAGCCACAGACGAGGC0.657

- 3 21008 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTCTCAGAGGAAACAGACAT0.458

- 1 6323 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ACTGATTGTGGAATCCAAGGA0.488

- 2 333ICAM3_uc010dxd.1_Missense_Mutation_p.R16L|ICAM3_uc010xlf.1_Missense_Mutation_p.R16LNM_002162 NP_002153 P32942 ICAM3_HUMANExtracellular (Potential).|Ig-like C2-type 1. 3GCAGAGGATCCGACTGTTGCC0.552

- 4 1744uc002msx.1_Intron|ZNF433_uc002msz.1_Missense_Mutation_p.G490RNM_001080411 NP_001073880 Q8N7K0 ZN433_HUMANC2H2-type 14. 0TGAGTCCTTCCATGATATCGA0.443

+ 1 143MRI1_uc002mxf.2_Missense_Mutation_p.R26HNM_001031727 NP_001026897 Q9BV20 MTNA_HUMAN 1AAGCAGAGCCGCTACGAGGCG0.537

+ 10 2692NWD1_uc002net.3_Missense_Mutation_p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S551FQ149M9 NWD1_HUMAN 7AGCTGGATTTCCTGCCGGGGC0.597

- 13 2081PDE4C_uc002nik.3_Missense_Mutation_p.R534Q|PDE4C_uc002nil.3_Missense_Mutation_p.R534Q|PDE4C_uc002nif.3_Missense_Mutation_p.R303Q|PDE4C_uc002nig.3_Missense_Mutation_p.R249Q|PDE4C_uc002nih.3_Missense_Mutation_p.R304Q|PDE4C_uc010ebk.2_Missense_Mutation_p.R428Q|PDE4C_uc002nii.3_Missense_Mutation_p.R502Q|PDE4C_uc010ebl.2_Missense_Mutation_p.R248QNM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5CACCTGGATTCGGTCGGAATA0.378

+ 19 2420WDR62_uc002odd.2_Missense_Mutation_p.P777SNM_173636 NP_775907 O43379 WDR62_HUMAN 0GAGTGGCCACCCCAGGTCCTG0.453

- 5 506NUMBL_uc010xvq.1_Missense_Mutation_p.S72F|NUMBL_uc002ooo.2_Missense_Mutation_p.S113F|NUMBL_uc010xvr.1_Missense_Mutation_p.S72FNM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. 5AGACTTCACGGACTTTCGGCC0.652

+ 1 550C19orf54_uc002oou.1_5'Flank|C19orf54_uc002oow.1_5'Flank|C19orf54_uc002oox.1_5'Flank|C19orf54_uc002ooy.1_5'Flank|C19orf54_uc010xvs.1_5'FlankNM_004596 NP_004587 P09012 SNRPA_HUMAN 4CAGTTCCCGAGACCCGCCCTA0.498

- 2 253PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_5'UTR|PSG5_uc002ovx.2_Missense_Mutation_p.L41Q|PSG5_uc002ovv.2_Missense_Mutation_p.L41Q|PSG5_uc002ovw.2_Missense_Mutation_p.L41QNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3TTTGGGTGGCAGGGCTTCAAT0.468

- 4 855_856PSG9_uc002owe.3_Intron|PSG9_uc010xwm.1_Missense_Mutation_p.E160K|PSG9_uc002owf.3_Intron|PSG9_uc002owg.2_Intron|PSG9_uc002owh.2_IntronNM_002784 NP_002775 Q00887 PSG9_HUMANIg-like C2-type 2. 2TCCTTATTCTCCCTGGGGTTTA0.51

- 1 1154uc002peu.1_Silent_p.L43LNM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1CGCCCACTGCCTAACCAGCTC0.637

- 9 2649SLC8A2_uc010xyq.1_Missense_Mutation_p.L547V|SLC8A2_uc010xyr.1_Missense_Mutation_p.L254V|SLC8A2_uc010ele.2_Missense_Mutation_p.L791VNM_015063 NP_055878 Q9UPR5 NAC2_HUMANAlpha-2.|Helical; (Potential). 4GAGGTGCCCAGGGCAACGAAG0.602

+ 1 58 NM_033068 NP_149059 Q9BZG2 PPAT_HUMAN 0 gctgctgctgctggtgctgcC 0.622

+ 2 654SIGLEC9_uc010yct.1_Missense_Mutation_p.S196LNM_014441 NP_055256 Q9Y336 SIGL9_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1ACCCGCTCCTCGGTGCTCACC0.657 rs141688796

- 3 1129SIGLEC12_uc002pww.1_Missense_Mutation_p.R240Q|SIGLEC12_uc010eoy.1_Missense_Mutation_p.R85QNM_053003 NP_443729 Q96PQ1 SIG12_HUMANIg-like C2-type 1.|Extracellular (Potential). 5TATGTTGAGTCGGACAGCCCT0.602

+ 7 2416ZNF331_uc002qby.1_Missense_Mutation_p.E328K|ZNF331_uc002qbz.1_Missense_Mutation_p.E328K|ZNF331_uc002qca.1_Missense_Mutation_p.E328K|ZNF331_uc010eqr.1_Missense_Mutation_p.E328K|ZNF331_uc002qcb.1_Missense_Mutation_p.E328K|ZNF331_uc002qcc.1_Missense_Mutation_p.E328K|ZNF331_uc002qcd.1_Missense_Mutation_p.E328KNM_018555 NP_061025 Q9NQX6 ZN331_HUMAN C2H2-type 8. 6GAAGCCTCACGAATGTAAGGA0.507

+ 4 621KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR3DL1_uc010yfn.1_Missense_Mutation_p.M128I|KIR3DL1_uc010esf.2_Missense_Mutation_p.M91I|KIR3DL1_uc010yfo.1_Missense_Mutation_p.M128I|KIR3DL1_uc002qhl.3_Missense_Mutation_p.M186INM_013289 NP_037421 P43629 KI3L1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 5GTCCCATGATGCTTGCCCTTG0.547

+ 3 1399NLRP8_uc010etg.2_Missense_Mutation_p.S443FNM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13GAGAACTTTTCCAGAAAGATC0.473

- 11 2299GPR113_uc010yky.1_Missense_Mutation_p.E698K|GPR113_uc002rhb.1_Missense_Mutation_p.E370K|GPR113_uc010eyk.1_Missense_Mutation_p.E568K|GPR113_uc002rhc.1_Missense_Mutation_p.E370K|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANExtracellular (Potential). 4AGAGCGGGTTCTTCCGGAACA0.627

+ 7 900ASB3_uc002rxi.3_Intron|ERLEC1_uc002rxm.2_Missense_Mutation_p.R207K|ERLEC1_uc002rxn.2_Missense_Mutation_p.R207KNM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN 2AACCGGCCCAGATCAAGTACT0.378

- 3 329TPRKB_uc002sjm.2_Missense_Mutation_p.R112K|TPRKB_uc002sjl.2_Missense_Mutation_p.R40K|TPRKB_uc002sjo.2_Missense_Mutation_p.R73K|TPRKB_uc010yrm.1_Missense_Mutation_p.R40KNM_016058 NP_057142 Q9Y3C4 TPRKB_HUMAN 2AGATAGAGTTCTTGTCTTCAT0.353

+ 7 865 NM_031283 NP_112573 Q9HCS4 TF7L1_HUMAN Pro-rich. 3TCCCTTCCTCCCGGTGGCTTC0.612

+ 3 224POLR1A_uc002sqs.2_5'Flank|POLR1A_uc002sqv.2_5'Flank|PTCD3_uc010ytc.1_Splice_SiteNM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1TTTTACATTAGGGATTGAAGA0.284

- 2 1056ST6GAL2_uc002tdr.2_Missense_Mutation_p.E313K|ST6GAL2_uc002tds.3_Missense_Mutation_p.E313KNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11CTACCTATTTCCTCGCCCAAG0.667

- 2 151ST6GAL2_uc002tdr.2_Missense_Mutation_p.R11Q|ST6GAL2_uc002tds.3_Missense_Mutation_p.R11QNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANCytoplasmic (Potential). 11GAAAAGCATTCGTTGTCTCCA0.507

- 4 371IL1B_uc002tih.1_Missense_Mutation_p.P64LNM_000576 NP_000567 P01584 IL1B_HUMAN 4AAAGATGAAGGGAAAGAAGGT0.532

- 19 3556 NM_018383 NP_060853 Q9C0J8 WDR33_HUMAN 0TCAGGACCAGGAAAACCATCC0.567

- 4 527BAZ2B_uc002uap.2_Missense_Mutation_p.P59S|BAZ2B_uc002uas.1_Intron|BAZ2B_uc002uau.1_Missense_Mutation_p.P59S|BAZ2B_uc002uaq.1_5'UTR|BAZ2B_uc002uat.3_Intron|BAZ2B_uc010fop.1_Missense_Mutation_p.P59SNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4AGGTTAAACGGTTGATCCCCA0.433

+ 27 5425SCN2A_uc002udd.2_Missense_Mutation_p.T1712I|SCN2A_uc002ude.2_Missense_Mutation_p.T1712INM_001040142 NP_001035232 Q99250 SCN2A_HUMAN IV. 8CAAATTACAACCTCTGCTGGC0.458

- 8 1706FASTKD1_uc002uew.3_RNA|FASTKD1_uc002uex.3_Missense_Mutation_p.E426KNM_024622 NP_078898 Q53R41 FAKD1_HUMAN 4AAAACGGCTTCAATTCGGGAT0.418

- 3 1016 NM_001080458 NP_001073927 Q03828 EVX2_HUMAN 2CGAGTGGAAGGGGTAGGGCAG0.522

- 225 45318uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8727K|TTN_uc010zfi.1_Missense_Mutation_p.E8660K|TTN_uc010zfj.1_Missense_Mutation_p.E8535KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCAACAATTTCCCCACCACCA0.473

- 75 19126TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R2962QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCAAGTGATTCGCATCGGTTG0.408 rs72648969

- 46 13470TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.E4349K|TTN_uc010zfj.1_Missense_Mutation_p.E4224K|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153GTAGCAACCTCCTCAGTACCA0.453

- 46 14139TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCCTGCTGTTCCCTAGTTTCT0.373

- 2 1412 NM_004657 NP_004648 O95810 SDPR_HUMAN 2ACTCCCCCTGGAGGTCGCCTT0.577

+ 20 2263_2264AOX1_uc010zhf.1_Missense_Mutation_p.R277K|AOX1_uc010fsu.2_Missense_Mutation_p.R87KNM_001159 NP_001150 Q06278 ADO_HUMAN 6AAGCCAGAAAGGAAACTGGAAT0.426



+ 26 2973AOX1_uc010zhf.1_Missense_Mutation_p.E514K|AOX1_uc010fsu.2_Missense_Mutation_p.E324KNM_001159 NP_001150 Q06278 ADO_HUMAN 6CATGTACAAGGAAATTGATCA0.368

+ 10 1862CASP10_uc002uxm.1_Missense_Mutation_p.E439KNM_032974 NP_116756 Q92851 CASPA_HUMAN 6AAAGACAATGGAAATCAGGGG0.512

+ 11 2663TTLL4_uc010zkl.1_Missense_Mutation_p.L600M|TTLL4_uc010fvx.2_Missense_Mutation_p.L701M|TTLL4_uc010zkm.1_Translation_Start_SiteNM_014640 NP_055455 Q14679 TTLL4_HUMAN TTL. 3CAAGTTTGACCTGCGGATCTA0.488

- 1 421CUL3_uc010zls.1_Missense_Mutation_p.D13NNM_003590 NP_003581 Q13618 CUL3_HUMAN 4ATCTTGGTGTCCTTCCGGCTG0.602 rs2969802

- 3 1640MTERFD2_uc010zoj.1_Missense_Mutation_p.D166HNM_182501 NP_872307 Q7Z6M4 MTER2_HUMAN 1 tcattgtcatcctcatcattg 0.224

- 8 2241PAK7_uc002wnk.2_Missense_Mutation_p.H566Y|PAK7_uc002wnj.2_Missense_Mutation_p.H566Y|PAK7_uc010gby.1_Missense_Mutation_p.H566YNM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23ATGTCCCTGTGAATCACTCCT0.443

- 8 2152ACSS1_uc002wuc.2_Nonsense_Mutation_p.W425*|ACSS1_uc010gdc.2_Nonsense_Mutation_p.W220*|ACSS1_uc002wud.1_RNA|ACSS1_uc002wua.2_Nonsense_Mutation_p.W342*NM_032501 NP_115890 Q9NUB1 ACS2L_HUMAN 2AAGCCACTCCCAGGCCTCACA0.527

+ 2 127FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGGCATTCAGATGCAATTGGA0.333

- 2 776FAM83C_uc002xcb.1_Missense_Mutation_p.D44NNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2CCATTGAGGTCCATCTTGTAG0.647

- 3 2822CPNE1_uc010zvj.1_Intron|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.P864S|RBM12_uc002xds.2_Missense_Mutation_p.P864SNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN RRM 3. 3ACAGTAAAGGGCATGTTTTGC0.353

+ 11 1414PPP1R16B_uc010ggc.2_Missense_Mutation_p.S367TNM_015568 NP_056383 Q96T49 PP16B_HUMAN 3CGTGCTACTCTCCGAATTTCC0.567

- 5 521WFDC3_uc002xpj.1_RNA|WFDC3_uc002xph.1_Intron|WFDC3_uc010ghh.1_IntronNM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 3. 0GCATTTATGCCCCTGGGGACA0.547

- 3 1323 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4TTACCTTTCTCCAGTTTTAGG0.453

- 21 3392CLTCL1_uc011agv.1_Missense_Mutation_p.A1106V|CLTCL1_uc011agw.1_Missense_Mutation_p.A1106V|CLTCL1_uc011agt.1_5'Flank|CLTCL1_uc011agu.1_5'Flank|CLTCL1_uc010grm.1_5'UTR|CLTCL1_uc002zpe.2_Missense_Mutation_p.A66V|CLTCL1_uc002zpd.1_Missense_Mutation_p.A66VNM_007098 NP_009029 P53675 CLH2_HUMANProximal segment.|Heavy chain arm. 5ACTCCACACAGCAGGCTCATT0.527

+ 6 2719TATDN2_uc003bvf.2_Missense_Mutation_p.P713L|TATDN2_uc011atr.1_Missense_Mutation_p.P713L|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNA|TATDN2_uc011atu.1_5'Flank|TATDN2_uc011atv.1_5'Flank|GHRLOS_uc011atw.1_5'Flank|GHRLOS_uc011atx.1_5'Flank|GHRLOS_uc011aty.1_5'Flank|GHRLOS_uc011atz.1_5'Flank|GHRLOS_uc011aua.1_5'Flank|GHRLOS_uc010hdl.2_5'Flank|GHRLOS_uc011aub.1_5'Flank|GHRLOS_uc010hdm.2_5'Flank|GHRLOS_uc011auc.1_5'Flank|GHRLOS_uc011aud.1_5'Flank|GHRLOS_uc011aue.1_5'Flank|GHRLOS_uc011auf.1_5'Flank|GHRLOS_uc011aug.1_5'FlankNM_014760 NP_055575 Q93075 TATD2_HUMAN 2TATTTCCTCCCTCGCCAGGTA0.622

+ 6 2721TATDN2_uc003bvf.2_Missense_Mutation_p.R714C|TATDN2_uc011atr.1_Missense_Mutation_p.R714C|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNA|TATDN2_uc011atu.1_5'Flank|TATDN2_uc011atv.1_5'Flank|GHRLOS_uc011atw.1_5'Flank|GHRLOS_uc011atx.1_5'Flank|GHRLOS_uc011aty.1_5'Flank|GHRLOS_uc011atz.1_5'Flank|GHRLOS_uc011aua.1_5'Flank|GHRLOS_uc010hdl.2_5'Flank|GHRLOS_uc011aub.1_5'Flank|GHRLOS_uc010hdm.2_5'Flank|GHRLOS_uc011auc.1_5'Flank|GHRLOS_uc011aud.1_5'Flank|GHRLOS_uc011aue.1_5'Flank|GHRLOS_uc011auf.1_5'Flank|GHRLOS_uc011aug.1_5'FlankNM_014760 NP_055575 Q93075 TATD2_HUMAN 2TTTCCTCCCTCGCCAGGTAAG0.617 rs150215933

+ 6 574SYN2_uc003bwl.1_Missense_Mutation_p.G137ENM_133625 NP_598328 Q92777 SYN2_HUMAN 2AAAGTCCTTGGAGATTATGAT0.433

- 20 3063SLC4A7_uc011awu.1_RNA|SLC4A7_uc011awv.1_RNA|SLC4A7_uc003cdu.3_Missense_Mutation_p.E879K|SLC4A7_uc011aww.1_Missense_Mutation_p.E1007K|SLC4A7_uc011awx.1_Missense_Mutation_p.E994K|SLC4A7_uc011awy.1_Missense_Mutation_p.E990K|SLC4A7_uc011awz.1_RNA|SLC4A7_uc011axa.1_Missense_Mutation_p.E879K|SLC4A7_uc011axb.1_Missense_Mutation_p.E994K|SLC4A7_uc010hfl.2_Missense_Mutation_p.E548K|SLC4A7_uc003cdw.2_Missense_Mutation_p.E874KNM_003615 NP_003606 Q9Y6M7 S4A7_HUMANExtracellular (Potential). 5TTGGGTTGTTCCCCTGGAGCA0.433

- 11 1701 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0ACTGGCTTACCTTACTGCCAC0.597 rs145582569

- 10 1127SUCLG2_uc010hob.2_Missense_Mutation_p.V114INM_003848 NP_003839 Q96I99 SUCB2_HUMAN 2GCACAGTTGACGATACCACCA0.448 rs115935149

- 5 780KIAA1524_uc003dxc.1_Missense_Mutation_p.R12W|KIAA1524_uc010hpw.1_Missense_Mutation_p.R12WNM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3AGATTGTGCCGACAAAGATTT0.299

- 6 1088IGSF11_uc011biv.1_Missense_Mutation_p.P253S|IGSF11_uc003ebx.2_Missense_Mutation_p.P257S|IGSF11_uc003eby.2_Missense_Mutation_p.P280S|IGSF11_uc003ebz.2_Missense_Mutation_p.P256S|IGSF11_uc010hqs.2_Missense_Mutation_p.P280SNM_001015887 NP_001015887 Q5DX21 IGS11_HUMANCytoplasmic (Potential). 0ATTTCATTAGGAATTTCTTCT0.323

- 9 1787GPR156_uc011bjg.1_Missense_Mutation_p.P592LNM_153002 NP_694547 Q8NFN8 GP156_HUMANCytoplasmic (Potential). 2CACCATGTAAGGGCTAAAGCC0.602

- 9 1417 NM_199420 NP_955452 O75417 DPOLQ_HUMANHelicase C-terminal. 11CGAAAGGCTCCTTCAATGATA0.378

+ 8 899SLC15A2_uc011bjn.1_Missense_Mutation_p.G218ENM_021082 NP_066568 Q16348 S15A2_HUMAN 1CCCCCTGAAGGAAACATAGTG0.338

- 13 2948 NM_022776 NP_073613 Q9BXB4 OSB11_HUMAN 5GAATTATTTTCCAAAGTGGTT0.358

- 3 1977 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0GGGTCCAGGCCACCAAAAAAC0.637

- 8 1344KIAA1257_uc003elg.1_Missense_Mutation_p.A383V|KIAA1257_uc003elh.1_5'UTR|KIAA1257_uc003eli.3_Missense_Mutation_p.A271VNM_020741 NP_065792 Q9ULG3 K1257_HUMAN 0CGGCATGACGGCCAGCTGGAT0.592

- 9 1581LRRC31_uc010hwp.1_Missense_Mutation_p.F446LNM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3AAGTGTCTAAACCATTGTCCA0.448

- 3 12753MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0GCTGGTGACAGGAAGAGGGGT0.587

- 3 941 NM_025163 NP_079439 Q86VD9 PIGZ_HUMANHelical; (Potential). 3TGTGAGGGCTGCCCCAGGGAG0.612 rs149492566

+ 1 31 NM_001040448 NP_001035538 P59861 DB131_HUMAN 0CTTTGGAGTCCTTTCCTTGAT0.368

+ 30 3352SLIT2_uc003gps.1_Missense_Mutation_p.D1042NNM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 4. 11CTGCCAGCACGATTCAAAGTG0.483

+ 15 1255ANAPC4_uc003grp.2_Missense_Mutation_p.Y261H|ANAPC4_uc010iet.1_Missense_Mutation_p.Y156H|ANAPC4_uc010ieu.1_Missense_Mutation_p.Y145HNM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5GAAGCAAAAATATGAACCTCT0.343

- 5 820CORIN_uc011bzf.1_Missense_Mutation_p.F104L|CORIN_uc011bzg.1_Missense_Mutation_p.F176L|CORIN_uc011bzh.1_Missense_Mutation_p.F243L|CORIN_uc011bzi.1_Missense_Mutation_p.F243L|CORIN_uc003gxn.3_Missense_Mutation_p.F243LNM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANExtracellular (Potential).|FZ 1. 2TGGTTTCTAAACTGGGAGCAT0.468

+ 16 2235CWH43_uc011bzl.1_Missense_Mutation_p.E658KNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3ACACAATTATGAAAACAACCA0.259

- 33 5653 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3TGACAAGCATCTCGGTTAATC0.458

+ 32 5717PTPN13_uc003hpy.2_Missense_Mutation_p.S1751F|PTPN13_uc003hqa.2_Missense_Mutation_p.S1727F|PTPN13_uc003hqb.2_Missense_Mutation_p.S1555F|PTPN13_uc003hqc.1_Missense_Mutation_p.S112FNM_080683 NP_542414 Q12923 PTN13_HUMAN Poly-Ser. 6GAATCTGCTTCCTCTAGTTCG0.393

+ 3 378NPNT_uc011cfc.1_Missense_Mutation_p.A75V|NPNT_uc011cfd.1_Missense_Mutation_p.P58L|NPNT_uc011cfe.1_Missense_Mutation_p.P58L|NPNT_uc010ilt.1_Missense_Mutation_p.P58L|NPNT_uc011cff.1_Missense_Mutation_p.P58L|NPNT_uc010ilu.1_5'UTRNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN EGF-like 1. 1CTTTTCACAGCTGTGTGCCAA0.388

- 7 1075SEC24D_uc003icj.3_Missense_Mutation_p.I269T|SEC24D_uc003icl.2_RNA|SEC24D_uc010imz.1_RNA|SEC24D_uc011cgg.1_RNANM_014822 NP_055637 O94855 SC24D_HUMAN Pro-rich. 0AATCACCTGGATCTGATAAAT0.478

- 7 866BBS7_uc003iee.1_Missense_Mutation_p.E231GNM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1ATTTTGAATTTCCCACTTGCG0.338

+ 13 1451KIAA1109_uc003iei.1_Missense_Mutation_p.R223Q|KIAA1109_uc010ins.1_5'UTRNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12AGCTACCCCCGAATATGGAAC0.378

- 17 1850INPP4B_uc003iiw.3_Missense_Mutation_p.Q419E|INPP4B_uc011chm.1_RNA|INPP4B_uc011chn.1_Missense_Mutation_p.Q234E|INPP4B_uc011cho.1_RNA|INPP4B_uc011chp.1_Missense_Mutation_p.Q290ENM_003866 NP_003857 O15327 INP4B_HUMAN 2GGTTGTAGTTGATTGATGTTG0.383

- 14 2299LRBA_uc003ilu.3_Missense_Mutation_p.R609W|LRBA_uc010ipk.1_Missense_Mutation_p.R528WNM_006726 NP_006717 P50851 LRBA_HUMAN 7CCAACTCTCCGAATGGTGTTA0.418

+ 12 1881ETFDH_uc011cjg.1_Missense_Mutation_p.D470N|ETFDH_uc010iqr.2_Missense_Mutation_p.D114N|ETFDH_uc011cjh.1_Missense_Mutation_p.D456N|ETFDH_uc010iqs.2_Missense_Mutation_p.D439NNM_004453 NP_004444 Q16134 ETFD_HUMAN 3GATCAGTTTTGACCTCTTGTC0.438

+ 12 1920ETFDH_uc011cjg.1_Missense_Mutation_p.E483K|ETFDH_uc010iqr.2_Missense_Mutation_p.E127K|ETFDH_uc011cjh.1_Missense_Mutation_p.E469K|ETFDH_uc010iqs.2_Missense_Mutation_p.E452KNM_004453 NP_004444 Q16134 ETFD_HUMAN 3TACTAATCATGAACATGACCA0.468

+ 8 1646ODZ3_uc003ive.1_5'UTRNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential).|EGF-like 1. 0CCATTGTTTTCCAGGATTTCT0.408



- 6 1580LRP2BP_uc003ixk.1_Missense_Mutation_p.M230I|LRP2BP_uc011ckr.1_Missense_Mutation_p.M256INM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0 TAAAAAATTTCATCTTATAGT0.308

- 2 1212FAT1_uc010iso.1_Missense_Mutation_p.G342RNM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential). 12GGCGGAGTTCCTTTATCTTTA0.458

+ 4 796 NM_007277 NP_009208 O60645 EXOC3_HUMAN 0GAGAAAATTGACAGGCGCATA0.517

+ 2 770 NM_024337 NP_077313 P78414 IRX1_HUMAN 2CGATGGCGACCAGAGCAACGA0.667

+ 13 1949 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2ACTTCTGAACCAGACCGTATC0.388

- 71 12215DNAH5_uc003jfc.2_Missense_Mutation_p.S226FNM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 6 (By similarity). 31GGCAATGATGGAATCTGTGGG0.517

- 27 4193 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31TCCAGTATATGTGATGTATTT0.313

+ 31 4632TRIO_uc003jfg.2_RNA|TRIO_uc003jfh.1_Missense_Mutation_p.L1191FNM_007118 NP_009049 O75962 TRIO_HUMAN PH 1. 18CCTCAGAGTTGGGTGTCACAG0.393

+ 3 965 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN 3CCTGACGGGCGAGACCATCAA0.662

+ 11 2037 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6GGGCTTTAGCCGGCAGTCAGT0.622 rs111393391

- 12 2291CDH9_uc011cnv.1_Missense_Mutation_p.E301KNM_016279 NP_057363 Q9ULB4 CADH9_HUMANCytoplasmic (Potential). 9TCAATATTTTCCCACAGAGGC0.418

- 7 1200 NM_016279 NP_057363 Q9ULB4 CADH9_HUMANCadherin 3.|Extracellular (Potential). 9CACTCTTAAAGTATAGAGCAT0.328

+ 10 1903CDH6_uc003jhd.1_Missense_Mutation_p.S526FNM_004932 NP_004923 P55285 CADH6_HUMANExtracellular (Potential).|Cadherin 5. 7TTTTCGTTTTCCTTGGCCCCT0.413

+ 1 671NPR3_uc010iuo.2_Intron|NPR3_uc011cnz.1_Intron|NPR3_uc003jhu.2_Missense_Mutation_p.D151ENM_000908 NP_000899 P17342 ANPRC_HUMANExtracellular (Potential). 2CGCACTGGGACCTGCCCATGC0.701

- 6 900 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0TATGAAAACCGAAAACTACCC0.323

+ 2 465MARVELD2_uc010ixf.2_Missense_Mutation_p.P136S|MARVELD2_uc003jwr.1_Missense_Mutation_p.P136S|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0CTGCAAAGATCCCTACGGAGG0.542

+ 8 5143VCAN_uc003kij.3_Missense_Mutation_p.S609L|VCAN_uc010jau.2_Intron|VCAN_uc003kik.3_Intron|VCAN_uc003kil.3_Missense_Mutation_p.S260LNM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16GCATATGTTTCAGAGGAAGAA0.428

- 6 957CCNH_uc003kiy.1_RNA|CCNH_uc003kiz.1_Missense_Mutation_p.R189K|CCNH_uc003kja.2_Missense_Mutation_p.R189KNM_001239 NP_001230 P51946 CCNH_HUMAN 3CAGGCAAGTTCTGTTCTCTTT0.294

- 20 2359 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 12. 4AGTGCTTTTTCTATGTAGTCT0.284

- 13 2337 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMANHelical; Name=12; (Potential). 4ATTGCAAATCCATTGAAGAAC0.308

+ 11 2215SLC27A6_uc003kuz.2_Missense_Mutation_p.E607KNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0ACTGACCAGGGAACTTTATGA0.338

- 11 2476TRPC7_uc010jef.1_Missense_Mutation_p.E762K|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.E756K|TRPC7_uc010jei.1_Missense_Mutation_p.E701K|TRPC7_uc010jej.1_Missense_Mutation_p.E377KNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANCytoplasmic (Potential). 0TGAGATTTTTCCTCAAGAAGC0.478

- 10 1342_1343SPOCK1_uc003lbp.2_Missense_Mutation_p.G384ENM_004598 NP_004589 Q08629 TICN1_HUMAN 1TGCCAAAATCCCCTGAGGTTTC0.505 rs139421454

- 5 930GFRA3_uc003lco.2_Missense_Mutation_p.R233CNM_001496 NP_001487 O60609 GFRA3_HUMAN 1TCCACCAGGCGTGATCTGGAA0.318

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 3.|Extracellular (Potential). 0TCAAAATGGAGAAGTTCGACT0.463

+ 1 2541 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMANCytoplasmic (Potential). 3GAAATACAAGGAAATTCTACC0.443

+ 1 2351PCDHB14_uc011dal.1_Missense_Mutation_p.G631ENM_018934 NP_061757 Q9Y5E9 PCDBE_HUMANCytoplasmic (Potential). 1AGGAATATGGGGGAAATCGAG0.373

+ 1 1024PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc011dar.1_Missense_Mutation_p.D342NNM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANExtracellular (Potential).|Cadherin 3. 0TGATGACAACGATTGTGCACC0.443

- 2 287ARAP3_uc003lln.2_5'UTR|ARAP3_uc003llo.1_Missense_Mutation_p.S70FNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7GGGATCCAGGGAGCCCTCTTC0.642

- 1 313 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0GCCTTGTAATCGTTGAACCGA0.498

- 4 1058JAKMIP2_uc011dbx.1_Missense_Mutation_p.E184K|JAKMIP2_uc003lor.1_Missense_Mutation_p.E226K|uc003lop.1_Intron|JAKMIP2_uc010jgo.1_Missense_Mutation_p.E226KNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2GTCTCCAGTTCCTTTTCCAGG0.423

+ 15 2714FBXO38_uc003lpg.1_Intron|FBXO38_uc003lph.2_IntronNM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6GACTACCCTCGGAGGCCCCTA0.572

+ 16 3055GRIA1_uc003luy.3_Missense_Mutation_p.S897L|GRIA1_uc003luz.3_Missense_Mutation_p.S802L|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.S817L|GRIA1_uc011dcx.1_Missense_Mutation_p.S828L|GRIA1_uc011dcy.1_Missense_Mutation_p.S907L|GRIA1_uc011dcz.1_Missense_Mutation_p.S907LNM_001114183 NP_001107655 P42261 GRIA1_HUMANCytoplasmic (Potential). 6AGCCACAGTTCAGGGATGCCC0.622 rs144882662

- 2 1523PWWP2A_uc003lxv.3_Missense_Mutation_p.S489F|PWWP2A_uc011dec.1_Missense_Mutation_p.S489FNM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0TGTCTTCAGAGAAGAGTCATT0.522

+ 49 5154DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.E1184K|DOCK2_uc003mah.2_Missense_Mutation_p.E248KNM_004946 NP_004937 Q92608 DOCK2_HUMAN 7CACCCTGCCTGAGGTCAAGCT0.587

- 6 991MGAT4B_uc003mkp.2_Missense_Mutation_p.H63Y|MGAT4B_uc003mkq.2_Missense_Mutation_p.H63Y|MGAT4B_uc003mkr.2_Missense_Mutation_p.H223Y|MIR1229_hsa-mir-1229|MI0006319_5'FlankNM_014275 NP_055090 Q9UQ53 MGT4B_HUMANLumenal (Potential). 0AGCCCAGAATGGATCTCCGTG0.632

- 4 1055SLC22A23_uc003mvn.3_Missense_Mutation_p.P71L|SLC22A23_uc003mvo.3_Missense_Mutation_p.P71L|SLC22A23_uc003mvp.1_RNA|SLC22A23_uc010jnn.2_Missense_Mutation_p.P352L|SLC22A23_uc010jno.2_Missense_Mutation_p.P352LNM_015482 NP_056297 A1A5C7 S22AN_HUMANHelical; (Potential). 1GAGCAGGAAGGGGCAGATGAT0.662

+ 3 337CD83_uc003nbh.2_Missense_Mutation_p.L53FNM_004233 NP_004224 Q01151 CD83_HUMANExtracellular (Potential).|Ig-like V-type. 0CACAGTTATTGGAGGGTGGTG0.507

- 6 695SLC17A1_uc011djy.1_RNA|SLC17A1_uc010jqb.1_Missense_Mutation_p.C191W|SLC17A1_uc010jqc.1_Missense_Mutation_p.C191WNM_005074 NP_005065 Q14916 NPT1_HUMANHelical; (Potential). 4CCAGAGATTCACAGATAACTC0.368

- 3 537HLA-DRB1_uc011dqa.1_Intron|HLA-DRB5_uc003obk.3_Nonsense_Mutation_p.Q178*NM_002125 NP_002116 Q30154 DRB5_HUMANIg-like C1-type.|Beta-2.|Extracellular (Potential). 0TCTCCATTCTGAATCAGGCCT0.552

+ 8 884GLP1R_uc003ooh.2_Splice_Site|GLP1R_uc003ooi.2_Splice_SiteNM_002062 NP_002053 P43220 GLP1R_HUMAN 5CTCTCTCTTAGGTGTTCCCCT0.617

+ 6 1041MDFI_uc003oqq.3_Missense_Mutation_p.E238K|MDFI_uc010jxn.2_Missense_Mutation_p.E238KNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0GATCTGCATGGAGTGCTGTGG0.672

- 4 502PKHD1_uc003pai.2_Missense_Mutation_p.P76SNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential).|IPT/TIG 1; atypical. 44ACGTCACAGGGAACACTCCGC0.507

+ 5 1539 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TAACCATATCCGCTTTTTGCA0.408

- 3 677COL21A1_uc003pct.1_RNA|COL21A1_uc011dxi.1_Missense_Mutation_p.D149N|COL21A1_uc003pcu.1_Missense_Mutation_p.D149NNM_030820 NP_110447 Q96P44 COLA1_HUMAN VWFA. 2TTGACGTCATCTTGGGATTTG0.443

- 20 2514PHIP_uc011dyp.1_Missense_Mutation_p.P762LNM_017934 NP_060404 Q8WWQ0 PHIP_HUMAN 6ATTCTCTTTTGGAACAGTTAA0.323

- 5 965ELOVL4_uc011dyt.1_IntronNM_022726 NP_073563 Q9GZR5 ELOV4_HUMAN 2GTCAGGTATCGTTTCCACCAA0.343



+ 12 1542ANKRD6_uc003pne.3_Missense_Mutation_p.D401N|ANKRD6_uc003pnf.3_Missense_Mutation_p.D366N|ANKRD6_uc011dzy.1_Missense_Mutation_p.D401N|ANKRD6_uc010kcd.2_Missense_Mutation_p.D342N|LYRM2_uc010kce.1_Intron|LYRM2_uc003png.2_Intron|ANKRD6_uc003pnh.3_5'UTR|LYRM2_uc010kcf.1_Intron|ANKRD6_uc003pnj.3_5'UTRNM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3CCGGGGCAAGGATGGGAAAGT0.517

- 17 3102ASCC3_uc011eai.1_Missense_Mutation_p.R827WNM_006828 NP_006819 Q8N3C0 HELC1_HUMAN 6GCTCTCATCCGTACATAAAGA0.343

- 3 418SCML4_uc003prz.3_5'UTR|SCML4_uc011eam.1_Missense_Mutation_p.R56Q|SCML4_uc003psa.3_Missense_Mutation_p.R27QNM_198081 NP_932347 Q8N228 SCML4_HUMAN 1CATGAGAACCCGAGACTTGAT0.562

- 13 1530CDK19_uc003pui.1_Missense_Mutation_p.S426L|CDK19_uc011eax.1_Missense_Mutation_p.S362LNM_015076 NP_055891 Q9BWU1 CDK19_HUMAN Ser-rich. 4CTGCTGAGACGAGGAAGAGTA0.587

+ 17 2230 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3TCATCACACCGAGCATGGTCG0.527

+ 3 686VGLL2_uc003pxo.2_IntronNM_182645 NP_872586 Q8N8G2 VGLL2_HUMAN 1GGCCACCGCGCACTCGGAGCT0.746

+ 12 1641MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Missense_Mutation_p.G459E|MTHFD1L_uc003qoc.2_Missense_Mutation_p.G406ENM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4CCTTCCCAAGGACCGACGTTT0.488

- 3 625MAD1L1_uc003slh.1_5'Flank|MAD1L1_uc003slf.1_5'Flank|MAD1L1_uc003slg.1_5'Flank|MAD1L1_uc010ksh.1_5'Flank|MAD1L1_uc003sli.1_5'Flank|MAD1L1_uc010ksi.1_5'Flank|MAD1L1_uc010ksj.2_5'Flank|FTSJ2_uc003slk.2_Missense_Mutation_p.S45N|FTSJ2_uc003sll.2_Missense_Mutation_p.S45N|FTSJ2_uc003sln.2_RNA|FTSJ2_uc003slo.2_Missense_Mutation_p.S45NNM_013393 NP_037525 Q9UI43 RRMJ2_HUMAN 1ACGGCTTTGACTTCCAGCCCA0.512

- 17 1637DGKB_uc011jxt.1_Missense_Mutation_p.R465C|DGKB_uc003sta.2_Missense_Mutation_p.R484C|DGKB_uc011jxu.1_Missense_Mutation_p.R483CNM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12GGAACATCACGGAAAAAGTTT0.368

- 5 657ANKMY2_uc010ktz.2_RNANM_020319 NP_064715 Q8IV38 ANKY2_HUMAN 1AGTTTTGGCTCTTTATCCAGT0.438

+ 6 438STK31_uc003swt.3_Missense_Mutation_p.R101Q|STK31_uc011jze.1_Missense_Mutation_p.R124Q|STK31_uc010kuq.2_Missense_Mutation_p.R101QNM_031414 NP_113602 Q9BXU1 STK31_HUMAN Tudor. 9 ATTCTAAATCGATCTGATATA0.358

- 1 510 NM_000162 NP_000153 P35557 HXK4_HUMAN 4GATACCTTCTCCTTCTTGGCG0.562

+ 6 623IKZF1_uc003tox.3_Missense_Mutation_p.A152V|IKZF1_uc003toy.3_Missense_Mutation_p.A152V|IKZF1_uc011kck.1_Missense_Mutation_p.A65V|IKZF1_uc003toz.3_Missense_Mutation_p.A122V|IKZF1_uc010kyx.2_IntronNM_006060 NP_006051 Q13422 IKZF1_HUMAN C2H2-type 2. p.?(74) 148CAGTGCGGGGCCTCATTCACC0.602

+ 12 1698TYW1_uc010lai.2_RNA|TYW1_uc011kef.1_Missense_Mutation_p.P131SNM_018264 NP_060734 Q9NV66 TYW1_HUMAN 1CGCACAATTTCCTGCGGAAAT0.423

+ 10 1129GTPBP10_uc003ukn.1_Missense_Mutation_p.H276Y|GTPBP10_uc003uko.1_Missense_Mutation_p.H165Y|CLDN12_uc003ukp.2_5'UTR|CLDN12_uc003ukq.2_5'UTRNM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0TGATGCACTTCATAAGAAACA0.368

- 5 4043SAMD9L_uc003umj.1_Missense_Mutation_p.E943K|SAMD9L_uc003umi.1_Missense_Mutation_p.E943K|SAMD9L_uc010lfb.1_Missense_Mutation_p.E943K|SAMD9L_uc003umk.1_Missense_Mutation_p.E943K|SAMD9L_uc010lfc.1_Missense_Mutation_p.E943K|SAMD9L_uc010lfd.1_Missense_Mutation_p.E943K|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4AAAAATATTTCACACTGTGAA0.378

+ 4 586COL1A2_uc011kib.1_Missense_Mutation_p.G39RNM_000089 NP_000080 P08123 CO1A2_HUMAN 9CGGAGATAGAGGACCACGTGG0.368

- 7 627CYP3A4_uc003urw.1_Missense_Mutation_p.V175I|CYP3A4_uc011kiz.1_Missense_Mutation_p.V134I|CYP3A4_uc011kja.1_Missense_Mutation_p.V126I|CYP3A4_uc011kjb.1_Missense_Mutation_p.V25INM_017460 NP_059488 P08684 CP3A4_HUMAN 4GCCCCAAAGACGCTGAGTGGA0.448

- 1 620 NM_002711 NP_002702 Q16821 PPR3A_HUMAN CBM21. 34TTTTGATAAGGAGGAACCAAT0.333

+ 7 1318C7orf58_uc003vjr.1_Missense_Mutation_p.T291A|C7orf58_uc003vjs.3_Missense_Mutation_p.T291A|C7orf58_uc003vjt.3_Missense_Mutation_p.T71A|C7orf58_uc010lkk.1_Missense_Mutation_p.T71ANM_024913 NP_079189 A4D0V7 CG058_HUMAN 9CATTCATTCGACGGGCACAGT0.418

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 1 662 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMANCytoplasmic (Potential). 6ACATCTCTGGGAAGACACAGG0.458

- 4 1890ZNF786_uc011kuk.1_Missense_Mutation_p.R548C|ZNF786_uc003wfi.2_Missense_Mutation_p.R499CNM_152411 NP_689624 Q8N393 ZN786_HUMANC2H2-type 10. 4CTGTGCACGCGCAAGTGCTCC0.642

- 5 551_552 NM_001040135 NP_001035225 Q9C0K3 ARP3C_HUMAN 0GATCCACTTCTGGGGATCCACA0.411 rs28634863

+ 1 829LRRC61_uc003wgv.2_Intron|LRRC61_uc003wgx.2_Intron|LRRC61_uc003wgw.2_IntronNM_138434 NP_612443 Q96FA7 CG029_HUMAN 1TCCTGCCATGGGGGCCGACCG0.542

- 45 7153CSMD1_uc011kwj.1_Nonsense_Mutation_p.Q1647*|CSMD1_uc010lrg.2_Nonsense_Mutation_p.Q323*NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 13. 25TTCTTGAGCTGAAATGCTAAA0.338

+ 7 1123SH2D4A_uc011kym.1_Missense_Mutation_p.G218R|SH2D4A_uc003wzc.2_Missense_Mutation_p.G263RNM_022071 NP_071354 Q9H788 SH24A_HUMAN 0GTTATCCCTCGGGGCCCAGAA0.537

+ 3 272SCARA3_uc003xgb.1_Missense_Mutation_p.R44HNM_016240 NP_057324 Q6AZY7 SCAR3_HUMANCytoplasmic (Potential). 4CGCTGCAGCCGCTGCCAGAAG0.622

+ 2 522RP1_uc011ldy.1_Missense_Mutation_p.R125QNM_006269 NP_006260 P56715 RP1_HUMAN 12CGGCGCCCGCGGCCCTGGCTC0.706

- 2 477JPH1_uc003yaf.2_Missense_Mutation_p.S146T|JPH1_uc003yag.1_Missense_Mutation_p.S10TNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential).|MORN 5. 1GTAGGGCACGCTCTGGCGCAC0.687

- 1 673SLC7A13_uc003ydr.1_Missense_Mutation_p.R192QNM_138817 NP_620172 Q8TCU3 S7A13_HUMANExtracellular (Potential). 1ATTCTGAAATCGTTCTACATT0.413

- 3 986 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0GACCGTTTTCGAAAATGTCTA0.403

+ 7 1001POP1_uc011lgv.1_Missense_Mutation_p.P301S|POP1_uc003yik.2_Missense_Mutation_p.P301SNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2GAATAAATATCCCAGAGAAAT0.512

- 1 508 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMAN 2CCGTGGCTGTGGAGGATTCTG0.587

- 10 940ENPP2_uc003yos.1_Missense_Mutation_p.R285K|ENPP2_uc010mdd.1_Missense_Mutation_p.R285KNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7GGTTAATATTCTCCGCTCGTG0.428

+ 18 2258 NM_022045 NP_071328 Q96DY7 MTBP_HUMANInteraction with MDM2 (By similarity). 3AAACGGAGATCTAAAGATCTG0.363

- 25 3413KIAA0196_uc011lir.1_Splice_Site_p.K880_splice|KIAA0196_uc003yru.1_Splice_Site_p.K602_spliceNM_014846 NP_055661 Q12768 STRUM_HUMAN 2TTAATTACTCACCTTATTCAG0.443

- 6 846 LRRC6_uc003ytl.2_RNANM_012472 NP_036604 Q86X45 LRRC6_HUMAN 2CTTGATTCAGGAGTAAACAAA0.403

- 3 981SHARPIN_uc003zbb.2_RNANM_030974 NP_112236 Q9H0F6 SHRPN_HUMANSelf-association (By similarity). 1CAAGTTTCCAGGGCTCCTAGG0.627

- 1 1338DOCK8_uc011lls.1_5'Flank|DOCK8_uc003zgf.2_5'FlankNM_152569 NP_689782 Q5T8R8 CI066_HUMAN 1TTGTGGGGCTCCCCCGACTTG0.607

+ 1 256 NM_017913 NP_060383 Q7L3B6 CD37L_HUMANSelf-association. 0CCTCCCTCGGGCCGAGGGTGA0.687

- 1 2808RANBP6_uc011lmf.1_Missense_Mutation_p.A581S|RANBP6_uc003zjs.2_Missense_Mutation_p.A521SNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 6. 3CCATAAGCAGCAGCTTGCCTG0.418

- 23 2707PTPRD_uc003zkp.2_Intron|PTPRD_uc003zkq.2_Intron|PTPRD_uc003zkr.2_Intron|PTPRD_uc003zks.2_Intron|PTPRD_uc003zkl.2_Missense_Mutation_p.P666S|PTPRD_uc003zkm.2_Missense_Mutation_p.P653S|PTPRD_uc003zkn.2_Intron|PTPRD_uc003zko.2_IntronNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 4.|Extracellular (Potential). 22GTGTCCGAAGGAATTCCCAAA0.478

- 1 436 NM_002175 NP_002166 P01568 IFN21_HUMAN 2GGAGTCTCTTCCACCCCAACC0.468

+ 2 1059 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0GTGGGACCACGAGACCATCGT0.488 rs147544032

- 3 564_565CDK20_uc004aps.2_Missense_Mutation_p.D87N|CDK20_uc004apt.2_Missense_Mutation_p.D100N|CDK20_uc004apu.2_Missense_Mutation_p.D87NNM_001039803 NP_001034892 Q8IZL9 CDK20_HUMANProtein kinase. 1TCGGCCAGATCCGACAGCATGA0.599 rs139270796

+ 7 1254HABP4_uc010msh.2_Missense_Mutation_p.R264HNM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1CGTCCTGGGCGTGGAGCCAGA0.552 rs141094261



- 4 434 NM_000035 NP_000026 P05062 ALDOB_HUMAN 1TTGTTTGTTCCTGCAAGAGGA0.408

- 2 422PHF19_uc004bkt.2_Missense_Mutation_p.L57F|PHF19_uc010mvk.2_Missense_Mutation_p.L57FNM_015651 NP_056466 Q5T6S3 PHF19_HUMAN 2ATCTTCCCGAGGTAGTACAGG0.562

- 4 532PDCL_uc004bna.2_3'UTRNM_005388 NP_005379 Q13371 PHLP_HUMAN 0CGCATCTCTTCCATTCGCTGC0.478

- 3 284RPL12_uc004bqx.1_RNA|RPL12_uc004bqz.1_Intron|SNORA65_uc004bra.1_5'Flank|LRSAM1_uc004brb.1_5'Flank|LRSAM1_uc010mxk.1_5'Flank|LRSAM1_uc004brc.1_5'Flank|LRSAM1_uc004brd.1_5'FlankNM_000976 NP_000967 P30050 RL12_HUMAN 0GCCTGTCTGTTCTGAATGGTC0.502

- 9 1270ACE2_uc004cxb.2_Missense_Mutation_p.D368NNM_021804 NP_068576 Q9BYF1 ACE2_HUMANExtracellular (Potential). 3GTCAGGAAGTCGTCCATTGTC0.408

- 6 1131BEND2_uc010nfb.2_IntronNM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5ATTGTAATTTCCCATTAAAGT0.294

- 6 650MAP7D2_uc004czq.1_Missense_Mutation_p.P96S|MAP7D2_uc011mji.1_Missense_Mutation_p.P159S|MAP7D2_uc010nfo.1_Missense_Mutation_p.P252S|MAP7D2_uc011mjj.1_Missense_Mutation_p.P166SNM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3GGGTTAAGAGGGCCAAGAGGA0.443

- 1 2311 NM_153270 NP_695002 Q8N239 KLH34_HUMAN Kelch 6. 1CACTACGTTGCGGGTAGGCAC0.692

+ 1 2650 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCTGAGTGCAGAGCAACCTAT0.458

- 2 2527 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112TCTGGATCTTCAGGGGGTGAA0.512

- 5 1372RLIM_uc004ebw.2_Missense_Mutation_p.G361ENM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2CCTAAAACCTCCTCGTTCACT0.458

- 3 942SERPINA7_uc010npd.2_Missense_Mutation_p.S309FNM_000354 NP_000345 P05543 THBG_HUMAN 0GGCAGAAATGGAAAACTTTGG0.428

+ 16 2728MORC4_uc004emp.3_IntronNM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4TCCCTGGGCTCATTCTGCAAA0.408

+ 27 3429ALG13_uc011msx.1_Missense_Mutation_p.Y949F|ALG13_uc011msz.1_Missense_Mutation_p.Y1054F|ALG13_uc011mta.1_Missense_Mutation_p.Y949F|ALG13_uc011mtb.1_Missense_Mutation_p.Y949FQ9NP73 ALG13_HUMAN 1GCTTCTCATTATGTACCTCAG0.393

+ 31 3359DOCK11_uc004eqq.2_Missense_Mutation_p.S878LNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3ACTGCAGATTCAAATCTTGAA0.299

+ 2 295LOC100303728_uc004ere.1_5'Flank|LOC100303728_uc004erg.1_5'FlankNM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1TGCGTGGTCCGTATTCCCAAG0.512

- 1 1146 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5TGTTCCACTTCCTTCATGAGC0.493

+ 7 752XPNPEP2_uc011mum.1_Missense_Mutation_p.D170NNM_003399 NP_003390 O43895 XPP2_HUMAN 0GGAGAGTTATGATCTGGCCCT0.507

+ 5 1249ZNF449_uc004eyt.2_Missense_Mutation_p.R242C|ZNF449_uc004eyu.2_Missense_Mutation_p.R168CNM_152695 NP_689908 Q6P9G9 ZN449_HUMAN C2H2-type 2. 2AAGATTCCTTCGTAGTTCAGA0.433

- 19 2219ATP11C_uc004fay.2_RNA|ATP11C_uc004fba.2_Missense_Mutation_p.T707INM_173694 NP_775965 Q8NB49 AT11C_HUMANCytoplasmic (Potential). 8TTCTTCAATGGTTTTTGTGGT0.408

+ 4 551MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGGGCGACGACAC0.582

+ 3 958AFF2_uc004fco.2_Nonsense_Mutation_p.S156*|AFF2_uc004fcq.2_Nonsense_Mutation_p.S156*|AFF2_uc004fcr.2_Nonsense_Mutation_p.S156*|AFF2_uc011mxb.1_Nonsense_Mutation_p.S160*|AFF2_uc004fcs.2_Nonsense_Mutation_p.S156*NM_002025 NP_002016 P51816 AFF2_HUMAN 5CCTGAGTGGTCACGTGATAGT0.468

- 9 1523FLNA_uc010nuu.1_Missense_Mutation_p.G425ENM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6GCCCTTCTGTCCCATGGGGTC0.682

+ 5 506DKC1_uc010nvf.2_Missense_Mutation_p.N99S|SNORA36A_uc004fmn.2_5'FlankNM_001363 NP_001354 O60832 DKC1_HUMAN 0AAGCCCTCTAACCCCTCTTCC0.453

- 2 720 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0CAATGTACTTCATGCCGTATG0.483

- 1 436 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0TTTCCTGGCTCGATCTCCACC0.622

- 13 1569NOC2L_uc001aby.3_Missense_Mutation_p.V301M|NOC2L_uc009vjq.2_Missense_Mutation_p.V504MNM_015658 NP_056473 Q9Y3T9 NOC2L_HUMAN 2TTCAGGATCACGGAGAAGTTG0.637

- 8 883NOC2L_uc001aby.3_Missense_Mutation_p.R72Q|NOC2L_uc009vjq.2_Missense_Mutation_p.R275QNM_015658 NP_056473 Q9Y3T9 NOC2L_HUMAN 2GCTGATGTGCCGCAGCACGGC0.622

+ 17 2883 NM_198576 NP_940978 O00468 AGRIN_HUMAN Kazal-like 9. 3AGTCACATACGGCAACGAGTG0.627

+ 5 944 NM_138705 NP_619650 Q8TD86 CALL6_HUMANEF-hand 4.|Potential. 0CAGGACCATCGACTATGAGGG0.632

- 18 2317KIAA1751_uc009vkz.1_Missense_Mutation_p.E721KNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1GGCTGCTCCTCCTCCTGCTCC0.697

- 14 1977MEGF6_uc001akk.2_Missense_Mutation_p.R479CNM_001409 NP_001400 O75095 MEGF6_HUMAN EGF-like 10. 1GGGGGGCAGCGGCAGGCCCCC0.582

+ 9 1094 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9CGGACAGGGGGGTACGGGAGC0.617

+ 2 215 CA6_uc009vmn.2_IntronNM_001215 NP_001206 P23280 CAH6_HUMAN 2CCCTCCTTGAAGGGGCTCAAT0.602

+ 5 1212UBE4B_uc001aqr.3_Missense_Mutation_p.R167C|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_5'UTRNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4TAAGATCTTCCGTGTCTCTTG0.463

+ 27 3098KIF1B_uc001aqw.3_Nonsense_Mutation_p.R920*|KIF1B_uc001aqy.2_Nonsense_Mutation_p.R940*|KIF1B_uc001aqz.2_Nonsense_Mutation_p.R966*|KIF1B_uc001ara.2_Nonsense_Mutation_p.R926*|KIF1B_uc001arb.2_Nonsense_Mutation_p.R952*NM_015074 NP_055889 O60333 KIF1B_HUMAN 3GTTTTACGACCGATCCCCTTG0.532

- 11 1360 NM_006610 NP_006601 O00187 MASP2_HUMANPeptidase S1. 4TTTTGCCCTCCATATATACGC0.448

+ 8 1255MFN2_uc009vni.2_Missense_Mutation_p.E268KNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1CTCAGAGCCCGAGTACATGGA0.567

+ 6 791TNFRSF8_uc010obc.1_Missense_Mutation_p.S79NNM_001243 NP_001234 P28908 TNR8_HUMANExtracellular (Potential). 5TCCAGTGCCAGCACCATGCCT0.622 rs151315213

+ 19 4402VPS13D_uc001atw.2_Missense_Mutation_p.R1421C|VPS13D_uc001atx.2_Missense_Mutation_p.R609CNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5CAGAAGTGACCGTCTGCAGGT0.488 rs148968489

+ 63 12049VPS13D_uc001atw.2_Missense_Mutation_p.H3945Y|VPS13D_uc001atx.2_Missense_Mutation_p.H3157Y|VPS13D_uc009vnl.2_RNANM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5TGAAAACCTCCATGAAAAGAC0.358

+ 3 1466 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3TGCTGTCAGGGTGGATTTATT0.498

+ 4 1385 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0TGTCAATTGGGAGATCTTCAC0.572

- 1 474 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0ACACGTGCTGGGAAACTGTAC0.517

- 14 2254ZBTB17_uc010obq.1_Missense_Mutation_p.A589V|ZBTB17_uc010obr.1_Missense_Mutation_p.A672V|ZBTB17_uc010obs.1_Missense_Mutation_p.A596VNM_003443 NP_003434 Q13105 ZBT17_HUMANInteraction with MYC.|Interaction with HCFC1. 0GACGGCTGTCGCTGCCAGTGC0.652 rs148819837

- 2 412ARHGEF19_uc009voo.1_5'Flank|ARHGEF19_uc001ayb.1_5'FlankNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3CCGCATCCCCCCGCTGGTGAT0.682

- 20 2417ATP13A2_uc001azz.1_5'Flank|ATP13A2_uc001bab.2_Missense_Mutation_p.R738C|ATP13A2_uc001bac.2_Missense_Mutation_p.R738CNM_022089 NP_071372 Q9NQ11 AT132_HUMANCytoplasmic (Potential). 4GCGCGGATGCGGGTCCTTCGC0.627



+ 7 1452IGSF21_uc001bav.1_Missense_Mutation_p.D178NNM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 2. 4CCGGGTAGGGGACACAGTGAG0.582

- 45 6630_6631UBR4_uc001bbk.1_5'Flank|UBR4_uc001bbl.1_Missense_Mutation_p.A146V|UBR4_uc001bbm.1_Missense_Mutation_p.A1421VNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25CACTGACCTTCGCTTTAGCAGG0.436

- 33 4680UBR4_uc001bbm.1_Missense_Mutation_p.A770VNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25ATCCACAGCAGCATTATGAAG0.473

+ 4 593PQLC2_uc001bbz.2_Missense_Mutation_p.G16R|PQLC2_uc001bca.2_Missense_Mutation_p.G81R|PQLC2_uc001bcb.2_5'UTR|PQLC2_uc001bcc.2_5'UTRNM_017765 NP_060235 Q6ZP29 PQLC2_HUMANPQ-loop 1.|Helical; (Potential). 0CTGGATTGGCGGAGACTCCTG0.617

- 14 1585TMCO4_uc001bcm.2_Missense_Mutation_p.R279Q|TMCO4_uc001bco.1_Missense_Mutation_p.R448Q|TMCO4_uc001bcp.1_Missense_Mutation_p.R408QNM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0CACCACCTTCCGGAAAGGCTC0.502

- 5 586PLA2G2A_uc001bcv.2_Missense_Mutation_p.T123M|PLA2G2A_uc010oda.1_Missense_Mutation_p.T123M|PLA2G2A_uc010odb.1_Missense_Mutation_p.T123MNM_001161729 NP_001155201 P14555 PA2GA_HUMAN 0ATTGTAGGTCGTCTTGTTTCT0.458 rs148324464

- 3 313PLA2G2A_uc001bcv.2_Missense_Mutation_p.T32M|PLA2G2A_uc010oda.1_Missense_Mutation_p.T32M|PLA2G2A_uc010odb.1_Missense_Mutation_p.T32MNM_001161729 NP_001155201 P14555 PA2GA_HUMAN 0CTTTCCTGTCGTCAACTTGAT0.552

- 68 9092HSPG2_uc009vqd.2_Splice_Site_p.R3019_spliceNM_005529 NP_005520 P98160 PGBM_HUMAN 9GCCATACTCACGGTAGGAAGA0.652

+ 13 1720KDM1A_uc001bgj.2_Missense_Mutation_p.R548KNM_015013 NP_055828 O60341 KDM1A_HUMANDemethylase activity. 2CTCTCATCAAGAGACAGACAA0.383

- 13 1232ASAP3_uc001bgy.1_5'Flank|ASAP3_uc001bgz.1_5'Flank|ASAP3_uc010odz.1_Missense_Mutation_p.R239W|ASAP3_uc010oea.1_Missense_Mutation_p.R361W|ASAP3_uc001bhb.2_5'UTRNM_017707 NP_060177 Q8TDY4 ASAP3_HUMAN PH. 3TGGTACGTCCGGTTGTCTGTC0.677

- 3 976 NM_004091 NP_004082 Q14209 E2F2_HUMANDEF box.|Potential. 4GGCCTTCTTGCGGATGAGCTG0.602

+ 11 1401GRHL3_uc001bix.2_Missense_Mutation_p.R447Q|GRHL3_uc001biz.2_Missense_Mutation_p.R354QNM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1ACCTACCTTCGGCCAGAGACT0.632

+ 1 65CNKSR1_uc010oex.1_RNA|CNKSR1_uc001blm.3_Missense_Mutation_p.P3S|CNKSR1_uc009vsd.2_5'UTR|CNKSR1_uc009vse.2_5'UTR|CNKSR1_uc001blo.2_5'FlankNM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2GGCCATGGAACCGGTAGAGAC0.637

+ 12 1727WDTC1_uc001bno.2_Missense_Mutation_p.L397F|WDTC1_uc001bnp.1_RNA|WDTC1_uc001bnq.2_Missense_Mutation_p.L76FNM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN TPR 2. 2CAATGCCATGCTTTATGGAAA0.552

+ 2 753 NM_005281 NP_005272 P46089 GPR3_HUMANCytoplasmic (Potential). 1CTGCCGCATCGTCTGCCGCCA0.587

- 2 434uc001bsb.1_RNA|MATN1_uc001bsa.1_5'FlankNM_002379 NP_002370 P21941 MATN1_HUMAN VWFA 1. 1CCCTCTGCATCGCCGAAGGCT0.617

- 5 514NKAIN1_uc001bsn.2_Missense_Mutation_p.V126L|NKAIN1_uc010ogc.1_Missense_Mutation_p.V99LNM_024522 NP_078798 Q4KMZ8 NKAI1_HUMANCytoplasmic (Potential). 1TCCAGGAACACTTTGCTCACG0.627

- 6 864COL16A1_uc001btj.1_5'UTR|COL16A1_uc001btl.3_Missense_Mutation_p.R167CNM_001856 NP_001847 Q07092 COGA1_HUMANTSP N-terminal. 8TTGTGCCAACGCAAGTCGAAG0.637

- 16 2893BAI2_uc001btp.1_5'Flank|BAI2_uc010ogn.1_5'Flank|BAI2_uc010ogo.1_Missense_Mutation_p.R489C|BAI2_uc010ogp.1_Missense_Mutation_p.R780C|BAI2_uc010ogq.1_Missense_Mutation_p.R847C|BAI2_uc001bto.2_Missense_Mutation_p.R847C|BAI2_uc001btq.1_Missense_Mutation_p.R780CNM_001703 NP_001694 O60241 BAI2_HUMANExtracellular (Potential). 13GTAGGGGGGCGCACAGTCACT0.627

- 10 2291SPOCD1_uc001btt.2_Missense_Mutation_p.R51W|SPOCD1_uc001btu.2_Missense_Mutation_p.R745W|SPOCD1_uc001btv.2_Missense_Mutation_p.R238W|SPOCD1_uc001btw.1_Missense_Mutation_p.R89WNM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6TCCATGTCCCGCTGAATCTCC0.368

- 5 1840 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN B30.2/SPRY. 0CCAGGGCTCCGTGCAGGCGCT0.592

- 3 1272 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN Potential. 0ACTTTCTGCTCGATGTCGGTC0.672

+ 2 419C1orf94_uc001bxt.2_Missense_Mutation_p.R197KNM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0ATCAGCAGCAGGCAGGACTGT0.577

- 3 576EPHA10_uc001cbw.3_Missense_Mutation_p.G164SNM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANExtracellular (Potential). 8CCCAGGTCGCCCTGCGTGAAG0.687

+ 7 731UTP11L_uc009vvm.2_Missense_Mutation_p.V145I|UTP11L_uc010oil.1_RNA|UTP11L_uc001cco.3_Missense_Mutation_p.V145INM_016037 NP_057121 Q9Y3A2 UTP11_HUMAN 0GAAATTGTTCGTTATTGCTCA0.398

+ 14 1573MACF1_uc001cda.1_Splice_Site_p.A364_spliceNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16ACTGCAGGCTGTAAGTCTCTG0.418

+ 1 3841MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0AGAGGAGCCCACCTCCCCAGC0.721

+ 4 528CCDC30_uc001chm.2_5'UTR|CCDC30_uc001chn.2_Intron|CCDC30_uc010oju.1_RNA|CCDC30_uc001chp.2_IntronNM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0AGAGACAGAGGAACTCTGGTA0.299

+ 15 2538TIE1_uc010oke.1_Missense_Mutation_p.R775Q|TIE1_uc009vwq.2_Missense_Mutation_p.R776Q|TIE1_uc010okg.1_Missense_Mutation_p.R465QNM_005424 NP_005415 P35590 TIE1_HUMANCytoplasmic (Potential). 7ACACTTACCCGGCGGCCAAAA0.607

+ 11 1472 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0CCCCGGACCCGGTGTCCTGTC0.592

+ 47 6587KIAA0467_uc001cjl.1_5'FlankNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0TCACCCGCCCGCAGGTGAGCC0.567

- 5 737SLC6A9_uc009vxe.2_Missense_Mutation_p.G38D|SLC6A9_uc010okm.1_Missense_Mutation_p.G109D|SLC6A9_uc001clm.2_Missense_Mutation_p.G128D|SLC6A9_uc009vxd.2_RNA|SLC6A9_uc010okn.1_Missense_Mutation_p.G113D|SLC6A9_uc001cln.2_Missense_Mutation_p.G109D|SLC6A9_uc010oko.1_5'UTR|SLC6A9_uc010okp.1_RNANM_201649 NP_964012 P48067 SC6A9_HUMAN 0CATACCATAGCCCACTCCTGC0.478

+ 4 426DMAP1_uc010okq.1_Missense_Mutation_p.R142C|DMAP1_uc010okr.1_Missense_Mutation_p.R116C|DMAP1_uc010oks.1_Missense_Mutation_p.R116C|DMAP1_uc010okt.1_Missense_Mutation_p.R116C|DMAP1_uc001clr.1_Missense_Mutation_p.R116C|DMAP1_uc001cls.1_Missense_Mutation_p.R116C|DMAP1_uc010oku.1_Missense_Mutation_p.R116CNM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0CCACTGGCGACGTGCAGCGGA0.572 rs145929825

+ 10 1348CYP4B1_uc001cqn.3_Missense_Mutation_p.P423S|CYP4B1_uc009vym.2_Missense_Mutation_p.P408S|CYP4B1_uc010omk.1_Missense_Mutation_p.P259SNM_000779 NP_000770 P13584 CP4B1_HUMAN 2ATGGCCCGACCCTGAGGTACC0.582

+ 4 551CYP4A22_uc009vyo.2_Missense_Mutation_p.R167Q|CYP4A22_uc009vyp.2_Missense_Mutation_p.R167QNM_001010969 NP_001010969 Q5TCH4 CP4AM_HUMAN 4GACTCTGTACGAGTGATGCTG0.567

- 4 1208TAL1_uc009vyq.2_5'UTR|TAL1_uc001cqy.2_Missense_Mutation_p.R211CNM_003189 NP_003180 P17542 TAL1_HUMANHelix-loop-helix motif. 1ATCAGCTTGCGGAGCTCGGCA0.567

+ 2 399ELAVL4_uc001cry.3_Missense_Mutation_p.S47N|ELAVL4_uc001crz.3_Missense_Mutation_p.S44N|ELAVL4_uc001csa.3_Missense_Mutation_p.S61N|ELAVL4_uc001csc.3_Missense_Mutation_p.S44N|ELAVL4_uc009vyu.2_Missense_Mutation_p.S49N|ELAVL4_uc010omz.1_Missense_Mutation_p.S49NNM_021952 NP_068771 P26378 ELAV4_HUMAN 2ACAGATGACAGCAAAACCAAC0.463

+ 8 1127PODN_uc001cuw.2_Missense_Mutation_p.A355T|PODN_uc010onr.1_Missense_Mutation_p.A355T|PODN_uc010ons.1_Missense_Mutation_p.A232TNM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 10. 2GAGCGTGGACGCGAATGTGCT0.602

- 4 1390 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN C2H2-type 3. 1TTCTCCAGCCGTGAGAAGGCC0.627 rs148564902

+ 8 944ACOT11_uc001cxj.1_Missense_Mutation_p.V166M|ACOT11_uc001cxl.1_Missense_Mutation_p.V288MNM_015547 NP_056362 Q8WXI4 ACO11_HUMANAcyl coenzyme A hydrolase 2. 1CAAAGCCATCGTGAACAATGC0.597 rs139645585

- 2 481 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2CAAGTCCCACCGGTTGGTGGC0.557

- 6 769JAK1_uc009wam.1_Nonsense_Mutation_p.R162*NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61TTGGGGTCTCGAATAGGAGCC0.498

- 11 1844uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.K336RNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5TTCACTCTCTTTTTCAGGGTC0.403

- 10 1690uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.E285KNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5AAAGTATTTTCCTGGTCGTCT0.358

- 2 722 uc001dla.1_5'Flank NM_003921 NP_003912 O95999 BCL10_HUMAN 2GGTGAGGGACGGTGCGGTGGG0.726

- 8 1565GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMAN 1GTAAAGAGACGGTAACCTCCT0.443

- 27 4218 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12GCCAGGAAGTCCTTGTGGCTG0.607



- 13 1706ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.S12NNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11AGACTGTAAACTGTCTGCAAG0.438

- 8 792CNN3_uc010otv.1_Missense_Mutation_p.P196L|CNN3_uc001dqz.3_Missense_Mutation_p.P237L|CNN3_uc010otx.1_Missense_Mutation_p.P191LNM_001839 NP_001830 Q15417 CNN3_HUMAN 0GTTGTCCACCGGCTGTAATGT0.448

- 1 96OLFM3_uc001dug.2_Intron|OLFM3_uc001duh.2_Intron|OLFM3_uc001dui.2_Intron|OLFM3_uc001duj.2_Intron|OLFM3_uc001due.2_RNANM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3AGCACAGCGCCAAGCTTCAGC0.547

- 40 3380COL11A1_uc001duk.2_Missense_Mutation_p.G217E|COL11A1_uc001dum.2_Missense_Mutation_p.G1033E|COL11A1_uc001dun.2_Missense_Mutation_p.G982E|COL11A1_uc009weh.2_Missense_Mutation_p.G905ENM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCCTGCTGGTCCATCTTTCCC0.378

+ 19 2588KIAA1324_uc009wex.1_Missense_Mutation_p.V768I|KIAA1324_uc009wey.2_Missense_Mutation_p.V731I|KIAA1324_uc010ovg.1_Missense_Mutation_p.V716I|KIAA1324_uc001dwr.2_Missense_Mutation_p.V468I|KIAA1324_uc001dws.1_RNA|KIAA1324_uc009wez.1_RNANM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5CACCATCCGCGTCAGGTGCAG0.532

+ 8 915CHI3L2_uc001ean.2_Missense_Mutation_p.V272M|CHI3L2_uc001eao.2_Missense_Mutation_p.V203M|CHI3L2_uc009wga.2_Missense_Mutation_p.V203MNM_004000 NP_003991 Q15782 CH3L2_HUMAN 1AGAAACCACCGTGGGGGCCCC0.577 rs140247314

+ 8 1832MAN1A2_uc009whg.1_Missense_Mutation_p.R161CNM_006699 NP_006690 O60476 MA1A2_HUMANLumenal (Potential). 0GAAAATGGATCGTCCAAATGG0.333

- 2 316GDAP2_uc001ehg.2_Missense_Mutation_p.A6VNM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN 2CTGGGAAGGTGCACCTAAGGG0.398

- 3 532 NM_001080470 NP_001073939 Q5TEC3 ZN697_HUMAN 1CAGGGAAGTACGGGAGGGGCC0.682

- 1 754 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN 2AGCTGGGGGCGCAATTTCTCA0.483

- 11 2088NOTCH2_uc001eil.2_Missense_Mutation_p.C611Y|NOTCH2_uc001eim.3_Missense_Mutation_p.C528YNM_024408 NP_077719 Q04721 NOTC2_HUMANExtracellular (Potential).|EGF-like 16; calcium-binding (Potential).27GCTGCTGTAACATTCATCAAT0.542

- 1 242 NM_001123068 NP_001116540 A2BFH1 PAL4G_HUMANPPIase cyclophilin-type. 0GGTGCCATTAGGGTGTGTGAA0.468

+ 12 1397NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.D441H|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_Missense_Mutation_p.D170H|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.D101HNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0TGACAACGATGACAATGAAGA0.423

+ 4 1320NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Missense_Mutation_p.R106H|HFE2_uc001enk.2_Missense_Mutation_p.R219H|HFE2_uc001enl.2_Missense_Mutation_p.R106HNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1CGATCAGAGCGCAATCGTCGG0.542

+ 15 1818NBPF15_uc001esb.1_Missense_Mutation_p.C443WNM_173638 NP_775909 Q8N660 NBPFF_HUMAN NBPF 4. 0TGGATAGATGTTATTCAACTC0.473

- 20 2194ARNT_uc010pck.1_Missense_Mutation_p.A172V|ARNT_uc001evs.1_Missense_Mutation_p.A669V|ARNT_uc009wmb.1_Missense_Mutation_p.A670V|ARNT_uc009wmc.1_Missense_Mutation_p.A682V|ARNT_uc009wmd.1_Missense_Mutation_p.A668VNM_001668 NP_001659 P27540 ARNT_HUMAN 9TGCAGTTGGGGCACCAGGGAG0.547

- 8 940ARNT_uc001evs.1_Missense_Mutation_p.R251Q|ARNT_uc009wmb.1_Missense_Mutation_p.R257Q|ARNT_uc009wmc.1_Missense_Mutation_p.R266Q|ARNT_uc009wmd.1_Missense_Mutation_p.R251Q|ARNT_uc009wme.1_Missense_Mutation_p.R266Q|ARNT_uc010pcl.1_Missense_Mutation_p.R250QNM_001668 NP_001659 P27540 ARNT_HUMAN 9TCACCTCATTCGGCAAATAAA0.438

- 3 5923 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CCGGCTCTGTCTTCGTGATGG0.567

+ 3 296SPRR3_uc001faz.3_Missense_Mutation_p.G49E|SPRR3_uc001fay.2_Missense_Mutation_p.G49ENM_005416 NP_005407 Q9UBC9 SPRR3_HUMAN1.|14 X 8 AA approximate tandem repeats. 1CCACAACCTGGAAACACAAAG0.547

+ 14 2579NPR1_uc010pdz.1_Missense_Mutation_p.G466S|NPR1_uc010pea.1_Missense_Mutation_p.G198SNM_000906 NP_000897 P16066 ANPRA_HUMANCytoplasmic (Potential).|Protein kinase. 7CTCCCAGGCTGGTGACGTATA0.602

- 7 1245 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0AGGAAGTGGCGAGGACACTCT0.522

+ 7 2065FLAD1_uc001fge.1_Missense_Mutation_p.R474C|FLAD1_uc001fgg.1_3'UTR|FLAD1_uc001fgh.1_3'UTR|LENEP_uc001fgi.2_5'FlankNM_025207 NP_079483 Q8NFF5 FAD1_HUMAN 3CCCCACATACCGTCCAGCCTA0.607

- 9 1107RAG1AP1_uc010pey.1_Intron|THBS3_uc009wqi.2_Missense_Mutation_p.R353W|THBS3_uc001fiz.2_Missense_Mutation_p.R362W|THBS3_uc001fiy.2_5'UTR|THBS3_uc010pfu.1_Missense_Mutation_p.R242W|THBS3_uc010pfv.1_RNA|THBS3_uc001fja.2_RNANM_007112 NP_009043 P49746 TSP3_HUMANEGF-like 2; calcium-binding (Potential). 5TTGCTGGCCCGGGCATAGTCA0.597 rs35484178

+ 2 848RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fkh.1_5'Flank|C1orf104_uc001fki.2_Intron|RUSC1_uc001fkk.2_Missense_Mutation_p.L207F|RUSC1_uc009wqn.1_RNA|RUSC1_uc009wqo.1_5'Flank|RUSC1_uc001fkl.2_5'Flank|RUSC1_uc001fkp.2_5'Flank|RUSC1_uc001fkq.2_5'Flank|RUSC1_uc010pgb.1_5'Flank|RUSC1_uc009wqp.1_5'Flank|RUSC1_uc001fkn.2_5'Flank|RUSC1_uc001fko.2_5'Flank|RUSC1_uc001fkr.2_5'FlankNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2GGAGCAGGATCTCCCTACCTC0.567

- 21 4514GON4L_uc009wrg.1_RNA|GON4L_uc001fly.1_Missense_Mutation_p.E1473K|GON4L_uc009wrh.1_Missense_Mutation_p.E1473K|GON4L_uc001fma.1_Missense_Mutation_p.E1473K|GON4L_uc001fmb.3_Missense_Mutation_p.E669K|GON4L_uc001fmc.2_Missense_Mutation_p.E1473K|GON4L_uc001fmd.3_Missense_Mutation_p.E1473K|GON4L_uc009wri.2_Missense_Mutation_p.E1059KNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN Glu-rich. 3ATTTCATCTTCCTCATCTTGG0.478

+ 5 1108LMNA_uc001fnf.1_Missense_Mutation_p.A287T|LMNA_uc001fng.2_Missense_Mutation_p.A287T|LMNA_uc001fnh.2_Missense_Mutation_p.A287T|LMNA_uc009wro.1_Missense_Mutation_p.A287T|LMNA_uc010pgz.1_Missense_Mutation_p.A175T|LMNA_uc001fnj.2_Missense_Mutation_p.A206T|LMNA_uc001fnk.2_Missense_Mutation_p.A188T|LMNA_uc009wrp.2_Silent_p.G14G|LMNA_uc010pha.1_5'FlankNM_170707 NP_733821 P02545 LMNA_HUMAN Coil 2.|Rod. 2CCTGGTGGGGGCTGCCCACGA0.637

+ 15 1966NTRK1_uc001fqf.1_Missense_Mutation_p.G601E|NTRK1_uc009wsi.1_Missense_Mutation_p.G336E|NTRK1_uc001fqi.1_Missense_Mutation_p.G631E|NTRK1_uc009wsk.1_Missense_Mutation_p.G634ENM_002529 NP_002520 P04629 NTRK1_HUMANCytoplasmic (Potential).|Protein kinase. 17GTCGCTGCGGGGATGGTGTAC0.642

+ 18 2517PEAR1_uc001fqk.1_Missense_Mutation_p.G426SNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3GCGCCTGGACGGCTCCGAGTA0.607

- 11 2622FCRL5_uc009wsm.2_Missense_Mutation_p.D822NNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 8. 6AGGCCATTGTCGGCCTCACAG0.557

- 29 4223 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 13. 8AAGGTGGGAGCCTCTGCCTCC0.483

+ 1 1263 NR_024151 0GGGCTCCACTCGCATCCCCAA0.607

+ 5 1541POGK_uc010ple.1_Missense_Mutation_p.R389Q|POGK_uc010plf.1_Missense_Mutation_p.R356QNM_017542 NP_060012 Q9P215 POGK_HUMAN DDE. 1AATGGCTTCCGGGGCCATGCC0.393

+ 2 135 NM_002995 NP_002986 P47992 XCL1_HUMAN 0CACTACCCAGCGACTGCCGGT0.468

+ 8 1827 TNN_uc010pmx.1_IntronNM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 4. 9TGACGACCAAGAGACCAGAGA0.602

+ 7 1364FAM5B_uc010pna.1_Missense_Mutation_p.R101Q|FAM5B_uc001glg.2_Missense_Mutation_p.R246QNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6CCCGATGACCGGTTCCTGAAC0.567

- 3 933RALGPS2_uc001gly.1_Intron|RALGPS2_uc001glz.2_Intron|RALGPS2_uc010pnb.1_Intron|ANGPTL1_uc001gmb.2_Missense_Mutation_p.Q153K|ANGPTL1_uc010pnc.1_Missense_Mutation_p.Q75KNM_004673 NP_004664 O95841 ANGL1_HUMAN Potential. 0TTTTCCAGTTGGGAAAGTTCA0.388

- 2 100 PDC_uc001grz.2_5'FlankNM_002597 NP_002588 P20941 PHOS_HUMAN 1AGTCTTCCTCCAAACTTTGGC0.318

+ 12 4303CRB1_uc010poz.1_Nonsense_Mutation_p.R1366*|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Nonsense_Mutation_p.R1278*|CRB1_uc010ppb.1_Nonsense_Mutation_p.R854*|CRB1_uc010ppd.1_Nonsense_Mutation_p.R871*NM_201253 NP_957705 P82279 CRUM1_HUMANCytoplasmic (Potential). 9GGAGGGCTCCCGAGTGGAAAT0.532

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

- 18 3003KIF21B_uc001gvr.1_Nonsense_Mutation_p.R896*|KIF21B_uc009wzl.1_Nonsense_Mutation_p.R896*|KIF21B_uc010ppn.1_Nonsense_Mutation_p.R896*NM_017596 NP_060066 O75037 KI21B_HUMAN 6CCACCTTACCGGGCAGGACGG0.647

+ 11 1286PPFIA4_uc010pqf.1_5'UTR O75335 LIPA4_HUMAN 5AAGCATCAGCGGGACCTCCGG0.642

- 16 2551PLEKHA6_uc009xau.1_RNANM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4GATGTCTCTGGGGGTGTCCAG0.517

- 6 753RBBP5_uc010prd.1_Missense_Mutation_p.R243Q|RBBP5_uc001hbv.1_Missense_Mutation_p.R208Q|RBBP5_uc010pre.1_Missense_Mutation_p.R75QNM_005057 NP_005048 Q15291 RBBP5_HUMAN WD 4. 1CCTCCCCTTCCGGGCAAACTC0.383

+ 3 1142TMCC2_uc010prf.1_Missense_Mutation_p.G155DNM_014858 NP_055673 O75069 TMCC2_HUMAN 1CTGGCCGACGGCAGCAACGTG0.677

+ 4 503CR1L_uc001hfz.2_RNA|CR1L_uc001hgb.1_RNANM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 2. 0CTCTAGATACCGACTCATTGG0.343

- 29 5946PLXNA2_uc001hgy.2_5'FlankNM_025179 NP_079455 O75051 PLXA2_HUMANCytoplasmic (Potential). 3TCTGTGTCATGGATGCTGTGC0.572

+ 9 1388 NM_016343 NP_057427 P49454 CENPF_HUMANInteraction with SNAP25 and required for localization to the cytoplasm (By similarity).|Potential.13CGTCAACAGCGTTCTTTCCAA0.532



- 63 13784 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 30.|Extracellular (Potential). 26GTTTCTTGGAGGTTTCCAGGT0.453

+ 8 831SPATA17_uc009xdr.1_RNA|SPATA17_uc001hli.2_Missense_Mutation_p.D269NNM_138796 NP_620151 Q96L03 SPT17_HUMAN 1AGAACCAATCGATGAGTTAAA0.468

- 8 849RAB3GAP2_uc001hmf.2_RNA|RAB3GAP2_uc001hmg.2_5'UTRNM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1CGACAAGCACGAAGAGATTGA0.299 rs144569017

+ 3 1284 NM_021958 NP_068777 Q14774 HLX_HUMAN Homeobox. 2AAAAGGAAGCGTTCATGGTCG0.562

- 7 1103TP53BP2_uc001hod.2_Missense_Mutation_p.R142C|TP53BP2_uc010puz.1_5'Flank|TP53BP2_uc010pva.1_5'FlankNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3TTATAGAGGCGATCAAGCTCA0.488

+ 4 1572URB2_uc009xfd.1_Missense_Mutation_p.R479HNM_014777 NP_055592 Q14146 URB2_HUMAN 3GTGATCTGTCGTCCAGCTGCT0.572

+ 6 1702 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMANFibronectin type-III. 4GCTGGACGACGGTGCCGGGGG0.632

- 10 3555SIPA1L2_uc001hvf.2_Missense_Mutation_p.G207SNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6CCGCTCCCGCCGGGTCCAGGG0.522

- 7 2978SIPA1L2_uc001hvf.2_5'FlankNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6CATGTACTTACTACTAATCGC0.393

- 5 1565PCNXL2_uc009xfu.2_RNA|PCNXL2_uc009xfv.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2TCGGGACAGGGAACACCTCCT0.577

- 5 965PCNXL2_uc009xfu.2_RNA|PCNXL2_uc009xfv.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2AAGCCACCCTCGGATCTGTGG0.498

- 30 4744 NM_005646 NP_005637 Q13395 TARB1_HUMAN 3TCCACACAAACGTCCAACTGT0.458

+ 1 905OR2L13_uc001ids.2_IntronNM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMANCytoplasmic (Potential). 2GCCCTGACACGAGTGAGTCAG0.473

+ 1 28 OR2L13_uc001ids.2_IntronNM_001004491 NP_001004491 Q8NG84 O2AK2_HUMANExtracellular (Potential). 2 catctCCTTTGATATTTTGGT0.189

+ 1 120 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANHelical; Name=1; (Potential). 3TGGCCTTCATGGGAAACTCTG0.522

+ 1 571 NM_017504 NP_059974 Q96R27 OR2M4_HUMANExtracellular (Potential). 2ATCCTGCACAGAAACATCTGC0.408

- 1 47 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMANExtracellular (Potential). 3GGTGTGGTTAAAGAGTCCTAG0.448

- 5 667ZNF692_uc001iez.1_5'Flank|ZNF692_uc001ifa.1_5'UTR|ZNF692_uc001ifb.1_5'UTR|ZNF692_uc001ifd.1_Missense_Mutation_p.R167K|ZNF692_uc001ife.1_RNA|ZNF692_uc001iff.1_Missense_Mutation_p.R167K|ZNF692_uc010pzr.1_Missense_Mutation_p.R172KNM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0CTCTTGAGTCCTCTCATCATG0.507

- 4 1118TUBB8_uc009xhe.2_Missense_Mutation_p.A336D|TUBB8_uc010pzs.1_Missense_Mutation_p.A301DNM_177987 NP_817124 Q3ZCM7 TBB8_HUMAN 1TTCCTGGATGGCCGTATTATT0.532

- 21 2617DIP2C_uc009xhi.1_Missense_Mutation_p.V229M|DIP2C_uc010pzz.1_Missense_Mutation_p.V164MNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7TGCTCAGCCACGATCACGATC0.647

- 3 274DIP2C_uc009xhk.1_Silent_p.N63NNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7GGAGCCCGGCGTTCTTGCGGC0.572

- 3 370ASB13_uc001iii.2_Intron|ASB13_uc001iih.2_RNA|ASB13_uc009xic.2_Missense_Mutation_p.A109VNM_024701 NP_078977 Q8WXK3 ASB13_HUMAN ANK 3. 1GTTGACCTTGGCCCCGTAGGA0.662

- 4 616IL2RA_uc009xih.1_Intron|IL2RA_uc001ija.1_IntronNM_000417 NP_000408 P01589 IL2RA_HUMANSushi 2.|Extracellular (Potential). 2TATCCCTGGACGCACTGATAA0.532

+ 3 1738 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN Lys-rich. 1GAAGGAATTTCTTAAAGAGGA0.264

+ 7 2716 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN PHD-type. 1AGAAGAGATGCAGTGGTTCTG0.507

- 8 1223 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANCytoplasmic (Potential). 4TCCCCTTCGCCGCCCGGAGAC0.617

- 53 8393CUBN_uc009xjq.1_RNA|CUBN_uc009xjr.1_Missense_Mutation_p.V137MNM_001081 NP_001072 O60494 CUBN_HUMAN CUB 20. 19TTAAAAGTCACGACCAGCTGA0.428

+ 5 581ZEB1_uc001ivr.3_5'UTR|ZEB1_uc010qee.1_5'UTR|ZEB1_uc010qef.1_5'UTR|ZEB1_uc009xlh.1_RNA|ZEB1_uc009xli.1_RNA|ZEB1_uc009xlj.1_Missense_Mutation_p.P99L|ZEB1_uc010qeg.1_Missense_Mutation_p.P32L|ZEB1_uc009xlk.1_5'UTR|ZEB1_uc001ivt.3_5'UTR|ZEB1_uc001ivu.3_Missense_Mutation_p.P174L|ZEB1_uc001ivv.3_Missense_Mutation_p.P153L|ZEB1_uc010qeh.1_Missense_Mutation_p.P106L|ZEB1_uc009xll.2_RNA|ZEB1_uc009xlm.1_RNA|ZEB1_uc009xln.1_RNA|ZEB1_uc009xlo.1_Missense_Mutation_p.P156L|ZEB1_uc009xlp.2_Missense_Mutation_p.P157LNM_030751 NP_110378 P37275 ZEB1_HUMAN C2H2-type 1. 5CTCACCTGTCCATATTGTGAT0.318

- 19 2551ARHGAP12_uc001ivy.1_Nonsense_Mutation_p.R707*|ARHGAP12_uc009xls.2_Nonsense_Mutation_p.R712*|ARHGAP12_uc001iwb.1_Nonsense_Mutation_p.R754*|ARHGAP12_uc001iwc.1_Nonsense_Mutation_p.R729*|ARHGAP12_uc009xlq.1_Nonsense_Mutation_p.R682*|ARHGAP12_uc001ivw.1_5'Flank|ARHGAP12_uc001ivx.1_Nonsense_Mutation_p.R60*NM_018287 NP_060757 Q8IWW6 RHG12_HUMAN Rho-GAP. 0GCAGCGACTCGCTGTCTTGGT0.413

- 14 2618NRP1_uc001iwv.3_Missense_Mutation_p.E699K|NRP1_uc009xlz.2_Missense_Mutation_p.E693K|NRP1_uc001iww.3_Missense_Mutation_p.E511K|NRP1_uc001iwy.3_Missense_Mutation_p.E692KNM_003873 NP_003864 O14786 NRP1_HUMANExtracellular (Potential).|MAM. 4TTCTGATTTTCGTCAGCTTGG0.493 rs139081795

- 1 79 NM_031866 NP_114072 Q9H461 FZD8_HUMAN 0GGCGGCCGCAGCGCCGCTAGA0.647

+ 5 958uc001jbk.1_Intron|uc001jbl.2_Intron|TMEM72_uc009xmm.1_Missense_Mutation_p.T136INM_001123376 NP_001116848 A0PK05 TMM72_HUMAN 0TCTGACACGACACCCATCATT0.602

- 7 1704ANUBL1_uc001jcl.3_Missense_Mutation_p.V8M|ANUBL1_uc001jcm.3_Missense_Mutation_p.V488M|ANUBL1_uc009xmu.2_Missense_Mutation_p.V414M|ANUBL1_uc001jcn.3_Missense_Mutation_p.V414M|ANUBL1_uc001jco.3_IntronNM_001128324 NP_001121796 Q86XD8 ANUB1_HUMAN 0TCTGGTTTCACCAGAGAATTA0.418

- 4 3617 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|4. 2GGTCACCTCCCCAATGACCAG0.622

- 4 3602 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|4. 2GACCAGGGCCCGGCCCAGCCT0.612

+ 4 2435 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 cacacacacacacacacacac0.433

+ 14 2036CHAT_uc001jhv.1_Missense_Mutation_p.R510Q|CHAT_uc001jhx.1_Missense_Mutation_p.R510Q|CHAT_uc001jhy.1_Missense_Mutation_p.R510Q|CHAT_uc001jia.2_Missense_Mutation_p.R510Q|CHAT_uc010qgs.1_Missense_Mutation_p.R510QNM_020549 NP_065574 P28329 CLAT_HUMAN 3CTGGCACTGCGGGAGCTGGCC0.577 rs114545628

- 7 1360PARG_uc001jih.2_Intron|uc010qha.1_Intron|uc001jin.2_Intron|uc010qhb.1_Intron|uc010qhc.1_IntronNM_001077685 NP_001071153 Q5VUJ5 AGAP7_HUMAN PH. 0ATGGCTTGGACCCATGCATCC0.547

- 37 11059ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TCAACAAAATCCCTCTTGCTC0.463

- 4 878TMEM26_uc010qij.1_RNA|TMEM26_uc001jlq.2_RNANM_178505 NP_848600 Q6ZUK4 TMM26_HUMANHelical; (Potential). 0TTGATCTCGAGTGATCCCGCC0.438

+ 1 240NRBF2_uc010qip.1_Missense_Mutation_p.R24KNM_030759 NP_110386 Q96F24 NRBF2_HUMAN 0AGTAATGGAAGGACCCCTCAA0.637

+ 12 2244MYPN_uc001jnn.3_Missense_Mutation_p.E412K|MYPN_uc001jno.3_Missense_Mutation_p.E687K|MYPN_uc009xpt.2_Missense_Mutation_p.E687K|MYPN_uc010qit.1_Missense_Mutation_p.E393K|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMAN 5ATCTCCTAAGGAGTTTCCTTT0.453

+ 14 2676UNC5B_uc001jrp.2_Missense_Mutation_p.P733LNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANCytoplasmic (Potential). 3GAGCCGAAACCGCTAATGTTC0.617

- 14 2065ECD_uc009xqx.2_Missense_Mutation_p.Y641N|ECD_uc009xqy.2_Missense_Mutation_p.Y565N|ECD_uc001jto.2_Missense_Mutation_p.Y307NNM_007265 NP_009196 O95905 SGT1_HUMAN 1TGGGAGCTATAGGATTCCAAT0.463

- 7 742USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNA|USP54_uc001jup.2_Missense_Mutation_p.A242V|USP54_uc010qkl.1_Missense_Mutation_p.A242V|USP54_uc001juq.1_Missense_Mutation_p.A35VNM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6AATCTGTGGAGCATTCATCAA0.468

- 7 727USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNA|USP54_uc001jup.2_Missense_Mutation_p.R237H|USP54_uc010qkl.1_Missense_Mutation_p.R237H|USP54_uc001juq.1_Missense_Mutation_p.R30HNM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6CATCAACACACGGCGAATCCT0.468

- 31 4141 NM_007055 NP_008986 O14802 RPC1_HUMAN 0TTGGGATTCCCATGATGATGC0.453



+ 1 387 uc010qls.1_5'Flank NM_001099692 NP_001093162 Q6IS14 IF5AL_HUMAN 0GAGGACCTTCGTCTCCCTGAG0.547

- 3 1383LRIT2_uc010qmc.1_Missense_Mutation_p.A469TNM_001017924 NP_001017924 A6NDA9 LRIT2_HUMAN 2TGCTCACGTGCCTCTAGCCCA0.617

+ 2 406LIPA_uc001kgb.3_Intron|LIPA_uc001kgc.3_IntronNM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN TPR 2. 0TACCACATGGGCAGATTGGCA0.473

+ 13 1562HELLS_uc001kjs.2_Missense_Mutation_p.R470H|HELLS_uc009xul.2_Missense_Mutation_p.R388H|HELLS_uc009xum.2_Missense_Mutation_p.R356H|HELLS_uc009xun.2_Missense_Mutation_p.R362H|HELLS_uc009xuo.2_Missense_Mutation_p.R532H|HELLS_uc001kju.2_Missense_Mutation_p.R125H|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Missense_Mutation_p.R348H|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2ATTGTGAACCGTACAATTGCA0.338

- 7 978PDLIM1_uc001kki.2_3'UTR|PDLIM1_uc009xuv.2_3'UTR|PDLIM1_uc001kkj.1_3'UTRNM_020992 NP_066272 O00151 PDLI1_HUMANLIM zinc-binding. 0CAGGTTGGTGCCACAGTCAGT0.537

+ 9 1402DNTT_uc001kmg.2_Missense_Mutation_p.R411HNM_004088 NP_004079 P04053 TDT_HUMANMediates interaction with DNTTIP2. 1AAATTGCCTCGTCAAAGAGTG0.483 rs151142894

- 13 1484SLIT1_uc009xvh.1_Missense_Mutation_p.S421FNM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 11. 4GTCATACAGGGAGAGCAGTGA0.587

- 13 1668RRP12_uc009xvm.2_Missense_Mutation_p.R228K|RRP12_uc010qou.1_Missense_Mutation_p.R449K|RRP12_uc009xvn.2_Missense_Mutation_p.R410KNM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3ACTCACCTTCCTCATCACAGG0.478

- 18 1868MMS19_uc009xvs.2_Missense_Mutation_p.Q133R|MMS19_uc009xvt.2_Missense_Mutation_p.Q292R|MMS19_uc001knr.2_Missense_Mutation_p.Q389R|MMS19_uc010qox.1_Missense_Mutation_p.Q526R|MMS19_uc001knt.2_Missense_Mutation_p.Q548R|MMS19_uc001knu.1_RNANM_022362 NP_071757 Q96T76 MMS19_HUMAN 0CCGGGAGCATTGGGTGGGCTC0.527

+ 1 122PI4K2A_uc010qoy.1_IntronNM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2ACCTTCCCGTCGGGCTCGGGC0.776

- 3 975 NM_003015 NP_003006 Q5T4F7 SFRP5_HUMAN NTR. 1ATCCACTTTGCGGCCCATGAC0.592

+ 20 2883 NM_000392 NP_000383 Q92887 MRP2_HUMANCytoplasmic (By similarity). 1ACACTTAGCCGCAGGTTGGCT0.483

+ 3 1075LZTS2_uc010qpw.1_Missense_Mutation_p.R336W|LZTS2_uc001ksk.2_Missense_Mutation_p.R336W|LZTS2_uc001ksl.2_Missense_Mutation_p.R336W|LZTS2_uc001ksm.2_RNANM_032429 NP_115805 Q9BRK4 LZTS2_HUMAN Potential. 4GCTCCGAGACCGGGAGGCAGA0.632

+ 9 1324TMEM180_uc010qql.1_Missense_Mutation_p.V98I|TMEM180_uc010qqm.1_Missense_Mutation_p.V218INM_024789 NP_079065 Q14CX5 TM180_HUMAN 1CAGCAACCGCGTCTTCACTGA0.612

+ 19 3734SLK_uc001kxp.1_Nonsense_Mutation_p.G1203*NM_014720 NP_055535 Q9H2G2 SLK_HUMAN 8GCATTCCACCGGATCATAACA0.438

- 5 440COL17A1_uc010qqv.1_Missense_Mutation_p.P91S|COL17A1_uc009xxp.1_Missense_Mutation_p.P91SNM_000494 NP_000485 Q9UMD9 COHA1_HUMANCytoplasmic (Potential).|Nonhelical region (NC16). 5GGGGAGTTGGGCAGAGTGGAG0.517

+ 9 1459 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5GAAAAGGAGCGTGACCGGTAC0.498

- 5 325XPNPEP1_uc009xxt.1_Missense_Mutation_p.T105I|XPNPEP1_uc001kyq.1_5'UTR|XPNPEP1_uc010qrb.1_Missense_Mutation_p.T105INM_020383 NP_065116 Q9NQW7 XPP1_HUMAN 4GATGATGGCTGTGCCTGAAGC0.478

+ 12 1186ACSL5_uc001kzt.2_Missense_Mutation_p.P349S|ACSL5_uc001kzu.2_Missense_Mutation_p.P405S|ACSL5_uc009xxz.2_Missense_Mutation_p.P349S|ACSL5_uc010qrj.1_Missense_Mutation_p.P131SNM_203379 NP_976313 Q9ULC5 ACSL5_HUMANCytoplasmic (Potential). 3CACATTGTTTCCCGCGGTGCC0.507

- 13 1573ABLIM1_uc010qsh.1_Missense_Mutation_p.L460F|ABLIM1_uc010qsi.1_Missense_Mutation_p.L432F|ABLIM1_uc010qsk.1_Missense_Mutation_p.L416F|ABLIM1_uc009xyp.2_Missense_Mutation_p.L454F|ABLIM1_uc010qsf.1_Intron|ABLIM1_uc009xyn.2_Intron|ABLIM1_uc010qsj.1_Intron|ABLIM1_uc009xyo.2_IntronNM_002313 NP_002304 O14639 ABLM1_HUMAN 1CGGTAAGGGAGAGGGGAGTTC0.507

- 12 1444ABLIM1_uc010qsh.1_Missense_Mutation_p.R417W|ABLIM1_uc010qsi.1_Missense_Mutation_p.R389W|ABLIM1_uc010qsk.1_Missense_Mutation_p.R373W|ABLIM1_uc009xyp.2_Missense_Mutation_p.R411W|ABLIM1_uc010qsf.1_Missense_Mutation_p.R161W|ABLIM1_uc009xyn.2_Missense_Mutation_p.R100W|ABLIM1_uc010qsj.1_Missense_Mutation_p.R126W|ABLIM1_uc009xyo.2_Missense_Mutation_p.R297WNM_002313 NP_002304 O14639 ABLM1_HUMAN 1CTCGTGGACCGATGGATCATC0.552

+ 6 1387ATRNL1_uc001lce.2_RNA|ATRNL1_uc001lcf.2_Missense_Mutation_p.L334Q|ATRNL1_uc009xyq.2_Missense_Mutation_p.L334QNM_207303 NP_997186 Q5VV63 ATRN1_HUMANExtracellular (Potential).|Kelch 1. 7CAAATGGTCCTAAAGTAAGTA0.328

+ 12 2315 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANPSI 1.|Extracellular (Potential). 7GTGAATCTTGGGAATCTGGGA0.358

+ 6 1247 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0GACAGGCCAAAGGTAGGCAAG0.537

- 15 2044ADAM12_uc010qul.1_Missense_Mutation_p.A495V|ADAM12_uc001ljm.2_Missense_Mutation_p.A544V|ADAM12_uc001ljn.2_Missense_Mutation_p.A541V|ADAM12_uc001ljl.3_Missense_Mutation_p.A541VNM_003474 NP_003465 O43184 ADA12_HUMANExtracellular (Potential).|Cys-rich. 9GATCCCAGGGGCAGGTTTAGC0.463

+ 27 2799DOCK1_uc010qun.1_Missense_Mutation_p.R933QNM_001380 NP_001371 Q14185 DOCK1_HUMAN 9AAACTTCTCCGGACCGTGAAC0.483

- 1 332 NM_152311 NP_689524 Q8NCR9 CLRN3_HUMAN 1CTCTCCCCACGAAAAAGTCCG0.383

- 3 558STK32C_uc001lld.1_Missense_Mutation_p.R23W|STK32C_uc010quu.1_Missense_Mutation_p.R153W|STK32C_uc009ybc.1_Missense_Mutation_p.R23W|STK32C_uc009ybd.1_Missense_Mutation_p.R23W|STK32C_uc001llb.2_5'UTR|STK32C_uc001llc.1_RNANM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5TCCAGCTCCCGGAAGACGTTG0.582

+ 3 302 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANLumenal (Potential). 1TTTCCTGGGGGGGCTGGGAGG0.597

+ 3 578 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN p.G168G(1) 1CCATGAGCGCGGTGGGGTTGG0.716

- 10 2000DEAF1_uc009ycf.1_RNANM_021008 NP_066288 O75398 DEAF1_HUMAN Pro-rich. 0GGGAGGTGCCGCTTTGGTGGG0.557

+ 1 439 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1TCCTGTGGGGGGTCCAAGGGG0.692

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1TCCAAGGGGGGCTGTGGCTCC0.692

- 6 662uc001lxr.2_5'Flank|ZNF195_uc001lxv.2_Missense_Mutation_p.G139R|ZNF195_uc001lxs.2_Missense_Mutation_p.G90R|ZNF195_uc010qxr.1_Missense_Mutation_p.G143R|ZNF195_uc009ydz.2_Missense_Mutation_p.G117R|ZNF195_uc001lxu.2_Missense_Mutation_p.G94RNM_001130520 NP_001123992 O14628 ZN195_HUMAN Spacer. 0TCTTGTATGCCCTGCTCTGGC0.353

- 3 332CHRNA10_uc010qxt.1_5'UTR|CHRNA10_uc010qxu.1_5'UTRNM_020402 NP_065135 Q9GZZ6 ACH10_HUMANExtracellular (Potential). 1GTAGGCATCTGTCCACTCCTG0.552 rs138195713

- 1 368 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMANHelical; Name=1; (Potential). 1AGTGATATTTCCAACAACAGC0.522

- 1 11 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANExtracellular (Potential). 2TCCCAGGGATCCCAGGGTCAT0.547

- 1 660HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANHelical; Name=5; (Potential). 3GATTGTTAAAGAGATCAAAAT0.398

+ 1 712HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANCytoplasmic (Potential). 1TGAGCGACTCCGTGCCCTCAA0.488

- 3 862FAM160A2_uc001mck.3_Missense_Mutation_p.S168N|FAM160A2_uc001mcm.2_Missense_Mutation_p.S168NNM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2TGCTGGGCTACTGGGCACAGG0.597

+ 4 1055ZNF215_uc010raw.1_Missense_Mutation_p.R156Q|ZNF215_uc010rax.1_5'UTR|ZNF215_uc001mez.1_Missense_Mutation_p.R156QNM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0GCTGGCTCACGAACAGGCAAA0.408

+ 2 664SYT9_uc001mfd.2_RNA|SYT9_uc009yfi.2_RNANM_175733 NP_783860 Q86SS6 SYT9_HUMANCytoplasmic (Potential). 3CACCCAGACGGGGATCCAGGA0.602

+ 1 371uc001mff.1_Intron|OLFML1_uc001mfh.1_Missense_Mutation_p.G7R|OLFML1_uc010raz.1_5'UTR|OLFML1_uc010rba.1_Missense_Mutation_p.G7RNM_198474 NP_940876 Q6UWY5 OLFL1_HUMAN 2GGCCCTTCGAGGAGCTTCTGC0.567

+ 16 1872PPFIBP2_uc010rbb.1_Missense_Mutation_p.R418Q|PPFIBP2_uc001mfk.1_Intron|PPFIBP2_uc010rbc.1_Missense_Mutation_p.R429Q|PPFIBP2_uc010rbd.1_Missense_Mutation_p.R337Q|PPFIBP2_uc010rbe.1_Missense_Mutation_p.R383Q|PPFIBP2_uc001mfl.3_Missense_Mutation_p.R352Q|PPFIBP2_uc009yfj.1_Missense_Mutation_p.R139QNM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4GATGGTAAACGGAATCCCAAA0.453

- 1 233 NM_001003745 NP_001003745 P58181 O10A3_HUMANExtracellular (Potential). 1CATTTCAGGCGTAATGACTGC0.448 rs150971423

- 22 3808DENND5A_uc001mhk.2_Missense_Mutation_p.V528I|DENND5A_uc010rbw.1_Missense_Mutation_p.V1185INM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN RUN 2. 1TCAGGGACTACTTCATTCTTC0.463

+ 5 766MICAL2_uc010rch.1_Missense_Mutation_p.R160C|MICAL2_uc001mjy.2_Missense_Mutation_p.R160C|MICAL2_uc001mka.2_Missense_Mutation_p.R160C|MICAL2_uc010rci.1_Missense_Mutation_p.R160C|MICAL2_uc001mkb.2_Missense_Mutation_p.R160C|MICAL2_uc001mkc.2_Missense_Mutation_p.R160C|MICAL2_uc001mkd.2_5'UTRNM_014632 NP_055447 O94851 MICA2_HUMAN p.R160H(1) 2GACAGGTATTCGCCAACTACA0.483



+ 9 1210TEAD1_uc001mkk.3_Missense_Mutation_p.S101L|TEAD1_uc009ygl.2_Missense_Mutation_p.S76LNM_021961 NP_068780 P28347 TEAD1_HUMANTranscriptional activation (Potential).|Pro-rich. 0GAGCCTGCATCGGCCCCAGCT0.567

+ 18 2012ARNTL_uc001mko.2_Missense_Mutation_p.P491L|ARNTL_uc001mkp.2_Missense_Mutation_p.P534L|ARNTL_uc001mkq.2_Missense_Mutation_p.P534L|ARNTL_uc001mks.2_Missense_Mutation_p.P492L|ARNTL_uc001mkt.2_Missense_Mutation_p.P535L|ARNTL_uc001mku.2_RNA|ARNTL_uc001mkw.2_Missense_Mutation_p.P492L|ARNTL_uc001mkx.2_Missense_Mutation_p.P533L|ARNTL_uc001mky.2_Missense_Mutation_p.P73LNM_001178 NP_001169 O00327 BMAL1_HUMAN 0GCCTCTTCTCCAGGAGGCAAG0.498

- 19 3308PIK3C2A_uc009ygu.1_Intron|PIK3C2A_uc010rcw.1_Missense_Mutation_p.R701Q|PIK3C2A_uc001mmr.3_IntronNM_002645 NP_002636 O00443 P3C2A_HUMAN p.R1081*(1) 10GGACTGTACTCGTTCCATACT0.333

- 5 610 NM_003476 NP_003467 P50461 CSRP3_HUMANLIM zinc-binding 2. 0CAATAAAGTTCCCCATCTTTG0.478

- 1 62CCDC34_uc001mri.1_Missense_Mutation_p.A3VNM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0GCGCCCCGCCGCCCACATCTG0.706

- 14 2535 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2GATTCTTGTTCGGGTAATTTA0.318

+ 3 628 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0TTACAATTTACGAATCCAGGA0.368

+ 1 1718C11orf41_uc001mun.1_Missense_Mutation_p.V532MNM_012194 NP_036326 Q6ZVL6 CK041_HUMAN 2TCGACATTCCGTGTCTCATCC0.483

- 2 361ELF5_uc001mvp.1_Missense_Mutation_p.P34L|ELF5_uc009ykd.1_Missense_Mutation_p.P34L|ELF5_uc001mvq.1_Missense_Mutation_p.P34LNM_198381 NP_938195 Q9UKW6 ELF5_HUMAN PNT. 1CTCAAAGGCAGGGTAGTACTC0.552

+ 11 2229 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN PID. 4GGCAGAGTCCGTGGGGTACGT0.632

- 10 1459ARFGAP2_uc001ndt.2_5'Flank|ARFGAP2_uc010rhb.1_5'Flank|ARFGAP2_uc001ndu.2_5'Flank|ARFGAP2_uc010rhc.1_5'Flank|ARFGAP2_uc010rhd.1_5'Flank|ARFGAP2_uc001ndv.1_5'Flank|PACSIN3_uc001ndx.2_Missense_Mutation_p.Y374S|PACSIN3_uc001ndy.2_Missense_Mutation_p.Y374S|PACSIN3_uc001ndz.2_RNA|PACSIN3_uc001nea.2_RNANM_016223 NP_057307 Q9UKS6 PACN3_HUMAN SH3. 0CTGGCCAGCGTAGTCATAGAG0.617

+ 23 3789MADD_uc001neq.2_Missense_Mutation_p.V1162M|MADD_uc001nev.1_Missense_Mutation_p.V1119M|MADD_uc001nes.1_Missense_Mutation_p.V1139M|MADD_uc001net.1_Missense_Mutation_p.V1182M|MADD_uc009yln.1_Intron|MADD_uc001neu.1_Missense_Mutation_p.V1119M|MADD_uc001nex.2_Missense_Mutation_p.V1200M|MADD_uc001nez.2_Splice_Site_p.T1118_splice|MADD_uc001new.2_Splice_Site_p.T1161_splice|MADD_uc009ylo.2_IntronNM_003682 NP_003673 Q8WXG6 MADD_HUMAN Ser-rich. 11AGTTAGCACCGTGGTAGGGGA0.517

- 4 1057NDUFS3_uc001nft.3_Intron|KBTBD4_uc001nfw.1_Missense_Mutation_p.R321W|KBTBD4_uc001nfz.2_Missense_Mutation_p.R312W|KBTBD4_uc001nfy.2_Missense_Mutation_p.R296WNM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN Kelch 2. 2CACATGCGCCGTGGGATGGAC0.587

- 6 1010NUP160_uc009ylw.2_RNANM_015231 NP_056046 Q12769 NU160_HUMAN 7GACCACATTCGTAGTTTATGA0.403

+ 1 886 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMANCytoplasmic (Potential). 0GCTGTGGATTAGGACATTGAG0.438

+ 4 379uc001nng.1_Intron|GLYATL1_uc001nnh.1_Intron|GLYATL1_uc001nni.1_Missense_Mutation_p.M1I|GLYATL1_uc001nnj.1_Missense_Mutation_p.M1IQ969I3 GLYL1_HUMAN 1CCCACAGAATGATCCTACTGA0.433

+ 8 942uc001nng.1_Intron|GLYATL1_uc001nnh.1_Missense_Mutation_p.G220E|GLYATL1_uc001nni.1_Missense_Mutation_p.G189E|GLYATL1_uc001nnj.1_Missense_Mutation_p.G189EQ969I3 GLYL1_HUMAN 1TGGAAGCGAGGGAAGAATGAG0.502

+ 8 1124uc001nng.1_Intron|GLYATL1_uc001nnh.1_Nonsense_Mutation_p.R281*|GLYATL1_uc001nni.1_Nonsense_Mutation_p.R250*|GLYATL1_uc001nnj.1_Nonsense_Mutation_p.R250*Q969I3 GLYL1_HUMAN 1AGTGATGGTGCGATACATGAA0.458

+ 8 1584CD6_uc001nqp.2_Missense_Mutation_p.P454L|CD6_uc001nqr.2_Intron|CD6_uc001nqs.2_RNA|CD6_uc001nqt.2_Missense_Mutation_p.P454LNM_006725 NP_006716 P30203 CD6_HUMANCytoplasmic (Potential). 1AGCTATCAACCGGTCCCCATC0.587

- 6 1023CPSF7_uc001nro.2_Missense_Mutation_p.P288S|CPSF7_uc001nrp.2_Missense_Mutation_p.P340S|CPSF7_uc001nrr.2_Missense_Mutation_p.P288S|CPSF7_uc001nrs.1_Missense_Mutation_p.P198SNM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1TTTGGTGGGGGGAAGAAGGCT0.567

- 5 589EEF1G_uc010rlw.1_Missense_Mutation_p.T198M|EEF1G_uc001ntn.1_Missense_Mutation_p.T28MNM_001404 NP_001395 P26641 EF1G_HUMANGST C-terminal. 0AAAAGTCCTCGTCTTCAAGTA0.473

+ 2 238TAF6L_uc010rmg.1_Missense_Mutation_p.E46G|TAF6L_uc009yof.2_Missense_Mutation_p.E46GNM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3CGTCTGAGAGAGGCCACGCAG0.582

- 6 942SLC22A8_uc001nwn.1_Missense_Mutation_p.S60F|SLC22A8_uc001nwp.2_Missense_Mutation_p.S269F|SLC22A8_uc009yom.2_Missense_Mutation_p.S146F|SLC22A8_uc010rmm.1_Missense_Mutation_p.S178F|SLC22A8_uc009yon.2_Missense_Mutation_p.S269FNM_004254 NP_004245 Q8TCC7 S22A8_HUMANCytoplasmic (Potential). 3GGCCTTCGAGGACTTTCCAGA0.572

+ 3 636LGALS12_uc001nxb.2_Missense_Mutation_p.R99C|LGALS12_uc001nxc.2_Missense_Mutation_p.R100C|LGALS12_uc001nxd.2_Missense_Mutation_p.R38C|LGALS12_uc001nxe.2_Missense_Mutation_p.R38C|LGALS12_uc009yot.2_Missense_Mutation_p.R59CNM_033101 NP_149092 Q96DT0 LEG12_HUMAN Galectin 1. 2CTTCAACCCTCGCTTCCATAC0.622

+ 3 824RTN3_uc001nxo.2_Intron|RTN3_uc001nxm.2_Intron|RTN3_uc001nxn.2_Missense_Mutation_p.P194S|RTN3_uc001nxp.2_Intron|RTN3_uc009yov.2_Missense_Mutation_p.P101S|RTN3_uc010rmt.1_Intron|RTN3_uc010rmu.1_IntronNM_201428 NP_958831 O95197 RTN3_HUMAN 1AGCCCAGAAACCACCTACTGA0.408

- 41 5838uc009ypx.2_5'Flank|ATG2A_uc001obw.2_Missense_Mutation_p.T673MNM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2CAGGCTGGACGTGGCCTCCGT0.701

- 2 112C11orf85_uc001occ.1_RNA|C11orf85_uc001ocd.1_Missense_Mutation_p.T13MNM_001037225 NP_001032302 Q3KP22 CK085_HUMAN 0AAGAAACCTCGTCTCTGGAAA0.383 rs146063063

+ 7 815 NM_006782 NP_006773 O95159 ZFPL1_HUMANCytoplasmic (Potential). 1GTGTATGATACGCGGGATGAT0.597

+ 17 1964POLA2_uc010rod.1_Missense_Mutation_p.P333L|POLA2_uc001odk.2_Missense_Mutation_p.P238LNM_002689 NP_002680 Q14181 DPOA2_HUMAN 0CTCATCATCCCGTCAGAGCTG0.512

+ 6 974 NM_032223 NP_115599 Q9H6A9 PCX3_HUMAN 0CATCTGGACAGCCCCCCAGGG0.647

- 9 1094FIBP_uc009yqu.2_Missense_Mutation_p.A310V|FIBP_uc001oge.2_Missense_Mutation_p.R318WNM_198897 NP_942600 O43427 FIBP_HUMAN 1AGGAAGAACCGCACGTCGCTG0.597

- 2 375 FOSL1_uc010ros.1_IntronNM_005438 NP_005429 P15407 FOSL1_HUMAN 0CCTGGGGTAACTGCTGGGCCC0.617

- 2 1337BRMS1_uc001ohp.1_5'Flank|BRMS1_uc001oho.1_5'FlankNM_006876 NP_006867 O43505 B3GN1_HUMANLumenal (Potential). 0TTGAACTGGCGATATAGGATC0.507

+ 8 1207PELI3_uc001oid.3_Missense_Mutation_p.R324H|PELI3_uc001oie.3_Missense_Mutation_p.R199HNM_145065 NP_659502 Q8N2H9 PELI3_HUMAN 1GCCCGTGGCCGCACAGCGCCC0.731

- 1 676 CCS_uc001oir.2_5'FlankNM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2CAGCTTGAACGTCCCAGCGGG0.617

+ 3 261 CCS_uc001ois.2_5'FlankNM_005125 NP_005116 O14618 CCS_HUMAN HMA. 0GGGCGGCAGGCGGTACTCAAG0.617

- 12 1631PC_uc001ojo.1_Missense_Mutation_p.V528I|PC_uc001ojp.1_Missense_Mutation_p.V528I|PC_uc001ojm.1_5'FlankNM_022172 NP_071504 P11498 PYC_HUMAN 4GCAGGGACAACGGGGTCCGTG0.622

- 2 307PITPNM1_uc001oly.2_Missense_Mutation_p.V40M|PITPNM1_uc001olz.2_Missense_Mutation_p.V40MNM_004910 NP_004901 O00562 PITM1_HUMAN 3AGGATCTCCACGCCGCTGCCC0.642

- 2 269NUDT8_uc001omn.2_Missense_Mutation_p.R84WNM_181843 NP_862826 Q8WV74 NUDT8_HUMANNudix box.|Nudix hydrolase. 0CGGGTTTCCCGCAGGGCCGTG0.647

- 3 259LOC645332_uc001omu.3_IntronNR_024249 0GAGGAGCCCGCTGGTGCTCCC0.627

- 12 1583CHKA_uc001onk.2_Missense_Mutation_p.V439MNM_001277 NP_001268 P35790 CHKA_HUMAN 2CACAGTCACACCCCAAGCTTC0.582

+ 6 1345LRP5_uc009ysg.2_5'UTRNM_002335 NP_002326 O75197 LRP5_HUMANLDL-receptor class B 6.|Beta-propeller 2.|Extracellular (Potential).7CATCGCGGTCGACTGGGTGGC0.667

- 8 1032CPT1A_uc001oof.3_Missense_Mutation_p.R288W|CPT1A_uc009ysj.2_Missense_Mutation_p.R288WNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2ATTTCCTCCCGGTCCAGTTTG0.343

+ 3 1042MYEOV_uc001oox.2_Intron|MYEOV_uc009ysl.2_Nonsense_Mutation_p.R198*|MYEOV_uc001oow.2_Nonsense_Mutation_p.R140*NM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0TATGTGGGCGCGAATGGATGT0.612

+ 8 709CTTN_uc001opu.2_Missense_Mutation_p.R168Q|CTTN_uc001opw.3_Missense_Mutation_p.R168QNM_005231 NP_005222 Q14247 SRC8_HUMAN Cortactin 3. 1CAGGCCGACCGAGTAGACAAG0.597

- 9 1577DHCR7_uc001oql.2_Missense_Mutation_p.R443CNM_001163817 NP_001157289 Q9UBM7 DHCR7_HUMAN 2CGGAGGCAGCGGTGGGTCAGC0.667

- 5 1825PRKRIR_uc010rrz.1_Missense_Mutation_p.P434SNM_004705 NP_004696 O43422 P52K_HUMAN 3ATGACTGAGGGTACCAGAGAT0.438



+ 21 3955C11orf30_uc001oxm.2_Missense_Mutation_p.S1173F|C11orf30_uc010rsb.1_Missense_Mutation_p.S1286F|C11orf30_uc010rsc.1_Missense_Mutation_p.S1272F|C11orf30_uc001oxn.2_Missense_Mutation_p.S1272F|C11orf30_uc010rsd.1_Missense_Mutation_p.S1180F|C11orf30_uc010rse.1_Missense_Mutation_p.S518F|C11orf30_uc001oxp.2_Missense_Mutation_p.S204FNM_020193 NP_064578 Q7Z589 EMSY_HUMAN 6CACTCCAGCTCCAATGTGGTG0.468

- 6 1328GAB2_uc001ozg.2_Missense_Mutation_p.S405LNM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6GGTGCTGTCCGATCGGCCCAC0.478

+ 9 4996 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 15.|Extracellular (Potential). 5GTGCGCATTTCCGTCACCATG0.438

+ 23 12640FAT3_uc001pdi.3_Missense_Mutation_p.P648LNM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCytoplasmic (Potential). 5AATGGCATCCCGTTCCGGAAC0.652

- 8 1312 NM_178127 NP_835228 Q86XS5 ANGL5_HUMANFibrinogen C-terminal. 1CATAAAACTGGTATTTTTCTG0.274

+ 10 1620GRIA4_uc001piu.1_Missense_Mutation_p.D392N|GRIA4_uc001piw.2_Missense_Mutation_p.D392N|GRIA4_uc009yxk.1_Missense_Mutation_p.D392NNM_000829 NP_000820 P48058 GRIA4_HUMANExtracellular (Potential). 8TTACTGGAATGATATGGATAA0.358

- 7 1025PPP2R1B_uc001plw.1_Missense_Mutation_p.A314V|PPP2R1B_uc010rwi.1_Missense_Mutation_p.A250V|PPP2R1B_uc010rwj.1_Missense_Mutation_p.A153V|PPP2R1B_uc010rwk.1_Missense_Mutation_p.A314V|PPP2R1B_uc010rwl.1_Missense_Mutation_p.A187VNM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 8. 0TTTGTGGGCAGCAGCTGCCCG0.408

+ 5 834NCAM1_uc001pno.2_Missense_Mutation_p.R47QNM_001076682 NP_001070150 P13591 NCAM1_HUMANIg-like C2-type 2.|Extracellular (Potential). 1CTTCTAGTCCGATTCATAGTC0.502

+ 2 716ZBTB16_uc001poo.1_Missense_Mutation_p.R151Q|ZBTB16_uc001poq.2_Missense_Mutation_p.R151QNM_006006 NP_005997 Q05516 ZBT16_HUMAN 2CGCAAGGCTCGGTACCTCAAG0.607

+ 2 977ZBTB16_uc001poo.1_Missense_Mutation_p.V238A|ZBTB16_uc001poq.2_Missense_Mutation_p.V238ANM_006006 NP_005997 Q05516 ZBT16_HUMAN 2CACCCTGGGGTGGCTGAGGTG0.637

- 3 340FAM55D_uc001ppd.2_5'UTRNM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4TTTTAGGGAATAAGGACTTTG0.398

+ 3 2607MLL_uc001ptb.2_Nonsense_Mutation_p.R862*|MLL_uc001psz.1_Nonsense_Mutation_p.R895*|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25GTCCAAAGATCGAGATGCTGA0.303

+ 11 1498HINFP_uc001pvq.2_Missense_Mutation_p.G437R|HINFP_uc001pvr.2_Missense_Mutation_p.G190RNM_015517 NP_056332 Q9BQA5 HINFP_HUMANInteraction with NPAT. 4AGGGGAGCCAGGACGTAAGGA0.587

+ 12 1762ABCG4_uc009zar.2_Missense_Mutation_p.V476MNM_022169 NP_071452 Q9H172 ABCG4_HUMANABC transmembrane type-2.|Helical; Name=3; (Potential).2CATGGCTGACGTGCCCTTTCA0.542

- 6 1568TRIM29_uc001pwx.2_RNA|TRIM29_uc001pwy.2_Missense_Mutation_p.R15W|TRIM29_uc010rzi.1_Missense_Mutation_p.R221W|TRIM29_uc010rzj.1_Missense_Mutation_p.R215W|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4TATGATGTCCGGACCCCACCT0.537

+ 46 6429SORL1_uc010rzp.1_Missense_Mutation_p.D963N|SORL1_uc010rzq.1_Missense_Mutation_p.D732NNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|Fibronectin type-III 6. 15CCTGCTGTACGATGAGCTGGG0.478 rs144806633

- 1 320 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANExtracellular (Potential). 2GCCCTCAAAGGAGATCACCTT0.547

+ 12 2017ROBO3_uc010saq.1_5'Flank|ROBO3_uc001qbd.2_5'Flank|ROBO3_uc010sar.1_5'Flank|ROBO3_uc001qbe.2_5'FlankNM_022370 NP_071765 Q96MS0 ROBO3_HUMANFibronectin type-III 1.|Extracellular (Potential). 2GGCAGATGGCGTGCAGCTGGA0.587

- 7 2958SNX19_uc009zcw.2_Missense_Mutation_p.V41M|SNX19_uc010sce.1_Missense_Mutation_p.V184M|SNX19_uc010scf.1_Missense_Mutation_p.V247M|SNX19_uc010scg.1_Missense_Mutation_p.V41M|SNX19_uc001qgl.3_Missense_Mutation_p.V787M|SNX19_uc009zcx.1_RNANM_014758 NP_055573 Q92543 SNX19_HUMAN 4TGGGCTGGCACGGCTGCATCT0.557

+ 29 4016CACNA1C_uc009zdv.1_Missense_Mutation_p.V1212M|CACNA1C_uc001qkb.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkc.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qke.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkf.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qjz.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkd.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkg.2_Missense_Mutation_p.V1215M|CACNA1C_uc009zdw.1_Missense_Mutation_p.V1215M|CACNA1C_uc001qkh.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkl.2_Missense_Mutation_p.V1235M|CACNA1C_uc001qkn.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qko.2_Missense_Mutation_p.V1235M|CACNA1C_uc001qkp.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkr.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qku.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkq.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qks.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qkt.2_Missense_Mutation_p.V1215M|CACNA1C_uc001qka.1_Missense_Mutation_p.V750M|CACNA1C_uc001qki.1_Missense_Mutation_p.V951M|CACNA1C_uc001qkj.1_Missense_Mutation_p.V951M|CACNA1C_uc001qk!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential).|IV. 11AGTGTGGTACGTGGTCAACTC0.592

+ 1 532NTF3_uc001qnk.3_Missense_Mutation_p.S163LNM_002527 NP_002518 P20783 NTF3_HUMAN 1GGGGAGTACTCGGTATGTGAC0.577

- 13 1721VWF_uc010set.1_Missense_Mutation_p.R491CNM_000552 NP_000543 P04275 VWF_HUMAN VWFD 2. 12TAGCTGAGGCGCACGGAGGCC0.677

- 8 1218ZNF384_uc001qpz.2_Intron|ZNF384_uc001qqa.2_Intron|ZNF384_uc001qqb.2_Intron|ZNF384_uc001qqc.2_Intron|ZNF384_uc001qqd.2_Intron|ZNF384_uc001qqe.2_IntronNM_001135734 NP_001129206 Q8TF68 ZN384_HUMAN C2H2-type 4. 8CGAGTGGATACGGAGGTGCTG0.617

- 4 251MLF2_uc001qqp.2_Missense_Mutation_p.A63V|MLF2_uc009zey.1_Missense_Mutation_p.A63VNM_005439 NP_005430 Q15773 MLF2_HUMAN 1GGGGGAGACAGCTCCAGCCTA0.463

+ 9 1297PTPN6_uc001qsa.1_Missense_Mutation_p.R354Q|PTPN6_uc010sfr.1_Missense_Mutation_p.R313Q|PTPN6_uc009zfl.1_Missense_Mutation_p.R352Q|PTPN6_uc010sfs.1_Missense_Mutation_p.R340QNM_002831 NP_002822 P29350 PTN6_HUMANTyrosine-protein phosphatase. 1ATGACCACCCGAGAGGTGGAG0.622

+ 12 1600 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0GAAATTAACTCTTGAACTTCA0.368

- 31 4204A2M_uc001qvj.1_Missense_Mutation_p.S406F|A2M_uc009zgk.1_Missense_Mutation_p.S1214FNM_000014 NP_000005 P01023 A2MG_HUMAN 5GACACTTAGGGAGATTTGGAA0.448

- 3 637 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|8.|Pro-rich.1CTTTCCCGGACGAGGTGGGGG0.637 rs28628341

+ 1 372 NR_003932 0AAGAAAAAGCGGATGGTGGTT0.597

- 13 4539 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12GGCACACAGGGGTTGGACTGG0.532

+ 25 3607PTPRO_uc001rcw.1_Missense_Mutation_p.T1117A|PTPRO_uc001rcx.1_Missense_Mutation_p.T334A|PTPRO_uc001rcy.1_Missense_Mutation_p.T334A|PTPRO_uc001rcz.1_Missense_Mutation_p.T306A|PTPRO_uc001rda.1_Missense_Mutation_p.T306ANM_030667 NP_109592 Q16827 PTPRO_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase.9ACGGACAGGAACATTCATTGC0.443

- 15 2044RECQL_uc001rey.2_Missense_Mutation_p.T566P|PYROXD1_uc001rew.2_3'UTR|PYROXD1_uc009ziq.2_3'UTR|PYROXD1_uc009zir.2_3'UTRNM_032941 NP_116559 P46063 RECQ1_HUMAN 2TACGAAATGGTAGCATAAGCT0.348

- 5 636ABCC9_uc001rfh.2_Nonsense_Mutation_p.E206*|ABCC9_uc001rfj.1_Nonsense_Mutation_p.E206*NM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential). 6TGGAGGTCTTCAGGAGGCTTT0.358

- 3 466PTHLH_uc001ril.2_Missense_Mutation_p.R55W|PTHLH_uc001rim.2_Missense_Mutation_p.R55W|PTHLH_uc001rin.2_Missense_Mutation_p.R55WNM_198966 NP_945317 P12272 PTHR_HUMAN 1AATCGTCGCCGTAAATCTTGG0.468

+ 3 1566 NM_032834 NP_116223 Q5BKT4 AG10A_HUMANExtracellular (Potential). 1CTGGAATTTCGTTACTTCATT0.348

- 19 2650KIF21A_uc001rlv.2_5'Flank|KIF21A_uc001rlw.2_Missense_Mutation_p.R152Q|KIF21A_uc001rlx.2_Missense_Mutation_p.R822Q|KIF21A_uc001rlz.2_Missense_Mutation_p.R799Q|KIF21A_uc010skl.1_Missense_Mutation_p.R822QNM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7TCTTACTTGCCGACGAAGAGC0.443

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transporter. 6 ACTTACTTATGATAAAACATA0.368

+ 49 7449LRRK2_uc009zjw.2_Missense_Mutation_p.R1281Q|LRRK2_uc001rmi.2_Missense_Mutation_p.R1276QNM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24TCAACTCGTCGACTTATACGT0.398

+ 11 1201PPHLN1_uc010skr.1_Missense_Mutation_p.E311K|PPHLN1_uc010sks.1_Missense_Mutation_p.E292K|PPHLN1_uc010skt.1_Missense_Mutation_p.E246K|PPHLN1_uc001rni.1_Missense_Mutation_p.E311K|PPHLN1_uc001rnh.1_RNA|PPHLN1_uc010sku.1_IntronNM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 cggaacccccgaaaacgaagg 0.01

+ 15 4460ARID2_uc001ror.2_Missense_Mutation_p.P1487L|ARID2_uc009zkg.1_Missense_Mutation_p.P943L|ARID2_uc009zkh.1_Missense_Mutation_p.P1114L|ARID2_uc001rou.1_Missense_Mutation_p.P821LNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10ATAGCAGTTCCCGACTCAGGA0.458

- 5 632SLC38A4_uc001rpj.2_Missense_Mutation_p.G78E|SLC38A4_uc009zkl.2_Missense_Mutation_p.G78ENM_018018 NP_060488 Q969I6 S38A4_HUMANCytoplasmic (Potential). 4TGAAGACATTCCAAAGGAAGT0.428

+ 4 1696FAM113B_uc001rpq.2_Missense_Mutation_p.P322LNM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 cagcctcctcctcccATTCTC 0.249

- 5 921RAPGEF3_uc009zkq.2_Missense_Mutation_p.E161K|RAPGEF3_uc001rpz.3_Missense_Mutation_p.E203K|RAPGEF3_uc009zkr.2_Intron|RAPGEF3_uc009zks.2_Missense_Mutation_p.E215K|RAPGEF3_uc001rqb.3_Missense_Mutation_p.E203KNM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4GCCACAGCTTCGGCCAACTCC0.657

- 1 1178ADCY6_uc001rsj.3_Missense_Mutation_p.P173L|ADCY6_uc001rsi.3_Missense_Mutation_p.P173LNM_015270 NP_056085 O43306 ADCY6_HUMAN 0AGGGCGGGCGGGTGCGGCGTG0.647

- 2 490LMBR1L_uc001rtg.3_5'UTR|LMBR1L_uc001rti.3_Missense_Mutation_p.F50L|LMBR1L_uc001rtj.1_5'Flank|LMBR1L_uc009zld.1_5'UTR|LMBR1L_uc010smf.1_RNA|LMBR1L_uc009zle.1_3'UTRNM_018113 NP_060583 Q6UX01 LMBRL_HUMANLCN1-binding.|Cytoplasmic (Potential). 1CCTGTGGTGAACTCAGCAGGC0.522

- 9 750FAIM2_uc001rvi.1_Missense_Mutation_p.T156M|FAIM2_uc001rvk.1_IntronNM_012306 NP_036438 Q9BWQ8 FAIM2_HUMANHelical; (Potential). 3GACAAGGGCCGTGATGCCCAG0.652

- 10 1010BIN2_uc009zlz.2_Missense_Mutation_p.E288K|BIN2_uc001ryh.2_Missense_Mutation_p.E196K|BIN2_uc010sng.1_Missense_Mutation_p.E294KNM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Potential. 1TTCTCTATTTCCTCCTCTTCT0.532



+ 8 1404ACVRL1_uc001rzk.2_Missense_Mutation_p.R374Q|ACVRL1_uc010snm.1_Missense_Mutation_p.R200QNM_000020 NP_000011 P37023 ACVL1_HUMANCytoplasmic (Potential).|Protein kinase. 2GGCACCAAGCGGTACATGGCA0.617

- 5 1181KRT5_uc009zmh.2_Missense_Mutation_p.A340TNM_000424 NP_000415 P13647 K2C5_HUMAN Rod.|Coil 2. 0TTGACCTCAGCGATGATGCTA0.577

- 4 836 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 1B.|Rod. 2TCCATGGATTCCACCTTGGCC0.527

- 5 445SPRYD3_uc010snw.1_IntronNM_032840 NP_116229 Q8NCJ5 SPRY3_HUMAN B30.2/SPRY. 1ATCCGGTCCCCGGAGTTGCAC0.567

+ 30 6227ESPL1_uc001scj.2_Missense_Mutation_p.V1721M|PFDN5_uc001scl.2_5'Flank|PFDN5_uc001scm.2_5'Flank|PFDN5_uc001scn.2_5'Flank|PFDN5_uc001sco.2_5'FlankNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3GGCTGGCATCGTGCTCAAGTA0.622

+ 2 731 NM_173860 NP_776272 P31275 HXC12_HUMAN Homeobox. 1CGCCAGCGCCGGAGGGAACTC0.522

+ 11 1100NCKAP1L_uc010sox.1_5'UTR|NCKAP1L_uc010soy.1_Missense_Mutation_p.R291WNM_005337 NP_005328 P55160 NCKPL_HUMAN 4TTGTCAACGGCGGCAATTTCT0.517

- 1 327RDH16_uc009zpa.2_5'UTR|RDH16_uc010sqx.1_RNANM_003708 NP_003699 O75452 RDH16_HUMANNAD (By similarity).|Cytoplasmic (Potential). 0CCGCAAGCCTCGTGCATCCAG0.602

+ 41 6984 NM_002332 NP_002323 Q07954 LRP1_HUMANEGF-like 9.|Extracellular (Potential). 22TGCCTGTACCGGGGCCGTGGG0.697

+ 16 2138USP15_uc001srb.1_Missense_Mutation_p.R681QNM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3CACAAAAAACGATTGTTTACA0.373

+ 6 1096TMEM5_uc001srr.1_Missense_Mutation_p.P228L|TMEM5_uc001srs.1_Missense_Mutation_p.P71LNM_014254 NP_055069 Q9Y2B1 TMEM5_HUMANExtracellular (Potential). 0ACATTGTGCCCGGTCGGAGTA0.458

- 3 436GNS_uc001ssf.2_Missense_Mutation_p.A33V|GNS_uc010ssq.1_Missense_Mutation_p.A121V|GNS_uc010ssr.1_Missense_Mutation_p.A69VNM_002076 NP_002067 P15586 GNS_HUMAN 1GCAGCAGAGAGCACTTGGCAC0.448

+ 12 2745HELB_uc010ssz.1_RNA|HELB_uc009zqt.1_RNANM_033647 NP_387467 Q8NG08 HELB_HUMAN 2AAGGCGGGCCGCCAGCACTGG0.532 rs149917565

+ 15 1978CNOT2_uc009zro.2_Missense_Mutation_p.R467C|CNOT2_uc009zrp.2_Missense_Mutation_p.R447C|CNOT2_uc009zrq.2_Missense_Mutation_p.R467CNM_014515 NP_055330 Q9NZN8 CNOT2_HUMAN 0AAGTTTTAACCGTGATTGGAG0.358

+ 3 885 NM_031435 NP_113623 Q9H0W7 THAP2_HUMAN 1ACACAGCTATGCCTTTAGGAA0.348

+ 15 3484NAV3_uc001syo.2_Missense_Mutation_p.G1104E|NAV3_uc010sub.1_Missense_Mutation_p.G604E|NAV3_uc009zsf.2_Missense_Mutation_p.G112ENM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17GCCATTGGCGGGAAGTCAAAT0.478

- 12 2538SLC6A15_uc010sul.1_Missense_Mutation_p.P575L|SLC6A15_uc001szw.1_3'UTRNM_182767 NP_877499 Q9H2J7 S6A15_HUMANCytoplasmic (Potential). 3CATCTCGCTCGGTATTTTTCC0.443

- 1 285ATP2B1_uc001tbg.2_Missense_Mutation_p.R35QNM_001682 NP_001673 P20020 AT2B1_HUMANCytoplasmic (Potential). 3CATGAGAGCCCGCAGCTCTGC0.443

- 1 904 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2CCGCGGGTAGGAGTGGCGAGG0.716

+ 10 2315 NM_005761 NP_005752 O60486 PLXC1_HUMANExtracellular (Potential). 3AACTTTACCCGGGCATCGAAC0.408

+ 12 1486 NM_014503 NP_055318 O75691 UTP20_HUMAN 4TGAAGCTCTGGCCATTCTGGC0.418

+ 4 533CHST11_uc001tky.2_Missense_Mutation_p.R76Q|uc001tkz.2_5'FlankNM_018413 NP_060883 Q9NPF2 CHSTB_HUMANLumenal (Potential). 0CACCAGATGCGGCGGGACCAG0.567

+ 14 1501RFX4_uc001tls.2_Missense_Mutation_p.E488K|RFX4_uc001tlt.2_Missense_Mutation_p.E488K|RFX4_uc001tlv.2_Missense_Mutation_p.E385KNM_213594 NP_998759 Q33E94 RFX4_HUMANNecessary for dimerization. 1GCGGGCCAATGAGCTCATGCG0.448

- 12 2555 NM_004075 NP_004066 Q16526 CRY1_HUMAN 3TGACTAGGACGTTTCCCACCA0.398

+ 3 299PWP1_uc001tmn.1_RNA|PWP1_uc009zuu.1_Missense_Mutation_p.R71HNM_007062 NP_008993 Q13610 PWP1_HUMAN 0ACCCAGGCACGCCCAAGAGAG0.517

+ 3 1014 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0CATCAGCGACGTGCTGGAGAT0.612

- 2 694TMEM119_uc001tnf.2_RNANM_181724 NP_859075 Q4V9L6 TM119_HUMANCytoplasmic (Potential). 1GGGTGGCGGCCAAGATGTCGG0.627

+ 2 218DAO_uc001tnq.3_Missense_Mutation_p.R22H|DAO_uc009zvb.2_RNA|DAO_uc001tns.3_RNANM_001917 NP_001908 P14920 OXDA_HUMAN 2ATCCATGAGCGCTACCACTCA0.622

+ 13 2142ACACB_uc001toc.2_Missense_Mutation_p.R675WNM_001093 NP_001084 O00763 ACACB_HUMANBiotin carboxylation. 8ACTGAATTTCCGGAGCAGCAA0.512

+ 26 3882ACACB_uc001toc.2_Missense_Mutation_p.G1255SNM_001093 NP_001084 O00763 ACACB_HUMAN 8TGACATGTACGGCCACCAGTT0.597

+ 9 1123TCHP_uc001tpo.1_RNA|TCHP_uc001tpp.2_Missense_Mutation_p.D324NNM_001143852 NP_001137324 Q9BT92 TCHP_HUMANTrichohyalin/plectin homology domain.|Glu-rich.|Interaction with keratin proteins.|Potential.1GGTCATGGCCGATGTGGCCTG0.662

+ 5 698ANKRD13A_uc009zvl.1_RNA|ANKRD13A_uc009zvm.1_Missense_Mutation_p.R147C|ANKRD13A_uc010sxw.1_Missense_Mutation_p.R147CNM_033121 NP_149112 Q8IZ07 AN13A_HUMAN 0TGATGTCTGTCGCATCTGGAA0.458

- 16 1991DDX54_uc001tuq.3_Missense_Mutation_p.R655WNM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3TGCCGCTTCCGGCCCACGACC0.662

- 3 948 NM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1CTCCTCCAGCGAGATCTTCTC0.607

- 13 1442TAOK3_uc001tww.2_Missense_Mutation_p.D213N|TAOK3_uc001twy.3_Missense_Mutation_p.D383NNM_016281 NP_057365 Q9H2K8 TAOK3_HUMAN Ser-rich. 6CTTTCGTCATCGTGCATCATG0.502

+ 2 500CCDC64_uc001txk.2_Nonsense_Mutation_p.R159*|CCDC64_uc009zwv.1_RNANM_207311 NP_997194 Q6ZP65 BICR1_HUMAN Potential. 2ATTTGAGAACCGAGAAGGGGA0.463

+ 9 1015P2RX7_uc001tzn.2_Missense_Mutation_p.R217W|P2RX7_uc001tzo.2_RNA|P2RX7_uc001tzp.2_Missense_Mutation_p.R18W|P2RX7_uc001tzq.2_Missense_Mutation_p.R137WNM_002562 NP_002553 Q99572 P2RX7_HUMAN 5TGTTGAGAAACGGACTCTGAT0.448

- 5 749CAMKK2_uc001tzt.2_Splice_Site_p.R209_splice|CAMKK2_uc001tzv.2_Splice_Site_p.R209_splice|CAMKK2_uc001tzw.2_Splice_Site_p.R209_splice|CAMKK2_uc001tzx.2_Splice_Site_p.R209_splice|CAMKK2_uc001tzy.2_Splice_Site_p.R209_splice|CAMKK2_uc001uaa.1_Splice_Site_p.R209_splice|CAMKK2_uc001uab.2_Splice_Site_p.R209_splice|CAMKK2_uc001uac.2_Splice_Site_p.R209_spliceNM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3GCCAAACTCACGTGGAAAGCC0.488

+ 5 577TMEM120B_uc009zxh.2_Missense_Mutation_p.V145MNM_001080825 NP_001074294 A0PK00 T120B_HUMANHelical; (Potential). 0CCTGGGTGCCGTGGCATGTCG0.612

+ 31 3198HIP1R_uc001udk.1_Missense_Mutation_p.A312PNM_003959 NP_003950 O75146 HIP1R_HUMAN 1GCCCAGCGTGGCCCCCAGACA0.682

+ 9 1126 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6TCCCCGCCATGATGAGTGCCC0.577

+ 18 2793DNAH10_uc010tav.1_Missense_Mutation_p.R465Q|DNAH10_uc010taw.1_Missense_Mutation_p.R408QNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6CATTGTGTCCGGAATTGCGTG0.428

+ 18 2121AACS_uc001uhd.2_Missense_Mutation_p.R571H|AACS_uc009zyh.2_RNA|AACS_uc009zyi.2_Missense_Mutation_p.V237INM_023928 NP_076417 Q86V21 AACS_HUMAN 3GGAAGTTGCCGTCAAACAGAT0.532

+ 4 1236 NM_052907 NP_443139 Q14DG7 T132B_HUMANExtracellular (Potential). 19GGTCGTCTCCGAGATCTTCGT0.522

- 2 731 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14ACTTTGTCCCGCAGGATGTGG0.537 rs138159153

- 35 4573POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Missense_Mutation_p.A314V|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.A1483VNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8AAAGACGGATGCCCTGCGCTG0.597

+ 2 248PGAM5_uc010tbr.1_RNA|PGAM5_uc001uku.2_Missense_Mutation_p.R74QNM_138575 NP_612642 Q96HS1 PGAM5_HUMAN 0ATCAACGTGCGGAAGAGGAAC0.498 rs142758535



+ 3 559ZNF10_uc009zzb.2_Missense_Mutation_p.V38M|ZNF10_uc001ulq.2_Missense_Mutation_p.V38M Q14587 ZN268_HUMAN 1TCAGCAGATCGTGTACAGAAA0.438

+ 5 1442ZNF268_uc010tbv.1_Intron|ZNF10_uc001ulq.2_Nonsense_Mutation_p.W332*NM_015394 NP_056209 P21506 ZNF10_HUMAN C2H2-type 4. 3TCCTTCAGCTGGTTCTCTCAC0.418

+ 5 1574ZNF268_uc010tbv.1_Intron|ZNF10_uc001ulq.2_Missense_Mutation_p.P376LNM_015394 NP_056209 P21506 ZNF10_HUMAN 3GGAGAGAAACCCTATGAATGT0.428

+ 10 2059MPHOSPH8_uc001umg.2_Nonsense_Mutation_p.R684*NM_017520 NP_059990 Q99549 MPP8_HUMAN ANK 3. 0AGACATCGTACGACTCGTAAT0.443

- 1 397PSPC1_uc001umj.1_RNA|PSPC1_uc001umk.1_RNANM_001042414 NP_001035879 Q8WXF1 PSPC1_HUMAN 1CCCGGCTTGAGGAAACTCTTG0.652

+ 4 477ATP12A_uc010aaa.2_Missense_Mutation_p.P97LNM_001676 NP_001667 P54707 AT12A_HUMANCytoplasmic (Potential). 6TCCCTCACCCCTCCCAAGCAG0.577

- 5 878RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.R196Q|RNF6_uc001uqp.2_Missense_Mutation_p.R196Q|RNF6_uc001uqq.2_Missense_Mutation_p.R196Q|RNF6_uc010tdk.1_IntronNM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2GCTTCTTGTTCGCCTAGCCAC0.423 rs138864245

+ 1 2169 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANMediates interaction with MAPRE1. 0CCATCTGCCAACCTCTATGAG0.552

- 5 808STARD13_uc001uuu.2_Missense_Mutation_p.V220I|STARD13_uc001uuv.2_Missense_Mutation_p.V110I|STARD13_uc001uux.2_Missense_Mutation_p.V193I|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.V213INM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4CTGCTGCTGACGAGTGGGGCA0.602 rs146112751

- 4 1190TRPC4_uc010abv.2_Intron|TRPC4_uc001uwt.2_Missense_Mutation_p.P319S|TRPC4_uc010tey.1_Missense_Mutation_p.P319S|TRPC4_uc010abw.2_Missense_Mutation_p.P146S|TRPC4_uc010abx.2_Missense_Mutation_p.P319S|TRPC4_uc010aby.2_Missense_Mutation_p.P319SNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANCytoplasmic (Potential). 6CTCCAGCCTGGAAACTCATCG0.458

- 4 728ELF1_uc010tfc.1_Nonsense_Mutation_p.R119*|ELF1_uc010acd.2_Nonsense_Mutation_p.R12*NM_172373 NP_758961 P32519 ELF1_HUMAN 1TCACTTATTCGTTTTTCATCC0.363

- 11 2825ATP7B_uc010adv.2_Missense_Mutation_p.V460M|ATP7B_uc001vfx.2_Missense_Mutation_p.V728M|ATP7B_uc001vfy.2_Missense_Mutation_p.V779M|ATP7B_uc010tgt.1_Missense_Mutation_p.V890M|ATP7B_uc010tgu.1_Missense_Mutation_p.V842M|ATP7B_uc010tgv.1_Missense_Mutation_p.V812M|ATP7B_uc001vfv.2_Missense_Mutation_p.V162M|ATP7B_uc010tgs.1_Missense_Mutation_p.V162MNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3TCATTGCCCACGTGGGTAGCT0.443

+ 5 431UCHL3_uc001vjr.2_Missense_Mutation_p.R98QNM_006002 NP_005993 P15374 UCHL3_HUMAN 0CCTGAAGAACGAGCCAGATAC0.398 rs11555620

+ 20 3690LMO7_uc010thv.1_Missense_Mutation_p.R928K|LMO7_uc001vjt.1_Missense_Mutation_p.R876K|LMO7_uc010thw.1_Missense_Mutation_p.R854K|LMO7_uc001vjw.1_Missense_Mutation_p.R883KNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5GAGTGGCAAAGGGCCAAACAG0.383

- 2 1732SPRY2_uc001vlj.2_Nonsense_Mutation_p.R252*NM_005842 NP_005833 O43597 SPY2_HUMAN SPR.|Cys-rich. 2GCTGACCATCGTGTACAACAG0.473

- 20 3034DZIP1_uc001vmi.2_5'UTR|DZIP1_uc001vmj.2_Missense_Mutation_p.E204K|DZIP1_uc001vml.2_Missense_Mutation_p.E709KNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2TCCTCGATTTCGCTTCCCTCG0.547

+ 9 1028IPO5_uc001vne.2_Nonsense_Mutation_p.W339*|IPO5_uc010tik.1_Nonsense_Mutation_p.W196*|IPO5_uc010til.1_Nonsense_Mutation_p.W261*NM_002271 NP_002262 O00410 IPO5_HUMAN 3ATGAGGACTGGGCAAATGCAG0.418

- 25 3060 NM_052867 NP_443099 Q8IZF0 NALCN_HUMANHelical; Name=S3 of repeat III; (Potential). 16TAAATATGTCCATTACTCCAC0.358

+ 22 2575MYO16_uc010agk.1_Missense_Mutation_p.E839K|MYO16_uc001vqu.1_Missense_Mutation_p.E617K|MYO16_uc010tjh.1_Missense_Mutation_p.E329KNM_015011 NP_055826 Q9Y6X6 MYO16_HUMANMyosin head-like 1. 10CGAGCAAGTGGAATGTGTACA0.368

- 27 2107COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CGTACCTTGGGGACCTGGGAA0.542

+ 27 3201ATP11A_uc001vsj.3_Missense_Mutation_p.S1038L|ATP11A_uc010ago.2_RNANM_015205 NP_056020 P98196 AT11A_HUMANHelical; (Potential). 4ATCTGGGGGTCGCTGCTGTTC0.418

+ 8 957PROZ_uc010agr.1_Missense_Mutation_p.R339QNM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0CTGACCACGCGGCCTGTCACA0.637

+ 1 597 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANHelical; Name=5; (Potential). 0AGTTAGTGATGATCTGTAGTA0.478

- 24 3503TEP1_uc010ahk.2_Missense_Mutation_p.R505W|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.R1047W|TEP1_uc010tlh.1_5'FlankNM_007110 NP_009041 Q99973 TEP1_HUMAN 5AGCATCAGCCGTTGCACTGTG0.637

+ 5 1749LRP10_uc001whe.2_Missense_Mutation_p.C275SNM_014045 NP_054764 Q7Z4F1 LRP10_HUMANLDL-receptor class A 4.|Extracellular (Potential). 1TGTCGGCATTGCCAGCCTGGC0.607

- 17 3858ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Missense_Mutation_p.R419Q|ACIN1_uc001wiq.3_Missense_Mutation_p.R419Q|ACIN1_uc001wir.3_Missense_Mutation_p.R450Q|ACIN1_uc001wis.3_Missense_Mutation_p.R858Q|ACIN1_uc010akg.2_Missense_Mutation_p.R1164QNM_014977 NP_055792 Q9UKV3 ACINU_HUMANArg/Asp/Glu/Lys-rich. 4GGACCTTGATCGGGAACGGGG0.567

- 2 788HOMEZ_uc001wjb.2_Missense_Mutation_p.P216SNM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN 0GATTGGTAGGGGAATGCTCCA0.527

+ 2 694CMTM5_uc001wjs.2_Missense_Mutation_p.R84C|CMTM5_uc001wjt.2_Missense_Mutation_p.R84C|CMTM5_uc010akn.2_Missense_Mutation_p.R46C|CMTM5_uc001wju.2_Intron|CMTM5_uc010ako.2_IntronNM_138460 NP_612469 Q96DZ9 CKLF5_HUMAN MARVEL. 0GTACTACCAGCGCTTCGACCG0.557 rs147365003

- 12 1169 NM_000257 NP_000248 P12883 MYH7_HUMANMyosin head-like. 4TGCATGATGGCGCCTGTCAGC0.547

- 4 1786JPH4_uc010tnr.1_5'Flank|JPH4_uc001wkr.2_Missense_Mutation_p.R290W|JPH4_uc001wks.2_Missense_Mutation_p.R290WNM_032452 NP_115828 Q96JJ6 JPH4_HUMANCytoplasmic (Potential). 2CCGCTGCGCCGATCTGCGCGC0.637

+ 35 3746LRRC16B_uc001wlk.2_Missense_Mutation_p.A250TNM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5TTCAGACGACGCAGGTAAGAA0.542

- 3 679NOVA1_uc001wpz.2_Nonsense_Mutation_p.R121*|NOVA1_uc001wqa.2_5'UTR|NOVA1_uc001wqb.2_Nonsense_Mutation_p.R121*NM_002515 NP_002506 P51513 NOVA1_HUMAN 5GGCATTTCTCGAATTTTTTCT0.438

+ 6 563SIP1_uc001wur.2_Missense_Mutation_p.S181C|SIP1_uc001wus.2_Intron|SIP1_uc010amx.2_RNANM_003616 NP_003607 O14893 GEMI2_HUMAN 0TCCCTTGCTTAGTATTGTTAG0.259

+ 3 2013LRFN5_uc010ana.2_Missense_Mutation_p.R272HNM_152447 NP_689660 Q96NI6 LRFN5_HUMANExtracellular (Potential).|LRRCT. 8TTAACTGGCCGCTACTTTTGG0.468

- 1 1774 NM_001012706 NP_001012724 A1A4T8 CN182_HUMAN 0GCTCCTCTTCCTCCAACAGGC0.493

- 10 2866 NM_015163 NP_055978 Q9C026 TRIM9_HUMAN B30.2/SPRY. 3GAGTAGAAGTCGGGGACTGGG0.602

+ 6 1121 NM_021255 NP_067078 Q9HAT8 PELI2_HUMAN 1GGAGATTAACGCCGCCCGGCC0.577

+ 15 1459ARID4A_uc001xdo.2_Missense_Mutation_p.S402L|ARID4A_uc001xdq.2_Missense_Mutation_p.S402L|ARID4A_uc010apg.1_Missense_Mutation_p.S80LNM_002892 NP_002883 P29374 ARI4A_HUMAN 6TACTGCCGTTCGGCAAATATT0.323

- 11 2806KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCAD (involved in subunit assembly) (By similarity).|Cytoplasmic (Potential).9TGGATGTCCTCTTTGAGTTCG0.512

- 11 2474KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9CCACCCTTTTCCATTTCCATT0.453

+ 28 3736SYNE2_uc001xgl.2_Missense_Mutation_p.R1169HNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14ACTGATGCTCGCTGGAAAGAG0.294

+ 105 19221SYNE2_uc001xgl.2_Missense_Mutation_p.R6331C|SYNE2_uc010apy.2_Missense_Mutation_p.R2716C|SYNE2_uc001xgn.2_Missense_Mutation_p.R1293C|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Missense_Mutation_p.R301C|SYNE2_uc001xgq.2_Missense_Mutation_p.R696C|SYNE2_uc001xgr.2_Missense_Mutation_p.R114C|SYNE2_uc010tsi.1_5'Flank|SYNE2_uc001xgs.2_5'FlankNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANSpectrin 8.|Cytoplasmic (Potential). 14GGAACTCCACCGCTACTGCCA0.587

+ 2 1571HSPA2_uc001xhk.3_Missense_Mutation_p.G499SNM_021979 NP_068814 P54652 HSP72_HUMAN 1CAAGAGCACCGGTAAGGAAAA0.562

- 24 5086SPTB_uc001xhr.2_Missense_Mutation_p.V1678M|SPTB_uc001xhs.2_Missense_Mutation_p.V1678M|SPTB_uc001xhu.2_Missense_Mutation_p.V1678M|SPTB_uc010aqi.2_Missense_Mutation_p.V339MNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 14. 11TCTTCCGCCACGTCCTTCAGC0.557

- 9 1981DCAF5_uc001xkq.2_Missense_Mutation_p.R587WNM_003861 NP_003852 Q96JK2 DCAF5_HUMAN 2TGTCGGCGCCGCATGGCATTC0.552

- 2 477 NM_001105579 NP_001099049 A6NDD5 SYN1L_HUMAN 0TTGACCTTGTCTCTCCCCAGG0.697

+ 26 3047TTLL5_uc010ask.1_Missense_Mutation_p.H962Y|TTLL5_uc001xrz.2_Missense_Mutation_p.H523Y|TTLL5_uc001xsa.2_Missense_Mutation_p.H21Y|TTLL5_uc001xry.1_RNANM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN 3TCCCTGCCTACATCCCGGGGC0.517



+ 3 542ESRRB_uc001xsr.2_Missense_Mutation_p.R159C|ESRRB_uc001xso.2_RNANM_004452 NP_004443 A2VDJ2 A2VDJ2_HUMAN 2CCAGGCCTGCCGCTTCATGAA0.577

- 5 1305ANGEL1_uc010tvf.1_IntronNM_015305 NP_056120 Q9UNK9 ANGE1_HUMAN 4TCGCCCCGGCGTGGGTTGTAA0.592

+ 6 703GSTZ1_uc001xtk.2_Missense_Mutation_p.A99T|GSTZ1_uc010ass.2_Missense_Mutation_p.A86T|GSTZ1_uc001xtm.2_Missense_Mutation_p.A86TNM_145870 NP_665877 O43708 MAAI_HUMANGST C-terminal. 0TGGCTTTAACGGTGAGTCCTC0.577

- 4 452C14orf145_uc001xuz.2_Missense_Mutation_p.R94H|C14orf145_uc001xva.1_Missense_Mutation_p.R94H|C14orf145_uc010ata.1_Missense_Mutation_p.R94H|C14orf145_uc001xuy.1_5'FlankNM_152446 NP_689659 Q6ZU80 CE128_HUMAN 0TCTCAATAAACGTTGACTCCG0.368

+ 4 460ZC3H14_uc010twd.1_Missense_Mutation_p.E79K|ZC3H14_uc010twe.1_Missense_Mutation_p.E79K|ZC3H14_uc001xwx.2_Missense_Mutation_p.E79K|ZC3H14_uc010twf.1_5'UTR|ZC3H14_uc001xwy.2_Missense_Mutation_p.E45K|ZC3H14_uc010twg.1_5'FlankNM_024824 NP_079100 Q6PJT7 ZC3HE_HUMAN 3TGTTACAACTGGTAAGATTCA0.299

- 11 4302TRIP11_uc010auf.1_Missense_Mutation_p.E908KNM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13GCATCTATTTCGATGTCTTTT0.333 rs145498019

+ 6 1509RIN3_uc010auk.2_Missense_Mutation_p.A115T|RIN3_uc001yaq.2_Missense_Mutation_p.A378T|RIN3_uc001yar.1_Missense_Mutation_p.A115T|RIN3_uc001yas.1_Missense_Mutation_p.A115TNM_024832 NP_079108 Q8TB24 RIN3_HUMAN Pro-rich. 3GCCCAGGACAGCCAAACAACC0.627

- 19 3166DICER1_uc010avh.1_5'UTR|DICER1_uc001ydv.2_Missense_Mutation_p.S985L|DICER1_uc001ydx.2_Missense_Mutation_p.S995L|DICER1_uc001ydy.1_5'FlankNM_030621 NP_085124 Q9UPY3 DICER_HUMAN PAZ. 5CCCTTACCTTGAAGATGTGTG0.468

- 9 2616 NM_024734 NP_079010 Q96JQ2 CLMN_HUMAN 0TGATGGCTGTCCATGGGGTCA0.557

+ 4 329CYP46A1_uc001ygn.1_Missense_Mutation_p.R72HNM_006668 NP_006659 Q9Y6A2 CP46A_HUMAN 0AAGATGTACCGTGCGCTCCAG0.537

- 3 371RAGE_uc010txv.1_Intron|RAGE_uc001yln.2_Translation_Start_SiteNM_014226 NP_055041 Q9UQ07 MOK_HUMAN Protein kinase. 4TGGATCTCTCGTAGGTTGTTG0.378 rs141604419

+ 9 1184TDRD9_uc001yon.3_Missense_Mutation_p.R123QNM_153046 NP_694591 Q8NDG6 TDRD9_HUMANHelicase C-terminal. 3GTGTTGGAGCGAAGCAGTGTG0.408

+ 13 4020INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.P1196S|KIAA0284_uc001yps.2_Missense_Mutation_p.P1207S|KIAA0284_uc001ypt.2_5'UTRNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 ggcccccggcccccgggACAC0.552

+ 7 1036PLD4_uc010tyl.1_Missense_Mutation_p.V306MNM_138790 NP_620145 Q96BZ4 PLD4_HUMAN 2CTTTGATGGGGTGCCCACCAC0.607

- 7 3148AHNAK2_uc001ypx.2_Missense_Mutation_p.V910INM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GGGGCCGATACCCCGAACGAC0.607

- 4 314NUDT14_uc001yqi.2_RNANM_177533 NP_803877 O95848 NUD14_HUMANNudix hydrolase. 1CACCTCACCCGCATACACAGC0.682

- 17 2359BRF1_uc010tyo.1_Missense_Mutation_p.D551N|BRF1_uc010typ.1_Missense_Mutation_p.D573N|BRF1_uc001yqk.2_Missense_Mutation_p.D192N|BRF1_uc001yql.2_Missense_Mutation_p.D462N|BRF1_uc001yqo.2_Missense_Mutation_p.D428N|BRF1_uc010axg.1_Missense_Mutation_p.D639N|BRF1_uc001yqn.2_Intron|BRF1_uc010axh.1_Intron|BRF1_uc010axi.1_3'UTRNM_001519 NP_001510 Q92994 TF3B_HUMAN 4CCCCACCCACCGTTGCTGCCC0.607

- 7 915GABRB3_uc010uae.1_Missense_Mutation_p.T173M|GABRB3_uc001zba.2_Missense_Mutation_p.T258M|GABRB3_uc001zbb.2_Missense_Mutation_p.T314MNM_000814 NP_000805 P28472 GBRB3_HUMANHelical; (Probable). 5CGACAGAATCGTTATCAGTAT0.408

- 61 9538 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 9. 13GTATAATCACCATTTTGGGCT0.483

+ 3 296TMCO5A_uc001zjv.1_Missense_Mutation_p.E65K|TMCO5A_uc010bbc.1_Missense_Mutation_p.E65KNM_152453 NP_689666 Q8N6Q1 TMC5A_HUMAN Potential. 1TGAAGAGTGGGAGAAGGAGAA0.522

- 11 1569RASGRP1_uc010bbe.2_Intron|RASGRP1_uc010bbf.2_Intron|RASGRP1_uc010bbg.2_Intron|RASGRP1_uc001zkd.3_IntronNM_005739 NP_005730 O95267 GRP1_HUMAN 2AATGGTTTTTGGATCAGGTTT0.448

+ 12 1518IVD_uc001zlq.2_Missense_Mutation_p.R365H|IVD_uc001zlr.2_Missense_Mutation_p.R98HNM_002225 NP_002216 P26440 IVD_HUMAN 1CCCATGGGCCGCTTTCTTCGA0.512

+ 15 5980CASC5_uc010bbt.1_Missense_Mutation_p.R1914QNM_170589 NP_733468 Q8NG31 CASC5_HUMANNecessary for kinetochore localization and for interaction with NSL1 and DSN1.5TATGTTTACCGACCCAAGATA0.383

+ 30 4013MAPKBP1_uc001zoj.3_Missense_Mutation_p.R1237W|MAPKBP1_uc010bcj.2_Missense_Mutation_p.R744W|MAPKBP1_uc010bci.2_Intron|MAPKBP1_uc010udb.1_Missense_Mutation_p.R1076W|MAPKBP1_uc010bck.2_Missense_Mutation_p.R454W|MAPKBP1_uc010bcl.2_Missense_Mutation_p.R744WNM_001128608 NP_001122080 O60336 MABP1_HUMAN 10CCGTCCGTCTCGGCCTCACTC0.627

- 33 6085hsa-mir-4310|MI0015840_5'FlankNM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2GCATAGTCACGCACCTGATCC0.667

- 3 415 NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN 0GGAAACTTCACGTGGGTTTTC0.502

- 20 2842CDAN1_uc001zqj.2_RNA|CDAN1_uc001zqk.2_Missense_Mutation_p.G235RNM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2GCTGGGTCTCCCCCTTCCTCT0.627

- 7 980TTBK2_uc010bcy.2_Nonsense_Mutation_p.R112*|TTBK2_uc001zqp.2_Nonsense_Mutation_p.R181*|TTBK2_uc010bcz.1_Nonsense_Mutation_p.R146*NM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7GCCACAGCTCGAGGCTACAAC0.418

+ 4 2743 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9CATGATGAGCCGGAGGAGCGC0.557

+ 4 5518 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9AGGTATTGGAGGGGCAGAGAG0.582

+ 10 1592_1593CKMT1B_uc010uds.1_Missense_Mutation_p.E432K|CKMT1B_uc001zsd.3_Missense_Mutation_p.E401K|CKMT1B_uc010bdj.2_RNANM_020990 NP_066270 P12532 KCRU_HUMAN 0AACGGCGTCTGGAGAGAGGCCA0.5

- 30 4051DUOX2_uc001zun.2_Missense_Mutation_p.G1283ENM_014080 NP_054799 Q9NRD8 DUOX2_HUMANCytoplasmic (Potential).|FAD-binding FR-type. 5GTAGGTCACTCCTGGAGGTCA0.592

+ 19 2758SEMA6D_uc001zvw.2_Missense_Mutation_p.A738T|SEMA6D_uc001zvy.2_Missense_Mutation_p.A800T|SEMA6D_uc001zvz.2_Missense_Mutation_p.A744T|SEMA6D_uc001zwa.2_3'UTR|SEMA6D_uc001zwb.2_Missense_Mutation_p.A738T|SEMA6D_uc001zwc.2_Missense_Mutation_p.A725TNM_153618 NP_705871 Q8NFY4 SEM6D_HUMANCytoplasmic (Potential). 4TGGCCATGGAGCTTCAAGGAA0.522

- 9 1170CYP19A1_uc001zza.3_Missense_Mutation_p.A307T|CYP19A1_uc001zzb.2_Missense_Mutation_p.A307TNM_031226 NP_112503 P11511 CP19A_HUMAN 3GTGTCAGGAGCTGCGATCAGC0.398

+ 3 585GLDN_uc010bez.1_Missense_Mutation_p.D122N|GLDN_uc002abb.2_Missense_Mutation_p.G15ENM_181789 NP_861454 Q6ZMI3 GLDN_HUMANExtracellular (Potential).|Collagen-like 1. 2TCCGTTGTAGGACCTTCTGGA0.502

- 32 7991DMXL2_uc002abd.2_Missense_Mutation_p.R660Q|DMXL2_uc010ufy.1_Missense_Mutation_p.R2590Q|DMXL2_uc010bfa.2_Missense_Mutation_p.R1953QNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9TGCTTTATTTCGAAGAATAGC0.303

- 38 4833MYO5C_uc010uga.1_RNA|uc002abv.2_RNANM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Dilute. 14GGGTCCAGGCCGTTCTGGCAC0.592

+ 3 936GCNT3_uc002agd.2_Missense_Mutation_p.H163YNM_004751 NP_004742 O95395 GCNT3_HUMANLumenal (Potential). 2ATACTGTGTCCATGTGGATGA0.443

- 4 605 NM_003613 NP_003604 O75339 CILP1_HUMAN 7TCTGGCTTACCTGGTGGGCAG0.612

- 8 934MEGF11_uc002apl.2_Missense_Mutation_p.G190R|MEGF11_uc002apn.1_Missense_Mutation_p.G265RNM_032445 NP_115821 A6BM72 MEG11_HUMAN 1CCAAATGTCCCTGGTGGGCAG0.567

+ 12 2092DIS3L_uc010ujl.1_Missense_Mutation_p.A323T|DIS3L_uc002app.2_Missense_Mutation_p.A610T|DIS3L_uc002apq.2_Missense_Mutation_p.A693T|DIS3L_uc010bho.2_Missense_Mutation_p.A559TNM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2CCACTGGGTCGCCAAAAAGAT0.547

+ 15 2696DIS3L_uc002app.2_Missense_Mutation_p.R811K|DIS3L_uc010bho.2_Missense_Mutation_p.R760KNM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2TTTATACCAAGGTATGTTACA0.323

+ 4 686PIAS1_uc010ujx.1_Missense_Mutation_p.Q197RNM_016166 NP_057250 O75925 PIAS1_HUMAN PINIT. 2TTCACAGTACAGGTCCAGTTA0.353

+ 25 3884NEO1_uc010ukx.1_Missense_Mutation_p.P1237S|NEO1_uc010uky.1_Nonsense_Mutation_p.Q1248*|NEO1_uc010ukz.1_Missense_Mutation_p.P661S|NEO1_uc002avn.3_Missense_Mutation_p.P886SNM_002499 NP_002490 Q92859 NEO1_HUMANCytoplasmic (Potential). 1GCCACCCCAGCGTAAGTAGAA0.458

+ 4 479C15orf60_uc010bjb.2_Missense_Mutation_p.G123RNM_001042367 NP_001035826 Q7Z4M0 CO060_HUMAN 1GGTGCCTGATGGAAACATCCA0.537

+ 12 1229CSK_uc002ays.2_Missense_Mutation_p.P349L|CSK_uc010bkc.1_Missense_Mutation_p.P158LNM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3GGCAAGCTGCCAGTCAAGTGG0.652

+ 14 1537LMAN1L_uc010bke.1_Missense_Mutation_p.L500P|CPLX3_uc002ayu.1_5'FlankNM_021819 NP_068591 Q9HAT1 LMA1L_HUMANCytoplasmic (Potential). 0CCCAGGGCCCTGGGGATTCTG0.627



- 1 1318 NM_017793 NP_060263 Q9BUL9 RPP25_HUMAN 0ACCAGGATGGGGATTCGGGGG0.672

+ 2 1064KIAA1024_uc010unk.1_Missense_Mutation_p.S330NNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4AAGCACGAAAGCTTAGATGAC0.522

- 3 1423DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_Intron|DET1_uc002bmq.2_Missense_Mutation_p.R435QNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2AACAGCTTACCGGCGCTGGAT0.448

+ 1 217MCTP2_uc010urg.1_Missense_Mutation_p.S51F|MCTP2_uc002bti.2_Missense_Mutation_p.S51F|MCTP2_uc010boj.2_5'UTR|MCTP2_uc010bok.2_Missense_Mutation_p.S51F|MCTP2_uc002btg.3_Missense_Mutation_p.S51F|MCTP2_uc002bth.3_Missense_Mutation_p.S51FNM_018349 NP_060819 Q6DN12 MCTP2_HUMAN 3CTCAGCCTCTCTGTGCCTGAT0.582

+ 8 1833IGF1R_uc010urq.1_Missense_Mutation_p.R595C|IGF1R_uc010bon.2_Missense_Mutation_p.R595C|IGF1R_uc010urr.1_Missense_Mutation_p.R45CNM_000875 NP_000866 P08069 IGF1R_HUMANFibronectin type-III 1. 8CGACCATATCCGTGGGGCCAA0.557

+ 21 4026IGF1R_uc010bon.2_Missense_Mutation_p.E1325KNM_000875 NP_000866 P08069 IGF1R_HUMANCytoplasmic (Potential). 8ACACAAGGCCGAGAACGGCCC0.682

+ 6 2412SYNM_uc002buo.2_Missense_Mutation_p.F764L|SYNM_uc002buq.2_IntronNM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4CGGAGGAGTTTTCCGTCCCAT0.572

- 12 1385RHBDF1_uc010uty.1_Missense_Mutation_p.V436M|RHBDF1_uc010utz.1_Missense_Mutation_p.V413M|RHBDF1_uc010bqo.1_RNANM_022450 NP_071895 Q96CC6 RHDF1_HUMANHelical; (Potential). 2AGCGAGTGCACGAAGGTAAGC0.672

+ 5 1870 NM_005632 NP_005623 O75808 CAN15_HUMANCalpain catalytic. 2TGTCGGCTTCCCCGCGGGTGA0.647

+ 3 796RHBDL1_uc002cir.1_Missense_Mutation_p.G192W|RHBDL1_uc010uun.1_Missense_Mutation_p.G192W|STUB1_uc002cit.2_5'Flank|STUB1_uc002ciu.2_5'Flank|STUB1_uc010bqz.2_5'Flank|STUB1_uc002civ.2_5'FlankNM_003961 NP_003952 O75783 RHBL1_HUMAN 0CATGCACGTTGGGTGAGTAGC0.632

- 6 1453FBXL16_uc002cja.2_3'UTR|FBXL16_uc002cjb.2_Missense_Mutation_p.H205PNM_153350 NP_699181 Q8N461 FXL16_HUMAN LRR 6. 0GGCCAGGAGGTGCTTCAGCCC0.642

- 3 896 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN Pentaxin. 0GGAGGCCGTGCGGACCCAGCT0.662 rs61751878

+ 3 872TELO2_uc010uvg.1_Missense_Mutation_p.R194QNM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0GAGGTCGTCCGGGTGCTGCAG0.667

+ 15 1604TBL3_uc002cnv.1_Missense_Mutation_p.R387H|TBL3_uc010bsb.1_Missense_Mutation_p.R290H|TBL3_uc010bsc.1_Missense_Mutation_p.R368H|TBL3_uc010uvt.1_5'UTR|TBL3_uc002cnw.1_5'FlankNM_006453 NP_006444 Q12788 TBL3_HUMAN WD 10. 0TCACAGGACCGCACGGCCAAG0.637

+ 22 2522TSC2_uc010bsd.2_Missense_Mutation_p.V806M|TSC2_uc002coo.2_Missense_Mutation_p.V806M|TSC2_uc010uvv.1_Missense_Mutation_p.V769M|TSC2_uc010uvw.1_Missense_Mutation_p.V757M|TSC2_uc002cop.2_Missense_Mutation_p.V606MNM_000548 NP_000539 P49815 TSC2_HUMAN p.E793fs*9(1) 10CCAGTGCGTCGTGGCCTTGTC0.622

+ 23 2727TSC2_uc010bsd.2_Missense_Mutation_p.P874L|TSC2_uc002coo.2_Missense_Mutation_p.P874L|TSC2_uc010uvv.1_Missense_Mutation_p.P837L|TSC2_uc010uvw.1_Missense_Mutation_p.P825L|TSC2_uc002cop.2_Missense_Mutation_p.P674LNM_000548 NP_000539 P49815 TSC2_HUMAN 10ATCTCCCTGCCGTACACCAAC0.657 rs138527121

+ 42 5414TSC2_uc010bsd.2_Missense_Mutation_p.P1747S|TSC2_uc002coo.2_Missense_Mutation_p.P1703S|TSC2_uc010uvv.1_Missense_Mutation_p.P1667S|TSC2_uc010uvw.1_Missense_Mutation_p.P1655S|TSC2_uc002cop.2_Missense_Mutation_p.P1526S|TSC2_uc002coq.2_Missense_Mutation_p.P545S|TSC2_uc002cor.2_Missense_Mutation_p.P471SNM_000548 NP_000539 P49815 TSC2_HUMAN 10TCTGGTGCACCCTCCGTCCCA0.642

- 44 12237PKD1_uc002cot.1_Missense_Mutation_p.R4009C|MIR1225_hsa-mir-1225|MI0006311_5'FlankNM_001009944 NP_001009944 P98161 PKD1_HUMANCytoplasmic (Potential). 3GACCACTGGCGCACGAAGCGT0.677

- 24 9004PKD1_uc002cot.1_Missense_Mutation_p.H2932R|PKD1_uc010bse.1_RNANM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential). 3AGACAGGTAGTGGCCTGGGGC0.672

- 12 2031ABCA3_uc010bsk.1_Missense_Mutation_p.P382L|ABCA3_uc010bsl.1_Missense_Mutation_p.P440LNM_001089 NP_001080 Q99758 ABCA3_HUMAN 16CACGTTGACGGGACTCAGGAG0.642

+ 11 7425_7426SRRM2_uc002crj.1_Missense_Mutation_p.P2197S|SRRM2_uc002crl.1_Missense_Mutation_p.P2293S|SRRM2_uc010bsu.1_Missense_Mutation_p.P2197SNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANAla-rich.|Ser-rich. 4CTCCCACAGCCCCAGCTGTGAA0.634

+ 11 8042SRRM2_uc002crj.1_Missense_Mutation_p.A2402V|SRRM2_uc002crl.1_Missense_Mutation_p.A2498V|SRRM2_uc010bsu.1_Missense_Mutation_p.A2402VNM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4TCTGTCCCTGCCCCTGGGGTG0.647

+ 2 682ZNF213_uc002cud.2_RNA|ZNF213_uc010btf.2_Missense_Mutation_p.R79C|ZNF213_uc010bth.2_Missense_Mutation_p.R79C|ZNF213_uc010uwt.1_Missense_Mutation_p.R79CNM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0GCCCGAGCTGCGTACCAAGGA0.657

+ 2 799ZNF213_uc002cud.2_RNA|ZNF213_uc010btf.2_Missense_Mutation_p.A118T|ZNF213_uc010bth.2_Missense_Mutation_p.A118T|ZNF213_uc010uwt.1_Missense_Mutation_p.A118TNM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0GGAGGCTGTCGCCTTGGTGGA0.642

+ 6 2268ZNF263_uc010uww.1_Missense_Mutation_p.R294W|ZNF263_uc002cur.2_Missense_Mutation_p.R294WNM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 8. 4CAGCTCCAATCGGATTCGCCA0.478

+ 3 307NAT15_uc010uxb.1_Intron|NAT15_uc010btk.1_Intron|NAT15_uc010btl.2_5'UTR|NAT15_uc010btm.2_Missense_Mutation_p.D21N|NAT15_uc010uxc.1_Missense_Mutation_p.D21N|NAT15_uc010uxd.1_RNA|NAT15_uc010uxe.1_RNA|NAT15_uc002cvg.1_Missense_Mutation_p.D21NNM_001083601 NP_001077070 Q9H7X0 NAT15_HUMANN-acetyltransferase. 0CCTCTGCCACGATGACATAGA0.627

+ 9 869MGRN1_uc002cxa.2_Missense_Mutation_p.R245W|MGRN1_uc010btx.2_Missense_Mutation_p.R246W|MGRN1_uc010btw.2_Missense_Mutation_p.R246W|MGRN1_uc002cxb.2_Missense_Mutation_p.R245W|MGRN1_uc010uxo.1_Missense_Mutation_p.R245W|MGRN1_uc010uxp.1_Missense_Mutation_p.R245W|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2CCAGGTGGACCGGGTCAGCTA0.572

+ 11 1698A2BP1_uc010buf.1_Missense_Mutation_p.G237E|A2BP1_uc002cyr.1_Missense_Mutation_p.G236E|A2BP1_uc002cyt.2_Intron|A2BP1_uc010uxz.1_Missense_Mutation_p.G280E|A2BP1_uc010uya.1_Missense_Mutation_p.G194E|A2BP1_uc002cyv.1_Missense_Mutation_p.G237E|A2BP1_uc010uyb.1_Missense_Mutation_p.G237E|A2BP1_uc002cyw.2_Missense_Mutation_p.G257E|A2BP1_uc002cyy.2_Missense_Mutation_p.G257E|A2BP1_uc002cyx.2_Missense_Mutation_p.G257E|A2BP1_uc010uyc.1_IntronNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0AACCAGGAGGGATCTTCCATG0.488

- 1 571 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2TCCAAGTTCTGGTTCTCAGTC0.612

+ 24 3240CLEC16A_uc002dap.2_Missense_Mutation_p.V91INM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2CACGCTGAGCGTCGAATCGCT0.706

- 7 940TXNDC11_uc002dbg.1_Missense_Mutation_p.Y266CNM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0TGTTCCTAGGTAATCTGAAAC0.383

+ 4 746ERCC4_uc010bva.2_Missense_Mutation_p.S246LNM_005236 NP_005227 Q92889 XPF_HUMANLeucine-zipper 1. 10CATAACCCATCGCTTGAAGTG0.333

- 16 2024ABCC6_uc010bvo.2_RNANM_001171 NP_001162 O95255 MRP6_HUMANATP 1 (Potential).|ABC transporter 1.|Cytoplasmic (By similarity).3CCCACTGGACCGACAACAGCC0.632 rs72653780

+ 8 1200TMC7_uc010vao.1_Silent_p.T351T|TMC7_uc002dfp.2_Missense_Mutation_p.R357H|TMC7_uc010vap.1_Missense_Mutation_p.R247HNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3GAAACAATACGCATTTACTCT0.413

+ 1 1347ITPRIPL2_uc002dft.2_5'UTRNM_001034841 NP_001030013 Q3MIP1 IPIL2_HUMANCytoplasmic (Potential). 2CCTGGAGGGGCGCTGTCGGGT0.652 rs145325211

+ 5 983SYT17_uc002dfx.2_Missense_Mutation_p.D157N|SYT17_uc002dfy.2_Missense_Mutation_p.D214N|SYT17_uc002dfv.1_Missense_Mutation_p.D157NNM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 1. 1CATCTCCCACGATGGCTCGCG0.612

- 1 120uc002diq.3_Intron|METTL9_uc002dje.2_Intron|METTL9_uc002djf.2_Intron|IGSF6_uc010vbi.1_Missense_Mutation_p.G23SNM_005849 NP_005840 O95976 IGSF6_HUMAN 0AGAACCTTACCGACACAAAAT0.393 rs143387566

+ 13 1400uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.R388C|OTOA_uc002dji.2_Missense_Mutation_p.R143C|OTOA_uc010vbk.1_Missense_Mutation_p.R115CNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3CAGCATGAAACGCAAGGACAT0.582

+ 12 994POLR3E_uc002dkj.1_Missense_Mutation_p.D280N|POLR3E_uc002dkm.2_Missense_Mutation_p.D244N|POLR3E_uc010vbr.1_Missense_Mutation_p.D280N|POLR3E_uc002dkl.2_Missense_Mutation_p.D280N|POLR3E_uc010vbs.1_Missense_Mutation_p.D244N|POLR3E_uc010vbt.1_Missense_Mutation_p.D224NNM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2GCCCCTGGCCGATCAGATCAA0.642

+ 3 580uc010vct.1_Intron|CD19_uc010byo.1_Missense_Mutation_p.C173YNM_001770 NP_001761 P15391 CD19_HUMANExtracellular (Potential). 3GAGCCTCCGTGTCTCCCACCG0.647

+ 2 834uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SPN_uc002dtn.2_Missense_Mutation_p.S233F|SPN_uc010bzd.2_RNANM_001030288 NP_001025459 P16150 LEUK_HUMANExtracellular (Potential). 2ACAATGATGTCTCCAACGACC0.592

- 6 1127uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SEZ6L2_uc002dup.3_Missense_Mutation_p.P226L|SEZ6L2_uc002dur.3_Missense_Mutation_p.P226L|SEZ6L2_uc002dus.3_Missense_Mutation_p.P182L|SEZ6L2_uc010vec.1_Missense_Mutation_p.P296L|SEZ6L2_uc010ved.1_Missense_Mutation_p.P252LNM_201575 NP_963869 Q6UXD5 SE6L2_HUMANSushi 1.|Extracellular (Potential). 2CCCATGGGCCGGCCGGGGAGG0.637

- 3 909ZNF689_uc010bzy.2_5'UTRNM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 2. 0GAGTGTGCCCGCCGGTGACTG0.587

+ 16 5370 NM_014712 NP_055527 O15047 SET1A_HUMAN 3GAAACTCAACCAGCTCAAggt0.468

+ 6 1002 NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0TCTCCCCCACCCGCCCGTCTG0.617

+ 30 3551ITGAX_uc002ebt.2_IntronNM_000887 NP_000878 P20702 ITAX_HUMANCytoplasmic (Potential). 4CCCGCCCAGTGAGAAATGATC0.552

- 5 527VPS35_uc002eed.2_5'Flank|VPS35_uc002eee.2_Missense_Mutation_p.P104LNM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0ACCCCTCAAGGGATGTTGCAC0.393



- 5 3207ZNF423_uc010vgn.1_Missense_Mutation_p.S853LNM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 23. 4CGTCAGCAGCGAAGGGAAGCG0.617

+ 2 558ADCY7_uc002egb.1_Missense_Mutation_p.A97V|ADCY7_uc002egc.1_Missense_Mutation_p.A97VNM_001114 NP_001105 P51828 ADCY7_HUMANHelical; (Potential). 1AGGGCCTTGGCGCTGCTCACC0.642

- 13 1731CES7_uc002eio.2_Missense_Mutation_p.G478R|CES7_uc002eiq.2_Missense_Mutation_p.G289R|CES7_uc002eir.2_Missense_Mutation_p.G422RNM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0AGTCTCTGTCCGAGGCTCATG0.527

+ 2 286 MT3_uc002ejg.2_3'UTRNM_005954 NP_005945 P25713 MT3_HUMAN Beta. 0TGCACCTGCGCGGACTCCTGC0.647

+ 16 2066SLC12A3_uc002ekd.3_Splice_Site_p.I679_splice|SLC12A3_uc010ccn.2_Splice_Site_p.I678_spliceNM_001126108 NP_001119580 P55017 S12A3_HUMAN 3CGTGCTCATCGTGAGTGGCCC0.428

- 16 2264_2265KIFC3_uc010vhw.1_Missense_Mutation_p.587_588SR>RC|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.550_551SR>RC|KIFC3_uc010vhx.1_Missense_Mutation_p.547_548SR>RC|KIFC3_uc010cdf.2_Missense_Mutation_p.550_551SR>RC|KIFC3_uc002emo.3_Missense_Mutation_p.550_551SR>RC|KIFC3_uc010vhy.1_Missense_Mutation_p.631_632SR>RC|KIFC3_uc002emq.2_Missense_Mutation_p.689_690SR>RC|KIFC3_uc010vhz.1_Missense_Mutation_p.711_712SR>RCNM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3TCCCGCAGGCGGCTGCCCTCGG0.693

- 5 694GOT2_uc010vim.1_Missense_Mutation_p.A151TNM_002080 NP_002071 P00505 AATM_HUMAN 2TCCTCCACAGCGCCTGTGAAG0.488

+ 7 1488HSF4_uc002erm.1_Missense_Mutation_p.R175W|HSF4_uc002ern.1_RNA|HSF4_uc010cec.1_RNANM_001040667 NP_001035757 Q9ULV5 HSF4_HUMANHydrophobic repeat HR-A/B. 0GGTGACACTTCGGCAGAGCCA0.637

+ 16 2393SLC9A5_uc010cee.2_Missense_Mutation_p.S482L|SLC9A5_uc010vji.1_Missense_Mutation_p.S281LNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2TACGTGTCCTCGGAAACCACC0.607

+ 2 230ACD_uc002etp.3_5'Flank|ACD_uc002etq.3_5'Flank|ACD_uc002etr.3_5'Flank|ACD_uc010vjt.1_5'Flank|PARD6A_uc002ets.2_Missense_Mutation_p.R47W|PARD6A_uc002etu.2_5'UTRNM_016948 NP_058644 Q9NPB6 PAR6A_HUMANInteraction with PRKCI and PRKCZ.|OPR. 1GCGGTTGCTGCGGGCGGTGCA0.667

- 2 468COG8_uc002ewz.3_Missense_Mutation_p.E133K|NIP7_uc002exa.2_5'Flank|NIP7_uc002exb.2_5'FlankNM_032382 NP_115758 Q96MW5 COG8_HUMAN 1CTGATCTCCTCGGCTTCCTTC0.398

- 8 777MTSS1L_uc002ezk.1_Missense_Mutation_p.D90NNM_138383 NP_612392 Q765P7 MTSSL_HUMAN IMD. 1AGGTACATGTCGTTGACGTCC0.667

- 46 7449 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TTGTCCCCTTCACTGTCCTCT0.478

+ 8 789KIAA0174_uc010cgh.1_Missense_Mutation_p.A169V|KIAA0174_uc002fbk.1_Missense_Mutation_p.A156V|KIAA0174_uc002fbm.1_Missense_Mutation_p.A156V|KIAA0174_uc002fbl.1_Missense_Mutation_p.A156V|KIAA0174_uc002fbn.1_Missense_Mutation_p.A8V|KIAA0174_uc010cgi.1_Intron|KIAA0174_uc010cgj.1_Missense_Mutation_p.A88V|KIAA0174_uc010vml.1_5'Flank|KIAA0174_uc010vmk.1_Missense_Mutation_p.A8VP53990 IST1_HUMANInteraction with VPS37B.|Interaction with CHMP1A and CHMP1B.1AGTGTGGAAGCCCCACCCAAA0.393

+ 18 2747DHX38_uc010vmp.1_Missense_Mutation_p.V110INM_014003 NP_054722 Q92620 PRP16_HUMANHelicase C-terminal. 1TCCAGATGGCGTTCGGAAGTG0.507

+ 2 360 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1TTGATGGTGCGACAAGGGAAT0.443

- 1 85 NM_001080442 NP_001073911 A6NNN8 S38A8_HUMANHelical; (Potential). 0ATGAAGACAGCGCCCATCGAG0.642

- 12 1699ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.A334TNM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2TCCATCATGGCGCTGCCAAAG0.557 rs141001038

- 1 150 NM_001739 NP_001730 P35218 CAH5A_HUMAN 0GAACACCATCGCCCTGGCCTC0.512

+ 2 126GALNS_uc002fly.3_5'Flank|GALNS_uc010cid.2_5'Flank|GALNS_uc002flz.3_5'Flank|GALNS_uc002fma.2_5'Flank|TRAPPC2L_uc010cie.2_RNA|TRAPPC2L_uc002fmd.3_Missense_Mutation_p.E25K|TRAPPC2L_uc002fme.3_Missense_Mutation_p.E25K|TRAPPC2L_uc002fmf.2_5'Flank|uc002fmg.2_5'FlankNM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0TACGGAGAACGAGCTGAAGTT0.562

+ 3 473SPIRE2_uc010civ.1_Missense_Mutation_p.G56S|SPIRE2_uc010ciw.1_Missense_Mutation_p.G141S|SPIRE2_uc002fpa.1_Missense_Mutation_p.G93S|SPIRE2_uc010cix.1_Missense_Mutation_p.G10SNM_032451 NP_115827 Q8WWL2 SPIR2_HUMAN KIND. 1CGAGGACAGCGGCTGCGGTGC0.711

+ 7 844DEF8_uc002fpo.1_Missense_Mutation_p.S191N|DEF8_uc002fpp.1_Missense_Mutation_p.S181N|DEF8_uc010vpq.1_Missense_Mutation_p.S131N|DEF8_uc010vpr.1_Missense_Mutation_p.S191N|DEF8_uc002fpq.1_5'FlankNM_207514 NP_997397 Q6ZN54 DEFI8_HUMAN 1CCCTGTGTGAGCTCCAAAGTC0.567

- 21 3394 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6ATATGGATGCGATCAATGTAT0.507

- 2 812SMG6_uc002fud.1_Missense_Mutation_p.R222CNM_017575 NP_060045 Q86US8 EST1A_HUMANInteraction with telomeric DNA. 4GTGCGGTAGCGATTCCTTCGT0.652 rs147212426

- 7 1301TRPV1_uc010vru.1_5'FlankNM_013276 NP_037408 Q9UHJ6 SHPK_HUMAN 1CACAGAGCCCGGGTCACGTGC0.647

- 4 703P2RX5_uc002fwd.2_RNA|P2RX5_uc002fwh.1_Missense_Mutation_p.A140V|P2RX5_uc010vrx.1_Missense_Mutation_p.A80V|P2RX5_uc002fwj.2_Missense_Mutation_p.A116V|P2RX5_uc002fwk.2_Missense_Mutation_p.A140V|P2RX5_uc002fwl.2_Missense_Mutation_p.A116V|P2RX5_uc002fwm.1_Missense_Mutation_p.A140VNM_002561 NP_002552 Q93086 P2RX5_HUMANExtracellular (Potential). 0AGCTGTAACCGCTTCCCCAGC0.647

- 13 1562 NM_002208 NP_002199 P38570 ITAE_HUMANFG-GAP 4.|Extracellular (Potential). 4CTCAAACACGGCCCCATGATG0.577

- 4 802GGT6_uc010vsb.1_Nonsense_Mutation_p.R100*|GGT6_uc002fyc.3_Nonsense_Mutation_p.R216*|GGT6_uc010vsc.1_Nonsense_Mutation_p.R254*NM_001122890 NP_001116362 Q6P531 GGT6_HUMANExtracellular (Potential). 1TTGGTGGCTCGGGCCCCAGCG0.652

+ 25 3114MINK1_uc010vsk.1_Missense_Mutation_p.A944V|MINK1_uc010vsm.1_Missense_Mutation_p.A953V|MINK1_uc010vsn.1_Missense_Mutation_p.A936V|MINK1_uc010vso.1_Missense_Mutation_p.A881V|MINK1_uc010vsp.1_Missense_Mutation_p.A434VNM_153827 NP_722549 Q8N4C8 MINK1_HUMANMediates interaction with RAP2A.p.E973V(1) 6CTTCTGGCAGCCCTAGTGGGT0.587

+ 22 2910 NM_006612 NP_006603 O43896 KIF1C_HUMAN Potential. 2GCAGGCCCTGCGGGACCGCAT0.642

- 3 931GPR172B_uc002gao.3_Missense_Mutation_p.P73L|GPR172B_uc010ckw.2_5'UTR|GPR172B_uc010ckx.2_Missense_Mutation_p.P73LNM_001104577 NP_001098047 Q9NWF4 RFT_HUMAN 0GCCCTTGCCCGGGGCCAGCTG0.662 rs137937212

- 11 1609NUP88_uc002gbn.2_5'Flank|NUP88_uc010vsx.1_Missense_Mutation_p.S528F|NUP88_uc010cle.1_Missense_Mutation_p.S527F|NUP88_uc010vsy.1_Missense_Mutation_p.S528FNM_002532 NP_002523 Q99567 NUP88_HUMAN 1CTTTTCAAAGGAATCTGGGGT0.463

+ 9 1447BCL6B_uc010clt.1_Missense_Mutation_p.G465RNM_181844 NP_862827 Q8N143 BCL6B_HUMAN 1CCAGAAACACGGAGCTGCTAC0.632

- 26 4211GPS2_uc002gfv.1_5'Flank|GPS2_uc002gfw.1_5'Flank|GPS2_uc002gfx.1_5'Flank|NEURL4_uc002gfy.1_RNA|GPS2_uc002gfz.1_5'UTR|NEURL4_uc002ggb.1_Nonsense_Mutation_p.R1400*NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2CATATGTACCTGAGGTTGAAC0.572

+ 3 731FGF11_uc010vtw.1_Intron|TMEM102_uc002ggy.1_Missense_Mutation_p.T153INM_178518 NP_848613 Q8N9M5 TM102_HUMANExtracellular (Potential). 0GTGTGCGGAACCCCCATCCGG0.572

- 4 1554ZBTB4_uc002ghd.3_Missense_Mutation_p.P435LNM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4GGGAGCCTCCGGGGCTCCCTG0.662

+ 7 1328POLR2A_uc002ghe.2_Missense_Mutation_p.T365INM_000937 NP_000928 P24928 RPB1_HUMAN 1TCGGCCCGTACTGTCATCACC0.607

+ 14 2479 NM_000937 NP_000928 P24928 RPB1_HUMAN 1TAACGATGCCCGAGACAAGAC0.502

+ 70 10747DNAH2_uc010cnm.1_Missense_Mutation_p.T516INM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 5 (By similarity). 13ACGCTGCATACCTCCAAGATC0.607

- 13 1060KCNAB3_uc010vul.1_RNANM_004732 NP_004723 O43448 KCAB3_HUMAN 1CCCTCACTGCGGAGACACCAC0.577

+ 18 3369CNTROB_uc002gjp.2_Missense_Mutation_p.R817Q|CNTROB_uc002gjr.2_Missense_Mutation_p.R719QNM_053051 NP_444279 Q8N137 CNTRB_HUMANRequired for centrosome localization. 2TACCAGGCTCGGGGCTGGGGG0.582

- 8 797PIK3R5_uc010vuz.1_Missense_Mutation_p.G244R|PIK3R5_uc002glu.3_5'UTR|PIK3R5_uc010coa.1_Intron|PIK3R5_uc010cob.1_5'UTRNM_014308 NP_055123 Q8WYR1 PI3R5_HUMAN 5GCAGCATCCCCGATGCCAGAT0.617

- 23 3018 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11ACCTTGTTCTCCGTGGCATGT0.393

- 30 4267 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13TCCTCTGTGCGCTGGATGGCG0.527

- 16 1892 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CAGCCAGCCGGCGATGTTGTA0.552

- 12 1124 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13GATGTCCACAGCACTCTGTCA0.468

- 15 1649 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMANMyosin head-like. 21GCAGCCAGGTCCATCCCAAAG0.448



- 24 3189uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.D1021N|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TTGACTTTGTCCTCCTCTGCC0.478

- 26 3670 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7CACACTATCCGCATGCTTCTT0.597

- 13 1426 NM_002470 NP_002461 P11055 MYH3_HUMANMyosin head-like. 7TGGAAGCTTCGTATCCAGTTG0.383

+ 58 11298DNAH9_uc010coo.2_Missense_Mutation_p.R3038C|DNAH9_uc002gnf.2_Missense_Mutation_p.R56C|DNAH9_uc010vvh.1_Missense_Mutation_p.R97CNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20GTACACCATCCGCGGGCTCTT0.502

+ 7 972MYOCD_uc002gno.2_Missense_Mutation_p.L225I|MYOCD_uc002gnp.1_Missense_Mutation_p.L129INM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5GAAGCAGGGGCTTGGCCCCCC0.582

- 27 3803NCOR1_uc002gpn.2_Missense_Mutation_p.S1204L|NCOR1_uc002gpp.1_Missense_Mutation_p.S1095L|NCOR1_uc010vwb.1_Intron|NCOR1_uc010coy.2_Missense_Mutation_p.S96L|NCOR1_uc010vwc.1_5'UTRNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with ETO. 5GGGCATTCTCGAAATGGACCC0.498

+ 11 1965TRPV2_uc002gpz.2_Missense_Mutation_p.R103QNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANCytoplasmic (Potential). 1GTCATCCTGCGGGACCTGCTG0.622

+ 3 1256RAI1_uc002grn.1_Missense_Mutation_p.V263INM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN Gln-rich. 2GGGGCAGCGGGTCCAGAATCT0.527

- 3 423SHMT1_uc002gtb.2_Missense_Mutation_p.P78L|SHMT1_uc010cqb.2_Missense_Mutation_p.P78L|SHMT1_uc010vxt.1_5'UTR|SHMT1_uc002gtd.1_Missense_Mutation_p.P78L|SHMT1_uc010vxu.1_Missense_Mutation_p.P78LNM_004169 NP_004160 P34896 GLYC_HUMAN 1CCTCTGGCCCGGGTACCCCTC0.478

- 5 539MFAP4_uc002gvr.2_RNA|MFAP4_uc002gvs.2_Missense_Mutation_p.G196RNM_002404 NP_002395 P55083 MFAP4_HUMANFibrinogen C-terminal. 0ATACCTGCCCCGCCATCCTCA0.627

+ 6 974RNF112_uc010vyv.1_Missense_Mutation_p.E259K|RNF112_uc010vyx.1_Missense_Mutation_p.E142KNM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2GCTGAGCAGGGAAACAAGGAT0.612

- 3 444SLC47A2_uc002gwg.3_Missense_Mutation_p.S90L|SLC47A2_uc002gwf.3_Missense_Mutation_p.S90L|SLC47A2_uc002gwh.3_RNA|SLC47A2_uc002gwi.2_RNA|SLC47A2_uc010cqs.1_RNA|SLC47A2_uc010cqt.1_RNANM_152908 NP_690872 Q86VL8 S47A2_HUMANCytoplasmic (Potential). 0GTCACATGCCGAAGACAAACC0.567

- 1 395ALDH3A1_uc010vzd.1_Missense_Mutation_p.P22L|ALDH3A1_uc002gwj.2_Missense_Mutation_p.P22L|ALDH3A1_uc010cqv.2_Missense_Mutation_p.P22L|ALDH3A1_uc002gwk.2_Intron|ALDH3A1_uc002gwl.1_5'FlankNM_001135168 NP_001128640 P30838 AL3A1_HUMAN 2GAACTGCAGCGGACGGGTCCT0.697

+ 12 3085CYTSB_uc002gws.2_Splice_Site_p.A980_splice|CYTSB_uc002gwv.2_Splice_Site_p.A899_splice|CYTSB_uc010vzf.1_Splice_Site_p.A320_splice|CYTSB_uc002gww.2_Splice_Site_p.A756_spliceNM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN 0AGGTTATGCGGTAAGGGACAA0.527

- 2 756SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.P188S|SEZ6_uc002hdq.1_Missense_Mutation_p.P63S|SEZ6_uc010crz.1_Missense_Mutation_p.P188SNM_178860 NP_849191 Q53EL9 SEZ6_HUMANPro-rich.|Extracellular (Potential). 2ATGTCTCCAGGACCCTCTTGG0.642

- 2 337SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.P48L|SEZ6_uc002hdq.1_5'UTR|SEZ6_uc010crz.1_Missense_Mutation_p.P48LNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2TGGCTGCTCAGGTGTGGGGGC0.577

+ 19 2589TAOK1_uc010wbe.1_Missense_Mutation_p.Q651K|TAOK1_uc010wbf.1_Missense_Mutation_p.Q799KNM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN Potential. 4AGCAGAGTGCCAGGTTTTGAA0.443

+ 3 1123CPD_uc010wbo.1_Missense_Mutation_p.R123C|CPD_uc010wbp.1_RNANM_001304 NP_001295 O75976 CBPD_HUMANExtracellular (Potential).|Carboxypeptidase-like 1. 2GGAGAACAATCGTGAGTCTTT0.398

+ 5 953RAB11FIP4_uc002hgo.2_Missense_Mutation_p.V140INM_032932 NP_116321 Q86YS3 RFIP4_HUMANNecessary for interaction with RAB11A, subcellular location, homo- or heterooligomerization.1CAGGACCAACGTCTACTCGGA0.552

- 22 2933 NM_015194 NP_056009 O94832 MYO1D_HUMAN 3GCACTTCTTCCCGTGCAGGCT0.597

+ 2 224 NM_002988 NP_002979 P55774 CCL18_HUMAN 0CCCCAGTGCCCCAAGCCAGGT0.552

+ 9 1274GGNBP2_uc002hna.2_Missense_Mutation_p.T342I|GGNBP2_uc002hnc.1_Missense_Mutation_p.T171INM_024835 NP_079111 Q9H3C7 GGNB2_HUMAN 2TAATAGATGACCGTGGAAAAA0.274

- 27 3478ACACA_uc002hnk.2_Missense_Mutation_p.R1018H|ACACA_uc002hnl.2_Missense_Mutation_p.R1038H|ACACA_uc002hnn.2_Missense_Mutation_p.R1096H|ACACA_uc002hno.2_Missense_Mutation_p.R1133H|ACACA_uc010cuz.2_Missense_Mutation_p.R1096HNM_198836 NP_942133 Q13085 ACACA_HUMAN 2TTGGTTATGGCGAAGCTCATA0.368

- 10 1141ACACA_uc002hnk.2_Missense_Mutation_p.G239E|ACACA_uc002hnl.2_Missense_Mutation_p.G259E|ACACA_uc002hnn.2_Missense_Mutation_p.G317E|ACACA_uc002hno.2_Missense_Mutation_p.G354E|ACACA_uc010cuz.2_Missense_Mutation_p.G317ENM_198836 NP_942133 Q13085 ACACA_HUMANBiotin carboxylation.|ATP (Potential).|ATP-grasp. 2TCCCTTCCCTCCTCCTCCCTC0.378

+ 10 1122MLLT6_uc002hqj.2_Intron|MLLT6_uc002hqk.3_5'FlankNM_005937 NP_005928 P55198 AF17_HUMAN 6GACAAGTACTCCAAGCCCACA0.602

- 2 294 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0AAGCCTGAGCCAAGGGTCTTG0.358

+ 13 1530GRB7_uc002hss.2_Missense_Mutation_p.R427H|GRB7_uc010cwc.2_Missense_Mutation_p.R427H|GRB7_uc002hst.2_IntronNM_005310 NP_005301 Q14451 GRB7_HUMAN 5GCCATCCACCGCACCCAACTC0.607

- 3 341 NM_001838 NP_001829 P32248 CCR7_HUMANCytoplasmic (Potential). 1GTAGGTATCGGTCATGGTCTT0.547

- 5 959 NM_181539 NP_853517 Q7Z3Y9 K1C26_HUMAN Rod.|Coil 2. 0CGTTTTAATTCGGTCAGCTCA0.448

- 6 1316 NM_000223 NP_000214 Q99456 K1C12_HUMAN Rod.|Coil 2. 1GTCCAGCAGGCGGCGGTAGGT0.632

- 1 244 NM_000223 NP_000214 Q99456 K1C12_HUMANHead.|Gly-rich. 1ATGGAACTTCCGGAGCCACCC0.602 rs138169839

- 1 61 NM_000223 NP_000214 Q99456 K1C12_HUMAN Head. 1CCGGGGGTGCGCACTGAGAGT0.577

- 1 514 uc002hwo.1_RNA NM_003770 NP_003761 O76014 KRT37_HUMAN Rod.|Coil 1B. 1CTCGATTGTACGGAAGTAGGA0.597

- 7 1377 NM_002278 NP_002269 Q14532 K1H2_HUMAN Tail. 0GGGTGAGCAAGGCATGCCAAC0.647

+ 2 593FKBP10_uc002hxw.1_5'FlankNM_021939 NP_068758 Q96AY3 FKB10_HUMANPPIase FKBP-type 1. 1CACCTTGGTGGCCATCGTGGT0.617

- 4 1316GHDC_uc002hzg.1_Missense_Mutation_p.G278R|GHDC_uc010wgg.1_Missense_Mutation_p.G239R|GHDC_uc002hze.3_Missense_Mutation_p.G278R|GHDC_uc002hzf.3_Missense_Mutation_p.G278R|GHDC_uc010cxz.2_RNANM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0CACAAGGCCCCGAGGGCAGCC0.652

+ 11 1482TUBG2_uc002iaq.2_3'UTR|TUBG2_uc002iar.2_Missense_Mutation_p.R256H|TUBG2_uc002ias.2_Missense_Mutation_p.R251H|TUBG2_uc002iap.2_Missense_Mutation_p.R256HNM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1GAGCAGTTCCGTAAGGAGGAC0.512

- 19 5483BRCA1_uc010whp.1_Nonsense_Mutation_p.R600*|BRCA1_uc010whl.1_Nonsense_Mutation_p.R647*|BRCA1_uc010whm.1_Nonsense_Mutation_p.R61*|BRCA1_uc002icp.3_Nonsense_Mutation_p.R1680*|BRCA1_uc002icu.2_Nonsense_Mutation_p.R647*|BRCA1_uc010cyx.2_Nonsense_Mutation_p.R1704*|BRCA1_uc002ict.2_Nonsense_Mutation_p.R1772*|BRCA1_uc010whn.1_Nonsense_Mutation_p.R242*|BRCA1_uc010who.1_IntronNM_007294 NP_009225 P38398 BRCA1_HUMAN p.R1751*(1) 52TCTCTTGCTCGCTTTGGACCT0.463 rs80357123

- 5 388MPP3_uc002ieh.2_Splice_Site_p.D99_splice|MPP3_uc002iej.2_Splice_Site|MPP3_uc010czi.1_Splice_Site_p.D74_splice|MPP3_uc010wik.1_Splice_Site_p.D99_splice|MPP3_uc010czj.1_Splice_Site_p.D74_spliceNM_001932 NP_001923 Q13368 MPP3_HUMAN 2CTGGGGCTTACGTCCTCAGCG0.542

+ 14 1650NSF_uc010wke.1_Nonsense_Mutation_p.R422*|NSF_uc010wkf.1_Nonsense_Mutation_p.R422*|NSF_uc010wkg.1_Nonsense_Mutation_p.R511*NM_006178 NP_006169 P46459 NSF_HUMAN 1CCCAGTTACTCGAGTTCTAGA0.458

+ 6 855IGF2BP1_uc010dbj.2_IntronNM_006546 NP_006537 Q9NZI8 IF2B1_HUMAN 1TTTGGCTCTCGGGGTCAGCCC0.657

- 2 234C17orf67_uc002iuq.2_RNANM_001085430 NP_001078899 Q0P5P2 CQ067_HUMAN 0AGCACTCACCCGCATTGGCTC0.498

- 2 212C17orf67_uc002iuq.2_RNANM_001085430 NP_001078899 Q0P5P2 CQ067_HUMAN 0TCGGGGAATCCGGGTTTGCTT0.493

+ 1 602 NM_001004707 NP_001004707 P58180 OR4D2_HUMANHelical; Name=5; (Potential). 2CTCAAGATCTCCAACAGTGGG0.512

- 17 3582BZRAP1_uc010dcs.2_Missense_Mutation_p.P844L|BZRAP1_uc010wnt.1_Missense_Mutation_p.P904LNM_004758 NP_004749 O95153 RIMB1_HUMANFibronectin type-III 2. 3GCTATTGCCGGGCACCCAGGT0.642

- 7 970TRIM37_uc002iwz.3_Missense_Mutation_p.D176N|TRIM37_uc002ixa.3_Missense_Mutation_p.D54N|TRIM37_uc010woc.1_Missense_Mutation_p.D142NNM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7ACACGCTCATCTTTTGCATTT0.353

+ 13 1128BCAS3_uc010wow.1_Missense_Mutation_p.S127N|BCAS3_uc002iyu.3_Missense_Mutation_p.S340N|BCAS3_uc002iyw.3_Missense_Mutation_p.S336N|BCAS3_uc002iyx.1_Missense_Mutation_p.S155N|BCAS3_uc002iyy.3_Missense_Mutation_p.S111NNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5GATTCTGACAGTGATGGCATT0.418



- 9 1653MED13_uc002izp.2_Missense_Mutation_p.E142KNM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2TTTGCCATTTCGGTGCCATGC0.458

- 8 1284MED13_uc002izp.2_Missense_Mutation_p.E19KNM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2GTCGCTTCTTCGCATAGACCA0.363

- 6 464TBC1D3P2_uc010woz.1_RNA|uc010wpa.1_5'Flank 0TTGATTTCCTCAATGTTCAGG0.552

+ 2 303ACE_uc010wph.1_Missense_Mutation_p.A94V|ACE_uc010wpi.1_Missense_Mutation_p.A94V|ACE_uc010ddu.1_5'UTRNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 1. 4CAGGAGTTTGCGGAGGCCTGG0.617

- 2 186GH2_uc002jcj.2_Missense_Mutation_p.R42C|CSH2_uc002jck.2_Intron|GH2_uc002jcl.1_Missense_Mutation_p.R42C|GH2_uc002jcm.1_Missense_Mutation_p.R42C|GH2_uc002jcn.1_Missense_Mutation_p.R42CNM_002059 NP_002050 P01242 SOM2_HUMAN 3CGACGGGCGCGGAGCATAGCG0.562

+ 4 821GPR142_uc010wqx.1_Missense_Mutation_p.R186QNM_181790 NP_861455 Q7Z601 GP142_HUMANCytoplasmic (Potential). 4TCCCCAGGCCGGACCCGCCGG0.662

+ 14 1967 NM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0CCGTCCCCTCCCGTCAGCCTC0.602

- 7 955FBF1_uc002jqa.1_RNA|TRIM65_uc002jpx.2_5'Flank|MRPL38_uc002jpz.1_RNANM_032478 NP_115867 Q96DV4 RM38_HUMAN 1TCAGCCACCCGGTTACCCGGG0.617

- 19 2032RNF157_uc002jra.2_Missense_Mutation_p.Q633K|uc002jqy.1_IntronNM_052916 NP_443148 Q96PX1 RN157_HUMAN 1CGCCGGCGCTGGGCATTCCGA0.597

- 11 1022RNF157_uc002jra.2_Missense_Mutation_p.P318LNM_052916 NP_443148 Q96PX1 RN157_HUMAN 1TGCCCGGAAGGCTGTGAAGGA0.512

- 4 1486QRICH2_uc010wsz.1_Missense_Mutation_p.R362W|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 attccaggccggaccaaacca 0.139 rs143499534

- 4 608 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0TCCTGCACGTCGCCGTCGGAC0.577

+ 4 521PGS1_uc010wtt.1_RNA|PGS1_uc010dho.2_5'Flank|PGS1_uc002jvn.2_5'Flank|PGS1_uc002jvo.2_5'Flank|PGS1_uc002jvp.1_5'FlankNM_024419 NP_077733 Q32NB8 PGPS1_HUMAN 0CGGGGCTCACGAGGTAGGTGG0.537

- 3 381LGALS3BP_uc002jwi.2_Intron|LGALS3BP_uc010dhr.2_IntronNM_005567 NP_005558 Q08380 LG3BP_HUMAN SRCR. 4GTGGCGTTCTCGAAGCCCAGG0.657 rs11548453

- 6 1583CANT1_uc002jwk.2_Missense_Mutation_p.R382C|CANT1_uc002jwj.2_Missense_Mutation_p.R382C|CANT1_uc002jwl.2_Intron|CANT1_uc002jwm.1_RNANM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0AACAGGAAGCGCCCGTCCAGC0.547

+ 4 2591 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21ACCGTATGACGACAGCAGGCT0.502

- 3 669 NM_178520 NP_848615 Q8N8V8 TM105_HUMANHelical; (Potential). 1GAGCCAGGCTGTGAACAAAGA0.597

- 7 1231P4HB_uc002kbl.1_Missense_Mutation_p.R22H|P4HB_uc002kbm.1_Missense_Mutation_p.R22HNM_000918 NP_000909 P07237 PDIA1_HUMAN 0CTCCAGGAAGCGGTGGCAGAA0.652

+ 5 645TBCD_uc002kfx.1_Missense_Mutation_p.G155E|TBCD_uc002kfy.1_Missense_Mutation_p.G172ENM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0CGCCTTGACGGGAACCTCCTC0.468

- 4 427ENOSF1_uc002kkt.3_Missense_Mutation_p.V36I|ENOSF1_uc010dke.2_RNA|ENOSF1_uc010dkf.2_Missense_Mutation_p.V139I|ENOSF1_uc002kkv.3_Missense_Mutation_p.V118I|ENOSF1_uc002kkw.3_5'UTR|ENOSF1_uc002kkx.3_Missense_Mutation_p.R79H|ENOSF1_uc010wyt.1_RNANM_017512 NP_059982 Q7L5Y1 ENOF1_HUMAN 1GCGTTTAGGACGGCCGCTGTC0.502

- 23 3834MYOM1_uc002klq.2_Missense_Mutation_p.S1071FNM_003803 NP_003794 P52179 MYOM1_HUMANIg-like C2-type 3. 5GGAGAACTCGGACTTTGGAGT0.413

- 9 822L3MBTL4_uc010dkt.2_Missense_Mutation_p.R221H|L3MBTL4_uc002kmy.3_Missense_Mutation_p.R59HNM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 2. 3CACTAGTAAGCGATCTTCAAC0.393

- 8 1335MPPE1_uc002kqn.2_Intron|MPPE1_uc002kqg.2_RNA|MPPE1_uc002kqh.2_RNA|MPPE1_uc002kqi.2_RNA|MPPE1_uc002kqj.2_Missense_Mutation_p.R233W|MPPE1_uc002kqk.2_Intron|MPPE1_uc002kql.2_Missense_Mutation_p.R233W|MPPE1_uc002kqm.2_Intron|MPPE1_uc010dla.1_Missense_Mutation_p.R233WNM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0GGTCCACACCGGCTGGAGCCA0.637

+ 3 519IMPA2_uc002kqo.1_5'UTR|IMPA2_uc010dlb.1_Missense_Mutation_p.P86L|IMPA2_uc002kqq.1_5'UTRNM_014214 NP_055029 O14732 IMPA2_HUMAN 2ATCATCGACCCCATCGACGGC0.562

+ 11 1402 NM_005925 NP_005916 Q16820 MEP1B_HUMANExtracellular (Potential).|MATH. 2TATAGCCCTCCATTTTACTCT0.408

+ 14 2116 NM_005925 NP_005916 Q16820 MEP1B_HUMANCytoplasmic (Potential). 2AGCTCAAATCGACCAAATTTG0.383

+ 12 5363ASXL3_uc002kxq.2_Missense_Mutation_p.G1477RNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GCCCAGATTGGGAGCCAAGCT0.517

+ 6 911SLC14A2_uc002lbb.2_Missense_Mutation_p.S197L|SLC14A2_uc002lbe.2_Missense_Mutation_p.S197LNM_007163 NP_009094 Q15849 UT2_HUMAN 4GCCGTGTTCTCGGAGAAGTTA0.532

+ 16 2290SLC14A2_uc002lbe.2_Missense_Mutation_p.V657MNM_007163 NP_009094 Q15849 UT2_HUMANHelical; (Potential). 4GCTGATGGCCGTGTTCTCAGA0.557

- 9 1225PIAS2_uc010dnp.2_Missense_Mutation_p.P54L|PIAS2_uc002lcl.2_Missense_Mutation_p.P356L|PIAS2_uc010xda.1_Missense_Mutation_p.P54L|PIAS2_uc002lcm.2_Missense_Mutation_p.P356L|PIAS2_uc002lcn.1_Missense_Mutation_p.P360LNM_004671 NP_004662 O75928 PIAS2_HUMANSP-RING-type. 4TGCACGGCATGGGATTGTCAG0.438

- 16 2272MYO5B_uc002lec.1_Missense_Mutation_p.D661NNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANMyosin head-like.|Actin-binding (Potential). 5AGCTTCTCATCGTTGGGCTTG0.577

+ 2 638 NM_015879 NP_056963 O43173 SIA8C_HUMANLumenal (Potential). 2AAATTTAATCGGACAGCGTTT0.368

- 4 423 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN 3CCGGTCATATCGGTATCCCGG0.512 rs115982879

- 4 618NETO1_uc002lkx.1_Missense_Mutation_p.P111S|NETO1_uc002lky.1_Missense_Mutation_p.P112S|NETO1_uc002lkz.2_Missense_Mutation_p.P111SNM_138966 NP_620416 Q8TDF5 NETO1_HUMANCUB 1.|Extracellular (Potential). 4CCAATTATTGGAGAAAAGCCA0.373

+ 2 2389SALL3_uc010dra.2_Missense_Mutation_p.D404NNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4GAGCAGCTACGATGACGACAT0.662 rs143920432

+ 7 1906 NM_001194 NP_001185 Q9UL51 HCN2_HUMANcAMP.|Cytoplasmic (Potential). 0CGGGGCCGCCGCACGGCGAGC0.726

- 5 857MED16_uc010drw.1_Missense_Mutation_p.A61T|MED16_uc002lqe.2_Missense_Mutation_p.A225T|MED16_uc002lqf.2_Missense_Mutation_p.A225T|MED16_uc010xfv.1_Intron|MED16_uc010xfw.1_Missense_Mutation_p.A225T|MED16_uc010xfx.1_Intron|MED16_uc010xfy.1_IntronNM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 2. 0ACGGGCGACGCGCTGCTGCCG0.692

- 3 408PCSK4_uc002lta.2_Translation_Start_Site|REEP6_uc010xgp.1_5'Flank|REEP6_uc002ltc.2_5'FlankNM_017573 NP_060043 Q6UW60 PCSK4_HUMAN 0GTGGGCACCACGACAGAGCGT0.682 rs143050585

- 5 566MBD3_uc002ltj.2_Missense_Mutation_p.A182T|MBD3_uc002ltk.2_Missense_Mutation_p.A150TNM_003926 NP_003917 O95983 MBD3_HUMAN 3AGGGCGCTGGCGATGGCCGAC0.667

- 20 2446ATP8B3_uc002ltv.2_Missense_Mutation_p.E701K|ATP8B3_uc002ltx.2_RNANM_138813 NP_620168 O60423 AT8B3_HUMANCytoplasmic (Potential). 0AGTCTGTCCTCGATGGCTGTG0.627

- 4 1044FAM108A1_uc002lud.2_Missense_Mutation_p.R182C|FAM108A1_uc002lue.2_Missense_Mutation_p.P213L|FAM108A1_uc002luf.2_Missense_Mutation_p.P264LNM_001130111 NP_001123583 Q96GS6 F18A1_HUMAN 0CGAGGTGAGCGGCGAGTGCAG0.607

- 18 2280AP3D1_uc002luy.2_Missense_Mutation_p.S595L|AP3D1_uc002lva.2_Missense_Mutation_p.S686LNM_003938 NP_003929 O14617 AP3D1_HUMAN 0TGGCGATGGCGAGCTCTTGAT0.652

- 3 787SLC39A3_uc010xgy.1_Missense_Mutation_p.S178LNM_144564 NP_653165 Q9BRY0 S39A3_HUMANHelical; (Potential). 0CGAGTGGGCCGACAGCGCGAA0.721

+ 2 579NFIC_uc002lxo.2_Missense_Mutation_p.V164I|NFIC_uc010xhh.1_Missense_Mutation_p.V164I|NFIC_uc002lxp.2_Missense_Mutation_p.V173I|NFIC_uc010xhj.1_Missense_Mutation_p.V173I|NFIC_uc002lxq.1_Missense_Mutation_p.V125INM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0TGGCGTGGCCGTCAAGGAGCT0.687

- 13 1987LONP1_uc002mcy.2_Missense_Mutation_p.R588C|LONP1_uc010duh.2_Missense_Mutation_p.R393C|LONP1_uc010dui.2_Missense_Mutation_p.R636C|LONP1_uc002mcz.2_Missense_Mutation_p.R456CNM_004793 NP_004784 P36776 LONM_HUMAN 0ATCTCCATACGGTCTCGCAGC0.662

- 17 1915RANBP3_uc002mdv.2_Missense_Mutation_p.T282M|RANBP3_uc002mdx.2_Missense_Mutation_p.T558M|RANBP3_uc002mdy.2_Missense_Mutation_p.T495M|RANBP3_uc002mdz.2_Missense_Mutation_p.T490M|RANBP3_uc010duq.2_Missense_Mutation_p.T468M|RANBP3_uc002mea.2_Missense_Mutation_p.T430M|RANBP3_uc010xix.1_Missense_Mutation_p.T435MNM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN 1GCTCCCGGTCGTCTGCCCGTC0.706

- 10 1039 NM_003685 NP_003676 Q92945 FUBP2_HUMAN Gly-rich. 1GTCCCCAAAGCCGCCTTGGTC0.637



- 2 393SLC25A41_uc010dut.2_5'UTRNM_173637 NP_775908 Q8N5S1 S2541_HUMANSolcar 1.|Helical; Name=1; (Potential). 0GACACCGCCCCGGCCATAGCT0.612

- 4 1345TUBB4_uc002mff.1_Missense_Mutation_p.S341N|MIR220B_hsa-mir-220b|MI0005529_5'FlankNM_006087 NP_006078 P04350 TBB4_HUMAN 2ATTCATGTTGCTCTCGGCCTC0.627

- 3 418SH2D3A_uc010xjg.1_IntronNM_005490 NP_005481 Q9BRG2 SH23A_HUMAN SH2. 2AAAGAGGGCTGTGGGTCGGCC0.647

+ 8 1096ZNF557_uc002mga.2_Missense_Mutation_p.N211S|ZNF557_uc002mgc.2_Missense_Mutation_p.N211SNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2TATGAATGCAATGACTGTGGG0.453

+ 5 982C19orf45_uc010xjo.1_5'FlankNM_198534 NP_940936 Q8NA69 CS045_HUMAN 0TCCTGGTGACGGCCTCTTCCG0.587

+ 1 60CLEC4M_uc010xjv.1_Translation_Start_Site|CLEC4M_uc002mhy.2_Translation_Start_Site|CLEC4M_uc010xjw.1_Translation_Start_Site|CLEC4M_uc010dvt.2_Translation_Start_Site|CLEC4M_uc010dvs.2_Translation_Start_Site|CLEC4M_uc010xjx.1_Translation_Start_Site|CLEC4M_uc002mhz.2_Translation_Start_Site|CLEC4M_uc002mic.2_Translation_Start_Site|CLEC4M_uc002mia.2_Translation_Start_SiteNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN 1GGATCAGAGGGTGGAAAATAA0.507

+ 3 2470MAP2K7_uc002mis.1_5'Flank|MAP2K7_uc002miv.2_5'Flank|MAP2K7_uc010xka.1_5'Flank|MAP2K7_uc002mit.2_5'Flank|MAP2K7_uc010xkb.1_5'Flank|MAP2K7_uc010dvv.2_5'FlankNM_025061 NP_079337 Q6NSJ5 LRC8E_HUMAN 2GCAGAAGTGCGGGACAAGATG0.552 rs145323217

- 22 2791 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 5. 11CCACACTCATCCTCATCCCAT0.647

+ 4 517LASS4_uc002mjh.2_Missense_Mutation_p.R15Q|LASS4_uc002mji.2_5'UTR|LASS4_uc010dvz.2_Missense_Mutation_p.R66QNM_024552 NP_078828 Q9HA82 CERS4_HUMAN 1CCCCTGAGCCGGTGGCTGGGT0.582

- 9 1000MYO1F_uc002mkh.2_Nonsense_Mutation_p.R296*NM_012335 NP_036467 O00160 MYO1F_HUMANMyosin head-like. 3CTCTCCACTCGGGCGTAATTC0.612

- 5 33544 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GTTAGAATTGGAATAGTTGTA0.507

- 3 11903 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TACACTGGAGGAGCTGGTAAC0.458

- 1 1382 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AAGGGTACCTGGACTTCCCAA0.522

- 8 1009ZNF426_uc010dws.2_Missense_Mutation_p.E211KNM_024106 NP_077011 Q9BUY5 ZN426_HUMAN 1TAGAGTTTTTCTCCATTGTGA0.388

- 3 502 NM_133452 NP_597709 Q8IY67 RAVR1_HUMAN RRM 1. 1CAGCTGCACCGACAGTTCACG0.672

- 19 3023TYK2_uc010dxe.2_Missense_Mutation_p.P697LNM_003331 NP_003322 P29597 TYK2_HUMAN 9CGGTGAGTCCGGGTTCACAGT0.572 rs1140385

- 4 715uc002msx.1_Intron|ZNF433_uc002msz.1_Missense_Mutation_p.H147YNM_001080411 NP_001073880 Q8N7K0 ZN433_HUMAN C2H2-type 2. 0AGGTTTGAATGGGAAATAAAT0.388

- 7 989MAN2B1_uc010dyv.1_Missense_Mutation_p.R305WNM_000528 NP_000519 O00754 MA2B1_HUMAN 6CGGTAATACCGGCCCTGCAGG0.527

+ 2 189ASNA1_uc002muw.2_Missense_Mutation_p.V59INM_004317 NP_004308 O43681 ASNA_HUMAN 2CAGCCTGGCAGTCCAGCTCTC0.537

+ 8 735GCDH_uc010xms.1_Missense_Mutation_p.D187N|GCDH_uc002mvp.2_Missense_Mutation_p.D220N|GCDH_uc010xmt.1_Intron|GCDH_uc010xmu.1_Missense_Mutation_p.D176NNM_000159 NP_000150 Q92947 GCDH_HUMAN 0GCCTATGGCCGATCTGTTTGT0.622

+ 9 1293CALR_uc002mvv.2_RNA|RAD23A_uc002mvw.1_5'Flank|RAD23A_uc002mvx.1_5'Flank|RAD23A_uc002mvz.1_5'Flank|RAD23A_uc002mwa.1_5'Flank|RAD23A_uc002mvy.1_5'Flank|RAD23A_uc010xmw.1_5'FlankNM_004343 NP_004334 P27797 CALR_HUMANC-domain.|Asp/Glu/Lys-rich. 1 ggaggaagatgaggaggaaga0.348

- 4 619LPHN1_uc010xno.1_Missense_Mutation_p.S108L|uc002myf.2_RNA|uc010dzk.1_5'FlankNM_001008701 NP_001008701 O94910 LPHN1_HUMANSUEL-type lectin.|Extracellular (Potential). 5AAAGGCATCCGAGCCGGCGAC0.587

+ 35 5703MYO9B_uc002nfi.2_Missense_Mutation_p.A1851T|MYO9B_uc002nfj.1_Missense_Mutation_p.A1851T|MYO9B_uc002nfm.1_Missense_Mutation_p.A11TNM_004145 NP_004136 Q13459 MYO9B_HUMANRho-GAP.|Tail. 1CATTATCTTCGCACCCTGCCT0.647

+ 5 1640MAP1S_uc010eaz.1_RNA|MAP1S_uc010eba.1_Missense_Mutation_p.A544V|MAP1S_uc002nhf.1_Intron|MAP1S_uc010xpv.1_Missense_Mutation_p.A518VNM_018174 NP_060644 Q66K74 MAP1S_HUMANNecessary for the microtubule-organizing center localization.1GTGCGCCGGGCAGCCTCTTCT0.662

+ 5 894ARRDC2_uc002nhu.2_Missense_Mutation_p.G246RNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1GGTGGGCCCCGGGCAGCGGGC0.701

- 3 1624 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 10. 0TGTTCAGTAAGGCTTGAGGAC0.438

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0CCCTACAAATGTGAAGAATGT0.373

+ 3 552ZNF507_uc002ntc.2_Nonsense_Mutation_p.Q94*|ZNF507_uc010xrn.1_Nonsense_Mutation_p.Q94*|ZNF507_uc002ntd.2_Nonsense_Mutation_p.Q94*NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5TAAAGTAATCCAGTCACCTGC0.438

+ 4 389CCDC123_uc002nty.2_5'Flank|CCDC123_uc010edg.2_5'Flank|CCDC123_uc002ntz.1_5'Flank|CCDC123_uc002nua.2_5'Flank|CCDC123_uc002nuc.1_5'FlankNM_152266 NP_689479 Q9BTP7 FAP24_HUMAN 0AATTGTAGTCGTTGAAAAAAC0.418

+ 6 2893 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN CXXC-type. 11GCGCATGGCTCGATGTGGACA0.622

+ 12 1646APLP1_uc010xsz.1_Missense_Mutation_p.S464N|APLP1_uc002ocf.2_Missense_Mutation_p.S503N|APLP1_uc002ocg.2_Missense_Mutation_p.S406N|APLP1_uc010xta.1_Missense_Mutation_p.S497NNM_005166 NP_005157 P51693 APLP1_HUMANExtracellular (Potential). 2CCTGGGGGCAGCAGCGAGGAC0.587

+ 14 1874WDR62_uc002odd.2_Nonsense_Mutation_p.Q595*NM_173636 NP_775907 O43379 WDR62_HUMAN WD 9. 0CAGAGACATCCAGATGATCAG0.627

+ 30 4013WDR62_uc002odd.2_Missense_Mutation_p.V1313MNM_173636 NP_775907 O43379 WDR62_HUMAN 0GCAGCCCCCCGTGGATACCCA0.682 rs144440621

+ 4 1839ZNF146_uc010eet.2_Missense_Mutation_p.G106R|ZNF146_uc010eeu.2_Missense_Mutation_p.G106RNM_007145 NP_009076 Q15072 OZF_HUMAN C2H2-type 4. 0TAAAGATTGCGGGAAAGCTTT0.418 rs145747574

- 6 1552ZNF345_uc002oez.2_IntronNM_001037232 NP_001032309 Q3KNS6 ZN829_HUMAN C2H2-type 9. 0TCTCTGATGTCGAGTAAGATT0.403

+ 6 1444HKR1_uc002ofx.2_Missense_Mutation_p.R108H|HKR1_uc002ofy.2_Missense_Mutation_p.R108H|HKR1_uc002oga.2_Missense_Mutation_p.R374H|HKR1_uc010xto.1_Missense_Mutation_p.R374H|HKR1_uc002ogc.2_Missense_Mutation_p.R373H|HKR1_uc010xtp.1_Missense_Mutation_p.R331H|HKR1_uc002ogd.2_Missense_Mutation_p.R331HNM_181786 NP_861451 P10072 HKR1_HUMAN C2H2-type 4. 2GAATGTGGGCGTGGCTTTCGC0.527

+ 2 140ZNF527_uc002ogf.3_Missense_Mutation_p.S10F|ZNF527_uc010xtq.1_RNA|ZNF527_uc002oge.2_Missense_Mutation_p.S10FNM_032453 NP_115829 Q8NB42 ZN527_HUMAN 2AAAGCCATGTCCCAGGTAAGC0.433

- 6 689DPF1_uc002ohm.2_Missense_Mutation_p.P221L|DPF1_uc002ohn.2_Missense_Mutation_p.P139L|DPF1_uc010xtu.1_Missense_Mutation_p.P195L|DPF1_uc010xtv.1_Missense_Mutation_p.P195L|DPF1_uc010xtw.1_Missense_Mutation_p.P195LNM_004647 NP_004638 Q92782 DPF1_HUMAN 0ACAGACATACGGCTTGTCTCG0.612

+ 5 599FAM98C_uc002oio.1_Intron|FAM98C_uc010xtz.1_IntronNM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1GCCTTCTCTGCCCCCAGGGTC0.587

+ 68 10427RYR1_uc002oiu.2_Missense_Mutation_p.E3433K|RYR1_uc002oiv.1_Missense_Mutation_p.E353K|RYR1_uc010xuf.1_Missense_Mutation_p.E353KNM_000540 NP_000531 P21817 RYR1_HUMAN 12CAGCGCGGAGGAGCTGTTCAG0.682

- 13 1044RINL_uc002ojq.2_5'Flank|RINL_uc010xuo.1_5'Flank|SIRT2_uc010egh.1_Intron|SIRT2_uc010egi.1_Missense_Mutation_p.R245C|SIRT2_uc002ojs.1_Missense_Mutation_p.R262C|SIRT2_uc002oju.1_Missense_Mutation_p.R245C|SIRT2_uc010egj.1_Missense_Mutation_p.R245C|SIRT2_uc002ojv.1_Missense_Mutation_p.R280CNM_012237 NP_036369 Q8IXJ6 SIRT2_HUMANDeacetylase sirtuin-type. 0ATGAGCAGGCGAGGGGTGGAG0.657

- 3 588SARS2_uc010xuq.1_5'UTR|FBXO17_uc002okf.1_Missense_Mutation_p.P148LNM_024907 NP_079183 Q96EF6 FBX17_HUMAN FBA. 0CCCAGGCACCGGTGTTAGGTT0.582

+ 4 602PAPL_uc010egl.2_Missense_Mutation_p.R110CNM_001004318 NP_001004318 Q6ZNF0 PAPL_HUMAN 0TTCAGTTTATCGCTGTGGCAG0.652

+ 2 570 TIMM50_uc002olt.1_RNANM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMAN 1ATCGGGAGCCGCGGGAGCACT0.612

+ 7 723ZNF546_uc002omt.2_Missense_Mutation_p.L130SNM_178544 NP_848639 Q86UE3 ZN546_HUMAN 3TTATCTCAATTGCAGACAGGG0.313

- 7 4462PRX_uc002onq.2_Missense_Mutation_p.A1259V|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2GGACTTGGGGGCTGCATCGCC0.697

+ 29 3760LTBP4_uc002oog.1_Missense_Mutation_p.V1217M|LTBP4_uc002ooi.1_Missense_Mutation_p.V1187M|LTBP4_uc002ooj.1_Missense_Mutation_p.V127M|LTBP4_uc002ook.1_Missense_Mutation_p.V388M|LTBP4_uc002ool.1_Missense_Mutation_p.V266M|LTBP4_uc010xvp.1_Missense_Mutation_p.V14MNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMANEGF-like 13; calcium-binding (Potential). 1TCGCACAGACGTGGACGAATG0.502



+ 2 295CYP2A7_uc002opo.2_Intron|CYP2B7P1_uc010ehh.1_Missense_Mutation_p.S96F|CYP2B7P1_uc002opq.2_RNA 2GAGGCCTTCTCTGGCCGGGGA0.627

+ 8 1086CYP2F1_uc010xvw.1_Intron|CYP2F1_uc010xvv.1_3'UTR|CYP2F1_uc002opv.1_RNANM_000774 NP_000765 P24903 CP2F1_HUMAN 0GAAGGACCGCGCGGCCATGCC0.667

+ 4 505CYP2F1_uc010xvw.1_Intron|BCKDHA_uc002oqm.3_Missense_Mutation_p.R193Q|BCKDHA_uc002oqp.1_Missense_Mutation_p.R51Q|BCKDHA_uc002oqr.2_Missense_Mutation_p.R159Q|BCKDHA_uc010xvz.1_Missense_Mutation_p.R137QNM_000709 NP_000700 P12694 ODBA_HUMANThiamine pyrophosphate binding. 0GGCCAGTACCGGGAGGCAGGT0.582

- 9 1237GSK3A_uc002ota.1_Missense_Mutation_p.P291L|GSK3A_uc002otc.2_RNANM_019884 NP_063937 P49840 GSK3A_HUMANProtein kinase. 4GGCCTCTGGCGGCGTTCGAGA0.582

- 3 612PAFAH1B3_uc010xwi.1_Missense_Mutation_p.R93W|PAFAH1B3_uc010xwj.1_Missense_Mutation_p.R93W|PRR19_uc002oth.1_5'Flank|PRR19_uc002oti.2_5'FlankNM_002573 NP_002564 Q15102 PA1B3_HUMAN 0ACCTTGGGCCGGATGTGTTCC0.562

+ 14 1334MEGF8_uc002otl.3_5'FlankNM_173633 NP_775904 Q8NBT3 TM145_HUMAN 0CCCTGGACCCGGAGGGAGCCA0.617

+ 9 2203MEGF8_uc002otm.3_Missense_Mutation_p.G64DNM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANExtracellular (Potential). 1GTGCTTGGTGGCAGCGTCCTG0.637

- 4 829uc010eif.1_Intron|uc002ott.1_Intron|uc010eig.1_Intron|uc010eih.1_Intron|CEACAM1_uc010eii.2_RNA|CEACAM1_uc002otw.2_Missense_Mutation_p.T239I|CEACAM1_uc010eij.2_Missense_Mutation_p.T239I|CEACAM1_uc002otx.2_Missense_Mutation_p.T239I|CEACAM1_uc002oty.2_Missense_Mutation_p.T239I|CEACAM1_uc002otz.2_Missense_Mutation_p.T239I|CEACAM1_uc010eik.2_Intron|CEACAM1_uc002oua.2_Missense_Mutation_p.T239I|CEACAM1_uc002oub.2_Missense_Mutation_p.T239I|CEACAM1_uc002ouc.2_Missense_Mutation_p.T239INM_001712 NP_001703 P13688 CEAM1_HUMANIg-like C2-type 2.|Extracellular (Potential). 2AATGGTGGGGGTGTCCGGGCC0.562

- 4 1015PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_Intron|PSG8_uc002oui.2_Missense_Mutation_p.G145E|PSG8_uc002ouh.2_Missense_Mutation_p.G306E|PSG8_uc010ein.2_Missense_Mutation_p.G184E|PSG8_uc002ouj.3_Missense_Mutation_p.G88E|PSG8_uc002ouk.3_Missense_Mutation_p.G145E|PSG8_uc002oul.3_Missense_Mutation_p.G306E|PSG8_uc002oum.3_Missense_Mutation_p.G213E|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.G213ENM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 2. 0TTGATAGGGTCCTGTTTCATT0.498

+ 8 814GIPR_uc002pct.1_Missense_Mutation_p.V239I|GIPR_uc010xxp.1_Missense_Mutation_p.V203I|GIPR_uc010xxq.1_RNANM_000164 NP_000155 P48546 GIPR_HUMANHelical; Name=3; (Potential). 1GGTGGAGGGCGTCTACCTGCA0.687

- 14 2106SYMPK_uc002pdo.1_Missense_Mutation_p.A621T|SYMPK_uc002pdp.1_Missense_Mutation_p.A621TNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1TAGAGCCAGGCGAAGGCCAGG0.642

- 2 445PNMAL1_uc002per.3_Missense_Mutation_p.L47FNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 agtggggagaggaccccattc 0

- 6 1810SLC1A5_uc010xyh.1_Missense_Mutation_p.A195V|SLC1A5_uc002pfq.2_Missense_Mutation_p.A221V|SLC1A5_uc002pfr.2_Missense_Mutation_p.A169VNM_005628 NP_005619 Q15758 AAAT_HUMANHelical; (Potential). 0GAACACTGCGGCCACGCACTG0.607

+ 1 2288 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1GACTCTAAGCGTAACTTAAAC0.433

+ 2 3763 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Rho-GAP. 1AACAACTGTCGTGACTCCAGA0.443

+ 14 3049DHX34_uc010xyo.1_Missense_Mutation_p.S32FNM_014681 NP_055496 Q14147 DHX34_HUMAN 5CTCTTTCAGTCCCTCCTGCTT0.642

- 1 150 NM_003167 NP_003158 Q06520 ST2A1_HUMAN 2CATAAGAAATCGTCCGACATG0.468

+ 4 1069FUT1_uc002pkk.2_5'Flank|FUT1_uc002pkm.1_5'Flank|FGF21_uc002pko.1_Missense_Mutation_p.P166LNM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1CGCTTCCTGCCACTACCAGGC0.692

- 9 1083BCAT2_uc002pkp.2_Missense_Mutation_p.R309Q|BCAT2_uc002pkq.3_Missense_Mutation_p.R309Q|BCAT2_uc002pks.2_Missense_Mutation_p.R309Q|BCAT2_uc002pkt.2_Missense_Mutation_p.R257Q|BCAT2_uc010emh.1_Missense_Mutation_p.R349Q|BCAT2_uc010emi.1_Missense_Mutation_p.R257QNM_001190 NP_001181 O15382 BCAT2_HUMAN 1GTACAGGATTCGGTGCACTGG0.652

+ 5 521BAX_uc002plf.1_Nonsense_Mutation_p.W151*|BAX_uc002plg.1_Nonsense_Mutation_p.W114*|BAX_uc002plh.1_Nonsense_Mutation_p.W73*|BAX_uc010xzx.1_RNA|BAX_uc002plj.2_Nonsense_Mutation_p.W151*|BAX_uc002pll.2_Nonsense_Mutation_p.W102*|BAX_uc002plm.2_Nonsense_Mutation_p.W73*NM_138761 NP_620116 Q07812 BAX_HUMAN BH2. 3CTGTTGGGCTGGATCCAAGAC0.448

- 3 828CGB_uc010yad.1_Intron|CGB8_uc002pmc.2_Intron|CGB7_uc002pme.2_Missense_Mutation_p.P155SNM_033142 NP_149133 P01233 CGHB_HUMAN 0GAGGGCCCCGGGAGTCGGGAT0.627 rs142903731

+ 13 1700CPT1C_uc002ppl.3_Missense_Mutation_p.G465S|CPT1C_uc002ppi.2_Missense_Mutation_p.G416S|CPT1C_uc002ppk.2_Missense_Mutation_p.G488S|CPT1C_uc010eng.2_Missense_Mutation_p.G499S|CPT1C_uc010enh.2_Missense_Mutation_p.G499S|CPT1C_uc010ybc.1_Missense_Mutation_p.G370S|CPT1C_uc010eni.1_Missense_Mutation_p.G156SNM_152359 NP_689572 Q8TCG5 CPT1C_HUMANCytoplasmic (Potential). 3CTCAACAGACGGCCACTGCAA0.612

- 23 6275SHANK1_uc002psw.1_Missense_Mutation_p.P1470SNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN 2GGCTTGTCCGGGGGCAGCGAG0.667

- 3 479KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Missense_Mutation_p.E150K|KLK15_uc002pto.2_Missense_Mutation_p.E149K|KLK15_uc010ych.1_Intron|KLK15_uc010yci.1_Missense_Mutation_p.E149K|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GTCCCAGGCTCGTTGTGGGAC0.687

- 7 946KLK5_uc002puf.2_Missense_Mutation_p.G243D|KLK5_uc002pug.2_Missense_Mutation_p.G243DNM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0CCCAGAATCACCCTGCAGgag0.343

- 3 248LIM2_uc002pwl.2_Missense_Mutation_p.M110INM_001161748 NP_001155220 P55344 LMIP_HUMANHelical; (Potential). 0CAGACAGGATCATGAAGGCCC0.587

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0ACATGCCATCGTAGATGTCAC0.433

- 5 659ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.V104INM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN 0TTTCTTTCAACTTCTTGCCAC0.398

+ 1 788 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANExtracellular (Potential). 0ACTGGCAAATGGAGCAACAAC0.418

+ 7 1715ZNF331_uc002qby.1_Missense_Mutation_p.R94H|ZNF331_uc002qbz.1_Missense_Mutation_p.R94H|ZNF331_uc002qca.1_Missense_Mutation_p.R94H|ZNF331_uc010eqr.1_Missense_Mutation_p.R94H|ZNF331_uc002qcb.1_Missense_Mutation_p.R94H|ZNF331_uc002qcc.1_Missense_Mutation_p.R94H|ZNF331_uc002qcd.1_Missense_Mutation_p.R94HNM_018555 NP_061025 Q9NQX6 ZN331_HUMAN 6AGACCACAGCGCTCCAGAGGG0.428

- 10 1139LAIR1_uc002qfl.1_Missense_Mutation_p.E260K|LAIR1_uc002qfm.1_Missense_Mutation_p.E276K|LAIR1_uc002qfn.1_Missense_Mutation_p.E259K|LAIR1_uc010yex.1_Missense_Mutation_p.E270K|LAIR1_uc002qfo.2_Missense_Mutation_p.E259KNM_002287 NP_002278 Q6GTX8 LAIR1_HUMANCytoplasmic (Potential). 4GTGATGGACTCGGCCATGGGC0.602

+ 6 747KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR2DL4_uc010yfl.1_Splice_Site_p.G231_splice|KIR2DL4_uc002qhg.2_Intron|KIR2DL4_uc002qhi.2_Splice_Site_p.G219_splice|KIR2DL4_uc002qhh.2_Intron|KIR2DL4_uc002qhj.2_Intron|KIR2DL4_uc002qhf.2_Intron|KIR2DL4_uc010esd.2_Intron|KIR2DL4_uc010ese.2_Splice_SiteNM_002255 NP_002246 Q99706 KI2L4_HUMAN 1TCTTCCTCCAGGTATCGCCAG0.468

+ 6 771NCR1_uc002qic.2_Missense_Mutation_p.D244N|NCR1_uc002qie.2_Intron|NCR1_uc002qid.2_Missense_Mutation_p.D150N|NCR1_uc002qif.2_Intron|NCR1_uc010esj.2_Missense_Mutation_p.D138NNM_004829 NP_004820 O76036 NCTR1_HUMANExtracellular (Potential). 2ACTCCAGAAAGGTAAGTAGAC0.498

- 13 2497PTPRH_uc010esv.2_Missense_Mutation_p.H630Q|uc002qjr.2_5'FlankNM_002842 NP_002833 Q9HD43 PTPRH_HUMANCytoplasmic (Potential). 4TCTTCCTGACGTGGTCAGCGA0.552 rs143797290

+ 6 1337CCDC106_uc002qls.2_Missense_Mutation_p.R201Q|U2AF2_uc002qlt.2_5'Flank|U2AF2_uc002qlu.2_5'FlankNM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0AGCATGTCGCGGGCCTTCGAG0.667

+ 2 557EPN1_uc002qlv.2_Missense_Mutation_p.R72H|EPN1_uc010etd.2_Missense_Mutation_p.R72H|EPN1_uc002qlx.2_Missense_Mutation_p.R183HNM_001130072 NP_001123544 Q9Y6I3 EPN1_HUMAN ENTH. 0AAGAACTGGCGTCACGTTTAC0.592

+ 5 476 NM_020813 NP_065864 Q9BX82 ZN471_HUMAN 2TACTAGCTATGGACTTGAGTG0.368

- 7 4738ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E1434Q|PEG3_uc002qnv.2_Missense_Mutation_p.E1463Q|PEG3_uc002qnw.2_Missense_Mutation_p.E1339Q|PEG3_uc002qnx.2_Missense_Mutation_p.E1337Q|PEG3_uc010etr.2_Missense_Mutation_p.E1463QNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12TCAGCTCTTTCTTCTGGGTCT0.547

- 5 1009 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 2. 2ATCAAGCTTCCACTTCTCCCC0.433

+ 4 1230 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1TCCCAGACTTCCCAAGATACT0.443

+ 3 803ZSCAN22_uc010yhz.1_Missense_Mutation_p.V214MNM_181846 NP_862829 P10073 ZSC22_HUMAN 1ACAGACCAGCGTGGCCGTGAA0.517

- 3 542ADAM17_uc010ewy.2_Missense_Mutation_p.V120A|ADAM17_uc010ewz.2_Intron|ADAM17_uc010exb.1_Missense_Mutation_p.V120A|ADAM17_uc002qzv.2_Missense_Mutation_p.V120ANM_003183 NP_003174 P78536 ADA17_HUMAN 2ATACTAACCAACCACGTGTCC0.438

+ 4 554SMC6_uc010exo.2_Intron|GEN1_uc010yjs.1_Missense_Mutation_p.Y161N|GEN1_uc002rcu.2_Missense_Mutation_p.Y161NNM_182625 NP_872431 Q17RS7 GEN_HUMAN I-domain. 8TACTTTCCTTTATGGGGCCCA0.408

- 9 1797NT5C1B_uc002rcy.2_3'UTR|RDH14_uc002rcx.3_Missense_Mutation_p.R251WNM_033253 NP_150278 Q96P26 5NT1B_HUMAN 3AGATTTGTCCGTACAATACCA0.473

- 5 811NT5C1B_uc002rcy.2_Missense_Mutation_p.S236L|NT5C1B_uc010exr.2_Missense_Mutation_p.S178L|NT5C1B_uc010yju.1_Missense_Mutation_p.S176L|NT5C1B_uc002rda.2_Missense_Mutation_p.S176L|NT5C1B_uc010yjv.1_Missense_Mutation_p.S253L|NT5C1B_uc010yjw.1_Missense_Mutation_p.S219L|NT5C1B_uc010exs.2_Missense_Mutation_p.S238L|NT5C1B_uc002rdb.1_Missense_Mutation_p.S28LNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3GGACGTGCGCGAATATTCCAG0.662

+ 8 988DPYSL5_uc002rhv.3_Missense_Mutation_p.T277MNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2GCACATGCCACGCTGACAGGC0.522

- 11 1207IFT172_uc002rkw.2_Missense_Mutation_p.R386W|IFT172_uc010yls.1_Missense_Mutation_p.R365W|IFT172_uc010ezc.2_Missense_Mutation_p.R386W|IFT172_uc002rkv.2_Missense_Mutation_p.R360WNM_015662 NP_056477 Q9UG01 IF172_HUMAN 2TCACTAAGCCGATTAGTGTTC0.493



+ 34 2336PLB1_uc010ezj.1_Missense_Mutation_p.G768DNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|Extracellular (Potential).|3.9GGAGGGGACGGCTCCCTGGAG0.522

+ 1 269 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMANIGFBP N-terminal.|Extracellular (Potential). 3TGCGGCGGCACCTTCGGGATT0.667

+ 3 597GEMIN6_uc002rrb.2_RNANM_024775 NP_079051 Q8WXD5 GEMI6_HUMAN 0TCTTATTGAAGGACATCTTAC0.398

+ 15 1857MTA3_uc002rsp.1_Missense_Mutation_p.R396Q|MTA3_uc002rsq.2_Missense_Mutation_p.R453Q|MTA3_uc002rsr.2_Missense_Mutation_p.R452QNM_020744 NP_065795 Q9BTC8 MTA3_HUMAN 2ATGCCAGTCCGAAACACTGGG0.478

+ 8 1621PLEKHH2_uc002rte.3_Missense_Mutation_p.S513F|PLEKHH2_uc002rtf.3_Missense_Mutation_p.S512FNM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN 3GGATTATTTTCCTATGACTCC0.458

+ 4 545ABCG8_uc010yoa.1_Missense_Mutation_p.R152HNM_022437 NP_071882 Q9H221 ABCG8_HUMANABC transporter.|Cytoplasmic (Potential). 4GCCCACGTGCGCCAGCACAAC0.627

+ 9 1459TTC7A_uc002rvm.2_Missense_Mutation_p.R330Q|TTC7A_uc002rvn.1_Missense_Mutation_p.R245Q|TTC7A_uc010fbb.2_Missense_Mutation_p.R364Q|TTC7A_uc010fbc.2_Missense_Mutation_p.R10Q|TTC7A_uc002rvp.2_Missense_Mutation_p.R245Q|TTC7A_uc002rvq.2_Missense_Mutation_p.R104Q|TTC7A_uc002rvr.2_5'UTRNM_020458 NP_065191 Q9ULT0 TTC7A_HUMAN 2GTGCTGAGCCGGGTGCCGGAG0.592

+ 5 595OTX1_uc010ypt.1_Missense_Mutation_p.R50QNM_014562 NP_055377 P32242 OTX1_HUMAN 2TCTCCAGTGCGGGAGAGCTCG0.647

+ 5 1332SLC1A4_uc010ypy.1_Missense_Mutation_p.A117V|SLC1A4_uc010ypz.1_Intron|SLC1A4_uc010fcv.2_Missense_Mutation_p.A337V|SLC1A4_uc002sdh.2_Missense_Mutation_p.A117VNM_003038 NP_003029 P43007 SATT_HUMANHelical; (Potential). 1GCCCCATTTGCGACAGCATTT0.488

+ 6 867APLF_uc010fdf.2_Missense_Mutation_p.G208RNM_173545 NP_775816 Q8IW19 APLF_HUMAN 2AACCCAGCAAGGAAGAAGGCA0.363

+ 11 2213ARHGAP25_uc010fdg.2_Missense_Mutation_p.R618W|ARHGAP25_uc010yql.1_Missense_Mutation_p.R578W|ARHGAP25_uc002sew.2_Missense_Mutation_p.R610W|ARHGAP25_uc002sex.2_Missense_Mutation_p.R611W|ARHGAP25_uc002sey.2_Missense_Mutation_p.R344WNM_001007231 NP_001007232 P42331 RHG25_HUMAN Potential. 4GGAGCGCTCCCGGGAGGATGT0.507

- 3 584CYP26B1_uc010yra.1_Missense_Mutation_p.R178Q|CYP26B1_uc010yrb.1_Missense_Mutation_p.R120QNM_019885 NP_063938 Q9NR63 CP26B_HUMAN 2CAGCAGCACCCGGATGGCCAT0.617

+ 20 11897ALMS1_uc002sjf.1_Nonsense_Mutation_p.W3885*|ALMS1_uc002sjh.1_Nonsense_Mutation_p.W3315*NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9GTGACTTCTTGGTCAGAAGAA0.418

- 4 895DQX1_uc002smc.2_5'FlankNM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2GCTTCCACCCGATCAGGTGGG0.522

+ 18 2739CTNNA2_uc010yse.1_Missense_Mutation_p.E864K|CTNNA2_uc010ysf.1_Missense_Mutation_p.E864K|CTNNA2_uc010ysg.1_Missense_Mutation_p.E819K|CTNNA2_uc010ysi.1_Missense_Mutation_p.E496K|CTNNA2_uc010ysj.1_Missense_Mutation_p.E193KNM_004389 NP_004380 P26232 CTNA2_HUMAN 9GAAGGCTCCAGAGAAGAAGCC0.483

+ 7 914MAT2A_uc010ysr.1_Missense_Mutation_p.R264H|MAT2A_uc010fgk.2_Missense_Mutation_p.R238H|MAT2A_uc010fgl.2_Missense_Mutation_p.R201HNM_005911 NP_005902 P31153 METK2_HUMAN 0TTGACTGGACGCAAAATCATT0.453

- 31 5043POLR1A_uc010ytb.1_Missense_Mutation_p.A921VNM_015425 NP_056240 O95602 RPA1_HUMAN 3GCCCTTGGTCGCATAGATGAC0.493

- 5 759MRPS5_uc002suc.2_RNA|MRPS5_uc010yud.1_Nonsense_Mutation_p.R181*NM_031902 NP_114108 P82675 RT05_HUMAN 3TTCTTCTTTCGGTCCCACTCT0.532

- 3 345GPAT2_uc002svg.2_5'UTR|GPAT2_uc010yuh.1_Missense_Mutation_p.G41E|GPAT2_uc002svh.2_Missense_Mutation_p.G41ENM_207328 NP_997211 Q6NUI2 GPAT2_HUMAN 0GCGATACTTCCCCAGGAATGG0.587

- 6 1221STARD7_uc002svl.2_Missense_Mutation_p.R52CNM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0TTGTGGGGACGGATAACCATT0.468

- 34 4971SNRNP200_uc002svt.2_Nonsense_Mutation_p.R239*|SNRNP200_uc010yuj.1_RNA|SNRNP200_uc002svv.1_Nonsense_Mutation_p.R156*NM_014014 NP_054733 O75643 U520_HUMANHelicase C-terminal 2. 10ACCAGGCGTCGCTCCATGGGG0.572

- 11 1314 NM_005735 NP_005726 P42025 ACTY_HUMAN 1ATGAATAGCACGGGAGCCATC0.542

- 5 404MRPL30_uc002szl.1_Intron|LYG1_uc010yvo.1_Missense_Mutation_p.R52CNM_174898 NP_777558 Q8N1E2 LYG1_HUMAN 0TCAGAAGCACGAACTCCTAAA0.463

+ 11 1310NPAS2_uc010yvt.1_Missense_Mutation_p.E407KNM_002518 NP_002509 Q99743 NPAS2_HUMAN PAC. 4CTCCAAGCCCGAGTTCATCGT0.607

- 5 909FHL2_uc002tdc.2_Missense_Mutation_p.C77F|FHL2_uc002tdd.2_Missense_Mutation_p.C191F|FHL2_uc002tct.2_Missense_Mutation_p.C77F|FHL2_uc002tcv.2_Missense_Mutation_p.C191F|FHL2_uc002tcw.2_Missense_Mutation_p.C191F|FHL2_uc002tcx.2_Missense_Mutation_p.C191F|FHL2_uc010fje.2_Missense_Mutation_p.C104F|FHL2_uc002tcy.2_Missense_Mutation_p.C191F|FHL2_uc002tcz.2_Missense_Mutation_p.C301F|FHL2_uc002tda.2_RNA|FHL2_uc002tdb.2_Missense_Mutation_p.C307FNM_201557 NP_963851 Q14192 FHL2_HUMANLIM zinc-binding 3. 1CTGCTTCCTGCAGGCGGTGCA0.607

+ 8 2147PSD4_uc002tjd.2_Missense_Mutation_p.R276Q|PSD4_uc002tje.2_Missense_Mutation_p.R626Q|PSD4_uc002tjf.2_Missense_Mutation_p.R276QNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN SEC7. 2ACTCAGGAACGGGAGCGAATC0.602 rs149806578

+ 19 2130DPP10_uc002tlb.1_Missense_Mutation_p.R508Q|DPP10_uc002tlc.1_Missense_Mutation_p.R554Q|DPP10_uc002tle.2_Missense_Mutation_p.R562Q|DPP10_uc002tlf.1_Missense_Mutation_p.R551QNM_020868 NP_065919 Q8N608 DPP10_HUMANExtracellular (Potential). 10TTTATGGACCGAAACCAGTAT0.284

+ 16 2879CNTNAP5_uc010flu.2_Nonsense_Mutation_p.R840*NM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 3.|Extracellular (Potential). 10AGACTTCATTCGACTCGAAAT0.289

- 9 2194 IWS1_uc010yzl.1_RNA NM_017969 NP_060439 Q96ST2 IWS1_HUMANTFIIS N-terminal. 1CGGATCTTGAGTGCAGGCAAA0.438

+ 1 207UGGT1_uc010fme.1_Intron|UGGT1_uc002tpr.2_5'UTRNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1GCGAGCGGTGCGTGTGCCGCG0.721

+ 2 438FAM123C_uc010fmv.2_Missense_Mutation_p.G83E|FAM123C_uc010fms.1_Missense_Mutation_p.G83E|FAM123C_uc010fmt.1_Missense_Mutation_p.G83E|FAM123C_uc010fmu.1_Missense_Mutation_p.G83ENM_152698 NP_689911 Q8N944 F123C_HUMAN 3GCCCTCTGTGGAGCCACCTTC0.652

+ 8 1144PLEKHB2_uc002tsh.2_Intron|PLEKHB2_uc002tsj.3_Missense_Mutation_p.R194Q|PLEKHB2_uc002tsf.3_Missense_Mutation_p.R203Q|PLEKHB2_uc010zao.1_Missense_Mutation_p.R145Q|PLEKHB2_uc010zap.1_Missense_Mutation_p.E159K|PLEKHB2_uc010zaq.1_Missense_Mutation_p.E151K|PLEKHB2_uc002tsi.3_Missense_Mutation_p.R236QNM_001100623 NP_001094093 Q96CS7 PKHB2_HUMAN 2GAGCGCTATCGAGACAACGAC0.517

- 14 4185NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0CGGGCTTTGGCGCCATTCATA0.532

- 14 2784NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0CCCCTGGGAGGTATTTTTGTC0.463

+ 13 1859 NM_002410 NP_002401 Q09328 MGT5A_HUMANLumenal (Potential). 3AGTTTTCATCGGGCGGCCACA0.438

- 4 478TMEM163_uc002tty.2_RNANM_030923 NP_112185 Q8TC26 TM163_HUMAN 0TTGCTGTAACGCCACAGGACA0.512

- 57 10031 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50ATGATGATCAGCAAGAATTAA0.333

- 53 9391 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 18. 50AAAGCATTTTCATCACATGTA0.388

- 7 1889LRP1B_uc010fnl.1_IntronNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 2. 50AACAAAGATCCGGTCACCGAC0.413

- 5 1024ACVR1C_uc002tzl.3_Missense_Mutation_p.G181R|ACVR1C_uc010fof.2_Missense_Mutation_p.G104R|ACVR1C_uc010foe.2_Missense_Mutation_p.G211RNM_145259 NP_660302 Q8NER5 ACV1C_HUMANProtein kinase.|Cytoplasmic (Potential). 7GTCCAAGTTCCATTATCTAAC0.313

+ 23 3980TANC1_uc010zcm.1_Missense_Mutation_p.V1228M|TANC1_uc010fom.1_Missense_Mutation_p.V1042M|TANC1_uc010fon.2_Missense_Mutation_p.V80MNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 10. 3GAAGGGAGCCGTGATCGAGCA0.607

- 7 994WDSUB1_uc002uak.3_Missense_Mutation_p.R282K|WDSUB1_uc002ual.3_Missense_Mutation_p.R282K|WDSUB1_uc002uam.3_Missense_Mutation_p.R282K|WDSUB1_uc010foo.2_IntronNM_152528 NP_689741 Q8N9V3 WSDU1_HUMAN WD 7. 0AAGTTCAGACCTGGTGTGCTG0.294

- 26 5005SCN3A_uc010zcy.1_5'Flank|SCN3A_uc002ucy.2_Nonsense_Mutation_p.Q1456*|SCN3A_uc002ucz.2_Nonsense_Mutation_p.Q1456*NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ATGGGTTTCTGAGGTTTCTTG0.388

+ 9 1417SCN2A_uc002udd.2_Missense_Mutation_p.S376F|SCN2A_uc002ude.2_Missense_Mutation_p.S376FNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8GCCTTTTTGTCCTTATTTCGT0.403

+ 7 1458CSRNP3_uc002udg.2_Missense_Mutation_p.T361MNM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN Glu-rich. 5GATTCTAGCACGCAAAGCTTG0.418

- 2 355SCN1A_uc002udo.3_5'Flank|SCN1A_uc010fpk.2_5'FlankNM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13GGATTGAAGGGAGTTAAAATG0.353

- 70 13081 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29TCTCCCTTTTCCTTAGATATC0.398



- 56 11128 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 29.|Extracellular (Potential). 29CACCGAAACTGGCCCGGCCGG0.542

- 54 10709 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential).|EGF-like 13. 29CAGCTGAAGGGTGCGGAAGTC0.537

- 23 3691LRP2_uc010zdf.1_Nonsense_Mutation_p.R1023*NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 11.|Extracellular (Potential). 29TCAATACATCGATGATTGGGG0.398

+ 15 2188ITGA6_uc010zdy.1_Missense_Mutation_p.P543L|ITGA6_uc002uho.1_Missense_Mutation_p.P662L|ITGA6_uc010fqm.1_Missense_Mutation_p.P308LNM_001079818 NP_001073286 P23229 ITA6_HUMANExtracellular (Potential). 2AAAGGTGTACCAGAACTAGTT0.378

- 307 98674uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.K26512M|TTN_uc010zfi.1_Missense_Mutation_p.K26445M|TTN_uc010zfj.1_Missense_Mutation_p.K26320M|TTN_uc002umq.2_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTGATACCTTCTCATGGAT0.373

- 293 88087uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R22983H|TTN_uc010zfi.1_Missense_Mutation_p.R22916H|TTN_uc010zfj.1_Missense_Mutation_p.R22791HNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTGTTGACACGTGTCCAGCG0.483

- 246 50929uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G10597D|TTN_uc010zfi.1_Missense_Mutation_p.G10530D|TTN_uc010zfj.1_Missense_Mutation_p.G10405DNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGACAGAAACCTTTCCTAGA0.393

- 10 1567_1568 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10ACCATATAAGTGCTGAGCAAGG0.446

- 4 337PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Nonsense_Mutation_p.Q85*|PDE1A_uc010zfq.1_Nonsense_Mutation_p.Q85*|PDE1A_uc002uor.2_Nonsense_Mutation_p.Q69*|PDE1A_uc002uou.2_Nonsense_Mutation_p.Q51*NM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3GAGTCAGTCTGAATGTCACTG0.353

- 9 1848 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3ACTACATTTTCGTGTAATTTC0.338

+ 20 3701ANKAR_uc002uqu.2_RNA|ANKAR_uc002uqx.1_RNA|ANKAR_uc002uqy.1_IntronNM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4CAGTTCATTCGTATAAAAAAT0.368

+ 7 1424INPP1_uc010fsb.2_Missense_Mutation_p.G242S|INPP1_uc002urx.3_Missense_Mutation_p.G242SNM_001128928 NP_001122400 P49441 INPP_HUMAN 2TAGAAGAAACGGCAGTGAAAC0.463 rs140787085

+ 3 1378 NM_017694 NP_060164 Q6ZSS7 MFSD6_HUMANHelical; (Potential). 2CACCCACATCGAAGTGCTCAT0.567

+ 20 2405MYO1B_uc002usq.2_Missense_Mutation_p.G717E|MYO1B_uc002usr.2_Missense_Mutation_p.G717E|MYO1B_uc002usu.2_5'UTRNM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 1. 8ATATATCGGGGGTGGAAATGC0.418

+ 12 3558BMPR2_uc010ftr.2_IntronNM_001204 NP_001195 Q13873 BMPR2_HUMANCytoplasmic (Potential). 9TGTGGTGACAGTCACCATGAA0.448

+ 12 1900PARD3B_uc010fub.1_Missense_Mutation_p.E565K|PARD3B_uc002vao.1_Missense_Mutation_p.E565K|PARD3B_uc002vap.1_Missense_Mutation_p.E503K|PARD3B_uc002vaq.1_Missense_Mutation_p.E565KNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 3. 4GTCCAACCACGAAGCTATGGA0.473

- 13 1497NDUFS1_uc010ziq.1_Missense_Mutation_p.S471L|NDUFS1_uc010zir.1_Missense_Mutation_p.S421L|NDUFS1_uc010zis.1_Missense_Mutation_p.S400L|NDUFS1_uc010zit.1_Missense_Mutation_p.S346L|NDUFS1_uc010ziu.1_Missense_Mutation_p.S341LNM_005006 NP_004997 P28331 NDUS1_HUMAN 1ATGGCTTCCCGAAGCAATGTC0.378

- 6 674LANCL1_uc002ved.2_Missense_Mutation_p.T200M|LANCL1_uc010fuq.2_Missense_Mutation_p.T200MNM_001136574 NP_001130046 O43813 LANC1_HUMAN 0AGACTTTGCCGTGAAGTTTCT0.403 rs141178650

- 8 1089_1090ERBB4_uc002veh.1_Missense_Mutation_p.P331K|ERBB4_uc010zji.1_Missense_Mutation_p.P331K|ERBB4_uc010zjj.1_Missense_Mutation_p.P331K|ERBB4_uc010fut.1_Missense_Mutation_p.P331KNM_005235 NP_005226 Q15303 ERBB4_HUMANCys-rich.|Extracellular (Potential). 33CTCACCTTTTGGGCAAATGTCA0.376

+ 6 588C2orf62_uc002vhs.2_IntronNM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0GATGGCCTGGCGGCGGATGGT0.582

- 7 931USP37_uc010fvs.1_Nonsense_Mutation_p.R160*|USP37_uc010zkf.1_Nonsense_Mutation_p.R160*|USP37_uc002vif.2_Nonsense_Mutation_p.R160*|USP37_uc002vig.2_Nonsense_Mutation_p.R88*|USP37_uc010zkg.1_Nonsense_Mutation_p.R160*NM_020935 NP_065986 Q86T82 UBP37_HUMAN D-box 3. 5AGAACTTTTCGAAATGGAATA0.363

+ 2 672 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2CTGAGCCGGCGGCAGATGGAG0.607

- 11 1528CCDC108_uc010fwa.1_5'UTR|CCDC108_uc010zkp.1_Missense_Mutation_p.R471C|CCDC108_uc010zkq.1_Missense_Mutation_p.R417CNM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4TGCTCGGAGCGCTCCCCAAGG0.577

+ 9 1300ANKZF1_uc010zkv.1_Missense_Mutation_p.P320S|ANKZF1_uc010zkw.1_Missense_Mutation_p.P166S|ANKZF1_uc002vkh.2_Missense_Mutation_p.P166S|ANKZF1_uc002vki.2_Missense_Mutation_p.P376S|ANKZF1_uc002vkj.1_Missense_Mutation_p.P364SNM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN 2GAGAAAGAAGCCTACTGAGGA0.453

- 4 702TUBA4A_uc010zkz.1_Missense_Mutation_p.R200H|TUBA4B_uc002vku.2_5'Flank|TUBA4B_uc002vkv.1_5'FlankNM_006000 NP_005991 P68366 TBA4A_HUMAN 3GTCTAGGTTGCGGCGGCAGAT0.557

+ 4 771KIAA1486_uc010fxa.1_Intron|KIAA1486_uc002vof.1_5'UTRNM_020864 NP_065915 Q9P242 K1486_HUMAN 3AAGCGAAATCCGAACACTCAG0.507

+ 11 980SP140L_uc010fxo.1_IntronNM_138402 NP_612411 Q9H930 LY10L_HUMAN SAND. 1TGAAACTGTGGATTTTCAGGC0.423

+ 2 271 ALPP_uc002vsr.2_5'FlankNM_001632 NP_001623 P05187 PPB1_HUMAN 1CTTCTGGAACCGCGAGGCAGC0.632

+ 7 964 ALPP_uc002vsr.2_5'FlankNM_001632 NP_001623 P05187 PPB1_HUMAN 1ACAGGGTGCCCGGTATGTGTG0.677

+ 18 2163GIGYF2_uc010zmj.1_Missense_Mutation_p.R609Q|GIGYF2_uc002vtg.2_Missense_Mutation_p.R603Q|GIGYF2_uc002vtj.3_Missense_Mutation_p.R630Q|GIGYF2_uc002vtk.3_Missense_Mutation_p.R609Q|GIGYF2_uc002vth.3_Missense_Mutation_p.R603Q|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_Missense_Mutation_p.R440Q|GIGYF2_uc002vtq.3_5'FlankNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7GACCAGGAACGACTGACCAGG0.428

+ 28 3370DGKD_uc002vuj.1_Missense_Mutation_p.V1076M|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5ATTCCGCCTCGTGACCAAGTT0.522

+ 1 177UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Missense_Mutation_p.E50KNM_007120 NP_009051 P22310 UD14_HUMAN 1GGCCTTGCGGGAGCTCCATGC0.597

+ 7 767TRPM8_uc010fyj.2_5'UTRNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANCytoplasmic (Potential). 4GTACCTTATGGATGACTTCAC0.398

+ 12 1527TRAF3IP1_uc002vyf.2_Missense_Mutation_p.R404WNM_015650 NP_056465 Q8TDR0 MIPT3_HUMANDISC1-interaction domain. 1AGCCCCTCCCCGGGTCAAACG0.507

+ 2 705TRIB3_uc002wdn.2_Missense_Mutation_p.R94CNM_021158 NP_066981 Q96RU7 TRIB3_HUMAN 2CACTGCCTCCCGTCTTGGGCC0.667

+ 4 1015SIRPA_uc010zps.1_Missense_Mutation_p.R199C|SIRPA_uc002wfr.2_Missense_Mutation_p.R219C|SIRPA_uc002wfs.2_Missense_Mutation_p.R219C|SIRPA_uc002wft.2_Missense_Mutation_p.R219CNM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like C1-type 1.|Extracellular (Potential). 1GGTGCTGACCCGCGAGGACGT0.587

+ 9 1712SIRPA_uc010zps.1_Missense_Mutation_p.T431M|SIRPA_uc002wfr.2_Missense_Mutation_p.T451M|SIRPA_uc002wfs.2_Missense_Mutation_p.T451M|SIRPA_uc002wft.2_Missense_Mutation_p.T455MNM_001040022 NP_001035111 P78324 SHPS1_HUMANCytoplasmic (Potential). 1AACAACCACACGGAGTATGCC0.582

+ 9 1280TGM6_uc010gal.1_Missense_Mutation_p.D407NNM_198994 NP_945345 O95932 TGM3L_HUMAN 4GTGGCACGAGGATGAGAGCCG0.597

+ 9 1087TMC2_uc002wgg.1_Nonsense_Mutation_p.R342*|TMC2_uc010zpw.1_Nonsense_Mutation_p.R190*|TMC2_uc010zpx.1_Nonsense_Mutation_p.R189*NM_080751 NP_542789 Q8TDI7 TMC2_HUMANCytoplasmic (Potential). 3TATTGTCATTCGATCGTAAGT0.552 rs143970919

- 10 937IDH3B_uc002wgq.2_Missense_Mutation_p.P310S|IDH3B_uc002wgr.2_Missense_Mutation_p.P158SNM_006899 NP_008830 O43837 IDH3B_HUMAN 0TGGGCAAATGGGTGCCGGGCA0.597

- 11 1602CPXM1_uc010gas.2_IntronNM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4AGCCCACGGGGTGCGAGTCAT0.597

+ 4 392ITPA_uc002wie.2_Missense_Mutation_p.P67S|ITPA_uc002wif.2_RNANM_033453 NP_258412 Q9BY32 ITPA_HUMAN 1TGGAGGGCTCCCCGGCCCCTA0.567

+ 6 1286CDC25B_uc010zqk.1_Nonsense_Mutation_p.Q106*|CDC25B_uc010zql.1_Nonsense_Mutation_p.Q92*|CDC25B_uc010zqm.1_Nonsense_Mutation_p.Q106*|CDC25B_uc002wjl.2_Nonsense_Mutation_p.Q58*|CDC25B_uc002wjm.2_Nonsense_Mutation_p.Q58*|CDC25B_uc002wjo.2_Nonsense_Mutation_p.Q156*|CDC25B_uc002wjp.2_Intron|CDC25B_uc002wjq.2_Intron|CDC25B_uc010gbc.2_5'FlankNM_021873 NP_068659 P30305 MPIP2_HUMAN 5CACCAACTCCCAGGCGCCCGA0.667

- 3 524HAO1_uc010gbu.2_Missense_Mutation_p.R167HNM_017545 NP_060015 Q9UJM8 HAOX1_HUMANFMN hydroxy acid dehydrogenase. 3ATCATCCAGACGGTTGCCCAG0.448 rs143166500

+ 27 2643PLCB4_uc010gbw.1_Missense_Mutation_p.S836L|PLCB4_uc010gbx.2_Missense_Mutation_p.S848L|PLCB4_uc002wne.2_Missense_Mutation_p.S836L|PLCB4_uc002wnh.2_Missense_Mutation_p.S683LNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15GATGCTTTATCAGATCCAAAG0.348

+ 4 1819BTBD3_uc002wny.2_Missense_Mutation_p.T426I|BTBD3_uc002woa.2_Missense_Mutation_p.T426I|BTBD3_uc010zrf.1_Missense_Mutation_p.T336I|BTBD3_uc010zrg.1_Missense_Mutation_p.T336I|BTBD3_uc010zrh.1_Missense_Mutation_p.T336INM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3GAAGGCATGACAGAAGTTCAG0.493

+ 17 1698XRN2_uc002wsg.1_Missense_Mutation_p.R459C|XRN2_uc010zsk.1_Missense_Mutation_p.R481CNM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1TGAGAAATTCCGTCGGAAAGT0.408 rs34008581



+ 6 1870GZF1_uc002wsy.2_Missense_Mutation_p.R566C|GZF1_uc010zsq.1_Missense_Mutation_p.R90C|GZF1_uc010zsr.1_Missense_Mutation_p.R75C|GZF1_uc002wsz.2_Missense_Mutation_p.R566CNM_022482 NP_071927 Q9H116 GZF1_HUMAN C2H2-type 9. 1CCAGCGCCACCGCCGCATCCA0.632 rs139522387

- 2 522 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1CCCCATGCAGCATCCACAGCT0.537

- 6 1950ACSS1_uc002wuc.2_Missense_Mutation_p.V358I|ACSS1_uc010gdc.2_Intron|ACSS1_uc002wud.1_RNA|ACSS1_uc002wua.2_Missense_Mutation_p.V275INM_032501 NP_115890 Q9NUB1 ACS2L_HUMAN 2TCAAAAAGGACGCTGGTGGCA0.567

+ 3 487 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6GCCCAGGGTGGGCAAGAAGGC0.632

+ 17 2167DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.V596M|DNMT3B_uc002wye.2_Missense_Mutation_p.V596M|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.V554M|DNMT3B_uc010zua.1_Missense_Mutation_p.V520M|DNMT3B_uc002wyf.2_Missense_Mutation_p.V608M|DNMT3B_uc002wyg.2_Missense_Mutation_p.V315M|DNMT3B_uc010geg.2_5'Flank|DNMT3B_uc010geh.2_5'FlankNM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5TGTTGGAACCGTGAAGCACGA0.502

+ 2 162ZNF341_uc002wzx.2_Splice_Site_p.D48_splice|ZNF341_uc010geq.2_Splice_Site_p.W23_splice|ZNF341_uc010ger.2_Splice_SiteNM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2CAGCCATTGGGTGAGTATCTG0.577

+ 31 6322CEP250_uc010zve.1_Missense_Mutation_p.A1252VNM_007186 NP_009117 Q9BV73 CP250_HUMANGln/Glu-rich.|Potential. 5CGGGTCCAGGCCCTGGAGGAG0.607

+ 12 1549EPB41L1_uc002xeu.2_Missense_Mutation_p.E398K|EPB41L1_uc010zvo.1_Missense_Mutation_p.E460K|EPB41L1_uc002xev.2_Missense_Mutation_p.E460K|EPB41L1_uc002xew.2_Missense_Mutation_p.E363K|EPB41L1_uc002xex.2_Missense_Mutation_p.E429K|EPB41L1_uc002xey.2_Missense_Mutation_p.E387K|EPB41L1_uc002xez.2_Missense_Mutation_p.E398KNM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3TGAGGATGGCGAGTCTGGGGG0.592

- 16 1049NDRG3_uc002xfx.2_Missense_Mutation_p.R311W|NDRG3_uc010zvq.1_Missense_Mutation_p.R228W|NDRG3_uc010zvr.1_Missense_Mutation_p.R211WNM_032013 NP_114402 Q9UGV2 NDRG3_HUMAN 1CGGGCGAGCCGAGTCATGCTG0.532

+ 1 21 NM_080628 NP_542195 A0PJX2 CT118_HUMAN 0GAGAGGCCTCCGCTGGCGTTA0.622

- 4 512 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0AGAGGGTGGAGCTCAATGTGG0.398

+ 16 1602DHX35_uc010zwa.1_Missense_Mutation_p.A376T|DHX35_uc010zwb.1_Missense_Mutation_p.A376T|DHX35_uc010zwc.1_Missense_Mutation_p.A500TNM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3GAAGTCTCACGCAGTAAGTCA0.473

+ 9 929PLCG1_uc002xjo.1_Missense_Mutation_p.R270C|PLCG1_uc010zwe.1_5'Flank|PLCG1_uc010ggf.2_5'FlankNM_182811 NP_877963 P19174 PLCG1_HUMAN 8GGCTGTTGATCGCCTCCAGGT0.602

+ 22 2657PLCG1_uc002xjo.1_Missense_Mutation_p.V846M|PLCG1_uc010zwe.1_Missense_Mutation_p.V472M|PLCG1_uc010ggf.2_Missense_Mutation_p.V170MNM_182811 NP_877963 P19174 PLCG1_HUMAN SH3. 8ATCAAACTACGTGGAAGAGAT0.592

- 3 3013ZHX3_uc002xjq.1_Intron|ZHX3_uc002xjr.1_Splice_Site_p.Q878_splice|ZHX3_uc002xjt.1_Missense_Mutation_p.V879I|ZHX3_uc002xju.1_Missense_Mutation_p.V879I|ZHX3_uc010ggg.1_Missense_Mutation_p.V879INM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 5. 3CACTGCTTGACCTGCTGGGAG0.562

- 17 2708CHD6_uc002xkd.2_Missense_Mutation_p.R822WNM_032221 NP_115597 Q8TD26 CHD6_HUMANHelicase C-terminal. 14TTACAGAACCGGTCGATGGCT0.537

- 7 1055PTPRT_uc010ggj.2_Missense_Mutation_p.P291SNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20GGAGCAATGGGCGTGGGAGGC0.512

+ 1 49 NM_002638 NP_002629 P19957 ELAF_HUMAN 0CTTCTTGATCGTGGTGGTGTT0.572

+ 15 1949SLC12A5_uc010zxm.1_RNA|SLC12A5_uc002xrb.2_Missense_Mutation_p.G602SNM_001134771 NP_001128243 Q9H2X9 S12A5_HUMANCytoplasmic (Potential). 5CTCCTTCCTGGGCATGAGCCT0.557

- 3 764SLC35C2_uc002xrp.2_Missense_Mutation_p.R75C|SLC35C2_uc002xrq.2_Missense_Mutation_p.R75C|SLC35C2_uc002xrr.2_Missense_Mutation_p.R75C|SLC35C2_uc010zxn.1_5'UTR|SLC35C2_uc010zxo.1_5'UTR|SLC35C2_uc010zxp.1_Missense_Mutation_p.R104CNM_173179 NP_775271 Q9NQQ7 S35C2_HUMAN 1AGCACCACACGGGCCCTGTGG0.632

+ 5 1695 NM_030777 NP_110404 O95528 GTR10_HUMANCytoplasmic (Potential). 1ATCCCGTACAGCCGCATCGAG0.602

+ 12 1494EYA2_uc010ghp.2_Missense_Mutation_p.V374M|EYA2_uc002xsn.2_Missense_Mutation_p.V379M|EYA2_uc002xso.2_Missense_Mutation_p.V374M|EYA2_uc002xsp.2_Missense_Mutation_p.V374M|EYA2_uc002xsq.2_Missense_Mutation_p.V344MNM_005244 NP_005235 O00167 EYA2_HUMAN 1GCACGGCGGCGTGGACTGGAT0.612

- 15 2623ZMYND8_uc010ghq.1_Missense_Mutation_p.P467L|ZMYND8_uc010ghr.1_Missense_Mutation_p.P765L|ZMYND8_uc002xst.1_Missense_Mutation_p.P718L|ZMYND8_uc002xsu.1_Intron|ZMYND8_uc002xsv.1_Missense_Mutation_p.P718L|ZMYND8_uc002xsw.1_Missense_Mutation_p.P542L|ZMYND8_uc002xsx.1_Missense_Mutation_p.P542L|ZMYND8_uc002xsy.1_Missense_Mutation_p.P765L|ZMYND8_uc002xsz.1_Missense_Mutation_p.P727L|ZMYND8_uc010zxy.1_Missense_Mutation_p.P817L|ZMYND8_uc002xtb.1_Missense_Mutation_p.P810L|ZMYND8_uc002xss.2_Missense_Mutation_p.P790L|ZMYND8_uc010zxz.1_Intron|ZMYND8_uc002xtc.1_Missense_Mutation_p.P810L|ZMYND8_uc002xtd.1_Missense_Mutation_p.P785L|ZMYND8_uc002xte.1_Missense_Mutation_p.P790L|ZMYND8_uc010zya.1_Missense_Mutation_p.P790L|ZMYND8_uc002xtf.1_Missense_Mutation_p.P810L|ZMYND8_uc002xtg.2_Missense_Mutation_p.P784L|ZMYND8_uc010ghs.1_Missense_Mutation_p.P784L|ZMYND8_uc002xsr.1_5'UTRNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5GGCGGGGGCCGGGGCCGTGAC0.677

+ 9 1155NCOA3_uc010ght.1_Missense_Mutation_p.R317H|NCOA3_uc002xtl.2_Missense_Mutation_p.R317H|NCOA3_uc002xtm.2_Missense_Mutation_p.R317H|NCOA3_uc002xtn.2_Missense_Mutation_p.R317H|NCOA3_uc010zyc.1_Missense_Mutation_p.R119HNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5TCCCAGAAACGTCACTATCAA0.294

- 16 6139DIDO1_uc002yds.1_Missense_Mutation_p.P1959SNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6ATGCCCCTGGGACCTGGCATA0.577

- 15 3625DIDO1_uc002yds.1_Missense_Mutation_p.R1121C|DIDO1_uc002ydt.1_Missense_Mutation_p.R1121C|DIDO1_uc002ydu.1_Missense_Mutation_p.R1121CNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6GGGTGGAAGCGGATCAGACAG0.502

- 3 769DIDO1_uc002yds.1_Missense_Mutation_p.R169C|DIDO1_uc002ydt.1_Missense_Mutation_p.R169C|DIDO1_uc002ydu.1_Missense_Mutation_p.R169C|DIDO1_uc002ydv.1_Missense_Mutation_p.R169C|DIDO1_uc002ydw.1_Missense_Mutation_p.R169C|DIDO1_uc002ydx.1_Missense_Mutation_p.R169C|DIDO1_uc011aao.1_Missense_Mutation_p.R169CNM_033081 NP_149072 Q9BTC0 DIDO1_HUMANNuclear localization signal (Potential). 6CGCTTCCTGCGAAGGCGATTC0.602

+ 6 629ARFGAP1_uc011aas.1_Missense_Mutation_p.G120S|ARFGAP1_uc011aat.1_Missense_Mutation_p.G60S|ARFGAP1_uc002yel.2_Missense_Mutation_p.G173S|ARFGAP1_uc002yen.2_Missense_Mutation_p.G173SNM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1TGATGACCTCGGCTCCTATCA0.602 rs148044740

- 5 921EEF1A2_uc002yfe.1_Missense_Mutation_p.P274S|EEF1A2_uc010gkg.1_Missense_Mutation_p.P274SNM_001958 NP_001949 Q05639 EF1A2_HUMAN 0ACCATGCCCGGCCGCAGGATG0.672

+ 15 2128PRPF6_uc002yhp.2_IntronNM_012469 NP_036601 O94906 PRP6_HUMAN HAT 6. 2GCTGGAGTCCGAGAATGATGA0.662

+ 9 1139USP25_uc011aby.1_Missense_Mutation_p.V308I|USP25_uc002yjz.1_Missense_Mutation_p.V308I|USP25_uc010gla.1_IntronNM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5GGCTGTGGGAGTACTTGAAGG0.333

+ 6 871NCAM2_uc011acb.1_Missense_Mutation_p.P66S|NCAM2_uc011acc.1_Missense_Mutation_p.P233SNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 3.|Extracellular (Potential). 4TCCTTCAGTGCCGCCAGCAAT0.423

+ 10 1497ETS2_uc002yxf.2_Missense_Mutation_p.S574LNM_005239 NP_005230 P15036 ETS2_HUMAN ETS. 4CACAAGACGTCGGGGAAGCGC0.582

- 12 1283BRWD1_uc002yxl.2_Missense_Mutation_p.R382W|BRWD1_uc010goe.1_RNA|BRWD1_uc010gof.1_5'UTR|BRWD1_uc010gog.1_RNA|BRWD1_uc010goh.1_RNA|BRWD1_uc010goi.1_Missense_Mutation_p.R102WNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN WD 5. 4CACACTTACCGATCACCATTG0.328

+ 8 1647BACE2_uc002yyx.2_Missense_Mutation_p.R345Q|BACE2_uc002yyy.2_Intron|BACE2_uc010goo.2_IntronNM_012105 NP_036237 Q9Y5Z0 BACE2_HUMANExtracellular (Potential). 2GAATGTTACCGATTCGGCATT0.517

- 8 1936 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7CAGACGTTGACGTCGGAGCAC0.687

- 3 1536ZNF295_uc002yzz.3_Missense_Mutation_p.S441L|ZNF295_uc002yzy.3_Missense_Mutation_p.S441L|ZNF295_uc002zaa.3_Missense_Mutation_p.S441L|ZNF295_uc010gov.1_Missense_Mutation_p.S441L|ZNF295_uc002zac.2_Missense_Mutation_p.S441LNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3GATGATGTCCGAGGGGTCCGA0.562

+ 19 3464UMODL1_uc002zad.1_Missense_Mutation_p.T1083M|UMODL1_uc002zae.1_Missense_Mutation_p.T1211M|UMODL1_uc002zag.1_Missense_Mutation_p.T1283M|UMODL1_uc002zal.1_Missense_Mutation_p.T105M|UMODL1_uc010gpa.1_5'FlankNM_001004416 NP_001004416 Q5DID0 UROL1_HUMANExtracellular (Potential).|ZP. 3GTGGTCCTGACGGAGTGCTGG0.572

+ 3 256AGPAT3_uc002zdw.2_Missense_Mutation_p.V12M|AGPAT3_uc002zdx.2_Missense_Mutation_p.V99M|AGPAT3_uc002zdy.2_Translation_Start_SiteNM_020132 NP_064517 Q9NRZ7 PLCC_HUMANCytoplasmic (Potential). 0GACCCAGTTCGTGCTGCACCT0.642

- 4 535PRODH_uc002zoj.3_Missense_Mutation_p.T64M|PRODH_uc002zol.3_Missense_Mutation_p.T64M|PRODH_uc002zok.3_Missense_Mutation_p.T174MNM_016335 NP_057419 O43272 PROD_HUMAN 1CCGCTTATTCGTGCCTGGAAT0.622

- 14 2624ARVCF_uc002zqy.2_Missense_Mutation_p.E301KNM_001670 NP_001661 O00192 ARVC_HUMAN ARM 10. 1GACACGATTTCGTGGATGGTG0.682 rs144187900

+ 7 1153SMARCB1_uc002zya.2_Intron|SMARCB1_uc002zyc.2_Missense_Mutation_p.R307W|SMARCB1_uc002zyd.2_Missense_Mutation_p.R325WNM_003073 NP_003064 Q12824 SNF5_HUMANInteraction with PPP1R15A.|2.|2 X approximate tandem repeats.p.?(6)|p.L266_*386del(1)407ATACAGCATCCGGGGACAGCT0.542

- 3 333GSTT1_uc002zzf.3_RNA|GSTT1_uc010gug.2_RNA|GSTT1_uc011ajl.1_5'UTR|GSTT1_uc010guh.2_IntronNM_000853 NP_000844 P30711 GSTT1_HUMANGST C-terminal. 1TCATCCACACGGGCACGGGCC0.622

+ 13 2896SEZ6L_uc003acc.2_Missense_Mutation_p.R914C|SEZ6L_uc011akc.1_Missense_Mutation_p.R914C|SEZ6L_uc003acd.2_Missense_Mutation_p.R850C|SEZ6L_uc011akd.1_Missense_Mutation_p.R914C|SEZ6L_uc003ace.2_Intron|SEZ6L_uc003acf.1_Missense_Mutation_p.R687C|SEZ6L_uc010gvc.1_Intron|SEZ6L_uc011ake.1_RNANM_021115 NP_066938 Q9BYH1 SE6L1_HUMANSushi 5.|Extracellular (Potential). 6AGTGACCATCCGCTGCATCCT0.557

- 4 547GATSL3_uc003ahf.2_RNA|GATSL3_uc003ahg.2_RNA|GATSL3_uc003ahh.2_RNA|GATSL3_uc010gvq.2_RNA|GATSL3_uc003ahi.2_Missense_Mutation_p.G33S|TBC1D10A_uc003ahj.3_Missense_Mutation_p.G87S|TBC1D10A_uc010gvu.2_Missense_Mutation_p.G182S|TBC1D10A_uc003ahk.3_Missense_Mutation_p.G175SNM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1CCTGCTCACCCGTGGCCCCCC0.612

- 10 1597 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5TCCTCCTCACCGATCTTCTTA0.512

- 2 889SLC35E4_uc003ait.2_Intron|DUSP18_uc010gwa.1_RNA|DUSP18_uc003aiw.1_Missense_Mutation_p.A130TNM_152511 NP_689724 Q8NEJ0 DUS18_HUMANTyrosine-protein phosphatase. 0CACGTGTGGGCGTCCAGCAGG0.592



+ 2 1140RFPL3_uc010gwn.2_Missense_Mutation_p.R283H|RFPL3S_uc003amk.2_RNA|RFPL3S_uc003aml.2_RNANM_001098535 NP_001092005 O75679 RFPL3_HUMAN 1GCTCCAGTCCGTCCTGGGGAG0.458

- 9 1224 NM_014306 NP_055121 Q9Y3I0 RTCB_HUMAN 0CGTTCCTTTCCGTCCACCACA0.498

- 8 1045MYH9_uc003aph.1_Missense_Mutation_p.R136WNM_002473 NP_002464 P35579 MYH9_HUMANMyosin head-like. 11TGGAAGGTCCGTTCTTCCTTG0.537

- 13 1384EIF3D_uc011amr.1_Missense_Mutation_p.T250M|EIF3D_uc003apr.2_Missense_Mutation_p.T423M|EIF3D_uc011ams.1_Missense_Mutation_p.T326M|EIF3D_uc011amt.1_Missense_Mutation_p.T374MNM_003753 NP_003744 O15371 EIF3D_HUMAN 1CTTCAGCTCCGTGGCAATGAC0.562

- 3 673 NM_006078 NP_006069 Q9Y698 CCG2_HUMAN 0ATGTTGTGTCGAGTTTTGTAG0.562

+ 7 1827TRIOBP_uc003atu.2_Missense_Mutation_p.N347S|TRIOBP_uc003atq.1_Missense_Mutation_p.N519S|TRIOBP_uc003ats.1_Missense_Mutation_p.N347SNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1TCCTCTCCCAATAGAGCCACA0.587

+ 7 2067TRIOBP_uc003atu.2_Missense_Mutation_p.T427R|TRIOBP_uc003atq.1_Missense_Mutation_p.T599R|TRIOBP_uc003ats.1_Missense_Mutation_p.T427RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.582

+ 2 155POLR2F_uc010gxi.2_5'UTR|POLR2F_uc003aum.2_RNANM_021974 NP_068809 P61218 RPAB2_HUMAN 1TGATGGCGACGACTTTGATGA0.408

- 2 1340KCNJ4_uc003avt.1_Missense_Mutation_p.R415WNM_004981 NP_004972 P48050 IRK4_HUMANCytoplasmic (By similarity). 0TCCAGCATCCGGATGATGCCC0.682

+ 30 5452 NM_001429 NP_001420 Q09472 EP300_HUMANBinding region for E1A adenovirus.|ZZ-type. 64TGTACTGTCTGTGAGGTAGGC0.572

+ 3 421WBP2NL_uc011ape.1_Intron|SEPT3_uc003bbs.3_Missense_Mutation_p.R95W|SEPT3_uc010gyr.2_Missense_Mutation_p.R31W|SEPT3_uc011apj.1_Missense_Mutation_p.R31W|SEPT3_uc010gys.2_IntronNM_145733 NP_663786 Q9UH03 SEPT3_HUMAN 0CAGCTGGAACCGGGAGGAGAA0.572

- 10 1323NAGA_uc003bby.2_Missense_Mutation_p.V396M|NAGA_uc003bbw.3_Missense_Mutation_p.V396MNM_000262 NP_000253 P17050 NAGAB_HUMAN 1TACCACATCACTACCCCTGAA0.552

+ 3 376TBC1D22A_uc010haf.2_Missense_Mutation_p.L51F|TBC1D22A_uc003bic.2_Missense_Mutation_p.L81F|TBC1D22A_uc003bie.2_Missense_Mutation_p.L62F|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Missense_Mutation_p.L34FNM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1CGACGATGAGCTCCTGGCCAT0.647

- 11 1339 NM_001080447 NP_001073916 2AGGGGGCTGCGGCCCACATCA0.662

+ 2 998PANX2_uc003bjp.3_Missense_Mutation_p.R199H|PANX2_uc003bjo.3_Missense_Mutation_p.R333HNM_052839 NP_443071 Q96RD6 PANX2_HUMANCytoplasmic (Potential). 1ATCAAGACGCGCCGGCAGTGG0.562

+ 8 1808SELO_uc010hap.2_Missense_Mutation_p.V395M|SELO_uc003bjy.2_Missense_Mutation_p.V264M|SELO_uc003bjz.2_Missense_Mutation_p.V335MNM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0GGCTGAGCACGTGCGCGTGAT0.652

- 9 888MAPK12_uc003bkn.2_Missense_Mutation_p.P65L|MAPK12_uc003bko.2_Missense_Mutation_p.P156L|MAPK12_uc003bkl.1_Missense_Mutation_p.P236L|MAPK12_uc003bkp.2_Missense_Mutation_p.P31L|MAPK12_uc003bkq.2_Missense_Mutation_p.P65LNM_002969 NP_002960 P53778 MK12_HUMANProtein kinase. 0AAACTCAGCCGGAGGCGTCCC0.667 rs141322209

+ 7 643MIOX_uc003blm.1_Missense_Mutation_p.G177R|MIOX_uc003bln.1_Silent_p.S187SNM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0CACAGAGCTCGGGATGTATCA0.582

+ 16 1431MTMR14_uc003bsa.2_Missense_Mutation_p.R436H|MTMR14_uc003bsb.2_Missense_Mutation_p.R436H|MTMR14_uc011ath.1_RNA|MTMR14_uc010hcl.2_Missense_Mutation_p.R190H|MTMR14_uc003bsc.2_RNANM_001077525 NP_001070993 Q8NCE2 MTMRE_HUMAN 1CGAAAGGACCGTGGCAGCACC0.562

- 7 1428TADA3_uc010hcn.1_Missense_Mutation_p.G294R|TADA3_uc003bsy.2_Missense_Mutation_p.G294R|TADA3_uc003bsw.1_Missense_Mutation_p.G123RNM_006354 NP_006345 O75528 TADA3_HUMAN 0GTGCTTGCCCCGTCAGCCCCT0.507

- 5 628CIDEC_uc003bto.2_Intron|CIDEC_uc010hcp.2_Intron|CIDEC_uc003btp.2_Missense_Mutation_p.A173V|CIDEC_uc003btr.2_Missense_Mutation_p.A89V|CIDEC_uc003bts.2_Missense_Mutation_p.A89VNM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN 1ATAAAAAGTCGCCTTCACGTT0.502

+ 9 1376CAND2_uc003bxj.2_Missense_Mutation_p.R350WNM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 10. 4GGCCCTGCAGCGGCAGCTTAA0.647

- 13 1765GRIP2_uc010heh.2_5'Flank|GRIP2_uc011avh.1_Missense_Mutation_p.E120KNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 4. 1CTGTCAGGCTCGATGAAGCAC0.567

+ 8 822C3orf19_uc010hej.2_IntronNM_016474 NP_057558 Q6PII3 CC019_HUMAN 0TCAGAGGCCCGGCAACTTGGT0.423

+ 6 3156FGD5_uc011avk.1_Missense_Mutation_p.A1016T|FGD5_uc003bzd.2_Missense_Mutation_p.A94TNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN DH. 5CCGGCTGGCAGCTGCTGTCCG0.582

- 7 995SH3BP5_uc010hem.1_Intron|SH3BP5_uc003bzq.1_Missense_Mutation_p.R112Q|SH3BP5_uc003bzr.1_Missense_Mutation_p.R112Q|uc003bzo.1_RNANM_004844 NP_004835 O60239 3BP5_HUMAN 0ACCGCATCCCCGAGGCCCCAT0.597

+ 2 497CMTM8_uc010hfu.2_IntronNM_178868 NP_849199 Q8IZV2 CKLF8_HUMAN MARVEL. 0TTCCGGGTCCCCGCATTTGGC0.502

- 12 1716FBXL2_uc011axq.1_Intron|FBXL2_uc011axr.1_Intron|UBP1_uc003cfr.3_Missense_Mutation_p.D360N|UBP1_uc010hga.2_Missense_Mutation_p.D396NNM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2TTTAATAAGTCGGCACCTAGA0.368

+ 16 2296PDCD6IP_uc003cfy.2_Missense_Mutation_p.A719V|PDCD6IP_uc011axw.1_Missense_Mutation_p.A495VNM_013374 NP_037506 Q8WUM4 PDC6I_HUMANInteraction with EIAV p9.|Self-association. 2CAAAGCATTGCCAGAGAACCT0.328

+ 7 820STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.E200KNM_003149 NP_003140 Q99469 STAC_HUMAN 4TACATATCCAGAAAATGGCAC0.373

- 8 3732 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2GAGGTCTTAACGAACATGCTA0.408

+ 23 3313DLEC1_uc003chp.1_Missense_Mutation_p.L1098F|DLEC1_uc010hgv.1_Missense_Mutation_p.L1101F|DLEC1_uc003chr.1_Missense_Mutation_p.L204F|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9CCCAAAGGAGCTCCGCCTGGA0.592

+ 8 1093ACVR2B_uc003cig.2_Missense_Mutation_p.G148RNM_001106 NP_001097 Q13705 AVR2B_HUMANCytoplasmic (Potential).|Protein kinase. 1GGACACCCACGGACAGGTAAC0.562

- 27 4780 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANIV.|Helical; Voltage-sensor; Name=S4 of repeat IV; (Potential).10AGCAGTGTGCGGATCCCCTTG0.532

- 5 1977CSRNP1_uc003cjh.2_Missense_Mutation_p.P588LNM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5TCCTCACACCGGCACAGGCTC0.557

- 2 175HIGD1A_uc010hid.2_Missense_Mutation_p.P24L|HIGD1A_uc003cmb.3_Missense_Mutation_p.P10LNM_001099669 NP_001093139 Q9Y241 HIG1A_HUMANCytoplasmic (Potential).|HIG1. 0CTCATATGAAGGAAGGGAAAC0.383

- 5 1261 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANExtracellular (Potential). 3TCTAGACACACGAAACAGCCA0.502 rs148426340

- 6 4845SETD2_uc003cqv.2_Nonsense_Mutation_p.R1587*NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN SET. 32TTTTTGTTTCGTGCATACTCC0.388

- 3 1911SETD2_uc003cqv.2_Nonsense_Mutation_p.R609*NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32TCATTTAATCGATTTGATGGA0.313 rs148810823

+ 9 1399KLHL18_uc011bav.1_Missense_Mutation_p.V313INM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0TGCTGCTGGGGTTACAGTCTT0.517 rs139615876

+ 3 302PTPN23_uc011baw.1_Missense_Mutation_p.R44H|PTPN23_uc011bax.1_RNA|PTPN23_uc011bay.1_IntronNM_015466 NP_056281 Q9H3S7 PTN23_HUMAN BRO1. 3AGTGTCCTCCGCAAGTACCTC0.637

+ 10 1378FBXW12_uc010hjv.2_Missense_Mutation_p.E379K|FBXW12_uc003css.2_Missense_Mutation_p.E328K|FBXW12_uc010hjw.2_Missense_Mutation_p.E297KNM_207102 NP_996985 Q6X9E4 FBW12_HUMAN WD 5. 0CACCACATCCGAGAACTCTGT0.507 rs140417083

- 94 7178 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11AGGCCAGGGAGGCCCAGATCT0.612

- 9 1167 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|Fibronectin type-III 2. 11CTCATAGTCCGTGCCAGGCTC0.642

- 55 12371SLC26A6_uc003cug.2_Missense_Mutation_p.A717V|SLC26A6_uc003cuh.2_Missense_Mutation_p.A738V|SLC26A6_uc010hke.2_Missense_Mutation_p.A570V|SLC26A6_uc003cuk.2_Missense_Mutation_p.A630V|SLC26A6_uc003cui.2_Missense_Mutation_p.A737V|SLC26A6_uc003cuj.2_Missense_Mutation_p.A719V|SLC26A6_uc011bbp.1_Missense_Mutation_p.A702VNM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11AAAGGTGACAGCATCATGGAC0.547

- 12 6148CELSR3_uc003cuf.1_Missense_Mutation_p.P2026L|CELSR3_uc010hkg.2_5'UTRNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|EGF-like 5; calcium-binding.11TGCGTGAGGTGGGCAGGGCCC0.667

- 1 441C3orf62_uc003cwm.2_5'FlankNM_198562 NP_940964 Q6ZUJ4 CC062_HUMAN 0GGGACAGCAGCAAAAGGAGCA0.582



- 3 461_462GPX1_uc011bcm.1_3'UTRNM_000581 NP_000572 P07203 GPX1_HUMAN 1TCCCGCAGGAAGGCGAAGAGAG0.639

+ 19 2249APEH_uc010hkw.1_Missense_Mutation_p.A617TNM_001640 NP_001631 P13798 ACPH_HUMAN 1GATCAACATCGCCTCCATGTT0.577

+ 17 1652 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-1. 0ATGATATTCACGAGCTTTATG0.483

+ 50 5383 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0CCCACATACCGGGACCGCCCA0.537

- 14 2258VPRBP_uc003dbf.1_5'UTRNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2ACCAATACTGGATATTCGGTT0.463

+ 2 511RRP9_uc003dbw.1_5'Flank|PARP3_uc003dbz.2_Missense_Mutation_p.R54HNM_005485 NP_005476 Q9Y6F1 PARP3_HUMAN 1CGCATAATCCGCGTGGATCCA0.627

- 2 3519TLR9_uc003ddb.2_Missense_Mutation_p.R1059HNM_017442 NP_059138 Q9NR96 TLR9_HUMANTIR.|Cytoplasmic (Potential). 4GACGTCCTTGCGGTCCTCCAG0.701

- 11 1481NT5DC2_uc003dem.2_Missense_Mutation_p.V223M|NT5DC2_uc003den.2_Missense_Mutation_p.V390M|NT5DC2_uc010hmi.2_Missense_Mutation_p.V365M|NT5DC2_uc010hmj.2_Missense_Mutation_p.V169MNM_022908 NP_075059 Q9H857 NT5D2_HUMAN 0AAGTAGAGCACGCGGGGGCCA0.647

- 13 1661RFT1_uc003dgk.2_Missense_Mutation_p.R497HNM_052859 NP_443091 Q96AA3 RFT1_HUMAN 1TTTGTCAGTGCGTCTGGGCAC0.552

+ 2 309MITF_uc011bgb.1_Missense_Mutation_p.R13C|MITF_uc003doa.2_Missense_Mutation_p.R64C|MITF_uc003dob.2_Missense_Mutation_p.R49C|MITF_uc003dod.2_Missense_Mutation_p.R40C|MITF_uc003doc.1_RNANM_198159 NP_937802 O75030 MITF_HUMAN 2GCAACTCATGCGTGAGCAGAT0.597

- 15 2100 NM_020872 NP_065923 Q9P232 CNTN3_HUMANFibronectin type-III 1. 5GCTACAACCCGAAATTCATAT0.418

+ 22 4046ROBO2_uc003dpz.2_Nonsense_Mutation_p.R1139*|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Nonsense_Mutation_p.R1139*|ROBO2_uc003dqa.2_Nonsense_Mutation_p.R262*NM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11ACCTCCTGTTCGAGGCGTGGC0.517

+ 7 1790EPHA3_uc003dqx.1_Missense_Mutation_p.R522H|EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANExtracellular (Potential).|Fibronectin type-III 2. 33ACGAACAGCCGCAAGTTTGAG0.458

- 2 459PROS1_uc010hoo.2_5'UTR|PROS1_uc003dqz.3_5'UTRNM_000313 NP_000304 P07225 PROS_HUMAN 1TTTGCACGACGCTTCCTAACC0.358

- 12 1675IMPG2_uc011bhe.1_Missense_Mutation_p.P354LNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3AAGCACTGCCGGGGTGACAGA0.473

- 5 857DRD3_uc010hqn.1_Missense_Mutation_p.S145N|DRD3_uc003ebb.1_Missense_Mutation_p.S145N|DRD3_uc003ebc.1_Missense_Mutation_p.S145NNM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4CCGACAGGAGCTCTGTCCCGT0.562

- 3 563DRD3_uc010hqn.1_Missense_Mutation_p.N47S|DRD3_uc003ebb.1_Missense_Mutation_p.N47S|DRD3_uc003ebc.1_Missense_Mutation_p.N47SNM_000796 NP_000787 P35462 DRD3_HUMANHelical; Name=1. 4CACCAGGCCATTGCCGAAGAC0.622

- 4 595ZBTB20_uc003ebj.2_Missense_Mutation_p.D66N|ZBTB20_uc010hqp.2_Missense_Mutation_p.D66N|ZBTB20_uc003ebk.2_Missense_Mutation_p.D66N|ZBTB20_uc003ebl.2_Missense_Mutation_p.D66N|ZBTB20_uc003ebm.2_Missense_Mutation_p.D66N|ZBTB20_uc003ebn.2_Missense_Mutation_p.D66N|uc003ebo.1_5'FlankNM_015642 NP_056457 Q9HC78 ZBT20_HUMAN BTB. 5ATCTCGATGTCGCTGTAGCCA0.612

+ 2 114UPK1B_uc011bix.1_Intron|UPK1B_uc003ecd.2_Missense_Mutation_p.R9CNM_006952 NP_008883 O75841 UPK1B_HUMANCytoplasmic (Potential). 0CTCAACTGTTCGTTGCTTCCA0.393

+ 5 1122ADPRH_uc010hqv.2_Missense_Mutation_p.P275L|ADPRH_uc011bjb.1_Missense_Mutation_p.P168L|ADPRH_uc003ect.2_Missense_Mutation_p.P275LNM_001125 NP_001116 P54922 ADPRH_HUMAN 1CACGATGCCCCCATGATTGCC0.577

- 9 1847GPR156_uc011bjg.1_Missense_Mutation_p.A612VNM_153002 NP_694547 Q8NFN8 GP156_HUMANCytoplasmic (Potential). 2AGATGAGGGTGCAGAGCCAGG0.617

+ 4 467STXBP5L_uc011bji.1_Missense_Mutation_p.E109DNM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9GCCAACATGAAAGTGGTGCAG0.373

+ 3 442 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN TRAF-type. p.R78H(1) 5GTCCATGTCCCGCCACAAACT0.597 rs137929409

+ 3 778 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5AGCAACTAATGGGGAGATGGC0.493

+ 14 2577KALRN_uc010hrv.1_Missense_Mutation_p.R817Q|KALRN_uc003ehf.1_Missense_Mutation_p.R817Q|KALRN_uc011bjy.1_Missense_Mutation_p.R817Q|KALRN_uc003ehh.1_Missense_Mutation_p.R163QNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6CACACAGAACGGAAGCTAGCC0.552

+ 16 3118 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMAN 3TCCTGTTCCAGCGGTGGGACC0.627

+ 47 5590 NM_015268 NP_056083 O75165 DJC13_HUMAN 2GCTTTGACATCGAGTACAAAA0.333

+ 12 2448EPHB1_uc003equ.2_Missense_Mutation_p.R304QNM_004441 NP_004432 P54762 EPHB1_HUMANCytoplasmic (Potential).|Protein kinase.p.R743Q(1) 30TATGTGCATCGGGACCTGGCT0.552

+ 2 754MRAS_uc011bmi.1_Intron|MRAS_uc003esi.3_Missense_Mutation_p.V65I|MRAS_uc011bmj.1_IntronNM_012219 NP_036351 O14807 RASM_HUMAN 4CATCTTGGACGGTGAGACCTG0.493

- 6 1603 NM_001184 NP_001175 Q13535 ATR_HUMAN 20TAAGACAACAGCAATTCCTTC0.388

+ 11 2084TRPC1_uc003evb.2_Nonsense_Mutation_p.Q616*|TRPC1_uc011bni.1_Nonsense_Mutation_p.Q169*NM_003304 NP_003295 P48995 TRPC1_HUMAN 2TAAAAGCTTTCAGTTGATAGC0.363

+ 4 1110HPS3_uc003ewt.1_Missense_Mutation_p.G324S|HPS3_uc011bnq.1_Missense_Mutation_p.G159SNM_032383 NP_115759 Q969F9 HPS3_HUMAN 6TTACCAGACCGGTAAGCATGA0.483

- 6 1413CP_uc011bnr.1_RNA|CP_uc003ewx.3_Missense_Mutation_p.P168L|CP_uc003ewz.2_Missense_Mutation_p.P387L|CP_uc010hvf.1_Missense_Mutation_p.P113LNM_000096 NP_000087 P00450 CERU_HUMANPlastocyanin-like 3.|F5/8 type A 2. 1TATACCAGAGGGAGCATAGTT0.403

+ 1 1722TSC22D2_uc003exw.2_RNA|TSC22D2_uc003exx.2_Missense_Mutation_p.P458SNM_014779 NP_055594 O75157 T22D2_HUMAN 1GACTGGAGTGCCCCCGGCTAC0.736

+ 1 162MFSD1_uc003fcm.1_RNA|MFSD1_uc003fcn.1_5'UTR|MFSD1_uc011bow.1_Missense_Mutation_p.L44F|MFSD1_uc011box.1_5'UTRNM_022736 NP_073573 Q9H3U5 MFSD1_HUMANHelical; (Potential). 0ACCGGCTTTTGGTGCTGTTAC0.652

- 17 2298IFT80_uc003fda.2_RNA|IFT80_uc003fdb.1_Missense_Mutation_p.A485V|IFT80_uc003fdd.1_Missense_Mutation_p.A305V|IFT80_uc003fde.1_Missense_Mutation_p.A485VNM_020800 NP_065851 Q9P2H3 IFT80_HUMAN 1AACTGCCATAGCAGCTAGACA0.343

- 4 957 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3GTTGCTTGACGAAGATGATTC0.348 rs141658177

+ 7 2074NLGN1_uc003fip.1_Missense_Mutation_p.D551HNM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANExtracellular (Potential). 7CCTTCTTAGTGACCCAAATCA0.328

+ 14 1320FXR1_uc003fkp.2_Missense_Mutation_p.R348Q|FXR1_uc003fkr.2_Missense_Mutation_p.R433Q|FXR1_uc011bqj.1_Missense_Mutation_p.R347Q|FXR1_uc003fks.2_Missense_Mutation_p.R376Q|FXR1_uc011bqk.1_Missense_Mutation_p.R384Q|FXR1_uc011bql.1_Missense_Mutation_p.R420QNM_005087 NP_005078 P51114 FXR1_HUMAN 1CGAGACAGCCGACATCAGCGT0.542

+ 15 1527FXR1_uc003fkp.2_Missense_Mutation_p.R417H|FXR1_uc003fkr.2_Missense_Mutation_p.R502H|FXR1_uc011bqj.1_Missense_Mutation_p.R416H|FXR1_uc003fks.2_Missense_Mutation_p.R445H|FXR1_uc011bqk.1_Missense_Mutation_p.R453H|FXR1_uc011bql.1_Missense_Mutation_p.R489HNM_005087 NP_005078 P51114 FXR1_HUMAN Poly-Arg. 1AGTACTAACCGTCGTAGGCGG0.443

- 11 1204MCF2L2_uc003flj.1_Splice_Site_p.E372_splice|MCF2L2_uc011bqr.1_Splice_Site|MCF2L2_uc003flp.1_IntronNM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5CCAGGGGCTCCTGCAAAGTGA0.602

- 15 2233ABCC5_uc011bqt.1_Missense_Mutation_p.R218C|ABCC5_uc010hxl.2_Missense_Mutation_p.R690CNM_005688 NP_005679 O15440 MRP5_HUMANABC transporter 1. 4ATCCTCTGGCGCTGCCCACCG0.597

+ 9 1083ABCF3_uc003fna.2_Missense_Mutation_p.T311I|ABCF3_uc003fnb.2_5'UTRNM_018358 NP_060828 Q9NUQ8 ABCF3_HUMANABC transporter 1. 4CTTGGCTTTACCCCTAAAATG0.527

- 8 1163ALG3_uc011brc.1_Missense_Mutation_p.R343C|ALG3_uc011brd.1_Missense_Mutation_p.R322C|ALG3_uc011bre.1_Missense_Mutation_p.R330CNM_005787 NP_005778 Q92685 ALG3_HUMAN 0GTGAGCCAGCGTGCAGGCATG0.577

+ 11 1720ECE2_uc011brh.1_Missense_Mutation_p.G414E|ECE2_uc003fnl.3_Missense_Mutation_p.G489E|ECE2_uc003fnm.3_Missense_Mutation_p.G443E|ECE2_uc003fnk.3_Missense_Mutation_p.G414E|ECE2_uc011bri.1_Missense_Mutation_p.G476E|ECE2_uc010hxv.2_Missense_Mutation_p.G205ENM_014693 NP_055508 O60344 ECE2_HUMANLumenal (Potential).|Endothelin-converting enzyme 2 region.4TTTGCTTTGGGGTCCCTCTTC0.498

+ 24 3694EIF4G1_uc003fnt.2_Missense_Mutation_p.R877W|EIF4G1_uc003fnq.2_Missense_Mutation_p.R1079W|EIF4G1_uc003fnr.2_Missense_Mutation_p.R1002W|EIF4G1_uc010hxx.2_Missense_Mutation_p.R1173W|EIF4G1_uc003fns.2_Missense_Mutation_p.R1126W|EIF4G1_uc010hxy.2_Missense_Mutation_p.R1173W|EIF4G1_uc003fnv.3_Missense_Mutation_p.R1167W|EIF4G1_uc003fnu.3_Missense_Mutation_p.R1166W|EIF4G1_uc003fnw.2_Missense_Mutation_p.R1173W|EIF4G1_uc003fnx.2_Missense_Mutation_p.R971W|EIF4G1_uc003fny.3_Missense_Mutation_p.R970W|EIF4G1_uc003foa.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMAN 7GCGGAGTGAACGGGGAGGGGA0.597

+ 24 3707EIF4G1_uc003fnt.2_Missense_Mutation_p.R881H|EIF4G1_uc003fnq.2_Missense_Mutation_p.R1083H|EIF4G1_uc003fnr.2_Missense_Mutation_p.R1006H|EIF4G1_uc010hxx.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fns.2_Missense_Mutation_p.R1130H|EIF4G1_uc010hxy.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fnv.3_Missense_Mutation_p.R1171H|EIF4G1_uc003fnu.3_Missense_Mutation_p.R1170H|EIF4G1_uc003fnw.2_Missense_Mutation_p.R1177H|EIF4G1_uc003fnx.2_Missense_Mutation_p.R975H|EIF4G1_uc003fny.3_Missense_Mutation_p.R974H|EIF4G1_uc003foa.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMAN 7GGAGGGGACCGTGGGGACCGG0.627



- 15 1839CLCN2_uc003foh.2_Missense_Mutation_p.R96H|CLCN2_uc010hya.1_Missense_Mutation_p.R555H|CLCN2_uc011brl.1_Missense_Mutation_p.R572H|CLCN2_uc011brm.1_Missense_Mutation_p.R528HNM_004366 NP_004357 P51788 CLCN2_HUMANCytoplasmic (By similarity). 0GTACTGGTGGCGGCCCCAGCC0.627

+ 1 385KNG1_uc003fqr.2_Missense_Mutation_p.R58HNM_001102416 NP_001095886 P01042 KNG1_HUMAN Cystatin 1. 1GTATTGTACCGCATAACTGAA0.403

+ 8 1489LPP_uc011bsg.1_Missense_Mutation_p.R268C|LPP_uc011bsi.1_Missense_Mutation_p.R415C|LPP_uc011bsj.1_Missense_Mutation_p.R252CNM_005578 NP_005569 Q93052 LPP_HUMANLIM zinc-binding 1. 165TTTTCCAGGCCGCTGTGCTCG0.483

- 7 763ATP13A4_uc003fte.1_Missense_Mutation_p.S219C|ATP13A4_uc011bsr.1_5'UTRNM_032279 NP_115655 Q4VNC1 AT134_HUMANCytoplasmic (Potential). 2TAGTCTTCACTAAACCACAAA0.338

+ 3 784 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential).|LRR 7. 3GGGCTCACGCGGCTGCGGGTC0.642

+ 6 587LMLN_uc003fyt.2_Missense_Mutation_p.R137C|LMLN_uc010iar.2_Missense_Mutation_p.R189C|LMLN_uc010ias.2_Missense_Mutation_p.R137C|LMLN_uc003fyu.2_5'UTRNM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1CCGGGTCTACCGTGGGGGTAA0.502

+ 21 2541PDE6B_uc003gao.3_Missense_Mutation_p.V830M|PDE6B_uc011buy.1_Missense_Mutation_p.V551M|PDE6B_uc011buz.1_Missense_Mutation_p.V262MNM_000283 NP_000274 P35913 PDE6B_HUMAN 0GGAGGAGAGGGTGGCAGCCAA0.552

+ 1 3709 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0TGGAGTGCCCGCCTGCTCACG0.682 rs143316662

+ 29 3795 NM_002111 NP_002102 P42858 HD_HUMAN 4CAATCTGATACCTCAGGTCCT0.358

+ 2 948RGS12_uc003ggu.2_Missense_Mutation_p.P15L|RGS12_uc010ics.1_Intron|RGS12_uc011bvr.1_RNA|RGS12_uc003ggv.2_Missense_Mutation_p.P15L|RGS12_uc003ggx.1_Missense_Mutation_p.P15LNM_198229 NP_937872 O14924 RGS12_HUMAN 1TTGCCTGGGCCGTCGCCCCCA0.607

- 7 663CRMP1_uc003gin.1_Missense_Mutation_p.L100F|CRMP1_uc003giq.2_Missense_Mutation_p.L188F|CRMP1_uc003gir.2_Missense_Mutation_p.L183F|CRMP1_uc003gis.2_Missense_Mutation_p.L302FNM_001313 NP_001304 Q14194 DPYL1_HUMAN 2AGGCCCTTAAGGAAGGTAAAG0.428

- 3 1005 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN C2H2-type 1. 4CTCTCCTTTCGTATACGAAAT0.398

- 8 1429 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN EAR 5. 0CTCATGACCCGGGAGTCCCCG0.522

+ 1 2873PCDH7_uc011bxw.1_Missense_Mutation_p.S575N|PCDH7_uc011bxx.1_Missense_Mutation_p.S622NNM_002589 NP_002580 O60245 PCDH7_HUMANCadherin 5.|Extracellular (Potential). 4CTGCAGGGCAGCACTACGGTG0.493

+ 6 1197 NM_016531 NP_057615 P57682 KLF3_HUMAN 2AGGAGAAAAACCCTACAAATG0.353

+ 3 314 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMANExtracellular (Potential). 7AGATCAGTACGATGGCCTAGA0.483

- 5 1990RBM47_uc003gvd.2_Intron|RBM47_uc003gve.2_RNA|RBM47_uc011bys.1_Missense_Mutation_p.P389LNM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3TTCCAAATTCGGCACCAGTTC0.473

+ 4 385UCHL1_uc003gvp.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvq.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvr.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvs.2_Missense_Mutation_p.H16YNM_004181 NP_004172 P09936 UCHL1_HUMAN 2CGGACTTATTCACGCAGTGGC0.443

- 14 2355KDR_uc003hat.1_Missense_Mutation_p.E685KNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 7.|Extracellular (Potential). 33CATGAGACTTCGATGCTTTCC0.448

+ 7 767SRP72_uc010ihe.2_Intron|SRP72_uc003hbw.1_Missense_Mutation_p.E48KNM_006947 NP_008878 O76094 SRP72_HUMAN TPR 3. 1GGGTCGAACAGAGGAGGCTTT0.398

- 8 1284UGT2B10_uc011can.1_Missense_Mutation_p.S299L P36537 UDB10_HUMAN 5GTCTGTACTCGACATTGTGTT0.383

- 3 979UGT2B4_uc011cap.1_Missense_Mutation_p.S175L|UGT2B4_uc003hel.3_Missense_Mutation_p.S311LNM_021139 NP_066962 P06133 UD2B4_HUMAN 2ACTGACCATCGACCCCAGAGA0.373

- 3 920UGT2B4_uc011cap.1_Missense_Mutation_p.E155D|UGT2B4_uc003hel.3_Missense_Mutation_p.E291DNM_021139 NP_066962 P06133 UD2B4_HUMAN 2ACTCTTCCATTTCCTGTGAAA0.363

+ 9 1205ALB_uc003hgw.3_Missense_Mutation_p.E186K|ALB_uc011cbe.1_Missense_Mutation_p.E57K|ALB_uc003hgt.3_Missense_Mutation_p.E378K|ALB_uc010iii.2_Missense_Mutation_p.E263K|ALB_uc003hgu.3_Missense_Mutation_p.E228K|ALB_uc003hgv.3_Missense_Mutation_p.E57K|ALB_uc011cbf.1_Missense_Mutation_p.E268K|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_Missense_Mutation_p.E57KNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6CAAGACATATGAAACCACTCT0.388 rs76593094

- 4 392RASSF6_uc003hhc.1_Missense_Mutation_p.G58E|RASSF6_uc010iik.1_Missense_Mutation_p.G58E|RASSF6_uc010iil.1_Missense_Mutation_p.G46ENM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2GTCCAGCATTCCTTCAACAAT0.348

- 3 315 NM_002416 NP_002407 Q07325 CXCL9_HUMAN 1CTTTTCACCAACCTGTTTCTC0.318

- 24 3432 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6GATTTCTGATCATTGAAGACA0.328

- 11 1500PRKG2_uc011ccf.1_Nonsense_Mutation_p.E76*|PRKG2_uc011ccg.1_Nonsense_Mutation_p.E76*|PRKG2_uc011cch.1_Nonsense_Mutation_p.E467*NM_006259 NP_006250 Q13237 KGP2_HUMANProtein kinase. 7TAGACATGCTCCTGCTGCTTG0.408

+ 3 294HERC3_uc003hrv.2_Missense_Mutation_p.G43E|HERC3_uc011cdn.1_IntronNM_014606 NP_055421 Q15034 HERC3_HUMAN RCC1 1. 4GCCTGTGGGGGAAACCACTCT0.542

- 2 817 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3GGCAGCTGGGGATTGCCGGGA0.552

+ 6 2635MMRN1_uc010iku.2_Intron|MMRN1_uc011cds.1_Missense_Mutation_p.S597FNM_007351 NP_031377 Q13201 MMRN1_HUMAN Potential. 4ACCAAGATTTCCAAAAATTTT0.333

+ 9 1325PDLIM5_uc011cdx.1_Missense_Mutation_p.A289S|PDLIM5_uc003hth.2_Missense_Mutation_p.A283S|PDLIM5_uc003htj.2_Missense_Mutation_p.A67S|PDLIM5_uc003htk.2_Missense_Mutation_p.A421S|PDLIM5_uc011cdy.1_Missense_Mutation_p.A270S|PDLIM5_uc003htl.2_Missense_Mutation_p.A67SNM_006457 NP_006448 Q96HC4 PDLI5_HUMAN 2AGCCAACTCAGCTTTGGGACA0.478

- 3 406 NM_145244 NP_660287 Q96D03 DDT4L_HUMAN 1AGTTTGCTTTGATTTGGACAG0.453

+ 3 2665TET2_uc011cez.1_Missense_Mutation_p.F781Y|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.F760Y|TET2_uc003hxi.1_Missense_Mutation_p.F760YNM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733CTCCAGACTTTTCCTCACCCC0.393

- 6 825TBCK_uc003hye.2_Missense_Mutation_p.P154S|TBCK_uc003hyc.2_Missense_Mutation_p.P91S|TBCK_uc003hyd.2_5'UTR|TBCK_uc003hyf.2_Missense_Mutation_p.P154SNM_001163435 NP_001156907 Q8TEA7 TBCK_HUMANProtein kinase. 5AAGTACGAGGGATACCTGTAA0.373

- 10 1487 NM_005443 NP_005434 O43252 PAPS1_HUMANAdenylyl-sulfate kinase. 1CTGCTTCATACGCCACATCAA0.547

+ 4 654HADH_uc010ilx.2_Missense_Mutation_p.L169F|HADH_uc010ily.2_5'UTR|HADH_uc003hyr.2_Missense_Mutation_p.L173FNM_005327 NP_005318 Q16836 HCDH_HUMAN 1ATTCGCTGGCCTCCATTTCTT0.502

- 3 646PITX2_uc003iae.2_Intron|PITX2_uc010iml.2_5'UTR|PITX2_uc003iaf.2_Missense_Mutation_p.V22INM_153426 NP_700475 Q99697 PITX2_HUMAN 0AGACATTCAACGGCCGCCGGC0.667

- 6 995C4orf21_uc003iaw.2_Missense_Mutation_p.E262KNM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0CTAGATGATTCGGACTTCAGA0.373 rs150615137

- 10 2627NDST4_uc010imw.2_RNANM_022569 NP_072091 Q9H3R1 NDST4_HUMANLumenal (Potential).|Heparan sulfate N-sulfotransferase 4.4GGGAAAAAGTCCATATACCTG0.338

+ 4 1193USP53_uc003icr.3_Missense_Mutation_p.L43F|USP53_uc003icu.3_5'UTRNM_019050 NP_061923 Q70EK8 UBP53_HUMAN 4CAGCTGCTTTCTTAATAGCGC0.353

- 16 2129PRDM5_uc003ido.2_Missense_Mutation_p.V596I|PRDM5_uc010ine.2_3'UTRNM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN 2CTGTCAGCTACACCATGGATA0.413

- 12 2817TRPC3_uc010inr.2_Missense_Mutation_p.P787S|TRPC3_uc003ief.2_Missense_Mutation_p.P842S|TRPC3_uc011cgl.1_Missense_Mutation_p.P579SNM_001130698 NP_001124170 Q13507 TRPC3_HUMANExtracellular (Potential). 2AGCATGCTGGGATTCAGTTTC0.378

- 1 851PCDH18_uc003ihf.3_Missense_Mutation_p.R148H|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_5'UTR|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANExtracellular (Potential).|Cadherin 2. 5CAGGGGAATGCGAGTCCCAAC0.433

- 2 1327RNF150_uc010iok.1_Intron|RNF150_uc003iip.1_Missense_Mutation_p.A225TNM_020724 NP_065775 Q9ULK6 RN150_HUMANHelical; (Potential). 1ACGAGCCATGCGAGGGAAATG0.423

+ 3 493TRIM2_uc003inh.2_Missense_Mutation_p.A125T|TRIM2_uc003ini.1_Missense_Mutation_p.A116TNM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN 1AGGCAGCAACGCTGAGGAGTC0.577

+ 10 1553 NM_000824 NP_000815 P48167 GLRB_HUMANCytoplasmic (Probable). 2ACTTGGGAAATCTCAGGCTAA0.408



+ 14 2843GRIA2_uc011cit.1_Intron|GRIA2_uc003ipl.3_Intron|GRIA2_uc003ipk.3_Intron|GRIA2_uc010iqh.1_RNA|GRIA2_uc011ciu.1_Missense_Mutation_p.G105D|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_Intron|GRIA2_uc011ciy.1_Intron|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANExtracellular (Potential). 4GGAGAGTGCGGCAGCGGGGGA0.468

+ 4 1083TLL1_uc011cjn.1_Missense_Mutation_p.P146S|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMAN 7AAATCGAGTTCCCAGAGCCGC0.423

+ 5 2981ADAM29_uc003iud.2_Missense_Mutation_p.R771W|ADAM29_uc010irr.2_Missense_Mutation_p.R771W|ADAM29_uc011cki.1_Missense_Mutation_p.R771WNM_014269 NP_055084 Q9UKF5 ADA29_HUMANCytoplasmic (Potential).|4.|9 X 9 AA approximate repeats.16GAGTCAACCTCGGGTGATGCC0.577 rs144239698

+ 15 2276SNX25_uc010ish.2_Missense_Mutation_p.R412Q|SNX25_uc003ixi.2_Missense_Mutation_p.R200QNM_031953 NP_114159 Q9H3E2 SNX25_HUMAN 5TTTGAACTTCGAGGAAGTAAG0.378

- 2 257 NM_005958 NP_005949 P48039 MTR1A_HUMANHelical; Name=2; (Potential). 5CAACGGGTACGGATAAATGGC0.502

+ 12 2082 uc003jbb.1_5'Flank NM_007277 NP_009208 O60645 EXOC3_HUMAN 0CGGGGAAGACGTGGACGGATA0.617

- 2 323NDUFS6_uc003jcy.2_5'FlankNM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0GACGTACCACCGACCCCGCCT0.562

- 17 3077CTNND2_uc010itt.2_Missense_Mutation_p.A887T|CTNND2_uc011cmy.1_Missense_Mutation_p.A641T|CTNND2_uc011cmz.1_Missense_Mutation_p.A545T|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.A570TNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN ARM 9. 8AAGGCCTTGGCGTTCTCCATG0.512

- 6 666CTNND2_uc010itt.2_Missense_Mutation_p.S83I|CTNND2_uc011cmy.1_Intron|CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_IntronNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8GGTCTGGTTGCTATGGTAGCT0.592

- 2 198CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_RNANM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8AGGCTGGTCTGGAACAGGCAT0.493

- 28 4541 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31GGTGAGGGTGGTTATCCTTTC0.463

+ 3 253TRIO_uc003jfg.2_RNA|TRIO_uc011cna.1_Missense_Mutation_p.R34CNM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18GAGAGATAAACGTGGAGGTCC0.408

+ 3 330 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6GGAGAAAACTCGCTATAGGAA0.438

+ 11 2370 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 9. 6GCGGGGCTTTAGCAATAAGTC0.592

+ 11 2373 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 9. 6GGGCTTTAGCAATAAGTCACA0.592 rs58979818

- 13 1494MTMR12_uc010iuk.2_Missense_Mutation_p.R442C|MTMR12_uc010iul.2_Missense_Mutation_p.R442CNM_001040446 NP_001035536 Q9C0I1 MTMRC_HUMANMyotubularin phosphatase. 1TCGTTCTGGCGGAGATGGTTG0.498

+ 31 4603SPEF2_uc003jjp.1_Missense_Mutation_p.V984M|SPEF2_uc003jjr.2_Missense_Mutation_p.V553MNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4GATCGATTTGGTGACCCTGAA0.358

- 14 1225RICTOR_uc003jlo.2_Missense_Mutation_p.R401C|RICTOR_uc010ivf.2_Missense_Mutation_p.R116CNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10AGTCCATTACGAATAAATGCA0.269

+ 2 669 uc003joq.1_5'Flank NM_002202 NP_002193 P61371 ISL1_HUMANLIM zinc-binding 1. 3ATGGCATGCGGCATGTTTGAA0.418

+ 3 369ITGA2_uc011cqa.1_RNA|ITGA2_uc011cqb.1_RNA|ITGA2_uc011cqc.1_5'UTR|ITGA2_uc011cqd.1_RNA|ITGA2_uc011cqe.1_RNANM_002203 NP_002194 P17301 ITA2_HUMANFG-GAP 1.|Extracellular (Potential). 1TCCTGAGAACCGAATGGGAGA0.358

- 10 1155ANKRD55_uc003jqt.2_Missense_Mutation_p.R47WNM_024669 NP_078945 Q3KP44 ANR55_HUMAN 1TTCTGGGGCCGACTGCTCTGG0.502

+ 14 3476 NM_005921 NP_005912 Q13233 M3K1_HUMAN 2TCTACCCCATCTGTACCAGCT0.463

- 11 1004 NM_014473 NP_055288 Q9UNQ2 DIMT1_HUMAN 1TATGTCCATGGAACGGGCCCG0.353

+ 17 1842MAST4_uc003juu.1_Missense_Mutation_p.V602L|MAST4_uc011cra.1_Missense_Mutation_p.V575L|MAST4_uc003juv.2_Missense_Mutation_p.V587L|MAST4_uc003juw.2_Missense_Mutation_p.V587LNM_015183 NP_055998 O15021 MAST4_HUMANProtein kinase. 13GGTTGGATGCGTGCCATTCTT0.463

+ 5 6470MAP1B_uc010iyw.1_Missense_Mutation_p.R2094C|MAP1B_uc010iyx.1_Missense_Mutation_p.R1951C|MAP1B_uc010iyy.1_Missense_Mutation_p.R1951CNM_005909 NP_005900 P46821 MAP1B_HUMAN 5CTCAGAAGCCCGTCAGGATGT0.478

+ 13 1780RGNEF_uc003kcx.2_Missense_Mutation_p.S590L|RGNEF_uc003kcy.1_3'UTR|RGNEF_uc010izf.2_Missense_Mutation_p.S590L|RGNEF_uc011csr.1_Missense_Mutation_p.S277LNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0TACAGCTTATCGGAGCCACCA0.378

+ 15 2093HMGCR_uc011cst.1_Missense_Mutation_p.R666H|HMGCR_uc003kdq.2_Missense_Mutation_p.R593H|HMGCR_uc010izo.2_5'Flank|HMGCR_uc010izp.2_5'FlankNM_000859 NP_000850 P04035 HMDH_HUMAN Catalytic. 1CTTTATATCCGTTTCCAGTCC0.353

+ 3 820AGGF1_uc003kes.2_Missense_Mutation_p.D154N|AGGF1_uc003keu.1_RNANM_018046 NP_060516 Q8N302 AGGF1_HUMAN 3CCCTGGTACCGATAGAACAGA0.353

+ 3 1808JMY_uc003kfw.1_Missense_Mutation_p.H76YNM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0GCGGAAAGCTCACATGGCTGT0.373

+ 4 1890JMY_uc003kfw.1_Missense_Mutation_p.R103LNM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0GTGTATGATCGAATGCGAGCT0.363

+ 11 1685RASA1_uc010jav.2_RNA|RASA1_uc003kix.2_Missense_Mutation_p.S346G|RASA1_uc011ctv.1_Missense_Mutation_p.S356G|RASA1_uc011ctw.1_Missense_Mutation_p.S357G|RASA1_uc010jaw.2_Missense_Mutation_p.S345GNM_002890 NP_002881 P20936 RASA1_HUMAN PH. 5AATAGATCTCAGTGTATGTTC0.323

- 3 926MEF2C_uc003kji.2_Missense_Mutation_p.V85M|MEF2C_uc003kjk.2_Missense_Mutation_p.V85M|MEF2C_uc003kjm.2_Missense_Mutation_p.V85M|MEF2C_uc003kjl.2_Missense_Mutation_p.V85MNM_002397 NP_002388 Q06413 MEF2C_HUMANMef2-type (Potential). 7CTCACCTCCACGATGTCTGAG0.542

+ 4 497 GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16AGGACTGTTACTGTGACAATA0.249

- 22 2169EPB41L4A_uc003kpp.1_Missense_Mutation_p.S259L|EPB41L4A_uc003kpu.1_RNANM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1CTGAGCATCCGAAGAACGGGT0.393

+ 7 1069APC_uc011cvt.1_Intron|APC_uc003kpz.3_Missense_Mutation_p.R230H|APC_uc003kpy.3_Missense_Mutation_p.R230H|APC_uc010jbz.2_5'UTRNM_001127511 NP_001120983 P25054 APC_HUMANLeu-rich.|Potential. 2515GACATACTTCGTATACGACAG0.303

+ 12 1876APC_uc011cvt.1_Missense_Mutation_p.R481Q|APC_uc003kpz.3_Missense_Mutation_p.R499Q|APC_uc003kpy.3_Missense_Mutation_p.R499Q|APC_uc010jbz.2_Missense_Mutation_p.R216Q|APC_uc010jca.2_IntronNM_001127511 NP_001120983 P25054 APC_HUMAN Leu-rich. p.R499*(2)|p.?(1) 2515ACACTAAGACGATATGCTGGA0.368

+ 11 944HSD17B4_uc011cwg.1_Missense_Mutation_p.K250R|HSD17B4_uc011cwh.1_Missense_Mutation_p.K256R|HSD17B4_uc011cwi.1_Missense_Mutation_p.K299R|HSD17B4_uc003ksk.3_Missense_Mutation_p.K127R|HSD17B4_uc011cwj.1_Missense_Mutation_p.K127R|HSD17B4_uc010jcn.1_5'UTRNM_000414 NP_000405 P51659 DHB4_HUMAN(3R)-hydroxyacyl-CoA dehydrogenase. 2GCTAACTGGAAGAAGATCTGT0.488

- 17 2349CEP120_uc011cwq.1_Missense_Mutation_p.R565H|CEP120_uc010jcz.1_Missense_Mutation_p.R730HNM_153223 NP_694955 Q8N960 CE120_HUMAN Potential. 1TTTGGCCCTACGGATAGAGTC0.428 rs74938108

+ 3 2155 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3ATTTTGTGATGTTGACTTGAT0.428

- 3 495KIF3A_uc003kxn.2_Missense_Mutation_p.R73Q|KIF3A_uc011cxf.1_Missense_Mutation_p.R114Q|KIF3A_uc003kxp.2_Missense_Mutation_p.R114QNM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1AGGAATAGCTCGAACACCTTC0.373

- 11 1730KLHL3_uc011cyc.1_Intron|KLHL3_uc003lbr.3_Missense_Mutation_p.T347M|KLHL3_uc011cyd.1_Intron|KLHL3_uc010jel.1_Intron|KLHL3_uc010jem.1_Missense_Mutation_p.T389MNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 3. 0GCTCCGCCGCGTGTTCATCGG0.597

- 15 1840HSPA9_uc003lde.2_Translation_Start_SiteNM_004134 NP_004125 P38646 GRP75_HUMAN 0GCTTCAACTCGTTCCTTAGAG0.368

+ 2 909CXXC5_uc003let.2_Missense_Mutation_p.D207NNM_016463 NP_057547 Q7LFL8 CXXC5_HUMAN 1TGGCCAGTCCGACTTCCCCTA0.662

+ 3 1410SLC35A4_uc003lgh.1_Missense_Mutation_p.G228CNM_080670 NP_542401 Q96G79 S35A4_HUMANHelical; (Potential).|Leu-rich. 0CTACACTTTTGGTGTGCTTCT0.587

+ 1 1256PCDHA1_uc003lha.2_Missense_Mutation_p.S419L|PCDHA1_uc003lgz.2_Missense_Mutation_p.S419LNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 4.|Extracellular (Potential). 1GAGAGCCTGTCGGTCTATGAG0.627

+ 1 1861PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lgz.2_Missense_Mutation_p.P621SNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 6.|Extracellular (Potential). 1CGCGCGCATCCCGTTCCGCGT0.657

+ 1 1867PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.R623CNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 6.|Extracellular (Potential). 8CATCCCGTTTCGCGTGGGGCT0.662



+ 1 1526PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.S509LNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCadherin 5.|Extracellular (Potential). 2AGCTACATTTCGGTGCACACG0.687

+ 1 1229PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Missense_Mutation_p.S410N|PCDHA10_uc011dad.1_Missense_Mutation_p.S410NNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANCadherin 4.|Extracellular (Potential). 5GTGCTGGACAGCGCTCTGGAC0.632

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 3.|Extracellular (Potential). 0TCAAAATGGAGAAGTTCGACT0.463

+ 1 1564 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 5. 2GCTGGACTACGAGGCCCTGCA0.692

+ 1 1978 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCadherin 6.|Extracellular (Potential). 3GCTGCACGTGCTCCTGGTGGA0.692

+ 1 1358PCDHB6_uc011dah.1_Missense_Mutation_p.S317FNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANExtracellular (Potential). 1ACCCAAACCTCCTACACCCTG0.592

+ 1 1564PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential). 2CACTGAAAAGGAAATGATTCT0.373

+ 1 2096PCDHB11_uc011daj.1_Missense_Mutation_p.S334LNM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANHelical; (Potential). 6TCGGTGTCTTCGCTCTTCCTC0.682

- 1 2952 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANExtracellular (Potential). 3GAGGCATTCACAAGCACGGAG0.612

- 2 398 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0CATTGGGGTTCGAATGATTTT0.403

+ 7 1518SH3RF2_uc011dbl.1_Missense_Mutation_p.R427Q|SH3RF2_uc011dbm.1_5'Flank|SH3RF2_uc003lnu.2_5'FlankNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN SH3 3. 2GTCACCGGGCGAGTCGGCATC0.612 rs146377978

+ 8 1689SH3RF2_uc011dbl.1_Missense_Mutation_p.S484F|SH3RF2_uc011dbm.1_5'UTR|SH3RF2_uc003lnu.2_5'UTR|SH3RF2_uc011dbn.1_5'UTRNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2CCCTTCAAATCCGTCTTTGTG0.567

- 9 1721PDGFRB_uc010jhd.2_Nonsense_Mutation_p.R257*NM_002609 NP_002600 P09619 PGFRB_HUMANExtracellular (Potential).|Ig-like C2-type 5. 17TCCAGCACTCGGACAGGGACT0.617

- 5 709uc003lsg.2_5'Flank|RPS14_uc003lsi.2_Missense_Mutation_p.R146C|RPS14_uc003lsj.2_Missense_Mutation_p.R146CNM_001025071 NP_001020242 P62263 RS14_HUMAN 1CGACCACGGCGACCCCCCTTC0.522

- 23 12797GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Missense_Mutation_p.R869CNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6GCAACCAGGCGCTCCCGGGGA0.647

- 2 1615PWWP2A_uc003lxv.3_Intron|PWWP2A_uc011dec.1_IntronNM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0TTTTCTGAAGGGGCCTCACCT0.542

- 2 469C5orf54_uc003lyf.1_Missense_Mutation_p.S2LNM_022090 NP_071373 Q8IZ13 CE054_HUMAN 1 gcgtttcttcgacatggcaca 0

+ 19 3562ODZ2_uc003lzr.3_Missense_Mutation_p.G965S|ODZ2_uc003lzt.3_Missense_Mutation_p.G561S|ODZ2_uc010jje.2_Missense_Mutation_p.G459SNM_001122679 NP_001116151 10CCTACACAAAGGCACTGGGGA0.582

+ 26 5704ODZ2_uc003lzr.3_Missense_Mutation_p.E1672K|ODZ2_uc003lzt.3_Missense_Mutation_p.E1275K|ODZ2_uc010jje.2_Missense_Mutation_p.E1166KNM_001122679 NP_001116151 10GGCCATGAGCGAGAGGACAGA0.607

- 25 2998SLIT3_uc010jjg.2_Missense_Mutation_p.H860YNM_003062 NP_003053 O75094 SLIT3_HUMAN LRRCT 4. 4CAGTCACAGTGGAGTGGGTTG0.622

+ 11 1714CCDC99_uc010jjj.2_Nonsense_Mutation_p.R408*|CCDC99_uc011deq.1_Nonsense_Mutation_p.R296*|CCDC99_uc010jjk.2_Nonsense_Mutation_p.R205*NM_017785 NP_060255 Q96EA4 SPDLY_HUMAN 2AGAAGTTTATCGATTACCGCC0.443

- 2 2309 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2AGACTCAGGGGGACCACCTTC0.637

+ 10 1138 NM_003052 NP_003043 Q06495 NPT2A_HUMANExtracellular (Potential). 1ACTGGCCTACCGGACCTGGCT0.627

- 3 245F12_uc011dfy.1_5'Flank|F12_uc003mgn.3_5'Flank|F12_uc010jkl.2_RNANM_000505 NP_000496 P00748 FA12_HUMANFibronectin type-II. 0GGGCCTGGCCGGCCCTTGTGG0.602

+ 6 623GRK6_uc003mgp.2_Missense_Mutation_p.V155M|GRK6_uc003mgq.2_Missense_Mutation_p.V155M|GRK6_uc003mgs.1_Missense_Mutation_p.V125MNM_002082 NP_002073 P43250 GRK6_HUMANN-terminal.|RGS. 3GTACCTGAGCGTGGCCCCTTT0.632

+ 3 316 TMED9_uc010jko.2_RNANM_017510 NP_059980 Q9BVK6 TMED9_HUMANGOLD.|Lumenal (Potential). 0GTATGGCTCCGAGGGCAGGTT0.527

- 16 1887EXOC2_uc003mte.2_Missense_Mutation_p.R585C|EXOC2_uc011dho.1_Missense_Mutation_p.R180CNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7ATTACGCAACGTACTCGGAGA0.463

+ 23 4099 DSP_uc003mxq.1_IntronNM_004415 NP_004406 P15924 DESP_HUMANCentral fibrous rod domain.|Potential. 9TGAAGAAAACGCCCTTCAGCA0.498

- 7 1339TFAP2A_uc003myq.2_Missense_Mutation_p.R357W|TFAP2A_uc003mys.2_RNA|TFAP2A_uc011dih.1_Silent_p.H315H|TFAP2A_uc003myt.2_Missense_Mutation_p.R359WNM_003220 NP_003211 P05549 AP2A_HUMANH-S-H (helix-span-helix), dimerization. 1GGGTTGGGCCGTGAGTTCCCC0.617

- 8 2881ATXN1_uc010jpi.2_Missense_Mutation_p.R637Q|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMANInteraction with USP7.|RNA-binding.|AXH. 4TACCTGGGCTCGGTGCTCCCC0.572

- 8 951ATXN1_uc010jpi.2_Translation_Start_Site|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4CCCCCCTCCACGGTGACTGTT0.527

+ 7 1312 NM_001732 NP_001723 Q13410 BT1A1_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2TATGAATCAGGAGACATCTCC0.517

+ 5 941HLA-G_uc011dmb.1_Missense_Mutation_p.V227M|HLA-G_uc003raj.3_Missense_Mutation_p.V260M|HLA-G_uc003nnz.3_Missense_Mutation_p.V163M|HLA-G_uc010jrn.2_Intron|HLA-G_uc003nny.3_RNA|HLA-G_uc003ran.1_5'FlankNM_002127 NP_002118 P17693 HLAG_HUMANExtracellular (Potential).|Ig-like C1-type.|Alpha-3. 4CGTGGAGCTCGTGGAGACCAG0.627

+ 1 492TRIM10_uc003npn.2_5'Flank|TRIM10_uc003npo.3_5'FlankNM_033229 NP_150232 Q9C019 TRI15_HUMAN 0GCCCGCAACCCCGTCCCTGAA0.627

- 1 58LTB_uc003nul.2_Missense_Mutation_p.G17DNM_002341 NP_002332 Q06643 TNFC_HUMANCytoplasmic (Potential). 0CAGGAGGGAACCCCTCCCCTG0.642

+ 3 223CSNK2B_uc003nvs.1_3'UTRNM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0AGGCTGTGGACAGTACATTTC0.502

- 20 1661BAT5_uc003nvx.1_Missense_Mutation_p.C325F|BAT5_uc011dny.1_Missense_Mutation_p.C511F|BAT5_uc003nvz.1_Missense_Mutation_p.C325F|BAT5_uc011dnz.1_Missense_Mutation_p.C325FNM_021160 NP_066983 O95870 ABHGA_HUMAN 0GAGTGGGGTGCAGTGAGTGGC0.577

- 1 106SLC44A4_uc011dol.1_5'Flank|SLC44A4_uc011dom.1_Missense_Mutation_p.G14RNM_025257 NP_079533 Q53GD3 CTL4_HUMANCytoplasmic (Potential). 4CCAGTCTCACCGTAGGCCTCG0.662

+ 29 3874C4A_uc011dpe.1_Missense_Mutation_p.H1275YNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0CCTCCTGCTTCACGAGGGCAA0.672

- 27 9446 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 23. 0AACTGGCCCTCGGGAACCATC0.667

- 6 884 NM_002120 NP_002111 P13765 DOB_HUMANCytoplasmic (Potential). 1GCTCTTGAGACCTGGAGGCAC0.572

- 2 331COL11A2_uc003ocy.1_Missense_Mutation_p.L35F|COL11A2_uc003ocz.1_Missense_Mutation_p.L35F|COL11A2_uc003oda.2_Missense_Mutation_p.L35FNM_080680 NP_542411 P13942 COBA2_HUMANTSP N-terminal. 5AGGGCCCGGAGCACATCCACA0.592

- 15 1741VPS52_uc003odn.1_Missense_Mutation_p.R322CNM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5GCATAGCGGCGTGTGATCTAG0.537

+ 7 902SYNGAP1_uc003oeo.1_Missense_Mutation_p.A221V|SYNGAP1_uc010juy.2_Missense_Mutation_p.A221V|SYNGAP1_uc010juz.2_5'FlankNM_006772 NP_006763 Q96PV0 SYGP1_HUMAN PH. 4TGTCGGTCTGCGGCCGAAAGA0.507

- 2 213C6orf125_uc003oez.1_5'Flank|C6orf125_uc010jve.1_RNANM_032340 NP_115716 Q9BRT2 CF125_HUMAN 0GCTAAGCTCTCGTACATCTGA0.483

- 7 1569IP6K3_uc003ofb.2_Missense_Mutation_p.P345SNM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0GCCTCGTGAGGATGCGGGCTG0.552

- 15 1067CPNE5_uc003omp.1_Missense_Mutation_p.D42N|CPNE5_uc010jwn.1_5'UTR|CPNE5_uc003omq.1_5'UTRNM_020939 NP_065990 Q9HCH3 CPNE5_HUMAN VWFA. 1GCAGTGAAATCAATGGCCACA0.592



+ 60 9013 NM_001371 NP_001362 21TCTCAAAACAGATTTCACGAA0.363

+ 1 555CNPY3_uc003osy.2_RNA|CNPY3_uc003osz.2_Missense_Mutation_p.G36R|CNPY3_uc003otc.3_5'UTR|CNPY3_uc003otb.3_5'UTRNM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1GAGCCAGGCCGGAGCTGAGGA0.602

- 4 1019SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4CACCTTGCTTCGGGTCAGCTT0.537

- 19 2563SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1GTGTTGGCACGCCGCTGCAGC0.587

+ 11 1473 TINAG_uc010jzt.2_RNANM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4AAAGTCATGGGGAGAGAATGG0.403

+ 5 1011 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GCATGGAAAAGCCCTCTGGGA0.428

+ 5 2599 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GATTCATCTCCTAGAAGAAAG0.393

+ 39 2651 NM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 5 (COL5). 4GGGCCACCCGGTCCTCCTGTA0.323

+ 7 1109 NM_024576 NP_078852 Q5TC84 OGRL1_HUMAN 0GGGACCGCCTCGAAAAGAACA0.468

+ 14 2184KCNQ5_uc011dyh.1_Splice_Site_p.V632_splice|KCNQ5_uc011dyi.1_Splice_Site_p.V623_splice|KCNQ5_uc010kat.2_Splice_Site_p.V604_splice|KCNQ5_uc011dyj.1_Splice_Site_p.V503_splice|KCNQ5_uc011dyk.1_Splice_Site_p.V363_spliceNM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7CTCACTTCTAGGTACAGTCCA0.408

- 5 1472 NM_138441 NP_612450 Q8N884 M21D1_HUMAN 0TGGGTACATACGTGAAAGAAG0.413

- 26 4924COL12A1_uc003pht.2_Missense_Mutation_p.W422CNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 11. 9GCACAGGTTCCCAAAAGACAT0.403

- 14 2945COL12A1_uc003pht.2_IntronNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 6. 9CCTGGAGCAGATGTCCAATAA0.393

- 13 1926 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN SEA 2. 3CTCCAGAGCTCGGTACTCCAG0.458

+ 2 396 NM_031469 NP_113657 Q9UJC5 SH3L2_HUMAN 0ATTTAATGGCGACCGATACTG0.468

+ 3 369TTK_uc003pjb.3_Missense_Mutation_p.P99SNM_003318 NP_003309 P33981 TTK_HUMAN 11TGAAGCGCTTCCCCCAGATAA0.348

+ 8 2621 NM_015021 NP_055836 O60281 ZN292_HUMAN 4TGAATCAGAACACAGCAGAGA0.398

- 92 15463 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10CTTGTGCACACGCTCATTGTG0.478

- 61 9580 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10GTACTCCTGCCGCCGGGACTC0.622 rs142328599

- 21 3021MDN1_uc003pno.1_Missense_Mutation_p.R388WNM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10CGCAGGGCCCGGCACAGAGTC0.502

+ 5 1422 NM_024641 NP_078917 Q5SRI9 MANEA_HUMANCatalytic (Probable).|Lumenal (Potential). 3CCTAGATTACCGTCCTCATAA0.408

+ 7 1529KLHL32_uc003poy.2_Missense_Mutation_p.G353R|KLHL32_uc011ead.1_Missense_Mutation_p.G317R|KLHL32_uc003poz.2_Intron|KLHL32_uc011eae.1_Missense_Mutation_p.G284R|KLHL32_uc003ppa.2_IntronNM_052904 NP_443136 Q96NJ5 KLH32_HUMAN Kelch 2. 4TGTGGCAGGAGGGGAAGTTGA0.577

+ 5 1654PRDM1_uc003pre.2_Missense_Mutation_p.G340RNM_001198 NP_001189 O75626 PRDM1_HUMAN 56GCCCTCAGATGGAGCCCGGAG0.677

- 5 996MICAL1_uc003ptk.2_Missense_Mutation_p.R248C|MICAL1_uc010kdr.2_Missense_Mutation_p.R248C|MICAL1_uc011eaq.1_Missense_Mutation_p.R267CNM_022765 NP_073602 Q8TDZ2 MICA1_HUMAN 3TCCACGGTGCGTCCATTCACA0.547

- 13 1922LAMA4_uc003pvv.2_Missense_Mutation_p.A531V|LAMA4_uc003pvt.2_Missense_Mutation_p.A531VNM_001105206 NP_001098676 Q16363 LAMA4_HUMANDomain II and I. 9CAGAGAGTCCGCAGATGTGCT0.443

- 3 515HDAC2_uc003pwc.1_Missense_Mutation_p.R48Q|HDAC2_uc003pwe.1_Missense_Mutation_p.R48QNM_001527 NP_001518 Q92769 HDAC2_HUMANHistone deacetylase. 4TCTTATTGACCGTAGAAATTT0.348

- 3 830GPRC6A_uc003pxk.1_Nonsense_Mutation_p.Q270*|GPRC6A_uc003pxl.1_Nonsense_Mutation_p.Q270*NM_148963 NP_683766 Q5T6X5 GPC6A_HUMANExtracellular (Potential). 6ACATTAACCTGGGCTTCTAAA0.363

+ 11 1103 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3GCAGACATAAGAAATTTTGCT0.308

- 43 7110 ROS1_uc011ebi.1_RNANM_002944 NP_002935 P08922 ROS_HUMANCytoplasmic (Potential). 25CTTCTCTTCTTTCCTCAGACC0.473

- 2 1244FAM184A_uc003pyk.3_Missense_Mutation_p.R179Q|FAM184A_uc003pyl.3_Missense_Mutation_p.R179QNM_024581 NP_078857 Q8NB25 F184A_HUMAN Potential. 7TATAGTTTTTCGTAAAATTGC0.393

+ 1 274 STL_uc003pzq.2_RNA Q8TC41 RN217_HUMAN 0GGTCCTGGACGTGCTGGGTCA0.701

- 2 509PTPRK_uc003qbj.2_Missense_Mutation_p.H48Y|PTPRK_uc010kfc.2_Missense_Mutation_p.H48Y|PTPRK_uc011ebu.1_Missense_Mutation_p.H48Y|PTPRK_uc003qbl.1_Silent_p.T8T|PTPRK_uc011ebv.1_Missense_Mutation_p.H48Y|PTPRK_uc003qbm.3_5'UTRNM_002844 NP_002835 Q15262 PTPRK_HUMANExtracellular (Potential).|MAM. 8AGATCCTGGTGGTAATCACAG0.438

- 14 1787MED23_uc003qcq.2_Splice_Site_p.S544_splice|MED23_uc011eca.1_Splice_Site_p.S179_splice|MED23_uc003qct.1_Splice_Site_p.S544_splice|MED23_uc011ecb.1_IntronNM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3AAAGAACATACCTCATTTTGG0.373

- 13 1991MAP7_uc011edf.1_Missense_Mutation_p.R567Q|MAP7_uc011edg.1_Missense_Mutation_p.R612Q|MAP7_uc010kgu.2_Missense_Mutation_p.R604Q|MAP7_uc011edh.1_Missense_Mutation_p.R567Q|MAP7_uc010kgv.2_Missense_Mutation_p.R604Q|MAP7_uc010kgs.2_Missense_Mutation_p.R436Q|MAP7_uc011edi.1_Missense_Mutation_p.R436Q|MAP7_uc010kgq.1_Missense_Mutation_p.R488Q|MAP7_uc003qha.1_Missense_Mutation_p.R545QNM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0TCGTTCCTGCCGGACCCTCTC0.567

- 7 950MAP7_uc011edf.1_Missense_Mutation_p.S220L|MAP7_uc011edg.1_Missense_Mutation_p.S257L|MAP7_uc010kgu.2_Missense_Mutation_p.S257L|MAP7_uc011edh.1_Missense_Mutation_p.S220L|MAP7_uc010kgv.2_Missense_Mutation_p.S257L|MAP7_uc010kgs.2_Missense_Mutation_p.S89L|MAP7_uc011edi.1_Missense_Mutation_p.S89L|MAP7_uc010kgq.1_Missense_Mutation_p.S141L|MAP7_uc003qha.1_Missense_Mutation_p.S198L|MAP7_uc010kgr.2_Missense_Mutation_p.S89L|MAP7_uc010kgt.2_Missense_Mutation_p.S257LNM_003980 NP_003971 Q14244 MAP7_HUMAN 0GGCCAGGAACGAATGTGTGGG0.527

- 3 1001REPS1_uc003qig.3_Missense_Mutation_p.K141R|REPS1_uc011edr.1_Missense_Mutation_p.K141R|REPS1_uc003qij.2_Missense_Mutation_p.K141R|REPS1_uc003qik.2_5'UTRNM_031922 NP_114128 Q96D71 REPS1_HUMAN 2TACGGATCCCTTTTTCACTTG0.478

+ 2 185VTA1_uc011edt.1_RNA|VTA1_uc011edu.1_IntronNM_016485 NP_057569 Q9NP79 VTA1_HUMANInteraction with CHMP5.|Interaction with IST1. 0CCTGAATGTCGCAAATTTTTA0.299

- 9 6940_6941 NM_006734 NP_006725 P31629 ZEP2_HUMAN10 X 4 AA tandem repeats of S-P-[RGMKC]- [RK]. 6AATCTCCTTTGGGTATCAGATA0.465

- 5 3987 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6GAAGCTTGCCGCACCAGAAAG0.562

- 10 1572 NM_173515 NP_775786 Q6P9H4 CNKR3_HUMAN DUF1170. 4AACATACCGGGGAGAGTAGGG0.483

+ 8 1183SYNJ2_uc011efm.1_RNA|SYNJ2_uc003qqw.1_Missense_Mutation_p.G370R|SYNJ2_uc003qqy.1_Missense_Mutation_p.G83R|SYNJ2_uc011efn.1_Missense_Mutation_p.G298R|SYNJ2_uc010kjo.1_Missense_Mutation_p.G319R|SYNJ2_uc003qqz.1_5'UTRNM_003898 NP_003889 O15056 SYNJ2_HUMAN SAC. 1GTTCACAAAGGGGGAGAACGT0.582

+ 8 2810TULP4_uc011efo.1_Missense_Mutation_p.V485I|TULP4_uc003qrg.2_Missense_Mutation_p.V485INM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1GCCAGAGTTCGTCATCATGGA0.632

+ 9 977CCR6_uc003qvl.2_5'UTR|FGFR1OP_uc011egp.1_Missense_Mutation_p.G251R|FGFR1OP_uc003qvk.2_Missense_Mutation_p.G278RNM_007045 NP_008976 O95684 FR1OP_HUMAN 1CTCCCTGGCGGGAGCCCCTTC0.453

- 1 901 NM_005299 NP_005290 O00270 GPR31_HUMANCytoplasmic (Potential). 0CCTTTGCCTCGGAGGGTGTGG0.592 rs148093951

+ 2 365C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPR146_uc003sjx.3_Missense_Mutation_p.V97M|GPR146_uc003sjy.1_Missense_Mutation_p.V97MNM_138445 NP_612454 Q96CH1 GP146_HUMANExtracellular (Potential). 1GCTGTGGAGTGTGGGCGGCGA0.652

- 3 1613FBXL18_uc003son.3_Missense_Mutation_p.R507CNM_024963 NP_079239 Q96ME1 FXL18_HUMAN 3AGCGAGTTGCGGATGGCGGGC0.662

+ 4 590USP42_uc011jwn.1_Missense_Mutation_p.M1T|USP42_uc010kth.1_Missense_Mutation_p.M89T|USP42_uc011jwp.1_Missense_Mutation_p.M156T|USP42_uc011jwq.1_5'UTR|USP42_uc011jwr.1_Missense_Mutation_p.M1TNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5TTTTGTATGATGTGTACAATG0.378



+ 7 862 NM_001163941 NP_001157413 Q2M3G0 ABCB5_HUMAN 6ACTCACCCTAGTGACTCTATC0.448

+ 8 1294ABCB5_uc010kuh.2_Missense_Mutation_p.G695RNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANHelical; (Potential).|ABC transmembrane type-1. 6TGTGGTTCTGGGGACATTGGC0.299

+ 10 1310STK31_uc003swt.3_Missense_Mutation_p.W392R|STK31_uc011jze.1_Missense_Mutation_p.W415R|STK31_uc010kuq.2_Missense_Mutation_p.W392RNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9AGAGATAATATGGGCAGAATA0.383

+ 8 1754CCDC129_uc011kad.1_Missense_Mutation_p.G264D|CCDC129_uc003tci.1_Intron|CCDC129_uc011kae.1_Missense_Mutation_p.G280D|CCDC129_uc003tck.1_Missense_Mutation_p.G162DNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0AGAAGAATGGGTAAACTCTTA0.473

- 4 2367 AVL9_uc011kai.1_IntronNM_015483 NP_056298 Q8IY47 KBTB2_HUMAN Kelch 5. 0CACAGTACACGTTCAGATATA0.468

+ 1 820 uc003tfl.2_Intron NM_181791 NP_861456 Q7Z602 GP141_HUMANHelical; Name=7; (Potential). 3GAGTGTAACAGCAATTAGCTG0.388

+ 4 254POLR2J4_uc003tjc.2_RNA|UBE2D4_uc003tjb.1_Missense_Mutation_p.P19SNM_015983 NP_057067 Q9Y2X8 UB2D4_HUMAN 0CATCCACTTTCCTACAGATTA0.502

+ 3 276DBNL_uc003tjn.2_Intron|DBNL_uc003tjo.3_Missense_Mutation_p.G60R|DBNL_uc003tjr.3_Intron|DBNL_uc003tjq.3_Missense_Mutation_p.G60R|DBNL_uc011kbm.1_Missense_Mutation_p.G60R|DBNL_uc011kbn.1_Intron|DBNL_uc011kbo.1_Intron|DBNL_uc011kbp.1_Missense_Mutation_p.G60R|DBNL_uc011kbq.1_Intron|DBNL_uc011kbr.1_Missense_Mutation_p.G8R|DBNL_uc011kbs.1_5'FlankNM_001014436 NP_001014436 Q9UJU6 DBNL_HUMAN ADF-H. 1GCTCAACAGCGGGAAGGTGAT0.577

+ 8 1377AEBP1_uc003tkc.3_5'Flank|AEBP1_uc003tkd.2_5'FlankNM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN 0CAAGTGGGCAGTGGAGAAGGG0.627

+ 16 2266AEBP1_uc003tkc.3_Missense_Mutation_p.R229H|AEBP1_uc003tkd.2_5'UTRNM_001129 NP_001120 Q8IUX7 AEBP1_HUMANInteraction with PTEN (By similarity). 0CCACGTGTGCGCAGCCTGGTG0.632

+ 9 1180CCM2_uc003tmn.2_RNA|CCM2_uc003tmp.2_Missense_Mutation_p.S287N|CCM2_uc003tmq.2_RNA|CCM2_uc003tmr.2_Missense_Mutation_p.S254N|CCM2_uc003tms.2_Missense_Mutation_p.S366NNM_031443 NP_113631 Q9BSQ5 CCM2_HUMAN 0TACGGGGACAGCCGCAAGTTC0.592

- 27 4153 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential).|REJ. 11CTCATAAAGCCTAGCTGCATG0.493

+ 51 13664ABCA13_uc010kys.1_Missense_Mutation_p.G1622R|ABCA13_uc010kyt.1_RNA|ABCA13_uc010kyu.1_Missense_Mutation_p.G277RNM_152701 NP_689914 Q86UQ4 ABCAD_HUMANHelical; (Potential). 10GTCACTTTTCGGGTATGTGAT0.483

- 7 1201COBL_uc003tps.2_Missense_Mutation_p.P339L|COBL_uc011kcl.1_Missense_Mutation_p.P339L|COBL_uc010kzc.2_Missense_Mutation_p.P339L|COBL_uc003tpt.2_Missense_Mutation_p.P339L|COBL_uc003tpp.3_Missense_Mutation_p.P68L|COBL_uc003tpq.3_Missense_Mutation_p.P280LNM_015198 NP_056013 O75128 COBL_HUMAN Pro-rich. 5CTGTGGTGGAGGGGGAGCTGG0.532

- 7 874 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0ACTTTCACTTCATCTGTACTC0.428

+ 4 980 NM_001159279 NP_001152751 2CAAGAGAATTCATACTGGAGA0.408

+ 7 1198WBSCR17_uc003tvz.2_Missense_Mutation_p.R99CNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7GAATGCTCTTCGCGTTGCTGA0.537

+ 1 1170 NM_003508 NP_003499 O00144 FZD9_HUMANExtracellular (Potential). 1ACGGGCTGCACGCTGGTCTTC0.657

+ 1 98RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_RNA|ELN_uc011kfe.1_Missense_Mutation_p.G3S|ELN_uc003tzn.2_Missense_Mutation_p.G3S|ELN_uc003tzz.2_Missense_Mutation_p.G3S|ELN_uc003tzo.2_Missense_Mutation_p.G3S|ELN_uc003tzp.2_Missense_Mutation_p.G3S|ELN_uc003tzq.2_Missense_Mutation_p.G3S|ELN_uc003tzr.2_RNA|ELN_uc003tzs.2_Missense_Mutation_p.G3S|ELN_uc003tzt.2_Missense_Mutation_p.G3S|ELN_uc003tzu.2_Missense_Mutation_p.G3S|ELN_uc003tzv.2_Missense_Mutation_p.G3S|ELN_uc003tzx.2_Missense_Mutation_p.G3S|ELN_uc011kff.1_Missense_Mutation_p.G3S|ELN_uc003tzy.2_Missense_Mutation_p.G3SNM_000501 NP_001075224 P15502 ELN_HUMAN 5CGAGATGGCGGGTCTGAcggc0.507

+ 18 1041RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_Splice_Site|ELN_uc011kfe.1_Splice_Site_p.G286_splice|ELN_uc003tzn.2_Splice_Site_p.G317_splice|ELN_uc003tzz.2_Splice_Site_p.G281_splice|ELN_uc003tzo.2_Splice_Site_p.G303_splice|ELN_uc003tzp.2_Splice_Site_p.G273_splice|ELN_uc003tzq.2_Splice_Site_p.G200_splice|ELN_uc003tzr.2_Splice_Site|ELN_uc003tzs.2_Splice_Site_p.G317_splice|ELN_uc003tzt.2_Splice_Site_p.G322_splice|ELN_uc003tzu.2_Splice_Site_p.G322_splice|ELN_uc003tzv.2_Splice_Site_p.G307_splice|ELN_uc003tzx.2_Splice_Site_p.G307_splice|ELN_uc011kff.1_Splice_Site_p.G317_splice|ELN_uc003tzy.2_Splice_Site_p.G312_spliceNM_000501 NP_001075224 P15502 ELN_HUMAN 5TTTCTTCCACAGGAGCTGCTG0.567

+ 5 717RFC2_uc011kfa.1_Intron|LAT2_uc003uah.2_Missense_Mutation_p.R56Q|LAT2_uc003uai.2_Missense_Mutation_p.R56Q|LAT2_uc010lbo.2_RNANM_032464 NP_115853 Q9GZY6 NTAL_HUMANCytoplasmic (Potential). 0ACGGGGTCCCGGACCTACTCC0.612

+ 17 2508CCDC146_uc010ldp.2_Missense_Mutation_p.G508D|CCDC146_uc003ugc.2_Missense_Mutation_p.G131DNM_020879 NP_065930 Q8IYE0 CC146_HUMAN Potential. 2AAAACTCAGGGCTGCAAGCAG0.512

- 6 10547PCLO_uc003uhv.2_Nonsense_Mutation_p.R3420*|PCLO_uc010lec.2_Nonsense_Mutation_p.R385*NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TACTGTCCTCGGACTTTAGCT0.428

- 17 1977SEMA3D_uc010led.2_Missense_Mutation_p.T646M|SEMA3D_uc003uib.2_Missense_Mutation_p.T285MNM_152754 NP_689967 O95025 SEM3D_HUMANIg-like C2-type.p.T646M(1) 5CCCATATTCCGTTTTGATGAT0.408 rs139389337

- 26 3506ABCB4_uc003uiw.1_Missense_Mutation_p.R1137W|ABCB4_uc003uix.1_Missense_Mutation_p.R1090WNM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 2.|Cytoplasmic (By similarity).p.I1144T(1) 6GATACAACCCGGCTGTTGTCT0.473

- 20 2798ABCB1_uc011khc.1_Nonsense_Mutation_p.R730*NM_000927 NP_000918 P08183 MDR1_HUMANABC transmembrane type-1 2. 7AGCATGGATCGGAAAACCATG0.552

+ 2 417C7orf63_uc003ukf.2_RNA|C7orf63_uc003ukg.2_5'UTR|C7orf63_uc011khj.1_Missense_Mutation_p.E56K|C7orf63_uc010leo.2_Missense_Mutation_p.E56KNM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1CAAACTCCTCGAAGAGACTGA0.333 rs145263721

+ 12 981CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.V255M|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Intron|CCDC132_uc003umn.2_Missense_Mutation_p.V285MNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0TCACAACACCGTGTTTCAAGT0.363

- 11 1786ASNS_uc011kin.1_Missense_Mutation_p.S344F|ASNS_uc003uou.3_Missense_Mutation_p.S427F|ASNS_uc003uov.3_Missense_Mutation_p.S427F|ASNS_uc011kio.1_Missense_Mutation_p.S406F|ASNS_uc003uow.3_Missense_Mutation_p.S406F|ASNS_uc003uox.3_Missense_Mutation_p.S344FNM_133436 NP_597680 P08243 ASNS_HUMANAsparagine synthetase. 1CAAGTAATAGGAAGAAAATCG0.343

- 2 358PTCD1_uc011kiw.1_Missense_Mutation_p.T125MNM_015545 NP_056360 O75127 PTCD1_HUMAN 1CTGCGTGGCCGTGGAGTTGGA0.622

+ 7 1916ZKSCAN5_uc010lfx.2_Missense_Mutation_p.V598I|ZKSCAN5_uc003uqw.2_Missense_Mutation_p.V598I|ZKSCAN5_uc003uqx.2_Missense_Mutation_p.V525I|ZKSCAN5_uc003uqy.2_Missense_Mutation_p.V334INM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN C2H2-type 6. 1GCATCAGCGCGTCCACACAGG0.517 rs4729542

+ 4 578 uc011kjm.1_5'Flank NM_001004351 NP_001004351 A6NKU9 SPDE3_HUMAN 0CAGTTATGCCGTCCCATGAAC0.547

+ 3 797TRIM56_uc003uxr.2_Missense_Mutation_p.C189FNM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN B box-type 2. 3CAGTTGCTGTGCAGAGAGTGC0.701

- 5 471CLDN15_uc003uyg.1_5'Flank|CLDN15_uc003uyh.1_5'Flank|CLDN15_uc003uyi.2_5'Flank|FIS1_uc010lht.2_RNA|FIS1_uc010lhu.2_RNANM_016068 NP_057152 Q9Y3D6 FIS1_HUMANHelical; (Potential). 0ATGCCTCCCACGATGGCCATG0.662

- 4 327RABL5_uc011kkk.1_5'UTR|RABL5_uc011kkl.1_5'UTR|RABL5_uc003uym.2_Missense_Mutation_p.P45L|RABL5_uc010lhw.2_RNA|RABL5_uc011kkm.1_Missense_Mutation_p.P75LNM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0CATCAGGGCCGGCCAGCAGGA0.458

+ 24 4482CUX1_uc003uys.3_Missense_Mutation_p.A1493T|CUX1_uc003uyt.2_Intron|CUX1_uc011kkn.1_Intron|CUX1_uc003uyw.2_Intron|CUX1_uc003uyv.2_Intron|CUX1_uc003uyu.2_IntronNM_181552 NP_853530 P39880 CUX1_HUMAN 8GAAGAAGGCCGCGAACTTGAA0.716

+ 4 638ALKBH4_uc003uzl.2_5'Flank|ALKBH4_uc003uzm.2_5'Flank|LRWD1_uc003uzo.2_Missense_Mutation_p.A15VNM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN 1AAGGCCCAGGCGGACTTTGTG0.627

- 14 1983LAMB1_uc003vev.2_Missense_Mutation_p.A574P|LAMB1_uc003vex.2_Missense_Mutation_p.A550P|LAMB1_uc010ljn.1_Missense_Mutation_p.A636PNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin IV type B. 8TCCAGGGTGGCAAAGTAGTAA0.557

- 15 1913LAMB4_uc003vey.2_Missense_Mutation_p.A610VNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin IV type B. 8GTTGTTGACAGCAAATCTCAA0.493

- 4 1284PNPLA8_uc003vfg.1_RNA|PNPLA8_uc003vfh.1_Missense_Mutation_p.R293C|PNPLA8_uc003vfi.1_Missense_Mutation_p.R193C|PNPLA8_uc003vfj.1_Missense_Mutation_p.R293C|PNPLA8_uc003vfk.1_Missense_Mutation_p.R193CNM_015723 NP_056538 Q9NP80 PLPL8_HUMAN 2TCCGTGGGACGAGAAAGAAAG0.408

+ 1 543 NR_002144 0ATCATGGCCAGGAAGCTGATC0.602

+ 4 605CALD1_uc003vry.2_Missense_Mutation_p.R49Q|CALD1_uc003vsa.2_Missense_Mutation_p.R49Q|CALD1_uc003vsb.2_Missense_Mutation_p.R49Q|CALD1_uc010lmm.2_Missense_Mutation_p.R49Q|CALD1_uc011kpt.1_5'UTR|CALD1_uc003vsc.2_Missense_Mutation_p.R43Q|CALD1_uc003vsd.2_Missense_Mutation_p.R43Q|CALD1_uc011kpu.1_Missense_Mutation_p.R54Q|CALD1_uc011kpv.1_5'UTRNM_033138 NP_149129 Q05682 CALD1_HUMANMyosin and calmodulin-binding (By similarity). 0CGACAGGAACGGCTGCGGCAG0.577

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

- 7 736CLEC5A_uc011krm.1_3'UTR|CLEC5A_uc003vww.1_Missense_Mutation_p.R179H|CLEC5A_uc010lnq.1_Missense_Mutation_p.R157H|CLEC5A_uc010lnr.1_RNANM_013252 NP_037384 Q9NY25 CLC5A_HUMANC-type lectin.|Extracellular (Potential). 0ACAGATCCTGCGGTAGCTGAT0.408

+ 5 705uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|uc003wan.1_IntronNR_001296 0GGTCTGCAATGGACAGCTTCA0.493 rs143538588

- 15 2143TRPV6_uc003wbw.1_Missense_Mutation_p.R429W|TRPV6_uc010lou.1_Missense_Mutation_p.R514WNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANCytoplasmic (Potential). 2CGTTGGATCCGCTGCCGGTTG0.557

+ 1 436 NM_012369 NP_036501 Q13607 OR2F1_HUMANCytoplasmic (Potential). 3GATGCCCTGCGATACTCGGCC0.552 rs141056144



+ 4 1198REPIN1_uc003whd.2_Nonsense_Mutation_p.Q226*|REPIN1_uc010lpr.1_Nonsense_Mutation_p.Q294*|REPIN1_uc003whc.2_Nonsense_Mutation_p.Q237*|REPIN1_uc003whe.2_Nonsense_Mutation_p.Q237*NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN C2H2-type 6. 1CCGCCCCTTCCAGTGTGCCTG0.527

+ 3 1651LOC728743_uc003whg.2_5'FlankNM_173680 NP_775951 Q96BV0 ZN775_HUMANC2H2-type 11. 0GCCTGCGGCCGCGGCTTCAGC0.721

+ 4 1423NOM1_uc010lqp.1_5'FlankNM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MIF4G. 0CACCGTCATTGCCCATTTATA0.443

- 60 9769CSMD1_uc011kwj.1_Missense_Mutation_p.G2456S|CSMD1_uc010lrg.2_Missense_Mutation_p.G1018SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 25.|Extracellular (Potential). 25AGCTGGTAACCGTCCATGCAG0.567

- 1 721 NM_004225 NP_004216 Q9Y4C4 MFHA1_HUMAN 0GAGCTGGGGGGAGGCGGGGGA0.582

+ 2 751TNKS_uc011kwv.1_Missense_Mutation_p.G249D|TNKS_uc011kww.1_Missense_Mutation_p.G12DNM_003747 NP_003738 O95271 TNKS1_HUMAN ANK 2. 7GATGATGGAGGTCTCATCCCG0.443

+ 7 1101FDFT1_uc003wuh.2_Missense_Mutation_p.R253W|FDFT1_uc010lsa.1_Missense_Mutation_p.R232W|FDFT1_uc011kxe.1_Missense_Mutation_p.R253W|FDFT1_uc011kxf.1_Missense_Mutation_p.R274W|FDFT1_uc011kxg.1_Missense_Mutation_p.R150W|FDFT1_uc003wuj.2_Missense_Mutation_p.R310W|FDFT1_uc010lsb.2_Missense_Mutation_p.R253W|FDFT1_uc011kxh.1_Missense_Mutation_p.R253W|FDFT1_uc011kxi.1_RNA|FDFT1_uc011kxj.1_Missense_Mutation_p.R253W|FDFT1_uc003wuk.2_Missense_Mutation_p.R376W|FDFT1_uc011kxk.1_Missense_Mutation_p.R232WNM_004462 NP_004453 P37268 FDFT_HUMAN 0AGTGAAGATTCGGAAAGGGCA0.448

- 9 3313DLC1_uc003wwk.1_Missense_Mutation_p.D520N|DLC1_uc003wwl.1_Missense_Mutation_p.D554N|DLC1_uc011kxx.1_Missense_Mutation_p.D446NNM_182643 NP_872584 Q96QB1 RHG07_HUMAN 7GTGGTTCGGTCGTTGTCCACA0.582

- 1 173LZTS1_uc010ltg.1_Missense_Mutation_p.S21LNM_021020 NP_066300 Q9Y250 LZTS1_HUMAN 1CTTGTACTGCGAAGCCCGGCA0.642

- 8 1454LGI3_uc010ltu.2_Missense_Mutation_p.R365WNM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 4. 1ACAATCAGCCGTGGCTTGCCC0.627

+ 4 750SORBS3_uc011kzk.1_RNANM_005775 NP_005766 O60504 VINEX_HUMAN SoHo. 0ATTGCCCCCCGATCCGTGAGT0.632

+ 5 1660RHOBTB2_uc003xcp.2_Missense_Mutation_p.G397R|RHOBTB2_uc011kzp.1_Missense_Mutation_p.G382R|uc003xcr.2_RNANM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN BTB 1. 2ACGGGGCAACGGAACAGGGTA0.612

- 9 1153ENTPD4_uc011kzu.1_Missense_Mutation_p.G322D|ENTPD4_uc003xdm.2_Missense_Mutation_p.G322D|ENTPD4_uc011kzv.1_Missense_Mutation_p.G330DNM_004901 NP_004892 Q9Y227 ENTP4_HUMANLumenal (Potential). 2AGCAGCATTGCCACCAAACCC0.423

+ 4 1033SLC25A37_uc003xdp.2_RNA|SLC25A37_uc010ltz.2_RNA|SLC25A37_uc003xdq.2_RNA|uc003xds.2_5'FlankNM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 3. 0CCAGCTCAACGGCCTGGCCGG0.577

+ 11 1128ADAM28_uc003xdx.2_Missense_Mutation_p.H349Y|ADAM28_uc011kzz.1_Missense_Mutation_p.H116Y|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.H36YNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5TGGAATGTTTCATGACGACTA0.458

+ 3 2559NEFM_uc011lac.1_Missense_Mutation_p.K624N|NEFM_uc010lue.2_Missense_Mutation_p.K466NNM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1CAGATGAAAAGAAGGGGGGTG0.338

- 40 5512KIF13B_uc011laz.1_Missense_Mutation_p.P337LNM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0CCGGTTCTCAGGGTTCTTGTG0.692

+ 12 2043NRG1_uc010lvo.2_3'UTR|NRG1_uc003xiu.2_Missense_Mutation_p.S514N|NRG1_uc003xiw.2_Missense_Mutation_p.S506N|NRG1_uc003xit.2_3'UTR|NRG1_uc010lvr.2_Missense_Mutation_p.S251N|NRG1_uc010lvs.2_Missense_Mutation_p.S251N|NRG1_uc010lvp.2_Missense_Mutation_p.S463N|NRG1_uc010lvq.2_Missense_Mutation_p.S446N|NRG1_uc011lbg.1_3'UTR|NRG1_uc011lbh.1_Missense_Mutation_p.S352N|NRG1_uc003xja.2_Missense_Mutation_p.S320NNM_013964 NP_039258 Q02297 NRG1_HUMANCytoplasmic (Potential). 0GCGCATGACAGTAACAGCCTC0.552

+ 27 3298 NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMANCytoplasmic (Potential). 1GACACATTCAGACACAAATTG0.388

+ 19 3208GPR124_uc010lvy.2_Missense_Mutation_p.R732CNM_032777 NP_116166 Q96PE1 GP124_HUMANCytoplasmic (Potential). 5CGCCGGGCTACGCTTACGGGG0.637

+ 6 901LETM2_uc011lbn.1_Missense_Mutation_p.R88C|LETM2_uc003xll.1_Missense_Mutation_p.R196C|LETM2_uc003xln.1_Missense_Mutation_p.R88C|LETM2_uc003xlo.1_Missense_Mutation_p.R88CNM_144652 NP_653253 Q2VYF4 LETM2_HUMANLETM1.|Mitochondrial matrix (Potential). 0ACACTTAGATCGCCCTCAGCT0.502

+ 12 1382IKBKB_uc010lxh.1_Missense_Mutation_p.S297F|IKBKB_uc011lco.1_RNA|IKBKB_uc010lxj.1_Missense_Mutation_p.S179F|IKBKB_uc003xox.1_Missense_Mutation_p.S123F|IKBKB_uc011lcp.1_RNA|IKBKB_uc011lcq.1_Missense_Mutation_p.S400F|IKBKB_uc010lxi.1_RNA|IKBKB_uc011lcr.1_Missense_Mutation_p.S343FNM_001556 NP_001547 O14920 IKKB_HUMAN 7ACTCAGATCTCCCCACGGCCC0.408

- 5 551CHRNA6_uc011lcw.1_Missense_Mutation_p.H154YNM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0CAGTTTTGATGATCAAAAGGG0.363

+ 19 2597KIAA0146_uc011ldc.1_Missense_Mutation_p.A793V|KIAA0146_uc011ldd.1_Intron|KIAA0146_uc003xqe.2_Missense_Mutation_p.A338V|KIAA0146_uc003xqf.2_RNA|KIAA0146_uc010lxt.2_Intron|KIAA0146_uc011ldf.1_Missense_Mutation_p.A368V|KIAA0146_uc011ldg.1_Missense_Mutation_p.A353V|KIAA0146_uc003xqg.1_IntronNM_001080394 NP_001073863 Q14159 K0146_HUMAN 0CTGAGGTTTGCCGCCGGTGAA0.592

+ 5 1125YTHDF3_uc010lys.2_Missense_Mutation_p.I214K|YTHDF3_uc003xuz.2_Missense_Mutation_p.I214K|YTHDF3_uc003xva.2_Missense_Mutation_p.I214K|YTHDF3_uc011len.1_Missense_Mutation_p.I214KNM_152758 NP_689971 Q7Z739 YTHD3_HUMAN 0CCACCTCCTATAAAACACAAC0.488

+ 2 244SGK3_uc003xwp.2_Intron|C8orf44_uc003xwq.1_Missense_Mutation_p.E31KNM_019607 NP_062553 Q96CB5 CH044_HUMAN 0GGAGCACTTCGAAAACCACTG0.294

+ 9 1085C8orf34_uc003xyb.2_Missense_Mutation_p.H321YNM_052958 NP_443190 Q49A92 CH034_HUMAN 1ACCAATACTCCATTCTCCAGA0.328

+ 5 871SULF1_uc003xyd.2_Missense_Mutation_p.D52N|SULF1_uc003xye.2_Missense_Mutation_p.D52N|SULF1_uc003xyf.2_Missense_Mutation_p.D52N|SULF1_uc003xyg.2_Missense_Mutation_p.D52NNM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7GCTTACCGATGATCAAGATGT0.468

+ 22 3283SULF1_uc003xyd.2_Missense_Mutation_p.G856R|SULF1_uc003xye.2_Missense_Mutation_p.G856R|SULF1_uc003xyf.2_Missense_Mutation_p.G856R|SULF1_uc003xyg.2_Missense_Mutation_p.G856R|SULF1_uc003xyh.1_RNA|SULF1_uc003xyi.1_Silent_p.E2E|SULF1_uc003xyj.1_Silent_p.E2ENM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TAAAGATGGAGGAAGCTATGA0.328

- 6 740RPL7_uc003xzh.1_Missense_Mutation_p.I200VNM_000971 NP_000962 P18124 RL7_HUMAN 0AGCCTGTTGATCTGGTCCTCC0.428

- 2 933JPH1_uc003yaf.2_Missense_Mutation_p.R298H|JPH1_uc003yag.1_Missense_Mutation_p.R162HNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential).|MORN 6. 1GCCATTGGAGCGCTCGCTAAC0.542

- 3 710TPD52_uc010lzr.2_RNA|TPD52_uc010lzs.1_RNA|TPD52_uc003ybs.1_Missense_Mutation_p.V90M|TPD52_uc003ybt.1_Missense_Mutation_p.V90M|TPD52_uc003ybq.1_RNA|TPD52_uc003ybu.1_RNANM_001025252 NP_001020423 P55327 TPD52_HUMAN 1GTTGCTGTCACGTCTTGCCAC0.443

- 5 334ZFAND1_uc010lzx.1_Missense_Mutation_p.R107Q|ZFAND1_uc003yck.1_5'UTRNM_024699 NP_078975 Q8TCF1 ZFAN1_HUMAN AN1-type 2. 1GGCAGCCATTCGAGGCTTTGG0.413

+ 7 1054 CA13_uc003ydf.1_IntronNM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0GGAGGGTGAAGCAGCAGCTTT0.473

- 4 739MMP16_uc003yec.2_Missense_Mutation_p.R153CNM_005941 NP_005932 P51512 MMP16_HUMANExtracellular (Potential). 8AAGGCACGGCGAATAGCTTTA0.373

- 9 1093CDH17_uc011lgo.1_Intron|CDH17_uc011lgp.1_Missense_Mutation_p.P323LNM_004063 NP_004054 Q12864 CAD17_HUMANExtracellular (Potential).|Cadherin 3. 6AATTTCCAGCGGATATGAAAG0.413

- 24 5336KIAA1429_uc010maz.1_RNANM_015496 NP_056311 Q69YN4 VIR_HUMAN 2AGTCCCCCACGACCTCTAGAA0.478

+ 20 2500INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_Missense_Mutation_p.T619SNM_017864 NP_060334 Q75QN2 INT8_HUMAN 0GAATGATATTACAGCTGAACA0.269

+ 6 1223MATN2_uc003yib.1_Missense_Mutation_p.C331Y|MATN2_uc010mbh.1_Missense_Mutation_p.C331Y|MATN2_uc003yid.2_Missense_Mutation_p.C331Y|MATN2_uc003yie.1_Missense_Mutation_p.C331Y|MATN2_uc010mbi.1_Missense_Mutation_p.C164YNM_002380 NP_002371 O00339 MATN2_HUMAN EGF-like 3. 2AACCACGGATGTGAACATGAG0.428

- 1 171 KLF10_uc011lhj.1_5'FlankNM_005655 NP_005646 Q13118 KLF10_HUMAN 0CTGGAGAGAGGCACCGAAGTT0.453

- 7 1618ANGPT1_uc011lhv.1_Nonsense_Mutation_p.R184*|ANGPT1_uc003ymo.2_Nonsense_Mutation_p.R383*|ANGPT1_uc003ymp.3_Nonsense_Mutation_p.R183*NM_001146 NP_001137 Q15389 ANGP1_HUMANFibrinogen C-terminal. 7GAATAGGCTCGGTTCCCTTCC0.428

- 3 375EIF3H_uc003yob.2_Missense_Mutation_p.V131M|EIF3H_uc011lhz.1_Missense_Mutation_p.V117MNM_003756 NP_003747 O15372 EIF3H_HUMAN MPN. 3TACCAGCCCACGTGAAGATGA0.438

- 2 600TNFRSF11B_uc010mdc.1_RNANM_002546 NP_002537 O00300 TR11B_HUMAN TNFR-Cys 2. 2TCCTGCTTGACGTACTGCAGC0.577

- 6 1049 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6ATGCATGTATGGATCTACCAG0.353

+ 7 961 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5GAATAATGCTGTTAGACCAGT0.378

- 15 2240KCNQ3_uc010mdt.2_Missense_Mutation_p.K660TNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5GTTGTCCTCCTTCTTCTCTGC0.532

+ 3 237 NM_003235 NP_003226 P01266 THYG_HUMANThyroglobulin type-1 1. 15GTGCCAGAACGACGGCCGCTC0.637



- 13 2173FAM135B_uc003yux.2_Missense_Mutation_p.E569K|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.E230K|FAM135B_uc003yvb.2_Missense_Mutation_p.E230KNM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9ACTGAGAGTTCCTCCTGCTCT0.527

- 2 191FAM135B_uc003yux.2_Translation_Start_Site|FAM135B_uc003yuz.2_RNANM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9AAACTCAACCGTTCCTTGTAT0.323

- 2 565 NM_005293 NP_005284 Q99678 GPR20_HUMANCytoplasmic (Potential). 1GCGGCAGCGGCGGGAGCCTTC0.692

- 2 227 NM_003695 NP_003686 Q14210 LY6D_HUMAN 0ATGCTACCCACCTGTGTTCGT0.637

- 7 1158CYP11B1_uc010mex.2_Missense_Mutation_p.R83Q|CYP11B1_uc003yxh.2_Missense_Mutation_p.R100Q|CYP11B1_uc003yxj.2_Missense_Mutation_p.R384Q|CYP11B1_uc010mey.2_Missense_Mutation_p.R455QNM_000497 NP_000488 P15538 C11B1_HUMAN 3GCTCGCCACTCGCTCCAGAAA0.602

- 3 259TSTA3_uc003yzb.2_Missense_Mutation_p.G75S|TSTA3_uc011lko.1_Missense_Mutation_p.G75SNM_003313 NP_003304 Q13630 FCL_HUMAN 1CGGAACAGGCCCCCCACCATT0.552

- 32 11511PLEC_uc003zab.1_Missense_Mutation_p.R3644C|PLEC_uc003zac.1_Missense_Mutation_p.R3648C|PLEC_uc003zad.2_Missense_Mutation_p.R3644C|PLEC_uc003zae.1_Missense_Mutation_p.R3612C|PLEC_uc003zag.1_Missense_Mutation_p.R3622C|PLEC_uc003zah.2_Missense_Mutation_p.R3630C|PLEC_uc003zaj.2_Missense_Mutation_p.R3671CNM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9AGGCGGCGGCGCACGTAGTCG0.607

+ 2 273FBXL6_uc003zbz.2_5'Flank|FBXL6_uc003zca.2_5'Flank|FBXL6_uc003zcb.2_5'Flank|FBXL6_uc010mfx.2_5'Flank|GPR172A_uc003zcd.1_Missense_Mutation_p.K39R|GPR172A_uc003zce.1_Missense_Mutation_p.K39R|GPR172A_uc010mfy.1_Missense_Mutation_p.K39R|GPR172A_uc003zcf.1_Missense_Mutation_p.K39R|GPR172A_uc011llc.1_IntronNM_024531 NP_078807 Q9HAB3 RFT3_HUMAN 0GTGGTGGTCAAAGAGCTTCCA0.647

+ 7 2525KANK1_uc003zgm.2_Missense_Mutation_p.R626W|KANK1_uc003zgn.1_Missense_Mutation_p.R626W|KANK1_uc003zgo.1_Missense_Mutation_p.R626W|KANK1_uc003zgp.1_Missense_Mutation_p.R626W|KANK1_uc003zgq.2_Missense_Mutation_p.R468W|KANK1_uc003zgr.1_Missense_Mutation_p.R468W|KANK1_uc003zgs.1_Missense_Mutation_p.R468WNM_015158 NP_055973 Q14678 KANK1_HUMAN 4CAAAGAAGTGCGGTCTATCGG0.537

- 28 3305UBAP2_uc011loc.1_Missense_Mutation_p.F973L|UBAP2_uc011lod.1_Missense_Mutation_p.F797L|UBAP2_uc011loe.1_Missense_Mutation_p.F819L|UBAP2_uc003ztn.1_Missense_Mutation_p.F303L|UBAP2_uc003zto.1_Missense_Mutation_p.F303L|UBAP2_uc003ztp.1_Missense_Mutation_p.F303LNM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3AGATGTGTAGGAATGGTGGGG0.652

+ 15 1923RECK_uc003zyw.2_Missense_Mutation_p.R485C|RECK_uc003zyx.2_RNANM_021111 NP_066934 O95980 RECK_HUMAN 3GTGCTCTACCCGCCTTTGCCT0.473

+ 4 870ZCCHC7_uc011lqh.1_5'UTR|ZCCHC7_uc011lqi.1_Missense_Mutation_p.R232W|ZCCHC7_uc010mlt.2_Missense_Mutation_p.R232WNM_032226 NP_115602 Q8N3Z6 ZCHC7_HUMAN 3ATGGACCCAGCGGTACTATTC0.368

+ 5 751 NM_015110 NP_055925 Q8IY18 SMC5_HUMAN Potential. 3GCACAAATATCACTGTGAACT0.368

- 9 1337TRPM6_uc004ajk.1_Nonsense_Mutation_p.Q362*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Nonsense_Mutation_p.Q367*|TRPM6_uc010mpd.1_Nonsense_Mutation_p.Q367*|TRPM6_uc010mpe.1_IntronNM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8ATTAGAATTTGGAAAAGGTGC0.383

+ 32 3653VPS13A_uc004akp.3_Missense_Mutation_p.M1131I|VPS13A_uc004akq.3_Missense_Mutation_p.M1131I|VPS13A_uc004aks.2_Missense_Mutation_p.M1092I|VPS13A_uc010mpo.1_5'UTRNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10TTTCTTACATGGATGCAACTG0.318

- 4 1516KIF27_uc010mpw.2_Nonsense_Mutation_p.R458*|KIF27_uc010mpx.2_Nonsense_Mutation_p.R458*NM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5CCGATTCCTCGAAATGAGGTG0.463

- 9 2126ROR2_uc004ari.1_Missense_Mutation_p.A503TNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential).|Protein kinase. 20TAGTAATCGGCGGCATACACC0.567

+ 30 3090 NM_001855 NP_001846 P39059 COFA1_HUMANNonhelical region 6 (NC6). 6AATACCCGTCCGACCACACTG0.493

- 2 131BAAT_uc004bbd.3_Missense_Mutation_p.P8SNM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3GCACTCACAGGGGTAGCTGTC0.443 rs147241373

- 2 455 uc004bbl.1_5'Flank NM_032342 NP_115718 Q9BRR3 CI125_HUMAN 0TGTAGAAGTCGGTGACAGGCC0.582

- 1 909 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1TCCGGGAGCTCGTAGTCCACG0.632

- 17 2405IKBKAP_uc004bdl.2_Missense_Mutation_p.R280C|IKBKAP_uc011lwc.1_Missense_Mutation_p.R515C|IKBKAP_uc010mtq.2_Missense_Mutation_p.R280CNM_003640 NP_003631 O95163 ELP1_HUMAN 7ATGAAAAAGCGACACCTGTCA0.408

- 38 8148SVEP1_uc010mty.2_Missense_Mutation_p.S530FNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 20. 7TGTTGGGATGGAACTTGACCA0.458

- 25 3708C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfq.2_Nonsense_Mutation_p.W1152*|C9orf84_uc010mug.2_Nonsense_Mutation_p.W1102*NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2TGGAGTCTTTCCAGTAGCTGG0.363

+ 2 319BSPRY_uc010muw.2_Missense_Mutation_p.V91INM_017688 NP_060158 Q5W0U4 BSPRY_HUMAN 1TGTGGCGGACGTCCTGCCGGG0.458

+ 7 929C9orf43_uc004bhp.2_Missense_Mutation_p.R178QNM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0GCAGGAACACGAGTAGGAACA0.473 rs148106673

+ 21 2967RGS3_uc004bhs.2_Missense_Mutation_p.E810K|RGS3_uc004bht.2_Missense_Mutation_p.E639K|RGS3_uc010muy.2_Intron|RGS3_uc004bhv.2_Missense_Mutation_p.E241K|RGS3_uc010muz.1_Missense_Mutation_p.E259K|RGS3_uc004bhw.2_Intron|RGS3_uc011lxh.1_Missense_Mutation_p.E230K|RGS3_uc004bhx.2_Missense_Mutation_p.E241K|RGS3_uc004bhy.1_Missense_Mutation_p.E230K|RGS3_uc004bhz.2_Missense_Mutation_p.E262KNM_144488 NP_652759 P49796 RGS3_HUMAN 3CAGCATGATCGAGACGGGCCA0.532

+ 6 2059COL27A1_uc004bii.2_Intron|COL27A1_uc010mvd.1_IntronNM_032888 NP_116277 Q8IZC6 CORA1_HUMANPro-rich.|Triple-helical region. 4AAAGGCCCACGATGGGGCAAA0.522

- 13 3143AKNA_uc004bin.3_Missense_Mutation_p.R250Q|AKNA_uc004bio.3_Missense_Mutation_p.R463Q|AKNA_uc004bip.3_Missense_Mutation_p.R922Q|AKNA_uc004bir.3_Missense_Mutation_p.R1003Q|AKNA_uc004bis.3_Missense_Mutation_p.R1003Q|AKNA_uc010mve.2_Missense_Mutation_p.R884Q|AKNA_uc004bit.1_5'FlankNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6TGCCCTCTGCCGGAGAGGCCC0.602

- 3 1794TNC_uc010mvf.2_Missense_Mutation_p.G478SNM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 11. 7ACACAGCGGCCGTGCTGGTGA0.587 rs149285218

- 20 3522ASTN2_uc004bjr.1_Nonsense_Mutation_p.R1137*|ASTN2_uc004bjt.1_Nonsense_Mutation_p.R1090*|ASTN2_uc004bjp.1_Nonsense_Mutation_p.R234*|ASTN2_uc004bjq.1_Nonsense_Mutation_p.R193*|ASTN2_uc011lxr.1_Nonsense_Mutation_p.R193*|ASTN2_uc011lxs.1_Nonsense_Mutation_p.R193*|ASTN2_uc011lxt.1_Nonsense_Mutation_p.R193*|ASTN2_uc004bjo.1_5'UTRNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential).|Fibronectin type-III. 9CCATGGCTTCGACCAGCTGCT0.512

+ 1 888 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMANCytoplasmic (Potential). 1ACAAAGACATGAAACGGGGCT0.363

- 7 1011PPP6C_uc010mwv.2_Missense_Mutation_p.R301C|PPP6C_uc010mww.2_Missense_Mutation_p.R242C|PPP6C_uc011lzr.1_Missense_Mutation_p.R117CNM_002721 NP_002712 O00743 PPP6_HUMAN 2TTTCCACAACGATAGCAGTAA0.403

+ 10 1948GAPVD1_uc011lzs.1_Missense_Mutation_p.S541L|GAPVD1_uc004bpp.2_Missense_Mutation_p.S541L|GAPVD1_uc004bpq.2_Missense_Mutation_p.S541L|GAPVD1_uc004bpr.2_Missense_Mutation_p.S541L|GAPVD1_uc004bps.2_Missense_Mutation_p.S541L|GAPVD1_uc010mwy.1_Missense_Mutation_p.S400LNM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4ATGCAGCTTTCGGATGGAGGA0.373 rs139685989

+ 3 177URM1_uc011may.1_Missense_Mutation_p.R39W|URM1_uc004buw.2_RNANM_030914 NP_112176 Q9BTM9 URM1_HUMAN 0AGGGGACATCCGGAACCTGCT0.527

+ 11 1034FUBP3_uc010mzd.1_Missense_Mutation_p.R249Q|FUBP3_uc004bzs.1_Missense_Mutation_p.R222QNM_003934 NP_003925 Q96I24 FUBP3_HUMAN KH 3. 1CCTCCGGATCGGTGTCAGCAT0.532

+ 4 529C9orf9_uc004cby.1_Missense_Mutation_p.L140F|C9orf9_uc004cbz.1_Missense_Mutation_p.L140FNM_018956 NP_061829 Q96E40 CI009_HUMAN p.?(1) 0CGTGGTCAGCCTCATCCCCCT0.617

+ 4 428C9orf7_uc004cec.2_Missense_Mutation_p.A67V|C9orf7_uc011mdh.1_Missense_Mutation_p.A109V|C9orf7_uc011mdi.1_Missense_Mutation_p.A67V|C9orf7_uc010nan.2_RNANM_017586 NP_060056 Q9UGQ2 FLOWR_HUMANHelical; (Potential). 0CCCAGGATGGCGGTCGTTCCC0.637

+ 3 463RXRA_uc004cfc.1_Missense_Mutation_p.V4INM_002957 NP_002948 P19793 RXRA_HUMANModulating (By similarity). 2TATGAACCCCGTCAGCAGCAG0.627 rs137938878

- 12 1731 NM_181701 NP_859052 Q6ZRP7 QSOX2_HUMAN 1AAGAGGTTGTCGCGGCCATAG0.582

+ 5 459PMPCA_uc011mdy.1_Missense_Mutation_p.A152S|PMPCA_uc010nbk.2_RNA|PMPCA_uc010nbl.2_Missense_Mutation_p.A52S|PMPCA_uc011mdz.1_Intron|PMPCA_uc004chm.1_5'FlankNM_015160 NP_055975 Q10713 MPPA_HUMAN 0CACCATGTATGCTGTGTCTGC0.577

- 4 3958SEC16A_uc004chv.3_Missense_Mutation_p.E607K|SEC16A_uc004chw.2_Missense_Mutation_p.E1217K|SEC16A_uc010nbn.2_Missense_Mutation_p.E1217KNM_014866 NP_055681 O15027 SC16A_HUMANRequired for endoplasmic reticulum localization. 0CGCTCGGGCTCGGGATAGCGG0.642

- 5 865 NM_017617 NP_060087 P46531 NOTC1_HUMAN 856CCGTATACGCGCCTGTCCACT0.622

- 1 490NDOR1_uc004clx.2_5'Flank|NDOR1_uc004clw.2_5'Flank|NDOR1_uc011mes.1_5'Flank|NDOR1_uc004cly.2_5'FlankNM_053045 NP_444273 Q969S6 TM203_HUMANHelical; (Potential). 0ACTCAGGACCGTAAGTACCCA0.602

+ 12 1571NDOR1_uc004clx.2_Missense_Mutation_p.R487H|NDOR1_uc011mes.1_Missense_Mutation_p.R480H|NDOR1_uc004cly.2_Missense_Mutation_p.R453HNM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN 0TTTGGCTGCCGCTGGCGGGAC0.597

+ 4 569TUBB2C_uc004cmg.1_Missense_Mutation_p.R10QNM_006088 NP_006079 P68371 TBB2C_HUMAN 1AGCAAGATCCGGGAGGAGTAC0.597

- 6 787 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN MYND-type. 1ACCTGGCAGCGCCCACAGATG0.607



+ 4 1084TUBBP5_uc010ncq.2_3'UTR 0CTGGTTCCCCGACAACGTAAA0.512 rs147421666

- 13 1856NCRNA00105_uc004cpv.2_Intron|NCRNA00105_uc004cpw.2_Intron|ASMTL_uc011mhe.1_Missense_Mutation_p.G506D|ASMTL_uc004cpy.1_Missense_Mutation_p.G566D|ASMTL_uc011mhf.1_Missense_Mutation_p.G524DNM_004192 NP_004183 O95671 ASML_HUMAN ASMT-like. 0CCGCTCCTTGCCTTCAGTCTG0.642

- 7 8087 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 11. 8ACCAGGTTATGATACTGCTTG0.632

+ 3 182 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN 5 AATTCTTATCCTTTTTAACAT0.353

+ 7 919GLRA2_uc010neq.2_Missense_Mutation_p.T196M|GLRA2_uc004cwe.3_Missense_Mutation_p.T196M|GLRA2_uc011mio.1_Missense_Mutation_p.T107M|GLRA2_uc011mip.1_Missense_Mutation_p.T174MNM_001118885 NP_001112357 P23416 GLRA2_HUMANExtracellular (Probable). 2GTTGGGTACACGATGAATGAC0.383

- 7 958ASB11_uc004cwo.1_Missense_Mutation_p.L299F|ASB11_uc010nes.1_RNA|ASB11_uc010net.1_Missense_Mutation_p.L303FNM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3TGGTATAGGAGGAATCGTTCG0.493 rs145057594

+ 1 161PHEX_uc011mjr.1_Translation_Start_SiteNM_000444 NP_000435 P78562 PHEX_HUMAN 3CACCAAACCACGAAAAGTGAC0.517

+ 1 2193 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3ATCTCATCTCTGCCCGGAGCC0.637

- 4 308SSX3_uc004dje.2_Missense_Mutation_p.R72C|SSX3_uc010nic.2_Missense_Mutation_p.R72CNM_021014 NP_066294 Q99909 SSX3_HUMAN KRAB-related. 0CGTTTATTACGCATGAAAGAT0.398

- 5 1038OTUD5_uc004dlt.3_Missense_Mutation_p.R321H|OTUD5_uc004dlv.2_Missense_Mutation_p.R321H|OTUD5_uc011mmp.1_Missense_Mutation_p.R104HNM_017602 NP_060072 Q96G74 OTUD5_HUMAN OTU. 1GTAGCTAACACGAATGGGTTC0.512

- 23 4030KDM5C_uc011moc.1_RNA|KDM5C_uc011mod.1_Missense_Mutation_p.R1099H|KDM5C_uc004dsa.2_Missense_Mutation_p.R1165H|uc004dsb.1_RNANM_004187 NP_004178 P41229 KDM5C_HUMAN 18CGAATTGGTGCGACGCAGCTG0.607

- 8 1292 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. 6AAGGGATACCCTGTGGCCTAG0.592

- 13 1413PFKFB1_uc010nkd.1_Missense_Mutation_p.R256W|PFKFB1_uc011mol.1_Missense_Mutation_p.R383WNM_002625 NP_002616 P16118 F261_HUMANFructose-2,6-bisphosphatase. 1GGCTTCTCCCGGTGTGTGTTC0.557

+ 4 1379EFNB1_uc004dxe.2_Missense_Mutation_p.G200DNM_004429 NP_004420 P98172 EFNB1_HUMANExtracellular (Potential). 0GGTAGTCGGGGCTCCCTGGGT0.572 rs149648624

+ 16 1830GDPD2_uc011mpk.1_Missense_Mutation_p.A578T|GDPD2_uc011mpl.1_Missense_Mutation_p.A448T|GDPD2_uc011mpm.1_Missense_Mutation_p.A448TNM_017711 NP_060181 Q9HCC8 GDPD2_HUMANCytoplasmic (Potential). 2CTTAGAAACAGCAGTGCTGCT0.537

+ 37 5403MED12_uc011mpq.1_Missense_Mutation_p.R1735H|MED12_uc004dyz.2_Missense_Mutation_p.R1735H|MED12_uc004dza.2_Missense_Mutation_p.R1582H|MED12_uc010nla.2_Missense_Mutation_p.R361HNM_005120 NP_005111 Q93074 MED12_HUMANPro-rich.|Interaction with CTNNB1 and GLI3. 4CCCCGGCCCCGCGCCTATTAC0.642

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

- 1 1012NAP1L2_uc011mqj.1_Missense_Mutation_p.E77GNM_021963 NP_068798 Q9ULW6 NP1L2_HUMANGlu-rich (acidic). 1 Gtcctcctcctcctcctcctc 0.323

+ 21 4226 NM_000052 NP_000043 Q04656 ATP7A_HUMANCytoplasmic (Potential). 0CAAGAGGATTCGGATAAATTT0.343

- 2 4825ZMAT1_uc011mrl.1_Missense_Mutation_p.R614G|ZMAT1_uc004ein.2_Missense_Mutation_p.R443G|ZMAT1_uc011mrm.1_Missense_Mutation_p.R443GNM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1TTCTCTTTCCTGTGCTTACGT0.383

+ 5 4379GPRASP1_uc004eji.3_Missense_Mutation_p.R1193Q|GPRASP1_uc010nod.2_Missense_Mutation_p.R1193QNM_014710 NP_055525 Q5JY77 GASP1_HUMANOPRD1-binding. 2GATTTCATTCGAGATTCAGGT0.368

+ 13 2484CXorf57_uc004emj.3_Missense_Mutation_p.R681QNM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3GAAGATATTCGAACATCTCAA0.398

- 23 1989COL4A6_uc004env.3_Missense_Mutation_p.P628L|COL4A6_uc011msn.1_Missense_Mutation_p.P628L|COL4A6_uc010npk.2_Missense_Mutation_p.P628LNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8AAGCCCACGGGGTCCAGGAAG0.547

- 22 1731COL4A6_uc004env.3_Missense_Mutation_p.G542E|COL4A6_uc011msn.1_Missense_Mutation_p.G542E|COL4A6_uc010npk.2_Missense_Mutation_p.G542ENM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CCCCTTCTTTCCTTTGGGTCC0.512

- 8 2020_2021GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANProtein kinase.|Cytoplasmic (Potential). 8CTTAAGGTCTCCAAAATCTCCA0.376

- 8 2011GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANProtein kinase.|Cytoplasmic (Potential). 8CCAAAATCTCCAAGGGAGAAC0.373

+ 2 665TMEM164_uc004eol.2_Intron|TMEM164_uc010npq.2_Missense_Mutation_p.V116INM_032227 NP_115603 Q5U3C3 TM164_HUMANHelical; (Potential). 3CACCAAGACCGTCATCTACCT0.522

+ 3 464 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1ACGAAATCATCATCTACCATG0.468

- 1 390 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0CCGCAGGCACCATGTCGCTGC0.751

- 1 387 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0CAGGCACCATGTCGCTGCTGT0.741

+ 7 701OCRL_uc004eur.2_Missense_Mutation_p.P179LNM_000276 NP_000267 Q01968 OCRL_HUMAN 4GAACCCCCACCTCCACCCTTT0.348

+ 15 1750OCRL_uc004eur.2_Missense_Mutation_p.A529TNM_000276 NP_000267 Q01968 OCRL_HUMAN 4GCCTGTTAGCGCCCTCTTCCA0.393

+ 9 4480BCORL1_uc004evc.1_Missense_Mutation_p.G292SNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN ANK 1. 7TGACAATGCTGGCTACACAGC0.567

- 1 427 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMAN Potential. 1CATGGAAAGACGGCACAGGCC0.582

+ 2 586FAM122C_uc010nru.1_Missense_Mutation_p.R97C|FAM122C_uc004exw.2_Missense_Mutation_p.R61C|FAM122C_uc004exx.2_RNA|FAM122C_uc011mvq.1_RNA|FAM122C_uc004exy.1_Missense_Mutation_p.R61CNM_138819 NP_620174 Q6P4D5 F222C_HUMAN 0TAGGAATCGACGCTCTCTGGT0.303

+ 1 1527 NM_003413 NP_003404 O60481 ZIC3_HUMANC2H2-type 3.|Nuclear localization signal. 3ATCTTTGCCCGTTCTGAGAAC0.582

+ 17 2020FMR1_uc004fcj.2_Missense_Mutation_p.R571C|FMR1_uc004fck.3_Missense_Mutation_p.R565C|FMR1_uc004fcl.3_Missense_Mutation_p.R451C|FMR1_uc011mxa.1_Missense_Mutation_p.R241CNM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3GGGTAAAGATCGTAACCAGAA0.433

+ 21 4345AFF2_uc004fcq.2_Missense_Mutation_p.S1279N|AFF2_uc004fcr.2_Missense_Mutation_p.S1250N|AFF2_uc011mxb.1_Missense_Mutation_p.S1254N|AFF2_uc004fcs.2_Missense_Mutation_p.S1254N|AFF2_uc011mxc.1_Missense_Mutation_p.S930NNM_002025 NP_002016 P51816 AFF2_HUMAN 5CAGCACAGCAGCATGACCAAT0.498

- 4 724HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|TMEM185A_uc011mxp.1_Missense_Mutation_p.R79K|TMEM185A_uc004fdo.2_Intron|TMEM185A_uc004fdp.3_Missense_Mutation_p.R55KNM_032508 NP_115897 Q8NFB2 T185A_HUMAN 1CTCTAGTGACCTGTCATGTCG0.328

+ 3 1731MAMLD1_uc011mxt.1_Missense_Mutation_p.P514L|MAMLD1_uc011mxu.1_Missense_Mutation_p.P527L|MAMLD1_uc011mxv.1_Missense_Mutation_p.P527L|MAMLD1_uc011mxw.1_Missense_Mutation_p.P479LNM_005491 NP_005482 Q13495 MAMD1_HUMAN 0GTTTCTGAGCCGGGTCCCCAG0.592

+ 2 944PNMA5_uc004fha.3_5'Flank|PNMA3_uc004fhd.2_5'FlankNM_013364 NP_037496 Q9UL41 PNMA3_HUMAN 3 gaaaagaggcggaggctgatg 0

- 16 3170 NM_005334 NP_005325 P51610 HCFC1_HUMANInteraction with ZBTB17.|Interaction with GABP2. 2GCCTAGGGTCGTGACACCTGA0.652

- 18 2317KIAA1751_uc009vkz.1_Missense_Mutation_p.E721KNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1GGCTGCTCCTCCTCCTGCTCC0.697

+ 22 4128PLCH2_uc010nyz.1_3'UTR|PLCH2_uc009vle.1_Missense_Mutation_p.G1037E|PLCH2_uc001ajj.1_3'UTR|PLCH2_uc001ajk.1_3'UTR|PLCH2_uc001ajl.1_Missense_Mutation_p.G137ENM_014638 NP_055453 O75038 PLCH2_HUMAN 5CTCCCGGGAGGGACACGGCGG0.667

- 11 1360 NM_006610 NP_006601 O00187 MASP2_HUMANPeptidase S1. 4TTTTGCCCTCCATATATACGC0.448

+ 13 1557TNFRSF8_uc010obc.1_Splice_Site_p.T334_splice|TNFRSF8_uc001atr.2_Splice_Site|TNFRSF8_uc001ats.2_Splice_SiteNM_001243 NP_001234 P28908 TNR8_HUMAN 5GAGCTCAACGGTAAGTACCCC0.577

+ 50 10145VPS13D_uc001atw.2_Missense_Mutation_p.T3310M|VPS13D_uc001atx.2_Missense_Mutation_p.T2522MNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5CACAGCTGCACGATGAGAATC0.483



+ 3 1466 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3TGCTGTCAGGGTGGATTTATT0.498

+ 4 1385 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0TGTCAATTGGGAGATCTTCAC0.572

+ 3 350_351 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMAN Leu-rich. 2CAGTGGGCCTCCCTGGAAACGG0.678

- 2 412ARHGEF19_uc009voo.1_5'Flank|ARHGEF19_uc001ayb.1_5'FlankNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3CCGCATCCCCCCGCTGGTGAT0.682

+ 7 1452IGSF21_uc001bav.1_Missense_Mutation_p.D178NNM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 2. 4CCGGGTAGGGGACACAGTGAG0.582

+ 1 65CNKSR1_uc010oex.1_RNA|CNKSR1_uc001blm.3_Missense_Mutation_p.P3S|CNKSR1_uc009vsd.2_5'UTR|CNKSR1_uc009vse.2_5'UTR|CNKSR1_uc001blo.2_5'FlankNM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2GGCCATGGAACCGGTAGAGAC0.637

- 11 1662FGR_uc001boi.2_Missense_Mutation_p.E209Q|FGR_uc001bok.2_Missense_Mutation_p.E506Q|FGR_uc001bol.2_Missense_Mutation_p.E506Q|FGR_uc001bom.2_Missense_Mutation_p.E506QNM_005248 NP_005239 P09769 FGR_HUMAN Protein kinase. 2TGCAGGTACTCGAAGGTAGGC0.627

- 5 514NKAIN1_uc001bsn.2_Missense_Mutation_p.V126L|NKAIN1_uc010ogc.1_Missense_Mutation_p.V99LNM_024522 NP_078798 Q4KMZ8 NKAI1_HUMANCytoplasmic (Potential). 1TCCAGGAACACTTTGCTCACG0.627

+ 7 1170ADC_uc001bws.2_Missense_Mutation_p.V195M|ADC_uc009vue.2_Missense_Mutation_p.V195M|ADC_uc001bwt.1_Missense_Mutation_p.V100M|ADC_uc001bwu.2_Missense_Mutation_p.V100M|ADC_uc001bwv.2_Missense_Mutation_p.V100M|ADC_uc001bww.2_Missense_Mutation_p.V100M|ADC_uc001bwx.1_Missense_Mutation_p.V172M|ADC_uc001bwz.1_Missense_Mutation_p.V195M|ADC_uc009vuf.1_Intron|ADC_uc001bwy.1_Missense_Mutation_p.V44M|ADC_uc009vug.2_Missense_Mutation_p.V195MNM_052998 NP_443724 Q96A70 ADC_HUMAN 2GGTGGTGGGTGTGAGGTGAGC0.557

- 3 576EPHA10_uc001cbw.3_Missense_Mutation_p.G164SNM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANExtracellular (Potential). 8CCCAGGTCGCCCTGCGTGAAG0.687

+ 5 785 NM_005857 NP_005848 O75844 FACE1_HUMAN 0TATTAAAATTGGGGGTGACTA0.348

- 6 691FOXJ3_uc001chf.2_Nonsense_Mutation_p.R127*|FOXJ3_uc001chg.2_Nonsense_Mutation_p.R127*|FOXJ3_uc001chh.1_Nonsense_Mutation_p.R127*NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN Fork-head. 2AGATTATGTCGTATGGAATTC0.313

+ 4 528CCDC30_uc001chm.2_5'UTR|CCDC30_uc001chn.2_Intron|CCDC30_uc010oju.1_RNA|CCDC30_uc001chp.2_IntronNM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0AGAGACAGAGGAACTCTGGTA0.299

+ 7 1135 NM_004559 NP_004550 P67809 YBOX1_HUMAN 5TGAGCAGGGCGGGGCTGAGTA0.542

- 5 737SLC6A9_uc009vxe.2_Missense_Mutation_p.G38D|SLC6A9_uc010okm.1_Missense_Mutation_p.G109D|SLC6A9_uc001clm.2_Missense_Mutation_p.G128D|SLC6A9_uc009vxd.2_RNA|SLC6A9_uc010okn.1_Missense_Mutation_p.G113D|SLC6A9_uc001cln.2_Missense_Mutation_p.G109D|SLC6A9_uc010oko.1_5'UTR|SLC6A9_uc010okp.1_RNANM_201649 NP_964012 P48067 SC6A9_HUMAN 0CATACCATAGCCCACTCCTGC0.478

+ 10 1348CYP4B1_uc001cqn.3_Missense_Mutation_p.P423S|CYP4B1_uc009vym.2_Missense_Mutation_p.P408S|CYP4B1_uc010omk.1_Missense_Mutation_p.P259SNM_000779 NP_000770 P13584 CP4B1_HUMAN 2ATGGCCCGACCCTGAGGTACC0.582

- 4 1208TAL1_uc009vyq.2_5'UTR|TAL1_uc001cqy.2_Missense_Mutation_p.R211CNM_003189 NP_003180 P17542 TAL1_HUMANHelix-loop-helix motif. 1ATCAGCTTGCGGAGCTCGGCA0.567

- 5 498MAGOH_uc010ont.1_Missense_Mutation_p.I100TNM_002370 NP_002361 P61326 MGN_HUMAN 0GTGTAATCCAATAAGACTGAA0.378

- 5 1627 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMANBipartite nuclear localization signal (Potential). 1ACCTTCTTACGCACCTGCTGC0.637 rs59283679

- 2 558 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2ATGGCTTCCTCGTGAGTTGGT0.522

- 11 1844uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.K336RNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5TTCACTCTCTTTTTCAGGGTC0.403

- 10 1690uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.E285KNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5AAAGTATTTTCCTGGTCGTCT0.358

- 27 4218 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12GCCAGGAAGTCCTTGTGGCTG0.607

- 1 96OLFM3_uc001dug.2_Intron|OLFM3_uc001duh.2_Intron|OLFM3_uc001dui.2_Intron|OLFM3_uc001duj.2_Intron|OLFM3_uc001due.2_RNANM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3AGCACAGCGCCAAGCTTCAGC0.547

- 40 3380COL11A1_uc001duk.2_Missense_Mutation_p.G217E|COL11A1_uc001dum.2_Missense_Mutation_p.G1033E|COL11A1_uc001dun.2_Missense_Mutation_p.G982E|COL11A1_uc009weh.2_Missense_Mutation_p.G905ENM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TCCTGCTGGTCCATCTTTCCC0.378

+ 7 4763 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|Laminin G-like 1. 8CAATGGCACCGTGCCTGGTAT0.627 rs144272839

- 8 1324PHTF1_uc001edn.2_Missense_Mutation_p.R291H|PHTF1_uc001edm.2_Missense_Mutation_p.R48H|PHTF1_uc001edo.1_Missense_Mutation_p.R48HNM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1CACACTCCTACGCAATAATAT0.413

+ 8 1832MAN1A2_uc009whg.1_Missense_Mutation_p.R161CNM_006699 NP_006690 O60476 MA1A2_HUMANLumenal (Potential). 0GAAAATGGATCGTCCAAATGG0.333

+ 9 994NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.F306L|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Missense_Mutation_p.F237L|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Missense_Mutation_p.F237L|NBPF9_uc010oyg.1_Missense_Mutation_p.F271L|NBPF9_uc009wii.1_Missense_Mutation_p.F35LNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0AACAGCAGTTCAGAAACCTCA0.468

+ 2 231NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Missense_Mutation_p.L66V|NOTCH2NL_uc010oyh.1_RNA|NBPF10_uc001emq.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GTGTAAAGACCTCATAAAATT0.527

+ 78 9695NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.E518DNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0ATGAGAAAGAGCCTGAAGTCT0.473

+ 2 302 NM_016074 NP_057158 Q9Y3E2 BOLA1_HUMAN 1CCACGCGGTCCCGCCTGGCAG0.677

- 3 5923 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CCGGCTCTGTCTTCGTGATGG0.567

- 3 4937ASH1L_uc001fkt.2_Missense_Mutation_p.R1486H|ASH1L_uc009wqr.1_Missense_Mutation_p.R1486HNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11GTGTTTGTGACGGTGCCTGTG0.502

+ 15 1966NTRK1_uc001fqf.1_Missense_Mutation_p.G601E|NTRK1_uc009wsi.1_Missense_Mutation_p.G336E|NTRK1_uc001fqi.1_Missense_Mutation_p.G631E|NTRK1_uc009wsk.1_Missense_Mutation_p.G634ENM_002529 NP_002520 P04629 NTRK1_HUMANCytoplasmic (Potential).|Protein kinase. 17GTCGCTGCGGGGATGGTGTAC0.642

+ 11 1749USP21_uc010pkc.1_Missense_Mutation_p.I458V|USP21_uc010pkd.1_Missense_Mutation_p.I458V|USP21_uc010pkf.1_Missense_Mutation_p.I458V|PPOX_uc001fyj.2_5'Flank|PPOX_uc001fyn.2_5'Flank|PPOX_uc001fyg.2_5'Flank|PPOX_uc001fyl.2_5'Flank|PPOX_uc001fym.2_5'Flank|PPOX_uc001fyk.2_5'Flank|PPOX_uc001fyh.2_5'Flank|PPOX_uc010pkg.1_5'Flank|PPOX_uc009wuc.1_5'Flank|PPOX_uc010pkh.1_5'Flank|PPOX_uc001fyi.2_5'FlankNM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5ATTCCCTCGAATCCTCGTGCT0.398

+ 10 1364DDR2_uc001gcg.2_Missense_Mutation_p.K300RNM_001014796 NP_001014796 Q16832 DDR2_HUMANExtracellular (Potential). 6AAGATCTTTAAGGAGGTACAG0.507

+ 2 915LOC400794_uc001gdc.2_Intron|LOC400794_uc001gdd.2_Intron|LOC400794_uc009wvd.2_IntronNM_001005214 NP_001005214 Q8N7C0 LRC52_HUMANCytoplasmic (Potential). 1AGATGAGGACGAGGCCGGGAC0.572

+ 8 1827 TNN_uc010pmx.1_IntronNM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 4. 9TGACGACCAAGAGACCAGAGA0.602

+ 38 5408CACNA1E_uc009wxs.2_Nonsense_Mutation_p.W1636*|CACNA1E_uc001gox.1_Nonsense_Mutation_p.W974*|CACNA1E_uc009wxt.2_Nonsense_Mutation_p.W974*NM_000721 NP_000712 Q15878 CAC1E_HUMANEF-hand.|Cytoplasmic (Potential). 6GTCCGCGTCTGGGCAGAATAT0.602

+ 16 3105 NM_002293 NP_002284 P11047 LAMC1_HUMANLaminin EGF-like 10. 5GTGTGACATCCGCACCGGCCA0.532

- 4 341 NM_014176 NP_054895 Q9NPD8 UBE2T_HUMAN 0GTGAGAAATCGGATCTGAGGA0.343 rs149154798

- 16 2551PLEKHA6_uc009xau.1_RNANM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4GATGTCTCTGGGGGTGTCCAG0.517

- 29 5946PLXNA2_uc001hgy.2_5'FlankNM_025179 NP_079455 O75051 PLXA2_HUMANCytoplasmic (Potential). 3TCTGTGTCATGGATGCTGTGC0.572

+ 12 2449 NM_016343 NP_057427 P49454 CENPF_HUMAN Potential. 13CTTGCATGCCGAATATGAGAG0.428

+ 11 1282KCTD3_uc001hkt.2_Missense_Mutation_p.L330F|KCTD3_uc010pub.1_Missense_Mutation_p.L228F|KCTD3_uc009xdn.2_Missense_Mutation_p.L82FNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN WD 3. 3ATTCCTTCTGCTTGGATGTAA0.308

+ 8 831SPATA17_uc009xdr.1_RNA|SPATA17_uc001hli.2_Missense_Mutation_p.D269NNM_138796 NP_620151 Q96L03 SPT17_HUMAN 1AGAACCAATCGATGAGTTAAA0.468



- 5 704TAF1A_uc001hni.1_Missense_Mutation_p.R58Q|TAF1A_uc001hnj.2_Missense_Mutation_p.R172Q|TAF1A_uc001hnk.2_Missense_Mutation_p.R58Q|TAF1A_uc010pur.1_Missense_Mutation_p.R172QNM_139352 NP_647603 Q15573 TAF1A_HUMAN 0TAATATTTCCCGGGAAGACGT0.383 rs145721552

- 2 1211AGT_uc009xfe.2_Missense_Mutation_p.L235F|AGT_uc009xff.2_Missense_Mutation_p.L207FNM_000029 NP_000020 P01019 ANGT_HUMAN 0GAGCGTGGGAGGACCACAGGG0.592

- 5 1565PCNXL2_uc009xfu.2_RNA|PCNXL2_uc009xfv.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2TCGGGACAGGGAACACCTCCT0.577

+ 1 538OR2L13_uc001ids.2_IntronNM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMANExtracellular (Potential). 2CTTCTGTGATGTCCCAGCAAT0.473

+ 1 905OR2L13_uc001ids.2_IntronNM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMANCytoplasmic (Potential). 2GCCCTGACACGAGTGAGTCAG0.473

+ 1 28 OR2L13_uc001ids.2_IntronNM_001004491 NP_001004491 Q8NG84 O2AK2_HUMANExtracellular (Potential). 2 catctCCTTTGATATTTTGGT0.189

+ 1 120 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANHelical; Name=1; (Potential). 3TGGCCTTCATGGGAAACTCTG0.522

+ 1 571 NM_017504 NP_059974 Q96R27 OR2M4_HUMANExtracellular (Potential). 2ATCCTGCACAGAAACATCTGC0.408

- 1 47 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMANExtracellular (Potential). 3GGTGTGGTTAAAGAGTCCTAG0.448

- 5 667ZNF692_uc001iez.1_5'Flank|ZNF692_uc001ifa.1_5'UTR|ZNF692_uc001ifb.1_5'UTR|ZNF692_uc001ifd.1_Missense_Mutation_p.R167K|ZNF692_uc001ife.1_RNA|ZNF692_uc001iff.1_Missense_Mutation_p.R167K|ZNF692_uc010pzr.1_Missense_Mutation_p.R172KNM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0CTCTTGAGTCCTCTCATCATG0.507

- 7 736PITRM1_uc001igr.1_Missense_Mutation_p.T267M|PITRM1_uc001igt.1_Missense_Mutation_p.T267M|PITRM1_uc009xhv.1_5'Flank|PITRM1_uc001igu.1_Missense_Mutation_p.T259M|PITRM1_uc010qai.1_Missense_Mutation_p.T238M|PITRM1_uc001igw.1_Missense_Mutation_p.T267ME7ES23 E7ES23_HUMAN 1ATTACCGTACGTGAAGAACCT0.393

+ 7 2716 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN PHD-type. 1AGAAGAGATGCAGTGGTTCTG0.507

+ 6 1671KIAA1217_uc001irs.2_Missense_Mutation_p.A343E|KIAA1217_uc001irt.3_Missense_Mutation_p.A423E|KIAA1217_uc010qcy.1_Missense_Mutation_p.A423E|KIAA1217_uc010qcz.1_Missense_Mutation_p.A423E|KIAA1217_uc001irv.1_Missense_Mutation_p.A273E|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.A141E|KIAA1217_uc001irz.2_Missense_Mutation_p.A141E|KIAA1217_uc001irx.2_Missense_Mutation_p.A141E|KIAA1217_uc001iry.2_Missense_Mutation_p.A141ENM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7CACATCATTGCATATCACCGC0.507

+ 5 581ZEB1_uc001ivr.3_5'UTR|ZEB1_uc010qee.1_5'UTR|ZEB1_uc010qef.1_5'UTR|ZEB1_uc009xlh.1_RNA|ZEB1_uc009xli.1_RNA|ZEB1_uc009xlj.1_Missense_Mutation_p.P99L|ZEB1_uc010qeg.1_Missense_Mutation_p.P32L|ZEB1_uc009xlk.1_5'UTR|ZEB1_uc001ivt.3_5'UTR|ZEB1_uc001ivu.3_Missense_Mutation_p.P174L|ZEB1_uc001ivv.3_Missense_Mutation_p.P153L|ZEB1_uc010qeh.1_Missense_Mutation_p.P106L|ZEB1_uc009xll.2_RNA|ZEB1_uc009xlm.1_RNA|ZEB1_uc009xln.1_RNA|ZEB1_uc009xlo.1_Missense_Mutation_p.P156L|ZEB1_uc009xlp.2_Missense_Mutation_p.P157LNM_030751 NP_110378 P37275 ZEB1_HUMAN C2H2-type 1. 5CTCACCTGTCCATATTGTGAT0.318

+ 18 2515BICC1_uc001jkj.1_Missense_Mutation_p.R480CNM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4CAGCCCTAAGCGTAAACAAAA0.433

+ 12 2244MYPN_uc001jnn.3_Missense_Mutation_p.E412K|MYPN_uc001jno.3_Missense_Mutation_p.E687K|MYPN_uc009xpt.2_Missense_Mutation_p.E687K|MYPN_uc010qit.1_Missense_Mutation_p.E393K|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMAN 5ATCTCCTAAGGAGTTTCCTTT0.453

+ 1 100GPR120_uc010qnu.1_Missense_Mutation_p.R15HNM_181745 NP_859529 Q5NUL3 O3FA1_HUMANExtracellular (Potential). 0GCGCCCTTGCGCAGCCTGGAG0.701

- 13 1484SLIT1_uc009xvh.1_Missense_Mutation_p.S421FNM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 11. 4GTCATACAGGGAGAGCAGTGA0.587

- 16 2001RRP12_uc009xvl.2_5'Flank|RRP12_uc009xvm.2_Missense_Mutation_p.Q339R|RRP12_uc010qou.1_Missense_Mutation_p.Q560R|RRP12_uc009xvn.2_Missense_Mutation_p.Q521RNM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3GACCCTTACCTGCCACTGGAG0.592

- 18 1868MMS19_uc009xvs.2_Missense_Mutation_p.Q133R|MMS19_uc009xvt.2_Missense_Mutation_p.Q292R|MMS19_uc001knr.2_Missense_Mutation_p.Q389R|MMS19_uc010qox.1_Missense_Mutation_p.Q526R|MMS19_uc001knt.2_Missense_Mutation_p.Q548R|MMS19_uc001knu.1_RNANM_022362 NP_071757 Q96T76 MMS19_HUMAN 0CCGGGAGCATTGGGTGGGCTC0.527

- 4 688PDZD7_uc001ksn.2_Missense_Mutation_p.R158HNM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN PDZ 1. 3CATGTGCAGGCGGCTGCTGCT0.627

- 4 773SORCS1_uc001kyl.2_Missense_Mutation_p.L255F|SORCS1_uc009xxs.2_Missense_Mutation_p.L255F|SORCS1_uc001kyn.1_Missense_Mutation_p.L255F|SORCS1_uc001kyo.2_Missense_Mutation_p.L255FNM_052918 NP_443150 Q8WY21 SORC1_HUMANLumenal (Potential). 2AGCTGATCAATAAACTGCTCT0.388

+ 12 1186ACSL5_uc001kzt.2_Missense_Mutation_p.P349S|ACSL5_uc001kzu.2_Missense_Mutation_p.P405S|ACSL5_uc009xxz.2_Missense_Mutation_p.P349S|ACSL5_uc010qrj.1_Missense_Mutation_p.P131SNM_203379 NP_976313 Q9ULC5 ACSL5_HUMANCytoplasmic (Potential). 3CACATTGTTTCCCGCGGTGCC0.507

- 19 3422_3423EIF3A_uc010qsu.1_Missense_Mutation_p.M1059L|EIF3A_uc009xzg.1_Missense_Mutation_p.M132LNM_003750 NP_003741 Q14152 EIF3A_HUMAN17.|Asp-rich.|25 X 10 AA approximate tandem repeats of [DE]-[DE]-[DE]-R-[SEVGFPILV]-[HPSN]- [RSW]-[RL]-[DRGTIHN]-[EPMANLGDT].0TCATCATCCATGCCTCGCCTGG0.629

+ 6 1247 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0GACAGGCCAAAGGTAGGCAAG0.537

- 1 332 NM_152311 NP_689524 Q8NCR9 CLRN3_HUMAN 1CTCTCCCCACGAAAAAGTCCG0.383

+ 5 609 NM_002412 NP_002403 P16455 MGMT_HUMAN 2AGGACTGGCCGTGAAGGAATG0.667

- 4 734STK32C_uc001lld.1_Nonsense_Mutation_p.C81*|STK32C_uc010quu.1_Nonsense_Mutation_p.C211*|STK32C_uc009ybc.1_Nonsense_Mutation_p.C81*|STK32C_uc009ybd.1_Nonsense_Mutation_p.C81*|STK32C_uc001llb.2_5'UTR|STK32C_uc001llc.1_RNANM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5GTGCCATCTCGCAGATGTACA0.632

+ 3 578 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN p.G168G(1) 1CCATGAGCGCGGTGGGGTTGG0.716

- 2 230 CTSD_uc009yda.1_RNANM_001909 NP_001900 P07339 CATD_HUMAN 0ATGGTCCGGCGGATGGACGTG0.617

+ 2 1063 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANCytoplasmic (Potential). 4GCGCATCCTTCGACTTTTCCA0.463

- 1 368 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMANHelical; Name=1; (Potential). 1AGTGATATTTCCAACAACAGC0.522

- 1 77 NM_000518 NP_000509 P68871 HBB_HUMAN 1TAACGGCAGACTTCTCCTCAG0.507 rs35198910

+ 1 712HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANCytoplasmic (Potential). 1TGAGCGACTCCGTGCCCTCAA0.488

+ 2 664SYT9_uc001mfd.2_RNA|SYT9_uc009yfi.2_RNANM_175733 NP_783860 Q86SS6 SYT9_HUMANCytoplasmic (Potential). 3CACCCAGACGGGGATCCAGGA0.602

- 2 806 NM_198516 NP_940918 Q6P9A2 GLTL4_HUMANLumenal (Potential). 0AGGGGCAGGCGGTCGCTGAGG0.657

+ 18 2012ARNTL_uc001mko.2_Missense_Mutation_p.P491L|ARNTL_uc001mkp.2_Missense_Mutation_p.P534L|ARNTL_uc001mkq.2_Missense_Mutation_p.P534L|ARNTL_uc001mks.2_Missense_Mutation_p.P492L|ARNTL_uc001mkt.2_Missense_Mutation_p.P535L|ARNTL_uc001mku.2_RNA|ARNTL_uc001mkw.2_Missense_Mutation_p.P492L|ARNTL_uc001mkx.2_Missense_Mutation_p.P533L|ARNTL_uc001mky.2_Missense_Mutation_p.P73LNM_001178 NP_001169 O00327 BMAL1_HUMAN 0GCCTCTTCTCCAGGAGGCAAG0.498

- 9 1410PTPN5_uc001mpb.2_Missense_Mutation_p.R295W|PTPN5_uc001mpc.2_Missense_Mutation_p.R327W|PTPN5_uc001mpe.2_Missense_Mutation_p.R295W|PTPN5_uc010rdj.1_Missense_Mutation_p.R271W|PTPN5_uc001mpf.2_Missense_Mutation_p.R303W|PTPN5_uc010rdk.1_Missense_Mutation_p.R272WNM_006906 NP_008837 P54829 PTN5_HUMANTyrosine-protein phosphatase. 2GTTTTGTACCGGTTCTTCCGC0.577

- 5 610 NM_003476 NP_003467 P50461 CSRP3_HUMANLIM zinc-binding 2. 0CAATAAAGTTCCCCATCTTTG0.478

- 12 2669E2F8_uc009yhv.2_RNA|E2F8_uc001mpn.3_Missense_Mutation_p.P716LNM_024680 NP_078956 A0AVK6 E2F8_HUMAN 1AGCGAGAGCCGGGCTGTTCCC0.527

- 10 1893E2F8_uc009yhv.2_Intron|E2F8_uc001mpn.3_Missense_Mutation_p.Q457HNM_024680 NP_078956 A0AVK6 E2F8_HUMAN 1CTTTCACTTTCTGTCTGGATT0.473

- 2 361ELF5_uc001mvp.1_Missense_Mutation_p.P34L|ELF5_uc009ykd.1_Missense_Mutation_p.P34L|ELF5_uc001mvq.1_Missense_Mutation_p.P34LNM_198381 NP_938195 Q9UKW6 ELF5_HUMAN PNT. 1CTCAAAGGCAGGGTAGTACTC0.552

+ 2 376ZFP91-CNTF_uc010rkm.1_RNANM_000614 NP_000605 P26441 CNTF_HUMAN 1GTGCATTTTACCCCAACCGAA0.483

+ 4 379uc001nng.1_Intron|GLYATL1_uc001nnh.1_Intron|GLYATL1_uc001nni.1_Missense_Mutation_p.M1I|GLYATL1_uc001nnj.1_Missense_Mutation_p.M1IQ969I3 GLYL1_HUMAN 1CCCACAGAATGATCCTACTGA0.433

- 6 942SLC22A8_uc001nwn.1_Missense_Mutation_p.S60F|SLC22A8_uc001nwp.2_Missense_Mutation_p.S269F|SLC22A8_uc009yom.2_Missense_Mutation_p.S146F|SLC22A8_uc010rmm.1_Missense_Mutation_p.S178F|SLC22A8_uc009yon.2_Missense_Mutation_p.S269FNM_004254 NP_004245 Q8TCC7 S22A8_HUMANCytoplasmic (Potential). 3GGCCTTCGAGGACTTTCCAGA0.572

+ 3 824RTN3_uc001nxo.2_Intron|RTN3_uc001nxm.2_Intron|RTN3_uc001nxn.2_Missense_Mutation_p.P194S|RTN3_uc001nxp.2_Intron|RTN3_uc009yov.2_Missense_Mutation_p.P101S|RTN3_uc010rmt.1_Intron|RTN3_uc010rmu.1_IntronNM_201428 NP_958831 O95197 RTN3_HUMAN 1AGCCCAGAAACCACCTACTGA0.408

+ 8 1042SNX15_uc009ypy.2_Missense_Mutation_p.R130Q|SNX15_uc001ocj.2_Missense_Mutation_p.R130Q|SNX15_uc001ock.2_Missense_Mutation_p.R130QNM_013306 NP_037438 Q9NRS6 SNX15_HUMAN PX. 1GAGGTGACCCGACCCTTGGAG0.622



- 6 1225SLC25A45_uc009yqi.1_Missense_Mutation_p.R206H|SLC25A45_uc001odq.1_Missense_Mutation_p.R244H|SLC25A45_uc001odr.1_Missense_Mutation_p.R268H|SLC25A45_uc001ods.1_Missense_Mutation_p.R226H|SLC25A45_uc001odt.1_Missense_Mutation_p.R226HNM_001077241 NP_001070709 Q8N413 S2545_HUMANHelical; Name=6; (Potential).|Solcar 3. 0GGGAAAGGCGCGGGCACTGTT0.617

- 6 1325RIN1_uc010roy.1_Missense_Mutation_p.Q93E|RIN1_uc009yrd.1_Missense_Mutation_p.Q93E|RIN1_uc010roz.1_Missense_Mutation_p.Q295E|RIN1_uc010rpa.1_Missense_Mutation_p.Q295ENM_004292 NP_004283 Q13671 RIN1_HUMANRas and 14-3-3 protein binding region. 3CGGATGCCCTGCAGCTCCTGG0.711

+ 11 1045NADSYN1_uc001oqo.2_Missense_Mutation_p.L47F|NADSYN1_uc001oqp.2_5'UTRNM_018161 NP_060631 Q6IA69 NADE_HUMAN 2GGACTTTGCCCTCTCGTGCCA0.597

+ 11 4247 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0GATGCACTGCGGGACCTCTCA0.657

- 6 1328GAB2_uc001ozg.2_Missense_Mutation_p.S405LNM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6GGTGCTGTCCGATCGGCCCAC0.478

+ 4 546NAALAD2_uc009yvx.2_Missense_Mutation_p.N146S|NAALAD2_uc009yvy.2_Missense_Mutation_p.N146S|NAALAD2_uc001pdd.2_Missense_Mutation_p.N146S|NAALAD2_uc001pde.2_Missense_Mutation_p.N146SNM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANExtracellular (Potential). 2AATGTTACAAATATTGTGCCA0.328

+ 4 566NAALAD2_uc009yvx.2_Missense_Mutation_p.A153S|NAALAD2_uc009yvy.2_Missense_Mutation_p.A153S|NAALAD2_uc001pdd.2_Missense_Mutation_p.A153S|NAALAD2_uc001pde.2_Missense_Mutation_p.A153SNM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANExtracellular (Potential). 2ACCATATAATGCTTTCTCAGC0.348

- 5 787CHORDC1_uc009yvz.2_Missense_Mutation_p.L107PNM_012124 NP_036256 Q9UHD1 CHRD1_HUMANInteraction with HSP90AA1 and HSP90AB1 (By similarity).0TGCTTGTTTTAGGGAGGCAGA0.279

+ 9 4996 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 15.|Extracellular (Potential). 5GTGCGCATTTCCGTCACCATG0.438

- 1 684CCDC82_uc009ywq.2_Missense_Mutation_p.D147E|CCDC82_uc001pfx.3_Missense_Mutation_p.D147E|CCDC82_uc009ywr.2_Missense_Mutation_p.D147E|CCDC82_uc009yws.2_Missense_Mutation_p.D147ENM_024725 NP_079001 Q8N4S0 CCD82_HUMAN 1TTTCCTGATCATCCTCTATTA0.318

- 1 918PGR_uc001pgi.2_Missense_Mutation_p.L59F|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_RNA|uc010rum.1_5'FlankNM_000926 NP_000917 P06401 PRGR_HUMANModulating, Pro-Rich. 4CGAGGGAAGAGTAGCCCGTCC0.647

- 8 1312 NM_178127 NP_835228 Q86XS5 ANGL5_HUMANFibrinogen C-terminal. 1CATAAAACTGGTATTTTTCTG0.274

+ 10 1620GRIA4_uc001piu.1_Missense_Mutation_p.D392N|GRIA4_uc001piw.2_Missense_Mutation_p.D392N|GRIA4_uc009yxk.1_Missense_Mutation_p.D392NNM_000829 NP_000820 P48058 GRIA4_HUMANExtracellular (Potential). 8TTACTGGAATGATATGGATAA0.358

- 3 340FAM55D_uc001ppd.2_5'UTRNM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4TTTTAGGGAATAAGGACTTTG0.398

- 2 236TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.G48ENM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN4 X 5 AA repeats of T-P-P-G-R.|Ala-rich.|1-6.|Cytoplasmic (Potential).|12 X 5 AA repeats of A-S-P-A-[GLQR].1CGGAGGTGTCCCAGCTGGAGA0.677

+ 4 794FOXR1_uc001puj.2_RNA|FOXR1_uc001puk.2_IntronNM_181721 NP_859072 Q6PIV2 FOXR1_HUMAN Fork-head. 1AGAAACAGTTCCCCCTGTGGC0.632

- 4 383THYN1_uc001qhg.2_Missense_Mutation_p.R94H|THYN1_uc001qhh.2_Missense_Mutation_p.R94H|THYN1_uc001qhi.2_Missense_Mutation_p.R94H|THYN1_uc001qhj.2_Missense_Mutation_p.R94H|THYN1_uc009zdb.2_Missense_Mutation_p.R94HNM_001037305 NP_001032382 Q9P016 THYN1_HUMAN 0CTGGTAGTTACGAACACCATC0.488

+ 6 908GLB1L3_uc010scs.1_Missense_Mutation_p.R183Q|GLB1L3_uc010sct.1_Missense_Mutation_p.R35QNM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1CAAGACCCCCGGTTACTGTTG0.567

- 19 3040KDM5A_uc001qie.1_Nonsense_Mutation_p.R893*|KDM5A_uc010sdn.1_Nonsense_Mutation_p.R852*NM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3TGCTTCAGTCGTGGTAATTCA0.468

- 12 2041CHD4_uc001qpn.2_Missense_Mutation_p.R619Q|CHD4_uc001qpp.2_Missense_Mutation_p.R623QNM_001273 NP_001264 Q14839 CHD4_HUMAN Chromo 2. 2GTTGAGGATTCGGTGGATCAT0.507

+ 12 1600 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0GAAATTAACTCTTGAACTTCA0.368

+ 2 294RIMKLB_uc009zgf.1_RNA|RIMKLB_uc001qux.2_Missense_Mutation_p.R15C|RIMKLB_uc010sgl.1_Missense_Mutation_p.R15C|RIMKLB_uc001quw.2_Missense_Mutation_p.R15CNM_020734 NP_065785 Q9ULI2 RIMKB_HUMAN 0TTTGACAGATCGTCGCATCAG0.453

- 31 4204A2M_uc001qvj.1_Missense_Mutation_p.S406F|A2M_uc009zgk.1_Missense_Mutation_p.S1214FNM_000014 NP_000005 P01023 A2MG_HUMAN 5GACACTTAGGGAGATTTGGAA0.448

+ 5 884 ETV6_uc001raa.1_5'UTRNM_001987 NP_001978 P41212 ETV6_HUMAN 250CCTCCGGTCCCCCCTGGACAA0.632

- 1 718 NM_018654 NP_061124 Q9NZD1 GPC5D_HUMANHelical; Name=7; (Potential). 0CAGACGACCGGGTCGTCCCAC0.557

- 13 4539 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12GGCACACAGGGGTTGGACTGG0.532

- 9 1231 NM_004963 NP_004954 P25092 GUC2C_HUMANExtracellular (Potential). 6GGTCACTGGACCGTCATACCC0.448

+ 25 3607PTPRO_uc001rcw.1_Missense_Mutation_p.T1117A|PTPRO_uc001rcx.1_Missense_Mutation_p.T334A|PTPRO_uc001rcy.1_Missense_Mutation_p.T334A|PTPRO_uc001rcz.1_Missense_Mutation_p.T306A|PTPRO_uc001rda.1_Missense_Mutation_p.T306ANM_030667 NP_109592 Q16827 PTPRO_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase.9ACGGACAGGAACATTCATTGC0.443

- 8 1412 NM_021957 NP_068776 P54840 GYS2_HUMAN 2CAGCTGTTTTCGCACTGCTTG0.383

+ 2 215RASSF8_uc001rgy.2_Translation_Start_Site|RASSF8_uc001rgz.2_Translation_Start_Site|RASSF8_uc009zjd.1_Translation_Start_Site|RASSF8_uc009zje.1_Translation_Start_Site|RASSF8_uc001rgw.1_RNANM_007211 NP_009142 Q8NHQ8 RASF8_HUMAN 0TGACTGGCCGGTGCACCATGG0.502

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transporter. 6 ACTTACTTATGATAAAACATA0.368

+ 22 2970LRRK2_uc001rmh.1_Missense_Mutation_p.R572K|LRRK2_uc009zjw.2_5'FlankNM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24AAGCGAAAAAGAAAAATATTA0.289

- 4 646PRICKLE1_uc001rnl.2_Missense_Mutation_p.A120V|PRICKLE1_uc010skw.1_Missense_Mutation_p.A120V|PRICKLE1_uc001rnm.2_Missense_Mutation_p.A120V|PRICKLE1_uc009zka.2_Missense_Mutation_p.A116VNM_001144881 NP_001138353 Q96MT3 PRIC1_HUMAN PET. 4ATGCATGACTGCTCTGGACAG0.522

+ 13 1648ARID2_uc001ror.2_Missense_Mutation_p.L550F|ARID2_uc009zkg.1_Missense_Mutation_p.L6F|ARID2_uc009zkh.1_Missense_Mutation_p.L177F|ARID2_uc001rou.1_5'FlankNM_152641 NP_689854 Q68CP9 ARID2_HUMANRFX-type winged-helix. 10TTCTGAATACCTCTCGACTTG0.333

+ 15 4460ARID2_uc001ror.2_Missense_Mutation_p.P1487L|ARID2_uc009zkg.1_Missense_Mutation_p.P943L|ARID2_uc009zkh.1_Missense_Mutation_p.P1114L|ARID2_uc001rou.1_Missense_Mutation_p.P821LNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10ATAGCAGTTCCCGACTCAGGA0.458

- 1 1180ADCY6_uc001rsj.3_Missense_Mutation_p.A174T|ADCY6_uc001rsi.3_Missense_Mutation_p.A174TNM_015270 NP_056085 O43306 ADCY6_HUMAN 0TGAGGGCGGGCGGGTGCGGCG0.652

- 2 490LMBR1L_uc001rtg.3_5'UTR|LMBR1L_uc001rti.3_Missense_Mutation_p.F50L|LMBR1L_uc001rtj.1_5'Flank|LMBR1L_uc009zld.1_5'UTR|LMBR1L_uc010smf.1_RNA|LMBR1L_uc009zle.1_3'UTRNM_018113 NP_060583 Q6UX01 LMBRL_HUMANLCN1-binding.|Cytoplasmic (Potential). 1CCTGTGGTGAACTCAGCAGGC0.522

- 2 1327 NM_001008223 NP_001008224 Q86Z23 C1QL4_HUMAN C1q. 0TCGTCGCCCACGTCCAGGTGC0.602

- 10 1010BIN2_uc009zlz.2_Missense_Mutation_p.E288K|BIN2_uc001ryh.2_Missense_Mutation_p.E196K|BIN2_uc010sng.1_Missense_Mutation_p.E294KNM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Potential. 1TTCTCTATTTCCTCCTCTTCT0.532

+ 27 5980 uc001rzb.1_5'Flank NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7ACCGGGAGAAAAAAGAGAGCA0.522

- 9 1654 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Tail. 1ACCCGGGCTCCACCCAGGCTG0.706

- 4 836 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 1B.|Rod. 2TCCATGGATTCCACCTTGGCC0.527

- 2 208CALCOCO1_uc010som.1_Missense_Mutation_p.R22W|CALCOCO1_uc010son.1_5'UTR|CALCOCO1_uc001seh.2_Missense_Mutation_p.R22W|CALCOCO1_uc009znd.2_Missense_Mutation_p.R22W|CALCOCO1_uc001seg.2_5'UTR|CALCOCO1_uc010soo.1_Missense_Mutation_p.R22WNM_020898 NP_065949 Q9P1Z2 CACO1_HUMANp300 KIX-binding (By similarity).|N-terminal AD (CTNNB1 binding site) (By similarity).1ATGTAGGTCCGGGCTACATTG0.527

+ 50 8607 NM_002332 NP_002323 Q07954 LRP1_HUMANLDL-receptor class A 15.|Extracellular (Potential). 22ATGAGCTGGACGTGTGACAAA0.622 rs141905136

+ 88 13934 NM_002332 NP_002323 Q07954 LRP1_HUMANCytoplasmic (Potential).|Interaction with MAFB (By similarity).22CCTACTGGACGCTGACTTTGC0.602

+ 18 2924 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3ATCAGTGGTGTCACAGAATTT0.269

- 6 639 NM_001321 NP_001312 Q16527 CSRP2_HUMAN Gly-rich. 1AGAGCCCCTGCTCCTTGGCCA0.433



+ 18 2290 NM_017988 NP_060458 Q6P3W7 SCYL2_HUMANNecessary for interaction with AP2 complex and clathrin, interaction with clathrin is necessary for its targeting to the TGN and endosomal membranes.6AGTACTTTCACTTCTGTTCCT0.393

+ 14 1501RFX4_uc001tls.2_Missense_Mutation_p.E488K|RFX4_uc001tlt.2_Missense_Mutation_p.E488K|RFX4_uc001tlv.2_Missense_Mutation_p.E385KNM_213594 NP_998759 Q33E94 RFX4_HUMANNecessary for dimerization. 1GCGGGCCAATGAGCTCATGCG0.448

- 5 1461PRDM4_uc001tmq.2_IntronNM_012406 NP_036538 Q9UKN5 PRDM4_HUMAN 2ACATCTACATGACCTGTCCCC0.468

+ 9 964USP30_uc001tnu.3_Missense_Mutation_p.C256Y|USP30_uc001tnw.3_5'FlankNM_032663 NP_116052 Q70CQ3 UBP30_HUMANCytoplasmic (Potential). 1TGTGACAACTGTACAAAGGTA0.507

+ 2 379ACACB_uc001toc.2_Missense_Mutation_p.R87QNM_001093 NP_001084 O00763 ACACB_HUMAN 8GATGCCGGTCGGCGGAGAAAC0.632

- 11 2578 NM_000620 NP_000611 P29475 NOS1_HUMAN 7CGCCTGGTCCTTCCACAGGGA0.507

+ 3 331 NM_176818 NP_789788 O43716 GATCL_HUMAN 0CCATCGCGTCGTGGAGGAGTA0.463

+ 9 1263ATP6V0A2_uc001ufq.1_Missense_Mutation_p.R339CNM_012463 NP_036595 Q9Y487 VPP2_HUMANCytoplasmic (Potential). 2GCAGGACCTGCGCCGGGCACT0.537

+ 9 1126 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6TCCCCGCCATGATGAGTGCCC0.577

- 18 2473 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1CCGTGTTGTCGGCTCAGTGCC0.652

+ 5 1574ZNF268_uc010tbv.1_Intron|ZNF10_uc001ulq.2_Missense_Mutation_p.P376LNM_015394 NP_056209 P21506 ZNF10_HUMAN 3GGAGAGAAACCCTATGAATGT0.428

+ 1 2169 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANMediates interaction with MAPRE1. 0CCATCTGCCAACCTCTATGAG0.552

+ 4 325ALOX5AP_uc010tdr.1_Missense_Mutation_p.A141VNM_001629 NP_001620 P20292 AL5AP_HUMAN Helical. 0GTTCCTGCTGCGTTTGCTGGA0.438

+ 11 4303 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64TTGCTATTTACTGATCAGCAC0.328 rs80359424

- 5 808STARD13_uc001uuu.2_Missense_Mutation_p.V220I|STARD13_uc001uuv.2_Missense_Mutation_p.V110I|STARD13_uc001uux.2_Missense_Mutation_p.V193I|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.V213INM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4CTGCTGCTGACGAGTGGGGCA0.602 rs146112751

- 2 1248ATP7B_uc010adv.2_Missense_Mutation_p.A364V|ATP7B_uc001vfx.2_Missense_Mutation_p.A364V|ATP7B_uc001vfy.2_Intron|ATP7B_uc010tgt.1_Missense_Mutation_p.A364V|ATP7B_uc010tgu.1_Missense_Mutation_p.A364V|ATP7B_uc010tgv.1_Missense_Mutation_p.A364V|ATP7B_uc010tgw.1_Missense_Mutation_p.A332VNM_000053 NP_000044 P35670 ATP7B_HUMANHMA 4.|Cytoplasmic (Potential). 3GCCGGCAATGGCAATCAGAGT0.562

+ 20 3690LMO7_uc010thv.1_Missense_Mutation_p.R928K|LMO7_uc001vjt.1_Missense_Mutation_p.R876K|LMO7_uc010thw.1_Missense_Mutation_p.R854K|LMO7_uc001vjw.1_Missense_Mutation_p.R883KNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5GAGTGGCAAAGGGCCAAACAG0.383

+ 13 1536IPO5_uc001vne.2_Missense_Mutation_p.S509P|IPO5_uc010tik.1_Missense_Mutation_p.S366P|IPO5_uc010til.1_Missense_Mutation_p.S431P|IPO5_uc001vng.1_Missense_Mutation_p.S112PNM_002271 NP_002262 O00410 IPO5_HUMAN 3ACATCTGCATTCCATTATGGT0.408

+ 1 478TNFSF13B_uc010agj.2_Missense_Mutation_p.A71TNM_006573 NP_006564 Q9Y275 TN13B_HUMANExtracellular (Potential). 0CCAGGTGGCCGCCCTGCAAGG0.662

+ 22 2575MYO16_uc010agk.1_Missense_Mutation_p.E839K|MYO16_uc001vqu.1_Missense_Mutation_p.E617K|MYO16_uc010tjh.1_Missense_Mutation_p.E329KNM_015011 NP_055826 Q9Y6X6 MYO16_HUMANMyosin head-like 1. 10CGAGCAAGTGGAATGTGTACA0.368

- 27 2107COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CGTACCTTGGGGACCTGGGAA0.542

- 12 1886TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.R508CNM_007110 NP_009041 Q99973 TEP1_HUMAN TROVE. 5AGCTGCTGACGGCTTAGGTGG0.488

- 4 774 NM_017807 NP_060277 Q9NPF4 OSGEP_HUMAN 0TCCGAGTATGCAATCACCTAA0.453

- 2 788HOMEZ_uc001wjb.2_Missense_Mutation_p.P216SNM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN 0GATTGGTAGGGGAATGCTCCA0.527

- 4 1786JPH4_uc010tnr.1_5'Flank|JPH4_uc001wkr.2_Missense_Mutation_p.R290W|JPH4_uc001wks.2_Missense_Mutation_p.R290WNM_032452 NP_115828 Q96JJ6 JPH4_HUMANCytoplasmic (Potential). 2CCGCTGCGCCGATCTGCGCGC0.637

- 3 679NOVA1_uc001wpz.2_Nonsense_Mutation_p.R121*|NOVA1_uc001wqa.2_5'UTR|NOVA1_uc001wqb.2_Nonsense_Mutation_p.R121*NM_002515 NP_002506 P51513 NOVA1_HUMAN 5GGCATTTCTCGAATTTTTTCT0.438

- 11 2806KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCAD (involved in subunit assembly) (By similarity).|Cytoplasmic (Potential).9TGGATGTCCTCTTTGAGTTCG0.512

- 11 2474KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9CCACCCTTTTCCATTTCCATT0.453

- 3 484SPTB_uc001xhr.2_Missense_Mutation_p.R144C|SPTB_uc001xhs.2_Missense_Mutation_p.R144C|SPTB_uc001xhu.2_Missense_Mutation_p.R144CNM_000347 NP_000338 P11277 SPTB1_HUMANCH 1.|Actin-binding. 11AGGACCAGGCGGTGGTTGCCA0.612

+ 2 305 NM_004094 NP_004085 P05198 IF2A_HUMAN S1 motif. 1TCCAGAAGGCGTATCCGTTCT0.403

- 7 1863HEATR4_uc010tua.1_Missense_Mutation_p.T467INM_203309 NP_976054 1TCTCTGGCTGGTGGCAATCCG0.418

- 29 4672 NM_000428 NP_000419 Q14767 LTBP2_HUMAN TB 3. 2GTGGTGTTCCGGCCCAGGACA0.662 rs150484024

+ 1 620 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3GTCTTACATGCCCCCACCTCA0.627

- 9 1791C14orf102_uc010atp.1_Missense_Mutation_p.R92H|C14orf102_uc001xyj.1_Missense_Mutation_p.R356HNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3CCTCTGGTCACGGGAACGCTC0.557 rs149932737

+ 12 2980INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.T849M|KIAA0284_uc001yps.2_Missense_Mutation_p.T825M|KIAA0284_uc001ypt.2_5'FlankNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1GAGACGGAGACGGCCCTGGCG0.677

+ 13 4020INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.P1196S|KIAA0284_uc001yps.2_Missense_Mutation_p.P1207S|KIAA0284_uc001ypt.2_5'UTRNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 ggcccccggcccccgggACAC0.552

+ 1 77RYR3_uc010bar.2_Missense_Mutation_p.E3KNM_001036 NP_001027 Q15413 RYR3_HUMANCytoplasmic (By similarity). 10AGCCATGGCCGAAGGGGGAGA0.706

+ 36 5673RYR3_uc010bar.2_Nonsense_Mutation_p.S1868*NM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10GAGTTCCGCTCACCCCCACAG0.557

+ 5 1272C15orf55_uc010ucc.1_Missense_Mutation_p.D401Y|C15orf55_uc010ucd.1_Missense_Mutation_p.D391YNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GGAGTATGTTGACATCATGGA0.587

+ 3 296TMCO5A_uc001zjv.1_Missense_Mutation_p.E65K|TMCO5A_uc010bbc.1_Missense_Mutation_p.E65KNM_152453 NP_689666 Q8N6Q1 TMC5A_HUMAN Potential. 1TGAAGAGTGGGAGAAGGAGAA0.522

+ 26 7032CASC5_uc010bbt.1_Missense_Mutation_p.V2265INM_170589 NP_733468 Q8NG31 CASC5_HUMANNecessary for kinetochore localization and for interaction with NSL1 and DSN1.5TTATCCATCTGTACCATTACC0.378

+ 4 3112 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9CGTACTGAAGCTACGCAGGGC0.552

+ 10 1592_1593CKMT1B_uc010uds.1_Missense_Mutation_p.E432K|CKMT1B_uc001zsd.3_Missense_Mutation_p.E401K|CKMT1B_uc010bdj.2_RNANM_020990 NP_066270 P12532 KCRU_HUMAN 0AACGGCGTCTGGAGAGAGGCCA0.5

- 30 4051DUOX2_uc001zun.2_Missense_Mutation_p.G1283ENM_014080 NP_054799 Q9NRD8 DUOX2_HUMANCytoplasmic (Potential).|FAD-binding FR-type. 5GTAGGTCACTCCTGGAGGTCA0.592

- 2 572 NM_138356 NP_612365 Q7M4L6 SHF_HUMAN 1CCTATGCCCCGGAGACCCTTG0.662

- 4 605 NM_003613 NP_003604 O75339 CILP1_HUMAN 7TCTGGCTTACCTGGTGGGCAG0.612

+ 15 2696DIS3L_uc002app.2_Missense_Mutation_p.R811K|DIS3L_uc010bho.2_Missense_Mutation_p.R760KNM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2TTTATACCAAGGTATGTTACA0.323



- 17 1874LOC645752_uc010umq.1_Missense_Mutation_p.N17K|uc002bcw.1_5'Flank|uc002bcx.1_5'FlankNR_027024 0GCTCCAGCAGATTCACCTGAA0.622

+ 4 1322 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7GTGGCTGACAGCCCCCGGGAC0.493

+ 6 2412SYNM_uc002buo.2_Missense_Mutation_p.F764L|SYNM_uc002buq.2_IntronNM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4CGGAGGAGTTTTCCGTCCCAT0.572

+ 1 343 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMANHelical; Name=3; (Potential). 0GATGGTGCTGCTCATAGCCAT0.453

+ 2 280PIGQ_uc010bqw.2_Missense_Mutation_p.V60M|PIGQ_uc002chm.2_Missense_Mutation_p.V60M|PIGQ_uc002chn.2_Missense_Mutation_p.V60M|PIGQ_uc010uui.1_Missense_Mutation_p.V74MNM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1CCAGGTGGGCGTGGCCGTGCT0.701

- 6 1453FBXL16_uc002cja.2_3'UTR|FBXL16_uc002cjb.2_Missense_Mutation_p.H205PNM_153350 NP_699181 Q8N461 FXL16_HUMAN LRR 6. 0GGCCAGGAGGTGCTTCAGCCC0.642

- 20 8061PKD1_uc002cot.1_Missense_Mutation_p.V2618M|PKD1_uc010bse.1_5'FlankNM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3TCGTTCAGCACGGTGACCAGG0.647

+ 11 7425_7426SRRM2_uc002crj.1_Missense_Mutation_p.P2197S|SRRM2_uc002crl.1_Missense_Mutation_p.P2293S|SRRM2_uc010bsu.1_Missense_Mutation_p.P2197SNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANAla-rich.|Ser-rich. 4CTCCCACAGCCCCAGCTGTGAA0.634

+ 11 1698A2BP1_uc010buf.1_Missense_Mutation_p.G237E|A2BP1_uc002cyr.1_Missense_Mutation_p.G236E|A2BP1_uc002cyt.2_Intron|A2BP1_uc010uxz.1_Missense_Mutation_p.G280E|A2BP1_uc010uya.1_Missense_Mutation_p.G194E|A2BP1_uc002cyv.1_Missense_Mutation_p.G237E|A2BP1_uc010uyb.1_Missense_Mutation_p.G237E|A2BP1_uc002cyw.2_Missense_Mutation_p.G257E|A2BP1_uc002cyy.2_Missense_Mutation_p.G257E|A2BP1_uc002cyx.2_Missense_Mutation_p.G257E|A2BP1_uc010uyc.1_IntronNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0AACCAGGAGGGATCTTCCATG0.488

- 1 571 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2TCCAAGTTCTGGTTCTCAGTC0.612

- 7 940TXNDC11_uc002dbg.1_Missense_Mutation_p.Y266CNM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0TGTTCCTAGGTAATCTGAAAC0.383

+ 4 746ERCC4_uc010bva.2_Missense_Mutation_p.S246LNM_005236 NP_005227 Q92889 XPF_HUMANLeucine-zipper 1. 10CATAACCCATCGCTTGAAGTG0.333

- 40 6739SMG1_uc010bwb.2_Missense_Mutation_p.G1986R|SMG1_uc010bwa.2_Missense_Mutation_p.G857R|SMG1_uc002dfo.3_Missense_Mutation_p.G424RNM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16GTGATGGTTCCGCCCACACTA0.438

- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMANInteraction with SMG8 and SMG9. 16 ccgccgccgctgcTCAGCCGA0.627

+ 3 580uc010vct.1_Intron|CD19_uc010byo.1_Missense_Mutation_p.C173YNM_001770 NP_001761 P15391 CD19_HUMANExtracellular (Potential). 3GAGCCTCCGTGTCTCCCACCG0.647

+ 8 783TGFB1I1_uc002ece.1_Missense_Mutation_p.V236I|TGFB1I1_uc010caq.1_Missense_Mutation_p.V92INM_001042454 NP_001035919 O43294 TGFI1_HUMANLIM zinc-binding 1. 0CGAGCACTTCGTTTGCGGAGG0.657

- 5 527VPS35_uc002eed.2_5'Flank|VPS35_uc002eee.2_Missense_Mutation_p.P104LNM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0ACCCCTCAAGGGATGTTGCAC0.393

+ 2 558ADCY7_uc002egb.1_Missense_Mutation_p.A97V|ADCY7_uc002egc.1_Missense_Mutation_p.A97VNM_001114 NP_001105 P51828 ADCY7_HUMANHelical; (Potential). 1AGGGCCTTGGCGCTGCTCACC0.642

- 16 2264_2265KIFC3_uc010vhw.1_Missense_Mutation_p.587_588SR>RC|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.550_551SR>RC|KIFC3_uc010vhx.1_Missense_Mutation_p.547_548SR>RC|KIFC3_uc010cdf.2_Missense_Mutation_p.550_551SR>RC|KIFC3_uc002emo.3_Missense_Mutation_p.550_551SR>RC|KIFC3_uc010vhy.1_Missense_Mutation_p.631_632SR>RC|KIFC3_uc002emq.2_Missense_Mutation_p.689_690SR>RC|KIFC3_uc010vhz.1_Missense_Mutation_p.711_712SR>RCNM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3TCCCGCAGGCGGCTGCCCTCGG0.693

+ 8 1052CES3_uc010cdz.2_Missense_Mutation_p.E327K|CES3_uc010cea.2_RNA|CES3_uc010viw.1_5'FlankNM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5AAGCCCCAAGGAACTCCTGAA0.537

- 14 2616KCTD19_uc002est.2_Splice_Site_p.W627_splice|KCTD19_uc010vjj.1_Splice_Site_p.W598_spliceNM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1GTCACACATACCCACAGCCGA0.562

+ 1 840CENPT_uc002eun.3_IntronNM_020457 NP_065190 Q96EK4 THA11_HUMAN Ala-rich. 0GTTTGCAGCCGCAGAGGGCGC0.667

+ 3 289 EDC4_uc002eut.1_3'UTRNM_198443 NP_940845 Q496H8 NRN1L_HUMAN 1TCAGGCTGTCCGGAGGAGGCA0.572

+ 8 1346DHX38_uc010vmp.1_Intron|DHX38_uc010cgn.1_RNANM_014003 NP_054722 Q92620 PRP16_HUMAN 1CATGATGGACGAGGGCTATGA0.562

- 2 3245ZFHX3_uc002fcl.2_IntronNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4AGCTCGGCCTCGGCGGGTGAG0.567

- 2 2063ZFHX3_uc002fcl.2_IntronNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Glu. 4 tcttcctcctccgcctcctct 0.318

+ 2 360 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1TTGATGGTGCGACAAGGGAAT0.443

+ 2 327PLCG2_uc010chg.1_Missense_Mutation_p.D59NNM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8CAAGACCGCTGACAAGATCGA0.627

- 4 476TAF1C_uc002fhm.2_Missense_Mutation_p.R16Q|TAF1C_uc010vnx.1_Missense_Mutation_p.R83Q|TAF1C_uc010vny.1_5'UTR|TAF1C_uc010vnz.1_5'UTR|TAF1C_uc002fho.2_5'UTR|TAF1C_uc010voa.1_Intron|TAF1C_uc002fhp.1_RNA|TAF1C_uc010vob.1_Missense_Mutation_p.R83QNM_005679 NP_005670 Q15572 TAF1C_HUMAN 1AAGCAGGTCCCGGGCAGTCAG0.672

+ 4 314USP10_uc010voe.1_Missense_Mutation_p.E62Q|USP10_uc010vof.1_Intron|USP10_uc002fij.2_5'UTRNM_005153 NP_005144 Q14694 UBP10_HUMANInteraction with p53/TP53. 0TCAGAGAATTGAGTTTGGTGT0.398

+ 3 796C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN8.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1CCGACCCCGAGGCTCTCAAGG0.711

- 11 1335SLC43A2_uc002fsu.2_Missense_Mutation_p.R420WNM_152346 NP_689559 Q8N370 LAT4_HUMAN 0TGGATCTGCCGGTCCCGCTTC0.607

- 26 4231 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6TCCCATGGCTGTATGTAGCGG0.512

- 13 1562 NM_002208 NP_002199 P38570 ITAE_HUMANFG-GAP 4.|Extracellular (Potential). 4CTCAAACACGGCCCCATGATG0.577

+ 21 2630MINK1_uc010vsk.1_Missense_Mutation_p.E783K|MINK1_uc010vsm.1_Missense_Mutation_p.E792K|MINK1_uc010vsn.1_Missense_Mutation_p.E775K|MINK1_uc010vso.1_Missense_Mutation_p.E720K|MINK1_uc010vsp.1_Missense_Mutation_p.E273KNM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6GACTCTGGACGAGGCCCCTCG0.642

- 11 1609NUP88_uc002gbn.2_5'Flank|NUP88_uc010vsx.1_Missense_Mutation_p.S528F|NUP88_uc010cle.1_Missense_Mutation_p.S527F|NUP88_uc010vsy.1_Missense_Mutation_p.S528FNM_002532 NP_002523 Q99567 NUP88_HUMAN 1CTTTTCAAAGGAATCTGGGGT0.463

- 6 841TEKT1_uc010vth.1_Missense_Mutation_p.R98QNM_053285 NP_444515 Q969V4 TEKT1_HUMAN 2GGACAGGATTCGATCCACCAG0.537

+ 4 498 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1GGAAGGGTTACCCCTGACCAT0.448

- 11 2069NEURL4_uc002ggb.1_Splice_Site_p.E688_splice|NEURL4_uc002ggc.1_Splice_Site_p.E34_spliceNM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2CCGGCCCTCACCCACGTCGTC0.642

+ 26 3472PFAS_uc010vuv.1_Missense_Mutation_p.V687M|PFAS_uc002gks.2_Missense_Mutation_p.V190MNM_012393 NP_036525 O15067 PUR4_HUMANGlutamine amidotransferase type-1. 5TTTCCGTGGCGTGGCCTTCGT0.622

- 9 1022PIK3R6_uc002glr.1_RNA|PIK3R6_uc002gls.1_IntronNM_001010855 NP_001010855 Q5UE93 PI3R6_HUMAN 0CCCCGCCGCGGGACCCAGCAG0.706

- 23 3018 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11ACCTTGTTCTCCGTGGCATGT0.393

- 34 5023 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13GCAGCCTGGCGGTTGGCATGG0.453

- 16 1892 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CAGCCAGCCGGCGATGTTGTA0.552

- 30 4172 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21CTCTGTAGCTCGGCCTTGGCT0.592

- 15 1649 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMANMyosin head-like. 21GCAGCCAGGTCCATCCCAAAG0.448

- 24 3189uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.D1021N|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TTGACTTTGTCCTCCTCTGCC0.478



+ 7 972MYOCD_uc002gno.2_Missense_Mutation_p.L225I|MYOCD_uc002gnp.1_Missense_Mutation_p.L129INM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5GAAGCAGGGGCTTGGCCCCCC0.582

+ 6 974RNF112_uc010vyv.1_Missense_Mutation_p.E259K|RNF112_uc010vyx.1_Missense_Mutation_p.E142KNM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2GCTGAGCAGGGAAACAAGGAT0.612

- 1 395ALDH3A1_uc010vzd.1_Missense_Mutation_p.P22L|ALDH3A1_uc002gwj.2_Missense_Mutation_p.P22L|ALDH3A1_uc010cqv.2_Missense_Mutation_p.P22L|ALDH3A1_uc002gwk.2_Intron|ALDH3A1_uc002gwl.1_5'FlankNM_001135168 NP_001128640 P30838 AL3A1_HUMAN 2GAACTGCAGCGGACGGGTCCT0.697

+ 2 420WSB1_uc010vzy.1_Missense_Mutation_p.R35H|WSB1_uc010vzz.1_Intron|WSB1_uc010crf.1_Intron|WSB1_uc002gze.1_Intron|WSB1_uc002gzf.1_RNANM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN WD 1. 0AAATGTGGTCGTGAAAATTGG0.403

+ 8 1518SARM1_uc010waj.1_RNA|SARM1_uc002hbe.1_Missense_Mutation_p.R28HNM_015077 NP_055892 Q6SZW1 SARM1_HUMAN 0ACGTGCGACCGCAGCAACCTG0.657

- 5 1363SARM1_uc010crl.1_3'UTR|SARM1_uc002hbe.1_3'UTR|SLC46A1_uc002hbg.1_Missense_Mutation_p.G395ENM_080669 NP_542400 Q96NT5 PCFT_HUMANHelical; (Potential). 0AAGGGGAACCCCTTCATAAAG0.562

- 2 756SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.P188S|SEZ6_uc002hdq.1_Missense_Mutation_p.P63S|SEZ6_uc010crz.1_Missense_Mutation_p.P188SNM_178860 NP_849191 Q53EL9 SEZ6_HUMANPro-rich.|Extracellular (Potential). 2ATGTCTCCAGGACCCTCTTGG0.642

- 2 337SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.P48L|SEZ6_uc002hdq.1_5'UTR|SEZ6_uc010crz.1_Missense_Mutation_p.P48LNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2TGGCTGCTCAGGTGTGGGGGC0.577

+ 13 1498TAOK1_uc010wbe.1_Missense_Mutation_p.R435Q|TAOK1_uc010wbf.1_Missense_Mutation_p.R435Q|TAOK1_uc002heb.1_Missense_Mutation_p.R261QNM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN 4TATCGTAATCGAGAACACTTT0.398

+ 1 902CCT6B_uc002hig.2_5'Flank|CCT6B_uc010ctg.2_5'Flank|CCT6B_uc010wcc.1_5'FlankNM_052857 NP_443089 Q96NB3 ZN830_HUMAN 1CACTATTTCCGAAGCCATAGT0.502

- 5 923 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2GGTCCATCCTGTACCCTTACT0.587

+ 2 224 NM_002988 NP_002979 P55774 CCL18_HUMAN 0CCCCAGTGCCCCAAGCCAGGT0.552

+ 10 1122MLLT6_uc002hqj.2_Intron|MLLT6_uc002hqk.3_5'FlankNM_005937 NP_005928 P55198 AF17_HUMAN 6GACAAGTACTCCAAGCCCACA0.602

+ 15 1796GRB7_uc002hss.2_Missense_Mutation_p.R516C|GRB7_uc010cwc.2_Missense_Mutation_p.R516C|GRB7_uc002hst.2_3'UTRNM_005310 NP_005301 Q14451 GRB7_HUMAN SH2. 5CCAGCTGAACCGCGGCATCCT0.667

- 5 959 NM_181539 NP_853517 Q7Z3Y9 K1C26_HUMAN Rod.|Coil 2. 0CGTTTTAATTCGGTCAGCTCA0.448

+ 1 284 NM_033061 NP_149050 0 tccagctgctgcaagccccag 0.199

- 1 469 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN26.|31 X 5 AA repeats of C-C-[GRQVIL]-[SPTR]- [VSTQPC].0 cagctggggcggcagcaggtg0.144 rs146088137

- 12 1566SLC4A1_uc002igg.3_Missense_Mutation_p.E473QNM_000342 NP_000333 P02730 B3AT_HUMANMembrane (anion exchange).|Helical; (Potential). 3AAGAAGGCTTCCTCAAACACC0.612

+ 14 1650NSF_uc010wke.1_Nonsense_Mutation_p.R422*|NSF_uc010wkf.1_Nonsense_Mutation_p.R422*|NSF_uc010wkg.1_Nonsense_Mutation_p.R511*NM_006178 NP_006169 P46459 NSF_HUMAN 1CCCAGTTACTCGAGTTCTAGA0.458

- 6 1045SCRN2_uc002imc.2_Missense_Mutation_p.A315T|SCRN2_uc002imf.2_Missense_Mutation_p.A307T|SCRN2_uc002ime.2_RNANM_138355 NP_612364 Q96FV2 SCRN2_HUMAN 1TCTGGCGTGGCGGTAAGAAAG0.597

+ 3 760SP2_uc002iml.2_Missense_Mutation_p.G201D|uc002imm.2_IntronNM_003110 NP_003101 Q02086 SP2_HUMAN 0GGTGGGGGCGGCAATGTGACG0.632

- 5 530 NM_002634 NP_002625 P35232 PHB_HUMAN 0TCTGTAAGGTCGTCGCTCACC0.587

+ 10 840MSI2_uc010wnm.1_Missense_Mutation_p.V201M|MSI2_uc002iva.2_Missense_Mutation_p.V219MNM_138962 NP_620412 Q96DH6 MSI2H_HUMAN 2TCCCAACTTCGTGGCGACCTA0.537

+ 1 602 NM_001004707 NP_001004707 P58180 OR4D2_HUMANHelical; Name=5; (Potential). 2CTCAAGATCTCCAACAGTGGG0.512

- 1 768SEPT4_uc010wnx.1_5'Flank|SEPT4_uc010wny.1_5'FlankNM_001038704 NP_001033793 Q8NEP4 CQ047_HUMAN 1ACTAGTAGTCGTAATTCTTTG0.512 rs142981278

- 7 970TRIM37_uc002iwz.3_Missense_Mutation_p.D176N|TRIM37_uc002ixa.3_Missense_Mutation_p.D54N|TRIM37_uc010woc.1_Missense_Mutation_p.D142NNM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7ACACGCTCATCTTTTGCATTT0.353

- 6 1737MARCH10_uc002jag.3_Missense_Mutation_p.D500G|MARCH10_uc010dds.2_Missense_Mutation_p.D538G|MARCH10_uc002jah.2_Missense_Mutation_p.D499G|uc002jaj.1_RNA|uc002jak.2_RNANM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0TCCCTCTGAGTCTGAGCTGTG0.428

- 5 734MARCH10_uc002jag.3_Nonsense_Mutation_p.Q166*|MARCH10_uc010dds.2_Nonsense_Mutation_p.Q204*|MARCH10_uc002jah.2_Nonsense_Mutation_p.Q165*NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0GGCCACTGCTGTTTCTGTCTG0.532

- 25 3575 NM_080284 NP_525023 Q8N139 ABCA6_HUMANHelical; (Potential). 7ACAAAAAAGAAGTAAAATGAC0.289

+ 7 1215 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMANHelical; (Potential). 4GATGGGTGCCGCCCTGGGTCA0.637

+ 12 1983MFSD11_uc002jtb.2_Missense_Mutation_p.P337L|MFSD11_uc010dha.2_Missense_Mutation_p.P285L|MFSD11_uc002jtc.2_Missense_Mutation_p.P337L|MFSD11_uc002jtd.3_Missense_Mutation_p.P337L|MFSD11_uc010dhb.2_Missense_Mutation_p.P285L|MFSD11_uc002jte.2_Missense_Mutation_p.P337LNM_024311 NP_077287 O43934 MFS11_HUMAN 1CCGATTGCTCCTGTTAAAGGA0.463

- 3 381LGALS3BP_uc002jwi.2_Intron|LGALS3BP_uc010dhr.2_IntronNM_005567 NP_005558 Q08380 LG3BP_HUMAN SRCR. 4GTGGCGTTCTCGAAGCCCAGG0.657 rs11548453

+ 5 1374RPTOR_uc002jys.2_Missense_Mutation_p.S190L|RPTOR_uc010wuf.1_Missense_Mutation_p.S5L|RPTOR_uc010wug.1_Missense_Mutation_p.S190LNM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6GGCAGCCCGTCGATCTTCGTC0.542

+ 29 4248RPTOR_uc010wug.1_Missense_Mutation_p.R990Q|RPTOR_uc002jyu.1_Missense_Mutation_p.R41QNM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 3. 6CGGATCGTCCGGATCTGGGAC0.627

+ 10 1283BAIAP2_uc002jyz.3_Missense_Mutation_p.T392I|BAIAP2_uc002jza.2_Missense_Mutation_p.T392I|BAIAP2_uc002jzc.2_Missense_Mutation_p.T393I|BAIAP2_uc002jzb.2_Missense_Mutation_p.T149I|BAIAP2_uc002jzd.2_Missense_Mutation_p.T392I|BAIAP2_uc002jzf.2_Missense_Mutation_p.T392I|BAIAP2_uc002jze.2_Missense_Mutation_p.T425I|BAIAP2_uc010wuh.1_Missense_Mutation_p.T314I|BAIAP2_uc002jzh.2_Missense_Mutation_p.T393I|BAIAP2_uc010wui.1_Missense_Mutation_p.T255INM_017451 NP_059345 Q9UQB8 BAIP2_HUMAN SH3. 0GACAACAGCACCCTCCTGAGC0.617

- 12 1416NPLOC4_uc002kau.3_Missense_Mutation_p.A412T|NPLOC4_uc010wur.1_Missense_Mutation_p.A251TNM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2GACTCCTTGGCGTAGCCAAGC0.493

- 23 3834MYOM1_uc002klq.2_Missense_Mutation_p.S1071FNM_003803 NP_003794 P52179 MYOM1_HUMANIg-like C2-type 3. 5GGAGAACTCGGACTTTGGAGT0.413

+ 3 519IMPA2_uc002kqo.1_5'UTR|IMPA2_uc010dlb.1_Missense_Mutation_p.P86L|IMPA2_uc002kqq.1_5'UTRNM_014214 NP_055029 O14732 IMPA2_HUMAN 2ATCATCGACCCCATCGACGGC0.562

+ 56 7254LAMA3_uc002kur.2_Missense_Mutation_p.P2334S|LAMA3_uc002kus.3_Missense_Mutation_p.P781S|LAMA3_uc002kut.3_Missense_Mutation_p.P725SNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 1. 11GGTTGCTGTCCCCATGAGGTT0.458

- 15 2468DSC3_uc002kwi.3_Missense_Mutation_p.M771INM_001941 NP_001932 Q14574 DSC3_HUMANCytoplasmic (Potential). 4CTCCATTTTTCATTCCTGATC0.443

+ 11 1402 NM_005925 NP_005916 Q16820 MEP1B_HUMANExtracellular (Potential).|MATH. 2TATAGCCCTCCATTTTACTCT0.408

+ 12 5363ASXL3_uc002kxq.2_Missense_Mutation_p.G1477RNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GCCCAGATTGGGAGCCAAGCT0.517

- 4 423 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN 3CCGGTCATATCGGTATCCCGG0.512 rs115982879

+ 25 3468KIAA1468_uc010xel.1_Missense_Mutation_p.F1085L|KIAA1468_uc002lim.2_Missense_Mutation_p.F763LNM_020854 NP_065905 Q9P260 K1468_HUMAN 6CCGAGATGAGTGTAAGTTGCA0.393

- 4 618NETO1_uc002lkx.1_Missense_Mutation_p.P111S|NETO1_uc002lky.1_Missense_Mutation_p.P112S|NETO1_uc002lkz.2_Missense_Mutation_p.P111SNM_138966 NP_620416 Q8TDF5 NETO1_HUMANCUB 1.|Extracellular (Potential). 4CCAATTATTGGAGAAAAGCCA0.373

+ 2 89 NM_002777 NP_002768 P24158 PRTN3_HUMAN 1CCTGCAGGTGCTGCCCGAGCT0.726

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463



+ 8 1195NFIC_uc002lxo.2_Missense_Mutation_p.T369M|NFIC_uc010xhh.1_Missense_Mutation_p.T369M|NFIC_uc002lxp.2_Missense_Mutation_p.T378M|NFIC_uc010xhj.1_Missense_Mutation_p.T378MNM_205843 NP_995315 P08651 NFIC_HUMAN 0TTCCCTACGACGTCCATCCTA0.647

+ 1 60CLEC4M_uc010xjv.1_Translation_Start_Site|CLEC4M_uc002mhy.2_Translation_Start_Site|CLEC4M_uc010xjw.1_Translation_Start_Site|CLEC4M_uc010dvt.2_Translation_Start_Site|CLEC4M_uc010dvs.2_Translation_Start_Site|CLEC4M_uc010xjx.1_Translation_Start_Site|CLEC4M_uc002mhz.2_Translation_Start_Site|CLEC4M_uc002mic.2_Translation_Start_Site|CLEC4M_uc002mia.2_Translation_Start_SiteNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN 1GGATCAGAGGGTGGAAAATAA0.507

- 22 2791 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 5. 11CCACACTCATCCTCATCCCAT0.647

- 3 22655 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGAACTGGAAGTTCCAACTTT0.478

- 3 11903 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TACACTGGAGGAGCTGGTAAC0.458

- 5 772 NM_015719 NP_056534 P25940 CO5A3_HUMANNonhelical region. 10TGTGGCTGCCGGTGCCAGGTT0.572

+ 6 778FAM129C_uc010xpq.1_Missense_Mutation_p.H214D|FAM129C_uc010xps.1_Missense_Mutation_p.H183D|FAM129C_uc010xpt.1_RNA|FAM129C_uc002ngy.3_5'Flank|FAM129C_uc010xpu.1_5'Flank|FAM129C_uc002ngz.3_5'Flank|FAM129C_uc010eaw.2_5'Flank|FAM129C_uc002nhb.2_5'FlankNM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0GGAGGCACAGCATGCCTGGAG0.637

+ 16 2515PIK3R2_uc002nib.1_RNA|PIK3R2_uc010ebi.1_RNANM_005027 NP_005018 O00459 P85B_HUMAN SH2 2. 6ACCAAGCACTGCGTCATCTAC0.677

- 21 2740LPAR2_uc002nnb.3_5'Flank|LPAR2_uc002nna.3_5'Flank|LPAR2_uc002nnc.3_5'Flank|GMIP_uc010xrb.1_Missense_Mutation_p.G849S|GMIP_uc010xrc.1_Missense_Mutation_p.G846SNM_016573 NP_057657 Q9P107 GMIP_HUMAN 1CTCACACCGCCCCGGGGATAC0.632

+ 4 1631 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1ACTGGAGAGAAACCCTACAAA0.358

- 5 1776ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AAGGTTTTGCCACATTCTTTA0.393

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0CCCTACAAATGTGAAGAATGT0.373

+ 5 1631CHST8_uc002nut.3_Missense_Mutation_p.R376W|CHST8_uc002nuu.2_Missense_Mutation_p.R376WNM_001127895 NP_001121367 Q9H2A9 CHST8_HUMANLumenal (Potential). 4GTTCAAGGACCGGCACTCGCA0.617

+ 10 2483 NM_014686 NP_055501 O15063 K0355_HUMAN 1ACTGACATCCCGGTTCACCAA0.463

- 8 1201ATP4A_uc010eee.1_5'FlankNM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1CTGAGTGAGAGTCCCTGTCTT0.582

+ 14 1874WDR62_uc002odd.2_Nonsense_Mutation_p.Q595*NM_173636 NP_775907 O43379 WDR62_HUMAN WD 9. 0CAGAGACATCCAGATGATCAG0.627

+ 2 140ZNF527_uc002ogf.3_Missense_Mutation_p.S10F|ZNF527_uc010xtq.1_RNA|ZNF527_uc002oge.2_Missense_Mutation_p.S10FNM_032453 NP_115829 Q8NB42 ZN527_HUMAN 2AAAGCCATGTCCCAGGTAAGC0.433

+ 20 2530ACTN4_uc002ojb.1_Missense_Mutation_p.G146DNM_004924 NP_004915 O43707 ACTN4_HUMANEF-hand 2.|2 (Potential). 0AACCATAGCGGCCTTGTGACC0.607

+ 7 723ZNF546_uc002omt.2_Missense_Mutation_p.L130SNM_178544 NP_848639 Q86UE3 ZN546_HUMAN 3TTATCTCAATTGCAGACAGGG0.313

+ 2 295CYP2A7_uc002opo.2_Intron|CYP2B7P1_uc010ehh.1_Missense_Mutation_p.S96F|CYP2B7P1_uc002opq.2_RNA 2GAGGCCTTCTCTGGCCGGGGA0.627

+ 8 1214 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3CTGAGAGACCCCAGGTTCTTC0.547 rs140896123

+ 37 7093MEGF8_uc002otm.3_Missense_Mutation_p.R1761H|MEGF8_uc002otn.3_5'UTRNM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANExtracellular (Potential). 1GGGCTGTGCCGCCCTGTGTGC0.662

- 4 1015PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_Intron|PSG8_uc002oui.2_Missense_Mutation_p.G145E|PSG8_uc002ouh.2_Missense_Mutation_p.G306E|PSG8_uc010ein.2_Missense_Mutation_p.G184E|PSG8_uc002ouj.3_Missense_Mutation_p.G88E|PSG8_uc002ouk.3_Missense_Mutation_p.G145E|PSG8_uc002oul.3_Missense_Mutation_p.G306E|PSG8_uc002oum.3_Missense_Mutation_p.G213E|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_Missense_Mutation_p.G213ENM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 2. 0TTGATAGGGTCCTGTTTCATT0.498

- 4 531ERCC1_uc002pbt.1_Missense_Mutation_p.D129N|ERCC1_uc002pbu.1_Missense_Mutation_p.D57N|ERCC1_uc002pbv.2_Missense_Mutation_p.D129NNM_001983 NP_001974 P07992 ERCC1_HUMAN 2AGCACATAGTCGGGAATTACG0.617

+ 11 1096GIPR_uc002pct.1_Missense_Mutation_p.R333W|GIPR_uc010xxp.1_Missense_Mutation_p.R297W|GIPR_uc010xxq.1_RNANM_000164 NP_000155 P48546 GIPR_HUMANCytoplasmic (Potential). 1AATGCGCTGCCGGGATTACCG0.602

- 2 445PNMAL1_uc002per.3_Missense_Mutation_p.L47FNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 agtggggagaggaccccattc 0

+ 14 3049DHX34_uc010xyo.1_Missense_Mutation_p.S32FNM_014681 NP_055496 Q14147 DHX34_HUMAN 5CTCTTTCAGTCCCTCCTGCTT0.642

- 1 150 NM_003167 NP_003158 Q06520 ST2A1_HUMAN 2CATAAGAAATCGTCCGACATG0.468

+ 4 1069FUT1_uc002pkk.2_5'Flank|FUT1_uc002pkm.1_5'Flank|FGF21_uc002pko.1_Missense_Mutation_p.P166LNM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1CGCTTCCTGCCACTACCAGGC0.692

- 6 1021PLEKHA4_uc002pkw.1_5'Flank|PLEKHA4_uc010eml.2_Missense_Mutation_p.D157GNM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3TCACTAGTCGTCCCCCTCCGC0.657

+ 17 2100POLD1_uc002psc.3_Missense_Mutation_p.R682W|POLD1_uc010enx.2_RNA|POLD1_uc010eny.2_Missense_Mutation_p.R708WNM_002691 NP_002682 P28340 DPOD1_HUMAN 2AGACCCCCTCCGGCGCCAGGT0.667

+ 25 3047 NM_004533 NP_004524 Q14324 MYPC2_HUMANFibronectin type-III 3. 1CTTATCGTGGGCAATGAATAC0.542

- 3 479KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Missense_Mutation_p.E150K|KLK15_uc002pto.2_Missense_Mutation_p.E149K|KLK15_uc010ych.1_Intron|KLK15_uc010yci.1_Missense_Mutation_p.E149K|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GTCCCAGGCTCGTTGTGGGAC0.687

- 7 946KLK5_uc002puf.2_Missense_Mutation_p.G243D|KLK5_uc002pug.2_Missense_Mutation_p.G243DNM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0CCCAGAATCACCCTGCAGgag0.343

- 3 248LIM2_uc002pwl.2_Missense_Mutation_p.M110INM_001161748 NP_001155220 P55344 LMIP_HUMANHelical; (Potential). 0CAGACAGGATCATGAAGGCCC0.587

- 5 1840ZNF836_uc010ydj.1_Missense_Mutation_p.R489QNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 10. 0ATGAATTCTCCGATGCCCCAC0.413

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0ACATGCCATCGTAGATGTCAC0.433

+ 1 788 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANExtracellular (Potential). 0ACTGGCAAATGGAGCAACAAC0.418

+ 3 284ZNF547_uc002qpm.3_Intron|ZIK1_uc002qph.2_Missense_Mutation_p.V8L|ZIK1_uc002qpi.2_Missense_Mutation_p.V50L|ZIK1_uc002qpj.2_IntronNM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN KRAB. 2CTTTGCCCTTGTAGCCTCACT0.493

+ 4 1230 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1TCCCAGACTTCCCAAGATACT0.443

+ 2 716TRIM28_uc010eut.1_Intron|TRIM28_uc002qth.1_5'FlankNM_005762 NP_005753 Q13263 TIF1B_HUMANRBCC domain. 3CAGCAAGGCTGCCACCGACGC0.577

- 3 542ADAM17_uc010ewy.2_Missense_Mutation_p.V120A|ADAM17_uc010ewz.2_Intron|ADAM17_uc010exb.1_Missense_Mutation_p.V120A|ADAM17_uc002qzv.2_Missense_Mutation_p.V120ANM_003183 NP_003174 P78536 ADA17_HUMAN 2ATACTAACCAACCACGTGTCC0.438

+ 31 5696GREB1_uc002rbp.1_Missense_Mutation_p.P797LNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1ATCTGTGCCCCGGACAGCAAG0.652 rs34299689

+ 4 554SMC6_uc010exo.2_Intron|GEN1_uc010yjs.1_Missense_Mutation_p.Y161N|GEN1_uc002rcu.2_Missense_Mutation_p.Y161NNM_182625 NP_872431 Q17RS7 GEN_HUMAN I-domain. 8TACTTTCCTTTATGGGGCCCA0.408

+ 8 1621PLEKHH2_uc002rte.3_Missense_Mutation_p.S513F|PLEKHH2_uc002rtf.3_Missense_Mutation_p.S512FNM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN 3GGATTATTTTCCTATGACTCC0.458

- 1 19TTC31_uc002sls.2_Intron|TTC31_uc010yrv.1_Intron|TTC31_uc002slt.2_Intron|TTC31_uc002slu.2_Intron|CCDC142_uc002slo.2_RNA|CCDC142_uc002slq.2_Translation_Start_Site|CCDC142_uc002slp.2_Translation_Start_SiteNM_032779 NP_116168 Q17RM4 CC142_HUMAN 1TGGTCTGAACGTTTCGAGTAG0.607

+ 6 578REG3G_uc002snx.2_Missense_Mutation_p.A165T|REG3G_uc010ffu.2_Missense_Mutation_p.A119TNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0TAACTGTGATGCAAAGTTACC0.498



+ 18 2739CTNNA2_uc010yse.1_Missense_Mutation_p.E864K|CTNNA2_uc010ysf.1_Missense_Mutation_p.E864K|CTNNA2_uc010ysg.1_Missense_Mutation_p.E819K|CTNNA2_uc010ysi.1_Missense_Mutation_p.E496K|CTNNA2_uc010ysj.1_Missense_Mutation_p.E193KNM_004389 NP_004380 P26232 CTNA2_HUMAN 9GAAGGCTCCAGAGAAGAAGCC0.483

+ 12 2074KDM3A_uc010ytj.1_Missense_Mutation_p.V583M|KDM3A_uc010ytk.1_Missense_Mutation_p.V531MNM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5CAAACATGGTGTGTTGCGGGT0.318

- 2 194SEMA4C_uc002sxg.3_5'FlankNM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN 2CACAGCCTTGCTGCCAGCAGC0.637

- 5 404MRPL30_uc002szl.1_Intron|LYG1_uc010yvo.1_Missense_Mutation_p.R52CNM_174898 NP_777558 Q8N1E2 LYG1_HUMAN 0TCAGAAGCACGAACTCCTAAA0.463

+ 8 2147PSD4_uc002tjd.2_Missense_Mutation_p.R276Q|PSD4_uc002tje.2_Missense_Mutation_p.R626Q|PSD4_uc002tjf.2_Missense_Mutation_p.R276QNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN SEC7. 2ACTCAGGAACGGGAGCGAATC0.602 rs149806578

+ 16 2879CNTNAP5_uc010flu.2_Nonsense_Mutation_p.R840*NM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 3.|Extracellular (Potential). 10AGACTTCATTCGACTCGAAAT0.289

+ 45 6147MYO7B_uc002tos.1_Nonsense_Mutation_p.R142*|MYO7B_uc002tot.2_Nonsense_Mutation_p.R142*NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN FERM 2. 2CGCCATCAACCGACATGGGGT0.667

- 14 2784NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0CCCCTGGGAGGTATTTTTGTC0.463

- 53 9391 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 18. 50AAAGCATTTTCATCACATGTA0.388

- 5 1024ACVR1C_uc002tzl.3_Missense_Mutation_p.G181R|ACVR1C_uc010fof.2_Missense_Mutation_p.G104R|ACVR1C_uc010foe.2_Missense_Mutation_p.G211RNM_145259 NP_660302 Q8NER5 ACV1C_HUMANProtein kinase.|Cytoplasmic (Potential). 7GTCCAAGTTCCATTATCTAAC0.313

- 6 822ITGB6_uc010fow.1_RNA|ITGB6_uc010fou.2_Missense_Mutation_p.V269A|ITGB6_uc010zcq.1_Missense_Mutation_p.V227A|ITGB6_uc010fov.1_Missense_Mutation_p.V269ANM_000888 NP_000879 P18564 ITB6_HUMANExtracellular (Potential).|VWFA. 3AGCATCACTCACAAAGACCAG0.458

+ 9 1417SCN2A_uc002udd.2_Missense_Mutation_p.S376F|SCN2A_uc002ude.2_Missense_Mutation_p.S376FNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8GCCTTTTTGTCCTTATTTCGT0.403

- 2 355SCN1A_uc002udo.3_5'Flank|SCN1A_uc010fpk.2_5'FlankNM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13GGATTGAAGGGAGTTAAAATG0.353

+ 8 8564XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.A2674V|XIRP2_uc010fpq.2_Missense_Mutation_p.A2627V|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_Missense_Mutation_p.A195VNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14AATAAATCAGCACCAAAGGTC0.378

- 70 13081 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29TCTCCCTTTTCCTTAGATATC0.398

- 56 11128 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 29.|Extracellular (Potential). 29CACCGAAACTGGCCCGGCCGG0.542

+ 14 1637MYO3B_uc002ufv.2_Missense_Mutation_p.M485I|MYO3B_uc010fqb.1_Missense_Mutation_p.M485I|MYO3B_uc002ufz.2_Missense_Mutation_p.M498I|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMANMyosin head-like. 19ATCTGGAAATGATGTTTACAC0.433

+ 6 698OSBPL6_uc002ulw.2_Missense_Mutation_p.R107H|OSBPL6_uc002uly.2_Missense_Mutation_p.R107H|OSBPL6_uc010zfe.1_Missense_Mutation_p.R107H|OSBPL6_uc002ulz.2_Missense_Mutation_p.R107H|OSBPL6_uc002uma.2_Missense_Mutation_p.R86HNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN PH. 1TTCTTGCAGCGTTTTTTTGTC0.363

- 307 98674uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.K26512M|TTN_uc010zfi.1_Missense_Mutation_p.K26445M|TTN_uc010zfj.1_Missense_Mutation_p.K26320M|TTN_uc002umq.2_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTGATACCTTCTCATGGAT0.373

- 246 50929uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G10597D|TTN_uc010zfi.1_Missense_Mutation_p.G10530D|TTN_uc010zfj.1_Missense_Mutation_p.G10405DNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGACAGAAACCTTTCCTAGA0.393

- 10 1567_1568 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10ACCATATAAGTGCTGAGCAAGG0.446

- 4 337PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Nonsense_Mutation_p.Q85*|PDE1A_uc010zfq.1_Nonsense_Mutation_p.Q85*|PDE1A_uc002uor.2_Nonsense_Mutation_p.Q69*|PDE1A_uc002uou.2_Nonsense_Mutation_p.Q51*NM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3GAGTCAGTCTGAATGTCACTG0.353

+ 12 1900PARD3B_uc010fub.1_Missense_Mutation_p.E565K|PARD3B_uc002vao.1_Missense_Mutation_p.E565K|PARD3B_uc002vap.1_Missense_Mutation_p.E503K|PARD3B_uc002vaq.1_Missense_Mutation_p.E565KNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 3. 4GTCCAACCACGAAGCTATGGA0.473

+ 13 1432ATIC_uc010zjo.1_Missense_Mutation_p.V361I|ATIC_uc002vey.3_Missense_Mutation_p.V419INM_004044 NP_004035 P31939 PUR9_HUMAN 29AGACCTCATCGTAGCCACCAT0.473

+ 4 1068 NM_006522 NP_006513 Q9Y6F9 WNT6_HUMAN 3AGCGGACCTCCTCTACGCCGC0.746

+ 2 470SPEG_uc002vlm.2_RNA|SPEG_uc010fwh.1_5'UTR|SPEG_uc002vln.1_5'UTRNM_005876 NP_005867 Q15772 SPEG_HUMAN 14GCCTTCAGCACCCCCACGGGT0.607

+ 12 1876ACSL3_uc002vnj.2_Nonsense_Mutation_p.Y475*NM_004457 NP_004448 O95573 ACSL3_HUMANCytoplasmic (Potential). 2GTCAGGGATACGGGCTCACTG0.522

- 6 614 NM_020830 NP_065881 Q8IWB7 WDFY1_HUMAN WD 4. 1GACTGAACACGTGTTCTGTTC0.428

- 4 1477FBXO36_uc010fxi.1_Intron|SLC16A14_uc002vqe.2_Missense_Mutation_p.V372I|SLC16A14_uc002vqf.2_Missense_Mutation_p.V372INM_152527 NP_689740 Q7RTX9 MOT14_HUMANHelical; (Potential). 6TCGGCTATGACGCCCAGGATC0.423

+ 11 980SP140L_uc010fxo.1_IntronNM_138402 NP_612411 Q9H930 LY10L_HUMAN SAND. 1TGAAACTGTGGATTTTCAGGC0.423

+ 1 177UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Missense_Mutation_p.E50KNM_007120 NP_009051 P22310 UD14_HUMAN 1GGCCTTGCGGGAGCTCCATGC0.597

+ 7 767TRPM8_uc010fyj.2_5'UTRNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANCytoplasmic (Potential). 4GTACCTTATGGATGACTTCAC0.398

- 19 3133PER2_uc010znv.1_Missense_Mutation_p.R966WNM_022817 NP_073728 O15055 PER2_HUMAN Pro-rich. 2GGGGTGGCCCGGGTGGCTGGA0.667

+ 21 2468 NM_014808 NP_055623 O94887 FARP2_HUMAN PH 1. 3ATGTTGCTGTACACAAGCAAA0.517

+ 2 941ZCCHC3_uc002wdg.2_RNANM_033089 NP_149080 Q9NUD5 ZCHC3_HUMAN 0CTGCGCCAGGGGGAGGGCGGG0.632

+ 3 499SIRPA_uc010zps.1_Splice_Site_p.A27_splice|SIRPA_uc002wfr.2_Missense_Mutation_p.A47T|SIRPA_uc002wfs.2_Missense_Mutation_p.A47T|SIRPA_uc002wft.2_Missense_Mutation_p.A47TNM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like V-type.|Extracellular (Potential). 1GTTGGTTGCAGCTGGAGAGAC0.562

+ 9 1280TGM6_uc010gal.1_Missense_Mutation_p.D407NNM_198994 NP_945345 O95932 TGM3L_HUMAN 4GTGGCACGAGGATGAGAGCCG0.597

+ 4 392ITPA_uc002wie.2_Missense_Mutation_p.P67S|ITPA_uc002wif.2_RNANM_033453 NP_258412 Q9BY32 ITPA_HUMAN 1TGGAGGGCTCCCCGGCCCCTA0.567

- 11 1439SLC23A2_uc010zqr.1_Missense_Mutation_p.V240G|SLC23A2_uc002wlh.1_Missense_Mutation_p.V355G|SLC23A2_uc002wli.2_Missense_Mutation_p.V354GNM_005116 NP_005107 Q9UGH3 S23A2_HUMAN 2TACCAGAAGCACGCCTTGCCT0.552

+ 27 2643PLCB4_uc010gbw.1_Missense_Mutation_p.S836L|PLCB4_uc010gbx.2_Missense_Mutation_p.S848L|PLCB4_uc002wne.2_Missense_Mutation_p.S836L|PLCB4_uc002wnh.2_Missense_Mutation_p.S683LNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15GATGCTTTATCAGATCCAAAG0.348

+ 9 1233PCSK2_uc002wpl.2_Missense_Mutation_p.V286M|PCSK2_uc010zrm.1_Missense_Mutation_p.V270MNM_002594 NP_002585 P16519 NEC2_HUMAN Catalytic. 7CAGCATCTACGTGTGGGCCTC0.682

+ 3 487 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6GCCCAGGGTGGGCAAGAAGGC0.632

- 10 5002NCOA6_uc002xaw.2_Missense_Mutation_p.D811NNM_014071 NP_054790 Q14686 NCOA6_HUMANTBP/GTF2A-binding region.|NCOA1-binding region.|NCOA6IP-binding region.|CREBBP-binding region.|Gln-rich.7AAACTGACATCGTTATTTGCT0.537

+ 31 6322CEP250_uc010zve.1_Missense_Mutation_p.A1252VNM_007186 NP_009117 Q9BV73 CP250_HUMANGln/Glu-rich.|Potential. 5CGGGTCCAGGCCCTGGAGGAG0.607

+ 9 929PLCG1_uc002xjo.1_Missense_Mutation_p.R270C|PLCG1_uc010zwe.1_5'Flank|PLCG1_uc010ggf.2_5'FlankNM_182811 NP_877963 P19174 PLCG1_HUMAN 8GGCTGTTGATCGCCTCCAGGT0.602

- 7 1055PTPRT_uc010ggj.2_Missense_Mutation_p.P291SNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20GGAGCAATGGGCGTGGGAGGC0.512

+ 3 351TOX2_uc010ggo.2_Missense_Mutation_p.G103S|TOX2_uc002xle.3_Missense_Mutation_p.G61S|TOX2_uc010ggp.2_Missense_Mutation_p.G61S|TOX2_uc002xlg.2_Missense_Mutation_p.G61SNM_001098798 NP_001092268 Q96NM4 TOX2_HUMANRequired for transcriptional activation (By similarity). 1CACCCCCAACGGTCTGCTCCC0.652



+ 6 951GDAP1L1_uc010zwl.1_Missense_Mutation_p.R314Q|GDAP1L1_uc010zwm.1_Missense_Mutation_p.R237Q|GDAP1L1_uc010zwn.1_Missense_Mutation_p.R103QNM_024034 NP_076939 Q96MZ0 GD1L1_HUMANGST C-terminal. 1GATGGCAGCCGGCCCAACCTG0.607

+ 3 518TTPAL_uc002xmd.1_Missense_Mutation_p.V132M|TTPAL_uc010ggr.1_Silent_p.P9PNM_024331 NP_077307 Q9BTX7 TTPAL_HUMAN CRAL-TRIO. 1GTTCCTCACCGTGCTGCCCCA0.557

+ 15 1949SLC12A5_uc010zxm.1_RNA|SLC12A5_uc002xrb.2_Missense_Mutation_p.G602SNM_001134771 NP_001128243 Q9H2X9 S12A5_HUMANCytoplasmic (Potential). 5CTCCTTCCTGGGCATGAGCCT0.557

- 2 808SALL4_uc010gii.2_Missense_Mutation_p.R236H|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2CACCTGGATGCGGATCTGCTC0.627

+ 4 464 NM_020673 NP_065724 Q9UL26 RB22A_HUMAN 0TCTGCAGTTTCGTGCCTTAGC0.343

- 16 6139DIDO1_uc002yds.1_Missense_Mutation_p.P1959SNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6ATGCCCCTGGGACCTGGCATA0.577

- 4 1612YTHDF1_uc011aaq.1_Missense_Mutation_p.V390INM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN YTH. 2CTCCCATTGACGCTGAAGAGC0.602 rs147453582

- 1 433 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0GGATGCATTTCGAGTGGGTAT0.353

- 30 3707SYNJ1_uc011ads.1_Missense_Mutation_p.T1150M|SYNJ1_uc002yqf.2_Missense_Mutation_p.T1181M|SYNJ1_uc002yqg.2_Missense_Mutation_p.T1150M|SYNJ1_uc002yqi.2_Missense_Mutation_p.T1236M|SYNJ1_uc002yqe.3_Translation_Start_SiteNM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5AGGAGGAATCGTCTACAGATA0.438 rs145937537

+ 1 728CLIC6_uc002yuf.1_Missense_Mutation_p.E243GNM_053277 NP_444507 Q96NY7 CLIC6_HUMAN9.|13 X 10 AA tandem repeat of G-D-[SNG]- [VIM]-[DEQ]-A-[EAG]-[GDVE]-[PRG]-[LAVP].2GTAGACGCGGAGGGCCGGGTG0.761

- 19 2659PRDM15_uc002yzo.2_Missense_Mutation_p.D521N|PRDM15_uc002yzp.2_Missense_Mutation_p.D541N|PRDM15_uc002yzr.1_Missense_Mutation_p.D541NNM_022115 NP_071398 P57071 PRD15_HUMAN 0AACTTCTTGTCGCCGTGCTTC0.547

- 10 1210PRODH_uc002zoj.3_Missense_Mutation_p.R289Q|PRODH_uc002zol.3_Missense_Mutation_p.R289Q|PRODH_uc002zok.3_Missense_Mutation_p.R399QNM_016335 NP_057419 O43272 PROD_HUMAN 1ATTGAACTTCCGCTGCATCTC0.622

- 2 305TPST2_uc003acw.2_Missense_Mutation_p.R46Q|TPST2_uc003acx.2_Missense_Mutation_p.R46Q|TPST2_uc011akf.1_Missense_Mutation_p.R46QNM_003595 NP_003586 O60704 TPST2_HUMANLumenal (Potential). 1CTGCTCAGGCCGCATGGCCCC0.697

- 4 462 NM_001887 NP_001878 P53674 CRBB1_HUMANBeta/gamma crystallin 'Greek key' 2. 1ATCACTGCGGTAGCTGCTCGA0.607

+ 7 1967CCDC157_uc011akv.1_Missense_Mutation_p.R436HNM_001017437 NP_001017437 Q569K6 CC157_HUMAN Potential. 1GAGAAGGCCCGTGTCGACAGC0.662

- 3 272PISD_uc003aln.3_Nonsense_Mutation_p.R89*NM_014338 NP_055153 Q9UG56 PISD_HUMAN 3TCCAGCTCTCGCTCCCTGTAC0.582

+ 11 1446MCM5_uc010gwr.2_Missense_Mutation_p.R260Q|MCM5_uc003anv.3_Missense_Mutation_p.R408Q|MCM5_uc010gws.1_RNA|MCM5_uc003anw.1_Missense_Mutation_p.R235QNM_006739 NP_006730 P33992 MCM5_HUMAN MCM. 1ACTTAGATGCGAGAAGATGAC0.542 rs151176258

+ 7 2067TRIOBP_uc003atu.2_Missense_Mutation_p.T427R|TRIOBP_uc003atq.1_Missense_Mutation_p.T599R|TRIOBP_uc003ats.1_Missense_Mutation_p.T427RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.582

+ 22 2741ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1CAGATGGGCTACCACTGCTGG0.637

- 7 730C22orf9_uc010gzw.1_Missense_Mutation_p.V74M|C22orf9_uc003bfv.1_Missense_Mutation_p.V231M|C22orf9_uc003bfw.1_Missense_Mutation_p.V227M|C22orf9_uc010gzx.2_Missense_Mutation_p.V204M|MIR1249_hsa-mir-1249|MI0006384_5'FlankNM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0CGGGCGGCCACGCTCACCTGG0.662

- 2 314MLC1_uc011arl.1_Missense_Mutation_p.R14Q|MLC1_uc003bjh.1_Missense_Mutation_p.R14Q|MLC1_uc011arm.1_Missense_Mutation_p.R14Q|MLC1_uc011arn.1_Intron|MLC1_uc011aro.1_Missense_Mutation_p.R14QNM_139202 NP_631941 Q15049 MLC1_HUMAN 1CGTGGGCATCCGGTCATAGGC0.627

+ 8 914 NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1CTGCTCTTCCGTGGAGCTAAC0.587

- 6 539RPL23AP82_uc011asd.1_Intron|RPL23AP82_uc003bni.2_Intron|RABL2B_uc011ase.1_Intron|RABL2B_uc003bnm.1_Missense_Mutation_p.T108I|RABL2B_uc011asf.1_Missense_Mutation_p.T108I|RABL2B_uc003bnn.1_Missense_Mutation_p.T108I|RABL2B_uc003bnk.1_Missense_Mutation_p.T108I|RABL2B_uc011asg.1_Missense_Mutation_p.T108I|RABL2B_uc003bnl.1_Missense_Mutation_p.T108I|RABL2B_uc011ash.1_IntronNM_001130922 NP_001124394 Q9UNT1 RBL2B_HUMAN 0GTTCCTATAGGTGACTTTCCT0.502

+ 1 1888FGD5_uc011avk.1_Missense_Mutation_p.G593ENM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5GGCTCCTCTGGGAGTTTCTCC0.562

- 26 2913ANKRD28_uc003cai.1_Missense_Mutation_p.A770T|ANKRD28_uc011avz.1_Missense_Mutation_p.A770T|ANKRD28_uc003cak.1_RNA|ANKRD28_uc011avy.1_5'FlankNM_015199 NP_056014 O15084 ANR28_HUMAN 1TGCAAGGCTGCGTTGGTTGCA0.323 rs149481554

+ 2 497CMTM8_uc010hfu.2_IntronNM_178868 NP_849199 Q8IZV2 CKLF8_HUMAN MARVEL. 0TTCCGGGTCCCCGCATTTGGC0.502

- 23 2605CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Missense_Mutation_p.R344CNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4CGAGGAATACGACTGCTTCGG0.468

+ 16 2296PDCD6IP_uc003cfy.2_Missense_Mutation_p.A719V|PDCD6IP_uc011axw.1_Missense_Mutation_p.A495VNM_013374 NP_037506 Q8WUM4 PDC6I_HUMANInteraction with EIAV p9.|Self-association. 2CAAAGCATTGCCAGAGAACCT0.328

- 2 175HIGD1A_uc010hid.2_Missense_Mutation_p.P24L|HIGD1A_uc003cmb.3_Missense_Mutation_p.P10LNM_001099669 NP_001093139 Q9Y241 HIG1A_HUMANCytoplasmic (Potential).|HIG1. 0CTCATATGAAGGAAGGGAAAC0.383

- 2 970C3orf39_uc003cmr.1_Missense_Mutation_p.V277MNM_032806 NP_116195 Q8NAT1 AGO61_HUMAN 2GTGTGGCTCACGTTCAGCTTT0.557

- 3 1911SETD2_uc003cqv.2_Nonsense_Mutation_p.R609*NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32TCATTTAATCGATTTGATGGA0.313 rs148810823

+ 8 1285KLHL18_uc011bav.1_Missense_Mutation_p.V275INM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0GCAGATCTACGTCTGTGGGGG0.592

- 12 6148CELSR3_uc003cuf.1_Missense_Mutation_p.P2026L|CELSR3_uc010hkg.2_5'UTRNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|EGF-like 5; calcium-binding.11TGCGTGAGGTGGGCAGGGCCC0.667

- 3 461_462GPX1_uc011bcm.1_3'UTRNM_000581 NP_000572 P07203 GPX1_HUMAN 1TCCCGCAGGAAGGCGAAGAGAG0.639

- 8 1151AMT_uc011bcn.1_Intron|AMT_uc003cwx.2_Missense_Mutation_p.G341D|AMT_uc011bco.1_Missense_Mutation_p.G297D|AMT_uc003cwy.2_Missense_Mutation_p.G293D|AMT_uc011bcp.1_Missense_Mutation_p.G244D|AMT_uc011bcq.1_Missense_Mutation_p.G285DNM_000481 NP_000472 P48728 GCST_HUMAN 1AATCTTGGTACCCTCCATGTT0.617

+ 3 1859 NM_004393 NP_004384 Q14118 DAG1_HUMANThr-rich.|Mucin-like domain.|O-glycosylated at seven sites with GalNAc.2TACTCGTATTCGCACCACCAC0.592

- 14 2258VPRBP_uc003dbf.1_5'UTRNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2ACCAATACTGGATATTCGGTT0.463

+ 2 133GLYCTK_uc003ddq.2_Nonsense_Mutation_p.R13*|GLYCTK_uc003ddm.2_Intron|GLYCTK_uc003ddn.2_RNA|GLYCTK_uc003ddp.1_Nonsense_Mutation_p.R13*|GLYCTK_uc003ddr.2_5'FlankNM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0CCGCTTGGCCCGAGCCCCCTT0.657

- 9 1293TKT_uc003dgp.2_Missense_Mutation_p.R27W|TKT_uc011beo.1_Missense_Mutation_p.R348W|TKT_uc003dgq.2_Missense_Mutation_p.R395W|TKT_uc011beq.1_Missense_Mutation_p.R403W|TKT_uc011ber.1_Missense_Mutation_p.R197W|TKT_uc011bep.1_Missense_Mutation_p.R312WNM_001135055 NP_001128527 P29401 TKT_HUMAN 2TCAAAGGCCCGCGTGAAGAAG0.627

- 10 967IL17RD_uc003dik.2_Missense_Mutation_p.P269L|IL17RD_uc010hna.2_Missense_Mutation_p.P149L|IL17RD_uc011bex.1_Missense_Mutation_p.P149LNM_017563 NP_060033 Q8NFM7 I17RD_HUMANExtracellular (Potential). 0CCCGGCCCACGGGGAGTGCAC0.468 rs150457965

- 2 268LRIG1_uc010hoa.2_Missense_Mutation_p.P85LNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|LRR 1. 5AAAACCAGCAGGGTCAATCTC0.458

- 15 2100 NM_020872 NP_065923 Q9P232 CNTN3_HUMANFibronectin type-III 1. 5GCTACAACCCGAAATTCATAT0.418

+ 22 4046ROBO2_uc003dpz.2_Nonsense_Mutation_p.R1139*|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Nonsense_Mutation_p.R1139*|ROBO2_uc003dqa.2_Nonsense_Mutation_p.R262*NM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11ACCTCCTGTTCGAGGCGTGGC0.517

+ 10 838 NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1GCTGAAATACGCCAGCAAATC0.423

- 13 1775SLC9A10_uc011bhu.1_5'UTR|SLC9A10_uc010hqc.2_Missense_Mutation_p.R470HNM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5TGACAAGAGACGCCTGTTGGC0.358

- 5 857DRD3_uc010hqn.1_Missense_Mutation_p.S145N|DRD3_uc003ebb.1_Missense_Mutation_p.S145N|DRD3_uc003ebc.1_Missense_Mutation_p.S145NNM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4CCGACAGGAGCTCTGTCCCGT0.562

- 3 563DRD3_uc010hqn.1_Missense_Mutation_p.N47S|DRD3_uc003ebb.1_Missense_Mutation_p.N47S|DRD3_uc003ebc.1_Missense_Mutation_p.N47SNM_000796 NP_000787 P35462 DRD3_HUMANHelical; Name=1. 4CACCAGGCCATTGCCGAAGAC0.622



+ 5 1122ADPRH_uc010hqv.2_Missense_Mutation_p.P275L|ADPRH_uc011bjb.1_Missense_Mutation_p.P168L|ADPRH_uc003ect.2_Missense_Mutation_p.P275LNM_001125 NP_001116 P54922 ADPRH_HUMAN 1CACGATGCCCCCATGATTGCC0.577

+ 3 442 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN TRAF-type. p.R78H(1) 5GTCCATGTCCCGCCACAAACT0.597 rs137929409

+ 3 778 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5AGCAACTAATGGGGAGATGGC0.493

- 11 2266ADCY5_uc003egg.1_Nonsense_Mutation_p.Q389*|ADCY5_uc003egi.1_Nonsense_Mutation_p.Q315*NM_183357 NP_899200 O95622 ADCY5_HUMANCytoplasmic (Potential). 4TCGTCTACCTGCTTGGAGTAC0.602

- 19 2274ALDH1L1_uc010hse.1_RNA|ALDH1L1_uc011bki.1_Missense_Mutation_p.G594E|ALDH1L1_uc003ein.1_Missense_Mutation_p.G230ENM_012190 NP_036322 O75891 AL1L1_HUMANAldehyde dehydrogenase. 4AGAACTCATCCCCTTCAGAGA0.537

+ 11 2084TRPC1_uc003evb.2_Nonsense_Mutation_p.Q616*|TRPC1_uc011bni.1_Nonsense_Mutation_p.Q169*NM_003304 NP_003295 P48995 TRPC1_HUMAN 2TAAAAGCTTTCAGTTGATAGC0.363

- 8 1116PLSCR4_uc010huz.2_Splice_Site_p.V263_splice|PLSCR4_uc003evt.3_Splice_Site_p.V263_splice|PLSCR4_uc010hva.2_Splice_Site_p.V173_splice|PLSCR4_uc003evu.3_Splice_Site_p.V158_spliceNM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN 0GGATTTGACCTGGAATGACAA0.378

- 6 1413CP_uc011bnr.1_RNA|CP_uc003ewx.3_Missense_Mutation_p.P168L|CP_uc003ewz.2_Missense_Mutation_p.P387L|CP_uc010hvf.1_Missense_Mutation_p.P113LNM_000096 NP_000087 P00450 CERU_HUMANPlastocyanin-like 3.|F5/8 type A 2. 1TATACCAGAGGGAGCATAGTT0.403

+ 23 3394MED12L_uc011bnz.1_Missense_Mutation_p.A979V|P2RY12_uc011boa.1_Intron|P2RY12_uc003eyx.1_Intron|MED12L_uc003eyy.1_Missense_Mutation_p.A282VNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7TGTGGGGATGCGGACGCCGAG0.512

- 4 1799 NM_001038705 NP_001033794 Q86SP6 GP149_HUMANCytoplasmic (Potential). 6AGAGATAGGGTTTTCCCTGTA0.453

- 10 1753GOLIM4_uc011bpe.1_Missense_Mutation_p.R470Q|GOLIM4_uc011bpf.1_Missense_Mutation_p.R442Q|GOLIM4_uc011bpg.1_Missense_Mutation_p.R442QNM_014498 NP_055313 O00461 GOLI4_HUMANGlu-rich.|Gln-rich.|Lumenal (Potential). 5GTGCTGCGGCCGGCCCTCCTC0.418

+ 8 1344SAMD7_uc003fge.2_Missense_Mutation_p.L359F|SAMD7_uc011bpo.1_Missense_Mutation_p.L260FNM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN SAM. 1GAGAAACTTTGCCATTACTCA0.348

+ 19 2264FNDC3B_uc003fhz.3_Missense_Mutation_p.E698QNM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 5. 3TCCTGCATCGGAAAGTGGCTG0.502

- 4 957 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3GTTGCTTGACGAAGATGATTC0.348 rs141658177

+ 5 1262NLGN1_uc010hww.1_Missense_Mutation_p.R320H|NLGN1_uc003fip.1_Missense_Mutation_p.R280HNM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANExtracellular (Potential). 7GAAGGTAACCGTTGGAGCAAT0.423 rs143069241

+ 10 1791 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical.p.E545K(735)|p.E545A(75)|p.E545G(55)|p.E545?(19)|p.E545D(15)|p.E545Q(12)|p.E545V(4)3553GAAATCACTGAGCAGGAGAAA0.353 rs121913274

+ 18 2309 NM_003940 NP_003931 Q92995 UBP13_HUMAN UBA 2. 1GGATTTCAGCGAAATCAGGCT0.408

- 11 1204MCF2L2_uc003flj.1_Splice_Site_p.E372_splice|MCF2L2_uc011bqr.1_Splice_Site|MCF2L2_uc003flp.1_IntronNM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5CCAGGGGCTCCTGCAAAGTGA0.602

+ 11 1720ECE2_uc011brh.1_Missense_Mutation_p.G414E|ECE2_uc003fnl.3_Missense_Mutation_p.G489E|ECE2_uc003fnm.3_Missense_Mutation_p.G443E|ECE2_uc003fnk.3_Missense_Mutation_p.G414E|ECE2_uc011bri.1_Missense_Mutation_p.G476E|ECE2_uc010hxv.2_Missense_Mutation_p.G205ENM_014693 NP_055508 O60344 ECE2_HUMANLumenal (Potential).|Endothelin-converting enzyme 2 region.4TTTGCTTTGGGGTCCCTCTTC0.498

- 6 1067DGKG_uc003fqb.2_Missense_Mutation_p.Q177R|DGKG_uc003fqc.2_Missense_Mutation_p.Q177R|DGKG_uc011brx.1_Missense_Mutation_p.Q177RNM_001346 NP_001337 P49619 DGKG_HUMAN EF-hand 1. 5CAGCTTATCCTGAGGCCTCCC0.537

- 2 3765MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0AAGAGAGGTGGCGTGACCTGT0.582

- 14 1715GAK_uc003gbn.3_Missense_Mutation_p.V427M|GAK_uc010ibk.1_Missense_Mutation_p.V400M|GAK_uc003gbl.3_Missense_Mutation_p.V370MNM_005255 NP_005246 O14976 GAK_HUMANPhosphatase tensin-type. 4ATGCAGTGCACGACGCAGACG0.592

- 7 663CRMP1_uc003gin.1_Missense_Mutation_p.L100F|CRMP1_uc003giq.2_Missense_Mutation_p.L188F|CRMP1_uc003gir.2_Missense_Mutation_p.L183F|CRMP1_uc003gis.2_Missense_Mutation_p.L302FNM_001313 NP_001304 Q14194 DPYL1_HUMAN 2AGGCCCTTAAGGAAGGTAAAG0.428

+ 6 1197 NM_016531 NP_057615 P57682 KLF3_HUMAN 2AGGAGAAAAACCCTACAAATG0.353

+ 3 314 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMANExtracellular (Potential). 7AGATCAGTACGATGGCCTAGA0.483

+ 4 385UCHL1_uc003gvp.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvq.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvr.2_Missense_Mutation_p.H16Y|UCHL1_uc003gvs.2_Missense_Mutation_p.H16YNM_004181 NP_004172 P09936 UCHL1_HUMAN 2CGGACTTATTCACGCAGTGGC0.443

- 16 2225CORIN_uc011bzf.1_Missense_Mutation_p.H572R|CORIN_uc011bzg.1_Missense_Mutation_p.H644RNM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANExtracellular (Potential).|SRCR. 2ACACACATGGTGTTCTGTGGC0.453

+ 21 2954KIT_uc010igs.2_Missense_Mutation_p.R952QNM_000222 NP_000213 P10721 KIT_HUMANCytoplasmic (Potential).p.R956Q(1) 5118CATTCTGTGCGGATCAATTCT0.532 rs139694927

- 3 920UGT2B4_uc011cap.1_Missense_Mutation_p.E155D|UGT2B4_uc003hel.3_Missense_Mutation_p.E291DNM_021139 NP_066962 P06133 UD2B4_HUMAN 2ACTCTTCCATTTCCTGTGAAA0.363

+ 9 1205ALB_uc003hgw.3_Missense_Mutation_p.E186K|ALB_uc011cbe.1_Missense_Mutation_p.E57K|ALB_uc003hgt.3_Missense_Mutation_p.E378K|ALB_uc010iii.2_Missense_Mutation_p.E263K|ALB_uc003hgu.3_Missense_Mutation_p.E228K|ALB_uc003hgv.3_Missense_Mutation_p.E57K|ALB_uc011cbf.1_Missense_Mutation_p.E268K|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_Missense_Mutation_p.E57KNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6CAAGACATATGAAACCACTCT0.388 rs76593094

- 4 392RASSF6_uc003hhc.1_Missense_Mutation_p.G58E|RASSF6_uc010iik.1_Missense_Mutation_p.G58E|RASSF6_uc010iil.1_Missense_Mutation_p.G46ENM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2GTCCAGCATTCCTTCAACAAT0.348

- 2 197 NM_002619 NP_002610 P02776 PLF4_HUMAN 0GTGCCTGGGACGGACCTGGGA0.607

- 3 315 NM_002416 NP_002407 Q07325 CXCL9_HUMAN 1CTTTTCACCAACCTGTTTCTC0.318

- 2 817 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3GGCAGCTGGGGATTGCCGGGA0.552

+ 6 2635MMRN1_uc010iku.2_Intron|MMRN1_uc011cds.1_Missense_Mutation_p.S597FNM_007351 NP_031377 Q13201 MMRN1_HUMAN Potential. 4ACCAAGATTTCCAAAAATTTT0.333

+ 4 677SMARCAD1_uc003htb.3_Missense_Mutation_p.R141K|SMARCAD1_uc003htd.3_Missense_Mutation_p.R141K|SMARCAD1_uc010ila.2_Missense_Mutation_p.R4KNM_020159 NP_064544 Q9H4L7 SMRCD_HUMAN 4ATGGCACGTAGAAATGATGAT0.234

+ 3 2665TET2_uc011cez.1_Missense_Mutation_p.F781Y|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.F760Y|TET2_uc003hxi.1_Missense_Mutation_p.F760YNM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733CTCCAGACTTTTCCTCACCCC0.393

+ 4 654HADH_uc010ilx.2_Missense_Mutation_p.L169F|HADH_uc010ily.2_5'UTR|HADH_uc003hyr.2_Missense_Mutation_p.L173FNM_005327 NP_005318 Q16836 HCDH_HUMAN 1ATTCGCTGGCCTCCATTTCTT0.502

- 10 2627NDST4_uc010imw.2_RNANM_022569 NP_072091 Q9H3R1 NDST4_HUMANLumenal (Potential).|Heparan sulfate N-sulfotransferase 4.4GGGAAAAAGTCCATATACCTG0.338

+ 4 1193USP53_uc003icr.3_Missense_Mutation_p.L43F|USP53_uc003icu.3_5'UTRNM_019050 NP_061923 Q70EK8 UBP53_HUMAN 4CAGCTGCTTTCTTAATAGCGC0.353

- 12 2817TRPC3_uc010inr.2_Missense_Mutation_p.P787S|TRPC3_uc003ief.2_Missense_Mutation_p.P842S|TRPC3_uc011cgl.1_Missense_Mutation_p.P579SNM_001130698 NP_001124170 Q13507 TRPC3_HUMANExtracellular (Potential). 2AGCATGCTGGGATTCAGTTTC0.378

- 3 1070 NM_003013 NP_003004 Q96HF1 SFRP2_HUMAN NTR. 2TGCCCCTTCTGCCACCGCTTC0.607

- 10 956PLRG1_uc003inz.2_Missense_Mutation_p.P289L|PLRG1_uc011cil.1_Missense_Mutation_p.P137LNM_002669 NP_002660 O43660 PLRG1_HUMAN WD 3. 0ATCGATTGTCGGGTGCAAATC0.373

+ 10 1553 NM_000824 NP_000815 P48167 GLRB_HUMANCytoplasmic (Probable). 2ACTTGGGAAATCTCAGGCTAA0.408

+ 22 4224 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4GATCATAGCACAAAGTATAAC0.463

+ 4 1083TLL1_uc011cjn.1_Missense_Mutation_p.P146S|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMAN 7AAATCGAGTTCCCAGAGCCGC0.423

- 18 2076ACSL1_uc011ckm.1_Splice_Site_p.Q423_splice|ACSL1_uc003iwt.1_Splice_Site_p.Q594_splice|ACSL1_uc003iwu.1_Splice_Site_p.Q594_splice|ACSL1_uc011ckn.1_Splice_Site_p.Q560_splice|ACSL1_uc003iws.1_Splice_Site_p.Q154_spliceNM_001995 NP_001986 P33121 ACSL1_HUMAN 2AAAGCACATACCTGCAGGCTT0.468



- 2 257 NM_005958 NP_005949 P48039 MTR1A_HUMANHelical; Name=2; (Potential). 5CAACGGGTACGGATAAATGGC0.502

+ 7 1211ADAMTS16_uc003jdk.1_Missense_Mutation_p.A358E|ADAMTS16_uc003jdj.1_Missense_Mutation_p.A358ENM_139056 NP_620687 Q8TE57 ATS16_HUMANPeptidase M12B. 8AGTCACCACGCAGACCACACC0.483

- 21 3514CTNND2_uc010itt.2_Missense_Mutation_p.L1032F|CTNND2_uc011cmy.1_Missense_Mutation_p.L786F|CTNND2_uc011cmz.1_Missense_Mutation_p.L690F|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.L715FNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8AATTCCTATACAAAGTTGAAA0.343

- 6 666CTNND2_uc010itt.2_Missense_Mutation_p.S83I|CTNND2_uc011cmy.1_Intron|CTNND2_uc011cmz.1_5'UTR|CTNND2_uc010itu.1_IntronNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8GGTCTGGTTGCTATGGTAGCT0.592

- 4 1027CDH12_uc011cno.1_Intron|CDH12_uc003jgk.2_Missense_Mutation_p.P190LNM_004061 NP_004052 P55289 CAD12_HUMANExtracellular (Potential).|Cadherin 2. 2TCCATAGGTCGGGTCATCTGC0.403

+ 3 330 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6GGAGAAAACTCGCTATAGGAA0.438

+ 3 1310PDZD2_uc003jhm.2_Missense_Mutation_p.R308C|PDZD2_uc011cnx.1_Missense_Mutation_p.R134CNM_178140 NP_835260 O15018 PDZD2_HUMAN 9CAATGACAAACGCCGCTTCTC0.493

+ 31 4603SPEF2_uc003jjp.1_Missense_Mutation_p.V984M|SPEF2_uc003jjr.2_Missense_Mutation_p.V553MNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4GATCGATTTGGTGACCCTGAA0.358

+ 28 5864NIPBL_uc003jkk.3_Nonsense_Mutation_p.R1789*NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN HEAT 1. 9AATTGCTGTTCGAACAAAAGC0.328

- 28 3314NUP155_uc003jkt.1_Nonsense_Mutation_p.R1007*|NUP155_uc010iuz.1_Nonsense_Mutation_p.R1002*NM_153485 NP_705618 O75694 NU155_HUMAN 1TTGGCCATTCGGACTAGATGT0.378

+ 4 1867 NM_153361 NP_699192 Q8IY84 NIM1_HUMAN 9CAAGGGGTGCCATACCCTACA0.498

+ 11 1745NNT_uc003jof.2_Missense_Mutation_p.A497VNM_012343 NP_036475 Q13423 NNTM_HUMAN 3CCCAATCTAGCCTTTTCTCAG0.507

- 10 1155ANKRD55_uc003jqt.2_Missense_Mutation_p.R47WNM_024669 NP_078945 Q3KP44 ANR55_HUMAN 1TTCTGGGGCCGACTGCTCTGG0.502

- 11 1004 NM_014473 NP_055288 Q9UNQ2 DIMT1_HUMAN 1TATGTCCATGGAACGGGCCCG0.353

+ 3 1808JMY_uc003kfw.1_Missense_Mutation_p.H76YNM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0GCGGAAAGCTCACATGGCTGT0.373

- 4 799 NM_001962 NP_001953 P52803 EFNA5_HUMAN 0TCGAAAACACGATCATGAACA0.328

+ 11 944HSD17B4_uc011cwg.1_Missense_Mutation_p.K250R|HSD17B4_uc011cwh.1_Missense_Mutation_p.K256R|HSD17B4_uc011cwi.1_Missense_Mutation_p.K299R|HSD17B4_uc003ksk.3_Missense_Mutation_p.K127R|HSD17B4_uc011cwj.1_Missense_Mutation_p.K127R|HSD17B4_uc010jcn.1_5'UTRNM_000414 NP_000405 P51659 DHB4_HUMAN(3R)-hydroxyacyl-CoA dehydrogenase. 2GCTAACTGGAAGAAGATCTGT0.488

+ 7 1459SLC22A5_uc003kwx.3_Missense_Mutation_p.R423W|SLC22A5_uc010jdr.1_Missense_Mutation_p.R19WNM_003060 NP_003051 O76082 S22A5_HUMANCytoplasmic (Potential). 0ATATTTGCCCCGGCGCTATTC0.542

- 12 1754BRD8_uc003lcc.1_RNA|BRD8_uc011cyl.1_Missense_Mutation_p.D346N|BRD8_uc003lcg.2_Missense_Mutation_p.D640N|BRD8_uc003lci.2_Missense_Mutation_p.D570N|BRD8_uc003lch.2_Missense_Mutation_p.D461N|BRD8_uc011cym.1_Missense_Mutation_p.D551N|BRD8_uc010jer.1_Missense_Mutation_p.D536N|BRD8_uc011cyn.1_Missense_Mutation_p.D526NNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1GGAGTCTCATCGCCTTTCCCA0.473

+ 5 1560FAM53C_uc003lcw.2_Missense_Mutation_p.V364M|FAM53C_uc011cyq.1_RNA|FAM53C_uc011cyr.1_3'UTRNM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN p.V364V(1) 1GGAGGGGGCTGTGCGGTGGGG0.612

+ 1 1861PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lgz.2_Missense_Mutation_p.P621SNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 6.|Extracellular (Potential). 1CGCGCGCATCCCGTTCCGCGT0.657

+ 1 1867PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.R623CNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 6.|Extracellular (Potential). 8CATCCCGTTTCGCGTGGGGCT0.662

+ 1 1229PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Missense_Mutation_p.S410N|PCDHA10_uc011dad.1_Missense_Mutation_p.S410NNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANCadherin 4.|Extracellular (Potential). 5GTGCTGGACAGCGCTCTGGAC0.632

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 3.|Extracellular (Potential). 0TCAAAATGGAGAAGTTCGACT0.463

+ 1 1564 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 5. 2GCTGGACTACGAGGCCCTGCA0.692

+ 1 1564PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential). 2CACTGAAAAGGAAATGATTCT0.373

+ 1 2096PCDHB11_uc011daj.1_Missense_Mutation_p.S334LNM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANHelical; (Potential). 6TCGGTGTCTTCGCTCTTCCTC0.682

- 1 3690 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANCytoplasmic (Potential). 3CCTTGATTACGCAGCGTCCTG0.622

+ 8 1689SH3RF2_uc011dbl.1_Missense_Mutation_p.S484F|SH3RF2_uc011dbm.1_5'UTR|SH3RF2_uc003lnu.2_5'UTR|SH3RF2_uc011dbn.1_5'UTRNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2CCCTTCAAATCCGTCTTTGTG0.567

+ 19 3562ODZ2_uc003lzr.3_Missense_Mutation_p.G965S|ODZ2_uc003lzt.3_Missense_Mutation_p.G561S|ODZ2_uc010jje.2_Missense_Mutation_p.G459SNM_001122679 NP_001116151 10CCTACACAAAGGCACTGGGGA0.582

- 2 2309 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2AGACTCAGGGGGACCACCTTC0.637

- 8 2959FAM193B_uc003mhr.2_5'UTR|FAM193B_uc003mht.2_Missense_Mutation_p.F116S|FAM193B_uc003mhu.2_Missense_Mutation_p.F169S|FAM193B_uc003mhv.2_Missense_Mutation_p.F116S|FAM193B_uc003mhw.2_RNANM_019057 NP_061930 E9PET5 E9PET5_HUMAN 0ACACACACTGAAGCTGGCACG0.577

+ 6 928HNRNPAB_uc003miv.2_Missense_Mutation_p.C224Y|HNRNPAB_uc010jks.2_Missense_Mutation_p.C224Y|HNRNPAB_uc003miw.2_Missense_Mutation_p.C224Y|HNRNPAB_uc003mix.2_Missense_Mutation_p.C224Y|AGXT2L2_uc003miy.2_Intron|AGXT2L2_uc003mjc.2_Intron|AGXT2L2_uc003miz.2_Intron|AGXT2L2_uc003mja.2_Intron|AGXT2L2_uc003mjb.2_IntronNM_031266 NP_112556 Q99729 ROAA_HUMAN RRM 2. 0GACTTTTAGTGTGAGATCAAG0.557

- 11 1224HNRNPH1_uc011dgn.1_Intron|HNRNPH1_uc003mkg.3_Splice_Site_p.E281_splice|HNRNPH1_uc003mke.3_Splice_Site_p.E373_splice|HNRNPH1_uc003mkh.3_Splice_Site_p.E373_spliceNM_005520 NP_005511 P31943 HNRH1_HUMAN 0TATCTGTGTTCTGAAATGAGA0.418

+ 4 1474HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6ACTGGAGAGCGACCCTATCCC0.398

+ 7 1312 NM_001732 NP_001723 Q13410 BT1A1_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2TATGAATCAGGAGACATCTCC0.517

- 11 1481GABBR1_uc003nmp.3_Missense_Mutation_p.R265H|GABBR1_uc003nms.3_Missense_Mutation_p.R265H|GABBR1_uc003nmu.3_Missense_Mutation_p.R320H|GABBR1_uc011dlr.1_Missense_Mutation_p.R205H|GABBR1_uc011dls.1_Missense_Mutation_p.R382HNM_001470 NP_001461 Q9UBS5 GABR1_HUMANExtracellular (Potential). 7CCCAAAGAGACGCTCCTTGTA0.428

+ 1 492TRIM10_uc003npn.2_5'Flank|TRIM10_uc003npo.3_5'FlankNM_033229 NP_150232 Q9C019 TRI15_HUMAN 0GCCCGCAACCCCGTCCCTGAA0.627

- 1 58LTB_uc003nul.2_Missense_Mutation_p.G17DNM_002341 NP_002332 Q06643 TNFC_HUMANCytoplasmic (Potential). 0CAGGAGGGAACCCCTCCCCTG0.642

+ 29 3874C4A_uc011dpe.1_Missense_Mutation_p.H1275YNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0CCTCCTGCTTCACGAGGGCAA0.672

- 50 3887COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.S1134F|COL11A2_uc003ocz.1_Missense_Mutation_p.S1113FNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5GATCCCTGGAGATCCTGACTC0.547

+ 3 586RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.P157S|SLC39A7_uc011dqv.1_Missense_Mutation_p.P32S|SLC39A7_uc003odh.2_5'Flank|HSD17B8_uc003odi.1_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMANHelical; (Potential). 1CTTCCTTATCCCCGTGGAGTC0.547

- 7 1569IP6K3_uc003ofb.2_Missense_Mutation_p.P345SNM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0GCCTCGTGAGGATGCGGGCTG0.552

- 15 1067CPNE5_uc003omp.1_Missense_Mutation_p.D42N|CPNE5_uc010jwn.1_5'UTR|CPNE5_uc003omq.1_5'UTRNM_020939 NP_065990 Q9HCH3 CPNE5_HUMAN VWFA. 1GCAGTGAAATCAATGGCCACA0.592

+ 60 9013 NM_001371 NP_001362 21TCTCAAAACAGATTTCACGAA0.363

- 10 1687TFEB_uc003oqt.1_Missense_Mutation_p.S462N|TFEB_uc003oqu.1_Missense_Mutation_p.S476N|TFEB_uc003oqr.1_Missense_Mutation_p.S377NNM_007162 NP_009093 P19484 TFEB_HUMAN 1CCGGCGGCTGCTGGCCTTGGA0.667

- 4 1181SLC35B2_uc011dvt.1_Missense_Mutation_p.A252T|SLC35B2_uc011dvu.1_Missense_Mutation_p.A216TNM_178148 NP_835361 Q8TB61 S35B2_HUMAN 2TGGCCACATGCGGAGCAGATG0.582



- 4 1019SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4CACCTTGCTTCGGGTCAGCTT0.537

+ 11 1473 TINAG_uc010jzt.2_RNANM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4AAAGTCATGGGGAGAGAATGG0.403

+ 2 124 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6AGCATGGAGACCTCATCAATG0.388

+ 5 1011 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GCATGGAAAAGCCCTCTGGGA0.428

+ 5 2599 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6GATTCATCTCCTAGAAGAAAG0.393

+ 7 804ZNF451_uc003pdl.2_Missense_Mutation_p.D194N|ZNF451_uc003pdn.1_Missense_Mutation_p.D194N|uc003pdq.1_Intron|ZNF451_uc003pdk.1_Missense_Mutation_p.D194NNM_001031623 NP_001026794 Q9Y4E5 ZN451_HUMAN C2H2-type 1. 2GAGTAGGTTCGATCACTCTCC0.353

+ 14 2184KCNQ5_uc011dyh.1_Splice_Site_p.V632_splice|KCNQ5_uc011dyi.1_Splice_Site_p.V623_splice|KCNQ5_uc010kat.2_Splice_Site_p.V604_splice|KCNQ5_uc011dyj.1_Splice_Site_p.V503_splice|KCNQ5_uc011dyk.1_Splice_Site_p.V363_spliceNM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7CTCACTTCTAGGTACAGTCCA0.408

+ 13 2196MTO1_uc010kav.2_Missense_Mutation_p.R706Q|MTO1_uc003pgz.3_Missense_Mutation_p.R666Q|MTO1_uc003pha.3_Missense_Mutation_p.R328Q|MTO1_uc003phb.3_Missense_Mutation_p.R617QNM_133645 NP_598400 Q9Y2Z2 MTO1_HUMAN 6ACCACTCAACGAAGACAGTCG0.423

- 14 2945COL12A1_uc003pht.2_IntronNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 6. 9CCTGGAGCAGATGTCCAATAA0.393

- 13 1926 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN SEA 2. 3CTCCAGAGCTCGGTACTCCAG0.458

+ 3 1240TPBG_uc010kbj.2_Missense_Mutation_p.Q102K|TPBG_uc003pjo.2_Missense_Mutation_p.Q102KNM_006670 NP_006661 Q13641 TPBG_HUMANExtracellular (Potential).|LRR 1. 1TACCGGCAACCAGCTGGCCGT0.721

+ 2 705PRSS35_uc010kbm.2_Missense_Mutation_p.S181NNM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1GTCAAAGGGAGTAAAAAGCTA0.478

+ 1 611NT5E_uc003pkn.2_Missense_Mutation_p.V19M|NT5E_uc010kbr.2_Missense_Mutation_p.V19MNM_002526 NP_002517 P21589 5NTD_HUMAN 4CCTGGGCGCGGTGCTGTGGCC0.701

+ 11 1103 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3GCAGACATAAGAAATTTTGCT0.308

- 9 1071SERINC1_uc003pyx.1_RNANM_020755 NP_065806 Q9NRX5 SERC1_HUMANCytoplasmic (Potential). 1GTTTGAAGTACGGATGCTGTA0.323

+ 7 718TPD52L1_uc003pzv.1_3'UTR|TPD52L1_uc003pzw.1_3'UTR|TPD52L1_uc003pzy.1_Missense_Mutation_p.G138S|TPD52L1_uc003pzz.1_3'UTRNM_003287 NP_003278 Q16890 TPD53_HUMAN 0GAAAGTAGGCGGTACGAACCC0.478

- 2 1052 NM_145176 NP_660159 Q8TD20 GTR12_HUMANHelical; (Potential). 1TATGTTTGGTTGGCCAGTGAT0.418

+ 4 4928AKAP12_uc003qoe.2_Missense_Mutation_p.R1563H|AKAP12_uc003qof.2_Missense_Mutation_p.R1465H|AKAP12_uc010kim.2_Intron|AKAP12_uc003qog.2_Missense_Mutation_p.R1458HNM_005100 NP_005091 Q02952 AKA12_HUMAN 8CAGTTTGTACGTACAGAAGAA0.448

- 78 14481SYNE1_uc003qot.3_Nonsense_Mutation_p.Q4556*|SYNE1_uc003qou.3_Nonsense_Mutation_p.Q4627*|SYNE1_uc010kiz.2_Nonsense_Mutation_p.Q382*NM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45AATATGGTCTGCCCAGTTCTC0.393

+ 7 975FNDC1_uc010kjw.1_Missense_Mutation_p.E207KNM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANFibronectin type-III 3. 8AGAAGAGGACGAATTGGATGT0.488

- 37 5719 NM_005577 NP_005568 P08519 APOA_HUMAN Peptidase S1. 6GAAGGCCTTGAGGACCTAGAA0.502

+ 29 4793MLLT4_uc003qwb.1_Missense_Mutation_p.E1536K|MLLT4_uc003qwc.1_Missense_Mutation_p.E1552K|MLLT4_uc003qwg.1_Missense_Mutation_p.E861KNM_001040001 NP_001035090 P55196 AFAD_HUMAN Potential. 5CCGCAGCGCCGAGGAGAGCGA0.483

- 11 1683WDR27_uc003qwv.1_RNA|WDR27_uc010kkw.1_Missense_Mutation_p.S388L|WDR27_uc003qwy.2_Missense_Mutation_p.S261L|WDR27_uc003qwz.1_Missense_Mutation_p.S121LA2RRH5 WDR27_HUMAN 1CAGGGCACACGATCCGGCCAG0.547

- 23 3210INTS1_uc003skp.1_Missense_Mutation_p.P384SNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0TCGAACAGAGGCAGGCGAGGC0.692

+ 4 1273FSCN1_uc003sov.2_Missense_Mutation_p.V109M|FSCN1_uc003sow.2_Missense_Mutation_p.V109MNM_003088 NP_003079 Q16658 FSCN1_HUMAN 1CCCCATCATCGTGTTCCGCGG0.617

+ 8 1294ABCB5_uc010kuh.2_Missense_Mutation_p.G695RNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANHelical; (Potential).|ABC transmembrane type-1. 6TGTGGTTCTGGGGACATTGGC0.299

+ 5 971 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStem (By similarity). 15ACAAAGCAGCTATTTTCCTAC0.388

+ 10 1310STK31_uc003swt.3_Missense_Mutation_p.W392R|STK31_uc011jze.1_Missense_Mutation_p.W415R|STK31_uc010kuq.2_Missense_Mutation_p.W392RNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9AGAGATAATATGGGCAGAATA0.383

+ 8 1322 NM_002047 NP_002038 P41250 SYG_HUMAN 1TTGCCTTTTGCTGCTGCCCAG0.398

- 3 703KIAA0895_uc003tfc.2_Nonsense_Mutation_p.K205*|KIAA0895_uc011kaw.1_Nonsense_Mutation_p.K67*|KIAA0895_uc003tfb.2_Nonsense_Mutation_p.K167*|KIAA0895_uc011kax.1_Nonsense_Mutation_p.K167*|KIAA0895_uc003tfe.2_Nonsense_Mutation_p.K205*|KIAA0895_uc011kay.1_Nonsense_Mutation_p.K167*NM_001100425 NP_001093895 Q8NCT3 K0895_HUMAN 0AGCTGAGGCTTTGGCTTTGGA0.408

+ 4 254POLR2J4_uc003tjc.2_RNA|UBE2D4_uc003tjb.1_Missense_Mutation_p.P19SNM_015983 NP_057067 Q9Y2X8 UB2D4_HUMAN 0CATCCACTTTCCTACAGATTA0.502

- 7 874 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0ACTTTCACTTCATCTGTACTC0.428

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4TTCTTCACATTTGTAGGGTCT0.453

- 4 2184 NM_015852 NP_056936 Q03924 ZN117_HUMAN 1CTTCTCTCCACTATGAATTCT0.363

+ 7 1198WBSCR17_uc003tvz.2_Missense_Mutation_p.R99CNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7GAATGCTCTTCGCGTTGCTGA0.537

+ 6 1216GTF2IRD1_uc010lbq.2_Missense_Mutation_p.P307S|GTF2IRD1_uc003uap.2_Missense_Mutation_p.P275S|GTF2IRD1_uc003uar.1_Missense_Mutation_p.P275SNM_016328 NP_057412 Q9UHL9 GT2D1_HUMAN 4GCAGGAAGCACCTTCCTGCCC0.657

- 6 10547PCLO_uc003uhv.2_Nonsense_Mutation_p.R3420*|PCLO_uc010lec.2_Nonsense_Mutation_p.R385*NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TACTGTCCTCGGACTTTAGCT0.428

- 2 1266PCLO_uc003uhv.2_Missense_Mutation_p.P326LNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TGCAGGCCCAGGCTGTGATTT0.552

- 11 1786ASNS_uc011kin.1_Missense_Mutation_p.S344F|ASNS_uc003uou.3_Missense_Mutation_p.S427F|ASNS_uc003uov.3_Missense_Mutation_p.S427F|ASNS_uc011kio.1_Missense_Mutation_p.S406F|ASNS_uc003uow.3_Missense_Mutation_p.S406F|ASNS_uc003uox.3_Missense_Mutation_p.S344FNM_133436 NP_597680 P08243 ASNS_HUMANAsparagine synthetase. 1CAAGTAATAGGAAGAAAATCG0.343

- 21 2788LAMB4_uc003vey.2_Missense_Mutation_p.P902S|LAMB4_uc010ljp.1_5'FlankNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin EGF-like 8. 8CCTGAAGAAGGATTTCCATAG0.438

+ 12 1790CFTR_uc011knq.1_5'UTRNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential).|ABC transporter 1. 5GGAGGTCAACGAGCAAGAATT0.338 rs121909044

+ 12 3708PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9GTCCCTTGCTCATACCACCAC0.403

+ 4 338ASB15_uc003vkv.1_Missense_Mutation_p.D16N|ASB15_uc003vkw.1_Missense_Mutation_p.D16NNM_080928 NP_563616 Q8WXK1 ASB15_HUMAN 3TACAAGTTATGATATTCAGCT0.353

+ 1 543 NR_002144 0ATCATGGCCAGGAAGCTGATC0.602

+ 6 1768CALD1_uc003vry.2_Intron|CALD1_uc003vsa.2_Missense_Mutation_p.G208R|CALD1_uc003vsb.2_Intron|CALD1_uc010lmm.2_Missense_Mutation_p.G208R|CALD1_uc011kpt.1_Intron|CALD1_uc003vsc.2_Missense_Mutation_p.G202R|CALD1_uc003vsd.2_Intron|CALD1_uc011kpu.1_Intron|CALD1_uc011kpv.1_Intron|CALD1_uc003vse.2_Missense_Mutation_p.G301RNM_033138 NP_149129 Q05682 CALD1_HUMAN 0AAATAAAAAGGGAGAAGAGAA0.403

- 2 1298PARP12_uc003vvk.1_5'Flank|PARP12_uc010lnf.1_RNANM_022750 NP_073587 Q9H0J9 PAR12_HUMAN 3AACAAGAGTTGGCATAGCTCA0.512

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378



+ 13 1606 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2TGAGCTTTTTCACAATCAAGT0.363

+ 23 3268SSPO_uc010lpl.1_Missense_Mutation_p.V340MNM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 3. 0GGTGAATGGGGTGAGCGTGAC0.642

+ 5 876TUSC3_uc003wwr.2_Missense_Mutation_p.L222F|TUSC3_uc003wws.2_Missense_Mutation_p.L222F|TUSC3_uc003wwu.2_Missense_Mutation_p.L222F|TUSC3_uc003wwv.2_Missense_Mutation_p.L222F|TUSC3_uc003www.2_Missense_Mutation_p.L222F|TUSC3_uc003wwx.2_RNA|TUSC3_uc003wwy.2_Missense_Mutation_p.L222FNM_006765 NP_006756 Q13454 TUSC3_HUMANHelical; (Potential). 3GGAACAACTTGGAGTTCATCT0.398

- 8 1470LGI3_uc010ltu.2_Missense_Mutation_p.S370NNM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 4. 1CTGGGAGCTGCTGGACACAAT0.612

+ 11 1128ADAM28_uc003xdx.2_Missense_Mutation_p.H349Y|ADAM28_uc011kzz.1_Missense_Mutation_p.H116Y|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.H36YNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5TGGAATGTTTCATGACGACTA0.458

+ 3 2559NEFM_uc011lac.1_Missense_Mutation_p.K624N|NEFM_uc010lue.2_Missense_Mutation_p.K466NNM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1CAGATGAAAAGAAGGGGGGTG0.338

+ 27 3298 NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMANCytoplasmic (Potential). 1GACACATTCAGACACAAATTG0.388

+ 6 901LETM2_uc011lbn.1_Missense_Mutation_p.R88C|LETM2_uc003xll.1_Missense_Mutation_p.R196C|LETM2_uc003xln.1_Missense_Mutation_p.R88C|LETM2_uc003xlo.1_Missense_Mutation_p.R88CNM_144652 NP_653253 Q2VYF4 LETM2_HUMANLETM1.|Mitochondrial matrix (Potential). 0ACACTTAGATCGCCCTCAGCT0.502

+ 12 1382IKBKB_uc010lxh.1_Missense_Mutation_p.S297F|IKBKB_uc011lco.1_RNA|IKBKB_uc010lxj.1_Missense_Mutation_p.S179F|IKBKB_uc003xox.1_Missense_Mutation_p.S123F|IKBKB_uc011lcp.1_RNA|IKBKB_uc011lcq.1_Missense_Mutation_p.S400F|IKBKB_uc010lxi.1_RNA|IKBKB_uc011lcr.1_Missense_Mutation_p.S343FNM_001556 NP_001547 O14920 IKKB_HUMAN 7ACTCAGATCTCCCCACGGCCC0.408

- 5 551CHRNA6_uc011lcw.1_Missense_Mutation_p.H154YNM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0CAGTTTTGATGATCAAAAGGG0.363

- 20 4148NCOA2_uc011lfb.1_Missense_Mutation_p.R417QNM_006540 NP_006531 Q15596 NCOA2_HUMAN 16ATGTGCCATTCGGGGTGACAT0.512

+ 13 2305OXR1_uc003ymf.2_Missense_Mutation_p.W708R|OXR1_uc011lhu.1_Missense_Mutation_p.W701R|OXR1_uc010mcg.2_RNA|OXR1_uc010mch.2_Missense_Mutation_p.W364R|OXR1_uc003ymk.2_Missense_Mutation_p.W105R|OXR1_uc003yml.2_Missense_Mutation_p.W78RNM_018002 NP_060472 Q8N573 OXR1_HUMAN TLD. 0TGGCTATCCATGGACTCTTGT0.368

- 4 621SAMD12_uc010mda.1_Intron|SAMD12_uc010mdb.1_IntronNM_207506 NP_997389 Q8N8I0 SAM12_HUMAN 1TCTCCCCATCCATCCACCCAT0.423

- 6 1049 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6ATGCATGTATGGATCTACCAG0.353

- 15 2240KCNQ3_uc010mdt.2_Missense_Mutation_p.K660TNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5GTTGTCCTCCTTCTTCTCTGC0.532

- 13 2173FAM135B_uc003yux.2_Missense_Mutation_p.E569K|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.E230K|FAM135B_uc003yvb.2_Missense_Mutation_p.E230KNM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9ACTGAGAGTTCCTCCTGCTCT0.527

- 7 1158CYP11B1_uc010mex.2_Missense_Mutation_p.R83Q|CYP11B1_uc003yxh.2_Missense_Mutation_p.R100Q|CYP11B1_uc003yxj.2_Missense_Mutation_p.R384Q|CYP11B1_uc010mey.2_Missense_Mutation_p.R455QNM_000497 NP_000488 P15538 C11B1_HUMAN 3GCTCGCCACTCGCTCCAGAAA0.602

- 5 627OPLAH_uc003zat.1_5'FlankNM_017570 NP_060040 O14841 OPLA_HUMAN 0GCGGATGCCTCGAGATAGCAG0.677

+ 6 632ADCK5_uc003zcg.2_RNA|ADCK5_uc003zci.2_5'FlankNM_174922 NP_777582 Q3MIX3 ADCK5_HUMANProtein kinase. 1TTCCAGGCCCTCCCCCACGAG0.637

- 1 263APTX_uc010mjm.2_RNA|APTX_uc003zrj.2_5'UTR|APTX_uc011lns.1_5'UTR|APTX_uc003zrl.2_5'UTR|APTX_uc003zrn.2_5'UTR|APTX_uc003zro.2_Missense_Mutation_p.L22F|APTX_uc003zrp.2_5'UTR|APTX_uc003zrq.2_5'UTR|APTX_uc003zrr.2_Missense_Mutation_p.L22F|APTX_uc003zrs.2_Missense_Mutation_p.L22F|APTX_uc003zrt.2_5'UTR|APTX_uc003zru.2_Missense_Mutation_p.L22F|APTX_uc003zrv.2_Missense_Mutation_p.L36F|APTX_uc003zrw.2_Missense_Mutation_p.L22F|APTX_uc003zrx.2_Missense_Mutation_p.L22F|APTX_uc003zry.2_Missense_Mutation_p.L22F|APTX_uc003zrz.2_5'UTR|APTX_uc003zsa.1_Missense_Mutation_p.L22F|APTX_uc003zsb.1_RNA|APTX_uc003zsc.1_RNANM_175072 NP_778242 Q7Z2E3 APTX_HUMANInteractions with ADPRT and NCL. 1CAACTGCTTCCAAATGTGGAA0.468

- 28 3305UBAP2_uc011loc.1_Missense_Mutation_p.F973L|UBAP2_uc011lod.1_Missense_Mutation_p.F797L|UBAP2_uc011loe.1_Missense_Mutation_p.F819L|UBAP2_uc003ztn.1_Missense_Mutation_p.F303L|UBAP2_uc003zto.1_Missense_Mutation_p.F303L|UBAP2_uc003ztp.1_Missense_Mutation_p.F303LNM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3AGATGTGTAGGAATGGTGGGG0.652

+ 12 4678RUSC2_uc010mkq.2_RNA|RUSC2_uc003zwx.3_Nonsense_Mutation_p.R1475*NM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN SH3. 1AGACATCCTACGAGTGCTGGG0.642

- 2 1001_1002 NM_001163 NP_001154 Q02410 APBA1_HUMANMunc-18-1 binding. 1ACTCGCCGTCGGAGCGCTCGTC0.713

+ 5 751 NM_015110 NP_055925 Q8IY18 SMC5_HUMAN Potential. 3GCACAAATATCACTGTGAACT0.368

- 9 1337TRPM6_uc004ajk.1_Nonsense_Mutation_p.Q362*|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Nonsense_Mutation_p.Q367*|TRPM6_uc010mpd.1_Nonsense_Mutation_p.Q367*|TRPM6_uc010mpe.1_IntronNM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8ATTAGAATTTGGAAAAGGTGC0.383

- 5 445HSD17B3_uc010msc.1_Missense_Mutation_p.G133RNM_000197 NP_000188 P37058 DHB3_HUMAN 0GGAAGCATTCCGACATTGTTG0.388

+ 5 1847NR4A3_uc004bae.2_Missense_Mutation_p.R373H|NR4A3_uc004bag.1_Missense_Mutation_p.R373H|NR4A3_uc004bai.2_Missense_Mutation_p.R384HNM_006981 NP_008912 Q92570 NR4A3_HUMAN 173AGGAGAGGTCGTCTGCCTTCC0.458

- 2 131BAAT_uc004bbd.3_Missense_Mutation_p.P8SNM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3GCACTCACAGGGGTAGCTGTC0.443 rs147241373

+ 3 917ZNF462_uc010mto.2_Missense_Mutation_p.V58I|ZNF462_uc004bda.2_Missense_Mutation_p.V58INM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5GGTTCCGCCCGTATCACTGCA0.507

+ 6 531 C9orf6_uc010mtr.2_RNANM_017832 NP_060302 Q9NX38 CI006_HUMAN 1ATTGCAGTTGTGTTACCCAAA0.363

+ 6 558 C9orf6_uc010mtr.2_RNANM_017832 NP_060302 Q9NX38 CI006_HUMAN 1GAAAGTAAAAGCATAACAGAA0.368

- 38 8148SVEP1_uc010mty.2_Missense_Mutation_p.S530FNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 20. 7TGTTGGGATGGAACTTGACCA0.458

- 47 5534 NM_001080398 NP_001073867 0TTTGGTTGTCCGGACCCCACT0.418 rs145249965

- 25 3708C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfq.2_Nonsense_Mutation_p.W1152*|C9orf84_uc010mug.2_Nonsense_Mutation_p.W1102*NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2TGGAGTCTTTCCAGTAGCTGG0.363

- 20 4079AKNA_uc004bin.3_Missense_Mutation_p.A562V|AKNA_uc004bio.3_Missense_Mutation_p.A775V|AKNA_uc004bip.3_Missense_Mutation_p.A1234V|AKNA_uc004bir.3_Missense_Mutation_p.A1315V|AKNA_uc004bis.3_Missense_Mutation_p.A1315V|AKNA_uc010mve.2_Missense_Mutation_p.A1196VNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6CGACGACCCCGCCTGCTTGCT0.632

+ 2 1320ASTN2_uc004bjr.1_Intron|ASTN2_uc004bjs.1_Intron|ASTN2_uc004bjt.1_Intron|TRIM32_uc004bjw.2_Missense_Mutation_p.A388TNM_001099679 NP_001093149 Q13049 TRI32_HUMAN NHL 1. 3AGTACTAGTCGCTGACCGTGG0.493

+ 11 1817PTGS1_uc011lys.1_Missense_Mutation_p.A499D|PTGS1_uc010mwb.1_Missense_Mutation_p.A415D|PTGS1_uc004bmf.1_Missense_Mutation_p.A524D|PTGS1_uc004bmh.1_Missense_Mutation_p.A452D|PTGS1_uc011lyt.1_Missense_Mutation_p.A452DNM_000962 NP_000953 P23219 PGH1_HUMAN 2GTCAAGACGGCCACACTGAAG0.562

+ 1 888 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMANCytoplasmic (Potential). 1ACAAAGACATGAAACGGGGCT0.363

- 4 788RC3H2_uc004bnc.2_RNA|RC3H2_uc004bnd.1_Missense_Mutation_p.A183T|RC3H2_uc004bne.3_Missense_Mutation_p.A183T|RC3H2_uc011lzg.1_Missense_Mutation_p.A183T|RC3H2_uc004bng.1_Missense_Mutation_p.A183TNM_001100588 NP_001094058 Q9HBD1 RC3H2_HUMAN 4GCCCTGACAGCGGCCCATAGA0.478

- 7 1011PPP6C_uc010mwv.2_Missense_Mutation_p.R301C|PPP6C_uc010mww.2_Missense_Mutation_p.R242C|PPP6C_uc011lzr.1_Missense_Mutation_p.R117CNM_002721 NP_002712 O00743 PPP6_HUMAN 2TTTCCACAACGATAGCAGTAA0.403

+ 10 1948GAPVD1_uc011lzs.1_Missense_Mutation_p.S541L|GAPVD1_uc004bpp.2_Missense_Mutation_p.S541L|GAPVD1_uc004bpq.2_Missense_Mutation_p.S541L|GAPVD1_uc004bpr.2_Missense_Mutation_p.S541L|GAPVD1_uc004bps.2_Missense_Mutation_p.S541L|GAPVD1_uc010mwy.1_Missense_Mutation_p.S400LNM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4ATGCAGCTTTCGGATGGAGGA0.373 rs139685989

+ 7 1267ABL1_uc004bzv.2_Missense_Mutation_p.V441INM_005157 NP_005148 P00519 ABL1_HUMAN Protein kinase. 817CAAGTCCGACGTCTGGGGTAA0.507

- 22 3059TSC1_uc004ccb.3_Missense_Mutation_p.Q941R|TSC1_uc011mcq.1_Missense_Mutation_p.Q891R|TSC1_uc011mcr.1_IntronNM_000368 NP_000359 Q92574 TSC1_HUMAN Potential. p.?(1) 14CTCTGCGGCCTGCAGCTGTCC0.448

- 6 880 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN 1AGCTCATGCTGGAAGGGACGC0.647

+ 41 5895CACNA1B_uc004coi.2_Missense_Mutation_p.S1129FNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6CAGAAGAGTTCCACCTCCCTC0.592

+ 3 493PLCXD1_uc011mgx.1_RNANM_018390 NP_060860 Q9NUJ7 PLCX1_HUMANPI-PLC X-box. 0CATTTCGCACGAGGAGTCCCG0.622

+ 3 536PLCXD1_uc011mgx.1_RNANM_018390 NP_060860 Q9NUJ7 PLCX1_HUMANPI-PLC X-box. 0GCCTTGCCCTGCATCACGCGC0.637



- 7 8087 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANIg-like C2-type 11. 8ACCAGGTTATGATACTGCTTG0.632

+ 3 182 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN 5 AATTCTTATCCTTTTTAACAT0.353

- 5 683ASB9_uc004cwk.2_Missense_Mutation_p.H146Y|ASB9_uc004cwm.2_Intron|ASB9_uc010ner.2_Missense_Mutation_p.H146Y|ASB9_uc004cwn.2_Missense_Mutation_p.H117YNM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN ANK 4. 0CACTCCACGTGGCCTGCAGCC0.453

- 7 958ASB11_uc004cwo.1_Missense_Mutation_p.L299F|ASB11_uc010nes.1_RNA|ASB11_uc010net.1_Missense_Mutation_p.L303FNM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3TGGTATAGGAGGAATCGTTCG0.493 rs145057594

+ 5 494CDKL5_uc004cyn.2_Missense_Mutation_p.R81WNM_003159 NP_003150 O76039 CDKL5_HUMANProtein kinase. 6AGCATTTCGTCGGAGGGGAAA0.383

+ 3 246SSX6_uc011mlv.1_Missense_Mutation_p.F42VNM_173357 NP_775493 0AAAGATGAAATTCTCGGAGAA0.408

- 56 8018HUWE1_uc004dsn.2_Missense_Mutation_p.L1363HNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17GCCCTGGGTGAGACGAGTTGT0.587

- 8 1292 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. 6AAGGGATACCCTGTGGCCTAG0.592

- 20 3235BCYRN1_uc011mpt.1_Intron|ZMYM3_uc004dzi.1_Missense_Mutation_p.R1050W|ZMYM3_uc004dzj.1_Missense_Mutation_p.R1038WNM_201599 NP_963893 Q14202 ZMYM3_HUMAN 1ATGGAGTCCCGGGAGCAGCTT0.537

+ 8 952BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3AGCTCCCGACGACAACAGTGA0.473

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

- 30 6839ATRX_uc004ecq.3_Missense_Mutation_p.E2165K|ATRX_uc004eco.3_Missense_Mutation_p.E1988KNM_000489 NP_000480 P46100 ATRX_HUMANHelicase C-terminal. 30TCAGTAAGCTCATTCATAGTA0.393

- 7 928uc010nnf.2_Intron|NOX1_uc004egl.3_Missense_Mutation_p.R241H|NOX1_uc010nne.2_Missense_Mutation_p.R204HNM_007052 NP_008983 Q9Y5S8 NOX1_HUMANFerric oxidoreductase.|Extracellular (Potential). 1TGCACACTTGCGAGGATGACT0.498 rs35242502

- 22 1731COL4A6_uc004env.3_Missense_Mutation_p.G542E|COL4A6_uc011msn.1_Missense_Mutation_p.G542E|COL4A6_uc010npk.2_Missense_Mutation_p.G542ENM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CCCCTTCTTTCCTTTGGGTCC0.512

+ 3 464 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1ACGAAATCATCATCTACCATG0.468

+ 4 511 NM_173798 NP_776159 Q6PEW1 ZCH12_HUMAN 1AACAGCCGGCGGCTGAATGCA0.493

+ 13 1621SAGE1_uc010nry.1_Missense_Mutation_p.T454I|SAGE1_uc011mvv.1_IntronNM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3GCTACCATTACTCACAGTGTT0.448

+ 17 2020FMR1_uc004fcj.2_Missense_Mutation_p.R571C|FMR1_uc004fck.3_Missense_Mutation_p.R565C|FMR1_uc004fcl.3_Missense_Mutation_p.R451C|FMR1_uc011mxa.1_Missense_Mutation_p.R241CNM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3GGGTAAAGATCGTAACCAGAA0.433

+ 2 3807PCDH11Y_uc010nwg.1_Missense_Mutation_p.D1014Y|PCDH11Y_uc004fql.1_Missense_Mutation_p.D1014Y|PCDH11Y_uc004fqm.1_Missense_Mutation_p.D1014Y|PCDH11Y_uc004fqn.1_Missense_Mutation_p.D1025Y|PCDH11Y_uc004fqp.1_Missense_Mutation_p.D796YNM_032973 NP_116755 Q9BZA8 PC11Y_HUMANCytoplasmic (Potential). 0CAGCGTTTCTGACTGTGGCTA0.458

- 13 1636KIAA1751_uc009vkz.1_Missense_Mutation_p.R494WNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1CTCCGCAGCCGCTCCACCGTG0.642

+ 9 1378 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9CTCTGTGATGGGGAGCTTGTC0.642

- 9 686RAP1GAP_uc001bev.2_Missense_Mutation_p.P143L|RAP1GAP_uc001bew.2_Missense_Mutation_p.P207L|RAP1GAP_uc001bey.2_Missense_Mutation_p.P143LNM_002885 NP_002876 P47736 RPGP1_HUMAN 3GCAGGAGATGGGGATGACATC0.592

+ 3 376SRRM1_uc010oel.1_Missense_Mutation_p.W51L|SRRM1_uc009vrh.1_Missense_Mutation_p.W12L|SRRM1_uc009vri.1_5'Flank|SRRM1_uc010oem.1_5'FlankNM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPWI.|Necessary for mRNA 3'-end cleavage and cytoplasmic accumulation.|Necessary for DNA and RNA-binding.3ATAAAGCCTTGGATAACAAAA0.338

- 11 1603FGR_uc001boi.2_Missense_Mutation_p.S189Y|FGR_uc001bok.2_Missense_Mutation_p.S486Y|FGR_uc001bol.2_Missense_Mutation_p.S486Y|FGR_uc001bom.2_Missense_Mutation_p.S486YNM_005248 NP_005239 P09769 FGR_HUMAN Protein kinase. 2CTCGTACAGGGATGCTGGGCA0.592

+ 3 1183 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN 0TATCAGCTGCCTCAGAACAGG0.577

+ 10 1288TINAGL1_uc001bsz.2_Missense_Mutation_p.L243F|TINAGL1_uc010ogj.1_Missense_Mutation_p.L357F|TINAGL1_uc010ogk.1_Missense_Mutation_p.L388FNM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0GCCAGTGAGCCTTGGGAGGCC0.567

+ 29 5117MAST2_uc001cow.2_Missense_Mutation_p.P1611S|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11AGACCCCATCCCTCCTGAAGG0.632

- 3 692AGBL4_uc001cru.2_Intron|AGBL4_uc010omw.1_Intron|AGBL4_uc010omx.1_Intron|AGBL4_uc001crv.1_Intron|AGBL4_uc010omy.1_Intron|BEND5_uc001crw.3_Missense_Mutation_p.K47NNM_024603 NP_078879 Q7L4P6 BEND5_HUMAN Potential. 1CCTTGAGCTTCTTGGCCTGTT0.607

- 1 389_390SERBP1_uc001ddx.2_Missense_Mutation_p.P84S|SERBP1_uc001ddy.2_Missense_Mutation_p.P84S|SERBP1_uc001ddw.2_Missense_Mutation_p.P84SNM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1CCAACGCTGGGGGGCAGCGGGT0.634

- 6 867 NM_002053 NP_002044 P32455 GBP1_HUMAN 2AAAAGTTTCATCTTTTTGACT0.303

- 24 3451NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.L1120F|PDE4DIP_uc001elv.3_Missense_Mutation_p.L61FNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5GCATTCTCAAGGCAAAGGCTC0.493

+ 10 2038NBPF10_uc001emp.3_Intron|ANKRD35_uc010oyx.1_Missense_Mutation_p.E487KNM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5GTTGCAGAGGGAGCTACAGTC0.612

+ 11 1550SNX27_uc001eyo.2_Nonsense_Mutation_p.E419*|SNX27_uc001eyp.2_Nonsense_Mutation_p.E326*NM_030918 NP_112180 Q96L92 SNX27_HUMAN 3TTACATGCATGAGTGCTTCGA0.418

+ 2 1053 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5ATTTCCTCCCCGTGCTGCCCC0.637 rs147332234

- 4 451 NM_052891 NP_443123 Q96LB9 PGRP3_HUMAN 4AGCTGATAAGGCAGCAGGGCT0.512

+ 20 2176 NM_020452 NP_065185 P98198 AT8B2_HUMANCytoplasmic (Potential). 2GATGCTGACGGATGACATGAC0.562

- 3 635SLAMF9_uc009wtd.2_Intron|SLAMF9_uc001fut.2_IntronNM_033438 NP_254273 Q96A28 SLAF9_HUMANIg-like C2-type.|Extracellular (Potential). 1AGTGCTATCCCCCCGGGAGAG0.577

- 3 541 NM_005717 NP_005708 O15511 ARPC5_HUMAN 0ATTGTCAGACGGGCTCTCAAA0.338 rs144388879

- 5 732FAM129A_uc009wyh.1_Intron|FAM129A_uc009wyi.1_IntronNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4TCAGCAGCCTCGTGGAAGCAG0.582

+ 6 1075MFSD4_uc010prk.1_Missense_Mutation_p.A243V|MFSD4_uc010prl.1_RNA|MFSD4_uc010prm.1_Missense_Mutation_p.A275VNM_181644 NP_857595 Q8N468 MFSD4_HUMAN 3GCCTATTCCGCCTTCGTGTAC0.627

+ 7 1238KCNK2_uc001hko.2_Missense_Mutation_p.R353W|KCNK2_uc009xdm.2_RNA|KCNK2_uc001hkp.2_RNA|KCNK2_uc001hkr.3_Missense_Mutation_p.R342WNM_001017425 NP_001017425 O95069 KCNK2_HUMANCytoplasmic (Potential).|Required for basal channel activity (By similarity).0CAAGTTCCAGCGGGCCACCTC0.547

- 54 11020 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 20.p.R3545W(1) 26GATGTTCCCCGAAAACGTTCA0.383 rs145718329

+ 18 4537MIA3_uc001hnm.2_Missense_Mutation_p.E388KNM_198551 NP_940953 Q5JRA6 MIA3_HUMANCytoplasmic (Potential).|Potential. 5AGCTGGACTGGAAGATGAATG0.403

- 1 256 NM_001005487 NP_001005487 Q8NGZ3 O13G1_HUMANExtracellular (Potential). 1ATGGTATTTTCTGATGTTAGC0.488

+ 2 292 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3AGGCAAATTTCAATTGGTGGC0.318

- 4 723 NM_000242 NP_000233 P11226 MBL2_HUMAN C-type lectin. 1ACACAATCTTCATCAGAACCA0.488

- 2 672 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4ACCTGGGCAGCAGCCACCTCG0.572



+ 1 337 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANHelical; Name=3; (Potential). 2CTCCATCATGGAGTCAGCAGT0.522

- 2 95 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANExtracellular (Potential). 1GGGGTGGTTGGATCCATGCTC0.453

+ 6 1128DEPDC7_uc001muc.2_Missense_Mutation_p.L337FNM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2TACCCAGCTCCTTCTAAAGCT0.333

- 10 2118SLC1A2_uc001mwe.2_Missense_Mutation_p.R500Q|SLC1A2_uc010rev.1_Missense_Mutation_p.R509QNM_004171 NP_004162 P43004 EAA2_HUMAN 3TTCATGCACTCGATGCTGGGA0.443

+ 1 593 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMANExtracellular (Potential). 2CCTTTCTGTGGACCCAATGTC0.423

- 1 585 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMANHelical; Name=5; (Potential). 3GAACAAGAATCAACTCACTAA0.373

+ 4 328POU2F3_uc010rzk.1_Missense_Mutation_p.P14L|POU2F3_uc010rzl.1_Nonsense_Mutation_p.Q6*NM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2GTCCGGAAACCAAATGTCTGG0.517

- 4 798 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|10.|Pro-rich.1GGTTTGTTACCTTCTTGTGGG0.607

- 5 629ENDOU_uc010sll.1_5'UTR|ENDOU_uc001rpt.1_Missense_Mutation_p.E118K|ENDOU_uc010slm.1_Missense_Mutation_p.E96K|uc001rpv.2_5'FlankNM_006025 NP_006016 P21128 ENDOU_HUMAN 3ACGATGTCTTCCTTCTGGGCT0.507

- 1 150 NM_004693 NP_004684 O95678 K2C75_HUMANGly-rich.|Head. 0GCCCCCACTCCCTGCTGCAGA0.672

- 6 604 NM_006741 NP_006732 Q13522 PPR1A_HUMANInteraction with PPP1R15A. 0CTGCCTCTCTCGTGAGTTTTA0.542

+ 2 1126 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4ACCCCCTTATGAGGGCCCACT0.498

+ 2 702 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN WWE 2. 4CGGCCTACGATATGGACATCT0.622

- 17 3262NOS1_uc001twn.1_Missense_Mutation_p.S63FNM_000620 NP_000611 P29475 NOS1_HUMANFlavodoxin-like. 7TGATTTTTGGGAGTCAGAGTA0.572

+ 2 48RPL21_uc001uqz.1_Translation_Start_Site|SNORD102_uc001urb.2_5'Flank|SNORA27_uc001urc.1_5'FlankNM_000982 NP_000973 P46778 RL21_HUMAN 0GCCAAAATGACGAACACAAAG0.418

- 5 275NDRG2_uc010tll.1_Missense_Mutation_p.S38F|NDRG2_uc001vyt.2_5'UTR|NDRG2_uc001vyu.2_Missense_Mutation_p.S28F|NDRG2_uc001vyv.2_Missense_Mutation_p.S28F|NDRG2_uc001vyw.2_Missense_Mutation_p.S28F|NDRG2_uc001vzb.2_5'UTR|NDRG2_uc001vyx.2_Missense_Mutation_p.S42F|NDRG2_uc001vza.2_Missense_Mutation_p.S28F|NDRG2_uc001vyz.2_Missense_Mutation_p.S28F|NDRG2_uc001vzc.2_Missense_Mutation_p.S28F|NDRG2_uc001vze.2_Missense_Mutation_p.S42F|NDRG2_uc001vzd.2_Missense_Mutation_p.S42F|NDRG2_uc001vzg.2_Missense_Mutation_p.S28F|NDRG2_uc001vzf.2_Missense_Mutation_p.S28F|NDRG2_uc010aig.2_Missense_Mutation_p.S42FNM_201540 NP_963834 Q9UN36 NDRG2_HUMAN 2TGTCTCCACAGAGTGAGTCTG0.567

+ 20 2723KIAA1409_uc001ybs.1_Nonsense_Mutation_p.W880*NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN p.W880*(1) 17GCAAAGACTGGAAGATGAGGT0.488

+ 15 1659 NM_152327 NP_689540 Q96M32 KAD7_HUMAN 1GATAAACCTTCCTGAGAGCAT0.527

+ 8 996INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.G188R|KIAA0284_uc001yps.2_Missense_Mutation_p.G164RNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1AGGTGGGGGCGGAGCGGCCCC0.622

- 7 840GABRB3_uc010uae.1_Missense_Mutation_p.L148P|GABRB3_uc001zba.2_Missense_Mutation_p.L233P|GABRB3_uc001zbb.2_Missense_Mutation_p.L289PNM_000814 NP_000805 P28472 GBRB3_HUMANExtracellular (Probable). 5GCTCAGTGACAGTCGAGGATA0.433

- 8 1068CYP19A1_uc001zza.3_Missense_Mutation_p.E273K|CYP19A1_uc001zzb.2_Missense_Mutation_p.E273K|CYP19A1_uc001zzc.1_RNANM_031226 NP_112503 P11511 CP19A_HUMAN 3ATACATTCTTCCAGTTTCTCT0.388

+ 9 1405SCG3_uc010ufz.1_Missense_Mutation_p.E101KNM_013243 NP_037375 Q8WXD2 SCG3_HUMAN 1AAACTTGGATGAAATGATTGC0.313 rs137873046

- 2 1308 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN Homeobox. 0CGCTGGACATCTGTGAAGACC0.453

- 9 2813 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GGCTTGGCCATGCTAATCTGG0.547 rs149553691

- 7 1430 NM_002833 NP_002824 P43378 PTN9_HUMANTyrosine-protein phosphatase. 2CGAATGTCTTCATATTCCTCA0.478

- 13 2759TBC1D2B_uc010bla.2_Missense_Mutation_p.D903NNM_144572 NP_653173 Q9UPU7 TBD2B_HUMAN p.D903N(1) 3GTAGGCGCGTCGGTTCCGGAT0.617 rs117285325

- 5 323CTSH_uc010unf.1_RNA|CTSH_uc010bll.1_Intron|CTSH_uc010ung.1_Missense_Mutation_p.A88SNM_148979 NP_683880 P09668 CATH_HUMAN 3TTTATTTCAGCAAAGCTCATG0.343

- 2 146ALG1_uc002cyj.2_5'Flank|NAGPA_uc002cyf.2_5'UTR|NAGPA_uc002cyh.2_RNA|NAGPA_uc002cyi.2_5'UTR|NAGPA_uc010uxx.1_Missense_Mutation_p.R42HNM_016256 NP_057340 Q9UK23 NAGPA_HUMANLumenal (Potential). 0CGCGCGCGCGCGTGGATAGGG0.766

+ 9 1323SLC6A2_uc010ccd.2_Nonsense_Mutation_p.W404*|SLC6A2_uc002eig.2_Nonsense_Mutation_p.W404*|SLC6A2_uc002eih.2_Nonsense_Mutation_p.W404*|SLC6A2_uc002eii.2_Nonsense_Mutation_p.W299*|SLC6A2_uc002eij.2_Nonsense_Mutation_p.W118*NM_001043 NP_001034 P23975 SC6A2_HUMANHelical; Name=8; (Potential). 8CTACATTCTGGGCTGTTGTGT0.532

- 3 354HYDIN_uc010cfz.1_5'UTR|HYDIN_uc002ezv.2_Missense_Mutation_p.E76K|HYDIN_uc010vmc.1_Missense_Mutation_p.E93K|HYDIN_uc010vmd.1_Missense_Mutation_p.E103K|HYDIN_uc002ezw.3_Missense_Mutation_p.E93KNM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TCTAAGAGTTCGATGATCTGT0.468

- 26 2903WDR59_uc002fdf.1_Missense_Mutation_p.S379L|WDR59_uc002fdg.1_Missense_Mutation_p.S526LNM_030581 NP_085058 Q6PJI9 WDR59_HUMAN 2GAAATTGGACGATCCCCGCAC0.622

- 21 3330MBTPS1_uc002fhh.2_Missense_Mutation_p.P447LNM_003791 NP_003782 Q14703 MBTP1_HUMANLumenal (Potential). 2CACTAACCTGGGCGCCGTCTC0.532

- 5 1133KRT15_uc002hwz.2_Missense_Mutation_p.M216I|KRT15_uc002hxa.2_Missense_Mutation_p.M149I|KRT15_uc002hxb.1_Missense_Mutation_p.M149INM_002275 NP_002266 P19012 K1C15_HUMAN Rod.|Coil 2. 0TGGTCTGGATCATTTCTGTGT0.592

- 1 643 JUP_uc010wfs.1_Intron NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Linker 1. 3GCAGCAGGTCCCTTCTTGTCG0.478

- 17 3209BZRAP1_uc010dcs.2_Missense_Mutation_p.P720S|BZRAP1_uc010wnt.1_Missense_Mutation_p.P780SNM_004758 NP_004749 O95153 RIMB1_HUMAN 3TCCGGTGATGGGCTCAGACTG0.687

- 18 2499INTS2_uc002izm.2_Missense_Mutation_p.R800TNM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3TTGCAGAATTCTCCGTGGAAC0.368

- 9 1840MED13_uc002izp.2_Missense_Mutation_p.P204RNM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2CTGATATTGAGGTGGGAAAGA0.413

- 6 465B3GNTL1_uc002kgf.1_Missense_Mutation_p.E40K|B3GNTL1_uc002kge.1_RNANM_001009905 NP_001009905 Q67FW5 B3GNL_HUMAN 2GTGTATCGTTCGGTGGAGTTA0.562 rs151094014

- 1 827 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3AAGGCGCTGTCGTCGTAGTCT0.607

+ 8 1073 NM_001944 NP_001935 P32926 DSG3_HUMANCadherin 3.|Extracellular (Potential). 9ACAAACTGATCCTAGAACTAA0.348

+ 2 850 DCC_uc010xdr.1_5'UTRNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 1. 17ATGGATGAAAGGAAGCAGCAA0.483

+ 25 4255DCC_uc010dpf.1_Missense_Mutation_p.S858LNM_005215 NP_005206 P43146 DCC_HUMANCytoplasmic (Potential). 17CTGGAGAGGTCGCTGGCTGCA0.517

- 10 1357_1358TCF4_uc002lfw.3_Missense_Mutation_p.P89L|TCF4_uc010xdu.1_Missense_Mutation_p.P119L|TCF4_uc010xdv.1_Missense_Mutation_p.P119L|TCF4_uc002lfx.2_Missense_Mutation_p.P178L|TCF4_uc010xdw.1_Missense_Mutation_p.P119L|TCF4_uc002lfy.2_Missense_Mutation_p.P207L|TCF4_uc010xdx.1_Missense_Mutation_p.P225L|TCF4_uc010dph.1_Missense_Mutation_p.P249L|TCF4_uc010xdy.1_Missense_Mutation_p.P225L|TCF4_uc002lga.2_Missense_Mutation_p.P351L|TCF4_uc002lgb.1_Missense_Mutation_p.P89L|TCF4_uc010dpi.2_Missense_Mutation_p.P255L|TCF4_uc002lgc.3_Missense_Mutation_p.P170L|TCF4_uc002lfv.2_Missense_Mutation_p.P33LNM_003199 NP_003190 P15884 ITF2_HUMAN 2GCTGGACTGTGGAATATGAGAA0.505

- 3 967CD226_uc002lkm.3_Missense_Mutation_p.D174NNM_006566 NP_006557 Q15762 CD226_HUMANIg-like C2-type 2.|Extracellular (Potential). 0GTTAAGAGGTCGATCTGACGG0.512

- 32 5206PTPRS_uc002mbu.1_Missense_Mutation_p.A1227T|PTPRS_uc010xin.1_Missense_Mutation_p.A1200T|PTPRS_uc002mbw.2_Missense_Mutation_p.A1620T|PTPRS_uc002mbx.2_Missense_Mutation_p.A1215T|PTPRS_uc002mby.2_Missense_Mutation_p.A1211TNM_002850 NP_002841 Q13332 PTPRS_HUMANCytoplasmic (Potential). 4AGGCTGCGTGCGGGCACTTCT0.627

+ 20 2605SAFB_uc002mcg.2_Splice_Site_p.G853_splice|SAFB_uc002mce.3_Splice_Site_p.G852_splice|SAFB_uc010xir.1_Splice_Site_p.G850_splice|SAFB_uc010xis.1_Splice_Site_p.G784_splice|SAFB_uc010xit.1_Splice_Site_p.G695_splice|SAFB_uc010xiu.1_Splice_Site_p.G652_spliceNM_002967 NP_002958 Q15424 SAFB1_HUMAN 3TCTGTCTTCCAGGTGGCGAGA0.627

- 5 478TIMM44_uc002mja.2_5'UTR|TIMM44_uc010dvx.1_RNANM_006351 NP_006342 O43615 TIM44_HUMAN 1CGACTCGGCCGACTGCTTGGC0.607



- 3 13372 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGACCTGTTTGGGTGGTGATG0.458

+ 7 1330ZNF559_uc002mlf.2_5'UTR|ZNF559_uc010dwl.1_5'UTR|ZNF559_uc010xkn.1_Missense_Mutation_p.L220P|ZNF559_uc010dwm.1_3'UTR|ZNF559_uc002mle.3_Missense_Mutation_p.L292P|ZNF559_uc010dwk.1_5'UTR|ZNF559_uc002mld.2_3'UTR|ZNF559_uc010dwo.1_Intron|ZNF177_uc002mli.2_Intron|ZNF177_uc002mlj.2_IntronNM_032497 NP_115886 Q9BR84 ZN559_HUMAN 1TCTACAGCCCTTTTTGTACAC0.388

- 4 394 NM_001105578 NP_001099048 Q6PIF2 SYCE2_HUMAN 0TGGAGCTTTTCCTGGATGATC0.428

- 2 339LPHN1_uc010xno.1_Missense_Mutation_p.A15TNM_001008701 NP_001008701 O94910 LPHN1_HUMAN 5ACCAGGACGGCGGTGACACAC0.677

- 12 1953NOTCH3_uc002nao.1_Missense_Mutation_p.S626TNM_000435 NP_000426 Q9UM47 NOTC3_HUMANExtracellular (Potential).|EGF-like 16; calcium-binding (Potential).21GCAGGGGTTGCTGGCACAGTC0.582

+ 1 524 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMANExtracellular (Potential). 1AAGGAGATCCACCATTTCTTC0.602

+ 1 526 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMANExtracellular (Potential). 1GGAGATCCACCATTTCTTCTG0.602

+ 12 2149GATAD2A_uc010xqu.1_Nonsense_Mutation_p.Q242*|GATAD2A_uc010xqv.1_Nonsense_Mutation_p.Q633*|GATAD2A_uc010xqw.1_Nonsense_Mutation_p.Q416*NM_017660 NP_060130 Q86YP4 P66A_HUMAN 0CGTGGACCGCCAGCGAGAGTA0.657

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AATTCATACTGGAGAGAAACC0.353

+ 7 600SUPT5H_uc002olp.3_Missense_Mutation_p.Y141H|SUPT5H_uc002olq.3_Missense_Mutation_p.Y137H|SUPT5H_uc002oln.3_Missense_Mutation_p.Y141H|SUPT5H_uc002olr.3_Missense_Mutation_p.Y141HNM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4GGGCGAGTATTACATGAAGAA0.587

- 31 14440 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9CTCACACTCAGGGCCCGGGTA0.657

- 5 1028CEACAM20_uc010ejo.1_Missense_Mutation_p.L338F|CEACAM20_uc010ejp.1_Missense_Mutation_p.L338F|CEACAM20_uc010ejq.1_Missense_Mutation_p.L338FNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANExtracellular (Potential).|Ig-like C2-type 3. 2GTCAGCTCAAGGGGCTCACTC0.557

- 7 2429NLRP7_uc002qig.3_Missense_Mutation_p.L757I|NLRP7_uc002qii.3_Missense_Mutation_p.L785I|NLRP7_uc010esk.2_Missense_Mutation_p.L785I|NLRP7_uc010esl.2_Missense_Mutation_p.L813INM_206828 NP_996611 Q8WX94 NALP7_HUMAN 3TTGGCTTTGAGGACATAGAAG0.527

+ 1 218 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMAN 1GAGCACGGCGGGGCCAGCAGT0.632

- 12 1879PUM2_uc002rdq.1_5'UTR|PUM2_uc002rdt.1_Missense_Mutation_p.P619L|PUM2_uc002rdr.2_Intron|PUM2_uc010yjy.1_Intron|PUM2_uc002rdu.1_Missense_Mutation_p.P619L|PUM2_uc010yjz.1_Missense_Mutation_p.P558LNM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ser-rich. 1TATTGGACTTGGAGAGGAGGA0.463

+ 3 272 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN BRICHOS. 1AATAACAACGGATGGGACTCC0.373

- 3 576EDAR_uc010fjn.2_Missense_Mutation_p.P49S|EDAR_uc010yws.1_Missense_Mutation_p.P49SNM_022336 NP_071731 Q9UNE0 EDAR_HUMANTNFR-Cys 1.|Extracellular (Potential). 1GGCCCACACGGGGGGCACTCC0.627

- 8 3123YSK4_uc002tuf.1_Missense_Mutation_p.R213K|YSK4_uc010fnc.1_Missense_Mutation_p.R213K|YSK4_uc010fnd.1_Missense_Mutation_p.R918K|YSK4_uc010zbg.1_Intron|YSK4_uc002tuh.3_Missense_Mutation_p.R759K|YSK4_uc002tui.3_Missense_Mutation_p.R1048KNM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5GTCATATATCCTGAGCCCACT0.398

- 8 1520PLA2R1_uc010zcp.1_Nonsense_Mutation_p.W438*|PLA2R1_uc002ubf.2_Nonsense_Mutation_p.W438*NM_007366 NP_031392 Q13018 PLA2R_HUMANExtracellular (Potential).|C-type lectin 2. 3CAAACCAATCCATGTTTCTGA0.338

+ 7 1133XIRP2_uc010fpn.2_Missense_Mutation_p.S405F|XIRP2_uc010fpo.2_Missense_Mutation_p.S372F|XIRP2_uc010fpp.2_Missense_Mutation_p.S372F|XIRP2_uc002udy.2_Missense_Mutation_p.S197F|XIRP2_uc010fpq.2_Missense_Mutation_p.S150F|XIRP2_uc010fpr.2_Missense_Mutation_p.S150FNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14TTTGAAAAGTCTGCCCAGGAA0.378

+ 4 811KLHL23_uc002ufi.1_Missense_Mutation_p.S158FNM_144711 NP_653312 Q8NBE8 KLH23_HUMAN BACK. 0GAGAAGGAATCTCGAAGAATT0.373

- 46 16617TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AGGAATCCCCGACAGATAGCC0.408

+ 27 3702ITGA4_uc002unv.2_Missense_Mutation_p.I225NNM_000885 NP_000876 P13612 ITA4_HUMANHelical; (Potential). 6ACCATAGTGATTATTTCAAGT0.313

- 42 3058COL5A2_uc010frx.2_Missense_Mutation_p.P504LNM_000393 NP_000384 P05997 CO5A2_HUMAN 2GGGTCCCGCAGGTCCTGGAGC0.577

- 3 972 NM_005259 NP_005250 O14793 GDF8_HUMAN 1ACGACAGCATCGTGATTCTGT0.418

+ 37 9014 NM_005876 NP_005867 Q15772 SPEG_HUMANProtein kinase 2. 14GAGGGCAAGCGGCGGGTCCTG0.647

+ 1 338UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Missense_Mutation_p.Q101KNM_021027 NP_066307 O60656 UD19_HUMAN 5ATGGAAAGCACAAGTACGAAG0.353

- 3 299WFDC8_uc002xox.2_Missense_Mutation_p.E74KNM_181510 NP_852611 Q8IUA0 WFDC8_HUMAN WAP 1. 0TTCTGGTATTCCTTGCAGTCA0.478

+ 6 770CDH4_uc002ybp.1_Missense_Mutation_p.M178INM_001794 NP_001785 P55283 CADH4_HUMANCadherin 1.|Extracellular (Potential). 6CTGTGGACATGAATGGCAACA0.607

- 69 9465 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin G-like 3. 3CGCCAGGCGAAGGAAGCCGTG0.682

- 15 1763 NM_002772 NP_002763 P98073 ENTK_HUMANExtracellular (Potential).|CUB 2.p.D578N(1) 8 TCAACTACATCGTTAATATTT0.308

- 1 160 NM_181617 NP_853648 Q3LI59 KR212_HUMAN 0 cagccagagccgtatccacag 0.169 rs144960846

+ 42 5564TTC3_uc002ywa.2_Missense_Mutation_p.P1820L|TTC3_uc002ywb.2_Missense_Mutation_p.P1820L|TTC3_uc010gnf.2_Missense_Mutation_p.P1585L|TTC3_uc002ywc.2_Missense_Mutation_p.P1510LNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9GAACGAAGCCCTGTGGCTGAT0.587

+ 6 724SH3BGR_uc002yxz.2_Missense_Mutation_p.E113KNM_007341 NP_031367 P55822 SH3BG_HUMANGlu-rich (acidic). 0AGCCGAGGAGGAGGAAGAAAC0.453

+ 1 745C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_181688 NP_859016 P60014 KR10A_HUMAN 0TCCTGTGTTTCCCTCCTCTGC0.682

+ 22 3086SGSM1_uc003abh.2_Missense_Mutation_p.Y916H|SGSM1_uc010guu.1_Missense_Mutation_p.Y922H|SGSM1_uc003abj.2_Missense_Mutation_p.Y861H|SGSM1_uc003abi.1_Missense_Mutation_p.Y897HNM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5TGAGATCGGCTATGTCCAGGG0.473

- 2 1321TUBGCP6_uc010har.1_Missense_Mutation_p.S270F|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc010hau.1_Missense_Mutation_p.S270FNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4CTCAGACTGGGAATCAGGAGT0.597

+ 1 2373FGD5_uc011avk.1_Missense_Mutation_p.P755SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5GCCCTTCCTGCCCTTGCCACT0.547

- 16 2419LAMB2_uc003cwf.1_Missense_Mutation_p.P707LNM_002292 NP_002283 P55268 LAMB2_HUMANLaminin IV type B. 3TCCAGAGTAGGGAGTCTCAGG0.547

- 16 3618IMPG2_uc011bhe.1_Missense_Mutation_p.P1002S|IMPG2_uc010hpj.1_IntronNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANCytoplasmic (Potential).|Hyaluronan-binding motif involved in chondroitin sulfate C-binding (By similarity).3TACCTGAAGGGACTCTCTCTT0.323

- 16 3582IMPG2_uc011bhe.1_Missense_Mutation_p.L990F|IMPG2_uc010hpj.1_IntronNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANCytoplasmic (Potential).|Hyaluronan-binding motif involved in chondroitin sulfate A- and C-binding (By similarity).3TGTGCTTGGAGAGTCCTGATG0.413

+ 25 3307IFT122_uc003eml.2_Missense_Mutation_p.S1085F|IFT122_uc003emn.2_Missense_Mutation_p.S975F|IFT122_uc003emo.2_Missense_Mutation_p.S924F|IFT122_uc003emp.2_Missense_Mutation_p.S884F|IFT122_uc010htc.2_Missense_Mutation_p.S1027F|IFT122_uc011bky.1_Missense_Mutation_p.S825F|IFT122_uc003emq.2_Missense_Mutation_p.S874F|IFT122_uc003emr.2_Missense_Mutation_p.S787F|IFT122_uc011bla.1_Missense_Mutation_p.S808F|IFT122_uc010hte.2_Missense_Mutation_p.S360F|IFT122_uc003ems.2_Missense_Mutation_p.S416FNM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2TTCCAAAAGTCCATTGAGCTG0.617

- 8 936MRPL3_uc011blo.1_Missense_Mutation_p.P153S|MRPL3_uc011blp.1_Missense_Mutation_p.P285SNM_007208 NP_009139 P09001 RM03_HUMAN 0ATTTTTCCAGGCATTTTAGTT0.353

+ 5 1141AADACL2_uc010hvn.2_Missense_Mutation_p.D128NNM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0TTGTCAACATGATCTCTTAAG0.383

+ 8 1467MAP3K13_uc011brt.1_Missense_Mutation_p.R194W|MAP3K13_uc003fph.3_Missense_Mutation_p.R169W|MAP3K13_uc011bru.1_Missense_Mutation_p.R257W|MAP3K13_uc003fpi.2_Missense_Mutation_p.R401W|MAP3K13_uc010hyg.2_Missense_Mutation_p.R91WNM_004721 NP_004712 O43283 M3K13_HUMANProtein kinase. 3ACCTTCTTTTCGGCAGACACT0.408

- 21 15410MUC4_uc010hzq.2_5'UTR|MUC4_uc003fuz.2_Missense_Mutation_p.G710R|MUC4_uc003fva.2_Missense_Mutation_p.G592R|MUC4_uc003fvb.2_Missense_Mutation_p.G628R|MUC4_uc003fvc.2_RNA|MUC4_uc003fvd.2_RNA|MUC4_uc003fve.2_Missense_Mutation_p.G628R|MUC4_uc010hzr.2_RNA|MUC4_uc011btf.1_Missense_Mutation_p.G592R|MUC4_uc011btg.1_RNA|MUC4_uc011bth.1_Missense_Mutation_p.G676R|MUC4_uc011bti.1_Missense_Mutation_p.G676R|MUC4_uc011btj.1_Missense_Mutation_p.G853R|MUC4_uc011btk.1_Missense_Mutation_p.G592R|MUC4_uc011btl.1_Missense_Mutation_p.G621R|MUC4_uc011btm.1_Missense_Mutation_p.G801R|MUC4_uc011btn.1_Missense_Mutation_p.G592R|MUC4_uc003fvo.2_Missense_Mutation_p.G876R|MUC4_uc003fvp.2_Missense_Mutation_p.G825RNM_018406 NP_060876 Q99102 MUC4_HUMAN 0AAAGAGCTCCCCAGAGCTGCA0.612

+ 15 1782LMLN_uc003fyt.2_Nonsense_Mutation_p.W572*|LMLN_uc010iar.2_Nonsense_Mutation_p.W624*|LMLN_uc010ias.2_Nonsense_Mutation_p.W535*|LMLN_uc003fyu.2_Nonsense_Mutation_p.W384*NM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1ATGAATGGCTGGATTCACGAT0.512



+ 5 2931RGS12_uc003ggu.2_Missense_Mutation_p.T676M|RGS12_uc010ics.1_Translation_Start_Site|RGS12_uc011bvr.1_RNA|RGS12_uc003ggv.2_Missense_Mutation_p.T676M|RGS12_uc003ggy.1_Missense_Mutation_p.T74M|RGS12_uc010ict.1_Missense_Mutation_p.T28M|RGS12_uc003ggz.2_Missense_Mutation_p.T28M|RGS12_uc010icu.1_Translation_Start_Site|RGS12_uc011bvs.1_Missense_Mutation_p.T18M|RGS12_uc003gha.2_Missense_Mutation_p.T18M|RGS12_uc010icv.2_Translation_Start_Site|RGS12_uc003ghb.2_Translation_Start_SiteNM_198229 NP_937872 O14924 RGS12_HUMAN 1GCAGAGTTGACGGGCGCCGAC0.692

+ 1 1684 NM_000798 NP_000789 P21918 DRD5_HUMANCytoplasmic (Potential). 1CAACGACGAGGAGGAGGGTCC0.577

- 3 881KLHL8_uc003hql.1_Missense_Mutation_p.P166S|KLHL8_uc003hqm.1_Missense_Mutation_p.P90S|KLHL8_uc003hqn.1_Intron|KLHL8_uc010ikj.1_IntronNM_020803 NP_065854 Q9P2G9 KLHL8_HUMAN 0CAATTGGAGGGATGAAAATGT0.438

- 7 1179FAM13A_uc003hsf.1_Intron|FAM13A_uc003hsh.1_Missense_Mutation_p.S138LNM_014883 NP_055698 O94988 FA13A_HUMAN 2ACCCTCTGCTGAATTCATGTC0.458

- 6 840uc003hum.1_Intron|ADH1A_uc011ceg.1_Missense_Mutation_p.E257K|ADH1A_uc010ilf.1_Missense_Mutation_p.E48KNM_000667 NP_000658 P07327 ADH1A_HUMAN 2TCAGTCATTTCCTTTAGCACC0.463

- 39 6365CENPE_uc003hxc.1_Missense_Mutation_p.S1971N|CENPE_uc003hxd.1_RNANM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9TTCTCTCAGGCTTTCCGTAAG0.408

+ 38 5438ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_5'Flank|ANK2_uc011cgb.1_Missense_Mutation_p.E1795KNM_001148 NP_001139 Q01484 ANK2_HUMAN 14AGTGGAAGATGAACAGAAAGG0.507

+ 8 1869GUCY1A3_uc010iqc.2_Missense_Mutation_p.E445K|GUCY1A3_uc003iow.2_Missense_Mutation_p.E445K|GUCY1A3_uc010iqd.2_Missense_Mutation_p.E444K|GUCY1A3_uc003iox.2_Missense_Mutation_p.E445K|GUCY1A3_uc003ioz.2_Missense_Mutation_p.E210K|GUCY1A3_uc003ioy.2_Missense_Mutation_p.E445K|GUCY1A3_uc010iqe.2_Missense_Mutation_p.E210K|GUCY1A3_uc003ipa.2_Intron|GUCY1A3_uc003ipb.2_Missense_Mutation_p.E445KNM_000856 NP_000847 Q02108 GCYA3_HUMAN 4AGCCCTGGAGGAGGAGAAGAA0.532

+ 15 3047GRIA2_uc011cit.1_Missense_Mutation_p.S816L|GRIA2_uc003ipl.3_Missense_Mutation_p.S863L|GRIA2_uc003ipk.3_Missense_Mutation_p.S816L|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_3'UTR|GRIA2_uc011ciy.1_3'UTR|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANCytoplasmic (Potential). 4TCGCAGAATTCACAGAATTTT0.403

- 2 218AGXT2_uc011com.1_Missense_Mutation_p.R47G|AGXT2_uc011con.1_IntronNM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4GGAGGCATTCTGGGCTTTGTA0.438

+ 20 4902NIPBL_uc003jkk.3_Missense_Mutation_p.R1468KNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9ACCAGCAAGAGGAGTTTAAGG0.308

- 8 1883 NM_021072 NP_066550 O60741 HCN1_HUMANCytoplasmic (Potential). 1TTGAGGATTTCGTTCTCCTGA0.418

- 11 1697IL6ST_uc010iwb.2_Intron|IL6ST_uc010iwc.2_Intron|IL6ST_uc010iwd.2_Intron|IL6ST_uc011cqk.1_Missense_Mutation_p.Y192C|IL6ST_uc003jqr.2_3'UTRNM_002184 NP_002175 P40189 IL6RB_HUMANExtracellular (Potential).|Fibronectin type-III 4. 2ACCTCTTAAATAGGTGCGATG0.373

+ 2 314NDUFAF2_uc003jso.3_IntronNM_174889 NP_777549 Q8N183 MIMIT_HUMAN 0AGTAGACTATGAAGCAGGGGA0.318

+ 4 781ZFYVE16_uc010jak.1_Missense_Mutation_p.S160F|ZFYVE16_uc003kgp.2_Missense_Mutation_p.S160F|ZFYVE16_uc003kgq.3_Missense_Mutation_p.S160F|ZFYVE16_uc003kgs.3_Missense_Mutation_p.S160FNM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0AATGCAGATTCCTTGATTGGA0.348

+ 3 1142FAM170A_uc003ksl.2_Intron|FAM170A_uc003ksn.2_Missense_Mutation_p.R311K|FAM170A_uc003kso.2_Missense_Mutation_p.R264KNM_182761 NP_877438 A1A519 F170A_HUMAN 1CTTGGCCTGAGGAGATCCTGG0.343

+ 11 2080SLC27A6_uc003kuz.2_Missense_Mutation_p.E562KNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0TGCTTTACAGGAAAAAATGGA0.289

+ 1 2392PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.E512KNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANExtracellular (Potential).|Cadherin 5. 1GGTGCACGCGGAGAGCGGCAA0.706

+ 1 2583PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Intron|PCDHA13_uc003lif.2_Intron|PCDHAC1_uc003lig.1_Missense_Mutation_p.G803RNM_018898 NP_061721 Q9H158 PCDC1_HUMANCytoplasmic (Potential). 5GAATAGGAAAGGGGATCACGC0.453

+ 1 927 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1GAAGGGGATCGTCTAAAAGAG0.438

+ 33 3868CYFIP2_uc011ddn.1_Missense_Mutation_p.P1218S|CYFIP2_uc011ddo.1_Missense_Mutation_p.P1048S|CYFIP2_uc003lwr.2_Missense_Mutation_p.P1244S|CYFIP2_uc003lws.2_Missense_Mutation_p.P1244S|CYFIP2_uc003lwt.2_Missense_Mutation_p.P1147S|CYFIP2_uc011ddp.1_Missense_Mutation_p.P978S|CYFIP2_uc003lwv.2_Missense_Mutation_p.P199SNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0CTTCCAGCCACCCATCCACCA0.522

+ 2 182MAML1_uc003mkn.1_3'UTRNM_145867 NP_665874 Q16873 LTC4S_HUMAN Lumenal. 0GTGATCTCGGCGCGCAGGGCC0.726

- 2 621CCDC90A_uc010jpf.2_RNANM_001031713 NP_001026883 Q96AQ8 CC90A_HUMAN 0GTGTCGAAGTAGAGTTTCCTG0.453

- 4 708NOTCH4_uc011dpu.1_RNA|NOTCH4_uc011dpv.1_RNA|NOTCH4_uc003obc.2_Missense_Mutation_p.A190DNM_004557 NP_004548 Q99466 NOTC4_HUMANExtracellular (Potential).|EGF-like 4. 22ACGTTCACAGGCATGGCCCTC0.612

- 51 3976COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.P1164S|COL11A2_uc003ocz.1_Missense_Mutation_p.P1143SNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5GGCCCTGGTGGCCCTGGCTCT0.627

+ 7 1464RNF8_uc003onr.3_Intron|RNF8_uc011dtx.1_Missense_Mutation_p.S356FNM_003958 NP_003949 O76064 RNF8_HUMAN RING-type. 1AGTTTCTGCTCCTACTGTATC0.433

+ 25 2627UBR2_uc011dus.1_Missense_Mutation_p.P521Q|UBR2_uc003osh.2_RNANM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4CTCCCACCTCCGGTGTTGCCT0.398

+ 6 1014TINAG_uc010jzt.2_IntronNM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4TGGAAGCATCGATAGGGCTTG0.428

+ 6 1656DSE_uc011ebg.1_Missense_Mutation_p.P507S|DSE_uc003pwt.2_Missense_Mutation_p.P488S|DSE_uc003pwu.2_Missense_Mutation_p.P155SNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GATGTTTTCCCCAGCTGTGTC0.453

+ 4 310NCF1_uc010lbs.1_Nonsense_Mutation_p.W80*|NCF1_uc011kfh.1_IntronNM_000265 NP_000256 P14598 NCF1_HUMAN PX. 1CTCCCAAGTGGTTTGACGGGC0.677

- 22 15233 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CCATTCTGTCCCATCTTCCCT0.323

+ 48 7282TRRAP_uc011kis.1_Missense_Mutation_p.S2340L|TRRAP_uc003upr.2_Missense_Mutation_p.S2057LNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMANInteraction with TP53. 37ATCGAAAAATCACCAGATGCC0.532

- 13 1698RELN_uc010liz.2_Missense_Mutation_p.S513FNM_005045 NP_005036 P78509 RELN_HUMAN 19TGAGGAATAGGAAAGGGTATC0.433

- 3 392SRPK2_uc003vcu.2_Missense_Mutation_p.H69Y|SRPK2_uc003vcv.2_Missense_Mutation_p.H80Y|SRPK2_uc003vcw.1_Missense_Mutation_p.H69YNM_182691 NP_872633 P78362 SRPK2_HUMAN 6TTCACTGGATGATATCCACCT0.353

- 14 2404CADPS2_uc011knx.1_Missense_Mutation_p.I118M|CADPS2_uc003vkg.3_Missense_Mutation_p.I444M|CADPS2_uc010lkq.2_Missense_Mutation_p.I744MNM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2GTCTCTCTTTTATCTCCTCAA0.289

- 7 616SVOPL_uc003vue.2_Missense_Mutation_p.R54CNM_001139456 NP_001132928 Q8N434 SVOPL_HUMANHelical; (Potential). 0GAGGCGACGCGAATGAGCCAG0.612 rs143755972

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 44 5117 NM_004668 NP_004659 O43451 MGA_HUMANGlucoamylase.|Lumenal (Potential). 2TGCCTCCAGGGTGTGGATATT0.522

+ 8 1315KRBA1_uc010lpj.2_RNA|KRBA1_uc003wga.2_RNA|KRBA1_uc003wgb.2_5'UTRNM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2AGCCTGGAAAAGGGGTTCTGG0.627

+ 5 1841C8orf79_uc011kxw.1_Intron|C8orf79_uc003wwj.3_Missense_Mutation_p.K363R|C8orf79_uc010lsr.2_Missense_Mutation_p.K324RNM_020844 NP_065895 Q9P272 K1456_HUMAN 0GCAGAGAAAAAGAGAGGTTGT0.433

+ 19 2184ADAM7_uc003xec.2_Missense_Mutation_p.R463CNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANCytoplasmic (Potential).p.R691H(1) 5ACTATTAGTTCGTTACCGAAA0.373

- 6 830STAR_uc010lwc.1_Missense_Mutation_p.G169ENM_001007243 NP_001007244 P49675 STAR_HUMAN START. 1AGGCATGTTCCCGAAGTCTGT0.617

- 6 1341SLC20A2_uc010lxm.2_Missense_Mutation_p.A216V|SLC20A2_uc003xpe.2_Missense_Mutation_p.A216V|SLC20A2_uc011lcu.1_Missense_Mutation_p.A18VNM_006749 NP_006740 Q08357 S20A2_HUMANHelical; (Potential). 2GGAAATGAGGGCTATGGCCCA0.517

- 15 2726RB1CC1_uc003xrf.3_Missense_Mutation_p.S723LNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11TTCTGCTAATGAATCCAAGTC0.348

+ 4 3434ZFHX4_uc003yau.1_Missense_Mutation_p.P1042L|ZFHX4_uc003yaw.1_Missense_Mutation_p.P1016LNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GCAGTGAATCCCGAATCCTGC0.483

- 3 616FAM83H_uc010mfk.1_5'FlankNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3GCGTTCATCTCATCCAGCAGG0.622

- 26 5586FREM1_uc010mic.2_Intron|FREM1_uc003zlk.2_RNA|FREM1_uc003zll.2_Missense_Mutation_p.D202NNM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 12. 5ATGATCTGATCGTCCTCAGTG0.458



- 1 110TOMM5_uc004aae.3_RNA|TOMM5_uc011lql.1_Missense_Mutation_p.M1I|TOMM5_uc004aaf.2_Missense_Mutation_p.M1INM_001001790 NP_001001790 Q8N4H5 TOM5_HUMAN 0CAATCCGGAACATCGCGGCTC0.627

- 26 3875TRPM6_uc004ajk.1_Missense_Mutation_p.D1208N|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajj.1_Missense_Mutation_p.D169NNM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8GCAGAGAGATCCTGCAGGTGT0.468

- 3 710IKBKAP_uc011lwc.1_5'UTR|IKBKAP_uc010mtq.2_IntronNM_003640 NP_003631 O95163 ELP1_HUMAN 7CCATCCTCTGGGAGAAAGCCT0.453

+ 1 1462PHPT1_uc004cjp.2_5'Flank|PHPT1_uc011mei.1_5'Flank|PHPT1_uc004cjq.3_5'FlankNM_001080482 NP_001073951 C9J069 CI172_HUMAN 0CCCCGAAGGCCGGCGCCCGCC0.751

+ 1 1465PHPT1_uc004cjp.2_5'Flank|PHPT1_uc011mei.1_5'Flank|PHPT1_uc004cjq.3_5'FlankNM_001080482 NP_001073951 C9J069 CI172_HUMAN 0CGAAGGCCGGCGCCCGCCCGT0.751

+ 4 425C9orf173_uc004cmj.1_Missense_Mutation_p.R139H|C9orf173_uc011meu.1_RNA|C9orf173_uc010ncd.1_RNA|C9orf173_uc011mev.1_Missense_Mutation_p.R138H|C9orf173_uc004cml.1_Missense_Mutation_p.R138H|COBRA1_uc004cmm.3_5'FlankQ8N7X2 CI173_HUMAN 1GGCGGTGGCCGCAGGGCATGG0.622 rs73668205

+ 4 736RBM10_uc004dhe.1_Missense_Mutation_p.E109D|RBM10_uc004dhg.2_Intron|RBM10_uc004dhh.2_Missense_Mutation_p.E119D|RBM10_uc010nhq.2_Intron|RBM10_uc004dhi.2_Missense_Mutation_p.E184DNM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggaggaggaggatgaggagg0.522

- 4 459PSMD10_uc004enq.1_Missense_Mutation_p.I121V|PSMD10_uc010nph.1_Missense_Mutation_p.I72VNM_002814 NP_002805 O75832 PSD10_HUMANANK 4.|Interaction with RELA. 1ATGACAGCGATCTGGAAAGAT0.448

+ 1 1669 NM_012084 NP_036216 P49448 DHE4_HUMAN 1TATAACCTGGGATTGGACCTG0.468

- 5 804_805TNFRSF18_uc001ada.2_Missense_Mutation_p.E151K|TNFRSF18_uc001adb.2_Missense_Mutation_p.E216K|TNFRSF18_uc001add.2_Missense_Mutation_p.R152KNM_004195 NP_004186 Q9Y5U5 TNR18_HUMANCytoplasmic (Potential). 0CCCCGCTCTTCCTCGGGGAACT0.713

+ 7 1329PLCH2_uc010nyz.1_Missense_Mutation_p.S140F|PLCH2_uc009vle.1_Missense_Mutation_p.S140F|PLCH2_uc001ajj.1_Missense_Mutation_p.S140F|PLCH2_uc001ajk.1_Missense_Mutation_p.S140FNM_014638 NP_055453 O75038 PLCH2_HUMANPI-PLC X-box. 5CAGCTCATGTCCCAGTCACGG0.627

+ 2 367TAS1R1_uc001anu.2_Missense_Mutation_p.G123R|TAS1R1_uc001anv.2_Missense_Mutation_p.G123R|TAS1R1_uc001anw.2_Missense_Mutation_p.G123RNM_138697 NP_619642 Q7RTX1 TS1R1_HUMANExtracellular (Potential). 3CTCCCTGCCAGGGCAACACCA0.587

- 4 1505 NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1TTGGGCGCCTCCATTTGTTTC0.438

- 19 3038RERE_uc001apf.2_Missense_Mutation_p.A743V|RERE_uc010nzx.1_Missense_Mutation_p.A475V|RERE_uc001apd.2_Missense_Mutation_p.A189VNM_012102 NP_036234 Q9P2R6 RERE_HUMAN Pro-rich. 2CCCAGTGGGAGCCTGCAAGGC0.692

- 11 1214 NM_207420 NP_997303 Q6PXP3 GTR7_HUMANCytoplasmic (Potential). 0GATCTCGGTCCTCACCACCGA0.657

+ 21 2082KIF1B_uc001aqv.3_Missense_Mutation_p.G581D|KIF1B_uc001aqw.3_Missense_Mutation_p.G581D|KIF1B_uc001aqy.2_Missense_Mutation_p.G601D|KIF1B_uc001aqz.2_Missense_Mutation_p.G627D|KIF1B_uc001ara.2_Missense_Mutation_p.G587D|KIF1B_uc001arb.2_Missense_Mutation_p.G613DNM_015074 NP_055889 O60333 KIF1B_HUMAN 3ATCATCATGGGTAAAAACCAT0.423

- 7 928 NM_006610 NP_006601 O00187 MASP2_HUMAN Sushi 1. 4GGCGCCATCGGATAAGGGCAA0.507

+ 4 1430 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0TACACTGAGGGAAGTCAGGCA0.562

+ 2 580SPEN_uc010obp.1_5'FlankNM_015001 NP_055816 Q96T58 MINT_HUMANArg-rich.|By similarity. 15TCATGCACGAGAAGGACGTTA0.468

- 14 2283ARHGEF19_uc009voo.1_Missense_Mutation_p.D69N|ARHGEF19_uc001ayb.1_Missense_Mutation_p.D193NNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN SH3. 3GAGCTACTACCTTCCCCCTCA0.622 rs146123988

- 3 718ARHGEF19_uc009voo.1_5'Flank|ARHGEF19_uc001ayb.1_5'FlankNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3CGAGAAGCGCCTCCGCTCAGG0.657

- 23 3415NBPF1_uc009vot.1_Missense_Mutation_p.P301S|NBPF1_uc001ayz.1_Missense_Mutation_p.P301S|NBPF1_uc010oce.1_Missense_Mutation_p.P572SNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 4. 0AACATTTCAGGAGGAATTGAG0.512

- 2 140MFAP2_uc001azx.2_Missense_Mutation_p.A3T|MFAP2_uc001azy.2_Missense_Mutation_p.A3T|MFAP2_uc010ocl.1_Missense_Mutation_p.A3TNM_002403 NP_002394 P55001 MFAP2_HUMAN 0AGGTAGGCAGCTCTCATGGCA0.607

- 1 92 NM_152232 NP_689418 Q8TE23 TS1R2_HUMANExtracellular (Potential). 4AGGTAATCCCCAGGCAGGTAG0.582

- 101 14704_14705UBR4_uc010ocv.1_Missense_Mutation_p.R424W|UBR4_uc009vph.2_Missense_Mutation_p.R535W|UBR4_uc010ocw.1_Missense_Mutation_p.R565W|UBR4_uc001bbg.2_Missense_Mutation_p.R612W|UBR4_uc001bbh.2_Missense_Mutation_p.R610WNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25CACTCTTCCCGGCCTCGAGCCA0.554

- 8 926AKR7L_uc010ocy.1_Silent_p.A243ANM_201252 NP_957704 0CACGACAGCCGGCTCCAGGGG0.607

+ 10 1330ALPL_uc010odn.1_Missense_Mutation_p.A306V|ALPL_uc010odo.1_Missense_Mutation_p.A303V|ALPL_uc010odp.1_Missense_Mutation_p.A281V|ALPL_uc001beu.3_Missense_Mutation_p.A358VNM_000478 NP_000469 P05186 PPBT_HUMAN 5ATGGACCGGGCCATCGGGCAG0.607

+ 13 3825ARID1A_uc001bmt.1_Missense_Mutation_p.S1151N|ARID1A_uc001bmu.1_Missense_Mutation_p.S1151N|ARID1A_uc001bmw.1_Missense_Mutation_p.S768N|ARID1A_uc001bmx.1_5'UTR|ARID1A_uc009vsm.1_5'Flank|ARID1A_uc009vsn.1_5'FlankNM_006015 NP_006006 O14497 ARI1A_HUMAN 142CAGTCAACCAGCAGTTCCATG0.532

+ 15 2270WDTC1_uc001bno.2_Missense_Mutation_p.D578N|WDTC1_uc001bnp.1_RNA|WDTC1_uc001bnq.2_Missense_Mutation_p.D257NNM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN WD 7. 2GCTCCAAGGGGATGAGTCCAT0.592

+ 2 535 NM_000911 NP_000902 P41143 OPRD_HUMANHelical; Name=2; (Potential). 2GATGCGCTGGCCACCAGCACG0.478

+ 5 617TINAGL1_uc001bsz.2_Missense_Mutation_p.A19V|TINAGL1_uc010ogj.1_Missense_Mutation_p.A133V|TINAGL1_uc010ogk.1_Missense_Mutation_p.A164VNM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0AACCACAGCGCCTTCTGGGGC0.592

+ 3 262TXLNA_uc001buj.2_Missense_Mutation_p.G66ENM_175852 NP_787048 P40222 TXLNA_HUMAN 2GCTCAGTCTGGGGCCCTTCGT0.567

- 9 1616PHC2_uc001bxh.1_Missense_Mutation_p.G493E|PHC2_uc009vuh.1_Missense_Mutation_p.G522E|PHC2_uc001bxe.1_5'UTR|PHC2_uc001bxf.1_5'UTRNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1AATGCCCTGCCCTGTCTCTGC0.607

- 22 3480CSMD2_uc001bxm.1_Missense_Mutation_p.L1191F|CSMD2_uc001bxo.1_Missense_Mutation_p.L64FNM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|CUB 7. 12TTTACCTTGAGGACATCTCCT0.423

- 3 472KIAA0319L_uc010ohw.1_RNA|KIAA0319L_uc001byz.2_Missense_Mutation_p.H72Y|KIAA0319L_uc010ohx.1_Missense_Mutation_p.H72YNM_024874 NP_079150 Q8IZA0 K319L_HUMANMANSC.|Extracellular (Potential). 2AGCCAGAGGTGATTTTCTCCC0.512

- 9 884MKNK1_uc010omd.1_Missense_Mutation_p.P78S|MKNK1_uc001cqc.2_Missense_Mutation_p.P173S|MKNK1_uc009vyi.2_Missense_Mutation_p.P173S|MKNK1_uc010ome.1_Missense_Mutation_p.P78S|MKNK1_uc009vyj.2_Missense_Mutation_p.P118S|MKNK1_uc001cqd.2_Missense_Mutation_p.P161SNM_003684 NP_003675 Q9BUB5 MKNK1_HUMANProtein kinase. 2ATATTTTCTGGTTTCAGATCA0.358

+ 5 580CYP4B1_uc009vyl.1_Splice_Site_p.D3_splice|CYP4B1_uc001cqn.3_Splice_Site_p.D166_splice|CYP4B1_uc009vym.2_Splice_Site_p.D151_splice|CYP4B1_uc010omk.1_Splice_Site_p.D3_splice|CYP4B1_uc010oml.1_Splice_Site_p.D3_spliceNM_000779 NP_000770 P13584 CP4B1_HUMAN 2CTGGACTCCAGGACAAGTGGG0.562

+ 17 2286PDE4B_uc009war.2_Missense_Mutation_p.H607Y|PDE4B_uc001dco.2_Missense_Mutation_p.H699Y|PDE4B_uc001dcp.2_Missense_Mutation_p.H684Y|PDE4B_uc001dcq.2_Missense_Mutation_p.H527Y|PDE4B_uc009was.2_Missense_Mutation_p.H466YNM_001037341 NP_001032418 Q07343 PDE4B_HUMAN 3GGGAGAGGGACACAGCTATTT0.483

+ 13 954SGIP1_uc010opd.1_Missense_Mutation_p.G13E|SGIP1_uc001dcs.2_Missense_Mutation_p.G13E|SGIP1_uc001dct.2_Missense_Mutation_p.G13E|uc010ope.1_5'Flank|SGIP1_uc009wat.2_Missense_Mutation_p.G13ENM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3TTTCCCACTGGAAGTAAGTTA0.403

+ 19 1895SGIP1_uc010opd.1_Missense_Mutation_p.L160F|SGIP1_uc001dcs.2_Missense_Mutation_p.L160F|SGIP1_uc001dct.2_Missense_Mutation_p.L162F|SGIP1_uc009wat.2_Missense_Mutation_p.L354F|SGIP1_uc001dcu.2_Missense_Mutation_p.L65FNM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3TCAGGACACTCTCCCTGTTGC0.433

- 7 1242ANKRD13C_uc009wbk.2_Missense_Mutation_p.H271YNM_030816 NP_110443 Q8N6S4 AN13C_HUMAN 0CTCACCTCATGATGTATTCGC0.343

+ 12 1435 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANExtracellular (Potential). 0AGCGCCAGGAGAGGCCAAAGA0.448

+ 19 2562KIAA1324_uc009wex.1_Missense_Mutation_p.S759N|KIAA1324_uc009wey.2_Missense_Mutation_p.S722N|KIAA1324_uc010ovg.1_Missense_Mutation_p.S707N|KIAA1324_uc001dwr.2_Missense_Mutation_p.S459N|KIAA1324_uc001dws.1_RNA|KIAA1324_uc009wez.1_RNANM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5CAGTCCTGCAGTTCTGGGAGA0.537

+ 3 346 NM_032414 NP_115790 P58294 PROK1_HUMAN 0CTGCTCCATGGACTTGAAGAA0.527

- 19 2708NRAS_uc009wgu.2_5'Flank|CSDE1_uc001efi.2_Missense_Mutation_p.P794S|CSDE1_uc001efj.2_RNA|CSDE1_uc001efl.2_Missense_Mutation_p.P717S|CSDE1_uc001efm.2_Missense_Mutation_p.P763S|CSDE1_uc009wgv.2_Missense_Mutation_p.P748S|CSDE1_uc001efn.2_Missense_Mutation_p.P717SNM_001007553 NP_001007554 O75534 CSDE1_HUMAN 1TCAGGTCGAGGAGCTGCAACA0.498

+ 5 891 NM_001767 NP_001758 P06729 CD2_HUMANCytoplasmic (Potential).|Pro-rich. 1ACCACCTGGTCATCGTTCCCA0.587

+ 5 990 NM_001767 NP_001758 P06729 CD2_HUMANCytoplasmic (Potential).|Pro-rich. 1CACACAAGTTCACCAGCAGAA0.582



+ 9 1948MAN1A2_uc009whg.1_Nonsense_Mutation_p.W199*NM_006699 NP_006690 O60476 MA1A2_HUMANLumenal (Potential). 0TGAAAGCATGGTTGATGTCAG0.373

- 9 1305 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6CCTGGTGGTGGAGCTTGCGGT0.448

- 8 1366TBX15_uc009whj.1_Missense_Mutation_p.P175SNM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2CTGTTGCCAGGCAACGAGGGA0.567

- 30 5567 NM_024408 NP_077719 Q04721 NOTC2_HUMAN 27CATCTTCAGCCTGAAAGGTGA0.517

- 41 7084NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.P2159S|PDE4DIP_uc001elv.3_Missense_Mutation_p.P1272SNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5GGCAGCACAGGGATGTGGGTG0.572

- 39 6670NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.V2021I|PDE4DIP_uc001elv.3_Missense_Mutation_p.V1134INM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5CTGGGGAAGACCAGAGCTGGG0.517

- 36 6154NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.V1849M|PDE4DIP_uc001elv.3_Missense_Mutation_p.V962M|PDE4DIP_uc001ema.2_Missense_Mutation_p.V142MNM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5TGCCTTTCCACCTTCTGGTGC0.542

- 3 412NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elm.3_Splice_Site|PDE4DIP_uc001eln.3_Splice_Site_p.A26_splice|PDE4DIP_uc001elo.2_Splice_Site_p.A97_splice|PDE4DIP_uc001emh.2_Splice_Site_p.A97_splice|uc001emj.2_IntronNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5CTAAGAAAAGCTGTCAATTAA0.398

+ 4 1293NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Missense_Mutation_p.P97L|HFE2_uc001enk.2_Missense_Mutation_p.P210L|HFE2_uc001enl.2_Missense_Mutation_p.P97LNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1GGGTGCCCTCCAAGTCAGCGA0.572

+ 10 4593BCL9_uc010ozr.1_Missense_Mutation_p.G1199RNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6CCCCAGAATGGGACTAGCATT0.597

+ 6 1002ADAMTSL4_uc001euw.2_Nonsense_Mutation_p.Q256*|ADAMTSL4_uc009wlw.2_Nonsense_Mutation_p.Q256*|ADAMTSL4_uc010pcg.1_Nonsense_Mutation_p.Q256*NM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2CCCCAGAGCCCAGGCCTCTGG0.642

+ 9 1210BNIPL_uc009wmi.2_Splice_Site_p.Q264_splice|BNIPL_uc009wmj.2_Splice_Site|C1orf56_uc001ewn.2_5'FlankNM_138278 NP_612122 Q7Z465 BNIPL_HUMAN 0CTGTCAGACAGTGAGTTTCAC0.458

- 7 1315POGZ_uc001eye.1_Missense_Mutation_p.V284M|POGZ_uc010pdb.1_Missense_Mutation_p.V328M|POGZ_uc001eyf.1_Missense_Mutation_p.V284M|POGZ_uc010pdc.1_Missense_Mutation_p.V275M|POGZ_uc009wmv.1_Missense_Mutation_p.V242M|POGZ_uc010pdd.1_Intron|POGZ_uc001eyg.1_Missense_Mutation_p.V337MNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3GACACCACCACTGGCCCAGGA0.507

- 2 1755 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential). 1AAAAGGCCCTGGGATCCCTGG0.587

- 3 1483 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0ACTGTAGTGGGAACTCTGGCC0.512

- 3 2572 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CTGCTTGACCCCGGGTGTCCA0.582

- 3 528 NM_014624 NP_055439 P06703 S10A6_HUMAN EF-hand 2.|2. 1GTGACATACTCCTGGAAGTTC0.493

+ 6 1653SLC27A3_uc009won.2_RNANM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1CACATCTCCAGGTTGGTGGTG0.592

- 3 591 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0TAGCCTTCCTCGCTCTGGCTC0.408

+ 16 1597 NM_020452 NP_065185 P98198 AT8B2_HUMANCytoplasmic (Potential). 2GGGGGCCCTGGTCACCGCAGC0.572

- 2 200RAG1AP1_uc010pey.1_Intron|GBAP1_uc001fjf.3_Intron|GBAP1_uc001fje.3_5'UTR 0AGCCATGATGCTTACCCTACC0.562

- 18 2492GON4L_uc001fly.1_Missense_Mutation_p.A799T|GON4L_uc009wrh.1_Missense_Mutation_p.A799T|GON4L_uc001fma.1_Missense_Mutation_p.A799T|GON4L_uc001fmb.3_5'UTR|GON4L_uc001fmc.2_Missense_Mutation_p.A799T|GON4L_uc001fmd.3_Missense_Mutation_p.A799T|GON4L_uc009wri.2_Missense_Mutation_p.A385TNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TTGCTTGTGGCCAGAATCCAA0.428

- 5 815C1orf85_uc001fof.3_5'Flank|C1orf85_uc001fog.1_Intron|C1orf85_uc001foi.2_Intron|C1orf85_uc009wrx.2_Missense_Mutation_p.D201N|C1orf85_uc001foj.2_Missense_Mutation_p.D182NNM_144580 NP_653181 Q8WWB7 NCUG1_HUMANLumenal (Potential). 2AGTAGCTGGTCCAACTGGGAA0.592

- 5 358GPATCH4_uc001fpl.2_Missense_Mutation_p.P102SNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1AGCAAGTTGGGCTTGGGATGA0.458

- 38 5185ARHGEF11_uc010phu.1_Missense_Mutation_p.S798N|ARHGEF11_uc001fqn.2_Missense_Mutation_p.S1422N|MIR765_hsa-mir-765|MI0005116_5'FlankNM_014784 NP_055599 O15085 ARHGB_HUMAN 9CTGAGGGGGGCTCATGGGTGC0.607

- 1 803 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANExtracellular (Potential).p.S268F(1) 2CTGTCCCAGGGAACTCTGGGA0.532

- 23 2793COPA_uc001fvv.3_Missense_Mutation_p.P809RNM_004371 NP_004362 P53621 COPA_HUMAN 2TGGCATGATAGGTGCAGGTGG0.428

+ 2 110SLAMF7_uc010pjn.1_Intron|SLAMF7_uc001fws.2_Intron|SLAMF7_uc001fwr.2_Missense_Mutation_p.S32F|SLAMF7_uc010pjo.1_Missense_Mutation_p.S32F|SLAMF7_uc010pjp.1_Intron|SLAMF7_uc010pjq.1_Missense_Mutation_p.S32F|SLAMF7_uc010pjr.1_IntronNM_021181 NP_067004 Q9NQ25 SLAF7_HUMANExtracellular (Potential). 3CTGGTCGGTTCCGTTGGTGGG0.498

+ 6 937SLAMF7_uc010pjn.1_Missense_Mutation_p.E214K|SLAMF7_uc001fws.2_Missense_Mutation_p.E201K|SLAMF7_uc001fwr.2_Missense_Mutation_p.G273E|SLAMF7_uc010pjo.1_Missense_Mutation_p.E177K|SLAMF7_uc010pjp.1_Missense_Mutation_p.E161K|SLAMF7_uc010pjq.1_Missense_Mutation_p.G142E|SLAMF7_uc010pjr.1_Missense_Mutation_p.G126ENM_021181 NP_067004 Q9NQ25 SLAF7_HUMANCytoplasmic (Potential). 3CTCCACTGTGGAAATACCGAA0.368

+ 4 790LY9_uc010pjs.1_Missense_Mutation_p.A247V|LY9_uc001fwv.2_Missense_Mutation_p.A247V|LY9_uc001fww.2_Missense_Mutation_p.A247V|LY9_uc001fwx.2_Missense_Mutation_p.A247V|LY9_uc001fwy.1_Missense_Mutation_p.A149V|LY9_uc001fwz.2_5'UTRNM_002348 NP_002339 Q9HBG7 LY9_HUMANExtracellular (Potential). 1GATCCAGGAGCCTCCAGAGGA0.602

- 5 515 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0TCTTTGGGGACCTGGAGTATG0.527

+ 2 1720HSPA6_uc001gaq.2_Missense_Mutation_p.D354NNM_002155 NP_002146 P17066 HSP76_HUMAN 1GTTGCTGCAGGACTTCTTCAA0.602

- 3 345CD247_uc001gej.3_Missense_Mutation_p.G67D|CD247_uc001gek.2_Missense_Mutation_p.G67DNM_198053 NP_932170 P20963 CD3Z_HUMANCytoplasmic (Potential).|ITAM 1. 0CTGGTTCTGGCCCTGCTGGTA0.627

+ 4 565FMO2_uc010pmd.1_5'UTRNM_001460 NP_001451 Q99518 FMO2_HUMAN 1CAGTGGCCACCACATTCTACC0.488

+ 7 1234KLHL20_uc010pmr.1_Missense_Mutation_p.S163N|KLHL20_uc009wwf.2_Missense_Mutation_p.S334NNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 1. 1GCTTCAATGAGCAAAAGGAGA0.458

+ 9 1207 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2CGATGTTATCGAGATGAAGGT0.338

- 12 3364ABL2_uc010pnf.1_Missense_Mutation_p.A923D|ABL2_uc010png.1_Missense_Mutation_p.A902D|ABL2_uc010pnh.1_Missense_Mutation_p.A1005D|ABL2_uc001gmg.3_Missense_Mutation_p.A908D|ABL2_uc001gmi.3_Missense_Mutation_p.A1011D|ABL2_uc001gmh.3_Missense_Mutation_p.A990D|ABL2_uc010pne.1_Missense_Mutation_p.A887DNM_007314 NP_009298 P42684 ABL2_HUMANPro-rich.|F-actin-binding (By similarity). 14TGCGCCCAGAGCTGCCTTCTT0.577

+ 5 733XPR1_uc009wxm.2_Missense_Mutation_p.E181Q|XPR1_uc009wxn.2_Missense_Mutation_p.E181QNM_004736 NP_004727 Q9UBH6 XPR1_HUMANCytoplasmic (Potential). 0GGCTCACGTAGAGGTGGCCCC0.398

+ 28 3846DHX9_uc001gps.2_Missense_Mutation_p.G1014D|DHX9_uc001gpt.2_Missense_Mutation_p.G507D|DHX9_uc009wyd.2_Missense_Mutation_p.G193DNM_001357 NP_001348 Q08211 DHX9_HUMAN NTD. 2GGCTTTAGAGGCAACTCTGGA0.582

+ 21 3420LAMC2_uc001gpz.3_Missense_Mutation_p.A1036T|LAMC2_uc010poa.1_Missense_Mutation_p.A736TNM_005562 NP_005553 Q13753 LAMC2_HUMANPotential.|Domain II and I. 3CAATGTGACAGCAGATGGAGC0.522

+ 7 2992PRG4_uc001grt.3_Missense_Mutation_p.L940F|PRG4_uc009wyl.2_Missense_Mutation_p.L888F|PRG4_uc009wym.2_Missense_Mutation_p.L847F|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN 1AACAACTACTCTTGCACCCAA0.353

- 19 2641 NM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7TTCAAATTTTCTGCTCTTACC0.308

- 12 1591TPR_uc010pop.1_Missense_Mutation_p.A508TNM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7GGTGCTTTGGCTTCCACTTCT0.383

- 8 1553FAM5C_uc010pot.1_Missense_Mutation_p.C339GNM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5CCCACTGTGCAGGGCAGGAAC0.622

- 8 1356 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 7. 3TGTTCGCAACGAGATATTTTT0.413

- 22 2449DENND1B_uc010ppf.1_RNANM_001142795 NP_001136267 Q6P3S1 DEN1B_HUMAN 0AACAAAAGTCGATGAATGCCG0.423

+ 12 1446PPFIA4_uc010pqf.1_Splice_Site_p.Q42_splice O75335 LIPA4_HUMAN 5GCACCGCCAGGTACCTCCTCA0.602



- 11 1255FMOD_uc010pqi.1_Intron|CHIT1_uc001gzm.1_Intron|CHIT1_uc009xal.1_Missense_Mutation_p.L149F|CHIT1_uc009xam.1_RNA|CHIT1_uc009xan.1_RNA|CHIT1_uc001gzo.2_Missense_Mutation_p.L378FNM_003465 NP_003456 Q13231 CHIT1_HUMAN 0AAGTATGGAAGACCTGGGAAG0.572

+ 5 1582LAX1_uc010pql.1_Missense_Mutation_p.G375D|LAX1_uc001hab.2_Missense_Mutation_p.G315DNM_017773 NP_060243 Q8IWV1 LAX1_HUMANCytoplasmic (Potential). 2CAGGGGCCTGGCACTCAGCTC0.483

- 3 1950MDM4_uc001hbd.1_Intron|LRRN2_uc001hbf.1_Missense_Mutation_p.P521L|LRRN2_uc009xbf.1_Missense_Mutation_p.P521L|MDM4_uc001hbc.2_IntronNM_006338 NP_006329 O75325 LRRN2_HUMANExtracellular (Potential). 2GTCCCTGCCTGGCTGGAGGAG0.617

+ 16 2269CNTN2_uc001hbq.1_Missense_Mutation_p.A558V|CNTN2_uc001hbs.2_Missense_Mutation_p.A455VNM_005076 NP_005067 Q02246 CNTN2_HUMANFibronectin type-III 1. 1GAGGGCAATGCCGAGACTGCA0.517

- 1 594 NM_203376 NP_976310 Q6P7N7 TMM81_HUMANIg-like.|Extracellular (Potential). 0GAGTCATACTCCTGAGCATAT0.468

+ 9 1312 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 6. 3CTAAATAATGGTGAAATCACT0.383

+ 12 1966 NM_000715 NP_000706 P04003 C4BPA_HUMAN 3GCAAGACAATCCACTTTGGAT0.413

+ 14 2443CR1_uc009xcl.1_Intron|CR1_uc001hfx.2_Missense_Mutation_p.P1218L|CR1_uc009xck.1_IntronNM_000573 NP_000564 P17927 CR1_HUMANSushi 12.|Extracellular (Potential). 3AACTTTTCACCCGGGCAGGAA0.577

+ 8 1412C1orf107_uc009xcu.1_Missense_Mutation_p.D161NNM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0TTACTCCTCGGATATCCTCAT0.463

+ 7 872RCOR3_uc010psv.1_RNA|RCOR3_uc001hie.2_Missense_Mutation_p.P293S|RCOR3_uc010psw.1_Missense_Mutation_p.P293S|RCOR3_uc001hif.2_Missense_Mutation_p.P293SNM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN 1TTCCTGTAGTCCCAATGCAGC0.418

+ 11 2735RPS6KC1_uc001hkd.2_Missense_Mutation_p.T847I|RPS6KC1_uc010pts.1_Missense_Mutation_p.T647I|RPS6KC1_uc010ptt.1_Missense_Mutation_p.T647I|RPS6KC1_uc010ptu.1_Missense_Mutation_p.T678I|RPS6KC1_uc010ptv.1_Missense_Mutation_p.T394I|RPS6KC1_uc001hke.2_Missense_Mutation_p.T678INM_012424 NP_036556 Q96S38 KS6C1_HUMANProtein kinase 2. 8GAGGAACCAACTTCTTTATTC0.368 rs144436274

+ 2 792PROX1_uc001hkg.1_Missense_Mutation_p.R174WNM_002763 NP_002754 Q92786 PROX1_HUMAN 6GAATATAATTCGGGGTATGAG0.498

- 63 13946 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 30.|Extracellular (Potential). 26GACAAGAGGACTCAAAATACC0.512

- 10 2038USH2A_uc001hkv.2_Missense_Mutation_p.R551CNM_206933 NP_996816 O75445 USH2A_HUMANLaminin EGF-like 1.|Extracellular (Potential). 26GGCAAGCAGCGATCACACTAG0.368

- 2 347ESRRG_uc001hky.1_Missense_Mutation_p.S38P|ESRRG_uc009xdp.1_Missense_Mutation_p.S38P|ESRRG_uc001hkz.1_Missense_Mutation_p.S38P|ESRRG_uc010puc.1_Missense_Mutation_p.S38P|ESRRG_uc001hla.1_Missense_Mutation_p.S38P|ESRRG_uc001hlb.1_Missense_Mutation_p.S38P|ESRRG_uc010pud.1_Intron|ESRRG_uc001hlc.1_Missense_Mutation_p.S38P|ESRRG_uc001hld.1_Missense_Mutation_p.S38P|ESRRG_uc001hkx.1_Missense_Mutation_p.S66P|ESRRG_uc009xdo.1_Missense_Mutation_p.S38P|ESRRG_uc001hle.1_Missense_Mutation_p.S38PNM_001438 NP_001429 P62508 ERR3_HUMAN 2GCGTCTGAAGAGCCACCAGGG0.562

+ 6 1092MARK1_uc009xdw.2_Splice_Site_p.Q165_splice|MARK1_uc010pun.1_Splice_Site_p.Q165_splice|MARK1_uc001hmm.3_Splice_Site_p.Q143_spliceNM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10ATTTAGGCAGGTATGGAAAGT0.368

+ 12 1549CAPN2_uc010puy.1_Missense_Mutation_p.G364E|CAPN2_uc001hoc.2_Missense_Mutation_p.G23ENM_001748 NP_001739 P17655 CAN2_HUMAN Domain III. 5CAGTTAAGTGGGCAGACCAAC0.498

- 12 2590CDC42BPA_uc001hqs.2_Splice_Site_p.K549_splice|CDC42BPA_uc009xes.2_Splice_Site_p.K549_splice|CDC42BPA_uc010pvs.1_Splice_Site_p.K549_spliceNM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11ACATATTTTACCTTATTTAGA0.274

+ 10 3174OBSCN_uc001hsn.2_Missense_Mutation_p.A1044TNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 10. 28GGTGCAGCAGGCAGGCAAGAC0.577

- 1 390 NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6GACACCCTTGCTCTCACACCC0.522

+ 1 305 NM_003272 NP_003263 O60478 G137B_HUMANCytoplasmic (Potential). 0GCGTTACCGCCACAAGCGGCT0.587

+ 28 3364 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.|B30.2/SPRY 2.33CAGCGGCACCGGGGAAAGGTT0.517

+ 89 12001RYR2_uc010pya.1_Splice_Site_p.D376_spliceNM_001035 NP_001026 Q92736 RYR2_HUMAN 33CATATTTTCAGGATTCCAGTC0.343

- 8 1292PLD5_uc001hzl.3_Missense_Mutation_p.D327N|PLD5_uc001hzm.3_Missense_Mutation_p.D179N|PLD5_uc001hzo.1_Missense_Mutation_p.D297NQ8N7P1 PLD5_HUMAN 6GTAAGGGGATCAGTTTCCTTC0.383

- 3 384ZNF695_uc001ica.2_RNA|ZNF695_uc001icb.1_RNA|ZNF695_uc009xgt.1_RNA|ZNF695_uc001ibx.2_Missense_Mutation_p.E80V|ZNF695_uc001iby.2_RNA|ZNF695_uc001icc.2_Missense_Mutation_p.E68VNM_020394 NP_065127 Q8IW36 ZN695_HUMAN KRAB. 0GGCTGTCTTCTCTGTGTTCAC0.468

+ 1 790 NM_001001918 NP_001001918 Q8NHC7 O14CZ_HUMANExtracellular (Potential). 3ACCTGCGATACCTGCAGCCAC0.458

- 5 1015SH3BP5L_uc010pzp.1_Missense_Mutation_p.E48K|SH3BP5L_uc010pzq.1_Missense_Mutation_p.E123K|SH3BP5L_uc001iev.1_Missense_Mutation_p.E36KNM_030645 NP_085148 Q7L8J4 3BP5L_HUMAN 0ACGCCCTGCTCAGCCACAAAC0.632

+ 12 2045C10orf18_uc001iik.2_IntronNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2CAATGAGAACCCCAGAAACAG0.373

+ 3 828FBXO18_uc001iir.2_Missense_Mutation_p.E171K|FBXO18_uc009xig.2_Missense_Mutation_p.E171K|FBXO18_uc001iit.2_Missense_Mutation_p.E296KNM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3CTTGTGGAGGGAGATCATCAG0.498

+ 2 412NUDT5_uc001ilj.2_5'Flank|NUDT5_uc001ilk.2_5'Flank|CDC123_uc009xja.2_Missense_Mutation_p.T43I|CDC123_uc001ilm.2_Missense_Mutation_p.T43INM_006023 NP_006014 O75794 CD123_HUMAN 1GATGATGGAACTCTGGTGGTT0.303

- 6 831 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMANExtracellular (Potential). 4CAACTGGGGGGCAATGTATGT0.557

- 55 8690CUBN_uc009xjq.1_RNA|CUBN_uc009xjr.1_Missense_Mutation_p.A236TNM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19CAGCCAGTGGCTAGCAGGGCT0.532

- 8 1108DNAJC1_uc001ird.2_Splice_Site_p.K160_spliceNM_022365 NP_071760 Q96KC8 DNJC1_HUMAN 1TTCTTCTGTTCTAAAAAATGT0.254

+ 34 5011MYO3A_uc009xkp.1_Intron|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18TCGTTCTGGACCAAAGGAACA0.348

- 5 742ARMC4_uc010qds.1_5'Flank|ARMC4_uc010qdt.1_5'Flank|ARMC4_uc001itz.2_Missense_Mutation_p.G215E|ARMC4_uc010qdu.1_5'FlankNM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6TGTTTGGTTTCCTTTTCCTGA0.308

- 7 1690ZNF438_uc001ivn.2_Missense_Mutation_p.P370S|ZNF438_uc010qdy.1_Missense_Mutation_p.P409S|ZNF438_uc001ivo.3_5'UTR|ZNF438_uc009xlg.2_Missense_Mutation_p.P419S|ZNF438_uc001ivp.3_Missense_Mutation_p.P409S|ZNF438_uc010qea.1_Missense_Mutation_p.P419S|ZNF438_uc010qeb.1_Missense_Mutation_p.P419S|ZNF438_uc010qec.1_5'UTRNM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2AATTCTTGGGGATCATTTTTT0.403

- 14 2213ITGB1_uc001iwp.3_Missense_Mutation_p.E693K|ITGB1_uc001iwq.3_Missense_Mutation_p.E693K|ITGB1_uc001iwr.3_Missense_Mutation_p.E693K|ITGB1_uc001iwt.3_Missense_Mutation_p.E693K|ITGB1_uc001iwu.1_Missense_Mutation_p.E693KNM_133376 NP_596867 P05556 ITB1_HUMANExtracellular (Potential). 2ACATCCTTCTCCTTACAATGG0.443

- 37 6921ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TTATGTGAGTCTCTTCTTTAA0.403

+ 2 605CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.A19TNM_178011 NP_821079 Q86VH5 LRRT3_HUMAN 3ACTGGTTATAGCCCCCACTGT0.408

+ 5 682CDH23_uc001jrw.3_Missense_Mutation_p.T102I|CDH23_uc001jrv.2_Missense_Mutation_p.T97I|CDH23_uc009xql.2_Missense_Mutation_p.T147INM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 1.|Extracellular (Potential). 11TCAGAGTTCACCGTGGAGTTC0.617

+ 45 6448 NM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 19.|Extracellular (Potential). 11GTGAGGTCAGGTGTCATCATT0.627

+ 13 1975SEC24C_uc010qkn.1_RNA|SEC24C_uc009xrj.1_Missense_Mutation_p.T457I|SEC24C_uc001jux.2_Missense_Mutation_p.T599I|SEC24C_uc010qko.1_Missense_Mutation_p.T480I|SEC24C_uc010qkp.1_Intron|SEC24C_uc010qkq.1_IntronNM_004922 NP_004913 P53992 SC24C_HUMAN 3GCAGTTATCACCAGGTAAGAG0.512

+ 18 4553MYST4_uc001jwo.1_Missense_Mutation_p.E1062K|MYST4_uc001jwp.1_Missense_Mutation_p.E1171KNM_012330 NP_036462 Q8WYB5 MYST4_HUMAN Poly-Glu. 16 Tgaggaagaggaagaggagga0.234

+ 2 398SAMD8_uc001jwy.1_Missense_Mutation_p.P99SNM_144660 NP_653261 Q96LT4 SAMD8_HUMAN 0TTCCATGACCCCTTTCATCAG0.438

+ 10 1739PAPSS2_uc001kew.2_Splice_Site_p.E497_spliceNM_004670 NP_004661 O95340 PAPS2_HUMAN 2CCCCACAGAGGTGAGCAATTC0.507

- 5 1701_1702PANK1_uc001kgn.1_Missense_Mutation_p.R291W|PANK1_uc001kgo.1_Missense_Mutation_p.R232W|PANK1_uc009xtu.1_Missense_Mutation_p.R318W|uc001kgq.1_5'Flank|MIR107_hsa-mir-107|MI0000114_5'FlankNM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0AATGTGGCCCGGGCGAGGTCTT0.49 rs140753322

- 6 773NOC3L_uc009xuk.1_Missense_Mutation_p.P14SNM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 TTATTTTCTGGATCTGATAAT0.348 rs138770211



+ 10 1563WDR11_uc010qte.1_Intron|WDR11_uc001lfd.1_5'UTRNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0GAAGAACATCCCAGAGGTTCA0.428

+ 9 7514TACC2_uc001lfw.2_Missense_Mutation_p.S531F|TACC2_uc009xzx.2_Missense_Mutation_p.S2340F|TACC2_uc010qtv.1_Missense_Mutation_p.S2389F|TACC2_uc001lfx.2_Missense_Mutation_p.S89F|TACC2_uc001lfy.2_Missense_Mutation_p.S89F|TACC2_uc001lfz.2_Missense_Mutation_p.S463F|TACC2_uc001lga.2_Missense_Mutation_p.S463F|TACC2_uc009xzy.2_Missense_Mutation_p.S463F|TACC2_uc001lgb.2_Missense_Mutation_p.S420F|TACC2_uc010qtw.1_Missense_Mutation_p.S480FNM_206862 NP_996744 O95359 TACC2_HUMAN SPAZ. 10AAGACATCCTCTAAGACCCCC0.522

- 13 2319 CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2ATGGTTAATGCCTTCTACGGA0.423

- 2 213 NM_004092 NP_004083 P30084 ECHM_HUMAN 0TGGATCAACCCCACGGTGTTA0.512

+ 21 2339EPS8L2_uc001lqu.2_Missense_Mutation_p.E698K|EPS8L2_uc010qwk.1_Missense_Mutation_p.E714K|EPS8L2_uc001lqv.2_Missense_Mutation_p.E653K|EPS8L2_uc001lqw.2_Missense_Mutation_p.E310K|EPS8L2_uc001lqx.2_Missense_Mutation_p.E310K|EPS8L2_uc001lqy.2_Missense_Mutation_p.E206KNM_022772 NP_073609 Q9H6S3 ES8L2_HUMAN 1GTCGGAGCTGGAAGAACTCAT0.632

+ 29 3575MUC5B_uc009yct.1_Missense_Mutation_p.A491V|MUC5B_uc001ltb.2_Missense_Mutation_p.A494V|MUC5B_uc001lta.2_Missense_Mutation_p.A159VNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 2. 0CTTCCGCAGGCCATCCGGGTC0.692

+ 7 897SYT8_uc001lud.2_Missense_Mutation_p.P257S|SYT8_uc001luf.1_Missense_Mutation_p.P243S|TNNI2_uc010qxc.1_5'Flank|TNNI2_uc010qxd.1_5'FlankNM_138567 NP_612634 Q8NBV8 SYT8_HUMANC2 2.|Cytoplasmic (Potential). 1CCGGTACGTGCCCAGCTCAGG0.667

+ 3 459ART1_uc009yeb.1_Missense_Mutation_p.A120TNM_004314 NP_004305 P52961 NAR1_HUMAN 0GGCCCTCCTGGCCTACACAGC0.677

+ 3 816ART1_uc009yeb.1_Missense_Mutation_p.E239KNM_004314 NP_004305 P52961 NAR1_HUMAN 0CCCTGGAGAGGAAGAGGTGCT0.607

- 1 1211HBG2_uc001mak.1_IntronNM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3AGGTGGGGGTGAAGACTGGAC0.483

- 1 382 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMANCytoplasmic (Potential). 4TTCAGAGGATGACAAATGGCC0.522

- 6 560 NM_198185 NP_937828 0AGGACGCCACCTGAAAAACAG0.473

+ 6 1472WEE1_uc001mht.2_Missense_Mutation_p.L193FNM_003390 NP_003381 P30291 WEE1_HUMANProtein kinase. 5GAAGGATCTCCTTTTGCAAGT0.363

+ 3 575AMPD3_uc010rbz.1_Intron|AMPD3_uc001min.1_Missense_Mutation_p.M89I|AMPD3_uc009yfw.1_RNA|AMPD3_uc009yfx.1_Missense_Mutation_p.M80I|AMPD3_uc009yfz.2_RNA|AMPD3_uc001mip.1_Missense_Mutation_p.M87I|AMPD3_uc009yfy.2_Missense_Mutation_p.M80INM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2GTTTCAAGATGATTCGGTCCC0.532

- 3 568CYP2R1_uc001mlo.2_Intron|CYP2R1_uc001mlp.2_Missense_Mutation_p.I73L|CYP2R1_uc001mlq.2_RNA|CYP2R1_uc001mls.1_Missense_Mutation_p.I135LNM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2AGATTGGTTATGTTTGAAACA0.328

- 20 2869PLEKHA7_uc010rcu.1_Missense_Mutation_p.S953T|PLEKHA7_uc001mmm.2_Missense_Mutation_p.S55T|PLEKHA7_uc010rcv.1_Missense_Mutation_p.S527T|PLEKHA7_uc001mmn.2_Missense_Mutation_p.S661TNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3CCCCGCACAGATGTGTGCCGG0.677

+ 3 426BBOX1_uc009yih.1_Missense_Mutation_p.L20F|BBOX1_uc001mrg.1_Missense_Mutation_p.L20FNM_003986 NP_003977 O75936 BODG_HUMAN 1GATGCAGATCCTCTGGTATGA0.498

- 11 1677 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2AATTCCTCCTCCCTCCTTTTC0.403

- 4 1092WT1_uc001mtl.1_Missense_Mutation_p.S87F|WT1_uc001mtm.1_Missense_Mutation_p.S87F|WT1_uc001mto.1_Missense_Mutation_p.S299F|WT1_uc001mtp.1_Missense_Mutation_p.S299F|WT1_uc001mtq.1_Missense_Mutation_p.S299F|WT1_uc009yjs.1_RNANM_024426 NP_077744 P19544 WT1_HUMAN p.D299Y(1)|p.D299fs*20(1)687TTCAAGCTGGGATGTCATTTG0.368

+ 2 738PDHX_uc010rep.1_Missense_Mutation_p.G56E|PDHX_uc010req.1_Missense_Mutation_p.G71ENM_003477 NP_003468 O00330 ODPX_HUMANLipoyl-binding. 1ATGGAAGAAGGAAACATTGTG0.363

- 2 735SLC1A2_uc001mwe.2_Missense_Mutation_p.T39I|SLC1A2_uc010rev.1_Missense_Mutation_p.T48INM_004171 NP_004162 P43004 EAA2_HUMANHelical; (Potential). 3CACCGTCAGGGTGAGCAGCAG0.622

+ 6 1413EXT2_uc010rfo.1_Splice_Site_p.R388_splice|EXT2_uc001mxy.2_Splice_Site_p.R373_splice|EXT2_uc009ykt.2_Splice_Site_p.R360_splice|EXT2_uc001mya.2_Splice_Site_p.R393_spliceNM_207122 NP_997005 Q93063 EXT2_HUMAN 5ACTGGAAGAGGTGGGTAGTAC0.428

- 27 4008 NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class B 15. 4GACCTCACGAGGATGACATTG0.597

+ 25 4050MADD_uc001neq.2_Missense_Mutation_p.G1249R|MADD_uc001nev.1_Missense_Mutation_p.G1206R|MADD_uc001nes.1_Missense_Mutation_p.G1226R|MADD_uc001net.1_Missense_Mutation_p.G1269R|MADD_uc009yln.1_Missense_Mutation_p.G1202R|MADD_uc001neu.1_Missense_Mutation_p.G1206R|MADD_uc001nex.2_Missense_Mutation_p.G1287R|MADD_uc001nez.2_Missense_Mutation_p.G1205R|MADD_uc001new.2_Missense_Mutation_p.G1248R|MADD_uc009ylo.2_Missense_Mutation_p.G201RNM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11TCTCTATGAGGGACTCCTAGG0.527

+ 1 325 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMANExtracellular (Potential). 0AGTTGTCACTCCAAAAATGTT0.368

+ 3 719 NM_178570 NP_848665 Q86UN3 R4RL2_HUMAN LRR 8. 0AACAGCCTGGCCTCGCTGCCC0.731

+ 2 772 NM_001105565 NP_001099035 E9PPJ3 E9PPJ3_HUMAN 1GGAGGCGGAGGATGCAGAGGA0.567

- 3 547FADS3_uc001nsn.2_Missense_Mutation_p.P8SNM_021727 NP_068373 Q9Y5Q0 FADS3_HUMANCytoplasmic (Potential). 2AAGAAGGTGGGACTGGCATCA0.627

- 5 10334AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CTTTGACTTGCCTTCGATATT0.423

- 6 826 MTA2_uc010rlx.1_5'UTRNM_004739 NP_004730 O94776 MTA2_HUMAN ELM2. 2TTGCAACCAACTCTAATCTCG0.403

+ 4 523 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1GCTGGATGCTCTTTTGCGATT0.517

- 11 1647 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2TTCCATGCTGGTTGTCCGCCG0.667

+ 15 3115SIPA1_uc010rom.1_Missense_Mutation_p.S881F|SIPA1_uc001ofd.2_Missense_Mutation_p.S983FNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Potential. 0CACTTGGAGTCCATGCTCAGG0.632

- 7 683BRMS1_uc001oho.1_Splice_Site_p.E179_splice|BRMS1_uc009yre.2_Splice_Site_p.N27_spliceNM_015399 NP_056214 Q9HCU9 BRMS1_HUMAN 0TCCCACCATTCTGCCCCGAGA0.602

- 2 1285RBM4B_uc001ojb.2_Missense_Mutation_p.G206RNM_031492 NP_113680 Q9BQ04 RBM4B_HUMANInteraction with TNPO3 (By similarity). 0ATGGATTCCCCGTAGCCCATG0.512

- 22 4201C2CD3_uc001out.2_RNANM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7CAGCTCTTTTGTTGGAACTTT0.378

- 23 3954 NM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential). 4CTTGGACGCGTCAATTTCATA0.453

+ 8 3515PCF11_uc010rsu.1_Missense_Mutation_p.G1188DNM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1GGATTACATGGTCAGCCAGGT0.512

+ 16 4837 NM_015885 NP_056969 O94913 PCF11_HUMAN 1CAGCAAGACACCAGTTGAAAA0.373

- 2 526SYTL2_uc010rtg.1_Missense_Mutation_p.A84T|SYTL2_uc010rti.1_Missense_Mutation_p.A84T|SYTL2_uc010rtj.1_Missense_Mutation_p.A36T|SYTL2_uc001pbf.3_Missense_Mutation_p.A84TNM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3AACTCACCTGCTATCTGGGGC0.473

+ 3 815PANX1_uc001peq.2_Missense_Mutation_p.E144KNM_015368 NP_056183 Q96RD7 PANX1_HUMANCytoplasmic (Potential). 0GTTTATCATGGAAGAACTTGA0.502

+ 20 2849CNTN5_uc001pfz.2_Missense_Mutation_p.R837Q|CNTN5_uc001pgb.2_Missense_Mutation_p.R763Q|CNTN5_uc010ruk.1_Missense_Mutation_p.R108QNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 2. 8TTCATTTATCGAGATGAAAGT0.433

- 10 1420 uc001phh.1_Intron NM_002422 NP_002413 P08254 MMP3_HUMANHemopexin-like 4. 2CTGTGAAGATCCAGTAAAGAA0.338

+ 89 12974DYNC2H1_uc001phn.1_Missense_Mutation_p.R4284K|DYNC2H1_uc009yxe.1_Missense_Mutation_p.R890KNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMAN 0AGTGCTGAAAGGGATCGTGTG0.398

+ 2 96PAFAH1B2_uc009yzk.1_Translation_Start_Site|PAFAH1B2_uc009yzl.1_Translation_Start_Site|PAFAH1B2_uc009yzm.2_RNA|PAFAH1B2_uc009yzn.2_RNA|PAFAH1B2_uc009yzj.1_IntronNM_002572 NP_002563 P68402 PA1B2_HUMAN 1TTTTTCTCAGGTGTAGAATGA0.373

+ 21 2055SIDT2_uc010rxe.1_Missense_Mutation_p.L672F|SIDT2_uc001pqg.2_Missense_Mutation_p.L693F|SIDT2_uc001pqi.1_Missense_Mutation_p.L669F|SIDT2_uc001pqj.1_5'UTRNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0CCTCCACGTGCTCTACACAGA0.622

- 9 2155 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 7. 8GAGGGAGACGCTAGAGATCTG0.602



+ 4 498CD3G_uc009zaa.1_Missense_Mutation_p.D80NNM_000073 NP_000064 P09693 CD3G_HUMANCytoplasmic (Potential). 0TGCTGGACAGGATGGAGTTCG0.473

+ 35 3380ARHGEF12_uc009zat.2_Missense_Mutation_p.D1106N|ARHGEF12_uc010rzn.1_Missense_Mutation_p.D1022N|ARHGEF12_uc009zau.1_Missense_Mutation_p.D1022NNM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN PH. 7AAGCTGGCAGGACCTAATCTG0.383

+ 10 3406 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 3. 10GCCAAGCTCAGACTCTTTCCC0.567 rs147890616

+ 9 2599 NM_024806 NP_079082 Q6NUN7 CK063_HUMAN 3GGAAAAACAGGCTGTGGCTGC0.413

+ 10 1498 NM_002014 NP_002005 Q02790 FKBP4_HUMAN 0CTCAGGAGACCATCCCACTGA0.532

+ 5 529TULP3_uc010sef.1_RNA|TULP3_uc009zec.1_5'UTR|TULP3_uc010seg.1_RNA|TULP3_uc001qlj.2_Missense_Mutation_p.A150T|TULP3_uc010sei.1_IntronNM_003324 NP_003315 O75386 TULP3_HUMAN 0ATCCCAGTCAGCATGTTTAGA0.383

- 13 1451 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANCytoplasmic (Potential). 7GTAGCCCAGTCGCATCTGTAG0.418

- 16 2510IFFO1_uc001qpe.1_5'Flank|IFFO1_uc010sfe.1_5'Flank|IFFO1_uc001qpf.1_5'Flank|IFFO1_uc001qpc.1_5'Flank|IFFO1_uc001qpd.1_5'Flank|NOP2_uc009zeq.1_3'UTR|NOP2_uc001qpi.1_Missense_Mutation_p.Q777R|NOP2_uc001qpj.1_Missense_Mutation_p.Q206RNM_001033714 NP_001028886 P46087 NOP2_HUMAN 2AGTGGGAGGCTGAGGCCCCTT0.577

+ 14 1778LEPREL2_uc001qqz.1_Missense_Mutation_p.P389S|LEPREL2_uc001qrb.1_Missense_Mutation_p.P389S|GNB3_uc001qrc.2_5'Flank|GNB3_uc001qrd.2_5'FlankNM_014262 NP_055077 Q8IVL6 P3H3_HUMANFe2OG dioxygenase. 0CCTGAGTCACCCAGTGCACGC0.647

+ 7 970C1S_uc001qsk.2_Missense_Mutation_p.G84E|C1S_uc001qsl.2_Missense_Mutation_p.G84E|C1S_uc009zfr.2_5'UTR|C1S_uc009zfs.2_RNANM_201442 NP_958850 P09871 C1S_HUMAN CUB 1. 1AGGCTCTGTGGACAGAGGAGC0.403

- 12 3204CD163_uc001qta.3_Missense_Mutation_p.V1026M|CD163_uc009zfw.2_Missense_Mutation_p.V1059MNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 9.|Extracellular (Potential). 8GTGCAATTCACTGCAGCGTCT0.512

- 12 3136CD163_uc001qta.3_Missense_Mutation_p.S1003F|CD163_uc009zfw.2_Missense_Mutation_p.S1036FNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 9.|Extracellular (Potential). 8CCACAAGGAAGACTCATTCCC0.522

- 7 1757FAM90A1_uc001quh.2_Missense_Mutation_p.E400KNM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1CGTCCGTTTTCCAGTCTCCGA0.622

+ 27 3417A2ML1_uc001qva.1_Missense_Mutation_p.E687K|A2ML1_uc010sgm.1_Missense_Mutation_p.E607KNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3TGCATTGCTGGAGATGGGAAA0.517

+ 10 2407PHC1_uc001qve.2_Missense_Mutation_p.P751SNM_004426 NP_004417 P78364 PHC1_HUMAN 2AGAACCTTTCCCGGTGAGGGC0.478

- 3 266PRB1_uc001qzu.1_Missense_Mutation_p.P77S|PRB1_uc001qzv.1_Missense_Mutation_p.P77SNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0GGTCCTTGTGGCTTTCCTGGA0.622

- 8 1752BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Missense_Mutation_p.G537ENM_002336 NP_002327 O75581 LRP6_HUMANBeta-propeller 2.|Extracellular (Potential).|LDL-receptor class B 9.12CAAAGTAAATCCAAATATGTG0.403

- 4 856MANSC1_uc010shm.1_Missense_Mutation_p.E134K|MANSC1_uc001raj.1_Missense_Mutation_p.E166K|MANSC1_uc009zht.1_Missense_Mutation_p.E119KNM_018050 NP_060520 Q9H8J5 MANS1_HUMANExtracellular (Potential). 0TGGCCTTTTTCCTTATAAGCA0.453

- 9 1485 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0GTCACTTTCCCTTGGTCACGC0.418

- 18 2085 NM_004963 NP_004954 P25092 GUC2C_HUMANCytoplasmic (Potential).|Protein kinase. 6CGGAGGTGCTCTGGAGCTGTC0.483

+ 1 157PLEKHA5_uc010sie.1_Missense_Mutation_p.G24D|PLEKHA5_uc001rea.2_Missense_Mutation_p.G24D|PLEKHA5_uc009zin.2_5'UTR|PLEKHA5_uc001rdz.3_Missense_Mutation_p.G24DNM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN WW 1. 3ACCAGGGGCGGCCGAGTCTTC0.637

+ 24 3309PLEKHA5_uc001rea.2_Missense_Mutation_p.P1133S|PLEKHA5_uc009zin.2_Missense_Mutation_p.P833S|PLEKHA5_uc010sif.1_Missense_Mutation_p.P1064S|PLEKHA5_uc010sig.1_Missense_Mutation_p.P1057S|PLEKHA5_uc009zio.2_Missense_Mutation_p.P341SNM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3CGAATCAACTCCTGAGGTTTC0.368

- 7 967SLCO1A2_uc001res.2_Missense_Mutation_p.T239I|SLCO1A2_uc010siq.1_Missense_Mutation_p.T107I|SLCO1A2_uc010sio.1_Missense_Mutation_p.T107I|SLCO1A2_uc010sip.1_Missense_Mutation_p.T107I|SLCO1A2_uc001ret.2_Missense_Mutation_p.T237I|SLCO1A2_uc001reu.2_Missense_Mutation_p.T219INM_021094 NP_066580 P46721 SO1A2_HUMANExtracellular (Potential). 4GACCCAACGAGTGTCAGTGGG0.378

+ 1 198ETNK1_uc009ziz.2_Missense_Mutation_p.G59E|ETNK1_uc001rfs.2_Missense_Mutation_p.G59ENM_018638 NP_061108 Q9HBU6 EKI1_HUMAN 0GGGCGCCCCGGGACGGAAGGA0.532

- 3 628BCAT1_uc001rgc.2_Nonsense_Mutation_p.W61*|BCAT1_uc010six.1_Nonsense_Mutation_p.W74*|BCAT1_uc010siy.1_Nonsense_Mutation_p.W62*|BCAT1_uc001rge.3_Nonsense_Mutation_p.W38*NM_005504 NP_005495 P54687 BCAT1_HUMAN 2ACTCTGAGGACCACTCCACCG0.453

+ 3 232 MED21_uc009zjh.1_RNANM_004264 NP_004255 Q13503 MED21_HUMAN 0AACAGCAAAAGACATTGATGT0.368

+ 11 1308PPFIBP1_uc010sjr.1_Missense_Mutation_p.A139T|PPFIBP1_uc001rib.1_Missense_Mutation_p.A291T|PPFIBP1_uc001ria.2_Missense_Mutation_p.A280T|PPFIBP1_uc001rid.1_Missense_Mutation_p.A158TNM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5AATGAAAAAAGCTGTGGAGTC0.348

- 3 590PTHLH_uc001ril.2_Missense_Mutation_p.G96E|PTHLH_uc001rim.2_Missense_Mutation_p.G96E|PTHLH_uc001rin.2_Missense_Mutation_p.G96ENM_198966 NP_945317 P12272 PTHR_HUMAN 1ATCATCAGACCCAAATCGGAC0.512

- 8 2412CAPRIN2_uc001rjf.1_Missense_Mutation_p.S351N|CAPRIN2_uc001rjg.1_Missense_Mutation_p.S221N|CAPRIN2_uc001rjh.1_Missense_Mutation_p.S554N|CAPRIN2_uc001rjj.1_Missense_Mutation_p.S221N|CAPRIN2_uc001rjk.3_Missense_Mutation_p.S554N|CAPRIN2_uc001rjl.3_Missense_Mutation_p.S554N|CAPRIN2_uc001rjm.1_Missense_Mutation_p.S221N|CAPRIN2_uc001rjn.1_Missense_Mutation_p.S221NNM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2GTGTTTTTGACTCTCAACATT0.468

+ 24 3096CNTN1_uc001rmn.1_Missense_Mutation_p.A984TNM_001843 NP_001834 Q12860 CNTN1_HUMANFibronectin type-III 4. 9CCTTGCAGGTGCACCCACCCT0.468 rs143416044

- 16 2351NELL2_uc001rof.3_Missense_Mutation_p.G585S|NELL2_uc001roh.2_Missense_Mutation_p.G586S|NELL2_uc009zkd.2_Intron|NELL2_uc010skz.1_Missense_Mutation_p.G636S|NELL2_uc010sla.1_Missense_Mutation_p.G609S|NELL2_uc001roi.1_Missense_Mutation_p.G586S|NELL2_uc010slb.1_Missense_Mutation_p.G585SNM_001145108 NP_001138580 Q99435 NELL2_HUMANEGF-like 5; calcium-binding (Potential). 4TCATGGTAGCCATCTCTGCAC0.433

+ 7 433C12orf54_uc009zky.1_RNANM_152319 NP_689532 Q6X4T0 CL054_HUMAN 0TTACTACCCTGGACCCTAACT0.517

+ 17 2402SLC4A8_uc001rym.2_Missense_Mutation_p.V689M|SLC4A8_uc001ryn.2_Missense_Mutation_p.V689M|SLC4A8_uc001ryo.2_Missense_Mutation_p.V689M|SLC4A8_uc010snj.1_Missense_Mutation_p.V769M|SLC4A8_uc001ryr.2_Missense_Mutation_p.V742MNM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANHelical; (Potential). 5CTTCACAATGGTGATTATTGA0.413

+ 11 1712_1713SCN8A_uc010snl.1_Missense_Mutation_p.P377F|SCN8A_uc001ryx.1_Missense_Mutation_p.P377F|SCN8A_uc001ryz.1_Missense_Mutation_p.P377F|SCN8A_uc001ryy.2_Missense_Mutation_p.P377FNM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7GAAAGGGGATCCCGAGAAGGTG0.45

+ 5 937ACVR1B_uc001rzl.2_Missense_Mutation_p.V299M|ACVR1B_uc001rzm.2_Missense_Mutation_p.V299M|ACVR1B_uc010snn.1_Missense_Mutation_p.V340MNM_004302 NP_004293 P36896 ACV1B_HUMANProtein kinase.|Cytoplasmic (Potential). 9CCGGTACACAGTGACAATTGA0.532

- 9 1347KRT80_uc001rzw.2_Missense_Mutation_p.G452S|KRT80_uc001rzy.2_3'UTRNM_182507 NP_872313 Q6KB66 K2C80_HUMAN Tail. 0TTGGAGAGGCCTGATCTGGAG0.547

+ 2 597MAP3K12_uc001sdm.1_5'Flank|MAP3K12_uc001sdn.1_5'Flank|TARBP2_uc009znb.2_Missense_Mutation_p.E37K|TARBP2_uc001sdp.2_Missense_Mutation_p.E16K|TARBP2_uc001sdq.2_5'UTR|TARBP2_uc001sdr.2_5'UTR|TARBP2_uc001sds.2_Missense_Mutation_p.E37K|TARBP2_uc001sdt.2_Missense_Mutation_p.E16K|TARBP2_uc001sdu.2_5'UTR|TARBP2_uc001sdv.2_RNANM_134323 NP_599150 Q15633 TRBP2_HUMANSufficient for interaction with PRKRA.|DRBM 1. 1CCTTCTGCAGGAGTATGGGAC0.592

- 4 1031RDH16_uc009zpa.2_Missense_Mutation_p.A142TNM_003708 NP_003699 O75452 RDH16_HUMANCytoplasmic (Potential). 0AGAAGCTTGGCATCCCAGCCA0.572

- 19 2290MYO1A_uc010sqz.1_Missense_Mutation_p.P521S|MYO1A_uc009zpd.2_Missense_Mutation_p.P683SNM_005379 NP_005370 Q9UBC5 MYO1A_HUMAN 7ACAGTCTTGGGGCTTCTAATG0.532

+ 3 737LRP1_uc010sre.1_Missense_Mutation_p.L91F|LRP1_uc001snb.2_Missense_Mutation_p.L91F|LRP1_uc001snc.1_Missense_Mutation_p.L91FNM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential).|LDL-receptor class A 2. 22CATGTCCCGCCTCTGCAATGG0.592

- 13 1820LRIG3_uc009zqh.2_Missense_Mutation_p.S465N|LRIG3_uc010ssh.1_RNANM_153377 NP_700356 Q6UXM1 LRIG3_HUMANIg-like C2-type 1. 4GGAATCACTGCTGCTGGCAGC0.458

+ 20 2577SRGAP1_uc001srv.2_Missense_Mutation_p.P778SNM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4AGACCGTCATCCTGACGGCTA0.587

- 12 2175PTPRR_uc001swf.1_RNA|PTPRR_uc001swg.1_RNA|PTPRR_uc001swh.1_Missense_Mutation_p.H342Y|PTPRR_uc009zrs.2_Missense_Mutation_p.H436Y|PTPRR_uc010stq.1_Missense_Mutation_p.H475Y|PTPRR_uc010str.1_3'UTRNM_002849 NP_002840 Q15256 PTPRR_HUMANTyrosine-protein phosphatase.|Cytoplasmic (Potential).3TACCTGCAGTGGACAACCACA0.522

+ 13 2284 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3GAAGGATTTTCTTCCTTGGCA0.368

+ 5 882ACSS3_uc001szm.1_Missense_Mutation_p.P263LNM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4GAGGCGGTTCCTTTGGCTCCC0.398

- 5 496C12orf50_uc001tan.2_Missense_Mutation_p.E164KNM_152589 NP_689802 Q8NA57 CL050_HUMAN 3CTTTTTTCTTCAATTTCTTCA0.259

- 14 2190CCDC41_uc001tde.2_Nonsense_Mutation_p.W535*|CCDC41_uc009zsw.1_RNANM_016122 NP_057206 Q9Y592 CCD41_HUMAN Potential. 0TTCTTCCAACCACTGTATCTG0.363



- 10 1119HAL_uc009zti.1_RNA|HAL_uc010suw.1_Nonsense_Mutation_p.W66*|HAL_uc010sux.1_Nonsense_Mutation_p.W274*NM_002108 NP_002099 P42357 HUTH_HUMAN 3TCTTCGGAGACCACATCTTCC0.522

+ 11 3132BTBD11_uc009zut.1_Missense_Mutation_p.E752K|BTBD11_uc001tmj.2_Missense_Mutation_p.E871K|BTBD11_uc001tml.1_Missense_Mutation_p.E408KNM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3CCTGATGTTTGAGATCCTGAA0.517

- 12 1619C12orf51_uc010syk.1_Missense_Mutation_p.T357I|C12orf51_uc001tts.2_Missense_Mutation_p.T357I|C12orf51_uc001ttt.3_Missense_Mutation_p.T355INM_001109662 NP_001103132 2AGTAGCCTTAGTAACTTGTTC0.423

- 3 206 NM_002442 NP_002433 O43347 MSI1H_HUMAN RRM 1. 3ACCAGACACTCCTTCACCTCC0.502

- 19 3237KDM2B_uc001uaq.2_Missense_Mutation_p.P485S|KDM2B_uc010szy.1_Missense_Mutation_p.P485S|KDM2B_uc001uar.2_Missense_Mutation_p.P636S|KDM2B_uc001uas.2_Missense_Mutation_p.P976S|KDM2B_uc001uau.2_Intron|KDM2B_uc001uao.2_Missense_Mutation_p.P293S|KDM2B_uc010szx.1_Missense_Mutation_p.P293S|KDM2B_uc001uap.2_RNANM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN Pro-rich. 2ATGGGGGGTGGCCGGATCACA0.697

+ 3 348B3GNT4_uc001uby.2_Missense_Mutation_p.G19SNM_030765 NP_110392 Q9C0J1 B3GN4_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1GCTGTTGCTCGGCTGCCTGCT0.682

- 28 3677SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Missense_Mutation_p.P1225L|SBNO1_uc010taq.1_Missense_Mutation_p.P177L|SBNO1_uc001ues.1_Missense_Mutation_p.P177LNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9TTTCTTTTTAGGATTCACTTC0.264

+ 8 1497GPR133_uc010tbm.1_Missense_Mutation_p.S345LNM_198827 NP_942122 Q6QNK2 GP133_HUMANExtracellular (Potential). 10AAGTCCCTCTCGGAGCAGACA0.453

+ 45 8037EP400_uc001ujl.2_Nonsense_Mutation_p.R2667*|EP400_uc001ujm.2_Nonsense_Mutation_p.R2587*|EP400_uc001ujp.2_5'FlankNM_015409 NP_056224 Q96L91 EP400_HUMANInteraction with ZNF42 (By similarity). 12TCAGGGTGTTCGAGCGGTCAC0.667

- 11 1622 NM_175066 NP_778236 Q8N8A6 DDX51_HUMANHelicase C-terminal. 2GTCCACACCCCCAAAAGCTTG0.627

- 31 4355 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN 4AAGCCTCCAGGATGTTGCAGT0.532

+ 1 980 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0AAGTAAACTGGAAGCACAATT0.507

- 11 1928 NM_003045 NP_003036 P30825 CTR1_HUMANExtracellular (Potential). 0TCCAAGCACGGTCACAATGCA0.562

+ 41 6769NBEA_uc010abi.2_Missense_Mutation_p.A844V|NBEA_uc010tee.1_5'UTRNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11GATGATTCTGCCTTCAAGAAG0.488

- 19 1750FAM48A_uc010abt.2_Missense_Mutation_p.P502L|FAM48A_uc001uwh.2_Missense_Mutation_p.P502L|FAM48A_uc001uwi.2_Missense_Mutation_p.P501L|FAM48A_uc001uwj.2_Missense_Mutation_p.P502L|FAM48A_uc001uwk.2_Missense_Mutation_p.P501L|FAM48A_uc010tes.1_Missense_Mutation_p.P465L|FAM48A_uc001uwl.1_Missense_Mutation_p.P501L|FAM48A_uc001uwd.2_5'Flank|FAM48A_uc001uwe.2_5'UTR|FAM48A_uc001uwf.2_Missense_Mutation_p.P79LNM_001014286 NP_001014308 Q8NEM7 FA48A_HUMAN 0AATACTTGATGGCTTAGAAGA0.403

- 19 2256KIAA0564_uc001uyk.2_Missense_Mutation_p.G729ENM_015058 NP_055873 A3KMH1 K0564_HUMAN 6CCTCAGAGTTCCAGATGTTAC0.413

- 11 1468ENOX1_uc001uzb.3_Nonsense_Mutation_p.Q390*|ENOX1_uc001uzc.3_Nonsense_Mutation_p.Q390*|ENOX1_uc001uyz.3_5'UTR|ENOX1_uc010tfm.1_Nonsense_Mutation_p.Q203*NM_001127615 NP_001121087 Q8TC92 ENOX1_HUMAN 2CCCATGAGCTGCTCACTTTGA0.458

- 1 1915TSC22D1_uc001uzo.1_Missense_Mutation_p.S475NNM_183422 NP_904358 Q15714 T22D1_HUMAN 0ACTCAGTGTGCTGACACTACT0.398

+ 7 838COG3_uc010tfu.1_RNA|COG3_uc001vai.2_Missense_Mutation_p.P246L|COG3_uc001vaj.1_Missense_Mutation_p.P246L|COG3_uc010tfv.1_Missense_Mutation_p.P83L|COG3_uc010aci.2_Missense_Mutation_p.P22LNM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 AAAGATTATCCCATATATTTG0.358

- 9 999uc001vau.1_Intron|uc001vav.1_Intron|CPB2_uc001vax.2_Missense_Mutation_p.S274LNM_001872 NP_001863 Q96IY4 CBPB2_HUMAN 2CTGGGAGTATGAATGCATGCT0.378

+ 5 846CDADC1_uc001vcs.1_RNA|CDADC1_uc001vct.1_Missense_Mutation_p.T139I|CDADC1_uc010tgk.1_Missense_Mutation_p.T59I|CDADC1_uc001vcv.2_RNANM_030911 NP_112173 Q9BWV3 CDAC1_HUMAN 1ATACTGATGACTATAGGTTTG0.323

+ 2 901DLEU2_uc001vdn.1_Intron|DLEU2_uc001vdo.1_Intron|KCNRG_uc001vdt.2_3'UTRNM_173605 NP_775876 Q8N5I3 KCNRG_HUMAN 0TTTATTAAAGGAAGGCTTTCA0.383

+ 1 319DLEU1_uc010adl.1_Intron|DLEU1_uc001vee.1_Intron|DLEU1_uc010adm.1_Intron|DLEU1_uc010adn.1_Intron|DLEU1_uc001vef.1_Intron|DLEU1_uc001veg.1_Intron|DLEU1_uc010tgn.1_Intron|DLEU1_uc001vei.1_Intron|DLEU1_uc010ado.1_Intron|DLEU1_uc010adp.1_IntronNR_002183 0GATAAAGAAGGTGTGATTGAA0.408

- 1 284DIAPH3_uc001vhw.1_Missense_Mutation_p.P22L|DIAPH3_uc010aed.1_Missense_Mutation_p.P22L|DIAPH3_uc010aee.1_Missense_Mutation_p.P22LNM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN 2GGCTGAGGAAGGGTAGGGAGT0.711

- 1 515DACH1_uc010tho.1_Missense_Mutation_p.T31I|DACH1_uc010thp.1_Missense_Mutation_p.T31INM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1AGAGGTGGAGGTGGTGGTGCC0.667

- 1 518TBC1D4_uc010aer.2_Nonsense_Mutation_p.W57*|TBC1D4_uc010aes.2_Nonsense_Mutation_p.W57*NM_014832 NP_055647 O60343 TBCD4_HUMAN PID 1. 6CGGCCATGAGCCAGGGCAGCA0.577

+ 12 2879LMO7_uc010thv.1_Missense_Mutation_p.P658S|LMO7_uc001vjt.1_Missense_Mutation_p.P606S|LMO7_uc010thw.1_Missense_Mutation_p.P557S|LMO7_uc001vjw.1_Missense_Mutation_p.P613SNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5TCCTACATCCCCCTTCTCATC0.493

- 46 6644MYCBP2_uc010aev.2_Missense_Mutation_p.A1589TNM_015057 NP_055872 O75592 MYCB2_HUMAN 14CCCTCAAGTGCTTCTAATATA0.373

- 1 446DCT_uc010afh.2_Missense_Mutation_p.G7RNM_001922 NP_001913 P40126 TYRP2_HUMAN 5AGCAGAAACCCCCACCAAAGG0.388

+ 1 212TM9SF2_uc010afz.1_Missense_Mutation_p.V27INM_004800 NP_004791 Q99805 TM9S2_HUMAN 1GCTGGGGGCGGTTCCTGGCCC0.652

+ 4 464UPF3A_uc001vuq.2_Intron|UPF3A_uc001vus.2_Intron|UPF3A_uc001vur.2_RNA|UPF3A_uc001vut.2_5'UTR|UPF3A_uc001vuu.2_5'UTRNM_023011 NP_075387 Q9H1J1 REN3A_HUMAN 1AAAAGGCCTAGAATATCCTGC0.388

- 2 270RNASE11_uc010ahx.2_Missense_Mutation_p.E29K|RNASE11_uc010ahw.2_Missense_Mutation_p.E29K|RNASE11_uc001vxs.2_Missense_Mutation_p.E29KNM_145250 NP_660293 Q8TAA1 RNS11_HUMAN 3 TCTGTAAATTCTTCTTTAATT0.403

+ 2 454RNASE2_uc001vyl.1_Missense_Mutation_p.P129SNM_002934 NP_002925 P10153 RNAS2_HUMAN 1TGCGCAGACACCAGCAAACAT0.453

- 7 636RAB2B_uc010tls.1_Missense_Mutation_p.H133Y|RAB2B_uc001wax.2_Missense_Mutation_p.H114Y|RAB2B_uc010ain.2_Missense_Mutation_p.H70YNM_032846 NP_116235 Q8WUD1 RAB2B_HUMAN 1ACCTCATTGTGGACATCAAAT0.408

- 2 2009SALL2_uc010tly.1_Missense_Mutation_p.P574L|SALL2_uc010tlz.1_Missense_Mutation_p.P439L|SALL2_uc001wbf.3_Intron|SALL2_uc010tma.1_Missense_Mutation_p.P441L|SALL2_uc001wbg.1_IntronNM_005407 NP_005398 Q9Y467 SALL2_HUMAN 3TAGCACATAGGGGAAGGGGAA0.547

+ 7 2513LRP10_uc001whe.2_IntronNM_014045 NP_054764 Q7Z4F1 LRP10_HUMANPro-rich.|Cytoplasmic (Potential). 1ATTGTCTGGAGTGGTGCAGGC0.677

+ 9 828 NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5TACTGCAAGGACTTGCGGCTG0.592

- 3 980IPO4_uc001wmz.1_5'Flank|TM9SF1_uc010toa.1_Missense_Mutation_p.T124I|TM9SF1_uc001wna.1_RNA|TM9SF1_uc010tob.1_Missense_Mutation_p.T446I|TM9SF1_uc001wnc.2_Missense_Mutation_p.T211I|TM9SF1_uc001wnd.2_Missense_Mutation_p.T67INM_006405 NP_006396 O15321 TM9S1_HUMAN 1CTCCACTGAAGTCTCAGACCA0.542

+ 1 1799CIDEB_uc001won.2_5'Flank|CIDEB_uc001woo.2_5'UTR|CIDEB_uc001wop.2_5'UTR|LTB4R2_uc010alo.2_Missense_Mutation_p.A30V|LTB4R2_uc001wor.2_Missense_Mutation_p.A30V|LTB4R_uc001wos.2_5'Flank|LTB4R_uc010alp.2_5'FlankNM_019839 NP_062813 Q9NPC1 LT4R2_HUMANHelical; Name=1; (Potential). 0CTGCTGCTGGCGGCGCTGCTG0.697

+ 2 335 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3CTGTCTGGGGGCGATCCTCCG0.667

- 33 5469RALGAPA1_uc010amp.2_RNA|RALGAPA1_uc001wtj.2_Missense_Mutation_p.P1693L|RALGAPA1_uc010tpv.1_Missense_Mutation_p.P1706L|RALGAPA1_uc010tpw.1_Missense_Mutation_p.P1740LNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMANMinimal domain that binds to TCF3/E12 (By similarity).4TAAGCATTCAGGACTAGTAAC0.358

- 2 551FOXA1_uc010tpz.1_Missense_Mutation_p.G47DNM_004496 NP_004487 P55317 FOXA1_HUMAN 0GGCTACTGCGCCGGGACTCAG0.677

- 16 2114SEC23A_uc010tqa.1_Missense_Mutation_p.P517S|SEC23A_uc010tqb.1_Missense_Mutation_p.P602SNM_006364 NP_006355 Q15436 SC23A_HUMAN 5ACCTCTGGTGGTCCACTAAAA0.348

+ 11 1253CTAGE5_uc010tqe.1_Splice_Site_p.D268_splice|CTAGE5_uc001wuz.3_Splice_Site_p.D294_splice|CTAGE5_uc001wuy.3_Splice_Site_p.D226_splice|CTAGE5_uc001wvb.3_Splice_Site_p.D277_splice|CTAGE5_uc001wvc.3_Splice_Site_p.D251_splice|CTAGE5_uc001wva.3_Splice_Site_p.D277_splice|CTAGE5_uc001wve.1_Splice_Site_p.D282_splice|CTAGE5_uc001wvh.3_Splice_Site_p.D306_splice|CTAGE5_uc001wvf.3_Splice_Site_p.D231_splice|CTAGE5_uc001wvi.3_Splice_Site_p.D311_splice|CTAGE5_uc010amz.2_Splice_Site|CTAGE5_uc001wvj.3_Splice_Site_p.D277_spliceNM_005930 NP_005921 O15320 CTGE5_HUMAN 0TTTCACTGTAGATAATCCTCC0.328

+ 7 1149PRPF39_uc001wvy.3_Missense_Mutation_p.E206K|PRPF39_uc010and.2_Missense_Mutation_p.E117K|PRPF39_uc001wwa.1_5'Flank|SNORD127_uc010ane.2_5'FlankNM_017922 NP_060392 Q86UA1 PRP39_HUMAN 2TAATGAGCATGAAGTTAGTAA0.259

- 2 321SDCCAG1_uc010anj.1_Intron|MGAT2_uc001wwr.2_5'FlankNM_001001 NP_000992 Q969Q0 RL36L_HUMAN 0AGGCTCAACACATTCCAGCCT0.483

+ 2 841ATP5S_uc001wxv.2_Missense_Mutation_p.N50I|ATP5S_uc001wxx.1_Missense_Mutation_p.N50I|ATP5S_uc010ant.1_IntronNM_001003803 NP_001003803 Q99766 ATP5S_HUMAN 2GCAGTGTTTAATAAGTAAGTT0.383



- 4 802SAV1_uc001wyh.1_Missense_Mutation_p.R214KNM_021818 NP_068590 Q9H4B6 SAV1_HUMAN WW 1. 1 ATAATATTTTCTCCCTCTCAT0.453

- 7 2005NID2_uc010tqs.1_Missense_Mutation_p.G591S|NID2_uc010tqt.1_Missense_Mutation_p.G591S|NID2_uc001wzp.2_Missense_Mutation_p.G591SNM_007361 NP_031387 Q14112 NID2_HUMANNidogen G2 beta-barrel. 7AAGAGCCAGCCAAACAGGCCT0.582

- 2 556NID2_uc010tqs.1_Missense_Mutation_p.P108S|NID2_uc010tqt.1_Missense_Mutation_p.P108S|NID2_uc001wzp.2_Missense_Mutation_p.P108SNM_007361 NP_031387 Q14112 NID2_HUMAN NIDO. 7GCCAGAAAAGGGGCGATGGCC0.642

+ 7 1184GPR137C_uc001wzt.3_Missense_Mutation_p.T411INM_001099652 NP_001093122 Q8N3F9 G137C_HUMANCytoplasmic (Potential). 0TACACAGTCACTCCCCACCTG0.418

+ 16 2598KIAA0586_uc010trr.1_Splice_Site_p.K892_splice|KIAA0586_uc001xdt.3_Splice_Site_p.K807_splice|KIAA0586_uc001xdu.3_Splice_Site_p.K836_splice|KIAA0586_uc010trs.1_Splice_Site_p.K766_splice|KIAA0586_uc010trt.1_Splice_Site_p.K711_splice|KIAA0586_uc010tru.1_Splice_Site_p.K711_spliceNM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1TTGGATAAAGGTATATTTCAG0.318

+ 51 10500SYNE2_uc001xgl.2_Missense_Mutation_p.L3424F|SYNE2_uc010apw.1_Missense_Mutation_p.L130FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential).|Potential. 14ACGACAGATCCTTAGACTCTT0.393

+ 69 13462SYNE2_uc001xgl.2_Missense_Mutation_p.P4411L|SYNE2_uc010apy.2_Missense_Mutation_p.P796L|SYNE2_uc010apz.1_Missense_Mutation_p.P303LNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14AAAATGTGGCCCCAGTATTGC0.348

+ 10 809C14orf50_uc001xhm.1_5'UTRNM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1TTGTTGTAGTCCTTTTATACT0.393

+ 7 779 NM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN 0GGGTCTGAAGGCAGCTGTGCT0.612

- 38 7126ZFYVE26_uc010tsz.1_Splice_Site|ZFYVE26_uc001xkb.2_Splice_Site_p.R175_spliceNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11GTTCATGTGCCTGTGGTGACA0.517

- 11 1957_1958ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.G607R|ZFYVE26_uc010tta.1_Missense_Mutation_p.G607RNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11GGGCTCTTCCCCTCAATGTCAT0.525 rs142015707

+ 3 208DNAL1_uc010aru.2_5'UTR|DNAL1_uc010arv.2_IntronNM_031427 NP_113615 Q4LDG9 DNAL1_HUMAN 0TTTCTCATAGGAAGAGAAAAC0.403

+ 2 432 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0GGTGTGCAAGGGGGAGGGCAG0.672

- 3 580C14orf1_uc001xru.2_Splice_SiteNM_007176 NP_009107 Q9UKR5 ERG28_HUMAN 0AGGCCATTCACTGTGTAGCAG0.498

- 42 5837EML5_uc001xxf.2_Missense_Mutation_p.G671E|EML5_uc001xxd.2_Missense_Mutation_p.G49E|EML5_uc001xxe.2_Missense_Mutation_p.G233ENM_183387 NP_899243 Q05BV3 EMAL5_HUMAN 3AACCTCATCTCCTAGAATACT0.418

- 6 1430C14orf102_uc010atp.1_Intron|C14orf102_uc001xyj.1_Missense_Mutation_p.E236KNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3AACATGGCCTCTTCCGTGCCA0.408

- 11 5137TRIP11_uc010auf.1_Missense_Mutation_p.R1186KNM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13AATTAATATTCTCTCCTTCAG0.338

+ 21 2791KIAA1409_uc001ybs.1_Missense_Mutation_p.T903INM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CACTCAGTAACCAAAAACCAC0.468

- 18 2935DICER1_uc010avh.1_5'Flank|DICER1_uc001ydv.2_Missense_Mutation_p.T908I|DICER1_uc001ydx.2_Missense_Mutation_p.T918INM_030621 NP_085124 Q9UPY3 DICER_HUMAN PAZ. 5AACAAAGGGTGTTTCTTTTGT0.338

+ 3 650BDKRB1_uc010avn.2_Nonsense_Mutation_p.Q148*NM_000710 NP_000701 P46663 BKRB1_HUMANCytoplasmic (Potential). 3CAGCCGGAGGCAGCAGCGGCG0.642

- 1 458WDR20_uc001yky.1_5'Flank|WDR20_uc001yla.2_5'Flank|WDR20_uc001ykz.2_5'Flank|WDR20_uc001ylb.2_5'Flank|WDR20_uc010txu.1_5'Flank|WDR20_uc001ylc.2_5'Flank|WDR20_uc001yld.2_5'Flank|WDR20_uc001yle.2_5'Flank|WDR20_uc001ylf.2_5'FlankNM_001017963 NP_001017963 P07900 HS90A_HUMAN 7GGGGCTTCCTGGGCGGGGATC0.637

- 10 1207RAGE_uc010txv.1_Splice_Site_p.Q297_splice|RAGE_uc001yln.2_Splice_Site_p.Q145_splice|RAGE_uc001ylh.2_Intron|RAGE_uc001yli.2_Intron|RAGE_uc001yll.2_Intron|RAGE_uc001ylj.2_Intron|RAGE_uc001ylk.2_IntronNM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4TCGCTTAGTACCTGCTTTCTG0.612

+ 2 1045ZNF839_uc010awk.1_Missense_Mutation_p.S348F|ZNF839_uc001ylp.2_RNA|ZNF839_uc001ylq.1_Missense_Mutation_p.S232F|ZNF839_uc001ylr.2_Missense_Mutation_p.S232FNM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2ATGGTGCTGTCTGAGAAAGCC0.582

+ 9 1114 NM_015156 NP_055971 Q9UKL0 RCOR1_HUMANInteraction with KDM1A. 1ACCATATCGACTTCCAGAGGT0.308

- 22 3220CDC42BPB_uc001ymj.1_Splice_Site_p.E124_spliceNM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11CGCTGTCTCACCTCCTGCTGC0.592

- 7 6868AHNAK2_uc001ypx.2_Missense_Mutation_p.D2150NNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CCCTTGAGGTCCACTTTGGGC0.602

+ 1 286LOC727924_uc001yua.2_RNA|LOC727924_uc001yub.1_Intron|OR4N4_uc001yuc.1_IntronNM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANExtracellular (Potential). 1TTCTTTTGATGGATGCATTGC0.458

+ 1 3712 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8TCCTGTATTTGGATATACTTC0.537

+ 36 5582RYR3_uc010bar.2_Nonsense_Mutation_p.Q1838*NM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10CTCCAAGCTGCAGGCAAATCA0.552

+ 7 1309 NM_152594 NP_689807 Q7Z699 SPRE1_HUMAN 5AAGTCAAAACGAAGAAAAGAG0.413

- 32 4077INO80_uc010ucu.1_RNANM_017553 NP_060023 Q9ULG1 INO80_HUMANAssembles INO80 complex module consisting of conserved components INO80B, INO80C, ACTR5, RVBL1, RVBL2.4TGGTTTCCTCCTGTTGCCGTT0.473

+ 18 2229MAPKBP1_uc001zoj.3_Missense_Mutation_p.G642E|MAPKBP1_uc010bcj.2_Missense_Mutation_p.G149E|MAPKBP1_uc010bci.2_Missense_Mutation_p.G642E|MAPKBP1_uc010udb.1_Missense_Mutation_p.G481E|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_Missense_Mutation_p.G149ENM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 10. 10ATCAGCAGTGGAAAGCAGAAG0.517

- 13 5295ZFP106_uc001zpu.2_Missense_Mutation_p.H752Y|ZFP106_uc001zpv.2_Missense_Mutation_p.H839Y|ZFP106_uc001zpx.2_Missense_Mutation_p.H882YNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN WD 3. 3CGAGGGCCATGGCATTCAAAG0.463

+ 8 1045TUBGCP4_uc001zrn.2_Missense_Mutation_p.P269S|TUBGCP4_uc010bdh.2_RNANM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3ATCCTACATTCCAGTGAGGGT0.428

- 2 333CATSPER2_uc010bdm.2_RNA|CATSPER2_uc001zsi.2_Missense_Mutation_p.P40T|CATSPER2_uc001zsj.2_Missense_Mutation_p.P40T|CATSPER2_uc001zsk.2_Missense_Mutation_p.P40T|CATSPER2_uc001zsl.1_IntronNM_172095 NP_742093 Q96P56 CTSR2_HUMANCytoplasmic (Potential). 1GTGTGCCGCGGCACAGCTTGG0.453

- 25 4329SPG11_uc010ueh.1_Missense_Mutation_p.G1433E|SPG11_uc010uei.1_Missense_Mutation_p.G1433E|SPG11_uc001zty.1_Missense_Mutation_p.G162ENM_025137 NP_079413 Q96JI7 SPTCS_HUMANCytoplasmic (Potential). 5TTGTTTGCTTCCTTGAAGTTC0.488

+ 26 3750DUOX1_uc001zut.1_Missense_Mutation_p.S1135F|DUOX1_uc010bee.1_Missense_Mutation_p.S515F|DUOX1_uc001zuu.2_Missense_Mutation_p.S277FNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANFerric oxidoreductase.|Interaction with TXNDC11 (By similarity).|Cytoplasmic (Potential).8CTCATTGCCTCCACCGCCATC0.657

+ 8 1700SLC27A2_uc010bes.2_Missense_Mutation_p.E437K|SLC27A2_uc001zxx.2_Missense_Mutation_p.E255KNM_003645 NP_003636 O14975 S27A2_HUMANCytoplasmic (Potential). 2GTGGAAAGGGGAAAATGTGGC0.453

- 3 644GABPB1_uc001zya.2_Missense_Mutation_p.P74S|GABPB1_uc010ufg.1_5'UTR|GABPB1_uc001zyc.2_Missense_Mutation_p.P74S|GABPB1_uc001zyd.2_Missense_Mutation_p.P74S|GABPB1_uc001zye.2_Missense_Mutation_p.P74S|GABPB1_uc001zyf.2_Missense_Mutation_p.P74SNM_005254 NP_005245 Q06547 GABP1_HUMAN ANK 3. 1ATATGTAATGGTGTTCGGTCC0.453

+ 2 536GLDN_uc010bez.1_Intron|GLDN_uc002abb.2_5'UTRNM_181789 NP_861454 Q6ZMI3 GLDN_HUMANExtracellular (Potential). 2CCTGCAGATCCGAGTGATGGT0.572

- 18 3035 NM_173814 NP_776175 Q2VWP7 PRTG_HUMAN 3AGCTAAGGAGGCACTGGTACG0.418

- 18 2330ZNF280D_uc002adv.2_Missense_Mutation_p.D692N|ZNF280D_uc010bfq.2_Missense_Mutation_p.D705N|ZNF280D_uc002adw.1_Missense_Mutation_p.D733N|ZNF280D_uc010bfp.2_RNANM_017661 NP_060131 Q6N043 Z280D_HUMAN 3GCCATATTATCTAAGCCAGAA0.308

- 8 867ZNF280D_uc002adv.2_Missense_Mutation_p.S204F|ZNF280D_uc010bfq.2_Missense_Mutation_p.S217F|ZNF280D_uc002adw.1_Missense_Mutation_p.S245F|ZNF280D_uc010bfr.1_RNANM_017661 NP_060131 Q6N043 Z280D_HUMAN 3CATAGCCTGGGAAGAAGTCAC0.328

- 18 2492SLTM_uc002afn.2_Missense_Mutation_p.G344R|SLTM_uc002afo.2_Missense_Mutation_p.G784R|SLTM_uc002afq.2_Missense_Mutation_p.G371R|SLTM_uc010bgd.2_Missense_Mutation_p.G371RNM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1GCTTTTTTCCCCTCACTTTGA0.423

- 69 12992 NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 13. p.P4282P(1) 19ATTTGTTGCGGTCGATTGTGA0.468

- 38 7406 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19TCGGATTCATGTCGGTGTTTC0.483

+ 4 935MAP2K1_uc010ujp.1_Missense_Mutation_p.V132INM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0TCTGGATCAAGTCCTGAAGAA0.353



- 9 1133LCTL_uc002aqd.3_Missense_Mutation_p.G161D|LCTL_uc010bhw.2_Missense_Mutation_p.G32DNM_207338 NP_997221 Q6UWM7 LCTL_HUMANExtracellular (Potential). 2ATCGGATGTGCCTTTAATGTA0.498

- 6 1070PKM2_uc002ats.1_5'Flank|PKM2_uc002att.1_Silent_p.G41G|PKM2_uc002atu.1_Silent_p.G41G|PKM2_uc010bit.1_Missense_Mutation_p.V282I|PKM2_uc010uki.1_Missense_Mutation_p.V351I|PKM2_uc002atv.1_Missense_Mutation_p.V312I|PKM2_uc002atw.1_Missense_Mutation_p.V277I|PKM2_uc002aty.1_Missense_Mutation_p.V277I|PKM2_uc010ukj.1_Missense_Mutation_p.V262I|PKM2_uc010ukk.1_Missense_Mutation_p.V203I|PKM2_uc010biu.1_Missense_Mutation_p.V298I|PKM2_uc002atz.1_RNANM_182471 NP_872271 P14618 KPYM_HUMAN 1TGCCTCCGAACCCCCTCATGA0.532

- 1 413uc002aug.2_Intron|CELF6_uc002auk.3_RNA|CELF6_uc010biv.1_RNA|CELF6_uc010ukm.1_Missense_Mutation_p.G35S|CELF6_uc002aui.2_Missense_Mutation_p.R157Q|CELF6_uc002auj.2_5'UTRNM_052840 NP_443072 Q96J87 CELF6_HUMAN 3ACGGCGGGACCGGGGTTTAGC0.721

+ 3 716NEO1_uc010ukx.1_Missense_Mutation_p.L192F|NEO1_uc010uky.1_Missense_Mutation_p.L192F|NEO1_uc010ukz.1_5'UTRNM_002499 NP_002490 Q92859 NEO1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1CAGACAACCCCTTCTTCTGGA0.443

- 10 1933EDC3_uc002ayo.2_Missense_Mutation_p.P482L|EDC3_uc002aym.2_Missense_Mutation_p.P482LNM_001142443 NP_001135915 Q96F86 EDC3_HUMANYjeF N-terminal. 1GACCTGCTGGGGAATGCCAAT0.577

+ 3 333C15orf27_uc010bkp.2_5'UTR|C15orf27_uc002bbr.2_5'UTRNM_152335 NP_689548 Q2M3C6 CO027_HUMAN 0TCTCTCCACGGCGGGCTCGCA0.522

+ 5 1075 NM_001101404 NP_001094874 A6NKC9 SH2D7_HUMAN 0GACAGAAGGCCTCCTGCAAGA0.617

- 10 1805RASGRF1_uc002bep.2_Missense_Mutation_p.G477E|RASGRF1_uc010blm.1_Missense_Mutation_p.G399E|RASGRF1_uc002ber.3_Missense_Mutation_p.G477ENM_002891 NP_002882 Q13972 RGRF1_HUMAN PH 2. 6CCCCAGGCGCCCCCTGGTGAT0.562

+ 21 3142ADAMTSL3_uc010bmt.1_Missense_Mutation_p.A973V|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.A973VNM_207517 NP_997400 P82987 ATL3_HUMANIg-like C2-type 1. 27CATGGTCTTGCTGCCCCCGAC0.552

+ 4 2428ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6TCCAGCCTTGCCACTCTACCC0.592

+ 8 4285AKAP13_uc002blt.1_Missense_Mutation_p.S1372N|AKAP13_uc002blu.1_Missense_Mutation_p.S1372N|AKAP13_uc010bne.1_Missense_Mutation_p.S25NNM_007200 NP_009131 Q12802 AKP13_HUMAN 9GCTGTAGGGAGCATAGCTGCT0.463

- 2 169DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_RNA|DET1_uc002bmq.2_Missense_Mutation_p.S17FNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2CTTGATGGTAGAAACATGATG0.403

- 7 1048IDH2_uc010uqb.1_Missense_Mutation_p.A269V|IDH2_uc010uqc.1_Missense_Mutation_p.A191V|IDH2_uc010bnu.2_Missense_Mutation_p.A212VNM_002168 NP_002159 P48735 IDHP_HUMAN 711CGTACCCTGGGCCAGGATGTC0.562

+ 24 3009 NM_003870 NP_003861 P46940 IQGA1_HUMAN C1. 8AGAGAAGTTGGAAGCTTACCA0.358

- 19 1890CLCN7_uc010brq.1_5'Flank|CLCN7_uc002clu.2_Missense_Mutation_p.G42S|CLCN7_uc002clw.2_Missense_Mutation_p.G570SNM_001287 NP_001278 P51798 CLCN7_HUMANHelical; (By similarity). 4AAGACGTCGCCCACGATCTTG0.632

+ 16 1725TSC2_uc010bsd.2_Missense_Mutation_p.S540F|TSC2_uc002coo.2_Missense_Mutation_p.S540F|TSC2_uc010uvv.1_Missense_Mutation_p.S503F|TSC2_uc010uvw.1_Missense_Mutation_p.S491F|TSC2_uc002cop.2_Missense_Mutation_p.S340FNM_000548 NP_000539 P49815 TSC2_HUMAN 10CGCTCCCTCTCCCCACCCCCG0.577

- 15 5859PKD1_uc002cot.1_Missense_Mutation_p.E1884KNM_001009944 NP_001009944 P98161 PKD1_HUMANPKD 14.|Extracellular (Potential). 3ATGGGCTCCTCCGCCGTGAGG0.637

+ 11 1628SRRM2_uc002crj.1_Missense_Mutation_p.G264D|SRRM2_uc002crl.1_Missense_Mutation_p.G360D|SRRM2_uc010bsu.1_Missense_Mutation_p.G264DNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANPro-rich.|Ser-rich.p.G360D(1) 4AGCAGCACAGGCCCAGAACCA0.577

- 2 639ZNF200_uc002cum.3_Missense_Mutation_p.A3T|ZNF200_uc010bti.2_Missense_Mutation_p.A3T|ZNF200_uc002cuk.2_Missense_Mutation_p.A3T|ZNF200_uc002cui.2_Missense_Mutation_p.A3T|ZNF200_uc002cul.3_Missense_Mutation_p.A3TNM_003454 NP_003445 P98182 ZN200_HUMAN 0ACTTTTGCAGCCATCATGCCT0.542

- 10 2316 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6ATCACGTGTCCCAGGGCTGAA0.527

- 5 1068ZNF434_uc002cux.3_Missense_Mutation_p.R300Q|ZNF434_uc010uwx.1_Missense_Mutation_p.R12Q|ZNF434_uc002cuy.3_Missense_Mutation_p.R12Q|ZNF434_uc010uwy.1_Missense_Mutation_p.R12Q|ZNF434_uc010uwz.1_Missense_Mutation_p.R300Q|ZNF434_uc010uxa.1_Missense_Mutation_p.R89QNM_017810 NP_060280 Q9NX65 ZN434_HUMAN 2TTCTGGGGTCCGCAGAAAACC0.502

+ 4 469HMOX2_uc002cwr.3_Missense_Mutation_p.P100S|HMOX2_uc002cwq.3_Missense_Mutation_p.P100S|HMOX2_uc002cws.3_Missense_Mutation_p.P154S|HMOX2_uc010btt.2_Missense_Mutation_p.P100S|HMOX2_uc002cwt.2_Missense_Mutation_p.P100SNM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0TTTGTACTTCCCCATGGAGCT0.567

+ 14 1517MGRN1_uc002cxa.2_Missense_Mutation_p.P461S|MGRN1_uc010btx.2_Missense_Mutation_p.P440S|MGRN1_uc010btw.2_Missense_Mutation_p.P440S|MGRN1_uc002cxb.2_Missense_Mutation_p.P500S|MGRN1_uc010uxo.1_Missense_Mutation_p.P439S|MGRN1_uc010uxp.1_Missense_Mutation_p.P439S|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2CCCGTCTTCCCCCATCCACGA0.652

+ 12 1776A2BP1_uc010buf.1_Missense_Mutation_p.A263V|A2BP1_uc002cyr.1_Missense_Mutation_p.A262V|A2BP1_uc002cyt.2_Missense_Mutation_p.A236V|A2BP1_uc010uxz.1_Missense_Mutation_p.A306V|A2BP1_uc010uya.1_Missense_Mutation_p.A220V|A2BP1_uc002cyv.1_Missense_Mutation_p.A263V|A2BP1_uc010uyb.1_Missense_Mutation_p.A263V|A2BP1_uc002cyw.2_Missense_Mutation_p.A283V|A2BP1_uc002cyy.2_Missense_Mutation_p.A283V|A2BP1_uc002cyx.2_Missense_Mutation_p.A283V|A2BP1_uc010uyc.1_Missense_Mutation_p.A256VNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0GCAGCCACCGCCGCGGCCGCC0.592

- 4 256PDXDC1_uc002ddc.2_Intron|NTAN1_uc010uzo.1_Splice_SiteNM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0GCCCCATTACCTGAAGAACAA0.527

- 7 1087ACSM2B_uc002dhk.3_Missense_Mutation_p.P293S|ACSM2B_uc010bwf.1_Missense_Mutation_p.P293SNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5ATAACCAGTGGGTCAAACTTT0.408

+ 15 1919PRKCB_uc002dme.2_Splice_Site_p.G574_spliceNM_212535 NP_997700 P05771 KPCB_HUMAN 9CTGCAAAGGGGTAAGTGCATC0.299

+ 2 184uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|CORO1A_uc010vej.1_Missense_Mutation_p.A21V|CORO1A_uc010bzq.2_Missense_Mutation_p.A21V|CORO1A_uc010bzr.2_Missense_Mutation_p.A21V|CORO1A_uc002dwx.2_5'UTR|CORO1A_uc002dwy.1_5'FlankNM_007074 NP_009005 P31146 COR1A_HUMAN WD 1. 0CCGGCCAAGGCCGACCAGTGC0.592

+ 8 1228PRR14_uc002dyz.2_Missense_Mutation_p.P169S|PRR14_uc002dza.2_Missense_Mutation_p.P324S|PRR14_uc002dzb.1_Missense_Mutation_p.P138SNM_024031 NP_076936 Q9BWN1 PRR14_HUMAN Pro-rich. 0AGCACTTCTCCCTAAGCCCTC0.677

+ 2 483PSKH1_uc010cet.2_Missense_Mutation_p.G105SNM_006742 NP_006733 P11801 KPSH1_HUMANATP (By similarity).|Protein kinase. 0GGCCCTAATTGGCCGAGGCAG0.587

- 72 12372HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2AGAGAGATGAGAGGTTCGGTA0.483

+ 6 639KIAA0174_uc010cgh.1_Missense_Mutation_p.A119V|KIAA0174_uc002fbk.1_Missense_Mutation_p.A106V|KIAA0174_uc002fbm.1_Missense_Mutation_p.A106V|KIAA0174_uc002fbl.1_Missense_Mutation_p.A106V|KIAA0174_uc002fbn.1_Intron|KIAA0174_uc010cgi.1_Intron|KIAA0174_uc010cgj.1_Missense_Mutation_p.A38V|KIAA0174_uc010vmk.1_IntronP53990 IST1_HUMANInteraction with VPS37B.|Interaction with CHMP1A and CHMP1B.1TTGATCTGGGCTGCTCCTCGA0.368

+ 7 984_985CNTNAP4_uc002fev.1_Missense_Mutation_p.S112F|CNTNAP4_uc010chb.1_Missense_Mutation_p.S175F|CNTNAP4_uc002fex.1_Missense_Mutation_p.S203F|CNTNAP4_uc002few.2_Missense_Mutation_p.S175FNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential). 2GATCAAAAATCCCTGAGCCCAA0.381

+ 4 689BCMO1_uc002fgm.1_Missense_Mutation_p.V158I|BCMO1_uc010vnp.1_Splice_Site_p.K88_spliceNM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0CCTGGAGAAGGTATCAACACA0.517 rs149750747

+ 4 551CDH13_uc010chh.2_Missense_Mutation_p.P144L|CDH13_uc010vns.1_Missense_Mutation_p.P191L|CDH13_uc010vnt.1_5'UTR|CDH13_uc010vnu.1_IntronNM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 1. 1GTGGTATCTCCCATTTTAATT0.358

+ 7 1362OSGIN1_uc002fhb.2_Missense_Mutation_p.L244F|OSGIN1_uc002fhc.2_Missense_Mutation_p.L244FNM_013370 NP_037502 Q9UJX0 OSGI1_HUMAN 0CAACGTGGTCCTCGCCACAGG0.701

+ 11 1286TCF25_uc002fpc.2_Missense_Mutation_p.L167FNM_014972 NP_055787 Q9BQ70 TCF25_HUMAN 0CCTGATCCGCCTCTTCCAGGA0.627

- 5 1282SMYD4_uc002ftn.1_Missense_Mutation_p.D227NNM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN 5CTAATCTTATCACAAAGCTTC0.433

- 5 480ATP2A3_uc002fwx.1_Missense_Mutation_p.R110H|ATP2A3_uc002fwy.1_Missense_Mutation_p.R110H|ATP2A3_uc002fwz.1_Missense_Mutation_p.R110H|ATP2A3_uc002fxa.1_Missense_Mutation_p.R110H|ATP2A3_uc002fxc.1_Missense_Mutation_p.R110H|ATP2A3_uc002fxd.1_Missense_Mutation_p.R110HNM_174955 NP_777615 Q93084 AT2A3_HUMANHelical; Name=2; (By similarity). 5CTCGGCGTTGCGTTCCTGCAG0.652

- 17 2399ANKFY1_uc002fxn.2_Missense_Mutation_p.Q829H|ANKFY1_uc002fxo.2_Missense_Mutation_p.Q788H|ANKFY1_uc002fxp.2_Missense_Mutation_p.Q786H|ANKFY1_uc010ckp.2_Missense_Mutation_p.Q729HNM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 13. 3CCAGAAGACACTGTACTGTCT0.562

+ 5 573 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2AGAGATGCTGCTCCACGCCTT0.552

- 3 1004ZNF232_uc002gar.1_Missense_Mutation_p.E111K|ZNF232_uc002gat.2_Missense_Mutation_p.E111K|ZNF232_uc010vsv.1_Missense_Mutation_p.E111KNM_014519 NP_055334 Q9UNY5 ZN232_HUMAN SCAN box. 2GTGTGTTTCTCTGGCCTCAGC0.592

- 2 93uc002gbf.1_RNA|uc002gbg.1_RNA|C17orf87_uc010clb.1_Nonsense_Mutation_p.W20*|C17orf87_uc002gbi.2_Nonsense_Mutation_p.W20*NM_207103 NP_996986 Q6UWF3 CQ087_HUMANHelical; (Potential). 1CTAAGATGATCCAGAAATTAT0.473

- 17 4894NLRP1_uc002gcg.1_Intron|NLRP1_uc002gck.2_Missense_Mutation_p.A1403T|NLRP1_uc002gcj.2_Missense_Mutation_p.A1417T|NLRP1_uc002gcl.2_Missense_Mutation_p.A1373T|NLRP1_uc002gch.3_Missense_Mutation_p.A1403TNM_033004 NP_127497 Q9C000 NALP1_HUMAN CARD. 9TCCTTCAGGGCTTGGTAGAGT0.572

- 29 4544GPS2_uc002gfv.1_5'Flank|GPS2_uc002gfw.1_5'Flank|GPS2_uc002gfx.1_5'Flank|NEURL4_uc002gfy.1_Splice_Site|GPS2_uc002gfz.1_Splice_Site|NEURL4_uc002ggb.1_Missense_Mutation_p.V1511MNM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2CGCACACACACCTGGAACGCC0.552

+ 7 777CHRNB1_uc010vty.1_Missense_Mutation_p.L174F|CHRNB1_uc010vtz.1_Missense_Mutation_p.L80FNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). 2CCGCAAGCCTCTCTTCTACCT0.577

+ 11 1674WRAP53_uc010vui.1_Missense_Mutation_p.H507Y|WRAP53_uc002gip.2_Missense_Mutation_p.H507Y|WRAP53_uc002gir.2_Missense_Mutation_p.H507Y|WRAP53_uc002giq.2_RNA|WRAP53_uc010cnl.2_Missense_Mutation_p.H474Y|EFNB3_uc002gis.2_5'FlankNM_001143990 NP_001137462 Q9BUR4 WAP53_HUMAN 0CTCCACGCGCCACGTCCACCT0.642



+ 12 2103ARHGEF15_uc002gld.2_Missense_Mutation_p.P661L|ARHGEF15_uc010vuw.1_Missense_Mutation_p.P550LNM_173728 NP_776089 O94989 ARHGF_HUMAN 3CGCTTCACCCCTCTTTGCCTG0.637

- 24 3061MYH13_uc010vve.1_Missense_Mutation_p.E89KNM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6GAAATGTTTTCTTCAAGTGCT0.378

+ 35 6955DNAH9_uc010coo.2_Missense_Mutation_p.P1590LNM_001372 NP_001363 Q9NYC9 DYH9_HUMANAAA 2 (By similarity). 20GGATGGAACCCTCCAGTGAGC0.443

- 8 1937CDRT1_uc002gov.3_Splice_Site_p.E224_splice O95361 TRI16_HUMAN 3AGTTCACTTACCAGGGTTAGA0.303

- 1 262TRIM16_uc002gor.1_IntronNM_006382 NP_006373 O95170 CDRT1_HUMAN 0CGGCATAGAGGGATGGAATCG0.463

- 3 460NCOR1_uc002gpn.2_Missense_Mutation_p.E74K|NCOR1_uc002gpp.1_Intron|NCOR1_uc002gpr.2_Intron|NCOR1_uc002gps.1_Missense_Mutation_p.E74K|NCOR1_uc010coz.1_5'UTR|NCOR1_uc010cpb.1_Missense_Mutation_p.E74K|NCOR1_uc010cpa.1_Missense_Mutation_p.E74K|NCOR1_uc002gpu.2_Missense_Mutation_p.E74KNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with ZBTB33 and HEXIM1. 5GGGTGAAATTCTGAAAGCAAG0.388

- 1 447 NM_181716 NP_859067 Q7Z7K6 CENPV_HUMAN 0AGCTTGGCGGCACCCTCGGAG0.617

- 4 422PEMT_uc002grk.2_Splice_Site_p.G119_splice|PEMT_uc002grl.2_Splice_Site_p.G156_splice|PEMT_uc010vwx.1_Splice_Site_p.G156_spliceNM_148173 NP_680478 Q9UBM1 PEMT_HUMAN 0CAGGGTCTTACCTAGGAAAGT0.672

+ 12 1154SLC47A1_uc002gvx.2_Missense_Mutation_p.S356R|SLC47A1_uc010vyz.1_Missense_Mutation_p.S333R|SLC47A1_uc010cqp.1_Intron|SLC47A1_uc010cqq.1_Missense_Mutation_p.S161R|SLC47A1_uc010vza.1_Missense_Mutation_p.S68R|SLC47A1_uc010vzb.1_Missense_Mutation_p.S90R|SLC47A1_uc010vzc.1_Missense_Mutation_p.S28RNM_018242 NP_060712 Q96FL8 S47A1_HUMANHelical; (Potential). 0TGCTGTTAAGCTGTAAGGATC0.408

- 26 3592 NM_000625 NP_000616 P35228 NOS2_HUMAN 4TAGTCCTCGACCTGCTCCTCA0.602

- 16 2814MYO18A_uc010wbc.1_Missense_Mutation_p.E428K|MYO18A_uc002hds.2_Missense_Mutation_p.E428K|MYO18A_uc010csa.1_Missense_Mutation_p.E886K|MYO18A_uc002hdu.1_Missense_Mutation_p.E886K|MYO18A_uc010wbd.1_Missense_Mutation_p.E555KNM_078471 NP_510880 Q92614 MY18A_HUMANMyosin head-like. 0ACCAGAGCCTCCTCTTCCAAT0.587

- 5 1122 NM_001045 NP_001036 P31645 SC6A4_HUMANExtracellular (Potential). 4GGGCAGCTGGTCCGTGAAGGA0.527

+ 11 1551UNC45B_uc002hjb.2_Missense_Mutation_p.G485E|UNC45B_uc002hjc.2_Missense_Mutation_p.G485E|UNC45B_uc010cto.2_IntronNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6CCTCCTCAGGGACTCTGTAAG0.458

- 10 1999 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANCytoplasmic (Potential). 3CTGCTGCCAAGGTAGGAGCCT0.622

- 3 265 KRT40_uc002hvq.1_RNANM_182497 NP_872303 Q6A162 K1C40_HUMAN Head. 0ACAGGTACCGGGGAGACAAGC0.577

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].|9.0 ctggagatgcagcagctaggg 0.274

+ 12 2014STAT5A_uc010cya.1_Nonsense_Mutation_p.Q458*|STAT5A_uc010cyb.1_Nonsense_Mutation_p.Q458*|STAT5A_uc010cyc.1_Nonsense_Mutation_p.Q428*|STAT5A_uc010cyd.1_5'Flank|STAT5A_uc010cye.1_5'FlankNM_003152 NP_003143 P42229 STA5A_HUMAN 1GCTTGTGTTCCAGGTGAAGGT0.607

+ 14 2156STAT5A_uc010cya.1_Missense_Mutation_p.P505L|STAT5A_uc010cyb.1_Missense_Mutation_p.P474L|STAT5A_uc010cyc.1_Missense_Mutation_p.P475L|STAT5A_uc010cyd.1_5'UTR|STAT5A_uc010cye.1_5'UTRNM_003152 NP_003143 P42229 STA5A_HUMAN 1GTGCTGTGGCCGCAGCTGTGT0.552

+ 6 1920 NM_000263 NP_000254 P54802 ANAG_HUMAN 0CAGATGAATACCAGCATCTGG0.632

+ 10 2015WNK4_uc010wgx.1_Missense_Mutation_p.G329E|WNK4_uc002ibk.1_Missense_Mutation_p.G437E|WNK4_uc010wgy.1_Missense_Mutation_p.G9ENM_032387 NP_115763 Q96J92 WNK4_HUMAN 7AGACCCCCAGGGAGGAATCTC0.552

+ 1 294 NM_003734 NP_003725 Q16853 AOC3_HUMANExtracellular (Potential). 4CCCTCTGTATCTCCCAGTGCC0.622

- 8 4535GPATCH8_uc002igv.1_Missense_Mutation_p.G1413S|GPATCH8_uc010wiz.1_Missense_Mutation_p.G1413SNM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN 4AGGTCCTGACCTGAGAAGATG0.607

+ 14 1748DBF4B_uc010wjc.1_IntronNM_145663 NP_663696 Q8NFT6 DBF4B_HUMAN 0TGGGTTCGTCCCTTTCCTTTT0.552

- 17 1948EFTUD2_uc010wje.1_Missense_Mutation_p.A528T|EFTUD2_uc010wjf.1_Missense_Mutation_p.A553TNM_004247 NP_004238 Q15029 U5S1_HUMAN 1GTTATGGTTGCTGTCTTCACA0.498

+ 6 1749 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN 0GACAGCTCCTCCCCTGCTGGG0.522

+ 2 1004NFE2L1_uc002ina.3_Missense_Mutation_p.P118L|NFE2L1_uc002inb.3_Missense_Mutation_p.P118L|NFE2L1_uc002inc.1_Missense_Mutation_p.P118LNM_003204 NP_003195 Q14494 NF2L1_HUMAN 1GGCAGTCAGCCCAACTCAGGC0.607

+ 7 2576AKAP1_uc010wnl.1_Missense_Mutation_p.S782F|AKAP1_uc010dcm.2_Missense_Mutation_p.S782FNM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1GTGGTTGCCTCCTACGAGGAG0.607

- 15 2798BZRAP1_uc010dcs.2_Missense_Mutation_p.P583S|BZRAP1_uc010wnt.1_Missense_Mutation_p.P643SNM_004758 NP_004749 O95153 RIMB1_HUMAN 3GGCGCAGCTGGGAGCAGGGAG0.647

+ 25 5802TANC2_uc010wpe.1_3'UTR|TANC2_uc002jao.3_Missense_Mutation_p.A1038SNM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2TGGGATGCTGGCTAACGGGTC0.527

- 14 1713HELZ_uc002jfv.3_RNA|HELZ_uc002jfx.3_Missense_Mutation_p.G509DNM_014877 NP_055692 2CTTAAAGCGACCAAAAAGTTG0.413

+ 4 1914BPTF_uc002jge.2_Missense_Mutation_p.G618V|BPTF_uc010wqm.1_Missense_Mutation_p.G618VNM_182641 NP_872579 Q12830 BPTF_HUMANInteraction with KEAP1. 4CCTGAGCAAGGAAAATCTGAG0.318

+ 7 888PRKAR1A_uc002jhh.2_Splice_Site_p.M236_splice|PRKAR1A_uc002jhi.2_Splice_Site_p.M236_splice|PRKAR1A_uc002jhj.2_Splice_Site_p.M236_splice|PRKAR1A_uc002jhk.2_Splice_Site_p.M112_splice|PRKAR1A_uc002jhl.2_Splice_Site_p.M236_splice|PRKAR1A_uc002jhm.2_Splice_Site_p.M236_spliceNM_212471 NP_997636 P10644 KAP0_HUMAN 12AATCCTCATGGTAAGAGACCA0.368

- 22 3096ABCA8_uc002jhq.2_Splice_Site_p.N1013_splice|ABCA8_uc010wqq.1_Splice_Site_p.N1013_splice|ABCA8_uc010wqr.1_Splice_Site_p.N952_spliceNM_007168 NP_009099 O94911 ABCA8_HUMAN 3CCTGTCCATTCTGAAAAACCC0.353

+ 2 131DNAI2_uc002jkg.2_RNA|DNAI2_uc010dfp.2_RNANM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3GTCAAGAAGCGCAGCGAGTTC0.637

+ 9 1459GAA_uc002jxp.2_Missense_Mutation_p.A426V|GAA_uc002jxq.2_Missense_Mutation_p.A426VNM_001079803 NP_001073271 P10253 LYAG_HUMAN 1GACTTCCCGGCCATGGTGCAG0.647

+ 10 1512GAA_uc002jxp.2_Missense_Mutation_p.P444S|GAA_uc002jxq.2_Missense_Mutation_p.P444SNM_001079803 NP_001073271 P10253 LYAG_HUMAN 1TTCCCAGGATCCTGCCATCAG0.642

+ 32 3015TBCD_uc002kfy.1_Missense_Mutation_p.P962L|TBCD_uc002kgb.1_Missense_Mutation_p.P287L|TBCD_uc002kgc.2_Missense_Mutation_p.P107L|TBCD_uc002kgd.2_5'FlankNM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0TGGAGTGCACCTTCCCAGGCC0.657

+ 11 969NAPG_uc010wzr.1_Missense_Mutation_p.D166N|NAPG_uc002koo.2_Missense_Mutation_p.D161N|NAPG_uc002kop.2_Missense_Mutation_p.D161NNM_003826 NP_003817 Q99747 SNAG_HUMAN 0GCAAGACCAAGATCAGGTGTC0.453

- 29 4390 NM_005406 NP_005397 Q13464 ROCK1_HUMANPH.|Auto-inhibitory. 5ATAGAACAAAATTTTTTTGCT0.338

+ 3 940CABLES1_uc002kub.2_5'UTR|CABLES1_uc002kud.2_Missense_Mutation_p.P49SNM_001100619 NP_001094089 Q8TDN4 CABL1_HUMANInteracts with CDK3 (By similarity). 1CTCAGGTTCACCCAGACCAAA0.438

- 10 1847CDH2_uc010xbn.1_Missense_Mutation_p.A432VNM_001792 NP_001783 P19022 CADH2_HUMANExtracellular (Potential).|Cadherin 3. 4ATTTTCTGCAGCAACAGTAAG0.403

- 13 2190DSC1_uc002kwm.2_Missense_Mutation_p.S643FNM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 5.p.S643F(1) 4AATAGGCACAGAATAATAGTT0.358

- 9 980C18orf34_uc010xbr.1_Missense_Mutation_p.E280K|C18orf34_uc010dmf.1_Intron|C18orf34_uc002kxo.2_Missense_Mutation_p.E280K|C18orf34_uc002kxp.2_Missense_Mutation_p.E280KNM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1TCTTGAAGTTCCTGATTCTGC0.323

+ 1 177C18orf21_uc002kzd.2_5'UTRNM_031446 NP_113634 Q32NC0 CR021_HUMAN 0AGCCCGCTACCTCCTGTAAGA0.637

- 9 1201TCF4_uc002lfw.3_Missense_Mutation_p.D37N|TCF4_uc010xdu.1_Missense_Mutation_p.D67N|TCF4_uc010xdv.1_Missense_Mutation_p.D67N|TCF4_uc002lfx.2_Missense_Mutation_p.D126N|TCF4_uc010xdw.1_Missense_Mutation_p.D67N|TCF4_uc002lfy.2_Missense_Mutation_p.D155N|TCF4_uc010xdx.1_Missense_Mutation_p.D173N|TCF4_uc010dph.1_Missense_Mutation_p.D197N|TCF4_uc010xdy.1_Missense_Mutation_p.D173N|TCF4_uc002lga.2_Missense_Mutation_p.D299N|TCF4_uc002lgb.1_Missense_Mutation_p.D37N|TCF4_uc010dpi.2_Missense_Mutation_p.D203N|TCF4_uc002lgc.3_Missense_Mutation_p.D118N|TCF4_uc002lfv.2_5'UTRNM_003199 NP_003190 P15884 ITF2_HUMAN 2CCTGGCGAGTCCCTATTGTAG0.512

+ 18 2699 NM_194449 NP_919431 O60346 PHLP1_HUMAN PP2C-like. 0CAGTGTGGTGCCTCGCCCCCA0.602

+ 6 688SERPINB7_uc002ljm.2_Missense_Mutation_p.P198S|SERPINB7_uc010xet.1_Missense_Mutation_p.P181S|SERPINB7_uc010dqg.2_Missense_Mutation_p.P198SNM_001040147 NP_001035237 O75635 SPB7_HUMAN 3TTTCAAATCTCCCAAGGTATG0.413



- 6 941FBXO15_uc002llf.2_Missense_Mutation_p.T278INM_152676 NP_689889 Q8NCQ5 FBX15_HUMAN 3GGTAGATATGGTCAAATGACT0.468

+ 4 371CNDP2_uc002lln.1_Intron|CNDP2_uc002llo.2_Missense_Mutation_p.P70L|CNDP2_uc002llp.1_5'FlankNM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3GCTCAGCTCCCTGATGGCTCG0.517

- 2 233PQLC1_uc010dre.2_5'UTR|PQLC1_uc002lnk.2_Missense_Mutation_p.A21T|PQLC1_uc010xfm.1_Missense_Mutation_p.A21TNM_025078 NP_079354 Q8N2U9 PQLC1_HUMANPQ-loop 1.|Helical; (Potential). 2GCCGCGGCCGCGCCCCAGGAC0.711

+ 21 3169ABCA7_uc010dsb.1_Missense_Mutation_p.E842KNM_019112 NP_061985 Q8IZY2 ABCA7_HUMANABC transporter 1. 9CGGTATTTGGGAGCTGCTGCT0.408

- 4 649ADAMTSL5_uc010dsl.2_5'UTR|ADAMTSL5_uc010xgq.1_Missense_Mutation_p.E79KNM_213604 NP_998769 Q6ZMM2 ATL5_HUMAN TSP type-1. 0CAGCACGGTTCTTCCCCAGGA0.677

- 5 2446_2447REXO1_uc010dsq.2_Missense_Mutation_p.T93I|REXO1_uc010xgs.1_5'UTR|REXO1_uc010dsp.1_5'Flank|uc002lub.1_5'FlankNM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0GGATGATGGTGGTGGTAGTCTT0.644

- 14 2147 NM_015174 NP_055989 Q9UPR6 ZFR2_HUMAN 2TTCAGGGTCGGAGGAGACCTC0.542

- 5 1113DUS3L_uc002mdd.2_Missense_Mutation_p.C97Y|DUS3L_uc010duk.2_Missense_Mutation_p.C4Y|DUS3L_uc010xiw.1_RNANM_020175 NP_064560 Q96G46 DUS3L_HUMAN 0CAGGTTGGTGCAGACGGCCAT0.607

+ 3 1929 NM_025061 NP_079337 Q6NSJ5 LRC8E_HUMAN LRR 5. 2GCTGCAGGAACTTGACCTCAA0.632

- 3 14698 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACATTGGTAACTACTGTGTTT0.453

- 1 3155 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGTTGAAACAGTGGTTGTTGC0.463

- 1 2849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CCTTACTCTGGAAACAGAAGT0.483

- 8 1222ZNF426_uc010dws.2_Missense_Mutation_p.S282PNM_024106 NP_077011 Q9BUY5 ZN426_HUMAN C2H2-type 4. 1AATGAGTTGGAATAATTGAAG0.433

- 26 2815DNMT1_uc010xlc.1_Missense_Mutation_p.P895S|DNMT1_uc002mnh.2_Missense_Mutation_p.P774S|DNMT1_uc010xld.1_Missense_Mutation_p.P879SNM_001379 NP_001370 P26358 DNMT1_HUMAN BAH 1. 6GTTTTTGGAGGGGACTCGAAT0.572

- 25 2997DOCK6_uc010xlq.1_Missense_Mutation_p.D325NNM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3AGCTCCACATCCTGGGGACAC0.617

+ 3 349 NM_152356 NP_689569 Q8N8L2 ZN491_HUMAN 2CACCCAGGTTCCGGAAGACAT0.398

- 5 1592 NM_020714 NP_065765 Q9ULM2 ZN490_HUMANC2H2-type 12. 0TACTTTCAGGGAATTTAAACA0.413

- 9 3261SFRS14_uc002nkz.1_Missense_Mutation_p.E1053K|SFRS14_uc002nla.1_Missense_Mutation_p.E1039K|SFRS14_uc002nlb.2_Missense_Mutation_p.E1039K|SFRS14_uc010xqk.1_Missense_Mutation_p.E808KNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN G-patch. 0CTGACCGGCTCCCTGATGCCC0.642

+ 3 307 NM_004386 NP_004377 O14594 NCAN_HUMAN Ig-like V-type. 4GCCAAGCGCAGCCCGAGATGC0.652 rs2228601

+ 6 1204ZNF714_uc002npl.2_Missense_Mutation_p.E127K|ZNF714_uc010ecp.1_Missense_Mutation_p.E233K|ZNF714_uc002npn.2_RNANM_182515 NP_872321 Q96N38 ZN714_HUMAN 0TCATGTTAAAGAAAAACCCTA0.348

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

- 3 1700 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 11. 0AAAGCTTGAGGACCAGGTGAA0.418

- 4 1151_1152ZNF681_uc002nrl.3_Missense_Mutation_p.P268F|ZNF681_uc002nrj.3_Missense_Mutation_p.P268FNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0ACATTTGTAGGGTTTCTCTCCA0.401

+ 7 613HPN_uc002nxr.1_Missense_Mutation_p.G123E|HPN_uc002nxs.1_Intron|HPN_uc010xsh.1_Missense_Mutation_p.G92E|HPN_uc002nxt.1_5'UTR|LOC100128675_uc010xsi.1_IntronNM_002151 NP_002142 P05981 HEPS_HUMANSRCR.|Extracellular (Potential). 2GTGGACGAGGGGAGGCTGCCC0.692

+ 6 1388ZNF567_uc002oeo.1_Missense_Mutation_p.G389D|ZNF567_uc010xtk.1_Missense_Mutation_p.G389D|ZNF567_uc002oep.3_Missense_Mutation_p.G358D|ZNF567_uc002oeq.1_Missense_Mutation_p.G358DNM_152603 NP_689816 Q8N184 ZN567_HUMAN 0ATCCATACAGGTGAGAAACCC0.438

+ 11 1035SHKBP1_uc002ooc.2_Missense_Mutation_p.S304N|SHKBP1_uc002ood.2_Missense_Mutation_p.S329N|SHKBP1_uc010xvl.1_Missense_Mutation_p.S252N|SHKBP1_uc002ooe.2_Missense_Mutation_p.S166N|SHKBP1_uc002oof.2_Missense_Mutation_p.S166N|SHKBP1_uc010xvm.1_Missense_Mutation_p.S166N|SHKBP1_uc010xvn.1_Missense_Mutation_p.S207NNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 3. 2CCCATCACCAGTTATGACGCG0.647

+ 9 2266CEACAM5_uc002orl.2_Splice_SiteNM_004363 NP_004354 P06731 CEAM5_HUMAN 2AGGAAGACTGGTAGGTATAAT0.507

- 1 1756 NM_015649 NP_056464 Q8IU81 I2BP1_HUMAN 0TTCGCCGTTGCGGGCCACAAG0.741

- 3 2001 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMANCytoplasmic (Potential). 2GGCAGCTCGTCCTCCACGTTG0.731

- 5 755KLK10_uc002puz.2_Missense_Mutation_p.C225Y|KLK10_uc002pva.2_Missense_Mutation_p.C225YNM_145888 NP_665895 O43240 KLK10_HUMANPeptidase S1. 2CCCTACCTGGCAAGGGTCCTG0.512

+ 5 819TTYH1_uc010yey.1_Missense_Mutation_p.V292M|TTYH1_uc002qfr.2_Missense_Mutation_p.V243M|TTYH1_uc002qft.2_Missense_Mutation_p.V243M|TTYH1_uc002qfu.1_Missense_Mutation_p.V155MNM_020659 NP_065710 Q9H313 TTYH1_HUMANHelical; Name=4; (Potential). 0CAAGTGGCTGGTGATCGTGTA0.632

- 19 2386_2387TMEM86B_uc002qju.2_5'Flank|SAPS1_uc002qjv.2_Missense_Mutation_p.T777INM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN Pro-rich. 0CTGGGTCAAAGGTGGCTGTCCA0.668

- 2 341 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7TGAAATGTTTCCTTCATATGC0.348

+ 3 1839NLRP8_uc010etg.2_Missense_Mutation_p.V590INM_176811 NP_789781 Q86W28 NALP8_HUMAN 13ACTGCTGAAAGTCATACCTCT0.488

+ 7 2209NLRP5_uc002qmi.2_Missense_Mutation_p.R718WNM_153447 NP_703148 P59047 NALP5_HUMAN LRR 2. 7GCGGAAAATTCGGGTGGATGT0.498

+ 7 1335ZNF446_uc002qta.2_3'UTR|ZNF446_uc010eur.2_3'UTR|SLC27A5_uc002qtb.2_RNANM_017908 NP_060378 Q9NWS9 ZN446_HUMAN C2H2-type 2. 1GCTTCAGCTGGAAGTCGCAGC0.652

- 6 2425LOC100131691_uc002qtm.2_Intron|MZF1_uc002qtn.2_Missense_Mutation_p.E622KNM_198055 NP_932172 P28698 MZF1_HUMAN 1TAGGGCTTTTCGCCGGTGTGT0.672

+ 2 1003TTC15_uc002qxn.1_Missense_Mutation_p.R266Q|TTC15_uc010ewm.1_Missense_Mutation_p.R266Q|TTC15_uc002qxl.1_Missense_Mutation_p.R266QNM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4GTGGCCATGCGAGGGCCCCAG0.577

+ 1 482 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0AAGGAAGCTGGTGAGTACATG0.512

+ 7 971RNF144A_uc002qyt.2_Missense_Mutation_p.E26KNM_014746 NP_055561 P50876 R144A_HUMAN 2CAAAATGGAAGAAGATGACGC0.567

+ 7 665ATP6V1C2_uc002rat.2_Missense_Mutation_p.V186INM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1CACACTTCTGGTCATCGTCCC0.562

- 31 3682NBAS_uc010exl.1_Missense_Mutation_p.A291V|NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4ACATCCAACGGCTTGGATAAG0.378

- 15 2254 NM_000384 NP_000375 P04114 APOB_HUMAN 27TGGGAAAAATCCTTGCTTCCC0.418

- 1 420ADCY3_uc010ykm.1_Missense_Mutation_p.R74HNM_004036 NP_004027 O60266 ADCY3_HUMANCytoplasmic (Potential). 4GGTCTCGTGGCGCTGCCTTTT0.597

- 3 376 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1GCATGCAAGAGGAGAAGTCCC0.373

+ 14 1905 NM_145038 NP_659475 Q96MC2 CC164_HUMAN Glu-rich. 0 ggaagaagaggaggagACCCC0.358

+ 11 1661CAD_uc010eyw.2_Missense_Mutation_p.R500QNM_004341 NP_004332 P27708 PYR1_HUMANCPSase (Carbamoyl-phosphate synthase).|CPSase A.10TATGGGGTCCGGGTCCTGGGC0.627



+ 6 673SNX17_uc010ylj.1_Missense_Mutation_p.D131N|SNX17_uc010ylk.1_5'UTR|SNX17_uc010eza.1_5'UTR|SNX17_uc002rki.1_RNA|SNX17_uc002rkh.1_5'UTR|SNX17_uc010yll.1_5'UTR|SNX17_uc010ylm.1_5'UTR|SNX17_uc010yln.1_Missense_Mutation_p.D139N|SNX17_uc010ylo.1_Missense_Mutation_p.D69N|SNX17_uc010ylp.1_Missense_Mutation_p.D126N|SNX17_uc010ylq.1_5'UTRNM_014748 NP_055563 Q15036 SNX17_HUMANRas-associating. 1TGCAAAGCTGGATCTTCCAGA0.468

+ 37 7450 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14GATGATGTAGGTGCGACAGCT0.443

- 8 1473FAM98A_uc010yne.1_Missense_Mutation_p.R272C|FAM98A_uc010ynd.1_Missense_Mutation_p.R298C|FAM98A_uc002roz.1_Missense_Mutation_p.R305CNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1 cggcctccacgaccacctcgc 0.393

- 4 601FEZ2_uc002rpe.2_Missense_Mutation_p.P14L|FEZ2_uc002rpf.2_Missense_Mutation_p.P14L|FEZ2_uc002rpg.2_Missense_Mutation_p.P185L|FEZ2_uc002rpi.2_Missense_Mutation_p.P40L|FEZ2_uc002rpj.2_Missense_Mutation_p.P185LNM_005102 NP_005093 Q9UHY8 FEZ2_HUMAN 1TGACTGTGTAGGGGTTTCATC0.418

+ 4 817MSH2_uc010yoh.1_Missense_Mutation_p.G184E|MSH2_uc002rvz.2_Missense_Mutation_p.G250E|MSH2_uc010fbg.2_Missense_Mutation_p.G110E|MSH2_uc010fbf.1_Missense_Mutation_p.G157ENM_000251 NP_000242 P43246 MSH2_HUMAN 55GGCAAAAAGGGAGAGCAGATG0.318

+ 5 3565MSH6_uc010fbj.2_Missense_Mutation_p.G836E|MSH6_uc010yoi.1_Missense_Mutation_p.G1008E|MSH6_uc010yoj.1_Missense_Mutation_p.G836ENM_000179 NP_000170 P52701 MSH6_HUMANATP (Potential). 168CCAAATATGGGGGGCAAGTCT0.378

- 9 1754SMEK2_uc002rzb.2_Missense_Mutation_p.S460N|SMEK2_uc002rzd.2_Missense_Mutation_p.S460N|SMEK2_uc002rza.2_Missense_Mutation_p.S336NNM_001122964 NP_001116436 Q5MIZ7 P4R3B_HUMAN 1TAGAAATTCACTTTTTTCGGT0.318

+ 18 1969 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANCytoplasmic (Potential).|Pro-rich. 4 tccccaccttccacccttccc 0.09

- 8 1674 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0CACCTCTGGGGTATCTAAGAT0.428

+ 10 2199 NM_005791 NP_005782 O00566 MPP10_HUMAN 3ACAGTAGCTTCGGAGAAGTTA0.423

+ 10 5698ALMS1_uc002sjf.1_Missense_Mutation_p.E1819K|ALMS1_uc002sjg.2_Missense_Mutation_p.E1249K|ALMS1_uc002sjh.1_Missense_Mutation_p.E1249KNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN29.|34 X 47 AA approximate tandem repeat. 9CATTTCTTATGAGCAGGAGTT0.453

- 3 909MOGS_uc010ffh.2_5'UTR|MOGS_uc010yrt.1_Missense_Mutation_p.S130N|MOGS_uc010ffi.2_Missense_Mutation_p.S143N|MOGS_uc010yru.1_3'UTRNM_006302 NP_006293 Q13724 MOGS_HUMANLumenal (Potential). 0ATCCCCTGGACTGGTTGGTGG0.527

- 6 683REEP1_uc010ytg.1_Missense_Mutation_p.G159D|REEP1_uc010yth.1_Missense_Mutation_p.G153D|REEP1_uc010yti.1_Missense_Mutation_p.A102TNM_022912 NP_075063 Q9H902 REEP1_HUMAN 0GCCGTGTTTGCCGCTGGCCCG0.647

- 9 1852 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN 3ATGATTCTTACCCTGTGAGGA0.254

- 33 4699SNRNP200_uc002svt.2_Missense_Mutation_p.R148H|SNRNP200_uc010yuj.1_RNA|SNRNP200_uc002svv.1_Missense_Mutation_p.R65HNM_014014 NP_054733 O75643 U520_HUMAN p.R1538C(1) 10GGAGAGCAGGCGGGTTTGTGT0.557

+ 11 1727IL1RL2_uc002tbt.2_Missense_Mutation_p.Y416CNM_003854 NP_003845 Q9HB29 ILRL2_HUMANTIR.|Cytoplasmic (Potential). 2ACAGTGAGATACCACATGCCG0.572

- 6 1265TGFBRAP1_uc010fjc.2_Missense_Mutation_p.S164F|TGFBRAP1_uc002tcr.3_Missense_Mutation_p.S394FNM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2GAAGGAGGAGGAGGTGGGCAA0.547

- 7 705BUB1_uc010yxh.1_Missense_Mutation_p.S178F|BUB1_uc010fkb.2_Missense_Mutation_p.S198F|BUB1_uc002tgd.2_Missense_Mutation_p.S198FNM_004336 NP_004327 O43683 BUB1_HUMAN 7ACAAGCTGAAGATATCACTCC0.323

+ 5 1448PSD4_uc002tjd.2_Missense_Mutation_p.G43E|PSD4_uc002tje.2_Intron|PSD4_uc002tjf.2_Missense_Mutation_p.G43ENM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2AGGGAGGGTGGACACCCCCAG0.642

+ 13 3572GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Missense_Mutation_p.G853A|GLI2_uc002tmu.3_Missense_Mutation_p.G836ANM_005270 NP_005261 P10070 GLI2_HUMAN 13CCTGCCTTTGGCCAGTACCCG0.692

+ 13 1673PLEKHB2_uc002tsh.2_Intron|POTEE_uc002tsk.2_Missense_Mutation_p.E141K|POTEE_uc002tsl.2_Missense_Mutation_p.E123K|POTEE_uc010fmy.1_Missense_Mutation_p.E5KNM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN 0GGCTATCGAAGAAATGAAGAA0.373

+ 9 783RAB3GAP1_uc010fnf.2_Missense_Mutation_p.A253V|RAB3GAP1_uc010fng.2_Missense_Mutation_p.A78V|RAB3GAP1_uc010fnh.1_RNANM_012233 NP_036365 Q15042 RB3GP_HUMAN 2GACATAGATGCCCTTGTAGGA0.363

+ 19 2141RAB3GAP1_uc010fnf.2_Missense_Mutation_p.D706N|RAB3GAP1_uc010fng.2_Missense_Mutation_p.D531N|RAB3GAP1_uc010fnh.1_RNANM_012233 NP_036365 Q15042 RB3GP_HUMAN 2TTCACCCCGGGATTATATTGA0.423

- 54 9568 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 19. 50AAGTCTCCATCACACTGCCAT0.403

+ 7 1112GPD2_uc010zch.1_Missense_Mutation_p.S24N|GPD2_uc002tzd.3_Missense_Mutation_p.S251N|GPD2_uc002tze.1_RNANM_001083112 NP_001076581 P43304 GPDM_HUMAN 1GAGGTAGTGAGCTTGCTCAAG0.572

- 3 1327 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4TCTCTGTTGGCCATAGCTGTA0.448

+ 7 1869CSRNP3_uc002udg.2_Missense_Mutation_p.P498LNM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN 5GCTGCCAACCCCTCTGTAATC0.517

- 8 1147SCN1A_uc002udo.3_Nonsense_Mutation_p.R246*|SCN1A_uc010fpk.2_Nonsense_Mutation_p.R246*NM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13GTCATTAGTCGAAACAAGGAC0.388

+ 3 384MYO3B_uc002ufv.2_Missense_Mutation_p.H68Y|MYO3B_uc010fqb.1_Missense_Mutation_p.H68Y|MYO3B_uc002ufz.2_Missense_Mutation_p.H81Y|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002uga.2_Missense_Mutation_p.H68YNM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19CCTTCCTAATCATCCCAATGT0.418

+ 14 1488RAPGEF4_uc002uhw.3_Missense_Mutation_p.A290V|RAPGEF4_uc010zec.1_Missense_Mutation_p.A281V|RAPGEF4_uc010zed.1_Missense_Mutation_p.A263V|RAPGEF4_uc010zee.1_Missense_Mutation_p.A281V|RAPGEF4_uc010fqo.2_Missense_Mutation_p.A263V|RAPGEF4_uc010zef.1_Missense_Mutation_p.A214V|RAPGEF4_uc010zeg.1_Missense_Mutation_p.A261V|RAPGEF4_uc010fqp.1_Missense_Mutation_p.A214V|RAPGEF4_uc010zeh.1_Missense_Mutation_p.A214VNM_007023 NP_008954 Q8WZA2 RPGF4_HUMAN cAMP 2. 6CCACGAGCTGCCTCTATCGTC0.488

- 1 882 NM_152275 NP_689488 Q86WT1 TT30A_HUMAN TPR 4. 0CTTCAGTGCTGAGGCATACTG0.552

- 275 71319uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17394G|TTN_uc010zfi.1_Missense_Mutation_p.R17327G|TTN_uc010zfj.1_Missense_Mutation_p.R17202GNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGGAAGCTCTTAAAATATAC0.378

- 275 62973uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.A14612T|TTN_uc010zfi.1_Missense_Mutation_p.A14545T|TTN_uc010zfj.1_Missense_Mutation_p.A14420TNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTAGTGGTGGCTGTGGAATAA0.438

- 253 52930uc002umo.2_Splice_Site|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T11264I|TTN_uc010zfi.1_Missense_Mutation_p.T11197I|TTN_uc010zfj.1_Missense_Mutation_p.T11072INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTCTTAATGGTAAGTACTGA0.438

- 194 37684TTN_uc010zfh.1_Missense_Mutation_p.S6182F|TTN_uc010zfi.1_Missense_Mutation_p.S6115F|TTN_uc010zfj.1_Missense_Mutation_p.S5990FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCAGGTTTGGAGACTTCACA0.398

- 66 16515TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.A2092TNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATTTTGGAGGCTTCTAATTTC0.373

- 46 15582TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153CCTCCAGTAGGAATAGAATAT0.478

- 46 13311TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN p.A4363A(1) 153ACATGTCTCTCTTTCCCTTCA0.383

- 46 13143TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TGAAAATAGTCCCTTACTGAA0.418

+ 9 1301 NM_018471 NP_060941 Q8WU90 ZC3HF_HUMAN 1AGCACATATACTTCAGATAAA0.308

+ 8 1455FAM171B_uc002upr.1_Missense_Mutation_p.E415V|FAM171B_uc002upt.2_5'FlankNM_177454 NP_803237 Q6P995 F171B_HUMANCytoplasmic (Potential). 10GCAGAAACAGAAGAAAGAGTT0.348

- 17 1791STAT4_uc002usn.1_Missense_Mutation_p.D513N|STAT4_uc010zgk.1_Missense_Mutation_p.D358N|STAT4_uc002uso.2_Missense_Mutation_p.D513NNM_003151 NP_003142 Q14765 STAT4_HUMAN 9TGGAGTTGATCTGAGTTAAGA0.453

+ 6 1821SLC39A10_uc002uth.3_Missense_Mutation_p.T536I|SLC39A10_uc010zgp.1_Missense_Mutation_p.T86INM_001127257 NP_001120729 Q9ULF5 S39AA_HUMAN 2AAACAGAACACAGAAGAATCA0.338

- 46 8787 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12TGACCTAGCTCCAGAGCTGTG0.488

- 36 5971 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity).p.R1957*(1) 12TGCAGAGTATCGAATTGTGTC0.378

+ 21 2361AOX1_uc010zhf.1_Missense_Mutation_p.E310K|AOX1_uc010fsu.2_Missense_Mutation_p.E120KNM_001159 NP_001150 Q06278 ADO_HUMAN 6TTTTTATATGGAAACCCAAAG0.433

+ 10 1088 NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN Nop. 0AAGCATGCAGCTTCTACCGTT0.393



+ 10 1319ALS2CR8_uc010zhz.1_RNA|ALS2CR8_uc010ftu.1_RNA|ALS2CR8_uc010zia.1_Missense_Mutation_p.Q271K|ALS2CR8_uc010zib.1_Missense_Mutation_p.Q271K|ALS2CR8_uc010zic.1_Missense_Mutation_p.Q259K|ALS2CR8_uc002uzp.2_Missense_Mutation_p.Q347KNM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2CAGAATGGAGCAGGAGAAAGC0.308

+ 12 1679ALS2CR8_uc010ftu.1_RNA|ALS2CR8_uc010zia.1_Missense_Mutation_p.P391S|ALS2CR8_uc010zib.1_Missense_Mutation_p.P391S|ALS2CR8_uc010zic.1_Missense_Mutation_p.P379S|ALS2CR8_uc002uzp.2_Missense_Mutation_p.P467SNM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2ATCTTTTTTTCCAACTGTAAA0.328

- 25 3132ERBB4_uc002veh.1_Missense_Mutation_p.D1012N|ERBB4_uc010zji.1_Missense_Mutation_p.D1002N|ERBB4_uc010zjj.1_Missense_Mutation_p.D1002NNM_005235 NP_005226 Q15303 ERBB4_HUMANCytoplasmic (Potential). 33TCTTCCAAATCCTCTTCATCC0.433

- 28 4878FN1_uc002vfb.2_Splice_Site_p.V1447_splice|FN1_uc002vfc.2_Splice_Site_p.V1447_splice|FN1_uc002vfd.2_Splice_Site_p.V1538_splice|FN1_uc002vfe.2_Splice_Site_p.V1447_splice|FN1_uc002vff.2_Splice_Site_p.V1447_splice|FN1_uc002vfg.2_Splice_Site_p.V1447_splice|FN1_uc002vfh.2_Splice_Site_p.V1447_splice|FN1_uc002vfi.2_Splice_Site_p.V1538_splice|FN1_uc002vfj.2_Splice_Site_p.V1538_splice|FN1_uc002vez.2_Splice_Site|FN1_uc010zjp.1_Splice_Site_p.V165_spliceNM_212482 NP_997647 P02751 FINC_HUMAN 13AGAAAAGTTACCTGTTGATTG0.438

+ 17 3416TTLL4_uc010zkl.1_Missense_Mutation_p.E851K|TTLL4_uc010fvx.2_Missense_Mutation_p.E952K|TTLL4_uc010zkm.1_Missense_Mutation_p.E219KNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3GATGGAAGATGAGTTTTCTCG0.458

+ 22 4838 NM_005876 NP_005867 Q15772 SPEG_HUMANProtein kinase 1.|ATP (By similarity). 14GGTGCTTTCTCCTACTTGCGG0.642

- 4 845 DNER_uc010zly.1_5'UTRNM_139072 NP_620711 Q8NFT8 DNER_HUMANExtracellular (Potential). 8CAGTGAGGCAGTGGCATCTTG0.453

+ 5 887CAB39_uc010fxr.2_Missense_Mutation_p.R152K|CAB39_uc010fxq.2_Missense_Mutation_p.R152KNM_016289 NP_057373 Q9Y376 CAB39_HUMAN 1GAATGCATCAGACATGAACCA0.333

+ 17 2219INPP5D_uc010zmp.1_Missense_Mutation_p.S688FNM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2GTGTGTCAGTCTTATGGTGAG0.488

- 8 1293HJURP_uc010znd.1_Nonsense_Mutation_p.W348*|HJURP_uc010zne.1_Nonsense_Mutation_p.W317*NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1GAGAAATTAACCATTTTAATG0.398

+ 8 1413AGAP1_uc002vvt.2_Missense_Mutation_p.G273ENM_001037131 NP_001032208 Q9UPQ3 AGAP1_HUMANSmall GTPase-like. 3AATGGAGGTGGGAGTTTAAGC0.498

- 18 2548IQCA1_uc002vwb.2_Missense_Mutation_p.S797N|IQCA1_uc002vwa.1_RNA|IQCA1_uc010zni.1_Missense_Mutation_p.S748NNM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1TACCTTAAAGCTCTCTTCTTC0.478

+ 17 2272SNED1_uc002wai.1_5'Flank|SNED1_uc002waj.1_5'Flank|SNED1_uc002wak.2_5'FlankNM_001080437 NP_001073906 Q8TER0 SNED1_HUMANEGF-like 11; calcium-binding (Potential). 2CGATGAGTGCCGGTCTCAGCC0.562

+ 8 1248D2HGDH_uc010zpc.1_RNA|D2HGDH_uc010fzq.1_Missense_Mutation_p.E225K|D2HGDH_uc002wcg.1_Intron|D2HGDH_uc002wch.2_Intron|D2HGDH_uc002wci.2_Missense_Mutation_p.E58KNM_152783 NP_689996 Q8N465 D2HDH_HUMAN 0CCACTTCCTGGAGCACGCGCT0.612

- 8 1368ANGPT4_uc010zpn.1_IntronNM_015985 NP_057069 Q9Y264 ANGP4_HUMANFibrinogen C-terminal. 2CAGGACCAGGCTGCTCTGGCG0.617

- 12 1118IDH3B_uc002wgq.2_Intron|IDH3B_uc002wgr.2_Missense_Mutation_p.T218INM_006899 NP_008830 O43837 IDH3B_HUMAN 0GATGAAGTCGGTTGTGGTGCT0.562

+ 4 1283CHGB_uc010zqz.1_Missense_Mutation_p.D9ANM_001819 NP_001810 P05060 SCG1_HUMAN 6GAAAAGAGGGACCACCATTCA0.537

- 8 1810FERMT1_uc002wmq.2_5'Flank|FERMT1_uc010gbt.2_Missense_Mutation_p.D84N|FERMT1_uc002wms.2_Missense_Mutation_p.D341N|FERMT1_uc002wmt.2_Missense_Mutation_p.D84NNM_017671 NP_060141 Q9BQL6 FERM1_HUMAN FERM. 3TCTATTTCATCAACCTCGGAC0.413

+ 10 1546ZNF341_uc002wzx.2_Missense_Mutation_p.G502D|ZNF341_uc010geq.2_Missense_Mutation_p.G419D|ZNF341_uc010ger.2_RNANM_032819 NP_116208 Q9BYN7 ZN341_HUMAN C2H2-type 6. 2CACCTCTGCGGCAAGGACTTC0.587

- 2 960GDF5_uc010gfc.1_Missense_Mutation_p.G214D|uc002xcj.2_Missense_Mutation_p.T328I|GDF5_uc010zvc.1_Missense_Mutation_p.G214DNM_000557 NP_000548 P43026 GDF5_HUMAN 0GACCACGGGACCTCGGTCATC0.612

+ 2 1432 NM_080552 NP_542119 Q9H598 VIAAT_HUMANHelical; (Potential). 0GTGGCCAAGGCGCTGTTGTCC0.617

+ 3 334YWHAB_uc002xmu.2_Missense_Mutation_p.A18TNM_003404 NP_003395 P31946 1433B_HUMAN 4CGCTGAGCAGGCTGAGCGATA0.463

- 1 121SPINLW1_uc010zxc.1_Missense_Mutation_p.P30L|SPINLW1_uc002xot.2_5'Flank|SPINLW1_uc002xov.1_Missense_Mutation_p.P30LNM_020398 NP_065131 O95925 EPPI_HUMAN WAP. 1ATACTTACTGGGAAATAACCA0.507

+ 2 209UBE2C_uc002xpl.2_Splice_Site_p.M43_splice|UBE2C_uc002xpn.2_Splice_Site_p.M4_splice|UBE2C_uc002xpo.2_Splice_Site_p.M43_splice|UBE2C_uc002xpp.2_Splice_Site_p.M43_splice|UBE2C_uc002xpq.2_Splice_Site_p.M4_spliceNM_007019 NP_008950 O00762 UBE2C_HUMAN 0GACCCTCATGGTGAGTGATTA0.498

+ 12 2361NCOA3_uc010ght.1_Missense_Mutation_p.G729E|NCOA3_uc002xtl.2_Missense_Mutation_p.G719E|NCOA3_uc002xtm.2_Missense_Mutation_p.G719E|NCOA3_uc002xtn.2_Missense_Mutation_p.G719E|NCOA3_uc010zyc.1_Missense_Mutation_p.G514ENM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5TGTGGGGACGGAAATGTTGTC0.473

- 2 1608KCNB1_uc002xus.1_Missense_Mutation_p.H482YNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2GGAGACAAGTGGTTATCTTGT0.428

- 6 865UBE2V1_uc002xvb.2_Intron|UBE2V1_uc002xva.2_Missense_Mutation_p.P12L|UBE2V1_uc002xvc.2_Intron|UBE2V1_uc002xvd.2_Missense_Mutation_p.P35L|UBE2V1_uc002xve.2_Missense_Mutation_p.P35LNM_199203 NP_954673 Q13404 UB2V1_HUMAN 0GAAATTGCGAGGGACTTTTAC0.458

+ 12 2089PHACTR3_uc002yat.2_Missense_Mutation_p.S538N|PHACTR3_uc010zzw.1_Missense_Mutation_p.S500N|PHACTR3_uc002yav.2_Missense_Mutation_p.S500N|PHACTR3_uc002yaw.2_Missense_Mutation_p.S500N|PHACTR3_uc002yax.2_Missense_Mutation_p.S430N|PHACTR3_uc002yay.2_Missense_Mutation_p.S110NNM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3GAGTACAAAAGTAATGAAATG0.333

- 23 2487 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5TTTTTGTTTCGAATCCCAGGA0.328

- 16 1908 NM_002772 NP_002763 P98073 ENTK_HUMANExtracellular (Potential).|CUB 2. 8TGCTTTAAACCCTCCTCTTGC0.458

+ 21 2652DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Nonsense_Mutation_p.W790*|ITSN1_uc010gmg.2_Nonsense_Mutation_p.W753*|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Nonsense_Mutation_p.W795*|ITSN1_uc010gmi.2_Nonsense_Mutation_p.W758*|ITSN1_uc010gmj.2_Nonsense_Mutation_p.W674*|ITSN1_uc002ysy.2_Nonsense_Mutation_p.W790*|ITSN1_uc002ysx.2_Nonsense_Mutation_p.W753*|ITSN1_uc002ytb.1_Nonsense_Mutation_p.W790*|ITSN1_uc002ytc.1_Nonsense_Mutation_p.W790*|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Nonsense_Mutation_p.W758*|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Nonsense_Mutation_p.W790*|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_Nonsense_Mutation_p.W729*|ITSN1_uc002ytf.1_RNANM_003024 NP_003015 Q15811 ITSN1_HUMAN SH3 1. 4AAGACAGGGTGGTTCCCTGCA0.483

- 4 2230RUNX1_uc002yui.2_Intron|RUNX1_uc010gmu.2_Missense_Mutation_p.P245S|RUNX1_uc010gmv.2_Missense_Mutation_p.P245S|RUNX1_uc002yuj.3_Missense_Mutation_p.P113S|RUNX1_uc002yuk.3_Missense_Mutation_p.P245S|RUNX1_uc002yul.1_Missense_Mutation_p.P10S|RUNX1_uc002yum.1_Intron|RUNX1_uc010gmw.1_Missense_Mutation_p.P245S|RUNX1_uc002yuo.1_Missense_Mutation_p.P218SNM_001001890 NP_001001890 Q01196 RUNX1_HUMANPro/Ser/Thr-rich.p.H242fs*14(2) 387TTGGGCGTGGGGGCTGGGTGG0.627

+ 10 1269DOPEY2_uc011aeb.1_Missense_Mutation_p.R397KNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2TCTTACTGCAGAGATGCCCTT0.453

- 11 2727DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 8. 11CCACTGTCTTCCTCCACGACA0.517

- 5 1302DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 3. 11TCCGAGGGGCGAATGTTCTCA0.542

+ 6 577RRP1_uc011aez.1_Missense_Mutation_p.P162S|RRP1_uc010gpk.1_Missense_Mutation_p.P12S|RRP1_uc010gpl.1_Missense_Mutation_p.P60S|RRP1_uc010gpm.1_Missense_Mutation_p.P29SNM_003683 NP_003674 P56182 RRP1_HUMAN 0CAGCCAGGCCCCCAACGGTGT0.597

- 15 2311ITGB2_uc002zge.2_Missense_Mutation_p.S756N|ITGB2_uc002zgf.3_Missense_Mutation_p.S756N|ITGB2_uc011afl.1_Missense_Mutation_p.S678N|ITGB2_uc010gpw.2_Missense_Mutation_p.S699N|ITGB2_uc002zgg.2_Missense_Mutation_p.S756NNM_001127491 NP_001120963 P05107 ITB2_HUMANCytoplasmic (Potential). 9CGTGGTGGCGCTCTTGAAAAG0.557

+ 33 7306PCNT_uc002zjj.2_Missense_Mutation_p.R2282HNM_006031 NP_006022 O95613 PCNT_HUMAN 8CAGATGGTGCGTGACGAGAGC0.642

- 2 334RTN4R_uc002zru.2_5'UTRNM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0AGGCCCTGCTGGGGGCAGCTT0.672

- 10 1717SCARF2_uc002zsk.1_Missense_Mutation_p.G533RNM_153334 NP_699165 Q96GP6 SREC2_HUMANCytoplasmic (Potential). 1TGCTCCAGCCCTGAGGGTGGC0.612

+ 5 1859 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2CGTGATAAAGCCGAGATTGAA0.438

+ 13 3250BCR_uc002zwx.2_Missense_Mutation_p.S885L|BCR_uc011aiy.1_Missense_Mutation_p.S474L|BCR_uc002zwy.1_Missense_Mutation_p.S171LNM_004327 NP_004318 P11274 BCR_HUMAN C2. 12CTGACCAACTCGTGTGTGAAA0.567

+ 5 506SLC2A11_uc002zyl.1_Missense_Mutation_p.G143D|SLC2A11_uc002zym.3_Missense_Mutation_p.G143D|SLC2A11_uc002zyo.3_RNA|SLC2A11_uc011ajc.1_Missense_Mutation_p.G143D|SLC2A11_uc011ajd.1_Missense_Mutation_p.G130D|SLC2A11_uc002zyp.3_Missense_Mutation_p.G139DNM_001024938 NP_001020109 Q9BYW1 GTR11_HUMANHelical; Name=4; (Potential). 1ACACGTCCAGGTGTGAGCATG0.642

+ 4 1533MYO18B_uc003aca.1_Missense_Mutation_p.S309L|MYO18B_uc010guy.1_Missense_Mutation_p.S309L|MYO18B_uc010guz.1_Missense_Mutation_p.S309L|MYO18B_uc011aka.1_5'UTR|MYO18B_uc011akb.1_5'FlankNM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12ATGGTGGAGTCGCCAGCAGCT0.632

+ 15 3143MYO18B_uc003aca.1_Missense_Mutation_p.E846K|MYO18B_uc010guy.1_Missense_Mutation_p.E846K|MYO18B_uc010guz.1_Missense_Mutation_p.E846K|MYO18B_uc011aka.1_Missense_Mutation_p.E119K|MYO18B_uc011akb.1_Missense_Mutation_p.E478KNM_032608 NP_115997 Q8IUG5 MY18B_HUMANMyosin head-like. 12CACCTTTGAGGAGCTGTGCCA0.612

+ 4 3000NEFH_uc003afp.2_Silent_p.R42RNM_021076 NP_066554 P12036 NFH_HUMAN Tail. 0CAAAGCCAAGGAAGATGACAA0.507

+ 7 859GCAT_uc003aua.1_Missense_Mutation_p.P306LNM_014291 NP_055106 O75600 KBL_HUMAN 0GGGCCTGGGCCCCTGGTGTCC0.657



+ 8 1373 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1CTCCTTGGCAGGGTGTGGGGA0.612

+ 6 1417SMCR7L_uc003axw.2_Missense_Mutation_p.H307Y|SMCR7L_uc010gxz.1_Missense_Mutation_p.H129Y|SMCR7L_uc003axy.2_Missense_Mutation_p.H129YNM_019008 NP_061881 Q9NQG6 SMC7L_HUMAN 1GCGTGACAAACATCTCTTCAT0.577

+ 2 730 NM_001429 NP_001420 Q09472 EP300_HUMANInteraction with ALX1. 64CAACAGAGCAGTCCTGGATTA0.512

- 10 1279NAGA_uc003bby.2_Missense_Mutation_p.R381Q|NAGA_uc003bbw.3_Missense_Mutation_p.R381QNM_000262 NP_000253 P17050 NAGAB_HUMAN 1GGTTTCATCTCGGAGGCCACT0.562 rs144771084

- 3 1225A4GALT_uc010gzd.2_Nonsense_Mutation_p.Q322*NM_017436 NP_059132 Q9NPC4 A4GAT_HUMANLumenal (Potential). 2CGCGTGCCCTGGCTCTTCTTG0.617

- 5 564TTLL1_uc010gzh.2_Splice_Site_p.D108_splice|TTLL1_uc003bdj.2_Splice_Site|TTLL1_uc003bdh.2_Splice_Site_p.D70_spliceNM_012263 NP_036395 O95922 TTLL1_HUMAN 1GGAACAAAGTCTGCAAGGCAA0.552

+ 2 65 NM_001197 NP_001188 Q13323 BIK_HUMAN 0GGAGAAATGTCTGAAGTAAGA0.532

+ 12 1683ATXN10_uc011aqt.1_Splice_Site_p.*412_splice|ATXN10_uc003bgn.1_Splice_Site_p.*287_spliceNM_013236 NP_037368 Q9UBB4 ATX10_HUMAN 2TTCTTCTTTAGTGAATGAACT0.343

- 3 727WNT7B_uc010haa.2_Missense_Mutation_p.A122VNM_058238 NP_478679 P56706 WNT7B_HUMAN 1AGCGGTGACGGCGTGCGCCAC0.692

- 9 1199LMF2_uc010hba.2_Missense_Mutation_p.V212M|LMF2_uc003blo.2_Missense_Mutation_p.V365MNM_033200 NP_149977 Q9BU23 LMF2_HUMAN 1CAGCCCCGCACCTGGGTCCAC0.652

+ 15 1279 NM_153635 NP_705899 Q8IYJ1 CPNE9_HUMAN VWFA. 2CCACCAGTTCCCCCTGGTATG0.522

+ 4 2096BRPF1_uc003bsf.2_Missense_Mutation_p.S566F|BRPF1_uc003bsg.2_Missense_Mutation_p.S566F|BRPF1_uc011ati.1_Missense_Mutation_p.S566FNM_004634 NP_004625 P55201 BRPF1_HUMANRequired for RUNX1 and RUNX2 transcriptional activation.|Interaction with MEAF6 and ING5.3CACCTGCAATCTCAGAGGAAC0.547

+ 15 1450CIDEC_uc003bto.2_Intron|IL17RC_uc010hcr.2_5'Flank|IL17RC_uc011ato.1_5'Flank|IL17RC_uc010hcs.2_5'Flank|IL17RC_uc003btz.2_5'Flank|IL17RC_uc011atp.1_5'Flank|IL17RC_uc003bud.2_5'Flank|IL17RC_uc003bua.2_5'Flank|IL17RC_uc003bub.2_5'Flank|IL17RC_uc010hct.2_5'Flank|IL17RC_uc010hcu.2_5'Flank|IL17RC_uc010hcv.2_5'Flank|IL17RC_uc011atq.1_5'Flank|IL17RC_uc003buc.2_5'Flank|IL17RE_uc003btw.2_Missense_Mutation_p.L445F|IL17RE_uc003btx.2_Missense_Mutation_p.L329F|IL17RE_uc010hcq.2_Missense_Mutation_p.P469L|IL17RE_uc003bty.2_RNANM_153483 NP_705616 Q8NFR9 I17RE_HUMANExtracellular (Potential). 1CTGGAAGCACCTCTTGTGTCC0.607

+ 16 1366FANCD2_uc003bux.1_Missense_Mutation_p.D430N|FANCD2_uc003buy.1_Missense_Mutation_p.D430N|FANCD2_uc010hcw.1_5'FlankNM_033084 NP_149075 Q9BXW9 FACD2_HUMAN 4GGTTCTTAAGGATATGTGTTC0.398

- 22 3753ATP2B2_uc003bvv.2_Missense_Mutation_p.P1060R|ATP2B2_uc003bvw.2_Missense_Mutation_p.P1060R|ATP2B2_uc003bvs.2_5'Flank|ATP2B2_uc010hdo.2_Missense_Mutation_p.P810RNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6CTCCTCCTCCGGGATCTCCTC0.637

- 3 749ATP2B2_uc003bvv.2_Nonsense_Mutation_p.Q104*|ATP2B2_uc003bvw.2_Nonsense_Mutation_p.Q104*|ATP2B2_uc010hdp.2_Nonsense_Mutation_p.Q104*|ATP2B2_uc010hdo.2_5'UTRNM_001001331 NP_001001331 Q01814 AT2B2_HUMANHelical; (Potential). 6GTCACGTCCTGCAGCGCCTCC0.557

- 5 530HACL1_uc011avr.1_RNA|HACL1_uc011avs.1_Missense_Mutation_p.E97K|HACL1_uc011avt.1_Missense_Mutation_p.E124K|HACL1_uc003cag.2_Intron|HACL1_uc011avu.1_Intron|HACL1_uc010hep.2_IntronNM_012260 NP_036392 Q9UJ83 HACL1_HUMAN 0TGAGGAAACTCCTGGAAAGCT0.244

+ 5 1614GALNTL2_uc003caq.3_Missense_Mutation_p.G113ENM_054110 NP_473451 Q8N3T1 GLTL2_HUMANLumenal (Potential).|Catalytic subdomain B. 1CAAAACACTGGAGCGTATGAC0.547

+ 6 1773GALNTL2_uc003caq.3_Missense_Mutation_p.T166INM_054110 NP_473451 Q8N3T1 GLTL2_HUMANLumenal (Potential). 1CAGGAGGCCACCCTGAGGAAC0.552

- 2 526ZNF385D_uc010hfb.1_IntronNM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5GTGTCAAGAGGAAAGGGAAGA0.502

+ 2 608 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN 1ATGGCTCTTCCTCAGGGACAC0.483

+ 11 1088ARPP21_uc003cga.2_Intron|ARPP21_uc011axy.1_Intron|ARPP21_uc003cgf.2_IntronNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3TTTAGAGATGACAGACGAAGT0.378

+ 2 334STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.A99TNM_003149 NP_003140 Q99469 STAC_HUMAN 4ACCCGCCAGGGCTGGTCTGCA0.562

+ 2 337STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.G100SNM_003149 NP_003140 Q99469 STAC_HUMAN 4CGCCAGGGCTGGTCTGCATCC0.562

- 12 6694 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CAGGCATGCCCTCCTCAACTT0.582

+ 14 2164DLEC1_uc003chp.1_Missense_Mutation_p.V715M|DLEC1_uc010hgv.1_Missense_Mutation_p.V715M|DLEC1_uc003chr.1_Translation_Start_Site|DLEC1_uc010hgx.1_5'Flank|DLEC1_uc003chq.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9GCTCCAGATGGTGCTAGAGGA0.587

+ 3 430MYRIP_uc010hhu.2_RNA|MYRIP_uc010hhv.2_Missense_Mutation_p.E99K|MYRIP_uc010hhw.2_Silent_p.T55T|MYRIP_uc010hhx.1_Missense_Mutation_p.E99KNM_015460 NP_056275 Q8NFW9 MYRIP_HUMANFYVE-type.|RabBD. 5CCAGAAGCACGAAAAGGCCTG0.557

+ 4 966_967ZNF35_uc003cnr.2_Missense_Mutation_p.P89FNM_003420 NP_003411 P13682 ZNF35_HUMAN 0TGGAGAGAAACCCTTTGAATGT0.465

+ 26 3312KIF15_uc010hiq.2_Missense_Mutation_p.D958N|KIF15_uc010hir.2_Missense_Mutation_p.D103NNM_020242 NP_064627 Q9NS87 KIF15_HUMAN Potential. 1ACTTTCTGAGGACATAGAGGT0.383

- 8 2362FYCO1_uc011bal.1_Missense_Mutation_p.C719YNM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN Potential. 1CAGTTGCTGGCACTGCTCCAC0.607

- 3 1433_1434CSPG5_uc003crn.2_Nonsense_Mutation_p.Q282*|CSPG5_uc003cro.3_Nonsense_Mutation_p.Q420*|CSPG5_uc011bbb.1_Nonsense_Mutation_p.Q282*NM_006574 NP_006565 O95196 CSPG5_HUMANExtracellular (Potential). 2CACATCACCTGGAAGTCGGTGA0.589

+ 2 2297TREX1_uc010hjy.2_Missense_Mutation_p.G292D|TREX1_uc003ctk.2_Missense_Mutation_p.G153D|TREX1_uc010hjz.2_Missense_Mutation_p.G292D|TREX1_uc010hka.2_Missense_Mutation_p.G347DNM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0GCCCCACTGGGTCTGCTGGCC0.577

- 1 320PRKAR2A_uc003cux.1_Missense_Mutation_p.P27S|PRKAR2A_uc003cuy.1_Missense_Mutation_p.P27S|uc003cuz.1_5'FlankNM_004157 NP_004148 P13861 KAP2_HUMANDimerization and phosphorylation. 1ACGAGGTCAGGCGGCTGCTGT0.711

- 5 475QARS_uc011bcd.1_Missense_Mutation_p.L12P|QARS_uc003cvy.2_Missense_Mutation_p.L12P|QARS_uc011bce.1_Missense_Mutation_p.L146P|QARS_uc011bcf.1_Missense_Mutation_p.L157PNM_005051 NP_005042 P47897 SYQ_HUMAN 1TGCCCACTTCAGCACAGCCCG0.527

+ 3 2071 NM_004393 NP_004384 Q14118 DAG1_HUMANPeptidase S72. 2AGAAGTCCTGGGTACAGTTCA0.567

- 10 1240MST1_uc011bcs.1_Silent_p.G428GNM_020998 NP_066278 P26927 HGFL_HUMAN Kringle 4. 1CGGTACTGCTCCCCTGCGCCG0.706

- 4 1078MON1A_uc003cya.2_Missense_Mutation_p.A156T|MON1A_uc003cyb.2_Missense_Mutation_p.A156TNM_032355 NP_115731 Q86VX9 MON1A_HUMAN 2CGAGCCACCGCCACTAGCACC0.612

+ 5 999DNAH1_uc003ddt.1_Splice_Site_p.K246_spliceNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3CCCACTGAAGGTGAGCCGGGC0.597

+ 4 483STAB1_uc003dei.1_Missense_Mutation_p.V137MNM_015136 NP_055951 Q9NY15 STAB1_HUMANEGF-like 1.|Extracellular (Potential). 9TGGGACCTGTGTGTGCCAGGT0.637

+ 7 773ITIH1_uc010hmn.1_RNA|ITIH1_uc003dft.2_5'Flank|ITIH1_uc010hmo.1_5'FlankNM_002215 NP_002206 P19827 ITIH1_HUMAN 3TGCTCTACATCCTTACTGAAC0.572

- 14 1887SLC25A26_uc011bft.1_Intron|LRIG1_uc011bfu.1_Missense_Mutation_p.H245Y|LRIG1_uc003dmw.2_Missense_Mutation_p.H291Y|LRIG1_uc010hnz.2_Missense_Mutation_p.H341Y|LRIG1_uc010hoa.2_Missense_Mutation_p.H649YNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 5GGGTTTGGGTGACCTGTGGCA0.562

- 6 776C3orf64_uc003dnk.2_Missense_Mutation_p.A124V|C3orf64_uc011bfw.1_RNA|C3orf64_uc003dnm.1_RNANM_173654 NP_775925 Q5NDL2 AER61_HUMAN 1CCTCTCTCTGGCATATCCAAA0.363

- 2 192 NM_020872 NP_065923 Q9P232 CNTN3_HUMANIg-like C2-type 1. 5GAACCAACAGGGAAAATGCTG0.363

+ 5 1344COL8A1_uc003dth.1_Missense_Mutation_p.V367I|COL8A1_uc003dti.1_Missense_Mutation_p.V368INM_001850 NP_001841 P27658 CO8A1_HUMANTriple-helical region (COL1). 0CATGGGAGGTGTTCCTGGGGC0.637

+ 5 458PCNP_uc003dvb.2_RNA|PCNP_uc003dvc.2_RNA|PCNP_uc003dvd.2_Silent_p.L128LNM_020357 NP_065090 Q8WW12 PCNP_HUMAN 0GGACCAAACTCCTTCAATAAA0.338

+ 11 2413CEP97_uc011bhf.1_Missense_Mutation_p.R737G|CEP97_uc003dvl.1_Missense_Mutation_p.R518G|CEP97_uc003dvm.1_Missense_Mutation_p.R634GNM_024548 NP_078824 Q8IW35 CEP97_HUMAN 2TACAGAGACAAGAGATAGCAA0.413

+ 2 1067PLCXD2_uc003dyb.2_Missense_Mutation_p.D161N|PLCXD2_uc003dxz.2_Missense_Mutation_p.D161NNM_001134478 NP_001127950 Q0VAA5 PLCX2_HUMANPI-PLC X-box. 1TATCTTCCTGGATTTCAACCA0.502



+ 7 871C3orf15_uc010hqy.1_Missense_Mutation_p.K265T|C3orf15_uc010hqz.2_Missense_Mutation_p.K203T|C3orf15_uc011bjd.1_Missense_Mutation_p.K139T|C3orf15_uc011bje.1_Missense_Mutation_p.K245T|C3orf15_uc010hra.1_Missense_Mutation_p.K26TNM_033364 NP_203528 Q7Z4T9 AAT1_HUMAN Potential. 3CAGTTTGAGAAGAGGAGGAAA0.522

+ 13 1277SLC15A2_uc011bjn.1_Missense_Mutation_p.S344LNM_021082 NP_066568 Q16348 S15A2_HUMAN 1ATTAACTTCTCGTAAGTGTTC0.378

+ 8 947RUVBL1_uc003eke.2_3'UTR|RUVBL1_uc003ekf.2_3'UTR|SEC61A1_uc003ekc.2_Missense_Mutation_p.V202I|SEC61A1_uc003ekd.2_Missense_Mutation_p.V135I|SEC61A1_uc003ekg.2_5'UTRNM_013336 NP_037468 P61619 S61A1_HUMANHelical; (Potential). 1CTTTGCAGTGGTCATCTATTT0.532

- 19 2312STAG1_uc003erb.1_Missense_Mutation_p.E674K|STAG1_uc003erc.1_Missense_Mutation_p.E448K|STAG1_uc010hua.1_Missense_Mutation_p.E537KNM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2AATAGGTCTTCCACAGAATGA0.343

- 5 1019WWTR1_uc003exf.2_Missense_Mutation_p.D335N|WWTR1_uc011bns.1_Missense_Mutation_p.D335N|WWTR1_uc003exh.2_Missense_Mutation_p.D335NNM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4TCCATCTCATCCACATTGCTG0.463

- 6 7096IGSF10_uc011bob.1_Missense_Mutation_p.P393S|IGSF10_uc011boc.1_Missense_Mutation_p.P345SNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 10. 13ATTTCAGGTGGTGGGTTACCA0.383

+ 1 94 NM_001101337 NP_001094807 P0CE67 CC079_HUMAN 0AAGCTGGTCAGGATCCAACTT0.443

+ 12 1216NMD3_uc003fec.2_Missense_Mutation_p.G366E|NMD3_uc003fed.1_Missense_Mutation_p.G366E|NMD3_uc010hwh.2_Missense_Mutation_p.G186ENM_015938 NP_057022 Q96D46 NMD3_HUMAN 1ACTCATTTGGGACATCTTCTA0.373

+ 2 152 NM_130770 NP_570126 Q8WXA8 5HT3C_HUMANExtracellular (Potential). 3CCAGCATGGGGTTGACCCTGC0.527

+ 5 852TP63_uc003frx.2_Missense_Mutation_p.E255K|TP63_uc003frz.2_Missense_Mutation_p.E255K|TP63_uc010hzc.1_Missense_Mutation_p.E255K|TP63_uc003fsa.2_Missense_Mutation_p.E161K|TP63_uc003fsb.2_Missense_Mutation_p.E161K|TP63_uc003fsc.2_Missense_Mutation_p.E161K|TP63_uc003fsd.2_Missense_Mutation_p.E161K|TP63_uc010hzd.1_Missense_Mutation_p.E76K|TP63_uc003fse.1_Missense_Mutation_p.E136KNM_003722 NP_003713 Q9H3D4 P63_HUMAN 12TGAATTCAACGAGGGTAAGCA0.498

- 4 376_377SDHAP1_uc003fvx.3_RNA 0GTCGATTATGGGTCTATATTCC0.406

+ 12 1590PDE6B_uc003gao.3_Missense_Mutation_p.E513K|PDE6B_uc011buy.1_Missense_Mutation_p.E234KNM_000283 NP_000274 P35913 PDE6B_HUMAN 0GGAGTGCACCGAACTGGACCT0.582

- 8 1299MFSD10_uc003gfv.2_Missense_Mutation_p.R19W|MFSD10_uc003gfx.2_Missense_Mutation_p.R153W|MFSD10_uc003gfz.2_Missense_Mutation_p.R329W|MFSD10_uc003gfy.2_RNA|MFSD10_uc003gga.2_Intron|MFSD10_uc003ggb.1_Missense_Mutation_p.R329W|MFSD10_uc003ggc.2_Missense_Mutation_p.R329WNM_001120 NP_001111 Q14728 MFS10_HUMAN 0GGGTGGATCCGCCGGGCATAG0.662

+ 12 1523HGFAC_uc010icw.2_Missense_Mutation_p.G514ENM_001528 NP_001519 Q04756 HGFA_HUMAN Peptidase S1. 2AAGAAGAAAGGGGACCGCTGT0.667

- 6 1711 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3CCAAAGGCGGGAGGTATCCAA0.537

- 16 2461JAKMIP1_uc010idc.1_Missense_Mutation_p.E474K|JAKMIP1_uc010idd.1_IntronNM_001099433 NP_001092903 Q96N16 JKIP1_HUMAN 4ACCTGTTCTTCATTTCTCAAA0.458

+ 7 1093MAN2B2_uc003gje.1_Splice_Site_p.E353_splice|MAN2B2_uc011bwf.1_Splice_Site_p.E302_spliceNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2TATTCCACAGGTACAGGCTTC0.617

- 25 2794PROM1_uc003gor.2_Intron|PROM1_uc003gos.2_Intron|PROM1_uc003got.2_Intron|PROM1_uc003gou.2_Intron|PROM1_uc003gop.2_Splice_Site_p.S852_splice|PROM1_uc003goq.3_Splice_Site_p.S852_spliceNM_006017 NP_006008 O43490 PROM1_HUMAN 7CTTTGCTTTACCTTGTCATAA0.383

- 4 758SEPSECS_uc003gri.2_Missense_Mutation_p.A181V|SEPSECS_uc003grh.2_Missense_Mutation_p.A103VNM_153825 NP_722547 Q9HD40 SPCS_HUMAN 0TCTCTTACCTGCAGTGATCAT0.303

+ 10 1081WDR19_uc010ifl.1_Missense_Mutation_p.M126I|WDR19_uc003gtu.1_Missense_Mutation_p.M309I|WDR19_uc011byi.1_Missense_Mutation_p.M149I|WDR19_uc003gtw.1_5'FlankNM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN WD 5. 1TAAAAGACATGTATGTTATAC0.274

- 21 2909_2910RFC1_uc003gtx.1_Missense_Mutation_p.R925WNM_002913 NP_002904 P35251 RFC1_HUMAN 4TGCTTACTCCGGATCTGGCTGT0.495

+ 2 754NSUN7_uc003gvh.2_Nonsense_Mutation_p.Q87*|NSUN7_uc003gvi.3_Nonsense_Mutation_p.Q87*NM_024677 NP_078953 0TCAGTCCTTTCAGCGTTTGTC0.448

+ 8 2538KIAA1211_uc010iha.2_Missense_Mutation_p.N709I|KIAA1211_uc011bzz.1_Missense_Mutation_p.N626I|KIAA1211_uc003hbm.1_Missense_Mutation_p.N602INM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2CCGCCAGTCAATGCAAAGTTC0.577

- 5 1219UGT2A1_uc011caq.1_Missense_Mutation_p.V552I|UGT2A1_uc010ihu.2_Missense_Mutation_p.V386I|UGT2A1_uc010iht.2_Missense_Mutation_p.V342I|UGT2A1_uc010ihs.2_Missense_Mutation_p.V387INM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANExtracellular (Potential). 1ACCATAGGGACTCCGTGGTAA0.458

- 2 156SULT1E1_uc010ihv.1_Missense_Mutation_p.H15YNM_005420 NP_005411 P49888 ST1E1_HUMAN 1AGAATCCCATGGACTTCTTCA0.343

+ 5 1594SHROOM3_uc011cbz.1_Missense_Mutation_p.P38L|SHROOM3_uc003hkf.1_Missense_Mutation_p.P89L|SHROOM3_uc003hkg.2_5'UTRNM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3AGGCGGAGCCCTGACCAGTGC0.547

+ 27 3976FRAS1_uc003hkw.2_Missense_Mutation_p.R1179HNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 1.|Extracellular (Potential). 5AAGAAAGTGCGTTTTGTGCAC0.478

+ 41 6036FRAS1_uc003hkw.2_Missense_Mutation_p.L1866F|FRAS1_uc010ijj.1_Missense_Mutation_p.L286FNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 7.|Extracellular (Potential). 5TGATGACAACCTCCAGAGAGA0.428

- 1 314PAQR3_uc003hlm.2_RNA|PAQR3_uc003hln.2_RNA|PAQR3_uc003hlq.1_5'UTRNM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMANCytoplasmic (Potential). 0GAGGGACCCGGGGATCTGCTC0.632

- 6 352TMEM150C_uc011ccj.1_Missense_Mutation_p.P122SNM_001080506 NP_001073975 B9EJG8 T150C_HUMAN 1AAAACCTTCGGTTTCAGTTGT0.418

- 21 2704SEC31A_uc003hnd.2_Missense_Mutation_p.G3E|SEC31A_uc003hne.2_Missense_Mutation_p.G611E|SEC31A_uc011ccl.1_Missense_Mutation_p.G808E|SEC31A_uc003hnl.2_Missense_Mutation_p.G808E|SEC31A_uc003hng.2_Missense_Mutation_p.G847E|SEC31A_uc003hnh.2_Missense_Mutation_p.G847E|SEC31A_uc003hni.2_Missense_Mutation_p.G847E|SEC31A_uc003hnj.2_Missense_Mutation_p.G808E|SEC31A_uc011ccm.1_Missense_Mutation_p.G842E|SEC31A_uc011ccn.1_Missense_Mutation_p.G847E|SEC31A_uc003hnk.2_Missense_Mutation_p.G808E|SEC31A_uc003hnm.2_Missense_Mutation_p.G847E|SEC31A_uc003hnn.1_Missense_Mutation_p.G847ENM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with PDCD6.|Pro-rich. 8 ATTAACATTTCCATGCATTAT0.473

- 15 1864SEC31A_uc003hne.2_Missense_Mutation_p.G300E|SEC31A_uc011ccl.1_Missense_Mutation_p.G528E|SEC31A_uc003hnl.2_Missense_Mutation_p.G528E|SEC31A_uc003hng.2_Missense_Mutation_p.G567E|SEC31A_uc003hnh.2_Missense_Mutation_p.G567E|SEC31A_uc003hni.2_Missense_Mutation_p.G567E|SEC31A_uc003hnj.2_Missense_Mutation_p.G528E|SEC31A_uc011ccm.1_Missense_Mutation_p.G562E|SEC31A_uc011ccn.1_Missense_Mutation_p.G567E|SEC31A_uc003hnk.2_Missense_Mutation_p.G528E|SEC31A_uc003hnm.2_Missense_Mutation_p.G567E|SEC31A_uc003hnn.1_Missense_Mutation_p.G567ENM_001077207 NP_001070675 O94979 SC31A_HUMAN 8GTACTTACCCCCACTGACAGA0.289

- 33 5797 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3CTGATGACAGGCACACTGACC0.498

+ 4 854 NM_014208 NP_055023 Q9NZW4 DSPP_HUMAN 1TCCGATGGGAGTCCTAGTGGG0.468

- 3 699ABCG2_uc003hrh.2_Missense_Mutation_p.G69E|ABCG2_uc003hrf.2_5'Flank|ABCG2_uc003hri.1_Missense_Mutation_p.G69E|ABCG2_uc003hrj.1_Missense_Mutation_p.G69E|ABCG2_uc003hrk.1_Missense_Mutation_p.G69ENM_004827 NP_004818 Q9UNQ0 ABCG2_HUMANABC transporter.|Cytoplasmic (Potential). 1TTTCATGATCCCACTGTAAAC0.393

- 5 629ADH1A_uc011ceg.1_Intron|ADH1B_uc003hut.3_Missense_Mutation_p.G142E|ADH1B_uc011ceh.1_Missense_Mutation_p.G27E|ADH1B_uc011cei.1_Missense_Mutation_p.G142ENM_000668 NP_000659 P00325 ADH1B_HUMAN 2AACTGCAGACCCATAACCAGT0.483

- 15 1549CENPE_uc003hxc.1_Missense_Mutation_p.A487TNM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9AGCTTTGTTGCTGGATTCCAT0.289

- 2 235PAPSS1_uc011cfh.1_RNANM_005443 NP_005434 O43252 PAPS1_HUMANAdenylyl-sulfate kinase. 1GTGCAACCACGAAAGCCACCT0.463

- 28 2092COL25A1_uc003hzg.2_Missense_Mutation_p.G521S|COL25A1_uc003hzd.2_RNA|COL25A1_uc003hzf.2_Missense_Mutation_p.G279SNM_198721 NP_942014 Q9BXS0 COPA1_HUMANExtracellular (Potential). 2CCCTGTGGACCCGGCATTCCA0.448

+ 9 1809EGF_uc011cfu.1_Missense_Mutation_p.P411S|EGF_uc011cfv.1_Missense_Mutation_p.P453SNM_001963 NP_001954 P01133 EGF_HUMANEGF-like 4.|Extracellular (Potential). 4GCTCTGCGTTCCTCTTAGCCC0.423

- 3 1956ANKRD50_uc011cgo.1_Missense_Mutation_p.L385F|ANKRD50_uc010inw.2_Missense_Mutation_p.L564FNM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN ANK 3. 1CTAGAGACAAGTAAATTGACT0.398

- 3 3127PCDH18_uc003ihf.3_Splice_Site_p.A906_splice|PCDH18_uc011cgz.1_Splice_Site_p.A125_splice|PCDH18_uc003ihg.3_Splice_Site_p.A693_splice|PCDH18_uc011cha.1_Splice_Site_p.A94_spliceNM_019035 NP_061908 Q9HCL0 PCD18_HUMAN 5TACCCTCTTACCTGCTGGAAT0.398

+ 7 1037 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2AAACTGTCTTCTTTGCTCAAA0.343

- 25 7555 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 22. 4TTCACAAAAACAGTGCAAGAT0.418

+ 18 2217RXFP1_uc011cja.1_Missense_Mutation_p.T607I|RXFP1_uc010iqo.2_Missense_Mutation_p.T664I|RXFP1_uc011cjb.1_Missense_Mutation_p.T610I|RXFP1_uc010iqk.2_Missense_Mutation_p.T580I|RXFP1_uc011cjc.1_Missense_Mutation_p.T631I|RXFP1_uc011cjd.1_Missense_Mutation_p.T631I|RXFP1_uc010iql.2_Missense_Mutation_p.T556I|RXFP1_uc011cje.1_Missense_Mutation_p.T739I|RXFP1_uc010iqm.2_Missense_Mutation_p.T679I|RXFP1_uc011cjf.1_Missense_Mutation_p.T581I|RXFP1_uc010iqn.2_Missense_Mutation_p.T657INM_021634 NP_067647 Q9HBX9 RXFP1_HUMANCytoplasmic (Potential). 0GGTCAGAAAACATATGCTCCA0.413

+ 10 1370KLHL2_uc011cjm.1_Missense_Mutation_p.D375N|KLHL2_uc003irc.2_Missense_Mutation_p.D283N|KLHL2_uc010ira.2_Missense_Mutation_p.D24NNM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 2. 0TCGCACTGTAGATTCCTACGA0.463

+ 21 4439ODZ3_uc003ive.1_Missense_Mutation_p.D881NNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential).|NHL 5. 0CTACGCCAAGGATGCCAAACT0.498



+ 1 122CCDC127_uc003jam.1_5'Flank|SDHA_uc003jan.2_Missense_Mutation_p.G3R|SDHA_uc011clv.1_Missense_Mutation_p.G3R|SDHA_uc011clw.1_Missense_Mutation_p.G3R|SDHA_uc003jap.3_Missense_Mutation_p.G3RNM_004168 NP_004159 P31040 DHSA_HUMAN 0AGACATGTCGGGGGTCCGGGG0.637

- 20 2782 NM_006598 NP_006589 Q9Y666 S12A7_HUMANCytoplasmic (Potential). 4TCCACCTCGGCGCTGATGCGC0.408

- 3 408 NM_001044 NP_001035 Q01959 SC6A3_HUMAN 6AGGAAGGCACCTGTGGGGCAG0.607

+ 13 5801 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2CCAGAAACCAGGGGAGTCACT0.507

- 9 1548 NM_003966 NP_003957 Q13591 SEM5A_HUMANSema.|Extracellular (Potential). 2CCCAGGACGGGAGCAGTTCAG0.517

- 47 7834 NM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 3 (By similarity). 31TTAATTATTACTGTTTTGGCT0.308

- 11 2085CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12GCACACACTCGAATGGTCAGT0.512

- 7 1574UGT3A1_uc003jjw.1_RNANM_152404 NP_689617 Q6NUS8 UD3A1_HUMANExtracellular (Potential). 3AAGGCATAGGGCTTGAGGTGC0.597

+ 10 1615EGFLAM_uc003jlb.1_Missense_Mutation_p.E431K|EGFLAM_uc003jle.1_Missense_Mutation_p.E197K|EGFLAM_uc003jlf.1_IntronNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANLaminin G-like 1. 7TGGGGAGAACGAACACGGGAG0.498 rs140240157

- 29 2857RICTOR_uc003jlo.2_Missense_Mutation_p.E945K|RICTOR_uc010ivf.2_Missense_Mutation_p.E660KNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10ACGTTTTCTTCCTGTAGCAAA0.348

- 13 2156C6_uc003jml.1_Missense_Mutation_p.P649LNM_000065 NP_000056 P13671 CO6_HUMANSushi 1.|C5b-binding domain. 7ATTTTCTGGAGGAACTGGCTG0.398

- 8 1337HMGCS1_uc003jnp.3_Missense_Mutation_p.S58F|HMGCS1_uc003jnq.3_Missense_Mutation_p.S377FNM_001098272 NP_001091742 Q01581 HMCS1_HUMAN 0AGCCAAACCAGAACCATAAGA0.403

+ 3 714 NM_152687 NP_689900 Q8N292 GAPT_HUMAN 0AAAGGAAAAACCGATAAGGAA0.413

+ 6 715RGS7BP_uc011cqu.1_Missense_Mutation_p.P106SNM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0AACTCCCTACCCCCTGGTGAG0.468

+ 3 399PPWD1_uc011cqv.1_Missense_Mutation_p.S101N|PPWD1_uc011cqw.1_5'UTRNM_015342 NP_056157 Q96BP3 PPWD1_HUMAN WD 2. 1CATTTTCGTAGTCACCTGGGT0.289

+ 28 7258MAST4_uc003juw.2_Missense_Mutation_p.S2325F|MAST4_uc003jux.2_Missense_Mutation_p.S150FNM_015183 NP_055998 O15021 MAST4_HUMAN 13ACCAAGCCATCCCCAGCCCCA0.597

+ 10 1302RGNEF_uc003kcx.2_Missense_Mutation_p.E431K|RGNEF_uc003kcy.1_Missense_Mutation_p.E431K|RGNEF_uc010izf.2_Missense_Mutation_p.E431K|RGNEF_uc011csr.1_Missense_Mutation_p.E118KNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0CCCACTTAGTGAAAATGTCGA0.507

+ 8 1041 NM_006633 NP_006624 Q13576 IQGA2_HUMAN 7AAGACTGAAGGTGCTTAGATT0.338

+ 7 1931VCAN_uc003kij.3_Intron|VCAN_uc010jau.2_Missense_Mutation_p.M525I|VCAN_uc003kik.3_IntronNM_004385 NP_004376 P13611 CSPG2_HUMANGAG-alpha (glucosaminoglycan attachment domain).16CTGCAAGAATGATCCTGGAAT0.398 rs146518697

- 10 1603EDIL3_uc003kip.1_Missense_Mutation_p.G385ENM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 2. 2ATCTTTAGCTCCTTGTGTAAT0.388

+ 83 17932GPR98_uc003kjt.2_Missense_Mutation_p.A3652T|GPR98_uc003kjw.2_Missense_Mutation_p.A1607TNM_032119 NP_115495 Q8WXG9 GPR98_HUMANHelical; (Potential). 16TCACATGATGGCAGCCAGCTT0.433

+ 7 1620AQPEP_uc003krp.2_RNA|AQPEP_uc003krq.2_RNA|AQPEP_uc003krr.2_RNA|AQPEP_uc003krs.2_RNANM_173800 NP_776161 Q6Q4G3 AMPQ_HUMANLumenal (Potential). 0GGCCATGAAGGTGGAAAATTT0.353

- 3 883SEMA6A_uc003krx.3_Missense_Mutation_p.I58MNM_020796 NP_065847 Q9H2E6 SEM6A_HUMANSema.|Extracellular (Potential). 2TAATCATCTGGATGTCCAGCC0.507

+ 1 213FAM170A_uc003ksl.2_Missense_Mutation_p.M1I|FAM170A_uc003ksn.2_Missense_Mutation_p.M1I|FAM170A_uc003kso.2_Missense_Mutation_p.M1INM_182761 NP_877438 A1A519 F170A_HUMAN 1CTGATATCATGAAACGACGAC0.448

+ 2 868CSNK1G3_uc003ktl.2_Missense_Mutation_p.G50E|CSNK1G3_uc003ktn.2_Missense_Mutation_p.G50E|CSNK1G3_uc003kto.2_Missense_Mutation_p.G50E|CSNK1G3_uc011cwr.1_Intron|CSNK1G3_uc011cws.1_Intron|CSNK1G3_uc010jda.2_Missense_Mutation_p.G50ENM_004384 NP_004375 Q9Y6M4 KC1G3_HUMANProtein kinase.|ATP (By similarity). 0AAAAAAATTGGATGTGGCAAT0.348

+ 4 292IRF1_uc003kxd.2_Intron|IRF1_uc003kxa.2_Silent_p.P218P|IRF1_uc003kxb.2_Silent_p.P218P|IRF1_uc010jdt.1_Silent_p.P218PQ8N8D9 CE056_HUMAN 0CAGAGGTGGAGGGCATGGGTG0.577

+ 12 1803 NM_002154 NP_002145 P34932 HSP74_HUMAN 2GGAAAATGAGGAGCCAATGGA0.423

+ 3 534TCF7_uc003kyu.1_5'UTR|TCF7_uc003kyv.2_5'UTR|TCF7_uc003kyw.2_5'UTR|TCF7_uc003kyx.2_5'UTR|TCF7_uc003kyy.2_5'UTR|TCF7_uc003kyz.2_5'UTR|TCF7_uc003kza.2_5'UTRNM_003202 NP_003193 P36402 TCF7_HUMAN 0CCGGAGTGCACCAGCGGCATG0.627

+ 6 813BRD8_uc003lcc.1_Intron|WNT8A_uc011cyj.1_Missense_Mutation_p.T288S|WNT8A_uc011cyk.1_Missense_Mutation_p.T288SNM_058244 NP_490645 Q9H1J5 WNT8A_HUMAN 4CATCTATGGCACAGAGGGTCG0.572

+ 19 3072KIF20A_uc011cyo.1_Missense_Mutation_p.T841INM_005733 NP_005724 O95235 KI20A_HUMANGlobular (Potential). 0CGAACACCAACCTGCCAAAGC0.502

+ 1 3118PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lht.1_Missense_Mutation_p.V799MNM_031857 NP_114063 Q9Y5H5 PCDA9_HUMAN 5AACTGGGAAGGTGGGTTTTTC0.418

+ 1 2329PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Missense_Mutation_p.P777S|PCDHA13_uc003lid.2_Missense_Mutation_p.P777SNM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANCytoplasmic (Potential).|PXXP 2.|6 X 4 AA repeats of P-X-X-P.6TCCCAGCCTTCCTCCTTGTCT0.552

+ 1 2800 NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 5. 2GCTGGTGCGCGTGCTGGTGCT0.711

+ 1 727PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc011daq.1_Missense_Mutation_p.V243INM_018922 NP_061745 Q9Y5G3 PCDGD_HUMANExtracellular (Potential).|Cadherin 3. 0TAGCCAGGAGGTATACAGGGT0.562

+ 1 657PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc011das.1_Missense_Mutation_p.D219ENM_018918 NP_061741 Q9Y5G8 PCDG5_HUMANExtracellular (Potential).|Cadherin 2. 4ATGGCGGAGACCCGGTACTCT0.577

+ 1 1222PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc011dax.1_Nonsense_Mutation_p.Q408*NM_018921 NP_061744 Q9Y5G4 PCDG9_HUMANCadherin 4.|Extracellular (Potential). 0GTTGACGGCCCAAATTCTTGA0.423

+ 1 1917PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lku.1_Missense_Mutation_p.G601E|PCDHGC3_uc003lkw.1_IntronNM_002588 NP_002579 Q9UN70 PCDGK_HUMANExtracellular (Potential).|Cadherin 6. 2GCGGATGCAGGGCACAATGCC0.597

+ 2 956 NM_000112 NP_000103 P50443 S26A2_HUMANHelical; (Potential). 0CTTTATAGCTGGAGTTTATCA0.353

- 3 308CCDC69_uc010jhu.2_5'UTR|CCDC69_uc011dcq.1_RNANM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2CTGGAGAATTCTGGTTATATC0.453

+ 2 565SGCD_uc003lwa.1_Missense_Mutation_p.R31Q|SGCD_uc003lwb.2_Missense_Mutation_p.R31Q|SGCD_uc003lwc.3_Missense_Mutation_p.R31QNM_001128209 NP_001121681 Q92629 SGCD_HUMANCytoplasmic (Potential). 0TATGGCTGGCGGAAACGATGC0.483

- 34 4360SLIT3_uc010jjg.2_Missense_Mutation_p.E1321KNM_003062 NP_003053 O75094 SLIT3_HUMANLaminin G-like. 4TCCTGCAGCTCGTTGTTGATG0.662

- 19 3067 NM_005990 NP_005981 O94804 STK10_HUMAN Potential. 8TCTTCCAGAGCCTAGGGAAGA0.587

+ 7 2101C5orf25_uc003mdt.3_Missense_Mutation_p.G150E|C5orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Missense_Mutation_p.G26EQ8NDZ2 CE025_HUMAN 0ACTCTGCCTGGGCGAGTCCTT0.488

- 3 929GRM6_uc010jla.1_5'Flank|GRM6_uc003mjs.1_5'FlankNM_000843 NP_000834 O15303 GRM6_HUMANExtracellular (Potential). 8CCCTGGGAATCTTGATAGACT0.602

- 14 1635EXOC2_uc003mte.2_Missense_Mutation_p.D501N|EXOC2_uc011dho.1_Missense_Mutation_p.D96NNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7ACCTTAAAATCATTTTGTCTT0.318

+ 4 1560PRPF4B_uc003mvw.2_RNA|PRPF4B_uc011dhv.1_RNANM_003913 NP_003904 Q13523 PRP4B_HUMANArg/Lys-rich (basic). 5TCACGCGGTGGTCGTAGACGA0.423

+ 7 1064DSP_uc003mxq.1_Missense_Mutation_p.S262FNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9CAGAAAGCGTCCTTTGAGAGG0.483



+ 25 2415SYCP2L_uc010jow.2_Missense_Mutation_p.P327SNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TGCCATTCTCCCAACCTTTGA0.318

+ 6 915JARID2_uc011diu.1_Splice_Site_p.V88_splice|JARID2_uc011div.1_Splice_Site_p.V52_splice|JARID2_uc011diw.1_Splice_Site_p.V186_spliceNM_004973 NP_004964 Q92833 JARD2_HUMAN 4TTCCTTTCTAGTTTTCAATGG0.373

+ 1 782 NM_016255 NP_057339 Q9UBU6 FA8A1_HUMAN 0CCAGTGACGAGGGTAGGATCC0.711

- 18 3303NUP153_uc011dje.1_Missense_Mutation_p.P1066S|NUP153_uc010jpl.1_Missense_Mutation_p.P993SNM_005124 NP_005115 P49790 NU153_HUMAN 9GTGTTAGCAGGAGCAGGGGTG0.453

+ 1 653E2F3_uc003ncz.2_Missense_Mutation_p.R109KNM_001949 NP_001940 O00716 E2F3_HUMANCyclin A/CDK2 binding (Potential). 1CCCTCCAGCAGAGCCGGGCTG0.662

+ 11 1084CDKAL1_uc003ndd.1_Splice_Site_p.E304_splice|CDKAL1_uc003nde.1_Splice_Site_p.E234_spliceNM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2ATTTTTTTAAGGAAATGGCAA0.393

- 3 847KIAA0319_uc011djp.1_Missense_Mutation_p.A159T|KIAA0319_uc003neh.1_Missense_Mutation_p.A204T|KIAA0319_uc011djq.1_Missense_Mutation_p.A195T|KIAA0319_uc011djr.1_Missense_Mutation_p.A204TNM_014809 NP_055624 Q5VV43 K0319_HUMANExtracellular (Potential). 2GCTGGCACCGCAGGACTGTCT0.622

- 1 76HIST1H3C_uc003nfv.2_5'FlankNM_021062 NP_066406 P33778 H2B1B_HUMAN 0TTCTTACCATCCTTCTTCTGC0.488

+ 1 287 NM_003540 NP_003531 P62805 H4_HUMAN 0CGCCAGGGACGCACTCTGTAC0.552

+ 4 1538ZNF165_uc003nkh.2_Missense_Mutation_p.V152M|ZNF165_uc003nki.3_Missense_Mutation_p.V152MNM_003447 NP_003438 P49910 ZN165_HUMAN 0CCAGAAAAAAGTGTCACCTCC0.428

- 6 1001TRIM10_uc003npn.2_Missense_Mutation_p.P309SNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0TCCTTACCTGGCTCATAGTCC0.373

- 10 4492MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.T958INM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4CCTGCTCCTAGTGGTCCGAGA0.557

+ 6 454PSORS1C1_uc010jsj.1_Missense_Mutation_p.D9E|PSORS1C1_uc003nsn.1_RNA|PSORS1C2_uc003nso.3_5'FlankNM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1ATGCAGGGGACCTCCAAGCAA0.572

+ 6 629PSORS1C1_uc010jsj.1_Missense_Mutation_p.P68S|PSORS1C1_uc003nsn.1_RNA|PSORS1C2_uc003nso.3_5'FlankNM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1GCCCCTTCCTCCTCCCTCAGG0.562

+ 6 926LY6G6D_uc003nwf.1_Missense_Mutation_p.P60L|LY6G6D_uc003nwg.1_Missense_Mutation_p.P39LNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2TCTCTCTCAGCCCCAGTGACC0.537

- 17 1807NEU1_uc003nxq.3_5'Flank|NEU1_uc010jtg.2_5'Flank|NEU1_uc003nxr.3_5'Flank|NEU1_uc010jth.2_5'Flank|NEU1_uc003nxs.3_5'FlankNM_025257 NP_079533 Q53GD3 CTL4_HUMANHelical; (Potential). 4TTTCGCATGAGTAGCATGAAC0.532

- 17 2153EHMT2_uc003nxv.1_5'Flank|EHMT2_uc003nxw.1_5'Flank|EHMT2_uc003nxx.1_5'Flank|EHMT2_uc003nxy.1_Missense_Mutation_p.D506N|EHMT2_uc011don.1_Missense_Mutation_p.D738N|EHMT2_uc003nya.1_Missense_Mutation_p.D681NNM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN 1TGCTGTTTGTCCACTGCATTT0.617

+ 2 418CFB_uc011dor.1_Missense_Mutation_p.G549D|CFB_uc011dos.1_Missense_Mutation_p.G47D|CFB_uc003nyi.2_Missense_Mutation_p.G47DNM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 1. 1ATCAAAGGCGGCTCCTTCCGA0.592

+ 18 2563CFB_uc011dor.1_Missense_Mutation_p.G1264DNM_001710 NP_001701 P00751 CFAB_HUMAN 1GAGGATTTGGGTTTTCTATAA0.517

- 2 404PPT2_uc003nzy.1_RNA|AGPAT1_uc011dpj.1_RNA|AGPAT1_uc011dpk.1_Silent_p.Q22Q|AGPAT1_uc003oaf.2_Missense_Mutation_p.S29N|AGPAT1_uc003oag.2_Silent_p.Q22Q|AGPAT1_uc003oah.2_Missense_Mutation_p.S29N|AGPAT1_uc003oai.1_Missense_Mutation_p.S29N|AGPAT1_uc011dpl.1_5'UTRNM_006411 NP_006402 Q99943 PLCA_HUMAN 1GGCACTGGGGCTGCAGAACCA0.468

- 4 629NOTCH4_uc011dpu.1_RNA|NOTCH4_uc011dpv.1_RNA|NOTCH4_uc003obc.2_Missense_Mutation_p.P164SNM_004557 NP_004548 Q99466 NOTC4_HUMANExtracellular (Potential).|EGF-like 4. 22TTAACACATGGGTTGGCTGAA0.567

- 4 753HLA-DQB1_uc010juc.1_Missense_Mutation_p.S179F|HLA-DQB1_uc003obv.2_Missense_Mutation_p.S224F|HLA-DQB1_uc011dqd.1_IntronNM_002123 NP_002114 P01920 DQB1_HUMANExtracellular (Potential).|Ig-like C1-type.|Connecting peptide.0GGCAGATTCAGACTGAGCCCC0.547

- 1 358TAP1_uc011dqi.1_5'Flank|PSMB9_uc011dqj.1_5'Flank|PSMB9_uc003sga.2_5'FlankNM_000593 NP_000584 Q03518 TAP1_HUMANCytoplasmic (Potential). 1CCCGCGGGGAGCGGGACACCT0.726

- 18 2030VPS52_uc003odn.1_Missense_Mutation_p.P418LNM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5CCCAAAAGGGGGAGACAGCAA0.473

+ 4 336RPS18_uc010jum.1_Splice_Site|RPS18_uc003odq.1_Splice_Site|B3GALT4_uc003odr.2_5'FlankNM_022551 NP_072045 P62269 RS18_HUMAN 0ATACAGCCAGGTGTGTACTGA0.493

- 3 351WDR46_uc011dra.1_Missense_Mutation_p.P49S|WDR46_uc010juo.1_RNA|PFDN6_uc003odt.1_5'Flank|PFDN6_uc010jup.1_5'FlankNM_005452 NP_005443 O15213 WDR46_HUMAN 0ACAGGGACGGGGGCGGGGCCT0.582

- 2 1419TAPBP_uc003odx.1_5'Flank|TAPBP_uc010jus.1_5'Flank|TAPBP_uc003ody.2_5'Flank|TAPBP_uc003odz.2_5'Flank|TAPBP_uc010jut.1_5'Flank|TAPBP_uc011drc.1_5'Flank|ZBTB22_uc010juu.2_Missense_Mutation_p.G423SNM_005453 NP_005444 O15209 ZBT22_HUMAN 1ATCTGGTTGCCCTGCATGTCC0.622

- 7 2296ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Missense_Mutation_p.L623F|DAXX_uc011dre.1_Missense_Mutation_p.L710F|DAXX_uc003oed.2_Missense_Mutation_p.L698FNM_001350 NP_001341 Q9UER7 DAXX_HUMANInteraction with SPOP. 23GGGATGCAGAGGGAGCTGGTC0.627

+ 27 3740 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19ATCGTCAAGGGCGTGAGTGGC0.647

+ 5 546HMGA1_uc011dso.1_Intron|HMGA1_uc003oiv.2_Missense_Mutation_p.T64I|HMGA1_uc003oiw.2_Missense_Mutation_p.T64I|HMGA1_uc003oiu.2_Missense_Mutation_p.T75I|HMGA1_uc003oiy.2_Missense_Mutation_p.T64I|HMGA1_uc003oiz.2_Missense_Mutation_p.T75I|HMGA1_uc003oja.2_Missense_Mutation_p.T64I|HMGA1_uc003oix.2_Missense_Mutation_p.T64I|HMGA1_uc010jvl.2_Intron|HMGA1_uc003ojc.2_Missense_Mutation_p.T64I|HMGA1_uc011dsp.1_RNA|HMGA1_uc003ojd.2_Missense_Mutation_p.T63INM_145899 NP_665906 P17096 HMGA1_HUMANInteraction with HIPK2 (By similarity). 0CTCTAGAAAACCACCACAACT0.507

+ 11 1679ANKS1A_uc011dss.1_Intron|ANKS1A_uc011dst.1_Missense_Mutation_p.G53R|ANKS1A_uc010jvp.1_IntronNM_015245 NP_056060 Q92625 ANS1A_HUMAN 4GTGCGAGGTGGGGCAGGACCC0.697

+ 2 463CDKN1A_uc011dtq.1_Missense_Mutation_p.S148L|CDKN1A_uc003oml.2_Missense_Mutation_p.S114L|CDKN1A_uc003omn.2_Missense_Mutation_p.S114LNM_000389 NP_000380 P38936 CDN1A_HUMAN 2GTGGACCTGTCACTGTCTTGT0.657

+ 25 3556 NM_001371 NP_001362 21TTCTAAGTTGGTCCTGCTCCT0.468

+ 57 8581 NM_001371 NP_001362 21CTTCAATCTTCGAGATCTTTC0.393 rs149070832

+ 79 12136DNAH8_uc003oog.1_Missense_Mutation_p.E295K|uc003oof.1_IntronNM_001371 NP_001362 21TCCAGAGGAGGAAATTATCCC0.388

- 6 3041ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7AGACTTCTGGGATTTATCGAA0.448

+ 18 4123ABCC10_uc003ouz.1_Missense_Mutation_p.R1275Q|ABCC10_uc010jyo.1_Missense_Mutation_p.R409QNM_033450 NP_258261 Q5T3U5 MRP7_HUMANABC transporter 2. 7AGTTCAGGGCGAGTGCTGCTG0.642

- 15 2391GPR116_uc011dwj.1_Missense_Mutation_p.G256D|GPR116_uc011dwk.1_Missense_Mutation_p.G130D|GPR116_uc003oyp.3_Missense_Mutation_p.G559D|GPR116_uc003oyq.3_Missense_Mutation_p.G701D|GPR116_uc010jzi.1_Missense_Mutation_p.G373DNM_001098518 NP_001091988 Q8IZF2 GP116_HUMANExtracellular (Potential). 2GATGGTCCCGCCAATGGGACT0.537

- 3 1662C6orf138_uc011dwn.1_Missense_Mutation_p.S290NNM_001013732 NP_001013754 Q6ZW05 CF138_HUMAN 1AGTGAATCCACTACAGAGTCT0.468

- 2 352RHAG_uc010jzl.2_Missense_Mutation_p.V97A|RHAG_uc010jzm.2_Missense_Mutation_p.V97ANM_000324 NP_000315 Q02094 RHAG_HUMANHelical; (Potential). 2GATTCCCTGTACAATAGTGCC0.388

- 1 1078 NM_138733 NP_620061 P07205 PGK2_HUMAN 1AACTTGAGCATGATTCTTGTT0.483

- 23 2563PKHD1_uc003pai.2_Missense_Mutation_p.P763SNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44CCTTCAGTGGGCACAGAGCTG0.542

+ 2 649 NM_133367 NP_588608 Q8TEZ7 MPRB_HUMANCytoplasmic (Potential). 0ATATGGCAGTGCTTTGGCTCA0.527

- 9 1242ICK_uc003pbi.2_Missense_Mutation_p.P251L|ICK_uc003pbj.2_Missense_Mutation_p.P251LNM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5GCTAGCATTGGGAATCAAGGT0.458

+ 2 369 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TTCCTGTGATGATACCTTATC0.433

- 28 3867DST_uc003pcz.3_Missense_Mutation_p.S1102N|DST_uc011dxj.1_Missense_Mutation_p.S1131N|DST_uc011dxk.1_Missense_Mutation_p.S1142N|DST_uc003pcy.3_Missense_Mutation_p.S776N|DST_uc003pdb.2_Missense_Mutation_p.S776N|DST_uc003pdc.3_Missense_Mutation_p.S776N|DST_uc003pdd.3_Missense_Mutation_p.S776NNM_001144769 NP_001138241 Q03001 DYST_HUMAN 14TCTGAACACACTTTCATGCAA0.383

+ 11 4430AIM1_uc003pri.2_Missense_Mutation_p.D119NNM_001624 NP_001615 Q9Y4K1 AIM1_HUMAN 9TTCTCAATAGGATTTTTCAAA0.313



- 4 623FYN_uc003pvi.2_Missense_Mutation_p.A95T|FYN_uc003pvk.2_Missense_Mutation_p.A95T|FYN_uc003pvh.2_Missense_Mutation_p.A95TNM_002037 NP_002028 P06241 FYN_HUMAN SH3. 7TCTGTCCGTGCTTCATAGTCA0.393

+ 3 1039 NM_001013734 NP_001013756 Q6ZWI9 RFPLB_HUMAN B30.2/SPRY. 0GCTTTTGTGTCCATTCTTCTG0.443

- 9 1024SAMD3_uc003qbx.2_Missense_Mutation_p.R233Q|SAMD3_uc003qbw.2_Missense_Mutation_p.R233Q|SAMD3_uc010kfg.1_3'UTRNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1TATGGGTCTTCGAACATATTT0.343

+ 14 2512GPR126_uc010khd.2_Missense_Mutation_p.P673S|GPR126_uc010khe.2_Missense_Mutation_p.P701S|GPR126_uc010khf.2_Missense_Mutation_p.P673SNM_020455 NP_065188 Q86SQ4 GP126_HUMANExtracellular (Potential). 1CATTGGTCTTCCAAGCAATAA0.348

+ 11 2902FNDC1_uc010kjw.1_Missense_Mutation_p.P786LNM_032532 NP_115921 Q4ZHG4 FNDC1_HUMAN 8TCCAGGCAGCCCATCTCCCGG0.607

- 3 408BRP44L_uc003qva.2_RNANM_016098 NP_057182 Q9Y5U8 BR44L_HUMAN 1ATAAGCCGCCCTCCCTGGATG0.433

+ 7 801BZW2_uc011jxx.1_Missense_Mutation_p.R14K|BZW2_uc003stm.2_Missense_Mutation_p.R14K|BZW2_uc003stj.2_Missense_Mutation_p.R208K|BZW2_uc003stk.2_Missense_Mutation_p.R132K|BZW2_uc003sto.1_Missense_Mutation_p.R56K|BZW2_uc003stp.2_Missense_Mutation_p.R56K|BZW2_uc010kua.2_Missense_Mutation_p.R208KNM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2TCGTCTTTGAGAAAAGCCAAC0.418

+ 15 2239HDAC9_uc003sue.2_Missense_Mutation_p.G733E|HDAC9_uc011jyd.1_Missense_Mutation_p.G733E|HDAC9_uc003sui.2_Missense_Mutation_p.G736E|HDAC9_uc003suj.2_Missense_Mutation_p.G692E|HDAC9_uc003sua.1_Missense_Mutation_p.G711ENM_058176 NP_478056 Q9UKV0 HDAC9_HUMANHistone deacetylase. 5CCTTGTGGTGGACTTGGGGTA0.269

+ 8 1628CCDC129_uc011kad.1_Missense_Mutation_p.T222I|CCDC129_uc003tci.1_Missense_Mutation_p.T211I|CCDC129_uc011kae.1_Missense_Mutation_p.T238I|CCDC129_uc003tck.1_Missense_Mutation_p.T120INM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0GACCATGTGACCAATGCCTTC0.473

- 1 808 NM_003014 NP_003005 Q6FHJ7 SFRP4_HUMAN 1CGTGACGATGGCTTCAGGCGA0.657

+ 3 461RAMP3_uc003tnc.2_Missense_Mutation_p.A102TNM_005856 NP_005847 O60896 RAMP3_HUMANHelical; (Potential). 0TGTCGCCATGGCTGGCCTGGT0.612

- 4 398 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN 11ACATTGACATACCTATCAGCA0.388

+ 53 14067ABCA13_uc010kys.1_Missense_Mutation_p.R1756Q|ABCA13_uc010kyt.1_RNA|ABCA13_uc010kyu.1_Missense_Mutation_p.R411QNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10GACCTTCTGCGATGGCCAAGG0.493

+ 28 3605EGFR_uc011kco.1_Missense_Mutation_p.S1067NNM_005228 NP_005219 P00533 EGFR_HUMANCytoplasmic (Potential). 9571CCCGCGCCCAGCAGAGACCCA0.532

+ 4 534 NM_001159279 NP_001152751 2CACAAAGGAGGTTATAATTAT0.338

+ 16 1318ASL_uc003tup.2_Missense_Mutation_p.V403I|ASL_uc003tur.2_Missense_Mutation_p.V377I|ASL_uc003tuq.2_Missense_Mutation_p.V383INM_000048 NP_000039 P04424 ARLY_HUMAN 2GACCAAGGGGGTCGCCCTCAA0.642

- 5 809 NM_016038 NP_057122 Q9Y3A5 SBDS_HUMAN 1ATCAGACATACCTGAAACATT0.403

+ 2 1197AUTS2_uc003tvv.3_Nonsense_Mutation_p.R152*|AUTS2_uc003tvx.3_Nonsense_Mutation_p.R152*NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3CAGCTCAGATCGAGAAAATGA0.512

- 2 185TYW1B_uc011keh.1_Missense_Mutation_p.D9G|TYW1B_uc011kek.1_RNA|SBDSP1_uc003twf.2_5'Flank|SBDSP1_uc011kel.1_5'Flank|SBDSP1_uc003twg.2_5'Flank|SBDSP1_uc003twh.2_5'Flank|SBDSP1_uc003twe.2_5'FlankNM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0TGAGGAGAGGTCCCATGTATC0.348

- 5 1149MAGI2_uc003ugy.2_Missense_Mutation_p.E299K|MAGI2_uc011kgr.1_Missense_Mutation_p.E131K|MAGI2_uc011kgs.1_Missense_Mutation_p.E136KNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11TCTGGTTCCTCATTGTCTTCA0.488

- 15 1548 uc003uhs.1_Intron NM_000722 NP_000713 P54289 CA2D1_HUMANExtracellular (Potential). 6CATTGGTCTTCCCAAAACATC0.348

+ 4 1008 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11AAGAATGGCAGAAAGGTATCA0.438

- 5 2658SAMD9L_uc003umj.1_Nonsense_Mutation_p.W481*|SAMD9L_uc003umi.1_Nonsense_Mutation_p.W481*|SAMD9L_uc010lfb.1_Nonsense_Mutation_p.W481*|SAMD9L_uc003umk.1_Nonsense_Mutation_p.W481*|SAMD9L_uc010lfc.1_Nonsense_Mutation_p.W481*|SAMD9L_uc010lfd.1_Nonsense_Mutation_p.W481*|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4AATCTTCTCCCACATGTTAGT0.413

+ 22 1675COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9GCAGGGTAGTCCTGGTTCTCG0.448

- 12 1982ASNS_uc011kin.1_Splice_Site_p.Q409_splice|ASNS_uc003uou.3_Splice_Site_p.Q492_splice|ASNS_uc003uov.3_Splice_Site_p.Q492_splice|ASNS_uc011kio.1_Splice_Site_p.Q471_splice|ASNS_uc003uow.3_Splice_Site_p.Q471_splice|ASNS_uc003uox.3_Splice_Site_p.Q409_spliceNM_133436 NP_597680 P08243 ASNS_HUMAN 1AGACATTATACCTGATGTTCA0.338

+ 9 1213ARPC1A_uc010lfu.1_RNA|ARPC1A_uc003upy.1_Missense_Mutation_p.D342N|ARPC1A_uc011kit.1_RNANM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 6. 1GACAATTTGGGATTTCAAGGT0.274

+ 2 550ZKSCAN1_uc003usj.2_Missense_Mutation_p.E110K|ZKSCAN1_uc003usl.1_Missense_Mutation_p.E75K|ZKSCAN1_uc003usm.1_IntronNM_003439 NP_003430 P17029 ZKSC1_HUMAN SCAN box. 3CCTGCCCAAGGAGCTCCAGGT0.517

+ 2 233COPS6_uc011kjf.1_Splice_Site_p.V68_spliceNM_006833 NP_006824 Q7L5N1 CSN6_HUMAN 0CCTGTGCAGGGTGAGTGTTGG0.592

+ 14 1307AP4M1_uc010lgl.1_Missense_Mutation_p.R342W|AP4M1_uc003utc.3_Missense_Mutation_p.R374W|AP4M1_uc010lgm.2_Missense_Mutation_p.R239W|AP4M1_uc003utd.2_Missense_Mutation_p.R367W|AP4M1_uc011kjh.1_Missense_Mutation_p.R319W|AP4M1_uc003ute.3_Missense_Mutation_p.R142W|AP4M1_uc003utf.3_Missense_Mutation_p.R239WNM_004722 NP_004713 O00189 AP4M1_HUMAN MHD. 0GGACCTGCCTCGGGTGCAAGG0.632

- 3 670GPC2_uc010lgr.2_RNA|GPC2_uc003utw.1_Missense_Mutation_p.A168T|STAG3_uc010lgs.1_5'Flank|STAG3_uc003utx.1_5'Flank|STAG3_uc011kjk.1_5'FlankNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGGAGCTGTGCCCAGAAATCC0.592

- 3 505GPC2_uc010lgr.2_RNA|GPC2_uc003utw.1_Missense_Mutation_p.E113K|STAG3_uc010lgs.1_5'Flank|STAG3_uc003utx.1_5'Flank|STAG3_uc011kjk.1_5'FlankNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2GAGAGCATCTCCAGAAAAAAC0.557

- 1 176GPC2_uc010lgr.2_RNA|GPC2_uc003utw.1_Missense_Mutation_p.A3V|STAG3_uc010lgs.1_5'Flank|STAG3_uc003utx.1_5'Flank|STAG3_uc011kjk.1_5'FlankNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGGTCGCAGCGCGGACATAAC0.657 rs138935052

- 7 1896EPHB4_uc003uwm.1_Missense_Mutation_p.V376I|EPHB4_uc010lhj.1_Missense_Mutation_p.V469I|EPHB4_uc011kkf.1_Missense_Mutation_p.V469I|EPHB4_uc011kkg.1_Intron|EPHB4_uc011kkh.1_3'UTRNM_004444 NP_004435 P54760 EPHB4_HUMANExtracellular (Potential).|Fibronectin type-III 2. 15TGGTATTTGACCTCGTAGTCC0.602

+ 12 1815SLC12A9_uc003uwq.2_Missense_Mutation_p.G469E|SLC12A9_uc011kki.1_Missense_Mutation_p.G89E|SLC12A9_uc003uwr.2_Missense_Mutation_p.G294E|SLC12A9_uc003uws.2_Missense_Mutation_p.G89E|SLC12A9_uc003uwt.2_Missense_Mutation_p.G294E|SLC12A9_uc003uwv.2_Missense_Mutation_p.G89ENM_020246 NP_064631 Q9BXP2 S12A9_HUMANExtracellular (Potential). 0AAGAAGGGGGGGCTGTATGTG0.627

+ 14 2155CDHR3_uc003vdk.2_Intron|CDHR3_uc003vdm.3_Missense_Mutation_p.P670S|CDHR3_uc011klt.1_Missense_Mutation_p.P595S|CDHR3_uc003vdn.2_IntronNM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMANCadherin 6.|Extracellular (Potential). 1CATTCCCCACCCAACCACTAT0.493

+ 3 570 NM_002736 NP_002727 P31323 KAP3_HUMANDimerization and phosphorylation. 1GCAGAGTCCAGGGTATGTAAT0.299

+ 6 1486CBLL1_uc011kme.1_Missense_Mutation_p.P265S|CBLL1_uc011kmf.1_Missense_Mutation_p.P385SNM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5ACCAATAACCCCTCCCCCTGG0.547

+ 3 452LEP_uc003vmm.2_Missense_Mutation_p.G131ENM_000230 NP_000221 P41159 LEP_HUMAN 0GACAGCCTGGGGGGTGTCCTG0.627

- 3 340IMPDH1_uc011kom.1_Missense_Mutation_p.M78I|IMPDH1_uc003vmt.2_Missense_Mutation_p.M78I|IMPDH1_uc003vmu.2_Missense_Mutation_p.M163I|IMPDH1_uc003vmw.2_Missense_Mutation_p.M153I|IMPDH1_uc011kon.1_Missense_Mutation_p.M130I|IMPDH1_uc003vmv.2_Missense_Mutation_p.M127I|IMPDH1_uc003vmx.2_Missense_Mutation_p.M86I|IMPDH1_uc003vmy.2_Missense_Mutation_p.M94INM_001142573 NP_001136045 P20839 IMDH1_HUMAN 4TGGCAATGGCCATGTCAGCCT0.607

+ 9 1129METTL2B_uc003vng.2_Nonsense_Mutation_p.W299*|METTL2B_uc011kop.1_Nonsense_Mutation_p.W228*NM_018396 NP_060866 Q6P1Q9 MTL2B_HUMAN 1ACCGGGTTTGGATTCAGTGCA0.517

+ 8 1037IRF5_uc003voh.2_Missense_Mutation_p.P290S|IRF5_uc010llt.2_Missense_Mutation_p.P214S|IRF5_uc003voi.2_Missense_Mutation_p.P290S|IRF5_uc003voj.3_Missense_Mutation_p.P290S|IRF5_uc010llw.1_3'UTRNM_002200 NP_002191 Q13568 IRF5_HUMAN 0AGTGCGCTTCCCCAGCCCTGA0.637

+ 16 1871AHCYL2_uc003vot.2_Missense_Mutation_p.P605L|AHCYL2_uc003vov.2_Missense_Mutation_p.P503L|AHCYL2_uc011kow.1_Missense_Mutation_p.P504L|AHCYL2_uc011kox.1_Missense_Mutation_p.P503LNM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2CCCTTCAAGCCTAATTACTAC0.527

+ 2 219FAM40B_uc003vow.2_Missense_Mutation_p.G60ENM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0GATGCAGATGGGCATGCAGCC0.507

+ 10 1193MKLN1_uc011kpl.1_Missense_Mutation_p.D354N|MKLN1_uc010lmh.2_Missense_Mutation_p.D377N|MKLN1_uc003vqs.2_Missense_Mutation_p.D170NNM_013255 NP_037387 Q9UL63 MKLN1_HUMAN Kelch 2. 1ACTAAGTGAGGATACTGCTGC0.403

- 3 445WDR91_uc010lmq.2_5'Flank|WDR91_uc010lmr.2_5'FlankNM_014149 NP_054868 A4D1P6 WDR91_HUMAN 4CAGGACAAACCAATCCTTCCA0.532

- 13 4440KIAA1549_uc011kqi.1_Missense_Mutation_p.S248F|KIAA1549_uc003vuk.3_Missense_Mutation_p.S1414F|KIAA1549_uc011kqj.1_Missense_Mutation_p.S1464F|KIAA1549_uc011kqk.1_Missense_Mutation_p.S248FNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230CTCGAAGATGGAGGCTGATGA0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368



+ 11 845_846AGK_uc011krg.1_RNA NM_018238 NP_060708 Q53H12 AGK_HUMAN 2CACAGGTACTGGTATCTTGGGC0.332

- 4 852 NM_005232 NP_005223 P21709 EPHA1_HUMANExtracellular (Potential).|Cys-rich. 5CAGGCACCAGCCACTCGCCAT0.657

+ 1 538 NM_012365 NP_036497 Q96R48 OR2A5_HUMANExtracellular (Potential). 3CTTCTTCTGTGAAATCCTGTC0.557

+ 1 808 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANExtracellular (Potential). 2AGAGGAGCAGGAGAAAATGCT0.517

- 7 950TMEM176B_uc003whu.3_Missense_Mutation_p.E262K|TMEM176B_uc003whv.3_Missense_Mutation_p.E225K|TMEM176B_uc003whw.3_Missense_Mutation_p.E262KNM_001101313 NP_001094783 Q3YBM2 T176B_HUMAN 1GAGGTCTGCTCCCTAGAGGGC0.567

- 6 818TMEM176B_uc003whu.3_Missense_Mutation_p.V218I|TMEM176B_uc003whv.3_Missense_Mutation_p.V181I|TMEM176B_uc003whw.3_Missense_Mutation_p.V218INM_001101313 NP_001094783 Q3YBM2 T176B_HUMANHelical; (Potential). 1GACACAATGACCTTCAAGACA0.542

- 14 2119 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63ATATGCTTCACTTCAGAAGAC0.353

+ 18 3864RBM33_uc003wmg.2_Missense_Mutation_p.A102TNM_053043 NP_444271 Q96EV2 RBM33_HUMAN RRM. 1CATAAATGTGGCCCTGATCGT0.507

- 63 10166CSMD1_uc011kwj.1_Missense_Mutation_p.L2588P|CSMD1_uc010lrg.2_Missense_Mutation_p.L1150PNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 27. 25TAAATTGGCAAGGCAGGTGCG0.438

- 1 117 NM_001926 NP_001917 Q01524 DEF6_HUMAN 0AGTGGATCATCCTCAGCTTGG0.582

- 1 1198FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3GCTCGCCTGTCTGTGTCTTCA0.567

- 6 1088MSR1_uc010lsu.2_Missense_Mutation_p.G315D|MSR1_uc003wxa.2_Missense_Mutation_p.G297D|MSR1_uc003wxb.2_Missense_Mutation_p.G297D|MSR1_uc011kxz.1_Missense_Mutation_p.G71DNM_138715 NP_619729 P21757 MSRE_HUMANCollagen-like.|Extracellular (Potential). 1ACCTATTGGACCTGGAAATCC0.398

+ 15 2030FAM160B2_uc011kyy.1_RNANM_022749 NP_073586 Q86V87 F16B2_HUMAN 0AGCCTATTCTCCGTGTTGGTG0.642

+ 2 653RHOBTB2_uc003xcp.2_Missense_Mutation_p.T61I|RHOBTB2_uc011kzp.1_Missense_Mutation_p.T46INM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN Rho-like. p.T39T(1) 2TGCAATGCCACCCTCACCCAG0.582

- 5 463STMN4_uc003xfj.2_Missense_Mutation_p.A144T|STMN4_uc011lai.1_Missense_Mutation_p.A144T|STMN4_uc011laj.1_Missense_Mutation_p.A108T|STMN4_uc011lak.1_Missense_Mutation_p.A144T|STMN4_uc010luo.2_Missense_Mutation_p.A117TQ9H169 STMN4_HUMAN Potential. 2CGTTTCTCTGCTAGGTGTTTC0.493

- 3 8018 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7CTGGGTAATGGCATTGCCATT0.433

+ 7 2106TACC1_uc011lby.1_Missense_Mutation_p.S381F|TACC1_uc003xma.2_Missense_Mutation_p.S14F|TACC1_uc003xlz.2_Missense_Mutation_p.S381F|TACC1_uc003xmc.3_Missense_Mutation_p.S380F|TACC1_uc011lbz.1_Missense_Mutation_p.S563F|TACC1_uc003xmb.3_Missense_Mutation_p.S502F|TACC1_uc010lwo.1_Missense_Mutation_p.S109F|TACC1_uc003xmf.3_Missense_Mutation_p.S166F|TACC1_uc011lca.1_Missense_Mutation_p.S559F|TACC1_uc011lcb.1_Missense_Mutation_p.S352F|TACC1_uc011lcd.1_RNA|TACC1_uc003xmh.3_Missense_Mutation_p.S393F|TACC1_uc010lwq.2_Missense_Mutation_p.S393FNM_006283 NP_006274 O75410 TACC1_HUMAN 1CTGCTGGAGTCCTCTGCAGAG0.532

+ 11 991ADAM18_uc010lww.2_RNA|ADAM18_uc010lwx.2_Missense_Mutation_p.D307NNM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANPeptidase M12B.|Extracellular (Potential). 6AACATATGATGACATCACTCA0.318

- 4 751 NM_014420 NP_055235 Q9UBT3 DKK4_HUMANDKK-type Cys-2. 1ACTCTTAATCGAGCATGCTGC0.398

- 7 1605SLC20A2_uc010lxm.2_Missense_Mutation_p.G304D|SLC20A2_uc003xpe.2_Missense_Mutation_p.G304D|SLC20A2_uc011lcu.1_Missense_Mutation_p.G106DNM_006749 NP_006740 Q08357 S20A2_HUMANCytoplasmic (Potential). 2AGGGTGGCTGCCCGCAGAAGT0.612

- 14 1817_1818 NM_144651 NP_653252 A1KZ92 PXDNL_HUMANIg-like C2-type 4. 2CCCTGGTCAGGGAACCCTGCGT0.475

- 5 1015ST18_uc011ldq.1_5'UTR|ST18_uc011ldr.1_Missense_Mutation_p.A252T|ST18_uc011lds.1_Missense_Mutation_p.A192T|ST18_uc003xra.2_Missense_Mutation_p.A287T|ST18_uc003xrb.2_Missense_Mutation_p.A287TNM_014682 NP_055497 O60284 ST18_HUMAN 5GTCATTACTGCCAGGCTCTCG0.532

+ 4 2174 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GAAGAAAAAATCTCGACAGCA0.328

+ 4 5817 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AAAAACCAACCATTGCCTGGC0.398

- 2 759SDR16C5_uc010lyk.1_Missense_Mutation_p.E41K|SDR16C5_uc010lyl.1_Missense_Mutation_p.E41KNM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3AGGACTATTTCACCAGCAACG0.448

+ 4 580DNAJC5B_uc003xvt.1_RNANM_033105 NP_149096 Q9UF47 DNJ5B_HUMAN 0GTTTGGAGACGAAAACGTTAA0.448

- 7 2376SLCO5A1_uc010lzb.2_Missense_Mutation_p.V502I|SLCO5A1_uc011lfa.1_RNA|SLCO5A1_uc003xyk.2_Missense_Mutation_p.V557INM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANExtracellular (Potential).|Kazal-like. 4CCACAATTAACGTTGCAGCTT0.413

- 2 1171SLCO5A1_uc010lzb.2_Missense_Mutation_p.T155I|SLCO5A1_uc011lfa.1_RNA|SLCO5A1_uc003xyk.2_Missense_Mutation_p.T155I|SLCO5A1_uc010lzc.2_Missense_Mutation_p.T155INM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANExtracellular (Potential). 4CCTTTCAATGGTGGTAATTAC0.547

+ 3 2630 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7CTCGATGCCAGTGGCTCCCAG0.542

+ 10 1427CRISPLD1_uc011lfk.1_Missense_Mutation_p.G163D|CRISPLD1_uc011lfl.1_Missense_Mutation_p.G163DNM_031461 NP_113649 Q9H336 CRLD1_HUMAN LCCL 1. 2AATGATGGTGGCTGGGTAGAT0.333

+ 3 308HNF4G_uc003yap.1_Missense_Mutation_p.A13V|HNF4G_uc003yar.2_Missense_Mutation_p.A50VNM_004133 NP_004124 Q14541 HNF4G_HUMANNuclear receptor.|NR C4-type. 1TGTCTGTGTGCTATCTGTGGG0.448

+ 1 178 NM_152565 NP_689778 Q8N8Y2 VA0D2_HUMAN 0TATCAACCTGGTCCAGTGTGA0.483

- 5 689CNGB3_uc010maj.2_Splice_Site_p.D77_spliceNM_019098 NP_061971 Q9NQW8 CNGB3_HUMAN 3TTTGATAATACCTGTGTATGA0.378

- 5 453KIAA1429_uc003ygp.2_Missense_Mutation_p.P147LNM_015496 NP_056311 Q69YN4 VIR_HUMAN Pro-rich. 2 CTGGGGAggtggtggcggtgg0.323

+ 2 366 NM_024613 NP_078889 Q9H8W4 PKHF2_HUMAN PH. 2ATTGGAGAAGGAGTATTGACT0.363

+ 15 2582RIMS2_uc003ylp.2_Missense_Mutation_p.R1003C|RIMS2_uc003ylw.2_Missense_Mutation_p.R795C|RIMS2_uc003ylq.2_Missense_Mutation_p.R795C|RIMS2_uc003ylr.2_Missense_Mutation_p.R842CNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GGACAGACATCGTGTCATGGA0.393

+ 1 496 NM_003301 NP_003292 P34981 TRFR_HUMANHelical; Name=4; (Potential). 3GTATGCTCTGGTTCTTCTTGC0.408

- 3 599CSMD3_uc003ynt.2_Missense_Mutation_p.T107I|CSMD3_uc011lhx.1_Missense_Mutation_p.T147I|CSMD3_uc010mcx.1_Missense_Mutation_p.T147INM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 1. 63CACAGATTTGGTACTTGTCAC0.358

+ 9 1041 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 2.|Cytoplasmic (Potential). 11GGACCTGGTGGATCCCTTTGT0.507

- 11 786TATDN1_uc003yre.2_RNA|TATDN1_uc010mdm.2_Nonsense_Mutation_p.W201*|TATDN1_uc003yrf.2_Nonsense_Mutation_p.W284*NM_032026 NP_114415 Q6P1N9 TATD1_HUMAN 0GCCCACTTTCCCACTTCTTTT0.383

- 23 3122KIAA0196_uc011lir.1_Missense_Mutation_p.F783L|KIAA0196_uc003yru.1_Missense_Mutation_p.F505LNM_014846 NP_055661 Q12768 STRUM_HUMAN 2CAATGGCGGAAAAATAAATTT0.363

- 6 2126ZFAT_uc003yun.2_Missense_Mutation_p.Q639E|ZFAT_uc003yuo.2_Missense_Mutation_p.Q639E|ZFAT_uc010meh.2_Missense_Mutation_p.Q639E|ZFAT_uc010mei.2_RNA|ZFAT_uc003yuq.2_Missense_Mutation_p.Q639E|ZFAT_uc010mej.2_Missense_Mutation_p.Q589E|ZFAT_uc003yur.2_Missense_Mutation_p.Q639ENM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1AGGGGGCTCTGGGCGCCATGG0.587

- 13 3364FAM135B_uc003yux.2_Missense_Mutation_p.P966S|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.P627S|FAM135B_uc003yvb.2_Missense_Mutation_p.P627SNM_015912 NP_056996 Q49AJ0 F135B_HUMAN p.P1065P(1) 9TGGGTGATGGGAAACAGGGTC0.517 rs35639744

- 13 1727FAM135B_uc003yux.2_Nonsense_Mutation_p.W420*|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Nonsense_Mutation_p.W81*|FAM135B_uc003yvb.2_Nonsense_Mutation_p.W81*NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9TTGGCCAGTCCAACATTCATC0.473

- 11 1214FAM135B_uc003yux.2_Missense_Mutation_p.S249F|FAM135B_uc003yuz.2_RNANM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9GAAGGCCTCAGAAAACCTTCG0.383

- 4 1132 NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN 13CGATCTCCTTCTACACGAACG0.453

+ 3 792 NM_030895 NP_112157 Q9H7X3 ZN696_HUMAN C2H2-type 1. 0TTCCCGTGCGGCGCCTGTGGC0.687



+ 1 1234EEF1D_uc011lki.1_5'Flank|EEF1D_uc011lkj.1_5'Flank|EEF1D_uc003yyr.2_5'Flank|EEF1D_uc003yyt.2_5'Flank|EEF1D_uc011lkk.1_5'Flank|EEF1D_uc003yys.2_5'Flank|EEF1D_uc003yyv.2_5'Flank|EEF1D_uc003yyu.2_5'Flank|EEF1D_uc011lkl.1_5'FlankNM_032862 NP_116251 Q53EQ6 TIGD5_HUMAN 0GCTCTACCTGGCTGGCCTCTC0.687

- 24 3543 NM_017570 NP_060040 O14841 OPLA_HUMAN 0ACGCCGCTCACCGGCTCTCCA0.647

- 17 2381OPLAH_uc003zas.1_Missense_Mutation_p.E16KNM_017570 NP_060040 O14841 OPLA_HUMAN 0TCCAGACGCTCCTTGATGTTG0.647

- 23 2515 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1ACCCGCTGCCCCACAGGGAAG0.667

- 5 1010SLC39A4_uc003zcm.1_5'Flank|SLC39A4_uc003zcn.2_5'Flank|SLC39A4_uc003zco.2_Nonsense_Mutation_p.Q28*|SLC39A4_uc003zcp.2_Nonsense_Mutation_p.Q279*NM_130849 NP_570901 Q6P5W5 S39A4_HUMANExtracellular (Potential). 0CCACTCAGCTGCTGTTGGAGC0.662

- 17 2786 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0ACCCACCAAGGGCTGGCCTGC0.677

+ 20 2468DOCK8_uc010mgu.2_Missense_Mutation_p.E88K|DOCK8_uc010mgv.2_Missense_Mutation_p.E718K|DOCK8_uc010mgw.1_Missense_Mutation_p.E88K|DOCK8_uc003zgk.2_Missense_Mutation_p.E244K|DOCK8_uc003zgh.2_RNANM_203447 NP_982272 Q8NF50 DOCK8_HUMAN 6CTCCCGCCTGGAGCCGCTCGT0.607

+ 33 4793SMARCA2_uc003zhd.2_Missense_Mutation_p.P1547L|SMARCA2_uc010mha.2_Missense_Mutation_p.P1480L|SMARCA2_uc011llw.1_Missense_Mutation_p.P251L|SMARCA2_uc003zhf.2_Missense_Mutation_p.P229L|SMARCA2_uc011llx.1_Missense_Mutation_p.P211L|SMARCA2_uc003zhe.2_Missense_Mutation_p.P253L|SMARCA2_uc003zhg.2_Missense_Mutation_p.P211L|SMARCA2_uc010mhb.2_Missense_Mutation_p.P235LNM_003070 NP_003061 P51531 SMCA2_HUMAN 3AAAGCCAAACCTGTAGTGAGC0.498

- 10 2442GLIS3_uc003zhx.1_Missense_Mutation_p.A905T|GLIS3_uc010mhf.1_Missense_Mutation_p.A299T|GLIS3_uc003zhv.1_RNANM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1GCATCTTCAGCCCCGCTGCGG0.532

- 2 949 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3ATTATAGATTCAAAAACTCCA0.398

- 43 6233PTPRD_uc003zkp.2_Missense_Mutation_p.S1435L|PTPRD_uc003zkq.2_Missense_Mutation_p.S1434L|PTPRD_uc003zkr.2_Missense_Mutation_p.S1425L|PTPRD_uc003zks.2_Missense_Mutation_p.S1434L|PTPRD_uc003zkl.2_Missense_Mutation_p.S1832L|PTPRD_uc003zkm.2_Missense_Mutation_p.S1828L|PTPRD_uc003zkn.2_Missense_Mutation_p.S1430L|PTPRD_uc003zko.2_Missense_Mutation_p.S1431LNM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.22GCAATGGACTGAAATGGGTCC0.403

- 39 5566PTPRD_uc003zkp.2_Missense_Mutation_p.E1213K|PTPRD_uc003zkq.2_Missense_Mutation_p.E1212K|PTPRD_uc003zkr.2_Missense_Mutation_p.E1203K|PTPRD_uc003zks.2_Missense_Mutation_p.E1212K|PTPRD_uc003zkl.2_Missense_Mutation_p.E1610K|PTPRD_uc003zkm.2_Missense_Mutation_p.E1606K|PTPRD_uc003zkn.2_Missense_Mutation_p.E1208K|PTPRD_uc003zko.2_Missense_Mutation_p.E1209KNM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential). 22GCTGGCACTTCGGTATTTCCA0.408

+ 18 2669DENND4C_uc011lnc.1_Missense_Mutation_p.S209F|DENND4C_uc011lnd.1_Missense_Mutation_p.S167F|DENND4C_uc003znr.2_Missense_Mutation_p.S167F|DENND4C_uc003zns.2_Missense_Mutation_p.S61F|DENND4C_uc003znt.2_Missense_Mutation_p.S61FNM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2ACTTGTATGTCTGAAAGCACT0.453

+ 10 1160 NM_017794 NP_060264 Q5VW36 K1797_HUMAN 10ATTCAGCTTACCCAGATGAGT0.393

+ 10 2015SUGT1P1_uc010mjq.1_Intron|NFX1_uc011lnw.1_Missense_Mutation_p.P652S|NFX1_uc003zso.2_Missense_Mutation_p.P652S|NFX1_uc003zsp.1_Missense_Mutation_p.P652S|NFX1_uc010mjr.1_Missense_Mutation_p.P652S|NFX1_uc003zsr.2_Missense_Mutation_p.P652SNM_002504 NP_002495 Q12986 NFX1_HUMAN NF-X1-type 4. 1AGACTGTGGACCATGCTCTCG0.368

+ 2 942C9orf131_uc003zvu.2_Missense_Mutation_p.P257S|C9orf131_uc003zvv.2_Missense_Mutation_p.P232S|C9orf131_uc003zvx.2_Missense_Mutation_p.P270SNM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0CGCTGAGGCACCCACACAGTC0.537

+ 6 1295NPR2_uc010mlb.2_Missense_Mutation_p.P432LNM_003995 NP_003986 P20594 ANPRB_HUMANExtracellular (Potential). 3AAGGGGGCTCCTCCCTCGGAC0.582

- 2 1177 NM_014872 NP_055687 O15062 ZBTB5_HUMAN 2AACCACCACTCTCATGTGCTC0.502

- 2 600 NM_014872 NP_055687 O15062 ZBTB5_HUMAN 2CTCTGCTCCTGAACGCGCTCA0.547

- 3 1070FBXO10_uc004aac.2_Missense_Mutation_p.G357S|FBXO10_uc004aad.2_IntronNM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5CCATCACTACCCACCTCTGCC0.607

- 13 2121CNTNAP3_uc004abj.2_Missense_Mutation_p.A627S|CNTNAP3_uc011lqr.1_RNA|CNTNAP3_uc004abk.1_Missense_Mutation_p.A628S|CNTNAP3_uc011lqs.1_Missense_Mutation_p.A534S|CNTNAP3_uc004abl.1_Missense_Mutation_p.A447SNM_033655 NP_387504 Q9BZ76 CNTP3_HUMANFibrinogen C-terminal.|Extracellular (Potential). 1GTCCACGCGGCGTCTGCTGAG0.637 rs1758272

- 1 589RASEF_uc004amp.1_Missense_Mutation_p.D110NNM_152573 NP_689786 Q8IZ41 RASEF_HUMAN 3GCCGCCGCGTCCTCGTCGCCT0.741

- 11 1057SPTLC1_uc011ltv.1_Missense_Mutation_p.S340LNM_006415 NP_006406 O15269 SPTC1_HUMANCytoplasmic (Potential). 2GGGAGGTAACGAAGCTGAAAA0.428

- 3 430CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_Missense_Mutation_p.T122I|ECM2_uc011lty.1_Missense_Mutation_p.T122I|ECM2_uc004asg.2_Missense_Mutation_p.T122I|ECM2_uc011ltz.1_Missense_Mutation_p.T122I|ECM2_uc004asi.2_Missense_Mutation_p.T122INM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2GAGGCAGGTAGTGCAGGGCTC0.483

+ 5 595SUSD3_uc004atc.2_Missense_Mutation_p.D174NNM_145006 NP_659443 Q96L08 SUSD3_HUMANCytoplasmic (Potential). 6TCTCCACAGAGACCATGGTGA0.597

- 12 1055SLC35D2_uc010msd.2_RNA|SLC35D2_uc010mse.2_Missense_Mutation_p.G280S|SLC35D2_uc010msf.2_Missense_Mutation_p.G239S|SLC35D2_uc004awd.2_3'UTRNM_007001 NP_008932 Q76EJ3 S35D2_HUMANCytoplasmic (Potential). 0TTTTCTTCACCCACAGGTTTA0.453

- 7 1410TSTD2_uc004axo.2_Missense_Mutation_p.L82F|TSTD2_uc004axp.1_Missense_Mutation_p.L82FNM_139246 NP_640339 Q5T7W7 TSTD2_HUMAN Rhodanese. 2CTGCAATCAAGAAGGATAGTA0.353

- 6 945TRIM14_uc004ayf.1_Missense_Mutation_p.W216C|TRIM14_uc011luz.1_Missense_Mutation_p.W87C|TRIM14_uc011lva.1_Missense_Mutation_p.W90C|TRIM14_uc004ayg.1_Missense_Mutation_p.W309C|TRIM14_uc004ayh.1_Missense_Mutation_p.W309C|TRIM14_uc004ayi.1_Intron|TRIM14_uc004ayj.1_Missense_Mutation_p.W216CNM_033220 NP_150089 Q14142 TRI14_HUMAN B30.2/SPRY. 1CCAGCACTTGCCAGAGCGCGT0.746

- 15 2958TEX10_uc011lvf.1_Missense_Mutation_p.I754V|TEX10_uc011lvg.1_Missense_Mutation_p.I899VNM_017746 NP_060216 Q9NXF1 TEX10_HUMAN 2TGCCCAGTGATATACACGTTG0.438

- 2 1845GRIN3A_uc004bbq.1_Missense_Mutation_p.S415NNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7GTTCATCGTGCTGGGAATGAG0.478

- 1 1094GRIN3A_uc004bbq.1_Missense_Mutation_p.P165SNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7GAGGAGAAGGGCAAAAGTGGC0.597

- 10 2343SVEP1_uc010mua.1_Missense_Mutation_p.S669N|SVEP1_uc004beu.2_Missense_Mutation_p.S669NNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN HYR 2. 7CTCATCCCAGCTTGCGGCATG0.448

- 4 1115ZFP37_uc011lwz.1_Missense_Mutation_p.A378T|ZFP37_uc011lxa.1_Missense_Mutation_p.A364TNM_003408 NP_003399 Q9Y6Q3 ZFP37_HUMANC2H2-type 3; atypical. 2TCAGTGAGTGCATGTTTATGA0.413

- 1 160 NM_001244 NP_001235 P32971 TNFL8_HUMAN 6CCACATCACACCTTATCTCTC0.507

- 3 1413RALGPS1_uc004bqo.1_Intron|RALGPS1_uc011mab.1_Intron|RALGPS1_uc011mac.1_Intron|RALGPS1_uc004bqq.3_Intron|ANGPTL2_uc010mxg.1_Missense_Mutation_p.V3MNM_012098 NP_036230 Q9UKU9 ANGL2_HUMANFibrinogen C-terminal. 0TCGCACCACACCTGCATGAGG0.617

+ 2 942 NM_032728 NP_116117 Q8NBV4 PPAC3_HUMANHelical; (Potential). 1CTGGCGGTGCCCCTGCGTGTG0.677

+ 1 323 NM_000787 NP_000778 P09172 DOPO_HUMANDOMON.|Intragranular (Potential). 4GTGCTCTGGACCGATGGGGAC0.602

+ 3 815 NM_000093 NP_000084 P20908 CO5A1_HUMANTSP N-terminal.|Laminin G-like. 11GGACCACACGGGGAAGCCTGG0.627

+ 3 248FCN2_uc004cfh.1_Missense_Mutation_p.P42SNM_004108 NP_004099 Q15485 FCN2_HUMAN Collagen-like. p.P80L(1) 1CCCTGGACCTCCTGGGAAGGC0.617

- 4 722CARD9_uc011mdw.1_Missense_Mutation_p.A186T|CARD9_uc011mdx.1_Missense_Mutation_p.A82T|CARD9_uc010nbj.2_Missense_Mutation_p.A186TNM_052813 NP_434700 Q9H257 CARD9_HUMAN Potential. 3AGGCGCATGGCCAGGTCGTAG0.692

- 22 3566NOTCH1_uc004cia.1_Missense_Mutation_p.S419FNM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 31; calcium-binding (Potential).856GCAGGGGTGGGAGAGGCACTC0.692

- 3 296LCN10_uc004civ.2_5'Flank|LCN10_uc011med.1_5'Flank|LCN10_uc010nbq.2_5'Flank|LCN10_uc011mee.1_5'Flank|LCN10_uc011mef.1_5'Flank|LCN10_uc004ciw.2_RNA|uc004ciz.1_5'FlankNM_198946 NP_945184 P62502 LCN6_HUMAN 0GTCCATGACACTCTGGTCACA0.612

- 16 2469ABCA2_uc011mel.1_Missense_Mutation_p.G775D|ABCA2_uc004ckl.1_Missense_Mutation_p.G705D|ABCA2_uc004ckm.1_Missense_Mutation_p.G805D|ABCA2_uc004ckn.1_RNANM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0AAGCACCTGGCCGTACTTCAG0.602

- 3 238DPP7_uc011meq.1_Missense_Mutation_p.A93VNM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0AAGAAGATGGGCCCCTCGCCC0.527

+ 5 1011EHMT1_uc004coa.2_Missense_Mutation_p.G325D|EHMT1_uc004cob.1_Missense_Mutation_p.G294D|EHMT1_uc010ncn.1_RNANM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3TCCACTGTGGGTTCCAAGGTA0.448

- 5 5607 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TGTTATAAAGGAGATAGAACT0.512

- 5 3479 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TTCTTAACTGGAGACATACTG0.502



+ 1 1946 NM_182699 NP_874358 Q86TM3 DDX53_HUMAN 3ATCAAGAAAACCTGGACAAAG0.378

+ 1 499 NM_181532 NP_853510 Q7Z444 RASE_HUMAN 5AAGGAGTTGACCCTGGACAGT0.602

- 1 298 NM_018159 NP_060629 Q96G61 NUD11_HUMANNudix hydrolase. 0CCGGCACGATCCAGCGGTCCG0.692

- 5 1750IQSEC2_uc004dsc.2_Missense_Mutation_p.P312SNM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN 3AGGTAGAGGGGAAGATCACTG0.632

- 4 533SNX12_uc004dyp.1_RNA|uc004dyq.2_5'FlankNM_013346 NP_037478 Q9UMY4 SNX12_HUMAN 0GACGTAGTTCCTGTCAATTGC0.507

- 1 513NAP1L2_uc011mqj.1_IntronNM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1CCAAGCCCAGCGGCAGCTTCT0.567

- 3 424 RAB9B_uc004eli.1_IntronNM_016370 NP_057454 Q9NP90 RAB9B_HUMAN 3TCCAGATCTCGATTTAAGAAC0.498

- 1 652 NM_003604 NP_003595 O14654 IRS4_HUMAN 10CCGAGCGTGCCGCAGCGGCGG0.657

- 14 1863SMARCA1_uc004eup.3_Missense_Mutation_p.A572T|SMARCA1_uc011muk.1_Missense_Mutation_p.A584T|SMARCA1_uc011mul.1_Missense_Mutation_p.A572TNM_003069 NP_003060 P28370 SMCA1_HUMANHelicase C-terminal. 4TCAGCACTTGCCAGGTTAATT0.368

+ 18 2346SAGE1_uc010nry.1_Missense_Mutation_p.E696K|SAGE1_uc011mvv.1_Missense_Mutation_p.E351KNM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3CCAGGAGGAGGAGATGGAAAA0.428

- 3 770ARHGEF6_uc011mwd.1_5'UTR|ARHGEF6_uc011mwe.1_5'UTRNM_004840 NP_004831 Q15052 ARHG6_HUMAN CH. 0GACAGCTAAAAGAGTACTCAG0.393

- 9 1280RBMX_uc004fac.1_5'Flank|RBMX_uc011mwf.1_Intron|RBMX_uc004fad.1_3'UTR|RBMX_uc011mwg.1_Missense_Mutation_p.Y318C|RBMX_uc004faf.1_Missense_Mutation_p.Y218C|RBMX_uc010nsf.1_Missense_Mutation_p.Y318C|RBMX_uc004fag.1_Missense_Mutation_p.Y229CNM_002139 NP_002130 P38159 HNRPG_HUMAN 1TGGAGGAGGGTACCCCCTTTC0.567

- 2 236 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 AATATTATTGGATATTCTGAT0.383

- 1 577HAUS7_uc004fhl.2_RNA|HAUS7_uc004fhm.2_RNA|HAUS7_uc004fhn.1_Missense_Mutation_p.G7R|HAUS7_uc004fhp.1_RNA|HAUS7_uc011myq.1_RNANM_017518 NP_059988 Q99871 HAUS7_HUMAN 0TTTCGCGCTCCGAGCCGCGCC0.721

- 7 1264FLNA_uc010nuu.1_Missense_Mutation_p.N339HNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 1. 6AAGGTGCGGTTCTTGTCGTTA0.622

- 14 3706 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGTCCTACGTCCTTTGTAAAT0.338

+ 6 960IL9R_uc010nvn.2_Splice_Site_p.G240_splice|IL9R_uc004fnu.1_Splice_Site_p.G296_spliceNM_002186 NP_002177 Q01113 IL9R_HUMAN 0AGAGACAAGGTGGGCACTGCT0.617

- 6 847KDM5D_uc011naz.1_Missense_Mutation_p.D187N|KDM5D_uc010nwy.2_Missense_Mutation_p.D130N|KDM5D_uc011nba.1_Missense_Mutation_p.D187N|KDM5D_uc004fuh.2_IntronNM_004653 NP_004644 Q9BY66 KDM5D_HUMAN 1 TATTCCTTATCTTTTACCTCA0.408

- 8 1137C1orf127_uc001arr.1_Nonsense_Mutation_p.R360*|C1orf127_uc001ars.1_Nonsense_Mutation_p.R352*NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1GATTCAGGTCGTTCAGGCCTC0.622 rs146743970

- 10 1754 NR_026567 0GTTGAGCAGCGGCTGAAACCC0.687 rs11260887

+ 8 1145_1146SERINC2_uc010ogg.1_Missense_Mutation_p.P312L|SERINC2_uc001bst.2_Missense_Mutation_p.P311L|SERINC2_uc001bsu.2_Missense_Mutation_p.P256L|SERINC2_uc001bsv.2_Missense_Mutation_p.P256LNM_178865 NP_849196 Q96SA4 SERC2_HUMAN 0GTGGCAGGCCCCGAGGGCTATG0.589

+ 11 1953ZMYM1_uc001byn.2_Missense_Mutation_p.F602Y|ZMYM1_uc010ohu.1_Missense_Mutation_p.F583Y|ZMYM1_uc001byo.2_Missense_Mutation_p.F242Y|ZMYM1_uc009vut.2_Missense_Mutation_p.F527YNM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0GAAGAAACATTTCGACTTATG0.308

+ 3 331 NM_007102 NP_009033 Q16661 GUC2B_HUMAN 0CGACGACTGTGAGCTGTGTGT0.627

+ 9 1592PGM1_uc010ooy.1_Missense_Mutation_p.S263L|PGM1_uc010ooz.1_Missense_Mutation_p.S478LNM_002633 NP_002624 P36871 PGM1_HUMAN 3AAGCAGTTCTCAGCAAATGAC0.473

+ 2 247CLCA4_uc009wct.2_5'UTR|CLCA4_uc009wcu.2_5'UTRNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2GAAGCCACAGAAAAAAGATTT0.328

- 11 1731COL11A1_uc001duk.2_Splice_Site|COL11A1_uc001dum.2_Splice_Site_p.R483_splice|COL11A1_uc001dun.2_Splice_Site_p.R432_splice|COL11A1_uc009weh.2_Splice_Site_p.R355_spliceNM_001854 NP_001845 P12107 COBA1_HUMAN 12CATTCACTTACCCTATCGCCA0.403

+ 4 1008 NM_020440 NP_065173 Q9P2B2 FPRP_HUMANIg-like C2-type 3.|Extracellular (Potential). 1GTCTGTGGCTGAAGGAAAGGA0.493

+ 9 1128NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.G220E|ITGA10_uc009wiw.2_Missense_Mutation_p.G208E|ITGA10_uc010oyw.1_Missense_Mutation_p.G296ENM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential). 8GATGCACTAGGAGATCGGATT0.473

+ 8 1567BCL9_uc010ozr.1_Missense_Mutation_p.R202QNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6CCCCTGGACCGGGAGAGTCCT0.592

+ 2 228TARS2_uc010pcd.1_RNA|TARS2_uc001eur.2_Missense_Mutation_p.V74A|TARS2_uc009wlt.2_5'UTR|TARS2_uc009wls.2_Missense_Mutation_p.V74ANM_025150 NP_079426 Q9BW92 SYTM_HUMAN 1ATTGATGCTGTGGCATGGAAC0.502

- 5 767NUP210L_uc010peh.1_Missense_Mutation_p.R232QNM_207308 NP_997191 Q5VU65 P210L_HUMAN p.R232*(1) 11TTCATGAATTCGAACTTTTAC0.368

- 2 990ADAR_uc001ffj.2_Missense_Mutation_p.S264G|ADAR_uc001ffi.2_Missense_Mutation_p.S264G|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACTGTCTGGTCTT0.488

- 8 879_880APOA1BP_uc010php.1_Intron|GPATCH4_uc001fpl.2_Missense_Mutation_p.E276KNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1CTATTCAATTCCCCAAGCCCAC0.485

+ 15 1826C1orf92_uc001fql.2_3'UTRNM_144702 NP_653303 Q8N4P6 LRC71_HUMAN 0ACTCAGGGAGGATGAGGCCAT0.562

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANCytoplasmic (Potential). 1GGGCTATGATCGCTATATGGC0.527

- 6 981C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANSushi 2.|Extracellular (Potential). 5TAGTTCAAATCCTTCTTCACA0.473

+ 5 1010 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23GATTGAAATTCGCAATCCTTT0.358

- 6 930 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3TGAACTATTTCTCCATGACGA0.368

- 27 3258RAB3GAP2_uc001hmf.2_RNA|RAB3GAP2_uc001hmg.2_Missense_Mutation_p.R612C|RAB3GAP2_uc001hmh.2_Translation_Start_SiteNM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1ACAAAAAAACGTGCTTCCTTA0.308

+ 3 1031 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0TCATCCTTCCAGAACGTCAGT0.522

+ 5 328EDARADD_uc001hxv.1_Missense_Mutation_p.P78LNM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0GATCCTCTTCCAGGTAAATGA0.294

- 3 499ZNF496_uc009xgv.2_Missense_Mutation_p.P12S|ZNF496_uc001icp.2_Missense_Mutation_p.P12S|ZNF496_uc010pyv.1_Missense_Mutation_p.P12SNM_032752 NP_116141 Q96IT1 ZN496_HUMAN 2CTTTCCTTCGGAGCCAAGACT0.592

+ 1 518 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMANExtracellular (Potential). 0CCCTTCTGTGGGCATCGCCAA0.552

- 2 327IL15RA_uc010qau.1_Missense_Mutation_p.N82I|IL15RA_uc001iiw.2_Missense_Mutation_p.N46I|IL15RA_uc001iix.2_Missense_Mutation_p.N46I|IL15RA_uc001iiy.2_IntronNM_002189 NP_002180 Q13261 I15RA_HUMANSushi.|Extracellular (Potential). 0GTGGGCGACATTCGTGGCCTT0.572

- 22 3153FRMD4A_uc009xjf.1_Missense_Mutation_p.R934HNM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN 3GGCGGTGGAACGCTGGTACCA0.701

- 23 2732NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2ATTGAAATATGATTTTGTGCT0.388

- 9 1215ANKRD26_uc001itg.2_Missense_Mutation_p.S67F|ANKRD26_uc009xku.1_Missense_Mutation_p.S348FNM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4CGACTTGTGGGAAGGTTTTGG0.403



- 15 1927ANK3_uc010qih.1_Missense_Mutation_p.E562Q|ANK3_uc001jkz.3_Missense_Mutation_p.E573Q|ANK3_uc001jlb.1_Missense_Mutation_p.E108Q|ANK3_uc001jlc.1_Missense_Mutation_p.E240QNM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 16. 19TTGGCGACTTCAAGCTTTCCA0.363

- 12 1606HERC4_uc009xpq.2_5'UTR|HERC4_uc001jnf.3_RNA|HERC4_uc001jnh.3_Missense_Mutation_p.S432F|HERC4_uc009xpr.2_Missense_Mutation_p.S432F|HERC4_uc001jni.3_Missense_Mutation_p.S176F|HERC4_uc001jnj.2_Missense_Mutation_p.S432FNM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN 3GCAACCAGAGGAAGAAAACGT0.244

- 8 861PBLD_uc001jnr.1_Missense_Mutation_p.P187S|PBLD_uc001jnt.1_Missense_Mutation_p.P220S|PBLD_uc001jnu.1_Missense_Mutation_p.P220S|PBLD_uc001jnv.1_3'UTRNM_022129 NP_071412 P30039 PBLD_HUMAN 3CCAACCCACGGTGCAAAATAT0.448

+ 34 4767C10orf105_uc001jsb.1_5'Flank|CDH23_uc001jsc.1_Missense_Mutation_p.A271TNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 14.|Extracellular (Potential). 11TGGCAACATCGCGGGGGCCTT0.602

+ 17 2544ZMIZ1_uc001kag.2_Nonsense_Mutation_p.Q534*NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4GCACGTGTGCCAGCCGGGCCG0.677

+ 3 549TMEM20_uc001kji.2_Intron|TMEM20_uc001kjf.1_Missense_Mutation_p.T162M|TMEM20_uc001kjh.2_Intron|TMEM20_uc010qnw.1_Missense_Mutation_p.T146M|TMEM20_uc001kjj.2_IntronNM_001134658 NP_001128130 Q2M3R5 TMM20_HUMANHelical; (Potential).|DUF6 1. 1ACAGTTATCACGTTTAGCAGT0.438

+ 17 4988PLCE1_uc010qnx.1_Missense_Mutation_p.H1436Y|PLCE1_uc001kjm.2_Missense_Mutation_p.H1144YNM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3CATCATTTATCATGGACATAC0.423

- 4 652CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R116Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R100Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R84Q|CYP2C8_uc010qod.1_Missense_Mutation_p.R100QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0ATAATCAAATCGTTTCTGGAA0.388

- 4 731 TLL2_uc009xvf.1_IntronNM_012465 NP_036597 Q9Y6L7 TLL2_HUMANMetalloprotease (By similarity). 3AAGTTCCCTCCAATGACGTAG0.572

- 1 196 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMANHelical; Name=2; (Potential). 4AAGTGCATTGGGCGGTGCAGG0.567

+ 1 493HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004750 NP_001004750 Q9H340 O51B6_HUMANExtracellular (Potential). 2ACACTGGTTTCCCTACTGTCG0.488

- 2 1185BDNFOS_uc001mrm.2_Intron|BDNFOS_uc009yij.2_Intron|BDNFOS_uc009yik.2_Intron|BDNFOS_uc009yil.2_Intron|BDNFOS_uc001mrp.2_Intron|BDNFOS_uc009yim.2_Intron|BDNFOS_uc009yin.2_Intron|BDNFOS_uc009yio.2_Intron|BDNFOS_uc009yip.2_Intron|BDNFOS_uc001mrn.2_Intron|BDNFOS_uc009yiq.2_Intron|BDNFOS_uc001mro.2_Intron|BDNFOS_uc009yir.2_Intron|BDNFOS_uc009yis.2_Intron|BDNFOS_uc009yit.2_Intron|BDNFOS_uc009yiu.2_Intron|BDNFOS_uc009yiv.2_Intron|BDNFOS_uc009yiw.2_Intron|BDNFOS_uc009yix.2_Intron|BDNFOS_uc009yiy.2_Intron|BDNFOS_uc009yiz.2_Intron|BDNFOS_uc001mrq.3_Intron|BDNFOS_uc001mrr.3_Intron|BDNFOS_uc009yja.2_Intron|BDNFOS_uc009yjb.2_Intron|BDNF_uc010rdv.1_Missense_Mutation_p.E112K|BDNF_uc001mrt.2_Missense_Mutation_p.E127K|BDNF_uc010rdw.1_Missense_Mutation_p.E112K|BDNF_uc009yjd.2_Missense_Mutation_p.E112K|BDNF_uc001mru.2_Missense_Mutation_p.E112K|BDNF_uc010rdx.1_Missense_Mutation_p.E112K|BDNF_uc010rdy.1_Missense_Mutation_p.E112K|BDNF_uc009yjg.2_Missense_Mutation_p.E112K|BDNF_uc009yje.2_Missense_Mutation_p.E194K|BDNF_uc009yjf.2_Misse !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0TTTTTGTATTCCTCCAGCAGA0.522

+ 24 3427TTC17_uc010rfj.1_Missense_Mutation_p.R1138Q|TTC17_uc001mxl.2_Missense_Mutation_p.R194Q|TTC17_uc001mxm.2_Missense_Mutation_p.R119QNM_018259 NP_060729 Q96AE7 TTC17_HUMAN 5AAGAAGGGACGGCGCTCTCCT0.428 rs143797065

+ 1 48 NM_001001952 NP_001001952 Q8NGL1 OR5DI_HUMANExtracellular (Potential). 3TCACCCTCTTGGGCTTCTCAG0.433

+ 1 285_286 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2TTTCCTTTACGGGCTGCTTTGC0.446

+ 7 1951NPAS4_uc010rpc.1_Missense_Mutation_p.A382VNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0TTGGCCCTAGCCCAGCTCCGG0.587

- 19 3080PITPNM1_uc001olw.2_Missense_Mutation_p.S246L|PITPNM1_uc001oly.2_Missense_Mutation_p.S964L|PITPNM1_uc001olz.2_Missense_Mutation_p.S963LNM_004910 NP_004901 O00562 PITM1_HUMAN 3CCACTTGCCCGACAGCGGCTG0.647

+ 24 3303MYO7A_uc010rsl.1_Missense_Mutation_p.G1011R|MYO7A_uc010rsm.1_Missense_Mutation_p.G1000R|MYO7A_uc001oyc.2_Missense_Mutation_p.G1011R|MYO7A_uc001oyd.2_Missense_Mutation_p.G351R|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.G222RNM_000260 NP_000251 Q13402 MYO7A_HUMAN 4CTACTTCCAGGGGACAACCAC0.602

+ 5 776NNMT_uc001pos.1_Missense_Mutation_p.P171LNM_006169 NP_006160 P40261 NNMT_HUMAN 1GCCGCCTGCCCAGACCTCCCC0.632

+ 7 1375PHLDB1_uc010ryh.1_Missense_Mutation_p.A340V|PHLDB1_uc001pts.2_Missense_Mutation_p.A341V|PHLDB1_uc001ptt.2_Missense_Mutation_p.A341V|PHLDB1_uc001ptu.1_RNA|PHLDB1_uc001ptv.1_Missense_Mutation_p.A141V|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0ACTGTCTTGGCGGAGGCCCGG0.657

+ 1 722 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMANHelical; Name=6; (Potential). 2CAGACCTGTGCCTCCCACTGT0.547

+ 2 315 NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3GCTCCGCCATCGACAGCTGGG0.622

- 2 768 NM_004054 NP_004045 Q16581 C3AR_HUMANExtracellular (Potential). 1AAGACAGTGGGGACTGTCCAA0.408

- 1 157PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_176889 NP_795370 P59543 T2R20_HUMANHelical; Name=2; (Potential). 0ACTCTGGAGACTGCCAGAGCA0.343

+ 15 2016 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANHelical; Name=12; (Potential). 8 CTCATCACTTGttttatatat0.289

+ 3 1295ALG10B_uc001rlo.3_Missense_Mutation_p.D356N|ALG10B_uc010skk.1_Missense_Mutation_p.D326NNM_001013620 NP_001013642 Q5I7T1 AG10B_HUMANHelical; (Potential). 3GAGTATAGCTGACTCATTGAA0.308

- 3 1660 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMAN 6GCAAGTACCTCTTTGTATGAA0.328

+ 4 766ANKRD33_uc001rzh.3_3'UTR|ANKRD33_uc001rzd.2_Nonsense_Mutation_p.Q198*|ANKRD33_uc001rze.2_Nonsense_Mutation_p.Q63*|ANKRD33_uc001rzg.3_5'UTR|ANKRD33_uc001rzi.3_Nonsense_Mutation_p.Q63*NM_001130015 NP_001123487 Q7Z3H0 ANR33_HUMAN 0ACGCCGGGACCAGCGGGGGCT0.652

+ 5 851KRT7_uc009zmf.1_Missense_Mutation_p.D242NNM_005556 NP_005547 P08729 K2C7_HUMANRod.|Linker 12. 0CCAGATCTCCGACACATCTGT0.592

- 6 1180 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1ATCTCGTTCCGTATGTTGCGC0.552

+ 1 244 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMANExtracellular (Potential). 1TACCTGTGTTCCAAGATTCTT0.363

- 6 2024DNAJC14_uc001shu.1_Missense_Mutation_p.G607D|DNAJC14_uc009zob.1_Missense_Mutation_p.G607DNM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4TGGGGAGATACCTACACGCTG0.468

- 22 2990GRIP1_uc010sta.1_Missense_Mutation_p.R861W|GRIP1_uc001stj.2_Missense_Mutation_p.R684W|GRIP1_uc001stl.1_Missense_Mutation_p.R794W|GRIP1_uc001stm.2_Missense_Mutation_p.R902WNM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2GTGTTGCTCCGAGTTGTTTGG0.537

- 3 572MDM1_uc010stc.1_Missense_Mutation_p.V146L|MDM1_uc009zqv.1_Intron|MDM1_uc001sua.3_Missense_Mutation_p.V146L|MDM1_uc010std.1_3'UTRNM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5TTTTCATTAACTGGTGTATGG0.408

+ 5 437RAP1B_uc010ste.1_Missense_Mutation_p.D26N|RAP1B_uc001suc.2_Missense_Mutation_p.D92N|RAP1B_uc010stf.1_Missense_Mutation_p.D73N|RAP1B_uc010stg.1_Missense_Mutation_p.D50N|RAP1B_uc010sth.1_Missense_Mutation_p.D50N|RAP1B_uc010sti.1_IntronNM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0CACATTTAACGATTTACAAGA0.328

+ 1 198ZDHHC17_uc001syi.1_RNA|ZDHHC17_uc001syj.2_RNANM_015336 NP_056151 Q8IUH5 ZDH17_HUMANCytoplasmic (Potential). 0ACCAAGATGGCGGACGGCCCG0.672

- 9 1343NR2C1_uc010suu.1_Missense_Mutation_p.E363K|NR2C1_uc001tdo.3_Missense_Mutation_p.E363K|NR2C1_uc001tdn.3_Missense_Mutation_p.E363KNM_003297 NP_003288 P13056 NR2C1_HUMAN 1CCCTCTTTTTCGGTGTAATTT0.428

+ 5 731SLC25A3_uc001tfm.2_Missense_Mutation_p.A203V|SLC25A3_uc001tfn.2_Missense_Mutation_p.A203V|SLC25A3_uc001tfp.2_Missense_Mutation_p.A203V|SLC25A3_uc001tfq.2_Missense_Mutation_p.A73V|SLC25A3_uc001tfr.2_Missense_Mutation_p.A204V|SLC25A3_uc001tfs.2_Missense_Mutation_p.A160V|SLC25A3_uc009ztn.2_Missense_Mutation_p.A203V|SLC25A3_uc001tft.2_Missense_Mutation_p.A203V|SNORA53_uc001tfu.1_5'FlankNM_005888 NP_005879 Q00325 MPCP_HUMANSolcar 2.|Mitochondrial matrix (Potential). 0AGGGATGCAGCTCCCAAAATG0.373

- 2 1546 NM_006825 NP_006816 Q07065 CKAP4_HUMAN 0CTCTTCAGCTCCTCCACGTCA0.657

- 35 4513CIT_uc001txh.1_Missense_Mutation_p.Q1006P|CIT_uc001txj.1_Missense_Mutation_p.Q1529PNM_007174 NP_009105 O14578 CTRO_HUMAN PH. 10CACCGGCCTCTGTCCAGCTTG0.313

- 9 1424FLT1_uc010aar.1_Missense_Mutation_p.S380F|FLT1_uc001usc.3_Missense_Mutation_p.S380F|FLT1_uc010tdp.1_Missense_Mutation_p.S380FNM_002019 NP_002010 P17948 VGFR1_HUMANIg-like C2-type 4.|Extracellular (Potential). 24ATAGCGAGCAGATTTCTCAGT0.403

- 2 1472SLC46A3_uc001usg.2_Nonsense_Mutation_p.R93*|SLC46A3_uc001usj.2_Nonsense_Mutation_p.R168*|SLC46A3_uc001ush.2_Nonsense_Mutation_p.R168*|SLC46A3_uc001usk.2_Nonsense_Mutation_p.R93*NM_181785 NP_861450 Q7Z3Q1 S46A3_HUMANCytoplasmic (Potential). 2ATAGCTATTCGAATTGTTTTT0.373

+ 7 1268SLAIN1_uc001vkk.1_Missense_Mutation_p.P332A|SLAIN1_uc001vkl.1_Missense_Mutation_p.P288A|SLAIN1_uc010thz.1_Missense_Mutation_p.P287A|SLAIN1_uc010aex.1_Missense_Mutation_p.P174A|SLAIN1_uc010aey.1_Missense_Mutation_p.P174A|SLAIN1_uc001vkm.2_Missense_Mutation_p.P288ANM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2GCCTCCAAAGCCTCTGTCTTC0.393

- 7 1053RBM26_uc001vky.2_Missense_Mutation_p.P347S|RBM26_uc001vla.2_Missense_Mutation_p.P347S|RBM26_uc001vkx.2_Missense_Mutation_p.P59S|RBM26_uc001vlb.1_RNANM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Pro-rich. 1GGAGGTGGGGGGAGTCCAGGA0.552

+ 8 1066FARP1_uc001vnh.2_Missense_Mutation_p.V244INM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN FERM. 2CAATCTGGCCGTTGCCAACAC0.537

- 8 845DOCK9_uc001vnw.2_Missense_Mutation_p.D263N|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.D264N|DOCK9_uc010tis.1_Missense_Mutation_p.D263N|DOCK9_uc010tit.1_Missense_Mutation_p.D264N|DOCK9_uc010afu.1_Missense_Mutation_p.D79NNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1ACTTCACTGTCTGCTGCCAAG0.398

+ 4 669 NDRG2_uc010tll.1_IntronNM_173846 NP_776245 P59282 TPPP2_HUMAN 0TGGTTACAAGGGTTCTGGCAC0.542



- 15 1612IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_Missense_Mutation_p.P156L|IPO4_uc001wmx.1_Missense_Mutation_p.P358L|IPO4_uc001wmy.1_Missense_Mutation_p.P358L|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.P494LNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 4. 1CTTGGCCCGGGGACTGCTGGG0.627

- 4 406KCNH5_uc001xfy.2_Missense_Mutation_p.E119K|KCNH5_uc001xfz.1_Missense_Mutation_p.E61K|KCNH5_uc001xga.2_Missense_Mutation_p.E61KNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANPAC.|Cytoplasmic (Potential). 9ACCACCTTTTCATGTTCATTT0.378

+ 64 12657SYNE2_uc001xgl.2_Missense_Mutation_p.L4143F|SYNE2_uc010apy.2_Missense_Mutation_p.L528F|SYNE2_uc010apz.1_Missense_Mutation_p.L35FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14TTGGTCTTCACTTTGGAAGCA0.473

- 15 2626 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TGCCACAGCCGCTTGGCCTCC0.612

- 12 2683SMEK1_uc001xzm.2_Missense_Mutation_p.I608V|SMEK1_uc001xzo.2_Missense_Mutation_p.I608V|SMEK1_uc010atz.2_Missense_Mutation_p.I382V|SMEK1_uc001xzp.1_RNANM_032560 NP_115949 Q6IN85 P4R3A_HUMAN 0TAATTTTCAATTACATGAGCA0.289

+ 2 149PPP2R5C_uc001ykj.3_Missense_Mutation_p.G18E|PPP2R5C_uc001ykk.2_Missense_Mutation_p.G18ENM_001161725 NP_001155197 Q13362 2A5G_HUMAN 2GGGAAGAGTGGAAAAAGTTCA0.353

- 6 710AHNAK2_uc001ypx.2_Missense_Mutation_p.P97LNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TTCATCCTGTGGGGCAGGGAG0.542

+ 6 574 CHP_uc010bcd.1_5'FlankNM_007236 NP_009167 Q99653 CHP1_HUMAN EF-hand 3. 1CATGATGGTCGGAGTAAATAT0.473

+ 21 7610MGA_uc010ucz.1_Nonsense_Mutation_p.Q2268*|MGA_uc010uda.1_Nonsense_Mutation_p.Q1093*NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12ACTAACAGATCAGGCAGACAA0.363

- 30 4203MYO5A_uc002abx.3_Splice_Site_p.R1320_splice|MYO5A_uc010ugd.1_Splice_Site_p.R69_splice|MYO5A_uc002aca.1_Splice_Site_p.R72_splice|MYO5A_uc002acb.1_Splice_Site_p.R72_splice|MYO5A_uc002acc.1_Splice_Site_p.R69_spliceNM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN 4GATCAACTTACCTATTTGTTT0.303

- 2 279ARPP19_uc002ace.1_Missense_Mutation_p.R52QNM_006628 NP_006619 P56211 ARP19_HUMAN 0TTTCTGCAACCGTTTCCTTAA0.403

+ 2 287PIAS1_uc010ujx.1_Missense_Mutation_p.R64QNM_016166 NP_057250 O75925 PIAS1_HUMANNuclear localization signal (Potential). 2TATAGGCGGCGGTTCCCACAG0.483

+ 14 2002NOX5_uc002arp.1_Missense_Mutation_p.A643V|NOX5_uc002arq.1_Missense_Mutation_p.A615V|NOX5_uc010bid.1_Missense_Mutation_p.A626V|NOX5_uc002arr.1_Missense_Mutation_p.A633V|NOX5_uc010bie.1_Missense_Mutation_p.A461V|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANExtracellular (Potential). 2ATGGACCAGGCCGAGGAGGCT0.502

- 6 937RHCG_uc002bny.2_Missense_Mutation_p.G76S|RHCG_uc002boa.2_RNA|RHCG_uc010bnq.1_Missense_Mutation_p.G189SNM_016321 NP_057405 Q9UBD6 RHCG_HUMANHelical; (Potential). 1ATGAGGGCACCGTAAGGCATG0.617 rs146143065

+ 13 1556WDR93_uc010bnr.2_Missense_Mutation_p.M457I|WDR93_uc010upz.1_Missense_Mutation_p.M202INM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2AATCCCAAATGAAATGTGTGG0.488

- 5 932MLST8_uc002coz.2_3'UTR|MLST8_uc002cpa.2_3'UTR|MLST8_uc002cpb.2_3'UTR|MLST8_uc010uvx.1_3'UTR|MLST8_uc002cpc.2_3'UTR|MLST8_uc002cpd.2_3'UTR|MLST8_uc002cpe.2_3'UTR|MLST8_uc002cpg.2_3'UTR|MLST8_uc002cph.2_RNA|MLST8_uc002cpf.2_3'UTR|C16orf79_uc002cpi.1_Missense_Mutation_p.S220LNM_182563 NP_872369 Q6PL45 CP079_HUMANHelical; (Potential). 1AAAGCAGACCGACACGCAGAT0.637

- 5 952 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN NACHT. 6GTGTTGAGATCCCGGAAGGTC0.672

- 4 275 SRL_uc002cvy.3_RNANM_001098814 NP_001092284 Q86TD4 SRCA_HUMAN 5GTAATCTCTCCATCTGTGGGC0.468

- 11 1561ACSM1_uc002dhn.1_Intron|ACSM1_uc010bwg.1_Missense_Mutation_p.A498VNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2GCCCACCACGGCTGACTCCGC0.607

+ 2 493uc010vct.1_Intron|ATXN2L_uc010byl.1_Missense_Mutation_p.P109S|ATXN2L_uc002drb.2_Missense_Mutation_p.P109S|ATXN2L_uc002dqy.2_Missense_Mutation_p.P109S|ATXN2L_uc002dra.2_Missense_Mutation_p.P109S|ATXN2L_uc002dqz.2_Missense_Mutation_p.P109S|ATXN2L_uc010vdb.1_Missense_Mutation_p.P109S|ATXN2L_uc002dre.2_Missense_Mutation_p.P109S|ATXN2L_uc002drf.2_5'FlankNM_007245 NP_009176 Q8WWM7 ATX2L_HUMANInteraction with MPL. 2AAAGGGACCCCCACAGTCACC0.403

+ 8 800PHKG2_uc002dzi.1_Missense_Mutation_p.R240Q|PHKG2_uc002dzj.1_Missense_Mutation_p.R134QNM_000294 NP_000285 P15735 PHKG2_HUMANProtein kinase. 1TTCTGGCACCGGCGGCAGATC0.607 rs143915773

- 11 2304MYLK3_uc010vge.1_Missense_Mutation_p.D389NNM_182493 NP_872299 Q32MK0 MYLK3_HUMANProtein kinase. 7GCATCAAAATCCCAGCTACAG0.468

- 3 580 NM_001796 NP_001787 P55286 CADH8_HUMANExtracellular (Potential).|Cadherin 1. 9TCATTTATTTGAAATATGGTC0.418

- 9 1141SPATA22_uc010vrg.1_Missense_Mutation_p.R286C|SPATA22_uc010vrf.1_Missense_Mutation_p.S269L|SPATA22_uc002fvn.2_Missense_Mutation_p.R302C|SPATA22_uc002fvo.2_Missense_Mutation_p.R302C|SPATA22_uc002fvp.2_Missense_Mutation_p.R302C|SPATA22_uc010ckf.2_Missense_Mutation_p.R259CNM_032598 NP_115987 Q8NHS9 SPT22_HUMAN 0GGAAGTTCACGATCCTGTTTT0.348

- 48 7743ZZEF1_uc002fxg.1_5'FlankNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4CACAGGGTTCGATTCAGCAGT0.592

- 3 878CXCL16_uc002fyq.3_5'Flank|CXCL16_uc002fys.3_Missense_Mutation_p.L116F|ZMYND15_uc002fyv.2_5'Flank|ZMYND15_uc002fyt.2_5'Flank|ZMYND15_uc002fyu.2_5'FlankNM_022059 NP_071342 Q9H2A7 CXL16_HUMANExtracellular (Potential).|Chemokine. 0TTGAGATCAAGACAGCTCATC0.547

- 37 5472 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11AGGTCCTTCACCGTCTGCTCC0.557

- 19 2186 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13ATGCAGGACAAGCTCATGCTC0.493

- 30 4154_4155uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.R1343C|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14CAGTCGTGGCGGGAAGACTGCA0.52 rs145911509

+ 3 1399 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4GCGCGCGCAGCTCATCAAGCC0.637

+ 15 1860KSR1_uc002gzj.1_RNA|KSR1_uc002gzm.2_Missense_Mutation_p.P251LNM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4TGGGACATCCCCTTCGAGCAG0.716

+ 3 791 AATF_uc002hnj.2_RNA NM_012138 NP_036270 Q9NY61 AATF_HUMAN Glu-rich. 0AGAGTGGCATGGAAGAAGGGG0.517

- 8 768SLC25A39_uc002igm.2_Missense_Mutation_p.T197I|SLC25A39_uc002igo.2_Missense_Mutation_p.T197I|SLC25A39_uc010wiw.1_Missense_Mutation_p.T182I|SLC25A39_uc010czu.2_Missense_Mutation_p.T73I|SLC25A39_uc010wix.1_3'UTR|SLC25A39_uc010wiy.1_3'UTRNM_001143780 NP_001137252 Q9BZJ4 S2539_HUMAN Solcar 2. 1AGCCACTGCAGTTCGAACACA0.642

- 9 1389SPOP_uc002ipb.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipc.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipd.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipe.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipf.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipg.2_Nonsense_Mutation_p.E253*NM_003563 NP_003554 O43791 SPOP_HUMAN BTB. 6CACATCATTTCCTTAAAAACT0.383

+ 11 854BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Nonsense_Mutation_p.R249*|BCAS3_uc002iyw.3_Nonsense_Mutation_p.R245*|BCAS3_uc002iyx.1_Nonsense_Mutation_p.R64*|BCAS3_uc002iyy.3_Nonsense_Mutation_p.R20*NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5TCAGTTGATTCGATGTCATCA0.428

+ 3 459 NM_000727 NP_000718 Q06432 CCG1_HUMAN 0CCTGTCCCTCGGGAAGAAGAG0.612 rs142384274

+ 5 394AFMID_uc002jvb.3_Intron|AFMID_uc002juz.3_Missense_Mutation_p.G127SNM_001010982 NP_001010982 Q63HM1 AFMID_HUMAN 2AGTGGCTTACGGCATCGCCCC0.582

+ 5 1499 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0CCGTCAGTGTCCGTTCAGACC0.627

- 17 2758FASN_uc002kdw.1_Missense_Mutation_p.D97NNM_004104 NP_004095 P49327 FAS_HUMAN 1ACGCGACCGTCGAGGGTGTGG0.672

- 58 8407_8408LAMA1_uc002knk.2_Missense_Mutation_p.R102C|LAMA1_uc002knl.2_Missense_Mutation_p.R225C|LAMA1_uc010wzj.1_Missense_Mutation_p.R2248CNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 4. 21AAGTGGAGGCGGCCCCCGTGCA0.574

- 5 804ABHD3_uc002ktm.2_Intron|ABHD3_uc010xao.1_RNA|ABHD3_uc002ktk.2_5'UTRNM_138340 NP_612213 Q8WU67 ABHD3_HUMAN 1CCTTACCCTCCCATTGAAACC0.433

+ 1 124PSMA8_uc002kvo.2_Nonsense_Mutation_p.R4*|PSMA8_uc002kvp.2_Nonsense_Mutation_p.R4*|PSMA8_uc002kvr.2_5'UTRNM_144662 NP_653263 Q8TAA3 PSA7L_HUMAN 1GATGGCGTCTCGATATGACAG0.602

+ 15 2574DSG1_uc010xbp.1_Missense_Mutation_p.E147KNM_001942 NP_001933 Q02413 DSG1_HUMANCytoplasmic (Potential). 7CCTTCCTCAGGAAACAGAGCC0.488

- 11 2316KIAA1632_uc002lbo.1_Missense_Mutation_p.S739FNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0CAGGGAGGAGGAGAGCTGCTG0.577

+ 7 1794DCC_uc010xdr.1_Missense_Mutation_p.E251K|DCC_uc010dpf.1_Missense_Mutation_p.E58KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17ATGTGTGGCTGAAAATGAGGC0.438

- 12 6497 NM_052947 NP_443179 Q86TB3 ALPK2_HUMANAlpha-type protein kinase. 14TTAGCCAGCGTTGCTATGCCA0.498 rs149775332

+ 5 1025CDH7_uc002lka.2_Missense_Mutation_p.D234N|CDH7_uc002lkb.2_Missense_Mutation_p.D234NNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 2. 4TCAGGCAAAGGATATGGTTGG0.423



+ 37 5339ABCA7_uc002lqy.2_Missense_Mutation_p.M156K|ABCA7_uc010dsc.2_5'FlankNM_019112 NP_061985 Q8IZY2 ABCA7_HUMANHelical; (Potential). 9CTCATTGACATGGTGCGGAAC0.577

- 4 751BTBD2_uc002luo.1_5'UTRNM_017797 NP_060267 Q9BX70 BTBD2_HUMAN 2GTGATGGCGTCTGCAGTGTTT0.672

+ 2 418VAV1_uc010xjh.1_Splice_Site_p.K107_splice|VAV1_uc010dva.1_Splice_Site_p.K107_splice|VAV1_uc002mfv.1_Splice_Site_p.K52_spliceNM_005428 NP_005419 P15498 VAV_HUMAN 16ATTTTGGCAAGGTGAGCTGCAC0.51

- 3 14392 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGTGACACGTCCTTGACATCA0.488

+ 6 700 NM_138353 NP_612362 Q66K64 DCA15_HUMAN 1CCCCACCTTCCAGCCCGCCTT0.622

- 5 1866ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TTACTAAAGGCTTTGCCACAT0.383

- 5 920ZNF565_uc010ees.2_Missense_Mutation_p.R206K|ZNF565_uc002odo.2_Missense_Mutation_p.R271KNM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 4. 2TGTGTGAGTTCTTTGATGCAG0.463

- 1 97 NM_001080468 NP_001073937 Q0VAF6 SYCN_HUMAN 0GAGTGCTTGAGGTCGGCGGAG0.706

+ 18 1780ARHGEF1_uc002ory.2_Missense_Mutation_p.M524I|ARHGEF1_uc002orz.2_Missense_Mutation_p.M395I|ARHGEF1_uc002osa.2_Missense_Mutation_p.M572I|ARHGEF1_uc002osb.2_Missense_Mutation_p.M539I|ARHGEF1_uc002osc.2_Missense_Mutation_p.M311I|ARHGEF1_uc002osd.2_Missense_Mutation_p.M216I|ARHGEF1_uc002ose.2_Missense_Mutation_p.M1INM_004706 NP_004697 Q92888 ARHG1_HUMAN DH. 4TGAAGGACATGATCCCCACGG0.667

- 2 340PSG3_uc002ouf.2_RNA|PSG1_uc002oug.1_Intron|PSG3_uc010eil.2_Missense_Mutation_p.G92RNM_021016 NP_066296 Q16557 PSG3_HUMAN Ig-like V-type. 2TTCATTTGCCCTTTGTACCAG0.433

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

- 2 454NKG7_uc002pwk.2_Missense_Mutation_p.T60ANM_005601 NP_005592 Q16617 NKG7_HUMANHelical; (Potential). 1GCTGCGGTGGTTGAGACAAGC0.617

- 2 543SIGLEC6_uc002pwz.2_Nonsense_Mutation_p.W127*|SIGLEC6_uc002pxa.2_Nonsense_Mutation_p.W127*|SIGLEC6_uc010ydb.1_Nonsense_Mutation_p.W80*|SIGLEC6_uc010ydc.1_Nonsense_Mutation_p.W116*|SIGLEC6_uc010eoz.1_Nonsense_Mutation_p.W116*|SIGLEC6_uc010epb.1_Nonsense_Mutation_p.W80*|SIGLEC6_uc010epa.1_Nonsense_Mutation_p.W116*NM_001245 NP_001236 O43699 SIGL6_HUMANExtracellular (Potential). 1CGTATTTCATCCATTTGGACT0.537

+ 4 1821ZNF813_uc010eqq.1_IntronNM_001004301 NP_001004301 Q6ZN06 ZN813_HUMANC2H2-type 13. 1TCAAAAAGCACACCTTGCACG0.368

- 2 664ZNF835_uc010ygn.1_Missense_Mutation_p.G200SNM_001005850 NP_001005850 4AAGGCCTTGCCGCAGTCGGCG0.731

- 3 919A1BG_uc002qsf.1_Intron|ZNF497_uc002qsi.1_Missense_Mutation_p.R244W|uc002qsj.1_5'UTR|uc002qsk.1_5'FlankNM_198458 NP_940860 Q6ZNH5 ZN497_HUMAN 2GCGTGCGGCCGCGCGCCCGTG0.697

- 11 2916 NM_004304 NP_004295 Q9UM73 ALK_HUMANExtracellular (Potential). 1218CTGTCTTGGTGAATTTTCCCC0.468

+ 15 1657KLRAQ1_uc002rwj.2_Missense_Mutation_p.L491S|KLRAQ1_uc002rwl.2_Missense_Mutation_p.L445S|KLRAQ1_uc002rwk.2_Missense_Mutation_p.L491S|KLRAQ1_uc010yok.1_Missense_Mutation_p.L491SNM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN 1AGCAACAATTTGGACTACTTC0.343

+ 6 579ACTG2_uc010fey.2_Missense_Mutation_p.V153I|ACTG2_uc010yrn.1_Missense_Mutation_p.V110INM_001615 NP_001606 P63267 ACTH_HUMAN 0CACAGGCATCGTCCTGGATTC0.507

+ 10 1411SMYD1_uc002ssq.1_Intron|SMYD1_uc002sss.2_Missense_Mutation_p.P166LNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN 4AACAACCAGCCCATGCAGGTC0.602

+ 2 381 MERTK_uc002thl.1_IntronNM_006343 NP_006334 Q12866 MERTK_HUMANExtracellular (Potential).|Ig-like C2-type 1. 9GACCTCTGTCGAATCAAAGCC0.483

- 4 554 NM_032494 NP_115883 Q8N5P1 ZC3H8_HUMAN 0TTTCCAGGGCCAGGCCATTTT0.383

- 3 317PAX8_uc010yxu.1_Missense_Mutation_p.L51F|PAX8_uc010yxv.1_Missense_Mutation_p.L51F|PAX8_uc002tjm.2_Missense_Mutation_p.L51F|PAX8_uc002tjn.2_Missense_Mutation_p.L51F|PAX8_uc010fku.1_Missense_Mutation_p.L51F|LOC654433_uc002tjq.3_Intron|LOC654433_uc010fks.2_Intron|LOC654433_uc010fkt.2_Intron|LOC654433_uc002tjr.3_IntronNM_003466 NP_003457 Q06710 PAX8_HUMAN Paired. 2CTGACGCGGAGCTGGCGAGAG0.627

- 10 1205SCTR_uc002tlz.2_Nonsense_Mutation_p.Q149*NM_002980 NP_002971 P47872 SCTR_HUMANCytoplasmic (Potential). 3CTTGTTTCTTGGGTTCTAAGT0.328

- 14 2785NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GCCCCTGGGAGGTATTTTTGT0.458

- 2 451CXCR4_uc002tuy.2_Missense_Mutation_p.N123S|CXCR4_uc010fnk.2_Missense_Mutation_p.N104SNM_003467 NP_003458 P61073 CXCR4_HUMANHelical; Name=3. 3GCTGTAGAGGTTGACTGTGTA0.542

+ 9 3414MBD5_uc010zbs.1_RNA|MBD5_uc010fns.2_Missense_Mutation_p.P809L|MBD5_uc002twn.1_Missense_Mutation_p.P250LNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5TCCTTACATCCCAATCCACCT0.453

- 34 3806 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 30. 20CAATAGGAATCCAGCCAATGC0.453

+ 7 1246TANK_uc002ubs.2_Missense_Mutation_p.R363QNM_004180 NP_004171 Q92844 TANK_HUMAN 1AAAGCAATCCGAGGACCACAG0.413

- 275 70825uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17229K|TTN_uc010zfi.1_Missense_Mutation_p.R17162K|TTN_uc010zfj.1_Missense_Mutation_p.R17037KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GATTTCATTTCTTTTAACCAT0.423

- 259 57436uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R12766Q|TTN_uc010zfi.1_Missense_Mutation_p.R12699Q|TTN_uc010zfj.1_Missense_Mutation_p.R12574QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATGCCAAATCGGTTTTCAGC0.468

- 51 12415TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R725QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAAACTTATTCGGTATTTTTT0.473 rs146847928

- 63 11862DNAH7_uc002uti.3_Missense_Mutation_p.D404NNM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12CACTTACCATCCTCAGGAGGA0.413

+ 1 799 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1GCCTGGCCCCCACGAGGTGGC0.637

+ 2 250 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN 0TGGACACACCGTAAGTCCTGC0.632

- 8 724GPCPD1_uc002wmd.3_5'UTRNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN Poly-Asp. 0ACCCTATCATCGTCATCTTCC0.418

- 5 1501 NM_152611 NP_689824 Q8WUT4 LRRN4_HUMANExtracellular (Potential). 3AGTCCCCTCCCGTGCATCGCT0.672

- 2 234C20orf12_uc002wqr.3_RNA|C20orf12_uc002wqs.3_5'UTR|C20orf12_uc002wqq.3_Missense_Mutation_p.P9S|C20orf12_uc002wqu.1_RNA|C20orf12_uc010gct.1_RNA|POLR3F_uc002wqv.2_5'Flank|POLR3F_uc002wqw.2_5'Flank|POLR3F_uc002wqx.2_5'FlankNM_001099407 NP_001092877 Q9NVP4 CT012_HUMAN 1ATGATCTGAGGGACACACACT0.328

- 12 6122NCOA6_uc002xaw.2_Missense_Mutation_p.P1184LNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region. 7ATTTACAGGGGGTTGCTGGGG0.552

- 4 1501APCDD1L_uc010zzp.1_Missense_Mutation_p.D450NNM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1TCTGGGGTATCGGGACTTGAG0.612

+ 1 493GNASAS_uc002xzs.1_5'Flank|GNAS_uc002xzt.2_Intron|GNAS_uc002xzu.3_Intron|GNAS_uc010gjq.2_Intron|GNAS_uc002xzv.2_RNANM_080425 NP_536350 P63092 GNAS2_HUMAN 292GGCCTGTGGACCCCCAGAGGT0.632

+ 3 798TCEA2_uc011abr.1_Nonsense_Mutation_p.R21*|TCEA2_uc010gkq.2_Nonsense_Mutation_p.R21*|TCEA2_uc010gks.2_Nonsense_Mutation_p.R48*|TCEA2_uc010gkt.2_Nonsense_Mutation_p.R21*|TCEA2_uc010gku.1_Nonsense_Mutation_p.R21*NM_003195 NP_003186 Q15560 TCEA2_HUMANTFIIS N-terminal. 0GTAGTCCACCCGAGTCGGGAT0.617

- 14 1163TPTE_uc002yis.1_Splice_Site|TPTE_uc002yiq.1_Splice_Site_p.K247_splice|TPTE_uc002yir.1_Splice_Site_p.K227_splice|TPTE_uc010gkv.1_Splice_Site_p.K127_spliceNM_199261 NP_954870 P56180 TPTE_HUMAN 5AAGACCCTTACCTTGATTGGA0.313

- 3 603LIPI_uc010gkw.1_Missense_Mutation_p.G131ENM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2TGTTATTCTTCCAAGTTGACC0.284

+ 11 1984DYRK1A_uc002ywi.2_3'UTR|DYRK1A_uc002ywj.2_Missense_Mutation_p.T628A|DYRK1A_uc002ywl.2_3'UTR|DYRK1A_uc002ywm.2_3'UTR|DYRK1A_uc011aei.1_Missense_Mutation_p.T398ANM_001396 NP_001387 Q13627 DYR1A_HUMAN 4CAATTCTCCAACGAATAGCTC0.408

- 33 6235DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANCytoplasmic (Potential). 11AGGTTCCAAGCATGCTTGTCC0.572

+ 8 890SGSM1_uc003abh.2_Missense_Mutation_p.V245M|SGSM1_uc010guu.1_Missense_Mutation_p.V245M|SGSM1_uc003abj.2_Missense_Mutation_p.V245M|SGSM1_uc003abi.1_Missense_Mutation_p.V220M|SGSM1_uc003abf.2_Missense_Mutation_p.V245MNM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMAN 5CCGCGACTACGTGGAGTCCCT0.562



- 14 2808TFIP11_uc003acq.2_Missense_Mutation_p.D171N|TFIP11_uc003acs.2_Missense_Mutation_p.D812N|TFIP11_uc003act.2_Missense_Mutation_p.D812N|uc003acu.1_RNANM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0ACTCCCCGGTCGATGTAGATC0.572

+ 12 1597SFI1_uc003ald.1_Nonsense_Mutation_p.Q378*|SFI1_uc003alf.2_Intron|SFI1_uc003alg.2_Nonsense_Mutation_p.Q320*|SFI1_uc011alp.1_Nonsense_Mutation_p.Q320*|SFI1_uc011alq.1_Intron|SFI1_uc003alh.2_RNA|SFI1_uc010gwi.2_RNANM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 5. 1CGCTCATCTCCAGCAAATAAG0.468

+ 18 3689 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64GCCCCATGGATCTTTCTACCA0.393

- 1 88 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1CTCCTTCCTGCGGGCTGCCTG0.672

- 13 1690TTLL12_uc003bdp.2_Missense_Mutation_p.G146R|TTLL12_uc003bdr.1_Missense_Mutation_p.R553QNM_015140 NP_055955 Q14166 TTL12_HUMAN TTL. 1CGTGAAGGCCCGGAAGATCTC0.667

+ 14 1872SAPS2_uc003bky.1_Missense_Mutation_p.A484T|SAPS2_uc003bkz.1_Missense_Mutation_p.A484T|SAPS2_uc003blc.2_Missense_Mutation_p.A484T|SAPS2_uc003bla.1_Missense_Mutation_p.A485T|SAPS2_uc003bld.1_Missense_Mutation_p.A43TNM_014678 NP_055493 O75170 PP6R2_HUMAN 0CACACGGATCGCCAACGCGGT0.667 rs140951188

+ 5 1532BHLHE40_uc011asw.1_Missense_Mutation_p.E269KNM_003670 NP_003661 O14503 BHE40_HUMAN 1TTTAAACTTAGAAACCAAAGA0.478 rs147880359

- 22 2965GRIP2_uc010heh.2_RNA|GRIP2_uc011avh.1_Missense_Mutation_p.E520KNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1ACCTCCAGTTCCCTCAGCAGC0.627

- 22 3871TBC1D5_uc010heu.2_Nonsense_Mutation_p.Q323*|TBC1D5_uc010hev.2_Nonsense_Mutation_p.Q758*|TBC1D5_uc003cbe.2_Nonsense_Mutation_p.Q736*NM_014744 NP_055559 Q92609 TBCD5_HUMAN 1CGAAGAGGCTGGGCCTGGCCG0.587 rs150988847

+ 5 3340 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN Potential. 8CAAGACCCGGCGGGACAAGGA0.657

- 3 471ZNF717_uc003dpw.3_RNANM_001128223 NP_001121695 C9JSV9 C9JSV9_HUMAN 0TCCAGCATCACGTCCCTGTAC0.502 rs147946451

- 1 469LNP1_uc003dtx.3_5'Flank|LNP1_uc003dty.3_5'Flank|LNP1_uc011bhb.1_5'FlankNM_014820 NP_055635 O94826 TOM70_HUMANMitochondrial intermembrane (Potential). 1ACAGCGGCTGCGACCACCGCT0.716

+ 10 1082GRAMD1C_uc011bil.1_RNA|GRAMD1C_uc011bim.1_RNA|GRAMD1C_uc003ear.2_Missense_Mutation_p.H169Y|GRAMD1C_uc003eas.2_Missense_Mutation_p.H131Y|GRAMD1C_uc003eat.2_5'UTRNM_017577 NP_060047 Q8IYS0 GRM1C_HUMAN 3CCGTATTTTTCATATCAGTGC0.338

+ 16 1627SLC15A2_uc011bjn.1_Missense_Mutation_p.R461CNM_021082 NP_066568 Q16348 S15A2_HUMAN 1TCTTGTCATTCGTGAAGATGG0.398

- 14 2356 NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2CCTGAGCCCTGGCCAGGGGGC0.612

+ 8 761 NM_001870 NP_001861 P15088 CBPA3_HUMAN 2GAGAAAAAATCGTTCCAAGAA0.383

- 4 1922 BCHE_uc003fen.3_RNANM_000055 NP_000046 P06276 CHLE_HUMAN 4TCGTTAAATTGATTTTTCCAG0.333

+ 13 2826 NM_004443 NP_004434 P54753 EPHB3_HUMAN 11CCCCTCACCAGGGCGGGAAGA0.662

- 3 12753MUC4_uc003fva.2_5'Flank|MUC4_uc003fvb.2_5'Flank|MUC4_uc003fvc.2_5'Flank|MUC4_uc003fvd.2_5'Flank|MUC4_uc003fve.2_5'Flank|MUC4_uc010hzr.2_5'Flank|MUC4_uc011btf.1_Intron|MUC4_uc011btg.1_Intron|MUC4_uc011bth.1_Intron|MUC4_uc011bti.1_Intron|MUC4_uc011btj.1_Intron|MUC4_uc011btk.1_Intron|MUC4_uc011btl.1_Intron|MUC4_uc011btm.1_Intron|MUC4_uc011btn.1_Intron|MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0GCTGGTGACAGGAAGAGGGGT0.587

- 8 796PCYT1A_uc003fwh.2_Missense_Mutation_p.R208QNM_005017 NP_005008 P49585 PCY1A_HUMANCatalytic (Potential). 0CCGCACAATTCGGGTGATGAT0.483

- 5 1222FAM53A_uc010ibw.2_3'UTRNM_001013622 NP_001013644 Q6NSI3 FA53A_HUMAN 0GTCCTGAGGCCCCTCTGGCTG0.657

+ 67 9249 NM_002111 NP_002102 P42858 HD_HUMAN 4TCCATGGTCCGGGACTGGGTC0.647

- 1 588 NM_198353 NP_938167 Q6ZWB6 KCTD8_HUMAN BTB. 3AGGAAGCCGTCCCGGTCGATG0.567

- 3 410TECRL_uc003hcw.2_Missense_Mutation_p.P101SNM_001010874 NP_001010874 Q5HYJ1 TECRL_HUMAN 0ACTCGAGAAGGGTACCACTTT0.318

+ 3 752 NM_021225 NP_067048 Q99935 PROL1_HUMAN Thr-rich. 1ACCTCCATATCAGCAGCAACC0.498

- 9 1289GC_uc003hgd.2_Missense_Mutation_p.E257A|GC_uc010iie.2_Missense_Mutation_p.E379A|GC_uc010iif.2_Missense_Mutation_p.E398ANM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 2. 3AGTTGAGTCTTCAACATCACA0.308

+ 6 968 NM_016599 NP_057683 Q9NPC6 MYOZ2_HUMAN 0ACAACCGAACCTACAGATGAT0.373

+ 83 14728KIAA1109_uc003iem.2_Missense_Mutation_p.P1251SNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ACAAAAAAGTCCAATTATTAT0.338

+ 5 6625FAT4_uc011cgp.1_Missense_Mutation_p.G507SNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 21.|Extracellular (Potential). 18CTCTGTCACAGGTGCCATCAC0.463

- 6 725RWDD4A_uc003ivu.1_RNA|RWDD4A_uc003ivv.1_Missense_Mutation_p.P104S|RWDD4A_uc011ckl.1_RNANM_152682 NP_689895 Q6NW29 RWDD4_HUMAN 0CAGCCTCGAGGAAGTTCTCCT0.284

+ 22 3214SPEF2_uc003jjp.1_Missense_Mutation_p.E521KNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4GGAACTAATAGAAAATTCCTA0.333

- 34 6788C5orf42_uc011coy.1_Missense_Mutation_p.S686L|C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.S1261L|C5orf42_uc003jkr.1_Missense_Mutation_p.S219LNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7TGGATAAAACGAAGTGGATGG0.423

+ 28 3537ITGA1_uc003jov.2_RNA|ITGA1_uc003jow.2_Missense_Mutation_p.A693GNM_181501 NP_852478 P56199 ITA1_HUMANHelical; (Potential). 3CTCATTTTAGCACTGTGGAAG0.318

+ 4 765CRHBP_uc010izx.2_Missense_Mutation_p.R162QNM_001882 NP_001873 P24387 CRHBP_HUMAN 0ATCTTCTTCCGAGTCCATGAA0.468 rs139472454

+ 11 2210GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GTGACCCCGGATGATATAGGC0.428

- 6 786EPB41L4A_uc003kpw.1_Missense_Mutation_p.E171ANM_022140 NP_071423 Q9HCS5 E41LA_HUMAN FERM. 1TTCAAGTTCTTCCTTCTGATC0.358

+ 1 2159 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMANCytoplasmic (Potential). 5AGCAGGGCGGCCTCAGTGGGT0.652

+ 1 185PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc011daq.1_Missense_Mutation_p.R62QNM_018922 NP_061745 Q9Y5G3 PCDGD_HUMANCadherin 1.|Extracellular (Potential). 0TTGCCAACTCGAAAACTGCGG0.522

+ 11 2912PPARGC1B_uc003lrb.1_Missense_Mutation_p.S957F|PPARGC1B_uc003lrd.2_Missense_Mutation_p.S918F|PPARGC1B_uc003lrf.2_Missense_Mutation_p.S936F|PPARGC1B_uc003lre.1_Missense_Mutation_p.S936FNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN RRM. 0GCGGCCCTCTCTTTGACAAAG0.612

+ 4 477 RARS_uc011deo.1_IntronNM_002887 NP_002878 P54136 SYRC_HUMAN 3CAAACACCTCCCAGACAATGA0.328

+ 2 199 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANExtracellular (Potential). 0GTCACTGGACCGGGCAAGTTT0.552

+ 8 1099PHACTR1_uc011dir.1_Missense_Mutation_p.L325R|PHACTR1_uc003nag.1_Missense_Mutation_p.L256R|PHACTR1_uc003nah.1_Missense_Mutation_p.L256RNM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0GGGCCAGACCTCTCACTGGTG0.607

- 8 2712ATXN1_uc010jpi.2_Nonsense_Mutation_p.Q581*|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMANSelf-association.|Interaction with USP7.|RNA-binding.|AXH.4TTGGCCAACTGGATGATGGAG0.572

- 8 1631ATXN1_uc010jpi.2_Missense_Mutation_p.Q220H|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgctgctgctgct 0.363

- 8 1625ATXN1_uc010jpi.2_Missense_Mutation_p.Q218H|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgctgctgctgct 0.368

+ 6 697CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.P126S|CAP2_uc011djb.1_Intron|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1GTCTCCCAAACCTGGTCCTTA0.413

+ 1 278 NM_012367 NP_036499 P58173 OR2B6_HUMANExtracellular (Potential). 1AAAGTAATCAGTTATCGTGGC0.408



- 7 1524DHX16_uc003nqy.2_5'Flank|DHX16_uc011dmo.1_Nonsense_Mutation_p.E378*NM_003587 NP_003578 O60231 DHX16_HUMANHelicase ATP-binding. 4TGTACCTCCTCAAAGAGATAC0.408

+ 2 226MICB_uc011dnm.1_Missense_Mutation_p.Q5R|MICB_uc003nto.3_Missense_Mutation_p.Q37RNM_005931 NP_005922 Q29980 MICB_HUMANExtracellular (Potential). 0GTGCTGTCCCAGGATGGATCT0.522

- 15 2667HLA-DOB_uc003oca.2_Missense_Mutation_p.G242RNM_018833 NP_061313 Q03519 TAP2_HUMAN 0ATGACGATTCCCACCAGAAGG0.517

- 2 461SPDEF_uc011dsq.1_Missense_Mutation_p.L16INM_012391 NP_036523 O95238 SPDEF_HUMAN 5GGCAGCAGGAGGTGGCTGGGG0.677

+ 6 1294PNPLA1_uc003olw.1_Missense_Mutation_p.V337L|PNPLA1_uc010jwe.1_Missense_Mutation_p.V346LNM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. p.P432A(1) 4GCCTTCAACTGTGGGGGCACC0.592

- 4 498 NM_006708 NP_006699 Q04760 LGUL_HUMAN 1GCAAACTTACCGAATCCTCGA0.338

+ 5 706TREML4_uc003oqd.2_RNANM_198153 NP_937796 Q6UXN2 TRML4_HUMAN 1CTGATGTTGTGAGTCCTGTTA0.582

+ 5 1657 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TCAAATGGATCAGCTTTAGGT0.403

- 4 945EYS_uc003peq.2_Missense_Mutation_p.V136A|EYS_uc003per.1_Missense_Mutation_p.V136A|EYS_uc010kaj.1_RNANM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6CTTAGAATTAACAGTGTGCAT0.413

+ 18 2053KIAA0776_uc010kck.2_RNANM_015323 NP_056138 O94874 UFL1_HUMAN 1GTTCCAACATCGACAAGCACT0.378 rs141416978

- 5 779ROS1_uc003pxp.1_Intron|ROS1_uc011ebi.1_IntronNM_001017408 NP_001017408 Q9HD26 GOPC_HUMAN 1CACCCTTTGCCTAGGTGCTCC0.333

- 7 2147 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential). 3ACAGTCTTTCGGGCATGGGGC0.537

- 9 1006SNX13_uc003stv.2_Nonsense_Mutation_p.Q265*|SNX13_uc010kuc.2_Nonsense_Mutation_p.Q62*|SNX13_uc003stx.1_Nonsense_Mutation_p.Q185*Q9Y5W8 SNX13_HUMAN PXA. 3TCACTGAGTTGATTTATTAAT0.269

+ 3 607ANLN_uc011kaz.1_Intron|ANLN_uc003tfg.2_Missense_Mutation_p.E135K|ANLN_uc010kxe.2_Missense_Mutation_p.E135KNM_018685 NP_061155 Q9NQW6 ANLN_HUMANNuclear localization.|Interaction with CD2AP. 3CTCAAGATTGGAAGCAACTGC0.493

+ 10 1110ABCA13_uc010kyr.2_5'UTRNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TGGCAACAGGGTAGCCTGCTT0.423

+ 2 574HSPB1_uc010ldj.1_RNA|uc003uey.1_5'FlankNM_001540 NP_001531 P04792 HSPB1_HUMANInteraction with TGFB1I1 (By similarity). 0TGCTTCACGCGGAAATACACG0.647

+ 13 1692CCDC146_uc010ldp.2_Missense_Mutation_p.R236QNM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2GACACCATTCGAAATGAAAGA0.303

- 2 643MTERF_uc010let.1_Intron|MTERF_uc003ulc.1_Missense_Mutation_p.A200V|MTERF_uc011khm.1_Missense_Mutation_p.A180V|MTERF_uc010leu.1_Missense_Mutation_p.A180VNM_006980 NP_008911 Q99551 MTERF_HUMAN 0GGTACGAGGGGCATTGGTCAA0.403

- 6 843FBXL13_uc010liq.1_5'UTR|FBXL13_uc010lir.1_Missense_Mutation_p.R139Q|FBXL13_uc003var.2_RNA|FBXL13_uc003vas.2_Missense_Mutation_p.R139Q|FBXL13_uc003vav.2_RNANM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0AGAAGAACTTCGTTCAGGAAA0.318

- 18 2293LAMB4_uc003vey.2_Missense_Mutation_p.E737KNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin IV type B. 8GAGGCAATTTCAACACAGTTG0.473

+ 15 2824_2825 NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN Ser-rich. 2CTATGTGTCTCCATTACAGGCC0.465

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 2 1788FAM131B_uc010loz.2_5'UTR|FAM131B_uc003wcu.3_Missense_Mutation_p.G28S|FAM131B_uc010lpa.2_Missense_Mutation_p.G56S|ZYX_uc011ktd.1_5'FlankNM_014690 NP_055505 Q86XD5 F131B_HUMAN 0ACGTTGATGCCGTCCCAGGAG0.577

+ 7 805MYOM2_uc011kwi.1_IntronNM_003970 NP_003961 P54296 MYOM2_HUMANIg-like C2-type 1. 6AGACTTTGACGACACTGCGAC0.537

+ 15 1282SNTG1_uc003xqs.1_Missense_Mutation_p.S304F|SNTG1_uc010lxz.1_Missense_Mutation_p.S304F|SNTG1_uc011ldl.1_RNANM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN PH. 5AGAGTGTACTCCCCGACCTTC0.478

- 9 860SNX31_uc011lha.1_Missense_Mutation_p.A32T|SNX31_uc011lhb.1_Missense_Mutation_p.A138TNM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0GTGGGTTTGGCCCATCCTTTT0.363

- 5 1389LRP12_uc003ymb.2_Missense_Mutation_p.R413C|LRP12_uc003ylz.2_5'FlankNM_013437 NP_038465 Q9Y561 LRP12_HUMANExtracellular (Potential).|LDL-receptor class A 4. 0TAGTTGCAGCGATCAGAACGA0.413

- 2 1304KCNV1_uc010mcw.2_Missense_Mutation_p.R321HNM_014379 NP_055194 Q6PIU1 KCNV1_HUMANHelical; Voltage-sensor; Name=Segment S4; (Potential).2CTTTAGCATGCGCAGAGCCCT0.502

- 16 1450ASAP1_uc003ysz.1_Missense_Mutation_p.C285W|ASAP1_uc011liw.1_Missense_Mutation_p.C467WNM_018482 NP_060952 Q9ULH1 ASAP1_HUMANArf-GAP.|C4-type. 4AACATTCTATACAGGTCAAAA0.388

- 1 1378 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1TCGGGCTGGGTCCGGTCACTG0.711

- 5 2192 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN 0GGTTTCTCTCCAACACGAGTC0.403

+ 21 3000JAK2_uc003ziw.2_Missense_Mutation_p.G963SNM_004972 NP_004963 O60674 JAK2_HUMANProtein kinase 2. 28641TTATCCATAGGGTATGGAGTA0.318

+ 1 257 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2AGCAGAGACCGAGGCGTTAGC0.667

+ 3 196SUGT1P1_uc010mjq.1_IntronNM_014471 NP_055286 O60575 ISK4_HUMAN Kazal-like. 0CTCACATATACGAATGAATGC0.557 rs149166930

+ 7 1722UBAP1_uc003zty.2_Missense_Mutation_p.M496K|UBAP1_uc011loi.1_Missense_Mutation_p.M532K|UBAP1_uc011loj.1_Missense_Mutation_p.M560K|KIF24_uc010mkb.2_Intron|UBAP1_uc003ztz.2_Missense_Mutation_p.M496KNM_016525 NP_057609 Q9NZ09 UBAP1_HUMAN UBA 2. 0GAAGACCTCATGGCTCGGGCA0.532

+ 1 58NPR2_uc010mlb.2_Missense_Mutation_p.P20SNM_003995 NP_003986 P20594 ANPRB_HUMAN 3GGTGCGTCCTCCCGGGGCGCG0.677

- 13 2140CNTNAP3_uc004abj.2_Missense_Mutation_p.Q633R|CNTNAP3_uc011lqr.1_RNA|CNTNAP3_uc004abk.1_Missense_Mutation_p.Q634R|CNTNAP3_uc011lqs.1_Missense_Mutation_p.Q540R|CNTNAP3_uc004abl.1_Missense_Mutation_p.Q453RNM_033655 NP_387504 Q9BZ76 CNTP3_HUMANFibrinogen C-terminal.|Extracellular (Potential). 1GCCACCGTGCTGCACCACCGT0.701 rs1758271

- 5 1086 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0GCAGGTGGGCCTTGGTCTCCG0.706

+ 25 2784 NM_001855 NP_001846 P39059 COFA1_HUMANTriple-helical region 4 (COL4). 6ATTGCAGGGCGAGAAGGGAGA0.512

+ 1 1270 NM_006687 NP_006678 Q9Y615 ACL7A_HUMAN 0TGAGTACGAGGAACACGGGCC0.587

+ 14 2342CEP110_uc004bky.1_Missense_Mutation_p.L375F|CEP110_uc004bkz.1_Missense_Mutation_p.L219F|CEP110_uc004bla.1_Missense_Mutation_p.L219FNM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0GAACAGTGAGCTCCATGCAAA0.418

- 17 1470DENND1A_uc011lzl.1_Missense_Mutation_p.G188R|DENND1A_uc004bny.1_Missense_Mutation_p.G152R|DENND1A_uc011lzm.1_Missense_Mutation_p.G381R|DENND1A_uc004boa.1_Missense_Mutation_p.G413R|DENND1A_uc004bob.1_Missense_Mutation_p.G383R|DENND1A_uc004boc.2_Missense_Mutation_p.G381RNM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2AGAATTGCTCCACTTCCTTTC0.408

+ 1 679 NM_032728 NP_116117 Q8NBV4 PPAC3_HUMANHelical; (Potential). 1GCATCCCCTGGATCGGAGGCA0.687

+ 26 4113CACNA1B_uc011mfd.1_Splice_Site_p.R853_splice|CACNA1B_uc004coi.2_Splice_Site_p.R537_spliceNM_000718 NP_000709 Q00975 CAC1B_HUMAN 6GGGACTGCAGGTAAACTGAGG0.542

+ 4 524 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMANHelical; (Potential). 1GTAGCCCTTGCCCTGGTTCCT0.532

+ 9 1703CLCN4_uc011mid.1_Missense_Mutation_p.P331SNM_001830 NP_001821 P51793 CLCN4_HUMAN 5CATGACTCGGCCTGTGGATGA0.542

+ 8 781 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3TGTGTTGCCCGAGTTCAAGAA0.522



+ 5 662SYAP1_uc004cxo.2_Missense_Mutation_p.P190L|SYAP1_uc011miv.1_Missense_Mutation_p.P156LNM_032796 NP_116185 Q96A49 SYAP1_HUMAN BSD. 1GCCCTCGTTCCTAAACTGTAA0.488

+ 9 2561ZFX_uc004dbe.2_3'UTR|ZFX_uc011mjv.1_Missense_Mutation_p.S807F|ZFX_uc010nfz.2_Missense_Mutation_p.S424FNM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2CACGTTATTTCCATTCACACG0.433

+ 11 1504 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 cctgagaaaggaagatatgcc 0

- 5 1254_1255 NM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1GGGTCTGGGCGGATGCTGTCCC0.569

+ 1 530 NM_019886 NP_063939 Q9NS84 CHST7_HUMANLumenal (Potential). 3CTTCCTGGGCGAACTCTTTAA0.627

+ 4 736RBM10_uc004dhe.1_Missense_Mutation_p.E109D|RBM10_uc004dhg.2_Intron|RBM10_uc004dhh.2_Missense_Mutation_p.E119D|RBM10_uc010nhq.2_Intron|RBM10_uc004dhi.2_Missense_Mutation_p.E184DNM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggaggaggaggatgaggagg0.522

+ 6 2909CCNB3_uc004doy.2_Missense_Mutation_p.E871K|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN p.E871>*(1) 9CATTGAGCAGGAGGCCCTCTT0.527

- 12 2736FGD1_uc011moi.1_Missense_Mutation_p.E426KNM_004463 NP_004454 P98174 FGD1_HUMAN PH 1. 6GCCTGGAGCTCGAGGGAGCGC0.552

+ 5 1810STARD8_uc004dxb.2_Missense_Mutation_p.D560N|STARD8_uc004dxc.3_Missense_Mutation_p.D480NNM_014725 NP_055540 Q92502 STAR8_HUMAN 6TGAACGGCGCGATTCAGGTGT0.607

- 4 416NXF5_uc004eih.1_RNA|NXF5_uc004eii.1_RNA|NXF5_uc004eij.1_RNA|NXF5_uc004eik.1_Intron|NXF5_uc004eil.1_IntronNM_032946 NP_116564 Q9H1B4 NXF5_HUMAN RRM. 1TATCCCATAAGGAATCTAAGC0.413

+ 6 1444ARMCX5_uc004ejh.2_Missense_Mutation_p.P188LNM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1TGGTTCTGGCCTGAAGAAGAG0.458

- 8 1613 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2GGTGGCTTTTCTGTGGGAGAA0.632

+ 5 648PQLC2_uc001bbz.2_Missense_Mutation_p.T34I|PQLC2_uc001bca.2_Missense_Mutation_p.T99I|PQLC2_uc001bcb.2_Intron|PQLC2_uc001bcc.2_IntronNM_017765 NP_060235 Q6ZP29 PQLC2_HUMANPQ-loop 1.|Helical; (Potential). 0CTCTTACAGACCTACACGGCT0.284

+ 11 1953ZMYM1_uc001byn.2_Missense_Mutation_p.F602Y|ZMYM1_uc010ohu.1_Missense_Mutation_p.F583Y|ZMYM1_uc001byo.2_Missense_Mutation_p.F242Y|ZMYM1_uc009vut.2_Missense_Mutation_p.F527YNM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0GAAGAAACATTTCGACTTATG0.308

- 12 1456DAB1_uc001cyt.1_Missense_Mutation_p.P259L|DAB1_uc001cyq.1_Missense_Mutation_p.P259L|DAB1_uc001cyr.1_Missense_Mutation_p.P175L|DAB1_uc009vzw.1_Missense_Mutation_p.P243L|DAB1_uc009vzx.1_Missense_Mutation_p.P261LNM_021080 NP_066566 O75553 DAB1_HUMAN 3ACTTACGGGGGGAGAGGTTAT0.363

+ 9 1592PGM1_uc010ooy.1_Missense_Mutation_p.S263L|PGM1_uc010ooz.1_Missense_Mutation_p.S478LNM_002633 NP_002624 P36871 PGM1_HUMAN 3AAGCAGTTCTCAGCAAATGAC0.473

+ 2 247CLCA4_uc009wct.2_5'UTR|CLCA4_uc009wcu.2_5'UTRNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2GAAGCCACAGAAAAAAGATTT0.328

+ 9 1128NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.G220E|ITGA10_uc009wiw.2_Missense_Mutation_p.G208E|ITGA10_uc010oyw.1_Missense_Mutation_p.G296ENM_003637 NP_003628 O75578 ITA10_HUMANExtracellular (Potential). 8GATGCACTAGGAGATCGGATT0.473

- 8 879_880APOA1BP_uc010php.1_Intron|GPATCH4_uc001fpl.2_Missense_Mutation_p.E276KNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1CTATTCAATTCCCCAAGCCCAC0.485

+ 15 1826C1orf92_uc001fql.2_3'UTRNM_144702 NP_653303 Q8N4P6 LRC71_HUMAN 0ACTCAGGGAGGATGAGGCCAT0.562

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANCytoplasmic (Potential). 1GGGCTATGATCGCTATATGGC0.527

- 6 981C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANSushi 2.|Extracellular (Potential). 5TAGTTCAAATCCTTCTTCACA0.473

+ 5 1010 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23GATTGAAATTCGCAATCCTTT0.358

- 6 930 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3TGAACTATTTCTCCATGACGA0.368

+ 3 1031 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0TCATCCTTCCAGAACGTCAGT0.522

+ 5 328EDARADD_uc001hxv.1_Missense_Mutation_p.P78LNM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0GATCCTCTTCCAGGTAAATGA0.294

- 2 211ZNF695_uc001ica.2_RNA|ZNF695_uc001icb.1_RNA|ZNF695_uc009xgt.1_RNA|ZNF695_uc001ibx.2_Missense_Mutation_p.D22E|ZNF695_uc001iby.2_RNA|ZNF695_uc001icc.2_Missense_Mutation_p.D22ENM_020394 NP_065127 Q8IW36 ZN695_HUMAN KRAB. 0GCTGAGCTGGGTCCAGGCATT0.453

- 3 499ZNF496_uc009xgv.2_Missense_Mutation_p.P12S|ZNF496_uc001icp.2_Missense_Mutation_p.P12S|ZNF496_uc010pyv.1_Missense_Mutation_p.P12SNM_032752 NP_116141 Q96IT1 ZN496_HUMAN 2CTTTCCTTCGGAGCCAAGACT0.592

- 2 327IL15RA_uc010qau.1_Missense_Mutation_p.N82I|IL15RA_uc001iiw.2_Missense_Mutation_p.N46I|IL15RA_uc001iix.2_Missense_Mutation_p.N46I|IL15RA_uc001iiy.2_IntronNM_002189 NP_002180 Q13261 I15RA_HUMANSushi.|Extracellular (Potential). 0GTGGGCGACATTCGTGGCCTT0.572

- 9 1215ANKRD26_uc001itg.2_Missense_Mutation_p.S67F|ANKRD26_uc009xku.1_Missense_Mutation_p.S348FNM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4CGACTTGTGGGAAGGTTTTGG0.403

- 12 1606HERC4_uc009xpq.2_5'UTR|HERC4_uc001jnf.3_RNA|HERC4_uc001jnh.3_Missense_Mutation_p.S432F|HERC4_uc009xpr.2_Missense_Mutation_p.S432F|HERC4_uc001jni.3_Missense_Mutation_p.S176F|HERC4_uc001jnj.2_Missense_Mutation_p.S432FNM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN 3GCAACCAGAGGAAGAAAACGT0.244

- 8 861PBLD_uc001jnr.1_Missense_Mutation_p.P187S|PBLD_uc001jnt.1_Missense_Mutation_p.P220S|PBLD_uc001jnu.1_Missense_Mutation_p.P220S|PBLD_uc001jnv.1_3'UTRNM_022129 NP_071412 P30039 PBLD_HUMAN 3CCAACCCACGGTGCAAAATAT0.448

+ 17 4988PLCE1_uc010qnx.1_Missense_Mutation_p.H1436Y|PLCE1_uc001kjm.2_Missense_Mutation_p.H1144YNM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3CATCATTTATCATGGACATAC0.423

- 4 652CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R116Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R100Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R84Q|CYP2C8_uc010qod.1_Missense_Mutation_p.R100QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0ATAATCAAATCGTTTCTGGAA0.388

+ 1 283 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0GAAAGCCTTCGAAAGCAGCTA0.498 rs61746133

+ 31 11879 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 atcaccaccaccactacggtg 0.129

- 1 196 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMANHelical; Name=2; (Potential). 4AAGTGCATTGGGCGGTGCAGG0.567

+ 1 493HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004750 NP_001004750 Q9H340 O51B6_HUMANExtracellular (Potential). 2ACACTGGTTTCCCTACTGTCG0.488

- 2 1185BDNFOS_uc001mrm.2_Intron|BDNFOS_uc009yij.2_Intron|BDNFOS_uc009yik.2_Intron|BDNFOS_uc009yil.2_Intron|BDNFOS_uc001mrp.2_Intron|BDNFOS_uc009yim.2_Intron|BDNFOS_uc009yin.2_Intron|BDNFOS_uc009yio.2_Intron|BDNFOS_uc009yip.2_Intron|BDNFOS_uc001mrn.2_Intron|BDNFOS_uc009yiq.2_Intron|BDNFOS_uc001mro.2_Intron|BDNFOS_uc009yir.2_Intron|BDNFOS_uc009yis.2_Intron|BDNFOS_uc009yit.2_Intron|BDNFOS_uc009yiu.2_Intron|BDNFOS_uc009yiv.2_Intron|BDNFOS_uc009yiw.2_Intron|BDNFOS_uc009yix.2_Intron|BDNFOS_uc009yiy.2_Intron|BDNFOS_uc009yiz.2_Intron|BDNFOS_uc001mrq.3_Intron|BDNFOS_uc001mrr.3_Intron|BDNFOS_uc009yja.2_Intron|BDNFOS_uc009yjb.2_Intron|BDNF_uc010rdv.1_Missense_Mutation_p.E112K|BDNF_uc001mrt.2_Missense_Mutation_p.E127K|BDNF_uc010rdw.1_Missense_Mutation_p.E112K|BDNF_uc009yjd.2_Missense_Mutation_p.E112K|BDNF_uc001mru.2_Missense_Mutation_p.E112K|BDNF_uc010rdx.1_Missense_Mutation_p.E112K|BDNF_uc010rdy.1_Missense_Mutation_p.E112K|BDNF_uc009yjg.2_Missense_Mutation_p.E112K|BDNF_uc009yje.2_Missense_Mutation_p.E194K|BDNF_uc009yjf.2_Misse !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0TTTTTGTATTCCTCCAGCAGA0.522

+ 24 3427TTC17_uc010rfj.1_Missense_Mutation_p.R1138Q|TTC17_uc001mxl.2_Missense_Mutation_p.R194Q|TTC17_uc001mxm.2_Missense_Mutation_p.R119QNM_018259 NP_060729 Q96AE7 TTC17_HUMAN 5AAGAAGGGACGGCGCTCTCCT0.428 rs143797065

+ 1 285_286 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2TTTCCTTTACGGGCTGCTTTGC0.446

+ 7 1951NPAS4_uc010rpc.1_Missense_Mutation_p.A382VNM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0TTGGCCCTAGCCCAGCTCCGG0.587

+ 24 3303MYO7A_uc010rsl.1_Missense_Mutation_p.G1011R|MYO7A_uc010rsm.1_Missense_Mutation_p.G1000R|MYO7A_uc001oyc.2_Missense_Mutation_p.G1011R|MYO7A_uc001oyd.2_Missense_Mutation_p.G351R|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.G222RNM_000260 NP_000251 Q13402 MYO7A_HUMAN 4CTACTTCCAGGGGACAACCAC0.602

+ 5 776NNMT_uc001pos.1_Missense_Mutation_p.P171LNM_006169 NP_006160 P40261 NNMT_HUMAN 1GCCGCCTGCCCAGACCTCCCC0.632

+ 1 722 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMANHelical; Name=6; (Potential). 2CAGACCTGTGCCTCCCACTGT0.547

- 3 252 NM_006248 NP_006239 0CCTGGAGGAGGTGGGGGACCT0.607

+ 3 1295ALG10B_uc001rlo.3_Missense_Mutation_p.D356N|ALG10B_uc010skk.1_Missense_Mutation_p.D326NNM_001013620 NP_001013642 Q5I7T1 AG10B_HUMANHelical; (Potential). 3GAGTATAGCTGACTCATTGAA0.308



- 3 1660 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMAN 6GCAAGTACCTCTTTGTATGAA0.328

+ 4 766ANKRD33_uc001rzh.3_3'UTR|ANKRD33_uc001rzd.2_Nonsense_Mutation_p.Q198*|ANKRD33_uc001rze.2_Nonsense_Mutation_p.Q63*|ANKRD33_uc001rzg.3_5'UTR|ANKRD33_uc001rzi.3_Nonsense_Mutation_p.Q63*NM_001130015 NP_001123487 Q7Z3H0 ANR33_HUMAN 0ACGCCGGGACCAGCGGGGGCT0.652

+ 5 851KRT7_uc009zmf.1_Missense_Mutation_p.D242NNM_005556 NP_005547 P08729 K2C7_HUMANRod.|Linker 12. 0CCAGATCTCCGACACATCTGT0.592

+ 1 244 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMANExtracellular (Potential). 1TACCTGTGTTCCAAGATTCTT0.363

- 6 2024DNAJC14_uc001shu.1_Missense_Mutation_p.G607D|DNAJC14_uc009zob.1_Missense_Mutation_p.G607DNM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4TGGGGAGATACCTACACGCTG0.468

- 22 2990GRIP1_uc010sta.1_Missense_Mutation_p.R861W|GRIP1_uc001stj.2_Missense_Mutation_p.R684W|GRIP1_uc001stl.1_Missense_Mutation_p.R794W|GRIP1_uc001stm.2_Missense_Mutation_p.R902WNM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2GTGTTGCTCCGAGTTGTTTGG0.537

- 3 572MDM1_uc010stc.1_Missense_Mutation_p.V146L|MDM1_uc009zqv.1_Intron|MDM1_uc001sua.3_Missense_Mutation_p.V146L|MDM1_uc010std.1_3'UTRNM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5TTTTCATTAACTGGTGTATGG0.408

- 35 4513CIT_uc001txh.1_Missense_Mutation_p.Q1006P|CIT_uc001txj.1_Missense_Mutation_p.Q1529PNM_007174 NP_009105 O14578 CTRO_HUMAN PH. 10CACCGGCCTCTGTCCAGCTTG0.313

+ 11 770GLT1D1_uc001uhx.1_Missense_Mutation_p.S169C|GLT1D1_uc001uhy.1_RNANM_144669 NP_653270 Q96MS3 GL1D1_HUMAN 0GTGAATAGCTCTGTCTCTGAA0.468

- 9 1424FLT1_uc010aar.1_Missense_Mutation_p.S380F|FLT1_uc001usc.3_Missense_Mutation_p.S380F|FLT1_uc010tdp.1_Missense_Mutation_p.S380FNM_002019 NP_002010 P17948 VGFR1_HUMANIg-like C2-type 4.|Extracellular (Potential). 24ATAGCGAGCAGATTTCTCAGT0.403

- 2 1472SLC46A3_uc001usg.2_Nonsense_Mutation_p.R93*|SLC46A3_uc001usj.2_Nonsense_Mutation_p.R168*|SLC46A3_uc001ush.2_Nonsense_Mutation_p.R168*|SLC46A3_uc001usk.2_Nonsense_Mutation_p.R93*NM_181785 NP_861450 Q7Z3Q1 S46A3_HUMANCytoplasmic (Potential). 2ATAGCTATTCGAATTGTTTTT0.373

- 8 845DOCK9_uc001vnw.2_Missense_Mutation_p.D263N|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.D264N|DOCK9_uc010tis.1_Missense_Mutation_p.D263N|DOCK9_uc010tit.1_Missense_Mutation_p.D264N|DOCK9_uc010afu.1_Missense_Mutation_p.D79NNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1ACTTCACTGTCTGCTGCCAAG0.398

- 1 78 NM_001004712 NP_001004712 Q8NGD5 OR4KE_HUMANHelical; Name=1; (Potential). 3ATATAAAGAAAAAATTTTGAA0.423

+ 14 1516METT11D1_uc001vym.2_Missense_Mutation_p.L431P|METT11D1_uc001vyo.2_Silent_p.A464A|METT11D1_uc001vyp.2_Missense_Mutation_p.L282P|METT11D1_uc001vyq.2_Silent_p.A306A|SLC39A2_uc001vyr.2_5'Flank|SLC39A2_uc001vys.2_5'FlankNM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0TTACCTGTGCTTACTCCGTCT0.532

+ 4 669 NDRG2_uc010tll.1_IntronNM_173846 NP_776245 P59282 TPPP2_HUMAN 0TGGTTACAAGGGTTCTGGCAC0.542

- 12 2683SMEK1_uc001xzm.2_Missense_Mutation_p.I608V|SMEK1_uc001xzo.2_Missense_Mutation_p.I608V|SMEK1_uc010atz.2_Missense_Mutation_p.I382V|SMEK1_uc001xzp.1_RNANM_032560 NP_115949 Q6IN85 P4R3A_HUMAN 0TAATTTTCAATTACATGAGCA0.289

+ 2 149PPP2R5C_uc001ykj.3_Missense_Mutation_p.G18E|PPP2R5C_uc001ykk.2_Missense_Mutation_p.G18ENM_001161725 NP_001155197 Q13362 2A5G_HUMAN 2GGGAAGAGTGGAAAAAGTTCA0.353

+ 21 7610MGA_uc010ucz.1_Nonsense_Mutation_p.Q2268*|MGA_uc010uda.1_Nonsense_Mutation_p.Q1093*NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12ACTAACAGATCAGGCAGACAA0.363

- 2 279ARPP19_uc002ace.1_Missense_Mutation_p.R52QNM_006628 NP_006619 P56211 ARP19_HUMAN 0TTTCTGCAACCGTTTCCTTAA0.403

+ 14 2002NOX5_uc002arp.1_Missense_Mutation_p.A643V|NOX5_uc002arq.1_Missense_Mutation_p.A615V|NOX5_uc010bid.1_Missense_Mutation_p.A626V|NOX5_uc002arr.1_Missense_Mutation_p.A633V|NOX5_uc010bie.1_Missense_Mutation_p.A461V|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANExtracellular (Potential). 2ATGGACCAGGCCGAGGAGGCT0.502

+ 13 1556WDR93_uc010bnr.2_Missense_Mutation_p.M457I|WDR93_uc010upz.1_Missense_Mutation_p.M202INM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2AATCCCAAATGAAATGTGTGG0.488

- 5 952 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN NACHT. 6GTGTTGAGATCCCGGAAGGTC0.672

- 3 439UMOD_uc002dha.2_Missense_Mutation_p.L104V|UMOD_uc002dhb.2_Missense_Mutation_p.L137VNM_003361 NP_003352 P07911 UROM_HUMANEGF-like 2; calcium-binding (Potential). 2GTGCAGCCGAGACCGGGCGAC0.627

- 11 1561ACSM1_uc002dhn.1_Intron|ACSM1_uc010bwg.1_Missense_Mutation_p.A498VNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2GCCCACCACGGCTGACTCCGC0.607

+ 2 493uc010vct.1_Intron|ATXN2L_uc010byl.1_Missense_Mutation_p.P109S|ATXN2L_uc002drb.2_Missense_Mutation_p.P109S|ATXN2L_uc002dqy.2_Missense_Mutation_p.P109S|ATXN2L_uc002dra.2_Missense_Mutation_p.P109S|ATXN2L_uc002dqz.2_Missense_Mutation_p.P109S|ATXN2L_uc010vdb.1_Missense_Mutation_p.P109S|ATXN2L_uc002dre.2_Missense_Mutation_p.P109S|ATXN2L_uc002drf.2_5'FlankNM_007245 NP_009176 Q8WWM7 ATX2L_HUMANInteraction with MPL. 2AAAGGGACCCCCACAGTCACC0.403

+ 18 2586 NM_001114 NP_001105 P51828 ADCY7_HUMANHelical; (Potential). 1TGCGGCCAAGGCCTGGGCAAC0.662

- 3 580 NM_001796 NP_001787 P55286 CADH8_HUMANExtracellular (Potential).|Cadherin 1. 9TCATTTATTTGAAATATGGTC0.418

- 48 7743ZZEF1_uc002fxg.1_5'FlankNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4CACAGGGTTCGATTCAGCAGT0.592

- 3 878CXCL16_uc002fyq.3_5'Flank|CXCL16_uc002fys.3_Missense_Mutation_p.L116F|ZMYND15_uc002fyv.2_5'Flank|ZMYND15_uc002fyt.2_5'Flank|ZMYND15_uc002fyu.2_5'FlankNM_022059 NP_071342 Q9H2A7 CXL16_HUMANExtracellular (Potential).|Chemokine. 0TTGAGATCAAGACAGCTCATC0.547

- 37 5472 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11AGGTCCTTCACCGTCTGCTCC0.557

- 19 2186 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13ATGCAGGACAAGCTCATGCTC0.493

+ 3 1399 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4GCGCGCGCAGCTCATCAAGCC0.637

+ 15 1860KSR1_uc002gzj.1_RNA|KSR1_uc002gzm.2_Missense_Mutation_p.P251LNM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4TGGGACATCCCCTTCGAGCAG0.716

+ 3 791 AATF_uc002hnj.2_RNA NM_012138 NP_036270 Q9NY61 AATF_HUMAN Glu-rich. 0AGAGTGGCATGGAAGAAGGGG0.517

- 1 384KRT15_uc002hwz.2_5'UTR|KRT15_uc002hxa.2_5'UTR|KRT15_uc002hxb.1_IntronNM_002275 NP_002266 P19012 K1C15_HUMANGly-rich.|Head. 0CCACAGACCCTCATGCCACCC0.323

- 5 1186 JUP_uc010wfs.1_Intron NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Coil 2. 3ACACCGTGCCGGAGCTGGGTC0.547 rs116216460

- 9 1389SPOP_uc002ipb.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipc.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipd.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipe.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipf.2_Nonsense_Mutation_p.E253*|SPOP_uc002ipg.2_Nonsense_Mutation_p.E253*NM_003563 NP_003554 O43791 SPOP_HUMAN BTB. 6CACATCATTTCCTTAAAAACT0.383

+ 11 854BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Nonsense_Mutation_p.R249*|BCAS3_uc002iyw.3_Nonsense_Mutation_p.R245*|BCAS3_uc002iyx.1_Nonsense_Mutation_p.R64*|BCAS3_uc002iyy.3_Nonsense_Mutation_p.R20*NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5TCAGTTGATTCGATGTCATCA0.428

+ 5 1499 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0CCGTCAGTGTCCGTTCAGACC0.627

- 58 8407_8408LAMA1_uc002knk.2_Missense_Mutation_p.R102C|LAMA1_uc002knl.2_Missense_Mutation_p.R225C|LAMA1_uc010wzj.1_Missense_Mutation_p.R2248CNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin G-like 4. 21AAGTGGAGGCGGCCCCCGTGCA0.574

+ 1 124PSMA8_uc002kvo.2_Nonsense_Mutation_p.R4*|PSMA8_uc002kvp.2_Nonsense_Mutation_p.R4*|PSMA8_uc002kvr.2_5'UTRNM_144662 NP_653263 Q8TAA3 PSA7L_HUMAN 1GATGGCGTCTCGATATGACAG0.602

+ 15 2574DSG1_uc010xbp.1_Missense_Mutation_p.E147KNM_001942 NP_001933 Q02413 DSG1_HUMANCytoplasmic (Potential). 7CCTTCCTCAGGAAACAGAGCC0.488

- 11 2316KIAA1632_uc002lbo.1_Missense_Mutation_p.S739FNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0CAGGGAGGAGGAGAGCTGCTG0.577

+ 7 1794DCC_uc010xdr.1_Missense_Mutation_p.E251K|DCC_uc010dpf.1_Missense_Mutation_p.E58KNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17ATGTGTGGCTGAAAATGAGGC0.438

- 12 6497 NM_052947 NP_443179 Q86TB3 ALPK2_HUMANAlpha-type protein kinase. 14TTAGCCAGCGTTGCTATGCCA0.498 rs149775332

+ 5 1025CDH7_uc002lka.2_Missense_Mutation_p.D234N|CDH7_uc002lkb.2_Missense_Mutation_p.D234NNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 2. 4TCAGGCAAAGGATATGGTTGG0.423

+ 37 5339ABCA7_uc002lqy.2_Missense_Mutation_p.M156K|ABCA7_uc010dsc.2_5'FlankNM_019112 NP_061985 Q8IZY2 ABCA7_HUMANHelical; (Potential). 9CTCATTGACATGGTGCGGAAC0.577



+ 2 418VAV1_uc010xjh.1_Splice_Site_p.K107_splice|VAV1_uc010dva.1_Splice_Site_p.K107_splice|VAV1_uc002mfv.1_Splice_Site_p.K52_spliceNM_005428 NP_005419 P15498 VAV_HUMAN 16ATTTTGGCAAGGTGAGCTGCAC0.51

- 3 17809 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GAGATAGTCCCTATAGGACCT0.502

- 5 920ZNF565_uc010ees.2_Missense_Mutation_p.R206K|ZNF565_uc002odo.2_Missense_Mutation_p.R271KNM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 4. 2TGTGTGAGTTCTTTGATGCAG0.463

- 11 2916 NM_004304 NP_004295 Q9UM73 ALK_HUMANExtracellular (Potential). 1218CTGTCTTGGTGAATTTTCCCC0.468

+ 15 1657KLRAQ1_uc002rwj.2_Missense_Mutation_p.L491S|KLRAQ1_uc002rwl.2_Missense_Mutation_p.L445S|KLRAQ1_uc002rwk.2_Missense_Mutation_p.L491S|KLRAQ1_uc010yok.1_Missense_Mutation_p.L491SNM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN 1AGCAACAATTTGGACTACTTC0.343

- 3 345CLEC4F_uc010yqv.1_Missense_Mutation_p.N90DNM_173535 NP_775806 Q8N1N0 CLC4F_HUMANExtracellular (Potential). 5GGCTACTCACTGTTGGGTTCA0.527

+ 10 1411SMYD1_uc002ssq.1_Intron|SMYD1_uc002sss.2_Missense_Mutation_p.P166LNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN 4AACAACCAGCCCATGCAGGTC0.602

+ 2 381 MERTK_uc002thl.1_IntronNM_006343 NP_006334 Q12866 MERTK_HUMANExtracellular (Potential).|Ig-like C2-type 1. 9GACCTCTGTCGAATCAAAGCC0.483

+ 4 564WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNA|WASH2P_uc010fkz.1_RNA|WASH2P_uc002tkf.2_RNANM_182905 NP_878908 0GAGTCCATCCGCCAAGCTGGG0.522

- 10 1205SCTR_uc002tlz.2_Nonsense_Mutation_p.Q149*NM_002980 NP_002971 P47872 SCTR_HUMANCytoplasmic (Potential). 3CTTGTTTCTTGGGTTCTAAGT0.328

- 14 2785NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GCCCCTGGGAGGTATTTTTGT0.458

+ 9 3414MBD5_uc010zbs.1_RNA|MBD5_uc010fns.2_Missense_Mutation_p.P809L|MBD5_uc002twn.1_Missense_Mutation_p.P250LNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5TCCTTACATCCCAATCCACCT0.453

- 11 1862SCN1A_uc002udo.3_Missense_Mutation_p.G484E|SCN1A_uc010fpk.2_Missense_Mutation_p.G484ENM_006920 NP_008851 P35498 SCN1A_HUMAN 13GCGTCTCTCTCCGTGTCGTCG0.527

- 275 70825uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17229K|TTN_uc010zfi.1_Missense_Mutation_p.R17162K|TTN_uc010zfj.1_Missense_Mutation_p.R17037KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GATTTCATTTCTTTTAACCAT0.423

- 259 57436uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R12766Q|TTN_uc010zfi.1_Missense_Mutation_p.R12699Q|TTN_uc010zfj.1_Missense_Mutation_p.R12574QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATGCCAAATCGGTTTTCAGC0.468

- 51 12415TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.R725QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAAACTTATTCGGTATTTTTT0.473 rs146847928

- 63 11862DNAH7_uc002uti.3_Missense_Mutation_p.D404NNM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12CACTTACCATCCTCAGGAGGA0.413

+ 1 799 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1GCCTGGCCCCCACGAGGTGGC0.637

- 4 1501APCDD1L_uc010zzp.1_Missense_Mutation_p.D450NNM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1TCTGGGGTATCGGGACTTGAG0.612

- 14 1163TPTE_uc002yis.1_Splice_Site|TPTE_uc002yiq.1_Splice_Site_p.K247_splice|TPTE_uc002yir.1_Splice_Site_p.K227_splice|TPTE_uc010gkv.1_Splice_Site_p.K127_spliceNM_199261 NP_954870 P56180 TPTE_HUMAN 5AAGACCCTTACCTTGATTGGA0.313

- 3 603LIPI_uc010gkw.1_Missense_Mutation_p.G131ENM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2TGTTATTCTTCCAAGTTGACC0.284

- 33 6235DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANCytoplasmic (Potential). 11AGGTTCCAAGCATGCTTGTCC0.572

+ 12 1597SFI1_uc003ald.1_Nonsense_Mutation_p.Q378*|SFI1_uc003alf.2_Intron|SFI1_uc003alg.2_Nonsense_Mutation_p.Q320*|SFI1_uc011alp.1_Nonsense_Mutation_p.Q320*|SFI1_uc011alq.1_Intron|SFI1_uc003alh.2_RNA|SFI1_uc010gwi.2_RNANM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 5. 1CGCTCATCTCCAGCAAATAAG0.468

- 22 2965GRIP2_uc010heh.2_RNA|GRIP2_uc011avh.1_Missense_Mutation_p.E520KNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1ACCTCCAGTTCCCTCAGCAGC0.627

- 22 3871TBC1D5_uc010heu.2_Nonsense_Mutation_p.Q323*|TBC1D5_uc010hev.2_Nonsense_Mutation_p.Q758*|TBC1D5_uc003cbe.2_Nonsense_Mutation_p.Q736*NM_014744 NP_055559 Q92609 TBCD5_HUMAN 1CGAAGAGGCTGGGCCTGGCCG0.587 rs150988847

+ 2 127 NM_153215 NP_694947 Q8N112 CC045_HUMAN 1GAGCAGGGGGCCATTGGCCCC0.617

- 2 7628MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GCTGAGGAAGCGTCGGTGACA0.592

+ 5 1022NSUN7_uc003gvh.2_Missense_Mutation_p.R176Q|NSUN7_uc003gvi.3_Missense_Mutation_p.R176QNM_024677 NP_078953 0GCAAGATGTCGAATCAAGCAT0.378

+ 3 752 NM_021225 NP_067048 Q99935 PROL1_HUMAN Thr-rich. 1ACCTCCATATCAGCAGCAACC0.498

- 9 1289GC_uc003hgd.2_Missense_Mutation_p.E257A|GC_uc010iie.2_Missense_Mutation_p.E379A|GC_uc010iif.2_Missense_Mutation_p.E398ANM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 2. 3AGTTGAGTCTTCAACATCACA0.308

+ 83 14728KIAA1109_uc003iem.2_Missense_Mutation_p.P1251SNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ACAAAAAAGTCCAATTATTAT0.338

+ 5 6625FAT4_uc011cgp.1_Missense_Mutation_p.G507SNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 21.|Extracellular (Potential). 18CTCTGTCACAGGTGCCATCAC0.463

- 6 725RWDD4A_uc003ivu.1_RNA|RWDD4A_uc003ivv.1_Missense_Mutation_p.P104S|RWDD4A_uc011ckl.1_RNANM_152682 NP_689895 Q6NW29 RWDD4_HUMAN 0CAGCCTCGAGGAAGTTCTCCT0.284

+ 1 1318PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.S406L|PCDHA4_uc011daa.1_Missense_Mutation_p.S406LNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 4.|Extracellular (Potential). 6AATTACTACTCGTTGGTGCTG0.622 rs143891810

+ 1 2159 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMANCytoplasmic (Potential). 5AGCAGGGCGGCCTCAGTGGGT0.652

- 9 6462GM2A_uc011dcs.1_IntronNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 18. 6GAGGGATGGCGTTCCTCCATC0.418 rs147595273

- 8 2712ATXN1_uc010jpi.2_Nonsense_Mutation_p.Q581*|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMANSelf-association.|Interaction with USP7.|RNA-binding.|AXH.4TTGGCCAACTGGATGATGGAG0.572

+ 6 697CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.P126S|CAP2_uc011djb.1_Intron|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1GTCTCCCAAACCTGGTCCTTA0.413

+ 1 278 NM_012367 NP_036499 P58173 OR2B6_HUMANExtracellular (Potential). 1AAAGTAATCAGTTATCGTGGC0.408

- 15 2667HLA-DOB_uc003oca.2_Missense_Mutation_p.G242RNM_018833 NP_061313 Q03519 TAP2_HUMAN 0ATGACGATTCCCACCAGAAGG0.517

- 2 461SPDEF_uc011dsq.1_Missense_Mutation_p.L16INM_012391 NP_036523 O95238 SPDEF_HUMAN 5GGCAGCAGGAGGTGGCTGGGG0.677

+ 6 1294PNPLA1_uc003olw.1_Missense_Mutation_p.V337L|PNPLA1_uc010jwe.1_Missense_Mutation_p.V346LNM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. p.P432A(1) 4GCCTTCAACTGTGGGGGCACC0.592

- 8 1165GTPBP2_uc010jyv.2_Missense_Mutation_p.S288R|GTPBP2_uc003ovt.1_Missense_Mutation_p.S376RNM_019096 NP_061969 Q9BX10 GTPB2_HUMAN 2CTCCAGACACACTGGACAATG0.532

+ 5 1657 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TCAAATGGATCAGCTTTAGGT0.403

+ 10 889C7orf10_uc003thm.1_Missense_Mutation_p.V252L|C7orf10_uc003tho.1_Missense_Mutation_p.V234LNM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2TGGCTATATTGTAGTTGGAGC0.333

+ 10 1110ABCA13_uc010kyr.2_5'UTRNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TGGCAACAGGGTAGCCTGCTT0.423

- 6 843FBXL13_uc010liq.1_5'UTR|FBXL13_uc010lir.1_Missense_Mutation_p.R139Q|FBXL13_uc003var.2_RNA|FBXL13_uc003vas.2_Missense_Mutation_p.R139Q|FBXL13_uc003vav.2_RNANM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0AGAAGAACTTCGTTCAGGAAA0.318



- 18 2293LAMB4_uc003vey.2_Missense_Mutation_p.E737KNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin IV type B. 8GAGGCAATTTCAACACAGTTG0.473

+ 4 718CHRM2_uc003vtg.1_Missense_Mutation_p.S32F|CHRM2_uc003vtj.1_Missense_Mutation_p.S32F|CHRM2_uc003vtk.1_Missense_Mutation_p.S32F|CHRM2_uc003vtl.1_Missense_Mutation_p.S32F|CHRM2_uc003vtm.1_Missense_Mutation_p.S32F|CHRM2_uc003vti.1_Missense_Mutation_p.S32F|CHRM2_uc003vto.1_Missense_Mutation_p.S32F|CHRM2_uc003vtn.1_Missense_Mutation_p.S32F|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANHelical; Name=1; (By similarity). 5GTGGCTGGATCCCTCAGTTTG0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 7 805MYOM2_uc011kwi.1_IntronNM_003970 NP_003961 P54296 MYOM2_HUMANIg-like C2-type 1. 6AGACTTTGACGACACTGCGAC0.537

- 2 212PPP1R3B_uc003wso.3_Missense_Mutation_p.S15FNM_024607 NP_078883 Q86XI6 PPR3B_HUMAN p.S16F(1) 2TTGGCGCAAGGAAGGAGCCAT0.493 rs142670074

- 9 860SNX31_uc011lha.1_Missense_Mutation_p.A32T|SNX31_uc011lhb.1_Missense_Mutation_p.A138TNM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0GTGGGTTTGGCCCATCCTTTT0.363

- 5 1389LRP12_uc003ymb.2_Missense_Mutation_p.R413C|LRP12_uc003ylz.2_5'FlankNM_013437 NP_038465 Q9Y561 LRP12_HUMANExtracellular (Potential).|LDL-receptor class A 4. 0TAGTTGCAGCGATCAGAACGA0.413

- 16 1450ASAP1_uc003ysz.1_Missense_Mutation_p.C285W|ASAP1_uc011liw.1_Missense_Mutation_p.C467WNM_018482 NP_060952 Q9ULH1 ASAP1_HUMANArf-GAP.|C4-type. 4AACATTCTATACAGGTCAAAA0.388

- 1 1378 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1TCGGGCTGGGTCCGGTCACTG0.711

- 5 2192 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN 0GGTTTCTCTCCAACACGAGTC0.403

+ 7 1722UBAP1_uc003zty.2_Missense_Mutation_p.M496K|UBAP1_uc011loi.1_Missense_Mutation_p.M532K|UBAP1_uc011loj.1_Missense_Mutation_p.M560K|KIF24_uc010mkb.2_Intron|UBAP1_uc003ztz.2_Missense_Mutation_p.M496KNM_016525 NP_057609 Q9NZ09 UBAP1_HUMAN UBA 2. 0GAAGACCTCATGGCTCGGGCA0.532

- 16 1981TRPM6_uc004ajk.1_Missense_Mutation_p.I576M|TRPM6_uc010mpb.1_RNA|TRPM6_uc010mpc.1_Intron|TRPM6_uc010mpd.1_Intron|TRPM6_uc010mpe.1_Intron|TRPM6_uc004ajm.1_Translation_Start_SiteNM_017662 NP_060132 Q9BX84 TRPM6_HUMANCytoplasmic (Potential). 8TATGAAGGACTATAGACTTTT0.363

+ 4 892 NR_026851 0TCAAATATTTCCCAGGCCATG0.483

- 17 1470DENND1A_uc011lzl.1_Missense_Mutation_p.G188R|DENND1A_uc004bny.1_Missense_Mutation_p.G152R|DENND1A_uc011lzm.1_Missense_Mutation_p.G381R|DENND1A_uc004boa.1_Missense_Mutation_p.G413R|DENND1A_uc004bob.1_Missense_Mutation_p.G383R|DENND1A_uc004boc.2_Missense_Mutation_p.G381RNM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2AGAATTGCTCCACTTCCTTTC0.408

+ 9 1703CLCN4_uc011mid.1_Missense_Mutation_p.P331SNM_001830 NP_001821 P51793 CLCN4_HUMAN 5CATGACTCGGCCTGTGGATGA0.542

+ 5 662SYAP1_uc004cxo.2_Missense_Mutation_p.P190L|SYAP1_uc011miv.1_Missense_Mutation_p.P156LNM_032796 NP_116185 Q96A49 SYAP1_HUMAN BSD. 1GCCCTCGTTCCTAAACTGTAA0.488

+ 9 2561ZFX_uc004dbe.2_3'UTR|ZFX_uc011mjv.1_Missense_Mutation_p.S807F|ZFX_uc010nfz.2_Missense_Mutation_p.S424FNM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2CACGTTATTTCCATTCACACG0.433

- 3 366SRPX_uc004ddz.1_Missense_Mutation_p.E74K|SRPX_uc011mkh.1_Missense_Mutation_p.E94K|SRPX_uc011mki.1_Missense_Mutation_p.E94KNM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 1. 0CCATGCAGCTCGTAGCCCTTC0.542

- 7 923ZNF182_uc004dis.2_Missense_Mutation_p.H174Y|ZNF182_uc004dit.2_Missense_Mutation_p.H193Y|ZNF182_uc011mlu.1_Missense_Mutation_p.H173YNM_006962 NP_008893 P17025 ZN182_HUMAN 3TACTCAGTATGGAAGAACAAT0.348

+ 6 2909CCNB3_uc004doy.2_Missense_Mutation_p.E871K|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN p.E871>*(1) 9CATTGAGCAGGAGGCCCTCTT0.527

+ 5 1810STARD8_uc004dxb.2_Missense_Mutation_p.D560N|STARD8_uc004dxc.3_Missense_Mutation_p.D480NNM_014725 NP_055540 Q92502 STAR8_HUMAN 6TGAACGGCGCGATTCAGGTGT0.607

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

+ 28 4498CROCC_uc001azu.2_Missense_Mutation_p.P780S|CROCC_uc001azv.2_5'FlankNM_014675 NP_055490 Q5TZA2 CROCC_HUMAN 5GCTCAACAGCCCCAGCACCTT0.627

- 10 1254CSMD2_uc001bxm.1_Missense_Mutation_p.L449INM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 3.|Extracellular (Potential). 12GGGCCTCGAAGGTGGGCATCA0.537

+ 25 11625MACF1_uc010ois.1_Nonsense_Mutation_p.R3330*|MACF1_uc001cda.1_Nonsense_Mutation_p.R3217*|MACF1_uc001cdc.1_Nonsense_Mutation_p.R2396*NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN Spectrin 7. 16CCTAGATGATCGAAAGGCCAC0.428 rs145098670

- 8 2050 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0CAGTCGATGGGATCCAGGGGG0.522

- 3 710 NM_023077 NP_075565 Q96BR5 SELR1_HUMAN 0GGTTGGACACCTTTCTGCTGT0.527

- 5 498MAGOH_uc010ont.1_Missense_Mutation_p.I100TNM_002370 NP_002361 P61326 MGN_HUMAN 0GTGTAATCCAATAAGACTGAA0.378

+ 3 709 NM_057176 NP_476517 Q8WZ55 BSND_HUMANCytoplasmic (Potential). 2CGACGTTCAGGCCTGGATGGA0.627

- 2 498C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.P31QNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5AACACCTGCTGGGAATTTAAT0.458

+ 15 2222CACHD1_uc001dbp.1_Missense_Mutation_p.R461I|CACHD1_uc001dbq.1_Missense_Mutation_p.R461I|CACHD1_uc010opa.1_5'UTRNM_020925 NP_065976 Q5VU97 CAHD1_HUMANExtracellular (Potential). 2CCCACTAGGAGACAATGGTGA0.448

+ 6 1132AK5_uc001dho.2_Missense_Mutation_p.K266RNM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1TTCCAGGAAAAGGGGCTCATC0.433

+ 12 1400NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.N442D|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_Missense_Mutation_p.N171D|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.N102DNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0CAACGATGACAATGAAGATGT0.423

+ 14 1889NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_5'Flank|NBPF10_uc010oyl.1_5'Flank|NBPF10_uc010oyj.1_5'FlankNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0TACTTTTCCACGCTCAGCAGG0.453 rs61816394

- 3 6171 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 9. 17ACTGTCACTGTACTCACTGTG0.537

- 3 4318 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17TTCCAGTTGTCCTGGACCCTC0.527

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TTGACCGTGGGTCTCAGTCCC0.612 rs3814301

+ 2 336RAG1AP1_uc010pey.1_Intron|KRTCAP2_uc001fho.2_5'Flank|KRTCAP2_uc001fhp.1_5'Flank|TRIM46_uc009wpe.1_RNA|TRIM46_uc010pez.1_Missense_Mutation_p.S72T|TRIM46_uc001fhq.2_RNA|TRIM46_uc001fhr.2_Missense_Mutation_p.S85T|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Intron|TRIM46_uc001fhu.1_Missense_Mutation_p.S62T|TRIM46_uc009wpg.1_Missense_Mutation_p.S72T|TRIM46_uc009wpf.2_Missense_Mutation_p.S72T|TRIM46_uc001fhv.3_Missense_Mutation_p.S72T|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN 3CTCCACCCCTTCCACCCGCAG0.682

+ 8 1629RAG1AP1_uc010pey.1_Intron|TRIM46_uc009wpe.1_RNA|TRIM46_uc001fhq.2_RNA|TRIM46_uc001fhr.2_Missense_Mutation_p.E516K|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Missense_Mutation_p.E390K|TRIM46_uc001fhu.1_Missense_Mutation_p.E493K|TRIM46_uc009wpg.1_Missense_Mutation_p.E503K|TRIM46_uc001fhv.3_Missense_Mutation_p.E503K|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMANFibronectin type-III. 3CGGCTACGGCGAATACAGTGA0.657

- 6 1176FCRL2_uc001frd.2_Missense_Mutation_p.G120S|FCRL2_uc010phz.1_Missense_Mutation_p.G373S|FCRL2_uc009wsp.2_IntronNM_030764 NP_110391 Q96LA5 FCRL2_HUMANIg-like C2-type 4.|Extracellular (Potential). 2GCCCCCAGGCCGTTGTTGGCC0.577 rs149829829

- 27 3994 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8CATTCAGCTCCATTTTCTGTC0.552

- 1 431MYOC_uc010pmk.1_Splice_Site_p.K79_spliceNM_000261 NP_000252 Q99972 MYOC_HUMAN Potential. 1GTCTCCAACTCTCTGGTTTGG0.597

+ 16 5609PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 2. 16TGCTCAGAGGGAACCAAATTT0.522

- 5 1502DDX59_uc010ppl.1_Missense_Mutation_p.I420SNM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANHelicase C-terminal. 4CCACAAAATAATCTGACGTAC0.358

- 2 251ESRRG_uc001hky.1_Nonsense_Mutation_p.R6*|ESRRG_uc009xdp.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hkz.1_Nonsense_Mutation_p.R6*|ESRRG_uc010puc.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hla.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hlb.1_Nonsense_Mutation_p.R6*|ESRRG_uc010pud.1_Intron|ESRRG_uc001hlc.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hld.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hkx.1_Nonsense_Mutation_p.R34*|ESRRG_uc009xdo.1_Nonsense_Mutation_p.R6*|ESRRG_uc001hle.1_Nonsense_Mutation_p.R6*NM_001438 NP_001429 P62508 ERR3_HUMAN 2TCAATGTGTCGATCTTTGTTT0.373

+ 46 12282OBSCN_uc001hsn.2_Missense_Mutation_p.E4080KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 42. 28TCTGGAGCAGGAGACAGGTGA0.622

+ 1 99 OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANExtracellular (Potential). 3AATTCCCCATGGAAAATTACA0.289



+ 1 560 NR_002141 0TATGGAGCAGGTTTGTTCATG0.517

- 4 477TUBAL3_uc001ihz.2_Missense_Mutation_p.R106QNM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1TCCAAAGCTTCGGAAAATCAA0.448

- 12 1462FAM13C_uc001jko.2_Missense_Mutation_p.T345K|FAM13C_uc010qid.1_Missense_Mutation_p.T360K|FAM13C_uc010qie.1_Missense_Mutation_p.T360K|FAM13C_uc010qif.1_Missense_Mutation_p.T465K|FAM13C_uc001jkp.2_Missense_Mutation_p.T360KNM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2ACTTACAATTGTTGGAATAAG0.378 rs148740536

+ 46 7072CDH23_uc001jsg.3_5'Flank|CDH23_uc001jsh.3_5'FlankNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 21.|Extracellular (Potential). 11GACGCCTTTGCTGTGAATATC0.363

+ 9 1943NRG3_uc010qlz.1_Missense_Mutation_p.R638Q|NRG3_uc001kcp.2_Missense_Mutation_p.R442Q|NRG3_uc001kcq.2_Missense_Mutation_p.R289Q|NRG3_uc001kcr.2_Missense_Mutation_p.R313QNM_001010848 NP_001010848 P56975 NRG3_HUMANCytoplasmic (Potential). 6GAGCAGATCCGAATTCTGACT0.483

+ 11 4067PLCE1_uc010qnx.1_Missense_Mutation_p.P1145S|PLCE1_uc001kjm.2_Missense_Mutation_p.P837SNM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3AAACCCCCTCCCTTCCAGAAG0.532

+ 9 1722CYP2C18_uc001kjw.3_Missense_Mutation_p.D407N|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_IntronNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TGACCCAAAGGATATTGACAT0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0GCCCACACCGGCGCGTGGGGA0.786

- 13 1990IRF7_uc001lqg.2_5'Flank|IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.G463S|CDHR5_uc009ycd.2_Missense_Mutation_p.G623S|CDHR5_uc001lql.2_Missense_Mutation_p.G629SNM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|3.|Extracellular (Potential).0GTGCCCCCACCGGGTGTGGTT0.652 rs140290184

+ 39 13975 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFD 4. 2TGCGGCTGACCAGTGGCTGGT0.657

- 1 742 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN11 X 4 AA repeats of C-C-X-P. 2TGGGAGGAGCAGGGCTTgcag0.313

+ 4 660 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN 0AGACATATTATACAGGTGAGT0.338

- 5 6119AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CGACACATCCACATCCCCTTT0.502

- 4 504 NM_030930 NP_112192 Q9H1C4 UN93B_HUMANHelical; (Potential). 0ATGCCCACAGCGAGGAACATC0.602

- 31 3007PDE2A_uc001oso.2_Missense_Mutation_p.V901M|PDE2A_uc010rra.1_Missense_Mutation_p.V915M|PDE2A_uc001osn.2_Missense_Mutation_p.V666M|PDE2A_uc010rrb.1_Missense_Mutation_p.V913M|PDE2A_uc010rrd.1_Missense_Mutation_p.V807MNM_002599 NP_002590 O00408 PDE2A_HUMAN 4AGATCAGGCACCTCGTACTCC0.612

+ 24 3499CNTN5_uc001pgb.2_Missense_Mutation_p.G980R|CNTN5_uc010ruk.1_Missense_Mutation_p.G325RNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 4. 8AGGAGGAGATGGAACAGCTAG0.383

+ 9 1165TMPRSS4_uc010rxp.1_Missense_Mutation_p.A287P|TMPRSS4_uc010rxq.1_Missense_Mutation_p.A145P|TMPRSS4_uc010rxr.1_Missense_Mutation_p.A267P|TMPRSS4_uc010rxs.1_Missense_Mutation_p.A252P|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_Missense_Mutation_p.A267PNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANExtracellular (Potential).|Peptidase S1. 2CAATGACATCGCCCTCATGAA0.498 rs140795322

- 1 43 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMANExtracellular (Potential). 2TTGGGGTTCTCCGTTGTCATG0.473

- 9 2222CD163_uc001qta.3_Missense_Mutation_p.L698F|CD163_uc009zfw.2_Missense_Mutation_p.L731FNM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8TTGTTGGGCCCAAAGACGATG0.448

- 3 384PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN7.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TTGTGGCTTTCCTGGAGGAGG0.612

- 29 3654ABCC9_uc001rfh.2_Missense_Mutation_p.L1212F|ABCC9_uc001rfj.1_Missense_Mutation_p.L1176FNM_005691 NP_005682 O60706 ABCC9_HUMANExtracellular (Potential).|ABC transmembrane type-1 2.6GCAGCTGAGAGAAATAAGTAG0.438

- 22 2749IPO8_uc001rje.1_Missense_Mutation_p.Q349P|IPO8_uc010sjt.1_Missense_Mutation_p.Q655PNM_006390 NP_006381 O15397 IPO8_HUMAN 3GGGAACAATCTGTCCCACCAC0.438

+ 5 751DDX11_uc010sjw.1_Missense_Mutation_p.R167T|DDX11_uc010sjx.1_RNA|DDX11_uc001rjr.1_Missense_Mutation_p.R167T|DDX11_uc001rjs.1_Missense_Mutation_p.R167T|DDX11_uc001rju.1_5'UTR|DDX11_uc001rjv.1_Missense_Mutation_p.R167T|DDX11_uc001rjw.1_Missense_Mutation_p.R141T|DDX11_uc001rjx.1_5'FlankNM_152438 NP_689651 Q96FC9 DDX11_HUMANGlu-rich.|Helicase ATP-binding. 3GAAGAAGAAAGAGAGAATCTC0.612

- 4 1551TUBA1B_uc001rto.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtk.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtl.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtn.2_Missense_Mutation_p.G291S|uc010smg.1_5'UTRNM_006082 NP_006073 P68363 TBA1B_HUMAN 0TCTTCCTCACCCTCTCCTTCA0.483

+ 7 934SRGAP1_uc001srt.2_Missense_Mutation_p.T293S|SRGAP1_uc001srv.2_Missense_Mutation_p.T253SNM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4AACCTTGAAACCTCCAGACAT0.423

+ 9 1063FRS2_uc001suz.2_Missense_Mutation_p.P185S|FRS2_uc009zrj.2_Missense_Mutation_p.P185S|FRS2_uc009zrk.2_Missense_Mutation_p.P185SNM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2ATCTACACATCCTTTGCTTGT0.458

+ 9 2028ZMYM2_uc001ums.2_Missense_Mutation_p.S577L|ZMYM2_uc001umt.2_Missense_Mutation_p.S577L|ZMYM2_uc010tco.1_RNA|ZMYM2_uc001umv.2_5'UTR|ZMYM2_uc001umw.2_Missense_Mutation_p.S30LNM_003453 NP_003444 Q9UBW7 ZMYM2_HUMANMYM-type 5. 6TATGCAAAATCACAAAGTAAG0.289

- 2 686 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4ATCATCTGCCGACTCTCATCA0.582

+ 9 2614ERCC5_uc001vpu.1_Missense_Mutation_p.S1178L|ERCC5_uc010tjb.1_Missense_Mutation_p.S724L|ERCC5_uc010tjc.1_RNA|ERCC5_uc010tjd.1_Missense_Mutation_p.S556LNM_000123 NP_000114 P28715 ERCC5_HUMAN 7GCGGAAGATTCGCTCCATGAA0.488

+ 1 386 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANCytoplasmic (Potential). 5ATATGTAAACCCCTGCACTAT0.438

+ 2 218 NM_002687 NP_002678 Q9H307 PININ_HUMANNecessary for interaction with RNPS1.|Necessary for mediating alternative 5' splicing.|Necessary for interactions with KRT8, KRT18 and KRT19.1CAGGCCCATCCAAGCCAGATT0.423

- 11 2254KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9CTCTCTACCTGGAGTTGGTTC0.552

+ 8 956AHSA1_uc010tvk.1_Missense_Mutation_p.P266SNM_012111 NP_036243 O95433 AHSA1_HUMAN 0ATTTTAGGTCCCTGAGAAACA0.388

+ 3 526NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.G146ENM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANLaminin G-like 2.|Extracellular (Potential). 10TATGTAGGAGGAAGCCCAAGT0.502

- 3 918 NM_206918 NP_996801 Q6QHC5 DEGS2_HUMAN 0CGCGATCTTCCGCACCTGTAG0.657

+ 2 633MAP2K1_uc010ujp.1_Missense_Mutation_p.F31YNM_002755 NP_002746 Q02750 MP2K1_HUMAN 0CTTGAGGCCTTTCTTACCCAG0.547 rs121908594

- 13 3226PKD1_uc002cot.1_Missense_Mutation_p.T1006INM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|PKD 4. 3GTAGTTCACGGTGACGTTGCT0.637

- 22 3012ERN2_uc010bxp.2_Missense_Mutation_p.C896YNM_033266 NP_150296 Q76MJ5 ERN2_HUMANKEN.|Cytoplasmic (Potential). 6CTCAGAGGCGCAGCTCCTCAT0.647

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATACTGGAGAGAGA0.453

- 5 440SLC6A10P_uc002edi.1_RNA 0CGTTGGTGTTTTTGTAGACCA0.512

- 5 423SLC6A10P_uc002edi.1_RNA 0ACCAGCGGCTTGTAGTACACA0.453 rs79284655

+ 5 794CDH1_uc010vlj.1_RNA|CDH1_uc010cfg.1_Missense_Mutation_p.R224CNM_004360 NP_004351 P12830 CADH1_HUMANCadherin 1.|Extracellular (Potential). 243GGATAGAGAACGCATTGCCAC0.488

- 5 814CLEC18B_uc002fcu.2_Missense_Mutation_p.S205L|CLEC18B_uc010vmu.1_Missense_Mutation_p.S125L|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0TGTGCAGAGCGAACACCAGGC0.612

+ 10 1278SPNS3_uc002fxu.2_Missense_Mutation_p.G285S|SPNS3_uc002fxv.2_Intron|uc002fxw.1_RNANM_182538 NP_872344 Q6ZMD2 SPNS3_HUMANHelical; (Potential). 1GATCACGGTGGGCCACATCCT0.652

- 1 25PLSCR3_uc002ggr.1_5'UTR|PLSCR3_uc010cmg.1_5'UTRNM_152766 NP_689979 Q8N2U0 CQ061_HUMAN 1GCTGCAGCTGGCCCGGCCATA0.667

+ 3 1353FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0CCCCATTCCTCCCAGCCCTGG0.652

- 30 4153MYH10_uc002glm.2_Missense_Mutation_p.E1384Q|MYH10_uc010cnx.2_Missense_Mutation_p.E1362QNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2TCCTCCTCCTCCTGCTGCTCC0.587



+ 1 287 NM_033061 NP_149050 0 agctgctgcaagccccagtgc 0.194

- 1 363 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].|17.0 gcttgcagcagctggacacac 0.179

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0 ctggagatgctgcagctgggg 0.129

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].|19.0 gtctgcagcagctggacacac 0.129

- 6 495KCTD2_uc010dfy.1_Intron|KCTD2_uc010dfz.2_Intron|ATP5H_uc002jmo.1_Missense_Mutation_p.K120INM_006356 NP_006347 O75947 ATP5H_HUMAN 0CTTGTCTAATTTGGTTTCTGG0.393

- 10 1973POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3GAATTCATTTTCTTTTCAGCC0.284

+ 1 736CABLES1_uc002kub.2_IntronNM_001100619 NP_001094089 Q8TDN4 CABL1_HUMANInteracts with CDK3 (By similarity). 1GTTCACTCAGGGAATCCTGCC0.672

+ 17 3190DCC_uc010xdr.1_Missense_Mutation_p.S696F|DCC_uc010dpf.1_Missense_Mutation_p.S503FNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 5. 17GCAGACAACTCTGTCCCTAAG0.527

+ 4 1336ZNF57_uc010xha.1_Missense_Mutation_p.Q364HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AATGTGAACAATGTGGGAAGG0.428

+ 4 1371ZNF57_uc010xha.1_Missense_Mutation_p.R376QNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGATCATTCCGAGGTCATTTG0.428 rs149690257

+ 4 1386ZNF57_uc010xha.1_Missense_Mutation_p.T381MNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3CATTTGAGGACGCACACTGGA0.438 rs148390269

- 4 453CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R105Q|CD209_uc002mhr.2_Missense_Mutation_p.R105Q|CD209_uc002mhs.2_Missense_Mutation_p.R105Q|CD209_uc002mhu.2_Missense_Mutation_p.R129Q|CD209_uc010dvq.2_Missense_Mutation_p.R129Q|CD209_uc002mhq.2_Missense_Mutation_p.R129Q|CD209_uc002mhv.2_Missense_Mutation_p.R105Q|CD209_uc002mhx.2_Missense_Mutation_p.R85Q|CD209_uc002mhw.2_Missense_Mutation_p.R85Q|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|2.|7 X approximate tandem repeats.1AGCCTTCAGCCGGGTCAGCTC0.567

- 3 28508 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGATACCAGGGAAGATGGAGG0.507

- 3 20909 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TAGGACAGAGGATTGTGACCC0.488

+ 4 1651ZNF844_uc010dym.1_Missense_Mutation_p.P346RNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GAGAGAAACCCTATGAGTGTA0.413

+ 4 1710ZNF844_uc010dym.1_Missense_Mutation_p.K366ENM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0CAAATGCATGAAAGGACTCAC0.413

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0TGAGATAACGTTTTCCCACAC0.413

- 6 3184ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7ACATTTGTAGGGTTTCTCTCC0.368

- 3 545ZNF599_uc010edm.1_Missense_Mutation_p.P16S|ZNF599_uc010xsd.1_RNA|ZNF599_uc010edo.1_RNANM_001007248 NP_001007249 Q96NL3 ZN599_HUMAN KRAB. 2TCTGGTTTGGGAACAGGATGC0.458

- 16 7944 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 6. 9GGACACTCCTCGCTGGGGATA0.657

+ 4 799IL4I1_uc002pqv.1_5'Flank|IL4I1_uc010eno.1_5'Flank|IL4I1_uc002pqw.1_5'Flank|IL4I1_uc002pqu.1_5'Flank|NUP62_uc002pqy.2_5'Flank|NUP62_uc002pqz.2_5'Flank|NUP62_uc002pra.2_5'Flank|NUP62_uc002prb.2_5'Flank|NUP62_uc002prc.2_5'Flank|ATF5_uc002prd.2_Missense_Mutation_p.P78SNM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2AGCTCTCCTCCCTCTGGAGCC0.577

- 3 2328KCNC3_uc002prt.1_Missense_Mutation_p.P314LNM_004977 NP_004968 Q14003 KCNC3_HUMANCytoplasmic (Potential). 1GTCAATGGCTGGGCAGTCCTC0.642

- 4 613KLK8_uc002puq.1_Missense_Mutation_p.C190F|KLK8_uc002pus.1_Intron|KLK8_uc002put.1_Intron|KLK8_uc002puu.1_Missense_Mutation_p.C145F|KLK9_uc002puv.1_IntronNM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1AGGCTGGGTGCAATGATCTGC0.592

- 5 1439ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.Q364ENM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0GATGATTTCTGACTGAAGGTC0.398

+ 3 1399ZNF547_uc002qpm.3_Intron|ZNF17_uc002qop.1_Missense_Mutation_p.E392KNM_006959 NP_008890 P17021 ZNF17_HUMAN C2H2-type 8. 1TGAATGCAACGAATGTGGGAA0.393

+ 3 1622_1623ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 10. 0TAGTTCAGCACCAGAAAATCCA0.421

+ 2 321ZNF551_uc002qpv.3_Intron|ZNF776_uc002qpx.2_IntronNM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1CTTGATGAGTCTCAGAGGTTC0.483

- 7 2374ZNF606_uc010yhp.1_Missense_Mutation_p.H496NNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN C2H2-type 9. 2GTTCTCTGATGGGCAATAAGA0.423

- 2 189NT5C1B_uc002rcy.2_Missense_Mutation_p.E29K|NT5C1B_uc010exr.2_Missense_Mutation_p.E29K|NT5C1B_uc010yju.1_Missense_Mutation_p.E29K|NT5C1B_uc002rda.2_Missense_Mutation_p.E29K|NT5C1B_uc010yjv.1_Missense_Mutation_p.E29K|NT5C1B_uc010yjw.1_Missense_Mutation_p.E29K|NT5C1B_uc010exs.2_Missense_Mutation_p.E29K|NT5C1B_uc002rdb.1_5'FlankNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3TTGTCAGATTCCTTTCTTTTT0.393

- 3 867ZNF513_uc002rkj.2_Missense_Mutation_p.R161WNM_144631 NP_653232 Q8N8E2 ZN513_HUMAN C2H2-type 3. 1CGCTGATGCCGCCTCAGGTTG0.677

+ 10 1436MEIS1_uc002sdt.2_Missense_Mutation_p.R327W|MEIS1_uc002sdv.2_Missense_Mutation_p.R325W|MEIS1_uc010yqh.1_RNA|MEIS1_uc010yqi.1_Missense_Mutation_p.R262W|MEIS1_uc002sdw.1_Missense_Mutation_p.R183WNM_002398 NP_002389 O00470 MEIS1_HUMANHomeobox; TALE-type. 0TATTAATGCCCGGAGAAGAAT0.448

+ 5 674WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNANM_182905 NP_878908 0CCAAGGTGGGCACTTGATGTC0.612

+ 13 4582GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Missense_Mutation_p.D1190N|GLI2_uc002tmu.3_Missense_Mutation_p.D1173NNM_005270 NP_005261 P10070 GLI2_HUMAN 13CATCATGGATGATGGCGATCA0.627

- 63 10974 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 21. 50TGTCACATTTCCACCAGAATG0.338

+ 2 392PDK1_uc010zdz.1_5'UTR|PDK1_uc010zea.1_RNA|PDK1_uc002uhq.1_Missense_Mutation_p.P98S|PDK1_uc002uhs.2_Missense_Mutation_p.P98S|PDK1_uc010zeb.1_Missense_Mutation_p.P98SNM_002610 NP_002601 Q15118 PDK1_HUMAN 4AAGTCTCCTTCCAGATAATCT0.393

- 40 9583TTN_uc010zfh.1_Missense_Mutation_p.R3074Q|TTN_uc010zfi.1_Missense_Mutation_p.R3074Q|TTN_uc010zfj.1_Missense_Mutation_p.R3074Q|TTN_uc002unb.2_Missense_Mutation_p.R3120QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCAGACATCCGGGTGGATGG0.453 rs72647894

+ 8 1892FAM171B_uc002upr.1_Missense_Mutation_p.H561Y|FAM171B_uc002upt.2_Missense_Mutation_p.H63YNM_177454 NP_803237 Q6P995 F171B_HUMANCytoplasmic (Potential). 10AATTCATTCTCATGCACAGCC0.478

- 40 6558 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity). 12GTGCCATTTACGATTTGTGTG0.318

+ 13 1535 NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN Lys-rich. 0GCCAAAAAAGCCAAGATTAAA0.328

- 17 2526ABCA12_uc002vev.2_Missense_Mutation_p.S451L|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11TCCATATTTTGAAGCAATTTG0.348

+ 17 1697SP140_uc010zma.1_RNA|SP140_uc002vqn.2_Missense_Mutation_p.G414S|SP140_uc002vqm.2_Missense_Mutation_p.G468S|SP140_uc010fxl.2_Missense_Mutation_p.G501SNM_007237 NP_009168 Q13342 LY10_HUMAN 0CAAAGCCGACGGCCAGGTGGT0.478

- 7 1266NGEF_uc010zmm.1_Missense_Mutation_p.E63K|NGEF_uc010fyg.1_Missense_Mutation_p.E248KNM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7ATGTTCTCCTCCATCCGGTGC0.587

+ 1 67FRG1B_uc002wvm.1_Splice_Site|FRG1B_uc010ztj.1_Splice_Site|FRG1B_uc010gdr.1_Splice_Site 0TGATACGTTGGTGAGTCAGTT0.219 rs137860963

+ 2 127FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGGCATTCAGATGCAATTGGA0.333

+ 3 264FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Nonsense_Mutation_p.E30* 0AGGAGAAGAAGAAATGATCAA0.373

- 4 2461 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN Potential. 1TAGGTCATCCCGGAGGCGGGC0.652

+ 2 1229SEMG2_uc002xnk.2_Missense_Mutation_p.R391T|SEMG2_uc002xnl.2_IntronNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|4 X 60 AA tandem repeats, type I. 1AACCAGGTAAGAATTCCTAGT0.403



- 38 4807PREX1_uc002xtv.1_Missense_Mutation_p.S892FNM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6CTGCTCCAGGGACACGCTCAG0.687

- 8 1214PTGIS_uc010zyi.1_Missense_Mutation_p.P248LNM_000961 NP_000952 Q16647 PTGIS_HUMAN 3GCTCAGGAAGGGGAAGAGGAG0.557

+ 2 3406 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6TCCAGGGTCCCCCCCATGAAG0.552

- 8 976DSCR3_uc010gnm.1_RNA|DSCR3_uc010gnn.1_Missense_Mutation_p.L204P|DSCR3_uc010gnl.2_Missense_Mutation_p.L219P|DSCR3_uc011aeg.1_Missense_Mutation_p.L169P|DSCR3_uc011aeh.1_Missense_Mutation_p.L121PNM_006052 NP_006043 O14972 DSCR3_HUMAN 0GGGGACAGAGAGGCCCCTGCA0.602

+ 2 98TUBA8_uc002znr.2_Translation_Start_Site|TUBA8_uc002znw.1_Missense_Mutation_p.V33M|TUBA8_uc002znu.1_Missense_Mutation_p.V9MNM_018943 NP_061816 Q9NY65 TBA8_HUMAN 0ATCAGTCCACGTGGGCCAAGC0.572

+ 7 1731TRIOBP_uc003atu.2_Missense_Mutation_p.P315L|TRIOBP_uc003atq.1_Missense_Mutation_p.P487L|TRIOBP_uc003ats.1_Missense_Mutation_p.P315LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CGGGACAATCCCAGAGCCTCC0.592

- 16 3082 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10CTTACCTGTCCTTTGGGGATC0.542

+ 3 1576 NM_001123041 NP_001116513 P41597 CCR2_HUMANCytoplasmic (Potential). 2GGCAGAGCCCCTGAAGCCAGT0.488

- 8 1442ASB14_uc003dip.1_Missense_Mutation_p.R164QNM_001142733 NP_001136205 A6NK59 ASB14_HUMAN ANK 11. 0ATCAAAACATCGCTCTGTGTC0.428

+ 25 4525FLNB_uc010hne.2_Missense_Mutation_p.P1454S|FLNB_uc003djk.2_Missense_Mutation_p.P1454S|FLNB_uc010hnf.2_Missense_Mutation_p.P1454S|FLNB_uc003djl.2_Missense_Mutation_p.P1285S|FLNB_uc003djm.2_Missense_Mutation_p.P1285SNM_001457 NP_001448 O75369 FLNB_HUMANFilamin 13.|Interaction with FBLP1. 19TGGCCTGGCTCCGCTGGAAGT0.657

+ 6 1109MCM2_uc011bkm.1_Missense_Mutation_p.S221F|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.S235FNM_004526 NP_004517 P49736 MCM2_HUMANC4-type (Potential). 4AAACCAGGCTCCTGTCCTGAG0.582

- 33 5520PLXND1_uc003emw.2_5'UTR|PLXND1_uc011blb.1_Missense_Mutation_p.S476FNM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANCytoplasmic (Potential). 1GTCAGAGATGGAGCAGGCGTC0.602

- 15 1760CLCN2_uc003foh.2_Missense_Mutation_p.Q70K|CLCN2_uc010hya.1_Missense_Mutation_p.Q529K|CLCN2_uc011brl.1_Missense_Mutation_p.Q546K|CLCN2_uc011brm.1_Missense_Mutation_p.Q502KNM_004366 NP_004357 P51788 CLCN2_HUMANHelical; (By similarity). 0TGCAGACTCTGGGCGACAGCG0.612

+ 3 377ZNF595_uc003fzu.1_RNA|ZNF718_uc003fzt.3_Missense_Mutation_p.P74L|ZNF595_uc010iay.1_RNA|ZNF595_uc011bus.1_Intron|ZNF595_uc011but.1_IntronNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0GCAGCCAAACCCCCAGGTAGG0.498

- 3 1553_1554ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0CTCAGGTATGTGGACCATCCAA0.386

- 3 1518ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0TCTTCACATTCGTAAGGTTTC0.398

- 3 1350ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0TCTTCACATTTGTAAGGTTTC0.418

- 4 2300 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3CATTTCCCTGGAATTGTTTGG0.478

+ 4 860MUC7_uc011cau.1_Missense_Mutation_p.A191V|MUC7_uc003hfj.2_Missense_Mutation_p.A191V|uc011cav.1_RNANM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 2.|Thr-rich. 4ACCACAGCTGCCCCACCCACA0.587

- 16 2186FAM13A_uc003hsa.1_Missense_Mutation_p.Q131K|FAM13A_uc003hsb.1_Missense_Mutation_p.Q334K|FAM13A_uc003hsd.1_Missense_Mutation_p.Q334K|FAM13A_uc003hsc.1_Missense_Mutation_p.Q320K|FAM13A_uc011cdq.1_Missense_Mutation_p.Q306K|FAM13A_uc003hsf.1_Missense_Mutation_p.Q246K|FAM13A_uc003hsg.1_Missense_Mutation_p.Q131K|FAM13A_uc010ikr.1_Missense_Mutation_p.Q156KNM_014883 NP_055698 O94988 FA13A_HUMAN 2AGGTCCTCTTGCTCATCATCA0.522

+ 3 5443FAT4_uc011cgp.1_Missense_Mutation_p.R113CNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 17.|Extracellular (Potential). 18ACTGCTAGTTCGTGCTGATGA0.468

+ 7 940KIAA1712_uc010iro.2_Missense_Mutation_p.R176C|KIAA1712_uc003its.2_RNANM_001040157 NP_001035247 Q9C0F1 CEP44_HUMAN 0TGTGGTGATTCGTCACTTGTA0.289 rs148258730

+ 20 4001ODZ3_uc003ive.1_Missense_Mutation_p.D735NNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0GGGCTCTAACGATTTGACTTC0.393

+ 8 1174 IL7R_uc011cop.1_RNA NM_002185 NP_002176 P16871 IL7RA_HUMANCytoplasmic (Potential). 5GAAAGCTTTGGAAGAGATTCA0.537

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358

+ 8 1039DCP2_uc011cwa.1_Missense_Mutation_p.P70S|DCP2_uc010jcc.2_Missense_Mutation_p.P187SNM_152624 NP_689837 Q8IU60 DCP2_HUMAN 0GCAGTTATTTCCTGACGGTTC0.373

+ 4 1033uc010jqw.1_Intron|uc003nkk.1_Intron|uc003nkl.1_IntronNM_025231 NP_079507 Q9H4T2 ZSC16_HUMAN C2H2-type 3. 1TTCAGCATCAGAGAATCCACA0.418

- 10 4459MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.Q947RNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4GGTGACAGGTTGGTCTGTGGA0.537

- 9 1487C6orf27_uc003nxd.2_Missense_Mutation_p.D92N|C6orf27_uc011doh.1_RNANM_025258 NP_079534 Q9Y334 G7C_HUMAN 3GGGGAGGCATCCGTGAAGACA0.582

- 25 8843 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 21. 0TTGGGCTGCCCATCCCCATTC0.627

- 7 1674 PEX6_uc010jya.2_RNA NM_000287 NP_000278 Q13608 PEX6_HUMAN 1CAGCTGTGAGCAACAGGACTG0.642

- 11 1839GPR110_uc011dwl.1_Missense_Mutation_p.A235VNM_153840 NP_722582 Q5T601 GP110_HUMANGPS.|Extracellular (Potential). 3 GTGGCAgcctgcatcgttcca0.264

- 63 10098 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TGGATCTCCTGAACCAGGGAC0.572

+ 10 1582GRIK2_uc003pqn.2_Missense_Mutation_p.L445F|GRIK2_uc003pqo.3_Missense_Mutation_p.L445F|GRIK2_uc010kcw.2_Missense_Mutation_p.L445FNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5GCCTTATGTCCTTTTTAAGAA0.343

- 5 2449 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN BEN 3. 3CTTGCCCAGGGAGCCGCTGCA0.637

+ 6 1896DSE_uc011ebg.1_Missense_Mutation_p.L587F|DSE_uc003pwt.2_Missense_Mutation_p.L568F|DSE_uc003pwu.2_Missense_Mutation_p.L235FNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GCTGCTTCTCCTTGTAGACCA0.498

+ 13 5311_5312TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1TCCAGGAAGTCCTCTCCCTGAC0.584

- 3 465AGPAT4_uc003qts.1_Intron|AGPAT4_uc011egb.1_Intron|AGPAT4_uc003qtt.1_RNA|AGPAT4_uc011egc.1_Missense_Mutation_p.R80C|AGPAT4_uc011egd.1_Missense_Mutation_p.R18C|AGPAT4_uc011ege.1_IntronNM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0AGGTAGGCGCGCGGGTCCGTG0.527

+ 2 976CHST12_uc003smd.2_Missense_Mutation_p.H281YNM_018641 NP_061111 Q9NRB3 CHSTC_HUMANLumenal (Potential). 1GTACGCCAACCACACCAGCCT0.647

- 2 802 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential). 3CAAGCCTGCTCCAGGAGAGGC0.537

- 19 2454OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Nonsense_Mutation_p.W647*|OSBPL3_uc003sxh.2_Nonsense_Mutation_p.W652*|OSBPL3_uc003sxi.2_Nonsense_Mutation_p.W616*NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1TCACTTTGTTCCACTCAAAAT0.403

- 11 1499MYO1G_uc003tmf.2_5'Flank|MYO1G_uc003tmg.2_Missense_Mutation_p.T214I|MYO1G_uc010kym.2_Missense_Mutation_p.T337I|MYO1G_uc003tmi.1_Missense_Mutation_p.T364I|MYO1G_uc003tmj.2_Missense_Mutation_p.T214INM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4ATCCACAATGGTGGCGTTGTT0.622

- 4 688MYO1G_uc003tmg.2_5'Flank|MYO1G_uc010kym.2_Missense_Mutation_p.H67Y|MYO1G_uc003tmi.1_Missense_Mutation_p.H94Y|MYO1G_uc003tmj.2_5'UTRNM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4AGGTAGCTGTGGATGTGTCCT0.602

- 9 1101GRB10_uc003tph.3_Missense_Mutation_p.P299R|GRB10_uc003tpj.2_Missense_Mutation_p.P311R|GRB10_uc003tpk.2_Missense_Mutation_p.P357R|GRB10_uc010kzb.2_Missense_Mutation_p.P299R|GRB10_uc003tpl.2_Missense_Mutation_p.P351R|GRB10_uc003tpm.2_Missense_Mutation_p.P299R|GRB10_uc003tpn.2_Missense_Mutation_p.P299RNM_005311 NP_005302 Q13322 GRB10_HUMAN PH. 6GTGGTCTGTAGGGGCGTTGTA0.597

- 6 801TECPR1_uc003uph.1_Missense_Mutation_p.W120LNM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1CGTGATCTCCCAGCCCCCTAC0.622

- 3 1904C7orf43_uc011kjj.1_5'Flank|C7orf43_uc003utr.2_5'Flank|C7orf43_uc003uts.2_5'Flank|GAL3ST4_uc003utu.2_Missense_Mutation_p.S296F|GAL3ST4_uc010lgq.2_Missense_Mutation_p.S234FNM_024637 NP_078913 Q96RP7 G3ST4_HUMANLumenal (Potential). 3GTCAAAGACAGAGTCCAGCCA0.532

+ 14 2903ZAN_uc003uwk.2_Missense_Mutation_p.P913L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCTCC0.507



- 5 574SYPL1_uc003vdo.2_Nonsense_Mutation_p.W146*NM_006754 NP_006745 Q16563 SYPL1_HUMANMARVEL.|Helical; (Potential). 0TGCTCACCAACCACAAAAAAG0.343

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 5 551 NM_001040135 NP_001035225 Q9C0K3 ARP3C_HUMAN 0ATCCACTTCTGGGGATCCACA0.413

- 28 3497_3498 uc003xhi.1_Intron NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0CCAGCAGAGGGGACCATCACCG0.54

- 16 3579MYST3_uc010lxc.2_Missense_Mutation_p.R1012Q|MYST3_uc003xon.3_Missense_Mutation_p.R1012QNM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7CGTTACCTTTCGCTTCAGCGT0.498

- 3 1130OPRK1_uc003xri.1_Missense_Mutation_p.R252H|OPRK1_uc010lyc.1_Missense_Mutation_p.R163HNM_000912 NP_000903 P41145 OPRK_HUMANCytoplasmic (Potential). 2GCTCTTGAGACGCAGGATCAT0.552

+ 7 812C8orf34_uc010lyy.1_Missense_Mutation_p.D255N|C8orf34_uc003xyb.2_Missense_Mutation_p.D230NNM_052958 NP_443190 Q49A92 CH034_HUMAN 1GCTCTCTCAAGATTCTTTTGA0.368

- 2 710JPH1_uc003yaf.2_Missense_Mutation_p.R224C|JPH1_uc003yag.1_Missense_Mutation_p.R88CNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential). 1TCGGACTTGCGAAGTTTCATG0.587

- 6 575_576ENPP2_uc003yos.1_Missense_Mutation_p.P164S|ENPP2_uc010mdd.1_Missense_Mutation_p.P164SNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7ATTAATGGAGGGCGAACAAACC0.376

- 5 1584 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 9. 0GGAACTCCGACGAAAGGCTTT0.493

- 1 609 NM_207305 NP_997188 Q12950 FOXD4_HUMAN Fork-head. 1GGAGGGGGGCTTTGCCGGCTG0.677

+ 3 405COL15A1_uc004aza.2_Missense_Mutation_p.Y67HNM_001855 NP_001846 P39059 COFA1_HUMANTSP N-terminal. 6CTTCCCGGCCTACAGTTTCGG0.617

+ 5 906 NM_001340 NP_001331 Q14093 CYLC2_HUMAN31 X 3 AA repeats of K-K-X. 1AAGCCCAGTAGTACAGACAGT0.254

+ 10 7190ZNF462_uc010mto.2_Missense_Mutation_p.R2210C|ZNF462_uc004bda.2_Missense_Mutation_p.R2209C|ZNF462_uc011lvz.1_Missense_Mutation_p.R258C|uc004bdc.1_IntronNM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 25. 5AGTAGTTTTCCGCTGTGATAA0.448

- 1 1051 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1CTTGAAGCCCGTGTCCTGGCA0.667

+ 6 1179 NM_000093 NP_000084 P20908 CO5A1_HUMANNonhelical region. 11TACACGGAAGGAGACGGCGAG0.602

- 20 3080ABCA2_uc011mel.1_Missense_Mutation_p.G979C|ABCA2_uc004ckl.1_Missense_Mutation_p.G909C|ABCA2_uc004ckm.1_Missense_Mutation_p.G1009C|ABCA2_uc004ckn.1_RNANM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0TCCTCCATGCCACGGGTCTCC0.637

+ 5 521 NM_000377 NP_000368 P42768 WASP_HUMAN 1TCTATCCACAGACAGACGCCA0.572

+ 17 2020DOCK11_uc004eqq.2_Missense_Mutation_p.D419NNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3ATTAAAATACGATAGCCAGAA0.308

+ 9 1615 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3GAAGCAGGCTGGGACCTTGAT0.527

+ 7 1141ATP2B3_uc004fhs.1_Missense_Mutation_p.G339CNM_001001344 NP_001001344 Q16720 AT2B3_HUMANCytoplasmic (Potential). 1GAGCGCGGAGGGTGGGGAGAT0.592

- 5 582DVL1_uc002quu.2_5'Flank|DVL1_uc009vka.2_5'Flank|DVL1_uc001aeu.1_5'UTRNM_004421 NP_004412 O14640 DVL1_HUMAN 0AGGGCGGTGGACGCGCTGTCT0.667

+ 10 1727PLCH2_uc010nyz.1_Missense_Mutation_p.E273K|PLCH2_uc009vle.1_Missense_Mutation_p.E273K|PLCH2_uc001ajj.1_Missense_Mutation_p.E273K|PLCH2_uc001ajk.1_Missense_Mutation_p.E273KNM_014638 NP_055453 O75038 PLCH2_HUMAN 5GGAGGAAGGCGAGGTGTCTGA0.617

- 22 3432CHD5_uc001alz.1_Translation_Start_Site|CHD5_uc001ama.1_RNA|CHD5_uc001amc.1_RNA|CHD5_uc009vlx.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMANHelicase C-terminal. 12AGTGTCCGCCGTGGCCAGGTT0.632

+ 17 2267PIK3CD_uc010oaf.1_Missense_Mutation_p.E686K|PIK3CD_uc001aqe.3_Missense_Mutation_p.E711KNM_005026 NP_005017 O00329 PK3CD_HUMAN 7CCACCAGGGGGAAGCACTGAG0.667

- 21 5001 NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1TACTTGCAGTCGGGCACGGCG0.647

+ 2 233DNAJC16_uc001awr.1_Missense_Mutation_p.R38Q|DNAJC16_uc001awt.2_IntronNM_015291 NP_056106 Q9Y2G8 DJC16_HUMANCytoplasmic (Potential).|J. 3GGGGTCAGCCGAACAGCCAGT0.438

- 26 3845NBPF1_uc009vot.1_Missense_Mutation_p.Y369S|NBPF1_uc001ayz.1_Missense_Mutation_p.Y369S|NBPF1_uc010oce.1_Missense_Mutation_p.Y640SNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 6. 0AGGAGTTGAATAACATCTATC0.488

+ 28 4498CROCC_uc001azu.2_Missense_Mutation_p.P780S|CROCC_uc001azv.2_5'FlankNM_014675 NP_055490 Q5TZA2 CROCC_HUMAN 5GCTCAACAGCCCCAGCACCTT0.627

- 6 768MYOM3_uc001bio.2_Missense_Mutation_p.G202E|MYOM3_uc001bip.1_5'UTRNM_152372 NP_689585 Q5VTT5 MYOM3_HUMANIg-like C2-type 1. 3TCGGTATTTTCCGGCACGAAA0.478

+ 13 1921SRRM1_uc010oel.1_Missense_Mutation_p.P578H|SRRM1_uc009vrh.1_Missense_Mutation_p.P539H|SRRM1_uc009vri.1_Missense_Mutation_p.P495H|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Necessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3CCCGCCCCTCCTCCTCGACGG0.537

+ 13 1933SRRM1_uc010oel.1_Missense_Mutation_p.R582L|SRRM1_uc009vrh.1_Missense_Mutation_p.R543L|SRRM1_uc009vri.1_Missense_Mutation_p.R499L|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Necessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3CCTCGACGGCGCAGGACTCCC0.532 rs78787676

+ 3 346TXLNA_uc001buj.2_Missense_Mutation_p.G94DNM_175852 NP_787048 P40222 TXLNA_HUMAN 2AACCAGGGGGGCCCCGGCGAG0.597

- 10 1254CSMD2_uc001bxm.1_Missense_Mutation_p.L449INM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 3.|Extracellular (Potential). 12GGGCCTCGAAGGTGGGCATCA0.537

+ 25 11625MACF1_uc010ois.1_Nonsense_Mutation_p.R3330*|MACF1_uc001cda.1_Nonsense_Mutation_p.R3217*|MACF1_uc001cdc.1_Nonsense_Mutation_p.R2396*NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN Spectrin 7. 16CCTAGATGATCGAAAGGCCAC0.428 rs145098670

- 5 768PPT1_uc010ojf.1_Missense_Mutation_p.R129H|PPT1_uc010ojg.1_Missense_Mutation_p.R76H|PPT1_uc009vwa.2_RNANM_000310 NP_000301 P50897 PPT1_HUMAN 1CCATACATACCGTTCCTGAAC0.458

- 8 2050 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0CAGTCGATGGGATCCAGGGGG0.522

- 28 4547ZCCHC11_uc001cty.2_Missense_Mutation_p.S1439F|ZCCHC11_uc001ctz.2_Missense_Mutation_p.S1434F|ZCCHC11_uc001cua.1_Missense_Mutation_p.S356FNM_015269 NP_056084 Q5TAX3 TUT4_HUMANGln-rich.|Pro-rich. 3AGCTGACTGGGAAGAGTTCTG0.433

+ 25 3559INADL_uc009waf.1_Missense_Mutation_p.G1149R|INADL_uc001daa.2_Missense_Mutation_p.G1149R|INADL_uc001dad.3_Missense_Mutation_p.G846R|INADL_uc001dac.2_RNANM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 6. 4TAAGAATGCAGGAAACCCTGT0.403

+ 15 2222CACHD1_uc001dbp.1_Missense_Mutation_p.R461I|CACHD1_uc001dbq.1_Missense_Mutation_p.R461I|CACHD1_uc010opa.1_5'UTRNM_020925 NP_065976 Q5VU97 CAHD1_HUMANExtracellular (Potential). 2CCCACTAGGAGACAATGGTGA0.448

+ 11 1440KIAA1324_uc009wex.1_Missense_Mutation_p.T385M|KIAA1324_uc009wey.2_Missense_Mutation_p.T348M|KIAA1324_uc010ovg.1_Missense_Mutation_p.T333M|KIAA1324_uc001dwr.2_Missense_Mutation_p.T85MNM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5AACATGGAAACGACCGTTCTC0.537 rs143784237

+ 9 994NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.F306L|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Missense_Mutation_p.F237L|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Missense_Mutation_p.F237L|NBPF9_uc010oyg.1_Missense_Mutation_p.F271L|NBPF9_uc009wii.1_Missense_Mutation_p.F35LNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0AACAGCAGTTCAGAAACCTCA0.468

- 1 92HIST2H2BF_uc010pbj.1_5'Flank|HIST2H2BF_uc010pbk.1_5'Flank|HIST2H2BF_uc001esr.2_5'FlankNM_001123375 NP_001116847 Q71DI3 H32_HUMAN 0GCCCGTGGCCGGCGCGCTCTT0.692

+ 3 279TUFT1_uc001eym.2_Missense_Mutation_p.G48R|TUFT1_uc010pdf.1_Missense_Mutation_p.G92R|TUFT1_uc010pdg.1_Missense_Mutation_p.G21RNM_020127 NP_064512 Q9NNX1 TUFT1_HUMAN 0GTCCCATGATGGACATGAGGA0.483

+ 2 336RAG1AP1_uc010pey.1_Intron|KRTCAP2_uc001fho.2_5'Flank|KRTCAP2_uc001fhp.1_5'Flank|TRIM46_uc009wpe.1_RNA|TRIM46_uc010pez.1_Missense_Mutation_p.S72T|TRIM46_uc001fhq.2_RNA|TRIM46_uc001fhr.2_Missense_Mutation_p.S85T|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Intron|TRIM46_uc001fhu.1_Missense_Mutation_p.S62T|TRIM46_uc009wpg.1_Missense_Mutation_p.S72T|TRIM46_uc009wpf.2_Missense_Mutation_p.S72T|TRIM46_uc001fhv.3_Missense_Mutation_p.S72T|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN 3CTCCACCCCTTCCACCCGCAG0.682

+ 8 1629RAG1AP1_uc010pey.1_Intron|TRIM46_uc009wpe.1_RNA|TRIM46_uc001fhq.2_RNA|TRIM46_uc001fhr.2_Missense_Mutation_p.E516K|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Missense_Mutation_p.E390K|TRIM46_uc001fhu.1_Missense_Mutation_p.E493K|TRIM46_uc009wpg.1_Missense_Mutation_p.E503K|TRIM46_uc001fhv.3_Missense_Mutation_p.E503K|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMANFibronectin type-III. 3CGGCTACGGCGAATACAGTGA0.657

- 2 921RAG1AP1_uc010pey.1_Intron|C1orf104_uc001fkh.1_Intron|RUSC1_uc001fkj.2_5'Flank|RUSC1_uc001fkk.2_5'Flank|RUSC1_uc009wqn.1_5'Flank|RUSC1_uc009wqo.1_5'FlankNM_001039517 NP_001034606 Q66K80 RUAS1_HUMAN 0GTCTGAGCTACGCCACGCCCA0.657



- 6 1176FCRL2_uc001frd.2_Missense_Mutation_p.G120S|FCRL2_uc010phz.1_Missense_Mutation_p.G373S|FCRL2_uc009wsp.2_IntronNM_030764 NP_110391 Q96LA5 FCRL2_HUMANIg-like C2-type 4.|Extracellular (Potential). 2GCCCCCAGGCCGTTGTTGGCC0.577 rs149829829

- 27 3994 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8CATTCAGCTCCATTTTCTGTC0.552

- 7 854CCDC19_uc009wtb.2_RNA|CCDC19_uc001fuj.2_RNA|CCDC19_uc001fuk.2_Missense_Mutation_p.R194Q|CCDC19_uc001ful.2_Missense_Mutation_p.R194Q|CCDC19_uc009wtc.1_Missense_Mutation_p.R265QNM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1CTCCTGCTCCCGCTGCTCAGC0.512

+ 7 1208FMO2_uc010pmd.1_Nonsense_Mutation_p.S144*NM_001460 NP_001451 Q99518 FMO2_HUMAN 1CTGGACAAGTCAACCCTCGCG0.433

- 1 431MYOC_uc010pmk.1_Splice_Site_p.K79_spliceNM_000261 NP_000252 Q99972 MYOC_HUMAN Potential. 1GTCTCCAACTCTCTGGTTTGG0.597

+ 72 11228 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 35. 23GGCAACACCTCGAGTGCGAAT0.393

+ 8 1006 NM_024529 NP_078805 Q6P1J9 CDC73_HUMAN 49AATTCTTCAATCTGTAAAAGC0.333

+ 3 509CFHR1_uc001gtm.2_IntronNM_002113 NP_002104 Q03591 FHR1_HUMAN Sushi 2. 0TGTGTAGAACGGGGCTGGTCC0.393

- 5 1502DDX59_uc010ppl.1_Missense_Mutation_p.I420SNM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANHelicase C-terminal. 4CCACAAAATAATCTGACGTAC0.358

+ 8 4114 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0CCAAGCTGTCGAGGGCTTTGT0.562 rs149927406

+ 9 2836OBSCN_uc001hsn.2_Missense_Mutation_p.S931INM_001098623 NP_001092093 Q5VST9 OBSCN_HUMANPoly-Ser.|Ig-like 9. 28AAGAAGCTGAGCTCCAGCTCG0.647

+ 46 12282OBSCN_uc001hsn.2_Missense_Mutation_p.E4080KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 42. 28TCTGGAGCAGGAGACAGGTGA0.622

+ 5 3587FMN2_uc010pye.1_Missense_Mutation_p.P1125LNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12ATACCCCCTCCTCCCCCTCTA0.716

+ 1 99 OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANExtracellular (Potential). 3AATTCCCCATGGAAAATTACA0.289

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

+ 15 5595C10orf18_uc001iik.2_Missense_Mutation_p.T501MNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2GTGGTCCCCACGCTTTGTTCT0.458

+ 4 1055MAP3K8_uc009xlf.1_Missense_Mutation_p.R120H|MAP3K8_uc001ivj.1_Missense_Mutation_p.R120HNM_005204 NP_005195 P41279 M3K8_HUMAN 4CAAAATGGACGTTACCAAATA0.433

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

- 12 1462FAM13C_uc001jko.2_Missense_Mutation_p.T345K|FAM13C_uc010qid.1_Missense_Mutation_p.T360K|FAM13C_uc010qie.1_Missense_Mutation_p.T360K|FAM13C_uc010qif.1_Missense_Mutation_p.T465K|FAM13C_uc001jkp.2_Missense_Mutation_p.T360KNM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2ACTTACAATTGTTGGAATAAG0.378 rs148740536

- 12 1808CTNNA3_uc001jmw.2_Missense_Mutation_p.A562VNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8TTCCGTGTAAGCCCCTGGCTC0.458

+ 9 1943NRG3_uc010qlz.1_Missense_Mutation_p.R638Q|NRG3_uc001kcp.2_Missense_Mutation_p.R442Q|NRG3_uc001kcq.2_Missense_Mutation_p.R289Q|NRG3_uc001kcr.2_Missense_Mutation_p.R313QNM_001010848 NP_001010848 P56975 NRG3_HUMANCytoplasmic (Potential). 6GAGCAGATCCGAATTCTGACT0.483

+ 9 1722CYP2C18_uc001kjw.3_Missense_Mutation_p.D407N|CYP2C19_uc009xus.1_Intron|CYP2C19_uc010qny.1_IntronNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TGACCCAAAGGATATTGACAT0.498

- 1 341SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GGTGGGATGCAGTCAAACACC0.592

+ 1 427 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1GGGGGCTGTGGCTCCTGTGGG0.692

- 9 1140OSBPL5_uc010qxq.1_Missense_Mutation_p.D239N|OSBPL5_uc009ydw.2_Missense_Mutation_p.D260N|OSBPL5_uc001lxl.2_Missense_Mutation_p.D260N|OSBPL5_uc009ydx.2_Missense_Mutation_p.D352NNM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3TCTGACTGGTCGCTGCCACTC0.637

+ 1 664 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANCytoplasmic (Potential). 2 GTCTTATATCTTTATTCTTCA0.483

- 1 167 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANCytoplasmic (Potential). 3CTGGTGTAGGCTGCTGTCAGT0.488

- 5 538ARFIP2_uc001mdl.2_Missense_Mutation_p.R134H|ARFIP2_uc010ral.1_Missense_Mutation_p.R96H|ARFIP2_uc010ram.1_Missense_Mutation_p.R40H|ARFIP2_uc010ran.1_Missense_Mutation_p.R167H|ARFIP2_uc001mdm.2_RNA|FXC1_uc001mdn.3_5'Flank|FXC1_uc001mdo.3_5'FlankNM_012402 NP_036534 P53365 ARFP2_HUMAN AH. 0CTTCGTCTCACGCAGCAACTC0.567

+ 15 2449SLC6A5_uc009yic.2_Missense_Mutation_p.V491INM_004211 NP_004202 Q9Y345 SC6A5_HUMANHelical; Name=12; (Potential). 4CGCCTGTTCCGTCATCTGGAT0.478 rs138848148

- 15 1916NUP160_uc009ylw.2_RNANM_015231 NP_056046 Q12769 NU160_HUMAN 7TCAATCAGCCGGAGGCATTTT0.383

- 1 586 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANHelical; Name=5; (Potential). 1AACATTGACAACTCCTTGTTG0.418

+ 14 1766CCDC88B_uc009ypo.1_Nonsense_Mutation_p.W571*|CCDC88B_uc001nzz.1_Nonsense_Mutation_p.W223*NM_032251 NP_115627 A6NC98 CC88B_HUMAN 4CCTCAGACTGGTCCCCGCAAG0.642

+ 8 889RPS6KA4_uc001oad.2_Missense_Mutation_p.A269V|RPS6KA4_uc010rnl.1_Missense_Mutation_p.A206V|RPS6KA4_uc001oaf.2_Missense_Mutation_p.A269V|RPS6KA4_uc009ypp.2_Missense_Mutation_p.A269VNM_003942 NP_003933 O75676 KS6A4_HUMANProtein kinase 1. 5GGGCCCGTGGCGCAGGACCTG0.667 rs142374327

+ 14 1846MUS81_uc001ofw.3_RNA|MUS81_uc001ofx.3_Missense_Mutation_p.S55NNM_025128 NP_079404 Q96NY9 MUS81_HUMAN 0GATCGATACAGCACCCCTGCC0.607

- 4 1410C11orf24_uc001ons.2_Missense_Mutation_p.T323MNM_022338 NP_071733 Q96F05 CK024_HUMANExtracellular (Potential).|Pro-rich. 0TGGCTGTGTCGTGGGGGACAT0.627 rs138575739

+ 33 5319ATM_uc009yxr.1_Missense_Mutation_p.V1645A|ATM_uc001pke.1_Missense_Mutation_p.V297A|ATM_uc001pkg.1_Missense_Mutation_p.V2ANM_000051 NP_000042 Q13315 ATM_HUMAN 240GGGATTATGGTGAAACTAGTT0.259

+ 11 915ARHGEF12_uc009zat.2_Missense_Mutation_p.S284N|ARHGEF12_uc010rzn.1_Missense_Mutation_p.S200N|ARHGEF12_uc009zau.1_Missense_Mutation_p.S200NNM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN 7TCTCGGCCCAGTAGTGACAAT0.428

+ 48 6705SORL1_uc010rzp.1_Missense_Mutation_p.V1055I|SORL1_uc010rzq.1_Missense_Mutation_p.V824INM_003105 NP_003096 Q92673 SORL_HUMANCytoplasmic (Potential). 15TTCAGATGACGTCCCCATGGT0.393

- 10 1455 NM_170601 NP_733746 Q9HAT2 SIAE_HUMAN 0CACTTGCATCGATGGTCACTG0.498

- 1 101 NM_020996 NP_066276 P10767 FGF6_HUMAN 3ACAGCGTGCCCTGCAGACGTC0.607

- 9 2222CD163_uc001qta.3_Missense_Mutation_p.L698F|CD163_uc009zfw.2_Missense_Mutation_p.L731FNM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8TTGTTGGGCCCAAAGACGATG0.448

- 3 384PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN7.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TTGTGGCTTTCCTGGAGGAGG0.612

- 29 3654ABCC9_uc001rfh.2_Missense_Mutation_p.L1212F|ABCC9_uc001rfj.1_Missense_Mutation_p.L1176FNM_005691 NP_005682 O60706 ABCC9_HUMANExtracellular (Potential).|ABC transmembrane type-1 2.6GCAGCTGAGAGAAATAAGTAG0.438

- 22 2749IPO8_uc001rje.1_Missense_Mutation_p.Q349P|IPO8_uc010sjt.1_Missense_Mutation_p.Q655PNM_006390 NP_006381 O15397 IPO8_HUMAN 3GGGAACAATCTGTCCCACCAC0.438

- 1 256 NM_001013699 NP_001013721 Q6NXT2 H3C_HUMAN 0TTCCGGATGAGCAGCTCGGTC0.602

- 4 1551TUBA1B_uc001rto.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtk.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtl.2_Missense_Mutation_p.G409S|TUBA1B_uc001rtn.2_Missense_Mutation_p.G291S|uc010smg.1_5'UTRNM_006082 NP_006073 P68363 TBA1B_HUMAN 0TCTTCCTCACCCTCTCCTTCA0.483

+ 13 2025TROAP_uc009zlh.2_Missense_Mutation_p.G620R|TROAP_uc001rty.2_Missense_Mutation_p.G299RNM_005480 NP_005471 Q12815 TROAP_HUMAN4.|Cys-rich.|4 X 33 AA approximate tandem repeats. 1AGCAGAACCCGGGCCCCTTCA0.642



+ 9 1552TARBP2_uc001sdp.2_Missense_Mutation_p.A334V|TARBP2_uc001sdq.2_Missense_Mutation_p.A211V|TARBP2_uc001sdr.2_Missense_Mutation_p.A211V|TARBP2_uc001sds.2_3'UTR|TARBP2_uc001sdt.2_Missense_Mutation_p.A334V|TARBP2_uc001sdu.2_Missense_Mutation_p.A211V|TARBP2_uc001sdv.2_RNANM_134323 NP_599150 Q15633 TRBP2_HUMANSufficient for interaction with DICER1.|DRBM 3.|Sufficient for interaction with PRKRA.1GCCCGCCGTGCCCTGCAGTAC0.627

+ 8 1098SRGAP1_uc001srt.2_Nonsense_Mutation_p.Q348*|SRGAP1_uc001srv.2_Nonsense_Mutation_p.Q308*NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4GGTCAGTGCCCAGCAGCCAGT0.532

+ 9 1063FRS2_uc001suz.2_Missense_Mutation_p.P185S|FRS2_uc009zrj.2_Missense_Mutation_p.P185S|FRS2_uc009zrk.2_Missense_Mutation_p.P185SNM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2ATCTACACATCCTTTGCTTGT0.458

+ 18 2666LGR5_uc001swm.2_Missense_Mutation_p.S849T|LGR5_uc001swn.1_RNANM_003667 NP_003658 O75473 LGR5_HUMANCytoplasmic (Potential).p.S873I(1) 9ACCTTTACCAGCTCCAGCATC0.478

+ 1 112HSP90B1_uc010swg.1_5'UTR|HSP90B1_uc009zui.1_Missense_Mutation_p.A3T|LOC253724_uc010swf.1_5'Flank|LOC253724_uc009zuh.2_5'FlankNM_003299 NP_003290 P14625 ENPL_HUMAN 3CGCCATGAGGGCCCTGTGGGT0.682

- 3 861CMKLR1_uc001tmw.2_Missense_Mutation_p.R224C|CMKLR1_uc001tmv.2_Missense_Mutation_p.R222C|CMKLR1_uc009zuv.2_Missense_Mutation_p.R224CNM_001142345 NP_001135817 Q99788 CML1_HUMANExtracellular (Potential). 5CAGAGGAAGCGGGTGACAGTC0.582

+ 5 455SDSL_uc009zwh.2_Missense_Mutation_p.A82VNM_138432 NP_612441 Q96GA7 SDSL_HUMAN 0GCTGCCTATGCTGCTAGGAAG0.637

- 2 686 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4ATCATCTGCCGACTCTCATCA0.582

+ 14 1497COG6_uc001uxi.2_Missense_Mutation_p.R414H|COG6_uc010acb.2_Missense_Mutation_p.R466HNM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2TTAGATGCTCGTCAAGCTGAT0.363

+ 9 2614ERCC5_uc001vpu.1_Missense_Mutation_p.S1178L|ERCC5_uc010tjb.1_Missense_Mutation_p.S724L|ERCC5_uc010tjc.1_RNA|ERCC5_uc010tjd.1_Missense_Mutation_p.S556LNM_000123 NP_000114 P28715 ERCC5_HUMAN 7GCGGAAGATTCGCTCCATGAA0.488

+ 1 386 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANCytoplasmic (Potential). 5ATATGTAAACCCCTGCACTAT0.438

- 23 3675CHD8_uc001war.1_Missense_Mutation_p.R1090H|CHD8_uc001wav.1_Missense_Mutation_p.R636HNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10TTCAGTCATACGTCGCTTGAA0.428

+ 2 218 NM_002687 NP_002678 Q9H307 PININ_HUMANNecessary for interaction with RNPS1.|Necessary for mediating alternative 5' splicing.|Necessary for interactions with KRT8, KRT18 and KRT19.1CAGGCCCATCCAAGCCAGATT0.423

- 11 2254KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9CTCTCTACCTGGAGTTGGTTC0.552

+ 8 956AHSA1_uc010tvk.1_Missense_Mutation_p.P266SNM_012111 NP_036243 O95433 AHSA1_HUMAN 0ATTTTAGGTCCCTGAGAAACA0.388

+ 2 242 NM_207322 NP_997205 Q8NCU7 C2C4A_HUMAN 0TCTCGCACCACCGCCGCGTGC0.682

+ 2 633MAP2K1_uc010ujp.1_Missense_Mutation_p.F31YNM_002755 NP_002746 Q02750 MP2K1_HUMAN 0CTTGAGGCCTTTCTTACCCAG0.547 rs121908594

+ 2 2964C15orf39_uc002azq.3_Missense_Mutation_p.R882W|C15orf39_uc002azr.3_Missense_Mutation_p.R280WNM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0GTCGGAGGAGCGGGCACTGCG0.672

+ 9 1102 NM_002569 NP_002560 P09958 FURIN_HUMAN 7CTCGGGGAACGGGGGCCGGGA0.627

- 3 645RGMA_uc002bsq.1_Missense_Mutation_p.R109C|RGMA_uc010boi.1_Missense_Mutation_p.R16C|RGMA_uc002bsr.1_Missense_Mutation_p.R16C|RGMA_uc010urc.1_Missense_Mutation_p.R133CNM_020211 NP_064596 Q96B86 RGMA_HUMAN 0GTGCGCAGGCGTGGCTGCGAG0.662

- 13 3226PKD1_uc002cot.1_Missense_Mutation_p.T1006INM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|PKD 4. 3GTAGTTCACGGTGACGTTGCT0.637

- 8 737GLYR1_uc002cxy.2_RNA|GLYR1_uc002cxz.1_Intron|GLYR1_uc002cya.2_Missense_Mutation_p.A234T|GLYR1_uc010uxv.1_Missense_Mutation_p.A153TNM_032569 NP_115958 Q49A26 GLYR1_HUMAN 0TTCGTGATTGCCTGGTAACAG0.453

- 25 4940KIAA0430_uc002ddq.2_Missense_Mutation_p.E1417Q|KIAA0430_uc010uzv.1_Missense_Mutation_p.E1579Q|KIAA0430_uc010uzw.1_Missense_Mutation_p.E1582QNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0AGGATGCGCTCGCCCTCCGAG0.547

+ 3 411 NM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2AAGGACACTGACATTCAGGTA0.527

- 3 627DPEP3_uc010cex.2_Missense_Mutation_p.A178VNM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3GAGGCGCACGGCAGTCTGGTC0.607

- 2 366AP1G1_uc002fba.2_Nonsense_Mutation_p.R18*|AP1G1_uc002fbb.2_Nonsense_Mutation_p.R41*|AP1G1_uc010vmg.1_RNA|AP1G1_uc010vmh.1_Nonsense_Mutation_p.R100*NM_001128 NP_001119 O43747 AP1G1_HUMAN 2GCTTGGGTTCGGGCTGTCCGG0.463

- 5 814CLEC18B_uc002fcu.2_Missense_Mutation_p.S205L|CLEC18B_uc010vmu.1_Missense_Mutation_p.S125L|CLEC18B_uc010vmv.1_5'FlankNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0TGTGCAGAGCGAACACCAGGC0.612

- 6 787LDHD_uc002fdn.2_Missense_Mutation_p.G224DNM_153486 NP_705690 Q86WU2 LDHD_HUMANFAD-binding PCMH-type. 0CCCCTCGGAGCCCACGAAGAG0.652

+ 3 796C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN8.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1CCGACCCCGAGGCTCTCAAGG0.711

- 5 1295SMYD4_uc002ftn.1_Missense_Mutation_p.N231SNM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN 5GATGTCCTTGTTACTAATCTT0.423

- 14 2478KIAA0664_uc002fux.1_Missense_Mutation_p.R731W|KIAA0664_uc010ckc.1_5'FlankNM_015229 NP_056044 O75153 K0664_HUMAN 2GCCGGGCTCCGCAGCACCAGC0.711

- 8 1019ATP2A3_uc002fwx.1_Missense_Mutation_p.R290C|ATP2A3_uc002fwy.1_Missense_Mutation_p.R290C|ATP2A3_uc002fwz.1_Missense_Mutation_p.R290C|ATP2A3_uc002fxa.1_Missense_Mutation_p.R290C|ATP2A3_uc002fxc.1_Missense_Mutation_p.R290C|ATP2A3_uc002fxd.1_Missense_Mutation_p.R290CNM_174955 NP_777615 Q93084 AT2A3_HUMANLumenal (By similarity). 5ACAGCGCCACGCAGCCAGGAG0.672

+ 10 1278SPNS3_uc002fxu.2_Missense_Mutation_p.G285S|SPNS3_uc002fxv.2_Intron|uc002fxw.1_RNANM_182538 NP_872344 Q6ZMD2 SPNS3_HUMANHelical; (Potential). 1GATCACGGTGGGCCACATCCT0.652

- 6 787SLC25A11_uc002fzp.1_Missense_Mutation_p.A221V|RNF167_uc002fzq.2_5'Flank|RNF167_uc002fzr.2_5'Flank|RNF167_uc002fzs.2_5'Flank|RNF167_uc002fzt.2_5'Flank|RNF167_uc002fzu.2_5'Flank|RNF167_uc002fzv.2_5'Flank|RNF167_uc002fzw.1_5'Flank|RNF167_uc002fzx.2_5'FlankNM_003562 NP_003553 Q02978 M2OM_HUMANHelical; Name=5; (Potential).|Solcar 3. 0GATCATGCTGGCACAGAAGTG0.617

- 7 3364NLRP1_uc002gcg.1_Missense_Mutation_p.V937I|NLRP1_uc002gck.2_Missense_Mutation_p.V937I|NLRP1_uc002gcj.2_Missense_Mutation_p.V937I|NLRP1_uc002gcl.2_Missense_Mutation_p.V937I|NLRP1_uc002gch.3_Missense_Mutation_p.V937I|NLRP1_uc010clh.2_Missense_Mutation_p.V937INM_033004 NP_127497 Q9C000 NALP1_HUMAN LRR 5. 9CGCACGCCAACGTCATCCAGG0.622

+ 3 1353FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0CCCCATTCCTCCCAGCCCTGG0.652

- 30 4135 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6TCATACTGTTCCCGCAGCAGG0.592

- 9 1914SREBF1_uc002grp.1_Missense_Mutation_p.P193S|SREBF1_uc002grq.1_Missense_Mutation_p.P93S|SREBF1_uc002grr.1_Missense_Mutation_p.P320S|SREBF1_uc002grs.1_Missense_Mutation_p.P550S|SREBF1_uc002grt.1_Missense_Mutation_p.P604SNM_004176 NP_004167 P36956 SRBP1_HUMANCytoplasmic (Potential). 1CCTGAGTGGGGCCGTGTGACT0.667

+ 2 1028SLFN5_uc002hje.2_Missense_Mutation_p.A304V|SLFN5_uc010wcg.1_Missense_Mutation_p.A304VNM_144975 NP_659412 Q08AF3 SLFN5_HUMAN 3TTCTGCTGTGCGGTGTTTGCC0.493 rs149363506

+ 2 233STARD3_uc010weg.1_Missense_Mutation_p.L37F|STARD3_uc010weh.1_RNA|STARD3_uc002hse.2_Missense_Mutation_p.L37F|STARD3_uc010wei.1_Missense_Mutation_p.L37F|STARD3_uc002hsf.2_5'UTRNM_006804 NP_006795 Q14849 STAR3_HUMANCytoplasmic (Potential). 0CTCGCACCTCCTTCCGCCGCC0.642

- 2 375GSDMB_uc010cwk.2_RNA|GSDMB_uc010cwl.2_RNA|GSDMB_uc010cwm.2_RNA|GSDMB_uc002htg.2_Missense_Mutation_p.R124W|GSDMB_uc002hth.2_Missense_Mutation_p.R124W|GSDMB_uc010wem.1_Missense_Mutation_p.R124WNM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2TGGGATATCCGGTTCTCCGAT0.488 rs144892352

- 1 235KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0ATGGGCTTGCGACAAAAGCGA0.517

- 1 363 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].|17.0 gcttgcagcagctggacacac 0.179

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].|9.0 ctggagatgcagcagctaggg 0.274

- 1 428JUP_uc010wfs.1_Intron|KRT17_uc010wft.1_Missense_Mutation_p.R103CNM_000422 NP_000413 Q04695 K1C17_HUMANCoil 1A.|Peptide epitope S1; induces T-cell and keratinocyte proliferation and IFN-gamma production.|Rod.2TCCAGGGCACGCACCTTGTCC0.632

- 16 2186 NM_012448 NP_036580 P51692 STA5B_HUMAN SH2. 6TCTTTTGGCCGATCAGGAAAC0.428

+ 19 3427CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANExtracellular (Potential). 8GCCTGTGCCCGGTTACCGTGG0.637



- 26 3467HDAC5_uc002ife.1_Missense_Mutation_p.V1086M|HDAC5_uc002iff.1_Missense_Mutation_p.V1087M|HDAC5_uc010czp.1_Missense_Mutation_p.V1001MNM_005474 NP_005465 Q9UQL6 HDAC5_HUMANNuclear export signal. 1ATGGCGCTCACAGTCTCGGCC0.677

+ 3 545 NM_016001 NP_057085 Q9Y5J1 UTP18_HUMAN 0GGATATGATGAAAAATGCTAG0.303

- 6 495KCTD2_uc010dfy.1_Intron|KCTD2_uc010dfz.2_Intron|ATP5H_uc002jmo.1_Missense_Mutation_p.K120INM_006356 NP_006347 O75947 ATP5H_HUMAN 0CTTGTCTAATTTGGTTTCTGG0.393

+ 3 422 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN EMI. 3CACAGGTATCGAGTGAACTTC0.502

+ 10 2513KIAA0802_uc002knq.2_Missense_Mutation_p.R750W|KIAA0802_uc002kns.2_Missense_Mutation_p.R121WNM_015210 NP_056025 Q9Y4B5 CC165_HUMAN 0CCCACACTCCCGGGTGCAGAT0.672 rs144721445

+ 3 886 NM_153000 NP_694545 Q8J025 APCD1_HUMANExtracellular (Potential). 0CCTCGCAGACGGGGGTCCCTG0.627

- 40 5738MYO5B_uc002ldz.2_Missense_Mutation_p.M387T|MYO5B_uc002lea.2_Missense_Mutation_p.M932TNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN 5AACAGGAAACATGTGCTTGGC0.423

+ 2 254WDR7_uc010dpk.1_RNA|WDR7_uc002lgl.1_Nonsense_Mutation_p.R15*NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3TCTTTGGGGTCGAAAAGCGCC0.413

+ 11 1647CNDP1_uc002lls.2_Missense_Mutation_p.S282LNM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0GGAGAACATTCGCAGAATGAG0.512

+ 1 1577ZNF407_uc010xfc.1_Missense_Mutation_p.R507H|ZNF407_uc010dqu.1_Missense_Mutation_p.R507H|ZNF407_uc002llu.2_Missense_Mutation_p.R506HNM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2GGGAGTGCCCGTCCTCCGGAC0.572

+ 2 1555 NM_005786 NP_005777 Q6ZSZ6 TSH1_HUMAN 0GAGGTGGCCCTGAGTGAGTCA0.617

+ 9 1072PNPLA6_uc002mgq.1_Missense_Mutation_p.V245M|PNPLA6_uc010xjp.1_Missense_Mutation_p.V245M|PNPLA6_uc002mgr.1_Missense_Mutation_p.V245M|PNPLA6_uc002mgs.2_Missense_Mutation_p.V284MNM_006702 NP_006693 Q8IY17 PLPL6_HUMANcNMP 1.|Cytoplasmic (Potential). 3GGACTCCACGGTGCTGCGCCT0.687

- 3 28508 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGATACCAGGGAAGATGGAGG0.507

- 3 20909 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TAGGACAGAGGATTGTGACCC0.488

+ 8 1035C19orf66_uc002mmv.3_Missense_Mutation_p.S210N|C19orf66_uc002mmw.3_Missense_Mutation_p.S195NNM_018381 NP_060851 Q9NUL5 CS066_HUMAN 0CCTCACATTAGCAGTGGCTCC0.557

- 13 2818KANK2_uc002mqm.2_Missense_Mutation_p.V762I|KANK2_uc002mqo.3_Missense_Mutation_p.V754I|KANK2_uc002mqp.1_Missense_Mutation_p.V563INM_015493 NP_056308 Q63ZY3 KANK2_HUMAN ANK 3. 0GCTTTGACAACGTCCACCCGC0.632

- 4 765ACP5_uc002msh.3_Missense_Mutation_p.P207S|ACP5_uc002msi.3_Missense_Mutation_p.P207S|ACP5_uc002msj.3_Missense_Mutation_p.P207SNM_001611 NP_001602 P13686 PPA5_HUMAN 1GACCACACGGGGTAGTGGCCA0.667

+ 14 1938CC2D1A_uc002mxp.2_Missense_Mutation_p.K547E|CC2D1A_uc010dzh.2_Missense_Mutation_p.K116E|CC2D1A_uc002mxq.1_Missense_Mutation_p.K192ENM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0GGACATCACCAAGGTGAACCT0.552

+ 5 1455ZNF430_uc002npk.2_Missense_Mutation_p.I448VNM_025189 NP_079465 Q9H8G1 ZN430_HUMAN C2H2-type 9. 2TGCACATAAGATAATTCATAC0.378

+ 5 1464ZNF430_uc002npk.2_Missense_Mutation_p.T451SNM_025189 NP_079465 Q9H8G1 ZN430_HUMAN 2GATAATTCATACTGGAGAGAA0.383

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.418

- 18 1883 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN ANK 5. 5GCCTTGGTAGCCCCAGCGGGC0.532

- 9 1058RHPN2_uc010xro.1_Missense_Mutation_p.A180V|RHPN2_uc002nue.2_Missense_Mutation_p.A61VNM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6TTTCACCGGCGCCTGGCTCAT0.622

- 3 545ZNF599_uc010edm.1_Missense_Mutation_p.P16S|ZNF599_uc010xsd.1_RNA|ZNF599_uc010edo.1_RNANM_001007248 NP_001007249 Q96NL3 ZN599_HUMAN KRAB. 2TCTGGTTTGGGAACAGGATGC0.458

+ 6 1891ZNF567_uc002oeo.1_Missense_Mutation_p.G557S|ZNF567_uc010xtk.1_Missense_Mutation_p.G557S|ZNF567_uc002oep.3_Missense_Mutation_p.G526S|ZNF567_uc002oeq.1_Missense_Mutation_p.G526SNM_152603 NP_689816 Q8N184 ZN567_HUMAN 0AATACATACCGGCCAGAAATC0.418

- 16 7944 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 6. 9GGACACTCCTCGCTGGGGATA0.657

- 1 1071SIX5_uc002pdc.2_Missense_Mutation_p.P226SNM_175875 NP_787071 Q8N196 SIX5_HUMAN Homeobox. 1TCCGGCGTGGGGTAGCGGTTG0.687

+ 11 1288PPP5C_uc010xya.1_Missense_Mutation_p.V277I|PPP5C_uc002pen.2_Missense_Mutation_p.V388INM_006247 NP_006238 P53041 PPP5_HUMAN Catalytic. 2TGGGCCTGACGTCACCAAGGC0.612

- 19 2941PRKD2_uc002pfd.2_Missense_Mutation_p.D241N|PRKD2_uc010eks.2_Missense_Mutation_p.D270N|PRKD2_uc010ekt.2_Missense_Mutation_p.D134N|PRKD2_uc002pfe.2_Missense_Mutation_p.D397N|PRKD2_uc002pff.2_Missense_Mutation_p.D387N|PRKD2_uc002pfg.2_Missense_Mutation_p.D710N|PRKD2_uc002pfi.2_Missense_Mutation_p.D867N|PRKD2_uc002pfj.2_Missense_Mutation_p.D867N|PRKD2_uc010xye.1_Missense_Mutation_p.D877N|PRKD2_uc002pfk.2_Missense_Mutation_p.D710NNM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMAN 7CCCTGCATGTCGTGGTCCTGT0.652

- 11 1841PRKD2_uc010ekt.2_5'Flank|PRKD2_uc002pfe.2_Nonsense_Mutation_p.W20*|PRKD2_uc002pff.2_Nonsense_Mutation_p.W20*|PRKD2_uc002pfg.2_Nonsense_Mutation_p.W343*|PRKD2_uc002pfi.2_Nonsense_Mutation_p.W500*|PRKD2_uc002pfj.2_Nonsense_Mutation_p.W500*|PRKD2_uc010xye.1_Nonsense_Mutation_p.W500*|PRKD2_uc002pfk.2_Nonsense_Mutation_p.W343*NM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMAN PH. 7GGCTGTCTCCCAGCCCCGGGC0.692

- 4 472AP2S1_uc002pfu.1_Missense_Mutation_p.V60INM_004069 NP_004060 P53680 AP2S1_HUMAN 0AGTTCACAGACATTGTGGAAA0.507

+ 4 799IL4I1_uc002pqv.1_5'Flank|IL4I1_uc010eno.1_5'Flank|IL4I1_uc002pqw.1_5'Flank|IL4I1_uc002pqu.1_5'Flank|NUP62_uc002pqy.2_5'Flank|NUP62_uc002pqz.2_5'Flank|NUP62_uc002pra.2_5'Flank|NUP62_uc002prb.2_5'Flank|NUP62_uc002prc.2_5'Flank|ATF5_uc002prd.2_Missense_Mutation_p.P78SNM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2AGCTCTCCTCCCTCTGGAGCC0.577

+ 4 1437ZNF701_uc010ydn.1_Missense_Mutation_p.P503RNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0GGAGAGAAACCTTACAAGTGT0.348 rs142390931

- 4 403OSCAR_uc002qcy.2_Missense_Mutation_p.A75T|OSCAR_uc002qcz.2_Missense_Mutation_p.A71T|OSCAR_uc002qda.2_Missense_Mutation_p.A75T|OSCAR_uc002qdb.2_Missense_Mutation_p.A60T|OSCAR_uc010erc.2_Missense_Mutation_p.R38H|OSCAR_uc002qdc.2_Missense_Mutation_p.A85TNM_206818 NP_996554 Q8IYS5 OSCAR_HUMAN Ig-like 1. 0AGAAGGGGAGCGATCTCTCCA0.582

- 5 988LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.S244LNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 3. 1GCTGGGGGCCGACCACTCGGA0.677

- 6 1154LILRA4_uc002qfi.2_Missense_Mutation_p.R300HNM_012276 NP_036408 P59901 LIRA4_HUMANIg-like C2-type 4.|Extracellular (Potential). 2TGATCTCAGACGCAACGGGGG0.587 rs139101339

+ 5 495NLRP2_uc010yfp.1_Missense_Mutation_p.T114S|NLRP2_uc010esn.2_Missense_Mutation_p.T113S|NLRP2_uc010eso.2_Missense_Mutation_p.T134S|NLRP2_uc010esp.2_IntronNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2GTTTACAGAAACGAAAGGAAA0.323

+ 2 321ZNF551_uc002qpv.3_Intron|ZNF776_uc002qpx.2_IntronNM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1CTTGATGAGTCTCAGAGGTTC0.483

- 7 2374ZNF606_uc010yhp.1_Missense_Mutation_p.H496NNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN C2H2-type 9. 2GTTCTCTGATGGGCAATAAGA0.423

+ 3 840KHK_uc002rim.2_Intron|KHK_uc002rin.2_Missense_Mutation_p.R109H|KHK_uc002rio.2_IntronNM_000221 NP_000212 P50053 KHK_HUMAN 0AGTGGTAGCCGCACCATCCTA0.557 rs138367050

- 4 533ATL2_uc010ynm.1_Missense_Mutation_p.A150V|ATL2_uc010ynn.1_Missense_Mutation_p.A150V|ATL2_uc010yno.1_5'UTR|ATL2_uc002rqs.2_Missense_Mutation_p.A168V|ATL2_uc002rqr.2_5'UTRNM_001135673 NP_001129145 Q8NHH9 ATLA2_HUMAN Cytoplasmic. 3AAGCAGCACAGCAACCTAGGA0.363

+ 3 682ITPRIPL1_uc010yuk.1_Missense_Mutation_p.G108D|ITPRIPL1_uc002svy.2_Missense_Mutation_p.G124D|ITPRIPL1_uc010yul.1_Missense_Mutation_p.G108DNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANHelical; (Potential).p.G124V(1) 3TGGAACACTGGCCTCTTTTGC0.572

- 3 336 NM_016466 NP_057550 Q53RE8 ANR39_HUMAN ANK 3. 0CTGGCTCGGTGCAGAGCAGTG0.622

- 11 1379SEMA4C_uc002sxf.3_5'Flank|SEMA4C_uc002sxe.2_5'Flank|SEMA4C_uc002sxg.3_Missense_Mutation_p.R460WNM_017789 NP_060259 Q9C0C4 SEM4C_HUMANExtracellular (Potential).|Dominant negative effect on myogenic differentiation (By similarity).|Sema.p.R407W(1) 2CGGCTCCACCGAGGCCCCACC0.622

+ 13 4582GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Missense_Mutation_p.D1190N|GLI2_uc002tmu.3_Missense_Mutation_p.D1173NNM_005270 NP_005261 P10070 GLI2_HUMAN 13CATCATGGATGATGGCGATCA0.627

+ 1 207UGGT1_uc010fme.1_Intron|UGGT1_uc002tpr.2_5'UTRNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1GCGAGCGGTGCGTGTGCCGCG0.721

- 63 10974 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 21. 50TGTCACATTTCCACCAGAATG0.338



+ 2 392PDK1_uc010zdz.1_5'UTR|PDK1_uc010zea.1_RNA|PDK1_uc002uhq.1_Missense_Mutation_p.P98S|PDK1_uc002uhs.2_Missense_Mutation_p.P98S|PDK1_uc010zeb.1_Missense_Mutation_p.P98SNM_002610 NP_002601 Q15118 PDK1_HUMAN 4AAGTCTCCTTCCAGATAATCT0.393

- 46 15972TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TACTCTCCCCCTTCTCCTTTT0.403

- 40 9583TTN_uc010zfh.1_Missense_Mutation_p.R3074Q|TTN_uc010zfi.1_Missense_Mutation_p.R3074Q|TTN_uc010zfj.1_Missense_Mutation_p.R3074Q|TTN_uc002unb.2_Missense_Mutation_p.R3120QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCAGACATCCGGGTGGATGG0.453 rs72647894

- 40 6558 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity). 12GTGCCATTTACGATTTGTGTG0.318

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 17 2526ABCA12_uc002vev.2_Missense_Mutation_p.S451L|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11TCCATATTTTGAAGCAATTTG0.348

+ 17 1697SP140_uc010zma.1_RNA|SP140_uc002vqn.2_Missense_Mutation_p.G414S|SP140_uc002vqm.2_Missense_Mutation_p.G468S|SP140_uc010fxl.2_Missense_Mutation_p.G501SNM_007237 NP_009168 Q13342 LY10_HUMAN 0CAAAGCCGACGGCCAGGTGGT0.478

+ 3 247CHRND_uc010zmg.1_Intron|CHRND_uc010fyc.2_Splice_Site|CHRND_uc010zmh.1_Splice_SiteNM_000751 NP_000742 Q07001 ACHD_HUMAN 3GATAGAGCACGTAAGAATGCC0.284

- 7 1266NGEF_uc010zmm.1_Missense_Mutation_p.E63K|NGEF_uc010fyg.1_Missense_Mutation_p.E248KNM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7ATGTTCTCCTCCATCCGGTGC0.587

+ 2 673 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0GGCCGAAGTCGAGACTGGGGA0.652

- 10 4652COL6A3_uc002vwo.2_Missense_Mutation_p.R1250Q|COL6A3_uc010znj.1_Missense_Mutation_p.R849QNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 8.|Nonhelical region. 18AACAAAATCTCGAATATGTGC0.458

- 9 817IDH3B_uc002wgq.2_Missense_Mutation_p.P270S|IDH3B_uc002wgr.2_Missense_Mutation_p.P118SNM_006899 NP_008830 O43837 IDH3B_HUMAN 0TAGAGATTGGGCATCACAAGC0.527

+ 2 959PANK2_uc002wkb.2_Missense_Mutation_p.A27V|PANK2_uc010gbd.1_RNA|PANK2_uc002wkd.2_Intron|PANK2_uc002wke.2_Missense_Mutation_p.A27V|PANK2_uc002wkf.2_IntronNM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0GGAGGTGGAGCGTACAAATTT0.383

+ 4 620C20orf103_uc010zrc.1_Missense_Mutation_p.G87RNM_012261 NP_036393 Q9UJQ1 CT103_HUMANExtracellular (Potential). 3CATGTCCAAGGGACCTGAGGC0.582

+ 10 1488RPN2_uc002xgo.3_Splice_Site_p.R395_splice|RPN2_uc010gfw.2_Splice_Site_p.R238_splice|RPN2_uc002xgq.2_Splice_Site_p.R363_spliceNM_002951 NP_002942 P04844 RPN2_HUMAN 3AAACTACCCGGTAGGTGAGAT0.517

+ 2 349RALGAPB_uc010zvz.1_Missense_Mutation_p.R31Q|RALGAPB_uc002xix.2_Missense_Mutation_p.R31Q|RALGAPB_uc002xiy.1_Missense_Mutation_p.R31QNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2AGCGTTGGACGAGAGGTGGCA0.488

- 38 4807PREX1_uc002xtv.1_Missense_Mutation_p.S892FNM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6CTGCTCCAGGGACACGCTCAG0.687

- 8 1214PTGIS_uc010zyi.1_Missense_Mutation_p.P248LNM_000961 NP_000952 Q16647 PTGIS_HUMAN 3GCTCAGGAAGGGGAAGAGGAG0.557

+ 2 3406 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6TCCAGGGTCCCCCCCATGAAG0.552

+ 21 2975PRPF6_uc002yhp.2_Missense_Mutation_p.R896H|NCRNA00176_uc002yhq.2_5'Flank|NCRNA00176_uc011abq.1_5'FlankNM_012469 NP_036601 O94906 PRP6_HUMAN 2GTGGCCGGCCGCATCAAGAAC0.617

- 6 2187 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN TSP type-1 1. 6TACTGGACTCCTCCACCGCAC0.498

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

- 16 2130 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5TCCACATTCCGACACGTTGCG0.647

- 13 1598PHF21B_uc003bfm.2_Missense_Mutation_p.R279W|PHF21B_uc011aqk.1_Missense_Mutation_p.R429W|PHF21B_uc011aql.1_Missense_Mutation_p.R441WNM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3AGGAGGGCCCGCAGGCGGTCC0.652

- 3 557 NM_012401 NP_036533 O15031 PLXB2_HUMANExtracellular (Potential).|Sema. 6ACTGTGGCCACGCCCTCATCA0.637

+ 9 885HDAC11_uc010heb.2_Missense_Mutation_p.P209S|HDAC11_uc011aux.1_Missense_Mutation_p.P59L|HDAC11_uc011auy.1_Missense_Mutation_p.P200LNM_024827 NP_079103 Q96DB2 HDA11_HUMANHistone deacetylase. 2GAGCACCTGCCCGACGTGGTG0.617

+ 8 1321SLC22A13_uc011aym.1_RNA|SLC22A13_uc011ayn.1_Missense_Mutation_p.V423MNM_004256 NP_004247 Q9Y226 S22AD_HUMANExtracellular (Potential). 1CATGCTGGCTGTGGTGGGGAA0.612

- 16 3082 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10CTTACCTGTCCTTTGGGGATC0.542

+ 10 1513CTNNB1_uc003ckp.2_Missense_Mutation_p.R453W|CTNNB1_uc003ckq.2_Missense_Mutation_p.R453W|CTNNB1_uc003ckr.2_Missense_Mutation_p.R453W|CTNNB1_uc011azf.1_Missense_Mutation_p.R446W|CTNNB1_uc011azg.1_Missense_Mutation_p.R381W|CTNNB1_uc003cks.2_Missense_Mutation_p.R56W|CTNNB1_uc003ckt.1_5'FlankNM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 8. 3166TACTGTCCTTCGGGCTGGTGA0.502

+ 3 1576 NM_001123041 NP_001116513 P41597 CCR2_HUMANCytoplasmic (Potential). 2GGCAGAGCCCCTGAAGCCAGT0.488

+ 47 6293CACNA1D_uc003dgu.3_Missense_Mutation_p.P2064S|CACNA1D_uc003dgy.3_Missense_Mutation_p.P2020S|CACNA1D_uc003dgw.3_Missense_Mutation_p.P1711S|CACNA1D_uc011bes.1_RNANM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11CCTGACTGTCCCCAGCAGCTT0.622

- 8 1442ASB14_uc003dip.1_Missense_Mutation_p.R164QNM_001142733 NP_001136205 A6NK59 ASB14_HUMAN ANK 11. 0ATCAAAACATCGCTCTGTGTC0.428

+ 25 4525FLNB_uc010hne.2_Missense_Mutation_p.P1454S|FLNB_uc003djk.2_Missense_Mutation_p.P1454S|FLNB_uc010hnf.2_Missense_Mutation_p.P1454S|FLNB_uc003djl.2_Missense_Mutation_p.P1285S|FLNB_uc003djm.2_Missense_Mutation_p.P1285SNM_001457 NP_001448 O75369 FLNB_HUMANFilamin 13.|Interaction with FBLP1. 19TGGCCTGGCTCCGCTGGAAGT0.657

+ 1 374 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMANCytoplasmic (Potential). 3ACAATGGCATATGATCGCTAT0.378

- 9 980FSTL1_uc011bjh.1_Missense_Mutation_p.G234RNM_007085 NP_009016 Q12841 FSTL1_HUMAN VWFC. 1CACAGCTCACCGTCACAGGTC0.517

+ 6 1109MCM2_uc011bkm.1_Missense_Mutation_p.S221F|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.S235FNM_004526 NP_004517 P49736 MCM2_HUMANC4-type (Potential). 4AAACCAGGCTCCTGTCCTGAG0.582

+ 1 3723 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0GCTCACGTGCCGATGTGGAGT0.687

- 4 2300 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3CATTTCCCTGGAATTGTTTGG0.478

- 7 695LOC550112_uc003hdl.3_Intron|uc011cak.1_IntronNM_207407 NP_997290 Q6ZWK6 TM11F_HUMANPeptidase S1.|Extracellular (Potential). 1GGCCATTCCCCTTCCATAGCT0.522

+ 19 3830AFF1_uc011ccz.1_Missense_Mutation_p.M1149I|AFF1_uc003hqk.3_Missense_Mutation_p.M1142I|AFF1_uc011cda.1_Missense_Mutation_p.M780INM_005935 NP_005926 P51825 AFF1_HUMAN 1TCCAGAATATGACATCTTCCT0.537

+ 38 5850ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_5'Flank|ANK2_uc011cgb.1_Missense_Mutation_p.S1932LNM_001148 NP_001139 Q01484 ANK2_HUMANRepeat-rich region.|Repeat A. 14CCACCTGTATCGCCCTCCGGG0.512

+ 3 5443FAT4_uc011cgp.1_Missense_Mutation_p.R113CNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 17.|Extracellular (Potential). 18ACTGCTAGTTCGTGCTGATGA0.468

+ 13 2650GRIA2_uc011cit.1_Missense_Mutation_p.E684K|GRIA2_uc003ipl.3_Missense_Mutation_p.E731K|GRIA2_uc003ipk.3_Missense_Mutation_p.E684K|GRIA2_uc010iqh.1_RNA|GRIA2_uc011ciu.1_Missense_Mutation_p.E41K|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_Missense_Mutation_p.E41K|GRIA2_uc011ciy.1_Missense_Mutation_p.E41K|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANExtracellular (Potential). 4CACGATGAACGAGTACATTGA0.507

+ 20 4001ODZ3_uc003ive.1_Missense_Mutation_p.D735NNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0GGGCTCTAACGATTTGACTTC0.393

- 6 1180CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 3.|Extracellular (Potential). 12TGTGCCAACTGGGGAGGATTC0.313

+ 8 1174 IL7R_uc011cop.1_RNA NM_002185 NP_002176 P16871 IL7RA_HUMANCytoplasmic (Potential). 5GAAAGCTTTGGAAGAGATTCA0.537

- 4 321STARD4_uc010jbw.1_Intron|STARD4_uc010jbx.1_Intron|STARD4_uc003kpi.1_Intron|STARD4_uc003kpj.2_Nonsense_Mutation_p.W79*NM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1TCAAGCTGTCCCAATCCAAAC0.398



+ 8 1039DCP2_uc011cwa.1_Missense_Mutation_p.P70S|DCP2_uc010jcc.2_Missense_Mutation_p.P187SNM_152624 NP_689837 Q8IU60 DCP2_HUMAN 0GCAGTTATTTCCTGACGGTTC0.373

- 5 1421TRPC7_uc010jef.1_Missense_Mutation_p.L410P|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.L404P|TRPC7_uc010jei.1_Missense_Mutation_p.L349P|TRPC7_uc010jej.1_Missense_Mutation_p.L25PNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANHelical; (Potential). 0CCCGAAATCTAGCAGGTTCCA0.582

- 1 463TRPC7_uc010jef.1_Missense_Mutation_p.D146N|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.D146N|TRPC7_uc010jei.1_Missense_Mutation_p.D146N|TRPC7_uc010jej.1_5'UTRNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANCytoplasmic (Potential). 0CCGTCCTCGTCGTAGGCATAG0.662

+ 3 801 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN 1GCTGGGTTGGGCATTGGGGAC0.687

+ 21 2029ARHGAP26_uc003lmt.2_Missense_Mutation_p.P665L|ARHGAP26_uc003lmw.2_IntronNM_015071 NP_055886 Q9UNA1 RHG26_HUMAN Ser-rich. 1TGCAGCCCCCCGAATCCAAGC0.587

+ 22 3698TCOF1_uc011dch.1_Missense_Mutation_p.A1160V|TCOF1_uc003lrz.2_Missense_Mutation_p.A1159V|TCOF1_uc003lrx.2_Missense_Mutation_p.A1121V|TCOF1_uc003lsa.2_Missense_Mutation_p.A1120VNM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3GATGTGGTGGCGCCATCCCAG0.632

- 2 3165 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMANInteraction with GNAO1 (By similarity). 2GCAGCACCGCGGCCGGCGCAC0.672

- 16 1807EXOC2_uc003mte.2_Missense_Mutation_p.T558I|EXOC2_uc011dho.1_Missense_Mutation_p.T153INM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7CGATTCATGAGTAAGTCTGCG0.458

+ 1 109 NM_003540 NP_003531 P62805 H4_HUMAN 0CGCCATCCGTCGCTTGGCCCG0.577

+ 3 612BTN2A1_uc003nic.1_Missense_Mutation_p.D134N|BTN2A1_uc003nid.1_5'UTR|BTN2A1_uc011dko.1_Missense_Mutation_p.D73NNM_007049 NP_008980 Q7KYR7 BT2A1_HUMANExtracellular (Potential).|Ig-like V-type. 2CAGGTCCTACGATGAGGCCAT0.532

+ 4 1033uc010jqw.1_Intron|uc003nkk.1_Intron|uc003nkl.1_IntronNM_025231 NP_079507 Q9H4T2 ZSC16_HUMAN C2H2-type 3. 1TTCAGCATCAGAGAATCCACA0.418

+ 16 3979BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Nonsense_Mutation_p.R1244*NM_080686 NP_542417 P48634 PRC2A_HUMANPoly-Arg.|4 X 57 AA type A repeats. 0CCGAAGGAGGCGACATGGGAG0.632

- 9 1487C6orf27_uc003nxd.2_Missense_Mutation_p.D92N|C6orf27_uc011doh.1_RNANM_025258 NP_079534 Q9Y334 G7C_HUMAN 3GGGGAGGCATCCGTGAAGACA0.582

- 25 8843 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 21. 0TTGGGCTGCCCATCCCCATTC0.627

- 1 483PBX2_uc003oaw.2_Missense_Mutation_p.A71GNM_002586 NP_002577 P40425 PBX2_HUMAN 1CTTGGCCTGGGCCTCGTCCAG0.647

+ 10 1582GRIK2_uc003pqn.2_Missense_Mutation_p.L445F|GRIK2_uc003pqo.3_Missense_Mutation_p.L445F|GRIK2_uc010kcw.2_Missense_Mutation_p.L445FNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5GCCTTATGTCCTTTTTAAGAA0.343

- 5 2449 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN BEN 3. 3CTTGCCCAGGGAGCCGCTGCA0.637

+ 13 5311_5312TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1TCCAGGAAGTCCTCTCCCTGAC0.584

+ 5 775FNDC1_uc010kjw.1_Missense_Mutation_p.R140QNM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANFibronectin type-III 2. 8CGCAGATCACGGGGTTTTCTC0.542

+ 18 1637PNLDC1_uc003qsy.1_Nonsense_Mutation_p.W500*NM_173516 NP_775787 Q8NA58 PNDC1_HUMANCytoplasmic (Potential). 0TACCGCTACTGGAGGCACTCC0.622

- 3 465AGPAT4_uc003qts.1_Intron|AGPAT4_uc011egb.1_Intron|AGPAT4_uc003qtt.1_RNA|AGPAT4_uc011egc.1_Missense_Mutation_p.R80C|AGPAT4_uc011egd.1_Missense_Mutation_p.R18C|AGPAT4_uc011ege.1_IntronNM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0AGGTAGGCGCGCGGGTCCGTG0.527

- 19 2454OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Nonsense_Mutation_p.W647*|OSBPL3_uc003sxh.2_Nonsense_Mutation_p.W652*|OSBPL3_uc003sxi.2_Nonsense_Mutation_p.W616*NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1TCACTTTGTTCCACTCAAAAT0.403

+ 11 1814 NM_002047 NP_002038 P41250 SYG_HUMAN 1GAGAAACCTCTGAAAGAACCC0.433

- 11 1499MYO1G_uc003tmf.2_5'Flank|MYO1G_uc003tmg.2_Missense_Mutation_p.T214I|MYO1G_uc010kym.2_Missense_Mutation_p.T337I|MYO1G_uc003tmi.1_Missense_Mutation_p.T364I|MYO1G_uc003tmj.2_Missense_Mutation_p.T214INM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4ATCCACAATGGTGGCGTTGTT0.622

+ 4 1052 NM_001159279 NP_001152751 2ACTTACTAACCACAAGAGAAT0.398

- 20 2777ABCB1_uc011khc.1_Missense_Mutation_p.R723WNM_000927 NP_000918 P08183 MDR1_HUMANABC transmembrane type-1 2. 7TATCGGAGCCGCTTGGTGAGG0.522

+ 8 2347PPP1R9A_uc010lfj.2_Missense_Mutation_p.V711I|PPP1R9A_uc011kif.1_Missense_Mutation_p.V689I|PPP1R9A_uc003unq.2_Missense_Mutation_p.V689I|PPP1R9A_uc011kig.1_Missense_Mutation_p.V689INM_017650 NP_060120 Q9ULJ8 NEB1_HUMANInteracts with TGN38 (By similarity).|Potential. 4CAAACATGCAGTTACAGAAGC0.318

- 6 741SLC25A13_uc003uog.3_Nonsense_Mutation_p.R184*|SLC25A13_uc011kik.1_Nonsense_Mutation_p.R76*NM_014251 NP_055066 Q9UJS0 CMC2_HUMAN EF-hand 4. 4ATGATGTCTCGGAAGTCGATG0.453 rs80338716

- 3 1904C7orf43_uc011kjj.1_5'Flank|C7orf43_uc003utr.2_5'Flank|C7orf43_uc003uts.2_5'Flank|GAL3ST4_uc003utu.2_Missense_Mutation_p.S296F|GAL3ST4_uc010lgq.2_Missense_Mutation_p.S234FNM_024637 NP_078913 Q96RP7 G3ST4_HUMANLumenal (Potential). 3GTCAAAGACAGAGTCCAGCCA0.532

+ 4 713AGFG2_uc003uvg.1_Intron|AGFG2_uc010lgy.2_Silent_p.P54PNM_006076 NP_006067 O95081 AGFG2_HUMAN 1TGCCTCCACCTCGAGCCAGGT0.552

- 2 477 DGKI_uc003vtu.2_IntronNM_004717 NP_004708 O75912 DGKI_HUMAN 3CTCCTTGGCTGGACCATTTGC0.478

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 3 5767ABP1_uc003whz.1_Missense_Mutation_p.R517C|ABP1_uc003wia.1_Missense_Mutation_p.R517CNM_001091 NP_001082 P19801 ABP1_HUMAN 6GGTGCACTACCGCGTAGACCT0.567

- 1 871FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3TTCTTGGCAAGTTTGTTGCCT0.498

- 28 3497_3498 uc003xhi.1_Intron NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0CCAGCAGAGGGGACCATCACCG0.54

+ 2 430DDHD2_uc003xla.2_Missense_Mutation_p.P18L|DDHD2_uc003xlc.2_Missense_Mutation_p.P18L|DDHD2_uc011lbl.1_5'UTRNM_015214 NP_056029 O94830 DDHD2_HUMAN 2GATCCATCTCCGTCACCAAAC0.408 rs143549962

- 16 3579MYST3_uc010lxc.2_Missense_Mutation_p.R1012Q|MYST3_uc003xon.3_Missense_Mutation_p.R1012QNM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7CGTTACCTTTCGCTTCAGCGT0.498

- 3 1130OPRK1_uc003xri.1_Missense_Mutation_p.R252H|OPRK1_uc010lyc.1_Missense_Mutation_p.R163HNM_000912 NP_000903 P41145 OPRK_HUMANCytoplasmic (Potential). 2GCTCTTGAGACGCAGGATCAT0.552

+ 5 1103 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1GCAGGAGCCCGTGAAGCCCGC0.677

+ 7 812C8orf34_uc010lyy.1_Missense_Mutation_p.D255N|C8orf34_uc003xyb.2_Missense_Mutation_p.D230NNM_052958 NP_443190 Q49A92 CH034_HUMAN 1GCTCTCTCAAGATTCTTTTGA0.368

- 2 80EIF2C2_uc010men.2_Intron|EIF2C2_uc010meo.2_Missense_Mutation_p.P14SNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN 0GGGGGCGGCGGCGCAGGAGGT0.582

- 31 6907PLEC_uc003zab.1_Missense_Mutation_p.R2109Q|PLEC_uc003zac.1_Missense_Mutation_p.R2113Q|PLEC_uc003zad.2_Missense_Mutation_p.R2109Q|PLEC_uc003zae.1_Missense_Mutation_p.R2077Q|PLEC_uc003zag.1_Missense_Mutation_p.R2087Q|PLEC_uc003zah.2_Missense_Mutation_p.R2095Q|PLEC_uc003zaj.2_Missense_Mutation_p.R2136QNM_201380 NP_958782 Q15149 PLEC_HUMANCentral fibrous rod domain.|Potential. 9TTCCACCTGCCGCCGGGACTG0.761

- 5 1584 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 9. 0GGAACTCCGACGAAAGGCTTT0.493

- 5 780MLLT3_uc011lne.1_Missense_Mutation_p.S142N|MLLT3_uc011lnf.1_Missense_Mutation_p.S171N|MLLT3_uc003zof.2_5'UTRNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 gctgctgctgctgctgctgct 0.139

- 7 1177ELAVL2_uc003zps.2_Missense_Mutation_p.A288V|ELAVL2_uc003zpt.2_Missense_Mutation_p.A288V|ELAVL2_uc003zpv.2_Missense_Mutation_p.A301V|ELAVL2_uc003zpw.2_Missense_Mutation_p.A288VNM_004432 NP_004423 Q12926 ELAV2_HUMAN RRM 3. 3ATTGGTGACAGCTCCAAAAGG0.468

- 3 730SUGT1P1_uc010mjq.1_Intron|BAG1_uc003zsi.2_Missense_Mutation_p.R76Q|BAG1_uc003zsk.2_Missense_Mutation_p.R40QNM_004323 NP_004314 Q99933 BAG1_HUMANUbiquitin-like.|Interaction with HSPA8. 1TAACATGACCCGGCAACCATC0.368

+ 7 1613SUGT1P1_uc010mjq.1_Intron|NFX1_uc011lnw.1_Missense_Mutation_p.G518S|NFX1_uc003zso.2_Missense_Mutation_p.G518S|NFX1_uc003zsp.1_Missense_Mutation_p.G518S|NFX1_uc010mjr.1_Missense_Mutation_p.G518S|NFX1_uc003zsr.2_Missense_Mutation_p.G518SNM_002504 NP_002495 Q12986 NFX1_HUMAN NF-X1-type 2. 1GTGCCATGGGGGTCAGTGCCA0.493 rs35268125



- 16 2167SUGT1P1_uc010mjq.1_Intron|NOL6_uc003zsy.2_5'Flank|NOL6_uc003zta.2_Intron|NOL6_uc010mjv.2_Missense_Mutation_p.A686V|NOL6_uc011lob.1_Missense_Mutation_p.A637V|NOL6_uc003ztb.1_Missense_Mutation_p.A689VNM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2CACTGGGTGAGCTCCCTGAAC0.617 rs139620819

- 3 797 NM_017561 NP_060031 A1L443 FA22F_HUMAN 0CCGCATGGCCTGCCACAGTCC0.617

+ 3 285STXBP1_uc004brk.2_Splice_Site_p.V30_spliceNM_001032221 NP_001027392 P61764 STXB1_HUMAN 1CTTTCCTTGCAGGTGCTGGTG0.517

- 7 1089SARDH_uc004ceo.2_Missense_Mutation_p.L319F|SARDH_uc011mdn.1_Missense_Mutation_p.L319F|SARDH_uc011mdo.1_Missense_Mutation_p.L151FNM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0TGGAGGCGGAGGTAGACAGAG0.577

+ 6 1179 NM_000093 NP_000084 P20908 CO5A1_HUMANNonhelical region. 11TACACGGAAGGAGACGGCGAG0.602

- 2 367MID1_uc004ctd.3_5'Flank|MID1_uc004ctg.3_Missense_Mutation_p.C59F|MID1_uc004cth.3_Missense_Mutation_p.C59F|MID1_uc004ctk.3_Missense_Mutation_p.C59F|MID1_uc004cti.3_Missense_Mutation_p.C59F|MID1_uc004ctj.3_Missense_Mutation_p.C59F|MID1_uc011mie.1_RNA|MID1_uc004ctm.1_Missense_Mutation_p.C59F|MID1_uc004ctn.1_Missense_Mutation_p.C59F|MID1_uc004cto.1_Missense_Mutation_p.C59F|MID1_uc010ndw.1_5'Flank|MID1_uc004cts.1_5'Flank|MID1_uc004ctt.2_Missense_Mutation_p.C59F|MID1_uc004ctu.2_Missense_Mutation_p.C59F|MID1_uc004ctv.2_Missense_Mutation_p.C59F|MID1_uc004ctw.2_Missense_Mutation_p.C59F|MID1_uc010ndy.1_Missense_Mutation_p.C59F|uc010ndz.1_5'Flank|MID1_uc004cty.2_Missense_Mutation_p.C59F|MID1_uc004ctz.1_5'Flank|MID1_uc004cua.1_RNA|MID1_uc004cub.1_Missense_Mutation_p.C59F|MID1_uc010nea.1_5'Flank|MID1_uc004cuc.1_Missense_Mutation_p.C59F|MID1_uc004cud.1_Missense_Mutation_p.C59F|MID1_uc004cue.1_Missense_Mutation_p.C59F|MID1_uc004cuf.1_Missense_Mutation_p.C59F|MID1_uc004cug.1_Missense_Mutation_p.C59FNM_033290 NP_150632 O15344 TRI18_HUMAN RING-type. 3GACATGCCGGCAGGTGGGGCA0.587

+ 5 521 NM_000377 NP_000368 P42768 WASP_HUMAN 1TCTATCCACAGACAGACGCCA0.572

- 2 795 NM_019003 NP_061876 Q99865 SPI2A_HUMAN 0TCCTTAGAACCATGCTCTCCC0.423

- 14 1938ABCB7_uc004ebz.2_Missense_Mutation_p.S639L|ABCB7_uc011mqn.1_Missense_Mutation_p.S612L|ABCB7_uc010nls.2_Missense_Mutation_p.S599L|ABCB7_uc010nlt.2_Missense_Mutation_p.S598LNM_004299 NP_004290 O75027 ABCB7_HUMANABC transporter. 1CGAATCTAACGATGAAGTAGC0.353

+ 17 2020DOCK11_uc004eqq.2_Missense_Mutation_p.D419NNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3ATTAAAATACGATAGCCAGAA0.308

+ 4 2019MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTGTCTCCTCACTACTTTCCT0.582

+ 8 602ZNF185_uc011myg.1_Missense_Mutation_p.A189T|ZNF185_uc011myh.1_Missense_Mutation_p.A189T|ZNF185_uc011myi.1_Missense_Mutation_p.A189T|ZNF185_uc011myj.1_Missense_Mutation_p.A189T|ZNF185_uc011myk.1_Missense_Mutation_p.A189T|ZNF185_uc004fgw.3_Intron|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'UTRNM_007150 NP_009081 O15231 ZN185_HUMAN 3GAGGAGGACAGCTCCCCGGGA0.488

- 7 904RPL10_uc004fkq.1_Intron|RPL10_uc004fkr.1_Intron|DNASE1L1_uc004fkt.1_Missense_Mutation_p.S238N|DNASE1L1_uc004fku.1_Missense_Mutation_p.S238N|DNASE1L1_uc004fkv.1_Missense_Mutation_p.S238N|DNASE1L1_uc004fkw.1_Missense_Mutation_p.S238NNM_006730 NP_006721 P49184 DNSL1_HUMAN 0GTGCAGCAGACTCCGGCAGCG0.662

- 9 875CPSF3L_uc009vjy.1_RNA|CPSF3L_uc001aef.1_Missense_Mutation_p.E279K|CPSF3L_uc009vjz.1_Missense_Mutation_p.E251K|CPSF3L_uc010nyj.1_Missense_Mutation_p.E244K|CPSF3L_uc001aeg.1_Missense_Mutation_p.E149K|CPSF3L_uc001aeh.1_Missense_Mutation_p.E172K|CPSF3L_uc001aei.1_Missense_Mutation_p.E175K|CPSF3L_uc001aej.1_Missense_Mutation_p.E100K|CPSF3L_uc001aek.1_Missense_Mutation_p.E15KNM_017871 NP_060341 Q5TA45 INT11_HUMAN 0TTGGCCTTCTCGGTCAGCCCC0.562

- 4 545MASP2_uc001arv.2_Missense_Mutation_p.R175H|MASP2_uc001arw.2_3'UTR|MASP2_uc001arx.1_Missense_Mutation_p.R175HNM_006610 NP_006601 O00187 MASP2_HUMANEGF-like; calcium-binding. 4GCGCTTGTTACGGTGCAGGAC0.687

+ 5 857MFN2_uc009vni.2_Missense_Mutation_p.R135QNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1TGCTTCCTGCGGGTAGAGGGC0.582

- 13 2091ARHGEF19_uc009voo.1_Nonsense_Mutation_p.Q5*|ARHGEF19_uc001ayb.1_Nonsense_Mutation_p.Q129*NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN PH. 3TCCCGCACCTGCAGCTCAGCC0.657

+ 6 1125IGSF21_uc001bav.1_Missense_Mutation_p.R69SNM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4GCGCCCCTCCCGTGGCCTGAC0.637

- 94 13667UBR4_uc010ocv.1_Intron|UBR4_uc009vph.2_Missense_Mutation_p.G189S|UBR4_uc010ocw.1_Missense_Mutation_p.G219S|UBR4_uc001bbg.2_Missense_Mutation_p.G266S|UBR4_uc001bbh.2_Missense_Mutation_p.G264SNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25ACAGCTGCACCCCCACTGTCC0.537

- 65 8547HSPG2_uc009vqd.2_Missense_Mutation_p.S2837FNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 14. 9TGCCACTCGGGAGGAGGAGGG0.677

+ 15 2948EPHB2_uc001bge.2_Missense_Mutation_p.A936T|EPHB2_uc001bgf.2_Missense_Mutation_p.A935T|EPHB2_uc010odu.1_Missense_Mutation_p.A877TNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential).|SAM. 5GGAGAGCTTCGCCAATGCCGG0.592

+ 8 534LYPLA2_uc001bhr.2_Missense_Mutation_p.P133L|LYPLA2_uc001bhs.1_Silent_p.P108P|LYPLA2_uc001bhu.2_Missense_Mutation_p.P115LNM_007260 NP_009191 O95372 LYPA2_HUMAN 2TGCCCCCACCCTCTGGCTGGC0.682

+ 13 1933SRRM1_uc010oel.1_Missense_Mutation_p.R582L|SRRM1_uc009vrh.1_Missense_Mutation_p.R543L|SRRM1_uc009vri.1_Missense_Mutation_p.R499L|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANPro-rich.|Necessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3CCTCGACGGCGCAGGACTCCC0.532 rs78787676

+ 13 1157RPS6KA1_uc010ofe.1_Missense_Mutation_p.R240C|RPS6KA1_uc010off.1_Missense_Mutation_p.R316C|RPS6KA1_uc001bms.1_Missense_Mutation_p.R341C|RPS6KA1_uc009vsl.1_Missense_Mutation_p.R175CNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1GCTATACCGTCGTGAGATCAA0.597

+ 3 1442PIGV_uc001bmy.2_Missense_Mutation_p.D136N|PIGV_uc009vso.2_Missense_Mutation_p.D371N|PIGV_uc010ofg.1_Missense_Mutation_p.D136N|PIGV_uc001bna.2_Missense_Mutation_p.D371NNM_017837 NP_060307 Q9NUD9 PIGV_HUMANCytoplasmic (Potential). 1AGAGAAGCCCGATCTTGGATT0.537

+ 4 879ZDHHC18_uc010ofh.1_Missense_Mutation_p.R127CNM_032283 NP_115659 Q9NUE0 ZDH18_HUMAN 0CCTGACGTTGCGTGAGTTGTG0.567

+ 11 1671ADC_uc001bws.2_Missense_Mutation_p.D362Y|ADC_uc009vue.2_Missense_Mutation_p.D362Y|ADC_uc001bwt.1_Missense_Mutation_p.D267Y|ADC_uc001bwu.2_Missense_Mutation_p.D267Y|ADC_uc001bwv.2_Missense_Mutation_p.D267Y|ADC_uc001bww.2_Missense_Mutation_p.D267Y|ADC_uc001bwx.1_Missense_Mutation_p.D339Y|ADC_uc009vug.2_Missense_Mutation_p.D382YNM_052998 NP_443724 Q96A70 ADC_HUMAN 2CCCGGCGGTTGATGGCTGTGA0.617

- 13 2278PHC2_uc001bxh.1_Missense_Mutation_p.D714H|PHC2_uc009vuh.1_Missense_Mutation_p.D743H|PHC2_uc001bxe.1_Missense_Mutation_p.D207H|PHC2_uc001bxf.1_Missense_Mutation_p.D157HNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1CTTGAGTTATCTGAGCAACGG0.572

- 14 2437KIAA0319L_uc001byw.2_Missense_Mutation_p.L169F|KIAA0319L_uc010ohv.1_Missense_Mutation_p.L369FNM_024874 NP_079150 Q8IZA0 K319L_HUMANPKD 5.|Extracellular (Potential). 2CGAGTCCAGAGGTAGCTGACT0.557

- 7 1117GRIK3_uc001cba.1_Missense_Mutation_p.D328NNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7TGGACGGCGTCGTACAGTAAG0.652

- 2 425GRIK3_uc001cba.1_Missense_Mutation_p.K97RNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7ACACTCACCCTTTTTGGTCGC0.547

+ 34 4383MACF1_uc001cda.1_Missense_Mutation_p.T1301M|MACF1_uc001cdc.1_Missense_Mutation_p.T480M|MACF1_uc009vvq.1_Missense_Mutation_p.T450M|MACF1_uc001cdb.1_Missense_Mutation_p.T480MNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16ACTCGCTACACGGCATTGGTG0.418

- 9 2205PABPC4_uc001cdl.2_Missense_Mutation_p.R436H|PABPC4_uc001cdm.2_Missense_Mutation_p.R436HNM_003819 NP_003810 Q13310 PABP4_HUMAN 0TTGCTGCCAGCGTGGATTAGG0.527

- 4 825RIMS3_uc001cfv.1_Missense_Mutation_p.G119DNM_014747 NP_055562 Q9UJD0 RIMS3_HUMAN 0CACGCACGTGCCGTCGGAGCT0.667

+ 8 1174 Q5T011 SZT2_HUMAN 0ATATTACTGCGGTGAGAGGCA0.577

+ 7 987PTPRF_uc001cjq.3_Missense_Mutation_p.R222H|PTPRF_uc001cjs.2_Missense_Mutation_p.R216H|PTPRF_uc001cjt.3_Missense_Mutation_p.R216HNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).|Ig-like C2-type 2.p.R206H(1) 10GCAGGCACACGTTACTCAGCC0.607

+ 4 1074B4GALT2_uc001clh.2_Missense_Mutation_p.R169H|B4GALT2_uc010okl.1_Missense_Mutation_p.R264H|B4GALT2_uc001cli.2_Missense_Mutation_p.R235HNM_003780 NP_003771 O60909 B4GT2_HUMANLumenal (Potential). 2GACCAACCCCGCCACTTTGCC0.617 rs145778728

+ 2 844RNF220_uc001clw.1_Missense_Mutation_p.E162KNM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2AGATGGCAAGGAATATGACTT0.517

+ 6 822AKR1A1_uc009vxw.2_3'UTR|AKR1A1_uc001coe.2_Missense_Mutation_p.R120W|AKR1A1_uc001cof.2_5'UTR|AKR1A1_uc001cog.2_RNANM_006066 NP_006057 P14550 AK1A1_HUMAN 0CTCACTCAGGCGGGGAGACAA0.557

- 17 3570TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Missense_Mutation_p.E1093K|STIL_uc010omo.1_Missense_Mutation_p.E1122K|STIL_uc001crd.1_Missense_Mutation_p.E1140K|STIL_uc001cre.1_Missense_Mutation_p.E1139KNM_003035 NP_003026 Q15468 STIL_HUMAN 3GGAGGTTCCTCTTCATCTTCA0.393

- 9 1754C1orf168_uc009vzu.1_RNA|C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5GGGCCCTCAGGGCAGGGATTT0.463

+ 19 3394LRRC7_uc009wbg.2_Missense_Mutation_p.A406T|LRRC7_uc001deq.2_Missense_Mutation_p.A363TNM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14CCTGGTGAGCGCCACAGAAAT0.587 rs144289156

+ 5 1043ST6GALNAC5_uc010ori.1_3'UTR|ST6GALNAC5_uc009wbw.2_RNA|ST6GALNAC5_uc001dhj.2_5'FlankNM_030965 NP_112227 Q9BVH7 SIA7E_HUMANLumenal (Potential). 2TGAGCGAGGACGCAAGGGCAG0.443

- 3 415MCOLN3_uc001dkq.2_Intron|MCOLN3_uc001dkr.2_Missense_Mutation_p.D108Y|MCOLN3_uc001dks.3_5'UTRNM_018298 NP_060768 Q8TDD5 MCLN3_HUMAN 1TCCATTCGGTCCATATATCCT0.378

- 17 2111HFM1_uc009wdb.2_Intron|HFM1_uc010osu.1_Nonsense_Mutation_p.R350*|HFM1_uc010osv.1_Nonsense_Mutation_p.R355*NM_001017975 NP_001017975 A2PYH4 HFM1_HUMANHelicase C-terminal. 0GTGCTTAATCGAGTCATGATA0.373

+ 7 1416AMY2B_uc010ouo.1_RNA|LOC648740_uc001dur.2_Missense_Mutation_p.R267Q|AMY2B_uc001dus.1_5'FlankNM_020978 NP_066188 P19961 AMY2B_HUMAN 0GGAAATGGCCGGGTGACAGAA0.378

+ 7 4649 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|Laminin G-like 1. 8CGGGGTGCCTGACCTGCCCGA0.642



+ 17 3083LRIG2_uc009wgn.1_Missense_Mutation_p.P859LNM_014813 NP_055628 O94898 LRIG2_HUMANCytoplasmic (Potential). 3AGCCTGATACCGTCAGCCAAC0.488

- 1 461CASQ2_uc010owu.1_Missense_Mutation_p.T66MNM_001232 NP_001223 O14958 CASQ2_HUMAN 1CTGTTTTTGCGTGACCTTATC0.473

- 5 1864IGSF3_uc001egq.1_Missense_Mutation_p.G387R|IGSF3_uc001egs.1_Missense_Mutation_p.G60RNM_001007237 NP_001007238 O75054 IGSF3_HUMANExtracellular (Potential). 2ATGAATTCCCCGGTCACGGTT0.517

- 4 532REG4_uc001eif.2_Missense_Mutation_p.A31V|REG4_uc001eih.1_Missense_Mutation_p.A31VNM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1CCATCCAGGAGCACAGCTGGG0.373

+ 32 4104NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGAGCTGCTGGATGAGAAAGG0.478

+ 74 9249NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GAAAGGGCCTAAAGTCTTGCA0.473

+ 4 613NBPF10_uc001emp.3_Intron|PEX11B_uc010oyu.1_Nonsense_Mutation_p.R185*|ITGA10_uc001enz.1_5'Flank|ITGA10_uc001eoa.2_5'Flank|ITGA10_uc010oyv.1_5'Flank|ITGA10_uc009wiw.2_5'FlankNM_003846 NP_003837 O96011 PX11B_HUMAN 0GCTCCTGGCTCGAGTCCTTAG0.582

+ 19 2327 NM_173638 NP_775909 Q8N660 NBPFF_HUMAN NBPF 6. 0AGATGTTATTCGACTCCGTCA0.458

- 2 1030LYSMD1_uc010pcr.1_Missense_Mutation_p.R84CNM_212551 NP_997716 Q96S90 LYSM1_HUMAN 0CCATTGGCACGTCCTGCTCCT0.502

- 3 11572 NM_002016 NP_002007 P20930 FILA_HUMANFilaggrin 23.|Ser-rich. 16TCACCCTGGCCGGACTGTGAG0.592 rs143233744

- 12 1520DENND4B_uc001fdd.1_5'Flank|CRTC2_uc001fde.3_RNA|CRTC2_uc001fdf.3_Missense_Mutation_p.P20SNM_181715 NP_859066 Q53ET0 CRTC2_HUMAN 2GGGTATGGGGGTAACCGCTGG0.542 rs35857186

- 7 2205KCNN3_uc001ffo.2_Missense_Mutation_p.L326FNM_002249 NP_002240 Q9UGI6 KCNN3_HUMANCalmodulin-binding (By similarity). 1ACCTTGGAAAGGTCCACCAGA0.552

+ 3 757ZBTB7B_uc009wpa.2_Missense_Mutation_p.R200H|ZBTB7B_uc001fgj.3_Missense_Mutation_p.R234H|ZBTB7B_uc010peq.1_Missense_Mutation_p.R234H|ZBTB7B_uc001fgl.3_Missense_Mutation_p.R200HNM_015872 NP_056956 O15156 ZBT7B_HUMAN 0GTTGCCCGCCGCAGCCGCAAG0.657

+ 20 2677PEAR1_uc001fqk.1_Missense_Mutation_p.G479ENM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3CGGCCAGGTGGGGCCCAAGGG0.667

- 21 3114 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8TCCCTCCACTGGTGCAGCCTG0.507

- 16 2415 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 8. 8ACAAACCTGACGAGCAGCCAC0.463 rs145972324

- 4 415 NM_017625 NP_060095 Q8WWA0 ITLN1_HUMANFibrinogen C-terminal. 7CTGACTGGACCAGCGATCGCC0.627

+ 8 1334UHMK1_uc001gcb.1_Missense_Mutation_p.V326M|UHMK1_uc009wuu.1_3'UTR|uc001gcd.2_5'FlankNM_175866 NP_787062 Q8TAS1 UHMK1_HUMAN RRM. 0GAAGTTTGTTGTGGCTACATT0.433

+ 3 478NUF2_uc001gcp.2_Nonsense_Mutation_p.R60*|NUF2_uc001gcr.1_Nonsense_Mutation_p.R60*|NUF2_uc009wvc.1_Nonsense_Mutation_p.R60*NM_145697 NP_663735 Q9BZD4 NUF2_HUMANInteraction with the N-terminus of NDC80. 4ATATGGAATTCGACTGGAACA0.348

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN2-11.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6TCTGGAGAAAGGGGCATCTGA0.502 rs140018525

+ 6 643FAM163A_uc001gnj.2_Missense_Mutation_p.C62S|FAM163A_uc009wxk.2_Missense_Mutation_p.C62SNM_173509 NP_775780 Q96GL9 F163A_HUMAN 1AGGCCCCACCTGCAATGCCTG0.667

+ 16 2338SMG7_uc010pob.1_Missense_Mutation_p.P722L|SMG7_uc001gqf.2_Missense_Mutation_p.P693L|SMG7_uc001gqh.2_Missense_Mutation_p.P693L|SMG7_uc001gqi.2_Missense_Mutation_p.P651L|SMG7_uc010poc.1_Missense_Mutation_p.P697LNM_173156 NP_775179 Q92540 SMG7_HUMAN Gln/Pro-rich. 3TCACAGCCACCTTCCCAGCAA0.537

+ 6 999 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 5. 2TCAACATGGAGTTTCAGTCGA0.378

- 2 2245ZNF281_uc001gvf.1_Missense_Mutation_p.T713M|ZNF281_uc001gvg.1_Missense_Mutation_p.T677MNM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2CAAAGGAGACGTAGTGTATAT0.433

- 2 636uc010ppi.1_5'Flank|ZNF281_uc001gvf.1_Missense_Mutation_p.L177F|ZNF281_uc001gvg.1_Missense_Mutation_p.L141FNM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2AGAATACTGAGGTCCTGGATG0.547

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

+ 5 1011RNPEP_uc001gxe.2_Missense_Mutation_p.S29P|RNPEP_uc001gxf.2_Missense_Mutation_p.S197PNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1CCATGAGATCTCCCACAGTTG0.537

- 8 2175PIGR_uc009xbz.2_Missense_Mutation_p.R664QNM_002644 NP_002635 P01833 PIGR_HUMANCytoplasmic (Potential). 3CTTCCTGTGCCGGGCTCTGGC0.652

- 10 2155USH2A_uc001hkv.2_Missense_Mutation_p.V590LNM_206933 NP_996816 O75445 USH2A_HUMANLaminin EGF-like 2.|Extracellular (Potential). 26AATGGGTCTACAGAGATGTTG0.423

+ 1 996 NM_021958 NP_068777 Q14774 HLX_HUMAN 2GGAATTGACCGCATTTTATCT0.597

+ 4 552URB2_uc009xfd.1_Missense_Mutation_p.Y139CNM_014777 NP_055592 Q14146 URB2_HUMAN 3GCTGTCATCTACACGGCCAAA0.572

+ 4 2297URB2_uc009xfd.1_Missense_Mutation_p.A721TNM_014777 NP_055592 Q14146 URB2_HUMAN 3GAGAACGACGGCTTCCTGGGA0.463

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

+ 9 992PRPF18_uc001imq.2_RNANM_003675 NP_003666 Q99633 PRP18_HUMAN 1TTGGCCCATCGGTGTCACTAT0.413

- 22 3080 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 5. 19AGAGATGGCGGGATCGACTTT0.393

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

- 6 957PCDH15_uc010qhq.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qhr.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhs.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qht.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhu.1_Nonsense_Mutation_p.E188*|PCDH15_uc001jjv.1_Nonsense_Mutation_p.E166*|PCDH15_uc010qhv.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhw.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhx.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhy.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qhz.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qia.1_Nonsense_Mutation_p.E166*|PCDH15_uc010qib.1_Nonsense_Mutation_p.E166*|PCDH15_uc001jjw.2_Nonsense_Mutation_p.E188*NM_033056 NP_149045 Q96QU1 PCD15_HUMANExtracellular (Potential).|Cadherin 2. 13ATAACATACTCTATCTGTCCA0.333

+ 8 994 NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN KH 2. 4GAAATCTACCGTCTACCTCCA0.413

+ 15 2308DDX50_uc010qjc.1_3'UTRNM_024045 NP_076950 Q9BQ39 DDX50_HUMAN 1GGCCACAAACGGAGTTTTGAC0.423

- 1 812 NM_001057 NP_001048 P21452 NK2R_HUMANHelical; Name=2; (Potential). 1GCCAGATTGACGATGAAGTAG0.572

+ 27 2022COL13A1_uc001jqj.1_Missense_Mutation_p.D496N|COL13A1_uc001jps.1_Missense_Mutation_p.D467N|COL13A1_uc001jpt.1_Missense_Mutation_p.D455N|COL13A1_uc001jpu.1_Missense_Mutation_p.D477N|COL13A1_uc001jpv.1_Missense_Mutation_p.D496N|COL13A1_uc001jpx.1_Missense_Mutation_p.D474N|COL13A1_uc001jpw.1_Missense_Mutation_p.D443N|COL13A1_uc001jpy.1_Missense_Mutation_p.D434N|COL13A1_uc001jpz.1_Missense_Mutation_p.D439N|COL13A1_uc001jqa.1_Missense_Mutation_p.D436N|COL13A1_uc001jqc.1_Missense_Mutation_p.D496N|COL13A1_uc001jqb.1_Missense_Mutation_p.D445N|COL13A1_uc001jql.2_Missense_Mutation_p.D496N|COL13A1_uc001jqd.1_Missense_Mutation_p.D484N|COL13A1_uc001jqe.1_Missense_Mutation_p.D479N|COL13A1_uc001jqf.1_Missense_Mutation_p.D477N|COL13A1_uc001jqg.1_Missense_Mutation_p.D474N|COL13A1_uc001jqh.1_Missense_Mutation_p.D496N|COL13A1_uc001jqi.1_Missense_Mutation_p.D496N|COL13A1_uc010qjf.1_Missense_Mutation_p.D286N|COL13A1_uc001jqk.1_Missense_Mutation_p.D334NNM_005203 NP_005194 Q5TAT6 CODA1_HUMANExtracellular (Potential).|Triple-helical region 3 (COL3).1TCCAGGACACGATGGGGAAAA0.502

- 6 1327ANXA11_uc010qlx.1_Missense_Mutation_p.P268S|ANXA11_uc001kbr.1_Missense_Mutation_p.P168S|ANXA11_uc001kbs.1_Missense_Mutation_p.P168S|ANXA11_uc001kbt.1_Missense_Mutation_p.P168S|ANXA11_uc010qly.1_Missense_Mutation_p.P135S|ANXA11_uc009xsq.1_Missense_Mutation_p.P168S|ANXA11_uc001kbu.1_Missense_Mutation_p.P168SNM_145869 NP_665876 P50995 ANX11_HUMAN 1GGGTAGCTCGGCACTGGCTGC0.701

+ 3 456PCGF5_uc010qnk.1_Splice_Site_p.R70_splice|PCGF5_uc001khi.2_Splice_Site_p.R70_spliceNM_032373 NP_115749 Q86SE9 PCGF5_HUMAN 1AAATGTTGAGGTAAGGATGTT0.318

- 2 562 NM_005398 NP_005389 Q9UQK1 PPR3C_HUMANInteraction with EPM2A. 1CTTAAGTAATCGGTTGAAGGC0.428

- 3 283 NM_006993 NP_008924 O75607 NPM3_HUMAN 0GTCATGGTTCCGGGCCACAAC0.542

- 6 978C10orf79_uc001kxx.3_Missense_Mutation_p.V288I|C10orf79_uc001kxy.1_Missense_Mutation_p.V288I|C10orf79_uc001kxz.2_Missense_Mutation_p.V288INM_025145 NP_079421 Q8NDM7 WDR96_HUMAN WD 3. 0TTATTAAGTACAGTCACTTGC0.408

- 5 2445 NM_173791 NP_776152 Q8NEN9 PDZD8_HUMAN 0AAGGTATTCCGTGTTTGATGT0.453



+ 4 3076TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.P906S|TACC2_uc010qtv.1_Missense_Mutation_p.P906SNM_206862 NP_996744 O95359 TACC2_HUMAN 10AAGTCAGCTCCCCAAAGGCAC0.493

- 8 1099OAT_uc001lhq.2_RNA|OAT_uc001lhr.2_Missense_Mutation_p.R193QNM_000274 NP_000265 P04181 OAT_HUMAN 0GATGGCCACTCGGCAGCCTAG0.488

- 7 1008STK32C_uc001lld.1_Nonsense_Mutation_p.R173*|STK32C_uc010quu.1_Nonsense_Mutation_p.R303*|STK32C_uc009ybc.1_Nonsense_Mutation_p.R173*|STK32C_uc009ybd.1_3'UTR|STK32C_uc001llb.2_Nonsense_Mutation_p.R61*|STK32C_uc001llc.1_RNANM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5ACCCATCCTCGCAGCAGCTCA0.662

+ 6 756TALDO1_uc001lra.2_Missense_Mutation_p.A236TNM_006755 NP_006746 P37837 TALDO_HUMAN 0TGTCATGGGCGCCTCCTTCCG0.527

+ 12 2169HBG2_uc001mak.1_Intron|TRIM34_uc001mbh.2_Missense_Mutation_p.Q288R|TRIM34_uc009yeq.2_Missense_Mutation_p.Q43R|TRIM34_uc001mbi.2_Missense_Mutation_p.Q288R|TRIM78P_uc009yer.2_5'FlankNM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1AGGATGCTGCAAATGTTTAGA0.428

+ 2 508 NM_173525 NP_775796 Q8N5U0 CK042_HUMAN 1TCCCTGGCTCCGAAGCACCCA0.597

- 7 1475TRIM3_uc001mdi.2_Missense_Mutation_p.R363H|TRIM3_uc010raj.1_Missense_Mutation_p.R244H|TRIM3_uc009yfd.2_Missense_Mutation_p.R363H|TRIM3_uc010rak.1_Missense_Mutation_p.R363H|TRIM3_uc001mdj.2_Missense_Mutation_p.R244HNM_006458 NP_006449 O75382 TRIM3_HUMAN Filamin. 5GATCTCTGCACGCAGCTCAGC0.657

+ 1 117PARVA_uc001mkh.2_Missense_Mutation_p.R23HNM_018222 NP_060692 Q9NVD7 PARVA_HUMANInteraction with ARHGAP31. 3CCCCCGTCCCGCAAGAAAGAT0.697

- 9 1043IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Ig-like 2. 7TGCTTCACATCGTACTTGCCC0.527

+ 8 1467NAV2_uc001mpp.2_Missense_Mutation_p.S282L|NAV2_uc001mpr.3_Missense_Mutation_p.S346LNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6AGTACCTCCTCGGCCATCCCG0.607

+ 2 198 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0AGTCCAGCTTCGTACTACAAA0.383

+ 2 2063C11orf41_uc001mun.1_Missense_Mutation_p.A647TNM_012194 NP_036326 Q6ZVL6 CK041_HUMAN 2AACAGCAGCAGCTGCCGTCAC0.512

- 40 5566CKAP5_uc009ylg.1_Missense_Mutation_p.R1712Q|CKAP5_uc001ndj.1_Missense_Mutation_p.R1759Q|CKAP5_uc001ndh.1_Missense_Mutation_p.R748QNM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2ACTCACTATTCGAGATGCTCC0.498

+ 8 1342ZP1_uc001nqe.2_Missense_Mutation_p.R148QNM_207341 NP_997224 P60852 ZP1_HUMANExtracellular (Potential).|ZP. 0GTGGAGGTCCGGCTTCTGCAG0.622

+ 8 1116LGALS12_uc001nxb.2_Missense_Mutation_p.A250T|LGALS12_uc001nxc.2_Missense_Mutation_p.A260T|LGALS12_uc001nxd.2_Missense_Mutation_p.A198T|LGALS12_uc001nxe.2_Missense_Mutation_p.A189T|LGALS12_uc009yot.2_Missense_Mutation_p.A219TNM_033101 NP_149092 Q96DT0 LEG12_HUMAN Galectin 2. 2GGCCTCCTTCGCAGACAGAAC0.572

+ 1 99FAU_uc001ocx.2_5'Flank|FAU_uc001ocy.1_5'Flank|MRPL49_uc001ocz.1_RNANM_004927 NP_004918 Q13405 RM49_HUMAN 0AAGATGGCAGCTACCATGTTC0.677

- 7 1584LTBP3_uc010roi.1_Missense_Mutation_p.R322W|LTBP3_uc001oei.2_Missense_Mutation_p.R439W|LTBP3_uc010roj.1_Missense_Mutation_p.R140W|LTBP3_uc010rok.1_Missense_Mutation_p.R350WNM_001130144 NP_001123616 Q9NS15 LTBP3_HUMAN TB 2. 3CGCTGACACCGCGCGCCCCAG0.637

+ 5 684KAT5_uc001ofj.2_Intron|KAT5_uc001ofk.2_Missense_Mutation_p.R178H|KAT5_uc010roo.1_Intron|KAT5_uc001ofl.2_IntronNM_006388 NP_006379 Q92993 KAT5_HUMAN 0CCCAACCACCGCTCAACGGTA0.592

+ 2 256DPP3_uc001oif.1_Missense_Mutation_p.R65H|DPP3_uc010rpe.1_Missense_Mutation_p.R84HNM_005700 NP_005691 Q9NY33 DPP3_HUMAN 2CTGCTCAGCCGCCTCTTCCGC0.642

+ 3 414 NM_014578 NP_055393 O00212 RHOD_HUMAN 0ATCTTTAACCGGGTAGGTACT0.547

+ 6 713ANKRD13D_uc001okd.1_Nonsense_Mutation_p.R155*|ANKRD13D_uc001oke.1_Nonsense_Mutation_p.R68*NM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1TGAGAGCCTGCGAGTAGACAC0.607

- 3 713LRRC32_uc001oxr.3_Missense_Mutation_p.A157V|LRRC32_uc010rsf.1_Missense_Mutation_p.A157VNM_005512 NP_005503 Q14392 LRC32_HUMANExtracellular (Potential).|LRR 5. 0ACTGTTCTCCGCCAGTGAGAG0.642

+ 18 2739 CUL5_uc001pju.2_RNA NM_003478 NP_003469 Q93034 CUL5_HUMAN 1TTGATTGGACGTTTGCAGCTC0.343

+ 6 599CEP164_uc001prb.2_Missense_Mutation_p.R151Q|CEP164_uc010rxk.1_Missense_Mutation_p.R151Q|CEP164_uc001prf.2_RNA|CEP164_uc009yzp.1_5'FlankNM_014956 NP_055771 Q9UPV0 CE164_HUMANInteraction with ATRIP. 2GCTCCTTTACGAGGTCTTGTG0.537

+ 27 10365MLL_uc001ptb.2_Missense_Mutation_p.E3451KNM_005933 NP_005924 Q03164 MLL1_HUMAN 25GGAAGCAGACGAACACTATCA0.537 rs139366882

- 2 804 USP2_uc001pwn.3_IntronNM_004205 NP_004196 O75604 UBP2_HUMANNecessary for interaction with MDM4. 4GGCCAGCATGGGGCTGCGGCC0.627

+ 4 693 NM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential). 15CATCCCATTTCGGGCAGCTGA0.512

- 2 242VSIG2_uc001qat.2_Missense_Mutation_p.A56TNM_014312 NP_055127 Q96IQ7 VSIG2_HUMANExtracellular (Potential).|Ig-like V-type. 4CACTCCAGGGCGAAGCTGTCT0.632

+ 11 1314STT3A_uc001qce.2_Missense_Mutation_p.V402I|STT3A_uc010sbg.1_Missense_Mutation_p.V310I|STT3A_uc009zbn.2_Missense_Mutation_p.V124INM_152713 NP_689926 P46977 STT3A_HUMANHelical; (Potential). 0CTTTTCAGCTGTAATGGTGAG0.428 rs140314352

+ 5 1227WNT5B_uc001qjj.2_Missense_Mutation_p.V329M|WNT5B_uc001qjk.2_Missense_Mutation_p.V329M|WNT5B_uc001qjl.2_Missense_Mutation_p.V329MNM_032642 NP_116031 Q9H1J7 WNT5B_HUMAN 1GTTCAAGAGCGTGCAGGTGGA0.602

- 43 7686 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMAN VWFC 2. 12CCCACTCACCGACCGACAGCT0.577

+ 14 1851PTPN6_uc001qsa.1_Missense_Mutation_p.G539R|PTPN6_uc010sfr.1_Missense_Mutation_p.G498R|PTPN6_uc009zfl.1_Missense_Mutation_p.G537R|PTPN6_uc010sfs.1_Missense_Mutation_p.G525RNM_002831 NP_002822 P29350 PTN6_HUMAN 1GTCGGAGTACGGGAACATCAC0.652

- 10 2433CD163L1_uc010sge.1_Missense_Mutation_p.P813SNM_174941 NP_777601 Q9NR16 C163B_HUMANSRCR 8.|Extracellular (Potential). 11CCAGAGCAGGGCATATCAGCT0.453

+ 6 648DNM1L_uc010skf.1_Intron|DNM1L_uc010skg.1_RNA|DNM1L_uc001rle.2_Missense_Mutation_p.E163K|DNM1L_uc001rlf.2_Missense_Mutation_p.E163K|DNM1L_uc010skh.1_Missense_Mutation_p.E229K|DNM1L_uc001rlg.2_Missense_Mutation_p.E229K|DNM1L_uc001rlh.2_Missense_Mutation_p.E216K|DNM1L_uc010ski.1_IntronNM_012062 NP_036192 O00429 DNM1L_HUMANGTPase domain. 2TAAGGATATTGAGCTTCAAAT0.388

+ 17 2220CNTN1_uc001rmn.1_Missense_Mutation_p.G692SNM_001843 NP_001834 Q12860 CNTN1_HUMAN 9TAAAACAGACGGTGCTGGTAT0.368

- 11 1222SFRS2IP_uc001row.2_5'UTR|SFRS2IP_uc001roy.1_Missense_Mutation_p.R386QNM_004719 NP_004710 Q99590 SCAFB_HUMAN 0TGCAGGTTTTCGTCTTGATCC0.428

- 1 367 NM_001004134 NP_001004134 Q8NGE0 O10AD_HUMANCytoplasmic (Potential). 1GCAACATAACGGTCATAGGCC0.488

- 4 1485TUBA1B_uc001rto.2_Missense_Mutation_p.R387C|TUBA1B_uc001rtk.2_Missense_Mutation_p.R387C|TUBA1B_uc001rtl.2_Missense_Mutation_p.R387C|TUBA1B_uc001rtn.2_Missense_Mutation_p.R269C|uc010smg.1_5'UTRNM_006082 NP_006073 P68363 TBA1B_HUMAN 0ATATCTTCACGGGCCTCTGAA0.512

+ 4 1269TUBA1C_uc001rts.2_Missense_Mutation_p.R355H|TUBA1C_uc010smh.1_Missense_Mutation_p.R460H|uc010smi.1_5'UTRNM_032704 NP_116093 Q9BQE3 TBA1C_HUMAN 0GCCTGGGCTCGCCTGGACCAC0.592

- 5 1089 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0AGTCCGGACCCGGATTGGATT0.592

+ 22 5078ESPL1_uc001scj.2_Missense_Mutation_p.E1338KNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3GAGCCTTCAGGAGATGCCTGG0.592

- 2 1134SP7_uc001scu.2_Missense_Mutation_p.R325C|SP7_uc001scv.2_Missense_Mutation_p.R343CNM_152860 NP_690599 Q8TDD2 SP7_HUMAN C2H2-type 2. 0CGCACATGACGCTCCAGCTCA0.612

+ 7 780PCBP2_uc001sdc.3_Missense_Mutation_p.R144W|PCBP2_uc001sdb.3_Missense_Mutation_p.R144W|PCBP2_uc001sde.3_Missense_Mutation_p.R144W|PCBP2_uc001sdi.3_Missense_Mutation_p.R144W|PCBP2_uc001sdd.3_Missense_Mutation_p.R144W|PCBP2_uc001sdf.3_Missense_Mutation_p.R144W|PCBP2_uc009zna.2_Missense_Mutation_p.R105W|PCBP2_uc010soi.1_5'Flank|PCBP2_uc001sdj.3_5'Flank|PCBP2_uc010soj.1_5'Flank|PCBP2_uc001sdk.3_5'Flank|PCBP2_uc010soh.1_Missense_Mutation_p.R144W|PCBP2_uc009zmz.1_Missense_Mutation_p.R86W|PCBP2_uc001sdg.1_RNANM_001128911 NP_001122383 Q15366 PCBP2_HUMAN KH 2. 0CTCAACTGAGCGGGCCATCAC0.473

- 2 863DNAJC14_uc001shu.1_Missense_Mutation_p.R220Q|DNAJC14_uc009zob.1_Missense_Mutation_p.R220Q|DNAJC14_uc001shy.1_Missense_Mutation_p.R220QNM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4CAGCCGATGTCGACCAGGGGA0.597

- 9 988STAC3_uc009zpl.2_5'UTR|STAC3_uc001snq.2_Missense_Mutation_p.D226N|STAC3_uc010srm.1_Missense_Mutation_p.D79NNM_145064 NP_659501 Q96MF2 STAC3_HUMAN SH3 1. 3AAATCCAGATCGTCCTTCTCC0.567

- 3 357 NM_018402 NP_060872 Q9NPH9 IL26_HUMAN 0AAGTCCTCCACAAAGCGTATT0.388

- 1 661 NM_201550 NP_963844 Q5BKY1 LRC10_HUMAN LRR 3. 0TCACTGGGGAGGTCGCAGAGT0.577



+ 3 905 NM_032790 NP_116179 Q96D31 CRCM1_HUMANHelical; (Potential). 0AGCTGCCATCGCCTCGACCAC0.642

+ 6 664TMEM120B_uc009zxh.2_Missense_Mutation_p.R174WNM_001080825 NP_001074294 A0PK00 T120B_HUMANHelical; (Potential). 0CCTGACCATTCGGGAGAGCAT0.572

- 3 769RILPL1_uc001ufd.2_Missense_Mutation_p.R27H|RILPL1_uc010tas.1_Missense_Mutation_p.R178HNM_178314 NP_847884 Q5EBL4 RIPL1_HUMAN Potential. 0GTCCTTGGCGCGGATCTCGTC0.617

- 12 2436 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11TCGTCCTCCTCCATGATGTCT0.612

+ 6 719 NM_003565 NP_003556 O75385 ULK1_HUMAN Protein kinase. 4CAACCCCGCCGGCCGCCGCGC0.473

- 5 1441GOLGA3_uc001ula.1_Missense_Mutation_p.D294E|GOLGA3_uc001ulb.2_Missense_Mutation_p.D294ENM_005895 NP_005886 Q08378 GOGA3_HUMAN 6CCAGACGGTCGTCAGTGTCGG0.597 rs143511800

- 14 2075MTMR6_uc001uqe.1_IntronNM_004685 NP_004676 Q9Y217 MTMR6_HUMAN 4CTGCTGCCCTCTATAGTTCGA0.423

- 5 1531RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.R414W|RNF6_uc001uqp.2_Missense_Mutation_p.R414W|RNF6_uc001uqq.2_Missense_Mutation_p.R414W|RNF6_uc010tdk.1_Missense_Mutation_p.R58WNM_183044 NP_898865 Q9Y252 RNF6_HUMAN Arg-rich. 2ATACTATCCCGATCTCTATTT0.463

+ 1 2516 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 4.|Extracellular (Potential). 11ACAGATGACCGAGAACTACGT0.562

+ 7 771COG6_uc001uxi.2_Missense_Mutation_p.E172G|COG6_uc010acb.2_Missense_Mutation_p.E224GNM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2ACGGCTTATGAAAGACTTTAC0.264

- 2 233 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2GTGACGGCGCGCCGACTGGAC0.443

- 13 3281ZC3H13_uc001vaq.2_5'Flank|ZC3H13_uc001vas.1_Missense_Mutation_p.S1092N|ZC3H13_uc001vat.1_Missense_Mutation_p.S1092NNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2AGAAGGGGTACTACCAGGAGT0.373

- 5 650 NM_002267 NP_002258 O00505 IMA3_HUMAN 0TGTGGCATTCTGCAATACCAA0.328

- 13 2665TBC1D4_uc010tht.1_5'UTR|TBC1D4_uc010thu.1_5'UTR|TBC1D4_uc010aer.2_Missense_Mutation_p.R765Q|TBC1D4_uc010aes.2_Missense_Mutation_p.R710QNM_014832 NP_055647 O60343 TBCD4_HUMAN 6AATGCGCTGCCGCCAGGAGAT0.517

- 3 727 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN LRR 1. 0TTCCTTGCTGCTGTCCACCTT0.348

- 13 1642TUBGCP3_uc010tjq.1_Missense_Mutation_p.L475F|TUBGCP3_uc001vsf.2_Missense_Mutation_p.L485FNM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1ATTTTCCTATCAAAAGGACCT0.358

- 9 688PCID2_uc001vtb.2_Missense_Mutation_p.D36N|PCID2_uc010tjv.1_Missense_Mutation_p.D203N|PCID2_uc010tjw.1_Missense_Mutation_p.D203N|PCID2_uc001vte.2_Missense_Mutation_p.D96N|PCID2_uc001vtd.2_Missense_Mutation_p.D96N|PCID2_uc001vtf.2_Missense_Mutation_p.D96NNM_001127203 NP_001120675 Q5JVF3 PCID2_HUMAN 0GTGCTGTAATCGTCTTTCAGG0.333

+ 2 470TMCO3_uc001vtt.3_Missense_Mutation_p.R37CNM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0CAAACTGCACCGCGGGCGAGG0.627

- 10 1144GAS6_uc001vug.2_Missense_Mutation_p.E32K|GAS6_uc001vuf.2_Missense_Mutation_p.E58KNM_000820 NP_000811 Q14393 GAS6_HUMANLaminin G-like 1. 4AGGATGCCCTCGGGGTCAAAG0.652

- 9 1247TTC5_uc001vwu.2_Missense_Mutation_p.Q254RNM_138376 NP_612385 Q8N0Z6 TTC5_HUMAN 1TCCTTTGTGCTGAATTCGGTG0.428

+ 2 807RNASE4_uc001vxx.3_RNA|RNASE4_uc001vya.2_Missense_Mutation_p.R82CNM_002937 NP_002928 P34096 RNAS4_HUMAN 1CTGGAACATTCGTAGTATCTG0.463

- 1 166 NM_001005466 NP_001005466 Q8NGC3 O10G2_HUMANCytoplasmic (Potential). 1AGCTTCGGGTCAGCCCACATG0.527

- 15 1958 NM_002471 NP_002462 P13533 MYH6_HUMANMyosin head-like. 4GCCTGCTTACCAGTATCGGCA0.567

- 1 25 NM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0CTCGGAACCCGCTCCGGCCAG0.692

+ 8 2096FUT8_uc001xio.2_Missense_Mutation_p.R300H|FUT8_uc010tsp.1_Missense_Mutation_p.R137H|FUT8_uc001xir.3_Intron|FUT8_uc001xip.2_Missense_Mutation_p.R300H|FUT8_uc001xiq.2_Missense_Mutation_p.R171H|FUT8_uc001xis.2_IntronNM_178155 NP_835368 Q9BYC5 FUT8_HUMANSH3-binding (Potential).|Lumenal (Potential). 1CTTCATCCCCGTCCTCCATAT0.458

+ 22 3258GPHN_uc001xix.2_Missense_Mutation_p.P746S|GPHN_uc010tss.1_Missense_Mutation_p.P759S|GPHN_uc010tst.1_Missense_Mutation_p.P682S|GPHN_uc010tsu.1_Missense_Mutation_p.P636SNM_001024218 NP_001019389 Q9NQX3 GEPH_HUMANMPT adenylyltransferase. 2GTTGATGCTACCTCCAAAGAC0.473

+ 6 736GALNTL1_uc001xla.1_Missense_Mutation_p.E215K|GALNTL1_uc001xlb.1_Missense_Mutation_p.E215KNM_020692 NP_065743 Q8N428 GLTL1_HUMANCatalytic subdomain A.|Lumenal (Potential). 2TAGCCACTGCGAAGTGAACAC0.627

- 1 1111 NR_003951 0AAATTATCAACTCCACAATCA0.403

+ 8 906DCAF4_uc001xnj.2_Missense_Mutation_p.S229L|DCAF4_uc010ttr.1_Missense_Mutation_p.S207L|DCAF4_uc001xnh.2_Missense_Mutation_p.S129L|DCAF4_uc010tts.1_Missense_Mutation_p.S168L|DCAF4_uc010ttt.1_Missense_Mutation_p.S14L|DCAF4_uc001xni.2_Intron|DCAF4_uc001xnk.2_Missense_Mutation_p.S229LNM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3CAGGTGAATTCGGTGTGCTGG0.507

- 7 830ABCD4_uc001xps.2_Missense_Mutation_p.H67Q|ABCD4_uc001xpt.2_Missense_Mutation_p.H67Q|ABCD4_uc010tur.1_Intron|ABCD4_uc001xpu.2_5'UTR|ABCD4_uc001xpv.2_RNANM_005050 NP_005041 O14678 ABCD4_HUMANABC transmembrane type-1. 4GAATCTGCATGTGCTTGAACC0.552

+ 13 5711YLPM1_uc001xql.3_RNA|YLPM1_uc001xqm.1_Missense_Mutation_p.G346RNM_019589 NP_062535 P49750 YLPM1_HUMAN 3AGAATTTGGAGGACCTGCACC0.378

+ 10 1301 NM_000369 NP_000360 P16473 TSHR_HUMANExtracellular (Potential).p.D382H(1) 299CAAGCTTTTGACAGCCATTAT0.458

- 3 951 NM_206918 NP_996801 Q6QHC5 DEGS2_HUMAN 0GTGGTGCTGCGGCAGGTGGTC0.637

+ 8 1852 NM_001376 NP_001367 Q14204 DYHC1_HUMANInteraction with DYNC1I2 (By similarity).|Stem (By similarity).|Potential.10GTGGAGACCCGGATCACCGCT0.532

- 2 452 NM_207379 NP_997262 Q6ZVK1 T179A_HUMAN 0CTGTGGGGTACGGTGCCCTTC0.657

+ 7 1316LOC727924_uc001yub.1_Intron|OR4N4_uc010tzv.1_Missense_Mutation_p.G112ENM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMANHelical; Name=3; (Potential). 5GGAGGGGAGGGATTACTCCTT0.512

+ 1 95 NM_001080841 NP_001074310 0GGAGGGGAGGGATTACTCCTT0.493

+ 6 561CYFIP1_uc001yut.2_Missense_Mutation_p.V153M|CYFIP1_uc010aya.1_Missense_Mutation_p.V181MNM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9GAAGGACTTCGTGTCAGAAGC0.537

- 5 551HERC2_uc001zbl.1_5'UTRNM_004667 NP_004658 O95714 HERC2_HUMAN 13ATGAAATAGCGCTCCAAGATC0.502

- 16 2034TRPM1_uc010azy.2_Missense_Mutation_p.E543K|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANCytoplasmic (Potential). 4ATGCTCTCTTCCCCTCGCTGC0.592

+ 4 1192 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3CCGGGCCTTCGCCTGGATGAT0.637

+ 8 1058SQRDL_uc001zvu.2_Missense_Mutation_p.E290G|SQRDL_uc001zvv.2_Missense_Mutation_p.E290GNM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1GTGTAGTATGAAATGCTTCAT0.448

- 4 663 NM_000138 NP_000129 P35555 FBN1_HUMAN EGF-like 1. 3GGATCTGGAGCCACAGGAAGG0.408

- 9 4299RFX7_uc010ugk.1_Intron|RFX7_uc002adn.1_IntronNM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0TGGATTCACTGCAAATTTGTT0.368

+ 4 801LIPC_uc010bfz.1_Nonsense_Mutation_p.R65*|LIPC_uc002afa.1_Nonsense_Mutation_p.R65*|LIPC_uc010bgb.1_Intron|LIPC_uc010ugy.1_Nonsense_Mutation_p.R65*NM_000236 NP_000227 P11150 LIPC_HUMAN 1CTGTCAGATTCGAATCAATCA0.488

- 77 14256HERC1_uc002amo.2_5'FlankNM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19CATCCCTTCTCGGACTGCAGC0.597

- 1 133CLPX_uc010uiu.1_RNA|CLPX_uc010bhg.1_Missense_Mutation_p.L21FNM_006660 NP_006651 O76031 CLPX_HUMAN 0GCGGAGGCGAGTGAGGAGGTG0.706



- 4 791 NM_001102658 NP_001096128 P0C5K7 CT62_HUMAN 0CTTGACATTCCGTCTGGAAAC0.493

- 2 739 NM_001039614 NP_001034703 Q2T9L4 CO059_HUMAN 1GCCCCTGGCCGAGTCGACTCG0.627 rs138123176

- 2 1379 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN 2CTCGGGGCAGCCGTCGGGGGA0.652

- 18 2305AP3B2_uc010uoi.1_Missense_Mutation_p.G729S|AP3B2_uc010uoj.1_Missense_Mutation_p.G678S|AP3B2_uc010bmp.2_5'Flank|AP3B2_uc010uog.1_Missense_Mutation_p.G346S|AP3B2_uc002biy.1_5'FlankNM_004644 NP_004635 Q13367 AP3B2_HUMAN Glu/Ser-rich. 5TCCCCAGAGCCGCTCTCACTG0.562

- 4 1128BNC1_uc010uos.1_Missense_Mutation_p.R335KNM_001717 NP_001708 Q01954 BNC1_HUMAN 3AAGGCTATTCCTCTCAGGCTT0.473

+ 10 1038 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8AGCAAATATCGACCTGGCTTT0.473

+ 18 3513BLM_uc010uqh.1_Missense_Mutation_p.R1139Q|BLM_uc010uqi.1_Missense_Mutation_p.R764Q|BLM_uc010bnx.2_Intron|BLM_uc002bpt.2_Missense_Mutation_p.R114QNM_000057 NP_000048 P54132 BLM_HUMAN 6GCTTATTCACGACACAATGCC0.368

+ 5 1217SLCO3A1_uc002bqy.2_Missense_Mutation_p.P339L|SLCO3A1_uc010boc.1_RNA|SLCO3A1_uc002bqz.1_Missense_Mutation_p.P281LNM_013272 NP_037404 Q9UIG8 SO3A1_HUMANCytoplasmic (Potential). 1GCAGTGATCCCGAAGGTCACC0.582

- 9 1434PCSK6_uc010bpd.2_Missense_Mutation_p.E244K|PCSK6_uc010bpe.2_Missense_Mutation_p.E374K|PCSK6_uc002bxa.2_Missense_Mutation_p.E374K|PCSK6_uc002bxb.2_Missense_Mutation_p.E374K|PCSK6_uc002bxc.1_Missense_Mutation_p.E374K|PCSK6_uc002bxd.1_Missense_Mutation_p.E374K|PCSK6_uc002bxe.2_Missense_Mutation_p.E374K|PCSK6_uc002bxg.1_Missense_Mutation_p.E374KNM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2TAGCCATTCTCGGTGGCGCTG0.567

+ 5 1855 NM_005632 NP_005623 O75808 CAN15_HUMANCalpain catalytic.p.E498fs*15(1) 2TCCCGGGCCCGAGTCTGTCGG0.657

+ 25 3152MAPK8IP3_uc002cml.2_Missense_Mutation_p.R1005H|MAPK8IP3_uc010uvl.1_Missense_Mutation_p.R1012HNM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3GTCAAAGGCCGTGTGCTGGTG0.701

- 10 1977 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6GAGGAAACTCGGAGAGCCCAG0.522 rs104895107

+ 6 1347ATF7IP2_uc002czv.2_Missense_Mutation_p.R374C|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.R374C|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0ACTTCAAAGACGTATTAAAAC0.289

+ 25 3845ABCC1_uc010bvj.2_Missense_Mutation_p.S1165G|ABCC1_uc010bvk.2_Missense_Mutation_p.S1168G|ABCC1_uc010bvl.2_Missense_Mutation_p.S1224G|ABCC1_uc010bvm.2_Missense_Mutation_p.S1109G|ABCC1_uc002del.3_Missense_Mutation_p.S1118GNM_004996 NP_004987 P33527 MRP1_HUMANABC transmembrane type-1 2.|Helical; Name=16. 4CTCCAGGCACAGCCTCAGTGC0.567

+ 12 1778TMC7_uc002dfp.2_Missense_Mutation_p.G550R|TMC7_uc010vap.1_Missense_Mutation_p.G440RNM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3GATAGTTTACGGGCAAACCAT0.498

+ 5 936SYT17_uc002dfx.2_Missense_Mutation_p.T141I|SYT17_uc002dfy.2_Missense_Mutation_p.T198I|SYT17_uc002dfv.1_Missense_Mutation_p.T141INM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 1. 1AACCACCTCACCGTGCGCGTG0.607

+ 7 1252EEF2K_uc002dkh.2_RNANM_013302 NP_037434 O00418 EF2K_HUMANAlpha-type protein kinase. 1CTGACGCCGCAGGTGAGGCCG0.607

+ 15 2162uc010vct.1_Intron|ATP2A1_uc002drn.1_Missense_Mutation_p.D660N|ATP2A1_uc002drp.1_Missense_Mutation_p.D535NNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4AGAGTTCGACGACCTGCCCCT0.632

+ 15 2183uc010vct.1_Intron|ATP2A1_uc002drn.1_Missense_Mutation_p.R667W|ATP2A1_uc002drp.1_Missense_Mutation_p.R542WNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4GGCTGAACAGCGGGAAGCCTG0.622

- 4 571uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TBX6_uc002dwk.1_Missense_Mutation_p.R171CNM_004608 NP_004599 O95947 TBX6_HUMAN T-box. 2ATGTAGACACGGTCAGGCAGG0.632

- 3 945ZNF689_uc010bzy.2_5'UTRNM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 3. 0TTGCCACACTGGTCACAAACA0.602

+ 18 2771RNF40_uc010caa.2_Missense_Mutation_p.R883Q|RNF40_uc010cab.2_Missense_Mutation_p.R783Q|RNF40_uc010vfa.1_Missense_Mutation_p.R215Q|RNF40_uc002dzr.2_Missense_Mutation_p.R883Q|RNF40_uc010vfb.1_Missense_Mutation_p.R575Q|RNF40_uc010vfc.1_Missense_Mutation_p.R215QNM_014771 NP_055586 O75150 BRE1B_HUMAN Potential. 1GTGCAGACTCGGCTGCGGGAG0.642

- 2 532ABCC11_uc002efg.1_Missense_Mutation_p.W61L|ABCC11_uc002efh.1_Missense_Mutation_p.W61L|ABCC11_uc010vgl.1_Missense_Mutation_p.W61LNM_033151 NP_149163 Q96J66 ABCCB_HUMANCytoplasmic (Potential). 6ATACTTCCCCCACGGTGGGAC0.552

+ 3 748MMP2_uc010vhd.1_Missense_Mutation_p.R70H|MMP2_uc010ccc.2_Missense_Mutation_p.R96HNM_004530 NP_004521 P08253 MMP2_HUMANCollagenase-like 1. 11GCCTTTGCTCGTGCCTTCCAA0.478

- 5 545 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1ATATAAAACCGGATATCAAAG0.343

- 18 2955FHOD1_uc002esk.2_Missense_Mutation_p.R7H|FHOD1_uc010ced.2_Missense_Mutation_p.R755HNM_013241 NP_037373 Q9Y613 FHOD1_HUMAN FH2. 3GCAGACACGGCGGTGCACTAT0.617

- 3 1322TPPP3_uc002eta.2_Missense_Mutation_p.A163T|TPPP3_uc002etb.2_Missense_Mutation_p.A163TNM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1TTCTTGTAGGCGCTCACGTAG0.627

- 3 812GFOD2_uc002eua.1_RNA|GFOD2_uc002euc.2_Missense_Mutation_p.G68RNM_030819 NP_110446 Q3B7J2 GFOD2_HUMAN 3TGCAAGCCCCCGCCGCCCATG0.612

+ 4 1029HAS3_uc002ewk.2_Intron|HAS3_uc002ewl.2_Missense_Mutation_p.V269MNM_005329 NP_005320 O00219 HAS3_HUMANCytoplasmic (Potential). 0GGCCTTCAACGTGGAGCGGGC0.567

- 3 237LDHD_uc002fdn.2_Missense_Mutation_p.E64KNM_153486 NP_705690 Q86WU2 LDHD_HUMANFAD-binding PCMH-type. 0TCAGGAGGTTCGCACCTAGAA0.632

+ 4 1202MON1B_uc010vnf.1_Missense_Mutation_p.R182Q|MON1B_uc010vng.1_Missense_Mutation_p.R145Q|MON1B_uc002ffa.2_Missense_Mutation_p.R171QNM_014940 NP_055755 Q7L1V2 MON1B_HUMAN 0GCCCAGGAGCGAAATGTGCTG0.657

+ 23 2649 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8TGCAGACTTCGAGGAGCTAGA0.512

+ 5 761KIAA0513_uc002fis.3_Missense_Mutation_p.L181F|KIAA0513_uc010voj.1_Missense_Mutation_p.L181F|KIAA0513_uc002fit.2_Missense_Mutation_p.L181FNM_014732 NP_055547 O60268 K0513_HUMAN 1TGCCAAGAACCTCATGACCAT0.522

- 3 268MTHFSD_uc010voo.1_Missense_Mutation_p.V53I|MTHFSD_uc002fjo.2_Intron|MTHFSD_uc002fjm.2_Missense_Mutation_p.V72I|MTHFSD_uc010vop.1_5'UTR|MTHFSD_uc010voq.1_Intron|MTHFSD_uc010vor.1_Intron|MTHFSD_uc002fjp.2_Missense_Mutation_p.V53INM_001159377 NP_001152849 Q2M296 MTHSD_HUMAN 0AGCAGCCGAACGCCTTCCAGT0.537

- 12 1445ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.T249MNM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2AACCTGGGCCGTGGGTCTGGC0.587

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 8 984SLC43A2_uc002fsu.2_Missense_Mutation_p.V299I|SLC43A2_uc002fsw.2_Missense_Mutation_p.V299I|SLC43A2_uc002fsx.2_Missense_Mutation_p.V299I|SLC43A2_uc010vqo.1_Missense_Mutation_p.V162INM_152346 NP_689559 Q8N370 LAT4_HUMAN 0TCCAGGTCGACGGTGGACAGG0.697

- 5 1099SMYD4_uc002ftn.1_Missense_Mutation_p.G166RNM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN MYND-type. 5TAACTGCATCCGTCACACGGA0.542

- 28 3250ITGAE_uc002fwn.3_Intron|GSG2_uc002fwp.2_5'FlankNM_002208 NP_002199 P38570 ITAE_HUMANExtracellular (Potential). 4GAATGCCATTCTTCCACATGC0.458

- 3 657ZZEF1_uc002fxk.1_Missense_Mutation_p.A198VNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4GGGCATCACCGCGCTGGAGAG0.512

- 17 3016SPAG7_uc002gae.2_5'Flank|SPAG7_uc002gaf.2_5'Flank|CAMTA2_uc010cku.1_Missense_Mutation_p.R993W|CAMTA2_uc002gag.1_Missense_Mutation_p.R969W|CAMTA2_uc002gai.1_Missense_Mutation_p.R972W|CAMTA2_uc010ckv.1_Missense_Mutation_p.R617WNM_015099 NP_055914 O94983 CMTA2_HUMAN 1GTCCGCTCCCGCATTGAGGCT0.612

- 12 1834 NM_001139 NP_001130 O75342 LX12B_HUMANLipoxygenase. 0TCCACGGCTGCGTCACTCGGG0.577

- 14 1697MYH10_uc002glm.2_Missense_Mutation_p.L544P|MYH10_uc010cnx.2_Missense_Mutation_p.L543PNM_005964 NP_005955 P35580 MYH10_HUMANMyosin head-like. 2TTCATCCAAAAGGGCCAGTAC0.428

+ 16 2919DNAH9_uc010coo.2_Missense_Mutation_p.G245SNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20CATTGTTGAGGGTCTCATCAC0.502

+ 12 1374MPRIP_uc002gqv.1_Missense_Mutation_p.D440N|MPRIP_uc002gqw.1_Missense_Mutation_p.D195NNM_201274 NP_958431 Q6WCQ1 MPRIP_HUMAN PH 2. 0CGCATGTTACGATGTCACAGA0.488 rs144918812

- 6 880ULK2_uc002gwn.2_Missense_Mutation_p.S124NNM_001142610 NP_001136082 Q8IYT8 ULK2_HUMAN Protein kinase. 4GATTCCTTTGCTGTGCAGGAT0.453

+ 2 342MAP2K3_uc002gyt.2_5'UTR|MAP2K3_uc002gyu.2_5'UTRNM_145109 NP_659731 P46734 MP2K3_HUMAN 0AAGGATCTACGGATATCCTGC0.557 rs144032462



+ 3 986 NM_021012 NP_066292 Q14500 IRK12_HUMANHelical; Name=M1; (By similarity). 4TTCCTTGCCTCCTGGCTGCTG0.627

+ 26 3675NF1_uc002hgh.2_Missense_Mutation_p.L1114F|NF1_uc010csn.1_Missense_Mutation_p.L974F|NF1_uc002hgi.1_Missense_Mutation_p.L147FNM_001042492 NP_001035957 P21359 NF1_HUMAN p.?(2) 330TGAACCTTTTGAATGACTGCA0.433

+ 2 675CDK5R1_uc010wca.1_Missense_Mutation_p.L152F|CDK5R1_uc010ctc.2_5'UTRNM_003885 NP_003876 Q15078 CD5R1_HUMAN 1CAGTGAGCTGCTTCGCTGCCT0.682

- 26 3736MYO19_uc002hmw.2_Missense_Mutation_p.R715Q|MYO19_uc010cuu.2_RNA|ZNHIT3_uc010cut.1_RNANM_001163735 NP_001157207 Q96H55 MYO19_HUMANMitochondrial targeting. 1AGGCAGCGCTCGGATGGACGT0.567

+ 11 2057CASC3_uc002hue.2_Missense_Mutation_p.H588YNM_007359 NP_031385 O15234 CASC3_HUMANNecessary for localization in cytoplasmic stress granules.1TTTACATCCCCACCAGACACC0.498

- 3 274 NM_001838 NP_001829 P32248 CCR7_HUMANHelical; Name=1; (Potential). 1AGTAGGCCCACGAAACAAATG0.502

- 4 864 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0CAGGCCTCCGCGTCCCTGCGG0.652

+ 3 310 NM_030975 NP_112237 B5MDD6 B5MDD6_HUMAN 0TGCTACTACCCGACGACTGTC0.637

- 5 848 NM_002279 NP_002270 Q14525 KT33B_HUMAN Coil 2.|Rod. 0CTCCGCCTGGTAGGACTGCAG0.592

+ 6 688MLX_uc002iaf.2_Missense_Mutation_p.L154Q|MLX_uc002iah.2_Missense_Mutation_p.L124QNM_170607 NP_733752 Q9UH92 MLX_HUMAN 0GTCACCGCCCTAAAGATCATG0.502

- 3 723MEOX1_uc002iea.2_Missense_Mutation_p.R174K|MEOX1_uc002ieb.2_Missense_Mutation_p.G117SNM_004527 NP_004518 P50221 MEOX1_HUMAN 0ATGGGCTGACCTCCCTTCACA0.567

- 6 1906ZNF652_uc002iow.2_Missense_Mutation_p.S481L|ZNF652_uc002iou.3_RNANM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMANC2H2-type 9; degenerate. 1AAGCATGTTCGAGAAGCGGAA0.567

+ 5 746SPATA20_uc002irc.2_5'UTR|SPATA20_uc002ire.2_Missense_Mutation_p.R158Q|SPATA20_uc002ird.2_Missense_Mutation_p.R218Q|SPATA20_uc010wmv.1_Missense_Mutation_p.R228Q|SPATA20_uc002irg.2_RNANM_022827 NP_073738 Q8TB22 SPT20_HUMAN 0CTGAGAATACGAGAACAGGTG0.627

+ 1 490 NM_001004707 NP_001004707 P58180 OR4D2_HUMANExtracellular (Potential). 2GGCTCTGATGCTCCCACTGCC0.552

- 2 219CSH2_uc002jck.2_Intron|CSH1_uc002jcp.1_5'UTR|CSH1_uc002jcq.1_5'UTR|CSH1_uc002jcr.1_Missense_Mutation_p.L64F|CSH1_uc002jct.1_Intron|CSH1_uc002jcu.1_Missense_Mutation_p.L35F|CSH1_uc002jcv.1_Missense_Mutation_p.L35F|CSH1_uc002jcw.2_Missense_Mutation_p.L35F|CSH1_uc002jcy.2_Missense_Mutation_p.L35FNM_001317 NP_001308 P01243 CSH_HUMAN 1TGGTCAAAAAGCCTGGATAAG0.612

- 24 4596 NM_000334 NP_000325 P35499 SCN4A_HUMANIV.|Helical; Name=S5 of repeat IV; (Potential). 3TCCTTCTTGACGTAGGCAAAG0.557 rs140517911

- 11 2458PLEKHM1P_uc002jev.3_RNANR_024386 0AGCACAGCGGGGGCAGCCCTT0.637

+ 4 697 NM_000727 NP_000718 Q06432 CCG1_HUMAN 0CGAATGCCCCGGAACCCATGG0.632

- 35 4600ABCA9_uc010dez.2_Missense_Mutation_p.A1448VNM_080283 NP_525022 Q8IUA7 ABCA9_HUMANABC transporter 2. 6GTCACACACCGCCTCAGCCTC0.572

+ 10 1267KIF19_uc002jkj.2_Nonsense_Mutation_p.R377*|KIF19_uc002jkk.2_Nonsense_Mutation_p.R335*|KIF19_uc002jkl.2_Nonsense_Mutation_p.R335*NM_153209 NP_694941 Q2TAC6 KIF19_HUMAN Potential. 0CGAGATCCAGCGACTCAAGCG0.632

- 10 1794UBE2O_uc002jrn.3_Missense_Mutation_p.H577Y|UBE2O_uc002jrl.3_Missense_Mutation_p.H180YNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5TCCAGGTGGTGCACAGGGAAG0.597

- 4 585 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0CTCGCCAAACGTCTCCTTGTT0.567

+ 2 703FOXK2_uc002kfm.1_Missense_Mutation_p.H178Y|FOXK2_uc010diu.2_Missense_Mutation_p.H178YNM_004514 NP_004505 Q01167 FOXK2_HUMAN 0CGTACAGCCACACATCTCGCC0.592

- 3 2287TBCD_uc002kfx.1_Intron|TBCD_uc002kfy.1_Intron|TBCD_uc002kfz.2_IntronNM_024702 NP_078978 Q32MQ0 ZN750_HUMAN 1GGCAGGTTCCGGGGCCGCAGC0.642

- 10 894B3GNTL1_uc002kgf.1_Missense_Mutation_p.V183M|B3GNTL1_uc002kge.1_RNANM_001009905 NP_001009905 Q67FW5 B3GNL_HUMAN 2TTCTCGTCCACGTCACAGAAT0.637

+ 4 1118 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN Potential. 3TATGTGGACAGTAAGATCGAC0.562

- 1 438 LPIN2_uc002klo.2_IntronNR_026659 0TTTTTAATTCCAAATTTGTCA0.338

- 18 1766L3MBTL4_uc010dkt.2_Missense_Mutation_p.R536W|L3MBTL4_uc002kmy.3_Missense_Mutation_p.R365WNM_173464 NP_775735 Q8NA19 LMBL4_HUMAN 3TGGCTGGCCCGGATGTCAGCC0.632

+ 36 4728LAMA3_uc002kur.2_Missense_Mutation_p.D1548NNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin IV type A. 11CTTGCCTGGCGACATGGTTCT0.448

- 6 898PIAS2_uc010dnp.2_5'UTR|PIAS2_uc002lcl.2_Missense_Mutation_p.P247L|PIAS2_uc010xda.1_5'UTR|PIAS2_uc002lcm.2_Missense_Mutation_p.P247L|PIAS2_uc002lcn.1_Missense_Mutation_p.P251LNM_004671 NP_004662 O75928 PIAS2_HUMAN PINIT. 4ATTTTTAGGCGGTGGTGCATA0.398

+ 2 1024ZCCHC2_uc002lio.2_RNANM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2CGGACTTACCGTGGCACCTCA0.418

- 2 2804 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6TCCCAGTTGACCTTCCCAGGG0.493

+ 6 787CNDP2_uc002lln.1_Missense_Mutation_p.G125S|CNDP2_uc010dqs.2_Missense_Mutation_p.G45SNM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3CATCACCTACGGCCTCAGGGG0.483

- 5 685PPAP2C_uc002loh.2_Nonsense_Mutation_p.R217*|PPAP2C_uc002loj.2_Nonsense_Mutation_p.R140*NM_003712 NP_003703 O43688 LPP2_HUMAN 1ACTGTGGGTCGCAGCAGCCGT0.612

+ 4 1194ZNF555_uc002lwn.3_Missense_Mutation_p.E368KNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1GAAACCCTACGAATGCAAACA0.453

- 3 250PIP5K1C_uc010xhq.1_Missense_Mutation_p.A65T|PIP5K1C_uc010xhr.1_Missense_Mutation_p.A65TNM_012398 NP_036530 O60331 PI51C_HUMAN 4TCGCCGGATGCGTCCACACCT0.617

- 29 38320MUC16_uc010xki.1_5'FlankNM_024690 NP_078966 Q8WXI7 MUC16_HUMANSEA 5.|Extracellular (Potential). 57TTGGTGATGGTGAAGTTGAGG0.498

- 1 136 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMANHelical; Name=1; (Potential). 2ACAGCCAGGAGAATGAGCAGG0.493

- 2 339CDC37_uc002moe.1_5'Flank|CDC37_uc010dxf.1_5'UTR|CDC37_uc002mog.1_Missense_Mutation_p.E75K|CDC37_uc002moh.2_Missense_Mutation_p.E75KNM_007065 NP_008996 Q16543 CDC37_HUMAN 0TTGCCGCCCTCGGCCACCTCC0.652

- 2 595ELAVL3_uc002mrx.1_Missense_Mutation_p.R72QNM_001420 NP_001411 Q14576 ELAV3_HUMAN RRM 1. 3GATCTTGTCCCGAACCAACTT0.562

- 5 909ZNF653_uc002mrz.1_5'Flank|ECSIT_uc002msa.1_RNA|ECSIT_uc010dyc.1_Missense_Mutation_p.P259S|ECSIT_uc010dyd.2_Missense_Mutation_p.P259S|ECSIT_uc010xma.1_Missense_Mutation_p.P45SNM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1GGCTGGGGGGGATCTGCTGCA0.582 rs139421495

+ 2 253 NR_027049 0TCACCCCAGACGAGTGGGCTT0.473

+ 19 2301 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7GTCGCAGCACGAGCCCAAGAC0.657

- 19 2717EMR2_uc010dzs.1_Missense_Mutation_p.P213L|EMR2_uc010xnw.1_Missense_Mutation_p.P696L|EMR2_uc002mzo.1_Missense_Mutation_p.P743L|EMR2_uc002mzq.1_Missense_Mutation_p.P694L|EMR2_uc002mzr.1_Missense_Mutation_p.P705L|EMR2_uc002mzs.1_Missense_Mutation_p.P612L|EMR2_uc002mzt.1_Missense_Mutation_p.P650L|EMR2_uc002mzu.1_Missense_Mutation_p.P661L|EMR2_uc010xnx.1_RNANM_013447 NP_038475 Q9UHX3 EMR2_HUMANHelical; Name=6; (Potential). 4CCGGGCAGCCGGACCCACCTG0.572

+ 5 848NDUFA13_uc010xqx.1_3'UTR|YJEFN3_uc002nmt.1_Missense_Mutation_p.R115W|YJEFN3_uc010ecf.1_Missense_Mutation_p.R65W|YJEFN3_uc002nmu.1_RNANM_015965 NP_057049 Q9P0J0 NDUAD_HUMAN 0CGCTCTCTCCCGGAAGCAGAG0.517

+ 17 1903DPY19L3_uc002nth.1_Missense_Mutation_p.A576V|DPY19L3_uc002nti.1_RNA|DPY19L3_uc002ntj.1_5'UTRNM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4GCTGTGTTTGCGGGAAGCATG0.488

+ 5 304FXYD7_uc002nyf.1_Missense_Mutation_p.A108TNM_022006 NP_071289 P58549 FXYD7_HUMAN 0TCCCTCTTCAGGTGAGGGTGA0.542



+ 4 456FAM98C_uc002oio.1_Missense_Mutation_p.G146E|FAM98C_uc010xtz.1_IntronNM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1CTTGGTGAAGGGGTAGTGGAG0.632

+ 7 615SUPT5H_uc002olp.3_Missense_Mutation_p.A146T|SUPT5H_uc002olq.3_Missense_Mutation_p.A142T|SUPT5H_uc002oln.3_Missense_Mutation_p.A146T|SUPT5H_uc002olr.3_Missense_Mutation_p.A146TNM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4GAAGAAATACGCCAAGTCATC0.582

- 2 535CEACAM4_uc010xwd.1_Splice_Site_p.Q142_spliceNM_001817 NP_001808 O75871 CEAM4_HUMAN 0GAATCACTCACGGTGTACGTG0.547

- 4 1182ERF_uc002otd.3_Missense_Mutation_p.P73SNM_006494 NP_006485 P50548 ERF_HUMAN 4GGGCGCTGGGGCTGGGGCACC0.657

- 9 2880 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2GAGGGAATCCGTGCCCAGTGG0.617

+ 5 1145ZNF284_uc010ejd.2_RNANM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1TGTGAGCTTCCGTCTTAGGTC0.443

+ 4 1083PVR_uc010ejs.2_Missense_Mutation_p.A262T|PVR_uc010xxb.1_Missense_Mutation_p.A262T|PVR_uc010xxc.1_Missense_Mutation_p.A262T|PVR_uc002ozn.2_Missense_Mutation_p.A207TNM_006505 NP_006496 P15151 PVR_HUMANExtracellular (Potential).|Ig-like C2-type 2. 0CCAGAATGAGGCCACCCTGAC0.448

- 17 2643PRKD2_uc002pfd.2_Missense_Mutation_p.M141I|PRKD2_uc010eks.2_Missense_Mutation_p.M170I|PRKD2_uc010ekt.2_Missense_Mutation_p.M34I|PRKD2_uc002pfe.2_Missense_Mutation_p.M287I|PRKD2_uc002pff.2_Missense_Mutation_p.M287I|PRKD2_uc002pfg.2_Missense_Mutation_p.M610I|PRKD2_uc002pfi.2_Missense_Mutation_p.M767I|PRKD2_uc002pfj.2_Missense_Mutation_p.M767I|PRKD2_uc010xye.1_Missense_Mutation_p.M767I|PRKD2_uc002pfk.2_Missense_Mutation_p.M610INM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMANProtein kinase. 7TGGCCGGGTACATGAAGGCGG0.637

- 12 2942 NM_001080434 NP_001073903 6TTCTCTCTCGGGGGACCCCAG0.652

- 7 772IL4I1_uc002pqv.1_Missense_Mutation_p.V241M|IL4I1_uc010eno.1_Missense_Mutation_p.V240M|IL4I1_uc002pqw.1_Missense_Mutation_p.V240M|IL4I1_uc002pqu.1_Missense_Mutation_p.V254MNM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3TCGGACATCACGTCTCCCAGA0.587

+ 4 331 NM_033068 NP_149059 Q9BZG2 PPAT_HUMANExtracellular (Potential). 0GGACTTTGACCGCACGCTGGA0.682

- 5 637 NM_022046 NP_071329 Q9P0G3 KLK14_HUMANPeptidase S1. 1ACTGCCCTCCCGATCCGTGCG0.652

+ 4 1000SIGLEC7_uc002pvw.1_Missense_Mutation_p.H218Y|SIGLEC7_uc010eoq.1_Intron|SIGLEC7_uc010eor.1_IntronNM_014385 NP_055200 Q9Y286 SIGL7_HUMANIg-like C2-type 2.|Extracellular (Potential). 1GCTGCAAGTGCACCTGGGGGA0.587

- 3 590SIGLEC6_uc002pwz.2_Missense_Mutation_p.A143V|SIGLEC6_uc002pxa.2_Missense_Mutation_p.A143V|SIGLEC6_uc010ydb.1_Missense_Mutation_p.A96V|SIGLEC6_uc010ydc.1_Missense_Mutation_p.A132V|SIGLEC6_uc010eoz.1_Intron|SIGLEC6_uc010epb.1_Missense_Mutation_p.A96V|SIGLEC6_uc010epa.1_Missense_Mutation_p.A132VNM_001245 NP_001236 O43699 SIGL6_HUMANExtracellular (Potential). 1GTGGGTCAGGGCTGGTGAGGA0.622

+ 2 344 NM_002030 NP_002021 P25089 FPR3_HUMANCytoplasmic (Potential). 6GGCTGGATTCCGGATGACACG0.542

+ 7 1279ZNF528_uc002pzi.2_Missense_Mutation_p.A52SNM_032423 NP_115799 Q3MIS6 ZN528_HUMAN C2H2-type 3. 2TTCAAAGCTTGCACAACATCA0.368

- 3 663 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMAN 0AGGAGAAATTCTTTGGGATGT0.388

- 4 1042ZNF320_uc010eqh.1_5'Flank|ZNF320_uc010eqi.1_Intron|ZNF320_uc002qah.2_Missense_Mutation_p.R230Q|ZNF320_uc002qai.2_Missense_Mutation_p.R284QNM_207333 NP_997216 A2RRD8 ZN320_HUMAN C2H2-type 5. 0GACTGAATTTCGAGCGAAGGT0.423

- 4 603LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_Missense_Mutation_p.L113M|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_Missense_Mutation_p.L113M|LILRB2_uc010yet.1_Translation_Start_Site|LILRB2_uc010yeu.1_RNANM_005874 NP_005865 Q8N423 LIRB2_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1ACCAGCACCAGGGGGTCACTG0.612

- 7 1009LILRA5_uc002qff.2_Missense_Mutation_p.A285TNM_021250 NP_067073 A6NI73 LIRA5_HUMANCytoplasmic (Potential). 1CACCTTCCAGCTGCAGCTTGG0.537

+ 4 508LILRA2_uc010ern.2_Missense_Mutation_p.T140I|LILRA2_uc002qgf.2_Missense_Mutation_p.T140I|LILRA2_uc010yfe.1_Missense_Mutation_p.T140I|LILRA2_uc010yff.1_Missense_Mutation_p.T128I|LILRA2_uc010ero.2_Missense_Mutation_p.T128I|LILRA2_uc010yfg.1_Missense_Mutation_p.T140INM_001130917 NP_001124389 Q8N149 LIRA2_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1GGGAACGTGACCCTCCAGTGT0.557

+ 3 142uc002qku.2_5'Flank|RPL28_uc010yfz.1_Missense_Mutation_p.A34T|RPL28_uc010yfy.1_Missense_Mutation_p.A34T|RPL28_uc010yga.1_Missense_Mutation_p.A34T|RPL28_uc010ygb.1_Missense_Mutation_p.A34T|RPL28_uc002qkw.1_Missense_Mutation_p.A34TNM_000991 NP_000982 P46779 RL28_HUMAN 0TAACTTGAAGGCCCGCAATTC0.597 rs147614077

- 2 384ZNF256_uc010euj.2_IntronNM_005773 NP_005764 Q9Y2P7 ZN256_HUMAN KRAB. 2CAGGGAGGTTGTAAGTGTCAA0.522

+ 4 275ZNF135_uc002qre.2_Missense_Mutation_p.P60L|ZNF135_uc002qrd.1_Missense_Mutation_p.P18L|ZNF135_uc002qrf.2_Missense_Mutation_p.P18L|ZNF135_uc002qrg.2_Missense_Mutation_p.P18L|ZNF135_uc010yhr.1_5'UTRNM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1TTACCGAAGCCGAATGTCATC0.582

+ 3 1247KCNS3_uc002rcw.2_Missense_Mutation_p.F266LNM_002252 NP_002243 Q9BQ31 KCNS3_HUMANHelical; Name=Segment S3; (Potential). 4TATTATTCCCTTCTATGCCAC0.498

+ 12 1269 NM_001080473 NP_001073942 A6NFX1 MFS2B_HUMANHelical; (Potential). 2CTCCTCCTACGTCTTCTTCAC0.607

- 12 4254ASXL2_uc002rgt.1_Missense_Mutation_p.V828INM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1CTACCTGGTACAGCAGAGTTA0.498

+ 2 260 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1GAGCGCGCCAGCACCCGGGAC0.592

+ 5 731ABHD1_uc002riu.2_RNA|ABHD1_uc002riv.2_RNANM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0CATAAAGCATCGTTATCCCCA0.522 rs138157315

+ 1 4967ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.1AGGAGCCATCGCGGTCCCTCT0.572

- 23 3624SOS1_uc002rrj.3_Nonsense_Mutation_p.R794*NM_005633 NP_005624 Q07889 SOS1_HUMAN 10ATTGAATATCGTGGTGAATAG0.443

- 3 441 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0GCTCAGTCCCCGGGTTCCATT0.488

+ 3 2628 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2ACCAGTCTCCGGTCACTGCCC0.512

- 4 1964MOGS_uc010ffh.2_Nonsense_Mutation_p.R326*|MOGS_uc010yrt.1_Nonsense_Mutation_p.R482*|MOGS_uc010ffi.2_Nonsense_Mutation_p.R495*NM_006302 NP_006293 Q13724 MOGS_HUMANLumenal (Potential). 0ACCCAACATCGCAGGTCCAGG0.632

- 2 1478TTC31_uc002sls.2_5'Flank|TTC31_uc010yrv.1_5'Flank|TTC31_uc002slt.2_5'Flank|TTC31_uc002slu.2_5'Flank|CCDC142_uc002slo.2_RNA|CCDC142_uc002slq.2_Missense_Mutation_p.S362L|CCDC142_uc002slp.2_Missense_Mutation_p.S362LNM_032779 NP_116168 Q17RM4 CC142_HUMAN 1CCAGATAAGCGACTGATGAAG0.537

- 1 742 NM_000682 NP_000673 P18089 ADA2B_HUMANCytoplasmic (By similarity). 3TTCGAGTGTCCGTTGACCTCT0.647

+ 4 566IL18R1_uc010ywb.1_Missense_Mutation_p.T139I|IL18R1_uc010ywc.1_Missense_Mutation_p.T139I|IL18R1_uc010ywd.1_5'UTR|IL18R1_uc010fiy.2_Missense_Mutation_p.T139INM_003855 NP_003846 Q13478 IL18R_HUMANIg-like C2-type 2.|Extracellular (Potential). 3TTTCAGATAACCTGTGAAAAC0.279 rs34216045

+ 15 3774POLR1B_uc010fkn.2_Missense_Mutation_p.S1009L|POLR1B_uc002thx.2_Missense_Mutation_p.S926L|POLR1B_uc010fko.2_Missense_Mutation_p.S882L|POLR1B_uc010fkp.2_Missense_Mutation_p.S504L|POLR1B_uc010yxn.1_Missense_Mutation_p.S1103L|POLR1B_uc002thy.2_Missense_Mutation_p.S926L|POLR1B_uc010yxo.1_Missense_Mutation_p.S842LNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1TCAGATCGGTCGGTAGCCCAT0.512

- 4 516 NM_001009993 NP_001009993 A1KXE4 F168B_HUMAN 0CTGTGCATACGGGCTCTGCTG0.617

+ 4 479LYPD6_uc010fnt.2_RNA|LYPD6_uc002twz.2_RNA|LYPD6_uc002txa.2_Missense_Mutation_p.R95HNM_194317 NP_919298 Q86Y78 LYPD6_HUMAN UPAR/Ly6. 0GTCACCAAACGCTGTGTCCCA0.478

- 6 1674NR4A2_uc002tyx.3_Missense_Mutation_p.R355W|NR4A2_uc010zcf.1_Missense_Mutation_p.R418W|NR4A2_uc010zcg.1_Missense_Mutation_p.R40WNM_006186 NP_006177 P43354 NR4A2_HUMANLigand-binding (Potential). 3GCCCAGCCCCGGATGATCTCC0.502

- 3 586 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4TGGTGTGTCCGAATAGTTGCT0.463

+ 18 2264OSBPL6_uc002uly.2_Missense_Mutation_p.A654V|OSBPL6_uc010zfe.1_Missense_Mutation_p.A598V|OSBPL6_uc002ulz.2_Missense_Mutation_p.A593V|OSBPL6_uc002uma.2_Missense_Mutation_p.A633VNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1GTTCTCGTTGCCGCATTTGCA0.438

- 44 10527TTN_uc010zfh.1_Missense_Mutation_p.V3389M|TTN_uc010zfi.1_Missense_Mutation_p.G3389R|TTN_uc010zfj.1_Missense_Mutation_p.A3389T|TTN_uc002umz.1_Missense_Mutation_p.A96T|TTN_uc002unb.2_Missense_Mutation_p.A3435TNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTACTTTACCTTCCAGACTC0.378

- 28 6232TTN_uc010zfh.1_Missense_Mutation_p.R1957H|TTN_uc010zfi.1_Missense_Mutation_p.R1957H|TTN_uc010zfj.1_Missense_Mutation_p.R1957H|TTN_uc002unb.2_Missense_Mutation_p.R2003H|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTGTTCTGCGCTTGAATTT0.443

- 51 4155COL5A2_uc010frx.2_Missense_Mutation_p.R870CNM_000393 NP_000384 P05997 CO5A2_HUMANFibrillar collagen NC1. 2TCACACGTGCGGGCTGGGTGC0.498

- 25 2576PGAP1_uc002utx.2_Missense_Mutation_p.N647S|PGAP1_uc010fsi.2_Missense_Mutation_p.N95SNM_024989 NP_079265 Q75T13 PGAP1_HUMANHelical; (Potential). 4TGTTAGTAAGTTAATCACAGT0.353



+ 2 1192 NM_153689 NP_710156 Q8N8R5 CB069_HUMAN 1TTACCAAGTACGTGATCCAAT0.388

+ 23 3749PARD3B_uc002vao.1_Missense_Mutation_p.R1080H|PARD3B_uc002vap.1_Missense_Mutation_p.R1119H|PARD3B_uc002vaq.1_Missense_Mutation_p.R1112H|uc010fuc.1_5'FlankNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4CCAGGGCCCCGTGGGGGCAGC0.627

- 6 411TNS1_uc002vgr.2_Missense_Mutation_p.R5W|TNS1_uc002vgs.2_Missense_Mutation_p.R5W|TNS1_uc010zjv.1_Missense_Mutation_p.R5W|TNS1_uc010fvj.1_Missense_Mutation_p.R73W|TNS1_uc010fvk.1_Missense_Mutation_p.R130W|TNS1_uc002vgu.3_Missense_Mutation_p.R36W|TNS1_uc002vgv.1_RNANM_022648 NP_072174 Q9HBL0 TENS1_HUMANPhosphatase tensin-type. 4TCCATGGTCCGGCTCACACTC0.582

+ 17 3393TTLL4_uc010zkl.1_Missense_Mutation_p.R843Q|TTLL4_uc010fvx.2_Missense_Mutation_p.R944Q|TTLL4_uc010zkm.1_Missense_Mutation_p.R211QNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3GATGATGTTCGGATTCTGGTT0.483

+ 3 233STK11IP_uc010zlj.1_Missense_Mutation_p.G53S|STK11IP_uc010zlk.1_Missense_Mutation_p.G53S|STK11IP_uc010zll.1_Missense_Mutation_p.G53S|STK11IP_uc002vmm.1_Missense_Mutation_p.G53SNM_052902 NP_443134 Q8N1F8 S11IP_HUMAN 1GGGGCCATGGGGCCCTGGCCA0.577

+ 23 2859GIGYF2_uc002vtg.2_Missense_Mutation_p.R835H|GIGYF2_uc002vtj.3_Missense_Mutation_p.R862H|GIGYF2_uc002vtk.3_Missense_Mutation_p.R841H|GIGYF2_uc002vth.3_Missense_Mutation_p.R835H|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_Missense_Mutation_p.R672H|GIGYF2_uc002vtq.3_Missense_Mutation_p.R174HNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMANGln-rich.|Glu-rich. 7GAATTGTTACGCAAACAGGTG0.403

+ 8 842DGKD_uc002vuj.1_Missense_Mutation_p.S233L|DGKD_uc010fyh.1_Missense_Mutation_p.S144L|DGKD_uc010fyi.1_5'Flank|DGKD_uc002vuk.1_Missense_Mutation_p.S144LNM_152879 NP_690618 Q16760 DGKD_HUMANPhorbol-ester/DAG-type 2. 5GTTCACACATCGTGTAAAGAA0.552

+ 4 1549SH3BP4_uc010fym.2_Missense_Mutation_p.E386Q|SH3BP4_uc002vvq.2_Missense_Mutation_p.E386QNM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4GAGCAACCTGGAGGTGAAAAC0.537

- 4 1702THAP4_uc002wbs.2_Missense_Mutation_p.N81KNM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0AGGCCACCTTGTTGGTGTCGG0.627

+ 4 1048SIRPA_uc010zps.1_Missense_Mutation_p.V210M|SIRPA_uc002wfr.2_Missense_Mutation_p.V230M|SIRPA_uc002wfs.2_Missense_Mutation_p.V230M|SIRPA_uc002wft.2_Missense_Mutation_p.V230MNM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like C1-type 1.|Extracellular (Potential). 1CATCTGCGAGGTGGCCCACGT0.612

+ 4 1057SIRPA_uc010zps.1_Missense_Mutation_p.V213I|SIRPA_uc002wfr.2_Missense_Mutation_p.V233I|SIRPA_uc002wfs.2_Missense_Mutation_p.V233I|SIRPA_uc002wft.2_Missense_Mutation_p.V233INM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like C1-type 1.|Extracellular (Potential). 1GGTGGCCCACGTCACCTTGCA0.617

+ 9 1199 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9GTTCCAGTGCGGCCCCGCTTC0.592

+ 21 2081VPS16_uc002whh.2_RNA|PTPRA_uc002whj.2_5'UTR|VPS16_uc002whf.2_Missense_Mutation_p.R534Q|VPS16_uc002whd.2_RNA|VPS16_uc002whg.2_Missense_Mutation_p.R364Q|VPS16_uc002whi.2_Missense_Mutation_p.R162QNM_022575 NP_072097 Q9H269 VPS16_HUMAN 4CGGCTCCTACGGCTGCAGCGG0.587

- 3 3341ProSAPiP1_uc002wib.1_Missense_Mutation_p.T602MNM_014731 NP_055546 O60299 PRIP1_HUMAN 1GGGAGTGGGCGTGCTTGCACC0.652

- 2 176 NR_003678 0TGTTTGCCTCCAAATGCTGGA0.373 rs76611503

- 20 2927RBL1_uc010zvt.1_RNA|RBL1_uc002xgj.1_Missense_Mutation_p.D950NNM_002895 NP_002886 P28749 RBL1_HUMAN 10TTCGCCAAGTCGTATTTCAGT0.323

+ 3 465uc002xml.1_Intron|uc002xmm.1_Intron|WISP2_uc002xmo.1_Nonsense_Mutation_p.R38*|WISP2_uc002xmp.2_Nonsense_Mutation_p.R38*|WISP2_uc002xmq.2_Nonsense_Mutation_p.R38*NM_003881 NP_003872 O76076 WISP2_HUMANIGFBP N-terminal. 1GCCACCTCCCCGATGCCCGCT0.667

+ 13 1733PABPC1L_uc010zwq.1_RNA|PABPC1L_uc002xmv.2_RNA|PABPC1L_uc002xmw.2_Missense_Mutation_p.R105C|PABPC1L_uc002xmx.2_Missense_Mutation_p.R105CNM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN PABC. 1CACAGGGGAGCGTCTCTACCC0.572

- 9 924PLTP_uc002xql.1_Missense_Mutation_p.R194W|PLTP_uc002xqm.1_Missense_Mutation_p.R302W|PLTP_uc002xqo.1_Missense_Mutation_p.R230W|PLTP_uc002xqp.1_Missense_Mutation_p.R282W|PLTP_uc002xqq.1_Missense_Mutation_p.R251W|PLTP_uc010zxj.1_Missense_Mutation_p.R187W|PLTP_uc010ghj.1_Missense_Mutation_p.R282WNM_006227 NP_006218 P55058 PLTP_HUMAN 1GCCCCCGCCCGGAAGTAGCTC0.602

+ 2 922C20orf195_uc002yfk.2_Missense_Mutation_p.R277QNM_024059 NP_076964 Q9BVV2 CT195_HUMAN 0CTGCCCAACCGATCCTATAAG0.647

+ 5 1179ZGPAT_uc002ygi.2_Missense_Mutation_p.R314Q|ZGPAT_uc002ygj.2_Missense_Mutation_p.R314Q|ZGPAT_uc010gkk.1_Intron|ZGPAT_uc010gkl.1_Missense_Mutation_p.R314Q|ZGPAT_uc002ygm.2_Missense_Mutation_p.R305Q|ZGPAT_uc002ygn.3_RNA|LIME1_uc011abi.1_5'Flank|LIME1_uc002ygp.3_5'FlankNM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN G-patch. 0GTGCACACGCGAGGTATAGGC0.602

- 13 2171 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0CCGCTTGGTCCAGTCGCGGGC0.711

+ 16 2816DOPEY2_uc011aeb.1_IntronNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2CAACATCTGCGAGGACATCAT0.607

+ 6 973DYRK1A_uc002ywi.2_Missense_Mutation_p.R300C|DYRK1A_uc002ywj.2_Missense_Mutation_p.R291C|DYRK1A_uc002ywl.2_Missense_Mutation_p.R300C|DYRK1A_uc002ywm.2_Missense_Mutation_p.R300C|DYRK1A_uc011aei.1_Missense_Mutation_p.R61CNM_001396 NP_001387 Q13627 DYR1A_HUMANProtein kinase. 4TAACCCCAAACGCAGTGCAAT0.383

- 8 2083 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7TGTCCGTTGCGGGCAGCCAGG0.687

- 15 1669CBS_uc002zcs.1_Missense_Mutation_p.P370L|CBS_uc002zct.2_Missense_Mutation_p.P475L|CBS_uc002zcw.3_Missense_Mutation_p.P475L|CBS_uc002zcv.2_Missense_Mutation_p.P475L|CBS_uc002zcx.2_Missense_Mutation_p.P94LNM_000071 NP_000062 P35520 CBS_HUMAN CBS. 0TTGGTCTGACGGCTGCACCTT0.577

+ 9 955RRP1_uc011aez.1_Missense_Mutation_p.D288N|RRP1_uc010gpk.1_Missense_Mutation_p.D138N|RRP1_uc010gpl.1_Missense_Mutation_p.D186N|RRP1_uc010gpm.1_Missense_Mutation_p.D155NNM_003683 NP_003674 P56182 RRP1_HUMAN 0GGCAGGTGACGACAGGGACAG0.637

+ 4 1334ADARB1_uc002zgr.2_Missense_Mutation_p.H300L|ADARB1_uc002zgs.2_RNA|ADARB1_uc002zgw.2_Missense_Mutation_p.H300L|ADARB1_uc002zgv.2_RNA|ADARB1_uc002zgt.2_Missense_Mutation_p.H300L|ADARB1_uc010gpx.2_Intron|ADARB1_uc002zgq.2_RNA|ADARB1_uc002zgu.2_RNA|ADARB1_uc011afo.1_Missense_Mutation_p.H349LNM_015833 NP_056648 P78563 RED1_HUMAN 1TTTAACTTGCACTTGGATCAG0.557

+ 38 4843DIP2A_uc011afz.1_Missense_Mutation_p.R1550W|DIP2A_uc002zjs.2_Missense_Mutation_p.R234W|DIP2A_uc002zjt.2_RNANM_015151 NP_055966 Q14689 DIP2A_HUMAN 2CATGCACCTGCGGGACGGCTT0.632

+ 7 724SEPT5_uc002zpw.1_RNA|SEPT5_uc002zpx.1_RNA|SEPT5_uc002zpy.1_5'Flank|SEPT5_uc002zpz.1_5'FlankNM_002688 NP_002679 Q99719 SEPT5_HUMAN 1AGTGAGATCCGGAAGCTGAAG0.602

+ 9 903SEPT5_uc002zpw.1_RNA|SEPT5_uc002zpx.1_RNA|SEPT5_uc002zpy.1_5'UTR|SEPT5_uc002zpz.1_5'FlankNM_002688 NP_002679 Q99719 SEPT5_HUMAN 1GGGGCAGCGGGTCCGGGGCCG0.682

- 5 763TOP3B_uc010gtl.2_Missense_Mutation_p.D110N|TOP3B_uc002zvt.3_Missense_Mutation_p.D110NNM_003935 NP_003926 O95985 TOP3B_HUMAN Toprim. 1ACGATGTAGTCGCAGCCTCTG0.597

+ 43 7532MYO18B_uc003aca.1_Missense_Mutation_p.L2309F|MYO18B_uc010guy.1_Missense_Mutation_p.L2310F|MYO18B_uc010guz.1_Missense_Mutation_p.L2308F|MYO18B_uc011aka.1_Missense_Mutation_p.L1582F|MYO18B_uc011akb.1_Missense_Mutation_p.L1941F|MYO18B_uc010gva.1_Missense_Mutation_p.L411F|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12CAGCTGGAAACTCCCAAGCCT0.567

+ 8 1130EWSR1_uc003aes.3_Nonsense_Mutation_p.R268*|EWSR1_uc003aev.2_Nonsense_Mutation_p.R274*|EWSR1_uc003aew.2_Nonsense_Mutation_p.R212*|EWSR1_uc003aex.2_Nonsense_Mutation_p.R268*|EWSR1_uc003aey.2_Nonsense_Mutation_p.R63*|EWSR1_uc003aez.2_5'FlankNM_005243 NP_005234 Q01844 EWS_HUMAN30.|31 X approximate tandem repeats.|EAD (Gln/Pro/Thr-rich).|IQ.3254AGGTTCATTCCGACAGGACCA0.517

+ 2 209 NM_182527 NP_872333 Q86V35 CABP7_HUMANCytoplasmic (Potential).|1 (Potential).|EF-hand 1. 0GGTGTTTGACCGTGACGGCAA0.597

+ 15 1205DEPDC5_uc011als.1_Nonsense_Mutation_p.Q355*|DEPDC5_uc011alu.1_Nonsense_Mutation_p.Q355*|DEPDC5_uc011alv.1_RNA|DEPDC5_uc003alt.2_Nonsense_Mutation_p.Q355*|DEPDC5_uc003alr.1_Nonsense_Mutation_p.Q355*|DEPDC5_uc011alt.1_Nonsense_Mutation_p.Q327*NM_014662 NP_055477 O75140 DEPD5_HUMAN 8CCTGACCAAGCAGCGGATGAT0.512

- 1 355XPNPEP3_uc011aox.1_Intron|XPNPEP3_uc003azh.2_Intron|XPNPEP3_uc003azi.2_Intron|XPNPEP3_uc011aoy.1_5'Flank|XPNPEP3_uc003azg.1_RNA|XPNPEP3_uc003azf.1_RNA|XPNPEP3_uc010gyh.1_5'FlankNM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN 1CTTCCACCTCCGTTTAATCCT0.363

- 3 361C22orf9_uc010gzw.1_5'UTR|C22orf9_uc003bfv.1_Missense_Mutation_p.D108N|C22orf9_uc003bfw.1_Missense_Mutation_p.D104N|C22orf9_uc010gzx.2_Missense_Mutation_p.D81NNM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0TCCTCCCAGTCGATGTCAGGG0.642

+ 3 358GRAMD4_uc010had.2_Missense_Mutation_p.A46TNM_015124 NP_055939 Q6IC98 GRAM4_HUMAN Potential. 1AGAAACCAACGCGGAGATGCT0.652

- 6 2663BRD1_uc011arf.1_Missense_Mutation_p.D321N|BRD1_uc011arg.1_Missense_Mutation_p.D775N|BRD1_uc011arh.1_Missense_Mutation_p.D726N|BRD1_uc003biu.3_Missense_Mutation_p.D726NNM_014577 NP_055392 O95696 BRD1_HUMAN 1CAGGTGAGGTCGAGCATGTCC0.592

+ 2 258NCAPH2_uc003blq.3_Missense_Mutation_p.E46K|NCAPH2_uc003blv.2_Missense_Mutation_p.E46K|NCAPH2_uc010hbb.2_5'UTR|NCAPH2_uc003blu.3_RNA|NCAPH2_uc003bls.3_RNA|NCAPH2_uc003blt.3_RNA|NCAPH2_uc003blw.3_RNA|NCAPH2_uc003blx.3_Missense_Mutation_p.E46K|NCAPH2_uc003bly.3_RNANM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2TTCTTTTGACGAAGGCAAGAC0.537

- 16 2194CPT1B_uc003bml.2_Missense_Mutation_p.L678F|CPT1B_uc003bmm.2_Missense_Mutation_p.L678F|CPT1B_uc003bmo.2_Missense_Mutation_p.L678F|CPT1B_uc011asa.1_Missense_Mutation_p.L644F|CPT1B_uc003bmn.2_Missense_Mutation_p.L678F|CPT1B_uc011asb.1_Missense_Mutation_p.L597F|CHKB-CPT1B_uc003bmp.2_Missense_Mutation_p.L473F|uc003bmr.1_5'FlankNM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2GGTTCCGAGAGCACCTGCAAT0.617

+ 43 6127ITPR1_uc010hca.1_Nonsense_Mutation_p.Q1912*|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Nonsense_Mutation_p.Q897*NM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21CACCATCATGCAGCCCATCCT0.647

+ 7 1701GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Missense_Mutation_p.R476H|GRM7_uc003bql.2_Missense_Mutation_p.R476H|GRM7_uc003bqn.1_Missense_Mutation_p.R59H|GRM7_uc010hch.1_5'UTRNM_000844 NP_000835 Q14831 GRM7_HUMANExtracellular (Potential). 7GCACCTGGGCGTTATGACATC0.463

- 6 978SGOL1_uc003cbr.2_Intron|SGOL1_uc010hfa.2_Intron|SGOL1_uc003cbt.2_Intron|SGOL1_uc003cbu.2_Missense_Mutation_p.T264M|SGOL1_uc003cbv.2_Intron|SGOL1_uc003cbw.2_Intron|SGOL1_uc003cbx.2_Intron|SGOL1_uc003cby.2_Intron|SGOL1_uc003cbz.2_Missense_Mutation_p.T264M|SGOL1_uc003cca.2_Missense_Mutation_p.T264M|SGOL1_uc003ccb.2_Intron|SGOL1_uc003ccc.2_IntronNM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0TTTAGTAAACGTTCCTGGCTG0.269 rs148005116

+ 4 1550TGFBR2_uc003cen.2_Missense_Mutation_p.D415NNM_003242 NP_003233 P37173 TGFR2_HUMANProtein kinase.|Cytoplasmic (Potential). 26CGTGAAGAACGACCTAACCTG0.552

- 18 2221CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc003cfv.2_Missense_Mutation_p.V396M|CLASP2_uc011axu.1_Missense_Mutation_p.V400M|CLASP2_uc003cfw.2_Missense_Mutation_p.V396M|CLASP2_uc011axt.1_Missense_Mutation_p.V198MNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4CCGCTTCGCACAGACTGTCCA0.522



- 12 4389 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CCTTCCCTGTTCAGCAGGTCT0.547

+ 36 5047DLEC1_uc003chp.1_Intron|DLEC1_uc010hgv.1_Nonsense_Mutation_p.Q1679*|DLEC1_uc003chr.1_Nonsense_Mutation_p.Q747*|DLEC1_uc003chs.1_IntronNM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9TGCAGGCCAGCAGGAGCCAGC0.617

+ 2 185WDR48_uc011ayt.1_Missense_Mutation_p.V59I|WDR48_uc011ayu.1_Missense_Mutation_p.C3Y|WDR48_uc011ayv.1_Intron|WDR48_uc003ciu.2_RNANM_020839 NP_065890 Q8TAF3 WDR48_HUMAN WD 1. 2AATATGGAGTGTCAATCAGCA0.413

+ 12 1220NKTR_uc003clm.1_Missense_Mutation_p.S105N|NKTR_uc003clp.2_Missense_Mutation_p.S105N|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Missense_Mutation_p.S248N|NKTR_uc003clr.1_Missense_Mutation_p.S105N|NKTR_uc003cls.2_Missense_Mutation_p.S58NNM_005385 NP_005376 P30414 NKTR_HUMAN 3GATGATGACAGCAGTGAAACT0.388

+ 50 7837NBEAL2_uc010hjm.1_Missense_Mutation_p.G1930E|NBEAL2_uc010hjn.1_Missense_Mutation_p.G919E|NBEAL2_uc010hjo.1_Missense_Mutation_p.G113ENM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN WD 4. 1TATGGGCATGGGGCTGCAGTG0.587 rs144664865

- 1 2272CELSR3_uc003cuf.1_Missense_Mutation_p.A734VNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|Cadherin 4. 11ACCCAAGGGAGCATTTTCCAA0.517

+ 5 1049DALRD3_uc003cvm.1_5'Flank|DALRD3_uc010hko.1_5'Flank|uc011bcb.1_5'Flank|MIR425_hsa-mir-425|MI0001448_5'Flank|NDUFAF3_uc003cvn.2_Missense_Mutation_p.A125V|uc003cvo.1_5'Flank|MIR191_hsa-mir-191|MI0000465_5'Flank|NDUFAF3_uc003cvp.2_Missense_Mutation_p.A125V|NDUFAF3_uc003cvr.2_Missense_Mutation_p.A125V|NDUFAF3_uc003cvs.2_Missense_Mutation_p.A125VNM_199069 NP_951032 Q9BU61 NDUF3_HUMAN 0TTGGGCCAAGCTGCTCAATGA0.522

- 4 1600_1601QRICH1_uc003cvu.2_Missense_Mutation_p.Q435P|QRICH1_uc003cvv.2_Missense_Mutation_p.Q435PNM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 gctgctgctgctgtggtggtgg 0.361

+ 4 528GNAT1_uc003cyl.2_Missense_Mutation_p.R138SNM_144499 NP_653082 P11488 GNAT1_HUMAN 3CTGTTTTGAGCGCGCCTCGGA0.478

- 21 2333ITIH4_uc011bel.1_Missense_Mutation_p.G480E|ITIH4_uc003dfy.2_Missense_Mutation_p.G561E|ITIH4_uc011bem.1_Missense_Mutation_p.G771E|ITIH4_uc011ben.1_Missense_Mutation_p.G736ENM_002218 NP_002209 Q14624 ITIH4_HUMAN 3CACCTCAACCCCTGGGAGGAC0.602

+ 12 2348ATXN7_uc003dlv.2_Missense_Mutation_p.V599I|ATXN7_uc010hnv.2_Missense_Mutation_p.V599I|ATXN7_uc011bfn.1_Missense_Mutation_p.V454INM_000333 NP_000324 O15265 ATX7_HUMAN 0AGCAGCCACCGTCTCTACATC0.537

- 22 3100 NM_020872 NP_065923 Q9P232 CNTN3_HUMAN 5GTGGACATTCGAGATGGCTGA0.338

- 2 610CCDC80_uc011bhv.1_Missense_Mutation_p.R131H|CCDC80_uc003dzg.2_Missense_Mutation_p.R131H|CCDC80_uc003dzh.1_Missense_Mutation_p.R131HNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2CGAAGGGAAACGCAACATTCT0.582

+ 9 1556 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2GGCTACTATCCGACCAGCTAA0.383

+ 12 4208 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2GGAGAATGGGGTTCAGCCTCT0.587

- 13 3686GOLGB1_uc010hrc.2_Missense_Mutation_p.R1192H|GOLGB1_uc003eej.3_Missense_Mutation_p.R1153H|GOLGB1_uc011bjm.1_Missense_Mutation_p.R1073H|GOLGB1_uc010hrd.1_Missense_Mutation_p.R1151HNM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10AATTGCCTTGCGGGAGGTTAA0.413 rs146898283

- 14 2115SEMA5B_uc011bju.1_Missense_Mutation_p.R546Q|SEMA5B_uc003ega.1_RNA|SEMA5B_uc003egb.1_Missense_Mutation_p.R604Q|SEMA5B_uc010hro.1_Missense_Mutation_p.R546QNM_001031702 NP_001026872 Q9P283 SEM5B_HUMANExtracellular (Potential). 7TGTCACATTCCGCACCTGAAG0.562

- 8 1056SEMA5B_uc011bju.1_Missense_Mutation_p.T193M|SEMA5B_uc003ega.1_RNA|SEMA5B_uc003egb.1_Missense_Mutation_p.T251M|SEMA5B_uc010hro.1_Missense_Mutation_p.T193M|SEMA5B_uc010hrp.1_RNANM_001031702 NP_001026872 Q9P283 SEM5B_HUMANExtracellular (Potential).|Sema. 7GTCGATGACCGTGGCTGCATA0.592

- 3 1247AMOTL2_uc003eqg.1_Missense_Mutation_p.R319K|AMOTL2_uc003eqh.1_Missense_Mutation_p.R319K|AMOTL2_uc003eqe.1_5'FlankNM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN Potential. 1GGCATTCTCCCTCAGCACGGC0.662

+ 14 2673SGEF_uc011boh.1_3'UTR|SGEF_uc011boi.1_Missense_Mutation_p.R89HNM_015595 NP_056410 Q96DR7 ARHGQ_HUMAN SH3. 1ATCTATCAACGTGTCAGCGAT0.527

+ 22 4135WHSC1_uc003geb.3_Missense_Mutation_p.R1320Q|WHSC1_uc003gec.3_Missense_Mutation_p.R1320Q|WHSC1_uc003ged.3_Missense_Mutation_p.R1320Q|WHSC1_uc003gee.3_RNA|WHSC1_uc003gef.3_RNA|WHSC1_uc003gei.3_Missense_Mutation_p.R539Q|WHSC1_uc011bvh.1_Missense_Mutation_p.R381Q|WHSC1_uc010icf.2_Missense_Mutation_p.R668QNM_001042424 NP_001035889 O96028 NSD2_HUMAN 9CCGGACGGGCGGTCCTACTGC0.612

+ 2 549GRK4_uc003ggo.1_Missense_Mutation_p.E32K|GRK4_uc003ggp.1_Intron|GRK4_uc003ggq.1_IntronNM_182982 NP_892027 P32298 GRK4_HUMAN N-terminal. 1AAAATGGAAGGAGATACTGAC0.403

+ 17 2688EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_IntronNM_153717 NP_714928 P57679 EVC_HUMAN 2AGCAACCCTTCGTCGGGCAGC0.552

- 14 1520ABLIM2_uc003gkk.2_Splice_Site_p.K122_splice|ABLIM2_uc003gkl.2_Splice_Site_p.K186_splice|ABLIM2_uc003gkj.3_Splice_Site_p.K492_splice|ABLIM2_uc003gkm.3_Splice_Site_p.K407_splice|ABLIM2_uc003gkp.2_Splice_Site_p.K418_splice|ABLIM2_uc003gkq.2_Splice_Site_p.K459_splice|ABLIM2_uc003gkr.2_Splice_Site_p.K407_splice|ABLIM2_uc003gks.3_Splice_Site_p.K418_spliceNM_001130084 NP_001123556 Q6H8Q1 ABLM2_HUMAN 3CCTGGCATTACCTTCCTGTTA0.493

- 3 2171 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4ACTTTTACAGGAATATTGACT0.423

- 12 1940GPR125_uc010ieo.1_Missense_Mutation_p.V433M|GPR125_uc003gqn.1_Missense_Mutation_p.V333M|GPR125_uc003gqo.2_Missense_Mutation_p.V559MNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential). 1TTCTGGAACACGGTACAGGTC0.468

- 3 703 NM_001358 NP_001349 O43143 DHX15_HUMANHelicase ATP-binding. 1GGTAATGATCGCATGTACTCC0.418

- 4 1814RBM47_uc003gvd.2_Missense_Mutation_p.N368K|RBM47_uc003gve.2_RNA|RBM47_uc011bys.1_Missense_Mutation_p.N330K|RBM47_uc003gvg.1_Missense_Mutation_p.N368KNM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3AGTAGTCCCTGTTGGGCCCAA0.637

- 3 714PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.A57V|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4TGTGAGGCTCGCACAGCCGTC0.597

+ 13 970 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4CCCAGCTATGGGCGGTGACTT0.592

+ 11 1366SLC4A4_uc010iic.2_Missense_Mutation_p.G417W|SLC4A4_uc010iib.2_Missense_Mutation_p.G417W|SLC4A4_uc003hfz.2_Missense_Mutation_p.G417W|SLC4A4_uc003hgc.3_Missense_Mutation_p.G373W|SLC4A4_uc010iid.2_5'UTR|SLC4A4_uc003hga.2_Missense_Mutation_p.G295W|SLC4A4_uc003hgb.3_Missense_Mutation_p.G373WNM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMANCytoplasmic (Potential). 5TCAGATGAATGGGGATACGCC0.443

+ 55 8445 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential).|Calx-beta 2. 5CATTATCAACGATACCGAGGA0.448

+ 7 1168HERC5_uc011cdm.1_5'FlankNM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 5. 9CCAGCTGATGCCGCTTCCAGT0.398

+ 3 3267TET2_uc011cez.1_Missense_Mutation_p.E982K|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.E961K|TET2_uc003hxi.1_Missense_Mutation_p.E961KNM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. p.E961*(1) 733ACAGAAGCAAGAACAGCAGCA0.512

+ 27 3994KIAA1109_uc003iei.1_Missense_Mutation_p.R1070C|KIAA1109_uc010ins.1_Missense_Mutation_p.R660C|KIAA1109_uc003iek.2_5'UTRNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12CTGTTCCACCCGTCTTGGAAG0.463

- 12 1600TTC29_uc010ipc.2_RNA|TTC29_uc003ikx.3_Missense_Mutation_p.S484L|TTC29_uc010ipd.1_Missense_Mutation_p.S457LNM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0CAAACGTTCTGAGTTTTGAGA0.308

- 11 1346 NM_004564 NP_004555 O75879 GATB_HUMAN 0GGGTGTGACAGGACTGGTGGC0.502

- 13 1342PLRG1_uc003inz.2_Missense_Mutation_p.L418FNM_002669 NP_002660 O43660 PLRG1_HUMAN WD 6. 0CCAGATACAAGCACTCCATCA0.294

- 3 572 NM_144644 NP_653245 Q8NEY3 SPAT4_HUMAN 0ACTTACTCTCGATGTGTTAAT0.279 rs144504100

- 5 4020 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 11. 12TCATCCTTGTCGGTGGCTATG0.498

- 4 628 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANLumenal (Potential). 2AACACAGGCCGTATATACTGG0.577

- 2 316NDUFS6_uc003jcy.2_5'FlankNM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0CACCGACCCCGCCTCTTCACC0.557

+ 5 744DNAJC21_uc003jjb.2_Nonsense_Mutation_p.R173*|DNAJC21_uc010iuu.1_Nonsense_Mutation_p.R57*NM_001012339 NP_001012339 Q5F1R6 DJC21_HUMAN 2ATATGATACACGACAGGCTTC0.413 rs150576702

+ 10 3303NIPBL_uc003jkk.3_Missense_Mutation_p.P935L|NIPBL_uc003jkm.1_Missense_Mutation_p.P814LNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9AAAGCACACCCTGACAATAAG0.373

+ 13 2009EGFLAM_uc003jlb.1_Splice_Site_p.G562_splice|EGFLAM_uc003jle.1_Splice_Site_p.G328_splice|EGFLAM_uc003jlf.1_Splice_SiteNM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7TTCTGTATTTAGGGGAATGCA0.507

+ 28 3604MAST4_uc003juw.2_Missense_Mutation_p.R1107Q|MAST4_uc003jux.2_5'FlankNM_015183 NP_055998 O15021 MAST4_HUMAN 13TCCGGAAGGCGAAAGTCCGCC0.692

+ 5 817RGNEF_uc003kcx.2_Missense_Mutation_p.R269Q|RGNEF_uc003kcy.1_Missense_Mutation_p.R269Q|RGNEF_uc010izf.2_Missense_Mutation_p.R269QNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0AAACTCTTCCGGAAATACTTT0.433



- 5 751DMGDH_uc011cte.1_Splice_Site_p.G99_splice|DMGDH_uc011ctf.1_Intron|DMGDH_uc011ctg.1_IntronNM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4GATATGCTTACCTGCAGCATT0.403

+ 2 2213 NM_005654 NP_005645 P10589 COT1_HUMAN 3ACTCACCAACGGGGACCCCCT0.607

+ 20 1576CAST_uc003klt.2_Missense_Mutation_p.E459K|CAST_uc003klu.2_Missense_Mutation_p.E555K|CAST_uc003klv.2_Missense_Mutation_p.E533K|CAST_uc003klw.2_Missense_Mutation_p.E536K|CAST_uc003klx.2_Missense_Mutation_p.E514K|CAST_uc003kly.2_Missense_Mutation_p.E520K|CAST_uc011cuo.1_Missense_Mutation_p.E518K|CAST_uc011cuq.1_Missense_Mutation_p.E320K|CAST_uc011cur.1_Missense_Mutation_p.E458K|CAST_uc011cus.1_Missense_Mutation_p.E459K|CAST_uc003kma.1_Missense_Mutation_p.E431K|CAST_uc011cut.1_Missense_Mutation_p.E400K|CAST_uc003kmb.2_Missense_Mutation_p.E418K|CAST_uc003kmc.2_Missense_Mutation_p.E472K|CAST_uc003kmd.2_Missense_Mutation_p.E450K|CAST_uc003kme.2_Missense_Mutation_p.E431K|CAST_uc003kmf.2_Missense_Mutation_p.E437K|CAST_uc003kmh.2_Missense_Mutation_p.E187K|CAST_uc010jbj.2_Missense_Mutation_p.E187K|CAST_uc010jbk.2_Missense_Mutation_p.E187K|CAST_uc010jbl.1_Missense_Mutation_p.E195K|CAST_uc003kmi.2_RNA|CAST_uc003kmj.2_Missense_Mutation_p.E195K|CAST_uc003kmk.2_5'FlankNM_001042443 NP_001035908 P20810 ICAL_HUMANInhibitory domain 3. 5AAAGCTTGGTGAAAAAGAAGA0.328

- 13 2000 NM_001270 NP_001261 O14646 CHD1_HUMANHelicase ATP-binding. 5TTCTTTAATCGGTGTGCTTCA0.338

+ 18 2558PPIP5K2_uc011cva.1_RNA|PPIP5K2_uc003koe.2_Missense_Mutation_p.R680Q|PPIP5K2_uc003kof.2_5'FlankNM_015216 NP_056031 O43314 VIP2_HUMAN 2ATCAGACATCGAATGGAAGAT0.284

+ 16 2068WDR36_uc010jbu.2_RNANM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 8. 2GACTTGGGACCTTCCTTCTGG0.313

- 2 410ALDH7A1_uc003kty.2_RNA|ALDH7A1_uc011cxa.1_Missense_Mutation_p.N100T|ALDH7A1_uc003ktz.2_Missense_Mutation_p.N100TNM_001182 NP_001173 P49419 AL7A1_HUMAN 3TGGCTCGTTGTTAGCAGGGCA0.313

+ 16 2554SLC12A2_uc010jdf.2_RNA|SLC12A2_uc010jdg.2_Missense_Mutation_p.A797V|SLC12A2_uc003kut.1_Missense_Mutation_p.A4VNM_001046 NP_001037 P55011 S12A2_HUMANExtracellular (Potential). 3ATGACAGGTGCTCCAAACTCA0.343

+ 4 1150SLC27A6_uc003kuz.2_Missense_Mutation_p.G252CNM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0GTGGGCTTTTGGTTGTACTGC0.418

- 1 33 NM_000879 NP_000870 P05113 IL5_HUMAN 0GCTCTGAAACGTTCTGCGTTT0.438

+ 3 1278TXNDC15_uc010jdy.1_RNA|TXNDC15_uc011cxv.1_RNANM_024715 NP_078991 Q96J42 TXD15_HUMANExtracellular (Potential).|Thioredoxin.p.G207S(1) 2AACCCAAACGGTAGTGACTGT0.448

- 12 1804KLHL3_uc011cyc.1_Missense_Mutation_p.R189C|KLHL3_uc003lbr.3_Missense_Mutation_p.R372C|KLHL3_uc011cyd.1_Intron|KLHL3_uc010jel.1_Missense_Mutation_p.R189CNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 4. 0AGACACTGGCGGGAAGCTCCA0.557

+ 12 1875KIF20A_uc011cyo.1_Missense_Mutation_p.R442HNM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0GTTCCCTTCCGTGACAGCAAG0.502

- 2 430CDC25C_uc003lcq.1_Missense_Mutation_p.F53L|CDC25C_uc003lcr.1_Missense_Mutation_p.F53L|CDC25C_uc011cyp.1_Missense_Mutation_p.F70L|CDC25C_uc003lcs.1_Missense_Mutation_p.F131L|CDC25C_uc010jet.1_Missense_Mutation_p.F53L|CDC25C_uc003lct.1_Missense_Mutation_p.F53L|CDC25C_uc003lcu.1_Missense_Mutation_p.F53LNM_001790 NP_001781 P30307 MPIP3_HUMAN 3AATCACCAAGAAATTTGCCCA0.388

+ 6 1347 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1ACACAAGAGCGTGAGCGGGTC0.587

+ 8 1037HARS2_uc011czr.1_Missense_Mutation_p.C249Y|HARS2_uc011czs.1_Missense_Mutation_p.C130Y|HARS2_uc011czt.1_Missense_Mutation_p.C102Y|HARS2_uc011czu.1_Missense_Mutation_p.C100YNM_012208 NP_036340 P49590 SYHM_HUMAN 0TATGTCCAGTGTCATGGTAAG0.463

+ 1 2125 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMANHelical; (Potential). 5GTTCCTGTTCGTGGCAGTGCG0.682

- 3 1326PCDH1_uc003llp.2_Missense_Mutation_p.N403K|PCDH1_uc011dbf.1_Missense_Mutation_p.N381KNM_002587 NP_002578 Q08174 PCDH1_HUMANExtracellular (Potential).|Cadherin 4. 5CCTCTGAGATGTTAGCCATCC0.567

- 18 1564ANXA6_uc011dcp.1_Missense_Mutation_p.R439Q|ANXA6_uc003ltm.1_Missense_Mutation_p.R471Q|ANXA6_uc003ltn.1_Missense_Mutation_p.R264Q|ANXA6_uc003lto.1_Missense_Mutation_p.R58QNM_001155 NP_001146 P08133 ANXA6_HUMAN Annexin 6. 0ATTGATGGCCCGGATTTCAGC0.562

- 9 1067C5orf4_uc003lvq.2_5'Flank|C5orf4_uc003lvr.2_Silent_p.L39L|C5orf4_uc011dde.1_Missense_Mutation_p.T276INM_032385 NP_115761 Q96IV6 CE004_HUMAN 1CATGGTGTCAGTCCCATGGAG0.592

- 3 625TIMD4_uc010jii.2_Missense_Mutation_p.V190INM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTTGTGAAGACGGCAATGGTT0.547

- 31 3949SLIT3_uc010jjg.2_Nonsense_Mutation_p.R1184*NM_003062 NP_003053 O75094 SLIT3_HUMANLaminin G-like. 4GCCTGGGGTCGGACCTTGGCG0.607 rs141058025

+ 2 170BTN2A3_uc011dkm.1_RNA 0GAAAACACTACGTTACGATGC0.547

- 18 1568BAT5_uc003nvx.1_Missense_Mutation_p.W294L|BAT5_uc011dny.1_Missense_Mutation_p.W480L|BAT5_uc003nvz.1_Missense_Mutation_p.W294L|BAT5_uc011dnz.1_Missense_Mutation_p.W294LNM_021160 NP_066983 O95870 ABHGA_HUMAN 0ACCCACGCTCCAGGGGAAGTC0.602

+ 9 923PPT2_uc003nzy.1_RNA|EGFL8_uc003oac.1_Missense_Mutation_p.G289SNM_030652 NP_085155 Q99944 EGFL8_HUMAN 0CCTGGGCCTCGGCGTCAATCA0.552

+ 9 1033PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Missense_Mutation_p.C266Y|PHF1_uc010jux.2_Missense_Mutation_p.C66YNM_024165 NP_077084 O43189 PHF1_HUMAN 0AGTGTTTGCTGTAAGAAGAAA0.468

+ 15 1898SCUBE3_uc003okg.1_Missense_Mutation_p.R630H|SCUBE3_uc003okh.1_Missense_Mutation_p.R518HNM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1GGGCAGCACCGTGCTGGGACC0.632

- 3 340FKBP5_uc003okx.2_Missense_Mutation_p.T46M|FKBP5_uc011dtf.1_Intron|FKBP5_uc003oky.2_Missense_Mutation_p.T46M|FKBP5_uc003okz.2_Missense_Mutation_p.T46MNM_001145776 NP_001139248 Q13451 FKBP5_HUMANPPIase FKBP-type 1. 1AATCATCGGCGTTTCCTCACC0.338

- 6 906TREML1_uc003opx.2_3'UTR|TREML1_uc011dud.1_Missense_Mutation_p.G177RNM_178174 NP_835468 Q86YW5 TRML1_HUMANCytoplasmic (Potential). 1TTGTTCCCTCCCGGGAAGATT0.537

- 4 1419ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7AGAGGTTGCCCTGAGGTTCCT0.483

+ 5 762SLC25A27_uc011dwb.1_Missense_Mutation_p.R171C|SLC25A27_uc003oyg.2_Missense_Mutation_p.R171C|SLC25A27_uc011dwc.1_Missense_Mutation_p.R85C|SLC25A27_uc003oyi.2_Missense_Mutation_p.R101CNM_004277 NP_004268 O95847 UCP4_HUMAN Solcar 2. 0CCTTAGATTTCGTGGTGTACA0.388

- 2 932 NM_014452 NP_055267 O75509 TNR21_HUMANExtracellular (Potential).|TNFR-Cys 3. 0TGCTTACACCGCACATCCTCA0.542

+ 3 446 NM_002190 NP_002181 Q16552 IL17_HUMAN 0AACTCCTTCCGGCTGGAGAAG0.597 rs147810050

- 10 1593MCM3_uc011dwu.1_Missense_Mutation_p.R449WNM_002388 NP_002379 P25205 MCM3_HUMAN MCM. 3GAGATCTCCCGATCCTGCTCA0.498 rs148636199

- 14 1173RARS2_uc003pmb.2_Splice_Site_p.R196_splice|RARS2_uc003pmc.2_Splice_Site_p.R196_splice|RARS2_uc003pmd.2_Splice_Site_p.R8_splice|RARS2_uc003pmf.2_Splice_SiteNM_020320 NP_064716 Q5T160 SYRM_HUMAN 3TGCTGGCACCTAAAAGAGTGG0.413

- 1 1HDDC2_uc003qab.1_Splice_SiteNM_016063 NP_057147 Q7Z4H3 HDDC2_HUMAN 0 cccccacttccgctttctcct 0

- 4 794THEMIS_uc010kfa.2_Missense_Mutation_p.Q62K|THEMIS_uc011ebt.1_Missense_Mutation_p.Q159K|THEMIS_uc010kfb.2_Missense_Mutation_p.Q124KNM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4GAGTGAGTTTGATGATTCCTT0.388

+ 59 8503LAMA2_uc003qbo.2_Missense_Mutation_p.G2796S|uc003qbq.2_IntronNM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 4. 10AGCTGAATCCGGCTTGCTTTT0.413

+ 8 937uc003qgq.1_Intron|PDE7B_uc003qgr.2_Missense_Mutation_p.A264TNM_018945 NP_061818 Q9NP56 PDE7B_HUMANCatalytic (By similarity). 1GGCTGCAGCAGCACACGATGT0.478

+ 2 641 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0GTGGTGTGCAACAACGAGCAC0.612

+ 3 637 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMANMHC class I alpha-2 like. 1AAGAATTTTTGATGTACTGGG0.408

+ 18 2124MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Missense_Mutation_p.T620M|MTHFD1L_uc003qoc.2_Missense_Mutation_p.T567MNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4CTGGCCCTGACGGACAGCCTC0.597 rs143492706

+ 17 2483 NM_000876 NP_000867 P11717 MPRI_HUMAN5.|Lumenal (Potential). 3GGAGCAGTACGACCTCTCCAG0.577

+ 10 2052HEATR2_uc003siz.2_Missense_Mutation_p.V546M|HEATR2_uc003sjb.2_Missense_Mutation_p.V58M|HEATR2_uc003sjc.2_Missense_Mutation_p.V103MNM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1CACGGCTGCCGTGTCCTGCCT0.692

+ 2 464C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPR146_uc003sjx.3_Missense_Mutation_p.E130K|GPR146_uc003sjy.1_Missense_Mutation_p.E130KNM_138445 NP_612454 Q96CH1 GP146_HUMANCytoplasmic (Potential). 1CCACTACATCGAGCGTGCACT0.642

+ 2 871CHST12_uc003smd.2_Missense_Mutation_p.D246NNM_018641 NP_061111 Q9NRB3 CHSTC_HUMANPAPS (By similarity).|Lumenal (Potential). 1CTTCGTGCGCGACCCCTTCGT0.602

+ 6 937LFNG_uc003smg.2_Missense_Mutation_p.R307HNM_001040167 NP_001035257 Q8NES3 LFNG_HUMANLumenal (Potential). 0CCCCTCATCCGCAGCGGCCTC0.667



- 10 1275EIF2AK1_uc003spq.2_Missense_Mutation_p.H376Y|EIF2AK1_uc011jwm.1_Missense_Mutation_p.H253YNM_014413 NP_055228 Q9BQI3 E2AK1_HUMANProtein kinase. 4AGCATCAGGTGGTACTGTGCC0.443

- 2 402EIF2AK1_uc003spq.2_Missense_Mutation_p.R86C|EIF2AK1_uc011jwm.1_Silent_p.F6FNM_014413 NP_055228 Q9BQI3 E2AK1_HUMAN 4TGTCTTGAACGAAGTGGGTTT0.348

- 9 1514ETV1_uc011jxn.1_Missense_Mutation_p.E219K|ETV1_uc011jxo.1_Missense_Mutation_p.E156K|ETV1_uc011jxp.1_Missense_Mutation_p.E201K|ETV1_uc003ssw.3_Missense_Mutation_p.E259K|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Missense_Mutation_p.E241K|ETV1_uc011jxs.1_Missense_Mutation_p.E241K|ETV1_uc010ktv.2_Missense_Mutation_p.E128KNM_004956 NP_004947 P50549 ETV1_HUMAN 35TCTCTGGGTTCCTGTTTAATC0.493

- 13 1762IGF2BP3_uc003swf.2_Missense_Mutation_p.A118VNM_006547 NP_006538 O00425 IF2B3_HUMAN KH 4. 2AACTCTGCCAGCAGCAAAGGA0.413

+ 11 1462AVL9_uc011kai.1_Intron|AVL9_uc010kwj.1_Missense_Mutation_p.R280QNM_015060 NP_055875 Q8NBF6 AVL9_HUMAN 0ATCCTTTTTCGACAACAGAAA0.453 rs145306409

- 3 771GCK_uc003tkj.1_Missense_Mutation_p.V100M|GCK_uc003tkk.1_Missense_Mutation_p.V102MNM_000162 NP_000153 P35557 HXK4_HUMAN 4TTGGTCTTCACGCTCCACTGC0.627

- 5 521CAMK2B_uc003tkp.2_Missense_Mutation_p.A104V|CAMK2B_uc003tkx.2_Missense_Mutation_p.A104V|CAMK2B_uc010kyd.2_RNA|CAMK2B_uc003tkr.2_Missense_Mutation_p.A104V|CAMK2B_uc003tks.2_Missense_Mutation_p.A104V|CAMK2B_uc003tku.2_Missense_Mutation_p.A104V|CAMK2B_uc003tkv.2_Missense_Mutation_p.A104V|CAMK2B_uc003tkt.2_Missense_Mutation_p.A104V|CAMK2B_uc003tkw.2_Missense_Mutation_p.A104V|CAMK2B_uc010kyc.2_Missense_Mutation_p.A104VNM_001220 NP_001211 Q13554 KCC2B_HUMANProtein kinase. 2GTACTCTCTCGCCACAATGTC0.542

+ 11 1791WBSCR17_uc003tvz.2_Missense_Mutation_p.I296MNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7AGAACTCCATCAAGTAGAGGG0.652

- 6 690SEMA3D_uc010led.2_Missense_Mutation_p.R217Q|SEMA3D_uc010lee.1_Missense_Mutation_p.R217QNM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5CCCAAGGGATCGAGTGAATGC0.408

- 8 939PON2_uc003unu.2_Missense_Mutation_p.D261A|PON2_uc010lfk.2_RNA|PON2_uc003unw.2_Missense_Mutation_p.D186ANM_000305 NP_000296 Q15165 PON2_HUMAN 0CGAGGAAGGATCAATAGATAA0.398

+ 3 476 BRI3_uc011kip.1_Intron NM_015379 NP_056194 O95415 BRI3_HUMAN 0AGGAAGCGACGATGCCCCAAC0.512

+ 7 2081ZKSCAN5_uc010lfx.2_Nonsense_Mutation_p.R653*|ZKSCAN5_uc003uqw.2_Nonsense_Mutation_p.R653*|ZKSCAN5_uc003uqx.2_Nonsense_Mutation_p.R580*|ZKSCAN5_uc003uqy.2_Nonsense_Mutation_p.R389*NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN C2H2-type 8. 1TGGACATCTTCGACTCCACTC0.512

- 2 668C7orf43_uc010lgo.2_5'Flank|C7orf43_uc010lgp.2_5'Flank|C7orf43_uc011kjj.1_5'Flank|C7orf43_uc003uts.2_5'UTRNM_018275 NP_060745 Q8WVR3 CG043_HUMAN 0AGGTGTCCCTGGGGGCAGTCT0.527

- 2 557 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0GGCCGTCCTCGGCAGCTGCAG0.632

+ 1 309LRCH4_uc003uvi.2_5'Flank|LRCH4_uc003uvj.2_5'Flank|LRCH4_uc011kjx.1_5'Flank|FBXO24_uc010lha.1_RNA|FBXO24_uc003uvl.1_Missense_Mutation_p.V6I|FBXO24_uc003uvn.1_5'UTR|FBXO24_uc011kjz.1_5'Flank|FBXO24_uc011kka.1_5'FlankNM_033506 NP_277041 O75426 FBX24_HUMAN 4CGAGAAGGCGGTCCCTTTGCT0.582

+ 4 12489MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|EGF-like. 27TACGGCCTCTCGCTGCAAGAA0.532

- 8 845 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN EF-hand 3. 2TCCTTCTCTTCACCGTGAGTG0.547

+ 9 1061ASB15_uc003vkv.1_Missense_Mutation_p.D257N|ASB15_uc003vkw.1_Missense_Mutation_p.D257NNM_080928 NP_563616 Q8WXK1 ASB15_HUMAN ANK 5. 3TGGCAATCCCGACTGCATTTC0.522

- 9 1615TNPO3_uc003vom.1_Missense_Mutation_p.I348K|TNPO3_uc010lly.1_Missense_Mutation_p.I414K|TNPO3_uc010llz.1_Missense_Mutation_p.I414KNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5CATAGACCCTATCAAGAAAAT0.413

- 5 523ZC3HC1_uc003vph.2_Nonsense_Mutation_p.R53*|ZC3HC1_uc010lma.2_Nonsense_Mutation_p.R53*NM_016478 NP_057562 Q86WB0 NIPA_HUMAN 0ATCCCAAATCGGTCTGTGGAA0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 12 1345CLCN1_uc011ktc.1_IntronNM_000083 NP_000074 P35523 CLCN1_HUMAN 5CCAGTTGATGCCCCGCGAAGC0.522

+ 3 301 SSPO_uc010lpl.1_IntronNM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. 0CTGGGGGGGCGCCCACTGCAC0.627

+ 22 3136NOS3_uc011kuy.1_Missense_Mutation_p.S741NNM_000603 NP_000594 P29474 NOS3_HUMANFAD-binding FR-type. 8TCGGCACCCAGCACCCACCCA0.652

+ 4 648SLC4A2_uc011kve.1_Missense_Mutation_p.A122V|SLC4A2_uc003wiu.3_Missense_Mutation_p.A117VNM_003040 NP_003031 P04920 B3A2_HUMANCytoplasmic (Potential).|Pro-rich. 0GAGGATGAGGCCAGCGAGGCT0.697

- 9 1390PTPRN2_uc003wnp.2_Missense_Mutation_p.M406I|PTPRN2_uc003wnq.2_Missense_Mutation_p.M423I|PTPRN2_uc003wnr.2_Missense_Mutation_p.M385I|PTPRN2_uc011kwa.1_Missense_Mutation_p.M446INM_002847 NP_002838 Q92932 PTPR2_HUMANExtracellular (Potential). 7TCTTCCTCTCCATGTCGAGGG0.592

- 4 1664 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8CTGTCCACCCCGTCCTCCGGG0.692

- 4 2904RAB11FIP1_uc010lvz.1_Intron|RAB11FIP1_uc003xkn.1_Intron|RAB11FIP1_uc003xkl.1_Missense_Mutation_p.D283N|RAB11FIP1_uc003xko.1_Missense_Mutation_p.D283N|RAB11FIP1_uc003xkp.1_IntronNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3AAGTTCAGATCGGCCATGATT0.448 rs146977784

+ 3 947TACC1_uc011lby.1_5'UTR|TACC1_uc003xma.2_Intron|TACC1_uc003xlz.2_5'UTR|TACC1_uc003xmc.3_5'UTR|TACC1_uc011lbz.1_Missense_Mutation_p.A206T|TACC1_uc003xmb.3_Missense_Mutation_p.A145T|TACC1_uc003xme.1_Intron|TACC1_uc003xmd.1_Intron|TACC1_uc010lwo.1_Intron|TACC1_uc003xmf.3_Intron|TACC1_uc011lca.1_Missense_Mutation_p.A190T|TACC1_uc011lcb.1_5'UTR|TACC1_uc011lcc.1_5'UTR|TACC1_uc011lcd.1_RNA|TACC1_uc003xmh.3_5'UTR|TACC1_uc010lwq.2_5'UTRNM_006283 NP_006274 O75410 TACC1_HUMANInteraction with TDRD7. 1CCCGCCAGACGCCCTCCAGGA0.587

+ 6 577 IDO1_uc003xnn.2_RNA NM_002164 NP_002155 P14902 I23O1_HUMAN 2GTTCTCATTTCGTGATGGAGA0.358

- 9 846LYPLA1_uc011ldx.1_Missense_Mutation_p.V179L|LYPLA1_uc003xrz.2_Missense_Mutation_p.V197LNM_006330 NP_006321 O75608 LYPA1_HUMAN 1AATTGCTTGACATCCATCATT0.353

+ 3 3299 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7ACAGGTTATTGTCCCACACGT0.348

- 5 491RPL7_uc003xzh.1_Missense_Mutation_p.R117SNM_000971 NP_000962 P18124 RL7_HUMAN 0CCATAACCACGCTTGTAGATT0.358

- 3 1005KLF10_uc011lhj.1_Missense_Mutation_p.P273LNM_005655 NP_005646 Q13118 KLF10_HUMAN 0TGTCACAACAGGGTTGTTGGC0.587

+ 15 2582RIMS2_uc003ylp.2_Missense_Mutation_p.R1003C|RIMS2_uc003ylw.2_Missense_Mutation_p.R795C|RIMS2_uc003ylq.2_Missense_Mutation_p.R795C|RIMS2_uc003ylr.2_Missense_Mutation_p.R842CNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GGACAGACATCGTGTCATGGA0.393

- 2 395TMEM74_uc003ymx.2_IntronNM_153015 NP_694560 Q96NL1 TMM74_HUMAN p.R97W(1) 4ACAGACTTTCCGTTCCGCTGT0.502

+ 3 2122 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2CTCCCGACACGGTCGCACGTA0.522 rs137944558

- 1 506 NM_001081675 NP_001075144 Q2WGJ6 KLH38_HUMAN BACK. 0TGGGAAGGACGTCAGTGCCAC0.582

+ 2 273FBXL6_uc003zbz.2_5'Flank|FBXL6_uc003zca.2_5'Flank|FBXL6_uc003zcb.2_5'Flank|FBXL6_uc010mfx.2_5'Flank|GPR172A_uc003zcd.1_Missense_Mutation_p.K39R|GPR172A_uc003zce.1_Missense_Mutation_p.K39R|GPR172A_uc010mfy.1_Missense_Mutation_p.K39R|GPR172A_uc003zcf.1_Missense_Mutation_p.K39R|GPR172A_uc011llc.1_IntronNM_024531 NP_078807 Q9HAB3 RFT3_HUMAN 0GTGGTGGTCAAAGAGCTTCCA0.647

+ 7 1364TEK_uc011lnn.1_Missense_Mutation_p.G308R|TEK_uc011lno.1_Intron|TEK_uc011lnp.1_Intron|TEK_uc003zqj.1_IntronNM_000459 NP_000450 Q02763 TIE2_HUMANEGF-like 3.|Extracellular (Potential). 12TGGTTTTTACGGGCCAGATTG0.473

- 10 1286SMU1_uc010mjo.1_Missense_Mutation_p.T393I|SMU1_uc010mjp.1_Intron|SMU1_uc011lnu.1_Missense_Mutation_p.T232INM_018225 NP_060695 Q2TAY7 SMU1_HUMAN WD 5. 1TGTCCCTGCGGTGCTGCCCAG0.398

+ 8 882GALT_uc003zvf.2_Missense_Mutation_p.R163H|GALT_uc003zvg.2_Missense_Mutation_p.R144H|GALT_uc003zvh.2_Missense_Mutation_p.R224H|GALT_uc011lop.1_Missense_Mutation_p.R224H|IL11RA_uc003zvi.2_5'FlankNM_000155 NP_000146 P07902 GALT_HUMAN 0CCTGCTGAGCGTGATGGTCAG0.617 rs111033831

- 2 709TMEM2_uc010mos.2_Missense_Mutation_p.R57W|TMEM2_uc011lsb.1_RNANM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2AAGGTTGCCCGGTCTTCTCGT0.468

- 3 575BICD2_uc004asp.1_Missense_Mutation_p.R173QNM_015250 NP_056065 Q8TD16 BICD2_HUMAN Potential. 1ACGAGCTTCCCGGAATTTGTA0.562

- 12 1803C9orf5_uc004bds.3_RNA|C9orf5_uc004bdr.3_Missense_Mutation_p.R583CNM_032012 NP_114401 Q9H330 CI005_HUMAN 1CTATTCTGACGACTGACATGC0.323

+ 15 2444CEP110_uc004bky.1_Missense_Mutation_p.R409C|CEP110_uc004bkz.1_Missense_Mutation_p.R253C|CEP110_uc004bla.1_Missense_Mutation_p.R253CNM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN 0TGGTTTGGTTCGTCCAGAAGA0.413 rs149200288

+ 9 1253PTGS1_uc011lys.1_Missense_Mutation_p.R348H|PTGS1_uc010mwb.1_Missense_Mutation_p.R264H|PTGS1_uc004bmf.1_Missense_Mutation_p.R373H|PTGS1_uc004bmh.1_Missense_Mutation_p.R264H|PTGS1_uc011lyt.1_Missense_Mutation_p.R264HNM_000962 NP_000953 P23219 PGH1_HUMAN 2TTCCAATACCGCAACCGCATT0.537



+ 8 864NEK6_uc004bof.2_Missense_Mutation_p.E257K|NEK6_uc004boh.2_Missense_Mutation_p.E273K|NEK6_uc010mwj.2_Missense_Mutation_p.E192K|NEK6_uc010mwk.2_Missense_Mutation_p.E239K|NEK6_uc004boi.2_Missense_Mutation_p.E239KNM_014397 NP_055212 Q9HC98 NEK6_HUMANProtein kinase. 3TCTGCTGTACGAGGTGAGTCT0.587

+ 15 1668GARNL3_uc011mad.1_Nonsense_Mutation_p.R401*|GARNL3_uc004bqt.1_Nonsense_Mutation_p.R204*NM_032293 NP_115669 Q5VVW2 GARL3_HUMAN 3GCTTAATAGACGATCTTTTAG0.408

+ 7 1185PTRH1_uc004brm.2_Intron|C9orf117_uc010mxl.1_RNANM_001012502 NP_001012520 Q5JU67 CI117_HUMAN 0CAGATGCACCGCGATGAAGAG0.592

- 17 1362GOLGA2_uc010mxw.2_Intron|GOLGA2_uc004buh.2_5'UTR|uc004bun.2_5'FlankNM_004486 NP_004477 Q08379 GOGA2_HUMANPotential.|Poly-Pro. 1CTCTGGGGGCGGGGGTTCAGC0.597

- 5 713RAPGEF1_uc004cbb.2_Missense_Mutation_p.V213M|RAPGEF1_uc010mzn.2_Missense_Mutation_p.V200M|RAPGEF1_uc004cbd.2_Missense_Mutation_p.V200MNM_005312 NP_005303 Q13905 RPGF1_HUMAN 7CCATCCAGCACAGCCTTGATG0.562

+ 4 464C9orf171_uc004cbo.2_Nonsense_Mutation_p.W103*NM_207417 NP_997300 Q6ZQR2 CI171_HUMAN 5ATCGGACGCTGGAACGTGTTC0.647

- 13 3980CAMSAP1_uc004cgq.3_Missense_Mutation_p.R1217Q|CAMSAP1_uc010nbg.2_Missense_Mutation_p.R1049QNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3CTTCCGCACCCGGTCTTCCTC0.657

- 26 4647NOTCH1_uc004cia.1_Nonsense_Mutation_p.C779*NM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|LNR 3. 856CCGCGCTGTTGCAGCCCTGGT0.706

+ 13 2069C9orf86_uc004cjj.1_Missense_Mutation_p.E602K|C9orf86_uc004cjk.1_RNA|C9orf86_uc010nbr.1_Intron|C9orf86_uc004cjl.1_RNA|C9orf86_uc010nbs.1_Missense_Mutation_p.E486K|C9orf86_uc004cjn.1_Missense_Mutation_p.E395KNM_024718 NP_078994 Q3YEC7 PARF_HUMAN 0TGTGACTGACGAGGATGAGGG0.647

- 17 2202C9orf167_uc011mew.1_Intron|PNPLA7_uc011mfa.1_Intron|PNPLA7_uc010ncj.1_Missense_Mutation_p.R647HNM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN cNMP 3. 1GATCACAGAGCGCAGCCGGCC0.682

+ 7 1057PLCXD1_uc011mgx.1_RNANM_018390 NP_060860 Q9NUJ7 PLCX1_HUMAN 0AGGGTTGTTCGTGGCCGGCAT0.612

+ 2 560SFRS17A_uc010ncx.1_Missense_Mutation_p.P122S|SFRS17A_uc004cqb.2_RNA|ASMT_uc004cqd.2_5'FlankNM_005088 NP_005079 Q02040 AK17A_HUMAN 0GATCGACTTCCCCACCCGCCA0.647

- 9 1412ARSE_uc011mhi.1_Missense_Mutation_p.R334C|ARSE_uc011mhh.1_Missense_Mutation_p.R413CNM_000047 NP_000038 P51690 ARSE_HUMAN 2CCGGGCACGCGGATCCCACCT0.602

+ 11 1453WWC3_uc010nds.2_Missense_Mutation_p.D83N|WWC3_uc010ndt.2_RNANM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4CATTCCCTTCGACTCTCTGGG0.647

+ 6 847HCCS_uc004cuj.2_Missense_Mutation_p.P194Q|HCCS_uc004cul.1_Missense_Mutation_p.P194QNM_005333 NP_005324 P53701 CCHL_HUMAN 0GAGTATTCACCAAGGGCACGA0.448

- 8 2449ARHGAP6_uc004cuo.1_RNA|ARHGAP6_uc004cur.1_Missense_Mutation_p.L526F|ARHGAP6_uc004cum.1_Missense_Mutation_p.L323F|ARHGAP6_uc004cun.1_Missense_Mutation_p.L346F|ARHGAP6_uc010neb.1_Missense_Mutation_p.L348F|ARHGAP6_uc011mif.1_Missense_Mutation_p.L323FNM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2ACGATGGAGAGGAACTGTAGC0.562

+ 5 725 NM_000531 NP_000522 P00480 OTC_HUMANOrnithine and carbamoyl phosphate binding. 2CCATCCTATCCAGATCCTGGC0.393

+ 5 1492RGN_uc004dha.1_Missense_Mutation_p.V175M|RGN_uc010nho.1_Missense_Mutation_p.V122M|RGN_uc010nhp.1_IntronNM_152869 NP_690608 Q15493 RGN_HUMAN 0GTCCTACTCCGTGGATGCCTT0.413

+ 4 504MAGIX_uc010nio.1_Intron|MAGIX_uc004dmt.2_Intron|MAGIX_uc004dmu.2_Missense_Mutation_p.V94M|MAGIX_uc004dmw.2_Missense_Mutation_p.V86MNM_024859 NP_079135 Q9H6Y5 MAGIX_HUMAN PDZ. 0TCCGCTGGCCGTGCGCGGGCT0.632

- 3 624SLC7A3_uc004dyo.2_Missense_Mutation_p.V156MNM_032803 NP_116192 Q8WY07 CTR3_HUMANExtracellular (Potential). 2ACATGGGGCACGTGCAGTGCA0.552

+ 6 1696NLGN3_uc010nlb.1_Missense_Mutation_p.S459L|NLGN3_uc004dzb.2_Missense_Mutation_p.S479L|NLGN3_uc004dzc.2_Missense_Mutation_p.S362L|NLGN3_uc011mps.1_Missense_Mutation_p.S459L|NLGN3_uc004dze.2_Missense_Mutation_p.S297LNM_018977 NP_061850 Q9NZ94 NLGN3_HUMANExtracellular (Potential). 1CGCTACGGCTCGCCTACCTAC0.562

+ 10 1801BCYRN1_uc011mpt.1_Intron|NONO_uc004dzn.2_Missense_Mutation_p.R364Q|NONO_uc004dzp.2_Missense_Mutation_p.R364Q|NONO_uc011mpv.1_Missense_Mutation_p.R275Q|NONO_uc004dzq.2_Missense_Mutation_p.R233QNM_001145408 NP_001138880 Q15233 NONO_HUMANPotential.|DBHS. 4GAAATGATGCGGCGACAGCAG0.517

+ 2 3355PCDH11X_uc004efl.1_Missense_Mutation_p.R837H|PCDH11X_uc004efo.1_Missense_Mutation_p.R837H|PCDH11X_uc010nmv.1_Missense_Mutation_p.R837H|PCDH11X_uc004efm.1_Missense_Mutation_p.R837H|PCDH11X_uc004efn.1_Missense_Mutation_p.R837H|PCDH11X_uc004efh.1_Missense_Mutation_p.R837H|PCDH11X_uc004efj.1_Missense_Mutation_p.R837HNM_032968 NP_116750 Q9BZA7 PC11X_HUMANCytoplasmic (Potential). 2GTAAGATGTCGCCAGGCACCA0.433

- 11 3180AMOT_uc004eps.2_Missense_Mutation_p.N651KNM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1TTTCCAGAGTATTGGAGTGGA0.428

- 1 439 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0TCCTCCTCCCCGAGGCCTTCC0.697

+ 19 1944 NM_003399 NP_003390 O43895 XPP2_HUMAN 0TTTGGGATCCGTCTCGAAGAT0.542

- 22 3127L1CAM_uc004fjc.2_Missense_Mutation_p.R1007W|L1CAM_uc010nuo.2_Missense_Mutation_p.R1002WNM_000425 NP_000416 P32004 L1CAM_HUMANExtracellular (Potential).|Fibronectin type-III 4. 9CCTCCTTCCCGTACGATGGCT0.627

- 13 2099FLNA_uc010nuu.1_Missense_Mutation_p.S617LNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 4. 6CTTAGCCTGCGATGGCCCTTC0.637

+ 10 919 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1AAGGCACGGGGGAAGAGTGGT0.642

+ 28 4881 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential). 3GGTGACAGACGGTTCCTTGGT0.627

- 3 189CPSF3L_uc001aef.1_Missense_Mutation_p.R50H|CPSF3L_uc009vjz.1_Missense_Mutation_p.R44H|CPSF3L_uc010nyj.1_Missense_Mutation_p.R15H|CPSF3L_uc001aeg.1_5'UTR|CPSF3L_uc001aeh.1_Intron|CPSF3L_uc001aei.1_Intron|CPSF3L_uc001aej.1_Intron|CPSF3L_uc001aek.1_Intron|CPSF3L_uc001aem.1_Missense_Mutation_p.R44H|CPSF3L_uc001ael.1_5'UTR|CPSF3L_uc001aen.1_3'UTRNM_017871 NP_060341 Q5TA45 INT11_HUMAN 0GTCAGGGAAGCGTCGCTAGGA0.617

+ 22 3926PLCH2_uc010nyz.1_3'UTR|PLCH2_uc009vle.1_Missense_Mutation_p.E970K|PLCH2_uc001ajj.1_3'UTR|PLCH2_uc001ajk.1_3'UTR|PLCH2_uc001ajl.1_Missense_Mutation_p.E70KNM_014638 NP_055453 O75038 PLCH2_HUMAN 5CATACCTGACGAACTGCAGCC0.687

+ 7 733PGD_uc001ard.2_Missense_Mutation_p.E135K|PGD_uc010oak.1_Missense_Mutation_p.E193K|PGD_uc010oal.1_Missense_Mutation_p.E202KNM_002631 NP_002622 P52209 6PGD_HUMAN 1GGCGCAGGACGAGATGGCCCA0.562

- 21 2602ATP13A2_uc001azz.1_5'Flank|ATP13A2_uc001bab.2_Splice_Site_p.K799_splice|ATP13A2_uc001bac.2_Splice_Site_p.K799_spliceNM_022089 NP_071372 Q9NQ11 AT132_HUMAN 4GTTAGCCTCACCTTAACGCCA0.632

+ 6 1125IGSF21_uc001bav.1_Missense_Mutation_p.R69SNM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4GCGCCCCTCCCGTGGCCTGAC0.637

- 37 4307MYOM3_uc001bil.3_Missense_Mutation_p.R275C|MYOM3_uc001bim.3_Missense_Mutation_p.R1039CNM_152372 NP_689585 Q5VTT5 MYOM3_HUMANIg-like C2-type 4. 3ACTTCCATGCGGTATCGGTCA0.542

+ 11 1428NIPAL3_uc001bjg.2_Splice_Site_p.D341_splice|NIPAL3_uc009vrc.2_Splice_Site_p.G259_splice|NIPAL3_uc001bji.2_3'UTRNM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0GCCATGCCAGGTAAGGTTAAA0.473

+ 11 1671ADC_uc001bws.2_Missense_Mutation_p.D362Y|ADC_uc009vue.2_Missense_Mutation_p.D362Y|ADC_uc001bwt.1_Missense_Mutation_p.D267Y|ADC_uc001bwu.2_Missense_Mutation_p.D267Y|ADC_uc001bwv.2_Missense_Mutation_p.D267Y|ADC_uc001bww.2_Missense_Mutation_p.D267Y|ADC_uc001bwx.1_Missense_Mutation_p.D339Y|ADC_uc009vug.2_Missense_Mutation_p.D382YNM_052998 NP_443724 Q96A70 ADC_HUMAN 2CCCGGCGGTTGATGGCTGTGA0.617

- 31 4891CSMD2_uc001bxm.1_Missense_Mutation_p.G1661E|CSMD2_uc001bxo.1_Missense_Mutation_p.G534ENM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential).|CUB 10. 12CACATACTGTCCCCCACAGGG0.547

+ 16 2758ZMYM4_uc009vuu.2_Missense_Mutation_p.A861E|ZMYM4_uc001byu.2_Missense_Mutation_p.A569E|ZMYM4_uc009vuv.2_Missense_Mutation_p.A632ENM_005095 NP_005086 Q5VZL5 ZMYM4_HUMAN 5GTATCATTGGCAAGTGCCCCT0.423

+ 3 278 NM_024097 NP_077002 Q9BV19 CA050_HUMAN Potential. 1TGAATTCATCCGAGCAAATGC0.358 rs150987262

- 3 676 NM_006516 NP_006507 P11166 GTR1_HUMANExtracellular (Potential). 5TCCCCATAGCGGTGGACCCAT0.597

+ 19 3119TIE1_uc010oke.1_Missense_Mutation_p.R969C|TIE1_uc009vwq.2_Missense_Mutation_p.R970C|TIE1_uc010okg.1_Missense_Mutation_p.R659CNM_005424 NP_005415 P35590 TIE1_HUMANCytoplasmic (Potential).|Protein kinase. 7CTCCTAGGGGCGTCTCCCTGT0.582 rs144134618

+ 2 844RNF220_uc001clw.1_Missense_Mutation_p.E162KNM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2AGATGGCAAGGAATATGACTT0.517

- 17 3570TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Missense_Mutation_p.E1093K|STIL_uc010omo.1_Missense_Mutation_p.E1122K|STIL_uc001crd.1_Missense_Mutation_p.E1140K|STIL_uc001cre.1_Missense_Mutation_p.E1139KNM_003035 NP_003026 Q15468 STIL_HUMAN 3GGAGGTTCCTCTTCATCTTCA0.393

- 9 1754C1orf168_uc009vzu.1_RNA|C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5GGGCCCTCAGGGCAGGGATTT0.463

+ 6 1087PGM1_uc010ooy.1_Splice_Site_p.D95_splice|PGM1_uc010ooz.1_Splice_Site_p.D310_spliceNM_002633 NP_002624 P36871 PGM1_HUMAN 3TTCTCCCCAAGGATCGAAACA0.383



- 8 1360JAK1_uc009wam.1_Nonsense_Mutation_p.E359*NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61TGAGTGATTTCAGGGAAGTAA0.373

+ 12 1301SFRS11_uc001det.2_Nonsense_Mutation_p.R393*|SFRS11_uc001deu.2_Nonsense_Mutation_p.R400*|SFRS11_uc001dev.2_Nonsense_Mutation_p.R203*|SFRS11_uc001dew.2_Nonsense_Mutation_p.R333*NM_004768 NP_004759 Q05519 SRS11_HUMAN 0 tgaaagagaacgatcaacaag0.159

+ 12 1365FAM73A_uc010ork.1_Missense_Mutation_p.D445N|FAM73A_uc010orl.1_Missense_Mutation_p.D407N|FAM73A_uc001dhy.1_3'UTRNM_198549 NP_940951 Q8NAN2 FA73A_HUMAN 1AGAGCAGACCGATCACTGGGG0.294 rs146380219

- 9 1183DENND2D_uc001eal.1_Missense_Mutation_p.V325ANM_024901 NP_079177 Q9H6A0 DEN2D_HUMAN DENN. 1ACAAAGATTGACCAGCAGGAC0.458

+ 3 332SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Nonsense_Mutation_p.C41*|SYCP1_uc009wgw.2_Nonsense_Mutation_p.C41*NM_003176 NP_003167 Q15431 SYCP1_HUMANAsp/Glu-rich (acidic). 1TCAACAAATGTACTGAAGATG0.318

- 4 574 NM_052891 NP_443123 Q96LB9 PGRP3_HUMAN 4ACCCTTCCTGGGCATCACTGG0.532

+ 20 2677PEAR1_uc001fqk.1_Missense_Mutation_p.G479ENM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3CGGCCAGGTGGGGCCCAAGGG0.667

- 16 2415 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 8. 8ACAAACCTGACGAGCAGCCAC0.463 rs145972324

+ 10 1469DDR2_uc001gcg.2_Missense_Mutation_p.T335MNM_001014796 NP_001014796 Q16832 DDR2_HUMANExtracellular (Potential). 6CGGTTTGTCACGGTGCCTCTC0.522 rs147483979

- 7 1074LMX1A_uc001gcz.1_Missense_Mutation_p.G285R|LMX1A_uc001gcw.1_Missense_Mutation_p.G3R|LMX1A_uc001gcx.1_Missense_Mutation_p.G36RNM_177398 NP_796372 Q8TE12 LMX1A_HUMAN 5TTCATGATTCCTTCCATCCCA0.577

+ 2 725LOC400794_uc001gdc.2_Intron|LOC400794_uc001gdd.2_Intron|LOC400794_uc009wvd.2_IntronNM_001005214 NP_001005214 Q8N7C0 LRC52_HUMANExtracellular (Potential).|LRRCT. 1TGACAGGGTGGCCCATCACCC0.552

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN2-11.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6TCTGGAGAAAGGGGCATCTGA0.502 rs140018525

+ 7 654PLA2G4A_uc010pos.1_IntronNM_024420 NP_077734 P47712 PA24A_HUMANPhospholipid binding (Probable).|PLA2c. 3AGTATGGCTCTGTGTGATCAG0.443

+ 2 499VASH2_uc001hju.2_Missense_Mutation_p.P99S|VASH2_uc001hjv.2_RNA|VASH2_uc001hjx.2_Missense_Mutation_p.P34S|VASH2_uc010ptn.1_5'UTR|VASH2_uc001hjw.2_Missense_Mutation_p.P99SNM_001136475 NP_001129947 Q86V25 VASH2_HUMAN 0ACCCCAGGTCCCAAACTACAG0.542

+ 4 552URB2_uc009xfd.1_Missense_Mutation_p.Y139CNM_014777 NP_055592 Q14146 URB2_HUMAN 3GCTGTCATCTACACGGCCAAA0.572

+ 8 2129 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B30.2/SPRY. 4GACAACAACCGCAGCTGGTTC0.607

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

+ 9 992PRPF18_uc001imq.2_RNANM_003675 NP_003666 Q99633 PRP18_HUMAN 1TTGGCCCATCGGTGTCACTAT0.413

+ 4 856PTER_uc001ioh.1_Missense_Mutation_p.Q217K|PTER_uc001ioi.1_Missense_Mutation_p.Q217K|PTER_uc009xjp.1_Missense_Mutation_p.Q217KNM_030664 NP_109589 Q96BW5 PTER_HUMAN 2CCGAATATTGCAAGAAGCAGG0.473

- 32 6413LOC387647_uc001iup.2_Intron|LOC387647_uc001iuq.1_Intron|SVIL_uc010qdw.1_Missense_Mutation_p.R801H|SVIL_uc001iuu.1_Missense_Mutation_p.R1461HNM_021738 NP_068506 O95425 SVIL_HUMAN Gelsolin-like 4. 6CACCTCTCCACGCACGCAGTA0.627

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGCGGAAAGAACA0.423

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

+ 7 1120 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GGAAATTATGAGTCCCGCAAA0.428

- 6 957PCDH15_uc010qhq.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qhr.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhs.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qht.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhu.1_Nonsense_Mutation_p.E188*|PCDH15_uc001jjv.1_Nonsense_Mutation_p.E166*|PCDH15_uc010qhv.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhw.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhx.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qhy.1_Nonsense_Mutation_p.E193*|PCDH15_uc010qhz.1_Nonsense_Mutation_p.E188*|PCDH15_uc010qia.1_Nonsense_Mutation_p.E166*|PCDH15_uc010qib.1_Nonsense_Mutation_p.E166*|PCDH15_uc001jjw.2_Nonsense_Mutation_p.E188*NM_033056 NP_149045 Q96QU1 PCD15_HUMANExtracellular (Potential).|Cadherin 2. 13ATAACATACTCTATCTGTCCA0.333

+ 3 413 CISD1_uc001jkd.3_RNANM_018464 NP_060934 Q9NZ45 CISD1_HUMANCytoplasmic (Potential). 0AAAACATAACGAAGAGACTGG0.403

- 19 3921DLG5_uc001jzi.2_Missense_Mutation_p.R39Q|DLG5_uc001jzj.2_Missense_Mutation_p.R699Q|DLG5_uc009xru.1_RNA|DLG5_uc001jzl.3_Missense_Mutation_p.R888QNM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8CACGACACTCCGCGGATATCT0.502

+ 9 2379ZRANB1_uc010qug.1_Missense_Mutation_p.R696WNM_017580 NP_060050 Q9UGI0 ZRAN1_HUMAN 2GAGTTCTCGGCGGCGAAATCA0.547

- 13 7474MKI67_uc001lkf.2_Missense_Mutation_p.P2067T|MKI67_uc009yav.1_Missense_Mutation_p.P2002T|MKI67_uc009yaw.1_Missense_Mutation_p.P1577TNM_002417 NP_002408 P46013 KI67_HUMAN16 X 122 AA approximate repeats.|12. 7TTTTCCTTAGGAGTCTGTGGC0.453

+ 12 2169HBG2_uc001mak.1_Intron|TRIM34_uc001mbh.2_Missense_Mutation_p.Q288R|TRIM34_uc009yeq.2_Missense_Mutation_p.Q43R|TRIM34_uc001mbi.2_Missense_Mutation_p.Q288R|TRIM78P_uc009yer.2_5'FlankNM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1AGGATGCTGCAAATGTTTAGA0.428

- 5 917ABCC8_uc010rcy.1_Missense_Mutation_p.Q264LNM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1GCAGAGCCGTTGGTAGTTGGT0.547

- 5 501USH1C_uc001mne.2_Missense_Mutation_p.G131E|USH1C_uc009yhb.2_Missense_Mutation_p.G131E|USH1C_uc001mng.2_RNA|USH1C_uc001mnd.2_Missense_Mutation_p.G95ENM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN PDZ 1. 1GATCTCGTCCCCTACCTTGAC0.552

+ 1 317CCDC86_uc001nqb.2_5'UTRNM_024098 NP_077003 Q9H6F5 CCD86_HUMAN Pro-rich. 0GTCTCCTCCGAGTGTGCAGCG0.662

+ 25 2969PLCB3_uc009ypg.1_Missense_Mutation_p.R990H|PLCB3_uc009yph.1_Missense_Mutation_p.R923H|PLCB3_uc009ypi.2_Missense_Mutation_p.R990HNM_000932 NP_000923 Q01970 PLCB3_HUMAN 2ACCCTCACCCGCCGCCTGCTG0.677

- 2 1150MAP6_uc001owv.2_Missense_Mutation_p.S362TNM_033063 NP_149052 Q96JE9 MAP6_HUMANCalmodulin-binding (By similarity). 0GCTGTAGAGGCTGCGTATTCT0.512

- 11 1351MRE11A_uc001pev.2_Missense_Mutation_p.R388W|MRE11A_uc009ywj.2_Missense_Mutation_p.R391WNM_005591 NP_005582 P49959 MRE11_HUMAN 5TTAGCTACCCGATCCACAAAT0.353

- 5 667CASP5_uc010ruz.1_Missense_Mutation_p.A225G|CASP5_uc010rvb.1_Missense_Mutation_p.A154G|CASP5_uc010rvc.1_Missense_Mutation_p.A70G|CASP5_uc009yxh.2_5'UTR|CASP5_uc010rvd.1_5'UTRNM_004347 NP_004338 P51878 CASP5_HUMAN 3GTCATAGTGAGCCCCATTCCT0.498

+ 6 850HTR3A_uc010rxa.1_Missense_Mutation_p.R206K|HTR3A_uc009yyx.2_Intron|HTR3A_uc010rxc.1_Missense_Mutation_p.R185KNM_213621 NP_998786 P46098 5HT3A_HUMANExtracellular (Potential). 0AAATCCGACAGGAGTGTCTTC0.493

- 22 4741ARHGAP32_uc009zcq.1_3'UTR|ARHGAP32_uc009zco.2_Missense_Mutation_p.R540W|ARHGAP32_uc001qez.2_Missense_Mutation_p.R1232WNM_001142685 NP_001136157 A7KAX9 RHG32_HUMANInteraction with GAB2. 5TGCACTCTCCGGATGGTAGGG0.557

+ 13 1608LEPREL2_uc001qqz.1_Missense_Mutation_p.G332E|LEPREL2_uc001qrb.1_Missense_Mutation_p.G332ENM_014262 NP_055077 Q8IVL6 P3H3_HUMAN 0GCCCGGGCTGGGACAGTGGGC0.662

+ 13 1779PTPN6_uc001qsa.1_Missense_Mutation_p.A515T|PTPN6_uc010sfr.1_Missense_Mutation_p.A474T|PTPN6_uc009zfl.1_Missense_Mutation_p.A513T|PTPN6_uc010sfs.1_Missense_Mutation_p.A501TNM_002831 NP_002822 P29350 PTN6_HUMANTyrosine-protein phosphatase. 1CGTGGCCATCGCCCAGTTCAT0.617

- 5 504KLRC1_uc009zhm.1_Missense_Mutation_p.R114C|KLRC1_uc001qym.2_Missense_Mutation_p.R96C|KLRC1_uc001qyn.2_Missense_Mutation_p.R114C|KLRC1_uc001qyo.2_Missense_Mutation_p.R96CNM_002259 NP_002250 P26715 NKG2A_HUMANExtracellular (Potential). 0CCACAATGACGTGCTAAATAA0.338

- 20 2511KIAA0528_uc010sir.1_Missense_Mutation_p.K576N|KIAA0528_uc010sis.1_Missense_Mutation_p.K761N|KIAA0528_uc010sit.1_Missense_Mutation_p.K763N|KIAA0528_uc010siu.1_Missense_Mutation_p.K761N|KIAA0528_uc001rfr.2_Missense_Mutation_p.K752NNM_014802 NP_055617 Q86YS7 K0528_HUMAN 4TAGATCGTAGTTTAAAGTACA0.274

- 3 971 NM_021044 NP_066382 O43323 DHH_HUMAN 2ACCCAGTCTCCGCGGTGCAGT0.677

- 2 573 NM_175068 NP_778238 Q86Y46 K2C73_HUMANRod.|Linker 1. 6AGGATGGGCTCCAGGTTATTC0.607

+ 19 2385KIF5A_uc010srr.1_Missense_Mutation_p.K637MNM_004984 NP_004975 Q12840 KIF5A_HUMAN 3GAGAAGCAGAAGACCATTGAT0.597

+ 17 2202 NM_007235 NP_009166 O43592 XPOT_HUMANNecessary for tRNA-binding, cytoplasmic localization and nuclear export.2GCGATGATCAACTTTTTATTT0.373

+ 15 3579NAV3_uc001syo.2_Missense_Mutation_p.R1136C|NAV3_uc010sub.1_Missense_Mutation_p.R636C|NAV3_uc009zsf.2_Missense_Mutation_p.R144CNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17CCTACAATATCGCAGCTTGCC0.512



+ 3 1201 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0GTGGAGTTTGCAGCCTTAGCC0.542

- 1 191MMAB_uc001tov.2_RNA|MMAB_uc001tow.2_RNA|MMAB_uc010sxq.1_Translation_Start_Site|MMAB_uc001tox.2_Missense_Mutation_p.V40M|MVK_uc001toy.3_5'Flank|MVK_uc009zvk.2_5'Flank|MVK_uc010sxr.1_5'Flank|MVK_uc001toz.3_5'Flank|MVK_uc001tpc.3_5'FlankNM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0CCGTCTTCCACGCCCTGAGGG0.692

- 2 284DDX54_uc001tuq.3_Missense_Mutation_p.R86CNM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3TTCTGGGCACGCACCATCTCC0.617

- 3 418SBNO1_uc010tao.1_Nonsense_Mutation_p.R139*|SBNO1_uc010taq.1_Intron|SBNO1_uc001uet.2_Nonsense_Mutation_p.R140*|SBNO1_uc001ueu.2_Nonsense_Mutation_p.R139*|SBNO1_uc001uev.2_Nonsense_Mutation_p.R138*|SBNO1_uc009zxy.1_Nonsense_Mutation_p.R105*NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATGGCATTTCGTACTGTTGGT0.418

- 12 2436 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11TCGTCCTCCTCCATGATGTCT0.612

+ 21 2472PDS5B_uc010abg.2_RNANM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN 4TACTATTGGTCATATTGCTCT0.393

- 11 3433C13orf23_uc001uwz.2_Missense_Mutation_p.G832SNM_025138 NP_079414 Q86XN7 CM023_HUMAN 5TCCACATACCCGGCTTGTGCA0.433

+ 7 771COG6_uc001uxi.2_Missense_Mutation_p.E172G|COG6_uc010acb.2_Missense_Mutation_p.E224GNM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2ACGGCTTATGAAAGACTTTAC0.264

+ 1 447 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMANHelical; Name=4; (Potential). 1TGGTTCTGTGGCTTGGGGGCT0.488

+ 21 4348FLJ10357_uc010aij.2_RNA|FLJ10357_uc010tln.1_IntronNM_018071 NP_060541 Q8TER5 ARH40_HUMAN 0CTTTCGCCGGGAGCCTGCTCC0.687

+ 12 1166CPNE6_uc010tnv.1_Missense_Mutation_p.R411Q|CPNE6_uc001wlm.2_Missense_Mutation_p.R181Q|CPNE6_uc001wln.2_5'UTRNM_006032 NP_006023 O95741 CPNE6_HUMAN VWFA. 3AGTGATAAGCGGTTCCCAGCT0.582 rs146313186

+ 7 870RNF31_uc001wmp.2_RNA|IRF9_uc010alj.2_IntronNM_006084 NP_006075 Q00978 IRF9_HUMAN 1GCTGAGCCCTCAGGCTCTGAG0.642

+ 8 2096FUT8_uc001xio.2_Missense_Mutation_p.R300H|FUT8_uc010tsp.1_Missense_Mutation_p.R137H|FUT8_uc001xir.3_Intron|FUT8_uc001xip.2_Missense_Mutation_p.R300H|FUT8_uc001xiq.2_Missense_Mutation_p.R171H|FUT8_uc001xis.2_IntronNM_178155 NP_835368 Q9BYC5 FUT8_HUMANSH3-binding (Potential).|Lumenal (Potential). 1CTTCATCCCCGTCCTCCATAT0.458

- 2 445DCAF5_uc001xkq.2_Missense_Mutation_p.R76C|DCAF5_uc001xkr.3_Missense_Mutation_p.R76C|DCAF5_uc001xks.2_Missense_Mutation_p.R76CNM_003861 NP_003852 Q96JK2 DCAF5_HUMAN WD 1. 2AGAACCCGGCGGTCATCTCCT0.488

+ 3 527KIAA0247_uc010aqz.2_Missense_Mutation_p.E46KNM_014734 NP_055549 Q92537 K0247_HUMANSushi.|Extracellular (Potential). 3CAGTGTCATCGAATACCTGTG0.557

- 7 830ABCD4_uc001xps.2_Missense_Mutation_p.H67Q|ABCD4_uc001xpt.2_Missense_Mutation_p.H67Q|ABCD4_uc010tur.1_Intron|ABCD4_uc001xpu.2_5'UTR|ABCD4_uc001xpv.2_RNANM_005050 NP_005041 O14678 ABCD4_HUMANABC transmembrane type-1. 4GAATCTGCATGTGCTTGAACC0.552

- 4 2590STON2_uc001xvk.1_Nonsense_Mutation_p.R797*|STON2_uc010tvt.1_Nonsense_Mutation_p.R594*NM_033104 NP_149095 Q8WXE9 STON2_HUMAN MHD. 5TCCGGCAGTCGGTTTATCCTC0.473

- 21 3415DICER1_uc010avh.1_Silent_p.L2L|DICER1_uc001ydv.2_Missense_Mutation_p.A1068V|DICER1_uc001ydx.2_Missense_Mutation_p.A1078V|DICER1_uc001ydy.1_5'FlankNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5TCCCACGCCAGCATCGCTGGC0.498

+ 3 1209BDKRB2_uc010avl.1_3'UTR|BDKRB2_uc010twu.1_Missense_Mutation_p.R311H|BDKRB2_uc001yfg.2_Missense_Mutation_p.R338HNM_000623 NP_000614 P30411 BKRB2_HUMANCytoplasmic (Potential). 5GTGGGCAAGCGCTTCCGAAAG0.567 rs148172749

+ 7 1316LOC727924_uc001yub.1_Intron|OR4N4_uc010tzv.1_Missense_Mutation_p.G112ENM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMANHelical; Name=3; (Potential). 5GGAGGGGAGGGATTACTCCTT0.512

- 17 2760TJP1_uc010azl.2_Missense_Mutation_p.R750H|TJP1_uc001zcq.2_Missense_Mutation_p.R766H|TJP1_uc001zcs.2_Missense_Mutation_p.R762HNM_003257 NP_003248 Q07157 ZO1_HUMANGuanylate kinase-like. 6 ATTATTTTTACGAAGTTTATG0.373

- 3 253ATPBD4_uc001ziz.2_Missense_Mutation_p.A48V|ATPBD4_uc001zjb.2_Missense_Mutation_p.A64VNM_080650 NP_542381 Q7L8W6 ATBD4_HUMAN 0AAGAGCCATTGCTTCTGCATA0.438

+ 6 810SQRDL_uc001zvu.2_Missense_Mutation_p.K207N|SQRDL_uc001zvv.2_Missense_Mutation_p.K207NNM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1CCCCTCAGAAGATCATGTACT0.478

- 11 1359CEP152_uc001zwz.2_Missense_Mutation_p.S442L|CEP152_uc001zxa.1_Missense_Mutation_p.S349LNM_014985 NP_055800 O94986 CE152_HUMAN Potential. 2CTCTTGTACTGACCCTGCAGA0.453

- 16 1722ATP8B4_uc010ber.2_Missense_Mutation_p.V400D|ATP8B4_uc010ufd.1_Intron|ATP8B4_uc010ufe.1_RNANM_024837 NP_079113 Q8TF62 AT8B4_HUMANCytoplasmic (Potential). 8TTGATAAGTAACTAGTGTTCC0.388

- 15 1738 NM_032802 NP_116191 Q8TCT8 PSL2_HUMAN 0TAATATTATTGCTGGACAATC0.333

- 40 5648MYO5A_uc002abx.3_Missense_Mutation_p.R1775C|MYO5A_uc010ugd.1_Missense_Mutation_p.R524CNM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Dilute. 4TGTATAGTACGAATGAACGAC0.333

+ 10 1927LIPC_uc010bfz.1_Missense_Mutation_p.S440N|LIPC_uc002afa.1_Missense_Mutation_p.S440N|LIPC_uc010bgb.1_Missense_Mutation_p.S338N|LIPC_uc010ugy.1_Missense_Mutation_p.S379NNM_000236 NP_000227 P11150 LIPC_HUMAN PLAT. 1ATCCCATGGAGCACAGGGCCG0.512 rs6079

+ 3 858MAP2K1_uc010ujp.1_Missense_Mutation_p.G106VNM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0TACATCGTGGGCTTCTATGGT0.507 rs121908596

+ 13 2163NEO1_uc010ukx.1_Missense_Mutation_p.R674Q|NEO1_uc010uky.1_Missense_Mutation_p.R674Q|NEO1_uc010ukz.1_Missense_Mutation_p.R98Q|NEO1_uc002avn.3_Missense_Mutation_p.R339QNM_002499 NP_002490 Q92859 NEO1_HUMANExtracellular (Potential).|Fibronectin type-III 3. 1ATTCGCTACCGAAAGGCCTCC0.483

- 6 687SNUPN_uc002bao.2_Missense_Mutation_p.C199W|SNUPN_uc002bap.2_Missense_Mutation_p.C241W|SNUPN_uc002baq.2_Missense_Mutation_p.C199W|SNUPN_uc002bar.2_Missense_Mutation_p.C199W|SNUPN_uc002bas.2_Missense_Mutation_p.C199WNM_005701 NP_005692 O95149 SPN1_HUMAN 1TCCCTACCTGGCAATCATAAA0.502

+ 20 4889C15orf42_uc010upv.1_RNANM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7CCCCGCCTCTCCCACAGCACA0.607

+ 9 1943WASH3P_uc002cdl.2_Missense_Mutation_p.G175S|WASH3P_uc002cdk.2_RNA|WASH3P_uc002cdp.2_Missense_Mutation_p.G175S|WASH3P_uc010bpo.2_RNA|WASH3P_uc002cdq.2_RNA|WASH3P_uc002cdr.2_RNANR_003659 0TGGGGGCATCGGCAAGGCCAA0.652

+ 6 1347ATF7IP2_uc002czv.2_Missense_Mutation_p.R374C|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.R374C|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0ACTTCAAAGACGTATTAAAAC0.289

+ 6 872TMC7_uc010vao.1_Missense_Mutation_p.G248R|TMC7_uc002dfp.2_Missense_Mutation_p.G248R|TMC7_uc010vap.1_Missense_Mutation_p.G138RNM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3CCTCTTTTACGGACATTACAC0.498

+ 8 1136TMC7_uc010vao.1_Intron|TMC7_uc002dfp.2_Missense_Mutation_p.A336T|TMC7_uc010vap.1_Missense_Mutation_p.A226TNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3TTATCTTCAGGCAGATCTGGA0.393

+ 3 546TMEM159_uc002dig.3_RNA|TMEM159_uc010vbf.1_Missense_Mutation_p.S86L|TMEM159_uc002dih.3_Missense_Mutation_p.S62LNM_020422 NP_065155 Q96B96 TM159_HUMANHelical; (Potential). 1ATTGTCATGTCGGCCGTTCCT0.527 rs145147020

- 5 2714 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11ATGGATTGTACCTGTTCGACG0.438

+ 15 1869PRKCB_uc002dme.2_Missense_Mutation_p.V558INM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9GGAACACAACGTAGCCTATCC0.443

+ 4 1020SETD1A_uc002eae.1_Missense_Mutation_p.D112YNM_014712 NP_055527 O15047 SET1A_HUMAN RRM. 3CTTCCTGAAGGATATGTGCCG0.547

+ 24 5152CHD9_uc002egy.2_Missense_Mutation_p.P1663L|CHD9_uc002ehc.2_Missense_Mutation_p.P1663L|CHD9_uc002ehf.2_Missense_Mutation_p.P777L|CHD9_uc010cbw.2_Missense_Mutation_p.P31LNM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7GTTTGGGTACCAGAACCAGAC0.338

+ 2 470GINS3_uc010cdj.2_Missense_Mutation_p.L127F|GINS3_uc002enj.3_Intron|GINS3_uc002eni.3_Missense_Mutation_p.L88FNM_022770 NP_073607 Q9BRX5 PSF3_HUMAN 0TTCTGTGGAACTCCCCAAGAT0.502

+ 2 1005CHST4_uc002fao.2_Missense_Mutation_p.R275HNM_005769 NP_005760 Q8NCG5 CHST4_HUMANLumenal (Potential). 0CTGCTTGTGCGCTATGAGGAC0.552

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

+ 3 996C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN15.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1GGTTTCCACACTGACCCCGAG0.687

+ 22 3359USP6_uc002gav.1_Missense_Mutation_p.G377C|USP6_uc010ckz.1_Missense_Mutation_p.G60C|uc002gbd.2_5'FlankNM_004505 NP_004496 P35125 UBP6_HUMAN 5GGCTTCACGTGGTGGGAAGAC0.637

- 7 1644DLG4_uc010vtm.1_RNA|DLG4_uc010vtn.1_Missense_Mutation_p.A45V|DLG4_uc010cly.2_Missense_Mutation_p.A102V|DLG4_uc010vto.1_Missense_Mutation_p.A145V|DLG4_uc002geu.2_Missense_Mutation_p.A102VNM_001365 NP_001356 P78352 DLG4_HUMAN PDZ 1. 2ATCCTGGGCCGCAGCCCCACC0.612



- 6 858GPS2_uc002gfw.1_Missense_Mutation_p.P161S|GPS2_uc002gfx.1_Missense_Mutation_p.P199S|NEURL4_uc002gfy.1_RNA|GPS2_uc002gfz.1_Missense_Mutation_p.P199SNM_004489 NP_004480 Q13227 GPS2_HUMAN 3GGCTGTGTGGGCCCATAGTGA0.567

- 11 2310SEZ6_uc010crx.1_5'Flank|SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.R706C|SEZ6_uc002hdq.1_Missense_Mutation_p.R581CNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2GTGTCATTGCGGGGCACCTCT0.612

- 1 112 NM_002279 NP_002270 Q14525 KT33B_HUMAN Head. 0CAGCTGGGGGGCACACAGGGC0.647

+ 4 598EFTUD2_uc002ihn.2_5'Flank|EFTUD2_uc010wje.1_5'Flank|EFTUD2_uc010wjf.1_5'Flank|CCDC103_uc002ihp.1_5'FlankNM_213607 NP_998772 Q8IW40 CC103_HUMAN 1AGCCTGGCGAGCACTGGGCGC0.632

- 18 2284SPAG9_uc002itb.2_Missense_Mutation_p.G678A|SPAG9_uc002itd.2_Missense_Mutation_p.G682A|SPAG9_uc002itf.2_Missense_Mutation_p.G513A|SPAG9_uc002ita.2_Missense_Mutation_p.G535A|SPAG9_uc002ite.2_Missense_Mutation_p.G522ANM_001130528 NP_001124000 O60271 JIP4_HUMAN 5TAAATTGACTCCAACAGCACA0.363

+ 1 904 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0CACAGCCACCGACACAGGCAG0.756

- 4 369GH2_uc002jcj.2_Missense_Mutation_p.R103C|CSH2_uc002jck.2_Intron|GH2_uc002jcl.1_Missense_Mutation_p.R103C|GH2_uc002jcm.1_Missense_Mutation_p.R103C|GH2_uc002jcn.1_Missense_Mutation_p.R88CNM_002059 NP_002050 P01242 SOM2_HUMAN 3AGGGAGATGCGGAGCAGCTCT0.647

- 25 3508ABCA9_uc010dez.2_IntronNM_080283 NP_525022 Q8IUA7 ABCA9_HUMANHelical; (Potential). 6AATCACATATGTCAAGAAAAC0.313

- 4 1648QRICH2_uc010wsz.1_Missense_Mutation_p.G416S|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5ACACCCTGACCTGTGCCAGAT0.368

- 10 1794UBE2O_uc002jrn.3_Missense_Mutation_p.H577Y|UBE2O_uc002jrl.3_Missense_Mutation_p.H180YNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5TCCAGGTGGTGCACAGGGAAG0.597

+ 5 4530 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21AAAGAAGTCCGGTGAGGTTCC0.592

+ 6 1764 NM_001194 NP_001185 Q9UL51 HCN2_HUMANcAMP.|Cytoplasmic (Potential). 0GGGTGACTACATCATCCGCGA0.592

+ 19 2378EVI5L_uc010xjz.1_Missense_Mutation_p.V753INM_145245 NP_660288 Q96CN4 EVI5L_HUMAN 1GCTACTTGGCGTAGGCGTGGG0.701

- 11 1300FARSA_uc002mvt.2_RNA|FARSA_uc010xmv.1_Missense_Mutation_p.E387K|FARSA_uc010dyy.1_Missense_Mutation_p.E339KNM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1CTGAACACCTCCATGCTGGGC0.612

+ 1 288 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1GCCAGTGCCGGGACCCAAGGA0.657

- 5 701SLC1A6_uc010dzu.1_Missense_Mutation_p.E231D|SLC1A6_uc010xod.1_Missense_Mutation_p.E167D|SLC1A6_uc002nab.2_Missense_Mutation_p.E231D|SLC1A6_uc002nac.2_Missense_Mutation_p.E231DNM_005071 NP_005062 P48664 EAA4_HUMANExtracellular (Potential). 6TGGTTCCGTTCTCCACTGAGA0.587

- 15 2525PDE4C_uc002nik.3_Missense_Mutation_p.A682G|PDE4C_uc002nil.3_Missense_Mutation_p.A682G|PDE4C_uc002nif.3_Missense_Mutation_p.A451G|PDE4C_uc002nig.3_Missense_Mutation_p.A397G|PDE4C_uc002nih.3_Missense_Mutation_p.A452G|PDE4C_uc010ebk.2_Missense_Mutation_p.A576G|PDE4C_uc002nii.3_Missense_Mutation_p.A650G|PDE4C_uc010ebl.2_Missense_Mutation_p.A396GNM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5GGCCTCTTTGGCTAAAGCTGT0.443

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

- 4 1419ZNF43_uc010ecv.2_Missense_Mutation_p.E424V|ZNF43_uc002nql.2_Missense_Mutation_p.E424V|ZNF43_uc002nqm.2_Missense_Mutation_p.E424V|ZNF43_uc002nqk.2_Missense_Mutation_p.E360VNM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 10. 2TTTGCCACATTCTTCACATTT0.398

- 5 1782ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TTAATAAAGGTTTTGCCACAT0.398

+ 4 342HPN_uc002nxr.1_Missense_Mutation_p.G33R|HPN_uc002nxs.1_Intron|HPN_uc010xsh.1_5'UTR|HPN_uc002nxt.1_5'UTRNM_002151 NP_002142 P05981 HEPS_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).2GACAGCCATCGGGGCGGCATC0.657

- 5 608 NM_004646 NP_004637 O60500 NPHN_HUMANIg-like C2-type 2.|Extracellular (Potential). 5GTTTCCACACCTGGCTGTGGC0.547

- 7 2439PRX_uc002onq.2_Missense_Mutation_p.L585F|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|47.2ATCTCTGGGAGCTTCATGTCA0.577

+ 7 726RAB4B_uc002opc.1_RNA|RAB4B_uc002opd.1_Missense_Mutation_p.V206M|RAB4B_uc002ope.1_RNA|RAB4B_uc002opf.1_Missense_Mutation_p.V232MNM_080732 NP_542770 Q96KS0 EGLN2_HUMAN 2TGCCCAGGCCGTGGCCCCTCA0.682 rs138801573

+ 2 669GPR77_uc002pgk.1_Missense_Mutation_p.V151MNM_018485 NP_060955 Q9P296 C5ARL_HUMANHelical; Name=4; (Potential). 1GGCGTGCGGGGTGCAGGTGGC0.687

- 12 2942 NM_001080434 NP_001073903 6TTCTCTCTCGGGGGACCCCAG0.652

+ 1 282SIGLEC9_uc010yct.1_Missense_Mutation_p.A72VNM_014441 NP_055256 Q9Y336 SIGL9_HUMANExtracellular (Potential).|Ig-like V-type. 1GACCAGGATGCTCCAGTGGCC0.597

- 4 603LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_Missense_Mutation_p.L113M|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_Missense_Mutation_p.L113M|LILRB2_uc010yet.1_Translation_Start_Site|LILRB2_uc010yeu.1_RNANM_005874 NP_005865 Q8N423 LIRB2_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1ACCAGCACCAGGGGGTCACTG0.612

- 7 1009LILRA5_uc002qff.2_Missense_Mutation_p.A285TNM_021250 NP_067073 A6NI73 LIRA5_HUMANCytoplasmic (Potential). 1CACCTTCCAGCTGCAGCTTGG0.537

+ 6 1683NLRP2_uc010yfp.1_Missense_Mutation_p.G510W|NLRP2_uc010esn.2_Missense_Mutation_p.G509W|NLRP2_uc010eso.2_Missense_Mutation_p.G530W|NLRP2_uc010esp.2_Missense_Mutation_p.G511WNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2CTGGGACATTGGGGACGTACA0.557

+ 3 1256ZNF460_uc010ygv.1_Missense_Mutation_p.E271KNM_006635 NP_006626 Q14592 ZN460_HUMAN C2H2-type 5. 0CGCATGCAGCGAATGTGGAAA0.463 rs146815063

- 16 3293MYT1L_uc002qxd.2_Missense_Mutation_p.D820E|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6TTTTGGTGTAGTCTACGGGCA0.537

- 30 5059KIDINS220_uc010yiv.1_Intron|KIDINS220_uc002qzd.2_Missense_Mutation_p.R1527Q|KIDINS220_uc002qzb.2_Missense_Mutation_p.R480QNM_020738 NP_065789 Q9ULH0 KDIS_HUMANCytoplasmic (Potential). 4TGGGATTCCCCGCTTTCCGCT0.483

+ 3 1247KCNS3_uc002rcw.2_Missense_Mutation_p.F266LNM_002252 NP_002243 Q9BQ31 KCNS3_HUMANHelical; Name=Segment S3; (Potential). 4TATTATTCCCTTCTATGCCAC0.498

- 12 4254ASXL2_uc002rgt.1_Missense_Mutation_p.V828INM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1CTACCTGGTACAGCAGAGTTA0.498

+ 1 4409ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN 1AGACCTCTTCGACTGCCCAAG0.502

- 20 1541MAP4K3_uc002rrp.2_Missense_Mutation_p.P463S|MAP4K3_uc010yns.1_Missense_Mutation_p.P37SNM_003618 NP_003609 Q8IVH8 M4K3_HUMAN 8TTGTGTGGGGGTAATCTGGGA0.453

+ 14 1845EML4_uc010fap.2_Missense_Mutation_p.G470E|EML4_uc002rsj.2_Missense_Mutation_p.G217E|EML4_uc010faq.2_5'UTR|EML4_uc010ynv.1_5'UTRNM_019063 NP_061936 Q9HC35 EMAL4_HUMAN WD 5. 250ACTGGAGGAGGGAAAGACAGA0.338

+ 52 6168DYSF_uc010feg.2_Missense_Mutation_p.R1962H|DYSF_uc010feh.2_Missense_Mutation_p.R1938H|DYSF_uc002sig.3_Missense_Mutation_p.R1917H|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.R1952H|DYSF_uc010fef.2_Missense_Mutation_p.R1969H|DYSF_uc010fei.2_Missense_Mutation_p.R1948H|DYSF_uc010fek.2_Missense_Mutation_p.R1949H|DYSF_uc010fej.2_Missense_Mutation_p.R1939H|DYSF_uc010fel.2_Missense_Mutation_p.R1918H|DYSF_uc010feo.2_Missense_Mutation_p.R1963H|DYSF_uc010fem.2_Missense_Mutation_p.R1953H|DYSF_uc010fen.2_Missense_Mutation_p.R1970H|DYSF_uc002sif.2_Missense_Mutation_p.R1932H|DYSF_uc010yqy.1_Missense_Mutation_p.R812H|DYSF_uc010yqz.1_Missense_Mutation_p.R692HNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7GATCTCAACCGCATGCCCAAG0.547

- 7 867 NM_014014 NP_054733 O75643 U520_HUMAN 10TCAATATCCCGAGGGTGCAAA0.478

+ 5 674WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNANM_182905 NP_878908 0CCAAGGTGGGCACTTGATGTC0.612

+ 16 1433MARCO_uc010yyf.1_Missense_Mutation_p.R356QNM_006770 NP_006761 Q9UEW3 MARCO_HUMANSRCR.|Extracellular (Potential). 6AACCGAGGCCGGGCTGAAGTT0.527

+ 17 2361PTPN4_uc010flj.1_Missense_Mutation_p.F243L|PTPN4_uc010yyr.1_Missense_Mutation_p.F163LNM_002830 NP_002821 P29074 PTN4_HUMAN PDZ. 2GGTTTGGATTCAATGTAAAGG0.264

- 34 4103CLASP1_uc010yyv.1_Missense_Mutation_p.R284Q|CLASP1_uc002tmz.2_Missense_Mutation_p.R323Q|CLASP1_uc002tna.2_Missense_Mutation_p.R284Q|CLASP1_uc010yyw.1_RNA|CLASP1_uc002tnb.2_RNA|CLASP1_uc010yyx.1_RNA|CLASP1_uc010yyy.1_RNA|CLASP1_uc010yyz.1_Missense_Mutation_p.R1179Q|CLASP1_uc010yza.1_Missense_Mutation_p.R1171Q|CLASP1_uc010yzb.1_RNA|CLASP1_uc010yzc.1_RNA|CLASP1_uc002tmy.2_Missense_Mutation_p.R74Q|CLASP1_uc002tnf.2_Missense_Mutation_p.R140QNM_015282 NP_056097 Q7Z460 CLAP1_HUMAN 2CAGAGCTGTCCGGCCTCCTTC0.652

+ 6 590 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANMyosin head-like. 2CCACCATCAGTGGCCAGCATT0.622

- 7 914ZRANB3_uc002tuk.2_5'UTR|ZRANB3_uc002tul.2_Missense_Mutation_p.P266L|ZRANB3_uc002tun.1_Missense_Mutation_p.P206LNM_032143 NP_115519 Q5FWF4 ZRAB3_HUMAN 2GACTTTAGGGGGTAGCTGGGT0.378

- 45 5689 NM_004543 NP_004534 P20929 NEBU_HUMAN 20GCTCCGGAAGCCAATGTGTTT0.443 rs34778227



+ 6 1987DHRS9_uc002ueq.2_Missense_Mutation_p.N161K|DHRS9_uc010zdc.1_Missense_Mutation_p.N221K|DHRS9_uc010zdd.1_Missense_Mutation_p.N161K|DHRS9_uc010zde.1_Missense_Mutation_p.N161KNM_005771 NP_005762 Q9BPW9 DHRS9_HUMAN 0GAGTTATTAATGTCTCCAGTG0.428

- 25 2576PGAP1_uc002utx.2_Missense_Mutation_p.N647S|PGAP1_uc010fsi.2_Missense_Mutation_p.N95SNM_024989 NP_079265 Q75T13 PGAP1_HUMANHelical; (Potential). 4TGTTAGTAAGTTAATCACAGT0.353

- 3 2599 NM_020814 NP_065865 Q9P2E8 MARH4_HUMANHelical; (Potential). 1CCATACATCCCGTAGCAGATC0.557

+ 9 1816SMARCAL1_uc010fvf.2_Splice_Site|SMARCAL1_uc002vgd.3_Splice_Site_p.A496_splice|SMARCAL1_uc010fvg.2_Splice_Site_p.A496_spliceNM_014140 NP_054859 Q9NZC9 SMAL1_HUMAN 7GTCATCCACAGGCCTTCCTTC0.557

- 1 3044 NM_005544 NP_005535 P35568 IRS1_HUMAN 12TAGCTCTGACGGGGACAACTC0.632

+ 10 1224CHRND_uc010zmg.1_Missense_Mutation_p.R392Q|CHRND_uc010fyc.2_Missense_Mutation_p.R280Q|CHRND_uc010zmh.1_Missense_Mutation_p.R213QNM_000751 NP_000742 Q07001 ACHD_HUMANCytoplasmic (Potential). 3CAGTCAGAGCGGCATGGGCTG0.632

+ 8 842DGKD_uc002vuj.1_Missense_Mutation_p.S233L|DGKD_uc010fyh.1_Missense_Mutation_p.S144L|DGKD_uc010fyi.1_5'Flank|DGKD_uc002vuk.1_Missense_Mutation_p.S144LNM_152879 NP_690618 Q16760 DGKD_HUMANPhorbol-ester/DAG-type 2. 5GTTCACACATCGTGTAAAGAA0.552

+ 4 1549SH3BP4_uc010fym.2_Missense_Mutation_p.E386Q|SH3BP4_uc002vvq.2_Missense_Mutation_p.E386QNM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4GAGCAACCTGGAGGTGAAAAC0.537

+ 4 1048SIRPA_uc010zps.1_Missense_Mutation_p.V210M|SIRPA_uc002wfr.2_Missense_Mutation_p.V230M|SIRPA_uc002wfs.2_Missense_Mutation_p.V230M|SIRPA_uc002wft.2_Missense_Mutation_p.V230MNM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like C1-type 1.|Extracellular (Potential). 1CATCTGCGAGGTGGCCCACGT0.612

- 36 3425C20orf194_uc002wij.3_Missense_Mutation_p.G864V|C20orf194_uc002wik.2_Missense_Mutation_p.G799VNM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0AAATTGGGTGCCATTATAAAA0.453

- 3 495BFSP1_uc002wpp.2_Missense_Mutation_p.L27F|BFSP1_uc010zrn.1_Missense_Mutation_p.L13F|BFSP1_uc010zro.1_Missense_Mutation_p.L13FNM_001195 NP_001186 Q12934 BFSP1_HUMAN Rod.|Coil 1B. 1GGTTATGCAGCAAGGCTTCAT0.488

+ 2 133FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0TCAGATGCAATTGGACCAAGA0.343

+ 7 1117DNMT3B_uc010ztx.1_RNA|DNMT3B_uc010zty.1_RNA|DNMT3B_uc002wyd.2_Missense_Mutation_p.D266N|DNMT3B_uc002wye.2_Missense_Mutation_p.D266N|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.D224N|DNMT3B_uc010zua.1_Missense_Mutation_p.D190N|DNMT3B_uc002wyf.2_Missense_Mutation_p.D278N|DNMT3B_uc002wyg.2_5'FlankNM_006892 NP_008823 Q9UBC3 DNM3B_HUMANPWWP.|Interaction with DNMT1 and DNMT3A. 5GTGGTTTGGCGATGGCAAGTT0.617

+ 3 223BPIL3_uc010zud.1_Missense_Mutation_p.P14TNM_174897 NP_777557 Q8NFQ5 BPIL3_HUMAN 2TGTCCAGCTGCCCGTCATCAC0.562

- 2 303CDK5RAP1_uc002wyy.2_5'UTR|CDK5RAP1_uc002wyz.2_Missense_Mutation_p.A60V|CDK5RAP1_uc002wza.2_Missense_Mutation_p.A60V|CDK5RAP1_uc010gel.2_Intron|CDK5RAP1_uc010gem.2_Missense_Mutation_p.A60V|CDK5RAP1_uc002wzc.1_Missense_Mutation_p.A60V|CDK5RAP1_uc010gen.2_Missense_Mutation_p.A60VNM_016408 NP_057492 Q96SZ6 CK5P1_HUMANCDK5 activation inhibition. 5CGGTCCAGCAGCCAGCCTGGA0.522

- 4 999SNTA1_uc010zuf.1_Missense_Mutation_p.G243CNM_003098 NP_003089 Q13424 SNTA1_HUMAN PH 1. 1GTGTCTTGACCATCTGCCGAG0.597

+ 30 3958 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2ACTCTGACCCGCGCCAAGGTG0.617

- 12 2869 NM_003185 NP_003176 O00268 TAF4_HUMAN 3TCATCCTTCCTCTGCTTTTCG0.527

+ 5 1468OPRL1_uc002yid.2_Missense_Mutation_p.V356M|OPRL1_uc002yif.3_Missense_Mutation_p.V351MNM_182647 NP_872588 P41146 OPRX_HUMANCytoplasmic (Potential). 2TGCCAAGGACGTGGCCCTGGC0.652

+ 7 1487 NM_014586 NP_055401 P57058 HUNK_HUMAN 2CACATCCTGGCCATCTACTTC0.547

+ 19 3348UMODL1_uc002zad.1_Missense_Mutation_p.M1044I|UMODL1_uc002zae.1_Missense_Mutation_p.M1172I|UMODL1_uc002zag.1_Missense_Mutation_p.M1244I|UMODL1_uc002zal.1_Missense_Mutation_p.M66I|UMODL1_uc010gpa.1_5'FlankNM_001004416 NP_001004416 Q5DID0 UROL1_HUMANExtracellular (Potential).|ZP. 3TTACCGAAATGCAGTTGTTTA0.517

- 1 881C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198691 NP_941964 P60331 KR101_HUMAN 1GCAGGCCGGGCGGGAGCACGC0.716

+ 15 2865PCNT_uc002zjj.2_Missense_Mutation_p.E802KNM_006031 NP_006022 O95613 PCNT_HUMAN 8GGCGGAGCTCGAGGCCAGACA0.642

- 4 424BPIL2_uc010gwo.2_5'UTR|BPIL2_uc011amb.1_IntronNM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2ATAATGATACCGGTAAAGTAG0.498

+ 4 1154 NM_030642 NP_085145 Q9BWW9 APOL5_HUMAN 0CCCTGGCCTGTTGTGGAGCAC0.592

+ 10 3566TNRC6B_uc003aym.2_Missense_Mutation_p.R372C|TNRC6B_uc003ayn.3_Missense_Mutation_p.R1066C|TNRC6B_uc003ayo.2_Missense_Mutation_p.R923CNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0ATCTGGGTTCCGTCCACCTAA0.408

- 12 3585BRD1_uc011arf.1_Missense_Mutation_p.R759Q|BRD1_uc011arg.1_Missense_Mutation_p.R1082Q|BRD1_uc011arh.1_Missense_Mutation_p.R1033Q|BRD1_uc003biu.3_Missense_Mutation_p.R1164QNM_014577 NP_055392 O95696 BRD1_HUMAN 1AAAAGCGATCCGCACGGCCTT0.582

+ 2 552NR1D2_uc010hfd.2_RNA|NR1D2_uc011awk.1_Missense_Mutation_p.T3KNM_005126 NP_005117 Q14995 NR1D2_HUMAN 3TCTATGAAAACAAGCAAATCG0.378

- 18 2221CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc003cfv.2_Missense_Mutation_p.V396M|CLASP2_uc011axu.1_Missense_Mutation_p.V400M|CLASP2_uc003cfw.2_Missense_Mutation_p.V396M|CLASP2_uc011axt.1_Missense_Mutation_p.V198MNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4CCGCTTCGCACAGACTGTCCA0.522

- 12 4389 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CCTTCCCTGTTCAGCAGGTCT0.547

+ 10 985 NM_018725 NP_061195 Q9NRM6 I17RB_HUMANCytoplasmic (Potential). 3GTGGAGGCACGGTAAGGGTTA0.458 rs61751221

+ 7 1211HHLA2_uc011bhl.1_Nonsense_Mutation_p.W284*|HHLA2_uc010hpu.2_Nonsense_Mutation_p.W348*|HHLA2_uc003dwz.2_Nonsense_Mutation_p.W348*NM_007072 NP_009003 Q9UM44 HHLA2_HUMANHelical; (Potential). 1AAGGCTTATGGATTTTGGTGC0.413

+ 3 1386 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANSema.|Extracellular (Potential). 3CAGGAGGGCAGCCCCATCCTG0.662

- 6 855THPO_uc003fom.1_Missense_Mutation_p.T210A|THPO_uc003fon.2_Missense_Mutation_p.Y175C|THPO_uc011bro.1_Missense_Mutation_p.Y171C|THPO_uc003fop.2_Missense_Mutation_p.Y171C|THPO_uc011brp.1_Intron|THPO_uc011brq.1_Intron|THPO_uc003for.1_RNA|THPO_uc003fos.1_RNANM_000460 NP_000451 P40225 TPO_HUMAN 1CCAGAGCCAGTAGTTCTGGCT0.542

+ 16 2033PDE6B_uc003gao.3_Missense_Mutation_p.M660I|PDE6B_uc011buy.1_Missense_Mutation_p.M381I|PDE6B_uc011buz.1_Missense_Mutation_p.M92INM_000283 NP_000274 P35913 PDE6B_HUMAN 0TCCACCTGATGGACATCGCCA0.692

+ 2 549GRK4_uc003ggo.1_Missense_Mutation_p.E32K|GRK4_uc003ggp.1_Intron|GRK4_uc003ggq.1_IntronNM_182982 NP_892027 P32298 GRK4_HUMAN N-terminal. 1AAAATGGAAGGAGATACTGAC0.403

+ 7 920BST1_uc003goi.2_Missense_Mutation_p.S53NNM_004334 NP_004325 Q10588 BST1_HUMAN 1GGGGAAGGCAGCATGAAAGTC0.393

+ 1 230 NM_001079827 NP_001073296 A0PK11 CLRN2_HUMAN 0TGTCAGACTGGAGTGGATCTG0.537

- 2 477UGDH_uc011byp.1_Intron|UGDH_uc003gul.1_Missense_Mutation_p.E54VNM_003359 NP_003350 O60701 UGDH_HUMAN 4TATGTTTACCTCATAAATAGG0.303

- 7 1026USP46_uc003gzm.3_Missense_Mutation_p.R274W|USP46_uc011bzr.1_Missense_Mutation_p.R258W|USP46_uc011bzs.1_Missense_Mutation_p.R165WNM_022832 NP_073743 P62068 UBP46_HUMAN 1TTGAAGAGCCGGAGTTCCAGA0.547

- 8 1169UGT2B10_uc011can.1_Missense_Mutation_p.T261A P36537 UDB10_HUMAN 5TGGTAGATTGTCTCGTAGATG0.403 rs13118402

+ 11 1366SLC4A4_uc010iic.2_Missense_Mutation_p.G417W|SLC4A4_uc010iib.2_Missense_Mutation_p.G417W|SLC4A4_uc003hfz.2_Missense_Mutation_p.G417W|SLC4A4_uc003hgc.3_Missense_Mutation_p.G373W|SLC4A4_uc010iid.2_5'UTR|SLC4A4_uc003hga.2_Missense_Mutation_p.G295W|SLC4A4_uc003hgb.3_Missense_Mutation_p.G373WNM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMANCytoplasmic (Potential). 5TCAGATGAATGGGGATACGCC0.443

+ 21 2914FRAS1_uc003hkw.2_Missense_Mutation_p.S825NNM_025074 NP_079350 Q86XX4 FRAS1_HUMANFU 9.|Extracellular (Potential). 5AACACTGGGAGCATCTGCCTC0.577

+ 5 942NUDT9_uc003hqr.2_Missense_Mutation_p.C157R|NUDT9_uc010ikl.2_Missense_Mutation_p.C175RNM_024047 NP_076952 Q9BW91 NUDT9_HUMANNudix hydrolase. 0AAGGAAAGACTGTGGAGAATG0.348

- 4 1250DKK2_uc003hyj.1_3'UTRNM_014421 NP_055236 Q9UBU2 DKK2_HUMAN 5TCGTAGGCAGGGGTCTCCTTC0.433

+ 6 822PHF17_uc003igj.2_Missense_Mutation_p.R181Q|PHF17_uc003igl.2_Missense_Mutation_p.R169Q|PHF17_uc011cgy.1_Missense_Mutation_p.R181Q|PHF17_uc003igm.2_Missense_Mutation_p.R181QNM_199320 NP_955352 Q6IE81 JADE1_HUMAN 0TTTGAGCAGCGATGCTACGAC0.428

- 3 540SETD7_uc003ihx.2_Missense_Mutation_p.T85MNM_030648 NP_085151 Q8WTS6 SETD7_HUMAN 2GTCTACATACGTGCCCTGGAG0.507 rs139666025



- 12 1600TTC29_uc010ipc.2_RNA|TTC29_uc003ikx.3_Missense_Mutation_p.S484L|TTC29_uc010ipd.1_Missense_Mutation_p.S457LNM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0CAAACGTTCTGAGTTTTGAGA0.308

+ 10 1491KLHL2_uc011cjm.1_Missense_Mutation_p.S415N|KLHL2_uc003irc.2_Missense_Mutation_p.S323N|KLHL2_uc010ira.2_Missense_Mutation_p.S64NNM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 3. 0TTTGATGGGAGTACAGGTAAT0.418

- 3 732SLC9A3_uc011clx.1_Missense_Mutation_p.E207GNM_004174 NP_004165 P48764 SL9A3_HUMANCytoplasmic (Potential). 0GAACAGGACCTCGTTGACATG0.642

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6CACCAGAGGACACACACAGGG0.602 rs111488757

- 7 1588CDH10_uc011cnu.1_Splice_SiteNM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN 12GGCACACTTACCTAATGGGGC0.259

+ 5 744DNAJC21_uc003jjb.2_Nonsense_Mutation_p.R173*|DNAJC21_uc010iuu.1_Nonsense_Mutation_p.R57*NM_001012339 NP_001012339 Q5F1R6 DJC21_HUMAN 2ATATGATACACGACAGGCTTC0.413 rs150576702

+ 10 3303NIPBL_uc003jkk.3_Missense_Mutation_p.P935L|NIPBL_uc003jkm.1_Missense_Mutation_p.P814LNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9AAAGCACACCCTGACAATAAG0.373

+ 2 762MARVELD2_uc010ixf.2_Missense_Mutation_p.G235S|MARVELD2_uc003jwr.1_Missense_Mutation_p.G235S|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANMARVEL.|Helical; (Potential). 0TGGCATGGGAGGCGTTGGTGG0.498

+ 16 4383ZFYVE16_uc003kgq.3_Nonsense_Mutation_p.R1361*|ZFYVE16_uc003kgs.3_Nonsense_Mutation_p.R1361*|ZFYVE16_uc003kgt.3_Nonsense_Mutation_p.R449*|ZFYVE16_uc003kgu.3_Nonsense_Mutation_p.R113*NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0GCTAGCTTTACGAGAACAGAA0.388

+ 77 16610GPR98_uc003kjt.2_Missense_Mutation_p.R3211Q|GPR98_uc003kjw.2_Missense_Mutation_p.R1166QNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GTGGGTTCTCGGCTGGCAGTG0.448

+ 21 2812ANKRD32_uc003kks.2_Missense_Mutation_p.E275GNM_032290 NP_115666 Q9BQI6 ANR32_HUMAN 2GCTAAGGGAGAATTGCCCTTG0.378

+ 23 5344KDM3B_uc010jew.1_Missense_Mutation_p.R1371H|KDM3B_uc011cys.1_Missense_Mutation_p.R747HNM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN JmjC. 11CACTGTTTCCGCCTGACTCAG0.428

- 9 1654PPP2R2B_uc010jgm.2_Missense_Mutation_p.A366T|PPP2R2B_uc003log.3_Missense_Mutation_p.A377T|PPP2R2B_uc003lof.3_Missense_Mutation_p.A377T|PPP2R2B_uc003loi.3_Missense_Mutation_p.A380T|PPP2R2B_uc003loh.3_Missense_Mutation_p.A377T|PPP2R2B_uc003loj.3_Missense_Mutation_p.A357T|PPP2R2B_uc003lok.3_Missense_Mutation_p.A366T|PPP2R2B_uc011dbu.1_Missense_Mutation_p.A383T|PPP2R2B_uc011dbv.1_Missense_Mutation_p.A435TNM_004576 NP_004567 Q00005 2ABB_HUMAN 2TCCCTCGAAGCCTCAAGGGTC0.527

- 2 1340 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2GTGCGGTAGCGGTACAGGTAC0.627

- 13 1991DBN1_uc011dga.1_Missense_Mutation_p.A339S|DBN1_uc003mgx.2_Missense_Mutation_p.A609S|DBN1_uc010jkn.1_Missense_Mutation_p.A557SNM_004395 NP_004386 Q16643 DREB_HUMAN 6TCCGATTGGGCAAACTCCTCC0.582

- 7 1429RNF130_uc003mlm.1_Nonsense_Mutation_p.S341*NM_018434 NP_060904 Q86XS8 GOLI_HUMANCytoplasmic (Potential). 3GCCGAGGGCTGATCTTCGGTT0.522

+ 2 924 NM_001718 NP_001709 P22004 BMP6_HUMAN 3CCTGAGGGTGAGGTGGTGACG0.438

- 5 917TRIM10_uc003npn.2_Missense_Mutation_p.R281WNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0GGAAAGTCCCGAATCCTCTGG0.512

+ 9 1411TRIM39_uc003npz.2_Missense_Mutation_p.R337W|TRIM39_uc003nqb.2_Missense_Mutation_p.R337W|TRIM39_uc003nqc.2_Missense_Mutation_p.R337W|TRIM39_uc010jsa.1_Missense_Mutation_p.R337WNM_021253 NP_067076 Q9HCM9 TRI39_HUMAN B30.2/SPRY. 3GACAAGACTCCGGGATCTCCC0.577

- 2 188HLA-DOA_uc010juj.2_Missense_Mutation_p.F8L|HLA-DOA_uc010jui.2_Missense_Mutation_p.F38LNM_002119 NP_002110 P06340 DOA_HUMANExtracellular (Potential).|Alpha-1. 0GACTGGTAGAAGGCGGGTCCG0.522

- 4 779CCND3_uc003orp.2_Missense_Mutation_p.T124M|CCND3_uc011duk.1_Missense_Mutation_p.T9M|CCND3_uc003orm.2_Missense_Mutation_p.T155M|CCND3_uc003oro.2_Missense_Mutation_p.T133MNM_001760 NP_001751 P30281 CCND3_HUMAN 0AATGCTGCCCGTGGCGATCAT0.577

+ 3 717 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0TCAGTTGAAGATGCCAATAAC0.343

- 2 217_218GCM1_uc010jzr.2_Missense_Mutation_p.P3HNM_003643 NP_003634 Q9NP62 GCM1_HUMAN 1CAAAGTCGTCAGGTTCCATGAT0.396

+ 18 3042RIMS1_uc011dyb.1_Missense_Mutation_p.S614P|RIMS1_uc003pgc.2_Missense_Mutation_p.S615P|RIMS1_uc010kaq.2_Missense_Mutation_p.S462P|RIMS1_uc011dyc.1_Missense_Mutation_p.S463P|RIMS1_uc010kar.2_Missense_Mutation_p.S382P|RIMS1_uc011dyd.1_Missense_Mutation_p.S448P|RIMS1_uc003pgf.2_Missense_Mutation_p.S205P|RIMS1_uc003pgg.2_Missense_Mutation_p.S206P|RIMS1_uc003pgi.2_Missense_Mutation_p.S205P|RIMS1_uc003pgh.2_Missense_Mutation_p.S205P|RIMS1_uc003pgd.2_Missense_Mutation_p.S206P|RIMS1_uc003pge.2_Missense_Mutation_p.S206P|RIMS1_uc011dye.1_5'UTR|RIMS1_uc011dyf.1_5'Flank|RIMS1_uc003pgb.3_Missense_Mutation_p.S615P|RIMS1_uc010kas.1_Missense_Mutation_p.S448PNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN p.S989S(1) 10AAGGTCACGTTCTCCAACCAG0.383

+ 10 1550 NM_003080 NP_003071 O60906 NSMA_HUMAN 0ATATAGGGCCCAGGCTGAGCT0.622

- 4 888THEMIS_uc010kfa.2_Missense_Mutation_p.W93L|THEMIS_uc011ebt.1_Missense_Mutation_p.W190L|THEMIS_uc010kfb.2_Missense_Mutation_p.W155LNM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4AGGAATCTTCCATTCAACAAT0.353

+ 7 1368PHACTR2_uc010khh.2_Missense_Mutation_p.Q333L|PHACTR2_uc010khi.2_Missense_Mutation_p.Q424L|PHACTR2_uc003qjr.3_Missense_Mutation_p.Q344LNM_014721 NP_055536 O75167 PHAR2_HUMAN 2ACAGTGCCTCAGCTACTGACT0.517

+ 13 1822TAX1BP1_uc011jzo.1_Missense_Mutation_p.Y555C|TAX1BP1_uc003szk.2_Missense_Mutation_p.Y555C|TAX1BP1_uc011jzp.1_Missense_Mutation_p.Y398CNM_006024 NP_006015 Q86VP1 TAXB1_HUMAN Potential. 1TGCAATAAATATGCTGATGAA0.279

+ 3 660FAM188B_uc010kwe.2_Intron|INMT_uc010kwc.1_RNA|INMT_uc010kwd.1_Missense_Mutation_p.A214VNM_006774 NP_006765 O95050 INMT_HUMAN 0TCCTGCGTGGCCCTGGAGAAA0.587

+ 11 1791WBSCR17_uc003tvz.2_Missense_Mutation_p.I296MNM_022479 NP_071924 Q6IS24 GLTL3_HUMANLumenal (Potential). 7AGAACTCCATCAAGTAGAGGG0.652

+ 4 1042CLIP2_uc003uan.2_Missense_Mutation_p.G239RNM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN CAP-Gly 2. 3GCGGTACGTGGGGGAGACAGA0.647

- 6 690SEMA3D_uc010led.2_Missense_Mutation_p.R217Q|SEMA3D_uc010lee.1_Missense_Mutation_p.R217QNM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5CCCAAGGGATCGAGTGAATGC0.408

- 23 3801PEX1_uc011khr.1_Missense_Mutation_p.M1027I|PEX1_uc010ley.2_Missense_Mutation_p.M1178I|PEX1_uc011khs.1_Missense_Mutation_p.M913INM_000466 NP_000457 O43933 PEX1_HUMAN 2CAAGTGCAGTCATTAAATGTG0.388

- 8 939PON2_uc003unu.2_Missense_Mutation_p.D261A|PON2_uc010lfk.2_RNA|PON2_uc003unw.2_Missense_Mutation_p.D186ANM_000305 NP_000296 Q15165 PON2_HUMAN 0CGAGGAAGGATCAATAGATAA0.398

+ 6 634TRRAP_uc011kis.1_Missense_Mutation_p.Q142LNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37CTACACAAACAGTTCAGGCCA0.313

+ 8 1352ZNF498_uc003urm.1_Missense_Mutation_p.S178N|ZNF498_uc010lge.1_Missense_Mutation_p.S178N|ZNF498_uc003urn.2_Intron|ZNF498_uc010lgf.1_Missense_Mutation_p.S270N|ZNF498_uc003uro.1_Missense_Mutation_p.S126NNM_145115 NP_660090 Q6NSZ9 ZN498_HUMAN 2AAAACCCACAGCTCCTTCTGG0.602

- 3 809 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0TCGGGGGGCAGCATGGCATCG0.637

+ 14 2911ZAN_uc003uwk.2_Missense_Mutation_p.S916P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACCCACCATCTCCACGGAAAA0.502

+ 23 4529ZAN_uc003uwk.2_Missense_Mutation_p.R1455Q|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kkd.1_Missense_Mutation_p.R32QNM_003386 NP_003377 Q9Y493 ZAN_HUMANTIL 2.|Extracellular (Potential). 11TGCTCAGACCGGTGCGTGGAG0.622

+ 3 6234MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|32.|59 X approximate tandem repeats.|Ser-rich.27CAGTTCTGAGGGTAACACCCT0.488

+ 10 1156DLD_uc011kmg.1_Splice_Site_p.N301_splice|DLD_uc011kmh.1_Splice_Site_p.N326_splice|DLD_uc011kmi.1_Splice_Site_p.N250_spliceNM_000108 NP_000099 P09622 DLDH_HUMAN 1AAATTCCAAAGTAAGTTGGAT0.308

- 2 172 NM_001024607 NP_001019778 A4D0T2 CG066_HUMANHelical; (Potential). 2ATTTGTGGTGCAGAAAGAATG0.463

+ 1 263CAV1_uc010lkd.1_Intron|CAV1_uc010lke.1_Intron|CAV1_uc003vig.1_RNA|CAV1_uc003vih.2_5'Flank|CAV1_uc010lkf.1_5'FlankNM_001753 NP_001744 Q03135 CAV1_HUMAN 0CAGTTTTCATCCAGCCACGGG0.607

- 9 1615TNPO3_uc003vom.1_Missense_Mutation_p.I348K|TNPO3_uc010lly.1_Missense_Mutation_p.I414K|TNPO3_uc010llz.1_Missense_Mutation_p.I414KNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5CATAGACCCTATCAAGAAAAT0.413

+ 7 835TBXAS1_uc003vvh.2_Missense_Mutation_p.D178G|TBXAS1_uc010lne.2_Missense_Mutation_p.D110G|TBXAS1_uc011kqu.1_Missense_Mutation_p.D129G|TBXAS1_uc003vvi.2_Missense_Mutation_p.D178G|TBXAS1_uc003vvj.2_Missense_Mutation_p.D178G|TBXAS1_uc011kqw.1_Missense_Mutation_p.D158GNM_001130966 NP_001124438 P24557 THAS_HUMANCytoplasmic (Potential). 3GACGCATTTGACATCCAGAGG0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 9 1390PTPRN2_uc003wnp.2_Missense_Mutation_p.M406I|PTPRN2_uc003wnq.2_Missense_Mutation_p.M423I|PTPRN2_uc003wnr.2_Missense_Mutation_p.M385I|PTPRN2_uc011kwa.1_Missense_Mutation_p.M446INM_002847 NP_002838 Q92932 PTPR2_HUMANExtracellular (Potential). 7TCTTCCTCTCCATGTCGAGGG0.592



+ 6 577 IDO1_uc003xnn.2_RNA NM_002164 NP_002155 P14902 I23O1_HUMAN 2GTTCTCATTTCGTGATGGAGA0.358

+ 5 508C8orf45_uc003xwv.2_Missense_Mutation_p.L113V|C8orf45_uc011lev.1_Missense_Mutation_p.L113V|C8orf45_uc011lew.1_Missense_Mutation_p.L44V|C8orf45_uc011lex.1_Intron|C8orf45_uc003xwy.3_Missense_Mutation_p.L113VNM_173518 NP_775789 Q4G0Z9 CH045_HUMAN 1AAGTTATGGTCTTGATCTTTG0.313

- 3 1005KLF10_uc011lhj.1_Missense_Mutation_p.P273LNM_005655 NP_005646 Q13118 KLF10_HUMAN 0TGTCACAACAGGGTTGTTGGC0.587

+ 2 398BAALC_uc003yle.2_Intron|uc003ylf.2_Intron|BAALC_uc003ylg.2_Missense_Mutation_p.V11L|BAALC_uc010mcc.2_5'FlankNM_024812 NP_079088 Q8WXS3 BAALC_HUMAN 0CTCCAATGGTGTGCCCCGATC0.557

- 7 1618ANGPT1_uc011lhv.1_Nonsense_Mutation_p.R184*|ANGPT1_uc003ymo.2_Nonsense_Mutation_p.R383*|ANGPT1_uc003ymp.3_Nonsense_Mutation_p.R183*NM_001146 NP_001137 Q15389 ANGP1_HUMANFibrinogen C-terminal. 7GAATAGGCTCGGTTCCCTTCC0.428

+ 5 478ADCK5_uc003zcg.2_RNA|ADCK5_uc003zci.2_5'FlankNM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1CATCAGCAACGGGGGCCTCTA0.657

+ 1 1137 NM_006570 NP_006561 Q7L523 RRAGA_HUMAN 0ATCCCTTCTGCGGCCACTCTG0.493

+ 2 211DNAJB5_uc003zvs.2_Missense_Mutation_p.R59W|DNAJB5_uc011los.1_Missense_Mutation_p.R97WNM_012266 NP_036398 O75953 DNJB5_HUMAN J. 0GAAAGCCTACCGGAAGATGGC0.498

+ 1 490LOC442421_uc004aed.1_RNA 0TCATGTTAACCCCTTCCCAGG0.582

+ 4 637 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN Pro-rich. 0CCACCACCCCCCTTAATTCTC0.557

- 27 4202 NM_005502 NP_005493 O95477 ABCA1_HUMAN 17GGGTCTATGTCAGAATCATTT0.488

+ 17 4640PAPPA_uc011lxq.1_Missense_Mutation_p.P795QNM_002581 NP_002572 Q13219 PAPP1_HUMAN Sushi 4. 9CCACCTCCACCAAAATTCCAT0.527

+ 4 1036PHYHD1_uc004bwn.2_Missense_Mutation_p.R35G|PHYHD1_uc004bwm.2_RNA|PHYHD1_uc004bwp.2_Missense_Mutation_p.R35GNM_001100876 NP_001094346 Q5SRE7 PHYD1_HUMAN 0CATGCAACAAAGGATTGGCGA0.552 rs149087529

+ 4 853 NM_014811 NP_055626 Q5T8A7 K0649_HUMAN 3CTGTGGTCTCGTTGCTGACTT0.612

+ 5 725 NM_000531 NP_000522 P00480 OTC_HUMANOrnithine and carbamoyl phosphate binding. 2CCATCCTATCCAGATCCTGGC0.393

+ 6 1596MAGED1_uc004dpn.2_Missense_Mutation_p.I557V|MAGED1_uc004dpo.2_Missense_Mutation_p.I501VNM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMAN MAGE. 3GCTGAGAGATATCATCCGTGA0.537

- 19 2948SMC1A_uc011moe.1_Missense_Mutation_p.E938GNM_006306 NP_006297 Q14683 SMC1A_HUMAN 6CACTGAGTCCTCCCCCTGGGA0.527

- 3 624SLC7A3_uc004dyo.2_Missense_Mutation_p.V156MNM_032803 NP_116192 Q8WY07 CTR3_HUMANExtracellular (Potential). 2ACATGGGGCACGTGCAGTGCA0.552

+ 8 1304_1305BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3CCCGACGACAGCAGTGATGATT0.554

- 11 3180AMOT_uc004eps.2_Missense_Mutation_p.N651KNM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1TTTCCAGAGTATTGGAGTGGA0.428

+ 11 1631TKTL1_uc011mzl.1_Missense_Mutation_p.A476V|TKTL1_uc011mzm.1_Missense_Mutation_p.A278V|TKTL1_uc004fkh.2_Missense_Mutation_p.A426VNM_012253 NP_036385 P51854 TKTL1_HUMAN 4GTTATTGGAGCTGGAATTACT0.468

- 9 972GNB1_uc009vky.2_Nonsense_Mutation_p.R114*NM_002074 NP_002065 P62873 GBB1_HUMAN 0ATGCCTTCTCGCACATCCCAG0.567

- 16 3113CLSTN1_uc001aqi.2_Missense_Mutation_p.L775S|CLSTN1_uc010oag.1_Missense_Mutation_p.L766S|CLSTN1_uc001aqf.2_Missense_Mutation_p.L21SNM_001009566 NP_001009566 O94985 CSTN1_HUMANExtracellular (Potential). 1CCGGTCAAGCAAGGACCTGGC0.557

- 17 2499CSMD2_uc001bxm.1_Missense_Mutation_p.G864RNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 5.|Extracellular (Potential). 12ACCTGGGTCCCGTGGTAAACC0.542

+ 5 538HECTD3_uc009vxk.2_5'Flank|HECTD3_uc010olh.1_5'Flank|UROD_uc010oli.1_3'UTR|UROD_uc001cnb.1_Nonsense_Mutation_p.R109*|UROD_uc010olj.1_Nonsense_Mutation_p.R88*|UROD_uc001cnc.1_Nonsense_Mutation_p.R49*NM_000374 NP_000365 P06132 DCUP_HUMAN 0TACCCGACAACGACTGGCTGG0.587

+ 5 953PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_RNANM_174936 NP_777596 Q8NBP7 PCSK9_HUMANPeptidase S8. 4GAGCAGGCCAGCAAGTGTGAC0.627

- 10 2107uc001edv.1_Intron|AP4B1_uc001eec.2_Missense_Mutation_p.D487G|AP4B1_uc001eed.2_Missense_Mutation_p.D655G|AP4B1_uc010owp.1_Missense_Mutation_p.D556G|AP4B1_uc001eea.1_3'UTR|AP4B1_uc001eee.1_3'UTRNM_006594 NP_006585 Q9Y6B7 AP4B1_HUMAN 4CTGGAGGGTGTCAGGATGGAA0.498

- 4 529REG4_uc001eif.2_Missense_Mutation_p.C30S|REG4_uc001eih.1_Missense_Mutation_p.C30SNM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1TCCAGGAGCACAGCTGGGTCT0.363

+ 8 1168NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_5'UTR|NBPF10_uc001emq.1_Missense_Mutation_p.T107INM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0CGAGAGCTGACCCAGTTAAAG0.507

+ 74 9249NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GAAAGGGCCTAAAGTCTTGCA0.473

+ 78 9695NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.E518DNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0ATGAGAAAGAGCCTGAAGTCT0.473

+ 10 1949NBPF10_uc001emp.3_Intron|ANKRD35_uc010oyx.1_Missense_Mutation_p.E457GNM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5GGACAGCTGGAGAAGGAGATG0.587

- 2 1066TCHH_uc009wne.1_Missense_Mutation_p.E356QNM_007113 NP_009044 Q07283 TRHY_HUMAN1-4.|5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.5 ctctcctcctcctgctcgcgc 0

- 2 624NTRK1_uc001fqf.1_Intron|NTRK1_uc009wsi.1_Intron|INSRR_uc009wsj.1_Missense_Mutation_p.R124CNM_014215 NP_055030 P14616 INSRR_HUMAN 20GCCACGTCACGCAGATGTGGC0.622

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN2-11.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6TCTGGAGAAAGGGGCATCTGA0.502 rs140018525

- 20 2807SLC9A11_uc009wwe.2_Missense_Mutation_p.G353D|SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2AACATCACGACCCTCATGCTC0.308

+ 8 2597FAM5B_uc001glg.2_Missense_Mutation_p.S657FNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6ATCCAGTCCTCCCTGAGGGCT0.557

+ 18 3028 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 16. 6TTTAGGCCTTCCTTGTAAATC0.299

+ 1 520 NM_001105517 NP_001098987 P0C7Q3 FA58B_HUMAN 0CTGGCTGAACTGCCACAGCTG0.617

- 4 1167TLR5_uc001hnw.1_Missense_Mutation_p.D241NNM_003268 NP_003259 O60602 TLR5_HUMANExtracellular (Potential). 4CCTGTGATGTCCACTGTCCAG0.468

+ 10 1796 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3GTATATGGCTGTTAAGGGCAT0.458

+ 4 802CHAT_uc001jhv.1_Missense_Mutation_p.A99P|CHAT_uc001jhx.1_Missense_Mutation_p.A99P|CHAT_uc001jhy.1_Missense_Mutation_p.A99P|CHAT_uc001jia.2_Missense_Mutation_p.A99P|CHAT_uc010qgs.1_Missense_Mutation_p.A99PNM_020549 NP_065574 P28329 CLAT_HUMAN 3CTCCAGCCCTGCCGTGATCTT0.612

+ 2 1161FUT11_uc001juy.1_3'UTR|FUT11_uc001juz.1_Nonsense_Mutation_p.W373*NM_173540 NP_775811 Q495W5 FUT11_HUMANLumenal (Potential). 0CATCGGGAGTGGGGAGTGAAT0.512

+ 4 496CYP2C19_uc009xus.1_Missense_Mutation_p.P31S|CYP2C19_uc010qny.1_Missense_Mutation_p.P144SNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6ACCCTGTGATCCCACTTTCAT0.328

+ 4 347PLEKHA1_uc001lgf.1_Missense_Mutation_p.P75L|PLEKHA1_uc001lgg.1_Missense_Mutation_p.P75L|PLEKHA1_uc001lgh.2_Missense_Mutation_p.P75LNM_001001974 NP_001001974 Q9HB21 PKHA1_HUMAN PH 1. 1AAGCTAAGGCCAAAGGCGGAG0.328

+ 2 793 NM_001105574 NP_001099044 A6NHT5 HMX3_HUMAN Homeobox. 0CGCGTCCCTGCACCTCACCGA0.652

- 8 769ADAM8_uc010quz.1_Missense_Mutation_p.R279W|ADAM8_uc009ybi.2_Missense_Mutation_p.R279W|ADAM8_uc010qvb.1_Missense_Mutation_p.R254W|ADAM8_uc009ybj.1_RNAP78325 ADAM8_HUMAN 3CGCCGTGTCCGTTGCCGTGCC0.522



+ 1 556 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMANExtracellular (Potential). 1GGTTCAGCTCCTCCTGGTCCT0.522

- 1 554 NM_006637 NP_006628 Q13606 OR5I1_HUMANExtracellular (Potential). 1TTTAAGCAGGGGAGGGAGGTC0.403

+ 11 2328TMEM132A_uc001nqi.2_Missense_Mutation_p.G713D|TMEM132A_uc001nqm.2_Translation_Start_SiteNM_178031 NP_821174 Q24JP5 T132A_HUMANBinds to HSPA5/GRP78 (By similarity).|Confers cellular localization similar to full-length form (By similarity).|Extracellular (Potential).1GAGGAGCCTGGTGCCATCCTG0.687

+ 6 467VEGFB_uc001nyx.2_IntronNM_003377 NP_003368 P49765 VEGFB_HUMAN 0CACTCCCCACCACCGTCCCCA0.672

+ 6 554VEGFB_uc001nyx.2_Missense_Mutation_p.P138LNM_003377 NP_003368 P49765 VEGFB_HUMAN 0CACTCCAGCCCCAGGCCCCTC0.726

+ 14 1737 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3AAAATTGACATCGACTACCAG0.493

- 3 259LOC645332_uc001omu.3_IntronNR_024249 0GAGGAGCCCGCTGGTGCTCCC0.627

+ 5 617CNTN5_uc009ywv.1_Missense_Mutation_p.E93G|CNTN5_uc001pfz.2_Missense_Mutation_p.E93G|CNTN5_uc001pgb.2_Missense_Mutation_p.E19GNM_014361 NP_055176 O94779 CNTN5_HUMAN 8GTCTTTACAGAAAGTGTGGAC0.313

- 2 203TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.A37GNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-4.|4 X 5 AA repeats of T-P-P-G-R.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1AGATGCCTGGGCTGGAGATGC0.632

+ 9 1567 NM_005188 NP_005179 P22681 CBL_HUMAN Pro-rich.p.E366_K477del(1) 149GGCTGGTGCCAAGGTAAGATG0.433

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

- 12 2974CD163_uc001qta.3_Missense_Mutation_p.S949F|CD163_uc009zfw.2_Missense_Mutation_p.S982FNM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 9.|Extracellular (Potential). 8TGTCCCCCAGGAACCTCCATG0.483

- 11 1138PZP_uc009zgl.2_Missense_Mutation_p.G239ENM_002864 NP_002855 5CACACCTTTTCCATCCACCAG0.428

- 3 198PRB4_uc001qzt.2_Missense_Mutation_p.G55ENM_002723 NP_002714 P10163 PRB4_HUMAN9.5 X 21 AA tandem repeats of K-P-[EQ]- [GR]-[PR]-[PR]-P-Q-G-G-N-Q-[PS]-[QH]- [RG]-[PT]-P-P-[PH]-P-G.|1.1TTGTGGCTTTCCTGGAGGAGG0.607

+ 66 10859 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential).|LDL-receptor class A 24. 22CATTACCAAACGGTGCATCCC0.627

- 3 741ATP2B1_uc001tbg.2_Missense_Mutation_p.R187QNM_001682 NP_001673 P20020 AT2B1_HUMANCytoplasmic (Potential). 3TTGTTCAATTCGGCTCTGCAA0.418

- 4 1007ANKS1B_uc001tgf.1_Intron|ANKS1B_uc009ztt.1_Missense_Mutation_p.P197LNM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN ANK 6. 0AAGGTGAAGTGGCGTGTGCTT0.522

+ 1 2071 NR_003268 0TATTCTAATTGTGCTAGACGC0.433 rs150112365

- 1 1408 NM_175060 NP_778230 Q86T13 CLC14_HUMANExtracellular (Potential). 4GGTAGACATCGTGCTCTGTGA0.493

+ 4 2672LRFN5_uc010ana.2_IntronNM_152447 NP_689660 Q96NI6 LRFN5_HUMANExtracellular (Potential).|Fibronectin type-III. 8CATATATGATGATGGCATCAC0.443

+ 1 411 NM_000956 NP_000947 P43116 PE2R2_HUMANCytoplasmic (Potential). 2GCGGGGGGACGTGGGGTGCAG0.697

+ 2 1635FBXO34_uc001xbv.2_RNA|FBXO34_uc010aoo.2_Missense_Mutation_p.D464HNM_017943 NP_060413 Q9NWN3 FBX34_HUMAN 5GTCCAAGGTAGACAAAGACCA0.433

- 14 1393CATSPERB_uc010aub.1_5'UTRNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5GTGGCTTCGGGGATGAAATAC0.413

+ 8 2491ZNF839_uc010awk.1_Nonsense_Mutation_p.S830*|ZNF839_uc001ylp.2_RNA|ZNF839_uc001ylq.1_Intron|ZNF839_uc001ylr.2_Nonsense_Mutation_p.S639*|ZNF839_uc001yls.2_Nonsense_Mutation_p.S331*|ZNF839_uc001ylt.2_Nonsense_Mutation_p.S304*NM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2CCACATGGATCACTATTGACT0.582

- 26 3808JAG2_uc010axf.2_5'UTR|JAG2_uc001yqf.2_Missense_Mutation_p.R539H|JAG2_uc001yqh.2_Missense_Mutation_p.R1097HNM_002226 NP_002217 Q9Y219 JAG2_HUMANCytoplasmic (Potential). 5AATGGGGTTGCGGATGGGGTT0.527

- 1 545 NR_024387 0AAAGTCACTTCCAATTTCTTC0.393

+ 7 1124LOC727924_uc001yub.1_RNA|OR4N4_uc010tzv.1_Missense_Mutation_p.T48INM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMANHelical; Name=1; (Potential). 5ATTATTTTCACCATAAGGTCA0.458

- 7 927TGM5_uc001zrc.1_5'Flank|TGM5_uc001zre.1_Missense_Mutation_p.D225NNM_201631 NP_963925 O43548 TGM5_HUMAN 1CCATCTGTATCGTGGCCAGAG0.453

- 11 1729CYP19A1_uc001zza.3_Missense_Mutation_p.T493INM_031226 NP_112503 P11511 CP19A_HUMAN 3GTTTCTTGGGGTAAAGATCAT0.448

- 17 3061DMXL2_uc010ufy.1_Missense_Mutation_p.P946S|DMXL2_uc010bfa.2_IntronNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9GAGGTTTCTGGAGAAGAATCT0.393

- 34 3642VPS13C_uc002aha.2_Missense_Mutation_p.I1147F|VPS13C_uc002ahb.1_Missense_Mutation_p.I1190F|VPS13C_uc002ahc.1_Missense_Mutation_p.I1147FNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2AGATAGACAATCTGAATACAG0.308

+ 7 1178SMAD3_uc010ujr.1_Missense_Mutation_p.V189M|SMAD3_uc010ujs.1_Missense_Mutation_p.V250M|SMAD3_uc010ujt.1_Missense_Mutation_p.V99MNM_005902 NP_005893 P84022 SMAD3_HUMANSufficient for interaction with XPO4.|MH2. 5AGGAAGAGGCGTGCGGCTCTA0.572

+ 4 319SCAMP5_uc002azl.1_Missense_Mutation_p.V53M|SCAMP5_uc002azm.1_Missense_Mutation_p.V53M|SCAMP5_uc002azn.1_Missense_Mutation_p.V53M|SCAMP5_uc010uly.1_IntronNM_138967 NP_620417 Q8TAC9 SCAM5_HUMANHelical; (Potential). 1CACGCTGGCCGTGAACCTGGT0.617

+ 8 842 NPIP_uc002dcx.3_RNA NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0GCTCTACCCTCAGCGGATGAT0.522

+ 2 1064 NM_001451 NP_001442 Q12946 FOXF1_HUMAN 0CATGTGTGACCGAAAGGAGTT0.607

- 13 4201NLRP1_uc002gcg.1_Missense_Mutation_p.G1220R|NLRP1_uc002gck.2_Missense_Mutation_p.G1216R|NLRP1_uc002gcj.2_Missense_Mutation_p.G1186R|NLRP1_uc002gcl.2_Missense_Mutation_p.G1186R|NLRP1_uc002gch.3_Missense_Mutation_p.G1216RNM_033004 NP_127497 Q9C000 NALP1_HUMAN 9AGGAGGACTCCCAAGGGGGAG0.547

+ 4 978LSMD1_uc002giz.2_5'Flank|LSMD1_uc002gja.2_5'Flank|CYB5D1_uc010cnn.1_3'UTRNM_144607 NP_653208 Q6P9G0 CB5D1_HUMAN 1GAATGGGATCCGGGATGAGGA0.463 rs62059715

+ 8 1322USP43_uc002gma.3_Missense_Mutation_p.R130H|USP43_uc010vva.1_Missense_Mutation_p.R441H|USP43_uc010coe.2_Missense_Mutation_p.R238HNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5AGCAAGGTCCGCCATCTTATG0.373

- 20 2432uc002gml.1_Intron|MYH2_uc002gmp.3_Splice_Site_p.K768_splice|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN 14ACAGAAAATTACCTTGGTGTG0.413

- 19 2707 NM_000342 NP_000333 P02730 B3AT_HUMANHelical; (Potential).|Membrane (anion exchange). 3GGAGGCCGGCGTGGACTTCAC0.637

+ 4 1207SP2_uc002iml.2_Missense_Mutation_p.R350HNM_003110 NP_003101 Q02086 SP2_HUMAN 0GTCTACATCCGCACGCCTTCC0.592

+ 9 1177SGCA_uc002iqj.2_Missense_Mutation_p.P257S|SGCA_uc010wmi.1_RNA|HILS1_uc010wmj.1_5'Flank|HILS1_uc002iqk.2_Intron|HILS1_uc002iql.2_5'FlankNM_000023 NP_000014 Q16586 SGCA_HUMANCytoplasmic (Potential). 2CGCCCAGGTGCCCCTCATTCT0.637

+ 12 1456 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2ACCAGTTCTATTACACAAGAT0.328

- 12 3477TEX2_uc002jed.2_Missense_Mutation_p.I1109L|TEX2_uc002jee.2_Missense_Mutation_p.I1102LNM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1GAGTGCATTATAGTGATATAA0.473

- 2 382 NM_181449 NP_852114 Q496F6 CLM2_HUMANIg-like V-type.|Extracellular (Potential). 4GCGTGACCATGAATCCAGGAC0.552

- 2 576C19orf28_uc002lxw.2_Missense_Mutation_p.V136M|C19orf28_uc002lxx.2_Missense_Mutation_p.V136M|C19orf28_uc002lxy.2_Missense_Mutation_p.V127MNM_174983 NP_778148 Q6NUT3 CS028_HUMANHelical; (Potential). 2TGGAAGATCACGATGAACGGG0.637

- 4 453CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R105Q|CD209_uc002mhr.2_Missense_Mutation_p.R105Q|CD209_uc002mhs.2_Missense_Mutation_p.R105Q|CD209_uc002mhu.2_Missense_Mutation_p.R129Q|CD209_uc010dvq.2_Missense_Mutation_p.R129Q|CD209_uc002mhq.2_Missense_Mutation_p.R129Q|CD209_uc002mhv.2_Missense_Mutation_p.R105Q|CD209_uc002mhx.2_Missense_Mutation_p.R85Q|CD209_uc002mhw.2_Missense_Mutation_p.R85Q|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|2.|7 X approximate tandem repeats.1AGCCTTCAGCCGGGTCAGCTC0.567



- 10 1810ZNF560_uc010dwr.1_Missense_Mutation_p.H428YNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6GTTCGCATGTGAATACGAAGA0.403

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

- 14 2453 ANO8_uc010eap.2_RNANM_020959 NP_066010 Q9HCE9 ANO8_HUMANHelical; (Potential). 3CGCCAGGGGGAAGGCGGACGA0.652

+ 4 1594 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1CCAGTCCTCTTCCCTTACTAA0.358

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 5 1789ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAGACCTTAATAAAGGTTTT0.398

+ 4 1004ZNF257_uc010ecy.2_Missense_Mutation_p.H247YNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 4. 0TAAGAGAATTCATAATAGAGA0.378

- 3 1798 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 12. 0ATCTTATGTTTAGTAAGGATT0.383

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0ACACATAAGAGAATTCATACT0.378

- 5 1402 NM_001080409 NP_001073878 2TTCCCAGTATGAATTATCTTA0.338

- 4 1086ZNF91_uc010xrj.1_Missense_Mutation_p.E293KNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0CCACATTCTTCACATTTGTAG0.388

- 6 2022ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.Q599H|ZNF780A_uc010xvh.1_Missense_Mutation_p.Q600HNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0GTCGAATAAGTTGCATATGAA0.403

+ 3 527 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 1. p.R145W(1) 2AGCTGTGCACCGGCTGGTCAA0.507

- 7 1641ZNF160_uc002qaq.3_Missense_Mutation_p.R409C|ZNF160_uc002qar.3_Missense_Mutation_p.R409CNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN C2H2-type 6. 1AGGCTTGAACGAACACTAAAG0.408

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

+ 4 2950ZNF845_uc010ydw.1_Missense_Mutation_p.C945RNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0ACCTTACAAGTGTAATGAATG0.348

+ 4 1772ZNF813_uc010eqq.1_IntronNM_001004301 NP_001004301 Q6ZN06 ZN813_HUMAN 1ATACTGGAGATAAACCTTACA0.378

+ 5 657LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.E159KNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 2.|Extracellular (Potential). 3TCTGTGTAAGGAAGGAGAAGA0.592

+ 7 1096_1097AURKC_uc002qoc.2_Missense_Mutation_p.P284F|AURKC_uc002qod.2_Missense_Mutation_p.P269F|AURKC_uc010etv.2_Missense_Mutation_p.P300FNM_001015878 NP_001015878 Q9UQB9 AURKC_HUMAN 6GGTGCTGCCTCCCTGTGCTCAG0.569

- 3 2715ZNF814_uc002qqk.2_Intron|ZNF814_uc010yhl.1_IntronNM_001144989 NP_001138461 B7Z6K7 ZN814_HUMANC2H2-type 22. 0TGTTTAGTGAGACTGGAGCTT0.403

+ 65 13161 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14TGGAGAAGCTCAGTCATCTCA0.418

+ 5 1019ARHGAP25_uc010yqk.1_Missense_Mutation_p.R194W|ARHGAP25_uc010fdg.2_Missense_Mutation_p.R220W|ARHGAP25_uc010yql.1_Missense_Mutation_p.R180W|ARHGAP25_uc002sev.2_Missense_Mutation_p.R213W|ARHGAP25_uc002sew.2_Missense_Mutation_p.R212W|ARHGAP25_uc002sex.2_Missense_Mutation_p.R213W|ARHGAP25_uc010fdh.1_RNA|ARHGAP25_uc002sey.2_5'UTRNM_001007231 NP_001007232 P42331 RHG25_HUMAN Rho-GAP. p.A210fs*4(1) 4TGCTGGGGAGCGGCCCTCCTT0.607

+ 8 7097XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.S2185L|XIRP2_uc010fpq.2_Missense_Mutation_p.S2138L|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14AGAGAAAGTTCATCGATGTTT0.493

- 2 122SF3B1_uc010fsk.1_RNA|SF3B1_uc002uuf.2_Missense_Mutation_p.L25H|SF3B1_uc002uug.2_Missense_Mutation_p.L25HNM_012433 NP_036565 O75533 SF3B1_HUMAN 6AGCTTCATCAAGAGCTGCCTT0.393

+ 13 1554SPAG16_uc010fuz.1_Missense_Mutation_p.P339S|SPAG16_uc002ver.2_Missense_Mutation_p.P434S|SPAG16_uc010zjk.1_Missense_Mutation_p.P394SNM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 4. 2TGAGTTTTTTCCTTTCTCCAA0.363

+ 12 1533PSMD1_uc002vrm.1_Missense_Mutation_p.A468T|PSMD1_uc010fxu.1_Missense_Mutation_p.A332TNM_002807 NP_002798 Q99460 PSMD1_HUMAN PC 2. 2GCTTAAGAACGCCAGCAATGA0.363

+ 10 1177DGKD_uc002vuj.1_Missense_Mutation_p.E345K|DGKD_uc010fyh.1_Missense_Mutation_p.E256K|DGKD_uc010fyi.1_RNA|DGKD_uc002vuk.1_Missense_Mutation_p.E256KNM_152879 NP_690618 Q16760 DGKD_HUMAN DAGKc. 5GGTCCTCTCCGAAATCGACAG0.532

- 6 454 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN 1GATGGTAAGTGAATAGAAAAC0.383

+ 7 788 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN Q motif. 2GCAGCCCACCCCGATCCAGAA0.577

- 2 640PMEPA1_uc002xyr.2_Missense_Mutation_p.E33K|PMEPA1_uc002xys.2_Missense_Mutation_p.E48K|PMEPA1_uc002xyt.2_Missense_Mutation_p.E33KNM_020182 NP_064567 Q969W9 PMEPA_HUMANCytoplasmic (Potential). 1AGGGCATCTTCTCTCCTCCGC0.537

+ 1 2068GNAS_uc002xzt.2_Intron|GNAS_uc002xzu.3_Intron|GNAS_uc010gjq.2_Intron|GNAS_uc002xzv.2_RNANM_080425 NP_536350 P63092 GNAS2_HUMAN 292GTTTCAGCATCGGCGAAATCG0.637

- 3 332 BAGE_uc002yiw.1_RNANM_182482 NP_872288 0CTTACAAAATGCACATCGCTG0.388

- 3 326 BAGE_uc002yiw.1_RNANM_182482 NP_872288 0AAATGCACATCGCTGAAAGGG0.383

+ 1 756C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198695 NP_941968 P60410 KR108_HUMAN 2 ccggcctcctgcctgtccttc 0.199

- 20 1965LSS_uc011afv.1_Nonsense_Mutation_p.W618*|LSS_uc002zil.2_Nonsense_Mutation_p.W629*|LSS_uc002zik.2_Nonsense_Mutation_p.W549*NM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 4. 0GTCCTCCCCCCAGCCTCCGTC0.607

+ 3 765 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1ATCCGTGTCCGCTCTGTGACA0.602

+ 4 840CCR3_uc003cpi.1_Missense_Mutation_p.W99C|CCR3_uc003cpj.1_Missense_Mutation_p.W99C|CCR3_uc003cpk.1_Missense_Mutation_p.W120C|CCR3_uc010hjb.1_Missense_Mutation_p.W117C|CCR3_uc003cpl.1_Missense_Mutation_p.W132CNM_178329 NP_847899 P51677 CCR3_HUMANExtracellular (Potential). 8GGCATAACTGGGTTTTTGGCC0.488

- 2 2235TLR9_uc003ddb.2_Missense_Mutation_p.D631GNM_017442 NP_059138 Q9NR96 TLR9_HUMANLRR 17.|Extracellular (Potential). 4GTGGTAGAGGTCCAGCTTATT0.617

- 8 869GLT8D1_uc003dfj.2_Missense_Mutation_p.G244R|GLT8D1_uc003dfk.2_Missense_Mutation_p.G244R|GLT8D1_uc003dfl.2_Missense_Mutation_p.G244R|GLT8D1_uc003dfm.2_Missense_Mutation_p.G244R|GLT8D1_uc003dfn.2_Missense_Mutation_p.G244R|GLT8D1_uc003dfo.1_Missense_Mutation_p.G244RNM_152932 NP_690909 Q68CQ7 GL8D1_HUMANLumenal (Potential). 0ACAAAAACTCCAGGATTAAAT0.358

- 4 4145 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13TGAAGTTTCGGCTGTGGTTAG0.468

- 2 1388SLITRK3_uc003fek.2_Missense_Mutation_p.S315FNM_014926 NP_055741 O94933 SLIK3_HUMANExtracellular (Potential). 10ATGAACAGAGGATAGCATTGA0.478

- 5 609TNFSF10_uc003fie.2_3'UTRNM_003810 NP_003801 P50591 TNF10_HUMANExtracellular (Potential). 5ACCAGTTCACCATTCCTCAAG0.408

- 7 1350 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3 GATATTTTTTCCAAAAATTTT0.408

+ 24 3643EIF4G1_uc003fnt.2_Missense_Mutation_p.E860Q|EIF4G1_uc003fnq.2_Missense_Mutation_p.E1062Q|EIF4G1_uc003fnr.2_Missense_Mutation_p.E985Q|EIF4G1_uc010hxx.2_Missense_Mutation_p.E1156Q|EIF4G1_uc003fns.2_Missense_Mutation_p.E1109Q|EIF4G1_uc010hxy.2_Missense_Mutation_p.E1156Q|EIF4G1_uc003fnv.3_Missense_Mutation_p.E1150Q|EIF4G1_uc003fnu.3_Missense_Mutation_p.E1149Q|EIF4G1_uc003fnw.2_Missense_Mutation_p.E1156Q|EIF4G1_uc003fnx.2_Missense_Mutation_p.E954Q|EIF4G1_uc003fny.3_Missense_Mutation_p.E953Q|EIF4G1_uc003foa.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMAN 7CTTGAGCCGAGAACGAGGCGA0.572

- 31 4108FRYL_uc003gyk.2_Missense_Mutation_p.N1168S|FRYL_uc003gyi.1_Missense_Mutation_p.N57SNM_015030 NP_055845 O94915 FRYL_HUMAN 1GTACATCAGGTTGCTCTGATC0.527

- 5 628TECRL_uc003hcw.2_Missense_Mutation_p.E173DNM_001010874 NP_001010874 Q5HYJ1 TECRL_HUMAN 0TTCTAGCACTCTCTTTTCCAT0.279

- 6 1083ABCG2_uc003hrh.2_Missense_Mutation_p.G197E|ABCG2_uc003hrf.2_Missense_Mutation_p.G67ENM_004827 NP_004818 Q9UNQ0 ABCG2_HUMANABC transporter.|Cytoplasmic (Potential). 1AAGCTCCATTCCTATACTAGT0.408



- 3 1116TRPC3_uc010inr.2_Missense_Mutation_p.D275N|TRPC3_uc003ief.2_Missense_Mutation_p.D275N|TRPC3_uc011cgl.1_Missense_Mutation_p.D12NNM_001130698 NP_001124170 Q13507 TRPC3_HUMANCytoplasmic (Potential). 2CGGCAGAGATCCAGCACACCC0.433

+ 3 988TLL1_uc011cjn.1_Missense_Mutation_p.R114K|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMAN 7CTTATAGACAGGATAAGAAGA0.348

- 17 3140CTNND2_uc010itt.2_Missense_Mutation_p.D908N|CTNND2_uc011cmy.1_Missense_Mutation_p.D662N|CTNND2_uc011cmz.1_Missense_Mutation_p.D566N|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.D591NNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN ARM 9. 8ACTTACTTATCTCCTTTGCTT0.483

+ 4 655EGFLAM_uc003jlb.1_Missense_Mutation_p.R111CNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANFibronectin type-III 1. 7CACTGAATATCGTGTGAGCAT0.458

+ 12 1981EGFLAM_uc003jlb.1_Missense_Mutation_p.G553R|EGFLAM_uc003jle.1_Missense_Mutation_p.G319R|EGFLAM_uc003jlf.1_IntronNM_152403 NP_689616 Q63HQ2 EGFLA_HUMANLaminin G-like 1. 7CTGGCCCCTGGGAAAAGCACT0.557

- 19 2398SLIT3_uc010jjg.2_Missense_Mutation_p.L660INM_003062 NP_003053 O75094 SLIT3_HUMAN 4TTGGACAGGAGGTTTCTAGGA0.602

+ 3 421PPARD_uc003okl.2_Missense_Mutation_p.P38S|PPARD_uc003okn.2_Missense_Mutation_p.P38S|PPARD_uc011dtb.1_Intron|PPARD_uc011dtc.1_Missense_Mutation_p.P38S|PPARD_uc010jvv.1_RNANM_006238 NP_006229 Q03181 PPARD_HUMAN 1GCATGCACTTCCTTCCAGCAG0.627 rs147861745

+ 10 1134 NM_016224 NP_057308 Q9Y5X1 SNX9_HUMAN PX. 0CCGCTTTGAAGAGGAATTTAT0.423

- 1 315 NM_006735 NP_006726 O43364 HXA2_HUMAN 2GACGGCTGGCTATTGATAAAA0.498

- 12 1455CRHR2_uc010kvw.1_3'UTR|CRHR2_uc010kvx.1_Missense_Mutation_p.S403N|CRHR2_uc010kvy.1_Missense_Mutation_p.S240N|CRHR2_uc003tbo.2_Missense_Mutation_p.S390N|CRHR2_uc003tbp.2_Missense_Mutation_p.S431NNM_001883 NP_001874 Q13324 CRFR2_HUMANCytoplasmic (Potential). 4CTGCTTGATGCTGTGGAAGCT0.637

+ 7 1486CCDC129_uc011kad.1_Missense_Mutation_p.P175S|CCDC129_uc003tci.1_Missense_Mutation_p.P164S|CCDC129_uc011kae.1_Missense_Mutation_p.P191S|CCDC129_uc003tck.1_Missense_Mutation_p.P73SNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0CATGCAAATCCCAGCCAGATT0.483

+ 4 955ZNF92_uc003tua.2_Missense_Mutation_p.T202N|ZNF92_uc010kzu.2_Missense_Mutation_p.T239N|ZNF92_uc003tub.2_Missense_Mutation_p.T195NNM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0CGGTCCTCAACCCTTACTAAA0.353

+ 12 2644AUTS2_uc003tvx.3_Intron|AUTS2_uc011keg.1_Missense_Mutation_p.R86KNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3AAGGACCCGAGGGTACGTGCA0.527

- 7 984LAMB1_uc003vev.2_Missense_Mutation_p.E241K|LAMB1_uc003vex.2_Missense_Mutation_p.E217K|LAMB1_uc010ljn.1_Missense_Mutation_p.E303KNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin N-terminal. 8TAAGGATCTTCTATTTTGAAA0.259

+ 37 5231NUP205_uc003vsx.2_RNANM_015135 NP_055950 Q92621 NU205_HUMAN 6GTTTAAATTTCAAGACGATAA0.383

- 16 3008DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.F955L|DENND2A_uc003vvw.2_Missense_Mutation_p.F955LNM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN dDENN. 4AAGCCCCGAAACATCTGAGTC0.607

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAGA0.366 rs121913378

+ 4 567uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|uc003wan.1_IntronNR_001296 0GCAGTGCCTGGACGCTCCTGT0.502

+ 1 352_353 NM_054028 NP_473369 Q96KT7 AMCL2_HUMANDUF6 1.|Helical; (Potential). 0TCTGTCGATGCCTCTTCCACCT0.624 rs148317481

- 2 659OPRK1_uc003xri.1_Missense_Mutation_p.N95S|OPRK1_uc010lyc.1_Missense_Mutation_p.N6SNM_000912 NP_000903 P41145 OPRK_HUMANCytoplasmic (Potential). 2TATGTAAATGTTGGTTGCTGT0.388

- 1 444 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1GGTTTTGTGCGGGTATACCCG0.547

- 14 1957 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6ACTTTAAGTGGTCCCTTTTAA0.318

- 31 6339PLEC_uc003zab.1_Missense_Mutation_p.R1920W|PLEC_uc003zac.1_Missense_Mutation_p.R1924W|PLEC_uc003zad.2_Missense_Mutation_p.R1920W|PLEC_uc003zae.1_Missense_Mutation_p.R1888W|PLEC_uc003zag.1_Missense_Mutation_p.R1898W|PLEC_uc003zah.2_Missense_Mutation_p.R1906W|PLEC_uc003zaj.2_Missense_Mutation_p.R1947WNM_201380 NP_958782 Q15149 PLEC_HUMANCentral fibrous rod domain.|Potential. 9ACCTGCCGCCGCTGCCTCAGC0.687

+ 6 880ANKRD20A3_uc010mnn.2_Missense_Mutation_p.K256NNM_001012419 NP_001012419 Q5VUR7 A20A3_HUMAN 0AACATAAAAAGAAGATACTTA0.234

+ 16 2435TLE4_uc004alc.2_Missense_Mutation_p.T504M|TLE4_uc010mpr.2_Missense_Mutation_p.T383M|TLE4_uc004ale.2_Missense_Mutation_p.T141M|TLE4_uc011lsq.1_Missense_Mutation_p.T472M|TLE4_uc010mps.2_Missense_Mutation_p.T428M|TLE4_uc004alf.2_Missense_Mutation_p.T443MNM_007005 NP_008936 O60756 BCE1_HUMAN 5CACGTGTACACGGGTGGGAAG0.602

+ 4 2303KIAA1958_uc011lwx.1_Missense_Mutation_p.G738CNM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1CCGGAGGCTTGGCTCCCACAG0.607

- 18 1981GOLGA1_uc010mws.2_RNANM_002077 NP_002068 Q92805 GOGA1_HUMAN Potential. 1TCCAGCTCGGCCTGCAGCTGG0.672

+ 3 635 NM_014506 NP_055321 O14657 TOR1B_HUMAN 0GCAATCAAGCCGTTTCTAGAC0.498

+ 30 2906 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11AGAAGATGGCCCTGAAGGCCC0.617

+ 27 3460MAMDC4_uc011mej.1_Missense_Mutation_p.P474LNM_206920 NP_996803 Q6UXC1 AEGP_HUMANCytoplasmic (Potential). 7ACCAGTGATCCGTAGACCACC0.502

+ 1 721 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGTCTCCACCTGGAGCCTCCA0.637

+ 1 2230 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3TCCCATCTCCGCCCAGAGCCT0.637

- 5 705SRPX_uc004ddz.1_Missense_Mutation_p.E187K|SRPX_uc011mkh.1_Missense_Mutation_p.E148K|SRPX_uc011mki.1_Missense_Mutation_p.E207KNM_006307 NP_006298 P78539 SRPX_HUMAN HYR. 0TCTCTTCCTTCGGGTGTCTCC0.443

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

- 3 567CITED1_uc011mqc.1_Missense_Mutation_p.P164S|CITED1_uc004eas.2_Missense_Mutation_p.P138S|CITED1_uc004eat.2_Missense_Mutation_p.P138SNM_001144887 NP_001138359 Q99966 CITE1_HUMAN 0CCAGCAGAAGGAGAGAGTGAT0.627

- 13 1625PHKA1_uc004eay.3_Splice_Site_p.V442_splice|PHKA1_uc011mqi.1_Splice_Site_p.V442_spliceNM_002637 NP_002628 P46020 KPB1_HUMAN 4AGAATACATACCTTGAACCAC0.378

- 2 323AIFM1_uc011mus.1_Nonsense_Mutation_p.Q49*|AIFM1_uc004evh.2_Intron|AIFM1_uc004evi.2_Intron|AIFM1_uc004evk.2_IntronNM_004208 NP_004199 O95831 AIFM1_HUMAN 5CTTGTCATCTGGAGTTCTAGA0.383

+ 4 2019MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTGTCTCCTCACTACTTTCCT0.582

- 3 503 NM_021049 NP_066387 P43359 MAGA5_HUMAN MAGE. 0GACTCTGGGTCAGGGGAGGTG0.542

+ 5 820 NM_152492 NP_689705 Q2M243 CCD27_HUMAN Potential. 1GCTGGAGATACAGGTTCAGAA0.587

- 6 961_962CASZ1_uc001arp.1_Missense_Mutation_p.T214I|CASZ1_uc009vmx.2_Missense_Mutation_p.T238I|CASZ1_uc001arq.1_Missense_Mutation_p.T73INM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1CTGCCTCCGGGGTGGAGCCCGC0.604

+ 19 3059VPS13D_uc001atw.2_Missense_Mutation_p.R973Q|VPS13D_uc001atx.2_Missense_Mutation_p.R161QNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5AGCAATGGCCGGTACATTTCT0.502

- 9 1112CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CTGGACACCCTTGCGGGTCTT0.731

+ 9 1023_1024 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2GAGCTGGCCAGGAAGGCCGGCT0.653

- 3 578KIF17_uc001bds.3_Missense_Mutation_p.D154YNM_020816 NP_065867 Q9P2E2 KIF17_HUMAN Kinesin-motor. 4TGCTTGGTGTCAGCCCCAAGG0.577

- 8 1355SH2D5_uc009vpy.1_Missense_Mutation_p.G328S|SH2D5_uc001bdu.1_RNANM_001103160 NP_001096630 Q6ZV89 SH2D5_HUMAN SH2. 0CACCACTGGCCGCTAGCACCC0.662 rs74703877

- 8 924SNRNP40_uc009vtt.2_5'UTR|SNRNP40_uc010oge.1_Missense_Mutation_p.W293LNM_004814 NP_004805 Q96DI7 SNR40_HUMAN WD 6. 0ATCAGGTGACCAAGAACATCT0.373



- 4 2501HIVEP3_uc001cha.3_Missense_Mutation_p.A430T|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMANNo DNA binding activity or transactivation activity, but complete prevention of TRAF-dependent NF-Kappa-B activation; associates with TRAF2 and JUN (By similarity).6GTCAGCATGGCGGTCCGCTGT0.622

+ 11 1718KDM4A_uc010oki.1_IntronNM_014663 NP_055478 O75164 KDM4A_HUMAN 1TGGCTCTTCACGGGATTCTAT0.517

+ 5 731 PLK3_uc001cmo.2_RNANM_004073 NP_004064 Q9H4B4 PLK3_HUMAN Protein kinase. 0AGCCCGGTTGGAGCCTCCGGA0.498

- 8 989EIF2B3_uc001cmu.1_Missense_Mutation_p.D288N|EIF2B3_uc001cmv.1_Missense_Mutation_p.D288N|EIF2B3_uc001cmw.2_Missense_Mutation_p.D288NNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1TCCCACCTGTCTCCTCGACAG0.493

- 42 5991ABCA4_uc001dqi.1_Missense_Mutation_p.R82CNM_000350 NP_000341 P78363 ABCA4_HUMANABC transporter 2.|Cytoplasmic. 12TCTCCAGGGCGAACTCCGACA0.522

- 6 913 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2CTGTTTCTCCCAGAATCTCTG0.378

- 5 724 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2ACATGAACTCGAGGCTGGTAT0.438

+ 3 201NBPF10_uc001emp.3_Intron|RBM8A_uc001enu.1_Missense_Mutation_p.E57K|RBM8A_uc001enw.1_5'FlankNM_005105 NP_005096 Q9Y5S9 RBM8A_HUMAN 0TGACAGCGTGGAGCAGGATGG0.488

+ 14 1711NBPF16_uc009wkt.1_Missense_Mutation_p.E287GNM_001102663 NP_001096133 0GAGGTAGTAGAGCCTGAAGTC0.473

- 44 6536 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 20. 8GAAGGCACACCTAAGGCCTTA0.517

- 43 6158 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 19. 8TCAGTGATCTCGGGAAGTCTC0.498

+ 13 1668NCSTN_uc001fvy.2_Missense_Mutation_p.P495L|NCSTN_uc010pjf.1_Missense_Mutation_p.P377L|NCSTN_uc001fvz.2_Missense_Mutation_p.P295L|NCSTN_uc010pjg.1_Missense_Mutation_p.P257LNM_015331 NP_056146 Q92542 NICA_HUMANExtracellular (Potential). 2CAGGCTGATCCCCAAACGGTA0.552

- 18 2573ADCY10_uc009wvk.2_Missense_Mutation_p.E667K|ADCY10_uc010plj.1_Missense_Mutation_p.E606K|ADCY10_uc009wvl.2_Missense_Mutation_p.E758KNM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3TTTGTCTTTTCCTCAGACTCC0.438

- 3 512C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANExtracellular (Potential).|C-type lectin. 5ACATCTTTTTCTCTCTTGATG0.493 rs142216825

+ 6 958DNM3_uc001gid.3_Missense_Mutation_p.S261F|DNM3_uc009wwb.2_Missense_Mutation_p.S261F|DNM3_uc001gif.2_Missense_Mutation_p.S261FNM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1TTTTTCCTTTCCCACCCGGCT0.473

- 2 421PIGC_uc001gii.1_Intron|PIGC_uc001gij.1_Intron|C1orf105_uc001gik.2_Intron|PIGC_uc001gin.2_Missense_Mutation_p.Q47R|PIGC_uc001gio.2_Missense_Mutation_p.Q47RNM_153747 NP_714969 Q92535 PIGC_HUMAN 1AGCCCAATATTGGTATTTCCG0.483

+ 22 3568CACNA1E_uc009wxs.2_Missense_Mutation_p.I1023V|CACNA1E_uc001gox.1_Missense_Mutation_p.I361V|CACNA1E_uc009wxt.2_Missense_Mutation_p.I361VNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6CTCAATGTTCATCTTCAGCAC0.458

+ 1 143 NM_005298 NP_005289 O00155 GPR25_HUMANHelical; Name=1; (Potential). 1CTCTACCTGGCGGCCTTCGCC0.587

+ 6 787DTL_uc010ptb.1_Missense_Mutation_p.T116M|DTL_uc001hiz.3_Translation_Start_SiteNM_016448 NP_057532 Q9NZJ0 DTL_HUMAN WD 3. 0GTATTCTGTACGGGTGGAAGA0.328

- 2 410 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1TTTTCGGCGTCGTAGAGGTGG0.567

- 7 2012SUSD4_uc001hny.3_Missense_Mutation_p.P460S|SUSD4_uc010puw.1_Missense_Mutation_p.P300SNM_017982 NP_060452 Q5VX71 SUSD4_HUMANCytoplasmic (Potential). 0ATTATGTCAGGGTTGTCCGAA0.582

+ 65 16687OBSCN_uc001hsn.2_Missense_Mutation_p.S5548L|OBSCN_uc001hsr.1_Missense_Mutation_p.S176LNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GAGATGGTATCGGCCAAGATC0.642

- 3 392TAF5L_uc001htr.2_Nonsense_Mutation_p.R76*NM_014409 NP_055224 O75529 TAF5L_HUMAN 1TTCCGCAGTCGTCCAAACTGT0.373

- 5 723ITIH5_uc001ijr.1_Missense_Mutation_p.R215HNM_030569 NP_085046 Q86UX2 ITIH5_HUMAN 4ACCTTCCCCGCGCCCACTGCC0.617

+ 7 1473PLXDC2_uc001iqh.1_Missense_Mutation_p.G230E|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4GTGAAAGTCGGACTGTCCGAT0.423

+ 7 926MYO3A_uc009xko.1_Missense_Mutation_p.P189L|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_Missense_Mutation_p.P189L|MYO3A_uc001ism.2_Missense_Mutation_p.P189LNM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18GTAGGAACACCGTTTTGGATG0.443

+ 8 2452MASTL_uc001itl.2_Missense_Mutation_p.E605K|MASTL_uc009xkw.1_Missense_Mutation_p.E605K|MASTL_uc009xkx.1_RNANM_032844 NP_116233 Q96GX5 GWL_HUMAN Protein kinase. 3ATCAAATATTGAAGATCCACT0.373

- 6 624MPP7_uc009xkz.1_RNA|MPP7_uc001iub.1_Missense_Mutation_p.A74T|MPP7_uc009xla.2_Missense_Mutation_p.A74T|MPP7_uc010qdv.1_RNANM_173496 NP_775767 Q5T2T1 MPP7_HUMAN L27 2. 1TCGGCCAAGGCCGCCGCACCA0.512

- 5 556ZNF33B_uc009xmg.1_Intron|ZNF33B_uc001jae.1_Intron|ZNF33B_uc001jag.1_Missense_Mutation_p.M35I|ZNF33B_uc001jad.2_IntronNM_006955 NP_008886 Q06732 ZN33B_HUMAN 0TGTTGAAACTCATTCCACGTG0.328

+ 7 1642 NM_000314 NP_000305 P60484 PTEN_HUMANC2 tensin-type.p.R55fs*1(4)|p.?(3)|p.G165fs*9(3)|p.P204T(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.G165_K342del(1)|p.G165_*404del(1)|p.P204S(1)|p.P204fs*17(1)2334GAAACTATTCCAATGTTCAGT0.358

- 3 643CRTAC1_uc001kov.2_Missense_Mutation_p.A85V|CRTAC1_uc001kot.1_5'UTRNM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5CTCATCGACCGCGATGTTCAC0.662

+ 10 1517C10orf81_uc001lar.1_Missense_Mutation_p.E339K|C10orf81_uc009xyc.1_Missense_Mutation_p.E237K|C10orf81_uc001las.1_Missense_Mutation_p.E237K|C10orf81_uc001lau.1_Missense_Mutation_p.E153KNM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1AAGCCAAGTGGAGAAACTGAA0.428

+ 2 1391EMX2OS_uc001ldg.2_5'Flank|EMX2_uc001ldi.3_IntronNM_004098 NP_004089 Q04743 EMX2_HUMAN Homeobox. 0GCTGGCACACAGCCTCAGCCT0.632

+ 1 731 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0CAGAATCGAAGGGCCAGGCAC0.701

+ 9 1051PHRF1_uc010qwc.1_Missense_Mutation_p.S307F|PHRF1_uc010qwd.1_Missense_Mutation_p.S306F|PHRF1_uc010qwe.1_Missense_Mutation_p.S303F|PHRF1_uc009ybz.1_Missense_Mutation_p.S98FNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0CTCGGGTCTTCCCTGCTGGAT0.672

+ 8 1197PNPLA2_uc009ycl.2_Silent_p.H143H|EFCAB4A_uc010qwt.1_5'FlankNM_020376 NP_065109 Q96AD5 PLPL2_HUMANLumenal (Potential). 0CGTCTGGCCACGGCCATGATG0.711

- 13 1921TRPM5_uc010qxl.1_Missense_Mutation_p.W638G|TRPM5_uc009ydn.2_Missense_Mutation_p.W640GNM_014555 NP_055370 Q9NZQ8 TRPM5_HUMANCytoplasmic (Potential).p.W638*(1) 4ATGTCCCCCCACCAGATCCTG0.642

- 1 14 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANExtracellular (Potential). 2GTTTCCCAGGGATCCCAGGGT0.552 rs150566249

+ 10 1335TUB_uc010rbk.1_Missense_Mutation_p.H402Y|TUB_uc001mfy.2_Missense_Mutation_p.H451YNM_177972 NP_813977 P50607 TUB_HUMAN 1GAACATGGTTCATGAGAGAGT0.547

+ 1 140 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMANCytoplasmic (Potential). 2GGCATCATCACCCTCACCAGT0.502

+ 6 1047ZP1_uc001nqe.2_Nonsense_Mutation_p.Q50*NM_207341 NP_997224 P60852 ZP1_HUMANExtracellular (Potential).|ZP. 0GGCTGGCGACCAGCTCATCTA0.612

- 3 495B3GAT3_uc009ynz.2_Missense_Mutation_p.R149C|B3GAT3_uc001ntx.2_RNA|B3GAT3_uc010rlz.1_Missense_Mutation_p.R156CNM_012200 NP_036332 O94766 B3GA3_HUMANLumenal (Potential). 0TCGACACCACGGGGATGAACC0.682

+ 28 4579PCNXL3_uc001oez.2_Missense_Mutation_p.D414NNM_032223 NP_115599 Q9H6A9 PCX3_HUMAN 0TGCCGACTCGGATCCCACCTT0.622

+ 21 2507SAPS3_uc001onv.2_Missense_Mutation_p.S747N|SAPS3_uc001ony.3_Missense_Mutation_p.S718N|SAPS3_uc001onx.2_Missense_Mutation_p.S741N|SAPS3_uc009ysh.2_Missense_Mutation_p.S667N|SAPS3_uc001onu.2_Missense_Mutation_p.S667N|SAPS3_uc010rqc.1_Missense_Mutation_p.S515N|SAPS3_uc010rqd.1_Missense_Mutation_p.S430N|SAPS3_uc001onz.2_Missense_Mutation_p.S75N|SAPS3_uc001ooa.2_Missense_Mutation_p.S197NNM_001164161 NP_001157633 Q5H9R7 PP6R3_HUMAN 0ATGGAAACCAGCACTGAACCC0.512

- 22 5119SHANK2_uc010rqn.1_Missense_Mutation_p.R1093C|SHANK2_uc001opz.2_Missense_Mutation_p.R1086C|uc009ysn.1_Intron|SHANK2_uc001opy.2_Missense_Mutation_p.R17CNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5GTGCCGGGGCGAACAGTGAAG0.602

- 5 778SYTL2_uc010rtg.1_Missense_Mutation_p.P169S|SYTL2_uc010rti.1_Missense_Mutation_p.P168S|SYTL2_uc010rtj.1_Missense_Mutation_p.P120S|SYTL2_uc001pbf.3_Missense_Mutation_p.P168S|SYTL2_uc010rtf.1_Missense_Mutation_p.P26SNM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3TGACCTTCTGGCAACTTGGAG0.333

+ 23 3601DYNC2H1_uc001phn.1_Missense_Mutation_p.R1153W|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANStem (By similarity). 0GATCACTTTTCGGTTTGATTC0.323



- 5 243FXYD2_uc001prl.2_3'UTR|FXYD2_uc001prk.1_Splice_Site_p.R57_spliceNM_001680 NP_001671 P54710 ATNG_HUMAN 0CATTGATTTGCCTGGTGGGGGA0.584

+ 46 6278SORL1_uc010rzp.1_Missense_Mutation_p.S912R|SORL1_uc010rzq.1_Missense_Mutation_p.S681RNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|Fibronectin type-III 6. 15TGTTTGATAGTGCCATGAATA0.393

- 16 2931CDON_uc001qdb.3_Missense_Mutation_p.P312S|CDON_uc001qdc.3_Missense_Mutation_p.P935SNM_016952 NP_058648 Q4KMG0 CDON_HUMANExtracellular (Potential). 6TCTTTGACAGGATATTCAGAA0.428

- 17 2793CHD4_uc001qpn.2_Missense_Mutation_p.R870W|CHD4_uc001qpp.2_Missense_Mutation_p.R874WNM_001273 NP_001264 Q14839 CHD4_HUMANHelicase ATP-binding. 2TTCTTCAGCCGATGGGCTTCA0.468

- 8 469MFAP5_uc001qus.2_Missense_Mutation_p.D76N|MFAP5_uc009zge.1_Missense_Mutation_p.D61NNM_003480 NP_003471 Q13361 MFAP5_HUMAN 1AATTTCTCATCCCAGCACTCT0.443

- 6 604PZP_uc009zgl.2_Missense_Mutation_p.P61LNM_002864 NP_002855 5TGATGAGAGGGGAAAGGACAA0.502

- 5 740CLEC7A_uc001qxe.3_RNA|CLEC7A_uc001qxf.2_Missense_Mutation_p.R139W|CLEC7A_uc001qxh.2_Intron|CLEC7A_uc001qxi.2_Intron|CLEC7A_uc001qxj.2_Missense_Mutation_p.R106W|CLEC7A_uc009zhg.1_RNA|CLEC7A_uc001qxk.1_RNA|CLEC7A_uc001qxl.1_3'UTRNM_197947 NP_922938 Q9BXN2 CLC7A_HUMANC-type lectin.|Extracellular (Potential). 1GTCTGGGGCCGAGAAAGGCCT0.368

- 1 645 PRB4_uc001qzf.1_IntronNM_181429 NP_852094 Q7RTR8 T2R42_HUMANCytoplasmic (Potential). 1AGGAACTGAGCTTCAAATTTC0.413

- 13 3180 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12TAGAGCCCATCGATGGAGCTG0.587

- 8 992CASC1_uc001rgk.2_Missense_Mutation_p.E310K|CASC1_uc001rgm.3_Missense_Mutation_p.E368K|CASC1_uc001rgj.2_Missense_Mutation_p.E264K|CASC1_uc010sje.1_Missense_Mutation_p.E245K|CASC1_uc010sjf.1_Missense_Mutation_p.E192K|CASC1_uc010sjg.1_Missense_Mutation_p.E304KNM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN 2GACCCTCTTTCTTGTTGTTTG0.358

- 34 9446 NM_003482 NP_003473 O14686 MLL2_HUMAN 41CAGGCCAAGGGAATTGGCAGC0.607

+ 8 1341ACCN2_uc001rvv.2_Missense_Mutation_p.R371H|ACCN2_uc009zln.2_Missense_Mutation_p.R162H|ACCN2_uc009zlo.2_Missense_Mutation_p.R371HNM_001095 NP_001086 P78348 ACCN2_HUMANExtracellular (By similarity). 1AACCTGACCCGCTATGGCAAA0.532

+ 2 586MFSD5_uc001sch.1_Missense_Mutation_p.V239ANM_032889 NP_116278 Q6N075 MFSD5_HUMANHelical; (Potential). 3GTGCTGCTAGTGGGGCGAGCA0.537

- 1 151 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMANCytoplasmic (Potential). 2TTGAGCCGGGGATCCAGCAGG0.408 rs138420259

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMANHelical; Name=2; (Potential). 2TTAGAAATTTCGTTCACAACC0.378

+ 1 116 NM_001005494 NP_001005494 Q8NGE1 OR6C4_HUMANHelical; Name=1; (Potential). 0AGTATCCTAGGAAATCTGACT0.418

+ 4 512 KIF5A_uc010srr.1_IntronNM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3AAAGCTGCACGACCCTCAGCT0.507

+ 9 1894 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3 TTTTATCTATGATATCAGTGC0.323

- 18 2308PPFIA2_uc010sue.1_Intron|PPFIA2_uc010sug.1_RNA|PPFIA2_uc010suh.1_RNA|PPFIA2_uc010sui.1_RNA|PPFIA2_uc010suj.1_RNA|PPFIA2_uc009zsi.1_RNA|PPFIA2_uc010suf.1_RNA|PPFIA2_uc009zsh.2_IntronNM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6GGGGGGAGATGAACTGGCCAG0.547

- 1 715 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2TGGAGGGGGTGGGCGCCAGGG0.652

+ 4 762ANO4_uc010svl.1_RNA|ANO4_uc001thw.2_Missense_Mutation_p.E29K|ANO4_uc001thx.2_Missense_Mutation_p.E64KNM_178826 NP_849148 Q32M45 ANO4_HUMANExtracellular (Potential). 6TCTTTTTGATGAATTAGAAGC0.403

+ 5 669UTP20_uc009ztz.1_Nonsense_Mutation_p.Y171*NM_014503 NP_055318 O75691 UTP20_HUMAN HEAT 1. 4CCAGTATATACAGGTAACCCC0.418

+ 39 4454 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14GTTGGCTGGCGAGGAGTGCAT0.443

+ 4 654C12orf23_uc001tmc.2_Missense_Mutation_p.V94I|C12orf23_uc001tmd.2_Missense_Mutation_p.V94INM_152261 NP_689474 Q8WUH6 CL023_HUMANHelical; (Potential). 0GGCTGGAGGTGTTACAGCTGT0.478

+ 3 993_994 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN 0TTCGCGCATCGGCTCCGTCACC0.624

+ 10 1163_1164TPCN1_uc001tux.2_Missense_Mutation_p.S361F|TPCN1_uc010syt.1_Missense_Mutation_p.S221FNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANExtracellular (Potential). 3ATGATGCCCTCCTACTCCCGGA0.545

+ 2 420FBXW8_uc001twf.1_Missense_Mutation_p.P47L|FBXW8_uc009zwp.1_RNANM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN F-box. 3AATGATGTGCCTTTCTTTGAT0.338

- 3 948DIABLO_uc010taa.1_Intron|DIABLO_uc010tac.1_Intron|DIABLO_uc010tad.1_Missense_Mutation_p.I48T|VPS33A_uc001ucc.2_IntronNM_019887 NP_063940 Q9NR28 DBLOH_HUMAN 0TCCAAAGCCAATCGTCACAGT0.458

+ 3 339HIP1R_uc001udg.1_Missense_Mutation_p.L82F|HIP1R_uc001udi.1_Missense_Mutation_p.L94F|HIP1R_uc001udh.2_Missense_Mutation_p.L94FNM_003959 NP_003950 O75146 HIP1R_HUMAN ENTH. 1CCACAAGGTCCTTCGAGACGG0.642

+ 1 912 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0GAGCACACATCACATTCCGCC0.517

+ 34 5904NBEA_uc010abi.2_Missense_Mutation_p.R556CNM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11TCCTCTTCTTCGTGAAATTTT0.303

+ 1 5230 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 12. 11AACAAGGAGACCCCAAGTGAT0.493

+ 7 1864 NM_004466 NP_004457 P78333 GPC5_HUMAN 5GGACTGTGATGATGAAGATGG0.458

- 11 1427NALCN_uc001voy.2_Missense_Mutation_p.R128K|NALCN_uc001voz.2_Missense_Mutation_p.R413K|NALCN_uc001vpa.2_Missense_Mutation_p.R413KNM_052867 NP_443099 Q8IZF0 NALCN_HUMANExtracellular (Potential). 16GTCGTACTGCCTCCTGAAGTT0.552

+ 1 157 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMANCytoplasmic (Potential). 4AAAGTCAGACCCTGGGCTCAC0.463

+ 1 447 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANHelical; Name=4; (Potential). 5TACTTTCATGGATAATTGGTT0.398

- 33 5636CHD8_uc001war.1_Missense_Mutation_p.Q1744K|SNORD9_uc001wat.1_5'FlankNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10AATCCATCTTGGGACATAGTG0.483

- 35 5330 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4TTGGCCTTCTCCTCGGCGTTT0.582

+ 33 3294LRRC16B_uc001wlk.2_Missense_Mutation_p.P142QNM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5CCGCTGCCTCCACTCCAGAAG0.652

+ 33 3312LRRC16B_uc001wlk.2_Missense_Mutation_p.R148HNM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5AAGAAGAGGCGCCGGGGCCTG0.682

+ 2 3216ARHGAP5_uc001wrm.2_Missense_Mutation_p.P993S|ARHGAP5_uc001wrn.2_Missense_Mutation_p.P993S|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5TCCTTATAGTCCAATTGGGGA0.403

+ 14 1943FRMD6_uc001wzb.2_Missense_Mutation_p.K545R|FRMD6_uc001wzc.2_Missense_Mutation_p.K545R|FRMD6_uc001wze.2_Missense_Mutation_p.K476R|FRMD6_uc001wzf.2_Missense_Mutation_p.K246R|FRMD6_uc001wzg.2_Missense_Mutation_p.K195RNM_152330 NP_689543 Q96NE9 FRMD6_HUMAN 3CTTTACCAGAAAGACTTCCTG0.478

+ 3 453 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0ATCATGTCCCCCACCTGGTGG0.602

- 3 498DLGAP5_uc001xbt.2_Missense_Mutation_p.L94PNM_014750 NP_055565 Q15398 DLGP5_HUMAN Potential. 2GTATTTTTGGAGCATCTGTTT0.338

+ 10 1056RAD51L1_uc001xkd.2_Missense_Mutation_p.T331I|RAD51L1_uc010aqr.2_Missense_Mutation_p.T212I|RAD51L1_uc001xke.2_Missense_Mutation_p.T331I|RAD51L1_uc010aqs.1_Missense_Mutation_p.T331I|RAD51L1_uc001xkg.1_Missense_Mutation_p.T331INM_133509 NP_598193 O15315 RA51B_HUMAN 0GCTCCCTTCACCTCATTTGTC0.468

- 2 436 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1GGCAGGGCAAGGGTGTGGAGG0.557

+ 2 1050DIO3OS_uc001ykd.1_5'Flank|uc001yke.2_5'Flank|uc001ykf.2_5'Flank|uc001ykg.2_5'Flank|uc001ykh.3_5'Flank|MIR1247_hsa-mir-1247|MI0006382_5'FlankNM_001362 NP_001353 P55073 IOD3_HUMANExtracellular (Potential). 3CGCTCGGCCCCGGAGGGTGTA0.597



+ 4 607TECPR2_uc010txw.1_Nonsense_Mutation_p.Y153*|TECPR2_uc010awl.2_Nonsense_Mutation_p.Y153*|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN WD 2. 3AAATTGTTTATTCTTCTCTGG0.338

- 3089KIAA0125_uc001ysq.2_5'Flank|KIAA0125_uc001ysr.2_5'Flank 0TGCTCACAGTGACACGAACCC0.567

- 3 185UBE3A_uc001zar.2_Missense_Mutation_p.R39P|UBE3A_uc001zas.2_Missense_Mutation_p.R59P|UBE3A_uc001zat.2_Missense_Mutation_p.R39PNM_000462 NP_000453 Q05086 UBE3A_HUMAN 3ATTATCCATACGAAGAAAAGT0.433

- 9 1368GABRB3_uc010uae.1_Missense_Mutation_p.R324Q|GABRB3_uc001zba.2_Missense_Mutation_p.R409Q|GABRB3_uc001zbb.2_Missense_Mutation_p.R465QNM_000814 NP_000805 P28472 GBRB3_HUMANCytoplasmic (Probable). 5ATGCCCTTCTCGAGGCATGCT0.488

+ 7 3208_3209C15orf55_uc010ucc.1_Missense_Mutation_p.S1046F|C15orf55_uc010ucd.1_Missense_Mutation_p.S1036FNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GAGGAACTCTCCAACTTTGCTT0.505

+ 15 2538EIF2AK4_uc010bbj.1_Nonsense_Mutation_p.R531*NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMANProtein kinase 2. 4GAGGCTTTTTCGAGAGATTCT0.378

- 3 395uc001zlx.1_RNA|C15orf57_uc001zly.2_Missense_Mutation_p.R100Q|C15orf57_uc001zma.1_Missense_Mutation_p.R111Q|C15orf57_uc001zmb.1_Missense_Mutation_p.R102Q|C15orf57_uc010bbr.2_Missense_Mutation_p.R100QNM_001080792 NP_001074261 Q9BV29 CO057_HUMAN 1GGCCAGAGTTCGAAGCATGTC0.438 rs139886034

- 5 1159LEO1_uc010bfd.2_Missense_Mutation_p.F381LNM_138792 NP_620147 Q8WVC0 LEO1_HUMAN 0CTACACTGAGAAAGTTGGGCA0.338

+ 1 730 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7TGATGTCATGGAAATGATCTT0.448

- 2 175MAN2C1_uc002bag.2_Missense_Mutation_p.R53K|MAN2C1_uc002bah.2_Missense_Mutation_p.R53K|MAN2C1_uc010bkk.2_Missense_Mutation_p.R53K|MAN2C1_uc010umi.1_5'UTR|MAN2C1_uc010umj.1_RNA|MAN2C1_uc010umk.1_RNANM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0GTAGGGAAGTCTCTCCGGCGT0.706

+ 16 7690ACAN_uc010upp.1_Missense_Mutation_p.T2401M|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3CTCCCCTTCACGTGTAAAAAG0.507

+ 8 1236MAN2A2_uc010boa.2_Missense_Mutation_p.R416P|MAN2A2_uc002bqc.2_Missense_Mutation_p.R374P|MAN2A2_uc010uql.1_Missense_Mutation_p.R78P|MAN2A2_uc010uqm.1_Missense_Mutation_p.A21PNM_006122 NP_006113 P49641 MA2A2_HUMANLumenal (Potential). 3GATTTCAAACGCCTGCCTGGT0.557

+ 8 908DECR2_uc002chc.2_Missense_Mutation_p.D184N|DECR2_uc010bqv.2_Missense_Mutation_p.D184N|DECR2_uc002chd.2_Missense_Mutation_p.D184N|DECR2_uc002che.1_RNANM_020664 NP_065715 Q9NUI1 DECR2_HUMAN 0GCTGGTGGCCGATGGCGGGGC0.627

+ 9 2642SOLH_uc002chj.2_5'FlankNM_005632 NP_005623 O75808 CAN15_HUMANCalpain catalytic. 2GGGCACCTGCGTGGCGAGCTC0.677 rs139791573

+ 4 727FLYWCH1_uc002csb.2_Missense_Mutation_p.G121R|FLYWCH1_uc002csc.2_Missense_Mutation_p.G121R|FLYWCH1_uc010bsv.2_5'FlankNM_032296 NP_115672 Q4VC44 FWCH1_HUMANFLYWCH-type 1. 0GACACCATTCGGGGGCCGCCT0.612

+ 4 730KREMEN2_uc010bsw.1_Missense_Mutation_p.G142D|KREMEN2_uc002csh.2_Missense_Mutation_p.G142D|KREMEN2_uc010uwl.1_Missense_Mutation_p.G142D|KREMEN2_uc010bsx.2_Missense_Mutation_p.G142D|KREMEN2_uc002csi.2_Missense_Mutation_p.G142D|PAQR4_uc002csj.3_5'Flank|PAQR4_uc002csk.3_5'Flank|PAQR4_uc002csl.3_5'FlankNM_172229 NP_757384 Q8NCW0 KREM2_HUMANExtracellular (Potential).|WSC. 2GGCCCCAGCGGCACCTCCACG0.647

+ 4 2388 NM_005223 NP_005214 P24855 DNAS1_HUMAN 0GAGCCACTGGGACGGAACAGC0.597

+ 17 2070PRKCB_uc002dme.2_3'UTRNM_212535 NP_997700 P05771 KPCB_HUMANAGC-kinase C-terminal. 9GAGAGACAAGAGAGACACCTC0.453

- 17 2779FHOD1_uc002esk.2_5'Flank|FHOD1_uc010ced.2_Splice_Site_p.K696_spliceNM_013241 NP_037373 Q9Y613 FHOD1_HUMAN 3CAGGTGCTAACCTTGGCACAG0.587

- 6 836ATP6V0D1_uc010vjo.1_Missense_Mutation_p.R287W|ATP6V0D1_uc010vjn.1_Missense_Mutation_p.R169WNM_004691 NP_004682 P61421 VA0D1_HUMAN 0GGGTAGAGCCGCCCACAGTGT0.597

+ 13 1790SPG7_uc002fnk.1_RNA|SPG7_uc002fnl.2_5'UTRNM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial matrix (Potential). 0CACACGGAGGCCGTGATGAAG0.617

- 4 685YWHAE_uc002fsk.2_Missense_Mutation_p.S156F|YWHAE_uc010vqh.1_RNA|YWHAE_uc010vqi.1_IntronNM_006761 NP_006752 P62258 1433E_HUMAN 3GTAGAATACGGAAAAATTGAG0.483

- 4 474PITPNA_uc010cjt.2_5'UTR|PITPNA_uc010cju.2_5'UTR|PITPNA_uc010vqn.1_RNANM_006224 NP_006215 Q00169 PIPNA_HUMAN 1GGCCAGCATTCGAACAAACGT0.522

+ 8 1415SMTNL2_uc002fye.2_Missense_Mutation_p.V306I|uc002fyg.1_5'FlankNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN CH. 0CTTCACCTACGTCCAGTCGCT0.592 rs144468111

+ 22 2866MINK1_uc010vsk.1_Splice_Site_p.R861_splice|MINK1_uc010vsm.1_Splice_Site_p.R870_splice|MINK1_uc010vsn.1_Splice_Site_p.R853_splice|MINK1_uc010vso.1_Splice_Site_p.R798_splice|MINK1_uc010vsp.1_Splice_Site_p.R351_spliceNM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6GGTCCAGCGCGTGAGTGAGCC0.657 rs112125089

- 11 1923_1924CAMTA2_uc010cku.1_Missense_Mutation_p.L629F|CAMTA2_uc002gag.1_Missense_Mutation_p.L605F|CAMTA2_uc002gai.1_Missense_Mutation_p.L608F|CAMTA2_uc010ckv.1_Missense_Mutation_p.L253FNM_015099 NP_055914 O94983 CMTA2_HUMAN IPT/TIG. 1GAAGCAGAAAGGGGCCCCTCCC0.594

+ 11 1793TNK1_uc002ggj.3_Missense_Mutation_p.S540G|TNK1_uc010cmf.2_RNA|TNK1_uc002ggk.3_IntronNM_003985 NP_003976 Q13470 TNK1_HUMAN Pro-rich. 3TTTATCCTCTAGCTCTCCTCA0.617

+ 76 11805DNAH2_uc010cnm.1_Missense_Mutation_p.H869YNM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 6 (By similarity). 13CTCCATCCCCCACCCAGACTT0.552

- 5 829 NM_001128076 NP_001121548 A6NLX3 SPDE4_HUMAN 0CCACCTACCTCCTCCATCTCC0.622

- 6 735TOM1L2_uc002gry.3_Missense_Mutation_p.S143F|TOM1L2_uc010vwy.1_Intron|TOM1L2_uc010cpr.2_Missense_Mutation_p.S148F|TOM1L2_uc010vwz.1_Intron|TOM1L2_uc010vxa.1_Intron|TOM1L2_uc010vxb.1_Missense_Mutation_p.S143FNM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN 0AGGCGGCGAGGAATAGGAACC0.582

+ 2 153LGALS9C_uc010vyb.1_IntronNM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 1. 1CTCCAGGACGGATTTCAGATC0.567

+ 4 999B9D1_uc010cqm.1_5'Flank|B9D1_uc002gvl.3_5'Flank|MAPK7_uc002gvo.2_Missense_Mutation_p.R66C|MAPK7_uc002gvq.2_Missense_Mutation_p.R205C|MAPK7_uc002gvp.2_Missense_Mutation_p.R205CNM_139033 NP_620602 Q13164 MK07_HUMANNecessary for oligomerization (By similarity).|Protein kinase.9TGGTATGGCTCGTGGCCTGTG0.552

+ 5 679TRAF4_uc002hcq.1_IntronNM_004295 NP_004286 Q9BUZ4 TRAF4_HUMAN TRAF-type 2. 2GTGCCCCAAGCGCACTCAGCC0.592

+ 18 3134CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANEGF-like 2.|Extracellular (Potential). 8CATGGAGGCCGCTGCGTGGAG0.597

- 3 549KIF18B_uc002iht.2_Missense_Mutation_p.E150K|KIF18B_uc010wjh.1_Missense_Mutation_p.E150KNM_001080443 NP_001073912 2ATGAGCACCTCGAAGTGCTTC0.647

+ 6 842IGF2BP1_uc010dbj.2_IntronNM_006546 NP_006537 Q9NZI8 IF2B1_HUMAN 1GCGCCGAGGGGGCTTTGGCTC0.647

- 25 1820_1821 NM_000088 NP_000079 P02452 CO1A1_HUMANTriple-helical region. 382CTGGGGGTCCGGGGCGACCATC0.614

+ 5 2288AKAP1_uc010wnl.1_Missense_Mutation_p.P686L|AKAP1_uc002iuy.2_RNA|AKAP1_uc010dcm.2_Missense_Mutation_p.P686LNM_003488 NP_003479 Q92667 AKAP1_HUMAN 1ATCTACGCTCCCCCATTGCCT0.527

- 17 2654RECQL5_uc010dgk.2_Missense_Mutation_p.P806L|RECQL5_uc002jot.3_Missense_Mutation_p.P29LNM_004259 NP_004250 O94762 RECQ5_HUMAN 3GTCTCTGGGCGGGCAGGTGCT0.652

+ 8 1830SPHK1_uc002jrg.1_Missense_Mutation_p.D290Y|SPHK1_uc002jrh.2_Missense_Mutation_p.D355Y|SPHK1_uc002jrj.2_Missense_Mutation_p.D427Y|SPHK1_uc002jri.2_Missense_Mutation_p.D341Y|SPHK1_uc002jrk.3_Missense_Mutation_p.D341Y|uc010wtd.1_RNANM_001142602 NP_001136074 Q9NYA1 SPHK1_HUMAN 1GTTTGCAGTGGATGGGGAATT0.592

- 18 3474UBE2O_uc002jrl.3_Missense_Mutation_p.R741WNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5TTCACCAGCCGCCAGCCACCA0.657

- 7 738_739PCYT2_uc010wva.1_Missense_Mutation_p.H194Y|PCYT2_uc010wvb.1_Missense_Mutation_p.H194Y|PCYT2_uc002kce.1_Missense_Mutation_p.H148Y|PCYT2_uc002kcg.1_Missense_Mutation_p.H255Y|PCYT2_uc002kch.1_Missense_Mutation_p.H244Y|PCYT2_uc002kci.1_Missense_Mutation_p.H185Y|PCYT2_uc010dii.1_Missense_Mutation_p.H226Y|PCYT2_uc010wvc.1_Missense_Mutation_p.H148YNM_002861 NP_002852 Q99447 PCY2_HUMANCatalytic 2 (Potential). 0CAGAGGATACGGAACAGGTCGA0.609

+ 66 8737LAMA3_uc002kur.2_Missense_Mutation_p.S2828F|LAMA3_uc002kus.3_Missense_Mutation_p.S1275F|LAMA3_uc002kut.3_Missense_Mutation_p.S1219FNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 3. 11TCCCGGCAGTCTCTGCGTCTG0.463

- 2 1156SYT4_uc010dng.2_Intron|SYT4_uc010xcm.1_Missense_Mutation_p.G245R|SYT4_uc010dnh.2_IntronNM_020783 NP_065834 Q9H2B2 SYT4_HUMANPhospholipid binding (Probable).|Cytoplasmic (Potential).5AATTCAATTCCCGAGAGAGGA0.328

+ 17 3094DCC_uc010xdr.1_Intron|DCC_uc010dpf.1_IntronNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential). 17TTCCCCACCTCGGTCCCAGAT0.453

+ 25 4248DCC_uc010dpf.1_Missense_Mutation_p.E856KNM_005215 NP_005206 P43146 DCC_HUMANCytoplasmic (Potential). 17GTCCACTCTGGAGAGGTCGCT0.522

+ 2 465 NCLN_uc002lxh.1_RNANM_020170 NP_064555 Q969V3 NCLN_HUMANLumenal (Potential). 0CTGCGGCAGTCGGCGGGCGCC0.721



+ 15 2351_2352KDM4B_uc010xim.1_Missense_Mutation_p.G743K|KDM4B_uc002mbr.3_Missense_Mutation_p.G467KNM_015015 NP_055830 O94953 KDM4B_HUMAN 1AGCCTCCCTCGGAAAGGGCTGC0.649

+ 5 454EMR1_uc010dvc.2_Missense_Mutation_p.S139N|EMR1_uc010dvb.2_Missense_Mutation_p.S87N|EMR1_uc010xji.1_Intron|EMR1_uc010xjj.1_Missense_Mutation_p.S139NNM_001974 NP_001965 Q14246 EMR1_HUMANExtracellular (Potential).|EGF-like 3; calcium-binding (Potential).5TGCCTCACCAGCAGCGTCTGC0.483

+ 3 624KIAA1543_uc002mgu.3_Missense_Mutation_p.T175SNM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN CH. 1CTGGGTGGACACGGTAGGTGG0.652

- 4 659CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R174W|CD209_uc002mhr.2_Missense_Mutation_p.R174W|CD209_uc002mhs.2_Missense_Mutation_p.R174W|CD209_uc002mhu.2_Intron|CD209_uc010dvq.2_Missense_Mutation_p.R198W|CD209_uc002mhq.2_Missense_Mutation_p.R198W|CD209_uc002mhv.2_Missense_Mutation_p.R174W|CD209_uc002mhx.2_Missense_Mutation_p.R154W|CD209_uc002mhw.2_Intron|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|5.|7 X approximate tandem repeats.1GCCTTCAGCCGGGTCAGCTCC0.562 rs141131967

+ 4 424HNRNPM_uc010dwc.1_Splice_Site_p.A115_splice|HNRNPM_uc010xke.1_Splice_Site_p.A115_splice|HNRNPM_uc010dwd.2_Splice_Site_p.A115_splice|HNRNPM_uc002mka.2_5'FlankNM_005968 NP_005959 P52272 HNRPM_HUMAN 0AGGGATGTGCGTAAGTATCGT0.378

- 26 3527ADAMTS10_uc002mki.1_Nonsense_Mutation_p.Q572*NM_030957 NP_112219 Q9H324 ATS10_HUMAN PLAC. 4CTGCAGAACTGAAATTTGAGC0.627

- 3 24249 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57TTTTGTGCAACATATCTGTAG0.473

- 67 5182 NM_015719 NP_056534 P25940 CO5A3_HUMANFibrillar collagen NC1. 10CTGTCCTTTCCGGAGCTGTCC0.592

+ 9 824CYP4F8_uc010xoj.1_Missense_Mutation_p.R66GNM_007253 NP_009184 P98187 CP4F8_HUMAN 1TCCCTGTGGACGGCGCTTCCA0.552

+ 2 682MYO9B_uc002nfi.2_Missense_Mutation_p.T177M|MYO9B_uc002nfj.1_Missense_Mutation_p.T177MNM_004145 NP_004136 Q13459 MYO9B_HUMANMyosin head-like. 1AAGATCTACACGTACGCGGGG0.547

- 4 305TMEM161A_uc010eca.2_RNA|TMEM161A_uc002nlh.2_Missense_Mutation_p.V92E|TMEM161A_uc002nli.2_Missense_Mutation_p.V92E|TMEM161A_uc002nlj.2_5'UTRNM_017814 NP_060284 Q9NX61 T161A_HUMANExtracellular (Potential). 2CAGGGCATCCACGGTCGTGAG0.607

+ 4 1536ZNF90_uc002nos.1_Intron|ZNF90_uc002not.1_IntronNM_007138 NP_009069 Q03938 ZNF90_HUMANC2H2-type 11. 2AAGCGCTCCTCAAACCTTACT0.418

- 4 800ZNF43_uc010ecv.2_Missense_Mutation_p.N218H|ZNF43_uc002nql.2_Missense_Mutation_p.N218H|ZNF43_uc002nqm.2_Missense_Mutation_p.N218H|ZNF43_uc002nqk.2_Missense_Mutation_p.N154HNM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 2; degenerate. 2TCTCCAGTATTAATTCTCTTA0.323

- 1 1166 NM_002152 NP_002143 P23327 SRCH_HUMAN4 X tandem repeats, acidic.|2-6.|6 X approximate tandem repeats.1TCAACCTCTTCCTTTCTGTGG0.532

- 4 349KLK7_uc002pup.2_Missense_Mutation_p.D83N|KLK7_uc010yco.1_5'UTR|KLK7_uc010eok.2_Missense_Mutation_p.D11NNM_139277 NP_644806 P49862 KLK7_HUMAN Peptidase S1. 0CCCAGCGTATCACTGCCCAGG0.572

- 5 563 NM_022046 NP_071329 Q9P0G3 KLK14_HUMANPeptidase S1. 1GTTGGGGTGCGTCACCTGACG0.647

+ 2 187 NM_002030 NP_002021 P25089 FPR3_HUMANExtracellular (Potential). 6GTGGGAAGATGGAAACCAACT0.483

- 4 576 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN KRAB. 2GGCTCCTTTCCTTGTTCCAAC0.468

+ 4 747 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0CCCACCATTCTCAGACCCCCC0.587

+ 13 1029GPN1_uc010ezf.2_Missense_Mutation_p.L310F|GPN1_uc010yma.1_Missense_Mutation_p.L243F|GPN1_uc010ymb.1_Missense_Mutation_p.L227F|GPN1_uc010ymd.1_Missense_Mutation_p.L217F|GPN1_uc010yme.1_Intron|GPN1_uc010ezg.1_Missense_Mutation_p.L217FNM_007266 NP_009197 Q9HCN4 GPN1_HUMAN 0CTTCTGATTTGATCCTGACTC0.483

- 7 1056 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1CAACTGTCTTGCTCTCTGGGC0.423

+ 21 2412PROM2_uc002sui.2_Missense_Mutation_p.S760F|PROM2_uc002suj.2_Missense_Mutation_p.S414F|PROM2_uc002suk.2_Missense_Mutation_p.S760F|PROM2_uc002sul.2_Missense_Mutation_p.S286F|PROM2_uc002sum.2_RNANM_144707 NP_653308 Q8N271 PROM2_HUMANExtracellular (Potential). 1CAGCCCCTCTCCGGAGCCCTG0.622

- 1 137 NM_000682 NP_000673 P18089 ADA2B_HUMANCytoplasmic (By similarity). 3CAGGTTCTGAGGGGCGCGCAG0.632

- 3 1144IWS1_uc010yzl.1_RNA|uc002too.1_5'Flank|IWS1_uc010fma.2_RNANM_017969 NP_060439 Q96ST2 IWS1_HUMANGlu-rich.|2.|3 X approximate tandem repeats. 1TTCCTTGGGGGATCCTCACTT0.557

- 4 1062KCNH7_uc002uci.2_Missense_Mutation_p.V284INM_033272 NP_150375 Q9NS40 KCNH7_HUMANCytoplasmic (Potential). 5TTGGGGTGGACGCCGAATCCT0.398

- 240 49420uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.N10094S|TTN_uc010zfi.1_Missense_Mutation_p.N10027S|TTN_uc010zfj.1_Missense_Mutation_p.N9902SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCAGCAGCATTGATTGCATA0.433

- 230 46866uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E9243K|TTN_uc010zfi.1_Missense_Mutation_p.E9176K|TTN_uc010zfj.1_Missense_Mutation_p.E9051KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTGGTGACTTCCTCCCATTCT0.393

+ 19 2857PARD3B_uc002vao.1_Missense_Mutation_p.D884N|PARD3B_uc002vap.1_Missense_Mutation_p.D822N|PARD3B_uc002vaq.1_Missense_Mutation_p.D815NNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN Lys-rich. 4GAAGAAAGAGGATAAGGGTGG0.423

- 14 2220ABCB6_uc010fwe.1_Missense_Mutation_p.R602QNM_005689 NP_005680 Q9NP58 ABCB6_HUMANABC transporter. 2CCCATCTATTCGGATGCAGCC0.537 rs13402964

- 14 1474GPCPD1_uc002wmd.3_Missense_Mutation_p.R240WNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0ATACCTTTCCGATCCTTAGAT0.348

+ 4 591TM9SF4_uc010ztr.1_Missense_Mutation_p.R45Q|TM9SF4_uc010zts.1_Missense_Mutation_p.R26Q|TM9SF4_uc002wxk.2_Missense_Mutation_p.R102Q|TM9SF4_uc010gdz.2_Missense_Mutation_p.R26QNM_014742 NP_055557 Q92544 TM9S4_HUMAN 2GAGCAGAGCCGACTCGTGGCC0.577 rs139891092

+ 2 296SEMG2_uc002xnk.2_Missense_Mutation_p.R80Q|SEMG2_uc002xnl.2_Missense_Mutation_p.R80QNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|3-1. 1GACTGGACCCGAAAAAGTCAG0.368

- 1 364 NM_181621 NP_853652 Q52LG2 KR132_HUMAN 0GCTCCTCGATCCATAGCCCAG0.582

- 1 208 NM_181611 NP_853642 Q3LI72 KR195_HUMAN 0CAATAAAATCCAGAGAATCCA0.502 rs73186218

+ 2 316IFNAR1_uc011adv.1_5'UTRNM_000629 NP_000620 P17181 INAR1_HUMANExtracellular (Potential). 2TGAGTCTGTCGGGAATGTGAC0.348

+ 12 1334SLC37A1_uc002zbj.2_Missense_Mutation_p.P308SNM_018964 NP_061837 P57057 GLPT_HUMANHelical; (Potential). 0CGTCATTCTCCCCGGGGACGG0.572

+ 17 2399CABIN1_uc002zzj.1_Missense_Mutation_p.E708K|CABIN1_uc002zzl.1_Missense_Mutation_p.E758KNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5GCAGTGTTTTGAGTGTTCCGA0.587

+ 4 1238SEZ6L_uc003acc.2_Missense_Mutation_p.R361Q|SEZ6L_uc011akc.1_Missense_Mutation_p.R361Q|SEZ6L_uc003acd.2_Missense_Mutation_p.R361Q|SEZ6L_uc011akd.1_Missense_Mutation_p.R361Q|SEZ6L_uc003ace.2_Missense_Mutation_p.R361Q|SEZ6L_uc003acf.1_Missense_Mutation_p.R134Q|SEZ6L_uc010gvc.1_Missense_Mutation_p.R134QNM_021115 NP_066938 Q9BYH1 SE6L1_HUMANCUB 1.|Extracellular (Potential). 6CAGGTAATCCGAAGCCCCACC0.632

- 5 1753RFPL2_uc003ame.3_Missense_Mutation_p.E212K|RFPL2_uc003amf.3_Missense_Mutation_p.E183K|RFPL2_uc003amh.3_Missense_Mutation_p.E183KNM_001098527 NP_001091997 O75678 RFPL2_HUMAN B30.2/SPRY. 1AATCCAAGCTCTGTGGTCAGC0.582

- 3 314 NM_002872 NP_002863 P15153 RAC2_HUMAN 4CGGCCGGAGACGGTCGTAGTC0.403

- 7 1507 NM_152512 NP_689725 Q8IYW4 ENTD1_HUMAN 3CATGGATAAAGGAGAAAAGGA0.398

- 1 1839 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMANExtracellular (Potential).|REJ. 5GGGTGTTCTCTTTTACTGAAC0.433

- 33 5283PLXNB2_uc003bkt.1_Missense_Mutation_p.T518M|PLXNB2_uc003bku.1_Missense_Mutation_p.T711MNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CTTATGCTCCGTGCGCGTGCA0.622

+ 31 4087ITPR1_uc010hca.1_Missense_Mutation_p.A1232T|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.A178TNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21GAATTTCTGCGCAGGCAACCA0.453

- 1 97GRIP2_uc011avh.1_5'Flank|GRIP2_uc003byv.1_5'FlankNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1TCAACCACGCGGGAAGGAATG0.597

- 21 2637TOP2B_uc003cdj.2_Missense_Mutation_p.I860TNM_001068 NP_001059 Q02880 TOP2B_HUMAN 5CATGGGAATTATAGGAATATA0.408

+ 2 1352 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN Kelch 2. 1CTACGTGGTCGGTGGCAGAGA0.642



+ 5 481CCDC36_uc003cwl.3_Missense_Mutation_p.D32N|CCDC36_uc011bck.1_Missense_Mutation_p.D32N|CCDC36_uc010hkt.2_RNANM_178173 NP_835467 Q8IYA8 CCD36_HUMAN 2TAATCAAAATGATTATTCCAG0.363

- 12 1522PCBP4_uc003dcb.1_Missense_Mutation_p.P342S|PCBP4_uc003dcc.1_Missense_Mutation_p.P397S|PCBP4_uc003dce.1_Missense_Mutation_p.A377V|PCBP4_uc003dcf.1_Missense_Mutation_p.P376S|PCBP4_uc003dcg.1_Missense_Mutation_p.P342S|PCBP4_uc003dch.1_Missense_Mutation_p.P376S|PCBP4_uc003dci.1_Missense_Mutation_p.P216S|PCBP4_uc003dcj.1_Missense_Mutation_p.P376S|PCBP4_uc003dck.1_Missense_Mutation_p.P333S|PCBP4_uc003dcl.1_Missense_Mutation_p.A310VNM_033010 NP_127503 P57723 PCBP4_HUMAN 0AAGCCCGGCGGCGGCCCTGGG0.622

- 2 1584TLR9_uc003ddb.2_Missense_Mutation_p.E414GNM_017442 NP_059138 Q9NR96 TLR9_HUMANLRR 10.|Extracellular (Potential). 4GAGGAAGTTCTCACTCAGGTC0.527

+ 6 664ITIH3_uc011bek.1_Missense_Mutation_p.G210RNM_002217 NP_002208 Q06033 ITIH3_HUMAN 3CGACCTCCTGGGAAGCGCCCT0.532

+ 2 464CACNA1D_uc003dgu.3_Nonsense_Mutation_p.R101*|CACNA1D_uc003dgy.3_Nonsense_Mutation_p.R101*NM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11GTCCAACAGCCGACCTGCCCG0.488

+ 19 3095CRYBG3_uc010hoz.1_RNA|MINA_uc003dry.1_3'UTR|MINA_uc003drz.1_3'UTR|MINA_uc003dsa.1_3'UTR|MINA_uc003dsb.1_3'UTR|MINA_uc003dsc.1_3'UTRNM_153605 NP_705833 0GCCCCTGGAGGGAGAAGAAAC0.318

+ 6 739 NM_017945 NP_060415 Q9BS91 S35A5_HUMANHelical; (Potential). 1GTGGCCTTGACTGCCGGGACT0.438

+ 16 3165 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANExtracellular (Potential).|IPT/TIG 3. 3GCCACTGTCCGTGAACCCCGA0.647

+ 28 5144COL6A6_uc003eni.3_5'UTRNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANTriple-helical region. 8GCTTCCAGGAGAGATGGGATC0.343

+ 2 382ATP1B3_uc011bne.1_RNA|ATP1B3_uc003euh.1_Missense_Mutation_p.P56SNM_001679 NP_001670 P54709 AT1B3_HUMANExtracellular (Potential). 0CGATGAGGTTCCAAAATACCG0.333 rs41265475

- 1 137 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN LRRNT. 13AGTCAGGTACCGAAATGTGCA0.552 rs148699040

- 26 2991 NM_001041 NP_001032 P14410 SUIS_HUMANLumenal.|P-type 2.|Isomaltase. 14TCTTGTCTGGGAAAGTAACAC0.363

+ 21 2843CHRD_uc003fow.2_Missense_Mutation_p.A496V|CHRD_uc003fox.2_Missense_Mutation_p.A866V|CHRD_uc003foy.2_Missense_Mutation_p.A496V|CHRD_uc010hyc.2_Missense_Mutation_p.A456V|CHRD_uc011brr.1_Missense_Mutation_p.A408VNM_003741 NP_003732 Q9H2X0 CHRD_HUMAN 3CCCATGCAGGCTGATGGGCCC0.612

+ 7 1364TPRG1_uc003frw.1_Missense_Mutation_p.S46NNM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0AGGCAGTCAAGTGTGACCGAA0.453

+ 20 2198SLIT2_uc003gps.1_Missense_Mutation_p.P657LNM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11TTGGCCAATCCTTTTAACTGT0.463

+ 21 2683LIMCH1_uc003gvv.3_Nonsense_Mutation_p.Q877*|LIMCH1_uc003gvw.3_Nonsense_Mutation_p.Q876*|LIMCH1_uc003gvx.3_Nonsense_Mutation_p.Q889*|LIMCH1_uc003gwe.3_Nonsense_Mutation_p.Q800*|LIMCH1_uc003gvy.3_Nonsense_Mutation_p.Q705*|LIMCH1_uc003gwa.3_Nonsense_Mutation_p.Q717*|LIMCH1_uc003gvz.3_Nonsense_Mutation_p.Q1261*|LIMCH1_uc011byu.1_Nonsense_Mutation_p.Q710*|LIMCH1_uc003gwc.3_Nonsense_Mutation_p.Q722*|LIMCH1_uc003gwd.3_Nonsense_Mutation_p.Q710*|LIMCH1_uc011byv.1_Nonsense_Mutation_p.Q627*|LIMCH1_uc011byw.1_Nonsense_Mutation_p.Q176*NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4GAAATCATTCCAGGGAGATGA0.398

+ 9 825DCUN1D4_uc003gzf.2_Intron|DCUN1D4_uc011bzn.1_Missense_Mutation_p.L171P|DCUN1D4_uc003gzg.2_RNA|DCUN1D4_uc003gzh.2_Intron|DCUN1D4_uc011bzo.1_Missense_Mutation_p.L275PNM_001040402 NP_001035492 Q92564 DCNL4_HUMAN DCUN1. 2ATCTGGCCCCTTTTTCCAGTT0.383

+ 4 471 NM_001432 NP_001423 O14944 EREG_HUMANExtracellular (Potential).|EGF-like. 2ACTGGTGTCCGATGTGAACAC0.358

+ 2 765STBD1_uc003hjy.2_3'UTR|STBD1_uc011cbv.1_3'UTR|STBD1_uc011cbw.1_Missense_Mutation_p.L24FNM_003943 NP_003934 O95210 STBD1_HUMANCytoplasmic (Potential). 1CAGAGAAGTTGCCTTCTAGCA0.448

- 2 200uc003hum.1_Intron|ADH6_uc003huo.2_Missense_Mutation_p.E36K|ADH6_uc011cef.1_5'UTR|ADH6_uc010ile.2_Missense_Mutation_p.E36KNM_000672 NP_000663 P28332 ADH6_HUMAN 3ATGCGAACTTCCTTTGCCTTT0.388

- 5 1437NHEDC2_uc010iln.1_Missense_Mutation_p.G41S|NHEDC2_uc003hwy.2_Missense_Mutation_p.G189S|NHEDC2_uc011cew.1_Missense_Mutation_p.G132S|NHEDC2_uc011cex.1_Missense_Mutation_p.G132S|NHEDC2_uc011cey.1_Missense_Mutation_p.G132SNM_178833 NP_849155 Q86UD5 NHDC2_HUMAN 0AGACCAAGGCCAGCACGAACC0.388

- 4 1784NDST4_uc010imw.2_RNANM_022569 NP_072091 Q9H3R1 NDST4_HUMANLumenal (Potential).|Heparan sulfate N-deacetylase 4.4TCCACAGACCGAAGTAAAAGG0.388

- 5 1098 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 2. 1AGCTCATTCCCAGTGCAGCGT0.478

+ 3 5551FAT4_uc011cgp.1_Missense_Mutation_p.P149SNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 18.|Extracellular (Potential). 18TTTTGACATTCCTGAGGACAC0.403

+ 2 152RXFP1_uc010iqj.1_5'UTR|RXFP1_uc011cja.1_5'UTR|RXFP1_uc010iqo.2_Missense_Mutation_p.D24N|RXFP1_uc011cjb.1_5'UTR|RXFP1_uc010iqk.2_5'UTR|RXFP1_uc011cjc.1_5'UTR|RXFP1_uc011cjd.1_5'UTR|RXFP1_uc010iql.2_5'UTR|RXFP1_uc011cje.1_Missense_Mutation_p.D24N|RXFP1_uc010iqm.2_Missense_Mutation_p.D24N|RXFP1_uc011cjf.1_5'UTR|RXFP1_uc010iqn.2_IntronNM_021634 NP_067647 Q9HBX9 RXFP1_HUMANExtracellular (Potential). 0GGGTGGACAGGATGTCAAGTG0.507

+ 2 179RXFP1_uc010iqj.1_5'UTR|RXFP1_uc011cja.1_5'UTR|RXFP1_uc010iqo.2_Missense_Mutation_p.P33S|RXFP1_uc011cjb.1_5'UTR|RXFP1_uc010iqk.2_5'UTR|RXFP1_uc011cjc.1_5'UTR|RXFP1_uc011cjd.1_5'UTR|RXFP1_uc010iql.2_5'UTR|RXFP1_uc011cje.1_Missense_Mutation_p.P33S|RXFP1_uc010iqm.2_Missense_Mutation_p.P33S|RXFP1_uc011cjf.1_5'UTR|RXFP1_uc010iqn.2_IntronNM_021634 NP_067647 Q9HBX9 RXFP1_HUMANExtracellular (Potential).|LDL-receptor class A. 0TGGCTATTTCCCCTGTGGGAA0.517

- 14 9951 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 30. 12TCCCGACTTGCTGCATACACT0.413

- 63 10660DNAH5_uc003jfc.2_5'UTRNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31AACAGAAGATCACGAAACTCT0.373

- 2 822 uc003jfp.2_5'Flank NM_001102562 NP_001096032 A6NNE9 MARHB_HUMANRING-CH-type. 0TCTCACTGATCCATTTTAGCA0.428

+ 3 539OSMR_uc003jlm.1_Missense_Mutation_p.P58SNM_003999 NP_003990 Q99650 OSMR_HUMANExtracellular (Potential). 5CCACAACCTTCCTTATCATCA0.388

- 8 1293 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 CAATCATCTTTATTAAATTCA0.413

+ 7 747GHR_uc011cpq.1_Missense_Mutation_p.R48QNM_000163 NP_000154 P10912 GHR_HUMANExtracellular (Potential).|Fibronectin type-III. 6TCCAAACAACGAAACTCTGGA0.373

+ 8 1105POLK_uc003kdx.2_RNA|POLK_uc003kdy.2_RNA|POLK_uc003keb.2_Missense_Mutation_p.P337S|POLK_uc010izq.2_Intron|POLK_uc003kec.2_Missense_Mutation_p.P247S|POLK_uc010izr.2_RNA|POLK_uc010izs.2_RNA|POLK_uc003ked.2_Missense_Mutation_p.P247S|POLK_uc003kee.2_Missense_Mutation_p.P337S|POLK_uc003kef.2_Missense_Mutation_p.P247SNM_016218 NP_057302 Q9UBT6 POLK_HUMAN UmuC. 4CCAAATTCTTCCCAATAGACA0.323

- 3 908MEF2C_uc003kji.2_Missense_Mutation_p.R79W|MEF2C_uc003kjk.2_Missense_Mutation_p.R79W|MEF2C_uc003kjm.2_Missense_Mutation_p.R79W|MEF2C_uc003kjl.2_Missense_Mutation_p.R79WNM_002397 NP_002388 Q06413 MEF2C_HUMANMef2-type (Potential). 7GAGTTTGTCCGGCTCTCATGC0.557

- 3 906MEF2C_uc003kji.2_Missense_Mutation_p.S78T|MEF2C_uc003kjk.2_Missense_Mutation_p.S78T|MEF2C_uc003kjm.2_Missense_Mutation_p.S78T|MEF2C_uc003kjl.2_Missense_Mutation_p.S78TNM_002397 NP_002388 Q06413 MEF2C_HUMANMef2-type (Potential). 7GTTTGTCCGGCTCTCATGCGG0.557

+ 29 6413GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential).p.A2106V(1) 16GAAACTATTGCGCAACTAATT0.413

+ 1 2356PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.D500NNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANExtracellular (Potential).|Cadherin 5. 1GCGGTTGGGCGACCGCGCGCT0.677

- 20 2950ARAP3_uc003lll.2_5'UTR|ARAP3_uc011dbe.1_Missense_Mutation_p.R620C|ARAP3_uc003lln.2_IntronNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7GCATCCCGACGGAACTCAGCC0.622

+ 2 198 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANExtracellular (Potential). 0AGTCACTGGACCGGGCAAGTT0.552

+ 1 1530TXNDC5_uc003mxw.2_IntronNR_027712 0GCGACACCATGGAGGCCGATG0.498

- 21 4476NUP153_uc011dje.1_Missense_Mutation_p.A1457T|NUP153_uc010jpl.1_Missense_Mutation_p.A1384TNM_005124 NP_005115 P49790 NU153_HUMAN 9TGGGCTGAGGCTGCAGGTGTG0.458

- 3 1934_1935 NM_052923 NP_443155 Q6R2W3 SCND3_HUMANIntegrase catalytic. 1AAAATTCCCTCCCATTGTCAGA0.421

- 31 10704TNXB_uc003nzg.1_5'Flank|TNXB_uc003nzh.1_5'UTRNM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 27. 0GTCCTCTACGGTGACTGTGCG0.637

- 2 456TREM1_uc003oqg.1_Missense_Mutation_p.L131SNM_018643 NP_061113 Q9NP99 TREM1_HUMANExtracellular (Potential).|Ig-like V-type. 1GGTCACCACCAAGCGGATGCG0.567

+ 4 463MDFI_uc003oqq.3_Missense_Mutation_p.A45V|MDFI_uc010jxn.2_Missense_Mutation_p.A45VNM_005586 NP_005577 Q99750 MDFI_HUMAN 0ACTCACCCTGCGGAGGCAGCA0.627 rs144261097

+ 4 662RUNX2_uc011dvy.1_Missense_Mutation_p.G151E|RUNX2_uc003oxt.2_Missense_Mutation_p.G137ENM_001024630 NP_001019801 Q13950 RUNX2_HUMAN Runt. 3GTACCAGATGGGACTGTGGTT0.438

- 2 834ENPP5_uc003oya.1_Missense_Mutation_p.S209L|ENPP5_uc011dvz.1_Missense_Mutation_p.S115L|ENPP5_uc010jzc.1_Missense_Mutation_p.S209LNM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0GTCAATATCTGAAATGACAGG0.438



- 30 3800PKHD1_uc003pai.2_Missense_Mutation_p.S1175FNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential).|IPT/TIG 6; atypical. 44GATAGAGACGGAAATTCTGTG0.527

- 21 1651COL9A1_uc003pfe.3_Missense_Mutation_p.P71S|COL9A1_uc003pff.3_Missense_Mutation_p.P255SNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL2). 4GGTGCACCAGGAAGACCCTGA0.403

- 5 698ME1_uc011dzb.1_Missense_Mutation_p.E123K|ME1_uc011dzc.1_Missense_Mutation_p.E32KNM_002395 NP_002386 P48163 MAOX_HUMAN 2ACCTCATTTTCGGTTCCCACA0.393

- 58 9007 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10ATTTATCTGGGGTTGTTGATT0.433

+ 4 466WISP3_uc003pvn.2_RNA|WISP3_uc003pvo.2_Missense_Mutation_p.A137GNM_003880 NP_003871 O95389 WISP3_HUMAN 0GACCTTGTAGCTGTTGGGTGC0.453

+ 13 1423ENPP3_uc010kfo.1_RNA|ENPP3_uc010kfp.1_RNA|ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Missense_Mutation_p.R359QNM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|Phosphodiesterase. 4CTGAAGCAGCGGAATTTGCAC0.348

- 3 587_588 NM_001901 NP_001892 P29279 CTGF_HUMAN VWFC. 0ACCGCCCCGTCCAGGCACGTGC0.639

+ 4 625EYA4_uc011ecq.1_Missense_Mutation_p.S56F|EYA4_uc011ecr.1_Missense_Mutation_p.S56F|EYA4_uc003qed.3_Missense_Mutation_p.S56F|EYA4_uc003qee.3_Missense_Mutation_p.S56F|EYA4_uc011ecs.1_Missense_Mutation_p.S56F|uc003qef.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN 2CTGGAAAAATCTAATCTCAGC0.423

- 3 884 NM_001143676 NP_001137148 O00141 SGK1_HUMAN 6CTCTCTCACCTTTAAAACATA0.373

+ 11 1075C6orf70_uc011ehb.1_Missense_Mutation_p.L222F|C6orf70_uc003qxh.1_Missense_Mutation_p.L348F|C6orf70_uc010kky.1_Missense_Mutation_p.L222F|C6orf70_uc003qxi.1_5'UTRNM_018341 NP_060811 Q5T6L9 CF070_HUMAN 1TCCTCTTTTCCTTGGAGAGCC0.328

+ 4 408_409IQCE_uc010ksm.1_Missense_Mutation_p.T75I|IQCE_uc003sml.1_Missense_Mutation_p.T75I|IQCE_uc011jvy.1_Missense_Mutation_p.T59I|IQCE_uc011jvz.1_Missense_Mutation_p.T10I|IQCE_uc003smk.3_Missense_Mutation_p.T59I|IQCE_uc003smn.3_Missense_Mutation_p.T10INM_152558 NP_689771 Q6IPM2 IQCE_HUMAN 0GCGTCCCTGACCCCGCAGAAGC0.584

- 20 3056_3057 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50CGGGGGCTGACCCGGGGGTCGC0.55

+ 4 852EIF2AK1_uc003spp.2_3'UTR|EIF2AK1_uc003spq.2_3'UTRNM_006303 NP_006294 Q13155 AIMP2_HUMANGST C-terminal. 1GTTAAAAGAGGGAAGCAGTAA0.473

- 4 773ISPD_uc010kty.2_Missense_Mutation_p.S208LNM_001101426 NP_001094896 A4D126 ISPD_HUMAN 1GAGGTCAGGTGATCCTTCTAC0.418

+ 24 3183HDAC9_uc003sue.2_Missense_Mutation_p.E1045K|HDAC9_uc003suj.2_Missense_Mutation_p.E1004K|HDAC9_uc003suk.2_Missense_Mutation_p.E293KNM_178425 NP_848512 Q9UKV0 HDAC9_HUMAN 5AGTGGATGTGGAACAGCCCTT0.532

+ 3 651FAM188B_uc010kwe.2_Intron|INMT_uc010kwc.1_RNA|INMT_uc010kwd.1_Missense_Mutation_p.S211FNM_006774 NP_006765 O95050 INMT_HUMAN 0CGTGAATTTTCCTGCGTGGCC0.597

+ 7 1565CCDC129_uc011kad.1_Missense_Mutation_p.M201K|CCDC129_uc003tci.1_Missense_Mutation_p.M190K|CCDC129_uc011kae.1_Missense_Mutation_p.M217K|CCDC129_uc003tck.1_Missense_Mutation_p.M99KNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0AAGCAGCGAATGGACATTGAG0.488

+ 4 445C7orf16_uc011kaf.1_Missense_Mutation_p.P45LNM_006658 NP_006649 O96001 GSUB_HUMAN 3GAGAGACATCCAAAGGGCAAA0.423

- 1 229 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0CCAGAGGGTGCGGATGGCCCG0.632

- 14 3137NPC1L1_uc003tlc.2_Splice_Site_p.G1027_splice|NPC1L1_uc011kbw.1_Splice_Site_p.G981_splice|NPC1L1_uc003tla.2_Splice_Site_p.G30_spliceNM_013389 NP_037521 Q9UHC9 NPCL1_HUMAN 5TGCCAGGCCGCTGCAAGAAGG0.577

+ 1 429 NM_182595 NP_872401 Q8N7R1 P1L12_HUMAN 0AGCCCGGTGACCATCGGGATC0.577

+ 11 998RFC2_uc011kfa.1_Intron|LAT2_uc003uah.2_Splice_Site_p.G150_splice|LAT2_uc003uai.2_Splice_Site_p.G150_splice|LAT2_uc010lbo.2_Splice_SiteNM_032464 NP_115853 Q9GZY6 NTAL_HUMAN 0CAGAGACAGGTGAGGCTGCCC0.617

- 11 1548HGF_uc003uhm.2_Nonsense_Mutation_p.W456*NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 4. 4GGCAATAATCCCAAGGAATGA0.383

+ 17 2162DYNC1I1_uc003uod.3_Missense_Mutation_p.R612C|DYNC1I1_uc003uob.2_Missense_Mutation_p.R592C|DYNC1I1_uc003uoe.3_Missense_Mutation_p.R609C|DYNC1I1_uc010lfl.2_Missense_Mutation_p.R618CNM_004411 NP_004402 O14576 DC1I1_HUMAN 4TGTGGAAATTCGTGCTAACAG0.488

+ 1 95DLX6AS_uc003uok.2_5'Flank|DLX6AS_uc003uol.2_Intron|DLX6AS_uc010lfo.1_IntronNM_005222 NP_005213 P56179 DLX6_HUMAN 2 agcagcagcagcaacagcagc0.313

+ 6 1028GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|GATS_uc011kjl.1_Intron|GATS_uc010lgu.2_Intron|PVRIG_uc003uuf.1_Missense_Mutation_p.W219LNM_024070 NP_076975 Q6DKI7 PVRIG_HUMAN 2GCACGAGCATGGGTGAGGAGG0.677

+ 3 443SLC12A9_uc003uwo.1_Intron|SLC12A9_uc003uwq.2_Intron|SLC12A9_uc011kki.1_Intron|SLC12A9_uc003uwr.2_5'Flank|SLC12A9_uc003uws.2_5'Flank|SLC12A9_uc003uwt.2_5'FlankNM_020246 NP_064631 Q9BXP2 S12A9_HUMANCytoplasmic (Potential). 0AGCCGTGCAGGGGGGCGGAGC0.612

- 2 904TMEM168_uc010lju.2_Missense_Mutation_p.T171I|TMEM168_uc011kmr.1_IntronNM_022484 NP_071929 Q9H0V1 TM168_HUMAN 2CACCAACATAGTTGTGCTGGC0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 19 2368 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential).|Maltase. 2AGTTCTGGATGAAGTAAGTGT0.488

+ 7 760 NM_018487 NP_060957 Q96HP8 T176A_HUMAN 2AGACCAGAAGGAAATGTTGGA0.522

+ 3 4885ABP1_uc003whz.1_Missense_Mutation_p.H223Y|ABP1_uc003wia.1_Missense_Mutation_p.H223YNM_001091 NP_001082 P19801 ABP1_HUMAN 6CCTCGTGGATCATGGGAGCAC0.597

- 1 486_487ASB10_uc003wjl.1_Missense_Mutation_p.D121N|ASB10_uc003wjn.1_IntronNM_001142459 NP_001135931 Q8WXI3 ASB10_HUMAN 0GTACTGGAGTCCGCGAGGATGC0.644

- 4 1180PRKAG2_uc011kvl.1_Missense_Mutation_p.R66H|PRKAG2_uc003wkj.2_Missense_Mutation_p.R146H|PRKAG2_uc010lqe.1_RNA|PRKAG2_uc003wkm.1_Missense_Mutation_p.R190HNM_016203 NP_057287 Q9UGJ0 AAKG2_HUMAN 2GGCATAGATGCGATTCTCTAA0.592

- 27 4666CSMD1_uc011kwj.1_Missense_Mutation_p.G818R|CSMD1_uc003wqe.2_Missense_Mutation_p.G582RNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 8. 25TTGGCTTGTCCTTGGAGCTGA0.493

- 3 1205 NM_015310 NP_056125 Q9NYI0 PSD3_HUMAN 3CTCTCTGAAGGAGCTTTCCAG0.468

+ 4 3519 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12ATATGTAATTCATCCACTAAT0.418

+ 12 1609_1610LYN_uc003xsl.3_Missense_Mutation_p.P422INM_002350 NP_002341 P07948 LYN_HUMAN Protein kinase. 3TGGGAAAATTCCCTACCCAGGT0.371

+ 4 488STMN2_uc010lzp.2_RNA|STMN2_uc011lfn.1_IntronNM_007029 NP_008960 Q93045 STMN2_HUMAN Potential. 2AAGGAAAACCGTGAGGCTAAT0.453

- 1 293 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1AAAGAGGAGGGATCCCAGCTA0.517

+ 18 1995 NM_181787 NP_861452 Q7Z388 D19L4_HUMAN 2TATTCAAAGCGATCTGCTGAG0.279

- 33 4313_4314UBR5_uc003yks.1_Missense_Mutation_p.R1427KNM_015902 NP_056986 O95071 UBR5_HUMAN 28AACGTAGAAACCTCATTGTCAC0.351

- 2 914KCNV1_uc010mcw.2_Missense_Mutation_p.T191INM_014379 NP_055194 Q6PIU1 KCNV1_HUMANCytoplasmic (Potential). 2CTGGCGAACAGTGGGACAAGG0.488

- 12 1891KCNQ3_uc010mdt.2_Missense_Mutation_p.D556NNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5GAAAGCATGTCGAGATGCCCG0.453

- 10 1312OPLAH_uc003zas.1_5'Flank|OPLAH_uc003zat.1_3'UTRNM_017570 NP_060040 O14841 OPLA_HUMAN 0CTCCCGGCCCAAAAATGCAGG0.642

- 6 378VPS28_uc003zcs.1_Missense_Mutation_p.R109W|VPS28_uc003zct.1_Missense_Mutation_p.R109WNM_016208 NP_057292 Q9UK41 VPS28_HUMANVPS28 N-terminal. 0TCCTTGATCCGCTCCATGGCC0.667

- 5 1132LRRC14_uc003zdk.1_5'Flank|LRRC14_uc003zdl.1_5'FlankNM_004260 NP_004251 O94761 RECQ4_HUMAN 4ACGGAGTGCCCGGCCCCGCAC0.642



- 3 588GLIS3_uc003zhx.1_Missense_Mutation_p.R287W|GLIS3_uc003zic.1_Missense_Mutation_p.R287W|GLIS3_uc003zie.1_Missense_Mutation_p.R287W|GLIS3_uc010mhh.1_Missense_Mutation_p.R162W|GLIS3_uc003zid.1_Missense_Mutation_p.R65W|GLIS3_uc010mhi.1_Missense_Mutation_p.R94W|GLIS3_uc003zif.1_Missense_Mutation_p.R65W|GLIS3_uc003zig.1_Missense_Mutation_p.R131W|GLIS3_uc003zih.1_Missense_Mutation_p.R65W|GLIS3_uc003zhy.1_Missense_Mutation_p.R65W|GLIS3_uc003zhz.1_Missense_Mutation_p.R65W|GLIS3_uc003zib.1_Missense_Mutation_p.R131W|GLIS3_uc010mhg.1_Missense_Mutation_p.R65WNM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN Ser-rich. 1GATGAGTGCCGAGGACTAGGG0.542

+ 8 1312CNTLN_uc003zmy.2_Missense_Mutation_p.S429L|CNTLN_uc010mio.2_Missense_Mutation_p.S108LNM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1CTTCAGGAATCACAGGGAGCA0.368

- 1 3217 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26TCAATCACTTCCCAGCGGGAC0.478

- 24 2805UBAP2_uc011loc.1_Missense_Mutation_p.Q807K|UBAP2_uc011lod.1_Missense_Mutation_p.Q631K|UBAP2_uc011loe.1_Missense_Mutation_p.Q653K|UBAP2_uc011lof.1_Missense_Mutation_p.Q823K|UBAP2_uc003ztn.1_Missense_Mutation_p.Q137K|UBAP2_uc003zto.1_Missense_Mutation_p.Q137K|UBAP2_uc003ztp.1_Missense_Mutation_p.Q137KNM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3AAGGGCTGCTGGGCTGTGTGG0.587

+ 16 2348TLE4_uc004alc.2_Missense_Mutation_p.P475L|TLE4_uc010mpr.2_Missense_Mutation_p.P354L|TLE4_uc004ale.2_Missense_Mutation_p.P112L|TLE4_uc011lsq.1_Missense_Mutation_p.P443L|TLE4_uc010mps.2_Missense_Mutation_p.P399L|TLE4_uc004alf.2_Missense_Mutation_p.P414LNM_007005 NP_008936 O60756 BCE1_HUMAN 5CCTGGAATCCCCCGGCATGCT0.607

+ 4 4092 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3CCGCGCCCAGGAGAATGTGCC0.597

- 8 1693ASTN2_uc004bjr.1_Splice_Site_p.G531_splice|ASTN2_uc004bjt.1_Splice_Site_p.G480_spliceNM_198187 NP_937830 O75129 ASTN2_HUMAN 9CTGCACTCTCCTGTAAGTGAA0.468

+ 5 1886SFRS17A_uc004cqb.2_RNA|ASMT_uc004cqd.2_IntronNM_005088 NP_005079 Q02040 AK17A_HUMAN 0CCCTGCCTGCGAGCAGAATGT0.647

+ 2 394 NM_001099921 NP_001093391 A2A368 MAGBG_HUMAN 7GAAGACCCTCCTCTCCTCCTC0.557

- 4 424RPGR_uc004deb.2_Missense_Mutation_p.P86S|RPGR_uc004dea.2_RNA|RPGR_uc004dec.2_RNANM_001034853 NP_001030025 Q92834 RPGR_HUMAN RCC1 1. 1ACTTTTTCAGGTTTTAGAGCT0.299

+ 1 38 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN 2CAACATCATGGATGATCCGAA0.547

- 13 1548PHKA1_uc004eay.3_Missense_Mutation_p.G416E|PHKA1_uc011mqi.1_Missense_Mutation_p.G416ENM_002637 NP_002628 P46020 KPB1_HUMAN 4GGCTAAAAATCCCTAAAGAAA0.398

+ 13 2135NRK_uc010npc.1_Missense_Mutation_p.P279LNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14GTGCTCATTCCAGTAGAGGGG0.498

+ 33 3102COL4A5_uc011mso.1_Missense_Mutation_p.G967E|COL4A5_uc004eob.1_Missense_Mutation_p.G575ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4GGAGAGAAGGGGGAACCTGGC0.413

- 6 699RENBP_uc011mzh.1_Missense_Mutation_p.R177WNM_002910 NP_002901 P51606 RENBP_HUMAN 2AGCTGGGGCCGGCCCAGTCCC0.692

- 15 1833DVL1_uc002quu.2_Missense_Mutation_p.A338T|DVL1_uc009vka.2_Missense_Mutation_p.A279T|DVL1_uc001aeu.1_3'UTRNM_004421 NP_004412 O14640 DVL1_HUMAN 0AGCTGGCCGGCCGGACGCTCT0.726

- 4 1279ERRFI1_uc001apa.1_Missense_Mutation_p.G269RNM_018948 NP_061821 Q9UJM3 ERRFI_HUMANInteraction with EGFR and ERBB2 and regulation of EGFR activation.1GGCATGACCCCATTGAGGTAA0.537

- 1 138PEX14_uc001arm.1_5'Flank|PEX14_uc009vmu.1_5'Flank|PEX14_uc001arn.2_5'Flank|PEX14_uc009vmv.2_5'Flank|PEX14_uc010oam.1_5'Flank|PEX14_uc010oan.1_5'Flank|DFFA_uc001ark.2_Missense_Mutation_p.E14K|PEX14_uc001arl.2_5'FlankNM_004401 NP_004392 O00273 DFFA_HUMAN 0GTCCGGATCTCGCCAGATTCT0.667

- 28 3638HSPG2_uc009vqd.2_Missense_Mutation_p.R1201WNM_005529 NP_005520 P98160 PGBM_HUMANLaminin EGF-like 6. 9GGTGTCCCCCGCTGGGCGTCC0.667

- 5 707IL22RA1_uc010oeg.1_Missense_Mutation_p.P115Q|IL22RA1_uc009vrb.1_Missense_Mutation_p.P87Q|IL22RA1_uc010oeh.1_Missense_Mutation_p.P223QNM_021258 NP_067081 Q8N6P7 I22R1_HUMANExtracellular (Potential). 1GAACTCACCTGGCAGTGTCTT0.562

+ 4 253 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0GACGAGGCGGGAACTAGAGCC0.587

- 6 3478AHDC1_uc009vsz.1_Missense_Mutation_p.T837PNM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1AAGTAGCCGGTGAAGAGGTTT0.632

- 2 433 NM_032881 NP_116270 Q969L4 LSM10_HUMAN 0AGCTGCTGCTCAATGGTCGAG0.557

+ 47 15372MACF1_uc010ois.1_Nonsense_Mutation_p.Q4579*NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16GAAGGTTGTCCAGCGATCTAT0.443

+ 11 1528 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0ACAAATGGTTGGCATGCAGCC0.607

+ 16 3030PTPRF_uc001cjs.2_Missense_Mutation_p.R888Q|PTPRF_uc001cju.2_Intron|PTPRF_uc009vwt.2_Missense_Mutation_p.R457Q|PTPRF_uc001cjv.2_Missense_Mutation_p.R357Q|PTPRF_uc001cjw.2_Missense_Mutation_p.R123QNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).|Fibronectin type-III 6. 10GCCAAGAACCGGGCTGGCTTG0.602 rs149018733

+ 1 278PLK3_uc001cmo.2_5'FlankNM_004073 NP_004064 Q9H4B4 PLK3_HUMAN 0GCGCAGCGGCCGCACCTACCT0.677

+ 21 2729MAST2_uc001cow.2_Missense_Mutation_p.R816C|MAST2_uc001coy.1_Missense_Mutation_p.R490C|MAST2_uc001coz.1_Missense_Mutation_p.R701C|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMANAGC-kinase C-terminal. 11TGGCCCAGCCCGCTCAGAGCG0.552

- 3 556 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1ATGTTGGGTGCTGGAAAACAG0.353

+ 3 401IL23R_uc009waz.2_5'UTR|IL23R_uc001ddp.2_RNA|IL23R_uc010opi.1_RNA|IL23R_uc010opj.1_5'UTR|IL23R_uc010opk.1_Missense_Mutation_p.P63S|IL23R_uc010opl.1_5'UTR|IL23R_uc010opm.1_RNA|IL23R_uc001ddq.2_5'UTR|IL23R_uc010opn.1_5'UTR|IL23R_uc001ddr.2_RNANM_144701 NP_653302 Q5VWK5 IL23R_HUMANExtracellular (Potential). 0TGCTGAATGTCCCAAACATTT0.358

- 6 1066LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 ACAGGATAATATATATTCTGT0.169

+ 10 1685LHX8_uc001dgq.2_Nonsense_Mutation_p.Q280*NM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3TCTTGGACTCCAGCCCTTGTT0.328

+ 16 2229 NM_002440 NP_002431 O15457 MSH4_HUMAN 5TGATGATATCGAAACAAATTC0.289

+ 6 716LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.R179C|LPHN2_uc001div.2_Missense_Mutation_p.R179C|LPHN2_uc009wcd.2_Missense_Mutation_p.R179CNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GACTCCCTATCGTACCGATAC0.398

+ 7 1321LPPR4_uc010oue.1_Missense_Mutation_p.M347INM_014839 NP_055654 Q7Z2D5 LPPR4_HUMAN 3GGAGCCCCATGGGGAAGGAGA0.488

+ 7 776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANHelical; Name=7; (Potential). 0TCCTACCTACCGGAGGCAGGC0.383

- 7 703DPH5_uc001dtr.2_Missense_Mutation_p.R186W|DPH5_uc001dtq.2_Intron|DPH5_uc001dtt.2_Missense_Mutation_p.R186W|DPH5_uc001dtu.2_RNA|DPH5_uc001dtv.2_RNA|DPH5_uc001dtw.2_RNA|DPH5_uc001dtx.2_Intron|DPH5_uc001dty.2_Missense_Mutation_p.R65W|DPH5_uc001dtz.2_RNANM_015958 NP_057042 Q9H2P9 DPH5_HUMAN 0CTCATATACCGTGGAGGTTCA0.418 rs116634893

- 8 1480COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.E400K|COL11A1_uc001dun.2_Missense_Mutation_p.E349K|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12TCTTCATATTCTTTATATTCA0.363

+ 3 216GSTM5_uc010ovu.1_5'UTRNM_000851 NP_000842 P46439 GSTM5_HUMANGlutathione binding (By similarity).|GST N-terminal. 6GTGGCTGAATGAAAAATTCAA0.572

- 4 430AMPD1_uc001eff.1_Nonsense_Mutation_p.Q112*NM_000036 NP_000027 P23109 AMPD1_HUMAN 4TGCACTCTCTGAAAATCAGGC0.463

+ 4 488HAO2_uc001ehr.1_Missense_Mutation_p.R46CNM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMANFMN hydroxy acid dehydrogenase. 4GCACAGAATTCGCCTCCGTCC0.552

+ 17 1995NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Missense_Mutation_p.Y441S|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.Y300SNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 4. 0TATAGATGTTATTCAACTCCT0.483

+ 4 2006NBPF10_uc001emp.3_IntronNM_001039888 NP_001034977 Q69YU3 AN34A_HUMAN Pro-rich. 0CCACGCCATCCCCCAAAACCA0.612

+ 12 1521NBPF16_uc009wkt.1_Missense_Mutation_p.Y224HNM_001102663 NP_001096133 0GGATAGATGTTATTCGACTCC0.478

- 1 381MCL1_uc010pch.1_5'UTR|MCL1_uc001eva.2_Missense_Mutation_p.A84VNM_021960 NP_068779 Q07820 MCL1_HUMAN 0GGGGACCTCGGCGCCAATGGG0.771

- 2 991TCHH_uc009wne.1_Missense_Mutation_p.Q331ENM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-2; approximate.5 ctctcctcctgctgctcgcgc 0

- 3 1734 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3GGAAGACTGCCTGGAACCAGA0.592



- 2 65 NM_002964 NP_002955 P05109 S10A8_HUMAN 0TTCTCCAGCTCGGTCAACATG0.512

+ 7 1821NPR1_uc010pdz.1_Splice_Site_p.D213_splice|NPR1_uc010pea.1_5'FlankNM_000906 NP_000897 P16066 ANPRA_HUMAN 7 ctctcctGCAGATCACCTTTC0.348

+ 7 1183FMO3_uc001ghh.2_Missense_Mutation_p.P358S|FMO3_uc010pmb.1_Missense_Mutation_p.P338S|FMO3_uc010pmc.1_Missense_Mutation_p.P295SNM_001002294 NP_001002294 P31513 FMO3_HUMAN 1AGGAGTATTTCCTCCTCTACT0.453

- 4 1339_1340TNR_uc009wwu.1_Missense_Mutation_p.G420K|TNR_uc010pmz.1_3'UTRNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 2. 11AAATTGTAGCCCTTGAGGAGTG0.495

+ 31 6580CEP350_uc009wxl.2_Missense_Mutation_p.S2065L|CEP350_uc001gnv.2_Missense_Mutation_p.S201L|CEP350_uc001gnw.1_5'FlankNM_014810 NP_055625 Q5VT06 CE350_HUMAN Potential. 4AAAAGAAAATCAGTTGTGAAC0.393

+ 12 1783QSOX1_uc001gny.2_Nonsense_Mutation_p.E570*|QSOX1_uc001goa.2_Nonsense_Mutation_p.E570*|QSOX1_uc001goc.2_Nonsense_Mutation_p.E112*|FLJ23867_uc001god.3_5'FlankNM_002826 NP_002817 O00391 QSOX1_HUMAN 2GGGAGCCCTGGAGCTGGAAAG0.622

+ 38 5392CACNA1E_uc009wxs.2_Missense_Mutation_p.E1631K|CACNA1E_uc001gox.1_Missense_Mutation_p.E969K|CACNA1E_uc009wxt.2_Missense_Mutation_p.E969KNM_000721 NP_000712 Q15878 CAC1E_HUMANEF-hand.|Cytoplasmic (Potential). 6CCACTTGGACGAGTTTGTCCG0.607

+ 6 1103CFHR1_uc001gtm.2_Missense_Mutation_p.R234KNM_002113 NP_002104 Q03591 FHR1_HUMAN 0TGTGCAAAAAGATAGAATCAA0.323

+ 5 748 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 4. 2CAAGTACGATCATGTGGTCCA0.318

+ 12 2092CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.G597S|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.G581SNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4TGATACGAAAGGTGCCTTGAG0.353

+ 5 425 NM_006335 NP_006326 Q99595 TI17A_HUMANHelical; (Potential). 0GAAGGAGCTGGTATCTTGTTG0.398

+ 20 2717PPP1R12B_uc001gxz.1_Missense_Mutation_p.A858D|PPP1R12B_uc001gyb.1_Missense_Mutation_p.A84D|PPP1R12B_uc001gyc.1_Missense_Mutation_p.A84DNM_002481 NP_002472 O60237 MYPT2_HUMAN 3TCAGCAAGAGCCCGTCGGGAG0.473

- 8 1369ADIPOR1_uc010pqd.1_Missense_Mutation_p.G292S|ADIPOR1_uc001gyr.3_Missense_Mutation_p.G167S|ADIPOR1_uc001gys.3_Missense_Mutation_p.G368SNM_015999 NP_057083 Q96A54 ADR1_HUMANExtracellular (Potential). 0TCAGTACAGCCGCCTTCTAGG0.512

- 7 1162LAMB3_uc009xco.2_Missense_Mutation_p.R258C|LAMB3_uc001hhh.2_Missense_Mutation_p.R258C|LAMB3_uc010psl.1_RNA|LAMB3_uc009xcp.1_Missense_Mutation_p.R194CNM_001017402 NP_001017402 Q13751 LAMB3_HUMANLaminin EGF-like 1. 6GGTGCGCAGCGATCAGCATGG0.677 rs145575474

+ 3 1409 NM_021958 NP_068777 Q14774 HLX_HUMAN Homeobox. 2CCTCACGGACGCACAGGTAAG0.642

+ 20 2278CAPN2_uc010puy.1_Missense_Mutation_p.G607E|CAPN2_uc001hoc.2_Missense_Mutation_p.G266ENM_001748 NP_001739 P17655 CAN2_HUMANDomain IV.|EF-hand 3. 5GAGAATACTGGAACAATAGAG0.502

- 4 1014LEFTY2_uc010pvk.1_Missense_Mutation_p.G278R|LEFTY2_uc009xek.1_3'UTRNM_003240 NP_003231 O00292 LFTY2_HUMAN 0TGTCGCGGCCCCAGAAATGGC0.657

- 7 1796CDC42BPA_uc001hqs.2_Missense_Mutation_p.E285K|CDC42BPA_uc009xes.2_Missense_Mutation_p.E285K|CDC42BPA_uc010pvs.1_Missense_Mutation_p.E285KNM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11ACCAGCGATTCTGCATAAAAT0.368

+ 4 821ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1GACGAATGTGGCAAAGTTTTT0.333 rs145397350

+ 4 854ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1CAACTAACTAACCATAAGAAA0.333

+ 10 1335SDCCAG8_uc010pyk.1_Missense_Mutation_p.M248I|SDCCAG8_uc010pyl.1_Missense_Mutation_p.M205I|SDCCAG8_uc001hzx.2_Missense_Mutation_p.M205INM_006642 NP_006633 Q86SQ7 SDCG8_HUMANPotential.|Sufficient for homodimerization (By similarity).0AAGACATGATGAAAAAGGAAA0.433

- 8 858_859AKT3_uc001hzz.1_Missense_Mutation_p.D260NNM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4TGTAGATAGTCCAAGGCAGAGA0.416

+ 1 548 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANExtracellular (Potential). 3GACTTCCCTTCCCTACTAATC0.418

- 1 548 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANExtracellular (Potential). 2GATTAGTAGGGAAGGGAAGTC0.428

+ 1 74 NM_001004697 NP_001004697 Q6IEZ7 OR2T5_HUMANExtracellular (Potential). 0TTCAGACGATCCAAACATCCA0.498

+ 4 773 NM_002438 NP_002429 P22897 MRC1_HUMANExtracellular (Potential). 0GAATAAAGACCCGCTGACCAG0.433

+ 10 1321BMI1_uc009xkg.2_Nonsense_Mutation_p.R371*NM_005180 NP_005171 P35226 BMI1_HUMANInteraction with E4F1. 2ATACAGAGTTCGACCTACTTG0.373

- 12 1635ABI1_uc001ite.2_Nonsense_Mutation_p.R428*|ABI1_uc010qdh.1_Nonsense_Mutation_p.R370*|ABI1_uc010qdi.1_Nonsense_Mutation_p.R311*|ABI1_uc001isy.2_Nonsense_Mutation_p.R463*|ABI1_uc001ita.2_Nonsense_Mutation_p.R434*|ABI1_uc001isz.2_Nonsense_Mutation_p.R458*|ABI1_uc001itb.2_Nonsense_Mutation_p.R478*|ABI1_uc001itc.2_Nonsense_Mutation_p.R462*|ABI1_uc010qdj.1_Nonsense_Mutation_p.R404*|ABI1_uc001itd.2_Nonsense_Mutation_p.R433*|ABI1_uc010qdk.1_Nonsense_Mutation_p.R375*|ABI1_uc010qdg.1_Nonsense_Mutation_p.R300*NM_005470 NP_005461 Q8IZP0 ABI1_HUMAN SH3. 1CCAGTCACTCGATTGCAGACT0.348

- 7 1310EPC1_uc001iwi.3_Missense_Mutation_p.S297L|EPC1_uc009xlt.2_Missense_Mutation_p.S297L|EPC1_uc001iwh.1_Missense_Mutation_p.S347LNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4AGCGGCAGACGATGGTAAGAC0.443

- 1 634 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|1. 2ACCTGGCCTCCTGTGCAGTGC0.607

- 10 1432A1CF_uc010qhn.1_Missense_Mutation_p.G415E|A1CF_uc001jji.2_Missense_Mutation_p.G407E|A1CF_uc001jjh.2_Missense_Mutation_p.G415E|A1CF_uc010qho.1_Missense_Mutation_p.G423E|A1CF_uc009xov.2_Missense_Mutation_p.G407ENM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1TCTTTTGTCTCCTTTGACCTG0.498

- 33 6235PCDH15_uc010qhq.1_Intron|PCDH15_uc010qhr.1_Intron|PCDH15_uc010qhs.1_Intron|PCDH15_uc010qht.1_Intron|PCDH15_uc010qhu.1_Intron|PCDH15_uc001jjv.1_Missense_Mutation_p.Q801P|PCDH15_uc010qhv.1_Missense_Mutation_p.Q1944P|PCDH15_uc010qhw.1_Missense_Mutation_p.Q1907P|PCDH15_uc010qhx.1_Missense_Mutation_p.Q1878P|PCDH15_uc010qhy.1_Missense_Mutation_p.Q1954P|PCDH15_uc010qhz.1_Missense_Mutation_p.Q1949P|PCDH15_uc010qia.1_Missense_Mutation_p.Q1927P|PCDH15_uc010qib.1_Missense_Mutation_p.Q1924PNM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13ACTGTGAGATTGTTTTTCAGT0.353

- 37 6532ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TGAGAAAAGTCATCAGGAGAC0.433

+ 39 5614 NM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 17.|Extracellular (Potential). 11ACCTTCCCCCGGGACTATGAG0.577 rs111033270

+ 24 3627ZMIZ1_uc001kag.2_Missense_Mutation_p.G895R|ZMIZ1_uc010qlq.1_IntronNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4GGGTCAGGCCGGAGCGCAGGG0.692

- 4 311SFTPA2_uc001kan.3_Missense_Mutation_p.N72HNM_006926 NP_008857 Q8IWL1 SFPA2_HUMANCollagen-like. 0AGCCCATTATTCCCAGGAGGA0.622

+ 3 582OPN4_uc001kdp.2_Missense_Mutation_p.M130V|OPN4_uc010qmk.1_Missense_Mutation_p.M130V|OPN4_uc009xsx.1_5'FlankNM_033282 NP_150598 Q9UHM6 OPN4_HUMANHelical; Name=2; (Potential). 1CGACTTCCTCATGTCCTTCAC0.567

- 2 567GLUD1_uc001keg.2_Translation_Start_Site|GLUD1_uc010qmp.1_Missense_Mutation_p.S24NNM_005271 NP_005262 P00367 DHE3_HUMAN 0TTCATCTACACTCACATCAGT0.418

- 7 738STAMBPL1_uc010qmx.1_Intron|ACTA2_uc010qmy.1_Missense_Mutation_p.R163C|ACTA2_uc001kfq.2_Missense_Mutation_p.R208C|uc001kfo.1_RNANM_001613 NP_001604 P62736 ACTA_HUMAN 0ACAATCTCACGCTCAGCTGTC0.493

- 13 1324MYOF_uc001kio.2_Missense_Mutation_p.V401I|MYOF_uc001kip.3_Missense_Mutation_p.V401I|MYOF_uc009xuf.2_Missense_Mutation_p.V383INM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential).|C2 3. 4GCAAAGGAAACTTCTACAAAA0.373

+ 4 562CYP2C19_uc009xus.1_Missense_Mutation_p.D53N|CYP2C19_uc010qny.1_Missense_Mutation_p.D166NNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6GAAACGTTTCGATTATAAAGA0.403

- 10 1501HPSE2_uc009xwc.1_Missense_Mutation_p.Y471H|HPSE2_uc001kpo.1_Missense_Mutation_p.Y413H|HPSE2_uc009xwd.1_Missense_Mutation_p.Y359HNM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1CAGTGAGCATAAATCCTTAGT0.572

+ 12 1186ACSL5_uc001kzt.2_Missense_Mutation_p.P349S|ACSL5_uc001kzu.2_Missense_Mutation_p.P405S|ACSL5_uc009xxz.2_Missense_Mutation_p.P349S|ACSL5_uc010qrj.1_Missense_Mutation_p.P131SNM_203379 NP_976313 Q9ULC5 ACSL5_HUMANCytoplasmic (Potential). 3CACATTGTTTCCCGCGGTGCC0.507

- 17 2730FGFR2_uc010qtg.1_Missense_Mutation_p.E583K|FGFR2_uc010qth.1_Missense_Mutation_p.E580K|FGFR2_uc010qti.1_Missense_Mutation_p.E606K|FGFR2_uc010qtj.1_Missense_Mutation_p.E696K|FGFR2_uc010qtl.1_Missense_Mutation_p.E579K|FGFR2_uc010qtm.1_Missense_Mutation_p.E578K|FGFR2_uc001lfl.3_Missense_Mutation_p.E696K|FGFR2_uc001lfm.2_Missense_Mutation_p.E607K|FGFR2_uc001lfg.3_Missense_Mutation_p.E303K|FGFR2_uc001lfk.1_5'FlankNM_000141 NP_000132 P21802 FGFR2_HUMANCytoplasmic (Potential).|Protein kinase. 96GTGAAGATCTCCCACATTAAC0.517

+ 49 6119DMBT1_uc001lgl.1_Missense_Mutation_p.D1995N|DMBT1_uc001lgm.1_Missense_Mutation_p.D1377N|DMBT1_uc009xzz.1_Splice_Site_p.N2004_splice|DMBT1_uc010qtx.1_Missense_Mutation_p.D725N|DMBT1_uc009yab.1_Missense_Mutation_p.D708N|DMBT1_uc009yac.1_Missense_Mutation_p.D299NNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7CCTGACAGCAGATTATTCCTG0.448

+ 35 3521DOCK1_uc010qun.1_Missense_Mutation_p.L1174F|DOCK1_uc009yaq.2_Missense_Mutation_p.L148FNM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9ATTTTTCAGCCTTCTGGAACA0.343

+ 8 1288CYP2E1_uc001lnk.1_Missense_Mutation_p.G282R|CYP2E1_uc009ybl.1_Missense_Mutation_p.G220R|CYP2E1_uc009ybm.1_Missense_Mutation_p.G73R|CYP2E1_uc001lnl.1_Missense_Mutation_p.G220RNM_000773 NP_000764 P05181 CP2E1_HUMAN 3GAATGAAAATGGAAAGTTTAA0.448



- 1 505 NM_001005237 NP_001005237 Q8NGK1 O51G1_HUMANExtracellular (Potential). 2TGGCAGTATTGGAAGCGCTTC0.512

- 1 482 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMANHelical; Name=4; (Potential). 4GAGCCCTAAGGAAGGTATTAT0.458

- 1 641HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033179 NP_149419 Q9Y5P0 O51B4_HUMANHelical; Name=5; (Potential). 2TAGTATATAAGAAAAGATGAT0.378

- 1 78HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANExtracellular (Potential). 3CAAAAAAGGGGCTGCAGTAAT0.488

- 2 373HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMANUbiquitin-like. 3GCCCATGGCACGGTGCTGCCT0.582

+ 1 842TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001005180 NP_001005180 Q8NGI3 O56B1_HUMANExtracellular (Potential). 2ACTTTGATTCCAGTTCTACTT0.428

+ 22 2607PPFIBP2_uc010rbb.1_Missense_Mutation_p.R663Q|PPFIBP2_uc001mfk.1_Intron|PPFIBP2_uc010rbc.1_Missense_Mutation_p.R674Q|PPFIBP2_uc010rbe.1_Missense_Mutation_p.R628Q|PPFIBP2_uc001mfl.3_Missense_Mutation_p.R597Q|PPFIBP2_uc009yfj.1_Missense_Mutation_p.R384QNM_003621 NP_003612 Q8ND30 LIPB2_HUMAN SAM 3. 4CCCAATCTTCGAGGGAGTGGA0.502

+ 5 750SWAP70_uc001mhv.2_Missense_Mutation_p.M217I|SWAP70_uc001mhx.2_Missense_Mutation_p.M159INM_015055 NP_055870 Q9UH65 SWP70_HUMAN PH. 3AGGGTTACATGATGAAAAAGG0.343

- 11 1461_1462PLEKHA7_uc010rcu.1_Missense_Mutation_p.G483S|PLEKHA7_uc010rcv.1_Missense_Mutation_p.G57S|PLEKHA7_uc001mmn.2_Missense_Mutation_p.G191SNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3GGCGAGGAGCCCCCCGAGGGGT0.629

- 30 3781 NM_000352 NP_000343 Q09428 ABCC8_HUMANABC transmembrane type-1 2.|Cytoplasmic (By similarity).1AACCGGGCCTCATACCTGGAG0.567

+ 5 1074RCN1_uc010rea.1_Missense_Mutation_p.R219C|RCN1_uc001mtk.2_Missense_Mutation_p.R104CNM_002901 NP_002892 Q15293 RCN1_HUMAN EF-hand 5. 1AGATGAGATTCGCCACTGGAT0.473

- 15 2146PHF21A_uc001ncb.3_Missense_Mutation_p.R462C|PHF21A_uc009ykx.2_Missense_Mutation_p.R462C|PHF21A_uc001nca.1_Missense_Mutation_p.R244CNM_001101802 NP_001095272 Q96BD5 PF21A_HUMANRequired for transcriptional repression.|PHD-type. 2TGATATACACGGGAACATGTG0.468

- 2 554 NM_031909 NP_114115 Q9BXJ3 C1QT4_HUMAN C1q 1. 0GTCGCGGTTTCGCACCAGCAT0.711

+ 3 486PTPRJ_uc001ngo.3_Missense_Mutation_p.P44LNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8AGTCCAATTCCTGACCCTTCA0.418

+ 4 660 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN 0AGACATATTATACAGGTGAGT0.338

- 1 782 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANExtracellular (Potential). 1GGGGAAAGTGGTCGGGGGGCG0.433

+ 3 712_713OR4C6_uc010rik.1_Missense_Mutation_p.G150RNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANHelical; Name=4; (Potential). 2CTTGGGTGGGGGGATTTATGCA0.465

+ 1 449 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANHelical; Name=4; (Potential). 3GTGGCTGGGTCCTATACATGG0.418

- 1 865 NM_006637 NP_006628 Q13606 OR5I1_HUMANHelical; Name=7; (Potential). 1TAAATCAACGGATTCAGCACT0.368

- 1 241 NM_001004742 NP_001004742 Q8NGP4 OR5M3_HUMANExtracellular (Potential). 2AACAGGTTTTCCAACATTTTA0.368

+ 4 1670FAM111B_uc001nnm.2_Missense_Mutation_p.T446I|FAM111B_uc010rko.1_Missense_Mutation_p.T446INM_198947 NP_945185 Q6SJ93 F111B_HUMAN 2GGTAATGCTACTTGCTTTGTC0.388

- 12 1466GANAB_uc001nua.2_Missense_Mutation_p.R500Q|GANAB_uc001nuc.2_Missense_Mutation_p.R381Q|GANAB_uc010rma.1_Missense_Mutation_p.R386Q|GANAB_uc010rmb.1_Missense_Mutation_p.R364QNM_198334 NP_938148 Q14697 GANAB_HUMAN 5CTCGTGAACTCGGTAGCCGGA0.562

+ 3 982RTN3_uc001nxo.2_Intron|RTN3_uc001nxm.2_Intron|RTN3_uc001nxn.2_Nonsense_Mutation_p.Y246*|RTN3_uc001nxp.2_Intron|RTN3_uc009yov.2_Nonsense_Mutation_p.Y153*|RTN3_uc010rmt.1_Intron|RTN3_uc010rmu.1_IntronNM_201428 NP_958831 O95197 RTN3_HUMAN 1AAGACTCATATAAGGAGAGCA0.363

+ 18 3039CCDC88B_uc009ypo.1_Missense_Mutation_p.G996R|CCDC88B_uc001oaa.2_Missense_Mutation_p.G151R|CCDC88B_uc001oab.1_5'Flank|CCDC88B_uc001oac.2_5'FlankNM_032251 NP_115627 A6NC98 CC88B_HUMAN Potential. 4AGCTTTGCAGGGGCAGCTGCA0.682

- 16 1921 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN Potential. 4CTCCGGTTTTCCTCCTGCAGC0.667

+ 8 1711LRP5_uc009ysg.2_5'UTRNM_002335 NP_002326 O75197 LRP5_HUMANLDL-receptor class B 9.|Beta-propeller 2.|Extracellular (Potential).7GGACAAGCTCCCGCACATTTT0.602

- 2 413 NM_005169 NP_005160 O14813 PHX2A_HUMAN 0AGGCCGGATGGCTCTGGGAAG0.637

+ 10 2873USP35_uc001oze.2_Missense_Mutation_p.A632V|USP35_uc001ozc.2_Missense_Mutation_p.A444V|USP35_uc010rsp.1_Missense_Mutation_p.A308V|USP35_uc001ozd.2_Missense_Mutation_p.A487V|USP35_uc001ozf.2_Missense_Mutation_p.A607VNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3CGCCCTGCCGCTTCTCTGGGA0.587

+ 6 2321PCF11_uc010rsu.1_Missense_Mutation_p.A659ENM_015885 NP_056969 O94913 PCF11_HUMAN 1TTAACTCTTGCAAGCAAAAGA0.328

+ 2 986 NM_000372 NP_000363 P14679 TYRO_HUMANLumenal, melanosome (Potential). 3GCGTAATCCTGGAAACCATGA0.473

+ 85 12584DYNC2H1_uc001phn.1_Missense_Mutation_p.R4154H|DYNC2H1_uc009yxe.1_Missense_Mutation_p.R760HNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMAN 0CTTGTTGCCCGTGCCCTTGCA0.423

- 7 784USP28_uc010rwy.1_Nonsense_Mutation_p.E126*|USP28_uc001poi.2_5'UTR|USP28_uc001poj.3_Nonsense_Mutation_p.E251*|USP28_uc010rwz.1_Nonsense_Mutation_p.E251*NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7ACCTGCTGTTCCTCAGATGAT0.423

+ 6 629PAFAH1B2_uc009yzk.1_Intron|PAFAH1B2_uc009yzl.1_Intron|PAFAH1B2_uc009yzm.2_Intron|PAFAH1B2_uc009yzn.2_Intron|PAFAH1B2_uc009yzj.1_RNA|uc001pqf.2_5'FlankNM_002572 NP_002563 P68402 PA1B2_HUMAN 1CTGGATACCGACGGGGGTTTT0.542

+ 14 1321B4GALNT3_uc001qij.1_Missense_Mutation_p.E344K|B4GALNT3_uc001qik.1_5'UTRNM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2AGTGGCAGAGGAGACCCCTGC0.517

+ 49 6572CACNA1C_uc009zdv.1_Missense_Mutation_p.G2001S|CACNA1C_uc001qkb.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkc.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qke.2_Missense_Mutation_p.G1993S|CACNA1C_uc001qkf.2_Missense_Mutation_p.G2012S|CACNA1C_uc001qjz.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkd.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qkg.2_Missense_Mutation_p.G2010S|CACNA1C_uc009zdw.1_Missense_Mutation_p.G2045S|CACNA1C_uc001qkh.2_Missense_Mutation_p.G2012S|CACNA1C_uc001qkl.2_Missense_Mutation_p.G2052S|CACNA1C_uc001qkn.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qko.2_Missense_Mutation_p.G2024S|CACNA1C_uc001qkp.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkr.2_Missense_Mutation_p.G2021S|CACNA1C_uc001qku.2_Missense_Mutation_p.G2039S|CACNA1C_uc001qkq.2_Missense_Mutation_p.G2032S|CACNA1C_uc001qks.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkt.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qki.1_Missense_Mutation_p.G1811S|CACNA1C_uc001qkj.1_Missense_Mutation_p.G1775S|CACNA1C_uc001qkk.1_Missense_Mutation_p.G1740S|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANPoly-Gly.|Cytoplasmic (Potential). 11CGGTGGCGGGGGCAGCAGCGC0.701

+ 6 857CD9_uc010sev.1_Missense_Mutation_p.P138L|CD9_uc001qnq.1_Missense_Mutation_p.P138LNM_001769 NP_001760 P21926 CD9_HUMANExtracellular (Potential). 1AAGGATGAGCCCCAGCGGGAA0.542

+ 2 272_273PLEKHG6_uc001qns.2_Missense_Mutation_p.G42K|PLEKHG6_uc010sew.1_Missense_Mutation_p.G42K|PLEKHG6_uc010sex.1_5'FlankNM_018173 NP_060643 Q3KR16 PKHG6_HUMAN 2CTATCCCCGAGGATACCCTGTG0.619

- 5 813TNFRSF1A_uc001qnt.2_Missense_Mutation_p.E70K|TNFRSF1A_uc010sey.1_5'UTR|TNFRSF1A_uc010sez.1_Missense_Mutation_p.E70K|TNFRSF1A_uc009zek.2_Missense_Mutation_p.E135K|TNFRSF1A_uc010sfa.1_Missense_Mutation_p.E178KNM_001065 NP_001056 P19438 TNR1A_HUMANTNFR-Cys 4.|Extracellular (Potential). 3GAGACACACTCGTTTTCTCTT0.547

- 2 178TAPBPL_uc001qoi.1_RNA|VAMP1_uc001qoj.2_Missense_Mutation_p.G11E|VAMP1_uc001qol.2_Missense_Mutation_p.G11ENM_014231 NP_055046 P23763 VAMP1_HUMANCytoplasmic (Potential). 0CCCTTCTGTCCCTTCAGCAGG0.502

- 3 673 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|8.|Pro-rich.1GGACTGGTTTCCTCCTTGTGG0.622

+ 6 769SLCO1C1_uc010sii.1_Nonsense_Mutation_p.Y138*|SLCO1C1_uc010sij.1_Nonsense_Mutation_p.Y138*|SLCO1C1_uc009zip.2_5'UTR|SLCO1C1_uc001rei.2_Nonsense_Mutation_p.Y138*|SLCO1C1_uc010sik.1_Nonsense_Mutation_p.Y20*NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANExtracellular (Potential). 7GGTACAAATATGAGAGATATT0.373 rs145524055

- 18 2332ABCC9_uc001rfh.2_Missense_Mutation_p.T771I|ABCC9_uc001rfj.1_Missense_Mutation_p.T735INM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential).|ABC transporter 1. 6ACTTCCAAAAGTAATATTTTC0.328

- 14 1985 NM_025003 NP_079279 P59510 ATS20_HUMAN Cys-rich. 19ATAATTGGTTCCAGCAACCTG0.348

+ 15 4175ARID2_uc001ror.2_Missense_Mutation_p.P1392L|ARID2_uc009zkg.1_Missense_Mutation_p.P848L|ARID2_uc009zkh.1_Missense_Mutation_p.P1019L|ARID2_uc001rou.1_Missense_Mutation_p.P726LNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10GAGATATCTCCAATGGAACCA0.358

+ 13 1852TROAP_uc009zlh.2_Missense_Mutation_p.S562I|TROAP_uc001rty.2_Missense_Mutation_p.S270INM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1TGCTGTAGGAGTGAGCCTGAG0.592

+ 13 1942TROAP_uc009zlh.2_Missense_Mutation_p.Y592C|TROAP_uc001rty.2_IntronNM_005480 NP_005471 Q12815 TROAP_HUMANCys-rich.|4 X 33 AA approximate tandem repeats.|3. 1CTAGAGTCCTACTGTAGGATT0.617

+ 5 1047KCNH3_uc010smj.1_Missense_Mutation_p.V203INM_012284 NP_036416 Q9ULD8 KCNH3_HUMANHelical; Name=Segment S2; (Potential). 0CCCGCCCAGCGTCTGTGACCT0.662



- 2 532 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1A.|Rod. 0TCTGCTGCTCCAAGAACCTCA0.498

- 7 1472 NM_173086 NP_775109 P48668 K2C6C_HUMAN 2TCAGTTACCTACCTGCACTCC0.567

- 7 617CSAD_uc001sbw.2_Intron|CSAD_uc009zmt.2_Intron|CSAD_uc010snx.1_Missense_Mutation_p.R191H|CSAD_uc001sbz.2_Missense_Mutation_p.R164H|CSAD_uc009zmu.2_Intron|CSAD_uc001sca.3_RNA|CSAD_uc010sny.1_3'UTRNM_015989 NP_057073 Q9Y600 CSAD_HUMAN 1GCGCTGATAGCGGGCCAGATT0.617

- 9 1291ITGB7_uc001scc.2_Missense_Mutation_p.S407F|ITGB7_uc010snz.1_RNANM_000889 NP_000880 P26010 ITB7_HUMANExtracellular (Potential). 8GGATTCGTAAGAAATGTGGAC0.552

+ 1 341 NM_017409 NP_059105 Q9NYD6 HXC10_HUMAN 1CCTGGGGCGACCCCAAAGCCG0.637

- 5 709ITGA5_uc010sow.1_RNA|ITGA5_uc009znp.1_RNANM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential).|FG-GAP 3. 2TCTCACCTTGGTGAACTCGGC0.582

+ 1 460 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=4; (Potential). 4GTCCGGTGTTCCTGTGTCTAT0.488

+ 1 812 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMANHelical; Name=7; (Potential). 2ATAAATAAAGGAGTTTCAGTT0.423

- 10 2149BAZ2A_uc001slp.1_Missense_Mutation_p.R650Q|BAZ2A_uc009zow.1_Missense_Mutation_p.R620QNM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN A.T hook 1. 0AGGTCGACCCCGTTTGCCAGT0.527

- 5 743 NM_001686 NP_001677 P06576 ATPB_HUMANATP (By similarity). 1GATCAGTACAGTCTTGCCAAC0.408

+ 8 1450 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0ACTCTTCTATCGTGCTGTTCT0.284

- 1 1178_1179POC1B_uc001tba.2_Intron|POC1B_uc001tbb.2_Intron|POC1B_uc001tbc.2_Intron|POC1B_uc010sun.1_Intron|GALNT4_uc001tbe.2_Missense_Mutation_p.L321F|GALNT4_uc010suo.1_Missense_Mutation_p.L16FNM_003774 NP_003765 Q8N4A0 GALT4_HUMANCatalytic subdomain B.|Lumenal (Potential). 0TACGTTCCAAGGTACTGAAAAT0.49

+ 32 3649 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 4. 14CATCTTCCGGGGCTACATCAT0.507

- 4 487APPL2_uc010swt.1_Missense_Mutation_p.S47F|APPL2_uc001tlg.1_5'UTR|APPL2_uc010swu.1_Missense_Mutation_p.S90F|APPL2_uc009zuq.2_Missense_Mutation_p.S47FNM_018171 NP_060641 Q8NEU8 DP13B_HUMANRequired for RAB5A binding (By similarity). 1CACCACTTTGGAAAAATAGTG0.343

- 3 705ALKBH2_uc001tny.2_Missense_Mutation_p.K104N|ALKBH2_uc010sxj.1_Missense_Mutation_p.K104N|ALKBH2_uc009zvd.2_Intron|ALKBH2_uc010sxk.1_IntronNM_001145374 NP_001138846 Q6NS38 ALKB2_HUMANSubstrate binding. 0CACTGTGCCACTTCCCGAATA0.572

+ 2 378ACACB_uc001toc.2_Missense_Mutation_p.R87WNM_001093 NP_001084 O00763 ACACB_HUMAN 8AGATGCCGGTCGGCGGAGAAA0.637

+ 17 2567 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6TCCGTGTCGCCCTCGCTGTCC0.731

- 38 5776C12orf51_uc001ttr.1_Missense_Mutation_p.R95WNM_001109662 NP_001103132 2GCACAGTCCCGGTAGAGCATC0.592

+ 10 1147RPH3A_uc001ttz.2_Missense_Mutation_p.R262Q|RPH3A_uc001tty.2_Missense_Mutation_p.R258Q|RPH3A_uc009zwe.1_Missense_Mutation_p.R258Q|RPH3A_uc010sym.1_Missense_Mutation_p.R213Q|RPH3A_uc001tua.2_Missense_Mutation_p.R22QNM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7GACTCCAGCCGGAGCCCAGCA0.532

- 15 2643 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GGGAAACATCCTTTGCAAGTC0.403

- 7 1227 NM_173598 NP_775869 Q6VAB6 KSR2_HUMANPhorbol-ester/DAG-type. 15CTGAGACATCCAGTACTTGGT0.458

- 4 526RSRC2_uc001uco.2_5'UTR|RSRC2_uc001ucp.2_Missense_Mutation_p.R68K|RSRC2_uc001ucq.2_5'UTR|RSRC2_uc001ucs.2_5'UTR|RSRC2_uc001uct.2_Missense_Mutation_p.R79K|RSRC2_uc001ucu.2_Missense_Mutation_p.R127KNM_023012 NP_075388 Q7L4I2 RSRC2_HUMAN Ser-rich. 1AGACCTAGATCTTGAGTGACT0.378

+ 16 2447DNAH10_uc010tav.1_Missense_Mutation_p.P350S|DNAH10_uc010taw.1_Missense_Mutation_p.P293SNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6GGAAGAACTCCCAGGTAGATC0.299

+ 1 1954uc001uig.1_5'Flank|uc001uih.1_5'FlankNM_007197 NP_009128 Q9ULW2 FZD10_HUMANExtracellular (Potential). 5CTCCATCCCCGCCGTGGAGAT0.552

- 11 2244RIMBP2_uc001uim.2_Missense_Mutation_p.E602K|RIMBP2_uc001uin.1_Missense_Mutation_p.E353KNM_015347 NP_056162 O15034 RIMB2_HUMAN 11CTGCTTCTCTCTAGGAAGACG0.587

+ 19 1904 NM_003565 NP_003556 O75385 ULK1_HUMAN 4GCACTCTCCCCGCACTTCCGG0.701

- 10 14105SACS_uc001uoo.2_Missense_Mutation_p.A4359T|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN HEPN. 12ATTTTCTGAGCAAGTGCAGTT0.388

+ 7 6406FREM2_uc001uww.2_Missense_Mutation_p.T119ANM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|Calx-beta 3. 11GGTGTGGAGAACGGGCACTGA0.493

- 8 1597ELF1_uc010tfc.1_Missense_Mutation_p.D384E|ELF1_uc010acd.2_Missense_Mutation_p.D301ENM_172373 NP_758961 P32519 ELF1_HUMAN 1TTAATGTTTCATCCTGCATGG0.428

+ 1 1542 NR_003268 0GAAGATTATATACCATGAGAA0.383

+ 1 61OLFM4_uc001vhk.1_Missense_Mutation_p.D21NNM_006418 NP_006409 Q6UX06 OLFM4_HUMAN 1AGCTGCAGGGGATTTGGGGGA0.478

- 1 632DCT_uc010afh.2_Missense_Mutation_p.R69GNM_001922 NP_001913 P40126 TYRP2_HUMANLumenal, melanosome (Potential). 5CTCCAGGGCCTTGTGTCGGCT0.607

- 19 2858DZIP1_uc001vmi.2_5'Flank|DZIP1_uc001vmj.2_Missense_Mutation_p.P145L|DZIP1_uc001vml.2_Missense_Mutation_p.P650LNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2AGACTTTCTGGGAAAAGGATC0.279

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4AATGGAAACAGGAACAACGAG0.393

- 5 707 NM_004093 NP_004084 P52799 EFNB2_HUMANExtracellular (Potential). 1ATCCCTGCAAATAAGGCCACT0.493

+ 1 167POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CAGGGGGAGCGGCAAGAGCAA0.592

+ 1 686 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANCytoplasmic (Potential). 5CCAAAAAAATCATCACATGGG0.438

- 16 2380TEP1_uc010ahk.2_Missense_Mutation_p.D130E|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.D672ENM_007110 NP_009041 Q99973 TEP1_HUMAN 5GGATGACCCTGTCCACCTGTA0.468

- 5 1021METTL3_uc001wbb.2_Missense_Mutation_p.S155F|METTL3_uc010tlw.1_RNANM_019852 NP_062826 Q86U44 MTA70_HUMAN 2GTCACCTAAAGACTCATCAGT0.398

- 34 5039 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4TCGTCCAGCTGGATCTGGGTG0.627

- 22 2813 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4GCCTCCAGCTGAATCTTGTTT0.517

- 28 3888MIR208B_hsa-mir-208b|MI0005570_5'FlankNM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4CTCCGCCTTGCTCCGGTGCTC0.582

+ 1 144 NM_203402 NP_981947 A5D6W6 FITM1_HUMANCytoplasmic (Potential). 0 ggccggggcCCGAATCCAGGC0.443

- 12 1878RALGAPA1_uc001wtj.2_Missense_Mutation_p.S496F|RALGAPA1_uc010tpv.1_Missense_Mutation_p.S496F|RALGAPA1_uc010tpw.1_Missense_Mutation_p.S496F|RALGAPA1_uc001wtk.1_Missense_Mutation_p.S347FNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4TGCCCAACTGGAATTTCGAAC0.413

- 10 1287PYGL_uc010tqq.1_Missense_Mutation_p.R353H|PYGL_uc001wyv.2_Missense_Mutation_p.R61H|PYGL_uc010anz.1_Missense_Mutation_p.R193HNM_002863 NP_002854 P06737 PYGL_HUMAN 1CACGGGCCAGCGCTCCAGGGC0.522

- 1 238OTX2_uc010aou.2_Missense_Mutation_p.D23N|OTX2_uc001xcq.2_Missense_Mutation_p.D23NNM_172337 NP_758840 P32243 OTX2_HUMAN 1TGCAGCAAGTCCATACCCGAA0.587

- 20 4430SPTB_uc001xhr.2_Missense_Mutation_p.R1459Q|SPTB_uc001xhs.2_Missense_Mutation_p.R1459Q|SPTB_uc001xhu.2_Missense_Mutation_p.R1459Q|SPTB_uc010aqi.2_Missense_Mutation_p.R120QNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 12. 11GTCCAGGAACCGCTTCTCGAT0.567 rs148127231



+ 7 2579SIPA1L1_uc001xmt.2_Missense_Mutation_p.P744L|SIPA1L1_uc001xmu.2_Missense_Mutation_p.P744L|SIPA1L1_uc001xmv.2_Missense_Mutation_p.P744L|SIPA1L1_uc010ttm.1_Missense_Mutation_p.P219LNM_015556 NP_056371 O43166 SI1L1_HUMAN Rap-GAP. 4GTGCACAATCCGTGCTCTGAC0.512

+ 10 3566SIPA1L1_uc001xmt.2_Missense_Mutation_p.S1073N|SIPA1L1_uc001xmu.2_Missense_Mutation_p.S1073N|SIPA1L1_uc001xmv.2_Missense_Mutation_p.S1073N|SIPA1L1_uc010ttm.1_Missense_Mutation_p.S548NNM_015556 NP_056371 O43166 SI1L1_HUMAN 4AGGAACGCCAGCAAGGGGCCT0.507

+ 10 1314RBM25_uc010ttu.1_Missense_Mutation_p.R369Q|RBM25_uc001xnp.2_Missense_Mutation_p.R164QNM_021239 NP_067062 P49756 RBM25_HUMANNecessary for nuclear speckle localization.|Glu-rich.|Arg-rich.4gaTCGTGACCGGGATAGAGAA0.234

+ 2 1779 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0CTGCCGCTTCCGCCTCCGCTA0.652

+ 2 1509 NM_022054 NP_071337 Q9HB14 KCNKD_HUMANCytoplasmic (Potential). 1CTGGCAGCCAACAAGGCCTCG0.602

- 15 1978_1979 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TGCCCGCTCCCCCTTCTCCTTG0.629

+ 9 1338UBR7_uc001ybn.3_Nonsense_Mutation_p.Q292*|UBR7_uc010auq.2_Nonsense_Mutation_p.Q217*NM_175748 NP_786924 Q8N806 UBR7_HUMAN 0GAATAGAGTCCAGCAAGTGGA0.413

+ 2 334PPP2R5C_uc010txr.1_Nonsense_Mutation_p.W96*|PPP2R5C_uc001ykk.2_Nonsense_Mutation_p.W120*|PPP2R5C_uc010txt.1_Nonsense_Mutation_p.W55*|PPP2R5C_uc001ykn.2_Nonsense_Mutation_p.W65*|PPP2R5C_uc001ykp.2_Nonsense_Mutation_p.W65*|PPP2R5C_uc010txs.1_Nonsense_Mutation_p.W55*NM_002719 NP_002710 Q13362 2A5G_HUMAN 2GACCTAAAGTGGAAGGAAGTA0.408

+ 1 122LOC727924_uc001yua.2_Intron|LOC727924_uc001yub.1_Intron|OR4N4_uc001yuc.1_IntronNM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANHelical; Name=1; (Potential). 1ATCCTACCAGGAAATATCCTT0.413

- 23 4569TJP1_uc010azl.2_Missense_Mutation_p.R1353K|TJP1_uc001zcq.2_Missense_Mutation_p.R1289K|TJP1_uc001zcs.2_Missense_Mutation_p.R1285KNM_003257 NP_003248 Q07157 ZO1_HUMAN 6CTCAAAACTTCTTCGGTCAAA0.428

+ 20 3510THBS1_uc010bbi.2_Missense_Mutation_p.R583CNM_003246 NP_003237 P07996 TSP1_HUMANTSP C-terminal. 6CTACAGATGGCGTCTCAGCCA0.463

- 3 1115NDUFAF1_uc010bcf.2_RNANM_016013 NP_057097 Q9Y375 CIA30_HUMAN 1TAGGGTCCCCCGCGGGTGAAC0.383

+ 15 5207MGA_uc010ucz.1_Intron|MGA_uc010uda.1_Missense_Mutation_p.P292SNM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12AGTTGCTTTTCCTAAGTCTTT0.478

- 4 558 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2GTTACCTGCCCGTAGTTCCAG0.493

- 12 2495TP53BP1_uc010udp.1_Missense_Mutation_p.D783N|TP53BP1_uc001zrq.3_Missense_Mutation_p.D788N|TP53BP1_uc001zrr.3_Missense_Mutation_p.D788N|TP53BP1_uc010udq.1_Missense_Mutation_p.D788NNM_005657 NP_005648 Q12888 TP53B_HUMAN 7GACTGGGAATCTGAGCACTTC0.433

+ 4 243 NM_004212 NP_004203 O43868 S28A2_HUMAN 4TAGGAGGAGTCGGTGGCCTTT0.408 rs144302819

+ 4 541PLDN_uc001zvr.2_RNA|PLDN_uc001zvs.2_RNANM_012388 NP_036520 Q9UL45 PLDN_HUMAN Potential. 1TGTTAAGTTTGCTGAGGCTAA0.279

- 5 2140NEDD4_uc002adl.2_Missense_Mutation_p.P195S|NEDD4_uc002adi.2_Missense_Mutation_p.P542S|NEDD4_uc010ugj.1_Missense_Mutation_p.P598S|NEDD4_uc010bfm.2_Missense_Mutation_p.P597S|NEDD4_uc002adk.2_RNANM_198400 NP_006145 P46934 NEDD4_HUMANWW 1.|Mediates interaction with TNIK (By similarity). 4TCCCACCCTGGAGGTAGAGGA0.473

- 7 780ALDH1A2_uc002aey.2_Intron|ALDH1A2_uc010ugv.1_Missense_Mutation_p.G220E|ALDH1A2_uc010ugw.1_Missense_Mutation_p.G212E|ALDH1A2_uc002aew.2_Missense_Mutation_p.G145ENM_003888 NP_003879 O94788 AL1A2_HUMAN 1TGGCCCATATCCTGGCAAAAT0.473

+ 11 1526CCDC33_uc002axp.2_Missense_Mutation_p.A200TNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5CAACAGCAAGGCTCTTCCTAC0.398

- 1 1396 NM_017793 NP_060263 Q9BUL9 RPP25_HUMAN 0TCGCTTCGCGGAGCCTTCTCC0.687

- 4 3938 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANCSPG 8.|Extracellular (Potential).|Gly/Ser-rich (glycosaminoglycan attachment domain).|Interaction with COL5A1 (By similarity).3GCCGGCACTCGGTGGGCTCTT0.627

+ 9 1047ADAMTSL3_uc010bmt.1_Nonsense_Mutation_p.Q275*|ADAMTSL3_uc010bmu.1_Nonsense_Mutation_p.Q275*NM_207517 NP_997400 P82987 ATL3_HUMAN 27AAAAACACTTCAAGGAAGCAA0.333

+ 4 1541ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6GATGATCCAAGTAAGTCCCCT0.532

+ 2 202 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0GTTGGCCTAAGAGGTACTCGT0.522

+ 2 256WDR93_uc002bok.3_Missense_Mutation_p.S52F|WDR93_uc010bnr.2_Missense_Mutation_p.S52FNM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2GAGCTGGATTCCTTGCCTCAG0.502

+ 29 3682 NM_003870 NP_003861 P46940 IQGA1_HUMANRas-GAP.|C1. 8 CTTTATTATCGATACATGAAT0.438

+ 5 694 NM_023933 NP_076422 Q9BQD7 F173A_HUMAN 1GGGCCTGGACCGAGTATGGGC0.687

- 3 495GNPTG_uc002clm.2_5'FlankNM_001001410 NP_001001410 Q9UJK0 TSR3_HUMAN 0GGCAACAGGCGCAAGTGGCTC0.637

+ 6 1220TELO2_uc010uvg.1_Missense_Mutation_p.L310HNM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0CAGTCCCGGCTCACGGTGAGG0.597

+ 2 630 NM_014117 NP_054836 Q14CZ0 CP072_HUMAN 1TCTCTGGGTCCCCTTCCAAAA0.458

- 20 2752ZC3H7A_uc002dbi.2_Missense_Mutation_p.E40K|ZC3H7A_uc002dbj.2_RNA|ZC3H7A_uc002dbl.2_Missense_Mutation_p.E852K|ZC3H7A_uc002dbm.1_Missense_Mutation_p.E762KNM_014153 NP_054872 Q8IWR0 Z3H7A_HUMAN p.E852Q(1) 4ACTGTAACTTCAGCATAATCT0.328 rs150604583

- 2 862IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0AGAGCTGGCTCCTCGATGACT0.473

+ 4 629ACSM5_uc002dhd.1_Missense_Mutation_p.S161FNM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2CTGCAGGCGTCCAGGGCCAAG0.562

- 49 7777DNAH3_uc010vbd.1_Nonsense_Mutation_p.Q28*NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 4 (By similarity). 18GGCCAGGACTGGAACCAATCA0.473

+ 2 1746 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2GTGGGAACAGGAAGAGGGTGA0.463

- 2 153 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN 0AACTCCCTCCGCAGCTCCTGC0.647

+ 7 782uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|MVP_uc010bzh.1_RNA|MVP_uc010vdz.1_RNA|MVP_uc002duj.2_Missense_Mutation_p.R233Q|MVP_uc010vea.1_5'UTRNM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. 4CGGGCTCGGCGGAACTTCCGG0.627

- 7 2097uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|INO80E_uc002dvg.1_5'Flank|INO80E_uc002dvh.1_5'Flank|INO80E_uc002dvi.1_5'Flank|INO80E_uc002dvj.1_5'Flank|INO80E_uc002dvk.1_5'Flank|HIRIP3_uc002dvf.2_3'UTRNM_003609 NP_003600 Q9BW71 HIRP3_HUMAN 1ATGATGCCACGCATATGTGAC0.597 rs139557944

+ 10 1021TGFB1I1_uc002ece.1_Missense_Mutation_p.P315L|TGFB1I1_uc010caq.1_Missense_Mutation_p.P171LNM_001042454 NP_001035919 O43294 TGFI1_HUMANLIM zinc-binding 2. 0GAGGGCCGCCCCTACTGCCGC0.682

+ 4 2245 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 13. 4ACTACACATCGGAGAAGACAT0.443

- 2 3356SALL1_uc010vgr.1_Missense_Mutation_p.P1012S|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8GGCCCAGACGGGACGTGACTG0.562

+ 5 536 NM_001950 NP_001941 Q16254 E2F4_HUMANDimerization (Potential). 1TTGGCCATCCGGGCCCCATCA0.627

- 11 1504RANBP10_uc010ceo.2_Missense_Mutation_p.P234L|RANBP10_uc010vju.1_Missense_Mutation_p.P437L|RANBP10_uc010vjv.1_Missense_Mutation_p.P376L|RANBP10_uc010vjw.1_Missense_Mutation_p.P154LNM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1CACACCGTTGGGGTAGTGCTC0.602

+ 10 3361NFATC3_uc010vkm.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkn.1_3'UTR|NFATC3_uc010vkp.1_3'UTR|NFATC3_uc010vkq.1_Nonsense_Mutation_p.Q572*|NFATC3_uc002evm.1_3'UTR|NFATC3_uc002evn.1_3'UTR|NFATC3_uc010vks.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkt.1_3'UTR|NFATC3_uc010vkv.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkw.1_3'UTR|NFATC3_uc010vky.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkz.1_3'UTR|NFATC3_uc010vlb.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vlc.1_3'UTRNM_173165 NP_775188 Q12968 NFAC3_HUMAN 3TTCTGTTTCCCAAGGAGCAGG0.493

+ 10 716CALB2_uc010vme.1_RNA|CALB2_uc002fac.3_Missense_Mutation_p.L184FNM_001740 NP_001731 P22676 CALB2_HUMAN5 (Probable).|EF-hand 5. 0CGGCTACATTGACGAGCATGA0.567

- 2 2477ZFHX3_uc002fcl.2_IntronNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4GGTTCTGGTGCTGTGGCATTG0.582



- 3 2426CHST5_uc002fej.1_Missense_Mutation_p.S350LNM_024533 NP_078809 Q9GZS9 CHST5_HUMANLumenal (Potential). 0ATTCCTAGACGAAGTATGGAA0.657

+ 5 1095 NM_012213 NP_036345 O95822 DCMC_HUMAN 0TACAGATTCGGAATGTAAGGA0.522

+ 3 689C17orf97_uc010vpz.1_RNANM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN3.|20 X 10 AA approximative tandem repeat of A-L-K-G-F-H-P-D-P-E.1CCTCAAGGGCTTCCACCCCGA0.647

- 2 397 NM_001212 NP_001203 Q07021 C1QBP_HUMAN 1TCCCAACCTCCAGACATCTTA0.448

- 9 1191PITPNM3_uc010cln.2_Missense_Mutation_p.T311I|PITPNM3_uc002gdc.3_5'UTRNM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4GCAGTCATAGGTGGAGGAGTC0.582

- 7 848PITPNM3_uc010cln.2_Missense_Mutation_p.V197I|PITPNM3_uc002gdc.3_5'UTRNM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4ACGGTGGCGACAGCATCCTGG0.627

- 5 616PLSCR3_uc002ggl.2_Missense_Mutation_p.P136L|PLSCR3_uc002ggq.1_Intron|PLSCR3_uc002ggn.1_Missense_Mutation_p.P136L|PLSCR3_uc002ggo.1_Missense_Mutation_p.P136L|PLSCR3_uc002ggp.1_Intron|PLSCR3_uc002ggr.1_Missense_Mutation_p.P136L|PLSCR3_uc010cmg.1_Missense_Mutation_p.P136LNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0GACACGCAGCGGCCGGCGGGC0.721

+ 6 1542 NM_000180 NP_000171 Q02846 GUC2D_HUMANCytoplasmic (Potential). 1CACCAGGCACCGGCTACTTCA0.587

+ 14 2331ARHGEF15_uc002gld.2_Missense_Mutation_p.G737E|ARHGEF15_uc010vuw.1_Missense_Mutation_p.G626ENM_173728 NP_776089 O94989 ARHGF_HUMAN 3CGCTGGCTGGGAGCCTTCCCA0.582

+ 5 701MYOCD_uc002gno.2_Missense_Mutation_p.K134N|MYOCD_uc002gnp.1_Missense_Mutation_p.K38NNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5CTGCTGTGAAAGAGGCCATAA0.488

+ 11 1086LGALS9_uc002gzq.2_Missense_Mutation_p.G291D|LGALS9_uc002gzr.2_Missense_Mutation_p.G234D|LGALS9_uc010waa.1_Missense_Mutation_p.V212I|LGALS9_uc002gzs.2_Missense_Mutation_p.V237INM_009587 NP_033665 O00182 LEG9_HUMAN Galectin 2. 0GCCGTGGATGGTCAGCACCTG0.552 rs145626584

+ 3 365POLDIP2_uc002haz.2_5'Flank|POLDIP2_uc010wag.1_5'Flank|TMEM199_uc002hba.2_Missense_Mutation_p.R120CNM_152464 NP_689677 Q6SZW1 SARM1_HUMAN 0ACGGATCACCCGCAACGTCAC0.468

- 5 1562SLFN11_uc010ctq.2_Missense_Mutation_p.G374R|SLFN11_uc002hjh.3_Missense_Mutation_p.G374R|SLFN11_uc002hjg.3_Missense_Mutation_p.G374R|SLFN11_uc010ctr.2_Missense_Mutation_p.G374RNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3AGGGGAGGCCCACTAGATAGA0.383

- 1 403 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN CH. 2CTTGGATGCCCATCTCCTTTC0.592

+ 5 792PPP1R1B_uc002hsa.2_Missense_Mutation_p.G120R|PPP1R1B_uc010cvx.2_Missense_Mutation_p.G76R|PPP1R1B_uc002hsb.2_Missense_Mutation_p.G73R|PPP1R1B_uc002hsc.2_Missense_Mutation_p.G73RNM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0GGATGAGCTGGGGGAGCTTCG0.418

+ 2 421DHX40_uc010woe.1_Intron|DHX40_uc002ixo.1_5'UTRNM_024612 NP_078888 Q8IX18 DHX40_HUMANHelicase ATP-binding. 0ATATCTATATGAAGCAGGTGA0.323

- 4 865CYB561_uc002jaq.2_Missense_Mutation_p.R201C|CYB561_uc002jar.2_Missense_Mutation_p.R155C|CYB561_uc002jas.2_Missense_Mutation_p.R155C|CYB561_uc010ddt.2_Silent_p.A170A|CYB561_uc002jat.2_Missense_Mutation_p.R155C|CYB561_uc010wpf.1_Intron|CYB561_uc010wpg.1_Missense_Mutation_p.R126CNM_001915 NP_001906 P49447 CY561_HUMANCytochrome b561. 1GGGCGGTAGCGGCTCCGCAGG0.617

- 8 973PSMD12_uc002jga.2_Missense_Mutation_p.L276S|PSMD12_uc002jfz.2_Missense_Mutation_p.L237S|PSMD12_uc010det.1_Missense_Mutation_p.L296SNM_002816 NP_002807 O00232 PSD12_HUMAN PCI. 0AATTTCTTCTAACTTCTTGTC0.353

- 5 444SLC39A11_uc002jja.2_Missense_Mutation_p.T110M|SLC39A11_uc002jjc.1_Missense_Mutation_p.T110MNM_001159770 NP_001153242 Q8N1S5 S39AB_HUMAN 1TGCCAGGGTCGTCTGGGGGTC0.542

- 4 1486QRICH2_uc010wsz.1_Missense_Mutation_p.R362W|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 attccaggccggaccaaacca 0.139 rs143499534

+ 14 4319TNRC6C_uc002juf.2_Missense_Mutation_p.S1237LNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN Pro-rich. 2AGCTTCCCCTCGCACCCACAG0.647

- 10 1342AZI1_uc002jzm.1_5'Flank|AZI1_uc002jzn.1_Missense_Mutation_p.S381F|AZI1_uc002jzo.1_Missense_Mutation_p.S381F|AZI1_uc010wum.1_Missense_Mutation_p.S381FNM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4TGGTGTGGGGGACAGCTCCTG0.677

- 3 795 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN 1TTCATGTCTTCGCCTTCTTAT0.662 rs75774881

- 5 1788C17orf70_uc002kao.1_Missense_Mutation_p.R227Q|C17orf70_uc010wuq.1_RNA|C17orf70_uc002kap.2_Missense_Mutation_p.R427QNM_001109760 NP_001103230 Q0VG06 FP100_HUMAN 2CGTCACCTCCCGCCGAGCACC0.682

- 12 1672DUS1L_uc002kdp.2_Silent_p.A284A|DUS1L_uc002kdr.2_Missense_Mutation_p.R418Q|DUS1L_uc002kds.2_RNA|DUS1L_uc002kdt.2_RNANM_022156 NP_071439 Q6P1R4 DUS1L_HUMAN 1TTTGGAGGCTCGCTTCTTGCA0.672

- 16 2368EPB41L3_uc010wzh.1_Missense_Mutation_p.T592I|EPB41L3_uc002kmu.1_Missense_Mutation_p.T580I|EPB41L3_uc010dkq.1_Missense_Mutation_p.T471I|EPB41L3_uc002kms.1_Missense_Mutation_p.T33I|EPB41L3_uc010wze.1_Missense_Mutation_p.T33I|EPB41L3_uc010wzf.1_Missense_Mutation_p.T33I|EPB41L3_uc010wzg.1_Missense_Mutation_p.T33I|EPB41L3_uc010dkr.2_Missense_Mutation_p.T153INM_012307 NP_036439 Q9Y2J2 E41L3_HUMANSpectrin--actin-binding (Potential). 5CACGGGGGAGGTGGAAAGCCT0.512

- 6 392L3MBTL4_uc010dkt.2_Missense_Mutation_p.P78SNM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 1. 3TCATGCTCTGGAAAGGACTGA0.343

- 23 3438LAMA1_uc010wzj.1_Missense_Mutation_p.T591INM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 13. 21GCAGGCCCCGGTTTCCTCCAC0.572

+ 17 2503MIB1_uc002ktp.2_Missense_Mutation_p.G474RNM_020774 NP_065825 Q86YT6 MIB1_HUMAN RING-type 1. 4TGGTCCATGTGGACATATTGC0.383

+ 5 589DSG4_uc002kwr.2_Missense_Mutation_p.D152NNM_177986 NP_817123 Q86SJ6 DSG4_HUMANCadherin 1.|Extracellular (Potential). 8GGACATAAATGATAACGCTCC0.408

- 4 1513SMAD7_uc002ldf.2_Missense_Mutation_p.R221H|SMAD7_uc010xde.1_Missense_Mutation_p.R194HNM_005904 NP_005895 O15105 SMAD7_HUMAN MH2. 0GATGAACTGGCGGGTGTAGCA0.622

+ 7 1422SMAD4_uc002lfb.3_Missense_Mutation_p.P140QNM_005359 NP_005350 Q13485 SMAD4_HUMAN SAD. p.0?(35)|p.?(2) 369CCGCCTATGCCGCCCCATCCC0.433

+ 3 557C18orf26_uc002lfp.1_Missense_Mutation_p.P119SNM_173629 NP_775900 Q8N1N2 CR026_HUMAN 0TGCTTGTCCACCTACAATGAC0.468

+ 5 959CDH20_uc002lif.2_Missense_Mutation_p.G310ENM_031891 NP_114097 Q9HBT6 CAD20_HUMANExtracellular (Potential).|Cadherin 3. 5ATTGTGGATGGAGATGGTGCA0.423

- 2 641CD226_uc002lkm.3_Missense_Mutation_p.P65LNM_006566 NP_006557 Q15762 CD226_HUMANIg-like C2-type 1.|Extracellular (Potential). 0GCCATGAGTAGGGCTGAAAAT0.448

- 8 1251NETO1_uc002lkx.1_Missense_Mutation_p.E322K|NETO1_uc002lky.1_Missense_Mutation_p.E323KNM_138966 NP_620416 Q8TDF5 NETO1_HUMANLDL-receptor class A.|Extracellular (Potential). 4CAGTGATTTTCATCCCAAGGA0.378

- 5 770PRSSL1_uc010xfs.1_Missense_Mutation_p.V246MNM_214710 NP_999875 Q6UWY2 PRS57_HUMANPeptidase S1. 0TGCGTGTACACGTCGGGGGTC0.711

+ 41 5794ABCA7_uc002lqy.2_Missense_Mutation_p.G308S|ABCA7_uc010dsc.2_RNANM_019112 NP_061985 Q8IZY2 ABCA7_HUMANABC transporter 2. 9TGTGCTGGCAGGCCACAGGTG0.647

+ 1 780 NM_003775 NP_003766 O95977 S1PR4_HUMANCytoplasmic (By similarity). 2CTGCTGAAGACGGTGCTGATG0.687

+ 7 737FZR1_uc002lxt.2_Missense_Mutation_p.V235M|FZR1_uc002lxv.2_Missense_Mutation_p.V146MNM_001136198 NP_001129670 Q9UM11 FZR_HUMAN WD 2. 2AGTGACCTCCGTGGGCTGGTC0.632

+ 8 1561_1562 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 2GGACCGCTTTCCATCCAGACCT0.594

- 2 792FUT3_uc002mdm.2_Missense_Mutation_p.G232E|FUT3_uc002mdj.2_Missense_Mutation_p.G232E|FUT3_uc002mdl.2_Missense_Mutation_p.G232ENM_001097641 NP_001091110 P21217 FUT3_HUMANLumenal (Potential). 0CATCATGGTCCCCTTGGGCAG0.607

- 3 448CD70_uc010xjf.1_Missense_Mutation_p.R100CNM_001252 NP_001243 P32970 CD70_HUMANExtracellular (Potential). 0ATGCCATCACGATGGATACGT0.637

- 4 521CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.W128R|CD209_uc002mhr.2_Missense_Mutation_p.W128R|CD209_uc002mhs.2_Missense_Mutation_p.W128R|CD209_uc002mhu.2_Missense_Mutation_p.W152R|CD209_uc010dvq.2_Missense_Mutation_p.W152R|CD209_uc002mhq.2_Missense_Mutation_p.W152R|CD209_uc002mhv.2_Missense_Mutation_p.W128R|CD209_uc002mhx.2_Missense_Mutation_p.W108R|CD209_uc002mhw.2_Missense_Mutation_p.W108R|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|7 X approximate tandem repeats.|3.1GCCTTCAGCCAGGTCAGCTCC0.557

- 11 1068TIMM44_uc002mja.2_Nonsense_Mutation_p.Q96*|TIMM44_uc010dvx.1_RNA|CTXN1_uc002miy.3_5'FlankNM_006351 NP_006342 O43615 TIM44_HUMAN 1TTGGCCTGCTGGATGGGGTGG0.642

+ 2 182RAB11B_uc010xkd.1_Missense_Mutation_p.S29LNM_004218 NP_004209 Q15907 RB11B_HUMAN 0AACCTGCTGTCGCGCTTCACC0.642

- 5 35792 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTTGAAGTTGGAATCATTGT0.488



- 5 32182 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GTATCTGTCCCCGAAATAGTG0.498

- 3 30874 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ATGTCCACTGGAATTTCAGTA0.458

- 3 26695 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CTGCTCATAGGAGTGGTCATC0.527

- 1 9503 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTCTTCTGCAATGGTCTGGCT0.478

- 1 4672 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GACATAGGTGGAAAAATAGCA0.423

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

- 4 901 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1CTGTAAAAAGAAAAGGCTTTA0.378

+ 1 905 NM_012377 NP_036509 O60412 OR7C2_HUMANCytoplasmic (Potential). 3TCACTGGGGAGACTCCTCCTC0.542

- 1 501 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMANCytoplasmic (Potential). 0CAGCCCCGCGGGCTCATGAGC0.647

- 23 2976 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GCCCGGGGGACTCCTTCCGCC0.602

+ 10 1530 NM_000453 NP_000444 Q92911 SC5A5_HUMANHelical; (Potential). 4ACTCATCTACGGATCGGCCTG0.607 rs121909180

- 4 1316 NM_021030 NP_066358 P17017 ZNF14_HUMAN 3TAAGGTTTCTCTCCAGTATGA0.378

+ 4 1280 NM_031218 NP_112495 P35789 ZNF93_HUMAN C2H2-type 9. 1CATAAGAGAGTTCATACTGGA0.393

- 4 1019 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCAGTATGAATTAT0.413

- 4 1000 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1ATCTTATGTGTAGTAAGGTTA0.398 rs57947174

+ 4 1244ZNF85_uc010ecn.2_Missense_Mutation_p.E308K|ZNF85_uc010eco.2_Missense_Mutation_p.E321K|ZNF85_uc002npi.2_Missense_Mutation_p.E314KNM_003429 NP_003420 Q03923 ZNF85_HUMAN C2H2-type 9. 1CTACAAATGTGAAAAATGTGG0.358

+ 6 1631ZNF714_uc002npl.2_Missense_Mutation_p.L269P|ZNF714_uc010ecp.1_Missense_Mutation_p.L375P|ZNF714_uc002npn.2_RNANM_182515 NP_872321 Q96N38 ZN714_HUMAN 0GGAGAGAAACTCTACAAATGT0.368

- 5 1663ZNF100_uc002nqh.2_Missense_Mutation_p.E424DNM_173531 NP_775802 Q8IYN0 ZN100_HUMANC2H2-type 12. 0TGCCACATTCCTCACATTTGT0.398

- 6 2775ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7CCACATTCTTCACATTTGTAG0.368

- 4 822ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7GGTTTCTCTCCAGTATGAGCA0.353

- 5 1066 NM_001080409 NP_001073878 2 TTTCCAGTATGAATTATCTTA0.368 rs34442493

- 4 1111ZNF91_uc010xrj.1_Missense_Mutation_p.R301HNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0GGTTGAAGAACGGCTAAAAGC0.393 rs410211

- 4 1486 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 11. 2TTTTGAGGATCGGTTAAAAGC0.378

- 4 1655ZNF681_uc002nrl.3_Missense_Mutation_p.S436P|ZNF681_uc002nrj.3_Missense_Mutation_p.S436PNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0CATTTGTAGGATTTCTCTCCA0.373

+ 4 2677ZNF536_uc010edd.1_Missense_Mutation_p.G847RNM_014717 NP_055532 O15090 ZN536_HUMAN 11GGGTCTCCCTGGAATCGACTT0.572

- 15 2117RHPN2_uc010xro.1_Missense_Mutation_p.S533F|RHPN2_uc002nue.2_Missense_Mutation_p.S414FNM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN 6TTAGTACCAAGAACTGTCTGA0.502

- 7 1102SLC7A10_uc002nul.2_Missense_Mutation_p.A57VNM_019849 NP_062823 Q9NS82 AAA1_HUMANHelical; (Potential). 2ACGGAGACAGGCATGACCCAA0.612

- 2 251PEPD_uc010xrr.1_Missense_Mutation_p.A39V|PEPD_uc010xrs.1_Missense_Mutation_p.A39VNM_000285 NP_000276 P12955 PEPD_HUMAN 2GGCCTGCACAGCAGGGTTCTT0.662

+ 2 243FFAR2_uc010eea.2_Missense_Mutation_p.D55NNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential). 1GACGCTGGCCGACCTCCTCCT0.662

+ 5 1902 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 16. 0TCAATGTAAGGAATGTGGGAA0.428

+ 4 284ZNF527_uc002ogf.3_Intron|ZNF527_uc010xtq.1_RNA|ZNF527_uc002oge.2_Missense_Mutation_p.S58FNM_032453 NP_115829 Q8NB42 ZN527_HUMAN KRAB. 2CTCTCCATTTCTAAGCCCAAC0.483

- 14 1703AKT2_uc010egs.2_Missense_Mutation_p.E438K|AKT2_uc010egt.2_Missense_Mutation_p.E419K|AKT2_uc010xvj.1_Missense_Mutation_p.E419K|AKT2_uc002one.2_Missense_Mutation_p.E377KNM_001626 NP_001617 P31751 AKT2_HUMANAGC-kinase C-terminal. 2ACTGCTCACTCGCGGATGCTG0.597

- 7 4471PRX_uc002onq.2_Missense_Mutation_p.S1262F|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2TCTGACGGGGGACTTGGGGGC0.692

+ 2 894ZNF574_uc002osk.3_Missense_Mutation_p.P332LNM_022752 NP_073589 Q6ZN55 ZN574_HUMAN 0GCTCCTGTACCCGAGTCTCAG0.617

- 5 858PAFAH1B3_uc010xwi.1_Missense_Mutation_p.D175N|PAFAH1B3_uc010xwj.1_Missense_Mutation_p.D175NNM_002573 NP_002564 Q15102 PA1B3_HUMAN 0AAGCCAGGGTCGGCATCTAGG0.597

+ 3 1277PRR19_uc002oth.1_3'UTR|PRR19_uc002otj.2_Missense_Mutation_p.P300L|TMEM145_uc002otk.1_5'FlankNM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0CCTCCTCGGCCCTGGGGGGTT0.647

+ 4 716 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 3. 2GTGCGAGCACCGCAGCCCGAC0.682

- 1 707DMPK_uc010xxs.1_5'Flank|DMPK_uc002pde.1_Missense_Mutation_p.R55W|DMPK_uc002pdf.1_Intron|DMPK_uc002pdg.1_Intron|DMPK_uc002pdh.1_Intron|DMPK_uc002pdi.1_Intron|DMPK_uc010xxt.1_Intron|DMPK_uc010xxu.1_Missense_Mutation_p.R55WNM_001081563 NP_001075032 Q09013 DMPK_HUMAN 3GAAAAGAACCGAGGGTCACCA0.602

- 1 1352 uc002peu.1_5'UTR NM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1CTCCTCGTCCGGGGTGTCTCT0.572

- 6 705BCAT2_uc002pkp.2_Missense_Mutation_p.G183D|BCAT2_uc002pkq.3_Missense_Mutation_p.G183D|BCAT2_uc002pks.2_Missense_Mutation_p.G183D|BCAT2_uc002pkt.2_Missense_Mutation_p.G131D|BCAT2_uc010emh.1_Missense_Mutation_p.G223D|BCAT2_uc010emi.1_Missense_Mutation_p.G131D|BCAT2_uc002pku.1_Missense_Mutation_p.G183DNM_001190 NP_001181 O15382 BCAT2_HUMAN 1GCCGACCCCGCCCACCCAGGC0.647

- 1 77 KLK1_uc010ycg.1_RNANM_002257 NP_002248 P06870 KLK1_HUMAN 0ACCAGTCCCCCCCAGGGACAG0.642

+ 3 642CD33_uc010eos.1_Missense_Mutation_p.P201L|CD33_uc010eot.1_Missense_Mutation_p.P74L|CD33_uc010eou.1_RNANM_001772 NP_001763 P20138 CD33_HUMANExtracellular (Potential).|Ig-like C2-type. 0ATAATCACCCCACGGCCCCAG0.612

- 2 1102 NM_002029 NP_002020 P21462 FPR1_HUMANCytoplasmic (Potential). 3AGTAGAATTGGTAGCTGTGTC0.582

- 5 1531uc002pyb.2_Intron|uc002pyc.2_IntronNM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1GGAGGATTTTCCACCTTGGCT0.493

+ 5 649ZNF480_uc002pyv.2_Missense_Mutation_p.E116D|ZNF480_uc010ydm.1_Missense_Mutation_p.E150D|ZNF480_uc010epn.2_Missense_Mutation_p.E24D|uc002pyw.1_IntronNM_144684 NP_653285 Q8WV37 ZN480_HUMAN 1TCCCACAAGAACAGAAAGTAC0.358

+ 4 1437ZNF701_uc010ydn.1_Missense_Mutation_p.P503RNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0GGAGAGAAACCTTACAAGTGT0.348 rs142390931



- 7 2131ZNF611_uc010eqc.2_Missense_Mutation_p.R535H|ZNF611_uc010ydo.1_Missense_Mutation_p.R535H|ZNF611_uc010ydr.1_Missense_Mutation_p.R536H|ZNF611_uc010ydp.1_Missense_Mutation_p.R605H|ZNF611_uc010ydq.1_Missense_Mutation_p.R605H|ZNF611_uc002qaa.3_Missense_Mutation_p.R535HNM_030972 NP_112234 Q8N823 ZN611_HUMANC2H2-type 14. 1GGATGACCTGCGACTGAAGGT0.448 rs145568781

- 4 2277ZNF28_uc002qac.2_Nonstop_Mutation_p.*666C|ZNF28_uc010eqe.2_Nonstop_Mutation_p.*665CNM_006969 NP_008900 P17035 ZNF28_HUMAN 1CATTACACTTTCAAGGTTTCT0.403

+ 8 2341NLRP2_uc010yfp.1_Missense_Mutation_p.R729Q|NLRP2_uc010esn.2_Missense_Mutation_p.R728Q|NLRP2_uc010eso.2_Missense_Mutation_p.R749Q|NLRP2_uc010esp.2_Missense_Mutation_p.R730QNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2CTAGCTCTTCGAGGTCACAAG0.453

+ 10 2787NLRP2_uc010yfp.1_Missense_Mutation_p.T878P|NLRP2_uc010esn.2_Missense_Mutation_p.T877P|NLRP2_uc010eso.2_Missense_Mutation_p.T898P|NLRP2_uc010esp.2_Missense_Mutation_p.T879PNM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 4. 2TAAACTGCAGACCTTGGTGTA0.552

+ 3 214SSC5D_uc002qlg.3_5'FlankNM_020378 NP_065111 Q8WUY8 NAT14_HUMANN-acetyltransferase. 2CCGCCGGCCCTGCTCCTCCTG0.701

- 5 1369NLRP11_uc002qlz.2_Missense_Mutation_p.D121N|NLRP11_uc002qmb.2_Missense_Mutation_p.D121N|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6TTCTTGGGATCAGACAGGATG0.478

+ 7 1604NLRP5_uc002qmi.2_Missense_Mutation_p.A516VNM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7TGCCGTATGGCTGTGGAGGGA0.557

+ 6 397 GALP_uc010eti.2_3'UTRNM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0TGCTCAGCATGAAAATTCCCA0.368

- 2 865ZNF835_uc010ygn.1_Missense_Mutation_p.R267CNM_001005850 NP_001005850 4CGCTGGTGGCGGATGAGCGCT0.682

- 5 1758 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 11. 2TATGACCTGTCAGCGAAGGCT0.408

- 5 499 NM_001012729 NP_001012747 A6NLW8 DUXA_HUMAN Homeobox 2. 1CTAGATCTTCGATTTTGGAAC0.383

+ 3 1610ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.G463RNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1ACATGAGTGTGGAGAATGTGG0.448

+ 10 1622TRIM28_uc010eut.1_Missense_Mutation_p.V363M|TRIM28_uc002qth.1_Missense_Mutation_p.V68MNM_005762 NP_005753 Q13263 TIF1B_HUMAN 3GCCCATGGAGGTGCAGGAAGG0.607

- 10 1533MYT1L_uc002qxd.2_Missense_Mutation_p.D236N|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6TTGTCACTATCGTCTTCCAGA0.443

+ 1 1302 NM_002236 NP_002227 Q9H3M0 KCNF1_HUMAN 1GTGAGCCTCACGCTCACGCAC0.627

- 8 1338NT5C1B_uc002rcy.2_Missense_Mutation_p.G412R|NT5C1B_uc010exr.2_Missense_Mutation_p.G354R|NT5C1B_uc010yju.1_Missense_Mutation_p.G352R|NT5C1B_uc002rda.2_Missense_Mutation_p.G352R|NT5C1B_uc010yjv.1_Missense_Mutation_p.G429R|NT5C1B_uc010yjw.1_Missense_Mutation_p.G395R|NT5C1B_uc010exs.2_Missense_Mutation_p.G414RNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3GGGTCTTTTCCCCCGGTCAGA0.393

- 26 10625 NM_000384 NP_000375 P04114 APOB_HUMANHeparin-binding. 27AACCCTTGACATCTCCTTTGG0.458

- 26 8053 NM_000384 NP_000375 P04114 APOB_HUMAN 27AAACCTGGATGGGATTTTTAT0.358

+ 4 2634EMILIN1_uc002rik.3_Translation_Start_Site|KHK_uc002ril.2_5'Flank|KHK_uc002rim.2_5'Flank|KHK_uc002rin.2_5'Flank|KHK_uc002rio.2_5'FlankNM_007046 NP_008977 Q9Y6C2 EMIL1_HUMAN Potential. 1TGTCTGTGAACGGTTGGACAC0.657 rs139887250

+ 4 1510FOSL2_uc010ymi.1_Missense_Mutation_p.S195LNM_005253 NP_005244 P15408 FOSL2_HUMAN 3CCCTCGTCCTCGTCGGCGGGG0.682

+ 8 932C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Missense_Mutation_p.S188F|C2orf56_uc010ynk.1_Missense_Mutation_p.S215F|C2orf56_uc010ynl.1_Missense_Mutation_p.S259F|C2orf56_uc010fah.2_RNANM_144736 NP_653337 Q7L592 MIDA_HUMAN 1GAGGAACTTTCTCAACGCATT0.413

+ 8 934C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Nonsense_Mutation_p.Q189*|C2orf56_uc010ynk.1_Nonsense_Mutation_p.Q216*|C2orf56_uc010ynl.1_Nonsense_Mutation_p.Q260*|C2orf56_uc010fah.2_RNANM_144736 NP_653337 Q7L592 MIDA_HUMAN 1GGAACTTTCTCAACGCATTGC0.413

+ 25 5363SPTBN1_uc002rxx.2_Missense_Mutation_p.R1692QNM_003128 NP_003119 Q01082 SPTB2_HUMANInteraction with ANK2.|Spectrin 14. 8CAGCTCAACCGGGAGGTGGAC0.547

+ 8 955ANTXR1_uc002sfe.2_Missense_Mutation_p.P200L|ANTXR1_uc002sff.2_Missense_Mutation_p.P200L|ANTXR1_uc002sfd.2_Missense_Mutation_p.P200LNM_032208 NP_115584 Q9H6X2 ANTR1_HUMANExtracellular (Potential).|VWFA. 4CATGTGTTTCCCGTGAATGAC0.488

+ 2 1034MPHOSPH10_uc010feb.1_Missense_Mutation_p.D228NNM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3AGATGATAATGATGAGGAGGA0.323

+ 51 6134DYSF_uc010feg.2_Missense_Mutation_p.D1951N|DYSF_uc010feh.2_Missense_Mutation_p.D1927N|DYSF_uc002sig.3_Missense_Mutation_p.D1906N|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.D1941N|DYSF_uc010fef.2_Missense_Mutation_p.D1958N|DYSF_uc010fei.2_Missense_Mutation_p.D1937N|DYSF_uc010fek.2_Missense_Mutation_p.D1938N|DYSF_uc010fej.2_Missense_Mutation_p.D1928N|DYSF_uc010fel.2_Missense_Mutation_p.D1907N|DYSF_uc010feo.2_Missense_Mutation_p.D1952N|DYSF_uc010fem.2_Missense_Mutation_p.D1942N|DYSF_uc010fen.2_Missense_Mutation_p.D1959N|DYSF_uc002sif.2_Missense_Mutation_p.D1921N|DYSF_uc010yqy.1_Missense_Mutation_p.D801N|DYSF_uc010yqz.1_Missense_Mutation_p.D681NNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7CTCCTTTGATGATTTTCTGGG0.522

+ 8 739 NM_032118 NP_115494 Q9H977 WDR54_HUMAN WD 3. 0GATCATAGCAGCAGGCTATGG0.557

- 1 124USP39_uc002sqb.2_Intron|USP39_uc010ysu.1_5'Flank|USP39_uc010ysv.1_5'Flank|C2orf68_uc002sqd.2_Missense_Mutation_p.R18WNM_001013649 NP_001013671 Q2NKX9 CB068_HUMAN 1ATGTCCAGCCGCCCCCCAGGC0.731

- 4 909TMEM127_uc002svr.2_Missense_Mutation_p.E218KNM_017849 NP_060319 O75204 TM127_HUMAN 0GGGTAGGGCTCGTTCTCTTCC0.622

+ 7 1083 NM_004804 NP_004795 O76071 CIAO1_HUMAN 0CCCACCTTCTCCCTGACAGCC0.612

- 22 2922 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2ATACTGTGAGGATTCATCAGA0.289

- 6 797C2orf76_uc010flf.1_Missense_Mutation_p.E86K|C2orf76_uc010yyg.1_RNA|C2orf76_uc002tlt.2_Missense_Mutation_p.E86K|C2orf76_uc002tlu.2_Missense_Mutation_p.E86KNM_001017927 NP_001017927 Q3KRA6 CB076_HUMAN 0AGGAGTCTTTCGTCATCTTCC0.448

+ 3 408GLI2_uc010yyu.1_Missense_Mutation_p.M126I|GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Intron|GLI2_uc002tmu.3_Intron|GLI2_uc002tmv.1_Intron|GLI2_uc010flo.1_Missense_Mutation_p.M1I|GLI2_uc002tmw.1_Missense_Mutation_p.M126INM_005270 NP_005261 P10070 GLI2_HUMAN 13ACCCCCACATGGAGCACTACC0.647

- 3 387LIMS2_uc002tox.2_Missense_Mutation_p.P98L|LIMS2_uc010fmb.2_5'UTR|LIMS2_uc002toy.2_Missense_Mutation_p.P69L|LIMS2_uc010yzm.1_Missense_Mutation_p.P96L|LIMS2_uc002toz.2_Missense_Mutation_p.P69L|LIMS2_uc002tpb.2_Missense_Mutation_p.P69LNM_001161403 NP_001154875 Q7Z4I7 LIMS2_HUMANLIM zinc-binding 1. 0TCCACAGCACGGAGCAAACAG0.602

- 14 2946NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GATCGTAATTCAAAGAGGGGC0.532

- 6 1158 NM_002299 NP_002290 P09848 LPH_HUMANExtracellular (Potential).|4 X approximate repeats.|2. 13AAGCCTTCAGGGAAAGTATCC0.602

+ 27 4684 NM_001080427 NP_001073896 7AAGCACACCTCCCCAACAGAA0.418

- 89 14518 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANCytoplasmic (Potential). 50GTTGGGTCTATCATAAAGCCA0.373

+ 1 1118 NR_026904 0TCCACAGACAGCTATGGATGT0.388

+ 9 1616GALNT13_uc002tyt.3_Missense_Mutation_p.P350L|GALNT13_uc010foc.1_Missense_Mutation_p.P169L|GALNT13_uc010fod.2_Missense_Mutation_p.P103LNM_052917 NP_443149 Q8IUC8 GLT13_HUMANLumenal (Potential). 6AAGGCAACTCCATACACTTTT0.413

+ 3 1630KCNJ3_uc010zce.1_3'UTRNM_002239 NP_002230 P48549 IRK3_HUMANCytoplasmic (By similarity). 2AAAGATGGCTGGAGGAGCAGC0.428

+ 6 1000GPD2_uc010zch.1_Intron|GPD2_uc002tzd.3_Missense_Mutation_p.G214R|GPD2_uc002tze.1_RNANM_001083112 NP_001076581 P43304 GPDM_HUMAN 1CAAACTGGTAGGAGCAATTGT0.393

- 12 2539 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMANHelicase C-terminal. 1CTAATGACTTCTTTTTGTTCA0.294

- 16 3400SCN1A_uc002udo.3_Missense_Mutation_p.E1008K|SCN1A_uc010fpk.2_Missense_Mutation_p.E980KNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TTGCTTTCTTCCAGATCCGAT0.284

+ 8 2470XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.E643K|XIRP2_uc010fpq.2_Missense_Mutation_p.E596K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 8. 14CCAACCTTTGGAGAAAATCAA0.378

+ 2 910 NM_020981 NP_066191 Q9Y5Z6 B3GT1_HUMANLumenal (Potential). 4 CATGGACAATCTTATTTATAA0.408

- 2 229 NM_020675 NP_065726 Q9HBM1 SPC25_HUMANInteraction with the NDC80-NUF2 subcomplex.|Interaction with the N-terminus of SPBC24.1GTAGGTATCTCTTAGTCCCGC0.373



- 36 6052 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 18.|Extracellular (Potential). 29CCATCCACGTTTCCTCTTTCA0.343

- 4 405SLC25A12_uc010fqh.2_Intron|SLC25A12_uc010zdv.1_RNANM_003705 NP_003696 O75746 CMC1_HUMAN 2.|EF-hand 2. 0CCAAATGTCACCTCTCCATTT0.363

- 254 55829uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.M12230I|TTN_uc010zfi.1_Missense_Mutation_p.M12163I|TTN_uc010zfj.1_Missense_Mutation_p.M12038INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTTGGTCTCATTTCCACAA0.453

- 253 54483uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E11782K|TTN_uc010zfi.1_Missense_Mutation_p.E11715K|TTN_uc010zfj.1_Missense_Mutation_p.E11590KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTTTTGTTTCGATGGTTGGC0.393

- 250 52053uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R10972C|TTN_uc010zfi.1_Missense_Mutation_p.R10905C|TTN_uc010zfj.1_Missense_Mutation_p.R10780CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCAGCATTACGAATTTCAAGC0.388

- 238 48717uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.L9860F|TTN_uc010zfi.1_Missense_Mutation_p.L9793F|TTN_uc010zfj.1_Missense_Mutation_p.L9668FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTGTCATAGAGAACAGGTTCT0.433

- 65 16329TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E2030KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GAGACAAGTTCCACATCATCC0.408

- 65 16228TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.K1996RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCGCCCAGGTTTCACTAGGAA0.338

+ 3 884 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R97Q(1) 11GAATTTGCTCGAAATGTAGCA0.368 rs145158210

- 7 911CALCRL_uc010frt.2_Nonsense_Mutation_p.W121*NM_005795 NP_005786 Q16602 CALRL_HUMANExtracellular (Potential). 4TATAATTTGTCCATGTTCTGT0.333

- 44 8356 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStalk (By similarity). 12ATATTCATGAAGTGACTGCAG0.373

- 41 7050 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12ATGGCAAATCGAAACAAGACA0.443 rs115474479

- 36 6037 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity).|ATP (Potential). 12TTTCCCAGTTCCTGTTGGTCC0.368

- 8 1165HECW2_uc002utl.1_IntronNM_020760 NP_065811 Q9P2P5 HECW2_HUMAN 18ATCTCACCTTCATGAACAGAA0.403

+ 11 2709BMPR2_uc010ftr.2_Missense_Mutation_p.M521VNM_001204 NP_001195 Q13873 BMPR2_HUMANCytoplasmic (Potential). 9AGTCAATCCAATGTCTACTGC0.423

+ 11 1748ABI2_uc002uzz.2_Missense_Mutation_p.V467I|ABI2_uc010zih.1_Missense_Mutation_p.V153I|ABI2_uc010zii.1_Missense_Mutation_p.V499I|ABI2_uc010zij.1_Missense_Mutation_p.V382I|ABI2_uc002vab.2_Missense_Mutation_p.V393I|ABI2_uc010zik.1_Missense_Mutation_p.V230I|ABI2_uc010zil.1_Missense_Mutation_p.V369I|ABI2_uc010zim.1_Missense_Mutation_p.V318I|ABI2_uc002vac.2_Missense_Mutation_p.V291I|ABI2_uc010zin.1_Missense_Mutation_p.V182INM_005759 NP_005750 Q9NYB9 ABI2_HUMAN SH3. 0TGGGAATTACGTTGAGTCTAT0.453

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 7 979ERBB4_uc002veh.1_Missense_Mutation_p.P294L|ERBB4_uc010zji.1_Missense_Mutation_p.P294L|ERBB4_uc010zjj.1_Missense_Mutation_p.P294L|ERBB4_uc010fut.1_Missense_Mutation_p.P294LNM_005235 NP_005226 Q15303 ERBB4_HUMANCys-rich.|Extracellular (Potential). 33TTACTTACGTGGACATTTCTT0.318

+ 4 392RQCD1_uc002vih.1_Missense_Mutation_p.P131L|RQCD1_uc010zki.1_Missense_Mutation_p.P131LNM_005444 NP_005435 Q92600 RCD1_HUMAN 2AAAACACGTCCCTTTGAGTAT0.423

- 4 575ZNF142_uc002vil.2_5'UTR|ZNF142_uc010fvt.2_5'UTR|ZNF142_uc002vim.2_5'UTR|BCS1L_uc002vio.2_5'FlankNM_001105537 NP_001099007 P52746 ZN142_HUMAN 4GCAGGGTCCCGGGAAGGACAG0.602

- 10 1868ECEL1_uc010fya.1_Missense_Mutation_p.R555W|ECEL1_uc010fyb.1_Missense_Mutation_p.R262WNM_004826 NP_004817 O95672 ECEL1_HUMANLumenal (Potential). 2ACCTCCTGCCGAATCTTCTTA0.567

+ 12 1227GIGYF2_uc010zmj.1_Missense_Mutation_p.M297T|GIGYF2_uc002vtg.2_Missense_Mutation_p.M291T|GIGYF2_uc002vtj.3_Missense_Mutation_p.M319T|GIGYF2_uc002vtk.3_Missense_Mutation_p.M297T|GIGYF2_uc002vth.3_Missense_Mutation_p.M291T|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_Missense_Mutation_p.M128TNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7GAAGAAGAAATGGGTACATTT0.448

+ 1 900GPR35_uc010fzh.1_Missense_Mutation_p.A140T|GPR35_uc010fzi.1_Missense_Mutation_p.A140TNM_005301 NP_005292 Q9HC97 GPR35_HUMANHelical; Name=3; (Potential). 3CCTGGTCACGGCCATCGCCGT0.697

+ 3 469 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1CCACACAGGCGATGAGCTGGA0.647

- 2 471 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN THAP-type. 0GTGGAAGATGGATGGCACGGC0.582

+ 4 582TGM6_uc010gal.1_Missense_Mutation_p.A174VNM_198994 NP_945345 O95932 TGM3L_HUMAN 4CACATACGAGCCCAGGGCTGG0.622

- 5 1408PAK7_uc002wnk.2_Missense_Mutation_p.S288L|PAK7_uc002wnj.2_Missense_Mutation_p.S288L|PAK7_uc010gby.1_Missense_Mutation_p.S288LNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23TCCCGAGCCTGACCTGGACCT0.552

- 5 1064PAK7_uc002wnk.2_Missense_Mutation_p.M173I|PAK7_uc002wnj.2_Missense_Mutation_p.M173I|PAK7_uc010gby.1_Missense_Mutation_p.M173INM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23GCTTCATTTTCATTACGTGCC0.463

- 3 679 NM_021220 NP_067043 Q9BRP0 OVOL2_HUMAN 1CACAGGTGTCTTTTCACCTGG0.592

+ 3 302POLR3F_uc002wqw.2_RNA|POLR3F_uc002wqx.2_Nonsense_Mutation_p.Q21*NM_006466 NP_006457 Q9H1D9 RPC6_HUMAN 0AAACTAGGGTCAGTTGGATCT0.303

- 1 1496THBD_uc002wst.1_5'Flank|THBD_uc002wsu.1_Missense_Mutation_p.E387KNM_000361 NP_000352 P07204 TRBM_HUMANEGF-like 6; calcium-binding (Potential).|Extracellular (Potential).0CCGCCGTTTTCGCACTCGTCG0.642

- 17 3072 NINL_uc010gdn.1_IntronNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5CCCTCGGCCCGGGCCTGCTGC0.677

+ 15 2497TPX2_uc010gdv.1_Missense_Mutation_p.R636KNM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2ACTGACAGAAGAGGTGCTCTG0.488

+ 6 991ASXL1_uc010geb.2_Missense_Mutation_p.G131SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248ATCTGCATCAGGTATGTGTAA0.507

+ 3 228_229 NM_182519 NP_872325 P59827 LPLC4_HUMAN 0TCCGAGGACCCCCCCCAGTATA0.485 rs145261889

- 3 594 NM_005225 NP_005216 Q01094 E2F1_HUMAN Potential. 0CAGTTCAGGTCGACGACACCG0.577

+ 15 2212EPB41L1_uc002xeu.2_Nonsense_Mutation_p.R607*|EPB41L1_uc010zvo.1_Nonsense_Mutation_p.R681*|EPB41L1_uc002xev.2_Nonsense_Mutation_p.R681*|EPB41L1_uc002xew.2_Nonsense_Mutation_p.R572*|EPB41L1_uc002xex.2_Intron|EPB41L1_uc002xey.2_Intron|EPB41L1_uc002xez.2_Nonsense_Mutation_p.R607*|EPB41L1_uc010gfq.2_Nonsense_Mutation_p.R780*NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3CAGCCCGGATCGAGGGGCCTG0.652

- 6 680RIMS4_uc010ggu.2_Missense_Mutation_p.T228INM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5CACGGCCAGGGTGGTCAAGTC0.657

+ 1 100 NM_002638 NP_002629 P19957 ELAF_HUMAN 0AGCTGTCACGGGAGGTGAGTG0.597

- 5 922EEF1A2_uc002yfe.1_Missense_Mutation_p.P274L|EEF1A2_uc010gkg.1_Missense_Mutation_p.P274LNM_001958 NP_001949 Q05639 EF1A2_HUMAN 0CACCATGCCCGGCCGCAGGAT0.672

+ 2 545ARFRP1_uc002yga.2_5'Flank|ARFRP1_uc002ygc.2_5'Flank|ARFRP1_uc002ygh.3_5'Flank|ARFRP1_uc011abf.1_5'Flank|ARFRP1_uc011abg.1_5'Flank|ARFRP1_uc002yge.2_5'Flank|ARFRP1_uc002ygd.2_5'Flank|ARFRP1_uc002ygf.2_5'Flank|ARFRP1_uc002ygg.2_5'Flank|ARFRP1_uc011abh.1_5'Flank|ZGPAT_uc002ygi.2_Missense_Mutation_p.G123R|ZGPAT_uc002ygj.2_Missense_Mutation_p.G123R|ZGPAT_uc010gkk.1_Intron|ZGPAT_uc010gkl.1_Missense_Mutation_p.G123R|ZGPAT_uc002ygm.2_Missense_Mutation_p.G123R|ZGPAT_uc002ygn.3_RNANM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN Poly-Glu. 0 ggaggaagagggagaggacga0.542

+ 18 2522USP25_uc011aby.1_Missense_Mutation_p.E769K|USP25_uc002yjz.1_Missense_Mutation_p.E769K|USP25_uc010gla.1_IntronNM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5ACATGAGCATGAAGATAAAAG0.378

- 2 276C21orf59_uc002ypx.1_5'Flank|C21orf59_uc002ypy.1_Missense_Mutation_p.G55S|C21orf59_uc002ypz.1_Missense_Mutation_p.G55S|C21orf59_uc010glx.2_5'UTR|C21orf59_uc002yqd.2_Missense_Mutation_p.G55S|C21orf59_uc002yqb.3_Missense_Mutation_p.G55S|C21orf59_uc011adr.1_IntronNM_021254 NP_067077 P57076 CU059_HUMAN 0AGAAATATGCCATGTTCGGCT0.328

+ 4 476IL10RB_uc002yrh.1_Missense_Mutation_p.S196F|IL10RB_uc002yri.1_Missense_Mutation_p.S79F|IL10RB_uc002yrl.1_Missense_Mutation_p.S128FNM_000628 NP_000619 Q08334 I10R2_HUMANFibronectin type-III.|Extracellular (Potential). 0CTTGCTGATTCTTTACATATG0.348

+ 4 1278KCNJ15_uc002yww.2_Missense_Mutation_p.D326N|KCNJ15_uc002ywx.2_Missense_Mutation_p.D326NNM_002243 NP_002234 Q99712 IRK15_HUMANCytoplasmic (By similarity). 6ATATGTGGCTGATTTCAGTCA0.443

- 6 1522DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 4. 11CACATTTTTTCCAGGGTTGAG0.507

- 5 857 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7CCTAACTCGCGGATCCCCCTG0.687



- 5 706PTTG1IP_uc011afj.1_Splice_Site|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMAN 1CCAGTCCTTACCATATTTTTT0.502

- 14 2352MICAL3_uc011agl.1_Missense_Mutation_p.P667S|MICAL3_uc002znh.2_Missense_Mutation_p.P667S|MICAL3_uc002znj.1_Missense_Mutation_p.P367S|MICAL3_uc002znk.1_Missense_Mutation_p.P667S|MICAL3_uc002znl.1_Missense_Mutation_p.P300S|MICAL3_uc002znm.2_Missense_Mutation_p.P168S|MICAL3_uc010grf.2_Missense_Mutation_p.P667SNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0CATACCTTGGGAGAACGCTTC0.502

- 4 672PRODH_uc002zoj.3_Missense_Mutation_p.E110K|PRODH_uc002zol.3_Missense_Mutation_p.E110K|PRODH_uc002zok.3_Missense_Mutation_p.E220KNM_016335 NP_057419 O43272 PROD_HUMAN 1CCTGAGGCTTCGATGCAGCGC0.612

- 31 4855CLTCL1_uc011agv.1_Missense_Mutation_p.L1537M|CLTCL1_uc011agw.1_Missense_Mutation_p.L1573M|CLTCL1_uc011agt.1_Missense_Mutation_p.L385M|CLTCL1_uc011agu.1_Missense_Mutation_p.L291MNM_007098 NP_009029 P53675 CLH2_HUMANProximal segment.|Trimerization (By similarity).|Heavy chain arm.5GGCATGGCCAAGTCCACGAGG0.617

+ 2 329ZDHHC8_uc002zrr.1_Nonsense_Mutation_p.R75*|ZDHHC8_uc010gsa.2_5'FlankNM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANCytoplasmic (Potential). 2TGTTTTCCCCCGAGGTAGGGC0.562

+ 5 2391BCR_uc002zwx.2_Missense_Mutation_p.G599R|BCR_uc011aiy.1_Missense_Mutation_p.G188R|BCR_uc010gtx.1_IntronNM_004327 NP_004318 P11274 BCR_HUMAN DH. 12GGACAACTACGGAGTTGCCAT0.577

+ 4 2128NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN18.|Tail.|30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].0CCAGTGAAGGCAGAAGCAAAG0.562

- 1 729PATZ1_uc003akp.2_Missense_Mutation_p.S23N|PATZ1_uc003akr.2_Missense_Mutation_p.S23N|PATZ1_uc003aks.2_Missense_Mutation_p.S23N|uc003akt.2_5'FlankNM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2CATCTCCGTGCTGTGTCTGCT0.672

+ 4 539CSF2RB_uc003aqc.3_Missense_Mutation_p.V108INM_000395 NP_000386 P32927 IL3RB_HUMANExtracellular (Potential). 3CGTCACTGACGTTGACTACTT0.627

- 2 388SSTR3_uc003arb.2_Nonsense_Mutation_p.W109*NM_001051 NP_001042 P32745 SSR3_HUMANExtracellular (Potential). 1GCCGAAGGGCCAGTAGGACAG0.617

+ 7 2067TRIOBP_uc003atu.2_Missense_Mutation_p.T427R|TRIOBP_uc003atq.1_Missense_Mutation_p.T599R|TRIOBP_uc003ats.1_Missense_Mutation_p.T427RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.582

+ 1 783_784GCAT_uc003atz.2_5'Flank|GCAT_uc003aua.1_5'FlankNM_005318 NP_005309 P07305 H10_HUMAN 0AGGAAATCAAGAAGGTAGCCAC0.564

- 6 523 NM_025045 NP_079321 Q6UXY1 BI2L2_HUMAN IMD. 1GCTCGGTGGCGGTACTCGAGC0.632

+ 3 291PARVB_uc003bem.2_Missense_Mutation_p.S113F|PARVB_uc010gzn.2_Missense_Mutation_p.S28F|PARVB_uc003beo.2_Missense_Mutation_p.S43FNM_013327 NP_037459 Q9HBI1 PARVB_HUMAN 0GACCCCACTTCCAAGGAAGAC0.572

- 2 564WNT7B_uc010haa.2_Missense_Mutation_p.E68KNM_058238 NP_478679 P56706 WNT7B_HUMAN 1TGCGCCCCCTCCCCAATCACA0.627

- 13 5828CELSR1_uc011arc.1_Missense_Mutation_p.P264LNM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|EGF-like 6; calcium-binding.11CTCACAGTACGGCCCGTAGTG0.612

- 35 5441PLXNB2_uc003bkt.1_Missense_Mutation_p.R571W|PLXNB2_uc003bku.1_Missense_Mutation_p.R764WNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CTCCTTACCCGGGAAATCTCT0.617

- 19 2389SBF1_uc011arx.1_Missense_Mutation_p.R396C|SBF1_uc003bli.2_Missense_Mutation_p.R733CNM_002972 NP_002963 O95248 MTMR5_HUMAN 0GGCCACAAGCGCCGCTGCTCA0.642

+ 2 200MIOX_uc003blm.1_Missense_Mutation_p.R29Q|MIOX_uc003bln.1_Missense_Mutation_p.R29QNM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0GCCAGCTTCCGGAACTACACG0.612 rs151151350

+ 9 1294CNTN6_uc011asj.1_Missense_Mutation_p.G271R|CNTN6_uc003bpa.2_Missense_Mutation_p.G343RNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANIg-like C2-type 4. 8TAAAGCTAGTGGAAAGCCAAA0.398

- 2 143GHRLOS_uc011atx.1_Intron|GHRLOS_uc011aty.1_Intron|GHRLOS_uc011atz.1_Intron|GHRLOS_uc011aua.1_Intron|GHRLOS_uc010hdl.2_Intron|GHRLOS_uc011aub.1_Intron|GHRLOS_uc010hdm.2_Intron|GHRLOS_uc011auc.1_Intron|GHRLOS_uc011aud.1_Intron|GHRLOS_uc011aue.1_Intron|GHRLOS_uc011auf.1_Intron|GHRLOS_uc011aug.1_Intron|GHRLOS_uc011auh.1_Intron|GHRLOS_uc011aui.1_Intron|GHRLOS_uc011auj.1_Intron|GHRLOS_uc010hdn.2_Intron|GHRL_uc010hda.1_5'Flank|GHRL_uc010hdb.1_5'Flank|GHRL_uc003bvj.1_Missense_Mutation_p.S3F|GHRL_uc003bvk.3_RNA|GHRL_uc010hdk.2_Intron|GHRL_uc010hdc.2_Intron|GHRL_uc010hdd.2_Intron|GHRL_uc010hde.2_Missense_Mutation_p.S3F|GHRL_uc010hdi.2_Missense_Mutation_p.S3F|GHRL_uc010hdh.2_Missense_Mutation_p.S3F|GHRL_uc010hdj.2_Intron|GHRLOS_uc011auk.1_IntronNM_016362 NP_057446 Q9UBU3 GHRL_HUMAN 1GGTCCCTGGGGAGGGCATGGC0.652

+ 2 1079HRH1_uc010hds.2_Missense_Mutation_p.G246E|HRH1_uc010hdt.2_Missense_Mutation_p.G246E|HRH1_uc003bwb.3_Missense_Mutation_p.G246ENM_001098213 NP_001091683 P35367 HRH1_HUMANCytoplasmic (Potential). 2AACCCCAAGGGGGATGCCAAG0.532

+ 10 1809CAND2_uc003bxj.2_Missense_Mutation_p.V494ANM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 12. 4GACCAGGAGGTGAAGGAGCGG0.632

+ 5 2377PLCL2_uc011awd.1_Missense_Mutation_p.F640INM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN C2. 4TGGGCAGAACTTTCCCAAGCC0.473 rs138785787

+ 2 674LRRC3B_uc003cdq.2_Missense_Mutation_p.H29YNM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4ACTGTGCTTTCATTCTGCCAG0.443

- 9 1329SCN5A_uc003cin.2_Nonsense_Mutation_p.Q379*|SCN5A_uc003cil.3_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhi.2_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhk.2_Nonsense_Mutation_p.Q379*|SCN5A_uc011ayr.1_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhj.1_5'FlankNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9CACACCTGCTGATAGAGGCGC0.612

- 11 1645 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10CTTCTAGGGAGGGGGCCTTGC0.612

+ 4 290CTNNB1_uc003ckp.2_Missense_Mutation_p.S45F|CTNNB1_uc003ckq.2_Missense_Mutation_p.S45F|CTNNB1_uc003ckr.2_Missense_Mutation_p.S45F|CTNNB1_uc011azf.1_Missense_Mutation_p.S38F|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.S45F(396)|p.S45P(163)|p.S45del(79)|p.A5_A80del(63)|p.S45Y(21)|p.S45C(18)|p.S45A(10)|p.H24_S47del(9)|p.A5_Q143del(7)|p.A5_A80>D(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.V22_L139>V(2)|p.T3_A126del(2)|p.D32_S47del(2)|p.P44_S45del(2)|p.M5_N141>D(2)|p.?(2)|p.L10_N141del(2)|p.A5_Y142>D(2)|p.A5_Q72del(1)|p.A20_Q143del(1)|p.A5_Q143>E(1)|p.A13_R151del(1)|p.H36_E53>L(1)|p.A43_E54del(1)|p.S45_S47>C(1)|p.M14_S45del(1)|p.S45_G48del(1)|p.A5_G80>(1)|p.Q28_Q61del(1)|p.D6_K133del(1)|p.A43_E53del(1)|p.M8_G50del(1)|p.M1_A87del(1)|p.S45_L46del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.A5_D144>D(1)|p.P44_N51del(1)|p.P44_S45>AP(1)|p.V22_G80>NNNNN(1)|p.V22_A80del(1)|p.I35_K170del(1)|p.Y30_A97del(1)|p.T42_G48del(1)|p.S45_D58del(1)|p.V22_T102del(1)|p.A20_A80del(1)|p.V22_S71>A(1)|p.S45fs*2(1)|p.T40_L46del(1)|p.A5_T59del(1)|p.M1_V173del(1)|p.E15_I140>V(1)|p.W25_A80del(1)|p.A5_R90del(1)|p.H24_M131del(1)|p.S45E(1)|p.A20_R151del(1)|p.D17_A126del(1)|p.M8_A80del(1)|p.P44_S45insGATTTAP(1)|p.K19_Y142>V(1)|p.A5_E54del(1)|p.L7_I140del(1)|p.S45T(1)|!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166ACAGCTCCTTCTCTGAGTGGT0.498 rs121913409

+ 2 968FYCO1_uc003cpb.3_Intron|FYCO1_uc011bal.1_Intron|CXCR6_uc010hix.1_Missense_Mutation_p.R296QNM_006564 NP_006555 O00574 CXCR6_HUMANCytoplasmic (Potential). 1CTGAAGTTTCGAAAGAACTTC0.473 rs141955108

+ 4 1373CCR3_uc003cpi.1_Missense_Mutation_p.K277R|CCR3_uc003cpj.1_Missense_Mutation_p.K277R|CCR3_uc003cpk.1_Missense_Mutation_p.K298R|CCR3_uc010hjb.1_Missense_Mutation_p.K295R|CCR3_uc003cpl.1_Missense_Mutation_p.K310RNM_178329 NP_847899 P51677 CCR3_HUMANExtracellular (Potential). 8GAGCGGAGCAAGCATCTGGAC0.498

- 3 419SCAP_uc011baz.1_5'UTR|SCAP_uc003crg.2_5'UTRNM_012235 NP_036367 Q12770 SCAP_HUMANLumenal (By similarity). 1GGTGAATTCCACAGGTCCTGT0.537

- 14 3272PLXNB1_uc003csu.2_Missense_Mutation_p.L818P|PLXNB1_uc003csx.2_Missense_Mutation_p.L1001P|PLXNB1_uc010hjx.1_RNA|PLXNB1_uc003csy.1_5'FlankNM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential). 5GGCCCGACGCAGAAACAGCCC0.662

- 11 2819PLXNB1_uc003csu.2_Intron|PLXNB1_uc003csx.2_Missense_Mutation_p.P850L|PLXNB1_uc010hjx.1_IntronNM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential). 5GTCCGCCTCGGGCAGCTCGCC0.687

- 1 1957CELSR3_uc003cuf.1_Missense_Mutation_p.R629HNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|Cadherin 3. 11TGTGTGGGGGCGCACATCCTC0.602 rs140226738

- 16 2332LAMB2_uc003cwf.1_Missense_Mutation_p.P678LNM_002292 NP_002283 P55268 LAMB2_HUMANLaminin IV type B. 3GACAGGATTAGGAAATATCAA0.572

+ 1 166GNAT1_uc003cyl.2_Missense_Mutation_p.K17RNM_144499 NP_653082 P11488 GNAT1_HUMAN 3GAGCTGGAAAAGAAGCTGAAA0.612

+ 46 4804 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0CATGTCCTTGGAGTTGGGCTA0.488

+ 53 5707_5708 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0GGCGTGTCCTCCTTGAGTGAGA0.614

+ 26 3380CACNA1D_uc003dgu.3_Missense_Mutation_p.R1093C|CACNA1D_uc003dgy.3_Missense_Mutation_p.R1073C|CACNA1D_uc003dgw.3_Missense_Mutation_p.R740C|CACNA1D_uc003dgx.1_Missense_Mutation_p.R221CNM_001128840 NP_001122312 Q01668 CAC1D_HUMANExtracellular (Potential).|III. 11TCCTGTGGTCCGTGAACGGAT0.527

+ 9 977CACNA2D3_uc011beu.1_RNA|CACNA2D3_uc003dhg.1_Missense_Mutation_p.G216E|CACNA2D3_uc003dhh.1_RNA|CACNA2D3_uc010hmv.1_Missense_Mutation_p.G44ENM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential).|VWFA. 7TGCCTGAATGGAACTTTGGTG0.453

+ 18 1655PXK_uc003dka.1_3'UTR|PXK_uc003dkb.1_Missense_Mutation_p.P436L|PXK_uc003dkc.1_Silent_p.S512S|PXK_uc011bfe.1_3'UTR|PXK_uc010hnj.1_Missense_Mutation_p.P486L|PXK_uc003dkd.1_Missense_Mutation_p.P382L|PXK_uc010hnk.1_Missense_Mutation_p.P293LNM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1CCACCTCCTCCACCTCCACCA0.612

- 21 2985 NM_020872 NP_065923 Q9P232 CNTN3_HUMANFibronectin type-III 4. 5ATAATGTAGTCCTCTTTAATG0.408

- 6 822PROS1_uc010hoo.2_Missense_Mutation_p.C30G|PROS1_uc003dqz.3_Missense_Mutation_p.C30GNM_000313 NP_000304 P07225 PROS_HUMANEGF-like 2; calcium-binding (Potential). 1GGATCTTTGCATTCATTTATG0.348

+ 9 1318CD96_uc003dxv.2_Missense_Mutation_p.S367F|CD96_uc003dxx.2_Missense_Mutation_p.S367F|CD96_uc010hpy.1_Missense_Mutation_p.S367FNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Pro/Ser/Thr-rich. 3TCTGAAATTTCCTCAACAGAC0.358

+ 16 3180 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANExtracellular (Potential).|IPT/TIG 3. 3CCCCGAATCCGGGCCAAGTAT0.632

- 3 921MBD4_uc003emi.1_Missense_Mutation_p.G249R|MBD4_uc003emj.1_Missense_Mutation_p.G249R|MBD4_uc003emk.1_Intron|MBD4_uc011bkw.1_Missense_Mutation_p.G249RNM_003925 NP_003916 O95243 MBD4_HUMAN 2TTCCTACATCCTTTTTTAGTT0.363

- 4 1790 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANExtracellular (Potential). 1CCGCAGTAGGCGTCCGCCGCA0.692



- 2 230NMNAT3_uc003etk.2_Missense_Mutation_p.R27G|NMNAT3_uc003etl.2_RNA|NMNAT3_uc010hul.2_IntronNM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0ATGGCCACTCGGTGATGAGAA0.572

+ 5 1184AADACL2_uc010hvn.2_Missense_Mutation_p.R142QNM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0ACAAGACTTCGAAATGTTGGA0.358

+ 5 545_546FNDC3B_uc003fhz.3_Missense_Mutation_p.P125F|FNDC3B_uc003fia.2_Missense_Mutation_p.P56FNM_022763 NP_073600 Q53EP0 FND3B_HUMAN 3TCATCTCCCTCCCTATCTGACT0.535

+ 26 3581FNDC3B_uc003fhz.3_Missense_Mutation_p.E1137KNM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 9. 3CACCTCTCAGGAGCTAAGCGG0.517

+ 9 1118AP2M1_uc003fmw.2_Missense_Mutation_p.E319K|AP2M1_uc003fmx.2_Missense_Mutation_p.E249K|AP2M1_uc003fmy.2_Missense_Mutation_p.E319K|AP2M1_uc011bqy.1_Missense_Mutation_p.E191K|AP2M1_uc011bqz.1_Missense_Mutation_p.E137KNM_004068 NP_004059 Q96CW1 AP2M1_HUMAN MHD. 0TCAGAAGATCGAGGTGAGGAC0.542

+ 17 1770ABCF3_uc003fna.2_Missense_Mutation_p.R540Q|ABCF3_uc003fnb.2_Missense_Mutation_p.R227QNM_018358 NP_060828 Q9NUQ8 ABCF3_HUMANABC transporter 2. 4GCACCTGTTCGGGGCATCAGA0.577

+ 10 2109 KNG1_uc003fqr.2_IntronNM_001102416 NP_001095886 P01042 KNG1_HUMAN 1ACAAATGAAAGAATCTTATTA0.368

- 2 1351 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0TAGTTGGCAGGAAGTCTGTCG0.532

- 3 3308ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T905A|ZNF721_uc010ibe.2_Missense_Mutation_p.T861ANM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGTTTTGCCACAT0.418

- 3 2433ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.G613E|ZNF721_uc010ibe.2_Missense_Mutation_p.G569ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1AGGTTTCTCTCCAGTATGAAT0.398

- 3 1628ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.A345T|ZNF721_uc010ibe.2_Missense_Mutation_p.A301TNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGCTTTGCCACAT0.403

- 27 3894GAK_uc003gbn.3_Missense_Mutation_p.R1153Q|GAK_uc003gbk.3_Missense_Mutation_p.R29Q|GAK_uc010ibi.2_Missense_Mutation_p.R457Q|GAK_uc010ibj.2_RNA|GAK_uc003gbl.3_Missense_Mutation_p.R1085QNM_005255 NP_005246 O14976 GAK_HUMAN 4CAGCAGGGCCCGGATGTTCCG0.687

- 9 816CRMP1_uc003gin.1_Missense_Mutation_p.A151T|CRMP1_uc003giq.2_Missense_Mutation_p.A239T|CRMP1_uc003gir.2_Missense_Mutation_p.A234T|CRMP1_uc003gis.2_Missense_Mutation_p.A353TNM_001313 NP_001304 Q14194 DPYL1_HUMAN 2ATGGTGATGGCCCGGAACACC0.557

- 9 1669JAKMIP1_uc010idb.1_Missense_Mutation_p.D465N|JAKMIP1_uc010idc.1_Missense_Mutation_p.D280N|JAKMIP1_uc010idd.1_Missense_Mutation_p.D465N|JAKMIP1_uc011bwc.1_Missense_Mutation_p.D300N|JAKMIP1_uc003giv.3_Missense_Mutation_p.D465N|JAKMIP1_uc010ide.2_Missense_Mutation_p.D465NNM_144720 NP_653321 Q96N16 JKIP1_HUMANMediates interaction with TYK2 and GABBR1. 4GGGGTCCTGTCTGTCCTGTCT0.537

- 16 2384AFAP1_uc011bwk.1_Missense_Mutation_p.S788N|LOC84740_uc003gkd.3_IntronNM_198595 NP_940997 Q8N556 AFAP1_HUMAN 0GGCAGCCTGGCTCTTCTTCAA0.677

- 10 6442BOD1L_uc010idr.1_Missense_Mutation_p.R1446GNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6GTGGTTACTCTGGTACCTTCC0.483

+ 10 1556CPEB2_uc003gnj.1_Missense_Mutation_p.S460F|CPEB2_uc003gnk.1_Missense_Mutation_p.S498F|CPEB2_uc003gnl.1_Missense_Mutation_p.S471F|CPEB2_uc003gnm.1_Missense_Mutation_p.S468F|CPEB2_uc003gnn.1_Missense_Mutation_p.S463FNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1GTTGCTTTCTCCAATCAGCAG0.433

+ 10 1170RBPJ_uc003gry.1_Missense_Mutation_p.P297S|RBPJ_uc003grz.1_Missense_Mutation_p.P312S|RBPJ_uc011bxt.1_Missense_Mutation_p.P312S|RBPJ_uc003gsa.1_Missense_Mutation_p.P298S|RBPJ_uc003gsb.1_Missense_Mutation_p.P299S|RBPJ_uc003gsc.1_Missense_Mutation_p.P298SNM_005349 NP_005340 Q06330 SUH_HUMAN 3TTAGGCCACTCCATGTCCAAA0.338

+ 11 1414 NM_021927 NP_068746 Q8N442 GUF1_HUMAN 1CCCCAGGCTAGGATTTCTTGG0.373

+ 4 3067REST_uc003hci.2_Missense_Mutation_p.P907L|REST_uc010ihf.2_Missense_Mutation_p.P581LNM_005612 NP_005603 Q13127 REST_HUMAN 9GAGAGCCTACCTGGTCTTGCT0.428

+ 1 135UGT2B28_uc010ihr.2_Missense_Mutation_p.E45KNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1AATCCTGAAAGAGCTTGTTCA0.443

+ 1 331UGT2B28_uc010ihr.2_Missense_Mutation_p.S110LNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TTATATTTTTCACAAGAACAA0.294

+ 13 1793ALB_uc003hgw.3_Missense_Mutation_p.D382N|ALB_uc011cbe.1_Missense_Mutation_p.D253N|ALB_uc003hgt.3_Missense_Mutation_p.D574N|ALB_uc010iii.2_Missense_Mutation_p.D459N|ALB_uc003hgu.3_Missense_Mutation_p.D424N|ALB_uc003hgv.3_Missense_Mutation_p.D253N|ALB_uc011cbf.1_Missense_Mutation_p.D464N|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_Missense_Mutation_p.D253NNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 3. 6TGTTATGGATGATTTCGCAGC0.413

- 9 1237 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6CGCTCTGTCCGGGCTTCAGTT0.388

+ 27 3909FRAS1_uc003hkw.2_Missense_Mutation_p.G1157RNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 1.|Extracellular (Potential). 5CTCAAGAAATGGAAAAGAGGT0.478

+ 2 993 NM_001201 NP_001192 P12645 BMP3_HUMAN 5TACGTCCAAGGGACGCCAGCT0.438

- 8 1087ADH1A_uc011ceg.1_Intron|ADH1B_uc003hut.3_Missense_Mutation_p.D295N|ADH1B_uc011ceh.1_Missense_Mutation_p.D180N|ADH1B_uc011cei.1_Missense_Mutation_p.D295NNM_000668 NP_000659 P00325 ADH1B_HUMAN 2GCCATAAAATCAGCCACAAGT0.368

- 3 269 NM_000673 NP_000664 P40394 ADH7_HUMAN 3GCGACAGATTCCTGTGGCCAA0.393

+ 8 1722EGF_uc011cfu.1_Missense_Mutation_p.P382S|EGF_uc011cfv.1_Missense_Mutation_p.P424SNM_001963 NP_001954 P01133 EGF_HUMANEGF-like 3.|Extracellular (Potential). 4ATGTTTCTGTCCTGAAGGCTC0.398 rs146224376

+ 9 1865_1866EGF_uc011cfu.1_Missense_Mutation_p.D430N|EGF_uc011cfv.1_Missense_Mutation_p.D472NNM_001963 NP_001954 P01133 EGF_HUMANEGF-like 4.|Extracellular (Potential). 4ACCTACAACTGGATGAAAAAAG0.441

+ 6 879LARP7_uc003iaz.2_Missense_Mutation_p.P208S|LARP7_uc003iba.2_Missense_Mutation_p.P122S|LARP7_uc003ibb.2_Missense_Mutation_p.P201SNM_016648 NP_057732 Q4G0J3 LARP7_HUMAN RRM. 3TGGCATATTTCCTAAAACAGT0.279

- 8 1705 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1ACCCACCAATTTCGGGTTGAA0.463

+ 1 1787LRBA_uc003ils.3_5'Flank|LRBA_uc003ilt.3_Intron|LRBA_uc003ilu.3_Intron|LRBA_uc010ipj.2_IntronNM_006439 NP_006430 Q9Y586 MB212_HUMAN 1GGCAGAGAGCGACGCCTGGGT0.652

+ 3 1301TLR2_uc003inr.2_Missense_Mutation_p.S361L|TLR2_uc003ins.2_Missense_Mutation_p.S361LNM_003264 NP_003255 O60603 TLR2_HUMANLRR 8.|Extracellular (Potential). 3 CATTTAAAATCATTAGAATAC0.323

+ 3 696RBM46_uc011cim.1_Missense_Mutation_p.P175S|RBM46_uc003iop.1_Missense_Mutation_p.P175SNM_144979 NP_659416 Q8TBY0 RBM46_HUMAN RRM 2. 2CATTGTTTATCCAAGTGCAAC0.353

+ 4 636GUCY1A3_uc003iou.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqc.2_Missense_Mutation_p.A34T|GUCY1A3_uc003iow.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqd.2_Missense_Mutation_p.A34T|GUCY1A3_uc003iox.2_Missense_Mutation_p.A34T|GUCY1A3_uc003ioz.2_5'UTR|GUCY1A3_uc003ioy.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqe.2_5'UTR|GUCY1A3_uc003ipa.2_RNA|GUCY1A3_uc003ipb.2_Missense_Mutation_p.A34TNM_000856 NP_000847 Q02108 GCYA3_HUMAN 4AGAGGAGGCAGCAGGAAGCTC0.488

+ 15 2993GRIA2_uc011cit.1_Missense_Mutation_p.R798Q|GRIA2_uc003ipl.3_Missense_Mutation_p.R845Q|GRIA2_uc003ipk.3_Missense_Mutation_p.R798Q|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_3'UTR|GRIA2_uc011ciy.1_3'UTR|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANCytoplasmic (Potential). 4GAGGCGAAACGAATGAAGGTG0.448

+ 11 1977TLL1_uc011cjn.1_Missense_Mutation_p.R444C|TLL1_uc011cjo.1_Missense_Mutation_p.R268CNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 1. 7GATTGAGTTTCGTAGCAGCAG0.368

- 9 1223NEK1_uc003isc.1_Missense_Mutation_p.R244K|NEK1_uc003isd.1_Missense_Mutation_p.R244K|NEK1_uc003ise.1_Missense_Mutation_p.R244K|NEK1_uc003isf.1_Missense_Mutation_p.R244K|NEK1_uc003isg.1_Missense_Mutation_p.R165KNM_012224 NP_036356 Q96PY6 NEK1_HUMANProtein kinase. 6TGGTCTATCCCTAGGATTTCT0.368

+ 8 949C4orf41_uc003ivw.2_Missense_Mutation_p.R258K|C4orf41_uc010isc.2_IntronNM_021942 NP_068761 Q7Z392 CD041_HUMAN 0CACGAATTGAGAGCCCATGAA0.318

- 10 6595 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 19. 12CTTTTTCAGTGAAATTTCACC0.428

+ 18 2891ADAMTS16_uc003jdk.1_Missense_Mutation_p.G918ENM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8CCTGTCACGGGGCTGGTGCCT0.527

- 7 2121FASTKD3_uc011cmp.1_Missense_Mutation_p.E364K|FASTKD3_uc003jec.2_RNANM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4AGTATTCATTCTTGCAACCAA0.333

+ 11 1523MTRR_uc003jee.3_Missense_Mutation_p.N471S|MTRR_uc003jef.3_RNA|MTRR_uc003jeg.3_RNA|MTRR_uc010ito.2_RNANM_024010 NP_076915 Q9UBK8 MTRR_HUMANFAD-binding FR-type. 1TTTGTCTTCAACATTGTGGAA0.443

- 78 13601DNAH5_uc003jfc.2_Nonsense_Mutation_p.W688*NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31GTCCTTCATCCATTTGGTGAC0.478

+ 11 1984 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 4. 6CACCAGAGGACACACACAGGG0.597

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6CACCAGAGGAGACACACAGGG0.612 rs112192848



- 4 959 NM_022130 NP_071413 Q9H4A6 GOLP3_HUMAN 1GTCATTCACCCATTTGTCAAG0.502

- 12 1928ADAMTS12_uc010iuq.1_Missense_Mutation_p.R589CNM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 1. 9TTGCACAAGCGATAGCGTTTT0.458

- 7 960 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0AACATTTTTTCCTGTGTTGTA0.328

+ 19 2486ITGA1_uc003jov.2_RNA|ITGA1_uc003jow.2_Missense_Mutation_p.E343KNM_181501 NP_852478 P56199 ITA1_HUMANExtracellular (Potential). 3TGGAAATAAGGAAAAATGTAT0.398

+ 20 1971DDX4_uc010ivz.2_Missense_Mutation_p.R613C|DDX4_uc003jqh.3_Missense_Mutation_p.R599C|DDX4_uc003jqj.2_Missense_Mutation_p.R484CNM_001136034 NP_001129506 Q9NQI0 DDX4_HUMANHelicase C-terminal. 2GCGTACTGGTCGTTGTGGGAA0.388

+ 2 330 NM_005242 NP_005233 P55085 PAR2_HUMANExtracellular (Potential). 1ACTGGAAAAGGAGTTACAGTT0.433

+ 33 8017GPR98_uc003kjt.2_Missense_Mutation_p.G347R|GPR98_uc003kjv.2_Missense_Mutation_p.G241RNM_032119 NP_115495 Q8WXG9 GPR98_HUMANCalx-beta 18.|Extracellular (Potential). 16TATAGGTGCTGGAGAGATTCT0.423

- 17 2333MCTP1_uc003kkv.2_Missense_Mutation_p.F557C|MCTP1_uc003kkw.2_Missense_Mutation_p.F511C|MCTP1_uc003kkz.2_Missense_Mutation_p.F439C|MCTP1_uc003kku.2_Missense_Mutation_p.F294CNM_024717 NP_078993 Q6DN14 MCTP1_HUMAN 2CATTCTGATAAAGTTTCTTAG0.353

+ 8 1045WDR36_uc010jbu.2_RNANM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 3. 2AGCTGGAAGCCCATGTGGCCA0.373

- 13 1452EPB41L4A_uc003kpp.1_Splice_Site_p.S20_spliceNM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1ACTTCACTGACCTTTTTACTG0.313

+ 3 513FAM170A_uc003ksl.2_Missense_Mutation_p.H101Q|FAM170A_uc003ksn.2_Missense_Mutation_p.H101Q|FAM170A_uc003kso.2_Missense_Mutation_p.H54QNM_182761 NP_877438 A1A519 F170A_HUMAN 1GCTCACAACATGTCTCCTTGT0.493

+ 1 580 NM_177478 NP_803431 Q8N4E7 FTMT_HUMANFerritin-like diiron. 1CCATTTGTGCGATTTCCTGGA0.507

- 7 1289P4HA2_uc003kwg.2_Missense_Mutation_p.R242L|P4HA2_uc003kwi.2_Missense_Mutation_p.R242L|P4HA2_uc003kwk.2_Missense_Mutation_p.R242L|P4HA2_uc003kwl.2_Missense_Mutation_p.R242L|P4HA2_uc003kwj.2_Missense_Mutation_p.R242LNM_004199 NP_004190 O15460 P4HA2_HUMAN 0CCCTCCAGCTCGTTCGTGGCT0.433

- 13 1850KIF3A_uc003kxm.2_Missense_Mutation_p.E148K|KIF3A_uc003kxn.2_Missense_Mutation_p.E551K|KIF3A_uc011cxf.1_Missense_Mutation_p.E593K|KIF3A_uc003kxp.2_Missense_Mutation_p.E569KNM_007054 NP_008985 Q9Y496 KIF3A_HUMAN Potential. 1CTCTGATGTTCTTGTTGGAGA0.398

- 2 445C5orf20_uc003lav.2_5'FlankNM_001099221 NP_001092691 Q6ZNK6 TIFAB_HUMAN FHA. 0CACACACAGCCCTTGCGGCTC0.647

- 10 1614_1615KLHL3_uc011cyc.1_Missense_Mutation_p.V160M|KLHL3_uc003lbr.3_Missense_Mutation_p.V309M|KLHL3_uc011cyd.1_Intron|KLHL3_uc010jel.1_Missense_Mutation_p.V160M|KLHL3_uc010jem.1_Missense_Mutation_p.V351MNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 2. 0TCATTGAGCACCGCTGCGCCCA0.599

+ 26 5064ANKHD1_uc003lfr.2_Missense_Mutation_p.R1647Q|ANKHD1_uc003lfu.1_3'UTR|ANKHD1-EIF4EBP3_uc011czh.1_Missense_Mutation_p.R386Q|ANKHD1_uc003lfw.2_Missense_Mutation_p.R285Q|ANKHD1_uc010jfl.2_Missense_Mutation_p.R82Q|ANKHD1-EIF4EBP3_uc003lfx.1_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6ACTCAGACACGGTAAATTTTT0.363

+ 1 563PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Missense_Mutation_p.P153S|PCDHA2_uc011czy.1_Missense_Mutation_p.P153SNM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANExtracellular (Potential). 4TTCTCGGTTTCCTCTAGAGGG0.448

+ 1 1966PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.E656KNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 6.|Extracellular (Potential). 8GGACCACGGTGAACCCTCATT0.697

+ 1 1050PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.E317K|PCDHA4_uc011daa.1_Missense_Mutation_p.E317KNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 3.|Extracellular (Potential). 6CAAATCCTATGAAATTATTGT0.358

+ 1 1475PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.S492L|PCDHA5_uc003lhj.1_Missense_Mutation_p.S492LNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 5. 3GTGTCCTACTCGCTGGTGGAG0.662

+ 1 1922PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc011dad.1_Missense_Mutation_p.S641LNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANExtracellular (Potential).|Cadherin 6. 5GAGACTGACTCGCCACGCCAG0.647

+ 1 871PCDHB6_uc011dah.1_Missense_Mutation_p.E155KNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 3.|Extracellular (Potential). 1CCAACCCTTCGAAATAAACGC0.458

+ 1 1948PCDHB6_uc011dah.1_Missense_Mutation_p.R514CNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 6.|Extracellular (Potential). 1CGAGCCTCCGCGCTCGGCCAC0.706

+ 1 1463PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGA5_uc003lju.1_5'Flank|PCDHGB2_uc011dar.1_Missense_Mutation_p.S488F|PCDHGA5_uc011das.1_5'FlankNM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANExtracellular (Potential).|Cadherin 5. 0GGCCAAGTTTCCTACTCCATC0.592

+ 1 610PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc011dat.1_Missense_Mutation_p.E204KNM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANExtracellular (Potential).|Cadherin 2. 0GGACAGGGAAGAGCAGCCACA0.552

+ 11 1093ARHGAP26_uc003lmt.2_Missense_Mutation_p.S353L|ARHGAP26_uc003lmw.2_Missense_Mutation_p.S353LNM_015071 NP_055886 Q9UNA1 RHG26_HUMAN PH. 1CAAGCTTTGTCGGAAGAGGAC0.498

+ 3 326FBXO38_uc003lpg.1_Missense_Mutation_p.R69Q|FBXO38_uc003lph.2_Missense_Mutation_p.R69QNM_205836 NP_995308 Q6PIJ6 FBX38_HUMANInteraction with KLF7 (By similarity).|F-box. 6CTATATCTGCGAGTTGTGAGA0.468

- 8 1034GM2A_uc011dcs.1_Intron|SLC36A2_uc003ltz.2_RNA|SLC36A2_uc003lua.2_Missense_Mutation_p.G104R|SLC36A2_uc010jhv.2_Missense_Mutation_p.G302RNM_181776 NP_861441 Q495M3 S36A2_HUMANHelical; (Potential).p.G302V(1) 2ATGGACATTCCCAAAGACAGG0.453

- 2 1445PWWP2A_uc003lxv.3_Missense_Mutation_p.Q463R|PWWP2A_uc011dec.1_Missense_Mutation_p.Q463RNM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0GCTAGGATTCTGATATCGACG0.403

+ 2 397CCDC99_uc010jjj.2_Intron|CCDC99_uc011deq.1_5'UTR|CCDC99_uc010jjk.2_5'UTRNM_017785 NP_060255 Q96EA4 SPDLY_HUMAN Potential. 2ATTACAGAATCAATTGGATAA0.413

+ 4 389CPLX2_uc003mdf.1_Missense_Mutation_p.D15NNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1GGCCACAAAGGACATGGGGAA0.413

+ 4 1334NSD1_uc003mft.3_Missense_Mutation_p.R130K|NSD1_uc003mfs.1_Intron|NSD1_uc011dfx.1_Missense_Mutation_p.R47K|NSD1_uc003mfp.2_Missense_Mutation_p.R399KNM_022455 NP_071900 Q96L73 NSD1_HUMAN 3CCTGTCCTTAGGAGAAGAGGG0.418

- 5 760DOK3_uc003mhh.3_Missense_Mutation_p.G82D|DOK3_uc003mhi.3_Missense_Mutation_p.G196D|DOK3_uc003mhj.3_Missense_Mutation_p.G94D|DOK3_uc003mhl.2_Missense_Mutation_p.G196DNM_024872 NP_079148 Q7L591 DOK3_HUMAN IRS-type PTB. 0GGCCTGGGTGCCCTTGGCCTC0.687

+ 3 648 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANIg-like V-type.|Extracellular (Potential). 0ACAAGGACAGGATTTGTCTTC0.502

+ 8 1245BTNL3_uc010jlp.2_Missense_Mutation_p.P158SNM_197975 NP_932079 Q6UXE8 BTNL3_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 0GACTTTGTCTCCCAACAATGG0.498

- 5 734GNB2L1_uc003mnh.1_Missense_Mutation_p.G169R|GNB2L1_uc003mnk.1_Missense_Mutation_p.G132R|GNB2L1_uc003mnj.1_Missense_Mutation_p.G164R|GNB2L1_uc003mnl.1_5'UTR|GNB2L1_uc011dhk.1_Missense_Mutation_p.G210R|GNB2L1_uc010jls.2_3'UTRNM_006098 NP_006089 P63244 GBLP_HUMAN WD 5. 0ACCTTGCCTCCAGAAGCACAG0.512

- 13 1483EXOC2_uc003mte.2_Missense_Mutation_p.A450V|EXOC2_uc011dho.1_Missense_Mutation_p.A45VNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7TTCAACAAAGGCCACCCTGTG0.428

- 11 1776_1777RANBP9_uc003nba.2_Missense_Mutation_p.G232KNM_005493 NP_005484 Q96S59 RANB9_HUMAN 2TGAAGTTTCTCCAACTCCATTG0.356

- 3 711NUP153_uc011dje.1_Missense_Mutation_p.D171N|NUP153_uc010jpl.1_Missense_Mutation_p.D171NNM_005124 NP_005115 P49790 NU153_HUMAN 9GAGGTAGAATCTTTAATTTCC0.398

- 20 2045 NM_001503 NP_001494 P80108 PHLD_HUMAN FG-GAP 5. 3ACCCAGTTTCCCCATTGCCTG0.493

- 1 236HIST1H2BC_uc003ngl.2_Missense_Mutation_p.E72K|HIST1H2AC_uc003ngm.2_5'Flank|HIST1H2AC_uc003ngn.2_5'Flank|HIST1H2AC_uc003ngo.2_5'Flank|HIST1H2AC_uc003ngp.2_5'FlankNM_003526 NP_003517 P62807 H2B1C_HUMAN 1GCGATGCGCTCAAATATGTCG0.577

+ 5 658BTN3A3_uc003nia.2_Missense_Mutation_p.G118R|BTN3A3_uc011dkn.1_Missense_Mutation_p.G118RNM_006994 NP_008925 O00478 BT3A3_HUMANExtracellular (Potential).|Ig-like V-type 2. 0TTATGAGGATGGAGGGATCCA0.468

+ 1 699TRIM10_uc003npn.2_5'Flank|TRIM10_uc003npo.3_5'FlankNM_033229 NP_150232 Q9C019 TRI15_HUMAN 0GGCCCCTGTGCCCCTGGGCCC0.632

- 5 1046HLA-C_uc003ntb.2_Intron|HLA-C_uc003ntc.1_5'Flank|HLA-B_uc010jsm.1_Intron|HLA-B_uc011dnk.1_RNA|HLA-B_uc003ntf.2_Intron|HLA-B_uc003ntg.1_Missense_Mutation_p.M210K|HLA-B_uc003nti.1_IntronNM_005514 NP_005505 P01889 1B07_HUMANHelical; (Potential). 0CCTCCTACACATCACAGCAGC0.597

+ 18 1739MSH5_uc003nwt.1_Missense_Mutation_p.L571F|MSH5_uc003nwu.1_Missense_Mutation_p.L554F|MSH5_uc003nww.1_Missense_Mutation_p.L554F|MSH5_uc003nwx.1_Missense_Mutation_p.L571F|MSH5_uc011dof.1_Missense_Mutation_p.L253F|MSH5_uc003nwy.1_Missense_Mutation_p.L228F|MSH5_uc003nwz.3_RNANM_172166 NP_751898 O43196 MSH5_HUMAN 3CCCACAAGTCCTTGGGGTACG0.572

- 12 1907_1908C6orf27_uc003nxd.2_Missense_Mutation_p.P232FNM_025258 NP_079534 Q9Y334 G7C_HUMAN 3GTGACCTAGAGGACCCCCGCCT0.584



+ 11 3661BRD2_uc003ocq.3_Missense_Mutation_p.I654F|BRD2_uc003ocp.3_Missense_Mutation_p.I534F|BRD2_uc010juh.2_Missense_Mutation_p.I689FNM_005104 NP_005095 P25440 BRD2_HUMAN ET. 5GAGCCTGGACATCAACAAATT0.517

- 4 1457ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7GTTGTCTTTGGGAATCCCAGG0.478

+ 9 999CAPN11_uc011dvn.1_5'FlankNM_007058 NP_008989 Q9UMQ6 CAN11_HUMANCalpain catalytic. 2GGTCCGGAATCCCTGGGGCCG0.597

- 3 650RCAN2_uc003oyc.1_Missense_Mutation_p.S158L|RCAN2_uc003oyd.1_Missense_Mutation_p.S158LNM_005822 NP_005813 Q14206 RCAN2_HUMAN 0GGAAGGGGGCGAGATGAGAAA0.532

+ 1 501TINAG_uc003pci.2_Missense_Mutation_p.G119S|TINAG_uc010jzt.2_RNANM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4GTATCCAGAAGGTAGGCTTTG0.353

- 83 14940DST_uc003pcz.3_Missense_Mutation_p.R4793Q|DST_uc011dxj.1_Missense_Mutation_p.R4822Q|DST_uc011dxk.1_Missense_Mutation_p.R4833Q|DST_uc003pcy.3_Missense_Mutation_p.R4467QNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 19. 14TATGAGTTCTCGGGCTGAGCG0.478

+ 7 1671BAI3_uc010kak.2_Missense_Mutation_p.S408LNM_001704 NP_001695 O60242 BAI3_HUMANTSP type-1 3.|Extracellular (Potential). 50GAGTGGAGTTCGTGGAGCCAG0.527

+ 14 3788FAM135A_uc003pfi.2_Missense_Mutation_p.P1023S|FAM135A_uc003pfh.2_Missense_Mutation_p.P1006S|FAM135A_uc003pfl.2_Missense_Mutation_p.P886S|FAM135A_uc003pfn.2_Missense_Mutation_p.P425S|FAM135A_uc003pfo.1_Missense_Mutation_p.P590S|FAM135A_uc010kan.1_5'UTRNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1ACTAAAACTTCCTGGGTTCAT0.393

+ 19 4409FAM135A_uc003pfi.2_Missense_Mutation_p.R1230C|FAM135A_uc003pfh.2_Missense_Mutation_p.R1213C|FAM135A_uc003pfl.2_Missense_Mutation_p.R1093C|FAM135A_uc003pfn.2_Missense_Mutation_p.R632C|FAM135A_uc003pfo.1_Missense_Mutation_p.R797C|FAM135A_uc010kan.1_Missense_Mutation_p.R168C|FAM135A_uc003pfp.2_5'UTRNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1CCTACAGGATCGCTATGTTCC0.328

- 5 3300FILIP1_uc003phy.1_Missense_Mutation_p.R976Q|FILIP1_uc003phz.2_Missense_Mutation_p.R877Q|FILIP1_uc010kbe.2_Missense_Mutation_p.R979Q|FILIP1_uc003pib.1_Missense_Mutation_p.R728QNM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4GGACATGGCTCGTTCTGGGCC0.443

+ 2 1331PRSS35_uc010kbm.2_Missense_Mutation_p.R390CNM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1CGTTGCTGTTCGCATCACTCC0.507

- 15 2148LAMA4_uc003pvv.2_Missense_Mutation_p.M606I|LAMA4_uc003pvt.2_Missense_Mutation_p.M606INM_001105206 NP_001098676 Q16363 LAMA4_HUMANPotential.|Domain II and I. 9CCAGCCCGTTCATATCTGAAC0.358

- 30 5123ROS1_uc011ebi.1_Intron|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANFibronectin type-III 7.|Extracellular (Potential). 25CACCACATTTCCTCAGAGTGG0.398

- 14 3238FAM184A_uc003pyk.3_Intron|FAM184A_uc003pyl.3_Intron|FAM184A_uc003pyi.2_RNANM_024581 NP_078857 Q8NB25 F184A_HUMAN 7GCATTTATTTCCTTGAGTAGC0.358

- 2 232VNN2_uc003qds.2_5'UTR|VNN2_uc010kgb.2_Missense_Mutation_p.R74Q|VNN2_uc003qdv.2_Missense_Mutation_p.R21QNM_004665 NP_004656 O95498 VNN2_HUMAN CN hydrolase. 0CACAATGATTCGAGCACCCTG0.448

- 4 1101BCLAF1_uc003qgw.1_Missense_Mutation_p.R283Q|BCLAF1_uc003qgy.1_Missense_Mutation_p.R281Q|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.R281QNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1AGGACTGTATCGACTAGATCC0.443 rs145724464

- 2 598SHPRH_uc003qld.2_Missense_Mutation_p.H67Y|SHPRH_uc003qle.2_Missense_Mutation_p.H67Y|SHPRH_uc003qlg.1_5'UTR|SHPRH_uc003qlj.1_Intron|SHPRH_uc003qlk.1_Missense_Mutation_p.H67YNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3TTATCTCTGTGAGCCACTTCT0.388

- 3 652 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1TGTGAGGCCTCAGGGACCTGC0.557

+ 13 4101TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1AACACGTACACCCTCCCCGGC0.662

- 30 4833 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6TGCAGTACTCCCACCTCACAC0.493

- 21 3334 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 32. 6CAAGTTCTTCCTGTGACAGTG0.483

+ 10 1246 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4CACCACCACAGGAAAGAAGTG0.488

- 11 1339MAD1L1_uc003sle.1_Missense_Mutation_p.S87N|MAD1L1_uc003slf.1_Missense_Mutation_p.S358N|MAD1L1_uc003slg.1_Missense_Mutation_p.S358N|MAD1L1_uc010ksh.1_Missense_Mutation_p.S358N|MAD1L1_uc003sli.1_Missense_Mutation_p.S266N|MAD1L1_uc010ksi.1_Missense_Mutation_p.S311N|MAD1L1_uc010ksj.2_Missense_Mutation_p.S358NNM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2CCAGGTCTACCTGCTGGTGAC0.582

+ 2 659AMZ1_uc003sms.1_Missense_Mutation_p.P100S|AMZ1_uc011jwa.1_5'FlankNM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0CTACCTACAGCCGATAGGTAC0.642

+ 8 1050SLC29A4_uc011jwg.1_RNA|SLC29A4_uc003soc.2_Missense_Mutation_p.P297S|SLC29A4_uc003soe.2_Missense_Mutation_p.P283S|SLC29A4_uc010ksw.2_RNANM_153247 NP_694979 Q7RTT9 S29A4_HUMANCytoplasmic (Potential). 1CCAGGAGCACCCAGCCCCGGC0.682

+ 2 270HDAC9_uc003sue.2_Missense_Mutation_p.R77W|HDAC9_uc011jyd.1_Missense_Mutation_p.R77W|HDAC9_uc003sui.2_Missense_Mutation_p.R77W|HDAC9_uc003suj.2_Missense_Mutation_p.R77W|HDAC9_uc011jya.1_Missense_Mutation_p.R118W|HDAC9_uc003sua.1_Missense_Mutation_p.R96W|HDAC9_uc011jyb.1_Missense_Mutation_p.R77W|HDAC9_uc003sud.1_Missense_Mutation_p.R77W|HDAC9_uc011jyc.1_Missense_Mutation_p.R77W|HDAC9_uc003suf.1_Missense_Mutation_p.R105W|HDAC9_uc010kud.1_Missense_Mutation_p.R77W|HDAC9_uc011jye.1_Missense_Mutation_p.R46W|HDAC9_uc011jyf.1_Missense_Mutation_p.R46WNM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5GAACTTGACACGGCAGCACCA0.483

- 5 698MACC1_uc010kug.2_Missense_Mutation_p.S130FNM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3ATTTCTTGAGGAAGTCTGCCT0.383

+ 41 6681 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 2 (By similarity). 15GCTGTGACAACAGATGAACTC0.393

+ 5 1138FAM188B_uc010kwe.2_Missense_Mutation_p.P325LNM_032222 NP_115598 Q4G0A6 F188B_HUMAN 0GGCAGCCAGCCCGCACCTGTC0.547

+ 11 2499CCDC129_uc011kad.1_Missense_Mutation_p.M512I|CCDC129_uc003tci.1_Missense_Mutation_p.M353I|CCDC129_uc011kae.1_Missense_Mutation_p.M528I|CCDC129_uc003tck.1_Missense_Mutation_p.M410INM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0TATCTGTGATGGAGGAAGAGT0.537

- 10 1458PDE1C_uc003tcn.1_Missense_Mutation_p.R330Q|PDE1C_uc003tco.1_Missense_Mutation_p.R390Q|PDE1C_uc003tcr.2_Missense_Mutation_p.R330Q|PDE1C_uc003tcs.2_Missense_Mutation_p.R330QNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4TACCAAGGTTCGAAACTCCCT0.388

+ 10 1133 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFC 5. 3ATTCCCATCAGTAGCTGCCCA0.483

+ 4 2353CDK13_uc003thi.3_Nonsense_Mutation_p.K691*|CDK13_uc011kbf.1_Nonsense_Mutation_p.K77*NM_003718 NP_003709 Q14004 CDK13_HUMAN 5TGGTGAAACCAAAGAAAAAGA0.343

+ 2 91ZNF713_uc003tra.1_Missense_Mutation_p.S31L|MRPS17_uc003trb.2_Missense_Mutation_p.S18LNM_182633 NP_872439 Q8N859 ZN713_HUMAN 2TTTCAGGAATCACTGACGTTT0.517

+ 7 2086ZNF107_uc003tte.2_Missense_Mutation_p.H434YNM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1TAAGAAAATTCATACTGGAGA0.353

+ 6 906 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0TCCATGAACCCGAGGGCCAGG0.592

+ 6 981 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0TCCATGAACCTGAGGGCCAGG0.577

- 19 1899HIP1_uc011kfz.1_Nonsense_Mutation_p.R497*NM_005338 NP_005329 O00291 HIP1_HUMAN Potential. p.D620G(1) 8AGCATTTTTCGTTGGTCTTTG0.537

- 2 1134CCDC146_uc003ufz.1_Intron|CCDC146_uc003uga.2_IntronNM_006682 NP_006673 Q14314 FGL2_HUMANFibrinogen C-terminal. 2AGAAGGATATCGATCATTGTC0.398

- 5 7208PCLO_uc003uhv.2_Missense_Mutation_p.E2307K|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TTCCCAGTTTCCTTCTTGGCT0.418

- 5 4875PCLO_uc003uhv.2_Missense_Mutation_p.R1529QNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7ACTAGTTCTTCGTTTTCTTTG0.398

- 16 2195ABCB1_uc011khc.1_Missense_Mutation_p.R529CNM_000927 NP_000918 P08183 MDR1_HUMANABC transporter 1.|Cytoplasmic (Potential). 7TCAGCATTACGAACTGTAGAC0.393 rs28381914

+ 8 881CYP3A43_uc003ury.1_Missense_Mutation_p.R260S|CYP3A43_uc003urz.1_Missense_Mutation_p.R260S|CYP3A43_uc003usa.1_RNA|CYP3A43_uc010lgi.1_Missense_Mutation_p.R150S|CYP3A43_uc003usb.1_IntronNM_057095 NP_476436 Q9HB55 CP343_HUMAN 2GAAAGAAAGTCGCCTCAAAGA0.204

+ 14 2378ZAN_uc003uwk.2_Missense_Mutation_p.P738L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCACCCCC0.522

- 33 4973RELN_uc010liz.2_Missense_Mutation_p.G1605RNM_005045 NP_005036 P78509 RELN_HUMAN 19TCTTGAAATCCAGTTTGAGAG0.413

- 4 1349 NM_002711 NP_002702 Q16821 PPR3A_HUMAN p.D440N(1) 34TTAGCATTATCATCCAGGACT0.418 rs145814266

+ 9 1536FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_Missense_Mutation_p.V413M|FOXP2_uc003vha.2_Missense_Mutation_p.V296M|FOXP2_uc011kmu.1_Missense_Mutation_p.V405M|FOXP2_uc011kmv.1_Missense_Mutation_p.V387M|FOXP2_uc010ljz.1_Missense_Mutation_p.V296M|FOXP2_uc003vhd.2_Missense_Mutation_p.V388M|FOXP2_uc003vhc.2_Missense_Mutation_p.V413MNM_014491 NP_055306 O15409 FOXP2_HUMANLeucine-zipper. 8AATGCAGGTGGTGCAACAGTT0.408



+ 14 2219CFTR_uc011knq.1_Missense_Mutation_p.K102INM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5TTTGGGGAAAAAAGGAAGAAT0.378

- 13 1461SLC13A1_uc010lks.2_Missense_Mutation_p.L355WNM_022444 NP_071889 Q9BZW2 S13A1_HUMANHelical; (Potential). 2TGTCACCATCAAAGAAGATAT0.363

- 5 1827ZNF800_uc003vlw.1_Missense_Mutation_p.P425S|ZNF800_uc003vly.1_Missense_Mutation_p.P522S|ZNF800_uc010lla.2_Missense_Mutation_p.P522SNM_176814 NP_789784 Q2TB10 ZN800_HUMAN C2H2-type 6. 1GTGCAAAGAGGACACTTGTAG0.358

+ 6 705TSPAN33_uc003voq.1_5'UTRNM_178562 NP_848657 Q86UF1 TSN33_HUMANExtracellular (Potential). 1TGCTGTGGAGGGATTTCCTAC0.512

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 14 1711_1712 NM_000420 NP_000411 P23276 KELL_HUMANExtracellular (Potential). 4GAAGCTCGATCCAAGCTGTATC0.545

+ 1 757 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMANHelical; Name=6; (Potential). 2CCTGATCATTGATGCCGCAAA0.498

+ 1 1267 NM_001008747 NP_001008747 A4D2H0 A4D2H0_HUMAN 0AGAAGAGAAGCTTTCTAGAGT0.378

- 6 2513 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1AAGCGCTTGCCGCACTCGGCG0.687

+ 4 656REPIN1_uc003whd.2_Missense_Mutation_p.A45V|REPIN1_uc010lpr.1_Missense_Mutation_p.A113V|REPIN1_uc003whc.2_Missense_Mutation_p.A56V|REPIN1_uc003whe.2_Missense_Mutation_p.A56VNM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1CCAGGCAGGGCCCATCGCTGT0.701

- 36 5881MLL3_uc003wkz.2_Missense_Mutation_p.N949YNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63GGTCGTGAGTTAGAGGACCCA0.527

- 22 3673MLL3_uc003wkz.2_Missense_Mutation_p.E213KNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63AGTGAAGATTCACAGCAGTCT0.269

- 58 9334CSMD1_uc011kwj.1_Missense_Mutation_p.P2311S|CSMD1_uc010lrg.2_IntronNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 23. 25GGTGTGCCAGGGTTGCCACAG0.522

- 28 4819CSMD1_uc011kwj.1_Missense_Mutation_p.E869K|CSMD1_uc003wqe.2_Missense_Mutation_p.E633KNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 9. 25CAGTCACATTCCTTCCCAGGA0.458

+ 24 2749XPO7_uc010lti.2_Missense_Mutation_p.Y892D|XPO7_uc010ltk.2_Missense_Mutation_p.Y884DNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5CCCACAGGATTACCCCAAGCT0.458

- 1 408SFTPC_uc003xaw.3_5'Flank|LGI3_uc010ltu.2_Missense_Mutation_p.P40LNM_139278 NP_644807 Q8N145 LGI3_HUMAN LRRNT. 1GCAGCTGGGCGGGCAGGGGGG0.597

- 10 1281 NM_003844 NP_003835 O00220 TR10A_HUMANCytoplasmic (Potential).|Death. 6TACAAGGCATCCCCTGGGCCT0.537

+ 6 619ADAM7_uc003xea.1_Missense_Mutation_p.S169FNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5GCCAATTATTCCTGTACAGAG0.373

+ 3 756DDHD2_uc003xla.2_Missense_Mutation_p.P127S|DDHD2_uc003xlc.2_Missense_Mutation_p.P127S|DDHD2_uc011lbl.1_5'UTRNM_015214 NP_056029 O94830 DDHD2_HUMAN 2TAAGTATGTTCCCTACTCGGA0.398

+ 13 903POLB_uc003xpa.1_Nonsense_Mutation_p.Q235*|POLB_uc011lcs.1_Nonsense_Mutation_p.Q110*NM_002690 NP_002681 P06746 DPOLB_HUMAN 2ACCCAAAGATCAGTATTACTG0.343

- 2 461 NM_003068 NP_003059 O43623 SNAI2_HUMAN 2CTGAGCCACTGTGGTCCTTGG0.517

- 17 3318PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2TCGGAAATTTCACCTAAGGTG0.473

+ 4 1262_1263RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TTTTCCAGGAAGAACAGAAAGT0.396

+ 4 3056 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TTTTGTTATGGAAAGTAATAA0.328

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3AGGTGGATGGGAAATCCAGAC0.443

- 9 1280 CPA6_uc003xxr.3_IntronNM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2CTAAAATTGGGAATTGTTGCA0.378 rs140734555

+ 26 3317 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17CAGGAAGATTCTGGTCATGAC0.393

+ 8 1009HNF4G_uc003yar.2_Missense_Mutation_p.D284NNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1TGTATTTTTTGATCCAGGTTG0.318

+ 2 927 NM_173549 NP_775820 Q6P6B1 CH047_HUMAN Glu-rich. 0CTTCTAGAAAGAATTCCCAAA0.433

- 6 817STK3_uc003yio.2_Missense_Mutation_p.P254S|STK3_uc010mbm.1_IntronNM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4ACCCTCATTGGATGTATATCA0.348

+ 14 2460RIMS2_uc003ylp.2_Missense_Mutation_p.G962E|RIMS2_uc003ylw.2_Missense_Mutation_p.G754E|RIMS2_uc003ylq.2_Missense_Mutation_p.G754E|RIMS2_uc003ylr.2_Missense_Mutation_p.G801E|RIMS2_uc003ylt.2_Missense_Mutation_p.G347ENM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GATGTTATAGGAAGGACTAGA0.388

+ 28 4156RIMS2_uc003ylp.2_Missense_Mutation_p.M1287I|RIMS2_uc003ylq.2_Missense_Mutation_p.M1101I|RIMS2_uc003ylr.2_Missense_Mutation_p.M1126INM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15ATGGCCGCATGGATCACAAAT0.393

- 5 2822FAM83H_uc010mfk.1_RNANM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3CTCCGGCACGGGGGGCACCGG0.692

- 6 716OPLAH_uc003zat.1_5'UTRNM_017570 NP_060040 O14841 OPLA_HUMAN 0TGCGTGAAGCCCAGCTCCCGG0.682

+ 6 675GPT_uc011llj.1_Missense_Mutation_p.A173V|GPT_uc003zdh.3_Missense_Mutation_p.A173VNM_005309 NP_005300 P24298 ALAT1_HUMAN 2CTGCTGGTGGCCGGCGAGGGC0.692

- 12 835PTPRD_uc003zkp.2_Missense_Mutation_p.S42T|PTPRD_uc003zkq.2_Missense_Mutation_p.S42T|PTPRD_uc003zkr.2_Missense_Mutation_p.S42T|PTPRD_uc003zks.2_Missense_Mutation_p.S42T|PTPRD_uc003zkl.2_Missense_Mutation_p.S42T|PTPRD_uc003zkm.2_Missense_Mutation_p.S42T|PTPRD_uc003zkn.2_Missense_Mutation_p.S42T|PTPRD_uc003zko.2_Missense_Mutation_p.S42T|PTPRD_uc003zkt.1_Missense_Mutation_p.S42TNM_002839 NP_002830 P23468 PTPRD_HUMANIg-like C2-type 1.|Extracellular (Potential). 22CAGATGAAAGAGGCAACTCCG0.418

- 8 1257MPDZ_uc010mhy.2_Missense_Mutation_p.L400F|MPDZ_uc010mhz.2_Missense_Mutation_p.L400F|MPDZ_uc011lmn.1_Missense_Mutation_p.L400F|MPDZ_uc003zlb.3_Missense_Mutation_p.L400FNM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 3. 6 TAAAATTACCCAATTTTTTAT0.303

- 2 417C9orf23_uc003zuv.2_Missense_Mutation_p.R46WNM_148179 NP_680545 Q8N5L8 CI023_HUMAN 0CCCTCCAACCGACCCAGAGCC0.622

- 2 1376 NM_003028 NP_003019 Q15464 SHB_HUMANMediates interaction with LAT, FAK1, JAK1 and JAK3. 3TCATAGGGCTCCATGTAGCCA0.557

+ 1 526LOC442421_uc004aed.1_RNA 0CCTGGAGCCCAATCTGCTGGA0.607 rs141617852

- 17 2002IARS_uc004ars.1_Missense_Mutation_p.P427L|IARS_uc004aru.3_Missense_Mutation_p.P582L|IARS_uc010mqr.2_Missense_Mutation_p.P472L|IARS_uc010mqt.2_IntronNM_013417 NP_038203 P41252 SYIC_HUMAN 2CTTGAAAGGCGGTTGTCCAAA0.438 rs45474891

+ 23 5299WNK2_uc011lud.1_Missense_Mutation_p.R1730W|WNK2_uc004atj.2_Missense_Mutation_p.R1730W|WNK2_uc004atk.2_Missense_Mutation_p.R1367W|WNK2_uc004atl.1_Missense_Mutation_p.R324WNM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12GGGGTCCCCTCGGAAACGTCC0.662

- 4 679C9orf156_uc004axw.1_Missense_Mutation_p.R98Q|C9orf156_uc004axx.1_Missense_Mutation_p.R55Q|C9orf156_uc010msq.1_Missense_Mutation_p.R98QNM_016481 NP_057565 Q9BU70 NAP1_HUMAN 0TGAGAGCTGTCGCTGGTCACA0.458

+ 8 849STX17_uc010msx.2_RNA|STX17_uc011lvd.1_RNANM_017919 NP_060389 P56962 STX17_HUMANHelical; Anchor for type IV membrane protein; (Potential).1GCAGGTGCACTCATCGGGGGA0.493

- 1 779 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANExtracellular (Potential). 3AATGGAGGGAGGACACAGGTA0.527

+ 8 1166SLC2A8_uc010mxj.2_Missense_Mutation_p.A374V|SLC2A8_uc004bqv.2_Missense_Mutation_p.A46VNM_014580 NP_055395 Q9NY64 GTR8_HUMANHelical; Name=10; (Potential). 2GCCTGGCTGGCCGTGGGCAGC0.701

- 5 374C9orf78_uc004byo.2_Missense_Mutation_p.S26L|C9orf78_uc004byq.1_Missense_Mutation_p.S47LNM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0TGCAGAAAACGATGTCCCCAG0.507



- 6 1233FIBCD1_uc011mcc.1_Missense_Mutation_p.E330KNM_032843 NP_116232 Q8N539 FBCD1_HUMANFibrinogen C-terminal.|Extracellular (Potential). 0ACGTGCAGCTCGTAGGCAGCC0.627

- 5 668RAPGEF1_uc004cbb.2_Missense_Mutation_p.E198K|RAPGEF1_uc010mzn.2_Missense_Mutation_p.E185K|RAPGEF1_uc004cbd.2_Missense_Mutation_p.E185KNM_005312 NP_005303 Q13905 RPGF1_HUMAN 7TCCTTGTCTTCTGAGTTCACG0.557

+ 2 593 NM_000093 NP_000084 P20908 CO5A1_HUMANTSP N-terminal. 11TTCCAAAGGCCCGGATGTCGC0.557

- 3 2147SEC16A_uc004chv.3_Missense_Mutation_p.P240L|SEC16A_uc004chw.2_Missense_Mutation_p.P613L|SEC16A_uc010nbn.2_Missense_Mutation_p.P613L|SEC16A_uc010nbo.1_Missense_Mutation_p.P613LNM_014866 NP_055681 O15027 SC16A_HUMAN 0AGATTTTACCGGTTCGAAAGA0.522

+ 1 1328PHPT1_uc004cjp.2_5'FlankNM_001080482 NP_001073951 C9J069 CI172_HUMAN 0ACCGACAGCCGCCACTACTCG0.741

- 6 983FBXW5_uc010nbx.2_RNA|FBXW5_uc004cjy.2_Missense_Mutation_p.R26C|FBXW5_uc004cjz.2_Missense_Mutation_p.R26C|C8G_uc004cka.2_5'FlankNM_018998 NP_061871 Q969U6 FBXW5_HUMAN 0TCAAAGATGCGGCAGGGGGAC0.697

- 2 1609TPRN_uc004clu.2_Missense_Mutation_p.E537KNM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 tcctcctgctcTAGGGAGCTC0.348

+ 4 1016_1017TUBB2C_uc004cmg.1_Missense_Mutation_p.P159LNM_006088 NP_006079 P68371 TBB2C_HUMAN 1GCCTGCGACCCCCGCCATGGCC0.604

- 6 2812NLGN4X_uc004crp.2_Missense_Mutation_p.I791F|NLGN4X_uc004crq.2_Missense_Mutation_p.I771F|NLGN4X_uc010ndi.2_Missense_Mutation_p.I808F|NLGN4X_uc004crr.2_Missense_Mutation_p.I771F|NLGN4X_uc010ndj.2_Missense_Mutation_p.I771FNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANCytoplasmic (Potential). 4ATAAGTGGGATGTCATCTGGC0.557

- 6 934 NM_000216 NP_000207 P23352 KALM_HUMANFibronectin type-III 1. 4GCAGCCACTCGAAACTGGTAC0.512 rs137852516

+ 3 317 NM_016562 NP_057646 Q9NYK1 TLR7_HUMANExtracellular (Potential).|LRR 1. 5GACAGAAATTCCTGGAGGTAT0.493

+ 2 769TCEANC_uc010nee.1_Missense_Mutation_p.L180P|TCEANC_uc010nef.1_Missense_Mutation_p.L180P|TCEANC_uc010neg.1_Missense_Mutation_p.L210P|TCEANC_uc004cvl.2_RNANM_152634 NP_689847 Q8N8B7 TEANC_HUMANTFIIS central. 1TGCATAGAGCTTCTTTACGCA0.428

- 3 569 NM_030624 NP_085127 Q96M94 KLH15_HUMAN 2GCAGCCTGAAGAATCTCATGA0.388

+ 1 1487 NM_001136533 NP_001130005 2AAGGGACACAGAAATAATACC0.448

+ 4 1179MAGEB1_uc004dcd.2_Missense_Mutation_p.E287K|MAGEB1_uc004dce.2_Missense_Mutation_p.E287KNM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0GAAAGTCCTCGAGTTTTTGGC0.512

- 40 5918DMD_uc004dcw.2_Missense_Mutation_p.C548S|DMD_uc004dcx.2_Missense_Mutation_p.C551S|DMD_uc004dcz.2_Missense_Mutation_p.C1769S|DMD_uc004dcy.1_Missense_Mutation_p.C1888S|DMD_uc004ddb.1_Missense_Mutation_p.C1884S|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMANSpectrin 13.|Interaction with SYNM (By similarity). 6TCATCCAAGCATTTCAGGAGA0.383

+ 8 1437CXorf22_uc010ngv.2_RNANM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3AATTGATCCTGAAAAGGGCAA0.373

+ 1 687 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3TCTCCGCCCACAGCCTCCCAA0.647

+ 1 281 NM_000531 NP_000522 P00480 OTC_HUMAN 2CTTCATGGTTCGAAATTTTCG0.378 rs72552300

- 27 4003MED14_uc004dey.1_Missense_Mutation_p.R190KNM_004229 NP_004220 O60244 MED14_HUMAN 4AACACATACTCTTGTTTCAAA0.343

+ 22 2876RBM10_uc004dhg.2_Missense_Mutation_p.P755A|RBM10_uc004dhh.2_Missense_Mutation_p.P832A|RBM10_uc010nhq.2_Missense_Mutation_p.P756A|RBM10_uc004dhi.2_Missense_Mutation_p.P898ANM_005676 NP_005667 P98175 RBM10_HUMAN 5GCCGCCAGAGCCCAAGAGGAG0.612

- 33 4204HUWE1_uc004dsn.2_Nonsense_Mutation_p.R93*NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17TCAGCCATTCGTCCACCATAT0.458

- 2 164 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VIT. 6AGACACCACCGTGGAGCGCAT0.493

+ 3 582TRO_uc011moj.1_Missense_Mutation_p.H102Y|TRO_uc004dts.2_Missense_Mutation_p.H159Y|TRO_uc004dtr.2_Missense_Mutation_p.H159Y|TRO_uc004dtt.2_RNA|TRO_uc004dtu.2_Intron|TRO_uc004dtv.2_Intron|TRO_uc011mok.1_Intron|TRO_uc004dtw.2_Intron|TRO_uc004dtx.2_5'FlankNM_001039705 NP_001034794 Q12816 TROP_HUMAN 1CCCAACTGGCCATGAGGGTGG0.507

- 1 999 NM_001012968 NP_001012986 Q56A73 SPIN4_HUMAN 2ATAGAGAACAGGATCTTTCTC0.448

- 2 1620PJA1_uc011mpi.1_Missense_Mutation_p.R163Q|PJA1_uc004dxg.2_Missense_Mutation_p.R257Q|PJA1_uc004dxi.2_Missense_Mutation_p.R390QNM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0AGATGGTTCTCGAACTTCTTC0.572

+ 2 1512FOXO4_uc010nkz.2_Intron|FOXO4_uc004dyt.1_Missense_Mutation_p.D332HNM_005938 NP_005929 P98177 FOXO4_HUMAN 3GACCCAGGTAGATCCCATTCT0.632

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

+ 8 1324BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

+ 8 1334_1335BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3CCCGACGACAGCAGTGATGATT0.55

- 16 2144ABCB7_uc004ebz.2_Missense_Mutation_p.T708A|ABCB7_uc011mqn.1_Missense_Mutation_p.T681A|ABCB7_uc010nls.2_Missense_Mutation_p.T668A|ABCB7_uc010nlt.2_Missense_Mutation_p.T667ANM_004299 NP_004290 O75027 ABCB7_HUMAN 1CTGCTCTGTGTATGCCACATT0.408

+ 1 712 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN Pro-rich. 6GCCCACCCCTGGTGAGGGAAC0.687

- 15 4565ATRX_uc004ecq.3_Missense_Mutation_p.E1407K|ATRX_uc004eco.3_Missense_Mutation_p.E1230KNM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. 30 tcctcctcttcttcctcAGAA 0.199

+ 1 392DACH2_uc004eex.2_Missense_Mutation_p.H74Q|DACH2_uc010nmq.2_5'UTRNM_053281 NP_444511 Q96NX9 DACH2_HUMANDACHbox-N. 5TCGACATGCACGGGATGAAGG0.547

- 3 1172 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0CCTTCCTTAAGAAATTTTGCA0.483

+ 13 1481NRK_uc010npc.1_Missense_Mutation_p.R61KNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14TCTCAGCCAAGGTGGCTACCT0.557

+ 32 2967COL4A5_uc011mso.1_Missense_Mutation_p.K922I|COL4A5_uc004eob.1_Missense_Mutation_p.K530INM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4CCTGGTCTTAAAGGTAATAAT0.408

+ 13 1753 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 CAATTTCATAGACCTAATTAT0.358

- 11 1931 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5ACTAACCATGGAATTGTCCAT0.458

- 10 1456 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5AGCTTCTTTTCGTTGATTTCT0.433

- 16 1707THOC2_uc011muh.1_Missense_Mutation_p.E480KNM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3TTCACATTTTCCTTGGTTAGG0.388

- 31 8096ODZ1_uc011muj.1_Missense_Mutation_p.E2684K|ODZ1_uc010nqy.2_Missense_Mutation_p.E2685KNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23TTTTCCCCTTCTGTCCATGCC0.517

- 6 2931USP26_uc011mvf.1_Missense_Mutation_p.D821YNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8TAGGTATGATCTCCCTTATCA0.383

- 6 2929USP26_uc011mvf.1_Missense_Mutation_p.G820VNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8GGTATGATCTCCCTTATCATC0.383

+ 6 5036GPR112_uc010nsb.1_Missense_Mutation_p.S1377F|GPR112_uc010nsc.1_Missense_Mutation_p.S1349FNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12TCTGACACTTCCACAAGAGTT0.428

- 14 1540ATP11C_uc004fay.2_RNA|ATP11C_uc004fba.2_Missense_Mutation_p.D481NNM_173694 NP_775965 Q8NB49 AT11C_HUMANCytoplasmic (Potential). 8TCAACAGCATCGTTTGTTTTG0.353

- 2 1145 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1GATCCTTCAGATGAGTCCAGG0.527



- 2 1106 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1GATCCTTCAGATGAGTCCAGG0.522

+ 2 124 NM_001009614 NP_001009614 Q5VSR9 SPXN1_HUMAN 0GAGTTTGAAAAAGATGAAAAC0.408

- 3 913MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.D187N|CSAG1_uc004fge.2_5'Flank|CSAG1_uc004fgf.2_5'Flank|CSAG1_uc004fgd.2_5'FlankNM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1AGCAGGCCATCGTAGGAGAGG0.582

- 9 998MPP1_uc010nvg.1_Missense_Mutation_p.R275C|MPP1_uc011mzv.1_Missense_Mutation_p.R265C|MPP1_uc004fmq.1_Missense_Mutation_p.R249C|MPP1_uc011mzw.1_Missense_Mutation_p.R278CNM_002436 NP_002427 Q00013 EM55_HUMANGuanylate kinase-like.|Interaction with MPP5. 3ATGTGGCTGCGACCCACCCCA0.527

- 2 680 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0CTCGTGGCGAGTCACTTGCCT0.498

+ 11 1728ARHGEF16_uc001aki.2_Missense_Mutation_p.P206A|ARHGEF16_uc001akj.2_Missense_Mutation_p.P206A|ARHGEF16_uc010nzh.1_Missense_Mutation_p.P198ANM_014448 NP_055263 Q5VV41 ARHGG_HUMAN 1CCAGTCCCTCCCACTGATCTC0.627

+ 8 937 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9GGAACAGCTGGTGCAGCAGAT0.662

- 4 1279ERRFI1_uc001apa.1_Missense_Mutation_p.G269RNM_018948 NP_061821 Q9UJM3 ERRFI_HUMANInteraction with EGFR and ERBB2 and regulation of EGFR activation.1GGCATGACCCCATTGAGGTAA0.537

- 1 138PEX14_uc001arm.1_5'Flank|PEX14_uc009vmu.1_5'Flank|PEX14_uc001arn.2_5'Flank|PEX14_uc009vmv.2_5'Flank|PEX14_uc010oam.1_5'Flank|PEX14_uc010oan.1_5'Flank|DFFA_uc001ark.2_Missense_Mutation_p.E14K|PEX14_uc001arl.2_5'FlankNM_004401 NP_004392 O00273 DFFA_HUMAN 0GTCCGGATCTCGCCAGATTCT0.667

+ 4 253 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0GACGAGGCGGGAACTAGAGCC0.587

+ 1 131CATSPER4_uc010oey.1_5'UTR|CATSPER4_uc009vsf.2_RNANM_198137 NP_937770 Q7RTX7 CTSR4_HUMANCytoplasmic (Potential). 1CGCCCCTCTCCCCTGCAGAGT0.617

- 6 3478AHDC1_uc009vsz.1_Missense_Mutation_p.T837PNM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1AAGTAGCCGGTGAAGAGGTTT0.632

- 7 1372PHC2_uc001bxh.1_Missense_Mutation_p.V411M|PHC2_uc009vuh.1_Missense_Mutation_p.V440MNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1GTGTGGGGCACGCCCTCGGGA0.602 rs146737581

- 2 1646COL8A2_uc001bzw.1_Missense_Mutation_p.P482SNM_005202 NP_005193 P25067 CO8A2_HUMANNonhelical region (NC1). 1CCGCCGTTGGGCAGGTGCAAG0.716

- 1 1058 NM_002699 NP_002690 Q03052 PO3F1_HUMAN Homeobox. 0ACGTGCGCTTCTTGCGCTTGC0.652

+ 47 15372MACF1_uc010ois.1_Nonsense_Mutation_p.Q4579*NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16GAAGGTTGTCCAGCGATCTAT0.443

+ 6 867TIE1_uc010okd.1_Missense_Mutation_p.R263H|TIE1_uc010oke.1_Missense_Mutation_p.R218H|TIE1_uc009vwq.2_Missense_Mutation_p.R219H|TIE1_uc010okf.1_5'UTR|TIE1_uc010okg.1_5'UTR|TIE1_uc010okc.1_Missense_Mutation_p.R263HNM_005424 NP_005415 P35590 TIE1_HUMANExtracellular (Potential).|EGF-like 2. 7AGAGAGGGCCGTTTTGGGCAG0.642

- 3 556 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1ATGTTGGGTGCTGGAAAACAG0.353

+ 3 401IL23R_uc009waz.2_5'UTR|IL23R_uc001ddp.2_RNA|IL23R_uc010opi.1_RNA|IL23R_uc010opj.1_5'UTR|IL23R_uc010opk.1_Missense_Mutation_p.P63S|IL23R_uc010opl.1_5'UTR|IL23R_uc010opm.1_RNA|IL23R_uc001ddq.2_5'UTR|IL23R_uc010opn.1_5'UTR|IL23R_uc001ddr.2_RNANM_144701 NP_653302 Q5VWK5 IL23R_HUMANExtracellular (Potential). 0TGCTGAATGTCCCAAACATTT0.358

- 6 1066LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 ACAGGATAATATATATTCTGT0.169

+ 10 1685LHX8_uc001dgq.2_Nonsense_Mutation_p.Q280*NM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3TCTTGGACTCCAGCCCTTGTT0.328

+ 16 2229 NM_002440 NP_002431 O15457 MSH4_HUMAN 5TGATGATATCGAAACAAATTC0.289

+ 6 716LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.R179C|LPHN2_uc001div.2_Missense_Mutation_p.R179C|LPHN2_uc009wcd.2_Missense_Mutation_p.R179CNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9GACTCCCTATCGTACCGATAC0.398

+ 7 776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANHelical; Name=7; (Potential). 0TCCTACCTACCGGAGGCAGGC0.383

- 8 1480COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.E400K|COL11A1_uc001dun.2_Missense_Mutation_p.E349K|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12TCTTCATATTCTTTATATTCA0.363

+ 3 216GSTM5_uc010ovu.1_5'UTRNM_000851 NP_000842 P46439 GSTM5_HUMANGlutathione binding (By similarity).|GST N-terminal. 6GTGGCTGAATGAAAAATTCAA0.572

- 4 430AMPD1_uc001eff.1_Nonsense_Mutation_p.Q112*NM_000036 NP_000027 P23109 AMPD1_HUMAN 4TGCACTCTCTGAAAATCAGGC0.463

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607TACTCTTCTTGTCCAGCTGTA0.458 rs121913254

+ 4 488HAO2_uc001ehr.1_Missense_Mutation_p.R46CNM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMANFMN hydroxy acid dehydrogenase. 4GCACAGAATTCGCCTCCGTCC0.552

+ 19 2193NBPF9_uc010oxn.1_Missense_Mutation_p.E601G|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.E518G|NBPF9_uc001ekg.1_Missense_Mutation_p.E30G|NBPF9_uc001ekk.1_Missense_Mutation_p.E274G|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.E30G|uc010oxz.1_Missense_Mutation_p.E518GNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GATGAGAAAGAGCCTGAAGTC0.483

+ 4 2006NBPF10_uc001emp.3_IntronNM_001039888 NP_001034977 Q69YU3 AN34A_HUMAN Pro-rich. 0CCACGCCATCCCCCAAAACCA0.612

+ 12 1506NBPF16_uc009wkt.1_Missense_Mutation_p.S219PNM_001102663 NP_001096133 0CTTGCAGGACTCACTGGATAG0.468

+ 12 1525NBPF16_uc009wkt.1_Missense_Mutation_p.S225LNM_001102663 NP_001096133 0AGATGTTATTCGACTCCTTCA0.478

- 2 991TCHH_uc009wne.1_Missense_Mutation_p.Q331ENM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-2; approximate.5 ctctcctcctgctgctcgcgc 0

- 3 1734 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3GGAAGACTGCCTGGAACCAGA0.592

- 3 2699 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16ACTTCTGGATCCTGACTGCCC0.562

- 2 65 NM_002964 NP_002955 P05109 S10A8_HUMAN 0TTCTCCAGCTCGGTCAACATG0.512

- 3 317S100A16_uc001fcd.1_Missense_Mutation_p.L62FNM_080388 NP_525127 Q96FQ6 S10AG_HUMAN EF-hand 2. 0TTCTGGATGAGCTTATCCGCA0.587

+ 7 1821NPR1_uc010pdz.1_Splice_Site_p.D213_splice|NPR1_uc010pea.1_5'FlankNM_000906 NP_000897 P16066 ANPRA_HUMAN 7 ctctcctGCAGATCACCTTTC0.348

- 13 4253 NM_000130 NP_000121 P12259 FA5_HUMAN2-21.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6GTCTGGCTGAGGTCTAGAGAA0.517

- 13 4214 NM_000130 NP_000121 P12259 FA5_HUMAN2-20.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6TCTGGAGAAAGGGGCATCTGA0.517

+ 1 97PRRX1_uc001ghe.2_Missense_Mutation_p.G17DNM_022716 NP_073207 P54821 PRRX1_HUMAN 1GCGCTGGGCGGCCGCTTGGAC0.657

+ 7 1183FMO3_uc001ghh.2_Missense_Mutation_p.P358S|FMO3_uc010pmb.1_Missense_Mutation_p.P338S|FMO3_uc010pmc.1_Missense_Mutation_p.P295SNM_001002294 NP_001002294 P31513 FMO3_HUMAN 1AGGAGTATTTCCTCCTCTACT0.453

- 4 1339_1340TNR_uc009wwu.1_Missense_Mutation_p.G420K|TNR_uc010pmz.1_3'UTRNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 2. 11AAATTGTAGCCCTTGAGGAGTG0.495

+ 8 1485 NM_014864 NP_055679 O75063 XYLK_HUMANLumenal (Potential). 3GATGGACACAGTACTGGTGGA0.498

+ 31 6580CEP350_uc009wxl.2_Missense_Mutation_p.S2065L|CEP350_uc001gnv.2_Missense_Mutation_p.S201L|CEP350_uc001gnw.1_5'FlankNM_014810 NP_055625 Q5VT06 CE350_HUMAN Potential. 4AAAAGAAAATCAGTTGTGAAC0.393

+ 12 1783QSOX1_uc001gny.2_Nonsense_Mutation_p.E570*|QSOX1_uc001goa.2_Nonsense_Mutation_p.E570*|QSOX1_uc001goc.2_Nonsense_Mutation_p.E112*|FLJ23867_uc001god.3_5'FlankNM_002826 NP_002817 O00391 QSOX1_HUMAN 2GGGAGCCCTGGAGCTGGAAAG0.622



+ 38 5392CACNA1E_uc009wxs.2_Missense_Mutation_p.E1631K|CACNA1E_uc001gox.1_Missense_Mutation_p.E969K|CACNA1E_uc009wxt.2_Missense_Mutation_p.E969KNM_000721 NP_000712 Q15878 CAC1E_HUMANEF-hand.|Cytoplasmic (Potential). 6CCACTTGGACGAGTTTGTCCG0.607

+ 6 1103CFHR1_uc001gtm.2_Missense_Mutation_p.R234KNM_002113 NP_002104 Q03591 FHR1_HUMAN 0TGTGCAAAAAGATAGAATCAA0.323

+ 5 748 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 4. 2CAAGTACGATCATGTGGTCCA0.318

+ 12 2092CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.G597S|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.G581SNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4TGATACGAAAGGTGCCTTGAG0.353

+ 20 2717PPP1R12B_uc001gxz.1_Missense_Mutation_p.A858D|PPP1R12B_uc001gyb.1_Missense_Mutation_p.A84D|PPP1R12B_uc001gyc.1_Missense_Mutation_p.A84DNM_002481 NP_002472 O60237 MYPT2_HUMAN 3TCAGCAAGAGCCCGTCGGGAG0.473

- 8 1369ADIPOR1_uc010pqd.1_Missense_Mutation_p.G292S|ADIPOR1_uc001gyr.3_Missense_Mutation_p.G167S|ADIPOR1_uc001gys.3_Missense_Mutation_p.G368SNM_015999 NP_057083 Q96A54 ADR1_HUMANExtracellular (Potential). 0TCAGTACAGCCGCCTTCTAGG0.512

- 12 3208 NM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential). 3CTTCCGGTCGGCCTTGAGGCA0.627

- 7 1162LAMB3_uc009xco.2_Missense_Mutation_p.R258C|LAMB3_uc001hhh.2_Missense_Mutation_p.R258C|LAMB3_uc010psl.1_RNA|LAMB3_uc009xcp.1_Missense_Mutation_p.R194CNM_001017402 NP_001017402 Q13751 LAMB3_HUMANLaminin EGF-like 1. 6GGTGCGCAGCGATCAGCATGG0.677 rs145575474

+ 20 2278CAPN2_uc010puy.1_Missense_Mutation_p.G607E|CAPN2_uc001hoc.2_Missense_Mutation_p.G266ENM_001748 NP_001739 P17655 CAN2_HUMANDomain IV.|EF-hand 3. 5GAGAATACTGGAACAATAGAG0.502

- 4 1014LEFTY2_uc010pvk.1_Missense_Mutation_p.G278R|LEFTY2_uc009xek.1_3'UTRNM_003240 NP_003231 O00292 LFTY2_HUMAN 0TGTCGCGGCCCCAGAAATGGC0.657

- 7 1796CDC42BPA_uc001hqs.2_Missense_Mutation_p.E285K|CDC42BPA_uc009xes.2_Missense_Mutation_p.E285K|CDC42BPA_uc010pvs.1_Missense_Mutation_p.E285KNM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11ACCAGCGATTCTGCATAAAAT0.368

+ 1 200 NM_003272 NP_003263 O60478 G137B_HUMANExtracellular (Potential). 0GACCCCGGCCGTGCCCCCCTA0.562

+ 10 1335SDCCAG8_uc010pyk.1_Missense_Mutation_p.M248I|SDCCAG8_uc010pyl.1_Missense_Mutation_p.M205I|SDCCAG8_uc001hzx.2_Missense_Mutation_p.M205INM_006642 NP_006633 Q86SQ7 SDCG8_HUMANPotential.|Sufficient for homodimerization (By similarity).0AAGACATGATGAAAAAGGAAA0.433

+ 17 2212SDCCAG8_uc010pyk.1_Nonsense_Mutation_p.Q541*|SDCCAG8_uc010pyl.1_Nonsense_Mutation_p.Q498*|SDCCAG8_uc001hzx.2_Nonsense_Mutation_p.Q419*|AKT3_uc001hzz.1_IntronNM_006642 NP_006633 Q86SQ7 SDCG8_HUMANMediates interaction with OFD1.|Gln-rich.|Potential.|Sufficient for homodimerization (By similarity).0CAAGCAGAACCAGCTTCTCCT0.617

- 8 858_859AKT3_uc001hzz.1_Missense_Mutation_p.D260NNM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4TGTAGATAGTCCAAGGCAGAGA0.416

+ 1 548 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANExtracellular (Potential). 3GACTTCCCTTCCCTACTAATC0.418

- 1 548 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANExtracellular (Potential). 2GATTAGTAGGGAAGGGAAGTC0.428

- 8 959 DIP2C_uc009xhj.1_5'UTRNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7GTTCGGATCCGGTTGTTGAAC0.512

+ 10 1321BMI1_uc009xkg.2_Nonsense_Mutation_p.R371*NM_005180 NP_005171 P35226 BMI1_HUMANInteraction with E4F1. 2ATACAGAGTTCGACCTACTTG0.373

+ 6 1742KIAA1217_uc001irs.2_Missense_Mutation_p.E367K|KIAA1217_uc001irt.3_Missense_Mutation_p.E447K|KIAA1217_uc010qcy.1_Missense_Mutation_p.E447K|KIAA1217_uc010qcz.1_Missense_Mutation_p.E447K|KIAA1217_uc001irv.1_Missense_Mutation_p.E297K|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.E165K|KIAA1217_uc001irz.2_Missense_Mutation_p.E165K|KIAA1217_uc001irx.2_Missense_Mutation_p.E165K|KIAA1217_uc001iry.2_Missense_Mutation_p.E165KNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7AATGCATATGGAACAATCACT0.512

- 7 1310EPC1_uc001iwi.3_Missense_Mutation_p.S297L|EPC1_uc009xlt.2_Missense_Mutation_p.S297L|EPC1_uc001iwh.1_Missense_Mutation_p.S347LNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4AGCGGCAGACGATGGTAAGAC0.443

+ 7 1016 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9AGGGAAATTACGAGTCCTGCA0.433

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

- 1 634 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|1. 2ACCTGGCCTCCTGTGCAGTGC0.607

- 10 1432A1CF_uc010qhn.1_Missense_Mutation_p.G415E|A1CF_uc001jji.2_Missense_Mutation_p.G407E|A1CF_uc001jjh.2_Missense_Mutation_p.G415E|A1CF_uc010qho.1_Missense_Mutation_p.G423E|A1CF_uc009xov.2_Missense_Mutation_p.G407ENM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1TCTTTTGTCTCCTTTGACCTG0.498

- 33 6235PCDH15_uc010qhq.1_Intron|PCDH15_uc010qhr.1_Intron|PCDH15_uc010qhs.1_Intron|PCDH15_uc010qht.1_Intron|PCDH15_uc010qhu.1_Intron|PCDH15_uc001jjv.1_Missense_Mutation_p.Q801P|PCDH15_uc010qhv.1_Missense_Mutation_p.Q1944P|PCDH15_uc010qhw.1_Missense_Mutation_p.Q1907P|PCDH15_uc010qhx.1_Missense_Mutation_p.Q1878P|PCDH15_uc010qhy.1_Missense_Mutation_p.Q1954P|PCDH15_uc010qhz.1_Missense_Mutation_p.Q1949P|PCDH15_uc010qia.1_Missense_Mutation_p.Q1927P|PCDH15_uc010qib.1_Missense_Mutation_p.Q1924PNM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13ACTGTGAGATTGTTTTTCAGT0.353

- 37 6532ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN 19TGAGAAAAGTCATCAGGAGAC0.433

- 4 311SFTPA2_uc001kan.3_Missense_Mutation_p.N72HNM_006926 NP_008857 Q8IWL1 SFPA2_HUMANCollagen-like. 0AGCCCATTATTCCCAGGAGGA0.622

+ 3 582OPN4_uc001kdp.2_Missense_Mutation_p.M130V|OPN4_uc010qmk.1_Missense_Mutation_p.M130V|OPN4_uc009xsx.1_5'FlankNM_033282 NP_150598 Q9UHM6 OPN4_HUMANHelical; Name=2; (Potential). 1CGACTTCCTCATGTCCTTCAC0.567

+ 29 4997KIF20B_uc001kgr.1_Missense_Mutation_p.C1602Y|KIF20B_uc001kgt.1_Missense_Mutation_p.C853Y|KIF20B_uc009xtw.1_RNANM_016195 NP_057279 Q96Q89 KI20B_HUMANInteraction with PIN1. 3CACCCTGGTTGTACCACACCA0.383

- 13 1324MYOF_uc001kio.2_Missense_Mutation_p.V401I|MYOF_uc001kip.3_Missense_Mutation_p.V401I|MYOF_uc009xuf.2_Missense_Mutation_p.V383INM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential).|C2 3. 4GCAAAGGAAACTTCTACAAAA0.373

+ 4 562CYP2C19_uc009xus.1_Missense_Mutation_p.D53N|CYP2C19_uc010qny.1_Missense_Mutation_p.D166NNM_000769 NP_000760 P33261 CP2CJ_HUMAN 6GAAACGTTTCGATTATAAAGA0.403

- 10 1501HPSE2_uc009xwc.1_Missense_Mutation_p.Y471H|HPSE2_uc001kpo.1_Missense_Mutation_p.Y413H|HPSE2_uc009xwd.1_Missense_Mutation_p.Y359HNM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1CAGTGAGCATAAATCCTTAGT0.572

- 2 835CALHM2_uc001kxa.2_Nonsense_Mutation_p.S150*|CALHM2_uc001kxc.2_Nonsense_Mutation_p.S150*|CALHM2_uc001kxb.2_Nonsense_Mutation_p.S150*|CALHM2_uc001kxd.1_Nonsense_Mutation_p.S150*NM_015916 NP_057000 Q9HA72 CAHM2_HUMAN 1GGCGTGGGCTGATGGGAAGTG0.592

+ 12 1186ACSL5_uc001kzt.2_Missense_Mutation_p.P349S|ACSL5_uc001kzu.2_Missense_Mutation_p.P405S|ACSL5_uc009xxz.2_Missense_Mutation_p.P349S|ACSL5_uc010qrj.1_Missense_Mutation_p.P131SNM_203379 NP_976313 Q9ULC5 ACSL5_HUMANCytoplasmic (Potential). 3CACATTGTTTCCCGCGGTGCC0.507

+ 16 2264WDR11_uc010qte.1_Missense_Mutation_p.R278W|WDR11_uc001lfd.1_Missense_Mutation_p.R194W|WDR11_uc009xzn.2_5'UTRNM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0CATCTCTGCCCGGGAACATTT0.408

- 17 2730FGFR2_uc010qtg.1_Missense_Mutation_p.E583K|FGFR2_uc010qth.1_Missense_Mutation_p.E580K|FGFR2_uc010qti.1_Missense_Mutation_p.E606K|FGFR2_uc010qtj.1_Missense_Mutation_p.E696K|FGFR2_uc010qtl.1_Missense_Mutation_p.E579K|FGFR2_uc010qtm.1_Missense_Mutation_p.E578K|FGFR2_uc001lfl.3_Missense_Mutation_p.E696K|FGFR2_uc001lfm.2_Missense_Mutation_p.E607K|FGFR2_uc001lfg.3_Missense_Mutation_p.E303K|FGFR2_uc001lfk.1_5'FlankNM_000141 NP_000132 P21802 FGFR2_HUMANCytoplasmic (Potential).|Protein kinase. 96GTGAAGATCTCCCACATTAAC0.517

+ 49 6119DMBT1_uc001lgl.1_Missense_Mutation_p.D1995N|DMBT1_uc001lgm.1_Missense_Mutation_p.D1377N|DMBT1_uc009xzz.1_Splice_Site_p.N2004_splice|DMBT1_uc010qtx.1_Missense_Mutation_p.D725N|DMBT1_uc009yab.1_Missense_Mutation_p.D708N|DMBT1_uc009yac.1_Missense_Mutation_p.D299NNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7CCTGACAGCAGATTATTCCTG0.448

+ 35 3521DOCK1_uc010qun.1_Missense_Mutation_p.L1174F|DOCK1_uc009yaq.2_Missense_Mutation_p.L148FNM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9ATTTTTCAGCCTTCTGGAACA0.343

+ 11 1799KNDC1_uc001lma.1_Missense_Mutation_p.A535T|KNDC1_uc001lmb.1_Missense_Mutation_p.A12TNM_152643 NP_689856 Q76NI1 VKIND_HUMAN KIND 2. 2CCACCTCAGAGCTTCCATCTG0.662

+ 8 1288CYP2E1_uc001lnk.1_Missense_Mutation_p.G282R|CYP2E1_uc009ybl.1_Missense_Mutation_p.G220R|CYP2E1_uc009ybm.1_Missense_Mutation_p.G73R|CYP2E1_uc001lnl.1_Missense_Mutation_p.G220RNM_000773 NP_000764 P05181 CP2E1_HUMAN 3GAATGAAAATGGAAAGTTTAA0.448

- 13 1831IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P410A|CDHR5_uc009ycd.2_Missense_Mutation_p.P570A|CDHR5_uc001lql.2_Missense_Mutation_p.P576ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GAGGTTCCTGGCTCTGGGGTC0.667 rs139058512

+ 35 13223 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2CCATCGTCCACGCCCTCCAAG0.647

- 1 505 NM_001005237 NP_001005237 Q8NGK1 O51G1_HUMANExtracellular (Potential). 2TGGCAGTATTGGAAGCGCTTC0.512

- 1 482 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMANHelical; Name=4; (Potential). 4GAGCCCTAAGGAAGGTATTAT0.458

- 1 641HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033179 NP_149419 Q9Y5P0 O51B4_HUMANHelical; Name=5; (Potential). 2TAGTATATAAGAAAAGATGAT0.378

- 1 78HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033180 NP_149420 Q9Y5P1 O51B2_HUMANExtracellular (Potential). 3CAAAAAAGGGGCTGCAGTAAT0.488



+ 1 418TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_Intron|OR56B1_uc001mbs.1_Missense_Mutation_p.R140C|OR56B1_uc009yev.1_Missense_Mutation_p.R140CNM_001005180 NP_001005180 Q8NGI3 O56B1_HUMANCytoplasmic (Potential). 2TCACCCTCTTCGCTATCCATC0.443 rs150132590

+ 1 842TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001005180 NP_001005180 Q8NGI3 O56B1_HUMANExtracellular (Potential). 2ACTTTGATTCCAGTTCTACTT0.428

+ 5 750SWAP70_uc001mhv.2_Missense_Mutation_p.M217I|SWAP70_uc001mhx.2_Missense_Mutation_p.M159INM_015055 NP_055870 Q9UH65 SWP70_HUMAN PH. 3AGGGTTACATGATGAAAAAGG0.343

- 11 1461_1462PLEKHA7_uc010rcu.1_Missense_Mutation_p.G483S|PLEKHA7_uc010rcv.1_Missense_Mutation_p.G57S|PLEKHA7_uc001mmn.2_Missense_Mutation_p.G191SNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3GGCGAGGAGCCCCCCGAGGGGT0.629

- 30 3781 NM_000352 NP_000343 Q09428 ABCC8_HUMANABC transmembrane type-1 2.|Cytoplasmic (By similarity).1AACCGGGCCTCATACCTGGAG0.567

- 2 816 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANHelical; Name=6; (Potential). 1TATTAGGAACCACTGAATGCC0.507

+ 5 1074RCN1_uc010rea.1_Missense_Mutation_p.R219C|RCN1_uc001mtk.2_Missense_Mutation_p.R104CNM_002901 NP_002892 Q15293 RCN1_HUMAN EF-hand 5. 1AGATGAGATTCGCCACTGGAT0.473

+ 3 486PTPRJ_uc001ngo.3_Missense_Mutation_p.P44LNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8AGTCCAATTCCTGACCCTTCA0.418

- 1 782 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANExtracellular (Potential). 1GGGGAAAGTGGTCGGGGGGCG0.433

+ 3 712_713OR4C6_uc010rik.1_Missense_Mutation_p.G150RNM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANHelical; Name=4; (Potential). 2CTTGGGTGGGGGGATTTATGCA0.465

+ 1 449 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANHelical; Name=4; (Potential). 3GTGGCTGGGTCCTATACATGG0.418

- 1 865 NM_006637 NP_006628 Q13606 OR5I1_HUMANHelical; Name=7; (Potential). 1TAAATCAACGGATTCAGCACT0.368

- 1 241 NM_001004742 NP_001004742 Q8NGP4 OR5M3_HUMANExtracellular (Potential). 2AACAGGTTTTCCAACATTTTA0.368

+ 4 1670FAM111B_uc001nnm.2_Missense_Mutation_p.T446I|FAM111B_uc010rko.1_Missense_Mutation_p.T446INM_198947 NP_945185 Q6SJ93 F111B_HUMAN 2GGTAATGCTACTTGCTTTGTC0.388

- 2 620 NM_004778 NP_004769 Q9Y5Y4 GPR44_HUMANExtracellular (Potential). 1ATGGTGTCCCGGAACACGAAA0.642

+ 3 982RTN3_uc001nxo.2_Intron|RTN3_uc001nxm.2_Intron|RTN3_uc001nxn.2_Nonsense_Mutation_p.Y246*|RTN3_uc001nxp.2_Intron|RTN3_uc009yov.2_Nonsense_Mutation_p.Y153*|RTN3_uc010rmt.1_Intron|RTN3_uc010rmu.1_IntronNM_201428 NP_958831 O95197 RTN3_HUMAN 1AAGACTCATATAAGGAGAGCA0.363

+ 3 406KCNK4_uc001nzm.3_RNA|ESRRA_uc001nzq.1_5'Flank|ESRRA_uc001nzr.1_5'Flank|ESRRA_uc001nzs.1_5'FlankNM_001039496 NP_001034585 Q9NTU4 CK020_HUMAN 0CTCAATATTGCGAAGCACATG0.552

+ 18 3039CCDC88B_uc009ypo.1_Missense_Mutation_p.G996R|CCDC88B_uc001oaa.2_Missense_Mutation_p.G151R|CCDC88B_uc001oab.1_5'Flank|CCDC88B_uc001oac.2_5'FlankNM_032251 NP_115627 A6NC98 CC88B_HUMAN Potential. 4AGCTTTGCAGGGGCAGCTGCA0.682

- 16 1921 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN Potential. 4CTCCGGTTTTCCTCCTGCAGC0.667

+ 8 1711LRP5_uc009ysg.2_5'UTRNM_002335 NP_002326 O75197 LRP5_HUMANLDL-receptor class B 9.|Beta-propeller 2.|Extracellular (Potential).7GGACAAGCTCCCGCACATTTT0.602

+ 10 2873USP35_uc001oze.2_Missense_Mutation_p.A632V|USP35_uc001ozc.2_Missense_Mutation_p.A444V|USP35_uc010rsp.1_Missense_Mutation_p.A308V|USP35_uc001ozd.2_Missense_Mutation_p.A487V|USP35_uc001ozf.2_Missense_Mutation_p.A607VNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3CGCCCTGCCGCTTCTCTGGGA0.587

+ 5 1393PCF11_uc010rsu.1_Missense_Mutation_p.E350KNM_015885 NP_056969 O94913 PCF11_HUMAN Lys-rich. 1TAAATCAGGTGAAAAAATAAC0.303

+ 2 986 NM_000372 NP_000363 P14679 TYRO_HUMANLumenal, melanosome (Potential). 3GCGTAATCCTGGAAACCATGA0.473

- 4 959GUCY1A2_uc010rvo.1_Missense_Mutation_p.R190Q|GUCY1A2_uc009yxn.1_Missense_Mutation_p.R190QNM_000855 NP_000846 P33402 GCYA2_HUMAN 8ACCTACAGCTCGAAGGACTCT0.398

- 2 2609C11orf92_uc001ple.2_RNA|C11orf93_uc010rwf.1_5'FlankNM_207429 NP_997312 1AAAGAGATCCTTGCTGTCCTT0.547

- 7 784USP28_uc010rwy.1_Nonsense_Mutation_p.E126*|USP28_uc001poi.2_5'UTR|USP28_uc001poj.3_Nonsense_Mutation_p.E251*|USP28_uc010rwz.1_Nonsense_Mutation_p.E251*NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7ACCTGCTGTTCCTCAGATGAT0.423

+ 6 629PAFAH1B2_uc009yzk.1_Intron|PAFAH1B2_uc009yzl.1_Intron|PAFAH1B2_uc009yzm.2_Intron|PAFAH1B2_uc009yzn.2_Intron|PAFAH1B2_uc009yzj.1_RNA|uc001pqf.2_5'FlankNM_002572 NP_002563 P68402 PA1B2_HUMAN 1CTGGATACCGACGGGGGTTTT0.542

+ 6 670PAFAH1B2_uc009yzk.1_Intron|PAFAH1B2_uc009yzl.1_Intron|PAFAH1B2_uc009yzm.2_Intron|PAFAH1B2_uc009yzn.2_Intron|PAFAH1B2_uc009yzj.1_RNA|uc001pqf.2_5'FlankNM_002572 NP_002563 P68402 PA1B2_HUMAN 1CTCCTGCCACGACATGTTTGA0.537

+ 6 1123 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 1. 10AGGTTCAGCCGTCTCCTGGGT0.537

- 5 472ARHGAP32_uc009zcq.1_Missense_Mutation_p.V118MNM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN PX; atypical. 5GCAATCTGCACGAGGTAGACC0.343

- 15 2383KDM5A_uc001qie.1_Missense_Mutation_p.R674W|KDM5A_uc010sdn.1_Missense_Mutation_p.R633W|KDM5A_uc010sdo.1_Missense_Mutation_p.R293WNM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3GAACACTGCCGCTCATCATCA0.418

+ 14 1321B4GALNT3_uc001qij.1_Missense_Mutation_p.E344K|B4GALNT3_uc001qik.1_5'UTRNM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2AGTGGCAGAGGAGACCCCTGC0.517

+ 49 6572CACNA1C_uc009zdv.1_Missense_Mutation_p.G2001S|CACNA1C_uc001qkb.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkc.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qke.2_Missense_Mutation_p.G1993S|CACNA1C_uc001qkf.2_Missense_Mutation_p.G2012S|CACNA1C_uc001qjz.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkd.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qkg.2_Missense_Mutation_p.G2010S|CACNA1C_uc009zdw.1_Missense_Mutation_p.G2045S|CACNA1C_uc001qkh.2_Missense_Mutation_p.G2012S|CACNA1C_uc001qkl.2_Missense_Mutation_p.G2052S|CACNA1C_uc001qkn.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qko.2_Missense_Mutation_p.G2024S|CACNA1C_uc001qkp.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkr.2_Missense_Mutation_p.G2021S|CACNA1C_uc001qku.2_Missense_Mutation_p.G2039S|CACNA1C_uc001qkq.2_Missense_Mutation_p.G2032S|CACNA1C_uc001qks.2_Missense_Mutation_p.G2004S|CACNA1C_uc001qkt.2_Missense_Mutation_p.G2023S|CACNA1C_uc001qki.1_Missense_Mutation_p.G1811S|CACNA1C_uc001qkj.1_Missense_Mutation_p.G1775S|CACNA1C_uc001qkk.1_Missense_Mutation_p.G1740S|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANPoly-Gly.|Cytoplasmic (Potential). 11CGGTGGCGGGGGCAGCAGCGC0.701

+ 6 857CD9_uc010sev.1_Missense_Mutation_p.P138L|CD9_uc001qnq.1_Missense_Mutation_p.P138LNM_001769 NP_001760 P21926 CD9_HUMANExtracellular (Potential). 1AAGGATGAGCCCCAGCGGGAA0.542

+ 2 272_273PLEKHG6_uc001qns.2_Missense_Mutation_p.G42K|PLEKHG6_uc010sew.1_Missense_Mutation_p.G42K|PLEKHG6_uc010sex.1_5'FlankNM_018173 NP_060643 Q3KR16 PKHG6_HUMAN 2CTATCCCCGAGGATACCCTGTG0.619

- 3 792SCNN1A_uc001qnv.2_5'UTR|SCNN1A_uc001qnw.2_Missense_Mutation_p.T227I|SCNN1A_uc010sfb.1_Missense_Mutation_p.T191INM_001038 NP_001029 P37088 SCNNA_HUMANExtracellular (By similarity). 0CACGAGAGTGGTGAAGGAGCT0.662

- 2 178TAPBPL_uc001qoi.1_RNA|VAMP1_uc001qoj.2_Missense_Mutation_p.G11E|VAMP1_uc001qol.2_Missense_Mutation_p.G11ENM_014231 NP_055046 P23763 VAMP1_HUMANCytoplasmic (Potential). 0CCCTTCTGTCCCTTCAGCAGG0.502

- 3 673 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|8.|Pro-rich.1GGACTGGTTTCCTCCTTGTGG0.622

- 3 239PRB1_uc001qzu.1_Missense_Mutation_p.P68S|PRB1_uc001qzv.1_Missense_Mutation_p.P68SNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|4.0GGACCTTGAGGTTTGTTGCCT0.607

+ 6 769SLCO1C1_uc010sii.1_Nonsense_Mutation_p.Y138*|SLCO1C1_uc010sij.1_Nonsense_Mutation_p.Y138*|SLCO1C1_uc009zip.2_5'UTR|SLCO1C1_uc001rei.2_Nonsense_Mutation_p.Y138*|SLCO1C1_uc010sik.1_Nonsense_Mutation_p.Y20*NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANExtracellular (Potential). 7GGTACAAATATGAGAGATATT0.373 rs145524055

- 18 2332ABCC9_uc001rfh.2_Missense_Mutation_p.T771I|ABCC9_uc001rfj.1_Missense_Mutation_p.T735INM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential).|ABC transporter 1. 6ACTTCCAAAAGTAATATTTTC0.328

- 14 1985 NM_025003 NP_079279 P59510 ATS20_HUMAN Cys-rich. 19ATAATTGGTTCCAGCAACCTG0.348

+ 15 4175ARID2_uc001ror.2_Missense_Mutation_p.P1392L|ARID2_uc009zkg.1_Missense_Mutation_p.P848L|ARID2_uc009zkh.1_Missense_Mutation_p.P1019L|ARID2_uc001rou.1_Missense_Mutation_p.P726LNM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10GAGATATCTCCAATGGAACCA0.358

- 34 9272 NM_003482 NP_003473 O14686 MLL2_HUMAN 41CAAGGGTCCTGGCTCCACCCC0.627

+ 6 1219 NM_006262 NP_006253 P41219 PERI_HUMAN Coil 2.|Rod. 0GTACCAGGAGCTCCTCAACGT0.637

+ 15 2967KCNH3_uc010smj.1_Missense_Mutation_p.R843CNM_012284 NP_036416 Q9ULD8 KCNH3_HUMANCytoplasmic (Potential). 0GCAGTCACTTCGCCAGGCTGT0.662 rs148404630

- 7 1472 NM_005555 NP_005546 P04259 K2C6B_HUMAN 2TCAGTTACCCACCTGCACTCC0.567



- 7 1472 NM_173086 NP_775109 P48668 K2C6C_HUMAN 2TCAGTTACCTACCTGCACTCC0.567

- 9 1291ITGB7_uc001scc.2_Missense_Mutation_p.S407F|ITGB7_uc010snz.1_RNANM_000889 NP_000880 P26010 ITB7_HUMANExtracellular (Potential). 8GGATTCGTAAGAAATGTGGAC0.552

+ 1 341 NM_017409 NP_059105 Q9NYD6 HXC10_HUMAN 1CCTGGGGCGACCCCAAAGCCG0.637

- 5 709ITGA5_uc010sow.1_RNA|ITGA5_uc009znp.1_RNANM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential).|FG-GAP 3. 2TCTCACCTTGGTGAACTCGGC0.582

+ 1 460 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=4; (Potential). 4GTCCGGTGTTCCTGTGTCTAT0.488

+ 1 812 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMANHelical; Name=7; (Potential). 2ATAAATAAAGGAGTTTCAGTT0.423

- 5 743 NM_001686 NP_001677 P06576 ATPB_HUMANATP (By similarity). 1GATCAGTACAGTCTTGCCAAC0.408

+ 8 1450 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0ACTCTTCTATCGTGCTGTTCT0.284

- 1 1178_1179POC1B_uc001tba.2_Intron|POC1B_uc001tbb.2_Intron|POC1B_uc001tbc.2_Intron|POC1B_uc010sun.1_Intron|GALNT4_uc001tbe.2_Missense_Mutation_p.L321F|GALNT4_uc010suo.1_Missense_Mutation_p.L16FNM_003774 NP_003765 Q8N4A0 GALT4_HUMANCatalytic subdomain B.|Lumenal (Potential). 0TACGTTCCAAGGTACTGAAAAT0.49

+ 32 3649 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 4. 14CATCTTCCGGGGCTACATCAT0.507

+ 2 122TXNRD1_uc001tkm.1_Missense_Mutation_p.H37YNM_001093771 NP_001087240 Q16881 TRXR1_HUMAN 0AGCTAAAGATCATCACCCTGG0.428

- 4 487APPL2_uc010swt.1_Missense_Mutation_p.S47F|APPL2_uc001tlg.1_5'UTR|APPL2_uc010swu.1_Missense_Mutation_p.S90F|APPL2_uc009zuq.2_Missense_Mutation_p.S47FNM_018171 NP_060641 Q8NEU8 DP13B_HUMANRequired for RAB5A binding (By similarity). 1CACCACTTTGGAAAAATAGTG0.343

- 3 705ALKBH2_uc001tny.2_Missense_Mutation_p.K104N|ALKBH2_uc010sxj.1_Missense_Mutation_p.K104N|ALKBH2_uc009zvd.2_Intron|ALKBH2_uc010sxk.1_IntronNM_001145374 NP_001138846 Q6NS38 ALKB2_HUMANSubstrate binding. 0CACTGTGCCACTTCCCGAATA0.572

+ 10 1147RPH3A_uc001ttz.2_Missense_Mutation_p.R262Q|RPH3A_uc001tty.2_Missense_Mutation_p.R258Q|RPH3A_uc009zwe.1_Missense_Mutation_p.R258Q|RPH3A_uc010sym.1_Missense_Mutation_p.R213Q|RPH3A_uc001tua.2_Missense_Mutation_p.R22QNM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7GACTCCAGCCGGAGCCCAGCA0.532

- 15 2643 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8GGGAAACATCCTTTGCAAGTC0.403

- 7 1227 NM_173598 NP_775869 Q6VAB6 KSR2_HUMANPhorbol-ester/DAG-type. 15CTGAGACATCCAGTACTTGGT0.458

- 11 1476KDM2B_uc001uar.2_Missense_Mutation_p.G49R|KDM2B_uc001uas.2_Missense_Mutation_p.G427R|KDM2B_uc001uau.2_Missense_Mutation_p.G341R|KDM2B_uc001uav.3_Missense_Mutation_p.G368RNM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2GGCTTCTTCCCGAGGGCCTCC0.562

- 4 526RSRC2_uc001uco.2_5'UTR|RSRC2_uc001ucp.2_Missense_Mutation_p.R68K|RSRC2_uc001ucq.2_5'UTR|RSRC2_uc001ucs.2_5'UTR|RSRC2_uc001uct.2_Missense_Mutation_p.R79K|RSRC2_uc001ucu.2_Missense_Mutation_p.R127KNM_023012 NP_075388 Q7L4I2 RSRC2_HUMAN Ser-rich. 1AGACCTAGATCTTGAGTGACT0.378

+ 16 2447DNAH10_uc010tav.1_Missense_Mutation_p.P350S|DNAH10_uc010taw.1_Missense_Mutation_p.P293SNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6GGAAGAACTCCCAGGTAGATC0.299

+ 6 2218ZNF664_uc001uga.2_Missense_Mutation_p.L130I|ZNF664_uc001ugb.2_Missense_Mutation_p.L130INM_152437 NP_689650 Q8N3J9 ZN664_HUMAN C2H2-type 5. 0TAGTTCAAACCTTTGCATGCA0.468

+ 1 1954uc001uig.1_5'Flank|uc001uih.1_5'FlankNM_007197 NP_009128 Q9ULW2 FZD10_HUMANExtracellular (Potential). 5CTCCATCCCCGCCGTGGAGAT0.552

- 11 2244RIMBP2_uc001uim.2_Missense_Mutation_p.E602K|RIMBP2_uc001uin.1_Missense_Mutation_p.E353KNM_015347 NP_056162 O15034 RIMB2_HUMAN 11CTGCTTCTCTCTAGGAAGACG0.587

+ 6 720 NM_003565 NP_003556 O75385 ULK1_HUMAN Protein kinase. 4AACCCCGCCGGCCGCCGCGCC0.468

- 10 14105SACS_uc001uoo.2_Missense_Mutation_p.A4359T|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN HEPN. 12ATTTTCTGAGCAAGTGCAGTT0.388

- 13 1683FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_Missense_Mutation_p.P534LNM_004119 NP_004110 P36888 FLT3_HUMANExtracellular (Potential). 8549GAAAGGGAAGGGGCCTGCAAC0.393

+ 1 132ALOX5AP_uc010tdr.1_Missense_Mutation_p.V77MNM_001629 NP_001620 P20292 AL5AP_HUMANHelical.|Inhibitor binding. 0CCTCATCAGCGTGGTCCAGAA0.493

- 8 2140TRPC4_uc010abv.2_Nonsense_Mutation_p.W215*|TRPC4_uc001uwt.2_Nonsense_Mutation_p.W635*|TRPC4_uc010tey.1_Nonsense_Mutation_p.W635*|TRPC4_uc010abw.2_Nonsense_Mutation_p.W462*|TRPC4_uc010abx.2_Nonsense_Mutation_p.W635*|TRPC4_uc010aby.2_IntronNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6GTGCAAATTTCCATTCTATAT0.428

+ 7 6406FREM2_uc001uww.2_Missense_Mutation_p.T119ANM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|Calx-beta 3. 11GGTGTGGAGAACGGGCACTGA0.493

- 8 1597ELF1_uc010tfc.1_Missense_Mutation_p.D384E|ELF1_uc010acd.2_Missense_Mutation_p.D301ENM_172373 NP_758961 P32519 ELF1_HUMAN 1TTAATGTTTCATCCTGCATGG0.428

+ 1 1542 NR_003268 0GAAGATTATATACCATGAGAA0.383

+ 1 61OLFM4_uc001vhk.1_Missense_Mutation_p.D21NNM_006418 NP_006409 Q6UX06 OLFM4_HUMAN 1AGCTGCAGGGGATTTGGGGGA0.478

- 1 632DCT_uc010afh.2_Missense_Mutation_p.R69GNM_001922 NP_001913 P40126 TYRP2_HUMANLumenal, melanosome (Potential). 5CTCCAGGGCCTTGTGTCGGCT0.607

- 19 2858DZIP1_uc001vmi.2_5'Flank|DZIP1_uc001vmj.2_Missense_Mutation_p.P145L|DZIP1_uc001vml.2_Missense_Mutation_p.P650LNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2AGACTTTCTGGGAAAAGGATC0.279

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4AATGGAAACAGGAACAACGAG0.393

- 5 707 NM_004093 NP_004084 P52799 EFNB2_HUMANExtracellular (Potential). 1ATCCCTGCAAATAAGGCCACT0.493

+ 2 670TNFSF13B_uc010agj.2_Missense_Mutation_p.V135INM_006573 NP_006564 Q9Y275 TN13B_HUMANExtracellular (Potential). 0TAAGCGTGCCGTTCAGGGTCC0.453

+ 1 686 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANCytoplasmic (Potential). 5CCAAAAAAATCATCACATGGG0.438

- 5 1021METTL3_uc001wbb.2_Missense_Mutation_p.S155F|METTL3_uc010tlw.1_RNANM_019852 NP_062826 Q86U44 MTA70_HUMAN 2GTCACCTAAAGACTCATCAGT0.398

- 22 2813 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4GCCTCCAGCTGAATCTTGTTT0.517

- 12 1878RALGAPA1_uc001wtj.2_Missense_Mutation_p.S496F|RALGAPA1_uc010tpv.1_Missense_Mutation_p.S496F|RALGAPA1_uc010tpw.1_Missense_Mutation_p.S496F|RALGAPA1_uc001wtk.1_Missense_Mutation_p.S347FNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4TGCCCAACTGGAATTTCGAAC0.413

- 4 1179NID2_uc010tqs.1_Missense_Mutation_p.L315F|NID2_uc010tqt.1_Missense_Mutation_p.L315F|NID2_uc001wzp.2_Missense_Mutation_p.L315FNM_007361 NP_031387 Q14112 NID2_HUMAN 7CATAGTAATCCAAATTGTCCT0.498

- 1 238OTX2_uc010aou.2_Missense_Mutation_p.D23N|OTX2_uc001xcq.2_Missense_Mutation_p.D23NNM_172337 NP_758840 P32243 OTX2_HUMAN 1TGCAGCAAGTCCATACCCGAA0.587

- 1 1133GPR135_uc001xed.2_RNANM_022571 NP_072093 Q8IZ08 GP135_HUMANCytoplasmic (Potential). 0CAGCAGATGACGAAGACGATC0.697

+ 7 2579SIPA1L1_uc001xmt.2_Missense_Mutation_p.P744L|SIPA1L1_uc001xmu.2_Missense_Mutation_p.P744L|SIPA1L1_uc001xmv.2_Missense_Mutation_p.P744L|SIPA1L1_uc010ttm.1_Missense_Mutation_p.P219LNM_015556 NP_056371 O43166 SI1L1_HUMAN Rap-GAP. 4GTGCACAATCCGTGCTCTGAC0.512

+ 10 1314RBM25_uc010ttu.1_Missense_Mutation_p.R369Q|RBM25_uc001xnp.2_Missense_Mutation_p.R164QNM_021239 NP_067062 P49756 RBM25_HUMANNecessary for nuclear speckle localization.|Glu-rich.|Arg-rich.4gaTCGTGACCGGGATAGAGAA0.234

+ 2 1779 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0CTGCCGCTTCCGCCTCCGCTA0.652

+ 2 1509 NM_022054 NP_071337 Q9HB14 KCNKD_HUMANCytoplasmic (Potential). 1CTGGCAGCCAACAAGGCCTCG0.602



- 5 831RPS6KA5_uc010twi.1_Missense_Mutation_p.E127K|RPS6KA5_uc001xyt.2_Missense_Mutation_p.E206K|RPS6KA5_uc010att.1_RNANM_004755 NP_004746 O75582 KS6A5_HUMANProtein kinase 1. 1ATACTCACTTCATCAGCCACA0.343

- 15 1978_1979 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TGCCCGCTCCCCCTTCTCCTTG0.629

- 10 2698BTBD7_uc010aur.2_Missense_Mutation_p.R316H|BTBD7_uc010two.1_Missense_Mutation_p.R611H|BTBD7_uc001ybp.2_Missense_Mutation_p.R440HNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN Pro-rich. 1AGAAAATGAACGTGAAGGGTG0.552

+ 2 334PPP2R5C_uc010txr.1_Nonsense_Mutation_p.W96*|PPP2R5C_uc001ykk.2_Nonsense_Mutation_p.W120*|PPP2R5C_uc010txt.1_Nonsense_Mutation_p.W55*|PPP2R5C_uc001ykn.2_Nonsense_Mutation_p.W65*|PPP2R5C_uc001ykp.2_Nonsense_Mutation_p.W65*|PPP2R5C_uc010txs.1_Nonsense_Mutation_p.W55*NM_002719 NP_002710 Q13362 2A5G_HUMAN 2GACCTAAAGTGGAAGGAAGTA0.408

+ 1 122LOC727924_uc001yua.2_Intron|LOC727924_uc001yub.1_Intron|OR4N4_uc001yuc.1_IntronNM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANHelical; Name=1; (Potential). 1ATCCTACCAGGAAATATCCTT0.413

- 23 4569TJP1_uc010azl.2_Missense_Mutation_p.R1353K|TJP1_uc001zcq.2_Missense_Mutation_p.R1289K|TJP1_uc001zcs.2_Missense_Mutation_p.R1285KNM_003257 NP_003248 Q07157 ZO1_HUMAN 6CTCAAAACTTCTTCGGTCAAA0.428

+ 3 1328 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1ACAGACTCTACGGCCCCCTCC0.597 rs148617479

- 3 1115NDUFAF1_uc010bcf.2_RNANM_016013 NP_057097 Q9Y375 CIA30_HUMAN 1TAGGGTCCCCCGCGGGTGAAC0.383

+ 15 5207MGA_uc010ucz.1_Intron|MGA_uc010uda.1_Missense_Mutation_p.P292SNM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12AGTTGCTTTTCCTAAGTCTTT0.478

- 4 558 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2GTTACCTGCCCGTAGTTCCAG0.493

- 12 2495TP53BP1_uc010udp.1_Missense_Mutation_p.D783N|TP53BP1_uc001zrq.3_Missense_Mutation_p.D788N|TP53BP1_uc001zrr.3_Missense_Mutation_p.D788N|TP53BP1_uc010udq.1_Missense_Mutation_p.D788NNM_005657 NP_005648 Q12888 TP53B_HUMAN 7GACTGGGAATCTGAGCACTTC0.433

+ 4 243 NM_004212 NP_004203 O43868 S28A2_HUMAN 4TAGGAGGAGTCGGTGGCCTTT0.408 rs144302819

- 5 2140NEDD4_uc002adl.2_Missense_Mutation_p.P195S|NEDD4_uc002adi.2_Missense_Mutation_p.P542S|NEDD4_uc010ugj.1_Missense_Mutation_p.P598S|NEDD4_uc010bfm.2_Missense_Mutation_p.P597S|NEDD4_uc002adk.2_RNANM_198400 NP_006145 P46934 NEDD4_HUMANWW 1.|Mediates interaction with TNIK (By similarity). 4TCCCACCCTGGAGGTAGAGGA0.473

- 5 487RFX7_uc010ugk.1_5'Flank|RFX7_uc002adn.1_5'FlankNM_022841 NP_073752 Q2KHR2 RFX7_HUMANRFX-type winged-helix. 0AAACGACGTGCCTTCATGTTT0.378

- 7 780ALDH1A2_uc002aey.2_Intron|ALDH1A2_uc010ugv.1_Missense_Mutation_p.G220E|ALDH1A2_uc010ugw.1_Missense_Mutation_p.G212E|ALDH1A2_uc002aew.2_Missense_Mutation_p.G145ENM_003888 NP_003879 O94788 AL1A2_HUMAN 1TGGCCCATATCCTGGCAAAAT0.473

+ 48 6604TLN2_uc002alc.3_Missense_Mutation_p.V595MNM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11ACAGGAGGACGTGATTGCTAC0.498

+ 11 1526CCDC33_uc002axp.2_Missense_Mutation_p.A200TNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5CAACAGCAAGGCTCTTCCTAC0.398

+ 4 895IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.R173S|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.R215S|IL16_uc002bgg.2_Missense_Mutation_p.R173SNM_172217 NP_757366 Q14005 IL16_HUMAN 4GCAGTAACAGGAAGTCCCTCT0.498

+ 3 1422 NM_001080435 NP_001073904 Q8TF30 WHAMM_HUMAN 0TTTTAAGGAGACAGTAAAAGC0.308

+ 9 1047ADAMTSL3_uc010bmt.1_Nonsense_Mutation_p.Q275*|ADAMTSL3_uc010bmu.1_Nonsense_Mutation_p.Q275*NM_207517 NP_997400 P82987 ATL3_HUMAN 27AAAAACACTTCAAGGAAGCAA0.333

+ 2 202 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0GTTGGCCTAAGAGGTACTCGT0.522

+ 2 256WDR93_uc002bok.3_Missense_Mutation_p.S52F|WDR93_uc010bnr.2_Missense_Mutation_p.S52FNM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2GAGCTGGATTCCTTGCCTCAG0.502

+ 6 1220TELO2_uc010uvg.1_Missense_Mutation_p.L310HNM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0CAGTCCCGGCTCACGGTGAGG0.597

- 9 1305TXNDC11_uc002dbg.1_Missense_Mutation_p.R388CNM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0TGAAGGAGACGCTCCACCACC0.612

- 20 2752ZC3H7A_uc002dbi.2_Missense_Mutation_p.E40K|ZC3H7A_uc002dbj.2_RNA|ZC3H7A_uc002dbl.2_Missense_Mutation_p.E852K|ZC3H7A_uc002dbm.1_Missense_Mutation_p.E762KNM_014153 NP_054872 Q8IWR0 Z3H7A_HUMAN p.E852Q(1) 4ACTGTAACTTCAGCATAATCT0.328 rs150604583

- 4 1033 NM_001012991 NP_001013009 Q1ED39 CP088_HUMANInteraction with ZFP106 (By similarity). 0GACTCGCGATCGATCTCTTCT0.557

- 2 862IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0AGAGCTGGCTCCTCGATGACT0.473

+ 4 629ACSM5_uc002dhd.1_Missense_Mutation_p.S161FNM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2CTGCAGGCGTCCAGGGCCAAG0.562

- 49 7777DNAH3_uc010vbd.1_Nonsense_Mutation_p.Q28*NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 4 (By similarity). 18GGCCAGGACTGGAACCAATCA0.473

+ 2 1746 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANLumenal (Potential). 2GTGGGAACAGGAAGAGGGTGA0.463

- 2 153 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN 0AACTCCCTCCGCAGCTCCTGC0.647

+ 9 1235uc010vct.1_Intron|ATP2A1_uc002drn.1_Missense_Mutation_p.D351N|ATP2A1_uc002drp.1_Missense_Mutation_p.D226N|ATP2A1_uc010bym.1_RNANM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4CATCTGTTCCGACAAGACAGG0.582

+ 9 1480uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|MVP_uc010vdz.1_RNA|MVP_uc002duj.2_Missense_Mutation_p.A466T|MVP_uc010vea.1_Missense_Mutation_p.A60TNM_005115 NP_005106 Q14764 MVP_HUMAN MVP 9. 4GCCCCACAACGCTGCGGTGCA0.657

+ 2 1179uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|ASPHD1_uc002duu.3_RNA|ASPHD1_uc010bzi.2_RNANM_181718 NP_859069 Q5U4P2 ASPH1_HUMANLumenal (Potential). 0ACTGGTGGACGACTCTTTTCT0.512

+ 10 1021TGFB1I1_uc002ece.1_Missense_Mutation_p.P315L|TGFB1I1_uc010caq.1_Missense_Mutation_p.P171LNM_001042454 NP_001035919 O43294 TGFI1_HUMANLIM zinc-binding 2. 0GAGGGCCGCCCCTACTGCCGC0.682

+ 4 2252 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 13. 4ATCGGAGAAGACATACTGGAG0.448

- 2 3356SALL1_uc010vgr.1_Missense_Mutation_p.P1012S|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8GGCCCAGACGGGACGTGACTG0.562

+ 8 772CETP_uc002ekj.2_Missense_Mutation_p.V239INM_000078 NP_000069 P11597 CETP_HUMAN 2AGGTGATCCCGTCATCACAGC0.572

+ 6 596LRRC29_uc002ese.2_5'Flank|LRRC29_uc002esf.2_5'Flank|LRRC29_uc002esg.2_5'Flank|LRRC29_uc010vjg.1_5'Flank|TMEM208_uc002esj.2_RNANM_014187 NP_054906 Q9BTX3 TM208_HUMAN 0ACGGCAGCGCCGACAGGAGCG0.632

- 14 2228FHOD1_uc002esk.2_5'Flank|FHOD1_uc010ced.2_Missense_Mutation_p.G513SNM_013241 NP_037373 Q9Y613 FHOD1_HUMANInteraction with ROCK1.|FH2. 3GTGGTTAGGCCGATGTTGATG0.562

+ 13 2519FAM65A_uc010cei.1_Missense_Mutation_p.R630K|FAM65A_uc002eth.2_Missense_Mutation_p.R788K|FAM65A_uc010cej.2_Missense_Mutation_p.R791K|FAM65A_uc002eti.1_Missense_Mutation_p.R751K|FAM65A_uc010vjq.1_Missense_Mutation_p.R802K|FAM65A_uc002etj.1_Missense_Mutation_p.R787K|FAM65A_uc002etk.2_Missense_Mutation_p.R787KNM_024519 NP_078795 Q6ZS17 FA65A_HUMAN 3TCTGGGGACAGGAGCCTGGAG0.662

- 11 1504RANBP10_uc010ceo.2_Missense_Mutation_p.P234L|RANBP10_uc010vju.1_Missense_Mutation_p.P437L|RANBP10_uc010vjv.1_Missense_Mutation_p.P376L|RANBP10_uc010vjw.1_Missense_Mutation_p.P154LNM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1CACACCGTTGGGGTAGTGCTC0.602

+ 10 3360_3361NFATC3_uc010vkm.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkn.1_3'UTR|NFATC3_uc010vkp.1_3'UTR|NFATC3_uc010vkq.1_Nonsense_Mutation_p.Q572*|NFATC3_uc002evm.1_3'UTR|NFATC3_uc002evn.1_3'UTR|NFATC3_uc010vks.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkt.1_3'UTR|NFATC3_uc010vkv.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkw.1_3'UTR|NFATC3_uc010vky.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vkz.1_3'UTR|NFATC3_uc010vlb.1_Nonsense_Mutation_p.Q572*|NFATC3_uc010vlc.1_3'UTRNM_173165 NP_775188 Q12968 NFAC3_HUMAN 3TTTCTGTTTCCCAAGGAGCAGG0.49

- 3 2426CHST5_uc002fej.1_Missense_Mutation_p.S350LNM_024533 NP_078809 Q9GZS9 CHST5_HUMANLumenal (Potential). 0ATTCCTAGACGAAGTATGGAA0.657

+ 5 1095 NM_012213 NP_036345 O95822 DCMC_HUMAN 0TACAGATTCGGAATGTAAGGA0.522

+ 3 898KLHL36_uc010chl.2_Missense_Mutation_p.V252MNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN 2CAAGCCGGCCGTGTGCTCGCT0.677

- 15 2189TRPV3_uc002fvs.1_RNA|TRPV3_uc010vrh.1_Missense_Mutation_p.G607S|TRPV3_uc010vri.1_Missense_Mutation_p.G578S|TRPV3_uc010vrj.1_Missense_Mutation_p.G607S|TRPV3_uc010vrk.1_RNA|TRPV3_uc010vrl.1_Missense_Mutation_p.G607S|TRPV3_uc010vrm.1_RNA|TRPV3_uc002fvr.2_Missense_Mutation_p.G623S|TRPV3_uc002fvu.2_Missense_Mutation_p.G623S|TRPV3_uc010vrn.1_3'UTRNM_145068 NP_659505 Q8NET8 TRPV3_HUMAN 4CTGAAGCTGCCGTAGGAGCTG0.537



- 10 1448 NM_002558 NP_002549 P51575 P2RX1_HUMANExtracellular (Potential).|Pore-forming motif (Potential).2AATTCCAGAGCCGATGGTGGT0.587

+ 21 2702MINK1_uc010vsk.1_Missense_Mutation_p.D807N|MINK1_uc010vsm.1_Missense_Mutation_p.D816N|MINK1_uc010vsn.1_Missense_Mutation_p.D799N|MINK1_uc010vso.1_Missense_Mutation_p.D744N|MINK1_uc010vsp.1_Missense_Mutation_p.D297NNM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6CAGTGAGGACGACGAGGAGGA0.657

- 2 397 NM_001212 NP_001203 Q07021 C1QBP_HUMAN 1TCCCAACCTCCAGACATCTTA0.448

- 9 1191PITPNM3_uc010cln.2_Missense_Mutation_p.T311I|PITPNM3_uc002gdc.3_5'UTRNM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4GCAGTCATAGGTGGAGGAGTC0.582

+ 71 10969DNAH2_uc010cnm.1_Missense_Mutation_p.S590NNM_020877 NP_065928 Q9P225 DYH2_HUMAN 13AGCCACCGCAGCAATAAGCTG0.542

+ 14 2331ARHGEF15_uc002gld.2_Missense_Mutation_p.G737E|ARHGEF15_uc010vuw.1_Missense_Mutation_p.G626ENM_173728 NP_776089 O94989 ARHGF_HUMAN 3CGCTGGCTGGGAGCCTTCCCA0.582

+ 5 701MYOCD_uc002gno.2_Missense_Mutation_p.K134N|MYOCD_uc002gnp.1_Missense_Mutation_p.K38NNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5CTGCTGTGAAAGAGGCCATAA0.488

+ 3 5781RAI1_uc002grn.1_Missense_Mutation_p.T1771INM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN 2CCACTGCGCACCAGTGCCCGG0.701

+ 11 1086LGALS9_uc002gzq.2_Missense_Mutation_p.G291D|LGALS9_uc002gzr.2_Missense_Mutation_p.G234D|LGALS9_uc010waa.1_Missense_Mutation_p.V212I|LGALS9_uc002gzs.2_Missense_Mutation_p.V237INM_009587 NP_033665 O00182 LEG9_HUMAN Galectin 2. 0GCCGTGGATGGTCAGCACCTG0.552 rs145626584

+ 3 365POLDIP2_uc002haz.2_5'Flank|POLDIP2_uc010wag.1_5'Flank|TMEM199_uc002hba.2_Missense_Mutation_p.R120CNM_152464 NP_689677 Q6SZW1 SARM1_HUMAN 0ACGGATCACCCGCAACGTCAC0.468

- 5 1562SLFN11_uc010ctq.2_Missense_Mutation_p.G374R|SLFN11_uc002hjh.3_Missense_Mutation_p.G374R|SLFN11_uc002hjg.3_Missense_Mutation_p.G374R|SLFN11_uc010ctr.2_Missense_Mutation_p.G374RNM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3AGGGGAGGCCCACTAGATAGA0.383

+ 2 383 NM_033315 NP_201572 Q96S79 RSLAB_HUMANSmall GTPase-like. 4TCCACCTACCGGGTGGCCGTG0.697

- 1 403 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN CH. 2CTTGGATGCCCATCTCCTTTC0.592

- 4 1144 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANExtracellular (Potential). 3GCGGCCTCTTCCACCAGGCAC0.652

+ 5 792PPP1R1B_uc002hsa.2_Missense_Mutation_p.G120R|PPP1R1B_uc010cvx.2_Missense_Mutation_p.G76R|PPP1R1B_uc002hsb.2_Missense_Mutation_p.G73R|PPP1R1B_uc002hsc.2_Missense_Mutation_p.G73RNM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0GGATGAGCTGGGGGAGCTTCG0.418

- 14 2203 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN C2. 3GCACAGTCTGCGGGCACCCCA0.627

+ 4 1438 NM_014726 NP_055541 A7MCY6 TBKB1_HUMAN 0CACTGATTTAGACCTGCACTA0.597

+ 2 421DHX40_uc010woe.1_Intron|DHX40_uc002ixo.1_5'UTRNM_024612 NP_078888 Q8IX18 DHX40_HUMANHelicase ATP-binding. 0ATATCTATATGAAGCAGGTGA0.323

- 2 643CYB561_uc002jaq.2_Missense_Mutation_p.R127C|CYB561_uc002jar.2_Missense_Mutation_p.R81C|CYB561_uc002jas.2_Missense_Mutation_p.R81C|CYB561_uc010ddt.2_Missense_Mutation_p.R81C|CYB561_uc002jat.2_Missense_Mutation_p.R81C|CYB561_uc010wpf.1_Missense_Mutation_p.R81C|CYB561_uc010wpg.1_Missense_Mutation_p.R52CNM_001915 NP_001906 P49447 CY561_HUMANCytochrome b561. 1TTGGTGGTGCGTTTAGCTTCG0.647

- 16 2065SDK2_uc010dfn.2_Missense_Mutation_p.P368SNM_001144952 NP_001138424 Q58EX2 SDK2_HUMANExtracellular (Potential). 2GCCGTGGGGGGCTCCTCGGGG0.577

+ 9 1346LLGL2_uc002jog.1_5'Flank|LLGL2_uc010dgf.1_5'Flank|LLGL2_uc002joh.2_5'Flank|LLGL2_uc002joi.2_5'FlankNM_207346 NP_997229 Q7Z6J9 SEN54_HUMAN 1GGAGGTGCCCGGTAAGTTTCC0.537

+ 14 4319TNRC6C_uc002juf.2_Missense_Mutation_p.S1237LNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN Pro-rich. 2AGCTTCCCCTCGCACCCACAG0.647

- 3 795 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN 1TTCATGTCTTCGCCTTCTTAT0.662 rs75774881

+ 2 246_247USP14_uc002kkg.1_Nonsense_Mutation_p.10_11WG>*R|USP14_uc010wyr.1_Nonsense_Mutation_p.10_11WG>*RNM_005151 NP_005142 P54578 UBP14_HUMANUbiquitin-like. 2CTGTAAAATGGGGAAAGGAGAA0.371

- 6 392L3MBTL4_uc010dkt.2_Missense_Mutation_p.P78SNM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 1. 3TCATGCTCTGGAAAGGACTGA0.343

- 23 3438LAMA1_uc010wzj.1_Missense_Mutation_p.T591INM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 13. 21GCAGGCCCCGGTTTCCTCCAC0.572

+ 17 2503MIB1_uc002ktp.2_Missense_Mutation_p.G474RNM_020774 NP_065825 Q86YT6 MIB1_HUMAN RING-type 1. 4TGGTCCATGTGGACATATTGC0.383

+ 7 1446C18orf45_uc010xaq.1_Intron|CABLES1_uc002kub.2_Intron|CABLES1_uc002kud.2_Missense_Mutation_p.M217INM_001100619 NP_001094089 Q8TDN4 CABL1_HUMANInteracts with CDK3 (By similarity). 1CTTCCTACATGGTGAGTAGCG0.567

+ 5 589DSG4_uc002kwr.2_Missense_Mutation_p.D152NNM_177986 NP_817123 Q86SJ6 DSG4_HUMANCadherin 1.|Extracellular (Potential). 8GGACATAAATGATAACGCTCC0.408

+ 3 557C18orf26_uc002lfp.1_Missense_Mutation_p.P119SNM_173629 NP_775900 Q8N1N2 CR026_HUMAN 0TGCTTGTCCACCTACAATGAC0.468

+ 5 959CDH20_uc002lif.2_Missense_Mutation_p.G310ENM_031891 NP_114097 Q9HBT6 CAD20_HUMANExtracellular (Potential).|Cadherin 3. 5ATTGTGGATGGAGATGGTGCA0.423

- 2 641CD226_uc002lkm.3_Missense_Mutation_p.P65LNM_006566 NP_006557 Q15762 CD226_HUMANIg-like C2-type 1.|Extracellular (Potential). 0GCCATGAGTAGGGCTGAAAAT0.448

- 8 1251NETO1_uc002lkx.1_Missense_Mutation_p.E322K|NETO1_uc002lky.1_Missense_Mutation_p.E323KNM_138966 NP_620416 Q8TDF5 NETO1_HUMANLDL-receptor class A.|Extracellular (Potential). 4CAGTGATTTTCATCCCAAGGA0.378

- 9 1486 NM_152769 NP_689982 Q8N350 DOS_HUMAN 0GCGCTCCCTGGGCCGCCTAGG0.711

- 2 333SLC39A3_uc010xgy.1_Missense_Mutation_p.V27M|SLC39A3_uc002lwh.2_Missense_Mutation_p.V27MNM_144564 NP_653165 Q9BRY0 S39A3_HUMANCytoplasmic (Potential). 0ATGATCTTCACGGGGAGCAGG0.547

+ 3 654 NM_002067 NP_002058 P29992 GNA11_HUMAN 86CCTGTGGGAGGACCCGGGCAT0.652

+ 8 1561_1562 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 2GGACCGCTTTCCATCCAGACCT0.594

- 2 234 PLIN5_uc002mat.1_IntronNM_052972 NP_443204 P02750 A2GL_HUMAN 1AAGAATTCCACGGCCAGGTGC0.607

- 22 3935PTPRS_uc002mbu.1_Missense_Mutation_p.R803Q|PTPRS_uc010xin.1_Missense_Mutation_p.R803Q|PTPRS_uc002mbw.2_Missense_Mutation_p.R1212Q|PTPRS_uc002mbx.2_Missense_Mutation_p.R807Q|PTPRS_uc002mby.2_Missense_Mutation_p.R803QNM_002850 NP_002841 Q13332 PTPRS_HUMANExtracellular (Potential). 4CTCCAGGCCCCGGTTATCGAA0.622

- 2 792FUT3_uc002mdm.2_Missense_Mutation_p.G232E|FUT3_uc002mdj.2_Missense_Mutation_p.G232E|FUT3_uc002mdl.2_Missense_Mutation_p.G232ENM_001097641 NP_001091110 P21217 FUT3_HUMANLumenal (Potential). 0CATCATGGTCCCCTTGGGCAG0.607

- 1 181SLC25A41_uc010dut.2_5'UTRNM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 aggttgggggggaggcggggC0.423 rs113229271

- 26 3094 NM_012335 NP_036467 O00160 MYO1F_HUMAN 3GCCCGGGGTCGTCTGCTGGCT0.697

- 5 36158 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGCCACAGTGGGACTGGAACC0.498

- 5 35792 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTTGAAGTTGGAATCATTGT0.488

- 5 32182 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GTATCTGTCCCCGAAATAGTG0.498

- 3 30874 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ATGTCCACTGGAATTTCAGTA0.458

- 3 26695 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CTGCTCATAGGAGTGGTCATC0.527



- 3 24100 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CTAGTTTTTTCCAGAAGGGGA0.468

- 1 9503 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTCTTCTGCAATGGTCTGGCT0.478

- 1 4672 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GACATAGGTGGAAAAATAGCA0.423

+ 1 946 NM_175883 NP_787079 Q96RA2 OR7D2_HUMANHelical; Name=6; (Potential). 3TTATTTTATGGGACAGGCATT0.498

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

- 5 1075 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 8. 0AGCTTACACTCATAGGGTTTC0.398

- 4 1042 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 6. 1TGCTTACATTTATATGGTTTC0.383

+ 1 905 NM_012377 NP_036509 O60412 OR7C2_HUMANCytoplasmic (Potential). 3TCACTGGGGAGACTCCTCCTC0.542

- 9 1546SLC1A6_uc010dzu.1_Missense_Mutation_p.S435L|SLC1A6_uc010xod.1_Missense_Mutation_p.S449LNM_005071 NP_005062 P48664 EAA4_HUMAN 6CGCTCCAATTGAGTCCCCCAG0.567

- 4 558 NM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0CGGGGCCTTCGAGGACCCTGT0.537

- 1 501 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMANCytoplasmic (Potential). 0CAGCCCCGCGGGCTCATGAGC0.647

- 23 2976 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GCCCGGGGGACTCCTTCCGCC0.602

- 4 1316 NM_021030 NP_066358 P17017 ZNF14_HUMAN 3TAAGGTTTCTCTCCAGTATGA0.378

+ 4 1601 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1TCTTCCCTTACTAAACATAAG0.358

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AATTCATACTGGAGAGAAACC0.353

+ 4 1693ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2AAAGCTTTTATCCTGTCCTCA0.378

+ 4 1696ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2GCTTTTATCCTGTCCTCAAGA0.378

- 6 2775ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7CCACATTCTTCACATTTGTAG0.368

- 5 1789ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAGACCTTAATAAAGGTTTT0.398

- 4 822ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7GGTTTCTCTCCAGTATGAGCA0.353

- 5 1066 NM_001080409 NP_001073878 2 TTTCCAGTATGAATTATCTTA0.368 rs34442493

- 4 1170ZNF91_uc010xrj.1_Missense_Mutation_p.K321ENM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 8. 0CCACATTCTTTACATTTGTAG0.373

- 4 1111ZNF91_uc010xrj.1_Missense_Mutation_p.R301HNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0GGTTGAAGAACGGCTAAAAGC0.393 rs410211

+ 4 2677ZNF536_uc010edd.1_Missense_Mutation_p.G847RNM_014717 NP_055532 O15090 ZN536_HUMAN 11GGGTCTCCCTGGAATCGACTT0.572

- 15 2117RHPN2_uc010xro.1_Missense_Mutation_p.S533F|RHPN2_uc002nue.2_Missense_Mutation_p.S414FNM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN 6TTAGTACCAAGAACTGTCTGA0.502

- 7 1102SLC7A10_uc002nul.2_Missense_Mutation_p.A57VNM_019849 NP_062823 Q9NS82 AAA1_HUMANHelical; (Potential). 2ACGGAGACAGGCATGACCCAA0.612

+ 5 754KIRREL2_uc002obz.3_Missense_Mutation_p.T181I|KIRREL2_uc002oca.3_Missense_Mutation_p.T131I|KIRREL2_uc002occ.3_Missense_Mutation_p.T128I|KIRREL2_uc002ocd.3_Missense_Mutation_p.T178INM_199180 NP_954649 Q6UWL6 KIRR2_HUMANIg-like C2-type 2.|Extracellular (Potential). 3AAGGAAGGGACCCCTGGGTCA0.458

+ 5 1902 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 16. 0TCAATGTAAGGAATGTGGGAA0.428

+ 7 775ZNF383_uc002ofs.1_5'UTR|ZNF383_uc002ofu.1_Nonsense_Mutation_p.W65*NM_152604 NP_689817 Q8NA42 ZN383_HUMAN KRAB. 2AAGAGCCCTGGATGGTTGGCA0.493

+ 4 284ZNF527_uc002ogf.3_Intron|ZNF527_uc010xtq.1_RNA|ZNF527_uc002oge.2_Missense_Mutation_p.S58FNM_032453 NP_115829 Q8NB42 ZN527_HUMAN KRAB. 2CTCTCCATTTCTAAGCCCAAC0.483

+ 14 4222 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2ATAGCCGGAAGCAGCGGGAAC0.612

+ 1 851 NM_002446 NP_002437 Q02779 M3K10_HUMANProtein kinase. 6GTGCTGGCAGGTCGCCGGGTG0.637

- 7 4471PRX_uc002onq.2_Missense_Mutation_p.S1262F|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2TCTGACGGGGGACTTGGGGGC0.692

+ 27 3449LTBP4_uc002oog.1_Missense_Mutation_p.P1113L|LTBP4_uc002ooi.1_Missense_Mutation_p.P1083L|LTBP4_uc002ooj.1_Missense_Mutation_p.P23L|LTBP4_uc002ook.1_Missense_Mutation_p.P284L|LTBP4_uc002ool.1_Missense_Mutation_p.P162L|LTBP4_uc010xvp.1_IntronNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1CCCCAGGCACCTGCTAGCCCC0.697

+ 2 894ZNF574_uc002osk.3_Missense_Mutation_p.P332LNM_022752 NP_073589 Q6ZN55 ZN574_HUMAN 0GCTCCTGTACCCGAGTCTCAG0.617

+ 3 1277PRR19_uc002oth.1_3'UTR|PRR19_uc002otj.2_Missense_Mutation_p.P300L|TMEM145_uc002otk.1_5'FlankNM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0CCTCCTCGGCCCTGGGGGGTT0.647

- 1 707DMPK_uc010xxs.1_5'Flank|DMPK_uc002pde.1_Missense_Mutation_p.R55W|DMPK_uc002pdf.1_Intron|DMPK_uc002pdg.1_Intron|DMPK_uc002pdh.1_Intron|DMPK_uc002pdi.1_Intron|DMPK_uc010xxt.1_Intron|DMPK_uc010xxu.1_Missense_Mutation_p.R55WNM_001081563 NP_001075032 Q09013 DMPK_HUMAN 3GAAAAGAACCGAGGGTCACCA0.602

- 16 2371SYMPK_uc002pdo.1_Missense_Mutation_p.R709H|SYMPK_uc002pdp.1_Missense_Mutation_p.R709HNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1CTGGAACTGGCGGGACGGGCG0.597 rs145063068

- 1 1352 uc002peu.1_5'UTR NM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1CTCCTCGTCCGGGGTGTCTCT0.572

- 6 705BCAT2_uc002pkp.2_Missense_Mutation_p.G183D|BCAT2_uc002pkq.3_Missense_Mutation_p.G183D|BCAT2_uc002pks.2_Missense_Mutation_p.G183D|BCAT2_uc002pkt.2_Missense_Mutation_p.G131D|BCAT2_uc010emh.1_Missense_Mutation_p.G223D|BCAT2_uc010emi.1_Missense_Mutation_p.G131D|BCAT2_uc002pku.1_Missense_Mutation_p.G183DNM_001190 NP_001181 O15382 BCAT2_HUMAN 1GCCGACCCCGCCCACCCAGGC0.647

+ 22 3108PPFIA3_uc010yai.1_RNA|PPFIA3_uc002pms.2_Missense_Mutation_p.E794K|PPFIA3_uc002pmt.2_Missense_Mutation_p.E74K|PPFIA3_uc002pmu.1_5'FlankNM_003660 NP_003651 O75145 LIPA3_HUMAN 1GACACACGAGGAGATGGAGTC0.647

- 1 77 KLK1_uc010ycg.1_RNANM_002257 NP_002248 P06870 KLK1_HUMAN 0ACCAGTCCCCCCCAGGGACAG0.642

+ 2 219KLK3_uc002ptp.1_Missense_Mutation_p.V60I|KLK3_uc010ycj.1_Missense_Mutation_p.V60I|KLK3_uc002ptr.1_Missense_Mutation_p.V60I|KLK3_uc010eof.1_RNANM_001030047 NP_001025218 P07288 KLK3_HUMAN Peptidase S1. 3CCCCCAGTGGGTCCTCACAGC0.632

+ 3 642CD33_uc010eos.1_Missense_Mutation_p.P201L|CD33_uc010eot.1_Missense_Mutation_p.P74L|CD33_uc010eou.1_RNANM_001772 NP_001763 P20138 CD33_HUMANExtracellular (Potential).|Ig-like C2-type. 0ATAATCACCCCACGGCCCCAG0.612

- 2 1102 NM_002029 NP_002020 P21462 FPR1_HUMANCytoplasmic (Potential). 3AGTAGAATTGGTAGCTGTGTC0.582

- 5 1038ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3TTTCTCTCCTTTGTGAGCTCT0.507



- 5 1531uc002pyb.2_Intron|uc002pyc.2_IntronNM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1GGAGGATTTTCCACCTTGGCT0.493

+ 5 649ZNF480_uc002pyv.2_Missense_Mutation_p.E116D|ZNF480_uc010ydm.1_Missense_Mutation_p.E150D|ZNF480_uc010epn.2_Missense_Mutation_p.E24D|uc002pyw.1_IntronNM_144684 NP_653285 Q8WV37 ZN480_HUMAN 1TCCCACAAGAACAGAAAGTAC0.358

- 6 848LAIR1_uc002qfl.1_Missense_Mutation_p.L163F|LAIR1_uc002qfm.1_Missense_Mutation_p.L179F|LAIR1_uc002qfn.1_Missense_Mutation_p.L162F|LAIR1_uc010yex.1_Missense_Mutation_p.L173F|LAIR1_uc002qfo.2_Missense_Mutation_p.L162FNM_002287 NP_002278 Q6GTX8 LAIR1_HUMANHelical; (Potential). 4AGGACCAGGAGGAGGAGACAG0.542

+ 10 1540LENG8_uc002qfw.2_Missense_Mutation_p.P503S Q96PV6 LENG8_HUMAN 2GTGTGAGGACCCGGAGCGAGA0.667

+ 8 2341NLRP2_uc010yfp.1_Missense_Mutation_p.R729Q|NLRP2_uc010esn.2_Missense_Mutation_p.R728Q|NLRP2_uc010eso.2_Missense_Mutation_p.R749Q|NLRP2_uc010esp.2_Missense_Mutation_p.R730QNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2CTAGCTCTTCGAGGTCACAAG0.453

+ 10 2787NLRP2_uc010yfp.1_Missense_Mutation_p.T878P|NLRP2_uc010esn.2_Missense_Mutation_p.T877P|NLRP2_uc010eso.2_Missense_Mutation_p.T898P|NLRP2_uc010esp.2_Missense_Mutation_p.T879PNM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 4. 2TAAACTGCAGACCTTGGTGTA0.552

- 5 1369NLRP11_uc002qlz.2_Missense_Mutation_p.D121N|NLRP11_uc002qmb.2_Missense_Mutation_p.D121N|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6TTCTTGGGATCAGACAGGATG0.478

+ 7 1604NLRP5_uc002qmi.2_Missense_Mutation_p.A516VNM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7TGCCGTATGGCTGTGGAGGGA0.557

+ 6 397 GALP_uc010eti.2_3'UTRNM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0TGCTCAGCATGAAAATTCCCA0.368

- 5 1758 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 11. 2TATGACCTGTCAGCGAAGGCT0.408

- 5 499 NM_001012729 NP_001012747 A6NLW8 DUXA_HUMAN Homeobox 2. 1CTAGATCTTCGATTTTGGAAC0.383

- 19 3912 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8GCTCTGCACCCGGGTGATGTT0.627

- 10 1533MYT1L_uc002qxd.2_Missense_Mutation_p.D236N|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6TTGTCACTATCGTCTTCCAGA0.443

+ 7 671COLEC11_uc002qxz.2_Missense_Mutation_p.G172S|COLEC11_uc002qyb.2_Missense_Mutation_p.G151S|COLEC11_uc002qyc.2_Missense_Mutation_p.G151S|COLEC11_uc010ewo.2_Missense_Mutation_p.G127S|COLEC11_uc010ewp.2_Missense_Mutation_p.G149S|COLEC11_uc010ewq.2_Missense_Mutation_p.G125S|COLEC11_uc010ewr.2_Missense_Mutation_p.G125S|COLEC11_uc010ews.2_Missense_Mutation_p.G101SNM_024027 NP_076932 Q9BWP8 COL11_HUMAN C-type lectin. 0GGGCCGCGGGGGCACGCTGAG0.667

- 2 229ITGB1BP1_uc002qzk.2_Missense_Mutation_p.E18K|ITGB1BP1_uc002qzl.2_RNA|ITGB1BP1_uc002qzm.2_RNA|ITGB1BP1_uc010yiy.1_Intron|ITGB1BP1_uc002qzn.1_Missense_Mutation_p.E18KNM_004763 NP_004754 O14713 ITBP1_HUMAN Ser/Thr-rich. 0GTACTGATTTCGCTACTTTGG0.398

- 8 1338NT5C1B_uc002rcy.2_Missense_Mutation_p.G412R|NT5C1B_uc010exr.2_Missense_Mutation_p.G354R|NT5C1B_uc010yju.1_Missense_Mutation_p.G352R|NT5C1B_uc002rda.2_Missense_Mutation_p.G352R|NT5C1B_uc010yjv.1_Missense_Mutation_p.G429R|NT5C1B_uc010yjw.1_Missense_Mutation_p.G395R|NT5C1B_uc010exs.2_Missense_Mutation_p.G414RNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3GGGTCTTTTCCCCCGGTCAGA0.393

- 26 10625 NM_000384 NP_000375 P04114 APOB_HUMANHeparin-binding. 27AACCCTTGACATCTCCTTTGG0.458

- 26 8053 NM_000384 NP_000375 P04114 APOB_HUMAN 27AAACCTGGATGGGATTTTTAT0.358

+ 4 454KRTCAP3_uc010ylr.1_Missense_Mutation_p.G146E|KRTCAP3_uc002rkt.2_Missense_Mutation_p.G128ENM_173853 NP_776252 Q53RY4 KCP3_HUMAN 0CTGGATGAGGGGCCGGGACAT0.547

- 18 2644 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN HEAT 1. 8GCAGATTTACGAACTTCCTCA0.398

+ 8 932C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Missense_Mutation_p.S188F|C2orf56_uc010ynk.1_Missense_Mutation_p.S215F|C2orf56_uc010ynl.1_Missense_Mutation_p.S259F|C2orf56_uc010fah.2_RNANM_144736 NP_653337 Q7L592 MIDA_HUMAN 1GAGGAACTTTCTCAACGCATT0.413

+ 8 934C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Nonsense_Mutation_p.Q189*|C2orf56_uc010ynk.1_Nonsense_Mutation_p.Q216*|C2orf56_uc010ynl.1_Nonsense_Mutation_p.Q260*|C2orf56_uc010fah.2_RNANM_144736 NP_653337 Q7L592 MIDA_HUMAN 1GGAACTTTCTCAACGCATTGC0.413

+ 8 955ANTXR1_uc002sfe.2_Missense_Mutation_p.P200L|ANTXR1_uc002sff.2_Missense_Mutation_p.P200L|ANTXR1_uc002sfd.2_Missense_Mutation_p.P200LNM_032208 NP_115584 Q9H6X2 ANTR1_HUMANExtracellular (Potential).|VWFA. 4CATGTGTTTCCCGTGAATGAC0.488

+ 11 1204ATP6V1B1_uc010fdv.2_Missense_Mutation_p.V356M|ATP6V1B1_uc010fdw.2_RNA|ATP6V1B1_uc010fdx.2_Missense_Mutation_p.V331MNM_001692 NP_001683 P15313 VATB1_HUMAN 1ACAGATCTACGTGGACAGACA0.552

+ 2 1034MPHOSPH10_uc010feb.1_Missense_Mutation_p.D228NNM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3AGATGATAATGATGAGGAGGA0.323

+ 51 6134DYSF_uc010feg.2_Missense_Mutation_p.D1951N|DYSF_uc010feh.2_Missense_Mutation_p.D1927N|DYSF_uc002sig.3_Missense_Mutation_p.D1906N|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.D1941N|DYSF_uc010fef.2_Missense_Mutation_p.D1958N|DYSF_uc010fei.2_Missense_Mutation_p.D1937N|DYSF_uc010fek.2_Missense_Mutation_p.D1938N|DYSF_uc010fej.2_Missense_Mutation_p.D1928N|DYSF_uc010fel.2_Missense_Mutation_p.D1907N|DYSF_uc010feo.2_Missense_Mutation_p.D1952N|DYSF_uc010fem.2_Missense_Mutation_p.D1942N|DYSF_uc010fen.2_Missense_Mutation_p.D1959N|DYSF_uc002sif.2_Missense_Mutation_p.D1921N|DYSF_uc010yqy.1_Missense_Mutation_p.D801N|DYSF_uc010yqz.1_Missense_Mutation_p.D681NNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7CTCCTTTGATGATTTTCTGGG0.522

+ 7 706KCNIP3_uc002suq.2_Missense_Mutation_p.M171INM_013434 NP_038462 Q9Y2W7 CSEN_HUMAN EF-hand 3. 3TCTATGACATGATGGGCCGCC0.667

+ 7 1083 NM_004804 NP_004795 O76071 CIAO1_HUMAN 0CCCACCTTCTCCCTGACAGCC0.612

- 29 3934SNRNP200_uc002svt.2_5'Flank|SNRNP200_uc010yuj.1_5'Flank|SNRNP200_uc002svv.1_5'Flank|SNRNP200_uc002svw.1_Missense_Mutation_p.P355LNM_014014 NP_054733 O75643 U520_HUMAN SEC63 1. 10GAAGGAGACAGGCAGCTGGGT0.552

+ 7 794INPP4A_uc010yvj.1_Missense_Mutation_p.G134V|INPP4A_uc010yvk.1_Missense_Mutation_p.G134V|INPP4A_uc002syx.2_Missense_Mutation_p.G134V|INPP4A_uc010fik.2_IntronNM_001134224 NP_001127696 Q96PE3 INP4A_HUMAN C2. 1TATTTACTGGGCTCTGGAACG0.458

- 1 791 MALL_uc010fju.2_RNA NM_005434 NP_005425 Q13021 MALL_HUMAN 2GGTGGCGGGCGGGTCGGGCGA0.706

- 22 2922 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2ATACTGTGAGGATTCATCAGA0.289

+ 3 408GLI2_uc010yyu.1_Missense_Mutation_p.M126I|GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Intron|GLI2_uc002tmu.3_Intron|GLI2_uc002tmv.1_Intron|GLI2_uc010flo.1_Missense_Mutation_p.M1I|GLI2_uc002tmw.1_Missense_Mutation_p.M126INM_005270 NP_005261 P10070 GLI2_HUMAN 13ACCCCCACATGGAGCACTACC0.647

+ 2 468CNTNAP5_uc010flu.2_Missense_Mutation_p.A35VNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANF5/8 type C.|Extracellular (Potential). 10GATCCACTAGCATCCCTGCTC0.458

- 3 387LIMS2_uc002tox.2_Missense_Mutation_p.P98L|LIMS2_uc010fmb.2_5'UTR|LIMS2_uc002toy.2_Missense_Mutation_p.P69L|LIMS2_uc010yzm.1_Missense_Mutation_p.P96L|LIMS2_uc002toz.2_Missense_Mutation_p.P69L|LIMS2_uc002tpb.2_Missense_Mutation_p.P69LNM_001161403 NP_001154875 Q7Z4I7 LIMS2_HUMANLIM zinc-binding 1. 0TCCACAGCACGGAGCAAACAG0.602

- 14 3243NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0ACCCTGGTTTCGGACTTGGTG0.567

- 14 2946NCKAP5_uc002ttq.2_IntronNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GATCGTAATTCAAAGAGGGGC0.532

- 6 1158 NM_002299 NP_002290 P09848 LPH_HUMANExtracellular (Potential).|4 X approximate repeats.|2. 13AAGCCTTCAGGGAAAGTATCC0.602

+ 27 4684 NM_001080427 NP_001073896 7AAGCACACCTCCCCAACAGAA0.418

- 89 14518 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANCytoplasmic (Potential). 50GTTGGGTCTATCATAAAGCCA0.373

+ 1 1118 NR_026904 0TCCACAGACAGCTATGGATGT0.388

+ 9 1616GALNT13_uc002tyt.3_Missense_Mutation_p.P350L|GALNT13_uc010foc.1_Missense_Mutation_p.P169L|GALNT13_uc010fod.2_Missense_Mutation_p.P103LNM_052917 NP_443149 Q8IUC8 GLT13_HUMANLumenal (Potential). 6AAGGCAACTCCATACACTTTT0.413

+ 3 387UPP2_uc002tzo.2_Missense_Mutation_p.G122SNM_173355 NP_775491 O95045 UPP2_HUMAN 0TGTCTGTGTCGGTGGGAGCCC0.418

- 12 2539 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMANHelicase C-terminal. 1CTAATGACTTCTTTTTGTTCA0.294

- 16 3400SCN1A_uc002udo.3_Missense_Mutation_p.E1008K|SCN1A_uc010fpk.2_Missense_Mutation_p.E980KNM_006920 NP_008851 P35498 SCN1A_HUMAN 13TTGCTTTCTTCCAGATCCGAT0.284

+ 8 2470XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.E643K|XIRP2_uc010fpq.2_Missense_Mutation_p.E596K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 8. 14CCAACCTTTGGAGAAAATCAA0.378

+ 2 910 NM_020981 NP_066191 Q9Y5Z6 B3GT1_HUMANLumenal (Potential). 4 CATGGACAATCTTATTTATAA0.408



- 2 229 NM_020675 NP_065726 Q9HBM1 SPC25_HUMANInteraction with the NDC80-NUF2 subcomplex.|Interaction with the N-terminus of SPBC24.1GTAGGTATCTCTTAGTCCCGC0.373

- 36 6052 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 18.|Extracellular (Potential). 29CCATCCACGTTTCCTCTTTCA0.343

- 4 405SLC25A12_uc010fqh.2_Intron|SLC25A12_uc010zdv.1_RNANM_003705 NP_003696 O75746 CMC1_HUMAN 2.|EF-hand 2. 0CCAAATGTCACCTCTCCATTT0.363

- 254 55829uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.M12230I|TTN_uc010zfi.1_Missense_Mutation_p.M12163I|TTN_uc010zfj.1_Missense_Mutation_p.M12038INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTTGGTCTCATTTCCACAA0.453

- 253 54483uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E11782K|TTN_uc010zfi.1_Missense_Mutation_p.E11715K|TTN_uc010zfj.1_Missense_Mutation_p.E11590KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTTTTGTTTCGATGGTTGGC0.393

- 250 52053uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R10972C|TTN_uc010zfi.1_Missense_Mutation_p.R10905C|TTN_uc010zfj.1_Missense_Mutation_p.R10780CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCAGCATTACGAATTTCAAGC0.388

- 238 48717uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.L9860F|TTN_uc010zfi.1_Missense_Mutation_p.L9793F|TTN_uc010zfj.1_Missense_Mutation_p.L9668FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTGTCATAGAGAACAGGTTCT0.433

- 65 16329TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E2030KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GAGACAAGTTCCACATCATCC0.408

- 65 16228TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.K1996RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCGCCCAGGTTTCACTAGGAA0.338

- 47 11075TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.D278ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAACTCCTCTATCTTGAATGG0.408

+ 3 884 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R97Q(1) 11GAATTTGCTCGAAATGTAGCA0.368 rs145158210

- 7 911CALCRL_uc010frt.2_Nonsense_Mutation_p.W121*NM_005795 NP_005786 Q16602 CALRL_HUMANExtracellular (Potential). 4TATAATTTGTCCATGTTCTGT0.333

+ 22 1721 NM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13GGTCCAGGAATGAGGGTACAG0.488

- 44 8356 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStalk (By similarity). 12ATATTCATGAAGTGACTGCAG0.373

- 41 7050 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12ATGGCAAATCGAAACAAGACA0.443 rs115474479

- 36 6037 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity).|ATP (Potential). 12TTTCCCAGTTCCTGTTGGTCC0.368

+ 11 2709BMPR2_uc010ftr.2_Missense_Mutation_p.M521VNM_001204 NP_001195 Q13873 BMPR2_HUMANCytoplasmic (Potential). 9AGTCAATCCAATGTCTACTGC0.423

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

+ 5 4256 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3TTCAAATATCCCTCTTCAGTC0.378

- 2 323ACADL_uc010zjg.1_Missense_Mutation_p.G32ENM_001608 NP_001599 P28330 ACADL_HUMAN 0ACGTTCTTCCCCTCCGGAATG0.348

- 7 979ERBB4_uc002veh.1_Missense_Mutation_p.P294L|ERBB4_uc010zji.1_Missense_Mutation_p.P294L|ERBB4_uc010zjj.1_Missense_Mutation_p.P294L|ERBB4_uc010fut.1_Missense_Mutation_p.P294LNM_005235 NP_005226 Q15303 ERBB4_HUMANCys-rich.|Extracellular (Potential). 33TTACTTACGTGGACATTTCTT0.318

- 13 1071TNS1_uc002vgr.2_Missense_Mutation_p.P225S|TNS1_uc002vgs.2_Missense_Mutation_p.P225S|TNS1_uc010zjv.1_Missense_Mutation_p.P225S|TNS1_uc010fvj.1_Missense_Mutation_p.P293S|TNS1_uc010fvk.1_Missense_Mutation_p.P350S|TNS1_uc002vgu.3_Missense_Mutation_p.P256S|TNS1_uc010fvi.1_5'UTRNM_022648 NP_072174 Q9HBL0 TENS1_HUMANC2 tensin-type. 4CTGTCTCCTGGGATGTTGCTA0.582

+ 4 392RQCD1_uc002vih.1_Missense_Mutation_p.P131L|RQCD1_uc010zki.1_Missense_Mutation_p.P131LNM_005444 NP_005435 Q92600 RCD1_HUMAN 2AAAACACGTCCCTTTGAGTAT0.423

- 1 1032_1033OBSL1_uc010fwl.1_5'Flank|OBSL1_uc002vmi.2_Missense_Mutation_p.G326S|OBSL1_uc002vmj.2_Intron|INHA_uc002vmk.1_5'FlankNM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 3. 0AGCGTCTGGCCCGCCGAGTTGC0.683

+ 28 2285COL4A3_uc002von.1_Missense_Mutation_p.K708R|COL4A3_uc002voo.1_Missense_Mutation_p.K708R|COL4A3_uc002vop.1_Missense_Mutation_p.K708R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3CCTGGACCTAAGGGTAAATTT0.373

- 10 1868ECEL1_uc010fya.1_Missense_Mutation_p.R555W|ECEL1_uc010fyb.1_Missense_Mutation_p.R262WNM_004826 NP_004817 O95672 ECEL1_HUMANLumenal (Potential). 2ACCTCCTGCCGAATCTTCTTA0.567

+ 12 1227GIGYF2_uc010zmj.1_Missense_Mutation_p.M297T|GIGYF2_uc002vtg.2_Missense_Mutation_p.M291T|GIGYF2_uc002vtj.3_Missense_Mutation_p.M319T|GIGYF2_uc002vtk.3_Missense_Mutation_p.M297T|GIGYF2_uc002vth.3_Missense_Mutation_p.M291T|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_Missense_Mutation_p.M128TNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7GAAGAAGAAATGGGTACATTT0.448

+ 4 671 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN NIDO. 2GATGGGCAGCGTTACTTCAGT0.657

+ 3 469 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1CCACACAGGCGATGAGCTGGA0.647

- 2 471 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN THAP-type. 0GTGGAAGATGGATGGCACGGC0.582

+ 4 582TGM6_uc010gal.1_Missense_Mutation_p.A174VNM_198994 NP_945345 O95932 TGM3L_HUMAN 4CACATACGAGCCCAGGGCTGG0.622

+ 11 1051VPS16_uc002whh.2_5'Flank|PTPRA_uc002whj.2_5'Flank|VPS16_uc002whf.2_Intron|VPS16_uc002whd.2_RNA|VPS16_uc002whg.2_5'Flank|VPS16_uc002whi.2_5'FlankNM_022575 NP_072097 Q9H269 VPS16_HUMAN 4AGCGGCCAGCGAGGAAATCTT0.602

- 3 921LRRN4_uc002wmp.2_Missense_Mutation_p.L233FNM_152611 NP_689824 Q8WUT4 LRRN4_HUMANExtracellular (Potential).|LRR 8. 3CTCAGGTAGAGGGATGTGAGC0.572

- 5 1408PAK7_uc002wnk.2_Missense_Mutation_p.S288L|PAK7_uc002wnj.2_Missense_Mutation_p.S288L|PAK7_uc010gby.1_Missense_Mutation_p.S288LNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23TCCCGAGCCTGACCTGGACCT0.552

- 5 1064PAK7_uc002wnk.2_Missense_Mutation_p.M173I|PAK7_uc002wnj.2_Missense_Mutation_p.M173I|PAK7_uc010gby.1_Missense_Mutation_p.M173INM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23GCTTCATTTTCATTACGTGCC0.463

+ 3 302POLR3F_uc002wqw.2_RNA|POLR3F_uc002wqx.2_Nonsense_Mutation_p.Q21*NM_006466 NP_006457 Q9H1D9 RPC6_HUMAN 0AAACTAGGGTCAGTTGGATCT0.303

+ 15 2497TPX2_uc010gdv.1_Missense_Mutation_p.R636KNM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2ACTGACAGAAGAGGTGCTCTG0.488

+ 6 991ASXL1_uc010geb.2_Missense_Mutation_p.G131SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248ATCTGCATCAGGTATGTGTAA0.507

+ 3 228_229 NM_182519 NP_872325 P59827 LPLC4_HUMAN 0TCCGAGGACCCCCCCCAGTATA0.485 rs145261889

+ 15 2212EPB41L1_uc002xeu.2_Nonsense_Mutation_p.R607*|EPB41L1_uc010zvo.1_Nonsense_Mutation_p.R681*|EPB41L1_uc002xev.2_Nonsense_Mutation_p.R681*|EPB41L1_uc002xew.2_Nonsense_Mutation_p.R572*|EPB41L1_uc002xex.2_Intron|EPB41L1_uc002xey.2_Intron|EPB41L1_uc002xez.2_Nonsense_Mutation_p.R607*|EPB41L1_uc010gfq.2_Nonsense_Mutation_p.R780*NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3CAGCCCGGATCGAGGGGCCTG0.652

+ 5 501MYBL2_uc010zwj.1_Missense_Mutation_p.E72K|MYBL2_uc002xla.1_Missense_Mutation_p.E96KNM_002466 NP_002457 P10244 MYBB_HUMANHTH myb-type 2. 5TAAGGTCATCGAGCTGGTTAA0.587

+ 8 1203HNF4A_uc002xlt.2_Missense_Mutation_p.E350K|HNF4A_uc002xlu.2_Missense_Mutation_p.E350K|HNF4A_uc002xlv.2_Missense_Mutation_p.E350K|HNF4A_uc002xly.2_Missense_Mutation_p.E372K|HNF4A_uc002xlz.2_Missense_Mutation_p.E372K|HNF4A_uc010ggq.2_Missense_Mutation_p.E365KNM_000457 NP_000448 P41235 HNF4A_HUMAN 3CCTGTTGCAGGAGATGCTGCT0.383

- 6 680RIMS4_uc010ggu.2_Missense_Mutation_p.T228INM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5CACGGCCAGGGTGGTCAAGTC0.657

+ 6 869CASS4_uc002xxq.3_Missense_Mutation_p.G215V|CASS4_uc002xxr.2_Missense_Mutation_p.G215V|CASS4_uc010zze.1_Missense_Mutation_p.G161V|CASS4_uc010gio.2_IntronNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3CTCCCACAGGGGCAGGGTGTT0.502

+ 18 2599PRPF6_uc002yhp.2_Missense_Mutation_p.G771SNM_012469 NP_036601 O94906 PRP6_HUMAN 2CCCCAACTCCGGTAAGGGGGT0.642

+ 18 2522USP25_uc011aby.1_Missense_Mutation_p.E769K|USP25_uc002yjz.1_Missense_Mutation_p.E769K|USP25_uc010gla.1_IntronNM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5ACATGAGCATGAAGATAAAAG0.378

- 2 276C21orf59_uc002ypx.1_5'Flank|C21orf59_uc002ypy.1_Missense_Mutation_p.G55S|C21orf59_uc002ypz.1_Missense_Mutation_p.G55S|C21orf59_uc010glx.2_5'UTR|C21orf59_uc002yqd.2_Missense_Mutation_p.G55S|C21orf59_uc002yqb.3_Missense_Mutation_p.G55S|C21orf59_uc011adr.1_IntronNM_021254 NP_067077 P57076 CU059_HUMAN 0AGAAATATGCCATGTTCGGCT0.328



- 29 3637SYNJ1_uc011ads.1_Missense_Mutation_p.R1127C|SYNJ1_uc002yqf.2_Missense_Mutation_p.R1158C|SYNJ1_uc002yqg.2_Missense_Mutation_p.R1127C|SYNJ1_uc002yqi.2_Missense_Mutation_p.R1213C|SYNJ1_uc002yqe.3_Translation_Start_SiteNM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5GGCTGACTGCGTCCTGGAACA0.299

+ 4 476IL10RB_uc002yrh.1_Missense_Mutation_p.S196F|IL10RB_uc002yri.1_Missense_Mutation_p.S79F|IL10RB_uc002yrl.1_Missense_Mutation_p.S128FNM_000628 NP_000619 Q08334 I10R2_HUMANFibronectin type-III.|Extracellular (Potential). 0CTTGCTGATTCTTTACATATG0.348

+ 4 1278KCNJ15_uc002yww.2_Missense_Mutation_p.D326N|KCNJ15_uc002ywx.2_Missense_Mutation_p.D326NNM_002243 NP_002234 Q99712 IRK15_HUMANCytoplasmic (By similarity). 6ATATGTGGCTGATTTCAGTCA0.443

- 6 1522DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 4. 11CACATTTTTTCCAGGGTTGAG0.507

+ 21 3495TRAPPC10_uc010gpo.2_Missense_Mutation_p.S820L|TRAPPC10_uc011afa.1_Missense_Mutation_p.S487L|TRAPPC10_uc011afb.1_Missense_Mutation_p.S214LNM_003274 NP_003265 P48553 TPC10_HUMAN 2GAGCATTTTTCGACAAAGCTT0.299

- 5 706PTTG1IP_uc011afj.1_Splice_Site|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMAN 1CCAGTCCTTACCATATTTTTT0.502

- 7 939FTCD_uc002zig.2_Missense_Mutation_p.R299W|FTCD_uc002zih.2_Missense_Mutation_p.R299W|FTCD_uc010gqf.2_Missense_Mutation_p.R299W|FTCD_uc010gqg.1_Missense_Mutation_p.R168WNM_006657 NP_006648 O95954 FTCD_HUMANFormiminotransferase C-subdomain (By similarity). 2AGCCTGATCCGCTGCTCCTCC0.697

- 14 2352MICAL3_uc011agl.1_Missense_Mutation_p.P667S|MICAL3_uc002znh.2_Missense_Mutation_p.P667S|MICAL3_uc002znj.1_Missense_Mutation_p.P367S|MICAL3_uc002znk.1_Missense_Mutation_p.P667S|MICAL3_uc002znl.1_Missense_Mutation_p.P300S|MICAL3_uc002znm.2_Missense_Mutation_p.P168S|MICAL3_uc010grf.2_Missense_Mutation_p.P667SNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0CATACCTTGGGAGAACGCTTC0.502

- 5 831DGCR2_uc002zor.1_5'UTR|DGCR2_uc011agr.1_Missense_Mutation_p.R151WNM_005137 NP_005128 P98153 IDD_HUMANExtracellular (Potential).|C-type lectin. 1GAGCGGTTCCGGCCAGTGATA0.562

- 3 556DGCR2_uc002zor.1_5'UTR|DGCR2_uc011agr.1_Missense_Mutation_p.A62VNM_005137 NP_005128 P98153 IDD_HUMANExtracellular (Potential). 1AACGGGCTGCGCCACGTTCAC0.647

- 31 4855CLTCL1_uc011agv.1_Missense_Mutation_p.L1537M|CLTCL1_uc011agw.1_Missense_Mutation_p.L1573M|CLTCL1_uc011agt.1_Missense_Mutation_p.L385M|CLTCL1_uc011agu.1_Missense_Mutation_p.L291MNM_007098 NP_009029 P53675 CLH2_HUMANProximal segment.|Trimerization (By similarity).|Heavy chain arm.5GGCATGGCCAAGTCCACGAGG0.617

+ 5 2391BCR_uc002zwx.2_Missense_Mutation_p.G599R|BCR_uc011aiy.1_Missense_Mutation_p.G188R|BCR_uc010gtx.1_IntronNM_004327 NP_004318 P11274 BCR_HUMAN DH. 12GGACAACTACGGAGTTGCCAT0.577

- 2 276ZNF70_uc002zxs.2_5'FlankNM_013378 NP_037510 Q9UKI3 VPRE3_HUMAN Ig-like. 0AGGAGATATCGAGGGGCACTG0.622

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

+ 12 2752CCDC157_uc011akv.1_Missense_Mutation_p.S698P|uc003aho.1_5'FlankNM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1CACATCCCCATCTCGGCAGCC0.667

- 6 907SYN3_uc003amy.2_Missense_Mutation_p.G250R|SYN3_uc003amz.2_Missense_Mutation_p.G249RNM_003490 NP_003481 O14994 SYN3_HUMANC; actin-binding and synaptic-vesicle binding. 1TGGGCATGTCCCAGCTTGACT0.542

- 6 727IFT27_uc003apu.1_Missense_Mutation_p.G121R|IFT27_uc003apw.1_3'UTRNM_006860 NP_006851 Q9BW83 IFT27_HUMAN 0GTCTTGTTCCCAACTAAAACA0.542

- 2 388_389SSTR3_uc003arb.2_Nonsense_Mutation_p.W109*NM_001051 NP_001042 P32745 SSR3_HUMANExtracellular (Potential). 1AGCCGAAGGGCCAGTAGGACAG0.619

+ 7 1998TRIOBP_uc003atu.2_Missense_Mutation_p.R404T|TRIOBP_uc003atq.1_Missense_Mutation_p.R576T|TRIOBP_uc003ats.1_Missense_Mutation_p.R404TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCAGAACATCCTGT0.587

+ 1 783_784GCAT_uc003atz.2_5'Flank|GCAT_uc003aua.1_5'FlankNM_005318 NP_005309 P07305 H10_HUMAN 0AGGAAATCAAGAAGGTAGCCAC0.564

+ 31 6228 NM_001429 NP_001420 Q09472 EP300_HUMAN 64GATGGCCCACGTGCAAATTTT0.597

+ 4 358ZC3H7B_uc003azv.1_Missense_Mutation_p.R48W|ZC3H7B_uc010gyl.1_IntronNM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN TPR 1. 1TGATCTGTTCCGGGAGAAGGA0.602 rs139726421

+ 3 291PARVB_uc003bem.2_Missense_Mutation_p.S113F|PARVB_uc010gzn.2_Missense_Mutation_p.S28F|PARVB_uc003beo.2_Missense_Mutation_p.S43FNM_013327 NP_037459 Q9HBI1 PARVB_HUMAN 0GACCCCACTTCCAAGGAAGAC0.572

- 2 564WNT7B_uc010haa.2_Missense_Mutation_p.E68KNM_058238 NP_478679 P56706 WNT7B_HUMAN 1TGCGCCCCCTCCCCAATCACA0.627

- 13 5828CELSR1_uc011arc.1_Missense_Mutation_p.P264LNM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|EGF-like 6; calcium-binding.11CTCACAGTACGGCCCGTAGTG0.612

- 35 5441PLXNB2_uc003bkt.1_Missense_Mutation_p.R571W|PLXNB2_uc003bku.1_Missense_Mutation_p.R764WNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6CTCCTTACCCGGGAAATCTCT0.617

+ 9 1294CNTN6_uc011asj.1_Missense_Mutation_p.G271R|CNTN6_uc003bpa.2_Missense_Mutation_p.G343RNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANIg-like C2-type 4. 8TAAAGCTAGTGGAAAGCCAAA0.398

+ 2 1079HRH1_uc010hds.2_Missense_Mutation_p.G246E|HRH1_uc010hdt.2_Missense_Mutation_p.G246E|HRH1_uc003bwb.3_Missense_Mutation_p.G246ENM_001098213 NP_001091683 P35367 HRH1_HUMANCytoplasmic (Potential). 2AACCCCAAGGGGGATGCCAAG0.532

+ 10 1809CAND2_uc003bxj.2_Missense_Mutation_p.V494ANM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 12. 4GACCAGGAGGTGAAGGAGCGG0.632

- 1 241 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11CCAGCGGTAGCAGCCCTCCGA0.582

+ 5 2377PLCL2_uc011awd.1_Missense_Mutation_p.F640INM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN C2. 4TGGGCAGAACTTTCCCAAGCC0.473 rs138785787

+ 2 674LRRC3B_uc003cdq.2_Missense_Mutation_p.H29YNM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4ACTGTGCTTTCATTCTGCCAG0.443

- 11 1307DYNC1LI1_uc011axh.1_Nonsense_Mutation_p.R291*NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1TTTGGTGTTCGTGGGGAGCCT0.378

- 10 1084GLB1_uc003cfh.1_Missense_Mutation_p.P293S|GLB1_uc003cfj.1_Missense_Mutation_p.P192S|GLB1_uc011axk.1_Missense_Mutation_p.P371SNM_000404 NP_000395 P16278 BGAL_HUMAN 1GCTGCATAGGGTGAGTTGGCC0.502

- 9 1329SCN5A_uc003cin.2_Nonsense_Mutation_p.Q379*|SCN5A_uc003cil.3_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhi.2_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhk.2_Nonsense_Mutation_p.Q379*|SCN5A_uc011ayr.1_Nonsense_Mutation_p.Q379*|SCN5A_uc010hhj.1_5'FlankNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9CACACCTGCTGATAGAGGCGC0.612

- 11 1645 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10CTTCTAGGGAGGGGGCCTTGC0.612

+ 4 290CTNNB1_uc003ckp.2_Missense_Mutation_p.S45F|CTNNB1_uc003ckq.2_Missense_Mutation_p.S45F|CTNNB1_uc003ckr.2_Missense_Mutation_p.S45F|CTNNB1_uc011azf.1_Missense_Mutation_p.S38F|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.S45F(396)|p.S45P(163)|p.S45del(79)|p.A5_A80del(63)|p.S45Y(21)|p.S45C(18)|p.S45A(10)|p.H24_S47del(9)|p.A5_Q143del(7)|p.A5_A80>D(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.V22_L139>V(2)|p.T3_A126del(2)|p.D32_S47del(2)|p.P44_S45del(2)|p.M5_N141>D(2)|p.?(2)|p.L10_N141del(2)|p.A5_Y142>D(2)|p.A5_Q72del(1)|p.A20_Q143del(1)|p.A5_Q143>E(1)|p.A13_R151del(1)|p.H36_E53>L(1)|p.A43_E54del(1)|p.S45_S47>C(1)|p.M14_S45del(1)|p.S45_G48del(1)|p.A5_G80>(1)|p.Q28_Q61del(1)|p.D6_K133del(1)|p.A43_E53del(1)|p.M8_G50del(1)|p.M1_A87del(1)|p.S45_L46del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.A5_D144>D(1)|p.P44_N51del(1)|p.P44_S45>AP(1)|p.V22_G80>NNNNN(1)|p.V22_A80del(1)|p.I35_K170del(1)|p.Y30_A97del(1)|p.T42_G48del(1)|p.S45_D58del(1)|p.V22_T102del(1)|p.A20_A80del(1)|p.V22_S71>A(1)|p.S45fs*2(1)|p.T40_L46del(1)|p.A5_T59del(1)|p.M1_V173del(1)|p.E15_I140>V(1)|p.W25_A80del(1)|p.A5_R90del(1)|p.H24_M131del(1)|p.S45E(1)|p.A20_R151del(1)|p.D17_A126del(1)|p.M8_A80del(1)|p.P44_S45insGATTTAP(1)|p.K19_Y142>V(1)|p.A5_E54del(1)|p.L7_I140del(1)|p.S45T(1)|!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166ACAGCTCCTTCTCTGAGTGGT0.498 rs121913409

+ 2 968FYCO1_uc003cpb.3_Intron|FYCO1_uc011bal.1_Intron|CXCR6_uc010hix.1_Missense_Mutation_p.R296QNM_006564 NP_006555 O00574 CXCR6_HUMANCytoplasmic (Potential). 1CTGAAGTTTCGAAAGAACTTC0.473 rs141955108

+ 4 1373CCR3_uc003cpi.1_Missense_Mutation_p.K277R|CCR3_uc003cpj.1_Missense_Mutation_p.K277R|CCR3_uc003cpk.1_Missense_Mutation_p.K298R|CCR3_uc010hjb.1_Missense_Mutation_p.K295R|CCR3_uc003cpl.1_Missense_Mutation_p.K310RNM_178329 NP_847899 P51677 CCR3_HUMANExtracellular (Potential). 8GAGCGGAGCAAGCATCTGGAC0.498

+ 7 639PTH1R_uc003cqn.2_Nonsense_Mutation_p.R146*NM_000316 NP_000307 Q03431 PTH1R_HUMANExtracellular (Potential). 1CCATGCCTACCGACGCTGTGA0.607 rs143863124

- 3 419SCAP_uc011baz.1_5'UTR|SCAP_uc003crg.2_5'UTRNM_012235 NP_036367 Q12770 SCAP_HUMANLumenal (By similarity). 1GGTGAATTCCACAGGTCCTGT0.537

- 14 3272PLXNB1_uc003csu.2_Missense_Mutation_p.L818P|PLXNB1_uc003csx.2_Missense_Mutation_p.L1001P|PLXNB1_uc010hjx.1_RNA|PLXNB1_uc003csy.1_5'FlankNM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential). 5GGCCCGACGCAGAAACAGCCC0.662

- 3 368PLXNB1_uc003csu.2_Missense_Mutation_p.T33M|PLXNB1_uc003csx.2_Missense_Mutation_p.T33M|PLXNB1_uc010hjx.1_RNANM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential).|Sema. 5CTGCAGATACGTGCCATTGGG0.647

- 16 2332LAMB2_uc003cwf.1_Missense_Mutation_p.P678LNM_002292 NP_002283 P55268 LAMB2_HUMANLaminin IV type B. 3GACAGGATTAGGAAATATCAA0.572

+ 46 4804 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0CATGTCCTTGGAGTTGGGCTA0.488

+ 53 5707_5708 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0GGCGTGTCCTCCTTGAGTGAGA0.614

- 21 2413ITIH4_uc011bel.1_Missense_Mutation_p.W507R|ITIH4_uc003dfy.2_Missense_Mutation_p.W588R|ITIH4_uc011bem.1_Missense_Mutation_p.W798R|ITIH4_uc011ben.1_Missense_Mutation_p.W763RNM_002218 NP_002209 Q14624 ITIH4_HUMAN 3GCGTGAACCCATACCAGGGGG0.567



- 9 1261TKT_uc003dgp.2_Missense_Mutation_p.P16L|TKT_uc011beo.1_Missense_Mutation_p.P337L|TKT_uc003dgq.2_Missense_Mutation_p.P384L|TKT_uc011beq.1_Missense_Mutation_p.P392L|TKT_uc011ber.1_Missense_Mutation_p.P186L|TKT_uc011bep.1_Missense_Mutation_p.P301LNM_001135055 NP_001128527 P29401 TKT_HUMAN 2GCTGCAGAAGGGCACCGTCCT0.652

+ 26 3380CACNA1D_uc003dgu.3_Missense_Mutation_p.R1093C|CACNA1D_uc003dgy.3_Missense_Mutation_p.R1073C|CACNA1D_uc003dgw.3_Missense_Mutation_p.R740C|CACNA1D_uc003dgx.1_Missense_Mutation_p.R221CNM_001128840 NP_001122312 Q01668 CAC1D_HUMANExtracellular (Potential).|III. 11TCCTGTGGTCCGTGAACGGAT0.527

+ 9 977CACNA2D3_uc011beu.1_RNA|CACNA2D3_uc003dhg.1_Missense_Mutation_p.G216E|CACNA2D3_uc003dhh.1_RNA|CACNA2D3_uc010hmv.1_Missense_Mutation_p.G44ENM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential).|VWFA. 7TGCCTGAATGGAACTTTGGTG0.453

- 14 2161C3orf63_uc003dic.3_Missense_Mutation_p.L291S|C3orf63_uc003die.3_Missense_Mutation_p.L687SNM_015224 NP_056039 Q9UK61 CC063_HUMAN 5ACACTGAATTAAATTAATCAA0.363

+ 18 1655PXK_uc003dka.1_3'UTR|PXK_uc003dkb.1_Missense_Mutation_p.P436L|PXK_uc003dkc.1_Silent_p.S512S|PXK_uc011bfe.1_3'UTR|PXK_uc010hnj.1_Missense_Mutation_p.P486L|PXK_uc003dkd.1_Missense_Mutation_p.P382L|PXK_uc010hnk.1_Missense_Mutation_p.P293LNM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1CCACCTCCTCCACCTCCACCA0.612

- 21 2985 NM_020872 NP_065923 Q9P232 CNTN3_HUMANFibronectin type-III 4. 5ATAATGTAGTCCTCTTTAATG0.408

- 6 822PROS1_uc010hoo.2_Missense_Mutation_p.C30G|PROS1_uc003dqz.3_Missense_Mutation_p.C30GNM_000313 NP_000304 P07225 PROS_HUMANEGF-like 2; calcium-binding (Potential). 1GGATCTTTGCATTCATTTATG0.348

- 13 2919IMPG2_uc011bhe.1_Nonsense_Mutation_p.R769*NM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential).|SEA 2. 3TTAGTCACTCGGAGGCTGAAG0.423

+ 9 1318CD96_uc003dxv.2_Missense_Mutation_p.S367F|CD96_uc003dxx.2_Missense_Mutation_p.S367F|CD96_uc010hpy.1_Missense_Mutation_p.S367FNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Pro/Ser/Thr-rich. 3TCTGAAATTTCCTCAACAGAC0.358

- 3 921MBD4_uc003emi.1_Missense_Mutation_p.G249R|MBD4_uc003emj.1_Missense_Mutation_p.G249R|MBD4_uc003emk.1_Intron|MBD4_uc011bkw.1_Missense_Mutation_p.G249RNM_003925 NP_003916 O95243 MBD4_HUMAN 2TTCCTACATCCTTTTTTAGTT0.363

- 2 230NMNAT3_uc003etk.2_Missense_Mutation_p.R27G|NMNAT3_uc003etl.2_RNA|NMNAT3_uc010hul.2_IntronNM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0ATGGCCACTCGGTGATGAGAA0.572

+ 5 1184AADACL2_uc010hvn.2_Missense_Mutation_p.R142QNM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0ACAAGACTTCGAAATGTTGGA0.358

- 2 3118SLITRK3_uc003fek.2_Missense_Mutation_p.P892SNM_014926 NP_055741 O94933 SLIK3_HUMANCytoplasmic (Potential). 10CAGGGGGCAGGCTGTGGCCTC0.552

+ 5 545_546FNDC3B_uc003fhz.3_Missense_Mutation_p.P125F|FNDC3B_uc003fia.2_Missense_Mutation_p.P56FNM_022763 NP_073600 Q53EP0 FND3B_HUMAN 3TCATCTCCCTCCCTATCTGACT0.535

+ 26 3581FNDC3B_uc003fhz.3_Missense_Mutation_p.E1137KNM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 9. 3CACCTCTCAGGAGCTAAGCGG0.517

- 1 320KLHL6_uc003fls.1_RNA|KLHL6_uc003flt.1_Missense_Mutation_p.V86MNM_130446 NP_569713 Q8WZ60 KLHL6_HUMAN BTB. 3GCAAGCACCACGCGGTGGCAG0.507

+ 17 1770ABCF3_uc003fna.2_Missense_Mutation_p.R540Q|ABCF3_uc003fnb.2_Missense_Mutation_p.R227QNM_018358 NP_060828 Q9NUQ8 ABCF3_HUMANABC transporter 2. 4GCACCTGTTCGGGGCATCAGA0.577

- 2 1351 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0TAGTTGGCAGGAAGTCTGTCG0.532

- 2 610 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0AGGTCCACCACGCCTTCCCGG0.493

- 3 2433ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.G613E|ZNF721_uc010ibe.2_Missense_Mutation_p.G569ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1AGGTTTCTCTCCAGTATGAAT0.398

- 3 2289ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.V565E|ZNF721_uc010ibe.2_Missense_Mutation_p.V521ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1TTTGCCACATACTTCACATGT0.398

+ 5 1035PIGG_uc003gaj.3_Missense_Mutation_p.P300L|PIGG_uc011bux.1_RNA|PIGG_uc010ibf.2_Missense_Mutation_p.P167L|PIGG_uc003gal.3_Missense_Mutation_p.P211L|PIGG_uc003gai.2_RNA|PIGG_uc011buw.1_Missense_Mutation_p.P178L|PIGG_uc003gam.2_Missense_Mutation_p.P211L|PIGG_uc003gan.2_Missense_Mutation_p.P211LNM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANLumenal (Potential). 4GAAAGGAAACCCGGTGAGAAT0.393

+ 15 2719FAM193A_uc010ick.2_Missense_Mutation_p.D990N|FAM193A_uc003gfd.2_Missense_Mutation_p.D790N|FAM193A_uc011bvm.1_Missense_Mutation_p.D812N|FAM193A_uc011bvn.1_Missense_Mutation_p.D790N|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_Intron|FAM193A_uc003gfe.2_Missense_Mutation_p.D644NNM_003704 NP_003695 P78312 F193A_HUMAN 3CAAGTACTGCGACTGCTGCTA0.577

+ 10 1351ADD1_uc003gfn.2_Intron|ADD1_uc003gfo.2_Missense_Mutation_p.G388V|ADD1_uc003gfp.2_Missense_Mutation_p.G388V|ADD1_uc003gfq.2_Missense_Mutation_p.G388V|ADD1_uc003gfs.2_Missense_Mutation_p.G388V|ADD1_uc003gft.3_Missense_Mutation_p.G388VNM_001119 NP_001110 P35611 ADDA_HUMAN 1GGACCCTAGGGCTACAGAACT0.358

+ 45 6167 NM_002111 NP_002102 P42858 HD_HUMAN 4TGTGCTGGCTCGCATGGTCGA0.502

- 14 2350EVC2_uc011bwb.1_Missense_Mutation_p.R206S|EVC2_uc003gik.2_Missense_Mutation_p.R686SNM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5GGCACCCCACGCTTGAGCAGC0.647

- 9 816CRMP1_uc003gin.1_Missense_Mutation_p.A151T|CRMP1_uc003giq.2_Missense_Mutation_p.A239T|CRMP1_uc003gir.2_Missense_Mutation_p.A234T|CRMP1_uc003gis.2_Missense_Mutation_p.A353TNM_001313 NP_001304 Q14194 DPYL1_HUMAN 2ATGGTGATGGCCCGGAACACC0.557

- 9 1669JAKMIP1_uc010idb.1_Missense_Mutation_p.D465N|JAKMIP1_uc010idc.1_Missense_Mutation_p.D280N|JAKMIP1_uc010idd.1_Missense_Mutation_p.D465N|JAKMIP1_uc011bwc.1_Missense_Mutation_p.D300N|JAKMIP1_uc003giv.3_Missense_Mutation_p.D465N|JAKMIP1_uc010ide.2_Missense_Mutation_p.D465NNM_144720 NP_653321 Q96N16 JKIP1_HUMANMediates interaction with TYK2 and GABBR1. 4GGGGTCCTGTCTGTCCTGTCT0.537

+ 8 2122WFS1_uc003gix.2_Nonsense_Mutation_p.Y652*|WFS1_uc003giz.2_Nonsense_Mutation_p.Y470*NM_001145853 NP_001139325 O76024 WFS1_HUMANHelical; (Potential). 2TCTATGTGTACCGCTCAGAGG0.607

- 16 2384AFAP1_uc011bwk.1_Missense_Mutation_p.S788N|LOC84740_uc003gkd.3_IntronNM_198595 NP_940997 Q8N556 AFAP1_HUMAN 0GGCAGCCTGGCTCTTCTTCAA0.677

+ 10 1556CPEB2_uc003gnj.1_Missense_Mutation_p.S460F|CPEB2_uc003gnk.1_Missense_Mutation_p.S498F|CPEB2_uc003gnl.1_Missense_Mutation_p.S471F|CPEB2_uc003gnm.1_Missense_Mutation_p.S468F|CPEB2_uc003gnn.1_Missense_Mutation_p.S463FNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1GTTGCTTTCTCCAATCAGCAG0.433

+ 10 1170RBPJ_uc003gry.1_Missense_Mutation_p.P297S|RBPJ_uc003grz.1_Missense_Mutation_p.P312S|RBPJ_uc011bxt.1_Missense_Mutation_p.P312S|RBPJ_uc003gsa.1_Missense_Mutation_p.P298S|RBPJ_uc003gsb.1_Missense_Mutation_p.P299S|RBPJ_uc003gsc.1_Missense_Mutation_p.P298SNM_005349 NP_005340 Q06330 SUH_HUMAN 3TTAGGCCACTCCATGTCCAAA0.338

+ 11 1414 NM_021927 NP_068746 Q8N442 GUF1_HUMAN 1CCCCAGGCTAGGATTTCTTGG0.373

+ 1 135UGT2B28_uc010ihr.2_Missense_Mutation_p.E45KNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1AATCCTGAAAGAGCTTGTTCA0.443

+ 1 331UGT2B28_uc010ihr.2_Missense_Mutation_p.S110LNM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1TTATATTTTTCACAAGAACAA0.294

+ 13 1793ALB_uc003hgw.3_Missense_Mutation_p.D382N|ALB_uc011cbe.1_Missense_Mutation_p.D253N|ALB_uc003hgt.3_Missense_Mutation_p.D574N|ALB_uc010iii.2_Missense_Mutation_p.D459N|ALB_uc003hgu.3_Missense_Mutation_p.D424N|ALB_uc003hgv.3_Missense_Mutation_p.D253N|ALB_uc011cbf.1_Missense_Mutation_p.D464N|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_Missense_Mutation_p.D253NNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 3. 6TGTTATGGATGATTTCGCAGC0.413

+ 27 3909FRAS1_uc003hkw.2_Missense_Mutation_p.G1157RNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCSPG 1.|Extracellular (Potential). 5CTCAAGAAATGGAAAAGAGGT0.478

+ 16 3326PAQR3_uc003hlm.2_Intron|PAQR3_uc003hln.2_Intron|uc010ijm.1_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1TGATGGGAAAGATAGGGGGAA0.507

+ 2 993 NM_001201 NP_001192 P12645 BMP3_HUMAN 5TACGTCCAAGGGACGCCAGCT0.438

- 3 349RASGEF1B_uc003hmj.1_Missense_Mutation_p.S69C|RASGEF1B_uc010ijq.1_Intron|RASGEF1B_uc003hmk.2_Missense_Mutation_p.S69CNM_152545 NP_689758 Q0VAM2 RGF1B_HUMANN-terminal Ras-GEF. 0AACCGAGAACTGAGTAGGAAG0.368

- 7 1006HPSE_uc010ika.2_Missense_Mutation_p.R245W|HPSE_uc011ccq.1_RNA|HPSE_uc011ccr.1_RNA|HPSE_uc011ccs.1_Missense_Mutation_p.R46W|HPSE_uc011cct.1_Missense_Mutation_p.R303W|HPSE_uc003hok.3_Missense_Mutation_p.R303WNM_001098540 NP_001092010 Q9Y251 HPSE_HUMAN 1GTAGCAGTCCGTCCATTCAAA0.299

- 8 1087ADH1A_uc011ceg.1_Intron|ADH1B_uc003hut.3_Missense_Mutation_p.D295N|ADH1B_uc011ceh.1_Missense_Mutation_p.D180N|ADH1B_uc011cei.1_Missense_Mutation_p.D295NNM_000668 NP_000659 P00325 ADH1B_HUMAN 2GCCATAAAATCAGCCACAAGT0.368

- 3 269 NM_000673 NP_000664 P40394 ADH7_HUMAN 3GCGACAGATTCCTGTGGCCAA0.393

- 26 3328CENPE_uc003hxc.1_Splice_Site_p.T1055_spliceNM_001813 NP_001804 Q02224 CENPE_HUMAN 9TTTCAATGGTCTAGAAAGAAA0.318

+ 8 1722EGF_uc011cfu.1_Missense_Mutation_p.P382S|EGF_uc011cfv.1_Missense_Mutation_p.P424SNM_001963 NP_001954 P01133 EGF_HUMANEGF-like 3.|Extracellular (Potential). 4ATGTTTCTGTCCTGAAGGCTC0.398 rs146224376

+ 9 1865_1866EGF_uc011cfu.1_Missense_Mutation_p.D430N|EGF_uc011cfv.1_Missense_Mutation_p.D472NNM_001963 NP_001954 P01133 EGF_HUMANEGF-like 4.|Extracellular (Potential). 4ACCTACAACTGGATGAAAAAAG0.441

+ 6 879LARP7_uc003iaz.2_Missense_Mutation_p.P208S|LARP7_uc003iba.2_Missense_Mutation_p.P122S|LARP7_uc003ibb.2_Missense_Mutation_p.P201SNM_016648 NP_057732 Q4G0J3 LARP7_HUMAN RRM. 3TGGCATATTTCCTAAAACAGT0.279



+ 6 951PHF17_uc003igj.2_Missense_Mutation_p.D224G|PHF17_uc003igl.2_Missense_Mutation_p.D212G|PHF17_uc011cgy.1_Missense_Mutation_p.D224G|PHF17_uc003igm.2_Missense_Mutation_p.D224GNM_199320 NP_955352 Q6IE81 JADE1_HUMAN PHD-type 1. 0GTGTTCTGTGACAAATGCAAC0.532

- 8 1705 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1ACCCACCAATTTCGGGTTGAA0.463

+ 1 1787LRBA_uc003ils.3_5'Flank|LRBA_uc003ilt.3_Intron|LRBA_uc003ilu.3_Intron|LRBA_uc010ipj.2_IntronNM_006439 NP_006430 Q9Y586 MB212_HUMAN 1GGCAGAGAGCGACGCCTGGGT0.652

+ 3 1301TLR2_uc003inr.2_Missense_Mutation_p.S361L|TLR2_uc003ins.2_Missense_Mutation_p.S361LNM_003264 NP_003255 O60603 TLR2_HUMANLRR 8.|Extracellular (Potential). 3 CATTTAAAATCATTAGAATAC0.323

+ 3 696RBM46_uc011cim.1_Missense_Mutation_p.P175S|RBM46_uc003iop.1_Missense_Mutation_p.P175SNM_144979 NP_659416 Q8TBY0 RBM46_HUMAN RRM 2. 2CATTGTTTATCCAAGTGCAAC0.353

+ 4 636GUCY1A3_uc003iou.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqc.2_Missense_Mutation_p.A34T|GUCY1A3_uc003iow.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqd.2_Missense_Mutation_p.A34T|GUCY1A3_uc003iox.2_Missense_Mutation_p.A34T|GUCY1A3_uc003ioz.2_5'UTR|GUCY1A3_uc003ioy.2_Missense_Mutation_p.A34T|GUCY1A3_uc010iqe.2_5'UTR|GUCY1A3_uc003ipa.2_RNA|GUCY1A3_uc003ipb.2_Missense_Mutation_p.A34TNM_000856 NP_000847 Q02108 GCYA3_HUMAN 4AGAGGAGGCAGCAGGAAGCTC0.488

+ 15 2993GRIA2_uc011cit.1_Missense_Mutation_p.R798Q|GRIA2_uc003ipl.3_Missense_Mutation_p.R845Q|GRIA2_uc003ipk.3_Missense_Mutation_p.R798Q|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_3'UTR|GRIA2_uc011ciy.1_3'UTR|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANCytoplasmic (Potential). 4GAGGCGAAACGAATGAAGGTG0.448

+ 11 1977TLL1_uc011cjn.1_Missense_Mutation_p.R444C|TLL1_uc011cjo.1_Missense_Mutation_p.R268CNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 1. 7GATTGAGTTTCGTAGCAGCAG0.368

- 5 685 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3AGAAACTTCCCCACTCTTTTG0.368

+ 9 1725PALLD_uc003iru.2_Missense_Mutation_p.T505N|PALLD_uc003irv.2_Missense_Mutation_p.T123NNM_016081 NP_057165 Q8WX93 PALLD_HUMANIg-like C2-type 2. 1GAGATTTGCACCCTAGTTATC0.443

- 9 1223NEK1_uc003isc.1_Missense_Mutation_p.R244K|NEK1_uc003isd.1_Missense_Mutation_p.R244K|NEK1_uc003ise.1_Missense_Mutation_p.R244K|NEK1_uc003isf.1_Missense_Mutation_p.R244K|NEK1_uc003isg.1_Missense_Mutation_p.R165KNM_012224 NP_036356 Q96PY6 NEK1_HUMANProtein kinase. 6TGGTCTATCCCTAGGATTTCT0.368

+ 8 949C4orf41_uc003ivw.2_Missense_Mutation_p.R258K|C4orf41_uc010isc.2_IntronNM_021942 NP_068761 Q7Z392 CD041_HUMAN 0CACGAATTGAGAGCCCATGAA0.318

- 10 6595 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 19. 12CTTTTTCAGTGAAATTTCACC0.428

+ 11 1176AHRR_uc003jaw.2_Missense_Mutation_p.L356I|AHRR_uc010isy.2_Missense_Mutation_p.L206I|AHRR_uc010isz.2_Missense_Mutation_p.L356I|AHRR_uc003jax.2_Missense_Mutation_p.L119I|AHRR_uc003jay.2_Missense_Mutation_p.L216I|AHRR_uc003jaz.2_5'UTRNM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2ATGCCTGTGCCTCCGGGGTGG0.662

+ 18 2891ADAMTS16_uc003jdk.1_Missense_Mutation_p.G918ENM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8CCTGTCACGGGGCTGGTGCCT0.527

- 7 2121FASTKD3_uc011cmp.1_Missense_Mutation_p.E364K|FASTKD3_uc003jec.2_RNANM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4AGTATTCATTCTTGCAACCAA0.333

+ 11 1523MTRR_uc003jee.3_Missense_Mutation_p.N471S|MTRR_uc003jef.3_RNA|MTRR_uc003jeg.3_RNA|MTRR_uc010ito.2_RNANM_024010 NP_076915 Q9UBK8 MTRR_HUMANFAD-binding FR-type. 1TTTGTCTTCAACATTGTGGAA0.443

- 78 13601DNAH5_uc003jfc.2_Nonsense_Mutation_p.W688*NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31GTCCTTCATCCATTTGGTGAC0.478

- 40 6628 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31GGTTCATCCTCATCAATCTAA0.368

- 4 959 NM_022130 NP_071413 Q9H4A6 GOLP3_HUMAN 1GTCATTCACCCATTTGTCAAG0.502

- 7 960 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0AACATTTTTTCCTGTGTTGTA0.328

+ 19 2486ITGA1_uc003jov.2_RNA|ITGA1_uc003jow.2_Missense_Mutation_p.E343KNM_181501 NP_852478 P56199 ITA1_HUMANExtracellular (Potential). 3TGGAAATAAGGAAAAATGTAT0.398

+ 20 1971DDX4_uc010ivz.2_Missense_Mutation_p.R613C|DDX4_uc003jqh.3_Missense_Mutation_p.R599C|DDX4_uc003jqj.2_Missense_Mutation_p.R484CNM_001136034 NP_001129506 Q9NQI0 DDX4_HUMANHelicase C-terminal. 2GCGTACTGGTCGTTGTGGGAA0.388

+ 2 330 NM_005242 NP_005233 P55085 PAR2_HUMANExtracellular (Potential). 1ACTGGAAAAGGAGTTACAGTT0.433

+ 33 8017GPR98_uc003kjt.2_Missense_Mutation_p.G347R|GPR98_uc003kjv.2_Missense_Mutation_p.G241RNM_032119 NP_115495 Q8WXG9 GPR98_HUMANCalx-beta 18.|Extracellular (Potential). 16TATAGGTGCTGGAGAGATTCT0.423

- 17 2333MCTP1_uc003kkv.2_Missense_Mutation_p.F557C|MCTP1_uc003kkw.2_Missense_Mutation_p.F511C|MCTP1_uc003kkz.2_Missense_Mutation_p.F439C|MCTP1_uc003kku.2_Missense_Mutation_p.F294CNM_024717 NP_078993 Q6DN14 MCTP1_HUMAN 2CATTCTGATAAAGTTTCTTAG0.353

- 13 1452EPB41L4A_uc003kpp.1_Splice_Site_p.S20_spliceNM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1ACTTCACTGACCTTTTTACTG0.313

- 1 514 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1CTCGCCGGTGCTGGACGTGTc0.383

+ 3 513FAM170A_uc003ksl.2_Missense_Mutation_p.H101Q|FAM170A_uc003ksn.2_Missense_Mutation_p.H101Q|FAM170A_uc003kso.2_Missense_Mutation_p.H54QNM_182761 NP_877438 A1A519 F170A_HUMAN 1GCTCACAACATGTCTCCTTGT0.493

+ 1 580 NM_177478 NP_803431 Q8N4E7 FTMT_HUMANFerritin-like diiron. 1CCATTTGTGCGATTTCCTGGA0.507

- 7 1289P4HA2_uc003kwg.2_Missense_Mutation_p.R242L|P4HA2_uc003kwi.2_Missense_Mutation_p.R242L|P4HA2_uc003kwk.2_Missense_Mutation_p.R242L|P4HA2_uc003kwl.2_Missense_Mutation_p.R242L|P4HA2_uc003kwj.2_Missense_Mutation_p.R242LNM_004199 NP_004190 O15460 P4HA2_HUMAN 0CCCTCCAGCTCGTTCGTGGCT0.433

- 13 1850KIF3A_uc003kxm.2_Missense_Mutation_p.E148K|KIF3A_uc003kxn.2_Missense_Mutation_p.E551K|KIF3A_uc011cxf.1_Missense_Mutation_p.E593K|KIF3A_uc003kxp.2_Missense_Mutation_p.E569KNM_007054 NP_008985 Q9Y496 KIF3A_HUMAN Potential. 1CTCTGATGTTCTTGTTGGAGA0.398

- 2 445C5orf20_uc003lav.2_5'FlankNM_001099221 NP_001092691 Q6ZNK6 TIFAB_HUMAN FHA. 0CACACACAGCCCTTGCGGCTC0.647

- 10 1614_1615KLHL3_uc011cyc.1_Missense_Mutation_p.V160M|KLHL3_uc003lbr.3_Missense_Mutation_p.V309M|KLHL3_uc011cyd.1_Intron|KLHL3_uc010jel.1_Missense_Mutation_p.V160M|KLHL3_uc010jem.1_Missense_Mutation_p.V351MNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 2. 0TCATTGAGCACCGCTGCGCCCA0.599

+ 1 563PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Missense_Mutation_p.P153S|PCDHA2_uc011czy.1_Missense_Mutation_p.P153SNM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANExtracellular (Potential). 4TTCTCGGTTTCCTCTAGAGGG0.448

+ 1 1966PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA2_uc011czy.1_Intron|PCDHA3_uc011czz.1_Missense_Mutation_p.E656KNM_018906 NP_061729 Q9Y5H8 PCDA3_HUMANCadherin 6.|Extracellular (Potential). 8GGACCACGGTGAACCCTCATT0.697

+ 1 1050PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Missense_Mutation_p.E317K|PCDHA4_uc011daa.1_Missense_Mutation_p.E317KNM_018907 NP_061730 Q9UN74 PCDA4_HUMANCadherin 3.|Extracellular (Potential). 6CAAATCCTATGAAATTATTGT0.358

+ 1 1475PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Missense_Mutation_p.S492L|PCDHA5_uc003lhj.1_Missense_Mutation_p.S492LNM_018908 NP_061731 Q9Y5H7 PCDA5_HUMANExtracellular (Potential).|Cadherin 5. 3GTGTCCTACTCGCTGGTGGAG0.662

+ 1 1922PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc011dad.1_Missense_Mutation_p.S641LNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANExtracellular (Potential).|Cadherin 6. 5GAGACTGACTCGCCACGCCAG0.647

+ 1 871PCDHB6_uc011dah.1_Missense_Mutation_p.E155KNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 3.|Extracellular (Potential). 1CCAACCCTTCGAAATAAACGC0.458

+ 1 1948PCDHB6_uc011dah.1_Missense_Mutation_p.R514CNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 6.|Extracellular (Potential). 1CGAGCCTCCGCGCTCGGCCAC0.706

+ 1 1463PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGA5_uc003lju.1_5'Flank|PCDHGB2_uc011dar.1_Missense_Mutation_p.S488F|PCDHGA5_uc011das.1_5'FlankNM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANExtracellular (Potential).|Cadherin 5. 0GGCCAAGTTTCCTACTCCATC0.592

+ 1 610PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc011dat.1_Missense_Mutation_p.E204KNM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANExtracellular (Potential).|Cadherin 2. 0GGACAGGGAAGAGCAGCCACA0.552

+ 1 2213PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkb.3_Missense_Mutation_p.A439TNM_032088 NP_114477 Q9Y5G5 PCDG8_HUMANCadherin 4.|Extracellular (Potential). 0AACTCAAATCGCTCTGCACGT0.468

+ 1 967PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lkv.1_Intron|PCDHGC3_uc003lkw.1_Intron|PCDHGC4_uc003lky.1_Intron|PCDHGC5_uc011dbc.1_Missense_Mutation_p.R323CNM_018929 NP_061752 Q9Y5F6 PCDGM_HUMANExtracellular (Potential).|Cadherin 3. 3TGCAAGAGCCCGTGACCAGGG0.542 rs142098675

+ 11 1093ARHGAP26_uc003lmt.2_Missense_Mutation_p.S353L|ARHGAP26_uc003lmw.2_Missense_Mutation_p.S353LNM_015071 NP_055886 Q9UNA1 RHG26_HUMAN PH. 1CAAGCTTTGTCGGAAGAGGAC0.498

+ 3 326FBXO38_uc003lpg.1_Missense_Mutation_p.R69Q|FBXO38_uc003lph.2_Missense_Mutation_p.R69QNM_205836 NP_995308 Q6PIJ6 FBX38_HUMANInteraction with KLF7 (By similarity).|F-box. 6CTATATCTGCGAGTTGTGAGA0.468



- 2 433CSF1R_uc011dcd.1_5'UTR|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.G80R|CSF1R_uc011dce.1_Missense_Mutation_p.G80R|CSF1R_uc011dcf.1_Missense_Mutation_p.G80RNM_005211 NP_005202 P07333 CSF1R_HUMANIg-like C2-type 1.|Extracellular (Potential). 54CGATAGGTCCCCGTGTTTTGG0.612

- 8 1034GM2A_uc011dcs.1_Intron|SLC36A2_uc003ltz.2_RNA|SLC36A2_uc003lua.2_Missense_Mutation_p.G104R|SLC36A2_uc010jhv.2_Missense_Mutation_p.G302RNM_181776 NP_861441 Q495M3 S36A2_HUMANHelical; (Potential).p.G302V(1) 2ATGGACATTCCCAAAGACAGG0.453

- 26 3239SLIT3_uc010jjg.2_Missense_Mutation_p.R947HNM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 1. 4GCAGGCACAGCGGTACAGCTC0.622

+ 2 397CCDC99_uc010jjj.2_Intron|CCDC99_uc011deq.1_5'UTR|CCDC99_uc010jjk.2_5'UTRNM_017785 NP_060255 Q96EA4 SPDLY_HUMAN Potential. 2ATTACAGAATCAATTGGATAA0.413

+ 35 3589DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.S662LNM_004946 NP_004937 Q92608 DOCK2_HUMANDHR-2.|Interaction with CRKL. 7ATTGCCAAGTCGGTGGAGAAC0.577 rs137955744

+ 4 389CPLX2_uc003mdf.1_Missense_Mutation_p.D15NNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1GGCCACAAAGGACATGGGGAA0.413

+ 4 1334NSD1_uc003mft.3_Missense_Mutation_p.R130K|NSD1_uc003mfs.1_Intron|NSD1_uc011dfx.1_Missense_Mutation_p.R47K|NSD1_uc003mfp.2_Missense_Mutation_p.R399KNM_022455 NP_071900 Q96L73 NSD1_HUMAN 3CCTGTCCTTAGGAGAAGAGGG0.418

- 5 760DOK3_uc003mhh.3_Missense_Mutation_p.G82D|DOK3_uc003mhi.3_Missense_Mutation_p.G196D|DOK3_uc003mhj.3_Missense_Mutation_p.G94D|DOK3_uc003mhl.2_Missense_Mutation_p.G196DNM_024872 NP_079148 Q7L591 DOK3_HUMAN IRS-type PTB. 0GGCCTGGGTGCCCTTGGCCTC0.687

+ 8 1246BTNL8_uc003mmq.2_3'UTR|BTNL8_uc011dhg.1_Missense_Mutation_p.A213T|BTNL8_uc010jll.2_3'UTR|BTNL8_uc010jlm.2_Missense_Mutation_p.A222T|BTNL8_uc011dhh.1_Missense_Mutation_p.A154TNM_001040462 NP_001035552 Q6UX41 BTNL8_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2GAGTTTCCAAGCAGGGAAACA0.507

+ 3 648 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANIg-like V-type.|Extracellular (Potential). 0ACAAGGACAGGATTTGTCTTC0.502

+ 8 1245BTNL3_uc010jlp.2_Missense_Mutation_p.P158SNM_197975 NP_932079 Q6UXE8 BTNL3_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 0GACTTTGTCTCCCAACAATGG0.498

- 5 734GNB2L1_uc003mnh.1_Missense_Mutation_p.G169R|GNB2L1_uc003mnk.1_Missense_Mutation_p.G132R|GNB2L1_uc003mnj.1_Missense_Mutation_p.G164R|GNB2L1_uc003mnl.1_5'UTR|GNB2L1_uc011dhk.1_Missense_Mutation_p.G210R|GNB2L1_uc010jls.2_3'UTRNM_006098 NP_006089 P63244 GBLP_HUMAN WD 5. 0ACCTTGCCTCCAGAAGCACAG0.512

- 13 1483EXOC2_uc003mte.2_Missense_Mutation_p.A450V|EXOC2_uc011dho.1_Missense_Mutation_p.A45VNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7TTCAACAAAGGCCACCCTGTG0.428

+ 1 885WRNIP1_uc003mua.2_Missense_Mutation_p.R232CNM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2CGACACGATGCGTCCTGACAC0.547

- 11 1776_1777RANBP9_uc003nba.2_Missense_Mutation_p.G232KNM_005493 NP_005484 Q96S59 RANB9_HUMAN 2TGAAGTTTCTCCAACTCCATTG0.356

- 3 711NUP153_uc011dje.1_Missense_Mutation_p.D171N|NUP153_uc010jpl.1_Missense_Mutation_p.D171NNM_005124 NP_005115 P49790 NU153_HUMAN 9GAGGTAGAATCTTTAATTTCC0.398

+ 15 1712CDKAL1_uc003ndd.1_Missense_Mutation_p.G513V|CDKAL1_uc003nde.1_Missense_Mutation_p.G422V|CDKAL1_uc003ndf.1_Intron|CDKAL1_uc003ndg.2_RNANM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2GAAGTCTCGGGTTTGACAAAG0.453

- 20 2045 NM_001503 NP_001494 P80108 PHLD_HUMAN FG-GAP 5. 3ACCCAGTTTCCCCATTGCCTG0.493

- 1 236HIST1H2BC_uc003ngl.2_Missense_Mutation_p.E72K|HIST1H2AC_uc003ngm.2_5'Flank|HIST1H2AC_uc003ngn.2_5'Flank|HIST1H2AC_uc003ngo.2_5'Flank|HIST1H2AC_uc003ngp.2_5'FlankNM_003526 NP_003517 P62807 H2B1C_HUMAN 1GCGATGCGCTCAAATATGTCG0.577

- 1 233 NM_030876 NP_110503 Q9UGF6 OR5V1_HUMANCytoplasmic (Potential). 4TGTGGATCAGTCACAGTCGTC0.393

- 3 199CCHCR1_uc011dne.1_Missense_Mutation_p.R26G|CCHCR1_uc003nsq.3_Intron|CCHCR1_uc003nsp.3_Missense_Mutation_p.R115G|CCHCR1_uc010jsk.1_Missense_Mutation_p.R26G|TCF19_uc003nss.2_5'Flank|TCF19_uc003nst.2_5'FlankNM_019052 NP_061925 Q8TD31 CCHCR_HUMAN 1GGAGCCATTCTTGGCAGAGTT0.547

- 5 1046HLA-C_uc003ntb.2_Intron|HLA-C_uc003ntc.1_5'Flank|HLA-B_uc010jsm.1_Intron|HLA-B_uc011dnk.1_RNA|HLA-B_uc003ntf.2_Intron|HLA-B_uc003ntg.1_Missense_Mutation_p.M210K|HLA-B_uc003nti.1_IntronNM_005514 NP_005505 P01889 1B07_HUMANHelical; (Potential). 0CCTCCTACACATCACAGCAGC0.597

+ 18 1739MSH5_uc003nwt.1_Missense_Mutation_p.L571F|MSH5_uc003nwu.1_Missense_Mutation_p.L554F|MSH5_uc003nww.1_Missense_Mutation_p.L554F|MSH5_uc003nwx.1_Missense_Mutation_p.L571F|MSH5_uc011dof.1_Missense_Mutation_p.L253F|MSH5_uc003nwy.1_Missense_Mutation_p.L228F|MSH5_uc003nwz.3_RNANM_172166 NP_751898 O43196 MSH5_HUMAN 3CCCACAAGTCCTTGGGGTACG0.572

- 12 1907_1908C6orf27_uc003nxd.2_Missense_Mutation_p.P232FNM_025258 NP_079534 Q9Y334 G7C_HUMAN 3GTGACCTAGAGGACCCCCGCCT0.584

- 1 341PBX2_uc003oaw.2_Missense_Mutation_p.E24KNM_002586 NP_002577 P40425 PBX2_HUMAN 1CCCCCAGGCTCCCCACTCACC0.592

- 4 1457ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7GTTGTCTTTGGGAATCCCAGG0.478

+ 9 999CAPN11_uc011dvn.1_5'FlankNM_007058 NP_008989 Q9UMQ6 CAN11_HUMANCalpain catalytic. 2GGTCCGGAATCCCTGGGGCCG0.597

- 3 650RCAN2_uc003oyc.1_Missense_Mutation_p.S158L|RCAN2_uc003oyd.1_Missense_Mutation_p.S158LNM_005822 NP_005813 Q14206 RCAN2_HUMAN 0GGAAGGGGGCGAGATGAGAAA0.532

- 17 2787GPR116_uc011dwj.1_Missense_Mutation_p.S388F|GPR116_uc011dwk.1_Missense_Mutation_p.S262F|GPR116_uc003oyp.3_Missense_Mutation_p.S691F|GPR116_uc003oyq.3_Missense_Mutation_p.S833F|GPR116_uc010jzi.1_Missense_Mutation_p.S505FNM_001098518 NP_001091988 Q8IZF2 GP116_HUMANExtracellular (Potential). 2TAATGCTTGGGAAAATCTTTC0.463

- 5 484 NM_145740 NP_665683 P08263 GSTA1_HUMANGST C-terminal. 1TTTTCTCTTTGATCAAGGCAA0.398

+ 1 501TINAG_uc003pci.2_Missense_Mutation_p.G119S|TINAG_uc010jzt.2_RNANM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4GTATCCAGAAGGTAGGCTTTG0.353

+ 7 1671BAI3_uc010kak.2_Missense_Mutation_p.S408LNM_001704 NP_001695 O60242 BAI3_HUMANTSP type-1 3.|Extracellular (Potential). 50GAGTGGAGTTCGTGGAGCCAG0.527

+ 14 3788FAM135A_uc003pfi.2_Missense_Mutation_p.P1023S|FAM135A_uc003pfh.2_Missense_Mutation_p.P1006S|FAM135A_uc003pfl.2_Missense_Mutation_p.P886S|FAM135A_uc003pfn.2_Missense_Mutation_p.P425S|FAM135A_uc003pfo.1_Missense_Mutation_p.P590S|FAM135A_uc010kan.1_5'UTRNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1ACTAAAACTTCCTGGGTTCAT0.393

+ 19 4409FAM135A_uc003pfi.2_Missense_Mutation_p.R1230C|FAM135A_uc003pfh.2_Missense_Mutation_p.R1213C|FAM135A_uc003pfl.2_Missense_Mutation_p.R1093C|FAM135A_uc003pfn.2_Missense_Mutation_p.R632C|FAM135A_uc003pfo.1_Missense_Mutation_p.R797C|FAM135A_uc010kan.1_Missense_Mutation_p.R168C|FAM135A_uc003pfp.2_5'UTRNM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1CCTACAGGATCGCTATGTTCC0.328

- 51 8038COL12A1_uc003pht.2_Missense_Mutation_p.K1460NNM_004370 NP_004361 Q99715 COCA1_HUMANTSP N-terminal.|Nonhelical region (NC3). 9CTCTTGTATCCTTGTTAAAGA0.279

- 5 3300FILIP1_uc003phy.1_Missense_Mutation_p.R976Q|FILIP1_uc003phz.2_Missense_Mutation_p.R877Q|FILIP1_uc010kbe.2_Missense_Mutation_p.R979Q|FILIP1_uc003pib.1_Missense_Mutation_p.R728QNM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4GGACATGGCTCGTTCTGGGCC0.443

+ 2 1331PRSS35_uc010kbm.2_Missense_Mutation_p.R390CNM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1CGTTGCTGTTCGCATCACTCC0.507

+ 15 2676GRIK2_uc003pqo.3_Missense_Mutation_p.S809R|GRIK2_uc010kcw.2_Missense_Mutation_p.S809RNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5AAGAGGAGAGCAAAGAGGCCA0.483

- 15 2148LAMA4_uc003pvv.2_Missense_Mutation_p.M606I|LAMA4_uc003pvt.2_Missense_Mutation_p.M606INM_001105206 NP_001098676 Q16363 LAMA4_HUMANPotential.|Domain II and I. 9CCAGCCCGTTCATATCTGAAC0.358

- 30 5123ROS1_uc011ebi.1_Intron|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANFibronectin type-III 7.|Extracellular (Potential). 25CACCACATTTCCTCAGAGTGG0.398

- 14 3238FAM184A_uc003pyk.3_Intron|FAM184A_uc003pyl.3_Intron|FAM184A_uc003pyi.2_RNANM_024581 NP_078857 Q8NB25 F184A_HUMAN 7GCATTTATTTCCTTGAGTAGC0.358

- 2 232VNN2_uc003qds.2_5'UTR|VNN2_uc010kgb.2_Missense_Mutation_p.R74Q|VNN2_uc003qdv.2_Missense_Mutation_p.R21QNM_004665 NP_004656 O95498 VNN2_HUMAN CN hydrolase. 0CACAATGATTCGAGCACCCTG0.448

- 4 1101BCLAF1_uc003qgw.1_Missense_Mutation_p.R283Q|BCLAF1_uc003qgy.1_Missense_Mutation_p.R281Q|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.R281QNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1AGGACTGTATCGACTAGATCC0.443 rs145724464

- 11 1526MAP7_uc011edf.1_Missense_Mutation_p.P412Q|MAP7_uc011edg.1_Missense_Mutation_p.P457Q|MAP7_uc010kgu.2_Missense_Mutation_p.P449Q|MAP7_uc011edh.1_Missense_Mutation_p.P412Q|MAP7_uc010kgv.2_Missense_Mutation_p.P449Q|MAP7_uc010kgs.2_Missense_Mutation_p.P281Q|MAP7_uc011edi.1_Missense_Mutation_p.P281Q|MAP7_uc010kgq.1_Missense_Mutation_p.P333Q|MAP7_uc003qha.1_Missense_Mutation_p.P390QNM_003980 NP_003971 Q14244 MAP7_HUMAN Pro-rich. 0 ggccatggctggagcAGCTGC0.214

- 2 598SHPRH_uc003qld.2_Missense_Mutation_p.H67Y|SHPRH_uc003qle.2_Missense_Mutation_p.H67Y|SHPRH_uc003qlg.1_5'UTR|SHPRH_uc003qlj.1_Intron|SHPRH_uc003qlk.1_Missense_Mutation_p.H67YNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3TTATCTCTGTGAGCCACTTCT0.388

- 3 652 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1TGTGAGGCCTCAGGGACCTGC0.557

+ 13 4101TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1AACACGTACACCCTCCCCGGC0.662



+ 10 1394 NM_000876 NP_000867 P11717 MPRI_HUMANLumenal (Potential).|3. 3GATATATTTTGGAGGTGATGA0.423

+ 44 6746 NM_000876 NP_000867 P11717 MPRI_HUMAN15.|Lumenal (Potential). 3GAAGCCCAACGATCAGCACTT0.498

- 30 4833 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6TGCAGTACTCCCACCTCACAC0.493

- 21 3334 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 32. 6CAAGTTCTTCCTGTGACAGTG0.483

+ 10 1246 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4CACCACCACAGGAAAGAAGTG0.488

- 15 2490 NM_003247 NP_003238 P35442 TSP2_HUMAN TSP type-3 2. 5TCGGTCACACCGTCATTGTCA0.562

+ 2 659AMZ1_uc003sms.1_Missense_Mutation_p.P100S|AMZ1_uc011jwa.1_5'FlankNM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0CTACCTACAGCCGATAGGTAC0.642

+ 18 3226PHF14_uc011jxj.1_Missense_Mutation_p.E646K|PHF14_uc003ssa.2_RNANM_001007157 NP_001007158 O94880 PHF14_HUMAN 3AAATGAAGCTGAAAGAAAAAA0.274

+ 4 681TMEM106B_uc003ssh.2_Missense_Mutation_p.T94INM_018374 NP_060844 Q9NUM4 T106B_HUMAN 0CCAAGAAGAACGTAAGTGATT0.279

- 5 698MACC1_uc010kug.2_Missense_Mutation_p.S130FNM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3ATTTCTTGAGGAAGTCTGCCT0.383

+ 41 6681 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 2 (By similarity). 15GCTGTGACAACAGATGAACTC0.393

+ 5 1138FAM188B_uc010kwe.2_Missense_Mutation_p.P325LNM_032222 NP_115598 Q4G0A6 F188B_HUMAN 0GGCAGCCAGCCCGCACCTGTC0.547

+ 11 2499CCDC129_uc011kad.1_Missense_Mutation_p.M512I|CCDC129_uc003tci.1_Missense_Mutation_p.M353I|CCDC129_uc011kae.1_Missense_Mutation_p.M528I|CCDC129_uc003tck.1_Missense_Mutation_p.M410INM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0TATCTGTGATGGAGGAAGAGT0.537

- 10 1458PDE1C_uc003tcn.1_Missense_Mutation_p.R330Q|PDE1C_uc003tco.1_Missense_Mutation_p.R390Q|PDE1C_uc003tcr.2_Missense_Mutation_p.R330Q|PDE1C_uc003tcs.2_Missense_Mutation_p.R330QNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4TACCAAGGTTCGAAACTCCCT0.388

+ 10 1133 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFC 5. 3ATTCCCATCAGTAGCTGCCCA0.483

+ 4 2353CDK13_uc003thi.3_Nonsense_Mutation_p.K691*|CDK13_uc011kbf.1_Nonsense_Mutation_p.K77*NM_003718 NP_003709 Q14004 CDK13_HUMAN 5TGGTGAAACCAAAGAAAAAGA0.343

+ 2 91ZNF713_uc003tra.1_Missense_Mutation_p.S31L|MRPS17_uc003trb.2_Missense_Mutation_p.S18LNM_182633 NP_872439 Q8N859 ZN713_HUMAN 2TTTCAGGAATCACTGACGTTT0.517

- 5 1605 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4TAAGCTAAAGGCTTTGCCACA0.443

+ 7 2086ZNF107_uc003tte.2_Missense_Mutation_p.H434YNM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1TAAGAAAATTCATACTGGAGA0.353

- 14 1282HIP1_uc011kfz.1_Missense_Mutation_p.A291ENM_005338 NP_005329 O00291 HIP1_HUMANPotential.|pDED. 8GGCCAGATCTGCTTCCAGCTC0.677

- 2 1134CCDC146_uc003ufz.1_Intron|CCDC146_uc003uga.2_IntronNM_006682 NP_006673 Q14314 FGL2_HUMANFibrinogen C-terminal. 2AGAAGGATATCGATCATTGTC0.398

- 5 7208PCLO_uc003uhv.2_Missense_Mutation_p.E2307K|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TTCCCAGTTTCCTTCTTGGCT0.418

- 5 4875PCLO_uc003uhv.2_Missense_Mutation_p.R1529QNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7ACTAGTTCTTCGTTTTCTTTG0.398

- 22 3032ABCB1_uc011khc.1_Missense_Mutation_p.G808RNM_000927 NP_000918 P08183 MDR1_HUMANABC transmembrane type-1 2.|Helical; (Potential). 7TCAACAACTCCTGCTATTGCA0.353

- 16 2195ABCB1_uc011khc.1_Missense_Mutation_p.R529CNM_000927 NP_000918 P08183 MDR1_HUMANABC transporter 1.|Cytoplasmic (Potential). 7TCAGCATTACGAACTGTAGAC0.393 rs28381914

+ 14 2378ZAN_uc003uwk.2_Missense_Mutation_p.P738L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCACCCCC0.522

- 33 4973_4974RELN_uc010liz.2_Missense_Mutation_p.G1605KNM_005045 NP_005036 P78509 RELN_HUMAN 19GTCTTGAAATCCAGTTTGAGAG0.411

- 4 1349 NM_002711 NP_002702 Q16821 PPR3A_HUMAN p.D440N(1) 34TTAGCATTATCATCCAGGACT0.418 rs145814266

+ 9 1536FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_Missense_Mutation_p.V413M|FOXP2_uc003vha.2_Missense_Mutation_p.V296M|FOXP2_uc011kmu.1_Missense_Mutation_p.V405M|FOXP2_uc011kmv.1_Missense_Mutation_p.V387M|FOXP2_uc010ljz.1_Missense_Mutation_p.V296M|FOXP2_uc003vhd.2_Missense_Mutation_p.V388M|FOXP2_uc003vhc.2_Missense_Mutation_p.V413MNM_014491 NP_055306 O15409 FOXP2_HUMANLeucine-zipper. 8AATGCAGGTGGTGCAACAGTT0.408

+ 14 2219CFTR_uc011knq.1_Missense_Mutation_p.K102INM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5TTTGGGGAAAAAAGGAAGAAT0.378

- 13 1461SLC13A1_uc010lks.2_Missense_Mutation_p.L355WNM_022444 NP_071889 Q9BZW2 S13A1_HUMANHelical; (Potential). 2TGTCACCATCAAAGAAGATAT0.363

- 5 1827ZNF800_uc003vlw.1_Missense_Mutation_p.P425S|ZNF800_uc003vly.1_Missense_Mutation_p.P522S|ZNF800_uc010lla.2_Missense_Mutation_p.P522SNM_176814 NP_789784 Q2TB10 ZN800_HUMAN C2H2-type 6. 1GTGCAAAGAGGACACTTGTAG0.358

+ 6 705TSPAN33_uc003voq.1_5'UTRNM_178562 NP_848657 Q86UF1 TSN33_HUMANExtracellular (Potential). 1TGCTGTGGAGGGATTTCCTAC0.512

- 33 2983DGKI_uc003vtu.2_Splice_Site_p.T663_spliceNM_004717 NP_004708 O75912 DGKI_HUMAN 3GTCTCACCCCTAAATCAAAGA0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 14 1711_1712 NM_000420 NP_000411 P23276 KELL_HUMANExtracellular (Potential). 4GAAGCTCGATCCAAGCTGTATC0.545

+ 1 757 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMANHelical; Name=6; (Potential). 2CCTGATCATTGATGCCGCAAA0.498

+ 1 1267 NM_001008747 NP_001008747 A4D2H0 A4D2H0_HUMAN 0AGAAGAGAAGCTTTCTAGAGT0.378

+ 2 493ZNF282_uc011kun.1_Missense_Mutation_p.E130K|ZNF282_uc003wfn.2_Missense_Mutation_p.E70K|ZNF282_uc003wfo.2_Missense_Mutation_p.E70KNM_003575 NP_003566 Q9UDV7 ZN282_HUMAN 0GGGGACAGCCGAGAAGAAGCT0.632

- 2 965 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1CGCAGGATCCAGAAATTTCTG0.562

+ 1 566LRRC61_uc003wgv.2_Intron|LRRC61_uc003wgx.2_Intron|LRRC61_uc003wgw.2_IntronNM_138434 NP_612443 Q96FA7 CG029_HUMAN 1GATGGTGGTCCGCGAGGCGAG0.632

- 36 5881MLL3_uc003wkz.2_Missense_Mutation_p.N949YNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63GGTCGTGAGTTAGAGGACCCA0.527

- 22 3673MLL3_uc003wkz.2_Missense_Mutation_p.E213KNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63AGTGAAGATTCACAGCAGTCT0.269

- 58 9334CSMD1_uc011kwj.1_Missense_Mutation_p.P2311S|CSMD1_uc010lrg.2_IntronNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 23. 25GGTGTGCCAGGGTTGCCACAG0.522

- 28 4819CSMD1_uc011kwj.1_Missense_Mutation_p.E869K|CSMD1_uc003wqe.2_Missense_Mutation_p.E633KNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 9. 25CAGTCACATTCCTTCCCAGGA0.458

- 20 3332CSMD1_uc011kwj.1_Missense_Mutation_p.S373F|CSMD1_uc003wqe.2_Missense_Mutation_p.S137FNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 6. 25ATAGTCGTGGGAACTCTCAAG0.478

+ 24 2749XPO7_uc010lti.2_Missense_Mutation_p.Y892D|XPO7_uc010ltk.2_Missense_Mutation_p.Y884DNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5CCCACAGGATTACCCCAAGCT0.458



- 10 1281 NM_003844 NP_003835 O00220 TR10A_HUMANCytoplasmic (Potential).|Death. 6TACAAGGCATCCCCTGGGCCT0.537

+ 6 619ADAM7_uc003xea.1_Missense_Mutation_p.S169FNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5GCCAATTATTCCTGTACAGAG0.373

+ 3 2501NEFM_uc011lac.1_Missense_Mutation_p.R605K|NEFM_uc010lue.2_Missense_Mutation_p.R447KNM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1 ggcagtgggagggaagaggag0.214

+ 3 756DDHD2_uc003xla.2_Missense_Mutation_p.P127S|DDHD2_uc003xlc.2_Missense_Mutation_p.P127S|DDHD2_uc011lbl.1_5'UTRNM_015214 NP_056029 O94830 DDHD2_HUMAN 2TAAGTATGTTCCCTACTCGGA0.398

- 2 461 NM_003068 NP_003059 O43623 SNAI2_HUMAN 2CTGAGCCACTGTGGTCCTTGG0.517

- 17 3318PXDNL_uc003xqt.3_RNANM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2TCGGAAATTTCACCTAAGGTG0.473

+ 4 1262_1263RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TTTTCCAGGAAGAACAGAAAGT0.396

+ 4 3056 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TTTTGTTATGGAAAGTAATAA0.328

+ 4 6432 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AACTGTCATTACTTCTTTGAA0.323

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3AGGTGGATGGGAAATCCAGAC0.443

- 1 292SGK3_uc003xwp.2_5'Flank|C8orf44_uc003xwo.1_5'FlankNM_025054 NP_079330 Q96JH7 VCIP1_HUMAN Pro-rich. 8 gtggcggcggcaacggaggcg0.527

- 9 1280 CPA6_uc003xxr.3_IntronNM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2CTAAAATTGGGAATTGTTGCA0.378 rs140734555

+ 26 3317 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17CAGGAAGATTCTGGTCATGAC0.393

- 6 732RPL7_uc003xzh.1_Missense_Mutation_p.E197GNM_000971 NP_000962 P18124 RL7_HUMAN 0GATCTGGTCCTCCCTGTTGCC0.433

+ 8 1009HNF4G_uc003yar.2_Missense_Mutation_p.D284NNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1TGTATTTTTTGATCCAGGTTG0.318

- 5 833_834HEY1_uc010lzq.2_Missense_Mutation_p.E93K|HEY1_uc003ybl.2_Missense_Mutation_p.E216KNM_012258 NP_036390 Q9Y5J3 HEY1_HUMAN 3TGGTGCGGTTCCGTGGGTGAGG0.713

+ 2 927 NM_173549 NP_775820 Q6P6B1 CH047_HUMAN Glu-rich. 0CTTCTAGAAAGAATTCCCAAA0.433

- 6 817STK3_uc003yio.2_Missense_Mutation_p.P254S|STK3_uc010mbm.1_IntronNM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4ACCCTCATTGGATGTATATCA0.348

+ 14 2460RIMS2_uc003ylp.2_Missense_Mutation_p.G962E|RIMS2_uc003ylw.2_Missense_Mutation_p.G754E|RIMS2_uc003ylq.2_Missense_Mutation_p.G754E|RIMS2_uc003ylr.2_Missense_Mutation_p.G801E|RIMS2_uc003ylt.2_Missense_Mutation_p.G347ENM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15GATGTTATAGGAAGGACTAGA0.388

+ 28 4156RIMS2_uc003ylp.2_Missense_Mutation_p.M1287I|RIMS2_uc003ylq.2_Missense_Mutation_p.M1101I|RIMS2_uc003ylr.2_Missense_Mutation_p.M1126INM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15ATGGCCGCATGGATCACAAAT0.393

- 10 924NRBP2_uc003yzv.2_Missense_Mutation_p.V19I|NRBP2_uc003yzz.1_5'Flank|NRBP2_uc003yzw.2_5'Flank|NRBP2_uc010mfl.2_5'Flank|NRBP2_uc010mfm.2_Missense_Mutation_p.V19I|NRBP2_uc011lks.1_Missense_Mutation_p.V19I|NRBP2_uc003yzy.2_Missense_Mutation_p.V19INM_178564 NP_848659 Q9NSY0 NRBP2_HUMANProtein kinase. 2TCCTCTGTGACCCGGGTGTCC0.647

- 12 835PTPRD_uc003zkp.2_Missense_Mutation_p.S42T|PTPRD_uc003zkq.2_Missense_Mutation_p.S42T|PTPRD_uc003zkr.2_Missense_Mutation_p.S42T|PTPRD_uc003zks.2_Missense_Mutation_p.S42T|PTPRD_uc003zkl.2_Missense_Mutation_p.S42T|PTPRD_uc003zkm.2_Missense_Mutation_p.S42T|PTPRD_uc003zkn.2_Missense_Mutation_p.S42T|PTPRD_uc003zko.2_Missense_Mutation_p.S42T|PTPRD_uc003zkt.1_Missense_Mutation_p.S42TNM_002839 NP_002830 P23468 PTPRD_HUMANIg-like C2-type 1.|Extracellular (Potential). 22CAGATGAAAGAGGCAACTCCG0.418

- 8 1257MPDZ_uc010mhy.2_Missense_Mutation_p.L400F|MPDZ_uc010mhz.2_Missense_Mutation_p.L400F|MPDZ_uc011lmn.1_Missense_Mutation_p.L400F|MPDZ_uc003zlb.3_Missense_Mutation_p.L400FNM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 3. 6 TAAAATTACCCAATTTTTTAT0.303

+ 10 1439UNC13B_uc010mkl.1_Missense_Mutation_p.V383F|UNC13B_uc003zwr.2_Missense_Mutation_p.V383FNM_006377 NP_006368 O14795 UN13B_HUMAN 5AGTTACCAAGGTTCGACTCCA0.433

- 2 1376 NM_003028 NP_003019 Q15464 SHB_HUMANMediates interaction with LAT, FAK1, JAK1 and JAK3. 3TCATAGGGCTCCATGTAGCCA0.557

+ 1 526LOC442421_uc004aed.1_RNA 0CCTGGAGCCCAATCTGCTGGA0.607 rs141617852

+ 6 1181CENPP_uc010mqx.2_Missense_Mutation_p.P102L|CENPP_uc004asj.2_Missense_Mutation_p.P41LNM_001012267 NP_001012267 Q6IPU0 CENPP_HUMAN 2GCCAGCCGGCCAGGGTGAGCC0.567

+ 2 371 NM_001012994 NP_001013012 Q5VWJ9 SNX30_HUMAN 0ATCTTCCCTTCTCAACAGACT0.403

- 1 779 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANExtracellular (Potential). 3AATGGAGGGAGGACACAGGTA0.527

- 2 494 NM_005347 NP_005338 P11021 GRP78_HUMAN 4TGGTTCTTGGCGGCATCGCCA0.607

- 3 1359RALGPS1_uc004bqo.1_Intron|RALGPS1_uc011mab.1_Intron|RALGPS1_uc011mac.1_Intron|RALGPS1_uc004bqq.3_Intron|ANGPTL2_uc010mxg.1_5'UTRNM_012098 NP_036230 Q9UKU9 ANGL2_HUMANFibrinogen C-terminal. 0GAGCTGGTGTCGTGGCCATCC0.632

+ 8 1166SLC2A8_uc010mxj.2_Missense_Mutation_p.A374V|SLC2A8_uc004bqv.2_Missense_Mutation_p.A46VNM_014580 NP_055395 Q9NY64 GTR8_HUMANHelical; Name=10; (Potential). 2GCCTGGCTGGCCGTGGGCAGC0.701

+ 13 1160LRSAM1_uc010mxk.1_Missense_Mutation_p.R272Q|LRSAM1_uc004brc.1_Missense_Mutation_p.R272Q|LRSAM1_uc004brd.1_Missense_Mutation_p.R272Q|LRSAM1_uc004bre.1_5'UTRNM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN Potential. 0GAGTTTGAACGGCGCCTGGAA0.582

- 5 374C9orf78_uc004byo.2_Missense_Mutation_p.S26L|C9orf78_uc004byq.1_Missense_Mutation_p.S47LNM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0TGCAGAAAACGATGTCCCCAG0.507

- 5 668RAPGEF1_uc004cbb.2_Missense_Mutation_p.E198K|RAPGEF1_uc010mzn.2_Missense_Mutation_p.E185K|RAPGEF1_uc004cbd.2_Missense_Mutation_p.E185KNM_005312 NP_005303 Q13905 RPGF1_HUMAN 7TCCTTGTCTTCTGAGTTCACG0.557

+ 6 598WDR5_uc004cez.2_Missense_Mutation_p.L143FNM_017588 NP_060058 P61964 WDR5_HUMAN WD 3. 0CCAGTCCAACCTTATTGTCTC0.473

+ 2 593 NM_000093 NP_000084 P20908 CO5A1_HUMANTSP N-terminal. 11TTCCAAAGGCCCGGATGTCGC0.557

- 6 929 NM_017617 NP_060087 P46531 NOTC1_HUMANExtracellular (Potential).|EGF-like 8; calcium-binding (Potential).p.G310R(1) 856GTGGCAGGTCCCGCCGTTCTG0.627

- 2 1609TPRN_uc004clu.2_Missense_Mutation_p.E537KNM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 tcctcctgctcTAGGGAGCTC0.348

+ 4 1016_1017TUBB2C_uc004cmg.1_Missense_Mutation_p.P159LNM_006088 NP_006079 P68371 TBB2C_HUMAN 1GCCTGCGACCCCCGCCATGGCC0.604

- 6 2812NLGN4X_uc004crp.2_Missense_Mutation_p.I791F|NLGN4X_uc004crq.2_Missense_Mutation_p.I771F|NLGN4X_uc010ndi.2_Missense_Mutation_p.I808F|NLGN4X_uc004crr.2_Missense_Mutation_p.I771F|NLGN4X_uc010ndj.2_Missense_Mutation_p.I771FNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANCytoplasmic (Potential). 4ATAAGTGGGATGTCATCTGGC0.557

+ 3 317 NM_016562 NP_057646 Q9NYK1 TLR7_HUMANExtracellular (Potential).|LRR 1. 5GACAGAAATTCCTGGAGGTAT0.493

+ 2 769TCEANC_uc010nee.1_Missense_Mutation_p.L180P|TCEANC_uc010nef.1_Missense_Mutation_p.L180P|TCEANC_uc010neg.1_Missense_Mutation_p.L210P|TCEANC_uc004cvl.2_RNANM_152634 NP_689847 Q8N8B7 TEANC_HUMANTFIIS central. 1TGCATAGAGCTTCTTTACGCA0.428

- 3 569 NM_030624 NP_085127 Q96M94 KLH15_HUMAN 2GCAGCCTGAAGAATCTCATGA0.388

+ 1 1487 NM_001136533 NP_001130005 2AAGGGACACAGAAATAATACC0.448

+ 4 1179MAGEB1_uc004dcd.2_Missense_Mutation_p.E287K|MAGEB1_uc004dce.2_Missense_Mutation_p.E287KNM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0GAAAGTCCTCGAGTTTTTGGC0.512

- 40 5918DMD_uc004dcw.2_Missense_Mutation_p.C548S|DMD_uc004dcx.2_Missense_Mutation_p.C551S|DMD_uc004dcz.2_Missense_Mutation_p.C1769S|DMD_uc004dcy.1_Missense_Mutation_p.C1888S|DMD_uc004ddb.1_Missense_Mutation_p.C1884S|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMANSpectrin 13.|Interaction with SYNM (By similarity). 6TCATCCAAGCATTTCAGGAGA0.383



+ 8 1437CXorf22_uc010ngv.2_RNANM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3AATTGATCCTGAAAAGGGCAA0.373

+ 1 281 NM_000531 NP_000522 P00480 OTC_HUMAN 2CTTCATGGTTCGAAATTTTCG0.378 rs72552300

- 27 4003MED14_uc004dey.1_Missense_Mutation_p.R190KNM_004229 NP_004220 O60244 MED14_HUMAN 4AACACATACTCTTGTTTCAAA0.343

+ 22 2876RBM10_uc004dhg.2_Missense_Mutation_p.P755A|RBM10_uc004dhh.2_Missense_Mutation_p.P832A|RBM10_uc010nhq.2_Missense_Mutation_p.P756A|RBM10_uc004dhi.2_Missense_Mutation_p.P898ANM_005676 NP_005667 P98175 RBM10_HUMAN 5GCCGCCAGAGCCCAAGAGGAG0.612

+ 1 132_133UXT_uc004dim.2_5'UTR|UXT_uc004din.2_Intron|LOC100133957_uc011mls.1_Missense_Mutation_p.P20QNR_027444 0CCAGTTTGGCCTCACACACAGT0.653

+ 6 822 NM_007137 NP_009068 P51508 ZNF81_HUMAN 0ACTTCTGAGTCGCACTACTTT0.333

- 41 4908CACNA1F_uc010nip.2_Missense_Mutation_p.A1605TNM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential). 6ACCTGAAGGGCGGAAGAGGTG0.512

- 2 164 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VIT. 6AGACACCACCGTGGAGCGCAT0.493

+ 3 582TRO_uc011moj.1_Missense_Mutation_p.H102Y|TRO_uc004dts.2_Missense_Mutation_p.H159Y|TRO_uc004dtr.2_Missense_Mutation_p.H159Y|TRO_uc004dtt.2_RNA|TRO_uc004dtu.2_Intron|TRO_uc004dtv.2_Intron|TRO_uc011mok.1_Intron|TRO_uc004dtw.2_Intron|TRO_uc004dtx.2_5'FlankNM_001039705 NP_001034794 Q12816 TROP_HUMAN 1CCCAACTGGCCATGAGGGTGG0.507

- 1 999 NM_001012968 NP_001012986 Q56A73 SPIN4_HUMAN 2ATAGAGAACAGGATCTTTCTC0.448

- 2 1620PJA1_uc011mpi.1_Missense_Mutation_p.R163Q|PJA1_uc004dxg.2_Missense_Mutation_p.R257Q|PJA1_uc004dxi.2_Missense_Mutation_p.R390QNM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0AGATGGTTCTCGAACTTCTTC0.572

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

- 3 1196 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15CTCCATATTTCATATTTTCTC0.453

- 16 2144ABCB7_uc004ebz.2_Missense_Mutation_p.T708A|ABCB7_uc011mqn.1_Missense_Mutation_p.T681A|ABCB7_uc010nls.2_Missense_Mutation_p.T668A|ABCB7_uc010nlt.2_Missense_Mutation_p.T667ANM_004299 NP_004290 O75027 ABCB7_HUMAN 1CTGCTCTGTGTATGCCACATT0.408

+ 1 392DACH2_uc004eex.2_Missense_Mutation_p.H74Q|DACH2_uc010nmq.2_5'UTRNM_053281 NP_444511 Q96NX9 DACH2_HUMANDACHbox-N. 5TCGACATGCACGGGATGAAGG0.547

- 3 1172 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0CCTTCCTTAAGAAATTTTGCA0.483

+ 13 1481NRK_uc010npc.1_Missense_Mutation_p.R61KNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14TCTCAGCCAAGGTGGCTACCT0.557

+ 32 2967COL4A5_uc011mso.1_Missense_Mutation_p.K922I|COL4A5_uc004eob.1_Missense_Mutation_p.K530INM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4CCTGGTCTTAAAGGTAATAAT0.408

+ 13 1753 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 CAATTTCATAGACCTAATTAT0.358

- 11 1931 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5ACTAACCATGGAATTGTCCAT0.458

- 10 1456 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5AGCTTCTTTTCGTTGATTTCT0.433

- 16 1707THOC2_uc011muh.1_Missense_Mutation_p.E480KNM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3TTCACATTTTCCTTGGTTAGG0.388

- 31 8096ODZ1_uc011muj.1_Missense_Mutation_p.E2684K|ODZ1_uc010nqy.2_Missense_Mutation_p.E2685KNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23TTTTCCCCTTCTGTCCATGCC0.517

- 6 2931USP26_uc011mvf.1_Missense_Mutation_p.D821YNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8TAGGTATGATCTCCCTTATCA0.383

- 6 2929USP26_uc011mvf.1_Missense_Mutation_p.G820VNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8GGTATGATCTCCCTTATCATC0.383

+ 6 5036GPR112_uc010nsb.1_Missense_Mutation_p.S1377F|GPR112_uc010nsc.1_Missense_Mutation_p.S1349FNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12TCTGACACTTCCACAAGAGTT0.428

- 14 1540ATP11C_uc004fay.2_RNA|ATP11C_uc004fba.2_Missense_Mutation_p.D481NNM_173694 NP_775965 Q8NB49 AT11C_HUMANCytoplasmic (Potential). 8TCAACAGCATCGTTTGTTTTG0.353

+ 4 1679MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.478

+ 4 1681MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CCCCTGAGAGAACTCACAGTA0.483

+ 2 124 NM_001009614 NP_001009614 Q5VSR9 SPXN1_HUMAN 0GAGTTTGAAAAAGATGAAAAC0.408

- 3 913MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.D187N|CSAG1_uc004fge.2_5'Flank|CSAG1_uc004fgf.2_5'Flank|CSAG1_uc004fgd.2_5'FlankNM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1AGCAGGCCATCGTAGGAGAGG0.582

+ 9 813SRPK3_uc004fik.2_Missense_Mutation_p.G327S|SRPK3_uc010nul.2_Missense_Mutation_p.G218S|SRPK3_uc004fin.2_Missense_Mutation_p.G260S|SRPK3_uc004fim.2_Missense_Mutation_p.G260SNM_014370 NP_055185 Q9UPE1 SRPK3_HUMANProtein kinase. 3ACAGCAGACCGGTAAGCTGTC0.627

- 9 998MPP1_uc010nvg.1_Missense_Mutation_p.R275C|MPP1_uc011mzv.1_Missense_Mutation_p.R265C|MPP1_uc004fmq.1_Missense_Mutation_p.R249C|MPP1_uc011mzw.1_Missense_Mutation_p.R278CNM_002436 NP_002427 Q00013 EM55_HUMANGuanylate kinase-like.|Interaction with MPP5. 3ATGTGGCTGCGACCCACCCCA0.527

- 2 680 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0CTCGTGGCGAGTCACTTGCCT0.498

- 39 5751CHD5_uc001alz.1_Missense_Mutation_p.R741H|CHD5_uc001ama.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12CGGGGGGATGCGGGACAGCAT0.647

+ 3 509TAS1R1_uc001anu.2_Intron|TAS1R1_uc001anv.2_Intron|TAS1R1_uc001anw.2_Missense_Mutation_p.A170VNM_138697 NP_619642 Q7RTX1 TS1R1_HUMANExtracellular (Potential). 3ATTAGCTATGCGGCCAGCAGC0.378

- 9 1151ENO1_uc001api.1_Missense_Mutation_p.E238K|ENO1_uc001apk.1_Missense_Mutation_p.E279K|ENO1_uc001apl.1_Missense_Mutation_p.E334K|ENO1_uc009vmi.1_Missense_Mutation_p.E291K|ENO1_uc009vmj.1_Missense_Mutation_p.E334K|ENO1_uc009vmk.1_Missense_Mutation_p.E208K|ENO1_uc009vml.1_Missense_Mutation_p.E334KNM_001428 NP_001419 P06733 ENOA_HUMAN 4CAGGACTTCTCGTTCACGGCC0.572

+ 27 6673VPS13D_uc001atw.2_Missense_Mutation_p.A2178T|VPS13D_uc001atx.2_Missense_Mutation_p.A1366T|VPS13D_uc001aty.1_5'FlankNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5ATACTCGAAGGCACCAGAGGA0.502

- 3 415EPHA2_uc010oca.1_Missense_Mutation_p.R93HNM_004431 NP_004422 P29317 EPHA2_HUMANExtracellular (Potential). 10AATGAAGATACGCTCAGCCTC0.542

- 8 956CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0TGAGCCGTCGAGGTTCCAGCA0.667 rs1057378

- 14 1741ALDH4A1_uc010ocu.1_Missense_Mutation_p.V429I|ALDH4A1_uc001bbc.2_Missense_Mutation_p.V489INM_170726 NP_733844 P30038 AL4A1_HUMAN 0TCCTGCACGACGTCCCTACAA0.458 rs150916561

- 39 4949HSPG2_uc009vqd.2_Missense_Mutation_p.R1638CNM_005529 NP_005520 P98160 PGBM_HUMANLaminin EGF-like 11. 9GCCGTGCAGCGGTACCCGCCG0.597 rs142149919

- 2 1042 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2AGTTGAACGACCCTCCGAGGT0.642

+ 4 945PSMB2_uc001bzd.1_IntronNM_178548 NP_848643 Q6VUC0 AP2E_HUMAN 0CGGCGACTCTCGCCTCCCGAG0.642

+ 1 4631MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0GTGTCCAACCTAGAGGAGCCC0.667

+ 1 4642MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0AGAGGAGCCCGCCTCCCCAGC0.672

+ 9 1238CYP4B1_uc001cqn.3_Missense_Mutation_p.R386H|CYP4B1_uc009vym.2_Missense_Mutation_p.R371H|CYP4B1_uc010omk.1_Missense_Mutation_p.R222HNM_000779 NP_000770 P13584 CP4B1_HUMAN 2CAGGTGTACCGCCAGCTCAGC0.572



+ 2 416ELAVL4_uc001cry.3_Missense_Mutation_p.V53I|ELAVL4_uc001crz.3_Missense_Mutation_p.V50I|ELAVL4_uc001csa.3_Missense_Mutation_p.V67I|ELAVL4_uc001csc.3_Missense_Mutation_p.V50I|ELAVL4_uc009vyu.2_Missense_Mutation_p.V55I|ELAVL4_uc010omz.1_Missense_Mutation_p.V55INM_021952 NP_068771 P26378 ELAV4_HUMAN RRM 1. 2CAACCTCATCGTCAACTATTT0.448 rs116391279

- 2 548ZCCHC11_uc001cty.2_Missense_Mutation_p.P105L|ZCCHC11_uc001ctz.2_Missense_Mutation_p.P105L|ZCCHC11_uc009vze.1_Missense_Mutation_p.P105L|ZCCHC11_uc009vzf.1_Intron|ZCCHC11_uc001cub.2_Missense_Mutation_p.P105L|ZCCHC11_uc001cuc.2_RNA|ZCCHC11_uc001cud.2_Missense_Mutation_p.P105LNM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3GGCTTTCACCGGTGAATTAGG0.403

- 4 2334KANK4_uc001dai.3_Missense_Mutation_p.R25C|KANK4_uc001dag.3_Missense_Mutation_p.R9CNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6CCTCCTGCACGGAAGCCATAG0.468 rs139344628

- 14 2230JAK1_uc009wam.1_Missense_Mutation_p.V649M|JAK1_uc009wal.1_5'FlankNM_002227 NP_002218 P23458 JAK1_HUMANProtein kinase 1. 61TTACTCTCCACGTCGCGGACA0.592

+ 2 344ST6GALNAC3_uc001dhg.3_Missense_Mutation_p.H61Y|ST6GALNAC3_uc010orh.1_IntronNM_152996 NP_694541 Q8NDV1 SIA7C_HUMANLumenal (Potential). 5CCTTCGAACTCACTATGGATA0.438

+ 22 7065 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|GPS. 8GGTGGCTGGTCGGCCAGAGGC0.617

- 3 192PSMA5_uc010ovj.1_5'UTRNM_002790 NP_002781 P28066 PSA5_HUMAN 0CCCAATGGCTGTAGAACCAAG0.418

+ 7 990ECM1_uc010pce.1_3'UTR|ECM1_uc010pcf.1_3'UTR|ECM1_uc001eut.2_Intron|ECM1_uc001euu.2_Missense_Mutation_p.E293G|ECM1_uc001euv.2_Missense_Mutation_p.E291G|ECM1_uc009wlu.2_Missense_Mutation_p.E24GNM_004425 NP_004416 Q16610 ECM1_HUMAN2 X approximate repeats.|1. 3CGGCAGGGGGAGGCTCGGTTC0.632

- 3 5928 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 8. 17GTGGCCAGATCCCCTTCTTCC0.527

+ 8 947_948INTS3_uc001fct.2_Missense_Mutation_p.242_243ER>DW|INTS3_uc001fcu.2_5'UTR|INTS3_uc001fcv.2_Missense_Mutation_p.36_37ER>DW|INTS3_uc010peb.1_Missense_Mutation_p.36_37ER>DW|INTS3_uc001fcw.2_5'UTRNM_023015 NP_075391 Q68E01 INT3_HUMAN 3TGCTTCGGGAACGGGTGAGGGA0.515

- 6 1289RAG1AP1_uc010pey.1_Intron|MUC1_uc001fhy.2_Missense_Mutation_p.R125W|MUC1_uc001fhz.2_Missense_Mutation_p.R125W|MUC1_uc010pfb.1_Missense_Mutation_p.R125W|MUC1_uc010pfc.1_RNA|MUC1_uc009wph.2_Missense_Mutation_p.R125W|MUC1_uc010pfd.1_Missense_Mutation_p.R147W|MUC1_uc010pfe.1_RNA|MUC1_uc010pff.1_Missense_Mutation_p.R203W|MUC1_uc009wpi.2_Missense_Mutation_p.R125W|MUC1_uc010pfg.1_RNA|MUC1_uc010pfh.1_Missense_Mutation_p.R271W|MUC1_uc010pfi.1_Missense_Mutation_p.R271W|MUC1_uc010pfk.1_RNA|MUC1_uc010pfl.1_RNA|MUC1_uc001fin.2_Missense_Mutation_p.R104W|MUC1_uc009wpk.2_Missense_Mutation_p.R147W|MUC1_uc001fip.2_Missense_Mutation_p.P118L|MUC1_uc009wqg.2_Missense_Mutation_p.R156W|MUC1_uc009wpo.2_Missense_Mutation_p.R162W|MUC1_uc009wps.2_Missense_Mutation_p.R183W|MUC1_uc009wpt.2_Missense_Mutation_p.R186W|MUC1_uc001fic.2_Missense_Mutation_p.R174W|MUC1_uc009wpu.2_RNA|MUC1_uc009wpq.2_Missense_Mutation_p.R188W|MUC1_uc009wpv.2_Missense_Mutation_p.R129W|MUC1_uc001fim.2_Missense_Mutation_p.R95W|MUC1_uc001fib.2_Missense_Mutation_p.R12 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!P15941 MUC1_HUMANCytoplasmic (Potential).|Interaction with P53. 4TAGGTATCCCGGGCTGGAAAG0.587

- 1 437ISG20L2_uc001fpt.1_Missense_Mutation_p.S59L|C1orf66_uc001fpu.2_5'Flank|C1orf66_uc001fpv.2_5'FlankNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN 2CCCTTTCTTTGAAGGTTCAGA0.507

+ 1 68 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANExtracellular (Potential). 1CTGGCCAGGCTGCAGCAGCTG0.512

- 24 3672 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 11. 8AGTTACCTGCCGGATTTGAGC0.463

+ 2 506DARC_uc001ftp.3_Missense_Mutation_p.R91HNM_002036 NP_002027 Q16570 DUFFY_HUMANCytoplasmic (Potential). 2CCTCTCTTCCGCTGGCAGCTC0.602

- 2 301_302CRP_uc001ftx.1_Splice_Site_p.G66_splice|CRP_uc001fty.1_5'FlankNM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1AAATACTGTACCCACGGGTCGA0.455

+ 12 1792USP21_uc010pkf.1_Missense_Mutation_p.S472F|PPOX_uc001fyj.2_5'Flank|PPOX_uc001fyn.2_5'Flank|PPOX_uc001fyg.2_5'Flank|PPOX_uc001fyl.2_5'Flank|PPOX_uc001fym.2_5'Flank|PPOX_uc001fyk.2_5'Flank|PPOX_uc001fyh.2_5'Flank|PPOX_uc010pkg.1_5'Flank|PPOX_uc009wuc.1_5'Flank|PPOX_uc010pkh.1_5'Flank|PPOX_uc001fyi.2_5'FlankNM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5TCCCGAGGCTCCATCAAAAAA0.517

+ 6 650PTPRC_uc001gus.1_Intron|PTPRC_uc001gut.1_Intron|PTPRC_uc009wze.1_Intron|PTPRC_uc009wzf.1_Intron|PTPRC_uc010ppg.1_Missense_Mutation_p.P93L|PTPRC_uc001guu.1_Missense_Mutation_p.P200L|PTPRC_uc001guv.1_RNA|PTPRC_uc001guw.1_IntronNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential). 12AGCACCTTTCCTACAGACCCA0.552

+ 15 2234PPP1R12B_uc001gxz.1_Missense_Mutation_p.P697L|PPP1R12B_uc001gyb.1_5'UTR|PPP1R12B_uc001gyc.1_5'UTRNM_002481 NP_002472 O60237 MYPT2_HUMAN 3TCAGCAGTTCCAGCAACAGAA0.582

+ 20 3030ZC3H11A_uc001had.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc001hae.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc001haf.2_Nonsense_Mutation_p.S805*|ZC3H11A_uc010pqm.1_Nonsense_Mutation_p.S751*NM_014827 NP_055642 O75152 ZC11A_HUMAN 2CTTGAGCTATCAGAAATGATT0.378

+ 16 2119SDCCAG8_uc010pyk.1_Missense_Mutation_p.V510I|SDCCAG8_uc010pyl.1_Missense_Mutation_p.V467I|SDCCAG8_uc001hzx.2_Missense_Mutation_p.V388INM_006642 NP_006633 Q86SQ7 SDCG8_HUMANMediates interaction with OFD1.|Gln-rich.|Potential.|Sufficient for homodimerization (By similarity).0GCATGGGAGAGTACATGAGAC0.408

- 2 245DIP2C_uc009xhk.1_5'FlankNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7TTACCTACTCGGAGGCTGCGG0.478

- 4 288A1CF_uc010qhn.1_Missense_Mutation_p.E42K|A1CF_uc001jji.2_Missense_Mutation_p.E34K|A1CF_uc001jjh.2_Missense_Mutation_p.E42K|A1CF_uc010qho.1_Missense_Mutation_p.E42K|A1CF_uc009xov.2_Missense_Mutation_p.E34K|A1CF_uc001jjk.1_Missense_Mutation_p.E34KNM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1TGTCCATTTTCCTGCAAATCC0.413

- 7 1082CTNNA3_uc001jmw.2_Missense_Mutation_p.T320M|CTNNA3_uc001jmx.3_Missense_Mutation_p.T320M|CTNNA3_uc009xpo.1_Missense_Mutation_p.T180M|CTNNA3_uc001jna.2_Missense_Mutation_p.T332MNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8TAAGTCCCTCGTACATGAAGA0.502 rs139460414

+ 3 456 NM_012339 NP_036471 O95858 TSN15_HUMANHelical; (Potential). 0CATTGGTGGCGTGGTGGCCTT0.388 rs150067289

- 16 3510DLG5_uc001jzi.2_5'UTR|DLG5_uc001jzj.2_Missense_Mutation_p.P562L|DLG5_uc009xru.1_RNA|DLG5_uc001jzl.3_Missense_Mutation_p.P751LNM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8CTGGAGCTCCGGGGAGAGTTC0.557

- 42 4760MYOF_uc001kio.2_Missense_Mutation_p.P1533L|MYOF_uc009xue.2_RNANM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential).|C2 5. 4GACGCTGTCAGGTAATTCCCG0.552

- 1 2175 NR_002319 0TACGGCCAGTGTCTGGGGTGA0.537

- 4 517MMS19_uc009xvt.2_5'UTR|MMS19_uc001knr.2_5'UTR|MMS19_uc010qox.1_Missense_Mutation_p.R119W|MMS19_uc001knt.2_Missense_Mutation_p.R98W|MMS19_uc001knu.1_5'FlankNM_022362 NP_071757 Q96T76 MMS19_HUMAN 0TCCTTCAGCCGGTTCTCATAG0.463 rs29001280

- 9 2959DNMBP_uc010qpl.1_5'UTR|DNMBP_uc001kqg.2_Missense_Mutation_p.A244V|DNMBP_uc001kqh.2_Missense_Mutation_p.A588VNM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN DH. 6TTCCTTGACCGCAAGGACTGC0.443

- 8 2130DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_Missense_Mutation_p.G128E|POLL_uc001kte.1_Missense_Mutation_p.G147E|POLL_uc001kth.1_Missense_Mutation_p.G180E|POLL_uc001kti.1_Missense_Mutation_p.G455E|POLL_uc001ktj.1_Missense_Mutation_p.G455E|POLL_uc001ktf.2_Missense_Mutation_p.G363E|POLL_uc001ktk.1_Missense_Mutation_p.G194E|POLL_uc010qqa.1_Missense_Mutation_p.G194E|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.G455E|POLL_uc001ktl.2_Missense_Mutation_p.G367E|POLL_uc010qqc.1_Missense_Mutation_p.G147ENM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0TGTGAGGAACCCTGGCCCAAC0.607

- 2 210CUEDC2_uc001kvm.2_5'FlankNM_024040 NP_076945 Q9H467 CUED2_HUMAN 0GTCGGCCTCCGGGAGGTGTGT0.602

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

+ 4 1204TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.A282T|TACC2_uc010qtv.1_Missense_Mutation_p.A282TNM_206862 NP_996744 O95359 TACC2_HUMAN 10ACAAGATCCAGCCCCAAGAGC0.602

- 5 1030CUZD1_uc001lgp.2_5'UTR|CUZD1_uc009yad.2_5'UTR|CUZD1_uc009yaf.2_Intron|CUZD1_uc001lgr.2_5'UTR|CUZD1_uc010qty.1_Intron|CUZD1_uc009yae.2_Intron|CUZD1_uc001lgs.2_Missense_Mutation_p.T233I|CUZD1_uc010qtz.1_Missense_Mutation_p.T233INM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|CUB 2. 2GAAGGTGGGAGTCACACGGCC0.453

+ 18 2788 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANLumenal (Potential). 1CATCCTGGACGGCATCCGCAA0.711

- 2 1538RNH1_uc001lpl.1_Missense_Mutation_p.R44W|RNH1_uc001lpm.1_Missense_Mutation_p.R44W|RNH1_uc001lpn.1_Missense_Mutation_p.R44W|RNH1_uc001lpo.1_Missense_Mutation_p.R44W|RNH1_uc009ybw.1_RNA|RNH1_uc001lpp.1_Missense_Mutation_p.R44W|RNH1_uc001lpt.1_Translation_Start_Site|RNH1_uc001lpq.1_Missense_Mutation_p.R44W|RNH1_uc001lpr.1_Missense_Mutation_p.R44W|RNH1_uc001lps.1_Missense_Mutation_p.R44W|RNH1_uc009ybx.1_Missense_Mutation_p.R44WNM_203389 NP_976323 P13489 RINI_HUMAN LRR 1. 0TCCTTGCACCGTGCTTCCGTG0.632 rs149360262

- 30 4076 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANPro-rich.|Thr-rich. 1CTTACGCAGCGTGGGGCTTGT0.612

- 29 3697 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN 1TGCGTGGGCCGTGAGCCTGGG0.672

+ 51 14903MUC5B_uc001ltb.2_Missense_Mutation_p.P4456LNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0CTCACAGAGCCGAGCACTACA0.662

+ 51 14906MUC5B_uc001ltb.2_Missense_Mutation_p.S4457TNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACAGAGCCGAGCACTACAGCC0.662

+ 52 15536MUC5B_uc001ltb.2_Missense_Mutation_p.T4818MNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACTCTGGGGACGACCCGGATC0.622

- 1 626HBG2_uc001mak.1_IntronNM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3TGGCAGGTCCCGGAAGGAATG0.542

+ 1 277TRIM5_uc001mbq.1_IntronNM_001005165 NP_001005165 Q8NGH9 O52E4_HUMANExtracellular (Potential). 2CAACCTCCAAGAGATCAGCTT0.463

- 6 932MPPED2_uc001msq.3_Intron|MPPED2_uc009yji.2_Missense_Mutation_p.S145LNM_001584 NP_001575 Q15777 MPPD2_HUMAN 1TGTACACGTCGAGGCATTGAT0.448

+ 7 1533PTPRJ_uc001ngo.3_Missense_Mutation_p.S393LNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential).|Fibronectin type-III 4. 8GATAACGAGTCGTCATCTAAC0.512

- 14 1144MAP4K2_uc001obi.2_Missense_Mutation_p.P351LNM_004579 NP_004570 Q12851 M4K2_HUMAN 2CCCACTCACCGGCTCATTCAG0.602



- 4 758CHKA_uc001onk.2_Missense_Mutation_p.V164INM_001277 NP_001268 P35790 CHKA_HUMAN 2GCAAACATAACGCTCTCCAGA0.393 rs143460799

+ 62 9311ATM_uc009yxr.1_Missense_Mutation_p.D2976N|C11orf65_uc010rvx.1_Intron|C11orf65_uc009yxu.1_Intron|ATM_uc001pke.1_Missense_Mutation_p.D1628NNM_000051 NP_000042 Q13315 ATM_HUMAN 240GAGGCCGGAAGATGAAACTGA0.403

- 6 3093BCL9L_uc009zal.2_Missense_Mutation_p.R705WNM_182557 NP_872363 Q86UU0 BCL9L_HUMAN Met-rich. 2TGCATCATCCGCTCCATCTCC0.657

- 10 1571KIRREL3_uc001qeb.2_Missense_Mutation_p.R404C|KIRREL3_uc001qec.1_Missense_Mutation_p.R404CNM_032531 NP_115920 Q8IZU9 KIRR3_HUMANExtracellular (Potential).|Ig-like C2-type 4. 3GCTCCCACACGGGGCACCACA0.632

+ 24 6250WNK1_uc001qip.3_Missense_Mutation_p.P1667S|WNK1_uc001qir.3_Missense_Mutation_p.P1088SNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CATAACCATCCCTGGTATCTC0.498

- 3 552MRPL51_uc001qon.1_RNA|NCAPD2_uc009zen.1_5'Flank|NCAPD2_uc001qoo.2_5'Flank|NCAPD2_uc010sfd.1_5'FlankNM_016497 NP_057581 Q4U2R6 RM51_HUMAN 0TCTCTTCTATCGAAACTTCCC0.433

+ 7 1347LRRC23_uc001qrp.2_Nonsense_Mutation_p.R319*|LRRC23_uc001qrq.2_Intron|LRRC23_uc001qrr.2_Nonsense_Mutation_p.R268*|LRRC23_uc001qrs.2_Intron|LRRC23_uc009zfh.2_Intron|ENO2_uc001qru.1_5'Flank|ENO2_uc009zfi.1_5'Flank|ENO2_uc010sfq.1_5'Flank|ENO2_uc001qrv.1_5'FlankNM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN Potential. 1TGATGTGATTCGACAGAGGCT0.547

+ 12 1635 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANExtracellular (Potential). 8GGAAGTAACTGGTCTCCAGAA0.363

- 53 7882ITPR2_uc009zjg.1_Missense_Mutation_p.V640MNM_002223 NP_002214 Q14571 ITPR2_HUMANExtracellular (Potential).p.V2489G(1) 14TGGTTCAGCACGGTGACAATG0.413

+ 5 751DDX11_uc010sjw.1_Missense_Mutation_p.R167T|DDX11_uc010sjx.1_RNA|DDX11_uc001rjr.1_Missense_Mutation_p.R167T|DDX11_uc001rjs.1_Missense_Mutation_p.R167T|DDX11_uc001rju.1_5'UTR|DDX11_uc001rjv.1_Missense_Mutation_p.R167T|DDX11_uc001rjw.1_Missense_Mutation_p.R141T|DDX11_uc001rjx.1_5'FlankNM_152438 NP_689651 Q96FC9 DDX11_HUMANGlu-rich.|Helicase ATP-binding. 3GAAGAAGAAAGAGAGAATCTC0.612

+ 26 2889DDX11_uc001rjr.1_Silent_p.R881R|DDX11_uc001rjs.1_Silent_p.R831R|DDX11_uc001rju.1_Silent_p.R553R|DDX11_uc001rjv.1_Missense_Mutation_p.C880R|DDX11_uc001rjw.1_Silent_p.R855R|DDX11_uc009zjn.1_RNA|DDX11_uc009zjo.1_Missense_Mutation_p.C49RNM_152438 NP_689651 Q96FC9 DDX11_HUMAN 3TCCGAGCCCGTGTGGAGGTCA0.597

- 4 583SFRS2IP_uc001roy.1_Missense_Mutation_p.K173R|SFRS2IP_uc009zki.1_RNANM_004719 NP_004710 Q99590 SCAFB_HUMAN 0AAGACTTACCTTAACATAACC0.299

+ 11 2257KCNH3_uc010smj.1_Missense_Mutation_p.T606MNM_012284 NP_036416 Q9ULD8 KCNH3_HUMANcNMP.|Cytoplasmic (Potential). 0AAGGGGCTGACGTACTGCGTC0.662

+ 34 4204DIP2B_uc009zlt.2_Missense_Mutation_p.R780CNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6CTGCAGGGTTCGTCTCGTGGA0.502

+ 3 997NR4A1_uc010sno.1_Missense_Mutation_p.T241M|NR4A1_uc001rzr.2_Missense_Mutation_p.T228M|NR4A1_uc009zmb.1_Missense_Mutation_p.T228M|NR4A1_uc001rzt.2_Missense_Mutation_p.T228M|NR4A1_uc009zmc.2_5'FlankNM_002135 NP_002126 P22736 NR4A1_HUMAN 0TCCATGCCTACGGCCTTCCCA0.667 rs150018506

- 8 1392 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Tail. 6CAAATGCTCACGGAGTTGGTA0.507 rs145362309

+ 3 314NCKAP1L_uc010sox.1_5'UTR|NCKAP1L_uc010soy.1_Missense_Mutation_p.R29CNM_005337 NP_005328 P55160 NCKPL_HUMAN 4ACCAGTACATCGTGAAAAAGC0.378

+ 20 2171NCKAP1L_uc010sox.1_Missense_Mutation_p.V240M|NCKAP1L_uc010soy.1_Missense_Mutation_p.V648MNM_005337 NP_005328 P55160 NCKPL_HUMAN 4CAGTTTCTCCGTGTTTGAACA0.453

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMANHelical; Name=2; (Potential). 2TTAGAAATTTCGTTCACAACC0.378

- 24 5077BAZ2A_uc001slp.1_Missense_Mutation_p.G1626D|BAZ2A_uc001slo.1_Missense_Mutation_p.G434D|BAZ2A_uc009zov.1_Missense_Mutation_p.G594D|BAZ2A_uc009zow.1_Missense_Mutation_p.G1596DNM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0TGTAGTGGTGCCCTCAGGGGC0.547

+ 11 1293SHMT2_uc001sng.1_Missense_Mutation_p.A324V|SHMT2_uc001snh.1_Missense_Mutation_p.A267V|SHMT2_uc009zpk.1_Missense_Mutation_p.A418V|SHMT2_uc001sni.1_Missense_Mutation_p.A407V|SHMT2_uc010srg.1_Missense_Mutation_p.A437V|SHMT2_uc001snj.1_Missense_Mutation_p.A332V|SHMT2_uc010srh.1_Missense_Mutation_p.A407V|SHMT2_uc001snk.1_Missense_Mutation_p.A332V|SHMT2_uc010sri.1_Missense_Mutation_p.A407V|SHMT2_uc001snl.2_Missense_Mutation_p.A332V|SHMT2_uc010srj.1_Missense_Mutation_p.A83VNM_005412 NP_005403 P34897 GLYM_HUMAN 2GTTCCAGGGGCCCCAGCCTTA0.557

- 10 1670 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4TTCCATGTATTAAAGGAATGA0.527

+ 2 397 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0ATGTACTCCTTTTGAACAGTT0.378

- 16 1991CDK17_uc009ztk.2_Missense_Mutation_p.P501L|CDK17_uc010svb.1_Missense_Mutation_p.P448LNM_002595 NP_002586 Q00537 CDK17_HUMAN 7TCGAAAACCCGGGTCCTTTTG0.353

- 26 3086 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4TCCACCCGCCCGGGTGGGGTG0.602

- 2 304KDM2B_uc001uas.2_Missense_Mutation_p.G36D|KDM2B_uc001uau.2_5'UTR|KDM2B_uc001uav.3_Missense_Mutation_p.G67DNM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2CAGGCTGAAGCCGCGGACGCT0.672

- 4 578NCOR2_uc010tay.1_Missense_Mutation_p.P154L|NCOR2_uc010taz.1_Missense_Mutation_p.P154L|NCOR2_uc010tbb.1_Missense_Mutation_p.P154L|NCOR2_uc010tbc.1_Missense_Mutation_p.P154L|NCOR2_uc001ugj.1_Missense_Mutation_p.P154L|NCOR2_uc001ugk.1_Missense_Mutation_p.P154LNM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4GTCAGTGTGCGGGGGGCTGGG0.642

+ 1 132EP400_uc001ujl.2_Missense_Mutation_p.N33H|EP400_uc001ujm.2_Missense_Mutation_p.N33H|EP400_uc001ujj.1_Missense_Mutation_p.N33H|EP400_uc001ujk.2_Missense_Mutation_p.N33HNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GGCCCACCCCAACCCACCCCC0.657

- 14 1970 NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2CTCGTACCGAGGAACCAGCGG0.617

+ 3 862MPHOSPH8_uc001umf.1_Missense_Mutation_p.D285N|MPHOSPH8_uc001umg.2_Missense_Mutation_p.D285N|MPHOSPH8_uc001umi.2_5'UTRNM_017520 NP_059990 Q99549 MPP8_HUMAN 0GCTACATTCCGACAGCAGAGA0.443

+ 4 925 NM_206827 NP_996563 Q6T310 RSLBA_HUMANSmall GTPase-like. 1GTCCAAATGCGTGCAGTGGGC0.517

- 4 365SLC25A30_uc010tfs.1_Missense_Mutation_p.M1I|SLC25A30_uc001vah.2_Missense_Mutation_p.M1I|SLC25A30_uc010tft.1_Missense_Mutation_p.M25I|SLC25A30_uc001vaf.2_5'FlankNM_001010875 NP_001010875 Q5SVS4 KMCP1_HUMANHelical; Name=2; (Potential).|Solcar 1. 1CCTGGCGTAACATCGCGGGGG0.478

+ 19 2171ATP11A_uc001vsj.3_Missense_Mutation_p.A695T|ATP11A_uc001vsm.1_Missense_Mutation_p.A571T|ATP11A_uc010ago.2_RNANM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4GGAGACGGCCGCGGCCACGTG0.622 rs146012121

+ 12 1625MCF2L_uc001vsq.2_Missense_Mutation_p.E535Q|MCF2L_uc010tjr.1_Missense_Mutation_p.E478Q|MCF2L_uc001vsr.2_Missense_Mutation_p.E482Q|MCF2L_uc001vss.3_Missense_Mutation_p.E476Q|MCF2L_uc010tjs.1_Missense_Mutation_p.E476Q|MCF2L_uc001vst.1_Missense_Mutation_p.E440QNM_001112732 NP_001106203 O15068 MCF2L_HUMAN Potential. 2GACCGGTGCGGAAAATAAGAT0.532

- 1 265 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0TCCCCCTGCACCAGGGGAAGC0.587

- 1 260 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0CTGCACCAGGGGAAGCAGTGG0.592

- 33 4896 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4GACCTCGTTGCGGCTGCGTGT0.607

+ 11 1107COCH_uc001wqp.2_Missense_Mutation_p.V343I|COCH_uc001wqq.3_Missense_Mutation_p.V343I|uc001wqs.2_RNA|COCH_uc001wqt.1_Missense_Mutation_p.V194INM_004086 NP_004077 O43405 COCH_HUMAN VWFA 1. 3CACAAAATACGTAAAGCCTCT0.438

- 13 1904STRN3_uc001wqv.2_Missense_Mutation_p.P479L|STRN3_uc010tpj.1_RNANM_001083893 NP_001077362 Q13033 STRN3_HUMAN WD 2. 0ACTGGGACTCGGCATATTCCA0.368

- 6 1492 NM_015382 NP_056197 Q9ULT8 HECD1_HUMAN 5AAAGCTTTTCGTCCTTCAAAT0.458

+ 2 134C14orf179_uc001xsf.2_RNA|C14orf179_uc010asl.1_Missense_Mutation_p.E34K|C14orf179_uc001xsg.2_Missense_Mutation_p.E34K|C14orf179_uc010tve.1_RNA|C14orf179_uc001xse.2_Missense_Mutation_p.E34KNM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0AGCGCAGGCCGAGAATCACCT0.473 rs140366557

+ 9 1738TECPR2_uc010awl.2_Missense_Mutation_p.F530L|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN 3AAAGCAGCTTCAATGGTGAAG0.512

- 8 1296 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMANAGC-kinase C-terminal. 11AATATAAGGTGCTTCTAGGTT0.463

- 4 807INF2_uc010tyi.1_Intron|AKT1_uc001ypl.2_Missense_Mutation_p.E85K|AKT1_uc010axa.2_Missense_Mutation_p.E85K|AKT1_uc001ypm.2_Missense_Mutation_p.E85K|AKT1_uc001ypn.2_Missense_Mutation_p.E85K|AKT1_uc010tyk.1_Missense_Mutation_p.E23KNM_005163 NP_005154 P31749 AKT1_HUMAN PH. 134AAGGTGCGTTCGATGACAGTG0.657

- 7 1676AHNAK2_uc001ypx.2_Missense_Mutation_p.A419VNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TTTTGAGGACGCATCCTGTCT0.537

+ 8 945PACS2_uc001yqs.2_Missense_Mutation_p.A182G|PACS2_uc001yqv.2_Missense_Mutation_p.A257G|PACS2_uc001yqu.2_Missense_Mutation_p.A257GNM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1AAAGTGGTAGCGCTGCTGCGG0.657

- 1363 0AGCCCCGTGCTCAGTGTCCCG0.647 rs76812739



- 80 12471 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 16. 13GTGCCCCAGCCGGCCGTAGCG0.647

+ 3 915C15orf55_uc010ucc.1_Missense_Mutation_p.T282A|C15orf55_uc010ucd.1_Missense_Mutation_p.T272ANM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GCTGAAGCCCACTATGACCCT0.547

- 17 1707 NM_014691 NP_055506 O60306 AQR_HUMAN 1CTGGGCCATTCGCGCCCAACC0.443

+ 8 1207BUB1B_uc010ucl.1_Missense_Mutation_p.A195VNM_001211 NP_001202 O60566 BUB1B_HUMAN 4TCACTGATAGCTGTACCCGCT0.418

- 2 330ULK3_uc010ulp.1_5'UTR|ULK3_uc010ulq.1_Missense_Mutation_p.V86E|ULK3_uc010ulr.1_5'UTR|ULK3_uc002ayv.2_Missense_Mutation_p.V75E|ULK3_uc010uls.1_5'UTR|ULK3_uc010ult.1_5'UTR|ULK3_uc010ulu.1_5'UTRNM_001099436 NP_001092906 Q6PHR2 ULK3_HUMAN Protein kinase. 2TTTCAGCTGCACAATGTGGGG0.552

+ 4 496ADAMTSL3_uc002bjy.1_Missense_Mutation_p.C91Y|ADAMTSL3_uc010bmt.1_Missense_Mutation_p.C91Y|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.C91YNM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 1. 27TCCCGGACCTGTGGGGGAGGA0.512

- 21 3725POLG_uc002bnr.3_Missense_Mutation_p.R1148HNM_002693 NP_002684 P54098 DPOG1_HUMAN 2CAGGGCAGCGCGGTAGCGGTC0.602 rs145004638

- 18 3110POLG_uc002bnr.3_Missense_Mutation_p.R943HNM_002693 NP_002684 P54098 DPOG1_HUMAN 2GGCATGCTCACGGCTGATGCC0.557

- 6 538NPRL3_uc010uua.1_RNA|NPRL3_uc002cfp.1_RNA|NPRL3_uc002cfq.2_5'UTR|NPRL3_uc010uub.1_Missense_Mutation_p.R122C|NPRL3_uc010uuc.1_Missense_Mutation_p.R69C|NPRL3_uc002cfs.1_Missense_Mutation_p.R122CNM_001077350 NP_001070818 Q12980 NPRL3_HUMAN 1GCGATACGACGGGACAGGTTA0.607

- 3 202 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4TGTGCACGGGTAGGTGACAGC0.592

- 5 985RPUSD1_uc002ckb.2_Missense_Mutation_p.V251M|RPUSD1_uc002ckc.2_Missense_Mutation_p.V122M|RPUSD1_uc002ckd.2_3'UTR|CHTF18_uc010uus.1_5'Flank|CHTF18_uc010bre.1_5'Flank|CHTF18_uc002cke.3_5'Flank|CHTF18_uc002ckf.3_5'Flank|CHTF18_uc010brf.2_5'Flank|CHTF18_uc002ckg.3_5'FlankNM_058192 NP_478072 Q9UJJ7 RUSD1_HUMAN 0AAGGCCTGCACGAGCTGGTCC0.721

- 2 451 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0CCCTCCAGGCGTGCCAGTGAG0.741

- 8 1458ABCA3_uc010bsk.1_Missense_Mutation_p.P249L|ABCA3_uc010bsl.1_Missense_Mutation_p.P249LNM_001089 NP_001080 Q99758 ABCA3_HUMAN 16TGCGATGAACGGCGGGTACGG0.627

+ 1 990TBC1D24_uc002cqk.2_5'Flank|TBC1D24_uc002cql.2_5'FlankNM_006181 NP_006172 O00634 NET3_HUMANLaminin EGF-like 1. 1ACATGCCTCACGGTGCCTGCT0.672

- 14 1395CORO7_uc002cwe.2_Splice_Site|CORO7_uc002cwf.2_Splice_Site_p.S425_splice|CORO7_uc002cwg.3_Splice_Site_p.S205_splice|CORO7_uc010uxh.1_Splice_Site_p.S407_splice|CORO7_uc010uxi.1_Splice_Site_p.S340_splice|CORO7_uc002cwi.1_Splice_Site_p.S205_splice|CORO7_uc010uxj.1_Splice_Site|CORO7_uc010btp.1_Splice_Site_p.S205_spliceNM_024535 NP_078811 P57737 CORO7_HUMAN 0CTGGTACTTACGCTTGCGTCT0.587

+ 12 1094ABAT_uc002czd.3_Missense_Mutation_p.R310W|ABAT_uc010buh.2_Missense_Mutation_p.R252W|ABAT_uc010bui.2_Missense_Mutation_p.R310WNM_020686 NP_065737 P80404 GABT_HUMAN 1TGACTTCTTTCGGAAGCTGAG0.557

- 5 1157UMOD_uc002dha.2_Missense_Mutation_p.S343L|UMOD_uc002dhb.2_Missense_Mutation_p.S376LNM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2CTTGCCCAGCGACACCTTCAT0.552

+ 17 3613RBBP6_uc010vcb.1_Missense_Mutation_p.E725V|RBBP6_uc002dmi.2_Missense_Mutation_p.E824V|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.E691VNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4GCAAATAGAGAGAACTTTTCT0.428

+ 11 2500IL4R_uc002dop.3_Missense_Mutation_p.S738L|IL4R_uc010bxy.2_Missense_Mutation_p.S753L|IL4R_uc002doo.2_Missense_Mutation_p.S593LNM_000418 NP_000409 P24394 IL4RA_HUMANCytoplasmic (Potential). 2GACAGGTCCTCGCCCCCTACA0.662

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4ACTACACATCGGAGAAGTCAT0.433 rs146914846

+ 4 2341 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATAGTGGAGAGAGA0.418

- 5 440SLC6A10P_uc002edi.1_RNA 0CGTTGGTGTTTTTGTAGACCA0.512

- 6 3854ZNF423_uc010vgn.1_Missense_Mutation_p.H1069YNM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4TTGGCAACGTGGATTTGGATC0.423

+ 4 1271NOD2_uc010cbk.1_Missense_Mutation_p.T362M|NOD2_uc002egl.1_Missense_Mutation_p.T167M|NOD2_uc010cbl.1_Missense_Mutation_p.T167M|NOD2_uc010cbm.1_Missense_Mutation_p.T167M|NOD2_uc010cbn.1_RNA|NOD2_uc010cbo.1_RNA|NOD2_uc010cbp.1_5'Flank|NOD2_uc010cbq.1_5'Flank|NOD2_uc010cbr.1_5'FlankNM_022162 NP_071445 Q9HC29 NOD2_HUMAN NACHT. 4TTCAGGTTCACGGATCGTGAA0.547

+ 4 473NUP93_uc002ekb.2_5'UTR|NUP93_uc010vhi.1_5'UTRNM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2CGAAGAGTCCCGGAAGAGGGT0.308

- 5 678NQO1_uc010cfm.2_Missense_Mutation_p.G142R|NQO1_uc002exq.2_Intron|NQO1_uc002exr.2_Missense_Mutation_p.G125R|NQO1_uc010vll.1_IntronNM_000903 NP_000894 P15559 NQO1_HUMAN 0TTCATGTCCCCGTGGATCCCT0.333

+ 8 1179WWOX_uc010vnk.1_Missense_Mutation_p.M239V|WWOX_uc002ffl.2_Intron|WWOX_uc010che.2_IntronNM_016373 NP_057457 Q9NZC7 WWOX_HUMANInteraction with MAPT (By similarity). 0CACCAAGTCCATGGTAAGAGA0.517

- 29 4861PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANCytoplasmic (Potential). 3TTCGCGACCCGGGGACGGGTG0.587

+ 9 1583 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 5. 2AGTCCGAAGTCGTGAGGACGC0.498

+ 3 393KLHL36_uc010chl.2_Missense_Mutation_p.Q83HNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN BTB. 2AAGCTTTCCAGAAGGAGGTGG0.612

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 2 765SMG6_uc002fud.1_Missense_Mutation_p.R206KNM_017575 NP_060045 Q86US8 EST1A_HUMANInteraction with telomeric DNA. 4GGAGCCCGGCCTCCCGCGGGC0.627

- 23 3316ANKFY1_uc002fxn.2_Missense_Mutation_p.R1135Q|ANKFY1_uc002fxo.2_Missense_Mutation_p.R1094Q|ANKFY1_uc002fxp.2_Missense_Mutation_p.R1092Q|ANKFY1_uc010ckp.2_Missense_Mutation_p.R1035QNM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3ACCCAGCAGTCGGAACAGGAG0.562

+ 8 1523POLR2A_uc002ghe.2_Missense_Mutation_p.R430HNM_000937 NP_000928 P24928 RPB1_HUMAN 1ATTGACTTGCGTTTCCACCCC0.552

- 8 993TP53_uc002gig.1_Intron|TP53_uc002gih.2_Missense_Mutation_p.R267G|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_Missense_Mutation_p.R135G|TP53_uc010cng.1_Missense_Mutation_p.R135G|TP53_uc002gii.1_Missense_Mutation_p.R135G|TP53_uc010cnh.1_Missense_Mutation_p.R267G|TP53_uc010cni.1_Missense_Mutation_p.R267G|TP53_uc002gij.2_Missense_Mutation_p.R267GNM_001126112 NP_001119584 P04637 P53_HUMAN|Interaction with E4F1.|Interaction with HIPK1 (By similarity).|Interaction with AXIN1 (By similarity).p.R267W(20)|p.R267P(13)|p.0?(7)|p.R267Q(7)|p.R267R(5)|p.?(3)|p.G262_F270delGNLLGRNSF(2)|p.G266_E271delGRNSFE(2)|p.G262_S269delGNLLGRNS(2)|p.G266fs*4(1)|p.R267fs*78(1)|p.L265_K305del41(1)|p.E258fs*71(1)|p.R267G(1)|p.L265_R267delLGR(1)|p.R267L(1)|p.G266_N268delGRN(1)|p.G262fs*2(1)22245AAGCTGTTCCGTCCCAGTAGA0.522 rs55832599

+ 6 1222 NLK_uc010cri.1_RNA NM_016231 NP_057315 Q9UBE8 NLK_HUMAN Protein kinase. 3CTACTAGGACGAAGAATATTG0.413

- 7 877CORO6_uc002hem.2_Missense_Mutation_p.R58Q|CORO6_uc002hen.2_Missense_Mutation_p.R58QNM_032854 NP_116243 Q6QEF8 CORO6_HUMAN WD 5. 0CTCAAAGTACCGAATGCTGCT0.607

+ 3 230MLLT6_uc010wdr.1_Missense_Mutation_p.G73R|MLLT6_uc010cvm.1_Missense_Mutation_p.G73RNM_005937 NP_005928 P55198 AF17_HUMAN 6ACACAAAGACGGGGCATTGAA0.597

- 5 926 NM_181535 NP_853513 Q7Z3Y7 K1C28_HUMAN Rod.|Coil 2. 1TTGCTGCAGCGAGGCGCTCTG0.652

- 1 296_297 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN13.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0AGCACTGGGGCTTGCAGCAGCT0.446 rs375721;rs425755

- 2 1043HOXB3_uc010wlm.1_Missense_Mutation_p.R142W|HOXB3_uc010dbf.2_Missense_Mutation_p.R215W|HOXB3_uc010dbg.2_Missense_Mutation_p.R215W|HOXB3_uc002ino.2_Missense_Mutation_p.R215W|HOXB3_uc010wlk.1_Missense_Mutation_p.R83W|HOXB3_uc010wll.1_Missense_Mutation_p.R142WNM_002146 NP_002137 P14651 HXB3_HUMAN Homeobox. 0CGGCGAGGCCGGCACAGGTAG0.632

- 5 639 NM_018509 NP_060979 Q96AG4 LRC59_HUMANPotential.|Cytoplasmic (Potential). 1TACTTCCAGCCGCCGCTGCCT0.532

- 8 3841RNF43_uc010wnv.1_Missense_Mutation_p.A588T|RNF43_uc002iwh.3_Missense_Mutation_p.A629T|RNF43_uc002iwg.3_Missense_Mutation_p.A629T|RNF43_uc010dcw.2_Missense_Mutation_p.A502TNM_017763 NP_060233 Q68DV7 RNF43_HUMANPro-rich.|Cytoplasmic (Potential). 1ATGCTGGAGGCGTCAACTGGG0.632

+ 4 2468TNRC6C_uc002juf.2_Missense_Mutation_p.S623N|TNRC6C_uc002jue.2_Missense_Mutation_p.S623NNM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.2GATGCTGACAGTAATAGGTCA0.532

+ 30 4379RPTOR_uc010wug.1_Missense_Mutation_p.V1034I|RPTOR_uc002jyu.1_Missense_Mutation_p.V85INM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 4. 6CTCCATCCGCGTCTACGACAG0.617

+ 3 569 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3GCTCGGCCTCGAAACAGCTTG0.512 rs147386217

- 1 458DLGAP1_uc010wyz.1_Missense_Mutation_p.R131C|DLGAP1_uc002kmk.2_Missense_Mutation_p.R131C|uc002kml.1_IntronNM_004746 NP_004737 O14490 DLGP1_HUMAN 4CTGTCGCTGCGGTGCTCCACG0.677



+ 19 3394CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.S630L|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_5'UTR|CEP192_uc002krs.1_Missense_Mutation_p.S846LNM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 GGAACATTATCATCTATTATC0.373

+ 7 716ASXL3_uc002kxq.2_5'UTRNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GCAAAAATCTCCCACTGGAAA0.318

- 2 1410ZBTB7C_uc002ldb.2_Missense_Mutation_p.R465H|ZBTB7C_uc010dnu.2_Missense_Mutation_p.R474H|ZBTB7C_uc010dnv.2_Missense_Mutation_p.R487H|ZBTB7C_uc010dnw.2_Missense_Mutation_p.R465HNM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMANC2H2-type 4; degenerate. 1CTTGATGTGGCGGTGCAGGTG0.607 rs141739519

- 10 1423MYO5B_uc002lec.1_Missense_Mutation_p.R378CNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANMyosin head-like. 5ACCAGCTTGCGATGACACAGC0.577

+ 13 2986CTDP1_uc002lni.1_3'UTR|CTDP1_uc010drd.1_3'UTRNM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0CTCCGAGGCCGACGAGATGGC0.652

+ 4 452ZNF556_uc002lwq.2_Missense_Mutation_p.R121HNM_024967 NP_079243 Q9HAH1 ZN556_HUMAN 3GGTAATAAACGTGGAAGAACC0.373

+ 14 1775NCLN_uc002lxh.1_RNA|NCLN_uc002lxj.1_RNA|NCLN_uc002lxk.2_Missense_Mutation_p.V185MNM_020170 NP_064555 Q969V3 NCLN_HUMANHelical; (Potential). 0CATGGCCTACGTGGCTGTCCA0.672

- 10 998STAP2_uc002mac.2_Missense_Mutation_p.P301S|STAP2_uc002mad.2_Missense_Mutation_p.P194SNM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN Pro-rich. 1GGTAGTGGGGGCAGTGGGGGC0.597 rs139216713

- 3 2836PLIN4_uc010dub.1_5'UTRNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN27 X 33 AA approximate tandem repeat.|26. 0GCATCCTTAGCGCCACTCAGC0.592

+ 7 1026KIAA1543_uc002mgu.3_Missense_Mutation_p.E336KNM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN CH. 1GATGCTGGCCGAGTTGTTCAT0.662

- 5 36092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTGGTTGGACTCACTCCTTC0.478

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AACTATGGGGGAAGTGGTTGG0.473

- 4 725ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMAN C2H2-type 3. 1CCCACATTCCGGACATGCATA0.433

- 3 590FBXW9_uc010xmp.1_RNA|FBXW9_uc002mum.1_Missense_Mutation_p.T207M|FBXW9_uc002mun.1_Missense_Mutation_p.T44MNM_032301 NP_115677 Q5XUX1 FBXW9_HUMAN WD 1. 1GTTGGACTCCGTCCCCAGCTG0.557

+ 8 2081SYDE1_uc002nai.1_Missense_Mutation_p.E617K|SYDE1_uc002naj.1_Missense_Mutation_p.E341KNM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2CAGTGACAGCGAGGACGAGGA0.642

- 10 1285ILVBL_uc010xof.1_Missense_Mutation_p.G29E|ILVBL_uc010dzw.2_Nonsense_Mutation_p.W281*NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2CCTGGGGCTTCCAGAAGATGT0.557

+ 3 468 NM_024074 NP_076979 Q9H6F2 TM38A_HUMANCytoplasmic (Potential). 3GAGGTGGTGCGAGTCCGCAAG0.527

+ 12 1636FAM129C_uc010xpq.1_Missense_Mutation_p.A500T|FAM129C_uc002ngy.3_Missense_Mutation_p.A226T|FAM129C_uc010xpu.1_Missense_Mutation_p.A226T|FAM129C_uc002ngz.3_RNA|FAM129C_uc010eaw.2_Missense_Mutation_p.A226T|FAM129C_uc002nhb.2_Missense_Mutation_p.A99TNM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0CTGTGACCAGGCTGCCCAGAG0.637

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

+ 2 903ZNF493_uc002npw.2_Missense_Mutation_p.P336L|ZNF493_uc002npy.2_Missense_Mutation_p.P208LNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 7; degenerate. 1TTCTCAACCCCTACTAAACAT0.348 rs142651314

- 4 1111ZNF91_uc010xrj.1_Missense_Mutation_p.R301HNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0GGTTGAAGAACGGCTAAAAGC0.393 rs410211

+ 14 1298 NM_015302 NP_056117 O94927 HAUS5_HUMAN 0CGCCTGTGCCGGAGCCCGGGG0.632

- 2 233IL28B_uc010xuu.1_Missense_Mutation_p.P77SNM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0CAGGTCCTGGGGAAGAGGCGG0.637

- 5 1534ZNF780B_uc002omv.2_Missense_Mutation_p.R342QNM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMANC2H2-type 12. 2GTTCTTATGTCGAGCAAGCTG0.408

+ 5 1053CYP2F1_uc010xvw.1_IntronNM_052848 NP_443080 Q96F63 CCD97_HUMAN 0CGACAACCCCGACTTCGACAA0.612

- 4 842PSG3_uc002ouf.2_RNA|PSG1_uc002oug.1_Intron|PSG3_uc010eil.2_Missense_Mutation_p.P259LNM_021016 NP_066296 Q16557 PSG3_HUMAN 2GGGCAGCTTCGCTGTGTGGAT0.502

- 2 472PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Missense_Mutation_p.R42L|PSG5_uc002ovx.2_Missense_Mutation_p.R114L|PSG5_uc002ovv.2_Missense_Mutation_p.R114L|PSG5_uc002ovw.2_Missense_Mutation_p.R114LNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3TGCGTCTTCCCGGGTGACATT0.433

- 11 1552SYMPK_uc002pdo.1_Missense_Mutation_p.P436L|SYMPK_uc002pdp.1_Missense_Mutation_p.P436L|SYMPK_uc002pdq.1_Missense_Mutation_p.P436LNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1TGACTCCACGGGGGTGTAGAT0.607

+ 3 410 CRX_uc010elm.1_RNA NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2GTCTATGCCCGTGAGGAGGTG0.632

+ 11 1602PPFIA3_uc010yai.1_RNA|PPFIA3_uc010emt.2_Missense_Mutation_p.D348N|PPFIA3_uc010yaj.1_RNA|PPFIA3_uc002pms.2_Missense_Mutation_p.D292NNM_003660 NP_003651 O75145 LIPA3_HUMAN Potential. 1GAAGATGAACGATGACCACAA0.642

+ 1 248AP2A1_uc010enj.1_RNA|AP2A1_uc002ppo.2_Missense_Mutation_p.L13FNM_014203 NP_055018 O95782 AP2A1_HUMAN 2GATGCGGGGGCTCGCGGTGTT0.697

- 5 921ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3GAGCCTGTACTTCTTGTAGAA0.483

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0ACATGCCATCGTAGATGTCAC0.433

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

+ 4 2950ZNF845_uc010ydw.1_Missense_Mutation_p.C945RNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0ACCTTACAAGTGTAATGAATG0.348

- 6 1060LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.P268LNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 4. 1TGTGGGGCCCGGCCGCACGGA0.627

- 2 908ZBTB45_uc002qte.2_Nonsense_Mutation_p.R206*|ZBTB45_uc002qtf.2_Nonsense_Mutation_p.R206*NM_032792 NP_116181 Q96K62 ZBT45_HUMAN 0TCGTCACCTCGGTCATCAGGG0.677

- 2 194PDIA6_uc010yjg.1_Missense_Mutation_p.G16V|PDIA6_uc002rav.2_Missense_Mutation_p.G71V|PDIA6_uc010yjh.1_Missense_Mutation_p.G24V|PDIA6_uc002raw.2_Missense_Mutation_p.G67VNM_005742 NP_005733 Q15084 PDIA6_HUMAN 0GGAATACAGACCATTCACTGC0.413

- 1 1274KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Missense_Mutation_p.S206NNM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4CATGTGGGTGCTGCCCACAGC0.567

- 7 1105GPR113_uc010yky.1_Missense_Mutation_p.A300T|GPR113_uc002rhb.1_5'UTR|GPR113_uc010eyk.1_Missense_Mutation_p.A170T|GPR113_uc002rhc.1_Intron|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANExtracellular (Potential). 4GGGCTCCAGGCCGCGGTGTAG0.632

+ 5 641SEMA4F_uc010ysb.1_Intron|SEMA4F_uc010ffq.1_Missense_Mutation_p.R144Q|SEMA4F_uc010ffr.1_Intron|SEMA4F_uc002snb.1_Intron|SEMA4F_uc002snc.1_IntronNM_004263 NP_004254 O95754 SEM4F_HUMANSema.|Extracellular (Potential). 4CCAGCTCAGCGGTCAGCAGCT0.512

+ 20 2975VWA3B_uc002sym.2_Missense_Mutation_p.K904T|VWA3B_uc002syn.1_RNA|VWA3B_uc010yvi.1_Missense_Mutation_p.K561T|VWA3B_uc002syp.1_Missense_Mutation_p.K296T|VWA3B_uc002syq.1_Missense_Mutation_p.K180T|VWA3B_uc002syr.1_Missense_Mutation_p.K221T|VWA3B_uc010fii.1_RNA|VWA3B_uc002sys.2_RNANM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6GACACAAATAAGATGACATTA0.418

+ 21 2481MAP4K4_uc002tbc.2_Missense_Mutation_p.T890M|MAP4K4_uc002tbd.2_Missense_Mutation_p.T782M|MAP4K4_uc002tbe.2_Missense_Mutation_p.T728M|MAP4K4_uc002tbf.2_Missense_Mutation_p.T779M|MAP4K4_uc010yvy.1_Missense_Mutation_p.T805M|MAP4K4_uc002tbh.2_Missense_Mutation_p.T727M|MAP4K4_uc002tbi.2_Missense_Mutation_p.T612M|MAP4K4_uc010yvz.1_Missense_Mutation_p.T785M|MAP4K4_uc002tbk.2_Missense_Mutation_p.T264M|MAP4K4_uc002tbl.2_Translation_Start_SiteNM_145687 NP_663720 O95819 M4K4_HUMAN 4AATGGTGAAACGGAATCTGTG0.478

+ 12 3257 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4AGACTCACACGGTTCAGGAGC0.393

+ 15 3701POLR1B_uc010fkn.2_Missense_Mutation_p.E985K|POLR1B_uc002thx.2_Missense_Mutation_p.E902K|POLR1B_uc010fko.2_Missense_Mutation_p.E858K|POLR1B_uc010fkp.2_Missense_Mutation_p.E480K|POLR1B_uc010yxn.1_Missense_Mutation_p.E1079K|POLR1B_uc002thy.2_Missense_Mutation_p.E902K|POLR1B_uc010yxo.1_Missense_Mutation_p.E818KNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1TGGGGAGATGGAACGGGATGC0.507

+ 2 1254TMEM177_uc002tme.2_Intron|TMEM177_uc002tmc.1_Missense_Mutation_p.R261C|TMEM177_uc002tmd.2_Missense_Mutation_p.R261C|TMEM177_uc010flh.2_IntronNM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1CCTGGCCCTGCGCAGTCTCTT0.592 rs114786834

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5GCCCATCTTGTTCCTGAGTGT0.607



- 81 12516NEB_uc002txr.2_Missense_Mutation_p.D532NNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 112. 20CCACTCACATCGCTCTGCAGT0.493

- 27 3766LY75_uc002ubb.3_Missense_Mutation_p.P1233S|LY75_uc010fos.2_Missense_Mutation_p.P1233SNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential). 0CTGTCAACTGGTTTGACCTCT0.328

+ 48 3770 NM_000090 NP_000081 P02461 CO3A1_HUMAN 13GGTTTTGCCCCGTATTATGGA0.498

- 20 3226 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12TTTTTTCAGCCTTTCCAGCAT0.299

- 40 6658FN1_uc002vfb.2_Missense_Mutation_p.S1950F|FN1_uc002vfc.2_Missense_Mutation_p.S1925F|FN1_uc002vfd.2_Missense_Mutation_p.S2106F|FN1_uc002vfe.2_Missense_Mutation_p.S2040F|FN1_uc002vff.2_Missense_Mutation_p.S2015F|FN1_uc002vfg.2_Missense_Mutation_p.S1950F|FN1_uc002vfh.2_Intron|FN1_uc002vfi.2_Missense_Mutation_p.S2131F|FN1_uc002vfj.2_Intron|FN1_uc002vez.2_Missense_Mutation_p.S325F|FN1_uc010zjp.1_Missense_Mutation_p.S668F|FN1_uc002vfk.1_Intron|FN1_uc010fva.1_Intron|FN1_uc010fvb.1_Intron|FN1_uc010fvc.1_Intron|FN1_uc010fvd.1_Missense_Mutation_p.S222FNM_212482 NP_997647 P02751 FINC_HUMANConnecting strand 3 (CS-3) (V region). 13TTGCTGACCAGAAGTGCCAGG0.527

- 14 2212 NM_005381 NP_005372 P19338 NUCL_HUMANArg/Gly/Phe-rich. 3CTGCCTCCTCGGAAGCCTCCT0.517

+ 5 755 ALPP_uc002vsr.2_5'FlankNM_001632 NP_001623 P05187 PPB1_HUMAN 1GCCGACGTGCCTGCCTCCGCC0.672

- 41 9262COL6A3_uc002vwo.2_Missense_Mutation_p.R2787C|COL6A3_uc010znj.1_Missense_Mutation_p.R2386C|COL6A3_uc002vwj.2_Missense_Mutation_p.R374CNM_004369 NP_004360 P12111 CO6A3_HUMANFibronectin type-III.|Nonhelical region. 18TGGACTTCACGGGACATCTTA0.473 rs148318789

- 2 762_763OR6B2_uc010zoc.1_Missense_Mutation_p.S239FNM_001005853 NP_001005853 Q6IFH4 OR6B2_HUMANHelical; Name=6; (Potential). 0AGGCGCAGGTAGAGAAGGCTCT0.579

+ 7 637SNAP25_uc002wnr.1_Missense_Mutation_p.R142Q|SNAP25_uc002wns.1_Missense_Mutation_p.R79Q|SNAP25_uc010gca.1_Missense_Mutation_p.R142Q|SNAP25_uc010gcb.1_Missense_Mutation_p.R79Q|SNAP25_uc010gcc.1_Missense_Mutation_p.R36QNM_130811 NP_570824 P60880 SNP25_HUMANt-SNARE coiled-coil homology 2. 2AATGATGCCCGAGAAAATGAA0.458

- 5 635GGTLC1_uc002wtu.2_Missense_Mutation_p.V168INM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1ACTGTCGTGACGTTGGGCAGA0.622

- 17 2820PTPRT_uc010ggj.2_Missense_Mutation_p.T898M|PTPRT_uc010ggi.2_Missense_Mutation_p.T82MNM_007050 NP_008981 O14522 PTPRT_HUMANCytoplasmic (Potential). 20CTTCATCTGCGTGATGTGCTG0.572

- 5 776 NM_005560 NP_005551 O15230 LAMA5_HUMANLaminin N-terminal. 3CCCGGACGTCCGTTCACCAGG0.498

- 3 721DIDO1_uc002yds.1_Missense_Mutation_p.D153N|DIDO1_uc002ydt.1_Missense_Mutation_p.D153N|DIDO1_uc002ydu.1_Missense_Mutation_p.D153N|DIDO1_uc002ydv.1_Missense_Mutation_p.D153N|DIDO1_uc002ydw.1_Missense_Mutation_p.D153N|DIDO1_uc002ydx.1_Missense_Mutation_p.D153N|DIDO1_uc011aao.1_Missense_Mutation_p.D153NNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6CTGTCACTATCGGAGGTGTCA0.572

+ 2 734C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198689 NP_941962 P60409 KR107_HUMAN30 X 5 AA repeats of C-C-X(3).|18. 0CTGCAAGCCCGTCTGCTGTGT0.662

- 2 1274C21orf57_uc002zit.1_5'Flank|C21orf57_uc002ziu.1_5'Flank|C21orf57_uc002ziv.2_5'Flank|C21orf57_uc002ziw.2_5'Flank|C21orf57_uc002zix.2_5'Flank|C21orf57_uc010gqh.2_5'Flank|C21orf57_uc002ziy.2_5'FlankNM_003906 NP_003897 O60318 MCM3A_HUMAN 5CTGACGCGCCGGAGTTCCTCT0.507 rs17182566

- 36 4259PI4KA_uc002zsy.3_Missense_Mutation_p.R153HNM_058004 NP_477352 P42356 PI4KA_HUMAN 4TATGTCTTCACGCAGCCGCTT0.512

- 2 1458ZNF70_uc002zxr.1_5'FlankNM_021916 NP_068735 Q9UC06 ZNF70_HUMAN 2TAGGGCTTCTCGCCAGTGTGG0.572

+ 11 1367SLC2A11_uc002zym.3_Missense_Mutation_p.G430D|SLC2A11_uc002zyo.3_RNA|SLC2A11_uc011ajc.1_Missense_Mutation_p.G421D|SLC2A11_uc002zyp.3_Missense_Mutation_p.G426DNM_001024938 NP_001020109 Q9BYW1 GTR11_HUMANHelical; Name=11; (Potential). 1ATCCTGGTCGGCCTGGGATTT0.642

- 2 1018SSTR3_uc003arb.2_Missense_Mutation_p.R319HNM_001051 NP_001042 P32745 SSR3_HUMANCytoplasmic (Potential). 1CTGCTTGAAGCGGTAGGAGAG0.617

+ 2 1222MGAT3_uc010gxy.2_Missense_Mutation_p.L328PNM_002409 NP_002400 Q09327 MGAT3_HUMANLumenal (Potential). 0GACGGCGTCCTTTTCCTCAAG0.642

+ 21 2663WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|MEI1_uc011apd.1_RNA|MEI1_uc003bbb.1_Missense_Mutation_p.G266S|MEI1_uc003bbc.1_Missense_Mutation_p.G248S|MEI1_uc010gym.1_Missense_Mutation_p.G248S|MEI1_uc003bbd.1_Missense_Mutation_p.G123S|MEI1_uc010gyn.1_RNA|MEI1_uc003bbe.1_RNANM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2CCAAGTGGGCGGTCTTATCCG0.567

+ 2 1940 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 9. 1AAGACCTTCCATCACAATTCA0.418 rs1808125

- 13 7315 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2CTTCTTTAAGCGGGTCTCTGT0.512

- 1 643MST1R_uc011bdd.1_Missense_Mutation_p.P127S|MST1R_uc011bde.1_Missense_Mutation_p.P127S|MST1R_uc011bdf.1_Missense_Mutation_p.P127S|MST1R_uc011bdg.1_Missense_Mutation_p.P127SNM_002447 NP_002438 Q04912 RON_HUMANExtracellular (Potential).|Sema. 6GGCAGCGCGGGATCCAGCACC0.687

+ 5 669GNAI2_uc003cyo.1_Missense_Mutation_p.T167M|GNAI2_uc003cyp.1_Missense_Mutation_p.T167M|GNAI2_uc010hlg.1_Missense_Mutation_p.T102M|GNAI2_uc011bdn.1_Missense_Mutation_p.T146M|GNAI2_uc003cyr.1_Missense_Mutation_p.T102MNM_002070 NP_002061 P04899 GNAI2_HUMAN 3GTAAAGACCACGGGGATCGTG0.592

+ 4 1536GRM2_uc003dbo.3_5'UTR|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANExtracellular (Potential). 1AGCCCCCTTTCGCCCAGCTGA0.542

- 4 428TLR9_uc003ddc.1_5'UTR|TWF2_uc003ddd.2_Missense_Mutation_p.R269Q|TWF2_uc010hmc.2_IntronNM_017442 NP_059138 Q9NR96 TLR9_HUMAN 4GTAGAGCATTCGCTCCTTGAT0.607

- 1 774MAGI1_uc003dmm.2_Missense_Mutation_p.R83H|MAGI1_uc003dmo.2_Missense_Mutation_p.R83H|MAGI1_uc003dmp.2_Missense_Mutation_p.R83H|MAGI1_uc003dmr.2_Missense_Mutation_p.R83HNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN PDZ 1. 6CACGTCATAGCGGGGCAAGCC0.716

- 9 609UBA3_uc003dnq.2_Missense_Mutation_p.P183S|UBA3_uc011bfy.1_Missense_Mutation_p.P20S|UBA3_uc011bfz.1_Missense_Mutation_p.P20SNM_003968 NP_003959 Q8TBC4 UBA3_HUMANInteraction with UBE2M N-terminus. 1TCTATCAAAGGGACAATGGAG0.423

- 6 843FAM86D_uc003dpo.3_Intron|FAM86D_uc003dps.3_Intron|FAM86D_uc003dpq.3_Missense_Mutation_p.A70T|FAM86D_uc003dpr.3_IntronNR_024241 0CCATTACCTGCTGCAATGACA0.597

- 29 2496ABI3BP_uc003duj.2_Missense_Mutation_p.R384Q|ABI3BP_uc003duk.2_Missense_Mutation_p.R513Q|ABI3BP_uc003dul.2_Missense_Mutation_p.R634Q|ABI3BP_uc011bhd.1_Missense_Mutation_p.R758Q|ABI3BP_uc003dum.2_Missense_Mutation_p.R215QNM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN p.R805Q(1) 4TTGGATGTATCGCACATGAGG0.458

- 16 3329 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANExtracellular (Potential).|IPT/TIG 3. 1GGGCTGCGGCGGGGACTGATG0.667

- 7 2195TMCC1_uc003emy.3_Missense_Mutation_p.Q241L|TMCC1_uc011blc.1_Missense_Mutation_p.Q386L|TMCC1_uc010htg.2_Missense_Mutation_p.Q451LNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1CTGCTGCTGCTGCAGCTCCAT0.572

- 3 866 NM_001040100 NP_001035189 Q8NFR3 SSPTB_HUMANLumenal (Potential). 0AAACATAGATCGCTCCCAGGG0.428

+ 4 546ACTL6A_uc003fjx.2_Missense_Mutation_p.A83T|ACTL6A_uc003fjy.2_Missense_Mutation_p.A83TNM_004301 NP_004292 O96019 ACL6A_HUMAN 1CATGTCAGAGGCACCGGTGAG0.323

- 6 866ALG3_uc011brc.1_Missense_Mutation_p.L244F|ALG3_uc011brd.1_Missense_Mutation_p.L223F|ALG3_uc011bre.1_Missense_Mutation_p.L231F|ALG3_uc003fnf.1_Missense_Mutation_p.L239FNM_005787 NP_005778 Q92685 ALG3_HUMAN 0GCCTCTGGGAGGAAGCGCCAG0.637

+ 18 2833EIF4G1_uc003fno.1_Missense_Mutation_p.R820C|EIF4G1_uc010hxw.1_Missense_Mutation_p.R715C|EIF4G1_uc003fnt.2_Missense_Mutation_p.R590C|EIF4G1_uc003fnq.2_Missense_Mutation_p.R792C|EIF4G1_uc003fnr.2_Missense_Mutation_p.R715C|EIF4G1_uc010hxx.2_Missense_Mutation_p.R886C|EIF4G1_uc003fns.2_Missense_Mutation_p.R839C|EIF4G1_uc010hxy.2_Missense_Mutation_p.R886C|EIF4G1_uc003fnv.3_Missense_Mutation_p.R880C|EIF4G1_uc003fnu.3_Missense_Mutation_p.R879C|EIF4G1_uc003fnw.2_Missense_Mutation_p.R886C|EIF4G1_uc003fnx.2_Missense_Mutation_p.R684C|EIF4G1_uc003fny.3_Missense_Mutation_p.R683C|SNORD66_uc003fnz.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMANeIF3/EIF4A-binding. 7GGAACGAGGACGCCTGAAGGA0.488

+ 13 2946 NM_004443 NP_004434 P54753 EPHB3_HUMANCytoplasmic (Potential).|Protein kinase. 11CTATGGAGAGCGACCCTACTG0.567

+ 13 2058TBC1D14_uc003gjs.3_Missense_Mutation_p.T660M|TBC1D14_uc010idh.2_Missense_Mutation_p.T380M|TBC1D14_uc011bwh.1_Missense_Mutation_p.T307M|TBC1D14_uc003gju.3_Missense_Mutation_p.T151MNM_001113361 NP_001106832 Q9P2M4 TBC14_HUMAN 2TCCATCGCCACGATCCAGATG0.607

+ 19 2545SORCS2_uc011bwi.1_Missense_Mutation_p.R677CNM_020777 NP_065828 Q96PQ0 SORC2_HUMANPKD.|Lumenal (Potential). 2CGGCATCTACCGCGTGTCCGT0.522

+ 1 4105PCDH7_uc011bxw.1_Missense_Mutation_p.A986T|PCDH7_uc011bxx.1_Missense_Mutation_p.A1033TNM_002589 NP_002580 O60245 PCDH7_HUMANCytoplasmic (Potential). 4ATTTGTGGGAGCAGGAGACAA0.443

+ 21 2686LIMCH1_uc003gvv.3_Missense_Mutation_p.G878R|LIMCH1_uc003gvw.3_Missense_Mutation_p.G877R|LIMCH1_uc003gvx.3_Missense_Mutation_p.G890R|LIMCH1_uc003gwe.3_Missense_Mutation_p.G801R|LIMCH1_uc003gvy.3_Missense_Mutation_p.G706R|LIMCH1_uc003gwa.3_Missense_Mutation_p.G718R|LIMCH1_uc003gvz.3_Missense_Mutation_p.G1262R|LIMCH1_uc011byu.1_Missense_Mutation_p.G711R|LIMCH1_uc003gwc.3_Missense_Mutation_p.G723R|LIMCH1_uc003gwd.3_Missense_Mutation_p.G711R|LIMCH1_uc011byv.1_Missense_Mutation_p.G628R|LIMCH1_uc011byw.1_Missense_Mutation_p.G177RNM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4ATCATTCCAGGGAGATGACAG0.403

+ 4 805MUC7_uc011cau.1_Missense_Mutation_p.S173P|MUC7_uc003hfj.2_Missense_Mutation_p.S173P|uc011cav.1_RNANM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 1.|Thr-rich. 4ACCCACACCTTCTGCAACTAC0.522

+ 32 5357KIAA1109_uc003iek.2_Missense_Mutation_p.R390KNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12CGCATGAACAGGTAAGAAATA0.373

+ 9 2193GAB1_uc003ijd.2_Missense_Mutation_p.G642R|GAB1_uc011chq.1_Missense_Mutation_p.G509RNM_002039 NP_002030 Q13480 GAB1_HUMAN 4TCTTGATGGAGGAAGCAGCCC0.438

- 2 1113 NM_145720 NP_663772 Q8IY51 TIGD4_HUMANHTH CENPB-type.|H-T-H motif (By similarity). 1GCTTTTAGACGTAACATCGGA0.383



+ 12 2001ETFDH_uc011cjg.1_Missense_Mutation_p.E510K|ETFDH_uc010iqr.2_Missense_Mutation_p.E154K|ETFDH_uc011cjh.1_Missense_Mutation_p.E496K|ETFDH_uc010iqs.2_Missense_Mutation_p.E479KNM_004453 NP_004444 Q16134 ETFD_HUMAN 3TGATGGGCCCGAGCAGCGATT0.363

- 10 5068 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 14. 12TTGGTTACTTCGATCTAATTC0.368

+ 17 2767ADAMTS16_uc003jdk.1_Missense_Mutation_p.V877MNM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8TTGGGCCATCGTGCGCTCTGA0.627

- 4 441 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1TTAAGAAGGCGGGTGATCCTC0.517

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6CACCAGAGGAGACACACAGGG0.612 rs112192848

+ 4 923 NM_002439 NP_002430 P20585 MSH3_HUMANInteraction with EXO1. 4AGCTAACAAACGGTCCAAAAG0.378

- 2 1288 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0ATTTGTTACACGTAGAGCTAA0.323 rs138820203

+ 64 12971GPR98_uc003kjt.2_Missense_Mutation_p.S1998T|GPR98_uc003kjw.2_5'FlankNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ATCCGTTCCAGTGGAGATTTT0.438

+ 74 15724GPR98_uc003kjt.2_Missense_Mutation_p.V2916I|GPR98_uc003kjw.2_Missense_Mutation_p.V871INM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TGTGGCCACTGTAACTGCCAA0.463

- 2 550MARCH3_uc011cxc.1_Missense_Mutation_p.S32NNM_178450 NP_848545 Q86UD3 MARH3_HUMAN 1ATTCACTAGGCTGCCACAATC0.587

- 15 2417FBN2_uc003kuv.2_Missense_Mutation_p.D627HNM_001999 NP_001990 P35556 FBN2_HUMANEGF-like 10; calcium-binding. 15TGGCATTCATCAACATCTGTG0.502

- 8 1479FBN2_uc003kuv.2_Missense_Mutation_p.R314HNM_001999 NP_001990 P35556 FBN2_HUMANEGF-like 5; calcium-binding. 15TACATATCCACGTGGACAAAC0.438 rs112428886

- 5 766 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN EF-hand. 2TAAGTCCCTGAACAGAGATTC0.557

- 4 624SPOCK1_uc003lbp.2_Missense_Mutation_p.A145SNM_004598 NP_004589 Q08629 TICN1_HUMAN Kazal-like. 1CAGACCATGGCTGACTGTGCC0.473

+ 3 2887PCDHA1_uc003lha.2_Missense_Mutation_p.G562R|PCDHA1_uc003lhb.2_Missense_Mutation_p.G826R|PCDHA2_uc003lhd.2_Missense_Mutation_p.G824R|PCDHA3_uc003lhf.2_Missense_Mutation_p.G826R|PCDHA4_uc003lhi.2_Missense_Mutation_p.G823R|PCDHA4_uc003lhh.1_Missense_Mutation_p.G823R|PCDHA5_uc003lhk.1_Missense_Mutation_p.G812R|PCDHA5_uc003lhl.2_Missense_Mutation_p.G812R|PCDHA6_uc003lhn.2_Missense_Mutation_p.G562R|PCDHA6_uc003lho.2_Missense_Mutation_p.G826R|PCDHA7_uc003lhq.2_Missense_Mutation_p.G813R|PCDHA8_uc003lhs.2_Missense_Mutation_p.G826R|PCDHA9_uc003lhu.2_Missense_Mutation_p.G826R|PCDHA10_uc003lhw.2_Missense_Mutation_p.G561R|PCDHA10_uc003lhx.2_Missense_Mutation_p.G824R|PCDHA11_uc003lia.2_Missense_Mutation_p.G825R|PCDHA12_uc003lic.2_Missense_Mutation_p.G817R|PCDHA13_uc003lie.1_Missense_Mutation_p.G826R|PCDHA13_uc003lif.2_Missense_Mutation_p.G826R|PCDHAC1_uc003lih.2_Missense_Mutation_p.G839RNM_018899 NP_061722 Q9Y5I4 PCDC2_HUMAN4 X 4 AA repeats of P-X-X-P.|Cytoplasmic (Potential). 4AGAGGAGGCTGGCATTCTACG0.498

+ 1 1103PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc011dau.1_Missense_Mutation_p.L368PNM_018919 NP_061742 Q9Y5G7 PCDG6_HUMANCadherin 4.|Extracellular (Potential). 1GTAATCGCCCTTTTTCAAGTG0.428

- 3 349SH3PXD2B_uc003mbs.1_Missense_Mutation_p.P60SNM_001017995 NP_001017995 A1X283 SPD2B_HUMAN PX. 4CCTTCCATGGGAAATTTGTCC0.463

- 11 1546CCHCR1_uc011dne.1_Missense_Mutation_p.R475W|CCHCR1_uc003nsq.3_Missense_Mutation_p.R528W|CCHCR1_uc003nsp.3_Missense_Mutation_p.R564W|CCHCR1_uc010jsk.1_Missense_Mutation_p.R475WNM_019052 NP_061925 Q8TD31 CCHCR_HUMAN 1TACGCACCCCGAATGGTGTGG0.612

+ 4 835MICB_uc011dnm.1_Missense_Mutation_p.R208H|MICB_uc003nto.3_Missense_Mutation_p.R197HNM_005931 NP_005922 Q29980 MICB_HUMANIg-like C1-type.|Extracellular (Potential). 0CTGACCTGGCGTCAGGATGGG0.582

- 9 3776 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 5. 0TCCCTGTACTGGACCATGAAG0.582

+ 7 1403KIFC1_uc011drf.1_Missense_Mutation_p.R310HNM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0TGCCGGGTCCGCCCTGTCCTG0.647

- 3 554SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4CATGCAGCAGCGGAGCCAGTA0.607 rs151164597

+ 16 2846BAI3_uc010kak.2_Missense_Mutation_p.D800NNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50CAAAACAACCGATTCGTTTCT0.363

+ 7 793C6orf165_uc003plw.2_Missense_Mutation_p.R46Q|C6orf165_uc010kbv.1_RNA|C6orf165_uc003plu.1_Missense_Mutation_p.R234QNM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1GAGACTGCCCGGAGCCAGGTA0.488 rs142943998

+ 2 327DSE_uc011ebf.1_Missense_Mutation_p.M45V|DSE_uc003pwq.1_Missense_Mutation_p.M45V|DSE_uc011ebg.1_Missense_Mutation_p.M64V|DSE_uc003pwt.2_Missense_Mutation_p.M45VNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1CAGCCATCCCATGCTGTACTT0.542

- 12 1705EZR_uc011efr.1_Missense_Mutation_p.T104M|EZR_uc011efs.1_Missense_Mutation_p.T465M|EZR_uc003qru.3_Missense_Mutation_p.T497MNM_003379 NP_003370 P15311 EZRI_HUMANInteraction with SCYL3. 1GCTGTAGCCCGTGGGCTCTGC0.647

+ 5 457WTAP_uc010kjx.2_Nonsense_Mutation_p.R79*|WTAP_uc003qsk.2_Nonsense_Mutation_p.R79*|WTAP_uc003qsm.1_RNA|WTAP_uc003qsn.2_Nonsense_Mutation_p.R79*NM_004906 NP_004897 Q15007 FL2D_HUMAN 0CCTTGTAATGCGACTAGCAAC0.378

+ 2 427FAM120B_uc003qxo.1_Missense_Mutation_p.K107E|FAM120B_uc011ehd.1_IntronNM_032448 NP_115824 Q96EK7 F120B_HUMAN 1ACGAAGGCTCAAGAACAACAG0.433

- 3 270INTS1_uc003skq.2_Missense_Mutation_p.R57CNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0TCCCGCTTGCGCTCAGAAGGC0.647

+ 11 1382TTYH3_uc010ksn.2_Missense_Mutation_p.A119T|TTYH3_uc003smq.2_Missense_Mutation_p.A228TNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANHelical; Name=5; (Potential). 0CTTCGTCACAGCCCTCATGTT0.637

+ 15 2606USP42_uc011jwp.1_Missense_Mutation_p.A828V|USP42_uc011jwq.1_Missense_Mutation_p.A635V|USP42_uc011jwr.1_Missense_Mutation_p.A673VNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Pro-rich. 5ACAGGCGATGCGAGCCCGTTG0.716

+ 9 1215ZDHHC4_uc003sql.2_Missense_Mutation_p.T286N|ZDHHC4_uc003sqh.2_Missense_Mutation_p.T286N|ZDHHC4_uc003sqj.2_Missense_Mutation_p.T286N|ZDHHC4_uc003sqk.2_Missense_Mutation_p.T286N|ZDHHC4_uc003sqm.2_Missense_Mutation_p.T286N|uc011jwy.1_5'Flank|C7orf26_uc003sqo.1_5'Flank|C7orf26_uc003sqp.1_5'Flank|C7orf26_uc003sqq.1_5'FlankNM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN 2ACCAACCAGACTACTAACGAG0.577

- 6 791_792 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN 0AAAGGACCAAGGTTATTGATGA0.307

+ 18 2722ZMIZ2_uc003tlq.2_Missense_Mutation_p.V809M|ZMIZ2_uc003tls.2_Missense_Mutation_p.V841M|ZMIZ2_uc003tlt.2_Missense_Mutation_p.V490M|ZMIZ2_uc010kyj.2_Missense_Mutation_p.V389M|ZMIZ2_uc003tlu.2_Missense_Mutation_p.V148M|ZMIZ2_uc010kyk.1_5'FlankNM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5TGCCACAGGCGTGATGGGGCC0.677

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

+ 9 1211CCDC146_uc010ldp.2_Nonsense_Mutation_p.R108*NM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2ACGAGATTTTCGAAATTTAAG0.423

- 19 2402POT1_uc011koe.1_RNA|POT1_uc003vlk.2_RNA|POT1_uc003vll.2_RNA|POT1_uc003vlo.2_Missense_Mutation_p.P470S|POT1_uc003vln.2_RNANM_015450 NP_056265 Q9NUX5 POTE1_HUMAN 1TCCAACCACGGATATGCATCT0.323

+ 4 535UBE3C_uc003wnf.2_Missense_Mutation_p.R32C|UBE3C_uc003wng.2_Missense_Mutation_p.R75CNM_014671 NP_055486 Q15386 UBE3C_HUMAN 5TGCATTTGATCGCTGTGCTAC0.388

+ 9 1227FBXO25_uc003woy.2_Missense_Mutation_p.R321W|FBXO25_uc003woz.2_Missense_Mutation_p.R254W|FBXO25_uc003wpa.2_Missense_Mutation_p.R104WNM_183421 NP_904357 Q8TCJ0 FBX25_HUMAN 1GCATTTCTGTCGGCACTGCAG0.383

+ 7 1422MTMR9_uc010lrx.2_Nonsense_Mutation_p.Q235*|MTMR9_uc011kxa.1_Nonsense_Mutation_p.Q257*NM_015458 NP_056273 Q96QG7 MTMR9_HUMANMyotubularin phosphatase. 0TTCCACACTCCAGGTGACCTC0.483

+ 11 1292ADAMDEC1_uc010lub.2_Missense_Mutation_p.L279F|ADAMDEC1_uc011lab.1_Missense_Mutation_p.L279FNM_014479 NP_055294 O15204 ADEC1_HUMANPeptidase M12B. 2GGGCCATGTCCTTGGTATGCC0.388

- 1 806WRN_uc003xio.3_5'Flank|PURG_uc003xim.1_Missense_Mutation_p.E263KNM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0GAAGTCCCCTCTGGGAGTTCA0.448

+ 29 6304 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN Poly-Arg. 9GCGCAGACGGCGGCCTCGAGA0.537

- 1 52 NM_001010893 NP_001010893 Q5PT55 NTCP5_HUMAN 0ATCCTTGCTTCTTCTATAGTC0.299

- 2 742_743 NM_005328 NP_005319 Q92819 HAS2_HUMANCytoplasmic (Potential). 15TTCATTTTTCGGTGCTCCAAAA0.401

- 5 829MTSS1_uc003yrj.2_Missense_Mutation_p.A99T|MTSS1_uc003yrl.2_Missense_Mutation_p.A99TNM_014751 NP_055566 O43312 MTSS1_HUMAN IMD. 1TCAATTAAAGCGCTTTTACCA0.403

- 14 3611FAM135B_uc003yux.2_Missense_Mutation_p.G1048D|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.G709D|FAM135B_uc003yvb.2_Nonsense_Mutation_p.W674*NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9ACCATCCAGGCCATGGACACA0.348



- 5 623TOP1MT_uc011lkd.1_Missense_Mutation_p.D104N|TOP1MT_uc011lke.1_Missense_Mutation_p.D104N|TOP1MT_uc010mfb.2_Missense_Mutation_p.D104N|TOP1MT_uc011lkf.1_5'UTR|TOP1MT_uc010mfd.1_5'UTRNM_052963 NP_443195 Q969P6 TOP1M_HUMAN 1TTGGGATGGTCGCCACGGCCA0.547

- 9 805TSTA3_uc003yzb.2_Missense_Mutation_p.E257KNM_003313 NP_003304 Q13630 FCL_HUMAN 1ACCACCGCCTCGGCTGCCTCC0.667

- 3 280 NM_006664 NP_006655 Q9Y4X3 CCL27_HUMAN 0GCAGATGCTGCGTTGAGCCAG0.527

- 18 3692TMEM2_uc011lrz.1_Missense_Mutation_p.P44L|TMEM2_uc010mos.2_Missense_Mutation_p.P988L|TMEM2_uc011lsb.1_RNANM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2CCGTGGTGCCGGCCCATTCCA0.443

+ 4 1872FAM75C1_uc004apq.3_Missense_Mutation_p.V598INM_001145124 NP_001138596 0GGCTTTTCCCGTATCCAACAC0.547

- 5 1173LPAR1_uc011lwm.1_Missense_Mutation_p.M307I|LPAR1_uc004bfb.2_Missense_Mutation_p.M306I|LPAR1_uc004bfc.2_Missense_Mutation_p.M306I|LPAR1_uc011lwn.1_Missense_Mutation_p.M288I|LPAR1_uc011lwo.1_Missense_Mutation_p.M307I|LPAR1_uc010mub.2_Missense_Mutation_p.M306INM_057159 NP_476500 Q92633 LPAR1_HUMANHelical; Name=7; (Potential). 2TGATGGGGTTCATGGCAGAGT0.522

+ 3 2650TLR4_uc004bka.2_Missense_Mutation_p.R747C|TLR4_uc004bkb.2_Missense_Mutation_p.R587CNM_138554 NP_612564 O00206 TLR4_HUMANCytoplasmic (Potential).|TIR. 16GGAGCTGTACCGCCTTCTCAG0.557

- 1 722 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANHelical; Name=6; (Potential). 3GCAGAGGTGGGAACTGCAGGT0.547

+ 6 861ODF2_uc011maz.1_Missense_Mutation_p.E184K|ODF2_uc011mba.1_Intron|ODF2_uc010myb.2_Missense_Mutation_p.E160K|ODF2_uc011mbb.1_Missense_Mutation_p.E118K|ODF2_uc011mbc.1_Missense_Mutation_p.E103K|ODF2_uc004bva.2_Missense_Mutation_p.E137K|ODF2_uc004bvb.2_Missense_Mutation_p.E160K|ODF2_uc011mbe.1_Missense_Mutation_p.E179K|ODF2_uc004bvc.2_Missense_Mutation_p.E160K|ODF2_uc010myc.2_Missense_Mutation_p.E127K|ODF2_uc011mbf.1_Missense_Mutation_p.E165K|ODF2_uc004bvd.3_Missense_Mutation_p.E184K|ODF2_uc004bve.2_Missense_Mutation_p.E165KNM_002540 NP_002531 Q5BJF6 ODFP2_HUMAN Potential. 1GCACAACATCGAGCGCATGAA0.582

- 7 694RALGDS_uc011mcw.1_Intron|GBGT1_uc004ccx.2_Missense_Mutation_p.R91H|GBGT1_uc010nab.2_Silent_p.A150A|GBGT1_uc011mcx.1_Missense_Mutation_p.R121H|GBGT1_uc010nac.1_Missense_Mutation_p.R2H|GBGT1_uc004ccy.1_3'UTRNM_021996 NP_068836 Q8N5D6 GBGT1_HUMANLumenal (Potential). 0CCGGTACCCACGCATGAAGAA0.597

+ 3 791 NM_000093 NP_000084 P20908 CO5A1_HUMANTSP N-terminal.|Laminin G-like. 11CCGCTCTCCCGTCTTCCTCTA0.592 rs145757313

- 9 1190C9orf167_uc011mew.1_Intron|NELF_uc011mex.1_Missense_Mutation_p.E117K|NELF_uc010nci.2_Missense_Mutation_p.E64K|NELF_uc011mey.1_RNA|NELF_uc011mez.1_Missense_Mutation_p.E297K|NELF_uc004cmz.2_Missense_Mutation_p.E318K|NELF_uc004cnc.2_Missense_Mutation_p.E295K|NELF_uc004cnb.2_Missense_Mutation_p.E290KNM_001130969 NP_001124441 Q6X4W1 NELF_HUMAN 0TCGAAGGCCTCGTCCAGCGTG0.657

- 7 898ASB11_uc004cwo.1_Missense_Mutation_p.G279S|ASB11_uc010nes.1_RNA|ASB11_uc010net.1_Missense_Mutation_p.G283SNM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3CATGCTCGACCGAGACACTTC0.512

+ 8 5209NHS_uc011mix.1_Missense_Mutation_p.R1645H|NHS_uc004cxy.2_Missense_Mutation_p.R1468H|NHS_uc004cxz.2_Missense_Mutation_p.R1447H|NHS_uc004cya.2_Missense_Mutation_p.R1347HNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7CATGACGACCGTTCCTCCCAG0.562

- 11 1592MAP7D2_uc004czq.1_Missense_Mutation_p.E410K|MAP7D2_uc011mji.1_Missense_Mutation_p.E473K|MAP7D2_uc010nfo.1_Missense_Mutation_p.E566K|MAP7D2_uc011mjj.1_Missense_Mutation_p.E480KNM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3TGTTCTCTCTCGAGACGCATC0.458

- 5 482RPS6KA6_uc011mqt.1_Missense_Mutation_p.I135M|RPS6KA6_uc011mqu.1_Missense_Mutation_p.I32M|RPS6KA6_uc010nmo.1_RNANM_014496 NP_055311 Q9UK32 KS6A6_HUMANProtein kinase 1. 8GCAATTTGACAATAAATGGAT0.269

- 2 212 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN 0TGCTGAAGCTCCTTCCCGGGA0.517

+ 2 510 NM_198576 NP_940978 O00468 AGRIN_HUMAN NtA. 3GTTCTGTGTGGAAGGTGCGTG0.652

- 5 1021SDF4_uc001adg.2_RNA|SDF4_uc001adi.3_Missense_Mutation_p.R231Q|SDF4_uc009vjv.2_Missense_Mutation_p.R109Q|SDF4_uc009vjw.2_RNANM_016176 NP_057260 Q9BRK5 CAB45_HUMAN EF-hand 3. 2GAGCATTCCCCGGCTGTGCTC0.672

+ 4 1348 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMANExtracellular (Potential). 0CAGCGGAAACGTGGACATGGA0.667

+ 6 2033 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMANCytoplasmic (Potential). 0TGCCTGCGGGGGCCCTGGGCC0.682

- 11 1383CCNL2_uc010nym.1_RNA|CCNL2_uc001aff.1_Missense_Mutation_p.D229N|CCNL2_uc001afg.1_Missense_Mutation_p.D229N|CCNL2_uc001afh.2_3'UTR|CCNL2_uc001afj.2_3'UTR|CCNL2_uc001afk.2_3'UTRNM_030937 NP_112199 Q96S94 CCNL2_HUMAN 3TACTTGCAGTCCTTGGACTTC0.627

+ 4 719MIB2_uc001agh.2_Missense_Mutation_p.P184S|MIB2_uc001agi.2_Missense_Mutation_p.P198S|MIB2_uc001agj.2_Missense_Mutation_p.P39S|MIB2_uc001agk.2_Missense_Mutation_p.P198S|MIB2_uc001agl.1_Missense_Mutation_p.P154S|MIB2_uc001agm.2_Missense_Mutation_p.P140S|MIB2_uc010nyq.1_Missense_Mutation_p.P154S|MIB2_uc009vkh.2_Missense_Mutation_p.P39S|MIB2_uc001agn.2_5'FlankNM_080875 NP_543151 Q96AX9 MIB2_HUMAN 0TCACTCGCGCCCGTGAGTCCC0.687

+ 12 1727MIB2_uc001agh.2_Missense_Mutation_p.G520S|MIB2_uc001agi.2_Missense_Mutation_p.G530S|MIB2_uc001agj.2_Missense_Mutation_p.G375S|MIB2_uc001agk.2_Missense_Mutation_p.G469S|MIB2_uc001agl.1_Missense_Mutation_p.G490S|MIB2_uc001agm.2_Missense_Mutation_p.G411S|MIB2_uc010nyq.1_Missense_Mutation_p.G490S|MIB2_uc009vkh.2_Missense_Mutation_p.G340S|MIB2_uc001agn.2_Missense_Mutation_p.G166S|MIB2_uc001ago.2_5'FlankNM_080875 NP_543151 Q96AX9 MIB2_HUMAN ANK 1. 0TGCCTACCTGGGCCAGGTGGA0.662

- 5 251CDK11B_uc001aha.1_Missense_Mutation_p.S13F|CDK11B_uc001agw.1_Missense_Mutation_p.S13F|CDK11B_uc001agy.1_Missense_Mutation_p.S47F|CDK11B_uc001agx.1_Missense_Mutation_p.S47F|CDK11B_uc001agz.1_5'UTR|SLC35E2B_uc001ahh.3_Intron|SLC35E2_uc009vkm.1_Intron|CDK11A_uc009vkr.2_Missense_Mutation_p.S47F|CDK11A_uc009vks.2_Missense_Mutation_p.S47F|CDK11A_uc010nys.1_Missense_Mutation_p.S47F|CDK11A_uc010nyt.1_Missense_Mutation_p.S47F|CDK11A_uc010nyu.1_RNA|CDK11A_uc009vkt.1_Missense_Mutation_p.S47F|CDK11A_uc009vku.1_Missense_Mutation_p.S47F|CDK11A_uc009vkv.1_Missense_Mutation_p.S47F|CDK11A_uc001aht.1_Missense_Mutation_p.S47F|CDK11B_uc001ahu.1_Missense_Mutation_p.S47F|CDK11B_uc001ahv.1_Missense_Mutation_p.S47F|CDK11B_uc001ahw.1_Missense_Mutation_p.S47F|uc001ahx.1_5'FlankNM_033486 NP_277021 P21127 CD11B_HUMAN 1 ctcctcaagggaatcccgctt 0.179

+ 5 778TNFRSF14_uc009vlf.1_Missense_Mutation_p.T160I|TNFRSF14_uc001ajt.1_Missense_Mutation_p.P330S|TNFRSF14_uc001ajs.2_Missense_Mutation_p.T160INM_003820 NP_003811 Q92956 TNR14_HUMANTNFR-Cys 3.|Extracellular (Potential). 1AGTCAGGACACCCTGTGTCAG0.647

+ 4 433TP73_uc001akq.2_Missense_Mutation_p.T108I|TP73_uc010nzj.1_Missense_Mutation_p.T59I|TP73_uc001akr.2_Missense_Mutation_p.T59I|TP73_uc009vlk.1_Missense_Mutation_p.T59I|TP73_uc001aks.2_Missense_Mutation_p.T59I|TP73_uc009vll.2_Missense_Mutation_p.T37I|TP73_uc010nzk.1_Missense_Mutation_p.T37INM_005427 NP_005418 O15350 P73_HUMAN 2ACCTTCGACACCATGTCGCCG0.677

- 2 1041 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2CACCACGGCCCCCACAATGTA0.652

- 8 1170KIAA0562_uc010nzm.1_RNA|KIAA0562_uc001akz.2_Missense_Mutation_p.E271KNM_014704 NP_055519 O60308 CE104_HUMAN Potential. 0TGCTTCTTCTCCTTGGCGAGA0.552

- 3 543KIAA0562_uc010nzm.1_RNA|KIAA0562_uc001akz.2_Missense_Mutation_p.L62FNM_014704 NP_055519 O60308 CE104_HUMAN 0TGGTGAGCAAGTAACTGCAGT0.368

+ 2 496AJAP1_uc001aln.2_Missense_Mutation_p.P39SNM_001042478 NP_001035943 Q9UKB5 AJAP1_HUMANExtracellular (Potential). 1CGTGGACCTGCCCGCCTGTGA0.572

+ 2 523AJAP1_uc001aln.2_Missense_Mutation_p.P48SNM_001042478 NP_001035943 Q9UKB5 AJAP1_HUMANExtracellular (Potential). 1GGGCCCGGGGCCGGAGTTCTG0.602

- 3 167RPL22_uc001ame.2_Nonsense_Mutation_p.Q41*NM_000983 NP_000974 P35268 RL22_HUMAN 0TGCAAAAACTGCTCCTGTAGA0.408

+ 6 1301 NM_031475 NP_113663 B1AK53 ESPN_HUMAN 0AGCACCCTCTCCAACTACGAC0.612

+ 3 1186TAS1R1_uc001anu.2_Intron|TAS1R1_uc001anv.2_Intron|TAS1R1_uc001anw.2_Missense_Mutation_p.V396MNM_138697 NP_619642 Q7RTX1 TS1R1_HUMANExtracellular (Potential). 3TGTGTATGCGGTGGCCCATGG0.607

+ 2 131ZBTB48_uc001anx.2_Missense_Mutation_p.G3D|ZBTB48_uc009vmd.1_Missense_Mutation_p.G3DNM_005341 NP_005332 P10074 ZBT48_HUMAN 0ACCATGGACGGCTCCTTCGTC0.622

+ 3 898 NM_153812 NP_722519 Q86YI8 PHF13_HUMAN 0TCCGATACTCCCTCGAGTGGA0.587

+ 17 2442PER3_uc009vmg.1_Missense_Mutation_p.G764D|PER3_uc009vmh.1_Missense_Mutation_p.G757D|PER3_uc001aop.2_Missense_Mutation_p.G764D|PER3_uc010nzw.1_Missense_Mutation_p.G445DNM_016831 NP_058515 P56645 PER3_HUMAN 3TCGAACACCGGCTCTGGTCCC0.682

+ 17 2459PER3_uc009vmg.1_Missense_Mutation_p.G770R|PER3_uc009vmh.1_Missense_Mutation_p.G763R|PER3_uc001aop.2_Missense_Mutation_p.G770R|PER3_uc010nzw.1_Missense_Mutation_p.G451RNM_016831 NP_058515 P56645 PER3_HUMAN 3TCCCCGCAGGGGAGCGCATCA0.706

+ 17 2858PER3_uc009vmg.1_Missense_Mutation_p.P903S|PER3_uc009vmh.1_Missense_Mutation_p.P896S|PER3_uc001aop.2_Missense_Mutation_p.P903S|PER3_uc010nzw.1_Missense_Mutation_p.P584SNM_016831 NP_058515 P56645 PER3_HUMAN Pro-rich. 3GGACCCACCCCCTTCAGTCAC0.547

- 2 351ERRFI1_uc001apa.1_5'UTRNM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1TGCGACTGCTCCAGTAGGTCT0.433

- 20 4250RERE_uc001apf.2_Missense_Mutation_p.T1147I|RERE_uc001apd.2_Missense_Mutation_p.T593INM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2GTACAGGTCTGTCCGGGCACA0.617

- 14 2209RERE_uc001apf.2_Missense_Mutation_p.A467T|RERE_uc010nzx.1_Missense_Mutation_p.A199T|RERE_uc001apd.2_5'UTRNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2GGTGTGGACGCGGTGCGAGTC0.602 rs140945349

- 7 1483RERE_uc001apf.2_Nonsense_Mutation_p.R225*|RERE_uc001aph.1_Nonsense_Mutation_p.R225*NM_012102 NP_036234 Q9P2R6 RERE_HUMAN BAH. 2AAGAGCTCTCGGTTCTTGATA0.408

- 5 1223RERE_uc001apf.2_Missense_Mutation_p.A138V|RERE_uc001aph.1_Missense_Mutation_p.A138VNM_012102 NP_036234 Q9P2R6 RERE_HUMAN BAH. 2TCTGCAACAGGCCTGGGAGTT0.547

- 7 705ENO1_uc001api.1_Missense_Mutation_p.G89E|ENO1_uc001apk.1_Missense_Mutation_p.G130E|ENO1_uc001apl.1_Missense_Mutation_p.G185E|ENO1_uc009vmi.1_Missense_Mutation_p.G142E|ENO1_uc009vmj.1_Missense_Mutation_p.G185E|ENO1_uc009vmk.1_Missense_Mutation_p.G59E|ENO1_uc009vml.1_Missense_Mutation_p.G185ENM_001428 NP_001419 P06733 ENOA_HUMANRequired for repression of c-myc promoter activity. 4AACCTCTGCTCCAATGCGCAT0.522

+ 17 2952UBE4B_uc001aqr.3_Missense_Mutation_p.P618S|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_Missense_Mutation_p.P202S|UBE4B_uc001aqt.1_Missense_Mutation_p.P87SNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4CGATCAGCCTCCATTTTCTGA0.418



+ 21 2181KIF1B_uc001aqv.3_Missense_Mutation_p.T614I|KIF1B_uc001aqw.3_Missense_Mutation_p.T614I|KIF1B_uc001aqy.2_Missense_Mutation_p.T634I|KIF1B_uc001aqz.2_Missense_Mutation_p.T660I|KIF1B_uc001ara.2_Missense_Mutation_p.T620I|KIF1B_uc001arb.2_Missense_Mutation_p.T646INM_015074 NP_055889 O60333 KIF1B_HUMAN 3GTGGACTGGACATTTGCCCAG0.478

+ 25 2601KIF1B_uc001aqw.3_Missense_Mutation_p.S754F|KIF1B_uc001aqy.2_Missense_Mutation_p.S774F|KIF1B_uc001aqz.2_Missense_Mutation_p.S800F|KIF1B_uc001ara.2_Missense_Mutation_p.S760F|KIF1B_uc001arb.2_Missense_Mutation_p.S786FNM_015074 NP_055889 O60333 KIF1B_HUMAN 3ACACTGTACTCCCCTTTGCCT0.448

+ 1 98PGD_uc001ard.2_Splice_Site|PGD_uc010oak.1_Splice_Site_p.Q3_splice|PGD_uc010oal.1_Translation_Start_SiteNM_002631 NP_002622 P52209 6PGD_HUMAN 1CCATGGCCCAGTGAGTGACTC0.701

+ 3 247PGD_uc001ard.2_Translation_Start_Site|PGD_uc010oak.1_Missense_Mutation_p.V53M|PGD_uc010oal.1_Missense_Mutation_p.V40MNM_002631 NP_002622 P52209 6PGD_HUMAN 1AACCAAAGTGGTGGGTGCCCA0.507

+ 1 192APITD1_uc001arf.2_Intron|APITD1_uc001arg.2_IntronNM_001302 NP_001293 O00230 CORT_HUMAN 0TGGAGATTGGGCTTAAAATAC0.522

- 8 1043C1orf127_uc001arr.1_Nonsense_Mutation_p.W328*|C1orf127_uc001ars.1_Nonsense_Mutation_p.W320*NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1GACGTGGCCGCCAGGGACTAG0.687

- 9 1027EXOSC10_uc001asb.2_Missense_Mutation_p.T326I|EXOSC10_uc009vmy.1_Missense_Mutation_p.T326INM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1CATCAGGCAGGTCAGTCCCAG0.453

- 1 103EXOSC10_uc001asb.2_Missense_Mutation_p.T18N|EXOSC10_uc009vmy.1_Missense_Mutation_p.T18NNM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1GTCGGATTTGGTTGCGCTGGT0.672

- 55 7536MTOR_uc001asc.2_Missense_Mutation_p.G677ENM_004958 NP_004949 P42345 MTOR_HUMAN PI3K/PI4K. 29CACTGTGGTCCCCGTTTTCTT0.423

+ 4 946 MTOR_uc001asd.2_IntronNM_021146 NP_066969 O43827 ANGL7_HUMANFibrinogen C-terminal. 0GCTGAGTATAGCCACTTTGTT0.522

- 26 4061 NM_004958 NP_004949 P42345 MTOR_HUMAN 29CTATACCTGGCCATCGGGTTG0.517

+ 13 2795PTCHD2_uc001asi.1_Missense_Mutation_p.A886VNM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7AAGCTGACCGCTTGTATGTCT0.587

+ 17 3460 NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7GTCCCACGGGGCAGTGGGCGT0.672

+ 20 3940 NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANExtracellular (Potential). 7GAACCTGCCCCCCCACCAGGC0.652

+ 17 1864CLCN6_uc010oat.1_Missense_Mutation_p.G300D|CLCN6_uc010oau.1_Missense_Mutation_p.G562DNM_001286 NP_001277 P51797 CLCN6_HUMANCytoplasmic (By similarity). 0GGCCTGCGAGGCGTGCCGCTT0.468

- 2 1474KIAA2013_uc001atl.1_Missense_Mutation_p.S427FNM_138346 NP_612355 Q8IYS2 K2013_HUMANExtracellular (Potential). 1CCACAGGTCAGAGAGCTGCAG0.647

+ 17 1943PLOD1_uc010obb.1_Missense_Mutation_p.E665KNM_000302 NP_000293 Q02809 PLOD1_HUMAN 3ATTCCTGCTGGAGTACATTGC0.597

+ 9 1388MFN2_uc009vni.2_Missense_Mutation_p.A312VNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1GTGCTCAACGCCAGGATTCAG0.537

+ 13 1756MFN2_uc009vni.2_Missense_Mutation_p.A435TNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1GACTGCAATGGCCGAGGAGAT0.502

+ 15 1807_1808TNFRSF8_uc010obc.1_Missense_Mutation_p.T417V|TNFRSF8_uc001atr.2_Missense_Mutation_p.T66V|TNFRSF8_uc001ats.2_Missense_Mutation_p.T10VNM_001243 NP_001234 P28908 TNR8_HUMANCytoplasmic (Potential). 5GATCGTGGGGACCGTGAAGGCT0.649

+ 19 3527VPS13D_uc001atw.2_Missense_Mutation_p.S1129F|VPS13D_uc001atx.2_Missense_Mutation_p.S317FNM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5CTTCAAAAATCCTTTCCCAAG0.353

+ 19 4379VPS13D_uc001atw.2_Missense_Mutation_p.G1413E|VPS13D_uc001atx.2_Missense_Mutation_p.G601ENM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5TTTGTGGCGGGAGATGATGAA0.473

+ 57 11282VPS13D_uc001atw.2_Missense_Mutation_p.S3689N|VPS13D_uc001atx.2_Missense_Mutation_p.S2901N|VPS13D_uc009vnl.2_RNANM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5CAGACGTGGAGTTTCCGAGAA0.502

- 2 110 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1GCCCTGCAAGCTCCAGGAGTC0.562

- 4 1241 NM_001099854 NP_001093324 Q5SWL7 PRA14_HUMAN 0CAGCCCACTGGTGTGGCACAA0.552

+ 8 2100PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.G415E|PRDM2_uc001avj.2_Intron|PRDM2_uc009vod.1_Missense_Mutation_p.G172E|PRDM2_uc001avk.2_Missense_Mutation_p.G214E|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1CATGAAGCAGGGTTAAAGCGG0.498

+ 7 681 NM_033440 NP_254275 P08217 CEL2A_HUMANPeptidase S1. 2CTCTGGCGGGCCACTGAACTG0.577

+ 3 161 NM_015849 NP_056933 P08218 CEL2B_HUMANPeptidase S1. 1CCAGGTCTCCCTGCAGTACAG0.527

+ 4 662DNAJC16_uc001awr.1_Nonsense_Mutation_p.W181*|DNAJC16_uc001awt.2_5'UTRNM_015291 NP_056106 Q9Y2G8 DJC16_HUMANCytoplasmic (Potential).|Thioredoxin. 3GAGCCTGTGTGGAAAGAAGTC0.328

+ 6 914DNAJC16_uc001awr.1_Missense_Mutation_p.G265D|DNAJC16_uc001awt.2_5'UTRNM_015291 NP_056106 Q9Y2G8 DJC16_HUMANCytoplasmic (Potential). 3TTCCTCTCTGGCTGGCAGCAA0.343

+ 15 2164DNAJC16_uc001awt.2_Missense_Mutation_p.P370S|DNAJC16_uc001awu.2_RNANM_015291 NP_056106 Q9Y2G8 DJC16_HUMANExtracellular (Potential). 3AGCTCCAATCCCAAACCAATA0.438

+ 4 616FBLIM1_uc001axe.1_Missense_Mutation_p.G58E|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axg.1_Missense_Mutation_p.G58E|FBLIM1_uc001axh.1_Missense_Mutation_p.G58E|FBLIM1_uc001axi.1_Missense_Mutation_p.G58ENM_017556 NP_060026 Q8WUP2 FBLI1_HUMANFilamin-binding.|Pro-rich. 1GGCTTGGCGGGGAGGCCCAGC0.677

+ 10 1491FBLIM1_uc001axe.1_Missense_Mutation_p.G350S|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axh.1_Missense_Mutation_p.G253S|FBLIM1_uc001axi.1_Missense_Mutation_p.G253SNM_017556 NP_060026 Q8WUP2 FBLI1_HUMANPLEKHC1-binding.|LIM zinc-binding 3. 1CACGGACCAAGGCTGCTACCC0.637

+ 2 533SPEN_uc010obp.1_5'FlankNM_015001 NP_055816 Q96T58 MINT_HUMAN By similarity. 15TTCAGAGGAGGTGGTGGAGGG0.517

- 1 865HSPB7_uc001axp.2_Missense_Mutation_p.R101K|HSPB7_uc001axq.2_Missense_Mutation_p.R101K|HSPB7_uc001axr.2_Missense_Mutation_p.R101K|HSPB7_uc001axs.2_Intron|CLCNKA_uc001axt.2_5'FlankNM_014424 NP_055239 Q9UBY9 HSPB7_HUMANRequired for localization to SC35 splicing speckles. 0aTGGAAACTTCTCTCCGCTCG0.567

+ 19 2052CLCNKA_uc001axt.2_RNA|CLCNKA_uc001axv.2_Missense_Mutation_p.V657M|CLCNKA_uc010obw.1_Missense_Mutation_p.V615M|CLCNKB_uc001axw.3_IntronNM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 2. 1GTCCCTCTTCGTGACATCGCG0.612

+ 7 821NECAP2_uc001ayp.3_RNA|NECAP2_uc010ocd.1_Missense_Mutation_p.T218I|NECAP2_uc001ayq.2_IntronNM_018090 NP_060560 Q9NVZ3 NECP2_HUMAN 0GGAGACTTTACCAAATCTACA0.572

+ 22 3365CROCC_uc009voz.1_Missense_Mutation_p.A698V|CROCC_uc001azu.2_Missense_Mutation_p.A402VNM_014675 NP_055490 Q5TZA2 CROCC_HUMAN Potential. 5AAACGAGATGCCCAGAGCCGG0.642

- 7 459MFAP2_uc001azx.2_Missense_Mutation_p.S108F|MFAP2_uc001azy.2_Missense_Mutation_p.S109F|MFAP2_uc010ocl.1_Missense_Mutation_p.S108FNM_002403 NP_002394 P55001 MFAP2_HUMAN 0CCTGTGTATGGAGTAGAGGCG0.622

- 20 2403ATP13A2_uc001azz.1_5'Flank|ATP13A2_uc001bab.2_Missense_Mutation_p.A733V|ATP13A2_uc001bac.2_Missense_Mutation_p.A733VNM_022089 NP_071372 Q9NQ11 AT132_HUMANCytoplasmic (Potential). 4CCTTCGCAGAGCCTGGATAAC0.627

- 3 315ATP13A2_uc001bab.2_Missense_Mutation_p.G42D|ATP13A2_uc001bac.2_Missense_Mutation_p.G42DNM_022089 NP_071372 Q9NQ11 AT132_HUMANExtracellular (Potential). 4CCATGGACTGCCACAGTAGCC0.652

- 2 222ATP13A2_uc001bab.2_Missense_Mutation_p.S11N|ATP13A2_uc001bac.2_Missense_Mutation_p.S11NNM_022089 NP_071372 Q9NQ11 AT132_HUMANCytoplasmic (Potential). 4GGTGGGCGTGCTGCCCACGAG0.522

- 15 1811PADI2_uc010ocm.1_Missense_Mutation_p.E461KNM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6CGGTGGTCCTCGTCCATCTTG0.597

- 12 1491PADI2_uc010ocm.1_Missense_Mutation_p.G354DNM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6ATCCACGTGGCCCACAGTCAG0.582

+ 12 1478 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2CTTTGTCCCTGCCCCCGATGG0.607

+ 6 1416PAX7_uc001baz.2_Missense_Mutation_p.R271H|PAX7_uc010oct.1_Missense_Mutation_p.R273HNM_002584 NP_002575 P23759 PAX7_HUMAN Homeobox. 203GCCCGTTGGCGTAAGCAGGCA0.652

- 3 313KIAA0090_uc001bbp.2_Missense_Mutation_p.M90I|KIAA0090_uc001bbq.2_Missense_Mutation_p.M90I|KIAA0090_uc001bbr.2_IntronNM_015047 NP_055862 Q8N766 K0090_HUMANExtracellular (Potential). 1CGTGCAGCAGCATGGCATCCA0.552



- 8 847AKR7L_uc010ocy.1_Missense_Mutation_p.G217ENM_201252 NP_957704 0ATGACCGCGTCCCCGTGGGCA0.637

- 4 735CAPZB_uc001bce.2_Missense_Mutation_p.P74S|CAPZB_uc009vpk.2_Missense_Mutation_p.P100S|CAPZB_uc001bcd.2_Missense_Mutation_p.P62SNM_004930 NP_004921 P47756 CAPZB_HUMAN 0TTACTCCATGGTGACCTGGAG0.542

+ 3 1455 NM_000871 NP_000862 P50406 5HT6R_HUMANCytoplasmic (By similarity). 1CTTCAAGCGGGCGCTGGGCAG0.652

+ 2 444 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN OTU. 0GCAGCGGGAAGATTTTGAACC0.438

+ 3 523 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN OTU. 0ACTTTTGCTGGCAATGATGCA0.388

+ 2 680 NM_032409 NP_115785 Q9BXM7 PINK1_HUMANProtein kinase.|Cytoplasmic (Potential). 3AGGGAGAGGCCCAGGTACCAG0.602 rs35802484

+ 7 1458PINK1_uc001bdn.2_Missense_Mutation_p.G148DNM_032409 NP_115785 Q9BXM7 PINK1_HUMANProtein kinase.|Cytoplasmic (Potential). 3CCCTTCTACGGCCAGGGCAAG0.602

- 8 1662KIF17_uc001bdp.3_5'Flank|KIF17_uc001bdq.3_5'Flank|KIF17_uc009vpx.2_Intron|KIF17_uc001bds.3_Missense_Mutation_p.T515INM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4GGAAACCTGAGTCTTGGAGAC0.542

- 15 2592EIF4G3_uc010odi.1_Missense_Mutation_p.G383E|EIF4G3_uc010odj.1_Missense_Mutation_p.G778E|EIF4G3_uc009vpz.2_Missense_Mutation_p.G499E|EIF4G3_uc001bed.2_Missense_Mutation_p.G779E|EIF4G3_uc001bef.2_Missense_Mutation_p.G815E|EIF4G3_uc001bee.2_Missense_Mutation_p.G785ENM_003760 NP_003751 O43432 IF4G3_HUMANeIF3/EIF4A-binding (By similarity).|MIF4G.|HEAT 1. 1AACAGTAAGTCCTGACACTTG0.413

- 11 1841EIF4G3_uc010odi.1_Missense_Mutation_p.L133F|EIF4G3_uc010odj.1_Missense_Mutation_p.L528F|EIF4G3_uc009vpz.2_Missense_Mutation_p.L249F|EIF4G3_uc001bed.2_Missense_Mutation_p.L529F|EIF4G3_uc001bef.2_Missense_Mutation_p.L528F|EIF4G3_uc001bee.2_Missense_Mutation_p.L535FNM_003760 NP_003751 O43432 IF4G3_HUMAN 1TCAGCTTTAAGCTAAATAATA0.358

+ 5 868NBPF3_uc001bes.2_Missense_Mutation_p.R117K|NBPF3_uc009vqb.2_Missense_Mutation_p.R173K|NBPF3_uc010odm.1_Missense_Mutation_p.R103KNM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2CAGGAAGGGAGAGATGCCTCC0.527

+ 1 240 NM_001013693 NP_001013715 Q5SZI1 LRAD2_HUMAN 0TTGCTGGGGGCAGCCGCCCTG0.577

- 26 3394_3395HSPG2_uc009vqd.2_Missense_Mutation_p.P1120SNM_005529 NP_005520 P98160 PGBM_HUMANLaminin IV type A 2. 9TCCAGCGCGGGGTCCTGGCCGG0.569

- 7 662HSPG2_uc009vqd.2_Missense_Mutation_p.S208G|HSPG2_uc009vqe.1_Silent_p.T106TNM_005529 NP_005520 P98160 PGBM_HUMANLDL-receptor class A 1. 9TCATTGTAGCTGTGGCAGGCA0.627

+ 6 602CDC42_uc009vqg.1_Missense_Mutation_p.H104Y|CDC42_uc001bfp.2_Missense_Mutation_p.H104Y|CDC42_uc001bfr.2_Missense_Mutation_p.H104Y|CDC42_uc010odr.1_Missense_Mutation_p.H149Y|CDC42_uc010ods.1_Missense_Mutation_p.H146Y|CDC42_uc009vqh.2_Missense_Mutation_p.H63YNM_001039802 NP_001034891 P60953 CDC42_HUMAN 1GATAACTCACCACTGTCCAAA0.378

+ 4 1340ZBTB40_uc001bfu.2_Missense_Mutation_p.E277K|ZBTB40_uc009vqi.1_Missense_Mutation_p.E277KNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1TCCACAGAAGGAGGTAGGCAC0.383

+ 8 1997ZBTB40_uc001bfu.2_Missense_Mutation_p.G496R|ZBTB40_uc009vqi.1_Missense_Mutation_p.G384R|ZBTB40_uc001bfv.1_Missense_Mutation_p.G125RNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 TTTAGCCCCTGgagaaagaga0.239

+ 11 2036EPHB2_uc001bge.2_Missense_Mutation_p.E632K|EPHB2_uc001bgf.2_Missense_Mutation_p.E631K|EPHB2_uc010odu.1_Missense_Mutation_p.E573KNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential).|ATP (By similarity).|Protein kinase.5TCTCTCAGGGGAGTTTGGCGA0.582

- 3 1658ZNF436_uc001bgu.2_Missense_Mutation_p.G426DNM_030634 NP_085137 Q9C0F3 ZN436_HUMANC2H2-type 11. 1CTGGGTGAAACCTTTCCCACA0.473

- 3 896ZNF436_uc001bgu.2_Missense_Mutation_p.G172ENM_030634 NP_085137 Q9C0F3 ZN436_HUMAN C2H2-type 2. 1GAAGCCTTTTCCACATTCATA0.438

- 3 832 NM_004091 NP_004082 Q14209 E2F2_HUMAN Potential. 4GGTGAGCAGCCCCAGCGAAGT0.627

+ 9 660LYPLA2_uc001bhr.2_Missense_Mutation_p.P175L|LYPLA2_uc001bhs.1_3'UTR|LYPLA2_uc001bhu.2_Missense_Mutation_p.P157LNM_007260 NP_009191 O95372 LYPA2_HUMAN 2CCCATGGTGCCCGTACGGTTT0.617

+ 2 127 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0GACCACCAGGGGAGAAGACTT0.428

+ 10 1943TMEM57_uc009vru.2_Missense_Mutation_p.D354N|TMEM57_uc009vrv.2_Missense_Mutation_p.D223NNM_018202 NP_060672 Q8N5G2 MACOI_HUMAN 0AATCAAGCTGGACCTGTTCTC0.542

+ 5 1210MAN1C1_uc009vry.1_Missense_Mutation_p.A114TNM_020379 NP_065112 Q9NR34 MA1C1_HUMANLumenal (Potential). 1GCTCCTGCCGGCGTTCAACAC0.592

+ 9 1727MAN1C1_uc009vry.1_Missense_Mutation_p.A286V|MAN1C1_uc001bkn.2_5'FlankNM_020379 NP_065112 Q9NR34 MA1C1_HUMANLumenal (Potential). 1GCCGAGGATGCCAAGGAAGAA0.617

- 3 905 NM_024037 NP_076942 Q9H7T9 CA135_HUMAN 0AGGAGCTCTAGTGTTGTGGGC0.478

+ 3 466 NM_015871 NP_056955 O00488 ZN593_HUMAN 0GTCCACTGAGGTCCCTGAGAT0.622

+ 21 2121CNKSR1_uc001blm.3_Missense_Mutation_p.S681F|CNKSR1_uc009vsd.2_Missense_Mutation_p.S423F|CNKSR1_uc009vse.2_Missense_Mutation_p.S423F|CNKSR1_uc001blo.2_Missense_Mutation_p.S423F|CATSPER4_uc010oey.1_5'Flank|CATSPER4_uc010oez.1_5'Flank|CATSPER4_uc009vsf.2_5'FlankNM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2ACCTCTGACTCCACAGAACAG0.637

- 4 368UBXN11_uc001blz.1_Missense_Mutation_p.G32E|UBXN11_uc001blv.2_5'UTR|UBXN11_uc001bly.2_Missense_Mutation_p.G32E|UBXN11_uc001blx.2_5'UTR|UBXN11_uc001bma.2_Missense_Mutation_p.G32E|UBXN11_uc001bmb.1_Missense_Mutation_p.G32E|UBXN11_uc010ofb.1_5'UTR|UBXN11_uc010ofc.1_IntronNM_183008 NP_892120 Q5T124 UBX11_HUMAN 1CTTACCATCTCCATAGATGCG0.552

- 2 851 NM_021969 NP_068804 Q15466 NR0B2_HUMAN 0CCAATGATAGGGCGAAAGAAG0.612

- 2 1042 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2AGTTGAACGACCCTCCGAGGT0.642

- 3 546FGR_uc001bok.2_Missense_Mutation_p.A134T|FGR_uc001bol.2_Missense_Mutation_p.A134T|FGR_uc001bom.2_Missense_Mutation_p.A134TNM_005248 NP_005239 P09769 FGR_HUMAN SH3. 2TCAACAGGGGCCACGTAGTTG0.557

+ 9 949 NM_177424 NP_803173 Q86Y82 STX12_HUMANVesicular (Potential). 2GTTTATAAAACGAAGTGATTG0.418

+ 4 370PPP1R8_uc001bow.1_5'UTR|PPP1R8_uc001box.1_Intron|PPP1R8_uc009vtc.1_RNA|PPP1R8_uc009vtd.1_IntronNM_014110 NP_054829 Q12972 PP1R8_HUMANInteraction with CDC5L, SF3B1 and MELK. 0ACCTCACAAGCCTCAGCAAAT0.493

+ 6 1934C1orf38_uc001boz.2_3'UTR|C1orf38_uc001bpa.2_3'UTR|C1orf38_uc010ofn.1_Missense_Mutation_p.L440F|C1orf38_uc010ofo.1_Missense_Mutation_p.L507FNM_001105556 NP_001099026 Q5TEJ8 THMS2_HUMANAsp/Glu-rich. 1TGAAGAAATACTTGAGCAATT0.358

+ 7 1063SMPDL3B_uc001bpf.2_Splice_Site_p.G291_splice|SMPDL3B_uc010ofq.1_Splice_Site_p.G85_splice|SMPDL3B_uc010ofr.1_Splice_Site_p.G243_spliceNM_014474 NP_055289 Q92485 ASM3B_HUMAN 3TCTCCTGACAGGTGTCCCCAT0.567

+ 3 594 NM_018053 NP_060523 Q9H6D3 XKR8_HUMANHelical; (Potential). 0ATCCTTCCTGGGCATCTCGTG0.642

+ 3 812 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN 0TCTGGGTCTGGCTTCAGGGCA0.637

- 6 520EYA3_uc010ofs.1_Missense_Mutation_p.P66S|EYA3_uc010oft.1_Missense_Mutation_p.P119S|EYA3_uc001bpj.2_Missense_Mutation_p.P119S|EYA3_uc001bpk.1_RNA|EYA3_uc010ofu.1_RNANM_001990 NP_001981 Q99504 EYA3_HUMAN 3TTACCAAAAGGAGGTAGTCCA0.423

+ 9 1035SNHG3-RCC1_uc001bqa.1_Missense_Mutation_p.S317N|SNHG3-RCC1_uc001bqb.1_Missense_Mutation_p.S317N|SNHG3-RCC1_uc001bqc.1_Missense_Mutation_p.S317N|RCC1_uc001bqe.1_Missense_Mutation_p.S334N|RCC1_uc001bqf.1_Missense_Mutation_p.S348NNM_001269 NP_001260 P18754 RCC1_HUMAN RCC1 6. 1AAAGCATACAGCCTGGGCCGG0.602

+ 11 1775EPB41_uc001brg.1_Missense_Mutation_p.E381K|EPB41_uc001brh.1_Missense_Mutation_p.E381K|EPB41_uc001bri.1_Missense_Mutation_p.E555K|EPB41_uc001brj.1_Missense_Mutation_p.E381K|EPB41_uc009vtk.1_Missense_Mutation_p.E554K|EPB41_uc001brk.2_Missense_Mutation_p.E590K|EPB41_uc001brl.1_Missense_Mutation_p.E590K|EPB41_uc009vtl.1_Missense_Mutation_p.E381K|EPB41_uc009vtm.1_Missense_Mutation_p.E223KNM_203342 NP_976217 P11171 41_HUMAN Hydrophilic. 1AGCACAGAAGGAAACAGTGAA0.512

- 6 757MECR_uc001brp.1_Missense_Mutation_p.E165K|MECR_uc001brr.1_Missense_Mutation_p.E165K|MECR_uc001brs.1_RNA|MECR_uc001brt.1_Missense_Mutation_p.E165K|MECR_uc010ofz.1_Missense_Mutation_p.E241KNM_016011 NP_057095 Q9BV79 MECR_HUMAN 1CTTCTTAGCTCCTCTTCTGTG0.493

+ 27 3859PTPRU_uc001brv.2_Missense_Mutation_p.T1246I|PTPRU_uc001brw.2_Missense_Mutation_p.T1240I|PTPRU_uc009vtq.2_Missense_Mutation_p.T1246I|PTPRU_uc009vtr.2_Missense_Mutation_p.T1237I|PTPRU_uc001brx.2_5'UTRNM_005704 NP_005695 Q92729 PTPRU_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).7TTCATCGTGACCCTGCACCCG0.647

- 8 791 NM_006762 NP_006753 Q13571 LAPM5_HUMAN 0GGCAGGACCACCTGGGAGAGA0.592

- 12 1777PUM1_uc001bsf.1_Missense_Mutation_p.P221L|PUM1_uc001bsg.1_Missense_Mutation_p.P368L|PUM1_uc001bsh.1_Missense_Mutation_p.P555L|PUM1_uc001bsj.1_Missense_Mutation_p.P556L|PUM1_uc010oga.1_Intron|PUM1_uc001bsk.1_Missense_Mutation_p.P591L|PUM1_uc010ogb.1_Missense_Mutation_p.P496LNM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3GTAAGCAGCAGGAGCCAACAC0.458

- 11 1754PUM1_uc001bsf.1_Missense_Mutation_p.M213I|PUM1_uc001bsg.1_Missense_Mutation_p.M360I|PUM1_uc001bsh.1_Missense_Mutation_p.M547I|PUM1_uc001bsj.1_Missense_Mutation_p.M548I|PUM1_uc010oga.1_Missense_Mutation_p.M451I|PUM1_uc001bsk.1_Missense_Mutation_p.M583I|PUM1_uc010ogb.1_Missense_Mutation_p.M488I|SNORD85_uc001bsl.1_5'FlankNM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3CCGCACCTGGCATGCCTGCTG0.532



- 8 1356PUM1_uc001bsf.1_Missense_Mutation_p.P76S|PUM1_uc001bsg.1_Missense_Mutation_p.P227S|PUM1_uc001bsh.1_Missense_Mutation_p.P415S|PUM1_uc001bsj.1_Missense_Mutation_p.P415S|PUM1_uc010oga.1_Missense_Mutation_p.P319S|PUM1_uc001bsk.1_Missense_Mutation_p.P451S|PUM1_uc010ogb.1_Missense_Mutation_p.P355SNM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3CCGATGTGCGGCTGATGAGCA0.493

- 2 282SNRNP40_uc010oge.1_Missense_Mutation_p.S79FNM_004814 NP_004805 Q96DI7 SNR40_HUMAN WD 1. 0TGCTAAGGTGGATCCGTTGGG0.443

- 37 2847COL16A1_uc001btj.1_Missense_Mutation_p.V657M|COL16A1_uc001btl.3_Missense_Mutation_p.V828MNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 5 (COL5) with 3 imperfections. 8GCTCCTTTCACCCCTGGAGAT0.557

- 23 1950COL16A1_uc001btj.1_Missense_Mutation_p.P358S|COL16A1_uc001btl.3_Missense_Mutation_p.P529SNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 8 (COL8) with 1 imperfection. 8TCCCCTTTGGGCCCTGGCTTT0.572

- 17 1570COL16A1_uc001btj.1_Missense_Mutation_p.G231D|COL16A1_uc001btl.3_Missense_Mutation_p.G402DNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 9 (COL9) with 3 imperfections. 8GCCCTTCTCGCCTTTCTGGCC0.647

- 29 4690BAI2_uc001btm.2_Missense_Mutation_p.P440S|BAI2_uc001btp.1_Missense_Mutation_p.P440S|BAI2_uc010ogn.1_Missense_Mutation_p.P416S|BAI2_uc010ogo.1_Missense_Mutation_p.P1055S|BAI2_uc010ogp.1_Missense_Mutation_p.P1379S|BAI2_uc010ogq.1_Missense_Mutation_p.P1413S|BAI2_uc001bto.2_Missense_Mutation_p.P1446SNM_001703 NP_001694 O60241 BAI2_HUMANCytoplasmic (Potential). 13ACGGTGCGAGGCATGGTCCGG0.637

+ 4 469CCDC28B_uc001buk.2_Missense_Mutation_p.E113K|IQCC_uc001bum.2_5'Flank|IQCC_uc009vua.2_5'Flank|IQCC_uc010ogz.1_5'FlankNM_024296 NP_077272 Q9BUN5 CC28B_HUMAN 0TCCAGGGAAGGAATGCTCCTT0.527

+ 8 886LCK_uc001buy.2_Missense_Mutation_p.R250W|LCK_uc001buz.2_Missense_Mutation_p.R250W|LCK_uc010ohc.1_Missense_Mutation_p.R294W|LCK_uc001bva.2_IntronNM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6GCTGGTGGAGCGGCTGGGGGC0.672

+ 4 395HDAC1_uc010ohd.1_Missense_Mutation_p.Q111P|HDAC1_uc010ohe.1_Missense_Mutation_p.Q48P|HDAC1_uc010ohf.1_Missense_Mutation_p.Q82PNM_004964 NP_004955 Q13547 HDAC1_HUMANHistone deacetylase. 3GAGTTCTGTCAGTTGTCTACT0.438

+ 6 2067KIAA1522_uc001bvu.1_Missense_Mutation_p.S703N|KIAA1522_uc010ohm.1_Missense_Mutation_p.S655N|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0ACTGACGCCAGTCCTCAGTCC0.627

+ 6 2474KIAA1522_uc001bvu.1_Missense_Mutation_p.P839S|KIAA1522_uc010ohm.1_Missense_Mutation_p.P791S|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0TCCTCCAGCTCCGCCAGCCCC0.657

- 9 1755YARS_uc001bvw.1_5'Flank|YARS_uc001bvx.1_5'UTRNM_003680 NP_003671 P54577 SYYC_HUMAN 2TCCCGGATTGGATCCAGCAAC0.498

+ 5 580 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0GCGGGCGCGGGCACGGGCACG0.701

+ 5 682 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0ACCAGCCCCCCTCTCCTGGAC0.672

- 6 718PHC2_uc001bxh.1_Missense_Mutation_p.V193I|PHC2_uc009vuh.1_Missense_Mutation_p.V222I|PHC2_uc001bxi.1_Missense_Mutation_p.V222INM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1AAGTTCTGTACCTGGAAAAGA0.582

- 15 2252CSMD2_uc001bxm.1_Nonsense_Mutation_p.W781*NM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 4.|Extracellular (Potential). 12CAGCGCTGTTCCAGACCACGC0.632

- 4 520CSMD2_uc001bxm.1_Missense_Mutation_p.S204NNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 1.|Extracellular (Potential). 12AAGGTTGCAGCTGTAGCGGAC0.622

- 3 1376 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN 3CTGTCCAGTGGTGAGGGAACG0.567

+ 10 1286ZMYM1_uc001byn.2_Missense_Mutation_p.I380V|ZMYM1_uc010ohu.1_Missense_Mutation_p.I361V|ZMYM1_uc001byo.2_Missense_Mutation_p.I20V|ZMYM1_uc009vut.2_Missense_Mutation_p.I305VNM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0AGCAGATGTCATTGTGGATGT0.214

+ 11 1347ZMYM1_uc001byn.2_Missense_Mutation_p.T400M|ZMYM1_uc010ohu.1_Missense_Mutation_p.T381M|ZMYM1_uc001byo.2_Missense_Mutation_p.T40M|ZMYM1_uc009vut.2_Missense_Mutation_p.T325MNM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN Ser-rich. 0AGTAGTAGTACGGAACAGCCA0.353

+ 9 1480ZMYM4_uc009vuu.2_Missense_Mutation_p.C435Y|ZMYM4_uc001byu.2_Missense_Mutation_p.C143Y|ZMYM4_uc009vuv.2_Missense_Mutation_p.C206YNM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 3. 5CATAAACTTTGCAGTGATGCC0.418

+ 8 2018NCDN_uc001bzb.2_Missense_Mutation_p.A631T|NCDN_uc001bzc.2_Missense_Mutation_p.A614TNM_001014839 NP_001014839 Q9UBB6 NCDN_HUMAN 3GGGCATCTGGGCCGACCTGCA0.692

- 11 2115CLSPN_uc009vux.2_Missense_Mutation_p.E615KNM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN Potential. 8AGAAGGAATTCTGCAGTCTTT0.343

- 8 1659CLSPN_uc009vux.2_Splice_Site_p.G527_spliceNM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8TAAAGGATTACCTCTGTTGGT0.438

+ 15 2104EIF2C1_uc001bzk.2_Nonsense_Mutation_p.R556*|EIF2C1_uc009vuy.2_RNANM_012199 NP_036331 Q9UL18 AGO1_HUMAN Piwi. 3GCGGGTACAGCGACCACGGCA0.522

+ 3 456ADPRHL2_uc001bzu.2_5'UTRNM_017825 NP_060295 Q9NX46 ARHL2_HUMAN 1ATGTCGCGATGTCTTTGAGCC0.557

+ 2 308MAP7D1_uc001caa.2_Missense_Mutation_p.G31D|MAP7D1_uc001cab.2_Missense_Mutation_p.G31D|MAP7D1_uc001cac.2_5'FlankNM_018067 NP_060537 Q3KQU3 MA7D1_HUMAN Pro-rich. 5TCTCCAGAAGGTGACCCTTCC0.597

+ 2 90MACF1_uc010ois.1_Missense_Mutation_p.R76W|MACF1_uc010oit.1_Missense_Mutation_p.R39WNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16TACAGATGAACGGGACCGGGT0.507

+ 16 1754MACF1_uc001cda.1_Missense_Mutation_p.V425INM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16GGATGAGCTGGTCACCTTGCG0.393

+ 27 3474MACF1_uc001cda.1_Missense_Mutation_p.R998K|MACF1_uc001cdc.1_Missense_Mutation_p.R177K|MACF1_uc009vvq.1_Missense_Mutation_p.R147K|MACF1_uc001cdb.1_Missense_Mutation_p.R177KNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16AATGCATTAAGGATTGCAGAG0.502

+ 4 6004MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc001cdb.1_IntronNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16GATGTTGACAGCCTGAACCTC0.413

+ 13 8013MACF1_uc010ois.1_Missense_Mutation_p.G2126S|MACF1_uc001cda.1_Missense_Mutation_p.G2034S|MACF1_uc001cdc.1_Missense_Mutation_p.G1213S|MACF1_uc001cdb.1_Missense_Mutation_p.G1213SNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16AGTGCTGCAGGGCAAACTGGC0.552

+ 1 3841MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0AGAGGAGCCCACCTCCCCAGC0.721

+ 1 4075MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0AGAGGAGCCCACCTCCCCAGC0.726 rs783822

+ 31 12879MACF1_uc010ois.1_Nonsense_Mutation_p.Q3748*|MACF1_uc001cda.1_Nonsense_Mutation_p.Q3635*|MACF1_uc001cdc.1_Nonsense_Mutation_p.Q2705*NM_033044 NP_149033 Q9UPN3 MACF1_HUMANLRR 23.|Spectrin 9. 16GGAACAGGACCAGACCACAGC0.478

+ 38 14020MACF1_uc010ois.1_Missense_Mutation_p.S4128NNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16GTGAGGAAGAGCATTGATGAG0.438

- 4 1440PABPC4_uc001cdl.2_Missense_Mutation_p.A181V|PABPC4_uc001cdm.2_Missense_Mutation_p.A181V|SNORA55_uc001cdo.1_5'FlankNM_003819 NP_003810 Q13310 PABP4_HUMAN 0TCCAAGCTCAGCTTCCCGCTC0.423

- 1 881PABPC4_uc001cdl.2_Translation_Start_Site|PABPC4_uc001cdm.2_Translation_Start_SiteNM_003819 NP_003810 Q13310 PABP4_HUMAN 0CCCCCCACCACCCCGAGCCCC0.721

+ 3 186PPIE_uc001cdt.1_5'UTR|PPIE_uc010oiy.1_5'UTR|PPIE_uc001cdu.1_RNA|PPIE_uc001cdv.2_Missense_Mutation_p.G48E|PPIE_uc001cdw.2_Missense_Mutation_p.G48E|PPIE_uc001cdx.1_5'FlankNM_006112 NP_006103 Q9UNP9 PPIE_HUMAN RRM. 0AAGCACCGAGGATTTGCTTTT0.383

- 2 519MYCL1_uc001ces.1_Missense_Mutation_p.A101V|MYCL1_uc001cet.1_Missense_Mutation_p.A101VNM_001033082 NP_001028254 P12524 MYCL1_HUMAN 2CCGTTCCCGGGCCGAGAAGCC0.706

+ 6 905MFSD2A_uc010ojb.1_Missense_Mutation_p.T192A|MFSD2A_uc001ceu.2_Missense_Mutation_p.T229A|MFSD2A_uc010ojc.1_Missense_Mutation_p.T73A|MFSD2A_uc009vvy.2_RNA|MFSD2A_uc001cex.2_5'FlankNM_001136493 NP_001129965 Q8NA29 MFS2A_HUMAN 2TGCCAACCATACACATGGCAC0.547

- 8 1030PPT1_uc010ojf.1_Intron|PPT1_uc010ojg.1_Splice_Site_p.Q163_splice|PPT1_uc009vwa.2_Splice_SiteNM_000310 NP_000301 P50897 PPT1_HUMAN 1CTGCCAGTTACCTGTGTGTAC0.488

+ 8 2423RLF_uc001cfd.3_Missense_Mutation_p.D489NNM_012421 NP_036553 Q13129 RLF_HUMAN 3ACACTTTAGGGATGCATCTTA0.363

+ 5 1120 NM_152373 NP_689586 Q5T5D7 ZN684_HUMAN C2H2-type 5. 0TATAAACATTCCAGATTTCAT0.378

- 8 6887HIVEP3_uc001cha.3_Missense_Mutation_p.A1892T|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6GAGGAGTCTGCCCGCAGTGCA0.672

- 8 883FOXJ3_uc001chf.2_Missense_Mutation_p.E191K|FOXJ3_uc001chg.2_Missense_Mutation_p.E191K|FOXJ3_uc001chh.1_IntronNM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2ATAATACACTCCATTCCCAAA0.323

+ 3 887PPCS_uc001chk.2_Missense_Mutation_p.E102KNM_024664 NP_078940 Q9HAB8 PPCS_HUMAN 0CAAAGACTCGGAAACCAAGTT0.408



- 1 165LEPRE1_uc001chw.2_Missense_Mutation_p.A18T|LEPRE1_uc001chx.3_Missense_Mutation_p.A18T|LEPRE1_uc001chy.3_Missense_Mutation_p.A18T|LEPRE1_uc001chz.2_Missense_Mutation_p.A18T|C1orf50_uc001cia.3_5'FlankNM_022356 NP_071751 Q32P28 P3H1_HUMAN 4TGGGAGGCAGCGGCCACGACA0.692

+ 12 1301ERMAP_uc001cid.1_RNA|ERMAP_uc001cie.1_Missense_Mutation_p.S344F|ERMAP_uc001cif.1_Missense_Mutation_p.S254FNM_001017922 NP_001017922 Q96PL5 ERMAP_HUMANCytoplasmic (Potential).|B30.2/SPRY. 1GCTCTCACATCCCCGCAGACC0.527

- 9 1732 NM_006516 NP_006507 P11166 GTR1_HUMANHelical; Name=11; (Potential). 5ACGGCAATGGCAGCTGGACGT0.547

- 8 1036EBNA1BP2_uc001cio.2_Missense_Mutation_p.G335D|EBNA1BP2_uc001cim.2_Missense_Mutation_p.G175D|EBNA1BP2_uc010ojx.1_Missense_Mutation_p.G335DNM_006824 NP_006815 Q99848 EBP2_HUMAN 0CCTCTTGAGGCCTCTGCCATG0.557

+ 10 1738EBNA1BP2_uc001cio.2_Intron|WDR65_uc010ojz.1_Nonsense_Mutation_p.W528*|WDR65_uc001ciq.1_Nonsense_Mutation_p.W539*NM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 8. 1TGTATGAATGGAATCTGTCCA0.458

+ 11 2147EBNA1BP2_uc001cio.2_Intron|WDR65_uc010ojz.1_Intron|WDR65_uc001ciq.1_Missense_Mutation_p.L676FNM_152498 NP_689711 Q96MR6 WDR65_HUMAN 1CTCTCTCCTTCTTCTCTCTTA0.363

+ 4 1033EBNA1BP2_uc001cio.2_5'Flank|TMEM125_uc001cis.2_Missense_Mutation_p.A155TNM_144626 NP_653227 Q96AQ2 TM125_HUMANHelical; (Potential). 1CATTGCTCTGGCTGCCTTGGG0.687

+ 4 542MPL_uc001civ.2_Missense_Mutation_p.R166K|MPL_uc009vwr.2_Missense_Mutation_p.R159KNM_005373 NP_005364 P40238 TPOR_HUMANExtracellular (Potential).|Fibronectin type-III 1. 363GATTTCCTGAGGTACGAACTC0.587

+ 44 5947 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0GCCGACCATGGAAGTGGAGAC0.617

+ 44 6026 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0TCTCGTGGTGGGGGTCCTCTT0.642

+ 9 1830PTPRF_uc001cjs.2_Missense_Mutation_p.G497D|PTPRF_uc001cju.2_Missense_Mutation_p.G68D|PTPRF_uc009vwt.2_Missense_Mutation_p.G68D|PTPRF_uc001cjv.2_Missense_Mutation_p.G68DNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).|Fibronectin type-III 2. 10GTGGGCGATGGCCCTCCCAGC0.677

+ 16 3200PTPRF_uc001cjs.2_Missense_Mutation_p.V945M|PTPRF_uc001cju.2_Intron|PTPRF_uc009vwt.2_Missense_Mutation_p.V514M|PTPRF_uc001cjv.2_Missense_Mutation_p.V414M|PTPRF_uc001cjw.2_Missense_Mutation_p.V180MNM_002840 NP_002831 P10586 PTPRF_HUMANFibronectin type-III 7.|Extracellular (Potential). 10CTACACCGTGGTGTTCCGAGA0.567

+ 27 4839PTPRF_uc001cjs.2_Missense_Mutation_p.S1491F|PTPRF_uc001cju.2_Missense_Mutation_p.S889F|PTPRF_uc009vwt.2_Missense_Mutation_p.S1060F|PTPRF_uc001cjv.2_Missense_Mutation_p.S971F|PTPRF_uc001cjw.2_Missense_Mutation_p.S726FNM_002840 NP_002831 P10586 PTPRF_HUMANTyrosine-protein phosphatase 1.|Cytoplasmic (Potential).10CAGAGTGGCTCCAGTGAGAAG0.587

- 5 892SLC6A9_uc009vxe.2_Missense_Mutation_p.D90N|SLC6A9_uc010okm.1_Missense_Mutation_p.D161N|SLC6A9_uc001clm.2_Missense_Mutation_p.D180N|SLC6A9_uc009vxd.2_RNA|SLC6A9_uc010okn.1_Missense_Mutation_p.D165N|SLC6A9_uc001cln.2_Missense_Mutation_p.D161N|SLC6A9_uc010oko.1_Missense_Mutation_p.D50N|SLC6A9_uc010okp.1_RNANM_201649 NP_964012 P48067 SC6A9_HUMANExtracellular (Potential). 0TTGGAGGCGTCCAGTACACCG0.622

- 1 218SLC6A9_uc009vxe.2_5'Flank|SLC6A9_uc010okm.1_Intron|SLC6A9_uc001clm.2_Missense_Mutation_p.A9V|SLC6A9_uc009vxd.2_RNA|SLC6A9_uc010okn.1_Missense_Mutation_p.A9V|SLC6A9_uc001cln.2_Intron|SLC6A9_uc010oko.1_Intron|SLC6A9_uc010okp.1_IntronNM_201649 NP_964012 P48067 SC6A9_HUMANCytoplasmic (Potential). 0GCGAGCGATCGCAGCCCGCGT0.667

+ 3 1172 NM_173484 NP_775755 Q5JT82 KLF17_HUMAN 2ACCCTCAGACCCACAGGCCAA0.493

+ 5 558DMAP1_uc010okt.1_Silent_p.T198T|DMAP1_uc001clr.1_Missense_Mutation_p.L160F|DMAP1_uc001cls.1_Missense_Mutation_p.L160F|DMAP1_uc010oku.1_Missense_Mutation_p.L150FNM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN SANT. 0AACTGACCACCTCTTTGACCT0.517

+ 2 258KIF2C_uc010olb.1_Missense_Mutation_p.G48ENM_006845 NP_006836 Q99661 KIF2C_HUMANGlobular (Potential). 1TGGGCAGAAGGAGGTGCCACA0.413

+ 7 945 PLK3_uc001cmo.2_RNANM_004073 NP_004064 Q9H4B4 PLK3_HUMAN Protein kinase. 0CTGCCTGCCAGCCTCTCACTG0.622

+ 13 1664PLK3_uc001cmo.2_IntronNM_004073 NP_004064 Q9H4B4 PLK3_HUMAN POLO box 1. 0GGGTGCTGTGCCCCGGGCCCT0.597

- 18 2843PTCH2_uc010olg.1_Missense_Mutation_p.A642VNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANExtracellular (Potential). 18GCTGGGGTAGGCGTGCACCCC0.672

- 9 2300 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0GCTCAGGAGCTGCTCCTCATT0.512

+ 1 791 NM_032756 NP_116145 Q96IR7 HPDL_HUMAN 0ACCCCCGGCAGCTCCCCCACA0.682

+ 29 5651MAST2_uc001cow.2_Missense_Mutation_p.V1789I|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11TTTGGCATTGGTTCCAGATGA0.502

- 10 2117PIK3R3_uc009vyb.2_Missense_Mutation_p.A395V|PIK3R3_uc009vyc.2_Missense_Mutation_p.A471V|PIK3R3_uc001cpc.3_Missense_Mutation_p.A454V|PIK3R3_uc010olw.1_Missense_Mutation_p.A500V|PIK3R3_uc010olv.1_Missense_Mutation_p.A244VNM_003629 NP_003620 Q92569 P55G_HUMAN 0GGGCATCTGTGCATGAACAGG0.483

+ 3 541DMBX1_uc001cpw.2_Missense_Mutation_p.P171SNM_147192 NP_671725 Q8NFW5 DMBX1_HUMAN 1CAGCGACCCCCCTGCTGAGCT0.677

- 3 719MKNK1_uc010omf.1_Intron|MOBKL2C_uc001cqe.3_Missense_Mutation_p.V215ANM_201403 NP_958805 Q70IA8 MOL2C_HUMAN 1GTAGACATGGACAAAGACTCG0.557

+ 9 1187 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANLumenal (Potential). 1TTTCCAGATGGACGCTCCTTA0.423

+ 1 638 NM_012186 NP_036318 Q13461 FOXE3_HUMAN Fork-head. 0CTTCGTCAAGGTGCCCCGCGA0.652

+ 9 1122SLC5A9_uc010oms.1_RNA|SLC5A9_uc001crn.2_Missense_Mutation_p.R382K|SLC5A9_uc010omt.1_Missense_Mutation_p.R371K|SLC5A9_uc001crp.2_Missense_Mutation_p.R24K|SLC5A9_uc010omu.1_Missense_Mutation_p.R24KNM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMANExtracellular (Potential). 3GTCTGCCAAAGAATCTGTGGG0.557

+ 10 1325SLC5A9_uc010oms.1_RNA|SLC5A9_uc001crn.2_Missense_Mutation_p.E450K|SLC5A9_uc010omt.1_Missense_Mutation_p.E439K|SLC5A9_uc001crp.2_Missense_Mutation_p.E92K|SLC5A9_uc010omu.1_Missense_Mutation_p.E92KNM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMANCytoplasmic (Potential). 3AACAGAGCAGGAGCTGATGGT0.587

- 13 1595SPATA6_uc001crs.1_Missense_Mutation_p.A461V|SPATA6_uc010omv.1_Missense_Mutation_p.A463VNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1AGAACTACAGGCCTTTTTGTA0.423

- 7 602FAF1_uc009vyw.1_RNA|FAF1_uc001cse.1_Missense_Mutation_p.S180FNM_007051 NP_008982 Q9UNN5 FAF1_HUMAN p.0?(1) 2AGCATGACTAGATGATGAAGG0.338

+ 2 1232CDKN2C_uc001csg.2_Missense_Mutation_p.G6RNM_001262 NP_001253 P42773 CDN2C_HUMAN ANK 1. p.0?(4) 17CGAGCCTTGGGGGAACGAGTT0.468

+ 12 912OSBPL9_uc001css.2_Missense_Mutation_p.A303V|OSBPL9_uc001csx.2_RNA|OSBPL9_uc009vza.2_Missense_Mutation_p.A299V|OSBPL9_uc001csu.2_Missense_Mutation_p.A308V|OSBPL9_uc001csv.2_Missense_Mutation_p.A133V|OSBPL9_uc001csw.2_Missense_Mutation_p.A285V|OSBPL9_uc001csy.2_Missense_Mutation_p.A120V|OSBPL9_uc001csz.2_Missense_Mutation_p.A120V|OSBPL9_uc001cta.2_Missense_Mutation_p.A188V|OSBPL9_uc001ctb.2_Missense_Mutation_p.A83VNM_024586 NP_078862 Q96SU4 OSBL9_HUMAN 1TTTTATGATGCTGATGAATTC0.398

- 4 490 NM_002867 NP_002858 P20337 RAB3B_HUMAN 1CCAGGAGTAGGTCTTGATCTG0.353

- 1 736TXNDC12_uc001cti.2_IntronNM_138417 NP_612426 Q96EK9 KTI12_HUMAN 2TCTAGGCCCACCAAAGTGAAT0.637

- 1 575TXNDC12_uc001cti.2_IntronNM_138417 NP_612426 Q96EK9 KTI12_HUMAN 2CGCAGCCCCGGATTCTTCTCG0.587

+ 4 935ZFYVE9_uc001ctn.2_Missense_Mutation_p.D255N|ZFYVE9_uc001ctp.2_Missense_Mutation_p.D255NNM_004799 NP_004790 O95405 ZFYV9_HUMAN 8TATAGGTAGAGACCCCTCCAT0.433

+ 3 482FAM159A_uc001cug.1_Intron|FAM159A_uc001cuh.2_IntronNM_001042693 NP_001036158 Q6UWV7 F159A_HUMAN 0GGCAGAAGTGCCAAAAGTGAG0.562

+ 3 1073ZYG11B_uc009vzg.2_RNA|ZYG11B_uc010onj.1_Missense_Mutation_p.S284NNM_024646 NP_078922 Q9C0D3 ZY11B_HUMAN 4CAACGTCCAAGCATGCAATTT0.403

+ 7 914PODN_uc001cuw.2_Missense_Mutation_p.P284S|PODN_uc010onr.1_Missense_Mutation_p.P284S|PODN_uc010ons.1_Missense_Mutation_p.P161SNM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 7. 2GAAGATCCCCCCGGGGGCCTT0.617

- 4 271C1orf123_uc001cvc.2_Intron|C1orf123_uc001cve.2_Splice_Site_p.E58_spliceNM_017887 NP_060357 Q9NWV4 CA123_HUMAN 2GCCTGACCTACCGATGGAATT0.562 rs112803850

- 13 2107LRP8_uc001cvh.1_Missense_Mutation_p.N208K|LRP8_uc001cvk.1_Missense_Mutation_p.N485K|LRP8_uc001cvj.1_Missense_Mutation_p.N655K|LRP8_uc001cvl.1_Missense_Mutation_p.N526K|LRP8_uc001cvm.1_Missense_Mutation_p.N240KNM_004631 NP_004622 Q14114 LRP8_HUMANLDL-receptor class B 5.|Extracellular (Potential). 0CATTGAGCCGATTTGCACTGA0.512

- 4 2131 NM_201546 NP_963840 Q5VXM1 CDCP2_HUMAN 1CAGTCTTAGGGGTCCCGAGAG0.582

+ 3 496C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxo.2_Missense_Mutation_p.V58I|C1orf175_uc010ooc.1_Intron|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Intron|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc010oog.1_Missense_Mutation_p.V58I|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNANM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0CTTGGCTCTCGTTCCAGATCT0.572

- 48 5585 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13AGTGTATGGGTTTGCTTTATA0.373



+ 1 145 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase.|ATP (By similarity). 6CTGGGCGTCGGCACCTTCGGC0.647

- 18 2472C1orf168_uc001cyl.2_RNANM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TTCCAATTCTTCTCCAGGACT0.323

+ 8 1307 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3AATGTTGGTGGAGGTTTATCA0.413

- 14 1849DAB1_uc001cyt.1_Missense_Mutation_p.G390D|DAB1_uc001cyq.1_Missense_Mutation_p.G390D|DAB1_uc001cyr.1_Missense_Mutation_p.G306D|DAB1_uc009vzw.1_Missense_Mutation_p.G374D|DAB1_uc009vzx.1_Missense_Mutation_p.G392DNM_021080 NP_066566 O75553 DAB1_HUMAN 3GTCACTCGTGCCTGGGACGGT0.592

- 12 1432DAB1_uc001cyt.1_Missense_Mutation_p.S251F|DAB1_uc001cyq.1_Missense_Mutation_p.S251F|DAB1_uc001cyr.1_Missense_Mutation_p.S167F|DAB1_uc009vzw.1_Missense_Mutation_p.S235F|DAB1_uc009vzx.1_Missense_Mutation_p.S253FNM_021080 NP_066566 O75553 DAB1_HUMAN 3AGGGGGTGTGGACATGTCCCC0.438

- 9 1363MYSM1_uc001czc.2_RNANM_001085487 NP_001078956 Q5VVJ2 MYSM1_HUMAN SWIRM. 1ATGAATCCGTCCAATACAATT0.348

+ 16 1591HOOK1_uc001czo.2_Missense_Mutation_p.E497K|HOOK1_uc001czp.2_RNA|HOOK1_uc010oor.1_Missense_Mutation_p.E455KNM_015888 NP_056972 Q9UJC3 HOOK1_HUMANSufficient for interaction with microtubules.|Potential. 2GGAGCAGCTAGAACAGAAACA0.403

+ 19 1846HOOK1_uc001czo.2_Splice_Site_p.V582_splice|HOOK1_uc001czp.2_Intron|HOOK1_uc010oor.1_Splice_Site_p.V540_spliceNM_015888 NP_056972 Q9UJC3 HOOK1_HUMAN 2AATCAAAATGGTAGGTATCTG0.353

- 5 739 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2GCTCAGCTGAGATTGGAGAAG0.423

+ 8 1007INADL_uc009waf.1_Missense_Mutation_p.G298D|INADL_uc001daa.2_Missense_Mutation_p.G298D|INADL_uc001dad.3_5'UTRNM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 2. 4AAGATTGGTGGCACAAACGTG0.438

+ 27 3743CACHD1_uc001dbp.1_Missense_Mutation_p.A968V|CACHD1_uc001dbq.1_Missense_Mutation_p.A968V|CACHD1_uc010opa.1_Missense_Mutation_p.A457VNM_020925 NP_065976 Q5VU97 CAHD1_HUMANCytoplasmic (Potential). 2TTACAGGCGGCCGTCACGGTA0.517

+ 13 1923DNAJC6_uc010opc.1_Missense_Mutation_p.P574S|DNAJC6_uc001dce.1_Missense_Mutation_p.P644SNM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3ATTTGGAGCACCTTCTAAACC0.443

+ 16 2387DNAJC6_uc010opc.1_Missense_Mutation_p.M728I|DNAJC6_uc001dce.1_Missense_Mutation_p.M798INM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3AGCCCAGCATGCCCCACTCCT0.612

+ 3 333PDE4B_uc009war.2_Intron|PDE4B_uc001dco.2_Nonsense_Mutation_p.G48*NM_001037341 NP_001032418 Q07343 PDE4B_HUMAN 3GTGTTGCTCAGGAAACTTACA0.458

+ 3 253TCTEX1D1_uc009wau.2_RNA|TCTEX1D1_uc009wav.2_RNANM_152665 NP_689878 Q8N7M0 TC1D1_HUMAN 0GTTTTTAGTTCTATGAGTACT0.318

- 12 1861WDR78_uc009waw.2_Missense_Mutation_p.G348E|WDR78_uc009wax.2_RNANM_024763 NP_079039 Q5VTH9 WDR78_HUMAN WD 2. 2TTTGCCATCTCCTGTTGTTCC0.348

- 12 1816WDR78_uc009waw.2_Missense_Mutation_p.P333L|WDR78_uc009wax.2_RNANM_024763 NP_079039 Q5VTH9 WDR78_HUMAN WD 2. 2TTGCCATACAGGTCCCAAATG0.328

+ 7 813MIER1_uc010opf.1_Missense_Mutation_p.P191S|MIER1_uc009way.2_Missense_Mutation_p.P191S|MIER1_uc001ddc.2_Missense_Mutation_p.P227S|MIER1_uc001ddh.2_Missense_Mutation_p.P111S|MIER1_uc001ddf.2_Missense_Mutation_p.P191S|MIER1_uc001ddg.2_Missense_Mutation_p.P147S|MIER1_uc010opg.1_Missense_Mutation_p.P191S|MIER1_uc001ddj.1_Missense_Mutation_p.P174S|MIER1_uc001ddi.2_Missense_Mutation_p.P174SNM_001077700 NP_001071168 Q8N108 MIER1_HUMAN Glu-rich. 1AGATTATATTCCATCAGAAGA0.249

- 12 1435 NM_015139 NP_055954 Q9NTN3 S35D1_HUMAN 0GCTCCTTTCCCCTTAATGTCC0.453

- 1 499SLC35D1_uc010oph.1_5'FlankNM_015139 NP_055954 Q9NTN3 S35D1_HUMANHelical; (Potential). 0TTCAGAAACACGGTCAGCGTT0.557

+ 11 1325IL23R_uc009waz.2_Splice_Site_p.E211_splice|IL23R_uc001ddp.2_Intron|IL23R_uc010opi.1_Splice_Site|IL23R_uc010opj.1_Splice_Site_p.E12_splice|IL23R_uc010opk.1_Splice_Site_p.G276_splice|IL23R_uc010opl.1_Splice_Site|IL23R_uc010opm.1_Splice_Site|IL23R_uc001ddq.2_Splice_Site_p.E160_splice|IL23R_uc010opn.1_Splice_Site_p.E259_splice|IL23R_uc001ddr.2_Splice_Site|IL23R_uc010opo.1_Intron|IL23R_uc010opp.1_Intron|IL23R_uc010opq.1_Intron|IL23R_uc010opr.1_Intron|IL23R_uc010ops.1_Splice_Site_p.E211_splice|IL23R_uc010opt.1_Splice_Site_p.E55_splice|IL23R_uc010opu.1_Splice_Site_p.E110_splice|IL23R_uc010opv.1_Splice_Site_p.E172_splice|IL23R_uc010opw.1_Splice_Site_p.E49_splice|IL23R_uc010opx.1_Splice_Site_p.E55_splice|IL23R_uc010opy.1_Splice_Site_p.E181_splice|IL23R_uc010opz.1_Splice_Site_p.E55_splice|IL23R_uc010oqa.1_Splice_Site_p.E55_splice|IL23R_uc010oqb.1_Splice_Site_p.E243_splice|IL23R_uc010oqc.1_Splice_Site_p.E130_splice|IL23R_uc010oqd.1_Splice_Site_p.E49_splice|IL23R_uc010oqe.1_Splice_Site_p.E12_splice|IL23R_uc010oqf.1_Splic!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_144701 NP_653302 Q5VWK5 IL23R_HUMAN 0TTTTTTCCTAGGAAAATAGTG0.318

- 7 1246SERBP1_uc001ddx.2_Missense_Mutation_p.G363D|SERBP1_uc001ddy.2_Missense_Mutation_p.G348D|SERBP1_uc001ddw.2_Missense_Mutation_p.G354DNM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1TCCTCCCCTGCCGCCACGTCC0.517

- 8 1820DEPDC1_uc001dej.3_5'UTR|DEPDC1_uc001dek.3_Intron|DEPDC1_uc001del.3_IntronNM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0AAGTTCTATTGTACTTTTGCA0.388

+ 4 737TNNI3K_uc001dgc.1_Intron|TNNI3K_uc001dgd.2_Intron|TNNI3K_uc001dge.1_Intron|FPGT_uc010oqt.1_Intron|FPGT_uc010oqu.1_Intron|FPGT_uc010oqv.1_IntronNM_003838 NP_003829 O14772 FPGT_HUMAN 1GCCCAGCATAGAAAAGATGTA0.388

+ 2 109TNNI3K_uc001dgc.1_Missense_Mutation_p.V121I|TNNI3K_uc001dgd.2_Missense_Mutation_p.V121I|TNNI3K_uc001dge.1_Missense_Mutation_p.V121INM_015978 NP_057062 Q59H18 TNI3K_HUMAN 10GAAGAAAAAAGTCAGTGAATC0.308

- 14 4553 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5TTGCTCCTGTCCTAGCCCTGA0.592

- 14 3809 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CTCCCTGCTGGACAGCTCTTC0.557

- 14 3013 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CCCTCAGCCTCTCCCTCCTCC0.537

- 24 2207SLC44A5_uc001dgt.2_Intron|SLC44A5_uc001dgs.2_Intron|SLC44A5_uc001dgr.2_Intron|SLC44A5_uc010oqz.1_Intron|SLC44A5_uc010ora.1_Missense_Mutation_p.R682K|SLC44A5_uc010orb.1_Missense_Mutation_p.R558KNM_152697 NP_689910 Q8NCS7 CTL5_HUMANCytoplasmic (Potential). 4TCCATCATTTCTTTCCAGATC0.418

+ 14 1828 NM_002440 NP_002431 O15457 MSH4_HUMAN 5TTCAGGATAGTGTGCAAACTG0.323

+ 2 344ST6GALNAC3_uc001dhg.3_Missense_Mutation_p.H61Y|ST6GALNAC3_uc010orh.1_IntronNM_152996 NP_694541 Q8NDV1 SIA7C_HUMANLumenal (Potential). 5CCTTCGAACTCACTATGGATA0.438

- 8 754PIGK_uc010orj.1_Missense_Mutation_p.P161S|PIGK_uc009wbx.2_Missense_Mutation_p.P143S|PIGK_uc001dhl.1_Missense_Mutation_p.P237SNM_005482 NP_005473 Q92643 GPI8_HUMANLumenal (Potential). 3GCAGGATCAGGTTGATGCTAT0.308

- 1 141FUBP1_uc001dih.3_RNA|FUBP1_uc010orm.1_Missense_Mutation_p.G18S|DNAJB4_uc010orn.1_5'FlankNM_003902 NP_003893 Q96AE4 FUBP1_HUMAN Gly-rich. 3 ccgccaccaccgccaccaGCT0.488

+ 6 1104 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1GATGTTTGGGGAGTCATTGGT0.403

+ 5 928IFI44L_uc010orp.1_5'UTR|IFI44L_uc010orq.1_5'UTRNM_006820 NP_006811 Q53G44 IF44L_HUMAN 0GTTAAAGATGGAAAAAATGGA0.373

- 9 1285 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANGPS.|Extracellular (Potential). 2ATGGTATCAGGTGAGTAATTC0.403

+ 11 2268LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.R696K|LPHN2_uc001div.2_Missense_Mutation_p.R696K|LPHN2_uc009wcd.2_Missense_Mutation_p.R696K|LPHN2_uc001diw.2_Missense_Mutation_p.R280KNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential). 9CAGAACAGCAGGAATGGTAAG0.358

- 1 216CTBS_uc001dkc.2_5'UTR|CTBS_uc001dkd.2_5'UTR|CTBS_uc001dkb.2_5'UTRNM_004388 NP_004379 Q01459 DIAC_HUMAN 0TGGCGAATCGGGCGGCAGAGC0.542

- 7 948SSX2IP_uc001dkf.2_Splice_Site_p.A198_splice|SSX2IP_uc001dkg.2_Splice_Site|SSX2IP_uc010orz.1_Splice_Site_p.A198_splice|SSX2IP_uc001dki.2_Splice_Site_p.A225_splice|SSX2IP_uc010osa.1_Splice_Site_p.A198_splice|SSX2IP_uc001dkj.2_Splice_Site_p.A225_splice|SSX2IP_uc009wci.2_Intron|SSX2IP_uc001dkk.1_Splice_Site_p.A221_spliceNM_014021 NP_054740 Q9Y2D8 ADIP_HUMAN 2CAGCTGTTTACCTATTTTCTT0.303

- 2 256MCOLN3_uc001dkq.2_Missense_Mutation_p.A55T|MCOLN3_uc001dkr.2_Missense_Mutation_p.A55T|MCOLN3_uc001dks.3_5'UTRNM_018298 NP_060768 Q8TDD5 MCLN3_HUMAN 1CTACCTCGAGCCCAGAACTTC0.398

- 6 949DDAH1_uc001dlc.2_Missense_Mutation_p.S160F|uc001dla.1_Intron|DDAH1_uc010osb.1_Missense_Mutation_p.S163F|DDAH1_uc009wco.2_Missense_Mutation_p.S160FNM_012137 NP_036269 O94760 DDAH1_HUMAN 0TTCCAGTTCAGACATGCTCAC0.473

- 39 3406COL24A1_uc001dli.2_Missense_Mutation_p.G258R|COL24A1_uc010osd.1_Missense_Mutation_p.G422R|COL24A1_uc001dlk.2_RNA|COL24A1_uc010ose.1_RNA|COL24A1_uc010osf.1_RNANM_152890 NP_690850 Q17RW2 COOA1_HUMANCollagen-like 11. 5CCTATTTGTCCTTTATCACCC0.403

+ 14 2764 NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1TAGTCCTGATGAAACGTCTGC0.423

+ 14 2771 NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1GATGAAACGTCTGCTCCTTGT0.418

- 7 1109 NM_002053 NP_002044 P32455 GBP1_HUMAN 2TAGGTCAGCACCAGGCTCTCT0.473

- 7 1340GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMAN 1CTCTCACTGTCCCTGTGCAGG0.512

- 8 1413GBP2_uc001dmy.1_RNANM_207398 NP_997281 Q8N8V2 GBP7_HUMAN 2AACAAAGAAAGTTCCTCTTGA0.428



+ 5 713GBP6_uc010ost.1_Missense_Mutation_p.E17KNM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2TTATGTGACGGAGCTCACAGA0.403

+ 7 1487LRRC8B_uc001dnh.2_Missense_Mutation_p.G327D|LRRC8B_uc001dnj.2_Missense_Mutation_p.G327DNM_001134476 NP_001127948 Q6P9F7 LRC8B_HUMANHelical; (Potential). 2ATACTTTATGGTCTGACCTCT0.428

- 4 3614ZNF644_uc001dnv.2_Intron|ZNF644_uc001dnx.2_IntronNM_201269 NP_958357 Q9H582 ZN644_HUMAN 3GGCAGTTCTGGTTTTGTTTCA0.383

+ 6 1051BTBD8_uc010otc.1_RNANM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN BTB 2. 1 TGTTATGATGCATTTTATATA0.279

+ 6 1067BTBD8_uc010otc.1_RNANM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN BTB 2. 1ATATATGGAGGAACTCTGGAC0.299

+ 11 1392MTF2_uc010oth.1_Missense_Mutation_p.G265E|MTF2_uc009wdk.2_Intron|MTF2_uc001dpi.3_Missense_Mutation_p.G94E|MTF2_uc010oti.1_Missense_Mutation_p.G265E|MTF2_uc001dpj.3_Missense_Mutation_p.G265E|MTF2_uc001dpl.3_Missense_Mutation_p.G265E|MTF2_uc001dpm.3_Missense_Mutation_p.G36ENM_007358 NP_031384 Q9Y483 MTF2_HUMAN 2GAACCTGAAGGAACATCTCAT0.378

+ 11 1419MTF2_uc010oth.1_Missense_Mutation_p.G274D|MTF2_uc009wdk.2_Intron|MTF2_uc001dpi.3_Missense_Mutation_p.G103D|MTF2_uc010oti.1_Missense_Mutation_p.G274D|MTF2_uc001dpj.3_Missense_Mutation_p.G274D|MTF2_uc001dpl.3_Missense_Mutation_p.G274D|MTF2_uc001dpm.3_Missense_Mutation_p.G45DNM_007358 NP_031384 Q9Y483 MTF2_HUMAN 2AAAATTAAAGGCAGAAAGGCA0.353

+ 1 229TMED5_uc001dpn.2_5'UTR|TMED5_uc001dpo.2_5'UTR|TMED5_uc001dpp.2_RNANM_206886 NP_996769 Q5T9S5 CCD18_HUMAN 5TCCCGGGCGGGCTCCGCTAGT0.726

+ 4 281FNBP1L_uc001dpv.2_Missense_Mutation_p.A94VNM_001024948 NP_001020119 Q5T0N5 FBP1L_HUMANInduction of membrane tubulation (By similarity). 0GAAGAAATGGCGCACAGAGTG0.348

- 25 3804 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12TTCTTATTTGGAAGAAGGAAG0.473

- 23 3431ARHGAP29_uc009wdq.1_IntronNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11TCTATCTACAGGCAAACTTAC0.398

+ 2 438RWDD3_uc001drd.3_3'UTR|RWDD3_uc010oty.1_Missense_Mutation_p.G106D|RWDD3_uc009wdt.2_Missense_Mutation_p.G121D|RWDD3_uc001drf.3_Missense_Mutation_p.G121D|RWDD3_uc001drh.3_Missense_Mutation_p.G106D|RWDD3_uc009wdv.2_Intron|RWDD3_uc001drg.3_RNA|RWDD3_uc001dri.3_Missense_Mutation_p.G121DNM_015485 NP_056300 Q9Y3V2 RWDD3_HUMAN 1CCAGAAACTGGCAGTGGCAGT0.448

- 20 2759 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8TAAGCACATACCTTGTCCATG0.413

- 5 1135LPPR5_uc001dsc.2_Missense_Mutation_p.E305KNM_001037317 NP_001032394 Q32ZL2 LPPR5_HUMAN 0GTTACCTTTTCCAAAGGACTT0.353

+ 4 708LPPR4_uc010oue.1_Missense_Mutation_p.G201ENM_014839 NP_055654 Q7Z2D5 LPPR4_HUMAN 3CTGTCCACAGGATATCAAGCA0.368

- 7 1324 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMAN DOMON. 1GGATAAATAGCCTTTACTGGG0.413

+ 3 472SLC35A3_uc001dsq.1_Missense_Mutation_p.G92E|SLC35A3_uc009wdy.1_Missense_Mutation_p.G92E|SLC35A3_uc001dsr.1_Missense_Mutation_p.G134E|SLC35A3_uc001dss.1_Missense_Mutation_p.G11ENM_012243 NP_036375 Q9Y2D2 S35A3_HUMAN 0ATTCCATCAGGGATCTATACT0.299

+ 8 1149SLC35A3_uc001dsq.1_Missense_Mutation_p.P318S|SLC35A3_uc009wdy.1_3'UTR|SLC35A3_uc001dsr.1_Missense_Mutation_p.P360S|SLC35A3_uc001dss.1_Missense_Mutation_p.P237SNM_012243 NP_036375 Q9Y2D2 S35A3_HUMAN 0TGATCCCAAACCTGCAGGAAA0.363

- 7 740SASS6_uc009wdz.2_Missense_Mutation_p.A33VNM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN Potential. 2TGTATGTGACGCCCATTCATT0.328

- 9 1090DBT_uc010oug.1_Missense_Mutation_p.G172SNM_001918 NP_001909 P11182 ODB2_HUMAN 1ACAATCAAACCCTGCTCAGTA0.393

- 17 1747VAV3_uc010ouw.1_Missense_Mutation_p.V565I|VAV3_uc001dvl.1_Missense_Mutation_p.V389I|VAV3_uc010oux.1_Missense_Mutation_p.V565INM_006113 NP_006104 Q9UKW4 VAV3_HUMAN 9CCAGAATTAACTCTGCCACAA0.343

- 7 992C1orf59_uc001dvu.3_Missense_Mutation_p.A252T|C1orf59_uc009wer.2_Missense_Mutation_p.A252TNM_001102592 NP_001096062 Q5T8I9 HENMT_HUMAN 0ATACTCACAGCTTTATAAACA0.403

- 13 2720WDR47_uc001dwl.2_Missense_Mutation_p.D790N|WDR47_uc001dwi.2_Missense_Mutation_p.D783N|WDR47_uc010ovf.1_Missense_Mutation_p.D707NNM_001142551 NP_001136023 O94967 WDR47_HUMAN WD 4. 1ACTCGAAGATCCCAAAATCTA0.353

+ 3 399KIAA1324_uc009wex.1_Missense_Mutation_p.G88D|KIAA1324_uc009wey.2_Missense_Mutation_p.G88D|KIAA1324_uc010ovg.1_IntronNM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5CCCATCAAGGGCACCGAGTGC0.632

+ 1 1247 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANCadherin 2.|Extracellular (Potential). 8CAATGATAATGCCCCCCAGTT0.587

+ 3 4107 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|EGF-like 3; calcium-binding. 8CTGCTGGTGGGCGGTTTCAAG0.617

+ 4 4284 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|Laminin G-like 1. 8TTGTACAATGGGCGTTTCAAT0.582

+ 21 6920 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential). 8GAGCATCAGCGTCCATGATGA0.612 rs141489111

+ 27 7857 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANHelical; Name=7; (Potential). 8ACCTGCAATTGCATCCAGGTA0.617

- 2 819 NM_020703 NP_065754 Q86WK6 AMGO1_HUMANLRR 4.|Extracellular (Potential). 2CACCGCCATGATGTGGTTATT0.557

+ 8 666 GSTM2_uc009wfk.2_RNANM_001142368 NP_001135840 P28161 GSTM2_HUMAN 0AGGTAGCATTCCTGATGTTTG0.443

- 5 509EPS8L3_uc001dys.1_Missense_Mutation_p.P122S|EPS8L3_uc001dyq.1_Missense_Mutation_p.P122S|EPS8L3_uc009wfm.1_Missense_Mutation_p.P88S|EPS8L3_uc009wfn.1_Missense_Mutation_p.P88S|EPS8L3_uc009wfo.1_Missense_Mutation_p.P69SNM_133181 NP_573444 Q8TE67 ES8L3_HUMAN 3CTAGTGCCTGGCAGGCCCGGC0.587

+ 7 734FAM40A_uc001dyz.1_Missense_Mutation_p.A144T|FAM40A_uc009wfp.1_Missense_Mutation_p.A63TNM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4GGGTGACAAGGCTGAGTGGAG0.582

+ 10 2005 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANExtracellular (Potential). 2GTCCAGCGCTCCGGAAACTAC0.572

+ 1 2211RBM15_uc001dzm.1_Missense_Mutation_p.E710K|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN Arg-rich. 3AGGTAGTTTGGAGAAGAGCCA0.517

- 7 1419SLC16A4_uc009wfs.1_Missense_Mutation_p.V365I|SLC16A4_uc001dzp.1_Missense_Mutation_p.V245I|SLC16A4_uc010ovy.1_Missense_Mutation_p.V351I|SLC16A4_uc001dzq.1_Missense_Mutation_p.V183I|SLC16A4_uc010ovz.1_Missense_Mutation_p.V303INM_004696 NP_004687 O15374 MOT5_HUMANHelical; (Potential). 3CTCACCAGTACAGGCAGTATC0.388 rs140070822

- 6 928SLC16A4_uc009wfs.1_Missense_Mutation_p.S201N|SLC16A4_uc001dzp.1_Intron|SLC16A4_uc010ovy.1_Missense_Mutation_p.S187N|SLC16A4_uc001dzq.1_Intron|SLC16A4_uc010ovz.1_Missense_Mutation_p.S139NNM_004696 NP_004687 O15374 MOT5_HUMANCytoplasmic (Potential). 3TAAATTTTTGCTAGGTAGTCC0.423

- 1 1682 NM_005549 NP_005540 Q16322 KCA10_HUMAN 4TTCCCCCCTGGGGTGGTCGGG0.552

- 1 1494 NM_002232 NP_002223 P22001 KCNA3_HUMAN 5CCTGAAGTGGGGTCGTCTGCC0.567

- 3 1959C1orf103_uc001dzz.2_Missense_Mutation_p.A32V|C1orf103_uc001eab.2_Missense_Mutation_p.A32V|C1orf103_uc001eac.1_Missense_Mutation_p.A32VNM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0TTTAAATTCAGCATCACTCTT0.388

- 2 456C1orf103_uc001dzz.2_5'UTR|C1orf103_uc001eab.2_Intron|C1orf103_uc001eac.1_IntronNM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0CCCTTTCAAAGCATCAGACAT0.393

+ 3 626CEPT1_uc001eag.2_Missense_Mutation_p.A140T|CEPT1_uc001eai.1_Missense_Mutation_p.A140T|CEPT1_uc001eaj.1_Missense_Mutation_p.A140TNM_001007794 NP_001007795 Q9Y6K0 CEPT1_HUMAN 0TGGGAAACAGGCAAGAAGAAC0.378

+ 7 696CHI3L2_uc001ean.2_Missense_Mutation_p.L199F|CHI3L2_uc001eao.2_Missense_Mutation_p.L130F|CHI3L2_uc009wga.2_Missense_Mutation_p.L130FNM_004000 NP_003991 Q15782 CH3L2_HUMAN 1TTTCATCAACCTCCTGTCCTT0.473

+ 8 753CHIA_uc001ear.2_Missense_Mutation_p.S109F|CHIA_uc001eaq.2_Missense_Mutation_p.S109F|CHIA_uc009wgc.2_Missense_Mutation_p.S109F|CHIA_uc001eat.2_Missense_Mutation_p.S56F|CHIA_uc001eav.2_Missense_Mutation_p.S56F|CHIA_uc001eau.2_Missense_Mutation_p.S56F|CHIA_uc009wgd.2_Missense_Mutation_p.S56FNM_201653 NP_970615 Q9BZP6 CHIA_HUMAN 1CTCCATGGCTCCTGGGAGGGC0.532

- 11 1233OVGP1_uc001eaz.2_Missense_Mutation_p.P355S|OVGP1_uc010owb.1_Missense_Mutation_p.P41SNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CAAAATTGTGGTAAAGAAGTT0.423

- 5 412OVGP1_uc001eaz.2_Missense_Mutation_p.K81R|OVGP1_uc010owb.1_5'UTR|OVGP1_uc010owc.1_Missense_Mutation_p.K109RNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5AGCAATAAACTTTTCACGGTT0.448

+ 6 951ATP5F1_uc009wgf.1_Missense_Mutation_p.A324V|ATP5F1_uc001ebd.3_RNANM_001688 NP_001679 P24539 AT5F1_HUMAN 0ATTGCTATGGCTTTGGAAGTT0.373



+ 11 2171DDX20_uc010owf.1_Missense_Mutation_p.G367E|DDX20_uc001ebt.2_Missense_Mutation_p.G213ENM_007204 NP_009135 Q9UHI6 DDX20_HUMAN 2ATTAAAGAGGGGTTAGAGAAA0.408

+ 3 428MOV10_uc001ecl.2_Missense_Mutation_p.G53D|MOV10_uc001ecn.2_Missense_Mutation_p.G53D|MOV10_uc001ecm.2_5'UTR|MOV10_uc009wgj.1_5'UTRNM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5CCCGCCCCTGGCTTCTCCTCC0.627

+ 4 793MOV10_uc001ecl.2_Missense_Mutation_p.P175S|MOV10_uc001ecn.2_Missense_Mutation_p.P175S|MOV10_uc001ecm.2_Missense_Mutation_p.P115S|MOV10_uc009wgj.1_Missense_Mutation_p.P115SNM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5CTGCCGGACACCCCAGTTTGC0.577 rs146126921

+ 4 841MOV10_uc001ecl.2_Missense_Mutation_p.G191S|MOV10_uc001ecn.2_Missense_Mutation_p.G191S|MOV10_uc001ecm.2_Missense_Mutation_p.G131S|MOV10_uc009wgj.1_Missense_Mutation_p.G131SNM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5CTGTCCACTGGGCCCCGGTGA0.562

- 9 1349PPM1J_uc009wgl.1_RNA|PPM1J_uc001ecs.1_Missense_Mutation_p.A235VNM_005167 NP_005158 Q5JR12 PPM1J_HUMAN PP2C-like. 3GTCCACAGTGGCAGCTACCTC0.547

+ 4 386FAM19A3_uc001ecu.2_Missense_Mutation_p.G129R|FAM19A3_uc010owk.1_RNA|FAM19A3_uc010owl.1_RNANM_182759 NP_877436 Q7Z5A8 F19A3_HUMAN 0TGCCTGCCGGGGGAGGAGTGT0.622

+ 7 1800HIPK1_uc001eel.2_Missense_Mutation_p.H547Y|HIPK1_uc001een.2_Missense_Mutation_p.H547Y|HIPK1_uc001eeo.2_Missense_Mutation_p.H173Y|HIPK1_uc001eep.2_Missense_Mutation_p.H153YNM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4GCGGAGGGTTCACATGTATGA0.398

+ 9 2232HIPK1_uc001eel.2_Missense_Mutation_p.P691S|HIPK1_uc001een.2_Missense_Mutation_p.P691S|HIPK1_uc001eeo.2_Missense_Mutation_p.P317S|HIPK1_uc001eep.2_Missense_Mutation_p.P297S|HIPK1_uc001eeq.2_5'FlankNM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4AGCTGCTCAGCCACTACAGAT0.438

+ 11 2508HIPK1_uc001eel.2_Missense_Mutation_p.A783T|HIPK1_uc001een.2_Missense_Mutation_p.A783T|HIPK1_uc001eeo.2_Missense_Mutation_p.A409T|HIPK1_uc001eep.2_Missense_Mutation_p.A389T|HIPK1_uc001eeq.2_Missense_Mutation_p.A75TNM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4GATTCCAGAGGCCATGGGGAG0.552

- 15 2774TRIM33_uc010owr.1_Missense_Mutation_p.G511E|TRIM33_uc010ows.1_Missense_Mutation_p.G529E|TRIM33_uc001eex.2_Missense_Mutation_p.G897E|TRIM33_uc001eey.1_Missense_Mutation_p.G92ENM_015906 NP_056990 Q9UPN9 TRI33_HUMAN PHD-type. 11CAAGAGATCTCCTCCGTTTTG0.433

- 16 2210DENND2C_uc001eez.2_5'Flank|AMPD1_uc001eff.1_Missense_Mutation_p.G705DNM_000036 NP_000027 P23109 AMPD1_HUMAN 4TCCAGCAGGGCCTTCCTCAAG0.428

- 14 2058AMPD1_uc001eff.1_Splice_Site_p.K654_spliceNM_000036 NP_000027 P23109 AMPD1_HUMAN 4CCATACTATACCTTGGTAAAG0.368 rs145328844

- 3 436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607GTACTCTTCTTGTCCAGCTGT0.458 rs11554290

- 3 427 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. p.T58I(2) 2607TTGTCCAGCTGTATCCAGTAT0.478

- 19 2799NRAS_uc009wgu.2_5'Flank|CSDE1_uc001efi.2_Missense_Mutation_p.G824E|CSDE1_uc001efj.2_RNA|CSDE1_uc001efl.2_Missense_Mutation_p.G747E|CSDE1_uc001efm.2_Missense_Mutation_p.G793E|CSDE1_uc009wgv.2_Missense_Mutation_p.G778E|CSDE1_uc001efn.2_Missense_Mutation_p.G747ENM_001007553 NP_001007554 O75534 CSDE1_HUMAN 1GTTATCTGGTCCCCTTGGCTG0.478

- 17 2393CSDE1_uc001efi.2_Missense_Mutation_p.G689R|CSDE1_uc001efj.2_RNA|CSDE1_uc001efl.2_Missense_Mutation_p.G612R|CSDE1_uc001efm.2_Missense_Mutation_p.G658R|CSDE1_uc009wgv.2_Missense_Mutation_p.G643R|CSDE1_uc001efn.2_Missense_Mutation_p.G612RNM_001007553 NP_001007554 O75534 CSDE1_HUMAN CSD 8. 1AGGCAATCCCCTTTGTTGGCC0.483

+ 4 503VANGL1_uc009wgy.1_Missense_Mutation_p.A76T|VANGL1_uc001efw.1_Missense_Mutation_p.A78TNM_138959 NP_620409 Q8TAA9 VANG1_HUMANCytoplasmic (Potential). 1GACCACCACGGCCATCACAGG0.542

+ 4 665VANGL1_uc009wgy.1_Missense_Mutation_p.L130F|VANGL1_uc001efw.1_Missense_Mutation_p.L132FNM_138959 NP_620409 Q8TAA9 VANG1_HUMANHelical; Name=1; (Potential). 1TGCCTTCATCCTTTTACCTCC0.522

+ 6 1236VANGL1_uc009wgy.1_Missense_Mutation_p.T320INM_138959 NP_620409 Q8TAA9 VANG1_HUMANCytoplasmic (Potential). 1AACAATGCCACTGGCCAGTCC0.517

- 6 2254IGSF3_uc001egq.1_Missense_Mutation_p.V537M|IGSF3_uc001egs.1_Missense_Mutation_p.V190MNM_001007237 NP_001007238 O75054 IGSF3_HUMANIg-like C2-type 4.|Extracellular (Potential). 2ACTGCCCGCACCCATTCAGTC0.607

- 3 842IGSF3_uc001egq.1_Missense_Mutation_p.G46DNM_001007237 NP_001007238 O75054 IGSF3_HUMANIg-like C2-type 1.|Extracellular (Potential). 2TCCCTGGTAGCCACTCACATT0.572

+ 4 1091CD101_uc009whd.2_Missense_Mutation_p.A345T|CD101_uc010oxc.1_Missense_Mutation_p.A345T|CD101_uc010oxd.1_Missense_Mutation_p.A283TNM_004258 NP_004249 Q93033 IGSF2_HUMANIg-like C2-type 3.|Extracellular (Potential). 4CAAAGAGAGAGCAAGTCAAGG0.498

+ 5 413TTF2_uc001egx.1_Missense_Mutation_p.K131NNM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1TACTTGACAAGAATCAAGAAC0.408

+ 15 2563 NM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1TTAAAGCTTTCTGAAGATGAA0.358

- 6 2285TRIM45_uc009whe.2_Missense_Mutation_p.G548D|TRIM45_uc001eha.2_Missense_Mutation_p.G462DNM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1GCTCTGCCCACCTGTCCATGT0.527

- 2 1787TRIM45_uc009whe.2_Intron|TRIM45_uc001eha.2_Missense_Mutation_p.A296VNM_025188 NP_079464 Q9H8W5 TRI45_HUMAN Filamin. 1GACACATTTGGCTGGATCAAC0.473

- 1 662TRIM45_uc009whe.2_Missense_Mutation_p.G25D|TRIM45_uc001eha.2_IntronNM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1GTGAGTCTTGCCTGAGTTCCC0.522

- 36 5422 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN p.S1785S(1) 6TACCTTAAGGGAAACCTGCAG0.443

- 5 702 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6ACCTTACTGACCAATGTAACG0.478

- 8 1684TBX15_uc009whj.1_Missense_Mutation_p.E281KNM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2ATGCTGTGCTCCATCCCTGAC0.552

- 8 1223TBX15_uc009whj.1_Missense_Mutation_p.A127VNM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2GCTCTGCAAGGCAGCCATGTT0.547

- 2 272WARS2_uc010oxf.1_5'UTR|WARS2_uc001ehm.2_Missense_Mutation_p.P82S|WARS2_uc010oxg.1_Intron|WARS2_uc010oxh.1_Missense_Mutation_p.P82S|WARS2_uc010oxi.1_5'UTRNM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0GGGTCTTGGGGGACAGTAATG0.493 rs142739265

- 5 917HMGCS2_uc010oxj.1_Missense_Mutation_p.P247L|HMGCS2_uc001eie.2_Missense_Mutation_p.P197LNM_005518 NP_005509 P54868 HMCS2_HUMAN 2AAGGGTGAAGGGTCGATCGCT0.502 rs146296049

- 34 6636 NM_024408 NP_077719 Q04721 NOTC2_HUMANCytoplasmic (Potential). 27CCTACTACCCTTGGCATCCTT0.507

- 27 4180NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.C1253R|PDE4DIP_uc001elv.3_Missense_Mutation_p.C304RNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5TGCTCCTCACACTCTGAAAAA0.502

- 23 3397NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.E1102K|PDE4DIP_uc001elv.3_Missense_Mutation_p.E43KNM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5AATCCTGCTTCCTCAATTTGA0.532

- 22 3121NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.D1010N|PDE4DIP_uc001emc.1_Missense_Mutation_p.D944N|PDE4DIP_uc001emd.1_Missense_Mutation_p.D944N|PDE4DIP_uc001elv.3_5'UTR|PDE4DIP_uc001emb.1_Missense_Mutation_p.D1107NNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5TCGGTGTCATCCCCTGCAGCT0.488

- 19 2833NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Missense_Mutation_p.G914S|PDE4DIP_uc001emc.1_Missense_Mutation_p.G848S|PDE4DIP_uc001emd.1_Missense_Mutation_p.G848S|PDE4DIP_uc001emb.1_Missense_Mutation_p.G1011S|PDE4DIP_uc001eme.1_Intron|PDE4DIP_uc001emf.1_Missense_Mutation_p.G633SNM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5ATTTCTTGACCCTGGGATTCT0.353

- 12 1896NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|PDE4DIP_uc001elx.3_Splice_Site_p.Q601_splice|PDE4DIP_uc001emc.1_Splice_Site_p.Q535_splice|PDE4DIP_uc001emd.1_Splice_Site_p.Q535_splice|PDE4DIP_uc001emb.1_Splice_Site_p.Q698_splice|PDE4DIP_uc001eme.1_Splice_Site_p.Q64_splice|PDE4DIP_uc001emf.1_Splice_Site_p.Q322_spliceNM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5TTTGCTCTTACTTGCATAGTA0.473

+ 3 565NBPF10_uc001emp.3_IntronNM_153713 NP_714924 Q8IVB5 LIX1L_HUMAN 1CGGAGGAGTGCTGCAAAGATT0.473

+ 5 409NBPF10_uc001emp.3_Intron|RBM8A_uc001enu.1_Missense_Mutation_p.A126V|RBM8A_uc001enw.1_5'FlankNM_005105 NP_005096 Q9Y5S9 RBM8A_HUMAN RRM. 0TACAAGGAAGCCCAGGCTGCT0.478

- 5 772NBPF10_uc001emp.3_Intron|POLR3C_uc001eog.2_Missense_Mutation_p.S217L|POLR3C_uc001eoi.2_RNA|POLR3C_uc009wix.2_Missense_Mutation_p.S204LNM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1TTCATCAGATGATCTCCTCCT0.428

- 4 681NBPF10_uc001emp.3_Intron|RNF115_uc001eoj.2_5'Flank|RNF115_uc001eok.2_5'Flank|RNF115_uc009wiy.2_5'Flank|POLR3C_uc001eog.2_Missense_Mutation_p.P187S|POLR3C_uc001eoi.2_RNA|POLR3C_uc009wix.2_Missense_Mutation_p.P174SNM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1GCAGGTGGTGGTGGCCCAGGG0.478

- 2 91 NR_024442 0ACAGCAGAATCTAGGGAGTAA0.532

+ 1 498 NR_002305 0AGGAATAGTCCCATTAGCAAA0.473

+ 9 3760BCL9_uc010ozr.1_Missense_Mutation_p.S933FNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6AACCCACTCTCTATTATGATG0.512

- 2 964GJA5_uc001ept.1_Missense_Mutation_p.P275SNM_181703 NP_859054 P36382 CXA5_HUMANCytoplasmic (Potential). 1TTTCCCCCAGGGCCATTCTCC0.552



- 8 882LOC200030_uc001eqe.2_Intron|LOC200030_uc001eqf.2_Intron|LOC200030_uc001eqg.2_Intron|FLJ39739_uc001eqo.1_Intron|NBPF14_uc010pab.1_Intron|NBPF14_uc010pac.1_Intron|NBPF14_uc001eqx.2_Intron|NBPF14_uc010pae.1_Intron|NBPF14_uc010paf.1_Intron|NBPF14_uc001eqs.1_Missense_Mutation_p.P168SNM_015383 NP_056198 Q5TI25 NBPFE_HUMAN NBPF 3. 1AAGACTTCAGGCCCTTTCTCA0.478

- 4 598LOC200030_uc001eqe.2_Intron|LOC200030_uc001eqg.2_Intron|NBPF14_uc009wkf.1_Intron|uc001erd.3_Missense_Mutation_p.P188L|uc001erc.3_RNA|uc010paj.1_Intron|uc010pau.1_5'Flank|uc010pav.1_Missense_Mutation_p.P188L|uc010paw.1_Missense_Mutation_p.P113LNM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 1. 0GTGTTACCTGGGGGCAGATGA0.428

- 1 244HIST2H2BF_uc010pbj.1_Missense_Mutation_p.S65F|HIST2H2BF_uc010pbk.1_Missense_Mutation_p.S65FNM_001024599 NP_001019770 Q5QNW6 H2B2F_HUMAN 0GTTGACGAAGGAGTTCATGAT0.617

- 2 519SV2A_uc001eth.2_Missense_Mutation_p.A10TNM_014849 NP_055664 Q7L0J3 SV2A_HUMANCytoplasmic (Potential).|Interaction with SYT1 (By similarity).7CGGATGAAAGCTGCCCGGTCT0.542

- 12 2329 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3AGGGCCACCCCCTATTCCTCC0.562

- 12 1716 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3TCATCTCCAGCTGAGGCGGTG0.627

+ 14 2096VPS45_uc010pbp.1_RNA|VPS45_uc010pbq.1_Missense_Mutation_p.G472E|VPS45_uc010pbs.1_Missense_Mutation_p.G403E|VPS45_uc001etq.2_Missense_Mutation_p.G328ENM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2TTTGTAATTGGAGGAGCCACC0.428

+ 6 984C1orf51_uc001eui.2_Missense_Mutation_p.P195L|C1orf51_uc001euj.2_Missense_Mutation_p.P283LNM_144697 NP_653298 Q8N365 CA051_HUMAN 0AGCCATGGTCCTTTAGGCACT0.552

+ 11 2953RPRD2_uc010pcc.1_Missense_Mutation_p.V892I|RPRD2_uc001eup.3_Missense_Mutation_p.V892INM_015203 NP_056018 Q5VT52 RPRD2_HUMAN Ser-rich. 1TGCCTTCAGCGTAAGAGGGAA0.507

+ 11 3664RPRD2_uc010pcc.1_3'UTR|RPRD2_uc001eup.3_Missense_Mutation_p.G1129SNM_015203 NP_056018 Q5VT52 RPRD2_HUMAN Poly-Gly. 1TGGGGGTGGGGGCAGCGGAGG0.532

+ 9 998TARS2_uc010pcd.1_RNA|TARS2_uc001eur.2_Intron|TARS2_uc009wlt.2_Intron|TARS2_uc009wls.2_IntronNM_025150 NP_079426 Q9BW92 SYTM_HUMAN 1AGGGACAAGGGTGTATAATGC0.527

+ 3 365ECM1_uc010pce.1_5'UTR|ECM1_uc010pcf.1_5'UTR|ECM1_uc001eut.2_Missense_Mutation_p.P56S|ECM1_uc001euu.2_Missense_Mutation_p.P56S|ECM1_uc001euv.2_Missense_Mutation_p.P56S|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN 3CCGAAGCCTCCCCATGGATCA0.607

- 3 1145MCL1_uc010pch.1_Missense_Mutation_p.A229T|MCL1_uc001eva.2_Missense_Mutation_p.C256YNM_021960 NP_068779 Q07820 MCL1_HUMANHelical; (Potential). 0CCTACTCCAGCAACACCTGCA0.433

+ 13 1382 NM_003568 NP_003559 O76027 ANXA9_HUMAN Annexin 4. 0GTGAGACTGACCTTCTGAGTA0.483

+ 2 1136 NM_006818 NP_006809 Q13015 AF1Q_HUMAN 0AGCATCCACTCCTTCGAACTG0.527

- 15 1846SEMA6C_uc001ewv.2_Missense_Mutation_p.L516F|SEMA6C_uc001eww.2_Missense_Mutation_p.L476F|SEMA6C_uc010pcq.1_Missense_Mutation_p.L516FNM_030913 NP_112175 Q9H3T2 SEM6C_HUMANExtracellular (Potential).|Sema. 2CACCGGCTGAGAGGGAGGTAG0.617

- 3 1297LYSMD1_uc010pcr.1_Missense_Mutation_p.E173KNM_212551 NP_997716 Q96S90 LYSM1_HUMAN 0ATTTCATCCTCCTGGTCCCGT0.562

+ 10 1662PIP5K1A_uc001exi.2_Missense_Mutation_p.D391N|PIP5K1A_uc010pcu.1_Intron|PIP5K1A_uc001exk.2_Missense_Mutation_p.D391N|PIP5K1A_uc010pcv.1_Missense_Mutation_p.D161NNM_001135638 NP_001129110 Q99755 PI51A_HUMAN PIPK. 3TGGCATCATTGACATTCTACA0.428

- 6 663SELENBP1_uc010pcy.1_Missense_Mutation_p.A248T|SELENBP1_uc001exy.2_Missense_Mutation_p.A103T|SELENBP1_uc001exz.2_Missense_Mutation_p.A103T|SELENBP1_uc010pcz.1_Missense_Mutation_p.A144T|SELENBP1_uc009wms.2_Intron|SELENBP1_uc009wmt.2_Missense_Mutation_p.A103T|SELENBP1_uc001eya.2_Missense_Mutation_p.A142T|SELENBP1_uc009wmu.2_Missense_Mutation_p.A103TNM_003944 NP_003935 Q13228 SBP1_HUMAN 0ACATTGGGAGCTGCCCACTCA0.587

- 4 337SELENBP1_uc010pcy.1_Missense_Mutation_p.P139L|SELENBP1_uc001exy.2_5'UTR|SELENBP1_uc001exz.2_5'UTR|SELENBP1_uc010pcz.1_Intron|SELENBP1_uc009wms.2_5'UTR|SELENBP1_uc009wmt.2_5'UTR|SELENBP1_uc001eya.2_Missense_Mutation_p.P33L|SELENBP1_uc009wmu.2_5'UTRNM_003944 NP_003935 Q13228 SBP1_HUMAN 0GATGAGACTGGGCAGCACCAG0.607

- 6 1081POGZ_uc001eye.1_Missense_Mutation_p.P206S|POGZ_uc010pdb.1_Missense_Mutation_p.P259S|POGZ_uc001eyf.1_Missense_Mutation_p.P206S|POGZ_uc010pdc.1_Missense_Mutation_p.P206S|POGZ_uc009wmv.1_Missense_Mutation_p.P164S|POGZ_uc010pdd.1_Intron|POGZ_uc001eyg.1_Missense_Mutation_p.P259SNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3GTGGCAGTGGGAGTGGTAGAA0.577

+ 19 3394CGN_uc010pde.1_Missense_Mutation_p.E78KNM_020770 NP_065821 Q9P2M7 CING_HUMAN Potential. 3GAAAGTTAAAGAACTATCCAT0.493

+ 20 3469CGN_uc010pde.1_Missense_Mutation_p.A103TNM_020770 NP_065821 Q9P2M7 CING_HUMAN Potential. 3GAGGGTGAAGGCTTTGAAGCG0.542

+ 2 348SNX27_uc001eyo.2_Missense_Mutation_p.G18E|SNX27_uc001eyp.2_5'UTRNM_030918 NP_112180 Q96L92 SNX27_HUMAN PDZ. 3AATGTTGAGGGGGCGACACAC0.493

+ 3 729SNX27_uc001eyo.2_Missense_Mutation_p.G145E|SNX27_uc001eyp.2_Missense_Mutation_p.G52ENM_030918 NP_112180 Q96L92 SNX27_HUMAN PX. 3CGACGTCGGGGATTGGAAGAA0.408

- 4 567TDRKH_uc001eyy.2_Intron|TDRKH_uc001ezb.3_Missense_Mutation_p.L125F|TDRKH_uc001ezc.3_Intron|TDRKH_uc001eza.3_Missense_Mutation_p.L129F|TDRKH_uc001ezd.3_Missense_Mutation_p.L129F|TDRKH_uc010pdn.1_IntronNM_006862 NP_006853 Q9Y2W6 TDRKH_HUMAN KH 2. 2GGAACTGAAAGCTGCTCAGAC0.483

- 2 1958 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANCytoplasmic (Potential). 1AAGAGCTTGGCAGTGACCCGG0.542

- 2 1436 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential).|Ig-like C2-type. 1CCCGACTTTCGGATCAGGGCT0.612 rs140280186

- 2 1313 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential).|LRRCT. 1AAGTCCAGGTGGCGGCGGAGC0.612

- 2 452 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential).|LRR 2. 1AGGTCCAATTCCTGGAGCAGG0.622

- 3 412 uc001ezm.1_Intron NM_005620 NP_005611 P31949 S10AB_HUMAN 0GAAGGGACAGCCTTGAGGAAG0.532

- 2 4600TCHH_uc009wne.1_Missense_Mutation_p.L1534FNM_007113 NP_009044 Q07283 TRHY_HUMAN23 X 26 AA approximate tandem repeats. 5TCCTCCTGGAGGAATTTTCTC0.597

- 2 1528TCHH_uc009wne.1_Missense_Mutation_p.E510KNM_007113 NP_009044 Q07283 TRHY_HUMAN9 X 28 AA approximate tandem repeats. 5TCCTCTTGCTCCCGCCTTAGT0.577

- 3 2184 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0CCCTGCTCTTCCTCTGCCCAG0.562

- 3 6564 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 24 3GGAGCCAGACCCATGCTGACC0.622

- 3 10606 NM_002016 NP_002007 P20930 FILA_HUMANSer-rich.|Filaggrin 21. 16GCTGATTGTCCCTGGCCGGAC0.567

- 3 10301 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TGAGTGCCTGGAGCTGTCTCG0.597

- 3 3494 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TGAGTGCCTGGAGCTGTCTCG0.602

- 3 2450 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TCCATGGGAGGACTCAGACTG0.572 rs72698904

- 3 1807 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMANFilaggrin 3.|Ser-rich. 16TGAGAGGAAGCTTCATGATGA0.557

- 3 4899 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 6. 17TGTGAATTCTGGCTCTTCATG0.522

- 3 4470 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 5. 17ATGAGTAGTTCCGTGTCTCCC0.502

- 3 2586 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17ATGTGATCTAGACTCATGCTG0.512

- 3 1140 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17TTCTCTAGCTCCATATCCTCT0.522

- 2 129 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN 3TCCGTCCTTGCATAGCGCCTG0.522

+ 2 119 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5CGTCAAGGGTCCCTCCTTCTG0.582

+ 2 299SPRR1B_uc009wnx.1_RNANM_003125 NP_003116 P22528 SPR1B_HUMAN 1AATAGTCACTCCAGCACCAGC0.617



- 2 251 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN3.|3 X 9 AA approximate tandem repeats. 0GGGCAATGCTCAGGTGGACAA0.597

+ 3 356 NM_176823 NP_789793 Q86SG5 S1A7A_HUMAN 1TCTGGGGGAAGCCAGTGATCC0.532

+ 2 307INTS3_uc001fct.2_Missense_Mutation_p.G29E|INTS3_uc001fcu.2_5'UTR|INTS3_uc001fcv.2_5'UTRNM_023015 NP_075391 Q68E01 INT3_HUMAN Ala/Gly-rich. 3 gcgggagcaggagccccagga0.413 rs140871791

+ 8 947_948INTS3_uc001fct.2_Missense_Mutation_p.242_243ER>DW|INTS3_uc001fcu.2_5'UTR|INTS3_uc001fcv.2_Missense_Mutation_p.36_37ER>DW|INTS3_uc010peb.1_Missense_Mutation_p.36_37ER>DW|INTS3_uc001fcw.2_5'UTRNM_023015 NP_075391 Q68E01 INT3_HUMAN 3TGCTTCGGGAACGGGTGAGGGA0.515

+ 16 1841INTS3_uc001fct.2_Missense_Mutation_p.E540D|INTS3_uc001fcu.2_Missense_Mutation_p.E232D|INTS3_uc001fcv.2_Missense_Mutation_p.E334D|INTS3_uc010peb.1_Missense_Mutation_p.E334D|INTS3_uc001fcw.2_Missense_Mutation_p.E53D|INTS3_uc010pec.1_Missense_Mutation_p.E53DNM_023015 NP_075391 Q68E01 INT3_HUMAN 3ACGATGAAGAGGATCTCAACA0.512

- 7 1389 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN CR2. 0ATTGGCTGCACTAGGCAAGAA0.478

- 32 4510NUP210L_uc009woq.2_Missense_Mutation_p.H389Y|NUP210L_uc010peh.1_Missense_Mutation_p.H1480YNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11TCAATGGCATGCTCTACAGCA0.493

- 10 1355NUP210L_uc009woq.2_Translation_Start_Site|NUP210L_uc010peh.1_Missense_Mutation_p.G428DNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11TACCACAACACCATCTTTCAG0.403

- 4 638NUP210L_uc010peh.1_Splice_Site_p.R189_spliceNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11TTCAAGTTTACCTAATTTTGC0.418

+ 6 646UBAP2L_uc009wot.2_Missense_Mutation_p.T160I|UBAP2L_uc010pek.1_Missense_Mutation_p.T152I|UBAP2L_uc010pel.1_Missense_Mutation_p.T170I|UBAP2L_uc001fen.1_Missense_Mutation_p.T159I|UBAP2L_uc010pen.1_Missense_Mutation_p.T74INM_014847 NP_055662 Q14157 UBP2L_HUMAN 2TTGGATGGCACCAAGAGTGGA0.448

+ 5 816HAX1_uc001fet.2_Missense_Mutation_p.P171S|HAX1_uc010peo.1_Missense_Mutation_p.P227S|HAX1_uc009wou.2_Missense_Mutation_p.P144S|HAX1_uc009wov.2_Missense_Mutation_p.P193SNM_006118 NP_006109 O00165 HAX1_HUMANInvolved in PLN binding.|Involved in GNA13 binding.|Involved in PKD2 binding.|Required for localization in sarcoplasmic reticulum (By similarity).|Involved in ATP2A2 binding.|Involved in HCLS1 binding.0GATCACTAAACCAGATGGGGT0.483

- 3 1012 SHE_uc001ffc.2_RNANM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN 6CTGTCTGGGGGCCGCGCCTTC0.667

- 1 629SHE_uc001ffc.2_RNA|TDRD10_uc001ffd.2_5'Flank|TDRD10_uc009wow.2_5'FlankNM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN Ser-rich. 6 GGGCCCCAGggaggaagggga0.433 rs138829106

- 9 1068 NM_017582 NP_060052 Q7Z7E8 UB2Q1_HUMAN 0TGGGTCAAAGGGAAAGTTATC0.597

- 2 544ADAR_uc001ffj.2_Missense_Mutation_p.G115D|ADAR_uc001ffi.2_Missense_Mutation_p.G115D|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTR|ADAR_uc001ffm.1_Intron|ADAR_uc001ffn.1_IntronNM_001111 NP_001102 P55265 DSRAD_HUMAN 6CAGACTCCTGCCACGTGGTGA0.532

- 2 1278KCNN3_uc001ffo.2_Missense_Mutation_p.L17F|KCNN3_uc009wox.1_Missense_Mutation_p.L322FNM_002249 NP_002240 Q9UGI6 KCNN3_HUMANHelical; Name=Segment S2; (Potential). 1AGACTGATAAGGCATTTCAGG0.542

- 10 1944PBXIP1_uc001ffs.2_Missense_Mutation_p.A600T|PBXIP1_uc010pep.1_Missense_Mutation_p.A474TNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN 1AGCTGCCCAGCCCAGGGCAGC0.602

- 10 972PBXIP1_uc001ffs.2_Missense_Mutation_p.G276R|PBXIP1_uc010pep.1_Missense_Mutation_p.G150RNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN Potential. 1TCCTCTAGCCCTTTGGGCTGG0.592

- 9 1431SHC1_uc001ffu.2_5'Flank|SHC1_uc001ffz.1_Missense_Mutation_p.P175S|SHC1_uc001ffw.2_Missense_Mutation_p.P404S|SHC1_uc001ffx.2_Missense_Mutation_p.P294S|SHC1_uc001ffy.2_Missense_Mutation_p.P294SNM_183001 NP_892113 P29353 SHC1_HUMAN CH1. 2CGGACTTCTGGATCTCCCCCA0.592

+ 3 1511FLAD1_uc001fgd.1_Missense_Mutation_p.T386I|FLAD1_uc001fge.1_Missense_Mutation_p.T289I|FLAD1_uc001fgg.1_Missense_Mutation_p.T289I|FLAD1_uc001fgh.1_IntronNM_025207 NP_079483 Q8NFF5 FAD1_HUMAN 3GCCCTACAGACCATTGAGACC0.562

+ 11 1216ADAM15_uc001fgq.1_Missense_Mutation_p.P57L|ADAM15_uc010pet.1_Missense_Mutation_p.P356L|ADAM15_uc010peu.1_Missense_Mutation_p.P389L|ADAM15_uc001fgt.1_Missense_Mutation_p.P372L|ADAM15_uc010pev.1_Missense_Mutation_p.P382L|ADAM15_uc001fgs.1_Missense_Mutation_p.P372L|ADAM15_uc001fgu.1_Missense_Mutation_p.P372L|ADAM15_uc001fgw.1_Missense_Mutation_p.P372L|ADAM15_uc001fgv.1_Missense_Mutation_p.P372L|ADAM15_uc001fgx.1_Missense_Mutation_p.P372L|ADAM15_uc001fgz.1_RNA|ADAM15_uc001fgy.1_RNA|ADAM15_uc001fha.1_RNA|ADAM15_uc001fhb.1_5'FlankNM_207197 NP_997080 Q13444 ADA15_HUMANPeptidase M12B.|Extracellular (Potential). 6GGTCCAGCCCCAGCCAAGACC0.637

+ 2 229RAG1AP1_uc010pey.1_Intron|KRTCAP2_uc001fho.2_5'Flank|KRTCAP2_uc001fhp.1_5'Flank|TRIM46_uc009wpe.1_RNA|TRIM46_uc010pez.1_Missense_Mutation_p.T36I|TRIM46_uc001fhq.2_RNA|TRIM46_uc001fhr.2_Missense_Mutation_p.T49I|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Intron|TRIM46_uc001fhu.1_Missense_Mutation_p.T26I|TRIM46_uc009wpg.1_Missense_Mutation_p.T36I|TRIM46_uc009wpf.2_Missense_Mutation_p.T36I|TRIM46_uc001fhv.3_Missense_Mutation_p.T36I|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMANRING-type 1; degenerate. 3CTGCCCTGTACCCACAACGTG0.612

- 22 2727RAG1AP1_uc010pey.1_Intron|THBS3_uc009wqi.2_Missense_Mutation_p.A893T|THBS3_uc001fiz.2_Missense_Mutation_p.A865T|THBS3_uc001fiy.2_Missense_Mutation_p.A431T|THBS3_uc010pfu.1_Missense_Mutation_p.A782TNM_007112 NP_009043 P49746 TSP3_HUMANTSP C-terminal. 5CCAGAATCCGCCACAAGCTGG0.537

- 13 1695RAG1AP1_uc010pey.1_Intron|SCAMP3_uc001fjr.2_5'Flank|SCAMP3_uc001fjs.2_5'Flank|SCAMP3_uc001fju.2_5'Flank|SCAMP3_uc001fjv.2_5'Flank|SCAMP3_uc001fjt.2_5'Flank|CLK2_uc001fjw.2_Missense_Mutation_p.T468S|CLK2_uc001fjx.2_Missense_Mutation_p.T241S|CLK2_uc009wqm.2_Missense_Mutation_p.T469SNM_003993 NP_003984 P49760 CLK2_HUMAN Protein kinase. 0TCACCCAAGGTCAGCCGCTTA0.567

- 5 586RAG1AP1_uc010pey.1_Intron|PKLR_uc001fka.3_Missense_Mutation_p.V152MNM_000298 NP_000289 P30613 KPYR_HUMAN 5GTCACCAGCACCTGGGAGCCC0.677

- 25 8872RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Missense_Mutation_p.H2793YNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11CGGTTCCGGTGGATCTTGTAA0.473

- 3 5000ASH1L_uc001fkt.2_Missense_Mutation_p.S1507F|ASH1L_uc009wqr.1_Missense_Mutation_p.S1507FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11GACAGATCGGGAAGAGCCAGT0.483

- 3 4157ASH1L_uc001fkt.2_Missense_Mutation_p.S1226F|ASH1L_uc009wqr.1_Missense_Mutation_p.S1226FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11ATGCTCAAAAGAATGCCTCCT0.403

- 3 2998ASH1L_uc001fkt.2_Missense_Mutation_p.E840K|ASH1L_uc009wqr.1_Missense_Mutation_p.E840KNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11GGTGGCCCTTCCAGTTGAGGC0.398

- 2 539ASH1L_uc001fkt.2_Missense_Mutation_p.R20K|ASH1L_uc009wqr.1_Missense_Mutation_p.R20KNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11AGGACTCTTTCTTGAAAAACC0.403

+ 9 914MSTO1_uc001fkw.2_Missense_Mutation_p.S294N|MSTO1_uc001fkx.2_Missense_Mutation_p.S294N|MSTO1_uc001fla.2_Missense_Mutation_p.S113N|MSTO1_uc001fkz.2_Missense_Mutation_p.S225N|MSTO1_uc001fld.3_Missense_Mutation_p.S116N|MSTO1_uc009wqs.2_Missense_Mutation_p.S173N|MSTO1_uc010pgf.1_Missense_Mutation_p.S239N|MSTO1_uc001flb.2_Missense_Mutation_p.S163N|MSTO1_uc001flc.2_Missense_Mutation_p.S116NNM_018116 NP_060586 Q9BUK6 MSTO1_HUMAN 0ACTGCTCACAGCTCTCTTGTC0.522

- 21 3836GON4L_uc009wrg.1_RNA|GON4L_uc001fly.1_Missense_Mutation_p.P1247S|GON4L_uc009wrh.1_Missense_Mutation_p.P1247S|GON4L_uc001fma.1_Missense_Mutation_p.P1247S|GON4L_uc001fmb.3_Missense_Mutation_p.P443S|GON4L_uc001fmc.2_Missense_Mutation_p.P1247S|GON4L_uc001fmd.3_Missense_Mutation_p.P1247S|GON4L_uc009wri.2_Missense_Mutation_p.P833SNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TCTAATTTGGGTTCTAGGCCC0.512

- 21 2868ARHGEF2_uc001fmq.2_Missense_Mutation_p.S155F|ARHGEF2_uc001fmr.2_Missense_Mutation_p.S889F|ARHGEF2_uc001fms.2_Missense_Mutation_p.S916F|ARHGEF2_uc001fmu.2_Missense_Mutation_p.S961FNM_001162383 NP_001155855 Q92974 ARHG2_HUMAN 1TCGATGGACAGAGCGAGTAGT0.592

- 4 408ARHGEF2_uc001fmr.2_Missense_Mutation_p.A70V|ARHGEF2_uc001fms.2_Missense_Mutation_p.A97V|ARHGEF2_uc001fmu.2_Missense_Mutation_p.A142V|ARHGEF2_uc010pgt.1_Missense_Mutation_p.A70V|ARHGEF2_uc010pgu.1_Missense_Mutation_p.A142VNM_001162383 NP_001155855 Q92974 ARHG2_HUMAN 1CTTCAGCAGGGCCGCTTTCTG0.572

- 7 1235UBQLN4_uc010pgx.1_Missense_Mutation_p.P384LNM_020131 NP_064516 Q9NRR5 UBQL4_HUMAN 2GCGCATGTAGGGTGCTGAGAT0.532

+ 6 1406LMNA_uc001fnf.1_Splice_Site_p.R386_splice|LMNA_uc001fng.2_Splice_Site_p.R386_splice|LMNA_uc001fnh.2_Splice_Site_p.R386_splice|LMNA_uc009wro.1_Splice_Site_p.R386_splice|LMNA_uc010pgz.1_Splice_Site_p.R274_splice|LMNA_uc001fnj.2_Splice_Site_p.R305_splice|LMNA_uc001fnk.2_Splice_Site_p.R287_splice|LMNA_uc009wrp.2_Splice_Site_p.G114_splice|LMNA_uc010pha.1_Splice_Site_p.R42_spliceNM_170707 NP_733821 P02545 LMNA_HUMAN 2AGGAGGAGAGGTGGGCTGGGG0.642

- 3 173PAQR6_uc010phf.1_5'UTR|PAQR6_uc001fny.1_5'UTR|PAQR6_uc001fnv.1_Missense_Mutation_p.A11T|PAQR6_uc010phg.1_Missense_Mutation_p.A32T|PAQR6_uc001fnx.1_5'UTR|PAQR6_uc001fnw.1_5'UTR|PAQR6_uc001fnz.1_5'UTR|PAQR6_uc010phh.1_Missense_Mutation_p.A35T|PAQR6_uc001foa.1_5'UTR|PAQR6_uc001fob.1_RNANM_198406 NP_940798 Q6TCH4 PAQR6_HUMANCytoplasmic (Potential). 0CAGTCCAAAGCCGAGCTGGTG0.622

+ 6 875APOA1BP_uc001fpg.2_3'UTR|APOA1BP_uc001fpi.2_Silent_p.P260P|APOA1BP_uc001fpj.2_Missense_Mutation_p.P196L|APOA1BP_uc001fpk.2_Missense_Mutation_p.P176L|APOA1BP_uc010php.1_Missense_Mutation_p.P176LNM_144772 NP_658985 Q8NCW5 AIBP_HUMAN 1CCACCCTACCCTGACACCGAG0.532

- 8 839APOA1BP_uc010php.1_Intron|GPATCH4_uc001fpl.2_Missense_Mutation_p.G262ENM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1CTTCTCATTCCCTTTAGTTGT0.463

- 1 437ISG20L2_uc001fpt.1_Missense_Mutation_p.S59L|C1orf66_uc001fpu.2_5'Flank|C1orf66_uc001fpv.2_5'FlankNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN 2CCCTTTCTTTGAAGGTTCAGA0.507

- 4 467MRPL24_uc001fpx.1_Missense_Mutation_p.P110SNM_024540 NP_078816 Q96A35 RM24_HUMAN 0GCTTCACTAGGGATCATGGTT0.572

- 2 293MRPL24_uc001fpx.1_Missense_Mutation_p.E52KNM_024540 NP_078816 Q96A35 RM24_HUMAN 0TACCAGTCTTCATCAGAGATG0.582

- 2 817NTRK1_uc001fqf.1_Intron|NTRK1_uc009wsi.1_Intron|INSRR_uc009wsj.1_Missense_Mutation_p.G188DNM_014215 NP_055030 P14616 INSRR_HUMAN 20ACAGGGCTCACCAGCAGCACC0.627

+ 12 1443NTRK1_uc001fqf.1_Missense_Mutation_p.A427T|NTRK1_uc009wsi.1_Missense_Mutation_p.A162T|NTRK1_uc001fqi.1_Missense_Mutation_p.A457T|NTRK1_uc009wsk.1_Missense_Mutation_p.A457TNM_002529 NP_002520 P04629 NTRK1_HUMANCytoplasmic (Potential). 17GGATGGGCTGGCCATGTCCCT0.627

+ 8 1014C1orf92_uc001fql.2_Missense_Mutation_p.S66FNM_144702 NP_653303 Q8N4P6 LRC71_HUMAN LRR 5. 0CTGAACCGTTCCCTGCTCTGG0.716

- 4 656ETV3_uc001fqt.2_Missense_Mutation_p.P123SNM_001145312 NP_001138784 P41162 ETV3_HUMAN 0GGGTAGTTGGGCATCACCAGC0.313

- 6 1014FCRL4_uc010phy.1_RNANM_031282 NP_112572 Q96PJ5 FCRL4_HUMANIg-like C2-type 4.|Extracellular (Potential). 4TGAGGGCTGGGTCTCCAGGAG0.617



- 9 1399FCRL2_uc001frd.2_Missense_Mutation_p.T194I|FCRL2_uc010phz.1_Intron|FCRL2_uc009wsp.2_Missense_Mutation_p.T163INM_030764 NP_110391 Q96LA5 FCRL2_HUMANCytoplasmic (Potential).|ITIM motif 1. 2GCTTGAATAGGTGAACTCTTG0.512

- 6 1002FCRL1_uc001frf.2_RNA|FCRL1_uc001frh.2_Missense_Mutation_p.P297S|FCRL1_uc001fri.2_Intron|FCRL1_uc001frj.2_RNANM_052938 NP_443170 Q96LA6 FCRL1_HUMANExtracellular (Potential). 7GCCCCAGTAGGCACTAGAGGG0.557

+ 9 1449KIRREL_uc010pib.1_Missense_Mutation_p.V249I|KIRREL_uc009wsq.2_Missense_Mutation_p.V185I|KIRREL_uc001fro.3_Missense_Mutation_p.V163INM_018240 NP_060710 Q96J84 KIRR1_HUMANExtracellular (Potential).|Ig-like C2-type 4. 1CTCTGCCCAGGTCCTGAGTAA0.642

+ 11 1714KIRREL_uc010pib.1_Missense_Mutation_p.T337I|KIRREL_uc009wsq.2_Missense_Mutation_p.T273I|KIRREL_uc001fro.3_Missense_Mutation_p.T251INM_018240 NP_060710 Q96J84 KIRR1_HUMANIg-like C2-type 5.|Extracellular (Potential). 1GAGGTGGGGACCCTGGAACGC0.572

+ 1 68 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMANExtracellular (Potential). 1CTGGCCAGGCTGCAGCAGCTG0.512

+ 1 169 uc001fso.1_RNA NM_001004472 NP_001004472 Q8NGX6 O10R2_HUMANHelical; Name=1; (Potential). 3TCTGTATCTAGTCATTCTTAG0.433

- 51 7196 NM_003126 NP_003117 P02549 SPTA1_HUMANEF-hand 2.|2 (Potential). 8AGTGAGACATAGCCCTTCCTG0.468

- 4 669 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8GAACTTCAGGGCCCGCAGCAA0.527

- 2 387 NM_004833 NP_004824 O14862 AIM2_HUMAN DAPIN. 3AAGGTAGCTACTTGTATTCTG0.388

+ 2 1027DARC_uc001ftp.3_Missense_Mutation_p.D265NNM_002036 NP_002027 Q16570 DUFFY_HUMANHelical; Name=6; (Potential). 2TCTAGGACTGGATTTCCTGGT0.562

- 2 301_302CRP_uc001ftx.1_Splice_Site_p.G66_splice|CRP_uc001fty.1_5'FlankNM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1AAATACTGTACCCACGGGTCGA0.455

- 4 615C1orf204_uc001fuf.1_5'Flank|C1orf204_uc001fug.1_5'FlankNM_001013661 NP_001013683 Q5VU13 VSIG8_HUMANExtracellular (Potential).|Ig-like V-type 2. 1CACATCGTTGCCATATGTCAT0.592

- 2 137CCDC19_uc009wtb.2_RNA|CCDC19_uc001fuj.2_RNA|CCDC19_uc001fuk.2_5'UTR|CCDC19_uc001ful.2_5'UTR|CCDC19_uc009wtc.1_Missense_Mutation_p.G40ENM_012337 NP_036469 Q9UL16 CCD19_HUMAN 1CTTGATATCTCCAAAGAGGCT0.517

- 30 3620COPA_uc001fvv.3_Missense_Mutation_p.E1085KNM_004371 NP_004362 P53621 COPA_HUMAN 2TCTAGAGTCTCTTTGGGCAGC0.512

+ 17 2235NCSTN_uc001fvy.2_Missense_Mutation_p.P684L|NCSTN_uc010pjf.1_Missense_Mutation_p.P566L|NCSTN_uc001fvz.2_Missense_Mutation_p.P484L|NCSTN_uc010pjg.1_Missense_Mutation_p.P446LNM_015331 NP_056146 Q92542 NICA_HUMANCytoplasmic (Potential). 2CCCCGGGAGCCAGGAGCTGTG0.527

+ 5 1242LY9_uc001fwv.2_Missense_Mutation_p.P398S|LY9_uc001fww.2_Intron|LY9_uc001fwx.2_Intron|LY9_uc001fwy.1_Intron|LY9_uc001fwz.2_Missense_Mutation_p.P50SNM_002348 NP_002339 Q9HBG7 LY9_HUMANExtracellular (Potential).|Ig-like C2-type 2. 1CACATGGACCCCGCTGCAGAA0.552

- 9 815F11R_uc010pjw.1_5'Flank|F11R_uc001fxf.3_5'Flank|TSTD1_uc010pjx.1_5'Flank|TSTD1_uc009wtw.2_5'Flank|TSTD1_uc001fxh.3_5'Flank|USF1_uc001fxj.2_Splice_Site_p.V148_spliceNM_007122 NP_009053 P22415 USF1_HUMAN 3CGACGCTCCACTGTGGGGCAA0.537

- 3 226 USF1_uc001fxj.2_5'UTRNM_007122 NP_009053 P22415 USF1_HUMAN 3GTCCCCTCTTCCGTTTCAGCT0.488

- 10 1445ARHGAP30_uc001fxk.2_Missense_Mutation_p.A367T|ARHGAP30_uc001fxm.2_Missense_Mutation_p.A213T|ARHGAP30_uc009wtx.2_Missense_Mutation_p.A40T|ARHGAP30_uc001fxn.1_Missense_Mutation_p.A213TNM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3CCCTCTGCTGCCTCTATAGAA0.637

+ 2 780KLHDC9_uc001fxq.2_5'UTR|KLHDC9_uc001fxs.2_Missense_Mutation_p.G203DNM_152366 NP_689579 Q8NEP7 KLDC9_HUMAN 0CCCCATCCAGGTCATCAGCTA0.512

+ 13 1681PPOX_uc001fyn.2_Missense_Mutation_p.R172H|PPOX_uc001fyg.2_Missense_Mutation_p.R464H|PPOX_uc001fyl.2_Missense_Mutation_p.R430H|PPOX_uc001fym.2_RNA|PPOX_uc001fyk.2_Missense_Mutation_p.R302H|PPOX_uc001fyh.2_Missense_Mutation_p.R302H|PPOX_uc010pkg.1_Missense_Mutation_p.R302H|PPOX_uc009wuc.1_Missense_Mutation_p.R265H|PPOX_uc010pkh.1_Intron|PPOX_uc001fyi.2_IntronNM_001122764 NP_001116236 P50336 PPOX_HUMAN 1GAGAGTGGGCGCCAGGCAGCA0.522 rs145559645

- 3 413PPOX_uc010pkh.1_Intron|PPOX_uc001fyi.2_Intron|B4GALT3_uc001fyo.1_5'Flank|B4GALT3_uc001fyp.1_5'Flank|B4GALT3_uc001fyr.1_Missense_Mutation_p.P51S|B4GALT3_uc001fys.1_Missense_Mutation_p.P51S|B4GALT3_uc009wud.1_Missense_Mutation_p.P51SNM_003779 NP_003770 O60512 B4GT3_HUMANLumenal (Potential). 0ACATCACGAGGGTGAGAATAG0.572

- 3 315PPOX_uc010pkh.1_Intron|PPOX_uc001fyi.2_Intron|B4GALT3_uc001fyo.1_5'Flank|B4GALT3_uc001fyp.1_5'Flank|B4GALT3_uc001fyr.1_Missense_Mutation_p.S18F|B4GALT3_uc001fys.1_Missense_Mutation_p.S18F|B4GALT3_uc009wud.1_Missense_Mutation_p.S18FNM_003779 NP_003770 O60512 B4GT3_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0AGCCAGCTGGGAGCCCACAAG0.602

+ 13 1727NDUFS2_uc001fyw.2_Missense_Mutation_p.P427S|NDUFS2_uc010pkj.1_Missense_Mutation_p.P376S|NDUFS2_uc001fyx.2_Missense_Mutation_p.P401S|FCER1G_uc001fyz.1_5'Flank|FCER1G_uc001fza.1_5'FlankNM_004550 NP_004541 O75306 NDUS2_HUMAN 1GATCAAGGCTCCTGGTTTTGC0.453

+ 3 408 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN IQ. 0TGCTATTCAGGGCAAGTTCCG0.527

- 1 11 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0GTAGTTAGTGGCCATGATCTT0.458

+ 3 174FCGR2A_uc001gam.2_Missense_Mutation_p.A40T|FCGR2A_uc001gao.2_RNANM_001136219 NP_001129691 P12318 FCG2A_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1TCCCCCAAAGGCTGTGCTGAA0.587

+ 5 763FCGR2A_uc001gam.2_Missense_Mutation_p.A236V|FCGR2A_uc001gao.2_RNANM_001136219 NP_001129691 P12318 FCG2A_HUMANHelical; (Potential). 1GCTGTAGTGGCCTTGATCTAC0.517

+ 8 967 NM_201563 NP_963857 0ctatgaAACAGCTGACGGCGG0.254

+ 3 319FCGR2B_uc009wum.1_Missense_Mutation_p.S76N|FCGR2B_uc001gay.1_Missense_Mutation_p.S75N|FCGR2B_uc001gba.1_Missense_Mutation_p.S75N|FCGR2B_uc001gbb.1_Missense_Mutation_p.S76N|FCGR2B_uc009wun.1_Missense_Mutation_p.S69NNM_004001 NP_003992 P31994 FCG2B_HUMANIg-like C2-type 1.|Extracellular (Potential). 0GGGACTCACAGCCCTGAGAGC0.587

+ 5 988PBX1_uc010pku.1_Missense_Mutation_p.A244T|PBX1_uc010pkv.1_Missense_Mutation_p.A161T|PBX1_uc001gcs.2_Missense_Mutation_p.A244T|PBX1_uc010pkw.1_Missense_Mutation_p.A134TNM_002585 NP_002576 P40424 PBX1_HUMANHomeobox; TALE-type. 5CAACAAGCAAGCGACAGAAAT0.398

- 6 858 NM_199351 NP_955383 Q71H61 ILDR2_HUMANCytoplasmic (Potential). 1CCAGATGAGGGGGCTCCTCCC0.592

+ 6 637MAEL_uc001gdz.1_Missense_Mutation_p.G158E|MAEL_uc009wvf.1_RNANM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1TTTGAACGTGGGCATAACCAA0.373

+ 6 448POU2F1_uc010plg.1_RNA|POU2F1_uc001ged.2_Missense_Mutation_p.A94T|POU2F1_uc001gee.2_Missense_Mutation_p.A96T|POU2F1_uc010plh.1_Missense_Mutation_p.A96T|POU2F1_uc001gef.2_Missense_Mutation_p.A108T|POU2F1_uc001geg.2_5'UTRNM_002697 NP_002688 P14859 PO2F1_HUMAN 5AGTGCAGGCAGCCATTCCCCA0.493

- 23 3438ADCY10_uc009wvj.2_5'Flank|ADCY10_uc009wvk.2_Missense_Mutation_p.T955I|ADCY10_uc010plj.1_Missense_Mutation_p.T894INM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3TTCGTCAGATGTCTTCATTTT0.373

- 3 1076SLC19A2_uc001ggf.3_Missense_Mutation_p.S90FNM_006996 NP_008927 O60779 S19A2_HUMANHelical; (Potential). 0AGGGCGAGAGGAGTAGCACAT0.483

- 20 6009 NM_000130 NP_000121 P12259 FA5_HUMAN F5/8 type C 1. 6GGCAAATTCTGCTGCAAGTTT0.338

- 13 3576 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6TCTGTGACTGGGGTCTGAAGT0.483

- 13 2709 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6TTTGAATTCTCCAGCACCAAG0.453

- 10 1718C1orf112_uc001ggj.2_IntronNM_000450 NP_000441 P16581 LYAM2_HUMANExtracellular (Potential).|Sushi 6. 5CATCCTTCAGGACAGGCGAAC0.537

+ 17 1849C1orf112_uc001ggj.2_Splice_Site|C1orf112_uc001ggq.2_Splice_Site_p.Q513_splice|C1orf112_uc009wvt.2_Splice_Site_p.Q190_splice|C1orf112_uc009wvu.1_Splice_Site_p.Q389_splice|C1orf112_uc001ggr.2_Splice_Site_p.Q378_splice|C1orf112_uc010plv.1_Splice_Site_p.Q455_spliceNM_018186 NP_060656 Q9NSG2 CA112_HUMAN 0ACCCCATCAGGCAAGGAAGGA0.388

- 14 2384SCYL3_uc010plw.1_Nonsense_Mutation_p.W321*|SCYL3_uc001ggt.2_Nonsense_Mutation_p.W675*|SCYL3_uc001ggu.2_RNANM_181093 NP_851607 Q8IZE3 PACE1_HUMANInteraction with EZR. 2TTCTTCTTCCCAGCCTTCAGC0.363

+ 16 3790BAT2L2_uc010pmh.1_Missense_Mutation_p.R152KNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0AAAGAAGCTAGAGAGAGAGAT0.468

+ 16 4767BAT2L2_uc010pmh.1_Missense_Mutation_p.E478KNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0AACAGCTTCTGAAAGCAGTGA0.398

+ 19 6207BAT2L2_uc010pmh.1_Missense_Mutation_p.P958S|BAT2L2_uc010pmi.1_5'UTRNM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0CATCCAGACCCCACAGTCACA0.453

- 5 1230CENPL_uc009wwg.2_Missense_Mutation_p.A213V|CENPL_uc001gjg.3_Missense_Mutation_p.A385V|CENPL_uc001gjf.3_Missense_Mutation_p.A339VNM_033319 NP_201576 Q8N0S6 CENPL_HUMAN 0TTGAAAAATTGCCAGTTCTGT0.308

+ 15 1977 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2CTTCTAGGCCCGTAGCCAACA0.388



- 6 1296 NM_000488 NP_000479 P01008 ANT3_HUMAN 1ACATAGAGGTCATCTCGGCCT0.473

- 5 981 NM_000488 NP_000479 P01008 ANT3_HUMAN 1CGGAACTTGCCTTCCTGGTAC0.527

- 10 1825RC3H1_uc010pms.1_Missense_Mutation_p.G580S|RC3H1_uc001gjv.2_Missense_Mutation_p.G580S|RC3H1_uc010pmt.1_Missense_Mutation_p.G580SNM_172071 NP_742068 Q5TC82 RC3H1_HUMAN Pro-rich. 2AACTGAGAACCTCGAGGTACC0.488

+ 7 1165RABGAP1L_uc009wwq.1_Missense_Mutation_p.E336K|RABGAP1L_uc001gjw.2_Missense_Mutation_p.E287K|RABGAP1L_uc001gjy.2_5'UTRNM_014857 NP_055672 Q5R372 RBG1L_HUMAN 4TTCTAACAAAGAATTAGCTAT0.363

+ 4 840CACYBP_uc001gki.1_Missense_Mutation_p.E96KNM_014412 NP_055227 Q9HB71 CYBP_HUMANInteraction with SKP1.|CS. 0CATCTCTGTGGAAGGCAGTTC0.363

- 18 3664TNR_uc009wwu.1_Missense_Mutation_p.A1195TNM_003285 NP_003276 Q92752 TENR_HUMANFibrinogen C-terminal. 11CGGTAATCAGCCCATTTCCGG0.398

- 16 3370TNR_uc009wwu.1_Missense_Mutation_p.E1097KNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 9. 11AACAGGCCCTCCAGTCGAATC0.557

+ 2 1673PAPPA2_uc001gky.1_Missense_Mutation_p.A170V|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GCCATGGCTGCCACTACTACC0.557

+ 3 2357PAPPA2_uc001gky.1_Missense_Mutation_p.P398L|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16CTGAACAGCCCCTTCATGGCA0.587

+ 8 4283PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16ACTTCTCAGCCCCACAGTCCC0.557

- 12 2236ASTN1_uc001glb.1_Missense_Mutation_p.P675L|ASTN1_uc001gld.1_Missense_Mutation_p.P675L|ASTN1_uc009wwx.1_Missense_Mutation_p.P675LNM_004319 NP_004310 O14525 ASTN1_HUMAN EGF-like 3. 15ATACAAGGTGGGGTCGTCCGG0.532

+ 16 3538RASAL2_uc001glq.2_Missense_Mutation_p.S1279N|RASAL2_uc009wxc.2_3'UTRNM_004841 NP_004832 Q9UJF2 NGAP_HUMAN 5AAAAACAGCAGCTGCTGACGG0.522

- 6 1838RALGPS2_uc001gly.1_Intron|RALGPS2_uc001glz.2_Intron|RALGPS2_uc010pnb.1_Intron|ANGPTL1_uc001gmb.2_Nonsense_Mutation_p.W454*NM_004673 NP_004664 O95841 ANGL1_HUMANFibrinogen C-terminal. 0CTCCTCTGTACCATACTCCAT0.438

+ 5 557C1orf125_uc009wxg.2_RNA|C1orf125_uc001gmn.1_5'UTR|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.A144TNM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0TAGGGAGAAGGCAGTTTGTCC0.363

+ 10 1026C1orf125_uc009wxg.2_RNA|C1orf125_uc001gmn.1_Missense_Mutation_p.R88Q|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.R300QNM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0CAGATTGCTCGGCAGATGATT0.299

+ 9 1745TDRD5_uc010pnp.1_Missense_Mutation_p.L499F|TDRD5_uc001gnh.1_Missense_Mutation_p.L54FNM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5GTCAGAGTTACTCGAAGACAT0.348

+ 5 2452KIAA1614_uc001gol.1_Nonsense_Mutation_p.W416*|KIAA1614_uc001gom.1_IntronNM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4ACCAAGCCTGGCAGCCAACAG0.612

- 2 1674RNASEL_uc009wxz.1_Missense_Mutation_p.D503N|RNASEL_uc001gpk.2_Missense_Mutation_p.D503N|RNASEL_uc009wya.1_IntronNM_021133 NP_066956 Q05823 RN5A_HUMANProtein kinase. 5TTATCAAAATCTGCCAGGTGA0.378

- 5 719 NM_002928 NP_002919 O15492 RGS16_HUMAN 1GACAGAGTGGCAGAGGCGGCT0.632

- 5 400RGS8_uc001gpn.1_Missense_Mutation_p.E48K|RGS8_uc001gpm.1_Missense_Mutation_p.E66KNM_001102450 NP_001095920 P57771 RGS8_HUMAN 1GTAGCTTCTTCTGTCGATAAT0.383

+ 11 865NPL_uc010pnx.1_3'UTR|NPL_uc010pny.1_Intron|NPL_uc001gpo.1_Missense_Mutation_p.A223V|NPL_uc009wyc.2_Intron|NPL_uc001gpp.3_Missense_Mutation_p.A242V|NPL_uc001gpq.1_Missense_Mutation_p.A242VNM_030769 NP_110396 Q9BXD5 NPL_HUMAN 3TTCTCTTTAGCCCTGAACTAT0.413

+ 4 416DHX9_uc001gps.2_Splice_SiteNM_001357 NP_001348 Q08211 DHX9_HUMAN 2TTCTTTTGCAGGTAGCATCTC0.458

+ 17 2581SMG7_uc010pob.1_Missense_Mutation_p.Y803C|SMG7_uc001gqf.2_Missense_Mutation_p.Y774C|SMG7_uc001gqh.2_Missense_Mutation_p.Y774C|SMG7_uc001gqi.2_Missense_Mutation_p.Y732C|SMG7_uc010poc.1_Missense_Mutation_p.Y778CNM_173156 NP_775179 Q92540 SMG7_HUMAN Gln/Pro-rich. 3AAACAGCCCTACTACCTTCAG0.463

+ 22 3508SMG7_uc001gqf.2_Intron|SMG7_uc001gqh.2_Missense_Mutation_p.G1083E|SMG7_uc001gqi.2_Missense_Mutation_p.G1041E|SMG7_uc010poc.1_Missense_Mutation_p.G1137ENM_173156 NP_775179 Q92540 SMG7_HUMAN 3CAGCAACGGGGACAAGGCACC0.527

+ 3 429RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Missense_Mutation_p.T126I|RGL1_uc010pog.1_Missense_Mutation_p.T89I|RGL1_uc010poh.1_Missense_Mutation_p.T89I|RGL1_uc010poi.1_Missense_Mutation_p.T91INM_015149 NP_055964 Q9NZL6 RGL1_HUMANN-terminal Ras-GEF. 11AATGACTTTACCTATATCAGC0.443

- 5 966IVNS1ABP_uc001grj.2_5'Flank|IVNS1ABP_uc009wyj.2_5'UTR|IVNS1ABP_uc009wyk.2_RNANM_006469 NP_006460 Q9Y6Y0 NS1BP_HUMAN 5TTTACTCGATCCATCTTCAGC0.303

+ 15 2510HMCN1_uc001grr.1_Missense_Mutation_p.E102KNM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 4. 23GAAGATTCAAGAAACACAAGA0.443

+ 18 2939HMCN1_uc001grr.1_Missense_Mutation_p.G245RNM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 6. 23TGTTATTGAAGGACAGCAGCT0.418

+ 30 4718 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 12. 23TTTATTTTTGGGCGATCCTAA0.353

+ 58 9195 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 28. 23TGTGAGGTCTCTGGTTTTCCA0.398

+ 64 10028 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 31. 23TGTTGAGCTGGTCTGCAATGC0.393

+ 107 16820HMCN1_uc001grs.1_Missense_Mutation_p.P983SNM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23TGCCTTGAGCCCATATGCCTT0.443

+ 3 128PRG4_uc001grt.3_Intron|PRG4_uc009wyl.2_Splice_Site_p.D26_splice|PRG4_uc009wym.2_Intron|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN 1 TATAATTTTAGATTTATCAAG0.428

+ 7 2279PRG4_uc001grt.3_Missense_Mutation_p.S702F|PRG4_uc009wyl.2_Missense_Mutation_p.S650F|PRG4_uc009wym.2_Missense_Mutation_p.S609F|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|46; approximate.1GAGCCCACATCCACCACCTGT0.592

+ 7 3160PRG4_uc001grt.3_Missense_Mutation_p.P996S|PRG4_uc009wyl.2_Missense_Mutation_p.P944S|PRG4_uc009wym.2_Missense_Mutation_p.P903S|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN 1TACCAAAAAGCCAAAAACAAT0.423

+ 2 256CFHR3_uc001gtk.2_Missense_Mutation_p.E57K|CFHR3_uc010poy.1_Missense_Mutation_p.E57K|CFHR1_uc001gtm.2_Missense_Mutation_p.E20KNM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 1. 0TTACTGTGATGAACATTTTGA0.388

+ 2 136 CFHR2_uc001gtr.1_IntronNM_005666 NP_005657 P36980 FHR2_HUMAN 3TATTTTCCCAGCAATGTTCTG0.269

- 21 9382ASPM_uc001gtv.2_Missense_Mutation_p.G1457E|ASPM_uc001gtw.3_Missense_Mutation_p.G890ENM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 36. 6 TCCTTTATATCCTCTATAATG0.378

+ 4 304PTPRC_uc001gus.1_Missense_Mutation_p.P42S|PTPRC_uc001gut.1_Intron|PTPRC_uc009wze.1_Intron|PTPRC_uc009wzf.1_Intron|PTPRC_uc010ppg.1_Intron|PTPRC_uc001guu.1_Missense_Mutation_p.P85S|PTPRC_uc001guv.1_Intron|PTPRC_uc001guw.1_IntronNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential). 12GCCCAGTGTTCCACTTTCAAG0.418

+ 6 650PTPRC_uc001gus.1_Intron|PTPRC_uc001gut.1_Intron|PTPRC_uc009wze.1_Intron|PTPRC_uc009wzf.1_Intron|PTPRC_uc010ppg.1_Missense_Mutation_p.P93L|PTPRC_uc001guu.1_Missense_Mutation_p.P200L|PTPRC_uc001guv.1_RNA|PTPRC_uc001guw.1_IntronNM_002838 NP_002829 P08575 PTPRC_HUMANExtracellular (Potential). 12AGCACCTTTCCTACAGACCCA0.552

+ 29 3295PTPRC_uc001gus.1_Missense_Mutation_p.E991K|PTPRC_uc001gut.1_Missense_Mutation_p.E878KNM_002838 NP_002829 P08575 PTPRC_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).12ACCACTGAAGGAGACCATTGG0.418

+ 1 173 NM_001105517 NP_001098987 P0C7Q3 FA58B_HUMAN 0GTCAAGCTAGGGATGCAGTCC0.498

- 2 849uc010ppi.1_5'Flank|ZNF281_uc001gvf.1_Missense_Mutation_p.D248N|ZNF281_uc001gvg.1_Missense_Mutation_p.D212NNM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2CCTTCTCCATCTCCAACCAAA0.483

- 16 3237KIF14_uc010ppj.1_Missense_Mutation_p.M442TNM_014875 NP_055690 Q15058 KIF14_HUMANPotential.|Required for CIT-binding. 7TCTCTGTGCCATGAGCAACTC0.383

- 6 2012KIF14_uc010ppj.1_Missense_Mutation_p.P34SNM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7CCATAAACAGGATGTTCCCTC0.368

+ 1 101 NM_018265 NP_060735 Q3KP66 CA106_HUMAN 3CGGGGGGAGGGAAGATGGCCT0.612

- 30 4359KIF21B_uc001gvr.1_Missense_Mutation_p.P1335S|KIF21B_uc009wzl.1_Missense_Mutation_p.P1348S|KIF21B_uc010ppn.1_Missense_Mutation_p.P1335SNM_017596 NP_060066 O75037 KI21B_HUMAN WD 2. 6ACGTTGTTGGGGTGGCCCTTT0.577



- 7 1272KIF21B_uc001gvr.1_Missense_Mutation_p.H319Y|KIF21B_uc009wzl.1_Missense_Mutation_p.H319Y|KIF21B_uc010ppn.1_Missense_Mutation_p.H319Y|KIF21B_uc001gvt.1_Missense_Mutation_p.H177YNM_017596 NP_060066 O75037 KI21B_HUMAN 6TAGGGAACGTGCACCACCTTC0.612

+ 20 4611NAV1_uc001gwx.2_Missense_Mutation_p.V1031MNM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4CCGGGTGGTGGTGAGGATGCC0.493

+ 26 5521NAV1_uc001gwx.2_Missense_Mutation_p.T1334INM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4CATCTCCACACCTTCCTTGAG0.567

+ 2 582RNPEP_uc001gxe.2_5'UTR|RNPEP_uc001gxf.2_Missense_Mutation_p.P54SNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1CTTCGACACGCCTGCTGTTAA0.502

+ 2 3488ELF3_uc001gxi.3_Missense_Mutation_p.G99D|ELF3_uc001gxh.3_Missense_Mutation_p.G99DNM_004433 NP_004424 P78545 ELF3_HUMAN PNT. 0GACATGGATGGCGCCACCCTC0.572

+ 18 1817LGR6_uc001gxv.2_Missense_Mutation_p.G554D|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.G467DNM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANHelical; Name=2; (Potential). 10GCGATTGCAGGCGCCAACACC0.617

+ 15 2234PPP1R12B_uc001gxz.1_Missense_Mutation_p.P697L|PPP1R12B_uc001gyb.1_5'UTR|PPP1R12B_uc001gyc.1_5'UTRNM_002481 NP_002472 O60237 MYPT2_HUMAN 3TCAGCAGTTCCAGCAACAGAA0.582

- 7 1110SYT2_uc010pqb.1_Missense_Mutation_p.S306L|SYT2_uc009xaf.2_Missense_Mutation_p.S136LNM_001136504 NP_001129976 Q8N9I0 SYT2_HUMANPhospholipid binding (By similarity).|C2 2.|Cytoplasmic (Potential).3CCACGTACCTGAAAGGCCGCC0.587

- 3 253CYB5R1_uc010pqe.1_RNANM_016243 NP_057327 Q9UHQ9 NB5R1_HUMANFAD-binding FR-type. 1GAACCTCTTGGTGTTGTGGCT0.612

- 9 1135FMOD_uc010pqi.1_Intron|CHI3L1_uc001gzk.1_Missense_Mutation_p.G58S|CHI3L1_uc001gzj.2_Missense_Mutation_p.G261S|CHI3L1_uc001gzl.3_5'FlankNM_001276 NP_001267 P36222 CH3L1_HUMAN 1CACTGGTTGCCCTTGGTGGCA0.567

- 2 956 FMOD_uc010pqi.1_RNANM_002023 NP_002014 Q06828 FMOD_HUMAN LRR 8. 3TGGGACAGCCGCACATACAGC0.567

- 2 263 FMOD_uc010pqi.1_RNANM_002023 NP_002014 Q06828 FMOD_HUMAN 3GGGTAAGGGTCATAGGGATCG0.597

+ 8 1890ATP2B4_uc001gzv.2_Missense_Mutation_p.E336K|ATP2B4_uc009xaq.2_Missense_Mutation_p.E336KNM_001684 NP_001675 P23634 AT2B4_HUMANCytoplasmic (Potential). 3CGACAATGAGGAAAAGGACAA0.532

+ 14 3126ATP2B4_uc001gzv.2_Missense_Mutation_p.P748S|ATP2B4_uc009xaq.2_Missense_Mutation_p.P748SNM_001684 NP_001675 P23634 AT2B4_HUMANCytoplasmic (Potential). 3CAAGATCTGGCCTAAGCTTCG0.512

+ 15 3226ATP2B4_uc001gzv.2_Missense_Mutation_p.A781V|ATP2B4_uc009xaq.2_Missense_Mutation_p.A781VNM_001684 NP_001675 P23634 AT2B4_HUMANCytoplasmic (Potential). 3CAGGTCGTGGCTGTCACTGGT0.537

+ 17 3588ATP2B4_uc001gzv.2_Missense_Mutation_p.R902W|ATP2B4_uc009xaq.2_Missense_Mutation_p.R902W|ATP2B4_uc001gzx.2_5'Flank|ATP2B4_uc009xar.2_5'FlankNM_001684 NP_001675 P23634 AT2B4_HUMANCytoplasmic (Potential). 3TCTGTTGAAGCGGCGCCCCTA0.488

+ 4 964SOX13_uc001hal.2_Nonsense_Mutation_p.W123*|SOX13_uc010pqp.1_Nonsense_Mutation_p.W123*|SOX13_uc010pqq.1_5'FlankNM_005686 NP_005677 Q9UN79 SOX13_HUMAN 2CCAGTGACTGGAAGGAGAGGT0.527

- 15 2790PIK3C2B_uc010pqv.1_Missense_Mutation_p.P771SNM_002646 NP_002637 O00750 P3C2B_HUMAN 7TGGAAATTAGGTGCACTCCAA0.547

+ 2 272CDK18_uc009xbk.1_Intron|CDK18_uc009xbl.1_RNA|CDK18_uc010pri.1_5'UTR|CDK18_uc001hcp.2_Missense_Mutation_p.P18L|CDK18_uc001hcq.2_Missense_Mutation_p.P18L|CDK18_uc010prj.1_5'UTR|CDK18_uc001hcs.2_5'UTR|CDK18_uc009xbm.1_5'FlankNM_212503 NP_997668 Q07002 CDK18_HUMAN 2CTGTCAGTGCCCCGCACTGAG0.552

+ 10 1587MFSD4_uc010prk.1_Missense_Mutation_p.D414N|MFSD4_uc010prl.1_RNA|MFSD4_uc010prm.1_Missense_Mutation_p.D446N|MFSD4_uc009xbn.2_RNANM_181644 NP_857595 Q8N468 MFSD4_HUMAN 3TCCTACCCAAGACAGATCAAT0.443

- 5 1919SLC45A3_uc010prn.1_Intron|SLC45A3_uc010pro.1_Intron|SLC45A3_uc010prp.1_Intron|ELK4_uc010prq.1_IntronNM_033102 NP_149093 Q96JT2 S45A3_HUMANHelical; Name=11; (Potential). 4CAGGCCTGCGGCAGACACCAT0.527

- 7 1804SLC41A1_uc001hdg.1_5'Flank|uc001hdi.1_5'FlankNM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2CTCCCTTGTGGCTGGACTTCG0.592

- 4 1269C1orf116_uc009xcb.1_Missense_Mutation_p.S91FNM_023938 NP_076427 Q9BW04 SARG_HUMAN 4CAGTGAACAGGAGATCAGGCC0.542

+ 2 544CD55_uc001hfp.3_Missense_Mutation_p.G84S|CD55_uc001hfr.3_Missense_Mutation_p.G84S|CD55_uc010psf.1_RNA|CD55_uc009xcf.2_Missense_Mutation_p.G84S|CD55_uc009xce.2_Missense_Mutation_p.G84SNM_000574 NP_000565 P08174 DAF_HUMAN Sushi 1. 1CTGCCTTAAGGGCAGTCAATG0.368

+ 5 848CR2_uc001hfv.2_Missense_Mutation_p.P252S|CR2_uc009xch.2_Missense_Mutation_p.P252S|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 4.|Extracellular (Potential). 8GCAAGGCCCACCTTCTAGTCG0.473

- 20 4492 NM_025179 NP_079455 O75051 PLXA2_HUMANHelical; (Potential). 3GAGGCTGCCGCCGGCCGCGAT0.587

- 2 1344PLXNA2_uc001hha.3_Missense_Mutation_p.P250SNM_025179 NP_079455 O75051 PLXA2_HUMANExtracellular (Potential).|Sema. 3GACAGGGTCGGGAAGTAATCC0.577

- 14 2461LAMB3_uc009xco.2_Missense_Mutation_p.G691S|LAMB3_uc001hhh.2_Missense_Mutation_p.G691S|LAMB3_uc010psl.1_RNA|hsa-mir-4260|MI0015859_5'FlankNM_001017402 NP_001017402 Q13751 LAMB3_HUMAN Domain II. 6GTAAGGAGACCATTGAAGCTT0.547 rs144538210

- 8 1796LPGAT1_uc001hiv.2_Missense_Mutation_p.G328DNM_014873 NP_055688 Q92604 LGAT1_HUMAN 2TTCCTTATGGCCCTTGGAAGG0.378

- 8 1063TMEM206_uc010pte.1_Missense_Mutation_p.V360INM_018252 NP_060722 Q9H813 TM206_HUMANExtracellular (Potential). 1TTGGCAGTGACTATCTGTGAA0.313

- 8 1534ANGEL2_uc010pto.1_Missense_Mutation_p.P334L|ANGEL2_uc010ptp.1_Missense_Mutation_p.P334L|ANGEL2_uc001hka.2_Missense_Mutation_p.P291L|ANGEL2_uc010ptq.1_RNANM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0TCCAGTGTCAGGAAAGTAATG0.378

- 1 183ANGEL2_uc010pto.1_5'Flank|ANGEL2_uc010ptp.1_5'UTR|ANGEL2_uc001hka.2_5'UTR|ANGEL2_uc010ptq.1_RNA|ANGEL2_uc001hkb.2_5'FlankNM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0TGGCCGTAGCCCTTCCTCACA0.667

+ 11 2915RPS6KC1_uc001hkd.2_Missense_Mutation_p.A907V|RPS6KC1_uc010pts.1_Missense_Mutation_p.A707V|RPS6KC1_uc010ptt.1_Missense_Mutation_p.A707V|RPS6KC1_uc010ptu.1_Missense_Mutation_p.A738V|RPS6KC1_uc010ptv.1_Missense_Mutation_p.A454V|RPS6KC1_uc001hke.2_Missense_Mutation_p.A738VNM_012424 NP_036556 Q96S38 KS6C1_HUMANProtein kinase 2. 8GCCCTTGATGCTTTACATAGA0.413

+ 2 179 NM_016343 NP_057427 P49454 CENPF_HUMANInteraction with SNAP25 and required for localization to the cytoplasm (By similarity).13AACAAAATGAGCTGGGCTTTG0.393

+ 6 869 NM_016343 NP_057427 P49454 CENPF_HUMANInteraction with SNAP25 and required for localization to the cytoplasm (By similarity).13TCATCTAATTCTCAAAGAACT0.448

+ 13 5314 NM_016343 NP_057427 P49454 CENPF_HUMAN 13TGAGACTGGTGCAGTGAAACC0.448

+ 20 9337 NM_016343 NP_057427 P49454 CENPF_HUMAN 13TCAGCGGAGCCCAGTAGATTC0.478

- 47 9746 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 18. 26TGAAGTGATGCCACGAATTGT0.388

- 39 7759 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 11. 26TTACGAGCTGGTGTAGACCAG0.512

- 29 6239 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential). 26TTTACCTGCTCCTGTTGTACG0.388 rs111598839

- 24 5341 NM_206933 NP_996816 O75445 USH2A_HUMANLaminin G-like 1.|Extracellular (Potential). 26TAACTTCGCGGGAGCCCTCCC0.408

- 23 5201 NM_206933 NP_996816 O75445 USH2A_HUMANLaminin G-like 1.|Extracellular (Potential). 26ATGCCATTTTCCATCACTATA0.338

- 19 4532USH2A_uc001hkv.2_Nonsense_Mutation_p.W1382*NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 4. 26TGGCTTCTCCCAGGAGATATT0.403

- 16 3616USH2A_uc001hkv.2_Missense_Mutation_p.P1077SNM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 1. 26GGAGAATCAGGTGGACTCCAG0.428

- 6 1348USH2A_uc001hkv.2_Missense_Mutation_p.P321SNM_206933 NP_996816 O75445 USH2A_HUMANLaminin N-terminal.|Extracellular (Potential). 26GCATCATTAGGAATGCAGTAC0.498

- 2 796GPATCH2_uc001hlg.3_Missense_Mutation_p.E234KNM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1TGGTTCGTTTCCTCACTTTCT0.328

- 2 153GPATCH2_uc001hlg.3_Nonsense_Mutation_p.W19*NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1TACTGAAATGCCTTCATTTTT0.383



- 29 4354 NM_004446 NP_004437 P07814 SYEP_HUMANProlyl-tRNA synthetase. 2ATGGGAACTCCCTATAAGATA0.358

- 11 1700EPRS_uc010puf.1_Missense_Mutation_p.A228V|EPRS_uc001hlz.1_Missense_Mutation_p.A477V|EPRS_uc009xdt.1_Missense_Mutation_p.A200VNM_004446 NP_004437 P07814 SYEP_HUMANGlutamyl-tRNA synthetase. 2ACGCACCTGAGCAGCAATAAA0.383

+ 9 1399MARK1_uc009xdw.2_Nonsense_Mutation_p.R268*|MARK1_uc010pun.1_Nonsense_Mutation_p.R268*|MARK1_uc001hmm.3_Nonsense_Mutation_p.R246*NM_018650 NP_061120 Q9P0L2 MARK1_HUMANProtein kinase. 10ACTGCGAGAGCGAGTTTTACG0.348

+ 16 2512MARK1_uc009xdw.2_Missense_Mutation_p.G640S|MARK1_uc010pun.1_Missense_Mutation_p.G639S|MARK1_uc001hmm.3_Missense_Mutation_p.G617SNM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10CCATGAAACGGGTGCATTTGC0.502

- 5 1635 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1CCTTCCTTACCCACTCATGAA0.323

+ 5 3257MIA3_uc009xea.1_Missense_Mutation_p.T919INM_198551 NP_940953 Q5JRA6 MIA3_HUMANExtracellular (Potential). 5GAAGAACCCACCCACTTGGAC0.468

+ 17 4411MIA3_uc009xea.1_Missense_Mutation_p.E1245K|MIA3_uc001hnm.2_Missense_Mutation_p.E346KNM_198551 NP_940953 Q5JRA6 MIA3_HUMANCytoplasmic (Potential). 5ATCGGTAGTTGAAGAGGATCT0.378

+ 5 792C1orf58_uc010put.1_Intron|C1orf58_uc010puu.1_Missense_Mutation_p.E133K|C1orf58_uc010puv.1_IntronNM_144695 NP_653296 Q5VW32 BROX_HUMAN BRO1. 0GGCTGGAAAAGAAAAGTAAGT0.328

+ 2 181 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0TGATTTTGTGGTTCTGAGCAA0.488

+ 6 999 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0AAGTTGACTGGAACTTCCACA0.398 rs79910153

+ 8 4522 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0CAATCAGAATGAACCAAAAGT0.448

+ 1 780 NM_152610 NP_689823 Q8N715 CA065_HUMAN 2AGCCGGGACTCCCAGCCCTTG0.602

+ 3 568CAPN2_uc010puy.1_Missense_Mutation_p.T37INM_001748 NP_001739 P17655 CAN2_HUMANCalpain catalytic. 5GCCTCCCTCACCTTGAATGAA0.493

- 9 1331LBR_uc001hoz.2_Splice_Site_p.W396_splice|LBR_uc001hpa.1_Splice_Site_p.W396_spliceNM_002296 NP_002287 Q14739 LBR_HUMAN 2ACCAGACATACCCATCCAATC0.353

- 7 1379ENAH_uc001hpd.1_Missense_Mutation_p.G309E|ENAH_uc001hpb.1_5'UTRNM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN 2tgCAAGTGGTCCCAAGACAAT0.224

- 2 598ENAH_uc001hpd.1_Missense_Mutation_p.V49MNM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN WH1. 2TTCCTGCCCACCACTCTGAAT0.398

- 2 288PYCR2_uc001hpp.2_Missense_Mutation_p.L9F|PYCR2_uc001hpq.2_Missense_Mutation_p.L45F|PYCR2_uc001hpr.2_Intron|PYCR2_uc001hps.1_5'FlankO75610 LFTY1_HUMAN 0CCTACCCTGAGCGCGGACACC0.617

- 6 1126C1orf55_uc001hpv.2_Missense_Mutation_p.A358VNM_152608 NP_689821 Q6IQ49 CA055_HUMAN 1TTCTTCAGGTGCTACCTCAGC0.483

- 2 423 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN ACB. 0CAAGTGTCTGGATTATATGGG0.373

- 3 2363 NM_002221 NP_002212 P27987 IP3KB_HUMAN 5CCTGCGTGTCCTGCCAGCTGG0.537

- 26 4381CDC42BPA_uc001hqq.2_Missense_Mutation_p.I445M|CDC42BPA_uc001hqs.2_Missense_Mutation_p.I1065M|CDC42BPA_uc009xes.2_Missense_Mutation_p.I1118M|CDC42BPA_uc010pvs.1_Missense_Mutation_p.I1126M|CDC42BPA_uc001hqp.2_Missense_Mutation_p.I302M|CDC42BPA_uc001hqt.2_Missense_Mutation_p.I24M|CDC42BPA_uc001hqu.1_Missense_Mutation_p.I353MNM_003607 NP_003598 Q5VT25 MRCKA_HUMAN PH. 11ATATACAGGGTATATCTTTCC0.328

+ 3 1213SNAP47_uc001hqz.2_Missense_Mutation_p.E222K|SNAP47_uc001hra.2_Missense_Mutation_p.E25K|SNAP47_uc001hrd.2_Missense_Mutation_p.E267K|SNAP47_uc001hre.2_Missense_Mutation_p.E25K|SNAP47_uc001hrg.1_Missense_Mutation_p.E222KNM_053052 NP_444280 Q5SQN1 SNP47_HUMAN 1CCACAGAACAGAGTCTCACGT0.463

+ 14 4089OBSCN_uc001hsn.2_Missense_Mutation_p.V1349MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 14. 28GCCCAAGGCGGTGTTTGCAAA0.647

+ 64 16536OBSCN_uc001hsn.2_Missense_Mutation_p.G5498R|OBSCN_uc001hsr.1_Missense_Mutation_p.G126RNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28CTCAGCACAGGGGTTGGAAAC0.587

- 1 394 NM_003493 NP_003484 Q16695 H31T_HUMAN 0CGCTCCCCGCGGATACGGCGT0.587

- 4 757 C1orf96_uc009xfc.2_RNANM_145257 NP_660300 Q6IQ19 CA096_HUMAN 0TTCCTTTTTTCCACCTGTCTT0.423

- 2 199 C1orf96_uc009xfc.2_RNANM_145257 NP_660300 Q6IQ19 CA096_HUMAN 0TGCGCCTGCTCCAGCAGCCGG0.632

- 6 985 NM_001100 NP_001091 P68133 ACTS_HUMAN 0GCATACAGGTCCTTCCTGATG0.602

- 5 621 NM_018230 NP_060700 Q8WUM0 NU133_HUMAN 7CTGGTGGCAACCATGACAGCA0.443

+ 4 3110URB2_uc009xfd.1_Missense_Mutation_p.P992SNM_014777 NP_055592 Q14146 URB2_HUMAN 3GATGGATGATCCCGCTTGGCT0.428

- 3 674PGBD5_uc001htv.2_Missense_Mutation_p.G324DNM_024554 NP_078830 Q8N414 PGBD5_HUMAN 4GATGATGAAGCCAGTGGAAGA0.562

+ 18 2079CAPN9_uc009xfg.1_Missense_Mutation_p.V593I|CAPN9_uc001hua.1_Missense_Mutation_p.V630INM_006615 NP_006606 O14815 CAN9_HUMAN Domain IV. 1CAACTGCCTGGTCCGGCTGGA0.592 rs150802007

- 3 454C1orf198_uc009xfh.1_Missense_Mutation_p.A7V|C1orf198_uc001huc.1_Intron|C1orf198_uc001hud.1_Missense_Mutation_p.A99VNM_032800 NP_116189 Q9H425 CA198_HUMAN 0GATGGATAGGGCGGAGATACT0.577

+ 4 1402 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN COS. 4GAACGACCCCTCCGGGTTCTT0.547

+ 2 408GNPAT_uc009xfo.1_5'UTR|GNPAT_uc009xfp.2_IntronNM_014236 NP_055051 O15228 GNPAT_HUMAN 4TCCATGTAAACCAATTGATAT0.353

- 19 4999SIPA1L2_uc001hvf.2_Missense_Mutation_p.T670INM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6ATCTGTCAGGGTGCAGAAGGA0.517

- 15 4450SIPA1L2_uc001hvf.2_Missense_Mutation_p.T505INM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6CTGATGCTGAGTTGCTGTGGA0.408

- 14 4236SIPA1L2_uc001hvf.2_Missense_Mutation_p.S434GNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Ser-rich. 6AGAGACCCACTACTTTTTGAA0.498

+ 1 1531 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1CACCATTGAGCCTCAAATGAA0.448

+ 1 1621 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1TCTAAAGCATCCAAGTTCTGC0.423

- 33 6068PCNXL2_uc001hvk.1_Missense_Mutation_p.A597T|PCNXL2_uc001hvm.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN Ser-rich. 2TGGCTTAGCGCTGAGTGTGCC0.567

- 30 5495PCNXL2_uc001hvk.1_Missense_Mutation_p.D406N|PCNXL2_uc001hvm.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2GCACCCTCGTCCACCACGTGC0.607

+ 6 1892KIAA1804_uc001hvs.1_Missense_Mutation_p.P544LNM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8AGTTCCAGTCCCCCGAGCAGC0.567

+ 1 511 NM_002245 NP_002236 O00180 KCNK1_HUMAN 1CAGCACCGTGCTCTCCACCAC0.582

- 2 1403IRF2BP2_uc009xfw.2_Missense_Mutation_p.P68S|IRF2BP2_uc001hwf.2_Missense_Mutation_p.P442SNM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0GGAGAGGGCGGACTGTTGCTA0.592

- 20 3113ARID4B_uc001hwr.2_Missense_Mutation_p.K786R|ARID4B_uc001hws.3_Missense_Mutation_p.K786R|ARID4B_uc001hwp.2_RNA|ARID4B_uc001hwt.3_Missense_Mutation_p.K553RNM_016374 NP_057458 Q4LE39 ARI4B_HUMAN 3TGGTGTCATCTTTGCTTTTGT0.383

- 13 1495ARID4B_uc001hwr.2_Missense_Mutation_p.L333F|ARID4B_uc001hws.3_Missense_Mutation_p.L333F|ARID4B_uc001hwt.3_Missense_Mutation_p.L14FNM_016374 NP_057458 Q4LE39 ARI4B_HUMANARID.|Glu-rich. 3CGATATCCAAGTACAGGTCGT0.289



- 45 10443LYST_uc001hxi.2_Missense_Mutation_p.P647LNM_000081 NP_000072 Q99698 LYST_HUMAN 12CTTGGCTCCAGGTCTGCTCAC0.522

- 44 10199LYST_uc001hxi.2_Missense_Mutation_p.R566WNM_000081 NP_000072 Q99698 LYST_HUMAN BEACH. 12AGAGCCTGCCGATGGATGAGG0.483

- 31 8405LYST_uc009xga.1_Missense_Mutation_p.L380FNM_000081 NP_000072 Q99698 LYST_HUMAN 12AGTCTCCCAAGCTGCATTCGG0.413

- 23 6854LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNANM_000081 NP_000072 Q99698 LYST_HUMAN 12AGGTAATCAGGTCGGCGTGGG0.532

- 21 6296LYST_uc009xgb.1_Intron|LYST_uc010pxs.1_Splice_SiteNM_000081 NP_000072 Q99698 LYST_HUMAN 12ATTATACCTACCTATGTGCAA0.348

- 6 2681LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNA|LYST_uc001hxl.1_Missense_Mutation_p.V836INM_000081 NP_000072 Q99698 LYST_HUMAN 12ATATCTGGAACTGAGGCATCT0.378

+ 6 484EDARADD_uc001hxv.1_Missense_Mutation_p.R130KNM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN Death. 0AAAAACTGGAGGAATTTTGCA0.522

+ 37 5161 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33CAGCCATGTGGATGAACCTCA0.537

+ 38 5996 NM_001035 NP_001026 Q92736 RYR2_HUMANCytoplasmic (By similarity).|4 X approximate repeats.33GCACTCACAGCCAGGAAGACA0.403

- 10 1334LOC100130331_uc010pyc.1_IntronNM_021186 NP_067009 Q12836 ZP4_HUMANZP.|Extracellular (Potential). 3CTGGCAGACTGACACGCTGCA0.498

+ 5 3203FMN2_uc010pye.1_Missense_Mutation_p.P997LNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CCCCCACTTCCCGGAGCGGGC0.711

+ 7 4378FMN2_uc010pye.1_Splice_Site_p.A1389_splice|FMN2_uc010pyf.1_Splice_Site_p.A31_splice|FMN2_uc010pyg.1_IntronNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12ATACAACATGGTAAGTGTCAA0.323

- 2 277 NM_000143 NP_000134 P07954 FUMH_HUMAN 5TGTCACACCTCCAATCTTAAA0.398

- 3 235 NM_001004343 NP_001004343 Q9BXW4 MLP3C_HUMAN 1TTGGTTTTGTCCAGCGGGGGC0.592

- 13 3718CEP170_uc001hzt.2_Missense_Mutation_p.R1006C|CEP170_uc001hzu.2_Missense_Mutation_p.R1006C|CEP170_uc001hzv.1_Missense_Mutation_p.R482CNM_014812 NP_055627 Q5SW79 CE170_HUMANTargeting to microtubules. 2CGTGCTCTGCGCAAGAGGGAA0.458

+ 3 222C1orf101_uc001iak.1_5'UTR|C1orf101_uc001ial.2_Missense_Mutation_p.E55K|C1orf101_uc010pym.1_5'UTR|C1orf101_uc010pyn.1_Missense_Mutation_p.E58KNM_001130957 NP_001124429 Q5SY80 CA101_HUMANExtracellular (Potential). 2GAGTGTGCCAGAAACTTGTTT0.279

+ 16 2249C1orf101_uc001iak.1_Splice_Site_p.K284_splice|C1orf101_uc001ial.2_Splice_Site_p.K730_splice|C1orf101_uc010pym.1_Splice_Site_p.K579_splice|C1orf101_uc010pyn.1_Splice_Site_p.K663_spliceNM_001130957 NP_001124429 Q5SY80 CA101_HUMAN 2CTTTTTCACAGGTCATATCTG0.323

- 4 1158HNRNPU_uc001iaw.1_5'Flank|HNRNPU_uc001iax.1_RNA|HNRNPU_uc001iay.1_Missense_Mutation_p.E38K|HNRNPU_uc001iba.1_Missense_Mutation_p.E295K|HNRNPU_uc001ibb.1_Missense_Mutation_p.E2KNM_031844 NP_114032 Q00839 HNRPU_HUMANB30.2/SPRY. 0GCAAAACTCTCCATTGTAAGG0.343

+ 6 1963KIF26B_uc010pyq.1_Missense_Mutation_p.A508V|KIF26B_uc001ibg.1_Missense_Mutation_p.A126VNM_018012 NP_060482 Q2KJY2 KI26B_HUMAN Kinesin-motor. 3AAGATGTTTGCCTTCGATGCA0.502

+ 14 6472 NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3TGCTAGGAGGCCATGTGCTTC0.577

- 10 1057SMYD3_uc001ibk.2_Missense_Mutation_p.P262L|SMYD3_uc001ibi.2_Missense_Mutation_p.P132L|SMYD3_uc001ibj.2_Missense_Mutation_p.P132LNM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0GTTGATATCGGGAAGCCGTTC0.498

- 1 393CNST_uc001ibo.3_5'Flank|CNST_uc001ibp.2_5'Flank|TFB2M_uc010pys.1_RNANM_022366 NP_071761 Q9H5Q4 TFB2M_HUMAN 1CTTGGTTTTCCCAAATAGATT0.463 rs150011053

- 32 5966AHCTF1_uc001ibv.1_Missense_Mutation_p.G1996R|AHCTF1_uc009xgs.1_Missense_Mutation_p.G848R|AHCTF1_uc001ibw.1_RNANM_015446 NP_056261 Q8WYP5 ELYS_HUMANNecessary for nuclear localization (By similarity). 7GCCTTAGATCCTACATCTTCA0.408

- 1 605 NM_001005487 NP_001005487 Q8NGZ3 O13G1_HUMANHelical; Name=5; (Potential). 1TATGGCCAGGGTAATATCAGC0.458

- 1 874 NM_001005286 NP_001005286 Q8NGZ6 OR6F1_HUMANHelical; Name=7; (Potential). 0TTATTACGAAGCGTATAGATG0.438

+ 1 47 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANExtracellular (Potential). 3ATCCTCCTGGGAATCTTCAAT0.443

+ 1 538 NM_017504 NP_059974 Q96R27 OR2M4_HUMANExtracellular (Potential). 2CTTTTTCTGTGATGTTGCTGC0.428

+ 1 556 NM_017504 NP_059974 Q96R27 OR2M4_HUMANExtracellular (Potential). 2TGCCCTTTTACCTCTATCCTG0.398

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TGGATGGCCAGCCACACTGGA0.483 rs140989725

+ 1 343 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMANHelical; Name=3; (Potential). 1CCTGGCTGGAGCTGAGGTTTT0.557

+ 1 515 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANExtracellular (Potential). 3TGTGGTCATCGCACACTGGAT0.552

- 20 2481DIP2C_uc009xhi.1_Missense_Mutation_p.M183I|DIP2C_uc010pzz.1_Missense_Mutation_p.M118INM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7CGCTGACCACCATGAGGCCAT0.612

- 1 352KLF6_uc010qaj.1_Missense_Mutation_p.E29K|KLF6_uc010qak.1_RNA|KLF6_uc010qal.1_Missense_Mutation_p.E29K|KLF6_uc001ihb.2_Missense_Mutation_p.E29KNM_001300 NP_001291 Q99612 KLF6_HUMAN 4CAGTACTCCTCCAGAGACGGC0.557

+ 2 274 NM_053049 NP_444277 Q969E3 UCN3_HUMAN 0CTCCTGGGGGGCCCCAGGACA0.632

+ 8 862NET1_uc010qar.1_Missense_Mutation_p.P61S|NET1_uc001iib.2_Missense_Mutation_p.P188S|NET1_uc010qas.1_Missense_Mutation_p.P61SNM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN DH. 1AGCAACCAAGCCTGATGGAAC0.398

+ 19 7632C10orf18_uc001iik.2_Missense_Mutation_p.A1180VNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2GATTCAACTGCACATAAGAAG0.328

- 15 1852USP6NL_uc001iks.1_Missense_Mutation_p.A528TNM_014688 NP_055503 Q92738 US6NL_HUMAN 0GCGGGGTGCGCTGCTCGACCT0.567

- 15 1573USP6NL_uc001iks.1_Missense_Mutation_p.P435SNM_014688 NP_055503 Q92738 US6NL_HUMAN 0CTGCTCTGGGGGTGCGGGGAG0.657

- 2 1201UPF2_uc001ilb.2_Missense_Mutation_p.V243I|UPF2_uc001ilc.2_Missense_Mutation_p.V243I|UPF2_uc009xiz.1_Missense_Mutation_p.V243INM_080599 NP_542166 Q9HAU5 RENT2_HUMAN MIF4G 1. 3TTTTTCCAGACCTGAAGAAGT0.413

+ 13 1269CDC123_uc001ilm.2_Splice_Site_p.K341_spliceNM_006023 NP_006014 O75794 CD123_HUMAN 1TTCTTTGACAGAAGAGAAATC0.507

- 4 555FAM107B_uc001ina.1_Missense_Mutation_p.E279K|FAM107B_uc010qbu.1_RNA|FAM107B_uc009xjg.1_Missense_Mutation_p.E104K|FAM107B_uc001imy.1_Missense_Mutation_p.E104K|FAM107B_uc001imz.1_Missense_Mutation_p.E104KNM_031453 NP_113641 Q9H098 F107B_HUMAN Potential. 4TTTTCTTGCTCTTCTTGCAAT0.443

+ 5 1095SUV39H2_uc001ing.2_Missense_Mutation_p.G227S|SUV39H2_uc001ini.2_Missense_Mutation_p.G347S|SUV39H2_uc001inj.2_Missense_Mutation_p.G347S|DCLRE1C_uc010qbx.1_IntronNM_024670 NP_078946 Q9H5I1 SUV92_HUMAN Post-SET. 3GACTTGCAGAGGTTACCTCAA0.348

- 8 717DCLRE1C_uc010qbx.1_Missense_Mutation_p.G211D|DCLRE1C_uc001inl.2_Missense_Mutation_p.G91D|DCLRE1C_uc009xji.2_Missense_Mutation_p.G96D|DCLRE1C_uc001inm.2_Missense_Mutation_p.G91D|DCLRE1C_uc001ino.2_Missense_Mutation_p.G96D|DCLRE1C_uc009xjh.2_RNA|DCLRE1C_uc001inp.2_Missense_Mutation_p.G91D|DCLRE1C_uc001inq.2_Missense_Mutation_p.G91D|DCLRE1C_uc001inr.2_Missense_Mutation_p.G96D|DCLRE1C_uc009xjj.1_RNANM_001033855 NP_001029027 Q96SD1 DCR1C_HUMAN 1ATATTCATAGCCATAAGCCGC0.398

- 7 988RSU1_uc001iol.2_Missense_Mutation_p.G229V|RSU1_uc001iom.2_Missense_Mutation_p.G176VNM_152724 NP_689937 Q15404 RSU1_HUMAN 1ATGGGACACGCCAAGCTGGAA0.428

- 40 6014 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 14. 19AGAAACACGGGTGCATCTCCC0.512 rs142570571

- 12 1371 NM_001081 NP_001072 O60494 CUBN_HUMANEGF-like 7; calcium-binding (Potential). 19ATTCAAACAGGGGTTGCTCAA0.453

- 3 281TRDMT1_uc001ioq.2_Missense_Mutation_p.P78L|TRDMT1_uc001ior.2_Missense_Mutation_p.P78L|TRDMT1_uc001ios.2_Missense_Mutation_p.P7L|TRDMT1_uc009xjt.2_Intron|TRDMT1_uc010qcc.1_Missense_Mutation_p.P7L|TRDMT1_uc010qcd.1_Intron|TRDMT1_uc009xjs.1_Intron|TRDMT1_uc009xju.1_IntronNM_004412 NP_004403 O14717 TRDMT_HUMAN 1TGGCTGGCAGGGAGGGCTCAT0.264



+ 2 894uc001iot.1_RNA|VIM_uc001iov.1_Missense_Mutation_p.V161M|VIM_uc001iow.1_RNA|VIM_uc001iox.1_Missense_Mutation_p.V161M|VIM_uc001ioy.1_Missense_Mutation_p.V161M|VIM_uc001ioz.1_RNA|VIM_uc001ipb.1_RNA|VIM_uc009xjv.1_Missense_Mutation_p.V161M|VIM_uc001ipc.1_Missense_Mutation_p.V161MNM_003380 NP_003371 P08670 VIME_HUMAN Rod.|Coil 1B. 4GCGCCGGCAGGTGGACCAGCT0.652

+ 8 1570SLC39A12_uc001ipn.2_Missense_Mutation_p.P433S|SLC39A12_uc001ipp.2_Missense_Mutation_p.P433S|SLC39A12_uc010qck.1_Missense_Mutation_p.P299SNM_001145195 NP_001138667 Q504Y0 S39AC_HUMANCytoplasmic (Potential). 2GCAGGAAGCCCCAGAATTTGG0.343

+ 3 311CACNB2_uc009xjz.1_Missense_Mutation_p.S84F|CACNB2_uc001ips.2_Missense_Mutation_p.S84F|CACNB2_uc001ipt.2_Missense_Mutation_p.S84F|CACNB2_uc010qcl.1_RNA|CACNB2_uc001ipu.2_Missense_Mutation_p.S56F|CACNB2_uc001ipv.2_Missense_Mutation_p.S56F|CACNB2_uc009xka.1_Missense_Mutation_p.S56F|CACNB2_uc001ipw.2_Missense_Mutation_p.S29F|CACNB2_uc001ipx.2_Missense_Mutation_p.S29F|CACNB2_uc009xkb.1_Missense_Mutation_p.S30F|CACNB2_uc010qcm.1_Missense_Mutation_p.S30F|CACNB2_uc001ipz.2_Missense_Mutation_p.S30F|CACNB2_uc001ipy.2_Missense_Mutation_p.S30F|CACNB2_uc010qcn.1_Missense_Mutation_p.S36F|CACNB2_uc010qco.1_Missense_Mutation_p.S36F|CACNB2_uc001iqa.2_Missense_Mutation_p.S36FNM_201596 NP_963890 Q08289 CACB2_HUMAN 3CCATCCGATTCCGATGTATCT0.502

- 17 2129NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_Intron|NEBL_uc001iql.1_RNANM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 16. 2TGAATTTCAGGAGTATCTGCT0.313

+ 18 2330ARMC3_uc010qcv.1_Splice_Site_p.K742_splice|ARMC3_uc010qcw.1_Splice_Site_p.K486_spliceNM_173081 NP_775104 Q5W041 ARMC3_HUMAN 0AATTGACACAGGTATGTAGCA0.328

+ 6 1478KIAA1217_uc001irs.2_Missense_Mutation_p.P279S|KIAA1217_uc001irt.3_Missense_Mutation_p.P359S|KIAA1217_uc010qcy.1_Missense_Mutation_p.P359S|KIAA1217_uc010qcz.1_Missense_Mutation_p.P359S|KIAA1217_uc001irv.1_Missense_Mutation_p.P209S|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.P77S|KIAA1217_uc001irz.2_Missense_Mutation_p.P77S|KIAA1217_uc001irx.2_Missense_Mutation_p.P77S|KIAA1217_uc001iry.2_Missense_Mutation_p.P77SNM_019590 NP_062536 Q5T5P2 SKT_HUMAN Pro-rich. 7AGTCTCCAGACCCATCTCTCC0.517

+ 1 580LOC100128811_uc010qde.1_Missense_Mutation_p.A28VNM_020752 NP_065803 Q5T848 GP158_HUMANExtracellular (Potential). 8CATCTCCCGGGCGGCCATCAC0.652

+ 26 3236MYO3A_uc009xko.1_Missense_Mutation_p.Q959R|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMANMyosin head-like. 18AGTGAGCGTCAGGCAAGAAAA0.408

- 32 4950ANKRD26_uc001itg.2_Missense_Mutation_p.S1280N|ANKRD26_uc009xku.1_Missense_Mutation_p.S1594NNM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4CAAAGATCTGCTCTGCTGTTT0.408

- 1 198ANKRD26_uc009xku.1_Missense_Mutation_p.G9DNM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4GGGCGACTCGCCCTTCTTACT0.657

- 20 2472YME1L1_uc001itj.2_Missense_Mutation_p.V707I|YME1L1_uc010qdl.1_Missense_Mutation_p.V674I|YME1L1_uc009xkv.2_RNANM_139312 NP_647473 Q96TA2 YMEL1_HUMAN 1CCCTCAAGAACAATTTGAATC0.378

- 1 2190 NR_003525 0GATAGTGGGAGGTTCTACATC0.542

- 1 192 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4CTGCGGCCCGGTGGCAGAGTC0.652

+ 5 599 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0CATTGTGAGGGCAGAGACCTG0.502

- 6 1243MTPAP_uc001ivb.3_Missense_Mutation_p.P524SNM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1GGAAGAATAGGGGGTGATCTT0.368

- 3 354 NM_183058 NP_898881 Q7Z4W2 LYZL2_HUMAN 0GTCGATGCTGCCGTCATCCAG0.587

- 7 1530ARHGAP12_uc001ivy.1_Nonsense_Mutation_p.W371*|ARHGAP12_uc009xls.2_Nonsense_Mutation_p.W371*|ARHGAP12_uc001iwb.1_Nonsense_Mutation_p.W418*|ARHGAP12_uc001iwc.1_Nonsense_Mutation_p.W418*|ARHGAP12_uc009xlq.1_Nonsense_Mutation_p.W371*|ARHGAP12_uc001iwd.1_Nonsense_Mutation_p.W418*|ARHGAP12_uc009xlr.1_Nonsense_Mutation_p.W418*NM_018287 NP_060757 Q8IWW6 RHG12_HUMAN 0TGCTATGTCTCCACTTTGTTA0.363

- 18 2520 NM_004521 NP_004512 P33176 KINH_HUMAN 5TGCTCCTTTTCCATTTCATGG0.313

- 14 2356EPC1_uc001iwi.3_Missense_Mutation_p.G623S|EPC1_uc001iwh.1_Missense_Mutation_p.G673SNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4AGGTGTAAGCCCTTGTATACT0.343

- 25 4058PARD3_uc010qek.1_Missense_Mutation_p.P1350L|PARD3_uc010qel.1_Missense_Mutation_p.P1316L|PARD3_uc010qem.1_Missense_Mutation_p.P1337L|PARD3_uc010qen.1_Missense_Mutation_p.P1307L|PARD3_uc010qeo.1_Missense_Mutation_p.P1270L|PARD3_uc010qep.1_Missense_Mutation_p.P1263L|PARD3_uc010qeq.1_Missense_Mutation_p.P1241L|uc001ixe.1_5'FlankNM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1GGAATAGAAGGGCCTCCCTTT0.502

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGCCAGCAAAAGG0.423

+ 34 3425 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN Potential. 9TCTCAATATAGTGGGCAGCTT0.343

+ 5 1289ZNF33A_uc001izg.2_Missense_Mutation_p.L372F|ZNF33A_uc010qev.1_Missense_Mutation_p.L378F|ZNF33A_uc001izi.1_IntronNM_006974 NP_008905 Q06730 ZN33A_HUMAN C2H2-type 2. 3TAAGTCAAACCTCACTAAACA0.438

- 5 791ZNF33B_uc009xmg.1_Intron|ZNF33B_uc001jae.1_Intron|ZNF33B_uc001jag.1_Missense_Mutation_p.E114K|ZNF33B_uc001jad.2_IntronNM_006955 NP_008886 Q06732 ZN33B_HUMAN 0AGGAGGGTTTCCTGACATATA0.368

- 9 1093RASGEF1A_uc001jao.1_Missense_Mutation_p.A346TNM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0TCAAACTTGGCTGTCTTGACC0.617

- 2 1303ZNF239_uc001jax.3_Missense_Mutation_p.S217N|ZNF239_uc009xmj.2_Missense_Mutation_p.S217N|ZNF239_uc009xmk.2_Missense_Mutation_p.S217NNM_005674 NP_005665 Q16600 ZN239_HUMAN C2H2-type 1. 0TGAGCTTTGACTGAAGTTCTT0.443

- 2 1206 NM_016204 NP_057288 Q9UK05 GDF2_HUMAN 3ATACTCCTTGGGTGCAATGAT0.597

- 5 847ARHGAP22_uc001jgs.2_Missense_Mutation_p.R94W|ARHGAP22_uc001jgu.2_Missense_Mutation_p.R200W|ARHGAP22_uc010qgl.1_Missense_Mutation_p.R141W|ARHGAP22_uc010qgm.1_Missense_Mutation_p.R190W|ARHGAP22_uc001jgv.2_5'UTRNM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Rho-GAP. 1CCGCGCTCCCGGATGAAGTCC0.647

+ 3 838 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0TGCCAGCAAGCCTCCGGCTCT0.507

- 4 288A1CF_uc010qhn.1_Missense_Mutation_p.E42K|A1CF_uc001jji.2_Missense_Mutation_p.E34K|A1CF_uc001jjh.2_Missense_Mutation_p.E42K|A1CF_uc010qho.1_Missense_Mutation_p.E42K|A1CF_uc009xov.2_Missense_Mutation_p.E34K|A1CF_uc001jjk.1_Missense_Mutation_p.E34KNM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1TGTCCATTTTCCTGCAAATCC0.413

+ 1 162uc001jjq.1_5'Flank|uc009xox.1_5'FlankNM_012242 NP_036374 O94907 DKK1_HUMAN 3GAGATGATGGCTCTGGGCGCA0.612

- 27 3954PCDH15_uc010qhq.1_Missense_Mutation_p.P1192S|PCDH15_uc010qhr.1_Missense_Mutation_p.P1187S|PCDH15_uc010qhs.1_Missense_Mutation_p.P1199S|PCDH15_uc010qht.1_Missense_Mutation_p.P1194S|PCDH15_uc010qhu.1_Missense_Mutation_p.P1187S|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.P1187S|PCDH15_uc010qhw.1_Missense_Mutation_p.P1150S|PCDH15_uc010qhx.1_Missense_Mutation_p.P1116S|PCDH15_uc010qhy.1_Missense_Mutation_p.P1192S|PCDH15_uc010qhz.1_Missense_Mutation_p.P1187S|PCDH15_uc010qia.1_Missense_Mutation_p.P1165S|PCDH15_uc010qib.1_Missense_Mutation_p.P1165SNM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 11.|Extracellular (Potential). 13TCTTTAATTGGTGGTATTATG0.368

- 6 599ZWINT_uc001jjy.1_Intron|ZWINT_uc001jka.1_Missense_Mutation_p.V188M|ZWINT_uc009xoy.1_RNANM_007057 NP_008988 O95229 ZWINT_HUMAN Potential. 0TTCTGAAACACCCTGTCAAGC0.557

+ 10 1361BICC1_uc001jkj.1_Missense_Mutation_p.G95ENM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4GGACTCACTGGACTAGGTATA0.507

- 37 4640ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_Intron|ANK3_uc009xpc.1_RNANM_020987 NP_066267 Q12955 ANK3_HUMAN 19TCTTGTTGCTCCTGTACTCCG0.403

- 11 1441ANK3_uc010qih.1_Missense_Mutation_p.E400K|ANK3_uc001jkz.3_Missense_Mutation_p.E411K|ANK3_uc001jlb.1_5'UTR|ANK3_uc001jlc.1_Missense_Mutation_p.E78KNM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 11. 19AGAAGGAGTTCCATTACTTTA0.423

+ 5 795ARID5B_uc010qil.1_Missense_Mutation_p.P257S|ARID5B_uc001jlu.1_Missense_Mutation_p.P14SNM_032199 NP_115575 Q14865 ARI5B_HUMAN 4CAAAAAGAAACCATGCCCACA0.413

+ 1 944 NM_032804 NP_116193 Q96SZ5 AEDO_HUMAN 0GCCCTACGACCCGGACGATGG0.692

- 2 312EGR2_uc010qin.1_Missense_Mutation_p.G3E|EGR2_uc001jmi.2_Missense_Mutation_p.G53E|EGR2_uc010qio.1_Missense_Mutation_p.G66E|EGR2_uc009xph.2_Missense_Mutation_p.G53ENM_001136177 NP_001129649 P11161 EGR2_HUMAN 2TCCGGCCACTCCGTTCATCTG0.652

- 4 511CTNNA3_uc001jmw.2_Missense_Mutation_p.A130T|CTNNA3_uc001jmx.3_Missense_Mutation_p.A130T|CTNNA3_uc009xpo.1_Intron|CTNNA3_uc001jna.2_Missense_Mutation_p.A142TNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8GTCACCGCAGCCAGCAAGGCA0.483

- 2 316DNAJC12_uc001jnc.2_Missense_Mutation_p.P50SNM_021800 NP_068572 Q9UKB3 DJC12_HUMAN J. 1CCAGCTTTGGGGTTTTCAGGA0.343

+ 12 2568MYPN_uc001jnn.3_Missense_Mutation_p.P520S|MYPN_uc001jno.3_Missense_Mutation_p.P795S|MYPN_uc009xpt.2_Missense_Mutation_p.P795S|MYPN_uc010qit.1_Missense_Mutation_p.P501S|MYPN_uc010qiu.1_RNANM_032578 NP_115967 Q86TC9 MYPN_HUMAN Pro-rich. 5ACCAACACCACCACCATTCAC0.547

- 19 3119DNA2_uc001jog.1_Missense_Mutation_p.L716S|DNA2_uc001joh.1_RNANM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0AGAACGTGCCAATAAATCATT0.353

+ 15 2091DDX50_uc010qjc.1_IntronNM_024045 NP_076950 Q9BQ39 DDX50_HUMAN 1AGCCAAATTACCTGAAATTGA0.448

+ 4 536HKDC1_uc010qje.1_5'UTRNM_025130 NP_079406 Q2TB90 HKDC1_HUMAN 5TGACTGTCTGGCAGATTTCAT0.468

+ 10 1508HKDC1_uc010qje.1_Missense_Mutation_p.V322MNM_025130 NP_079406 Q2TB90 HKDC1_HUMAN 5GGTGACCGCGGTGGCCTCCCG0.647

+ 9 1183HK1_uc001jpg.3_Missense_Mutation_p.V349A|HK1_uc001jph.3_Missense_Mutation_p.V365A|HK1_uc001jpi.3_Missense_Mutation_p.V365A|HK1_uc001jpj.3_Missense_Mutation_p.V396A|HK1_uc001jpk.3_Missense_Mutation_p.V360A|HK1_uc009xqd.2_Missense_Mutation_p.V239ANM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1CGCCTGGGAGTGGAGCCGTCC0.537



+ 15 2203HK1_uc001jpg.3_Missense_Mutation_p.G689E|HK1_uc001jph.3_Missense_Mutation_p.G705E|HK1_uc001jpi.3_Missense_Mutation_p.G705E|HK1_uc001jpj.3_Missense_Mutation_p.G736E|HK1_uc001jpk.3_Missense_Mutation_p.G700ENM_000188 NP_000179 P19367 HXK1_HUMAN Catalytic. 1GGGGACCAGGGGCAGATGTGC0.577

+ 17 1507COL13A1_uc001jqj.1_Missense_Mutation_p.G324E|COL13A1_uc001jps.1_Missense_Mutation_p.G295E|COL13A1_uc001jpt.1_Missense_Mutation_p.G283E|COL13A1_uc001jpu.1_Missense_Mutation_p.G305E|COL13A1_uc001jpv.1_Missense_Mutation_p.G324E|COL13A1_uc001jpx.1_Missense_Mutation_p.G302E|COL13A1_uc001jpw.1_Missense_Mutation_p.G271E|COL13A1_uc001jpy.1_Missense_Mutation_p.G262E|COL13A1_uc001jpz.1_Missense_Mutation_p.G267E|COL13A1_uc001jqa.1_Missense_Mutation_p.G264E|COL13A1_uc001jqc.1_Missense_Mutation_p.G324E|COL13A1_uc001jqb.1_Missense_Mutation_p.G273E|COL13A1_uc001jql.2_Missense_Mutation_p.G324E|COL13A1_uc001jqd.1_Missense_Mutation_p.G312E|COL13A1_uc001jqe.1_Missense_Mutation_p.G307E|COL13A1_uc001jqf.1_Missense_Mutation_p.G305E|COL13A1_uc001jqg.1_Missense_Mutation_p.G302E|COL13A1_uc001jqh.1_Missense_Mutation_p.G324E|COL13A1_uc001jqi.1_Missense_Mutation_p.G324E|COL13A1_uc010qjf.1_Missense_Mutation_p.G114E|COL13A1_uc001jqk.1_Missense_Mutation_p.G162ENM_005203 NP_005194 Q5TAT6 CODA1_HUMANExtracellular (Potential).|Triple-helical region 2 (COL2).1GGCATGCCAGGGATGCCAGGC0.617

- 3 956 NM_018055 NP_060525 Q96S42 NODAL_HUMAN 2GACTCGGTGGGGCTGGTAACG0.473

- 2 503DNAJB12_uc001jsz.2_Missense_Mutation_p.G118D|DNAJB12_uc001jta.2_Missense_Mutation_p.G118DNM_017626 NP_060096 Q9NXW2 DJB12_HUMAN 0TCCAGCTTCACCGTTGGCCGA0.612

+ 6 603NUDT13_uc010qkc.1_Missense_Mutation_p.L34F|NUDT13_uc010qkd.1_5'UTR|NUDT13_uc009xqw.2_RNA|NUDT13_uc001jtk.2_Missense_Mutation_p.L160F|NUDT13_uc010qke.1_5'UTR|NUDT13_uc001jtl.2_Missense_Mutation_p.L160F|uc001jtm.2_RNANM_015901 NP_056985 Q86X67 NUD13_HUMAN 0TCAAGCTCTTCTCCGCTGGCA0.522

- 18 3913USP54_uc010qkk.1_Missense_Mutation_p.R481K|USP54_uc001juk.2_Missense_Mutation_p.R387K|USP54_uc001jul.2_Missense_Mutation_p.R387K|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6GATGTGATTTCTCTCTGGATA0.483 rs150112870

- 5 966 NM_021245 NP_067068 Q9NP98 MYOZ1_HUMAN 2ATGCCAAGTTCCATTTTTTGC0.512

- 4 835 NM_021245 NP_067068 Q9NP98 MYOZ1_HUMAN Gly-rich. 2TGCTGTGCCAGCAGCTCCTCC0.592

+ 9 1017C10orf55_uc001jvz.1_Intron|PLAU_uc010qkw.1_Missense_Mutation_p.P274S|PLAU_uc010qkx.1_Missense_Mutation_p.P205S|PLAU_uc001jwb.2_RNA|PLAU_uc001jwc.2_Missense_Mutation_p.P291S|PLAU_uc009xrq.1_Missense_Mutation_p.P255SNM_002658 NP_002649 P00749 UROK_HUMAN Peptidase S1. 3GTGTGCGCAGCCATCCCGGAC0.542

- 5 1053AP3M1_uc001jwg.2_Missense_Mutation_p.A208V|AP3M1_uc001jwh.2_Missense_Mutation_p.A208V|AP3M1_uc010qla.1_Missense_Mutation_p.A154VNM_207012 NP_996895 Q9Y2T2 AP3M1_HUMAN MHD. 0TTTAATGCAAGCATCAATGAC0.368

+ 3 1056MYST4_uc001jwm.1_Missense_Mutation_p.P188L|MYST4_uc001jwo.1_Missense_Mutation_p.P188L|MYST4_uc001jwp.1_Missense_Mutation_p.P188LNM_012330 NP_036462 Q8WYB5 MYST4_HUMAN 16CCTCAGTATCCCAGTGCATTC0.527

- 1 156DUSP13_uc001jwu.2_5'UTR|DUSP13_uc001jww.2_Missense_Mutation_p.S34F|DUSP13_uc009xrs.2_5'UTR|DUSP13_uc001jwt.2_5'UTR|DUSP13_uc001jwv.2_5'UTR|SAMD8_uc001jwx.1_5'Flank|SAMD8_uc001jwy.1_5'FlankNM_001007271 NP_001007272 Q6B8I1 MDSP_HUMAN 0ACGGCTGCAAGAAGACTTCCC0.617

+ 5 417VDAC2_uc010qld.1_Nonsense_Mutation_p.W47*|VDAC2_uc001jxa.2_Nonsense_Mutation_p.W101*|VDAC2_uc010qle.1_Nonsense_Mutation_p.W47*NM_003375 NP_003366 P45880 VDAC2_HUMANBeta stranded; (By similarity). 3CAGAAAAGTGGAACACTGATA0.343

- 20 2778 NM_007055 NP_008986 O14802 RPC1_HUMAN 0GATAATATCGCCAGTAGAGCT0.438

+ 7 1334NRG3_uc010qlz.1_Missense_Mutation_p.P435L|NRG3_uc001kcp.2_Missense_Mutation_p.P215L|NRG3_uc001kcq.2_Missense_Mutation_p.P86L|NRG3_uc001kcr.2_Missense_Mutation_p.P86LNM_001010848 NP_001010848 P56975 NRG3_HUMANCytoplasmic (Potential). 6GAAAGGCATCCTGTGACTGCA0.483

+ 2 399OPN4_uc001kdp.2_Missense_Mutation_p.V58I|OPN4_uc010qmk.1_Missense_Mutation_p.V58INM_033282 NP_150598 Q9UHM6 OPN4_HUMANExtracellular (Potential). 1TGCTGCCTGGGTCCCCCTCCC0.478

+ 5 690LIPF_uc001kfh.1_Missense_Mutation_p.T152I|LIPF_uc010qmt.1_Missense_Mutation_p.T185I|LIPF_uc010qmu.1_Missense_Mutation_p.T142INM_004190 NP_004181 P07098 LIPG_HUMAN 0TCCCAGGGCACCACCATTGGT0.378

+ 7 1326STAMBPL1_uc010qmx.1_Splice_Site_p.L301_splice|STAMBPL1_uc009xto.2_Splice_Site|STAMBPL1_uc001kfl.2_Splice_Site_p.L301_splice|STAMBPL1_uc001kfn.2_Splice_Site_p.L135_spliceNM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1TGGAAAACTGGTATGATCTTT0.318

- 9 1162 NM_014391 NP_055206 Q15327 ANKR1_HUMAN ANK 5. 0CTCTCTGAGGCTGTCGAATAT0.453

+ 6 675BTAF1_uc009xua.1_RNA|BTAF1_uc001khs.1_5'FlankNM_003972 NP_003963 O14981 BTAF1_HUMANNuclear localization signal (Potential). 3TCTTCAGGCAGCTGAATTGAT0.368

+ 32 4614 NM_003972 NP_003963 O14981 BTAF1_HUMAN 3AAGAATGAAAGAAGATGTTTT0.373

- 1 2320 NR_002319 0TCCTCCACCGGGTTTCCCACA0.478

- 10 1104SORBS1_uc001kkl.2_Translation_Start_Site|SORBS1_uc001kkn.2_Missense_Mutation_p.K186N|SORBS1_uc001kkm.2_Missense_Mutation_p.K209N|SORBS1_uc001kko.2_Missense_Mutation_p.K353N|SORBS1_uc001kkq.2_Missense_Mutation_p.K284N|SORBS1_uc001kkr.2_Missense_Mutation_p.K189N|SORBS1_uc001kks.2_Missense_Mutation_p.K189N|SORBS1_uc001kkt.2_RNA|SORBS1_uc001kku.2_Missense_Mutation_p.K230N|SORBS1_uc001kkv.2_Missense_Mutation_p.K321N|SORBS1_uc001kkw.2_Missense_Mutation_p.K353N|SORBS1_uc010qoe.1_Missense_Mutation_p.K198N|SORBS1_uc010qof.1_Missense_Mutation_p.K551NNM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1TTTCAATAGCCTTGCCAGGTG0.502

- 4 767TM9SF3_uc010qot.1_Missense_Mutation_p.V184INM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0GTATTTGGAACCAGTTTCACC0.318

- 20 2317SLIT1_uc009xvh.1_Missense_Mutation_p.R699CNM_003061 NP_003052 O75093 SLIT1_HUMAN LRRCT 3. 4ACGATCTTGCGCTTCCGTAGC0.612

- 16 1856SLIT1_uc009xvh.1_Missense_Mutation_p.P545LNM_003061 NP_003052 O75093 SLIT1_HUMAN LRRNT 3. 4GATGCGCTCAGGGATCTTGGT0.637

+ 12 1439ZDHHC16_uc001knp.2_Missense_Mutation_p.P294S|ZDHHC16_uc001knk.2_Missense_Mutation_p.P364S|ZDHHC16_uc001knl.2_Missense_Mutation_p.P348S|ZDHHC16_uc001knm.2_Missense_Mutation_p.P283S|ZDHHC16_uc001knn.2_Missense_Mutation_p.P325S|ZDHHC16_uc010qow.1_Missense_Mutation_p.P346S|ZDHHC16_uc009xvq.2_RNA|ZDHHC16_uc001kno.2_Missense_Mutation_p.P330S|ZDHHC16_uc009xvr.2_Missense_Mutation_p.P355SNM_198046 NP_932163 Q969W1 ZDH16_HUMANCytoplasmic (Potential). 1CTGGGAGCCCCCTCCCTGGGT0.532 rs12259677

- 10 1599CRTAC1_uc001kov.2_Missense_Mutation_p.D404N|CRTAC1_uc001kot.1_Missense_Mutation_p.D205NNM_018058 NP_060528 Q9NQ79 CRAC1_HUMANFG-GAP 4; atypical. 5AGCATCCCGTCTCCGTCGAAG0.582

- 8 914CWF19L1_uc001kqs.1_Missense_Mutation_p.G28E|CWF19L1_uc001kqr.1_Missense_Mutation_p.G276E|CWF19L1_uc001kqt.1_5'UTR|CWF19L1_uc010qpn.1_Missense_Mutation_p.G139ENM_018294 NP_060764 Q69YN2 C19L1_HUMAN 0AATTTGCTTTCCTATGGATGC0.398

- 2 93BLOC1S2_uc001kqv.1_5'UTRNM_173809 NP_776170 Q6QNY1 BL1S2_HUMAN 1TCAGCTGTCTCCACGGCGGCA0.572

+ 2 659 NM_005063 NP_005054 O00767 ACOD_HUMANCytoplasmic (Potential). 0TATATATGACCCCACCTACAA0.483

+ 5 503 NM_003393 NP_003384 Q93098 WNT8B_HUMAN 4TGGCTGTGGGGAGGCTGCAGT0.587

- 1 77SEC31B_uc009xwo.1_5'UTR|SEC31B_uc010qpq.1_5'UTR|SEC31B_uc010qpr.1_RNANM_005004 NP_004995 O95169 NDUB8_HUMAN 0TTCCGGGATGCCCTTTGCAGC0.627

+ 3 582 NM_017902 NP_060372 Q9NWT6 HIF1N_HUMANJmjC.|Interaction with HIF1A.|Interaction with VHL. 0ACTGGAACTGGATTAATAAGC0.418

- 9 1590PDZD7_uc001ksn.2_Missense_Mutation_p.G459SNM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN 3TGCAGGGCACCCTTCTCCCCA0.557

- 8 2130DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_Missense_Mutation_p.G128E|POLL_uc001kte.1_Missense_Mutation_p.G147E|POLL_uc001kth.1_Missense_Mutation_p.G180E|POLL_uc001kti.1_Missense_Mutation_p.G455E|POLL_uc001ktj.1_Missense_Mutation_p.G455E|POLL_uc001ktf.2_Missense_Mutation_p.G363E|POLL_uc001ktk.1_Missense_Mutation_p.G194E|POLL_uc010qqa.1_Missense_Mutation_p.G194E|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.G455E|POLL_uc001ktl.2_Missense_Mutation_p.G367E|POLL_uc010qqc.1_Missense_Mutation_p.G147ENM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0TGTGAGGAACCCTGGCCCAAC0.607

- 16 3159MGEA5_uc001ktu.2_RNA|MGEA5_uc010qqe.1_Missense_Mutation_p.P853S|MGEA5_uc009xws.2_Missense_Mutation_p.P839SNM_012215 NP_036347 O60502 NCOAT_HUMANHistone acetyltransferase activity (By similarity). 3ACATCCTTTGGAAATCCTTCC0.413

- 9 1761MGEA5_uc001ktu.2_RNA|MGEA5_uc010qqe.1_Missense_Mutation_p.Q387K|MGEA5_uc009xws.2_Missense_Mutation_p.Q387K|MGEA5_uc001ktw.2_Missense_Mutation_p.Q440K|MGEA5_uc009xwt.2_Missense_Mutation_p.Q203KNM_012215 NP_036347 O60502 NCOAT_HUMAN 3GCTGCTCCCTGGCTCATAATG0.463

- 4 621KCNIP2_uc010qqg.1_5'Flank|KCNIP2_uc001ktx.2_RNA|KCNIP2_uc001kty.2_Silent_p.L12L|KCNIP2_uc001ktz.2_Missense_Mutation_p.P45L|KCNIP2_uc009xwu.2_Missense_Mutation_p.P40L|KCNIP2_uc009xwv.2_Missense_Mutation_p.P40L|KCNIP2_uc001kuc.2_Missense_Mutation_p.P105L|KCNIP2_uc001kue.2_Missense_Mutation_p.P72L|KCNIP2_uc001kud.2_Missense_Mutation_p.P40L|KCNIP2_uc001kuf.2_Missense_Mutation_p.P40L|KCNIP2_uc001kua.2_Silent_p.L12L|KCNIP2_uc009xww.2_RNA|KCNIP2_uc010qqh.1_Missense_Mutation_p.P45L|KCNIP2_uc010qqi.1_Missense_Mutation_p.P40LNM_173191 NP_775283 Q9NS61 KCIP2_HUMANEF-hand 1; degenerate. 0CAGACCCTCAGGCCGGTGACA0.617

+ 1 1425 NM_024747 NP_079023 Q86YV9 HPS6_HUMAN 0GGCCACCTGCCCCCATCTGCA0.627

+ 9 4382PPRC1_uc001kun.2_Missense_Mutation_p.S1328F|PPRC1_uc010qqj.1_Intron|PPRC1_uc009xxa.2_IntronNM_015062 NP_055877 Q5VV67 PPRC1_HUMANArg-rich.|Necessary for interaction with CREB1 and NRF1.|Ser-rich.3TCATCATCGTCTTCCTCATCC0.597

+ 1 191 NM_152310 NP_689523 Q9HB03 ELOV3_HUMAN 2TGTCTCACATGAAGTAAATCA0.517

+ 6 655GBF1_uc001kuw.2_Missense_Mutation_p.V139I|GBF1_uc001kuy.1_Missense_Mutation_p.V139I|GBF1_uc001kuz.1_Missense_Mutation_p.V139INM_004193 NP_004184 Q92538 GBF1_HUMAN 2TTCCTGATAGGTTCTACGGAC0.468

+ 40 5630GBF1_uc001kuy.1_Missense_Mutation_p.P1793L|GBF1_uc001kuz.1_Missense_Mutation_p.P1794LNM_004193 NP_004184 Q92538 GBF1_HUMAN Pro-rich. 2AGCCCCACCCCCGACGGGCCT0.672

+ 5 465NFKB2_uc001kva.2_Missense_Mutation_p.G67D|NFKB2_uc010qqk.1_Missense_Mutation_p.G67D|NFKB2_uc001kvd.2_Missense_Mutation_p.G67D|NFKB2_uc009xxc.2_Missense_Mutation_p.G67DNM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3GGACTGCCCGGTGCCTCCAGT0.582

+ 12 1356NFKB2_uc001kva.2_Missense_Mutation_p.A364V|NFKB2_uc010qqk.1_Missense_Mutation_p.A364V|NFKB2_uc001kvd.2_Missense_Mutation_p.A364V|NFKB2_uc009xxc.2_Missense_Mutation_p.A364VNM_001077494 NP_001070962 Q00653 NFKB2_HUMANGRR.|Gly-rich. 3GGGGGTGCAGCCGGGGGCTAC0.607

- 2 1056PSD_uc001kvh.1_5'UTR|PSD_uc009xxd.1_Missense_Mutation_p.P177S|PSD_uc001kvi.1_Missense_Mutation_p.P177S|FBXL15_uc001kvj.1_5'FlankNM_002779 NP_002770 A5PKW4 PSD1_HUMAN Pro-rich. 3GGGGCTGGCGGCCCATGTACA0.662



- 15 1280NT5C2_uc010qqp.1_Missense_Mutation_p.G336E|NT5C2_uc001kwq.2_Missense_Mutation_p.G365E|NT5C2_uc001kwp.2_Missense_Mutation_p.G212ENM_012229 NP_036361 P49902 5NTC_HUMAN 0AGTTCGCCACCCTTGCCGTTT0.398

+ 19 2905SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANPKD.|Lumenal (Potential). 10CAGGTGACAGCCTATGCAGAG0.532

- 1 343SORCS1_uc001kyl.2_Missense_Mutation_p.G112E|SORCS1_uc009xxs.2_Missense_Mutation_p.G112E|SORCS1_uc001kyn.1_Missense_Mutation_p.G112E|SORCS1_uc001kyo.2_Missense_Mutation_p.G112ENM_052918 NP_443150 Q8WY21 SORC1_HUMANLumenal (Potential). 2CTGATCCGCTCCGCTCCGTCT0.716

+ 5 649ADD3_uc001kys.3_Missense_Mutation_p.S112N|ADD3_uc001kyu.2_Missense_Mutation_p.S112N|ADD3_uc001kyv.2_Missense_Mutation_p.S112N|ADD3_uc001kyw.2_Missense_Mutation_p.S112NNM_016824 NP_058432 Q9UEY8 ADDG_HUMAN 5GCTCTTTTAGGTCTTGGCATG0.468

+ 17 1870 NM_005445 NP_005436 Q9UQE7 SMC3_HUMANFlexible hinge. 3AATGAATCTTCCTGGAGAGGT0.343

+ 3 485PDCD4_uc001kzg.2_Missense_Mutation_p.G70E|PDCD4_uc010qre.1_Missense_Mutation_p.G67ENM_014456 NP_055271 Q53EL6 PDCD4_HUMAN 3AGCGACAGTGGGAGTGACGCC0.512

+ 6 576ACSL5_uc001kzt.2_Nonsense_Mutation_p.W145*|ACSL5_uc001kzu.2_Nonsense_Mutation_p.W201*|ACSL5_uc009xxz.2_Nonsense_Mutation_p.W145*|ACSL5_uc010qrj.1_5'FlankNM_203379 NP_976313 Q9ULC5 ACSL5_HUMANCytoplasmic (Potential). 3CTGTACAGTGGATCATCTCCG0.448 rs151027490

- 22 2336ABLIM1_uc010qsh.1_Missense_Mutation_p.P714L|ABLIM1_uc010qsi.1_Missense_Mutation_p.P686L|ABLIM1_uc010qsf.1_Missense_Mutation_p.P423LNM_002313 NP_002304 O14639 ABLM1_HUMAN HP. 1AAACACTTCAGGGGCTAAGTG0.433

- 4 589C10orf84_uc010qss.1_Splice_Site_p.D108_spliceNM_022063 NP_071346 Q9H8W3 F204A_HUMAN 0AAACAAAACACCTTTTCTGGA0.323

+ 2 117FAM45A_uc010qsv.1_Missense_Mutation_p.E17K|FAM45A_uc010qsw.1_5'UTR|FAM45A_uc010qsx.1_RNA|FAM45A_uc010qsy.1_5'UTRNM_207009 NP_996892 Q8TCE6 FA45A_HUMAN 1CACAAATGGAGAAGTTCTGTG0.443

- 7 424SFXN4_uc001ldy.2_Missense_Mutation_p.P11S|SFXN4_uc001ldz.2_Missense_Mutation_p.P11S|SFXN4_uc001lea.2_RNANM_213649 NP_998814 Q6P4A7 SFXN4_HUMANHelical; (Potential). 1CCTTTCAGTGGCGTCATTGAC0.413

+ 13 1623GRK5_uc009xzh.2_Missense_Mutation_p.P329SNM_005308 NP_005299 P34947 GRK5_HUMANAGC-kinase C-terminal. 3GTTGGACCCTCCCTTCGTTCC0.632

+ 20 2478INPP5F_uc001lep.2_Missense_Mutation_p.A161VNM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2GGTTCTTTGGCCCAGGGAAAG0.373

+ 20 2397DMBT1_uc001lgl.1_Missense_Mutation_p.T754I|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.T764I|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_Missense_Mutation_p.T377INM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7AGCTGGGATACCAATGATGCC0.607

+ 20 2463DMBT1_uc001lgl.1_Missense_Mutation_p.A776V|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Missense_Mutation_p.A786V|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_Missense_Mutation_p.A399VNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7CCAGGAAATGCCCGGTTTGGC0.622

- 5 1030CUZD1_uc001lgp.2_5'UTR|CUZD1_uc009yad.2_5'UTR|CUZD1_uc009yaf.2_Intron|CUZD1_uc001lgr.2_5'UTR|CUZD1_uc010qty.1_Intron|CUZD1_uc009yae.2_Intron|CUZD1_uc001lgs.2_Missense_Mutation_p.T233I|CUZD1_uc010qtz.1_Missense_Mutation_p.T233INM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|CUB 2. 2GAAGGTGGGAGTCACACGGCC0.453

+ 2 289LHPP_uc001lht.1_Missense_Mutation_p.I90T|LHPP_uc009yai.1_Missense_Mutation_p.I90TNM_022126 NP_071409 Q9H008 LHPP_HUMAN 0GCCTGCCAGATCCTGAAGGAG0.632

- 11 2587BCCIP_uc001ljd.3_Intron|DHX32_uc001lje.1_Missense_Mutation_p.S323N|DHX32_uc001ljg.1_Missense_Mutation_p.S699N|BCCIP_uc010qui.1_Intron|BCCIP_uc001ljc.3_Intron|BCCIP_uc010quj.1_IntronNM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4AGGCAGATTACTGAAATAGTA0.398

- 8 2035BCCIP_uc001ljd.3_Intron|DHX32_uc001lje.1_Splice_Site_p.A139_splice|DHX32_uc001ljg.1_Splice_Site_p.A515_splice|BCCIP_uc010qui.1_Intron|BCCIP_uc001ljc.3_Intron|BCCIP_uc010quj.1_IntronNM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4CAATTTGGAGCTTCAAAATGA0.443

- 4 739ADAM12_uc010qul.1_Missense_Mutation_p.A109V|ADAM12_uc001ljm.2_Missense_Mutation_p.A109V|ADAM12_uc001ljn.2_Missense_Mutation_p.A109V|ADAM12_uc001ljl.3_Missense_Mutation_p.A109VNM_003474 NP_003465 O43184 ADA12_HUMAN 9GTAATTTCGAGCGAGGGAGAC0.438

+ 35 3599DOCK1_uc010qun.1_Missense_Mutation_p.E1200K|DOCK1_uc009yaq.2_Missense_Mutation_p.E174KNM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9GCGCTTAATGGAAAGGCTTTT0.423

+ 47 4901DOCK1_uc010qun.1_Missense_Mutation_p.G1634S|DOCK1_uc009yaq.2_Missense_Mutation_p.G608SNM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9GAAAGAGTACGGCGTCCGAAT0.532

- 7 1040MKI67_uc001lkf.2_Intron|MKI67_uc009yav.1_Intron|MKI67_uc009yaw.1_IntronNM_002417 NP_002408 P46013 KI67_HUMAN 7TTGGGTCTCCCCCTGTAAACC0.458

- 1 156STK32C_uc009ybc.1_5'UTR|STK32C_uc009ybd.1_Intron|LRRC27_uc001llf.2_5'Flank|LRRC27_uc010quv.1_5'Flank|LRRC27_uc010quw.1_5'Flank|LRRC27_uc001llg.2_5'Flank|LRRC27_uc001lli.2_5'FlankNM_173575 NP_775846 Q86UX6 ST32C_HUMAN 5GCAGCCCCGCCCGCCCCGGGC0.587

- 1 91 NM_001080998 NP_001074467 Q96QU4 FRG2B_HUMAN 0CTGGATGGAGGAGCAGTGGAG0.502

+ 2 162ODF3_uc001lob.2_5'Flank|ODF3_uc010qvk.1_5'Flank|ODF3_uc001loc.2_5'FlankNM_145651 NP_663626 Q8TD33 SG1C1_HUMAN 1GCTCTATGAGGGGACCTTGGG0.542

+ 9 809 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANLumenal (Potential). 1GCTTTCCTGCCCGGCCTGAAG0.672

- 3 1823RNH1_uc001lpl.1_Missense_Mutation_p.D139N|RNH1_uc001lpm.1_Missense_Mutation_p.D139N|RNH1_uc001lpn.1_Missense_Mutation_p.D139N|RNH1_uc001lpo.1_Missense_Mutation_p.D139N|RNH1_uc009ybw.1_RNA|RNH1_uc001lpp.1_Missense_Mutation_p.D139N|RNH1_uc001lpt.1_5'UTR|RNH1_uc001lpq.1_Missense_Mutation_p.D139N|RNH1_uc001lpr.1_Missense_Mutation_p.D139N|RNH1_uc001lps.1_Missense_Mutation_p.D139NNM_203389 NP_976323 P13489 RINI_HUMAN LRR 5. 0CACTGGGGGTCCAGGAGTCCT0.657

- 2 1538RNH1_uc001lpl.1_Missense_Mutation_p.R44W|RNH1_uc001lpm.1_Missense_Mutation_p.R44W|RNH1_uc001lpn.1_Missense_Mutation_p.R44W|RNH1_uc001lpo.1_Missense_Mutation_p.R44W|RNH1_uc009ybw.1_RNA|RNH1_uc001lpp.1_Missense_Mutation_p.R44W|RNH1_uc001lpt.1_Translation_Start_Site|RNH1_uc001lpq.1_Missense_Mutation_p.R44W|RNH1_uc001lpr.1_Missense_Mutation_p.R44W|RNH1_uc001lps.1_Missense_Mutation_p.R44W|RNH1_uc009ybx.1_Missense_Mutation_p.R44WNM_203389 NP_976323 P13489 RINI_HUMAN LRR 1. 0TCCTTGCACCGTGCTTCCGTG0.632 rs149360262

+ 8 979PHRF1_uc010qwc.1_Missense_Mutation_p.R283K|PHRF1_uc010qwd.1_Missense_Mutation_p.R282K|PHRF1_uc010qwe.1_Missense_Mutation_p.R279K|PHRF1_uc009ybz.1_Missense_Mutation_p.R74KNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0GAGAGAGTGAGAGCAACCGTG0.652

+ 14 2380PHRF1_uc010qwc.1_Missense_Mutation_p.P749L|PHRF1_uc010qwd.1_Missense_Mutation_p.P748L|PHRF1_uc010qwe.1_Missense_Mutation_p.P746L|PHRF1_uc009ybz.1_Missense_Mutation_p.P540L|PHRF1_uc009yca.1_RNANM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0AGCTCCCGGCCCCCAGCCCCC0.692

- 13 1897IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.G432S|CDHR5_uc009ycd.2_Missense_Mutation_p.G592S|CDHR5_uc001lql.2_Missense_Mutation_p.G598SNM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GTGCCCCCACCGGGTGTGGCT0.672 rs139590704

+ 4 1138 NM_000797 NP_000788 P21917 DRD4_HUMANHelical; Name=7; (Potential). 0CGTGCCCCCGCGGCTGGTCAG0.672

+ 5 673TALDO1_uc001lra.2_Missense_Mutation_p.P208HNM_006755 NP_006746 P37837 TALDO_HUMAN 0TCCTATGAGCCCCTGGAAGAC0.607

+ 8 1403EFCAB4A_uc009ycm.1_Splice_Site_p.Q286_splice|EFCAB4A_uc001lrw.2_Splice_Site_p.R407_splice|CD151_uc001lrx.2_5'Flank|CD151_uc001lry.2_5'Flank|CD151_uc001lrz.2_5'Flank|CD151_uc001lsa.2_5'Flank|CD151_uc001lsb.2_5'FlankQ8N4Y2 EFC4A_HUMAN 0AGCTGCTCAGGTACGGTCAGG0.592

+ 4 421TSPAN4_uc001lse.1_Missense_Mutation_p.G7D|TSPAN4_uc001lsf.1_Missense_Mutation_p.G71D|TSPAN4_uc001lsg.1_Missense_Mutation_p.G71D|TSPAN4_uc001lsh.1_Missense_Mutation_p.G71D|TSPAN4_uc001lsi.1_Missense_Mutation_p.G71D|TSPAN4_uc001lsj.1_Missense_Mutation_p.G71DNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). 1GGCTTCGTGGGCTGCCTGGGT0.657

- 31 4942 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANPro-rich.|Thr-rich.|1; truncated.|Approximate repeats. 1GGGGTGATGACTGTGTGAGTA0.557

- 30 3947 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANPro-rich.|Thr-rich. 1GGTCACTGTGGGTTTTGTGGC0.622

+ 20 2380MUC5B_uc009yct.1_Missense_Mutation_p.P96S|MUC5B_uc001ltb.2_Missense_Mutation_p.P96S|MUC5B_uc001lta.2_5'FlankNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 1. 0CTTCCGCTTCCCTGGCCTTTG0.647

+ 51 14903MUC5B_uc001ltb.2_Missense_Mutation_p.P4456LNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0CTCACAGAGCCGAGCACTACA0.662

+ 6 754SYT8_uc001lud.2_Missense_Mutation_p.G209E|SYT8_uc001luf.1_Missense_Mutation_p.G195E|TNNI2_uc010qxc.1_5'Flank|TNNI2_uc010qxd.1_5'FlankNM_138567 NP_612634 Q8NBV8 SYT8_HUMANC2 1.|Cytoplasmic (Potential). 1CGCTTCTCGGGGCATGAGCCC0.672

+ 8 1016LSP1_uc001luj.2_Missense_Mutation_p.P409S|LSP1_uc001luk.2_Missense_Mutation_p.P219S|LSP1_uc001lul.2_Missense_Mutation_p.P219S|LSP1_uc001lum.2_Missense_Mutation_p.P219SNM_002339 NP_002330 P33241 LSP1_HUMAN 1GGCCAAGACTCCGTCCTGCAA0.622

- 6 1861uc001lxr.2_5'Flank|ZNF195_uc001lxv.2_Nonsense_Mutation_p.W538*|ZNF195_uc001lxs.2_Nonsense_Mutation_p.W489*|ZNF195_uc010qxr.1_Nonsense_Mutation_p.W542*|ZNF195_uc009ydz.2_Nonsense_Mutation_p.W516*|ZNF195_uc001lxu.2_Nonsense_Mutation_p.W493*NM_001130520 NP_001123992 O14628 ZN195_HUMAN C2H2-type 8. 0TGTCTGAGAACCACATGAAGA0.393

- 4 782CHRNA10_uc010qxt.1_Missense_Mutation_p.A31V|CHRNA10_uc010qxu.1_Missense_Mutation_p.A31VNM_020402 NP_065135 Q9GZZ6 ACH10_HUMANExtracellular (Potential). 1CACGTAGGCGGCGGCGCGGCG0.716

- 27 4571NUP98_uc001lyi.2_Missense_Mutation_p.R1427K|NUP98_uc001lyg.2_Missense_Mutation_p.R392KNM_016320 NP_057404 P52948 NUP98_HUMAN 12GCTGAGCGCCCTAGAAATGGA0.443

- 5 698NUP98_uc001lyi.2_Missense_Mutation_p.T136I|NUP98_uc001lyj.1_Missense_Mutation_p.T136I|NUP98_uc001lyk.1_Missense_Mutation_p.T136I|NUP98_uc010qxv.1_Missense_Mutation_p.T99INM_016320 NP_057404 P52948 NUP98_HUMAN Gly/Thr-rich. 12AGGATTAGAGGTGGTATTTGT0.378

+ 9 1706STIM1_uc009yef.2_Missense_Mutation_p.A380T|STIM1_uc009yeg.2_Missense_Mutation_p.A207TNM_003156 NP_003147 Q13586 STIM1_HUMANCytoplasmic (Potential).|Potential. 1ATCTTTGCAGGCTGAGAAGAT0.483



+ 1 881 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMANHelical; Name=7; (Potential). 2ACTTTAAATCCCATCATCTAT0.498 rs150466381

+ 1 940 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMANCytoplasmic (Potential). 2TTATCTGATGCACTTCCTCTT0.458

+ 2 241 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0GCAGATGCATGCTCTGCTACA0.537

- 1 149 NM_001004760 NP_001004760 Q9H2C8 O51V1_HUMANHelical; Name=1; (Potential). 1CATGCAATTGCCCAAAAGCAC0.507

+ 1 559HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANExtracellular (Potential). 1CCAGGATATGATCCGCCTGGT0.512

- 2 1482HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_5'Flank|OR51B5_uc001maq.1_5'FlankNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GGAATGGCTGCCGTGGGGGAA0.542

+ 1 277TRIM5_uc001mbq.1_IntronNM_001005165 NP_001005165 Q8NGH9 O52E4_HUMANExtracellular (Potential). 2CAACCTCCAAGAGATCAGCTT0.463

- 1 970 NM_001005179 NP_001005179 Q8NGH8 O56A4_HUMANExtracellular (Potential). 2ACATCTGGAGGAATTCTCTTC0.532

+ 42 13927DNHD1_uc001mea.3_Missense_Mutation_p.D724N|DNHD1_uc001meb.2_3'UTR|DNHD1_uc001mec.2_Missense_Mutation_p.D723N|DNHD1_uc010rao.1_Missense_Mutation_p.D713N|DNHD1_uc009yfg.2_Missense_Mutation_p.D80NNM_144666 NP_653267 Q96M86 DNHD1_HUMAN Potential. 2GTCACTGCAGGATCTGCTGAC0.637

+ 3 341ILK_uc001mef.2_Missense_Mutation_p.T69I|ILK_uc010rap.1_Intron|ILK_uc010raq.1_Missense_Mutation_p.T69I|ILK_uc001meg.2_5'UTR|ILK_uc001meh.2_Missense_Mutation_p.T69I|ILK_uc001mei.2_5'FlankNM_001014794 NP_001014794 Q13418 ILK_HUMANInteraction with LIMS1.|ANK 3. 1GGGGATGACACCCCCCTGCAT0.557

- 21 10186TPP1_uc001mek.1_5'Flank|TPP1_uc001mel.1_5'Flank|TPP1_uc010rar.1_5'FlankNM_003737 NP_003728 Q96JQ0 PCD16_HUMANCytoplasmic (Potential). 5AGCCAGAGGAGACAGAGAGGG0.642

- 21 9978TPP1_uc001mek.1_5'Flank|TPP1_uc001mel.1_5'Flank|TPP1_uc010rar.1_5'FlankNM_003737 NP_003728 Q96JQ0 PCD16_HUMANCytoplasmic (Potential). 5CATGGCCGAGCTTCATCCTTG0.622

+ 1 290 NM_178168 NP_835462 Q9H207 O10A5_HUMANExtracellular (Potential). 3TCCTTCCTTGGCTGTGCCACT0.507

+ 1 889 NM_001004684 NP_001004684 Q8NGH3 OR2D3_HUMANHelical; Name=7; (Potential). 0CTATACAGCGGTGACTCCAAT0.418

+ 4 2230 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8CTGTCTGTAACTGTGGTATTT0.438

+ 11 1355PPFIBP2_uc010rbb.1_Missense_Mutation_p.P246S|PPFIBP2_uc001mfk.1_Intron|PPFIBP2_uc010rbc.1_Missense_Mutation_p.P246S|PPFIBP2_uc010rbd.1_Missense_Mutation_p.P165S|PPFIBP2_uc010rbe.1_Missense_Mutation_p.P211S|PPFIBP2_uc001mfl.3_Missense_Mutation_p.P180S|PPFIBP2_uc009yfj.1_5'UTRNM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4GCTTGCAGGGCCTTCGGAGAG0.383

- 1 761 NM_153445 NP_703146 Q8WZ94 OR5P3_HUMANHelical; Name=6; (Potential). 1GAAGGTAATGGTCCCATAGAA0.527

- 22 3000SCUBE2_uc001mhi.1_Missense_Mutation_p.E946K|SCUBE2_uc001mhj.1_Missense_Mutation_p.E782KNM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2TCTCGGGACTCCTGGGCTGTG0.448

- 16 2034SCUBE2_uc001mhi.1_Intron|SCUBE2_uc001mhj.1_Missense_Mutation_p.E526KNM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2ATGCAGCGTTCTCGTGCTCCA0.488

+ 10 1519SWAP70_uc001mhx.2_Missense_Mutation_p.A416TNM_015055 NP_055870 Q9UH65 SWP70_HUMAN Potential. 3GCAGCAGCAGGCCATTCAGAC0.547

- 3 383SBF2_uc001mif.3_5'UTR|SBF2_uc001mij.2_RNANM_030962 NP_112224 Q86WG5 MTMRD_HUMAN UDENN. 3GAAGGTTAGGCATGAGCAGTA0.448

+ 4 831AMPD3_uc010rbz.1_Missense_Mutation_p.A7T|AMPD3_uc001min.1_Missense_Mutation_p.A175T|AMPD3_uc009yfw.1_RNA|AMPD3_uc009yfx.1_Missense_Mutation_p.A166T|AMPD3_uc009yfz.2_RNA|AMPD3_uc001mip.1_Missense_Mutation_p.A173T|AMPD3_uc009yfy.2_Missense_Mutation_p.A166TNM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2GGAGAAGTATGCGCGGCTCGC0.567

+ 21 3175USP47_uc001mjr.2_Missense_Mutation_p.M716I|USP47_uc001mjs.2_Missense_Mutation_p.M784I|USP47_uc001mjt.1_Missense_Mutation_p.M90INM_017944 NP_060414 Q96K76 UBP47_HUMAN 2ATTACCAGATGGCCTTTGCAG0.363

- 4 585DKK3_uc010rcf.1_Splice_Site_p.M148_splice|DKK3_uc001mjv.2_Splice_Site_p.M176_splice|DKK3_uc001mjw.2_Splice_Site_p.M176_splice|DKK3_uc010rcg.1_Splice_Site_p.M176_spliceNM_001018057 NP_001018067 Q9UBP4 DKK3_HUMAN 1GGCATACTCACCATCCTCTGG0.642

+ 4 679MICAL2_uc010rch.1_Missense_Mutation_p.P131S|MICAL2_uc001mjy.2_Missense_Mutation_p.P131S|MICAL2_uc001mka.2_Missense_Mutation_p.P131S|MICAL2_uc010rci.1_Missense_Mutation_p.P131S|MICAL2_uc001mkb.2_Missense_Mutation_p.P131S|MICAL2_uc001mkc.2_Missense_Mutation_p.P131SNM_014632 NP_055447 O94851 MICA2_HUMAN 2ACACCTCTGGCCTTTCACCAT0.552

+ 11 1702MICAL2_uc010rch.1_Missense_Mutation_p.P472S|MICAL2_uc001mka.2_Missense_Mutation_p.P472S|MICAL2_uc010rci.1_Missense_Mutation_p.P472S|MICAL2_uc001mkb.2_Missense_Mutation_p.P472S|MICAL2_uc001mkc.2_Missense_Mutation_p.P472S|MICAL2_uc001mkd.2_Missense_Mutation_p.P301S|MICAL2_uc010rcj.1_5'UTRNM_014632 NP_055447 O94851 MICA2_HUMAN 2GACACGGTACCCAAACCTCAA0.552

+ 23 3173MICAL2_uc010rch.1_Missense_Mutation_p.A772V|MICAL2_uc001mka.2_Missense_Mutation_p.A962V|MICAL2_uc010rci.1_Missense_Mutation_p.A941V|MICAL2_uc001mkb.2_Intron|MICAL2_uc001mkc.2_Intron|MICAL2_uc001mkd.2_Intron|MICAL2_uc010rcj.1_Missense_Mutation_p.A174V|MICAL2_uc001mkf.2_RNANM_014632 NP_055447 O94851 MICA2_HUMAN 2ATAGGGGCTGCAGCTGAAGTC0.562

+ 14 1492ARNTL_uc001mko.2_Missense_Mutation_p.A318T|ARNTL_uc001mkp.2_Missense_Mutation_p.A361T|ARNTL_uc001mkq.2_Missense_Mutation_p.A361T|ARNTL_uc001mks.2_Missense_Mutation_p.A319T|ARNTL_uc001mkt.2_Missense_Mutation_p.A362T|ARNTL_uc001mku.2_RNA|ARNTL_uc009ygm.1_Intron|ARNTL_uc001mkw.2_Missense_Mutation_p.A319T|ARNTL_uc001mkx.2_Missense_Mutation_p.A360T|ARNTL_uc001mky.2_5'FlankNM_001178 NP_001169 O00327 BMAL1_HUMAN PAS 2. 0AGCTATTTTGGCATATTTACC0.368

- 9 1384BTBD10_uc010rcl.1_Missense_Mutation_p.T384I|BTBD10_uc001mla.2_Missense_Mutation_p.T360I|BTBD10_uc009ygn.2_RNA|BTBD10_uc010rcm.1_Missense_Mutation_p.T328INM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN 0TTCTTTGTAGGTAGGATAACC0.413

+ 5 1769PDE3B_uc010rcr.1_Splice_Site_p.S421_spliceNM_000922 NP_000913 Q13370 PDE3B_HUMAN 0TTCCCTTTTAGTCAAGGATGC0.333

- 4 1462PIK3C2A_uc009ygu.1_Intron|PIK3C2A_uc010rcw.1_Missense_Mutation_p.D86N|PIK3C2A_uc001mmr.3_RNA|PIK3C2A_uc010rcx.1_Missense_Mutation_p.D466N|PIK3C2A_uc009ygv.1_Missense_Mutation_p.D466NNM_002645 NP_002636 O00443 P3C2A_HUMAN 10CTGCCAACATCTACTTGATTC0.348

- 24 2993 NM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1CATGGCACGAGATAGGCCCTG0.542 rs72559721

- 12 1841ABCC8_uc010rcy.1_Missense_Mutation_p.S571LNM_000352 NP_000343 Q09428 ABCC8_HUMANExtracellular (By similarity).|ABC transmembrane type-1 1.1CACGGAGGGCGAGAAGTCGGC0.597

- 3 266USH1C_uc001mne.2_Missense_Mutation_p.P53S|USH1C_uc009yhb.2_Missense_Mutation_p.P53S|USH1C_uc001mng.2_RNA|USH1C_uc001mnd.2_Missense_Mutation_p.P17SNM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN 1AGACGGCTGGGTTCATTGATG0.617

- 18 2892HPS5_uc001moe.1_Missense_Mutation_p.P758S|HPS5_uc001mof.1_Missense_Mutation_p.P758SNM_181507 NP_852608 Q9UPZ3 HPS5_HUMAN 3AAAATGGATGGAAAGAACTTG0.368

- 9 1140UEVLD_uc001mou.2_Splice_Site_p.V354_splice|UEVLD_uc010rde.1_Splice_Site_p.V224_splice|UEVLD_uc010rdf.1_Splice_Site_p.V332_splice|UEVLD_uc010rdg.1_Splice_Site_p.V224_splice|UEVLD_uc001mov.2_Splice_Site_p.V332_spliceNM_001040697 NP_001035787 Q8IX04 UEVLD_HUMAN 0GTACTTCTTACCTTTGTCTTC0.219

+ 3 574 NM_153347 NP_699178 Q8N2M4 TM86A_HUMAN 1GCTATGGCAGGGCTGCGGCTG0.607

+ 17 1964ZDHHC13_uc001mpj.2_Missense_Mutation_p.R490HNM_019028 NP_061901 Q8IUH4 ZDH13_HUMAN 0AAGGTTCTTCGCTCAGTATGA0.428

+ 8 1443NAV2_uc001mpp.2_Missense_Mutation_p.T274I|NAV2_uc001mpr.3_Missense_Mutation_p.T338INM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6AGCAGCTCCACCCCTACTAAT0.602

+ 36 7212NAV2_uc001mpp.2_Missense_Mutation_p.G2217D|NAV2_uc009yhx.2_Missense_Mutation_p.G1345D|NAV2_uc009yhz.2_Missense_Mutation_p.G926D|NAV2_uc001mpu.2_Missense_Mutation_p.G719D|NAV2_uc001mpv.2_Missense_Mutation_p.G43DNM_182964 NP_892009 Q8IVL1 NAV2_HUMAN 6TGGTCTCCAGGCCCCCGGCTC0.557

+ 8 1609SLC6A5_uc009yic.2_Missense_Mutation_p.A211TNM_004211 NP_004202 Q9Y345 SC6A5_HUMAN 4CCTGCCTGGAGCTGGAGCTGG0.562

+ 13 1547NELL1_uc001mqf.2_Missense_Mutation_p.G465E|NELL1_uc009yid.2_Missense_Mutation_p.G493E|NELL1_uc010rdo.1_Missense_Mutation_p.G408E|NELL1_uc010rdp.1_Missense_Mutation_p.G225ENM_006157 NP_006148 Q92832 NELL1_HUMANEGF-like 2; calcium-binding (Potential). 3TGTGTCCCAGGATACATTCGT0.418

+ 7 862ANO5_uc001mqj.2_Missense_Mutation_p.P181LNM_213599 NP_998764 Q75V66 ANO5_HUMANCytoplasmic (Potential). 4GTGAAGTATCCCCATCCTGAA0.453

+ 1 447 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMANCytoplasmic (Potential). 4TTTGGCCCCAGGAAAAGAGGG0.433

- 1 794 NM_022725 NP_073562 Q9NPI8 FANCF_HUMAN 1CCGGCTGGGAGGGCGCGACAA0.562

+ 4 508LUZP2_uc009yif.2_Missense_Mutation_p.E6K|LUZP2_uc009yig.2_Missense_Mutation_p.E92KNM_001009909 NP_001009909 Q86TE4 LUZP2_HUMAN Potential. 2GTCTCTTCAGGAGGCCCTGCA0.368

- 18 2770LGR4_uc001mrk.3_Missense_Mutation_p.P738LNM_018490 NP_060960 Q9BXB1 LGR4_HUMANHelical; Name=6; (Potential). 1AAACGCCACAGGGCAGAAAAA0.408



- 13 2080 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2CATAAGAACAGAAATCCCTGG0.378

- 3 556 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN Kinesin-motor. 2ATCAGCTGATCCTAGCATAGT0.378

- 3 541MPPED2_uc001msq.3_Missense_Mutation_p.V141M|MPPED2_uc009yji.2_Missense_Mutation_p.V15MNM_001584 NP_001575 Q15777 MPPD2_HUMAN 1AATTTGGACACAGAGGGGAAA0.393

- 3 243IMMP1L_uc001msz.1_Missense_Mutation_p.T16I|IMMP1L_uc009yjo.2_Missense_Mutation_p.T16I|IMMP1L_uc009yjp.2_IntronNM_144981 NP_659418 Q96LU5 IMP1L_HUMAN 0ATATTGAATAGTATAGCCAAC0.363

+ 4 2024QSER1_uc001mtz.1_Missense_Mutation_p.S347F|QSER1_uc001mua.2_Missense_Mutation_p.S91FNM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6CAAAGGCTATCTGATGGAGAA0.398

+ 2 186DEPDC7_uc010reg.1_Missense_Mutation_p.P32S|DEPDC7_uc010reh.1_Missense_Mutation_p.P32S|DEPDC7_uc001muc.2_Missense_Mutation_p.P23SNM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2AGCTCAGAAGCCATTTGGAGC0.393

+ 2 488TCP11L1_uc009yju.2_5'UTR|TCP11L1_uc010rei.1_Missense_Mutation_p.E30K|TCP11L1_uc001mue.2_Missense_Mutation_p.E30KNM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0AGATGCTGTGGAAGGTGCTGA0.413

- 21 2118TCP11L1_uc001muf.1_IntronNM_001326 NP_001317 Q12996 CSTF3_HUMAN 0TTCCTCAACAGCTATTAAAAC0.428

- 14 1347TCP11L1_uc001muf.1_IntronNM_001326 NP_001317 Q12996 CSTF3_HUMAN 0TATCATTCTTCCAGATTTGAT0.343

+ 12 2603HIPK3_uc001mum.1_Intron|HIPK3_uc009yjv.1_IntronNM_005734 NP_005725 Q9H422 HIPK3_HUMANInteraction with AR (By similarity). 5CTAATGGAATGGGAGCCAGGA0.353

+ 1 302C11orf41_uc001mun.1_Missense_Mutation_p.P60SNM_012194 NP_036326 Q6ZVL6 CK041_HUMAN Poly-Pro. 2TCCGTCTCCCCCTCCCCCAGC0.562

- 1 294 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2AAAAAGCGACCCACTGAGAAG0.672

- 11 2256SLC1A2_uc001mwe.2_Missense_Mutation_p.A546VNM_004171 NP_004162 P43004 EAA2_HUMAN 3TCCATTGGCTGCCAGAGTTAC0.433

- 9 1929SLC1A2_uc001mwe.2_Missense_Mutation_p.G437E|SLC1A2_uc010rev.1_Missense_Mutation_p.G446ENM_004171 NP_004162 P43004 EAA2_HUMANHelical; (Potential). 3GGTGACCAGCCCGGCACTGGG0.572

- 11 1946PAMR1_uc001mwf.2_Nonsense_Mutation_p.E652*|PAMR1_uc010rew.1_Nonsense_Mutation_p.E524*|PAMR1_uc010rex.1_Nonsense_Mutation_p.E595*NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2CCATGGTCCTCATGCTGCTCC0.572

- 2 180COMMD9_uc009ykj.2_Intron|COMMD9_uc010rfb.1_Missense_Mutation_p.S48FNM_014186 NP_054905 Q9P000 COMD9_HUMAN 1AGACAAGCTGGAACATGTAAC0.463

+ 2 542 RAG1_uc001mwt.2_RNANM_000448 NP_000439 P15918 RAG1_HUMANInteraction with importin alpha-1. 5AACCCTAGGCCTTTTACGAAA0.502

+ 2 2834RAG1_uc001mwt.2_RNANM_000448 NP_000439 P15918 RAG1_HUMAN 5CCCTGCTAAAGAGTGCCCAGA0.468

- 2 1735RAG1_uc001mwt.2_Intron|C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5TTTCTTGGCAGGAGTCAAGAT0.368

- 2 3681LRRC4C_uc001mxc.1_Missense_Mutation_p.D569N|LRRC4C_uc001mxd.1_Missense_Mutation_p.D569N|LRRC4C_uc001mxb.1_Missense_Mutation_p.D569NNM_020929 NP_065980 Q9HCJ2 LRC4C_HUMAN 8GTAATCTCATCATCCACATTA0.468

+ 23 3243TTC17_uc010rfj.1_Missense_Mutation_p.A1077T|TTC17_uc001mxl.2_Missense_Mutation_p.A133T|TTC17_uc001mxm.2_Missense_Mutation_p.A58TNM_018259 NP_060729 Q96AE7 TTC17_HUMAN TPR 5. 5AGCCACCATGGCAGTAGAGAT0.522

+ 1 1247SLC35C1_uc001nbo.2_Splice_Site_p.G166_splice|SLC35C1_uc010rgm.1_Splice_Site_p.G166_spliceNM_018389 NP_060859 Q96A29 FUCT1_HUMAN 0ATCATCATCGGTGAGTGGCAG0.493

+ 10 1634CREB3L1_uc001ncg.2_Missense_Mutation_p.G34DNM_052854 NP_443086 Q96BA8 CR3L1_HUMANLumenal (Potential). 8TTCTCCTCCGGCTCCCAGACT0.637

- 7 2425AMBRA1_uc010rgt.1_Missense_Mutation_p.L255F|AMBRA1_uc009ylc.1_Missense_Mutation_p.L689F|AMBRA1_uc001ncu.1_Missense_Mutation_p.L599F|AMBRA1_uc001ncv.2_Missense_Mutation_p.L599F|AMBRA1_uc001ncw.2_Missense_Mutation_p.L599F|AMBRA1_uc001ncx.2_Missense_Mutation_p.L689FNM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3TACCTCCTGAGTGAATCCTCC0.483

- 7 1448AMBRA1_uc010rgt.1_5'UTR|AMBRA1_uc009ylc.1_Missense_Mutation_p.G363D|AMBRA1_uc001ncu.1_Missense_Mutation_p.G273D|AMBRA1_uc001ncv.2_Missense_Mutation_p.G273D|AMBRA1_uc001ncw.2_Missense_Mutation_p.G273D|AMBRA1_uc001ncx.2_Missense_Mutation_p.G363DNM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3GTTCAGGAGGCCCTGGTCCTG0.627

- 7 1039AMBRA1_uc010rgt.1_5'Flank|AMBRA1_uc009ylc.1_Missense_Mutation_p.A227T|AMBRA1_uc001ncu.1_Missense_Mutation_p.A227T|AMBRA1_uc001ncv.2_Missense_Mutation_p.A227T|AMBRA1_uc001ncw.2_Missense_Mutation_p.A227T|AMBRA1_uc001ncx.2_Missense_Mutation_p.A227TNM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3TGCAGGAGGGCACGCTGACGG0.582

- 8 1006CKAP5_uc009ylg.1_Missense_Mutation_p.A185V|CKAP5_uc001ndj.1_Missense_Mutation_p.A299VNM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2AGACTCCAGGGCCTCTTTTCT0.373

+ 8 1627MADD_uc001neq.2_Missense_Mutation_p.G479D|MADD_uc001nev.1_Missense_Mutation_p.G479D|MADD_uc001nes.1_Missense_Mutation_p.G479D|MADD_uc001net.1_Missense_Mutation_p.G479D|MADD_uc009yln.1_Missense_Mutation_p.G479D|MADD_uc001neu.1_Missense_Mutation_p.G479D|MADD_uc001nex.2_Missense_Mutation_p.G479D|MADD_uc001nez.2_Missense_Mutation_p.G479D|MADD_uc001new.2_Missense_Mutation_p.G479DNM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11CTCATCTATGGCAATGATGTG0.458

- 32 3783 NM_000256 NP_000247 Q14896 MYPC3_HUMANIg-like C2-type 7. 3AAAGGGGCAGGGCTTTCTAAT0.602

- 32 3683 NM_000256 NP_000247 Q14896 MYPC3_HUMANIg-like C2-type 7. 3GAAATCTTGGGCTATAAATAA0.557

+ 6 824SLC39A13_uc001nfd.2_Missense_Mutation_p.G218D|SLC39A13_uc001nfe.1_RNA|SLC39A13_uc001nff.3_Missense_Mutation_p.G218D|SLC39A13_uc001nfg.3_Missense_Mutation_p.G218DNM_001128225 NP_001121697 Q96H72 S39AD_HUMANExtracellular (Potential). 0CAGGTCAGCGGCTACCTCAAC0.642

- 12 1434PSMC3_uc009ylr.1_Missense_Mutation_p.E372KNM_002804 NP_002795 P17980 PRS6A_HUMAN 4TGGGTGAGCTCCGTGGCACCC0.607

- 6 687PSMC3_uc009ylr.1_Missense_Mutation_p.P123SNM_002804 NP_002795 P17980 PRS6A_HUMAN 4TACTCTGTGGGCAGCGTCTCC0.562

- 9 1487AGBL2_uc001ngf.2_RNA|AGBL2_uc010rhq.1_Missense_Mutation_p.P425S|AGBL2_uc001ngh.1_Missense_Mutation_p.P407SNM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2CTTTCTCCAGGGTGAACTCTG0.488

- 2 382FNBP4_uc001ngj.2_5'UTR|FNBP4_uc001ngl.2_RNANM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1TGCACCGCTTCCTGTTCATCT0.348

- 1 224NUP160_uc009ylw.2_RNA|NUP160_uc001ngn.1_Missense_Mutation_p.E47KNM_015231 NP_056046 Q12769 NU160_HUMAN 7CCGCTTAGCTCCACGAAGCTC0.657

- 7 1118FOLH1_uc001ngz.2_Missense_Mutation_p.A286V|FOLH1_uc009yly.2_Missense_Mutation_p.A271V|FOLH1_uc009ylz.2_Missense_Mutation_p.A271V|FOLH1_uc009yma.2_5'UTRNM_004476 NP_004467 Q04609 FOLH1_HUMANNAALADase.|Extracellular (Probable). 3AAGACCAACAGCCTCTGCAAT0.368

+ 1 406 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANCytoplasmic (Potential). 4CGTCATGAAGCAGCATGTTTG0.468

- 1 355 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANCytoplasmic (Potential). 1ACATAGCGATCAACAGCCATG0.433

+ 1 356 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANHelical; Name=3; (Potential). 2TCCTCAATGGCCCATGATCGC0.468

+ 1 400 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANCytoplasmic (Potential). 4GCTATACACAGTAATCATGTC0.408

- 1 653 NM_001005245 NP_001005245 Q96RB7 OR5MB_HUMANCytoplasmic (Potential). 0AAGAATGAAGGCATAGGACAC0.483

- 5 3626TNKS1BP1_uc001njs.2_Missense_Mutation_p.G1105E|TNKS1BP1_uc009ymd.1_Missense_Mutation_p.G556ENM_033396 NP_203754 Q9C0C2 TB182_HUMANGly-rich.|Acidic. 1GTCCTGCTGCCCTGGGCTAAA0.592

- 2 548TNKS1BP1_uc001njs.2_Missense_Mutation_p.R79K|TNKS1BP1_uc009ymd.1_5'UTRNM_033396 NP_203754 Q9C0C2 TB182_HUMANArg/Glu/Lys/Pro-rich (charged). 1GTTCATCTTCCTGGCAGAAGG0.667

- 9 1020SLC43A1_uc001nkl.2_Missense_Mutation_p.S301FNM_003627 NP_003618 O75387 LAT3_HUMAN 0GAAAGTGGGGGAGCAGAGGCT0.602

- 3 296UBE2L6_uc001nko.1_Missense_Mutation_p.M1TNM_004223 NP_004214 O14933 UB2L6_HUMAN 1GAATTTGATCATGGGAGGCTT0.537

+ 3 1157CLP1_uc010rjw.1_Missense_Mutation_p.P276S|CLP1_uc009yml.2_Missense_Mutation_p.P340SNM_006831 NP_006822 Q92989 CLP1_HUMAN 1CTCCTGTTTACCTTTGGGCAT0.493



+ 9 2211ZDHHC5_uc001nky.1_Missense_Mutation_p.D266N|ZDHHC5_uc001nkz.1_Missense_Mutation_p.D133NNM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN 1TCCTAAGCCAGACCTGAGCCG0.512

+ 8 2096CTNND1_uc001nlh.1_Missense_Mutation_p.E509K|CTNND1_uc001nlu.3_Missense_Mutation_p.E408K|CTNND1_uc001nlt.3_Missense_Mutation_p.E408K|CTNND1_uc001nls.3_Missense_Mutation_p.E408K|CTNND1_uc001nlw.3_Missense_Mutation_p.E408K|CTNND1_uc001nmf.3_Missense_Mutation_p.E509K|CTNND1_uc001nmd.3_Missense_Mutation_p.E455K|CTNND1_uc001nlk.3_Missense_Mutation_p.E455K|CTNND1_uc001nme.3_Missense_Mutation_p.E509K|CTNND1_uc001nll.3_Missense_Mutation_p.E455K|CTNND1_uc001nmg.3_Missense_Mutation_p.E455K|CTNND1_uc001nlj.3_Missense_Mutation_p.E455K|CTNND1_uc001nlr.3_Missense_Mutation_p.E455K|CTNND1_uc001nlp.3_Missense_Mutation_p.E455K|CTNND1_uc001nlx.3_Missense_Mutation_p.E186K|CTNND1_uc001nlz.3_Missense_Mutation_p.E186K|CTNND1_uc009ymn.2_Missense_Mutation_p.E186K|CTNND1_uc001nlm.3_Missense_Mutation_p.E509K|CTNND1_uc001nly.3_Missense_Mutation_p.E186K|CTNND1_uc001nmb.3_Missense_Mutation_p.E186K|CTNND1_uc001nma.3_Missense_Mutation_p.E186K|CTNND1_uc001nmi.3_Missense_Mutation_p.E408K|CTNND1_uc001nmh.3_Missense_Mutation_p.E509K|CTNND1_uc001 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001085458 NP_001078927 O60716 CTND1_HUMAN ARM 4. 6TTCTGGTTGGGAGCGGGAACC0.488

+ 1 607OR9Q1_uc001nmj.2_IntronNM_001005186 NP_001005186 Q8NGQ2 OR6Q1_HUMANHelical; Name=5; (Potential). 1GGAGACTGTGGATTTCCTGGT0.517

- 1 544 NM_001005566 NP_001005566 Q96R09 OR5B2_HUMANExtracellular (Potential). 3AGAGCCATGACTGCTGGAACA0.388

+ 5 1372FAM111A_uc010rkq.1_Missense_Mutation_p.T382I|FAM111A_uc010rkr.1_Missense_Mutation_p.T382I|FAM111A_uc001nno.2_Missense_Mutation_p.T382I|FAM111A_uc001nnp.2_Missense_Mutation_p.T382I|FAM111A_uc001nnq.2_Missense_Mutation_p.T382INM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3TTCATTTTAACTTGTCGGCAT0.423

- 1 874 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMANMACPF.|Extracellular (Potential). 2GCAAGTCCAGCAGAGGCGGTC0.537

- 1 458 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMANHelical; Name=4; (Potential). 0ACTAAGGAATCCACCCACATA0.458

+ 3 465 ZP1_uc001nqe.2_5'FlankNM_207341 NP_997224 P60852 ZP1_HUMANExtracellular (Potential). 0CTCCCAGCTGGCACCACCCGC0.607

+ 9 1480ZP1_uc001nqe.2_Missense_Mutation_p.T194INM_207341 NP_997224 P60852 ZP1_HUMANExtracellular (Potential).|ZP. 0AGCTACAGAACCCAAATGGTA0.592

+ 4 737TMEM109_uc001nqh.2_Missense_Mutation_p.G120D|TMEM132A_uc001nqi.2_5'Flank|TMEM132A_uc001nqj.2_5'FlankNM_024092 NP_076997 Q9BVC6 TM109_HUMAN 0CTCGCCCAGGGCCTGAAGCTC0.622

+ 6 1170 NM_014207 NP_055022 P06127 CD5_HUMANExtracellular (Potential).|SRCR 3. 1CTTTGGGAGAGAAATTCCTAC0.552

+ 4 524C11orf9_uc001nse.1_Missense_Mutation_p.G134DNM_001127392 NP_001120864 Q9Y2G1 MRF_HUMAN Pro-rich. 1CCAGACTCGGGCTCCGAGGCC0.672

+ 27 3538C11orf9_uc001nse.1_Missense_Mutation_p.R1108C|C11orf9_uc010rll.1_Missense_Mutation_p.R534CNM_001127392 NP_001120864 Q9Y2G1 MRF_HUMAN 1CCACTTCTACCGCCTGTGTGA0.627

- 5 15023AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TATCTCCAGCGATGGCATCTT0.463 rs146517943

- 5 14611AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19GGGCCATGAACATCCACATCA0.522 rs143263481

- 5 8109AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CACCTTCCACTTTGGGCAGAG0.522

- 5 7862AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TTTGAAGCCAGGCATGCTGAA0.517 rs143391519

- 5 7514AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19AACATCTACATCCACCTCTCC0.483

- 5 6706AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19AAAGACACATCCACATCCCCT0.507

- 5 1325AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TGGCTTGCCGCCCTTGTGCCC0.577

- 5 1219AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TTCATGGTGGGAAATTTAATT0.527

+ 1 607EML3_uc001ntr.1_5'Flank|EML3_uc001nts.1_5'Flank|EML3_uc001ntt.1_5'Flank|EML3_uc001ntu.1_5'Flank|EML3_uc010rly.1_5'Flank|EML3_uc009yny.1_5'FlankNM_000327 NP_000318 Q03395 ROM1_HUMANHelical; (Potential). 3AAGGGCTCTGGCTCCTCTCCT0.662

- 9 931GANAB_uc001nua.2_Missense_Mutation_p.P322S|GANAB_uc001nuc.2_Missense_Mutation_p.P203S|GANAB_uc010rma.1_Missense_Mutation_p.P208S|GANAB_uc010rmb.1_Missense_Mutation_p.P186SNM_198334 NP_938148 Q14697 GANAB_HUMAN 5AGGAGCACAGGCACAGACCCA0.537

- 5 503GANAB_uc001nua.2_Missense_Mutation_p.R157H|GANAB_uc001nuc.2_Missense_Mutation_p.R60H|GANAB_uc010rma.1_Missense_Mutation_p.R43H|GANAB_uc010rmb.1_Missense_Mutation_p.R43HNM_198334 NP_938148 Q14697 GANAB_HUMAN 5TAGGTCAAGGCGGAATGGCCG0.522

- 2 2766GANAB_uc001nua.2_5'Flank|GANAB_uc001nub.2_5'Flank|GANAB_uc001nuc.2_5'Flank|GANAB_uc010rma.1_5'Flank|GANAB_uc010rmb.1_5'FlankNM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2CAGGATGCCTCCAGGTGCCAG0.617

+ 4 397POLR2G_uc001nvb.2_RNANM_002696 NP_002687 P62487 RPB7_HUMAN 0TTCTAGGTTGGACTCTTCACA0.299

+ 4 463TAF6L_uc010rmg.1_Missense_Mutation_p.G121D|TAF6L_uc009yof.2_Missense_Mutation_p.G121DNM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3ATCCCCAAAGGCTGTGCTGAG0.627

+ 12 1899SLC3A2_uc001nwb.2_Nonsense_Mutation_p.Q590*|SLC3A2_uc001nwc.2_Nonsense_Mutation_p.Q560*|SLC3A2_uc001nwe.2_Nonsense_Mutation_p.Q528*|SLC3A2_uc001nwf.2_Nonsense_Mutation_p.Q497*|SLC3A2_uc001nwg.2_Nonsense_Mutation_p.Q458*NM_002394 NP_002385 P08195 4F2_HUMANExtracellular (Potential). 0CCACTGGGACCAGAATGAGCG0.617

- 8 1149SLC22A8_uc001nwn.1_3'UTR|SLC22A8_uc001nwp.2_Missense_Mutation_p.G338D|SLC22A8_uc009yom.2_Missense_Mutation_p.G215D|SLC22A8_uc010rmm.1_Missense_Mutation_p.G247D|SLC22A8_uc009yon.2_Missense_Mutation_p.G338DNM_004254 NP_004245 Q8TCC7 S22A8_HUMANHelical; (Potential). 3GTAGGCAAAACCGGTAGCAAA0.493

- 3 580SLC22A10_uc010rmo.1_Intron|SLC22A25_uc009yoq.1_RNA|SLC22A25_uc001nws.1_Intron|SLC22A25_uc001nwt.1_Missense_Mutation_p.P194SNM_199352 NP_955384 Q6T423 S22AP_HUMANHelical; Name=3; (Potential). 4AGGATGGTGGGAGCAAAGGCC0.468

+ 3 436 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1CTGAGATATGGCAAGTCCCGC0.522

- 13 1823ATL3_uc010rms.1_Missense_Mutation_p.S498F|uc001nxj.1_5'Flank|ATL3_uc010rmr.1_Missense_Mutation_p.S174FNM_015459 NP_056274 Q6DD88 ATLA3_HUMAN Cytoplasmic. 1ACCGATATGAGAAGAAGCCTG0.368

- 11 1345ATL3_uc010rms.1_Missense_Mutation_p.A339T|ATL3_uc010rmr.1_Missense_Mutation_p.A15TNM_015459 NP_056274 Q6DD88 ATLA3_HUMAN Cytoplasmic. 1TTGGCAGAGGCTGCAGCTGCT0.403

+ 4 2817RTN3_uc001nxo.2_Missense_Mutation_p.S81N|RTN3_uc001nxm.2_Missense_Mutation_p.S100N|RTN3_uc001nxn.2_Missense_Mutation_p.S858N|RTN3_uc001nxp.2_Missense_Mutation_p.S81N|RTN3_uc009yov.2_Missense_Mutation_p.S765N|RTN3_uc010rmt.1_RNA|RTN3_uc010rmu.1_Missense_Mutation_p.S81NNM_201428 NP_958831 O95197 RTN3_HUMANHelical; (Potential).|Reticulon. 1AGTGTCATCAGTGTGGTTTCT0.488

+ 5 1150 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0GGCCTTCCCCGGGCGGAGAGC0.652

+ 16 2513MARK2_uc001nxx.2_Splice_Site_p.R591_splice|MARK2_uc001nxy.2_Splice_Site_p.R590_splice|MARK2_uc001nxv.3_Splice_Site_p.R590_splice|MARK2_uc001nxz.3_Splice_Site_p.R611_splice|MARK2_uc009yoy.2_Splice_Site_p.R565_spliceNM_001039469 NP_001034558 Q7KZI7 MARK2_HUMAN 3TTGTACGCAGGTAAGCAAGGA0.627

- 8 1115 NM_173587 NP_775858 Q8IZ40 RCOR2_HUMAN 2GACACCTGGACCTCCTTTTTC0.637

+ 11 1016PLCB3_uc009ypg.1_Missense_Mutation_p.G339E|PLCB3_uc009yph.1_Missense_Mutation_p.G272E|PLCB3_uc009ypi.2_Missense_Mutation_p.G339ENM_000932 NP_000923 Q01970 PLCB3_HUMANPI-PLC X-box. 2GCCCCAGCGGGGCAGCTGGCT0.697

+ 17 1914PLCB3_uc009ypg.1_Splice_Site_p.E638_splice|PLCB3_uc009yph.1_Splice_Site_p.E571_splice|PLCB3_uc009ypi.2_Splice_Site_p.E638_spliceNM_000932 NP_000923 Q01970 PLCB3_HUMAN 2ACCAATCTCAGATACAACAAG0.642

+ 2 328TRMT112_uc001nzt.2_5'Flank|PRDX5_uc001nzv.2_Missense_Mutation_p.G70E|PRDX5_uc001nzw.2_Intron|PRDX5_uc001nzx.2_RNANM_012094 NP_036226 P30044 PRDX5_HUMAN Thioredoxin. 1GTGTTTGAAGGGGAGCCAGGG0.597

- 7 1458NRXN2_uc001oas.2_Missense_Mutation_p.S316F|NRXN2_uc001oaq.2_Missense_Mutation_p.S14FNM_015080 NP_055895 P58401 NRX2B_HUMAN 10AGACTTGAGGGACAGGTTGAC0.587

- 2 519SF1_uc010rnn.1_Nonsense_Mutation_p.Q22*|SF1_uc001oaz.1_Nonsense_Mutation_p.Q173*|SF1_uc001oba.1_Nonsense_Mutation_p.Q48*|SF1_uc001obc.1_Nonsense_Mutation_p.Q48*|SF1_uc001obd.1_Nonsense_Mutation_p.Q48*|SF1_uc001obe.1_5'UTR|SF1_uc010rno.1_5'UTR|SF1_uc001obf.2_Nonsense_Mutation_p.Q48*NM_004630 NP_004621 Q15637 SF01_HUMAN 3GCTCTTTCTTGTTCTCGAGTA0.408

- 2 501SF1_uc010rnn.1_Missense_Mutation_p.P16S|SF1_uc001oaz.1_Missense_Mutation_p.P167S|SF1_uc001oba.1_Missense_Mutation_p.P42S|SF1_uc001obc.1_Missense_Mutation_p.P42S|SF1_uc001obd.1_Missense_Mutation_p.P42S|SF1_uc001obe.1_5'UTR|SF1_uc010rno.1_5'UTR|SF1_uc001obf.2_Missense_Mutation_p.P42SNM_004630 NP_004621 Q15637 SF01_HUMAN 3GTAAGTCCAGGGGGAATAACT0.423

- 26 2977 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN PH. 4AGGAGGGCCCCACTGGGCGGG0.657

- 2 238 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANATP (By similarity).|Protein kinase. 4CCAAAGGCTCCTCGGCCGATC0.493

- 1 587EHD1_uc001obv.1_Missense_Mutation_p.G111D|EHD1_uc010rnq.1_Missense_Mutation_p.G125DNM_006795 NP_006786 Q9H4M9 EHD1_HUMAN 0GAGCGCGTTGCCCGGCACCAC0.687

- 30 4272ATG2A_uc001obw.2_Missense_Mutation_p.P151LNM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2GATGGGGCCGGGATGCAGCTG0.657



+ 2 1015SAC3D1_uc010rnv.1_Missense_Mutation_p.A196VNM_013299 NP_037431 0GCCCTGCGCGCCTGCCCGCCC0.652

- 5 638 NM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0GCCTGGGGTGGAGGTAGAGGC0.617

+ 5 1038C11orf2_uc001ocs.1_Missense_Mutation_p.G209DNM_013265 NP_037397 Q9UID3 FFR_HUMAN 0GGCCCAGCAGGTGCCGAGAAG0.687

- 6 1161SLC25A45_uc009yqi.1_Missense_Mutation_p.V185M|SLC25A45_uc001odq.1_Missense_Mutation_p.V223M|SLC25A45_uc001odr.1_Missense_Mutation_p.V247M|SLC25A45_uc001ods.1_Missense_Mutation_p.V205M|SLC25A45_uc001odt.1_Missense_Mutation_p.V205MNM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 3. 0ATGCTGCTCACCATGCAGTCC0.592

- 5 1017SLC25A45_uc009yqi.1_Missense_Mutation_p.P137S|SLC25A45_uc001odq.1_Missense_Mutation_p.P175S|SLC25A45_uc001odr.1_Missense_Mutation_p.P199S|SLC25A45_uc001ods.1_Missense_Mutation_p.P157S|SLC25A45_uc001odt.1_Missense_Mutation_p.P157SNM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 3. 0TACTTACTGGGATTCTGGCCT0.607

+ 14 3021SIPA1_uc010rom.1_Missense_Mutation_p.P850S|SIPA1_uc001ofd.2_Missense_Mutation_p.P952SNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN 0CACAGGACAGCCCATCCCAGA0.617

+ 15 3138SIPA1_uc010rom.1_Missense_Mutation_p.D889N|SIPA1_uc001ofd.2_Missense_Mutation_p.D991NNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Potential. 0GCTGCAGGAGGACCTGCAGAA0.637

- 10 1116RELA_uc001ofh.2_Missense_Mutation_p.P323S|RELA_uc010ron.1_Missense_Mutation_p.P337S|RELA_uc009yqr.2_Missense_Mutation_p.P273S|RELA_uc001ofe.2_Missense_Mutation_p.P326S|RELA_uc001off.2_Missense_Mutation_p.P326S|RELA_uc009yqs.1_RNANM_021975 NP_068810 Q04206 TF65_HUMAN 4CGAGGTGGAGGCCGGGGGTCG0.627

+ 9 1149KAT5_uc001ofj.2_Missense_Mutation_p.S248F|KAT5_uc001ofk.2_Missense_Mutation_p.S333F|KAT5_uc010roo.1_Missense_Mutation_p.S281F|KAT5_uc001ofl.2_Missense_Mutation_p.S89FNM_006388 NP_006379 Q92993 KAT5_HUMAN 0GGCACCATCTCCTTCTTTGAG0.507

- 1 2014 NM_138368 NP_612377 Q2VPB7 YK046_HUMAN 0CGGGCAGGGCGGCCAGGACAC0.667

+ 10 1061 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3GCGGGTGCGAGGGGTGTCCTC0.552

+ 10 1374 NM_018026 NP_060496 Q6VY07 PACS1_HUMAN 6CTCCCAGACGGAGATTGGCAG0.627

+ 2 282 NM_153266 NP_694998 Q8N4L1 T151A_HUMANHelical; (Potential). 1GCCTGCGGGGCCGTGGTGGCC0.741

- 1 798 NM_020404 NP_065137 Q9HCU0 CD248_HUMANExtracellular (Potential). 3AGCCGGAAGCCCTCAGTGCAG0.682

- 1 878BRMS1_uc001ohp.1_5'Flank|BRMS1_uc001oho.1_5'FlankNM_006876 NP_006867 O43505 B3GN1_HUMANLumenal (Potential). 0TTGCTCTGATCCAGCATTTCC0.622

+ 2 277PELI3_uc001oib.2_Missense_Mutation_p.G38D|PELI3_uc001oid.3_Missense_Mutation_p.G38D|PELI3_uc001oie.3_5'UTRNM_145065 NP_659502 Q8N2H9 PELI3_HUMAN 1GCGCAGCCAGGCGAGGAGCCC0.617

+ 17 1978DPP3_uc001oif.1_Missense_Mutation_p.A639V|DPP3_uc010rpe.1_Missense_Mutation_p.A628V|DPP3_uc001oih.1_Missense_Mutation_p.P7SNM_005700 NP_005691 Q9NY33 DPP3_HUMAN 2GGAGGGCGGGCCCTGTACGAG0.602

- 1 195 CCS_uc001oir.2_5'FlankNM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2TGCAGAATCCGGCCCTCCTGC0.682

+ 3 1192RBM4_uc009yrk.2_Missense_Mutation_p.A210V|RBM4_uc001oiw.1_Missense_Mutation_p.A235V|RBM4_uc001oix.1_Intron|RBM4_uc010rpj.1_Intron|RBM4_uc001oiy.1_Missense_Mutation_p.A235V|RBM4_uc001oiz.1_Missense_Mutation_p.A235VNM_002896 NP_002887 Q9BWF3 RBM4_HUMANInteraction with TNPO3.|Poly-Ala. 1GAGGCAGTGGCAGCTGCAGCT0.567

- 35 6940SPTBN2_uc001ojc.1_Silent_p.T150TNM_006946 NP_008877 O15020 SPTN2_HUMAN PH. 4TTGCGCTTTCGGTAATCAAAG0.587

+ 5 558C11orf80_uc001ojg.2_5'UTR|C11orf80_uc001ojh.2_Intron|C11orf80_uc001oji.2_5'UTR|C11orf80_uc010rpk.1_Missense_Mutation_p.S18FNM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0CCCGGAATCTCTGCAAAGCTG0.433

+ 9 945C11orf80_uc001ojg.2_Missense_Mutation_p.G79D|C11orf80_uc001ojh.2_Missense_Mutation_p.G80D|C11orf80_uc001oji.2_Missense_Mutation_p.G80D|C11orf80_uc010rpk.1_Missense_Mutation_p.G148DNM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0GACGTGGCTGGCATGGACTTG0.478

+ 8 868RCE1_uc001ojl.1_Missense_Mutation_p.A171VNM_005133 NP_005124 Q9Y256 FACE2_HUMAN 2GTTTGCGCGGCCTTGGAGCAC0.612

- 19 3053PC_uc001ojo.1_Missense_Mutation_p.V1002M|PC_uc001ojp.1_Missense_Mutation_p.V1002M|PC_uc001ojm.1_Translation_Start_SiteNM_022172 NP_071504 P11498 PYC_HUMAN 4TCCGGCGTCACCTCCTCCCCA0.617

+ 4 574ADRBK1_uc009yrm.1_Missense_Mutation_p.A103VNM_001619 NP_001610 P25098 ARBK1_HUMANRGS.|N-terminal. 1GAGCGTGTGGCCCGCAGCCGG0.597 rs67452775

+ 3 239RAD9A_uc001oks.2_5'FlankNM_004584 NP_004575 Q99638 RAD9A_HUMAN 0TCTGCCTATGCCTGCTTTCTC0.632

- 5 935PITPNM1_uc001olw.2_5'Flank|PITPNM1_uc001oly.2_Missense_Mutation_p.A249V|PITPNM1_uc001olz.2_Missense_Mutation_p.A249VNM_004910 NP_004901 O00562 PITM1_HUMAN 3CAGCATGCGAGCAGTCTCCTC0.692

- 4 1074C11orf24_uc001ons.2_Missense_Mutation_p.A211VNM_022338 NP_071733 Q96F05 CK024_HUMANExtracellular (Potential). 0AGCACGTGTGGCCAATGTGGC0.602

+ 9 2092LRP5_uc009ysg.2_Missense_Mutation_p.G83SNM_002335 NP_002326 O75197 LRP5_HUMANBeta-propeller 3.|Extracellular (Potential). 7CCCGCTCACGGGCGTCAAGGA0.587

+ 20 2309SAPS3_uc001onv.2_Missense_Mutation_p.P681L|SAPS3_uc001ony.3_Missense_Mutation_p.P652L|SAPS3_uc001onx.2_Missense_Mutation_p.P675L|SAPS3_uc009ysh.2_Missense_Mutation_p.P601L|SAPS3_uc001onu.2_Missense_Mutation_p.P601L|SAPS3_uc010rqc.1_Missense_Mutation_p.P449L|SAPS3_uc010rqd.1_Missense_Mutation_p.P364L|SAPS3_uc001onz.2_Missense_Mutation_p.P9L|SAPS3_uc001ooa.2_Missense_Mutation_p.P131LNM_001164161 NP_001157633 Q5H9R7 PP6R3_HUMAN 0TTTTTAGCACCCAACTGGTCA0.448

+ 3 466IGHMBP2_uc001ooj.1_RNANM_002180 NP_002171 P38935 SMBP2_HUMAN 0TGATGAGTCCCACGATTTCCA0.527

+ 5 648TPCN2_uc009ysk.1_RNA|TPCN2_uc001oor.2_Missense_Mutation_p.L93F|TPCN2_uc010rqg.1_Missense_Mutation_p.L178FNM_139075 NP_620714 Q8NHX9 TPC2_HUMANExtracellular (Potential). 0GTCCCTGAGTCTCGTGTGTCA0.612

+ 24 2805ANO1_uc001opl.1_RNA|ANO1_uc010rqk.1_Missense_Mutation_p.T543A|ANO1_uc010rql.1_Missense_Mutation_p.T8ANM_018043 NP_060513 Q5XXA6 ANO1_HUMANExtracellular (Potential). 2CGTCAACCACACCCTCTCCTC0.577

+ 16 2252PPFIA1_uc001opn.1_Missense_Mutation_p.P685L|PPFIA1_uc001opp.2_RNA|PPFIA1_uc001opq.1_RNANM_003626 NP_003617 Q13136 LIPA1_HUMAN 3CCCCCCTACCCTGCTTCCTCG0.582

- 21 4939SHANK2_uc010rqn.1_Missense_Mutation_p.A1033T|SHANK2_uc001opz.2_Missense_Mutation_p.A1026T|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5ATAACGTTTGCCTTTGGGCCT0.522

- 21 4312SHANK2_uc010rqn.1_Missense_Mutation_p.P824S|SHANK2_uc001opz.2_Missense_Mutation_p.P817S|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5AGGGGAGGAGGCAATGGCTCT0.522

- 14 2090SHANK2_uc010rqn.1_Missense_Mutation_p.G83D|SHANK2_uc001opz.2_Missense_Mutation_p.G83D|uc009ysn.1_Intron|SHANK2_uc010rqp.1_Missense_Mutation_p.G83DNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN PDZ. 5CGCCACCCCACCTTCATCCAC0.567

+ 3 337NADSYN1_uc001oqm.2_RNA|NADSYN1_uc001oqo.2_5'UTRNM_018161 NP_060631 Q6IA69 NADE_HUMAN CN hydrolase. 2TCAAGTCCTAGCGGCCCTTGT0.542

- 25 6216IL18BP_uc009ysu.1_Intron|NUMA1_uc001orj.2_Missense_Mutation_p.T197I|NUMA1_uc009ysw.1_Missense_Mutation_p.T1582I|NUMA1_uc001ork.1_Missense_Mutation_p.T879I|NUMA1_uc001orm.1_Missense_Mutation_p.T2001INM_006185 NP_006176 Q14980 NUMA1_HUMAN 8GTCTCGGGGAGTCATGGGGCG0.557

- 24 6006IL18BP_uc009ysu.1_Intron|NUMA1_uc001orj.2_Missense_Mutation_p.S127F|NUMA1_uc009ysw.1_Missense_Mutation_p.S1512F|NUMA1_uc001ork.1_Missense_Mutation_p.S809F|NUMA1_uc001orm.1_Missense_Mutation_p.S1931FNM_006185 NP_006176 Q14980 NUMA1_HUMAN 8CAGGCTCAGGGAAGGCTGCAT0.592

+ 26 3274INPPL1_uc001osg.2_Missense_Mutation_p.E801KNM_001567 NP_001558 O15357 SHIP2_HUMAN Pro-rich. 4TTCAGATGAGGAGTCTGGAGG0.612

- 5 739CLPB_uc010rqx.1_Missense_Mutation_p.W185L|CLPB_uc010rqy.1_Intron|CLPB_uc001osk.2_Intron|CLPB_uc009ytg.2_Intron|CLPB_uc010rqz.1_IntronNM_030813 NP_110440 Q9H078 CLPB_HUMAN 1GGCACTTGTCCACTGGTTTGT0.592

- 23 3373ARAP1_uc001osv.2_Missense_Mutation_p.E1062K|ARAP1_uc001osr.2_Missense_Mutation_p.E822K|ARAP1_uc001oss.2_Missense_Mutation_p.E817K|ARAP1_uc009yth.2_Missense_Mutation_p.E756K|ARAP1_uc010rre.1_Missense_Mutation_p.E817KNM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN Rho-GAP. 1GAGACCTTCTCCTCCTCGTCC0.592

+ 1 2959 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN Pro-rich. 0TTCTGTTGGTCCCCCTGTGGC0.612

- 15 2865 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7GTTTCAATTACCATCACATTG0.433 rs146497546

- 11 1665 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1ATCTCAGCAACCACAACAGCT0.378

- 9 1046GDPD5_uc001owp.3_Missense_Mutation_p.A170V|GDPD5_uc001own.3_5'UTR|GDPD5_uc009yuc.2_Missense_Mutation_p.A32V|GDPD5_uc009yud.2_Missense_Mutation_p.A51V|GDPD5_uc009yue.1_Missense_Mutation_p.A58VNM_030792 NP_110419 Q8WTR4 GDPD5_HUMANHelical; (Potential). 1GGTGACTGCTGCCACAGCCCC0.632



- 4 2200 NM_033063 NP_149052 Q96JE9 MAP6_HUMAN Pro-rich. 0ATTCTTCACGGACTCGGGGAC0.498

+ 14 1590UVRAG_uc010rrw.1_Missense_Mutation_p.T349I|UVRAG_uc001oxd.2_Missense_Mutation_p.T78I|UVRAG_uc010rrx.1_Missense_Mutation_p.T78I|UVRAG_uc010rry.1_5'UTRNM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6TTGCGGCAAACCCTTCCCAAC0.408

- 5 1061PRKRIR_uc010rrz.1_Missense_Mutation_p.A179VNM_004705 NP_004696 O43422 P52K_HUMAN 3TGTGTAGATAGCTTGGGGATA0.393

+ 8 1213C11orf30_uc009yuj.1_Missense_Mutation_p.S372F|C11orf30_uc010rsa.1_Missense_Mutation_p.S307F|C11orf30_uc001oxm.2_Missense_Mutation_p.S358F|C11orf30_uc010rsb.1_Missense_Mutation_p.S372F|C11orf30_uc010rsc.1_Missense_Mutation_p.S372F|C11orf30_uc001oxn.2_Missense_Mutation_p.S358F|C11orf30_uc010rsd.1_Missense_Mutation_p.S371FNM_020193 NP_064578 Q7Z589 EMSY_HUMANSer-rich.|Interaction with BRCA2. 6GCTGTGGTGTCCTCTACACCA0.433

- 3 1925LRRC32_uc001oxr.3_Missense_Mutation_p.T561I|LRRC32_uc010rsf.1_Missense_Mutation_p.T547INM_005512 NP_005503 Q14392 LRC32_HUMANExtracellular (Potential). 0CCGGAGGCTGGTCTCCAGGCC0.667

+ 1 576AQP11_uc009yuu.2_IntronNM_173039 NP_766627 Q8NBQ7 AQP11_HUMAN 0CAGCACCCCGCGCACCCCACC0.642

- 6 1048RSF1_uc001oym.2_Missense_Mutation_p.E58KNM_016578 NP_057662 Q96T23 RSF1_HUMAN Glu-rich. 4TCACTTTCTTCTTTGATAATC0.353

+ 6 1366USP35_uc001oze.2_Missense_Mutation_p.A130T|USP35_uc001ozc.2_Intron|USP35_uc010rsp.1_Intron|USP35_uc001ozd.2_5'UTR|USP35_uc001ozf.2_Missense_Mutation_p.A105TNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3GGAGCAGCTGGCGGAGCTGGT0.637

- 4 952GAB2_uc001ozg.2_Missense_Mutation_p.A280TNM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6AGTGGGGTGGCCGGAACATCC0.552

+ 6 2415C11orf82_uc010rsr.1_Missense_Mutation_p.S423F|C11orf82_uc010rss.1_Missense_Mutation_p.S423F|C11orf82_uc009yvd.2_IntronNM_145018 NP_659455 Q8IXT1 NOXIN_HUMAN 2AGATCACTTTCTGAAGACTTC0.383

+ 9 4034 NM_015885 NP_056969 O94913 PCF11_HUMAN 1CAGCCAGTAGCTTTTGGTCAA0.333

- 15 2051DLG2_uc001pai.2_Missense_Mutation_p.R480K|DLG2_uc010rsy.1_Missense_Mutation_p.R550K|DLG2_uc010rsz.1_Missense_Mutation_p.R583K|DLG2_uc010rta.1_Missense_Mutation_p.R583K|DLG2_uc001pak.2_Missense_Mutation_p.R688K|DLG2_uc010rtb.1_Missense_Mutation_p.R550K|DLG2_uc010rsw.1_Missense_Mutation_p.R65K|DLG2_uc010rsx.1_Missense_Mutation_p.R64KNM_001364 NP_001355 Q15700 DLG2_HUMAN SH3. 6CAGCATGACTCTCCTGGCTTG0.473

- 1 1054CREBZF_uc010rtc.1_RNA|CREBZF_uc010rtd.1_RNANM_001039618 NP_001034707 Q9NS37 ZHANG_HUMANLeucine-zipper. 1TAGGTAGCGACTCTCCTCCTG0.657

+ 7 1172CCDC83_uc001pbg.1_Nonsense_Mutation_p.W220*|CCDC83_uc001pbi.1_RNA|CCDC83_uc001pbj.1_Nonsense_Mutation_p.W121*NM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1AGAATGACTGGCTCAAAAAAG0.353

- 10 1180PICALM_uc001pbl.2_Splice_Site_p.R298_splice|PICALM_uc001pbn.2_Splice_Site_p.R298_splice|PICALM_uc010rtl.1_Splice_Site_p.R247_splice|PICALM_uc010rtk.1_Splice_Site|PICALM_uc001pbo.1_Splice_SiteNM_007166 NP_009097 Q13492 PICAL_HUMAN 2TGTAGTTGCCCTAGGATAATT0.443

+ 2 698PRSS23_uc001pcc.1_Intron|PRSS23_uc010rts.1_Missense_Mutation_p.T129INM_007173 NP_009104 O95084 PRS23_HUMAN 2ACGGGCTGCACCGGCACCCTG0.517

- 2 1078PRSS23_uc001pcc.1_RNANM_012193 NP_036325 Q9ULV1 FZD4_HUMANHelical; Name=2; (Potential). 1CACATACTGAGAAATATGATG0.458

+ 5 1541 NM_000372 NP_000363 P14679 TYRO_HUMANHelical; (Potential). 3GGTAGGGGCCGTCCTCACTGC0.527

- 14 1480NOX4_uc009yvr.2_Missense_Mutation_p.G389E|NOX4_uc001pcu.2_Missense_Mutation_p.G340E|NOX4_uc001pcw.2_Missense_Mutation_p.G107E|NOX4_uc001pcx.2_Intron|NOX4_uc001pcv.2_Intron|NOX4_uc009yvo.2_RNA|NOX4_uc010rtu.1_Missense_Mutation_p.G248E|NOX4_uc009yvp.2_Intron|NOX4_uc010rtv.1_Intron|NOX4_uc009yvq.2_Missense_Mutation_p.G390ENM_016931 NP_058627 Q9NPH5 NOX4_HUMANFAD-binding FR-type.|Extracellular (Potential).|Mediates interaction with TLR4.2AAATGGACTTCCAAAAGGACC0.398

+ 1 2697 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 8.|Extracellular (Potential). 5CCAGTTGGACCGGGAATCCAA0.423

+ 1 3264 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 10.|Extracellular (Potential). 5GTACTCCATCAGGGATGGCAG0.468

+ 9 5290 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 15.|Extracellular (Potential). 5GTCAATATTCAGATTGTTGAT0.438

+ 23 12829FAT3_uc001pdi.3_Missense_Mutation_p.P711LNM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCytoplasmic (Potential). 5CCTGAGTCGCCCCGCATCCTG0.657

+ 25 13665FAT3_uc001pdi.3_Nonsense_Mutation_p.E1022*NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCytoplasmic (Potential). 5TCCCTTTGTGGAGACTCAGCA0.517

- 7 734MRE11A_uc001pev.2_Splice_Site_p.G182_splice|MRE11A_uc009ywj.2_Splice_Site_p.G185_spliceNM_005591 NP_005582 P49959 MRE11_HUMAN 5GGAATGGATCCTGAAATGGAC0.299

+ 3 1795 NM_018039 NP_060509 Q6B0I6 KDM4D_HUMAN 0CCTTTTCCATGGATGCCTTCG0.567

+ 1 748SFRS2B_uc001pfg.1_5'FlankNM_032102 NP_115285 Q9BRL6 SRSF8_HUMAN Arg-rich. 0CGATCCCGGGGTCCCAGCTGC0.716

- 4 668SESN3_uc010rug.1_Intron|SESN3_uc001pfl.2_Missense_Mutation_p.P149LNM_144665 NP_653266 P58005 SESN3_HUMAN 0CAGTCTTTGTGGCACATATTC0.368

- 9 1225FAM76B_uc001pfm.2_RNANM_144664 NP_653265 Q5HYJ3 FA76B_HUMAN Potential. 0TGTTCCACAGTTTCTTTGTGG0.348

- 7 969FAM76B_uc001pfm.2_RNANM_144664 NP_653265 Q5HYJ3 FA76B_HUMAN 0CCAATTTGGGCTTTTTCTTTG0.313

+ 2 1765CCDC82_uc001pfx.3_5'Flank|CCDC82_uc009ywr.2_5'Flank|CCDC82_uc009ywt.1_5'Flank|JRKL_uc001pfy.2_Missense_Mutation_p.V505INM_003772 NP_003763 Q9Y4A0 JERKL_HUMAN 0TGATAGACTGGTAATACGTAA0.353

+ 17 2347CNTN5_uc001pfz.2_Missense_Mutation_p.P670S|CNTN5_uc001pgb.2_Missense_Mutation_p.P596S|CNTN5_uc010ruk.1_5'UTRNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 1. 8ACCTATAGGACCCCCAGGCCC0.448

+ 21 3062CNTN5_uc001pfz.2_Missense_Mutation_p.G908E|CNTN5_uc001pgb.2_Missense_Mutation_p.G834E|CNTN5_uc010ruk.1_Missense_Mutation_p.G179ENM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 3. 8AGACCACAGGGATTTGAGGTA0.423

- 5 3034PGR_uc001pgg.2_Missense_Mutation_p.G145E|PGR_uc001pgi.2_Missense_Mutation_p.G662E|PGR_uc009yww.1_RNA|PGR_uc001pgj.2_RNA|PGR_uc009ywx.1_RNANM_000926 NP_000917 P06401 PRGR_HUMANSteroid-binding. 4GGATCTCCATCCTAGACCAAA0.328

+ 5 1221YAP1_uc001pgs.2_Missense_Mutation_p.P246L|YAP1_uc001pgu.2_Missense_Mutation_p.P284L|YAP1_uc001pgv.2_Missense_Mutation_p.P246L|YAP1_uc010ruo.1_Missense_Mutation_p.P106L|YAP1_uc001pgw.2_Missense_Mutation_p.P108L|YAP1_uc010rup.1_Missense_Mutation_p.P45LNM_001130145 NP_001123617 P46937 YAP1_HUMAN 3CAGCCACCACCCCTGGCTCCC0.507

+ 3 442 NM_182962 NP_892007 Q13489 BIRC3_HUMAN BIR 1. 4CCTGATGCTGGATAACTGGAA0.443

- 2 292MMP8_uc010rut.1_5'UTR|MMP8_uc010ruu.1_Missense_Mutation_p.E42KNM_002424 NP_002415 P22894 MMP8_HUMAN 4CGCTGCATTTCTTTAAGCTTT0.448

- 6 842 NM_002427 NP_002418 P45452 MMP13_HUMAN 3GGGTTGGGGTCTTCATCTCCT0.448

+ 17 2699DYNC2H1_uc001phn.1_Missense_Mutation_p.A852V|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANStem (By similarity). 0AGATTGTCAGCTGTTTTACAC0.294

+ 49 8104DYNC2H1_uc001phn.1_Missense_Mutation_p.A2654T|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANAAA 4 (By similarity). 0ACTTCTATTAGCAGGACGCAG0.433

- 6 1283PDGFD_uc001php.2_Missense_Mutation_p.G298ENM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2GCCACAATTTCCTCCACAGCG0.463

- 3 249CASP5_uc010ruz.1_Missense_Mutation_p.E86K|CASP5_uc010rvb.1_Missense_Mutation_p.E15K|CASP5_uc010rvc.1_Intron|CASP5_uc009yxh.2_5'UTR|CASP5_uc010rvd.1_IntronNM_004347 NP_004338 P51878 CASP5_HUMAN CARD. 3CCCAGGTATTCCAACATCTTA0.348

- 8 1069CASP1_uc001pig.2_Missense_Mutation_p.G258E|CASP1_uc001pik.2_Missense_Mutation_p.G314E|CASP1_uc010rvf.1_Missense_Mutation_p.G258E|CASP1_uc010rvg.1_Missense_Mutation_p.G330E|CASP1_uc010rvh.1_Missense_Mutation_p.G210E|CASP1_uc010rvi.1_Missense_Mutation_p.G35E|CASP1_uc001pim.3_Missense_Mutation_p.G351E|CASP1_uc009yxi.2_Missense_Mutation_p.G330E|CASP1_uc010rvj.1_Missense_Mutation_p.G351E|CASP1_uc009yxj.2_Missense_Mutation_p.G196E|CASP1_uc010rvk.1_3'UTRNM_033292 NP_150634 P29466 CASP1_HUMAN 2AATGAGTCTTCCAATAAAAAC0.398

- 2 74CASP1_uc010rve.1_Intron|CASP1_uc010rvf.1_Intron|CASP1_uc010rvg.1_Intron|CASP1_uc010rvh.1_Intron|CASP1_uc010rvi.1_Intron|CARD16_uc001pio.1_Missense_Mutation_p.S16FNM_001017534 NP_001017534 Q5EG05 CAR16_HUMAN CARD. 1TTCACCCATGGAATGGATAAA0.413

+ 13 2374GRIA4_uc001piw.2_Missense_Mutation_p.A643VNM_000829 NP_000820 P48058 GRIA4_HUMANHelical; (Potential). 8GCTAACCTCGCTGCTTTCCTG0.403

+ 3 582AASDHPPT_uc010rvn.1_Intron|AASDHPPT_uc001pjd.1_5'UTRNM_015423 NP_056238 Q9NRN7 ADPPT_HUMAN 0 AGAATTCTTTCATATTATGAA0.299

- 6 2181GUCY1A2_uc010rvo.1_Missense_Mutation_p.M618I|GUCY1A2_uc009yxn.1_Missense_Mutation_p.M597INM_000855 NP_000846 P33402 GCYA2_HUMANGuanylate cyclase. 8CTGAAAGTTCCATCATCTTCA0.483



- 16 2440CWF19L2_uc001pjh.3_RNA|CWF19L2_uc009yxo.2_RNANM_152434 NP_689647 Q2TBE0 C19L2_HUMAN 0GAAGAGAGATCTATCAACTTC0.313

- 2 558SLC35F2_uc010rvu.1_Intron|SLC35F2_uc001pjs.2_Missense_Mutation_p.G46DNM_017515 NP_059985 Q8IXU6 S35F2_HUMANHelical; (Potential). 1CAACATCTGACCCAGGGCAAT0.348

- 17 3404NPAT_uc010rvv.1_Missense_Mutation_p.P157LNM_002519 NP_002510 Q14207 NPAT_HUMAN 2GGACACATTGGGTGAGTCAAG0.438

+ 62 9311ATM_uc009yxr.1_Missense_Mutation_p.D2976N|C11orf65_uc010rvx.1_Intron|C11orf65_uc009yxu.1_Intron|ATM_uc001pke.1_Missense_Mutation_p.D1628NNM_000051 NP_000042 Q13315 ATM_HUMAN 240GAGGCCGGAAGATGAAACTGA0.403

- 6 3299EXPH5_uc010rvy.1_Missense_Mutation_p.G875E|EXPH5_uc010rvz.1_Missense_Mutation_p.G907E|EXPH5_uc010rwa.1_Missense_Mutation_p.G987ENM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5CATATAGTTCCCCATTGCATC0.443

- 4 407RDX_uc009yxx.1_RNA|RDX_uc009yxy.2_Missense_Mutation_p.V33M|RDX_uc009yxz.2_Intron|RDX_uc009yya.2_Intron|RDX_uc010rwe.1_IntronNM_002906 NP_002897 P35241 RADI_HUMAN FERM. 0GTTTTCACCACCTAAAACACA0.348

- 5 738 NM_017589 NP_060059 Q9NY30 BTG4_HUMAN 0TTTTTGCGGGGGATTTGTAAC0.443

+ 6 505C11orf88_uc009yyd.2_Missense_Mutation_p.D196N|C11orf88_uc001plo.1_3'UTRNM_001100388 NP_001093858 Q6PI97 CK088_HUMAN 0CAAAACTTTGGACTAATTTGC0.408

- 5 2158ALG9_uc010rwo.1_Intron|FDXACB1_uc009yyi.2_Missense_Mutation_p.V472INM_138378 NP_612387 Q9BRP7 FDXA1_HUMAN FDX-ACB. 0CGAGGTATAACATATAGGTGT0.458

+ 8 1789DLAT_uc009yyk.1_Missense_Mutation_p.G272E|DLAT_uc010rwr.1_Missense_Mutation_p.G250ENM_001931 NP_001922 P10515 ODP2_HUMANE3-binding site (By similarity). 0TCTCTTACAGGGACAGGACCA0.418

+ 12 2229DLAT_uc009yyk.1_Missense_Mutation_p.P419S|DLAT_uc010rwr.1_Missense_Mutation_p.P397SNM_001931 NP_001922 P10515 ODP2_HUMANCatalytic (By similarity). 0ACTCATCACACCTATTGTGTT0.338

- 4 475PIH1D2_uc009yyl.2_Missense_Mutation_p.M131I|PIH1D2_uc001pmp.3_Missense_Mutation_p.M131I|PIH1D2_uc010rws.1_Missense_Mutation_p.M131INM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1ATTTCATGGCCATCTGAATTA0.368

- 4 364TMPRSS5_uc009yys.2_Missense_Mutation_p.S72F|TMPRSS5_uc009yyt.2_Missense_Mutation_p.S37F|TMPRSS5_uc001pod.3_5'UTR|TMPRSS5_uc010rww.1_Missense_Mutation_p.S71F|TMPRSS5_uc009yyu.2_5'UTR|TMPRSS5_uc010rwx.1_Missense_Mutation_p.S37FNM_030770 NP_110397 Q9H3S3 TMPS5_HUMANExtracellular (Potential). 1CAAGGTCCCGGAAATGGGCTG0.542

- 10 1060USP28_uc001pog.2_Missense_Mutation_p.P51S|USP28_uc010rwy.1_Missense_Mutation_p.P218S|USP28_uc001poi.2_5'UTR|USP28_uc001poj.3_Missense_Mutation_p.P343SNM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7TGATCGGAGGGAAGAAGCTCA0.493

+ 2 206HTR3B_uc001pol.2_Missense_Mutation_p.V36MNM_006028 NP_006019 O95264 5HT3B_HUMANExtracellular (Potential). 0TCATAAAGAAGTGAGACCTGT0.443

+ 7 2096ZBTB16_uc001poq.2_Missense_Mutation_p.S611FNM_006006 NP_005997 Q05516 ZBT16_HUMAN C2H2-type 8. 2CACCAGCGCTCCCGGGACTAC0.622

- 3 508FAM55A_uc010rxd.1_5'UTR|FAM55A_uc001ppb.1_Missense_Mutation_p.E173KNM_152315 NP_689528 Q8N323 FA55A_HUMAN 0ACCTGGCCCTCCCAGAACAGA0.557

- 5 716CADM1_uc001ppf.3_Missense_Mutation_p.S196L|CADM1_uc001ppk.3_Missense_Mutation_p.S196L|CADM1_uc001ppj.3_Missense_Mutation_p.S196L|CADM1_uc001ppl.2_Missense_Mutation_p.S196LNM_014333 NP_055148 Q9BY67 CADM1_HUMANIg-like C2-type 1.|Extracellular (Potential). 2GTACATGTCTGACCACTCTTC0.527

- 8 1568BUD13_uc001ppo.2_Missense_Mutation_p.E378KNM_032725 NP_116114 Q9BRD0 BUD13_HUMAN Potential. 2ATTGCATCCTCCACATTTTGT0.478

- 2 213BUD13_uc001ppo.2_Missense_Mutation_p.A60V|BUD13_uc009yzc.2_Missense_Mutation_p.A60VNM_032725 NP_116114 Q9BRD0 BUD13_HUMAN 2TGTGGAGATAGCTGTCCAGCT0.388

- 22 3590SIK3_uc001ppz.2_Missense_Mutation_p.S1024N|SIK3_uc001pqa.2_Missense_Mutation_p.S1125N|SIK3_uc001ppw.2_Missense_Mutation_p.S542N|SIK3_uc001ppx.2_Missense_Mutation_p.S563NNM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12CCGGGCAGAGCTAAGTGCTTT0.507

- 20 3311SIK3_uc001ppz.2_Missense_Mutation_p.G931E|SIK3_uc001pqa.2_Missense_Mutation_p.G1032E|SIK3_uc001ppw.2_Missense_Mutation_p.G449E|SIK3_uc001ppx.2_Missense_Mutation_p.G470E|SIK3_uc001pqb.2_Missense_Mutation_p.G395ENM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12GGGATGTATCCCCAATTCTTG0.517

- 19 2155SIK3_uc001ppz.2_Missense_Mutation_p.S606T|SIK3_uc001pqa.2_Missense_Mutation_p.S707T|SIK3_uc001ppw.2_Missense_Mutation_p.S124T|SIK3_uc001ppx.2_Missense_Mutation_p.S145T|SIK3_uc001pqb.2_Missense_Mutation_p.S10TNM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN Gln-rich. 12AACTGGGAAGAAGATGCAGCC0.522

- 13 1498SIK3_uc001ppz.2_Missense_Mutation_p.L387F|SIK3_uc001pqa.2_Missense_Mutation_p.L440FNM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12CTCCGGCCAAGGGGGCCCATT0.622

+ 19 1881SIDT2_uc010rxe.1_Missense_Mutation_p.A614T|SIDT2_uc001pqg.2_Missense_Mutation_p.A635T|SIDT2_uc001pqi.1_Missense_Mutation_p.A611T|SIDT2_uc001pqj.1_5'FlankNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANHelical; (Potential). 0CGCCTGCCTGGCCATTGTCAT0.572

- 11 1548 NM_004716 NP_004707 Q16549 PCSK7_HUMANCatalytic.|Extracellular (Potential). 0CGTTGGTGACCCACTCTGCAC0.557

- 3 503 NM_004716 NP_004707 Q16549 PCSK7_HUMAN 0GTGCCCAGCAGGCTGGACAAA0.657

+ 3 421RNF214_uc001pqu.2_Missense_Mutation_p.E126K|RNF214_uc010rxf.1_IntronNM_207343 NP_997226 Q8ND24 RN214_HUMAN 0AAGCCTTCGGGAGAGCCTCCA0.542

- 6 1333BACE1_uc001pqw.2_Missense_Mutation_p.G266D|BACE1_uc001pqx.2_Missense_Mutation_p.G222D|BACE1_uc001pqy.2_Missense_Mutation_p.G247D|BACE1_uc010rxg.1_Missense_Mutation_p.G166D|BACE1_uc010rxh.1_Missense_Mutation_p.G191D|BACE1_uc009yzo.1_Missense_Mutation_p.A9T|uc010rxi.1_RNANM_012104 NP_036236 P56817 BACE1_HUMANExtracellular (Potential). 1GTTGGTGGTGCCACTGTCCAC0.483

+ 19 2512CEP164_uc001prb.2_Missense_Mutation_p.V792I|CEP164_uc010rxk.1_Missense_Mutation_p.V763I|CEP164_uc001prf.2_Intron|CEP164_uc009yzp.1_RNA|CEP164_uc001prg.1_Missense_Mutation_p.V222INM_014956 NP_055771 Q9UPV0 CE164_HUMAN Glu-rich. 2TCCTCAGGTGGTCTCCAGCCT0.582

+ 30 4136CEP164_uc001prb.2_Missense_Mutation_p.T1325M|CEP164_uc001prf.2_RNA|CEP164_uc009yzp.1_RNA|CEP164_uc001prg.1_Missense_Mutation_p.T755MNM_014956 NP_055771 Q9UPV0 CE164_HUMAN 2GCTACACCCACGTCCACCCAA0.627

+ 32 4426CEP164_uc001prb.2_Missense_Mutation_p.P1422S|CEP164_uc001prf.2_RNA|CEP164_uc009yzp.1_RNANM_014956 NP_055771 Q9UPV0 CE164_HUMAN 2CAAGAATGACCCCAGGTTGTA0.582

- 27 4933 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential). 8ATCCCCTTCACCTTGAGCAGA0.522

- 2 526TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_Missense_Mutation_p.A145TNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANCytoplasmic (Potential). 1TCCCTGGTGGCCCTGGTTGCT0.597

- 4 407AMICA1_uc001psh.2_Missense_Mutation_p.S39N|AMICA1_uc009yzw.1_RNA|AMICA1_uc001psi.2_Missense_Mutation_p.S68N|AMICA1_uc001psj.2_Missense_Mutation_p.S78N|AMICA1_uc010rxw.1_Missense_Mutation_p.S39N|AMICA1_uc010rxx.1_Missense_Mutation_p.S78N|AMICA1_uc001psl.1_Missense_Mutation_p.S34NNM_001098526 NP_001091996 Q86YT9 JAML1_HUMANIg-like V-type 1.|Extracellular (Potential). 1AATAGGCACACTGAGATTGGA0.502

- 2 337CD3D_uc001pst.1_Missense_Mutation_p.P67LNM_000732 NP_000723 P04234 CD3D_HUMANExtracellular (Potential). 1TATTCCTCGTGGGTCCAGGAT0.458

+ 19 3112UBE4A_uc001psv.2_Missense_Mutation_p.P1002SNM_004788 NP_004779 Q14139 UBE4A_HUMAN U-box. 5GTTCCTGGATCCCATTATGAG0.473

+ 3 2955MLL_uc001ptb.2_Missense_Mutation_p.P978S|MLL_uc001psz.1_Missense_Mutation_p.P1011S|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25GGACCTCGGCCCAACTGCCCC0.458

+ 5 3373MLL_uc001ptb.2_Missense_Mutation_p.A1117VNM_005933 NP_005924 Q03164 MLL1_HUMAN 25TCATCAATTGCTGGCTCAGAA0.408

+ 27 6979MLL_uc001ptb.2_Missense_Mutation_p.S2322FNM_005933 NP_005924 Q03164 MLL1_HUMAN 25TCAGAGGGATCTGCACATAAT0.458

- 7 733IFT46_uc001pto.1_Missense_Mutation_p.V170I|IFT46_uc009zaf.1_Missense_Mutation_p.V170INM_020153 NP_064538 Q9NQC8 IFT46_HUMAN 0GGACGTGGGACCTGGTTAAGA0.408

+ 1 122 VPS11_uc010ryy.1_5'UTRNM_021729 NP_068375 Q9H270 VPS11_HUMAN 3AATGATGGGGCCGCTCCCGGG0.637

+ 4 394NLRX1_uc010rzc.1_5'UTR|NLRX1_uc001pvv.2_Missense_Mutation_p.A60V|NLRX1_uc001pvw.2_Missense_Mutation_p.A60V|NLRX1_uc001pvx.2_Missense_Mutation_p.A60VNM_024618 NP_078894 Q86UT6 NLRX1_HUMAN 2GTAGATAGCGCTCCCCCACCC0.632

+ 6 1495NLRX1_uc010rzc.1_Missense_Mutation_p.R249Q|NLRX1_uc001pvv.2_Missense_Mutation_p.R427Q|NLRX1_uc001pvw.2_Missense_Mutation_p.R427Q|NLRX1_uc001pvx.2_Missense_Mutation_p.R427QNM_024618 NP_078894 Q86UT6 NLRX1_HUMANRequired for interaction with MAVS.|NACHT. 2TATGCAGCCCGAACCATGGGC0.577

- 9 1129MCAM_uc001pwg.1_5'FlankNM_006500 NP_006491 P43121 MUC18_HUMANIg-like C2-type 2.|Extracellular (Potential). 4GCTACTCTCTGCCTCACAGGT0.632

+ 1 1080 NM_032015 NP_114404 Q9BY78 RNF26_HUMAN Leu-rich. 1CACTCAGAACCTCTTTTCCCT0.582

- 4 1304TRIM29_uc001pwy.2_5'Flank|TRIM29_uc010rzi.1_Missense_Mutation_p.P133S|TRIM29_uc010rzj.1_Missense_Mutation_p.P127S|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4TGATAGGTGGGCAGGGGTGGG0.522



+ 10 3095 NM_005422 NP_005413 O75443 TECTA_HUMAN TIL 2. 10CAGTGTGTCACGCGGAGTGAG0.577

+ 11 3559 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 3. 10CAGTGAACGGCTCTATCTGCC0.478

+ 3 479SC5DL_uc001pxs.1_3'UTR|SC5DL_uc001pxt.2_Missense_Mutation_p.E111K|SC5DL_uc001pxv.2_Missense_Mutation_p.E111KNM_006918 NP_008849 O75845 SC5D_HUMAN 1TGACCTAGGAGAGTTTCCATA0.378

- 1 607LOC399959_uc009zba.2_IntronNM_001001786 NP_001001786 Q8IZY5 BLID_HUMAN 0CAGGGCCTCAGCAGAGGAATT0.448

+ 11 1875 NM_032873 NP_116262 Q8TF42 UBS3B_HUMANProtein tyrosine phosphatase (By similarity). 1GGACAAAATGGGTTGCTGGGA0.458

+ 12 1990 NM_032873 NP_116262 Q8TF42 UBS3B_HUMANProtein tyrosine phosphatase (By similarity). 1AGTTGTTTCAGAATCCTATGA0.299

- 2 269HSPA8_uc009zbc.2_5'Flank|HSPA8_uc001pyp.2_Missense_Mutation_p.T64I|HSPA8_uc010rzu.1_Missense_Mutation_p.T64I|HSPA8_uc009zbd.1_Missense_Mutation_p.T64I|HSPA8_uc010rzv.1_Missense_Mutation_p.T64INM_006597 NP_006588 P11142 HSP7C_HUMAN 8AACTGTGTTGGTGGGGTTCAT0.428

+ 5 765GRAMD1B_uc001pyw.2_Missense_Mutation_p.E153K|GRAMD1B_uc010rzw.1_Missense_Mutation_p.E106K|GRAMD1B_uc010rzx.1_Missense_Mutation_p.E106K|GRAMD1B_uc009zbe.1_Missense_Mutation_p.E142KNM_020716 NP_065767 Q3KR37 GRM1B_HUMAN GRAM. 1CTTCCGCTGGGAAACTCTGGT0.507

- 1 554 NM_001005325 NP_001005325 Q8NGM8 OR6M1_HUMANExtracellular (Potential). 2ATTTATACAGGCCACCTGAAG0.438

+ 1 419 NM_001004462 NP_001004462 Q8NGN3 O10G4_HUMANHelical; Name=4; (Potential). 4GGGAGCAGGTGTGCCCTCCTG0.557

- 1 47 NM_001002918 NP_001002918 Q9GZM6 OR8D2_HUMANExtracellular (Potential). 3TTGTGTCAAGCCTGCCAGGAT0.423

- 12 1848ROBO4_uc010sas.1_Missense_Mutation_p.P425S|ROBO4_uc001qbh.2_Missense_Mutation_p.P460S|ROBO4_uc001qbi.2_Missense_Mutation_p.P128S|ROBO4_uc010sat.1_Missense_Mutation_p.P128SNM_019055 NP_061928 Q8WZ75 ROBO4_HUMAN 2GGCACGCCGGGGCTTCGGGAG0.597

+ 8 952PKNOX2_uc010saz.1_Missense_Mutation_p.P184L|PKNOX2_uc010sba.1_Missense_Mutation_p.P184L|PKNOX2_uc010sbb.1_Missense_Mutation_p.P149L|PKNOX2_uc001qbv.2_5'FlankNM_022062 NP_071345 Q96KN3 PKNX2_HUMAN 3TCCAATAACCCCCAGGGGATT0.562

+ 4 916 NM_014026 NP_054745 Q96C86 DCPS_HUMAN 0AACCCAGATCCCTCTGATGGT0.502

- 15 2067KIRREL3_uc001qeb.2_Missense_Mutation_p.G557D|ST3GAL4_uc001qdx.1_IntronNM_032531 NP_115920 Q8IZU9 KIRR3_HUMANCytoplasmic (Potential). 3TGACACAACACCTTTGAGATC0.488

+ 9 1248FLI1_uc010sbt.1_Missense_Mutation_p.E110K|FLI1_uc010sbv.1_Missense_Mutation_p.E270K|FLI1_uc009zci.2_Missense_Mutation_p.E237KNM_002017 NP_002008 Q01543 FLI1_HUMAN ETS. 2273TATCACCTGGGAGGGGACCAA0.617

+ 9 1305FLI1_uc010sbt.1_Missense_Mutation_p.G129S|FLI1_uc010sbv.1_Missense_Mutation_p.G289S|FLI1_uc009zci.2_Missense_Mutation_p.G256SNM_002017 NP_002008 Q01543 FLI1_HUMAN ETS. 2273CAGGCGCTGGGGCGAGCGGAA0.562

+ 2 1003KCNJ5_uc009zck.2_Missense_Mutation_p.V230G|KCNJ5_uc001qew.2_Missense_Mutation_p.V230GNM_000890 NP_000881 P48544 IRK5_HUMANCytoplasmic (By similarity). 1TCCCACATCGTGGAGGCCTCC0.597

- 20 2516ARHGAP32_uc009zcq.1_Missense_Mutation_p.G799D|ARHGAP32_uc009zco.2_5'UTR|ARHGAP32_uc001qez.2_Missense_Mutation_p.G490DNM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN 5TTGGCTACTACCTGTTTCTGC0.468

+ 5 654TMEM45B_uc001qff.1_Missense_Mutation_p.P198LNM_138788 NP_620143 Q96B21 TM45B_HUMANHelical; (Potential). 0CTGTTCCCACCTTTTGGAACA0.537

- 19 2104NFRKB_uc001qfg.2_Missense_Mutation_p.D660N|NFRKB_uc001qfh.2_Missense_Mutation_p.D658N|NFRKB_uc010sbw.1_Missense_Mutation_p.D645N|NFRKB_uc009zcr.2_5'UTRNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3ACACAGGGATCTTTTTCGTAA0.448

- 7 904NFRKB_uc001qfg.2_Missense_Mutation_p.V260M|NFRKB_uc001qfh.2_Missense_Mutation_p.V258M|NFRKB_uc010sbw.1_Missense_Mutation_p.V247MNM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3GTGGGCACCACCCGCAGGGGC0.527

+ 4 564APLP2_uc001qfp.2_Missense_Mutation_p.G136D|APLP2_uc001qfq.2_Missense_Mutation_p.G136D|APLP2_uc010sbz.1_Translation_Start_Site|APLP2_uc001qfr.2_Intron|APLP2_uc001qfs.2_Intron|APLP2_uc001qfv.2_Missense_Mutation_p.G83DNM_001642 NP_001633 Q06481 APLP2_HUMANExtracellular (Potential). 3TTTCCAGTGGGTGAATTTGTA0.458

- 7 2895SNX19_uc009zcw.2_Missense_Mutation_p.P20S|SNX19_uc010sce.1_Missense_Mutation_p.P163S|SNX19_uc010scf.1_Missense_Mutation_p.P226S|SNX19_uc010scg.1_Missense_Mutation_p.P20S|SNX19_uc001qgl.3_Missense_Mutation_p.P766S|SNX19_uc009zcx.1_RNANM_014758 NP_055573 Q92543 SNX19_HUMAN 4TCTTTTTCTGGGGCTTTTGTT0.478

+ 9 1057JAM3_uc009zcz.1_Missense_Mutation_p.G294SNM_032801 NP_116190 Q9BX67 JAM3_HUMANCytoplasmic (Potential). 1GGCTTTGCAGGGCGACTTCAG0.517

- 2 145THYN1_uc001qhg.2_Missense_Mutation_p.D15N|THYN1_uc001qhh.2_Missense_Mutation_p.D15N|THYN1_uc001qhi.2_Missense_Mutation_p.D15N|THYN1_uc001qhj.2_Missense_Mutation_p.D15N|THYN1_uc009zdb.2_Missense_Mutation_p.D15N|ACAD8_uc009zdc.2_5'Flank|ACAD8_uc010sco.1_5'Flank|ACAD8_uc010scp.1_5'Flank|ACAD8_uc010scq.1_5'Flank|ACAD8_uc001qhk.2_5'Flank|ACAD8_uc001qhl.2_5'FlankNM_001037305 NP_001032382 Q9P016 THYN1_HUMAN 0GGCAGCTCACCTGAACCAGAA0.512

+ 11 1254GLB1L2_uc009zdg.1_RNANM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3CGATTACACGGCCAAGTACAT0.552

+ 13 1453GLB1L2_uc009zdg.1_RNANM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3CCAGTCAATGGGGGAAATGGA0.562

+ 4 1399IQSEC3_uc001qhu.1_Missense_Mutation_p.E465KNM_015232 NP_056047 Q9UPP2 IQEC3_HUMAN SEC7. 4GTGCAACCCCGAAGTGGTTCA0.622

- 4 723SLC6A12_uc001qia.2_Nonsense_Mutation_p.W60*|SLC6A12_uc001qib.2_Nonsense_Mutation_p.W60*|SLC6A12_uc009zdh.1_Nonsense_Mutation_p.W60*|SLC6A12_uc009zdi.1_IntronNM_003044 NP_003035 P48065 S6A12_HUMANHelical; Name=1; (Potential). 1AGGGAAACCTCCAGACATTGC0.562

- 8 1363KDM5A_uc001qie.1_Missense_Mutation_p.D334N|KDM5A_uc010sdn.1_Missense_Mutation_p.D293N|KDM5A_uc010sdo.1_IntronNM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 1. 3CACCTCCAGTCTCCTTTGGGC0.383

+ 15 2335B4GALNT3_uc001qik.1_Missense_Mutation_p.G328SNM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2CTGGCCTCAGGGTTTCTCCTG0.642

+ 11 3109WNK1_uc001qip.3_Intron|WNK1_uc001qir.3_IntronNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23AATGGCAGCTGGCATTACTCA0.527

+ 17 4183WNK1_uc001qip.3_Missense_Mutation_p.E979K|WNK1_uc001qir.3_Missense_Mutation_p.E399KNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23ATTGGAAGGAGAGTTCAAACA0.343

+ 18 4307WNK1_uc001qip.3_Missense_Mutation_p.R1020Q|WNK1_uc001qir.3_Missense_Mutation_p.R440QNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CCAGAAAGCCGATTACGAGAA0.408

+ 24 6250WNK1_uc001qip.3_Missense_Mutation_p.P1667S|WNK1_uc001qir.3_Missense_Mutation_p.P1088SNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CATAACCATCCCTGGTATCTC0.498

+ 5 744ADIPOR2_uc001qjn.2_Missense_Mutation_p.V183INM_024551 NP_078827 Q86V24 ADR2_HUMANHelical; Name=2; (Potential). 0AGAGAAGGTGGTCTTTGGATT0.468

+ 4 1005CACNA2D4_uc001qjp.2_Intron|CACNA2D4_uc009zds.1_Intron|CACNA2D4_uc009zdt.1_Intron|CACNA2D4_uc009zdr.1_Intron|LRTM2_uc001qju.2_Missense_Mutation_p.P67S|LRTM2_uc010sdx.1_Missense_Mutation_p.P67S|LRTM2_uc001qjv.2_IntronNM_001039029 NP_001034118 Q8N967 LRTM2_HUMANLRRNT.|Extracellular (Potential). 1CCCAGACGTGCCCGCAGCCAC0.647

- 2 356TULP3_uc010sef.1_5'Flank|FOXM1_uc001qle.2_Missense_Mutation_p.E31K|FOXM1_uc001qlg.2_Missense_Mutation_p.E31K|FOXM1_uc009zea.2_Missense_Mutation_p.E31K|FOXM1_uc009zeb.2_Missense_Mutation_p.E31K|C12orf32_uc001qlh.2_5'Flank|C12orf32_uc010see.1_5'Flank|C12orf32_uc001qli.2_5'FlankNM_021953 NP_068772 Q08050 FOXM1_HUMAN 2CTCTTAGGTTCCTCCTCTGAT0.507

+ 11 1309TULP3_uc009zec.1_Missense_Mutation_p.A137T|TULP3_uc010seg.1_RNA|TULP3_uc001qlj.2_Missense_Mutation_p.A410T|TULP3_uc010sei.1_Missense_Mutation_p.A234TNM_003324 NP_003315 O75386 TULP3_HUMAN 0TGGACGTGTGGCAGATGACGT0.408

- 5 650C12orf4_uc001qmt.2_Nonsense_Mutation_p.Q188*NM_020374 NP_065107 Q9NQ89 CL004_HUMAN 0TTTACATCTTGATCTGTCAGT0.338

+ 1 1755 NM_002234 NP_002225 P22460 KCNA5_HUMANHelical; Name=Segment S6; (Potential). 4CTCACCATTGCCCTGCCTGTG0.607

- 13 1450 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANCytoplasmic (Potential). 7TAGCCCAGTCGCATCTGTAGC0.413

- 6 792VWF_uc010set.1_Missense_Mutation_p.T181I|VWF_uc001qno.1_Missense_Mutation_p.T218INM_000552 NP_000543 P04275 VWF_HUMAN VWFD 1. 12AGGGTCCGAGGTCAAGGTCCC0.507

+ 2 449CD9_uc010seu.1_Missense_Mutation_p.P2L|CD9_uc010sev.1_Missense_Mutation_p.P2L|CD9_uc001qnq.1_Missense_Mutation_p.P2LNM_001769 NP_001760 P21926 CD9_HUMANCytoplasmic (Potential). 1CTCACCATGCCGGTCAAAGGA0.637

- 3 933SCNN1A_uc001qnv.2_5'UTR|SCNN1A_uc001qnw.2_Missense_Mutation_p.P274L|SCNN1A_uc010sfb.1_Missense_Mutation_p.P238LNM_001038 NP_001029 P37088 SCNNA_HUMANExtracellular (By similarity). 0GTCCACCTGGGGGTTGTTGTC0.507

+ 7 893LTBR_uc010sfc.1_Missense_Mutation_p.T223I|LTBR_uc001qnz.1_Missense_Mutation_p.T237INM_002342 NP_002333 P36941 TNR3_HUMANHelical; (Potential). 2CTCCTTGCCACCGTCTTCTCC0.582



+ 30 4005NCAPD2_uc010sfd.1_Missense_Mutation_p.S1275FNM_014865 NP_055680 Q15021 CND1_HUMAN 5AAGAAACCATCCACTGGTACG0.532

- 10 1605CHD4_uc001qpn.2_Missense_Mutation_p.P474S|CHD4_uc001qpp.2_Missense_Mutation_p.P478SNM_001273 NP_001264 Q14839 CHD4_HUMAN PHD-type 2. 2GGGATCTCTGGAAGTGGGGGA0.522

- 6 744CHD4_uc001qpn.2_Missense_Mutation_p.P187S|CHD4_uc001qpp.2_Missense_Mutation_p.P191SNM_001273 NP_001264 Q14839 CHD4_HUMAN 2GCAATCTTGGGATTTTTGGCA0.448

- 5 603CHD4_uc001qpn.2_Missense_Mutation_p.E140K|CHD4_uc001qpp.2_Missense_Mutation_p.E144KNM_001273 NP_001264 Q14839 CHD4_HUMAN 2GATTTAGGCTCCTGCAGAAAG0.468

- 2 1314LPAR5_uc001qps.2_Missense_Mutation_p.D345N|LPAR5_uc010sff.1_Missense_Mutation_p.D345NNM_001142961 NP_001136433 Q9H1C0 LPAR5_HUMANCytoplasmic (Potential). 2CTGGCGGCATCCGGCCTGGTG0.682

- 2 1107LPAR5_uc001qps.2_Missense_Mutation_p.R276C|LPAR5_uc010sff.1_Missense_Mutation_p.R276CNM_001142961 NP_001136433 Q9H1C0 LPAR5_HUMANExtracellular (Potential). 2AGCACCCCGCGCACGCGATCG0.682

- 3 488C12orf53_uc001qqg.1_Missense_Mutation_p.L138FNM_153685 NP_710152 Q8IYJ0 CL053_HUMANExtracellular (Potential). 0GGGGTTGCGAGCCCATGAGGG0.612

+ 6 820COPS7A_uc009zex.2_RNA|COPS7A_uc001qqk.2_Missense_Mutation_p.R194H|COPS7A_uc001qql.2_RNA|COPS7A_uc001qqh.2_Missense_Mutation_p.R194H|COPS7A_uc001qqi.2_Missense_Mutation_p.R194H|COPS7A_uc001qqm.2_RNA|COPS7A_uc001qqn.3_Missense_Mutation_p.R194H|COPS7A_uc001qqo.2_Missense_Mutation_p.R194HNM_001164094 NP_001157566 Q9UBW8 CSN7A_HUMAN Potential. 1CAGGTGAGCCGTGCCAACCAA0.602 rs146030026

+ 2 524LAG3_uc001qqs.2_Missense_Mutation_p.A59T|LAG3_uc001qqu.2_5'UTRNM_002286 NP_002277 P18627 LAG3_HUMANIg-like V-type.|Extracellular (Potential). 0TCTGCGAAGAGCAGGGGTCAC0.652

+ 8 892GNB3_uc001qrc.2_Missense_Mutation_p.D119N|GNB3_uc009zfe.2_Missense_Mutation_p.D163NNM_002075 NP_002066 P16520 GBB3_HUMAN WD 3. 0CAGCTCGGGGGACACCACGTG0.587

+ 1 132CDCA3_uc001qre.2_5'Flank|CDCA3_uc001qrg.2_5'Flank|USP5_uc001qrh.3_Missense_Mutation_p.V25INM_001098536 NP_001092006 P45974 UBP5_HUMAN 4TGGAGACCGGGTCCACAAAGA0.627

+ 9 1183USP5_uc001qrh.3_Missense_Mutation_p.T375INM_001098536 NP_001092006 P45974 UBP5_HUMAN 4GATTTCAGCACCCAGGTGTAT0.537

+ 14 1805USP5_uc001qrh.3_Nonsense_Mutation_p.W582*NM_001098536 NP_001092006 P45974 UBP5_HUMAN 4GCTTAGACTGGGTGCCCAAGA0.473

+ 7 994PTPN6_uc001qsa.1_Missense_Mutation_p.L253S|PTPN6_uc010sfr.1_Missense_Mutation_p.L212S|PTPN6_uc009zfl.1_Missense_Mutation_p.L251S|PTPN6_uc010sfs.1_Missense_Mutation_p.L239SNM_002831 NP_002822 P29350 PTN6_HUMANTyrosine-protein phosphatase. 1TCTCAGAGTTTGCAGAAGCAG0.582

- 6 838PHB2_uc010sft.1_Intron|PHB2_uc010sfu.1_3'UTR|PHB2_uc001qse.1_5'Flank|PHB2_uc001qsf.1_5'Flank|PHB2_uc009zfn.1_5'Flank|SCARNA12_uc001qsg.2_5'FlankNM_001144831 NP_001138303 Q99623 PHB2_HUMAN Potential. 3AAGAATTGGGCCCGCTGGGCC0.592

- 2 290C1R_uc010sfz.1_Splice_Site_p.K91_splice|C1R_uc010sga.1_Splice_Site_p.K77_spliceNM_001733 NP_001724 P00736 C1R_HUMAN 0CCTGCCCCTACCTTGACATAA0.572

- 13 3235CD163L1_uc010sge.1_Missense_Mutation_p.A1080VNM_174941 NP_777601 Q9NR16 C163B_HUMANSRCR 10.|Extracellular (Potential). 11CACCACGTGGGCATCGCTCAG0.617

- 2 447 NM_004054 NP_004045 Q16581 C3AR_HUMANCytoplasmic (Potential). 1AGACAGCGATCCAGGCTAATG0.512

+ 24 3037A2ML1_uc001qva.1_Missense_Mutation_p.P560L|A2ML1_uc010sgm.1_Missense_Mutation_p.P480LNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3TTGTTTGCTCCCATCATCTAT0.552

+ 29 3745A2ML1_uc001qva.1_Missense_Mutation_p.A796V|A2ML1_uc010sgm.1_Missense_Mutation_p.A716VNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3AAGGAGATAGCGAAGGCCACT0.532

- 23 2564DDX12_uc001qvx.3_Missense_Mutation_p.G12D|DDX12_uc001qvy.1_Missense_Mutation_p.G12DNM_004400 NP_004391 0TACTTACCGGCCTAGGTTGTC0.602

- 23 2500DDX12_uc001qvx.3_5'UTR|DDX12_uc001qvy.1_5'UTRNM_004400 NP_004391 0AGGAGCAGGGCCCCTGTCACG0.567

+ 1 33CLEC2D_uc001qwf.1_Missense_Mutation_p.S4N|CLEC2D_uc009zgs.1_RNA|CLEC2D_uc001qwh.1_RNA|CLEC2D_uc009zgt.1_RNANM_013269 NP_037401 Q9UHP7 CLC2D_HUMANCytoplasmic (Potential). 0ATGCATGACAGTAACAATGTG0.418

- 1 27KLRC2_uc010she.1_Missense_Mutation_p.T7I|KLRC2_uc001qyk.2_Missense_Mutation_p.T7INM_002261 NP_002252 Q07444 NKG2E_HUMANCytoplasmic (Potential). 3TTCTGAGAAGGTTCCTCTTTG0.433 rs149277235

- 3 530 NM_018423 NP_060893 Q6J9G0 STYK1_HUMAN 8GCATCCGTGTCATGCCCATTG0.478

- 9 1327CSDA_uc001qyu.2_Missense_Mutation_p.P293SNM_003651 NP_003642 P16989 DBPA_HUMAN 4GGTGGAGCAGGGTTCTCAGTT0.512

- 5 652PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_RNA|PRB4_uc001qzf.1_IntronNM_006250 NP_006241 P02810 PRPC_HUMANInhibits hydroxyapatite formation, binds to hydroxyapatite and calcium.0 TTCATCTTACCTTCATTTAAA0.483

- 1 521PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_176890 NP_795371 P59544 T2R50_HUMANExtracellular (Potential). 2CCTTCATATTCTTCTGCCCAC0.393

- 3 375 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN10 X 21 AA tandem repeats of [RH]-P-G-K- P-[EQ]-G-[PQS]-P-[PS]-Q-[GE]-G-N-[QK]- [SP]-[QR]-[GR]-P-P-P.|Pro-rich.|3.1CGAGGTGGGGGACCTTGGGAC0.642

- 3 456PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0TGGGGGTGGTCCTTGTGGCTT0.617

+ 3 697ETV6_uc001raa.1_Intron|BCL2L14_uc001raf.1_RNA|BCL2L14_uc001rad.2_Missense_Mutation_p.P166S|BCL2L14_uc001rae.2_Missense_Mutation_p.P166SNM_138723 NP_620049 Q9BZR8 B2L14_HUMAN 1CTCCTGGCCACCACCACAAGC0.517

- 13 3085BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Nonsense_Mutation_p.W981*NM_002336 NP_002327 O75581 LRP6_HUMANLDL-receptor class B 16.|Extracellular (Potential).|Beta-propeller 4.12GTGAGTCAATCCAATAGAGTT0.463

- 12 2694BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Missense_Mutation_p.S851NNM_002336 NP_002327 O75581 LRP6_HUMANExtracellular (Potential).|Beta-propeller 3.|LDL-receptor class B 15.12GCTGCGTCGGCTCCAGTCCGT0.468

- 11 2544BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_Missense_Mutation_p.A801VNM_002336 NP_002327 O75581 LRP6_HUMANExtracellular (Potential).|LDL-receptor class B 13.|Beta-propeller 3.12CCTCCTTTTAGCATAATCAAT0.398

- 3 568MANSC1_uc010shm.1_Missense_Mutation_p.E38K|MANSC1_uc001raj.1_Missense_Mutation_p.E70K|MANSC1_uc009zht.1_Missense_Mutation_p.E23KNM_018050 NP_060520 Q9H8J5 MANS1_HUMANMANSC.|Extracellular (Potential). 0GGACAGGCTTCCTCGTTGGGA0.378

- 2 243GPR19_uc001raq.2_Missense_Mutation_p.P17LNM_006143 NP_006134 Q15760 GPR19_HUMANExtracellular (Potential). 1CAGAAGTGTAGGAATAATCAA0.448

- 3 709 NM_000834 NP_000825 Q13224 NMDE2_HUMANExtracellular (Potential). 12CTGGTAGCCAGGGAAATAGGT0.478

+ 2 733ATF7IP_uc010shs.1_Missense_Mutation_p.G192D|ATF7IP_uc001rbu.2_Missense_Mutation_p.G192D|ATF7IP_uc001rbv.1_Missense_Mutation_p.G192D|ATF7IP_uc001rbx.2_Missense_Mutation_p.G192D|ATF7IP_uc010sht.1_Missense_Mutation_p.G192D|ATF7IP_uc001rby.3_Missense_Mutation_p.G192D|ATF7IP_uc001rbz.1_Missense_Mutation_p.G192D|ATF7IP_uc001rca.2_Missense_Mutation_p.G192D|ATF7IP_uc001rcb.2_5'FlankNM_018179 NP_060649 Q6VMQ6 MCAF1_HUMAN 5GCCACCTCTGGTGATGCCACT0.572

- 10 1566 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0GTATTACAGGGGTCACCTCTA0.433

+ 4 1036AEBP2_uc001ree.2_Missense_Mutation_p.A337V|AEBP2_uc001reg.1_Missense_Mutation_p.A108VNM_001114176 NP_001107648 Q6ZN18 AEBP2_HUMAN C2H2-type 3. 1GGCTGCAATGCCAGCTTTGCT0.448

+ 9 1325SLCO1C1_uc010sii.1_Missense_Mutation_p.D324N|SLCO1C1_uc010sij.1_Missense_Mutation_p.D275N|SLCO1C1_uc009zip.2_Missense_Mutation_p.D158N|SLCO1C1_uc001rei.2_Missense_Mutation_p.D324N|SLCO1C1_uc010sik.1_Missense_Mutation_p.D206NNM_017435 NP_059131 Q9NYB5 SO1C1_HUMANCytoplasmic (Potential). 7TGATCACACAGACTACCAAAC0.333

- 14 2053SLCO1A2_uc001res.2_Missense_Mutation_p.Y601C|SLCO1A2_uc010siq.1_Missense_Mutation_p.Y469C|SLCO1A2_uc010sio.1_Missense_Mutation_p.Y469C|SLCO1A2_uc010sip.1_Missense_Mutation_p.Y469CNM_021094 NP_066580 P46721 SO1A2_HUMANExtracellular (Potential). 4CAATCCGAGGTAGATGTATCT0.318

- 34 4129ABCC9_uc001rfh.2_Missense_Mutation_p.I1370N|ABCC9_uc001rfj.1_Missense_Mutation_p.I1334NNM_005691 NP_005682 O60706 ABCC9_HUMANCytoplasmic (Potential).|ABC transporter 2. 6ATCAATGACAATTTTTCCTGT0.328

+ 8 1308 CMAS_uc001rfn.2_RNANM_018686 NP_061156 Q8NFW8 NEUA_HUMAN 3TGTAATGGTGGCCGTGGTGCC0.433

- 5 1143ST8SIA1_uc009zix.2_Missense_Mutation_p.P78SNM_003034 NP_003025 Q92185 SIA8A_HUMANLumenal (Potential). 3GAAAAGGCAGGCATGTAGATG0.388

- 22 2761KIAA0528_uc010sir.1_Missense_Mutation_p.E660K|KIAA0528_uc010sis.1_Missense_Mutation_p.E845K|KIAA0528_uc010sit.1_Missense_Mutation_p.E847K|KIAA0528_uc010siu.1_Missense_Mutation_p.E845K|KIAA0528_uc001rfr.2_Missense_Mutation_p.E836KNM_014802 NP_055617 Q86YS7 K0528_HUMAN 4CTTAACCAACCTTTAGCTGGT0.378

- 3 381KIAA0528_uc010sir.1_5'UTR|KIAA0528_uc010sis.1_Nonsense_Mutation_p.W51*|KIAA0528_uc010sit.1_Nonsense_Mutation_p.W51*|KIAA0528_uc010siu.1_Nonsense_Mutation_p.W51*|KIAA0528_uc001rfr.2_Nonsense_Mutation_p.W51*|KIAA0528_uc009ziy.1_Nonsense_Mutation_p.W51*NM_014802 NP_055617 Q86YS7 K0528_HUMAN C2. 4ACTCCGAGTTCCACTGAGGGT0.323



+ 19 2166LRMP_uc010sja.1_Missense_Mutation_p.E378K|LRMP_uc010sjb.1_Missense_Mutation_p.E325K|LRMP_uc001rgi.2_Intron|LRMP_uc010sjc.1_Missense_Mutation_p.E378K|LRMP_uc010sjd.1_Missense_Mutation_p.E325KNM_006152 NP_006143 Q12912 LRMP_HUMANCytoplasmic (Potential). 2TGCTGAAGAAGAAAAATGTGA0.398

- 7 668CASC1_uc001rgk.2_Missense_Mutation_p.D202N|CASC1_uc001rgm.3_Missense_Mutation_p.D260N|CASC1_uc001rgj.2_Missense_Mutation_p.D156N|CASC1_uc010sje.1_Missense_Mutation_p.D137N|CASC1_uc010sjf.1_Missense_Mutation_p.D84N|CASC1_uc010sjg.1_Missense_Mutation_p.D196NNM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN 2CTGTCCAGATCTGCCAAAGTA0.363

+ 3 686SSPN_uc001rhd.2_Missense_Mutation_p.L93F|SSPN_uc009zjf.2_Intron|SSPN_uc001rhf.3_IntronNM_005086 NP_005077 Q14714 SSPN_HUMANHelical; (Potential). 0ACTGTTCTTACTCATCCAGAT0.512

+ 3 779SSPN_uc001rhd.2_Missense_Mutation_p.G124S|SSPN_uc009zjf.2_Intron|SSPN_uc001rhf.3_IntronNM_005086 NP_005077 Q14714 SSPN_HUMANCytoplasmic (Potential). 0CTTCTATGTGGGTGTCAGGAT0.478

- 57 8515 NM_002223 NP_002214 Q14571 ITPR2_HUMANCytoplasmic (Potential). 14TATCAGTGTGGTGGCATGTGA0.498

+ 6 876FAR2_uc001rit.2_Nonsense_Mutation_p.W243*|FAR2_uc009zjm.2_Nonsense_Mutation_p.W146*|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0TTTAGGGTTGGGTTGATAATA0.289

- 5 416 ERGIC2_uc001riw.2_RNANM_016570 NP_057654 Q96RQ1 ERGI2_HUMANLumenal (Potential). 1TCTGCTAAATCCAATACATCC0.363

- 15 2342TMTC1_uc001riz.2_Missense_Mutation_p.G380D|TMTC1_uc001rja.2_Missense_Mutation_p.G467D|TMTC1_uc001riy.2_Missense_Mutation_p.G76DNM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN 0TTTTGTCTGACCCATCACGGC0.453

- 17 3377DENND5B_uc001rkh.1_Missense_Mutation_p.P1099L|DENND5B_uc009zjq.1_IntronNM_144973 NP_659410 Q6ZUT9 DEN5B_HUMAN 2CTTCTGCTGGGGTGGAGTCCG0.428

- 3 631DENND5B_uc001rkh.1_Missense_Mutation_p.A184T|DENND5B_uc009zjq.1_Missense_Mutation_p.A68T|DENND5B_uc001rkj.2_Missense_Mutation_p.A171T|DENND5B_uc001rkk.1_Missense_Mutation_p.A71TNM_144973 NP_659410 Q6ZUT9 DEN5B_HUMAN 2GAAGATGAAGCATACACACTG0.408

- 20 1694CPNE8_uc001rlr.1_Missense_Mutation_p.S196FNM_153634 NP_705898 Q86YQ8 CPNE8_HUMAN 1TCTCATATAGGAGAGAAACTG0.478

- 5 389 NM_153634 NP_705898 Q86YQ8 CPNE8_HUMAN C2 1. 1GGGGCTCTTTGAATCAACATC0.234

- 27 3670KIF21A_uc001rlv.2_Missense_Mutation_p.T180I|KIF21A_uc001rlw.2_Missense_Mutation_p.T492I|KIF21A_uc001rlx.2_Missense_Mutation_p.T1162I|KIF21A_uc001rlz.2_Missense_Mutation_p.T1139I|KIF21A_uc010skl.1_Missense_Mutation_p.T1155INM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7TCCTGTACTAGTGTCTGAAGC0.483

- 1 1042 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transmembrane type-1.|Interaction with PEX19. 6GATTGGTCAGGGTTTGCCAGC0.413

+ 10 1861PDZRN4_uc001rmq.3_Missense_Mutation_p.T539I|PDZRN4_uc009zjz.2_Missense_Mutation_p.T537I|PDZRN4_uc001rmr.2_Missense_Mutation_p.T424INM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11AAAGCCAAAACCACTGAGCAA0.498

+ 6 631PPHLN1_uc001rmy.2_Missense_Mutation_p.G194S|PPHLN1_uc001rna.2_Missense_Mutation_p.G128S|PPHLN1_uc001rne.2_Intron|PPHLN1_uc001rnb.2_Missense_Mutation_p.G183S|PPHLN1_uc001rnd.2_Missense_Mutation_p.G128S|PPHLN1_uc001rnc.2_Missense_Mutation_p.G176S|PPHLN1_uc001rnf.2_Intron|PPHLN1_uc010skq.1_Intron|PPHLN1_uc010skr.1_Missense_Mutation_p.G121S|PPHLN1_uc010sks.1_Intron|PPHLN1_uc010skt.1_Intron|PPHLN1_uc001rni.1_Missense_Mutation_p.G121S|PPHLN1_uc001rnh.1_RNA|PPHLN1_uc010sku.1_Intron|PPHLN1_uc001rnj.2_5'FlankNM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN Ser-rich. 2CGTGCGTCCTGGTGCCTCCTA0.498

+ 11 1163PPHLN1_uc010skr.1_Missense_Mutation_p.P298L|PPHLN1_uc010sks.1_Missense_Mutation_p.P279L|PPHLN1_uc010skt.1_Missense_Mutation_p.P233L|PPHLN1_uc001rni.1_Missense_Mutation_p.P298L|PPHLN1_uc001rnh.1_RNA|PPHLN1_uc010sku.1_IntronNM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 CAggtaccccctgtgaggaac 0.01

- 23 3269ADAMTS20_uc001rno.1_Missense_Mutation_p.T244I|ADAMTS20_uc001rnp.1_Missense_Mutation_p.T244INM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 6. 19TCCACATGTGGTTGTGCACTG0.368

- 2 751PUS7L_uc001rnr.3_Missense_Mutation_p.V88I|PUS7L_uc001rns.3_Missense_Mutation_p.V88I|PUS7L_uc009zkb.2_IntronNM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1AAAGTATGAACTTCTTGGTTT0.333

- 11 2585SFRS2IP_uc001row.2_Missense_Mutation_p.K451N|SFRS2IP_uc001roy.1_Missense_Mutation_p.K840NNM_004719 NP_004710 Q99590 SCAFB_HUMAN 0CAGTTTCAACCTTTTCATCCG0.358

- 4 583SFRS2IP_uc001roy.1_Missense_Mutation_p.K173R|SFRS2IP_uc009zki.1_RNANM_004719 NP_004710 Q99590 SCAFB_HUMAN 0AAGACTTACCTTAACATAACC0.299

- 6 921SLC38A2_uc010sli.1_5'Flank|SLC38A2_uc001rph.2_Splice_Site_p.A61_spliceNM_018976 NP_061849 Q96QD8 S38A2_HUMAN 2AAAATTCTTACCTCCAATGTT0.383

- 3 612SLC38A2_uc001rph.2_5'UTRNM_018976 NP_061849 Q96QD8 S38A2_HUMANCytoplasmic (Potential).|Regulates protein turnover upon amino acid deprivation (By similarity).2TTCTTCTTCCCCAAATTCGAT0.284

- 3 765FAM113B_uc001rpn.2_5'Flank|AMIGO2_uc001rpk.2_Missense_Mutation_p.A37V|AMIGO2_uc001rpl.2_Missense_Mutation_p.A37VNM_001143668 NP_001137140 Q86SJ2 AMGO2_HUMAN 2CACCCCAGAGGCACCAGGGCC0.587

- 13 1642RPAP3_uc010slk.1_Splice_Site_p.Q350_splice|RPAP3_uc001rps.2_Splice_Site_p.Q475_spliceNM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1TTTCTACTCACTGCAGGGATG0.358

- 11 900COL2A1_uc001rqv.2_Missense_Mutation_p.G171DNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2ACCACGGGGACCCATGGGACC0.483

- 9 794COL2A1_uc001rqv.2_Missense_Mutation_p.P136SNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2GGTCCCATGGGGCCCTGCATC0.552

- 2 360COL2A1_uc001rqv.2_IntronNM_001844 NP_001835 P02458 CO2A1_HUMAN VWFC. 2GAGGACAGTCCCAGTGTCACA0.577

+ 10 1017PFKM_uc001rra.1_Translation_Start_Site|PFKM_uc001rrb.1_Missense_Mutation_p.V354M|PFKM_uc001rrd.2_Translation_Start_Site|PFKM_uc001rre.1_Missense_Mutation_p.V283M|PFKM_uc001rrg.1_IntronNM_000289 NP_000280 P08237 K6PF_HUMAN 4CCTTCAGCTGGTGGTTAAGCG0.527

- 6 1361ZNF641_uc001rro.1_Missense_Mutation_p.P385L|ZNF641_uc010sls.1_Missense_Mutation_p.P376LNM_152320 NP_689533 Q96N77 ZN641_HUMAN 2GCACTGGAAGGGCTTCTCCCC0.592

- 6 844ZNF641_uc001rro.1_Missense_Mutation_p.D213N|ZNF641_uc010sls.1_Missense_Mutation_p.D204NNM_152320 NP_689533 Q96N77 ZN641_HUMANTransactivation. 2GGCATGGAATCCCAGCTCTCA0.522

- 1 109 NM_002289 NP_002280 P00709 LALBA_HUMAN 0CAGCAGCTGGGACAGCTCACA0.502

- 3 609CCNT1_uc009zkz.1_5'UTRNM_001240 NP_001231 O60563 CCNT1_HUMAN 6TTGGGCTGCTCCTCCACTTTA0.393

- 6 2104ADCY6_uc001rsj.3_Missense_Mutation_p.C482R|ADCY6_uc001rsi.3_Missense_Mutation_p.C482R|ADCY6_uc010slw.1_5'FlankNM_015270 NP_056085 O43306 ADCY6_HUMANCytoplasmic (Potential). 0AGGACGCCGCAGTGCACGCGC0.627

+ 6 1219 NM_033124 NP_149115 Q8IXS2 CCD65_HUMAN 2GAAAGTAATGCCACCCTCAAG0.488

- 4 319uc001rsw.2_Intron|PRKAG1_uc010smd.1_Splice_Site_p.G52_splice|PRKAG1_uc001rsx.2_Splice_Site|PRKAG1_uc001rsz.2_Splice_Site_p.V84_splice|PRKAG1_uc009zlb.2_Splice_Site|PRKAG1_uc010sme.1_Splice_Site_p.G84_spliceNM_002733 NP_002724 P54619 AAKG1_HUMAN 1CTTTTGCTTACCCACAAAACT0.458

- 34 10052 NM_003482 NP_003473 O14686 MLL2_HUMAN Gln-rich. 41CCCTTGATTGGACACCATAGC0.622

- 2 322RHEBL1_uc001rtd.1_Missense_Mutation_p.V35M|RHEBL1_uc009zlc.1_RNANM_144593 NP_653194 Q8TAI7 REBL1_HUMANEffector region (By similarity). 2CTATTCTCCACTGTAGGATCG0.507

- 9 1076LMBR1L_uc001rtg.3_Missense_Mutation_p.A240V|LMBR1L_uc001rti.3_Missense_Mutation_p.A245V|LMBR1L_uc001rtj.1_Missense_Mutation_p.A89V|LMBR1L_uc009zld.1_Missense_Mutation_p.A118V|LMBR1L_uc010smf.1_RNANM_018113 NP_060583 Q6UX01 LMBRL_HUMANCytoplasmic (Potential). 1CTCCTCAAAGGCTGAGCAGTA0.592

+ 2 228TUBA1C_uc001rts.2_Missense_Mutation_p.G8E|TUBA1C_uc010smh.1_Missense_Mutation_p.G113ENM_032704 NP_116093 Q9BQE3 TBA1C_HUMAN 0AAGACCATTGGGGGAGGAGAT0.567 rs139215369

+ 4 796 NM_006262 NP_006253 P41219 PERI_HUMAN Linker 2.|Rod. 0AGACCTGCAGGTGAGTGTGGA0.642

+ 4 631TROAP_uc009zlh.2_Missense_Mutation_p.G155E|TROAP_uc001rty.2_5'FlankNM_005480 NP_005471 Q12815 TROAP_HUMAN 1CTGGTTCGAGGAAGTCAGGGA0.607

+ 13 2223SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.L412F|SPATS2_uc001ruf.2_Missense_Mutation_p.L412F|SPATS2_uc001rug.2_Missense_Mutation_p.L412FNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN Ser-rich. 1TCCTCCCAGCCTTACAAGTGC0.537

- 4 1210FAM186B_uc010smk.1_Missense_Mutation_p.T256INM_032130 NP_115506 Q8IYM0 F186B_HUMAN 1CCTTGGGAGGGTCTCTCTCTC0.542

- 8 2678NCKAP5L_uc001rvc.3_Missense_Mutation_p.V30M|NCKAP5L_uc001rvb.2_Missense_Mutation_p.V419MNM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Pro-rich. 1CGAGGCACCACCTTGGTTGGT0.627

+ 1 746 NM_001651 NP_001642 P55064 AQP5_HUMANCytoplasmic (Potential). 0ATCACCCTGGCCCTCTTGGTG0.682

+ 2 1037 NM_001651 NP_001642 P55064 AQP5_HUMANHelical; (Potential). 0GTCACCCTGGGCCACCTTGTC0.637



- 17 2003RACGAP1_uc009zlm.1_Missense_Mutation_p.P565S|RACGAP1_uc001rvs.2_Missense_Mutation_p.P565S|RACGAP1_uc001rvu.2_Missense_Mutation_p.P565SNM_013277 NP_037409 Q9H0H5 RGAP1_HUMAN 1GGTGTCTGTGGTGTTGAAAAG0.438

+ 7 1275ACCN2_uc001rvv.2_Missense_Mutation_p.A349V|ACCN2_uc009zln.2_Missense_Mutation_p.A140V|ACCN2_uc009zlo.2_Missense_Mutation_p.A349VNM_001095 NP_001086 P78348 ACCN2_HUMANExtracellular (By similarity). 1GCAGATCCTGCTCTGGGTGAG0.587

- 11 1523LIMA1_uc001rwg.3_Missense_Mutation_p.G148D|LIMA1_uc001rwh.3_Missense_Mutation_p.G289D|LIMA1_uc001rwi.3_Missense_Mutation_p.G291D|LIMA1_uc001rwk.3_Missense_Mutation_p.G451D|LIMA1_uc010smr.1_RNA|LIMA1_uc010sms.1_RNANM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1ATCATAGTTGCCCTTAGATTT0.383

- 3 304LIMA1_uc001rwk.3_Missense_Mutation_p.A44T|LIMA1_uc010smr.1_RNA|LIMA1_uc010sms.1_RNANM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1TCTTCAGCTGCTTTCTGGTAC0.333

+ 21 2608DIP2B_uc009zlt.2_Missense_Mutation_p.V248INM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6CTTACTGATGGTTAGTGGTCG0.373

+ 3 372 ATF1_uc010smu.1_IntronNM_005171 NP_005162 P18846 ATF1_HUMAN KID. 329TCTTTTTTAGGTATCATCTTT0.443

- 7 695SLC11A2_uc001rxd.3_Missense_Mutation_p.D49N|SLC11A2_uc001rxc.3_Missense_Mutation_p.D200N|SLC11A2_uc001rxf.2_RNA|SLC11A2_uc010smx.1_Missense_Mutation_p.D196N|SLC11A2_uc001rxh.1_Missense_Mutation_p.D200N|SLC11A2_uc001rxj.1_Missense_Mutation_p.D200N|SLC11A2_uc001rxi.2_Missense_Mutation_p.D200N|SLC11A2_uc001rxk.1_Missense_Mutation_p.D229N|SLC11A2_uc010smy.1_Missense_Mutation_p.D163NNM_000617 NP_000608 P49281 NRAM2_HUMANHelical; (Potential). 1CCATATTTGTCCAAGAAGAGA0.488

+ 1 177LETMD1_uc010smz.1_Missense_Mutation_p.R41W|LETMD1_uc010sna.1_Missense_Mutation_p.R41W|LETMD1_uc001rxl.2_Intron|LETMD1_uc009zlv.2_RNA|LETMD1_uc001rxs.2_Missense_Mutation_p.R41W|LETMD1_uc009zlw.2_Missense_Mutation_p.R41W|LETMD1_uc001rxn.2_5'UTR|LETMD1_uc001rxo.2_RNA|LETMD1_uc001rxp.2_Missense_Mutation_p.R41W|LETMD1_uc001rxq.2_Missense_Mutation_p.R41W|LETMD1_uc001rxr.2_RNA|LETMD1_uc001rxt.2_5'FlankNM_015416 NP_056231 Q6P1Q0 LTMD1_HUMANCytoplasmic (Potential).|Required and sufficient for mitochondrial import.2GGGGGCCCCTCGGTGAGGGAC0.582

- 4 902TFCP2_uc001rxv.1_Missense_Mutation_p.R148K|TFCP2_uc009zlx.1_Missense_Mutation_p.R148K|TFCP2_uc001rxx.2_Missense_Mutation_p.R148K|TFCP2_uc009zly.1_Missense_Mutation_p.R50KNM_005653 NP_005644 Q12800 TFCP2_HUMAN DNA-binding. 1GTCAAGAATTCTGTCTCCAGG0.438

- 4 885TFCP2_uc001rxv.1_Nonsense_Mutation_p.W142*|TFCP2_uc009zlx.1_Nonsense_Mutation_p.W142*|TFCP2_uc001rxx.2_Nonsense_Mutation_p.W142*|TFCP2_uc009zly.1_Nonsense_Mutation_p.W44*NM_005653 NP_005644 Q12800 TFCP2_HUMAN DNA-binding. 1CAGGTCGGTTCCACCTCCAGC0.433

- 3 457POU6F1_uc001rxz.2_Missense_Mutation_p.P89S|POU6F1_uc001rya.2_Missense_Mutation_p.P89SNM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1GTTGGTGTGGGCTGGATGGGC0.602

+ 2 380 NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7TTTGCCTTTCATCTACGGGGA0.557

+ 7 1030SCN8A_uc010snl.1_Nonsense_Mutation_p.W149*|SCN8A_uc001ryx.1_Nonsense_Mutation_p.W149*|SCN8A_uc001ryz.1_Nonsense_Mutation_p.W149*|SCN8A_uc001ryy.2_Nonsense_Mutation_p.W149*NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN I. 7GTGTTGTGTGGCCCATAAACT0.448

+ 2 207NR4A1_uc001rzr.2_5'FlankNM_173157 NP_775180 P22736 NR4A1_HUMAN 0GTTGGCCAAGGCCTGTTGGTC0.637

+ 3 913NR4A1_uc010sno.1_Missense_Mutation_p.P213L|NR4A1_uc001rzr.2_Missense_Mutation_p.P200L|NR4A1_uc009zmb.1_Missense_Mutation_p.P200L|NR4A1_uc001rzt.2_Missense_Mutation_p.P200L|NR4A1_uc009zmc.2_5'FlankNM_002135 NP_002126 P22736 NR4A1_HUMAN 0GGCCCCAGCCCCAGCCTGGCC0.652

+ 6 1638NR4A1_uc010sno.1_Missense_Mutation_p.A455T|NR4A1_uc001rzt.2_Missense_Mutation_p.A442T|NR4A1_uc009zmc.2_Silent_p.R55RNM_002135 NP_002126 P22736 NR4A1_HUMANLigand-binding (Potential). 0GCTGGAGTCGGCCTTCCTGGA0.617

- 7 1158KRT80_uc001rzw.2_Nonsense_Mutation_p.Q389*|KRT80_uc001rzy.2_Nonsense_Mutation_p.Q354*NM_182507 NP_872313 Q6KB66 K2C80_HUMAN Rod.|Coil 2. 0TGCTTGGCCTGCTGCAGGGCG0.617

- 6 985KRT86_uc010snq.1_Intron|KRT86_uc009zmg.2_Intron|KRT81_uc001sac.2_IntronNM_002281 NP_002272 Q14533 KRT81_HUMAN Rod.|Coil 2. 0CAGGGTCTCCCCGTGCCTGAT0.592

+ 2 198KRT86_uc009zmg.2_Missense_Mutation_p.P22L|KRT81_uc001sac.2_Intron|KRT86_uc001sad.2_Missense_Mutation_p.P22LNM_002284 NP_002275 O43790 KRT86_HUMAN Head. 1GGGCCCCGGCCCGGCCGCTGC0.672

- 2 607 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 1B. 1AGCTCTGAGGCCAGCCTCCCA0.627

- 1 347 NM_002282 NP_002273 P78385 KRT83_HUMAN Head. 1CAGGTTGAGGGGCGTGAGGAG0.642

- 3 829 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 1B. 1TCAGCATTGGCCCGACATACC0.507

- 9 1515 NM_004693 NP_004684 O95678 K2C75_HUMAN Tail. 0GCCGCTGCCCCCACCGAGGCC0.632

- 1 617KRT5_uc009zmh.2_Missense_Mutation_p.P152SNM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0AGGTTGAGGGGAGTCAGGAGA0.498

- 4 884KRT72_uc001saq.2_Splice_Site_p.G266_splice|KRT72_uc010sns.1_Splice_Site_p.G266_splice|KRT72_uc010snt.1_Splice_Site_p.G78_spliceNM_001146225 NP_001139697 Q14CN4 K2C72_HUMAN 6CAAGTCCTTACCCCTTCATAA0.498

- 7 1185 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Rod.|Coil 2. 6CAGTCCCCCCGCTGCTCGGCG0.662

+ 12 989TENC1_uc001sbl.2_Missense_Mutation_p.S161N|TENC1_uc001sbn.2_Missense_Mutation_p.S295N|TENC1_uc001sbo.1_Missense_Mutation_p.S285N|TENC1_uc001sbq.2_5'Flank|TENC1_uc001sbr.2_5'Flank|TENC1_uc009zmr.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMANPhosphatase tensin-type. 2AGATATATCAGCTACTTCAGT0.517

+ 20 3404TENC1_uc001sbl.2_Missense_Mutation_p.G966D|TENC1_uc001sbn.2_Missense_Mutation_p.G1100D|TENC1_uc001sbq.2_Missense_Mutation_p.G488D|TENC1_uc001sbr.2_RNA|TENC1_uc009zmr.2_Missense_Mutation_p.G585D|TENC1_uc001sbs.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2GGACCCTGGGGCCCAGAGCAG0.622

+ 6 1538ESPL1_uc001scj.2_Missense_Mutation_p.L158FNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3CTCTGAGCCGCTCTGTCAGCA0.522

+ 18 4068ESPL1_uc001scj.2_Missense_Mutation_p.A1001V|ESPL1_uc010soe.1_IntronNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3TTAGCCTCTGCTCCCCTGCGC0.557

+ 3 806SP1_uc010sog.1_Missense_Mutation_p.P230SNM_138473 NP_612482 P08047 SP1_HUMANTransactivation domain A (Gln-rich). 3GCAGGCTGTCCCCCTCCAAGG0.483

- 12 1641MAP3K12_uc001sdn.1_Missense_Mutation_p.L548FNM_006301 NP_006292 Q12852 M3K12_HUMAN 5AGTTTAGGGAGCAAAGACTCC0.552

- 11 1324ATF7_uc010sok.1_RNA|ATF7_uc001sdz.2_Missense_Mutation_p.P424S|ATF7_uc010sol.1_Missense_Mutation_p.P403S|uc001sdx.2_RNANM_001130059 NP_001123531 P17544 ATF7_HUMANEssential for binding adenovirus 2 E1A. 2ACAGGGGCTGGAGAACCCGTT0.557

- 6 714ATF7_uc010sok.1_Splice_Site|ATF7_uc001sdz.2_Splice_Site_p.S220_splice|ATF7_uc010sol.1_Splice_Site_p.S199_spliceNM_001130059 NP_001123531 P17544 ATF7_HUMAN 2ACAGAGCTCACCGATATAACA0.532

+ 9 1093HNRNPA1_uc001sfm.2_Missense_Mutation_p.G278E|HNRNPA1_uc009zng.2_Missense_Mutation_p.G278E|HNRNPA1_uc009znh.2_Missense_Mutation_p.G278E|HNRNPA1_uc009zni.2_Missense_Mutation_p.G265E|HNRNPA1_uc001sfn.2_Missense_Mutation_p.G225E|HNRNPA1_uc001sfo.3_RNA|HNRNPA1_uc009znj.1_Missense_Mutation_p.G233ENM_031157 NP_112420 P09651 ROA1_HUMANGly-rich.|Nuclear targeting sequence (M9). 3CCCATGAAGGGAGGAAATTTT0.433

- 3 455ZNF385A_uc001sfv.1_Missense_Mutation_p.R72K|ZNF385A_uc009zno.1_RNA|ZNF385A_uc010sov.1_Missense_Mutation_p.R91K|ZNF385A_uc001sfx.1_Missense_Mutation_p.R91K|ZNF385A_uc001sfy.3_Missense_Mutation_p.R111K|ZNF385A_uc001sfz.3_Missense_Mutation_p.R111KNM_015481 NP_056296 Q96PM9 Z385A_HUMAN 1CTCCCTGCCTCTGGTCTTGGC0.592

- 26 2748 NM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential). 2GGAGCTTCCCGTTTTTGCTGG0.532

- 17 1732 NM_002205 NP_002196 P08648 ITA5_HUMANExtracellular (Potential). 2CCGTACCCCTCCCTTCTGCTT0.552

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMANHelical; Name=2; (Potential). 2TTAGAAATTTCGTTCACAACC0.378

+ 1 469 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANHelical; Name=4; (Potential). 1TTTCCCACCCCTTATGCTTCT0.458

+ 1 782 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANExtracellular (Potential). 1AATCCATCTGCAAAAGAAAAG0.388

+ 1 506 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMANExtracellular (Potential). 0TTTTGTGACTCCAGCACTATT0.438

+ 1 235 NM_206899 NP_996782 Q8NGE3 O10P1_HUMANExtracellular (Potential). 2TGACATCGTGCCCAGGACCCT0.602

- 5 1945DNAJC14_uc001shu.1_Missense_Mutation_p.G581S|DNAJC14_uc009zob.1_Missense_Mutation_p.G581SNM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4ATCTTGAGGCCCAACATGCTT0.473

+ 6 1960SUOX_uc001siy.2_Missense_Mutation_p.P545L|SUOX_uc001siz.2_Missense_Mutation_p.P545L|SUOX_uc001sja.2_Missense_Mutation_p.P545LNM_000456 NP_000447 P51687 SUOX_HUMANMolybdenum-pterin domain (By similarity). 0TATGTCTCCCCATGAGCATGG0.522

+ 1 360ESYT1_uc001sjr.2_Missense_Mutation_p.A104TNM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN Potential. 5GAGCCTTCGAGCAGCGAGGCA0.642

+ 8 940ESYT1_uc001sjr.2_Missense_Mutation_p.S297FNM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5ATCATGGACTCCATTGCTGCC0.527



- 12 1247SMARCC2_uc001skd.2_Splice_Site_p.D381_splice|SMARCC2_uc001ska.2_Splice_Site_p.D381_splice|SMARCC2_uc001skc.2_Splice_Site_p.D381_splice|SMARCC2_uc010sqf.1_Splice_Site_p.D270_spliceNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6TCCTGTCTTACCCAGGTCGGT0.552

+ 7 1009SLC39A5_uc010sqi.1_Missense_Mutation_p.A142V|SLC39A5_uc010sqk.1_Missense_Mutation_p.A251VNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANHelical; (Potential). 2TTCCTGGGGGCCCTGGCGGTG0.617 rs144269176

- 6 598ANKRD52_uc001skn.1_RNANM_173595 NP_775866 Q8NB46 ANR52_HUMAN 2TCCTTTTTGTCACAGACATTC0.493

- 6 1083PAN2_uc001skz.2_Missense_Mutation_p.G237E|PAN2_uc001sky.2_Missense_Mutation_p.G237ENM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6TGACAGACTTCCTGAGAAGGC0.478

- 4 725GLS2_uc009zos.2_RNA|GLS2_uc001slk.2_Intron|GLS2_uc009zot.2_IntronNM_013267 NP_037399 Q9UI32 GLSL_HUMAN 2AAACTTCTTTCGGAATGCCTG0.512 rs148320432

- 19 3544BAZ2A_uc001slp.1_Missense_Mutation_p.G1115D|BAZ2A_uc001slo.1_5'Flank|BAZ2A_uc009zov.1_Missense_Mutation_p.G87D|BAZ2A_uc009zow.1_Missense_Mutation_p.G1085DNM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0GCGGTCCTGACCCAGGGAGAC0.498

- 7 1127 NM_001686 NP_001677 P06576 ATPB_HUMAN 1TTCCTGCATAGTACCCATGTC0.403

- 12 1482STAT6_uc009zpf.2_Missense_Mutation_p.V411M|STAT6_uc001sna.2_Missense_Mutation_p.V411M|STAT6_uc010srb.1_Missense_Mutation_p.V301M|STAT6_uc010src.1_Missense_Mutation_p.V301M|STAT6_uc010srd.1_Missense_Mutation_p.V301M|STAT6_uc009zpg.2_Missense_Mutation_p.V460MNM_003153 NP_003144 P42226 STAT6_HUMAN 4ACGATGACCACCAGGGGCAGA0.398

+ 32 5812 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential).|LDL-receptor class B 16. 22TCGATGCCATGCGGAGCCAGC0.612

+ 61 10224 NM_002332 NP_002323 Q07954 LRP1_HUMANLDL-receptor class B 30.|Extracellular (Potential). 22GAAACAAAGTCCATTAACCGA0.592

+ 64 10682 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential).|LDL-receptor class A 22. 22CAGTGACGAGGCCAACTGTGG0.607

+ 8 896SHMT2_uc001sng.1_Missense_Mutation_p.V192M|SHMT2_uc001snh.1_Missense_Mutation_p.V135M|SHMT2_uc009zpk.1_Missense_Mutation_p.V286M|SHMT2_uc001sni.1_Missense_Mutation_p.V275M|SHMT2_uc010srg.1_Missense_Mutation_p.V305M|SHMT2_uc001snj.1_Missense_Mutation_p.V200M|SHMT2_uc010srh.1_Missense_Mutation_p.V275M|SHMT2_uc001snk.1_Missense_Mutation_p.V200M|SHMT2_uc010sri.1_Missense_Mutation_p.V275M|SHMT2_uc001snl.2_Missense_Mutation_p.V200M|SHMT2_uc010srj.1_Translation_Start_SiteNM_005412 NP_005403 P34897 GLYM_HUMAN 2CCGGAAAGGGGTGAAGGCTGT0.562

+ 10 1159GLI1_uc009zpq.2_Missense_Mutation_p.P233SNM_005269 NP_005260 P08151 GLI1_HUMAN 15TCAACAGAAGCCGTATGTATG0.517

+ 1 288KIF5A_uc010srr.1_Missense_Mutation_p.G27ENM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3ATTCTGCGGGGAGACAAGTTC0.602

+ 6 1295DTX3_uc001sox.1_Missense_Mutation_p.G313R|DTX3_uc001soy.1_Missense_Mutation_p.G313R|GEFT_uc009zpy.2_5'Flank|GEFT_uc001soz.1_5'Flank|GEFT_uc001spb.2_5'Flank|GEFT_uc001spa.2_5'FlankNM_178502 NP_848597 Q8N9I9 DTX3_HUMAN 2CTGCACAGGGGGACCCCAGCT0.587

- 2 1194AGAP2_uc001spp.2_Nonsense_Mutation_p.W398*|AGAP2_uc001spr.2_Nonsense_Mutation_p.W62*NM_001122772 NP_001116244 Q99490 AGAP2_HUMAN 5GGCTCAAAGTCCATTCCTGGC0.572

+ 2 305TSPAN31_uc009zqb.2_Missense_Mutation_p.A51T|TSPAN31_uc010ssa.1_5'UTRNM_005981 NP_005972 Q12999 TSN31_HUMANHelical; (Potential). 0CGGAGTCATTGCTGTGGGAGT0.542

- 5 793CDK4_uc010ssb.1_Missense_Mutation_p.S69F|CDK4_uc001spw.2_Intron|uc010ssc.1_5'FlankNM_000075 NP_000066 P11802 CDK4_HUMANProtein kinase. 3TGCATATGTGGACTGCAGAAG0.478

+ 3 947MARCH9_uc001spy.2_Missense_Mutation_p.V66INM_138396 NP_612405 Q86YJ5 MARH9_HUMAN 0CTCCCTGACGGTCATCGAGAA0.592

+ 6 597 NM_033276 NP_150592 Q9Y6H3 ATP23_HUMAN 1CGAGACAGAGCCACTCTTTCT0.328

- 13 1966LRIG3_uc009zqh.2_Missense_Mutation_p.A514T|LRIG3_uc010ssh.1_RNANM_153377 NP_700356 Q6UXM1 LRIG3_HUMANIg-like C2-type 1. 4CCCTCACTGGCAAATTCCACC0.473

+ 3 312SLC16A7_uc001sqt.2_Missense_Mutation_p.P5S|SLC16A7_uc001squ.2_Missense_Mutation_p.P5S|SLC16A7_uc009zqi.2_5'UTR|SLC16A7_uc010ssi.1_5'UTRNM_004731 NP_004722 O60669 MOT2_HUMANCytoplasmic (Potential). 1GCCACCAATGCCAAGTGCCCC0.413

+ 11 1261USP15_uc001srb.1_Missense_Mutation_p.V389INM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3CTTGTAGGTGGTTGCCGAAGA0.348

+ 13 1642USP15_uc001srb.1_Missense_Mutation_p.E516KNM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3TAGTATTATGGAACGGGATGA0.259

+ 24 3498MON2_uc009zqj.2_Missense_Mutation_p.P1036L|MON2_uc010ssl.1_Missense_Mutation_p.P964L|MON2_uc010ssm.1_Missense_Mutation_p.P1013L|MON2_uc010ssn.1_Missense_Mutation_p.P1036L|MON2_uc001srf.2_Missense_Mutation_p.P799LNM_015026 NP_055841 Q7Z3U7 MON2_HUMAN 2TGTGTGGATCCCCGTCCTGCT0.458

- 6 1128 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4AACTCATTTCCCAGCAAGTGA0.378

- 3 798 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4CCCGGGGCCCCCACCCCTCCG0.677

+ 9 1323SRGAP1_uc001srt.2_Missense_Mutation_p.P423S|SRGAP1_uc001srv.2_Missense_Mutation_p.P383SNM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4CCTGAGTAAACCCAGCATCGC0.493

+ 4 309 NM_013254 NP_037386 Q9UHD2 TBK1_HUMAN Protein kinase. 5AAGACATAAAGTACTTATTAT0.279

+ 8 924 NM_013254 NP_037386 Q9UHD2 TBK1_HUMAN Protein kinase. 5CCTTGAAGCAGATCAGGAAAA0.368

+ 3 1633LEMD3_uc009zqo.1_Splice_Site_p.G542_spliceNM_014319 NP_055134 Q9Y2U8 MAN1_HUMAN 4CAGCTTGCAGGTAATTGTTTT0.279

+ 12 2530LEMD3_uc009zqo.1_Missense_Mutation_p.E841KNM_014319 NP_055134 Q9Y2U8 MAN1_HUMANInteraction with SMAD1, SMAD2, SMAD3 and SMAD5.4TCTGTCTCCAGAATATGCTGG0.289

+ 6 569MSRB3_uc001ssm.2_Missense_Mutation_p.D163N|MSRB3_uc009zqp.2_Missense_Mutation_p.D163NNM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2TACACCTGCGGATAGCAGTGG0.547

- 3 332LLPH_uc010ssx.1_RNA|TMBIM4_uc001std.2_Missense_Mutation_p.A55T|TMBIM4_uc009zqr.2_Missense_Mutation_p.A133T|TMBIM4_uc001ste.2_RNA|TMBIM4_uc001stf.2_Missense_Mutation_p.A86T|TMBIM4_uc009zqs.2_Missense_Mutation_p.A86TNM_016056 NP_057140 Q9HC24 TMBI4_HUMANHelical; (Potential). 2AAAATCAACGCAAAAATCAAA0.353

- 19 2673GRIP1_uc010sta.1_Missense_Mutation_p.S755N|GRIP1_uc001stj.2_Missense_Mutation_p.S593N|GRIP1_uc001stl.1_Missense_Mutation_p.S703N|GRIP1_uc001stm.2_Missense_Mutation_p.S811NNM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2GTCTTCATAACTCAGCCCCAC0.502

+ 9 1815CAND1_uc001sto.2_IntronNM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 10. 2CATGTTAACTGAGCTGGTAAA0.373

+ 14 3880CAND1_uc001sto.2_Missense_Mutation_p.P658LNM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 27. 2CTTGTTGAGCCATTACGTGCA0.403

+ 3 712DYRK2_uc001sts.3_Missense_Mutation_p.L31FNM_006482 NP_006473 Q92630 DYRK2_HUMAN 4GCGGACAGTGCTCACGACACA0.537

+ 25 2416NUP107_uc001sug.2_Missense_Mutation_p.M526I|NUP107_uc010stj.1_Missense_Mutation_p.M738INM_020401 NP_065134 P57740 NU107_HUMAN 1TTAAGCATATGAATTCAGTTC0.294

+ 3 423 NM_000239 NP_000230 P61626 LYSC_HUMAN 0GATCCACAAGGCATTAGAGCA0.373

+ 6 1331RAB3IP_uc001svl.1_Missense_Mutation_p.G279D|RAB3IP_uc001svm.2_Missense_Mutation_p.G279D|RAB3IP_uc001svn.2_Missense_Mutation_p.G279D|RAB3IP_uc001svo.2_RNA|RAB3IP_uc001svq.2_Missense_Mutation_p.G295D|RAB3IP_uc001svr.2_RNA|RAB3IP_uc001svs.2_RNA|RAB3IP_uc001svt.2_Missense_Mutation_p.G73DNM_175623 NP_783322 Q96QF0 RAB3I_HUMAN 1GCTATGAGTGGCAGTCATCAG0.448 rs61758771

+ 6 1064CNOT2_uc009zro.2_Missense_Mutation_p.G162E|CNOT2_uc009zrp.2_Missense_Mutation_p.G142E|CNOT2_uc009zrq.2_Missense_Mutation_p.G162ENM_014515 NP_055330 Q9NZN8 CNOT2_HUMAN 0AGCAGTTCAGGGTTAGGTAGC0.458

- 6 1324PTPRR_uc001swh.1_Missense_Mutation_p.V58A|PTPRR_uc009zrs.2_Missense_Mutation_p.V152A|PTPRR_uc010stq.1_Missense_Mutation_p.V191A|PTPRR_uc010str.1_Missense_Mutation_p.V152ANM_002849 NP_002840 Q15256 PTPRR_HUMANCytoplasmic (Potential). 3TTGAGGGTCCACGACAACATT0.537

+ 7 1010TPH2_uc001swy.2_Missense_Mutation_p.G200ENM_173353 NP_775489 Q8IWU9 TPH2_HUMAN 4TTTCTGGCAGGACTGGCCTAC0.522

+ 3 1189 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANExtracellular (Potential). 3CTTTAAAGTGCCCTATTCCTT0.358

- 1 769 NM_007350 NP_031376 Q8WV24 PHLA1_HUMAN PH. 0CTTGCCCTTGCGCTCCACACA0.612

- 2 1589 NM_024685 NP_078961 Q8TAM1 BBS10_HUMAN 2CGGAATATATGTTTCTAATTC0.353



+ 9 1091ZDHHC17_uc001syj.2_RNANM_015336 NP_056151 Q8IUH5 ZDH17_HUMANHelical; (Potential). 0GTTAGGAACTCCTTTCCTAGT0.353

+ 28 5535NAV3_uc001syo.2_Intron|NAV3_uc010sub.1_Intron|NAV3_uc009zsf.2_IntronNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17GCATAGATCTCGGTAAAGTGG0.413

- 14 2111PPP1R12A_uc010suc.1_Missense_Mutation_p.A528V|PPP1R12A_uc001sza.2_Missense_Mutation_p.A559V|PPP1R12A_uc010sud.1_Missense_Mutation_p.A615V|PPP1R12A_uc001szb.2_Missense_Mutation_p.A615V|PPP1R12A_uc001szc.2_IntronNM_002480 NP_002471 O14974 MYPT1_HUMAN Ser/Thr-rich. 7ACTATCCTCAGCCCACAAACG0.423

- 24 2886PPFIA2_uc010sue.1_Intron|PPFIA2_uc010sug.1_Splice_Site|PPFIA2_uc010suh.1_Splice_Site|PPFIA2_uc010sui.1_Splice_Site|PPFIA2_uc010suj.1_Splice_Site|PPFIA2_uc009zsi.1_Splice_Site|PPFIA2_uc010suf.1_Splice_Site|PPFIA2_uc009zsh.2_Splice_SiteNM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6CCAACCAAAGCTGTTAGATAG0.313

+ 2 397 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0ATGTACTCCTTTTGAACAGTT0.378

- 2 503 NM_005447 NP_005438 O75901 RASF9_HUMANRas-associating. 1CTCAAGCAAAGCCTGGATGAC0.483

- 1 837POC1B_uc001tba.2_Intron|POC1B_uc001tbb.2_Intron|POC1B_uc001tbc.2_Intron|POC1B_uc010sun.1_Intron|GALNT4_uc001tbe.2_Missense_Mutation_p.A207T|GALNT4_uc010suo.1_IntronNM_003774 NP_003765 Q8N4A0 GALT4_HUMANLumenal (Potential).|Catalytic subdomain A. 0ATCAGACGGGCCCTAACCAGC0.488

- 18 3345ATP2B1_uc001tbg.2_Missense_Mutation_p.G1055D|ATP2B1_uc009zsr.2_5'Flank|ATP2B1_uc001tbf.2_IntronNM_001682 NP_001673 P20020 AT2B1_HUMANHelical; (Potential). 3TTTTACCTGGCCCCAGAGTAA0.313

- 11 2042ATP2B1_uc001tbg.2_Missense_Mutation_p.A621T|ATP2B1_uc001tbf.2_Missense_Mutation_p.A291TNM_001682 NP_001673 P20020 AT2B1_HUMANCytoplasmic (Potential). 3AATACTTTTGCCTCACCATTA0.353

- 5 1011ATP2B1_uc001tbg.2_Missense_Mutation_p.A277VNM_001682 NP_001673 P20020 AT2B1_HUMANCytoplasmic (Potential). 3TACACCTACAGCTGTAACTAC0.289

- 3 680ATP2B1_uc001tbg.2_Missense_Mutation_p.V167MNM_001682 NP_001673 P20020 AT2B1_HUMANHelical; (Potential). 3GTTACTAACACCACACACACT0.443

- 2 1280 NM_007035 NP_008966 O60938 KERA_HUMAN LRR 7. 1GAATTGTTGTCTAAAAACAAC0.373

- 5 798DCN_uc001tbo.2_Missense_Mutation_p.R126K|DCN_uc001tbp.2_Missense_Mutation_p.R88K|DCN_uc001tbq.2_Intron|DCN_uc001tbr.2_Intron|DCN_uc001tbt.2_Missense_Mutation_p.R235K|DCN_uc001tbu.2_Missense_Mutation_p.R235KNM_133503 NP_598010 P07585 PGS2_HUMAN LRR 8. 4TGCATCAACTCTGCTGATTTT0.348

- 26 4016 NM_003566 NP_003557 Q15075 EEA1_HUMAN Potential. 3TTCACAGTGCCTAAGTTTTCA0.393

+ 3 615NUDT4_uc010sup.1_Missense_Mutation_p.V72I|NUDT4_uc001tcn.2_Missense_Mutation_p.V21I|NUDT4_uc010suq.1_Missense_Mutation_p.V21I|NUDT4_uc001tco.2_Missense_Mutation_p.V21INM_019094 NP_061967 Q9NZJ9 NUDT4_HUMANNudix hydrolase. 0ATAGGCTGGAGTCAAAGGAAA0.284

+ 1 1228 NM_005761 NP_005752 O60486 PLXC1_HUMANExtracellular (Potential).|Sema. 3CACCACCACGGCGCTCTGCCT0.687

+ 5 1689 NM_005761 NP_005752 O60486 PLXC1_HUMAN 3CGTTTTTTTAGGTGCACTTTT0.393

- 17 1605LTA4H_uc010suy.1_Missense_Mutation_p.L475F|LTA4H_uc010suz.1_Intron|LTA4H_uc010sva.1_RNANM_000895 NP_000886 P09960 LKHA4_HUMAN 1CCCAATGGAAGAGGTGCCTAA0.388

+ 2 289 NM_005230 NP_005221 P41970 ELK3_HUMAN 1TATGGAGAGTGCAATCACGCT0.547

+ 2 628TMPO_uc001tfi.1_Missense_Mutation_p.P131S|TMPO_uc001tfk.2_Missense_Mutation_p.P131S|TMPO_uc001tfl.2_RNA|TMPO_uc001tfh.1_Missense_Mutation_p.P131SNM_001032283 NP_001027454 P42167 LAP2B_HUMANNucleoplasmic (Potential).|LEM. 2CGGAGTGAATCCTGGTCCTAT0.353

+ 13 2469APAF1_uc001tfy.2_Missense_Mutation_p.A620V|APAF1_uc001tga.2_Missense_Mutation_p.A620V|APAF1_uc001tgb.2_Missense_Mutation_p.A631V|APAF1_uc001tgc.2_Intron|APAF1_uc009zto.2_Missense_Mutation_p.A40VNM_181861 NP_863651 O14727 APAF_HUMAN WD 1. 3CAGAGAATAGCTTCTTGTGGA0.403

- 1 527ANKS1B_uc001tgf.1_5'UTR|ANKS1B_uc009ztt.1_Missense_Mutation_p.P37LNM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN 0CAGGGGCAGGGGTCCGGATCC0.587

- 6 898UHRF1BP1L_uc001tgr.2_Splice_Site_p.R223_spliceNM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2TGTTGACTCACCCTTCTTTTA0.328

+ 50 6724 NM_014503 NP_055318 O75691 UTP20_HUMAN 4TGTGACCATACTTGTCAAGAA0.423

+ 18 1990MYBPC1_uc001tig.2_Missense_Mutation_p.E655K|MYBPC1_uc010svq.1_Missense_Mutation_p.E617K|MYBPC1_uc001tih.2_Missense_Mutation_p.E655K|MYBPC1_uc001tij.2_Missense_Mutation_p.E630K|MYBPC1_uc010svr.1_Missense_Mutation_p.E630K|MYBPC1_uc010svs.1_Missense_Mutation_p.E630K|MYBPC1_uc010svt.1_Missense_Mutation_p.E618K|MYBPC1_uc010svu.1_Missense_Mutation_p.E611K|MYBPC1_uc001tik.2_Missense_Mutation_p.E604KNM_206820 NP_996556 Q00872 MYPC1_HUMANFibronectin type-III 1. 4GACTGTGACAGAGGTGGGAGA0.458

- 13 2341 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2AGTGATGTCTCCATGTTCCAG0.398

- 13 2236 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2GGCTCTCCTTGTTGAGTTAAC0.428

- 5 563CCDC53_uc010svx.1_RNA|CCDC53_uc010svy.1_RNA|CCDC53_uc010svz.1_Missense_Mutation_p.R134KNM_016053 NP_057137 Q9Y3C0 CCD53_HUMAN 0TCTGGCATATCTTGGATCCTT0.403

+ 8 1218C12orf48_uc001tjg.2_Missense_Mutation_p.T288I|C12orf48_uc010swa.1_Missense_Mutation_p.T446I|C12orf48_uc001tjh.2_Missense_Mutation_p.T288I|C12orf48_uc010swb.1_Intron|C12orf48_uc009zuc.2_Intron|C12orf48_uc001tjj.2_Missense_Mutation_p.T84I|C12orf48_uc001tjk.2_Intron|C12orf48_uc009zud.2_IntronNM_017915 NP_060385 Q9NWS1 PR1BP_HUMAN 0AATGCTCCTACCAAAAACAAA0.373

- 3 578IGF1_uc001tjn.2_Missense_Mutation_p.S104F|IGF1_uc001tjm.2_Missense_Mutation_p.S120F|IGF1_uc001tjo.2_Missense_Mutation_p.S120FNM_001111285 NP_001104755 P05019 IGF1_HUMAN 2GGCACGGACAGAGCGAGCTGA0.592

+ 57 6218STAB2_uc009zug.2_RNANM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|Laminin EGF-like 2. 14TTGTTTACAGCCTGTGGCTGC0.557

+ 13 1859HSP90B1_uc010swg.1_Missense_Mutation_p.G250E|HSP90B1_uc009zui.1_IntronNM_003299 NP_003290 P14625 ENPL_HUMAN 3GAATTTGATGGGAAGAGGTTC0.433

+ 3 597TDG_uc010swh.1_Missense_Mutation_p.P125L|TDG_uc009zuk.2_Missense_Mutation_p.P121L|TDG_uc010swi.1_5'UTR|TDG_uc010swj.1_5'UTRNM_003211 NP_003202 Q13569 TDG_HUMAN 6AAGACTCTCCCCGATATTTTG0.343

+ 7 545KIAA1033_uc010swr.1_Missense_Mutation_p.R153K|KIAA1033_uc010sws.1_5'UTRNM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2TTTGTTACGAGGTGCTATGAA0.338

- 1 1466 NM_014840 NP_055655 O60285 NUAK1_HUMAN 2TGCAGTCGCCCCCGCCACCGC0.736

- 2 926 NM_006825 NP_006816 Q07065 CKAP4_HUMAN Potential. 0CTGCTTGTTCCCCTCAGATTC0.498

+ 10 1537 NM_152772 NP_689985 Q8N4U5 T11L2_HUMAN 3TCTTCCAAGCCCTCAAAAATG0.393 rs150377812

+ 24 2936POLR3B_uc001tlq.2_Missense_Mutation_p.G847DNM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2TCTCCCCCAGGTGTTTGTGGC0.483

+ 14 1522RFX4_uc001tls.2_Missense_Mutation_p.G495R|RFX4_uc001tlt.2_Missense_Mutation_p.G495R|RFX4_uc001tlv.2_Missense_Mutation_p.G392RNM_213594 NP_998759 Q33E94 RFX4_HUMANNecessary for dimerization. 1AGCCATGAAGGGAGAAGGAAG0.433

+ 16 1834RFX4_uc001tlt.2_Missense_Mutation_p.P599S|RFX4_uc001tlv.2_Missense_Mutation_p.P496SNM_213594 NP_998759 Q33E94 RFX4_HUMAN 1ACACAGGATACCAGTTTATCC0.453

- 7 1218SART3_uc001tmy.1_5'UTR|SART3_uc009zux.1_5'UTR|SART3_uc010swx.1_Missense_Mutation_p.R328H|SART3_uc010swy.1_Missense_Mutation_p.R214H|SART3_uc010swz.1_Missense_Mutation_p.R328H|SART3_uc001tna.1_RNANM_014706 NP_055521 Q15020 SART3_HUMAN HAT 5. 1CAACTGAATGCGAGCAGGATC0.453

+ 3 419ISCU_uc010sxa.1_Missense_Mutation_p.A105V|ISCU_uc010sxb.1_Missense_Mutation_p.A105V|ISCU_uc001tnc.3_Missense_Mutation_p.A80V|ISCU_uc009zuy.2_Missense_Mutation_p.A80V|ISCU_uc010sxd.1_Missense_Mutation_p.A105VNM_213595 NP_998760 Q9H1K1 ISCU_HUMAN 0AGCTCATTAGCCACTGAATGG0.368 rs145206633

+ 13 1638USP30_uc001tnu.3_Missense_Mutation_p.E481K|USP30_uc001tnw.3_Missense_Mutation_p.E229KNM_032663 NP_116052 Q70CQ3 UBP30_HUMANCytoplasmic (Potential). 1CCAGAGCCAGGAGTGCAAGTC0.562

+ 35 4867ACACB_uc001toc.2_Missense_Mutation_p.T1583I|ACACB_uc010sxl.1_RNA|ACACB_uc001tod.2_RNA|ACACB_uc010sxm.1_Missense_Mutation_p.T249INM_001093 NP_001084 O00763 ACACB_HUMAN 8TTCAATAACACCAGCGTGCGC0.602

+ 11 1396TCHP_uc001tpo.1_RNA|TCHP_uc001tpp.2_Missense_Mutation_p.V415MNM_001143852 NP_001137324 Q9BT92 TCHP_HUMANTrichohyalin/plectin homology domain.|Glu-rich.|Potential.|Interaction with keratin proteins.1TCTTGAGGAGGTGAGAGAGTT0.537

- 4 549ANAPC7_uc001tqp.3_Missense_Mutation_p.G183DNM_016238 NP_057322 Q9UJX3 APC7_HUMAN TPR 2. 0GCGCTCCTGACCAGCCTTCTT0.438

+ 9 952RAD9B_uc001trg.3_Missense_Mutation_p.I272V|RAD9B_uc010sya.1_Missense_Mutation_p.I203V|RAD9B_uc001tre.3_Missense_Mutation_p.I200V|RAD9B_uc001trd.3_Missense_Mutation_p.I114VNM_152442 NP_689655 Q6WBX8 RAD9B_HUMAN 2AGCTAACTTTATTTTGGCCAC0.378



+ 18 2928ACAD10_uc009zvx.2_Missense_Mutation_p.A941T|ACAD10_uc001tss.1_IntronNM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2CTTTGAGATCGCCCAGGGCAG0.607

+ 10 1643ALDH2_uc010syi.1_Missense_Mutation_p.T354I|ALDH2_uc009zvy.2_Missense_Mutation_p.T325INM_000690 NP_000681 P05091 ALDH2_HUMAN 4ATCCAGCCCACTGTGTTTGGA0.567

+ 10 1632TRAFD1_uc001tto.2_Missense_Mutation_p.P516SNM_006700 NP_006691 O14545 TRAD1_HUMAN 0AGTGATTCGCCCTCCTCAAAA0.562

+ 19 1858TPCN1_uc001tux.2_Missense_Mutation_p.G593R|TPCN1_uc010syt.1_Missense_Mutation_p.G453RNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S3 of repeat II; (Potential). 3CGCCTTCCTGGGACTGCTGGC0.642

+ 28 2656TPCN1_uc001tux.2_Missense_Mutation_p.E859K|TPCN1_uc010syu.1_RNANM_017901 NP_060371 Q9ULQ1 TPC1_HUMANCytoplasmic (Potential).|Potential. 3GCATGCCAGGGAGCAAGAGCA0.687

- 12 1402SLC24A6_uc001tuz.2_Missense_Mutation_p.G103S|SLC24A6_uc001tva.2_RNA|SLC24A6_uc001tvb.2_Missense_Mutation_p.G136SNM_024959 NP_079235 Q6J4K2 NCKX6_HUMANHelical; Name=8; (Potential). 1AAGGCTGTGCCTGCGATCACC0.592

- 8 1121RBM19_uc001tvn.3_Missense_Mutation_p.R326K|RBM19_uc001tvm.2_Missense_Mutation_p.R326KNM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN RRM 2. 6ATGAGCGTTTCTCACAATTCG0.433

- 19 4268 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8AAGAGCCTCTCCCAAAACGGC0.522

+ 7 1209FBXW8_uc001twf.1_Missense_Mutation_p.S310F|FBXW8_uc009zwp.1_RNANM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN 3GCCGAAGACTCCGCCAGAACC0.542

- 3 327 TESC_uc001twi.2_RNA NM_017899 NP_060369 Q96BS2 TESC_HUMAN 0ATGGGGTTGAGCTCCAGGTCC0.517

- 8 1232FBXO21_uc001twj.2_Splice_Site_p.R398_splice|FBXO21_uc009zwq.2_Intron|FBXO21_uc001twl.1_IntronNM_033624 NP_296373 O94952 FBX21_HUMAN 1GAAAACCTTACCGCTTCCCCA0.463

- 21 3792 NM_000620 NP_000611 P29475 NOS1_HUMANFAD-binding FR-type.|FAD (By similarity). 7CCCAGGTGGTCCCCAGGCTGG0.597

- 6 867WSB2_uc010sza.1_Missense_Mutation_p.A32T|WSB2_uc010szb.1_Missense_Mutation_p.A47T|WSB2_uc009zws.1_Missense_Mutation_p.A257TNM_018639 NP_061109 Q9NYS7 WSB2_HUMAN WD 4. 1TCGTAAGAAGCCGTGACAAGC0.512

+ 3 668 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3ATAGGCCGTGGATATTTTGCT0.428

+ 3 770CCDC64_uc001txk.2_Missense_Mutation_p.E249K|CCDC64_uc009zwv.1_RNA|CCDC64_uc010sze.1_5'FlankNM_207311 NP_997194 Q6ZP65 BICR1_HUMAN Potential. 2TATCCGGCTGGAGAGCCTTCA0.527

- 44 5711 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GCCTGCCGCACCACCAGCTGG0.617

- 43 5619 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4CACCTTGTTGGACTGGGCAGT0.537

- 42 5481 NM_006836 NP_006827 Q92616 GCN1L_HUMAN HEAT 14. 4ATCAAAGAGGCCTTGCTCTAG0.473

- 24 2634 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GATGTACTGGGTCAGGCCGGA0.592

- 21 2294 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GCAAACTCCTCCCGCGTCACC0.597

+ 5 1303RNF10_uc010szk.1_RNA|RNF10_uc001tyq.3_Missense_Mutation_p.D180NNM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2GCATAAGAAGGATCTCAAGAG0.448

- 3 217 POP5_uc001tyt.2_IntronNM_015918 NP_057002 Q969H6 POP5_HUMAN 0CACTATTCCAGTATAGGCATT0.323

+ 10 1329ACADS_uc001tzb.3_Missense_Mutation_p.G285ENM_000017 NP_000008 P16219 ACADS_HUMAN 2GTGATCGCCGGGCATCTGCTC0.697

- 6 1303OASL_uc001tzk.1_3'UTRNM_003733 NP_003724 Q15646 OASL_HUMANUbiquitin-like 1. 1ACCTGGATCTCGGAGGGGATG0.537

+ 7 766P2RX7_uc001tzn.2_Missense_Mutation_p.P134S|P2RX7_uc001tzo.2_RNA|P2RX7_uc001tzp.2_5'UTR|P2RX7_uc001tzq.2_Missense_Mutation_p.P54SNM_002562 NP_002553 Q99572 P2RX7_HUMAN 5GACTCAGAATCCACAGTGTCC0.418 rs146402035

- 10 1154CAMKK2_uc001tzt.2_Missense_Mutation_p.L344F|CAMKK2_uc001tzv.2_Missense_Mutation_p.L344F|CAMKK2_uc001tzw.2_Missense_Mutation_p.L344F|CAMKK2_uc001tzx.2_Missense_Mutation_p.L344F|CAMKK2_uc001tzy.2_Missense_Mutation_p.L344F|CAMKK2_uc001tzz.1_Missense_Mutation_p.L131F|CAMKK2_uc001uaa.1_Missense_Mutation_p.L344F|CAMKK2_uc001uab.2_Missense_Mutation_p.L344F|CAMKK2_uc001uac.2_Missense_Mutation_p.L344FNM_006549 NP_006540 Q96RR4 KKCC2_HUMANProtein kinase. 3GTGTTGGAGAGGAGCGCGTCA0.582

- 2 306CAMKK2_uc001tzt.2_Missense_Mutation_p.G61D|CAMKK2_uc001tzv.2_Missense_Mutation_p.G61D|CAMKK2_uc001tzw.2_Missense_Mutation_p.G61D|CAMKK2_uc001tzx.2_Missense_Mutation_p.G61D|CAMKK2_uc001tzy.2_Missense_Mutation_p.G61D|CAMKK2_uc001uaa.1_Missense_Mutation_p.G61D|CAMKK2_uc001uab.2_Missense_Mutation_p.G61D|CAMKK2_uc001uac.2_Missense_Mutation_p.G61D|CAMKK2_uc001uad.1_Missense_Mutation_p.G61DNM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3CACAGCACAGCCCGGCTCACA0.682

- 4 546ANAPC5_uc001uah.2_Missense_Mutation_p.A43TNM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6TTACTGTAGGCCAAGATCATG0.443

- 16 2457KDM2B_uc001uaq.2_Missense_Mutation_p.V225M|KDM2B_uc010szy.1_Missense_Mutation_p.V225M|KDM2B_uc001uar.2_Missense_Mutation_p.V376M|KDM2B_uc001uas.2_Missense_Mutation_p.V754M|KDM2B_uc001uau.2_Intron|KDM2B_uc001uao.2_Missense_Mutation_p.V33M|KDM2B_uc010szx.1_Missense_Mutation_p.V33M|KDM2B_uc001uap.2_RNANM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2TCCGGCGGCACCTTCTTCGAG0.622

- 8 455HPD_uc001ubk.2_Splice_Site_p.Y100_spliceNM_002150 NP_002141 P32754 HPPD_HUMAN 0TGTCCCCATACTACGGGTGGA0.448

- 6 364HPD_uc001ubk.2_Splice_Site_p.Q69_spliceNM_002150 NP_002141 P32754 HPPD_HUMAN 0TGCTTTCTTACCTGCACGATG0.577

+ 1 127HPD_uc001ubk.2_5'Flank|PSMD9_uc009zxj.2_RNA|PSMD9_uc001ubm.2_Missense_Mutation_p.E4KNM_002813 NP_002804 O00233 PSMD9_HUMAN 0GATGTCCGACGAGGAAGCGAG0.682

- 8 1107VPS33A_uc001ucc.2_RNANM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1TTGATCTCCCCCACGGTCTTA0.403

- 14 1662ZCCHC8_uc001ucl.2_Missense_Mutation_p.D122N|ZCCHC8_uc001ucm.2_Missense_Mutation_p.D273N|ZCCHC8_uc009zxp.2_Missense_Mutation_p.D273N|ZCCHC8_uc009zxq.2_Missense_Mutation_p.D273NNM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0GCGTCCTCATCCACAGCTCCA0.602

- 2 498ABCB9_uc009zxr.2_Missense_Mutation_p.G63E|ABCB9_uc001udo.3_Missense_Mutation_p.G63E|ABCB9_uc010taj.1_Missense_Mutation_p.G63E|ABCB9_uc001udp.2_Missense_Mutation_p.G63E|ABCB9_uc001udq.2_5'UTR|ABCB9_uc001udr.2_Missense_Mutation_p.G63ENM_019625 NP_062571 Q9NP78 ABCB9_HUMANHelical; (Potential). 0AATGGTGGCTCCCAGCAGCAG0.647

- 13 1695SBNO1_uc010tao.1_Nonsense_Mutation_p.W564*|SBNO1_uc010taq.1_Intron|SBNO1_uc001uet.2_Nonsense_Mutation_p.W565*|SBNO1_uc001ueu.2_Nonsense_Mutation_p.W564*|SBNO1_uc001uev.2_Nonsense_Mutation_p.W563*|SBNO1_uc009zxy.1_Nonsense_Mutation_p.W530*NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9TGGCGATGACCCACTGAAGAT0.403

- 5 573EIF2B1_uc001ufn.2_Missense_Mutation_p.A144T|EIF2B1_uc010tat.1_Missense_Mutation_p.A144TNM_001414 NP_001405 Q14232 EI2BA_HUMAN 0CGCTTCTTGGCCGCCACGGCT0.502

+ 17 2588DNAH10_uc010tav.1_Missense_Mutation_p.P397S|DNAH10_uc010taw.1_Missense_Mutation_p.P340SNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6AGGCAAGGCCCCCAAGCTGGC0.502

+ 41 6905 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANAAA 2 (By similarity). 6TGTGATAGTGGAAGGAATTGT0.388

- 3 235CCDC92_uc001ufv.1_Missense_Mutation_p.A13T|CCDC92_uc001ufx.1_Missense_Mutation_p.A30T|CCDC92_uc001ufy.1_Missense_Mutation_p.A13TNM_025140 NP_079416 Q53HC0 CCD92_HUMAN Potential. 0TTCTTCTGTGCGCTGTGCAGC0.612 rs150024637

- 6 863NCOR2_uc010tay.1_Missense_Mutation_p.G249E|NCOR2_uc010taz.1_Missense_Mutation_p.G249E|NCOR2_uc010tbb.1_Missense_Mutation_p.G249E|NCOR2_uc010tbc.1_Missense_Mutation_p.G249E|NCOR2_uc001ugj.1_Missense_Mutation_p.G249E|NCOR2_uc001ugk.1_Missense_Mutation_p.G249ENM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4CACCTGGGGCCCCAGGCCTTC0.587

- 5 728NCOR2_uc010tay.1_Missense_Mutation_p.A204V|NCOR2_uc010taz.1_Missense_Mutation_p.A204V|NCOR2_uc010tbb.1_Missense_Mutation_p.A204V|NCOR2_uc010tbc.1_Missense_Mutation_p.A204V|NCOR2_uc001ugj.1_Missense_Mutation_p.A204V|NCOR2_uc001ugk.1_Missense_Mutation_p.A204VNM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN Potential. 4CGGCTTGGCAGCCTCCTCCTC0.682

- 2 350NCOR2_uc010tay.1_Splice_Site_p.R78_splice|NCOR2_uc010taz.1_Splice_Site_p.R78_splice|NCOR2_uc010tbb.1_Splice_Site_p.R78_splice|NCOR2_uc010tbc.1_Splice_Site_p.R78_splice|NCOR2_uc001ugj.1_Splice_Site_p.R78_splice|NCOR2_uc001ugk.1_Splice_Site_p.R78_splice|uc001ugl.2_RNANM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4TCTCTCCTCACCGTTCATTCC0.652

- 7 1176 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1CCACAACCAACCTTCTGGATT0.547

+ 2 864 NM_052907 NP_443139 Q14DG7 T132B_HUMANExtracellular (Potential). 19GGTCATCTCGGTACCTCTGAA0.537

+ 8 1375SFRS8_uc010tbn.1_Missense_Mutation_p.A412V|SFRS8_uc001ujb.1_Missense_Mutation_p.A205V|SFRS8_uc001uiz.1_Missense_Mutation_p.A286VNM_004592 NP_004583 Q12872 SFSWA_HUMAN 0ACGACCACCGCCCCACCACCT0.647

+ 8 1384SFRS8_uc010tbn.1_Missense_Mutation_p.P415L|SFRS8_uc001ujb.1_Missense_Mutation_p.P208L|SFRS8_uc001uiz.1_Missense_Mutation_p.P289LNM_004592 NP_004583 Q12872 SFSWA_HUMAN Poly-Pro. 0GCCCCACCACCTCCTGGGACC0.647



- 14 1970 NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2CTCGTACCGAGGAACCAGCGG0.617

- 35 4492POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Missense_Mutation_p.S287N|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.S1456NNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8ATGGCGGATACTCCCTGGAGA0.587

- 30 3757POLE_uc001ukr.1_Missense_Mutation_p.S42N|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.S1211NNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8CTCCTCCTGGCTCTCCCAAAG0.627

- 26 3213POLE_uc001ukr.1_5'Flank|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.A1030TNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8AGGCGCTTTGCTGTGCTGATG0.577

- 24 2751POLE_uc001ukr.1_5'Flank|POLE_uc010tbq.1_Splice_Site|POLE_uc009zyu.1_Splice_Site_p.E876_spliceNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8TGAAGCCTTCCTGAGAAACAA0.333

+ 3 403PGAM5_uc010tbr.1_RNA|PGAM5_uc001uku.2_Missense_Mutation_p.E126KNM_138575 NP_612642 Q96HS1 PGAM5_HUMAN 0TCCAGGTCGGGAGCAGGCTGA0.353

- 4 1014ANKLE2_uc001uky.3_Missense_Mutation_p.A254VNM_015114 NP_055929 Q86XL3 ANKL2_HUMAN 0CTTCTCCACAGCTTTCCGAAG0.527

- 17 3843GOLGA3_uc001ula.1_Missense_Mutation_p.G1095DNM_005895 NP_005886 Q08378 GOGA3_HUMAN Potential. 6CTTCCTAAAGCCTCTGGATTC0.448

- 4 668 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5TAGATGGCTTCATTGTCGACC0.582

- 1 236PSPC1_uc001umj.1_RNA|PSPC1_uc001umk.1_RNANM_001042414 NP_001035879 Q8WXF1 PSPC1_HUMAN 1GCGAAGGCGGGCCGGGTTTTT0.647

- 6 1191ZMYM5_uc001umm.1_Missense_Mutation_p.S133F|ZMYM5_uc001umn.2_Missense_Mutation_p.S309F|ZMYM5_uc001umo.2_3'UTRNM_001142684 NP_001136156 Q9UJ78 ZMYM5_HUMAN 0TTCTTGGAAGGATTTGCTTGA0.318

- 3 311ZMYM5_uc001umm.1_5'UTR|ZMYM5_uc001umn.2_Missense_Mutation_p.P16S|ZMYM5_uc001umo.2_Missense_Mutation_p.P16SNM_001142684 NP_001136156 Q9UJ78 ZMYM5_HUMAN 0AATAAAGCAGGAGTCTGTTCA0.403

+ 5 1230ZMYM2_uc001umq.2_Missense_Mutation_p.P224L|ZMYM2_uc001ums.2_Missense_Mutation_p.P311L|ZMYM2_uc001umt.2_Missense_Mutation_p.P311L|ZMYM2_uc009zzn.1_Missense_Mutation_p.P246LNM_003453 NP_003444 Q9UBW7 ZMYM2_HUMAN 6GCCTCACTTCCTAAACAGATT0.448

- 1 56 XPO4_uc010tcr.1_5'UTRNM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3TTCTGGGGGCCCCAGCGCCGC0.711

+ 7 834SGCG_uc009zzv.2_Missense_Mutation_p.L227F|SGCG_uc009zzw.2_Missense_Mutation_p.L227FNM_000231 NP_000222 Q13326 SGCG_HUMANExtracellular (Potential). 0AATGGATATTCTTTTTCATAG0.443

- 10 13514SACS_uc001uoo.2_Missense_Mutation_p.E4162K|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN J. 12GATGTCACTTCTTTTAAGATT0.408

- 10 12953SACS_uc001uoo.2_Missense_Mutation_p.A3975T|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12CCTAGCATAGCAATTAAATAT0.353

- 10 9521SACS_uc001uoo.2_Missense_Mutation_p.V2831M|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12AGTGCTTTCACTAGACAATAT0.388

- 10 8178SACS_uc001uoo.2_Missense_Mutation_p.S2383N|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12CTTAATTCTGCTGGTCAATTT0.393

- 10 7536SACS_uc001uoo.2_Missense_Mutation_p.T2169I|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12GCAAGCATTGGTGATATTCTC0.343

- 13 1524 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1TGAGGAACGGGGAAGATTCAG0.428

- 25 3220 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN 4AAAAAACATACCTGTTTTCTC0.353

+ 8 1086ATP12A_uc010aaa.2_Missense_Mutation_p.A306VNM_001676 NP_001667 P54707 AT12A_HUMANCytoplasmic (Potential). 6ACGCCCATTGCCATTGAGATC0.517

- 7 2471CENPJ_uc010tdf.1_RNA|CENPJ_uc010aae.2_RNA|CENPJ_uc010aaf.2_RNA|CENPJ_uc001upu.2_5'FlankNM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2TCCTTAAAAGGCCCCTTATCA0.443

+ 1 194 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 1. 4GATCTGCAGGGACTTGATCAC0.567

- 1 1731FAM123A_uc001uqa.2_Missense_Mutation_p.G425D|FAM123A_uc001uqc.2_Missense_Mutation_p.G425DNM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4CCGGGGGATGCCCGCCTTCTT0.637

- 1 1667_1668FAM123A_uc001uqa.2_Missense_Mutation_p.G404N|FAM123A_uc001uqc.2_Missense_Mutation_p.G404NNM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4GTCCCAGTAGCCCTCGTCGCTG0.658

+ 9 866ATP8A2_uc010tdi.1_Missense_Mutation_p.G202R|ATP8A2_uc010tdj.1_RNA|ATP8A2_uc001uql.1_Missense_Mutation_p.G202RNM_016529 NP_057613 Q9NTI2 AT8A2_HUMANCytoplasmic (Potential). 4AGAGTGTGAAGGGCCCAACCG0.393

- 5 1307RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.R339K|RNF6_uc001uqp.2_Missense_Mutation_p.R339K|RNF6_uc001uqq.2_Missense_Mutation_p.R339K|RNF6_uc010tdk.1_IntronNM_183044 NP_898865 Q9Y252 RNF6_HUMAN Arg-rich. 2CCTAACAGATCTTCTAGTGGT0.433

+ 10 981CDK8_uc001uqs.1_Missense_Mutation_p.D319N|CDK8_uc001uqt.1_Missense_Mutation_p.D146NNM_001260 NP_001251 P49336 CDK8_HUMANProtein kinase. 5GCTTACCATGGACCCAATAAA0.413

- 8 1957LNX2_uc001urm.1_Missense_Mutation_p.L550FNM_153371 NP_699202 Q8N448 LNX2_HUMAN PDZ 3. 6AGTGCTTTAAGGGCAACAGCA0.502

+ 2 216POLR1D_uc010aam.2_Missense_Mutation_p.G5D|POLR1D_uc001urq.2_RNANM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0GGACCCATGGGTTGGTAAGTT0.254

- 3 1001 NM_001265 NP_001256 Q99626 CDX2_HUMAN 1TGGGACACTTCTCAGAGGACC0.552

- 20 2520FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_IntronNM_004119 NP_004110 P36888 FLT3_HUMANProtein kinase.|Cytoplasmic (Potential). 8549GTTCCTGGCGGCCAGGTCTCT0.458

- 7 933FLT3_uc010aao.2_RNA|FLT3_uc010tdn.1_Missense_Mutation_p.T284INM_004119 NP_004110 P36888 FLT3_HUMANExtracellular (Potential).|Ig-like C2-type. 8549TAATTCCCAGGTGAGCCCGAA0.393

- 30 4210FLT1_uc010aap.2_Missense_Mutation_p.Y314H|FLT1_uc010aaq.2_Missense_Mutation_p.Y434H|FLT1_uc001usa.3_Missense_Mutation_p.Y527HNM_002019 NP_002010 P17948 VGFR1_HUMANCytoplasmic (Potential). 24GCGTGGTCGTAGGTGAACCTG0.577

+ 1 1538 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0GACGGAGGTGCCTGAGCCCCT0.512

+ 1 1886 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0GATCCCCAAGCCTGTCTTCAC0.522

+ 4 718USPL1_uc001utb.2_5'UTR|USPL1_uc001utd.2_IntronNM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3TGATTTGGAAGAATGTCACAC0.318

+ 4 1143USPL1_uc001utb.2_Nonsense_Mutation_p.W56*|USPL1_uc001utd.2_Intron|USPL1_uc001ute.1_5'FlankNM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3CTCTCTGTTGGTTAGACTGTA0.448

+ 9 1972USPL1_uc001utd.2_Missense_Mutation_p.L185F|USPL1_uc001ute.1_Missense_Mutation_p.L185FNM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3CTGCCTTCCACTTAAAAAGAC0.408

- 11 1941HSPH1_uc001utk.2_Missense_Mutation_p.E515K|HSPH1_uc010aaw.2_Missense_Mutation_p.E474K|HSPH1_uc001utl.2_Missense_Mutation_p.E517K|HSPH1_uc010tds.1_Missense_Mutation_p.E439KNM_006644 NP_006635 Q92598 HS105_HUMAN 0TTCAGACACTCCATGTCAGCT0.433

- 9 1567HSPH1_uc001utk.2_Missense_Mutation_p.R390K|HSPH1_uc010aaw.2_Missense_Mutation_p.R349K|HSPH1_uc001utl.2_Missense_Mutation_p.R392K|HSPH1_uc010tds.1_Missense_Mutation_p.R314KNM_006644 NP_006635 Q92598 HS105_HUMAN 0GGAAAATTCTCTAACTTTAAA0.338

+ 9 874B3GALTL_uc001utn.3_RNANM_194318 NP_919299 Q6Y288 B3GLT_HUMANLumenal (Potential). 2ACATTCCATTCTTTTCTACCG0.438

+ 29 4188 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7TACACAGGTTCCTACCAACTT0.428

+ 42 6024FRY_uc010tdw.1_Splice_SiteNM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7TGTTACCCTAGGCTTCCATCT0.507

+ 19 8649 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64CTTATCATCGCTTTTCAGTGA0.398



+ 21 8925 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64TGCTTTGCAAGATGGTGCAGA0.383

+ 3 267PDS5B_uc001uun.2_Splice_Site_p.M37_splice|PDS5B_uc001uuo.2_Splice_Site_p.M37_splice|PDS5B_uc010abg.2_Splice_SiteNM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN 4TTTTTGTATAGATGGTTGTGA0.299

+ 3 1407KL_uc001uur.1_Missense_Mutation_p.H160YNM_004795 NP_004786 Q9UEF7 KLOT_HUMANGlycosyl hydrolase-1 1.|Extracellular (Potential). 3TTTCGAGTGGCACAGAGGTTA0.502

- 10 2650STARD13_uc001uuu.2_Missense_Mutation_p.P834S|STARD13_uc001uuv.2_Missense_Mutation_p.P724S|STARD13_uc001uux.2_Missense_Mutation_p.P807S|STARD13_uc010tec.1_RNANM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4TTTTGATCTGGCTTCCCAGTG0.483

+ 5 630RFC3_uc001uva.2_Missense_Mutation_p.P174S|RFC3_uc010ted.1_Missense_Mutation_p.P174SNM_002915 NP_002906 P40938 RFC3_HUMAN 0AGTGATCCCACCTATTCGTAG0.428

- 1 1146NBEA_uc001uvb.2_Intron|NBEA_uc010abi.2_Intron|NBEA_uc010tee.1_Intron|NBEA_uc010tef.1_5'Flank|NBEA_uc010teg.1_5'FlankNM_005584 NP_005575 Q13394 MB211_HUMAN 2ACCCGGTTGGGTCCCGGCCAG0.637

+ 45 7180NBEA_uc010abi.2_Missense_Mutation_p.T981I|NBEA_uc010tee.1_Missense_Mutation_p.T118I|NBEA_uc010tef.1_Missense_Mutation_p.T118I|NBEA_uc010teg.1_Missense_Mutation_p.T118INM_015678 NP_056493 Q8NFP9 NBEA_HUMAN BEACH. 11TGGGTGTTAACCAACTATGAA0.348

- 5 1120 uc001uvi.1_Intron NM_004734 NP_004725 O15075 DCLK1_HUMAN Pro/Ser-rich. 9TGGGCTCTTGGTGGTGCTCCT0.507

- 3 919 NM_004734 NP_004725 O15075 DCLK1_HUMANDoublecortin 2. 9TTTCACCACTCCCGAGTCCAG0.498

+ 3 742CCNA1_uc010teo.1_Missense_Mutation_p.P87L|CCNA1_uc010abq.2_Missense_Mutation_p.P87L|CCNA1_uc010abp.2_Missense_Mutation_p.P87L|CCNA1_uc001uvs.3_Missense_Mutation_p.P130L|CCNA1_uc010abr.2_RNANM_003914 NP_003905 P78396 CCNA1_HUMAN 5CAAGAGCCCCCCAAGCAAGGG0.502

+ 8 1650CCNA1_uc010teo.1_Missense_Mutation_p.P390S|CCNA1_uc010abq.2_Missense_Mutation_p.P390S|CCNA1_uc010abp.2_Missense_Mutation_p.P390S|CCNA1_uc001uvs.3_Missense_Mutation_p.P433S|CCNA1_uc010abr.2_RNANM_003914 NP_003905 P78396 CCNA1_HUMAN 5CCTTGATATACCCCATCGACC0.398

- 2 495SMAD9_uc001uvx.2_Missense_Mutation_p.A51V|SMAD9_uc010tep.1_5'UTRNM_001127217 NP_001120689 O15198 SMAD9_HUMAN MH1. 0CTCGTCCATGGCTCCCTTCTT0.592

- 11 3138TRPC4_uc010abv.2_Missense_Mutation_p.T548I|TRPC4_uc001uwt.2_Missense_Mutation_p.T884I|TRPC4_uc010tey.1_Missense_Mutation_p.T827I|TRPC4_uc010abw.2_Missense_Mutation_p.T795I|TRPC4_uc010abx.2_Missense_Mutation_p.T973I|TRPC4_uc010aby.2_Missense_Mutation_p.T819INM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).6ATCTTCGTGGGTGACTGTGTC0.448

+ 1 4609 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 10. 11CTTGAAAGAAGGTGGCAAAGT0.443

+ 10 6986FREM2_uc001uww.2_Missense_Mutation_p.S312FNM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11CAAAGCAACTCTCCCTTTGGG0.458

+ 13 1269COG6_uc001uxi.2_Missense_Mutation_p.G338D|COG6_uc010acb.2_Missense_Mutation_p.G390DNM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2GCTTTTAGTGGTATTGTTGGA0.308

+ 3 636SUGT1L1_uc001uxp.1_RNA|SLC25A15_uc010tfb.1_Splice_Site_p.S11_splice|SUGT1L1_uc001uxo.1_RNANM_014252 NP_055067 Q9Y619 ORNT1_HUMAN 0CAAAGCTGAGGTGAGTCAAGG0.363

- 1 2221KBTBD6_uc010ace.1_Intron|KBTBD6_uc010tfe.1_Nonsense_Mutation_p.W578*|uc001uxv.1_5'FlankNM_152903 NP_690867 Q86V97 KBTB6_HUMAN Kelch 6. 2CACCTAAGTCCCATTCAGTGC0.458

- 44 5664 NM_015058 NP_055873 A3KMH1 K0564_HUMAN VWFA. 6TGCTTGATCACCTAAAGAGCC0.413

- 19 2327KIAA0564_uc001uyk.2_Missense_Mutation_p.L753FNM_015058 NP_055873 A3KMH1 K0564_HUMAN 6TCATAGAAAAGAACATCAGGC0.363

- 18 2178KIAA0564_uc001uyk.2_Missense_Mutation_p.A703VNM_015058 NP_055873 A3KMH1 K0564_HUMAN 6TGTAGCATCTGCCAGATTTTT0.373

- 8 960KIAA0564_uc001uyk.2_Missense_Mutation_p.A297VNM_015058 NP_055873 A3KMH1 K0564_HUMAN 6CAGAGTTGTGGCAAAGGACAA0.313

+ 9 1073DGKH_uc010tfh.1_Missense_Mutation_p.R351H|DGKH_uc001uym.1_Missense_Mutation_p.R351H|DGKH_uc010tfi.1_Missense_Mutation_p.R106H|DGKH_uc010tfj.1_Missense_Mutation_p.R206H|DGKH_uc001uyn.1_RNA|DGKH_uc001uyo.1_Missense_Mutation_p.R206H|DGKH_uc001uyp.2_RNANM_178009 NP_821077 Q86XP1 DGKH_HUMAN DAGKc. 2AAGTTCCTCCGTCGCTTTAAA0.368

+ 22 2692DGKH_uc010tfh.1_Missense_Mutation_p.A891T|DGKH_uc001uym.1_Missense_Mutation_p.A891T|DGKH_uc010tfi.1_Missense_Mutation_p.A646T|DGKH_uc010tfj.1_Missense_Mutation_p.A746T|DGKH_uc001uyn.1_RNA|DGKH_uc001uyo.1_Missense_Mutation_p.A746T|DGKH_uc001uyp.2_RNANM_178009 NP_821077 Q86XP1 DGKH_HUMAN 2CATGCAAATGGCAGTTTCAAG0.423

+ 2 462TNFSF11_uc001uyt.2_Missense_Mutation_p.E32KNM_003701 NP_003692 O14788 TNF11_HUMANExtracellular (Potential). 0CACAACTCTGGAGAGTCAAGA0.383

+ 2 311 SERP2_uc001uzk.2_RNANM_001010897 NP_001010897 Q8N6R1 SERP2_HUMANHelical; Anchor for type IV membrane protein; (Potential).0ATGGCTGTTGGCACTGTTTGT0.383

- 1 80KIAA1704_uc010tfo.1_5'Flank|KIAA1704_uc001uzq.2_5'Flank|KIAA1704_uc001uzr.1_5'Flank|KIAA1704_uc001uzs.2_5'FlankNM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0CGCATGCCACCCGATAGGAGT0.627

- 2 195TPT1_uc001uzz.1_Intron|TPT1_uc010tfp.1_Missense_Mutation_p.V35M|LOC100190939_uc010tfr.1_5'Flank|LOC100190939_uc001vac.2_5'FlankNM_003295 NP_003286 P13693 TCTP_HUMAN 0GACCGACTCACCTTCCCCTCC0.672

- 2 191TPT1_uc001uzz.1_Intron|TPT1_uc010tfp.1_Missense_Mutation_p.G33E|LOC100190939_uc010tfr.1_5'Flank|LOC100190939_uc001vac.2_5'FlankNM_003295 NP_003286 P13693 TCTP_HUMAN 0ACTCACCTTCCCCTCCACCTC0.672

- 2 181TPT1_uc001uzz.1_Intron|TPT1_uc010tfp.1_Missense_Mutation_p.E30K|LOC100190939_uc010tfr.1_5'Flank|LOC100190939_uc001vac.2_5'FlankNM_003295 NP_003286 P13693 TCTP_HUMAN 0CCCTCCACCTCCAGGCACAAC0.672

+ 1 267COG3_uc010tfu.1_RNA|COG3_uc001vai.2_Missense_Mutation_p.P56S|COG3_uc001vaj.1_Missense_Mutation_p.P56S|COG3_uc010tfv.1_5'UTRNM_031431 NP_113619 Q96JB2 COG3_HUMAN 2CTTGCCGGTGCCAGCTGAGGT0.701

- 14 3842ZC3H13_uc001vaq.2_5'UTR|ZC3H13_uc001vas.1_Missense_Mutation_p.S1279FNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Ser-rich. 2TGACTCTGGAGAACTTCTTCT0.343

- 13 3310ZC3H13_uc001vaq.2_5'Flank|ZC3H13_uc001vas.1_Missense_Mutation_p.P1102S|ZC3H13_uc001vat.1_Missense_Mutation_p.P1102SNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2GGTGGAGGAGGAAGAAGAGAA0.313

- 15 1811LCP1_uc010ack.2_Missense_Mutation_p.G131D|LCP1_uc001vay.3_Missense_Mutation_p.G159D|LCP1_uc001vba.3_Missense_Mutation_p.G562DNM_002298 NP_002289 P13796 PLSL_HUMANActin-binding 2.|CH 4. 7GTTAATGGAACCTGGTTGGAT0.428

- 3 982C13orf18_uc001vbf.3_Missense_Mutation_p.S59N|C13orf18_uc001vbg.3_5'UTR|C13orf18_uc010tfz.1_Intron|C13orf18_uc010acm.2_5'UTR|C13orf18_uc010acn.2_Intron|C13orf18_uc001vbe.3_Missense_Mutation_p.S126N|C13orf18_uc001vbh.3_Missense_Mutation_p.S126N|C13orf18_uc001vbi.3_Intron|C13orf18_uc010aco.1_Missense_Mutation_p.S126N|C13orf18_uc010tga.1_Missense_Mutation_p.S59NNM_025113 NP_079389 Q9H714 CM018_HUMAN Ser-rich. 0CAGAGAGAAGCTGCTACTCTT0.572

+ 2 402 NM_021999 NP_068839 Q9Y287 ITM2B_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0ATGTGCTTTGGACTAGCATTT0.378

- 1 1618RB1_uc001vcb.2_Intron|LPAR6_uc001vcc.1_Intron|LPAR6_uc001vce.2_Missense_Mutation_p.A175V|LPAR6_uc001vcf.2_Missense_Mutation_p.A175VNM_001162498 NP_001155970 P43657 LPAR6_HUMANExtracellular (Potential).p.?(4) 4 TTTCCATGtggcttctggaaa0.333

- 10 1269RCBTB2_uc010tgg.1_Missense_Mutation_p.P305S|RCBTB2_uc001vci.2_Missense_Mutation_p.P276S|RCBTB2_uc010tgh.1_Intron|RCBTB2_uc001vcj.2_Intron|RCBTB2_uc010acv.1_RNA|RCBTB2_uc010tgi.1_IntronNM_001268 NP_001259 O95199 RCBT2_HUMAN RCC1 5. 5ACAGGAGTAGGATAGGACTGG0.458

+ 5 633FNDC3A_uc001vcl.1_Missense_Mutation_p.V110I|FNDC3A_uc001vcn.2_Missense_Mutation_p.V110I|FNDC3A_uc001vco.2_RNA|FNDC3A_uc001vcp.1_Missense_Mutation_p.V54I|FNDC3A_uc001vcq.2_Missense_Mutation_p.V54INM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMAN Pro-rich. 2TAGTCACACAGTTCTCCACCG0.488

+ 21 2661FNDC3A_uc001vcn.2_Missense_Mutation_p.G786R|FNDC3A_uc001vco.2_RNA|FNDC3A_uc001vcq.2_Missense_Mutation_p.G730RNM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMANFibronectin type-III 6. 2TTTGAGTAATGGAACAGATGT0.383

- 9 1342CAB39L_uc001vcx.2_Missense_Mutation_p.A282T|CAB39L_uc010adf.2_Missense_Mutation_p.A279TNM_030925 NP_112187 Q9H9S4 CB39L_HUMAN 0TGAGGACTGGCCACAAACACC0.478

+ 10 1287PHF11_uc001vdc.2_Missense_Mutation_p.R278K|PHF11_uc001vdd.2_RNANM_001040443 NP_001035533 Q9UIL8 PHF11_HUMAN 0CAAGAAAATAGAGATCTTATG0.373

- 17 3800ATP7B_uc010adv.2_Missense_Mutation_p.D785N|ATP7B_uc001vfx.2_Missense_Mutation_p.D1008N|ATP7B_uc001vfy.2_Missense_Mutation_p.D1104N|ATP7B_uc010tgt.1_Missense_Mutation_p.D1150N|ATP7B_uc010tgu.1_Missense_Mutation_p.D1167N|ATP7B_uc010tgv.1_Missense_Mutation_p.D1137N|ATP7B_uc001vfv.2_Missense_Mutation_p.D487N|ATP7B_uc010tgs.1_Missense_Mutation_p.D426NNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3AGAACCACGTCCACACCCATG0.562

+ 2 590UTP14C_uc001vga.2_3'UTR|UTP14C_uc001vgc.2_RNANM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5GGAAGAACTAGTGGATTTGCC0.463

+ 2 1815UTP14C_uc001vgc.2_RNANM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5GAAAGGCAATCCCTTAGAAAA0.478

- 21 1978 NM_199289 NP_954983 Q6P3R8 NEK5_HUMAN 1AAACTTCATGCCATCCTCAAA0.348

- 6 875LECT1_uc001vhg.2_Missense_Mutation_p.A255V|LECT1_uc001vhh.2_Missense_Mutation_p.A244VNM_007015 NP_008946 O75829 LECT1_HUMAN 2AGGATTGAAGGCTTGTGAGTC0.408



- 1 325PCDH8_uc001vhj.2_Missense_Mutation_p.A41VNM_002590 NP_002581 O95206 PCDH8_HUMANExtracellular (Potential).|Cadherin 1. 1CGTGCCGGGGGCATCCTCCTC0.592

- 2 812PCDH20_uc010thj.1_Missense_Mutation_p.E150KNM_022843 NP_073754 Q8N6Y1 PCD20_HUMANCadherin 1.|Extracellular (Potential). 6CACAGGGCCTCCCTGTCGATC0.602

- 10 2428DACH1_uc010tho.1_Missense_Mutation_p.V521I|DACH1_uc010thp.1_Missense_Mutation_p.V467INM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1CCATTTAAGACCCTGAGACTA0.388

+ 2 1214KLF5_uc001vjd.2_Missense_Mutation_p.A206VNM_001730 NP_001721 Q13887 KLF5_HUMAN 3CCACAACAGGCCACTTACTTT0.517

- 21 4101TBC1D4_uc010tht.1_Missense_Mutation_p.E462K|TBC1D4_uc010thu.1_Missense_Mutation_p.E409K|TBC1D4_uc010aer.2_Missense_Mutation_p.E1244K|TBC1D4_uc010aes.2_Missense_Mutation_p.E1189KNM_014832 NP_055647 O60343 TBCD4_HUMAN 6TTTTCTTGTTCCAGGGTCCGG0.458

- 6 1840TBC1D4_uc010aer.2_Missense_Mutation_p.R498K|TBC1D4_uc010aes.2_Missense_Mutation_p.R498KNM_014832 NP_055647 O60343 TBCD4_HUMAN 6TACCTGAACTCTTTCAAAGAT0.403

+ 6 1142LMO7_uc010thv.1_Intron|LMO7_uc001vjt.1_Intron|LMO7_uc010thw.1_Intron|LMO7_uc001vjw.1_IntronNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5CATGCCAAACCCAGGGAATGC0.398

+ 11 2606LMO7_uc010thv.1_Missense_Mutation_p.R567W|LMO7_uc001vjt.1_Missense_Mutation_p.R515W|LMO7_uc010thw.1_Missense_Mutation_p.R466W|LMO7_uc001vjw.1_Missense_Mutation_p.R522WNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5CAGAAGTTACCGGAAAACTGA0.483

+ 26 4763LMO7_uc010thv.1_Missense_Mutation_p.G1322E|LMO7_uc010thw.1_Missense_Mutation_p.G1248E|LMO7_uc001vjx.1_5'FlankNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5TCTTCCTCAGGAGCTGAAGTC0.443

- 65 11105MYCBP2_uc010aev.2_Missense_Mutation_p.D3076N|MYCBP2_uc001vke.2_Missense_Mutation_p.D292NNM_015057 NP_055872 O75592 MYCB2_HUMAN 14TCGCCATCATCTGACTTTGAC0.398

- 57 9158MYCBP2_uc010aev.2_Missense_Mutation_p.L2427F|MYCBP2_uc001vkg.1_Missense_Mutation_p.L546F|MYCBP2_uc010aew.2_Missense_Mutation_p.L409FNM_015057 NP_055872 O75592 MYCB2_HUMAN 14TCTTTGGAAAGTTCAGGATGA0.388

- 43 6408MYCBP2_uc010aev.2_Missense_Mutation_p.G1510ENM_015057 NP_055872 O75592 MYCB2_HUMAN 14AAATTCATATCCAATTGCAAA0.343

- 16 2358MYCBP2_uc010aev.2_Missense_Mutation_p.G160ENM_015057 NP_055872 O75592 MYCB2_HUMAN Cys-rich. 14TGTCTCTTACCCTCCGGGGAC0.438

+ 10 771SCEL_uc001vkj.2_Missense_Mutation_p.P201S|SCEL_uc010thx.1_Missense_Mutation_p.P179SNM_144777 NP_659001 O95171 SCEL_HUMAN 5TGTTTCTTCTCCTAACCAGCT0.428 rs17854490

- 2 2830SLITRK6_uc010afe.1_Missense_Mutation_p.P244SNM_032229 NP_115605 Q9H5Y7 SLIK6_HUMANCytoplasmic (Potential). 3TGGGCTCCAGGATAATGTGCC0.388

+ 2 961SLITRK5_uc010tic.1_IntronNM_015567 NP_056382 O94991 SLIK5_HUMANLRRCT 1.|Extracellular (Potential). 5CTCTCTAAAGGATTGGTTGGA0.517

+ 2 1343SLITRK5_uc010tic.1_Missense_Mutation_p.P134LNM_015567 NP_056382 O94991 SLIK5_HUMANExtracellular (Potential).|LRRNT. 5TTGGAGTGTCCCACCGCGTGC0.597

- 31 4069ABCC4_uc010afj.2_Missense_Mutation_p.T108I|ABCC4_uc010afk.2_Missense_Mutation_p.T1270INM_005845 NP_005836 O15439 MRP4_HUMAN 4AATAGTTAAGGTCGAGGGCTG0.388

- 24 3058ABCC4_uc010afk.2_Missense_Mutation_p.G933DNM_005845 NP_005836 O15439 MRP4_HUMANHelical; (Potential).|ABC transmembrane type-1 2. 4CAGTGCCAAACCAACCTGCCC0.473

- 27 3297UGGT2_uc001vmu.1_Missense_Mutation_p.P130SNM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3GGTGATTCAGGAATATCCAAA0.408

- 9 1170UGGT2_uc010afo.2_RNA|UGGT2_uc001vmv.2_Missense_Mutation_p.D334N|UGGT2_uc010afp.2_Missense_Mutation_p.D360NNM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3TGTGAAATGTCTTTCATTAAT0.313

- 4 1128OXGR1_uc010afr.1_Missense_Mutation_p.T295INM_080818 NP_543008 Q96P68 OXGR1_HUMANHelical; Name=7; (Potential). 2GTTACCAAAGGTGTTCAGAGC0.458

- 4 1028OXGR1_uc010afr.1_Missense_Mutation_p.V262INM_080818 NP_543008 Q96P68 OXGR1_HUMANHelical; Name=6; (Potential). 2ATCCGAATGACCCTCAAGATA0.433

+ 22 2801FARP1_uc001vnh.2_Missense_Mutation_p.P853LNM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN PH 1. 2TGGGGGGTGCCCCACTGCCTG0.617

- 23 2528DOCK9_uc001vnw.2_Splice_Site_p.D824_splice|DOCK9_uc001vnv.1_Splice_Site|DOCK9_uc010tir.1_Splice_Site_p.D825_splice|DOCK9_uc010tis.1_Splice_Site_p.D824_splice|DOCK9_uc010tit.1_Splice_Site_p.D825_splice|DOCK9_uc010afu.1_Splice_Site_p.D671_spliceNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1AATGCTGATCCTGAGGTAGGG0.358

- 21 2328DOCK9_uc001vnw.2_Missense_Mutation_p.S757F|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.S758F|DOCK9_uc010tis.1_Missense_Mutation_p.S757F|DOCK9_uc010tit.1_Missense_Mutation_p.S758F|DOCK9_uc010afu.1_Missense_Mutation_p.S604FNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-1. 1GGGAAGCCAGGAGTAGCCAAC0.478

- 13 1502DOCK9_uc001vnw.2_Missense_Mutation_p.L482F|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.L483F|DOCK9_uc010tis.1_Missense_Mutation_p.L482F|DOCK9_uc010tit.1_Missense_Mutation_p.L483F|DOCK9_uc010afu.1_Missense_Mutation_p.L298FNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1CTCCCCTGAAGGACTTTTTCA0.403

- 8 842DOCK9_uc001vnw.2_Missense_Mutation_p.A262T|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.A263T|DOCK9_uc010tis.1_Missense_Mutation_p.A262T|DOCK9_uc010tit.1_Missense_Mutation_p.A263T|DOCK9_uc010afu.1_Missense_Mutation_p.A78TNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1TCACTGTCTGCTGCCAAGAGA0.393

+ 1 644 NM_007129 NP_009060 O95409 ZIC2_HUMANNecessary for interaction with MDFIC and transcriptional activation or repression (By similarity).0AACCAGTACGGCCCCATGAAT0.562

- 14 1865TMTC4_uc001vot.2_Missense_Mutation_p.A588T|TMTC4_uc010tja.1_Missense_Mutation_p.A458T|TMTC4_uc001vov.1_Missense_Mutation_p.A314T|TMTC4_uc001vow.1_Missense_Mutation_p.A352TNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN TPR 4. 3CTTTGCTCTGCTGCTTCAAAC0.493

- 11 1502TMTC4_uc001vot.2_Missense_Mutation_p.G467R|TMTC4_uc010tja.1_Missense_Mutation_p.G337R|TMTC4_uc001vov.1_Missense_Mutation_p.G193R|TMTC4_uc001vow.1_Missense_Mutation_p.G231RNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMANTPR 1.|Helical; (Potential). 3AATAAGATTCCCAGCACGACA0.507

- 8 1038TMTC4_uc001vot.2_Missense_Mutation_p.T312M|TMTC4_uc010tja.1_Missense_Mutation_p.T182M|TMTC4_uc001vov.1_Missense_Mutation_p.T38M|TMTC4_uc001vow.1_Missense_Mutation_p.T76MNM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3CGGCGGGCCCGTGCCCATGAT0.637

+ 24 3089 NM_003291 NP_003282 P29144 TPP2_HUMAN 2CTTAATACCTCCACCAACAAA0.313

- 3 313C13orf39_uc001vpk.2_Missense_Mutation_p.E103KNM_001010977 NP_001010977 Q5VZV1 MT21C_HUMAN 0GCATGTTCCTCCAAGTATTGA0.403

- 1 795 NM_000452 NP_000443 Q12908 NTCP2_HUMANCytoplasmic (Potential). 4CACAAATGCCCCACGGCCGCT0.532

- 1 619 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1CATTTCTGAGCCCTCTCGGAA0.562

- 29 2227COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6TCCAGGTAAGCCGTCAACACC0.498

- 22 1419COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6GGCTGACATTCCACAATTCCA0.413

- 8 590COL4A1_uc010agl.2_Splice_Site_p.K156_spliceNM_001845 NP_001836 P02462 CO4A1_HUMAN 6ATAAAATGTACCTTCATCCCT0.328

+ 1 824CARS2_uc010tjm.1_5'Flank|uc001vre.2_5'Flank|ING1_uc001vrf.2_Intron|ING1_uc001vrg.2_Intron|ING1_uc001vrh.2_IntronNM_005537 NP_005528 Q9UK53 ING1_HUMAN 1TCCCCGCTCAGCCCGGCCACT0.736

+ 12 1625MCF2L_uc001vsq.2_Missense_Mutation_p.E535Q|MCF2L_uc010tjr.1_Missense_Mutation_p.E478Q|MCF2L_uc001vsr.2_Missense_Mutation_p.E482Q|MCF2L_uc001vss.3_Missense_Mutation_p.E476Q|MCF2L_uc010tjs.1_Missense_Mutation_p.E476Q|MCF2L_uc001vst.1_Missense_Mutation_p.E440QNM_001112732 NP_001106203 O15068 MCF2L_HUMAN Potential. 2GACCGGTGCGGAAAATAAGAT0.532

+ 17 1763CUL4A_uc010tjx.1_Splice_Site_p.E484_splice|CUL4A_uc010agu.2_Splice_Site_p.E445_splice|CUL4A_uc010tjz.1_Splice_Site_p.E263_spliceNM_001008895 NP_001008895 Q13619 CUL4A_HUMAN 3GTTTAAAGAAGTAAGTTGTCT0.289

+ 8 788 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN 0GCAGGCTTCCGCCTGACGCCC0.677

- 11 1460GAS6_uc001vug.2_Missense_Mutation_p.P137L|GAS6_uc001vuf.2_Missense_Mutation_p.P163LNM_000820 NP_000811 Q14393 GAS6_HUMANLaminin G-like 1. 4AGTACTCACAGGCTGCACGAG0.587

+ 1 167POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CAGGGGGAGCGGCAAGAGCAA0.592

- 1 265 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0TCCCCCTGCACCAGGGGAAGC0.587

- 1 689 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANCytoplasmic (Potential). 2GGATCGACTAGCAGCACGGTA0.502



- 1 170 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANCytoplasmic (Potential). 2ATACATTGGTGTGTGAAGGAG0.438

- 50 7251TEP1_uc010ahj.1_RNA|TEP1_uc010ahk.2_Missense_Mutation_p.S1747F|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.S2296F|TEP1_uc010tlh.1_3'UTRNM_007110 NP_009041 Q99973 TEP1_HUMAN WD 18. 5CCAGATTTCAGATGGAGCATC0.458

- 14 2255TEP1_uc010ahk.2_Missense_Mutation_p.G89S|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.G631SNM_007110 NP_009041 Q99973 TEP1_HUMAN 5TTCAGGATGCCTTCTTCTGCC0.532

- 14 2198TEP1_uc010ahk.2_Missense_Mutation_p.D70N|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.D612NNM_007110 NP_009041 Q99973 TEP1_HUMAN 5AGCACGACGTCCACCTGCTCC0.547

- 2 279TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.Q80RNM_007110 NP_009041 Q99973 TEP1_HUMANTEP1 N-terminal 3. 5GGCCAGGCACTGGTTCTCCAA0.542

- 2 223TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.M61INM_007110 NP_009041 Q99973 TEP1_HUMANTEP1 N-terminal 3. 5GTGGTTTTTCCATGGTCTTCA0.507

+ 4 654OSGEP_uc001vxf.2_5'Flank|APEX1_uc001vxh.2_Missense_Mutation_p.L108F|APEX1_uc001vxi.2_Missense_Mutation_p.L108F|APEX1_uc001vxj.2_Missense_Mutation_p.L108FNM_001641 NP_001632 P27695 APEX1_HUMAN 4ACCAGCTGAACTTCAGGAGCT0.502

+ 4 455PNP_uc010ahn.2_3'UTR|PNP_uc001vxn.3_5'UTRNM_000270 NP_000261 P00491 PNPH_HUMAN 2GGTTTTCCACCTTCTGGGTGT0.443

- 4 721RNASE9_uc001vxq.3_Missense_Mutation_p.P193S|RNASE9_uc010ahp.2_Missense_Mutation_p.P193S|RNASE9_uc010ahq.2_Missense_Mutation_p.P193S|RNASE9_uc010ahr.2_Missense_Mutation_p.P193S|RNASE9_uc010ahs.2_Missense_Mutation_p.P188S|RNASE9_uc010aht.2_Missense_Mutation_p.P188S|RNASE9_uc010ahu.2_Missense_Mutation_p.P188SNM_001110357 NP_001103827 P60153 RNAS9_HUMAN 2TGTTCAGGTGGCTCCACGAGA0.433

+ 2 973RNASE4_uc001vxx.3_RNA|RNASE4_uc001vya.2_Missense_Mutation_p.G137DNM_002937 NP_002928 P34096 RNAS4_HUMAN 1GCCTGTGAGGGTAACCCACAG0.512

+ 3 484METT11D1_uc010tlk.1_Missense_Mutation_p.S96N|METT11D1_uc001vym.2_Missense_Mutation_p.S96N|METT11D1_uc001vyo.2_Missense_Mutation_p.S96N|METT11D1_uc001vyp.2_5'UTR|METT11D1_uc001vyq.2_5'UTRNM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0TATCTCTGGAGCAGACATTTG0.473

+ 14 1510METT11D1_uc001vym.2_Missense_Mutation_p.P429L|METT11D1_uc001vyo.2_Silent_p.T462T|METT11D1_uc001vyp.2_Missense_Mutation_p.P280L|METT11D1_uc001vyq.2_Silent_p.T304T|SLC39A2_uc001vyr.2_5'Flank|SLC39A2_uc001vys.2_5'FlankNM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0GATCTTTTACCTGTGCTTACT0.522

+ 4 582 NDRG2_uc010tll.1_IntronNM_173846 NP_776245 P59282 TPPP2_HUMAN 0CACCCACAAGGAGCGCTTTGA0.542

+ 12 2512FLJ10357_uc001vzo.1_5'UTR|FLJ10357_uc010aij.2_RNA|FLJ10357_uc010tln.1_Missense_Mutation_p.S114NNM_018071 NP_060541 Q8TER5 ARH40_HUMAN Potential. 0CGTGCTTTCAGCGCTGAGGTC0.637

+ 7 1325TOX4_uc001way.2_Missense_Mutation_p.A278T|TOX4_uc001wba.2_RNA|TOX4_uc010tlu.1_Missense_Mutation_p.A385T|TOX4_uc010tlv.1_Missense_Mutation_p.A278TNM_014828 NP_055643 O94842 TOX4_HUMAN Gln/Pro-rich. 1AACCAGTACAGCTACTATCCA0.552

+ 1 620 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANHelical; Name=5; (Potential). 4GGAACCATCTCCCTCTCCTGT0.493

- 8 1361SLC7A7_uc001wgs.3_Missense_Mutation_p.P408L|SLC7A7_uc001wgt.3_Missense_Mutation_p.P408L|SLC7A7_uc001wgu.3_Missense_Mutation_p.P408L|SLC7A7_uc001wgv.3_Missense_Mutation_p.P408LNM_003982 NP_003973 Q9UM01 YLAT1_HUMAN 2AGGTCGATCAGGCTCCTTCCA0.498

+ 1 405 NM_001099780 NP_001093250 A5LHX3 PSB11_HUMAN 0GCGGCTTCGGGAACTGAGGGA0.612

- 17 3675ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Missense_Mutation_p.P358L|ACIN1_uc001wiq.3_Missense_Mutation_p.P358L|ACIN1_uc001wir.3_Missense_Mutation_p.P389L|ACIN1_uc001wis.3_Missense_Mutation_p.P797L|ACIN1_uc010akg.2_Missense_Mutation_p.P1103LNM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Pro-rich. 4GGGGTGCAGGGGCCGTGGTAT0.662

- 8 2586ACIN1_uc001wis.3_Missense_Mutation_p.T435I|ACIN1_uc010akg.2_Missense_Mutation_p.T753INM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4CAGATGAGAGGTCTGAGTCTC0.493

- 6 1253ACIN1_uc001wis.3_5'UTR|ACIN1_uc010akg.2_Missense_Mutation_p.E309K|ACIN1_uc010tnj.1_Missense_Mutation_p.E269KNM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Glu-rich. 4GGTATCTCTTCCCCTTCTTCC0.373

- 4 1261EFS_uc001wjp.2_Missense_Mutation_p.A125V|EFS_uc010tnm.1_IntronNM_005864 NP_005855 O43281 EFS_HUMAN Pro-rich. 1GGAGGGGGCAGCATAGATGGG0.622

- 28 3936uc010tnn.1_5'Flank|MIR208A_hsa-mir-208a|MI0000251_5'FlankNM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4TAGCTGCCGGGCCAACTCTCC0.582

+ 2 669THTPA_uc001wkb.3_Intron|THTPA_uc001wkg.3_Missense_Mutation_p.G100D|THTPA_uc010akr.2_Intron|THTPA_uc001wki.3_IntronNM_001126339 NP_001119811 Q9BU02 THTPA_HUMAN 0CGGGCTGACGGCCTGGGGGCT0.592

+ 2 263DHRS4L1_uc010tnu.1_IntronNM_001082488 NP_001075957 P0CG22 DR4L1_HUMAN 0GGCACTGTGTGCCATGTGGGG0.652

+ 34 3671LRRC16B_uc001wlk.2_IntronNM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5GAGCTTCGATGGGAAACGAGA0.602

+ 4 617NRL_uc001wlq.2_5'Flank|DCAF11_uc001wlw.2_Missense_Mutation_p.V113M|DCAF11_uc001wlz.2_Silent_p.K34K|DCAF11_uc001wly.2_Missense_Mutation_p.V69M|DCAF11_uc001wme.2_Silent_p.K94K|DCAF11_uc010tny.1_Translation_Start_Site|DCAF11_uc001wmd.2_Missense_Mutation_p.V113M|DCAF11_uc001wmc.2_Silent_p.K34K|DCAF11_uc001wmb.3_Missense_Mutation_p.V87M|DCAF11_uc001wma.3_Missense_Mutation_p.V113MNM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN 0CAAGACACAAGTGGAACTGGC0.582

+ 14 1752DCAF11_uc001wlw.2_Nonsense_Mutation_p.W491*|DCAF11_uc001wlz.2_Nonsense_Mutation_p.W391*|DCAF11_uc001wly.2_Nonsense_Mutation_p.W447*|DCAF11_uc001wme.2_Nonsense_Mutation_p.W451*|DCAF11_uc010tny.1_Nonsense_Mutation_p.W358*|DCAF11_uc001wmd.2_Nonsense_Mutation_p.W491*|DCAF11_uc001wmc.2_Nonsense_Mutation_p.W391*|DCAF11_uc001wmb.3_Nonsense_Mutation_p.W465*|DCAF11_uc001wma.3_Nonsense_Mutation_p.W491*NM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN WD 7. 0GACGTCAGTTGGCACCCCTTT0.562

- 2 216 NM_016049 NP_057133 Q9Y3B6 F158A_HUMAN 0GTACCGGGCAGCATGCAGGCA0.647

+ 7 1271RNF31_uc001wml.1_Missense_Mutation_p.G190E|RNF31_uc001wmm.1_Intron|RNF31_uc010alg.1_Missense_Mutation_p.G156E|RNF31_uc001wmo.1_5'Flank|RNF31_uc001wmp.2_5'FlankNM_017999 NP_060469 Q96EP0 RNF31_HUMANPolyubiquitin-binding. 2GGTCCCCAAGGAACTGGAGGC0.587

+ 16 1595REC8_uc001wms.2_Missense_Mutation_p.E390KNM_005132 NP_005123 O95072 REC8_HUMAN Glu-rich. 0CGCTGAGGAGGAAAGGAGAAA0.597

- 26 2869IPO4_uc001wmt.1_Missense_Mutation_p.P391L|IPO4_uc001wmu.2_Missense_Mutation_p.P575L|IPO4_uc001wmx.1_Missense_Mutation_p.P777L|IPO4_uc001wmy.1_Missense_Mutation_p.P777L|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.P913LNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 5. 1TCGCACCTCGGGGTCTGCCTC0.647

- 21 2232IPO4_uc001wmt.1_Missense_Mutation_p.E179K|IPO4_uc001wmu.2_Missense_Mutation_p.E363K|IPO4_uc001wmx.1_Missense_Mutation_p.E565K|IPO4_uc001wmy.1_Missense_Mutation_p.E565K|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.E701KNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1TTAAATACTTCTTCAAAGACA0.577

- 11 1137IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_5'UTR|IPO4_uc001wmx.1_Missense_Mutation_p.V200I|IPO4_uc001wmy.1_Missense_Mutation_p.V200I|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.V336INM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1ATGTCCACAACCTGAGATGGG0.587

- 2 209 TGM1_uc010tog.1_5'UTRNM_000359 NP_000350 P22735 TGM1_HUMANMembrane anchorage region. 3TCTGGCTCTGGCTCTGGCTCT0.637

- 15 1944RABGGTA_uc001woe.2_RNA|RABGGTA_uc001wog.2_Missense_Mutation_p.P508S|RABGGTA_uc001woh.2_RNA|RABGGTA_uc001woi.2_RNANM_004581 NP_004572 Q92696 PGTA_HUMAN LRR 3. 0TGCAGCCGGGGTAGGTTGGTG0.617

- 2 296CIDEB_uc001woo.2_Missense_Mutation_p.E58K|CIDEB_uc001wop.2_Missense_Mutation_p.E58K|LTB4R2_uc001woq.1_5'Flank|LTB4R2_uc010alo.2_5'Flank|LTB4R2_uc001wor.2_5'FlankNM_014430 NP_055245 Q9UHD4 CIDEB_HUMAN CIDE-N. 0GCTAGCAGCTCCTGGCGGGTG0.592 rs138292688

+ 1 2660CIDEB_uc001woo.2_5'Flank|CIDEB_uc001wop.2_5'Flank|LTB4R2_uc010alo.2_Missense_Mutation_p.G317D|LTB4R2_uc001wor.2_Missense_Mutation_p.G317D|LTB4R_uc001wos.2_5'UTR|LTB4R_uc010alp.2_5'FlankNM_019839 NP_062813 Q9NPC1 LT4R2_HUMANCytoplasmic (Potential). 0GCCCGAGGGGGCGGCCGCTCT0.682

+ 9 3932 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3CCCCAGTCAGGGGGTGACAGC0.622

- 4 526GZMB_uc010ama.2_Missense_Mutation_p.G142R|GZMB_uc010amb.2_RNANM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0GAGTGTTTTCCCAGGGGGGCC0.557

- 5 896NOVA1_uc001wpz.2_Missense_Mutation_p.T169I|NOVA1_uc001wqa.2_Missense_Mutation_p.T71INM_002515 NP_002506 P51513 NOVA1_HUMAN KH 2. 5AGCCTTCACAGTAGCACCTCC0.433

+ 9 779SCFD1_uc001wqn.1_Splice_Site_p.S185_splice|SCFD1_uc010tpg.1_Splice_Site_p.S193_splice|SCFD1_uc010tph.1_Splice_Site_p.S67_splice|SCFD1_uc010amf.1_Splice_Site_p.S67_splice|SCFD1_uc010tpi.1_Splice_Site_p.S160_splice|SCFD1_uc010amd.1_Splice_Site_p.S84_splice|SCFD1_uc010ame.1_Splice_Site_p.S185_spliceNM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0GCCAATTCAGGTATTACTGTT0.294

+ 16 1423SCFD1_uc001wqn.1_Missense_Mutation_p.A400T|SCFD1_uc010tpg.1_Missense_Mutation_p.A408T|SCFD1_uc010tph.1_Missense_Mutation_p.A282T|SCFD1_uc010amf.1_Missense_Mutation_p.A282T|SCFD1_uc010tpi.1_Missense_Mutation_p.A375T|SCFD1_uc010amd.1_Missense_Mutation_p.A299T|SCFD1_uc010ame.1_Missense_Mutation_p.A400TNM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0CACACAGCAAGCACCTTCTGA0.343

- 20 3174HEATR5A_uc010ami.2_Missense_Mutation_p.A931TNM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1CTAAGCGCTGCTCCTACCTGG0.358

+ 3 673AKAP6_uc010aml.2_Missense_Mutation_p.G165DNM_004274 NP_004265 Q13023 AKAP6_HUMAN 21ATTCTGCAAGGTCTGCAGGAC0.512

+ 11 3342 NM_004274 NP_004265 Q13023 AKAP6_HUMAN Spectrin 2. 21GAAGATCCAGGACACAATGGC0.358

+ 13 6720 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21AGTTCCCAGCGAAGCTGCAAT0.458



+ 3 299NPAS3_uc001wrs.2_Missense_Mutation_p.P49S|NPAS3_uc001wrt.2_Missense_Mutation_p.P49S|NPAS3_uc001wrv.2_Missense_Mutation_p.P49S|NPAS3_uc001wrw.2_5'UTRNM_173159 NP_071406 Q8IXF0 NPAS3_HUMANHelix-loop-helix motif. 2CAAGTTGTTGCCTCTTCCTGC0.478

- 1 444EGLN3_uc001wry.2_Intron|EGLN3_uc001wrz.2_Missense_Mutation_p.G40S|EGLN3_uc001wsb.1_Missense_Mutation_p.G40SNM_022073 NP_071356 Q9H6Z9 EGLN3_HUMAN 0ACGCAGTCGCCCACCACCTCG0.677

- 3 746BAZ1A_uc001wsl.2_Missense_Mutation_p.P60S|BAZ1A_uc001wsm.1_Missense_Mutation_p.P60SNM_013448 NP_038476 Q9NRL2 BAZ1A_HUMANWAC.|Required for association with the CHRAC1/POLE3 complex.|Required for interaction with NCOR1.7GTCAGTCCAGGTCTACCCGTC0.373

+ 4 697FAM177A1_uc001wsq.2_Missense_Mutation_p.E103KNM_001079519 NP_001072987 Q8N128 F177A_HUMAN 0TGATGGCCTGGAGAAGAAAGA0.378

- 6 773RALGAPA1_uc001wtj.2_Missense_Mutation_p.G128S|RALGAPA1_uc010tpv.1_Missense_Mutation_p.G128S|RALGAPA1_uc010tpw.1_Missense_Mutation_p.G128S|RALGAPA1_uc001wtk.1_5'UTRNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4AGACGAACACCTTCCCGCCTA0.333

- 2 792SFTA3_uc001wts.2_Intron|NKX2-1_uc001wtu.2_Missense_Mutation_p.K181E|NKX2-1_uc001wtv.2_Missense_Mutation_p.K151E|uc001wtw.1_5'FlankNM_003317 NP_003308 P43699 NKX21_HUMAN 1GCCATGTTCTTGCTCACGTCC0.667

+ 3 1229PAX9_uc010amq.2_5'FlankNM_006194 NP_006185 P55771 PAX9_HUMANInteraction with KDM5B. 3GCGGCGGCCGCCAAGGTGCCC0.682

- 7 798 NM_030631 NP_085134 Q9BQT8 ODC_HUMAN Solcar 2. 1CTGGAGTCCCCAGCCTTCCTT0.438

+ 24 2653CTAGE5_uc001wuz.3_Missense_Mutation_p.P761S|CTAGE5_uc001wuy.3_Missense_Mutation_p.P693S|CTAGE5_uc001wvb.3_Missense_Mutation_p.P701S|CTAGE5_uc001wvc.3_Missense_Mutation_p.P675S|CTAGE5_uc001wva.3_Missense_Mutation_p.P744S|CTAGE5_uc001wvh.3_Missense_Mutation_p.P730S|CTAGE5_uc001wvf.3_Missense_Mutation_p.P698S|CTAGE5_uc001wvi.3_Missense_Mutation_p.P778S|CTAGE5_uc010amz.2_Missense_Mutation_p.P389S|CTAGE5_uc001wvj.3_Missense_Mutation_p.P744SNM_005930 NP_005921 O15320 CTGE5_HUMAN Pro-rich. 0TTTCCCCCCACCCCCACATTC0.463

+ 9 3546FAM179B_uc001wvw.2_Missense_Mutation_p.G1113R|FAM179B_uc010anc.2_RNANM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3AGGCGTATTTGGAAGTTTAAG0.224

+ 11 2029FANCM_uc001wwc.2_Missense_Mutation_p.H644Y|FANCM_uc010anf.2_Missense_Mutation_p.H618Y|FANCM_uc001wwe.3_Missense_Mutation_p.H180YNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7GTTCATCACACATGGTGTCTA0.393

- 14 3602 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CCTATTTATAGAACCTAGCAT0.363

- 14 2613MDGA2_uc001wwh.3_Missense_Mutation_p.P8L|MDGA2_uc001wwi.3_Missense_Mutation_p.P577L|MDGA2_uc010ani.2_Missense_Mutation_p.P366LNM_001113498 NP_001106970 Q7Z553 MDGA2_HUMAN MAM. 6TTCCAATCTGGGTCGTGATGT0.378

- 2 389SDCCAG1_uc010anj.1_Intron|MGAT2_uc001wwr.2_5'FlankNM_001001 NP_000992 Q969Q0 RL36L_HUMAN 0TTCTTATCTCCTCCCAGTTCA0.418

- 2 307C14orf138_uc001wxn.1_RNA|C14orf138_uc001wxp.1_Missense_Mutation_p.V94I|C14orf138_uc001wxq.1_RNANM_024558 NP_078834 Q9H867 MT21D_HUMAN 0AGATCGGTGACTACAACATCA0.468

- 23 4087SOS2_uc010ans.2_Missense_Mutation_p.T165I|SOS2_uc010tql.1_Missense_Mutation_p.T1297I|C14orf138_uc001wxn.1_5'Flank|C14orf138_uc001wxo.1_5'Flank|C14orf138_uc001wxp.1_5'Flank|C14orf138_uc001wxq.1_5'FlankNM_006939 NP_008870 Q07890 SOS2_HUMAN 2TCATTGGGGAGTTTCTGCATT0.378

- 18 3552NIN_uc001wyi.2_Missense_Mutation_p.E1121K|NIN_uc001wyj.2_Intron|NIN_uc001wyk.2_Intron|NIN_uc010tqp.1_Missense_Mutation_p.E1127K|NIN_uc001wyo.2_Missense_Mutation_p.E1121KNM_182946 NP_891991 Q8N4C6 NIN_HUMAN 6TCTGTTTGTTCCGCAGTATTT0.448

- 16 2019NIN_uc001wyi.2_Missense_Mutation_p.V610I|NIN_uc001wyj.2_RNA|NIN_uc001wyk.2_Missense_Mutation_p.V610I|NIN_uc010tqp.1_Missense_Mutation_p.V616I|NIN_uc001wyo.2_Missense_Mutation_p.V610INM_182946 NP_891991 Q8N4C6 NIN_HUMAN 6TGTTCAATGACCAGCTCTGCC0.438

- 2 1660TRIM9_uc001wyy.2_Missense_Mutation_p.R299C|TRIM9_uc001wyz.3_Missense_Mutation_p.R299CNM_015163 NP_055978 Q9C026 TRIM9_HUMAN Potential. 3ACCATGTTGCGCAGCTGTACC0.552

+ 7 989FRMD6_uc001wzb.2_Missense_Mutation_p.R227K|FRMD6_uc001wzc.2_Missense_Mutation_p.R227K|FRMD6_uc001wze.2_Missense_Mutation_p.R158KNM_152330 NP_689543 Q96NE9 FRMD6_HUMAN FERM. 3CATTACTACAGATTGTATAAG0.388

+ 1 493 NM_000956 NP_000947 P43116 PE2R2_HUMANHelical; Name=2; (Potential). 2GACCTGCTCGGGACCTGCCTC0.692

- 3 410 NM_198066 NP_932332 Q96EK6 GNA1_HUMANN-acetyltransferase. 0CTTAAAAAAACCTAGTTTTGA0.338

- 7 1929DDHD1_uc001xaj.2_Missense_Mutation_p.P574S|DDHD1_uc001xah.2_Missense_Mutation_p.P567S|DDHD1_uc001xag.2_Missense_Mutation_p.P149S|DDHD1_uc001xak.1_5'FlankNM_001160148 NP_001153620 Q8NEL9 DDHD1_HUMAN 2CGTTCATCAGGCAACTCTTCT0.368

- 3 665BMP4_uc010aoh.2_Missense_Mutation_p.L160F|BMP4_uc001xao.3_Missense_Mutation_p.L160F|BMP4_uc001xan.3_Missense_Mutation_p.L160FNM_130851 NP_570912 P12644 BMP4_HUMAN 0TCCCGGAAGAGCCGAAGCTCT0.542

+ 12 2145SAMD4A_uc001xbc.2_Missense_Mutation_p.S627F|SAMD4A_uc001xbg.2_Missense_Mutation_p.S343FNM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0GACCGGACCTCCACCATCTAG0.582

- 4 419WDHD1_uc001xbn.1_Splice_SiteNM_007086 NP_009017 O75717 WDHD1_HUMAN 1AAGAGCCTTACCTAGATCCAG0.383

- 3 181WDHD1_uc001xbn.1_5'UTRNM_007086 NP_009017 O75717 WDHD1_HUMAN WD 1. 1CTCACATCACCATCACTTCCA0.274

- 7 1031FBXO34_uc001xbv.2_Intron|KIAA0831_uc001xbw.1_Splice_Site_p.S219_spliceNM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0CAATTACTTGCCTGTTGCAGA0.368

+ 2 236NAA30_uc010trk.1_Intron|NAA30_uc010aow.2_IntronNM_001011713 NP_001011713 Q147X3 NAA30_HUMAN Pro-rich. 1GCCCCGCTGTCCCTTCCCGGC0.741

- 4 606C14orf105_uc010trl.1_Nonsense_Mutation_p.Q154*|C14orf105_uc010trm.1_Nonsense_Mutation_p.Q66*|C14orf105_uc010trn.1_Nonsense_Mutation_p.Q66*|C14orf105_uc001xcz.2_Nonsense_Mutation_p.Q154*|C14orf105_uc010aox.1_RNA|C14orf105_uc010aoy.1_Nonsense_Mutation_p.Q76*NM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0TCCAGCACTTGCATCTTATGC0.363

- 1 330C14orf105_uc010trl.1_Missense_Mutation_p.P63S|C14orf105_uc010trm.1_5'UTR|C14orf105_uc010trn.1_5'UTR|C14orf105_uc001xcz.2_Missense_Mutation_p.P63S|C14orf105_uc010aox.1_RNA|C14orf105_uc010aoy.1_5'UTRNM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0TCTTGTAAAGGTGGCAGCTGC0.408

+ 15 1593ARID4A_uc001xdo.2_Missense_Mutation_p.P447S|ARID4A_uc001xdq.2_Missense_Mutation_p.P447S|ARID4A_uc010apg.1_Missense_Mutation_p.P125SNM_002892 NP_002883 P29374 ARI4A_HUMAN 6GAAGAGTGAACCTGAGGAAAA0.333

+ 3 745C14orf135_uc001xeq.2_Missense_Mutation_p.P75SNM_022495 NP_071940 Q63HM2 CN135_HUMANHelical; (Potential). 2ATATTTCATTCCAAGCACTGT0.333

- 8 706C14orf39_uc010apo.2_IntronNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4AAGATTGCTGGCATGTTTAAG0.244

- 2 963 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0CTGGCGTGGCCCATATTGCCC0.587

+ 6 725MNAT1_uc001xfe.2_IntronNM_002431 NP_002422 P51948 MAT1_HUMAN 2AAAGATAGATCTACCCAATTA0.368

- 4 1497 NM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3GACAGAGGCAGGAATCTGAAA0.453

- 2 317SLC38A6_uc001xfg.1_5'Flank|SLC38A6_uc001xfh.1_5'Flank|SLC38A6_uc001xfi.2_5'Flank|SLC38A6_uc001xfj.1_5'Flank|SLC38A6_uc001xfk.2_5'Flank|SLC38A6_uc010trz.1_5'FlankNM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3ACATCAGAAGGTGGTGAAAAC0.373

+ 13 1120SLC38A6_uc001xfh.1_Missense_Mutation_p.C335Y|SLC38A6_uc001xfi.2_RNA|SLC38A6_uc001xfj.1_RNA|SLC38A6_uc001xfk.2_RNA|SLC38A6_uc010trz.1_Missense_Mutation_p.C312YNM_153811 NP_722518 Q8IZM9 S38A6_HUMANHelical; (Potential). 3GTGAAGTTATGCATACTATTT0.348

+ 7 1194PRKCH_uc010tsa.1_Missense_Mutation_p.V136INM_006255 NP_006246 P24723 KPCL_HUMAN 6TAACTGTGGGGTAAATGCGGT0.468

- 1 10GPHB5_uc001xgc.2_5'UTRNM_145171 NP_660154 Q86YW7 GPHB5_HUMAN 1AAGAGGAATGCCAGCTTCATG0.567

+ 48 8269SYNE2_uc001xgl.2_Missense_Mutation_p.S2680FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14CATGGATTTTCTGTTTTAAAG0.428

+ 61 12306SYNE2_uc001xgl.2_Missense_Mutation_p.P4026S|SYNE2_uc010apy.2_Missense_Mutation_p.P411S|SYNE2_uc010apx.1_Missense_Mutation_p.P418SNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANPotential.|Cytoplasmic (Potential). 14ACATATGTCACCAGACCAAGC0.338

+ 102 18637SYNE2_uc001xgl.2_Missense_Mutation_p.R6136H|SYNE2_uc010apy.2_Missense_Mutation_p.R2521H|SYNE2_uc001xgn.2_Missense_Mutation_p.R1098H|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Missense_Mutation_p.R106H|SYNE2_uc001xgq.2_Missense_Mutation_p.R501H|SYNE2_uc001xgr.2_5'UTRNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANSpectrin 7.|Cytoplasmic (Potential). 14GAGACGTGGCGCCTGTGGCAG0.527

+ 12 1567MTHFD1_uc010aqe.2_Missense_Mutation_p.V430M|MTHFD1_uc010aqf.2_Missense_Mutation_p.V450MNM_005956 NP_005947 P11586 C1TC_HUMANFormyltetrahydrofolate synthetase. 2AATCGGGCTAGTGCAAGCCCT0.463

+ 2 1529HSPA2_uc001xhk.3_Missense_Mutation_p.A485TNM_021979 NP_068814 P54652 HSP72_HUMAN 1CGACATTGACGCCAATGGCAT0.547

+ 3 231 NM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1TTCTTTCTCAGGTTTGCCGCA0.383



+ 11 997C14orf50_uc001xhm.1_Missense_Mutation_p.A31TNM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1GAGAATGATGGCAAAACGCCC0.363

+ 16 2308PLEKHG3_uc001xhn.1_Missense_Mutation_p.S624N|PLEKHG3_uc001xhp.2_Missense_Mutation_p.S801N|PLEKHG3_uc010aqh.1_Missense_Mutation_p.S222N|PLEKHG3_uc001xhq.1_Missense_Mutation_p.S185NNM_015549 NP_056364 A1L390 PKHG3_HUMAN 1ACAGAGGACAGCCCTTCTGTC0.627

- 29 6265SPTB_uc001xhr.2_Missense_Mutation_p.P2071S|SPTB_uc001xhs.2_Missense_Mutation_p.P2071S|SPTB_uc001xhu.2_Missense_Mutation_p.P2071S|SPTB_uc010aqi.2_Missense_Mutation_p.P732SNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 17. 11ACCGTGGTGGGCTTCTCCAGG0.592

- 10 1259SPTB_uc001xhr.2_Missense_Mutation_p.A402V|SPTB_uc001xhs.2_Missense_Mutation_p.A402V|SPTB_uc001xhu.2_Missense_Mutation_p.A402VNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 2. 11CCGATACTCAGCTTCCTCCAG0.577

+ 18 2928GPHN_uc001xix.2_Missense_Mutation_p.P636S|GPHN_uc010tss.1_Missense_Mutation_p.P649S|GPHN_uc010tst.1_Missense_Mutation_p.P572S|GPHN_uc010tsu.1_Missense_Mutation_p.P526SNM_001024218 NP_001019389 Q9NQX3 GEPH_HUMANMPT adenylyltransferase. 2TTTTATGAAACCAGGGTATGA0.338

+ 22 3315GPHN_uc001xix.2_Missense_Mutation_p.V765I|GPHN_uc010tss.1_Missense_Mutation_p.V778I|GPHN_uc010tst.1_Missense_Mutation_p.V701I|GPHN_uc010tsu.1_Missense_Mutation_p.V655INM_001024218 NP_001019389 Q9NQX3 GEPH_HUMANMPT adenylyltransferase. 2GGATGTCATGGTCATTGGACG0.488

+ 8 1016 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1GTGCACCCAGGCGTCGTCCGC0.632

- 32 5970ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.H1944RNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11GCTGTCCCGGTGCAGATTCAG0.627

- 16 2943ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.T935INM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11GTCTCCAGAGGTGTTGAGCAG0.512

- 6 1094ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.A319T|ZFYVE26_uc010tta.1_Missense_Mutation_p.A319TNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11ACTTTCCAAGCCTCGGCTGGG0.488

+ 5 479RAD51L1_uc010aqq.2_Missense_Mutation_p.V139M|RAD51L1_uc001xkd.2_Missense_Mutation_p.V139M|RAD51L1_uc010aqr.2_Missense_Mutation_p.V20M|RAD51L1_uc001xke.2_Missense_Mutation_p.V139M|RAD51L1_uc010aqs.1_Missense_Mutation_p.V139M|RAD51L1_uc001xkg.1_Missense_Mutation_p.V139MNM_133509 NP_598193 O15315 RA51B_HUMAN 0AGGAGCTGTGGTGTACATTGA0.358

- 2 954ZFP36L1_uc001xki.1_Missense_Mutation_p.T275INM_004926 NP_004917 Q07352 TISB_HUMAN 1GAGGAAGGTGGTCGGGGAGCC0.637

+ 2 410GALNTL1_uc001xla.1_Missense_Mutation_p.R106Q|GALNTL1_uc001xlb.1_Missense_Mutation_p.R106QNM_020692 NP_065743 Q8N428 GLTL1_HUMANLumenal (Potential). 2CGGCCCATCCGGGACACCCGC0.547

+ 1 497 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2AGTAATGAGACACAATTCCCA0.418

- 3 968MAP3K9_uc010ttk.1_Missense_Mutation_p.A60V|MAP3K9_uc001xmk.2_Missense_Mutation_p.A17V|MAP3K9_uc001xml.2_Missense_Mutation_p.A323VNM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5AAACATGGAGGCCCGGATGAC0.552

+ 6 1320PCNX_uc001xmn.3_Missense_Mutation_p.A292T|PCNX_uc010are.1_Missense_Mutation_p.A292TNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1CTCTGCTGTGGCTTTTCCAGA0.458

+ 14 3730PCNX_uc010are.1_Missense_Mutation_p.T984I|PCNX_uc010arf.1_5'UTRNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1CTGACTGCAACCAAGTTCAAA0.373

+ 34 6748PCNX_uc010are.1_Missense_Mutation_p.G1990D|PCNX_uc010arf.1_Missense_Mutation_p.G889D|PCNX_uc001xmp.2_Missense_Mutation_p.G185DNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1CTCCTCCTAGGCACTAGCCAC0.507

+ 14 4121SIPA1L1_uc001xmt.2_Missense_Mutation_p.G1237E|SIPA1L1_uc001xmu.2_Missense_Mutation_p.G1237E|SIPA1L1_uc001xmv.2_Missense_Mutation_p.G1258E|SIPA1L1_uc010ttm.1_Missense_Mutation_p.G712E|SIPA1L1_uc001xmw.2_Missense_Mutation_p.G23ENM_015556 NP_056371 O43166 SI1L1_HUMAN 4AGCCCCAGTGGGAGATTAATG0.453

+ 15 4355SIPA1L1_uc001xmt.2_Missense_Mutation_p.S1315N|SIPA1L1_uc001xmu.2_Missense_Mutation_p.S1315N|SIPA1L1_uc001xmv.2_Missense_Mutation_p.S1336N|SIPA1L1_uc010ttm.1_Missense_Mutation_p.S790N|SIPA1L1_uc001xmw.2_Missense_Mutation_p.S101NNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4TATGGCCCCAGCCACGGCAGC0.587

+ 15 4378SIPA1L1_uc001xmt.2_Missense_Mutation_p.G1323R|SIPA1L1_uc001xmu.2_Missense_Mutation_p.G1323R|SIPA1L1_uc001xmv.2_Missense_Mutation_p.G1344R|SIPA1L1_uc010ttm.1_Missense_Mutation_p.G798R|SIPA1L1_uc001xmw.2_Missense_Mutation_p.G109RNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4AGCCTCGCTGGGGGCTGCCAC0.572

+ 8 1024RGS6_uc010ttn.1_Nonsense_Mutation_p.W167*|RGS6_uc001xmx.3_Nonsense_Mutation_p.W167*|RGS6_uc010tto.1_RNA|RGS6_uc001xmy.3_Nonsense_Mutation_p.W167*|RGS6_uc010ttp.1_Nonsense_Mutation_p.W98*|RGS6_uc001xmz.1_Nonsense_Mutation_p.W28*|RGS6_uc010arg.2_RNANM_004296 NP_004287 P49758 RGS6_HUMAN 3CGAGGAAGTGGGAATTCATCT0.403

- 12 2960ZFYVE1_uc001xnl.2_Missense_Mutation_p.P359S|ZFYVE1_uc010arj.2_Missense_Mutation_p.P760SNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN FYVE-type 2. 1AGGTCACCGGGCTTTTTATTG0.572

- 11 2735ZFYVE1_uc001xnl.2_Missense_Mutation_p.P284S|ZFYVE1_uc010arj.2_Missense_Mutation_p.P685SNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1CCACCTAGTGGTATGTCAATG0.587

+ 14 1752RBM25_uc010ttu.1_Missense_Mutation_p.G515E|RBM25_uc001xnp.2_Missense_Mutation_p.G310ENM_021239 NP_067062 P49756 RBM25_HUMANNecessary for nuclear speckle localization.|Glu-rich.|Arg-rich.4TTTTACAGAGGAAGTGCTCTT0.408

+ 2 794HEATR4_uc010tua.1_Intron|ACOT1_uc010tuc.1_Missense_Mutation_p.T199INM_001037161 NP_001032238 Q86TX2 ACOT1_HUMAN 0CTCCCCAAGACCATGGAGACG0.498

- 4 2621C14orf43_uc001xos.2_5'Flank|C14orf43_uc001xou.2_Missense_Mutation_p.T613I|C14orf43_uc010tud.1_Missense_Mutation_p.T613I|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5GCCCGCCTTGGTGGGGATGAT0.627

- 7 1715 NM_152445 NP_689658 1TTCATTTCCTCCAGTTCTTTC0.348

+ 4 761 NM_182894 NP_878314 P58304 VSX2_HUMAN CVC. 1CTCTACGGGGCCATGGTGCGG0.637

+ 1 424 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3ACGGAGACTGGCAGCCGCCAC0.682

+ 14 5936YLPM1_uc001xql.3_RNA|YLPM1_uc001xqm.1_Missense_Mutation_p.V421INM_019589 NP_062535 P49750 YLPM1_HUMAN 3CAATGACAGAGTTAGGCATTT0.398

- 1 971PROX2_uc001xqq.1_IntronNM_001080408 NP_001073877 Q3B8N5 PROX2_HUMAN 0ATCCTGACAGGGTTTGGGGGT0.507

+ 9 735DLST_uc001xqu.2_Splice_Site_p.R136_splice|DLST_uc001xqt.2_Splice_Site_p.R140_splice|DLST_uc010tuw.1_Splice_Site_p.R138_splice|DLST_uc001xqs.2_Splice_Site|DLST_uc010tuv.1_Splice_Site_p.R224_spliceNM_001933 NP_001924 P36957 ODO2_HUMAN 1AGAACATCGGGTAAGCCTCTG0.517

+ 3 426 NM_014239 NP_055054 P49770 EI2BB_HUMAN 1CTGTTGACATCCGGAGGCCTA0.527

- 19 2514NEK9_uc001xrj.2_Missense_Mutation_p.G6E|NEK9_uc001xrk.2_Missense_Mutation_p.G287ENM_033116 NP_149107 Q8TD19 NEK9_HUMANPro/Ser/Thr-rich.|Interaction with NEK6. 5ACCTTCCATTCCTCGGTCTGC0.562

+ 3 615 NM_006399 NP_006390 Q16520 BATF_HUMAN 1GCGCTTCCAGCCCTGAGCTTC0.697

+ 10 1935FLVCR2_uc010tvd.1_Missense_Mutation_p.A315VNM_017791 NP_060261 Q9UPI3 FLVC2_HUMAN 0GTGCCCACTGCTGTGTCAGAG0.527

+ 6 1075C14orf118_uc001xsi.2_Missense_Mutation_p.T330I|C14orf118_uc001xsj.1_3'UTR|C14orf118_uc001xsk.1_3'UTR|C14orf118_uc001xsl.2_RNANM_017926 NP_060396 Q9NWQ4 CN118_HUMAN 3TTTTAGGAGACCAGCATAAAC0.413

+ 4 892KIAA1737_uc001xtc.1_Missense_Mutation_p.G140ENM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0GTGGCAGGTGGAAGTCCACAG0.627

- 8 1336 NM_004863 NP_004854 O15270 SPTC2_HUMAN 2TCCTCCAGAAGCACCAAAACT0.517

+ 2 181ALKBH1_uc001xuc.1_5'Flank|ALKBH1_uc001xud.1_5'FlankNM_031210 NP_112487 Q9GZT3 SLIRP_HUMAN RRM. 0GTGCATTTTACCTTTTGTAAG0.224

- 11 1072SNW1_uc010tvm.1_Missense_Mutation_p.A274T|SNW1_uc010asu.2_Missense_Mutation_p.A187T|SNW1_uc010tvn.1_Missense_Mutation_p.A349TNM_012245 NP_036377 Q13573 SNW1_HUMAN 1CTCTCACGTGCCTCCCCATCC0.408

+ 9 2116NRXN3_uc001xum.1_RNA|NRXN3_uc010asv.1_Missense_Mutation_p.G667DNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential).|Laminin G-like 5. 10AGTGGTGATGGCAATGACTTC0.463

- 3 600STON2_uc001xvk.1_Nonsense_Mutation_p.W133*NM_033104 NP_149095 Q8WXE9 STON2_HUMAN 5AAGGGCATGTCCAGCAGGGCA0.468

- 15 2119GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Missense_Mutation_p.G548R|GALC_uc010tvy.1_Missense_Mutation_p.G551R|GALC_uc010tvz.1_Missense_Mutation_p.G518RNM_000153 NP_000144 P54803 GALC_HUMAN 0AACACACCTCCTGTGTCAGGG0.373

- 3 727GALC_uc010tvx.1_Splice_Site_p.D84_splice|GALC_uc010tvy.1_Splice_Site_p.D87_splice|GALC_uc010tvz.1_Splice_Site_p.D54_splice|GALC_uc001xvu.1_Splice_Site_p.D110_spliceNM_000153 NP_000144 P54803 GALC_HUMAN 0AATTCTCCTACCTGTTGTCTG0.368

- 13 1521PTPN21_uc010twc.1_Missense_Mutation_p.A193VNM_007039 NP_008970 Q16825 PTN21_HUMAN 4GGTGCTGTGTGCACTGTAGAC0.542



+ 9 1313TDP1_uc010atm.2_RNA|TDP1_uc001xxz.2_Nonsense_Mutation_p.W338*|TDP1_uc010atn.2_Nonsense_Mutation_p.W338*|TDP1_uc001xya.2_Nonsense_Mutation_p.W99*|TDP1_uc001xyb.2_RNA|TDP1_uc010ato.2_Nonsense_Mutation_p.W338*|TDP1_uc001xyd.1_5'FlankNM_018319 NP_060789 Q9NUW8 TYDP1_HUMAN 2TCAAGGAGTGGATAGATGTCA0.428

- 4 512C14orf102_uc010atp.1_5'UTR|C14orf102_uc001xyj.1_5'UTRNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3CTGAAGGTTTCTCCCGTCACA0.478

- 4 509C14orf102_uc010atp.1_5'UTR|C14orf102_uc001xyj.1_5'UTRNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3AAGGTTTCTCCCGTCACAGCC0.483

- 15 1479CATSPERB_uc010aub.1_IntronNM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5ATATCATCATGAAAGTTAGCT0.353

- 9 1225TC2N_uc001xzt.3_Missense_Mutation_p.P345L|TC2N_uc010auc.2_Intron|TC2N_uc001xzv.3_Missense_Mutation_p.P345LNM_001128595 NP_001122067 Q8N9U0 TAC2N_HUMAN 1AATTTTTGAAGGTGGTGTTAT0.373

- 9 1357FBLN5_uc010aud.2_Missense_Mutation_p.R300K|FBLN5_uc010aue.2_Missense_Mutation_p.R336KNM_006329 NP_006320 Q9UBX5 FBLN5_HUMANEGF-like 6; calcium-binding (Potential). 6CGTGTGGTTCCTGTGCTCACA0.552

- 7 1812TRIP11_uc010auf.1_Missense_Mutation_p.E107KNM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13TGTCTCTTTTCCACATTTAGC0.313

- 11 1063ATXN3_uc010aug.2_Missense_Mutation_p.D317N|ATXN3_uc001yad.3_Missense_Mutation_p.D277N|ATXN3_uc010auh.2_Missense_Mutation_p.D266N|ATXN3_uc001yae.3_Missense_Mutation_p.D234NNM_004993 NP_004984 P54252 ATX3_HUMAN UIM 3. 0CTCATAGCATCACCTGTTGGG0.343

+ 14 1421SLC24A4_uc001yai.2_Missense_Mutation_p.G419E|SLC24A4_uc010twm.1_Missense_Mutation_p.G464E|SLC24A4_uc001yaj.2_Missense_Mutation_p.G447E|SLC24A4_uc010auj.2_Missense_Mutation_p.G355E|SLC24A4_uc010twn.1_Missense_Mutation_p.G239E|SLC24A4_uc001yan.2_Missense_Mutation_p.G177ENM_153646 NP_705932 Q8NFF2 NCKX4_HUMANHelical; (Potential). 3TACACACTTGGGATCCCGGAT0.468

+ 8 2619RIN3_uc010auk.2_Missense_Mutation_p.G485S|RIN3_uc001yaq.2_Missense_Mutation_p.G748S|RIN3_uc001yas.1_Missense_Mutation_p.G485SNM_024832 NP_079108 Q8TB24 RIN3_HUMAN VPS9. 3GCTGGGGGAGGGTGAGTCACC0.547

+ 9 1347UBR7_uc001ybn.3_Missense_Mutation_p.E295K|UBR7_uc010auq.2_Missense_Mutation_p.E220KNM_175748 NP_786924 Q8N806 UBR7_HUMAN 0CCAGCAAGTGGAACTCATTTG0.393

+ 23 3196KIAA1409_uc001ybs.1_Missense_Mutation_p.R1038HNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17AAGAGAGCTCGCTTTGCAAGA0.522

+ 36 5935KIAA1409_uc001ybs.1_Missense_Mutation_p.G1929ENM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17TTTCCAGATGGGACTTTTTTA0.483

- 2 668ASB2_uc001ycd.2_Missense_Mutation_p.P108L|ASB2_uc001yce.1_Missense_Mutation_p.P6LNM_016150 NP_057234 Q96Q27 ASB2_HUMAN ANK 1. 2CTTTATCAAGGGGTCCGCAGG0.597

- 3 1199DDX24_uc010twq.1_Missense_Mutation_p.G324E|DDX24_uc010twr.1_Missense_Mutation_p.G117ENM_020414 NP_065147 Q9GZR7 DDX24_HUMANHelicase ATP-binding. 4TTTTAGATTTCCAGTCTGCTC0.493

+ 23 2571 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4TCTGTCTCAGGGTTAGGAAAG0.308

- 5 1185SERPINA6_uc010auv.2_RNANM_001756 NP_001747 P08185 CBG_HUMAN 5GTGGAGCCAGCTGTGTCCACA0.522

- 2 270SERPINA6_uc010auv.2_RNANM_001756 NP_001747 P08185 CBG_HUMAN 5GGACTCAAGGCCACTAGGTGC0.537

- 2 94 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1GCCAGGATCCCTGTTCCCAGT0.522

- 22 3868DICER1_uc010avh.1_Missense_Mutation_p.P127L|DICER1_uc001ydv.2_Missense_Mutation_p.P1219L|DICER1_uc001ydx.2_Missense_Mutation_p.P1229L|DICER1_uc001ydy.1_Missense_Mutation_p.P81LNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5GCTGGGCTGGGGCTGGTTCTC0.423

- 22 3523DICER1_uc010avh.1_Intron|DICER1_uc001ydv.2_Missense_Mutation_p.S1104F|DICER1_uc001ydx.2_Missense_Mutation_p.S1114F|DICER1_uc001ydy.1_5'FlankNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5TTCAGCTGAAGAGGAGTTAGA0.363

- 2 348TCL1A_uc001yfb.3_Missense_Mutation_p.P73LNM_001098725 NP_001092195 P56279 TCL1A_HUMAN 1CCACATGATAGGCAGCAGGCT0.552

- 23 4007 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3AGCTCTCTTACCTGCTCATGC0.274

+ 3 225C14orf129_uc001yfl.2_Missense_Mutation_p.G27ENM_016472 NP_057556 Q9P0R6 GSKIP_HUMAN 0GGTTTTGAAGGAACTGACATG0.413

+ 12 1326 NM_152327 NP_689540 Q96M32 KAD7_HUMANAdenylate kinase.|Potential.|Poly-Glu. 1 agtcgaagaggaagaggagga0.403

+ 6 677PAPOLA_uc001yfo.2_Missense_Mutation_p.V156A|PAPOLA_uc001yfp.2_Missense_Mutation_p.V156A|PAPOLA_uc001yfr.2_Missense_Mutation_p.V156A|PAPOLA_uc010twv.1_Missense_Mutation_p.V156A|PAPOLA_uc010avp.2_IntronNM_032632 NP_116021 P51003 PAPOA_HUMAN 0TTCGTACCAGTTATTAAACTC0.343

- 7 847SETD3_uc001ygd.2_Missense_Mutation_p.T226I|SETD3_uc001ygf.2_Missense_Mutation_p.T226INM_032233 NP_115609 Q86TU7 SETD3_HUMAN SET. 0ATGAGGATGGGTCTGGGAATT0.423

+ 6 768C14orf68_uc001yhd.2_Nonsense_Mutation_p.W86*NM_207117 NP_997000 Q6Q0C1 S2547_HUMANHelical; Name=5; (Potential).|Solcar 3. 0GTCCTGGCCTGGGCTGTGGCC0.682

+ 23 5013 NM_001376 NP_001367 Q14204 DYHC1_HUMANStem (By similarity). 10AGCATTGGGAGAATATCTGGA0.458

+ 35 7344DYNC1H1_uc001ykt.1_5'UTRNM_001376 NP_001367 Q14204 DYHC1_HUMANAAA 2 (By similarity). 10GGAGGATGAGGCACAGCGGCG0.612

- 11 2375HSP90AA1_uc001ykv.3_Missense_Mutation_p.E851KNM_005348 NP_005339 P07900 HS90A_HUMANTPR repeat-binding.|Required for homodimerization. 7TCTACTTCTTCCATGCGTGAT0.403

+ 9 2268TECPR2_uc010awl.2_Missense_Mutation_p.G707D|TECPR2_uc010txx.1_IntronNM_014844 NP_055659 O15040 TCPR2_HUMAN 3GATGACACAGGTCAGAAAGAA0.567

+ 12 1794TRAF3_uc001yme.1_Missense_Mutation_p.E456K|TRAF3_uc001ymd.1_Missense_Mutation_p.E481K|TRAF3_uc010txy.1_Missense_Mutation_p.E398KNM_145725 NP_663777 Q13114 TRAF3_HUMAN MATH. 3CATGCGTGGAGAATATGATGC0.517

- 36 5213 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11TCCTGGTCTGGATCAGACATA0.532

- 2 505KLC1_uc010tyd.1_5'Flank|BAG5_uc001ynh.1_Missense_Mutation_p.R132W|BAG5_uc001ynj.1_Missense_Mutation_p.R91W|C14orf153_uc001ynl.3_5'Flank|C14orf153_uc010tyc.1_5'FlankNM_004873 NP_004864 Q9UL15 BAG5_HUMAN 2ATTTCAATCCGGTGTGGGTGG0.453

+ 2 240C14orf153_uc001ynl.3_RNA|C14orf153_uc010tyc.1_Missense_Mutation_p.P80LNM_005552 NP_005543 Q07866 KLC1_HUMAN 0AACCTTCGACCTGTTCACTTT0.368

+ 5 558ZFYVE21_uc001yod.2_Missense_Mutation_p.G175E|ZFYVE21_uc001yoe.2_5'FlankNM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0TTCCCTCCTGGAGGTAAATGC0.502

- 7 16304AHNAK2_uc001ypx.2_Missense_Mutation_p.S5295FNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GGCAGGGAAGGAGAACCTTGG0.468

- 7 10274AHNAK2_uc001ypx.2_Missense_Mutation_p.A3285VNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TTTGAGGCCAGCTCCCTCGGG0.627

- 7 7434AHNAK2_uc001ypx.2_Missense_Mutation_p.M2338INM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CGTCGGGGGCCATCACGTCCG0.627

- 7 7372AHNAK2_uc001ypx.2_Missense_Mutation_p.G2318SNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1ATCTGGGGGCCCTTGAGATCT0.632

- 7 7144AHNAK2_uc001ypx.2_Missense_Mutation_p.D2242NNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GCAGACACATCCGCTGAGGCC0.587

- 7 4588AHNAK2_uc001ypx.2_Missense_Mutation_p.D1390NNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1AACTTGCTGTCTTTGGTAGTC0.602

- 2 179CDCA4_uc001yqb.2_Missense_Mutation_p.S28FNM_145701 NP_663747 Q9BXL8 CDCA4_HUMAN 1GCTGTATGAGGACACTGTCTT0.572

- 4 340NUDT14_uc001yqi.2_RNANM_177533 NP_803877 O95848 NUD14_HUMANNudix hydrolase. 1GCTAGGGACCCTGGGAAGCGG0.667

+ 10 1190PACS2_uc001yqs.2_Missense_Mutation_p.H264Y|PACS2_uc001yqv.2_Missense_Mutation_p.H339Y|PACS2_uc001yqu.2_Missense_Mutation_p.H339YNM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1TGGGAGCATCCACAGCGCCCG0.632

+ 1 40LOC727924_uc001yua.2_Intron|LOC727924_uc001yub.1_Intron|OR4N4_uc001yuc.1_IntronNM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANExtracellular (Potential). 1AGAATTTGTTCTCACTGGCCT0.333



+ 9 962TUBGCP5_uc001yuq.2_Missense_Mutation_p.L278F|TUBGCP5_uc010axz.1_5'FlankNM_052903 NP_443135 Q96RT8 GCP5_HUMAN 1TTTCAGGTTACTTTCAGGAGT0.274

+ 9 1108SNRPN_uc001ywq.1_Missense_Mutation_p.R73H|SNRPN_uc001ywr.1_Missense_Mutation_p.R73H|SNRPN_uc001yws.1_Missense_Mutation_p.R73H|SNRPN_uc001ywt.1_Missense_Mutation_p.R73H|SNRPN_uc001ywv.1_Missense_Mutation_p.R76H|SNRPN_uc001yww.1_Missense_Mutation_p.R73H|SNRPN_uc001ywx.1_Missense_Mutation_p.R73H|SNRPN_uc001ywz.1_Intron|PAR-SN_uc001yxa.1_Intron|SNRPN_uc001ywy.1_3'UTRNM_022807 NP_073718 P63162 RSMN_HUMAN 1GTGTTGCTGCGTGGGGAGAAC0.448

+ 11 1320SNRPN_uc001ywq.1_Missense_Mutation_p.P144S|SNRPN_uc001ywr.1_Missense_Mutation_p.P144S|SNRPN_uc001yws.1_Missense_Mutation_p.P144S|SNRPN_uc001ywt.1_Missense_Mutation_p.P144S|SNRPN_uc001ywv.1_Missense_Mutation_p.P147S|SNRPN_uc001yww.1_Missense_Mutation_p.P144S|SNRPN_uc001ywx.1_Missense_Mutation_p.P144S|SNRPN_uc001ywz.1_RNA|PAR-SN_uc001yxa.1_Intron|SNRPN_uc001ywy.1_3'UTRNM_022807 NP_073718 P63162 RSMN_HUMAN 1GGTAATGACTCCACAGGGAAG0.512

- 3 804 NM_024490 NP_077816 O60312 AT10A_HUMANCytoplasmic (Potential). 5TGGCTTCTCGCATTCGATCAC0.498

- 16 1772OCA2_uc010ayv.2_Nonsense_Mutation_p.W530*NM_000275 NP_000266 Q04671 P_HUMANCytoplasmic (Potential). 5CAGTCAGGCGCCAGACGTGAA0.627

- 61 9444 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 8. 13GGATGTGAGGGCTGCGCTGTG0.552

- 32 5054 NM_004667 NP_004658 O95714 HERC2_HUMAN 13TTTTCCACATCCACTGGCTCT0.393

+ 3 478APBA2_uc010azj.2_Missense_Mutation_p.P91S|APBA2_uc010uat.1_Missense_Mutation_p.P91S|APBA2_uc001zcl.2_Missense_Mutation_p.P91S|APBA2_uc010uas.1_Missense_Mutation_p.P91SNM_005503 NP_005494 Q99767 APBA2_HUMAN 0CGAGGGCCTCCCTGAGGAGGA0.607

+ 3 682APBA2_uc010azj.2_Missense_Mutation_p.D159N|APBA2_uc010uat.1_Missense_Mutation_p.D159N|APBA2_uc001zcl.2_Missense_Mutation_p.D159N|APBA2_uc010uas.1_Missense_Mutation_p.D159NNM_005503 NP_005494 Q99767 APBA2_HUMAN 0AGGCAGCCAGGACTACCCAGA0.647

- 19 2897TJP1_uc010azl.2_Missense_Mutation_p.A796T|TJP1_uc001zcq.2_Missense_Mutation_p.A812T|TJP1_uc001zcs.2_Missense_Mutation_p.A808TNM_003257 NP_003248 Q07157 ZO1_HUMAN 6TCACTTGTAGCACCATCCGCC0.398

- 16 1867MTMR15_uc001zff.2_3'UTR|MTMR15_uc001zfe.2_3'UTR|MTMR10_uc010ubk.1_Missense_Mutation_p.A4V|MTMR10_uc001zfg.1_Missense_Mutation_p.A171V|MTMR10_uc010azx.1_Missense_Mutation_p.A342V|MTMR10_uc001zfi.1_3'UTRNM_017762 NP_060232 Q9NXD2 MTMRA_HUMANMyotubularin phosphatase. 1ATTCTTTAAGGCAGACGGCAT0.403

+ 1 805ARHGAP11A_uc010ubw.1_Intron|ARHGAP11A_uc001zgw.2_Missense_Mutation_p.G28E|ARHGAP11A_uc001zgx.2_Missense_Mutation_p.G28E|ARHGAP11A_uc010ubx.1_IntronNM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN 6GGTGTCCGTGGGCAGTGCGAT0.507

+ 10 957RYR3_uc010bar.2_Missense_Mutation_p.A296VNM_001036 NP_001027 Q15413 RYR3_HUMANCytoplasmic (By similarity).|MIR 4. 10CACTACCTGGCCTTGACAGAA0.522

+ 11 1100RYR3_uc010bar.2_Missense_Mutation_p.P344SNM_001036 NP_001027 Q15413 RYR3_HUMANCytoplasmic (By similarity).|MIR 5. 10CATGGGAGTTCCAGAAATCAA0.448

+ 20 2589RYR3_uc010bar.2_Missense_Mutation_p.T840INM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|1.|Cytoplasmic (By similarity).10CTCTTGGGTACCACCCAGTTC0.478

+ 20 2600RYR3_uc010bar.2_Missense_Mutation_p.L844FNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|1.|Cytoplasmic (By similarity).10CACCCAGTTCCTCTCCCAAGC0.453

+ 90 13049RYR3_uc010bar.2_Missense_Mutation_p.A4322TNM_001036 NP_001027 Q15413 RYR3_HUMAN 10TTTTGTCTAGGCAGCAGAAAT0.393

+ 3 388TMEM85_uc001zhr.2_RNA|TMEM85_uc001zhs.2_Missense_Mutation_p.A106V|TMEM85_uc010bat.2_IntronNM_016454 NP_057538 Q5J8M3 TMM85_HUMAN 0TGTATGATGGCCTGGCGACCC0.418

- 17 2355SLC12A6_uc001zhv.2_Missense_Mutation_p.R680C|SLC12A6_uc001zhx.2_Missense_Mutation_p.R716C|SLC12A6_uc001zhy.2_RNA|SLC12A6_uc001zhz.2_RNA|SLC12A6_uc001zia.2_Missense_Mutation_p.R672C|SLC12A6_uc001zib.2_Missense_Mutation_p.R722C|SLC12A6_uc001zic.2_Missense_Mutation_p.R731C|SLC12A6_uc010bau.2_Missense_Mutation_p.R731C|SLC12A6_uc001zid.2_Missense_Mutation_p.R672C|SLC12A6_uc001zht.2_RNA|SLC12A6_uc001zhu.2_Missense_Mutation_p.R543CNM_133647 NP_598408 Q9UHW9 S12A6_HUMAN 7GACAGCCCACGGATACCATCA0.393

+ 3 891C15orf55_uc010ucc.1_Missense_Mutation_p.R274C|C15orf55_uc010ucd.1_Missense_Mutation_p.R264CNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30CCCAGTGCTTCGTTCCCTGGC0.557

+ 3 915C15orf55_uc010ucc.1_Missense_Mutation_p.T282A|C15orf55_uc010ucd.1_Missense_Mutation_p.T272ANM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GCTGAAGCCCACTATGACCCT0.547

+ 7 1689C15orf55_uc010ucc.1_Missense_Mutation_p.P540S|C15orf55_uc010ucd.1_Missense_Mutation_p.P530SNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30TCGGCCCTCACCTGGGCTTCA0.587

+ 7 2782C15orf55_uc010ucc.1_Missense_Mutation_p.S904F|C15orf55_uc010ucd.1_Missense_Mutation_p.S894FNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GATGCCTCCTCCTTGCCTGAA0.488

+ 3 339FAM98B_uc001zkc.2_Missense_Mutation_p.D102NNM_001042429 NP_001035894 Q52LJ0 FA98B_HUMAN 1CATATCAGGAGATATTAAAGA0.308

+ 11 1767EIF2AK4_uc001zkl.2_Missense_Mutation_p.A573T|EIF2AK4_uc010bbj.1_Missense_Mutation_p.A302TNM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4GCTACCCAGTGCTGCCTTCTT0.418

+ 14 1846BUB1B_uc010ucl.1_Missense_Mutation_p.P413LNM_001211 NP_001202 O60566 BUB1B_HUMAN 4TCCAGTCCTCCTGCAGATCCC0.378

+ 15 2073BUB1B_uc010ucl.1_Missense_Mutation_p.P489SNM_001211 NP_001202 O60566 BUB1B_HUMAN 4TGTATCCACTCCTTTTCATGA0.453

+ 20 2776 NM_001211 NP_001202 O60566 BUB1B_HUMANProtein kinase. 4 GAATATATTACCCATGAAATA0.368

+ 5 940PAK6_uc010bbm.2_Missense_Mutation_p.R167Q|PAK6_uc001zky.3_Missense_Mutation_p.R167Q|PAK6_uc010bbn.2_Missense_Mutation_p.R167Q|PAK6_uc001zlb.2_Missense_Mutation_p.R167QNM_001128628 NP_001122100 Q9NQU5 PAK6_HUMAN Linker. 8CAGAGCCCACGGGTCCTGCCC0.687

+ 8 1377 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2TGACTACCAGGTGCCTTCCCT0.597

+ 8 4282 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2CACACGTCAGGCTATAGCAGC0.652

+ 1 1089 NM_130468 NP_569735 Q8NCH0 CHSTE_HUMANLumenal (Potential). 0TGACTTTGTGGGCTCCTATGA0.597

+ 11 4587CASC5_uc010ucq.1_Missense_Mutation_p.P1300S|CASC5_uc001zme.2_Missense_Mutation_p.P1450S|CASC5_uc010bbt.1_Missense_Mutation_p.P1450SNM_170589 NP_733468 Q8NG31 CASC5_HUMAN 5AACCGACCAACCTCCATTACC0.328

- 10 1551EXD1_uc001znj.2_Missense_Mutation_p.E252K|EXD1_uc010ucv.1_Missense_Mutation_p.E512KNM_152596 NP_689809 Q8NHP7 EXD1_HUMAN 1TCCTTGTTTTCCACCATCAAT0.388

- 7 733EXD1_uc010ucv.1_Missense_Mutation_p.T239INM_152596 NP_689809 Q8NHP7 EXD1_HUMAN 1ATGTACCTGTGTGTCAAAGAC0.398

+ 8 1199 NM_015138 NP_055953 Q92541 RTF1_HUMAN Plus3. 2AACCACAACAGCAAACCAGTT0.448

- 20 2942RPAP1_uc001zoc.2_5'UTRNM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN Leu-rich. 1AAAGGTGTGAGGTGTGGGGCA0.587

- 8 1068 NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1AATGCCAGAGCTGGGGAGACA0.582

+ 9 1446 NM_006293 NP_006284 Q06418 TYRO3_HUMANFibronectin type-III 2.|Extracellular (Potential). 6CTGGAGTCAGCCACTGGTGGT0.577

+ 8 2783MGA_uc010ucy.1_Missense_Mutation_p.A898T|MGA_uc010ucz.1_Missense_Mutation_p.A898TNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN 12CTCTCGAAAGGCAAAGTCTCA0.393

+ 8 990MAPKBP1_uc001zoj.3_Missense_Mutation_p.T235I|MAPKBP1_uc010bcj.2_5'UTR|MAPKBP1_uc010bci.2_Missense_Mutation_p.T235I|MAPKBP1_uc010udb.1_Missense_Mutation_p.T123I|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_5'UTRNM_001128608 NP_001122080 O60336 MABP1_HUMAN 10AACCTATTCACTGATGTGGCC0.572

+ 12 1003JMJD7-PLA2G4B_uc001zoo.3_Missense_Mutation_p.A532V|JMJD7-PLA2G4B_uc010bcn.2_Missense_Mutation_p.A532V|JMJD7-PLA2G4B_uc001zoq.3_Missense_Mutation_p.A2V|JMJD7-PLA2G4B_uc001zor.1_Missense_Mutation_p.A2VNM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1GCTATTATGGCCACTGGTGGT0.587

- 25 5030 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 12. 2CAGCTCCTGGCACTGCTCCAC0.637

- 17 2069PLA2G4E_uc010udc.1_Missense_Mutation_p.A162V|PLA2G4E_uc001zov.1_Missense_Mutation_p.A343VNM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN PLA2c. 0GATGAGGTCGGCTTTTCGCTC0.607

- 12 1223TMEM87A_uc001zpf.3_Missense_Mutation_p.A294VNM_015497 NP_056312 Q8NBN3 TM87A_HUMAN 1ATCAGTCTGGGCCTGCAGACA0.448

- 4 451TMEM87A_uc001zpf.3_Missense_Mutation_p.A37T|TMEM87A_uc010bcu.1_Missense_Mutation_p.A37T|TMEM87A_uc001zpg.2_Missense_Mutation_p.A98TNM_015497 NP_056312 Q8NBN3 TM87A_HUMAN 1ACTTCTTCTGCCTGGAAAAAG0.358

- 9 4861ZFP106_uc001zpu.2_Missense_Mutation_p.S607F|ZFP106_uc001zpv.2_Missense_Mutation_p.S694F|ZFP106_uc001zpx.2_Missense_Mutation_p.S737FNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3AATACCTGAAGAATTCTTTGA0.338



- 2 2526ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_Missense_Mutation_p.D514N|ZFP106_uc001zpy.1_Missense_Mutation_p.D754NNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3CGGGTTAGATCCCTCTGAAGT0.512

- 2 671CDAN1_uc001zqk.2_5'Flank|CDAN1_uc010bcx.1_5'Flank|uc001zqm.2_5'FlankNM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2AGGGCCGGGGGGAACCGAGCC0.652

- 12 1384UBR1_uc010udk.1_Missense_Mutation_p.V440INM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1TCAGTAATGACAGAGATAACA0.353

- 8 955UBR1_uc010udk.1_Missense_Mutation_p.P297SNM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1ACATGAAGTGGATGTTGAGAG0.328

- 4 529UBR1_uc010udk.1_Missense_Mutation_p.E155KNM_174916 NP_777576 Q8IWV7 UBR1_HUMAN UBR-type. 1TTCCATGCCTCTGTGTCTCCA0.363

- 13 2874TP53BP1_uc010udp.1_Missense_Mutation_p.P909L|TP53BP1_uc001zrq.3_Missense_Mutation_p.P914L|TP53BP1_uc001zrr.3_Missense_Mutation_p.P914L|TP53BP1_uc010udq.1_Missense_Mutation_p.P914LNM_005657 NP_005648 Q12888 TP53B_HUMAN 7ACCTTCTTTAGGCAAAGTGAA0.323 rs2256238

- 28 5204STRC_uc010bdl.2_Missense_Mutation_p.T936I|STRC_uc001zse.2_Missense_Mutation_p.T227INM_153700 NP_714544 Q7RTU9 STRC_HUMAN 0CTGAGCACTGGTGAGACTAGA0.567

+ 1 212PDIA3_uc010bdp.2_5'UTR|PDIA3_uc010ued.1_Intron|CATSPER2P1_uc001zss.2_5'Flank|CATSPER2P1_uc001zst.2_RNANM_005313 NP_005304 P30101 PDIA3_HUMAN 2GGCCCGCCTCGCCGCTGCCTC0.706

+ 7 918PDIA3_uc010bdp.2_Missense_Mutation_p.G237D|PDIA3_uc010ued.1_Missense_Mutation_p.G31DNM_005313 NP_005304 P30101 PDIA3_HUMAN 2TTGATACAGGGCAAGGACTTA0.358

- 4 607ELL3_uc001zsx.1_5'UTR|C15orf63_uc001ztb.2_Intron|SERINC4_uc001ztc.1_RNA|SERINC4_uc001ztd.1_Intron|SERINC4_uc001zte.1_Missense_Mutation_p.A47TNM_001033517 NP_001028689 A6NH21 SERC4_HUMANHelical; (Potential). 0ATGACAGAAGCTTGTAGGAGG0.493

+ 1 349ELL3_uc001zsx.1_5'Flank|C15orf63_uc001ztb.2_Missense_Mutation_p.S104F|SERINC4_uc001ztc.1_5'Flank|SERINC4_uc001ztd.1_5'Flank|SERINC4_uc010bds.1_5'Flank|SERINC4_uc001zte.1_5'Flank|C15orf63_uc001ztg.1_Missense_Mutation_p.S50FNM_016400 NP_057484 Q9NX55 HYPK_HUMAN 0ATCCAGAGTTCCAATCTGGAG0.632

- 9 1364 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1TGATCCACAAGGTGAGTGTAT0.408

- 32 6122SPG11_uc010bdw.2_Intron|SPG11_uc010ueh.1_Intron|SPG11_uc010uei.1_Nonsense_Mutation_p.R2031*|SPG11_uc001zty.1_Nonsense_Mutation_p.R760*NM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5CGTTTGCATCGGTCAGGCTGC0.547 rs147713329

- 3 629SPG11_uc010ueh.1_Missense_Mutation_p.V200M|SPG11_uc010uei.1_Missense_Mutation_p.V200M|SPG11_uc001zua.1_Missense_Mutation_p.V200MNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5ATCATGTCCACTGCCTGTGCA0.403

- 5 580DUOX2_uc001zun.2_Missense_Mutation_p.A126V|DUOXA2_uc001zuo.2_5'Flank|DUOXA2_uc010beb.2_5'FlankNM_014080 NP_054799 Q9NRD8 DUOX2_HUMANExtracellular (Potential).|Peroxidase-like; mediates peroxidase activity (By similarity).5GAGGAACTCGGCGGGGCAACC0.662

+ 29 3953DUOX1_uc001zut.1_Missense_Mutation_p.A1203T|DUOX1_uc010bee.1_Missense_Mutation_p.A583TNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANHelical; (Potential).|Interaction with TXNDC11 (By similarity).|Ferric oxidoreductase.8CCTGATCCTGGCCATCATGTA0.562

- 8 1029MYEF2_uc001zwj.3_Missense_Mutation_p.P302L|MYEF2_uc001zwl.2_Missense_Mutation_p.P142LNM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN RRM 2. 3CACATGCATAGGTCTATCAAA0.338

+ 12 1750SLC12A1_uc010uew.1_Missense_Mutation_p.L318F|SLC12A1_uc010bem.2_Missense_Mutation_p.L512F|SLC12A1_uc001zwq.3_Missense_Mutation_p.L283F|SLC12A1_uc001zwr.3_Missense_Mutation_p.L239FNM_000338 NP_000329 Q13621 S12A1_HUMANCytoplasmic (Potential). 2CCTGGCCTCCCTTGTCAGCGC0.498

- 61 7869 FBN1_uc010beo.1_RNANM_000138 NP_000129 P35555 FBN1_HUMANEGF-like 43; calcium-binding. 3TTGGGTAAATCCGGGAGGACA0.423

- 11 1536 NM_000138 NP_000129 P35555 FBN1_HUMAN Pro-rich. 3AAGGGGTGGGGGAGGATATTC0.498

- 26 4856CEP152_uc001zwz.2_Missense_Mutation_p.A1664TNM_014985 NP_055800 O94986 CE152_HUMAN 2AATCTATCAGCCTTATGACGA0.408

- 18 2321CEP152_uc001zwz.2_Missense_Mutation_p.E763K|CEP152_uc001zxa.1_Missense_Mutation_p.E670KNM_014985 NP_055800 O94986 CE152_HUMAN Potential. 2ATGAGTTTTTCTTTGATCTGT0.353

- 11 1972SHC4_uc010uey.1_Missense_Mutation_p.P272S|SHC4_uc010uez.1_Missense_Mutation_p.P229SNM_203349 NP_976224 Q6S5L8 SHC4_HUMAN CH1. 5TTAATGTGTGGCAAAGAATGT0.527

- 14 2070SECISBP2L_uc001zxd.1_Missense_Mutation_p.P601S|SECISBP2L_uc010bep.1_Missense_Mutation_p.P408SNM_014701 NP_055516 Q93073 SBP2L_HUMAN 2TGTGACACAGGTGTCATACAG0.433

- 5 640 NM_032802 NP_116191 Q8TCT8 PSL2_HUMANCytoplasmic (Potential). 0GTAATGTTATCTCCTAGAGTC0.363

+ 7 808AP4E1_uc010ufi.1_Missense_Mutation_p.P260S|AP4E1_uc010ufj.1_RNA|AP4E1_uc010ufk.1_RNANM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0AGGAAAGCTCCCAGTAGAATT0.398

+ 14 1735 NM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0GCACTCTTCTAATACAGTTGA0.358

- 11 1645CYP19A1_uc001zza.3_Missense_Mutation_p.G465ENM_031226 NP_112503 P11511 CP19A_HUMAN 3AACACACTGTCCTTGCAATGT0.473

- 10 1362CYP19A1_uc001zza.3_Missense_Mutation_p.D371N|CYP19A1_uc001zzb.2_Missense_Mutation_p.D371NNM_031226 NP_112503 P11511 CP19A_HUMAN 3ATGACCAAGTCCACGACAGGC0.408

+ 9 1295GLDN_uc002abb.2_Missense_Mutation_p.V252INM_181789 NP_861454 Q6ZMI3 GLDN_HUMANExtracellular (Potential).|Olfactomedin-like. 2TGGGCACGTTGTTTACAACAA0.493

+ 8 955TMOD2_uc002abl.3_Missense_Mutation_p.A209V|TMOD2_uc010bfb.2_Missense_Mutation_p.A201VNM_014548 NP_055363 Q9NZR1 TMOD2_HUMAN 2CATCATAAGGCTTTTGCAGAC0.348

+ 10 1255TMOD2_uc002abl.3_Missense_Mutation_p.R309K|TMOD2_uc010bfb.2_Missense_Mutation_p.R301KNM_014548 NP_055363 Q9NZR1 TMOD2_HUMAN 2CGTAAGAAGAGAGTTGAAGCA0.368

- 33 4179MYO5C_uc010uga.1_RNANM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14TGTTTCTTACCTTTTCCAATT0.343

- 25 3283MYO5C_uc010uga.1_RNA|MYO5C_uc010ugb.1_RNANM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14GACGTGCTCCCCCTCCACCAG0.517

- 1 1033 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN CUT. 0GAGCTCGGTGGTGATACGCTG0.617

+ 6 3397 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMANPhorbol-ester/DAG-type. 7GGAGTGTGGAGTGAAATGCCA0.507

- 3 1063PYGO1_uc002adf.1_Missense_Mutation_p.S336FNM_015617 NP_056432 Q9Y3Y4 PYGO1_HUMAN 2TGGGTCAGAAGACGAATGGCC0.473

- 14 1659ZNF280D_uc002adv.2_Missense_Mutation_p.R468K|ZNF280D_uc010bfq.2_Missense_Mutation_p.R481K|ZNF280D_uc002adw.1_Missense_Mutation_p.R509K|ZNF280D_uc010bfr.1_RNA|ZNF280D_uc010bfp.2_RNANM_017661 NP_060131 Q6N043 Z280D_HUMAN 3AAACTGCAGCCTGCATTTTGT0.348

- 4 540ALDH1A2_uc002aey.2_Missense_Mutation_p.T161I|ALDH1A2_uc010ugv.1_Missense_Mutation_p.T140I|ALDH1A2_uc010ugw.1_Missense_Mutation_p.T132I|ALDH1A2_uc002aew.2_Missense_Mutation_p.T65INM_003888 NP_003879 O94788 AL1A2_HUMAN 1TACAGGAATGGTCATCCCATG0.448

+ 4 417CCNB2_uc010bge.2_Missense_Mutation_p.G9DNM_004701 NP_004692 O95067 CCNB2_HUMAN 0TTGGTGTAGGGTCCTTCTCCC0.428

- 2 215uc002ags.1_5'Flank|NARG2_uc002ago.2_Translation_Start_Site|NARG2_uc010bgk.2_Translation_Start_Site|NARG2_uc002agr.1_Translation_Start_SiteNM_024611 NP_078887 Q659A1 NARG2_HUMAN 2TTCTGCTTCACTCTAGCTCAC0.473

- 41 4611VPS13C_uc002aha.2_Splice_Site_p.A1470_splice|VPS13C_uc002ahb.1_Splice_Site_p.A1513_splice|VPS13C_uc002ahc.1_Splice_Site_p.A1470_spliceNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2CACTGTCTGCCTACAAATAGT0.313

- 35 3975VPS13C_uc002aha.2_Missense_Mutation_p.L1258F|VPS13C_uc002ahb.1_Missense_Mutation_p.L1301F|VPS13C_uc002ahc.1_Missense_Mutation_p.L1258FNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2TACCTATAAAGTGTAAGCTTT0.313

- 29 3054VPS13C_uc002aha.2_Missense_Mutation_p.E951K|VPS13C_uc002ahb.1_Missense_Mutation_p.E994K|VPS13C_uc002ahc.1_Missense_Mutation_p.E951KNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2TTAATATACTCCACTTTCAAA0.328

+ 8 910 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN FERM. 11GTACGTCAAACTCGCACGGTC0.512

+ 55 7500TLN2_uc002alc.3_Splice_Site_p.Q893_splice|TLN2_uc010uic.1_Splice_Site_p.Q116_spliceNM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11CATTGCTCAGGTTTGTAATTA0.343

- 77 14505HERC1_uc002amo.2_5'FlankNM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19AATGTCAGCAGTGTTGGCTGG0.438



- 29 5628 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19CCATACTTACCCAGTAGTGAT0.453

- 10 2321HERC1_uc010uil.1_IntronNM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 7. 19GATGTTCCAGCCGAAATCTGC0.413

- 10 890DAPK2_uc010uim.1_Splice_SiteNM_014326 NP_055141 Q9UIK4 DAPK2_HUMAN 2TGTCCACCGGCTGAGAGACAA0.617

- 8 728 DAPK2_uc010uim.1_RNANM_014326 NP_055141 Q9UIK4 DAPK2_HUMANProtein kinase. 2AGTGTTTCCTGCTTCGTGTCT0.478

+ 2 883 NM_015042 NP_055857 O15014 ZN609_HUMAN 3ATGTGATGTGGCTCTGGCCAC0.517

+ 8 4169 NM_015042 NP_055857 O15014 ZN609_HUMAN 3TCAGGGCTTTCTTCTACAGCC0.403

- 8 1399PIF1_uc002anr.2_Splice_Site|PIF1_uc002ans.2_Splice_Site_p.G136_splice|PIF1_uc010uiq.1_Splice_Site_p.G445_spliceNM_025049 NP_079325 Q9H611 PIF1_HUMAN 0TCCCTGCTCACCTGGCAGCTC0.637

- 6 558SPG21_uc002aoe.2_Missense_Mutation_p.M155I|SPG21_uc010bhb.2_Missense_Mutation_p.M128I|SPG21_uc010bhc.2_Missense_Mutation_p.M1INM_001127889 NP_001121361 Q9NZD8 SPG21_HUMAN 0TAAATGCAGGCATCAGCCAAA0.318

+ 4 465OSTBETA_uc002aoh.2_Missense_Mutation_p.D81NNM_178859 NP_849190 Q86UW2 OSTB_HUMANCytoplasmic (Potential). 0CCTGCATTTGGATGAGGCCAA0.478

- 11 1465 CLPX_uc010uiu.1_RNA NM_006660 NP_006651 O76031 CLPX_HUMAN 0GTATTCGATTCCCCACTTCGA0.453

- 9 1822IGDCC4_uc002aot.1_Missense_Mutation_p.P126SNM_020962 NP_066013 Q8TDY8 IGDC4_HUMANFibronectin type-III 2.|Extracellular (Potential). 3GAAGGGTTGGGGCTGGACAGG0.468

- 2 433 NM_020962 NP_066013 Q8TDY8 IGDC4_HUMANIg-like C2-type 1.|Extracellular (Potential). 3GTGTCCCCATCCTTGCTCCAG0.632

- 2 352C15orf44_uc010uix.1_Missense_Mutation_p.V42I|C15orf44_uc010uiz.1_Missense_Mutation_p.V6I|C15orf44_uc010uja.1_Missense_Mutation_p.V6I|C15orf44_uc010ujb.1_Intron|C15orf44_uc002ape.3_Missense_Mutation_p.V6I|C15orf44_uc010uiy.1_5'UTR|C15orf44_uc010ujc.1_Missense_Mutation_p.V6INM_030800 NP_110427 Q96SY0 CO044_HUMAN VWFA. 1ACATCCATTACCACCACTGTC0.453

- 20 3157DENND4A_uc002api.2_Nonsense_Mutation_p.Q970*|DENND4A_uc002apj.3_Nonsense_Mutation_p.Q927*NM_005848 NP_005839 Q7Z401 MYCPP_HUMANBipartite nuclear localization signal (Potential). 4TTTTCTTCTTGAATGTCTTCA0.303

- 16 2132MEGF11_uc002apl.2_Missense_Mutation_p.A589V|MEGF11_uc002apn.1_Missense_Mutation_p.A664VNM_032445 NP_115821 A6BM72 MEG11_HUMAN EGF-like 11. 1GCAGAGCTGGGCACAGTCCTG0.607

+ 2 654MAP2K1_uc010ujp.1_Missense_Mutation_p.V38ENM_002755 NP_002746 Q02750 MP2K1_HUMAN 0AAGCAGAAGGTGGGAGAACTG0.557

+ 1 401 NM_005902 NP_005893 P84022 SMAD3_HUMAN MH1. 5CGAGAAGGCGGTCAAGAGCCT0.597

+ 7 685IQCH_uc010ujv.1_Splice_Site_p.A45_splice|IQCH_uc002aqn.1_Splice_Site_p.A40_splice|IQCH_uc002aqq.1_Splice_Site|IQCH_uc002aqp.1_Splice_SiteNM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4TTCATCCACAGCCACTTTCAC0.428

+ 9 1168PIAS1_uc002ara.2_5'FlankNM_016166 NP_057250 O75925 PIAS1_HUMANSP-RING-type. 2ACAATGTTTTGACGCAACTCT0.378

+ 2 2152FEM1B_uc002arh.2_Missense_Mutation_p.L433FNM_015322 NP_056137 Q9UK73 FEM1B_HUMAN ANK 7. 0TCCAAATGCACTTGTCACAAA0.483

+ 7 805CORO2B_uc010bic.2_Missense_Mutation_p.S254F|CORO2B_uc002ark.2_Missense_Mutation_p.S26FNM_006091 NP_006082 Q9UQ03 COR2B_HUMAN WD 4. 6GAGGACCTCTCCATGCCCCTG0.557

+ 7 822CORO2B_uc010bic.2_Missense_Mutation_p.E260K|CORO2B_uc002ark.2_Missense_Mutation_p.E32KNM_006091 NP_006082 Q9UQ03 COR2B_HUMAN WD 5. 6CCTGATCGAAGAGGAAATTGA0.592

- 10 1877TLE3_uc002ask.2_Missense_Mutation_p.S197F|TLE3_uc002asl.2_Missense_Mutation_p.S258F|TLE3_uc010ukd.1_Missense_Mutation_p.S246F|TLE3_uc010bik.1_Intron|TLE3_uc010bil.1_Missense_Mutation_p.S253F|TLE3_uc002asn.2_Missense_Mutation_p.S253F|TLE3_uc002asp.2_Missense_Mutation_p.S253F|TLE3_uc002aso.2_Missense_Mutation_p.S253FNM_005078 NP_005069 Q04726 TLE3_HUMAN CCN domain. 2TACCTCATTGGAAACATCCAC0.527

+ 4 644THSD4_uc002atd.1_5'UTRNM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 1. 2GCCACAGAGGCTCCGGAGACA0.582

+ 11 2046THSD4_uc002ate.2_Missense_Mutation_p.S296NNM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2GCTCCTGAGAGTTACTGTGAC0.542

+ 14 2577THSD4_uc002ate.2_Missense_Mutation_p.G473D|THSD4_uc002atg.1_Missense_Mutation_p.G36DNM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 4. 2CCCCTGGAGGGCTGTGGGAAC0.662

- 33 6483MYO9A_uc002atk.2_Missense_Mutation_p.A799TNM_006901 NP_008832 B2RTY4 MYO9A_HUMANTail.|Phorbol-ester/DAG-type 1. 3TATTGGGTGGCTTTAAAGATG0.378

- 25 4882MYO9A_uc010biq.2_Missense_Mutation_p.G1090E|MYO9A_uc002atn.1_Missense_Mutation_p.G1451E|MYO9A_uc002atk.2_Missense_Mutation_p.G194E|MYO9A_uc002atm.1_Missense_Mutation_p.G194ENM_006901 NP_008832 B2RTY4 MYO9A_HUMAN Tail. 3CTGATCTTTTCCTGAGCAGTG0.383 rs112823141

- 23 3559MYO9A_uc010biq.2_Nonsense_Mutation_p.W649*|MYO9A_uc002atn.1_Nonsense_Mutation_p.W1010*|MYO9A_uc002atk.2_5'Flank|MYO9A_uc002atm.1_5'FlankNM_006901 NP_008832 B2RTY4 MYO9A_HUMANIQ 1.|Neck or regulatory domain. 3GACCCTGAACCATCGCTGCAA0.453

- 17 2902MYO9A_uc010biq.2_Missense_Mutation_p.R430K|MYO9A_uc002atn.1_Missense_Mutation_p.R791KNM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3ACTTGATAGTCTGCTCTGGCG0.398

- 2 1293MYO9A_uc010biq.2_Intron|MYO9A_uc002ato.2_Missense_Mutation_p.G274R|MYO9A_uc002atn.1_Missense_Mutation_p.G274RNM_006901 NP_008832 B2RTY4 MYO9A_HUMANMyosin head-like 1. 3GGTCCAGCTCCAAGAATAATC0.343

- 2 273PKM2_uc010bit.1_Missense_Mutation_p.A16V|PKM2_uc010uki.1_Missense_Mutation_p.A85V|PKM2_uc002atv.1_Missense_Mutation_p.A46V|PKM2_uc002atw.1_Missense_Mutation_p.A11V|PKM2_uc002aty.1_Missense_Mutation_p.A11V|PKM2_uc010ukj.1_Missense_Mutation_p.P27S|PKM2_uc010ukk.1_Missense_Mutation_p.A11V|PKM2_uc010biu.1_Missense_Mutation_p.A32V|PKM2_uc002atz.1_RNANM_182471 NP_872271 P14618 KPYM_HUMAN 1CTGAATGAAGGCAGTCCCGGC0.542

- 9 1172PARP6_uc002aua.2_Intron|PARP6_uc002aub.2_Intron|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.P238LNM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0CACGTGCTGAGGGCACAGGAG0.607

- 3 567ADPGK_uc010ukw.1_Missense_Mutation_p.G100E|ADPGK_uc002avf.3_Missense_Mutation_p.G158E|ADPGK_uc002avi.3_Missense_Mutation_p.G36E|ADPGK_uc002avh.3_IntronNM_031284 NP_112574 Q9BRR6 ADPGK_HUMAN ADPK. 0AGCTGCATTTCCTCCTACATA0.303

+ 27 4214NEO1_uc010ukx.1_Missense_Mutation_p.P1347S|NEO1_uc010uky.1_Missense_Mutation_p.P1305S|NEO1_uc010ukz.1_Missense_Mutation_p.P771S|NEO1_uc002avn.3_Missense_Mutation_p.P996SNM_002499 NP_002490 Q92859 NEO1_HUMANCytoplasmic (Potential). 1CCCTTCCCACCCATTGAAGAG0.582

+ 8 1747CD276_uc010bjd.1_Missense_Mutation_p.D359N|CD276_uc002avu.1_Missense_Mutation_p.D505N|CD276_uc002avw.1_Missense_Mutation_p.D287N|CD276_uc010ulb.1_Missense_Mutation_p.D451N|CD276_uc002avx.2_RNANM_001024736 NP_001019907 Q5ZPR3 CD276_HUMANCytoplasmic (Potential). 1AGGAGCTGAGGACCAGGATGG0.527

+ 9 2154PML_uc002awu.2_Missense_Mutation_p.P624S|PML_uc010ule.1_Missense_Mutation_p.P233SNM_033238 NP_150241 P29590 PML_HUMAN 5CATGCGCCGCCCTATCTTGGC0.602

- 11 1071STRA6_uc002axi.2_Missense_Mutation_p.V106M|STRA6_uc010ulh.1_Missense_Mutation_p.V335M|STRA6_uc002axj.2_Missense_Mutation_p.V336M|STRA6_uc010bji.2_Missense_Mutation_p.V297M|STRA6_uc002axl.2_Missense_Mutation_p.V229M|STRA6_uc002axm.2_Missense_Mutation_p.V297M|STRA6_uc002axn.2_Missense_Mutation_p.V288M|STRA6_uc010uli.1_Missense_Mutation_p.V334M|STRA6_uc010bjj.1_RNANM_022369 NP_071764 Q9BX79 STRA6_HUMANCytoplasmic (Potential). 1GCTGAAAGCACCAGCTTCAGC0.602

- 14 1921SEMA7A_uc010ulk.1_Nonsense_Mutation_p.W462*|SEMA7A_uc010ull.1_Nonsense_Mutation_p.W613*NM_003612 NP_003603 O75326 SEM7A_HUMANIg-like C2-type. 2GCAGCAGCTGCCAGTGCTGAG0.662

+ 2 404ARID3B_uc002ayc.2_Missense_Mutation_p.P68L|ARID3B_uc002ayd.2_Missense_Mutation_p.P68LNM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0CCCTTAGGTCCCTTAGCCAGA0.562 rs139778598

- 2 330ULK3_uc010ulp.1_5'UTR|ULK3_uc010ulq.1_Missense_Mutation_p.V86E|ULK3_uc010ulr.1_5'UTR|ULK3_uc002ayv.2_Missense_Mutation_p.V75E|ULK3_uc010uls.1_5'UTR|ULK3_uc010ult.1_5'UTR|ULK3_uc010ulu.1_5'UTRNM_001099436 NP_001092906 Q6PHR2 ULK3_HUMAN Protein kinase. 2TTTCAGCTGCACAATGTGGGG0.552

+ 2 828NEIL1_uc002bae.2_Missense_Mutation_p.P194SNM_024608 NP_078884 Q96FI4 NEIL1_HUMAN 1CCCGCCTGGCCCCCGGCTCGC0.687

- 22 2586MAN2C1_uc002bag.2_Missense_Mutation_p.D857N|MAN2C1_uc002bah.2_Missense_Mutation_p.D874N|MAN2C1_uc010bkk.2_Missense_Mutation_p.D758NNM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0TCTGACAGATCCATCCAGCGA0.607

- 10 6202 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANExtracellular (Potential).|Cysteine-containing.|Neurite growth inhibition (By similarity).3TTCACTACGGCTGATGCATTG0.612

- 9 5217 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANExtracellular (Potential).|Cysteine-containing.|CSPG 12.|Neurite growth inhibition (By similarity).3CTTTGTTCTTCCAGAGGTGGC0.642

+ 8 808C15orf27_uc010bkp.2_Splice_Site_p.A34_splice|C15orf27_uc002bbr.2_Splice_Site_p.A34_spliceNM_152335 NP_689548 Q2M3C6 CO027_HUMAN 0CTGTCTTCCAGCCTACGTCCT0.582

- 8 764ETFA_uc010bkq.1_Missense_Mutation_p.G179E|ETFA_uc002bbu.1_Missense_Mutation_p.G228ENM_000126 NP_000117 P13804 ETFA_HUMAN 0AAAGTTCTCTCCACTCTTCAA0.313



+ 5 826RCN2_uc002bce.2_Missense_Mutation_p.G274D|RCN2_uc010bks.2_Missense_Mutation_p.G155DNM_002902 NP_002893 Q14257 RCN2_HUMAN4 (Potential).|EF-hand 4. 0GACAAAAATGGTGATGGATTT0.343

+ 3 224HMG20A_uc002bcq.1_Missense_Mutation_p.S8F|HMG20A_uc002bcs.2_Missense_Mutation_p.S8FNM_018200 NP_060670 Q9NP66 HM20A_HUMAN 3ATGACTAGCTCCACCCTACCG0.418

- 2 1007LINGO1_uc002bcu.1_Missense_Mutation_p.V313MNM_032808 NP_116197 Q96FE5 LIGO1_HUMANExtracellular (Potential).|LRR 10. 2TGCCCGCCCACCAGCTGGATC0.612

- 9 2183TBC1D2B_uc010bla.2_Missense_Mutation_p.T728I|TBC1D2B_uc002bda.2_Missense_Mutation_p.T180INM_144572 NP_653173 Q9UPU7 TBD2B_HUMANRab-GAP TBC. 3GCCTTCTGAGGTGGGGCAGGA0.542

- 4 526ACSBG1_uc010umw.1_Missense_Mutation_p.A153V|ACSBG1_uc010umx.1_Intron|ACSBG1_uc010umy.1_Missense_Mutation_p.A50VNM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1CACACTGTGGGCCTGCTTCAG0.662

+ 4 424MORF4L1_uc010bli.1_Intron|MORF4L1_uc010blj.1_Intron|MORF4L1_uc002bem.2_Intron|MORF4L1_uc010une.1_IntronNM_206839 NP_996670 Q9UBU8 MO4L1_HUMAN 0GTTCCTGAAGGAGCTCCCTCA0.428

+ 5 434FAH_uc002bfk.1_Missense_Mutation_p.P118S|FAH_uc002bfm.1_Missense_Mutation_p.P118S|FAH_uc002bfn.1_Missense_Mutation_p.P48S|FAH_uc010unl.1_Missense_Mutation_p.P118S|FAH_uc002bfl.1_Missense_Mutation_p.P118SNM_000137 NP_000128 P16930 FAAA_HUMAN 0GATGCACCTTCCAGCCACCAT0.567

+ 25 3732KIAA1199_uc010unn.1_Missense_Mutation_p.G1158SNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3CTCCATGAAAGGCTGTGAGAG0.502

+ 7 754 NM_173528 NP_775799 Q6P656 CO026_HUMAN 0TTTTGGAAAGGAGGCTGAGGT0.418

+ 11 1767IL16_uc002bgc.2_RNA|IL16_uc010blq.1_Missense_Mutation_p.G464E|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.G506E|IL16_uc002bgg.2_Missense_Mutation_p.G464E|IL16_uc002bgi.1_5'UTR|IL16_uc002bgj.2_5'FlankNM_172217 NP_757366 Q14005 IL16_HUMAN 4ACCAAGTTTGGAAAGGAGAGG0.408

+ 14 2792IL16_uc010blq.1_Missense_Mutation_p.P760S|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.P848S|IL16_uc002bgg.2_Missense_Mutation_p.P806S|IL16_uc002bgi.1_Missense_Mutation_p.P196S|IL16_uc002bgj.2_Missense_Mutation_p.P300S|IL16_uc002bgk.2_Missense_Mutation_p.P105S|IL16_uc002bgl.1_Missense_Mutation_p.P105S|IL16_uc010unq.1_Missense_Mutation_p.P105SNM_172217 NP_757366 Q14005 IL16_HUMAN 4TGCTTCAGACCCAAGAGGGCT0.517

+ 15 3615IL16_uc010blq.1_Missense_Mutation_p.S1034F|IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.S1122F|IL16_uc002bgg.2_Missense_Mutation_p.S1080F|IL16_uc002bgi.1_Missense_Mutation_p.S470F|IL16_uc002bgj.2_Missense_Mutation_p.S574F|IL16_uc002bgk.2_Missense_Mutation_p.S379F|IL16_uc002bgl.1_Missense_Mutation_p.S379F|IL16_uc010unq.1_Missense_Mutation_p.S379FNM_172217 NP_757366 Q14005 IL16_HUMANInteraction with HTLV-1 tax. 4TCTGGTCAGTCCGTTATCTCC0.458

+ 19 4259IL16_uc002bge.3_RNA|IL16_uc010unp.1_Missense_Mutation_p.L1336F|IL16_uc002bgg.2_Missense_Mutation_p.L1294F|IL16_uc002bgj.2_Missense_Mutation_p.L788F|IL16_uc002bgk.2_Missense_Mutation_p.L594FNM_172217 NP_757366 Q14005 IL16_HUMAN PDZ 4. 4CATGCAGGGCCTCACACGGTT0.522

- 3 362STARD5_uc002bgn.2_5'UTRNM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1ACTTACGTCAGTGATGCTTTG0.483

+ 1 73EFTUD1_uc002bgt.1_5'Flank|EFTUD1_uc002bgu.1_5'Flank|FAM154B_uc010unr.1_5'UTR|FAM154B_uc010uns.1_RNANM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2GGAAAGCATGGGAGCCAAGAG0.627

+ 3 335FAM154B_uc010unr.1_Missense_Mutation_p.A74V|FAM154B_uc010uns.1_RNANM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2GATTATAGAGCTTGGGACCTT0.328

- 3 831BTBD1_uc002bjo.2_Missense_Mutation_p.A210TNM_025238 NP_079514 Q9H0C5 BTBD1_HUMAN 2GCACTTATTGCATCCATTGTG0.328

+ 4 974ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6CTGCCCTTGGGGAGCCAGCAG0.537

+ 12 5395ALPK3_uc010upc.1_Missense_Mutation_p.P44LNM_020778 NP_065829 Q96L96 ALPK3_HUMANAlpha-type protein kinase. 12GCTGAGGCTCCGACAGCATCT0.552

+ 19 2182PDE8A_uc002bli.2_Missense_Mutation_p.V619I|PDE8A_uc010bnc.2_Missense_Mutation_p.V418I|PDE8A_uc010bnd.2_Missense_Mutation_p.V418I|PDE8A_uc002blj.2_Missense_Mutation_p.V285I|PDE8A_uc002blk.2_Missense_Mutation_p.V285I|PDE8A_uc002bll.2_Missense_Mutation_p.V17INM_002605 NP_002596 O60658 PDE8A_HUMANCatalytic (By similarity). 4TATCGACATGGTCTTAGCCAC0.433

+ 7 2253AKAP13_uc002blt.1_Missense_Mutation_p.A695T|AKAP13_uc002blu.1_Missense_Mutation_p.A695T|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9AAGCACCACAGCAAGGCAACC0.512

+ 7 4123AKAP13_uc002blt.1_Missense_Mutation_p.A1318V|AKAP13_uc002blu.1_Missense_Mutation_p.A1318V|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9CCTGAGGAAGCCACGGGGAGC0.517

+ 11 4818AKAP13_uc002blt.1_Missense_Mutation_p.V1550I|AKAP13_uc002blu.1_Missense_Mutation_p.V1550I|AKAP13_uc010bnf.1_Missense_Mutation_p.V190I|AKAP13_uc002blw.1_Missense_Mutation_p.V35I|AKAP13_uc010bne.1_Missense_Mutation_p.V203INM_007200 NP_009131 Q12802 AKP13_HUMAN 9AAACTGCTCTGTCCTAAGGAG0.587

- 2 672 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN 2TGGTGGGCGTCCGAGAGCAGC0.607

- 16 2249NTRK3_uc002bmh.2_Missense_Mutation_p.G688E|NTRK3_uc002bmf.1_Missense_Mutation_p.G696E|NTRK3_uc010upl.1_Missense_Mutation_p.G598E|NTRK3_uc010bnh.1_Missense_Mutation_p.G688ENM_001012338 NP_001012338 Q16288 NTRK3_HUMANCytoplasmic (Potential).|Protein kinase. 281GCCGAAGTCCCCAATCTTCAC0.552

- 5 1659DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_RNA|DET1_uc002bmq.2_Missense_Mutation_p.A514TNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2AATAACCCCGCCTGGATCTCA0.517

+ 2 549AEN_uc010bnl.2_Missense_Mutation_p.S133F|AEN_uc010bnm.1_Missense_Mutation_p.S133FNM_022767 NP_073604 Q8WTP8 AEN_HUMAN Exonuclease. 0GCCCGCTGTTCCATTGTGAGC0.607

+ 5 379FANCI_uc002bnm.1_Splice_Site_p.A97_splice|FANCI_uc002bnn.1_Splice_Site|FANCI_uc002bno.2_Splice_Site_p.A97_splice|FANCI_uc002bnp.1_5'FlankNM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2TGAACTTTTAGGCTCACCATT0.353

+ 13 1282FANCI_uc002bnm.1_Missense_Mutation_p.V398I|FANCI_uc002bnn.1_RNA|FANCI_uc002bnp.1_Missense_Mutation_p.V219I|FANCI_uc002bnq.1_5'FlankNM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2GCCAAAGAAGGTTCTTGATGG0.418

+ 17 2998 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7TGTTGTTGAAGAGTCCCCTGA0.398

+ 20 3614C15orf42_uc010upv.1_RNANM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN Pro-rich. 7CAGCCGCCTGGGTTTTTGCCA0.517

+ 20 4889C15orf42_uc010upv.1_RNANM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7CCCCGCCTCTCCCACAGCACA0.607

- 3 911 NM_001150 NP_001141 P15144 AMPN_HUMANExtracellular.|Metalloprotease. 4GTAGTGGCCACCACCCTGCCC0.602

- 5 749IDH2_uc010uqb.1_Missense_Mutation_p.M169I|IDH2_uc010uqc.1_Missense_Mutation_p.M91I|IDH2_uc010bnu.2_Missense_Mutation_p.M112INM_002168 NP_002159 P48735 IDHP_HUMAN 711CGGTGTTGTACATGCCCATGC0.478

+ 8 929 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8TAAAAACAGGGTAAAAATGCA0.299

+ 12 1285 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8GTAGCACTGATTAATGCTGCA0.507

+ 13 2105UNC45A_uc002bqd.2_Missense_Mutation_p.V574M|UNC45A_uc010uqr.1_Translation_Start_Site|UNC45A_uc002bqi.2_5'FlankNM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2GCTCTTTGCGGTGGCCTCAGC0.592

+ 5 1385SV2B_uc002bqt.2_Missense_Mutation_p.E332K|SV2B_uc010uqv.1_Missense_Mutation_p.E181K|SV2B_uc002bqu.3_RNANM_014848 NP_055663 Q7L1I2 SV2B_HUMANCytoplasmic (Potential). 8GGGGACCCCAGAGAAAGTGTT0.458

+ 26 3877CHD2_uc002bso.1_Missense_Mutation_p.S1101FNM_001271 NP_001262 O14647 CHD2_HUMAN 2TCCTCTGCTTCTGAGAGTGAA0.517

+ 37 5481CHD2_uc002bso.1_Missense_Mutation_p.D1636NNM_001271 NP_001262 O14647 CHD2_HUMAN 2CAGTAATGCAGGTAGGTCATT0.443

+ 10 2077IGF1R_uc010urq.1_Missense_Mutation_p.G676D|IGF1R_uc010bon.2_Missense_Mutation_p.G676D|IGF1R_uc010urr.1_Missense_Mutation_p.G126DNM_000875 NP_000866 P08069 IGF1R_HUMANFibronectin type-III 2. 8TATGCCGACGGCACCATCGAC0.498

+ 16 3086IGF1R_uc010bon.2_Missense_Mutation_p.M1011I|IGF1R_uc010boo.1_IntronNM_000875 NP_000866 P08069 IGF1R_HUMANATP (By similarity).|Protein kinase.|Cytoplasmic (Potential).8CGTTTGGGATGGTCTATGAAG0.522

+ 6 1976SYNM_uc002buo.2_Missense_Mutation_p.R619K|SYNM_uc002buq.2_IntronNM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4CTACGGTTCAGGTTGGGCACC0.537

+ 6 4093SYNM_uc002buo.2_Intron|SYNM_uc002buq.2_IntronNM_145728 NP_663780 O15061 SYNEM_HUMANTail.|Interaction with DMD and UTRN.|Interaction with TLN1 and VCL.4CCAGCAGATAGTTTACCATGG0.562

- 15 2111ADAMTS17_uc002bvx.1_Missense_Mutation_p.G435CNM_139057 NP_620688 Q8TE56 ATS17_HUMAN Cys-rich. 3CCGATGATGCCGTCACAGCCG0.557

+ 6 671ALDH1A3_uc010bpb.2_Intron|uc002bwo.1_RNANM_000693 NP_000684 P47895 AL1A3_HUMAN 4TGCTGGTGTGGAAGCTGGCAC0.602

+ 10 1715LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN LRR 8. 12CAAAGAAGTTCCCCTGGGACT0.428



+ 17 2561LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN Roc. 12GGCCAAGGCCCCAAACGCCGT0.582

+ 32 5732LRRK1_uc010usb.1_RNA|LRRK1_uc010usc.1_RNA|LRRK1_uc002bws.2_RNANM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12CACGGCCAACCCAAAGGTGCC0.637

- 11 1131NPRL3_uc010uua.1_Splice_Site|NPRL3_uc002cfp.1_Splice_Site|NPRL3_uc002cfq.2_Splice_Site_p.L165_splice|NPRL3_uc010uub.1_Splice_Site_p.L319_splice|NPRL3_uc010uuc.1_Splice_Site_p.L266_splice|NPRL3_uc002cfs.1_Splice_Site_p.L319_spliceNM_001077350 NP_001070818 Q12980 NPRL3_HUMAN 1CGGGGAGTACCTGCAGGCAGG0.597

- 3 592TMEM8A_uc002cgv.3_Translation_Start_SiteNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3TGGGCGGCCACGAACCAGTCC0.677

+ 10 1846PIGQ_uc010bqw.2_3'UTR|PIGQ_uc002chn.2_3'UTR|PIGQ_uc010uui.1_3'UTR|PIGQ_uc002chp.2_Missense_Mutation_p.G152R|uc010uuj.1_3'UTRNM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1TGCTCTGCCAGGGTGGCACCA0.632

+ 3 236WDR90_uc002cig.1_Missense_Mutation_p.S61N|WDR90_uc002cih.1_Missense_Mutation_p.S61N|WDR90_uc002cij.1_RNANM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1CCTAAGAGCAGCACCCAGTCT0.607

+ 24 2960WDR90_uc002cij.1_Intron|WDR90_uc002cik.1_Missense_Mutation_p.G496D|WDR90_uc002cil.1_RNA|WDR90_uc002cim.1_Missense_Mutation_p.G143D|WDR90_uc002cin.1_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 11. 1GTGTACATCGGCCACTCGGAA0.672

+ 36 4598WDR90_uc002cij.1_Intron|WDR90_uc002cil.1_RNA|WDR90_uc002cin.1_Missense_Mutation_p.T130M|WDR90_uc010uul.1_Missense_Mutation_p.T114M|WDR90_uc002cio.1_Missense_Mutation_p.T114M|WDR90_uc010bqx.1_Missense_Mutation_p.T114M|RHOT2_uc010uum.1_5'Flank|RHOT2_uc002cip.2_5'Flank|RHOT2_uc002ciq.2_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 18. 1GTCTCCCGCACGGCCATGGAG0.677

- 11 1220CCDC78_uc002cjf.2_Missense_Mutation_p.G221R|CCDC78_uc002cji.3_3'UTR|CCDC78_uc002cjj.3_3'UTR|CCDC78_uc002cjh.2_Missense_Mutation_p.G131RNM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1GATGTTCCCCCCTGGGAGGCT0.637

+ 14 1544MSLN_uc002cjt.1_Missense_Mutation_p.S490F|MSLN_uc002cju.1_Missense_Mutation_p.S490F|MSLN_uc010brd.1_Missense_Mutation_p.S489F|MSLN_uc002cjv.1_Missense_Mutation_p.S490F|MSLN_uc002cjx.1_Missense_Mutation_p.S490F|MSLN_uc002cjy.1_Missense_Mutation_p.S155FNM_013404 NP_037536 Q13421 MSLN_HUMAN 1ATGAACGGGTCCGAATACTTC0.632

+ 1 182 NM_001013638 NP_001013660 Q96S07 PRR25_HUMAN 1CGGGAAATAAGCCTGGGGCCC0.627

- 3 476 NM_207419 NP_997302 P60827 C1QT8_HUMAN 1TCACCTTTGAGGATTTCGATG0.677

+ 32 3200BAIAP3_uc002clj.2_Missense_Mutation_p.R1049K|BAIAP3_uc010uuz.1_Missense_Mutation_p.R1032K|BAIAP3_uc010uva.1_Missense_Mutation_p.R1004K|BAIAP3_uc010uvc.1_Missense_Mutation_p.R996KNM_003933 NP_003924 O94812 BAIP3_HUMAN C2 2. 1CGCAGCCAGAGGACCCAGGTG0.552

+ 6 1090MAPK8IP3_uc002cmj.1_RNA|MAPK8IP3_uc002cml.2_Missense_Mutation_p.E324K|MAPK8IP3_uc010uvl.1_Missense_Mutation_p.E325KNM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3GGTCACCCAGGAGATGCGCAA0.622

+ 6 869MRPS34_uc002cmn.2_5'Flank|MRPS34_uc002cmo.2_5'Flank|MRPS34_uc002cmp.1_5'Flank|EME2_uc010brw.1_Missense_Mutation_p.S239FNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3CTGGTGGCCTCTTGGCAGGAG0.642

+ 8 1300EME2_uc010brw.1_Missense_Mutation_p.A369TNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3CCTGACCACAGCCAACCCTGA0.692

+ 4 492NUBP2_uc002cmx.3_5'UTR|NUBP2_uc010brx.2_Missense_Mutation_p.P75SNM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0GGACACGCCCCCGGGGACCTC0.682

- 3 684HAGH_uc002cmz.2_Missense_Mutation_p.V45M|HAGH_uc010uvp.1_Missense_Mutation_p.V93M|HAGH_uc002cnb.1_Missense_Mutation_p.V45M|HAGH_uc010bry.1_Missense_Mutation_p.V93MNM_005326 NP_005317 Q16775 GLO2_HUMAN 1GTCAGTTTCACCCCGTGCTTT0.632

- 11 1139C16orf73_uc010uvq.1_Missense_Mutation_p.V341I|C16orf73_uc010uvr.1_Missense_Mutation_p.V134INM_152764 NP_689977 Q8N635 CP073_HUMAN 0CTATTTCGAACTACTTTTGTA0.323

- 9 1096SEPX1_uc010uvs.1_5'FlankNM_005061 NP_005052 Q92901 RL3L_HUMAN 0CACCAGGAGGGACTGGGGAAT0.552

+ 6 937SLC9A3R2_uc002coj.2_Missense_Mutation_p.S273F|SLC9A3R2_uc002cok.2_Missense_Mutation_p.S162FNM_001130012 NP_001123484 Q15599 NHRF2_HUMAN 1GCGTGCTCGTCCCGAAGTGAC0.572

+ 7 1100SLC9A3R2_uc002coj.2_Nonsense_Mutation_p.W316*|SLC9A3R2_uc002cok.2_Nonsense_Mutation_p.W216*NM_001130012 NP_001123484 Q15599 NHRF2_HUMAN 1AGATGGACTGGAACAGGAAGC0.662

+ 7 771MLST8_uc002coy.2_Missense_Mutation_p.A218T|MLST8_uc002cpa.2_Missense_Mutation_p.A34T|MLST8_uc002cpb.2_Missense_Mutation_p.A217T|MLST8_uc010uvx.1_Missense_Mutation_p.A152T|MLST8_uc002cpc.2_Missense_Mutation_p.A218T|MLST8_uc002cpd.2_Missense_Mutation_p.A152T|MLST8_uc002cpe.2_Missense_Mutation_p.A218T|MLST8_uc002cpg.2_Missense_Mutation_p.A237T|MLST8_uc002cph.2_Intron|MLST8_uc002cpf.2_Missense_Mutation_p.A218TNM_022372 NP_071767 Q9BVC4 LST8_HUMAN WD 6. 0TAAGATCCCTGCCCACACGCG0.652

- 7 1346RNPS1_uc002cpu.2_Missense_Mutation_p.P267L|RNPS1_uc002cpv.2_Missense_Mutation_p.P90L|RNPS1_uc002cpw.2_Missense_Mutation_p.P267L|RNPS1_uc002cpx.2_Missense_Mutation_p.P244L|RNPS1_uc010uwa.1_RNANM_080594 NP_542161 Q15287 RNPS1_HUMANNecessary for interaction with TRA2B, nuclear localization and exon-skipping.|Arg/Pro-rich.1CATCCGTGGGGGAGACCTGCG0.582

+ 4 1194TBC1D24_uc002cqk.2_Missense_Mutation_p.D346N|TBC1D24_uc002cqm.2_Intron|TBC1D24_uc010bsm.2_RNANM_020705 NP_065756 Q9ULP9 TBC24_HUMAN 0GGAGATGAGAGACATCTGGTC0.627

+ 11 6034SRRM2_uc002crj.1_Missense_Mutation_p.E1733K|SRRM2_uc002crl.1_Missense_Mutation_p.E1829K|SRRM2_uc010bsu.1_Missense_Mutation_p.E1733KNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANArg-rich.|Ser-rich. 4TGCCCGGCAGGAAAGTTCCCG0.652

+ 12 8518 NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4GCCTGGCCCTCAGGCCTTGCC0.373

- 4 389TCEB2_uc002crm.2_Missense_Mutation_p.S111NNM_007108 NP_009039 Q15370 ELOB_HUMAN 0TTCATTGGCACTGCTTCCCGA0.582

- 3 296PRSS22_uc002crz.1_Splice_Site_p.V77_spliceNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1GAGCAGAGAACCTGCGCAGTG0.612

+ 5 1567FLYWCH1_uc002csb.2_Nonsense_Mutation_p.Q401*|FLYWCH1_uc002csc.2_Nonsense_Mutation_p.Q401*|FLYWCH1_uc010bsv.2_Nonsense_Mutation_p.Q77*NM_032296 NP_115672 Q4VC44 FWCH1_HUMAN 0GCTGCCAACCCAGCCCGAGGC0.652

+ 3 725PAQR4_uc002csk.3_Missense_Mutation_p.A92T|PAQR4_uc002csl.3_Missense_Mutation_p.A57T|PAQR4_uc010uwm.1_Missense_Mutation_p.A62TNM_152341 NP_689554 Q8N4S7 PAQR4_HUMANHelical; (Potential). 0TTGTGCAGGGGCCCTGCCCAT0.672

- 5 811CCDC64B_uc002cte.3_Missense_Mutation_p.E49KNM_001103175 NP_001096645 A1A5D9 BICR2_HUMAN Potential. 0CGTGCGCGTTCCAGCTGTGGA0.736

+ 3 263MGC3771_uc010btd.2_5'Flank|MGC3771_uc010bte.2_RNA|MGC3771_uc002ctz.3_RNA|ZNF205_uc002cua.2_Missense_Mutation_p.T43INM_001042428 NP_001035893 O95201 ZN205_HUMAN 0TCAGGGGACACTCAGGAGTCA0.597

+ 1 191 NM_012360 NP_036492 O43749 OR1F1_HUMANHelical; Name=2; (Potential). 0TTCTTCCTCAGCAACCTGTCT0.537

- 2 654ZNF200_uc002cum.3_Missense_Mutation_p.P8S|ZNF200_uc010bti.2_Missense_Mutation_p.P8S|ZNF200_uc002cuk.2_Missense_Mutation_p.P8S|ZNF200_uc002cui.2_Missense_Mutation_p.P8S|ZNF200_uc002cul.3_Missense_Mutation_p.P8SNM_003454 NP_003445 P98182 ZN200_HUMAN 0GGGGGCATAGGAACCACTTTT0.552

- 1 1006ZNF263_uc002cur.2_3'UTR|TIGD7_uc010btj.1_RNANM_033208 NP_149985 Q6NT04 TIGD7_HUMANHTH CENPB-type. 0TATTTGGCTCCCGTTGTCCTC0.453

+ 2 1218ZNF174_uc002cva.2_Splice_Site_p.V135_splice|ZNF174_uc002cvb.2_Splice_Site_p.V135_spliceNM_003450 NP_003441 Q15697 ZN174_HUMAN 0CTTGTTCCTAGGTGGCCGTTT0.483

+ 6 806NAT15_uc010uxb.1_Missense_Mutation_p.P194L|NAT15_uc010btk.1_Missense_Mutation_p.P122L|NAT15_uc010btl.2_Intron|NAT15_uc010btm.2_Missense_Mutation_p.P187L|NAT15_uc010uxc.1_Missense_Mutation_p.P187L|NAT15_uc010uxd.1_Intron|NAT15_uc010uxe.1_Intron|NAT15_uc002cvg.1_Missense_Mutation_p.P187LNM_001083601 NP_001077070 Q9H7X0 NAT15_HUMAN 0GGCCACCCTCCCTGGACGATT0.537

- 5 763 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6GTCCTGGCGGGGTGCCCGCCC0.706

- 30 5161CREBBP_uc002cvw.2_Missense_Mutation_p.D1615NNM_004380 NP_004371 Q92793 CBP_HUMANInteraction with TRERF1. 127AGCAGGGGGTCGGGGTCGACG0.632

- 14 2858CREBBP_uc002cvw.2_Missense_Mutation_p.P847LNM_004380 NP_004371 Q92793 CBP_HUMAN 127TGGCTGAGTGGGAGCTGCTGG0.637

- 4 1226CREBBP_uc002cvw.2_Missense_Mutation_p.A341VNM_004380 NP_004371 Q92793 CBP_HUMANInteraction with SRCAP. 127GGGGCCTGTTGCAATTGCTTG0.418

- 11 4161 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential). 6TCTTCGCTCACCTGGATGCGG0.587

+ 1 112 NM_032575 NP_115964 Q9BZE0 GLIS2_HUMAN 0CAAGCTCCGGGCGGCAAGAGA0.677

- 6 986NMRAL1_uc002cwn.2_Missense_Mutation_p.R277K|NMRAL1_uc002cwo.2_Missense_Mutation_p.R277K|NMRAL1_uc002cwp.2_Missense_Mutation_p.R313KNM_020677 NP_065728 Q9HBL8 NMRL1_HUMAN 1GGGGTTGAGTCTCAGGGTCAG0.617

+ 4 544HMOX2_uc002cwr.3_Missense_Mutation_p.V125M|HMOX2_uc002cwq.3_Missense_Mutation_p.V125M|HMOX2_uc002cws.3_Missense_Mutation_p.V179M|HMOX2_uc010btt.2_Missense_Mutation_p.V125M|HMOX2_uc002cwt.2_Missense_Mutation_p.V125MNM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0GGAGGAGCAGGTGCAGTGCCC0.577

+ 13 1430MGRN1_uc002cxa.2_Missense_Mutation_p.A432T|MGRN1_uc010btx.2_Missense_Mutation_p.A411T|MGRN1_uc010btw.2_Missense_Mutation_p.A411T|MGRN1_uc002cxb.2_Missense_Mutation_p.A471T|MGRN1_uc010uxo.1_Missense_Mutation_p.A410T|MGRN1_uc010uxp.1_Missense_Mutation_p.A410T|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2TCCCCTCGCGGCTATCGACCA0.662



+ 16 1704MGRN1_uc002cxa.2_Missense_Mutation_p.S523N|MGRN1_uc010btx.2_Missense_Mutation_p.S502N|MGRN1_uc010btw.2_Missense_Mutation_p.S502N|MGRN1_uc002cxb.2_Missense_Mutation_p.S562N|MGRN1_uc010uxo.1_Missense_Mutation_p.S501N|MGRN1_uc010uxp.1_Missense_Mutation_p.S501N|MGRN1_uc010uxq.1_RNANM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2CTGCAGGACAGCAGCCCCGAG0.662

- 8 1146ANKS3_uc002cxi.1_Missense_Mutation_p.A211V|ANKS3_uc002cxk.2_Missense_Mutation_p.A155V|ANKS3_uc002cxl.2_Missense_Mutation_p.A111V|ANKS3_uc010uxs.1_Missense_Mutation_p.A211V|ANKS3_uc002cxm.2_Missense_Mutation_p.A78VNM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN 0AGGCCGTGGGGCTCTGCCGCC0.602

- 5 786ANKS3_uc002cxi.1_Splice_Site_p.R91_splice|ANKS3_uc002cxk.2_Splice_Site_p.R35_splice|ANKS3_uc002cxl.2_Intron|ANKS3_uc010uxs.1_Splice_Site_p.R91_splice|ANKS3_uc002cxm.2_IntronNM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN 0GTGGCAATCACCTCACGTTGG0.577

- 5 680ANKS3_uc002cxi.1_Missense_Mutation_p.E56K|ANKS3_uc002cxk.2_5'UTR|ANKS3_uc002cxl.2_Intron|ANKS3_uc010uxs.1_Missense_Mutation_p.E56K|ANKS3_uc002cxm.2_IntronNM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN ANK 3. 0TCTTTCATTTCTAGCTCTGCA0.592

- 14 1484GLYR1_uc002cxy.2_RNA|GLYR1_uc002cxz.1_Missense_Mutation_p.D397N|GLYR1_uc002cya.2_Missense_Mutation_p.D477N|GLYR1_uc010uxv.1_Missense_Mutation_p.D402NNM_032569 NP_115958 Q49A26 GLYR1_HUMAN 0CACTTCTGGTCCAGGAAGATG0.527

+ 15 3269UBN1_uc010uxw.1_Missense_Mutation_p.S977F|UBN1_uc002cyc.2_Missense_Mutation_p.S977FNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Ser-rich. 2AACGGAGATTCCAGTGGTGGG0.567

- 22 3766 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6TTGACTTCCACCTGGGGGCCT0.592

- 21 2608 NM_002705 NP_002696 O60437 PEPL_HUMAN Spectrin 4. 6GCAAGTGCTGCTTCCTGCAGA0.493

+ 5 1223A2BP1_uc010buf.1_Missense_Mutation_p.D79N|A2BP1_uc002cyr.1_Missense_Mutation_p.D79N|A2BP1_uc002cyt.2_Missense_Mutation_p.D79N|A2BP1_uc010uxz.1_Missense_Mutation_p.D122N|A2BP1_uc010uya.1_Missense_Mutation_p.D115N|A2BP1_uc002cyv.1_Missense_Mutation_p.D79N|A2BP1_uc010uyb.1_Missense_Mutation_p.D79N|A2BP1_uc002cyw.2_Missense_Mutation_p.D99N|A2BP1_uc002cyy.2_Missense_Mutation_p.D99N|A2BP1_uc002cyx.2_Missense_Mutation_p.D99N|A2BP1_uc010uyc.1_Missense_Mutation_p.D99NNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0GAGCCCGGCGGACACGAGCGC0.652

+ 12 1094ABAT_uc002czd.3_Missense_Mutation_p.R310W|ABAT_uc010buh.2_Missense_Mutation_p.R252W|ABAT_uc010bui.2_Missense_Mutation_p.R310WNM_020686 NP_065737 P80404 GABT_HUMAN 1TGACTTCTTTCGGAAGCTGAG0.557

- 15 1881USP7_uc010uyk.1_Missense_Mutation_p.A462V|USP7_uc002czj.2_RNA|USP7_uc010uyj.1_Missense_Mutation_p.A462V|USP7_uc002czk.2_Missense_Mutation_p.A545V|USP7_uc010uyl.1_RNANM_003470 NP_003461 Q93009 UBP7_HUMAN 3ATAGAGATGGGCTTCCTGCCG0.572

- 3 1012GRIN2A_uc010uym.1_Missense_Mutation_p.A155V|GRIN2A_uc010uyn.1_5'UTR|GRIN2A_uc002czr.3_Missense_Mutation_p.A155VNM_001134407 NP_001127879 Q12879 NMDE1_HUMANExtracellular (Potential). 45CATGACCGTGGCTTGCTGCTG0.498

+ 3 463ATF7IP2_uc002czv.2_Missense_Mutation_p.S79F|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.S79F|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0TCATTGGACTCTAATAAAAAT0.348

+ 7 478NUBP1_uc010bum.1_Missense_Mutation_p.M17T|NUBP1_uc002dab.1_Missense_Mutation_p.M141TNM_002484 NP_002475 P53384 NUBP1_HUMAN 2TTTCTAGGCATGATCAAGCAG0.438

+ 3 344CIITA_uc002daj.3_Missense_Mutation_p.D71N|CIITA_uc002dak.3_Missense_Mutation_p.D71N|CIITA_uc002dag.2_Missense_Mutation_p.D71N|CIITA_uc002dah.2_Missense_Mutation_p.D71N|CIITA_uc010bup.1_Missense_Mutation_p.D71NNM_000246 NP_000237 P33076 C2TA_HUMANAsp/Glu-rich (acidic). 1ACCCGACACAGACACCATCAA0.552

+ 9 975CIITA_uc002daj.3_Missense_Mutation_p.P282L|CIITA_uc002dak.3_Missense_Mutation_p.P232L|CIITA_uc002dag.2_Missense_Mutation_p.P281L|CIITA_uc002dah.2_Missense_Mutation_p.P233L|CIITA_uc010bup.1_Missense_Mutation_p.P281LNM_000246 NP_000237 P33076 C2TA_HUMAN 1CCAACATCTCCAGACCGGCCA0.617

+ 11 1812CIITA_uc002daj.3_Missense_Mutation_p.A561V|CIITA_uc002dak.3_Intron|CIITA_uc002dag.2_Missense_Mutation_p.A560V|CIITA_uc002dah.2_Missense_Mutation_p.A512V|CIITA_uc010bup.1_IntronNM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1CTGAGCAAGGCCGACGCCCTA0.637

+ 11 1309CLEC16A_uc002dan.3_Missense_Mutation_p.P358LNM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2TAGGCCAAGCCCAGCATTCGG0.448

+ 23 2884CLEC16A_uc002dap.2_5'UTRNM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2TTCGCCGTGGCCCAGTGCATA0.622

- 5 461GSPT1_uc002dbu.2_Missense_Mutation_p.A282V|GSPT1_uc002dbt.2_Missense_Mutation_p.A283V|GSPT1_uc010bux.2_Missense_Mutation_p.A145VNM_001130007 NP_001123479 P15170 ERF3A_HUMAN 3TTCAAAATAGGCACGACCCAC0.398

+ 8 1511ERCC4_uc010uyz.1_Missense_Mutation_p.P51LNM_005236 NP_005227 Q92889 XPF_HUMAN 10GTAGGAAAACCTGAAGAACTG0.423

+ 9 1894ERCC4_uc010uyz.1_Missense_Mutation_p.A179TNM_005236 NP_005227 Q92889 XPF_HUMANInteraction with EME1 and ERCC1. 10AGAAAAGGAAGCTTTTGAAAA0.398

+ 17 3028MKL2_uc002dcg.2_Missense_Mutation_p.P908L|MKL2_uc002dcj.2_Missense_Mutation_p.P203LNM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5CGGCCACCACCCCAAGTCCAA0.478

- 14 3009KIAA0430_uc002ddq.2_Missense_Mutation_p.P773L|KIAA0430_uc010uzv.1_Missense_Mutation_p.P935L|KIAA0430_uc010uzw.1_Missense_Mutation_p.P938LNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0CTGACTGCTGGGTAGGAGACA0.493

+ 3 429NDE1_uc010uzy.1_Missense_Mutation_p.R129H|NDE1_uc002dds.2_Missense_Mutation_p.R129HNM_017668 NP_060138 Q9NXR1 NDE1_HUMANInteraction with PAFAH1B1 (By similarity).|Potential. 1AGAGCCAAGCGGTATGGGTGG0.418

+ 7 951NDE1_uc010uzy.1_Missense_Mutation_p.R303K|NDE1_uc002dds.2_Missense_Mutation_p.R303KNM_017668 NP_060138 Q9NXR1 NDE1_HUMAN 1GGCGGGGAGAGACGGCCAAGC0.607

+ 5 686ABCC1_uc010bvj.2_Missense_Mutation_p.R171C|ABCC1_uc010bvk.2_Missense_Mutation_p.R171C|ABCC1_uc010bvl.2_Missense_Mutation_p.R171C|ABCC1_uc010bvm.2_Missense_Mutation_p.R171C|ABCC1_uc002del.3_Missense_Mutation_p.R55C|ABCC1_uc010bvn.2_Missense_Mutation_p.R34CNM_004996 NP_004987 P33527 MRP1_HUMAN Extracellular. 4GGACCTGTTTCGTGACATCAC0.398

+ 23 3255ABCC1_uc010bvj.2_Missense_Mutation_p.G968E|ABCC1_uc010bvk.2_Missense_Mutation_p.G971E|ABCC1_uc010bvl.2_Missense_Mutation_p.G1027E|ABCC1_uc010bvm.2_Missense_Mutation_p.G912E|ABCC1_uc002del.3_Missense_Mutation_p.G921ENM_004996 NP_004987 P33527 MRP1_HUMANABC transmembrane type-1 2.|Helical; Name=13. 4GTGTCTGCAGGGATCGCCGTG0.622

- 3 750 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANLumenal (Potential). 4GGCTGCGGCTCTGTCCCCGGG0.597

+ 7 1065TMC7_uc010vao.1_Missense_Mutation_p.G312D|TMC7_uc002dfp.2_Missense_Mutation_p.G312D|TMC7_uc010vap.1_Missense_Mutation_p.G202DNM_024847 NP_079123 Q7Z402 TMC7_HUMANCytoplasmic (Potential). 3ATATTTGCCGGCTGGGACTTC0.527

+ 4 603SYT17_uc002dfx.2_Missense_Mutation_p.G30E|SYT17_uc002dfy.2_Missense_Mutation_p.G87E|SYT17_uc002dfv.1_Missense_Mutation_p.G30ENM_016524 NP_057608 Q9BSW7 SYT17_HUMAN 1TCCCCGGATGGAAGACGCTCG0.582

+ 11 2656TMC5_uc010vaq.1_Intron|TMC5_uc002dgb.3_Missense_Mutation_p.A636V|TMC5_uc010var.1_Missense_Mutation_p.A636V|TMC5_uc002dgd.1_Missense_Mutation_p.A390V|TMC5_uc002dge.3_Missense_Mutation_p.A390V|TMC5_uc002dgf.3_Missense_Mutation_p.A319V|TMC5_uc002dgg.3_Missense_Mutation_p.A277VNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANHelical; (Potential). 1TGCTGTGCAGCCGTTTATTAC0.542

+ 12 986C16orf62_uc002dgo.1_Missense_Mutation_p.G325E|C16orf62_uc002dgp.1_Missense_Mutation_p.G74E|C16orf62_uc010vas.1_Missense_Mutation_p.G199E|C16orf62_uc002dgm.1_Missense_Mutation_p.G325ENM_020314 NP_064710 Q7Z3J2 CP062_HUMAN 1ATGATCAGAGGGATCGGAGAC0.572 rs138304472

+ 6 1211IQCK_uc002dgs.2_Intron|IQCK_uc010vat.1_Missense_Mutation_p.T171I|IQCK_uc010bwc.2_RNA|IQCK_uc010vau.1_Missense_Mutation_p.T83INM_153208 NP_694940 Q8N0W5 IQCK_HUMAN 1GATTTTCTGACTGAGTGGTTA0.289

- 5 1261UMOD_uc002dha.2_Missense_Mutation_p.V378M|UMOD_uc002dhb.2_Missense_Mutation_p.V411MNM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2ACTACAGACACCCAGTCCCGG0.532

- 2 132ERI2_uc002dht.3_5'UTR|LOC81691_uc002dhv.2_5'Flank|LOC81691_uc002dhx.2_5'Flank|LOC81691_uc002dhw.2_5'Flank|ERI2_uc002dhs.2_Missense_Mutation_p.S30F|ERI2_uc010bwh.2_5'UTR|ERI2_uc010vbc.1_5'UTR|ERI2_uc002dhu.1_Missense_Mutation_p.S30FNM_001142725 NP_001136197 A8K979 ERI2_HUMAN 1CTACTCACTGGATTTGCTTCT0.378

- 2 359 ERI2_uc002dht.3_IntronNM_173475 NP_775746 Q8IWE4 DCNL3_HUMAN 2CCCAGCATCTCCCGAGGACGT0.577

- 62 12071DNAH3_uc010vbd.1_Missense_Mutation_p.G1459DNM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18CCAACGGGCACCTTCTAAGAA0.502

- 38 5504 NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 2 (By similarity). 18CTCGAGGTCGGCGGGCTCGAA0.567

- 4 245ZP2_uc010bwn.1_Missense_Mutation_p.G121D|ZP2_uc010bwo.2_Missense_Mutation_p.G121DNM_003460 NP_003451 Q05996 ZP2_HUMANExtracellular (Potential). 3CATGTCGAGACCAAGAGGATC0.488

+ 2 296CRYM_uc010bwq.1_IntronNM_145865 NP_665872 Q8N8V4 ANS4B_HUMAN ANK 2. 2CTCATTCCTGGTCAACTTTGG0.517

+ 28 3377uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.L1047F|OTOA_uc002dji.2_Missense_Mutation_p.L802F|OTOA_uc010vbk.1_Missense_Mutation_p.L774FNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3GGGTCTTTGGCTTGGTTGTCC0.517

- 5 894 NM_173806 NP_776167 Q8IXQ8 PDZD9_HUMAN 1TGGGCTTTACCCTCTTCAACT0.448

+ 2 408 NM_000336 NP_000327 P51168 SCNNB_HUMANExtracellular (By similarity). 7CTTGAGCTGGGAGGTCAGCGT0.607

+ 9 1486 NM_000336 NP_000327 P51168 SCNNB_HUMANExtracellular (By similarity). 7GTGGCGCAGAGAGAGACCTGC0.607

- 1 135EARS2_uc002dls.3_RNA|EARS2_uc002dlu.2_Missense_Mutation_p.V35I|UBFD1_uc002dlv.2_5'FlankNM_001083614 NP_001077083 Q5JPH6 SYEM_HUMAN 0CGCACCGCAACCCCGGCATCA0.721

+ 3 654 NM_005030 NP_005021 P53350 PLK1_HUMANActivation loop.|Protein kinase. 2GGCAACCAAAGTCGAATATGA0.507



+ 12 2505RBBP6_uc010vcb.1_Splice_Site_p.G356_splice|RBBP6_uc002dmi.2_Splice_Site_p.G489_splice|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Splice_Site_p.G356_spliceNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4CCCACAACTGGTGAGTAAGAT0.358

+ 15 2955RBBP6_uc010vcb.1_Missense_Mutation_p.E506K|RBBP6_uc002dmi.2_Missense_Mutation_p.E639K|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.E506KNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4TTTGTCCAGGGAAGAATTCTA0.368

+ 17 3613RBBP6_uc010vcb.1_Missense_Mutation_p.E725V|RBBP6_uc002dmi.2_Missense_Mutation_p.E824V|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.E691VNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4GCAAATAGAGAGAACTTTTCT0.428

+ 17 4746RBBP6_uc010vcb.1_Missense_Mutation_p.E1103K|RBBP6_uc002dmi.2_Missense_Mutation_p.E1202K|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.E1069KNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4TGAAAAATTGGAGTCAACATC0.383

+ 6 1607TNRC6A_uc010bxs.2_Missense_Mutation_p.G245D|TNRC6A_uc010vcc.1_Missense_Mutation_p.G245D|TNRC6A_uc002dmn.2_Missense_Mutation_p.G245D|TNRC6A_uc002dmo.2_Missense_Mutation_p.G245DNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1, EIF2C3 and EIF2C4.2GCTCCATCAGGTATGAATGGC0.483

+ 6 2686TNRC6A_uc010bxs.2_Missense_Mutation_p.G605R|TNRC6A_uc010vcc.1_Missense_Mutation_p.G605R|TNRC6A_uc002dmn.2_Missense_Mutation_p.G605R|TNRC6A_uc002dmo.2_Missense_Mutation_p.G605RNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2TGATAACTGGGGAGAAACTTC0.488

+ 11 3766TNRC6A_uc010bxs.2_Missense_Mutation_p.P965S|TNRC6A_uc002dmn.2_Missense_Mutation_p.P965S|TNRC6A_uc002dmo.2_Missense_Mutation_p.P906SNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2GAGAGACTCACCAGAGGAAAA0.338

+ 20 4958TNRC6A_uc010bxs.2_Missense_Mutation_p.G1362D|TNRC6A_uc002dmn.2_Missense_Mutation_p.G1313D|TNRC6A_uc002dmo.2_Missense_Mutation_p.G1254DNM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN 2TTTCGTCCTGGTGAGCCATGG0.358

+ 25 5789TNRC6A_uc010bxs.2_Missense_Mutation_p.S1639F|TNRC6A_uc002dmn.2_Missense_Mutation_p.S1590F|TNRC6A_uc002dmo.2_Missense_Mutation_p.S1531F|TNRC6A_uc002dmr.2_Missense_Mutation_p.S91FNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C2. 2CACTCATTCTCCAGCCGGACC0.597

+ 2 98 NM_001169 NP_001160 O94778 AQP8_HUMANCytoplasmic (Potential). 3ACGGCAGATAGCCATGTGTGA0.572

+ 5 740 NM_001169 NP_001160 O94778 AQP8_HUMANExtracellular (Potential). 3ACCTGCGGTGGTGGCCAACCA0.607

- 5 1251ZKSCAN2_uc010vcl.1_Missense_Mutation_p.E78K|ZKSCAN2_uc002doe.2_Missense_Mutation_p.E282KNM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN KRAB. 4TTTCTCTGTTCCAACCGGGTT0.403

+ 1 366 NM_001145545 NP_001139017 Q7Z2V1 TNT_HUMAN 0CCTGAGCAGCGGGTACGCAGG0.642

+ 6 1044JMJD5_uc010vcn.1_Missense_Mutation_p.D326N|JMJD5_uc010bxw.2_Intron|JMJD5_uc010bxx.2_RNANM_024773 NP_079049 Q8N371 KDM8_HUMAN JmjC. 3GTTGAAGCAGGACATCAGCAT0.602

+ 9 1324IL21R_uc002dor.1_Missense_Mutation_p.S364N|IL21R_uc002dos.1_Missense_Mutation_p.S364N|uc002dot.2_RNANM_181078 NP_851564 Q9HBE5 IL21R_HUMANCytoplasmic (Potential). 4TCAGCTTACAGTGAGGAGAGG0.612

- 16 2747GTF3C1_uc002dou.2_Missense_Mutation_p.A903TNM_001520 NP_001511 Q12789 TF3C1_HUMAN 5CTGACGAGAGCCCAGCCAAAG0.547

+ 19 3736 NM_015202 NP_056017 O60303 K0556_HUMAN 8GGGCAAGGAGGGCCAGGCGCT0.597

+ 3 533uc010vct.1_Intron|ATXN2L_uc010byl.1_Missense_Mutation_p.R122K|ATXN2L_uc002drb.2_Missense_Mutation_p.R122K|ATXN2L_uc002dqy.2_Missense_Mutation_p.R122K|ATXN2L_uc002dra.2_Missense_Mutation_p.R122K|ATXN2L_uc002dqz.2_Missense_Mutation_p.R122K|ATXN2L_uc010vdb.1_Missense_Mutation_p.R122K|ATXN2L_uc002dre.2_Missense_Mutation_p.R122K|ATXN2L_uc002drf.2_5'FlankNM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2AACAATTCCAGAATGCTGCAT0.408

+ 11 1529uc010vct.1_Intron|ATXN2L_uc010byl.1_Missense_Mutation_p.A454V|ATXN2L_uc002drb.2_Missense_Mutation_p.A454V|ATXN2L_uc002dqy.2_Missense_Mutation_p.A454V|ATXN2L_uc002dra.2_Missense_Mutation_p.A454V|ATXN2L_uc002dqz.2_Missense_Mutation_p.A454V|ATXN2L_uc010vdb.1_Missense_Mutation_p.A460V|ATXN2L_uc002dre.2_Missense_Mutation_p.A454V|ATXN2L_uc002drf.2_Intron|ATXN2L_uc002drg.2_5'FlankNM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2AAGTCTGCTGCCCCTGCCCCA0.587

+ 15 2173uc010vct.1_Intron|ATXN2L_uc002drb.2_Missense_Mutation_p.T669A|ATXN2L_uc002dqy.2_Missense_Mutation_p.T669A|ATXN2L_uc002dra.2_Missense_Mutation_p.T669A|ATXN2L_uc002dqz.2_Missense_Mutation_p.T669A|ATXN2L_uc010vdb.1_Missense_Mutation_p.T675A|ATXN2L_uc002dre.2_Missense_Mutation_p.T669A|ATXN2L_uc002drf.2_Missense_Mutation_p.T78A|ATXN2L_uc002drg.2_5'FlankNM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2GTTCAATCCTACAAAGCCTCT0.473

- 4 575uc010vct.1_Intron|SH2B1_uc002dri.2_5'FlankNM_003321 NP_003312 P49411 EFTU_HUMAN 1CCGTCGAGGGGTGCAGTGCCT0.537

+ 11 2361uc010vct.1_Intron|SH2B1_uc010vdc.1_3'UTR|SH2B1_uc002drj.2_3'UTR|SH2B1_uc002drk.2_3'UTR|SH2B1_uc002drl.2_Missense_Mutation_p.P641L|SH2B1_uc010vdd.1_3'UTR|SH2B1_uc010vde.1_3'UTR|SH2B1_uc002drm.2_3'UTRNM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMAN 2CATGACCCACCCCAGCCCCCT0.637

- 5 593uc010vct.1_Intron|RABEP2_uc010vdf.1_Missense_Mutation_p.R111K|RABEP2_uc010byn.2_Missense_Mutation_p.R182K|RABEP2_uc002drr.2_Missense_Mutation_p.R182KNM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3CCGGGGACGTCTCTAGGGAAG0.706

+ 11 1468uc010vct.1_Intron|CD19_uc010byo.1_Missense_Mutation_p.T469INM_001770 NP_001761 P15391 CD19_HUMANCytoplasmic (Potential). 3GAAGAGCTGACCCAGCCGGTC0.572

+ 3 885uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|uc002duh.1_RNA|MVP_uc010bzh.1_5'Flank|MVP_uc010vdz.1_5'Flank|MVP_uc002dui.2_5'Flank|MVP_uc002duj.2_5'FlankNM_024516 NP_078792 Q9BTK6 PA1_HUMAN 0CTCTTCTCCAGGAAGCTCAGC0.493

+ 7 758uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|MVP_uc010bzh.1_RNA|MVP_uc010vdz.1_RNA|MVP_uc002duj.2_Missense_Mutation_p.T225I|MVP_uc010vea.1_5'UTRNM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. 4GCTCTGCAGACAGCCCTGCAC0.612

- 13 2491uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SEZ6L2_uc002dup.3_Missense_Mutation_p.D681N|SEZ6L2_uc002dur.3_Missense_Mutation_p.D681N|SEZ6L2_uc002dus.3_Missense_Mutation_p.D637N|SEZ6L2_uc010vec.1_Missense_Mutation_p.D751N|SEZ6L2_uc010ved.1_Missense_Mutation_p.D707NNM_201575 NP_963869 Q6UXD5 SE6L2_HUMANSushi 4.|Extracellular (Potential). 2GTGCCTGTGTCCCGGCTGTAG0.687

+ 13 2107uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TAOK2_uc002dvb.1_Missense_Mutation_p.P442S|TAOK2_uc002dvc.1_Missense_Mutation_p.P442S|TAOK2_uc010bzm.1_Missense_Mutation_p.P449S|TAOK2_uc002dvd.1_Missense_Mutation_p.P269SNM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1TCTCCAGCCGCCTGCAGCCCC0.627

+ 10 1248ITGAL_uc002dyj.3_Missense_Mutation_p.L275F|ITGAL_uc010vev.1_IntronNM_002209 NP_002200 P20701 ITAL_HUMANFG-GAP 3.|Extracellular (Potential). 10CAGTGCTGACCTCAGCAGGGT0.607

- 2 742ZNF768_uc010vex.1_5'UTR|ZNF747_uc002dyo.1_Missense_Mutation_p.T182I|ZNF747_uc010vey.1_Missense_Mutation_p.T182I|uc002dyp.1_5'FlankNM_023931 NP_076420 Q9BV97 ZN747_HUMAN 0CGGCCACAGGGTCGGGCTTCT0.632

- 3 1214uc002dyu.2_RNA|ZNF785_uc002dyv.1_Missense_Mutation_p.S364L|ZNF785_uc010vez.1_Missense_Mutation_p.S344LNM_152458 NP_689671 A8K8V0 ZN785_HUMAN 1GATGGGCTCTGAACGCCCCAC0.602

+ 34 8778SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Missense_Mutation_p.G2593ENM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4AGCATGTCAGGGCCAGAATCC0.662

+ 2 525 NM_152288 NP_689501 Q9BRQ5 ORAI3_HUMANHelical; (Potential). 0CGTGCTGGTGGCTGTGCACCT0.607

+ 6 1389SETD1A_uc002eae.1_Missense_Mutation_p.G235SNM_014712 NP_055527 O15047 SET1A_HUMAN 3CACTGCGGTGGGCACTCCTGG0.627

+ 2 5481 NM_014699 NP_055514 O15015 ZN646_HUMAN 2GACCCCAAGCGCCACTGCTGC0.652

+ 2 503BCKDK_uc002eav.3_Missense_Mutation_p.A63T|BCKDK_uc010cah.2_RNA|BCKDK_uc010cai.2_Missense_Mutation_p.A63TNM_005881 NP_005872 O14874 BCKD_HUMAN 2CGACGCGGCAGCGGAGAAGGT0.657

- 13 1969PRSS36_uc010vff.1_Missense_Mutation_p.S412F|PRSS36_uc010vfg.1_Missense_Mutation_p.S632F|PRSS36_uc010vfh.1_Missense_Mutation_p.S637FNM_173502 NP_775773 Q5K4E3 POLS2_HUMANPeptidase S1 3. 1CACTGTTGTAGAGCCTGGCCT0.592

+ 13 1527ITGAX_uc002ebt.2_Missense_Mutation_p.T487I|ITGAX_uc010vfk.1_Missense_Mutation_p.T137INM_000887 NP_000878 P20702 ITAX_HUMANFG-GAP 5.|Extracellular (Potential). 4TACGAGCAGACCCGAGGGGGC0.687

+ 18 2343ITGAX_uc002ebt.2_Missense_Mutation_p.R759KNM_000887 NP_000878 P20702 ITAX_HUMANExtracellular (Potential). 4GATGCTCAGAGATACTTCACG0.627

- 3 246SLC6A10P_uc002edi.1_RNA 0GCCTGCCAGAGCAGGGTGGTG0.632

- 2 227 NM_024745 NP_079021 Q8NEM2 SHCBP_HUMAN 2AAGGTTTTTCCTTCTGGCATA0.333

- 6 805VPS35_uc002eed.2_Missense_Mutation_p.E57K|VPS35_uc002eee.2_Missense_Mutation_p.E197KNM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0TTGTAACGTTCCACATTTACA0.323

+ 2 217VPS35_uc002eee.2_5'Flank|VPS35_uc002eef.3_5'Flank|ORC6L_uc002eeg.1_Missense_Mutation_p.D53N|ORC6L_uc010cbe.1_Missense_Mutation_p.D4NNM_014321 NP_055136 Q9Y5N6 ORC6_HUMAN 0CATGTGCCTGGACCTTGCAGC0.532

- 6 717ITFG1_uc010vgh.1_Splice_Site_p.D106_spliceNM_030790 NP_110417 Q8TB96 TIP_HUMAN 2GTGCAACTCACCTGCTGTAAA0.328

+ 7 744PHKB_uc010vgi.1_Missense_Mutation_p.S224N|PHKB_uc002eeu.3_Missense_Mutation_p.S224NNM_000293 NP_000284 Q93100 KPBB_HUMAN 3AATAATGGCAGCACAGAGCTA0.338

- 25 3837ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transporter 2. 3CAAAGCCATTCCTAACGATGA0.418

- 6 3854ZNF423_uc010vgn.1_Missense_Mutation_p.H1069YNM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4TTGGCAACGTGGATTTGGATC0.423



- 5 896ZNF423_uc010vgn.1_Missense_Mutation_p.E83KNM_015069 NP_055884 Q2M1K9 ZN423_HUMAN C2H2-type 4. 4AAGGCTGCCTCGCACTCGTGG0.597

- 2 314 NM_015069 NP_055884 Q2M1K9 ZN423_HUMAN 4CCCCTGCTCACCCCTCTTCTT0.478

+ 4 631HEATR3_uc002efx.2_Missense_Mutation_p.E71KNM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2AAATTCTATTGAGAACATAGC0.428

- 9 1056BRD7_uc002ege.1_Missense_Mutation_p.T330INM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0AAGCCGCCTGGTCAGCTTTCC0.413

+ 3 301 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0TTCGCCGTGAGCGCTGCCTGG0.682

+ 9 1787CYLD_uc002ego.2_Missense_Mutation_p.P455S|CYLD_uc010cbs.1_Missense_Mutation_p.P455S|CYLD_uc002egq.1_Missense_Mutation_p.P455S|CYLD_uc002egr.1_Missense_Mutation_p.P455S|CYLD_uc002egs.1_Missense_Mutation_p.P455SNM_015247 NP_056062 Q9NQC7 CYLD_HUMANInteraction with TRAF2.|Interaction with TRIP. 28CCAAGAGAGTCCACCCTTGGC0.507

+ 12 2354CYLD_uc002ego.2_Missense_Mutation_p.P644S|CYLD_uc010cbs.1_Missense_Mutation_p.P644S|CYLD_uc002egq.1_Missense_Mutation_p.P644S|CYLD_uc002egr.1_Missense_Mutation_p.P644S|CYLD_uc002egs.1_Missense_Mutation_p.P644SNM_015247 NP_056062 Q9NQC7 CYLD_HUMAN 28AATTGTTAATCCTCTGAGAAT0.333

- 4 793TOX3_uc010vgt.1_Missense_Mutation_p.A203T|TOX3_uc010vgu.1_Missense_Mutation_p.A208TNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0GAGGGAGTGGCTGATTTGCTT0.517

+ 38 8358CHD9_uc002egy.2_Missense_Mutation_p.T2716A|CHD9_uc002ehc.2_Missense_Mutation_p.T2717A|CHD9_uc002ehf.2_Missense_Mutation_p.T1830A|CHD9_uc010cbw.2_Missense_Mutation_p.T798ANM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7AGGACTCCTGACAAAGCCTAC0.478

+ 2 250IRX5_uc010cca.1_Splice_Site_p.G136_splice|IRX5_uc002ehw.2_Silent_p.Q17QNM_005853 NP_005844 P78411 IRX5_HUMAN 0CTCCACCGCAGGGCTCTCCCT0.667

+ 43 5249NLRC5_uc010ccr.1_RNA|NLRC5_uc010ccs.1_RNA|NLRC5_uc002eko.1_RNA|NLRC5_uc002ekq.1_Missense_Mutation_p.G217E|NLRC5_uc002ekr.1_Missense_Mutation_p.G562ENM_032206 NP_115582 Q86WI3 NLRC5_HUMAN LRR 22. 7AATGCCCTGGGGGATCCCACA0.677

+ 2 400RSPRY1_uc002elc.2_Missense_Mutation_p.G41D|RSPRY1_uc002eld.2_Missense_Mutation_p.G41D|RSPRY1_uc002ele.1_Missense_Mutation_p.G41DNM_133368 NP_588609 Q96DX4 RSPRY_HUMAN 1ACTACCATGGGTAATTCCTGT0.537

+ 5 536ARL2BP_uc010vhl.1_Splice_Site_p.Q98_spliceNM_012106 NP_036238 Q9Y2Y0 AR2BP_HUMAN 0TCCGTTTGCAGGCACCATAAG0.463

- 9 1745 NM_033212 NP_149989 Q96A19 C102A_HUMAN Potential. 1CTGCTGCTGCCTGCGGAGCCT0.637

+ 3 360CCDC135_uc002emj.2_Missense_Mutation_p.E91K|CCDC135_uc002emk.2_Missense_Mutation_p.E91KNM_032269 NP_115645 Q8IY82 CC135_HUMAN 1CACACCCAAGGAGGAACACCT0.572

+ 6 810CCDC135_uc002emj.2_Missense_Mutation_p.V241M|CCDC135_uc002emk.2_Missense_Mutation_p.V176MNM_032269 NP_115645 Q8IY82 CC135_HUMAN 1GGAGGAAAAGGTGCTGCCTAA0.547 rs144863089

- 17 2536KIFC3_uc010vhw.1_Missense_Mutation_p.G678E|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.G641E|KIFC3_uc010vhx.1_Missense_Mutation_p.G638E|KIFC3_uc010cdf.2_Missense_Mutation_p.G641E|KIFC3_uc002emo.3_Missense_Mutation_p.G641E|KIFC3_uc010vhy.1_Missense_Mutation_p.G722E|KIFC3_uc002emq.2_Missense_Mutation_p.G780E|KIFC3_uc010vhz.1_Missense_Mutation_p.G802ENM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN 3TGACCAGGACCCAAGCTCTGC0.617

- 13 1945KIFC3_uc010vhw.1_Missense_Mutation_p.R481K|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.R444K|KIFC3_uc010vhx.1_Missense_Mutation_p.R441K|KIFC3_uc010cdf.2_Missense_Mutation_p.R444K|KIFC3_uc002emo.3_Missense_Mutation_p.R444K|KIFC3_uc010vhy.1_Missense_Mutation_p.R525K|KIFC3_uc002emq.2_Missense_Mutation_p.R583K|KIFC3_uc010vhz.1_Missense_Mutation_p.R605K|KIFC3_uc002emr.1_Missense_Mutation_p.R360KNM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3GGGCTCCCACCTGAGGACCTC0.652

- 8 583CNGB1_uc010cdh.2_Missense_Mutation_p.P173L|CNGB1_uc002emu.2_Missense_Mutation_p.P173LNM_001297 NP_001288 Q14028 CNGB1_HUMAN Pro-rich. 4GGATTTGGGGGGCTGAGGAAG0.632

- 5 435_436CNGB1_uc010cdh.2_Missense_Mutation_p.D124S|CNGB1_uc002emu.2_Missense_Mutation_p.D124SNM_001297 NP_001288 Q14028 CNGB1_HUMAN 4CTGAGCCGGGTCCTCCGTGATG0.644

- 32 4764CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.A1486T|CNOT1_uc010vik.1_Missense_Mutation_p.A448TNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6TGAGCAGCTGCCTGATCCATC0.463

- 32 4737CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.P1477S|CNOT1_uc010vik.1_Missense_Mutation_p.P439SNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6CTTTGTTGTGGGGAAGCAGTC0.423

- 8 1181SLC38A7_uc002eob.1_Intron|SLC38A7_uc002eoc.1_Missense_Mutation_p.P263L|SLC38A7_uc010vil.1_Missense_Mutation_p.P174L|SLC38A7_uc002eoe.1_Missense_Mutation_p.P263LNM_018231 NP_060701 Q9NVC3 S38A7_HUMAN 1GTTGAAGACGGGCACACTGCT0.572

- 2 251GOT2_uc010vim.1_Missense_Mutation_p.G46ENM_002080 NP_002071 P00505 AATM_HUMAN 2TTCAGTGACTCCCAGAATGGG0.473

- 12 2518 NM_001796 NP_001787 P55286 CADH8_HUMANCytoplasmic (Potential). 9AGGGAGCCAGCCACTGACCCT0.512

- 13 2715CDH11_uc010cdn.2_RNA|CDH11_uc002eoj.2_3'UTR|CDH11_uc010vin.1_Missense_Mutation_p.A635TNM_001797 NP_001788 P55287 CAD11_HUMANCytoplasmic (Potential). 14TCTGTGGTGGCCGACTCTAGG0.493

- 6 1078CDH11_uc010cdn.2_Splice_Site|CDH11_uc002eoj.2_Splice_Site_p.G215_splice|CDH11_uc010vin.1_Splice_Site_p.G89_spliceNM_001797 NP_001788 P55287 CAD11_HUMAN 14CTGATGATACCTGGACAGGTA0.478

+ 12 2381 NM_001795 NP_001786 P33151 CADH5_HUMANCytoplasmic (Potential).|Ser-rich. 6ATAGCCGAGTCCCTCAGCTCC0.617

+ 4 626CMTM1_uc002epb.3_RNA|CMTM1_uc002epc.3_RNA|CMTM1_uc002epd.3_RNA|CMTM1_uc002epe.3_RNA|CMTM1_uc002epf.3_RNA|CMTM1_uc002epg.3_RNA|CMTM1_uc002eph.3_3'UTR|CMTM1_uc002epl.3_Missense_Mutation_p.P121L|CMTM1_uc002epj.3_3'UTR|CMTM1_uc002epk.3_Missense_Mutation_p.P115L|CMTM1_uc002epa.3_3'UTR|CMTM1_uc002epn.3_3'UTR|CMTM1_uc002epo.3_RNA|CMTM1_uc002epp.3_RNA|CMTM1_uc002epq.3_RNA|CMTM1_uc010cds.2_RNA|CMTM1_uc002epr.3_Missense_Mutation_p.P285L|CMTM1_uc002epm.3_RNA|CMTM1_uc002eps.2_RNA|CMTM2_uc002ept.2_5'Flank|CMTM2_uc010cdu.2_5'FlankNM_181269 NP_851786 Q8IZ96 CKLF1_HUMAN 0CCGCAGAGGCCCGCCTGAAGC0.642

- 3 562CMTM4_uc002eqa.2_Missense_Mutation_p.G127ENM_178818 NP_848933 Q8IZR5 CKLF4_HUMANMARVEL.|Helical; (Potential). 1AGCGCTGAGTCCAGTGTTGAC0.408

- 4 402DYNC1LI2_uc010vis.1_Intron|DYNC1LI2_uc010vit.1_Missense_Mutation_p.S124F|DYNC1LI2_uc010viu.1_Missense_Mutation_p.S85FNM_006141 NP_006132 O43237 DC1L2_HUMAN 4GGATTCAGCAGAAACTGCAAA0.458

+ 11 913C16orf70_uc002erd.2_Missense_Mutation_p.V277INM_025187 NP_079463 Q9BSU1 CP070_HUMAN 2TCATAAACAAGTTCCATCGAA0.368

- 13 2393KCTD19_uc002est.2_Missense_Mutation_p.S553N|KCTD19_uc010vjj.1_Missense_Mutation_p.S524NNM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1ATAGATGATGCTGTCCTCAAA0.617

- 3 1323TPPP3_uc002eta.2_Missense_Mutation_p.A163V|TPPP3_uc002etb.2_Missense_Mutation_p.A163VNM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1ATTCTTGTAGGCGCTCACGTA0.627

+ 13 1786FAM65A_uc010cei.1_Missense_Mutation_p.P386S|FAM65A_uc002eth.2_Missense_Mutation_p.P544S|FAM65A_uc010cej.2_Missense_Mutation_p.P547S|FAM65A_uc002eti.1_Missense_Mutation_p.P507S|FAM65A_uc010vjq.1_Missense_Mutation_p.P558S|FAM65A_uc002etj.1_Missense_Mutation_p.P543S|FAM65A_uc002etk.2_Missense_Mutation_p.P543SNM_024519 NP_078795 Q6ZS17 FA65A_HUMAN Pro-rich. 3ACTGCCAGGCCCCACTCACAC0.557

+ 13 1916FAM65A_uc010cei.1_Missense_Mutation_p.P429L|FAM65A_uc002eth.2_Missense_Mutation_p.P587L|FAM65A_uc010cej.2_Missense_Mutation_p.P590L|FAM65A_uc002eti.1_Missense_Mutation_p.P550L|FAM65A_uc010vjq.1_Missense_Mutation_p.P601L|FAM65A_uc002etj.1_Missense_Mutation_p.P586L|FAM65A_uc002etk.2_Missense_Mutation_p.P586LNM_024519 NP_078795 Q6ZS17 FA65A_HUMAN Pro-rich. 3ACTACAGGCCCTACCCTCAAT0.542

+ 19 3543FAM65A_uc002eth.2_Splice_Site_p.R1129_splice|FAM65A_uc010cej.2_Splice_Site_p.R1132_splice|FAM65A_uc010vjq.1_Splice_Site_p.R1143_splice|FAM65A_uc002etk.2_Splice_Site_p.R1127_spliceNM_024519 NP_078795 Q6ZS17 FA65A_HUMAN 3CCGGGAGAGGGTGAGTTGGAC0.647

+ 26 2732RLTPR_uc010cel.1_Missense_Mutation_p.G864E|RLTPR_uc010vjr.1_Missense_Mutation_p.G835E|RLTPR_uc010vjs.1_5'FlankNM_001013838 NP_001013860 Q6F5E8 LR16C_HUMAN 1TCAATCACGGGGACCTTGGCA0.473

- 4 673RANBP10_uc010ceo.2_5'UTR|RANBP10_uc010vju.1_Intron|RANBP10_uc010vjv.1_Missense_Mutation_p.G69D|RANBP10_uc010vjx.1_Missense_Mutation_p.G186D|RANBP10_uc010vjy.1_Missense_Mutation_p.G54DNM_020850 NP_065901 Q6VN20 RBP10_HUMAN B30.2/SPRY. 1AAGGCTGTGGCCATTCTTGGT0.577

+ 1 70 EDC4_uc002eut.1_3'UTRNM_198443 NP_940845 Q496H8 NRN1L_HUMAN 1CGGCAACCACCCCATGCCCTG0.706

- 4 438 NM_002801 NP_002792 P40306 PSB10_HUMAN 0GCCACGCGGGGCTCGCGGCCC0.682

- 2 171 NM_002801 NP_002792 P40306 PSB10_HUMAN 0AGGACGCGTTCCAATGATGCA0.632

- 17 2315LCAT_uc002euy.1_5'Flank|SLC12A4_uc010ceu.2_Missense_Mutation_p.T719I|SLC12A4_uc010vkh.1_Missense_Mutation_p.T694I|SLC12A4_uc010vki.1_Missense_Mutation_p.T725I|SLC12A4_uc010vkj.1_Missense_Mutation_p.T727I|SLC12A4_uc002eva.2_Missense_Mutation_p.T725I|SLC12A4_uc010cev.1_RNA|SLC12A4_uc002evb.2_RNANM_005072 NP_005063 Q9UP95 S12A4_HUMAN 1ACCAACAATGGTCAGGCCCTT0.627

- 1 2238DUS2L_uc002evi.2_5'Flank|DUS2L_uc002evj.2_5'Flank|DUS2L_uc010vkk.1_5'FlankNM_018380 NP_060850 Q9NUL7 DDX28_HUMANHelicase C-terminal. 1CCAGTGCTGTCCAGGCCCCGA0.562

+ 5 1964NFATC3_uc010vkl.1_Missense_Mutation_p.A106V|NFATC3_uc010vkm.1_Missense_Mutation_p.A106V|NFATC3_uc010vkn.1_Missense_Mutation_p.A106V|NFATC3_uc010vko.1_Missense_Mutation_p.A106V|NFATC3_uc010vkp.1_Missense_Mutation_p.A106V|NFATC3_uc010vkq.1_Missense_Mutation_p.A106V|NFATC3_uc002evl.2_Missense_Mutation_p.A106V|NFATC3_uc002evk.2_Missense_Mutation_p.A585V|NFATC3_uc002evm.1_Missense_Mutation_p.A585V|NFATC3_uc002evn.1_Missense_Mutation_p.A585V|NFATC3_uc010vkr.1_Missense_Mutation_p.A106V|NFATC3_uc010vks.1_Missense_Mutation_p.A106V|NFATC3_uc010vkt.1_Missense_Mutation_p.A106V|NFATC3_uc010vku.1_Missense_Mutation_p.A106V|NFATC3_uc010vkv.1_Missense_Mutation_p.A106V|NFATC3_uc010vkw.1_Missense_Mutation_p.A106V|NFATC3_uc010vkx.1_Missense_Mutation_p.A106V|NFATC3_uc010vky.1_Missense_Mutation_p.A106V|NFATC3_uc010vkz.1_Missense_Mutation_p.A106V|NFATC3_uc010vla.1_Missense_Mutation_p.A106V|NFATC3_uc010vlb.1_Missense_Mutation_p.A106V|NFATC3_uc010vlc.1_Missense_Mutation_p.A106VNM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3CTGCAGATAGCCTCTATACCC0.383

- 3 562ESRP2_uc002evp.1_5'Flank|ESRP2_uc002evq.1_Missense_Mutation_p.P125LNM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1GAGCATGTAGGGGCCCCCGCC0.607

- 3 528ESRP2_uc002evp.1_5'Flank|ESRP2_uc002evq.1_Missense_Mutation_p.V114MNM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1TCCCCGTTCACCAGCTGTGAG0.607



+ 12 1850SLC7A6_uc002evu.1_Missense_Mutation_p.T514I|SLC7A6_uc002evv.1_RNA|SLC7A6_uc010cfc.1_RNANM_001076785 NP_001070253 Q92536 YLAT2_HUMANCytoplasmic (Potential). 1GAGAGGAAAACTGACTAGAGG0.473

- 1 162PRMT7_uc002evx.1_5'Flank|PRMT7_uc002evy.1_5'Flank|PRMT7_uc010vlg.1_5'FlankNM_032178 NP_115554 Q96CW6 S7A6O_HUMAN 1CTCCGCCGCTCTCTCCAAACC0.637

+ 9 1067PRMT7_uc002evx.1_Missense_Mutation_p.S264N|PRMT7_uc010vlg.1_Missense_Mutation_p.S214N|PRMT7_uc002evz.1_Missense_Mutation_p.S110NNM_019023 NP_061896 Q9NVM4 ANM7_HUMAN 0GCCTGCCATAGCAGGCGGTTT0.493

+ 8 1079CIRH1A_uc002ewr.2_Missense_Mutation_p.R328Q|CIRH1A_uc002ewt.3_Missense_Mutation_p.R245Q|CIRH1A_uc010cfi.2_Missense_Mutation_p.R245Q|CIRH1A_uc010cfj.1_Missense_Mutation_p.R147QNM_032830 NP_116219 Q969X6 CIR1A_HUMAN WD 8. 0GCCGCTCTCCGAAAAATCACC0.537

- 3 409 NM_144676 NP_653277 Q8WW62 TMED6_HUMANLumenal (Potential).|GOLD. 1GAACCGAAGTGATTATGCTGA0.413

+ 3 405CYB5B_uc002exf.2_Missense_Mutation_p.P106S|CYB5B_uc010cfl.1_IntronNM_030579 NP_085056 O43169 CYB5B_HUMAN 0TGACCTTAAACCTGAAAGTGG0.323

+ 12 4254NFAT5_uc002exi.2_Missense_Mutation_p.D940N|NFAT5_uc002exj.1_Missense_Mutation_p.D940N|NFAT5_uc002exk.1_Missense_Mutation_p.D940N|NFAT5_uc002exl.1_Missense_Mutation_p.D1034N|NFAT5_uc002exn.1_Missense_Mutation_p.D1033N|NFAT5_uc002exo.1_RNANM_006599 NP_006590 O94916 NFAT5_HUMAN 0ACATAGTGGGGACAATCAACC0.403

+ 4 237WWP2_uc002ext.2_Missense_Mutation_p.P50S|WWP2_uc002exv.1_Missense_Mutation_p.P50SNM_007014 NP_008945 O00308 WWP2_HUMAN C2. 6GGATGGACTCCCCAGTGAGAC0.493 rs150059700

+ 4 428CLEC18C_uc002exy.2_Missense_Mutation_p.T103I|CLEC18A_uc002exz.2_Missense_Mutation_p.T103I|CLEC18A_uc002eya.2_Missense_Mutation_p.T103I|CLEC18A_uc010vlp.1_Missense_Mutation_p.T103INM_001136214 NP_001129686 A5D8T8 CL18A_HUMAN SCP. 0CTGTGGCGCACCCTGCAAGTG0.662

+ 14 2564CLEC18C_uc002exy.2_Intron|PDPR_uc010vlr.1_Missense_Mutation_p.S436F|PDPR_uc002eyg.1_Missense_Mutation_p.S264F|PDPR_uc002eyh.2_5'Flank|PDPR_uc010vls.1_5'FlankNM_017990 NP_060460 Q8NCN5 PDPR_HUMAN 1ACCCTGCAGTCCACTGGGGAT0.522

+ 9 871DDX19B_uc010vly.1_Intron|DDX19A_uc002eys.2_Missense_Mutation_p.C268Y|DDX19A_uc010cfq.1_Missense_Mutation_p.C22Y|DDX19A_uc010cfr.2_Missense_Mutation_p.C117Y|DDX19A_uc010cfs.2_Missense_Mutation_p.C90Y|DDX19A_uc010vlz.1_Missense_Mutation_p.C236Y|DDX19A_uc010vma.1_Missense_Mutation_p.C177YNM_018332 NP_060802 Q9NUU7 DD19A_HUMANHelicase ATP-binding. 0CCCAGGAACTGCCAGATGCTG0.577

- 3 2719ST3GAL2_uc002eyx.2_Missense_Mutation_p.S204NNM_006927 NP_008858 Q16842 SIA4B_HUMANLumenal (Potential). 1GTTCTTGGCACTCTCAGGGTA0.597

+ 5 347FUK_uc010vmb.1_Nonsense_Mutation_p.R80*|FUK_uc010cft.2_Nonsense_Mutation_p.R129*|FUK_uc002eyz.2_IntronNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1CTTCCAGGGTCGAGACTTCCC0.622

+ 8 677FUK_uc010cft.2_Missense_Mutation_p.A239T|FUK_uc002eyz.2_IntronNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1GGGCACTGAGGCAGAGATTCA0.602

+ 3 341SNORD111B_uc010cfv.1_5'FlankNM_012426 NP_036558 Q15393 SF3B3_HUMAN 1GCTTCGCCCAGACCCCAACAC0.453

- 13 1750VAC14_uc010cfw.2_Missense_Mutation_p.P264S|VAC14_uc002ezn.2_Missense_Mutation_p.P63S|VAC14_uc010cfx.1_5'UTRNM_018052 NP_060522 Q08AM6 VAC14_HUMAN 2CCAGGGGTGGGCACCTGGAGC0.647

- 86 15115HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2CTTGGTCTCACCCAGGTGGCT0.557

- 64 11070 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2CTCCCACCTGCCACCAAGTCT0.463

+ 2 234CALB2_uc010vme.1_RNA|CALB2_uc002fac.3_Missense_Mutation_p.S55FNM_001740 NP_001731 P22676 CALB2_HUMAN 0AGGAAAGGCTCTGGCATGGTA0.448

- 5 725ZNF23_uc002fai.2_5'UTR|ZNF19_uc002fak.1_Nonsense_Mutation_p.W61*|ZNF19_uc002fal.1_Nonsense_Mutation_p.W61*|ZNF19_uc002fam.1_Nonsense_Mutation_p.W73*NM_006961 NP_008892 P17023 ZNF19_HUMAN KRAB. 0CTTCCAGGCCCCAAGCCATGT0.483

- 19 2215AP1G1_uc002fba.2_Missense_Mutation_p.G637E|AP1G1_uc002fbb.2_Missense_Mutation_p.G657E|AP1G1_uc002faz.2_Missense_Mutation_p.G51ENM_001128 NP_001119 O43747 AP1G1_HUMAN 2TATGTCATTTCCTCCCAACAA0.383

- 15 1783AP1G1_uc002fba.2_Missense_Mutation_p.G493D|AP1G1_uc002fbb.2_Missense_Mutation_p.G513D|AP1G1_uc002faz.2_5'FlankNM_001128 NP_001119 O43747 AP1G1_HUMAN 2TTCACACTGGCCAGATACAAG0.418

- 4 554ATXN1L_uc010vmi.1_Intron|ZNF821_uc002fbe.2_5'UTR|ZNF821_uc002fbf.2_Missense_Mutation_p.G18S|ZNF821_uc002fbg.3_Intron|ZNF821_uc002fbh.3_Missense_Mutation_p.G18S|ZNF821_uc002fbi.3_5'UTRNM_017530 NP_060000 O75541 ZN821_HUMAN 1TCTTCATCACCCTCACTGTCA0.453

+ 5 420KIAA0174_uc010cgh.1_Missense_Mutation_p.A46V|KIAA0174_uc002fbk.1_Missense_Mutation_p.A33V|KIAA0174_uc002fbm.1_Missense_Mutation_p.A33V|KIAA0174_uc002fbl.1_Missense_Mutation_p.A33V|KIAA0174_uc002fbn.1_Intron|KIAA0174_uc010cgi.1_Intron|KIAA0174_uc010cgj.1_5'UTR|KIAA0174_uc010vmk.1_IntronP53990 IST1_HUMANInteraction with CHMP1A and CHMP1B. 1GCGGAACTGGCCCAGAAAGCA0.542

- 9 10040ZFHX3_uc002fcl.2_Missense_Mutation_p.P2209SNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4AGCAACACAGGAGGAATGCCC0.562

- 9 9585ZFHX3_uc002fcl.2_Missense_Mutation_p.P2057LNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Homeobox 4. 4TAGCATAGTGGGTGTCCTGTA0.507

- 7 4505ZFHX3_uc002fcl.2_Missense_Mutation_p.A364TNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4CAGTCAGGTGCCACGCTGTGG0.587

- 11 1438CLEC18B_uc002fcu.2_IntronNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN C-type lectin. 0CTCTGCCTACCCCATGGCAGC0.637 rs149961754

- 6 1044GLG1_uc002fcx.2_Missense_Mutation_p.G332S|GLG1_uc002fcw.3_Missense_Mutation_p.G321S|GLG1_uc002fcz.3_IntronNM_001145667 NP_001139139 Q92896 GSLG1_HUMANCys-rich GLG1 4.|Extracellular (Potential). 2TACACTCTGCCCTCACCAGCT0.299

- 4 439LDHD_uc002fdn.2_Missense_Mutation_p.S131FNM_153486 NP_705690 Q86WU2 LDHD_HUMANFAD-binding PCMH-type. 0CACCACCACAGAGAAGTCCTC0.622

- 5 1861BCAR1_uc002fdt.2_Missense_Mutation_p.V33M|BCAR1_uc002fdu.2_Missense_Mutation_p.V370M|BCAR1_uc010cgu.2_Missense_Mutation_p.V569M|BCAR1_uc010vna.1_Missense_Mutation_p.V578M|BCAR1_uc010vnb.1_Missense_Mutation_p.V626M|BCAR1_uc002fdw.2_Missense_Mutation_p.V580M|BCAR1_uc010vnc.1_Missense_Mutation_p.V432M|BCAR1_uc010vnd.1_Missense_Mutation_p.V598M|BCAR1_uc002fdx.2_Missense_Mutation_p.V598MNM_014567 NP_055382 P56945 BCAR1_HUMAN Ser-rich. 8GAGCAGGCCACCAGCCGGTCC0.682

- 7 553ADAT1_uc002fep.1_Missense_Mutation_p.L2FNM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2TCAAACTCAAGCATCGGAATG0.363

- 8 1701ADAMTS18_uc010chc.1_Missense_Mutation_p.L16F|ADAMTS18_uc002ffe.1_Missense_Mutation_p.L124F|ADAMTS18_uc010vni.1_RNANM_199355 NP_955387 Q8TE60 ATS18_HUMANPeptidase M12B. 18GCAAGGCCAAGTCCTGTGTCC0.448

+ 8 1179WWOX_uc010vnk.1_Missense_Mutation_p.M239V|WWOX_uc002ffl.2_Intron|WWOX_uc010che.2_IntronNM_016373 NP_057457 Q9NZC7 WWOX_HUMANInteraction with MAPT (By similarity). 0CACCAAGTCCATGGTAAGAGA0.517

- 2 181 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN Chromo. 1CATCGGATAAGATACTCCCAT0.478

- 4 1149C16orf46_uc010chf.2_Missense_Mutation_p.R297H|C16orf46_uc010vno.1_Missense_Mutation_p.R24HNM_152337 NP_689550 Q6P387 CP046_HUMAN 0ATGCAGGCAGCGCTGCTCCGG0.602

- 45 7310PKD1L2_uc002fgf.1_Missense_Mutation_p.S237N|PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential).|Interaction with GNAS and GNAI1.3CTGCTCCCTGCTGCTTCCAGG0.547

- 15 2459PKD1L2_uc002fgg.1_RNA|PKD1L2_uc002fgi.2_Missense_Mutation_p.P135L|PKD1L2_uc002fgj.2_Missense_Mutation_p.P820L|PKD1L2_uc002fgk.1_5'UTR|PKD1L2_uc002fgl.1_Missense_Mutation_p.P76LNM_052892 NP_443124 Q7Z442 PK1L2_HUMANREJ.|Extracellular (Potential). 3GGCAGGTTCAGGGCCACAGTG0.547

+ 1 262BCMO1_uc002fgm.1_Missense_Mutation_p.P15L|BCMO1_uc010vnp.1_5'UTRNM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0CAGCTGGAGCCTGTGAGGGCC0.368

+ 9 1530 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 4. 2AGGTTTGGAGCGGTGGCCTGT0.542

+ 31 3710 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8TCTGTGAGATGCGGCCAGTCC0.522

- 3 876 NM_145168 NP_660151 Q8WUS8 D42E1_HUMAN 0AAGTAGGGCTGCCCAGAGGCA0.572

+ 2 259CDH13_uc010chh.2_Missense_Mutation_p.D47N|CDH13_uc010vns.1_Missense_Mutation_p.D94N|CDH13_uc010vnt.1_5'UTR|CDH13_uc010vnu.1_Missense_Mutation_p.D47NNM_001257 NP_001248 P55290 CAD13_HUMAN 1ATTCATTGAGGACCAGTCAAT0.398

- 4 807HSDL1_uc010vnv.1_Missense_Mutation_p.C153YNM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0GGGTTTGCAGCAGGAGCCAGA0.463

+ 8 1251LRRC50_uc010vnw.1_Missense_Mutation_p.A121VNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0AATGTGCCCGCCAGTGCGGAA0.527

+ 9 1725LRRC50_uc010vnw.1_Missense_Mutation_p.A279VNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0ACTCCCCAGGCTGTGGCCACT0.478

+ 3 506CRISPLD2_uc010vog.1_Intron|CRISPLD2_uc002fio.2_Nonsense_Mutation_p.W93*|CRISPLD2_uc002fil.2_Nonsense_Mutation_p.W93*|CRISPLD2_uc002fim.2_Nonsense_Mutation_p.W93*|CRISPLD2_uc002fin.3_Nonsense_Mutation_p.W93*NM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN 0CTGCAGCGTGGGCCAGTCAGT0.612



- 8 1209ZDHHC7_uc010voi.1_Missense_Mutation_p.P323S|ZDHHC7_uc002fir.1_RNANM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1CCCACAAAGGGATTCATCCAG0.582

+ 7 821 IRF8_uc010chp.2_IntronNM_002163 NP_002154 Q02556 IRF8_HUMAN 3TTCCCGCCGGCCGACGCCATC0.731

- 7 643MTHFSD_uc010voo.1_Missense_Mutation_p.D178N|MTHFSD_uc002fjo.2_Missense_Mutation_p.D35N|MTHFSD_uc002fjm.2_Missense_Mutation_p.D197N|MTHFSD_uc010vop.1_Missense_Mutation_p.D35N|MTHFSD_uc010voq.1_Missense_Mutation_p.D197N|MTHFSD_uc010vor.1_Missense_Mutation_p.D198N|MTHFSD_uc002fjp.2_Missense_Mutation_p.D178NNM_001159377 NP_001152849 Q2M296 MTHSD_HUMAN 0ACAGTGATGTCGTGCTCCTCA0.582

- 3 528FBXO31_uc010vot.1_Translation_Start_Site|FBXO31_uc002fjv.2_Missense_Mutation_p.V54MNM_024735 NP_079011 Q5XUX0 FBX31_HUMAN 1CTTACCACCACGTTCAGCAGT0.552

- 10 1184ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.G162ENM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2CTGCACGGGCCCGACGTGGCT0.662

- 7 723GALNS_uc010cid.2_Missense_Mutation_p.E218K|GALNS_uc002flz.3_5'UTRNM_000512 NP_000503 P34059 GALNS_HUMAN 2TCCAGGGCTTCCTATGGAGAG0.637

- 9 1249PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.G204ENM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1GCCTACCTCTCCCTGCCATGA0.458

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

+ 4 956 NM_018146 NP_060616 Q9HC36 RMTL1_HUMAN 1TGACACTCGGGTCTATGTGGC0.517

+ 4 965 NM_018146 NP_060616 Q9HC36 RMTL1_HUMAN 1GGTCTATGTGGCTGACAACTG0.512 rs139632363

- 11 1642INPP5K_uc002fss.2_Missense_Mutation_p.S342N|INPP5K_uc002fsq.2_Missense_Mutation_p.S342N|INPP5K_uc010cjr.2_Missense_Mutation_p.S342N|INPP5K_uc010vql.1_Missense_Mutation_p.S326N|INPP5K_uc010vqm.1_Missense_Mutation_p.S322NNM_016532 NP_057616 Q9BT40 INP5K_HUMANRequired for ruffle localization. 0AGAACGCAGACTGTTGCTGTA0.383

- 6 1008INPP5K_uc002fss.2_Missense_Mutation_p.E131K|INPP5K_uc002fsq.2_Missense_Mutation_p.E131K|INPP5K_uc010cjr.2_Missense_Mutation_p.E131K|INPP5K_uc010vql.1_Missense_Mutation_p.E115K|INPP5K_uc010vqm.1_IntronNM_016532 NP_057616 Q9BT40 INP5K_HUMANCatalytic (Potential). 0TTAATGGATTCCCGAACAAAG0.542

- 6 689PITPNA_uc010cjt.2_Missense_Mutation_p.D29N|PITPNA_uc010cju.2_Missense_Mutation_p.D43NNM_006224 NP_006215 Q00169 PIPNA_HUMAN 1TGGCTTCGATCTGCAATGTCT0.488

- 38 6265 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6ATCTCATCGCCATGCTTGTTG0.567

+ 1 443 NM_012352 NP_036484 Q9Y585 OR1A2_HUMANHelical; Name=4; (Potential). 2ATTGCTGGGTCTTGGGTGATT0.493

- 1 958 NM_003554 NP_003545 P47887 OR1E2_HUMANCytoplasmic (Potential). 1AGAAGGAAGGGATTTTTCCTT0.378

- 9 2041TRPV1_uc010vro.1_Missense_Mutation_p.T516I|TRPV1_uc010vrp.1_Missense_Mutation_p.T445I|TRPV1_uc010vrq.1_Missense_Mutation_p.T503I|TRPV1_uc010vrs.1_Missense_Mutation_p.T505I|TRPV1_uc010vrt.1_Missense_Mutation_p.T505I|TRPV1_uc010vru.1_Missense_Mutation_p.T505INM_080706 NP_542437 Q8NER1 TRPV1_HUMANCytoplasmic (Potential). 1CACAAACAGGGTCTTCATCGA0.498

- 20 2567 NM_002208 NP_002199 P38570 ITAE_HUMANExtracellular (Potential). 4CTTATTCTTGCAGGCCTTCTC0.547

- 18 2885ZZEF1_uc002fxk.1_Missense_Mutation_p.A942TNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4ACCTCTCGAGCAGCAACAGAG0.547

- 20 2954MYBBP1A_uc002fxz.3_Splice_Site_p.Q964_splice|MYBBP1A_uc002fya.3_5'Flank|MYBBP1A_uc010vsa.1_Splice_Site_p.Q6_spliceNM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2GCCCTGCTCACCTGCGGGCCC0.652

- 15 2035MYBBP1A_uc002fxz.3_Missense_Mutation_p.L658P|MYBBP1A_uc010vsa.1_5'FlankNM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2CTGGGCCAACAGGGCCAGCAA0.672

+ 2 497SMTNL2_uc002fye.2_5'UTRNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0CAGTGAGTCGGAGATGAGAAA0.592

- 3 528VMO1_uc010vsh.1_3'UTR|VMO1_uc010vsi.1_3'UTR|VMO1_uc002fyy.2_3'UTRNM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1CAGTTCCTCGCCGTCTGAACA0.647

- 2 124C17orf107_uc002fzl.3_3'UTRNM_000080 NP_000071 Q04844 ACHE_HUMANExtracellular (Potential). 0TGGCCGGCTTCCTGGGTCATA0.552

- 2 347SLC25A11_uc002fzp.1_Missense_Mutation_p.R46S|RNF167_uc002fzq.2_5'Flank|RNF167_uc002fzr.2_5'Flank|RNF167_uc002fzs.2_5'Flank|RNF167_uc002fzt.2_5'Flank|RNF167_uc002fzu.2_5'Flank|RNF167_uc002fzv.2_5'Flank|RNF167_uc002fzw.1_5'Flank|RNF167_uc002fzx.2_5'FlankNM_003562 NP_003553 Q02978 M2OM_HUMAN Solcar 1. 0TGTAAATGCCCCTCAGGCCTT0.572

+ 11 1230 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2CCCCTACAGGGACTCTGTGCT0.512

+ 20 2190 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2CTCTGAGCCAGTCGACTGGAA0.612

- 5 1661ZNF232_uc002gar.1_Missense_Mutation_p.P321S|ZNF232_uc002gat.2_Missense_Mutation_p.P330SNM_014519 NP_055334 Q9UNY5 ZN232_HUMAN 2CACTTATAGGGTTTCTCTCCA0.413

- 2 423NUP88_uc010vsx.1_Missense_Mutation_p.V133I|NUP88_uc010cle.1_Missense_Mutation_p.V133I|NUP88_uc010vsy.1_Missense_Mutation_p.V133INM_002532 NP_002523 Q99567 NUP88_HUMAN 1AATTCTAATACCATAAGTCCT0.333

- 15 2709KIAA0753_uc010vtd.1_Missense_Mutation_p.E240K|KIAA0753_uc010clo.2_Missense_Mutation_p.E485K|KIAA0753_uc010vte.1_Missense_Mutation_p.E485KNM_014804 NP_055619 Q2KHM9 K0753_HUMAN 0ACTTCCATCTCTTCCATTCGG0.552

- 3 1032KIAA0753_uc010clo.2_5'UTR|KIAA0753_uc010vte.1_5'UTRNM_014804 NP_055619 Q2KHM9 K0753_HUMAN 0CTGCTCAGTTCTTTCTGGAGT0.428

+ 9 1255 uc002gdy.1_Intron NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1GAAATCAACACCCGGGCCCGG0.562

+ 1 382 NM_201566 NP_963860 Q7RTY0 MOT13_HUMANHelical; (Potential). 2TTCCAGTCGGCGCTTGTGTTT0.647

- 4 1365DLG4_uc010cly.2_Missense_Mutation_p.Y12C|DLG4_uc010vto.1_Missense_Mutation_p.Y55C|DLG4_uc002geu.2_Missense_Mutation_p.Y12CNM_001365 NP_001356 P78352 DLG4_HUMAN 2TTGGTAGCGGTATTTCTGGGG0.692

- 5 673 NM_015982 NP_057066 Q9Y2T7 YBOX2_HUMAN Pro-rich. 0TTACTGCCAGGTCCTGTCCCC0.672

- 7 1373NEURL4_uc002ggb.1_Missense_Mutation_p.G456R|NEURL4_uc002ggc.1_5'UTRNM_032442 NP_115818 Q96JN8 NEUL4_HUMAN NHR 2. 2CGGCCCTTACCCTGATCGATA0.552

+ 3 316TMEM95_uc002ggf.1_Missense_Mutation_p.P97S|TMEM95_uc002ggg.1_Missense_Mutation_p.P97SNM_198154 NP_937797 Q3KNT9 TMM95_HUMANExtracellular (Potential). 0GACCAAGCTCCCTGAGTACAC0.557

+ 2 548 NM_020795 NP_065846 Q8NFZ4 NLGN2_HUMANExtracellular (Potential). 1CACAAAAAAACGTGACGAGGC0.383

+ 3 503 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0CCACCAGCAGCGGCCGCAGAA0.393

+ 3 1258FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0TGCCCGCCTGGCGTCCTCTGA0.677

+ 4 321CHRNB1_uc010vty.1_Missense_Mutation_p.E22K|CHRNB1_uc010vtz.1_5'UTRNM_000747 NP_000738 P11230 ACHB_HUMANExtracellular (Potential). 2GGACCCTGCGGAGCACGACGG0.622

- 3 948ZBTB4_uc002ghd.3_Missense_Mutation_p.P233LNM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN 4GCAGGGGAGGGGCCGCCGGGG0.697

- 8 993TP53_uc002gig.1_Intron|TP53_uc002gih.2_Missense_Mutation_p.R267G|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_Missense_Mutation_p.R135G|TP53_uc010cng.1_Missense_Mutation_p.R135G|TP53_uc002gii.1_Missense_Mutation_p.R135G|TP53_uc010cnh.1_Missense_Mutation_p.R267G|TP53_uc010cni.1_Missense_Mutation_p.R267G|TP53_uc002gij.2_Missense_Mutation_p.R267GNM_001126112 NP_001119584 P04637 P53_HUMAN|Interaction with E4F1.|Interaction with HIPK1 (By similarity).|Interaction with AXIN1 (By similarity).p.R267W(20)|p.R267P(13)|p.0?(7)|p.R267Q(7)|p.R267R(5)|p.?(3)|p.G262_F270delGNLLGRNSF(2)|p.G266_E271delGRNSFE(2)|p.G262_S269delGNLLGRNS(2)|p.G266fs*4(1)|p.R267fs*78(1)|p.L265_K305del41(1)|p.E258fs*71(1)|p.R267G(1)|p.L265_R267delLGR(1)|p.R267L(1)|p.G266_N268delGRN(1)|p.G262fs*2(1)22245AAGCTGTTCCGTCCCAGTAGA0.522 rs55832599

+ 2 647 NM_001406 NP_001397 Q15768 EFNB3_HUMANExtracellular (Potential). 1GCTGTACCTGGTAGGGGGTGC0.622

- 3 439LSMD1_uc002gja.2_Missense_Mutation_p.V162M|CYB5D1_uc010cnn.1_5'Flank|CYB5D1_uc002gjb.3_5'FlankQ9BRA0 LSMD1_HUMAN 1TCCCTCTGCACCTCAATGGAA0.562

+ 9 1994 NM_000180 NP_000171 Q02846 GUC2D_HUMANProtein kinase.|Cytoplasmic (Potential). 1AGCTGGACTGGATGTTCAAGT0.617

+ 9 1138PFAS_uc010vuv.1_5'UTRNM_012393 NP_036525 O15067 PUR4_HUMANATP (Potential). 5CCGGATTCGAGATGTCCAGTG0.587



- 31 4300MYH10_uc002glm.2_Missense_Mutation_p.E1433K|MYH10_uc010cnx.2_Missense_Mutation_p.E1411KNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2CTCAGGGCCTCCGCGTCCTTC0.537

- 1 489 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN 1GCTGGTCAGGCCGCTGCTTCC0.632

+ 5 607 NM_004246 NP_004237 O95838 GLP2R_HUMANCytoplasmic (Potential). 3CCTCTTGTTTCTTCGGTGAGT0.368

- 30 4091 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6CAGGGCGTGCGCCATGGCGTT0.527

- 8 786 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMANMyosin head-like. 11CCAAAGGCCTCCAGTAGGGGA0.507

- 22 2703 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21TTTTGCCTCGGTCTTAGCCAG0.423

- 20 2346 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMANMyosin head-like. 21GTCAATGGACCCCAGGAGCTT0.403

- 34 5202 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7TCGTTGGAGTCCAGGAGCTCC0.647

+ 36 7152DNAH9_uc010coo.2_Missense_Mutation_p.P1656SNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20GGAGGACATCCCTGCAGACTG0.483

+ 52 10129DNAH9_uc010coo.2_Missense_Mutation_p.G2648ENM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20TAGGTTGGAGGACTCGCTTCT0.498

- 4 969ZNF18_uc002gnh.1_Missense_Mutation_p.D122N|ZNF18_uc002gni.1_Missense_Mutation_p.D122NNM_144680 NP_653281 P17022 ZNF18_HUMAN SCAN box. 1CTCTGGGGGTCCCCCTTCAAG0.522 rs148878294

+ 4 755TRPV2_uc002gpz.2_5'UTRNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANCytoplasmic (Potential).|Required for interaction with SLC50A1 (By similarity).|ANK 2.1CCTTAAGGACGGAGTCAATGC0.572

- 6 1012 NM_020787 NP_065838 Q9P2J8 ZN624_HUMAN C2H2-type 2. 2GAATGTTTTCCCACATTCATT0.353

- 14 2207PLD6_uc010cpn.2_IntronNM_144997 NP_659434 Q8NFG4 FLCN_HUMAN 3GCTGCGGACCGTGGACATGAG0.597

- 1 376 NM_016084 NP_057168 Q9Y272 RASD1_HUMANEffector region (By similarity). 0CTCGATGGTAGGCGTGTAGGC0.627

- 5 1054SREBF1_uc002grp.1_5'Flank|SREBF1_uc002grq.1_5'UTR|SREBF1_uc002grr.1_Missense_Mutation_p.G33D|SREBF1_uc002grs.1_Missense_Mutation_p.G263D|SREBF1_uc002grt.1_Missense_Mutation_p.G317D|SREBF1_uc010cpp.1_Missense_Mutation_p.G263D|SREBF1_uc010cpq.1_Missense_Mutation_p.G287DNM_004176 NP_004167 P36956 SRBP1_HUMANCytoplasmic (Potential).|Interaction with LMNA (By similarity).1GATGGTTCCGCCACTCACCAG0.632

- 6 693TOM1L2_uc002gry.3_Missense_Mutation_p.P129L|TOM1L2_uc010vwy.1_Intron|TOM1L2_uc010cpr.2_Missense_Mutation_p.P134L|TOM1L2_uc010vwz.1_Intron|TOM1L2_uc010vxa.1_Intron|TOM1L2_uc010vxb.1_Missense_Mutation_p.P129LNM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN 0TTGGGACCTGGGCATGGTCGC0.597

- 7 634FLII_uc002gsq.1_Missense_Mutation_p.P67S|FLII_uc010cpy.1_Missense_Mutation_p.P184S|FLII_uc010vxn.1_Missense_Mutation_p.P164S|FLII_uc010vxo.1_Missense_Mutation_p.P141S|FLII_uc002gss.1_Missense_Mutation_p.P195S|uc010vxp.1_5'FlankNM_002018 NP_002009 Q13045 FLII_HUMANInteraction with LRRFIP1 and LRRFIP2.|LRR 8. 2GTCATCGCTGGGAGCTGCCTG0.672

+ 2 288SMCR7_uc002gsu.2_Missense_Mutation_p.A26V|SMCR7_uc010vxq.1_Missense_Mutation_p.A37VNM_139162 NP_631901 Q96C03 SMCR7_HUMANHelical; (Potential). 0TTCCTCCTGGCCAATGCCCGC0.662

+ 3 1226 NM_021012 NP_066292 Q14500 IRK12_HUMANHelical; Name=M2; (By similarity). 4ATCATCGACTCCTTCATGATT0.637

+ 6 1156 NLK_uc010cri.1_RNA NM_016231 NP_057315 Q9UBE8 NLK_HUMAN Protein kinase. 3CTGATGGGCAGCCGTCATTAC0.443

- 2 208IFT20_uc002hau.1_Missense_Mutation_p.V26I|IFT20_uc002hav.1_Missense_Mutation_p.V52I|IFT20_uc010wae.1_Missense_Mutation_p.V52I|TNFAIP1_uc002hax.1_IntronQ8IY31 IFT20_HUMAN 0TGCTGGGTAACCTCTGGGTCC0.502

- 2 429PIGS_uc002hbn.2_Missense_Mutation_p.A11V|PIGS_uc010wap.1_IntronNM_033198 NP_149975 Q96S52 PIGS_HUMANHelical; (Potential). 4GAAGAGGGCGGCGCGCTTGCC0.677

- 24 3670ALDOC_uc002hbp.2_5'Flank|ALDOC_uc010cro.2_5'FlankNM_006461 NP_006452 Q96R06 SPAG5_HUMAN 1AGTTTCTTAGCTCAGAAATTC0.483

- 16 3038 NM_014680 NP_055495 Q14667 K0100_HUMAN 4ACCATGGAAGGAGGCATCTGC0.547

+ 7 1405TRAF4_uc002hcq.1_Missense_Mutation_p.G158SNM_004295 NP_004286 Q9BUZ4 TRAF4_HUMAN MATH. 2GAGTTCTCTGGGCTTTGGTTA0.547

- 8 1870SEZ6_uc010crx.1_5'Flank|SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Missense_Mutation_p.C559Y|SEZ6_uc002hdq.1_Missense_Mutation_p.C434YNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential).|Sushi 2. 2GCCAGGGTCGCAGCTGAACTC0.592

- 2 2048NUFIP2_uc002hdx.3_IntronNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4CAAAAGAACCCCAGCTATCAT0.388

- 19 2270GIT1_uc002heg.2_Missense_Mutation_p.A695T|GIT1_uc010wbg.1_Missense_Mutation_p.A672T|GIT1_uc010csb.1_Missense_Mutation_p.A686TNM_014030 NP_054749 Q9Y2X7 GIT1_HUMANInteraction with PXN and TGFB1I1 (By similarity). 0AAGAGGGAGGCCATCTCGGTC0.612

- 9 1046GIT1_uc002heg.2_Missense_Mutation_p.E287K|GIT1_uc010wbg.1_Missense_Mutation_p.E287K|GIT1_uc010csb.1_Missense_Mutation_p.E278KNM_014030 NP_054749 Q9Y2X7 GIT1_HUMANARHGEF6-binding (By similarity).|PTK2-binding (By similarity).0ATGGCGAGTTCCTCAAAAAGC0.592

+ 19 3656CPD_uc010wbo.1_Missense_Mutation_p.G967E|CPD_uc010wbp.1_IntronNM_001304 NP_001295 O75976 CBPD_HUMANExtracellular (Potential).|Carboxypeptidase-like 3. 2GTTCACAAGGGAGTTCATGGA0.353

- 2 259C17orf79_uc010css.2_RNANM_018405 NP_060875 Q9NQ92 COPR5_HUMAN 0CGATCCATAGCCTTCTCAGTC0.488

- 1 140 NM_002981 NP_002972 P22362 CCL1_HUMAN 0ACTGCTCTTGCTGTCCACATC0.572

+ 3 773 NM_017559 NP_060029 Q8TC99 FNDC8_HUMANFibronectin type-III. 2GGCAAAGAATCGTCCATGGAT0.532

- 5 516NLE1_uc010ctn.1_5'UTR|NLE1_uc002hiz.1_5'UTRNM_018096 NP_060566 Q9NVX2 NLE1_HUMAN WD 2. 4TGGAGACCAGGATATACTAAG0.408

+ 20 2774UNC45B_uc002hjb.2_Missense_Mutation_p.E891K|UNC45B_uc002hjc.2_Missense_Mutation_p.E891K|UNC45B_uc010cto.2_Missense_Mutation_p.E812KNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6TGAGCTGCTGGAGATCCTGAC0.552

- 2 1290 NM_000286 NP_000277 O00623 PEX12_HUMANPeroxisomal matrix (Potential). 0TTACCTCCTGGCTGGTTGCTG0.458

- 2 1241 NM_000286 NP_000277 O00623 PEX12_HUMANPeroxisomal matrix (Potential). 0TCCAGAGCTTGTATATCCTGA0.468 rs61752106

+ 3 588 NM_033315 NP_201572 Q96S79 RSLAB_HUMANSmall GTPase-like. 4TGCAGGAGTGGGCAGACACCT0.602

- 42 5376ACACA_uc002hnk.2_Missense_Mutation_p.E1651K|ACACA_uc002hnl.2_Missense_Mutation_p.E1671K|ACACA_uc002hnn.2_Missense_Mutation_p.E1729K|ACACA_uc002hno.2_Missense_Mutation_p.E1766K|ACACA_uc010cuy.2_Missense_Mutation_p.E374K|ACACA_uc010wdc.1_5'UTRNM_198836 NP_942133 Q13085 ACACA_HUMANCarboxyltransferase. 2TGGCGAATTTCTTCTGCCAGT0.448

+ 3 354ACACA_uc002hnn.2_Intron|ACACA_uc002hno.2_Intron|ACACA_uc002hnq.2_Intron|C17orf78_uc010cva.1_Missense_Mutation_p.A102TNM_173625 NP_775896 Q8N4C9 CQ078_HUMAN 0AATCATTGCTGCTCCCCGCAG0.458

- 5 1279 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANHelical; Name=2; (Potential). 3AGGACAGTTTCCAGCAGGACC0.552

- 3 495 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0GGCAGCTCAAGGTTATGAAAG0.398

+ 1 93 PNMT_uc002hsi.1_5'FlankNM_003673 NP_003664 O15273 TELT_HUMAN 0AGAATGGAAGGATCTGACACT0.617

- 6 663IKZF3_uc002htd.2_Missense_Mutation_p.P167S|IKZF3_uc010cwd.2_Missense_Mutation_p.P58S|IKZF3_uc002hsv.2_Intron|IKZF3_uc010cwe.2_Intron|IKZF3_uc010cwf.2_Intron|IKZF3_uc010cwg.2_Intron|IKZF3_uc002hsw.2_Intron|IKZF3_uc002hsx.2_Missense_Mutation_p.P145S|IKZF3_uc002hsy.2_Missense_Mutation_p.P201S|IKZF3_uc002hsz.2_Intron|IKZF3_uc002hta.2_Intron|IKZF3_uc002htb.2_RNA|IKZF3_uc010cwh.2_Missense_Mutation_p.P114S|IKZF3_uc002htc.2_5'UTRNM_012481 NP_036613 Q9UKT9 IKZF3_HUMAN 6CATTTGTAGGGTTTCTCCACT0.502

- 2 150ORMDL3_uc002hti.1_RNA|ORMDL3_uc002htk.1_Missense_Mutation_p.G4SNM_139280 NP_644809 Q8N138 ORML3_HUMANCytoplasmic (Potential). 0TGCGCTGTGCCCACATTCATC0.612

- 16 1824MED24_uc010wes.1_Missense_Mutation_p.A364V|MED24_uc010wet.1_Intron|MED24_uc002hts.2_Missense_Mutation_p.A529V|MED24_uc002htu.2_Missense_Mutation_p.A491V|MED24_uc010cwn.2_Missense_Mutation_p.A491V|MED24_uc010weu.1_Missense_Mutation_p.A414V|MED24_uc010wev.1_Missense_Mutation_p.A454V|MED24_uc010wew.1_Missense_Mutation_p.A445V|MED24_uc010wex.1_Missense_Mutation_p.A209V|SNORD124_uc010wey.1_5'FlankNM_014815 NP_055630 O75448 MED24_HUMAN 1ATAGGTCTGGGCCACATGGCA0.647



- 1 169KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0CCAGCTGGTTGACAGTTGTTG0.498

- 1 208 NM_031957 NP_114163 Q9BYS1 KRA15_HUMAN15 X 5 AA repeats of C-C-[QEPVRC]- [TPIVLE]-[SRHVP].0GCTGCAGGTCCCACTGGTTGA0.632

+ 1 409 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMAN29 X 5 AA repeats of C-C-[RQVHIEK]- [SPTR]-[VSTQCRNP].|22.0 ctgctgcaagccccagtgctg 0.149

- 1 163 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].|6.0GCAGCACTGGGGCTTGCAGCA0.448

- 1 491 NM_033187 NP_149443 Q9BYR4 KRA43_HUMAN29 X 5 AA repeats of C-C-[GIKRQVH]-[SPT]- [STA].|26.0GGACACACAGCAGCTGGGATG0.627

- 7 1186KRT31_uc010cxn.2_3'UTRNM_002277 NP_002268 Q15323 K1H1_HUMAN Tail. 0GGGCTTGCTGCACGCGTTGGT0.567

- 1 159 uc002hwo.1_RNA NM_003770 NP_003761 O76014 KRT37_HUMAN Head. 1GCAGCATTGGCCTCTGCCACA0.622

- 7 1362 NM_002278 NP_002269 Q14532 K1H2_HUMAN Tail. 0GCCAACAGTGCGTGGCACACA0.637 rs139528234

- 6 1148 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0GCCAGCTGGGCCTCAACGTTG0.627

- 6 1430SC65_uc002hxu.2_Splice_Site_p.E473_spliceNM_006455 NP_006446 Q92791 SC65_HUMAN 0GAGGCACTCACCTCATCATCT0.607

- 5 663DHX58_uc002hyv.3_RNA|DHX58_uc010wgf.1_Missense_Mutation_p.S140NNM_024119 NP_077024 Q96C10 DHX58_HUMANHelicase ATP-binding. 0TAGGTACTGGCTCATGATGAC0.602

- 1 329HSPB9_uc002hyy.2_5'FlankNM_021078 NP_066564 Q92830 KAT2A_HUMAN 2TTGCGCCTTCCTCTGACTGGC0.726

- 6 801RAB5C_uc002hza.2_Missense_Mutation_p.E162K|RAB5C_uc010cxx.2_Missense_Mutation_p.E195K|RAB5C_uc010cxy.2_Missense_Mutation_p.E74KNM_201434 NP_958842 P51148 RAB5C_HUMAN 2GCTGATGTCTCCATGAACAGC0.527

- 10 1954 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANCytoplasmic (Potential). 1GCAATGTCAGCTCTCAGCTCG0.572

- 1 150TUBG1_uc002ian.2_5'Flank|FAM134C_uc010wgq.1_5'UTR|FAM134C_uc002iam.1_5'UTR|FAM134C_uc010cyk.1_IntronNM_178126 NP_835227 Q86VR2 F134C_HUMAN 2GAAAGTCGACCCCGAAGCCGG0.692

+ 10 1373TUBG2_uc002iaq.2_Missense_Mutation_p.V215I|TUBG2_uc002iar.2_Missense_Mutation_p.V220I|TUBG2_uc002ias.2_Missense_Mutation_p.V215I|TUBG2_uc002iap.2_Missense_Mutation_p.V220INM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1GGCCCACCGGGTCAGCGGGCT0.597

+ 18 2992CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANLaminin G-like 3.|Extracellular (Potential). 8TAAGAGACGCCCCTTTGTGGG0.468

+ 15 2300DHX8_uc010wif.1_Missense_Mutation_p.P652S|DHX8_uc010wig.1_Missense_Mutation_p.P743SNM_004941 NP_004932 Q14562 DHX8_HUMAN 4TCGAACATATCCAGTGGAAAT0.443

- 13 1724MPP2_uc002ien.1_Missense_Mutation_p.G528D|MPP2_uc010wim.1_Missense_Mutation_p.G500D|MPP2_uc002ieo.1_Missense_Mutation_p.G511D|MPP2_uc010win.1_Missense_Mutation_p.G372D|MPP2_uc010wio.1_Missense_Mutation_p.G500DNM_005374 NP_005365 Q14168 MPP2_HUMANGuanylate kinase-like. 0GTGCCCGTAGCCCCGCTGGAT0.632

+ 1 862 NM_001466 NP_001457 Q14332 FZD2_HUMANExtracellular (Potential). 3GACGCGTTTCGCGCGCCTCTG0.597

- 1 271GFAP_uc002ihr.2_Missense_Mutation_p.A71T|GFAP_uc010wjg.1_RNANM_002055 NP_002046 P14136 GFAP_HUMAN Head. 2ATCATCTCTGCCCGCTCACTG0.607

+ 6 1381MAPT_uc010dau.2_Missense_Mutation_p.P354L|MAPT_uc002ijs.3_Intron|MAPT_uc002ijx.3_Intron|MAPT_uc002ijt.3_Intron|MAPT_uc002iju.3_Intron|MAPT_uc002ijv.3_IntronNM_016835 NP_058519 P10636 TAU_HUMAN 1CTTCCAGAGCCCTCTGAAAAG0.632

+ 10 1968MAPT_uc010dau.2_Missense_Mutation_p.P568S|MAPT_uc002ijs.3_Missense_Mutation_p.P233S|MAPT_uc002ijx.3_Missense_Mutation_p.P204S|MAPT_uc002ijt.3_Missense_Mutation_p.P175S|MAPT_uc002iju.3_Missense_Mutation_p.P175S|MAPT_uc002ijv.3_Missense_Mutation_p.P182S|STH_uc002ijy.2_5'FlankNM_016835 NP_058519 P10636 TAU_HUMAN 1CCGTACTCCACCCAAGTCGCC0.672

+ 16 1932NSF_uc010wke.1_Splice_Site_p.D516_splice|NSF_uc010wkf.1_Splice_Site_p.D516_splice|NSF_uc010wkg.1_Splice_Site_p.D605_spliceNM_006178 NP_006169 P46459 NSF_HUMAN 1AGATTGCTTGGTGAGTCCTAA0.343

+ 12 1711C17orf57_uc002ilm.2_Missense_Mutation_p.P338S|C17orf57_uc002ill.1_Missense_Mutation_p.P190S|C17orf57_uc010daz.1_Missense_Mutation_p.P386SNM_152347 NP_689560 Q8IY85 CQ057_HUMAN 3ACTTCAGAAGCCAGCTGTAAG0.383

+ 5 875KPNB1_uc010wkw.1_Missense_Mutation_p.G35E|KPNB1_uc010wkx.1_Missense_Mutation_p.G35ENM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 2. 3ATAATCCAGGGGATGAGGAAA0.388

+ 21 2818KPNB1_uc010wkw.1_Missense_Mutation_p.A683T|KPNB1_uc010wkx.1_Missense_Mutation_p.A612TNM_002265 NP_002256 Q14974 IMB1_HUMAN 3CTTATGTACAGCATTTGGGAA0.428

+ 3 975 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN T-box. 0AACAATGTGACCCAGGTAGGA0.587

- 12 560 NM_016429 NP_057513 Q9P299 COPZ2_HUMAN 0CCATCATCTGCCTGTAAGGAA0.597

- 2 1081 NM_002145 NP_002136 P14652 HXB2_HUMAN 0GGGGAGAGGCCTCCGGATAGC0.592

- 2 1506HOXB3_uc010wlm.1_Missense_Mutation_p.S296F|HOXB3_uc010dbf.2_Missense_Mutation_p.S369F|HOXB3_uc010dbg.2_Missense_Mutation_p.S369F|HOXB3_uc002ino.2_Missense_Mutation_p.S369F|HOXB3_uc010wlk.1_Missense_Mutation_p.S237F|HOXB3_uc010wll.1_Missense_Mutation_p.S296FNM_002146 NP_002137 P14651 HXB3_HUMAN 0GCCATAGAGGGAGGGGCCGGC0.716

+ 10 1047CALCOCO2_uc010wlp.1_Missense_Mutation_p.A344V|CALCOCO2_uc010wlq.1_Missense_Mutation_p.A251V|CALCOCO2_uc010wlr.1_Missense_Mutation_p.A347V|CALCOCO2_uc010wls.1_Missense_Mutation_p.A281VNM_005831 NP_005822 Q13137 CACO2_HUMAN Potential. 1ATATGTAATGCTCTGCAGAGA0.383

+ 8 1167IGF2BP1_uc010dbj.2_Missense_Mutation_p.P139LNM_006546 NP_006537 Q9NZI8 IF2B1_HUMANNecessary for interaction with ELAVL4 and binding to TAU mRNA (By similarity).|KH 2.1GACGAGGTTCCCCTGAAGATC0.493

- 2 871ZNF652_uc002iow.2_Missense_Mutation_p.G136D|ZNF652_uc002iou.3_IntronNM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMAN Glu-rich. 1AGAAGAGACACCCTTTTCCCC0.428

- 4 482 NM_000088 NP_000079 P02452 CO1A1_HUMAN 382TGGGCCTCGGGGGCCAGTGTC0.687

+ 2 243RSAD1_uc010wmp.1_Missense_Mutation_p.P63S|RSAD1_uc010wmq.1_IntronNM_018346 NP_060816 Q9HA92 RSAD1_HUMAN 0CAAGTACATCCCTCGCCGCCT0.632

+ 18 2852MYCBPAP_uc002iqz.2_RNANM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6CAGGACCGTCCCAACAGCAAG0.532

+ 9 1904SPATA20_uc002irc.2_5'Flank|EPN3_uc010wms.1_Missense_Mutation_p.A518V|EPN3_uc010wmt.1_RNA|EPN3_uc010wmu.1_Missense_Mutation_p.A463VNM_017957 NP_060427 Q9H201 EPN3_HUMAN 1AGCAAAGAGGCCCGAGCTTGC0.607

+ 20 2775 NM_003786 NP_003777 O15438 MRP3_HUMANCytoplasmic (By similarity). 4CACCTATGTGGTCCAGAAGCA0.562

- 3 676 NM_052855 NP_443087 Q6AI12 ANR40_HUMAN 0TGCATCTGGGCTGAATCCTCT0.582

+ 2 2076WFIKKN2_uc010dbu.2_Missense_Mutation_p.S368NNM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3TTCTGTCGCAGCGACTTTGTC0.627

- 5 817SPAG9_uc002itb.2_Missense_Mutation_p.S203L|SPAG9_uc002itd.2_Missense_Mutation_p.S203L|SPAG9_uc002itf.2_Missense_Mutation_p.S38L|SPAG9_uc002ita.2_Missense_Mutation_p.S60L|SPAG9_uc002ite.2_Missense_Mutation_p.S33L|SPAG9_uc002itg.2_Missense_Mutation_p.S60LNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5AATTCCTAATGATATAGGGCG0.393

+ 2 255NME1_uc010dbx.1_Missense_Mutation_p.M1T|NME1_uc002ith.1_Missense_Mutation_p.M1T|NME1_uc002iti.1_Intron|NME1-NME2_uc002itj.2_IntronNM_002512 NP_002503 P22392 NDKB_HUMAN 0GGCCAAGAGATGGTGCTACTG0.308

+ 13 1306STXBP4_uc010dcd.1_Missense_Mutation_p.E345KNM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN Potential. 1ACATGGAATGGAAATGGACTA0.433

+ 5 603 PRR11_uc002ixg.1_RNANM_018304 NP_060774 Q96HE9 PRR11_HUMAN Pro-rich. 2GTGCTTCCTCCCACACTGCCA0.423

- 2 586 PTRH2_uc002ixs.2_RNANM_016077 NP_057161 Q9Y3E5 PTH2_HUMAN 0AGTTTGAGAGCCTGGTGCAAT0.448

+ 3 383RPS6KB1_uc010ddj.1_Missense_Mutation_p.L94F|RPS6KB1_uc010wom.1_Missense_Mutation_p.L41F|RPS6KB1_uc010won.1_Missense_Mutation_p.L94F|RPS6KB1_uc010woo.1_Missense_Mutation_p.L29FNM_003161 NP_003152 P23443 KS6B1_HUMANProtein kinase. 1TTTTGAGCTACTTCGGGTACT0.403



+ 11 1119RPS6KB1_uc010ddj.1_Missense_Mutation_p.G339D|RPS6KB1_uc010wom.1_Missense_Mutation_p.G286D|RPS6KB1_uc010won.1_Missense_Mutation_p.G316D|RPS6KB1_uc010woo.1_Missense_Mutation_p.G274DNM_003161 NP_003152 P23443 KS6B1_HUMANProtein kinase. 1CTGGGAGCTGGTCCTGGGGAC0.393

+ 13 1305RPS6KB1_uc010ddj.1_Missense_Mutation_p.S401N|RPS6KB1_uc010wom.1_Missense_Mutation_p.S348N|RPS6KB1_uc010won.1_Missense_Mutation_p.S378N|RPS6KB1_uc010woo.1_Missense_Mutation_p.S336NNM_003161 NP_003152 P23443 KS6B1_HUMANAGC-kinase C-terminal. 1TCAACTCTCAGTGAAAGTGCC0.393

- 2 578uc002iye.1_5'Flank|RNFT1_uc002iyb.2_RNA|RNFT1_uc002iyc.2_5'UTR|RNFT1_uc010wop.1_Missense_Mutation_p.S162N|RNFT1_uc002iyd.3_Missense_Mutation_p.S162NNM_016125 NP_057209 Q5M7Z0 RNFT1_HUMANHelical; (Potential). 0AAGTTTGACGCTCAGAATCAA0.358

+ 6 1774PPM1D_uc010ddm.1_RNANM_003620 NP_003611 O15297 PPM1D_HUMAN 1GATGTCAACTCCTGGCCAAAT0.393

+ 24 2601BCAS3_uc002iyu.3_Missense_Mutation_p.T816I|BCAS3_uc002iyw.3_Missense_Mutation_p.T812I|BCAS3_uc002iyy.3_Missense_Mutation_p.T587I|BCAS3_uc002iyz.3_Missense_Mutation_p.T385I|BCAS3_uc002iza.3_Missense_Mutation_p.T370I|BCAS3_uc002izb.3_RNA|BCAS3_uc002izc.3_RNA|BCAS3_uc002izd.3_5'UTRNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5AGGAGCGTGACCCTGCTGGAG0.642

+ 1 407 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0CCGAGCGCTCCCTGCTCGCAG0.736

- 6 849INTS2_uc002izm.2_Missense_Mutation_p.P250LNM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3GGCCTGAGAAGGATTCATTTT0.443

+ 9 1082METTL2A_uc002izw.2_Missense_Mutation_p.G219ENM_181725 NP_859076 Q96IZ6 MTL2A_HUMAN 0GTGAACCGAGGAAAGCAACTG0.512

+ 7 996DCAF7_uc002jbb.2_RNA|DCAF7_uc010wpn.1_Missense_Mutation_p.A60VNM_005828 NP_005819 P61962 DCAF7_HUMAN 1ACACCTGTCGCCAGGTTAAAC0.473

- 9 1034 NM_001433 NP_001424 O75460 ERN1_HUMAN 9AGTGGACTTACCACGACAGCA0.483

- 4 720SMURF2_uc002jeq.1_5'UTR|SMURF2_uc002jer.1_5'UTRNM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN 4CTACTCACAACCAGTGTCTTT0.284

- 7 1979PLEKHM1P_uc002jev.3_Splice_SiteNR_024386 0TCGAGACTTACCGGGCGCTTG0.557

- 11 5113LRRC37A3_uc010wqg.1_Missense_Mutation_p.L646F|LRRC37A3_uc002jex.1_Missense_Mutation_p.L505F|LRRC37A3_uc010wqf.1_Missense_Mutation_p.L566F|LRRC37A3_uc010dek.1_Missense_Mutation_p.L534FNM_199340 NP_955372 O60309 L37A3_HUMANExtracellular (Potential). 0TGCCCACTGAGAAGCTTCATC0.517

- 2 494AXIN2_uc010den.1_Missense_Mutation_p.A69T|AXIN2_uc002jfh.2_Missense_Mutation_p.A69T|AXIN2_uc002jfj.1_Missense_Mutation_p.A69TNM_004655 NP_004646 Q9Y2T1 AXIN2_HUMAN 2TCCGGAGATGCCCGCCCCTCC0.607

+ 4 991 NM_014405 NP_055220 Q9UBN1 CCG4_HUMANCytoplasmic (Potential). 1ACGGACGACCCCTGTGTGAGC0.582

+ 1 147 NM_000727 NP_000718 Q06432 CCG1_HUMANHelical; (Potential). 0GGCCATGACAGCCGTGGTAAC0.632

+ 9 1131PITPNC1_uc002jgb.2_3'UTRNM_012417 NP_036549 Q9UKF7 PITC1_HUMAN 1CTCCAGCATCCCCCTGCTGCC0.537

+ 12 1295NOL11_uc010wql.1_Missense_Mutation_p.T249I|NOL11_uc010deu.1_Missense_Mutation_p.T26INM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0GACTTTCATACTGTCATTGGG0.413

+ 11 5145BPTF_uc002jge.2_Missense_Mutation_p.R1821KNM_182641 NP_872579 Q12830 BPTF_HUMAN 4AAATTTTCAAGACCAAAGAAG0.423

+ 9 1787ARSG_uc002jhb.1_Missense_Mutation_p.P167SNM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1AGGGGGAAGTCCAGCCAAGCA0.562

- 7 747WIPI1_uc002jhd.3_RNA|WIPI1_uc010wqo.1_Missense_Mutation_p.G137E|WIPI1_uc002jhe.3_RNANM_017983 NP_060453 Q5MNZ9 WIPI1_HUMAN WD 1. 0GAGCTTTTGCCCATCAGGGAC0.498

+ 9 1037PRKAR1A_uc002jhh.2_Missense_Mutation_p.G286E|PRKAR1A_uc002jhi.2_Missense_Mutation_p.G286E|PRKAR1A_uc002jhj.2_Missense_Mutation_p.G286E|PRKAR1A_uc002jhk.2_Missense_Mutation_p.G162E|PRKAR1A_uc002jhl.2_Missense_Mutation_p.G286E|PRKAR1A_uc002jhm.2_Missense_Mutation_p.G286ENM_212471 NP_997636 P10644 KAP0_HUMAN cAMP 2. 12GTGGTGCAGGGAGAACCAGGG0.388

- 22 3067ABCA9_uc010dez.2_Missense_Mutation_p.C975YNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TTTTGTATTACATGCTATTGA0.348

- 39 5393ABCA10_uc002jhz.2_RNA|ABCA10_uc010wqs.1_Missense_Mutation_p.S497F|ABCA10_uc010wqt.1_RNANM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4GGTAGCCTGAGAGAGGCTGTA0.433

+ 5 535MAP2K6_uc002jii.2_Missense_Mutation_p.R83W|MAP2K6_uc002jik.2_Missense_Mutation_p.R113WNM_002758 NP_002749 P52564 MP2K6_HUMANProtein kinase. 5TTCCATTCAGCGGATCCGAGC0.458

+ 11 1546DNAI2_uc002jkg.2_RNA|DNAI2_uc010dfp.2_RNA|uc002jkh.1_5'Flank|DNAI2_uc002jki.2_RNANM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3GGAGGTCTCGCCTGGGCTCTC0.642

+ 3 1243GPRC5C_uc002jkp.2_Missense_Mutation_p.G447S|GPRC5C_uc002jkq.2_3'UTR|GPRC5C_uc002jkr.2_Missense_Mutation_p.G414S|GPRC5C_uc002jkt.2_Missense_Mutation_p.G402S|GPRC5C_uc002jku.2_Missense_Mutation_p.G157SNM_018653 NP_061123 Q9NQ84 GPC5C_HUMANCytoplasmic (Potential). 5CCAGGTGATGGGCAGTGCCAA0.617

+ 1 511RAB37_uc002jlc.2_Missense_Mutation_p.G14D|RAB37_uc002jld.2_Missense_Mutation_p.G14DNM_175738 NP_783865 Q96AX2 RAB37_HUMAN 1GGAGGAGCTGGCCCTGACTTC0.597

+ 10 1439TMEM104_uc010wrf.1_Intron|TMEM104_uc010wrg.1_Intron|TMEM104_uc010dfx.2_Missense_Mutation_p.G426ENM_017728 NP_060198 Q8NE00 TM104_HUMANHelical; (Potential). 0GGCATCACAGGGGCCTACGCG0.667

- 12 2636GRIN2C_uc010wrh.1_RNA|GRIN2C_uc002jlu.1_Missense_Mutation_p.G827ENM_000835 NP_000826 Q14957 NMDE3_HUMANHelical; (Potential). 4CAGGGCCAGCCCCATGGCCAC0.597

- 6 616FDXR_uc010wri.1_Missense_Mutation_p.D125N|FDXR_uc010wrj.1_Missense_Mutation_p.D175N|FDXR_uc002jlw.2_5'UTR|FDXR_uc002jlx.2_Missense_Mutation_p.D177N|FDXR_uc002jmc.2_Missense_Mutation_p.D178N|FDXR_uc010wrk.1_Missense_Mutation_p.D208N|FDXR_uc010wrl.1_Missense_Mutation_p.D220N|FDXR_uc002jma.2_Missense_Mutation_p.D178N|FDXR_uc010wrm.1_Missense_Mutation_p.D137N|FDXR_uc002jlz.2_Missense_Mutation_p.D169N|FDXR_uc002jmb.2_RNANM_024417 NP_077728 P22570 ADRO_HUMAN 0ACGGCTGTGTCACAGCTCAGG0.632

+ 7 1177 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMAN 4CATAAGAACCCCACGCGCACT0.612

+ 3 553SLC16A5_uc002jms.1_Missense_Mutation_p.A61T|SLC16A5_uc002jmt.2_Missense_Mutation_p.A61T|SLC16A5_uc002jmu.2_Missense_Mutation_p.A61T|SLC16A5_uc010wrt.1_Missense_Mutation_p.A101TNM_004695 NP_004686 O15375 MOT6_HUMANHelical; (Potential). 1CATCCTCACGGCTGTGCTCCA0.602

+ 4 572SLC16A5_uc002jms.1_Missense_Mutation_p.G67E|SLC16A5_uc002jmt.2_Missense_Mutation_p.G67E|SLC16A5_uc002jmu.2_Missense_Mutation_p.G67E|SLC16A5_uc010wrt.1_Missense_Mutation_p.G107ENM_004695 NP_004686 O15375 MOT6_HUMANHelical; (Potential). 1TCTCCCACAGGGCCCCTGTGC0.627

- 2 130GGA3_uc002jnj.1_Missense_Mutation_p.E41K|GGA3_uc010wrw.1_5'UTR|GGA3_uc002jnk.1_5'UTR|GGA3_uc010wrx.1_Intron|GGA3_uc010wry.1_5'UTR|GGA3_uc010wrz.1_Missense_Mutation_p.E41KNM_138619 NP_619525 Q9NZ52 GGA3_HUMANVHS.|Binds to ARF1 (in long isoform). 2ACTCACCCTTCCAGCTCCTTG0.552

+ 15 1938LLGL2_uc002joi.2_Missense_Mutation_p.A595V|LLGL2_uc010dgg.1_Missense_Mutation_p.A595V|LLGL2_uc002joj.2_Missense_Mutation_p.A584V|LLGL2_uc010wsd.1_Missense_Mutation_p.A222VNM_001031803 NP_001026973 Q6P1M3 L2GL2_HUMAN WD 10. 2ACCTCCTTGGCCCTGCACTCT0.657

- 16 2543RECQL5_uc010dgk.2_Missense_Mutation_p.G769E|RECQL5_uc002jot.3_5'FlankNM_004259 NP_004250 O94762 RECQ5_HUMAN 3CATCGGGGGTCCCTGAACCCC0.657

+ 2 79UNK_uc002jpn.2_RNA|UNK_uc002jpo.2_RNANM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0ATTCCAGCCGGACATAGAACC0.647

- 26 2893UNC13D_uc010wsk.1_Missense_Mutation_p.S838NNM_199242 NP_954712 Q70J99 UN13D_HUMAN MHD2. 2CAGGGATGAGCTGCGCTGGGA0.652

- 6 1381TRIM47_uc002jpv.2_Missense_Mutation_p.V214MNM_033452 NP_258411 Q96LD4 TRI47_HUMAN B30.2/SPRY. 5GGACACAGCACCCTCTTGACA0.562

- 26 3237FBF1_uc002jqa.1_RNA|FBF1_uc010wsp.1_Missense_Mutation_p.Y979C|FBF1_uc002jqb.2_RNA|FBF1_uc010dgr.1_Missense_Mutation_p.Y298CNM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0CCCCTCCTCGTACTTCTCGGA0.463

- 6 479FBF1_uc002jqa.1_RNA|FBF1_uc010wsp.1_Missense_Mutation_p.A59T|FBF1_uc002jqd.1_Missense_Mutation_p.A69TNM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0TGTGGGTCTGCCTCTGAGATA0.527

- 19 2664EVPL_uc010wss.1_Missense_Mutation_p.Q834H|EVPL_uc010wst.1_Missense_Mutation_p.Q282HNM_001988 NP_001979 Q92817 EVPL_HUMAN Globular 1. 4CCTGCAGGGCCTGGGAGAGGT0.637

- 17 2016EXOC7_uc002jqp.1_Missense_Mutation_p.G27R|EXOC7_uc010dgv.1_Missense_Mutation_p.G515R|EXOC7_uc002jqq.2_Missense_Mutation_p.G590R|EXOC7_uc010wsw.1_Missense_Mutation_p.G613R|EXOC7_uc010wsx.1_Missense_Mutation_p.G582R|EXOC7_uc002jqr.2_Missense_Mutation_p.G559R|EXOC7_uc010wsv.1_Missense_Mutation_p.G562RNM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0ACCTTGACTCCCGGCTGGAAC0.547

- 3 379EXOC7_uc010dgv.1_Missense_Mutation_p.S42N|EXOC7_uc002jqq.2_Missense_Mutation_p.S95N|EXOC7_uc010wsw.1_Missense_Mutation_p.S95N|EXOC7_uc010wsx.1_Missense_Mutation_p.S95N|EXOC7_uc002jqr.2_Missense_Mutation_p.S95N|EXOC7_uc010wsv.1_Missense_Mutation_p.S54N|EXOC7_uc002jqu.2_Missense_Mutation_p.S95N|EXOC7_uc002jqv.2_Missense_Mutation_p.S95NNM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0CTCAGTGTCACTGGCCACATG0.522

- 2 637FOXJ1_uc002jqx.2_Missense_Mutation_p.P183S|uc002jqy.1_5'FlankNM_001454 NP_001445 Q92949 FOXJ1_HUMAN Fork-head. 1TTCTCCCGAGGCACTTTGATG0.597

- 17 1867RNF157_uc002jra.2_Missense_Mutation_p.P578S|uc002jrb.1_5'FlankNM_052916 NP_443148 Q96PX1 RN157_HUMAN 1TCCTGCGTGGGTGATCCATCC0.438



+ 3 519 NM_182565 NP_872371 Q8IYN6 F100B_HUMAN 1GCCACGCCGCCCAACTTCCCC0.682

- 18 5087QRICH2_uc010wsz.1_Silent_p.Q1328Q|QRICH2_uc010dgw.1_Missense_Mutation_p.R480KNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5GGATGGCGGCCTGTGCACGTG0.667

- 4 2786QRICH2_uc010wsz.1_Missense_Mutation_p.G795D|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5TCGATCTATACCAGGTGATGC0.488

- 13 2121UBE2O_uc002jrn.3_Missense_Mutation_p.V686I|UBE2O_uc002jrl.3_Missense_Mutation_p.V290INM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5TTGCTGCTGACGTCCACACGG0.632

- 19 2680RHBDF2_uc002jrp.1_Missense_Mutation_p.S767N|RHBDF2_uc002jrr.1_3'UTRNM_024599 NP_078875 Q6PJF5 RHDF2_HUMANCytoplasmic (Potential). 0GTACTTGTCGCTGGTGCCGAA0.622

+ 4 1242TNRC6C_uc002juf.2_Missense_Mutation_p.M214I|TNRC6C_uc002jue.2_Missense_Mutation_p.M214INM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.|Gly-rich.2CTGTTGGTATGGGGGCCATCA0.512

+ 12 1764TMC8_uc002juq.2_Nonsense_Mutation_p.W238*|TMC8_uc010wtr.1_Silent_p.L166L|TMC8_uc002jur.1_5'UTRNM_152468 NP_689681 Q8IU68 TMC8_HUMANLumenal (Potential). 0GGCCGGTTCTGGGCCTGGCTG0.637

- 2 964 NM_003955 NP_003946 O14543 SOCS3_HUMAN SOCS box. 1CACGTTGGAGGAGAGGGGCCG0.632

- 11 1840DNAH17_uc002jvq.2_5'Flank|DNAH17_uc002jvs.2_RNA 9TGCATCTCTGGCTTGTAGTGT0.562

- 2 286DNAH17_uc002jvs.2_RNA 9TTGATCTGCTCCAGAAAGGTT0.522

- 16 2813USP36_uc002jwa.1_Missense_Mutation_p.P830S|USP36_uc002jwb.1_Missense_Mutation_p.P442S|USP36_uc002jwc.1_Missense_Mutation_p.P530S|USP36_uc002jvy.1_5'FlankNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5ATGTGCTGTGGGAGGCGCGTC0.597

- 12 1507USP36_uc002jwa.1_Nonsense_Mutation_p.W394*|USP36_uc002jwb.1_Nonsense_Mutation_p.W31*|USP36_uc002jwc.1_Nonsense_Mutation_p.W94*NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5TCATCTGGTACCACTGTCCAT0.443

- 4 785CANT1_uc002jwk.2_Missense_Mutation_p.E116K|CANT1_uc002jwj.2_Missense_Mutation_p.E116K|CANT1_uc002jwl.2_RNA|CANT1_uc002jwm.1_5'FlankNM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANLumenal (Potential). 0GCCCTTGACTCTGTGTCCAGG0.562

+ 3 591 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3CCTGGATCTGGTCACACTCTA0.617

- 5 1619 NM_003655 NP_003646 O00257 CBX4_HUMANInteraction with BMI1. 2CTGGGCGGCTCCCCGGCCTCG0.557

+ 6 891CCDC40_uc010wub.1_Missense_Mutation_p.M288I|CCDC40_uc002jxm.3_Missense_Mutation_p.M71INM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3AGCCCCTGATGGTAAGATTCC0.567

+ 6 896CCDC40_uc010wub.1_Missense_Mutation_p.R290K|CCDC40_uc002jxm.3_Missense_Mutation_p.R73KNM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3CTGATGGTAAGATTCCAGGCT0.562

+ 18 2789RPTOR_uc010wug.1_Missense_Mutation_p.E504KNM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6CTCTCGGCAGGAGCTGGTGGT0.488

+ 23 3537RPTOR_uc010wug.1_Missense_Mutation_p.P753LNM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6ACCACAGGCCCCGCTGGGGCG0.692

+ 13 1643BAIAP2_uc002jyz.3_Missense_Mutation_p.R512K|BAIAP2_uc002jza.2_Missense_Mutation_p.S512N|BAIAP2_uc002jzc.2_Missense_Mutation_p.S513N|BAIAP2_uc002jzb.2_Missense_Mutation_p.S269N|BAIAP2_uc002jzd.2_Missense_Mutation_p.S512N|BAIAP2_uc002jzf.2_Missense_Mutation_p.R512K|BAIAP2_uc002jze.2_Missense_Mutation_p.S545N|BAIAP2_uc010wuh.1_Missense_Mutation_p.R434K|BAIAP2_uc002jzh.2_Missense_Mutation_p.S513N|BAIAP2_uc010wui.1_Missense_Mutation_p.R375KNM_017451 NP_059345 Q9UQB8 BAIP2_HUMAN 0TCCATGAGCAGGTAAGGGGAC0.652

- 7 931AZI1_uc002jzn.1_Missense_Mutation_p.T244I|AZI1_uc002jzo.1_Missense_Mutation_p.T244I|AZI1_uc010wum.1_Missense_Mutation_p.T244INM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4GCTGCCCCCAGTATTGTTCCG0.637

- 3 890 NM_178520 NP_848615 Q8N8V8 TM105_HUMANHelical; (Potential). 1TTCATCCTCACCACCCCGCAG0.602

- 3 636ACTG1_uc002kah.1_Missense_Mutation_p.A82V|ACTG1_uc002kai.1_Missense_Mutation_p.A161V|ACTG1_uc002kak.1_Missense_Mutation_p.A204V|ACTG1_uc010wun.1_Missense_Mutation_p.A204V|ACTG1_uc002kal.1_Missense_Mutation_p.A204V|ACTG1_uc002kag.2_RNANM_001614 NP_001605 P63261 ACTG_HUMAN 2TTCCCGCTCGGCCGTGGTGGT0.632 rs11549225

+ 11 994 NM_004712 NP_004703 O14964 HGS_HUMANInteraction with SNX1 (By similarity). 1CCCGCCAGCAGCCTGTACTCT0.637

+ 13 1060_1061 NM_004712 NP_004703 O14964 HGS_HUMANInteraction with SNX1 (By similarity). 1CAGCTCGCACGGTATCTCAACC0.639

- 7 1161P4HB_uc002kbl.1_5'UTR|P4HB_uc002kbm.1_5'UTRNM_000918 NP_000909 P07237 PDIA1_HUMAN 0GTCATCTCCTCCTCCAGGGTG0.587

- 5 656 NM_005782 NP_005773 Q86V81 THOC4_HUMANAla/Arg/Gly-rich. 0TCCACCACCACCAAAACCTCC0.612

+ 3 249THOC4_uc002kbu.2_5'Flank|ANAPC11_uc002kbw.1_Missense_Mutation_p.A12T|ANAPC11_uc002kbx.1_Missense_Mutation_p.A12T|ANAPC11_uc002kby.1_Missense_Mutation_p.A12T|ANAPC11_uc002kbz.1_Missense_Mutation_p.A12T|ANAPC11_uc002kca.1_Missense_Mutation_p.A12T|ANAPC11_uc002kcb.1_Missense_Mutation_p.A12T|ANAPC11_uc002kcc.1_Missense_Mutation_p.A12T|ANAPC11_uc010dih.1_Missense_Mutation_p.A12TNM_016476 NP_057560 Q9NYG5 APC11_HUMAN 0GAACGGCGTGGCCACTTGGCT0.562

- 4 627PYCR1_uc002kcq.1_Missense_Mutation_p.V117I|PYCR1_uc002kcp.2_Missense_Mutation_p.V117I|PYCR1_uc002kcs.1_Missense_Mutation_p.V117I|PYCR1_uc010wvd.1_Missense_Mutation_p.V144I|PYCR1_uc002kct.1_Missense_Mutation_p.V117I|PYCR1_uc002kcu.1_Missense_Mutation_p.V117I|PYCR1_uc010wve.1_Missense_Mutation_p.V69INM_006907 NP_008838 P32322 P5CR1_HUMAN 0CAGCGGATGACCCTGGGGGCT0.642

+ 4 608RFNG_uc002kdj.2_5'Flank|GPS1_uc002kdk.1_Missense_Mutation_p.A224V|GPS1_uc010dij.1_Missense_Mutation_p.A224V|GPS1_uc002kdm.1_Missense_Mutation_p.A168V|GPS1_uc002kdn.1_Missense_Mutation_p.A184V|GPS1_uc002kdo.1_Missense_Mutation_p.A188V|GPS1_uc010wvh.1_Missense_Mutation_p.A180VNM_004127 NP_004118 Q13098 CSN1_HUMAN 1TATTCCCGGGCCCGGGACTAC0.642

- 3 723SECTM1_uc002ken.2_Missense_Mutation_p.D109N|SECTM1_uc002kep.2_Missense_Mutation_p.D109NNM_003004 NP_002995 Q8WVN6 SCTM1_HUMANExtracellular (Potential). 0GCATGGGAGTCCCGGGCGCCT0.532

+ 7 791HEXDC_uc002kev.3_Missense_Mutation_p.P247L|HEXDC_uc010diq.2_Missense_Mutation_p.P247L|HEXDC_uc010wvm.1_RNA|HEXDC_uc010wvn.1_Missense_Mutation_p.P10LQ8WVB3 HEXDC_HUMAN 2TGCGGCTTTCCGCAGCTGTGG0.667

+ 8 967HEXDC_uc002kev.3_Missense_Mutation_p.V306M|HEXDC_uc010diq.2_Missense_Mutation_p.V306M|HEXDC_uc010wvm.1_RNA|HEXDC_uc010wvn.1_Missense_Mutation_p.V69MQ8WVB3 HEXDC_HUMAN 2CCACTACTCTGTGCTGTGCGA0.687

+ 8 930NARF_uc002kff.3_Missense_Mutation_p.E205K|NARF_uc010wvp.1_Missense_Mutation_p.E136K|NARF_uc010dit.2_Missense_Mutation_p.E310K|NARF_uc002kfj.3_Missense_Mutation_p.E216K|NARF_uc002kfi.3_RNA|NARF_uc002kfh.3_Missense_Mutation_p.E310K|NARF_uc002kfk.2_RNANM_012336 NP_036468 Q9UHQ1 NARF_HUMAN 1TCAAATAATGGAGCAAGGTGA0.522

+ 1 157FN3KRP_uc010wvr.1_5'UTRNM_024619 NP_078895 Q9HA64 KT3K_HUMAN 0ACGGATCAAGGACGAGTGTTC0.706

+ 2 679METRNL_uc002kgi.2_Missense_Mutation_p.S103FNM_001004431 NP_001004431 Q641Q3 METRL_HUMAN 0CACGAGCTGTCTGGTGAGTGT0.657

+ 4 796METRNL_uc002kgi.2_Missense_Mutation_p.A142VNM_001004431 NP_001004431 Q641Q3 METRL_HUMAN 0CAGGACTCAGCCATCCACCTG0.647

+ 5 689CLUL1_uc010wys.1_Missense_Mutation_p.D234N|CLUL1_uc002kkq.2_Missense_Mutation_p.D182NNM_014410 NP_055225 Q15846 CLUL1_HUMAN 2CCAAATGGAGGATGTGTTCAG0.388

- 4 1535METTL4_uc010dkj.2_Missense_Mutation_p.G49ENM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2GTATTTCTGTCCCATTAAAGT0.328

+ 4 450 NM_006101 NP_006092 O14777 NDC80_HUMANInteraction with the N-terminus of CDCA1.|Nuclear localization.1TAATGACAAAGCATTCATTCA0.358

+ 3 569 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3GCTCGGCCTCGAAACAGCTTG0.512 rs147386217

+ 4 1709 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3GCAGAGCTCAGTCCCCCAGGG0.512

- 9 1512MYOM1_uc002klq.2_Missense_Mutation_p.G393DNM_003803 NP_003794 P52179 MYOM1_HUMAN 5TGGGGTCACACCAACTGGGTA0.388

- 1 458DLGAP1_uc010wyz.1_Missense_Mutation_p.R131C|DLGAP1_uc002kmk.2_Missense_Mutation_p.R131C|uc002kml.1_IntronNM_004746 NP_004737 O14490 DLGP1_HUMAN 4CTGTCGCTGCGGTGCTCCACG0.677

- 7 826EPB41L3_uc010wzh.1_Missense_Mutation_p.S247N|EPB41L3_uc002kmu.1_Missense_Mutation_p.S247N|EPB41L3_uc010dkq.1_Missense_Mutation_p.S138N|EPB41L3_uc010dks.1_Missense_Mutation_p.S269N|EPB41L3_uc002kmv.1_Missense_Mutation_p.S138NNM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN FERM. 5AATGTAATCGCTCCCACATTC0.527

+ 5 482ARHGAP28_uc002knc.2_Missense_Mutation_p.P207S|ARHGAP28_uc002knd.2_Missense_Mutation_p.P100S|ARHGAP28_uc002kne.2_Missense_Mutation_p.P100S|ARHGAP28_uc002knf.2_Missense_Mutation_p.P91SB4DXL2 B4DXL2_HUMAN 1CAATGGATCACCGGAGCCTGG0.458

- 62 8939LAMA1_uc002knk.2_Splice_Site_p.V279_splice|LAMA1_uc002knl.2_Splice_Site_p.V402_splice|LAMA1_uc010wzj.1_Splice_Site_p.V2425_spliceNM_005559 NP_005550 P25391 LAMA1_HUMAN 21GGAACAAGACCTAAAAGCAAA0.403



- 58 8491LAMA1_uc002knk.2_Splice_Site_p.T129_splice|LAMA1_uc002knl.2_Splice_Site_p.T252_splice|LAMA1_uc010wzj.1_Splice_Site_p.T2275_spliceNM_005559 NP_005550 P25391 LAMA1_HUMAN 21TGAGATCGTACCGTGTGCCAC0.532

+ 13 3066KIAA0802_uc002knq.2_Missense_Mutation_p.V934A|KIAA0802_uc002kns.2_IntronNM_015210 NP_056025 Q9Y4B5 CC165_HUMAN 0GACGGCAACGTTCGCCCCTTT0.532

+ 9 3985ANKRD12_uc002knw.2_Missense_Mutation_p.S1220F|ANKRD12_uc002knx.2_Missense_Mutation_p.S1220F|ANKRD12_uc010dkx.1_Missense_Mutation_p.S950FNM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3TCCCAAATGTCCTTTTCCCAG0.463

+ 5 771VAPA_uc002koj.2_Missense_Mutation_p.P203SNM_194434 NP_919415 Q9P0L0 VAPA_HUMANCytoplasmic (Potential). 0GCAAGATGGACCTATGCCAAA0.373

+ 16 2503CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.T333I|CEP192_uc002kru.2_RNA|CEP192_uc002krs.1_Missense_Mutation_p.T549INM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5ATGTCTGATACTTGGGATTTA0.383 rs146445120

+ 18 3112CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.S536F|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_5'Flank|CEP192_uc002krs.1_Missense_Mutation_p.S752FNM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5GCGTTAGAGTCCTTTGGTTCA0.522

+ 19 3394CEP192_uc010dlf.1_RNA|CEP192_uc010xad.1_Missense_Mutation_p.S630L|CEP192_uc002kru.2_RNA|CEP192_uc002krv.2_5'UTR|CEP192_uc002krs.1_Missense_Mutation_p.S846LNM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 GGAACATTATCATCTATTATC0.373

- 3 824C18orf19_uc010dlg.2_Missense_Mutation_p.R131K|C18orf19_uc010dli.2_Missense_Mutation_p.R131K|C18orf19_uc002ksj.3_Missense_Mutation_p.R131K|C18orf19_uc010dlj.2_IntronNM_001098801 NP_001092271 Q96ND0 CR019_HUMAN DUF1279. 2TCCATACTGTCTAAATGTCTT0.383

+ 6 860RNMT_uc002ksl.1_Missense_Mutation_p.E265K|RNMT_uc002ksm.1_Missense_Mutation_p.E265K|RNMT_uc010dlk.2_Missense_Mutation_p.E265K|RNMT_uc010xae.1_RNANM_003799 NP_003790 O43148 MCES_HUMAN 0TTTGTTTCAGGAACTTCTGAT0.333

- 1 810 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3GTCTCCCCAAGCGCCCACGTT0.597

+ 2 491ANKRD30B_uc010xak.1_RNANM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2GTCCTTGATGGCGAAGGGAGG0.423

- 7 1755 NM_005406 NP_005397 Q13464 ROCK1_HUMANProtein kinase. 5TCACCTACAAGCATTTCGTAT0.343

- 1 1570 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1TGGTGAGGGACCATATGGGGA0.413

- 1 1533 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1GCTGTATTTGGAACATCAAGT0.368

+ 3 1007CABLES1_uc002kub.2_5'UTR|CABLES1_uc002kud.2_Missense_Mutation_p.G71DNM_001100619 NP_001094089 Q8TDN4 CABL1_HUMANInteracts with CDK3 (By similarity). 1ACCAGGAATGGCAGGTACTAC0.468

+ 10 1791RIOK3_uc010dls.2_Splice_Site_p.L392_splice|RIOK3_uc010xas.1_Splice_Site_p.L376_splice|RIOK3_uc010xat.1_Splice_Site_p.L136_spliceNM_003831 NP_003822 O14730 RIOK3_HUMAN 3CCTCTTCACAGTTGATGCGGC0.363

- 20 3272NPC1_uc010xaz.1_Missense_Mutation_p.P733SNM_000271 NP_000262 O15118 NPC1_HUMAN 2AGGAACATGGGCAGGAATCTC0.537

- 8 1475NPC1_uc010xaz.1_Missense_Mutation_p.P202S|NPC1_uc010xba.1_Missense_Mutation_p.P246SNM_000271 NP_000262 O15118 NPC1_HUMAN 2CGGAAGAAAGGCCCAAAGTGC0.567

- 2 390 NPC1_uc010xba.1_IntronNM_000271 NP_000262 O15118 NPC1_HUMAN 2GCAATTGTACCTCTTGTCCCC0.428

+ 4 820TTC39C_uc002kuu.2_Missense_Mutation_p.P62LNM_001135993 NP_001129465 Q8N584 TT39C_HUMAN 1AAATCCGCCCCCTCTATGGTT0.443

- 4 3069ZNF521_uc010xbe.1_RNA|ZNF521_uc010dly.2_Missense_Mutation_p.S941F|ZNF521_uc002kvl.2_Missense_Mutation_p.S721FNM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 22. 7GCCATTTTCGGAGAAGAAGGT0.488

- 4 1766ZNF521_uc010xbe.1_RNA|ZNF521_uc010dly.2_Missense_Mutation_p.A507T|ZNF521_uc002kvl.2_Missense_Mutation_p.A287TNM_015461 NP_056276 Q96K83 ZN521_HUMAN 7CTATCTTTAGCTGCAGGGTTT0.443

- 2 670KCTD1_uc010xbj.1_Missense_Mutation_p.G645D|KCTD1_uc010xbk.1_Missense_Mutation_p.G37DNM_001136205 NP_001129677 Q719H9 KCTD1_HUMAN BTB. 1CATGTGGCCGCCCACATCAAT0.502

- 5 1052CDH2_uc010xbn.1_Missense_Mutation_p.T167INM_001792 NP_001783 P19022 CADH2_HUMANCadherin 1.|Extracellular (Potential). 4TCCTGGCCCAGTTACACTGTA0.478

- 11 2097DSC2_uc002kwk.3_Missense_Mutation_p.T548INM_024422 NP_077740 Q02487 DSC2_HUMANExtracellular (Potential).|Cadherin 4. 3TGCAAGGACTGTAATATTATA0.383

- 5 998DSC2_uc002kwk.3_Missense_Mutation_p.P182SNM_024422 NP_077740 Q02487 DSC2_HUMANCadherin 1.|Extracellular (Potential). 3AAATTCCGAGGTTCTTGGTCA0.373

+ 5 729 NM_001942 NP_001933 Q02413 DSG1_HUMAN 7TCTAATGCAAGTAAGTAATGT0.388

+ 1 119 NM_001944 NP_001935 P32926 DSG3_HUMAN 9AATGATGGGGCTCTTCCCCAG0.483

+ 4 509 NM_000371 NP_000362 P02766 TTHY_HUMAN 1CCCCCGCCGCTACACCATTGC0.562

+ 7 1080RNF138_uc002kxh.2_Missense_Mutation_p.R120KNM_016271 NP_057355 Q8WVD3 RN138_HUMAN 0CTAAATCAGAGACATCAATTT0.308

+ 7 716ASXL3_uc002kxq.2_5'UTRNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3GCAAAAATCTCCCACTGGAAA0.318

+ 12 5868ASXL3_uc002kxq.2_Missense_Mutation_p.A1645VNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3CCTGTGGCTGCCAGGGGCCCC0.522

+ 2 95DTNA_uc002kxu.2_Missense_Mutation_p.L32F|DTNA_uc010xbx.1_Missense_Mutation_p.L32F|DTNA_uc002kxv.3_Missense_Mutation_p.L32F|DTNA_uc002kxw.2_Missense_Mutation_p.L32F|DTNA_uc002kxx.2_Missense_Mutation_p.L32F|DTNA_uc010dmj.2_Missense_Mutation_p.L32F|DTNA_uc002kxz.2_Missense_Mutation_p.L32F|DTNA_uc002kxy.2_Missense_Mutation_p.L32F|DTNA_uc010dmk.1_RNA|DTNA_uc010dml.2_Missense_Mutation_p.L32F|DTNA_uc002kyb.3_Missense_Mutation_p.L32F|DTNA_uc010dmm.2_Missense_Mutation_p.L32FNM_001390 NP_001381 Q9Y4J8 DTNA_HUMANInteraction with MAGEE1 (By similarity). 0TCGCATCCGACTCTCCACCTA0.403

- 4 983ZNF24_uc002kys.2_Missense_Mutation_p.E276KNM_006965 NP_008896 P17028 ZNF24_HUMAN 0TAAGGTTTCTCCCCACTGTGA0.428

+ 8 1164GALNT1_uc002kyz.3_Missense_Mutation_p.E311K|GALNT1_uc002kzb.2_Missense_Mutation_p.E371KNM_020474 NP_065207 Q10472 GALT1_HUMANLumenal (Potential). 2ACGACTTGCAGAAGTGTGGAT0.398

+ 4 711 NM_017947 NP_060417 Q96EN8 MOCOS_HUMAN 1TGTGAGCACGCCTGGGAAGTG0.562

+ 10 1287SLC14A1_uc010dnk.2_Missense_Mutation_p.G379E|SLC14A1_uc002lbf.3_Missense_Mutation_p.G323E|SLC14A1_uc002lbg.3_RNA|SLC14A1_uc010xco.1_Missense_Mutation_p.G218E|SLC14A1_uc002lbh.3_Missense_Mutation_p.G215E|SLC14A1_uc002lbi.3_Missense_Mutation_p.G191E|SLC14A1_uc002lbj.3_Missense_Mutation_p.G379E|SLC14A1_uc002lbk.3_Missense_Mutation_p.G323ENM_001146036 NP_001139508 Q13336 UT1_HUMANHelical; (Potential). 2GCCTATCTTGGAGTCGGCATG0.423

- 2 1053KIAA1632_uc002lbo.1_Missense_Mutation_p.C318YNM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0AGCATTTTGGCAATCAGATGT0.448

- 4 444HDHD2_uc002lct.2_Missense_Mutation_p.G14ENM_032124 NP_115500 Q9H0R4 HDHD2_HUMAN 0TGTTTGTATTCCTGGGAACGG0.343

- 31 4387MYO5B_uc002lea.2_Missense_Mutation_p.A482TNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5TCCTTCAGGGCCTCGAGCTGA0.607

- 6 1187 NM_145020 NP_659457 Q96M91 CCD11_HUMAN Potential. 3GCCTTGTCTTCCTCTAATATT0.408

- 15 2199MBD1_uc002lef.2_Missense_Mutation_p.A293T|MBD1_uc002leg.2_Missense_Mutation_p.A538T|MBD1_uc010xdi.1_Missense_Mutation_p.A639T|MBD1_uc002leh.3_Missense_Mutation_p.A532T|MBD1_uc002len.2_Intron|MBD1_uc002lei.3_Missense_Mutation_p.A588T|MBD1_uc002lej.3_Missense_Mutation_p.A486T|MBD1_uc002lek.3_Missense_Mutation_p.A539T|MBD1_uc002lel.3_Missense_Mutation_p.A519T|MBD1_uc002lem.3_Missense_Mutation_p.A588T|MBD1_uc010xdj.1_Missense_Mutation_p.A486T|MBD1_uc010xdk.1_Missense_Mutation_p.A613T|MBD1_uc010dox.1_Missense_Mutation_p.A519TNM_015846 NP_056671 Q9UIS9 MBD1_HUMAN TRD. 2AACCAGACTGCTGTATCTCGG0.542

- 10 2055MBD1_uc002leg.2_5'Flank|MBD1_uc010dow.1_5'Flank|MBD1_uc010xdi.1_5'Flank|MBD1_uc002leh.3_5'Flank|MBD1_uc002len.2_5'Flank|MBD1_uc002lei.3_5'Flank|MBD1_uc002lej.3_5'Flank|MBD1_uc002lek.3_5'Flank|MBD1_uc002lel.3_5'Flank|MBD1_uc002lem.3_5'Flank|MBD1_uc010xdj.1_5'Flank|MBD1_uc010xdk.1_5'Flank|MBD1_uc002leo.2_5'Flank|CXXC1_uc002lep.3_Missense_Mutation_p.R298H|CXXC1_uc002ler.3_Missense_Mutation_p.R445H|CXXC1_uc010doy.2_Missense_Mutation_p.R441H|CXXC1_uc002les.2_Missense_Mutation_p.R441HNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN Potential. 2AAGGCGAGTGCGGGCACTCTG0.602

- 8 1671CXXC1_uc002lep.3_Missense_Mutation_p.S170F|CXXC1_uc002ler.3_Missense_Mutation_p.S313F|CXXC1_uc010doy.2_Missense_Mutation_p.S313F|CXXC1_uc002les.2_Missense_Mutation_p.S313FNM_014593 NP_055408 Q9P0U4 CXXC1_HUMANAsp/Glu-rich (acidic). 2CAGGAATGGGGACTCTTCTGT0.483

+ 2 1095MAPK4_uc010xdm.1_Intron|MAPK4_uc010doz.2_Missense_Mutation_p.G32DNM_002747 NP_002738 P31152 MK04_HUMANProtein kinase.|ATP (By similarity). 6GGTGTCAATGGTTTGGTGCTG0.612

+ 4 1781MAPK4_uc010xdm.1_Missense_Mutation_p.P50S|MAPK4_uc010doz.2_IntronNM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6CAGGGTGATGCCTTCCTTTGT0.597

- 6 836MRO_uc010xdn.1_Intron|MRO_uc010dpa.2_Missense_Mutation_p.S195F|MRO_uc010dpb.2_Intron|MRO_uc010dpc.2_Intron|MRO_uc002lex.3_Missense_Mutation_p.S181FNM_031939 NP_114145 Q9BYG7 MSTRO_HUMAN 0GATCAGGAGGGAATCTCGTGT0.463



+ 7 1755DCC_uc010xdr.1_Missense_Mutation_p.V238M|DCC_uc010dpf.1_Missense_Mutation_p.V45MNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 4. 17GATACTTGGGGTGGTGAAGTC0.428

+ 27 4576DCC_uc010dpf.1_Missense_Mutation_p.T963INM_005215 NP_005206 P43146 DCC_HUMANCytoplasmic (Potential). 17CCAAGCAGAACCATCCCCACA0.537

+ 3 451C18orf54_uc002lfo.3_Missense_Mutation_p.R112KNM_173529 NP_775800 Q8IYD9 CR054_HUMAN 2TCCTGTAGAAGACACACCGTT0.338

- 4 815TCF4_uc002lfy.2_Missense_Mutation_p.S26F|TCF4_uc010xdx.1_Missense_Mutation_p.S44F|TCF4_uc010dph.1_Missense_Mutation_p.S68F|TCF4_uc010xdy.1_Missense_Mutation_p.S44F|TCF4_uc002lga.2_Missense_Mutation_p.S170F|TCF4_uc010dpi.2_Missense_Mutation_p.S68F|TCF4_uc002lgc.3_5'UTRNM_003199 NP_003190 P15884 ITF2_HUMANEssential for MYOD1 inhibition (By similarity). 2ACTTACCCTGGACGGGCTTGG0.383

- 6 979TXNL1_uc010xdz.1_RNA|TXNL1_uc002lgh.2_RNA|TXNL1_uc002lgi.2_Missense_Mutation_p.V244I|TXNL1_uc002lgj.1_Missense_Mutation_p.V244INM_004786 NP_004777 O43396 TXNL1_HUMAN PITH. 0CTTACAGTTACACTGTTAACA0.333

+ 12 1718WDR7_uc010dpk.1_Intron|WDR7_uc002lgl.1_Missense_Mutation_p.E503KNM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN WD 6. 3ATTTTCTGGAGAAATGAAACA0.353

+ 14 2200WDR7_uc010dpk.1_Splice_Site|WDR7_uc002lgl.1_Splice_Site_p.K663_spliceNM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3ATCTGACAAGGTAAGTTTTAT0.393

+ 19 3318WDR7_uc010dpk.1_RNA|WDR7_uc002lgl.1_Missense_Mutation_p.R1003KNM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3GCGGAACTGAGAAGAATTGAG0.493

- 2 275NARS_uc002lgt.2_Missense_Mutation_p.A15V|NARS_uc010xea.1_5'UTR|NARS_uc010xeb.1_RNA|NARS_uc010xec.1_Missense_Mutation_p.A16V|NARS_uc010xed.1_IntronNM_004539 NP_004530 O43776 SYNC_HUMAN 0ATCTCCCGTGGCATCGCTTCC0.413

- 5 3507ALPK2_uc002lhk.1_Missense_Mutation_p.N429SNM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14AAGAGGGGAATTACTGCAGAA0.493

- 5 2555ALPK2_uc002lhk.1_Missense_Mutation_p.P112SNM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GTATCTGTGGGTTCAGGGGAA0.537

- 4 1139 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GGGCAAAGTTCATAGTCACTG0.478

+ 4 674ZNF532_uc002lhp.2_Nonsense_Mutation_p.Q41*|ZNF532_uc010xeg.1_Nonsense_Mutation_p.Q41*|ZNF532_uc002lhr.2_Nonsense_Mutation_p.Q41*|ZNF532_uc002lhs.2_Nonsense_Mutation_p.Q41*NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2CCACATGAAGCAGAATGCTCA0.493

+ 4 2019ZNF532_uc002lhp.2_Missense_Mutation_p.S489N|ZNF532_uc010xeg.1_Missense_Mutation_p.S489N|ZNF532_uc002lhr.2_Missense_Mutation_p.S489N|ZNF532_uc002lhs.2_Missense_Mutation_p.S489NNM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2AGTGCCAGCAGCGCCATCATT0.547

+ 6 3149ZNF532_uc002lhp.2_Missense_Mutation_p.V866I|ZNF532_uc010xeg.1_Missense_Mutation_p.V866I|ZNF532_uc002lhr.2_Missense_Mutation_p.V866I|ZNF532_uc002lhs.2_Missense_Mutation_p.V866INM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2TCACTGTGAAGTCTTCTACAA0.453

- 1 217LMAN1_uc010xek.1_Missense_Mutation_p.G62ENM_005570 NP_005561 P49257 LMAN1_HUMANLumenal (Potential).|L-type lectin-like. 1GGGCACGGTCCCGTCGCTCTG0.687

- 5 582 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMANEGF-like; calcium-binding (Potential). 3ACATGTCTTCCCATCATCTTC0.453

- 1 1281 NM_005912 NP_005903 P32245 MC4R_HUMANHelical; Name=7; (Potential). 1ATCAGTATGAGATACAAGTTA0.408

+ 3 560CDH20_uc002lif.2_Missense_Mutation_p.S177FNM_031891 NP_114097 Q9HBT6 CAD20_HUMANExtracellular (Potential).|Cadherin 2. 5CCAGGTACCTCCGTCATCCAA0.498

+ 8 1508ZCCHC2_uc002lio.2_RNA|ZCCHC2_uc002liq.2_5'UTRNM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2TTGCAGCATGCCATAATCCAC0.318

+ 3 376SERPINB13_uc002ljd.2_5'UTR|SERPINB13_uc010xep.1_Missense_Mutation_p.A70T|SERPINB13_uc010xeq.1_5'UTR|SERPINB13_uc010xer.1_5'UTRNM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1AAGAATAAAGGCTGAAGAAAA0.408

+ 7 929SERPINB13_uc002ljd.2_Missense_Mutation_p.G118D|SERPINB13_uc010xep.1_Missense_Mutation_p.G263D|SERPINB13_uc010xeq.1_Missense_Mutation_p.G75D|SERPINB13_uc010xer.1_Missense_Mutation_p.G75DNM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1GACATCGATGGCCTGGAGAAG0.468

+ 9 1716CDH7_uc002lka.2_Missense_Mutation_p.G464E|CDH7_uc002lkb.2_Missense_Mutation_p.G464ENM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 4. 4TCTCAAGTAGGAAGAGGCTAT0.413

- 12 2120CDH19_uc010dql.1_RNA|CDH19_uc010xey.1_3'UTRNM_021153 NP_066976 Q9H159 CAD19_HUMANCytoplasmic (Potential). 2TATGGTACTACTCCTCAGCTC0.468

- 2 1766 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6TAAGGAATGGCCAATTGGAAC0.373

- 12 952TMX3_uc010xez.1_Missense_Mutation_p.V132INM_019022 NP_061895 Q96JJ7 TMX3_HUMANLumenal (Potential). 1TCTCTTGCAACTTCCTGAATA0.308

- 2 349NETO1_uc002lkx.1_Missense_Mutation_p.A21V|NETO1_uc002lky.1_Missense_Mutation_p.A22V|NETO1_uc002lkz.2_Missense_Mutation_p.A21VNM_138966 NP_620416 Q8TDF5 NETO1_HUMAN 4TTTCTTGGTTGCCCCAGACAA0.328

+ 1 314ZNF407_uc010xfc.1_Missense_Mutation_p.S86F|ZNF407_uc010dqu.1_Missense_Mutation_p.S86F|ZNF407_uc002llu.2_Missense_Mutation_p.S85FNM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2CCCCTTAAATCTGGAAAGCAA0.408

+ 4 4980ZNF407_uc010dqu.1_Nonsense_Mutation_p.W1641*NM_017757 NP_060227 Q9C0G0 ZN407_HUMANC2H2-type 17. 2CAGAGAAGTGGGCCCTGAACA0.468

+ 18 3206ZNF236_uc002lmj.2_RNANM_007345 NP_031371 Q9UL36 ZN236_HUMANC2H2-type 19. 4TGTGGACGCGGCTTTGTTTCC0.478

+ 2 1544SALL3_uc010dra.2_Missense_Mutation_p.S122NNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4TGGCTGGACAGCAAGCCCGTG0.711

+ 3 586 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8TTTGATCCAGGAGAGAAATAC0.318

- 5 712PPAP2C_uc002loh.2_Missense_Mutation_p.A226T|PPAP2C_uc002loj.2_Missense_Mutation_p.A149TNM_003712 NP_003703 O43688 LPP2_HUMANHelical; (Potential). 1AGGGCAAAGGCCACCAGGAAG0.607

+ 9 1060PALM_uc002lpn.1_Missense_Mutation_p.G245E|PALM_uc010xfu.1_Missense_Mutation_p.G154ENM_002579 NP_002570 O75781 PALM_HUMAN 0GGCCCGCCGGGGATCCAGCCC0.692

- 5 663LPPR3_uc010dru.1_Splice_Site_p.R112_splice|LPPR3_uc002lpw.1_Splice_Site_p.R200_splice|LPPR3_uc002lpy.1_Splice_SiteNM_024888 NP_079164 Q6T4P5 LPPR3_HUMAN 0GTCCGGCTCACCGTGCAGACA0.642

- 2 79 NM_006830 NP_006821 O14957 QCR10_HUMANHelical; (Potential). 2GTAGGCCGTCGGGACCCTGCG0.662

- 18 2201ATP8B3_uc002ltv.2_Missense_Mutation_p.C609Y|ATP8B3_uc002ltx.2_RNANM_138813 NP_620168 O60423 AT8B3_HUMANCytoplasmic (Potential). 0GGTGTACAGGCAGATGGCGCC0.657

- 14 1503MKNK2_uc002luq.1_Intron|MKNK2_uc010xgu.1_Missense_Mutation_p.G259R|MKNK2_uc010xgv.1_Missense_Mutation_p.G289R|MKNK2_uc002lur.2_Intron|MKNK2_uc002lut.1_3'UTRNM_199054 NP_951009 Q9HBH9 MKNK2_HUMAN 2TGGCCCTGCCCCGCGGCCTCC0.687

+ 5 1561ZNF554_uc002lwl.2_Missense_Mutation_p.E404KNM_001102651 NP_001096121 Q86TJ5 ZN554_HUMAN C2H2-type 6. 1CAACCAGCACGAGCGAACTCA0.542

- 12 1567PIP5K1C_uc010xhq.1_Splice_Site_p.G504_splice|PIP5K1C_uc010xhr.1_Splice_Site_p.G504_spliceNM_012398 NP_036530 O60331 PI51C_HUMAN 4CTGCCCCTCACCTTCGTCCTC0.711

+ 13 2499 NM_005483 NP_005474 Q13111 CAF1A_HUMAN Binds to p60. 2CGGCTCAAGCGGCTCATTTCC0.637

- 8 1305 NM_001013706 NP_001013728 Q00G26 PLIN5_HUMAN 0GCCTCCCAGGCTCTCTGCTGG0.716

- 5 449 NM_019107 NP_061980 Q969H8 CS010_HUMAN 0CCTTTCAAATGCGGCTTTAGA0.453

+ 1 854 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN ANK 7. 0CCAGGAGCAGCCCGGCCAGGA0.697

- 14 2258PTPRS_uc002mbu.1_Intron|PTPRS_uc010xin.1_Intron|PTPRS_uc002mbw.2_Missense_Mutation_p.P662L|PTPRS_uc002mbx.2_Intron|PTPRS_uc002mby.2_IntronNM_002850 NP_002841 Q13332 PTPRS_HUMANExtracellular (Potential).|Fibronectin type-III 4. 4GGTGGTCGGGGGGATGCCGTT0.672

- 21 2989 NM_014649 NP_055464 Q14151 SAFB2_HUMANInteracts with SAFB1.|Gly-rich. 0GCTGGCCACTCCGCCACCTTC0.502

- 4 467 NM_133492 NP_597999 Q8TDN7 ACER1_HUMANHelical; (Potential). 0AAGGGTGCTGACCACAGTGGT0.597



+ 3 430 NM_006012 NP_006003 Q16740 CLPP_HUMAN 1TATCGCACAGCTCCTCTTCCT0.582

- 2 313 NM_000064 NP_000055 P01024 CO3_HUMAN 5GGTGACGTTGCCCATGTGGTT0.488

+ 11 1271TRIP10_uc010dux.1_Missense_Mutation_p.R346Q|TRIP10_uc002mfr.2_Missense_Mutation_p.R346Q|TRIP10_uc010duy.2_RNA|TRIP10_uc010duz.2_Missense_Mutation_p.R165QNM_004240 NP_004231 Q15642 CIP4_HUMANInteraction with CDC42.|Interaction with PDE6G (By similarity).1CAGCGAAAACGGCTTCAACAG0.532

- 3 765INSR_uc002mge.1_Missense_Mutation_p.C219Y|INSR_uc002mgf.2_Missense_Mutation_p.C219YNM_000208 NP_000199 P06213 INSR_HUMAN Cys-rich. 12GATGGTCGGGCAAACTGgaga0.393

+ 3 386PNPLA6_uc002mgq.1_Missense_Mutation_p.G16E|PNPLA6_uc010xjp.1_Missense_Mutation_p.G16E|PNPLA6_uc002mgr.1_Missense_Mutation_p.G16E|PNPLA6_uc002mgs.2_Missense_Mutation_p.G55ENM_006702 NP_006693 Q8IY17 PLPL6_HUMANHelical; (Potential). 3GTGATGATCGGGGCCGGAGTG0.701

- 4 384CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.Q82R|CD209_uc002mhr.2_Missense_Mutation_p.Q82R|CD209_uc002mhs.2_Missense_Mutation_p.Q82R|CD209_uc002mhu.2_Missense_Mutation_p.Q106R|CD209_uc010dvq.2_Missense_Mutation_p.Q106R|CD209_uc002mhq.2_Missense_Mutation_p.Q106R|CD209_uc002mhv.2_Missense_Mutation_p.Q82R|CD209_uc002mhx.2_Missense_Mutation_p.Q62R|CD209_uc002mhw.2_Missense_Mutation_p.Q62R|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMAN1.|Extracellular (Probable).|7 X approximate tandem repeats.1AGCCTTCAGCTGGGTCAGCTC0.562

- 46 5926 NM_032447 NP_115823 Q75N90 FBN3_HUMAN 11TGGACACTCACCAATGCAGTG0.438

- 8 997 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 2. 11GGGCCAGCTGCCCAGCACCTG0.682

+ 4 704MARCH2_uc002mjw.2_Missense_Mutation_p.A88V|MARCH2_uc002mjx.2_Missense_Mutation_p.A88VNM_016496 NP_057580 Q9P0N8 MARH2_HUMANRING-CH-type. 2ACGCTGGGTGCCGTGCATAAG0.597

+ 12 1200HNRNPM_uc010xke.1_Splice_Site_p.E320_splice|HNRNPM_uc010dwd.2_Splice_Site_p.E335_splice|HNRNPM_uc002mka.2_Splice_Site_p.E239_spliceNM_005968 NP_005959 P52272 HNRPM_HUMAN 0AGGATAAATGGTAAGCATCGT0.493

+ 1 136 NM_001004699 NP_001004699 Q8NG97 OR2Z1_HUMANHelical; Name=1; (Potential). 2CACCGTTCTTCTCTTCTTGAT0.557

+ 1 802 NM_001004699 NP_001004699 Q8NG97 OR2Z1_HUMANExtracellular (Potential). 2CTACCACAGTCCACAGCAGGA0.542

- 39 39220MUC16_uc010dwi.2_5'Flank|MUC16_uc010dwj.2_5'Flank|MUC16_uc010xki.1_IntronNM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential). 57AGAGGAACAGCTGCTGTAGTG0.448

- 3 26086 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57TCAGACGTGGCTAATATTTCA0.458

- 3 21859 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GTTGTATCCTCCTGGGTGGAG0.483

- 3 18095 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CTTCCTCCTGCCAGAGGTGAG0.483

- 1 9388 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GGCTGCCTTGCCATGGAAGGC0.483

- 1 8536 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57TCAAGCCCAGCTGATGAGTCT0.512

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AACTATGGGGGAAGTGGTTGG0.473

- 1 7145 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CCTTCTCTCTCCCAGTGTAAT0.483

- 1 541 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTCCTAGAGGGAGTTCCATTG0.517

+ 7 1740ZNF317_uc002mkv.2_Missense_Mutation_p.R348W|ZNF317_uc002mkw.2_Missense_Mutation_p.R457W|ZNF317_uc002mkx.2_Missense_Mutation_p.R404W|ZNF317_uc002mky.2_Missense_Mutation_p.R372WNM_020933 NP_065984 Q96PQ6 ZN317_HUMANC2H2-type 10. 0CTATTTATCCCGGCGGAGGCA0.552

+ 7 2155ZNF559_uc002mlf.2_Missense_Mutation_p.T272I|ZNF559_uc010dwl.1_Missense_Mutation_p.T272I|ZNF559_uc010xkn.1_Missense_Mutation_p.T495I|ZNF559_uc010dwm.1_3'UTR|ZNF559_uc002mle.3_Missense_Mutation_p.T567I|ZNF559_uc010dwk.1_Missense_Mutation_p.T272I|ZNF559_uc002mld.2_3'UTR|ZNF559_uc010dwo.1_Intron|ZNF177_uc002mli.2_Intron|ZNF177_uc002mlj.2_IntronNM_032497 NP_115886 Q9BR84 ZN559_HUMANC2H2-type 13. 1AAAGCCTTTACTCGGTCCACA0.438

- 10 1793ZNF560_uc010dwr.1_Missense_Mutation_p.S422FNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6AAGACAGGCAGAAGAGGTAAA0.383

- 10 1135ZNF560_uc010dwr.1_Missense_Mutation_p.A203TNM_152476 NP_689689 Q96MR9 ZN560_HUMANC2H2-type 1; degenerate. 6TTCCTGTGTGCTTCAAGGTAT0.403

- 3 571ZNF846_uc010xky.1_RNA|ZNF846_uc010xkz.1_RNA|ZNF846_uc010dww.2_Intron|ZNF846_uc002mmc.1_5'UTRNM_001077624 NP_001071092 Q147U1 ZN846_HUMAN KRAB. 1AAGTCCACAGCCACATCCTCA0.423

- 26 2143 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10GCCCTCATGTCCTGGGTGACC0.592

- 5 788TYK2_uc010dxe.2_Intron|TYK2_uc002mod.2_Missense_Mutation_p.T137INM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9CCCCTGTGCTGTCTGATCTGA0.557 rs149044054

- 6 936CDC37_uc002moe.1_Missense_Mutation_p.A229T|CDC37_uc010dxf.1_Missense_Mutation_p.A111T|CDC37_uc002mog.1_Intron|CDC37_uc002moh.2_Missense_Mutation_p.A274TNM_007065 NP_008996 Q16543 CDC37_HUMAN 0TCCTTCATGGCCTTCTCGATG0.662

+ 14 1892PDE4A_uc002mok.2_Missense_Mutation_p.P569L|PDE4A_uc002mol.2_Missense_Mutation_p.P534L|PDE4A_uc002mom.2_Missense_Mutation_p.P356L|PDE4A_uc002mon.2_Missense_Mutation_p.P50L|PDE4A_uc002moo.2_Missense_Mutation_p.P261LNM_001111307 NP_001104777 P27815 PDE4A_HUMAN Catalytic. 3CTCAGCAACCCCACCAAGCCG0.617

+ 4 589ILF3_uc002mpm.2_Missense_Mutation_p.G91E|ILF3_uc002mpl.2_Missense_Mutation_p.G91E|ILF3_uc002mpk.2_Missense_Mutation_p.G91E|ILF3_uc010xli.1_Intron|ILF3_uc002mpo.2_Missense_Mutation_p.G91ENM_012218 NP_036350 Q12906 ILF3_HUMAN 3ACCCTGCGGGGAGTGATGCGG0.602

- 3 570 NM_006858 NP_006849 Q13445 TMED1_HUMANExtracellular (Potential). 4TTGATGTCCTCCATTTTAACA0.592

+ 25 3670SMARCA4_uc010dxp.2_Missense_Mutation_p.T1129I|SMARCA4_uc010dxo.2_Missense_Mutation_p.T1129I|SMARCA4_uc002mqg.1_Missense_Mutation_p.T1129I|SMARCA4_uc010dxq.2_Missense_Mutation_p.T1129I|SMARCA4_uc010dxr.2_Missense_Mutation_p.T1129I|SMARCA4_uc002mqj.3_Missense_Mutation_p.T1129I|SMARCA4_uc010dxs.2_Missense_Mutation_p.T1129I|SMARCA4_uc010dxt.1_Missense_Mutation_p.T349I|SMARCA4_uc002mqh.3_Missense_Mutation_p.T252I|SMARCA4_uc002mqi.1_Missense_Mutation_p.T332INM_003072 NP_003063 P51532 SMCA4_HUMANHelicase C-terminal. 67CCGTCAGGAACCACGAAGGCG0.627

+ 6 754TSPAN16_uc002mqu.1_RNA|uc002mqw.1_IntronNM_012466 NP_036598 Q9UKR8 TSN16_HUMANCytoplasmic (Potential). 1GTTTCCTCAGGGCTGTTTCCA0.507

- 3 435RGL3_uc002mrn.2_Splice_Site|RGL3_uc002mrm.2_Splice_Site|RGL3_uc002mro.2_Splice_Site_p.G124_splice|RGL3_uc002mrq.2_Silent_p.G124GNM_001035223 NP_001030300 Q3MIN7 RGL3_HUMAN 1TCGCTACTGACCCGGGAGGTG0.627

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 2 204ZNF763_uc010xmf.1_Missense_Mutation_p.E37K|ZNF763_uc002msv.2_Missense_Mutation_p.E20K|ZNF763_uc010xmg.1_IntronNM_001012753 NP_001012771 Q0D2J5 ZN763_HUMAN KRAB. 1CACCCAGGAGGAGTGGGCTTT0.512

- 4 1619 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 12. 0CATACACTGGGATAAACAAAG0.378

+ 4 1477ZNF791_uc010xml.1_Missense_Mutation_p.P407S|ZNF791_uc010dyu.1_Missense_Mutation_p.P330S|ZNF791_uc010xmm.1_Missense_Mutation_p.P330SNM_153358 NP_699189 Q3KP31 ZN791_HUMAN 2TGGAGACGGACCTTATAAATG0.418

+ 9 1041MAST1_uc002mvk.2_Missense_Mutation_p.A301TNM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7CCTGCTGGAGGCGGCCGAAGG0.642

+ 1 171 NM_004343 NP_004334 P27797 CALR_HUMAN N-domain. 1TCTGGACGGAGGTAACGCCTG0.677

+ 6 1603 NM_052876 NP_443108 Q96RE7 NACC1_HUMAN 0GATGCCCAAGGTCAAGGTGCT0.597

- 22 4021CACNA1A_uc010dzc.2_Missense_Mutation_p.A787D|CACNA1A_uc002mwy.3_Missense_Mutation_p.A1261D|CACNA1A_uc010xne.1_Missense_Mutation_p.A790DNM_001127221 NP_001120693 O00555 CAC1A_HUMANExtracellular (Potential).|III. 2GTCCTCGGCGGCCAGGGCGAT0.602

+ 7 1385ZSWIM4_uc010xng.1_Missense_Mutation_p.G322DNM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2CTCCAGAAGGGCTCCACCTGC0.627

+ 11 2087ZSWIM4_uc010xng.1_Missense_Mutation_p.S556FNM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2GTACTGGGCTCCATCCAGCAG0.647

+ 1 288 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1GCCAGTGCCGGGACCCAAGGA0.657

- 6 1047C19orf57_uc002mxk.1_Missense_Mutation_p.G212R|C19orf57_uc002mxm.1_IntronNM_024323 NP_077299 Q0VDD7 CS057_HUMAN 3GAGGAGCATCCCAGGCTGCTA0.662



+ 8 1213CC2D1A_uc002mxn.2_Missense_Mutation_p.P204L|CC2D1A_uc002mxp.2_Missense_Mutation_p.P305L|CC2D1A_uc010dzh.2_5'UTR|CC2D1A_uc002mxq.1_5'UTRNM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN Pro-rich. 0CGGGGTGAGCCCGTGGACCTC0.597

+ 14 1893CC2D1A_uc002mxp.2_Missense_Mutation_p.P532S|CC2D1A_uc010dzh.2_Missense_Mutation_p.P101S|CC2D1A_uc002mxq.1_Missense_Mutation_p.P177SNM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0GGGACTGGAGCCTATGCTGGA0.627

+ 25 2882CC2D1A_uc002mxp.2_Splice_Site_p.K860_splice|CC2D1A_uc010dzh.2_Splice_Site_p.K430_spliceNM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0GGAGCGGAAGGTGGGTATCCA0.612

- 3 672RFX1_uc010dzi.2_Missense_Mutation_p.V134MNM_002918 NP_002909 P22670 RFX1_HUMAN 2TGCTGAACCACCTGAGTAGGA0.726

+ 3 647 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential). 0CACAGCCGTTCCAACAAAACC0.557

+ 3 676 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential). 0GGCAGTGGCAGCCGGACGGAG0.617

+ 7 1366 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential). 0CCTCTCTTTGGTCTGCTTGGG0.597

+ 8 1391 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0GCCTCTGCCCCCCGTAGCGTG0.632

- 2 360DNAJB1_uc010xnr.1_Missense_Mutation_p.G7DNM_006145 NP_006136 P25685 DNJB1_HUMAN 0ATTTCTGCCACCGAAGAACTC0.567

- 20 2891EMR2_uc010dzs.1_Missense_Mutation_p.A271V|EMR2_uc010xnw.1_Missense_Mutation_p.A754V|EMR2_uc002mzo.1_Missense_Mutation_p.A801V|EMR2_uc002mzq.1_Missense_Mutation_p.A752V|EMR2_uc002mzr.1_Missense_Mutation_p.A763V|EMR2_uc002mzs.1_Missense_Mutation_p.A670V|EMR2_uc002mzt.1_Missense_Mutation_p.A708V|EMR2_uc002mzu.1_Missense_Mutation_p.A719VNM_013447 NP_038475 Q9UHX3 EMR2_HUMANCytoplasmic (Potential). 4GTCAGCCTTAGCACTGCTGGA0.522

- 1 920 NM_198944 NP_945182 O76099 OR7C1_HUMANCytoplasmic (Potential). 2AAATGTTGCCCTACTGAGGAG0.502

+ 8 2007SYDE1_uc002nai.1_Missense_Mutation_p.G592E|SYDE1_uc002naj.1_Missense_Mutation_p.G316ENM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2AGCGTTTGCGGGCGGGACTTC0.706

- 10 1285ILVBL_uc010xof.1_Missense_Mutation_p.G29E|ILVBL_uc010dzw.2_Nonsense_Mutation_p.W281*NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2CCTGGGGCTTCCAGAAGATGT0.557

- 11 1857NOTCH3_uc002nao.1_Missense_Mutation_p.G594DNM_000435 NP_000426 Q9UM47 NOTC3_HUMANExtracellular (Potential).|EGF-like 15; calcium-binding (Potential).21GCATTTGCCGCCATGGCGGCA0.657

- 5 565AKAP8L_uc002nax.1_RNA|AKAP8L_uc010xoh.1_Missense_Mutation_p.A95T|AKAP8L_uc002nay.1_Missense_Mutation_p.A156T|AKAP8L_uc002naz.2_Missense_Mutation_p.A4TNM_014371 NP_055186 Q9ULX6 AKP8L_HUMAN 1CCCTCATAGGCCATTTCCATC0.622

- 7 808RASAL3_uc010eaa.1_5'FlankNM_022904 NP_075055 Q86YV0 RASL3_HUMAN PH. 0CCGCTCGGCACCCAGGTCCAG0.637

+ 12 1419 NM_023944 NP_076433 7AGCAAGGGGAGGTCACCTCTG0.557

+ 1 520 NM_013939 NP_039227 O60403 O10H2_HUMANExtracellular (Potential). 3TTCCAACTGACTTTCTGTGGA0.577

+ 1 841 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMANHelical; Name=7; (Potential). 1CACCTACACGGTCCTCACACC0.537

- 7 762CYP4F2_uc010xot.1_Missense_Mutation_p.E89K|CYP4F2_uc010xou.1_Missense_Mutation_p.E89KNM_001082 NP_001073 P78329 CP4F2_HUMAN 2AGGAGGATCTCATGGTGTCTT0.512

+ 6 785TPM4_uc002ndi.2_Missense_Mutation_p.E218K|TPM4_uc002ndk.1_Missense_Mutation_p.E92KNM_003290 NP_003281 P67936 TPM4_HUMAN By similarity. 13TTCTGAAAAGGAGGACAAATA0.353

- 3 121CIB3_uc010eae.2_5'UTR|CIB3_uc010eaf.2_Intron|CIB3_uc010eag.2_IntronNM_054113 NP_473454 Q96Q77 CIB3_HUMAN 1AGGGGCACGAGCTGTGGGGCC0.592

+ 5 646AP1M1_uc002ndv.2_Missense_Mutation_p.S158F|AP1M1_uc010xpd.1_Missense_Mutation_p.S158FNM_032493 NP_115882 Q9BXS5 AP1M1_HUMAN 4AACGCGGTGTCCTGGCGGTCC0.572

- 20 2156EPS15L1_uc002ndx.2_Missense_Mutation_p.S717F|EPS15L1_uc002ndy.2_RNA|EPS15L1_uc010xpe.1_Missense_Mutation_p.S607F|EPS15L1_uc010xpf.1_Missense_Mutation_p.S620F|EPS15L1_uc002nea.1_Missense_Mutation_p.S717F|EPS15L1_uc010eah.1_Missense_Mutation_p.S719FNM_021235 NP_067058 Q9UBC2 EP15R_HUMAN15 X 3 AA repeats of D-P-F. 5TCCTTTTGAGGAGACACTGGA0.473

- 12 2122MED26_uc002nee.2_Intron|CHERP_uc010xpg.1_Missense_Mutation_p.S222NNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN 2CAGCCTCTCGCTGGGCGGCAT0.652

- 9 1317MED26_uc002nee.2_Intron|CHERP_uc010xpg.1_5'FlankNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2TTGTTTGGTGGGATCTGGTCG0.537

- 9 1216MED26_uc002nee.2_Intron|CHERP_uc010xpg.1_5'FlankNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2CTGGATGGGAGGCTTGCTGTC0.512

- 6 1166MED26_uc002nee.2_IntronNM_024881 NP_079157 Q96K37 S35E1_HUMAN 2GTTGTTGCGGCCGTACTGATA0.567

- 31 4242CPAMD8_uc002nfd.1_5'FlankNM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GTGCCCTTGTCCACGTCCCAG0.582

- 8 785 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13CAAAAATGAACCATTCTCCCA0.413

- 9 1545USHBP1_uc002nfr.1_Missense_Mutation_p.E104K|USHBP1_uc002nft.1_RNA|USHBP1_uc010xpk.1_Missense_Mutation_p.E414KNM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN Potential. 1TGTGTCTTCTCCAGTCGGGGA0.602

+ 2 612SLC27A1_uc002ngt.1_Intron|SLC27A1_uc010xpp.1_5'UTRNM_198580 NP_940982 Q6PCB7 S27A1_HUMANCytoplasmic (Potential). 0AATGGTGGCGGGTGAGGCCAG0.731

+ 7 1065SLC27A1_uc002ngt.1_Missense_Mutation_p.E71K|SLC27A1_uc010xpp.1_Missense_Mutation_p.E160K|SLC27A1_uc002ngv.1_5'UTRNM_198580 NP_940982 Q6PCB7 S27A1_HUMANSufficient for oligomerization (By similarity).|Cytoplasmic (Potential).0GTACATCGGGGAGATCTGCCG0.701

- 11 1613JAK3_uc010ebh.2_RNA|JAK3_uc002nho.2_Nonsense_Mutation_p.Q505*|JAK3_uc010xpx.1_3'UTRNM_000215 NP_000206 P52333 JAK3_HUMAN 56AGCTGGTATTGGGATTGGGGC0.542

+ 5 1002 NM_000453 NP_000444 Q92911 SC5A5_HUMANExtracellular (Potential). 4GCCCCGCCAGGTGCTCACGCT0.577

+ 6 1159 NM_000453 NP_000444 Q92911 SC5A5_HUMANCytoplasmic (Potential). 4CGCTACGTGGCTTGCCGCACA0.617

+ 5 855ARRDC2_uc002nhu.2_Missense_Mutation_p.A233TNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1GCAGAAACGGGCAGTGGTGGC0.711

+ 5 885ARRDC2_uc002nhu.2_Missense_Mutation_p.V243MNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1GGGCGAGCCGGTGGGCCCCGG0.711

+ 6 1012ARRDC2_uc002nhu.2_Missense_Mutation_p.G285ENM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1GATATCCCAGGAACGTCCAAG0.632

+ 17 1829 NM_015016 NP_055831 O60307 MAST3_HUMANProtein kinase. 5CCAGCAGACGCCCAGGACCTC0.602

+ 27 3877 NM_015016 NP_055831 O60307 MAST3_HUMAN 5ACAGATCGCCGTGGAGGGCGA0.622

+ 2 272MPV17L2_uc010ebj.2_Missense_Mutation_p.P10SNM_032683 NP_116072 Q567V2 M17L2_HUMANHelical; (Potential). 0CAGCATGGGTCCCTTCCTGCA0.592

- 1 1397LRRC25_uc002nix.2_Missense_Mutation_p.A252VNM_145256 NP_660299 Q8N386 LRC25_HUMANCytoplasmic (Potential). 0CTGGTGCTCGGCTGCTGGCTG0.473

- 6 906FKBP8_uc002nji.1_Missense_Mutation_p.A103T|FKBP8_uc010xqi.1_Missense_Mutation_p.A294T|FKBP8_uc002njj.1_Missense_Mutation_p.A266T|FKBP8_uc002njl.1_Missense_Mutation_p.A266T|FKBP8_uc002njm.1_Missense_Mutation_p.A265T|FKBP8_uc010ebr.1_Missense_Mutation_p.A104T|FKBP8_uc002njn.2_RNANM_012181 NP_036313 Q14318 FKBP8_HUMAN 1AGGAGCTGTGCCTCCTCCTCG0.647

+ 14 1886CRTC1_uc010ebv.2_Missense_Mutation_p.L616F|CRTC1_uc010ebw.2_Missense_Mutation_p.L436F|CRTC1_uc002nkc.3_Missense_Mutation_p.L298FNM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN 519CCTGGACGAACTCAAGATCGA0.637

- 7 2597SFRS14_uc002nkz.1_Nonsense_Mutation_p.W831*|SFRS14_uc002nla.1_Nonsense_Mutation_p.W817*|SFRS14_uc002nlb.2_Nonsense_Mutation_p.W817*|SFRS14_uc010xqk.1_Nonsense_Mutation_p.W586*NM_014884 NP_055699 Q8IX01 SUGP2_HUMANSURP motif 2. 0CATGTAGAAACCTGGGGCACA0.413

- 3 1644SFRS14_uc002nkz.1_Missense_Mutation_p.E514K|SFRS14_uc002nla.1_Missense_Mutation_p.E500K|SFRS14_uc002nlb.2_Missense_Mutation_p.E500K|SFRS14_uc010xqk.1_Missense_Mutation_p.E269KNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0CCGACAGCTTCTAAGATTTTC0.507



+ 2 515GATAD2A_uc010xqu.1_5'UTR|GATAD2A_uc010xqv.1_Missense_Mutation_p.A87V|GATAD2A_uc010xqw.1_5'UTRNM_017660 NP_060130 Q86YP4 P66A_HUMAN 0GAGGCCACGGCCATGGCCATG0.627

+ 4 790GATAD2A_uc010xqu.1_Intron|GATAD2A_uc010xqv.1_Missense_Mutation_p.V179M|GATAD2A_uc010xqw.1_Missense_Mutation_p.V17MNM_017660 NP_060130 Q86YP4 P66A_HUMAN Potential. 0AGCAAAACTCGTGTTGTTGAA0.522

- 6 500GMIP_uc010xrb.1_Missense_Mutation_p.S128N|GMIP_uc010xrc.1_Missense_Mutation_p.S128NNM_016573 NP_057657 Q9P107 GMIP_HUMAN 1CTTCATGGTGCTCTTAGCAAA0.607

+ 2 213ZNF253_uc002nok.2_Intron|ZNF253_uc002nol.2_IntronNM_021047 NP_066385 O75346 ZN253_HUMAN KRAB. 0CAGAAACTTGGTCTTCCTTGG0.358

+ 4 955 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1TCATACTGGAGAGAAACCCTA0.368

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AATTCATACTGGAGAGAAACC0.353

+ 4 1801 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1TGGAGAGAAACCTTATAGATG0.378

+ 4 1740ZNF90_uc002nos.1_Intron|ZNF90_uc002not.1_IntronNM_007138 NP_009069 Q03938 ZNF90_HUMAN 2CATACTGGAGCGAAACCCTAC0.408

- 4 1010 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1AGTATGAATTATCTTATGTGT0.413

- 4 1127ZNF626_uc002npc.1_Missense_Mutation_p.Y250SNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN C2H2-type 6. 1AGTAAGGGTATAGGAGTACTT0.383

+ 6 1631ZNF714_uc002npl.2_Missense_Mutation_p.L269P|ZNF714_uc010ecp.1_Missense_Mutation_p.L375P|ZNF714_uc002npn.2_RNANM_182515 NP_872321 Q96N38 ZN714_HUMAN 0GGAGAGAAACTCTACAAATGT0.368

+ 2 291ZNF493_uc002npw.2_Missense_Mutation_p.C132Y|ZNF493_uc002npy.2_Missense_Mutation_p.C4YNM_175910 NP_787106 Q6ZR52 ZN493_HUMAN 1ATGAATGAGTGTAATGTGCAC0.294

+ 2 1311ZNF493_uc002npw.2_Missense_Mutation_p.R472Q|ZNF493_uc002npy.2_Missense_Mutation_p.R344QNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 12. 1GCTTTTAAACGATCTTCAACC0.333

+ 2 1423ZNF493_uc002npw.2_Missense_Mutation_p.I509M|ZNF493_uc002npy.2_Missense_Mutation_p.I381MNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1 TACATAAAATAATTCATACTG0.323

- 4 1778ZNF43_uc010ecv.2_Missense_Mutation_p.F544I|ZNF43_uc002nql.2_Missense_Mutation_p.F544I|ZNF43_uc002nqm.2_Missense_Mutation_p.F544I|ZNF43_uc002nqk.2_Missense_Mutation_p.F480INM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 14. 2AGGATTGAGAAATGGTTAAAA0.383

- 5 2059ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7CTTATGTTTAGTAAGGACTGA0.368

- 5 1794ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGGGTTGAGACCTTAATAAAG0.388

- 5 1710ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGGGTTGAGACCTTACTAAAG0.368

- 5 1651ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGTATGAATTCTCTTATGTTT0.353

- 3 325ZNF208_uc002nqo.1_Missense_Mutation_p.G59E|ZNF208_uc002nqq.2_RNANM_007153 NP_009084 7GGACTCTTTTCCTTCCTCCAG0.413

- 4 1483 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 10. 2AGTATGAATTATCTTATGTGT0.363

- 7 2699 NM_001080409 NP_001073878 2AAGGGTCGAGAAATTGTTAAA0.353 rs55891931

- 4 1821ZNF91_uc002nrd.2_5'Flank|ZNF91_uc010xrj.1_Missense_Mutation_p.G538RNM_003430 NP_003421 Q05481 ZNF91_HUMAN 0AGTTTCTTTCCAGCATGAATT0.323

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2TGAGGATTGGATAAAAGCTTT0.368

- 4 1655ZNF681_uc002nrl.3_Missense_Mutation_p.S436P|ZNF681_uc002nrj.3_Missense_Mutation_p.S436PNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0CATTTGTAGGATTTCTCTCCA0.373

- 4 1313ZNF681_uc002nrl.3_Missense_Mutation_p.E322K|ZNF681_uc002nrj.3_Missense_Mutation_p.E322KNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0TAGGGTTTCTCTCCAGTATGA0.408

+ 3 2333ZNF536_uc010edd.1_Missense_Mutation_p.S732FNM_014717 NP_055532 O15090 ZN536_HUMAN 11GCTGGGAGATCTGCCGGCGTC0.567

+ 3 1207ZNF507_uc002ntc.2_Missense_Mutation_p.S312N|ZNF507_uc010xrn.1_Missense_Mutation_p.S312N|ZNF507_uc002ntd.2_Missense_Mutation_p.S312NNM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5ATTGGAGAGAGTGAACTGAGT0.478

+ 4 417DPY19L3_uc002nth.1_Missense_Mutation_p.V81MNM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4GTTTTAGGAAGTGGAGCGAGA0.403

- 6 607RHPN2_uc010xro.1_Missense_Mutation_p.V30I|RHPN2_uc002nue.2_IntronNM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6CGACTCTCGACAAAGCCCAGC0.587

+ 5 740 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN WD 3. 3AACATCACCACCGTTTCCGTC0.502

+ 3 605CHST8_uc002nut.3_Missense_Mutation_p.P34S|CHST8_uc002nuu.2_Missense_Mutation_p.P34SNM_001127895 NP_001121367 Q9H2A9 CHST8_HUMANLumenal (Potential). 4CCTGCAGGACCCTACGGAGCT0.632

+ 5 563KCTD15_uc002nuv.2_Nonsense_Mutation_p.Q99*|KCTD15_uc002nuw.3_Nonsense_Mutation_p.Q99*|KCTD15_uc010xrt.1_Nonsense_Mutation_p.Q99*|KCTD15_uc002nux.3_Nonsense_Mutation_p.Q99*NM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN BTB. 1CAGTTTGAAGCAACATTATTT0.537

+ 5 648KCTD15_uc002nuv.2_Missense_Mutation_p.D127V|KCTD15_uc002nuw.3_Missense_Mutation_p.D127V|KCTD15_uc010xrt.1_Missense_Mutation_p.D127V|KCTD15_uc002nux.3_Missense_Mutation_p.D127VNM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN 1CTTCCGGATGACTTTAAGGTA0.532

+ 10 2883 NM_014686 NP_055501 O15063 K0355_HUMAN 1AATTCTGCTGCCACAGCCATG0.577

+ 10 2997 NM_014686 NP_055501 O15063 K0355_HUMAN 1CCTCTGACACCCCAGCCGGGA0.632

+ 10 3293 NM_014686 NP_055501 O15063 K0355_HUMAN 1GAAGCCGCAGGGACCTAGAAA0.502

+ 4 689 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1CAGAGAGAAGGCATTGCCATG0.507

+ 10 977UBA2_uc010xrx.1_Missense_Mutation_p.P176S|UBA2_uc002nvl.2_Missense_Mutation_p.P207SNM_005499 NP_005490 Q9UBT2 SAE2_HUMAN 1ACAGAATGAACCCCAGTTAGG0.358

- 4 1872ZNF599_uc010edm.1_Missense_Mutation_p.T458INM_001007248 NP_001007249 Q96NL3 ZN599_HUMANC2H2-type 11. 2CATGTGTCGAGTGAAGGAAGA0.423

+ 5 1741ZNF30_uc002nxf.2_Missense_Mutation_p.P374S|ZNF30_uc010edq.1_Missense_Mutation_p.P456S|ZNF30_uc010edr.1_Missense_Mutation_p.P456SNM_194325 NP_919306 P17039 ZNF30_HUMAN 2TGGAGAGAAACCCTATGAGTG0.443

+ 10 1198GRAMD1A_uc002nxi.1_Missense_Mutation_p.G441E|GRAMD1A_uc002nxk.2_Missense_Mutation_p.G347E|GRAMD1A_uc002nxl.2_Missense_Mutation_p.G120E|GRAMD1A_uc010xsf.1_Missense_Mutation_p.G359E|GRAMD1A_uc002nxm.1_RNA|GRAMD1A_uc002nxn.1_5'FlankNM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0TCATCCACTGGGGAGGAAGGT0.607

+ 3 242USF2_uc010xss.1_Missense_Mutation_p.E45K|USF2_uc002nyr.1_Missense_Mutation_p.E45K|USF2_uc002nys.1_5'UTR|USF2_uc002nyt.1_Missense_Mutation_p.E45K|USF2_uc002nyu.1_5'UTR|USF2_uc002nyv.1_5'UTRNM_003367 NP_003358 Q15853 USF2_HUMAN 0AGGAGCGGAGGAGCAGACAGC0.517

+ 5 991CD22_uc010xst.1_Missense_Mutation_p.G133E|CD22_uc010edu.2_Missense_Mutation_p.G305E|CD22_uc010edv.2_Missense_Mutation_p.G305E|CD22_uc002nzb.3_Intron|CD22_uc010edx.2_RNANM_001771 NP_001762 P20273 CD22_HUMANExtracellular (Potential).|Ig-like C2-type 2. 9GACCAGAGTGGGAAGTACTGC0.582

- 3 714SBSN_uc002oad.1_Missense_Mutation_p.G558ENM_198538 NP_940940 Q6UWP8 SBSN_HUMANAla/Gly/His-rich. 1TGTGGCCCCTCCTTGATGGCT0.602

+ 2 464ETV2_uc002oar.2_Missense_Mutation_p.A9T|ETV2_uc002oat.2_Intron|ETV2_uc002oau.2_Missense_Mutation_p.A9TNM_014209 NP_055024 O00321 ETV2_HUMAN 0CTGGGATGAGGCATCCCCACA0.602

+ 18 1854ARHGAP33_uc002obs.1_Missense_Mutation_p.S590N|ARHGAP33_uc002obt.1_Missense_Mutation_p.S454N|ARHGAP33_uc010eel.2_Missense_Mutation_p.S178N|ARHGAP33_uc002obv.1_Missense_Mutation_p.S178NNM_052948 NP_443180 O14559 RHG33_HUMAN 4GGGGGCAGCAGCTGGAAGACG0.672



+ 21 2900ARHGAP33_uc002obt.1_Missense_Mutation_p.P936S|ARHGAP33_uc010eel.2_Intron|ARHGAP33_uc002obv.1_Missense_Mutation_p.P688SNM_052948 NP_443180 O14559 RHG33_HUMAN 4CTATTCTGGCCCCACCCGCTC0.647

- 29 3615 NM_004646 NP_004637 O60500 NPHN_HUMANBinds to NPHS2.|Cytoplasmic (Potential). 5TGTCTTCAGGCCAGTGGAGGT0.547

- 18 2425 NM_004646 NP_004637 O60500 NPHN_HUMANIg-like C2-type 7.|Extracellular (Potential). 5CCAGCCTGGGCCAGTTTGGCA0.597

- 5 621 NM_133466 NP_597723 Q8N141 ZFP82_HUMAN 2TCTCTCCTGTCCTTCAATTTT0.388

- 4 1442ZNF260_uc002oed.1_Missense_Mutation_p.A197T|ZNF260_uc010eey.1_Missense_Mutation_p.A197T|ZNF260_uc002oef.1_Missense_Mutation_p.A197TNM_001012756 NP_001012774 Q3ZCT1 ZN260_HUMAN C2H2-type 6. 0TGGCTAAAAGCTTTTCCACAC0.398

- 6 1714ZNF461_uc002oen.2_Missense_Mutation_p.P465S|ZNF461_uc010xtj.1_Missense_Mutation_p.P473SNM_153257 NP_694989 Q8TAF7 ZN461_HUMAN 0CATTCATAGGGTTTCTCACCA0.393

- 5 1324 uc002oev.1_Intron NM_206894 NP_996777 Q6PG37 ZN790_HUMAN C2H2-type 8. 2CCAAATATAGGCTTTCCCACA0.413

+ 3 1330ZNF345_uc002oey.3_Missense_Mutation_p.E318K|ZNF345_uc002oez.2_IntronNM_003419 NP_003410 Q14585 ZN345_HUMANC2H2-type 10. 1TGAGTGTAAGGAGTGTGAGAA0.403

- 3 129uc002ogm.2_Intron|uc002ogn.2_Intron|ZNF540_uc002ogo.2_Intron|ZNF540_uc002ogp.2_Intron|ZNF540_uc002ogq.2_Intron|ZNF571_uc002ogr.1_Missense_Mutation_p.D10N|ZNF571_uc010efp.2_Missense_Mutation_p.D10NNM_016536 NP_057620 Q7Z3V5 ZN571_HUMAN KRAB. 0ATGGCCACATCCCTGAAAGTC0.443

- 5 1396ZNF607_uc002ohb.1_Missense_Mutation_p.G266DNM_032689 NP_116078 Q96SK3 ZN607_HUMAN C2H2-type 6. 0TACTTTAAGGCCTGCTTTGAG0.428

- 2 158ZNF573_uc010efs.2_5'UTR|ZNF573_uc002ohd.2_Missense_Mutation_p.D44N|ZNF573_uc002ohf.2_5'UTR|ZNF573_uc002ohg.2_5'UTRNM_152360 NP_689573 Q86YE8 ZN573_HUMAN KRAB. 1TGATTAGGGTCCAGGTATTCC0.403

- 6 705YIF1B_uc002ohw.2_Missense_Mutation_p.T188I|YIF1B_uc002ohx.2_Missense_Mutation_p.T204I|YIF1B_uc010xtx.1_Missense_Mutation_p.T202I|YIF1B_uc010xty.1_Missense_Mutation_p.T188I|YIF1B_uc002oia.2_Missense_Mutation_p.T216I|YIF1B_uc002ohy.2_Missense_Mutation_p.T216I|YIF1B_uc002oib.2_Missense_Mutation_p.T216INM_001039672 NP_001034761 Q5BJH7 YIF1B_HUMANCytoplasmic (Potential). 0CAGGTCGATGGTGGTGAGGTC0.637

+ 8 941FAM98C_uc002oio.1_Missense_Mutation_p.L226F|FAM98C_uc010xtz.1_Missense_Mutation_p.A174VNM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1CTCTCAGGTGCTTATGGGCAA0.557

+ 5 542RYR1_uc002oiu.2_Missense_Mutation_p.E138KNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|MIR 1. 12GGGACTGCAGGAGGACGCAAC0.612

+ 25 3408RYR1_uc002oiu.2_Missense_Mutation_p.A1093VNM_000540 NP_000531 P21817 RYR1_HUMAN6 X approximate repeats.|Cytoplasmic.|B30.2/SPRY 2.12GAGTTTGAAGCAGTCACCACA0.607

+ 39 6446RYR1_uc002oiu.2_Missense_Mutation_p.A2106T|RYR1_uc002oiv.1_5'FlankNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12GGTGCGCTGGGCCCAAGAGGA0.672

+ 57 8849RYR1_uc002oiu.2_Missense_Mutation_p.P2907S|RYR1_uc002oiv.1_5'UTRNM_000540 NP_000531 P21817 RYR1_HUMAN6 X approximate repeats.|Cytoplasmic.|6. 12CCTGCTGGTCCCCTACGACAC0.602

+ 6 655EIF3K_uc010xuh.1_Nonsense_Mutation_p.W156*|EIF3K_uc010xui.1_Nonsense_Mutation_p.W69*NM_013234 NP_037366 Q9UBQ5 EIF3K_HUMAN 2TTGACCGCTGGCTGCTGGCCG0.612

+ 20 2571ACTN4_uc002ojb.1_Missense_Mutation_p.E160KNM_004924 NP_004915 O43707 ACTN4_HUMAN EF-hand 2. 0CATGTCGCGGGAGACCACCGA0.607

- 8 785ECH1_uc002ojh.2_Missense_Mutation_p.A114TNM_001398 NP_001389 Q13011 ECH1_HUMAN 1GCCTCGTCAGCCATCATCTTG0.687

- 6 485RINL_uc002ojr.1_5'Flank|RINL_uc010xuo.1_Missense_Mutation_p.D147NNM_198445 NP_940847 Q6ZS11 RINL_HUMAN 1GTGTGTTCATCTCTGGGCCCT0.567

- 4 397SIRT2_uc010egh.1_Missense_Mutation_p.G29E|SIRT2_uc010egi.1_Missense_Mutation_p.G29E|SIRT2_uc002ojs.1_Missense_Mutation_p.G46E|SIRT2_uc002oju.1_Missense_Mutation_p.G29E|SIRT2_uc010egj.1_Missense_Mutation_p.G29E|SIRT2_uc002ojv.1_Missense_Mutation_p.G66ENM_012237 NP_036369 Q8IXJ6 SIRT2_HUMANDeacetylase sirtuin-type. 0CCGGGCCACCCCTTCCAAGGT0.617

+ 2 343NFKBIB_uc002ojx.2_Splice_Site_p.Q63_splice|NFKBIB_uc002ojy.2_Splice_Site_p.Q95_spliceNM_002503 NP_002494 Q15653 IKBB_HUMAN 2CCTAGGCCAGGTGAGCCACGA0.587

+ 5 824 PAPL_uc010egl.2_IntronNM_001004318 NP_001004318 Q6ZNF0 PAPL_HUMAN 0CCGTGTTGGGGATAGGTTCAT0.607

- 2 233IL28B_uc010xuu.1_Missense_Mutation_p.P77SNM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0CAGGTCCTGGGGAAGAGGCGG0.637

+ 1 102 NM_172140 NP_742152 Q8IU54 IL29_HUMAN 0TTAGCCATGGCTGCAGCTTGG0.557

+ 8 1178PLEKHG2_uc010xuy.1_Missense_Mutation_p.R226C|PLEKHG2_uc002olj.2_Missense_Mutation_p.R285C|PLEKHG2_uc010xva.1_Missense_Mutation_p.R92CNM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4CGACATGAAGCGCAAGCAGGA0.667

+ 19 3006PLEKHG2_uc010xuy.1_Missense_Mutation_p.G835D|PLEKHG2_uc002olj.2_Intron|PLEKHG2_uc010xva.1_Missense_Mutation_p.G672DNM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4GTCCCCCTGGGTCCTGCTGTC0.562

+ 9 1160TIMM50_uc002olt.1_RNA|TIMM50_uc002olv.1_Missense_Mutation_p.D42NNM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMANMitochondrial intermembrane (Potential).|FCP1 homology.1TCTGAATCGGGACCCAGCTCG0.532

- 34 15561 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9GAGGAGTTTACCTGTGCACAG0.388

- 21 9553 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN TIL 7. 9CACACAGGGGCCCTCACATAC0.647

- 4 2223 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9CGGCAGTTGGCTGGTGATCTC0.567

+ 7 1274ZNF546_uc002omt.2_Missense_Mutation_p.L314FNM_178544 NP_848639 Q86UE3 ZN546_HUMAN C2H2-type 5. 3GGCCTTTAGACTTCATTATCA0.398

- 6 800ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.P192L|ZNF780A_uc010xvh.1_Missense_Mutation_p.P193LNM_001010880 NP_001010880 O75290 Z780A_HUMAN 0ACATTCAAAGGGTTTCTCTCC0.368

- 7 623C19orf47_uc002ong.2_Missense_Mutation_p.E67K|C19orf47_uc002onh.2_Missense_Mutation_p.E141KNM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2TACTTCCCCTCCATCTCAGCA0.647

+ 11 1453PLD3_uc002onj.3_Missense_Mutation_p.A352V|PLD3_uc002onk.3_Missense_Mutation_p.A352V|PLD3_uc002onl.3_Missense_Mutation_p.A352V|PLD3_uc002onn.2_Missense_Mutation_p.A352VNM_001031696 NP_001026866 Q8IV08 PLD3_HUMANLumenal (Potential). 3CTGCGGCGGGCCACCTACGAG0.662

- 3 1519 NM_144685 NP_653286 Q8NE63 HIPK4_HUMAN 2CGGAAGAAGGGGCTGCTGCCG0.647

- 3 1394 NM_144685 NP_653286 Q8NE63 HIPK4_HUMAN 2CAGCGAGAGGCGGTAGCTGCG0.672

- 2 836 NM_144685 NP_653286 Q8NE63 HIPK4_HUMANProtein kinase. 2CAGGATCTCAGGGGCCCGGTA0.647

+ 33 7158SPTBN4_uc002onz.2_Missense_Mutation_p.N2358D|SPTBN4_uc010egx.2_Missense_Mutation_p.N1101DNM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5TCGCCTGCCCAACGGGCTTGA0.483

+ 6 1831 NM_025194 NP_079470 Q96DU7 IP3KC_HUMAN 0GGCATGCCTAGAAGAACTTCG0.572

- 8 1207 NM_000762 NP_000753 P11509 CP2A6_HUMAN 2AGCACAGAGCCCAGCATAGGG0.552

- 6 1395CYP2A7_uc002opo.2_Missense_Mutation_p.E285K|CYP2A7_uc002opn.2_Missense_Mutation_p.E234KNM_000764 NP_000755 P20853 CP2A7_HUMAN 3AAGTAGAACTCCGTGTTGGGG0.552

- 4 1093CYP2A7_uc002opo.2_Missense_Mutation_p.S184F|CYP2A7_uc002opn.2_Missense_Mutation_p.S133FNM_000764 NP_000755 P20853 CP2A7_HUMAN 3AAAGACAATGGAGCTGATGAC0.547

+ 3 431CYP2A7_uc002opo.2_Intron|CYP2B6_uc010xvu.1_Missense_Mutation_p.V102MNM_000767 NP_000758 P20813 CP2B6_HUMAN 2AAAGCGGAGTGTGGAGGAGCG0.532

+ 3 353 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3CACCTCCCCAGGCGTGGCGTT0.697

+ 3 477CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_IntronNM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1CTGGGCATGGGGAAGCGAGAA0.622



+ 6 970CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_Missense_Mutation_p.M30INM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1CTGGGACGATGACGGTCAGCA0.493

+ 20 2753CYP2F1_uc010xvw.1_Intron|HNRNPUL1_uc002opz.3_5'Flank|HNRNPUL1_uc002oqa.3_5'Flank|AXL_uc010ehk.2_Missense_Mutation_p.L846F|HNRNPUL1_uc010ehl.1_5'FlankNM_021913 NP_068713 P30530 UFO_HUMANCytoplasmic (Potential). 13CTGTAGCTGCCTCACTGCGGC0.627

- 2 230CYP2F1_uc010xvw.1_Intron|TMEM91_uc002oqi.2_Intron|TMEM91_uc010ehq.2_5'FlankNM_030578 NP_085055 Q9BPU9 B9D2_HUMAN B9. 1ATCACGTGCACCTCAGCCATG0.373

+ 2 409CYP2F1_uc010xvw.1_Intron|TMEM91_uc002oqi.2_Missense_Mutation_p.E20K|TMEM91_uc010ehq.2_Missense_Mutation_p.E20K|TMEM91_uc002oql.2_Missense_Mutation_p.E20K|TMEM91_uc010ehr.2_Missense_Mutation_p.E20K|TMEM91_uc010ehs.2_Missense_Mutation_p.E20K|TMEM91_uc010eht.2_Missense_Mutation_p.E20K|TMEM91_uc002oqk.3_Missense_Mutation_p.E20K|TMEM91_uc002oqn.2_Missense_Mutation_p.E20KNM_000709 NP_000700 P12694 ODBA_HUMAN 0CACAGAATGTGAGACCCCTGC0.602

+ 7 1824CEACAM5_uc002orj.1_Missense_Mutation_p.A567V|CEACAM5_uc002orl.2_Missense_Mutation_p.A568VNM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 6. 2GACGCAAGAGCCTATGTATGT0.522

- 17 2562ATP1A3_uc010xwf.1_Missense_Mutation_p.G814D|ATP1A3_uc010xwg.1_Missense_Mutation_p.G773D|ATP1A3_uc010xwh.1_Missense_Mutation_p.G816D|ATP1A3_uc002osh.2_Missense_Mutation_p.G803DNM_152296 NP_689509 P13637 AT1A3_HUMANHelical; (Potential). 2CATGTCAGTGCCCAGATCGAT0.647

- 16 2158GRIK5_uc002osi.1_Missense_Mutation_p.G280DNM_002088 NP_002079 Q16478 GRIK5_HUMANExtracellular (Potential). 0GCGGGCAATGCCCTCTTCTGT0.587

- 15 2046GRIK5_uc002osi.1_Missense_Mutation_p.A243TNM_002088 NP_002079 Q16478 GRIK5_HUMANExtracellular (Potential). 0GTGGAGCCGGCGTGGATGGTG0.627

+ 2 1310ZNF574_uc002osk.3_Missense_Mutation_p.A471TNM_022752 NP_073589 Q6ZN55 ZN574_HUMAN C2H2-type 7. 0CCTCCTCCTGGCCCACCGGCG0.582

- 12 1221POU2F2_uc002osn.2_Missense_Mutation_p.G369E|POU2F2_uc002oso.2_Missense_Mutation_p.G158E|POU2F2_uc002osq.2_Missense_Mutation_p.G369E|POU2F2_uc002osr.1_Missense_Mutation_p.G385ENM_002698 NP_002689 P09086 PO2F2_HUMAN 2CGGTAAGGTCCCCGCGCCCCC0.617

- 8 632POU2F2_uc002osn.2_Missense_Mutation_p.E173K|POU2F2_uc002oso.2_5'UTR|POU2F2_uc002osq.2_Missense_Mutation_p.E173K|POU2F2_uc002osr.1_Missense_Mutation_p.E189KNM_002698 NP_002689 P09086 PO2F2_HUMAN 2GATGGTGGCTCCAAGCATTTG0.682

+ 3 508 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN C2H2-type 2. 0CCAGCTCATCCTCTCCCCTGG0.632

- 2 226 ERF_uc002otd.3_5'UTRNM_006494 NP_006485 P50548 ERF_HUMAN 4CTGCCTTGAGCCAGGGGACGA0.637

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11TTTCACCCTCCCACCGGGCAC0.682

+ 12 1014 NM_173633 NP_775904 Q8NBT3 TM145_HUMANHelical; (Potential). 0GGGCTCATTGGACTGCAGGTG0.582

+ 13 1230 NM_173633 NP_775904 Q8NBT3 TM145_HUMANHelical; (Potential). 0CACTTGTACGCCCATGGCGTG0.592

- 5 1124uc010eif.1_Intron|uc010eig.1_Intron|uc010eih.1_IntronNM_001816 NP_001807 P31997 CEAM8_HUMAN 1GGCCAGTACTCCAATCATGAT0.463

- 4 1066PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Missense_Mutation_p.S187N|PSG5_uc002ovx.2_Missense_Mutation_p.S312N|PSG5_uc002ovv.2_Missense_Mutation_p.S405N|PSG5_uc002ovw.2_IntronNM_002781 NP_002772 Q15238 PSG5_HUMANIg-like C2-type 2. 3GGATTTGGAGCTTTCCTTGCC0.458

- 2 472PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Missense_Mutation_p.R42L|PSG5_uc002ovx.2_Missense_Mutation_p.R114L|PSG5_uc002ovv.2_Missense_Mutation_p.R114L|PSG5_uc002ovw.2_Missense_Mutation_p.R114LNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3TGCGTCTTCCCGGGTGACATT0.433

- 12 1510XRCC1_uc010xwp.1_Missense_Mutation_p.L433FNM_006297 NP_006288 P18887 XRCC1_HUMAN 7TCTTCCTGGAGCACTGGTGAG0.408

- 5 1306KCNN4_uc010eiz.2_Missense_Mutation_p.D217NNM_002250 NP_002241 O15554 KCNN4_HUMANCalmodulin-binding. 2TACTGGATATCCATCATGAAG0.552

- 3 364LYPD5_uc002oxn.3_Missense_Mutation_p.P52SNM_001031749 NP_001026919 Q6UWN5 LYPD5_HUMAN 0GAGTAGTCTGGCGGCAGCGCG0.692

+ 7 1091ZNF283_uc002oxp.3_Missense_Mutation_p.G136RNM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 3. 0CTTTAGCTGGGGATCAAGCCT0.418

- 2 1442 NM_001033719 NP_001028891 Q494X3 ZN404_HUMANC2H2-type 13. 0TTGAGAAAGACCTGAGATAGA0.343

- 4 698ZNF45_uc002oxw.1_Missense_Mutation_p.A200V|ZNF45_uc002oxv.1_Missense_Mutation_p.A200VNM_003425 NP_003416 Q02386 ZNF45_HUMAN C2H2-type 2. 1CCGACGGAAGGCATTATCACA0.418

+ 4 658ZNF284_uc010ejd.2_Intron|ZNF222_uc002oye.2_Missense_Mutation_p.A199T|ZNF222_uc002oyd.2_Missense_Mutation_p.A105TNM_013360 NP_037492 Q9UK12 ZN222_HUMAN C2H2-type 1. 3TTACATCTCAGCCCTTCATAT0.423 rs139230139

+ 4 1447ZNF284_uc010ejd.2_Intron|ZNF222_uc002oye.2_Missense_Mutation_p.E462K|ZNF222_uc002oyd.2_Missense_Mutation_p.E368KNM_013360 NP_037492 Q9UK12 ZN222_HUMAN 3CCACAGTGGAGAAAACCCATC0.378

+ 5 1976ZNF225_uc010eje.1_Missense_Mutation_p.S495N|ZNF225_uc010ejf.1_Missense_Mutation_p.S578NNM_013362 NP_037494 Q9UK10 ZN225_HUMANC2H2-type 15. 0AAGAGCTTTAGCCGGGCCTCA0.428

+ 6 2190ZNF226_uc002oyq.2_Nonsense_Mutation_p.W565*|ZNF226_uc002oyr.2_Nonsense_Mutation_p.W565*|ZNF226_uc010ejg.2_3'UTR|ZNF226_uc002oys.2_Nonsense_Mutation_p.W682*|ZNF226_uc002oyt.2_Nonsense_Mutation_p.W682*NM_001032373 NP_001027545 Q9NYT6 ZN226_HUMANC2H2-type 16. 0GCTTCAAGTGGAGCTTGAACC0.473

- 7 1385CEACAM20_uc010ejo.1_Missense_Mutation_p.A457T|CEACAM20_uc010ejp.1_Missense_Mutation_p.A364T|CEACAM20_uc010ejq.1_Missense_Mutation_p.A364TNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANHelical; (Potential). 2GCAATGACAGCCAGGATCCCG0.567

- 6 1076CEACAM20_uc010ejo.1_Missense_Mutation_p.E354K|CEACAM20_uc010ejp.1_Intron|CEACAM20_uc010ejq.1_IntronNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANIg-like C2-type 4.|Extracellular (Potential). 2GATGCCGACTCCCTGGTGATG0.567

+ 3 668CBLC_uc010ejt.2_Missense_Mutation_p.C202YNM_012116 NP_036248 Q9ULV8 CBLC_HUMANPotential.|EF-hand-like.|Cbl-PTB. 6GACCTCACCTGCAGCGGGCAC0.522

+ 7 1156CBLC_uc010ejt.2_Missense_Mutation_p.P319SNM_012116 NP_036248 Q9ULV8 CBLC_HUMAN RING-type. 6GAAGATTGAGCCGTGCGGGCA0.607

+ 12 1662BCAM_uc002ozt.1_Splice_Site_p.V540_spliceNM_005581 NP_005572 P50895 BCAM_HUMAN 1TTCGGCACCGGTGAGTGACTG0.647 rs113739218

- 5 556 NM_001824 NP_001815 P06732 KCRM_HUMANPhosphagen kinase C-terminal. 1GCTGTTGAGAGCTATGGGGAC0.602

- 4 424 NM_001824 NP_001815 P06732 KCRM_HUMAN 1GTCGTCTCCACCCTGGAGAGC0.657

+ 4 674KLC3_uc010ejy.1_Missense_Mutation_p.G186S|KLC3_uc002pbg.1_Missense_Mutation_p.G201SNM_177417 NP_803136 Q6P597 KLC3_HUMAN 1GGAGAGGAAAGGTGGGTGTTG0.657

+ 8 1238KLC3_uc010ejy.1_Missense_Mutation_p.A374T|KLC3_uc002pbg.1_Missense_Mutation_p.A389TNM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 5. 1CCCCAACGTGGCCAAGACCAA0.642

- 9 1926PPP1R13L_uc002pbm.2_Missense_Mutation_p.P196S|PPP1R13L_uc002pbo.2_Missense_Mutation_p.P617SNM_006663 NP_006654 Q8WUF5 IASPP_HUMAN 1GCCTTGCGCGGGGAGCCCGCC0.602

+ 3 1464PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_Missense_Mutation_p.P328SNM_012099 NP_036231 O15446 RPA34_HUMAN 4CCCTCTGCCCCCTACGAAGAA0.587

- 2 1964OPA3_uc010xxk.1_IntronNM_005282 NP_005273 P46093 GPR4_HUMANCytoplasmic (Potential). 2CGCCCAGCTGCCAGTCATGGC0.627

- 15 1459EML2_uc002pco.2_Intron|EML2_uc002pcp.2_Missense_Mutation_p.L359P|EML2_uc010xxl.1_Missense_Mutation_p.L622P|EML2_uc010xxm.1_Missense_Mutation_p.L676P|EML2_uc010xxn.1_RNANM_012155 NP_036287 O95834 EMAL2_HUMAN WD 8. 2GCCCACGGCCAGGTACGCCCC0.692

- 22 3127SYMPK_uc002pdo.1_Missense_Mutation_p.S961F|SYMPK_uc002pdp.1_Missense_Mutation_p.S961FNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1TTTGATGATGGATTTCATGTC0.602

- 14 2155SYMPK_uc002pdo.1_Missense_Mutation_p.G637D|SYMPK_uc002pdp.1_Missense_Mutation_p.G637DNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1GTCCAGGGAGCCCGAGGCACC0.642

- 11 1513SYMPK_uc002pdo.1_Missense_Mutation_p.P423L|SYMPK_uc002pdp.1_Missense_Mutation_p.P423L|SYMPK_uc002pdq.1_Missense_Mutation_p.P423LNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1CATGGCCTCGGGTAGGTACAC0.488

- 8 975SYMPK_uc002pdo.1_Missense_Mutation_p.V244M|SYMPK_uc002pdp.1_Missense_Mutation_p.V244M|SYMPK_uc002pdq.1_Missense_Mutation_p.V244MNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1GCAGGGTGCACCATGAACTTA0.572

+ 2 583 NM_004497 NP_004488 P55318 FOXA3_HUMAN Fork-head. 1ATCACCATGGCCATCCAGCAG0.597



- 4 1417 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN KH 3. 0GTGATGGTGACCCGCCGGTTC0.652

+ 1 164PPP5C_uc010xya.1_5'UTR|PPP5C_uc002pen.2_Missense_Mutation_p.A35VNM_006247 NP_006238 P53041 PPP5_HUMAN TPR 1. 2AAGACTCAGGCCAATGACTAC0.682

- 1 1902_1903 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Potential. 3TCTGCCCCCTCCTCAGCTGGGG0.609

- 5 718STRN4_uc002pfm.2_Missense_Mutation_p.L229F|STRN4_uc010xyf.1_RNA|STRN4_uc010xyg.1_RNANM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0CCACCACTGAGCCCTGCAGGG0.652

+ 1 650 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1CATACTTTTGCCTTAAGCAAA0.438

- 4 775BBC3_uc010xyl.1_Silent_p.P199P|BBC3_uc010eky.2_Missense_Mutation_p.P103L|BBC3_uc010ekz.2_Silent_p.P39PNM_014417 NP_055232 Q9BXH1 BBC3_HUMAN 0CCAGGGTGAGGGGCGGTGCCG0.612

+ 2 596 NM_001736 NP_001727 P21730 C5AR_HUMANExtracellular (Potential). 4GGAGTACTTTCCACCAAAGGT0.637

+ 11 2785DHX34_uc010xyo.1_5'FlankNM_014681 NP_055496 Q14147 DHX34_HUMAN 5CTGGCCGTCCCCGACGCCTTC0.562

- 7 2241SLC8A2_uc010xyq.1_Missense_Mutation_p.E411K|SLC8A2_uc010xyr.1_Missense_Mutation_p.E118K|SLC8A2_uc010ele.2_Missense_Mutation_p.E655KNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CGGCAGTTCTCCCCAAGAACT0.572

+ 3 726EHD2_uc010xyu.1_Missense_Mutation_p.S23LNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2GGTATCCTGTCGGGTGCCAAG0.408

+ 4 1097EHD2_uc010xyu.1_Nonsense_Mutation_p.Q147*|EHD2_uc010xyv.1_5'FlankNM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2CCGCGACATCCAGGGCCTGCC0.677

+ 3 409GLTSCR2_uc002phk.2_Missense_Mutation_p.P129S|GLTSCR2_uc002phl.2_Missense_Mutation_p.P129S|GLTSCR2_uc010elj.2_Missense_Mutation_p.P129S|GLTSCR2_uc010elk.1_5'FlankNM_015710 NP_056525 Q9NZM5 GSCR2_HUMAN 1ATCCAAAGTCCCTGCCCCCAA0.557

- 16 1978PLA2G4C_uc002phv.2_Splice_Site|PLA2G4C_uc002phw.2_Splice_Site_p.G462_splice|PLA2G4C_uc010elr.2_Silent_p.G527G|PLA2G4C_uc010xzd.1_Splice_Site_p.G537_spliceNM_003706 NP_003697 Q9UP65 PA24C_HUMAN 2CTCCCACCTACCCGGCCACGT0.333

- 7 1131CARD8_uc002pii.3_Missense_Mutation_p.S379F|CARD8_uc002pid.1_5'Flank|CARD8_uc010xzi.1_Missense_Mutation_p.S274F|CARD8_uc010els.2_Intron|CARD8_uc010xzj.1_Missense_Mutation_p.S379F|CARD8_uc010xzk.1_Missense_Mutation_p.S298F|CARD8_uc002pif.3_Missense_Mutation_p.S273F|CARD8_uc002pig.3_Missense_Mutation_p.S104F|CARD8_uc002pih.3_Missense_Mutation_p.S329F|CARD8_uc010xzl.1_Missense_Mutation_p.S329F|CARD8_uc010xzm.1_Missense_Mutation_p.S379FNM_014959 NP_055774 Q9Y2G2 CARD8_HUMAN 0CAGGTTAGCAGAATTAGACAC0.433

- 3 490KDELR1_uc002pja.1_Missense_Mutation_p.V37INM_006801 NP_006792 P24390 ERD21_HUMANHelical; (Potential). 0GTGGGAACGACCAGGAACTCC0.522

+ 7 1301SPHK2_uc010xzt.1_Missense_Mutation_p.G253D|SPHK2_uc002pjs.2_Missense_Mutation_p.G312D|SPHK2_uc002pjt.2_Missense_Mutation_p.G106D|SPHK2_uc002pju.2_Intron|SPHK2_uc002pjv.2_Missense_Mutation_p.G276D|SPHK2_uc002pjw.2_Missense_Mutation_p.G374DNM_020126 NP_064511 Q9NRA0 SPHK2_HUMAN DAGKc. 1TGCCGGGGTGGTGGCCACCCA0.617

- 5 1088SEC1_uc010xzv.1_Intron|SEC1_uc002pka.2_Intron|SEC1_uc010xzw.1_Intron|SEC1_uc010ema.2_Intron|DBP_uc002pjx.3_5'Flank|DBP_uc002pjy.2_5'Flank|DBP_uc010elz.1_5'FlankNM_001217 NP_001208 O75493 CAH11_HUMAN 0TTGGGGCCGCGGGAGGCAGCG0.483

- 4 1163 NM_000148 NP_000139 P19526 FUT1_HUMANLumenal (Potential). 1GGCGTTGGGGCCCATCGCAGT0.622

- 1 738 NM_002152 NP_002143 P23327 SRCH_HUMAN4 X tandem repeats, acidic.|1-1.|6 X approximate tandem repeats.1CCCATCATGGCCTCGGTGTCC0.463

+ 4 395TRPM4_uc010emu.2_Missense_Mutation_p.R108H|TRPM4_uc010yak.1_Intron|TRPM4_uc002pmx.2_Intron|TRPM4_uc010emv.2_Intron|TRPM4_uc010yal.1_IntronNM_017636 NP_060106 Q8TD43 TRPM4_HUMANCytoplasmic (Potential). 2CTGGTCACACGCACATGGGGC0.657

+ 4 404TRPM4_uc010emu.2_Missense_Mutation_p.G111D|TRPM4_uc010yak.1_Intron|TRPM4_uc002pmx.2_Intron|TRPM4_uc010emv.2_Intron|TRPM4_uc010yal.1_IntronNM_017636 NP_060106 Q8TD43 TRPM4_HUMANCytoplasmic (Potential). 2CGCACATGGGGCTTCCGTGCC0.667

+ 10 1318TRPM4_uc010emu.2_Missense_Mutation_p.G416R|TRPM4_uc010yak.1_5'UTR|TRPM4_uc002pmx.2_Missense_Mutation_p.G242R|TRPM4_uc010emv.2_Missense_Mutation_p.G301R|TRPM4_uc010yal.1_Intron|TRPM4_uc002pmy.2_5'FlankNM_017636 NP_060106 Q8TD43 TRPM4_HUMANCytoplasmic (Potential). 2ACTCTTTCGGGGGGACATCCA0.572

+ 13 1820TRPM4_uc010emu.2_Missense_Mutation_p.S583F|TRPM4_uc010yak.1_Missense_Mutation_p.S47F|TRPM4_uc002pmx.2_Missense_Mutation_p.S409F|TRPM4_uc010emv.2_Missense_Mutation_p.S468F|TRPM4_uc010yal.1_Missense_Mutation_p.S229F|TRPM4_uc002pmy.2_5'UTRNM_017636 NP_060106 Q8TD43 TRPM4_HUMANCytoplasmic (Potential). 2CTCCAGGGTTCCAATGCAGTT0.582

- 3 597PIH1D1_uc010yap.1_Missense_Mutation_p.R135K|PIH1D1_uc010yaq.1_Missense_Mutation_p.E105KNM_017916 NP_060386 Q9NWS0 PIHD1_HUMAN 0GCATGAGGCTCTCCCAGACTC0.393

+ 4 213RPL13A_uc002pnz.2_Missense_Mutation_p.T3I|RPL13A_uc002poa.2_Missense_Mutation_p.T54I|SNORD33_uc010emz.1_5'Flank|SNORD34_uc010ena.1_5'Flank|SNORD35A_uc010enb.1_5'FlankNM_012423 NP_036555 P40429 RL13A_HUMAN 0CGGATGAACACCAACCCTTCC0.642

+ 4 449 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2GCCCTGTCGGCTTACCAACAC0.662

+ 3 308NR1H2_uc002prv.3_RNA|NR1H2_uc002prz.3_Missense_Mutation_p.T11I|NR1H2_uc002psa.3_Missense_Mutation_p.T11INM_007121 NP_009052 P55055 NR1H2_HUMAN 0TCCCTGGATACCCCCCTGCCT0.567

+ 8 1145NR1H2_uc002prv.3_Intron|NR1H2_uc002prz.3_Intron|NR1H2_uc002psa.3_Missense_Mutation_p.P192LNM_007121 NP_009052 P55055 NR1H2_HUMANLigand-binding (Potential). 0AAGCAAGTGCCTGGTTTCCTG0.602

+ 1 331 NM_001506 NP_001497 O75388 GPR32_HUMANExtracellular (Potential). 1GCTCCTCGGAGAGTGGGCCTG0.527

- 4 352KLK10_uc002puz.2_Missense_Mutation_p.P91S|KLK10_uc002pva.2_Missense_Mutation_p.P91SNM_145888 NP_665895 O43240 KLK10_HUMANPeptidase S1. 2GCCCACAGTGGCCTGGGGGAA0.607

+ 7 1382SIGLEC7_uc002pvw.1_Missense_Mutation_p.A345V|SIGLEC7_uc010eoq.1_RNA|SIGLEC7_uc010eor.1_3'UTRNM_014385 NP_055200 Q9Y286 SIGL7_HUMANCytoplasmic (Potential).|ITIM motif. 1ATCCAGTATGCACCCCTCAGC0.527

+ 5 923C19orf75_uc010eov.1_RNA|C19orf75_uc010ycw.1_Missense_Mutation_p.A87VNM_173635 NP_775906 Q8N7X8 CS075_HUMAN 2CCCGTAGTCGCCACATTTTCT0.458

- 5 1155SIGLEC8_uc010yda.1_Missense_Mutation_p.A254V|SIGLEC8_uc002pwu.2_RNA|SIGLEC8_uc010eox.2_Missense_Mutation_p.A270VNM_014442 NP_055257 Q9NYZ4 SIGL8_HUMANExtracellular (Potential). 5TCCCCCGACTGCTGCCAGTGT0.567

+ 5 1045 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0CACAGAACAGCTTGATGACGT0.413

- 5 1580ZNF577_uc010ydd.1_5'Flank|ZNF577_uc002pxx.3_5'Flank|ZNF577_uc002pxv.2_5'Flank|ZNF577_uc002pxw.2_5'Flank|ZNF577_uc010yde.1_5'Flank|ZNF577_uc010ydf.1_IntronNM_023074 NP_075562 Q9BS31 ZN649_HUMANC2H2-type 10. 3TAGAAGTAAGCTTTCTCACAC0.448

- 5 1244ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 6. 3TGAATGAAGCCTTTTCCACAT0.463

- 5 954ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3TTTCTCTCCTCTGTGAGCTCT0.488

- 4 423 NM_023074 NP_075562 Q9BS31 ZN649_HUMAN KRAB. 3ATCAGGTTTGCCGGCTTGATA0.498

- 5 1115uc002pyb.2_Intron|uc002pyc.2_IntronNM_021632 NP_067645 Q9GZX5 ZN350_HUMAN C2H2-type 4. 1GAAGCCTTTTCCACATTCACT0.408

- 6 1047ZNF615_uc002pyf.1_Missense_Mutation_p.R263K|ZNF615_uc002pyg.1_Missense_Mutation_p.R144K|ZNF615_uc002pyh.1_Missense_Mutation_p.R263K|ZNF615_uc010epi.1_Missense_Mutation_p.R259K|ZNF615_uc010ydg.1_Missense_Mutation_p.R257KNM_198480 NP_940882 Q8N8J6 ZN615_HUMAN C2H2-type 2. 5TGTATGAGTTCTCTGATGGTC0.388

+ 2 131ZNF880_uc002pzb.3_RNANM_001145434 NP_001138906 Q6PDB4 ZN880_HUMAN KRAB. 0GGACCCTGCTCAGAGGACTTT0.483

+ 4 643 NM_001145434 NP_001138906 Q6PDB4 ZN880_HUMANC2H2-type 1; degenerate. 0TGTCTTCAAGACTTGCTAACA0.373 rs8104808

+ 7 1816ZNF528_uc002pzi.2_Missense_Mutation_p.P231SNM_032423 NP_115799 Q3MIS6 ZN528_HUMAN 2TGGAGAGAAACCTTATGAATG0.378

+ 4 1778ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.S560RNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 14. 0CAAGGTCTTCAGTCGGAATTC0.453

+ 5 1117ZNF808_uc002pzq.2_RNA|ZNF808_uc010epr.1_5'FlankNM_001039886 NP_001034975 Q8N4W9 ZN808_HUMAN 0TGGAGTAAAACCTTACAAGTG0.393

+ 5 2522ZNF808_uc002pzq.2_RNA|ZNF808_uc010epr.1_5'FlankNM_001039886 NP_001034975 Q8N4W9 ZN808_HUMANC2H2-type 20. 0GTATACCATCGTAGACTTCAT0.428

+ 4 1353ZNF701_uc010ydn.1_Missense_Mutation_p.R475PNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0GGAGAGAAACGTTACAAGTGT0.373



- 2 2553ZNF83_uc002pzv.3_Missense_Mutation_p.V437I|ZNF83_uc010eps.2_Missense_Mutation_p.V409I|ZNF83_uc010ept.2_Missense_Mutation_p.V437I|ZNF83_uc010epu.2_Missense_Mutation_p.V437I|ZNF83_uc010epv.2_Missense_Mutation_p.V437I|ZNF83_uc010epw.2_Missense_Mutation_p.V437I|ZNF83_uc010epx.2_Missense_Mutation_p.V409I|ZNF83_uc010epy.2_Missense_Mutation_p.V437I|ZNF83_uc010epz.2_Missense_Mutation_p.V409INM_018300 NP_060770 P51522 ZNF83_HUMANC2H2-type 13. 1AGACCGAAGACCTTCCCACAT0.373

- 5 1219ZNF347_uc010eql.1_Missense_Mutation_p.A385T|ZNF347_uc002qbc.1_Missense_Mutation_p.A385TNM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0CTTGAACGAGCTCTAAAGGCT0.423

- 5 994ZNF347_uc010eql.1_Missense_Mutation_p.V310M|ZNF347_uc002qbc.1_Missense_Mutation_p.V310MNM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 2. 0GTATGGATCACCTGATGGGTA0.393

- 5 592ZNF347_uc010eql.1_Missense_Mutation_p.A176T|ZNF347_uc002qbc.1_Missense_Mutation_p.A176TNM_032584 NP_115973 Q96SE7 ZN347_HUMAN 0TTGTTTCTTGCATCTCTTTTA0.368

- 4 1748 NM_024733 NP_079009 Q9H7R5 ZN665_HUMANC2H2-type 14. 2TGTCTGAAGACCTTGCCGCAA0.383

- 4 651 NM_024733 NP_079009 Q9H7R5 ZN665_HUMAN C2H2-type 1. 2GAAGACCTTGCCACATTCATC0.368

- 1 1399 NM_033341 NP_203127 Q96P09 BIRC8_HUMAN BIR. 1TCTTCCTTGGGCTTCCAGTTG0.423

+ 4 2858ZNF845_uc010ydw.1_Missense_Mutation_p.P914LNM_138374 NP_612383 Q96IR2 ZN845_HUMAN 0GGAGAGAAACCTTACAAGTGT0.363

+ 4 2891ZNF845_uc010ydw.1_Missense_Mutation_p.R925HNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0AAAACCTTCCGTCACAATTCA0.363 rs150688663

+ 4 2950ZNF845_uc010ydw.1_Missense_Mutation_p.C945RNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0ACCTTACAAGTGTAATGAATG0.348

+ 7 1062ZNF761_uc010ydy.1_Missense_Mutation_p.L148F|ZNF761_uc002qbt.1_Missense_Mutation_p.L148FNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1TTCTTCATTACTCACACAAAA0.373

+ 7 2551ZNF761_uc010ydy.1_Missense_Mutation_p.N644T|ZNF761_uc002qbt.1_Missense_Mutation_p.N644TNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 18. 1TGTGGCAAGAACTTTAGTCAG0.393

+ 4 679ZNF813_uc010eqq.1_IntronNM_001004301 NP_001004301 Q6ZN06 ZN813_HUMAN 1TCTTGTAGGCCCAAAACCCAT0.383

+ 4 1746_1747ZNF813_uc010eqq.1_IntronNM_001004301 NP_001004301 Q6ZN06 ZN813_HUMANC2H2-type 12. 1ACACCTTGCACATCATCATAGA0.376

- 3 1940NLRP12_uc010eqw.2_5'Flank|NLRP12_uc002qci.3_Missense_Mutation_p.H574Y|NLRP12_uc002qcj.3_Missense_Mutation_p.H574Y|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Missense_Mutation_p.H574YNM_144687 NP_653288 P59046 NAL12_HUMAN 7TTCTCCAGGTGGCTCCTGGTC0.577 rs149697517

+ 3 630MYADM_uc002qcm.2_Missense_Mutation_p.R161Q|MYADM_uc002qcn.2_Missense_Mutation_p.R161Q|MYADM_uc002qco.2_Missense_Mutation_p.R161Q|MYADM_uc002qcp.2_Missense_Mutation_p.R161QNM_001020820 NP_001018656 Q96S97 MYADM_HUMAN MARVEL 1. 1ACCCGGGCCCGGCCCGGCGAG0.662

+ 14 1857PRKCG_uc010yeg.1_Splice_Site_p.E525_splice|PRKCG_uc010yeh.1_Splice_Site_p.E412_spliceNM_002739 NP_002730 P05129 KPCG_HUMAN 9AGCCCCGGAGGTAACCCCAAC0.572

+ 16 2292CNOT3_uc010yel.1_Missense_Mutation_p.E661K|CNOT3_uc002qdi.2_Nonsense_Mutation_p.W572*|CNOT3_uc002qdk.1_Missense_Mutation_p.E661K|CNOT3_uc010ere.1_RNA|CNOT3_uc002qdl.2_Missense_Mutation_p.E116KNM_014516 NP_055331 O75175 CNOT3_HUMAN 3GGACACTGTGGAATTCTACCA0.642

- 4 467LILRB3_uc002qee.1_Splice_Site_p.G119_splice|LILRB3_uc002qeh.1_Splice_Site_p.G119_splice|LILRB3_uc002qeg.1_Splice_Site|LILRB3_uc002qei.1_Intron|LILRA6_uc002qek.1_Intron|LILRB3_uc010erh.1_Splice_Site_p.G119_splice|LILRB3_uc002qej.1_Intron|LILRA6_uc002qel.1_Intron|LILRA6_uc002qem.1_Intron|LILRB3_uc002qen.1_Intron|LILRB3_uc002qeo.1_Intron|LILRB3_uc002qep.1_Splice_Site_p.G119_splice|LILRB3_uc002qeq.1_Intron|LILRB3_uc002qer.1_Intron|LILRB3_uc002qes.1_Intron|LILRA6_uc010yep.1_Intron|LILRA6_uc010yeq.1_IntronNM_006864 NP_006855 O75022 LIRB3_HUMAN 3CTGTAGGCTCCTAGGAGAGAA0.622

- 4 603LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_IntronNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 2. 1GAGAAGATGGCCCGGGATGAC0.567

+ 4 409LENG8_uc002qfw.2_Missense_Mutation_p.W89R Q96PV6 LENG8_HUMAN Tyr-rich. 2GTACTACCAGTGGTACCAGCA0.463

+ 7 1200LILRB4_uc002qgq.2_Missense_Mutation_p.L280F|LILRB4_uc002qgr.2_Missense_Mutation_p.L321F|LILRB4_uc010ert.2_Missense_Mutation_p.L321F|LILRB4_uc010eru.2_Missense_Mutation_p.L309FNM_006847 NP_006838 Q8NHJ6 LIRB4_HUMANHelical; (Potential). 3 cttcctcctcctccAACACTG 0.478

+ 3 161KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR2DL4_uc010yfl.1_Missense_Mutation_p.V36M|KIR2DL4_uc002qhg.2_Missense_Mutation_p.V41M|KIR2DL4_uc002qhi.2_Missense_Mutation_p.V41M|KIR2DL4_uc002qhh.2_Intron|KIR2DL4_uc002qhj.2_Missense_Mutation_p.V41M|KIR2DL4_uc002qhf.2_Intron|KIR2DL4_uc010esd.2_Missense_Mutation_p.V41M|KIR2DL4_uc010ese.2_5'FlankNM_002255 NP_002246 Q99706 KI2L4_HUMANExtracellular (Potential). 1CAGCGCTGTGGTGCCTCAAGG0.577

- 6 874RDH13_uc002qip.2_Missense_Mutation_p.P159L|RDH13_uc010esr.1_RNANM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3GGCCACGCCGGGGTGCAGGGC0.647

+ 5 764BRSK1_uc002qkf.2_Missense_Mutation_p.L179FNM_032430 NP_115806 Q8TDC3 BRSK1_HUMANProtein kinase. 6CGAGAACCTGCTTTTGGATGA0.612

- 3 1009 NM_001101401 NP_001094871 P0C263 SBK2_HUMAN 0CCCACTGCCTCCGCCTCGCCC0.726

+ 2 277FIZ1_uc002qli.3_5'Flank|FIZ1_uc002qlj.3_5'FlankNM_153219 NP_694951 Q96C55 ZN524_HUMAN 0CAGGAGCCCCCACTGGTGCAG0.672

- 5 1855NLRP11_uc002qlz.2_Missense_Mutation_p.A283T|NLRP11_uc002qmb.2_Missense_Mutation_p.A283T|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6GTAAGTCCAGCCTCTGATGTC0.522

- 5 525ZNF582_uc002qmy.2_Nonsense_Mutation_p.W153*NM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4TTCTGCATTCCCAATCATCTT0.418

+ 5 622ZNF583_uc002qnc.2_Missense_Mutation_p.V153I|ZNF583_uc010ygm.1_Missense_Mutation_p.V153INM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1CCTTCCAGAAGTTCAAAATAA0.358

+ 5 1875 NM_020813 NP_065864 Q9BX82 ZN471_HUMANC2H2-type 14. 2AAGGCTTTTAGTGATAGCTCA0.428

+ 3 1011 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 5. 1ATGCACCTCATCGTGCACCAG0.657

+ 3 1014 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 5. 1CACCTCATCGTGCACCAGCGC0.662

- 7 1975ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E513K|PEG3_uc002qnv.2_Missense_Mutation_p.E542K|PEG3_uc002qnw.2_Missense_Mutation_p.E418K|PEG3_uc002qnx.2_Missense_Mutation_p.E416K|PEG3_uc010etr.2_Missense_Mutation_p.E542KNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12ATGAAGGCTTCCTCACATTCC0.453

+ 3 328AURKC_uc002qoc.2_Missense_Mutation_p.R28C|AURKC_uc002qod.2_Missense_Mutation_p.R13C|AURKC_uc010etv.2_Missense_Mutation_p.R44CNM_001015878 NP_001015878 Q9UQB9 AURKC_HUMANProtein kinase. 6TGAAATCGGGCGTCCCCTGGG0.542

+ 3 1718ZNF304_uc010etw.2_Missense_Mutation_p.A491T|ZNF304_uc010etx.2_Missense_Mutation_p.A402TNM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1CCACACAGGAGCAAGATCCTA0.468

+ 3 389ZNF547_uc002qpm.3_Intron|ZNF17_uc002qop.1_Missense_Mutation_p.A55VNM_006959 NP_008890 P17021 ZNF17_HUMAN KRAB. 1TGGCATGGAGCCAAGGATGAG0.493

+ 5 647ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.P137L|ZNF419_uc010etz.1_Missense_Mutation_p.P124L|ZNF419_uc010eua.1_Missense_Mutation_p.P123L|ZNF419_uc002qow.2_Missense_Mutation_p.P104L|ZNF419_uc010eub.1_Missense_Mutation_p.P91L|ZNF419_uc010euc.1_Missense_Mutation_p.P90LNM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0GGAGAGAAACCCTTAAAAAGA0.522

- 4 1073ZNF547_uc002qpm.3_IntronNM_017879 NP_060349 Q9BWM5 ZN416_HUMAN C2H2-type 3. 0CCCACACTGACCACACACATA0.453

+ 3 1351ZNF134_uc002qpo.2_Missense_Mutation_p.H245Y|ZNF211_uc010yhb.1_5'UTRNM_003435 NP_003426 P52741 ZN134_HUMANC2H2-type 11. 0CCTCAATCGGCACCAGAAAGT0.463

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1CAAAAACTTGGAGAGATTCAT0.413

+ 2 264ZNF551_uc002qpv.3_Intron|ZNF776_uc002qpx.2_IntronNM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1CAGGGTATGACCTTTGAGGAT0.502

- 2 313ZNF776_uc002qpx.2_Intron|ZNF671_uc010eug.2_5'UTR|ZNF671_uc010yhf.1_IntronNM_024833 NP_079109 Q8TAW3 ZN671_HUMAN KRAB. 1TGGTACAAAAGTCTCTGAGCA0.463

+ 3 1094ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.P291SNM_173632 NP_775903 Q68DI1 ZN776_HUMAN 1TGGAGAAAGACCTTATGAGTG0.423

+ 3 1610ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.G463RNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1ACATGAGTGTGGAGAATGTGG0.448

+ 3 833ZNF587_uc002qqb.2_Intron|ZNF586_uc002qqe.2_Missense_Mutation_p.L174F|ZNF586_uc010euh.2_Missense_Mutation_p.A173V|ZNF586_uc002qqf.1_IntronNM_017652 NP_060122 Q9NXT0 ZN586_HUMAN C2H2-type 5. 2AAGTCCTTTGCTTATACATCT0.438

- 4 2157ZNF418_uc010yhn.1_RNA|ZNF418_uc010yho.1_Missense_Mutation_p.S537NNM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 15. 0CCCACATTCGCTGCACTCGTA0.438



- 4 1830ZNF418_uc010yhn.1_RNA|ZNF418_uc010yho.1_Missense_Mutation_p.S428NNM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 12. 0CCCACATTCACTACACTCAAA0.433

+ 7 1493ZNF544_uc010yhw.1_RNA|ZNF544_uc010yhx.1_Missense_Mutation_p.S312F|ZNF544_uc010yhy.1_Missense_Mutation_p.S312F|ZNF544_uc002qrt.3_Missense_Mutation_p.S198F|ZNF544_uc002qru.3_Missense_Mutation_p.S198F|uc002qrx.1_IntronNM_014480 NP_055295 Q6NX49 ZN544_HUMAN 1ATGGCCTCATCTTTTTCTGAC0.468

+ 3 1235ZSCAN22_uc010yhz.1_3'UTRNM_181846 NP_862829 P10073 ZSC22_HUMAN C2H2-type 4. 1ACCTTCAGCCGCAGCACTCAC0.592

- 2 1032ZBTB45_uc002qte.2_Missense_Mutation_p.A247V|ZBTB45_uc002qtf.2_Missense_Mutation_p.A247VNM_032792 NP_116181 Q96K62 ZBT45_HUMAN 0GTCAGCAGCAGCAGTGAGGAA0.652

+ 8 1479TRIM28_uc010eut.1_Missense_Mutation_p.A315V|TRIM28_uc002qth.1_Missense_Mutation_p.A20VNM_005762 NP_005753 Q13263 TIF1B_HUMAN 3GACCTCAATGCCTGGACCAAG0.537

- 5 1006CHMP2A_uc002qti.2_5'Flank|CHMP2A_uc002qtj.2_5'Flank|CHMP2A_uc002qtk.2_5'Flank|LOC100131691_uc002qtm.2_5'FlankNM_003969 NP_003960 P61081 UBC12_HUMAN 2TTCCTACTCACCAAGAAGAGA0.552

- 7 640SH3YL1_uc002qvy.2_Missense_Mutation_p.A186T|SH3YL1_uc002qvz.2_RNA|SH3YL1_uc002qwa.2_RNA|SH3YL1_uc010ewe.2_Missense_Mutation_p.A90T|SH3YL1_uc002qvu.2_RNA|SH3YL1_uc002qvv.2_Missense_Mutation_p.A90T|SH3YL1_uc002qvw.2_RNANM_015677 NP_056492 Q96HL8 SH3Y1_HUMAN 1ATGTCATAAGCTCGGATATCT0.318

+ 14 2508TPO_uc010ewj.2_RNA|TPO_uc002qwu.2_Missense_Mutation_p.P749L|TPO_uc002qwr.2_Missense_Mutation_p.P806L|TPO_uc002qwx.2_Missense_Mutation_p.P749L|TPO_uc010yio.1_Missense_Mutation_p.P633L|TPO_uc010yip.1_Intron|TPO_uc002qwy.1_Intron|TPO_uc002qwz.2_IntronNM_000547 NP_000538 P07202 PERT_HUMANExtracellular (Potential).|EGF-like; calcium-binding (Potential).20GGTGCCCACCCCCCCTGCCAC0.642

- 10 1305PXDN_uc002qxb.1_Missense_Mutation_p.A414V|PXDN_uc002qxc.1_Missense_Mutation_p.A231VNM_012293 NP_036425 Q92626 PXDN_HUMANIg-like C2-type 2. 8GTTGTTGGTCGCAGAGCACGC0.592

- 3 1058CMPK2_uc010yis.1_Nonsense_Mutation_p.E317*|CMPK2_uc010ewv.2_Nonsense_Mutation_p.E317*NM_207315 NP_997198 Q5EBM0 CMPK2_HUMAN 0TTAGCTATTTCGGAGGCCACA0.373

- 25 3667KIDINS220_uc010yiv.1_Intron|KIDINS220_uc002qzd.2_Intron|KIDINS220_uc010yiw.1_Intron|KIDINS220_uc002qzb.2_Missense_Mutation_p.P35L|KIDINS220_uc002qze.2_3'UTRNM_020738 NP_065789 Q9ULH0 KDIS_HUMANCytoplasmic (Potential). 4TTTTACTGATGGACGTGAGAT0.388

- 16 2002KIDINS220_uc010yiv.1_Missense_Mutation_p.S373N|KIDINS220_uc002qzd.2_Missense_Mutation_p.S565N|KIDINS220_uc010yiw.1_Missense_Mutation_p.S608NNM_020738 NP_065789 Q9ULH0 KDIS_HUMANCytoplasmic (Potential).|KAP NTPase. 4TCCACCTACACTGGACAGTCT0.358

+ 10 1274ASAP2_uc002qzi.2_Missense_Mutation_p.L312FNM_003887 NP_003878 O43150 ASAP2_HUMAN PH. 0GAACGGCAGCCTCTACAAGAA0.463

+ 4 405IAH1_uc002qzs.2_Nonsense_Mutation_p.R14*|IAH1_uc002qzt.2_Nonsense_Mutation_p.R14*|IAH1_uc010yiz.1_RNANM_001039613 NP_001034702 Q2TAA2 IAH1_HUMAN 0CCCTGAGAATCGAGTCATTCT0.512

+ 6 555TAF1B_uc010exc.2_Missense_Mutation_p.S152N|TAF1B_uc002qzy.3_Missense_Mutation_p.S152N|TAF1B_uc010yja.1_Translation_Start_Site|TAF1B_uc010exd.2_Translation_Start_SiteNM_005680 NP_005671 Q53T94 TAF1B_HUMAN 3GAGCTGCTAAGTGATGTCAGC0.408

- 2 194PDIA6_uc010yjg.1_Missense_Mutation_p.G16V|PDIA6_uc002rav.2_Missense_Mutation_p.G71V|PDIA6_uc010yjh.1_Missense_Mutation_p.G24V|PDIA6_uc002raw.2_Missense_Mutation_p.G67VNM_005742 NP_005733 Q15084 PDIA6_HUMAN 0GGAATACAGACCATTCACTGC0.413

- 6 1091E2F6_uc002rbe.2_Splice_Site_p.E192_splice|E2F6_uc002rbf.2_Splice_Site_p.E235_splice|E2F6_uc002rbg.2_Splice_Site_p.E192_splice|E2F6_uc002rbi.2_Splice_Site_p.E192_splice|E2F6_uc010yjl.1_Splice_SiteNM_198256 NP_937987 O75461 E2F6_HUMAN 1GGTATATTTACCTTCCTCAGG0.393

+ 3 547GREB1_uc002rbl.2_Missense_Mutation_p.P83S|GREB1_uc002rbm.2_5'UTR|GREB1_uc002rbn.1_Missense_Mutation_p.P83SNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CCAGCTGCACCCTCTGCCTGA0.622

+ 7 1075GREB1_uc002rbl.2_Missense_Mutation_p.P259S|GREB1_uc002rbm.2_Missense_Mutation_p.P149S|GREB1_uc002rbn.1_Missense_Mutation_p.P259SNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1GTTTTCAGGACCAGCTTCTGA0.483

+ 10 1549GREB1_uc002rbn.1_Missense_Mutation_p.V417I|GREB1_uc002rbo.1_Missense_Mutation_p.V51INM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1TTCCCAGTCTGTCTCACGGGC0.582

+ 12 2081GREB1_uc002rbo.1_Missense_Mutation_p.G228ENM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CTGGTTACGGGGAAGGTAGAC0.418

+ 21 3692GREB1_uc002rbp.1_Missense_Mutation_p.S129FNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN Ser-rich. 1GCATCCTCATCCCTCTCCTCC0.527

+ 2 429FAM84A_uc002rca.1_5'FlankNM_145175 NP_660158 Q96KN4 FA84A_HUMAN 1GGGTTGCACCCCCTGCCCGGA0.647

- 45 5875NBAS_uc002rcb.1_5'UTR|NBAS_uc010exl.1_Missense_Mutation_p.T1022I|NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4ATCTGCATAGGTAACTTTAGA0.403

- 36 4317NBAS_uc010exl.1_Missense_Mutation_p.A503T|NBAS_uc002rcd.1_RNANM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4TCACTGACGGCCTGCAGCACC0.483

+ 3 1550MYCN_uc010yjr.1_Missense_Mutation_p.A409VNM_005378 NP_005369 P04198 MYCN_HUMANHelix-loop-helix motif. 5AATGAGAAGGCCGCCAAGGTG0.547

- 1 389RAD51AP2_uc010exn.1_Missense_Mutation_p.S113NNM_001099218 NP_001092688 Q09MP3 R51A2_HUMAN 1AGAATCAGGACTTTGTGAGGG0.478

- 27 3444SMC6_uc010exo.2_Missense_Mutation_p.P1050S|SMC6_uc002rcn.2_Missense_Mutation_p.P1050SNM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN 6ATGCTTTGAGGTGTGAGCAAG0.318

- 3 1088 NM_145260 NP_660303 Q8TAX0 OSR1_HUMAN 1TTTGATCTTGGAGGTTTTGAG0.557

- 14 2249PUM2_uc002rdq.1_Splice_Site_p.R119_splice|PUM2_uc002rdt.1_Splice_Site_p.R742_splice|PUM2_uc002rdr.2_Splice_Site_p.R602_splice|PUM2_uc010yjy.1_Splice_Site_p.R663_splice|PUM2_uc002rdu.1_Splice_Site_p.R742_splice|PUM2_uc010yjz.1_Splice_Site_p.R681_spliceNM_015317 NP_056132 Q8TB72 PUM2_HUMAN 1CTGTATGAATCTACATAGGGA0.338

- 3 196PUM2_uc002rdt.1_Missense_Mutation_p.S58F|PUM2_uc002rdr.2_5'UTR|PUM2_uc010yjy.1_Missense_Mutation_p.S58F|PUM2_uc002rdu.1_Missense_Mutation_p.S58F|PUM2_uc010yjz.1_5'UTRNM_015317 NP_056132 Q8TB72 PUM2_HUMANInteraction with SNAPIN. 1AATAGGCTGGGACATTGAATG0.343

- 29 13392 NM_000384 NP_000375 P04114 APOB_HUMAN 27TATTCAGAATGGAAGTCCTTA0.363

- 25 4261 NM_000384 NP_000375 P04114 APOB_HUMAN 27GTCTGTGCTGGTGTTGCCACC0.517

- 24 3891 NM_000384 NP_000375 P04114 APOB_HUMAN 27AGGCTATTGAGGTGGTCTTGC0.443

- 11 1582 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27AATCAAATAGGTGTAATCTTC0.433

- 24 3581ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rei.3_Missense_Mutation_p.P336L|ATAD2B_uc002rej.3_Missense_Mutation_p.P264LNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1AGTACTATGAGGATTTATTTG0.373

- 19 2926ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rei.3_Missense_Mutation_p.P123S|ATAD2B_uc002rej.3_Missense_Mutation_p.P46SNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1ACCTCTTCAGGCAGTTCACTG0.294

- 15 2023ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rej.3_5'UTRNM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1TGTTTTCTTGCCTAAGATGAA0.348

- 35 4538ITSN2_uc002rff.2_Missense_Mutation_p.T1400INM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN 4CAGGCAGTTGGTGAGAGAGTT0.478

+ 3 260NCOA1_uc010eye.2_Missense_Mutation_p.M1T|NCOA1_uc002rfi.2_5'UTR|NCOA1_uc002rfj.2_Missense_Mutation_p.M1T|NCOA1_uc002rfl.2_Missense_Mutation_p.M1TNM_003743 NP_003734 Q15788 NCOA1_HUMAN 11TTTTTCAACATGAGTGGCCTC0.478

+ 14 3035NCOA1_uc010eye.2_Missense_Mutation_p.R926K|NCOA1_uc002rfi.2_Missense_Mutation_p.R775K|NCOA1_uc002rfj.2_Missense_Mutation_p.R926K|NCOA1_uc002rfl.2_Missense_Mutation_p.R926KNM_003743 NP_003734 Q15788 NCOA1_HUMANInteraction with CREBBP. 11GTAGAAGGGAGAAATGATGAG0.428

+ 18 3974NCOA1_uc010eye.2_Missense_Mutation_p.P1239L|NCOA1_uc002rfi.2_Missense_Mutation_p.P1088L|NCOA1_uc002rfj.2_Missense_Mutation_p.P1239L|NCOA1_uc002rfl.2_Missense_Mutation_p.P1239L|NCOA1_uc010eyf.2_Missense_Mutation_p.P132LNM_003743 NP_003734 Q15788 NCOA1_HUMAN 11GGAATGGTTCCCCAAGGTGAG0.418

- 4 1265ADCY3_uc002rfr.3_5'UTR|ADCY3_uc010ykm.1_Missense_Mutation_p.A356TNM_004036 NP_004027 O60266 ADCY3_HUMAN 4GGACTTACAGCTGCCAGCTTG0.632

- 7 809DNAJC27_uc010ykn.1_Missense_Mutation_p.G182D|DNAJC27_uc002rfu.1_RNA|DNAJC27_uc010eyg.1_3'UTRNM_016544 NP_057628 Q9NZQ0 DJC27_HUMAN J. 1ATCTTCACTGCCAGGTGCTAC0.438

- 19 2542DNMT3A_uc002rgd.2_Missense_Mutation_p.G762D|DNMT3A_uc010eyi.2_RNA|DNMT3A_uc002rgb.2_Missense_Mutation_p.G573DNM_022552 NP_072046 Q9Y6K1 DNM3A_HUMAN 140GTCACTAACGCCCATGGCCAC0.547

- 12 4451ASXL2_uc002rgt.1_Nonsense_Mutation_p.C893*NM_018263 NP_060733 Q76L83 ASXL2_HUMANPHD-type; atypical. 1CACAGCCTTTGCACATGATCA0.522

- 8 1146ASXL2_uc002rgt.1_Missense_Mutation_p.E49KNM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1CGATCTACCTCTGGGAGTAGT0.393



- 7 943 ASXL2_uc002rgt.1_5'UTRNM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1GCCTAGTAAAGTATTTTCCAC0.413

- 5 688 ASXL2_uc002rgt.1_5'UTRNM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1CTGTGATGGAGAAATGACTTT0.428

- 1 1012KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Missense_Mutation_p.V119INM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4TTCGGGATGACCCCGCGCAGC0.592

+ 13 1393HADHB_uc010ykv.1_Missense_Mutation_p.A359V|HADHB_uc010ykw.1_Missense_Mutation_p.A366V|HADHB_uc002rha.2_Missense_Mutation_p.A258V|HADHB_uc010ykx.1_Missense_Mutation_p.A307VNM_000183 NP_000174 P55084 ECHB_HUMAN 2TTTCATGAAGCTTTCTCGGTA0.348

- 11 1745GPR113_uc010yky.1_Missense_Mutation_p.T513I|GPR113_uc002rhb.1_Missense_Mutation_p.T185I|GPR113_uc010eyk.1_Missense_Mutation_p.T383I|GPR113_uc002rhc.1_Missense_Mutation_p.T185I|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANExtracellular (Potential). 4CAGCAGGAGAGTCGAGCCTGC0.607

- 7 740 OTOF_uc010ylb.1_RNANM_194248 NP_919224 Q9HC10 OTOF_HUMANCytoplasmic (Potential). 7AGATGGTCAAGGTCTTCCATC0.502

+ 8 1014DPYSL5_uc002rhv.3_Nonsense_Mutation_p.Q286*NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2CTACTACCACCAGGACTGGTC0.577

+ 6 907TMEM214_uc010yle.1_RNA|TMEM214_uc002rib.3_Missense_Mutation_p.G221DNM_017727 NP_060197 Q6NUQ4 TM214_HUMAN 0GGTCAAGCAGGTTTTGCCAAC0.567

- 8 1344PREB_uc002riy.1_Missense_Mutation_p.S292F|PREB_uc002riz.1_RNA|PREB_uc002rja.1_Missense_Mutation_p.S306FNM_013388 NP_037520 Q9HCU5 PREB_HUMANCytoplasmic (Potential). 1AGTTTCATGGGACCCAAGGAG0.602

+ 3 464CAD_uc010eyw.2_Missense_Mutation_p.T101INM_004341 NP_004332 P27708 PYR1_HUMANGATase (Glutamine amidotransferase). 10TGGAGTGCCACCCGCACCCTG0.572

+ 9 1387CAD_uc010eyw.2_Missense_Mutation_p.A409TNM_004341 NP_004332 P27708 PYR1_HUMANCPSase (Carbamoyl-phosphate synthase).|CPSase A.10CATTGGCCAAGCTGGAGAATT0.592

+ 41 6496CAD_uc010eyw.2_Missense_Mutation_p.P2049SNM_004341 NP_004332 P27708 PYR1_HUMANATCase (Aspartate transcarbamylase). 10CCTGCGCATGCCACCCACTGT0.652

+ 10 1172SNX17_uc010ylj.1_Missense_Mutation_p.R297H|SNX17_uc010ylk.1_Missense_Mutation_p.R103H|SNX17_uc010eza.1_Missense_Mutation_p.R103H|SNX17_uc002rki.1_RNA|SNX17_uc002rkh.1_Missense_Mutation_p.R103H|SNX17_uc010yll.1_Missense_Mutation_p.R103H|SNX17_uc010ylm.1_Missense_Mutation_p.R103H|SNX17_uc010yln.1_Missense_Mutation_p.R305H|SNX17_uc010ylo.1_Missense_Mutation_p.R235H|SNX17_uc010ylp.1_Missense_Mutation_p.R292H|SNX17_uc010ylq.1_Missense_Mutation_p.R103HNM_014748 NP_055563 Q15036 SNX17_HUMAN 1CGGGTCACCCGCATGCGATGC0.657

+ 19 2417NRBP1_uc002rkq.2_Missense_Mutation_p.A528T|NRBP1_uc002rkp.2_Missense_Mutation_p.A529T|NRBP1_uc002rkr.2_Missense_Mutation_p.A320T|KRTCAP3_uc002rks.2_5'Flank|KRTCAP3_uc010ylr.1_5'Flank|KRTCAP3_uc002rkt.2_5'FlankNM_013392 NP_037524 Q9UHY1 NRBP_HUMAN 3CCTCAACTCAGCCGCTGTCAC0.592

- 32 3533IFT172_uc010ezb.2_5'FlankNM_015662 NP_056477 Q9UG01 IF172_HUMAN TPR 9. 2TTCAGCTTCAGCCTCTTCGAA0.527

- 4 855GCKR_uc002rky.2_5'Flank|GCKR_uc010ezd.2_5'Flank|GCKR_uc010ylu.1_5'FlankNM_022823 NP_073734 Q9H6D8 FNDC4_HUMANExtracellular (Potential). 0CTCACCTGGGCTTGAACTGTT0.557

+ 19 1844GCKR_uc010ezd.2_Missense_Mutation_p.A591V|GCKR_uc010ylu.1_Missense_Mutation_p.A403VNM_001486 NP_001477 Q14397 GCKR_HUMAN 2CACCTGGCTGCAGCTCCTTCT0.607

+ 1 4679ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN 1AACCACCCCAGCTTCTATAGG0.537

+ 1 5482ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.1CAGTCCCTTGGAGAGGAGCCG0.537

+ 4 436ZNF512_uc010ylv.1_Missense_Mutation_p.P38S|ZNF512_uc010ylw.1_Missense_Mutation_p.P116S|ZNF512_uc002rlb.2_Missense_Mutation_p.P38S|ZNF512_uc010ylx.1_Missense_Mutation_p.P38S|ZNF512_uc002rlc.2_Missense_Mutation_p.P38S|ZNF512_uc010yly.1_RNA|ZNF512_uc010ylz.1_Missense_Mutation_p.P38SNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1TCGAGAATTTCCTCAGAAGAA0.413

- 5 1175SUPT7L_uc002rli.1_Missense_Mutation_p.E278K|SUPT7L_uc010ymf.1_Missense_Mutation_p.E143K|SUPT7L_uc002rlj.1_Missense_Mutation_p.E276K|SUPT7L_uc010ezh.1_Missense_Mutation_p.E276KNM_014860 NP_055675 O94864 ST65G_HUMAN 2CTCACAGGTTCCTCCTTGATC0.502

+ 22 1478PLB1_uc010ezj.1_Missense_Mutation_p.N504S|PLB1_uc002rmc.2_Missense_Mutation_p.N181S|PLB1_uc002rmd.1_Missense_Mutation_p.N3SNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|2.|Extracellular (Potential).9CTGATGAAGAATGACACGGTG0.582

+ 39 2674PLB1_uc010ezj.1_Missense_Mutation_p.V881M|PLB1_uc002rme.1_Translation_Start_Site|PLB1_uc002rmf.1_5'FlankNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|Extracellular (Potential).|3.9TTTCCCTTAGGTGCCCAGAGT0.587

+ 46 3265PLB1_uc010ezj.1_Missense_Mutation_p.L1078F|PLB1_uc002rme.1_Missense_Mutation_p.L54F|PLB1_uc002rmf.1_RNANM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|Extracellular (Potential).|4.9AGTCCACCAGCTCCGACCAGC0.552

+ 2 282CLIP4_uc002rmu.2_Missense_Mutation_p.P15S|CLIP4_uc010ezm.1_Missense_Mutation_p.P15S|CLIP4_uc002rmw.2_RNANM_024692 NP_078968 Q8N3C7 CLIP4_HUMAN 1AGAAGGAAATCCTTTGTTTGG0.358

+ 3 433CLIP4_uc002rmu.2_Missense_Mutation_p.T65I|CLIP4_uc010ezm.1_Missense_Mutation_p.T65I|CLIP4_uc002rmw.2_RNA|CLIP4_uc010ymn.1_Missense_Mutation_p.T47INM_024692 NP_078968 Q8N3C7 CLIP4_HUMAN ANK 1. 1GATCCCAAAACTTCAGTTTCA0.294

- 29 5261ALK_uc010ymo.1_Missense_Mutation_p.A384TNM_004304 NP_004295 Q9UM73 ALK_HUMANCytoplasmic (Potential). 1218TTCTTTGCAGCCTTGCCAGAG0.607

- 20 4094 ALK_uc010ymo.1_5'UTRNM_004304 NP_004295 Q9UM73 ALK_HUMANCytoplasmic (Potential). 1218AGCTCCTGGTGCTTCCGGCGG0.597

- 3 1707 NM_004304 NP_004295 Q9UM73 ALK_HUMANMAM 1.|Extracellular (Potential). 1218GAAGTCAAAGCTGCACTCCAG0.567

- 7 963MEMO1_uc010ymu.1_Missense_Mutation_p.G171D|MEMO1_uc010ezq.2_Missense_Mutation_p.G194D|MEMO1_uc002rny.2_Intron|MEMO1_uc002rnz.2_IntronNM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2GAACCTTTGACCTTGAAACAA0.338

- 4 2306NLRC4_uc002roj.1_Missense_Mutation_p.A687V|NLRC4_uc010ezt.1_IntronNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN 6GAGGCTTGTGGCAGAGCTGAA0.463

- 4 1642NLRC4_uc002roj.1_Missense_Mutation_p.E466K|NLRC4_uc010ezt.1_IntronNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN NACHT. 6TTGGTCACCTCCTCTGGCTCA0.458

+ 10 2905 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14GAAATTTTGGCCAAAGTGGAG0.423

+ 43 8275 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14TATCCCAATACTTTGCTCCGG0.348

+ 3 613 NM_206943 NP_996826 Q14766 LTBP1_HUMAN EGF-like 1. 8TCTCCGGCCACAACTCTGTGT0.527

+ 4 991 NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8AGGTTCTTTCCCTTTAAGATA0.468

+ 5 1091LTBP1_uc002rot.2_Missense_Mutation_p.T38I|LTBP1_uc002rou.2_Missense_Mutation_p.T38I|LTBP1_uc002rov.2_Missense_Mutation_p.T38I|LTBP1_uc010ymz.1_Missense_Mutation_p.T38I|LTBP1_uc010yna.1_Missense_Mutation_p.T38INM_206943 NP_996826 Q14766 LTBP1_HUMAN 8TGTAAAGTGACCTGCACCAAG0.532

- 8 1297FAM98A_uc010yne.1_Missense_Mutation_p.G213D|FAM98A_uc010ynd.1_Missense_Mutation_p.G239D|FAM98A_uc002roz.1_Missense_Mutation_p.G246DNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1ACCATGATAGCCACCTGGCTG0.527

- 3 282FAM98A_uc010yne.1_5'UTRNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1TCAGCTTCACTCGGACCTTTT0.353

+ 5 540VIT_uc002rpk.2_Missense_Mutation_p.V100I|VIT_uc010ynf.1_Missense_Mutation_p.V100I|VIT_uc002rpm.2_Missense_Mutation_p.V100I|VIT_uc010ezv.2_Missense_Mutation_p.V100I|VIT_uc010ezw.2_Missense_Mutation_p.V100INM_053276 NP_444506 Q6UXI7 VITRN_HUMAN LCCL. 2TGTTCGGAAGGTTGCTGGACA0.398

- 7 2341 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1TAGAAGCATACCTTTGCCTTT0.318

- 2 1717 NM_006449 NP_006440 Q9UKI2 BORG2_HUMAN 0TCATCCAAAAGTGAGGGCCCA0.453

- 2 1354 NM_006449 NP_006440 Q9UKI2 BORG2_HUMAN 0GACAATAAGGGCAACATGAGA0.542

- 23 3729SOS1_uc002rrj.3_Missense_Mutation_p.P829TNM_005633 NP_005624 Q07889 SOS1_HUMAN 10AGATGTAGTGGTGAGCTTGAG0.507

- 19 3102SOS1_uc002rrj.3_Missense_Mutation_p.P635SNM_005633 NP_005624 Q07889 SOS1_HUMAN 10AGAGGCTTAGGGTTTCGTGGT0.353

- 9 659MAP4K3_uc002rrp.2_Missense_Mutation_p.G190S|MAP4K3_uc010yns.1_5'FlankNM_003618 NP_003609 Q8IVH8 M4K3_HUMANProtein kinase. 8TGATTGTAACCCCCCTTCCTC0.433

- 7 2104uc002rrw.2_Intron|SLC8A1_uc002rry.2_Missense_Mutation_p.E689K|SLC8A1_uc002rrz.2_Missense_Mutation_p.E681K|SLC8A1_uc002rsa.2_Missense_Mutation_p.E658K|SLC8A1_uc002rsd.3_Missense_Mutation_p.E658KNM_021097 NP_066920 P32418 NAC1_HUMANPoly-Glu.|Cytoplasmic (Potential). 4CGCCTCTCCTCTTCCTCTTTG0.478



- 1 1373SLC8A1_uc002rry.2_Missense_Mutation_p.T450I|SLC8A1_uc002rrz.2_Missense_Mutation_p.T450I|SLC8A1_uc002rsa.2_Missense_Mutation_p.T450I|SLC8A1_uc002rsd.3_Missense_Mutation_p.T450I|SLC8A1_uc002rsb.1_Missense_Mutation_p.T450I|SLC8A1_uc010fan.1_Missense_Mutation_p.T450I|SLC8A1_uc002rsc.1_Missense_Mutation_p.T450INM_021097 NP_066920 P32418 NAC1_HUMANCalx-beta 1.|Cytoplasmic (Potential). 4AGCATTTGCTGTGCCATCCTC0.448

+ 7 957EML4_uc010fap.2_Missense_Mutation_p.R174HNM_019063 NP_061936 Q9HC35 EMAL4_HUMAN 250ATGTTTATGCGCGGTCGGCCA0.388 rs149615272

- 1 523PLEKHH2_uc002rte.3_Intron|PLEKHH2_uc002rtf.3_Intron|PLEKHH2_uc010yny.1_IntronNM_001101330 NP_001094800 0TATTCGAGGTCTCCAAATATA0.428

+ 15 2535PLEKHH2_uc002rte.3_3'UTR|PLEKHH2_uc002rtf.3_Missense_Mutation_p.L817FNM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN PH 2. 3GAAGGGATTGCTCACTAAGGT0.478

- 16 1785LRPPRC_uc010yob.1_Missense_Mutation_p.G476ENM_133259 NP_573566 P42704 LPPRC_HUMAN 3ACCCGTCGGTCCTCGAGGCTC0.403

+ 2 925PPM1B_uc002rts.2_Missense_Mutation_p.T166I|PPM1B_uc002rtu.2_Missense_Mutation_p.T166I|PPM1B_uc002rtv.2_Intron|PPM1B_uc002rtw.2_Missense_Mutation_p.T166I|PPM1B_uc002rtx.2_Missense_Mutation_p.T166INM_002706 NP_002697 O75688 PPM1B_HUMAN 2TGCTTTTCTACCCAGGATCAC0.428

+ 9 1612SLC3A1_uc002rua.2_Missense_Mutation_p.D512N|SLC3A1_uc002rub.2_Missense_Mutation_p.D512N|SLC3A1_uc002rud.3_Missense_Mutation_p.D234N|SLC3A1_uc002rue.3_Missense_Mutation_p.D132NNM_000341 NP_000332 Q07837 SLC31_HUMANExtracellular (Potential). 0AATGCAGTGGGACAATAGTTC0.393

- 10 1684PREPL_uc002rug.2_Missense_Mutation_p.P484L|PREPL_uc002ruh.2_Missense_Mutation_p.P488L|PREPL_uc010fax.2_Missense_Mutation_p.P550L|PREPL_uc002rui.3_Missense_Mutation_p.P461L|PREPL_uc002ruj.1_Missense_Mutation_p.P461L|PREPL_uc002ruk.1_Missense_Mutation_p.P550LNM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1TGTTAGACTTGGCTGAGAAAA0.507

+ 13 1938 NM_005400 NP_005391 Q02156 KPCE_HUMANProtein kinase. 10GATCCTGCAGGAGTTGGAGTA0.582

+ 1 395ATP6V1E2_uc002ruz.2_5'FlankNM_012249 NP_036381 P17081 RHOQ_HUMAN 2GACGTGCCTACTCATGAGCTA0.677

+ 6 1081MSH2_uc010yoh.1_Missense_Mutation_p.G272V|MSH2_uc002rvz.2_Missense_Mutation_p.G338V|MSH2_uc010fbg.2_Missense_Mutation_p.G148VNM_000251 NP_000242 P43246 MSH2_HUMAN 55ACCCCTCAAGGACAAAGACTT0.368

- 2 880 MSH2_uc002rvz.2_IntronNM_022055 NP_071338 Q9HB15 KCNKC_HUMANHelical; (Potential). 1ACGTTGAAGAGCGAGTAAATG0.642

+ 2 413MSH6_uc002rwc.2_Splice_Site_p.S87_splice|MSH6_uc010fbj.2_Splice_Site|MSH6_uc010yoi.1_Intron|MSH6_uc010yoj.1_Splice_SiteNM_000179 NP_000170 P52701 MSH6_HUMAN 168TTTGGCAACAGTTGTGACTTC0.408

+ 6 1084 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0AGGAATTTTAGAATGTAAGTA0.254

+ 7 804KLRAQ1_uc002rwi.1_Missense_Mutation_p.L207F|KLRAQ1_uc002rwj.2_Missense_Mutation_p.L207F|KLRAQ1_uc002rwl.2_Missense_Mutation_p.L161F|KLRAQ1_uc002rwk.2_Missense_Mutation_p.L207F|KLRAQ1_uc010yok.1_Missense_Mutation_p.L207FNM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN Potential. 1GTTAAAGACTCTTCATGAAGA0.308

+ 1 930STON1_uc002rwo.3_Missense_Mutation_p.G295R|STON1_uc010fbm.2_Missense_Mutation_p.G295R|STON1-GTF2A1L_uc002rwp.1_Missense_Mutation_p.G295R|STON1_uc002rwr.2_RNA|STON1_uc002rwq.2_Missense_Mutation_p.G295RNM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5CCGGCAATGGGGACCAATTTT0.413

- 11 1133GTF2A1L_uc002rwt.2_IntronNM_000233 NP_000224 P22888 LSHR_HUMANExtracellular (Potential). 8CCCATAATATCTTCACAGGGA0.443

- 10 1017FSHR_uc002rwx.2_Missense_Mutation_p.A253T|FSHR_uc010fbn.2_Missense_Mutation_p.A289TNM_000145 NP_000136 P23945 FSHR_HUMANExtracellular (Potential). 8TTGTCTTCTGCCAGAGAGGAT0.433

+ 1 216ASB3_uc002rxg.1_Intron|ASB3_uc002rxh.1_Intron|ASB3_uc002rxi.3_Intron|ASB3_uc010yoo.1_IntronNM_001008708 NP_001008708 Q8WUX2 CHAC2_HUMAN 0GGACCACCGCGGGGTCCCCGG0.632

+ 11 1392ASB3_uc002rxi.3_Intron|ERLEC1_uc002rxm.2_Missense_Mutation_p.S371N|ERLEC1_uc002rxn.2_Missense_Mutation_p.S317NNM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN PRKCSH 2. 2GACAAGGATAGTGGGAAAACC0.398

+ 16 3245SPTBN1_uc002rxx.2_Missense_Mutation_p.T986INM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 7. 8CGCAAGCTGACCGGCATGGAG0.622

+ 27 6058SPTBN1_uc002rxx.2_Nonsense_Mutation_p.Q1924*|SPTBN1_uc002rxy.2_Nonsense_Mutation_p.Q82*NM_003128 NP_003119 Q01082 SPTB2_HUMANSpectrin 16.|Interaction with ANK2. 8GATCGAGGCCCAGGAGAAGCC0.547

- 32 6436CCDC88A_uc010yoz.1_Missense_Mutation_p.R1838K|CCDC88A_uc010ypa.1_Missense_Mutation_p.R1791K|CCDC88A_uc002ryt.2_Missense_Mutation_p.R156K|CCDC88A_uc010fbw.2_Missense_Mutation_p.R367K|CCDC88A_uc002ryu.2_Missense_Mutation_p.R1120K|CCDC88A_uc002rys.2_Missense_Mutation_p.R823KNM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4TTGTTGCTCCCTAGACCTGCT0.358

- 31 6358CCDC88A_uc010yoz.1_Missense_Mutation_p.A1812V|CCDC88A_uc010ypa.1_Missense_Mutation_p.A1765V|CCDC88A_uc002ryt.2_Missense_Mutation_p.A130V|CCDC88A_uc010fbw.2_Missense_Mutation_p.A341V|CCDC88A_uc002ryu.2_Missense_Mutation_p.A1094V|CCDC88A_uc002rys.2_Missense_Mutation_p.A797V|CCDC88A_uc002ryw.2_Missense_Mutation_p.A1123V|CCDC88A_uc010fby.1_Missense_Mutation_p.A691VNM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4GTCAGCAGCAGCTGGTGGTGA0.458

- 31 6321CCDC88A_uc010yoz.1_Missense_Mutation_p.D1800N|CCDC88A_uc010ypa.1_Missense_Mutation_p.D1753N|CCDC88A_uc002ryt.2_Missense_Mutation_p.D118N|CCDC88A_uc010fbw.2_Missense_Mutation_p.D329N|CCDC88A_uc002ryu.2_Missense_Mutation_p.D1082N|CCDC88A_uc002rys.2_Missense_Mutation_p.D785N|CCDC88A_uc002ryw.2_Missense_Mutation_p.D1111N|CCDC88A_uc010fby.1_Missense_Mutation_p.D679NNM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4AGTCTACTGTCCTTGGTCAAA0.473

+ 15 1538PAPOLG_uc002saj.2_Nonsense_Mutation_p.W125*|PAPOLG_uc002sak.2_Intron|PAPOLG_uc010fch.2_Nonsense_Mutation_p.W125*NM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2GTATCAATGTGGTTCCTTGGG0.279

+ 21 2299PAPOLG_uc002saj.2_Missense_Mutation_p.G379R|PAPOLG_uc002sak.2_Missense_Mutation_p.G225R|PAPOLG_uc010fch.2_Missense_Mutation_p.G357RNM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2TGCCATTGGAGGAGAATCTAT0.328

+ 11 1771REL_uc002san.1_Missense_Mutation_p.S484NNM_002908 NP_002899 Q04864 REL_HUMAN 3AGACTTCTGAGCATGAATCTT0.438

- 16 1453PUS10_uc002sao.2_Missense_Mutation_p.E465K|PUS10_uc010ypk.1_Missense_Mutation_p.E242KNM_144709 NP_653310 Q3MIT2 PUS10_HUMAN 4TACTGTGTCTCCATGAAGTGA0.542

- 30 4207 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19TCAGTAGCTCCCAGACCCGCC0.368

+ 2 480 NM_006577 NP_006568 Q9NY97 B3GN2_HUMANLumenal (Potential). 1ACCAACCAGACGGGGGAGGCG0.557

+ 2 611 NM_006577 NP_006568 Q9NY97 B3GN2_HUMANLumenal (Potential). 1GTATTTGAGATGCCGCAATTA0.458

+ 14 2842EHBP1_uc010fcp.2_Missense_Mutation_p.S752F|EHBP1_uc002sbz.2_Missense_Mutation_p.S752F|EHBP1_uc002scb.2_Missense_Mutation_p.S752FNM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2CAGACGGAGTCTGATCCAGAT0.348

- 9 1197C2orf86_uc002sce.2_RNA|C2orf86_uc002scf.2_Missense_Mutation_p.P92S|C2orf86_uc010ypu.1_RNA|C2orf86_uc002scg.2_Missense_Mutation_p.P59S|C2orf86_uc002sci.1_Missense_Mutation_p.P227S|C2orf86_uc010fcr.1_Missense_Mutation_p.P141SNM_015910 NP_056994 O95876 FRITZ_HUMAN 0GGGGCCCAAGGCCAAGCATCA0.458

+ 8 1579UGP2_uc002scl.2_Missense_Mutation_p.P414S|UGP2_uc010ypx.1_Missense_Mutation_p.P434SNM_006759 NP_006750 Q16851 UGPA_HUMAN 0GCGGGAATTTCCTACAGTGCC0.358

+ 5 2426AFTPH_uc002scz.2_Splice_Site_p.Q798_splice|AFTPH_uc002sda.2_Splice_Site_p.Q798_splice|AFTPH_uc002sdb.2_Splice_Site_p.Q798_spliceNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 TCAGTTCCAGGTAAAAatatc0.279

- 1 199WDR92_uc002sed.1_Intron|WDR92_uc002sef.1_Missense_Mutation_p.A40T|WDR92_uc002seg.1_Intron|PNO1_uc002seh.2_5'FlankNM_138458 NP_612467 Q96MX6 WDR92_HUMAN 0GTGCCCCGTGCGAAGTTGCCC0.602

+ 2 414WDR92_uc002sed.1_5'Flank|WDR92_uc002see.1_5'Flank|WDR92_uc002sef.1_5'Flank|WDR92_uc002seg.1_5'FlankNM_020143 NP_064528 Q9NRX1 PNO1_HUMAN 0GAATGTAGAAATCAGGGTAAG0.368

+ 5 640 NM_020143 NP_064528 Q9NRX1 PNO1_HUMAN KH. 0ACCAAATTCACCATAGAGAAT0.363

+ 10 1791ARHGAP25_uc010fdg.2_Missense_Mutation_p.A477V|ARHGAP25_uc010yql.1_Missense_Mutation_p.A437V|ARHGAP25_uc002sew.2_Missense_Mutation_p.A469V|ARHGAP25_uc002sex.2_Missense_Mutation_p.A470V|ARHGAP25_uc002sey.2_Missense_Mutation_p.A203VNM_001007231 NP_001007232 P42331 RHG25_HUMAN 4TCCTCAGAGGCTAAGGCAGGG0.502

+ 1 814ASPRV1_uc002sga.2_5'Flank|uc002sgb.1_5'Flank|uc002sgd.2_5'Flank|uc002sge.1_5'FlankNM_006196 NP_006187 Q15365 PCBP1_HUMAN 0CCAGTCTCCGCAAGGGAGAGT0.652

- 11 1044TIA1_uc002sgk.3_Missense_Mutation_p.G265D|TIA1_uc002sgl.3_RNANM_022173 NP_071505 P31483 TIA1_HUMAN RRM 3. 0CACAACATGACCTTCAATGGT0.368

- 4 477CLEC4F_uc010yqv.1_Nonsense_Mutation_p.Q134*NM_173535 NP_775806 Q8N1N0 CLC4F_HUMANExtracellular (Potential). 5ACCTGGAGCTGCGAATTGACA0.468

- 1 163TEX261_uc010fdy.2_5'FlankNM_144582 NP_653183 Q6UWH6 TX261_HUMANHelical; (Potential). 0GTGATGAAGGCCACCTGGATG0.582

+ 2 692MCEE_uc002shs.2_5'Flank|MPHOSPH10_uc010feb.1_Missense_Mutation_p.E114KNM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3TGAAGAACAGGAACGTGAAGA0.408

+ 7 1679 NM_005791 NP_005782 O00566 MPP10_HUMAN 3TGATGTAGTACGTAAAGAAAA0.338

+ 2 401ZNF638_uc010fec.2_Missense_Mutation_p.P134S|ZNF638_uc010yqw.1_Intron|ZNF638_uc002shw.2_Missense_Mutation_p.P28S|ZNF638_uc002shy.2_Missense_Mutation_p.P28S|ZNF638_uc002shz.2_Missense_Mutation_p.P28S|ZNF638_uc002sia.2_Missense_Mutation_p.P28S|ZNF638_uc002sib.1_Missense_Mutation_p.P28SNM_014497 NP_055312 Q14966 ZN638_HUMAN 4GATGAGGCCTCCAGGACCATT0.502



+ 11 2706ZNF638_uc010yqw.1_Missense_Mutation_p.G375E|ZNF638_uc002shy.2_Missense_Mutation_p.G796E|ZNF638_uc002shz.2_Missense_Mutation_p.G796E|ZNF638_uc002sia.2_Missense_Mutation_p.G796E|ZNF638_uc002sib.1_Missense_Mutation_p.G796E|ZNF638_uc010fed.2_RNA|ZNF638_uc002sic.2_5'UTRNM_014497 NP_055312 Q14966 ZN638_HUMAN 4GCCAAAACTGGACAAGCCAAG0.274

+ 14 2925ZNF638_uc010yqw.1_Missense_Mutation_p.T448I|ZNF638_uc002shy.2_Missense_Mutation_p.T869I|ZNF638_uc002shz.2_Missense_Mutation_p.T869I|ZNF638_uc002sia.2_Missense_Mutation_p.T869I|ZNF638_uc002sib.1_Missense_Mutation_p.T869I|ZNF638_uc010fed.2_RNA|ZNF638_uc002sic.2_5'UTRNM_014497 NP_055312 Q14966 ZN638_HUMAN 4GAAATAAAGACCAGTATTGAA0.284

- 3 1349RAB11FIP5_uc002sit.3_Missense_Mutation_p.A292TNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0GAAGAGACAGCTTGCAAGGAG0.612

+ 3 322CCT7_uc002sja.2_Intron|CCT7_uc010yrf.1_Missense_Mutation_p.P30S|CCT7_uc010feu.2_Missense_Mutation_p.P74S|CCT7_uc010yrg.1_Intron|CCT7_uc010yrh.1_5'UTR|CCT7_uc010yri.1_IntronNM_006429 NP_006420 Q99832 TCPH_HUMAN 0TGTTGTCCATCCTGCAGCAAA0.383

- 8 2107 NM_001080410 NP_001073879 Q8TF61 FBX41_HUMAN 3TCCAGGCAGCCCCTGGGGATG0.617

+ 14 10021ALMS1_uc002sjf.1_Splice_Site_p.G3260_splice|ALMS1_uc002sjg.2_Splice_Site_p.G2690_splice|ALMS1_uc002sjh.1_Splice_Site_p.G2690_splice|ALMS1_uc010fev.1_Splice_Site_p.D119_spliceNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9TCCCATTCAGGTATTATGCAG0.353

+ 18 11291ALMS1_uc002sjf.1_Missense_Mutation_p.G3683D|ALMS1_uc002sjg.2_Missense_Mutation_p.G3113D|ALMS1_uc002sjh.1_Missense_Mutation_p.G3113DNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9AAACAGCCAGGTTTTAATTAT0.393

- 9 1088 NM_003584 NP_003575 O75319 DUS11_HUMAN 1TGCCCGACTGGCATTGGGCTT0.507

+ 5 571ACTG2_uc010fey.2_Missense_Mutation_p.T150I|ACTG2_uc010yrn.1_Missense_Mutation_p.T107INM_001615 NP_001606 P63267 ACTH_HUMAN 0GGCCGCACGACAGGTGAGTAA0.493

+ 1 1576TET3_uc010fez.1_Missense_Mutation_p.E526KNM_144993 NP_659430 O43151 TET3_HUMAN 0CCTGCCCCCAGAACCTTCTCT0.642

- 1 28SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.G9E|SLC4A5_uc010ffc.1_Missense_Mutation_p.G9E|SLC4A5_uc002skp.1_Missense_Mutation_p.G9E|SLC4A5_uc002sks.1_Missense_Mutation_p.G9ENM_021196 NP_067019 Q9BY07 S4A5_HUMANCytoplasmic (Potential). 9CTTTCCTACCCCAGCCTTCTC0.343

- 28 3625SLC4A5_uc002skl.2_RNA|DCTN1_uc002skt.1_Missense_Mutation_p.S39F|DCTN1_uc002skv.2_Missense_Mutation_p.S971F|DCTN1_uc002sku.2_Missense_Mutation_p.S966F|DCTN1_uc002skw.1_Missense_Mutation_p.S1081F|DCTN1_uc010ffd.2_Missense_Mutation_p.S1080F|DCTN1_uc002sky.2_Missense_Mutation_p.S1063FNM_004082 NP_004073 Q14203 DCTN1_HUMAN 5CTGGAGCTGGGAGATGTGCAG0.592

- 12 1593DCTN1_uc002skv.2_Missense_Mutation_p.E294K|DCTN1_uc002sku.2_Missense_Mutation_p.E294K|DCTN1_uc002skw.1_Missense_Mutation_p.E404K|DCTN1_uc010ffd.2_Missense_Mutation_p.E408K|DCTN1_uc002sky.2_Missense_Mutation_p.E391KNM_004082 NP_004073 Q14203 DCTN1_HUMAN Potential. 5CAGACCTGCTCCTTGAGCTCA0.567

- 7 896RTKN_uc002slc.2_Missense_Mutation_p.A247V|RTKN_uc002sld.2_Missense_Mutation_p.A210VNM_001015055 NP_001015055 Q9BST9 RTKN_HUMAN 1TGTGGTGTGAGCCAAGAGGTG0.557

+ 4 442INO80B_uc002slf.1_Missense_Mutation_p.P120S|INO80B_uc010yrr.1_Intron|WBP1_uc002slh.1_RNA|INO80B_uc002sli.1_RNA|INO80B_uc010yrs.1_Missense_Mutation_p.P151S|WBP1_uc002slj.1_5'Flank|WBP1_uc002slk.1_5'Flank|WBP1_uc002sll.1_5'FlankNM_031288 NP_112578 Q9C086 IN80B_HUMAN 1CTCTCCCTCTCCACTTCGGGA0.512

- 12 2122LOXL3_uc002smo.1_Missense_Mutation_p.V323M|LOXL3_uc010ffm.1_Missense_Mutation_p.V628M|LOXL3_uc002smq.1_Missense_Mutation_p.V539M|LOXL3_uc010ffn.1_Missense_Mutation_p.V539MNM_032603 NP_115992 P58215 LOXL3_HUMANLysyl-oxidase like. 0CCTGGCTTCACATCCGTGATG0.522

- 8 1382LOXL3_uc002smo.1_Missense_Mutation_p.P76L|LOXL3_uc010ffm.1_Intron|LOXL3_uc002smq.1_Missense_Mutation_p.P292L|LOXL3_uc010ffn.1_Missense_Mutation_p.P292LNM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0AAGGGGCCCAGGTCCCCCTAT0.632

+ 5 1260LOXL3_uc002smp.1_5'Flank|LOXL3_uc002smq.1_5'Flank|LOXL3_uc010ffn.1_5'Flank|DOK1_uc002smr.2_Missense_Mutation_p.P274L|DOK1_uc010ffo.2_Missense_Mutation_p.P274L|DOK1_uc002smt.2_Missense_Mutation_p.P199L|DOK1_uc002smu.2_Missense_Mutation_p.P199L|DOK1_uc010yrz.1_Missense_Mutation_p.P402L|DOK1_uc002smv.2_Missense_Mutation_p.P274L|DOK1_uc002smw.1_Missense_Mutation_p.P199LNM_001381 NP_001372 Q99704 DOK1_HUMAN Pro-rich. 0GCTGTGCCACCCCCTCGGAGC0.617

+ 3 2189 NM_000189 NP_000180 P52789 HXK2_HUMANATP 1 (Potential).|Regulatory.|Glucose-6-phosphate 1 binding.2CTTGGAGGGACCAACTTCCGT0.507

- 2 1479TGOLN2_uc002soz.2_Missense_Mutation_p.A397V|TGOLN2_uc002spa.2_RNA|TGOLN2_uc002spb.2_Missense_Mutation_p.A339V|TGOLN2_uc002spc.1_Missense_Mutation_p.A397VNM_006464 NP_006455 O43493 TGON2_HUMANHelical; (Potential). 0ATAGAGGACAGCCACAAGAAT0.557

- 4 904RETSAT_uc010fge.2_RNA|RETSAT_uc010ysm.1_Missense_Mutation_p.S177F|RETSAT_uc010fgf.2_IntronNM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2GCTCTGGGTGGATGCTTGAAG0.597

+ 4 476USP39_uc002sqb.2_5'UTR|USP39_uc010ysu.1_Missense_Mutation_p.G69D|USP39_uc010ysv.1_Missense_Mutation_p.G44D|USP39_uc010fgn.1_Missense_Mutation_p.G147D|USP39_uc002sqf.2_Missense_Mutation_p.G147D|USP39_uc002sqg.2_Missense_Mutation_p.G147D|USP39_uc010fgo.2_Missense_Mutation_p.G147DNM_006590 NP_006581 Q53GS9 SNUT2_HUMAN UBP-type. 1ACAGGCCGGGGTTTGAAGTCT0.453

- 13 2058 NM_015425 NP_056240 O95602 RPA1_HUMAN 3GGCCTGGATGGAGGGTCTGTG0.577

+ 12 2129KDM3A_uc010ytj.1_Missense_Mutation_p.G601D|KDM3A_uc010ytk.1_Missense_Mutation_p.G549DNM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5GAAGCAATTGGCTTGTGGTTA0.418

+ 16 2723KDM3A_uc010ytj.1_Missense_Mutation_p.G799D|KDM3A_uc010ytk.1_Missense_Mutation_p.G747DNM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5GCAGCTGTGGGTGGGGAAGCA0.562

- 3 292VPS24_uc002srk.2_5'UTR|VPS24_uc002srl.2_Missense_Mutation_p.G55S|VPS24_uc010ytl.1_Missense_Mutation_p.G84SNM_016079 NP_057163 Q9Y3E7 CHMP3_HUMANIntramolecular interaction with C- terminus. 1TCCTTCTGGCCCTTCTTGGCA0.433

- 1 169VPS24_uc002srk.2_5'UTR|VPS24_uc002srl.2_Missense_Mutation_p.E14K|VPS24_uc010ytl.1_IntronNM_016079 NP_057163 Q9Y3E7 CHMP3_HUMANIntramolecular interaction with C- terminus. 1CTTACCAGTTCTTTGGGCGGC0.607

- 4 2176VPS24_uc010ytl.1_Intron|RNF103_uc002srm.2_Missense_Mutation_p.A264T|uc002sro.2_IntronNM_005667 NP_005658 O00237 RN103_HUMAN 1ACCCATGAAGCCAGTGTGGTT0.393

+ 4 931uc002stv.1_Intron|TEKT4_uc010fhr.1_RNANM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3CACCTCCGAGGACCTGCGGCT0.672

- 3 454ZNF514_uc002sud.1_Missense_Mutation_p.R100KNM_032788 NP_116177 Q96K75 ZN514_HUMAN KRAB. 0CATCACCTCCCTGTAGAGGTC0.517

+ 2 186FAHD2A_uc002sus.2_Missense_Mutation_p.V3MNM_016044 NP_057128 Q96GK7 FAH2A_HUMAN 1TCTGATGCTGGTGTCTGGTAG0.542

+ 52 6106FER1L5_uc002sws.3_Missense_Mutation_p.P745S|FER1L5_uc002swt.3_Missense_Mutation_p.P745S|FER1L5_uc010yus.1_Missense_Mutation_p.P744SNM_001113382 NP_001106853 A0AVI2 FR1L5_HUMAN 1GCTGTATCCTCCCATTAAAAT0.463

- 13 1703SEMA4C_uc002sxf.3_Missense_Mutation_p.P15S|SEMA4C_uc002sxe.2_Missense_Mutation_p.P15S|SEMA4C_uc002sxg.3_Missense_Mutation_p.P568SNM_017789 NP_060259 Q9C0C4 SEM4C_HUMANPSI.|Extracellular (Potential). 2GCGCAATAGGGGTCCCGGGCG0.647

+ 20 2975VWA3B_uc002sym.2_Missense_Mutation_p.K904T|VWA3B_uc002syn.1_RNA|VWA3B_uc010yvi.1_Missense_Mutation_p.K561T|VWA3B_uc002syp.1_Missense_Mutation_p.K296T|VWA3B_uc002syq.1_Missense_Mutation_p.K180T|VWA3B_uc002syr.1_Missense_Mutation_p.K221T|VWA3B_uc010fii.1_RNA|VWA3B_uc002sys.2_RNANM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6GACACAAATAAGATGACATTA0.418

+ 4 648C2orf64_uc002sza.2_Intron|UNC50_uc002szb.2_Missense_Mutation_p.P166S|UNC50_uc010yvl.1_Missense_Mutation_p.P183SNM_014044 NP_054763 Q53HI1 UNC50_HUMANHelical; (Potential). 0TGCTTTTTATCCACTCCTGGT0.368

- 4 651MGAT4A_uc010fil.2_5'UTRNM_012214 NP_036346 Q9UM21 MGT4A_HUMANLumenal (Potential). 1AATAAATGAGGCAAATGATAA0.328

- 15 2163TSGA10_uc002szh.3_Missense_Mutation_p.R512K|TSGA10_uc002szi.3_Missense_Mutation_p.R512K|TSGA10_uc010fin.1_Missense_Mutation_p.R512KNM_182911 NP_878915 Q9BZW7 TSG10_HUMAN 2ACAGAGTTCCCTAGTAGAAGA0.338

+ 6 1466 NM_015904 NP_056988 O60841 IF2P_HUMAN 3ACTGCTACAAGCTCAGGGTGA0.398

+ 12 2214 NM_015904 NP_056988 O60841 IF2P_HUMAN 3CCTCTTGAAGCTATTAATGAA0.343

- 4 394REV1_uc002tac.2_Splice_Site_p.D61_splice|REV1_uc002tae.1_Splice_Site_p.D40_spliceNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 GCGGAAGGATCTGCaaaattt0.308

- 2 558 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1GTAGAAGAAAGGAATCCCAGT0.517

+ 11 1463IL1RL2_uc002tbt.2_Missense_Mutation_p.R328KNM_003854 NP_003845 Q9HB29 ILRL2_HUMANTIR.|Cytoplasmic (Potential). 2AAGCTGTGCAGGAGGCTGATT0.493

+ 10 1674IL18RAP_uc010fiz.2_Missense_Mutation_p.S255NNM_003853 NP_003844 O95256 I18RA_HUMANCytoplasmic (Potential). 5ACCTACCAGAGCAAGGATCAG0.557

+ 2 690 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANHelical; Name=E/M5; (Potential). 8AATTCCATTGGCATTGGGGTG0.498 rs140049116

+ 12 2408 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential). 8CAGAGAAAAGGGCACCCAGAC0.542

+ 2 347TMEM182_uc002tcc.3_Missense_Mutation_p.G11R|TMEM182_uc002tcd.3_5'UTRNM_144632 NP_653233 Q6ZP80 TM182_HUMANExtracellular (Potential). 0TCACCATGAAGGGTTCTTCTG0.353

+ 3 674C2orf49_uc010fjd.1_Splice_Site_p.M172_spliceNM_024093 NP_076998 Q9BVC5 ASHWN_HUMAN 0AGAGGCCATGGTAAGTATGGG0.512



- 9 842UXS1_uc002tdl.2_Splice_Site_p.Q80_splice|UXS1_uc002tdn.2_Splice_Site_p.Q253_splice|UXS1_uc002tdo.2_Splice_Site_p.Q191_splice|UXS1_uc010ywh.1_Splice_Site_p.Q92_spliceNM_025076 NP_079352 Q8NBZ7 UXS1_HUMAN 2TGGTGAAATACCTGCTTCATG0.498

- 20 3299 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN RanBD1 1. 1GTTCCCCAAGCCCCTTTCTTT0.378

- 2 1006ST6GAL2_uc002tdr.2_Missense_Mutation_p.C296Y|ST6GAL2_uc002tds.3_Missense_Mutation_p.C296YNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11GACGACAGCGCAGCTGCGCAG0.687

- 2 539ST6GAL2_uc002tdr.2_Nonsense_Mutation_p.W140*|ST6GAL2_uc002tds.3_Nonsense_Mutation_p.W140*NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11TGTGGCTGTGCCACCCTGGCT0.572

+ 20 3830RGPD4_uc002tdu.2_Missense_Mutation_p.D437N|RGPD4_uc010ywl.1_IntronNM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2ATTAGAATGGGATAACTGTGA0.443

+ 20 3896RGPD4_uc002tdu.2_Missense_Mutation_p.P459S|RGPD4_uc010ywl.1_IntronNM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2ACATGCTTCTCCATTGGCAAG0.403

+ 5 577 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN 1GGCTGCAAAAGACATGCACCG0.468 rs140068346

+ 6 1169GCC2_uc002ted.2_Missense_Mutation_p.D238NNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1ACACTTAGAAGATACCTTAAA0.294

+ 6 2048GCC2_uc002ted.2_Missense_Mutation_p.E531KNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1GAAGAAAGTAGAGCAAACAAT0.313 rs145077426

+ 20 6187 NM_006267 NP_006258 P49792 RBP2_HUMAN RanBD1 2. 18TCAAATGCCCGAAAAAGTAGA0.388

+ 20 7676 NM_006267 NP_006258 P49792 RBP2_HUMAN 18TTTGTATTTGGTTCAGAGTCT0.383

+ 28 9431 NM_006267 NP_006258 P49792 RBP2_HUMANPPIase cyclophilin-type. 18CTATGCACTGGAGAGAAAGGC0.403

+ 2 203CCDC138_uc002teo.1_Missense_Mutation_p.T48I|CCDC138_uc002tep.1_5'UTR|CCDC138_uc010fjm.1_5'UTRNM_144978 NP_659415 Q96M89 CC138_HUMAN 0AGAACTCTAACCTCCCCAGGT0.194

- 6 617NPHP1_uc002tfm.3_Splice_Site_p.K175_splice|NPHP1_uc002tfl.3_Splice_Site_p.K175_splice|NPHP1_uc002tfo.3_Splice_Site_p.K113_splice|NPHP1_uc010ywx.1_Splice_Site_p.K175_splice|NPHP1_uc010fjv.1_Splice_Site_p.K175_spliceNM_207181 NP_997064 O15259 NPHP1_HUMAN 2TTTCCCCTTTCTTAAAGCAAA0.323

- 11 1590 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2CTGGAGCTGGGACTCTACTAA0.313

+ 9 1525MERTK_uc002thl.1_Missense_Mutation_p.G292ENM_006343 NP_006334 Q12866 MERTK_HUMANFibronectin type-III 2.|Extracellular (Potential). 9ACCAGAGGGGGAGTTGGGCCC0.537

+ 9 1214 NM_032824 NP_116213 Q96K49 TM87B_HUMAN 0TCAGCCCAAGGCTTATTGATA0.418

+ 3 929POLR1B_uc010fkn.2_Missense_Mutation_p.D61N|POLR1B_uc002thx.2_5'UTR|POLR1B_uc010fko.2_Missense_Mutation_p.D117N|POLR1B_uc010fkp.2_Intron|POLR1B_uc010yxn.1_Missense_Mutation_p.D155N|POLR1B_uc002thy.2_5'UTR|POLR1B_uc010yxo.1_IntronNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CATTTAGGCTGATATCAACTG0.343

+ 9 1932POLR1B_uc010fkn.2_Missense_Mutation_p.S395F|POLR1B_uc002thx.2_Missense_Mutation_p.S312F|POLR1B_uc010fko.2_Intron|POLR1B_uc010fkp.2_Intron|POLR1B_uc010yxn.1_Missense_Mutation_p.S489F|POLR1B_uc002thy.2_Missense_Mutation_p.S312F|POLR1B_uc010yxo.1_Missense_Mutation_p.S228FNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CTACAAGATTCTGGACTTTGT0.438

+ 15 3701POLR1B_uc010fkn.2_Missense_Mutation_p.E985K|POLR1B_uc002thx.2_Missense_Mutation_p.E902K|POLR1B_uc010fko.2_Missense_Mutation_p.E858K|POLR1B_uc010fkp.2_Missense_Mutation_p.E480K|POLR1B_uc010yxn.1_Missense_Mutation_p.E1079K|POLR1B_uc002thy.2_Missense_Mutation_p.E902K|POLR1B_uc010yxo.1_Missense_Mutation_p.E818KNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1TGGGGAGATGGAACGGGATGC0.507

+ 4 1391PSD4_uc002tjd.2_5'UTR|PSD4_uc002tje.2_Missense_Mutation_p.G402D|PSD4_uc002tjf.2_5'UTRNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2CAGAGAGGAGGTCCTTTTTGG0.488

+ 13 2570PSD4_uc002tjd.2_Splice_Site_p.T417_splice|PSD4_uc002tje.2_Splice_Site_p.T767_splice|PSD4_uc002tjf.2_Splice_Site_p.T417_splice|PSD4_uc002tjg.2_5'UTR|PSD4_uc010yxs.1_Missense_Mutation_p.A27T|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2TCCTGGAACAGCGCCATGGGG0.552

+ 26 2769DPP10_uc002tlb.1_Missense_Mutation_p.S721N|DPP10_uc002tlc.1_Missense_Mutation_p.S767N|DPP10_uc002tle.2_Missense_Mutation_p.S775N|DPP10_uc002tlf.1_Missense_Mutation_p.S764NNM_020868 NP_065919 Q8N608 DPP10_HUMANExtracellular (Potential). 10CATCTCTACAGCACAATCCTC0.368

+ 10 1574 NM_006773 NP_006764 Q9NVP1 DDX18_HUMANHelicase C-terminal. 4CTAGACATTCCTGAAGTCGAC0.438

+ 12 1177MARCO_uc010yyf.1_Missense_Mutation_p.G271RNM_006770 NP_006761 Q9UEW3 MARCO_HUMANCollagen-like.|Extracellular (Potential).p.G349R(1) 6AGGCCTGAAAGGAAGCAAAGG0.567 rs137938144

+ 2 87 NM_183240 NP_899063 Q8WXS4 CCGL_HUMAN 1AGGCAGCCCCGCCGGTCCTTC0.617

+ 2 537 NM_183240 NP_899063 Q8WXS4 CCGL_HUMANHelical; (Potential). 1GAATTCACTGCCTCCTTCCTC0.557

- 2 300 NM_002980 NP_002971 P47872 SCTR_HUMANExtracellular (Potential). 3AAGGGCTCCAGTCTGCAAGTC0.532

+ 2 621TMEM177_uc002tme.2_Intron|TMEM177_uc002tmc.1_Missense_Mutation_p.P50S|TMEM177_uc002tmd.2_Missense_Mutation_p.P50S|TMEM177_uc010flh.2_Missense_Mutation_p.P50SNM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1CCAGTACTGGCCTCAGGGCCA0.587

+ 9 1441PTPN4_uc010flj.1_5'UTRNM_002830 NP_002821 P29074 PTN4_HUMAN FERM. 2ATTCCACTATGCAAGGGTAAG0.333

+ 2 181EPB41L5_uc010flk.2_Missense_Mutation_p.E19K|EPB41L5_uc010fll.2_Missense_Mutation_p.E19K|EPB41L5_uc002tmh.3_Missense_Mutation_p.E19KNM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1TAAACATGCAGAGAAGGAACG0.478

+ 2 306EPB41L5_uc010flk.2_Splice_Site_p.P60_splice|EPB41L5_uc010fll.2_Splice_Site_p.P60_splice|EPB41L5_uc002tmh.3_Splice_Site_p.P60_spliceNM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1GGACTTGCCAGTAAGTAGGTC0.438

+ 13 3892GLI2_uc002tmq.1_Intron|GLI2_uc002tmr.1_Intron|GLI2_uc002tmt.3_Missense_Mutation_p.V960M|GLI2_uc002tmu.3_Missense_Mutation_p.V943MNM_005270 NP_005261 P10070 GLI2_HUMAN 13GCAGACAGAAGTGGCACCTGA0.637

- 4 428TFCP2L1_uc010flr.2_Missense_Mutation_p.T112MNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3CTGGTGCTCCGTATACTGCAG0.662

- 2 277TFCP2L1_uc010flr.2_Missense_Mutation_p.H62YNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3GTCTCTTCATGCAGCTTCACG0.622

- 6 747 uc002tnj.1_RNA NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0GTCTTCTCAGGAGTGTCAAGA0.338

+ 3 704CNTNAP5_uc010flu.2_Missense_Mutation_p.G114RNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANF5/8 type C.|Extracellular (Potential). 10CAGTGACACAGGACGCAACTG0.473

+ 4 401GYPC_uc002tnr.2_Missense_Mutation_p.R63H|GYPC_uc010flv.2_RNANM_002101 NP_002092 P04921 GLPC_HUMAN Cytoplasmic. 1GTCATGCTGCGCTACATGTAC0.607 rs149400883

- 1 380BIN1_uc010yzg.1_Missense_Mutation_p.G12E|BIN1_uc002tnu.1_Missense_Mutation_p.G12E|BIN1_uc002toa.1_Missense_Mutation_p.G12E|BIN1_uc002tnt.1_Missense_Mutation_p.G12E|BIN1_uc002tnv.1_Missense_Mutation_p.G12E|BIN1_uc002tnw.1_Missense_Mutation_p.G12E|BIN1_uc002tnx.1_Missense_Mutation_p.G12E|BIN1_uc002tny.1_Missense_Mutation_p.G12E|BIN1_uc002tnz.1_Missense_Mutation_p.G12E|BIN1_uc002tob.1_Missense_Mutation_p.G12E|BIN1_uc002toc.1_Missense_Mutation_p.G12ENM_139343 NP_647593 O00499 BIN1_HUMANInteraction with BIN2. 7GGCGATCTTTCCCGCCGTCAC0.726

- 4 566 NM_001001665 NP_001001665 Q4G0S4 C27C1_HUMAN 0GGCCTCGGTCCATTTGGTACT0.483

- 8 1189ERCC3_uc002toe.1_Missense_Mutation_p.G120D|ERCC3_uc002tof.1_Missense_Mutation_p.G301D|ERCC3_uc002tog.1_Missense_Mutation_p.G301D|ERCC3_uc010flx.1_Missense_Mutation_p.G120DNM_000122 NP_000113 P19447 ERCC3_HUMANHelicase ATP-binding. 7AGCTGAGTTGCCCAGCACCAG0.542

- 9 2194 IWS1_uc010yzl.1_RNA NM_017969 NP_060439 Q96ST2 IWS1_HUMANTFIIS N-terminal. 1CGGATCTTGAGTGCAGGCAAA0.438

+ 31 4230MYO7B_uc002toq.1_Nonsense_Mutation_p.R246*|MYO7B_uc002tor.1_Nonsense_Mutation_p.R246*NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN FERM 1. 2ACTGGCCGTGCGAGAGCAGGT0.617

- 16 1942 NM_018383 NP_060853 Q9C0J8 WDR33_HUMAN 0CCTGGAAAAGGCTGGGGTCCG0.493

+ 1 857 uc002tpw.1_5'Flank NM_032144 NP_115520 Q9H0N0 RAB6C_HUMAN 1TGACAAGAGGCAAGTGTCAGT0.428

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

+ 9 1703ARHGEF4_uc010fmw.1_Intron|ARHGEF4_uc002tsb.1_Missense_Mutation_p.L395F|ARHGEF4_uc010fmx.1_Missense_Mutation_p.L335F|ARHGEF4_uc002tsc.1_5'UTRNM_015320 NP_056135 Q9NR80 ARHG4_HUMAN DH. 6GCTCACCAAGCTCAGCAAGTA0.572



+ 5 870PLEKHB2_uc002tsh.2_Missense_Mutation_p.L104F|PLEKHB2_uc002tsj.3_Missense_Mutation_p.L104F|PLEKHB2_uc002tsf.3_Missense_Mutation_p.L104F|PLEKHB2_uc010zao.1_Missense_Mutation_p.L54F|PLEKHB2_uc010zap.1_Missense_Mutation_p.L104F|PLEKHB2_uc010zaq.1_Intron|PLEKHB2_uc002tsi.3_Missense_Mutation_p.L145FNM_001100623 NP_001094093 Q96CS7 PKHB2_HUMAN PH. 2GAAATTTACACTCCAAGATTC0.214

+ 4 679 NM_080386 NP_525125 Q13748 TBA3C_HUMAN 0ATCCTGACCACCCACACGACC0.542

+ 1 704 NM_001508 NP_001499 O43194 GPR39_HUMANHelical; Name=2; (Potential). 0GGCTTGCTCGGACATCTTGGT0.557

- 2 1074LYPD1_uc002ttm.3_Missense_Mutation_p.L49P|LYPD1_uc002tto.2_5'UTRNM_144586 NP_653187 Q8N2G4 LYPD1_HUMAN UPAR/Ly6. 0GTCGTTGTTCAGCTGGAATTC0.552

- 18 5924NCKAP5_uc002ttq.2_Nonsense_Mutation_p.W531*NM_207363 NP_997246 O14513 NCKP5_HUMAN 0CTTCACTCCCCCAGTCTGGAA0.542

- 9 3842YSK4_uc002tuf.1_Missense_Mutation_p.D453N|YSK4_uc010fnc.1_Missense_Mutation_p.D405N|YSK4_uc010fnd.1_Missense_Mutation_p.D1158N|YSK4_uc010zbg.1_Missense_Mutation_p.D403N|YSK4_uc002tuh.3_Missense_Mutation_p.D999N|YSK4_uc002tui.3_3'UTRNM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5GCCATCCTGTCCATGGAAGCC0.507

+ 1 39RAB3GAP1_uc010fnf.2_Missense_Mutation_p.S5N|RAB3GAP1_uc010fng.2_Translation_Start_SiteNM_012233 NP_036365 Q15042 RB3GP_HUMAN 2GCTGCCGACAGTGAGGTGATT0.428

- 15 1590DARS_uc010fnj.1_Missense_Mutation_p.G369ENM_001349 NP_001340 P14868 SYDC_HUMAN 1ACCAATGCCTCCACCAGCATG0.313

+ 3 982THSD7B_uc010zbj.1_RNA|THSD7B_uc002tvb.2_Missense_Mutation_p.P218SNM_001080427 NP_001073896 7GAGTCTCTTGCCAGGATTTAG0.532

+ 9 1327ACVR2A_uc010zbn.1_Missense_Mutation_p.A245V|ACVR2A_uc002twh.2_Missense_Mutation_p.A353VNM_001616 NP_001607 P27037 AVR2A_HUMANCytoplasmic (Potential).|Protein kinase. 13GGCAAGTCTGCAGGCGATACC0.388

+ 12 4221MBD5_uc010zbs.1_Intron|MBD5_uc010fns.2_Missense_Mutation_p.G1078D|MBD5_uc002two.2_Missense_Mutation_p.G336D|MBD5_uc002twp.2_Missense_Mutation_p.G128DNM_018328 NP_060798 Q9P267 MBD5_HUMAN 5CTCGTTGTGGGTGGCCCAGGT0.498

+ 6 907 NM_015630 NP_056445 Q52LR7 EPC2_HUMAN 3ATCAGAAAAAGAGTTATATGC0.333

+ 5 501RIF1_uc002txl.2_Missense_Mutation_p.S124F|RIF1_uc010fnv.1_Missense_Mutation_p.S88F|RIF1_uc002txn.2_Missense_Mutation_p.S124F|RIF1_uc002txo.2_Missense_Mutation_p.S124F|RIF1_uc010zby.1_RNANM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15TGGGTGATATCTAAGCAGACA0.338

+ 30 6557RIF1_uc002txl.2_Missense_Mutation_p.A2143T|RIF1_uc002txn.2_Missense_Mutation_p.A2143T|RIF1_uc002txo.2_Missense_Mutation_p.A2143T|RIF1_uc002txp.2_RNANM_018151 NP_060621 Q5UIP0 RIF1_HUMANInteraction with condensed chromosomes in telophase.15AGACAATAATGCATCTCCTCA0.443

- 100 14833NEB_uc002txr.2_Missense_Mutation_p.A1304VNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 133. 20CAACATGTGAGCTTTATACTT0.428

- 81 12516NEB_uc002txr.2_Missense_Mutation_p.D532NNM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 112. 20CCACTCACATCGCTCTGCAGT0.493

- 3 294CACNB4_uc002txy.2_Missense_Mutation_p.E42K|CACNB4_uc002txz.2_Missense_Mutation_p.E58K|CACNB4_uc010fnz.2_Missense_Mutation_p.E76K|CACNB4_uc002tyb.2_Missense_Mutation_p.E42KNM_000726 NP_000717 O00305 CACB4_HUMAN 2TGTTCTCTCTCCTGTCGAATT0.502

- 7 594PRPF40A_uc002tyh.3_Missense_Mutation_p.S167F|PRPF40A_uc010zcd.1_Missense_Mutation_p.S114F|PRPF40A_uc002tyj.2_Missense_Mutation_p.S63F|PRPF40A_uc002tyl.1_Missense_Mutation_p.S194FNM_017892 NP_060362 O75400 PR40A_HUMAN WW 2. 0AGGCTTTCCAGAATCTGATTT0.323

+ 9 1465GPD2_uc010zch.1_Missense_Mutation_p.E142K|GPD2_uc002tzd.3_Missense_Mutation_p.E369K|GPD2_uc002tze.1_RNANM_001083112 NP_001076581 P43304 GPDM_HUMAN 1AATTCCTTCAGAAGAAGATAT0.403

- 10 1555ACVR1_uc002tzn.3_Missense_Mutation_p.A406T|ACVR1_uc010fog.2_Missense_Mutation_p.A406TNM_001111067 NP_001104537 Q04771 ACVR1_HUMANCytoplasmic (Potential).|Protein kinase. 3AGTCCAAAGGCCCAAATATCG0.453

+ 3 205 NM_001017920 NP_001017920 A0PJW8 DAPL1_HUMAN 0CTTCACAGTGCCATTGCAAAT0.448

+ 18 3375TANC1_uc010zcm.1_Missense_Mutation_p.T1026I|TANC1_uc010fom.1_Missense_Mutation_p.T840I|TANC1_uc010fon.2_5'FlankNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3CAGCCAGGCACCCTGAGGAAG0.672

+ 22 3827TANC1_uc010zcm.1_Missense_Mutation_p.A1177T|TANC1_uc010fom.1_Missense_Mutation_p.A991T|TANC1_uc010fon.2_Missense_Mutation_p.A29TNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 9. 3ATTAAGCTGGGCTTGTCTGAA0.498

- 2 294WDSUB1_uc002uak.3_Missense_Mutation_p.P49S|WDSUB1_uc002ual.3_Missense_Mutation_p.P49S|WDSUB1_uc002uam.3_Missense_Mutation_p.P49S|WDSUB1_uc010foo.2_Missense_Mutation_p.P49SNM_152528 NP_689741 Q8N9V3 WSDU1_HUMAN 0AACTTCAATGGAGAATGTGGC0.463

+ 3 316MARCH7_uc010foq.2_Missense_Mutation_p.A65V|MARCH7_uc010zcn.1_Missense_Mutation_p.A65V|MARCH7_uc010for.2_Missense_Mutation_p.A27VNM_022826 NP_073737 Q9H992 MARH7_HUMAN Ser-rich. 0TTTCAATCTGCATGGTATAGT0.393

- 34 5054LY75_uc002ubb.3_Missense_Mutation_p.P1662L|LY75_uc010fos.2_IntronNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential). 0CTTACCCAGAGGCACTTTGCA0.368

- 27 3766LY75_uc002ubb.3_Missense_Mutation_p.P1233S|LY75_uc010fos.2_Missense_Mutation_p.P1233SNM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential). 0CTGTCAACTGGTTTGACCTCT0.328

- 15 2370ITGB6_uc002ubg.2_5'Flank|ITGB6_uc010fou.2_Missense_Mutation_p.S785F|ITGB6_uc010zcq.1_Missense_Mutation_p.S743F|ITGB6_uc010fov.1_Missense_Mutation_p.S785FNM_000888 NP_000879 P18564 ITB6_HUMANCytoplasmic (Potential). 3GCAATCTGTGGAAAGGTCTAC0.308

- 11 2349 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMANHelicase C-terminal. 1 TATATTGCTCCATTATGGTAT0.338

- 7 1685 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMANHelicase ATP-binding. 1AGGTGAAGCTGTTAGTCCCAG0.383

- 15 3438COBLL1_uc002ucp.2_Missense_Mutation_p.S1038N|COBLL1_uc002ucq.2_Missense_Mutation_p.S1000N|COBLL1_uc010zcx.1_Missense_Mutation_p.S1046N|COBLL1_uc002ucn.2_Missense_Mutation_p.S466N|COBLL1_uc002uco.2_Missense_Mutation_p.S769NNM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3GCGCTCTTTACTGAAAGACTG0.463

- 12 1345SLC38A11_uc002ucu.1_Missense_Mutation_p.V248M|SLC38A11_uc002ucw.1_Missense_Mutation_p.V270MNM_173512 NP_775783 Q08AI6 S38AB_HUMANExtracellular (Potential). 1CCAAAAAACACATTGGCAATT0.388

- 15 2771SCN3A_uc002ucy.2_Missense_Mutation_p.P711L|SCN3A_uc002ucz.2_Missense_Mutation_p.P711L|SCN3A_uc002uda.1_Missense_Mutation_p.P580L|SCN3A_uc002udb.1_Missense_Mutation_p.P580LNM_006922 NP_008853 Q9NY46 SCN3A_HUMANHelical; Name=S1 of repeat II; (Potential). 10ATCAACAAATGGATCCATAAC0.403

- 14 2588SCN3A_uc002ucy.2_Missense_Mutation_p.S650F|SCN3A_uc002ucz.2_Missense_Mutation_p.S650F|SCN3A_uc002uda.1_Missense_Mutation_p.S519F|SCN3A_uc002udb.1_Missense_Mutation_p.S519FNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10CCTTCCAGAGGAATCCTCCAG0.473

+ 9 1387SCN2A_uc002udd.2_Missense_Mutation_p.S366N|SCN2A_uc002ude.2_Missense_Mutation_p.S366NNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8GGCTACACGAGCTTTGACACC0.408

+ 12 2254SCN2A_uc002udd.2_Missense_Mutation_p.S655F|SCN2A_uc002ude.2_Missense_Mutation_p.S655FNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8GGTGTGGTCTCCCTGGTCGGG0.577

+ 27 5924SCN2A_uc002udd.2_Missense_Mutation_p.Q1878H|SCN2A_uc002ude.2_Missense_Mutation_p.Q1878HNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8TTCGAATACAGATGGAAGAGC0.463

+ 7 1272CSRNP3_uc002udg.2_Missense_Mutation_p.S299NNM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN 5AGTGCTCACAGTAGTTCTATG0.488

- 2 329SCN1A_uc002udo.3_5'Flank|SCN1A_uc010fpk.2_5'FlankNM_006920 NP_008851 P35498 SCN1A_HUMAN 13GGCAGAGGTGGCACTGAACCG0.343

- 27 5235 uc002udp.2_RNA NM_002977 NP_002968 Q15858 SCN9A_HUMAN IV. 13TTAAACAACGCAGGAAGGGAC0.483

+ 11 954NOSTRIN_uc002uef.2_Missense_Mutation_p.S374L|NOSTRIN_uc002uei.2_Missense_Mutation_p.S200L|NOSTRIN_uc010fpu.2_Missense_Mutation_p.S289L|NOSTRIN_uc002ueh.2_Missense_Mutation_p.S239L|NOSTRIN_uc002uej.2_Missense_Mutation_p.S200L|NOSTRIN_uc002uek.2_5'FlankNM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0GAAAAAGCCTCAAAAGACAAG0.388

- 2 131 NM_003742 NP_003733 O95342 ABCBB_HUMANCytoplasmic (Potential). 5TACTGAGTCAGACATGGTAAT0.343

- 60 11689 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential).|LDL-receptor class A 33. 29TCATCAGACGCATCCAAACAG0.453

- 26 4381 NM_004525 NP_004516 P98164 LRP2_HUMANEGF-like 6; calcium-binding (Potential).|Extracellular (Potential).29TCATCTATGTCTTCACAGGTC0.438

+ 25 3730UBR3_uc002ufr.3_RNA|UBR3_uc010fqa.2_Missense_Mutation_p.P65S|UBR3_uc002uft.3_Missense_Mutation_p.P97SNM_172070 NP_742067 Q6ZT12 UBR3_HUMAN 0ACAGAGTGGCCCCTCCTCTGA0.428

+ 27 3370MYO3B_uc002ufv.2_Missense_Mutation_p.G1063E|MYO3B_uc010fqb.1_Missense_Mutation_p.G1063E|MYO3B_uc002ufz.2_Missense_Mutation_p.G1076E|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_IntronNM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN IQ 1. 19GGGTGGCTTGGAGCCAGGAGA0.458

+ 27 3382MYO3B_uc002ufv.2_Missense_Mutation_p.Y1067C|MYO3B_uc010fqb.1_Missense_Mutation_p.Y1067C|MYO3B_uc002ufz.2_Missense_Mutation_p.Y1080C|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_IntronNM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN IQ 1. 19GCCAGGAGATACAAAAGGGTC0.468



+ 2 271MAP1D_uc010zdw.1_Splice_SiteNM_199227 NP_954697 Q6UB28 AMP1D_HUMAN 0GGTTCCTAAGGTACTGTATTG0.388

+ 6 749MAP1D_uc010zdw.1_Missense_Mutation_p.P108SNM_199227 NP_954697 Q6UB28 AMP1D_HUMAN 0AGCAGGGGCTCCCTTCTCTGT0.448

- 3 1171 NM_004405 NP_004396 Q07687 DLX2_HUMAN 1GCTCACCGGGGCGCCCCCGCC0.672

- 4 1372SP3_uc002uie.2_Missense_Mutation_p.S335F|SP3_uc002uif.2_Missense_Mutation_p.S350F|SP3_uc010zel.1_Missense_Mutation_p.S400FNM_003111 NP_003102 Q02447 SP3_HUMANTransactivation domain (Gln-rich). 6TGGCTGCTGAGACTCTTGAAG0.448

- 13 2403GPR155_uc002uiu.2_Missense_Mutation_p.A671V|GPR155_uc002uiv.2_Missense_Mutation_p.A671V|GPR155_uc010fqs.2_Missense_Mutation_p.A643VNM_001033045 NP_001028217 Q7Z3F1 GP155_HUMANHelical; (Potential). 1AACCATTACAGCGAACAGGCC0.423

- 6 1469GPR155_uc002uiu.2_Missense_Mutation_p.V360I|GPR155_uc002uiv.2_Missense_Mutation_p.V360I|GPR155_uc010fqs.2_Missense_Mutation_p.V360INM_001033045 NP_001028217 Q7Z3F1 GP155_HUMANHelical; (Potential). 1CAGGCAGAAACGTACATGATG0.408

+ 4 372MTX2_uc002ukw.2_Missense_Mutation_p.A36VNM_006554 NP_006545 O75431 MTX2_HUMAN 2GATTTACAGGCCTTTTTGCAA0.318

+ 1 201 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN RRM 1. 0CAAGTACACACCTGAGTCGGT0.627

+ 12 1369OSBPL6_uc002ulw.2_Missense_Mutation_p.P300S|OSBPL6_uc002uly.2_Missense_Mutation_p.P356S|OSBPL6_uc010zfe.1_Missense_Mutation_p.P300S|OSBPL6_uc002ulz.2_Missense_Mutation_p.P331S|OSBPL6_uc002uma.2_Missense_Mutation_p.P335SNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1CTTTCAGGTTCCTTTCAGTGC0.433

+ 5 931DFNB59_uc002umj.3_Missense_Mutation_p.P192LNM_001042702 NP_001036167 Q0ZLH3 PJVK_HUMAN 0GAACAGAATCCCAAGGGAAGG0.338

- 307 97509uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.L26124F|TTN_uc010zfi.1_Missense_Mutation_p.L26057F|TTN_uc010zfj.1_Missense_Mutation_p.L25932F|TTN_uc002umq.2_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCCAGGGTGAGGACTCCACTC0.473

- 307 94366uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T25076I|TTN_uc010zfi.1_Missense_Mutation_p.T25009I|TTN_uc010zfj.1_Missense_Mutation_p.T24884INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCTTCTTCTGGTTTGGTAAAT0.388

- 300 90516uc002umo.2_Splice_Site|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P23793S|TTN_uc010zfi.1_Missense_Mutation_p.P23726S|TTN_uc010zfj.1_Missense_Mutation_p.P23601SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCACCCTGAGGTAGGTGTGTT0.468

- 275 77689uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.S19517F|TTN_uc010zfi.1_Missense_Mutation_p.S19450F|TTN_uc010zfj.1_Missense_Mutation_p.S19325FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTGGCCCAGGAAATTACTGG0.403

- 275 72214uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.A17692V|TTN_uc010zfi.1_Missense_Mutation_p.A17625V|TTN_uc010zfj.1_Missense_Mutation_p.A17500VNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTGTTGAGGGCACAGACTCG0.418

- 275 62287uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.S14383F|TTN_uc010zfi.1_Missense_Mutation_p.S14316F|TTN_uc010zfj.1_Missense_Mutation_p.S14191F|uc002umv.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CAAAGAAGCAGATTTCTTGGT0.428

- 201 39732TTN_uc010zfh.1_Missense_Mutation_p.V6865I|TTN_uc010zfi.1_Missense_Mutation_p.V6798I|TTN_uc010zfj.1_Missense_Mutation_p.V6673INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCAGTGCCAACTCTGTTTCTT0.418

- 187 36641TTN_uc010zfh.1_Nonsense_Mutation_p.W5834*|TTN_uc010zfi.1_Nonsense_Mutation_p.W5767*|TTN_uc010zfj.1_Nonsense_Mutation_p.W5642*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTGAGTTTCCAGTTGGCGT0.463

- 161 32394TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc010fre.1_Intron|TTN_uc002umw.1_RNA|TTN_uc002umx.1_Translation_Start_SiteNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCCTTGGGCACCTCGGGCACT0.423

- 137 30006TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6589K|TTN_uc010fre.1_Intron|TTN_uc002una.1_5'Flank|TTN_uc010frf.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGAATGTACTCTTCTTCTTCT0.428

- 94 24580TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.T4780INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCTCCGGTCAGTTTTAAAAAT0.443

- 89 23212TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P4324LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTGCCAACAGGGTTCTGCAC0.403

- 75 19221TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.V2994INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTTGCCTACTTTAAGAATT0.423

- 60 14995TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.A1585VNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTACCCTGGCACCAGAAAT0.453

- 46 15571TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AATAGAATATCTCTCTAGTGC0.473

- 32 7603TTN_uc010zfh.1_Missense_Mutation_p.T2414I|TTN_uc010zfi.1_Missense_Mutation_p.T2414I|TTN_uc010zfj.1_Missense_Mutation_p.T2414I|TTN_uc002unb.2_Missense_Mutation_p.T2460INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CACAGCCTTGGTGCCTTCAAT0.408

- 24 4404TTN_uc010zfh.1_Missense_Mutation_p.P1348S|TTN_uc010zfi.1_Missense_Mutation_p.P1348S|TTN_uc010zfj.1_Missense_Mutation_p.P1348S|TTN_uc002unb.2_Missense_Mutation_p.P1394S|uc002unc.1_IntronNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTAGTGTGGGAATGTAAGTC0.383

- 22 3885TTN_uc010zfh.1_Missense_Mutation_p.E1175K|TTN_uc010zfi.1_Missense_Mutation_p.E1175K|TTN_uc010zfj.1_Missense_Mutation_p.E1175K|TTN_uc002unb.2_Missense_Mutation_p.E1221KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAGGCTTGTtctttttcatac 0.323

+ 12 2072 NM_000885 NP_000876 P13612 ITA4_HUMANFG-GAP 7.|Extracellular (Potential). 6TATATCAGGACAAATTGATGC0.313

- 29 3563NCKAP1_uc002upb.2_Missense_Mutation_p.R1060HNM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2TTCTTTAAGACGGTCTTCAAT0.333

- 21 2671NCKAP1_uc002upb.2_Missense_Mutation_p.V763MNM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2TCAATCTGCACATAGTTTTCT0.353

+ 16 1840ITGAV_uc010frs.2_Splice_Site_p.N486_splice|ITGAV_uc010zfv.1_Splice_Site_p.N476_spliceNM_002210 NP_002201 P06756 ITAV_HUMAN 4AGGAAACTTAGTAAGTGTTCT0.264

+ 8 2126FAM171B_uc002upr.1_Missense_Mutation_p.A639T|FAM171B_uc002upt.2_Missense_Mutation_p.A141TNM_177454 NP_803237 Q6P995 F171B_HUMANCytoplasmic (Potential). 10GCATCCCAGAGCCTGGTTTGT0.493

+ 2 277 NM_000090 NP_000081 P02461 CO3A1_HUMAN VWFC. 13CCAAATATGTGTCTGTGACTC0.443

+ 37 2674 NM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13CATATAGGGTCCTCCTGGTCC0.383

- 5 794 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1TGCAGTAGCAGTACTGGCCAA0.239

+ 5 2038 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANAsparagine synthetase. 3AGAAATCTTGGTCGTGATGAC0.383

+ 13 2768ANKAR_uc002uqu.2_RNA|ANKAR_uc002uqx.1_RNA|ANKAR_uc002uqy.1_Missense_Mutation_p.S90NNM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 ATTGGATACAGCTTTATAATA0.284

+ 7 1407INPP1_uc010fsb.2_Missense_Mutation_p.T236I|INPP1_uc002urx.3_Missense_Mutation_p.T236INM_001128928 NP_001122400 P49441 INPP_HUMAN 2CTACAGCTCACCATCTCTAGA0.448

- 20 2054STAT1_uc010fse.1_Missense_Mutation_p.L556F|STAT1_uc002usk.2_Missense_Mutation_p.L556F|STAT1_uc002usl.2_Missense_Mutation_p.L558FNM_007315 NP_009330 P42224 STAT1_HUMAN 10TCAATCCAAAGCCAGAAGGGA0.358

+ 19 2284MYO1B_uc002usq.2_Missense_Mutation_p.E677K|MYO1B_uc002usr.2_Missense_Mutation_p.E677K|MYO1B_uc002usu.2_5'UTRNM_001130158 NP_001123630 O43795 MYO1B_HUMANMyosin head-like. 8TCCCGTGGAAGAATACTCCTT0.323

+ 5 887OBFC2A_uc002usw.2_Missense_Mutation_p.M56T|OBFC2A_uc002usy.2_RNA|OBFC2A_uc002usz.2_RNA|OBFC2A_uc002uta.2_Missense_Mutation_p.M56TNM_001031716 NP_001026886 Q96AH0 SOSB2_HUMAN 0 AATAATTCCATGAATAGTAAT0.299

- 1 745 NM_004657 NP_004648 O95810 SDPR_HUMAN Potential. 2AGCCGCTTCACCTGTGCGCAC0.612

- 6 972 NM_016192 NP_057276 Q9UIK5 TEFF2_HUMANKazal-like 2.|Extracellular (Potential). 5AGCGCAGAGGGGATTGAAGTT0.358

- 42 7614 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12GCATCTTCAGGCCATGACTAA0.408

- 14 1833 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12TCCTGATGATCTCTGAACATT0.348

- 8 789 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12TTCTCTCGAGGATCTTTTAAA0.318



- 9 1300GTF3C3_uc010zgu.1_Missense_Mutation_p.P404S|GTF3C3_uc002utu.2_Missense_Mutation_p.P404S|GTF3C3_uc002utt.3_Missense_Mutation_p.P79SNM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN 7ACATTAAGTGGTTCAAGAATG0.393

- 6 855GTF3C3_uc010zgu.1_Nonsense_Mutation_p.W255*|GTF3C3_uc002utu.2_Nonsense_Mutation_p.W255*NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 4. 7TTGATCGCTCCCACAGATAAC0.393

+ 4 288MOBKL3_uc002uum.3_Missense_Mutation_p.G51E|MOBKL3_uc010fsn.2_Missense_Mutation_p.G62E|MOBKL3_uc010fso.2_5'UTR|MOBKL3_uc010zgz.1_5'UTRNM_015387 NP_056202 Q9Y3A3 MOBL3_HUMAN 0GAGCTAAATGGACTTGCTGTC0.284

- 9 1889 NM_144629 NP_653230 Q52LD8 RFTN2_HUMAN 0AGTGACCTGAGTCACTCCATC0.468

+ 1 1100 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3CAAGAGCTTGGGCAACGTGGT0.582

+ 2 718PLCL1_uc002uuv.3_Missense_Mutation_p.A64TNM_001114661 NP_001108133 Q15111 PLCL1_HUMANPH.|Interaction with PPP1C. 2AGACCTTCAAGCTCTTCGCTG0.448

+ 6 703SGOL2_uc002uvv.3_Missense_Mutation_p.P197L|SGOL2_uc010zhd.1_Missense_Mutation_p.P197L|SGOL2_uc010zhe.1_Missense_Mutation_p.P197LNM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4ACAACACAACCTTTATCAACT0.294

+ 7 1543SGOL2_uc010zhd.1_Missense_Mutation_p.T477I|SGOL2_uc010zhe.1_Missense_Mutation_p.T477INM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4ACCCTTCAAACTGGCTTTGAA0.378

+ 17 1878AOX1_uc010zhf.1_Missense_Mutation_p.A149T|AOX1_uc010fsu.2_IntronNM_001159 NP_001150 Q06278 ADO_HUMAN 6TGTGAAGCATGCCACGGGGGA0.448

+ 21 2410AOX1_uc010zhf.1_Missense_Mutation_p.D326G|AOX1_uc010fsu.2_Missense_Mutation_p.D136GNM_001159 NP_001150 Q06278 ADO_HUMAN 6CAAGAAATGGATGTCTACGTG0.413

- 8 744ORC2L_uc010zhj.1_Missense_Mutation_p.P163SNM_006190 NP_006181 Q13416 ORC2_HUMAN 0AGACTACGAGGTGCTGTTGAC0.274

+ 8 1292CASP10_uc010zhn.1_RNA|CASP10_uc002uxj.1_Missense_Mutation_p.H292Y|CASP10_uc002uxk.1_Missense_Mutation_p.H249Y|CASP10_uc010fta.1_Intron|CASP10_uc002uxm.1_Missense_Mutation_p.H249Y|CASP10_uc010ftb.1_RNANM_032974 NP_116756 Q92851 CASPA_HUMAN 6TGTCAACAACCACAGCTTTAC0.428

- 5 921TRAK2_uc002uyc.2_Missense_Mutation_p.D159NNM_015049 NP_055864 O60296 TRAK2_HUMAN Potential. 0CTTACTTGATCAAAGGCTTGT0.408

- 4 739TRAK2_uc002uyc.2_Missense_Mutation_p.G98DNM_015049 NP_055864 O60296 TRAK2_HUMAN 0CCTGTCTGTGCCTAGAACTAA0.333

- 10 1069MPP4_uc010ftj.2_Nonsense_Mutation_p.W287*|MPP4_uc010zhq.1_Nonsense_Mutation_p.W287*|MPP4_uc010zhr.1_Nonsense_Mutation_p.W287*|MPP4_uc010zhs.1_Nonsense_Mutation_p.W243*|MPP4_uc002uyj.3_Nonsense_Mutation_p.W243*|MPP4_uc010zht.1_Nonsense_Mutation_p.W260*|MPP4_uc002uyl.3_RNA|MPP4_uc010ftk.2_Nonsense_Mutation_p.W274*|MPP4_uc002uym.1_Nonsense_Mutation_p.W256*|MPP4_uc002uyn.2_Nonsense_Mutation_p.W243*NM_033066 NP_149055 Q96JB8 MPP4_HUMAN SH3. 0TTCGGGCCTGCCACCAGAGGG0.587

- 27 4506 ALS2_uc010ftl.2_RNA NM_020919 NP_065970 Q96Q42 ALS2_HUMAN 7ACAAGCCTGCCCAGGGGGTGC0.478

- 18 3515ALS2_uc002uyp.3_Nonsense_Mutation_p.W1053*|ALS2_uc010ftl.2_RNANM_020919 NP_065970 Q96Q42 ALS2_HUMAN MORN 1. 7TCCCTGAAAGCCAGCGTCCAT0.433

- 9 2325ALS2_uc002uyp.3_Missense_Mutation_p.K657Q|ALS2_uc002uyq.2_Missense_Mutation_p.K657Q|ALS2_uc010ftl.2_5'FlankNM_020919 NP_065970 Q96Q42 ALS2_HUMAN 7ACTGGAGTCTTAGAACCACTG0.418

+ 5 498CDK15_uc010ftm.2_Missense_Mutation_p.A15V|CDK15_uc002uys.2_Missense_Mutation_p.A99V|CDK15_uc010ftn.1_Missense_Mutation_p.A99V|CDK15_uc010fto.1_Missense_Mutation_p.A150VNM_139158 NP_631897 Q96Q40 CDK15_HUMANProtein kinase. 5ATTTTTCTAGCTTCTCTCCTG0.338

+ 8 882CDK15_uc010ftm.2_Missense_Mutation_p.S143F|CDK15_uc002uys.2_Missense_Mutation_p.S227F|CDK15_uc010ftn.1_Missense_Mutation_p.S227F|CDK15_uc010fto.1_Missense_Mutation_p.S257FNM_139158 NP_631897 Q96Q40 CDK15_HUMANProtein kinase. 5ACTGAATATTCCTCTGAGCTG0.473

+ 1 393 NM_003507 NP_003498 O75084 FZD7_HUMANFZ.|Extracellular (Potential). 4CCCGTGTGCACCGTGCTCGAT0.637

+ 1 407 NM_003507 NP_003498 O75084 FZD7_HUMANFZ.|Extracellular (Potential). 4GCTCGATCAGGCCATCCCGCC0.637

+ 1 527 NM_003507 NP_003498 O75084 FZD7_HUMANFZ.|Extracellular (Potential). 4GGTGCACGGTGCGGGCGAGAT0.726

+ 12 2812BMPR2_uc010ftr.2_IntronNM_001204 NP_001195 Q13873 BMPR2_HUMANCytoplasmic (Potential). 9ATTGAAGACTCTATCCATCAT0.373

+ 7 1415 NM_173511 NP_775782 Q6P1L5 F117B_HUMAN 1GTTCAAAAGGGAACCTCCTGA0.393

+ 14 1893ALS2CR8_uc010zia.1_Missense_Mutation_p.G462D|ALS2CR8_uc010zib.1_Missense_Mutation_p.G462D|ALS2CR8_uc010zic.1_Missense_Mutation_p.G450D|ALS2CR8_uc002uzp.2_Missense_Mutation_p.G538DNM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2CAGACCAGGGGTTCTTTGTCT0.353

+ 15 2112ALS2CR8_uc010zia.1_Missense_Mutation_p.G535D|ALS2CR8_uc010zib.1_Missense_Mutation_p.G535D|ALS2CR8_uc010zic.1_Missense_Mutation_p.G523D|ALS2CR8_uc002uzp.2_Missense_Mutation_p.G611DNM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2CTACTGCTTGGTCAAAGTCAT0.418

- 14 2833 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10GGAGGGGGTGGAAACTGGCTG0.572 rs143283518

- 14 2456 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10CAGTGGAGGAGGCGGGGCACT0.517

+ 9 1426PARD3B_uc010fub.1_Missense_Mutation_p.P407S|PARD3B_uc002vao.1_Missense_Mutation_p.P407S|PARD3B_uc002vap.1_Missense_Mutation_p.P407S|PARD3B_uc002vaq.1_Missense_Mutation_p.P407SNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 2. 4CATACATGGTCCCGGTCCCAT0.413

+ 9 2086NRP2_uc002vat.2_Missense_Mutation_p.A432V|NRP2_uc002vau.2_Missense_Mutation_p.A432V|NRP2_uc002vav.2_Missense_Mutation_p.A432V|NRP2_uc002vax.2_Missense_Mutation_p.A432V|NRP2_uc002vay.2_Missense_Mutation_p.A432V|NRP2_uc010fud.2_Missense_Mutation_p.A432VNM_201266 NP_957718 O60462 NRP2_HUMANExtracellular (Potential). 4TCTGCAGATGCTCCCTGCTCC0.572

- 3 940GPR1_uc010fue.2_Missense_Mutation_p.T185I|GPR1_uc010fuf.2_Missense_Mutation_p.T185INM_005279 NP_005270 P46091 GPR1_HUMANExtracellular (Potential). 0ATAGCAAAGAGTATGATTATT0.418

+ 2 440 NM_001102659 NP_001096129 0GAAGCATGGAGCACTGTTTTG0.483

+ 20 3631PIKFYVE_uc010fun.1_Missense_Mutation_p.R839K|PIKFYVE_uc002vcy.1_Missense_Mutation_p.R1102KNM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10TATCGAGCCAGAGGAGGAAGA0.463

+ 13 1496PTH2R_uc010zjb.1_Nonsense_Mutation_p.W439*|PTH2R_uc010fuo.1_IntronNM_005048 NP_005039 P49190 PTH2R_HUMANCytoplasmic (Potential). 3AAGAAGATGTGGAGTCGGTGG0.557

+ 7 2238MAP2_uc002vdc.1_Missense_Mutation_p.P664S|MAP2_uc002vdd.1_Intron|MAP2_uc002vdf.1_Intron|MAP2_uc002vdg.1_Intron|MAP2_uc002vdh.1_Intron|MAP2_uc002vdi.1_Missense_Mutation_p.P660SNM_002374 NP_002365 P11137 MAP2_HUMAN 17CACTATTGATCCAAAAGTGTA0.438

+ 12 5178MAP2_uc002vdd.1_Missense_Mutation_p.V345I|MAP2_uc002vdf.1_Missense_Mutation_p.V288I|MAP2_uc002vdg.1_Missense_Mutation_p.V288I|MAP2_uc002vdh.1_Missense_Mutation_p.V345I|MAP2_uc002vdi.1_Missense_Mutation_p.V1640INM_002374 NP_002365 P11137 MAP2_HUMAN 17TGAGAAGAAGGTCGCCATCAT0.532

- 2 1077C2orf67_uc002vdt.2_Missense_Mutation_p.T290I|C2orf67_uc002vdw.2_Missense_Mutation_p.T290I|C2orf67_uc002vdy.1_Missense_Mutation_p.T290I|C2orf67_uc002vdv.2_Missense_Mutation_p.T290I|C2orf67_uc002vdx.1_Missense_Mutation_p.T290INM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3CTTAATTTCAGTGCATTTAGG0.378

+ 14 1492CPS1_uc010fur.2_Splice_Site_p.E460_splice|CPS1_uc010fus.2_Splice_Site_p.E3_spliceNM_001875 NP_001866 P31327 CPSM_HUMAN 13GTTTCTTTCAGGAAGAAAATG0.373

+ 20 2672CPS1_uc010fur.2_Missense_Mutation_p.S853N|CPS1_uc010fus.2_Missense_Mutation_p.S396NNM_001875 NP_001866 P31327 CPSM_HUMAN p.S847T(1) 13TCTGAACCAAGCAGCACGCGT0.438

+ 16 1908SPAG16_uc002ver.2_Missense_Mutation_p.A552T|SPAG16_uc010zjk.1_Missense_Mutation_p.A512T|VWC2L_uc002vet.2_5'Flank|VWC2L_uc010zjl.1_5'FlankNM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 7. 2CGAAAACGAGGCACACACGGT0.507

- 1 214BARD1_uc010zjm.1_5'UTRNM_000465 NP_000456 Q99728 BARD1_HUMANInteraction with BRCA1. 2CCATCCGGTTCCATGGCGGGC0.682

- 40 6807FN1_uc002vfb.2_Intron|FN1_uc002vfc.2_Intron|FN1_uc002vfd.2_Intron|FN1_uc002vfe.2_Intron|FN1_uc002vff.2_Intron|FN1_uc002vfg.2_Missense_Mutation_p.P2000S|FN1_uc002vfh.2_Intron|FN1_uc002vfi.2_Intron|FN1_uc002vfj.2_Intron|FN1_uc002vez.2_Intron|FN1_uc010zjp.1_Missense_Mutation_p.P718S|FN1_uc002vfk.1_Intron|FN1_uc010fva.1_Intron|FN1_uc010fvb.1_Intron|FN1_uc010fvc.1_Intron|FN1_uc010fvd.1_IntronNM_212482 NP_997647 P02751 FINC_HUMANConnecting strand 3 (CS-3) (V region). 13TCTTCCCTGGGGATGTGACCA0.532

- 40 6658FN1_uc002vfb.2_Missense_Mutation_p.S1950F|FN1_uc002vfc.2_Missense_Mutation_p.S1925F|FN1_uc002vfd.2_Missense_Mutation_p.S2106F|FN1_uc002vfe.2_Missense_Mutation_p.S2040F|FN1_uc002vff.2_Missense_Mutation_p.S2015F|FN1_uc002vfg.2_Missense_Mutation_p.S1950F|FN1_uc002vfh.2_Intron|FN1_uc002vfi.2_Missense_Mutation_p.S2131F|FN1_uc002vfj.2_Intron|FN1_uc002vez.2_Missense_Mutation_p.S325F|FN1_uc010zjp.1_Missense_Mutation_p.S668F|FN1_uc002vfk.1_Intron|FN1_uc010fva.1_Intron|FN1_uc010fvb.1_Intron|FN1_uc010fvc.1_Intron|FN1_uc010fvd.1_Missense_Mutation_p.S222FNM_212482 NP_997647 P02751 FINC_HUMANConnecting strand 3 (CS-3) (V region). 13TTGCTGACCAGAAGTGCCAGG0.527

- 25 4206FN1_uc002vfb.2_Intron|FN1_uc002vfc.2_Intron|FN1_uc002vfd.2_Missense_Mutation_p.D1314N|FN1_uc002vfe.2_Intron|FN1_uc002vff.2_Intron|FN1_uc002vfg.2_Intron|FN1_uc002vfh.2_Intron|FN1_uc002vfi.2_Missense_Mutation_p.D1314N|FN1_uc002vfj.2_Missense_Mutation_p.D1314N|FN1_uc002vez.2_5'Flank|FN1_uc010zjp.1_5'UTRNM_212482 NP_997647 P02751 FINC_HUMANFibronectin type-III 8.|Cell-attachment. 13TCCACAAAATCTTCAAAAATA0.498

+ 7 827PNKD_uc002vhq.2_Missense_Mutation_p.G204DNM_015488 NP_056303 Q8N490 PNKD_HUMAN 0GCTACACCTGGCCACACACAA0.602

+ 12 1554SLC11A1_uc010fvp.1_3'UTR|SLC11A1_uc010fvq.1_3'UTR|SLC11A1_uc010zkc.1_Missense_Mutation_p.R338H|SLC11A1_uc002vhu.1_Missense_Mutation_p.R200H|SLC11A1_uc002vhw.2_Missense_Mutation_p.R287H|SLC11A1_uc010fvr.2_Missense_Mutation_p.R200HNM_000578 NP_000569 P49279 NRAM1_HUMANHelical; (Potential). 4CTCCTCACCCGCTCCTGCGCC0.647



- 22 2938USP37_uc010fvs.1_Missense_Mutation_p.E829K|USP37_uc010zkf.1_Missense_Mutation_p.E829K|USP37_uc002vif.2_Missense_Mutation_p.E829K|USP37_uc002vig.2_Missense_Mutation_p.E735KNM_020935 NP_065986 Q86T82 UBP37_HUMAN UIM 3. 5TCATCATCTTCTTTCTGTTCC0.284

- 4 523USP37_uc010fvs.1_Missense_Mutation_p.E24K|USP37_uc010zkf.1_Missense_Mutation_p.E24K|USP37_uc002vif.2_Missense_Mutation_p.E24K|USP37_uc002vig.2_Intron|USP37_uc010zkg.1_Missense_Mutation_p.E24KNM_020935 NP_065986 Q86T82 UBP37_HUMAN 5AAGGATCCTTCTTTCCACTTT0.343

- 8 4428ZNF142_uc002vil.2_Missense_Mutation_p.S1292F|ZNF142_uc010fvt.2_Missense_Mutation_p.S1168F|ZNF142_uc002vim.2_Missense_Mutation_p.S1168FNM_001105537 NP_001099007 P52746 ZN142_HUMANC2H2-type 21. 4CCCACAGCGGGAACAGTGCAG0.657

+ 20 2622STK36_uc002viv.2_Missense_Mutation_p.D786N|STK36_uc002viw.2_5'Flank|STK36_uc002vix.2_5'FlankNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11GCTAGGCAGTGACGTTGCTAC0.488

+ 26 3987STK36_uc002viv.2_Missense_Mutation_p.A1220T|STK36_uc002viw.2_Missense_Mutation_p.A419T|STK36_uc002vix.2_Missense_Mutation_p.A286TNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11CCTAGAAATGGCATGTGGAGA0.572

+ 3 801TTLL4_uc010zkl.1_5'UTR|TTLL4_uc010fvx.2_Missense_Mutation_p.S144NNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3TCAGAAAAAAGCCCTTTTTCT0.537

+ 3 1239TTLL4_uc010zkl.1_Missense_Mutation_p.A125V|TTLL4_uc010fvx.2_Missense_Mutation_p.A290VNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3TTGTCTACCGCTAGCTCCCAC0.552

- 10 1088PRKAG3_uc010zkn.1_RNA|PRKAG3_uc010fvy.1_Silent_p.S398SNM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN CBS 3. 2GCCAAGTCTCGGAATGTGCCG0.592

+ 2 725 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2AGCCATACAGGGCATCCAGAT0.582

- 8 1079CCDC108_uc010fwa.1_5'Flank|CCDC108_uc010zkp.1_Missense_Mutation_p.S321N|CCDC108_uc010zkq.1_Missense_Mutation_p.S267NNM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4CAGCTGGATGCTGCTCCTCTG0.662

- 16 2480ABCB6_uc010fwe.1_Missense_Mutation_p.V689INM_005689 NP_005680 Q9NP58 ABCB6_HUMANABC transporter. 2GCAATGGCGACGCGCTGCTTC0.612

- 12 2174ABCB6_uc010fwe.1_5'Flank|ABCB6_uc010zku.1_5'Flank|ATG9A_uc002vkd.1_RNA|ATG9A_uc002vkf.1_Missense_Mutation_p.A663VNM_001077198 NP_001070666 Q7Z3C6 ATG9A_HUMANCytoplasmic (By similarity). 1GCCTGTGGGCGCCTGCCCGGG0.687 rs35171882

+ 2 257ATG9A_uc002vke.1_5'Flank|ATG9A_uc002vkf.1_5'Flank|ANKZF1_uc010zkv.1_Missense_Mutation_p.G28D|ANKZF1_uc010zkw.1_Intron|ANKZF1_uc002vkh.2_Intron|ANKZF1_uc002vki.2_Missense_Mutation_p.G28D|ANKZF1_uc002vkj.1_5'FlankNM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN 2GTCTTTCAGGGCCTGAGCCTG0.622

- 21 2883PTPRN_uc010zlc.1_Splice_Site_p.G842_splice|PTPRN_uc002vla.2_Splice_Site_p.G903_spliceNM_002846 NP_002837 Q16849 PTPRN_HUMAN 4AAGCTCCCTACCTTTTGCCAT0.587

- 9 1401PTPRN_uc010zlc.1_Missense_Mutation_p.P348S|PTPRN_uc002vla.2_Missense_Mutation_p.P438SNM_002846 NP_002837 Q16849 PTPRN_HUMANExtracellular (Potential). 4GTCACAGGGGGTCTGGCAGCT0.637

+ 18 4300 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 7. 14AGAGGCACGGGCCGGTGTGTA0.677

+ 31 7637 NM_005876 NP_005867 Q15772 SPEG_HUMAN 14AGCCGGCTCCGCTGGGGCTTC0.617

+ 40 9563 NM_005876 NP_005867 Q15772 SPEG_HUMANProtein kinase 2. 14CCCAATACATCCCAGAGCGCC0.607

+ 1 964ACCN4_uc010fwi.1_Missense_Mutation_p.S317N|ACCN4_uc010fwj.1_Missense_Mutation_p.S317N|ACCN4_uc002vly.1_Missense_Mutation_p.S317N|ACCN4_uc002vlz.2_Missense_Mutation_p.S317N|ACCN4_uc002vmb.2_5'FlankNM_182847 NP_878267 Q96FT7 ACCN4_HUMANExtracellular (Potential). 2TGCTCCGCCAGCAACTTCTCT0.612

- 13 4264OBSL1_uc002vmh.1_Missense_Mutation_p.P302S|OBSL1_uc010zli.1_Missense_Mutation_p.P210S|OBSL1_uc010fwl.1_Missense_Mutation_p.P878SNM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 12. 0TCCACCTGGGGCCCTGGAGTG0.632

+ 2 259 NM_022915 NP_075066 Q9H9J2 RM44_HUMAN 1TTCAGAGAAGCCGAACTGGGA0.343

- 2 314SERPINE2_uc002vnt.2_Missense_Mutation_p.P24L|SERPINE2_uc010zlr.1_Missense_Mutation_p.P36L|SERPINE2_uc002vnv.2_Missense_Mutation_p.P24LNM_006216 NP_006207 P07093 GDN_HUMAN 4GAGAGACAGAGGATTGAAGTG0.537

- 45 5341DOCK10_uc002vob.2_Missense_Mutation_p.T1695I|DOCK10_uc002voa.2_Missense_Mutation_p.T357I|DOCK10_uc002voc.2_Missense_Mutation_p.T555INM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-2. 2TTCCAGCCAGGTCCTGCGTAG0.498

- 23 2863DOCK10_uc002vob.2_Missense_Mutation_p.S869FNM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-1. 2AGGTGACTGAGACATATCTTT0.368

- 1 1839 NM_005544 NP_005535 P35568 IRS1_HUMAN 12GTGGTGCCCCCCCCGACGCTC0.687

- 22 2207 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11GCCAGGGAGCCCCAAGTCTCC0.597

- 7 1118 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11GCCAAGAGCTCCTCTTCCTCC0.438

+ 6 496COL4A3_uc002von.1_Missense_Mutation_p.G112S|COL4A3_uc002voo.1_Missense_Mutation_p.G112S|COL4A3_uc002vop.1_Missense_Mutation_p.G112S|uc002voq.1_Intron|uc002vor.1_RNANM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3GGGCACCCCAGGCAATACCGG0.388

+ 51 5021COL4A3_uc002von.1_Intron|COL4A3_uc002voo.1_Intron|COL4A3_uc002vop.1_Intron|uc002voq.1_Intron|uc002vor.1_Intron|COL4A3_uc010fxf.1_Missense_Mutation_p.G36ENM_000091 NP_000082 Q01955 CO4A3_HUMANRequired for the anti-tumor cell activity of tumstatin.|Collagen IV NC1.3CATGGAAGAGGAACGTGCAAC0.483

+ 3 516AGFG1_uc002vpd.2_Missense_Mutation_p.C89Y|AGFG1_uc002vpe.2_Missense_Mutation_p.C89Y|AGFG1_uc002vpf.2_Missense_Mutation_p.C89YNM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4CCAAAGGTCTGTAAACAGATT0.308

+ 7 1116AGFG1_uc002vpd.2_Missense_Mutation_p.P313L|AGFG1_uc002vpe.2_Missense_Mutation_p.P289L|AGFG1_uc002vpf.2_Missense_Mutation_p.P249LNM_004504 NP_004495 P52594 AGFG1_HUMAN 4GATAACTTCCCCAAATCCTCC0.383

- 3 867SLC19A3_uc002vpj.2_RNA|SLC19A3_uc010zlv.1_Missense_Mutation_p.D256NNM_025243 NP_079519 Q9BZV2 S19A3_HUMANCytoplasmic (Potential). 2ACAAAAACGTCCACAGTCACA0.473

- 3 741SLC19A3_uc002vpj.2_RNA|SLC19A3_uc010zlv.1_Missense_Mutation_p.E214KNM_025243 NP_079519 Q9BZV2 S19A3_HUMANCytoplasmic (Potential). 2TGAGTTTCCTCTAATACTGGA0.443

+ 2 165WDR69_uc010zlw.1_Missense_Mutation_p.S14F|WDR69_uc002vpo.1_RNANM_178821 NP_849143 Q8N136 WDR69_HUMAN 1AAGACTAAGTCCATAGATTTG0.353

- 35 5211TRIP12_uc002vpx.1_Missense_Mutation_p.G1749E|TRIP12_uc002vpy.1_Missense_Mutation_p.G1431ENM_004238 NP_004229 Q14669 TRIPC_HUMAN 9CATTAATTTTCCTAAGAAGCG0.418

- 28 4269TRIP12_uc002vpx.1_Missense_Mutation_p.A1435V|TRIP12_uc002vpy.1_Missense_Mutation_p.A1117VNM_004238 NP_004229 Q14669 TRIPC_HUMAN 9CCAAATACCAGCTCTGCCTAG0.373

- 6 965SP110_uc002vqg.3_Missense_Mutation_p.P242L|SP110_uc002vqi.3_Missense_Mutation_p.P242L|SP110_uc010fxk.2_Missense_Mutation_p.P242LNM_004509 NP_004500 Q9HB58 SP110_HUMAN 4GGGAGAGTGGGGCATCTCTTG0.448

+ 2 233SP100_uc002vqs.2_Missense_Mutation_p.S31N|SP100_uc002vqu.1_Missense_Mutation_p.S31N|SP100_uc010zmb.1_Missense_Mutation_p.S31N|SP100_uc002vqq.1_Missense_Mutation_p.S31N|SP100_uc002vqr.1_Intron|SP100_uc010zmc.1_Intron|SP100_uc002vqv.1_5'UTRNM_003113 NP_003104 P23497 SP100_HUMAN 5 cctgcacacagccacgatttg 0

+ 3 536ITM2C_uc002vra.2_Missense_Mutation_p.G92D|ITM2C_uc002vrb.2_Missense_Mutation_p.G139D|ITM2C_uc002vrc.2_Missense_Mutation_p.G28D|ITM2C_uc002vrd.2_Missense_Mutation_p.G28DNM_030926 NP_112188 Q9NQX7 ITM2C_HUMAN BRICHOS. 0TTTGGCGGCGGTGACCCTGCA0.637

+ 14 1430ARMC9_uc002vrp.3_Nonsense_Mutation_p.Q440*|ARMC9_uc002vrr.1_RNANM_025139 NP_079415 Q7Z3E5 ARMC9_HUMAN 1TGGGGCCCTGCAGAAGTTCAG0.433

- 3 575 NR_024079 0ATCGGGAACCCCCTACAGAAG0.507

- 3 509 NR_024079 0TCATTCTCCTGGTGGCTCTCA0.507

+ 8 1147DIS3L2_uc002vsm.3_RNA|DIS3L2_uc002vso.2_RNANM_152383 NP_689596 Q8IYB7 DI3L2_HUMAN 3GGACTTTGTGGCACGGCCTAA0.507

+ 11 1355CHRND_uc010zmg.1_Missense_Mutation_p.D436N|CHRND_uc010fyc.2_Missense_Mutation_p.D324N|CHRND_uc010zmh.1_Missense_Mutation_p.D257NNM_000751 NP_000742 Q07001 ACHD_HUMANCytoplasmic (Potential). 3CCACATGAGGGACCAGAACAA0.507

+ 27 3494GIGYF2_uc002vtj.3_Missense_Mutation_p.P1074S|GIGYF2_uc002vtk.3_Missense_Mutation_p.P1053S|GIGYF2_uc002vth.3_Missense_Mutation_p.P1047S|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_3'UTR|GIGYF2_uc002vtq.3_Missense_Mutation_p.P386SNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7AAATACTGGTCCTCCTAACCA0.413

- 2 430 NM_019850 NP_062824 Q8N5V2 NGEF_HUMANRegulatory region; modulates activity toward RHOA, RAC1 and CDC42 (By similarity).7GATGGAATTTCTCTTAATTGG0.498

+ 28 3374DGKD_uc002vuj.1_Missense_Mutation_p.T1077I|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5CGCCTCGTGACCAAGTTTAAA0.517



- 5 612USP40_uc010zmr.1_Missense_Mutation_p.T177I Q9NVE5 UBP40_HUMAN 3GTTAACAATGGTTCCATGGTA0.388

+ 1 873UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Missense_Mutation_p.T245INM_001072 NP_001063 P19224 UD16_HUMAN 0 GATATAATCACCTTATATCAG0.398

+ 1 165UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Missense_Mutation_p.E46KNM_007120 NP_009051 P22310 UD14_HUMAN 1CAGCATGCGGGAGGCCTTGCG0.607

+ 1 641UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_Intron|UGT1A9_uc002vva.2_Intron|UGT1A1_uc010znc.1_Missense_Mutation_p.R209QNM_000463 NP_000454 P22309 UD11_HUMAN 2TTCCTGCAGCGGGTGAAGAAC0.527

- 8 1063HJURP_uc010znd.1_Missense_Mutation_p.G272R|HJURP_uc010zne.1_Missense_Mutation_p.G241RNM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1GCCCCTGTCCCTTTCACAGGC0.433

- 43 9697COL6A3_uc002vwo.2_Missense_Mutation_p.A2932T|COL6A3_uc010znj.1_Missense_Mutation_p.A2531T|COL6A3_uc002vwj.2_Missense_Mutation_p.A519TNM_004369 NP_004360 P12111 CO6A3_HUMANNonhelical region.|BPTI/Kunitz inhibitor. 18CAGAATCTTGCACAGCTTTTG0.378

- 36 7649COL6A3_uc002vwo.2_Missense_Mutation_p.T2249I|COL6A3_uc010znj.1_Missense_Mutation_p.T1848I|COL6A3_uc002vwj.2_5'Flank|COL6A3_uc002vwp.1_Missense_Mutation_p.T276INM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 11.|Nonhelical region. 18GATCTCCGTGGTCACCTCGTT0.552

- 9 4439COL6A3_uc002vwo.2_Missense_Mutation_p.P1179L|COL6A3_uc010znj.1_Missense_Mutation_p.P778L|COL6A3_uc002vwq.2_Missense_Mutation_p.P1179L|COL6A3_uc002vwr.2_Missense_Mutation_p.P978LNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 7.|Nonhelical region. 18CACATATTCGGGGCTCAGCGA0.617

+ 10 1095LRRFIP1_uc002vxc.2_Missense_Mutation_p.T458I|LRRFIP1_uc010znm.1_Missense_Mutation_p.T212I|LRRFIP1_uc002vxd.2_Missense_Mutation_p.T244I|LRRFIP1_uc002vxf.2_Missense_Mutation_p.T212INM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3ACTTCCGACACCCTCAATAAT0.398

+ 4 855 NM_001040445 NP_001035535 Q9Y576 ASB1_HUMAN ANK 6. 0GAGCCTGCTGGTAGAATTTGG0.562

- 15 2807ANKMY1_uc002vza.1_Missense_Mutation_p.P636S|ANKMY1_uc010fzd.1_Missense_Mutation_p.P949S|ANKMY1_uc002vzb.1_Missense_Mutation_p.P621S|ANKMY1_uc002vzc.1_Missense_Mutation_p.P639S|ANKMY1_uc002vzd.1_Missense_Mutation_p.P683SNM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1GGCAGGCTGGGGCCCTTCTTC0.617

+ 29 4075SNED1_uc002wai.1_Missense_Mutation_p.E561K|SNED1_uc002waj.1_Missense_Mutation_p.E413KNM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN 2GCTGTTCTCCGAGACAAAGGC0.582

- 10 2715PASK_uc010zol.1_Missense_Mutation_p.P689S|PASK_uc010zom.1_Missense_Mutation_p.P840S|PASK_uc010fzl.1_Missense_Mutation_p.P875S|PASK_uc010zon.1_Missense_Mutation_p.P656S|PASK_uc002wap.2_Missense_Mutation_p.P418S|PASK_uc002waq.2_Missense_Mutation_p.P875SNM_015148 NP_055963 Q96RG2 PASK_HUMAN 6ACGATCACGGGCGTGGAGGTG0.627

+ 5 642 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANCytoplasmic (Potential). 3GCTGTGCTCTGCTACTACGCC0.662

+ 22 2635 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMANHelical; (Potential). 3AGACCTACTGGAATCTTCTTG0.587

- 28 3949HDLBP_uc002wba.2_Missense_Mutation_p.A1241T|HDLBP_uc002wbb.2_Missense_Mutation_p.A1193TNM_203346 NP_976221 Q00341 VIGLN_HUMAN 4ATGTCAGGAGCCTGTGCAGAG0.597

+ 6 758SEPT2_uc002wbd.2_Missense_Mutation_p.D113N|SEPT2_uc002wbf.2_Missense_Mutation_p.D113N|SEPT2_uc002wbg.2_Missense_Mutation_p.D113N|SEPT2_uc002wbh.2_Missense_Mutation_p.D123N|SEPT2_uc010zop.1_Missense_Mutation_p.D148NNM_001008491 NP_001008491 Q15019 SEPT2_HUMAN 1CAACTGCAGAGATTGGTATGC0.423

+ 16 1921FARP2_uc010zoq.1_Missense_Mutation_p.A602T|FARP2_uc010zor.1_Missense_Mutation_p.A602TNM_014808 NP_055623 O94887 FARP2_HUMAN DH. 3GCAGAGGCTGGCACTCTGGTA0.557

- 2 504 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0ATGGCCTCCAGCCCCCCTCTT0.637

- 3 595PDCD1_uc010fzs.2_Intron|PDCD1_uc010fzt.2_RNANM_005018 NP_005009 Q15116 PDCD1_HUMANHelical; (Potential). 1GCCCAGCAGGCCGCCCACGAC0.697

+ 2 388 NM_080831 NP_543021 Q9H1M3 DB129_HUMAN 1ATGAACTCTGCCACCATCAGC0.438

+ 2 221PSMF1_uc010zpo.1_Intron|PSMF1_uc002wem.3_Missense_Mutation_p.R18K|PSMF1_uc010zpp.1_Missense_Mutation_p.R18K|PSMF1_uc002wen.3_Missense_Mutation_p.R18KNM_178578 NP_848693 Q92530 PSMF1_HUMAN 0ATCACCTGCAGGCAGGACGCG0.662

+ 7 929PSMF1_uc010zpo.1_Missense_Mutation_p.P166L|PSMF1_uc002wem.3_Missense_Mutation_p.P254L|PSMF1_uc010zpp.1_Missense_Mutation_p.P192L|PSMF1_uc002wen.3_Missense_Mutation_p.P254L|PSMF1_uc002wep.3_Missense_Mutation_p.P205LNM_178578 NP_848693 Q92530 PSMF1_HUMAN Pro-rich. 0ACCAGCCCACCCGGGTACGTA0.498

+ 6 658SNPH_uc002wet.2_Missense_Mutation_p.E185GNM_014723 NP_055538 O15079 SNPH_HUMAN Potential. 2GCCCGAAAGGAGATCAAGCAG0.562

- 4 920SIRPG_uc002wfn.1_Intron|SIRPG_uc002wfo.1_Intron|uc002wfp.1_IntronNM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential).|Ig-like C1-type 2. 1CATTCTCCGACCAGGTCAGCT0.537

- 4 832SIRPG_uc002wfn.1_Intron|SIRPG_uc002wfo.1_Intron|uc002wfp.1_IntronNM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential).|Ig-like C1-type 2. 1CTGTTGAGTAACCTCCAAGGT0.547

+ 3 610SIRPA_uc010zps.1_Missense_Mutation_p.E64K|SIRPA_uc002wfr.2_Missense_Mutation_p.E84K|SIRPA_uc002wfs.2_Missense_Mutation_p.E84K|SIRPA_uc002wft.2_Missense_Mutation_p.E84KNM_001040022 NP_001035111 P78324 SHPS1_HUMANIg-like V-type.|Extracellular (Potential). 1CAATCAAAAAGAAGGCCACTT0.542

+ 12 1547TMC2_uc002wgg.1_Missense_Mutation_p.A495V|TMC2_uc010zpw.1_Missense_Mutation_p.A343V|TMC2_uc010zpx.1_Missense_Mutation_p.A342VNM_080751 NP_542789 Q8TDI7 TMC2_HUMANHelical; (Potential). 3CGCATCTTTGCACTCTTCCTG0.537

- 6 517IDH3B_uc002wgq.2_Missense_Mutation_p.E170K|IDH3B_uc002wgr.2_5'UTR|IDH3B_uc010zpz.1_3'UTRNM_006899 NP_008830 O43837 IDH3B_HUMAN 0GAGCTGTACTCCCCTTCTGTC0.522

+ 21 2113VPS16_uc002whh.2_RNA|PTPRA_uc002whj.2_5'UTR|VPS16_uc002whf.2_Missense_Mutation_p.G545S|VPS16_uc002whd.2_RNA|VPS16_uc002whg.2_Missense_Mutation_p.G375S|VPS16_uc002whi.2_Missense_Mutation_p.G173SNM_022575 NP_072097 Q9H269 VPS16_HUMAN 4CGAGCTGGGGGGCCAGTTCCT0.592

- 31 2921C20orf194_uc002wij.3_Missense_Mutation_p.G696D|C20orf194_uc002wik.2_Missense_Mutation_p.G631DNM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0TACTTGCCAGCCAGGATACAT0.318

- 18 1547C20orf194_uc002wij.3_Missense_Mutation_p.S238F|C20orf194_uc002wik.2_Missense_Mutation_p.S173FNM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0CAGGACTACGGAGCTGGTTTC0.532

+ 10 1799ATRN_uc002wil.2_Missense_Mutation_p.G570ENM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Kelch 5. 2CTGGTGTTTGGAGGAAACACA0.413

- 5 609C20orf27_uc002wjf.1_3'UTR|C20orf27_uc002wjh.1_Missense_Mutation_p.G152DNM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0GGTGCCAGTGCCACCTTCGCA0.612

- 1 1682CDC25B_uc010zqk.1_5'Flank|CDC25B_uc010zql.1_5'Flank|CDC25B_uc010zqm.1_5'FlankNM_001810 NP_001801 P07199 CENPB_HUMAN 0TTCCTCCTGGGCACCATAAGC0.537

+ 15 2318CDC25B_uc010zqk.1_Missense_Mutation_p.L450F|CDC25B_uc010zql.1_Missense_Mutation_p.L436F|CDC25B_uc010zqm.1_Missense_Mutation_p.L423F|CDC25B_uc002wjl.2_Missense_Mutation_p.L402F|CDC25B_uc002wjm.2_Missense_Mutation_p.L402F|CDC25B_uc002wjo.2_Missense_Mutation_p.L500F|CDC25B_uc002wjp.2_Missense_Mutation_p.L473F|CDC25B_uc002wjq.2_Missense_Mutation_p.L314F|CDC25B_uc010gbc.2_IntronNM_021873 NP_068659 P30305 MPIP2_HUMAN Rhodanese. 5CTACCCCAGCCTCTACTACCC0.592

+ 3 534CDS2_uc002wlr.1_Missense_Mutation_p.V15I|CDS2_uc010zqt.1_RNA|CDS2_uc002wlu.2_Missense_Mutation_p.V38I|CDS2_uc010zqu.1_Intron|CDS2_uc002wlv.2_5'FlankNM_003818 NP_003809 O95674 CDS2_HUMANHelical; (Potential). 0GGGACCAATGGTTTTGATGAT0.453

+ 18 2626MCM8_uc002wmj.2_Missense_Mutation_p.G734E|MCM8_uc002wmk.2_Missense_Mutation_p.G790E|MCM8_uc002wml.2_Missense_Mutation_p.G750E|MCM8_uc010gbp.2_Missense_Mutation_p.G703E|MCM8_uc002wmm.2_Missense_Mutation_p.G288ENM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1AGCATGCTAGGAACTTACTCT0.393

+ 3 1369 NM_001200 NP_001191 P12643 BMP2_HUMAN 2TTGGACACCAGGTTGGTGAAT0.478

+ 9 711PLCB4_uc010gbw.1_Missense_Mutation_p.P192L|PLCB4_uc010gbx.2_Missense_Mutation_p.P192L|PLCB4_uc002wne.2_Missense_Mutation_p.P192L|PLCB4_uc002wnh.2_Missense_Mutation_p.P39LNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15TTAGGTCTTCCCAGTGGAAAG0.313

+ 17 1541PLCB4_uc010gbw.1_Missense_Mutation_p.V469I|PLCB4_uc010gbx.2_Missense_Mutation_p.V469I|PLCB4_uc002wne.2_Missense_Mutation_p.V469I|PLCB4_uc002wnh.2_Missense_Mutation_p.V316INM_182797 NP_877949 Q15147 PLCB4_HUMAN 15GAAACCTGAAGTTGAAAAAAG0.368

- 7 2064PAK7_uc002wnk.2_Missense_Mutation_p.V507I|PAK7_uc002wnj.2_Missense_Mutation_p.V507I|PAK7_uc010gby.1_Missense_Mutation_p.V507INM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23TACATGTCAACCACATTGTCA0.478

+ 7 637SNAP25_uc002wnr.1_Missense_Mutation_p.R142Q|SNAP25_uc002wns.1_Missense_Mutation_p.R79Q|SNAP25_uc010gca.1_Missense_Mutation_p.R142Q|SNAP25_uc010gcb.1_Missense_Mutation_p.R79Q|SNAP25_uc010gcc.1_Missense_Mutation_p.R36QNM_130811 NP_570824 P60880 SNP25_HUMANt-SNARE coiled-coil homology 2. 2AATGATGCCCGAGAAAATGAA0.458

- 5 1261 NM_000214 NP_000205 P78504 JAG1_HUMANExtracellular (Potential).|EGF-like 1. 9CTGCAGTCACCTGGGAGTTTG0.433 rs6077865

+ 8 1302 NM_018327 NP_060797 Q9NUV7 SPTC3_HUMAN 0ATAGATGAAGCTCACAGTATT0.507

- 13 1268TASP1_uc010zri.1_RNA|TASP1_uc002woh.2_Missense_Mutation_p.A361VNM_017714 NP_060184 Q9H6P5 TASP1_HUMAN 0CCCATCCTGGGCTGACATATA0.458

- 3 295TASP1_uc010zri.1_RNA|TASP1_uc002woh.2_Missense_Mutation_p.E60K|TASP1_uc010zrj.1_RNA|TASP1_uc010zrk.1_Missense_Mutation_p.E60KNM_017714 NP_060184 Q9H6P5 TASP1_HUMAN 0TGTTTATACTCCTTGGCTTTG0.323



- 3 2089MACROD2_uc002wot.2_Intron|MACROD2_uc002wou.2_Intron|FLRT3_uc002wow.1_Missense_Mutation_p.T541INM_198391 NP_938205 Q9NZU0 FLRT3_HUMANHelical; (Potential). 1AAGGGCAATGGTAACCAGGGC0.468

+ 15 1409MACROD2_uc002wot.2_Missense_Mutation_p.G382D|MACROD2_uc002woz.2_Missense_Mutation_p.G147D|MACROD2_uc002wpb.2_Missense_Mutation_p.G147D|MACROD2_uc002wpd.2_Missense_Mutation_p.G33DNM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0GAAAAAGAAGGTGAAAAAGGT0.378 rs147212262

- 19 3174KIF16B_uc002wpe.1_Missense_Mutation_p.E388K|KIF16B_uc002wpf.1_Missense_Mutation_p.E388K|KIF16B_uc010gch.1_Missense_Mutation_p.E1006K|KIF16B_uc010gci.1_Missense_Mutation_p.E1006K|KIF16B_uc010gcj.1_Missense_Mutation_p.E1017KNM_024704 NP_078980 Q96L93 KI16B_HUMANGlu-rich.|Potential. 8AGGGCCCGCTCCAGCGCCTCT0.542

- 3 366RRBP1_uc002wpu.2_Silent_p.Q191Q|RRBP1_uc002wpv.1_Silent_p.Q417Q|RRBP1_uc002wpw.1_Silent_p.Q417Q|RRBP1_uc010gcl.1_Silent_p.Q191QQ9P2E9 RRBP1_HUMAN 1CTTTCCGCTGCTGCTCATCTT0.617

- 6 675SNX5_uc002wqb.2_RNA|SNX5_uc002wqd.2_Missense_Mutation_p.V197I|SNX5_uc002wqe.2_Missense_Mutation_p.V92I|SNX5_uc010zrt.1_Missense_Mutation_p.V197INM_014426 NP_055241 Q9Y5X3 SNX5_HUMAN 1GTAAAAAGGACTTCATCAGCA0.363

- 3 637 NM_021220 NP_067043 Q9BRP0 OVOL2_HUMANC2H2-type 1. 1TTCAGCATGCGCTGCAGACGG0.597

+ 13 1373C20orf26_uc010zse.1_Intron|C20orf26_uc010zsf.1_Missense_Mutation_p.L433FNM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4CGAGTTCTTCCTCATCCAGAA0.453

- 3 413 NM_001900 NP_001891 P28325 CYTD_HUMAN 0CAGAACTCTTCCTGTGAAAAG0.453

- 2 240C20orf3_uc002wtz.2_Missense_Mutation_p.A47T|C20orf3_uc010zsw.1_Missense_Mutation_p.A47TNM_020531 NP_065392 Q9HDC9 APMAP_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1AGAGAAACAGCCAGCATCAAG0.522

+ 3 521 NM_002862 NP_002853 P11216 PYGB_HUMAN 2TGGAGGCCTGGGGAGGCTGGC0.552

+ 11 1349 NM_002862 NP_002853 P11216 PYGB_HUMAN 2TTTGGCACCAGCACGTGGCCG0.647

- 20 3561NINL_uc010gdn.1_Missense_Mutation_p.A814TNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5TGGGTAGAAGCCTCCTGTCCC0.478

- 9 1212NINL_uc010gdn.1_Missense_Mutation_p.A380T|NINL_uc010gdo.1_Missense_Mutation_p.A163T|NINL_uc010ztf.1_Missense_Mutation_p.A396TNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5TGGTAGCAGGCCAGGGCTGCC0.642

+ 2 153 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0GTGTCAGGTGGCACCCAAAGA0.413

- 2 575BCL2L1_uc002wwk.2_RNA|BCL2L1_uc002wwm.2_Missense_Mutation_p.G70D|BCL2L1_uc002wwn.2_Missense_Mutation_p.G70D|BCL2L1_uc002wwo.1_Missense_Mutation_p.G70DNM_138578 NP_612815 Q07817 B2CL1_HUMAN 2GCTGCTGTGGCCAGTGGCTCC0.632

+ 10 1711TPX2_uc010gdv.1_Missense_Mutation_p.T338INM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2CATAAACGAACCCCTAACAGA0.413

+ 4 832 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6GGGGCAGGCCCTCTGTCTCAC0.662

+ 6 963C20orf160_uc002wxg.2_5'UTRNM_080625 NP_542192 Q9NUG4 CT160_HUMAN 4GCAGAGGAGTCCTGCGCACTC0.552

+ 5 690TM9SF4_uc010ztr.1_Missense_Mutation_p.S78N|TM9SF4_uc010zts.1_Missense_Mutation_p.S59N|TM9SF4_uc002wxk.2_Missense_Mutation_p.S135N|TM9SF4_uc010gdz.2_Missense_Mutation_p.S59NNM_014742 NP_055557 Q92544 TM9S4_HUMAN 2AACCGAGACAGCGATGACAAG0.562

+ 7 2062KIF3B_uc010ztw.1_Missense_Mutation_p.A570VNM_004798 NP_004789 O15066 KIF3B_HUMAN Globular. 5CCAGTCTCAGCCGTGGGATAT0.512

+ 12 2933ASXL1_uc010geb.2_Missense_Mutation_p.T727INM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.T836fs*2(2) 248AGTCATCCCACTATGAAGGAT0.493

+ 12 3271ASXL1_uc010geb.2_Missense_Mutation_p.G840SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.G949fs*5(1) 248AGCTGAGGAGGGTCTAGATCC0.532

+ 9 1274DNMT3B_uc010ztx.1_RNA|DNMT3B_uc010zty.1_Intron|DNMT3B_uc002wyd.2_Missense_Mutation_p.P318L|DNMT3B_uc002wye.2_Missense_Mutation_p.P318L|DNMT3B_uc010gee.2_RNA|DNMT3B_uc010gef.2_RNA|DNMT3B_uc010ztz.1_Missense_Mutation_p.P276L|DNMT3B_uc010zua.1_Missense_Mutation_p.P242L|DNMT3B_uc002wyf.2_Missense_Mutation_p.P330L|DNMT3B_uc002wyg.2_Missense_Mutation_p.P17LNM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5AAGACCTTCCCCAGCAGCCCT0.627

- 13 1661CDK5RAP1_uc002wyy.2_Missense_Mutation_p.A409T|CDK5RAP1_uc002wyz.2_Missense_Mutation_p.A499T|CDK5RAP1_uc002wza.2_Missense_Mutation_p.A498T|CDK5RAP1_uc010gel.2_Missense_Mutation_p.A408T|CDK5RAP1_uc010gem.2_Missense_Mutation_p.A422T|CDK5RAP1_uc002wzc.1_Missense_Mutation_p.A499T|CDK5RAP1_uc002wzb.1_Missense_Mutation_p.A134TNM_016408 NP_057492 Q96SZ6 CK5P1_HUMANCDK5R1-binding. 5GTCTGATTGGCTTTTGTTGCT0.453

+ 2 491 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2ATGGGCTATGCCGCCAAGGCC0.612

+ 4 664 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2GGAATTAGAAGAACTAGAACA0.488

- 4 527AHCY_uc002xaj.2_Missense_Mutation_p.D102NNM_000687 NP_000678 P23526 SAHH_HUMAN 0CCCCCGTCGTCCAGAATCATG0.632

- 12 6625NCOA6_uc002xaw.2_Missense_Mutation_p.P1352SNM_014071 NP_054790 Q14686 NCOA6_HUMAN 7GTAAGTTTAGGGGCTTTTGAA0.522

+ 15 1484MIR499_hsa-mir-499|MI0003183_5'FlankNM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN 2TGTGGAGCAGGTGAGCTGCCT0.657

+ 17 1683MIR499_hsa-mir-499|MI0003183_5'FlankNM_020884 NP_065935 A7E2Y1 MYH7B_HUMANMyosin head-like. 2TGAGAAATTGCAGCAGTTCTT0.552

+ 28 3477 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2GGAGGAGAAGCTCAAGAAGTA0.612

+ 13 1866CEP250_uc010zve.1_Translation_Start_Site|CEP250_uc010zvd.1_RNANM_007186 NP_009117 Q9BV73 CP250_HUMAN Potential. 5GACTCGGAGACGCCAGGCTGT0.512

+ 2 521SPAG4_uc010zvi.1_Missense_Mutation_p.F58SNM_003116 NP_003107 Q9NPE6 SPAG4_HUMANHelical; (Potential). 0TTCAAGAGCTTTCTGAGTACG0.637

- 5 590NFS1_uc002xdt.1_Missense_Mutation_p.L116F|NFS1_uc002xdu.1_Missense_Mutation_p.L116F|NFS1_uc002xdv.1_RNA|NFS1_uc010zvk.1_5'UTR|NFS1_uc010zvl.1_IntronNM_021100 NP_066923 Q9Y697 NFS1_HUMAN 2TGCACTGGGAGGTAGGTGACC0.507

- 7 795RBM39_uc002xdz.2_Missense_Mutation_p.D127N|RBM39_uc002xea.2_5'UTR|RBM39_uc010gfn.2_5'UTR|RBM39_uc010zvm.1_Missense_Mutation_p.D129N|RBM39_uc002xeg.2_Missense_Mutation_p.D129N|RBM39_uc002xec.2_Missense_Mutation_p.D151N|RBM39_uc002xed.2_5'UTR|RBM39_uc002xee.2_5'UTR|RBM39_uc002xef.2_5'UTR|RBM39_uc010zvn.1_5'UTRNM_184234 NP_909122 Q14498 RBM39_HUMAN 2GTCCTTGCATCTCTTTCCTCA0.299

+ 16 2543 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1AGCTATAGAACTTTGAACGGG0.567

+ 10 1415C20orf152_uc002xer.1_Missense_Mutation_p.G420E|C20orf152_uc010gfp.1_RNA Q96M20 CT152_HUMAN 0GTGGAGCAGGGAGAAATTTTG0.483

+ 3 409EPB41L1_uc002xeu.2_Missense_Mutation_p.P18S|EPB41L1_uc010zvo.1_Missense_Mutation_p.P80S|EPB41L1_uc002xev.2_Missense_Mutation_p.P80S|EPB41L1_uc002xew.2_Missense_Mutation_p.P18S|EPB41L1_uc002xex.2_Missense_Mutation_p.P49S|EPB41L1_uc002xey.2_Missense_Mutation_p.P80S|EPB41L1_uc002xez.2_Missense_Mutation_p.P18SNM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3GAGGACCACGCCCAGCAAGGC0.542

+ 3 610DLGAP4_uc010zvp.1_Missense_Mutation_p.P59SNM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3TGGCCTCTTTCCCCTCAACAA0.677

- 7 1013SLA2_uc002xfu.2_Missense_Mutation_p.E201KNM_032214 NP_115590 Q9H6Q3 SLAP2_HUMANSLA C-terminal. 0CCAGCTCTTTCCAGTTGAGTG0.572 rs139719845

- 7 959 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN HD. 0ACAGGTGATTCAAGTGGTCCT0.348

- 6 828RBL1_uc010zvt.1_RNA|RBL1_uc002xgj.1_Missense_Mutation_p.A250V|RBL1_uc010gfv.1_RNANM_002895 NP_002886 P28749 RBL1_HUMAN 10ACACAGTACAGCAATGATGCA0.413

- 18 2225C20orf132_uc002xgk.2_Missense_Mutation_p.L334FNM_152503 NP_689716 Q9H579 CT132_HUMAN 0TTGGCAAGGAGAAATAGTCCC0.433

- 12 1274C20orf132_uc002xgk.2_Missense_Mutation_p.A68T|C20orf132_uc002xgm.2_Missense_Mutation_p.A395T|C20orf132_uc002xgn.2_Missense_Mutation_p.A360TNM_152503 NP_689716 Q9H579 CT132_HUMAN 0GCCTCCTCAGCCACCTTTTCC0.532

- 7 3031KIAA0406_uc002xhm.2_Missense_Mutation_p.G941DNM_014657 NP_055472 O43156 TTI1_HUMAN 0AAGAAAGTCACCACACTTGCT0.542

- 5 2766KIAA0406_uc002xhm.2_Missense_Mutation_p.E853KNM_014657 NP_055472 O43156 TTI1_HUMAN 0AGTGGTGGCTCCACATCTGGA0.493

+ 4 874 NM_021215 NP_067038 Q9NQG5 RPR1B_HUMAN 1GGAGGAGGAGGATGACGACTA0.458



- 6 945TGM2_uc010zvx.1_Missense_Mutation_p.A201V|TGM2_uc010zvy.1_Missense_Mutation_p.A222V|TGM2_uc002xhs.1_Missense_Mutation_p.A258V|TGM2_uc002xht.2_Missense_Mutation_p.A282V|TGM2_uc002xhu.3_Missense_Mutation_p.A282VNM_004613 NP_004604 P21980 TGM2_HUMAN 3GCAGGCCACGGCGGCGAAGAC0.517

- 14 3814KIAA1755_uc002xhv.1_Missense_Mutation_p.G245E|KIAA1755_uc002xhw.1_Missense_Mutation_p.G236E|KIAA1755_uc002xhx.1_Missense_Mutation_p.G459ENM_001029864 NP_001025035 Q5JYT7 K1755_HUMAN 5TGAGTCTGTCCCCTCTGAGGA0.647

- 13 3004KIAA1755_uc002xhv.1_5'UTR|KIAA1755_uc002xhw.1_5'UTR|KIAA1755_uc002xhx.1_Missense_Mutation_p.A189VNM_001029864 NP_001025035 Q5JYT7 K1755_HUMAN 5TCTGGCTGTAGCTCCCAGCTG0.672

+ 1 129 NM_004139 NP_004130 P18428 LBP_HUMAN 2CGGCTTGGTCGCCAGGATCAC0.617 rs140031031

+ 11 1959RALGAPB_uc010zvz.1_3'UTR|RALGAPB_uc002xix.2_Missense_Mutation_p.P568S|RALGAPB_uc002xiy.1_Missense_Mutation_p.P568S|RALGAPB_uc002xiz.2_Missense_Mutation_p.P346S|RALGAPB_uc002xja.1_Missense_Mutation_p.P295SNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2TCTAAACTCTCCTCCTTTGTT0.378

+ 7 1334 NM_024855 NP_079131 Q9H9F9 ARP5_HUMAN 0GTTTAACTTGGCAGCATATCA0.398

+ 8 1526 NM_024855 NP_079131 Q9H9F9 ARP5_HUMAN 0CACGATGTATCCTGGCATGAA0.433

+ 12 1104DHX35_uc010zwa.1_Missense_Mutation_p.L210F|DHX35_uc010zwb.1_Missense_Mutation_p.L210F|DHX35_uc010zwc.1_Missense_Mutation_p.L334FNM_021931 NP_068750 Q9H5Z1 DHX35_HUMANHelicase C-terminal. 3CTTTGTGAAACTCCGAGCCTA0.527

+ 15 1443DHX35_uc010zwa.1_Missense_Mutation_p.P323S|DHX35_uc010zwb.1_Missense_Mutation_p.P323S|DHX35_uc010zwc.1_Missense_Mutation_p.P447SNM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3CCTAACTGAACCGCTTGGCAT0.443

+ 16 1890PLCG1_uc002xjo.1_Missense_Mutation_p.T590I|PLCG1_uc010zwe.1_Missense_Mutation_p.T216I|PLCG1_uc010ggf.2_5'FlankNM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 1. 8GAGAGTGAGACCTTCGTGGGC0.572

- 3 2742ZHX3_uc002xjq.1_Intron|ZHX3_uc002xjr.1_Nonsense_Mutation_p.W788*|ZHX3_uc002xjt.1_Nonsense_Mutation_p.W788*|ZHX3_uc002xju.1_Nonsense_Mutation_p.W788*|ZHX3_uc002xjv.1_Nonsense_Mutation_p.W788*|ZHX3_uc002xjw.1_Nonsense_Mutation_p.W788*|ZHX3_uc010ggg.1_Nonsense_Mutation_p.W788*NM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 4. 3GGTTGCTTGGCCACTGTGTCT0.577

- 3 1606ZHX3_uc002xjq.1_Intron|ZHX3_uc002xjr.1_Missense_Mutation_p.L410F|ZHX3_uc002xjt.1_Missense_Mutation_p.L410F|ZHX3_uc002xju.1_Missense_Mutation_p.L410F|ZHX3_uc002xjv.1_Missense_Mutation_p.L410F|ZHX3_uc002xjw.1_Missense_Mutation_p.L410F|ZHX3_uc010ggg.1_Missense_Mutation_p.L410FNM_015035 NP_055850 Q9H4I2 ZHX3_HUMANRequired for homodimerization and interaction with NFYA.|Required for repressor activity.3TGACCTGGAAGAGCGGCCTGG0.557

+ 18 2378LPIN3_uc010ggh.2_Missense_Mutation_p.A764T|LPIN3_uc010zwf.1_RNANM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN C-LIP. 4CTTCTATGCTGCCTTTGGGAA0.597

- 4 2403 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN Potential. 1TGGTCCACATGGCTCCACAGG0.677

- 14 2159CHD6_uc002xkd.2_Missense_Mutation_p.D639NNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14GTTTTCAGATCTCCAAATTCC0.453

- 25 3624PTPRT_uc010ggj.2_Missense_Mutation_p.G1166D|PTPRT_uc010ggi.2_Missense_Mutation_p.G350DNM_007050 NP_008981 O14522 PTPRT_HUMANCytoplasmic (Potential). 20GGCAGTGTTGCCACAGAGGCA0.512

- 8 1352PTPRT_uc010ggj.2_Missense_Mutation_p.P390SNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 2. 20ACGTTCTGTGGGCCATGTACC0.562

- 7 1307PTPRT_uc010ggj.2_Missense_Mutation_p.P375SNM_007050 NP_008981 O14522 PTPRT_HUMANExtracellular (Potential).|Fibronectin type-III 1. 20GTGAGGGGAGGCCCTGGCGGT0.547

+ 6 1051SFRS6_uc002xki.2_Missense_Mutation_p.R165K|SFRS6_uc002xkk.2_IntronNM_006275 NP_006266 Q13247 SRSF6_HUMANArg/Ser-rich (RS domain). 0TCAAAATCCAGATCAAGGAGC0.493 rs142261798

+ 1 361SGK2_uc002xkt.2_Intron|SGK2_uc002xkr.2_Intron|SGK2_uc010ggm.2_Intron|SGK2_uc002xks.2_Intron|SGK2_uc002xku.2_Intron|SGK2_uc002xkq.1_IntronNM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6ATGCCTGCTCCTCCCTGTCCC0.617

+ 1 371SGK2_uc002xkt.2_Intron|SGK2_uc002xkr.2_Intron|SGK2_uc010ggm.2_Intron|SGK2_uc002xks.2_Intron|SGK2_uc002xku.2_Intron|SGK2_uc002xkq.1_IntronNM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6CTCCCTGTCCCCCCAGAGCTG0.617

+ 6 784SGK2_uc002xkt.2_RNA|SGK2_uc002xkr.2_Missense_Mutation_p.R129C|SGK2_uc010ggm.2_Missense_Mutation_p.R129C|SGK2_uc002xks.2_Missense_Mutation_p.R128C|SGK2_uc002xku.2_Missense_Mutation_p.R129CNM_016276 NP_057360 Q9HBY8 SGK2_HUMANProtein kinase. 6GCAGCGGGAGCGCCGGTTCCT0.642

+ 14 2304MYBL2_uc010zwj.1_Missense_Mutation_p.L673FNM_002466 NP_002457 P10244 MYBB_HUMAN 5ATCTCGGACCCTCATCTTGTC0.602

- 4 2705 NM_020433 NP_065166 Q9BR39 JPH2_HUMANPro-rich.|Cytoplasmic (Potential). 0AGGCTCGGGGCCTCGGAGCGT0.746

+ 6 1129GDAP1L1_uc010zwl.1_Missense_Mutation_p.M373I|GDAP1L1_uc010zwm.1_Missense_Mutation_p.M296I|GDAP1L1_uc010zwn.1_Missense_Mutation_p.M162INM_024034 NP_076939 Q96MZ0 GD1L1_HUMAN 1TGGGTGGGATGGGCTACTTTG0.587

- 1 160SERINC3_uc002xmf.1_Missense_Mutation_p.S9F|SERINC3_uc010ggs.1_5'UTR|SERINC3_uc010zwp.1_5'UTRNM_198941 NP_945179 Q13530 SERC3_HUMANExtracellular (Potential). 3GCTGGCGAGGGAGAAGACACC0.647

- 3 337 ADA_uc010ggt.2_RNA NM_000022 NP_000013 P00813 ADA_HUMAN 3CGCGATAGCAGGCATGTAGTA0.542

- 6 692RIMS4_uc010ggu.2_Missense_Mutation_p.G232DNM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5CTTGTACCAGCCCACGGCCAG0.667

+ 8 1175PABPC1L_uc010zwq.1_RNA|PABPC1L_uc002xmv.2_RNA|PABPC1L_uc002xmw.2_5'Flank|PABPC1L_uc002xmx.2_5'FlankNM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1GCCACTCTACGTGGCACTGGC0.607

- 2 115DNTTIP1_uc002xpk.2_5'Flank|WFDC3_uc002xpj.1_Intron|WFDC3_uc002xph.1_Intron|WFDC3_uc010ghh.1_IntronNM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN 0GCAAGAAGTGCCTTCAGAAGA0.483

- 5 431 NM_003279 NP_003270 P02585 TNNC2_HUMAN EF-hand 3. 1CTCCCCGGAGGCCCTGAAAAT0.632

+ 2 1827ZSWIM3_uc010zxg.1_Missense_Mutation_p.V536INM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN SWIM-type. 2CTCTCACCAGGTTAGCAAAGA0.562

- 1 752C20orf165_uc002xqf.2_5'Flank|CTSA_uc002xqh.2_5'Flank|CTSA_uc002xqj.3_5'Flank|CTSA_uc002xqi.2_5'Flank|CTSA_uc010zxi.1_5'Flank|CTSA_uc002xqk.3_5'FlankNM_080749 NP_542787 Q9BR09 NEUL2_HUMAN NHR. 0CGGCTGCGGCCCACCAGGCGG0.677

+ 16 2041PCIF1_uc002xqt.2_Missense_Mutation_p.P156L|PCIF1_uc002xqu.2_Missense_Mutation_p.P45LNM_022104 NP_071387 Q9H4Z3 PCIF1_HUMAN 1GAGAGCTCACCGGAGCCCCTG0.622

- 5 895ZNF335_uc010zxk.1_Missense_Mutation_p.A103T|ZNF335_uc002xqx.1_Missense_Mutation_p.A226T|ZNF335_uc002xqy.2_Missense_Mutation_p.A103TNM_022095 NP_071378 Q9H4Z2 ZN335_HUMAN C2H2-type 1. 4AGCAGTGTGGCCTTGGTGCTG0.627

+ 7 672CD40_uc002xrh.1_Missense_Mutation_p.P178L|CD40_uc002xri.1_Missense_Mutation_p.P212L|CD40_uc002xrj.1_RNA|CD40_uc002xrk.1_RNA|CD40_uc002xrl.1_RNANM_001250 NP_001241 P25942 TNR5_HUMANHelical; (Potential). 2GGTGGTGATCCCCATCATCTT0.587

- 14 1351ELMO2_uc010zxq.1_Missense_Mutation_p.A113T|ELMO2_uc002xrs.1_Missense_Mutation_p.A128T|ELMO2_uc002xru.1_Missense_Mutation_p.A381T|ELMO2_uc010zxr.1_Missense_Mutation_p.A393T|ELMO2_uc010zxs.1_Missense_Mutation_p.A198T|ELMO2_uc002xrv.1_Missense_Mutation_p.A100T|ELMO2_uc002xrw.2_Missense_Mutation_p.A198TNM_133171 NP_573403 Q96JJ3 ELMO2_HUMAN ELMO. 1TGGACTTTAGCCAAGTACAGC0.512

- 5 1385ZNF334_uc002xsa.2_Missense_Mutation_p.G424R|ZNF334_uc002xsb.2_Missense_Mutation_p.G363R|ZNF334_uc002xsd.2_Missense_Mutation_p.G363R|ZNF334_uc010ghl.2_Missense_Mutation_p.G400RNM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN 2GGTTTTTCCCCTGTGTGAATT0.433

+ 2 707 NM_030777 NP_110404 O95528 GTR10_HUMANCytoplasmic (Potential). 1ACTCCAGGGAGGTGAGGCCCC0.637

+ 2 483EYA2_uc010ghp.2_Missense_Mutation_p.G37S|EYA2_uc002xsn.2_Missense_Mutation_p.G42S|EYA2_uc002xso.2_Missense_Mutation_p.G37S|EYA2_uc002xsp.2_Missense_Mutation_p.G37S|EYA2_uc002xsq.2_Missense_Mutation_p.G37SNM_005244 NP_005235 O00167 EYA2_HUMAN 1TGACAGACAAGGTAGGCTTCC0.493

- 11 1194ZMYND8_uc010ghq.1_5'UTR|ZMYND8_uc010ghr.1_Missense_Mutation_p.A289T|ZMYND8_uc002xst.1_Missense_Mutation_p.A289T|ZMYND8_uc002xsu.1_Missense_Mutation_p.A314T|ZMYND8_uc002xsv.1_Missense_Mutation_p.A289T|ZMYND8_uc002xsw.1_Missense_Mutation_p.A66T|ZMYND8_uc002xsx.1_Missense_Mutation_p.A66T|ZMYND8_uc002xsy.1_Missense_Mutation_p.A289T|ZMYND8_uc002xsz.1_Missense_Mutation_p.A251T|ZMYND8_uc010zxy.1_Missense_Mutation_p.A341T|ZMYND8_uc002xtb.1_Missense_Mutation_p.A334T|ZMYND8_uc002xss.2_Missense_Mutation_p.A314T|ZMYND8_uc010zxz.1_Missense_Mutation_p.A309T|ZMYND8_uc002xtc.1_Missense_Mutation_p.A334T|ZMYND8_uc002xtd.1_Missense_Mutation_p.A309T|ZMYND8_uc002xte.1_Missense_Mutation_p.A314T|ZMYND8_uc010zya.1_Missense_Mutation_p.A314T|ZMYND8_uc002xtf.1_Missense_Mutation_p.A334T|ZMYND8_uc002xtg.2_Missense_Mutation_p.A308T|ZMYND8_uc010ghs.1_Missense_Mutation_p.A308TNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN PWWP. 5GGAACCCAGGCCCTAGAAGGG0.373

- 2 279ZMYND8_uc010ghr.1_Missense_Mutation_p.D9N|ZMYND8_uc002xst.1_Missense_Mutation_p.D9N|ZMYND8_uc002xsu.1_Missense_Mutation_p.D9N|ZMYND8_uc002xsv.1_Missense_Mutation_p.D9N|ZMYND8_uc002xsw.1_5'UTR|ZMYND8_uc002xsx.1_5'UTR|ZMYND8_uc002xsy.1_Missense_Mutation_p.D9N|ZMYND8_uc002xsz.1_Missense_Mutation_p.D9N|ZMYND8_uc010zxy.1_Missense_Mutation_p.D36N|ZMYND8_uc002xtb.1_Missense_Mutation_p.D29N|ZMYND8_uc002xss.2_Missense_Mutation_p.D34N|ZMYND8_uc010zxz.1_Missense_Mutation_p.D29N|ZMYND8_uc002xtc.1_Missense_Mutation_p.D29N|ZMYND8_uc002xtd.1_Missense_Mutation_p.D29N|ZMYND8_uc002xte.1_Missense_Mutation_p.D9N|ZMYND8_uc010zya.1_Missense_Mutation_p.D9N|ZMYND8_uc002xtf.1_Missense_Mutation_p.D29N|ZMYND8_uc010ghs.1_Missense_Mutation_p.D28N|ZMYND8_uc002xth.2_Missense_Mutation_p.D29NNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5TTTTACTCACCTTTGGAGCGA0.398

+ 17 3330NCOA3_uc010ght.1_Missense_Mutation_p.S1037F|NCOA3_uc002xtl.2_Missense_Mutation_p.S1042F|NCOA3_uc002xtm.2_Missense_Mutation_p.S1042F|NCOA3_uc002xtn.2_Missense_Mutation_p.S1042F|NCOA3_uc010zyc.1_Missense_Mutation_p.S837FNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANInteraction with CREBBP. 5GGGCCACCTTCCAACCTGGAA0.448

- 30 3832PREX1_uc002xtv.1_Missense_Mutation_p.G567DNM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6CAGGCTCCGGCCACGGATTGT0.547

- 7 940 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6TGGCCACTCACCTGGATTTCC0.418

+ 29 4134ARFGEF2_uc010zyf.1_Missense_Mutation_p.G621SNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4CTGGGTCCGAGGCTGGTTCCC0.458

+ 5 515CSE1L_uc010zyg.1_Intron|CSE1L_uc010ghx.2_Nonsense_Mutation_p.W127*NM_001316 NP_001307 P55060 XPO2_HUMAN 2CACAGAAATGGCCTGACTTGC0.388



+ 12 1392CSE1L_uc010zyg.1_Missense_Mutation_p.P203S|CSE1L_uc010ghx.2_Missense_Mutation_p.P364S|CSE1L_uc010ghy.2_Missense_Mutation_p.P69S|CSE1L_uc010zyh.1_Missense_Mutation_p.P69SNM_001316 NP_001307 P55060 XPO2_HUMAN 2CGCAAAAAATCCATCTGTCAA0.393

+ 4 612 NM_017895 NP_060365 Q96GQ7 DDX27_HUMANAsp/Glu/Lys-rich. 2AACATCCTCACCAAAGCAGGT0.498

- 14 5306 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2GCCAGCTTCTCCTTTAACATC0.532

+ 8 1173PTPN1_uc010zys.1_Nonsense_Mutation_p.W260*NM_002827 NP_002818 P18031 PTN1_HUMAN 0ATCACCAGTGGGTGAAGGAAG0.542

- 14 1984FAM65C_uc010zyt.1_Missense_Mutation_p.E560K|FAM65C_uc010zyu.1_RNA|FAM65C_uc002xvn.1_Missense_Mutation_p.E556KNM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2GAGGTGTGCTCCTGCCGTGCT0.667

- 5 1038ZFP64_uc002xwk.2_Missense_Mutation_p.P230L|ZFP64_uc002xwm.2_Missense_Mutation_p.P228L|ZFP64_uc002xwn.2_Missense_Mutation_p.P176LNM_018197 NP_060667 Q9NPA5 ZF64A_HUMAN 2GCATTTGAAGGGCCGCTCGTC0.607

- 3 2172ZNF217_uc010gij.1_Missense_Mutation_p.T626INM_006526 NP_006517 O75362 ZN217_HUMAN 6ATTTGCCTGAGTTTCAACTGC0.443

- 1 1205ZNF217_uc010gij.1_Missense_Mutation_p.E304KNM_006526 NP_006517 O75362 ZN217_HUMAN 6TCCTTCACTTCTTGGCAAATG0.537

- 1 460ZNF217_uc010gij.1_Missense_Mutation_p.M55INM_006526 NP_006517 O75362 ZN217_HUMAN 6AATCCAAGGGCATATACCCCT0.473

- 8 1390CYP24A1_uc002xwu.1_Missense_Mutation_p.T189I|CYP24A1_uc002xww.2_Missense_Mutation_p.T331INM_000782 NP_000773 Q07973 CP24A_HUMAN 3ACTGTTTGCTGTCTGCAAGCC0.368

- 1 984 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4TTGGAGTTGGCCGCCCGGACC0.627

+ 1 162 NM_019888 NP_063941 P41968 MC3R_HUMANExtracellular (Potential). 4CTGCCTAATGGCTCGGAGCAC0.582

+ 6 1461CSTF1_uc002xxm.1_Missense_Mutation_p.A421T|CSTF1_uc002xxn.1_Missense_Mutation_p.A421T|CSTF1_uc002xxo.1_Missense_Mutation_p.A364TNM_001033521 NP_001028693 Q05048 CSTF1_HUMAN WD 6. 1TGACTTCAGAGCGCGGTTTTG0.582

+ 9 975C20orf43_uc010zzf.1_Missense_Mutation_p.R320C|C20orf43_uc002xxu.2_Missense_Mutation_p.R289C|C20orf43_uc002xxv.2_3'UTR|GCNT7_uc010zzg.1_IntronNM_016407 NP_057491 Q9BY42 CT043_HUMAN 1CTCCGCCAAGCGCTCCAAGGA0.587

+ 5 532SPO11_uc002xyf.2_Nonsense_Mutation_p.Q109*NM_012444 NP_036576 Q9Y5K1 SPO11_HUMAN 3CTTTGGTAACCAGACTGTCGT0.274

+ 4 558RAE1_uc010gis.1_Silent_p.K34K|RAE1_uc010git.1_Missense_Mutation_p.D73N|RAE1_uc002xyh.2_Missense_Mutation_p.D73N|RAE1_uc002xyi.2_Missense_Mutation_p.D73NNM_003610 NP_003601 P78406 RAE1L_HUMAN 0GGAAGTTCAAGACAGTGGACA0.448

- 9 2480CTCFL_uc010giw.1_Nonsense_Mutation_p.W606*|CTCFL_uc002xym.2_Nonsense_Mutation_p.W606*|CTCFL_uc010giz.1_Nonsense_Mutation_p.W194*|CTCFL_uc010giy.1_Nonsense_Mutation_p.W276*|CTCFL_uc010gja.1_Nonsense_Mutation_p.W556*|CTCFL_uc010gjb.1_Nonsense_Mutation_p.W606*|CTCFL_uc010gjc.1_Nonsense_Mutation_p.W606*|CTCFL_uc010gjd.1_Nonsense_Mutation_p.W606*|CTCFL_uc010gje.2_Nonsense_Mutation_p.W606*|CTCFL_uc010gjf.2_Nonsense_Mutation_p.W401*|CTCFL_uc010gjg.2_Nonsense_Mutation_p.W338*|CTCFL_uc010giu.2_RNA|CTCFL_uc010giv.2_RNANM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4CGGCTTCCTTCCATCCCTTCG0.498

- 9 2475CTCFL_uc010giw.1_Missense_Mutation_p.G605R|CTCFL_uc002xym.2_Missense_Mutation_p.G605R|CTCFL_uc010giz.1_Missense_Mutation_p.G193R|CTCFL_uc010giy.1_Missense_Mutation_p.G275R|CTCFL_uc010gja.1_Missense_Mutation_p.G555R|CTCFL_uc010gjb.1_Missense_Mutation_p.G605R|CTCFL_uc010gjc.1_Missense_Mutation_p.G605R|CTCFL_uc010gjd.1_Missense_Mutation_p.G605R|CTCFL_uc010gje.2_Missense_Mutation_p.G605R|CTCFL_uc010gjf.2_Missense_Mutation_p.G400R|CTCFL_uc010gjg.2_Missense_Mutation_p.G337R|CTCFL_uc010giu.2_RNA|CTCFL_uc010giv.2_RNANM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4TCCTTCCATCCCTTCGCAGCT0.507

- 1 780CTCFL_uc010giw.1_Missense_Mutation_p.D40N|CTCFL_uc002xym.2_Missense_Mutation_p.D40N|CTCFL_uc010giz.1_Intron|CTCFL_uc010giy.1_Intron|CTCFL_uc010gja.1_Missense_Mutation_p.D40N|CTCFL_uc010gjb.1_Missense_Mutation_p.D40N|CTCFL_uc010gjc.1_Missense_Mutation_p.D40N|CTCFL_uc010gjd.1_Missense_Mutation_p.D40N|CTCFL_uc010gje.2_Missense_Mutation_p.D40N|CTCFL_uc010gjf.2_Intron|CTCFL_uc010gjg.2_Intron|CTCFL_uc010gjh.1_Missense_Mutation_p.D40N|CTCFL_uc010gji.1_Intron|CTCFL_uc010gjj.1_Missense_Mutation_p.D40N|CTCFL_uc010gjk.1_Missense_Mutation_p.D40N|CTCFL_uc010gjl.1_Missense_Mutation_p.D40NNM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4CTCCGATGGTCTTTCTCTCTG0.562

- 7 1182ZBP1_uc010gjm.2_Missense_Mutation_p.A300T|ZBP1_uc002xyp.2_Missense_Mutation_p.A226TNM_030776 NP_110403 Q9H171 ZBP1_HUMAN 2TCAAACGAAGCTTCTGGGCCG0.607

- 4 883PMEPA1_uc002xyr.2_Missense_Mutation_p.P114S|PMEPA1_uc002xys.2_Missense_Mutation_p.P129S|PMEPA1_uc002xyt.2_Missense_Mutation_p.P114SNM_020182 NP_064567 Q969W9 PMEPA_HUMANCytoplasmic (Potential). 1AGGGTGCAGGGGCCCTGGTAG0.652

+ 1 841STX16_uc010zzq.1_5'UTR|STX16_uc002xzk.2_Intron|STX16_uc002xzm.2_Missense_Mutation_p.P36S|STX16_uc002xzj.2_Intron|STX16_uc002xzl.2_IntronNM_001001433 NP_001001433 O14662 STX16_HUMANCytoplasmic (Potential). 1CACCTCCAGCCCTCTGCATTC0.498 rs142560013

+ 4 2491GNAS_uc002xzt.2_3'UTR|GNAS_uc010gjq.2_Nonsense_Mutation_p.Q34*|GNAS_uc002xzx.2_Nonsense_Mutation_p.Q34*|GNAS_uc010gjr.2_5'UTR|GNAS_uc002xzy.2_Nonsense_Mutation_p.Q19*|GNAS_uc002yaa.2_Nonsense_Mutation_p.Q79*|GNAS_uc010zzt.1_Nonsense_Mutation_p.Q94*|GNAS_uc002yab.2_Intron|GNAS_uc002yad.2_5'UTR|GNAS_uc002yae.2_Nonsense_Mutation_p.Q18*NM_080425 NP_536350 P63092 GNAS2_HUMAN 292AACCAAAGTGCAGGACATCAA0.478

+ 6 676TH1L_uc010zzu.1_Missense_Mutation_p.E217K|TH1L_uc002yaf.1_RNA|TH1L_uc002yah.2_Missense_Mutation_p.E217KNM_198976 NP_945327 Q8IXH7 NELFD_HUMAN 3AGATGGAGGAGAAGAAAACCT0.463

+ 1 1312 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GTCCAAACAGGGCAGCATCGA0.682

+ 2 720EDN3_uc002yao.1_Nonsense_Mutation_p.W117*|EDN3_uc002yaq.2_Nonsense_Mutation_p.W117*|EDN3_uc002yar.2_Nonsense_Mutation_p.W117*|EDN3_uc002yas.2_Nonsense_Mutation_p.W117*NM_000114 NP_000105 P14138 EDN3_HUMAN 1ACATCATTTGGATCAACACTC0.597

- 1 836C20orf177_uc002yba.2_Intron|C20orf177_uc010zzx.1_5'Flank|C20orf177_uc002ybc.2_5'FlankNM_006242 NP_006233 O95685 PPR3D_HUMAN 0CGGGAAATCGGGCACCAGGCA0.677

+ 13 2029CDH4_uc002ybp.1_Missense_Mutation_p.A598VNM_001794 NP_001785 P55283 CADH4_HUMANExtracellular (Potential).|Cadherin 5. 6GGTGACTATGCCCAACTCAGC0.542

- 3 846C20orf200_uc002ycy.2_RNANM_152757 NP_689970 0CGAATCCACGGCTGTGGCGGG0.652

- 3 655C20orf200_uc002ycy.2_RNANM_152757 NP_689970 0ATGCAGCCCCCTCCGCAGACC0.682

+ 5 1218SLCO4A1_uc002ydc.1_RNANM_016354 NP_057438 Q96BD0 SO4A1_HUMANCytoplasmic (Potential). 1CTTCCAGGCTCCCAGCGCTAC0.662

- 16 6118DIDO1_uc002yds.1_Missense_Mutation_p.A1952TNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6AAGTTAGGCGCTTGGCCTCTG0.582

+ 8 1028SLC17A9_uc002ydz.3_Missense_Mutation_p.P276S|SLC17A9_uc011aap.1_Missense_Mutation_p.P302SNM_022082 NP_071365 Q9BYT1 S17A9_HUMANHelical; (Potential). 2CAACGTGGTTCCTTGGTTGGT0.612

+ 4 374ARFGAP1_uc011aas.1_Missense_Mutation_p.E35K|ARFGAP1_uc011aat.1_Nonsense_Mutation_p.W8*|ARFGAP1_uc002yel.2_Missense_Mutation_p.E88K|ARFGAP1_uc002yen.2_Missense_Mutation_p.E88KNM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN Arf-GAP. 1AGAGTTCCTGGAGTCTCAGGA0.512

- 1 142EEF1A2_uc002yfe.1_Missense_Mutation_p.G14D|EEF1A2_uc010gkg.1_Missense_Mutation_p.G14DNM_001958 NP_001949 Q05639 EF1A2_HUMANGTP (By similarity). 0GTCCACGTGGCCGATGACCAC0.602

+ 4 476TPD52L2_uc002ygy.2_Nonsense_Mutation_p.W116*|TPD52L2_uc002ygz.2_Nonsense_Mutation_p.W116*|TPD52L2_uc002yha.2_Intron|TPD52L2_uc002yhb.2_Intron|TPD52L2_uc002yhd.2_Intron|TPD52L2_uc011abk.1_Nonsense_Mutation_p.W67*|TPD52L2_uc011abl.1_Intron|TPD52L2_uc002yhe.2_Nonsense_Mutation_p.W15*NM_003288 NP_003279 O43399 TPD54_HUMAN 2CTTGGAGAGTGGAATGAGAAA0.463

- 15 1646UCKL1_uc002yhj.2_Missense_Mutation_p.V178I|UCKL1_uc011abm.1_Missense_Mutation_p.V520I|UCKL1_uc011abn.1_RNANM_017859 NP_060329 Q9NWZ5 UCKL1_HUMAN 0CCATCGGGGACCGCGTCTGTC0.667

- 5 733 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0ACCGGGATGGCCTTGGTGACT0.587

+ 3 874TCEA2_uc011abr.1_Missense_Mutation_p.I46T|TCEA2_uc010gkq.2_Missense_Mutation_p.I46T|TCEA2_uc010gks.2_Missense_Mutation_p.I73T|TCEA2_uc010gkt.2_Missense_Mutation_p.I46T|TCEA2_uc010gku.1_Missense_Mutation_p.I46TNM_003195 NP_003186 Q15560 TCEA2_HUMANTFIIS N-terminal. 0AAGTCTCTCATCAAGTCCTGG0.607

+ 5 1223OPRL1_uc002yid.2_Missense_Mutation_p.G274D|OPRL1_uc002yif.3_Missense_Mutation_p.G269DNM_182647 NP_872588 P41146 OPRX_HUMANHelical; Name=6; (Potential). 2GTGTTCGTGGGCTGCTGGACG0.682

+ 7 1485MYT1_uc002yih.2_Intron|MYT1_uc002yij.2_Missense_Mutation_p.T6INM_004535 NP_004526 Q01538 MYT1_HUMAN 2GACATGATGACCCGGGGAAAC0.627

+ 2 258PCMTD2_uc002yim.3_Missense_Mutation_p.E20KNM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0TAATTTGAAAGAAGCACAGTA0.373

- 22 1746TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.D442N|TPTE_uc002yir.1_Missense_Mutation_p.D422N|TPTE_uc010gkv.1_Missense_Mutation_p.D322NNM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5AATATTTTGTCTGTTGTAATG0.338

- 17 1387TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.G322E|TPTE_uc002yir.1_Missense_Mutation_p.G302E|TPTE_uc010gkv.1_Missense_Mutation_p.G202ENM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5ACCTGTGCCTCCTTTACAGTG0.328

- 6 837LIPI_uc010gkw.1_Missense_Mutation_p.R179KNM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2GTGAACTGCTCTCTGGTGGTT0.318

- 28 5054 NM_015565 NP_056380 O94822 LTN1_HUMAN 0GTAGCCATTACCTCTCGAGTA0.348

+ 2 275C21orf7_uc011acr.1_RNA|C21orf7_uc002ynd.2_RNA|C21orf7_uc010gln.2_RNA|C21orf7_uc002ynf.2_Missense_Mutation_p.V2INM_020152 NP_064537 P57077 TAK1L_HUMAN 2CGACTAGATGGTTCAGCTGAT0.443



+ 5 2160BACH1_uc002ynk.2_Missense_Mutation_p.P682L|BACH1_uc002ynl.2_IntronNM_001186 NP_001177 O14867 BACH1_HUMAN 2GTGCTGCCTCCCTGTGCCAGA0.522

- 12 2098GRIK1_uc002ynn.2_Missense_Mutation_p.S530F|GRIK1_uc011acs.1_Missense_Mutation_p.S545F|GRIK1_uc011act.1_Missense_Mutation_p.S406F|GRIK1_uc010glq.1_Missense_Mutation_p.S388FNM_000830 NP_000821 P39086 GRIK1_HUMANExtracellular (Potential). 3GAAGGGTTTGGAGAAGTCAAT0.502

- 1 173 NM_181610 NP_853641 Q3LI73 KR194_HUMAN 2AATTGAGAATCCATATCCTCC0.463 rs139592933

- 13 2024SFRS15_uc002ype.2_Missense_Mutation_p.P533L|SFRS15_uc010glu.2_Missense_Mutation_p.P518L|SFRS15_uc002ypf.1_Missense_Mutation_p.P207LNM_020706 NP_065757 O95104 SFR15_HUMAN RRM. 0TGATTCAATTGGACCAAACTC0.269

+ 2 718C21orf63_uc002ypq.1_Missense_Mutation_p.A103V|C21orf63_uc002yps.1_Intron|C21orf63_uc010glw.1_Missense_Mutation_p.A103V|C21orf63_uc002ypt.1_Intron|C21orf63_uc002ypu.1_Missense_Mutation_p.A8VNM_058187 NP_478067 P58658 CU063_HUMANSUEL-type lectin 1.|Extracellular (Potential). 3CAGAAGCCTGCCTCCCAGAGG0.468

- 24 3227SYNJ1_uc011ads.1_Missense_Mutation_p.G1032D|SYNJ1_uc002yqf.2_Missense_Mutation_p.G1037D|SYNJ1_uc002yqg.2_Missense_Mutation_p.G1032D|SYNJ1_uc002yqi.2_Missense_Mutation_p.G1076DNM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5AGTACCAAGGCCGGAACTTGA0.512

- 13 2349GCFC1_uc002yql.2_Missense_Mutation_p.S229L|GCFC1_uc002yqm.2_Missense_Mutation_p.S214L|GCFC1_uc002yqo.2_RNA|GCFC1_uc002yqp.2_Missense_Mutation_p.S720LNM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN p.S720A(1) 2ATTCACTACTGAAGGATATCC0.318 rs149793516

- 13 2275GCFC1_uc002yql.2_Missense_Mutation_p.M204I|GCFC1_uc002yqm.2_Missense_Mutation_p.M189I|GCFC1_uc002yqo.2_RNA|GCFC1_uc002yqp.2_Missense_Mutation_p.M695INM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN 2AAGGGTCCCACATATTTTCAG0.328

- 4 1001GCFC1_uc002yqo.2_RNA|GCFC1_uc002yqp.2_Missense_Mutation_p.R271C|GCFC1_uc002yqr.2_Missense_Mutation_p.R271CNM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN 2ACTATCCGGCGTTTCTCATCG0.343

- 14 1793GART_uc002yrz.2_Missense_Mutation_p.A553V|GART_uc010gmd.2_Missense_Mutation_p.A215V|GART_uc002yry.2_Missense_Mutation_p.A553VNM_000819 NP_000810 P22102 PUR2_HUMAN AIRS. 1AGCAATTCCAGCAACAACAGC0.408

- 9 1016GART_uc002yrz.2_Missense_Mutation_p.G294D|GART_uc010gmd.2_Translation_Start_Site|GART_uc002yry.2_Missense_Mutation_p.G294D|GART_uc002ysa.2_Missense_Mutation_p.G294DNM_000819 NP_000810 P22102 PUR2_HUMAN ATP-grasp. 1CTCTGGATCACCAAAACGGCA0.318

- 7 1199DONSON_uc002ysi.1_Missense_Mutation_p.D138N|DONSON_uc002ysj.2_Missense_Mutation_p.D11N|DONSON_uc002ysl.2_Missense_Mutation_p.D11N|DONSON_uc010gme.2_Missense_Mutation_p.D351N|DONSON_uc002ysm.2_Missense_Mutation_p.D378NNM_017613 NP_060083 Q9NYP3 DONS_HUMAN 2GAAAGTATGTCTGGCTTTTTA0.363

- 3 638DONSON_uc002ysn.1_Missense_Mutation_p.R74G|DONSON_uc002ysi.1_5'UTR|DONSON_uc002ysj.2_5'UTR|DONSON_uc002ysl.2_5'UTR|DONSON_uc010gme.2_Missense_Mutation_p.R164G|DONSON_uc002ysm.2_Missense_Mutation_p.R191GNM_017613 NP_060083 Q9NYP3 DONS_HUMAN 2TCTGTTGCCCTACAATGCTGG0.388

- 8 710DONSON_uc002ysn.1_Intron|CRYZL1_uc002ysr.1_Missense_Mutation_p.C201Y|CRYZL1_uc002yss.1_RNA|CRYZL1_uc002yst.1_RNANM_145858 NP_665857 O95825 QORL1_HUMAN 0TTCAAGGCTGCATGCTGTTGA0.383

+ 8 945DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Missense_Mutation_p.R226K|ITSN1_uc010gmg.2_Missense_Mutation_p.R189K|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Missense_Mutation_p.R226K|ITSN1_uc010gmi.2_Missense_Mutation_p.R189K|ITSN1_uc010gmj.2_Missense_Mutation_p.R110K|ITSN1_uc002ysy.2_Missense_Mutation_p.R226K|ITSN1_uc002ysx.2_Missense_Mutation_p.R189K|ITSN1_uc002ytb.1_Missense_Mutation_p.R226K|ITSN1_uc002ytc.1_Missense_Mutation_p.R226K|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Missense_Mutation_p.R189K|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Missense_Mutation_p.R226K|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_Missense_Mutation_p.R160KNM_003024 NP_003015 Q15811 ITSN1_HUMAN EH 2. 4CTGAAATACAGGCAATTATTC0.368

+ 21 2777DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Missense_Mutation_p.A832T|ITSN1_uc010gmg.2_Missense_Mutation_p.A795T|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Missense_Mutation_p.A837T|ITSN1_uc010gmi.2_Missense_Mutation_p.A800T|ITSN1_uc010gmj.2_Missense_Mutation_p.A716T|ITSN1_uc002ysy.2_Missense_Mutation_p.A832T|ITSN1_uc002ysx.2_Missense_Mutation_p.A795T|ITSN1_uc002ytb.1_Missense_Mutation_p.A832T|ITSN1_uc002ytc.1_Missense_Mutation_p.A832T|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Missense_Mutation_p.A800T|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Missense_Mutation_p.A832T|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_Missense_Mutation_p.A771T|ITSN1_uc002ytf.1_RNANM_003024 NP_003015 Q15811 ITSN1_HUMAN 4CGCCCCTTTGGCAGTAACCTC0.542

+ 36 4847DONSON_uc002ysn.1_Intron|ITSN1_uc002ytb.1_Missense_Mutation_p.V1522I|ITSN1_uc002ytj.2_Missense_Mutation_p.V1466I|ITSN1_uc010gmm.1_RNA|ITSN1_uc010gmn.1_RNA|ITSN1_uc002ytk.1_IntronNM_003024 NP_003015 Q15811 ITSN1_HUMAN PH. 4TGAGGTTCTAGTAAAATTACC0.493

- 5 1827SETD4_uc002yux.1_Missense_Mutation_p.P128S|SETD4_uc002yuu.2_RNA|SETD4_uc002yuv.2_Missense_Mutation_p.P152S|SETD4_uc002yuy.2_Missense_Mutation_p.P152S|SETD4_uc002yuz.2_Missense_Mutation_p.P128S|SETD4_uc002yva.2_Missense_Mutation_p.P128SNM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2AAAGATTTGGGAAGAAGGTTC0.502

+ 13 1592DOPEY2_uc011aeb.1_Missense_Mutation_p.V505MNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2TCTCCCTCAGGTGCTCGGCTG0.483

+ 6 810 NM_015358 NP_056173 Q14149 MORC3_HUMAN 2CAGATTGCCCCTGAGAGTGAC0.418

+ 12 1394 NM_005441 NP_005432 Q13112 CAF1B_HUMAN 2GTAGAGGGAACCCCTGCCAGC0.597

+ 4 736DSCR6_uc011aec.1_Silent_p.S62S|DSCR6_uc010gnd.2_Silent_p.S62SNM_018962 NP_061835 P57055 DSCR6_HUMAN 1GGGTCCGCTCCCTCAAGGTGT0.617

+ 27 2649TTC3_uc011aee.1_Nonsense_Mutation_p.W538*|TTC3_uc002ywa.2_Nonsense_Mutation_p.W848*|TTC3_uc002ywb.2_Nonsense_Mutation_p.W848*|TTC3_uc010gnf.2_Nonsense_Mutation_p.W613*|TTC3_uc002ywc.2_Nonsense_Mutation_p.W538*|TTC3_uc011aed.1_Nonsense_Mutation_p.W538*NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9TGCTTTCTTGGAAAGTTTTGA0.358

+ 33 3890TTC3_uc011aee.1_Missense_Mutation_p.S952F|TTC3_uc002ywa.2_Missense_Mutation_p.S1262F|TTC3_uc002ywb.2_Missense_Mutation_p.S1262F|TTC3_uc010gnf.2_Missense_Mutation_p.S1027F|TTC3_uc002ywc.2_Missense_Mutation_p.S952F|TTC3_uc002ywd.1_Missense_Mutation_p.S326FNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9GACAATTCTTCTAGACAAGTT0.458

+ 33 3946TTC3_uc011aee.1_Missense_Mutation_p.P971S|TTC3_uc002ywa.2_Missense_Mutation_p.P1281S|TTC3_uc002ywb.2_Missense_Mutation_p.P1281S|TTC3_uc010gnf.2_Missense_Mutation_p.P1046S|TTC3_uc002ywc.2_Missense_Mutation_p.P971S|TTC3_uc002ywd.1_Missense_Mutation_p.P345SNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9TTCTCCTAAACCAGGCTCTGA0.458

- 4 480DSCR3_uc010gnm.1_RNA|DSCR3_uc010gnn.1_Missense_Mutation_p.P39S|DSCR3_uc010gnl.2_Missense_Mutation_p.P81S|DSCR3_uc011aeg.1_Intron|DSCR3_uc011aeh.1_IntronNM_006052 NP_006043 O14972 DSCR3_HUMAN 0AATTTCCCCGGCTTCACCATT0.418

- 4 1098KCNJ6_uc002ywo.2_Missense_Mutation_p.V349INM_002240 NP_002231 P48051 IRK6_HUMANCytoplasmic (By similarity). 1TTGTAGTCAACTTCGTAGAAC0.567

- 12 1388ERG_uc002yxa.2_Missense_Mutation_p.P358S|ERG_uc011aek.1_Missense_Mutation_p.P266S|ERG_uc010gnv.2_Missense_Mutation_p.P242S|ERG_uc010gnx.2_Missense_Mutation_p.P341S|ERG_uc011ael.1_Missense_Mutation_p.P365S|ERG_uc002yxb.2_Missense_Mutation_p.P341SNM_001136155 NP_001129627 P11308 ERG_HUMAN ETS. 2828TTCATGTTGGGTTTGCTCTTC0.572

- 40 5457BRWD1_uc010goc.1_Missense_Mutation_p.A416V|BRWD1_uc002yxl.2_Missense_Mutation_p.A1773VNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4TGATGGGCCAGCAGTTCTGTT0.413

- 28 3395BRWD1_uc010goc.1_Translation_Start_Site|BRWD1_uc002yxl.2_Missense_Mutation_p.V1086M|BRWD1_uc010god.1_Missense_Mutation_p.V52MNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4TGACTTAACACTGTTCCAAAC0.373

- 29 5416DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANCytoplasmic (Potential). 11CATTCGCAGGGTCTGCTGTTG0.443

- 11 2647DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 8. 11CTGGAACTGGGGAACCCCAGC0.483

+ 2 123 MX2_uc011aer.1_RNA NM_002463 NP_002454 P20592 MX2_HUMAN 2GGCCCACAAGCCTTGGCCCTA0.512

+ 15 2109MX1_uc002yzi.2_Missense_Mutation_p.A388T|MX1_uc010goq.2_Missense_Mutation_p.A388TNM_001144925 NP_001138397 P20591 MX1_HUMAN 1GGACATCACTGCTCTCATGCA0.418

- 1 193 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7CACTTGATGGCCAGCCAGGTC0.488

- 30 4130PRDM15_uc002yzo.2_Missense_Mutation_p.S1011F|PRDM15_uc002yzp.2_Missense_Mutation_p.S1031F|PRDM15_uc002yzr.1_Missense_Mutation_p.S1031FNM_022115 NP_071398 P57071 PRD15_HUMAN 0CTGTACTGCGGAATTGGTCTC0.547

- 12 1570PRDM15_uc002yzo.2_Missense_Mutation_p.R158W|PRDM15_uc002yzp.2_Missense_Mutation_p.R158W|PRDM15_uc002yzr.1_Missense_Mutation_p.R158WNM_022115 NP_071398 P57071 PRD15_HUMAN SET. 0GCCGCTGGCCGCACCAGCATC0.637

- 9 1072PRDM15_uc002yzo.2_Missense_Mutation_p.H58Y|PRDM15_uc002yzp.2_Missense_Mutation_p.H58Y|PRDM15_uc002yzr.1_Missense_Mutation_p.H58YNM_022115 NP_071398 P57071 PRD15_HUMAN 0TCGGAGTCGTGGTACTGGCTG0.582

- 14 2323C2CD2_uc002yzs.2_Missense_Mutation_p.P163L|C2CD2_uc002yzt.2_Missense_Mutation_p.P310L|C2CD2_uc002yzu.2_Missense_Mutation_p.P526L|C2CD2_uc002yzv.2_Missense_Mutation_p.P539LNM_015500 NP_056315 Q9Y426 CU025_HUMAN 1CTACGTGCAGGGCTCCACGGG0.592

- 3 893ZNF295_uc002yzz.3_Missense_Mutation_p.D227N|ZNF295_uc002yzy.3_Missense_Mutation_p.D227N|ZNF295_uc002zaa.3_Missense_Mutation_p.D227N|ZNF295_uc010gov.1_Missense_Mutation_p.D227N|ZNF295_uc002zac.2_Missense_Mutation_p.D227NNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3TTAGGATCATCCAAAGATCCA0.398

- 3 780ZNF295_uc002yzz.3_Missense_Mutation_p.P189L|ZNF295_uc002yzy.3_Missense_Mutation_p.P189L|ZNF295_uc002zaa.3_Missense_Mutation_p.P189L|ZNF295_uc010gov.1_Missense_Mutation_p.P189L|ZNF295_uc002zac.2_Missense_Mutation_p.P189LNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3TGGGACATGTGGCTTATTGGT0.423

- 12 1514TMPRSS3_uc002zay.2_Missense_Mutation_p.T195I|TMPRSS3_uc002zaz.2_Missense_Mutation_p.T311I|TMPRSS3_uc002zba.2_Missense_Mutation_p.T311I|TMPRSS3_uc002zbc.2_Missense_Mutation_p.T437INM_024022 NP_076927 P57727 TMPS3_HUMANPeptidase S1.|Extracellular (Potential). 3CAGGAAGGAGGTGACACGGGT0.597

+ 6 762SLC37A1_uc002zbj.2_Splice_Site_p.S117_spliceNM_018964 NP_061837 P57057 GLPT_HUMAN 0TGTACCTCAGGTAGGTCTCCT0.542

- 11 1232WDR4_uc002zck.1_Nonsense_Mutation_p.Q387*|WDR4_uc002zcl.1_Nonsense_Mutation_p.Q241*|WDR4_uc010gpg.1_Nonsense_Mutation_p.Q386*|WDR4_uc011aew.1_Nonsense_Mutation_p.Q241*|WDR4_uc010gph.1_Nonsense_Mutation_p.Q241*NM_033661 NP_387510 P57081 WDR4_HUMAN 1CGGCGCCGCTGCTTCTTCTCT0.612

- 12 1608 NM_173354 NP_775490 P57059 SIK1_HUMAN 7TGCCGTGGTGGAGGGGGAGAC0.632

- 3 400 NM_173354 NP_775490 P57059 SIK1_HUMAN 7TGACCCCTTACCTGGTAAAGC0.398

+ 8 1241TRAPPC10_uc010gpo.2_Missense_Mutation_p.V69MNM_003274 NP_003265 P48553 TPC10_HUMAN 2GGACTGCTGGGTGTTTCTGAG0.572



+ 18 2246 NM_005049 NP_005040 Q15269 PWP2_HUMAN WD 14. 1TGCTGGGCGGCCACCACCACG0.507

+ 3 307C21orf33_uc002zed.3_Missense_Mutation_p.G74ENM_004649 NP_004640 P30042 ES1_HUMAN 1AGCCGTGGAGGGGCTGAAGTC0.552

+ 13 1680AIRE_uc010gpq.2_RNA|AIRE_uc002zej.2_Missense_Mutation_p.S321F|AIRE_uc010gpr.2_Missense_Mutation_p.S321FNM_000383 NP_000374 O43918 AIRE_HUMAN LXXLL motif 4. 1GACCTGGAGTCCCTTCTGAGC0.657

+ 1 65C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN 0AGCTACAGCAGCCGCGTCTGC0.662

+ 1 83C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN 0TGCCTTCCTGGTTCCTGTGAC0.687

+ 1 1100C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN36 X 5 AA repeats of C-C-X(3).|34. 0TGCTGCAGACCCTCCTCCTCC0.657

- 1 923C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN29 X 5 AA repeats of C-C-X(3).|27.|Poly-Ser. 0CACGGAGGAGGAGGGTCTGCA0.677

- 3 421PTTG1IP_uc011afj.1_RNA|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMANPSI.|Extracellular (Potential). 1ACGCTTGTAACTGGGTAGTCC0.438

+ 10 2210ADARB1_uc002zgr.2_Missense_Mutation_p.H592R|ADARB1_uc002zgs.2_RNA|ADARB1_uc002zgw.2_Missense_Mutation_p.H552R|ADARB1_uc002zgv.2_RNA|ADARB1_uc002zgt.2_Missense_Mutation_p.H552R|ADARB1_uc010gpx.2_RNA|ADARB1_uc002zgq.2_RNA|ADARB1_uc002zgu.2_RNANM_015833 NP_056648 P78563 RED1_HUMAN A to I editase. 1AGCCTTTACCACGGGGACCAC0.562

- 7 933POFUT2_uc002zha.2_RNA|POFUT2_uc002zhb.2_RNA|POFUT2_uc002zhd.2_Missense_Mutation_p.R303KNM_133635 NP_598368 Q9Y2G5 OFUT2_HUMAN 0TACATCCTGTCTGTGACCCCA0.572

+ 15 1175 NM_001848 NP_001839 P12109 CO6A1_HUMANTriple-helical region. 1CAAGGACCCCCTGGCCCCAAG0.647

- 27 5737MCM3APAS_uc002zim.2_Intron|MCM3APAS_uc002zin.2_Intron|MCM3AP_uc002zio.1_Missense_Mutation_p.P396S|MCM3AP_uc002zip.1_Missense_Mutation_p.P642S|MCM3AP_uc002ziq.1_Missense_Mutation_p.P828S|MCM3APAS_uc002zis.1_IntronNM_003906 NP_003897 O60318 MCM3A_HUMAN 5AGATAGAGGGGAAGGGAAGTT0.383

- 7 1780C21orf58_uc002ziz.2_Missense_Mutation_p.P133S|C21orf58_uc002zja.2_Missense_Mutation_p.P110S|C21orf58_uc011afw.1_Missense_Mutation_p.P133S|C21orf58_uc002zjc.2_Missense_Mutation_p.P110S|C21orf58_uc011afx.1_Missense_Mutation_p.P110S|C21orf58_uc010gqj.1_RNANM_058180 NP_478060 P58505 CU058_HUMAN 1GGCTGCTGAGGGAGCTGCTGA0.488

+ 11 1825PCNT_uc002zjj.2_Missense_Mutation_p.G455ENM_006031 NP_006022 O95613 PCNT_HUMAN Glu-rich. 8CCTGAGAAAGGAAGAAAAGAT0.483

+ 13 2142PCNT_uc002zjj.2_Missense_Mutation_p.V561MNM_006031 NP_006022 O95613 PCNT_HUMANGlu-rich.|Potential. 8TGAGCACAAGGTGCAACTTTC0.493

+ 19 3926PCNT_uc002zjj.2_Missense_Mutation_p.M1155INM_006031 NP_006022 O95613 PCNT_HUMAN 8TCATGGAGATGGCCCTGGACT0.617

+ 22 2759DIP2A_uc011afy.1_Missense_Mutation_p.A795V|DIP2A_uc011afz.1_Missense_Mutation_p.A855V|DIP2A_uc002zjn.2_Missense_Mutation_p.A859VNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2GTCCTGGTGGCTGAGCAGCGG0.627

- 3 250S100B_uc002zjv.1_Missense_Mutation_p.G78ENM_006272 NP_006263 P04271 S100B_HUMAN EF-hand 1. 0TCTTTGATTTCCTAAGAGAGA0.408

+ 6 705PRMT2_uc002zjw.2_Nonsense_Mutation_p.Q131*|PRMT2_uc002zjy.2_Nonsense_Mutation_p.Q131*|PRMT2_uc010gqm.2_Nonsense_Mutation_p.Q131*|PRMT2_uc011aga.1_Nonsense_Mutation_p.Q131*|PRMT2_uc011agb.1_Nonsense_Mutation_p.Q131*|PRMT2_uc011agc.1_Nonsense_Mutation_p.Q131*|PRMT2_uc002zjz.1_Nonsense_Mutation_p.Q17*NM_206962 NP_996845 P55345 ANM2_HUMANInteraction with RB1 (By similarity). 1TGTCATCCTGCAGAATAAAGA0.502

- 1 167 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMANHelical; Name=1; (Potential). 0GGCTCCATTCCCTGTTATAGT0.408

- 5 1114GAB4_uc010gqs.1_3'UTRNM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2GAACAGACTCCCTCATGCATG0.557

+ 16 3751CECR2_uc010gqv.1_Missense_Mutation_p.P1067S|CECR2_uc002zml.2_Missense_Mutation_p.P1068S|CECR2_uc002zmo.2_RNANM_031413 NP_113601 Q9BXF3 CECR2_HUMAN Poly-Pro. 2CAGTCAGCCTCCCCCACCAAG0.562

- 31 6168MICAL3_uc011agl.1_Missense_Mutation_p.A1855T|MICAL3_uc010grd.1_Missense_Mutation_p.A55T|MICAL3_uc010gre.1_RNANM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Potential. 0CCTTCCACTGCCATGCGTTCC0.627

- 3 744MICAL3_uc011agl.1_Missense_Mutation_p.P131S|MICAL3_uc002znh.2_Missense_Mutation_p.P131S|MICAL3_uc002znj.1_5'Flank|MICAL3_uc002znk.1_Missense_Mutation_p.P131S|MICAL3_uc002znl.1_5'UTR|MICAL3_uc010grf.2_Missense_Mutation_p.P131S|MICAL3_uc011agm.1_Missense_Mutation_p.P131SNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0ATGGTGAATGGCCAGAGATGC0.488

- 4 462HIRA_uc011agx.1_Translation_Start_Site|HIRA_uc010grn.1_Missense_Mutation_p.S81N|HIRA_uc010gro.1_Missense_Mutation_p.S37N|HIRA_uc010grp.2_RNANM_003325 NP_003316 P54198 HIRA_HUMAN WD 2. 1ATACATCCCACTGTTTGACCA0.403

+ 6 1737DGCR8_uc010grz.2_Missense_Mutation_p.E463K|DGCR8_uc002zrj.2_Missense_Mutation_p.E106KNM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for heme-binding and pri-miRNA processing.0GACTTGGGCTGAGCGGCGGCA0.488

+ 8 1990DGCR8_uc010grz.2_Intron|DGCR8_uc002zrj.2_Missense_Mutation_p.T190INM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for interaction with DROSHA.|Necessary for heme-binding and pri-miRNA processing.|DRBM 1.0GCCTCGGTGACCATTGATGGT0.428

+ 4 635ZDHHC8_uc002zrr.1_Missense_Mutation_p.G177R|ZDHHC8_uc010gsa.2_IntronNM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANLumenal (Potential). 2CCACGCTGAGGGGCTGGGAGC0.597

+ 4 642ZDHHC8_uc002zrr.1_Missense_Mutation_p.G179E|ZDHHC8_uc010gsa.2_IntronNM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANLumenal (Potential). 2GAGGGGCTGGGAGCCGCGCAC0.602

- 4 542DGCR6L_uc010gsb.2_RNA|DGCR6L_uc010gsc.2_Missense_Mutation_p.V149MNM_033257 NP_150282 Q9BY27 DGC6L_HUMAN Potential. 0TGGTCAGCCACCTTCCGGTCC0.677

- 41 4951PI4KA_uc002zsy.3_Missense_Mutation_p.P384SNM_058004 NP_477352 P42356 PI4KA_HUMAN 4GCCGTGAGAGGGTGCGGCGGG0.667

- 23 2821 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4ATAGCTTTATCCTCAAAGTAG0.373

+ 2 185PI4KA_uc002zsz.3_Intron|SERPIND1_uc002ztc.2_Missense_Mutation_p.P68SNM_000185 NP_000176 P05546 HEP2_HUMAN 0GTCTGCAGATCCCCAGTGGGA0.527

+ 3 595 NM_004782 NP_004773 O95721 SNP29_HUMAN 0TACCAGGCCAGCCACCCAAAC0.413

+ 3 673CCDC116_uc011aih.1_Missense_Mutation_p.E194KNM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2ACTCCTGCTGGAGAAGAACCT0.642

+ 4 1902LOC91316_uc002zxh.3_5'Flank|LOC91316_uc002zxi.3_5'Flank|LOC91316_uc002zxk.3_Intron|LOC91316_uc010gua.2_Intron|LOC91316_uc002zxl.3_Intron|LOC91316_uc011aiz.1_Intron|LOC91316_uc002zxm.3_Intron|RGL4_uc002zxo.2_Missense_Mutation_p.L244F|RGL4_uc002zxp.1_Missense_Mutation_p.L108F|RGL4_uc002zxq.2_Missense_Mutation_p.L108FNM_153615 NP_705843 Q8IZJ4 RGDSR_HUMAN Ras-GEF. 1ACGAATGCTTGGGCTGCATCT0.572

+ 12 1468SLC2A11_uc002zym.3_Missense_Mutation_p.P464S|SLC2A11_uc002zyo.3_RNA|SLC2A11_uc011ajc.1_Silent_p.F463F|SLC2A11_uc002zyp.3_Missense_Mutation_p.P460SNM_001024938 NP_001020109 Q9BYW1 GTR11_HUMANCytoplasmic (Potential). 1CCTGTTCCTTCCTGAGACCAA0.562

+ 3 204CABIN1_uc002zzj.1_Missense_Mutation_p.T26I|CABIN1_uc002zzl.1_Missense_Mutation_p.T26I|CABIN1_uc010guk.1_Missense_Mutation_p.T26I|CABIN1_uc002zzk.1_Missense_Mutation_p.T26INM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5AGTCACAAAACCCAGACAAAG0.433

+ 16 2291CABIN1_uc002zzj.1_Missense_Mutation_p.D672N|CABIN1_uc002zzl.1_Missense_Mutation_p.D722NNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5CAGTGGGTTTGACCGGGCCAA0.582

+ 5 1922CYTSA_uc002zzv.3_Missense_Mutation_p.E539K|CYTSA_uc011ajq.1_Missense_Mutation_p.E539KNM_015330 NP_056145 Q69YQ0 CYTSA_HUMAN Potential. 0GGCACTCAAAGAACGCAGTCA0.463

+ 18 3587MYO18B_uc003aca.1_Missense_Mutation_p.D994N|MYO18B_uc010guy.1_Missense_Mutation_p.D995N|MYO18B_uc010guz.1_Missense_Mutation_p.D994N|MYO18B_uc011aka.1_Missense_Mutation_p.D267N|MYO18B_uc011akb.1_Missense_Mutation_p.D626NNM_032608 NP_115997 Q8IUG5 MY18B_HUMANMyosin head-like. 12CTCGGCCCTGGATGCACCCCA0.602

+ 43 7568MYO18B_uc003aca.1_Missense_Mutation_p.D2321N|MYO18B_uc010guy.1_Missense_Mutation_p.D2322N|MYO18B_uc010guz.1_Missense_Mutation_p.D2320N|MYO18B_uc011aka.1_Missense_Mutation_p.D1594N|MYO18B_uc011akb.1_Missense_Mutation_p.D1953N|MYO18B_uc010gva.1_Missense_Mutation_p.D423N|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12GACCAAAGTGGACTTCGATGA0.562

- 10 1462HPS4_uc003aci.2_Splice_Site_p.R263_splice|HPS4_uc003acj.2_Splice_Site_p.R132_splice|HPS4_uc003ack.2_Splice_Site_p.R59_splice|HPS4_uc003acn.2_Splice_Site_p.R114_splice|HPS4_uc010gvd.1_Splice_Site_p.R286_splice|HPS4_uc003ach.2_Splice_Site_p.R3_spliceNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0CACTCCATTACCTTGTCATCT0.493

- 10 1449HPS4_uc003aci.2_Missense_Mutation_p.E259K|HPS4_uc003acj.2_Missense_Mutation_p.E128K|HPS4_uc003ack.2_Missense_Mutation_p.E55K|HPS4_uc003acn.2_Missense_Mutation_p.E110K|HPS4_uc010gvd.1_Missense_Mutation_p.E282K|HPS4_uc003ach.2_5'UTRNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0GTCATCTGTTCCACCGGGAAC0.488

+ 4 602SRRD_uc003acp.3_Missense_Mutation_p.L192FNM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0TGTGACTGTTCTCAGTGAGAA0.473

+ 2 405CCDC117_uc011aki.1_Intron|CCDC117_uc011akj.1_Missense_Mutation_p.E77K|CCDC117_uc011akk.1_5'UTRNM_173510 NP_775781 Q8IWD4 CC117_HUMAN 1AGAGGAGGAGGAGGATGATGA0.373

+ 8 1115ZNRF3_uc003aeh.1_Missense_Mutation_p.R317HNM_032173 NP_115549 Q9ULT6 ZNRF3_HUMANCytoplasmic (Potential). 1GCCTACATCCGCAGCTACCCA0.692



+ 7 1043NF2_uc003afy.3_Splice_Site_p.R200_splice|NF2_uc003afz.3_Splice_Site_p.R117_splice|NF2_uc003agf.3_Splice_Site_p.R200_splice|NF2_uc003agb.3_Splice_Site_p.R123_splice|NF2_uc003agc.3_Splice_Site_p.R162_splice|NF2_uc003agd.3_Intron|NF2_uc003agg.3_Splice_Site_p.R200_splice|NF2_uc003aga.3_Splice_Site_p.R158_splice|NF2_uc003agh.3_Splice_Site_p.R159_splice|NF2_uc003agi.3_Splice_Site_p.R117_splice|NF2_uc003agj.3_Intron|NF2_uc003agk.3_Splice_Site_p.R162_spliceNM_000268 NP_000259 P35240 MERL_HUMAN p.?(4) 728TCTCCCCACAGGGATGAAGCT0.507

- 17 2020ASCC2_uc003ags.2_RNA|ASCC2_uc003agt.2_Missense_Mutation_p.R639C|ASCC2_uc011akr.1_Missense_Mutation_p.R563CNM_032204 NP_115580 Q9H1I8 ASCC2_HUMAN 0CCTCACCTGCGGCTGATGAGC0.527

- 14 2305 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Ubiquitin-like. 5ACCAGCACCTGCCCATTCAGT0.532 rs11550685

- 6 902 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5 ttccttcttcctctCACGTTC 0.443

- 4 526 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5TGGGCTTGGACCTAAGATGCA0.493

+ 3 856CCDC157_uc011akv.1_Missense_Mutation_p.P66SNM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1TCCGGGTGACCCCGAGTTCAC0.637

- 20 3162 NM_014941 NP_055756 Q9Y6X9 MORC2_HUMAN 2GATGTGCTGGCCTCCTCCCGG0.622

+ 13 2646INPP5J_uc003ajv.3_Missense_Mutation_p.D485N|INPP5J_uc003ajs.3_Missense_Mutation_p.D485N|INPP5J_uc011alk.1_Missense_Mutation_p.D785N|INPP5J_uc010gwg.2_Missense_Mutation_p.D417N|INPP5J_uc003ajw.2_3'UTR|INPP5J_uc003ajt.3_Missense_Mutation_p.D484N|INPP5J_uc003ajx.2_Missense_Mutation_p.D217N|INPP5J_uc003ajy.2_Missense_Mutation_p.D191N|INPP5J_uc003ajz.2_Missense_Mutation_p.D292NNM_001002837 NP_001002837 Q15735 PI5PA_HUMAN Ser-rich. 1CAGCAGCACAGACAGCTCAGG0.647

- 5 2406PATZ1_uc003akp.2_3'UTR|PATZ1_uc003akr.2_Missense_Mutation_p.A536VNM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2AGAGCCATTGGCACTCTGCTT0.532

- 14 2121EIF4ENIF1_uc003akx.1_Missense_Mutation_p.V308M|EIF4ENIF1_uc003aky.1_Missense_Mutation_p.V333M|EIF4ENIF1_uc003ala.1_Missense_Mutation_p.V653M|EIF4ENIF1_uc003alb.1_Missense_Mutation_p.V479M|EIF4ENIF1_uc003akw.1_Missense_Mutation_p.V143MNM_019843 NP_062817 Q9NRA8 4ET_HUMAN 1GTTCTGTCCACCTGTGGTTTG0.448

+ 3 503SFI1_uc003ald.1_Missense_Mutation_p.A37V|SFI1_uc003alf.2_Missense_Mutation_p.A37V|SFI1_uc003alg.2_Intron|SFI1_uc011alp.1_Intron|SFI1_uc011alq.1_Missense_Mutation_p.A37V|SFI1_uc003alh.2_IntronNM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1AAGGATGGTGCAGTTAAGAAA0.393

+ 8 1081SFI1_uc003ald.1_Nonsense_Mutation_p.R206*|SFI1_uc003alf.2_Nonsense_Mutation_p.R230*|SFI1_uc003alg.2_Nonsense_Mutation_p.R148*|SFI1_uc011alp.1_Nonsense_Mutation_p.R148*|SFI1_uc011alq.1_Nonsense_Mutation_p.R206*|SFI1_uc003alh.2_RNANM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1GTGGAGGCAGCGACTAGGACA0.562

- 10 1351 NM_014306 NP_055121 Q9Y3I0 RTCB_HUMAN 0ATAACTACAGGTTCCCATGGT0.428

+ 3 923FBXO7_uc003amp.1_Missense_Mutation_p.P100S|FBXO7_uc003amr.2_Missense_Mutation_p.P100S|FBXO7_uc003ams.2_Missense_Mutation_p.P58S|FBXO7_uc003amt.2_Missense_Mutation_p.P135S|FBXO7_uc003amu.2_Missense_Mutation_p.P100SNM_012179 NP_036311 Q9Y3I1 FBX7_HUMAN 1AGGTTACATACCTCAGGTAAG0.313

- 4 709LARGE_uc003ane.3_Missense_Mutation_p.P44S|LARGE_uc010gwp.2_Missense_Mutation_p.P44S|LARGE_uc011ame.1_5'UTR|LARGE_uc011amf.1_Missense_Mutation_p.P44SNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3GACTCCAGCGGTGACAGAGAC0.632

+ 3 978RASD2_uc003any.2_Missense_Mutation_p.R258HNM_014310 NP_055125 Q96D21 RHES_HUMAN 3GGCCAGGCCCGTGAGAGGGAC0.647

- 2 381MB_uc003aoa.2_Missense_Mutation_p.P101S|MB_uc003aob.2_Missense_Mutation_p.P101SNM_005368 NP_005359 P02144 MYG_HUMAN 0TACTTCACGGGGATCTTGTGC0.348

- 3 343APOL2_uc011amm.1_Missense_Mutation_p.P115S|APOL2_uc003apa.2_Missense_Mutation_p.P3SNM_030882 NP_112092 Q9BQE5 APOL2_HUMAN 0AGCCTACCTGGGTTCATGGTG0.562

- 34 5131 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11ATGGCTTCGTCCCGGTTCTTG0.637

- 5 490 NM_000878 NP_000869 P14784 IL2RB_HUMANExtracellular (Potential). 0GTCCTGGATGGCCATCACCCT0.617

+ 9 897CYTH4_uc003are.2_3'UTR|CYTH4_uc011amw.1_Missense_Mutation_p.D204N|CYTH4_uc010gxe.2_IntronNM_013385 NP_037517 Q9UIA0 CYH4_HUMAN PH. 2CTTCAATCCAGACCGGGAGGG0.572 rs55891452

+ 7 1920TRIOBP_uc003atu.2_Missense_Mutation_p.T378R|TRIOBP_uc003atq.1_Missense_Mutation_p.T550R|TRIOBP_uc003ats.1_Missense_Mutation_p.T378RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.597

+ 7 1998TRIOBP_uc003atu.2_Missense_Mutation_p.R404T|TRIOBP_uc003atq.1_Missense_Mutation_p.R576T|TRIOBP_uc003ats.1_Missense_Mutation_p.R404TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCAGAACATCCTGT0.587

+ 7 2004TRIOBP_uc003atu.2_Missense_Mutation_p.S406F|TRIOBP_uc003atq.1_Missense_Mutation_p.S578F|TRIOBP_uc003ats.1_Missense_Mutation_p.S406FNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CCCAGAACATCCTGTGCCCAG0.597

+ 7 3126TRIOBP_uc003atu.2_Missense_Mutation_p.P780L|TRIOBP_uc003atq.1_Missense_Mutation_p.P952L|TRIOBP_uc003ats.1_Missense_Mutation_p.P780LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1ACATCCTCTCCCAGCAGGCCA0.642

+ 1 144 NM_003614 NP_003605 O60755 GALR3_HUMANHelical; Name=1; (Potential). 0CTGGTGCTGGCAGTGCTCCTG0.637

+ 9 1052PICK1_uc003aur.2_Missense_Mutation_p.G221D|PICK1_uc003aus.2_Missense_Mutation_p.G221D|PICK1_uc003aut.2_Missense_Mutation_p.G221DNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN AH. 0GAGAAGTTCGGCATTCGGCTT0.522

- 2 76KCNJ4_uc003avt.1_Translation_Start_SiteNM_004981 NP_004972 P48050 IRK4_HUMAN 0GGCGTGGTCACCTGGGAAGAC0.687

+ 5 624APOBEC3A_uc011aoc.1_Intron|APOBEC3B_uc003awp.1_Splice_Site_p.R190_splice|APOBEC3B_uc003awq.1_Intron|APOBEC3D_uc011aod.1_Intron|APOBEC3D_uc011aoe.1_Intron|APOBEC3D_uc011aof.1_IntronNM_004900 NP_004891 Q9UH17 ABC3B_HUMAN 1TTTGTCCACAGATACCTGATG0.532

- 6 1591PDGFB_uc003axe.2_Missense_Mutation_p.A186VNM_002608 NP_002599 P01127 PDGFB_HUMAN 373GGGCGTTTTGGCTGCACAAGA0.592

+ 23 3979CACNA1I_uc003ayd.2_Missense_Mutation_p.L1292F|CACNA1I_uc003aye.2_Missense_Mutation_p.L1242F|CACNA1I_uc003ayf.2_Missense_Mutation_p.L1207FNM_021096 NP_066919 Q9P0X4 CAC1I_HUMANExtracellular (Potential).|III. 2CTTTCCCCAGCTCTTCAAGGG0.577

+ 23 4006CACNA1I_uc003ayd.2_Missense_Mutation_p.L1301M|CACNA1I_uc003aye.2_Missense_Mutation_p.L1251M|CACNA1I_uc003ayf.2_Missense_Mutation_p.L1216MNM_021096 NP_066919 Q9P0X4 CAC1I_HUMANExtracellular (Potential).|III. 2CTACCACTGTCTGGGCGTGGA0.582

+ 20 4969TNRC6B_uc003aym.2_Nonsense_Mutation_p.W782*|TNRC6B_uc003ayn.3_Nonsense_Mutation_p.W1476*|TNRC6B_uc003ayo.2_Nonsense_Mutation_p.W1333*NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0ACAAGATGTGGAAAAACCATA0.507

+ 12 1251ADSL_uc003ays.3_Intron|ADSL_uc003ayq.3_Missense_Mutation_p.D412N|ADSL_uc003ayr.3_Missense_Mutation_p.D174N|ADSL_uc003ayt.3_Missense_Mutation_p.D383NNM_000026 NP_000017 P30566 PUR8_HUMAN 1GTCTTCCCAGGATTGCCATGA0.463

- 9 1301MKL1_uc003ayw.1_Missense_Mutation_p.P365L|MKL1_uc010gye.1_Missense_Mutation_p.P365L|MKL1_uc010gyf.1_Missense_Mutation_p.P315LNM_020831 NP_065882 Q969V6 MKL1_HUMAN SAP. 5GCCCGAGACAGGCAGTGATCG0.617

+ 9 1331XRCC6_uc003bap.1_Missense_Mutation_p.D380N|XRCC6_uc011apc.1_Missense_Mutation_p.D371N|XRCC6_uc003baq.1_Missense_Mutation_p.D421N|XRCC6_uc003bar.1_Missense_Mutation_p.D421N|XRCC6_uc003bas.1_Missense_Mutation_p.D371NNM_001469 NP_001460 P12956 XRCC6_HUMAN Ku. 5AGAAGAGTTGGATGACCAGAA0.368

- 1 49WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|CENPM_uc003bbm.2_5'Flank|CENPM_uc003bbo.2_Translation_Start_Site|CENPM_uc003bbp.1_Translation_Start_SiteNM_024053 NP_076958 Q9NSP4 CENPM_HUMAN 0AGGACCAACCGTTGCTCCTGC0.677

+ 9 1036WBP2NL_uc011ape.1_Intron|SEPT3_uc003bbs.3_Missense_Mutation_p.L300F|SEPT3_uc010gyr.2_Missense_Mutation_p.L236F|SEPT3_uc011apj.1_Missense_Mutation_p.L236F|SEPT3_uc010gys.2_Missense_Mutation_p.L80FNM_145733 NP_663786 Q9UH03 SEPT3_HUMAN 0GTTTGCCCTGCTTCGAGACTT0.423

- 1 4104TCF20_uc003bck.1_Missense_Mutation_p.D1324N|TCF20_uc003bnt.2_Missense_Mutation_p.D1324NNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TTTCTACTATCTGGACTTGGA0.468

- 15 1668ARFGAP3_uc010gzf.2_Missense_Mutation_p.P439LNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1CGCCATGTCGGGGGCGTTGGG0.567

- 5 678ARFGAP3_uc010gzf.2_Missense_Mutation_p.A109V|ARFGAP3_uc011apu.1_IntronNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1AACGTGAGAGGCAAAAAAATC0.398

- 24 3136EFCAB6_uc003bdz.1_Missense_Mutation_p.T822I|EFCAB6_uc010gzi.1_Missense_Mutation_p.T822I|EFCAB6_uc010gzj.1_Missense_Mutation_p.T200INM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 11. 7ATCAGTTTTGGTGAATGCTTT0.418

- 5 860PHF21B_uc003bfm.2_Nonsense_Mutation_p.Q33*|PHF21B_uc011aqk.1_Nonsense_Mutation_p.Q183*|PHF21B_uc011aql.1_Nonsense_Mutation_p.Q195*|PHF21B_uc011aqm.1_Nonsense_Mutation_p.Q183*NM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3GTCTGCACTTGAGGCTGAATG0.398

+ 4 456GTSE1_uc011aqz.1_5'UTRNM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1GCCTCCGTTGCCCACATCTGA0.493

+ 11 2163GTSE1_uc011aqz.1_Missense_Mutation_p.E498K|GTSE1_uc003bhn.2_RNA|uc011ara.1_5'Flank|uc003bho.3_5'FlankNM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1TATCAAACTGGAACCACTCGC0.512

- 3 4247 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|EGF-like 3; calcium-binding.11CACGCAGGTGCCCCCGTTCTT0.647

- 1 1768 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 4. 11TCCGCGTCCACCGCCTGAATG0.642



- 1 1396 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 3. 11GGCACCTGGACCACGTAGTTC0.657

+ 6 854TBC1D22A_uc010haf.2_Missense_Mutation_p.P210L|TBC1D22A_uc003bic.2_Missense_Mutation_p.P181L|TBC1D22A_uc003bie.2_Missense_Mutation_p.P162L|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Missense_Mutation_p.P193LNM_014346 NP_055161 Q8WUA7 TB22A_HUMANRab-GAP TBC. 1GGTTACCTTCCCGCCAATGTA0.378

- 9 3198BRD1_uc011arf.1_Missense_Mutation_p.A630V|BRD1_uc011arg.1_Missense_Mutation_p.A953V|BRD1_uc011arh.1_Missense_Mutation_p.A904V|BRD1_uc003biu.3_Missense_Mutation_p.A1035VNM_014577 NP_055392 O95696 BRD1_HUMAN 1GATCCTGGCCGCCTTGGCGTA0.647

- 1 687BRD1_uc011arf.1_5'UTR|BRD1_uc011arg.1_Missense_Mutation_p.A67V|BRD1_uc011arh.1_Missense_Mutation_p.A67V|BRD1_uc003biu.3_Missense_Mutation_p.A67VNM_014577 NP_055392 O95696 BRD1_HUMAN 1CATCTCTTGAGCAGTGAGGTC0.448

- 2 287 NM_024105 NP_077010 Q9BV10 ALG12_HUMAN 0CCTGATGACCCCTTTCCAGCC0.592

+ 10 1159CRELD2_uc010hal.2_Missense_Mutation_p.E391K|CRELD2_uc010hak.2_Missense_Mutation_p.E314K|CRELD2_uc010ham.2_Missense_Mutation_p.E310KNM_024324 NP_077300 Q6UXH1 CREL2_HUMAN 0CACAGAAGGAGAAAGCCCGAC0.547

+ 5 1244SELO_uc010hap.2_Missense_Mutation_p.E207K|SELO_uc003bjy.2_Missense_Mutation_p.E76K|SELO_uc003bjz.2_Missense_Mutation_p.E76KNM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0CCTGCAGCCGGAACTGCCCCT0.657

- 16 3186TUBGCP6_uc003bka.1_5'UTR|TUBGCP6_uc010har.1_Missense_Mutation_p.D884N|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc010hat.1_Missense_Mutation_p.D88NNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4CTGAGGCTGTCAGAGAAGGGT0.667

- 1 733TUBGCP6_uc010har.1_Missense_Mutation_p.S74F|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc010hau.1_Missense_Mutation_p.S74FNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4CAAGTCAAAGGACAACATGAG0.522

- 11 938MAPK11_uc010hax.2_Missense_Mutation_p.D116N|MAPK11_uc011ars.1_RNA|MAPK11_uc010hay.1_RNANM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2ACCCTCTGGTCACTGTCCAGC0.617

- 8 687MAPK11_uc010hax.2_Missense_Mutation_p.G32D|MAPK11_uc011ars.1_RNA|MAPK11_uc010hay.1_RNA|MAPK11_uc011art.1_3'UTR|MAPK11_uc010haz.2_Silent_p.G209GNM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2CATGATGCAGCCCACGGACCA0.647

- 32 5123PLXNB2_uc003bkt.1_Missense_Mutation_p.E465K|PLXNB2_uc003bku.1_Missense_Mutation_p.E658KNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6ATGGTGTCTTCATCCTGGATG0.632

- 28 4604PLXNB2_uc003bkt.1_Missense_Mutation_p.R292C|PLXNB2_uc003bku.1_Missense_Mutation_p.R485CNM_012401 NP_036533 O15031 PLXB2_HUMANCytoplasmic (Potential). 6GGCTGCCCACGGTACACCTGG0.652

- 18 3003PLXNB2_uc003bkt.1_5'Flank|PLXNB2_uc003bku.1_5'FlankNM_012401 NP_036533 O15031 PLXB2_HUMANExtracellular (Potential).|IPT/TIG 2. 6GGGGGACCCCCCGTAGGAGAC0.662

+ 19 2266SAPS2_uc003bky.1_Missense_Mutation_p.S588N|SAPS2_uc003bkz.1_Missense_Mutation_p.S588N|SAPS2_uc003blc.2_Missense_Mutation_p.S615N|SAPS2_uc003bla.1_Missense_Mutation_p.S589N|SAPS2_uc003bld.1_Missense_Mutation_p.S147NNM_014678 NP_055493 O75170 PP6R2_HUMAN 0CTGCAGCCCAGCGCAGCTCTG0.597

- 24 3280SBF1_uc011arx.1_Missense_Mutation_p.G693SNM_002972 NP_002963 O95248 MTMR5_HUMAN 0TGGGCAGAGCCCAAGGTGAAC0.647

- 20 2609SBF1_uc011arx.1_Missense_Mutation_p.A469V|SBF1_uc003bli.2_Missense_Mutation_p.A806VNM_002972 NP_002963 O95248 MTMR5_HUMAN 0ATAGCTCTCGGCCACACTGCC0.652

+ 10 898MIOX_uc003blm.1_Missense_Mutation_p.A257V|MIOX_uc003bln.1_Missense_Mutation_p.A218VNM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0CCCGGACCTGCCGGACGTGGA0.652

- 7 888TYMP_uc003bmb.3_5'Flank|TYMP_uc003bmc.3_5'Flank|TYMP_uc003bmd.3_5'Flank|TYMP_uc010hbd.2_5'Flank|TYMP_uc003bme.3_5'Flank|TYMP_uc003bmf.3_5'Flank|TYMP_uc011arz.1_5'Flank|ODF3B_uc003bmg.2_Missense_Mutation_p.R227HNM_001014440 NP_001014440 A8MYP8 ODF3B_HUMAN 0CAGTTGTCCGCGTCGGTCACC0.687

- 6 877CPT1B_uc003bml.2_Missense_Mutation_p.E239K|CPT1B_uc003bmm.2_Missense_Mutation_p.E239K|CPT1B_uc003bmo.2_Missense_Mutation_p.E239K|CPT1B_uc011asa.1_Missense_Mutation_p.E205K|CPT1B_uc003bmn.2_Missense_Mutation_p.E239K|CPT1B_uc011asb.1_Missense_Mutation_p.E239K|CHKB-CPT1B_uc003bmp.2_Missense_Mutation_p.E36KNM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2ATGTACTCTTCCCACCAGTCA0.582 rs111267458

- 2 377CPT1B_uc003bml.2_Missense_Mutation_p.S72F|CPT1B_uc003bmm.2_Missense_Mutation_p.S72F|CPT1B_uc003bmo.2_Missense_Mutation_p.S72F|CPT1B_uc011asa.1_Missense_Mutation_p.S72F|CPT1B_uc003bmn.2_Missense_Mutation_p.S72F|CPT1B_uc011asb.1_Missense_Mutation_p.S72F|CHKB-CPT1B_uc003bmp.2_5'UTRNM_001145137 NP_001138609 Q92523 CPT1B_HUMANHelical; (Potential). 2GCAGAAGGAGGAACCCACTGT0.597

+ 14 1543ITPR1_uc010hca.1_Missense_Mutation_p.V384I|ITPR1_uc011asu.1_Intron|ITPR1_uc010hcb.1_Missense_Mutation_p.V384INM_001099952 NP_001093422 Q14643 ITPR1_HUMANMIR 5.|Cytoplasmic (Potential). 21TAATACCTGGGTTCACAGCAC0.423

+ 16 1820ITPR1_uc010hca.1_Missense_Mutation_p.G476D|ITPR1_uc011asu.1_Intron|ITPR1_uc010hcb.1_Missense_Mutation_p.G476DNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential).p.R491W(1) 21ACTAATTCTGGTCAAGATGTT0.453

+ 26 3428ITPR1_uc010hca.1_Splice_Site_p.G1012_splice|ITPR1_uc011asu.1_Intron|ITPR1_uc010hcb.1_Splice_Site_p.G1021_splice|ITPR1_uc003bqc.2_5'FlankNM_001099952 NP_001093422 Q14643 ITPR1_HUMAN 21TAACTTTTCAGGTGCTCTTGA0.418

+ 5 1002BHLHE40_uc011asw.1_Missense_Mutation_p.G92ENM_003670 NP_003661 O14503 BHE40_HUMAN 1CACTCGAGTGGGGAGCAGAGC0.577

+ 8 1081SETD5_uc003brs.1_Nonsense_Mutation_p.Q197*|SETD5_uc003bru.2_Nonsense_Mutation_p.Q118*|SETD5_uc003brv.2_Nonsense_Mutation_p.Q105*|SETD5_uc010hck.2_5'Flank|SETD5_uc003brw.1_5'Flank|SETD5_uc003brx.2_5'FlankNM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2ATGGACTGACCAGTATGAAGA0.413

- 2 738TADA3_uc010hcn.1_Missense_Mutation_p.L64F|TADA3_uc003bsy.2_Missense_Mutation_p.L64F|ARPC4_uc003bsz.1_5'Flank|ARPC4_uc003bta.1_5'Flank|ARPC4_uc003btb.1_5'Flank|ARPC4_uc003btc.1_5'FlankNM_006354 NP_006345 O75528 TADA3_HUMAN Potential. 0TCGGCCTCAAGCACACGCAGG0.602

- 4 378CIDEC_uc003bto.2_Intron|CIDEC_uc010hcp.2_Intron|CIDEC_uc003btp.2_Missense_Mutation_p.P90S|CIDEC_uc003btr.2_Missense_Mutation_p.P6S|CIDEC_uc003bts.2_Missense_Mutation_p.P6SNM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN CIDE-N. 1AGGAAGAAGGGCTTGTCTGCC0.547

+ 2 365 CIDEC_uc003bto.2_IntronNM_032492 NP_115881 Q8N5M9 JAGN1_HUMANHelical; (Potential).p.P77P(1) 1GTGGGAATACCCGTATTTGCT0.522

- 2 1015CIDEC_uc003bto.2_Intron|PRRT3_uc003buk.2_RNA|PRRT3_uc003bum.2_Missense_Mutation_p.E295DNM_207351 NP_997234 Q5FWE3 PRRT3_HUMANExtracellular (Potential).|Pro-rich. 0CCCAGGACACCTCAGCGCCAG0.657

+ 4 1893TATDN2_uc003bvf.2_Missense_Mutation_p.E438K|TATDN2_uc011atr.1_Missense_Mutation_p.E438K|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNANM_014760 NP_055575 Q93075 TATD2_HUMAN 2GGAGGCCTCAGAGGAAGGCTG0.527

- 18 3098ATP2B2_uc003bvv.2_Missense_Mutation_p.V842M|ATP2B2_uc003bvw.2_Missense_Mutation_p.V842M|ATP2B2_uc010hdo.2_Missense_Mutation_p.V592MNM_001001331 NP_001001331 Q01814 AT2B2_HUMANHelical; (Potential). 6ACGGCCACCACGTTGACGGTG0.597

+ 8 1396TSEN2_uc003bwy.2_Missense_Mutation_p.P337S|TSEN2_uc003bwz.2_Missense_Mutation_p.P278S|TSEN2_uc003bxa.2_Missense_Mutation_p.P311S|TSEN2_uc011auq.1_Missense_Mutation_p.P311S|TSEN2_uc003bxb.2_Missense_Mutation_p.P337S|TSEN2_uc011aur.1_Missense_Mutation_p.P246SNM_025265 NP_079541 Q8NCE0 SEN2_HUMAN 1TGTAGTTCAGCCCACGTTCAG0.418

+ 11 1664TSEN2_uc003bwz.2_Missense_Mutation_p.P367L|TSEN2_uc003bxa.2_Missense_Mutation_p.P400L|TSEN2_uc003bxb.2_Missense_Mutation_p.P426L|TSEN2_uc011aur.1_Missense_Mutation_p.P335LNM_025265 NP_079541 Q8NCE0 SEN2_HUMAN 1TTGATTAAACCCTCTACTATG0.358

- 23 3295 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11CTGTTGTGGGGCTGAGTTGAT0.512

- 5 693 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11AGGATGGTGTCCCCTTGCTTG0.557

- 5 1012RFTN1_uc010hes.2_Missense_Mutation_p.G208RNM_015150 NP_055965 Q14699 RFTN1_HUMAN 4CCACCATCTCCCTCTCCGGAG0.627

+ 5 787KCNH8_uc011awe.1_Missense_Mutation_p.A198T|KCNH8_uc010hex.1_5'UTRNM_144633 NP_653234 Q96L42 KCNH8_HUMANCytoplasmic (Potential). 5AGATAAACCAGCATTTCCGGA0.363

+ 2 690RAB5A_uc010hey.2_RNA|RAB5A_uc011awg.1_Missense_Mutation_p.T52INM_004162 NP_004153 P20339 RAB5A_HUMANEffector region (By similarity). 0CAAGAGAGTACCATTGGGGGT0.378

- 6 867SGOL1_uc003cbr.2_Intron|SGOL1_uc010hfa.2_Intron|SGOL1_uc003cbt.2_Intron|SGOL1_uc003cbu.2_Missense_Mutation_p.G227E|SGOL1_uc003cbv.2_Intron|SGOL1_uc003cbw.2_Intron|SGOL1_uc003cbx.2_Intron|SGOL1_uc003cby.2_Intron|SGOL1_uc003cbz.2_Missense_Mutation_p.G227E|SGOL1_uc003cca.2_Missense_Mutation_p.G227E|SGOL1_uc003ccb.2_Intron|SGOL1_uc003ccc.2_IntronNM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0GTCTAAAAATCCAACTCTTTC0.358

+ 5 616UBE2E1_uc003cci.2_Missense_Mutation_p.V131I|UBE2E1_uc011awh.1_Missense_Mutation_p.V115INM_003341 NP_003332 P51965 UB2E1_HUMAN 0CATTTCTAAAGTCCTCCTTTC0.333

- 4 520NKIRAS1_uc003cck.2_Missense_Mutation_p.E40K|NKIRAS1_uc003ccl.2_Missense_Mutation_p.E40K|NKIRAS1_uc003ccm.2_Missense_Mutation_p.E40KNM_020345 NP_065078 Q9NYS0 KBRS1_HUMANEffector region. 0TATACATCTTCCATTGTTTCG0.403

+ 2 336NR1D2_uc010hfd.2_RNA|NR1D2_uc011awk.1_5'UTRNM_005126 NP_005117 Q14995 NR1D2_HUMAN 3TATTTTCTAGGAGGTGTGATT0.388

- 15 2241SLC4A7_uc011awu.1_RNA|SLC4A7_uc011awv.1_RNA|SLC4A7_uc003cdu.3_Missense_Mutation_p.E605K|SLC4A7_uc011aww.1_Missense_Mutation_p.E733K|SLC4A7_uc011awx.1_Missense_Mutation_p.E720K|SLC4A7_uc011awy.1_Missense_Mutation_p.E716K|SLC4A7_uc011awz.1_RNA|SLC4A7_uc011axa.1_Missense_Mutation_p.E605K|SLC4A7_uc011axb.1_Missense_Mutation_p.E720K|SLC4A7_uc010hfl.2_Missense_Mutation_p.E274K|SLC4A7_uc003cdw.2_Missense_Mutation_p.E600KNM_003615 NP_003606 Q9Y6M7 S4A7_HUMANCytoplasmic (Potential). 5AAAGCCTCTTCTGTAAATCGA0.378

+ 2 2024 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMANC2H2-type 10. 1AAGACCTTCCGTCACAATTCA0.403 rs143925165

+ 4 736CMTM7_uc003cez.1_Missense_Mutation_p.V134ANM_138410 NP_612419 Q96FZ5 CKLF7_HUMAN 0ATCTCGTGTGTAACCCAGTCC0.512

- 7 992DYNC1LI1_uc011axh.1_Nonsense_Mutation_p.Q186*NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1TATAGTTTCTGAACGATGTAT0.279



- 3 847UBP1_uc003cfr.3_Missense_Mutation_p.P106L|UBP1_uc010hga.2_Missense_Mutation_p.P106LNM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2ATTGATCTCAGGCATATCACC0.299

- 2 685UBP1_uc003cfr.3_Missense_Mutation_p.S52N|UBP1_uc010hga.2_Missense_Mutation_p.S52NNM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2CAATGGAAGGCTGGAATCTTC0.428

- 2 660UBP1_uc003cfr.3_Missense_Mutation_p.P44S|UBP1_uc010hga.2_Missense_Mutation_p.P44SNM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2TTGAAAATGGGCAATGCCAAG0.433

+ 12 1753PDCD6IP_uc003cfy.2_Missense_Mutation_p.A538V|PDCD6IP_uc011axw.1_Missense_Mutation_p.A314VNM_013374 NP_037506 Q8WUM4 PDC6I_HUMANInteraction with EIAV p9.|Self-association. 2CTGAATGCTGCCATCCCTTCT0.473

+ 4 440MLH1_uc011aye.1_5'UTR|MLH1_uc011ayb.1_5'UTR|MLH1_uc010hge.2_Missense_Mutation_p.R127K|MLH1_uc003cgn.3_5'UTR|MLH1_uc011ayc.1_Missense_Mutation_p.R29K|MLH1_uc011ayd.1_5'UTR|MLH1_uc003cgo.2_5'UTRNM_000249 NP_000240 P40692 MLH1_HUMAN 77TGTGCATACAGGTATAGTGCT0.368

+ 14 1690MLH1_uc011aye.1_Nonsense_Mutation_p.Q303*|MLH1_uc011ayb.1_Nonsense_Mutation_p.Q303*|MLH1_uc010hge.2_Nonsense_Mutation_p.Q544*|MLH1_uc003cgn.3_Nonsense_Mutation_p.Q303*|MLH1_uc011ayc.1_Nonsense_Mutation_p.Q446*|MLH1_uc011ayd.1_Nonsense_Mutation_p.Q303*|MLH1_uc003cgo.2_Nonsense_Mutation_p.Q303*|MLH1_uc010hgj.1_Nonsense_Mutation_p.Q186*|MLH1_uc010hgk.2_Nonsense_Mutation_p.Q186*|MLH1_uc010hgl.1_Nonsense_Mutation_p.Q119*|MLH1_uc010hgn.2_Nonsense_Mutation_p.Q186*|MLH1_uc010hgm.2_Intron|MLH1_uc010hgo.2_Intron|MLH1_uc010hgp.2_5'Flank|MLH1_uc010hgq.2_5'FlankNM_000249 NP_000240 P40692 MLH1_HUMANInteraction with EXO1.p.0?(1) 77GGCACAGCATCAAACCAAGTT0.463

- 8 959ACAA1_uc003chu.2_Missense_Mutation_p.S218N|ACAA1_uc010hgy.2_Missense_Mutation_p.S210N|ACAA1_uc010hgz.2_Missense_Mutation_p.S251N|ACAA1_uc003chv.2_Missense_Mutation_p.S99NNM_001607 NP_001598 P09110 THIK_HUMAN 1CATGGTGGTGCTGGGGCGGAT0.562

- 5 653ACAA1_uc003chu.2_Splice_Site_p.G149_splice|ACAA1_uc010hgy.2_Intron|ACAA1_uc010hgz.2_Splice_Site_p.G149_splice|ACAA1_uc003chv.2_IntronNM_001607 NP_001598 P09110 THIK_HUMAN 1AAAATTCTTACCCACAGGCCA0.423

+ 3 644SLC22A13_uc011aym.1_Intron|SLC22A13_uc011ayn.1_Missense_Mutation_p.A197VNM_004256 NP_004247 Q9Y226 S22AD_HUMANHelical; (Potential). 1CTGCGCTTTGCTGTGGCTACT0.617

- 27 4834SCN5A_uc003cin.2_Missense_Mutation_p.V1546A|SCN5A_uc003cil.3_Missense_Mutation_p.V1547A|SCN5A_uc010hhi.2_Missense_Mutation_p.V1529A|SCN5A_uc010hhk.2_Missense_Mutation_p.V1546A|SCN5A_uc011ayr.1_Missense_Mutation_p.V1493ANM_198056 NP_932173 Q14524 SCN5A_HUMANHelical; Name=S1 of repeat IV; (Potential). 9ATCTGTCTCCACCATCATGGT0.468

- 16 2899SCN5A_uc003cin.2_Missense_Mutation_p.T902I|SCN5A_uc003cil.3_Missense_Mutation_p.T902I|SCN5A_uc010hhi.2_Missense_Mutation_p.T902I|SCN5A_uc010hhk.2_Missense_Mutation_p.T902I|SCN5A_uc011ayr.1_Missense_Mutation_p.T902I|SCN5A_uc010hhj.1_Missense_Mutation_p.T513INM_198056 NP_932173 Q14524 SCN5A_HUMAN 9GTCCCACATGGTCTCGATCCA0.552

- 27 5732 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10GGCAGAAGCAGTTTCAGATTT0.453

+ 2 143WDR48_uc011ayt.1_Missense_Mutation_p.L45F|WDR48_uc011ayu.1_5'UTR|WDR48_uc011ayv.1_Intron|WDR48_uc003ciu.2_RNANM_020839 NP_065890 Q8TAF3 WDR48_HUMAN WD 1. 2ACTAAATAGACTTTTCACAGC0.418

- 9 1338GORASP1_uc003civ.1_RNA|GORASP1_uc003cix.1_RNA|GORASP1_uc003ciy.1_RNA|GORASP1_uc011ayw.1_Missense_Mutation_p.E319K|GORASP1_uc003ciz.1_Missense_Mutation_p.E259KNM_031899 NP_114105 Q9BQQ3 GORS1_HUMAN 3CTTGCTGGTTCCTCCTCAGCC0.602

- 5 1856CSRNP1_uc003cjh.2_Missense_Mutation_p.A548TNM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5CAACTGCTGGCATCCCCAGGT0.592

+ 6 913ZNF619_uc010hhz.2_Missense_Mutation_p.T163I|ZNF619_uc003ckj.2_Missense_Mutation_p.T156I|ZNF619_uc011azc.1_Missense_Mutation_p.T172I|ZNF619_uc011azd.1_Missense_Mutation_p.T128I|ZNF619_uc011aza.1_Missense_Mutation_p.T114INM_001145082 NP_001138554 E9PCD9 E9PCD9_HUMAN 1GAATCTTCCACCACTGAAAGG0.413

+ 4 354CTNNB1_uc003ckp.2_Nonsense_Mutation_p.W66*|CTNNB1_uc003ckq.2_Nonsense_Mutation_p.W66*|CTNNB1_uc003ckr.2_Nonsense_Mutation_p.W66*|CTNNB1_uc011azf.1_Nonsense_Mutation_p.W59*|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.A5_A80del(63)|p.A5_Q143del(7)|p.A5_A80>D(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.T3_A126del(2)|p.V22_L139>V(2)|p.M5_N141>D(2)|p.?(2)|p.L10_N141del(2)|p.A5_Y142>D(2)|p.A20_Q143del(1)|p.A5_Q143>E(1)|p.W66*(1)|p.A13_R151del(1)|p.A5_Q72del(1)|p.A5_G80>(1)|p.S23_I140del(1)|p.M1_A87del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.I35_K170del(1)|p.Y30_A97del(1)|p.V22_T102del(1)|p.A20_A80del(1)|p.P16_K133del(1)|p.D6_K133del(1)|p.M1_V173del(1)|p.E15_I140>V(1)|p.A5_R90del(1)|p.V22_G80>NNNNN(1)|p.D17_P128del(1)|p.H24_M131del(1)|p.A5_D144>D(1)|p.A20_R151del(1)|p.L7_I140del(1)|p.M8_A80del(1)|p.E9_A80del(1)|p.K19_Y142>V(1)|p.D17_A126del(1)|p.A20_L148del(1)|p.V22_A80del(1)|p.A21_A80del(1)|p.E9_I140del(1)|p.V22_S71>A(1)|p.W25_A80del(1)|p.D6_I140del(1)|p.W66L(1)|p.Q28_I140del(1)|p.A20_Q72del(1)|p.A20_S111del(1)|p.Y30_A80del(1)3166TGTATGAGTGGGAACAGGGAT0.443

- 4 548ULK4_uc003ckw.2_Missense_Mutation_p.G116D|ULK4_uc003ckx.1_Missense_Mutation_p.G116DNM_017886 NP_060356 Q96C45 ULK4_HUMAN Protein kinase. 0AAAGAGAATGCCAAGTTTATG0.338

+ 8 628NKTR_uc003clm.1_5'UTR|NKTR_uc003clp.2_5'UTR|NKTR_uc011azp.1_Missense_Mutation_p.A51T|NKTR_uc003clq.1_Missense_Mutation_p.A51T|NKTR_uc003clr.1_5'UTR|NKTR_uc003cls.2_5'UTRNM_005385 NP_005376 P30414 NKTR_HUMANPPIase cyclophilin-type. 3GACCGATGCTGCAAGCAGACC0.368

- 7 724HHATL_uc003clx.2_Missense_Mutation_p.E193KNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3GCACAGCTCTCCAGTGCAAAG0.542

- 9 1108 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1AGCTCTTCAAGCTCTCTCTGG0.527

- 2 652C3orf39_uc003cmr.1_Missense_Mutation_p.D171NNM_032806 NP_116195 Q8NAT1 AGO61_HUMAN 2GGCAGCAGGTCGTCATGAAAG0.632

- 8 2657ZNF445_uc011azv.1_Missense_Mutation_p.A758V|ZNF445_uc011azw.1_Missense_Mutation_p.A770VNM_181489 NP_852466 P59923 ZN445_HUMAN C2H2-type 8. 1ATTGCGGAAGGCCTTGCCACA0.532

- 8 1581ZNF445_uc011azv.1_Missense_Mutation_p.E399D|ZNF445_uc011azw.1_Missense_Mutation_p.E411DNM_181489 NP_852466 P59923 ZN445_HUMAN 1GTTTAAGGGATTCCTTTCTTC0.408

+ 6 1853ZNF167_uc003cnh.2_RNA|ZNF167_uc003cni.2_Intron|ZNF167_uc010hio.2_Missense_Mutation_p.H338Y|ZNF167_uc003cnj.2_Missense_Mutation_p.H489Y|ZNF167_uc003cnk.2_IntronNM_018651 NP_061121 Q9P0L1 ZN167_HUMAN C2H2-type 4. 2CCAGAGAACCCATACTGGGGA0.458

+ 3 463ZNF501_uc003cnv.1_Missense_Mutation_p.P21LNM_145044 NP_659481 Q96CX3 ZN501_HUMAN 0CAGAAGAAACCTTCAAAGTGT0.403

+ 1 23KIF15_uc010hiq.2_Translation_Start_Site|KIAA1143_uc011bac.1_5'FlankNM_020242 NP_064627 Q9NS87 KIF15_HUMAN 1CGGGCGTCAACGTCCGATCCA0.637

+ 5 481KIF15_uc010hiq.2_Missense_Mutation_p.T14INM_020242 NP_064627 Q9NS87 KIF15_HUMANKinesin-motor.|ATP (By similarity). 1AGTGGACAGACTGGCTCAGGG0.308

+ 9 1006KIF15_uc010hiq.2_Missense_Mutation_p.G189D|KIF15_uc003cny.1_5'FlankNM_020242 NP_064627 Q9NS87 KIF15_HUMAN Kinesin-motor. 1TAGGAAGCAGGTAACATAAAT0.393

- 3 641CDCP1_uc003con.2_Missense_Mutation_p.A169VNM_022842 NP_073753 Q9H5V8 CDCP1_HUMANExtracellular (Potential). 3GACCACGGTGGCATCGATTCG0.572

+ 5 574LARS2_uc010hit.1_Missense_Mutation_p.A87VNM_015340 NP_056155 Q15031 SYLM_HUMAN 2GGATGGGATGCTTTTGGATTG0.438

+ 1 675 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN 1AGTGGGTGGCCTAGCTCCCCG0.602

- 14 4143FYCO1_uc011bal.1_Missense_Mutation_p.A1313TNM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN 1CACTGTTCAGCCGCATTTGGG0.493

+ 2 823CCR2_uc003cpm.3_Missense_Mutation_p.C113YNM_001123041 NP_001116513 P41597 CCR2_HUMANExtracellular (Potential). 2AATGCAATGTGCAAATTATTC0.453

+ 8 832PTH1R_uc003cqn.2_Missense_Mutation_p.A210VNM_000316 NP_000307 Q03431 PTH1R_HUMANHelical; Name=1; (Potential). 1CTCATCCTGGCCTACTTTAGG0.493

- 12 5647SETD2_uc003cqv.2_Missense_Mutation_p.S1932N|SETD2_uc003cqt.1_RNANM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32AGCTTCTGTGCTCAGCTTGGT0.458

- 7 4963SETD2_uc003cqv.2_Missense_Mutation_p.T1704INM_014159 NP_054878 Q9BYW2 SETD2_HUMAN SET. 32TACTTTTTGGGTTTCACAATT0.353

- 3 3117SETD2_uc003cqv.2_Missense_Mutation_p.D1011NNM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32CCACTACTGTCACACTTTAAT0.363

+ 8 1322KLHL18_uc011bav.1_Missense_Mutation_p.S287FNM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0TCCCTCAGCTCCGTGGAGACC0.522

+ 22 4177PTPN23_uc011bax.1_RNA|PTPN23_uc011bay.1_Missense_Mutation_p.P1231S|uc003cri.2_5'FlankNM_015466 NP_056281 Q9H3S7 PTN23_HUMANTyrosine-protein phosphatase. 3CAGAGGCCTGCCCGACAGCCC0.617

+ 4 1051ZNF589_uc010hjt.1_Missense_Mutation_p.E326K|ZNF589_uc003csn.2_RNA|ZNF589_uc011bbg.1_Intron|ZNF589_uc003csm.2_IntronNM_016089 NP_057173 Q86UQ0 ZN589_HUMAN 1ACACACAAGGGAGAAATCGTT0.502

- 27 3578 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|VWFA 2. 11TCCGCTCCAGCCATTCCCAAC0.607

- 34 9579CELSR3_uc003cuf.1_Missense_Mutation_p.G3198R|CELSR3_uc010hkf.2_Missense_Mutation_p.G390R|CELSR3_uc010hkg.2_Missense_Mutation_p.G1083RNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANCytoplasmic (Potential). 11TCCTGGGACCCTGGCCGGCTC0.662

- 14 1300QARS_uc011bcc.1_5'Flank|QARS_uc011bcd.1_Splice_Site_p.W287_splice|QARS_uc003cvy.2_Splice_Site_p.W287_splice|QARS_uc011bce.1_Splice_Site_p.W421_spliceNM_005051 NP_005042 P47897 SYQ_HUMAN 1TCTACACCCACCATTTGTCCC0.607

- 4 381QARS_uc011bcd.1_Translation_Start_Site|QARS_uc003cvy.2_Translation_Start_Site|QARS_uc011bce.1_Missense_Mutation_p.V115M|QARS_uc011bcf.1_Missense_Mutation_p.V126MNM_005051 NP_005042 P47897 SYQ_HUMAN 1GCAGCCTCCACCTGCAGAAAG0.562

- 26 4407USP19_uc003cvz.3_5'Flank|USP19_uc011bcg.1_5'Flank|USP19_uc003cwb.2_5'Flank|USP19_uc003cwd.1_5'Flank|USP19_uc011bch.1_5'Flank|USP19_uc011bci.1_5'FlankNM_002292 NP_002283 P55268 LAMB2_HUMAN Domain II. 3TCCATCAGTGCCTCTGTCCGA0.587

+ 4 777KLHDC8B_uc003cwi.1_Missense_Mutation_p.E71KNM_173546 NP_775817 Q8IXV7 KLD8B_HUMAN Kelch 5. 0CTTTGATCTGGAGGCCCGTAC0.637



- 1 43 NM_001080528 NP_001073997 0AAGGGCTGGGATGATGCTTTT0.537

+ 3 1338 NM_004393 NP_004384 Q14118 DAG1_HUMANRequired for laminin recognition. 2CCCCCTCTTCCCAAACGCGTC0.612

+ 15 1829APEH_uc010hkw.1_Missense_Mutation_p.V477MNM_001640 NP_001631 P13798 ACPH_HUMAN 1GCAAGAGAATGTGCAGTATGG0.612

+ 20 1810RNF123_uc010hky.1_Missense_Mutation_p.S237F|RNF123_uc003cxi.2_RNANM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7TACAAGGCTTCCAATCCTCAT0.572

- 1 809RNF123_uc003cxh.2_Intron|RNF123_uc003cxi.2_IntronNM_198722 NP_942015 Q86WK7 AMGO3_HUMANExtracellular (Potential). 1CTGAGCGCGCGCAGGCCGTGG0.637

- 20 4354MST1R_uc011bdc.1_Missense_Mutation_p.G243SNM_002447 NP_002438 Q04912 RON_HUMANCytoplasmic (Potential). 6GTGCTGGGGCCCAAGTTCATG0.597

- 1 643MST1R_uc011bdd.1_Missense_Mutation_p.P127S|MST1R_uc011bde.1_Missense_Mutation_p.P127S|MST1R_uc011bdf.1_Missense_Mutation_p.P127S|MST1R_uc011bdg.1_Missense_Mutation_p.P127SNM_002447 NP_002438 Q04912 RON_HUMANExtracellular (Potential).|Sema. 6GGCAGCGCGGGATCCAGCACC0.687

- 3 853MON1A_uc003cya.2_Intron|MON1A_uc003cyb.2_IntronNM_032355 NP_115731 Q86VX9 MON1A_HUMAN 2TCCGTGGCATCCTCCTCATCC0.637

+ 5 545SEMA3F_uc003cyk.2_Missense_Mutation_p.G116ENM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2GGCGAGTGTGGGAACTTCGTC0.637

+ 13 1402SEMA3B_uc003cyt.2_Missense_Mutation_p.T386I|SEMA3B_uc003cyv.2_Missense_Mutation_p.T274I|SEMA3B_uc003cyw.2_Missense_Mutation_p.T110I|SEMA3B_uc010hli.2_Missense_Mutation_p.T279I|SEMA3B_uc003cyx.2_Missense_Mutation_p.T273I|SEMA3B_uc003cyy.2_Missense_Mutation_p.T44I|SEMA3B_uc011bdo.1_Missense_Mutation_p.T44INM_004636 NP_004627 Q13214 SEM3B_HUMAN Sema. 6ACCTTTGGCACCTTCAGTTCC0.602

- 33 2785CACNA2D2_uc003dap.2_Missense_Mutation_p.S909N|CACNA2D2_uc003dao.2_5'FlankNM_006030 NP_006021 Q9NY47 CA2D2_HUMANExtracellular (Potential). 1ATCCACCTCACTGAAGAACCT0.547

+ 5 865MAPKAPK3_uc003daz.1_Missense_Mutation_p.Q90P|MAPKAPK3_uc003dba.1_Missense_Mutation_p.Q90P|MAPKAPK3_uc010hlr.1_Missense_Mutation_p.Q90PNM_004635 NP_004626 Q16644 MAPK3_HUMANProtein kinase. 2CATCACTGGCAGGCTTCTGGC0.542

+ 9 717 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0TATTGGGGAAGATACCGATGT0.458

+ 1 1428 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN RRM 3. 0CGCTTTGGGAGCATTCGGACC0.572

+ 1 1461 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN RRM 3. 0AAAGGAGATAGCTTTGCCTAT0.587

- 14 2789VPRBP_uc003dbf.1_Missense_Mutation_p.A150VNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN LisH. 2GGGCAGGTCAGCCTCTTTTGT0.502

+ 3 1483GRM2_uc003dbo.3_Intron|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANExtracellular (Potential). 1CCAGTTAACGGGCGCCGCCTC0.592

+ 4 2269GRM2_uc003dbo.3_Missense_Mutation_p.A59V|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANCytoplasmic (Potential). 1ATCAGTCCTGCCTCACAGGTG0.652

+ 5 511IQCF1_uc003dbq.3_Intron|IQCF3_uc010hlw.1_RNA|IQCF3_uc011bdw.1_RNANM_001085479 NP_001078948 P0C7M6 IQCF3_HUMAN 1CTGGTTGCTGCCCTCAGGGCC0.622

- 9 1070PCBP4_uc003dcb.1_Missense_Mutation_p.P191L|PCBP4_uc003dcc.1_Missense_Mutation_p.P246L|PCBP4_uc003dce.1_Silent_p.P226P|PCBP4_uc003dcf.1_Missense_Mutation_p.P225L|PCBP4_uc003dcg.1_Missense_Mutation_p.P191L|PCBP4_uc003dch.1_Missense_Mutation_p.P225L|PCBP4_uc003dci.1_Missense_Mutation_p.P65L|PCBP4_uc003dcj.1_Missense_Mutation_p.P225L|PCBP4_uc003dck.1_Missense_Mutation_p.P182L|PCBP4_uc003dcl.1_Missense_Mutation_p.P225LNM_033010 NP_127503 P57723 PCBP4_HUMAN 0TGTGGCAAAGGGGACCGCATG0.632

- 7 1087POC1A_uc003dcv.2_Missense_Mutation_p.D219N|POC1A_uc003dcw.2_Missense_Mutation_p.D257NNM_015426 NP_056241 Q8NBT0 POC1A_HUMAN WD 6. 0TCCATCAGGTCCAGGATCTTC0.597

+ 6 1059ALAS1_uc003dcz.1_Missense_Mutation_p.T241I|ALAS1_uc011bec.1_Missense_Mutation_p.T258INM_000688 NP_000679 P13196 HEM1_HUMAN 3TCCCTCATCACCAAAAAGCAA0.478

- 2 1910TLR9_uc003ddb.2_Missense_Mutation_p.R523CNM_017442 NP_059138 Q9NR96 TLR9_HUMANLRR 14.|Extracellular (Potential). 4CCGCTGATGCGGTTGTCCGAC0.642

+ 65 10643DNAH1_uc003ddv.2_Missense_Mutation_p.S319FNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3TTCTGTGTGTCCGACCTGGCC0.562

+ 23 2532 NM_015136 NP_055951 Q9NY15 STAB1_HUMANEGF-like 6.|Extracellular (Potential). 9CGAGTCCATGGGGGACTGTGG0.662

+ 34 3661 NM_015136 NP_055951 Q9NY15 STAB1_HUMANFAS1 4.|Extracellular (Potential). 9CTGGGGGAGGCCCTCTCCATG0.627

+ 54 5755STAB1_uc003dek.1_5'UTR|STAB1_uc003del.2_5'FlankNM_015136 NP_055951 Q9NY15 STAB1_HUMANExtracellular (Potential). 9CTGGAGCCACCCTGTCCTGAG0.637

- 24 4018PBRM1_uc003dex.2_RNA|PBRM1_uc003deq.2_Missense_Mutation_p.V1336I|PBRM1_uc003der.2_Missense_Mutation_p.V1304I|PBRM1_uc003det.2_Missense_Mutation_p.V1351I|PBRM1_uc003deu.2_Missense_Mutation_p.V1351I|PBRM1_uc003dev.2_RNA|PBRM1_uc003dew.2_Missense_Mutation_p.V1336I|PBRM1_uc010hmk.1_Missense_Mutation_p.V1311I|PBRM1_uc003dey.2_Splice_Site_p.E1310_splice|PBRM1_uc003dez.1_Missense_Mutation_p.V1335INM_181042 NP_060635 Q86U86 PB1_HUMAN 140GGTTCAATGACCTCACTATCT0.498

- 20 3316PBRM1_uc003dex.2_RNA|PBRM1_uc003deq.2_Missense_Mutation_p.A1102T|PBRM1_uc003der.2_Missense_Mutation_p.A1070T|PBRM1_uc003det.2_Missense_Mutation_p.A1117T|PBRM1_uc003deu.2_Missense_Mutation_p.A1117T|PBRM1_uc003dev.2_RNA|PBRM1_uc003dew.2_Missense_Mutation_p.A1102T|PBRM1_uc010hmk.1_Missense_Mutation_p.A1077T|PBRM1_uc003dey.2_Missense_Mutation_p.A1077T|PBRM1_uc003dez.1_Missense_Mutation_p.A1101T|PBRM1_uc003dfb.1_Missense_Mutation_p.A1014T|PBRM1_uc003dfa.1_Missense_Mutation_p.A448TNM_181042 NP_060635 Q86U86 PB1_HUMAN 140TCTGCATTTGCAAATACAGAG0.443

- 9 1037GLT8D1_uc003dfj.2_Missense_Mutation_p.D300N|GLT8D1_uc003dfk.2_Missense_Mutation_p.D300N|GLT8D1_uc003dfl.2_Missense_Mutation_p.D300N|GLT8D1_uc003dfm.2_Missense_Mutation_p.D300N|GLT8D1_uc003dfn.2_Missense_Mutation_p.D300N|GLT8D1_uc003dfo.1_Missense_Mutation_p.D300NNM_152932 NP_690909 Q68CQ7 GL8D1_HUMANLumenal (Potential). 0CACATAGGATCGATGGTAGAG0.453

- 12 1607ITIH4_uc011bel.1_Missense_Mutation_p.S254F|ITIH4_uc003dfy.2_Missense_Mutation_p.S388F|ITIH4_uc011bem.1_Missense_Mutation_p.S524F|ITIH4_uc011ben.1_Missense_Mutation_p.S524FNM_002218 NP_002209 Q14624 ITIH4_HUMAN 3TGCCACACTGGACTCCGTTTG0.577

+ 13 1295CACNA2D3_uc011beu.1_RNA|CACNA2D3_uc003dhg.1_Missense_Mutation_p.G322E|CACNA2D3_uc003dhh.1_RNA|CACNA2D3_uc010hmv.1_Missense_Mutation_p.G150ENM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential).|VWFA. 7GTTTTGACAGGATTTTTTACC0.483

- 3 972CACNA2D3_uc003dhf.2_Intron|CACNA2D3_uc003dhg.1_Intron|CACNA2D3_uc003dhh.1_IntronNM_020678 NP_065729 Q9HBL6 LRTM1_HUMANExtracellular (Potential). 0CGCAGGTTGGCCGGCCTTGGC0.597

+ 36 3119CACNA2D3_uc003dhg.1_Missense_Mutation_p.P930L|CACNA2D3_uc003dhh.1_RNANM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential). 7TCTGTGGCCCCCATCACCATG0.512

+ 13 1930CCDC66_uc003dhy.2_Splice_Site_p.D251_splice|CCDC66_uc003dhu.2_Splice_Site_p.D581_splice|CCDC66_uc003dhx.2_Splice_Site|CCDC66_uc003dia.2_5'UTRNM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1GTGCAAACAGGTATTTGTGTG0.274

- 17 3436C3orf63_uc003dib.3_Missense_Mutation_p.T231I|C3orf63_uc003dic.3_Missense_Mutation_p.T736I|C3orf63_uc003die.3_Missense_Mutation_p.T1173INM_015224 NP_056039 Q9UK61 CC063_HUMAN 5ATGATCAGAAGTCACCATTAA0.433

- 12 1749IL17RD_uc003dik.2_Missense_Mutation_p.D530N|IL17RD_uc010hna.2_Missense_Mutation_p.D410N|IL17RD_uc011bex.1_Missense_Mutation_p.D410NNM_017563 NP_060033 Q8NFM7 I17RD_HUMANCytoplasmic (Potential). 0GGCTCCTCGTCAATAAACTGG0.572

+ 22 2219ASB14_uc003dip.1_Intron|ASB14_uc003diq.2_IntronNM_012096 NP_036228 Q9UKG1 DP13A_HUMAN 1CTTAGCAGTAGCCAGTCAGAA0.443

+ 7 1229FLNB_uc010hne.2_Missense_Mutation_p.S355N|FLNB_uc003djk.2_Missense_Mutation_p.S355N|FLNB_uc010hnf.2_Missense_Mutation_p.S355N|FLNB_uc003djl.2_Missense_Mutation_p.S186N|FLNB_uc003djm.2_Missense_Mutation_p.S186NNM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 2. 19GGAGATGCCAGTAAAGTCACT0.507

+ 19 3010FLNB_uc010hne.2_Missense_Mutation_p.L949F|FLNB_uc003djk.2_Missense_Mutation_p.L949F|FLNB_uc010hnf.2_Missense_Mutation_p.L949F|FLNB_uc003djl.2_Missense_Mutation_p.L780F|FLNB_uc003djm.2_Missense_Mutation_p.L780FNM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 8. 19CAAGATAAAACTCAATGGGCT0.502

+ 22 4052FLNB_uc010hne.2_Missense_Mutation_p.P1296L|FLNB_uc003djk.2_Missense_Mutation_p.P1296L|FLNB_uc010hnf.2_Missense_Mutation_p.P1296L|FLNB_uc003djl.2_Missense_Mutation_p.P1127L|FLNB_uc003djm.2_Missense_Mutation_p.P1127LNM_001457 NP_001448 O75369 FLNB_HUMANFilamin 11.|Interaction with FBLP1. 19GAATACACACCCTTTGAGAAA0.597

+ 17 1576PXK_uc003djx.1_Missense_Mutation_p.A493T|PXK_uc003djy.1_Missense_Mutation_p.A476T|PXK_uc003dka.1_Missense_Mutation_p.A493T|PXK_uc003dkb.1_Missense_Mutation_p.A410T|PXK_uc003dkc.1_Missense_Mutation_p.A475T|PXK_uc011bfe.1_Missense_Mutation_p.A460T|PXK_uc010hnj.1_Missense_Mutation_p.A460T|PXK_uc003dkd.1_Missense_Mutation_p.A356T|PXK_uc010hnk.1_Missense_Mutation_p.A267TNM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1AGGATCTGGGGCCAGCTCACC0.532

- 3 988CADPS_uc003dlm.2_Missense_Mutation_p.V210I|CADPS_uc003dln.2_Missense_Mutation_p.V210INM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3TTCTTGAAGACCTCCCGGGAG0.567

+ 9 1893ATXN7_uc003dlv.2_Missense_Mutation_p.P447L|ATXN7_uc010hnv.2_Missense_Mutation_p.P447L|ATXN7_uc011bfn.1_Missense_Mutation_p.P302LNM_000333 NP_000324 O15265 ATX7_HUMAN Pro-rich. 0AAACCTAAACCTCACACCCCC0.507

- 6 969PSMD6_uc003dlz.1_Missense_Mutation_p.T266I|PSMD6_uc003dmb.1_Missense_Mutation_p.T368I|PSMD6_uc003dmc.1_Missense_Mutation_p.T276I|PSMD6_uc003dmd.1_Missense_Mutation_p.T277INM_014814 NP_055629 Q15008 PSMD6_HUMAN PCI. 2ATAGCCAAGGGTTAATGACCT0.368

- 25 3763ADAMTS9_uc011bfo.1_Missense_Mutation_p.A1216V|ADAMTS9_uc003dmh.1_Missense_Mutation_p.A1073V|ADAMTS9_uc011bfp.1_Missense_Mutation_p.A155VNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 8. 4CCAGTCCAAGGCCTTCCATTG0.552

- 20 2992ADAMTS9_uc011bfo.1_Missense_Mutation_p.S959N|ADAMTS9_uc003dmh.1_Missense_Mutation_p.S816N|ADAMTS9_uc003dmk.1_Missense_Mutation_p.S987N|ADAMTS9_uc011bfp.1_5'UTRNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 3. 4TTCACGGTTGCTTGGTTTGGG0.493



- 14 2757MAGI1_uc003dmm.2_Missense_Mutation_p.S744N|MAGI1_uc003dmo.2_Missense_Mutation_p.S744N|MAGI1_uc003dmp.2_Missense_Mutation_p.S744N|MAGI1_uc010hnx.1_Missense_Mutation_p.S27NNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6GTGCTGAGAACTATTCTGGCT0.517

- 2 1482LMOD3_uc003dnt.2_Missense_Mutation_p.G425RNM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN Potential. 1GGGGGCAGCCCCAACCCATTC0.542

- 2 459FRMD4B_uc003dnw.2_Intron|FRMD4B_uc003dnx.1_Missense_Mutation_p.E3K|FRMD4B_uc003dny.2_Missense_Mutation_p.E57KNM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4TGCCTGCCTTCTGTCATCTGC0.522

- 14 1938FOXP1_uc003dom.2_Missense_Mutation_p.V463I|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_Missense_Mutation_p.V538I|FOXP1_uc003dop.2_Missense_Mutation_p.V539I|FOXP1_uc003doq.1_Intron|FOXP1_uc003doi.2_Missense_Mutation_p.V439I|FOXP1_uc003doj.2_Missense_Mutation_p.V439I|FOXP1_uc003dok.2_Missense_Mutation_p.V352I|FOXP1_uc003dor.1_Missense_Mutation_p.V316INM_032682 NP_116071 Q9H334 FOXP1_HUMAN Fork-head. 2TGGAATTCTACTTCATCCACT0.413

- 11 1707SHQ1_uc010hod.2_Missense_Mutation_p.V445MNM_018130 NP_060600 Q6PI26 SHQ1_HUMAN 3GGCCCAGACACTCCAAGAGGC0.512

+ 1 1154PPP4R2_uc003dph.1_Intron|PPP4R2_uc003dpi.1_IntronNM_018029 NP_060499 Q6P2I7 EBLN2_HUMAN 0GGTTGGATCAGCTCAAGACCA0.438

- 10 3004PDZRN3_uc011bgh.1_Missense_Mutation_p.G627R|PDZRN3_uc010hoe.1_Missense_Mutation_p.G668R|PDZRN3_uc011bgf.1_Missense_Mutation_p.G687R|PDZRN3_uc011bgg.1_Missense_Mutation_p.G690RNM_015009 NP_055824 Q9UPQ7 PZRN3_HUMAN 7CAGTAGCGCCCCATCTTCATC0.662

+ 3 1182ROBO2_uc003dpz.2_Missense_Mutation_p.R180K|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.R180KNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANIg-like C2-type 2.|Extracellular (Potential). 11AAGGAAGAAAGAATAAGTGTG0.383

- 28 4643ROBO1_uc003dqb.2_Splice_Site_p.D1440_splice|ROBO1_uc003dqc.2_Splice_Site_p.D1379_splice|ROBO1_uc003dqd.2_Splice_Site_p.D1434_splice|ROBO1_uc010hoh.2_Splice_Site_p.D671_splice|ROBO1_uc011bgl.1_Splice_Site_p.D1051_spliceNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN 2AATGGACTCACCATCTGTGTA0.463

- 27 4100ROBO1_uc003dqb.2_Missense_Mutation_p.P1259S|ROBO1_uc003dqc.2_Missense_Mutation_p.P1198S|ROBO1_uc003dqd.2_Missense_Mutation_p.P1253S|ROBO1_uc010hoh.2_Missense_Mutation_p.P490S|ROBO1_uc011bgl.1_Missense_Mutation_p.P870SNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANCytoplasmic (Potential). 2GGTGGAGGAGGACTCACAGGC0.473

- 25 3740ROBO1_uc003dqb.2_Missense_Mutation_p.G1139S|ROBO1_uc003dqc.2_Missense_Mutation_p.G1078S|ROBO1_uc003dqd.2_Missense_Mutation_p.G1133S|ROBO1_uc010hoh.2_Missense_Mutation_p.G370S|ROBO1_uc011bgl.1_Missense_Mutation_p.G750SNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANCytoplasmic (Potential). 2TTCATGCCACCCTGTTTTGGT0.473

- 6 939POU1F1_uc010hoj.1_Missense_Mutation_p.V298MNM_000306 NP_000297 P28069 PIT1_HUMAN Homeobox. 2CTTGTTTTCACCCGTTTTTCT0.378

+ 2 1170 NM_000866 NP_000857 P30939 5HT1F_HUMANHelical; Name=7; (By similarity). 3GCTTGGGTATCTCAATTCCCT0.318

- 7 948PROS1_uc010hoo.2_Missense_Mutation_p.D72N|PROS1_uc003dqz.3_Missense_Mutation_p.D72NNM_000313 NP_000304 P07225 PROS_HUMANEGF-like 3; calcium-binding (Potential). 1GAGCATTCATCCACATCTATA0.378

+ 10 1554ARL13B_uc010hop.2_Missense_Mutation_p.A274V|ARL13B_uc003drd.2_Missense_Mutation_p.A316V|ARL13B_uc003dre.2_Missense_Mutation_p.A408V|ARL13B_uc003drf.2_Missense_Mutation_p.A423V|ARL13B_uc003drg.2_Missense_Mutation_p.A320VNM_182896 NP_878899 Q3SXY8 AR13B_HUMAN 0AACAGTGATGCTCATGATGTG0.413

- 2 236DHFRL1_uc003drj.2_Missense_Mutation_p.P24S|NSUN3_uc003drk.2_5'Flank|NSUN3_uc003drl.1_5'FlankNM_176815 NP_789785 Q86XF0 DYRL1_HUMAN DHFR. 0GGCGGCCTGGGCAGGTCCCCG0.498

+ 14 2726EPHA6_uc011bgp.1_3'UTR|EPHA6_uc003drs.3_Missense_Mutation_p.A287T|EPHA6_uc003drr.3_Missense_Mutation_p.A287T|EPHA6_uc003drt.2_Missense_Mutation_p.A287T|EPHA6_uc010hox.1_RNANM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANProtein kinase.|Cytoplasmic (Potential). 16AGACCTAGCGGCTCGGAATAT0.453

+ 8 859ST3GAL6_uc003dsy.2_Missense_Mutation_p.T122I|ST3GAL6_uc003dta.2_Missense_Mutation_p.T90I|ST3GAL6_uc003dtb.2_Missense_Mutation_p.T64I|ST3GAL6_uc003dtc.2_Missense_Mutation_p.T208I|ST3GAL6_uc010hpd.2_Missense_Mutation_p.T261INM_006100 NP_006091 Q9Y274 SIA10_HUMANLumenal (Potential). 1TTTCAGAACACTAATGGTTTT0.333

- 16 2597DCBLD2_uc003dte.2_Missense_Mutation_p.P759LNM_080927 NP_563615 Q96PD2 DCBD2_HUMANCytoplasmic (Potential). 3CAATTCGTCTGGGGCAGGTAG0.507

+ 8 754 NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1CTGGAGAAGCGTGTGGTGCAC0.458

+ 10 1201TBC1D23_uc003dts.2_Missense_Mutation_p.D342NNM_018309 NP_060779 Q9NUY8 TBC23_HUMAN Rhodanese. 2CTTTGTGGTGGATTGCCGTCC0.373

+ 7 606NIT2_uc011bha.1_Silent_p.E146ENM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1ATATCCAGGAGCTTTTAATCT0.493

+ 9 813 NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1TTCAGACATAGGTAAGATTTT0.483

- 3 426ABI3BP_uc003duo.2_Missense_Mutation_p.S107L|ABI3BP_uc003dup.3_Missense_Mutation_p.S107LNM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN 4ACCTGAACATGACTTCTTTTG0.393

- 24 3251SENP7_uc003duu.2_Missense_Mutation_p.G982D|SENP7_uc003duv.2_Missense_Mutation_p.G1014D|SENP7_uc003duw.2_Missense_Mutation_p.G981D|SENP7_uc003dux.2_Missense_Mutation_p.G883D|SENP7_uc003dus.2_Missense_Mutation_p.G235DNM_020654 NP_065705 Q9BQF6 SENP7_HUMAN Protease. 5GCTACTGCTGCCCTTCTGTTG0.413

- 4 367SENP7_uc003duu.2_Missense_Mutation_p.P86S|SENP7_uc003duv.2_Missense_Mutation_p.P53S|SENP7_uc003duw.2_Missense_Mutation_p.P86S|SENP7_uc003dux.2_Missense_Mutation_p.P53SNM_020654 NP_065705 Q9BQF6 SENP7_HUMAN 5GAAGTAACAGGACACCCTCGG0.294

+ 1 58CEP97_uc010hpm.1_Missense_Mutation_p.P11S|CEP97_uc011bhf.1_Missense_Mutation_p.P11S|CEP97_uc003dvl.1_5'FlankNM_024548 NP_078824 Q8IW35 CEP97_HUMAN 2CGCGGCTTTGCCTCCCGGAGA0.537

+ 4 602NFKBIZ_uc003dvo.2_Missense_Mutation_p.G63R|NFKBIZ_uc010hpo.2_Missense_Mutation_p.G63R|NFKBIZ_uc003dvq.2_Missense_Mutation_p.G163RNM_031419 NP_113607 Q9BYH8 IKBZ_HUMAN 2ATCATACAGTGGGAAAAGGAA0.388

+ 5 1010ALCAM_uc003dvw.1_Missense_Mutation_p.C157Y|ALCAM_uc003dvy.2_Missense_Mutation_p.C157Y|ALCAM_uc011bhh.1_Missense_Mutation_p.C106Y|ALCAM_uc010hpp.2_5'UTRNM_001627 NP_001618 Q13740 CD166_HUMANExtracellular (Potential).|Ig-like V-type 2. 3TTGGGTGACTGCATTTCAGAA0.443

- 19 3054CBLB_uc003dwa.2_Missense_Mutation_p.R126H|CBLB_uc011bhi.1_Missense_Mutation_p.R889HNM_170662 NP_733762 Q13191 CBLB_HUMANPro-rich.|Interaction with SH3KBP1. 9TGCAGTCCTGCGCGGTCGTGG0.453

- 7 1293CBLB_uc011bhi.1_Missense_Mutation_p.S346N|CBLB_uc003dwd.1_Missense_Mutation_p.S324N|CBLB_uc003dwe.1_Missense_Mutation_p.S324N|CBLB_uc011bhj.1_RNANM_170662 NP_733762 Q13191 CBLB_HUMANCbl-PTB.|SH2-like. 9TCCTTCCCTGCTGCCATCAAT0.418

- 40 5653 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TCTTCCTCTGCCTGCAATACA0.448

- 32 4400 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7TGCTGCAGAGCGGACCTTCCC0.652

- 9 1242KIAA1524_uc010hpv.1_5'Flank|KIAA1524_uc003dxc.1_Missense_Mutation_p.P166S|KIAA1524_uc010hpw.1_Missense_Mutation_p.P166SNM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3CTGCCAGGTGGAGACTGTTCA0.458

+ 9 1354CD96_uc003dxv.2_Missense_Mutation_p.T379I|CD96_uc003dxx.2_Missense_Mutation_p.T379I|CD96_uc010hpy.1_Missense_Mutation_p.T379INM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Pro/Ser/Thr-rich. 3ACAGAATCTACCCTTGACACC0.368

+ 3 626TAGLN3_uc003dyl.2_Missense_Mutation_p.S83L|TAGLN3_uc003dyn.2_Missense_Mutation_p.S83L|TAGLN3_uc003dyo.2_Missense_Mutation_p.S83LNM_001008272 NP_001008273 Q9UI15 TAGL3_HUMAN CH. 0ATCTCAGAGTCAAAGATGGCT0.473

- 20 2692SLC9A10_uc011bhu.1_Missense_Mutation_p.A87T|SLC9A10_uc010hqc.2_Missense_Mutation_p.A776TNM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5AAGCCAAAAGCCTTAAGAATT0.308

- 7 841SLC9A10_uc011bhu.1_Intron|SLC9A10_uc010hqc.2_Missense_Mutation_p.E207KNM_183061 NP_898884 Q4G0N8 S9A10_HUMANHelical; (Potential). 5CCCACGATCTCTTCAGCTACA0.303

- 3 311SLC9A10_uc011bhu.1_Splice_Site|SLC9A10_uc010hqc.2_Splice_Site_p.A30_spliceNM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5TTCAAAAATGCTGCAAAAAAT0.318

- 3 2115CCDC80_uc011bhv.1_Missense_Mutation_p.A633T|CCDC80_uc003dzg.2_Missense_Mutation_p.A633T|CCDC80_uc003dzh.1_Missense_Mutation_p.A633TNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2TTGTTCTCAGCCTTGGGAGCA0.423

- 2 2040CCDC80_uc011bhv.1_Missense_Mutation_p.P608S|CCDC80_uc003dzg.2_Missense_Mutation_p.P608S|CCDC80_uc003dzh.1_Missense_Mutation_p.P608SNM_199512 NP_955806 Q76M96 CCD80_HUMAN Lys-rich. 2GACTTCTTGGGACTCTGCGTG0.413

+ 4 890BOC_uc010hqi.2_Missense_Mutation_p.T90I|BOC_uc003dzy.2_Missense_Mutation_p.T90I|BOC_uc003dzz.2_Missense_Mutation_p.T90I|BOC_uc003dzw.1_Missense_Mutation_p.T90I|BOC_uc003eaa.1_Missense_Mutation_p.T90INM_033254 NP_150279 Q9BWV1 BOC_HUMANExtracellular (Potential).|Ig-like C2-type 1. 6ACCCACGGGACCCTCGTCATC0.602

- 14 2044CCDC52_uc003eaf.3_RNA|CCDC52_uc003eah.1_Missense_Mutation_p.P481SNM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0GTATCAATAGGTAAGGTCTTC0.408

- 5 607CCDC52_uc003eaf.3_RNA|CCDC52_uc003eah.1_Nonsense_Mutation_p.Q2*NM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0AACACATCTTGCATCTGGTAT0.333

- 7 5885KIAA2018_uc003eal.2_Missense_Mutation_p.A1769DNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3GAGGTGAGGGGCAAGTAAGCT0.448

- 7 5156KIAA2018_uc003eal.2_Missense_Mutation_p.P1526LNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN Gln-rich. 3ACTAGTTGAAGGGTTTTCACA0.498

- 7 1379KIAA2018_uc003eal.2_Missense_Mutation_p.S267NNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3GTCCTGTATGCTCAGGCAGGA0.473



- 1 155KIAA1407_uc011bin.1_RNA|KIAA1407_uc011bio.1_Silent_p.P41P|KIAA1407_uc011bip.1_Missense_Mutation_p.L3P|QTRTD1_uc003eay.2_5'Flank|QTRTD1_uc003eaz.2_5'Flank|QTRTD1_uc011biq.1_5'Flank|QTRTD1_uc011bir.1_5'FlankNM_020817 NP_065868 Q8NCU4 K1407_HUMAN 2CTGAGGCGCCAGGAGCATTTT0.587 rs140131124

- 7 1223IGSF11_uc011biv.1_Missense_Mutation_p.P298S|IGSF11_uc003ebx.2_Missense_Mutation_p.P302S|IGSF11_uc003eby.2_Missense_Mutation_p.P325S|IGSF11_uc003ebz.2_Missense_Mutation_p.P301S|IGSF11_uc010hqs.2_Missense_Mutation_p.P325SNM_001015887 NP_001015887 Q5DX21 IGS11_HUMANCytoplasmic (Potential). 0TGAACTTTTGGATTGTTGCTC0.448

+ 12 2660 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN Pro-rich. 2CTTCCCTGCTCCAGTCTCCAC0.592

- 2 431TMEM39A_uc003ecl.1_5'UTRNM_018266 NP_060736 Q9NV64 TM39A_HUMAN 2ACCAACCAAAGTCTGCAAAGA0.473

+ 4 959 NM_005513 NP_005504 P29083 T2EA_HUMAN 1ATTTGGTTGAGAGAAAGCACT0.408

+ 5 1010 NM_005513 NP_005504 P29083 T2EA_HUMAN 1TCCCCAGGGGGCATAGATATG0.393

- 10 820HCLS1_uc011bjj.1_Missense_Mutation_p.S195F|HCLS1_uc011bjk.1_RNANM_005335 NP_005326 P14317 HCLS1_HUMAN 0GGTACCACTAGAAGCTGCAGA0.522

- 13 4417GOLGB1_uc010hrc.2_Missense_Mutation_p.E1436K|GOLGB1_uc003eej.3_Missense_Mutation_p.E1397K|GOLGB1_uc011bjm.1_Missense_Mutation_p.E1317K|GOLGB1_uc010hrd.1_Missense_Mutation_p.E1395KNM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10TCTTCTTGTTCTATTATCTCT0.383

+ 3 815CASR_uc003eew.3_Missense_Mutation_p.G148DNM_000388 NP_000379 P41180 CASR_HUMANExtracellular (Potential). 7ACTGGCTCAGGCGTCTCCACG0.527

+ 1 244DTX3L_uc010hrj.2_Missense_Mutation_p.G52D|PARP9_uc003eff.3_5'Flank|PARP9_uc010hri.2_5'Flank|PARP9_uc011bjs.1_5'Flank|PARP9_uc003efg.2_5'Flank|PARP9_uc003efi.2_5'UTR|PARP9_uc003efh.2_5'UTR|PARP9_uc003efj.2_5'FlankNM_138287 NP_612144 Q8TDB6 DTX3L_HUMAN 4GAAGCCCCGGGCACCTTCCGG0.687

+ 14 4350PARP14_uc010hrk.2_RNA|PARP14_uc003efr.2_Missense_Mutation_p.V1148M|PARP14_uc003efs.1_Missense_Mutation_p.V1148MNM_017554 NP_060024 Q460N5 PAR14_HUMAN 6AACTTTTCGGGTGTGTGGTGA0.388

- 13 2485ADCY5_uc003egg.1_Missense_Mutation_p.R462W|ADCY5_uc003egi.1_Missense_Mutation_p.R388WNM_183357 NP_899200 O95622 ADCY5_HUMAN 4ATCTTGGACCGCACGATCTTC0.403

- 1 993 NM_183357 NP_899200 O95622 ADCY5_HUMANHelical; (Potential). 4AGAACACGGTCCACCAGATGC0.687

+ 27 4312KALRN_uc010hrv.1_Splice_Site_p.D1386_splice|KALRN_uc003ehf.1_Splice_Site_p.D1395_splice|KALRN_uc011bjy.1_Splice_Site_p.D1386_splice|KALRN_uc003ehh.1_Splice_Site_p.D741_spliceNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6CTTCTTTGATGTAAGCTGTGT0.408

+ 35 5405KALRN_uc003ehi.2_Missense_Mutation_p.P133S|KALRN_uc003ehk.2_Missense_Mutation_p.P63S|KALRN_uc003ehj.2_Missense_Mutation_p.P63SNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6TTCCCCGGGTCCCAAGCGCTC0.557

+ 60 9054KALRN_uc003ehk.2_Missense_Mutation_p.S1279NNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6AATGTCAAGAGCTACATTGTC0.527

- 5 1040 NM_002213 NP_002204 P18084 ITB5_HUMANVWFA.|Extracellular (Potential). 2ATCAAAGCCCCCCTCAGGGGC0.572

- 6 2806HEG1_uc011bke.1_Missense_Mutation_p.G1013ENM_020733 NP_065784 Q9ULI3 HEG1_HUMANExtracellular (Potential). 2AGGGATCAATCCAGTGGTAGC0.493

- 10 1688SLC12A8_uc003ehw.3_Missense_Mutation_p.A555V|SLC12A8_uc003eht.3_Missense_Mutation_p.A327V|SLC12A8_uc003ehu.3_Missense_Mutation_p.A279V|SLC12A8_uc010hry.2_Missense_Mutation_p.A279VNM_024628 NP_078904 A0AV02 S12A8_HUMAN 0CTCCCAGGAGGCAGCGGGCAA0.557

- 9 2330SLC12A8_uc003ehw.3_Intron|ZNF148_uc003ehz.3_Missense_Mutation_p.R615K|ZNF148_uc010hsa.2_Missense_Mutation_p.R615K|ZNF148_uc003eia.3_Missense_Mutation_p.R615K|ZNF148_uc003ehy.2_IntronNM_021964 NP_068799 Q9UQR1 ZN148_HUMAN 4TTGGCTAGTTCTGTCCAAAGC0.463

+ 11 1169CCDC37_uc010hsg.1_Missense_Mutation_p.G358DNM_182628 NP_872434 Q494V2 CCD37_HUMAN 2TCCAGCGGTGGCGACTCCAGA0.642

+ 13 1304CCDC37_uc010hsg.1_Missense_Mutation_p.L403RNM_182628 NP_872434 Q494V2 CCD37_HUMAN Potential. 2GAGCAGAACCTGTCGCTGATC0.597

+ 28 5057PLXNA1_uc003ejh.2_Missense_Mutation_p.G353SNM_032242 NP_115618 Q9UIW2 PLXA1_HUMANCytoplasmic (Potential). 3GGCACACCGGGGCTCAGCCCT0.627

- 1 144RUVBL1_uc003ekf.2_Intron|RUVBL1_uc010hss.2_Missense_Mutation_p.R14CNM_003707 NP_003698 Q9Y265 RUVB1_HUMAN 1GAGGCGATGCGCTGCGTCTTC0.627

+ 5 1221EEFSEC_uc003ekj.2_Missense_Mutation_p.D340NNM_021937 NP_068756 P57772 SELB_HUMAN 1TGATGAGGCCGACAAGAAGGC0.567

+ 4 429RAB7A_uc010hsv.1_Missense_Mutation_p.G66E|RAB7A_uc003ekt.2_Missense_Mutation_p.G42ENM_004637 NP_004628 P51149 RAB7A_HUMANGTP (By similarity). 0GACACAGCAGGACAGGAACGG0.502

+ 10 1179ACAD9_uc010hsw.1_Missense_Mutation_p.A203V|ACAD9_uc011bks.1_Missense_Mutation_p.A203V|ACAD9_uc003elb.2_Missense_Mutation_p.A203V|ACAD9_uc003elc.1_3'UTR|ACAD9_uc003eld.1_RNA|ACAD9_uc003ele.2_5'FlankNM_014049 NP_054768 Q9H845 ACAD9_HUMAN 3GCTGAGTACGCCTGCACAAGG0.264

- 3 346CNBP_uc003elr.3_Missense_Mutation_p.S40F|CNBP_uc011bku.1_IntronNM_003418 NP_003409 P62633 CNBP_HUMAN 0AAGAGACGAGGAAACAAACTG0.383

+ 6 495COPG_uc010htb.2_Missense_Mutation_p.T38INM_016128 NP_057212 Q9Y678 COPG_HUMAN 4TGCCAGATCACTGATGTGAGT0.562

+ 17 1808COPG_uc010htb.2_Missense_Mutation_p.S476PNM_016128 NP_057212 Q9Y678 COPG_HUMAN 4TCTAGAACCATCAGAAAAACC0.512

+ 24 2604COPG_uc010htb.2_Missense_Mutation_p.R741Q|C3orf37_uc003elt.2_5'Flank|C3orf37_uc003elu.2_5'Flank|C3orf37_uc003elv.2_5'Flank|C3orf37_uc003elw.2_5'FlankNM_016128 NP_057212 Q9Y678 COPG_HUMANInteraction with ZNF289/ARFGAP2. 4GGTGTGTTCCGGGGTGGTCAT0.517

- 7 1798MBD4_uc003emi.1_Intron|MBD4_uc003emj.1_Missense_Mutation_p.G535D|MBD4_uc003emk.1_Missense_Mutation_p.G223D|MBD4_uc011bkw.1_Missense_Mutation_p.G541DNM_003925 NP_003916 O95243 MBD4_HUMAN 2AGAGTCGTTGCCATATTTACC0.418

+ 19 2544IFT122_uc003eml.2_Missense_Mutation_p.A831T|IFT122_uc003emn.2_Missense_Mutation_p.A721T|IFT122_uc003emo.2_Missense_Mutation_p.A669T|IFT122_uc003emp.2_Missense_Mutation_p.A630T|IFT122_uc010htc.2_Missense_Mutation_p.A772T|IFT122_uc011bky.1_Missense_Mutation_p.A571T|IFT122_uc003emq.2_Missense_Mutation_p.A620T|IFT122_uc003emr.2_Missense_Mutation_p.A532T|IFT122_uc011bla.1_Missense_Mutation_p.A553T|IFT122_uc010hte.2_Missense_Mutation_p.A106T|IFT122_uc003ems.2_Missense_Mutation_p.A161T|IFT122_uc011bkx.1_Missense_Mutation_p.A620T|IFT122_uc010htd.1_Missense_Mutation_p.A259TNM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2GCACGTCAAGGCCATCGAGAT0.522 rs141746785

+ 24 3139IFT122_uc003eml.2_Missense_Mutation_p.S1029F|IFT122_uc003emn.2_Missense_Mutation_p.S919F|IFT122_uc003emo.2_Missense_Mutation_p.S868F|IFT122_uc003emp.2_Missense_Mutation_p.S828F|IFT122_uc010htc.2_Missense_Mutation_p.S971F|IFT122_uc011bky.1_Missense_Mutation_p.S769F|IFT122_uc003emq.2_Missense_Mutation_p.S818F|IFT122_uc003emr.2_Missense_Mutation_p.S731F|IFT122_uc011bla.1_Missense_Mutation_p.S752F|IFT122_uc010hte.2_Missense_Mutation_p.S304F|IFT122_uc003ems.2_Missense_Mutation_p.S360F|IFT122_uc011bkx.1_Missense_Mutation_p.S819FNM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2TTCAACATCTCCAGGTTCCTG0.522

+ 4 792 NM_000539 NP_000530 P08100 OPSD_HUMAN Cytoplasmic. 0TGTCCTGCAGGCCGCTGCCCA0.652

- 32 5342PLXND1_uc003emw.2_5'Flank|PLXND1_uc011blb.1_Missense_Mutation_p.A416TNM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANCytoplasmic (Potential). 1CTCTTCTCAGCCTGCTCCTCC0.577

- 16 3318 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANExtracellular (Potential).|IPT/TIG 3. 1GGGACTGATGGCCGTGATGAC0.672

- 5 1908 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANExtracellular (Potential). 1CAGGACGGTCATGGCAGGACA0.657

+ 2 410 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 1. 8AAATGGGAGAGACAAGAAACA0.502

+ 8 3725COL6A6_uc003eni.3_5'FlankNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANVWFA 7.|Nonhelical region. 8CTGTGAGGTGGGCACAGAGAC0.458

- 4 1906 NM_014602 NP_055417 Q99570 PI3R4_HUMAN HEAT 1. 12AAGAACTTTGGTCAACGTCCT0.428

+ 16 1463ATP2C1_uc011blg.1_Missense_Mutation_p.A448V|ATP2C1_uc011blh.1_Missense_Mutation_p.A409V|ATP2C1_uc011bli.1_Missense_Mutation_p.A448V|ATP2C1_uc003enk.2_Missense_Mutation_p.A398V|ATP2C1_uc003enm.2_Missense_Mutation_p.A414V|ATP2C1_uc003enn.2_Missense_Mutation_p.A398V|ATP2C1_uc003eno.2_Missense_Mutation_p.A414V|ATP2C1_uc003enp.2_Missense_Mutation_p.A414V|ATP2C1_uc003enq.2_Missense_Mutation_p.A414V|ATP2C1_uc003enr.2_Missense_Mutation_p.A414V|ATP2C1_uc003ens.2_Missense_Mutation_p.A414V|ATP2C1_uc003ent.2_Missense_Mutation_p.A414V|ATP2C1_uc003enu.2_Missense_Mutation_p.A92VNM_014382 NP_055197 P98194 AT2C1_HUMANCytoplasmic (By similarity). 1TGCAATGATGCTGTAATTAGA0.373

+ 43 5133 NM_015268 NP_056083 O75165 DJC13_HUMAN 2TATTGTAGGGGAGATTTTTGT0.338

- 24 3601NPHP3_uc003eoz.1_Missense_Mutation_p.S54F|NPHP3_uc003epd.1_Missense_Mutation_p.S417FNM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1ATATGCCAAAGAAGGGTGATC0.358

- 21 3147NPHP3_uc003epd.1_Missense_Mutation_p.P266SNM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1GCAGTATATGGATGGTCCGCA0.393

- 10 1659NPHP3_uc003epd.1_5'Flank|NPHP3_uc003epf.1_Missense_Mutation_p.V283MNM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1CCTCCAGACACGAGAAGAGGT0.388

- 8 1369NPHP3_uc003epf.1_Missense_Mutation_p.G186ENM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1TGCAGGATCTCCTGAGTGATC0.269



- 7 1236NPHP3_uc003epf.1_Missense_Mutation_p.P142SNM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1TTTCCTTCAGGGTTTTTCAGA0.373

+ 1 368 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Head. 0ACCCGCCGGGCCCTCGGCATC0.647

+ 6 1375 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Tail. 0GGACAGGGAGGAGAGCGGGTA0.532

+ 4 1027CDV3_uc003epp.3_Missense_Mutation_p.S191N|CDV3_uc003epr.2_Missense_Mutation_p.S89NNM_017548 NP_060018 Q9UKY7 CDV3_HUMAN 0GAAATCTACAGTGATACACAG0.463

+ 3 342 NM_021203 NP_067026 Q9Y5M8 SRPRB_HUMAN 1AACAATAACAGGGTAAGATGT0.393

- 10 1646SLCO2A1_uc003eqb.3_Missense_Mutation_p.V382I|SLCO2A1_uc011blv.1_Missense_Mutation_p.V277INM_005630 NP_005621 Q92959 SO2A1_HUMANExtracellular (Potential).|Kazal-like. 1TCTCCACAGACCGGGTGGAAG0.562

- 9 2471AMOTL2_uc003eqg.1_Missense_Mutation_p.S728N|AMOTL2_uc003eqh.1_Missense_Mutation_p.S725N|AMOTL2_uc010htx.1_5'Flank|AMOTL2_uc003eqe.1_Missense_Mutation_p.S353NNM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1AGTCTGGGTGCTCCCATCTCT0.637

+ 3 867EPHB1_uc010htz.1_RNA|EPHB1_uc011bly.1_IntronNM_004441 NP_004432 P54762 EPHB1_HUMANExtracellular (Potential).|Cys-rich. 30GCAGAGAGCACATCTCTGGTG0.507

- 2 1596MSL2_uc011bmb.1_Missense_Mutation_p.P214LNM_018133 NP_060603 Q9HCI7 MSL2_HUMAN 1CTGCAAATTAGGGCAACAGAC0.433

- 1 807MSL2_uc011bmb.1_5'FlankNM_018133 NP_060603 Q9HCI7 MSL2_HUMAN 1AAACGCCTTGGGGTCTCCGGG0.517

+ 9 976PCCB_uc003eqz.1_Missense_Mutation_p.E309K|PCCB_uc011bmc.1_Missense_Mutation_p.E329K|PCCB_uc011bmd.1_Missense_Mutation_p.E226KNM_000532 NP_000523 P05166 PCCB_HUMANCarboxyltransferase. 0TGTCCCTTTGGAATCAACCAA0.463

- 23 2573STAG1_uc003erb.1_Missense_Mutation_p.D761N|STAG1_uc003erc.1_Missense_Mutation_p.D535NNM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2ACCAACAAATCCTCCTGTAAG0.368

+ 5 800IL20RB_uc003erj.1_Intron|IL20RB_uc010hud.1_Missense_Mutation_p.R42KNM_144717 NP_653318 Q6UXL0 I20RB_HUMANExtracellular (Potential).|Fibronectin type-III 2. 1AAAATGGTGAGGAGTGGGGGT0.378

- 2 557DZIP1L_uc003err.1_Missense_Mutation_p.C65YNM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2GTCCAAGTTGCAGAAGGTGAT0.612

+ 13 1581ESYT3_uc010hug.2_RNANM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 2. 0TTCTTGGAGAGTGCCTGCAAC0.532

+ 15 1729ESYT3_uc010hug.2_Splice_SiteNM_031913 NP_114119 A0FGR9 ESYT3_HUMAN 0TACAAGTAAGGTAAGACAGCT0.438

- 18 1945CEP70_uc011bmk.1_Missense_Mutation_p.D563N|CEP70_uc011bml.1_Missense_Mutation_p.D565N|CEP70_uc011bmm.1_Missense_Mutation_p.D431NNM_024491 NP_077817 Q8NHQ1 CEP70_HUMAN 1ACAATGGCATCCAAGTCATCA0.279

+ 5 651FAIM_uc003esp.2_Missense_Mutation_p.G165S|FAIM_uc003esq.2_Missense_Mutation_p.G153S|FAIM_uc003ess.2_Missense_Mutation_p.G131SNM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0GTTGCTCCAGGGTGAGTTTGT0.398

+ 5 718FAIM_uc003esp.2_Missense_Mutation_p.A187V|FAIM_uc003esq.2_Missense_Mutation_p.A175V|FAIM_uc003ess.2_Missense_Mutation_p.A153VNM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0TACATAAAGGCTGTCAGTAGT0.398

- 22 3190PIK3CB_uc011bmn.1_Missense_Mutation_p.V576I|PIK3CB_uc011bmo.1_Missense_Mutation_p.V515I|PIK3CB_uc011bmp.1_Missense_Mutation_p.V651I|PIK3CB_uc003est.1_RNANM_006219 NP_006210 P42338 PK3CB_HUMAN PI3K/PI4K. 5TCTTTCCGAACTGTGTGGGCC0.408

- 1 858 NM_001013650 NP_001013672 Q6ZRT6 PR23B_HUMAN Pro-rich. 1GGCCAGAGCACAGGGTTCTGG0.622

- 4 623NMNAT3_uc003etk.2_Missense_Mutation_p.P158S|NMNAT3_uc003etl.2_RNA|NMNAT3_uc010hul.2_Missense_Mutation_p.P106SNM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0TTCTGCACAGGCTCCTTGGCC0.542

+ 2 294SLC25A36_uc003etp.2_Missense_Mutation_p.G20E|SLC25A36_uc003ets.2_Missense_Mutation_p.G20E|SLC25A36_uc003etq.2_5'UTR|SLC25A36_uc011bmz.1_Missense_Mutation_p.G20ENM_001104647 NP_001098117 Q96CQ1 S2536_HUMANSolcar 1.|Helical; Name=1; (Potential). 0GGTACAGTGGGAGCTATTCTG0.383

+ 8 3521ZBTB38_uc010hun.2_Missense_Mutation_p.A844T|ZBTB38_uc010huo.2_Missense_Mutation_p.A847T|ZBTB38_uc003ety.2_Missense_Mutation_p.A847T|ZBTB38_uc010hup.2_Missense_Mutation_p.A848TNM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3TGGAAACGAAGCCATTGTGAA0.423

+ 4 1507 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANAGC-kinase C-terminal. 5TGTGCCAGACCCTTCAGTGGT0.428

- 36 4184XRN1_uc010huu.2_Missense_Mutation_p.H840Y|XRN1_uc003eut.2_Missense_Mutation_p.H1373Y|XRN1_uc003euu.2_Missense_Mutation_p.H1374YNM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3TCATTCTTATGGTCCACAGTG0.358

- 2 203XRN1_uc003eut.2_Missense_Mutation_p.P46S|XRN1_uc003euu.2_Missense_Mutation_p.P46S|XRN1_uc003euw.2_Missense_Mutation_p.P46S|XRN1_uc011bnh.1_5'UTRNM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3TCATCATTAGGATGGGAGCAC0.318

- 40 6949ATR_uc003euy.1_Missense_Mutation_p.T162INM_001184 NP_001175 Q13535 ATR_HUMAN 20GTTAGCATGGGTACCCAGAAT0.373

- 34 5861 NM_001184 NP_001175 Q13535 ATR_HUMAN 20GTAATCTGGTCTAAAGGAAGT0.408

- 8 1155 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3GATAACAGTGCCGGCTAATAC0.438

- 12 1546 NM_173653 NP_775924 Q8IVB4 SL9A9_HUMAN 3TTTGGGCTGAGATTCTGTGTT0.463

- 18 2487PLOD2_uc003evq.1_Missense_Mutation_p.R342C|PLOD2_uc011bnm.1_Missense_Mutation_p.R627C|PLOD2_uc003evr.1_Missense_Mutation_p.R682CNM_000935 NP_000926 O00469 PLOD2_HUMANFe2OG dioxygenase. 2CGAAGAGAACGCTGTCGTTCA0.348

- 17 2388PLOD2_uc003evq.1_Missense_Mutation_p.E309K|PLOD2_uc011bnm.1_Missense_Mutation_p.E594K|PLOD2_uc003evr.1_Missense_Mutation_p.E649KNM_000935 NP_000926 O00469 PLOD2_HUMAN 2GCAATGAACTCCCGGATAAAA0.423

- 3 886ZIC4_uc003ewc.1_Missense_Mutation_p.P135S|ZIC4_uc011bno.1_Missense_Mutation_p.P255SNM_032153 NP_115529 Q8N9L1 ZIC4_HUMAN C2H2-type 3. 2AAAGGACAAGGGAAGGGCTTC0.517

+ 2 149 NM_001870 NP_001861 P15088 CBPA3_HUMAN 2GAAGCCCCAGGATGAAAAACA0.383

+ 17 3066CP_uc011bnr.1_Intron|HPS3_uc011bnq.1_Missense_Mutation_p.D811N|HPS3_uc003ewv.1_RNANM_032383 NP_115759 Q969F9 HPS3_HUMAN 6AGAACTGAAGGATTTCATGAA0.338

- 6 1410CP_uc011bnr.1_RNA|CP_uc003ewx.3_Missense_Mutation_p.A167V|CP_uc003ewz.2_Missense_Mutation_p.A386V|CP_uc010hvf.1_Missense_Mutation_p.A112VNM_000096 NP_000087 P00450 CERU_HUMANPlastocyanin-like 3.|F5/8 type A 2. 1ACCAGAGGGAGCATAGTTCCA0.413

+ 3 581 NM_004617 NP_004608 P48230 T4S4_HUMANExtracellular (Potential). 0ATCAACAAGGGTCCTAAATGC0.517

+ 8 585SERP1_uc003exz.2_Intron|EIF2A_uc003eyb.2_Missense_Mutation_p.G63E|EIF2A_uc003eyc.2_Missense_Mutation_p.G63E|EIF2A_uc011bnv.1_Missense_Mutation_p.G165E|EIF2A_uc011bnw.1_Missense_Mutation_p.G129E|EIF2A_uc003eyd.2_5'UTR|uc003eye.1_IntronNM_032025 NP_114414 Q9BY44 EIF2A_HUMAN 0TATGTTCCAGGAAGTAAAGGT0.328

- 4 667FAM194A_uc003eyh.2_Missense_Mutation_p.E58KNM_152394 NP_689607 Q7L0X2 F194A_HUMAN 3 ATGTATTTACCTCTTAACTTA0.418

- 1 710 NM_005067 NP_005058 O43255 SIAH2_HUMAN 2CGCAGCCGGGGACGGAGTGTG0.697

- 3 932CLRN1OS_uc011bny.1_Intron|CLRN1_uc003eyj.2_IntronNM_174878 NP_777367 P58418 CLRN1_HUMAN 0TTTTGCAAAAGGGAACTGAAA0.363

+ 4 492MED12L_uc011bnz.1_Missense_Mutation_p.P152S|MED12L_uc003eym.1_Missense_Mutation_p.P152S|MED12L_uc003eyn.2_Missense_Mutation_p.P152S|MED12L_uc003eyo.2_Missense_Mutation_p.P152SNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7ATATTCTGTGCCAATGGTTCG0.343

+ 4 541MED12L_uc011bnz.1_Missense_Mutation_p.S168F|MED12L_uc003eym.1_Missense_Mutation_p.S168F|MED12L_uc003eyn.2_Missense_Mutation_p.S168F|MED12L_uc003eyo.2_Missense_Mutation_p.S168FNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 GCCTATTATTCTGCTATATCT0.358

+ 14 2059MED12L_uc011bnz.1_Missense_Mutation_p.G534D|MED12L_uc003eyn.2_Missense_Mutation_p.G709D|MED12L_uc003eyo.2_Missense_Mutation_p.G674DNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7ACTTCGTTGGGCAGAAGAATG0.388

+ 35 5191MED12L_uc011bnz.1_Missense_Mutation_p.P1578L|MED12L_uc003eyy.1_Missense_Mutation_p.P881LNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7CACCCCATGCCCAAGCCCCGC0.577

+ 39 5968MED12L_uc011bnz.1_IntronNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCCGCACATTCCAACCCCGTG0.582



- 5 5518IGSF10_uc011bob.1_5'Flank|IGSF10_uc011boc.1_5'FlankNM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13ACAGGTGGTGCTGCAATGACT0.473

- 4 4523 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13GTGCCTTGAGGATTCGTGCAG0.493

- 3 613 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN LRR 6. 13ATATAGGAGACCATCTCTTGA0.433

- 22 3215PLCH1_uc011boj.1_Missense_Mutation_p.A980T|PLCH1_uc011bol.1_Missense_Mutation_p.A942TNM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4AGCGACAAAGCTCCCAGAAGG0.473

+ 3 1242VEPH1_uc003fbj.1_Intron|VEPH1_uc003fbk.1_Intron|VEPH1_uc010hvu.1_IntronNM_002852 NP_002843 P26022 PTX3_HUMAN Pentaxin. 1TGTTGGGTGGGGAGTCACAGA0.448

+ 3 534 uc003fcw.1_Intron NM_000882 NP_000873 P29459 IL12A_HUMAN 0TGATCATGAAGATATCACAAA0.368

+ 4 573IFT80_uc003fda.2_Intron|SMC4_uc003fdf.1_RNA|SMC4_uc003fdg.1_Missense_Mutation_p.D154N|SMC4_uc010hwc.1_Intron|SMC4_uc003fdi.2_Missense_Mutation_p.D129N|SMC4_uc003fdj.2_Missense_Mutation_p.D154N|SMC4_uc010hwd.2_Missense_Mutation_p.D154N|uc011boz.1_5'Flank|MIR15B_hsa-mir-15b|MI0000438_5'Flank|uc003fdk.2_5'Flank|MIR16-2_hsa-mir-16-2|MI0000115_5'FlankNM_001002800 NP_001002800 Q9NTJ3 SMC4_HUMAN 2TGAACACAAGGACATTCAGAG0.303

- 3 866 NM_001040100 NP_001035189 Q8NFR3 SSPTB_HUMANLumenal (Potential). 0AAACATAGATCGCTCCCAGGG0.428

- 3 309 NM_001041 NP_001032 P14410 SUIS_HUMANLumenal.|P-type 1. 14ACCTCTGTTGGGAATTGTTCT0.289

- 7 1672MECOM_uc010hwk.1_Missense_Mutation_p.G491E|MECOM_uc003ffj.3_Missense_Mutation_p.G533E|MECOM_uc011bpi.1_Missense_Mutation_p.G469E|MECOM_uc003ffn.3_Missense_Mutation_p.G468E|MECOM_uc003ffk.2_Missense_Mutation_p.G468E|MECOM_uc003ffl.2_Missense_Mutation_p.G628E|MECOM_uc011bpj.1_Missense_Mutation_p.G656E|MECOM_uc011bpk.1_Missense_Mutation_p.G458E|MECOM_uc010hwn.2_Missense_Mutation_p.G656ENM_005241 NP_005232 Q03112 EVI1_HUMAN 14ATTCACAGCTCCTGACACCGC0.398

- 7 1746CLDN11_uc011bpt.1_Intron|uc003fha.1_IntronNM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5TGTGTTGGTGGCTGGGCCAGA0.507

- 16 2089TNIK_uc003fhi.2_Intron|TNIK_uc003fhj.2_Missense_Mutation_p.P553S|TNIK_uc003fhk.2_Missense_Mutation_p.P582S|TNIK_uc003fhl.2_Intron|TNIK_uc003fhm.2_Intron|TNIK_uc003fhn.2_Missense_Mutation_p.P553S|TNIK_uc003fho.2_IntronNM_015028 NP_055843 Q9UKE5 TNIK_HUMANMediates interaction with NEDD4. 5AGCATGGGGGGTGTTCGAGCA0.527 rs148174466

+ 4 986NLGN1_uc010hww.1_Missense_Mutation_p.T228I|NLGN1_uc003fip.1_Missense_Mutation_p.T188INM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANExtracellular (Potential). 7ATGGAAGGTACTGGAAATTTA0.433

- 5 484TBL1XR1_uc003fix.3_Missense_Mutation_p.G75D|TBL1XR1_uc011bpz.1_5'UTR|TBL1XR1_uc003fiy.2_Missense_Mutation_p.G75DNM_024665 NP_078941 Q9BZK7 TBL1R_HUMAN F-box-like. 1TATTGGTCGACCATCAAACAA0.363

- 1 120MRPL47_uc003fka.2_5'UTR|MRPL47_uc003fkb.2_Missense_Mutation_p.G33E|NDUFB5_uc003fkc.2_5'Flank|NDUFB5_uc003fkd.2_5'Flank|NDUFB5_uc003fke.2_5'FlankNM_020409 NP_065142 Q9HD33 RM47_HUMAN 0CATCACTTACCCTGTGCAGGC0.507

+ 5 468NDUFB5_uc003fkd.2_RNA|NDUFB5_uc003fke.2_Missense_Mutation_p.A95TNM_002492 NP_002483 O43674 NDUB5_HUMAN 1AGCTGAAAAGGCTGAATTACG0.383

+ 14 1346FXR1_uc003fkp.2_Missense_Mutation_p.P357S|FXR1_uc003fkr.2_Missense_Mutation_p.P442S|FXR1_uc011bqj.1_Missense_Mutation_p.P356S|FXR1_uc003fks.2_Missense_Mutation_p.P385S|FXR1_uc011bqk.1_Missense_Mutation_p.P393S|FXR1_uc011bql.1_Missense_Mutation_p.P429SNM_005087 NP_005078 P51114 FXR1_HUMANRNA-binding RGG-box. 1CAGGAGACGCCCAGGAGGAAG0.532

+ 3 311KLHL24_uc003flw.2_Missense_Mutation_p.G6R|KLHL24_uc003flx.2_Missense_Mutation_p.G6RNM_017644 NP_060114 Q6TFL4 KLH24_HUMAN 1ACTAATATTGGGACGCAGACT0.378

+ 3 426DVL3_uc011bqw.1_Missense_Mutation_p.P96S|DVL3_uc003fmt.2_5'UTR|DVL3_uc003fmu.2_5'FlankNM_004423 NP_004414 Q92997 DVL3_HUMAN 3TGCTGATAACCCATCGGAGCT0.602

+ 1 1549FAM131A_uc003fob.1_Intron|FAM131A_uc003foc.2_Intron|FAM131A_uc003foe.2_IntronNM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1CACCTGTGCTCCCTGGCCTGG0.582

+ 3 2173FAM131A_uc003fob.1_Missense_Mutation_p.A178V|FAM131A_uc003foc.2_Missense_Mutation_p.A216V|FAM131A_uc003foe.2_Missense_Mutation_p.A216VNM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1CCACTGGAGGCCCAGGACTCA0.692

- 2 248CLCN2_uc003foh.2_5'Flank|CLCN2_uc010hya.1_Missense_Mutation_p.R42C|CLCN2_uc011brl.1_Missense_Mutation_p.R42C|CLCN2_uc011brm.1_Missense_Mutation_p.R42C|CLCN2_uc011brn.1_Missense_Mutation_p.R42C|POLR2H_uc003foj.1_5'FlankNM_004366 NP_004357 P51788 CLCN2_HUMANCytoplasmic (By similarity). 0CCTCCCAGGCGAATCCGAGCA0.627

+ 10 2296 NM_004443 NP_004434 P54753 EPHB3_HUMANCytoplasmic (Potential). 11CCTAATGAGGCTGTTCGGGAG0.542

+ 7 1277MAP3K13_uc011brt.1_Splice_Site_p.W130_splice|MAP3K13_uc003fph.3_Splice_Site_p.W105_splice|MAP3K13_uc011bru.1_Splice_Site_p.W193_splice|MAP3K13_uc003fpi.2_Splice_Site_p.W337_splice|MAP3K13_uc010hyg.2_Splice_Site_p.W27_spliceNM_004721 NP_004712 O43283 M3K13_HUMAN 3CGCTACTGTAGGTCTTTTGGA0.418

- 10 1381DGKG_uc003fqb.2_Missense_Mutation_p.P282S|DGKG_uc003fqc.2_Missense_Mutation_p.P282S|DGKG_uc011brx.1_Missense_Mutation_p.P282SNM_001346 NP_001337 P49619 DGKG_HUMANPhorbol-ester/DAG-type 1. 5CAGTAGGTTGGTTTCTTGAAG0.567

+ 4 644FETUB_uc011brz.1_Intron|FETUB_uc003fqn.2_Missense_Mutation_p.R128K|FETUB_uc003fqo.2_Missense_Mutation_p.R23K|FETUB_uc010hyr.2_Missense_Mutation_p.R91K|FETUB_uc010hys.2_Intron|FETUB_uc003fqp.3_IntronNM_014375 NP_055190 Q9UGM5 FETUB_HUMANCystatin fetuin-B-type 1. 2AACCCAAGTAGAGTTCTCTAT0.333

+ 4 292EIF4A2_uc003fqt.2_RNA|EIF4A2_uc003fqu.2_Missense_Mutation_p.A86T|EIF4A2_uc003fqv.2_Intron|EIF4A2_uc003fqw.2_Intron|EIF4A2_uc011bsb.1_5'Flank|MIR1248_hsa-mir-1248|MI0006383_5'Flank|SNORA81_uc010hyv.1_5'Flank|SNORA63_uc010hyw.1_5'Flank|SNORA4_uc010hyx.1_5'FlankNM_001967 NP_001958 Q14240 IF4A2_HUMANHelicase ATP-binding. 4TGGCAAGACAGCCACATTTGC0.443

- 1 365 NM_021101 NP_066924 O95832 CLD1_HUMANExtracellular (Potential). 1ATCCACAGCCCCTCGTACATG0.607

- 1 1022FGF12_uc003fsy.2_IntronNM_021032 NP_066360 P61328 FGF12_HUMAN 4TACTGACCTGGTCTCCGCCTC0.662

- 5 641ATP13A4_uc003fte.1_Splice_Site_p.R178_splice|ATP13A4_uc011bsr.1_Splice_SiteNM_032279 NP_115655 Q4VNC1 AT134_HUMAN 2ATGCATGGTACCTAATCTCCT0.318

- 2 96 NM_004488 NP_004479 P40197 GPV_HUMANLRRNT.|Extracellular (Potential). 3GCAAGCTGGCGGACAGGGGAA0.662

- 15 2072ATP13A3_uc003ftz.1_Missense_Mutation_p.G263DNM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1AAGTGGATCACCAGAGAGCAC0.318

+ 3 961MUC20_uc010hzp.2_Missense_Mutation_p.V244M|MUC20_uc011bte.1_RNANM_152673 NP_689886 Q8N307 MUC20_HUMANInvolved in oligomerization. 0CACGGAAGGGGTGAAGGCCTC0.542

- 19 2489TFRC_uc003fwa.3_Missense_Mutation_p.A736T|TFRC_uc010hzy.2_Missense_Mutation_p.A655T|TFRC_uc011btr.1_Missense_Mutation_p.A454TNM_003234 NP_003225 P02786 TFR1_HUMANExtracellular (Potential).|Ligand-binding. 3GTAGCTAGAGCCAACTGGTTT0.463

- 4 1182RNF168_uc010iah.2_Missense_Mutation_p.S48NNM_152617 NP_689830 Q8IYW5 RN168_HUMAN 0 TTTGTTCTTACTTTTCTTTTC0.363

+ 3 1233 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential).|LRR 13. 3GCCCCCCGGAGCGCTCACCGA0.642

+ 3 1750 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential).|LRR 19. 3AATTGCTTGACCACCTTCCCA0.572

+ 3 2047 NM_198565 NP_940967 Q86YC3 LRC33_HUMANExtracellular (Potential). 3CGGCTGGACCTGGGCCTGCTC0.627

+ 2 439SENP5_uc011bty.1_Missense_Mutation_p.L64FNM_152699 NP_689912 Q96HI0 SENP5_HUMAN 3AAAGAAAGCTCTTCAAATCCA0.403

+ 2 1750SENP5_uc011bty.1_Missense_Mutation_p.V501INM_152699 NP_689912 Q96HI0 SENP5_HUMAN 3ACAGCTGTCAGTCTGTCTTTC0.438

- 20 2927KIAA0226_uc003fyd.3_Missense_Mutation_p.C870Y|MIR922_hsa-mir-922|MI0005714_5'FlankNM_014687 NP_055502 Q92622 RUBIC_HUMAN Cys-rich. 0ACACGCTTTACACTCTACTCA0.582

- 16 2435KIAA0226_uc003fyd.3_Missense_Mutation_p.H706R|KIAA0226_uc003fye.1_Missense_Mutation_p.H483RNM_014687 NP_055502 Q92622 RUBIC_HUMAN 0GGCATTCTCGTGGCAGCACTG0.522

- 14 2216KIAA0226_uc003fyd.3_Missense_Mutation_p.A633V|KIAA0226_uc003fye.1_Missense_Mutation_p.A410VNM_014687 NP_055502 Q92622 RUBIC_HUMAN 0GTAGATGTCAGCGTGCTGCCC0.577

+ 9 1243LRCH3_uc003fyj.1_Missense_Mutation_p.R413Q|LRCH3_uc011bum.1_Intron|LRCH3_uc011bun.1_Intron|LRCH3_uc003fyk.2_Missense_Mutation_p.R8QNM_032773 NP_116162 Q96II8 LRCH3_HUMAN 1GAACAGCGGCGAATCTCTCAT0.428

+ 6 1591ZNF595_uc003fzu.1_Intron|ZNF718_uc003fzt.3_Intron|ZNF595_uc011bus.1_Missense_Mutation_p.P247S|ZNF595_uc011but.1_Missense_Mutation_p.P247SNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0TGGCGAGAAACCCTACAAATG0.393

+ 5 1197ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0AAACCCTACACATGTGAAGAA0.408

- 5 828ABCA11P_uc003gac.2_Missense_Mutation_p.T47I|ABCA11P_uc003gad.2_RNA|ABCA11P_uc011buv.1_3'UTR|ABCA11P_uc010ibd.1_Missense_Mutation_p.T98I 0CAAGTTTGGAGTAGTGAGTGC0.413



- 3 1617ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.V341E|ZNF721_uc010ibe.2_Missense_Mutation_p.V297ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1TTTGCCACATACTTCACATGT0.388

+ 7 1361PIGG_uc003gaj.3_Missense_Mutation_p.L409F|PIGG_uc011bux.1_RNA|PIGG_uc010ibf.2_Missense_Mutation_p.L276F|PIGG_uc003gal.3_Missense_Mutation_p.L320F|PIGG_uc003gai.2_RNA|PIGG_uc011buw.1_Missense_Mutation_p.L287F|PIGG_uc003gam.2_Intron|PIGG_uc003gan.2_Missense_Mutation_p.L320FNM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANLumenal (Potential). 4CTCCAAGGTTCTCAGGCAGTA0.493

+ 11 2707PIGG_uc003gaj.3_Splice_Site_p.Q849_splice|PIGG_uc011bux.1_Splice_Site|PIGG_uc010ibf.2_Splice_Site_p.Q724_splice|PIGG_uc003gal.3_Splice_Site_p.Q768_spliceNM_001127178 NP_001120650 Q5H8A4 PIGG_HUMAN 4CTATTTTCAGGTAGGTTTTCA0.343

- 6 890MFSD7_uc003gaw.2_Missense_Mutation_p.G20D|MFSD7_uc003gax.2_Missense_Mutation_p.G277D|MFSD7_uc003gaz.2_Missense_Mutation_p.G159D|MFSD7_uc003gba.2_Missense_Mutation_p.G181D|MFSD7_uc003gbb.1_Missense_Mutation_p.G213DNM_032219 NP_115595 Q6UXD7 MFSD7_HUMAN 0ACTGGAGTGGCCGCTTGCACA0.637

- 16 2055GAK_uc003gbn.3_Splice_Site_p.R540_splice|GAK_uc010ibk.1_Splice_Site_p.R513_splice|GAK_uc003gbl.3_Splice_Site_p.R483_spliceNM_005255 NP_005246 O14976 GAK_HUMAN 4GCTGCACTCACCGCATCTTGT0.647

- 16 1960DGKQ_uc010ibn.2_Missense_Mutation_p.G616ENM_001347 NP_001338 P52824 DGKQ_HUMAN DAGKc. 1CTGGACTCACCCGGGAAGAGG0.662

- 4 2175SLC26A1_uc003gbx.2_Intron|IDUA_uc003gby.2_Intron|IDUA_uc003gbz.2_Intron|IDUA_uc003gca.2_Intron|SLC26A1_uc003gcc.2_Missense_Mutation_p.R599SNM_213613 NP_998778 Q9H2B4 S26A1_HUMAN STAS. 1CCAGCGCAGCCCTGGTGCTAA0.711

- 3 887LETM1_uc010icc.2_5'Flank|LETM1_uc011bvg.1_Missense_Mutation_p.R197KNM_012318 NP_036450 O95202 LETM1_HUMANMitochondrial intermembrane (Potential).|LETM1. 1CATTACCTGCCTGCGCTCCCG0.393

- 21 2354POLN_uc010icg.1_Missense_Mutation_p.T233I|POLN_uc010ich.1_3'UTRNM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4AGCCACTGCAGTGAAGACATG0.607

- 2 471POLN_uc011bvi.1_Intron|HAUS3_uc011bvj.1_Missense_Mutation_p.L81F|HAUS3_uc003get.1_Missense_Mutation_p.L81FNM_024511 NP_078787 Q68CZ6 HAUS3_HUMAN 4CACGTTTTAAGAGCTTCATCC0.388

+ 15 2317ADD1_uc003gfn.2_RNA|ADD1_uc003gfo.2_3'UTR|ADD1_uc003gfp.2_3'UTR|ADD1_uc003gfq.2_Missense_Mutation_p.S741F|ADD1_uc003gfs.2_3'UTRNM_001119 NP_001110 P35611 ADDA_HUMAN 1AGCGATGGGTCTCCAGGCAAG0.637

+ 10 1292 NM_002111 NP_002102 P42858 HD_HUMAN 4GGAGCTGTTGCAGCAGCTCTT0.557

+ 10 1376 NM_002111 NP_002102 P42858 HD_HUMAN 4CGCTGCTAAGGAGGAGTCTGG0.527

+ 21 2843 NM_002111 NP_002102 P42858 HD_HUMAN 4TCATCATTATACAGGGGTAAG0.383

+ 40 5234 NM_002111 NP_002102 P42858 HD_HUMAN 4TGTTCTTTCTCGTATTCAGGA0.423

+ 54 7472 NM_002111 NP_002102 P42858 HD_HUMAN 4GGAGTTCCTCCAGGAAAAGGA0.522

+ 56 7679 NM_002111 NP_002102 P42858 HD_HUMAN 4CACCTCACTGGTGCTCAGTGC0.587 rs3025814

+ 7 1581DOK7_uc003ghe.2_Missense_Mutation_p.P366L|DOK7_uc003ghf.2_3'UTR|DOK7_uc003ghg.1_IntronNM_173660 NP_775931 Q18PE1 DOK7_HUMAN 1AACCCCCCTCCTTGAGAGCCG0.662

- 2 451 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3GTAATGACTGCAAACAATGTG0.373

+ 3 929ZBTB49_uc003ghv.2_5'UTR|ZBTB49_uc010icy.2_RNA|ZBTB49_uc010icz.2_5'UTRNM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2CCTTACCACGGTAGAGAGCCA0.522

+ 6 1634ZBTB49_uc003ghv.2_Splice_Site|ZBTB49_uc010icy.2_Splice_Site|ZBTB49_uc010icz.2_IntronNM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2TGTGGTCGAGGTACAGCTGAG0.413

- 3 251 NM_018659 NP_061129 Q9NRR1 CYTL1_HUMAN 1GCCACAAAGTCCCGCAGCTTG0.552

- 14 2317EVC2_uc011bwb.1_Nonsense_Mutation_p.Q195*|EVC2_uc003gik.2_Nonsense_Mutation_p.Q675*NM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5GCTGAGTTCTGCAGGCGCCGC0.652

+ 9 1407EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_IntronNM_153717 NP_714928 P57679 EVC_HUMAN 2GAGCTGCTGGCTGGTGAGGGG0.652

+ 14 2181EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_IntronNM_153717 NP_714928 P57679 EVC_HUMAN 2CGGCTATCGGGGAAGAAGCAC0.677

+ 8 1181MAN2B2_uc003gje.1_Missense_Mutation_p.G382E|MAN2B2_uc011bwf.1_Missense_Mutation_p.G331ENM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2TTGTATGCCGGGGAGTCCATG0.677

+ 7 1743KIAA0232_uc003gjq.3_Missense_Mutation_p.R427KNM_014743 NP_055558 Q92628 K0232_HUMAN 2TACCGAAACAGACAGGATACA0.408

+ 7 1883KIAA0232_uc003gjq.3_Missense_Mutation_p.P474SNM_014743 NP_055558 Q92628 K0232_HUMAN 2TGTAGAAATGCCTGCAGTTAT0.368

- 1 1085TADA2B_uc003gjw.3_5'Flank|TADA2B_uc010idi.2_5'FlankNM_153376 NP_699207 Q2M329 CCD96_HUMAN Potential. 0GCTGCCCATGGCCTGCATCAC0.627

+ 8 957SH3TC1_uc003gkw.3_Missense_Mutation_p.P210S|SH3TC1_uc003gkx.3_RNANM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3TCTTAGGATCCCCCAGGACCC0.582

- 2 1179 NM_005114 NP_005105 O14792 HS3S1_HUMAN 1AAATATTCGTGCAGTTTATTG0.493

- 2 493 NM_005114 NP_005105 O14792 HS3S1_HUMAN 1GATGATGATGGTCTGCGGCAA0.677

- 5 710RAB28_uc003gmt.2_Splice_Site_p.S165_splice|RAB28_uc011bwz.1_Splice_Site_p.S165_splice|RAB28_uc003gmv.2_Splice_SiteNM_001017979 NP_001017979 P51157 RAB28_HUMAN 2ATTTTACTTACAGAGTCTCCT0.338

- 10 4339BOD1L_uc010idr.1_Missense_Mutation_p.D745NNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6TTGGCCATGTCCACTAAGCCA0.398

- 3 529BOD1L_uc010idr.1_5'UTR|BOD1L_uc010ids.1_RNANM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6GGGTCCACAACCTGAGAAATA0.378

+ 32 4300CC2D2A_uc003gnx.2_Missense_Mutation_p.S1244N|CC2D2A_uc003gnz.1_RNA|CC2D2A_uc003goa.1_RNANM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN 3GACCTCTGGAGCACATCTGAT0.378

+ 1 67 MED28_uc003gpj.2_RNANM_025205 NP_079481 Q9H204 MED28_HUMAN 0TCCCCCTCAGGCCCCGCCGGG0.627

+ 18 2895NCAPG_uc011bxj.1_Missense_Mutation_p.A416TNM_022346 NP_071741 Q9BPX3 CND3_HUMAN HEAT 10. 1CCAAGCTGAAGCAGCACAGGA0.338

+ 27 3047SLIT2_uc003gps.1_Missense_Mutation_p.G940DNM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 1. 11TGTCCATATGGTTTCAAGGTA0.388

- 19 3456GPR125_uc010ieo.1_Missense_Mutation_p.G920E|GPR125_uc003gql.1_Missense_Mutation_p.G191ENM_145290 NP_660333 Q8IWK6 GP125_HUMANCytoplasmic (Potential). 1CGAGCTCCGTCCTGGGCAGCA0.517

- 17 2838GPR125_uc010ieo.1_Missense_Mutation_p.A714V|GPR125_uc003gql.1_5'UTRNM_145290 NP_660333 Q8IWK6 GP125_HUMANCytoplasmic (Potential). 1GCATCTTTTAGCTTTTTTAGT0.403 rs145912220

- 3 355PPARGC1A_uc003gqt.2_Splice_Site|PPARGC1A_uc011bxp.1_Splice_Site|PPARGC1A_uc010ier.1_Splice_SiteNM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8CATCTATCTTCTGCAGAAAGA0.448

- 8 1403 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN EAR 5. 0GCGGGTAAGGGAAAGGTAGAG0.532

+ 1 3272PCDH7_uc011bxw.1_Missense_Mutation_p.P708L|PCDH7_uc011bxx.1_Missense_Mutation_p.P755LNM_002589 NP_002580 O60245 PCDH7_HUMANExtracellular (Potential).|Cadherin 7. 4TTACTGCCACCTTCGAGTAAT0.458

+ 2 4367PCDH7_uc011bxw.1_Missense_Mutation_p.G1073DNM_002589 NP_002580 O60245 PCDH7_HUMAN 4ACGCCGGATGGCAGTGTTGGT0.517

+ 3 4538PCDH7_uc011bxw.1_Missense_Mutation_p.S1130NNM_002589 NP_002580 O60245 PCDH7_HUMAN 4GAACGAGGAAGCCAGGAAAAG0.547

+ 9 1863TBC1D1_uc011byd.1_Missense_Mutation_p.S507F|TBC1D1_uc010ifd.2_Missense_Mutation_p.S254F|TBC1D1_uc011byf.1_Missense_Mutation_p.S378FNM_015173 NP_055988 Q86TI0 TBCD1_HUMAN 1TTAACAGAGTCTTTAGAAAGT0.363



- 2 971TLR10_uc003gtj.2_Missense_Mutation_p.P198S|TLR10_uc003gtk.2_Missense_Mutation_p.P198SNM_030956 NP_112218 Q9BXR5 TLR10_HUMANExtracellular (Potential). 2GTGTCCATTGGTAAAACAATG0.348

+ 3 502FAM114A1_uc011byh.1_Intron|FAM114A1_uc011byg.1_Missense_Mutation_p.P109LNM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1TCCGAAATACCCCTGCAAGAA0.483

+ 8 1753KLHL5_uc003gtp.2_Missense_Mutation_p.E514K|KLHL5_uc003gtq.2_Missense_Mutation_p.E373K|KLHL5_uc003gtr.1_Missense_Mutation_p.E560K|KLHL5_uc003gtt.2_Missense_Mutation_p.E499KNM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN Kelch 2. 1GGCTGTACTGGAAGGTCCCAT0.448

+ 1 160WDR19_uc010ifl.1_Splice_Site|WDR19_uc003gtu.1_Splice_Site_p.K2_splice|WDR19_uc011byi.1_Splice_SiteNM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1GGAGATGAAGGTAAATAACTT0.572

+ 11 1187WDR19_uc010ifl.1_Missense_Mutation_p.V162I|WDR19_uc003gtu.1_Missense_Mutation_p.V345I|WDR19_uc011byi.1_Missense_Mutation_p.V185I|WDR19_uc003gtw.1_5'UTRNM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN WD 6. 1CTCACTTCATGTTTTCCTGAC0.483

+ 18 2268WDR19_uc011byi.1_Missense_Mutation_p.G545D|WDR19_uc003gtw.1_Missense_Mutation_p.G302DNM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1GGAAATGTTGGCATAGTGATG0.358

+ 30 3416WDR19_uc011byi.1_Missense_Mutation_p.D928N|WDR19_uc003gtw.1_Missense_Mutation_p.D685NNM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1TATGTGTCAGGATGCCAAGTA0.428

- 15 2185RFC1_uc003gtx.1_Missense_Mutation_p.S683NNM_002913 NP_002904 P35251 RFC1_HUMAN 4CTTCAAACTGCTCTTACTCCG0.408

- 5 818UGDH_uc011byp.1_Missense_Mutation_p.A71T|UGDH_uc003gul.1_Missense_Mutation_p.A101TNM_003359 NP_003350 O60701 UGDH_HUMAN 4TCCTTGATGGCTGTTCCCTCT0.473

+ 15 2113LIMCH1_uc003gvv.3_Missense_Mutation_p.D687N|LIMCH1_uc003gvw.3_Missense_Mutation_p.D687N|LIMCH1_uc003gvx.3_Missense_Mutation_p.D675N|LIMCH1_uc003gwe.3_Missense_Mutation_p.D687N|LIMCH1_uc003gvy.3_Missense_Mutation_p.D516N|LIMCH1_uc003gwa.3_Missense_Mutation_p.D528N|LIMCH1_uc003gvz.3_Missense_Mutation_p.D1072N|LIMCH1_uc011byu.1_Missense_Mutation_p.D521N|LIMCH1_uc003gwc.3_Missense_Mutation_p.D533N|LIMCH1_uc003gwd.3_Missense_Mutation_p.D521N|LIMCH1_uc011byv.1_Missense_Mutation_p.D438N|LIMCH1_uc011byw.1_5'UTRNM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4GCTGAAGAATGATGTGTCGGA0.478

+ 21 2686LIMCH1_uc003gvv.3_Missense_Mutation_p.G878R|LIMCH1_uc003gvw.3_Missense_Mutation_p.G877R|LIMCH1_uc003gvx.3_Missense_Mutation_p.G890R|LIMCH1_uc003gwe.3_Missense_Mutation_p.G801R|LIMCH1_uc003gvy.3_Missense_Mutation_p.G706R|LIMCH1_uc003gwa.3_Missense_Mutation_p.G718R|LIMCH1_uc003gvz.3_Missense_Mutation_p.G1262R|LIMCH1_uc011byu.1_Missense_Mutation_p.G711R|LIMCH1_uc003gwc.3_Missense_Mutation_p.G723R|LIMCH1_uc003gwd.3_Missense_Mutation_p.G711R|LIMCH1_uc011byv.1_Missense_Mutation_p.G628R|LIMCH1_uc011byw.1_Missense_Mutation_p.G177RNM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4ATCATTCCAGGGAGATGACAG0.403

+ 1 205SLC30A9_uc011byx.1_5'UTRNM_006345 NP_006336 Q6PML9 ZNT9_HUMAN 3TCCCTGTGCCGGCTCCGTCTG0.706

+ 2 694 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMANCytoplasmic (Potential). 2AGGGCACCCTCCCGGCAGTCC0.672

- 9 1455 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANCytoplasmic (Probable). 2TTGGCAATGCGTATGTGTATC0.403

- 7 952 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2CATTCTTCTGCTCAGGTCAAA0.308

+ 8 1236ATP10D_uc003gxl.1_5'UTR|ATP10D_uc003gxj.3_Missense_Mutation_p.P358SNM_020453 NP_065186 Q9P241 AT10D_HUMANExtracellular (Potential). 3TGTTCCCGAGCCTGATGGACA0.353

+ 12 2317ATP10D_uc003gxl.1_IntronNM_020453 NP_065186 Q9P241 AT10D_HUMANCytoplasmic (Potential). 3CAGCCATTGGCCTGCAACCTG0.572

- 23 2872NFXL1_uc003gxo.2_Missense_Mutation_p.V224I|NFXL1_uc003gxp.2_Missense_Mutation_p.V899I|NFXL1_uc003gxq.3_RNA|NFXL1_uc010igi.2_Missense_Mutation_p.V899INM_152995 NP_694540 Q6ZNB6 NFXL1_HUMANHelical; (Potential). 3AACACTACAACCACAACTCCA0.353

+ 2 136 NM_207330 NP_997213 Q6NVV3 NIPA3_HUMANExtracellular (Potential). 0TCTGGTCTGTCCAAACTCCTC0.463

+ 5 643 NM_207330 NP_997213 Q6NVV3 NIPA3_HUMANExtracellular (Potential). 0ACAAGAAGAGGAAGTCACATC0.408

- 62 9087FRYL_uc003gye.1_Missense_Mutation_p.E10K|FRYL_uc003gyf.1_Missense_Mutation_p.E218K|FRYL_uc003gyg.1_Missense_Mutation_p.E1518KNM_015030 NP_055845 O94915 FRYL_HUMAN 1AGCTCCAATTCCTAGAAATAA0.294

- 55 8160FRYL_uc003gyf.1_5'Flank|FRYL_uc003gyg.1_Missense_Mutation_p.P1215S|FRYL_uc003gyi.1_Missense_Mutation_p.P1407S|FRYL_uc003gyj.1_Missense_Mutation_p.P814SNM_015030 NP_055845 O94915 FRYL_HUMAN 1GGATGGTCTGGTATTGTTTCA0.408

- 48 7114FRYL_uc003gyg.1_Missense_Mutation_p.Y866C|FRYL_uc003gyi.1_Missense_Mutation_p.Y1058C|FRYL_uc003gyj.1_Missense_Mutation_p.Y465CNM_015030 NP_055845 O94915 FRYL_HUMAN 1GTCATGCAGGTATCTGCACAC0.348

+ 8 910OCIAD1_uc003gyr.2_Missense_Mutation_p.T218I|OCIAD1_uc003gyp.2_Intron|OCIAD1_uc003gys.2_Intron|OCIAD1_uc003gyq.2_Intron|OCIAD1_uc010igk.2_Missense_Mutation_p.T223INM_017830 NP_060300 Q9NX40 OCAD1_HUMAN 0ACACAAAAGACTGACCCCTCA0.348

+ 11 1578CWH43_uc011bzl.1_Missense_Mutation_p.E439KNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3AACAATTTTGGAGAGTGATGC0.388

- 4 1713 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3ACGGCTTGAGCCAGAGACAGC0.502

- 4 1488 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3GGTGTTGTCCCCGCACTGTCC0.557

- 8 1743PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.P400L|LNX1_uc003hah.3_RNANM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4AGGATGGAGGGGCTGAAGGCA0.433

- 6 1391PDGFRA_uc003haa.2_Intron|LNX1_uc003haf.3_Missense_Mutation_p.S283G|LNX1_uc003hah.3_IntronNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN p.A379A(1) 4ACATGAAAGCTGTCATCTCGG0.542

+ 3 564PDGFRA_uc003haa.2_Intron|PDGFRA_uc003hal.2_Missense_Mutation_p.S78N|PDGFRA_uc010igq.1_Intron|PDGFRA_uc003ham.2_RNANM_006206 NP_006197 P16234 PGFRA_HUMANIg-like C2-type 1.|Extracellular (Potential). 674GAAAACAACAGCGGCCTTTTT0.493

+ 5 552KIAA1211_uc010iha.2_Missense_Mutation_p.P47L|KIAA1211_uc011bzz.1_5'Flank|KIAA1211_uc003hbl.2_5'Flank|KIAA1211_uc003hbm.1_5'FlankNM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2CAGCGGTCACCCAATGCCATT0.478

+ 8 2492KIAA1211_uc010iha.2_Missense_Mutation_p.G694S|KIAA1211_uc011bzz.1_Missense_Mutation_p.G611S|KIAA1211_uc003hbm.1_Missense_Mutation_p.G587SNM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2CACTCCCAGGGGCCGGTGTGA0.582

+ 11 4001KIAA1211_uc010iha.2_Missense_Mutation_p.D1197NNM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2TTCCACCCCGGATGCTGCCCC0.512

- 7 957 NM_002703 NP_002694 Q06203 PUR1_HUMANGlutamine amidotransferase type-2. 0AATTTCTCCAGGCAAGACTTC0.328

+ 4 545PAICS_uc011cac.1_Missense_Mutation_p.T105I|PAICS_uc003hbt.1_Missense_Mutation_p.T112I|PAICS_uc003hbu.1_Missense_Mutation_p.T105I|PAICS_uc010ihd.1_Missense_Mutation_p.T106INM_006452 NP_006443 P22234 PUR6_HUMANSAICAR synthetase. 0AGAATAGCAACTGGTTCTTTT0.393

- 6 1871 NM_032313 NP_115689 Q8NC60 CD014_HUMAN 2AGGAGGAAATCCTGCCATTCG0.373

- 29 2760 NM_018227 NP_060697 A0AVT1 UBA6_HUMAN 0ACTTACCAAGCCAGAAACTGT0.418

+ 3 954UGT2B7_uc010ihq.2_Missense_Mutation_p.G303DNM_001074 NP_001065 P16662 UD2B7_HUMAN 2GGAGAAAATGGTGTTGTGGTG0.443

+ 5 240STATH_uc003hev.1_Missense_Mutation_p.P34SNM_003154 NP_003145 P02808 STAT_HUMANHydrophobic; inhibits precipitation of calcium phosphate salts.1TCAGCCAGTTCCAGAACAACC0.378

+ 4 845MUC7_uc011cau.1_Missense_Mutation_p.P186Q|MUC7_uc003hfj.2_Missense_Mutation_p.P186Q|uc011cav.1_RNANM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 1.|Thr-rich. 4TCAGCTCCACCAGAGACCACA0.582

+ 13 976 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4TATGGGCGGTGACTTCACTCT0.587

+ 9 2730 NM_031889 NP_114095 Q9NRM1 ENAM_HUMAN 3CCCAGCTGGGCTTCAGAAAAA0.433

- 4 855GRSF1_uc011caz.1_Missense_Mutation_p.P140S|GRSF1_uc003hfs.2_Missense_Mutation_p.P96SNM_002092 NP_002083 Q12849 GRSF1_HUMAN RRM 2. 0CAACTATAAGGAAGTCCTCTC0.398

- 11 1546GC_uc003hgd.2_Missense_Mutation_p.E343K|GC_uc010iie.2_Missense_Mutation_p.E465K|GC_uc010iif.2_Missense_Mutation_p.E484KNM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 3. 3TTTCCTACCTCTGAATCACAG0.428

- 2 111 NM_014243 NP_055058 O15072 ATS3_HUMAN 2TTCTTCATTACCAGCCTGGAA0.368 rs143125991

- 29 6748ANKRD17_uc003hgo.2_Missense_Mutation_p.P2098S|ANKRD17_uc003hgq.2_Missense_Mutation_p.P1960S|ANKRD17_uc003hgr.2_Missense_Mutation_p.P2210SNM_032217 NP_115593 O75179 ANR17_HUMAN 10ACACTGTGAGGTCTTTTAATG0.448

+ 3 347EREG_uc003hid.2_Missense_Mutation_p.A55TNM_001432 NP_001423 O14944 EREG_HUMANExtracellular (Potential). 2TCCACGTGTGGCTCAAGTGTC0.398



+ 12 1541USO1_uc003hiv.2_Missense_Mutation_p.E291K|USO1_uc003hiw.2_Missense_Mutation_p.E291KNM_003715 NP_003706 O60763 USO1_HUMANGlobular head.|ARM 9. 3CACCCAGAAAGAACAGTTGCT0.433

+ 22 2916USO1_uc003hiv.2_Missense_Mutation_p.A756V|USO1_uc003hiw.2_Missense_Mutation_p.A749VNM_003715 NP_003706 O60763 USO1_HUMAN Potential. 3GTGCTCTTGGCCGATCAAGAT0.323

- 11 1600PPEF2_uc003hiy.2_RNA|PPEF2_uc003hiz.1_Missense_Mutation_p.E415KNM_006239 NP_006230 O14830 PPE2_HUMAN Catalytic. 4CGGGAGGGCTCCTCTTTCTCT0.677

- 16 1420SDAD1_uc003hjf.3_Missense_Mutation_p.T337I|SDAD1_uc011cbr.1_Missense_Mutation_p.T397INM_018115 NP_060585 Q9NVU7 SDA1_HUMAN 1GTGAATCAAAGTTCTAGCAGA0.383

- 2 310SDAD1_uc003hjf.3_5'UTR|SDAD1_uc011cbr.1_Missense_Mutation_p.A64VNM_018115 NP_060585 Q9NVU7 SDA1_HUMAN 1TCTTACCTGTGCCATAAACAT0.353

+ 2 1232STBD1_uc003hjy.2_3'UTR|STBD1_uc011cbv.1_3'UTR|STBD1_uc011cbw.1_Missense_Mutation_p.G180ENM_003943 NP_003934 O95210 STBD1_HUMANCBM20.|Cytoplasmic (Potential). 1GTAGAGAATGGGGGAGTTACC0.478

+ 11 1525FRAS1_uc003hkw.2_Missense_Mutation_p.A362V|FRAS1_uc003hky.1_Missense_Mutation_p.A66V|FRAS1_uc003hkz.2_Missense_Mutation_p.A66VNM_025074 NP_079350 Q86XX4 FRAS1_HUMANVWFC 6.|Extracellular (Potential). 5TCATCAAATGCTAGTGAAGTT0.299

+ 18 2566FRAS1_uc003hkw.2_Missense_Mutation_p.G709D|FRAS1_uc003hky.1_Missense_Mutation_p.G413D|FRAS1_uc003hkz.2_Missense_Mutation_p.G413D|FRAS1_uc003hla.1_Missense_Mutation_p.G220DNM_025074 NP_079350 Q86XX4 FRAS1_HUMANFU 7.|Extracellular (Potential). 5GAGAGCACTGGCATATGTGAA0.522

+ 4 623BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_Missense_Mutation_p.P153SNM_198892 NP_942595 Q9NSY1 BMP2K_HUMANProtein kinase. 1TTTTACAGAACCAGAAGTGTT0.363

+ 10 1365BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_Missense_Mutation_p.A400VNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1AAAGTCCTTGCTCCTGGTGAA0.433

- 1 640 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN 2CACATACCCGCCCTTCTTCAG0.532

- 1 1631 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TACCATGCTACTCACTATAAA0.403

- 4 401SEC31A_uc011ccl.1_Missense_Mutation_p.M79I|SEC31A_uc003hnl.2_Missense_Mutation_p.M79I|SEC31A_uc003hng.2_Missense_Mutation_p.M79I|SEC31A_uc003hnh.2_Missense_Mutation_p.M79I|SEC31A_uc003hni.2_Missense_Mutation_p.M79I|SEC31A_uc003hnj.2_Missense_Mutation_p.M79I|SEC31A_uc011ccm.1_Missense_Mutation_p.M74I|SEC31A_uc011ccn.1_Missense_Mutation_p.M79I|SEC31A_uc003hnk.2_Missense_Mutation_p.M79I|SEC31A_uc003hnm.2_Missense_Mutation_p.M79I|SEC31A_uc003hnn.1_Missense_Mutation_p.M79I|SEC31A_uc003hno.2_Missense_Mutation_p.M79INM_001077207 NP_001070675 O94979 SC31A_HUMAN WD 1. 8CTTTGGAATCCATTTTATAAG0.333

- 9 1147MRPS18C_uc011ccu.1_Intron|FAM175A_uc003hot.2_Missense_Mutation_p.R189Q|FAM175A_uc003hov.2_Missense_Mutation_p.R252QNM_139076 NP_620775 Q6UWZ7 F175A_HUMAN 1ATCTAACAACCGAGATCTCTT0.393

- 67 10771WDFY3_uc003hpc.2_Missense_Mutation_p.E210KNM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN FYVE-type. 3TCACCACCTTCATCCTTCACC0.542

- 60 9469WDFY3_uc003hpe.1_Missense_Mutation_p.P632SNM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3TGTCCTACAGGTTCTTTGAGT0.348

- 53 8587WDFY3_uc003hpe.1_Missense_Mutation_p.P338SNM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN BEACH. 3GGGAAGACAGGATACTGCATG0.343

- 32 5408 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3CCAGTCAAAACCCAGTGTCTT0.343

- 21 3808 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3ACGTAATGTTGCTCAGAAGAA0.398

- 15 2837 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3TGATCAGTACCTTTTCCTGGA0.413

+ 3 1434AFF1_uc011ccx.1_Nonsense_Mutation_p.Q284*|AFF1_uc003hqh.1_Nonsense_Mutation_p.Q350*|AFF1_uc011ccy.1_Nonsense_Mutation_p.Q350*|AFF1_uc011ccz.1_Nonsense_Mutation_p.Q350*|AFF1_uc003hqk.3_Nonsense_Mutation_p.Q343*|AFF1_uc011cda.1_IntronNM_005935 NP_005926 P51825 AFF1_HUMAN 1GATGCCTTCTCAGTCAGTTGA0.483

+ 11 2800AFF1_uc011ccz.1_Missense_Mutation_p.S805N|AFF1_uc003hqk.3_Missense_Mutation_p.S798N|AFF1_uc011cda.1_Missense_Mutation_p.S436NNM_005935 NP_005926 P51825 AFF1_HUMAN 1AAGAAGCACAGCTCTGAGAAG0.582

+ 15 3290AFF1_uc011ccz.1_Splice_Site_p.K968_splice|AFF1_uc003hqk.3_Splice_Site_p.K961_splice|AFF1_uc011cda.1_Splice_Site_p.K599_spliceNM_005935 NP_005926 P51825 AFF1_HUMAN 1CTCTTTTTCAGACAACAAGCA0.358

- 5 635HSD17B13_uc010ikk.2_Missense_Mutation_p.A155VNM_178135 NP_835236 Q7Z5P4 DHB13_HUMAN 0GCCAACAGCGGCAAATTTGCT0.438 rs80182459

- 6 1011 NM_016245 NP_057329 Q8NBQ5 DHB11_HUMAN 2ATAGAAGATGGAATAAAAATC0.363

- 4 744 NM_016245 NP_057329 Q8NBQ5 DHB11_HUMAN 2GCTGCCGAAGCCACAGTGACA0.403

+ 6 1267DMP1_uc003hqw.2_Missense_Mutation_p.S372NNM_004407 NP_004398 Q13316 DMP1_HUMAN 2GAGGAGGACAGCTCGCACACA0.542

+ 4 1532MEPE_uc010ikn.2_Missense_Mutation_p.S385FNM_020203 NP_064588 Q9NQ76 MEPE_HUMAN 3CAACCCCATTCCAACAGGAGG0.478

+ 23 3082HERC6_uc011cdj.1_Missense_Mutation_p.V931I|HERC6_uc011cdk.1_RNA|HERC6_uc011cdl.1_RNANM_017912 NP_060382 Q8IVU3 HERC6_HUMAN HECT. 5AATGGAAATAGTATTTCGCTG0.353

+ 14 1982HERC5_uc011cdm.1_Missense_Mutation_p.R248KNM_016323 NP_057407 Q9UII4 HERC5_HUMAN 9GTATGCAGAAGGTACTTGTGG0.343

+ 1 901FAM13A_uc003hsh.1_5'FlankNM_145715 NP_663761 Q4W5G0 TIGD2_HUMAN DDE. 0CTTCCTGTGACATATTACAGT0.423

+ 9 1369SMARCAD1_uc003htb.3_Missense_Mutation_p.E372K|SMARCAD1_uc003htd.3_Missense_Mutation_p.E372K|SMARCAD1_uc010ila.2_Missense_Mutation_p.E235K|SMARCAD1_uc011cdw.1_5'FlankNM_020159 NP_064544 Q9H4L7 SMRCD_HUMAN 4TTCACTAGATGAGGACTATAG0.358

- 6 892 NM_000673 NP_000664 P40394 ADH7_HUMAN 3TCTGACAGCACCTCACTGATG0.448

- 12 2014PPP3CA_uc003hvu.2_Splice_Site_p.A447_splice|PPP3CA_uc010ilj.2_Splice_Site_p.A405_splice|PPP3CA_uc003hvt.2_Splice_Site_p.A434_splice|PPP3CA_uc003hvs.2_Splice_Site_p.A380_splice|PPP3CA_uc010ilk.2_Splice_Site_p.A215_spliceNM_000944 NP_000935 Q08209 PP2BA_HUMAN 2AGCCTGCTTACCGCTTTGCAG0.517

+ 4 1037BANK1_uc003hvx.3_Splice_Site_p.E240_splice|BANK1_uc010ill.2_Splice_Site_p.E122_splice|BANK1_uc003hvz.3_Splice_Site_p.E225_spliceNM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3AAAGCTTTAGGTAAGAATGTT0.318

+ 12 2387BANK1_uc003hvx.3_Nonsense_Mutation_p.Q690*|BANK1_uc010ill.2_Nonsense_Mutation_p.Q572*|BANK1_uc003hvz.3_Nonsense_Mutation_p.Q675*NM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3TAAACACTGGCAGATGGGAAA0.438

+ 23 3135NFKB1_uc011cep.1_Missense_Mutation_p.A891T|NFKB1_uc011cer.1_Missense_Mutation_p.A710TNM_003998 NP_003989 P19838 NFKB1_HUMANDeath.|Interaction with CFLAR. 5AGTGATCCAGGCAGCCTCCAG0.537

+ 24 3318NFKB1_uc011cep.1_Missense_Mutation_p.L952F|NFKB1_uc011cer.1_Missense_Mutation_p.L771FNM_003998 NP_003989 P19838 NFKB1_HUMANInteraction with CFLAR. 5ACTGCTAACTCTCAACAAAAT0.507

- 3 311INTS12_uc010ilr.2_Missense_Mutation_p.G18DNM_020395 NP_065128 Q96CB8 INT12_HUMAN 0ATGCAAGAAACCTAGTGCTTT0.403

+ 4 1196GSTCD_uc003hxx.2_Missense_Mutation_p.R375K|GSTCD_uc003hxy.3_Missense_Mutation_p.R288K|GSTCD_uc011cfb.1_5'UTR|GSTCD_uc010ils.1_Missense_Mutation_p.R375KNM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2GGAGGACCAAGACCAACCATG0.358

- 9 1208PAPSS1_uc011cfh.1_RNANM_005443 NP_005434 O43252 PAPS1_HUMANAdenylyl-sulfate kinase. 1TCCAATCAGCCAATCTCCTTG0.333

+ 2 465GAR1_uc003hzu.2_Missense_Mutation_p.G53D|GAR1_uc010imh.1_Missense_Mutation_p.G53D|GAR1_uc010imi.2_Missense_Mutation_p.G53DNM_018983 NP_061856 Q9NY12 GAR1_HUMAN RGG-box 1. 0GGACGAGGGGGTGGCCGCGGA0.284

+ 12 2174 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5TCCTCTAATCCTAGTGGAAAT0.398

- 12 3649C4orf21_uc003iav.2_RNANM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0GATATTTCAGCCACTTGCTCT0.413

- 6 1888C4orf21_uc003iaw.2_Nonsense_Mutation_p.W559*NM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0TGTCCTTTACCCAACTCTCTG0.373

+ 4 624LARP7_uc003iaz.2_Missense_Mutation_p.G123R|LARP7_uc003iba.2_Missense_Mutation_p.G37R|LARP7_uc003ibb.2_Missense_Mutation_p.G116RNM_016648 NP_057732 Q4G0J3 LARP7_HUMANHTH La-type RNA-binding. 3AAAACCTCTGGGGGAAAGACC0.348

+ 12 1923LARP7_uc003iaz.2_Missense_Mutation_p.E556K|LARP7_uc003iba.2_Missense_Mutation_p.E470K|LARP7_uc003ibb.2_Missense_Mutation_p.E549KNM_016648 NP_057732 Q4G0J3 LARP7_HUMAN 3TCAGCCTCGGGAAAAGAAAAG0.353



+ 38 4856ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_5'Flank|ANK2_uc011cgb.1_Missense_Mutation_p.G1601RNM_001148 NP_001139 Q01484 ANK2_HUMAN 14GTCTGAGAGAGGATTAGTTGA0.413

+ 38 8331ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_Missense_Mutation_p.A46V|ANK2_uc011cgb.1_Missense_Mutation_p.A2759VNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TCCCATTTAGCTGAAGACCGT0.418

+ 38 9150ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_Missense_Mutation_p.P319L|ANK2_uc011cgb.1_Missense_Mutation_p.P3032LNM_001148 NP_001139 Q01484 ANK2_HUMAN 14TCTTTCGAGCCTACTATGTCC0.398

- 17 2224CAMK2D_uc003ibj.2_Nonsense_Mutation_p.W455*|CAMK2D_uc003ibk.2_Nonsense_Mutation_p.W455*|CAMK2D_uc003ibo.3_Nonsense_Mutation_p.W489*|CAMK2D_uc003ibm.2_Nonsense_Mutation_p.W469*|CAMK2D_uc003ibn.2_Nonsense_Mutation_p.W466*|CAMK2D_uc003ibl.2_Nonsense_Mutation_p.W455*NM_001221 NP_001212 Q13557 KCC2D_HUMAN 1CCCGGCGGTGCCACACACGAG0.488

- 2 571 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 1. 1CTCATTTTTGCCGCCACGAAG0.423 rs72677056

- 11 1676SEC24D_uc003ich.3_RNA|SEC24D_uc003icj.3_Missense_Mutation_p.M469I|SEC24D_uc003icl.2_RNA|SEC24D_uc010imz.1_RNANM_014822 NP_055637 O94855 SC24D_HUMAN 0TTTTTTCCAGCATGGTCTTCA0.363 rs143804876

- 10 1455SEC24D_uc003ich.3_RNA|SEC24D_uc003icj.3_Missense_Mutation_p.P396S|SEC24D_uc003icl.2_RNA|SEC24D_uc010imz.1_RNANM_014822 NP_055637 O94855 SC24D_HUMAN 0TAGAATGGTGGAACTAATAAA0.318

- 5 700SEC24D_uc003icj.3_Missense_Mutation_p.P143L|SEC24D_uc003icl.2_RNA|SEC24D_uc010imz.1_RNA|SEC24D_uc011cgg.1_RNANM_014822 NP_055637 O94855 SC24D_HUMAN Pro-rich. 0AGGGCCAGGGGGTCCCTGGCT0.537

+ 6 905 NM_016599 NP_057683 Q9NPC6 MYOZ2_HUMAN 0GGCAGACGGTCCTTTAATAGG0.398

- 8 1460PDE5A_uc003idf.2_Nonsense_Mutation_p.W393*|PDE5A_uc003idg.2_Nonsense_Mutation_p.W383*NM_001083 NP_001074 O76074 PDE5A_HUMAN GAF 2. 0TACTTACTGTCCAGGGAAATC0.358

- 4 1049QRFPR_uc010ink.1_RNA|QRFPR_uc003ids.2_Missense_Mutation_p.L224FNM_198179 NP_937822 Q96P65 QRFPR_HUMANHelical; Name=5; (Potential). 0AGAGGCAGGAGGAAGAGGATG0.428

- 5 1537TRPC3_uc010inr.2_Missense_Mutation_p.P360L|TRPC3_uc003ief.2_Missense_Mutation_p.P415L|TRPC3_uc011cgl.1_Missense_Mutation_p.P152LNM_001130698 NP_001124170 Q13507 TRPC3_HUMANCytoplasmic (Potential). 2TGTGATATTGGGCAGCGTGGT0.448

+ 71 12544KIAA1109_uc003iem.2_Missense_Mutation_p.A523T|KIAA1109_uc003ien.2_Missense_Mutation_p.A101TNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12TCCATATGGAGCAGGGAAACA0.418

+ 82 14549KIAA1109_uc003iem.2_Missense_Mutation_p.A1191VNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ATTGCAGATGCCAGCCTGAAG0.358

+ 10 1277ADAD1_uc003iep.2_Missense_Mutation_p.A338T|ADAD1_uc003ieq.2_Missense_Mutation_p.A331TNM_139243 NP_640336 Q96M93 ADAD1_HUMANA to I editase. 0TTCTATATCTGCATTTGAAGC0.363

+ 12 2181 NM_145207 NP_660208 Q8NB90 SPAT5_HUMAN 0AAATATGTTGGTGAATCTGAA0.378

- 1 756ANKRD50_uc011cgo.1_Intron|ANKRD50_uc010inw.2_Missense_Mutation_p.N164HNM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN 1TCGGCTGGGTTTCTCTCGCAC0.408

+ 9 10967FAT4_uc011cgp.1_Missense_Mutation_p.T1954I|FAT4_uc003ifi.1_Missense_Mutation_p.T1134INM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential). 18TCAGGAGTTACCAGCCTCTTC0.478

+ 9 11464FAT4_uc011cgp.1_Missense_Mutation_p.A2120T|FAT4_uc003ifi.1_Missense_Mutation_p.A1300TNM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|EGF-like 1. 18ACGAAGATTGGCTGTGAGCTC0.502

+ 9 11722FAT4_uc011cgp.1_Missense_Mutation_p.P2206S|FAT4_uc003ifi.1_Missense_Mutation_p.P1386SNM_024582 NP_078858 Q6V0I7 FAT4_HUMANEGF-like 3; calcium-binding (Potential).|Extracellular (Potential).18CCTGCAGAGTCCTTGCAAGAA0.463

+ 4 584HSPA4L_uc010iny.1_Intron|HSPA4L_uc011cgr.1_Missense_Mutation_p.P78SNM_014278 NP_055093 O95757 HS74L_HUMAN 4GGAAGAGAGACCTTTTGCAAT0.318

- 6 880SCLT1_uc003igq.2_Missense_Mutation_p.A125V|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTCATCATCTGCATATATGTC0.353

- 4 593 NM_032623 NP_116012 Q8TDB4 CD049_HUMAN 2ACCTGGACAGGCAGATGCCTC0.547

- 10 1161CLGN_uc003iii.2_Missense_Mutation_p.L315FNM_001130675 NP_001124147 O14967 CLGN_HUMAN1-3.|Lumenal (Potential). 3TCATCATCAAGCCAGCCAGCA0.353

- 8 1687 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1GAACTCCTCGGGAGACCGCCG0.473

- 8 1630 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1GACGCTGTTGCCATTTAGGTT0.572

- 8 902INPP4B_uc003iiw.3_Missense_Mutation_p.P103S|INPP4B_uc011chm.1_RNA|INPP4B_uc011cho.1_RNANM_003866 NP_003857 O15327 INP4B_HUMAN C2. 2TCATAGATGGGATACTCAGAT0.408

+ 8 2082USP38_uc003ija.3_Nonsense_Mutation_p.W516*|USP38_uc003ijc.2_RNANM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5GACCTCCATGGTTTACTCCCA0.383

+ 9 2662USP38_uc003ija.3_Missense_Mutation_p.P710S|USP38_uc003ijc.2_RNANM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5ACCTCAGAAACCAGGAGGTGA0.368

+ 5 1595 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6GGCTATCGGGCCTCATGACCA0.418

+ 6 1715 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6AAAGCATCTGGGAGGACAACT0.418

+ 2 396MMAA_uc003ikg.2_Missense_Mutation_p.A104V|MMAA_uc003iki.1_RNA|MMAA_uc010iow.2_RNANM_172250 NP_758454 Q8IVH4 MMAA_HUMAN 1TTAGCAGAGGCCATAACTCTT0.393

- 8 2426ZNF827_uc003ikm.2_Missense_Mutation_p.A793V|ZNF827_uc010iox.2_Missense_Mutation_p.A443V|ZNF827_uc003ikl.2_5'UTRNM_178835 NP_849157 Q17R98 ZN827_HUMAN 0CATACCTGGAGCTGATATTCT0.403

- 6 698TTC29_uc010ipc.2_RNA|TTC29_uc003ikx.3_Nonsense_Mutation_p.W183*|TTC29_uc010ipd.1_Nonsense_Mutation_p.W157*NM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0GGTTCCTTACCCACTTGTCTT0.408

- 7 1158PRMT10_uc003ilb.2_5'UTR|PRMT10_uc003ild.2_Missense_Mutation_p.A226VNM_138364 NP_612373 Q6P2P2 ANM10_HUMAN 2AGAAGAATAAGCCGGACTCTG0.413

- 51 7993LRBA_uc010ipi.2_Missense_Mutation_p.D29N|LRBA_uc003ils.3_Missense_Mutation_p.D402N|LRBA_uc003ilt.3_Missense_Mutation_p.D1155N|LRBA_uc003ilu.3_Missense_Mutation_p.D2496NNM_006726 NP_006717 P50851 LRBA_HUMAN 7ATGATAACATCCTGCTGGGCT0.473

- 23 3362LRBA_uc003ilu.3_Missense_Mutation_p.R963KNM_006726 NP_006717 P50851 LRBA_HUMAN 7ATTAATATCCCTTCTAATGCC0.398

- 7 1286LRBA_uc003ilu.3_Missense_Mutation_p.G271E|LRBA_uc010ipk.1_Missense_Mutation_p.G190ENM_006726 NP_006717 P50851 LRBA_HUMAN 7CAAACAGCCTCCAACAAAATG0.338

- 11 2307SH3D19_uc003imb.2_Missense_Mutation_p.G184E|SH3D19_uc003imc.2_Missense_Mutation_p.G370E|SH3D19_uc003ime.2_Missense_Mutation_p.G406E|SH3D19_uc010ipm.2_Missense_Mutation_p.G406ENM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN 2GAGAGGGTGTCCTGGTTTGGG0.388

- 4 524PET112L_uc003imm.3_Missense_Mutation_p.A171VNM_004564 NP_004555 O75879 GATB_HUMAN 0CTTCTTCCCTGCACAGACGCC0.512

- 2 266PET112L_uc003imm.3_Missense_Mutation_p.S85FNM_004564 NP_004555 O75879 GATB_HUMAN 0GCGAACTTGAGATCCAGAGAA0.388

+ 2 590 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2ATTTTGGATGCAAAACGGAGC0.303

+ 11 1811 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2CCCCGGCAGGCCCGGCCCACG0.677

+ 11 2089 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2GGGAATTAAGGAGCATGAGCT0.617

+ 6 459 NM_032117 NP_115493 Q9BWT6 MND1_HUMAN Potential. 0AACCAGGCTAGCAAAAGAGCT0.353

+ 33 4419KIAA0922_uc010ipp.2_Missense_Mutation_p.S1457N|KIAA0922_uc010ipq.2_Missense_Mutation_p.S1225NNM_015196 NP_056011 A2VDJ0 T131L_HUMANCytoplasmic (Potential). 2CAGTTTTCCAGCGCATACTGT0.408

+ 35 4845KIAA0922_uc010ipp.2_Missense_Mutation_p.P1599L|KIAA0922_uc010ipq.2_Missense_Mutation_p.P1367LNM_015196 NP_056011 A2VDJ0 T131L_HUMANCytoplasmic (Potential). 2GCAAATTTCCCACTGTCTAGA0.423



- 9 1370DCHS2_uc003inx.2_Missense_Mutation_p.S956NNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 3. 4GGCTGGGGCGCTGCCGAGCTG0.602

- 2 202DCHS2_uc003inx.2_IntronNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 gcgttctcttcctggcttctg 0.01

+ 4 646FGB_uc003iob.3_Missense_Mutation_p.E200K|FGB_uc010ipv.2_Missense_Mutation_p.E141K|FGB_uc010ipw.2_Missense_Mutation_p.E200K|FGB_uc003ioc.3_5'UTRNM_005141 NP_005132 P02675 FIBB_HUMAN Potential. 3TTCAATCCTGGAAAACCTGAG0.403

- 5 915FGA_uc003ioe.1_Missense_Mutation_p.P286L|FGA_uc003iof.1_IntronNM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3AGGGTTCCTGGGGCTTTCCGT0.557

- 8 1121FGG_uc003iog.2_Missense_Mutation_p.D327V|FGG_uc003ioh.2_Missense_Mutation_p.D335V|FGG_uc010ipx.2_Missense_Mutation_p.D155V|FGG_uc010ipy.2_Missense_Mutation_p.D38V|FGG_uc003ioi.2_Missense_Mutation_p.D38V|FGG_uc003iok.2_Missense_Mutation_p.D335VNM_021870 NP_068656 P02679 FIBG_HUMANFibrinogen C-terminal. 0GAAAAACTTGTCACTAGGATC0.473

- 2 252 NM_001334 NP_001325 P43234 CATO_HUMAN 0CTGATTTATTCCATAGAAGGC0.328

+ 5 708 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2TTTCGTGATGGAGATGTCCTT0.308

+ 13 2704GRIA2_uc011cit.1_Missense_Mutation_p.D702N|GRIA2_uc003ipl.3_Missense_Mutation_p.D749N|GRIA2_uc003ipk.3_Missense_Mutation_p.D702N|GRIA2_uc010iqh.1_RNA|GRIA2_uc011ciu.1_Missense_Mutation_p.D59N|GRIA2_uc011civ.1_RNA|GRIA2_uc011ciw.1_RNA|GRIA2_uc011cix.1_Missense_Mutation_p.D59N|GRIA2_uc011ciy.1_Missense_Mutation_p.D59N|GRIA2_uc011ciz.1_RNANM_001083619 NP_001077088 P42262 GRIA2_HUMANExtracellular (Potential). 4TGGAAACCTGGATTCCAAAGG0.438

+ 17 1896RXFP1_uc011cja.1_Missense_Mutation_p.S500N|RXFP1_uc010iqo.2_Missense_Mutation_p.S557N|RXFP1_uc011cjb.1_Missense_Mutation_p.S503N|RXFP1_uc010iqk.2_Missense_Mutation_p.S473N|RXFP1_uc011cjc.1_Missense_Mutation_p.S524N|RXFP1_uc011cjd.1_Missense_Mutation_p.S524N|RXFP1_uc010iql.2_Missense_Mutation_p.S449N|RXFP1_uc011cje.1_Missense_Mutation_p.S632N|RXFP1_uc010iqm.2_Missense_Mutation_p.S572N|RXFP1_uc011cjf.1_Missense_Mutation_p.S474N|RXFP1_uc010iqn.2_Missense_Mutation_p.S550NNM_021634 NP_067647 Q9HBX9 RXFP1_HUMANCytoplasmic (Potential). 0ATGTTTTATAGTGTTCATCAA0.299

+ 5 897ETFDH_uc011cjg.1_Missense_Mutation_p.A142T|ETFDH_uc010iqr.2_Intron|ETFDH_uc011cjh.1_Missense_Mutation_p.A128T|ETFDH_uc010iqs.2_Missense_Mutation_p.A111TNM_004453 NP_004444 Q16134 ETFD_HUMAN 3ACAAGCAGAAGCCCTTGGTGT0.358

- 4 581 NM_005038 NP_005029 Q08752 PPID_HUMANPPIase cyclophilin-type. 0CTTGCCACTCCTATTCCTTTA0.373

- 4 608 C4orf45_uc010iqt.1_RNANM_152543 NP_689756 Q96LM5 CD045_HUMAN 0GGTAGCTTCGGCAGCTTAGGT0.408

+ 2 485 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4GAGCAGCAGTCTTTCTGATAT0.398

- 1 434KLHL2_uc003irb.2_Intron|KLHL2_uc011cjm.1_Intron|KLHL2_uc003irc.2_Intron|KLHL2_uc010ira.2_IntronNM_000167 NP_000158 0GGAACTGGTGCCTTGGTCCAC0.517

+ 13 1830KLHL2_uc011cjm.1_Missense_Mutation_p.R528K|KLHL2_uc003irc.2_Missense_Mutation_p.R436K|KLHL2_uc010ira.2_Missense_Mutation_p.R177KNM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 5. 0AACGCATGGAGACAGGTTGCA0.363

+ 2 188 NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN 0CTTCCCAGCTCCCAATTTCAA0.338

+ 11 936ANXA10_uc003irn.2_Missense_Mutation_p.G136DNM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 4. 0TAGGACTTTGGTTTCCATAAT0.393

+ 3 1227PALLD_uc003iru.2_Missense_Mutation_p.T339I|PALLD_uc003irv.2_5'UTRNM_016081 NP_057165 Q8WX93 PALLD_HUMANIg-like C2-type 1. 1GAGGACGACACAGGTCGCTAC0.522

- 8 1780SH3RF1_uc010irc.1_Nonsense_Mutation_p.W182*NM_020870 NP_065921 Q7Z6J0 SH3R1_HUMANSH3 3.|Interaction with AKT2 (By similarity). 3CCCTTTGAACCAGCCATCCTG0.438

+ 8 1664 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMANCatalytic subdomain B.|Lumenal (Potential). 4TCACAGGTCTCCTGTTATGGC0.388

- 2 368HMGB2_uc003ita.3_Missense_Mutation_p.G83D|HMGB2_uc003itb.2_Missense_Mutation_p.G83D|HMGB2_uc003itc.2_Missense_Mutation_p.G83DNM_001130689 NP_001124161 P26583 HMGB2_HUMAN 0CTTCTTATCACCTTTGGGAGG0.408

+ 2 561 NM_003864 NP_003855 O75446 SAP30_HUMANInteraction with NCOR1 (By similarity).|Atypical. 1TTTCAGGCAAGGCATCTTTAC0.328

- 2 1537HAND2_uc003itg.1_Silent_p.N165NNM_021973 NP_068808 P61296 HAND2_HUMAN 1CCGGCCTTTGGTTTTCTTGTC0.488

- 1 520 NM_006792 NP_006783 0CTCAGGAGATGTGGCACTCCA0.448

+ 6 911KIAA1712_uc010iro.2_Missense_Mutation_p.T166I|KIAA1712_uc003its.2_RNANM_001040157 NP_001035247 Q9C0F1 CEP44_HUMAN 0AGGTTTATGACCTCAGGAAAG0.373

- 2 919GPM6A_uc011ckj.1_Missense_Mutation_p.G32S|GPM6A_uc003iug.2_Missense_Mutation_p.G39S|GPM6A_uc003iuh.2_Missense_Mutation_p.G28SNM_201591 NP_963885 P51674 GPM6A_HUMANHelical; (Potential). 0AGGGCAACACCCGCATAGAGC0.502

+ 29 3754WDR17_uc003iuk.2_Missense_Mutation_p.P1176S|WDR17_uc003ium.3_Missense_Mutation_p.P1161S|WDR17_uc003iul.1_Intron|WDR17_uc003iun.2_Missense_Mutation_p.P411SNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6GGTGTCAGTACCTTTAAAAAT0.363

+ 23 5297 NM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0ATTCCGAAAAGAGCAAGCCCA0.527

- 9 1198 NM_002199 NP_002190 P14316 IRF2_HUMAN 1CTTGATGACGCTGGCCCGGGT0.582

- 4 552 NM_002199 NP_002190 P14316 IRF2_HUMAN 1TTCTTAGAAGGCCGTTCTGAT0.393

+ 4 671HELT_uc011cko.1_Missense_Mutation_p.S139L|HELT_uc003ixa.3_Missense_Mutation_p.S138L|HELT_uc011ckp.1_Missense_Mutation_p.S82LNM_001029887 NP_001025058 A6NFD8 HELT_HUMAN Pro-rich. 0CCGCTGGGTTCGCTCCCGGAG0.687

- 7 1621LRP2BP_uc003ixk.1_Missense_Mutation_p.A244V|LRP2BP_uc011ckr.1_Missense_Mutation_p.A270VNM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0ATCATAGTCAGCGATCCTGAG0.498

- 5 586UFSP2_uc003ixn.2_Missense_Mutation_p.A47T|UFSP2_uc003ixq.2_Missense_Mutation_p.A47T|UFSP2_uc003ixp.2_RNANM_018359 NP_060829 Q9NUQ7 UFSP2_HUMAN 0TCTTCTGGAGCAACAGATATA0.438

- 13 1808SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.S417F|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.S221F|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.S431F|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1ACTGCAAAGGGATGGACATAT0.473

- 10 7054 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 21.p.A2289T(1) 12CAGGGTCACCGCATAAGACTG0.463

- 10 6219 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 18. 12TAAAACAAAGGCTCATTGATT0.463

- 3 3541 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 9. 12CGATGAAAGAGGCACGACACC0.443

+ 7 894SDHA_uc003jan.2_Missense_Mutation_p.G260E|SDHA_uc011clv.1_Missense_Mutation_p.G260E|SDHA_uc011clw.1_Missense_Mutation_p.G212E|SDHA_uc003jap.3_Missense_Mutation_p.G260E|SDHA_uc003jaq.3_Missense_Mutation_p.G35E|SDHA_uc003jar.3_5'UTRNM_004168 NP_004159 P31040 DHSA_HUMAN 0AGAGGCTACGGGCGCACCTAC0.597

+ 7 709AHRR_uc003jaw.2_Missense_Mutation_p.T218I|AHRR_uc010isy.2_Missense_Mutation_p.T68I|AHRR_uc010isz.2_Missense_Mutation_p.T218I|AHRR_uc003jax.2_5'UTR|AHRR_uc003jay.2_Missense_Mutation_p.T78INM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2GCCTTCCTGACCCGCTGCTTC0.667

+ 12 1509AHRR_uc003jaw.2_Missense_Mutation_p.P467S|AHRR_uc010isy.2_Missense_Mutation_p.P317S|AHRR_uc010isz.2_Missense_Mutation_p.P467S|AHRR_uc003jax.2_Missense_Mutation_p.P230S|AHRR_uc003jay.2_Missense_Mutation_p.P327S|AHRR_uc003jaz.2_Missense_Mutation_p.P88SNM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2GACCAGCAGACCCATGCGGGA0.667

- 5 971SLC9A3_uc011clx.1_Missense_Mutation_p.P287SNM_004174 NP_004165 P48764 SL9A3_HUMANCytoplasmic (Potential). 0ACGAAGCCGGGCTCGATGATA0.622

- 2 488SLC9A3_uc011clx.1_Missense_Mutation_p.D126NNM_004174 NP_004165 P48764 SL9A3_HUMANHelical; Name=D/M4; (Potential). 0TAGCCGGCGTCCAGCACGATG0.657

+ 10 1633 NM_018140 NP_060610 Q9P209 CEP72_HUMAN Potential. 1ACAACATTTAGATAAATCTTT0.363

- 3 1368TPPP_uc003jbh.3_Missense_Mutation_p.G217ENM_007030 NP_008961 O94811 TPPP_HUMAN 0CTACTTGCCCCCTTGCACCTT0.627

- 6 2240TERT_uc003jbz.1_5'UTR|TERT_uc003jca.1_Missense_Mutation_p.V716I|TERT_uc003jcc.1_Missense_Mutation_p.V728I|TERT_uc003jcd.1_RNA|TERT_uc003jce.1_RNANM_198253 NP_937983 O14746 TERT_HUMANReverse transcriptase. 12CTGGCGATGACCTCCGTGAGC0.622

- 4 606IRX4_uc011cmf.1_Missense_Mutation_p.E24KNM_016358 NP_057442 P78413 IRX4_HUMANHomeobox; TALE-type. 0TTGCGGTGCTCCTGCAGCCAG0.622

- 2 846C5orf38_uc003jdc.2_5'Flank|C5orf38_uc011cmg.1_5'Flank|C5orf38_uc011cmh.1_5'Flank|C5orf38_uc011cmi.1_5'Flank|C5orf38_uc011cmj.1_5'Flank|IRX2_uc003jdb.2_Missense_Mutation_p.E202KNM_001134222 NP_001127694 Q9BZI1 IRX2_HUMAN 1TCGGGACTCTCGTCCTTGCTT0.652



+ 7 1286ADAMTS16_uc003jdk.1_Missense_Mutation_p.A383V|ADAMTS16_uc003jdj.1_Missense_Mutation_p.A383VNM_139056 NP_620687 Q8TE57 ATS16_HUMANPeptidase M12B. 8CATGACCACGCCATCTTACTG0.522

- 13 1458NSUN2_uc003jds.2_5'Flank|NSUN2_uc003jdt.2_Missense_Mutation_p.P229S|NSUN2_uc011cmk.1_Missense_Mutation_p.P430S|NSUN2_uc003jdv.2_Missense_Mutation_p.P229SNM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1GGATCTGTGGGTTTCCCTTCT0.448

- 3 667 NM_138809 NP_620164 Q96DG6 CMBL_HUMAN 1AACAATGGTTCTGCAAAATAT0.438

+ 8 978MARCH6_uc011cmu.1_Nonsense_Mutation_p.W217*|MARCH6_uc003jeu.1_5'UTR|MARCH6_uc011cmv.1_Nonsense_Mutation_p.W160*NM_005885 NP_005876 O60337 MARH6_HUMANCytoplasmic (Potential). 2CTTTAGAATGGGACCGAGCTG0.289

- 21 3534CTNND2_uc010itt.2_Missense_Mutation_p.A1039V|CTNND2_uc011cmy.1_Missense_Mutation_p.A793V|CTNND2_uc011cmz.1_Missense_Mutation_p.A697V|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.A722VNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8TTCAGCGGGCGCACCATAAGA0.343

+ 5 910TRIO_uc003jfg.2_RNA|TRIO_uc011cna.1_Missense_Mutation_p.A253T|TRIO_uc003jfh.1_5'FlankNM_007118 NP_009049 O75962 TRIO_HUMAN 18CTCAGGCAATGCGGACCTGCA0.557

+ 43 6304TRIO_uc003jfg.2_RNA|TRIO_uc003jfh.1_Missense_Mutation_p.P1749SNM_007118 NP_009049 O75962 TRIO_HUMAN DH 2. 18GTTGATCAAACCAGTGCAGAG0.443

+ 46 6634TRIO_uc003jfg.2_RNA|TRIO_uc003jfh.1_Missense_Mutation_p.P1859SNM_007118 NP_009049 O75962 TRIO_HUMAN PH 2. 18CTTCTCCATGCCGGGATTCCT0.488

+ 7 951 NM_019018 NP_061891 Q9NUU6 F105A_HUMAN 1ATCCTCTGATCCTTTGAGCTT0.423

- 3 645 NM_054027 NP_473368 Q9HCJ1 ANKH_HUMANHelical; (Potential). 1ATCACTATAAGCTGCAAAGTG0.368

- 1 374 NM_033414 NP_219482 Q969S3 ZN622_HUMAN U1-type 2. 1GGACTTGAGGTGGTTCTCGTA0.572

- 9 1179FAM134B_uc003jfr.2_Missense_Mutation_p.D240NNM_001034850 NP_001030022 Q9H6L5 F134B_HUMAN 3TGACCACTGTCCAACTGTTCC0.468

+ 6 1192CDH6_uc003jhd.1_Missense_Mutation_p.R289KNM_004932 NP_004923 P55285 CADH6_HUMANCadherin 3.|Extracellular (Potential). 7CCAATTGGCAGAATCAAAGCC0.453

- 10 1822MIR579_hsa-mir-579|MI0003586_5'FlankNM_016107 NP_057191 Q96KR1 ZFR_HUMAN 0ACAATGGAACCGAATTACTTT0.343

- 22 4490ADAMTS12_uc010iuq.1_Missense_Mutation_p.V1358INM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 7. 9CTCTCCTGAACTCCACCTCCA0.488

- 19 3057ADAMTS12_uc010iuq.1_Missense_Mutation_p.R880QNM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 4. 9ACTGCGAATCCGCACTCCACC0.493

+ 8 1005TTC23L_uc003jiv.2_3'UTR|TTC23L_uc010iut.1_IntronNM_144725 NP_653326 Q6PF05 TT23L_HUMAN 1GAAATGAGTGCGTTACTGGCC0.468

- 3 281AGXT2_uc011com.1_Missense_Mutation_p.E68K|AGXT2_uc011con.1_5'UTRNM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4TTGTGGATTTCCAGGACACGG0.473

- 10 1530PRLR_uc003jjg.1_Missense_Mutation_p.P334S|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.P233SNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3CCTTGACTTGGGTGTTCTTTT0.483

- 10 1467PRLR_uc003jjg.1_Missense_Mutation_p.E313K|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.E212KNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3TCTAAATACTCCACCAGCAAG0.443

+ 32 4700SPEF2_uc003jjp.1_Missense_Mutation_p.S1016F|SPEF2_uc003jjr.2_Missense_Mutation_p.S585FNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4ACAGTCAACTCCGAGTTCGTG0.428

+ 4 915SLC1A3_uc011cox.1_Missense_Mutation_p.P40S|SLC1A3_uc010iuy.2_Missense_Mutation_p.P147SNM_004172 NP_004163 P43003 EAA1_HUMANExtracellular (Potential). 0CATCATCCATCCTGGGAAGGG0.458

+ 10 3017NIPBL_uc003jkk.3_Missense_Mutation_p.V840I|NIPBL_uc003jkm.1_Missense_Mutation_p.V719INM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9TCAGTCTAGGGTTCGAAGACC0.408

+ 37 6993NIPBL_uc003jkk.3_Missense_Mutation_p.S2165NNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9AAAGGCAACAGCAAGGTAAAG0.383

- 22 4126C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.A374T|C5orf42_uc011cpb.1_Missense_Mutation_p.A180TNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7TTTTCTCTTGCTTTCTGATAT0.353

+ 6 578WDR70_uc010iva.1_Missense_Mutation_p.H174YNM_018034 NP_060504 Q9NW82 WDR70_HUMAN 2TCCTGACTCGCATGAGATAAC0.363

- 18 2853LIFR_uc003jli.2_Missense_Mutation_p.L841FNM_001127671 NP_001121143 P42702 LIFR_HUMANHelical; (Potential). 4ACTGGGATGAGAATGGCAATA0.383

- 7 1236LIFR_uc003jli.2_Missense_Mutation_p.R302CNM_001127671 NP_001121143 P42702 LIFR_HUMANExtracellular (Potential).p.R302H(1) 4GAAATATTACGAATCTTGATT0.353 rs61751714

- 37 5059RICTOR_uc003jlo.2_Missense_Mutation_p.D1703N|RICTOR_uc010ivf.2_Missense_Mutation_p.D1356NNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10AACTGTACATCTTGAAATAAT0.318

+ 3 1460 NM_000958 NP_000949 P35408 PE2R4_HUMAN 2CACTTATGCAGGTGCGAGTAT0.393

- 6 984 NM_000436 NP_000427 P55809 SCOT1_HUMAN 3CACGTTTCCTGCTCGGTCCGC0.413

+ 7 1768ZNF131_uc003jnj.3_Missense_Mutation_p.E299K|ZNF131_uc003jnk.2_Missense_Mutation_p.E544K|ZNF131_uc003jnn.3_Missense_Mutation_p.E299K|ZNF131_uc003jnl.1_Intron|ZNF131_uc010ivm.1_IntronNM_003432 NP_003423 P52739 ZN131_HUMAN 0AGAGGAGAGAGAGTCTAGCCA0.483

- 7 1114HMGCS1_uc003jnp.3_5'UTR|HMGCS1_uc003jnq.3_Missense_Mutation_p.D303NNM_001098272 NP_001091742 Q01581 HMCS1_HUMAN 0AATTTAACATCCCTGAAAGAT0.328

+ 8 679PARP8_uc011cpz.1_Missense_Mutation_p.G58E|PARP8_uc003joo.2_Missense_Mutation_p.G166E|PARP8_uc003jop.2_Missense_Mutation_p.G166ENM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5GAGATATATGGGCCACATGCA0.358

+ 2 1443ITGA1_uc003jov.2_Intron|ITGA1_uc003jou.2_Intron|PELO_uc003jot.1_IntronNM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0TGCTTAGTCACTCCCAGCATG0.592

+ 4 520ITGA2_uc011cqa.1_RNA|ITGA2_uc011cqb.1_RNA|ITGA2_uc011cqc.1_Missense_Mutation_p.G50E|ITGA2_uc011cqd.1_RNA|ITGA2_uc011cqe.1_RNANM_002203 NP_002194 P17301 ITA2_HUMANExtracellular (Potential).|FG-GAP 2. 1ATGGGAACTGGAGGTTTTCTC0.408

+ 13 1717ITGA2_uc011cqa.1_RNA|ITGA2_uc011cqb.1_RNA|ITGA2_uc011cqc.1_Missense_Mutation_p.G449E|ITGA2_uc011cqd.1_RNA|ITGA2_uc011cqe.1_RNANM_002203 NP_002194 P17301 ITA2_HUMANFG-GAP 5.|Extracellular (Potential). 1AAAGAGGAAGGAAGAGTCTAC0.353

+ 18 2446ITGA2_uc011cqa.1_RNA|ITGA2_uc011cqb.1_RNA|ITGA2_uc011cqc.1_Missense_Mutation_p.S692N|ITGA2_uc011cqd.1_RNA|ITGA2_uc011cqe.1_RNANM_002203 NP_002194 P17301 ITA2_HUMANExtracellular (Potential). 1CCTGGCACTAGCCCTGCCCTT0.473

+ 1 287 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0ATATGCACTGCCTGGGCCAAC0.547

+ 2 1892SNX18_uc011cqg.1_3'UTRNM_001102575 NP_001096045 Q96RF0 SNX18_HUMAN 0CGGCATTCAGGATCGCTGTAA0.433

- 23 3623DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4CAGTGATGTTCTATTAAGAAA0.323

- 22 3511DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4TCTGAATCCGCCATGGCCAAA0.403

- 15 2654DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4ATCCAGGTTGATTTTATGAGG0.368

- 3 457 DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4GAAATCATTCCTTTGTCATTA0.328

- 10 977SLC38A9_uc003jqd.2_Missense_Mutation_p.G196E|SLC38A9_uc010ivx.2_Missense_Mutation_p.G232E|SLC38A9_uc003jqe.2_RNA|SLC38A9_uc010ivy.2_Missense_Mutation_p.G130ENM_173514 NP_775785 Q8NBW4 S38A9_HUMAN 0GCCTCCACTCCCGGCACTTGG0.408

- 17 2722uc003jqp.2_5'Flank|IL6ST_uc010iwb.2_Missense_Mutation_p.E762K|IL6ST_uc010iwc.2_3'UTR|IL6ST_uc010iwd.2_Missense_Mutation_p.E142K|IL6ST_uc011cqk.1_Missense_Mutation_p.E534K|IL6ST_uc003jqr.2_3'UTRNM_002184 NP_002175 P40189 IL6RB_HUMANCytoplasmic (Potential). 2GGACTGGATTCATGCTGACTG0.398

+ 19 4829 NM_005921 NP_005912 Q13233 M3K1_HUMANProtein kinase. 2ATAGAAATGGCTTGTGCAAAA0.348



- 3 519 C5orf43_uc010iwl.1_RNANM_001048249 NP_001041714 Q7Z3B0 CE043_HUMANHelical; (Potential). 0GAACAGTGGAGTAAGGGCCAA0.463

+ 5 803PPWD1_uc011cqv.1_Missense_Mutation_p.E236K|PPWD1_uc011cqw.1_Missense_Mutation_p.E110KNM_015342 NP_056157 Q96BP3 PPWD1_HUMAN 1TGTGAACTGGGAATATAAAAC0.388

+ 4 562C5orf44_uc003jua.3_Missense_Mutation_p.E78K|C5orf44_uc003juc.3_Missense_Mutation_p.E78K|C5orf44_uc010iwv.2_Missense_Mutation_p.E78KNM_024941 NP_079217 A5PLN9 CE044_HUMAN 1ATTTTTGGGAGAGACCTTTTC0.229

- 2 288NLN_uc003jue.2_5'Flank|NLN_uc003juf.2_5'FlankNM_019072 NP_061945 Q96EQ0 SGTB_HUMAN TPR 1. 0CGAGGTGTAAGTGTCCATCTG0.353

+ 20 2226ERBB2IP_uc003jui.1_Missense_Mutation_p.T640S|ERBB2IP_uc003juj.1_Missense_Mutation_p.T640S|ERBB2IP_uc011cqx.1_Missense_Mutation_p.T640S|ERBB2IP_uc011cqy.1_Missense_Mutation_p.T640S|ERBB2IP_uc011cqz.1_Intron|ERBB2IP_uc010iwx.1_Missense_Mutation_p.T636S|ERBB2IP_uc003jul.1_Missense_Mutation_p.T636SNM_018695 NP_061165 Q96RT1 LAP2_HUMAN 7TACAAAGGAAACAGATTCTTT0.313

+ 5 832SFRS12_uc003jun.2_Missense_Mutation_p.P174S|SFRS12_uc010iwy.2_Missense_Mutation_p.P58SNM_139168 NP_631907 Q8WXA9 SREK1_HUMAN 0AAACGTGGATCCTTCCAAAAT0.423

+ 5 884SFRS12_uc003jun.2_Missense_Mutation_p.S191F|SFRS12_uc010iwy.2_Missense_Mutation_p.S75FNM_139168 NP_631907 Q8WXA9 SREK1_HUMAN RRM. 0AATCTGAATTCCCAGGTAACT0.358

+ 10 977CDK7_uc003jvt.3_Missense_Mutation_p.D225N|CDK7_uc003jvu.3_Missense_Mutation_p.D173NNM_001799 NP_001790 P50613 CDK7_HUMANProtein kinase. 1TGCAGCAGGAGACGACTTACT0.363

+ 7 879RAD17_uc003jwg.2_Missense_Mutation_p.P262S|RAD17_uc003jwh.2_Missense_Mutation_p.P262S|RAD17_uc003jwi.2_Missense_Mutation_p.P262S|RAD17_uc003jwj.2_Missense_Mutation_p.P262S|RAD17_uc003jwk.2_Missense_Mutation_p.P262S|RAD17_uc003jwl.2_Missense_Mutation_p.P262S|RAD17_uc003jwm.2_Missense_Mutation_p.P97S|RAD17_uc003jwn.2_Missense_Mutation_p.P176SNM_133339 NP_579917 O75943 RAD17_HUMAN 0GTTATTGTTTCCCAAAGAAAT0.289

+ 11 1318RAD17_uc003jwg.2_Missense_Mutation_p.L408S|RAD17_uc003jwh.2_Missense_Mutation_p.L408S|RAD17_uc003jwi.2_Missense_Mutation_p.L408S|RAD17_uc003jwj.2_Missense_Mutation_p.L408S|RAD17_uc003jwk.2_Missense_Mutation_p.L408S|RAD17_uc003jwl.2_Missense_Mutation_p.L408S|RAD17_uc003jwm.2_Missense_Mutation_p.L243S|RAD17_uc003jwn.2_Missense_Mutation_p.L322S|RAD17_uc003jwp.2_5'UTRNM_133339 NP_579917 O75943 RAD17_HUMAN 0TCACCTCGGTTGCCCTCTCAT0.313

+ 2 136MARVELD2_uc010ixf.2_Missense_Mutation_p.T26I|MARVELD2_uc003jwr.1_Missense_Mutation_p.T26I|MARVELD2_uc003jws.1_RNANM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANCytoplasmic (Potential). 0TATCAAGATACCACCATAAGA0.547

+ 11 822GTF2H2C_uc003jww.1_3'UTR|GTF2H2C_uc003jwz.3_Missense_Mutation_p.R251C|GTF2H2C_uc011cre.1_Missense_Mutation_p.R194C|GTF2H2C_uc003jwy.3_Missense_Mutation_p.R251C|GTF2H2C_uc003jxa.1_5'FlankNM_001098728 NP_001092198 Q6P1K8 T2H2L_HUMAN 0CTCACTTATTCGTATGGGTAA0.303

+ 25 5651BDP1_uc003kbo.2_Splice_Site_p.S1796_splice|BDP1_uc003kbq.1_Splice_SiteNM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2TAAATATCTAGCTGTCCACAA0.338

+ 5 6132MAP1B_uc010iyw.1_Missense_Mutation_p.T1981I|MAP1B_uc010iyx.1_Missense_Mutation_p.T1838I|MAP1B_uc010iyy.1_Missense_Mutation_p.T1838INM_005909 NP_005900 P46821 MAP1B_HUMAN MAP1B 6. 5GAAAAGACCACCAGCCCCCCC0.473

+ 17 2117TNPO1_uc011csj.1_Missense_Mutation_p.S607N|TNPO1_uc003kch.2_Missense_Mutation_p.S649N|TNPO1_uc003kci.3_Missense_Mutation_p.S649N|TNPO1_uc003kcg.3_Missense_Mutation_p.S649NNM_002270 NP_002261 Q92973 TNPO1_HUMAN 7GATTTACTGAGTGGCCTGGCT0.413

+ 6 845BTF3_uc003kcq.1_Missense_Mutation_p.S157F|BTF3_uc003kcs.1_RNA|BTF3_uc003kct.1_RNANM_001037637 NP_001032726 P20290 BTF3_HUMAN 0GATGAGGCTTCCAAGAATGAG0.318

+ 10 1194RGNEF_uc003kcx.2_Missense_Mutation_p.G395R|RGNEF_uc003kcy.1_Missense_Mutation_p.G395R|RGNEF_uc010izf.2_Missense_Mutation_p.G395R|RGNEF_uc011csr.1_Missense_Mutation_p.G82RNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0TAATATAGAGGGAATCACTGC0.448

+ 3 322HMGCR_uc011cst.1_Missense_Mutation_p.D76N|HMGCR_uc003kdq.2_Missense_Mutation_p.D56N|HMGCR_uc010izn.1_5'FlankNM_000859 NP_000850 P04035 HMDH_HUMAN 1CTCCTATTAGGATGTTTTGAG0.294

- 15 1924COL4A3BP_uc003kds.2_Missense_Mutation_p.A475V|COL4A3BP_uc003kdt.2_Missense_Mutation_p.A629V|COL4A3BP_uc003kdu.2_Missense_Mutation_p.A501VNM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN START. 1TCGCTGAGAAGCAGGCCACAC0.368

- 5 979COL4A3BP_uc003kds.2_Missense_Mutation_p.A186V|COL4A3BP_uc003kdt.2_Missense_Mutation_p.A314V|COL4A3BP_uc003kdu.2_Missense_Mutation_p.A186VNM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN 1GACAGCATCAGCACAGGCATC0.383

+ 2 84POLK_uc003kdx.2_Intron|POLK_uc003kdy.2_Intron|POLK_uc003kdz.2_Splice_Site|POLK_uc003kea.2_5'Flank|POLK_uc003keb.2_5'Flank|POLK_uc010izq.2_5'Flank|POLK_uc003kec.2_5'Flank|POLK_uc010izr.2_5'Flank|POLK_uc010izs.2_5'Flank|POLK_uc003ked.2_5'Flank|POLK_uc003kee.2_5'FlankNM_016218 NP_057302 Q9UBT6 POLK_HUMAN 4TGCTTTTTCAGATAAGTTTAT0.244

+ 8 1109POLK_uc003kdx.2_RNA|POLK_uc003kdy.2_RNA|POLK_uc003keb.2_Missense_Mutation_p.N338S|POLK_uc010izq.2_Intron|POLK_uc003kec.2_Missense_Mutation_p.N248S|POLK_uc010izr.2_RNA|POLK_uc010izs.2_RNA|POLK_uc003ked.2_Missense_Mutation_p.N248S|POLK_uc003kee.2_Missense_Mutation_p.N338S|POLK_uc003kef.2_Missense_Mutation_p.N248SNM_016218 NP_057302 Q9UBT6 POLK_HUMAN UmuC. 4ATTCTTCCCAATAGACAAGCT0.318

+ 13 1627IQGAP2_uc010izv.2_Missense_Mutation_p.P22S|IQGAP2_uc011csv.1_Missense_Mutation_p.P22S|IQGAP2_uc003kel.2_Missense_Mutation_p.P22SNM_006633 NP_006624 Q13576 IQGA2_HUMAN 7TGAAGGGAATCCTTTGAGGAC0.398

+ 27 3601IQGAP2_uc011csv.1_Missense_Mutation_p.G623R|IQGAP2_uc003kel.2_Missense_Mutation_p.G623R|IQGAP2_uc010izw.1_5'UTRNM_006633 NP_006624 Q13576 IQGA2_HUMAN Ras-GAP. 7CATGACAGCTGGAGGTCAGAT0.463

+ 2 921 NM_005242 NP_005233 P55085 PAR2_HUMANHelical; Name=5; (Potential). 1CTGGCCATTGGGGTCTTTCTG0.488

+ 12 2165 NM_018046 NP_060516 Q8N302 AGGF1_HUMAN 3GGAAGTGAAGGAACTTTCCAA0.368

- 17 2035 NM_003664 NP_003655 O00203 AP3B1_HUMAN 1TGGCCAATTAGATAATTCCAG0.378

+ 4 461 BHMT_uc011cti.1_IntronNM_001713 NP_001704 Q93088 BHMT1_HUMAN Hcy-binding. 1GCTTTGGTAGCAGGAGGAGTG0.443

+ 2 6635 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9TTGTTTTTTGGATCGAGCACT0.443

+ 2 7513 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9AAACTCTGTGGCCCCATTAGA0.393

- 9 868MTX3_uc010jah.2_3'UTR|MTX3_uc003kge.3_Missense_Mutation_p.L220FNM_001010891 NP_001010891 Q5HYI7 MTX3_HUMAN 0CTTTGGCGAAGATTGTCATCC0.463

- 4 547SERINC5_uc003kgk.2_Missense_Mutation_p.G140R|SERINC5_uc003kgl.2_RNA|SERINC5_uc003kgm.2_Missense_Mutation_p.G140R|SERINC5_uc011ctj.1_Missense_Mutation_p.G140RNM_178276 NP_840060 Q86VE9 SERC5_HUMANHelical; (Potential). 1AAGAAAGCTCCTGAGCACATG0.388

+ 4 1381ZFYVE16_uc010jak.1_Missense_Mutation_p.S360F|ZFYVE16_uc003kgp.2_Missense_Mutation_p.S360F|ZFYVE16_uc003kgq.3_Missense_Mutation_p.S360F|ZFYVE16_uc003kgs.3_Missense_Mutation_p.S360FNM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0ATCCAAGATTCCTCTTCAGCT0.383

- 4 1884ANKRD34B_uc003kgw.2_Missense_Mutation_p.V512I|ANKRD34B_uc010jan.2_Missense_Mutation_p.V512INM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1TAGAAGTTTACTAATTGCTTA0.299

+ 8 1244RASGRF2_uc011ctn.1_RNA|RASGRF2_uc003khb.1_Missense_Mutation_p.A243VNM_006909 NP_008840 O14827 RGRF2_HUMAN DH. 12CTGGAGTTTGCCAAATCAAAG0.463

- 6 593RNU5E_uc011cto.1_IntronNM_130767 NP_570123 Q8WYK0 ACO12_HUMANAcyl coenzyme A hydrolase 2. 2ACGGAGGTGCCCCTTGTGGAA0.507

- 13 1005RNU5E_uc011cto.1_Intron|SSBP2_uc010jar.2_Missense_Mutation_p.G153D|SSBP2_uc003khn.2_Missense_Mutation_p.G139D|SSBP2_uc003khp.2_Missense_Mutation_p.G273D|SSBP2_uc011ctp.1_Missense_Mutation_p.G245D|SSBP2_uc011ctq.1_Missense_Mutation_p.G243D|SSBP2_uc011ctr.1_Missense_Mutation_p.G235DNM_012446 NP_036578 P81877 SSBP2_HUMANGly-rich.|Pro-rich. 5CATGTTATCACCAGAGTTGGT0.289

+ 9 1486ATP6AP1L_uc003khw.2_Missense_Mutation_p.S54FNM_001017971 NP_001017971 Q52LC2 VAS1L_HUMAN 0AACAAGTTGTCCATCCAGAGT0.418

+ 7 2752VCAN_uc003kij.3_Intron|VCAN_uc010jau.2_Missense_Mutation_p.T799I|VCAN_uc003kik.3_IntronNM_004385 NP_004376 P13611 CSPG2_HUMANGAG-alpha (glucosaminoglycan attachment domain).16GAAGCAGCCACTGTATCAAAA0.408

+ 8 6322VCAN_uc003kij.3_Missense_Mutation_p.P1002L|VCAN_uc010jau.2_Intron|VCAN_uc003kik.3_Intron|VCAN_uc003kil.3_Missense_Mutation_p.P653LNM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16TCAGAAGGACCCAGTAGCACC0.512

- 3 959LYSMD3_uc010jaz.1_Silent_p.E112E|LYSMD3_uc003kjs.1_3'UTRNM_198273 NP_938014 Q7Z3D4 LYSM3_HUMANCytoplasmic (Potential). 0TTTTCCATTTCTCTCTGCTGT0.373

+ 13 2507GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TCAAGGGGGTCCCTTGTTAAG0.408

+ 37 8515GPR98_uc003kjt.2_Missense_Mutation_p.A513T|GPR98_uc003kjv.2_Missense_Mutation_p.A407TNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16CCTGCTTGATGCTCAAGGATA0.438

+ 59 12293GPR98_uc003kjt.2_Missense_Mutation_p.G1772ENM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TCCCCAGGAGGAAAAGGAACC0.438

+ 64 12971GPR98_uc003kjt.2_Missense_Mutation_p.S1998T|GPR98_uc003kjw.2_5'FlankNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ATCCGTTCCAGTGGAGATTTT0.438

+ 66 13469GPR98_uc003kjt.2_Missense_Mutation_p.T2164I|GPR98_uc003kjw.2_Missense_Mutation_p.T119INM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential).|Calx-beta 30. 16AGTACAGTCACCTTTCAGCAT0.393

+ 74 15724GPR98_uc003kjt.2_Missense_Mutation_p.V2916I|GPR98_uc003kjw.2_Missense_Mutation_p.V871INM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TGTGGCCACTGTAACTGCCAA0.463



+ 87 18453GPR98_uc003kjt.2_Nonsense_Mutation_p.W3825*|GPR98_uc003kjw.2_Nonsense_Mutation_p.W1780*|GPR98_uc003kjx.2_Nonsense_Mutation_p.W147*NM_032119 NP_115495 Q8WXG9 GPR98_HUMANHelical; (Potential). 16CCGTGACATGGCTTTGGGGAG0.383

- 5 1176C5orf36_uc003kkp.2_Missense_Mutation_p.V307INM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0CTTGTTTTAACCACACGAACA0.343

- 10 1986 NM_012081 NP_036213 O00472 ELL2_HUMAN 1TTGAAGTCATCCTTATAATTC0.383

- 8 1462 NM_012081 NP_036213 O00472 ELL2_HUMAN 1GGTAGGGATGGCAGCAGCCGC0.542

- 2 703ERAP1_uc003kml.2_Missense_Mutation_p.P119L|ERAP1_uc010jbm.1_Intron|ERAP1_uc003kmn.2_Missense_Mutation_p.P119LNM_001040458 NP_001035548 Q9NZ08 ERAP1_HUMANLumenal (Potential). 2GACCTGCAGGGGTTCTTCCGA0.592

+ 2 774LNPEP_uc003kmw.1_Missense_Mutation_p.G73DNM_005575 NP_005566 Q9UIQ6 LCAP_HUMANCytoplasmic (Potential). 4AGAAGCTCAGGCCTTCGGAAC0.527

- 29 4235CHD1_uc010jbn.2_Missense_Mutation_p.S89PNM_001270 NP_001261 O14646 CHD1_HUMAN 5TCTTCATCAGACTTCTCTGAA0.323

- 9 1367 NM_001270 NP_001261 O14646 CHD1_HUMAN Chromo 2. 5TAATAATCAGGATAACCAGCT0.358

+ 20 2887PPIP5K2_uc011cva.1_RNA|PPIP5K2_uc003koe.2_Missense_Mutation_p.L790F|PPIP5K2_uc003kof.2_Missense_Mutation_p.L91FNM_015216 NP_056031 O43314 VIP2_HUMAN 2TCGCTCAGACCTTCAGAGGAC0.363

- 3 514NUDT12_uc011cvb.1_Missense_Mutation_p.A123TNM_031438 NP_113626 Q9BQG2 NUD12_HUMAN 0CTTTCTTTAGCTAGCAGCCAG0.373

- 3 1588FBXL17_uc003kon.3_5'UTRNM_001163315 NP_001156787 Q9UF56 FXL17_HUMAN 0GCGACAATCAGAAATGTTGAT0.338

+ 4 700FER_uc011cve.1_Missense_Mutation_p.D46N|FER_uc011cvf.1_RNA|FER_uc003koq.2_Missense_Mutation_p.D106N|FER_uc011cvg.1_IntronNM_005246 NP_005237 P16591 FER_HUMANImportant for interaction with membranes containing phosphoinositides.5GATGATTAAGGACAAGCAGCA0.398

- 6 1701 NM_014819 NP_055634 O43164 PJA2_HUMAN 2CTCTTCCAAGGATGTCTGTTC0.363 rs149837114

- 4 531 NM_014819 NP_055634 O43164 PJA2_HUMAN 2TGAACCACAAGTGGGAATTTC0.383

+ 2 260CAMK4_uc003kpf.2_Splice_Site_p.R54_splice|CAMK4_uc010jbv.2_Splice_SiteNM_001744 NP_001735 Q16566 KCC4_HUMAN 5AGCTGGGACGGTAAGGCGCGG0.706

+ 16 2584APC_uc011cvt.1_Missense_Mutation_p.A717V|APC_uc003kpz.3_Missense_Mutation_p.A735V|APC_uc003kpy.3_Missense_Mutation_p.A735V|APC_uc010jbz.2_Missense_Mutation_p.A452V|APC_uc010jca.2_Missense_Mutation_p.A35VNM_001127511 NP_001120983 P25054 APC_HUMANSer-rich.|ARM 7. p.?(1) 2515AATAGGCCTGCGAAGTACAAG0.443 rs147655929

+ 1 343YTHDC2_uc010jce.1_Missense_Mutation_p.E54K|YTHDC2_uc010jcf.1_5'UTRNM_022828 NP_073739 Q9H6S0 YTDC2_HUMAN R3H. 3TATCGCGCTGGAGCGCTTCCG0.672

+ 8 2108KCNN2_uc003kqp.2_Missense_Mutation_p.V203I|KCNN2_uc010jcg.2_RNA|uc003kqr.1_IntronNM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN 2CGACAAGCACGTCACTTACAA0.552

- 5 633PGGT1B_uc003kqx.3_Splice_Site_p.M81_splice|PGGT1B_uc010jch.2_Splice_Site_p.M204_spliceNM_005023 NP_005014 P53609 PGTB1_HUMAN 0AACAGAACTCACCATACTCCT0.338

- 5 566PGGT1B_uc003kqx.3_Missense_Mutation_p.C59Y|PGGT1B_uc010jch.2_Missense_Mutation_p.C182YNM_005023 NP_005014 P53609 PGTB1_HUMAN PFTB 1. 0GAGCATATAGCAAATACAGGA0.343

- 4 1571TMED7-TICAM2_uc003kre.2_Missense_Mutation_p.L358F|TICAM2_uc003krc.2_Missense_Mutation_p.L189FNM_021649 NP_067681 Q86XR7 TCAM2_HUMAN TIR. 0ATGGTTTGGAGGGCAAAGGGA0.443

- 1 415 NM_001801 NP_001792 Q16878 CDO1_HUMAN 2TTCCATGATGGCCTGCACCTC0.607

- 19 2975SEMA6A_uc003krx.3_Missense_Mutation_p.P773S|SEMA6A_uc011cwe.1_Missense_Mutation_p.P135S|SEMA6A_uc003krv.3_Missense_Mutation_p.P183S|SEMA6A_uc003krw.3_Missense_Mutation_p.P233S|SEMA6A_uc010jcj.2_Missense_Mutation_p.P300SNM_020796 NP_065847 Q9H2E6 SEM6A_HUMANCytoplasmic (Potential). 2TCTGGGGTGGGGAGGGCCGTC0.627

- 3 344 NM_173666 NP_775937 Q8NBA8 DTWD2_HUMAN 0 ACTTTGTTTTCCTTTAATTAA0.328

+ 18 3626DMXL1_uc010jcl.1_Missense_Mutation_p.D1149NNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 9. 2GTCTAGAGAAGACGGTTCTCA0.383 rs144768533

+ 18 3822DMXL1_uc010jcl.1_Missense_Mutation_p.P1214LNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 10. 2GGCTCCCCACCTTTTCCTGTT0.453

+ 43 9183DMXL1_uc010jcl.1_Missense_Mutation_p.G3022E|DMXL1_uc010jcm.1_RNA|DMXL1_uc003kse.1_Missense_Mutation_p.G175ENM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 16. 2GGAGCTGATGGAACAATGAAA0.363

+ 18 1685HSD17B4_uc011cwg.1_Missense_Mutation_p.A497V|HSD17B4_uc011cwh.1_Missense_Mutation_p.A503V|HSD17B4_uc011cwi.1_Missense_Mutation_p.A546V|HSD17B4_uc003ksk.3_Missense_Mutation_p.A374V|HSD17B4_uc011cwj.1_Missense_Mutation_p.A374V|HSD17B4_uc010jcn.1_Missense_Mutation_p.A259V|HSD17B4_uc010jco.1_5'UTRNM_000414 NP_000405 P51659 DHB4_HUMANMaoC-like.|Enoyl-CoA hydratase 2. 2CCTAACTTTGCTAGTCTAGCA0.353

+ 2 882PRR16_uc003ksp.2_Missense_Mutation_p.P217L|PRR16_uc003ksr.2_Missense_Mutation_p.P170LNM_016644 NP_057728 Q569H4 PRR16_HUMAN Pro-rich. 3CCTGTCCACCCACCGGGAAAG0.488

+ 2 216 SNX2_uc011cwn.1_5'UTRNM_003100 NP_003091 O60749 SNX2_HUMAN 1AGTGCAAACTCCAATGGCCCA0.353

- 21 2876CEP120_uc011cwq.1_Missense_Mutation_p.P741SNM_153223 NP_694955 Q8N960 CE120_HUMAN 1CTGCCATGGGGGCCATCCTTT0.428

- 9 1214CEP120_uc011cwq.1_Missense_Mutation_p.P187S|CEP120_uc010jcz.1_Missense_Mutation_p.P352SNM_153223 NP_694955 Q8N960 CE120_HUMAN 1GGTGATTTTGGCCCAGTAAGT0.388

+ 4 1063LMNB1_uc003kuc.2_Missense_Mutation_p.S232F|LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_Missense_Mutation_p.S22FNM_005573 NP_005564 P20700 LMNB1_HUMANRod.|Linker 2. 2GAGGTGGATTCTGGGCGTCAA0.488

- 2 483MARCH3_uc011cxc.1_Missense_Mutation_p.P10SNM_178450 NP_848545 Q86UD3 MARH3_HUMAN 1AGGACTTCGGGCAGGTGACTG0.527

+ 2 242PRRC1_uc003kuj.3_Missense_Mutation_p.G21ENM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0AATCCTGCAGGGCTGGCTGCT0.403

+ 25 3570SLC12A2_uc010jdf.2_RNA|SLC12A2_uc010jdg.2_Missense_Mutation_p.D1120NNM_001046 NP_001037 P55011 S12A2_HUMANCytoplasmic (Potential). 3GCGAATAACAGATAATGAGCT0.308

- 15 2417FBN2_uc003kuv.2_Missense_Mutation_p.D627HNM_001999 NP_001990 P35556 FBN2_HUMANEGF-like 10; calcium-binding. 15TGGCATTCATCAACATCTGTG0.502

+ 17 2513ADAMTS19_uc010jdh.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMAN Spacer. 9GGCAAACAGTCTATTAATAGT0.393

+ 22 3388ADAMTS19_uc010jdh.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMAN TSP type-1 5. 9TTTTTCCTCAGAAAAACCTGC0.418 rs2840016

+ 3 1141 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3TTACATCCAAGACCTTCACAA0.358

+ 3 1859 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3AATGAAAAGAAAGTACACATT0.348

+ 3 2050 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANLumenal (Potential). 3GTACCCCAAAGCAGAAATGAC0.438

- 25 4036RAPGEF6_uc003kvp.1_Missense_Mutation_p.S1327N|RAPGEF6_uc003kvo.1_Missense_Mutation_p.S1290N|RAPGEF6_uc010jdi.1_Missense_Mutation_p.S1285N|RAPGEF6_uc010jdj.1_Missense_Mutation_p.S1285N|RAPGEF6_uc003kvm.1_Missense_Mutation_p.S200NNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN Ser-rich. 3AGAACAATTGCTCACGATGCT0.478

- 7 812RAPGEF6_uc003kvp.1_Intron|FNIP1_uc003kvt.1_Intron|FNIP1_uc010jdm.1_Missense_Mutation_p.P179S|FNIP1_uc003kvu.2_Missense_Mutation_p.P224SNM_133372 NP_588613 Q8TF40 FNIP1_HUMAN 2AGGCGGAGCGGACCCTGCTCA0.517

+ 4 351 NM_000588 NP_000579 P08700 IL3_HUMAN 3TCCACAGAATCTCCTGCCATG0.428

+ 5 1215SLC22A5_uc003kwx.3_Splice_Site_p.E341_splice|SLC22A5_uc010jdr.1_Splice_SiteNM_003060 NP_003051 O76082 S22A5_HUMAN 0CCGAGTGAGGTAAGCACCATG0.562

+ 6 1267SLC22A5_uc003kwx.3_Missense_Mutation_p.L359F|SLC22A5_uc010jdr.1_5'UTRNM_003060 NP_003051 O76082 S22A5_HUMANCytoplasmic (Potential). 0TCTGGATCTGCTTCGAACCTG0.468



+ 4 289C5orf56_uc003kwz.1_Intron|C5orf56_uc010jds.1_Intron|IRF1_uc003kxd.2_IntronNM_001013717 NP_001013739 Q8N8D9 CE056_HUMAN 0 tataatgcttcctgccatcct 0.05

- 8 926C5orf56_uc010jds.1_Intron|IRF1_uc003kxd.2_Intron|IRF1_uc003kxb.2_Missense_Mutation_p.G231E|IRF1_uc010jdt.1_Missense_Mutation_p.G231ENM_002198 NP_002189 P10914 IRF1_HUMAN 0AGGTAATTTCCCTTCCTCATC0.532

+ 1 434IL4_uc003kxl.1_Missense_Mutation_p.V22INM_000589 NP_000580 P05112 IL4_HUMAN 0CGGCAACTTTGTCCACGGACA0.493

- 4 772SEPT8_uc003kxs.1_Splice_Site_p.K178_splice|SEPT8_uc003kxu.2_Splice_Site_p.K178_splice|SEPT8_uc011cxi.1_Splice_Site_p.K176_splice|SEPT8_uc003kxv.2_Splice_Site_p.K176_splice|SEPT8_uc003kxt.2_Splice_Site_p.K118_spliceNM_001098811 NP_001092281 Q92599 SEPT8_HUMAN 2GACAGGGATACCTTGCTGTCT0.547

- 11 2497AFF4_uc011cxk.1_Missense_Mutation_p.E375K|AFF4_uc003kye.1_Missense_Mutation_p.E697KNM_014423 NP_055238 Q9UHB7 AFF4_HUMAN 5TCCTTCTCTTCCATAGGAGAG0.453

- 10 1396FSTL4_uc003kym.1_5'UTRNM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN Ig-like 2. 2GCTCCCATTGGCTGCAGACAG0.547

- 5 766 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN EF-hand. 2TAAGTCCCTGAACAGAGATTC0.557

- 13 1860CDKL3_uc011cxm.1_Intron|CDKL3_uc011cxn.1_Intron|CDKL3_uc010jdw.2_Intron|CDKL3_uc011cxo.1_Intron|CDKL3_uc011cxp.1_Intron|CDKL3_uc011cxq.1_3'UTRNM_001113575 NP_001107047 Q8IVW4 CDKL3_HUMAN 1AAATTCTTCCCCTCGCAATGG0.348

+ 5 501PHF15_uc011cxt.1_Missense_Mutation_p.P108S|PHF15_uc003kzk.2_Missense_Mutation_p.P124S|PHF15_uc003kzl.2_Missense_Mutation_p.P108S|PHF15_uc003kzm.2_Missense_Mutation_p.P108S|PHF15_uc003kzn.2_Missense_Mutation_p.P108SNM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0GATCCTCCCACCACTGGAAGG0.637

+ 22 3412SEC24A_uc011cxu.1_Missense_Mutation_p.L806FNM_021982 NP_068817 O95486 SC24A_HUMAN 0CATCTCTTGGCTTAGAGAGCA0.358

+ 4 913CAMLG_uc003kzu.2_3'UTRNM_001745 NP_001736 P49069 CAMLG_HUMANCytoplasmic (Potential). 0AATGGGCGAAGTCTTCACAGA0.403

+ 15 2065DDX46_uc003kzv.1_RNANM_014829 NP_055644 Q7L014 DDX46_HUMANHelicase C-terminal. 1GGAACATGCTGATGGTCTTCT0.343

- 2 794uc003laj.1_5'Flank|PITX1_uc011cxy.1_Missense_Mutation_p.R134QNM_002653 NP_002644 P78337 PITX1_HUMAN Homeobox. 1CTTGCTCACCCGCACGCGCGG0.652

- 1 945 NM_006161 NP_006152 Q92886 NGN1_HUMAN 0ACAGGGCGTTGTGTGGAGCAA0.592

+ 4 565LOC153328_uc003lba.2_Missense_Mutation_p.L131F Q6ZT89 S2548_HUMAN Solcar 2. 0AGATCCGGTTGCAGATGCAGA0.642

+ 3 268PKD2L2_uc010jep.1_Missense_Mutation_p.P11L|PKD2L2_uc003lbw.1_Missense_Mutation_p.P71L|PKD2L2_uc003lbx.2_Missense_Mutation_p.P71LNM_014386 NP_055201 Q9NZM6 PK2L2_HUMANExtracellular (Potential). 0ACTTCTGTGCCTGGTGAAGAA0.358

- 12 1604BRD8_uc003lcc.1_RNA|BRD8_uc011cyl.1_Missense_Mutation_p.P296S|BRD8_uc003lcg.2_Missense_Mutation_p.P590S|BRD8_uc003lci.2_Missense_Mutation_p.P520S|BRD8_uc003lch.2_Missense_Mutation_p.P411S|BRD8_uc011cym.1_Missense_Mutation_p.P501S|BRD8_uc010jer.1_Missense_Mutation_p.P486S|BRD8_uc011cyn.1_Missense_Mutation_p.P476SNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1GAAATGACTGGCTCTGGTTCT0.507

+ 6 1038KIF20A_uc011cyo.1_Missense_Mutation_p.P163LNM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0GGGATTCTCCCCCGGTCCCTG0.522

- 11 1230 NM_004661 NP_004652 Q9UJX2 CDC23_HUMAN TPR 7. 0ATACCAAGCTCTGTAGTCCCG0.468

- 11 1223 NM_004661 NP_004652 Q9UJX2 CDC23_HUMAN TPR 6. 0GCTCTGTAGTCCCGTTTGTTG0.463

+ 4 1246FAM53C_uc003lcw.2_Missense_Mutation_p.P259L|FAM53C_uc011cyq.1_RNA|FAM53C_uc011cyr.1_Missense_Mutation_p.P75SNM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1CCAGAGCTGCCCTGGCGACCT0.672 rs138917148

+ 7 691REEP2_uc003lda.2_Missense_Mutation_p.P192L|REEP2_uc011cyt.1_Missense_Mutation_p.P151LNM_016606 NP_057690 Q9BRK0 REEP2_HUMAN 0GGAGATGACCCTGCCCTGAGT0.607

+ 12 1683CTNNA1_uc011cyx.1_Missense_Mutation_p.L427F|CTNNA1_uc011cyy.1_Missense_Mutation_p.L407F|CTNNA1_uc003ldi.2_Missense_Mutation_p.L228F|CTNNA1_uc003ldj.2_Missense_Mutation_p.L530F|CTNNA1_uc003ldl.2_Missense_Mutation_p.L160FNM_001903 NP_001894 P35221 CTNA1_HUMAN 11TGTCATTGCTCTCCAAGAGAA0.488

- 3 370SIL1_uc003ldn.2_Splice_Site_p.R117_splice|SIL1_uc003ldo.2_Splice_Site_p.R118_splice|SIL1_uc003ldp.2_Splice_Site_p.R118_spliceNM_022464 NP_071909 Q9H173 SIL1_HUMAN 0TGACACTGTACCTTTTGCCTT0.403

- 6 825 NM_198282 NP_938023 Q86WV6 TM173_HUMANCytoplasmic (Potential). 1CTCACTGCACCCCGTAGCAGG0.527

+ 12 1998ANKHD1_uc003lfq.1_Missense_Mutation_p.A644V|ANKHD1_uc003lfr.2_Missense_Mutation_p.A625V|ANKHD1_uc003lft.1_Missense_Mutation_p.A105V|ANKHD1_uc003lfu.1_Missense_Mutation_p.A105V|ANKHD1_uc003lfv.1_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6TTCAAAGGTGCCAATGTTAAC0.373

+ 29 6876ANKHD1_uc003lfr.2_Missense_Mutation_p.G2251D|ANKHD1-EIF4EBP3_uc011czh.1_Missense_Mutation_p.G990D|ANKHD1_uc003lfw.2_Missense_Mutation_p.G889D|ANKHD1_uc010jfl.2_Missense_Mutation_p.G686D|ANKHD1-EIF4EBP3_uc003lfx.1_Missense_Mutation_p.G388DNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6GCGTTCCTGGGTAACTCAGTG0.522

- 11 1446SRA1_uc010jfm.2_5'Flank|SRA1_uc003lga.2_5'Flank|APBB3_uc003lgb.1_Missense_Mutation_p.P135S|APBB3_uc003lgc.1_Missense_Mutation_p.P135S|APBB3_uc003lge.1_Missense_Mutation_p.P356S|APBB3_uc003lgf.1_RNA|APBB3_uc010jfp.1_RNA|APBB3_uc011czi.1_Missense_Mutation_p.P135S|APBB3_uc010jfq.1_Missense_Mutation_p.P96LNM_133172 NP_573418 O95704 APBB3_HUMAN PID 2. 2AGGCGCACAGGGCACTGCCAC0.602

- 11 1431SRA1_uc010jfm.2_5'Flank|SRA1_uc003lga.2_5'Flank|APBB3_uc003lgb.1_Missense_Mutation_p.P130S|APBB3_uc003lgc.1_Missense_Mutation_p.P130S|APBB3_uc003lge.1_Missense_Mutation_p.P351S|APBB3_uc003lgf.1_RNA|APBB3_uc010jfp.1_RNA|APBB3_uc011czi.1_Missense_Mutation_p.P130S|APBB3_uc010jfq.1_Missense_Mutation_p.A91VNM_133172 NP_573418 O95704 APBB3_HUMAN PID 2. 2TGCCACAATGGCTCCTCCTCT0.597

+ 10 988IK_uc011czk.1_Missense_Mutation_p.T293INM_006083 NP_006074 Q13123 RED_HUMAN 1AGGCAGGGAACCCGTAACAAG0.463

+ 1 214 NM_017706 NP_060176 Q9H6Y2 WDR55_HUMAN 1CACTCCGGAAGACATCGTGCT0.657

- 4 1071 NM_194249 NP_919225 Q8IYX4 DND1_HUMAN 0TCAGCCCCAGCAGACCACAGG0.602

- 10 1145HARS_uc003lgu.2_Missense_Mutation_p.G286S|HARS_uc011czm.1_Missense_Mutation_p.G315S|HARS_uc003lgw.2_Missense_Mutation_p.G335S|HARS_uc011czn.1_Missense_Mutation_p.G295S|HARS_uc010jfu.2_Missense_Mutation_p.G355S|HARS_uc011czo.1_Missense_Mutation_p.G281S|HARS_uc011czp.1_Missense_Mutation_p.G241S|HARS_uc011czq.1_Missense_Mutation_p.G245SNM_002109 NP_002100 P12081 SYHC_HUMAN 2GCCACACTGCCCACACCCAGG0.627

+ 8 1009HARS2_uc011czr.1_Missense_Mutation_p.A240T|HARS2_uc011czs.1_Missense_Mutation_p.A121T|HARS2_uc011czt.1_Missense_Mutation_p.A93T|HARS2_uc011czu.1_Missense_Mutation_p.A91TNM_012208 NP_036340 P49590 SYHM_HUMAN 0TCCTGAGGTGGCTGATCGAAT0.488

+ 1 1970PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc011daf.1_Missense_Mutation_p.A615TNM_018903 NP_061726 Q9UN75 PCDAC_HUMANCadherin 6.|Extracellular (Potential). 0GCAACCGGCGGCGGTCGGCGC0.687

+ 3 2887PCDHA1_uc003lha.2_Missense_Mutation_p.G562R|PCDHA1_uc003lhb.2_Missense_Mutation_p.G826R|PCDHA2_uc003lhd.2_Missense_Mutation_p.G824R|PCDHA3_uc003lhf.2_Missense_Mutation_p.G826R|PCDHA4_uc003lhi.2_Missense_Mutation_p.G823R|PCDHA4_uc003lhh.1_Missense_Mutation_p.G823R|PCDHA5_uc003lhk.1_Missense_Mutation_p.G812R|PCDHA5_uc003lhl.2_Missense_Mutation_p.G812R|PCDHA6_uc003lhn.2_Missense_Mutation_p.G562R|PCDHA6_uc003lho.2_Missense_Mutation_p.G826R|PCDHA7_uc003lhq.2_Missense_Mutation_p.G813R|PCDHA8_uc003lhs.2_Missense_Mutation_p.G826R|PCDHA9_uc003lhu.2_Missense_Mutation_p.G826R|PCDHA10_uc003lhw.2_Missense_Mutation_p.G561R|PCDHA10_uc003lhx.2_Missense_Mutation_p.G824R|PCDHA11_uc003lia.2_Missense_Mutation_p.G825R|PCDHA12_uc003lic.2_Missense_Mutation_p.G817R|PCDHA13_uc003lie.1_Missense_Mutation_p.G826R|PCDHA13_uc003lif.2_Missense_Mutation_p.G826R|PCDHAC1_uc003lih.2_Missense_Mutation_p.G839RNM_018899 NP_061722 Q9Y5I4 PCDC2_HUMAN4 X 4 AA repeats of P-X-X-P.|Cytoplasmic (Potential). 4AGAGGAGGCTGGCATTCTACG0.498

+ 1 740 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCadherin 3.|Extracellular (Potential). 3ACTCCATATGGGGTGCAGGTC0.493

+ 1 868 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 2. 6GCGCATTCTGGTTCTAGACGT0.552

+ 1 962 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 3. 6ATGGTTGTCTCCGTGTCAGCC0.458

+ 1 631PCDHB16_uc003liv.2_5'FlankNM_019120 NP_061993 Q9UN66 PCDB8_HUMANCadherin 2.|Extracellular (Potential). 4GAGCAGTCCTCCTGGGACTGC0.418

+ 3 1442 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMANExtracellular (Potential).|Cadherin 5. 0AGAGACTCAGGCACCAACGCC0.652

+ 1 1181PCDHB12_uc011dak.1_5'UTRNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 3. 3TTTGGAAAATCTACAGTCAGA0.413

- 1 865 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMANSolcar 3.|Helical; Name=5; (Potential). 1CAATCCACTGGGAACACGACA0.418

+ 1 1309PCDHGA1_uc011dan.1_Missense_Mutation_p.H437YNM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANCadherin 4.|Extracellular (Potential). 3TACTGAAACTCACATTTCACT0.443

+ 1 2287PCDHGA1_uc003lji.1_Intron|PCDHGA3_uc003ljm.1_5'Flank|PCDHGA3_uc010jfx.1_5'Flank|PCDHGA2_uc011dao.1_Missense_Mutation_p.S701F|PCDHGA3_uc011dap.1_5'FlankNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANHelical; (Potential). 3GCCGCGGTCTCCTGCGTCTTC0.662

+ 1 688PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Translation_Start_Site|PCDHGA3_uc011dap.1_Missense_Mutation_p.V230MNM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 2. 1GCACATCCAAGTGATAGTCCT0.547

+ 1 1409PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_Missense_Mutation_p.S230F|PCDHGA3_uc011dap.1_Missense_Mutation_p.S470FNM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 5. 1AGAGGAGCCTCCATCTTCTCA0.547



+ 1 962PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc011dar.1_Missense_Mutation_p.A321VNM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANExtracellular (Potential).|Cadherin 3. 0AGTATCGAAGCAAAAGATCCT0.378

+ 1 1156PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc011dav.1_Missense_Mutation_p.G386SNM_003736 NP_003727 Q9UN71 PCDGG_HUMANCadherin 4.|Extracellular (Potential). 0TAAATTGGAAGGTGATGTTCC0.403

+ 1 1778PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc011day.1_Missense_Mutation_p.T593I|PCDHGB7_uc003lkm.2_5'Flank|PCDHGB7_uc003lkn.1_5'FlankNM_018913 NP_061736 Q9Y5H3 PCDGA_HUMANCadherin 6.|Extracellular (Potential). 0TACCTGGTGACCAAGGTGGTG0.687

+ 1 2165PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkm.2_Missense_Mutation_p.D674N|PCDHGA11_uc003lko.1_5'Flank|PCDHGA11_uc003lkp.1_5'Flank|PCDHGA11_uc003lkq.1_5'FlankNM_018927 NP_061750 Q9Y5F8 PCDGJ_HUMANExtracellular (Potential).|Cadherin 6. 2GGTACTGCCGGATTTCAGCGA0.577

+ 1 1851PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc011dba.1_5'Flank|PCDHGA12_uc003lkt.1_5'FlankNR_001297 0TTTCAGCCTGGGGCTGCACAC0.652

+ 1 367PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lkv.1_Intron|PCDHGC3_uc003lkw.1_Intron|PCDHGC4_uc011dbb.1_Missense_Mutation_p.I123VNM_018928 NP_061751 Q9Y5F7 PCDGL_HUMANCadherin 1.|Extracellular (Potential). 4AGAGGTAGAGATCGTAGATGT0.567

+ 1 688PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lkv.1_Intron|PCDHGC3_uc003lkw.1_Intron|PCDHGC4_uc003lky.1_Intron|PCDHGC5_uc011dbc.1_Missense_Mutation_p.V230INM_018929 NP_061752 Q9Y5F6 PCDGM_HUMANExtracellular (Potential).|Cadherin 2. 3CCTTATCTCTGTCATCGTGCT0.557

- 3 1603PCDH1_uc003llp.2_Missense_Mutation_p.V496M|PCDH1_uc011dbf.1_Missense_Mutation_p.V474MNM_002587 NP_002578 Q08174 PCDH1_HUMANExtracellular (Potential).|Cadherin 4. 5ACGTCCACCACCTGCACCTTG0.537

- 1 2884 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANExtracellular (Potential).|Cadherin 5. 3ATTATCATTGGCATCCAAGAG0.582

- 1 2736 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANExtracellular (Potential).|Cadherin 5. 3GAGTCAATAGCTACTAAGTGA0.507

- 1 2556 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANCadherin 4.|Extracellular (Potential). 3TCACTGATCTGAATGCTGAGC0.488

- 3 986GNPDA1_uc003lmg.3_Splice_Site_p.G76_splice|GNPDA1_uc010jgh.2_Splice_Site_p.G76_splice|GNPDA1_uc003lmh.3_Splice_Site_p.G42_spliceNM_005471 NP_005462 P46926 GNPI1_HUMAN 0CGAGGAAGGCCTGTGGGGCCG0.547

- 2 1295NR3C1_uc003lmy.2_Missense_Mutation_p.P268L|NR3C1_uc003lna.2_Missense_Mutation_p.P268L|NR3C1_uc003lnb.2_Missense_Mutation_p.P268L|NR3C1_uc011dbk.1_Intron|NR3C1_uc003lnc.2_Missense_Mutation_p.P268L|NR3C1_uc003lnd.2_Missense_Mutation_p.P268L|NR3C1_uc003lne.2_Missense_Mutation_p.P268L|NR3C1_uc003lnf.2_Missense_Mutation_p.P268L|NR3C1_uc003lng.2_Missense_Mutation_p.P268L|NR3C1_uc003lnh.2_Missense_Mutation_p.P268L|NR3C1_uc003lni.2_Missense_Mutation_p.P268LNM_000176 NP_000167 P04150 GCR_HUMAN Modulating. 2TACATTACTGGGGCTTGACAA0.428

- 3 596YIPF5_uc003lnl.3_Missense_Mutation_p.P52L|YIPF5_uc010jgl.2_5'UTRNM_001024947 NP_001020118 Q969M3 YIPF5_HUMANCytoplasmic (Potential). 2CATGTCTGGAGGGACAAATCT0.428

+ 4 1530KCTD16_uc003lnn.1_Missense_Mutation_p.G301RNM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4TGACAAAGAAGGGGAGAGCGG0.547

- 23 2558LARS_uc003lnw.1_5'Flank|LARS_uc011dbq.1_Missense_Mutation_p.V728M|LARS_uc011dbr.1_Missense_Mutation_p.V720M|LARS_uc011dbs.1_Missense_Mutation_p.V747MNM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0ATTTCTTTCACCCACTCTACC0.478

- 20 2328LARS_uc011dbq.1_Missense_Mutation_p.S651N|LARS_uc011dbr.1_Missense_Mutation_p.S643N|LARS_uc011dbs.1_Missense_Mutation_p.S670NNM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0TATCATTCACCTTTGTTCCGG0.383

- 5 582LARS_uc011dbq.1_Intron|LARS_uc011dbr.1_Missense_Mutation_p.P61L|LARS_uc011dbs.1_Missense_Mutation_p.P88LNM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0TGGAAAATCAGGGGGGCAACC0.348

+ 7 1284TCERG1_uc003loc.2_Missense_Mutation_p.P394L|TCERG1_uc011dbt.1_Missense_Mutation_p.P394LNM_006706 NP_006697 O14776 TCRG1_HUMAN 2ATGATACATCCCCAGGTTGCT0.388

- 1 753 NM_194251 NP_919227 Q8TDV0 GP151_HUMANCytoplasmic (Potential). 2TGCTCAGCAGCATCACTGTGA0.498

- 6 700SH3TC2_uc003lpp.1_RNA|SH3TC2_uc003lps.2_RNA|SH3TC2_uc003lpt.2_5'UTR|SH3TC2_uc010jgx.2_Missense_Mutation_p.A176V|SH3TC2_uc003lpv.1_5'UTR|SH3TC2_uc011dbz.1_Missense_Mutation_p.A68VNM_024577 NP_078853 Q8TF17 S3TC2_HUMAN 2GGAGCACAGGGCTCTGCAGAA0.473

+ 16 1603ABLIM3_uc003lpz.1_Splice_Site_p.G451_splice|ABLIM3_uc003lqa.1_Splice_Site_p.G348_splice|ABLIM3_uc003lqb.2_Splice_Site_p.G340_splice|ABLIM3_uc003lqc.1_Splice_Site_p.G418_splice|ABLIM3_uc003lqd.1_Splice_Site_p.G356_splice|ABLIM3_uc003lqf.2_Splice_Site_p.G340_splice|ABLIM3_uc003lqe.1_Splice_Site_p.G340_spliceNM_014945 NP_055760 O94929 ABLM3_HUMAN 3GTCCTCTGCAGGTGATTTGTC0.532

- 2 622CSNK1A1_uc011dcc.1_5'UTR|CSNK1A1_uc003lqv.1_5'UTR|CSNK1A1_uc003lqw.1_Missense_Mutation_p.E48K|CSNK1A1_uc003lqy.1_Missense_Mutation_p.E48K|CSNK1A1_uc010jha.1_Missense_Mutation_p.E48KNM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase. 1TTCTGAGATTCTAGCTTCACT0.507

+ 3 458PPARGC1B_uc003lrb.1_Missense_Mutation_p.A139V|PPARGC1B_uc003lrd.2_Missense_Mutation_p.A139V|PPARGC1B_uc003lrf.2_Missense_Mutation_p.A118V|PPARGC1B_uc003lre.1_Missense_Mutation_p.A118VNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CCCAGCCCTGCCCCGGAGAAG0.617

+ 5 653PPARGC1B_uc003lrb.1_Missense_Mutation_p.P204L|PPARGC1B_uc003lrd.2_Missense_Mutation_p.P165L|PPARGC1B_uc003lrf.2_Missense_Mutation_p.P183L|PPARGC1B_uc003lre.1_Missense_Mutation_p.P183LNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0AAGAAGGCTCCCATGATGCAG0.582

+ 8 2332PPARGC1B_uc003lrb.1_Missense_Mutation_p.L764F|PPARGC1B_uc003lrd.2_Missense_Mutation_p.L725F|PPARGC1B_uc003lrf.2_Missense_Mutation_p.L743F|PPARGC1B_uc003lre.1_Missense_Mutation_p.L743FNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CCGTGCCAGCCTCACCAAACA0.607

- 21 3080CSF1R_uc011dcd.1_3'UTR|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.P962LNM_005211 NP_005202 P07333 CSF1R_HUMANCytoplasmic (Potential). 54CTGCAGCAAGGGCTGGGCGAT0.478

- 9 1615CSF1R_uc011dcd.1_Missense_Mutation_p.V326I|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.V474INM_005211 NP_005202 P07333 CSF1R_HUMANIg-like C2-type 5.|Extracellular (Potential). 54AAGGTCTCAACAGTCAGCAGG0.597

- 3 627PDGFRB_uc010jhd.2_5'UTR|PDGFRB_uc011dcg.1_Missense_Mutation_p.T53INM_002609 NP_002600 P09619 PGFRB_HUMANExtracellular (Potential).|Ig-like C2-type 1. 17ACCCGAGCAGGTCAGAACGAA0.607

- 17 1426CAMK2A_uc003lrs.2_Missense_Mutation_p.S115F|CAMK2A_uc003lrt.2_Missense_Mutation_p.S415FNM_171825 NP_741960 Q9UQM7 KCC2A_HUMAN 1GCTGTTCCGGGACCACACTGG0.607

- 2 1485 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2AGTCTGGCCACCATTGTCACT0.587

+ 12 1997TCOF1_uc003lrw.2_Missense_Mutation_p.A630V|TCOF1_uc011dch.1_Missense_Mutation_p.A630V|TCOF1_uc003lrz.2_Missense_Mutation_p.A630V|TCOF1_uc003lrx.2_Missense_Mutation_p.A553V|TCOF1_uc003lsa.2_Missense_Mutation_p.A553V|TCOF1_uc011dci.1_Missense_Mutation_p.A119VNM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3ATGACTGCAGCTCAGGTGAGG0.622

+ 16 2671TCOF1_uc003lrw.2_Missense_Mutation_p.A855T|TCOF1_uc011dch.1_Missense_Mutation_p.A855T|TCOF1_uc003lrz.2_Missense_Mutation_p.A855T|TCOF1_uc003lrx.2_Missense_Mutation_p.A778T|TCOF1_uc003lsa.2_Missense_Mutation_p.A778T|TCOF1_uc011dci.1_IntronNM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3GAAGGCCGTGGCTACAGCAGC0.627

- 7 783 NM_018047 NP_060517 Q9NW64 RBM22_HUMAN 0TCCAGCCGAGGCATTGTTGAA0.438

- 7 771 NM_018047 NP_060517 Q9NW64 RBM22_HUMAN 0ATTGTTGAAGCCCGCTTTAGA0.443

+ 4 468GPX3_uc003ltc.2_RNA|GPX3_uc003ltd.2_RNANM_002084 NP_002075 P22352 GPX3_HUMAN 0GAACTGAATGCACTACAGGAA0.552

- 20 1713ANXA6_uc011dcp.1_Missense_Mutation_p.E489K|ANXA6_uc003ltm.1_Missense_Mutation_p.E521K|ANXA6_uc003ltn.1_Missense_Mutation_p.E314K|ANXA6_uc003lto.1_Missense_Mutation_p.E108KNM_001155 NP_001146 P08133 ANXA6_HUMAN 0TGGGCATCTTCCCGTGCCTGG0.607

- 6 471ANXA6_uc011dcp.1_Splice_Site_p.G75_splice|ANXA6_uc003ltm.1_Splice_Site_p.G107_splice|ANXA6_uc003ltn.1_Intron|ANXA6_uc003lto.1_IntronNM_001155 NP_001146 P08133 ANXA6_HUMAN 0TGCCAATGCCCTGGGGGTAGA0.547 rs36089400

- 22 12465GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Missense_Mutation_p.A758VNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6AGGGACCGCAGCTGGCGGGAG0.557

- 18 11189GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Missense_Mutation_p.P419SNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential). 6CCCTGGCAGGGCACCATGGGC0.577

- 9 7217GM2A_uc011dcs.1_IntronNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 21. 6TCAATAGCCTGGACTTTAAGA0.488

- 1 1271GM2A_uc011dcs.1_Intron|FAT2_uc010jhx.1_Missense_Mutation_p.L420FNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 3. 6AAGTCCATGAGCTTTGTGGTG0.507

+ 2 194G3BP1_uc010jhy.1_Missense_Mutation_p.P8L|G3BP1_uc003lum.2_Missense_Mutation_p.P8L|G3BP1_uc011dcu.1_5'UTR|G3BP1_uc010jhz.2_5'UTR|uc003luo.1_5'Flank|uc003lup.1_5'FlankNM_005754 NP_005745 Q13283 G3BP1_HUMAN 4AAGCCTAGTCCCCTGCTGGTC0.483

+ 10 1728GRIA1_uc003luy.3_Missense_Mutation_p.R455C|GRIA1_uc003luz.3_Missense_Mutation_p.R360C|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Missense_Mutation_p.R375C|GRIA1_uc011dcx.1_Missense_Mutation_p.R386C|GRIA1_uc011dcy.1_Missense_Mutation_p.R465C|GRIA1_uc011dcz.1_Missense_Mutation_p.R465C|GRIA1_uc010jia.1_Missense_Mutation_p.R435CNM_001114183 NP_001107655 P42261 GRIA1_HUMANExtracellular (Potential). 6CTACTCCTACCGTCTGGAGAT0.542

- 10 1586FAM114A2_uc003lvc.2_Missense_Mutation_p.R333K|FAM114A2_uc003lvd.2_Missense_Mutation_p.R333K|FAM114A2_uc003lve.2_Missense_Mutation_p.R149K|FAM114A2_uc011dda.1_Missense_Mutation_p.R263KNM_018691 NP_061161 Q9NRY5 F1142_HUMAN 0GGCGGTATTTCTTGCCTAAAT0.408

- 5 1003FAM114A2_uc003lvc.2_Missense_Mutation_p.A139T|FAM114A2_uc003lvd.2_Missense_Mutation_p.A139T|FAM114A2_uc003lve.2_5'UTR|FAM114A2_uc011dda.1_Missense_Mutation_p.A69TNM_018691 NP_061161 Q9NRY5 F1142_HUMAN 0TTCTCTTTGGCATTTGTCTCT0.428

+ 9 1399GALNT10_uc010jic.2_RNA|GALNT10_uc010jid.2_Nonsense_Mutation_p.Q264*|uc003lvi.2_Intron|GALNT10_uc003lvj.2_Nonsense_Mutation_p.Q94*NM_198321 NP_938080 Q86SR1 GLT10_HUMANLumenal (Potential). 2 tgtcgcagtccagaaaaagct 0.323



+ 14 2944LARP1_uc003lvo.2_Missense_Mutation_p.R762CNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4GATGGATTCCCGTGAGCACAG0.557

- 20 2812GEMIN5_uc011ddk.1_Missense_Mutation_p.G909ENM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN 3GTGACCTTTTCCTGTTTGAAA0.413

+ 1 684 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1AAGATTGTGGGACTCACTGAG0.438

+ 1 3426 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANInteraction with PRC1 (By similarity).|Globular (By similarity).1CAAGGGTGTTCCTGCAAGGGC0.453

+ 1 581 NR_002168 0CATGAATACGGAAGAATCAAA0.343

- 4 774HAVCR1_uc011ddl.1_Missense_Mutation_p.P28S|HAVCR1_uc003lwi.2_Missense_Mutation_p.P197S|HAVCR1_uc011ddm.1_Missense_Mutation_p.P197SNM_001099414 NP_001092884 Q96D42 HAVR1_HUMAN10.|Extracellular (Potential).|11 X 6 AA approximate tandem repeats of V-P-T-T-T-T].|Thr-rich.2GTTGTTGTTGGAATGCTCGTT0.458

+ 23 2453CYFIP2_uc011ddn.1_Missense_Mutation_p.S746F|CYFIP2_uc011ddo.1_Missense_Mutation_p.S576F|CYFIP2_uc003lwr.2_Missense_Mutation_p.S772F|CYFIP2_uc003lws.2_Missense_Mutation_p.S772F|CYFIP2_uc003lwt.2_Missense_Mutation_p.S675F|CYFIP2_uc011ddp.1_Missense_Mutation_p.S506FNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0CAGCGCATCTCTGCCGCCATG0.448

- 3 299ADAM19_uc003lww.1_5'UTR|ADAM19_uc011ddr.1_Missense_Mutation_p.D10NNM_033274 NP_150377 Q9H013 ADA19_HUMAN 8TTCTCCAGGTCCAGGATCAGT0.478

- 1 958SOX30_uc003lxc.1_Missense_Mutation_p.A206T|SOX30_uc011dds.1_IntronNM_178424 NP_848511 O94993 SOX30_HUMAN 2TCTCGGATGGCTGCCGGGCTT0.652

- 2 401RNF145_uc011ddy.1_Missense_Mutation_p.D44N|RNF145_uc003lxo.1_Missense_Mutation_p.D58N|RNF145_uc011ddz.1_Missense_Mutation_p.D47N|RNF145_uc010jiq.1_Missense_Mutation_p.D60N|RNF145_uc011dea.1_Missense_Mutation_p.D46NNM_144726 NP_653327 Q96MT1 RN145_HUMAN 5GAGCTGACATCCCATCTGTAC0.423

- 7 1376CCNJL_uc011dee.1_Missense_Mutation_p.G327D|CCNJL_uc003lyc.1_RNANM_024565 NP_078841 Q8IV13 CCNJL_HUMAN 0GAGGGATGAGCCTGTACTCCC0.622

- 25 4692ATP10B_uc010jit.1_Missense_Mutation_p.P532LNM_025153 NP_079429 O94823 AT10B_HUMANExtracellular (Potential). 5GGGATTGGTGGGGCTGTTGCA0.532

+ 7 1128GABRG2_uc010jjc.2_Splice_Site_p.G297_splice|GABRG2_uc003lyy.3_Splice_Site_p.G257_splice|GABRG2_uc011dej.1_Splice_Site_p.G162_spliceNM_000816 NP_000807 P18507 GBRG2_HUMAN 5GTCTGTTCCAGGAGATTATGT0.378

+ 5 1130ODZ2_uc003lzq.2_Missense_Mutation_p.A256V|ODZ2_uc003lzr.3_Missense_Mutation_p.A186VNM_001122679 NP_001116151 10AAATGTGCTGCCCTCTCCGCC0.557

+ 23 5002ODZ2_uc003lzr.3_Missense_Mutation_p.L1438F|ODZ2_uc003lzt.3_Missense_Mutation_p.L1041F|ODZ2_uc010jje.2_Missense_Mutation_p.L932FNM_001122679 NP_001116151 10GAACCTGGAGCTTGGTCTCAT0.537

+ 25 5424ODZ2_uc003lzr.3_Missense_Mutation_p.N1578K|ODZ2_uc003lzt.3_Missense_Mutation_p.N1181K|ODZ2_uc010jje.2_Missense_Mutation_p.N1072KNM_001122679 NP_001116151 10ATGGCTTAAACTCCATTGAGT0.532

+ 18 2682WWC1_uc003lzv.2_Missense_Mutation_p.E863D|WWC1_uc011den.1_Missense_Mutation_p.E863D|WWC1_uc003lzw.2_Missense_Mutation_p.E662D|WWC1_uc010jjf.1_Missense_Mutation_p.E135DNM_015238 NP_056053 Q8IX03 KIBRA_HUMANGlu-rich.|Interaction with histone H3. 5 aggtggaggaggaggagggag0.403

+ 19 2830WWC1_uc003lzv.2_Missense_Mutation_p.P913S|WWC1_uc011den.1_Missense_Mutation_p.P913S|WWC1_uc003lzw.2_Missense_Mutation_p.P712S|WWC1_uc010jjf.1_Missense_Mutation_p.P185SNM_015238 NP_056053 Q8IX03 KIBRA_HUMANInteraction with histone H3. 5AGTGGGCACCCCGTCCCAGGG0.622

- 27 3320SLIT3_uc010jjg.2_Missense_Mutation_p.G974ENM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 2. 4GCAGGTGCCTCCATGCTGACA0.498

+ 47 4849DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.R1082K|DOCK2_uc003mah.2_Missense_Mutation_p.R146KNM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-2. 7CATGAGAAAAGGGTGTCAGAT0.517

+ 2 710 uc003mbe.1_5'Flank NM_021025 NP_066305 O43711 TLX3_HUMAN Homeobox. 1GGACGCGCAGGTCAAGACCTG0.642

+ 3 766 NM_003862 NP_003853 O76093 FGF18_HUMAN 0CAGTGCCCGCGGCGAGGATGG0.527

- 3 646 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8TCCACGGCTCCCCCTGGACAG0.572

- 12 1328 NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN SH3 3. 4GAAGCTGATGCCGTCTGGGAT0.582

- 3 349SH3PXD2B_uc003mbs.1_Missense_Mutation_p.P60SNM_001017995 NP_001017995 A1X283 SPD2B_HUMAN PX. 4CCTTCCATGGGAAATTTGTCC0.463

+ 5 1710C5orf41_uc011dfd.1_Missense_Mutation_p.G469DNM_153607 NP_705835 Q8IUR6 CE041_HUMAN 0CAGAAAAATGGCTTACATCAT0.398

+ 1 2352CPEB4_uc010jju.1_Missense_Mutation_p.D316N|CPEB4_uc010jjv.2_Missense_Mutation_p.D316N|CPEB4_uc011dfg.1_Missense_Mutation_p.D316N|CPEB4_uc003mct.3_5'Flank|CPEB4_uc003mcu.3_5'FlankNM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0CCAAGGCCGAGATCACCGCAG0.557

- 9 1151KIAA1191_uc003mdx.2_Missense_Mutation_p.A241V|KIAA1191_uc003mdy.2_Missense_Mutation_p.A260V|KIAA1191_uc003mea.2_Missense_Mutation_p.A53V|KIAA1191_uc003mdz.2_RNANM_020444 NP_065177 Q96A73 K1191_HUMAN 1CATTCGGTTGGCCTGGGCACG0.532

+ 2 234NOP16_uc003med.2_5'Flank|NOP16_uc003mee.2_5'Flank|NOP16_uc011dfl.1_5'Flank|NOP16_uc011dfm.1_5'FlankNM_138820 NP_620175 Q9BW72 HIG2A_HUMANHIG1.|Helical; (Potential). 0GGCCTCTACTCCTTCCACCGG0.667

- 2 344 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2GTGTGCCTGGGGGGTGCAGGG0.657 rs142576280

- 6 652 HK3_uc003mez.2_5'FlankNM_002115 NP_002106 P52790 HXK3_HUMANGlucose-binding (Potential).|Regulatory. 7GCACCTAAAACCTTTGGTCCA0.602

- 15 2170UIMC1_uc003mfc.1_Missense_Mutation_p.S545F|UIMC1_uc003mfd.1_Missense_Mutation_p.S298FNM_016290 NP_057374 Q96RL1 UIMC1_HUMAN 4ACGTGTGAAAGAACTCTGCAT0.398

+ 5 3751NSD1_uc003mft.3_Missense_Mutation_p.E936K|NSD1_uc003mfs.1_Missense_Mutation_p.E1102K|NSD1_uc011dfx.1_Missense_Mutation_p.E853KNM_022455 NP_071900 Q96L73 NSD1_HUMAN 3TGAGTTTCCAGAGCATAGAAC0.463

+ 23 6787NSD1_uc003mft.3_Missense_Mutation_p.E1948K|NSD1_uc011dfx.1_Missense_Mutation_p.E1865KNM_022455 NP_071900 Q96L73 NSD1_HUMAN Pro-rich. 3GGAACCTGGGGAGATCCGTGA0.557

- 12 770FAM153A_uc011dgd.1_Intron|FAM153A_uc003mib.1_RNA|FAM153A_uc003mic.2_Missense_Mutation_p.E117KNM_173663 NP_775934 Q9UHL3 F153A_HUMAN 1CCATGCTCCTCCAGGTCTTCC0.522

+ 2 531N4BP3_uc003mil.1_5'FlankNM_015111 NP_055926 O15049 N4BP3_HUMAN 0TCTCGCGCGGGTGACTTCAGC0.612

- 5 427C5orf45_uc003mky.2_Missense_Mutation_p.S125N|C5orf45_uc011dgt.1_Missense_Mutation_p.S128N|C5orf45_uc011dgu.1_Missense_Mutation_p.S73N|C5orf45_uc003mlc.2_Missense_Mutation_p.S73N|C5orf45_uc003mlb.2_5'UTRNM_016175 NP_057259 Q6NTE8 CE045_HUMAN 0AGGCTGTTTGCTGAAACACAC0.537

+ 3 649BTNL8_uc003mmq.2_Missense_Mutation_p.L139F|BTNL8_uc011dhg.1_Missense_Mutation_p.L14F|BTNL8_uc010jll.2_Missense_Mutation_p.L139F|BTNL8_uc010jlm.2_Missense_Mutation_p.L23F|BTNL8_uc011dhh.1_5'UTRNM_001040462 NP_001035552 Q6UX41 BTNL8_HUMANIg-like V-type 2.|Extracellular (Potential). 2CTCAGTTCCTCTCATTTCCAT0.532

+ 9 1178 NM_152547 NP_689760 Q6UXG8 BTNL9_HUMANCytoplasmic (Potential).|B30.2/SPRY. 2CGGGCTGAAGGCCAGGCTGGT0.517

+ 6 2552TRIM41_uc003mnc.1_3'UTR|TRIM41_uc003mnd.1_Intron|TRIM41_uc003mnf.1_Intron|TRIM41_uc003mng.1_Missense_Mutation_p.L200FNM_033549 NP_291027 Q8WV44 TRI41_HUMAN B30.2/SPRY. 0CTTCCGGGTGCTCTCCAAGGG0.647

- 1 880 uc003mnq.2_5'Flank NM_032765 NP_116154 Q96A61 TRI52_HUMAN 0AAAGCTGCGACGTGTAAAGCT0.567

- 1 519 uc003mnq.2_5'Flank NM_032765 NP_116154 Q96A61 TRI52_HUMAN Glu-rich. 0 ATGGCCCCCACCGCTtcctcg0.393

- 21 2224EXOC2_uc003mte.2_Missense_Mutation_p.G697E|EXOC2_uc011dho.1_Missense_Mutation_p.G292ENM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7ATGGATACTTCCAAACAAGTC0.353

- 11 1274EXOC2_uc003mte.2_Nonsense_Mutation_p.W380*|EXOC2_uc011dho.1_IntronNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7GCTGAAGGATCCACTTGTGTT0.478

- 2 204EXOC2_uc003mte.2_Missense_Mutation_p.V24I|EXOC2_uc011dho.1_IntronNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7CTGATTGTGACCTTCGTCCAT0.542

+ 1 605FOXF2_uc003mtn.2_Missense_Mutation_p.G164DNM_001452 NP_001443 Q12947 FOXF2_HUMAN Fork-head. 0CTGCCTAAGGGCCTCGGGCGG0.677

- 9 1094MYLK4_uc003mtx.3_5'UTRNM_001012418 NP_001012418 Q86YV6 MYLK4_HUMANProtein kinase. 4AAATTCTGGGGTTCCAAAGTT0.443



- 6 756SERPINB1_uc003muc.2_Missense_Mutation_p.D87NNM_030666 NP_109591 P30740 ILEU_HUMAN 5GTGGACTCGTCCTCAATGTCA0.542

- 5 576SERPINB1_uc003muc.2_Missense_Mutation_p.E27KNM_030666 NP_109591 P30740 ILEU_HUMAN 5GTCGTGGCTTCTTTCATGAAT0.413

- 6 794uc003mue.2_Intron|SERPINB9_uc003muf.2_Missense_Mutation_p.E28KNM_004155 NP_004146 P50453 SPB9_HUMAN 0AGGCTCAGCTCCTTCCTGGCG0.652

- 6 2990SERPINB6_uc003mui.2_Missense_Mutation_p.A215V|SERPINB6_uc003muj.2_RNA|SERPINB6_uc003mul.2_Missense_Mutation_p.A332V|SERPINB6_uc003mum.2_Missense_Mutation_p.A332V|SERPINB6_uc003mun.2_Missense_Mutation_p.A332V|SERPINB6_uc003muo.2_Missense_Mutation_p.A332VNM_004568 NP_004559 P35237 SPB6_HUMAN 0AGCTGTGGCGGCTGCAGCCTC0.567

- 10 1798uc003mvi.1_Intron|SLC22A23_uc003mvn.3_Missense_Mutation_p.H319Y|SLC22A23_uc003mvo.3_Missense_Mutation_p.H319Y|SLC22A23_uc003mvp.1_RNANM_015482 NP_056297 A1A5C7 S22AN_HUMANHelical; (Potential). 1 atgatgtggtgcaggaagtag 0.458

- 3 483C6orf146_uc010jnq.1_Intron|C6orf146_uc003mvy.2_IntronNM_173563 NP_775834 Q8IXS0 CF146_HUMAN 1TTTCTTACCACCTGCTGCTCC0.328

+ 5 492 LY86_uc003mwz.1_RNANM_004271 NP_004262 O95711 LY86_HUMAN 0TCCACCGTGGCCTGTGCCAAT0.517

+ 15 1606RIOK1_uc003mxo.2_Missense_Mutation_p.G237RNM_031480 NP_113668 Q9BRS2 RIOK1_HUMANProtein kinase. 4AGATTTGTCAGGAGTTCAGAA0.264

+ 24 8528DSP_uc003mxq.1_Missense_Mutation_p.A2151VNM_004415 NP_004406 P15924 DESP_HUMANPlectin 16.|Globular 2. 9ACCGAAGAAGCCATCCGGAAG0.557

+ 24 8822DSP_uc003mxq.1_Missense_Mutation_p.G2249ENM_004415 NP_004406 P15924 DESP_HUMAN Globular 2. 9TCCCGGAGAGGAAGCTTTGAC0.368

+ 8 907SNRNP48_uc003mxs.2_RNA|SNRNP48_uc003mxt.1_Missense_Mutation_p.S35FNM_152551 NP_689764 Q6IEG0 SNR48_HUMAN 0TCACGGCAGTCTGGTGGAAGC0.393

+ 4 2880HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6GAGACAAGCAGCCATAGAAGA0.498

+ 6 6453HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN C2H2-type 4. 6CATTTGTGAAGAATGTGGAAT0.373

+ 8 7009HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6CCGGGGAAGGCCAGGCAGCGT0.552

- 4 393TBC1D7_uc011dis.1_RNA|TBC1D7_uc003nan.2_Missense_Mutation_p.A101V|TBC1D7_uc003nal.2_Missense_Mutation_p.A101V|TBC1D7_uc003nam.2_Missense_Mutation_p.A101V|TBC1D7_uc003nao.2_Missense_Mutation_p.A74V|TBC1D7_uc010jpd.2_Missense_Mutation_p.A101V|TBC1D7_uc003nap.2_Missense_Mutation_p.A74V|TBC1D7_uc003naq.2_Missense_Mutation_p.A74VNM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1CTGAGGTGTGGCATCACTAAC0.502

- 2 567GFOD1_uc003nas.1_Intron|GFOD1_uc003nat.1_Intron|C6orf114_uc003nau.2_RNANM_033069 NP_149060 0GGAAAGAAGGGCAATTGCCGG0.567

+ 3 824RNF182_uc003nbf.2_Missense_Mutation_p.V136M|RNF182_uc003nbg.2_Missense_Mutation_p.V136MNM_152737 NP_689950 Q8N6D2 RN182_HUMAN 3CATCATGGAGGTGCAGAGAGA0.557

+ 6 1062JARID2_uc011diu.1_Missense_Mutation_p.A137V|JARID2_uc011div.1_Missense_Mutation_p.A101V|JARID2_uc011diw.1_Missense_Mutation_p.A235VNM_004973 NP_004964 Q92833 JARD2_HUMAN 4CCCGCAGCGGCCCCCTCCACG0.632

- 8 731DTNBP1_uc003nbl.2_Missense_Mutation_p.T106I|DTNBP1_uc003nbn.2_RNA|DTNBP1_uc003nbo.2_RNA|DTNBP1_uc003nbp.2_Missense_Mutation_p.T187I|DTNBP1_uc010jph.2_Missense_Mutation_p.T174INM_032122 NP_115498 Q96EV8 DTBP1_HUMAN Dysbindin. 0CATTTGCTGGGTGTGCTCCAT0.517

- 9 2938ATXN1_uc010jpi.2_Missense_Mutation_p.G656D|ATXN1_uc010jpj.1_RNANM_000332 NP_000323 P54253 ATX1_HUMANInteraction with USP7.|RNA-binding.|AXH. 4GGATGACCAGCCCTGTCCAAA0.488

- 19 3861NUP153_uc011dje.1_Missense_Mutation_p.P1252S|NUP153_uc010jpl.1_Missense_Mutation_p.P1179SNM_005124 NP_005115 P49790 NU153_HUMAN 9GCCACAGGTGGATTGGAGGAA0.478

- 18 3187NUP153_uc011dje.1_Missense_Mutation_p.T1027I|NUP153_uc010jpl.1_Missense_Mutation_p.T954INM_005124 NP_005115 P49790 NU153_HUMAN 9TTGAAATGGAGTTAAAGAAAC0.358

+ 4 601KDM1B_uc003ncn.1_Missense_Mutation_p.D247NNM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1TCTCCCTAAGGACTACCACAA0.428

+ 3 188CDKAL1_uc003ndd.1_Missense_Mutation_p.S5F|CDKAL1_uc003nde.1_5'UTR|CDKAL1_uc010jpo.1_Missense_Mutation_p.S5F|CDKAL1_uc003ndb.1_Missense_Mutation_p.S5FNM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2CCTTCTGCATCCTGTGATACA0.313

- 3 1025KIAA0319_uc011djp.1_Missense_Mutation_p.S218N|KIAA0319_uc003neh.1_Missense_Mutation_p.S263N|KIAA0319_uc011djq.1_Missense_Mutation_p.S254N|KIAA0319_uc011djr.1_Missense_Mutation_p.S263NNM_014809 NP_055624 Q5VV43 K0319_HUMANExtracellular (Potential). 2TTTTCCAGAGCTGTTGCTGGA0.557

+ 3 817TRIM38_uc003nfn.2_Missense_Mutation_p.L128FNM_006355 NP_006346 O00635 TRI38_HUMAN B box-type. 0CACCACAGCTCTTGTTGAAGA0.572

- 1 601 NM_005325 NP_005316 Q02539 H11_HUMAN 2GGGCTTTACAGTTTTGGGTTT0.493

- 2 720HIST1H2BF_uc003ngx.2_5'FlankNM_003530 NP_003521 P68431 H31_HUMAN 0GCATAGGTTGGTGTCCTCAAA0.582

+ 9 1118PRSS16_uc011dkt.1_RNA|PRSS16_uc003njb.2_Missense_Mutation_p.G112D|PRSS16_uc010jqq.1_Missense_Mutation_p.G146D|PRSS16_uc010jqr.1_Missense_Mutation_p.G120D|PRSS16_uc003njc.1_RNA|PRSS16_uc003njd.2_IntronNM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5TCTGGTGTGGGTGACCGGCAG0.507

+ 3 1584 NM_001076781 NP_001070249 Q9UJN7 ZN391_HUMAN 3GCACCTTCATACTAAAGAGTA0.358

- 1 23HIST1H2BN_uc003njt.1_5'Flank|HIST1H2BN_uc003nju.1_5'Flank|HIST1H2BN_uc003njv.2_5'FlankNM_003510 NP_003501 P0C0S8 H2A1_HUMAN 1AGCTTTGCCGCCCTGCTTGCC0.552

- 1 404 NM_005322 NP_005313 P16401 H15_HUMAN 3GGCTTGGCTTCCCCGGAGGCC0.617

+ 2 710PGBD1_uc003nkz.2_Missense_Mutation_p.E114KNM_032507 NP_115896 Q96JS3 PGBD1_HUMAN SCAN box. 4GAGTGGAGAGGAGGCAGTGAC0.537

+ 7 2550PGBD1_uc003nkz.2_Missense_Mutation_p.S727FNM_032507 NP_115896 Q96JS3 PGBD1_HUMAN 4AGTCAACCATCCATAGTAAAA0.393

- 2 403ZNF323_uc003nld.2_Missense_Mutation_p.M1I|ZNF323_uc010jra.2_Missense_Mutation_p.M1I|ZNF323_uc003nlb.2_Intron|ZNF323_uc010jrb.2_Intron|ZNF323_uc003nlc.2_Missense_Mutation_p.M1INM_001135216 NP_001128688 Q96LW9 ZN323_HUMAN 2CTGTTGAAGCCATTCCTGGGG0.423

+ 6 998ZKSCAN3_uc010jrc.2_Missense_Mutation_p.R261K|ZKSCAN3_uc003nlf.3_Missense_Mutation_p.R113K|uc010jrd.2_5'FlankNM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN KRAB. 2ACTAAGAGCAGGGACTTGCCT0.488

- 7 2041ZNF311_uc011dlk.1_Missense_Mutation_p.D418N|ZNF311_uc003nlv.2_Missense_Mutation_p.D418NNM_001010877 NP_001010877 Q5JNZ3 ZN311_HUMANC2H2-type 10. 0CAGTGCTTATCTTGGAAGGTT0.468

+ 3 978OR2H1_uc003nmj.1_Missense_Mutation_p.V179I|OR2H1_uc010jri.1_Missense_Mutation_p.V101INM_030883 NP_112145 Q9GZK4 OR2H1_HUMANExtracellular (Potential). 0TTTATGTGAGGTCCCATCTCT0.507

- 15 2117GABBR1_uc003nmp.3_Missense_Mutation_p.S477F|GABBR1_uc003nms.3_Missense_Mutation_p.S477F|GABBR1_uc003nmu.3_Missense_Mutation_p.S532F|GABBR1_uc011dlr.1_Missense_Mutation_p.S417F|GABBR1_uc011dls.1_IntronNM_001470 NP_001461 Q9UBS5 GABR1_HUMANHelical; Name=1; (Potential). 7AACTGAGACGGAGATAAAGAG0.468

- 11 1619GABBR1_uc003nmp.3_Missense_Mutation_p.V311A|GABBR1_uc003nms.3_Missense_Mutation_p.V311A|GABBR1_uc003nmu.3_Missense_Mutation_p.V366A|GABBR1_uc011dlr.1_Missense_Mutation_p.V251A|GABBR1_uc011dls.1_Missense_Mutation_p.V428ANM_001470 NP_001461 Q9UBS5 GABR1_HUMANExtracellular (Potential). 7ATTCAGCATGACAATCTCAGT0.537

- 6 955GABBR1_uc003nmp.3_Missense_Mutation_p.P90S|GABBR1_uc003nms.3_Missense_Mutation_p.P90S|GABBR1_uc003nmu.3_Missense_Mutation_p.P145S|GABBR1_uc011dlr.1_Missense_Mutation_p.P30S|GABBR1_uc011dls.1_Missense_Mutation_p.P207SNM_001470 NP_001461 Q9UBS5 GABR1_HUMANExtracellular (Potential). 7TCATAGTCCGGCAGGATGTCC0.687

+ 2 221HLA-G_uc011dmb.1_5'Flank|HLA-G_uc003raj.3_Missense_Mutation_p.G20R|HLA-G_uc003nnz.3_Missense_Mutation_p.G15R|HLA-G_uc010jrn.2_Missense_Mutation_p.G15R|HLA-G_uc003nny.3_RNA|HLA-G_uc003ran.1_5'FlankNM_002127 NP_002118 P17693 HLAG_HUMAN 4GCTGCTCTCGGGGGCCCTGAC0.592

+ 3 333HLA-G_uc011dmb.1_Intron|HLA-H_uc003nod.2_RNA 0GACGTGGGGCCCGACGGGCGC0.701

- 7 1181TRIM10_uc003npn.2_Splice_Site_p.V368_spliceNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0TCTATACTCACCACCCACGTG0.637

+ 1 840 NM_033229 NP_150232 Q9C019 TRI15_HUMAN 0GTTCCTGGACGAGGCCATTCA0.582

+ 6 1111TRIM39_uc003npz.2_Missense_Mutation_p.E267K|TRIM39_uc003nqb.2_Missense_Mutation_p.E267K|TRIM39_uc003nqc.2_Missense_Mutation_p.E267K|TRIM39_uc010jsa.1_Missense_Mutation_p.E267KNM_021253 NP_067076 Q9HCM9 TRI39_HUMAN 3AAGTACCCTGGAAAAGTAAGT0.473

+ 8 1255TRIM39_uc003npz.2_Missense_Mutation_p.E285K|TRIM39_uc003nqb.2_Missense_Mutation_p.E285K|TRIM39_uc003nqc.2_Missense_Mutation_p.E285K|TRIM39_uc010jsa.1_Missense_Mutation_p.E285KNM_021253 NP_067076 Q9HCM9 TRI39_HUMAN 3CATAGAGCTGGAAAAGAACTT0.448



+ 9 1582TRIM39_uc003npz.2_Missense_Mutation_p.P394S|TRIM39_uc003nqb.2_Missense_Mutation_p.P394S|TRIM39_uc003nqc.2_Missense_Mutation_p.P394S|TRIM39_uc010jsa.1_IntronNM_021253 NP_067076 Q9HCM9 TRI39_HUMAN B30.2/SPRY. 3GACTCCACTCCCTGAGACTGG0.592

+ 2 470C6orf136_uc003nqx.3_Missense_Mutation_p.E274K|C6orf136_uc011dmn.1_IntronNM_001109938 NP_001103408 Q5SQH8 CF136_HUMAN 0AAAGGGGGAGGAGGGACCAGG0.612

- 1 318DHX16_uc011dmo.1_IntronNM_003587 NP_003578 O60231 DHX16_HUMAN 4GAGGTGCAGCGCTGTGCGGTA0.652

- 10 4807MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.Q1063LNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4GGTGGAAGGCTGGAGCTCAGG0.562

- 3 748MDC1_uc003nrf.3_5'Flank|MDC1_uc011dmp.1_Intron|MDC1_uc003nrh.1_Intron|MDC1_uc003nri.2_Missense_Mutation_p.P103LNM_014641 NP_055456 Q14676 MDC1_HUMANInteraction with the MRN complex.|FHA.|Interaction with CHEK2.4AACCTTAGGAGGTCTCAGGAT0.502

+ 4 384DDR1_uc010jse.2_Missense_Mutation_p.I42T|DDR1_uc003nrq.2_Missense_Mutation_p.I42T|DDR1_uc003nrs.2_Missense_Mutation_p.I42T|DDR1_uc003nrt.2_Missense_Mutation_p.I42T|DDR1_uc011dms.1_Missense_Mutation_p.I60T|DDR1_uc011dmt.1_Missense_Mutation_p.I68T|DDR1_uc003nru.2_Missense_Mutation_p.I42T|DDR1_uc011dmu.1_Missense_Mutation_p.I42T|DDR1_uc003nrv.2_Missense_Mutation_p.I42T|DDR1_uc003nrw.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential).|F5/8 type C. 9GACCGGACCATCCCAGACAGT0.597

+ 9 1194DDR1_uc010jse.2_Missense_Mutation_p.A312V|DDR1_uc003nrq.2_Missense_Mutation_p.A312V|DDR1_uc003nrs.2_Missense_Mutation_p.A312V|DDR1_uc003nrt.2_Missense_Mutation_p.A312V|DDR1_uc011dms.1_Missense_Mutation_p.A330V|DDR1_uc003nru.2_Missense_Mutation_p.A312V|DDR1_uc003nrv.2_Missense_Mutation_p.A312V|DDR1_uc003nrw.1_Missense_Mutation_p.A111V|DDR1_uc003nry.1_5'Flank|DDR1_uc003nrx.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential). 9CCTGCCATGGCCTGGGAGGGG0.687

+ 8 944GTF2H4_uc010jsf.2_Missense_Mutation_p.G246D|GTF2H4_uc011dmv.1_Missense_Mutation_p.G190D|GTF2H4_uc003nsb.1_Missense_Mutation_p.G84D|GTF2H4_uc011dmw.1_Missense_Mutation_p.G252D|VARS2_uc003nsc.1_5'Flank|VARS2_uc003nsd.2_5'Flank|VARS2_uc011dmx.1_5'Flank|VARS2_uc011dmy.1_5'Flank|VARS2_uc011dmz.1_5'FlankNM_001517 NP_001508 Q92759 TF2H4_HUMAN 3TCTACTCTGGGCAAGGTAAGC0.507

+ 25 3262VARS2_uc011dmx.1_Missense_Mutation_p.A877V|VARS2_uc011dmy.1_Missense_Mutation_p.A737V|VARS2_uc011dmz.1_Missense_Mutation_p.A907V|VARS2_uc011dna.1_Missense_Mutation_p.A875V|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_RNA|VARS2_uc011dnd.1_Missense_Mutation_p.A315V|VARS2_uc010jsg.1_Missense_Mutation_p.A249V|VARS2_uc010jsh.1_Missense_Mutation_p.A21VNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4TGCCCCCCTGCCCCCAGCATC0.682

- 2 896 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN Pro-rich. 0GCGGAGGACTCCAGGAGGAAA0.542

- 6 922CCHCR1_uc011dne.1_Missense_Mutation_p.E267K|CCHCR1_uc003nsq.3_Missense_Mutation_p.E320K|CCHCR1_uc003nsp.3_Missense_Mutation_p.E356K|CCHCR1_uc010jsk.1_Missense_Mutation_p.E267KNM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1CGCTCCAGTTCCCATGTCTGG0.532

+ 3 765TCF19_uc003nst.2_Missense_Mutation_p.T81ANM_001077511 NP_001070979 Q9Y242 TCF19_HUMAN FHA. 0ATCAACAGGTACTTTGGTCAA0.507

+ 4 918MICB_uc011dnm.1_Missense_Mutation_p.V236M|MICB_uc003nto.3_Missense_Mutation_p.V225MNM_005931 NP_005922 Q29980 MICB_HUMANIg-like C1-type.|Extracellular (Potential). 0CCAGACCTGGGTGGCCACCAG0.592

+ 4 976MICB_uc011dnm.1_Missense_Mutation_p.S255N|MICB_uc003nto.3_Missense_Mutation_p.S244NNM_005931 NP_005922 Q29980 MICB_HUMANIg-like C1-type.|Extracellular (Potential). 0ATGGAACACAGCGGGAATCAC0.617

+ 3 323LTA_uc003nue.1_Missense_Mutation_p.G37D|LTA_uc003nuf.2_RNA|LTA_uc003nuh.2_Translation_Start_Site|LTA_uc003nug.2_Translation_Start_Site|LTA_uc010jsr.2_RNA|TNF_uc003nui.2_5'FlankNM_001159740 NP_001153212 P01374 TNFB_HUMAN 0GGGCTCCCTGGTGTTGGCCTC0.612

+ 3 329LTA_uc003nue.1_Missense_Mutation_p.G39D|LTA_uc003nuf.2_RNA|LTA_uc003nuh.2_5'UTR|LTA_uc003nug.2_5'UTR|LTA_uc010jsr.2_RNA|TNF_uc003nui.2_5'FlankNM_001159740 NP_001153212 P01374 TNFB_HUMAN 0CCTGGTGTTGGCCTCACACCT0.607

+ 12 2014BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.V589MNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats. 0AGCCAGCCCAGGTATGGAGAT0.547

+ 16 2824BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.P859SNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats. 0TCTGGAGGAACCAGGGCCCCG0.607

- 7 954BAT3_uc003nvf.3_Missense_Mutation_p.V208I|BAT3_uc003nvh.3_Missense_Mutation_p.V208I|BAT3_uc003nvi.3_Missense_Mutation_p.V208I|BAT3_uc011dnw.1_Missense_Mutation_p.V208I|BAT3_uc011dnx.1_Missense_Mutation_p.V208I|BAT3_uc003nvj.1_Missense_Mutation_p.V208INM_004639 NP_004630 P46379 BAG6_HUMAN Pro-rich. 0CTCAAGGCTACTGGCTCCGGG0.622

- 1 1336 NM_021184 NP_067007 O95873 CF047_HUMAN 1TCTTCTGGGCCCCCCAAGTAC0.657

- 4 302BAT5_uc003nvx.1_5'UTR|BAT5_uc011dny.1_Missense_Mutation_p.S58F|BAT5_uc003nvz.1_5'UTR|BAT5_uc011dnz.1_5'UTR|BAT5_uc010jtc.1_RNA|BAT5_uc011doa.1_5'UTRNM_021160 NP_066983 O95870 ABHGA_HUMAN 0CACCACTTTGGACAAACTCAA0.557

+ 5 806BAT5_uc011dnz.1_Intron|LY6G6F_uc003nwb.1_IntronNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMANCytoplasmic (Potential). 2TCCCCAGATGCCTCGATTCCT0.537

- 5 1352DDAH2_uc003nwq.2_Missense_Mutation_p.D241NNM_013974 NP_039268 O95865 DDAH2_HUMAN 0TTGGGCAGATCCCCACCTCCA0.587

- 5 1292DDAH2_uc003nwq.2_Missense_Mutation_p.L221FNM_013974 NP_039268 O95865 DDAH2_HUMAN 0CGAAGAAAGAGACAGTCAGCA0.587

- 4 1037 VARS_uc011doi.1_RNA NM_006295 NP_006286 P26640 SYVC_HUMANGST C-terminal. 3AACCACTTCTCCTAGCACGGC0.592

+ 1 1880HSPA1L_uc003nxh.2_5'Flank|HSPA1L_uc010jte.2_5'Flank|HSPA1A_uc011doj.1_Missense_Mutation_p.A309V|HSPA1A_uc003nxi.1_Missense_Mutation_p.A381V|uc011dok.1_RNANM_005345 NP_005336 P08107 HSP71_HUMAN 1GAGTCCTACGCCTTCAACATG0.597

- 2 322NEU1_uc010jtg.2_RNA|NEU1_uc003nxr.3_RNA|NEU1_uc010jth.2_Intron|NEU1_uc003nxs.3_Missense_Mutation_p.P56SNM_000434 NP_000425 Q99519 NEUR1_HUMAN 1GTCACCAGCGGCTGCACCTGT0.592

- 20 2005NEU1_uc003nxq.3_5'Flank|NEU1_uc010jtg.2_5'Flank|NEU1_uc003nxr.3_5'Flank|NEU1_uc010jth.2_5'Flank|NEU1_uc003nxs.3_5'FlankNM_025257 NP_079533 Q53GD3 CTL4_HUMANHelical; (Potential). 4ACATAGGCCCCCAGGATGGAG0.602

+ 9 1467CFB_uc011dor.1_Missense_Mutation_p.D899Y|CFB_uc003nyi.2_Missense_Mutation_p.D397YNM_001710 NP_001701 P00751 CFAB_HUMAN VWFA. 1CATGGGCGGGGACCCAATTAC0.498

- 7 676RDBP_uc011dot.1_Intron|RDBP_uc003nyl.1_Missense_Mutation_p.A98T|RDBP_uc003nym.1_Missense_Mutation_p.A153TNM_002904 NP_002895 P18615 NELFE_HUMAN 0CCATCACCAGCCCCTGGGCCC0.607

- 19 6959 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 15. 0TGGTCTGGCTCCAGGCCCGAG0.602

- 17 6156 NM_019105 NP_061978 P22105 TENX_HUMAN 0AGGCTTGATGGGGGGCTCGGG0.632

- 9 3776 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 5. 0TCCCTGTACTGGACCATGAAG0.582

- 3 2040 NM_019105 NP_061978 P22105 TENX_HUMAN EGF-like 15. 0GCAGTCCTCACTCACGTAGCC0.657

- 4 760PBX2_uc003oav.1_5'Flank|PBX2_uc003oaw.2_5'Flank|GPSM3_uc003oax.3_Missense_Mutation_p.R100W|GPSM3_uc003oaz.2_Missense_Mutation_p.R123WNM_022107 NP_071390 Q9Y4H4 GPSM3_HUMAN GoLoco 2. 0GGCTCTGACCGCTGGGCTTCC0.627

- 12 2113HLA-DOB_uc003oca.2_Missense_Mutation_p.D20N|HLA-DOB_uc011dqg.1_Missense_Mutation_p.D20NNM_018833 NP_061313 Q03519 TAP2_HUMAN 0ATGGAGGAATCCAGTCGGGTC0.483

- 5 785TAP2_uc011dqf.1_5'Flank|TAP2_uc003ocb.1_5'Flank|TAP2_uc003ocd.2_5'Flank|PSMB8_uc003ocf.2_Splice_Site_p.M244_spliceNM_148919 NP_683720 P28062 PSB8_HUMAN 1TGGTCTCTTACTATTGACAAC0.468

- 4 551PSMB8_uc003ocf.2_Missense_Mutation_p.G166S|PSMB8_uc011dqh.1_3'UTRNM_148919 NP_683720 P28062 PSB8_HUMAN 1ATCATACTGCCCATAGAGAGG0.512

- 4 711HLA-DPA1_uc010juk.2_Missense_Mutation_p.A227VNM_033554 NP_291032 P20036 DPA1_HUMANHelical; (Potential). 1CAGGCCCAGGGCACAGAGCAC0.617

- 66 5401COL11A2_uc010jul.1_Missense_Mutation_p.G295R|COL11A2_uc003ocy.1_Missense_Mutation_p.G1639R|COL11A2_uc003ocz.1_Missense_Mutation_p.G1618RNM_080680 NP_542411 P13942 COBA2_HUMANFibrillar collagen NC1. 5AGCACCCCTCCCCGCCTCGGT0.637

- 26 2314COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.E610K|COL11A2_uc003ocz.1_Missense_Mutation_p.E589KNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5GGGGGACCTTCCTTCCCTGGG0.537

- 4 999RXRB_uc003odc.2_Missense_Mutation_p.A274T|RXRB_uc003odd.2_Missense_Mutation_p.A178T|RXRB_uc011dqr.1_Missense_Mutation_p.A84T|RXRB_uc011dqs.1_Missense_Mutation_p.A157T|RXRB_uc003ode.1_Missense_Mutation_p.A138T|RXRB_uc011dqt.1_Missense_Mutation_p.A274T|RXRB_uc011dqu.1_Missense_Mutation_p.A178TNM_021976 NP_068811 P28702 RXRB_HUMAN Hinge. 3GGGTCCTTACCCTCCCTCTTC0.592

- 3 757RXRB_uc003odc.2_Missense_Mutation_p.P193L|RXRB_uc003odd.2_Missense_Mutation_p.P97L|RXRB_uc011dqr.1_Intron|RXRB_uc011dqs.1_Intron|RXRB_uc003ode.1_Missense_Mutation_p.P57L|RXRB_uc011dqt.1_Missense_Mutation_p.P193L|RXRB_uc011dqu.1_Missense_Mutation_p.P97L|SLC39A7_uc003odf.2_5'Flank|SLC39A7_uc003odg.2_5'Flank|SLC39A7_uc011dqv.1_5'FlankNM_021976 NP_068811 P28702 RXRB_HUMANModulating (By similarity).|Pro-rich. 3ACCTGGAGGGGGTGGACAGTG0.607

+ 2 355RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc003ode.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.D80N|SLC39A7_uc011dqv.1_Intron|SLC39A7_uc003odh.2_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMAN His-rich. 1CCACGATCACGACCATGGACA0.537

- 7 886VPS52_uc003odn.1_Missense_Mutation_p.V101M|VPS52_uc003odo.1_Missense_Mutation_p.V151M|VPS52_uc011dqy.1_Missense_Mutation_p.V101M|VPS52_uc011dqz.1_Missense_Mutation_p.V101MNM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5CGATCGAGCACGCCTCTGACA0.587 rs149498990

- 6 1384TAPBP_uc010jus.1_Missense_Mutation_p.L423F|TAPBP_uc003ody.2_3'UTR|TAPBP_uc003odz.2_Missense_Mutation_p.L405F|TAPBP_uc010jut.1_Missense_Mutation_p.L318FNM_003190 NP_003181 O15533 TPSN_HUMANLumenal (Potential). 1GGCCCTGAAAGACCTGGCAGG0.597

- 4 1455ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Splice_Site_p.E342_splice|DAXX_uc011dre.1_Splice_Site_p.E429_splice|DAXX_uc003oed.2_Splice_Site_p.E417_splice|DAXX_uc010juw.2_Missense_Mutation_p.V343MNM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23CCCATCCACACCTCACCAGAA0.562



- 3 1079ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Missense_Mutation_p.A217V|DAXX_uc011dre.1_Missense_Mutation_p.A304V|DAXX_uc003oed.2_Missense_Mutation_p.A292V|DAXX_uc010juw.2_Missense_Mutation_p.A217VNM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23CTTCTCTACAGCCCGAAGCAC0.602

+ 6 721PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Missense_Mutation_p.G162D|PHF1_uc010jux.2_5'UTRNM_024165 NP_077084 O43189 PHF1_HUMAN 0GCCATGCTGGGTATGAAGCTT0.597

+ 25 3367 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19GGTGGATGACGAGGGCGGCCG0.637

+ 33 4682 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19TCTGAGAACAGCACTTCCCTG0.458

+ 40 5689ITPR3_uc003oey.2_5'FlankNM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19GCCAGTCGACCCCACCACCAA0.657

- 1 96LEMD2_uc011drl.1_5'Flank|LEMD2_uc003ofe.2_5'UTRNM_181336 NP_851853 Q8NC56 LEMD2_HUMAN LEM. 1GTAGACATCCCGGGTGGTGTC0.716

+ 5 726PACSIN1_uc003ojp.2_Missense_Mutation_p.E174KNM_020804 NP_065855 Q9BY11 PACN1_HUMAN 0CATGACACGGGAGATGAACAG0.542

+ 14 3074UHRF1BP1_uc010jvm.1_RNA|UHRF1BP1_uc010jvn.2_RNA|UHRF1BP1_uc010jvo.2_RNANM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3TCCCAGGAGAGGCCACATAGC0.552

+ 22TAF11_uc003ojw.1_Silent_p.L84L|TAF11_uc011dsr.1_Silent_p.L84LNM_017754 Q6BDS2 URFB1_HUMAN 3TCTATTTTCAGTTTTTTGGCT0.368

- 9 1407TCP11_uc003ojz.1_Missense_Mutation_p.G334D|TCP11_uc003oka.2_Missense_Mutation_p.G334D|TCP11_uc003okb.2_Missense_Mutation_p.G333D|TCP11_uc003okc.2_Missense_Mutation_p.G333D|TCP11_uc011dsu.1_Missense_Mutation_p.G391D|TCP11_uc011dsv.1_Missense_Mutation_p.G358D|TCP11_uc011dsw.1_Missense_Mutation_p.G363DNM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5AGCAACAAGGCCCATATTCTT0.448

- 7 936TCP11_uc003ojz.1_Splice_Site_p.S177_splice|TCP11_uc003oka.2_Splice_Site_p.S177_splice|TCP11_uc003okb.2_Splice_Site_p.S176_splice|TCP11_uc003okc.2_Splice_Site_p.S176_splice|TCP11_uc011dsu.1_Splice_Site_p.S234_splice|TCP11_uc011dsv.1_Splice_Site_p.S201_splice|TCP11_uc011dsw.1_Splice_Site_p.S206_spliceNM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5TTAAGGAGACCTATGACAGGT0.473

+ 11 1286SCUBE3_uc003okg.1_Missense_Mutation_p.L426P|SCUBE3_uc003okh.1_Missense_Mutation_p.L314PNM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1ACCTGTGCCCTGACCTGTCCC0.597

+ 11 1888DEF6_uc010jvs.2_Missense_Mutation_p.A592T|DEF6_uc010jvt.2_Missense_Mutation_p.A362TNM_022047 NP_071330 Q9H4E7 DEFI6_HUMAN 0TCCTGCCCCGGCTTCCACCCC0.592

+ 6 1339FANCE_uc010jvw.1_Missense_Mutation_p.T378INM_021922 NP_068741 Q9HB96 FANCE_HUMAN 3CTGCTTACAACTGCCCTGACC0.498

- 7 880FKBP5_uc003okx.2_Missense_Mutation_p.G226E|FKBP5_uc011dtf.1_Missense_Mutation_p.G47E|FKBP5_uc003oky.2_Missense_Mutation_p.G226E|FKBP5_uc003okz.2_IntronNM_001145776 NP_001139248 Q13451 FKBP5_HUMANPPIase FKBP-type 2. 1CCCTGCCTCTCCAAAACCATA0.368

+ 1 502 NM_182548 NP_872354 Q8TAF8 TMHS_HUMANHelical; (Potential). 1CTGGTCATGGCCCTCTTCATC0.592

- 11 1177SRPK1_uc011dtg.1_Missense_Mutation_p.A336T|SRPK1_uc003olh.2_Missense_Mutation_p.A245T|SRPK1_uc003oli.2_Missense_Mutation_p.A245TNM_003137 NP_003128 Q96SB4 SRPK1_HUMANProtein kinase. 1TTAATTTCTGCTGCACCACCC0.353

- 3 357SLC26A8_uc003oln.2_Nonsense_Mutation_p.W82*|SLC26A8_uc003oll.2_Nonsense_Mutation_p.W82*NM_052961 NP_443193 Q96RN1 S26A8_HUMANCytoplasmic (Potential). 2ACATACACATCCATTCTAGGA0.458

+ 4 798MAPK14_uc011dth.1_Missense_Mutation_p.T106I|MAPK14_uc003olo.2_Missense_Mutation_p.T106I|MAPK14_uc003olq.2_Missense_Mutation_p.T106I|MAPK14_uc003olr.2_Missense_Mutation_p.T106I|MAPK14_uc011dti.1_Missense_Mutation_p.T29INM_001315 NP_001306 Q16539 MK14_HUMANProtein kinase. 6TATCTGGTGACCCATCTCATG0.353

+ 9 829MAPK13_uc003olt.2_IntronNM_002754 NP_002745 O15264 MK13_HUMANProtein kinase. 3GTGCCTGGCACGGAGTTTGTG0.607 rs146698142

+ 6 2386BRPF3_uc010jwb.2_Missense_Mutation_p.R721H|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_Missense_Mutation_p.R721HNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2GACTTTTACCGCTTCTCCTGG0.622

+ 8 2782BRPF3_uc010jwb.2_Intron|BRPF3_uc011dtj.1_Intron|BRPF3_uc010jwc.2_RNA|BRPF3_uc011dtk.1_IntronNM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2CAAGAATCCCCCCCGGAGCCC0.502

+ 6 1153PNPLA1_uc003olw.1_Missense_Mutation_p.P290S|PNPLA1_uc010jwe.1_Missense_Mutation_p.P299SNM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. 4CAGCTCCACACCTGGTTCATC0.577

- 6 1132STK38_uc003omh.2_Missense_Mutation_p.D182N|STK38_uc003omi.2_Missense_Mutation_p.D182NNM_007271 NP_009202 Q15208 STK38_HUMANProtein kinase. 6GTCAGAGTGTCTTTTTTCATC0.328

+ 2 256CDKN1A_uc011dtq.1_Missense_Mutation_p.A79V|CDKN1A_uc003oml.2_Missense_Mutation_p.A45V|CDKN1A_uc003omn.2_Missense_Mutation_p.A45VNM_000389 NP_000380 P38936 CDN1A_HUMAN 2ATCCAGGAGGCCCGTGAGCGA0.657

+ 6 1691PI16_uc003omz.1_Missense_Mutation_p.P262S|PI16_uc003onb.2_Missense_Mutation_p.P262S|PI16_uc011dts.1_Missense_Mutation_p.P226SNM_153370 NP_699201 Q6UXB8 PI16_HUMANHelical; (Potential). 0ACTGCTCCTGCCTCCTCTGGT0.617

+ 4 603TBC1D22B_uc010jwt.2_RNANM_017772 NP_060242 Q9NU19 TB22B_HUMAN 0CCACAAACAGCAATCACTCCC0.542

+ 20 2331 NM_015050 NP_055865 Q8N1G2 MTR1_HUMAN 5GTTTCCAAGCCTAGTCGGCCC0.547

- 12 2401BTBD9_uc003ony.3_Missense_Mutation_p.R541W|BTBD9_uc010jwv.2_Missense_Mutation_p.R570W|BTBD9_uc010jww.2_RNA|BTBD9_uc010jwx.2_Missense_Mutation_p.R609WNM_052893 NP_443125 Q96Q07 BTBD9_HUMAN 0TGGTGCTGCCGGTTGGGGGAG0.662

+ 64 9799 uc003oof.1_Intron NM_001371 NP_001362 21GGCTGAACGTATGAATATTGG0.279

+ 65 9910 uc003oof.1_Intron NM_001371 NP_001362 21AAAAGCAGACGAAGTGAGTTT0.368

+ 68 10402 uc003oof.1_Intron NM_001371 NP_001362 21TGGGAATGTGGCTGGTCTCCT0.378

+ 82 12592DNAH8_uc003oog.1_Missense_Mutation_p.E447KNM_001371 NP_001362 21GATAACTACGGAGCCCCATGA0.393

+ 91 13985 NM_001371 NP_001362 21ACTGATTTGACCTTCATCACT0.473

+ 91 14053 NM_001371 NP_001362 21AGGAGTGGCCCTTTTGTGTGA0.468

+ 8 914GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANHelical; Name=4; (Potential). 5GTCCCCTGGGGCATTGTCAAG0.602

+ 10 1051GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANCytoplasmic (Potential). 5CATCTGCATCGTGGTATCCAA0.562

- 3 343KCNK16_uc003oor.3_Splice_Site_p.G110_splice|KCNK16_uc010jwy.2_Splice_Site_p.G110_splice|KCNK16_uc011dtz.1_Splice_Site_p.G110_spliceNM_032115 NP_115491 Q96T55 KCNKG_HUMAN 3TTCCCATATCCTGCAAGGGAA0.562

+ 11 1333DAAM2_uc010jxc.2_Missense_Mutation_p.G393S|DAAM2_uc003oox.2_Missense_Mutation_p.G393SNM_015345 NP_056160 Q86T65 DAAM2_HUMAN GBD/FH3. 3ACGGAACGGTGGCTACTTCCA0.592

- 2 451MOCS1_uc003opa.2_Missense_Mutation_p.E105K|MOCS1_uc003opc.2_Missense_Mutation_p.E105K|MOCS1_uc003opd.2_Missense_Mutation_p.E105K|MOCS1_uc003ope.2_Missense_Mutation_p.E18KNM_005942 NP_005933 Q9NZB8 MOCS1_HUMANMolybdenum cofactor biosynthesis protein A. 3AGGATCTCCTCTGTGGTCAGC0.607

+ 9 1125NFYA_uc003opp.2_Missense_Mutation_p.G287E|NFYA_uc003opq.2_Missense_Mutation_p.G287ENM_002505 NP_002496 P23511 NFYA_HUMANNFYA/HAP2-type. 0GGTGAAGGTGGACGATTTTTC0.393

- 5 775TRERF1_uc011duq.1_Missense_Mutation_p.S71F|TRERF1_uc003osb.2_Intron|TRERF1_uc003osc.2_Intron|TRERF1_uc003ose.2_Missense_Mutation_p.S71FNM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5AAGGTTTTTGGAGCCAACAGG0.582

- 2 891 NM_000322 NP_000313 P23942 PRPH2_HUMANLumenal (Potential). 5CAGGTACCGCCCATCCACGTT0.577

+ 13 3333KIAA0240_uc011duw.1_Missense_Mutation_p.G1061D|KIAA0240_uc003osp.1_Missense_Mutation_p.G1061DNM_015349 NP_056164 Q6AI39 K0240_HUMAN 1CACAGTGAAGGTGTTGTAGAA0.507

- 11 2713CUL7_uc010jyg.2_Nonsense_Mutation_p.Q83*|CUL7_uc011dvb.1_Nonsense_Mutation_p.Q888*|CUL7_uc010jyh.2_Intron|KLC4_uc003otr.1_IntronNM_014780 NP_055595 Q14999 CUL7_HUMAN 4TCTTCGATCTGGCCCAGCACC0.552

- 4 1051CUL7_uc011dvb.1_Missense_Mutation_p.L334F|CUL7_uc010jyh.2_Intron|KLC4_uc003otr.1_IntronNM_014780 NP_055595 Q14999 CUL7_HUMAN 4AGGGAGAAGAGCACCCTTCCT0.552

+ 2 317PTK7_uc003ouc.1_Missense_Mutation_p.S40F|PTK7_uc003oud.1_Missense_Mutation_p.S40F|PTK7_uc003oue.1_Missense_Mutation_p.S40F|PTK7_uc003ouf.1_RNA|PTK7_uc003oug.1_RNA|PTK7_uc011dve.1_Missense_Mutation_p.S48F|PTK7_uc003oua.2_Missense_Mutation_p.S40FNM_002821 NP_002812 Q13308 PTK7_HUMANIg-like C2-type 1.|Extracellular (Potential). 3CAGCCGTCCTCCCAGGATGCA0.632



+ 14 2287PTK7_uc003ouc.1_Missense_Mutation_p.P641S|PTK7_uc003oud.1_Missense_Mutation_p.P657S|PTK7_uc003oue.1_Missense_Mutation_p.P567S|PTK7_uc003ouf.1_RNA|PTK7_uc003oug.1_RNA|PTK7_uc011dve.1_Missense_Mutation_p.P705S|PTK7_uc010jyj.1_IntronNM_002821 NP_002812 Q13308 PTK7_HUMANExtracellular (Potential). 3TGGCAGCCCTCCCCCCTACAA0.602

+ 18 2920PTK7_uc003ouc.1_Splice_Site_p.V852_splice|PTK7_uc003oud.1_Splice_Site_p.V868_splice|PTK7_uc003oue.1_Splice_Site_p.V778_splice|PTK7_uc003ouf.1_Splice_Site|PTK7_uc003oug.1_Splice_Site|PTK7_uc011dve.1_Splice_Site_p.V916_splice|PTK7_uc010jyj.1_Splice_Site_p.V234_splice|PTK7_uc003ouh.1_5'FlankNM_002821 NP_002812 Q13308 PTK7_HUMAN 3TATCTCTCCAGGTGGCCCTAT0.557

+ 19 3943CUL9_uc003oul.2_Missense_Mutation_p.V1290I|CUL9_uc010jyk.2_Missense_Mutation_p.V442INM_015089 NP_055904 Q8IWT3 CUL9_HUMAN DOC. 12TGACACCCGGGTTCGGGGTGT0.582

+ 3 508 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9CCTCAAGATGGAGGTGGCCGT0.587

+ 11 1426 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9TGAGGGGCTGGGCCCCAGTCC0.632

- 10 4702ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7ACACTTGAGAGGGGTGGTGGA0.483

- 10 4309ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7TCTTCCCCTCCAAATGCTTTG0.423

- 6 3150ZNF318_uc003ouw.2_Splice_SiteNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7TGAGTTGTTACCTTGTTGGAG0.368

+ 3 575ABCC10_uc003ouz.1_Nonsense_Mutation_p.W77*NM_033450 NP_258261 Q5T3U5 MRP7_HUMANHelical; (Potential). 7TGGCCCTGTGGGTGTTGGCAC0.657

- 3 501YIPF3_uc011dvk.1_Missense_Mutation_p.I80S|YIPF3_uc010jyr.1_Missense_Mutation_p.I121S|YIPF3_uc010jys.1_5'UTR|YIPF3_uc003ovm.1_5'UTR|YIPF3_uc010jyt.1_Intron|POLR1C_uc003ovn.2_5'Flank|POLR1C_uc003ovo.1_5'FlankNM_015388 NP_056203 Q9GZM5 YIPF3_HUMAN 0GAGGATGTCGATGTTGGCGTA0.522

+ 8 1312POLH_uc010jyu.2_Splice_Site_p.Q212_splice|POLH_uc011dvl.1_Splice_Site|POLH_uc003ovr.3_Splice_Site_p.Q237_spliceNM_006502 NP_006493 Q9Y253 POLH_HUMAN 2TCGGGAACAGGTAAGCTGGCA0.443

+ 11 2084HSP90AB1_uc011dvr.1_Missense_Mutation_p.G657D|HSP90AB1_uc003oxb.1_Missense_Mutation_p.G667D|HSP90AB1_uc011dvs.1_Missense_Mutation_p.G487D|HSP90AB1_uc003oxc.1_Missense_Mutation_p.G305DNM_007355 NP_031381 P08238 HS90B_HUMAN 4CTATCTTCTGGCTTTTCCCTT0.522

- 6 1032SPATS1_uc003oxg.2_RNA|TMEM151B_uc003oxf.2_3'UTRNM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1GGGGACCTGACATCCCAGGGA0.632

+ 4 1551 NM_014936 NP_055751 Q9Y6X5 ENPP4_HUMANCytoplasmic (Potential). 4ATGCAGAATAGACTTTCTGTA0.418

- 2 625ENPP5_uc003oya.1_Nonsense_Mutation_p.W139*|ENPP5_uc011dvz.1_Nonsense_Mutation_p.W45*|ENPP5_uc010jzc.1_Nonsense_Mutation_p.W139*NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0CTGTTCCGGGCCACATGGCTG0.398

+ 1 1652TDRD6_uc010jze.2_Missense_Mutation_p.G545DNM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 3. 6AAAGAAAATGGTTATTATAGG0.428

- 3 412PLA2G7_uc010jzg.1_Missense_Mutation_p.A48V|PLA2G7_uc011dwd.1_Missense_Mutation_p.A3V|PLA2G7_uc011dwe.1_IntronNM_005084 NP_005075 Q13093 PAFA_HUMAN 0AAAGCTTGCAGCAGCCATCAG0.368

- 17 3350GPR116_uc011dwj.1_Missense_Mutation_p.G576S|GPR116_uc011dwk.1_Missense_Mutation_p.G450S|GPR116_uc003oyp.3_Missense_Mutation_p.G879S|GPR116_uc003oyq.3_Missense_Mutation_p.G1021S|GPR116_uc010jzi.1_Missense_Mutation_p.G693SNM_001098518 NP_001091988 Q8IZF2 GP116_HUMANHelical; Name=1; (Potential). 2ATGGAAAAGCCCACCCCAACA0.493

- 17 3160GPR116_uc011dwj.1_Nonsense_Mutation_p.W512*|GPR116_uc011dwk.1_Nonsense_Mutation_p.W386*|GPR116_uc003oyp.3_Nonsense_Mutation_p.W815*|GPR116_uc003oyq.3_Nonsense_Mutation_p.W957*|GPR116_uc010jzi.1_Nonsense_Mutation_p.W629*NM_001098518 NP_001091988 Q8IZF2 GP116_HUMANGPS.|Extracellular (Potential). 2GCCTGAAGTTCCAGAAGACAC0.483

- 12 1743GPR116_uc011dwj.1_Missense_Mutation_p.G40E|GPR116_uc011dwk.1_5'UTR|GPR116_uc003oyp.3_Missense_Mutation_p.G343E|GPR116_uc003oyq.3_Missense_Mutation_p.G485E|GPR116_uc010jzi.1_Missense_Mutation_p.G157ENM_001098518 NP_001091988 Q8IZF2 GP116_HUMANIg-like 3.|Extracellular (Potential). 2AAAGTTTTGTCCCTCAGAAAC0.338

- 2 1181 NM_014452 NP_055267 O75509 TNR21_HUMANExtracellular (Potential). 0GTTAAGTTACCTTTGGGAACA0.478

+ 4 374GPR111_uc010jzk.1_Missense_Mutation_p.P57S|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential). 1ACCTTGCCCTCCAGACACTCA0.488

- 6 519CRISP2_uc003ozl.2_Missense_Mutation_p.R88H|CRISP2_uc003ozn.2_Missense_Mutation_p.R88H|CRISP2_uc003ozr.2_Missense_Mutation_p.R88H|CRISP2_uc003ozo.2_Missense_Mutation_p.R88H|CRISP2_uc003ozm.2_Missense_Mutation_p.R88H|CRISP2_uc003ozp.2_Missense_Mutation_p.R88HNM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1 actggttttgcggtcctctgG 0.264

+ 8 1680TFAP2D_uc011dwt.1_RNANM_172238 NP_758438 Q7Z6R9 AP2D_HUMANH-S-H (helix-span-helix), dimerization. 7TGGGACTCCGGCAATATGTGC0.433

- 58 9973PKHD1_uc010jzn.1_Missense_Mutation_p.P1216S|PKHD1_uc003pai.2_Missense_Mutation_p.P3233SNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44GGATTGGAGGGAGCTCTATCT0.488

- 35 5887PKHD1_uc003pai.2_Missense_Mutation_p.E1871KNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44TCATCTCTTTCCAATTTAGGG0.398

- 32 5365PKHD1_uc003pai.2_Missense_Mutation_p.G1697SNM_138694 NP_619639 P08F94 PKHD1_HUMANIPT/TIG 12; atypical.|Extracellular (Potential). 44GTGTGGTTACCAGAGACACCC0.537

- 23 2665PKHD1_uc003pai.2_Missense_Mutation_p.P797SNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44ACTGTATTAGGAAGCTGGATG0.498

- 16 1655PKHD1_uc003pai.2_Missense_Mutation_p.G460ENM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44TGGGGCTATCCCATGATGCTC0.547

- 15 1456PKHD1_uc003pai.2_Missense_Mutation_p.A394TNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44TGGCTATCTGCCTGAATCCAG0.438

- 9 1420MCM3_uc011dwu.1_Missense_Mutation_p.G391DNM_002388 NP_002379 P25205 MCM3_HUMAN MCM. 3AGCATGGATGCCAGCCTTGGC0.542

+ 5 1047EFHC1_uc011dwv.1_Missense_Mutation_p.V187I|EFHC1_uc011dww.1_Missense_Mutation_p.V259INM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN DM10 2. 3AATTCGAGAGGTCCACGAACG0.438

- 7 747EFHC1_uc011dwv.1_Intron|TRAM2_uc003par.1_5'FlankNM_012288 NP_036420 Q15035 TRAM2_HUMANTLC.|Helical; (Potential). 0GCTATATGCACCAGGTACAGG0.448

- 3 213GSTA3_uc010jzq.2_5'UTRNM_000847 NP_000838 Q16772 GSTA3_HUMANGST N-terminal. 0CTTACCATTTCTTAACTTTCC0.333

- 3 570ICK_uc003pbi.2_Missense_Mutation_p.G27E|ICK_uc003pbj.2_Missense_Mutation_p.G27ENM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5GATCAGCTCCCCAGACTCAAT0.478

- 9 1067HMGCLL1_uc003pco.2_Missense_Mutation_p.S273F|HMGCLL1_uc010jzx.2_Missense_Mutation_p.S174F|HMGCLL1_uc011dxc.1_Missense_Mutation_p.S241F|HMGCLL1_uc011dxd.1_Missense_Mutation_p.S170F|HMGCLL1_uc011dxe.1_Missense_Mutation_p.S107FNM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4GGATACTGCGGAGTCCACCAC0.423

- 97 16908DST_uc003pcz.3_Missense_Mutation_p.S5449F|DST_uc011dxj.1_Missense_Mutation_p.S5478F|DST_uc011dxk.1_Missense_Mutation_p.S5489F|DST_uc003pcy.3_Missense_Mutation_p.S5123F|DST_uc003pcv.3_Missense_Mutation_p.S245F|DST_uc003pcw.3_Missense_Mutation_p.S206F|DST_uc003pcx.3_Missense_Mutation_p.S169FNM_001144769 NP_001138241 Q03001 DYST_HUMAN 14TGAGCACACGGACTGGATTTC0.587

- 73 13277DST_uc003pcz.3_Missense_Mutation_p.E4239K|DST_uc011dxj.1_Missense_Mutation_p.E4268K|DST_uc011dxk.1_Missense_Mutation_p.E4279K|DST_uc003pcy.3_Missense_Mutation_p.E3913KNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 14. 14TTCAGTCTTTCCATTTCTATC0.323

- 52 8073DST_uc003pcz.3_Missense_Mutation_p.P2504L|DST_uc011dxj.1_Missense_Mutation_p.P2533L|DST_uc011dxk.1_Missense_Mutation_p.P2544L|DST_uc003pcy.3_Missense_Mutation_p.P2178LNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 4. 14GGGGGCCTCAGGAGTATCTGG0.408

+ 4 682KIAA1586_uc011dxm.1_Missense_Mutation_p.G144VNM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0CGGCATTTGGGATCGAAAGCA0.363

+ 2 400PHF3_uc010kaf.1_Missense_Mutation_p.S125F|PHF3_uc003pem.2_Missense_Mutation_p.S78F|PHF3_uc010kag.1_Missense_Mutation_p.S37F|PHF3_uc010kah.1_Intron|PHF3_uc003pen.2_Missense_Mutation_p.S37F|PHF3_uc011dxs.1_5'UTR|PHF3_uc003peo.2_Missense_Mutation_p.S125FNM_015153 NP_055968 Q92576 PHF3_HUMAN 5TCAGTGAGATCTCCAAGAAAA0.378

+ 15 5250PHF3_uc003pen.2_Missense_Mutation_p.D1654N|PHF3_uc011dxs.1_Missense_Mutation_p.D1011NNM_015153 NP_055968 Q92576 PHF3_HUMAN 5CTTACAGGAGGATATTTTAAT0.383

+ 36 2477COL19A1_uc010kam.1_Missense_Mutation_p.R683KNM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 4 (COL4). 4TTAATGGGAAGAACTGGACAT0.423

+ 36 2492COL19A1_uc010kam.1_Missense_Mutation_p.G688DNM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 4 (COL4). 4GGACATCCTGGTCCCACAGGA0.443

+ 47 3002 NM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 5 (COL5). 4GGAGACAGAGGCTCACAAGGT0.468

- 34 2360COL9A1_uc003pfe.3_Missense_Mutation_p.P283L|COL9A1_uc003pff.3_Missense_Mutation_p.P491LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL2). 4CACACCCCGGGGTCCAGGTGG0.637

- 15 1340COL9A1_uc003pfe.3_Intron|COL9A1_uc003pff.3_Missense_Mutation_p.G151DNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TCCTGGGGGGCCAGGGGGGCC0.443



+ 10 1317SMAP1_uc003pfs.2_Missense_Mutation_p.G330R|SMAP1_uc010kao.2_Missense_Mutation_p.G330R|SMAP1_uc010kap.2_Missense_Mutation_p.G347RNM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0TGGCCTTATAGGAAATGTGAT0.512

+ 29 4318RIMS1_uc011dyb.1_Missense_Mutation_p.S811N|RIMS1_uc003pgc.2_Missense_Mutation_p.S863N|RIMS1_uc010kaq.2_Missense_Mutation_p.S734N|RIMS1_uc011dyc.1_Intron|RIMS1_uc010kar.2_Intron|RIMS1_uc011dyd.1_Intron|RIMS1_uc003pgf.2_Missense_Mutation_p.S414N|RIMS1_uc003pgg.2_Intron|RIMS1_uc003pgi.2_Intron|RIMS1_uc003pgh.2_Intron|RIMS1_uc003pgd.2_Missense_Mutation_p.S480N|RIMS1_uc003pge.2_Missense_Mutation_p.S454N|RIMS1_uc011dye.1_Missense_Mutation_p.S220N|RIMS1_uc011dyf.1_IntronNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10AATGACGGCAGCCAGTCAGAC0.517

+ 7 1393KCNQ5_uc003pgj.3_Missense_Mutation_p.G349D|KCNQ5_uc011dyh.1_Missense_Mutation_p.G349D|KCNQ5_uc011dyi.1_Missense_Mutation_p.G349D|KCNQ5_uc010kat.2_Missense_Mutation_p.G349D|KCNQ5_uc011dyj.1_Missense_Mutation_p.G349D|KCNQ5_uc011dyk.1_Missense_Mutation_p.G108DNM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7CTTGGCTCAGGTTTTGCATTA0.348

- 38 6492COL12A1_uc003pht.2_Missense_Mutation_p.G945ENM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 16. 9TCTTCCATTTCCTGTTAGATG0.343

- 10 1722COL12A1_uc003pht.2_Intron|COL12A1_uc003phu.1_Missense_Mutation_p.T177INM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9TGCTTTGCCAGTATTTGTAGA0.388

- 5 1169FILIP1_uc003phy.1_Nonsense_Mutation_p.Q266*|FILIP1_uc003phz.2_Nonsense_Mutation_p.Q167*|FILIP1_uc010kbe.2_Nonsense_Mutation_p.Q269*|FILIP1_uc003pib.1_Nonsense_Mutation_p.Q18*NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN Potential. 4TGTACTTTCTGGCTTTGCAGG0.403

+ 24 3758SENP6_uc003pie.3_Missense_Mutation_p.L1040F|SENP6_uc010kbf.2_RNANM_015571 NP_056386 Q9GZR1 SENP6_HUMAN Protease. 6GAATCCAATTCTCAGTTTTGA0.308

+ 4 477MYO6_uc003pig.1_Missense_Mutation_p.M66I|MYO6_uc003pii.1_Missense_Mutation_p.M66INM_004999 NP_004990 Q9UM54 MYO6_HUMANMyosin head-like. 2GTTCACTAATGTATTTAAATG0.274

+ 16 1867MYO6_uc003pig.1_Missense_Mutation_p.D530N|MYO6_uc003pii.1_Missense_Mutation_p.D530NNM_004999 NP_004990 Q9UM54 MYO6_HUMANMyosin head-like. 2GGATATTTTGGATGAAGAAAA0.343

+ 32 3586MYO6_uc003pii.1_Missense_Mutation_p.E1080K|MYO6_uc003pij.1_Missense_Mutation_p.E60KNM_004999 NP_004990 Q9UM54 MYO6_HUMAN 2AGCTTGCAGAGAAGAATTTCA0.323

- 2 218HMGN3_uc003pis.2_Missense_Mutation_p.D14N|HMGN3_uc003piu.1_Missense_Mutation_p.D14NNM_004242 NP_004233 Q15651 HMGN3_HUMAN 0TTGGATCCATCTTTGCCCTCT0.279

+ 5 644BCKDHB_uc003pje.2_Missense_Mutation_p.A193TNM_000056 NP_000047 P21953 ODBB_HUMAN 0TGGTCATGGGGCTCTCTATCA0.433

- 18 3208IBTK_uc011dyu.1_5'UTR|IBTK_uc011dyv.1_Missense_Mutation_p.S894F|IBTK_uc011dyw.1_Missense_Mutation_p.S693F|IBTK_uc010kbi.1_Missense_Mutation_p.S588F|IBTK_uc003pjm.2_Missense_Mutation_p.S894FNM_015525 NP_056340 Q9P2D0 IBTK_HUMAN 4CTGTAAACAAGACAGTTTCAA0.343

+ 3 1436TPBG_uc010kbj.2_Missense_Mutation_p.A167V|TPBG_uc003pjo.2_Missense_Mutation_p.A167VNM_006670 NP_006661 Q13641 TPBG_HUMANExtracellular (Potential). 1GGCAGCAATGCCAGCGTCTCG0.657

+ 3 930PGM3_uc003pjv.2_5'Flank|PGM3_uc003pjw.2_5'Flank|PGM3_uc011dyz.1_5'Flank|RWDD2A_uc011dza.1_Missense_Mutation_p.S145FNM_033411 NP_219479 Q9UIY3 RWD2A_HUMAN 0AAGCACATTTCCTGTAAGCAT0.468

- 23 2559SNAP91_uc011dzd.1_Missense_Mutation_p.A246T|SNAP91_uc003pkb.2_Missense_Mutation_p.A657T|SNAP91_uc003pkc.2_Missense_Mutation_p.A718T|SNAP91_uc003pkd.2_Missense_Mutation_p.A441T|SNAP91_uc003pka.2_Missense_Mutation_p.A746TNM_014841 NP_055656 O60641 AP180_HUMAN 1TTGCTGGCTGCCATTGCAGGA0.453

+ 8 7350 NM_015021 NP_055836 O60281 ZN292_HUMAN 4ACAAGTAAAGGAAACGTCTGA0.358

- 3 461 NM_198568 NP_940970 Q6PEY0 CXB7_HUMANHelical; (Potential). 0TGCTCTGCTGCCACCATGTAG0.478

+ 13 1906SLC35A1_uc003plx.2_RNA|C6orf165_uc003plw.2_Missense_Mutation_p.S417N|C6orf165_uc010kbv.1_RNANM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1GGAGGAAAGAGCGAAATCACC0.458

+ 2 191SLC35A1_uc003plx.2_RNA|SLC35A1_uc010kbw.2_5'UTR|SLC35A1_uc003plz.2_RNA|SLC35A1_uc011dzi.1_5'UTR|SLC35A1_uc003ply.2_RNA|SLC35A1_uc010kbx.2_Missense_Mutation_p.D38N|SLC35A1_uc010kby.2_RNA|C6orf165_uc010kbv.1_RNANM_006416 NP_006407 P78382 S35A1_HUMANLumenal (Potential). 0AAGGACATCAGACAAAGAACT0.368

- 3 214UBE2J1_uc003pnc.2_Missense_Mutation_p.R14HNM_016021 NP_057105 Q9Y385 UB2J1_HUMANCytoplasmic (Potential). 0TTTCATTAAACGTTTAACAGC0.313

- 97 16258 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10CTGATACTGGCGTTTACTGGG0.423

- 97 16232 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TCCTTCGAAGCCAAATCTTGT0.408

- 92 15505 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10CCCCTGCTCGGCATGGCTGTC0.552

- 14 2733EPHA7_uc003pof.2_Missense_Mutation_p.S826F|EPHA7_uc011eac.1_Missense_Mutation_p.S827FNM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential).|Protein kinase. 28TTCTCCATAAGACATAACTTC0.403

+ 3 1225 NM_006581 NP_006572 Q9Y231 FUT9_HUMANLumenal (Potential). 5TATAACTCTCCCAGTGAGCTA0.393

- 14 2058C6orf167_uc011eaf.1_Missense_Mutation_p.A558TNM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0TCCCGGAAAGCACATGAAAAT0.438

- 12 1697USP45_uc003ppv.2_5'Flank|USP45_uc003ppw.2_Splice_Site_p.R68_splice|USP45_uc003ppy.2_Splice_Site|USP45_uc010kcq.1_Splice_Site_p.R388_spliceNM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2CTTCTCCTTACCCTTTCTTCT0.294

- 11 2228SIM1_uc010kcu.2_Missense_Mutation_p.A674VNM_005068 NP_005059 P81133 SIM1_HUMANSingle-minded C-terminal. 4ATAGTCTTTAGCTAGGATCAA0.463

- 8 1119SIM1_uc010kcu.2_Nonsense_Mutation_p.W304*NM_005068 NP_005059 P81133 SIM1_HUMAN PAC. 4GCACCCATACCCAGCCGCCGT0.582

+ 16 5049AIM1_uc003pri.2_Missense_Mutation_p.A325VNM_001624 NP_001615 Q9Y4K1 AIM1_HUMANBeta/gamma crystallin 'Greek key' 11. 9GAACTTAATGCAGAAACTGTC0.358

+ 7 876QRSL1_uc003prl.2_Missense_Mutation_p.D254NNM_018292 NP_060762 Q9H0R6 QRSL1_HUMAN 0TGACCCCAGGGACTCTACCAC0.388

+ 6 2099 NM_018013 NP_060483 A7XYQ1 SOBP_HUMAN Pro-rich. 1GTGATCGTGCCCCTACCGGTG0.667

- 2 202SESN1_uc003psu.2_Missense_Mutation_p.G96DNM_014454 NP_055269 Q9Y6P5 SESN1_HUMAN 1AATTCTAATGCCAAGTTCCTA0.418

- 2 399SLC22A16_uc003pue.2_Missense_Mutation_p.S92N|SLC22A16_uc003pug.2_Missense_Mutation_p.S111NNM_033125 NP_149116 Q86VW1 S22AG_HUMAN 1ATAGCCCAAACTCGATGTGTT0.468

- 12 1317CDK19_uc003pui.1_Missense_Mutation_p.G355E|CDK19_uc011eax.1_Missense_Mutation_p.G291ENM_015076 NP_055891 Q9BWU1 CDK19_HUMAN 4GCCCCCGACCCCGGCCCCAGC0.692

- 20 7650REV3L_uc003pux.3_Missense_Mutation_p.A2365T|REV3L_uc003puz.3_Missense_Mutation_p.A2365T|REV3L_uc003pva.1_RNANM_002912 NP_002903 O60673 DPOLZ_HUMAN 6TCTCTTTCAGCTGCAAATCTG0.348

- 7 1174REV3L_uc003pux.3_Missense_Mutation_p.P206L|REV3L_uc003puz.3_Missense_Mutation_p.P206LNM_002912 NP_002903 O60673 DPOLZ_HUMAN 6TTGTGACTCAGGTTGGCTCAT0.363

- 3 1348TRAF3IP2_uc003pvg.2_Missense_Mutation_p.P245S|TRAF3IP2_uc003pvf.2_Missense_Mutation_p.P245S|TRAF3IP2_uc010kdw.2_Missense_Mutation_p.P245S|TRAF3IP2_uc010kdx.2_Missense_Mutation_p.P245SNM_147686 NP_679211 O43734 CIKS_HUMAN 3GCACATGCTGGATACCTCTGA0.562

- 16 2270LAMA4_uc003pvv.2_Missense_Mutation_p.A647V|LAMA4_uc003pvt.2_Missense_Mutation_p.A647VNM_001105206 NP_001098676 Q16363 LAMA4_HUMANDomain II and I. 9CCCACTCACCGCCTACAAAGG0.388

+ 2 327DSE_uc011ebf.1_Missense_Mutation_p.M45V|DSE_uc003pwq.1_Missense_Mutation_p.M45V|DSE_uc011ebg.1_Missense_Mutation_p.M64V|DSE_uc003pwt.2_Missense_Mutation_p.M45VNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1CAGCCATCCCATGCTGTACTT0.542

+ 4 435RWDD1_uc003pxb.2_5'UTR|RWDD1_uc003pxc.2_5'UTRNM_015952 NP_057036 Q9H446 RWDD1_HUMAN RWD. 3GTTACACAGGCTGAAGAAAAT0.269

+ 7 863RWDD1_uc003pxb.2_Missense_Mutation_p.P138S|RWDD1_uc003pxc.2_Missense_Mutation_p.P138SNM_015952 NP_057036 Q9H446 RWDD1_HUMAN 3AGACTATAATCCTGCTGACCC0.493

+ 18 2665 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3ATGTCGAACTCCAGTCCTAGG0.398

- 21 2532C6orf170_uc003pyq.1_RNA|C6orf170_uc010kej.1_5'UTR|C6orf170_uc003pyp.1_Missense_Mutation_p.V341INM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3CATGTTGGGACTTCACGAAGA0.313

+ 2 428GJA1_uc011ebo.1_5'UTR|GJA1_uc011ebp.1_5'UTRNM_000165 NP_000156 P17302 CXA1_HUMANExtracellular (Potential). 2TCAGCAACCTGGTTGTGAAAA0.488

+ 9 1131HSF2_uc003pyv.2_Missense_Mutation_p.G315DNM_004506 NP_004497 Q03933 HSF2_HUMAN 0CTAAGTTCAGGCAGTGATGGC0.473



+ 14 2737NCOA7_uc003qae.3_Missense_Mutation_p.S763N|NCOA7_uc003qah.2_Missense_Mutation_p.S752N|NCOA7_uc003qai.2_Missense_Mutation_p.S763N|NCOA7_uc010ket.2_Missense_Mutation_p.S648N|NCOA7_uc003qak.2_Missense_Mutation_p.S40NNM_181782 NP_861447 Q8NI08 NCOA7_HUMAN 3AGCACATGCAGCTACTATGAA0.507

- 13 1816ARHGAP18_uc011ebw.1_IntronNM_033515 NP_277050 Q8N392 RHG18_HUMAN 3AATCACTCCCTGAGGAACGTC0.448

- 12 2010EPB41L2_uc003qce.1_5'Flank|EPB41L2_uc003qcf.1_5'Flank|EPB41L2_uc003qcg.1_Missense_Mutation_p.G610R|EPB41L2_uc011eby.1_Missense_Mutation_p.G610R|EPB41L2_uc003qci.2_Missense_Mutation_p.G610R|EPB41L2_uc010kfk.2_Missense_Mutation_p.G610R|EPB41L2_uc010kfl.1_Missense_Mutation_p.G610RNM_001431 NP_001422 O43491 E41L2_HUMAN Hydrophilic. 2CATACCTTTCCTTCAATGAGC0.413

- 10 1591EPB41L2_uc003qcg.1_Missense_Mutation_p.T470I|EPB41L2_uc011eby.1_Missense_Mutation_p.T470I|EPB41L2_uc003qci.2_Missense_Mutation_p.T470I|EPB41L2_uc010kfk.2_Missense_Mutation_p.T470I|EPB41L2_uc010kfl.1_Missense_Mutation_p.T470INM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2GAATCCAATGGTACTCTCAAA0.403

+ 3 403AKAP7_uc003qck.2_Missense_Mutation_p.A311T|AKAP7_uc011ebz.1_Missense_Mutation_p.A289T|AKAP7_uc003qcl.1_Intron|AKAP7_uc003qcn.1_Missense_Mutation_p.A44TNM_138633 NP_619539 O43687 AKA7A_HUMAN 2GGTGCTCAAGGCTGTCCAGCA0.507

- 14 1738MED23_uc003qcq.2_Missense_Mutation_p.P528S|MED23_uc011eca.1_Missense_Mutation_p.P163S|MED23_uc003qct.1_Missense_Mutation_p.P528S|MED23_uc011ecb.1_IntronNM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3ATAGGTAAGGGGGTAATAGAT0.398

- 12 1342MED23_uc003qcq.2_Missense_Mutation_p.A396T|MED23_uc011eca.1_Intron|MED23_uc003qct.1_Missense_Mutation_p.A396T|MED23_uc011ecb.1_RNANM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3AGAAAATCAGCTAGTGCATTT0.373

+ 21 2295ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Nonsense_Mutation_p.Q650*NM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|Nuclease. 4CACAGTCCCCCAGTTGGTAAG0.418

- 2 629TAAR2_uc010kfr.1_Missense_Mutation_p.G165ENM_001033080 NP_001028252 Q9P1P5 TAAR2_HUMANHelical; Name=5; (Potential). 1CAAGGTGGTCCCCCATAGCTT0.478

- 6 1297 VNN1_uc003qdn.2_RNANM_004666 NP_004657 O95497 VNN1_HUMAN 3GCCACTGAGGGAGAACATTTC0.423

+ 20 2334EYA4_uc011ecq.1_Missense_Mutation_p.D572N|EYA4_uc011ecr.1_Intron|EYA4_uc003qed.3_Missense_Mutation_p.D626N|EYA4_uc003qee.3_Missense_Mutation_p.D603N|EYA4_uc011ecs.1_Missense_Mutation_p.D632N|uc003qeg.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN 2CAGTCACTCAGACCTCCTGGC0.308

+ 1 590uc003qeg.1_5'Flank|TCF21_uc003qej.2_Missense_Mutation_p.T105INM_003206 NP_003197 O43680 TCF21_HUMANHelix-loop-helix motif. 0CTCAAGACCACCCTGCCCTGG0.662

- 6 910HBS1L_uc003qey.2_Missense_Mutation_p.V71M|HBS1L_uc011ecy.1_Intron|HBS1L_uc011ecz.1_Missense_Mutation_p.V71M|HBS1L_uc011eda.1_Missense_Mutation_p.V193MNM_006620 NP_006611 Q9Y450 HBS1L_HUMAN 2GACTTTTTCACCGGTGCTGGG0.493

+ 8 1145MYB_uc003qfh.2_Missense_Mutation_p.P316S|MYB_uc003qfi.2_Missense_Mutation_p.P316S|MYB_uc010kgi.2_Missense_Mutation_p.P316S|MYB_uc003qfq.2_Intron|MYB_uc010kgj.2_Intron|MYB_uc003qfo.2_Missense_Mutation_p.P316S|MYB_uc003qfu.2_Intron|MYB_uc003qfl.2_RNA|MYB_uc003qfv.2_RNA|MYB_uc003qfz.2_RNA|MYB_uc003qfx.2_RNA|MYB_uc003qga.2_RNA|MYB_uc003qgb.2_RNA|MYB_uc010kgk.2_RNA|MYB_uc003qfd.2_RNA|MYB_uc003qfe.2_RNA|MYB_uc003qfg.2_RNA|MYB_uc003qff.2_RNA|MYB_uc003qfj.2_RNA|MYB_uc003qfm.2_Intron|MYB_uc003qfp.2_Intron|MYB_uc003qfn.2_Intron|MYB_uc003qfk.2_RNA|MYB_uc003qfr.2_Intron|MYB_uc003qfs.2_5'UTR|MYB_uc003qft.2_RNA|MYB_uc003qfw.2_Missense_Mutation_p.P128S|MYB_uc003qfy.2_RNA|MYB_uc003qgc.2_Intron|MYB_uc003qfb.1_Missense_Mutation_p.P316S|MYB_uc003qgd.1_Missense_Mutation_p.P128S|MYB_uc003qge.1_5'FlankNM_005375 NP_005366 P10242 MYB_HUMANTranscriptional activation domain. 1GCAGGTGCTACCAGTAAGACT0.423

- 12 2960BCLAF1_uc011edb.1_Missense_Mutation_p.E182K|BCLAF1_uc003qgw.1_Missense_Mutation_p.E730K|BCLAF1_uc003qgy.1_Missense_Mutation_p.E852K|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.E901KNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1TCCATGGTCTCTTCTTCATCT0.373 rs141900019

- 2 356MAP7_uc011edf.1_Missense_Mutation_p.S22N|MAP7_uc011edg.1_Missense_Mutation_p.S59N|MAP7_uc010kgu.2_Missense_Mutation_p.S59N|MAP7_uc011edh.1_Missense_Mutation_p.S59N|MAP7_uc010kgv.2_Missense_Mutation_p.S59N|MAP7_uc010kgs.2_5'UTR|MAP7_uc011edi.1_5'UTR|MAP7_uc010kgq.1_Missense_Mutation_p.S37N|MAP7_uc003qha.1_Missense_Mutation_p.S37N|MAP7_uc010kgr.2_Intron|MAP7_uc010kgt.2_Missense_Mutation_p.S59NNM_003980 NP_003971 Q14244 MAP7_HUMAN 0GGCAGGGCGGCTGGAGGCATT0.378

- 16 2634MAP3K5_uc011edj.1_Missense_Mutation_p.P5L|MAP3K5_uc011edk.1_Missense_Mutation_p.P603LNM_005923 NP_005914 Q99683 M3K5_HUMANProtein kinase. 5CTTACCTCCAGGGACCTGCTC0.378

- 5 759IL22RA2_uc003qhm.2_Missense_Mutation_p.T121I|IL22RA2_uc003qhn.2_Missense_Mutation_p.T121INM_052962 NP_443194 Q969J5 I22R2_HUMANFibronectin type-III 2. 0CCACCAGGGAGTGAACCGCGG0.532

- 4 561IL22RA2_uc003qhm.2_Intron|IL22RA2_uc003qhn.2_IntronNM_052962 NP_443194 Q969J5 I22R2_HUMAN 0 gaagttacaagaaatgtgctg 0

- 1 648 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN 0TTCATCTCCTCCAGGGAGCTG0.657

+ 4 605TNFAIP3_uc003qhs.2_Missense_Mutation_p.P180LNM_006290 NP_006281 P21580 TNAP3_HUMANTRAF-binding.|OTU.p.0?(22) 137ACAGACACACCCATGGCCCGA0.443

+ 12 2036 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2TTCATACAGTCCCTGGAAGGC0.577

+ 3 629GPR126_uc010khd.2_Missense_Mutation_p.A73V|GPR126_uc010khe.2_Missense_Mutation_p.A73V|GPR126_uc010khf.2_Missense_Mutation_p.A73V|GPR126_uc003qix.2_Missense_Mutation_p.A73VNM_020455 NP_065188 Q86SQ4 GP126_HUMANCUB.|Extracellular (Potential). 1ACGCTCCGAGCCCCCACCGGT0.468

- 6 6085 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6TGTTTCCTTACCCTCCTTCAA0.363

- 5 2523 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6TCAAATGCCGCTTGTCTTCTT0.522

+ 2 260AIG1_uc003qjf.2_Missense_Mutation_p.E64K|AIG1_uc003qji.2_Intron|AIG1_uc011edw.1_Missense_Mutation_p.E74K|AIG1_uc003qjg.2_Missense_Mutation_p.E74KNM_016108 NP_057192 Q9NVV5 AIG1_HUMAN 0TGGGAACCAGGAGCAAGAGAG0.517

+ 5 647PHACTR2_uc010khh.2_Intron|PHACTR2_uc010khi.2_Missense_Mutation_p.P184S|PHACTR2_uc003qjr.3_IntronNM_014721 NP_055536 O75167 PHAR2_HUMAN 2CAAAAAATCACCTGTGCCTCC0.522

+ 5 737PHACTR2_uc010khh.2_Intron|PHACTR2_uc010khi.2_Nonsense_Mutation_p.Q214*|PHACTR2_uc003qjr.3_IntronNM_014721 NP_055536 O75167 PHAR2_HUMAN 2TCCTGGTAAGCAGGCCCCCGT0.582

- 2 989SHPRH_uc003qld.2_Missense_Mutation_p.R197K|SHPRH_uc003qle.2_Missense_Mutation_p.R197K|SHPRH_uc003qlg.1_5'UTR|SHPRH_uc003qlj.1_Missense_Mutation_p.R86K|SHPRH_uc003qlk.1_Missense_Mutation_p.R197KNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3GAGTTTTATTCTTCTCTTCTT0.378

- 2 602SHPRH_uc003qld.2_Missense_Mutation_p.R68K|SHPRH_uc003qle.2_Missense_Mutation_p.R68K|SHPRH_uc003qlg.1_5'UTR|SHPRH_uc003qlj.1_Intron|SHPRH_uc003qlk.1_Missense_Mutation_p.R68KNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3CTTCTTATCTCTGTGAGCCAC0.383

+ 2 735 NM_015278 NP_056093 O94885 SASH1_HUMAN 1CTGCGGAAACGGCGGGTTTCC0.542

+ 6 659PCMT1_uc003qna.2_Missense_Mutation_p.A209V|PCMT1_uc003qnb.2_Missense_Mutation_p.A209V|PCMT1_uc011eeg.1_Missense_Mutation_p.A174V|PCMT1_uc003qnc.2_Missense_Mutation_p.A88V|PCMT1_uc003qnd.2_Missense_Mutation_p.A174V|PCMT1_uc003qnf.2_Missense_Mutation_p.A174VNM_005389 NP_005380 1GCTGAAGAAGCCCCTTATGAT0.418

+ 4 1327AKAP12_uc003qoe.2_Missense_Mutation_p.E363K|AKAP12_uc003qof.2_Missense_Mutation_p.E265K|AKAP12_uc010kim.2_Intron|AKAP12_uc003qog.2_Missense_Mutation_p.E258KNM_005100 NP_005091 Q02952 AKA12_HUMANInvolved in PKC-binding (Probable). 8GGAGCCGGCAGAAAGTGCCCA0.557

- 2 257RMND1_uc011eeq.1_5'Flank|RMND1_uc003qoj.2_Missense_Mutation_p.G26D|RMND1_uc011eer.1_Missense_Mutation_p.G26DNM_017909 NP_060379 Q9NWS8 RMND1_HUMAN 0CATTAGATGACCGATTCTTCG0.408

- 130 24138SYNE1_uc010kiv.2_Missense_Mutation_p.A2370T|SYNE1_uc003qos.3_Missense_Mutation_p.A2370T|SYNE1_uc003qot.3_Missense_Mutation_p.A7775T|SYNE1_uc003qou.3_Missense_Mutation_p.A7846T|SYNE1_uc003qop.3_Missense_Mutation_p.A8T|SYNE1_uc011eez.1_Missense_Mutation_p.A48T|SYNE1_uc003qoq.3_Missense_Mutation_p.A48T|SYNE1_uc003qor.3_Missense_Mutation_p.A746TNM_182961 NP_892006 Q8NF91 SYNE1_HUMANSpectrin 27.|Cytoplasmic (Potential). 45TCATGGCTGGCTTTAGCAAGT0.443

- 119 22437SYNE1_uc010kiv.2_Missense_Mutation_p.V1803I|SYNE1_uc003qos.3_Missense_Mutation_p.V1803I|SYNE1_uc003qot.3_Missense_Mutation_p.V7208I|SYNE1_uc003qou.3_Missense_Mutation_p.V7279I|SYNE1_uc003qor.3_Missense_Mutation_p.V179INM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45CATGTGGCAACCTCATCATCG0.483

- 78 15021SYNE1_uc003qot.3_Missense_Mutation_p.E4736K|SYNE1_uc003qou.3_Missense_Mutation_p.E4807K|SYNE1_uc010kiz.2_Missense_Mutation_p.E562KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45GGCAGCGTTTCCTCATTCACT0.478

- 46 7327SYNE1_uc003qot.3_Missense_Mutation_p.S2249F|SYNE1_uc003qou.3_Missense_Mutation_p.S2242F|SYNE1_uc010kjb.1_Missense_Mutation_p.S2225FNM_182961 NP_892006 Q8NF91 SYNE1_HUMANPotential.|Cytoplasmic (Potential). 45TTTAACTTCAGACTGCCAAAA0.338

- 6 731TFB1M_uc003qqk.2_IntronNM_016020 NP_057104 Q8WVM0 TFB1M_HUMAN 1CCACGTCCACCTTCGTTGTAA0.453

+ 12 3297ARID1B_uc003qqo.2_Missense_Mutation_p.P1009S|ARID1B_uc003qqp.2_Missense_Mutation_p.P996S|ARID1B_uc010kjl.2_Missense_Mutation_p.P194SNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN ARID. 2GGGGAATGAGCCAGAGAGAAA0.577

+ 12 3369ARID1B_uc003qqo.2_Missense_Mutation_p.P1033S|ARID1B_uc003qqp.2_Missense_Mutation_p.P1020S|ARID1B_uc010kjl.2_Missense_Mutation_p.P218SNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN ARID. 2CTCAAGTCTGCCTGCCGTGGG0.577

+ 17 4152ARID1B_uc003qqo.2_Missense_Mutation_p.P1294S|ARID1B_uc003qqp.2_Missense_Mutation_p.P1281SNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2CCAAGGCCCTCCCTCGGGACA0.557

+ 20 5520ARID1B_uc003qqo.2_Missense_Mutation_p.R1750C|ARID1B_uc003qqp.2_Missense_Mutation_p.R1737CNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2CAAGTTGGGGCGTGTGCAGGA0.498

- 4 395SERAC1_uc003qrb.2_5'UTRNM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0TGATTTTCTCCTTTGTCTAAA0.328

+ 9 1226TMEM181_uc010kjr.1_Splice_Site_p.Q236_spliceNM_020823 NP_065874 Q9P2C4 TM181_HUMAN 3TCGTGTCCAGGTGAGCCGGAG0.607

+ 16 1776SYTL3_uc011efp.1_Missense_Mutation_p.P511L|SYTL3_uc003qro.2_Missense_Mutation_p.P443L|SYTL3_uc003qrq.2_Missense_Mutation_p.P443L|SYTL3_uc003qrr.2_Missense_Mutation_p.P511L|SYTL3_uc003qrs.2_Missense_Mutation_p.P443L|SYTL3_uc011efq.1_Missense_Mutation_p.P237LNM_001009991 NP_001009991 Q4VX76 SYTL3_HUMAN C2 2. 0CTCACTCTGCCAGACCAACAA0.552

+ 6 795ACAT2_uc011efw.1_Missense_Mutation_p.P251SNM_005891 NP_005882 Q9BWD1 THIC_HUMAN 2AGATGAGTTTCCTCGCCATGG0.438



+ 17 1468PNLDC1_uc003qsy.1_Missense_Mutation_p.V444INM_173516 NP_775787 Q8NA58 PNDC1_HUMANCytoplasmic (Potential). 0GTGGCCTGGGGTCAGCGAGCA0.453

+ 27 4010 NM_000876 NP_000867 P11717 MPRI_HUMAN9.|Lumenal (Potential). 3AAAGCGGGAACCGCAGGGATT0.428

- 28 4591 NM_005577 NP_005568 P08519 APOA_HUMAN 6AAATTTCTTACCTTGTTCAGA0.478

+ 3 1097 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3CTGGGATGTGGACGATCTGCT0.458

+ 2 263KIF25_uc010kkt.1_RNA|KIF25_uc003qwl.1_Missense_Mutation_p.M1LNM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. 2GCCTTCCCAGATGACATGGAC0.582

- 7 1280 NM_003247 NP_003238 P35442 TSP2_HUMAN 5TGGGGCCTCACCTTGCAGGTA0.562

- 10 1616WDR27_uc003qwv.1_RNA|WDR27_uc010kkw.1_Missense_Mutation_p.N366D|WDR27_uc003qwy.2_Missense_Mutation_p.N239D|WDR27_uc003qwz.1_Missense_Mutation_p.N99D|WDR27_uc011egw.1_RNAA2RRH5 WDR27_HUMAN 1ACTTCCAGGTTTGCCAGGTTA0.403

+ 3 297TBP_uc003qxu.2_Missense_Mutation_p.T22I|TBP_uc011ehf.1_Missense_Mutation_p.T2I|TBP_uc011ehg.1_Missense_Mutation_p.T22INM_003194 NP_003185 P20226 TBP_HUMAN 1GGTGCCATGACTCCCGGAATC0.483

+ 7 1139TBP_uc003qxu.2_Missense_Mutation_p.L303F|TBP_uc011ehf.1_Missense_Mutation_p.L283FNM_003194 NP_003185 P20226 TBP_HUMAN 2 1AATTGTTCTCCTTATTTTTGT0.333

- 5 908PDCD2_uc003qxv.2_Missense_Mutation_p.D244N|PDCD2_uc003qxx.1_Missense_Mutation_p.D277NNM_002598 NP_002589 Q16342 PDCD2_HUMAN 0TCTGGAATATCCTTTTCTTGA0.358

+ 2 1015 NM_020223 NP_064608 Q8IXL6 DMP4_HUMAN 0ACCAGCGTGGGTAGGTGTCCT0.617

- 5 564C7orf50_uc003sjs.2_RNA|C7orf50_uc011jvt.1_Missense_Mutation_p.A165V|C7orf50_uc011jvu.1_Missense_Mutation_p.A165VNM_032350 NP_115726 Q9BRJ6 CG050_HUMAN 0CCGCATCAGGGCTTCCGCCTT0.677

- 43 6079INTS1_uc003skm.1_Missense_Mutation_p.S130NNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0CACCAGGTCACTGTTGTCGAA0.622

- 9 1342TMEM184A_uc003skt.3_Missense_Mutation_p.P321L|TMEM184A_uc003skw.3_Missense_Mutation_p.P147LNM_001097620 NP_001091089 Q6ZMB5 T184A_HUMAN 0GCTCTGCATGGGTGCCGGGGG0.667

- 13 1522MAD1L1_uc003sle.1_Missense_Mutation_p.D148G|MAD1L1_uc003slf.1_Missense_Mutation_p.D419G|MAD1L1_uc003slg.1_Missense_Mutation_p.D419G|MAD1L1_uc010ksh.1_Missense_Mutation_p.D419G|MAD1L1_uc003sli.1_Missense_Mutation_p.D327G|MAD1L1_uc010ksi.1_Missense_Mutation_p.D372G|MAD1L1_uc010ksj.2_Missense_Mutation_p.D419GNM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMANNecessary for interaction with NEK2.|Potential. 2CAGCTCGCTGTCGTAGGACCC0.657

+ 10 1522EIF3B_uc003sly.2_Missense_Mutation_p.A480V|EIF3B_uc003sma.2_Missense_Mutation_p.A208VNM_003751 NP_003742 P55884 EIF3B_HUMAN 0AACATAATCGCCTTCTGGGTG0.463

+ 3 555TTYH3_uc010ksn.2_5'Flank|TTYH3_uc003smq.2_5'FlankNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANExtracellular (Potential). 0TACTCGCTCCGCCACGCCAAC0.697

+ 13 1687TTYH3_uc010ksn.2_Splice_Site_p.S220_splice|TTYH3_uc003smq.2_Splice_Site_p.S329_spliceNM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN 0GCCGCCCTCAGTAAGTCTTGG0.642

- 16 2365 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50CCCCACAGAGGTGACCGAAGG0.647

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50TTACATTCCTCCTCCATCTTA0.483

+ 29 4519SDK1_uc010kso.2_Nonsense_Mutation_p.W736*|SDK1_uc003smy.2_5'UTRNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 8. 6GGCAGGGCTGGGGGGAGCCAC0.642

+ 10 1302KIAA0415_uc010ksp.2_RNA|KIAA0415_uc003snf.2_5'FlankNM_014855 NP_055670 O43299 K0415_HUMAN 1CCCCATGCTGGCCTTTGAATT0.572

- 7 1828RADIL_uc003sng.1_RNA|RADIL_uc003sni.1_Missense_Mutation_p.S57N|RADIL_uc011jwc.1_Missense_Mutation_p.S312N|RADIL_uc011jwd.1_RNANM_018059 NP_060529 Q96JH8 RADIL_HUMAN Dilute. 7GGCCTCCTCGCTGGCCGTCAG0.632

- 25 7163 NM_001080495 NP_001073964 O15417 TNC18_HUMAN 0GAGAGGGGGATCCTGCCCGTG0.617

- 17 2693RNF216_uc010ksz.1_Missense_Mutation_p.P457S|RNF216_uc010kta.1_Missense_Mutation_p.P457S|RNF216_uc011jwj.1_Missense_Mutation_p.P457S|RNF216_uc003sox.1_Missense_Mutation_p.P892SNM_207116 NP_996999 Q9NWF9 RN216_HUMAN Pro-rich. 5CGCACGTTGGGCAGAGGGGGC0.642

- 5 484PMS2_uc003spj.2_Missense_Mutation_p.T27A|PMS2_uc003spk.2_5'UTR|PMS2_uc011jwl.1_5'UTR|PMS2_uc010ktg.2_5'UTR|PMS2_uc010kte.2_Missense_Mutation_p.T133A|PMS2_uc010ktf.1_Missense_Mutation_p.T133ANM_000535 NP_000526 P54278 PMS2_HUMAN 2ATCAGTCGAGTTCCAACCTTC0.517

- 4 356PMS2_uc003spj.2_Intron|PMS2_uc003spk.2_5'UTR|PMS2_uc011jwl.1_5'UTR|PMS2_uc010ktg.2_5'UTR|PMS2_uc010kte.2_Missense_Mutation_p.S90F|PMS2_uc010ktf.1_Missense_Mutation_p.S90FNM_000535 NP_000526 P54278 PMS2_HUMAN 2TTGAATCTTAGATGTGTGATG0.383

- 2 143PMS2_uc003spj.2_5'Flank|PMS2_uc003spk.2_5'UTR|PMS2_uc011jwl.1_Intron|PMS2_uc010ktg.2_5'UTR|PMS2_uc010kte.2_Missense_Mutation_p.D19A|PMS2_uc010ktf.1_Missense_Mutation_p.D19ANM_000535 NP_000526 P54278 PMS2_HUMAN 2TGACTTCCGATCAATAGGTTT0.413

+ 13 2102USP42_uc010kth.1_Missense_Mutation_p.A593V|USP42_uc011jwp.1_Missense_Mutation_p.A660V|USP42_uc011jwq.1_Missense_Mutation_p.A467V|USP42_uc011jwr.1_Missense_Mutation_p.A505VNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5CTAAACGGTGCTAATAGTGCA0.572

+ 15 2572USP42_uc011jwp.1_Missense_Mutation_p.D817N|USP42_uc011jwq.1_Missense_Mutation_p.D624N|USP42_uc011jwr.1_Missense_Mutation_p.D662NNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Pro-rich. 5AGCACCCCCTGACCTGTGTGA0.706

+ 16 3950USP42_uc011jwp.1_Missense_Mutation_p.G1276D|USP42_uc011jwq.1_Missense_Mutation_p.G1083DNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5GCCCAGGGTGGCTTTCCTCTC0.537

- 2 863 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0GGGCCCTCCTCCCAGCCAGTC0.622

- 15 2065DAGLB_uc003spy.2_Missense_Mutation_p.G178D|DAGLB_uc003spz.2_Missense_Mutation_p.G329D|DAGLB_uc011jwt.1_Missense_Mutation_p.G446D|DAGLB_uc011jwu.1_Missense_Mutation_p.G503D|DAGLB_uc003sqb.2_Missense_Mutation_p.G351D|DAGLB_uc003sqc.2_Missense_Mutation_p.G351D|DAGLB_uc011jwv.1_RNA|DAGLB_uc003sqd.3_Missense_Mutation_p.G591DNM_139179 NP_631918 Q8NCG7 DGLB_HUMANCytoplasmic (Potential). 3CATCTTCGGACCTATGAGTAT0.567

- 4 742DAGLB_uc011jwt.1_Missense_Mutation_p.A16T|DAGLB_uc011jwu.1_Intron|DAGLB_uc003sqb.2_Intron|DAGLB_uc003sqc.2_Intron|DAGLB_uc011jwv.1_RNA|DAGLB_uc003sqd.3_Missense_Mutation_p.S150N|DAGLB_uc011jww.1_IntronNM_139179 NP_631918 Q8NCG7 DGLB_HUMANCytoplasmic (Potential). 3TTCCCACACGCTTGTAGCTGC0.507

+ 4 1266MIOS_uc010ktp.1_Missense_Mutation_p.P320SNM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0AAGTGTGCAACCTTGTGACAA0.388 rs141631713

- 13 1317ICA1_uc010ktr.2_Missense_Mutation_p.P446L|ICA1_uc003srl.2_Missense_Mutation_p.P405L|ICA1_uc003srn.3_Missense_Mutation_p.P343L|ICA1_uc003srp.3_Missense_Mutation_p.P416L|ICA1_uc010kts.2_RNA|ICA1_uc003srq.2_Missense_Mutation_p.P417L|ICA1_uc003srr.2_Missense_Mutation_p.P416L|ICA1_uc003sro.3_Missense_Mutation_p.P417LNM_022307 NP_071682 Q05084 ICA69_HUMAN 1CTGGGCCTTGGGGTCTGGCTC0.552

+ 9 2252PHF14_uc011jxi.1_Missense_Mutation_p.G321E|PHF14_uc003srz.2_Missense_Mutation_p.G606E|PHF14_uc011jxj.1_Missense_Mutation_p.G321ENM_014660 NP_055475 O94880 PHF14_HUMAN 3AGTGTGGATGGAAGGAGAAAA0.393

+ 16 3025PHF14_uc011jxi.1_Missense_Mutation_p.A579T|PHF14_uc003srz.2_Missense_Mutation_p.A864T|PHF14_uc011jxj.1_Missense_Mutation_p.A579TNM_014660 NP_055475 O94880 PHF14_HUMAN 3GAAGCCCAAGGCTGAAGATTT0.383

- 25 4936uc003ssb.2_Intron|THSD7A_uc003ssd.3_Missense_Mutation_p.P66SNM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential). 3TCCATGGTGGGTAATACCACC0.507

- 2 832 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANExtracellular (Potential).|TSP type-1 2. 3ACGATGCAATCTTGCTGGCAA0.567

- 6 791_792 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN 0AAAGGACCAAGGTTATTGATGA0.307

- 9 1250ANKMY2_uc010ktz.2_RNANM_020319 NP_064715 Q8IV38 ANKY2_HUMAN MYND-type. 1TATGAGTAAACCAGTGTGTTT0.358

+ 11 3047 AHR_uc003stt.3_RNA NM_001621 NP_001612 P35869 AHR_HUMAN 3TGAAACATATCCAGCTGAATT0.353

+ 11 1669HDAC9_uc003sue.2_Missense_Mutation_p.G543E|HDAC9_uc011jyd.1_Missense_Mutation_p.G543E|HDAC9_uc003sui.2_Missense_Mutation_p.G546E|HDAC9_uc003suj.2_Missense_Mutation_p.G502E|HDAC9_uc011jya.1_Missense_Mutation_p.G540E|HDAC9_uc003sua.1_Missense_Mutation_p.G521E|HDAC9_uc011jyb.1_Missense_Mutation_p.G499E|HDAC9_uc003sud.1_Missense_Mutation_p.G543E|HDAC9_uc011jyc.1_Missense_Mutation_p.G502E|HDAC9_uc003suf.1_Missense_Mutation_p.G574E|HDAC9_uc010kud.1_Missense_Mutation_p.G546E|HDAC9_uc011jye.1_Missense_Mutation_p.G515E|HDAC9_uc011jyf.1_Missense_Mutation_p.G466E|HDAC9_uc010kue.1_IntronNM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5GGACAAGTTGGGGCTGTGAAG0.542

+ 3 1042ITGB8_uc011jyh.1_5'UTR|ITGB8_uc003sut.2_Missense_Mutation_p.E113KNM_002214 NP_002205 P26012 ITB8_HUMANExtracellular (Potential). 3CACTGAAAATGAAATTAATAC0.358

+ 39 6440 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15GCCCCGGAGGAGGAAGCTGCA0.517

+ 53 8646 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 4 (By similarity). 15CAGAGCTTGTCCAGGCTGGCA0.582



+ 76 12358 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 6 (By similarity). 15CCCAGGGCTGGAGCCGAAGCT0.478

- 17 1521RAPGEF5_uc011jyl.1_Missense_Mutation_p.S84FNM_012294 NP_036426 Q92565 RPGF5_HUMAN 1ACTGACATAGGAGTGCTCTGT0.428

+ 7 1424NUPL2_uc003svv.2_RNA|NUPL2_uc003svw.2_Missense_Mutation_p.P266S|NUPL2_uc011jyw.1_RNA|NUPL2_uc003svx.2_Missense_Mutation_p.P266S|NUPL2_uc011jyx.1_Missense_Mutation_p.P161SNM_007342 NP_031368 O15504 NUPL2_HUMANInteraction with GLE1. 3GTTATTCACACCCAGAGATAA0.383

+ 7 1479NUPL2_uc003svv.2_RNA|NUPL2_uc003svw.2_Missense_Mutation_p.T284I|NUPL2_uc011jyw.1_RNA|NUPL2_uc003svx.2_Missense_Mutation_p.T284I|NUPL2_uc011jyx.1_Missense_Mutation_p.T179INM_007342 NP_031368 O15504 NUPL2_HUMANInteraction with GLE1. 3AAGAAATTTACTCTGGGAAAA0.333

- 15 1908IGF2BP3_uc003swf.2_Missense_Mutation_p.V167INM_006547 NP_006538 O00425 IF2B3_HUMAN KH 4. 2CTCTGGGCAACCTAGAAAAGG0.388

- 12 1644IGF2BP3_uc003swf.2_Missense_Mutation_p.P79SNM_006547 NP_006538 O00425 IF2B3_HUMAN KH 3. 2TGAGCCTCTGGTGGTCCAGTG0.453

- 1 1230 NR_002711 0GTGTTCTCATCCCAATCCAGG0.512

+ 4 631C7orf46_uc003swq.3_Missense_Mutation_p.P181Q|C7orf46_uc003swr.3_Missense_Mutation_p.P123Q|C7orf46_uc003swp.3_RNA|C7orf46_uc010kup.2_RNANM_199136 NP_954587 A4D161 CG046_HUMAN 0CAGGAAAAACCAGTGGGACAG0.493

+ 5 798C7orf46_uc003swq.3_Intron|C7orf46_uc003swr.3_Intron|C7orf46_uc003swp.3_RNA|C7orf46_uc010kup.2_IntronNM_199136 NP_954587 A4D161 CG046_HUMAN 0AGCATTTCAAGCATCATCTAG0.348

+ 6 917C7orf46_uc003swq.3_Splice_Site_p.R240_splice|C7orf46_uc003swr.3_Splice_Site_p.R182_splice|C7orf46_uc003swp.3_Splice_Site|C7orf46_uc010kup.2_Splice_SiteNM_199136 NP_954587 A4D161 CG046_HUMAN 0CCAGGAAAGGGTAGGTTTTTG0.338

- 10 1276OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Missense_Mutation_p.V291I|OSBPL3_uc003sxh.2_Missense_Mutation_p.V260I|OSBPL3_uc003sxi.2_Missense_Mutation_p.V260I|OSBPL3_uc003sxj.1_Missense_Mutation_p.V56I|OSBPL3_uc003sxk.1_Missense_Mutation_p.V25INM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1GGTTTCGGGACCTGAAGTAAC0.353

+ 5 472CBX3_uc003sxu.2_Missense_Mutation_p.L121F|CBX3_uc003sxv.2_Silent_p.V96VNM_007276 NP_009207 Q13185 CBX3_HUMANChromo 2; shadow subtype. 1TGCCAGAGGTCTTGATCCTGA0.358

- 9 957SKAP2_uc011jzi.1_Missense_Mutation_p.E50K|SKAP2_uc011jzj.1_Missense_Mutation_p.E207KNM_003930 NP_003921 O75563 SKAP2_HUMAN 1 ATATCAGATTCCATATCTATA0.303

- 1 465HOXA1_uc003syd.2_Intron|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN 3AGCGCACTGGGGGTACCCACC0.577

- 1 331 NM_006735 NP_006726 O43364 HXA2_HUMAN 2CAGGCACTCAGCGAGCGACGG0.473

- 2 473HOXA5_uc003syn.1_5'Flank|uc003syp.1_5'FlankNM_024014 NP_076919 P31267 HXA6_HUMAN Homeobox. 2GGTCTGGCGGCCTCGGCGCCC0.662

- 8 1099HIBADH_uc003szg.2_Missense_Mutation_p.L253F|HIBADH_uc003szh.2_Missense_Mutation_p.L201FNM_152740 NP_689953 P31937 3HIDH_HUMAN 2AGACTGCCAAGAAGGATTGGG0.502

+ 4 572CREB5_uc003szo.2_Missense_Mutation_p.T28I|CREB5_uc003szr.2_Missense_Mutation_p.T54INM_182898 NP_878901 Q02930 CREB5_HUMAN 2CAAACTCCGACCCCAACGAGA0.527

- 12 1404CPVL_uc003szw.2_Missense_Mutation_p.A429T|CPVL_uc003szx.2_Missense_Mutation_p.A429TNM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2ATGTAACCAGCCACTTCACTG0.493

+ 9 1191CHN2_uc011jzs.1_Missense_Mutation_p.V327I|CHN2_uc010kva.2_Missense_Mutation_p.V22I|CHN2_uc010kvb.2_Intron|CHN2_uc010kvc.2_Missense_Mutation_p.V217I|CHN2_uc011jzt.1_Missense_Mutation_p.V265I|CHN2_uc010kvd.2_Missense_Mutation_p.V108I|CHN2_uc011jzu.1_Missense_Mutation_p.V237I|CHN2_uc010kvg.2_Missense_Mutation_p.V116I|CHN2_uc010kvh.2_Intron|CHN2_uc010kvi.2_Missense_Mutation_p.V116I|CHN2_uc010kve.2_Missense_Mutation_p.V116I|CHN2_uc003taa.2_Missense_Mutation_p.V116I|CHN2_uc010kvf.2_Intron|CHN2_uc010kvj.2_Missense_Mutation_p.V71I|CHN2_uc010kvk.2_Intron|CHN2_uc010kvl.2_RNA|CHN2_uc010kvm.2_Missense_Mutation_p.V71I|CHN2_uc011jzv.1_Missense_Mutation_p.V45INM_004067 NP_004058 P52757 CHIO_HUMANPhorbol-ester/DAG-type. 2TGGATTGAACGTACACAAACA0.418 rs140638672

+ 6 1315 NM_001080529 NP_001073998 A6NGB9 WIPF3_HUMAN 1TGAATATAAACCATGCCAGAA0.468

+ 1 317AQP1_uc011kac.1_Missense_Mutation_p.C147YNM_198098 NP_932766 P29972 AQP1_HUMAN Cytoplasmic. 0CTGCTCAGCTGCCAGATCAGC0.657

- 7 1162PDE1C_uc003tcn.1_Missense_Mutation_p.M231I|PDE1C_uc003tco.1_Missense_Mutation_p.M291I|PDE1C_uc003tcr.2_Missense_Mutation_p.M231I|PDE1C_uc003tcs.2_Missense_Mutation_p.M231INM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4CGGCAGCGTGCATTAAGTTAT0.458

+ 5 963AVL9_uc011kai.1_Intron|FKBP9_uc011kak.1_RNA|FKBP9_uc011kal.1_Missense_Mutation_p.S314F|FKBP9_uc011kam.1_Missense_Mutation_p.S29F|FKBP9_uc003tdg.2_Missense_Mutation_p.S261FNM_007270 NP_009201 O95302 FKBP9_HUMAN 14GACAGCATTTCCATTGAGAAC0.468

+ 2 821 NM_030636 NP_085139 Q7L9B9 EEPD1_HUMAN HhH. 0GCGTGCCGTGGCACGCAGCAT0.577

+ 2 1466 NM_030636 NP_085139 Q7L9B9 EEPD1_HUMAN 0CGTGGAGAAGGCCAACAACCC0.617

+ 3 653ANLN_uc011kaz.1_Missense_Mutation_p.A62V|ANLN_uc003tfg.2_Missense_Mutation_p.A150V|ANLN_uc010kxe.2_Missense_Mutation_p.A150VNM_018685 NP_061155 Q9NQW6 ANLN_HUMANNuclear localization.|Interaction with CD2AP. 3CAAAAACTTGCAGAGCAACGG0.463

+ 6 1491ANLN_uc011kaz.1_Splice_Site_p.Q341_splice|ANLN_uc003tfg.2_Splice_Site_p.Q429_splice|ANLN_uc010kxe.2_Splice_Site_p.Q429_spliceNM_018685 NP_061155 Q9NQW6 ANLN_HUMAN 3GCTCAAGCAGGTATGGTGTAC0.383

- 12 1256ELMO1_uc011kbc.1_Missense_Mutation_p.D221N|ELMO1_uc010kxg.1_Missense_Mutation_p.D317NNM_014800 NP_055615 Q92556 ELMO1_HUMAN 6CTCACCTGGTCCTGGGGGTCC0.488

+ 6 683STARD3NL_uc003tfs.2_Missense_Mutation_p.E179K|STARD3NL_uc003tft.2_Missense_Mutation_p.E161KNM_032016 NP_114405 O95772 MENTO_HUMANCytoplasmic (Potential).|MENTAL. 1GTTACCTCAAGAAGCAGAAGA0.473

+ 3 310POU6F2_uc010kxo.2_Missense_Mutation_p.P82SNM_007252 NP_009183 P78424 PO6F2_HUMAN 1CCCCCCATTTCCAGTTGGGCC0.453 rs148094915

+ 3 562 NM_005402 NP_005393 P11233 RALA_HUMAN 2AAGTGGGGAGGGGTTCCTCTG0.458

+ 13 1135C7orf10_uc003thm.1_Missense_Mutation_p.V360I|C7orf10_uc003tho.1_Missense_Mutation_p.V316INM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2GCCTTTTCAGGTATTACACAA0.393

+ 14 1247C7orf10_uc003thm.1_Missense_Mutation_p.P397L|C7orf10_uc003tho.1_Missense_Mutation_p.P353L|C7orf10_uc003thp.1_RNANM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2GCCAGGCCGCCCCCGCTGCTC0.572

- 10 1448GLI3_uc011kbg.1_Missense_Mutation_p.E394KNM_000168 NP_000159 P10071 GLI3_HUMAN 19TCGGGCTGTTCCTGAAAGAAG0.483

- 8 1146GLI3_uc011kbg.1_Missense_Mutation_p.S293FNM_000168 NP_000159 P10071 GLI3_HUMAN 19GACGGGCGCGGAAGAGTAGGT0.537

- 2 1494C7orf25_uc010kxq.2_Missense_Mutation_p.R344C|C7orf25_uc003thx.3_Missense_Mutation_p.R402C|C7orf25_uc010kxr.2_Missense_Mutation_p.R402CNM_024054 NP_076959 Q9BPX7 CG025_HUMAN 1CTCAAGGCACGCTCAGAAGGC0.448

- 2 826C7orf25_uc010kxq.2_Missense_Mutation_p.G121D|C7orf25_uc003thx.3_Missense_Mutation_p.G179D|C7orf25_uc010kxr.2_Missense_Mutation_p.G179DNM_024054 NP_076959 Q9BPX7 CG025_HUMAN 1AGCCTTCCGGCCAATGGCTTT0.478

- 4 937POLD2_uc003tke.3_Missense_Mutation_p.T96I|POLD2_uc010kya.2_Missense_Mutation_p.T96I|POLD2_uc003tkf.3_Missense_Mutation_p.T96INM_006230 NP_006221 P49005 DPOD2_HUMAN 2CTTGAACAGAGTGCCCACCAC0.627

- 4 494TMED4_uc003tlj.2_Missense_Mutation_p.L99F|TMED4_uc003tlk.2_Missense_Mutation_p.L158F|uc003tll.2_5'FlankNM_182547 NP_872353 Q7Z7H5 TMED4_HUMANLumenal (Potential). 0CGGGCGCGGAGCTGTAGCTCC0.517

+ 18 2764ZMIZ2_uc003tlq.2_Missense_Mutation_p.E823K|ZMIZ2_uc003tls.2_Missense_Mutation_p.E855K|ZMIZ2_uc003tlt.2_Missense_Mutation_p.E504K|ZMIZ2_uc010kyj.2_Missense_Mutation_p.E403K|ZMIZ2_uc003tlu.2_Missense_Mutation_p.E162K|ZMIZ2_uc010kyk.1_5'FlankNM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5GGAGGCCCCAGAACCAGCTCT0.652

- 1 804 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0CTTGCCCCAGGCTTTGAAGGG0.557

- 11 1601MYO1G_uc003tmf.2_5'Flank|MYO1G_uc003tmg.2_Missense_Mutation_p.T248I|MYO1G_uc010kym.2_Missense_Mutation_p.T371I|MYO1G_uc003tmi.1_Missense_Mutation_p.T398I|MYO1G_uc003tmj.2_Missense_Mutation_p.T248INM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4CATGTCCAGGGTCTGCAGGAA0.657

+ 1 386ADCY1_uc003tnd.2_5'UTRNM_021116 NP_066939 Q08828 ADCY1_HUMAN 6CAGCAGGTCGGCCAGCTGGCG0.522

- 30 4834 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential). 11ACGGGAAATGCCCTTGTAACA0.393

+ 14 1832ABCA13_uc010kyr.2_Missense_Mutation_p.P106SNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10GGGAGCTGATCCCTCTCCTGA0.453

- 12 1323GRB10_uc003tph.3_Missense_Mutation_p.S373F|GRB10_uc003tpj.2_Missense_Mutation_p.S385F|GRB10_uc003tpk.2_Missense_Mutation_p.S431F|GRB10_uc010kzb.2_Missense_Mutation_p.S373F|GRB10_uc003tpl.2_Missense_Mutation_p.S425F|GRB10_uc003tpm.2_Missense_Mutation_p.S373F|GRB10_uc003tpn.2_Missense_Mutation_p.S373FNM_005311 NP_005302 Q13322 GRB10_HUMAN 6TGCCACGAGGGAGTTCTCGGA0.547



- 10 2032COBL_uc003tps.2_Missense_Mutation_p.S673F|COBL_uc011kcl.1_Missense_Mutation_p.S616F|COBL_uc003tpp.3_Missense_Mutation_p.S402F|COBL_uc003tpq.3_Missense_Mutation_p.S557F|COBL_uc003tpo.3_Missense_Mutation_p.S158FNM_015198 NP_056013 O75128 COBL_HUMAN 5AGAGATGTTAGATAAGGCCAC0.502

+ 6 929EGFR_uc003tqh.2_Missense_Mutation_p.P228L|EGFR_uc003tqi.2_Missense_Mutation_p.P228L|EGFR_uc003tqj.2_Missense_Mutation_p.P228L|EGFR_uc010kzg.1_Missense_Mutation_p.P183L|EGFR_uc011kco.1_Missense_Mutation_p.P175L|EGFR_uc003tql.1_RNANM_005228 NP_005219 P00533 EGFR_HUMANApproximate.|Extracellular (Potential).p.V30_R297>G(5) 9571GGCAAGTCCCCCAGTGACTGC0.622

- 5 1707 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4TTGCATAAGGGTTGAGGAGCA0.403

+ 4 1013 NM_001159279 NP_001152751 2ATGTGAAGAATGTGGCAAAGC0.423

+ 5 1442 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 9. 1CTTTTAAGTGGTCCTCAAGTC0.383

+ 9 719ASL_uc003tup.2_Missense_Mutation_p.A203V|ASL_uc003tur.2_Missense_Mutation_p.A177V|ASL_uc003tuq.2_Missense_Mutation_p.A203VNM_000048 NP_000039 P04424 ARLY_HUMAN 2TGCAGTGGGGCCATTGCAGGC0.512

+ 11 3143POM121_uc003twj.2_Missense_Mutation_p.G783D|POM121_uc010lam.1_Missense_Mutation_p.G783DNM_172020 NP_742017 Q96HA1 P121A_HUMANPore side (Potential). 0TCGGCCTTCGGCGCTCCCGCC0.652

+ 3 200FKBP6_uc003twz.2_Intron|NCF1B_uc011ker.1_Missense_Mutation_p.G68SNM_000265 NP_000256 0GAACCACCAGGGCACACTTAC0.632

- 7 1595 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN Lys-rich. 7ATTCCCTGTGGATTTCTGTCC0.458

- 7 503WBSCR22_uc003tyw.1_3'UTR|STX1A_uc003tyy.2_Missense_Mutation_p.T159I|STX1A_uc010lbj.1_Missense_Mutation_p.T159INM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0ACTGGTCGTGGTCCTGCCGGC0.597

+ 3 482CLIP2_uc003uan.2_Missense_Mutation_p.S52FNM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN 3TCTGGACCCTCCTCCTCCCCG0.677

+ 21 2605GTF2IRD1_uc010lbq.2_Missense_Mutation_p.P755S|GTF2IRD1_uc003uap.2_Missense_Mutation_p.P723S|GTF2IRD1_uc003uar.1_Missense_Mutation_p.P723SNM_016328 NP_057412 Q9UHL9 GT2D1_HUMAN GTF2I-like 4. 4CAAGAGTAACCCCGGCTCCGT0.622

+ 4 926TRIM74_uc010ldc.2_Nonsense_Mutation_p.W242*|TRIM74_uc010ldd.2_Nonsense_Mutation_p.W242*NM_198924 NP_944606 Q86UV6 TRI74_HUMAN 0AGTTCATCTGGGTGAGTGGAC0.627

+ 9 914POR_uc011kgc.1_Missense_Mutation_p.P86S|POR_uc011kgd.1_Missense_Mutation_p.P177S|POR_uc011kge.1_Missense_Mutation_p.P16S|POR_uc003uea.2_5'FlankNM_000941 NP_000932 P16435 NCPR_HUMAN 1CCCACCCAGCCCCTTTGATGC0.582

+ 1 307UPK3B_uc003ufo.2_Missense_Mutation_p.L28M|UPK3B_uc010ldk.1_Missense_Mutation_p.L28MNM_030570 NP_085047 Q9BT76 UPK3B_HUMAN 1CAGCCTGAGCCTGGGTGAGTG0.697

+ 3 976UPK3B_uc003ufo.2_Missense_Mutation_p.M222I|UPK3B_uc010ldk.1_Missense_Mutation_p.A196TNM_030570 NP_085047 Q9BT76 UPK3B_HUMANHelical; (Potential). 1CCTCTACCATGCGCTTGTGAG0.627

- 17 3193MAGI2_uc003ugy.2_Missense_Mutation_p.G966D|MAGI2_uc010ldx.1_Missense_Mutation_p.G573DNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 5. 11GATAGACTGGCCATTCACTGC0.502

+ 5 830GNAI1_uc011kgt.1_Missense_Mutation_p.P113SNM_002069 NP_002060 P63096 GNAI1_HUMAN 3AATAGCTCAACCAAATTACAT0.308

- 15 2121SEMA3C_uc011kgw.1_Missense_Mutation_p.A538VNM_006379 NP_006370 Q99985 SEM3C_HUMAN 1GTCAGCACAGGCTGTACCATA0.498

- 20 15077PCLO_uc003uhv.2_Missense_Mutation_p.P4930S|PCLO_uc003uht.1_Missense_Mutation_p.P372S|PCLO_uc003uhu.1_Missense_Mutation_p.P351SNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CTTTTACTTGGTTGAATGCGG0.488

- 6 11192PCLO_uc003uhv.2_Missense_Mutation_p.A3635T|PCLO_uc010lec.2_Missense_Mutation_p.A600TNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GATTCTAAGGCTTTGCCTGGT0.493

- 16 2202 NM_012431 NP_036563 O15041 SEM3E_HUMAN 3AAAGCATCCCCTACAACAGGA0.353

+ 17 2424DMTF1_uc003uii.2_Missense_Mutation_p.P434S|DMTF1_uc003uij.2_Missense_Mutation_p.P434S|DMTF1_uc011khb.1_Missense_Mutation_p.P612S|DMTF1_uc003uik.2_RNA|DMTF1_uc003uil.2_Missense_Mutation_p.P700S|DMTF1_uc003uin.2_Missense_Mutation_p.P434SNM_001142327 NP_001135799 Q9Y222 DMTF1_HUMANInteraction with CCND1, CCND2 and CCND3 (By similarity).|Required for transcriptional activation (By similarity).2ACTTATCGTTCCTTCACCACA0.328

- 3 424 NM_024315 NP_077291 Q9BU79 CG023_HUMANHelical; (Potential). 0AGTAATACTACTCAAAGAGAT0.373

- 3 342 NM_024315 NP_077291 Q9BU79 CG023_HUMAN 0TCAGCGTTACCTGTATGAAGA0.378

+ 11 1231CROT_uc003uiu.2_Missense_Mutation_p.P357LNM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3TAGCATGCTCCTTTTGATGCA0.303

- 10 1371ABCB1_uc011khc.1_Missense_Mutation_p.T254INM_000927 NP_000918 P08183 MDR1_HUMANABC transmembrane type-1 1. 7GACCAAGGTGGTCCCATACCA0.388

- 4 524ABCB1_uc011khc.1_Missense_Mutation_p.V36INM_000927 NP_000918 P08183 MDR1_HUMANCytoplasmic (Potential). 7ATTGAAAATACACTGACAGTT0.274

+ 3 748DBF4_uc003ujh.1_5'UTR|DBF4_uc003ujg.1_5'UTR|DBF4_uc011khf.1_5'UTRNM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN BRCT 1. 2TCTCAGCAAAGATATCAGTTA0.264

+ 4 417ADAM22_uc003uji.1_Missense_Mutation_p.S112F|ADAM22_uc003ujj.1_Missense_Mutation_p.S113F|ADAM22_uc003ujk.1_Missense_Mutation_p.S113F|ADAM22_uc003ujl.1_Missense_Mutation_p.S113F|ADAM22_uc003ujm.2_Missense_Mutation_p.S113F|ADAM22_uc003ujo.2_Missense_Mutation_p.S113F|ADAM22_uc003ujp.1_Missense_Mutation_p.S165FNM_021723 NP_068369 Q9P0K1 ADA22_HUMAN 8TTGCTGTCCTCTGAATACATA0.348

+ 22 1935ADAM22_uc003ujk.1_Missense_Mutation_p.G619D|ADAM22_uc003ujl.1_Missense_Mutation_p.G619D|ADAM22_uc003ujm.2_Missense_Mutation_p.G619D|ADAM22_uc003ujo.2_Missense_Mutation_p.G619D|ADAM22_uc003ujp.1_Missense_Mutation_p.G671DNM_021723 NP_068369 Q9P0K1 ADA22_HUMANCys-rich.|Extracellular (Potential). 8GAACTCGATGGTGAAATCACA0.373

- 6 554SRI_uc011khg.1_Missense_Mutation_p.A128T|SRI_uc003ujr.1_Missense_Mutation_p.A153T|SRI_uc011khh.1_Missense_Mutation_p.A153T|SRI_uc010lej.1_Missense_Mutation_p.A168TNM_003130 NP_003121 P30626 SORCN_HUMAN EF-hand 4. 1CCTGTAAGAGCCCTCAGTTTG0.443

+ 9 1114C7orf63_uc003ukf.2_RNA|C7orf63_uc003ukg.2_Intron|C7orf63_uc011khj.1_Missense_Mutation_p.A270VNM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1CTTTCTAGGGCTTTGAAGGAA0.194

+ 10 1126GTPBP10_uc003ukn.1_Missense_Mutation_p.L275F|GTPBP10_uc003uko.1_Missense_Mutation_p.L164F|CLDN12_uc003ukp.2_5'UTR|CLDN12_uc003ukq.2_5'UTRNM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0AAATGATGCACTTCATAAGAA0.368

+ 5 1091CLDN12_uc003ukq.2_Missense_Mutation_p.I152N|CLDN12_uc010leq.2_Missense_Mutation_p.I152N|CLDN12_uc003ukr.2_Missense_Mutation_p.I152N|CLDN12_uc003uks.2_Missense_Mutation_p.I152NNM_012129 NP_036261 P56749 CLD12_HUMANHelical; (Potential). 0TCCCCATCTATCTGGGTCATC0.478

+ 17 4840AKAP9_uc003ule.2_Missense_Mutation_p.P1551S|AKAP9_uc003ulf.2_Missense_Mutation_p.P1539S|AKAP9_uc003uli.2_Missense_Mutation_p.P1164SNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26CCATGATATACCAGAATCAAA0.318

+ 21 5453AKAP9_uc003ulf.2_Missense_Mutation_p.A1743V|AKAP9_uc003uli.2_Missense_Mutation_p.A1368VNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26AAGACAACAGCAGCTGTTGAA0.388

+ 23 5900AKAP9_uc003ulf.2_Missense_Mutation_p.S1892F|AKAP9_uc003uli.2_Missense_Mutation_p.S1515FNM_005751 NP_005742 Q99996 AKAP9_HUMANPotential.|Glu-rich. 26GCAACAGAGTCCCTTAAGTGC0.468

+ 48 11681AKAP9_uc003ulf.2_Missense_Mutation_p.G3811E|AKAP9_uc003uli.2_Missense_Mutation_p.G3442E|AKAP9_uc003ulj.2_Missense_Mutation_p.G1589E|AKAP9_uc003ull.2_Missense_Mutation_p.G715ENM_005751 NP_005742 Q99996 AKAP9_HUMAN 26TCTTCTGGTGGGCTGGAGTTA0.348

- 5 572PEX1_uc011khr.1_5'UTR|PEX1_uc010ley.2_Missense_Mutation_p.A159V|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN 2TGGTATTAGTGCAACTGTGTA0.388

- 3 4535SAMD9_uc003umg.2_Nonsense_Mutation_p.Q1427*NM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7TCTGAAAACTGATAAGTCAGT0.383

- 3 2663SAMD9_uc003umg.2_Missense_Mutation_p.E803KNM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7TTATCTTGTTCTTCAAAATCA0.353

- 5 4374SAMD9L_uc003umj.1_Missense_Mutation_p.T1053I|SAMD9L_uc003umi.1_Missense_Mutation_p.T1053I|SAMD9L_uc010lfb.1_Missense_Mutation_p.T1053I|SAMD9L_uc003umk.1_Missense_Mutation_p.T1053I|SAMD9L_uc010lfc.1_Missense_Mutation_p.T1053I|SAMD9L_uc010lfd.1_Missense_Mutation_p.T1053I|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4GGAAAACAGAGTGTCTGTTTC0.373

+ 18 1722CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.D502N|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Missense_Mutation_p.D252NNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0CAACCACAAAGATGAAGAAAC0.368

+ 20 1942CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Missense_Mutation_p.P575L|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Missense_Mutation_p.P325LNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0GTGAATGCACCTATCTTAACA0.313

- 9 904CALCR_uc011kia.1_5'UTR|CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.V181I|CALCR_uc003umw.2_Missense_Mutation_p.V181INM_001742 NP_001733 P30988 CALCR_HUMANHelical; Name=2; (Potential). 9TGCAGGGTTACCCTTTGGCAG0.393

- 2 245 BET1_uc003une.3_RNANM_005868 NP_005859 O15155 BET1_HUMANCytoplasmic (Potential).|t-SNARE coiled-coil homology.0TTCTTCTTCACAGGCACTATA0.378



+ 14 1157COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9GGTGCCCCTGGCCCAGCTGTA0.398

- 4 341PON1_uc011kih.1_Missense_Mutation_p.P82SNM_000446 NP_000437 P27169 PON1_HUMAN 1ATTTTTCCAGGACTGTTGGGG0.378

+ 1 187ASB4_uc003unx.2_Splice_Site_p.G63_spliceNM_016116 NP_057200 Q9Y574 ASB4_HUMAN 1TATAAACAAGGTAAAAACATA0.308

+ 11 3037 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16GTGAGTGTAGGGAGTAGTCTC0.532

+ 11 3087 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16ACCATTTTCGGAAGACCATCA0.473

- 23 3276 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1GTGGTACCAGCAGTCACCTGC0.637

- 11 1640TECPR1_uc003uph.1_Missense_Mutation_p.A409TNM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1GGGGTGGGGGCCGGGCCGGGG0.692

+ 20 2619TRRAP_uc011kis.1_Missense_Mutation_p.D804N|TRRAP_uc003upr.2_Missense_Mutation_p.D496NNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37GCACATGAAGGACCTCTTTGT0.587

+ 24 3499TRRAP_uc011kis.1_Missense_Mutation_p.A1097V|TRRAP_uc003upr.2_Missense_Mutation_p.A789VNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37GATGCAATTGCTATTTGTATG0.478

+ 49 7411TRRAP_uc011kis.1_Missense_Mutation_p.T2383I|TRRAP_uc003upr.2_Missense_Mutation_p.T2100INM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37AAGATGATGACTTACATAGAA0.363

+ 69 10972TRRAP_uc011kis.1_Missense_Mutation_p.P3559L|TRRAP_uc003upr.2_Missense_Mutation_p.P3294LNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37GAGGACAACCCCTCTTCACTT0.617

- 12 1645SMURF1_uc003upv.1_Missense_Mutation_p.G416D|SMURF1_uc003upt.2_Missense_Mutation_p.G416DNM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN HECT. 4CCTGGCCACACCACCGTAATC0.483

- 11 1455SMURF1_uc003upv.1_Missense_Mutation_p.V353I|SMURF1_uc003upt.2_Missense_Mutation_p.V353INM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4AGCTTCTGGACTAGATCTCTT0.562

- 5 712SMURF1_uc003upv.1_Missense_Mutation_p.G131D|SMURF1_uc003upt.2_Missense_Mutation_p.G131DNM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4CACTATCTGGCCACGAACTGC0.433

+ 5 565ARPC1A_uc010lfu.1_RNA|ARPC1A_uc003upy.1_Missense_Mutation_p.P126S|ARPC1A_uc011kit.1_RNANM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 3. 1CATTAAAAAGCCGATTCGCTC0.478

+ 7 932ARPC1A_uc010lfu.1_Intron|ARPC1A_uc003upy.1_Missense_Mutation_p.A248V|ARPC1A_uc011kit.1_RNANM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 5. 1AGCGTCGTGGCTGCTGTGAGT0.493

- 3 679PTCD1_uc011kiw.1_Missense_Mutation_p.C232YNM_015545 NP_056360 O75127 PTCD1_HUMAN PPR 2. 1AACCCGCCCGCAGCCCCCAAT0.423

+ 3 289ZNF789_uc003uqp.2_Missense_Mutation_p.E24K|ZNF789_uc010lfw.1_5'UTRNM_213603 NP_998768 Q5FWF6 ZN789_HUMAN KRAB. 0CACCAGAGAGGAGTGGGGCCA0.453

- 12 1366ZNF498_uc003urn.2_Intron|CYP3A5_uc003urp.2_Missense_Mutation_p.D247N|CYP3A5_uc003urr.2_Missense_Mutation_p.D314N|CYP3A5_uc011kiy.1_Missense_Mutation_p.D417N|CYP3A5_uc003urs.2_Missense_Mutation_p.D75N|CYP3A5_uc010lgg.2_Missense_Mutation_p.D33NNM_000777 NP_000768 P20815 CP3A5_HUMAN 0ATGTAAGGATCTATGCTGTCC0.383

- 8 863ZNF498_uc003urn.2_Intron|CYP3A5_uc003urp.2_Missense_Mutation_p.S79N|CYP3A5_uc003urr.2_Missense_Mutation_p.S146N|CYP3A5_uc011kiy.1_Missense_Mutation_p.S249N|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_IntronNM_000777 NP_000768 P20815 CP3A5_HUMAN 0GTTGAGGCGACTTTTCTTCAT0.308

- 6 595ZNF498_uc003urn.2_Intron|CYP3A5_uc003urs.2_Intron|CYP3A5_uc010lgg.2_IntronNM_000765 NP_000756 P24462 CP3A7_HUMAN 1CCTGTCTCTGCTTCCCGCCTC0.512

+ 5 510CYP3A43_uc003ury.1_Missense_Mutation_p.A136V|CYP3A43_uc003urz.1_Missense_Mutation_p.A136V|CYP3A43_uc003usa.1_RNA|CYP3A43_uc010lgi.1_Intron|CYP3A43_uc003usb.1_5'UTRNM_057095 NP_476436 Q9HB55 CP343_HUMAN 2CTATCTCCAGCTTTCACCAGT0.348

+ 7 633CYP3A43_uc003ury.1_Missense_Mutation_p.G177E|CYP3A43_uc003urz.1_Missense_Mutation_p.G177E|CYP3A43_uc003usa.1_RNA|CYP3A43_uc010lgi.1_Intron|CYP3A43_uc003usb.1_Nonsense_Mutation_p.W39*NM_057095 NP_476436 Q9HB55 CP343_HUMAN 2AGTTTCTTTGGGGCCTACACC0.403

- 1 125 NM_181538 NP_853516 Q8NFK1 CXG3_HUMANHelical; (Potential). 1ACCATAGACTCCAGGCCCACT0.667

- 1 88 NM_181538 NP_853516 Q8NFK1 CXG3_HUMANHelical; (Potential). 1AGGCGGAATCCCAGGAGCACG0.657

- 2 381 NM_001185 NP_001176 P25311 ZA2G_HUMAN 2TATTCACTGACCGTTACTGTC0.522

+ 6 1187ZKSCAN1_uc003usl.1_Missense_Mutation_p.T287I|ZKSCAN1_uc003usm.1_Missense_Mutation_p.T110INM_003439 NP_003430 P17029 ZKSC1_HUMAN 3GAGGAGAAAACCAGGAAAGAG0.488

- 6 1114MCM7_uc003usv.1_Missense_Mutation_p.P26S|MCM7_uc003usx.1_Missense_Mutation_p.P26S|AP4M1_uc011kjg.1_5'Flank|AP4M1_uc010lgl.1_5'Flank|AP4M1_uc003utb.3_5'Flank|AP4M1_uc003utc.3_5'Flank|AP4M1_uc010lgm.2_5'Flank|AP4M1_uc003utd.2_5'FlankNM_005916 NP_005907 P33993 MCM7_HUMAN 0ATGATCAGAGGCATGAAAGTG0.507

+ 2 284MCM7_uc003usv.1_5'Flank|MCM7_uc003usw.1_5'Flank|MCM7_uc003usx.1_5'Flank|AP4M1_uc011kjg.1_Missense_Mutation_p.G26S|AP4M1_uc010lgl.1_Missense_Mutation_p.G26S|AP4M1_uc003utc.3_Missense_Mutation_p.G26S|AP4M1_uc010lgm.2_5'UTR|AP4M1_uc003utd.2_Missense_Mutation_p.G26S|AP4M1_uc011kjh.1_5'UTR|AP4M1_uc003ute.3_5'UTR|AP4M1_uc003utf.3_5'FlankNM_004722 NP_004713 O00189 AP4M1_HUMAN 0GGACAGTGGCGGCCGGGATGT0.701

+ 5 560MCM7_uc003usv.1_5'Flank|MCM7_uc003usw.1_5'Flank|MCM7_uc003usx.1_5'Flank|AP4M1_uc011kjg.1_Intron|AP4M1_uc010lgl.1_Missense_Mutation_p.D118N|AP4M1_uc003utc.3_Missense_Mutation_p.D125N|AP4M1_uc010lgm.2_5'UTR|AP4M1_uc003utd.2_Missense_Mutation_p.D118N|AP4M1_uc011kjh.1_Missense_Mutation_p.D70N|AP4M1_uc003ute.3_5'UTR|AP4M1_uc003utf.3_5'UTRNM_004722 NP_004713 O00189 AP4M1_HUMAN 0TTACCACTAGGACTATGGCTA0.433

- 3 754GPC2_uc010lgr.2_RNA|GPC2_uc003utw.1_Missense_Mutation_p.A196T|STAG3_uc010lgs.1_5'Flank|STAG3_uc003utx.1_5'Flank|STAG3_uc011kjk.1_5'FlankNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2GTAGATGAGGCCAAGCGTGAG0.627

+ 19 2086STAG3_uc010lgs.1_Missense_Mutation_p.A432V|STAG3_uc011kjk.1_Missense_Mutation_p.A586V|GATS_uc003uty.3_RNA|GATS_uc003utz.3_RNA|GATS_uc003uua.3_3'UTR|GATS_uc010lgt.2_RNA|STAG3_uc003uub.1_5'UTRNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GTGCTTGAGGCTGGGGCGCAT0.577

+ 30 3400STAG3_uc011kjk.1_Missense_Mutation_p.A1024V|GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|STAG3_uc003uub.1_Missense_Mutation_p.A306VNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GCAGGGCCTGCCAAGCCTAAC0.577

+ 1 897ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_5'UTRNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1TGGTCGGAAGCGGCATAGACA0.592

- 2 1512TSC22D4_uc003uvb.2_Missense_Mutation_p.G14R|TSC22D4_uc011kjv.1_Missense_Mutation_p.G14R|TSC22D4_uc010lgx.2_Missense_Mutation_p.G253R|TSC22D4_uc003uvc.3_Missense_Mutation_p.G253RNM_030935 NP_112197 Q9Y3Q8 T22D4_HUMAN 2CTTACCTGCCCCATCTCTTCT0.507

+ 6 939AGFG2_uc003uvg.1_3'UTR|AGFG2_uc010lgy.2_Missense_Mutation_p.A130TNM_006076 NP_006067 O95081 AGFG2_HUMAN 1TTTAGCAGTGGCCCCAGCTCT0.493

- 2 316LRCH4_uc010lgz.2_RNA|LRCH4_uc003uvi.2_RNA|LRCH4_uc011kjx.1_RNANM_002319 NP_002310 O75427 LRCH4_HUMAN LRR 2. 2CACCAGCTGGCACGCCGCCTC0.637

- 5 703TFR2_uc010lhc.1_5'Flank|TFR2_uc003uvu.1_Missense_Mutation_p.G50ENM_003227 NP_003218 Q9UP52 TFR2_HUMANExtracellular (Potential). 2CAGCTGCTCTCCGACCTTCCC0.582

- 7 1565 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2TCCTTCCTTGGGCCAGCCCCT0.552

+ 14 3143ZAN_uc003uwk.2_Missense_Mutation_p.P993L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCCACCATTCCCACAGAGAAG0.567

+ 9 1331SLC12A9_uc003uwq.2_Missense_Mutation_p.A308T|SLC12A9_uc011kki.1_5'UTR|SLC12A9_uc003uwr.2_Missense_Mutation_p.A133T|SLC12A9_uc003uws.2_5'UTR|SLC12A9_uc003uwt.2_Missense_Mutation_p.A133T|SLC12A9_uc003uwv.2_5'UTRNM_020246 NP_064631 Q9BXP2 S12A9_HUMANHelical; (Potential). 0CCCCTGGGCAGCTGTACTTTA0.592

+ 3 4558MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|23.27GCTGAAGGTACCAGCATAGCA0.468

+ 3 6355MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|33.|59 X approximate tandem repeats.|Ser-rich.27AGTGAAGGAAGTCCTCTACTA0.507

+ 3 8110MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|43.|59 X approximate tandem repeats.|Ser-rich.27CCAACCTCAACTCCTGGTGAA0.483

+ 3 8427MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|45.27CAGTTCCTCTCCTACAACTGC0.512

+ 3 8779MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|47.|59 X approximate tandem repeats.|Ser-rich.27GGCAGTTCTTCTCCTACAACT0.507

+ 9 13102MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27TTCAGTGTCTCCAAGAACTGT0.572



+ 3 1961TRIM56_uc003uxr.2_IntronNM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN 3AACCCCAACGGCGAAGTGCAG0.721

- 11 1633PLOD3_uc010lhs.2_5'UTRNM_001084 NP_001075 O60568 PLOD3_HUMAN 2ACAGCGTCGGCGTCCAGGCTG0.657

+ 4 785 ZNHIT1_uc003uyf.2_RNANM_006349 NP_006340 O43257 ZNHI1_HUMAN 1GTGGCCGAGGGCCCTAACTAC0.672

+ 17 2100CUX1_uc003uys.3_Splice_Site_p.A699_splice|CUX1_uc003uyt.2_Intron|CUX1_uc011kkn.1_Intron|CUX1_uc003uyw.2_Intron|CUX1_uc003uyv.2_Intron|CUX1_uc003uyu.2_IntronNM_181552 NP_853530 P39880 CUX1_HUMAN 8CAGAAAACTGGTACAGCTTCC0.433

+ 3 460ALKBH4_uc003uzl.2_5'Flank|ALKBH4_uc003uzm.2_5'Flank|LRWD1_uc003uzo.2_5'UTRNM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN LRR 4. 1CCAGGTCAATGACAACCTGAA0.567

- 11 1386FBXL13_uc010liq.1_Missense_Mutation_p.G135E|FBXL13_uc010lir.1_Missense_Mutation_p.G320E|FBXL13_uc003var.2_RNA|FBXL13_uc003vas.2_Missense_Mutation_p.G320E|LRRC17_uc003vat.2_5'UTR|LRRC17_uc003vau.2_5'UTRNM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 4. 0GCATCCATTCCCCAAGTTCAG0.473

- 20 3245DPY19L2P2_uc003vbg.3_RNA|DPY19L2P2_uc010lit.2_RNANR_003561 0GTGTAGACAGCTTGACACTTG0.388

+ 3 327PMPCB_uc010liu.1_Missense_Mutation_p.G98E|PMPCB_uc003vbk.1_Missense_Mutation_p.G98E|PMPCB_uc003vbm.2_Missense_Mutation_p.E6K|PMPCB_uc010liv.2_Missense_Mutation_p.E6K|PMPCB_uc010liw.2_Missense_Mutation_p.E6K|PMPCB_uc011kll.1_5'UTR|PMPCB_uc011klm.1_5'FlankNM_004279 NP_004270 O75439 MPPB_HUMAN 4AAGAACAATGGAACAGCACAC0.328

- 18 2047SLC26A5_uc003vbt.1_Missense_Mutation_p.A604V|SLC26A5_uc003vbu.1_Intron|SLC26A5_uc003vbv.1_Intron|SLC26A5_uc003vbw.2_RNA|SLC26A5_uc003vbx.2_Missense_Mutation_p.A572V|SLC26A5_uc003vby.2_RNA|SLC26A5_uc010liy.2_RNANM_198999 NP_945350 P58743 S26A5_HUMANCytoplasmic (Potential).|STAS. 1AGGCTTGGTAGCATCCTCTCC0.393

- 5 707RELN_uc010liz.2_Missense_Mutation_p.P183SNM_005045 NP_005036 P78509 RELN_HUMAN Reelin. 19ACATCTGTTGGAGCTGAATCA0.368

- 10 1069ORC5L_uc011klp.1_Missense_Mutation_p.P188SNM_002553 NP_002544 O43913 ORC5_HUMAN 0GTTCTTGCTGGATTGTATGAA0.323

+ 1 504LHFPL3_uc003vcf.2_Missense_Mutation_p.T127INM_199000 NP_945351 Q86UP9 LHPL3_HUMANHelical; (Potential). 0ATTTGCTTTACCCTCTTCTTC0.577

+ 16 2408MLL5_uc010ljc.2_Missense_Mutation_p.A625V|MLL5_uc010lje.1_RNANM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3GTCAGTGATGCTGAAGTTATT0.294

+ 27 5458MLL5_uc010ljc.2_Nonsense_Mutation_p.Q1642*|MLL5_uc010ljf.1_Intron|MLL5_uc010ljg.2_Nonsense_Mutation_p.Q376*NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3GCACCTTGTACAACAGCCGAA0.542

- 5 805PUS7_uc010lji.2_Missense_Mutation_p.V196I|PUS7_uc003vcy.2_Missense_Mutation_p.V196I|PUS7_uc003vcz.1_Missense_Mutation_p.V196INM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1TCCTCGATAACCTATTAAAAA0.358

- 4 742PUS7_uc010lji.2_Missense_Mutation_p.E175K|PUS7_uc003vcy.2_Missense_Mutation_p.E175K|PUS7_uc003vcz.1_Missense_Mutation_p.E175KNM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1CGCTGCTTTTCTTCAGCTGTC0.333

- 2 173SYPL1_uc003vdo.2_Missense_Mutation_p.E13KNM_006754 NP_006745 Q16563 SYPL1_HUMANCytoplasmic (Potential).|MARVEL. 0CCGAGTGGCTCCTTGAGCGGG0.498

+ 2 795PIK3CG_uc003vdu.2_Missense_Mutation_p.P237L|PIK3CG_uc003vdw.2_Missense_Mutation_p.P237LNM_002649 NP_002640 P48736 PK3CG_HUMAN 38AAGGTCTCACCCGACGACACC0.532

+ 2 1400PIK3CG_uc003vdu.2_Missense_Mutation_p.P439S|PIK3CG_uc003vdw.2_Missense_Mutation_p.P439SNM_002649 NP_002640 P48736 PK3CG_HUMAN 38CGGTAAAGCTCCAGCACTGTC0.512

- 4 943COG5_uc003vec.2_Missense_Mutation_p.A140T|COG5_uc003vee.2_Missense_Mutation_p.A140TNM_181733 NP_859422 Q9UP83 COG5_HUMAN 4CCCTGTAAAGCCCCAATTCTC0.328

+ 6 784DUS4L_uc003veg.2_Missense_Mutation_p.P30S|DUS4L_uc011klw.1_RNA|DUS4L_uc011klx.1_Missense_Mutation_p.P30S|DUS4L_uc010ljl.2_Missense_Mutation_p.P61SNM_181581 NP_853559 O95620 DUS4L_HUMAN 0AGTGGAAACCCCTGGATTTTC0.348

+ 5 757 NM_000441 NP_000432 O43511 S26A4_HUMANExtracellular (Potential). 7ATGATAGACACTGCAGCTAGA0.428

+ 6 838 NM_000441 NP_000432 O43511 S26A4_HUMANHelical; (Potential). 7ATATTTGGTGGCTTGCAGATT0.403

+ 6 952CBLL1_uc011kme.1_Missense_Mutation_p.P87S|CBLL1_uc011kmf.1_Missense_Mutation_p.P207SNM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5TGTTCATCCTCCTATTGCCCC0.458

+ 6 1423CBLL1_uc011kme.1_Missense_Mutation_p.P244S|CBLL1_uc011kmf.1_Missense_Mutation_p.P364SNM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5TGCAGGTACTCCTCACTTGGT0.527

- 10 1407SLC26A3_uc003ves.2_Missense_Mutation_p.R364KNM_000111 NP_000102 P40879 S26A3_HUMAN 4AACTGCTGATCTGGAGAGGGC0.478

- 4 549SLC26A3_uc003ves.2_Missense_Mutation_p.A78VNM_000111 NP_000102 P40879 S26A3_HUMANHelical; (Potential). 4GTAGATTATGGCTGGGAAAAA0.433

- 12 1765LAMB1_uc003vev.2_Missense_Mutation_p.G501D|LAMB1_uc003vex.2_Missense_Mutation_p.G477D|LAMB1_uc010ljn.1_Missense_Mutation_p.G563DNM_002291 NP_002282 P07942 LAMB1_HUMANLaminin EGF-like 4. 8GTAGCAGTGACCTGTCTCGGA0.483

- 25 3785LAMB4_uc003vey.2_Missense_Mutation_p.P1234L|LAMB4_uc010ljp.1_Missense_Mutation_p.P203LNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain II. 8TGGGAAAACAGGATGTTTCAA0.408

- 3 905THAP5_uc003vfl.2_Missense_Mutation_p.P209SNM_001130475 NP_001123947 Q7Z6K1 THAP5_HUMAN 0AATAAGAATGGATTTTCCTGT0.323

+ 3 642 NM_012328 NP_036460 Q9UBS3 DNJB9_HUMAN 0CGCCAGGATGGTGGTTCCAGT0.348

+ 4 2517IMMP2L_uc003vfq.1_Intron|IMMP2L_uc010ljr.1_Intron|IMMP2L_uc003vfr.2_Intron|LRRN3_uc003vfu.3_Missense_Mutation_p.G491R|LRRN3_uc003vfs.3_Missense_Mutation_p.G491RNM_001099660 NP_001093130 Q9H3W5 LRRN3_HUMANExtracellular (Potential).|Ig-like C2-type. 8TCCCAAAGAAGGGGGTTTATA0.408

- 48 5443DOCK4_uc011kml.1_Missense_Mutation_p.A606V|DOCK4_uc011kmm.1_Missense_Mutation_p.A632V|DOCK4_uc003vfw.2_Missense_Mutation_p.A1175V|DOCK4_uc003vfy.2_Missense_Mutation_p.A1770V|DOCK4_uc003vfv.2_Missense_Mutation_p.A38VNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Ser-rich. 4TGGATAGATGGCACTGCATGG0.468

- 46 5279DOCK4_uc011kml.1_Missense_Mutation_p.M551I|DOCK4_uc011kmm.1_Missense_Mutation_p.M577I|DOCK4_uc003vfw.2_Missense_Mutation_p.M1120I|DOCK4_uc003vfy.2_Missense_Mutation_p.M1715I|DOCK4_uc003vfv.2_5'FlankNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Ser-rich. 4TAAGTACCTGCATGTTAAAGA0.403

- 25 2886DOCK4_uc003vfw.2_Missense_Mutation_p.E314K|DOCK4_uc003vfy.2_Missense_Mutation_p.E873KNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN 4TCTATTTCCTCCAGCACAGAT0.403

- 8 970DOCK4_uc003vfy.2_Splice_Site_p.S234_splice|DOCK4_uc003vga.1_Splice_Site|DOCK4_uc010ljt.1_Splice_Site_p.S234_splice|DOCK4_uc003vgb.1_Silent_p.R158RNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN 4CGTGCAGGTACCTGATTGGCC0.423

+ 8 1187IFRD1_uc011kmn.1_Nonsense_Mutation_p.W198*|IFRD1_uc003vgj.2_Nonsense_Mutation_p.W248*|IFRD1_uc011kmo.1_RNA|IFRD1_uc011kmp.1_Nonsense_Mutation_p.W198*NM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2TTCTTGCATGGACACTACTGC0.348

- 5 572TFEC_uc003vhk.1_Missense_Mutation_p.D101N|TFEC_uc003vhl.3_Missense_Mutation_p.D101N|TFEC_uc011kmw.1_Missense_Mutation_p.D220NNM_012252 NP_036384 O14948 TFEC_HUMAN Basic motif. 1GCTCTAGTGTCAGTTTCTGAT0.318

- 3 707WNT2_uc003vja.2_Missense_Mutation_p.S40FNM_003391 NP_003382 P09544 WNT2_HUMAN 7TGGATCACAGGAACAGGATTT0.483 rs148782147

+ 21 3521CFTR_uc011knq.1_Missense_Mutation_p.G536DNM_000492 NP_000483 P13569 CFTR_HUMANHelical; Name=12; (Potential).|ABC transmembrane type-1 2.5GGAAGAGTTGGTATTATCCTG0.383

- 4 914 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. 5TTGGTTTGCTGTCACTTCCCC0.478

+ 5 783 NM_019644 NP_062618 Q92527 ANKR7_HUMAN ANK 5. 0TGGTGAACCACCATGTTTAGT0.368

+ 1 1174 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCytoplasmic (Potential). 5CTGGGCAGTTCTGAGAGGGAC0.527

+ 1 1321 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCytoplasmic (Potential). 5GATGAAGAACTGGCCTTCTTT0.572

+ 8 820ING3_uc003vjo.2_Missense_Mutation_p.A3V|ING3_uc003vjp.2_Missense_Mutation_p.A229V|ING3_uc011kns.1_Missense_Mutation_p.A214VNM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1ACCATGGCAGCTGCTCAAGCA0.423

+ 23 3497 NM_024913 NP_079189 A4D0V7 CG058_HUMAN 9ATCCTTCTCAGCAGGATGTGT0.458

+ 12 5109PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9CAGTTTTGCAGACACTAATGA0.453



+ 12 5142PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9TGGGATCCTGGCAGCAGGTGA0.458

+ 24 6517PTPRZ1_uc003vjz.2_Missense_Mutation_p.S1174F|PTPRZ1_uc011knt.1_Missense_Mutation_p.S631FNM_002851 NP_002842 P23471 PTPRZ_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.9AGTGACTATTCTGCAGCCCTA0.338

- 18 2224AASS_uc011knu.1_RNA|AASS_uc011knv.1_RNA|AASS_uc003vkb.2_Missense_Mutation_p.E710K|AASS_uc011knw.1_Missense_Mutation_p.E198KNM_005763 NP_005754 Q9UDR5 AASS_HUMANSaccharopine dehydrogenase. 2CCATAAATCTCAGCATATTTC0.428

- 4 1281FEZF1_uc003vkc.2_Missense_Mutation_p.P353S|uc010lko.1_5'FlankNM_001024613 NP_001019784 A0PJY2 FEZF1_HUMAN C2H2-type 6. 3CCGCACGTGGGGCAGGTGAAA0.567

- 1 566 NM_016945 NP_058641 Q9NYV7 T2R16_HUMANExtracellular (Potential). 2AAGTTTGTCAGTTACAGTGCT0.398

- 12 2666IQUB_uc011kny.1_Missense_Mutation_p.V30I|IQUB_uc003vko.2_Missense_Mutation_p.V697I|IQUB_uc010lkt.2_RNANM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4CTGACCATGACCAGATCACTG0.473

- 6 1533IQUB_uc003vko.2_Missense_Mutation_p.T319I|IQUB_uc010lkt.2_RNA|IQUB_uc003vkp.1_Missense_Mutation_p.T319I|IQUB_uc003vkq.2_3'UTRNM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4CAGTTTATCAGTCATATTTGA0.328

+ 2 1302 NM_207163 NP_997046 Q6P5Q4 LMOD2_HUMAN 0GTCTGGCAAAGAGGAACACCT0.488

+ 4 769SPAM1_uc003vle.2_Missense_Mutation_p.H123Y|SPAM1_uc011koa.1_5'Flank|SPAM1_uc003vlf.3_Missense_Mutation_p.H123Y|SPAM1_uc010lku.2_Missense_Mutation_p.H123YNM_153189 NP_694859 P38567 HYALP_HUMAN 4CTTACAAGACCATCTGGACAA0.393

+ 5 1421SPAM1_uc003vle.2_Missense_Mutation_p.G340E|SPAM1_uc011koa.1_5'UTR|SPAM1_uc003vlf.3_Missense_Mutation_p.G340E|SPAM1_uc010lku.2_Missense_Mutation_p.G340ENM_153189 NP_694859 P38567 HYALP_HUMAN 4GTAATATGGGGAACCCTCAGT0.318

- 8 935POT1_uc011koe.1_RNA|POT1_uc003vlk.2_RNA|POT1_uc003vll.2_RNA|POT1_uc003vlo.2_5'UTR|POT1_uc003vln.2_RNANM_015450 NP_056265 Q9NUX5 POTE1_HUMAN 1ATGATAGGGGCTCCCAAAGTT0.428

- 1 699GRM8_uc003vls.2_RNA|GRM8_uc011kof.1_RNA|GRM8_uc003vlt.2_Missense_Mutation_p.D130N|GRM8_uc010lkz.1_RNANM_000845 NP_000836 O00222 GRM8_HUMANExtracellular (Potential). 23CACTTCACATCCGAAGCATCT0.512

- 5 2205ZNF800_uc003vlw.1_Missense_Mutation_p.P551S|ZNF800_uc003vly.1_Missense_Mutation_p.P648S|ZNF800_uc010lla.2_Missense_Mutation_p.P648SNM_176814 NP_789784 Q2TB10 ZN800_HUMAN 1TTTCCTTCAGGTGAATTGGAA0.393

- 4 690PAX4_uc003vmf.2_Missense_Mutation_p.G160S|PAX4_uc003vmg.1_Missense_Mutation_p.G162S|PAX4_uc003vmh.2_Missense_Mutation_p.G160SNM_006193 NP_006184 O43316 PAX4_HUMAN Homeobox. 1TTCCGGTGGCCGGTCCCTGGG0.582

+ 15 1820SND1_uc010lle.2_Missense_Mutation_p.E185KNM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 4. 3AGCTGTGGTGGAATACGTCTT0.438

- 17 1959RBM28_uc003vmo.2_Missense_Mutation_p.P157L|RBM28_uc011koj.1_Missense_Mutation_p.P474LNM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2GTCTTTTGCAGGCTCTGGTTG0.512

- 5 455IMPDH1_uc011kom.1_Missense_Mutation_p.D112N|IMPDH1_uc003vmt.2_Missense_Mutation_p.D92N|IMPDH1_uc003vmu.2_Missense_Mutation_p.D202N|IMPDH1_uc003vmw.2_Missense_Mutation_p.D192N|IMPDH1_uc011kon.1_Missense_Mutation_p.D169N|IMPDH1_uc003vmv.2_Missense_Mutation_p.D166N|IMPDH1_uc003vmx.2_Missense_Mutation_p.D125N|IMPDH1_uc003vmy.2_Missense_Mutation_p.D133NNM_001142573 NP_001136045 P20839 IMDH1_HUMAN CBS 1. 4ACCACAGGGTCCGTGATGAAG0.602

+ 4 589CALU_uc003vnq.2_Missense_Mutation_p.G146E|CALU_uc003vnr.2_Missense_Mutation_p.G146ENM_001130674 NP_001124146 O43852 CALU_HUMAN 0CCTGATGATGGATTTAACTAT0.388

- 2 516 NM_001708 NP_001699 P03999 OPSB_HUMANHelical; Name=4; (Potential). 0CTCACCGGCTCCAGCCAAAGA0.542

+ 10 1803FLNC_uc003voa.3_Missense_Mutation_p.V532MNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 3. 12TGGGGATGGTGTGTTCGAGTG0.617

+ 13 2272FLNC_uc003voa.3_Missense_Mutation_p.A688VNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 5. 12GACAAGCCCGCTGAGTTCACC0.602

+ 18 2901FLNC_uc003voa.3_Missense_Mutation_p.G898SNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 7. 12CAAGGGAGCCGGCAAGGCCAA0.592

+ 44 7566FLNC_uc003voa.3_Missense_Mutation_p.E2420KNM_001458 NP_001449 Q14315 FLNC_HUMANFilamin 22.|Interaction with INPPL1. 12GGCTGTGGAGGAGTGCTACGT0.667

+ 3 461IRF5_uc010llr.1_Missense_Mutation_p.P114S|IRF5_uc011kot.1_Missense_Mutation_p.P114S|IRF5_uc011kou.1_Missense_Mutation_p.P114S|IRF5_uc010lls.1_Missense_Mutation_p.P114S|IRF5_uc003voh.2_Missense_Mutation_p.P114S|IRF5_uc010llt.2_Missense_Mutation_p.P114S|IRF5_uc003voi.2_Missense_Mutation_p.P114S|IRF5_uc010llu.1_Missense_Mutation_p.P114S|IRF5_uc003vok.2_Missense_Mutation_p.P114S|IRF5_uc003voj.3_Missense_Mutation_p.P114S|IRF5_uc010llv.1_Missense_Mutation_p.P114S|IRF5_uc010llw.1_Missense_Mutation_p.P114SNM_002200 NP_002191 Q13568 IRF5_HUMANIRF tryptophan pentad repeat. 0GCCACCTCAGCCCTACAAGAT0.637

- 1 378TNPO3_uc003vom.1_5'UTR|TNPO3_uc010lly.1_Missense_Mutation_p.E2K|TNPO3_uc010llz.1_Missense_Mutation_p.E2K|TPI1P2_uc003von.1_5'FlankNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5TTTGCTCCTTCCATGGTGGTG0.617

+ 11 2148SMO_uc003vos.2_Missense_Mutation_p.T298INM_005631 NP_005622 Q99835 SMO_HUMANCytoplasmic (Potential). 37CAGCATGTCACCAAGATGGTG0.557

+ 16 1883AHCYL2_uc003vot.2_Splice_Site_p.R609_splice|AHCYL2_uc003vov.2_Splice_Site_p.R507_splice|AHCYL2_uc011kow.1_Splice_Site_p.R508_splice|AHCYL2_uc011kox.1_Splice_Site_p.R507_spliceNM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2ATTACTACAGGTGCCTTGGGC0.507

- 10 1510ZC3HC1_uc003vph.2_Nonsense_Mutation_p.Q339*|ZC3HC1_uc010lma.2_Nonsense_Mutation_p.Q311*NM_016478 NP_057562 Q86WB0 NIPA_HUMAN 0GATTCCCACTGCCGAAATATT0.398

+ 9 1204KLHDC10_uc003vpk.1_Missense_Mutation_p.P328S|KLHDC10_uc010lmb.1_Missense_Mutation_p.P254SNM_014997 NP_055812 Q6PID8 KLD10_HUMAN Kelch 5. 0GGTGAAGCTCCCAGCTACCAT0.398

- 5 664TMEM209_uc010lmc.1_Missense_Mutation_p.V181M|TMEM209_uc003vpo.2_Missense_Mutation_p.V181MNM_032842 NP_116231 Q96SK2 TM209_HUMAN Ser-rich. 3GAGTAGGTCACTCCAGGGCTA0.458

+ 5 496CPA4_uc011kpd.1_Missense_Mutation_p.G117E|CPA4_uc011kpe.1_Missense_Mutation_p.G46ENM_016352 NP_057436 Q9UI42 CBPA4_HUMAN 1GTGAAGATTGGACATTCGTTT0.517

+ 6 758CPA1_uc011kpf.1_Missense_Mutation_p.T141M|CPA1_uc003vpw.2_IntronNM_001868 NP_001859 P15085 CBPA1_HUMAN 1TTTGCCTTCACGCACAGCACG0.562

- 2 615PLXNA4_uc003vrc.2_Missense_Mutation_p.A129V|PLXNA4_uc003vrb.2_Missense_Mutation_p.A129VNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANExtracellular (Potential).|Sema. 1GCTCCCACAGGCAATCAGCCT0.542

+ 10 1252 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5GAAGACTATCCCTTCAATGCA0.393

+ 6 804AKR1B15_uc011kps.1_Missense_Mutation_p.A141TNM_001080538 NP_001074007 C9JRZ8 AK1BF_HUMAN 1GTTCTTGGATGCCTGGGAGGT0.423

+ 3 671BPGM_uc003vrw.2_Nonsense_Mutation_p.Q44*|BPGM_uc003vrx.2_Nonsense_Mutation_p.Q44*NM_199186 NP_954655 P07738 PMGE_HUMAN 0CTGTGGGAAGCAACTCAAAGC0.478

- 11 2181CNOT4_uc003vss.2_Missense_Mutation_p.P623S|CNOT4_uc011kpz.1_Missense_Mutation_p.P694S|CNOT4_uc003vst.2_Missense_Mutation_p.P626SNM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0GTTTTGCTGGGGGGTCTGAAG0.537

- 15 2392SLC13A4_uc003vtb.2_Missense_Mutation_p.A569V|PL-5283_uc003vsz.3_IntronNM_012450 NP_036582 Q9UKG4 S13A4_HUMAN 0GAAGACGATGGCATTAGGGGG0.557

- 4 690 LUZP6_uc010lmv.2_RNANM_145808 NP_665807 Q538Z0 LUZP6_HUMAN 0GCTTTGATTGCCTGGTTGTCA0.512

- 13 1361DGKI_uc003vtu.2_Missense_Mutation_p.P154SNM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3CCCACAGGAGGCTGAGGGCTC0.542

+ 6 730AKR1D1_uc011kqe.1_Missense_Mutation_p.P221S|AKR1D1_uc011kqf.1_Missense_Mutation_p.P180S|AKR1D1_uc010lmy.1_RNANM_005989 NP_005980 P51857 AK1D1_HUMAN NADP. 1TGCATATAGCCCTTTGGGGAC0.418

- 12 1482ATP6V0A4_uc003vug.2_Missense_Mutation_p.G415E|ATP6V0A4_uc003vuh.2_Missense_Mutation_p.G415ENM_130841 NP_570856 Q9HBG4 VPP4_HUMANHelical; (Potential). 1CATCACGGTTCCATGACCACA0.547

- 10 1133ATP6V0A4_uc003vug.2_Missense_Mutation_p.V299M|ATP6V0A4_uc003vuh.2_Missense_Mutation_p.V299MNM_130841 NP_570856 Q9HBG4 VPP4_HUMANCytoplasmic (Potential). 1ATCTTCTGCACCTTGATGAGC0.537

- 2 875KIAA1549_uc003vuk.3_Missense_Mutation_p.G226S|KIAA1549_uc011kqj.1_Missense_Mutation_p.G276SNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230GTTTCCACACCCTCTGTTAGG0.502

- 3 858ZC3HAV1_uc003vup.2_Missense_Mutation_p.G157DNM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMANC3H1-type 3. 1CTGCTGCCGACCCTCTCCCTT0.483

+ 15 3605 NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN Ser-rich. 2GCTACCAAACCATTGTCTACT0.483

+ 2 409LUC7L2_uc011kqs.1_Intron|C7orf55_uc003vuw.3_Missense_Mutation_p.L59FNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN 0CCAACATGAGCTTCATTTCCA0.498



+ 9 1264LUC7L2_uc011kqs.1_Missense_Mutation_p.R294Q|LUC7L2_uc011kqt.1_Missense_Mutation_p.R363Q|LUC7L2_uc003vuy.2_Missense_Mutation_p.R296Q|LUC7L2_uc003vva.2_Missense_Mutation_p.R244QNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0TCCAAATCTCGGGAGAAACGC0.552

- 17 2292JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1GAGAGAGTTTCTTTCACCACT0.458

- 11 1343JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1TCAGATACAAGCTGTATTTGG0.294

- 17 2117 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290ATGGCTTTTGGACAGTTACTC0.403

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 13 1752 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290AACTTACTCCATGCCCTGTGC0.373

- 2 188MRPS33_uc003vwe.3_Missense_Mutation_p.M11TNM_016071 NP_057155 Q9Y291 RT33_HUMAN 0GAGACGAGACATGCGGAAGGC0.443

+ 2 884FLJ40852_uc011krh.1_RNA|FLJ40852_uc010lnm.2_RNA|FLJ40852_uc010lnn.2_RNA|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2TCCCTTCACTCCAGAGTCCTA0.428

+ 6 1311FLJ40852_uc011krh.1_Intron|FLJ40852_uc010lnm.2_Intron|FLJ40852_uc010lnn.2_Intron|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2GCTGCTATATCTGAAAACACT0.383

+ 10 1827FLJ40852_uc011krh.1_RNA|FLJ40852_uc010lnm.2_RNA|FLJ40852_uc010lnn.2_Intron|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2GCCGAACAGAGACCTTCTGCA0.458

+ 1 670 NM_016944 NP_058640 Q9NYW5 TA2R4_HUMANCytoplasmic (Potential). 0CCAGACGGAAGCTCATGTAGG0.443

- 1 395PRSS37_uc011krk.1_Missense_Mutation_p.V6M|PRSS37_uc011krl.1_Missense_Mutation_p.G8D|PRSS37_uc003vwt.1_Translation_Start_SiteNM_001008270 NP_001008271 A4D1T9 PRS37_HUMAN 1AGCGAGGACACCCAAATAGAA0.478

+ 48 5617 NM_004668 NP_004659 O43451 MGA_HUMANLumenal (Potential). 2GACGTGGATAAGCACTCTGTG0.333

+ 2 237uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_RNA|uc003wan.1_Intron|TRY6_uc011kso.1_RNA|TRY6_uc011ksr.1_RNANR_001296 0CGGTGGCTCCCTCATCAGCGA0.567

+ 3 427uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|uc003wan.1_Intron|TRY6_uc011ksr.1_RNANR_001296 0AAGCTCTCCACACCTGCCGTC0.542

+ 18 3481EPHB6_uc011ksu.1_Nonsense_Mutation_p.W898*|EPHB6_uc003wbs.2_Nonsense_Mutation_p.W606*|EPHB6_uc003wbt.2_Nonsense_Mutation_p.W372*|EPHB6_uc003wbu.2_Nonsense_Mutation_p.W606*|EPHB6_uc003wbv.2_Nonsense_Mutation_p.W282*NM_004445 NP_004436 O15197 EPHB6_HUMANCytoplasmic (Potential).|Protein kinase. 19TGGACACTTGGCAGAAGGACC0.587

- 7 1070TRPV6_uc003wbw.1_Missense_Mutation_p.S71F|TRPV6_uc010lou.1_Missense_Mutation_p.S156FNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANCytoplasmic (Potential). 2ATCCCCTGAGGAGTCGATCTC0.562

+ 1 105 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0AAGGCAGTGGGTGGGCAGGTC0.647

+ 1 386 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANCytoplasmic (Potential). 1CACCCACTGCGCTATGGCACT0.592

+ 1 733 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANHelical; Name=6; (Potential). 1TCACCTCACACTGGTCTTCAT0.547

+ 1 433 NM_176881 NP_795362 P59534 T2R39_HUMANCytoplasmic (Potential). 1TTTCTCCTACCCCCTTTTCCT0.408

+ 1 856 NM_176882 NP_795363 P59535 T2R40_HUMANHelical; Name=7; (Potential). 1GATCATCATGGCTGCCTACCC0.463

+ 8 719GSTK1_uc011ksy.1_Missense_Mutation_p.E169K|GSTK1_uc003wcj.2_Missense_Mutation_p.E268K|GSTK1_uc011ksz.1_Missense_Mutation_p.E200KNM_015917 NP_057001 Q9Y2Q3 GSTK1_HUMAN 0TCATCCAGGAGAGAAGTGGAT0.488

+ 13 1535CLCN1_uc011ktc.1_Missense_Mutation_p.G95DNM_000083 NP_000074 P35523 CLCN1_HUMANHelical; (By similarity).|Selectivity filter part_3 (By similarity).5CCCTGCGGAGGCTTCATGCCT0.512

- 4 1953FAM131B_uc010loz.2_Missense_Mutation_p.A51T|FAM131B_uc003wcu.3_Missense_Mutation_p.A83T|FAM131B_uc010lpa.2_Missense_Mutation_p.A111T|ZYX_uc011ktd.1_5'FlankNM_014690 NP_055505 Q86XD5 F131B_HUMAN 0ATCATGTGGGCCACCCGGCCT0.587

+ 8 1539ZYX_uc011ktd.1_Missense_Mutation_p.A305T|ZYX_uc003wcx.2_Missense_Mutation_p.A462T|ZYX_uc011kte.1_Missense_Mutation_p.A431T|ZYX_uc011ktf.1_Missense_Mutation_p.A305TNM_001010972 NP_001010972 Q15942 ZYX_HUMANLIM zinc-binding 2. 0CACGGGCAAGGCCTATCACCC0.667

+ 7 2476FAM115C_uc003wdg.2_Missense_Mutation_p.A517V|FAM115C_uc011ktk.1_Missense_Mutation_p.A798V|FAM115C_uc003wdh.2_Missense_Mutation_p.A798V|FAM115C_uc011ktm.1_Missense_Mutation_p.A798V|uc011ktn.1_Intron|uc011kto.1_Intron|uc011ktp.1_Intron|LOC154761_uc011ktq.1_Intron|LOC154761_uc011ktr.1_Intron|LOC154761_uc011kts.1_Intron|LOC154761_uc003wdj.1_Intron|FAM115C_uc011ktt.1_Missense_Mutation_p.A694V|FAM115C_uc003wdi.1_Missense_Mutation_p.A517VNM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0AGGGCTCAGGCCCACGAGGCT0.602

- 2 194FAM115A_uc011ktu.1_Intron|FAM115A_uc003wdp.1_Missense_Mutation_p.P21SNM_014719 NP_055534 Q9Y4C2 F115A_HUMAN 0GCATCTTCGGGTACATCCCAG0.512

+ 1 472 NM_001004685 NP_001004685 O95006 OR2F2_HUMANHelical; Name=4; (Potential). 4CAACTCTCTTGTGCAGACTGC0.532

+ 1 942 NM_012369 NP_036501 Q13607 OR2F1_HUMANCytoplasmic (Potential). 3GGTGAAGGGGGCCTGGCAGAA0.423

+ 14 4754ARHGEF5_uc003wem.2_Splice_Site_p.G347_spliceNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2AGCAGTGACGGTAAGCGGGAG0.483

+ 2 474CUL1_uc003wey.2_Translation_Start_Site|CUL1_uc003wez.2_Translation_Start_SiteNM_003592 NP_003583 Q13616 CUL1_HUMAN 1GGAGAACTAGCTGTACTTTGA0.433

+ 4 939CUL1_uc003wey.2_Missense_Mutation_p.A138V|CUL1_uc003wez.2_Missense_Mutation_p.A28VNM_003592 NP_003583 Q13616 CUL1_HUMAN 1GGAATTTGTGCCTACCTCAAT0.363

- 13 1697EZH2_uc011kug.1_Missense_Mutation_p.G502S|EZH2_uc003wfb.1_Missense_Mutation_p.D516N|EZH2_uc003wfc.1_Missense_Mutation_p.D472N|EZH2_uc011kuh.1_Missense_Mutation_p.D502NNM_004456 NP_004447 Q15910 EZH2_HUMAN 183AGATGCTAACCCTTTTTCAGC0.363

- 2 170EZH2_uc011kug.1_Missense_Mutation_p.G2S|EZH2_uc003wfb.1_Missense_Mutation_p.G2S|EZH2_uc003wfc.1_Missense_Mutation_p.G2S|EZH2_uc011kuh.1_Missense_Mutation_p.G2S|EZH2_uc011kui.1_Missense_Mutation_p.G2S|EZH2_uc011kuj.1_RNANM_004456 NP_004447 Q15910 EZH2_HUMANInteraction with DNMT1, DNMT3A and DNMT3B. 183CCAGTCTGGCCCATGATTATT0.423

- 4 954 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 3. 3GCGGTGTAGACACAGGTGCTT0.662

- 3 321 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN 3AGTAGGAGGGCTAGTTGTCCT0.363

- 2 182 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN KRAB. 3GTCTTCATCTCTTGCTTATAC0.433

+ 2 417ZNF398_uc011kul.1_5'UTR|ZNF398_uc011kum.1_Missense_Mutation_p.A53TNM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1GACAGTGGTGGCCGCCGTGCA0.592

- 5 1415 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN Glu-rich. 1GTGTTCTCTGGCTCCTGCATG0.622

+ 6 1368ZNF862_uc003wgm.2_RNANM_001099220 NP_001092690 O60290 ZN862_HUMAN KRAB 2. 1CTGCACCCTGGATCAAGGACC0.562

+ 3 1547_1548LOC728743_uc003whg.2_5'FlankNM_173680 NP_775951 Q96BV0 ZN775_HUMANC2H2-type 10. 0AGCGGCCCTACCCGTGCCCCGA0.703

+ 3 998 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7TCTCAAGAGGGAGACAAGCCA0.373

+ 3 414GIMAP4_uc011kuu.1_Intron|GIMAP4_uc011kuv.1_Missense_Mutation_p.S125FNM_018326 NP_060796 Q9NUV9 GIMA4_HUMAN 1CTTCTGACCTCCCCAGGGCCT0.507

+ 3 427GIMAP1_uc003whp.2_Missense_Mutation_p.A122TNM_130759 NP_570115 Q8WWP7 GIMA1_HUMANCytoplasmic (Potential). 3CGGACCCCACGCGCTGCTCCT0.622

+ 16 2131NOS3_uc011kuy.1_Missense_Mutation_p.R406HNM_000603 NP_000594 P29474 NOS3_HUMANFlavodoxin-like. 8TATAAGATCCGCTTCAACAGC0.607

+ 3 1135ACCN3_uc003wio.2_Missense_Mutation_p.G256E|ACCN3_uc003wip.2_Missense_Mutation_p.G256E|ACCN3_uc003wiq.2_RNANM_004769 NP_004760 Q9UHC3 ACCN3_HUMANExtracellular (Potential). 2CTGGGCTTGGGGGTGTCCCCG0.617



+ 4 551SLC4A2_uc011kve.1_Missense_Mutation_p.P90S|SLC4A2_uc003wiu.3_Missense_Mutation_p.P85SNM_003040 NP_003031 P04920 B3A2_HUMANCytoplasmic (Potential).|Pro-rich. 0CCGCAAGACACCCCAGGGCCC0.677

+ 7 1104SLC4A2_uc011kve.1_Missense_Mutation_p.G274E|SLC4A2_uc003wiu.3_Missense_Mutation_p.G269ENM_003040 NP_003031 P04920 B3A2_HUMANCytoplasmic (Potential).|Pro-rich. 0GACGTTCCTGGGGTGCGGCGG0.672

- 3 437ABCF2_uc003wjo.1_Missense_Mutation_p.N109SNM_007189 NP_009120 Q9UG63 ABCF2_HUMANABC transporter 1. 1ACGGCCTGAGTTTAATTCCAG0.488

- 5 600SMARCD3_uc003wjt.2_Missense_Mutation_p.P154S|SMARCD3_uc003wju.2_Missense_Mutation_p.P154S|SMARCD3_uc011kvh.1_Missense_Mutation_p.P167S|SMARCD3_uc010lqa.1_Missense_Mutation_p.P167SNM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2GGCTTCGCAGGGTTAAAAGTG0.577

- 3 601 NM_005614 NP_005605 Q15382 RHEB_HUMAN 2ACTTACTTGCCCGGCTGTGTC0.363

- 47 12358MLL3_uc003wkz.2_Splice_Site_p.S3165_splice|MLL3_uc003wkx.2_Splice_Site_p.S205_splice|MLL3_uc003wky.2_Splice_Site_p.S1611_spliceNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63GTTGTTCTTACTTTTCCCAGC0.398

- 36 5659MLL3_uc003wkz.2_Missense_Mutation_p.P875SNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63CCATTGCCAGGCTGAGGTGTC0.408

- 32 5012MLL3_uc003wkz.2_Splice_Site_p.R659_spliceNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63AAGGCTTGTACCTGGCATCAG0.353

+ 14 1547DPP6_uc003wli.2_Missense_Mutation_p.S409N|DPP6_uc003wlm.2_Missense_Mutation_p.S411N|DPP6_uc011kvq.1_Missense_Mutation_p.S366NNM_130797 NP_570629 P42658 DPP6_HUMANExtracellular (Potential). 4CCCAACAGCAGCAACGACAAC0.562

+ 3 744INSIG1_uc011kvu.1_Intron|INSIG1_uc003wlz.2_IntronNM_005542 NP_005533 O15503 INSI1_HUMANLumenal (Potential). 0AACCACGCCAGTGCTGTATCC0.418

+ 5 900RBM33_uc003wme.2_Missense_Mutation_p.D178NNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Glu-rich. 1TGAAGTGTTAGACATCGAGAT0.433

+ 3 1235 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MIF4G. 0CTCATGGGTGCCTGCGTCACT0.547

+ 5 1648NOM1_uc010lqp.1_5'FlankNM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN 0TTTTCTTGAAGATTCGGTTTA0.463

+ 13 2059UBE3C_uc003wng.2_Missense_Mutation_p.T583ANM_014671 NP_055486 Q15386 UBE3C_HUMAN 5TGGAGTTACTACTAGCTCTGA0.363

+ 22 3313UBE3C_uc003wni.3_Missense_Mutation_p.E364KNM_014671 NP_055486 Q15386 UBE3C_HUMAN HECT. 5GAGAGTTGTGGAAGGGTTCAC0.438

- 14 1719NCAPG2_uc010lqu.1_Missense_Mutation_p.S317F|NCAPG2_uc003wnw.1_RNA|NCAPG2_uc003wnx.1_Missense_Mutation_p.S525F|NCAPG2_uc011kwe.1_Missense_Mutation_p.S525F|NCAPG2_uc011kwc.1_Missense_Mutation_p.S26F|NCAPG2_uc011kwd.1_Missense_Mutation_p.S26FNM_017760 NP_060230 Q86XI2 CNDG2_HUMAN 3AGGCAGGAAAGAATTAAAGAT0.547

+ 6 1252ZNF596_uc003wou.2_Missense_Mutation_p.L221F|ZNF596_uc003wov.2_Missense_Mutation_p.L322F|ZNF596_uc003wow.2_Missense_Mutation_p.L322FNM_173539 NP_775810 Q8TC21 ZN596_HUMAN C2H2-type 5. 0ATGTTCTTACCTTAGACAACA0.398

+ 16 1910ARHGEF10_uc003wpq.1_Missense_Mutation_p.E602K|ARHGEF10_uc003wps.2_Missense_Mutation_p.E540K|ARHGEF10_uc003wpt.2_Missense_Mutation_p.E454K|ARHGEF10_uc003wpv.2_Missense_Mutation_p.E311K|ARHGEF10_uc010lre.2_Missense_Mutation_p.E258KNM_014629 NP_055444 O15013 ARHGA_HUMAN DH. 1AACACTAGCAGAGAAGTTAAA0.483

+ 17 2036ARHGEF10_uc003wpq.1_Missense_Mutation_p.D644N|ARHGEF10_uc003wps.2_Missense_Mutation_p.D582N|ARHGEF10_uc003wpv.2_Missense_Mutation_p.D353N|ARHGEF10_uc010lre.2_Missense_Mutation_p.D300NNM_014629 NP_055444 O15013 ARHGA_HUMAN 1CATTCGATCAGATGATATGAT0.433

+ 5 665MYOM2_uc011kwi.1_IntronNM_003970 NP_003961 P54296 MYOM2_HUMANIg-like C2-type 1. 6CTCTGCTTCACCGTGCAAGGA0.557

+ 34 4103MYOM2_uc011kwi.1_Splice_Site_p.A747_spliceNM_003970 NP_003961 P54296 MYOM2_HUMAN 6TTTCCTCACAGCTTTTGATGA0.348

- 57 9160CSMD1_uc011kwj.1_Missense_Mutation_p.P2253S|CSMD1_uc010lrg.2_Missense_Mutation_p.P934SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 22. 25GGGGTCCCCGGATCACCACAG0.478

- 24 4138CSMD1_uc011kwj.1_Missense_Mutation_p.A642T|CSMD1_uc003wqe.2_Missense_Mutation_p.A406TNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 7. 25CCATGCATGGCGTACCCCGGG0.522

- 4 812 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25AGTGTGGCTAGGTAAAACTAT0.383

+ 8 1572MCPH1_uc003wqh.2_Missense_Mutation_p.A502T|MCPH1_uc011kwl.1_Missense_Mutation_p.A454TNM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2CGTGACTTCTGCCCCTGAAGA0.498

- 5 3142 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0TGGCCGCAGTCCTGCTGGATG0.627

- 2 1169 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0CCCCGTCAGCCCAAGGCATCT0.652

+ 25 3634TNKS_uc011kww.1_Missense_Mutation_p.A973VNM_003747 NP_003738 O95271 TNKS1_HUMANPARP catalytic. 7ATGTTTGGGGCCGGGATTTAT0.408

- 4 5201 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GCCTCGCAGGGACAGAACTCC0.662

- 4 3632 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8TTGCTGGCAGGAGACCCAAGG0.582

+ 7 1422MTMR9_uc010lrx.2_Nonsense_Mutation_p.Q235*|MTMR9_uc011kxa.1_Nonsense_Mutation_p.Q257*NM_015458 NP_056273 Q96QG7 MTMR9_HUMANMyotubularin phosphatase. 0TTCCACACTCCAGGTGACCTC0.483

+ 1 624 NM_054028 NP_473369 Q96KT7 AMCL2_HUMANDUF6 1.|Helical; (Potential). 0AGCATCCTAGGACTAATCATC0.582

- 2 742FAM167A_uc003wtw.2_Missense_Mutation_p.T41INM_053279 NP_444509 Q96KS9 F167A_HUMAN 0GGGCCTGCGGGTCTCCAGCCT0.682

+ 2 670 BLK_uc003wtz.2_Intron NM_001715 NP_001706 P51451 BLK_HUMAN 3AAGGTCAGCGCCCAAGACAAG0.473

+ 6 1641GATA4_uc003wub.1_Missense_Mutation_p.P157S|GATA4_uc011kxc.1_Missense_Mutation_p.P364SNM_002052 NP_002043 P43694 GATA4_HUMAN 1GGAGATGCGTCCCATCAAGAC0.642

+ 1 231FDFT1_uc003wuh.2_Intron|FDFT1_uc010lsa.1_Translation_Start_Site|FDFT1_uc011kxe.1_Translation_Start_Site|FDFT1_uc011kxf.1_Missense_Mutation_p.V27M|FDFT1_uc011kxg.1_Splice_Site_p.A22_splice|FDFT1_uc003wuj.2_Splice_Site_p.K26_splice|FDFT1_uc010lsb.2_5'Flank|FDFT1_uc011kxh.1_5'Flank|FDFT1_uc011kxi.1_5'FlankNM_004462 NP_004453 P37268 FDFT_HUMAN 0CAAGCGGAAGGTGATGCCCAA0.701

- 1 1454FAM66D_uc011kxp.1_Intron|FAM66D_uc011kxo.1_IntronNM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3GTTTAGCAGGGAGCTTTGCTG0.512

+ 9 1159TUSC3_uc003wwu.2_Missense_Mutation_p.V317M|TUSC3_uc003wwv.2_Missense_Mutation_p.V317M|TUSC3_uc003www.2_Intron|TUSC3_uc003wwx.2_RNA|TUSC3_uc003wwy.2_IntronNM_006765 NP_006756 Q13454 TUSC3_HUMANHelical; (Potential). 3AATTTGCCTAGTGGGATTGGG0.328

+ 11 1187 NM_181723 NP_859074 Q86XE3 EFHA2_HUMAN 1TACTCAAATGGAATGAATACC0.284

+ 8 1394SLC7A2_uc011kyd.1_Missense_Mutation_p.A448T|SLC7A2_uc011kye.1_Missense_Mutation_p.A449T|SLC7A2_uc011kyf.1_Missense_Mutation_p.A409TNM_001008539 NP_001008539 P52569 CTR2_HUMANExtracellular (Potential). 3TGACCTGAAGGCGCTTGTGGA0.502

+ 4 767 NM_006207 NP_006198 Q15198 PGFRL_HUMAN 0GTATCTGCAACCTCATTCCGA0.567

- 4 2774MTUS1_uc003wxt.2_5'Flank|MTUS1_uc011kyg.1_5'Flank|MTUS1_uc010lsy.2_RNA|MTUS1_uc003wxw.2_Intron|MTUS1_uc010lsz.2_Missense_Mutation_p.S767FNM_001001924 NP_001001924 Q9ULD2 MTUS1_HUMAN 2AGTTTTCAAGGATGTAGGCTT0.443

+ 7 1323PCM1_uc011kyh.1_Missense_Mutation_p.A301T|PCM1_uc003wyj.3_Missense_Mutation_p.A301T|PCM1_uc003wyg.2_Missense_Mutation_p.A301T|PCM1_uc003wyh.2_Missense_Mutation_p.A340T|PCM1_uc010lta.1_Missense_Mutation_p.A340TNM_006197 NP_006188 Q15154 PCM1_HUMAN Potential. 36GGGACGGCAGGCTGCACTTCT0.403

+ 12 2217PCM1_uc011kyh.1_Missense_Mutation_p.P599S|PCM1_uc003wyj.3_Missense_Mutation_p.P599S|PCM1_uc010lta.1_Missense_Mutation_p.P638SNM_006197 NP_006188 Q15154 PCM1_HUMAN 36AAACATGCCTCCTTCTTTAGG0.353

- 10 1029ASAH1_uc010ltb.1_RNA|ASAH1_uc003wym.2_Nonsense_Mutation_p.W214*|ASAH1_uc003wyn.2_Nonsense_Mutation_p.W255*|ASAH1_uc003wyo.2_Nonsense_Mutation_p.W233*NM_177924 NP_808592 Q13510 ASAH1_HUMAN 0TTCCCAGAATCCATTCTAGAA0.418

+ 2 559 NM_000015 NP_000006 P11245 ARY2_HUMAN 2TGCATTTTCTGCTTGACAGAA0.443

- 3 1424LZTS1_uc010ltg.1_Missense_Mutation_p.G438DNM_021020 NP_066300 Q9Y250 LZTS1_HUMAN 1GCGCAGGGCGCCCTCCAGGTC0.647



- 4 706DOK2_uc003wzx.1_Missense_Mutation_p.D205N|DOK2_uc003wzz.1_Missense_Mutation_p.D51N|DOK2_uc010lth.1_Missense_Mutation_p.D51NNM_003974 NP_003965 O60496 DOK2_HUMAN IRS-type PTB. 0CTCACCTTGTCCCGCCCAAAG0.502

+ 8 693EPB49_uc010ltl.2_Missense_Mutation_p.G155D|EPB49_uc011kys.1_Missense_Mutation_p.G115D|EPB49_uc010ltn.2_Missense_Mutation_p.G130D|EPB49_uc011kyu.1_Missense_Mutation_p.G155D|EPB49_uc011kyv.1_Missense_Mutation_p.G155D|EPB49_uc010ltq.2_Missense_Mutation_p.G155DNM_001114136 NP_001107608 Q08495 DEMA_HUMAN 1TCCGTGGGAGGCAGCCCTCAG0.612

- 8 2752HR_uc003xat.2_Missense_Mutation_p.A696VNM_005144 NP_005135 O43593 HAIR_HUMAN 2CCATACCCGGGCATCAGCTTG0.627

- 3 1726HR_uc003xat.2_Missense_Mutation_p.G354ENM_005144 NP_005135 O43593 HAIR_HUMAN 2TTCGCTGGCTCCACTGGCACC0.652

+ 5 465POLR3D_uc003xbm.2_Missense_Mutation_p.D128N|POLR3D_uc011kze.1_IntronNM_001722 NP_001713 P05423 RPC4_HUMAN 0TAAGACAGTGGATGTGTCAGA0.463

+ 9 1371PPP3CC_uc011kzi.1_Nonsense_Mutation_p.W348*|PPP3CC_uc003xbt.2_Nonsense_Mutation_p.W348*|PPP3CC_uc011kzj.1_Nonsense_Mutation_p.W63*NM_005605 NP_005596 P48454 PP2BC_HUMAN 1TTTTCACATGGTCTTTGCCTT0.408

+ 14 1475SORBS3_uc011kzk.1_RNA|SORBS3_uc003xbw.3_Missense_Mutation_p.E37KNM_005775 NP_005766 O60504 VINEX_HUMAN 0CAGGAGGGAAGAGAAGAAGGT0.627

- 1 491EGR3_uc011kzn.1_5'Flank|EGR3_uc011kzo.1_5'FlankNM_004430 NP_004421 Q06889 EGR3_HUMAN 0TGATTGTAATGGACTACCGAG0.373

+ 7 2171RHOBTB2_uc003xcp.2_Missense_Mutation_p.Y567C|RHOBTB2_uc011kzp.1_Missense_Mutation_p.Y552C|uc003xcr.2_IntronNM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN BTB 2. 2GTGTTTCCCTACACAAGCAAG0.547

+ 3 1103CHMP7_uc011kzs.1_Intron|CHMP7_uc003xdd.2_Missense_Mutation_p.A42VNM_152272 NP_689485 Q8WUX9 CHMP7_HUMAN 0GTCCTTGTCGCTGTGGAGCTG0.532

- 13 2552 LOXL2_uc010lty.1_IntronNM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANLysyl-oxidase like. 3GATGCGGTGGCCGTCATAGCG0.557

- 2 439 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN 3AAGTACTCGGGGTAATGGGGC0.642

+ 4 1043SLC25A37_uc003xdp.2_RNA|SLC25A37_uc010ltz.2_RNA|SLC25A37_uc003xdq.2_RNA|uc003xds.2_5'FlankNM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 3. 0GGCCTGGCCGGCTACTTCAAA0.587

+ 21 2323ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.S434FNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANCytoplasmic (Potential). 5CCCCCAGCCTCTTTTGTGAGT0.408

- 3 1412 NM_006158 NP_006149 P07196 NFL_HUMANTail.|Tail, subdomain A. 2CGGGAAGGAGCGGGTGGACAT0.577

+ 14 1567DOCK5_uc010luf.1_RNA|DOCK5_uc003xeh.1_Missense_Mutation_p.G191D|DOCK5_uc003xei.2_Missense_Mutation_p.G47DNM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-1. 3GATGAGGAGGGCAAGCTCTTG0.478

+ 6 898PPP2R2A_uc003xek.2_Intron|PPP2R2A_uc011laf.1_Missense_Mutation_p.R209QNM_002717 NP_002708 P63151 2ABA_HUMAN WD 3. 2GATGATTTGCGGATTAATCTT0.353

- 3 1464 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 tccaaacactcttctacactg 0

+ 5 867DPYSL2_uc003xfa.2_Missense_Mutation_p.R278C|DPYSL2_uc011lag.1_Missense_Mutation_p.R173C|DPYSL2_uc010luk.1_RNA|DPYSL2_uc011lah.1_Missense_Mutation_p.R137CNM_001386 NP_001377 Q16555 DPYL2_HUMAN 1TTTCAAAGATCGCTTCCAGCT0.453

+ 12 1686DPYSL2_uc003xfa.2_Missense_Mutation_p.V551I|DPYSL2_uc010luk.1_RNA|DPYSL2_uc011lah.1_Missense_Mutation_p.V410INM_001386 NP_001377 Q16555 DPYL2_HUMAN 1CCCACTGGTGGTCATCAGCCA0.552

+ 13 1963DPYSL2_uc003xfa.2_Missense_Mutation_p.G643E|DPYSL2_uc010luk.1_RNA|DPYSL2_uc011lah.1_Missense_Mutation_p.G502ENM_001386 NP_001377 Q16555 DPYL2_HUMAN 1CACCAGTCTGGATTCAGTTTG0.607

- 3 468CLU_uc010lux.1_Intron|CLU_uc003xfx.1_Missense_Mutation_p.G137D|CLU_uc003xfy.1_Missense_Mutation_p.G148D|CLU_uc003xfz.1_Missense_Mutation_p.G189DNM_203339 NP_976084 P10909 CLUS_HUMAN 2CACCTGGCGGCCAACCAGGCC0.562

+ 3 340SCARA3_uc003xgb.1_Missense_Mutation_p.V67MNM_016240 NP_057324 Q6AZY7 SCAR3_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).4CCTGCTCCTGGTGGCCGTGGC0.647

+ 3 271ESCO2_uc010luy.1_RNA|ESCO2_uc003xgh.2_Missense_Mutation_p.T63INM_001017420 NP_001017420 Q56NI9 ESCO2_HUMAN 1CTCAAAACAACTGAAATAAAT0.353

- 3 461ZNF395_uc003xgt.2_Missense_Mutation_p.A125T|ZNF395_uc003xgr.2_Missense_Mutation_p.A125T|ZNF395_uc003xgs.2_Missense_Mutation_p.A125TNM_018660 NP_061130 Q9H8N7 ZN395_HUMAN 0TGCAGCTCTGCCAGCCACACC0.667

+ 5 969FZD3_uc010lvb.2_Nonsense_Mutation_p.W164*NM_017412 NP_059108 Q9NPG1 FZD3_HUMANExtracellular (Potential). 2TATGGTTTTTGGTGTCCCCGA0.448

- 13 1648INTS9_uc011lav.1_Missense_Mutation_p.T426I|INTS9_uc011law.1_Missense_Mutation_p.T429I|INTS9_uc011lax.1_Missense_Mutation_p.T343I|INTS9_uc010lvc.2_RNANM_018250 NP_060720 Q9NV88 INT9_HUMAN 2GTTCAGCCGGGTGTCGATGGG0.512

- 2 302TMEM66_uc003xht.2_Missense_Mutation_p.R40W|TMEM66_uc003xhu.2_Missense_Mutation_p.R4W|TMEM66_uc003xhv.2_IntronNM_016127 NP_057211 Q96BY9 TMM66_HUMAN 0TTTACATCCCGCAGCAACATT0.478

+ 5 927RBPMS_uc003xid.1_Missense_Mutation_p.P88S|RBPMS_uc003xie.1_Missense_Mutation_p.P88S|RBPMS_uc003xif.1_RNA|RBPMS_uc011lba.1_Missense_Mutation_p.P88S|RBPMS_uc003xib.2_Missense_Mutation_p.P88S|RBPMS_uc010lvh.1_5'UTRNM_006867 NP_006858 Q93062 RBPMS_HUMAN RRM. 1CCGCTTCGATCCTGAAATTCC0.448

- 1 79TEX15_uc011lbc.1_Missense_Mutation_p.L414FNM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7GAAGCATTAAGACCACTTAAA0.368

- 1 806WRN_uc003xio.3_5'Flank|PURG_uc003xim.1_Missense_Mutation_p.E263KNM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0GAAGTCCCCTCTGGGAGTTCA0.448

+ 7 578LOC728024_uc010lvx.1_5'FlankNM_007175 NP_009106 O94905 ERLN2_HUMANLumenal (Potential). 0TTTGCAACAGGACCTGACCTC0.493

+ 9 1464GPR124_uc010lvy.2_Nonsense_Mutation_p.W367*NM_032777 NP_116166 Q96PE1 GP124_HUMANExtracellular (Potential). 5CCCCCAGGTGGCCCCGAACTC0.662

+ 19 3154GPR124_uc010lvy.2_Missense_Mutation_p.P714SNM_032777 NP_116166 Q96PE1 GP124_HUMANHelical; Name=5; (Potential). 5CTTCTACATCCCTGTGGCTTT0.612

- 4 1686RAB11FIP1_uc010lvz.1_Intron|RAB11FIP1_uc003xkn.1_Intron|RAB11FIP1_uc003xkl.1_5'UTR|RAB11FIP1_uc003xko.1_5'UTR|RAB11FIP1_uc003xkp.1_IntronNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3GTGGGTTGCGCCTCTGGAGAC0.498

+ 10 1147ASH2L_uc011lbk.1_Nonsense_Mutation_p.W224*|ASH2L_uc003xku.3_Nonsense_Mutation_p.W269*|ASH2L_uc010lwa.2_Nonsense_Mutation_p.W269*NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN B30.2/SPRY. 2TTGACTGCTGGGCAGGAAAAC0.488

+ 5 1576BAG4_uc003xkz.1_Missense_Mutation_p.D396NNM_004874 NP_004865 O95429 BAG4_HUMAN BAG. 1TGGGGGCCAGGACTCTGTACG0.403

- 4 356PPAPDC1B_uc003xle.3_Missense_Mutation_p.G71E|PPAPDC1B_uc003xlg.3_Missense_Mutation_p.G112E|PPAPDC1B_uc010lwd.2_Missense_Mutation_p.G112ENM_001102559 NP_001096029 Q8NEB5 PPC1B_HUMANPhosphatase sequence motif I. 0CACTTACCTCCCTACGATCAG0.493

- 17 3598WHSC1L1_uc011lbm.1_Missense_Mutation_p.A1027V|WHSC1L1_uc010lwe.2_Missense_Mutation_p.A978VNM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1CTGCCCTTCAGCAAAGCTTTT0.443

- 16 2920FGFR1_uc010lwf.2_RNA|FGFR1_uc011lbo.1_Missense_Mutation_p.G658S|FGFR1_uc011lbp.1_Missense_Mutation_p.G571S|FGFR1_uc011lbq.1_Missense_Mutation_p.G569S|FGFR1_uc010lwk.2_Missense_Mutation_p.G650SNM_023110 NP_075598 P11362 FGFR1_HUMANCytoplasmic (Potential).|Protein kinase. 15GGCAGTCGGCCCTGAAAGCAG0.602

- 1 341 NR_003129 0CTGGGGGCGGGGTGGAGTTTT0.567

+ 1 194 NM_153692 NP_710159 P83105 HTRA4_HUMAN 0GGTGCCCGTCCTCTGGGCCGG0.706

+ 7 1235 NM_153692 NP_710159 P83105 HTRA4_HUMAN 0TCCAGGAAAGGCGTTTTCAAA0.423

+ 11 1170ADAM32_uc011lch.1_Intron|ADAM32_uc003xmu.3_IntronNM_145004 NP_659441 Q8TC27 ADA32_HUMANPeptidase M12B.|Extracellular (Potential). 3GTACCCCAAGGAGATAACTCT0.318

+ 4 1273 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0AGAGTTCGAGCTCTCTGACAT0.448

+ 4 718AP3M2_uc003xoo.2_Missense_Mutation_p.V143I|AP3M2_uc010lxe.2_RNA|AP3M2_uc003xoq.1_Missense_Mutation_p.V28I|AP3M2_uc003xor.1_Missense_Mutation_p.V143INM_001134296 NP_001127768 P53677 AP3M2_HUMAN 0CCTTCGAACGGTTGTCAACAC0.463

- 4 369PLAT_uc010lxf.1_Intron|PLAT_uc010lxg.1_Nonsense_Mutation_p.Q54*|PLAT_uc003xot.2_Intron|PLAT_uc011lcm.1_Nonsense_Mutation_p.Q54*|PLAT_uc011lcn.1_Nonsense_Mutation_p.Q54*NM_000930 NP_000921 P00750 TPA_HUMANFibronectin type-I. 2AGCCATGACTGATGTTGCTGG0.483



- 7 1463SLC20A2_uc010lxm.2_Missense_Mutation_p.D257N|SLC20A2_uc003xpe.2_Missense_Mutation_p.D257N|SLC20A2_uc011lcu.1_Missense_Mutation_p.D59NNM_006749 NP_006740 Q08357 S20A2_HUMANCytoplasmic (Potential). 2AGGCTTTCGTCAGATACTCGT0.423

+ 5 1111 NM_000749 NP_000740 Q05901 ACHB3_HUMANCytoplasmic (Potential). 1TCTTCCACGTACCACCCCATG0.453

- 7 1235RNF170_uc011lcx.1_Intron|RNF170_uc010lxp.2_Missense_Mutation_p.T169I|RNF170_uc003xpm.2_Missense_Mutation_p.T253I|RNF170_uc003xpp.2_Missense_Mutation_p.T157I|RNF170_uc003xpn.2_Missense_Mutation_p.T157INM_001160223 NP_001153695 Q96K19 RN170_HUMAN 0TAGCCTTTGGGTTATCACTTC0.353

+ 9 1081FNTA_uc003xpt.2_Missense_Mutation_p.A254T|FNTA_uc003xpu.2_Missense_Mutation_p.A278T|FNTA_uc003xpv.2_RNANM_002027 NP_002018 P49354 FNTA_HUMAN 1TGAAATCCTAGCTAAAGAAAA0.308

+ 13 1915KIAA0146_uc011ldb.1_Missense_Mutation_p.D636N|KIAA0146_uc010lxs.2_Missense_Mutation_p.D111N|KIAA0146_uc011ldc.1_Missense_Mutation_p.D566N|KIAA0146_uc011ldd.1_Missense_Mutation_p.D576N|KIAA0146_uc003xqe.2_Missense_Mutation_p.D111N|KIAA0146_uc003xqf.2_RNA|KIAA0146_uc011lde.1_Missense_Mutation_p.D325N|KIAA0146_uc010lxt.2_Missense_Mutation_p.D325N|KIAA0146_uc011ldf.1_Missense_Mutation_p.D141N|KIAA0146_uc011ldg.1_Missense_Mutation_p.D126N|KIAA0146_uc010lxv.1_Missense_Mutation_p.D130NNM_001080394 NP_001073863 Q14159 K0146_HUMAN 0CTGCTTAAGAGACATTCTCCA0.418

+ 15 2140KIAA0146_uc011ldb.1_Missense_Mutation_p.A711T|KIAA0146_uc010lxs.2_Missense_Mutation_p.A186T|KIAA0146_uc011ldc.1_Missense_Mutation_p.A641T|KIAA0146_uc011ldd.1_Missense_Mutation_p.A651T|KIAA0146_uc003xqe.2_Missense_Mutation_p.A186T|KIAA0146_uc003xqf.2_RNA|KIAA0146_uc011lde.1_Missense_Mutation_p.A400T|KIAA0146_uc010lxt.2_Missense_Mutation_p.A400T|KIAA0146_uc011ldf.1_Missense_Mutation_p.A216T|KIAA0146_uc011ldg.1_Missense_Mutation_p.A201T|KIAA0146_uc003xqg.1_5'FlankNM_001080394 NP_001073863 Q14159 K0146_HUMAN 0AGTCCTGGAGGCACTCGCTGG0.607

+ 16 2233KIAA0146_uc011ldc.1_Missense_Mutation_p.L672F|KIAA0146_uc011ldd.1_Missense_Mutation_p.L682F|KIAA0146_uc003xqe.2_Missense_Mutation_p.L217F|KIAA0146_uc003xqf.2_RNA|KIAA0146_uc010lxt.2_Missense_Mutation_p.L431F|KIAA0146_uc011ldf.1_Missense_Mutation_p.L247F|KIAA0146_uc011ldg.1_Missense_Mutation_p.L232F|KIAA0146_uc003xqg.1_RNANM_001080394 NP_001073863 Q14159 K0146_HUMAN 0TGTCCTCTTGCTTCAGAAGCC0.517

+ 16 2321KIAA0146_uc011ldc.1_Missense_Mutation_p.T701I|KIAA0146_uc011ldd.1_Missense_Mutation_p.T711I|KIAA0146_uc003xqe.2_Missense_Mutation_p.T246I|KIAA0146_uc003xqf.2_RNA|KIAA0146_uc010lxt.2_Missense_Mutation_p.T460I|KIAA0146_uc011ldf.1_Missense_Mutation_p.T276I|KIAA0146_uc011ldg.1_Missense_Mutation_p.T261I|KIAA0146_uc003xqg.1_RNANM_001080394 NP_001073863 Q14159 K0146_HUMAN 0GACTCTGCAACACCTGTCAAC0.468

- 85 11990PRKDC_uc003xqj.2_Missense_Mutation_p.G3947D|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34GTACATAAGGCCCGTTTCTTT0.493

- 6 613PRKDC_uc003xqj.2_Missense_Mutation_p.P186S|PRKDC_uc011ldh.1_Missense_Mutation_p.P186SNM_006904 NP_008835 P78527 PRKDC_HUMAN 34ATCTCACTAGGATGAACTTCA0.353

- 15 4291RB1CC1_uc003xrf.3_Missense_Mutation_p.A1245TNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN Potential. 11TCTTTTAGGGCAGTCTGAATA0.338

- 8 815LYPLA1_uc011ldx.1_Missense_Mutation_p.M168I|LYPLA1_uc003xrz.2_Missense_Mutation_p.M186INM_006330 NP_006321 O75608 LYPA1_HUMAN 1ACGAACTGTGCATCATACCTT0.388

- 5 435LYPLA1_uc011ldx.1_Missense_Mutation_p.D76N|LYPLA1_uc003xrz.2_Missense_Mutation_p.D60NNM_006330 NP_006321 O75608 LYPA1_HUMAN 1TCCTGTGAATCTGGTGAAAGC0.294

+ 3 472 NM_014175 NP_054894 Q9P015 RM15_HUMAN 0AAGGGATTATGGTGTCCAGCT0.343

+ 4 494 NM_014175 NP_054894 Q9P015 RM15_HUMAN 0ATATTTCAGGGTGCTGACACC0.378

+ 4 4992 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12AATGACAGTGGCGAACTTACC0.393

+ 3 623 TGS1_uc010lyh.2_5'UTRNM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3GACAGCAAAGGCATAGGCCTG0.418

- 3 1944PLAG1_uc003xsr.3_Missense_Mutation_p.A498V|PLAG1_uc010lyi.2_Missense_Mutation_p.A498V|PLAG1_uc010lyj.2_Missense_Mutation_p.A416VNM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMANActivates transcription; Inhibition of nuclear import due to lack of NLS and KPNA2 interaction.|Massively activates transcription.129CTACTGAAAAGCTTGATGGAA0.433

- 3 1502PLAG1_uc003xsr.3_Missense_Mutation_p.P351S|PLAG1_uc010lyi.2_Missense_Mutation_p.P351S|PLAG1_uc010lyj.2_Missense_Mutation_p.P269SNM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMANActivates transcription; Inhibition of nuclear import due to lack of NLS and KPNA2 interaction.|Repression domain; contains 3 sumoylation motifs and massively decrease transcription activity.129CCCTTTAATGGCTGTTCTTTT0.428

- 4 1126SDR16C5_uc010lyk.1_Missense_Mutation_p.A163V|SDR16C5_uc010lyl.1_Missense_Mutation_p.A119VNM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3AGCAATCATAGCAGGTAGAAA0.328

- 2 892SDR16C5_uc010lyk.1_Missense_Mutation_p.R85Q|SDR16C5_uc010lyl.1_Missense_Mutation_p.R85QNM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3TCCAGCTTCCCGAGCCATCTT0.502 rs141509977

- 4 990 NM_017813 NP_060283 Q9NX62 IMPA3_HUMAN 1GATCCTTGGGGTCTTCTCATT0.458

- 2 160 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1TTCTCTAGAGGTGGTTCACCC0.413

- 27 2449NSMAF_uc011lee.1_Missense_Mutation_p.E776DNM_003580 NP_003571 Q92636 FAN_HUMAN 1TGCCTGGCATCTCTGCAGGAA0.418

- 6 889 NM_003878 NP_003869 Q92820 GGH_HUMAN 0TAGTGTGATACCTTCACGGAG0.343

- 4 643 NM_003878 NP_003869 Q92820 GGH_HUMAN 0CTGATATTTACCTGTATGGAC0.368

+ 5 1875YTHDF3_uc010lys.2_Missense_Mutation_p.R464H|YTHDF3_uc003xuz.2_Missense_Mutation_p.R464H|YTHDF3_uc003xva.2_Missense_Mutation_p.R464H|YTHDF3_uc011len.1_Missense_Mutation_p.R464HNM_152758 NP_689971 Q7Z739 YTHD3_HUMAN YTH. 0CGGCATATTCGCTTAGAAAAT0.393

+ 6 866DNAJC5B_uc003xvt.1_RNANM_033105 NP_149096 Q9UF47 DNJ5B_HUMAN 0AAAGAAGGATCTCGAAGTTAT0.428

+ 2 500TRIM55_uc003xvu.2_Missense_Mutation_p.V92I|TRIM55_uc003xvw.2_Missense_Mutation_p.V92I|TRIM55_uc003xvx.2_Missense_Mutation_p.V92INM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5TAGACATGGGGTATATGGACT0.502

- 1 1247SGK3_uc003xwp.2_5'Flank|C8orf44_uc003xwo.1_5'FlankNM_025054 NP_079330 Q96JH7 VCIP1_HUMAN OTU. 8GTGCACTTCTCTGCAGGGATG0.458

+ 9 1115CSPP1_uc003xxg.1_Missense_Mutation_p.P354S|CSPP1_uc003xxh.1_RNA|CSPP1_uc003xxj.2_Missense_Mutation_p.P327S|CSPP1_uc003xxk.2_Missense_Mutation_p.P33SNM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5AGGGAATATGCCTCCTATGGA0.348

+ 15 1772CSPP1_uc003xxg.1_Missense_Mutation_p.A573T|CSPP1_uc003xxh.1_RNA|CSPP1_uc003xxj.2_Missense_Mutation_p.A546T|CSPP1_uc003xxk.2_Missense_Mutation_p.A252TNM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5ACAGCCTGCAGCTTATGTTAG0.284

+ 31 3695ARFGEF1_uc003xxl.1_Intron|CSPP1_uc003xxj.2_Missense_Mutation_p.E1187K|CSPP1_uc003xxk.2_Missense_Mutation_p.E842K|CSPP1_uc010lyw.2_3'UTRNM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5TGGCACTTCAGAAACGCTGAA0.532

- 31 4838ARFGEF1_uc003xxl.1_Missense_Mutation_p.A937V|ARFGEF1_uc003xxn.1_Missense_Mutation_p.A466VNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8GTAGAGCTGAGCAAAAATGTC0.378

- 31 4790ARFGEF1_uc003xxl.1_Missense_Mutation_p.T921I|ARFGEF1_uc003xxn.1_Missense_Mutation_p.T450INM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8TAAATACTGAGTGAATACATC0.393

- 11 2027ARFGEF1_uc003xxl.1_5'UTRNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8AATAACCATCCATTTGTGATC0.289

- 10 1371 CPA6_uc003xxr.3_IntronNM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2CAACGTTGTGGAGGCTGGTCC0.413

+ 5 742SULF1_uc003xyd.2_Missense_Mutation_p.V9I|SULF1_uc003xye.2_Missense_Mutation_p.V9I|SULF1_uc003xyf.2_Missense_Mutation_p.V9I|SULF1_uc003xyg.2_Missense_Mutation_p.V9INM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7CTGTGCTCTGGTTTTGGCTGT0.483

+ 8 1382SULF1_uc003xyd.2_Missense_Mutation_p.A222V|SULF1_uc003xye.2_Missense_Mutation_p.A222V|SULF1_uc003xyf.2_Missense_Mutation_p.A222V|SULF1_uc003xyg.2_Missense_Mutation_p.A222VNM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7ATCAGCCACGCTGCGCCCCAC0.483

- 6 2316SLCO5A1_uc010lzb.2_Missense_Mutation_p.P482S|SLCO5A1_uc011lfa.1_Intron|SLCO5A1_uc003xyk.2_Missense_Mutation_p.P537S|SLCO5A1_uc010lzc.2_Missense_Mutation_p.P482SNM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANExtracellular (Potential). 4GTTGTATAAGGGATGTTTATG0.443

- 2 656 NM_024504 NP_078780 Q9GZV8 PRD14_HUMAN 3GCAGGGGGCGGTGGAATTAAA0.577

- 2 636 NM_024504 NP_078780 Q9GZV8 PRD14_HUMAN 3AGTGTCAGGTCCACAACACGG0.587

- 7 919LACTB2_uc003xyp.2_Missense_Mutation_p.S276NNM_016027 NP_057111 Q53H82 LACB2_HUMAN 1ATCTGTGTTGCTAACTGTAAA0.294

+ 5 1390XKR9_uc010lze.2_Missense_Mutation_p.P286S|XKR9_uc010lzd.2_Missense_Mutation_p.P154SNM_001011720 NP_001011720 Q5GH70 XKR9_HUMAN 2TACCAAGTGTCCAATGTCTTG0.323

- 16 1950EYA1_uc003xyr.3_Missense_Mutation_p.G520R|EYA1_uc003xyt.3_Missense_Mutation_p.G522R|EYA1_uc010lzf.2_Missense_Mutation_p.G482R|EYA1_uc003xyu.2_Missense_Mutation_p.G555R|EYA1_uc011lfe.1_Missense_Mutation_p.G549R|EYA1_uc003xyv.2_Missense_Mutation_p.G433RNM_172058 NP_742055 Q99502 EYA1_HUMAN 5ACACCATCTCCTATAACAACA0.343

- 7 1111 NM_007332 NP_015628 O75762 TRPA1_HUMANANK 8.|Cytoplasmic (Potential). 6GCCTGTGAAGCATGGTCTCAT0.423

- 7 996 NM_007332 NP_015628 O75762 TRPA1_HUMANCytoplasmic (Potential).|ANK 7. 6ATGAATGGCTGTGCACCTTCC0.398



+ 2 820 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7GGAAGTGTGCGACGACTATAA0.522

- 4 381RPL7_uc003xzh.1_Missense_Mutation_p.G80ENM_000971 NP_000962 P18124 RL7_HUMAN 0CACAAAGGTTCCATTGAAGAT0.428

- 5 432STAU2_uc011lfg.1_Intron|STAU2_uc003xzn.2_Missense_Mutation_p.A34T|STAU2_uc011lfh.1_Intron|STAU2_uc003xzo.2_Missense_Mutation_p.A66T|STAU2_uc003xzp.2_Missense_Mutation_p.A34T|STAU2_uc011lfi.1_Missense_Mutation_p.A28T|STAU2_uc003xzq.2_Intron|STAU2_uc010lzk.2_Missense_Mutation_p.A34T|STAU2_uc010lzl.1_Intron|STAU2_uc003xzs.2_Missense_Mutation_p.A34T|STAU2_uc003xzr.2_Missense_Mutation_p.A28TNM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 1. 0GCTTTATTGGCAACAGCCTGC0.443

+ 2 362TMEM70_uc003yac.2_Missense_Mutation_p.G92ENM_017866 NP_060336 Q9BUB7 TMM70_HUMAN 1TCAGAAGATGGAAGGCTAATT0.358

+ 2 2144ZFHX4_uc003yat.1_Missense_Mutation_p.A586V|ZFHX4_uc003yau.1_Missense_Mutation_p.A586V|ZFHX4_uc003yaw.1_Missense_Mutation_p.A586VNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GACAGTTCAGCCACTCCTCAC0.587

+ 10 4865ZFHX4_uc003yau.1_Missense_Mutation_p.S1538F|ZFHX4_uc003yaw.1_Missense_Mutation_p.S1493FNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15CTTGATCCATCTCGTCCATAT0.388

+ 10 8090ZFHX4_uc003yau.1_Missense_Mutation_p.T2613I|ZFHX4_uc003yaw.1_Missense_Mutation_p.T2568INM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Homeobox 3. 15ACCACGATCACCCCGGAACAG0.423

- 6 1008 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0CAGGGACTGGGAAGGTGAGAC0.537 rs147777181

- 7 1142 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMANCytoplasmic (Potential). 0CGTGAGCATGGTATCCACTGC0.592

- 2 109FABP12_uc003ycg.3_RNANM_001105281 NP_001098751 A6NFH5 FBP12_HUMAN 0GTGGGTTTTGCCAAACGGCCC0.368

- 1 52 NM_001010893 NP_001010893 Q5PT55 NTCP5_HUMAN 0ATCCTTGCTTCTTCTATAGTC0.299

- 7 651CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Splice_Site_p.V151_splice|CA1_uc003ydi.2_Splice_Site_p.V151_spliceNM_001738 NP_001729 P00915 CAH1_HUMAN 2CCTCACCAACCTGGAGATTTA0.333

+ 10 1404WWP1_uc010mai.2_Missense_Mutation_p.T151INM_007013 NP_008944 Q9H0M0 WWP1_HUMAN WW 1. 2ACTCGAACTACCACATGGGAG0.318

- 10 1149CNGB3_uc010maj.2_Missense_Mutation_p.A230VNM_019098 NP_061971 Q9NQW8 CNGB3_HUMANHelical; Name=H4; (Potential). 3ATAAACACAGGCATTAATGTG0.378

- 1 1100 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN WD 2. 1GTGTAGCAGTCCTGGCCCACG0.562

- 1 988 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN WD 1. 1CCCTCAAGTCCCACAGCTTGA0.498

- 2 481MMP16_uc003yec.2_Missense_Mutation_p.E67KNM_005941 NP_005932 P51512 MMP16_HUMAN 8TGCATGGTCTCTGCAGAGCGC0.458

- 1 326 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0TTACCTCTGGGGCTGCTTTCT0.562

+ 6 861SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Missense_Mutation_p.V195I|SLC26A7_uc003yfa.2_Missense_Mutation_p.V195INM_052832 NP_439897 Q8TE54 S26A7_HUMANExtracellular (Potential). 2GACTTCACAAGTCAAATATCT0.438

- 10 1528RUNX1T1_uc003yfc.1_Missense_Mutation_p.E455K|RUNX1T1_uc003yfe.1_Missense_Mutation_p.E445K|RUNX1T1_uc010mao.2_Missense_Mutation_p.E455K|RUNX1T1_uc011lgi.1_Missense_Mutation_p.E493K|RUNX1T1_uc010man.1_Missense_Mutation_p.E107K|RUNX1T1_uc003yfb.1_Missense_Mutation_p.E445KNM_175634 NP_783552 Q06455 MTG8_HUMAN 16TTGGCCCTCTCTGTTGTGATC0.622

- 10 1495RUNX1T1_uc003yfc.1_Missense_Mutation_p.A444T|RUNX1T1_uc003yfe.1_Missense_Mutation_p.A434T|RUNX1T1_uc010mao.2_Missense_Mutation_p.A444T|RUNX1T1_uc011lgi.1_Missense_Mutation_p.A482T|RUNX1T1_uc010man.1_Missense_Mutation_p.A96T|RUNX1T1_uc003yfb.1_Missense_Mutation_p.A434TNM_175634 NP_783552 Q06455 MTG8_HUMAN 16TTCCGCTCCGCCTCAGACACG0.627

- 3 2229 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0GTCCTCCTCTGGGGGCCGTCT0.627

- 3 1466 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN RRM 3. 0TCCTCAGCAAGAAGAAAGTCT0.373

+ 13 1423TMEM67_uc010mat.1_Missense_Mutation_p.R366Q|TMEM67_uc010maw.2_Missense_Mutation_p.R157Q|TMEM67_uc003yga.3_Missense_Mutation_p.R370QNM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2GTAAGTGGACGAGAAAATGAC0.348 rs75165625

+ 13 1450TMEM67_uc010mat.1_Missense_Mutation_p.R375K|TMEM67_uc010maw.2_Missense_Mutation_p.R166K|TMEM67_uc003yga.3_Missense_Mutation_p.R379KNM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2ACTCAGCCAAGAGTAATTCGA0.368

- 13 3080KIAA1429_uc003ygp.2_Missense_Mutation_p.G1023S|KIAA1429_uc010maz.1_RNANM_015496 NP_056311 Q69YN4 VIR_HUMAN 2AAGGATCCACCTCTCAGGAGT0.458

- 5 464KIAA1429_uc003ygp.2_Missense_Mutation_p.P151SNM_015496 NP_056311 Q69YN4 VIR_HUMAN Pro-rich. 2CTTGGTTGTGGCTGGGGAggt0.299

+ 9 1184INTS8_uc003yha.1_Missense_Mutation_p.S353N|INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_Missense_Mutation_p.S180NNM_017864 NP_060334 Q75QN2 INT8_HUMAN TPR 2. 0TTAACCTTGAGTTTACCTGTC0.333

- 6 947MTERFD1_uc003yhr.1_Missense_Mutation_p.S169N|MTERFD1_uc010mbd.1_Missense_Mutation_p.S290NNM_015942 NP_057026 Q96E29 MTER1_HUMAN 1GGGTTCCAGACTTCCAGTTAG0.373

+ 8 1574 NM_016134 NP_057218 Q9Y646 PGCP_HUMAN 1AGAAATGCTGCCTAGGTCCTA0.438

- 3 267 NM_005836 NP_005827 P52758 UK114_HUMAN 1GTTTTTAAGAGCCTGTGAACC0.333

+ 8 1166POP1_uc011lgv.1_Missense_Mutation_p.A356T|POP1_uc003yik.2_Missense_Mutation_p.A356TNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CATCAAATCAGCTGTCTGCAT0.363

- 4 439STK3_uc003yio.2_Missense_Mutation_p.E128K|STK3_uc010mbm.1_Missense_Mutation_p.E100KNM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4CCACAGTACTCCATAACAATC0.303

+ 25 3952VPS13B_uc003yiw.2_Missense_Mutation_p.P1281S|VPS13B_uc003yiu.1_Missense_Mutation_p.P1281S|VPS13B_uc003yix.1_Missense_Mutation_p.P751SNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20CACATGCAGCCCATCTGCTGA0.443

+ 57 11087VPS13B_uc003yiw.2_Missense_Mutation_p.S3634INM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20ATTCTTGGCAGCCCTGCAAGC0.557

+ 57 11188VPS13B_uc003yiw.2_Missense_Mutation_p.V3668INM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20CGTGAGTGGCGTCTCCAGAGG0.542

- 9 1650RGS22_uc003yja.1_Nonsense_Mutation_p.W304*|RGS22_uc003yjc.1_Nonsense_Mutation_p.W473*|RGS22_uc011lgz.1_RNA|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7GCTCTTCATTCCACTGTGATC0.308

- 2 2005FBXO43_uc003yje.2_Missense_Mutation_p.T397I|FBXO43_uc010mbp.1_Missense_Mutation_p.T431INM_001029860 NP_001025031 Q4G163 FBX43_HUMAN 2TAAGCTAAAGGTCAAATCCCC0.438

- 11 2322RNF19A_uc003yjk.1_Missense_Mutation_p.A669TNM_015435 NP_056250 Q9NV58 RN19A_HUMANInteraction with CASR. 4TTTTTCCCTGCTGTTGCTTCT0.458

- 7 1466PABPC1_uc011lhc.1_Missense_Mutation_p.T289I|PABPC1_uc011lhd.1_Missense_Mutation_p.T276I|PABPC1_uc003yjt.1_Missense_Mutation_p.T318I|PABPC1_uc003yju.2_RNANM_002568 NP_002559 P11940 PABP1_HUMAN RRM 4. 0CTTTGCACTAGTGATTGTACC0.294

- 3 459ZNF706_uc003ykb.2_Missense_Mutation_p.A15VNM_001042510 NP_001035975 Q9Y5V0 ZN706_HUMAN 2TTGCTTTTTGGCATTTTTCTG0.413

+ 2 524GRHL2_uc010mbt.1_Missense_Mutation_p.G65D|GRHL2_uc011lhi.1_Missense_Mutation_p.G65DNM_024915 NP_079191 Q6ISB3 GRHL2_HUMANTranscription activation. 3GCTGCCCTCGGCCTGCTCTAT0.527

- 2 724NCALD_uc003ykf.2_Missense_Mutation_p.A119T|NCALD_uc003ykg.2_Missense_Mutation_p.A119T|NCALD_uc003ykh.2_Missense_Mutation_p.A119T|NCALD_uc003yki.2_Missense_Mutation_p.A119T|NCALD_uc003ykj.2_Missense_Mutation_p.A119T|NCALD_uc003ykk.2_Missense_Mutation_p.A119T|NCALD_uc003ykl.2_Missense_Mutation_p.A119TNM_032041 NP_114430 P61601 NCALD_HUMANEF-hand 3.|2 (Potential). 0AGCATCTCTGCCTTGCTGATA0.488

- 5 726RRM2B_uc003yko.2_RNA|RRM2B_uc010mbv.1_Missense_Mutation_p.T109I|RRM2B_uc010mbw.1_Intron|RRM2B_uc010mbx.1_Intron|RRM2B_uc010mby.1_IntronNM_015713 NP_056528 Q7LG56 RIR2B_HUMAN 2ATAGGGCATGGTTTCAATTGC0.274 rs72554098

- 52 7396UBR5_uc003yks.1_Missense_Mutation_p.E2455K|UBR5_uc003ykq.2_5'UTRNM_015902 NP_056986 O95071 UBR5_HUMAN 28GCTCCATTTTCCCTAAAAACA0.328

- 40 5630UBR5_uc003yks.1_Missense_Mutation_p.G1866ENM_015902 NP_056986 O95071 UBR5_HUMAN 28ATTTGGATGTCCAGGATCACC0.458

- 16 2029UBR5_uc003yks.1_Missense_Mutation_p.P666SNM_015902 NP_056986 O95071 UBR5_HUMAN 28TTGCCAACAGGAACATTCTTG0.398



+ 2 366ATP6V1C1_uc010mbz.2_Intron|ATP6V1C1_uc003yla.2_Missense_Mutation_p.P41S|ATP6V1C1_uc011lhl.1_IntronNM_001695 NP_001686 P21283 VATC1_HUMAN 0GTTCAATATTCCTGACTTAAA0.428

+ 5 1764FZD6_uc003yli.2_Missense_Mutation_p.V494I|FZD6_uc003ylj.2_Missense_Mutation_p.V494I|FZD6_uc011lhn.1_Missense_Mutation_p.V460I|FZD6_uc011lho.1_Missense_Mutation_p.V189I|FZD6_uc011lhp.1_Missense_Mutation_p.V439INM_003506 NP_003497 O60353 FZD6_HUMANHelical; Name=7; (Potential). 2TGTCTTCTGGGTTGGAAGCAA0.353

- 2 556SLC25A32_uc011lhr.1_5'UTRNM_030780 NP_110407 Q9H2D1 MFTC_HUMAN Solcar 1. 1TTTGGGGTTACTCCTTGATAA0.368

+ 10 1914DCAF13_uc003ylo.2_Missense_Mutation_p.R257QNM_015420 NP_056235 Q9NV06 DCA13_HUMAN 1GCTCGTCATCGACATCTACCA0.388

+ 17 2694RIMS2_uc003ylp.2_Missense_Mutation_p.P1078L|RIMS2_uc003ylw.2_Missense_Mutation_p.P892L|RIMS2_uc003ylq.2_Missense_Mutation_p.P892L|RIMS2_uc003ylr.2_Missense_Mutation_p.P917LNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15AGGTCTCATCCTCGTACTGGG0.418

- 7 2329LRP12_uc003ymb.2_Missense_Mutation_p.G726E|LRP12_uc003ylz.2_Missense_Mutation_p.G151ENM_013437 NP_038465 Q9Y561 LRP12_HUMANCytoplasmic (Potential). 0ACTTGATCGTCCTAATGTAAA0.463

- 5 712LRP12_uc003ymb.2_Missense_Mutation_p.P187L|LRP12_uc003ylz.2_5'FlankNM_013437 NP_038465 Q9Y561 LRP12_HUMANExtracellular (Potential). 0AGCAGTTGGAGGATTTGCTTC0.418

+ 3 285 NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5AGAGAAACCGGGGCAACCTGG0.443

+ 21 2407 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14CAAGACAATAGCAAGATTACT0.294

+ 38 5323 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANIPT/TIG 9.|Extracellular (Potential). 14GGAAACTGCACCTTTTCATAC0.448

+ 49 8149 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|PbH1 3. 14TATGAGGCTGGAATTGAGACT0.438

+ 5 606EBAG9_uc010mcn.1_RNA|EBAG9_uc003yng.2_Missense_Mutation_p.S124NNM_198120 NP_936056 O00559 RCAS1_HUMANCytoplasmic (Potential). 0CCAGATGGGAGCACAGGTTTC0.343

- 6 3679TRPS1_uc011lhy.1_Missense_Mutation_p.P1078S|TRPS1_uc003yny.2_Missense_Mutation_p.P1087S|TRPS1_uc010mcy.2_Missense_Mutation_p.P1074SNM_014112 NP_054831 Q9UHF7 TRPS1_HUMANMediates interaction with RNF4 (By similarity). 7TGTTTCGCAGGTCTCATGTAC0.438

- 6 3544TRPS1_uc011lhy.1_Missense_Mutation_p.H1033Y|TRPS1_uc003yny.2_Missense_Mutation_p.H1042Y|TRPS1_uc010mcy.2_Missense_Mutation_p.H1029YNM_014112 NP_054831 Q9UHF7 TRPS1_HUMANMediates interaction with RNF4 (By similarity). 7ATCCTTTTGTGAATATCCAGA0.448

- 5 674EIF3H_uc003yob.2_Nonsense_Mutation_p.W230*NM_003756 NP_003747 O15372 EIF3H_HUMAN 3TTTCAAGTTCCCACATTAGGA0.388

- 2 294EIF3H_uc003yob.2_Missense_Mutation_p.D104N|EIF3H_uc011lhz.1_Missense_Mutation_p.D90NNM_003756 NP_003747 O15372 EIF3H_HUMAN MPN. 3TCAGCATCATCCTCTGTGTGC0.428

- 11 1744 NM_006265 NP_006256 O60216 RAD21_HUMAN Pro-rich. 2ATCACAGGCTCTGGGTCAATT0.448

+ 2 400SLC30A8_uc010mcz.2_Missense_Mutation_p.S8F|SLC30A8_uc011lia.1_Missense_Mutation_p.S8F|SLC30A8_uc003yog.2_Missense_Mutation_p.S8FNM_173851 NP_776250 Q8IWU4 ZNT8_HUMANCytoplasmic (Potential). 4CACAGTGGCTCCAAGCCCACA0.507

+ 7 1189SLC30A8_uc010mcz.2_Missense_Mutation_p.A271V|SLC30A8_uc011lia.1_Missense_Mutation_p.A271V|SLC30A8_uc003yog.2_Missense_Mutation_p.A271VNM_173851 NP_776250 Q8IWU4 ZNT8_HUMANCytoplasmic (Potential). 4GCTCATGTTGCTACAGGTCAG0.428

- 1 1183 NM_000127 NP_000118 Q16394 EXT1_HUMANLumenal (Potential). 4GCCCTCGATGGCCGCTAGAAT0.493

- 2 199ENPP2_uc003yos.1_Missense_Mutation_p.G38E|ENPP2_uc010mdd.1_Missense_Mutation_p.G38ENM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7TTCCTCCCATCCTTCTGCTCT0.353

- 16 2131 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6GGGGAATCAGCACTGCAAGAA0.299

- 8 1286 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6AGTCAAAGGTGTCTCATCTAT0.353

- 7 1024 NM_024094 NP_076999 Q9BVC3 DCC1_HUMAN 1ATTCCTTCAGGAACACTCTGC0.403

+ 10 1392COL14A1_uc003yoy.2_Missense_Mutation_p.A54V|COL14A1_uc010mde.1_Missense_Mutation_p.A54VNM_021110 NP_066933 Q05707 COEA1_HUMANFibronectin type-III 2. 12TGGACTCATGCCCCAGGAAAT0.428

+ 2 172MRPL13_uc003ypa.2_5'Flank|MRPL13_uc010mdf.2_5'Flank|MTBP_uc003ypb.1_Missense_Mutation_p.A43T|MTBP_uc011lie.1_RNANM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3AGACTTCACAGCAGCAAATGT0.353

+ 22 2733 NM_022045 NP_071328 Q96DY7 MTBP_HUMANInteraction with MDM2 (By similarity). 3TGATTGACTGGGTATTAGAAA0.284

- 4 1688 NM_005328 NP_005319 Q92819 HAS2_HUMANHelical; Name=3; (Potential). 15GGAAAGAATCCAGTGATAATC0.448

- 2 742_743 NM_005328 NP_005319 Q92819 HAS2_HUMANCytoplasmic (Potential). 15TTCATTTTTCGGTGCTCCAAAA0.401

- 2 539 NM_005328 NP_005319 Q92819 HAS2_HUMAN 15CACAATGCATCTGTAATATAA0.313

+ 3 2788 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2CTGCGAAGAGGACTTGGAGAA0.537

+ 7 1055WDR67_uc011lig.1_Missense_Mutation_p.A322V|WDR67_uc011lih.1_Missense_Mutation_p.A212V|WDR67_uc003ypq.1_RNA|WDR67_uc003yps.1_Missense_Mutation_p.A35V|WDR67_uc003ypo.1_Missense_Mutation_p.A322V|WDR67_uc003ypr.2_RNANM_145647 NP_663622 Q96DN5 WDR67_HUMAN WD 5. 1CGGTACATTGCATCTATTATG0.348

+ 13 1205FAM91A1_uc011lik.1_Missense_Mutation_p.F382I|FAM91A1_uc011lil.1_Missense_Mutation_p.F140INM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2CGCATTCCTGTTTGACTCCAC0.383

+ 2 692 NM_007218 NP_009149 Q8WU17 RN139_HUMAN 1TTTTGGAATTGAGCTGCTTCC0.433

+ 2 1817 NM_007218 NP_009149 Q8WU17 RN139_HUMAN 1GTTTGAGTCGGGAAGTAAAAT0.368

+ 3 480NDUFB9_uc011lim.1_Missense_Mutation_p.S132NNM_005005 NP_004996 Q9Y6M9 NDUB9_HUMAN 2CGGAGGGAAAGCTGGGAACGA0.483

+ 3 442 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2GAGAATTGGGGAAATTTTATA0.423

+ 3 762 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN C2H2-type 3. 2TACCTCCCATCTTATTATCCA0.468

- 9 1477KIAA0196_uc011lir.1_Missense_Mutation_p.S235LNM_014846 NP_055661 Q12768 STRUM_HUMAN 2TGCATTACCTGAGTCTGCTGT0.473

+ 2 1108 NM_002467 NP_002458 P01106 MYC_HUMAN 6GTACCTGCAGGATCTGAGCGC0.667

- 11 1148FAM49B_uc003yst.2_Missense_Mutation_p.T200I|FAM49B_uc003ysu.2_Missense_Mutation_p.T200I|FAM49B_uc003ysv.2_Missense_Mutation_p.T54I|FAM49B_uc003ysw.2_Missense_Mutation_p.T200I|FAM49B_uc003ysx.2_Missense_Mutation_p.T200I|FAM49B_uc003ysy.1_Missense_Mutation_p.T200INM_016623 NP_057707 Q9NUQ9 FA49B_HUMAN 0ATCACTCAAGGTTTTCAGCAT0.393

- 28 3221ASAP1_uc003ysz.1_Splice_Site_p.G876_splice|ASAP1_uc011liw.1_Splice_Site_p.G1058_spliceNM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN 4TATTTTTCCCCTTAAAGAAAG0.363

- 9 2379ADCY8_uc010mds.2_IntronNM_001115 NP_001106 P40145 ADCY8_HUMANCytoplasmic (Potential). 6CACTTCATCCCTCATTTGAGA0.363

+ 8 1021 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5TGAATTTGCAGTTCACTGCTT0.284

+ 21 2469 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5AGAAATTTCAGAAAGCACCTT0.378

+ 10 1419PHF20L1_uc003yts.2_Missense_Mutation_p.P365L|PHF20L1_uc011lja.1_Missense_Mutation_p.P339L|PHF20L1_uc003ytu.1_RNANM_016018 NP_057102 A8MW92 P20L1_HUMAN 2TGTATAAAACCCCCTAAATCA0.413

+ 44 7687TG_uc010mdw.2_Missense_Mutation_p.G1308D|TG_uc011ljb.1_Missense_Mutation_p.G918D|TG_uc011ljc.1_Missense_Mutation_p.G682DNM_003235 NP_003226 P01266 THYG_HUMAN 15TCTCTGGGTGGCGAGGACTCA0.507



+ 4 696WISP1_uc003yuc.2_Missense_Mutation_p.G120D|WISP1_uc010meb.2_Missense_Mutation_p.G35D|WISP1_uc010mec.2_Intron|WISP1_uc010med.2_Intron|WISP1_uc003yud.2_IntronNM_003882 NP_003873 O95388 WISP1_HUMAN 2GATGCTGTGGGTGAGGTGGAG0.592

- 7 1418ST3GAL1_uc003yum.2_Missense_Mutation_p.E197KNM_173344 NP_775479 Q11201 SIA4A_HUMANLumenal (Potential). 0TCTCCCAGCTCCCGGAAGCTC0.582

- 11 3101ZFAT_uc011ljj.1_Missense_Mutation_p.A95T|ZFAT_uc003yun.2_Missense_Mutation_p.A964T|ZFAT_uc003yuo.2_Missense_Mutation_p.A964T|ZFAT_uc010meh.2_Missense_Mutation_p.A964T|ZFAT_uc010mei.2_RNA|ZFAT_uc003yuq.2_Missense_Mutation_p.A964T|ZFAT_uc010mej.2_Missense_Mutation_p.A914TNM_020863 NP_065914 Q9P243 ZFAT_HUMAN C2H2-type 17. 1GGCTTCTGGGCCGCTGTGTAG0.542

- 63 4883COL22A1_uc011ljo.1_Missense_Mutation_p.R759KNM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich. 13GTAGGCGAGTCTGGCTGTAAA0.557

- 36 3203COL22A1_uc011ljo.1_Missense_Mutation_p.G219DNM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 7. 13TCCGGGAGCACCCTGTTCAGA0.547

- 2 519TRAPPC9_uc003yvh.2_Missense_Mutation_p.R227C|TRAPPC9_uc003yvi.1_Missense_Mutation_p.R129CNM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2ACGTCGGTGCGCGGCTGCTCC0.567

- 25 2552PTK2_uc011ljp.1_Nonsense_Mutation_p.W82*|PTK2_uc003yvo.2_Nonsense_Mutation_p.W402*|PTK2_uc011ljq.1_Nonsense_Mutation_p.W469*|PTK2_uc003yvp.2_Nonsense_Mutation_p.W442*|PTK2_uc003yvq.2_Nonsense_Mutation_p.W300*|PTK2_uc003yvr.2_Nonsense_Mutation_p.W714*|PTK2_uc003yvs.2_Intron|PTK2_uc003yvt.2_Nonsense_Mutation_p.W796*|PTK2_uc003yvv.2_Nonsense_Mutation_p.W674*|PTK2_uc011ljr.1_Nonsense_Mutation_p.W774*NM_153831 NP_722560 Q05397 FAK1_HUMANInteraction with TGFB1I1. 6GTCTATGATTCCATGAATCTG0.458

+ 2 247DENND3_uc003yvw.1_Missense_Mutation_p.G3D|DENND3_uc003yvx.2_Missense_Mutation_p.G70D|DENND3_uc010mep.2_Missense_Mutation_p.G3DNM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1CAAATGGCCGGTGCCAACTGC0.532

+ 12 1791DENND3_uc010mep.2_Splice_Site_p.V466_splice|DENND3_uc003yvz.1_Splice_Site_p.V189_spliceNM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1AGCAGCGCAGGTGAGGGCTGC0.617

- 4 615TSNARE1_uc011lju.1_Missense_Mutation_p.R166H|TSNARE1_uc003ywj.2_Missense_Mutation_p.R166H|TSNARE1_uc003ywl.3_IntronNM_145003 NP_659440 Q96NA8 TSNA1_HUMAN 0CTGCAGGATGCGGCTCCACAC0.662

- 3 249TSNARE1_uc011lju.1_Missense_Mutation_p.P44L|TSNARE1_uc003ywj.2_Missense_Mutation_p.P44L|TSNARE1_uc003ywl.3_IntronNM_145003 NP_659440 Q96NA8 TSNA1_HUMAN 0CGACGGGCAGGGGAAATGGCG0.617

+ 20 3317 NM_001702 NP_001693 O14514 BAI1_HUMANCytoplasmic (Potential). 8GGCCACCTCCGGAACCGCCTC0.657

+ 2 94 NM_002066 NP_002057 Q99445 GML_HUMAN 2TGAAGTGATGCTCCTCTTTGC0.577

- 1 93CYP11B1_uc003yxj.2_Missense_Mutation_p.A29V|CYP11B1_uc010mey.2_Missense_Mutation_p.A29VNM_000497 NP_000488 P15538 C11B1_HUMAN 3GGGGACCCGGGCGGCTCTCGT0.647

+ 4 849 ZFP41_uc003yxv.2_RNANM_138465 NP_612474 P10075 GLI4_HUMAN C2H2-type 3. 0TCGCACTTCACGCAGCACCTG0.682

- 5 3344FAM83H_uc010mfk.1_RNANM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3GCGGAAGATGGCTGAACACTT0.711

- 1 4365 NM_031308 NP_112598 P58107 EPIPL_HUMAN 2CTTCATGGCCCTCAGAGCCAC0.627

- 32 13597PLEC_uc003zab.1_Missense_Mutation_p.G4339D|PLEC_uc003zac.1_Missense_Mutation_p.G4343D|PLEC_uc003zad.2_Missense_Mutation_p.G4339D|PLEC_uc003zae.1_Missense_Mutation_p.G4307D|PLEC_uc003zag.1_Missense_Mutation_p.G4317D|PLEC_uc003zah.2_Missense_Mutation_p.G4325D|PLEC_uc003zaj.2_Missense_Mutation_p.G4366DNM_201380 NP_958782 Q15149 PLEC_HUMANGlobular 2.|Plectin 30. 9GTCCACCAGGCCCTTGTTGAC0.667

- 31 6903PLEC_uc003zab.1_Missense_Mutation_p.R2108W|PLEC_uc003zac.1_Missense_Mutation_p.R2112W|PLEC_uc003zad.2_Missense_Mutation_p.R2108W|PLEC_uc003zae.1_Missense_Mutation_p.R2076W|PLEC_uc003zag.1_Missense_Mutation_p.R2086W|PLEC_uc003zah.2_Missense_Mutation_p.R2094W|PLEC_uc003zaj.2_Missense_Mutation_p.R2135WNM_201380 NP_958782 Q15149 PLEC_HUMANCentral fibrous rod domain.|Potential. 9ACCTGCCGCCGGGACTGCGCC0.756

- 2 735PLEC_uc003zab.1_Missense_Mutation_p.V52I|PLEC_uc003zac.1_Missense_Mutation_p.V56I|PLEC_uc003zad.2_Missense_Mutation_p.V52I|PLEC_uc003zae.1_Missense_Mutation_p.V20I|PLEC_uc003zag.1_Missense_Mutation_p.V30I|PLEC_uc003zah.2_Missense_Mutation_p.V38I|PLEC_uc003zaj.2_Missense_Mutation_p.V79INM_201380 NP_958782 Q15149 PLEC_HUMANCH 1.|Globular 1.|Actin-binding. 9TGCTTGTTGACCCACTTGGTG0.642

+ 2 539GRINA_uc003zao.1_Missense_Mutation_p.P125S|GRINA_uc003zap.1_Missense_Mutation_p.P125SNM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN Pro-rich. 1AGGACAAGACCCTGACTGTGA0.677

- 14 2001OPLAH_uc003zas.1_5'FlankNM_017570 NP_060040 O14841 OPLA_HUMAN 0ACCACTGCGGCCGGTGCCCCG0.672

- 14 1995OPLAH_uc003zas.1_5'FlankNM_017570 NP_060040 O14841 OPLA_HUMAN 0GCGGCCGGTGCCCCGCACTCG0.667

+ 7 1110GPAA1_uc003zav.1_Missense_Mutation_p.A212T|GPAA1_uc003zaw.1_Missense_Mutation_p.A274TNM_003801 NP_003792 O43292 GPAA1_HUMANLumenal (Potential). 0TGACCTGGTGGCAGTGGGCAA0.637

- 6 1335SHARPIN_uc003zbb.2_RNANM_030974 NP_112236 Q9H0F6 SHRPN_HUMANUbiquitin-like.|Interaction with SHANK1 (By similarity). 1CCCGTAAGAGGCAAGGCTGCG0.637

+ 8 938HEATR7A_uc003zbg.2_Missense_Mutation_p.S234N|HEATR7A_uc003zbh.3_Missense_Mutation_p.S234N|HEATR7A_uc003zbi.3_Missense_Mutation_p.S234N|HEATR7A_uc011lla.1_Missense_Mutation_p.S234N|HEATR7A_uc010mft.2_Missense_Mutation_p.S234NNM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN 0TGGCTGCAGAGTCGAGAAGCC0.612

+ 10 1118HEATR7A_uc003zbg.2_Missense_Mutation_p.A294V|HEATR7A_uc003zbh.3_Missense_Mutation_p.A294V|HEATR7A_uc003zbi.3_Missense_Mutation_p.A294V|HEATR7A_uc011lla.1_Missense_Mutation_p.A294V|HEATR7A_uc010mft.2_Missense_Mutation_p.A294VNM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN 0CTCGAGGCAGCTGTGAGTGTG0.657

+ 11 1474 HSF1_uc003zbu.3_RNANM_005526 NP_005517 Q00613 HSF1_HUMANTransactivation domain. 0CTTGACAGCAGCCTGGCCAGT0.622

- 9 1040DGAT1_uc010mfv.2_IntronNM_012079 NP_036211 O75907 DGAT1_HUMANLumenal (Potential). 0AAGGTGGGGGCGAAGAGGAAG0.622 rs144983092

- 5 797C8ORFK29_uc011llb.1_5'Flank|C8ORFK29_uc010mfw.2_5'Flank|C8ORFK29_uc003zby.3_5'Flank|FBXL6_uc003zbz.2_5'UTR|FBXL6_uc003zca.2_Splice_Site_p.V252_splice|FBXL6_uc010mfx.2_Splice_Site_p.V19_splice|GPR172A_uc003zcc.1_5'Flank|GPR172A_uc003zcd.1_5'Flank|GPR172A_uc003zce.1_5'Flank|GPR172A_uc010mfy.1_5'Flank|GPR172A_uc003zcf.1_5'Flank|GPR172A_uc011llc.1_5'FlankNM_012162 NP_036294 Q8N531 FBXL6_HUMAN 2TGGACTCCACCTGGGGCCCCA0.622

+ 5 401ADCK5_uc003zcg.2_Splice_Site|ADCK5_uc003zci.2_5'FlankNM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1GGTCAGAACAGCCCAGGCTAC0.657

- 18 1781 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1GTGTCTGCGGCCGTCGTCGTC0.682

- 14 1438 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1AGCTGTGTTCCCGACTGGGCC0.662

- 16 1985 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0CATGGCCCTGGCCTTCTGCCG0.672

- 11 1352 NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0GGCCTCCTGGGGCTGCAGCCT0.507

+ 4 431GPT_uc011llj.1_Missense_Mutation_p.P92S|GPT_uc003zdh.3_Missense_Mutation_p.P92SNM_005309 NP_005300 P24298 ALAT1_HUMAN 2CTGTGTTAACCCTGATCTTCT0.647

+ 4 1218LRRC14_uc003zdl.1_Missense_Mutation_p.G358S|LRRC14_uc003zdo.2_5'FlankNM_014665 NP_055480 Q15048 LRC14_HUMAN LRR 3. 0ACCCTTCCAGGGTCTGTTGCA0.597

- 4 236ZNF34_uc010mgb.2_5'UTR|ZNF34_uc003zdx.3_Missense_Mutation_p.S24FNM_030580 NP_085057 Q8IZ26 ZNF34_HUMAN KRAB. 0TTCCTCCCGGGAGAGGTACAC0.652

+ 5 1333ZNF7_uc010mge.2_Missense_Mutation_p.S410N|ZNF7_uc011lln.1_Missense_Mutation_p.S303N|ZNF7_uc003zeh.2_Intron|ZNF7_uc003zek.3_Missense_Mutation_p.S303N|COMMD5_uc003zel.1_IntronNM_003416 NP_003407 P17097 ZNF7_HUMAN 4GACAGTCCAAGCCTTGTTGCA0.493

+ 5 2094ZNF7_uc010mge.2_Nonsense_Mutation_p.Q664*|ZNF7_uc011lln.1_Nonsense_Mutation_p.Q557*|ZNF7_uc003zeh.2_Intron|ZNF7_uc003zek.3_Nonsense_Mutation_p.Q557*|COMMD5_uc003zel.1_IntronNM_003416 NP_003407 P17097 ZNF7_HUMAN C2H2-type 14. 4AATTATACACCAGAGAATTCA0.408

- 6 1408COMMD5_uc010mgf.2_Intron|ZNF250_uc003zer.3_Missense_Mutation_p.A426T|ZNF250_uc010mgg.2_Missense_Mutation_p.A426TNM_021061 NP_066405 P15622 ZN250_HUMAN C2H2-type 9. 0TGAACGAAGGCCTTCCCACAT0.572

- 1 479 NM_207305 NP_997188 Q12950 FOXD4_HUMAN 1GCAACCCCGCCCCACCGGGCC0.697

+ 35 4488DOCK8_uc010mgu.2_Missense_Mutation_p.G761E|DOCK8_uc010mgv.2_Missense_Mutation_p.G1359E|DOCK8_uc003zgk.2_Missense_Mutation_p.G917ENM_203447 NP_982272 Q8NF50 DOCK8_HUMAN DHR-2. 6AGCCTGCTGGGAGGTGTTCTG0.527

+ 7 907KANK1_uc003zgm.2_Nonsense_Mutation_p.W86*|KANK1_uc003zgn.1_Nonsense_Mutation_p.W86*|KANK1_uc003zgo.1_Nonsense_Mutation_p.W86*|KANK1_uc003zgp.1_Nonsense_Mutation_p.W86*|KANK1_uc003zgq.2_5'UTR|KANK1_uc003zgr.1_5'UTR|KANK1_uc003zgs.1_5'UTRNM_015158 NP_055973 Q14678 KANK1_HUMAN 4AAGGTATATGGACTTCCACTG0.493

+ 12 4083KANK1_uc003zgn.1_Missense_Mutation_p.A1145V|KANK1_uc003zgs.1_Missense_Mutation_p.A987V|KANK1_uc010mgx.1_Missense_Mutation_p.A123V|KANK1_uc010mgy.1_Missense_Mutation_p.A57V|KANK1_uc003zgt.1_Missense_Mutation_p.A57VNM_015158 NP_055973 Q14678 KANK1_HUMAN 4GCTTTTGAGGCCATTTCCCCA0.552

- 3 218KIAA0020_uc010mhc.1_Missense_Mutation_p.A40V|KIAA0020_uc003zhq.1_Missense_Mutation_p.A41VNM_014878 NP_055693 Q15397 K0020_HUMAN 1ACCTTCTTTAGCAACTTTCCT0.363

- 4 481RFX3_uc010mhd.2_Missense_Mutation_p.V57M|RFX3_uc003zhs.1_Missense_Mutation_p.V57M|RFX3_uc003zht.1_Missense_Mutation_p.V57M|RFX3_uc010mhe.1_Missense_Mutation_p.V57MNM_134428 NP_602304 P48380 RFX3_HUMAN 4ACATACTGCACCTGAGCGGGA0.418



+ 7 1066RCL1_uc003zit.2_Missense_Mutation_p.V112I|RCL1_uc010mhk.1_Missense_Mutation_p.V112I|RCL1_uc010mhl.1_Missense_Mutation_p.V84INM_005772 NP_005763 Q9Y2P8 RCL1_HUMAN 0GGGAGCAGCAGTACTTCCAGA0.592

- 8 1459ERMP1_uc011lme.1_RNA|ERMP1_uc010mhs.1_Missense_Mutation_p.L83FNM_024896 NP_079172 Q7Z2K6 ERMP1_HUMANHelical; (Potential). 1GCTATAATGAGAACGGTAACA0.413

- 1 780 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3TCTGCTCCAGCATCATCTCCA0.597

+ 18 3048KDM4C_uc011lmj.1_RNA|KDM4C_uc003zkg.2_Missense_Mutation_p.A823V|KDM4C_uc011lmk.1_Missense_Mutation_p.A568V|KDM4C_uc011lml.1_Missense_Mutation_p.A510VNM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN PHD-type 2. 1GTCTCTGGAGCCTGCATCCAG0.522

- 23 2662PTPRD_uc003zkp.2_Intron|PTPRD_uc003zkq.2_Intron|PTPRD_uc003zkr.2_Intron|PTPRD_uc003zks.2_Intron|PTPRD_uc003zkl.2_Missense_Mutation_p.A651T|PTPRD_uc003zkm.2_Missense_Mutation_p.A638T|PTPRD_uc003zkn.2_Intron|PTPRD_uc003zko.2_IntronNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 4.|Extracellular (Potential). 22CCATCCACTGCAGTGTACTTG0.448

- 6 859MPDZ_uc010mhy.2_Missense_Mutation_p.G268R|MPDZ_uc010mhz.2_Missense_Mutation_p.G268R|MPDZ_uc011lmn.1_Missense_Mutation_p.G268R|MPDZ_uc003zlb.3_Missense_Mutation_p.G268RNM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 2. 6ATGCCAAATCCCAAACCAGAT0.388

+ 10 1456C9orf93_uc010mih.1_Missense_Mutation_p.V381I|C9orf93_uc003zme.2_Missense_Mutation_p.V288I|C9orf93_uc011lmu.1_Missense_Mutation_p.V381INM_173550 NP_775821 Q6TFL3 CI093_HUMAN Potential. 0ACAGAAGAAAGTAATTATAGA0.313

+ 24 4364DENND4C_uc011lnc.1_Missense_Mutation_p.P774L|DENND4C_uc011lnd.1_Missense_Mutation_p.P732L|DENND4C_uc003znr.2_Missense_Mutation_p.P732L|DENND4C_uc003zns.2_Missense_Mutation_p.P626LNM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2AGACCCAATCCTCCCCCTGTT0.353

+ 6 903ACER2_uc003znx.1_RNA|ACER2_uc003znz.1_Missense_Mutation_p.P200SNM_001010887 NP_001010887 Q5QJU3 ACER2_HUMANCytoplasmic (Potential). 2CAAGTTCTGGCCCAATGAGAA0.517

- 1 505SLC24A2_uc003zob.1_Missense_Mutation_p.A148VNM_020344 NP_065077 Q9UI40 NCKX2_HUMANHelical; (Potential). 3AATGGCTAAGGCTATGAACAT0.458

- 7 1547MLLT3_uc011lne.1_Missense_Mutation_p.E398K|MLLT3_uc011lnf.1_Missense_Mutation_p.E427K|MLLT3_uc003zof.2_Missense_Mutation_p.E231KNM_004529 NP_004520 P42568 AF9_HUMAN 3CTCTCCATTTCAGAGTCATTG0.453

- 1 497IFNA14_uc003zoo.1_IntronNM_002173 NP_002164 P05015 IFN16_HUMAN 1GACAACCTCCCAGGCACAAGG0.408

+ 2 931 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2CCAGAATGGACAAGAAGAACT0.408

- 4 650C9orf72_uc003zqr.1_Missense_Mutation_p.E185KNM_018325 NP_060795 Q96LT7 CI072_HUMAN 4GAAAGCAGTTCCATTACAGGA0.348

- 2 443C9orf72_uc003zqr.1_Missense_Mutation_p.L116FNM_018325 NP_060795 Q96LT7 CI072_HUMAN 4GTCTGTGGAAGTATAATTGAT0.363

- 6 960SUGT1P1_uc010mjq.1_Intron|NOL6_uc003zta.2_Missense_Mutation_p.D287N|NOL6_uc010mjv.2_Missense_Mutation_p.D287N|NOL6_uc011lob.1_Missense_Mutation_p.D227N|NOL6_uc003ztb.1_Missense_Mutation_p.D287NNM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2TGCTCACCATCCCCTGCAGGA0.612

- 29 3438UBAP2_uc011loc.1_Missense_Mutation_p.P1018S|UBAP2_uc011lod.1_Missense_Mutation_p.P842S|UBAP2_uc011loe.1_Missense_Mutation_p.P864S|UBAP2_uc003ztn.1_Missense_Mutation_p.P348S|UBAP2_uc003zto.1_Missense_Mutation_p.P348S|UBAP2_uc003ztp.1_Missense_Mutation_p.P348SNM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3CCGTAGGCAGGTTTGGAGGCT0.597

- 7 1231 NM_015397 NP_056212 Q5T6F0 DCA12_HUMAN 0ACATTCTCACGGCAATATGGC0.488

+ 7 1876IL11RA_uc011loq.1_Missense_Mutation_p.P174S|IL11RA_uc003zvj.2_Missense_Mutation_p.P174S|IL11RA_uc003zvk.2_Missense_Mutation_p.P174S|IL11RA_uc010mke.2_Missense_Mutation_p.P56S|IL11RA_uc003zvl.2_RNANM_004512 NP_004503 Q14626 I11RA_HUMANFibronectin type-III 1.|Extracellular (Potential). 1CCCACAGGATCCCCTAGGGGC0.602

+ 2 558C9orf131_uc003zvu.2_Missense_Mutation_p.P129S|C9orf131_uc003zvv.2_Missense_Mutation_p.P104S|C9orf131_uc003zvx.2_Missense_Mutation_p.P142SNM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0GACCAGCTTTCCTGTGAGGCA0.562

+ 2 1141C9orf131_uc003zvu.2_Missense_Mutation_p.T323I|C9orf131_uc003zvv.2_Missense_Mutation_p.T298I|C9orf131_uc003zvx.2_Missense_Mutation_p.T336INM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0TTCTGGGGAACCGTGGGATAC0.557

+ 2 1608C9orf131_uc003zvu.2_Missense_Mutation_p.P479S|C9orf131_uc003zvv.2_Missense_Mutation_p.P454S|C9orf131_uc003zvx.2_Missense_Mutation_p.P492SNM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0CCTTATGGAACCACACAGAAT0.507 rs147472233

+ 2 1719C9orf131_uc003zvu.2_Missense_Mutation_p.P516S|C9orf131_uc003zvv.2_Missense_Mutation_p.P491S|C9orf131_uc003zvx.2_Missense_Mutation_p.P529SNM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0GGCCCTCAGCCCACCCCCAGC0.522

- 7 1074CD72_uc003zxc.1_Splice_Site_p.R102_splice|CD72_uc010mkt.1_Splice_Site_p.R102_spliceNM_001782 NP_001773 P21854 CD72_HUMAN 0AACAAACTTACCTAGTGCGTT0.443

+ 11 1370CA9_uc003zxp.3_Missense_Mutation_p.T434INM_001216 NP_001207 Q16790 CAH9_HUMAN Cytoplasmic. 5AGAAGGGGAACCAAAGGGGGT0.552

+ 4 1115NPR2_uc010mlb.2_Missense_Mutation_p.R372KNM_003995 NP_003986 P20594 ANPRB_HUMANExtracellular (Potential). 3CAGGGACGAAGATATCACGGT0.493 rs144675513

+ 3 517CLTA_uc003zzd.2_Missense_Mutation_p.E119K|CLTA_uc003zze.2_Missense_Mutation_p.E119K|CLTA_uc011lpk.1_Missense_Mutation_p.E119K|CLTA_uc003zzf.1_RNANM_007096 NP_009027 P09496 CLCA_HUMANInvolved in binding clathrin heavy chain. 1AGAACAAATGGAACGCTTGGA0.428

+ 11 1634POLR1E_uc003zzy.1_Missense_Mutation_p.A387V|POLR1E_uc011lqk.1_Missense_Mutation_p.A316V|uc004aaa.2_5'FlankNM_022490 NP_071935 Q9GZS1 RPA49_HUMAN 0GTGTCTGTGGCCGCCGGCAGT0.552

+ 9 1155PIP5K1B_uc011lrq.1_Missense_Mutation_p.E284K|PIP5K1B_uc004agv.2_RNANM_003558 NP_003549 O14986 PI51B_HUMAN PIPK. 1CAAAGAGAAAGAGGAGGAGAC0.468

+ 47 6584VPS13A_uc004akp.3_Nonsense_Mutation_p.W2108*|VPS13A_uc004akq.3_Nonsense_Mutation_p.W2108*|VPS13A_uc004aks.2_Nonsense_Mutation_p.W2069*|VPS13A_uc004akt.2_Nonsense_Mutation_p.W448*NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10TGCATTTGTGGCCACCTATCC0.333

+ 6 1100CEP78_uc004aky.3_Missense_Mutation_p.A275V|CEP78_uc010mpp.2_Missense_Mutation_p.A275V|CEP78_uc011lsp.1_Missense_Mutation_p.A188VNM_032171 NP_115547 Q5JTW2 CEP78_HUMAN 1GGAGCAAAGGCTTTGCTAGAG0.388

+ 16 2294TLE4_uc004alc.2_Missense_Mutation_p.G457D|TLE4_uc010mpr.2_Missense_Mutation_p.G336D|TLE4_uc004ale.2_Missense_Mutation_p.G94D|TLE4_uc011lsq.1_Missense_Mutation_p.G425D|TLE4_uc010mps.2_Missense_Mutation_p.G381D|TLE4_uc004alf.2_Missense_Mutation_p.G396DNM_007005 NP_008936 O60756 BCE1_HUMAN 5AGCGCAGATGGTCAGATGCAG0.512

- 16 2342 NM_152573 NP_689786 Q8IZ41 RASEF_HUMAN 3TATGTTAGAACCATCTTTGGC0.373

- 3 942UBQLN1_uc004amw.2_Missense_Mutation_p.A123VNM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0ATTGCTTCCAGCTGTATTTGT0.373

- 8 1200GKAP1_uc004amz.2_Intron|GKAP1_uc011lsu.1_RNANM_025211 NP_079487 Q5VSY0 GKAP1_HUMAN 0 ATTATCTGTTCCATTATATTC0.294

- 18 4207KIF27_uc010mpw.2_Missense_Mutation_p.P1289S|KIF27_uc010mpx.2_Missense_Mutation_p.P1258SNM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5AGTTTTACAGGTGTGACACCA0.423

- 1 435C9orf64_uc004anc.2_IntronNM_032307 NP_115683 Q5T6V5 CI064_HUMAN 0TTGACCGCGGCCTCGTCGGCC0.627

+ 3 1420RMI1_uc004anr.3_Missense_Mutation_p.P338S|RMI1_uc004anp.3_Missense_Mutation_p.P338S|RMI1_uc004ans.3_Missense_Mutation_p.P338SNM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0GGAATTGCAACCATTGACTTT0.353

+ 15 1549DAPK1_uc004ape.2_Missense_Mutation_p.P471S|DAPK1_uc004apd.2_Missense_Mutation_p.P471S|DAPK1_uc011ltg.1_Missense_Mutation_p.P471S|DAPK1_uc011lth.1_Missense_Mutation_p.P208S|DAPK1_uc004apf.1_Missense_Mutation_p.P25SNM_004938 NP_004929 P53355 DAPK1_HUMAN ANK 3. 2CGGCTCAAATCCCAATATCCA0.547

+ 5 581 NR_027917 1ATGCTAAGTGGTGGGGATGAG0.478

+ 5 736SECISBP2_uc010mqn.1_Missense_Mutation_p.T219I|SECISBP2_uc004aqi.1_Missense_Mutation_p.T146I|SECISBP2_uc011ltk.1_Missense_Mutation_p.T218I|SECISBP2_uc004aqk.1_Missense_Mutation_p.T146I|SECISBP2_uc010mqo.1_5'UTR|SECISBP2_uc011ltl.1_Missense_Mutation_p.T151INM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3TTTGAATTTACCACACTGGAC0.408

- 12 1347SEMA4D_uc011ltm.1_Splice_Site_p.G259_splice|SEMA4D_uc011ltn.1_Splice_Site|SEMA4D_uc011lto.1_Splice_Site|SEMA4D_uc004aqp.1_Splice_Site_p.G257_spliceNM_006378 NP_006369 Q92854 SEM4D_HUMAN 2CCTGGTCCCCCTAAAACCCCA0.612

+ 10 1550SYK_uc004ara.2_Missense_Mutation_p.E426K|SYK_uc004arb.2_Missense_Mutation_p.E426K|SYK_uc004arc.2_Missense_Mutation_p.E449K|SYK_uc011ltr.1_RNA|SYK_uc011lts.1_RNA|SYK_uc011ltt.1_RNANM_003177 NP_003168 P43405 KSYK_HUMANProtein kinase. 5GCTGGTTATGGAGATGGCAGA0.527

- 9 2768 ROR2_uc004ari.1_IntronNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential).|Pro-rich. 20CTGGGCTTGGGGACCATCTGA0.652

- 3 432ROR2_uc004ari.1_Translation_Start_Site|ROR2_uc004ark.2_Missense_Mutation_p.T78MNM_004560 NP_004551 Q01974 ROR2_HUMANExtracellular (Potential).|Ig-like C2-type. 20CAGAATTGCCGTCTGGCCTTG0.547

- 14 1366SPTLC1_uc011ltv.1_Splice_Site_p.R443_spliceNM_006415 NP_006406 O15269 SPTC1_HUMAN 2CGTCAACTGACCTGGGAGGAG0.388

+ 3 1037WNK2_uc011lud.1_Missense_Mutation_p.A346V|WNK2_uc004atj.2_Missense_Mutation_p.A346V|WNK2_uc010mrc.1_Missense_Mutation_p.A346V|WNK2_uc010mrd.1_5'UTRNM_006648 NP_006639 Q9Y3S1 WNK2_HUMANProtein kinase. 12TTGGGCCTGGCCACTCTGAAA0.537



+ 3 175ZNF169_uc004aun.2_Missense_Mutation_p.T24A|ZNF169_uc004auo.2_Missense_Mutation_p.T24ANM_194320 NP_919301 Q14929 ZN169_HUMAN KRAB. 2TGTGGCCTTCACCCAGAAGGA0.547

+ 1 496C9orf3_uc011lui.1_RNA|C9orf3_uc004aux.1_Missense_Mutation_p.H121Y|C9orf3_uc004auy.2_Missense_Mutation_p.H121Y|C9orf3_uc004auz.1_Missense_Mutation_p.H121YNM_032823 NP_116212 Q8N6M6 AMPO_HUMAN 1CAACCAGGAACATGCTTCTGG0.388

- 23 4267PTCH1_uc010mrn.2_Missense_Mutation_p.S152F|PTCH1_uc010mro.2_Missense_Mutation_p.S1209F|PTCH1_uc010mrp.2_Missense_Mutation_p.S1209F|PTCH1_uc010mrq.2_Missense_Mutation_p.S1209F|PTCH1_uc004avl.3_Missense_Mutation_p.S1209F|PTCH1_uc010mrr.2_Missense_Mutation_p.S1294F|PTCH1_uc004avm.3_Missense_Mutation_p.S1359FNM_000264 NP_000255 Q13635 PTC1_HUMANCytoplasmic (Potential). 379GCCGGGCACGGAGCTGCCCAT0.697

- 2 640CDC14B_uc004awk.2_Missense_Mutation_p.S63N|CDC14B_uc004awl.2_RNA|CDC14B_uc004awi.2_Missense_Mutation_p.S26NNM_033331 NP_201588 O60729 CC14B_HUMAN A. 1CTTTGGTCTGCTGTAGAGAAT0.323

+ 2 287 TDRD7_uc011lux.1_IntronNM_014290 NP_055105 Q8NHU6 TDRD7_HUMANLotus/OST-HTH 1. 3CATAAGAATGGAGTAGCATTA0.448

+ 7 1171TDRD7_uc011lux.1_Missense_Mutation_p.V242INM_014290 NP_055105 Q8NHU6 TDRD7_HUMANLotus/OST-HTH 2. 3TACTGAGAAAGTACCTCTATC0.443

- 11 2588TBC1D2_uc004ayp.2_Missense_Mutation_p.S343N|TBC1D2_uc004ayq.2_Missense_Mutation_p.S803N|TBC1D2_uc004ayr.2_Missense_Mutation_p.S585N|TBC1D2_uc004ayo.3_Missense_Mutation_p.S803NNM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3GAGGATGTTGCTAATGAGACT0.552

- 2 835 ANKS6_uc004ayy.1_RNANM_173551 NP_775822 Q68DC2 ANKS6_HUMAN ANK 7. 2TCTACAAGGTCCCTGTGCTTG0.607

+ 8 992STX17_uc010msx.2_RNA|STX17_uc011lvd.1_RNANM_017919 NP_060389 P56962 STX17_HUMANVesicular (Potential). 1GATGGAGAAGCTCACTTCCAG0.438

+ 6 1172LPPR1_uc011lvi.1_Missense_Mutation_p.I234N|LPPR1_uc004bbc.2_Missense_Mutation_p.I258N|LPPR1_uc010mtc.2_Missense_Mutation_p.I242NNM_207299 NP_997182 Q8TBJ4 LPPR1_HUMANHelical; (Potential). 0TCGGACGTGATTGCTGGTTTC0.552

- 2 172MRPL50_uc011lvj.1_Missense_Mutation_p.E43KNM_019051 NP_061924 Q8N5N7 RM50_HUMAN 0TTTTTCTCTTCTACTGTCTCA0.408

+ 25 3775SMC2_uc004bbw.2_Missense_Mutation_p.D1163N|SMC2_uc011lvl.1_Missense_Mutation_p.D1163N|SMC2_uc004bbx.2_Missense_Mutation_p.D1163N|SMC2_uc004bby.2_RNANM_001042551 NP_001036016 O95347 SMC2_HUMAN 9CAAGTTTGTGGATGGTGTTTC0.348

- 1 440 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=4; (Potential). 0AAACCAGGACCCAACAGCCAT0.453

- 36 5172 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17GTTCTCTCCCTTTTGCAGGTT0.473

+ 11 7428ZNF462_uc010mto.2_Missense_Mutation_p.S2289N|ZNF462_uc004bda.2_Missense_Mutation_p.S2288N|ZNF462_uc011lvz.1_Missense_Mutation_p.S337N|uc004bdc.1_IntronNM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5AGCTCCAGCAGCGATGATGAG0.498

- 16 1936CTNNAL1_uc010mts.1_Missense_Mutation_p.A284T|CTNNAL1_uc010mtt.1_Missense_Mutation_p.A632T|CTNNAL1_uc004bdp.1_Missense_Mutation_p.A632T|CTNNAL1_uc004bdq.1_Missense_Mutation_p.A118TNM_003798 NP_003789 Q9UBT7 CTNL1_HUMAN 1AAACCCTCTGCAGCAAAAACC0.353

- 11 1672C9orf5_uc004bds.3_RNA|C9orf5_uc004bdr.3_Missense_Mutation_p.G539ENM_032012 NP_114401 Q9H330 CI005_HUMAN 1CACCTTATCTCCTAGAATTTT0.333

- 34 5868SVEP1_uc010mty.2_5'FlankNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7CATGAAACAGCTTAACAAAGG0.338

- 5 1173LPAR1_uc011lwm.1_Missense_Mutation_p.M307I|LPAR1_uc004bfb.2_Missense_Mutation_p.M306I|LPAR1_uc004bfc.2_Missense_Mutation_p.M306I|LPAR1_uc011lwn.1_Missense_Mutation_p.M288I|LPAR1_uc011lwo.1_Missense_Mutation_p.M307I|LPAR1_uc010mub.2_Missense_Mutation_p.M306INM_057159 NP_476500 Q92633 LPAR1_HUMANHelical; Name=7; (Potential). 2TGATGGGGTTCATGGCAGAGT0.522

- 43 5009 NM_001080398 NP_001073867 0TTCTTTTTCGGATTTCTCCTC0.423

+ 9 1324 NM_003358 NP_003349 Q16739 CEGT_HUMANLumenal (Potential). 1CTGTGTTTTTCAAAACTTGAT0.353

- 2 273ALAD_uc011lxe.1_Missense_Mutation_p.T24I|ALAD_uc004bhl.3_5'UTRNM_000031 NP_000022 P13716 HEM2_HUMAN 0ATTGAGGGTGGTGGTGGCTGT0.552

+ 7 908C9orf43_uc004bhp.2_Missense_Mutation_p.G171ENM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0GGTCTCTCTGGAAATCAGTCC0.448

+ 3 315RGS3_uc004bhr.2_5'Flank|RGS3_uc004bhs.2_5'FlankNM_144488 NP_652759 P49796 RGS3_HUMAN 3CACACCTTTGCCCAATTTTCT0.512

- 2 444AMBP_uc011lxk.1_Missense_Mutation_p.D2N|AMBP_uc010mvc.1_RNANM_001633 NP_001624 P02760 AMBP_HUMAN 1GTCATCCTGTCCATGATCTTC0.602

+ 8 2146COL27A1_uc004bii.2_RNA|COL27A1_uc010mvd.1_IntronNM_032888 NP_116277 Q8IZC6 CORA1_HUMANCollagen-like 2.|Pro-rich.|Triple-helical region. 4CTATCCTGGACCGGCAGGGCA0.672

+ 19 2711COL27A1_uc004bii.2_RNANM_032888 NP_116277 Q8IZC6 CORA1_HUMANCollagen-like 5.|Pro-rich.|Triple-helical region. 4GGGTTTCCCGGGCCCCCTGGA0.527

+ 51 4676COL27A1_uc004bii.2_RNANM_032888 NP_116277 Q8IZC6 CORA1_HUMANCollagen-like 15.|Pro-rich.|Triple-helical region. 4GGCATCCAGGGCCCTCGGGGG0.627

- 18 3797AKNA_uc004bin.3_Splice_Site_p.G468_splice|AKNA_uc004bio.3_Splice_Site_p.G681_splice|AKNA_uc004bip.3_Splice_Site_p.G1140_splice|AKNA_uc004bir.3_Splice_Site_p.G1221_splice|AKNA_uc004bis.3_Splice_Site_p.G1221_splice|AKNA_uc010mve.2_Splice_Site_p.G1102_spliceNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6TATTCGTGGCCTGGGGAAAGA0.507

- 10 2901DFNB31_uc004bix.2_Missense_Mutation_p.S400F|DFNB31_uc004biy.3_Missense_Mutation_p.S368F|DFNB31_uc004bja.3_Missense_Mutation_p.S750FNM_015404 NP_056219 Q9P202 WHRN_HUMAN 6CGAGAGGTGGGAGAGCGTAGA0.483

- 17 3097ASTN2_uc004bjr.1_Missense_Mutation_p.S995N|ASTN2_uc004bjt.1_Missense_Mutation_p.S948N|ASTN2_uc004bjp.1_Missense_Mutation_p.S92N|ASTN2_uc004bjq.1_Missense_Mutation_p.S51N|ASTN2_uc011lxr.1_Missense_Mutation_p.S51N|ASTN2_uc011lxs.1_Missense_Mutation_p.S51N|ASTN2_uc011lxt.1_Missense_Mutation_p.S51N|ASTN2_uc004bjv.1_Missense_Mutation_p.S51NNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential). 9TGGTGTGGGGCTCAGCTGCTC0.582

+ 2 178ASTN2_uc004bjr.1_Intron|ASTN2_uc004bjs.1_Intron|ASTN2_uc004bjt.1_Intron|TRIM32_uc004bjw.2_Missense_Mutation_p.S7FNM_001099679 NP_001093149 Q13049 TRI32_HUMAN 3GCAGCAGCTTCTCACCTGAAC0.537

- 29 3775 NM_001735 NP_001726 P01031 CO5_HUMAN 2GCAGTTGTTTCTACCATACGT0.403

- 18 2378C5_uc010mvm.1_Splice_Site_p.R783_spliceNM_001735 NP_001726 P01031 CO5_HUMAN 2AAGTATAATACCTTCTGGGAA0.388

- 16 2060C5_uc010mvm.1_Missense_Mutation_p.R677K|C5_uc010mvn.1_Missense_Mutation_p.R677KNM_001735 NP_001726 P01031 CO5_HUMAN 2TTGCAGCGTTCTTCTTGGCCT0.289

- 15 1979C5_uc010mvm.1_Missense_Mutation_p.G650E|C5_uc010mvn.1_Missense_Mutation_p.G650ENM_001735 NP_001726 P01031 CO5_HUMAN 2GAAGGTAAGTCCAGCTAGGTG0.448

+ 28 4748CEP110_uc010mvo.1_Missense_Mutation_p.V242M|CEP110_uc004blb.1_Missense_Mutation_p.V242M|CEP110_uc010mvp.1_IntronNM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0AGAATCTGAGGTGCTTCTTCA0.443

- 1 523OR1J2_uc004bmj.1_IntronNM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMANExtracellular (Potential). 2AAGTAGTGAGGGATGATGTGG0.527

- 1 722 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANHelical; Name=6; (Potential). 3GCAGAGGTGGGAACTGCAGGT0.547

+ 1 9 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMANExtracellular (Potential). 1CCATGGGAATGTCCAACCTGA0.413

+ 1 701 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMANCytoplasmic (Potential). 0TCTGCAGCCGGGAAGTGGAAG0.512

+ 1 604 NM_001001923 NP_001001923 Q8NGR4 OR5C1_HUMANHelical; Name=5; (Potential). 1CAATGAACTCCTTCTCTTCGC0.557

- 17 1705SCAI_uc004bpd.2_Missense_Mutation_p.T565A|SCAI_uc010mwu.2_RNANM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5ATAAATCTTGTGAGGAGCAAG0.343

- 2 516 NM_005347 NP_005338 P11021 GRP78_HUMAN 4GTTCTCGGGGTTGGAGGTGAG0.592

+ 3 371RALGPS1_uc011mab.1_Missense_Mutation_p.A35V|RALGPS1_uc011mac.1_Missense_Mutation_p.A35V|RALGPS1_uc004bqq.3_Missense_Mutation_p.A35VNM_014636 NP_055451 Q5JS13 RGPS1_HUMAN 1TGCGACTATGCCAGCAAGAGC0.547

+ 11 1057LRSAM1_uc010mxk.1_Missense_Mutation_p.P238S|LRSAM1_uc004brc.1_Missense_Mutation_p.P238S|LRSAM1_uc004brd.1_Missense_Mutation_p.P238SNM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN 0CCCTGATGGGCCCACGGACAG0.458

- 5 626FAM129B_uc004bri.2_Missense_Mutation_p.T129S|FAM129B_uc004brj.3_Missense_Mutation_p.T142SNM_022833 NP_073744 Q96TA1 NIBL1_HUMAN PH. 0TTTGCCGTGGTCCCTGTGGAG0.582



- 5 742ST6GALNAC6_uc004bsn.1_Missense_Mutation_p.P174L|ST6GALNAC6_uc011man.1_Intron|ST6GALNAC6_uc004bsp.1_Missense_Mutation_p.P208L|ST6GALNAC6_uc004bsq.1_Missense_Mutation_p.P174L|ST6GALNAC6_uc004bsr.2_Missense_Mutation_p.P174L|ST6GALNAC6_uc010mxp.1_RNANM_013443 NP_038471 Q969X2 SIA7F_HUMANLumenal (Potential). 0TTCCATGTTGGGGAACACCAG0.637

- 5 986ST6GALNAC4_uc004bst.2_Missense_Mutation_p.S153NNM_175039 NP_778204 Q9H4F1 SIA7D_HUMANLumenal (Potential). 0CCTGCAGTAGCTGTCGCTGAC0.647

- 2 669 NM_003863 NP_003854 O94777 DPM2_HUMAN 0TGTCCCCGTGGCCTGGAGAAA0.582

- 4 1158PTGES2_uc004btj.2_RNA|PTGES2_uc004btk.2_Missense_Mutation_p.A36V|PTGES2_uc004btl.2_Missense_Mutation_p.A36V|PTGES2_uc004btm.2_RNANM_025072 NP_079348 Q9H7Z7 PGES2_HUMANCytoplasmic (Potential). 0TCACGTCCTGGCCTCCTTCCC0.612

- 14 2417CIZ1_uc004btr.2_Missense_Mutation_p.D724N|CIZ1_uc004bts.2_Missense_Mutation_p.D723N|CIZ1_uc011maq.1_Missense_Mutation_p.D691N|CIZ1_uc004btu.2_Missense_Mutation_p.D672N|CIZ1_uc011mar.1_Missense_Mutation_p.D651N|CIZ1_uc011mas.1_Missense_Mutation_p.D808N|CIZ1_uc004btw.2_Missense_Mutation_p.D696N|CIZ1_uc004btv.2_Missense_Mutation_p.D752NNM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN Glu-rich. 4 tcttcttcatcctcatcatcc 0.403

- 18 1799GOLGA2_uc010mxw.2_Intron|GOLGA2_uc004buh.2_Missense_Mutation_p.E69KNM_004486 NP_004477 Q08379 GOGA2_HUMAN Potential. 1GTTACCGTTTCCTTCAGCTCG0.647

+ 7 1306CERCAM_uc004buy.1_Missense_Mutation_p.A225V|CERCAM_uc010mxz.2_Missense_Mutation_p.A225V|CERCAM_uc010mya.1_Missense_Mutation_p.A144VNM_016174 NP_057258 Q5T4B2 GT253_HUMAN 1CGCATGCAGGCCTCAGCTCAT0.617

- 1 1185NUP188_uc004bws.1_5'Flank|NUP188_uc004bwq.1_IntronNM_014908 NP_055723 Q9UPQ8 DOLK_HUMANCytoplasmic (Potential). 0GGAGGCCCAGGTGCCTGAGTC0.577

- 11 1736CRAT_uc004bxg.2_Missense_Mutation_p.S464F|CRAT_uc004bxk.3_Missense_Mutation_p.S464FNM_000755 NP_000746 P43155 CACP_HUMAN 1CGTGACGCTGGAGTCATCCAT0.517

+ 7 1390 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin EGF-like 4. 3AGACCCTGCACTTGCAATCCC0.557

+ 29 5053NUP214_uc004cah.2_Missense_Mutation_p.P1638S|NUP214_uc004cai.2_Missense_Mutation_p.P1078S|NUP214_uc010mzg.2_RNA|NUP214_uc011mcg.1_Missense_Mutation_p.P474S|NUP214_uc011mcf.1_Missense_Mutation_p.P425S|NUP214_uc010mzh.1_Missense_Mutation_p.P162S|NUP214_uc010mzi.1_Missense_Mutation_p.P162SNM_005085 NP_005076 P35658 NU214_HUMANPro/Ser/Thr-rich.|11 X 3 AA approximate repeats.|11 X 5 AA approximate repeats.|18 X 4 AA approximate repeats.16CTTTGCTCAGCCTCCTGCTGC0.602

+ 16 4565BAT2L1_uc004cao.3_Missense_Mutation_p.P862SNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0TGCTGACCTTCCCGAAGCCTC0.607

+ 26 5952BAT2L1_uc004cao.3_Missense_Mutation_p.S1323F|BAT2L1_uc004cap.3_Missense_Mutation_p.S111FNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0CTTCACACATCTCTGCAGGCA0.607

- 22 3005RAPGEF1_uc004cbb.2_Missense_Mutation_p.T977ANM_005312 NP_005303 Q13905 RPGF1_HUMAN Ras-GEF. 7TCGATCAGTGTGCAGTACTCG0.577

- 10 4939SETX_uc004cbj.2_Missense_Mutation_p.P1205S|SETX_uc010mzt.2_Missense_Mutation_p.P1205SNM_015046 NP_055861 Q7Z333 SETX_HUMAN 3GATGCAGGAGGAGGCAAGCCA0.408

- 4 449MED22_uc004cdd.2_Missense_Mutation_p.G72DNM_133640 NP_598395 Q15528 MED22_HUMAN 1CAGGGACTCGCCGGCTCGGAC0.493

- 4 322SURF1_uc004cdg.1_5'Flank|SURF2_uc004cdi.2_5'FlankNM_003172 NP_003163 Q15526 SURF1_HUMAN 2AGCCAGAACTCTGGACTCCAA0.582

- 13 1789SARDH_uc004ceo.2_Missense_Mutation_p.P552L|SARDH_uc011mdn.1_Missense_Mutation_p.P552L|SARDH_uc011mdo.1_Missense_Mutation_p.P384L|SARDH_uc004cen.2_5'UTRNM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0GTCGTGGTGGGGCGGGAAGGC0.677

- 3 552SARDH_uc004ceo.2_Missense_Mutation_p.E140K|SARDH_uc011mdn.1_Missense_Mutation_p.E140K|SARDH_uc011mdo.1_5'UTRNM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0AGTCCCGTCTCCTCCTCCAGC0.672

- 6 1079BRD3_uc004cex.2_Missense_Mutation_p.E297DNM_007371 NP_031397 Q15059 BRD3_HUMAN 8GCTGGGGCACCTCGCCGTCCT0.657

- 6 991BRD3_uc004cex.2_Missense_Mutation_p.S268LNM_007371 NP_031397 Q15059 BRD3_HUMAN 8CTTGGGGTCTGACAACGGCGG0.657

+ 2 242WDR5_uc004cez.2_Missense_Mutation_p.T24INM_017588 NP_060058 P61964 WDR5_HUMAN 0TCATCCGCCACTCAGAGCAAG0.612

+ 38 3388 NM_000093 NP_000084 P20908 CO5A1_HUMAN 11CGGCCCTCAGGTAAGCTCCAG0.647

+ 11 960KCNT1_uc011mdr.1_Missense_Mutation_p.G123S|KCNT1_uc010nbf.2_Missense_Mutation_p.G251S|KCNT1_uc004cgo.1_Missense_Mutation_p.G45SNM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4GGAGCGGGCGGGCGAGAACCT0.677

- 11 3676CAMSAP1_uc004cgq.3_Missense_Mutation_p.P1116S|CAMSAP1_uc010nbg.2_Missense_Mutation_p.P948SNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3CTCCTCAGAGGCTCCTCCACG0.617

- 9 1274CAMSAP1_uc004cgq.3_Missense_Mutation_p.R315K|CAMSAP1_uc010nbg.2_Missense_Mutation_p.R147KNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3CTGTTTCTGTCTCAGTGGCAA0.388

- 3 3148SEC16A_uc004chv.3_Intron|SEC16A_uc004chw.2_Missense_Mutation_p.A947T|SEC16A_uc010nbn.2_Missense_Mutation_p.A947T|SEC16A_uc010nbo.1_Missense_Mutation_p.A947TNM_014866 NP_055681 O15027 SC16A_HUMAN 0GCACTTCCTGCCTTACGATCC0.493

- 3 1594SEC16A_uc004chv.3_Missense_Mutation_p.P56S|SEC16A_uc004chw.2_Missense_Mutation_p.P429S|SEC16A_uc010nbn.2_Missense_Mutation_p.P429S|SEC16A_uc010nbo.1_Missense_Mutation_p.P429SNM_014866 NP_055681 O15027 SC16A_HUMAN 0CTGGGGCCTGGGAGAAGGGCC0.632

- 34 6235 NM_017617 NP_060087 P46531 NOTC1_HUMANANK 5.|Cytoplasmic (Potential). 856TCCAGCAGCACCTTGGCGGTC0.677

+ 18 2346MAMDC4_uc011mej.1_Missense_Mutation_p.P103SNM_206920 NP_996803 Q6UXC1 AEGP_HUMANMAM 5.|Extracellular (Potential). 7CTGGGGCCCCCCAACAGACCA0.662

- 9 1133NPDC1_uc004ckr.2_Intron|NPDC1_uc004cks.2_Missense_Mutation_p.E378K|NPDC1_uc004cku.2_Missense_Mutation_p.G335ENM_015392 NP_056207 Q9NQX5 NPDC1_HUMAN 0TTGCGCACCTCCATTTCCCCG0.682

- 11 1282 NM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0GCCCAGGGGTCCAGGTTCCCG0.493

- 6 1328ANAPC2_uc004clq.1_Missense_Mutation_p.V275MNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1TCACAGGCCACCTCCAGGATG0.632

- 26 3309C9orf167_uc011mew.1_Intron|PNPLA7_uc004cnd.1_Missense_Mutation_p.T257M|PNPLA7_uc004cne.1_Missense_Mutation_p.T257M|PNPLA7_uc011mfa.1_Missense_Mutation_p.T399M|PNPLA7_uc010ncj.1_Missense_Mutation_p.T1016MNM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN Patatin. 1CATCAAGGACGTCATGCCCTG0.602 rs151043513

+ 4 361ARRDC1_uc004cnt.2_5'UTR|ARRDC1_uc004cnu.2_RNA|ARRDC1_uc004cnv.2_Missense_Mutation_p.A59V|ARRDC1_uc004cnw.2_5'UTR|ARRDC1_uc004cnp.1_Missense_Mutation_p.A96V|ARRDC1_uc004cnq.1_Missense_Mutation_p.A96V|ARRDC1_uc011mfb.1_5'UTR|ARRDC1_uc004cnx.1_5'UTR|ARRDC1_uc004cny.2_5'FlankNM_152285 NP_689498 Q8N5I2 ARRD1_HUMAN 0CCAGCCACTGCACCCACGTCC0.627

+ 7 1275ARRDC1_uc004cnt.2_Missense_Mutation_p.L276F|ARRDC1_uc004cnu.2_RNA|ARRDC1_uc004cnv.2_Missense_Mutation_p.L381F|ARRDC1_uc004cnw.2_Missense_Mutation_p.L276F|ARRDC1_uc004cnp.1_Missense_Mutation_p.L401F|ARRDC1_uc004cnq.1_Missense_Mutation_p.L383F|ARRDC1_uc011mfb.1_Missense_Mutation_p.L276F|ARRDC1_uc004cnx.1_Missense_Mutation_p.L276F|ARRDC1_uc004cny.2_IntronNM_152285 NP_689498 Q8N5I2 ARRD1_HUMAN Pro-rich. 0CACCTTGATTCTTCCTCCAGA0.617

+ 3 624 uc004cof.1_Intron NM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential).|I. 6CACAAGGGCTCTTACCTGCGG0.592

+ 13 1391CSF2RA_uc011mhb.1_Missense_Mutation_p.P357S|CSF2RA_uc004cpq.2_Silent_p.S224S|CSF2RA_uc004cpn.2_Missense_Mutation_p.P357S|CSF2RA_uc004cpo.2_Missense_Mutation_p.P357S|CSF2RA_uc010ncu.2_RNA|CSF2RA_uc011mhc.1_Missense_Mutation_p.P224S|CSF2RA_uc004cpp.2_Intron|CSF2RA_uc010ncv.2_Missense_Mutation_p.P391S|CSF2RA_uc004cpr.2_Silent_p.S324SNM_001161529 NP_001155001 P15509 CSF2R_HUMANCytoplasmic (Potential).|Box 1 motif. 2GCGGCTGTTCCCGCCAGTTCC0.547

- 2 406SLC25A6_uc004cpu.2_RNANM_001636 NP_001627 P12236 ADT3_HUMAN 0GTGTGCTTGTCCACGCCCCCC0.612

- 2 1099DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Nonsense_Mutation_p.Q300*NM_004729 NP_004720 O96006 ZBED1_HUMAN 0AAGGCCTGCTGGATGCCGGCA0.632

+ 7 506CD99_uc010nda.2_Missense_Mutation_p.G95E|CD99_uc004cqn.2_RNA|CD99_uc004cqo.2_Missense_Mutation_p.G111ENM_002414 NP_002405 P14209 CD99_HUMANExtracellular (Potential). 1AGTGATGGTGGAGGCAGCCAC0.527

+ 3 293 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1AATGAAACGACTTTTGCCAAG0.552

+ 9 1342ARSF_uc004crf.1_Missense_Mutation_p.G374DNM_004042 NP_004033 P54793 ARSF_HUMAN 2GGCATGGGGGGCTGGGAAGGT0.413

+ 11 1786ARSF_uc004crf.1_Missense_Mutation_p.A522VNM_004042 NP_004033 P54793 ARSF_HUMAN 2CTGACACCTGCCACAGAGCCC0.532

- 5 5073 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8CCAGTGACGAGGTGACTGGGA0.458

- 5 5045 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8AAGTATCTGGAAGCGCTTTGT0.473

+ 4 674 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8AAGTCCAACAGCAGCATCGAC0.617



+ 4 1563 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8CACAGCTCTGGGCGGGATGCT0.677

+ 11 1363WWC3_uc010nds.2_Missense_Mutation_p.V53I|WWC3_uc010ndt.2_RNANM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4CCTGAGCTCGGTCAGCTTCAC0.672

+ 11 1493WWC3_uc010nds.2_Missense_Mutation_p.G96D|WWC3_uc010ndt.2_RNANM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4GAGCCCCCAGGCCCCTCGGGC0.662

+ 5 354ARHGAP6_uc004cup.1_Intron|ARHGAP6_uc004cuo.1_Intron|ARHGAP6_uc004cur.1_Intron|ARHGAP6_uc004cun.1_Intron|ARHGAP6_uc011mif.1_Intron|AMELX_uc004cus.2_Missense_Mutation_p.P110S|AMELX_uc004cuu.2_Missense_Mutation_p.P80SNM_001142 NP_001133 Q99217 AMELX_HUMAN 0GCCCGTGATCCCCCAGCAACC0.632

+ 13 1654MSL3_uc004cux.2_Missense_Mutation_p.P458S|MSL3_uc011mig.1_Missense_Mutation_p.P368S|MSL3_uc011mih.1_Missense_Mutation_p.P505S|MSL3_uc004cuy.2_Missense_Mutation_p.P351SNM_078629 NP_523353 Q8N5Y2 MS3L1_HUMAN 1CACCAAGAACCCCCGGGCAAT0.458

- 1 566 NM_001135995 NP_001129467 Q9H3M9 ATX3L_HUMAN Josephin. 6TGCAATTGAGGCTAATTCCAC0.423

+ 4 679OFD1_uc004cvr.3_5'UTR|OFD1_uc011mil.1_5'UTR|OFD1_uc004cvq.3_5'UTR|OFD1_uc010nen.2_Missense_Mutation_p.T106I|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Missense_Mutation_p.T106I|OFD1_uc004cvv.3_Missense_Mutation_p.T106INM_003611 NP_003602 O75665 OFD1_HUMAN 0AAGGTATTTACTATGCAGGAT0.284

+ 9 1380GLRA2_uc010neq.2_Missense_Mutation_p.R350C|GLRA2_uc004cwe.3_Missense_Mutation_p.R350C|GLRA2_uc011mio.1_Missense_Mutation_p.R261C|GLRA2_uc011mip.1_Missense_Mutation_p.R328CNM_001118885 NP_001112357 P23416 GLRA2_HUMANCytoplasmic (Probable). 2GGAGTTCCTGCGCCTCCGAAG0.483

- 4 511PIR_uc004cwv.2_Splice_Site_p.Q91_spliceNM_003662 NP_003653 O00625 PIR_HUMAN 1CTTGGCCATACCTGCAAATCT0.378

- 17 2353ACE2_uc004cxb.2_Missense_Mutation_p.P729SNM_021804 NP_068576 Q9BYF1 ACE2_HUMANExtracellular (Potential). 3CCAAGTGTTGGCTGTATCCCC0.468

- 13 1946ACE2_uc004cxb.2_Missense_Mutation_p.T593INM_021804 NP_068576 Q9BYF1 ACE2_HUMANExtracellular (Potential). 3TTTCAGCCAGGTAAATAAGGG0.448 rs140857723

+ 11 1106 NM_005089 NP_005080 Q15696 U2AFM_HUMAN 3GATCGGACTGGCTCCTCCTTT0.512

+ 4 1323NHS_uc011mix.1_Missense_Mutation_p.E350K|NHS_uc004cxy.2_Missense_Mutation_p.E173K|NHS_uc004cxz.2_Missense_Mutation_p.E152K|NHS_uc004cya.2_Missense_Mutation_p.E52KNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7GACGCCAGAGGAGAAGATGAA0.473

+ 6 3864NHS_uc011mix.1_Missense_Mutation_p.D1197N|NHS_uc004cxy.2_Missense_Mutation_p.D1020N|NHS_uc004cxz.2_Missense_Mutation_p.D999N|NHS_uc004cya.2_Missense_Mutation_p.D899NNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7CTCCACTGAAGACACCATACT0.403

+ 8 5091NHS_uc011mix.1_Missense_Mutation_p.A1606T|NHS_uc004cxy.2_Missense_Mutation_p.A1429T|NHS_uc004cxz.2_Missense_Mutation_p.A1408T|NHS_uc004cya.2_Missense_Mutation_p.A1308TNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7ACGTTCTCGGGCCCCTCCTGC0.582

- 3 874RAI2_uc004cyg.2_Missense_Mutation_p.P102S|RAI2_uc010nfa.2_Missense_Mutation_p.P102S|RAI2_uc004cyh.3_Missense_Mutation_p.P102S|RAI2_uc011miy.1_Missense_Mutation_p.P52SNM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2TTGAGCTCTGGTGCGGAGCTT0.622

- 4 260SCML2_uc004cyk.3_RNA|SCML2_uc010nfd.1_Missense_Mutation_p.W35R|SCML2_uc011miz.1_IntronNM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 1. 0TACTCCTCCCAGTGGAAATCA0.348

+ 12 2124CDKL5_uc004cyn.2_Missense_Mutation_p.G624DNM_003159 NP_003150 O76039 CDKL5_HUMAN 6AGAGCCAAGGGCTTGGATGGA0.512

- 7 408GPR64_uc004cyy.2_Missense_Mutation_p.L79F|GPR64_uc004cyz.2_Missense_Mutation_p.L82F|GPR64_uc004czb.2_Missense_Mutation_p.L82F|GPR64_uc004czc.2_Missense_Mutation_p.L66F|GPR64_uc004czd.2_Missense_Mutation_p.L58F|GPR64_uc004cze.2_Missense_Mutation_p.L66F|GPR64_uc004czf.2_Missense_Mutation_p.L58F|GPR64_uc004cza.2_Missense_Mutation_p.L74F|GPR64_uc004cyw.2_Missense_Mutation_p.L66F|GPR64_uc010nfj.2_Missense_Mutation_p.L66FNM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANExtracellular (Potential). 0TTTGAAGGGAGTAAGCTTAAA0.353

- 9 1786CXorf23_uc010nfn.2_RNA|CXorf23_uc011mjg.1_Intron|CXorf23_uc004czo.2_Nonsense_Mutation_p.Q575*NM_198279 NP_938020 A2AJT9 CX023_HUMAN 2TCTTTTCTCTGCGTAGTATAA0.323

- 9 706RPS6KA3_uc011mjk.1_Missense_Mutation_p.A207T|RPS6KA3_uc004czv.2_Missense_Mutation_p.A224T|RPS6KA3_uc011mjl.1_Missense_Mutation_p.A208T|RPS6KA3_uc011mjm.1_Missense_Mutation_p.A208TNM_004586 NP_004577 P51812 KS6A3_HUMANProtein kinase 1. 8ACTTCTGGAGCCATATACTCC0.388

+ 3 397CNKSR2_uc004czw.2_Missense_Mutation_p.P121S|CNKSR2_uc011mjn.1_Missense_Mutation_p.P121S|CNKSR2_uc011mjo.1_Missense_Mutation_p.P121SNM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2CCGAAAATTGCCAAACGACTT0.453

+ 11 1412PHEX_uc011mjr.1_Nonsense_Mutation_p.W403*|PHEX_uc011mjs.1_Nonsense_Mutation_p.W306*NM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3TGCCTCAATGGGACAAATGTG0.393

+ 7 1327ZFX_uc004dbd.1_Missense_Mutation_p.P357S|ZFX_uc010nfx.1_Missense_Mutation_p.P128S|ZFX_uc004dbe.2_Missense_Mutation_p.P357S|ZFX_uc011mjv.1_Missense_Mutation_p.P396S|ZFX_uc010nfy.1_Intron|ZFX_uc010nfz.2_Missense_Mutation_p.P60SNM_003410 NP_003401 P17010 ZFX_HUMAN 2AACCTTCATGCCGATTGCATG0.483

+ 9 2581ZFX_uc004dbe.2_3'UTR|ZFX_uc011mjv.1_Missense_Mutation_p.P814S|ZFX_uc010nfz.2_Missense_Mutation_p.P431SNM_003410 NP_003401 P17010 ZFX_HUMAN 2GAAAGACTATCCTCACCGGTG0.453

- 1 757 NM_001136233 NP_001129705 P0C7V6 F48B2_HUMAN 0CAGTCAGACTGCTCCTGCTGT0.498

+ 9 756POLA1_uc004dbm.2_Missense_Mutation_p.G251R|POLA1_uc004dbn.2_Missense_Mutation_p.G109RNM_016937 NP_058633 P09884 DPOLA_HUMAN 3GCAGGAGTCAGGGGCAATGGA0.463

+ 22 2371SCARNA23_uc004dbo.1_5'FlankNM_016937 NP_058633 P09884 DPOLA_HUMAN 3CTGATGGGTGGACGATCCGAG0.378

+ 2 229MAGEB6_uc010ngc.1_5'UTRNM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN 3GGTCTCACGGGTCCCCAGGCC0.567

- 1 1110 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN WD 4. 4GACTTTCTTATCATTTTCTCT0.423

- 3 712 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1CTGCTCTCAGAGGGAAAATCT0.428

- 3 338 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1ATTATAAGAGGCACAACTCCA0.443

- 35 5253DMD_uc004dcw.2_Nonsense_Mutation_p.W326*|DMD_uc004dcx.2_Nonsense_Mutation_p.W329*|DMD_uc004dcz.2_Nonsense_Mutation_p.W1547*|DMD_uc004dcy.1_Nonsense_Mutation_p.W1666*|DMD_uc004ddb.1_Nonsense_Mutation_p.W1662*|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMANSpectrin 11.|Interaction with SYNM (By similarity). 6AAGATTTAACCACTCTTCTGC0.413

+ 9 1250 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1CCTTCTGAGAGATGGATAGTA0.338

+ 1 1438 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3TCCCATCTCTGCCCGGAGCCT0.627

+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCCAGAGCCTCCTGAGACTGG0.617

+ 1 2193 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3ATCTCATCTCTGCCCGGAGCC0.637

+ 1 2239 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CGCCCAGAGCCTCCCAAGCCT0.632

+ 1 375LANCL3_uc004ddp.1_Missense_Mutation_p.E25KNM_198511 NP_940913 Q6ZV70 LANC3_HUMAN 0CCAGTGTGAGGAGGCGGTGGC0.716

- 4 650BCOR_uc004dep.3_Missense_Mutation_p.P120S|BCOR_uc004deo.3_Missense_Mutation_p.P120S|BCOR_uc004dem.3_Missense_Mutation_p.P120S|BCOR_uc004deq.3_Missense_Mutation_p.P120SNM_001123385 NP_001116857 Q6W2J9 BCOR_HUMAN 4TGCATCTCTGGATTTCTTTCC0.507

+ 3 349ATP6AP2_uc010nhc.2_RNA|ATP6AP2_uc011mkl.1_Missense_Mutation_p.V7M|ATP6AP2_uc011mkm.1_Missense_Mutation_p.V83M|ATP6AP2_uc011mkn.1_Missense_Mutation_p.V83MNM_005765 NP_005756 O75787 RENR_HUMANExtracellular (Potential). 0GGTGAAGGGAGTGAACAAACT0.443

+ 10 1852USP9X_uc004dfc.2_Missense_Mutation_p.P407SNM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6TCTTCATCAGCCACAGTATGT0.353

+ 18 3086USP9X_uc004dfc.2_Missense_Mutation_p.S818FNM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6TTCATTCAGTCTTGTTTTGAT0.353

+ 9 1672DDX3X_uc010nhf.1_Missense_Mutation_p.A257T|DDX3X_uc004dff.2_Missense_Mutation_p.A273T|DDX3X_uc011mkq.1_Missense_Mutation_p.A257T|DDX3X_uc011mkr.1_Missense_Mutation_p.A273T|DDX3X_uc011mks.1_Intron|DDX3X_uc004dfg.2_RNA|DDX3X_uc011mkt.1_RNANM_001356 NP_001347 O00571 DDX3X_HUMANNecessary for interaction with XPO1.|Helicase ATP-binding.6CTTGGTATTAGCACCAACGAG0.368

+ 14 2356DDX3X_uc004dff.2_Missense_Mutation_p.A501T|DDX3X_uc011mkq.1_Missense_Mutation_p.A485T|DDX3X_uc011mkr.1_Intron|DDX3X_uc011mks.1_Intron|DDX3X_uc004dfg.2_RNA|DDX3X_uc011mkt.1_RNANM_001356 NP_001347 O00571 DDX3X_HUMANHelicase C-terminal.|Necessary for interaction with XPO1.6TTTCCAGGTAGCAGCAAGAGG0.343

+ 3 838CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Missense_Mutation_p.G185E|GPR34_uc010nhg.2_Missense_Mutation_p.G185E|GPR34_uc004dfr.3_Missense_Mutation_p.G185ENM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANHelical; Name=4; (Potential). 1GCTCTTGGTGGATTCCTAACT0.353

+ 15 1626MAOA_uc011mkw.1_Missense_Mutation_p.P349LNM_000240 NP_000231 P21397 AOFA_HUMAN Cytoplasmic. 3TAGGACGTTCCAGCGGTAGAA0.493



- 4 661SLC9A7_uc004dgv.1_Missense_Mutation_p.G218ENM_032591 NP_115980 Q96T83 SL9A7_HUMANHelical; (Potential). 2AACAGCAGTCCCCAAGAAGGC0.388

+ 2 724 NM_006915 NP_008846 O75695 XRP2_HUMANC-CAP/cofactor C-like. 0TGACTTTACACCTGTGTCAGG0.423

+ 4 460 NM_003446 NP_003437 P51786 ZN157_HUMAN 0TCAAACATTGGATCAAAATGT0.348

- 4 1842ZNF41_uc004dhu.3_Missense_Mutation_p.P584L|ZNF41_uc004dht.3_Missense_Mutation_p.P464L|ZNF41_uc004dhv.3_Missense_Mutation_p.P560L|ZNF41_uc004dhw.3_Missense_Mutation_p.P552L|ZNF41_uc004dhy.3_Missense_Mutation_p.P550L|ZNF41_uc004dhx.3_Missense_Mutation_p.P550L|ZNF41_uc011mlm.1_Missense_Mutation_p.P464LNM_153380 NP_700359 P51814 ZNF41_HUMAN 3GCACTTATAGGGTTTCTCTCC0.418

- 4 673CFP_uc004dih.2_Missense_Mutation_p.A183T|CFP_uc004dii.1_Missense_Mutation_p.A119T|CFP_uc010nhu.2_Missense_Mutation_p.A183TNM_001145252 NP_001138724 P27918 PROP_HUMAN TSP type-1 2. 3GTGTCACAGGCCTCTGATTCC0.642

- 5 1136ELK1_uc010nhv.2_Missense_Mutation_p.A272T|ELK1_uc010nhw.2_Missense_Mutation_p.A162T|ELK1_uc004dil.3_IntronNM_001114123 NP_001107595 P19419 ELK1_HUMAN 2TCTGGCTCGGCCTTGGTGGTT0.657

- 4 278SLC38A5_uc004djk.3_5'FlankNM_033518 NP_277053 Q8WUX1 S38A5_HUMANCytoplasmic (Potential). 3TTGCTCCCAGGAGCAGGACCA0.592

+ 9 915FTSJ1_uc004djl.2_Missense_Mutation_p.G198S|FTSJ1_uc004djm.2_Missense_Mutation_p.G198S|FTSJ1_uc004djn.1_Missense_Mutation_p.G198S|FTSJ1_uc004djp.1_Missense_Mutation_p.G198S|FTSJ1_uc011mlw.1_Missense_Mutation_p.G61SNM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0TGTCTGTCAGGGCTATGACCC0.642

+ 6 1829TBC1D25_uc011mly.1_Missense_Mutation_p.P515L|TBC1D25_uc004dkb.1_Missense_Mutation_p.P319L|TBC1D25_uc011mlz.1_Missense_Mutation_p.P319L|TBC1D25_uc011mma.1_Missense_Mutation_p.P319L|TBC1D25_uc004dkc.1_Missense_Mutation_p.P319L|TBC1D25_uc011mmb.1_Missense_Mutation_p.P577L|TBC1D25_uc011mmc.1_Missense_Mutation_p.P319L|TBC1D25_uc011mmd.1_Missense_Mutation_p.P319LNM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1GAGGCCTCTCCCACTGGTGAT0.577

+ 8 1301WDR13_uc004dki.1_Splice_Site_p.R293_splice|WDR13_uc004dkj.1_Splice_Site_p.R385_splice|WDR13_uc004dkk.1_Splice_Site_p.R293_splice|WDR13_uc004dkl.3_Splice_Site_p.R293_spliceNM_017883 NP_060353 Q9H1Z4 WDR13_HUMAN 2TGCTCTACAGGTGGGTCCCCC0.597

+ 1 91 NM_000377 NP_000368 P42768 WASP_HUMAN 1AAGGCCCGGGGGCCGAGGAGC0.592

+ 3 796SUV39H1_uc011mmf.1_Missense_Mutation_p.D262N|SUV39H1_uc011mmg.1_RNANM_003173 NP_003164 O43463 SUV91_HUMAN SET. 0CTTCCGCACGGATGATGGGCG0.597

+ 5 520PQBP1_uc004dlf.2_Missense_Mutation_p.D111N|PQBP1_uc004dlg.2_Missense_Mutation_p.D111N|PQBP1_uc004dld.2_RNA|PQBP1_uc004dlh.2_Missense_Mutation_p.D111N|PQBP1_uc004dli.2_Missense_Mutation_p.D111N|PQBP1_uc004dlj.1_Missense_Mutation_p.D111N|PQBP1_uc004dln.2_Missense_Mutation_p.D111N|PQBP1_uc010nih.2_RNA|PQBP1_uc010nii.2_Missense_Mutation_p.D69N|PQBP1_uc004dlk.2_Intron|PQBP1_uc004dll.2_Intron|PQBP1_uc004dlm.2_Missense_Mutation_p.D69N|PQBP1_uc010nij.2_IntronNM_001032382 NP_001027554 O60828 PQBP1_HUMAN1-2.|5 X 7 AA approximate tandem repeats of D- R-[SG]-H-D-K-S.1TGACAAGTCGGACAGGGGCCA0.587

+ 4 647CCDC120_uc011mmq.1_Missense_Mutation_p.S35N|CCDC120_uc004dmf.2_Missense_Mutation_p.S47N|CCDC120_uc010nil.2_Missense_Mutation_p.S47N|CCDC120_uc011mmr.1_Missense_Mutation_p.S47N|CCDC120_uc011mms.1_Missense_Mutation_p.S35N|CCDC120_uc004dmg.1_3'UTRNM_033626 NP_296375 Q96HB5 CC120_HUMAN 1GAGGCCCTGAGCCTGAAACTT0.667

- 5 565PRICKLE3_uc011mmv.1_Missense_Mutation_p.T112I|PRICKLE3_uc011mmw.1_Missense_Mutation_p.T99I|PRICKLE3_uc011mmx.1_Missense_Mutation_p.T142I|PRICKLE3_uc011mmy.1_Missense_Mutation_p.T167INM_006150 NP_006141 O43900 PRIC3_HUMAN PET. 1CCCAGTGATGGTCACCGGGAA0.612

- 6 734SYP_uc011mmz.1_Missense_Mutation_p.P122S|SYP_uc004dna.1_Missense_Mutation_p.P234SNM_003179 NP_003170 P08247 SYPH_HUMANCytoplasmic (Potential). 3TGTTTCTCGGGGGCGCCGGGA0.711

- 4 592FOXP3_uc011mnb.1_Missense_Mutation_p.T135N|FOXP3_uc011mnc.1_Missense_Mutation_p.T135N|FOXP3_uc004dne.3_Missense_Mutation_p.T100N|FOXP3_uc010niq.1_Missense_Mutation_p.T100NNM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0AGTGGCGGTGGTGGGTGGTGT0.672

+ 4 1610PPP1R3F_uc011mnd.1_Missense_Mutation_p.R203C|PPP1R3F_uc004dni.2_Missense_Mutation_p.R186C|PPP1R3F_uc004dnj.1_Missense_Mutation_p.R186CNM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANExtracellular (Potential). 3ACTGACGGACCGCGACCTGAT0.692

+ 3 282GAGE1_uc011mnu.1_Intron|GAGE1_uc004doj.2_IntronNM_001127212 NP_001120684 Q6NT46 GAG2A_HUMAN 0CAGGATGAGGGAGCATCTGCA0.403

+ 6 2256CCNB3_uc004doy.2_Missense_Mutation_p.S653F|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9CAGGAAGTGTCCCTCTCAAAA0.433

+ 4 1015MAGED1_uc004dpn.2_Missense_Mutation_p.G363D|MAGED1_uc004dpo.2_Missense_Mutation_p.G307DNM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMANPro-rich.|22 X 6 AA tandem repeats of W-[PQ]-X-P-X- X.|2.3AACCCCTCAGGCTGGCAAAAC0.632

+ 2 93 NM_130775 NP_570131 Q8WWM1 GAGD5_HUMAN 1AAGATATAGACCAAGACGATG0.308

- 26 4954KDM5C_uc011moc.1_Intron|KDM5C_uc011mod.1_Intron|KDM5C_uc004dsa.2_Missense_Mutation_p.R1473Q|uc004dsb.1_IntronNM_004187 NP_004178 P41229 KDM5C_HUMAN 18TAGCTCCTCTCGGGCTGGGTC0.706

- 15 2635KDM5C_uc011moc.1_RNA|KDM5C_uc011mod.1_Missense_Mutation_p.P634L|KDM5C_uc004dsa.2_Missense_Mutation_p.P700LNM_004187 NP_004178 P41229 KDM5C_HUMAN 18CTCATCATCTGGGAGCAGCTC0.522

- 24 3659SMC1A_uc011moe.1_Missense_Mutation_p.A1175VNM_006306 NP_006297 Q14683 SMC1A_HUMAN 6GAGGCTCTCGGCCTTGGTGTA0.572

- 10 1741SMC1A_uc011moe.1_Nonsense_Mutation_p.Q536*|SMC1A_uc011mof.1_Nonsense_Mutation_p.Q324*NM_006306 NP_006297 Q14683 SMC1A_HUMANFlexible hinge. 6TTGATATACTGAATACAGTCC0.517

+ 5 622RIBC1_uc004dsj.1_Nonsense_Mutation_p.Q157*|RIBC1_uc011mog.1_IntronNM_001031745 NP_001026915 Q8N443 RIBC1_HUMAN 0GAGAATGCAGCAGGGGCAGTT0.522

- 82 13220HUWE1_uc004dsn.2_Missense_Mutation_p.S3081FNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN HECT. 17AATAGAGTTGGACTGGTACTT0.463

- 75 11935HUWE1_uc004dsn.2_Missense_Mutation_p.P2653S|HUWE1_uc004dsq.1_Missense_Mutation_p.P145SNM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17CTGAGCAGGGGTAACTCAGGT0.537

- 11 2419FAM120C_uc011moh.1_Missense_Mutation_p.G779DNM_017848 NP_060318 Q9NX05 F120C_HUMAN 2CAGGATTCGGCCACCAGGCCA0.393

- 23 5663WNK3_uc004dtc.1_Missense_Mutation_p.P1799S|uc004dtb.1_5'FlankNM_001002838 NP_001002838 Q9BYP7 WNK3_HUMAN 11ATTCATTTAGGACCAGGAGGG0.438

- 5 1478WNK3_uc004dtc.1_Missense_Mutation_p.P347SNM_001002838 NP_001002838 Q9BYP7 WNK3_HUMANProtein kinase. 11TCAGAATAAGGATACTCCGAT0.373

+ 12 1232 GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1CTTTCTGACGGCAGTGGCCCA0.547

- 8 1355 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. p.S442S(1) 6GTTTTCCAGGGACAGGCGGCG0.577

+ 7 1108 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN 3TTTTTAATGTCCAAAGTGGAC0.303

- 9 1122MTMR8_uc011mou.1_Missense_Mutation_p.A352T|MTMR8_uc004dvt.1_Missense_Mutation_p.A352TNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4AGGATGCTAGCCACTGAGCAG0.443

- 10 1292LAS1L_uc004dwc.1_Missense_Mutation_p.P390L|LAS1L_uc004dwd.1_Missense_Mutation_p.P348LNM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4CCCCAAGGCTGGCAGTTCAGA0.592

+ 4 523 NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10AGTGAAAGAGGGCATTCTCAA0.498

- 2 345VSIG4_uc004dwi.2_Missense_Mutation_p.S73F|VSIG4_uc010nkq.1_Missense_Mutation_p.S73F|VSIG4_uc004dwj.2_Missense_Mutation_p.S73F|VSIG4_uc011moy.1_Missense_Mutation_p.S73F|VSIG4_uc004dwk.2_Missense_Mutation_p.S73F|VSIG4_uc004dwl.2_5'UTRNM_007268 NP_009199 Q9Y279 VSIG4_HUMANIg-like 1.|Extracellular (Potential). 0ATGGTCTCCAGAAGAGTCACG0.552

- 9 1061OPHN1_uc011mpg.1_Missense_Mutation_p.A256D|OPHN1_uc004dwx.2_Missense_Mutation_p.A256DNM_002547 NP_002538 O60890 OPHN1_HUMAN 2TGTCTGGGGAGCTTCTTTCAT0.378

- 2 1710PJA1_uc011mpi.1_Missense_Mutation_p.G193E|PJA1_uc004dxg.2_Missense_Mutation_p.G287E|PJA1_uc004dxi.2_Missense_Mutation_p.G420ENM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0ATCATTATCCCCCTCACTGCT0.478

- 2 852PJA1_uc011mpi.1_5'UTR|PJA1_uc004dxg.2_Intron|PJA1_uc004dxi.2_Missense_Mutation_p.R134KNM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0AGCTGAGCATCTTGCTGCAGG0.537

+ 2 206KIF4A_uc010nkw.2_Missense_Mutation_p.G27S|PDZD11_uc004dyd.1_5'Flank|PDZD11_uc004dye.1_5'Flank|KIF4A_uc004dyf.1_Missense_Mutation_p.G27SNM_012310 NP_036442 O95239 KIF4A_HUMANKinesin-motor. 4GATTAGCGAGGGCTGCCAGAT0.582

+ 12 1436KIF4A_uc010nkw.2_Missense_Mutation_p.L437F|KIF4A_uc004dyf.1_Missense_Mutation_p.L437FNM_012310 NP_036442 O95239 KIF4A_HUMAN Potential. 4GCTAGAAGAGCTCAGGCAGCA0.458

+ 15 2199DLG3_uc004dyj.1_Splice_Site_p.I319_splice|DLG3_uc011mpn.1_Splice_Site_p.I172_spliceNM_021120 NP_066943 Q92796 DLG3_HUMAN 2TCCCTCTCTAGTTCACTATGC0.532

+ 2 1426FOXO4_uc010nkz.2_Intron|FOXO4_uc004dyt.1_Missense_Mutation_p.G303ENM_005938 NP_005929 P98177 FOXO4_HUMAN 3GCAGGAGAAGGGTGCTTCTCC0.612

- 4 333CXorf65_uc011mpp.1_Splice_Site_p.V59_spliceNM_001025265 NP_001020436 A6NEN9 CX065_HUMAN 1TCACTTCTTACCAAGCAGCCA0.502



+ 37 5226MED12_uc011mpq.1_Missense_Mutation_p.G1676D|MED12_uc004dyz.2_Missense_Mutation_p.G1676D|MED12_uc004dza.2_Missense_Mutation_p.G1523D|MED12_uc010nla.2_Missense_Mutation_p.G302DNM_005120 NP_005111 Q93074 MED12_HUMANInteraction with CTNNB1 and GLI3. 4CTGGAGCAGGGTCTACAGGTT0.463

+ 7 2390NLGN3_uc004dzc.2_Missense_Mutation_p.A579T|NLGN3_uc011mps.1_Missense_Mutation_p.A676T|NLGN3_uc004dze.2_Missense_Mutation_p.A514TNM_018977 NP_061850 Q9NZ94 NLGN3_HUMANHelical; (Potential). 1CGCCGTGGGGGCCTCCCTCCT0.637

- 13 2236BCYRN1_uc011mpt.1_Intron|ZMYM3_uc004dzi.1_Missense_Mutation_p.A717T|ZMYM3_uc004dzj.1_Missense_Mutation_p.A717TNM_201599 NP_963893 Q14202 ZMYM3_HUMANMYM-type 9. 1CACCGGGCAGCCTGAGGATGT0.597

+ 10 844BCYRN1_uc011mpt.1_Intron|ITGB1BP2_uc004dzs.1_Missense_Mutation_p.G254ENM_012278 NP_036410 Q9UKP3 ITBP2_HUMAN CS. 1AAGCTCTGGGGGGTAAGTGAA0.493

+ 24 3751BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.L1255F|TAF1_uc004dzv.3_Missense_Mutation_p.L408FNM_138923 NP_620278 P21675 TAF1_HUMAN HMG box. 17ACTGAGGCGGCTTAAGAGGAA0.468

+ 36 5248BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.E1754K|TAF1_uc004dzv.3_Missense_Mutation_p.E941K|TAF1_uc010nle.1_RNA|TAF1_uc010nlf.1_Missense_Mutation_p.E158K|TAF1_uc004dzx.2_RNA|TAF1_uc004dzy.2_RNA|TAF1_uc004dzw.1_RNA|TAF1_uc010nlg.1_RNANM_138923 NP_620278 P21675 TAF1_HUMANAsp/Glu-rich (acidic tail).|Protein kinase 2.p.E1733D(1) 17GAGTGATGAAGAAGGAGACAA0.473

+ 5 753BCYRN1_uc011mpt.1_Intron|OGT_uc004eab.1_Missense_Mutation_p.C169Y|OGT_uc004eac.2_Missense_Mutation_p.C40Y|OGT_uc004ead.2_5'UTRNM_181672 NP_858058 O15294 OGT1_HUMAN TPR 4. 5CCTAAGGCATGTTATTTGAAA0.428

+ 8 1232BCYRN1_uc011mpt.1_Intron|OGT_uc004eab.1_Missense_Mutation_p.E329K|OGT_uc004eac.2_Missense_Mutation_p.E200K|OGT_uc004ead.2_5'UTRNM_181672 NP_858058 O15294 OGT1_HUMAN TPR 9. 5TATCAAACGAGAACAGGGAAA0.438

+ 8 1294BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

+ 8 1324BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3TTCGGAAGCTCCCGACGACAG0.557

+ 8 1334_1335BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3CCCGACGACAGCAGTGATGATT0.55

+ 11 2151BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN 3ATAACAAGATGGTGAAAACTG0.443

- 2 121BCYRN1_uc011mpt.1_Intron|CXCR3_uc011mpx.1_Missense_Mutation_p.A65VNM_001504 NP_001495 P49682 CXCR3_HUMANExtracellular (Potential). 3CTCCAGGAGGGCGGCAACCTC0.572

- 2 3222PIN4_uc004eao.1_Intron|ERCC6L_uc004eap.1_Missense_Mutation_p.S919NNM_017669 NP_060139 Q2NKX8 ERC6L_HUMAN 3TGGATTTATGCTTGAGGTATC0.358

- 7 808 NM_001007 NP_000998 P62701 RS4X_HUMAN 0CCTCGGGGAAGAGAAATCCAT0.502

- 19 2364PHKA1_uc004eay.3_Missense_Mutation_p.R688Q|PHKA1_uc011mqi.1_IntronNM_002637 NP_002628 P46020 KPB1_HUMAN 4AGCTTGGAACCGATCTAGCCC0.517

+ 1 1813 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN MAGE 1. 6ACTCAGGCGAGCAGCAGCCCA0.473

- 1 518ATP7A_uc004ecw.2_Intron|ATP7A_uc004ecx.3_IntronNM_001029891 NP_001025062 Q8N0Y7 PGAM4_HUMAN 0CTTGATCTGGGGAACTATTTC0.522

+ 2 1439 NM_005296 NP_005287 Q99677 LPAR4_HUMANCytoplasmic (Potential). 3ACAAAGCCTTCCCTTCCAGCT0.408

+ 2 1462 NM_005296 NP_005287 Q99677 LPAR4_HUMANCytoplasmic (Potential). 3TCAAGAGGAAGTGAGTGATCA0.403

- 8 1066BRWD3_uc004edo.2_5'UTR|BRWD3_uc004edp.2_Missense_Mutation_p.T97I|BRWD3_uc004edq.2_5'UTR|BRWD3_uc010nmj.1_5'UTR|BRWD3_uc004edr.2_5'UTR|BRWD3_uc004eds.2_5'UTR|BRWD3_uc004edu.2_5'UTR|BRWD3_uc004edv.2_5'UTR|BRWD3_uc004edw.2_5'UTR|BRWD3_uc004edx.2_5'UTR|BRWD3_uc004edy.2_5'UTR|BRWD3_uc004edz.2_5'UTR|BRWD3_uc004eea.2_5'UTR|BRWD3_uc004eeb.2_IntronNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN WD 4. 4CTGTATGGAAGTAATAGAAGC0.383

+ 2 582SH3BGRL_uc011mqs.1_RNA|SH3BGRL_uc010nml.2_RNA|SH3BGRL_uc010nmm.2_Missense_Mutation_p.G99D|SH3BGRL_uc010nmn.2_Missense_Mutation_p.G99DNM_003022 NP_003013 O75368 SH3L1_HUMANSH3-binding (Potential). 1CCAGCCACAGGTTACCCCCTG0.393

- 5 482RPS6KA6_uc011mqt.1_Missense_Mutation_p.I135M|RPS6KA6_uc011mqu.1_Missense_Mutation_p.I32M|RPS6KA6_uc010nmo.1_RNANM_014496 NP_055311 Q9UK32 KS6A6_HUMANProtein kinase 1. 8GCAATTTGACAATAAATGGAT0.269

- 3 1253HDX_uc011mqv.1_Missense_Mutation_p.A382T|HDX_uc004eel.1_Missense_Mutation_p.A324TNM_144657 NP_653258 Q7Z353 HDX_HUMAN 2GTACTAGATGCTGTATGTAAT0.338

- 6 844POF1B_uc004ees.2_Missense_Mutation_p.S233NNM_024921 NP_079197 Q8WVV4 POF1B_HUMAN 0GCTTGATCCACTATGGCACAG0.413

+ 6 1258DACH2_uc004eex.2_Missense_Mutation_p.G350D|DACH2_uc010nmq.2_Missense_Mutation_p.G229D|DACH2_uc011mra.1_Missense_Mutation_p.G196D|DACH2_uc010nmr.2_Missense_Mutation_p.G144D|DACH2_uc004eey.2_Missense_Mutation_p.G46D|DACH2_uc004eez.2_Missense_Mutation_p.G46DNM_053281 NP_444511 Q96NX9 DACH2_HUMAN 5TCCAGAGCTGGTACCTCTGTT0.403

+ 1 870DIAPH2_uc004eft.3_Intron|DIAPH2_uc004efu.3_Intron|DIAPH2_uc004efs.2_IntronNM_013347 NP_037479 Q13156 RFA4_HUMAN 0AATGATGCTGGGGATAACGAT0.493

- 6 4594PCDH19_uc004efw.3_Missense_Mutation_p.P925L|PCDH19_uc004efx.3_Missense_Mutation_p.P926LNM_020766 NP_001098713 Q8TAB3 PCD19_HUMANCytoplasmic (Potential).p.P973P(1) 7GGGGTTCCGGGGCATCCAGCA0.488

- 6 751uc010nnf.2_Intron|NOX1_uc004egl.3_Missense_Mutation_p.T182I|NOX1_uc010nne.2_Missense_Mutation_p.T145INM_007052 NP_008983 Q9Y5S8 NOX1_HUMANHelical; (Potential).|Ferric oxidoreductase. 1CAAGGCTATTGTCATGATCAC0.433

+ 19 2236CENPI_uc011mrg.1_Missense_Mutation_p.P656SNM_006733 NP_006724 Q92674 CENPI_HUMAN 1GACGTCCAAACCCTTTGGGAA0.358

+ 22 2885DRP2_uc011mrh.1_Missense_Mutation_p.A761VNM_001939 NP_001930 Q13474 DRP2_HUMAN 2CTGGCCGAGGCCCGTATCCTT0.607

- 8 796TAF7L_uc004eha.2_Missense_Mutation_p.E176K|TAF7L_uc004ehc.1_Missense_Mutation_p.E176KNM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1ACTTCATTTTCCACGTCTGGA0.448

- 15 1655BTK_uc004ehf.2_Intron|BTK_uc010nnh.2_Intron|BTK_uc010nni.2_Intron|BTK_uc004ehe.2_Intron|BTK_uc010nnj.2_RNA|BTK_uc010nnk.2_Intron|BTK_uc010nnl.2_Intron|BTK_uc010nnm.2_Missense_Mutation_p.E58K|BTK_uc010nnn.2_Intron|BTK_uc010nno.2_Missense_Mutation_p.E522K|BTK_uc004ehh.1_Intron|BTK_uc004ehi.2_Missense_Mutation_p.E488KNM_000061 NP_000052 Q06187 BTK_HUMAN Protein kinase. 6TGGCGCATCTCCCTCAGGTAG0.542

- 3 1475ARMCX2_uc004eie.3_Missense_Mutation_p.P374S|ARMCX2_uc004eif.3_Missense_Mutation_p.P374S|ARMCX2_uc004eig.3_Missense_Mutation_p.P374S|ARMCX2_uc010nnt.2_Missense_Mutation_p.P374SNM_177949 NP_808818 Q7L311 ARMX2_HUMAN 6TAAGGAAAGGGGCGCTTCTGC0.542

- 3 626ARMCX2_uc004eie.3_Missense_Mutation_p.D91N|ARMCX2_uc004eif.3_Missense_Mutation_p.D91N|ARMCX2_uc004eig.3_Missense_Mutation_p.D91N|ARMCX2_uc010nnt.2_Missense_Mutation_p.D91NNM_177949 NP_808818 Q7L311 ARMX2_HUMAN Ala-rich. 6CCAACTGTGTCCAGAGCAGAG0.627

- 2 4741ZMAT1_uc011mrl.1_Missense_Mutation_p.V586I|ZMAT1_uc004ein.2_Missense_Mutation_p.V415I|ZMAT1_uc011mrm.1_Missense_Mutation_p.V415INM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1CTGACCTTGACTCTATCCTCC0.383

+ 6 1618ARMCX5_uc004ejh.2_Missense_Mutation_p.G246ENM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1CCTCCAGAAGGAAACTGGACC0.473

+ 6 2007ARMCX5_uc004ejh.2_Missense_Mutation_p.V376MNM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1TTTAAGTATGGTGGATGACAG0.378

+ 5 3376GPRASP1_uc004eji.3_Missense_Mutation_p.G859R|GPRASP1_uc010nod.2_Missense_Mutation_p.G859RNM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2GGCAGTGGCAGGAGTCGGCTT0.532

+ 4 1447GPRASP2_uc004ejl.2_Missense_Mutation_p.P38L|GPRASP2_uc004ejm.2_Missense_Mutation_p.P38L|GPRASP2_uc011mrp.1_5'FlankNM_138437 NP_612446 Q96D09 GASP2_HUMAN 1GTGGTCAGACCCAAGGTTAGG0.572

+ 4 1640BHLHB9_uc011mrq.1_Missense_Mutation_p.A357T|BHLHB9_uc011mrr.1_Missense_Mutation_p.A357T|BHLHB9_uc011mrs.1_Missense_Mutation_p.A357T|BHLHB9_uc011mrt.1_Missense_Mutation_p.A357T|BHLHB9_uc004ejo.2_Missense_Mutation_p.A357T|BHLHB9_uc011mru.1_Missense_Mutation_p.A357T|BHLHB9_uc011mrv.1_Missense_Mutation_p.A357TNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN 2TCACCCATTTGCCCAAGAGTT0.363

+ 4 2036BHLHB9_uc011mrq.1_Missense_Mutation_p.A489T|BHLHB9_uc011mrr.1_Missense_Mutation_p.A489T|BHLHB9_uc011mrs.1_Missense_Mutation_p.A489T|BHLHB9_uc011mrt.1_Missense_Mutation_p.A489T|BHLHB9_uc004ejo.2_Missense_Mutation_p.A489T|BHLHB9_uc011mru.1_Missense_Mutation_p.A489T|BHLHB9_uc011mrv.1_Missense_Mutation_p.A489TNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN 2GGCATTGGCAGCATTAAAACT0.353

- 3 794 NM_001012979 NP_001012997 Q5H9L2 TCAL5_HUMAN 2CAATGAAAACCACCCATTTTC0.517

- 5 989GLRA4_uc010nou.2_Missense_Mutation_p.L190FNM_001024452 NP_001019623 Q5JXX5 GLRA4_HUMANExtracellular (Potential). 0CAGCTCTCAAGCTGCATCGTG0.303

- 2 212 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN 0TGCTGAAGCTCCTTCCCGGGA0.517

+ 4 960MUM1L1_uc004emg.1_Missense_Mutation_p.S104NNM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4ACAAATTTGAGTCAAGCAAGC0.438

+ 5 842MORC4_uc004emp.3_Intron|TBC1D8B_uc004emm.2_Missense_Mutation_p.G226E|TBC1D8B_uc004emn.2_Missense_Mutation_p.G226ENM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4TGTTCCCAAGGAGAGAATCAC0.358



- 4 539RBM41_uc004emy.1_Missense_Mutation_p.A170TNM_018301 NP_060771 Q96IZ5 RBM41_HUMAN 1TAATAAAGAGCCTTAAGGAAG0.408

- 8 790NUP62CL_uc004enb.2_Splice_SiteNM_017681 NP_060151 Q9H1M0 N62CL_HUMAN 0TCTGGTGGAGCTAAAAATACA0.353

- 3 438PSMD10_uc004enq.1_Missense_Mutation_p.A114T|PSMD10_uc010nph.1_IntronNM_002814 NP_002805 O75832 PSD10_HUMANANK 4.|Interaction with RELA. 1TTTTTCGAAGCTGCATAATGT0.433

- 30 2970COL4A6_uc004env.3_Missense_Mutation_p.P955L|COL4A6_uc011msn.1_Missense_Mutation_p.P955L|COL4A6_uc010npk.2_Missense_Mutation_p.P955LNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8TCTTGGACTAGGTATTCCGAC0.547

- 23 1988COL4A6_uc004env.3_Missense_Mutation_p.P628T|COL4A6_uc011msn.1_Missense_Mutation_p.P628T|COL4A6_uc010npk.2_Missense_Mutation_p.P628TNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8AGCCCACGGGGTCCAGGAAGT0.547

+ 45 4227COL4A5_uc011mso.1_Missense_Mutation_p.G1339E|COL4A5_uc011msp.1_Missense_Mutation_p.G18ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4GGCATGAAAGGACCCAGTGGA0.473

- 1 125 NM_003604 NP_003595 O14654 IRS4_HUMAN 10AAGCGGGGTGGTCACCACTGC0.637

- 17 3383GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANCytoplasmic (Potential). 8ATAGCCCTCACTCAGATTTTG0.428

- 4 675ACSL4_uc004eoj.2_Missense_Mutation_p.S16N|ACSL4_uc004eok.2_Missense_Mutation_p.S16N|ACSL4_uc010npp.1_Missense_Mutation_p.S57NNM_022977 NP_075266 O60488 ACSL4_HUMANCytoplasmic (Potential). 3GCGATATGGACTTCCAGGTTT0.403

+ 3 1559RGAG1_uc011msr.1_Missense_Mutation_p.T438INM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4GGAGCCATGACCACCTCACTG0.502

- 5 668CHRDL1_uc004eov.2_Missense_Mutation_p.V101M|CHRDL1_uc004eow.2_Missense_Mutation_p.V106M|CHRDL1_uc010nps.2_Missense_Mutation_p.V106M|CHRDL1_uc004eot.2_Intron|CHRDL1_uc011mss.1_Intron|CHRDL1_uc004eox.3_Missense_Mutation_p.V100MNM_001143981 NP_001137453 Q9BU40 CRDL1_HUMAN 0TTATTGTTCACTGGGGGTAAG0.473

+ 17 2124ALG13_uc011msx.1_Splice_Site_p.R593_splice|ALG13_uc011msz.1_Splice_Site_p.R619_splice|ALG13_uc011mta.1_Splice_Site_p.R593_splice|ALG13_uc011mtb.1_Splice_Site_p.R593_spliceQ9NP73 ALG13_HUMAN 1ATAGATCTCGGTAAGTATTGT0.368

- 2 426LHFPL1_uc004epp.2_Nonsense_Mutation_p.Y54*|LHFPL1_uc010nqa.2_Intron|LHFPL1_uc010nqb.2_Nonsense_Mutation_p.Y31*NM_178175 NP_835469 Q86WI0 LHPL1_HUMAN 0CAAAGAGCCAGTAAGGTAGGA0.557

+ 3 535PLS3_uc010nqf.2_RNA|PLS3_uc010nqg.2_Missense_Mutation_p.P49S|PLS3_uc011mtf.1_Missense_Mutation_p.P27S|PLS3_uc004eqe.2_Missense_Mutation_p.P49S|PLS3_uc011mtg.1_Missense_Mutation_p.P49S|PLS3_uc011mth.1_Missense_Mutation_p.P4SNM_005032 NP_005023 P13797 PLST_HUMAN 2TATGCCATTACCAGGATATAA0.343

+ 3 511_512 NM_000686 NP_000677 P50052 AGTR2_HUMANHelical; Name=2; (Potential). 3TCTATGGGCAACCTATTATTCT0.381

- 5 732KLHL13_uc004eqk.2_Missense_Mutation_p.P173S|KLHL13_uc011mtn.1_Missense_Mutation_p.P64S|KLHL13_uc011mto.1_Missense_Mutation_p.P218S|KLHL13_uc011mtp.1_Missense_Mutation_p.P226S|KLHL13_uc004eqm.2_Missense_Mutation_p.P173S|KLHL13_uc011mtq.1_Missense_Mutation_p.P208SNM_033495 NP_277030 Q9P2N7 KLH13_HUMAN BACK. 2AGCAATGCAGGAAAATTCTTC0.438

+ 18 2924WDR44_uc004eqo.2_Nonsense_Mutation_p.W825*|WDR44_uc011mtr.1_Nonsense_Mutation_p.W744*|WDR44_uc010nqi.2_Nonsense_Mutation_p.W543*NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5ATGACTTCTGGGAAGGTATTA0.333

+ 8 898DOCK11_uc004eqq.2_Missense_Mutation_p.V45INM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3CGACAGTTTAGTTCAAGAAAA0.358

+ 12 1400DOCK11_uc004eqq.2_Missense_Mutation_p.P212LNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3GGCTCTTCACCCGAATCTTAC0.473

+ 47 5344DOCK11_uc004eqq.2_Missense_Mutation_p.G1540SNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-2. 3GAGACTTTTAGGCACTTTCTT0.299

+ 10 2036LONRF3_uc004eqx.2_Missense_Mutation_p.G628R|LONRF3_uc004eqy.2_RNA|LONRF3_uc004eqz.2_Missense_Mutation_p.G413RNM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN Lon. 2TGAGCTCATGGGATTACATAA0.438

+ 2 330ATP1B4_uc004esq.2_Nonsense_Mutation_p.W82*|ATP1B4_uc011mtx.1_Intron|ATP1B4_uc011mty.1_Nonsense_Mutation_p.W82*NM_001142447 NP_001135919 Q9UN42 AT1B4_HUMANNuclear (Potential). 2GCAATGCCTGGTGGCAGAAAT0.343

- 3 855C1GALT1C1_uc004esz.2_Missense_Mutation_p.G170SNM_152692 NP_689905 Q96EU7 C1GLC_HUMANLumenal (Potential). 0ATAGTGTGGCCTAGATAGAAA0.373

+ 14 2425GRIA3_uc004etr.3_Missense_Mutation_p.P711L|GRIA3_uc004ets.3_RNANM_007325 NP_015564 P42263 GRIA3_HUMANExtracellular (Potential). 5TCAGCGGAGCCATCTGTGTTT0.453

+ 32 3959STAG2_uc004eua.2_Missense_Mutation_p.R1244K|STAG2_uc004eub.2_Missense_Mutation_p.R1207K|STAG2_uc004euc.2_Missense_Mutation_p.R1244K|STAG2_uc004eud.2_Missense_Mutation_p.R1207K|STAG2_uc004eue.2_Missense_Mutation_p.R1207KNM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5AGACGAGAGAGAACAGAACTG0.338

- 29 7299ODZ1_uc011muj.1_Missense_Mutation_p.Y2418C|ODZ1_uc010nqy.2_Missense_Mutation_p.Y2419CNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23GCCAACTGGGTAGTTATTTTC0.358

- 23 4332ODZ1_uc011muj.1_Missense_Mutation_p.S1429F|ODZ1_uc010nqy.2_Missense_Mutation_p.S1430FNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANNHL 4.|Extracellular (Potential). 23CTCTAGAGTGGAGTGAATTGC0.532

- 5 974ODZ1_uc011muj.1_Missense_Mutation_p.A304T|ODZ1_uc010nqy.2_Missense_Mutation_p.A304TNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANTeneurin N-terminal.|Cytoplasmic (Potential). 23AAGGTAAAGGCAGGTCGGGAA0.522

- 1 1055 NM_001013628 NP_001013650 Q5VW00 DC122_HUMAN 7AGAGCACAGGGGCCGGATGTT0.617

- 1 1084 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5TACAATGTCTGCATAAAGTTT0.522 rs141475882

- 1 969 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5ACCTCGGGCACTTGGTACAGC0.547

- 19 2445SMARCA1_uc004eup.3_Missense_Mutation_p.P766S|SMARCA1_uc011muk.1_Missense_Mutation_p.P778S|SMARCA1_uc011mul.1_Missense_Mutation_p.P766SNM_003069 NP_003060 P28370 SMCA1_HUMAN 4GGAGGCCGTGGAGCCTATGAG0.338

- 2 509ZDHHC9_uc004euw.2_Missense_Mutation_p.G47E|ZDHHC9_uc004eux.1_Missense_Mutation_p.G47E|ZDHHC9_uc004euy.1_IntronNM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMANHelical; (Potential). 1TGTACATGTCCCCAGGATGAG0.512

- 9 1613ELF4_uc004eve.3_Missense_Mutation_p.P410SNM_001421 NP_001412 Q99607 ELF4_HUMAN 1GACCCCACGGGGGCCACTCCT0.592

+ 9 955SLC25A14_uc011mut.1_3'UTR|SLC25A14_uc011muu.1_3'UTR|SLC25A14_uc010nrg.2_3'UTR|SLC25A14_uc004evo.1_Missense_Mutation_p.A69T|SLC25A14_uc004evp.1_Missense_Mutation_p.A248T|SLC25A14_uc004evq.1_Missense_Mutation_p.A245T|SLC25A14_uc004evr.1_Missense_Mutation_p.A276TNM_003951 NP_003942 O95258 UCP5_HUMANSolcar 3.|Helical; Name=5; (Potential). 1ATGTGGTTTGGCTGGGGCTCT0.488

+ 6 656 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4AAAGGAAAAGGATGACACTGG0.483

- 8 1142ENOX2_uc004evx.2_Missense_Mutation_p.P213S|ENOX2_uc004evy.2_Missense_Mutation_p.P213S|ENOX2_uc004evv.2_Missense_Mutation_p.P69SNM_182314 NP_872114 Q16206 ENOX2_HUMAN 1ACCACTGGGGGTGGAGATGGT0.438

- 6 938IGSF1_uc004ewe.3_Missense_Mutation_p.P223S|IGSF1_uc004ewf.2_Missense_Mutation_p.P214SNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANIg-like C2-type 3.|Extracellular (Potential). 5ATGGGCCCAGGATGGGCTGTC0.473

- 1 358 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMAN 1TGAGGAGTAGGAATGCTGGTT0.557

- 1 327FAM127B_uc004eyg.3_IntronNM_001078172 NP_001071640 Q9BWD3 F127B_HUMAN 0CTGATGTAGGGGATCACCCAC0.602

- 1 165FAM127B_uc004eyg.3_Missense_Mutation_p.P28SNM_001078172 NP_001071640 Q9BWD3 F127B_HUMAN 0TCGGGAAAGGGAATCGGGTTC0.662

+ 3 1107 NM_001727 NP_001718 P32247 BRS3_HUMANHelical; Name=7; (Potential). 1GGTTTTGGCTTTCAGCAATTC0.458

- 6 1138ARHGEF6_uc011mwd.1_Missense_Mutation_p.P99S|ARHGEF6_uc011mwe.1_Missense_Mutation_p.P72SNM_004840 NP_004831 Q15052 ARHG6_HUMAN 0ACGGCTTTTGGGGAGAGAGGT0.318

- 1 1168 NM_054021 NP_473362 Q96P66 GP101_HUMANCytoplasmic (Potential). 5TAGCACCTGGGCAGAGGAGGG0.527 rs41310741

- 1 1051 NM_054021 NP_473362 Q96P66 GP101_HUMANCytoplasmic (Potential). 5TCCATGTCATCTTCACCCAAG0.527

+ 1 1218 NM_003413 NP_003404 O60481 ZIC3_HUMAN 3GGGCCCGGCGCCTTCTTCCGT0.642

- 1 196 NM_004065 NP_004056 P51861 CDR1_HUMAN 0TCCAACCAAGCCATGTCTTCC0.428



+ 4 3068MAGEC1_uc010nsl.1_5'UTRNM_005462 NP_005453 O60732 MAGC1_HUMAN MAGE. 4AGTGAAGCAGCCTATCACAAA0.473

+ 5 781 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMANCytoplasmic (Potential). 1AGGAAGCGAAAGAGGAAGTCT0.413

+ 3 1362AFF2_uc004fco.2_Nonsense_Mutation_p.Q291*|AFF2_uc004fcq.2_Nonsense_Mutation_p.Q291*|AFF2_uc004fcr.2_Nonsense_Mutation_p.Q291*|AFF2_uc011mxb.1_Nonsense_Mutation_p.Q295*|AFF2_uc004fcs.2_Nonsense_Mutation_p.Q291*NM_002025 NP_002016 P51816 AFF2_HUMAN 5CATGGATGGCCAGGACCAGGC0.483

+ 13 3219AFF2_uc004fcq.2_Missense_Mutation_p.P904S|AFF2_uc004fcr.2_Missense_Mutation_p.P875S|AFF2_uc011mxb.1_Missense_Mutation_p.P879S|AFF2_uc004fcs.2_Missense_Mutation_p.P881S|AFF2_uc011mxc.1_Missense_Mutation_p.P555SNM_002025 NP_002016 P51816 AFF2_HUMAN 5AAAACTATTTCCTCCTCCACT0.433

- 9 1409IDS_uc011mxd.1_Missense_Mutation_p.V7A|IDS_uc011mxf.1_Missense_Mutation_p.V314A|IDS_uc011mxg.1_Missense_Mutation_p.V193A|IDS_uc010nsu.1_Missense_Mutation_p.V14A|IDS_uc004fcw.3_Missense_Mutation_p.V193ANM_000202 NP_000193 P22304 IDS_HUMAN 0AAAAAGAGACACAAGTTCCAC0.532

+ 5 541CXorf40A_uc011mxm.1_Missense_Mutation_p.G90E|CXorf40A_uc011mxn.1_Missense_Mutation_p.G90E|CXorf40A_uc004fdd.2_Missense_Mutation_p.G90E|CXorf40A_uc004fde.1_Missense_Mutation_p.G90E|CXorf40A_uc011mxo.1_3'UTR|CXorf40A_uc004fdg.2_Missense_Mutation_p.G90E|CXorf40A_uc004fdf.2_Missense_Mutation_p.G90E|CXorf40A_uc004fdh.2_Missense_Mutation_p.G90E|CXorf40A_uc010nsy.2_Missense_Mutation_p.G90E|CXorf40A_uc004fdi.2_Missense_Mutation_p.G107ENM_178124 NP_835225 Q8TE69 CX04A_HUMAN 0GTTGACATTGGGGAAACTTTG0.468

- 4 581CXorf40B_uc011mxs.1_RNANM_001013845 NP_001013867 Q96DE9 CX04B_HUMAN 0CGTCTCCACAGTCTTGATTCC0.607

+ 5 648HMGB3_uc004feq.2_3'UTR|HMGB3_uc004fer.2_Missense_Mutation_p.E186KNM_005342 NP_005333 O15347 HMGB3_HUMANAsp/Glu-rich (acidic). 0 ggaagatgaagaagaggagga0.299

- 3 1574PNMA5_uc004fha.3_Missense_Mutation_p.P412L|PNMA5_uc010ntx.2_Missense_Mutation_p.P412L|PNMA5_uc004fgy.3_Missense_Mutation_p.P412LNM_001103151 NP_001096621 Q96PV4 PNMA5_HUMAN 2TTCAGCCTTGGGATACGTGGC0.617

- 3 266 NM_004988 NP_004979 P43355 MAGA1_HUMAN 10TGGGCCTCAAGGGCTTCCTCA0.632

+ 4 469ZNF275_uc011mym.1_Missense_Mutation_p.E98K|ZNF275_uc011myn.1_Missense_Mutation_p.E35KA6NFS0 A6NFS0_HUMAN 1TCTGCCCATAGAACATCATTT0.552

+ 7 1001 BGN_uc004fhq.1_RNA NM_001711 NP_001702 P21810 PGS1_HUMAN LRR 9. 2GAGCTTCCTGCCCACCCTCCG0.607

+ 8 1199 BGN_uc004fhq.1_RNA NM_001711 NP_001702 P21810 PGS1_HUMAN LRR 12. 2CAACCCCGTGCCCTACTGGGA0.592

+ 15 2624ATP2B3_uc004fhs.1_Missense_Mutation_p.T833I|ATP2B3_uc010nuf.1_5'FlankNM_001001344 NP_001001344 Q16720 AT2B3_HUMANCytoplasmic (Potential). 1GACAACTTCACCAGCATCGTC0.562

+ 20 3553ATP2B3_uc004fhs.1_3'UTR|ATP2B3_uc010nuf.1_Missense_Mutation_p.A280T|ATP2B3_uc004fhu.1_Missense_Mutation_p.A95TNM_001001344 NP_001001344 Q16720 AT2B3_HUMANCytoplasmic (Potential). 1CAACTTCATGGCCACGCCCGA0.592

+ 3 917DUSP9_uc004fhy.3_Missense_Mutation_p.P238LNM_001395 NP_001386 Q99956 DUS9_HUMANTyrosine-protein phosphatase. 2AATGTCACCCCCAACCTCCCA0.562

+ 7 1798PLXNB3_uc011mzb.1_Missense_Mutation_p.G78S|PLXNB3_uc011mzc.1_Missense_Mutation_p.G224S|PLXNB3_uc010nuk.2_Missense_Mutation_p.G565S|PLXNB3_uc011mzd.1_Missense_Mutation_p.G181SNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANExtracellular (Potential). 1CCAGGAGCAGGGCCAGGTAAG0.677

+ 25 4466PLXNB3_uc010nuk.2_Missense_Mutation_p.A1454V|PLXNB3_uc011mzd.1_Missense_Mutation_p.A1070V|PLXNB3_uc004fij.1_RNA|SRPK3_uc004fik.2_5'FlankNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANCytoplasmic (Potential). 1GGTGACCTGGCGGCCCATTAC0.642

+ 27 4831PLXNB3_uc010nuk.2_Missense_Mutation_p.E1576K|PLXNB3_uc011mzd.1_Missense_Mutation_p.E1192K|SRPK3_uc004fik.2_5'FlankNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANCytoplasmic (Potential). 1CCAGGTCAAGGAGAAGGTGTT0.682

+ 34 5702PLXNB3_uc010nuk.2_Missense_Mutation_p.S1866F|PLXNB3_uc011mzd.1_Missense_Mutation_p.S1482F|SRPK3_uc004fik.2_5'UTR|SRPK3_uc010nul.2_5'Flank|SRPK3_uc004fin.2_5'Flank|SRPK3_uc004fil.2_5'Flank|SRPK3_uc004fim.2_5'FlankNM_005393 NP_005384 Q9ULL4 PLXB3_HUMANCytoplasmic (Potential). 1GAGATGAACTCTGCTTTGGCT0.647

+ 14 1479SRPK3_uc004fik.2_Missense_Mutation_p.E549K|SRPK3_uc010nul.2_Missense_Mutation_p.E407K|SRPK3_uc004fin.2_Missense_Mutation_p.E482K|SRPK3_uc004fim.2_Missense_Mutation_p.E449KNM_014370 NP_055185 Q9UPE1 SRPK3_HUMANProtein kinase. 3TCACATAGTGGAGCTTCTGGG0.667

- 23 3155L1CAM_uc004fjc.2_Missense_Mutation_p.G1016E|L1CAM_uc010nuo.2_Missense_Mutation_p.G1011ENM_000425 NP_000416 P32004 L1CAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 9ATCTGAGATCCCTGGGGGGAT0.612

- 22 2983L1CAM_uc004fjc.2_Missense_Mutation_p.D959N|L1CAM_uc010nuo.2_Missense_Mutation_p.D954NNM_000425 NP_000416 P32004 L1CAM_HUMANExtracellular (Potential).|Fibronectin type-III 4. 9CCCCCCTCATCCACTGTGGGG0.682

- 11 1457L1CAM_uc004fjc.2_Missense_Mutation_p.A450V|L1CAM_uc010nuo.2_Missense_Mutation_p.A445V|L1CAM_uc004fjd.1_Missense_Mutation_p.A264VNM_000425 NP_000416 P32004 L1CAM_HUMANExtracellular (Potential).|Ig-like C2-type 5. 9CGCTCCGAAGGCCTTGCACAG0.622

- 4 490ARHGAP4_uc011mzf.1_Missense_Mutation_p.E127K|ARHGAP4_uc004fjl.1_Missense_Mutation_p.E150K|ARHGAP4_uc010nup.1_RNANM_001666 NP_001657 P98171 RHG04_HUMAN Potential. 1AGCTGCTGCTCCAGATCCCTG0.652

- 17 3433 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2TGGGCCTCCACCCCACTAGGT0.637

- 9 2099 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2CACAACCATCCGCACTCCGGC0.597

+ 2 640hsa-mir-3202-2|MI0014253_5'FlankNM_003492 NP_003483 Q14656 TM187_HUMAN 0CGTGCAAGTGGGCTATGAGCA0.652

- 4 1480MECP2_uc004fjw.2_Missense_Mutation_p.M430INM_004992 NP_004983 P51608 MECP2_HUMAN 0CTCCTCTGGGCATCTTCTCCT0.667

+ 5 826 NM_020061 NP_064445 P04000 OPSR_HUMAN Cytoplasmic. 0GGCAGAGAAGGAAGTGACGCG0.572

+ 13 1879TKTL1_uc011mzl.1_Missense_Mutation_p.G559R|TKTL1_uc011mzm.1_Missense_Mutation_p.G361R|TKTL1_uc004fkh.2_Missense_Mutation_p.G509RNM_012253 NP_036385 P51854 TKTL1_HUMAN 4GGCAGTGTCGGGAGTGCCCCA0.522

- 37 6142FLNA_uc004fki.2_Missense_Mutation_p.V8I|FLNA_uc011mzn.1_Missense_Mutation_p.V98I|FLNA_uc010nuu.1_Missense_Mutation_p.V1957INM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 18. 6GCAGAGCCGACCTTTAGGTGG0.642

- 8 1330FLNA_uc010nuu.1_Missense_Mutation_p.A361TNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 1. 6TGCTGGCCAGCAAAGAGCACA0.647

+ 3 261uc010nuv.1_5'Flank|RPL10_uc004fko.2_Missense_Mutation_p.G25S|RPL10_uc004fkn.1_Missense_Mutation_p.G25S|RPL10_uc004fkp.1_Missense_Mutation_p.G25S|RPL10_uc004fkq.1_RNA|RPL10_uc004fkr.1_5'Flank|SNORA70_uc010nux.1_5'FlankNM_006013 NP_006004 P27635 RL10_HUMAN 0CTTCTGCCGAGGTGTCCCTGG0.537

+ 3 330RPL10_uc004fkq.1_RNA|DNASE1L1_uc004fks.1_Silent_p.V168V|DNASE1L1_uc004fkt.1_Silent_p.V168V|DNASE1L1_uc004fku.1_Silent_p.V168V|DNASE1L1_uc004fkv.1_Silent_p.V168V|DNASE1L1_uc004fkw.1_Silent_p.V168VNM_006013 NP_006004 P27635 RL10_HUMAN 0AGTGCTGGGAGACCTCCAGAA0.607

+ 4 1455 NM_017514 NP_059984 P51805 PLXA3_HUMANSema.|Extracellular (Potential). 3GCACTCTGTGGTCTTCATTGG0.662

- 2 412CTAG2_uc004fmh.1_Missense_Mutation_p.G120ENM_020994 NP_066274 O75638 CTAG2_HUMAN 1CAGAACCGCCCCTGGTCGGGG0.642

- 6 659MPP1_uc010nvg.1_Missense_Mutation_p.A162T|MPP1_uc011mzv.1_Missense_Mutation_p.A152T|MPP1_uc004fmq.1_Missense_Mutation_p.A136T|MPP1_uc011mzw.1_Missense_Mutation_p.A165T|MPP1_uc010nvh.1_Missense_Mutation_p.A56TNM_002436 NP_002427 Q00013 EM55_HUMAN SH3. 3TTCAGTCCCGCCTCCTTGCAA0.493

- 13 2252 NM_000132 NP_000123 P00451 FA8_HUMANF5/8 type A 2.|Plastocyanin-like 4. 11GACAGTTTCTCCTGAGAATGG0.403

- 3 527F8_uc011mzx.1_Missense_Mutation_p.A84VNM_000132 NP_000123 P00451 FA8_HUMANPlastocyanin-like 1.|F5/8 type A 1. 11TACACCAACAGCATGAAGACT0.433

- 3 503F8_uc011mzx.1_Missense_Mutation_p.A76VNM_000132 NP_000123 P00451 FA8_HUMANPlastocyanin-like 1.|F5/8 type A 1. 11AGGATGGGAAGCCATGTTCTT0.443

+ 2 551SPRY3_uc010nvl.1_Missense_Mutation_p.A33TNM_005840 NP_005831 O43610 SPY3_HUMAN 0ACGGCCTCCAGCCCCCTGTAA0.517

+ 17 4502CAMTA1_uc010nzv.1_Missense_Mutation_p.T519I|CAMTA1_uc001aok.3_Missense_Mutation_p.T475I|CAMTA1_uc001aoj.2_Missense_Mutation_p.T388I|CAMTA1_uc009vmf.2_Missense_Mutation_p.T36INM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9GACCCTGCCACCATTAGCAGT0.512

- 2 357 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1CACCTGGGACGAACCCCTAGG0.622 rs76269416

- 78 11600UBR4_uc001bbj.1_3'UTRNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GAGGATGTGTGGCCACAGCCC0.592

- 14 2598EPHA10_uc001cbt.2_RNA|EPHA10_uc009vvh.1_RNA|EPHA10_uc001cbu.2_RNA|EPHA10_uc001cbv.1_RNANM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANCytoplasmic (Potential).|Protein kinase. 8GCCATCACCTCCCACATGATG0.612

- 6 701PTCH2_uc010olg.1_IntronNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANExtracellular (Potential). 18GCCCTCAAGGGAGGCAAAGGG0.637



- 14 1740DAB1_uc001cyt.1_Missense_Mutation_p.T354A|DAB1_uc001cyq.1_Missense_Mutation_p.T354A|DAB1_uc001cyr.1_Missense_Mutation_p.T270A|DAB1_uc009vzw.1_Missense_Mutation_p.T338A|DAB1_uc009vzx.1_Missense_Mutation_p.T356ANM_021080 NP_066566 O75553 DAB1_HUMAN 3CCGGCCACAGTTGGCCAGGGC0.652

+ 7 1151FNDC7_uc010ova.1_Missense_Mutation_p.S151FNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 5. 2GTGTTGGTGTCCAGTGACAGA0.517

+ 15 1680FAM40A_uc001dyz.1_Missense_Mutation_p.P459L|FAM40A_uc009wfp.1_Missense_Mutation_p.P378LNM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4GAGGAGATGCCGTGAGTATCA0.502

- 14 2609DENND2C_uc001eez.2_RNA|DENND2C_uc001efc.1_Missense_Mutation_p.P579LNM_198459 NP_940861 Q68D51 DEN2C_HUMAN DENN. 3GGTGCGTCCAGGAGCTGGGAA0.443

- 12 2659 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3CACTCGGTAGGGGGGTGGTAA0.612

- 3 4628 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17TGAGTGTGTCCTGAATGTGTG0.502

- 8 1539FCRL3_uc001fqx.3_RNA|FCRL3_uc001fqy.3_RNA|FCRL3_uc001fqz.3_Missense_Mutation_p.R416Q|FCRL3_uc009wsn.2_RNA|FCRL3_uc009wso.2_RNA|FCRL3_uc001fra.2_Missense_Mutation_p.R142Q|FCRL3_uc001frc.1_Missense_Mutation_p.R416QNM_052939 NP_443171 Q96P31 FCRL3_HUMANIg-like C2-type 5.|Extracellular (Potential). 4ATGATAAAATCGGTACAGGAT0.587

+ 15 2581KIRREL_uc010pib.1_Missense_Mutation_p.P626L|KIRREL_uc009wsq.2_Missense_Mutation_p.P562L|KIRREL_uc001fro.3_Missense_Mutation_p.P540L|uc001frp.2_5'FlankNM_018240 NP_060710 Q96J84 KIRR1_HUMANCytoplasmic (Potential). 1GCGTATGACCCCATTGGCAAG0.642

+ 2 557 CD1C_uc001frv.2_5'FlankNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential).p.R89C(1) 4GTTGTTATTTCGTTTCTACCT0.398 rs145638725

+ 2 220LY9_uc001fwt.2_Missense_Mutation_p.G57E|LY9_uc010pjs.1_Missense_Mutation_p.G57E|LY9_uc001fwv.2_Missense_Mutation_p.G57E|LY9_uc001fww.2_Missense_Mutation_p.G57E|LY9_uc001fwx.2_Missense_Mutation_p.G57E|LY9_uc001fwy.1_5'UTRNM_002348 NP_002339 Q9HBG7 LY9_HUMANExtracellular (Potential).|Ig-like V-type 1. 1GTGGTGTCAGGGATCCTAGGG0.517

+ 18 1989C1orf112_uc001ggj.2_RNA|C1orf112_uc001ggq.2_Missense_Mutation_p.R560K|C1orf112_uc009wvt.2_Missense_Mutation_p.R237K|C1orf112_uc009wvu.1_Missense_Mutation_p.R436K|C1orf112_uc001ggr.2_Missense_Mutation_p.R425K|C1orf112_uc010plv.1_Missense_Mutation_p.R502KNM_018186 NP_060656 Q9NSG2 CA112_HUMAN 0GCAGAATGCAGGAAATGGCTG0.378

- 1 142TNR_uc009wwu.1_Missense_Mutation_p.L21F|TNR_uc010pmz.1_Missense_Mutation_p.L21FNM_003285 NP_003276 Q92752 TENR_HUMAN 11GAGCCCAGAAGGATCAGGTTG0.552

+ 6 584FAM163A_uc001gnj.2_Missense_Mutation_p.V42A|FAM163A_uc009wxk.2_Missense_Mutation_p.V42ANM_173509 NP_775780 Q96GL9 F163A_HUMAN 1GGAACCGAGGTTGCAGACGAG0.632

- 1 303RNASEL_uc009wxz.1_Missense_Mutation_p.E46K|RNASEL_uc001gpk.2_Missense_Mutation_p.E46K|RNASEL_uc009wya.1_Missense_Mutation_p.E46KNM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 1. 5GCTCCACCTTCCAGCAATTGC0.502

- 4 1533SLC30A10_uc001hlu.1_Intron|SLC30A10_uc001hlv.2_Missense_Mutation_p.G196E|SLC30A10_uc001hlx.2_Missense_Mutation_p.G216ENM_018713 NP_061183 Q6XR72 ZNT10_HUMANCytoplasmic (Potential). 0GCCATCACTTCCGTATGTGTC0.532

- 4 1462ZNF695_uc001ica.2_Intron|ZNF695_uc001icb.1_Intron|ZNF695_uc009xgt.1_Intron|ZNF695_uc001ibx.2_Intron|ZNF695_uc001iby.2_IntronNM_020394 NP_065127 Q8IW36 ZN695_HUMANC2H2-type 11. 0TGCCACATTCATCACATTTGT0.368

- 18 2171PRKCQ_uc009xim.1_Missense_Mutation_p.P636L|PRKCQ_uc001iji.1_Missense_Mutation_p.P732L|PRKCQ_uc009xin.1_Missense_Mutation_p.P663L|PRKCQ_uc010qax.1_Missense_Mutation_p.P574LNM_006257 NP_006248 Q04759 KPCT_HUMANAGC-kinase C-terminal. 6CTCCATCCCGGGGTTCATGAA0.498

+ 3 992PLXDC2_uc001iqh.1_IntronNM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4 CTATATATCTCGAATATATGG0.333

+ 11 1796PLXDC2_uc001iqh.1_Missense_Mutation_p.E338K|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential).|Thr-rich. 4AGAACCAGTGGAAACTTCTTC0.423

- 16 2001NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_Intron|NEBL_uc001iql.1_RNANM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 15. 2CACTTGCATTCCTTTCCCTTT0.368

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9ATTTACGTGGGCAGCAAAAGG0.408

- 7 1429SGMS1_uc010qhk.1_Intron|SGMS1_uc009xot.1_Intron|SGMS1_uc009xou.1_Nonsense_Mutation_p.R159*|SGMS1_uc010qhl.1_RNANM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2GGAGGTACTCGTTCGTGGACG0.483

+ 5 1284 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.R55fs*1(4)|p.?(3)|p.V85A(2)|p.C71fs*6(2)|p.L70fs*7(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.V85G(1)|p.N82_P95del(1)|p.F56fs*2(1)2334TAATTGCAGAGGTAGGTATGA0.318

+ 1 41 NM_001102469 NP_001095939 Q5VXI9 LIPN_HUMAN 0TTGATCTGTGGAACTTTAAAT0.333

- 13 1831IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P410A|CDHR5_uc009ycd.2_Missense_Mutation_p.P570A|CDHR5_uc001lql.2_Missense_Mutation_p.P576ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GAGGTTCCTGGCTCTGGGGTC0.667 rs139058512

+ 9 1050 NM_001003678 NP_001003678 Q9H6J7 CK049_HUMAN 0GCTTCGGTACCGACGCCCTAC0.632

+ 3 738 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1GTCACTTGCTGGAGCAGCACA0.373

- 1 650 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMANHelical; Name=5; (Potential). 3GAAGGCATAGGAGACAGCAAC0.512

- 2 940 NM_004054 NP_004045 Q16581 C3AR_HUMANExtracellular (Potential). 1AGAGTTATCCAGTGGGCTGGT0.423

- 3 252 NM_006248 NP_006239 0CCTGGAGGAGGTGGGGGACCT0.607

- 4 364RERG_uc001rct.2_Missense_Mutation_p.R75Q|RERG_uc010shu.1_Missense_Mutation_p.R56QNM_032918 NP_116307 Q96A58 RERG_HUMAN 1TTCCCCCCATCGCATGTGCCC0.463

- 4 1278PKP2_uc001rlk.3_Missense_Mutation_p.R388Q|PKP2_uc010skj.1_Missense_Mutation_p.R388QNM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2CACCCTCTTCCGAGCTTCAGA0.448

- 6 1015KIF21A_uc001rlx.2_Missense_Mutation_p.R290K|KIF21A_uc001rlz.2_Missense_Mutation_p.R290K|KIF21A_uc010skl.1_Missense_Mutation_p.R290K|KIF21A_uc001rma.1_Missense_Mutation_p.R298KNM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN Kinesin-motor. 7TTCTTTTGCCCTCTCGCCTGT0.403

- 6 1081 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 2. 1TTCTCCACCTCGGCTGTCAGC0.597

- 9 1338ARHGAP9_uc001sny.2_5'Flank|ARHGAP9_uc001snz.2_Missense_Mutation_p.R127Q|ARHGAP9_uc001soa.2_5'UTR|ARHGAP9_uc001sob.2_Missense_Mutation_p.R311Q|ARHGAP9_uc001soc.2_Missense_Mutation_p.R311Q|ARHGAP9_uc001soe.1_Missense_Mutation_p.R390Q|ARHGAP9_uc010sro.1_3'UTRNM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1CGGCAGAGGTCGAGGGGCCTG0.617

+ 10 2635CAND1_uc001sto.2_Missense_Mutation_p.S243FNM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2ATAAGTGGATCCATTCTCAAT0.428

- 2 611TMCC3_uc001tdi.2_Missense_Mutation_p.R134CNM_020698 NP_065749 Q9ULS5 TMCC3_HUMAN 2TTCAAAGAGCGATGTATATCC0.498

+ 4 420ACTR6_uc010svh.1_Missense_Mutation_p.V122I|ACTR6_uc001thc.1_Missense_Mutation_p.V14I|ACTR6_uc001thd.1_Missense_Mutation_p.V122I|ACTR6_uc009ztu.1_5'UTR|ACTR6_uc001the.1_Missense_Mutation_p.V40I|ACTR6_uc001thf.1_Missense_Mutation_p.V40I|uc001thg.1_IntronNM_022496 NP_071941 Q9GZN1 ARP6_HUMAN 1GTTTCAAGCAGTATTAAGAGT0.279

- 9 2757TMEM132D_uc001uia.2_Missense_Mutation_p.R348KNM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14CCCTGTGTGTCTGCTGTCACT0.498

+ 1 1360uc001uig.1_5'Flank|uc001uih.1_5'FlankNM_007197 NP_009128 Q9ULW2 FZD10_HUMANExtracellular (Potential). 5TGTCATCCAGGAGGGACTGGA0.647

+ 7 703SUGT1_uc001vha.2_RNA|SUGT1_uc001vhb.2_Splice_Site_p.G128_splice|SUGT1_uc010thb.1_Splice_Site_p.G72_splice|SUGT1_uc001vhd.2_Missense_Mutation_p.V17ANM_001130912 NP_001124384 Q9Y2Z0 SUGT1_HUMAN 0CTCAGAATGGTATGTGGGTCT0.308

- 1 359 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0AAGCAGTGGCAGCACCACTTG0.632

+ 1 193 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANHelical; Name=2; (Potential). 4CTTCCTGAGCAATCTGTCCTT0.423

+ 28 4473KIAA1409_uc001ybs.1_Missense_Mutation_p.E1442KNM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17CTCGGGGCCTGAAAAACACTC0.473

+ 4 595EVL_uc001ygv.2_Missense_Mutation_p.P125L|EVL_uc001ygu.2_Missense_Mutation_p.P121L|EVL_uc010avu.2_IntronNM_016337 NP_057421 Q9UI08 EVL_HUMAN 3CCCACAGGCCCCTCCAGCCAG0.592

- 7 3074AHNAK2_uc001ypx.2_Missense_Mutation_p.S885FNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GTCGGCCAGGGACAGGTCCCC0.612

+ 1 566LOC727924_uc001yua.2_Intron|LOC727924_uc001yub.1_Intron|OR4N4_uc001yuc.1_IntronNM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANExtracellular (Potential). 1CGGATTGCCTGTGCCAACACC0.468



- 19 2629DUOX2_uc001zun.2_Missense_Mutation_p.A809DNM_014080 NP_054799 Q9NRD8 DUOX2_HUMANCytoplasmic (Potential). 5GGCAAACTCGGCCCTGCTCAG0.632

- 6 834 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GCACATGCAGGCATCACAGTC0.582

+ 2 828C15orf39_uc002azq.3_Missense_Mutation_p.A170T|C15orf39_uc002azr.3_5'FlankNM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0GTTGCCCTCAGCTGACCCACC0.622

+ 3 312ADAMTSL3_uc002bjy.1_Missense_Mutation_p.P30S|ADAMTSL3_uc010bmt.1_Missense_Mutation_p.P30S|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.P30SNM_207517 NP_997400 P82987 ATL3_HUMAN 27TGAGAAATCTCCTGGAGCCTA0.478

+ 21 3132ADAMTSL3_uc010bmt.1_Missense_Mutation_p.H970Y|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.H970YNM_207517 NP_997400 P82987 ATL3_HUMANIg-like C2-type 1. 27ACTAAAAATCCATGGTCTTGC0.542

- 4 1434RGMA_uc002bsq.1_Missense_Mutation_p.V372M|RGMA_uc010boi.1_Missense_Mutation_p.V279M|RGMA_uc002bsr.1_Missense_Mutation_p.V279M|RGMA_uc010urc.1_Missense_Mutation_p.V396MNM_020211 NP_064596 Q96B86 RGMA_HUMAN 0GTGAAGTTCACGTCGCCCGTG0.582

+ 1 705 NM_012360 NP_036492 O43749 OR1F1_HUMANCytoplasmic (Potential). 0AGGGAAGGTGGAAAGCCTTCT0.517

+ 5 1068A2BP1_uc010buf.1_Missense_Mutation_p.S27L|A2BP1_uc002cyr.1_Missense_Mutation_p.S27L|A2BP1_uc002cyt.2_Missense_Mutation_p.S27L|A2BP1_uc010uxz.1_Missense_Mutation_p.S70L|A2BP1_uc010uya.1_Missense_Mutation_p.S63L|A2BP1_uc002cyv.1_Missense_Mutation_p.S27L|A2BP1_uc010uyb.1_Missense_Mutation_p.S27L|A2BP1_uc002cyw.2_Missense_Mutation_p.S47L|A2BP1_uc002cyy.2_Missense_Mutation_p.S47L|A2BP1_uc002cyx.2_Missense_Mutation_p.S47L|A2BP1_uc010uyc.1_Missense_Mutation_p.S47LNM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0CCTTACGCTTCGGCCCAGTTT0.607

+ 3 937TMC5_uc010vaq.1_Missense_Mutation_p.P63L|TMC5_uc002dgb.3_Missense_Mutation_p.P63L|TMC5_uc010var.1_Missense_Mutation_p.P63LNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANExtracellular (Potential). 1AGAACACGTCCAGACTATCCT0.483

- 4 869uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SEZ6L2_uc002dup.3_Missense_Mutation_p.P140L|SEZ6L2_uc002dur.3_Missense_Mutation_p.P140L|SEZ6L2_uc002dus.3_Intron|SEZ6L2_uc010vec.1_Missense_Mutation_p.P210L|SEZ6L2_uc010ved.1_Missense_Mutation_p.P166LNM_201575 NP_963869 Q6UXD5 SE6L2_HUMANCUB 1.|Extracellular (Potential). 2GCCGTAGCCAGGGTAGACATG0.592

- 4 541NUDT21_uc002eiz.2_Nonsense_Mutation_p.Q57*NM_007006 NP_008937 O43809 CPSF5_HUMANNudix hydrolase.|Necessary for interactions with PAPOLA and PABPN1.|Necessary for RNA-binding.0ACTCCATCCTGACGACCCAGT0.403

+ 3 278NDRG4_uc002enk.2_Missense_Mutation_p.E90K|NDRG4_uc002enm.2_Missense_Mutation_p.E110K|NDRG4_uc010vif.1_Missense_Mutation_p.E90K|NDRG4_uc010cdk.2_Missense_Mutation_p.E76K|NDRG4_uc010vig.1_Missense_Mutation_p.E88K|NDRG4_uc010vih.1_Missense_Mutation_p.E3K|NDRG4_uc010vii.1_Missense_Mutation_p.E76K|NDRG4_uc002enp.2_Missense_Mutation_p.E58K|NDRG4_uc002enq.1_5'FlankNM_022910 NP_075061 Q9ULP0 NDRG4_HUMAN 1GGACATGCAGGAGATCACCAA0.567

- 7 1120ADAT1_uc002fep.1_Missense_Mutation_p.A191TNM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2CTCTGCATGGCTTCCTGGCTG0.378

+ 1 266 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1CAACAAGCTGCGGCTCTTCAG0.687

- 7 1203PKD1L2_uc002fgj.2_Missense_Mutation_p.K401NNM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential). 3GTAGCGAGCCCTTTTGGGTGG0.522

+ 2 103KIAA0182_uc002fiw.2_Intron|KIAA0182_uc002fiy.2_IntronNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GAGCCCAAGTCCCCTTCGCTA0.662

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 9 1090PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.S151YNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1CTCATCCCCAGACCAGACCAG0.532

+ 56 8725DNAH2_uc010cnm.1_5'FlankNM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 4 (By similarity). 13AACTGGATCCGCCAGTACCCA0.557 rs2309808

- 19 2837PER1_uc010cns.2_5'Flank|PER1_uc010vuq.1_IntronNM_002616 NP_002607 O15534 PER1_HUMAN Pro-rich. 9GTGGGCCAGGGGGTGGAGGGT0.677

- 21 2453 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CTTTTCATCTCGCATTTCCTC0.433

+ 6 859TMEM98_uc002hhr.2_Missense_Mutation_p.R134LNM_015544 NP_056359 Q9Y2Y6 TMM98_HUMAN 0GTGGCCAAGCGGATCAGCCCC0.587 rs147119833

- 1 110 NM_033185 NP_149441 Q9BYR6 KRA33_HUMAN3 X 5 AA repeats of C-C-X(3). 0ACAGCGGCAGGATTTGTCAGA0.587

- 1 107 NM_031959 NP_114165 Q9BYR7 KRA32_HUMAN3 X 5 AA repeats of C-C-X(3). 0ACAGCGGCAGGATTTGTCGGA0.602

- 1 225 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN9.|26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].0GCAGCTGGGGTGGCAGCAGGT0.662

+ 1 1312 NM_001466 NP_001457 Q14332 FZD2_HUMANExtracellular (Potential). 3GGGCCAGATCGACGGCGACCT0.667

+ 2 356SPATA20_uc002irc.2_Translation_Start_Site|SPATA20_uc002ire.2_Missense_Mutation_p.Y28C|SPATA20_uc002ird.2_Missense_Mutation_p.Y88C|SPATA20_uc010wmv.1_Missense_Mutation_p.Y72C|SPATA20_uc002irg.2_RNANM_022827 NP_073738 Q8TB22 SPT20_HUMAN 0AAGTCACCATACCTCCTACAA0.612

+ 1 526 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMAN 8CCAGAAAAACCAAACAGCCTC0.592

+ 2 523MRC2_uc002jac.2_Missense_Mutation_p.P41SNM_006039 NP_006030 Q9UBG0 MRC2_HUMANExtracellular (Potential).|Ricin B-type lectin. 3CCTTCCAGAACCCAACGTCTT0.557

- 1 476ZBTB7C_uc002ldb.2_Missense_Mutation_p.E154K|ZBTB7C_uc010dnu.2_Missense_Mutation_p.E163K|ZBTB7C_uc010dnv.2_Missense_Mutation_p.E176K|ZBTB7C_uc010dnw.2_Missense_Mutation_p.E154K|ZBTB7C_uc010dnx.1_Missense_Mutation_p.E154K|ZBTB7C_uc010dny.1_Missense_Mutation_p.E154K|ZBTB7C_uc010dnz.1_Missense_Mutation_p.E176K|ZBTB7C_uc010dob.1_Missense_Mutation_p.E154K|ZBTB7C_uc010doc.1_Missense_Mutation_p.E163K|ZBTB7C_uc010dod.1_Missense_Mutation_p.E176K|ZBTB7C_uc010doe.1_Missense_Mutation_p.E154K|ZBTB7C_uc010dof.1_Missense_Mutation_p.E154K|ZBTB7C_uc010dog.1_Missense_Mutation_p.E154K|ZBTB7C_uc010doh.1_Missense_Mutation_p.E163K|ZBTB7C_uc010doi.1_Missense_Mutation_p.E154K|ZBTB7C_uc010doj.1_Missense_Mutation_p.E163K|ZBTB7C_uc010dok.1_Missense_Mutation_p.E203K|ZBTB7C_uc010dol.1_Missense_Mutation_p.E163K|ZBTB7C_uc010doa.1_Missense_Mutation_p.E176K|ZBTB7C_uc010don.1_Missense_Mutation_p.E162K|ZBTB7C_uc010doo.1_Missense_Mutation_p.E154K|ZBTB7C_uc010dop.1_Missense_Mutation_p.E154K|ZBTB7C_uc010doq.1_Missense_Mutation_p.E163K|ZBTB7C_uc010 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMANGlu-rich.|Asp-rich. 1 tcctcctcttcgtcctcctca 0.284

- 8 1143SERPINB4_uc002lje.2_Missense_Mutation_p.E332K|SERPINB4_uc002ljg.2_Missense_Mutation_p.E353KNM_002974 NP_002965 P48594 SPB4_HUMAN 3GATGATAATTCGACTACTACT0.463

+ 4 876ZNF556_uc002lwq.2_Missense_Mutation_p.H262QNM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 5. 3AGTGCAAGCACTGTGGGAAAG0.537

+ 5 841MARCH2_uc002mjw.2_Missense_Mutation_p.E134K|MARCH2_uc002mjx.2_IntronNM_016496 NP_057580 Q9P0N8 MARH2_HUMAN 2GCCGCGGACGGAGAAGCGGAC0.662

- 3 15707 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CACTGGCATTGATGTGGAAGG0.493

- 3 10927 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TCTGTAGAAGTTGTGCGCCTC0.517

- 5 600 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 2. 0AACTGGGAAACCTGAATGCTT0.423

- 4 1916ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6TTCCTTACATTCATACGGGTT0.413

- 13 1897 ANO8_uc010eap.2_RNANM_020959 NP_066010 Q9HCE9 ANO8_HUMANGlu-rich.|Gly-rich.|Cytoplasmic (Potential). 3 tcctcctTGCCCCCTGGAGGc0.134

+ 4 1280 NM_031218 NP_112495 P35789 ZNF93_HUMAN C2H2-type 9. 1CATAAGAGAGTTCATACTGGA0.393

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

+ 4 983ZNF257_uc010ecy.2_Missense_Mutation_p.I240LNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 4. 0GTCTTCACACATTACTCAACA0.393

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2TGAGGATTGGATAAAAGCTTT0.368

+ 3 442ZNF540_uc002ogu.2_Missense_Mutation_p.E37G|ZNF540_uc010efq.2_Missense_Mutation_p.E37GNM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN KRAB. 1GTGATGTTGGAGAATTATAAT0.418

+ 44 7172RYR1_uc002oiu.2_Missense_Mutation_p.E2348K|RYR1_uc002oiv.1_5'UTRNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12GAGCGTGGAGGAGAACGCCAA0.672

- 6 2022ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.Q599H|ZNF780A_uc010xvh.1_Missense_Mutation_p.Q600HNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0GTCGAATAAGTTGCATATGAA0.403

- 6 1350PSG6_uc010xwk.1_Intron|PSG4_uc002owa.2_RNA|PSG4_uc002owb.2_Nonsense_Mutation_p.W323*|PSG4_uc002ovz.2_Nonsense_Mutation_p.W323*NM_002780 NP_002771 Q00888 PSG4_HUMAN 1 agggtaatatccagtctacag 0

+ 8 1151 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 7. 2CCTGAGGGGGAAGGCCACCCG0.642



- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3AGCTGGGGCCTCTGCCCTCTG0.607

- 8 1014NR1H2_uc002prv.3_IntronNR_002798 1ATGACGTAATCCTGGGCCGTG0.537

+ 7 1007NR1H2_uc002prv.3_RNA|NR1H2_uc002prz.3_Missense_Mutation_p.S243F|NR1H2_uc002psa.3_Missense_Mutation_p.S146FNM_007121 NP_009052 P55055 NR1H2_HUMANLigand-binding (Potential). 0CGCTCCTTCTCCGACCAGCCC0.607

- 5 1005ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3GAGCCTGTACCTCTTGTAGAA0.502

- 4 495LILRB3_uc002qeh.1_Intron|LILRB3_uc002qeg.1_Intron|LILRB3_uc002qei.1_Missense_Mutation_p.P124L|LILRA6_uc002qek.1_Missense_Mutation_p.P124L|LILRB3_uc010erh.1_Intron|LILRB3_uc002qej.1_RNA|LILRA6_uc002qel.1_Missense_Mutation_p.P124L|LILRA6_uc002qem.1_RNA|LILRB3_uc002qen.1_RNA|LILRB3_uc002qeo.1_Missense_Mutation_p.P124L|LILRB3_uc002qep.1_Intron|LILRB3_uc002qeq.1_Missense_Mutation_p.P124L|LILRB3_uc002qer.1_RNA|LILRB3_uc002qes.1_Missense_Mutation_p.P124L|LILRA6_uc010yep.1_Missense_Mutation_p.P124L|LILRA6_uc010yeq.1_Missense_Mutation_p.P124L|LILRA6_uc002qet.3_RNA|LILRA6_uc002qev.1_5'UTRNM_024318 NP_077294 Q6PI73 LIRA6_HUMANExtracellular (Potential). 2TGAGAGGGTGGGTTTGTTGTA0.577

+ 7 1351LILRA2_uc010yfg.1_Missense_Mutation_p.A388V|LILRA1_uc010yfh.1_Missense_Mutation_p.A390VNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 4.|Extracellular (Potential). 3GTGACCTCAGCCCACTCGGGG0.587

- 4 628RDH13_uc002qip.2_Missense_Mutation_p.L77R|RDH13_uc010esr.1_RNANM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3GGCCTCACCCAGGTGGTTAAC0.418

- 6 337TNNI3_uc010yft.1_Missense_Mutation_p.D105NNM_000363 NP_000354 P19429 TNNI3_HUMAN 2GCCTCTATGTCGTATCTCTCT0.567 rs35173650

- 4 2485KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Missense_Mutation_p.I610VNM_002254 NP_002245 O14782 KIF3C_HUMAN Potential. 4CGCACGCGGATATACTCATCA0.632

+ 1 5089ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.1GAGCCATCGCGGTCCCTCAGA0.572 rs112465116

- 6 2475NRXN1_uc002rxb.3_5'UTR|NRXN1_uc002rxe.3_Missense_Mutation_p.P300L|NRXN1_uc002rxc.1_RNANM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2GCTTTGAATGGGGTTTTGAGA0.378

+ 1 170POLR1A_uc002sqs.2_5'Flank|POLR1A_uc002sqv.2_5'Flank|PTCD3_uc010ytc.1_RNANM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1CGCAGCTGCAGGTAAGAGACG0.602

- 5 847MGAT4A_uc010yvm.1_Missense_Mutation_p.G50E|MGAT4A_uc010fil.2_5'UTR|MGAT4A_uc010fim.1_Missense_Mutation_p.G50ENM_012214 NP_036346 Q9UM21 MGT4A_HUMANLumenal (Potential). 1AATTACCTCTCCTATGAAGAC0.294

+ 13 2579PSD4_uc002tjd.2_Missense_Mutation_p.G420D|PSD4_uc002tje.2_Missense_Mutation_p.G770D|PSD4_uc002tjf.2_Missense_Mutation_p.G420D|PSD4_uc002tjg.2_5'UTR|PSD4_uc010yxs.1_Missense_Mutation_p.G30D|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2GCGCCATGGGGCAAGCGTGGC0.547

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

- 67 11390 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50ACAAGTCTTTTTATCTGTAAT0.408

- 2 496ACVR1C_uc002tzl.3_Missense_Mutation_p.E85K|ACVR1C_uc010fof.2_Missense_Mutation_p.E85K|ACVR1C_uc010foe.2_Missense_Mutation_p.E35KNM_145259 NP_660302 Q8NER5 ACV1C_HUMANExtracellular (Potential). 7AAGCAGCATTCGGTTTTGGTA0.403

- 7 1190BAZ2B_uc002uap.2_Missense_Mutation_p.E278K|BAZ2B_uc002uas.1_Missense_Mutation_p.E217K|BAZ2B_uc002uau.1_Missense_Mutation_p.E278K|BAZ2B_uc002uaq.1_Missense_Mutation_p.E208K|BAZ2B_uc002uat.3_Missense_Mutation_p.E217K|BAZ2B_uc010fop.1_Missense_Mutation_p.E278KNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4TCACTTTCTTCAATACTTTGA0.313

- 26 5722 NM_006920 NP_008851 P35498 SCN1A_HUMAN 13TCCTCTTGTTTTCGTTTTAAA0.408

- 275 66166uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.S15676L|TTN_uc010zfi.1_Missense_Mutation_p.S15609L|TTN_uc010zfj.1_Missense_Mutation_p.S15484LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTTGATTTTTGAACCTCCATC0.453

- 225 45513uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E8792K|TTN_uc010zfi.1_Missense_Mutation_p.E8725K|TTN_uc010zfj.1_Missense_Mutation_p.E8600KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTGTGGTTCAGCCACAGTA0.423

- 200 39450TTN_uc010zfh.1_Missense_Mutation_p.G6771R|TTN_uc010zfi.1_Missense_Mutation_p.G6704R|TTN_uc010zfj.1_Missense_Mutation_p.G6579RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTGCTTTTCCATGTTTGTTC0.363

- 38 9351TTN_uc010zfh.1_Missense_Mutation_p.G2997R|TTN_uc010zfi.1_Missense_Mutation_p.G2997R|TTN_uc010zfj.1_Missense_Mutation_p.G2997R|TTN_uc002unb.2_Missense_Mutation_p.G3043RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTGCTTTTCCAGCCACAAAG0.388

- 15 1255COL5A2_uc010frx.2_Missense_Mutation_p.G80DNM_000393 NP_000384 P05997 CO5A2_HUMAN 2ACCCATTGGACCAGTGGGGCC0.373

+ 1 353 NM_003507 NP_003498 O75084 FZD7_HUMANFZ.|Extracellular (Potential). 4TTCTCCCGAACTCCGCTTTTT0.637

+ 2 230NOP58_uc010zhv.1_Missense_Mutation_p.S27N|SNORD70_uc002uzc.2_5'FlankNM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0GAGGTTGATAGTTTATGGAAA0.289

+ 3 1073 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2AGCCAGCCCAGGCCTGCAGGA0.652

+ 3 798 NM_001927 NP_001918 P17661 DESM_HUMAN Rod.|Coil 1B. 2GGAGATCGCGTTCCTTAAGAA0.562

+ 4 539INPP5D_uc010zmp.1_Missense_Mutation_p.R128KNM_001017915 NP_001017915 Q92835 SHIP1_HUMANSH3-binding 1. 2CTGCCCCCAAGAAACATCCCG0.607

+ 4 625 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9TGATTGGCTGGAACTTTGGAC0.493

+ 32 4146 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2TCAGCTGAGCCGTGGAAAGGC0.637

+ 13 3355DLGAP4_uc010zvp.1_Missense_Mutation_p.S974G|DLGAP4_uc002xfg.2_Missense_Mutation_p.S270G|DLGAP4_uc002xfh.2_Missense_Mutation_p.S438G|DLGAP4_uc002xfi.2_3'UTR|DLGAP4_uc002xfj.2_Missense_Mutation_p.S270G|uc002xfk.3_IntronNM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3AGCCACCGAGAGCGCAGACAG0.567

- 2 1860KCNB1_uc002xus.1_Missense_Mutation_p.P566SNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2ACGGGGCTGGGGATACTCTCC0.502

+ 10 1244RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.A301T|RTEL1_uc011abd.1_Missense_Mutation_p.A325T|RTEL1_uc002yfv.2_Missense_Mutation_p.A351T|RTEL1_uc011abe.1_Missense_Mutation_p.A78T|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0GGAGTTCAGCGCGGACTCCCC0.662 rs144255879

+ 9 2006ADARB1_uc002zgr.2_Missense_Mutation_p.I524K|ADARB1_uc002zgs.2_RNA|ADARB1_uc002zgw.2_Missense_Mutation_p.I484K|ADARB1_uc002zgv.2_RNA|ADARB1_uc002zgt.2_Missense_Mutation_p.I484K|ADARB1_uc010gpx.2_RNA|ADARB1_uc002zgq.2_RNA|ADARB1_uc002zgu.2_RNANM_015833 NP_056648 P78563 RED1_HUMAN A to I editase. 1CGGACCAAAATAGAGTCTGGT0.517

- 17 1594TXNRD2_uc002zql.1_Missense_Mutation_p.G275S|TXNRD2_uc002zqm.1_RNA|TXNRD2_uc002zqn.1_RNA|TXNRD2_uc002zqo.1_RNA|TXNRD2_uc002zqp.1_RNA|TXNRD2_uc002zqr.1_Missense_Mutation_p.G520S|TXNRD2_uc002zqj.1_RNA|TXNRD2_uc002zqq.1_Missense_Mutation_p.G171SNM_006440 NP_006431 Q9NNW7 TRXR2_HUMAN 2CCTCAGCAGCCTGTCACCGTG0.672

+ 17 3621 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64CCTTCCCTTTCGTCAACCTGT0.348

- 8 1132CPT1B_uc003bml.2_Splice_Site_p.D324_splice|CPT1B_uc003bmm.2_Splice_Site_p.D324_splice|CPT1B_uc003bmo.2_Splice_Site_p.D324_splice|CPT1B_uc011asa.1_Splice_Site_p.D290_splice|CPT1B_uc003bmn.2_Splice_Site_p.D324_splice|CPT1B_uc011asb.1_Splice_Site_p.D324_splice|CHKB-CPT1B_uc003bmp.2_Splice_Site_p.D121_spliceNM_001145137 NP_001138609 Q92523 CPT1B_HUMAN 2GGCTCAGTTACCTGTGTCCTT0.607

+ 2 245LOC440944_uc003brm.2_Intron|THUMPD3_uc003brn.3_Missense_Mutation_p.E33QNM_001114092 NP_001107564 Q9BV44 THUM3_HUMAN 1CCTCGGAAGTGAATCTGAGCT0.443

+ 3 355 NM_001570 NP_001561 O43187 IRAK2_HUMAN Death. 8TGTTTTCAGGGAAACCGGCTC0.328

- 2 149GHRLOS_uc011atx.1_Intron|GHRLOS_uc011aty.1_Intron|GHRLOS_uc011atz.1_Intron|GHRLOS_uc011aua.1_Intron|GHRLOS_uc010hdl.2_Intron|GHRLOS_uc011aub.1_Intron|GHRLOS_uc010hdm.2_Intron|GHRLOS_uc011auc.1_Intron|GHRLOS_uc011aud.1_Intron|GHRLOS_uc011aue.1_Intron|GHRLOS_uc011auf.1_Intron|GHRLOS_uc011aug.1_Intron|GHRLOS_uc011auh.1_Intron|GHRLOS_uc011aui.1_Intron|GHRLOS_uc011auj.1_Intron|GHRLOS_uc010hdn.2_Intron|GHRL_uc010hda.1_5'Flank|GHRL_uc010hdb.1_5'Flank|GHRL_uc003bvj.1_Missense_Mutation_p.G5E|GHRL_uc003bvk.3_RNA|GHRL_uc010hdk.2_Intron|GHRL_uc010hdc.2_Intron|GHRL_uc010hdd.2_Intron|GHRL_uc010hde.2_Missense_Mutation_p.G5E|GHRL_uc010hdi.2_Missense_Mutation_p.G5E|GHRL_uc010hdh.2_Missense_Mutation_p.G5E|GHRL_uc010hdj.2_Intron|GHRLOS_uc011auk.1_IntronNM_016362 NP_057446 Q9UBU3 GHRL_HUMAN 1GCAGACGGTCCCTGGGGAGGG0.647

+ 6 557ARPP21_uc003cga.2_Missense_Mutation_p.S98F|ARPP21_uc011axy.1_Missense_Mutation_p.S98F|ARPP21_uc003cgf.2_5'FlankNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3TCCAGTTTTTCCAGCCTGCAA0.358

- 8 973 NM_003335 NP_003326 P41226 UBA7_HUMAN2 approximate repeats. 2AGGGCTGTGTCCAGGGACTTC0.602

- 8 2984 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5TATCGCAGGCGCGCTGGCTGG0.557

- 34 5269ADAMTS9_uc011bfo.1_Missense_Mutation_p.K1718I|ADAMTS9_uc011bfp.1_Missense_Mutation_p.K657INM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4ACTGGCACCTTTAAGTCTTTT0.383

+ 4 1017_1018CADM2_uc003dqk.2_Missense_Mutation_p.G140K|CADM2_uc003dql.2_Missense_Mutation_p.G133KNM_153184 NP_694854 Q8N3J6 CADM2_HUMANIg-like C2-type 1.|Extracellular (Potential). 4TCAGATTAGTGGATTCTCATCA0.381

+ 14 1659NEK11_uc003enx.2_Missense_Mutation_p.P445T|NEK11_uc003eoa.2_Missense_Mutation_p.P445T|NEK11_uc003enz.2_Missense_Mutation_p.P263T|NEK11_uc010htn.2_RNA|NEK11_uc011blk.1_Missense_Mutation_p.P261T|NEK11_uc011bll.1_Missense_Mutation_p.P340T|NEK11_uc011blm.1_Missense_Mutation_p.P445TNM_024800 NP_079076 Q8NG66 NEK11_HUMAN 6TCAGCCTATTCCTTCCATGGA0.428



- 5 5231IGSF10_uc011bob.1_5'Flank|IGSF10_uc011boc.1_5'FlankNM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13GATCCTGGGAGGATAGGAAAC0.517

- 11 1412UBXN7_uc003fwn.3_Missense_Mutation_p.G298E|UBXN7_uc010iae.2_Missense_Mutation_p.G284ENM_015562 NP_056377 O94888 UBXN7_HUMAN UBX. 3ATTTGGGTATCCTTTAGACTG0.383

- 3 324 CPLX1_uc003gbj.2_IntronNM_006651 NP_006642 O14810 CPLX1_HUMAN Potential. 0CGCTCCTCCTCCGCCTGGCGC0.612

+ 1 223 NM_152679 NP_689892 Q96EP9 NTCP4_HUMANExtracellular (Potential). 1CCGCGCCATGGACGGCAACGA0.627

+ 6 720ALB_uc003hgw.3_Intron|ALB_uc011cbe.1_5'UTR|ALB_uc003hgt.3_Missense_Mutation_p.S216L|ALB_uc010iii.2_Missense_Mutation_p.S101L|ALB_uc003hgu.3_Missense_Mutation_p.S66L|ALB_uc003hgv.3_5'UTR|ALB_uc011cbf.1_Missense_Mutation_p.S106L|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_5'UTRNM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6GGGAAGGCTTCGTCTGCCAAA0.373

+ 6 774AIMP1_uc003hyg.2_Missense_Mutation_p.P241L|AIMP1_uc003hyh.2_Missense_Mutation_p.P265LNM_001142415 NP_001135887 Q12904 AIMP1_HUMANtRNA-binding. 0ATCTTGGCTCCTCCAAATGGG0.378

- 19 5144 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 15. 4CATGCTGTCCTGAATTGAGTC0.333

+ 22 3587 NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 6. 8CAGACGAGGTCCGTGCAGTGC0.657

+ 11 2152 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 6. 6CACCAGAGGAGACACACAGGG0.607 rs112679149

- 4 1452ANKRD34B_uc003kgw.2_Missense_Mutation_p.H368Y|ANKRD34B_uc010jan.2_Missense_Mutation_p.H368YNM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1GAGCTGTAGTGATTTGCCCCC0.448

+ 7 1504SEC24A_uc011cxu.1_Missense_Mutation_p.P170SNM_021982 NP_068817 O95486 SC24A_HUMAN 0AGCCAAACTTCCTTTGGGGCT0.299

+ 1 2119 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANCadherin 6.|Extracellular (Potential). 6GGACAATGGCGAGCCTCCGCG0.716

+ 1 2963PCDHB9_uc003liw.1_5'FlankNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANCadherin 6.|Extracellular (Potential). 2GCCTGGCTGTCGTACCAGCTG0.721

- 8 1103F13A1_uc011dib.1_Missense_Mutation_p.R264QNM_000129 NP_000120 P00488 F13A_HUMAN 6TCCAAGGCATCGTAAAACTAC0.408 rs121913072

- 3 1688 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1CTTGAGTTTTGAATTTTTCTG0.368

- 3 589HLA-DRB1_uc011dqa.1_Nonsense_Mutation_p.W12*|HLA-DRB5_uc003obk.3_Intron|HLA-DRB6_uc003obo.1_Intron|uc010jub.1_5'Flank|HLA-DRB1_uc011dqb.1_Nonsense_Mutation_p.W12*|HLA-DRB1_uc011dqc.1_Nonsense_Mutation_p.W12*NM_002124 NP_002115 P01911 2B1F_HUMANIg-like C1-type.|Beta-2.|Extracellular (Potential). 1TCTGGAAGGTCCAGTCTCCAT0.557

+ 9 3112BRD2_uc003oco.2_RNA|BRD2_uc003ocq.3_Missense_Mutation_p.P471S|BRD2_uc003ocp.3_Missense_Mutation_p.P351S|BRD2_uc010juh.2_Missense_Mutation_p.P471SNM_005104 NP_005095 P25440 BRD2_HUMAN 5TGCCATGCCCCCTGGCTTGGC0.408

+ 89 13586 NM_001371 NP_001362 21CTTTTGGAAAGAAATGCTCAG0.443

- 4 1526CUL7_uc011dvb.1_Missense_Mutation_p.P492L|CUL7_uc010jyh.2_Intron|KLC4_uc003otr.1_IntronNM_014780 NP_055595 Q14999 CUL7_HUMANInteraction with TP53. 4CTGCACAGGAGGCACACCGTT0.602

- 4 1577ENPP5_uc003oya.1_Missense_Mutation_p.H457Y|ENPP5_uc011dvz.1_Missense_Mutation_p.H363Y|ENPP5_uc010jzc.1_3'UTRNM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0ATTTGACTGTGAATTAAATGC0.348

- 3 1079ENPP5_uc003oya.1_Missense_Mutation_p.P291S|ENPP5_uc011dvz.1_Missense_Mutation_p.P197S|ENPP5_uc010jzc.1_Missense_Mutation_p.P291SNM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0GTAAGATTAGGATGAGCGTGA0.408

- 3 240CRISP1_uc003ozx.2_Missense_Mutation_p.R54KNM_001131 NP_001122 P54107 CRIS1_HUMAN 0TGGAACTACTCTTCTCCTGAG0.378

+ 3 284TRMT11_uc003qan.2_RNA|TRMT11_uc010kev.2_Missense_Mutation_p.P55SNM_001031712 NP_001026882 Q7Z4G4 TRM11_HUMAN 1TCTTAGCATTCCCTCTGAAGA0.348

+ 23 2389 NM_006208 NP_006199 P22413 ENPP1_HUMANNuclease.|Extracellular (Potential). 4GAAAGAAATGGTGTCAATGTC0.393

- 11 1526 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANCytoplasmic (Potential). 1AGAAATATATGATAACTCAGA0.413

+ 24 3578SDK1_uc010kso.2_Nonsense_Mutation_p.R423*NM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 5. 6CTTTAGATTTCGAATGAAGCA0.537

- 5 615DGKB_uc011jxt.1_Missense_Mutation_p.S136F|DGKB_uc003sta.2_Missense_Mutation_p.S143F|DGKB_uc011jxu.1_Missense_Mutation_p.S143F|DGKB_uc011jxv.1_Missense_Mutation_p.S143FNM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12TTCAAGCAGAGACAGGTAACA0.443

+ 72 11549 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15CATATTACAGGCAATTGCCGT0.403

+ 4 955_956ZNF92_uc003tua.2_Missense_Mutation_p.T202N|ZNF92_uc010kzu.2_Missense_Mutation_p.T239N|ZNF92_uc003tub.2_Missense_Mutation_p.T195NNM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0CGGTCCTCAACCCTTACTAAAC0.351

- 4 4152PCLO_uc003uhv.2_Missense_Mutation_p.G1288ENM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TGGTTGTTTCCCTTCTTGCAC0.413

+ 2 772 NM_002523 NP_002514 P47972 NPTX2_HUMAN 3GCAGAAGACCGAGAGCACCCT0.622

+ 5 1441 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3GTGGCCCGTGGAGACGTGTGA0.587

- 13 2475 NM_022574 NP_072096 O75420 PERQ1_HUMAN GYF. 2TGTCGTGAAGGGGCCTGGACA0.637

+ 3 2812MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|13.27TCAACTCCTGGGGAAGGAAGC0.512

+ 3 9661MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|52.27GAAGCCACTTCATCTACAACT0.507

+ 8 1366FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_Missense_Mutation_p.S356L|FOXP2_uc003vha.2_Missense_Mutation_p.S239L|FOXP2_uc011kmu.1_Missense_Mutation_p.S348L|FOXP2_uc011kmv.1_Missense_Mutation_p.S330L|FOXP2_uc010ljz.1_Missense_Mutation_p.S239L|FOXP2_uc003vgx.2_Missense_Mutation_p.S331L|FOXP2_uc003vhd.2_Missense_Mutation_p.S331L|FOXP2_uc003vhc.2_Missense_Mutation_p.S356LNM_014491 NP_055306 O15409 FOXP2_HUMAN 8TGCTACAGCTCGTCACATGAG0.468

- 9 1054SLC35B4_uc010lmk.2_Missense_Mutation_p.L108F|SLC35B4_uc010lml.1_Missense_Mutation_p.L176FNM_032826 NP_116215 Q969S0 S35B4_HUMANHelical; (Potential). 1ATGTTCATGAGGAGGTAGAAC0.433

- 13 4473KIAA1549_uc011kqi.1_Missense_Mutation_p.P259L|KIAA1549_uc003vuk.3_Missense_Mutation_p.P1425L|KIAA1549_uc011kqj.1_Missense_Mutation_p.P1475L|KIAA1549_uc011kqk.1_Missense_Mutation_p.P259LNM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230AGCCTCCGGGGGGCGGGAGAT0.642

+ 9 1603UBN2_uc003vuv.2_Missense_Mutation_p.R258CNM_173569 NP_775840 Q6ZU65 UBN2_HUMAN 2TTAGGATGATCGTTTAAGAGA0.363

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 3 313TMEM176B_uc003whu.3_5'Flank|TMEM176B_uc003whv.3_5'Flank|TMEM176B_uc003whw.3_5'FlankNM_018487 NP_060957 Q96HP8 T176A_HUMAN 2CTACATCCGCGACTACACCCT0.572

- 27 4454MLL3_uc003wkz.2_Missense_Mutation_p.L473RNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63GGATGAACTAAGTAGTGGATC0.343

- 4 5778 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GGCCTCTACACCTTCTGACTC0.642

- 10 2959HR_uc003xat.2_Missense_Mutation_p.T765INM_005144 NP_005135 O43593 HAIR_HUMAN 2TTTGACCGCGGTAGAAGCCAG0.647

+ 9 920ADAM28_uc003xdx.2_Nonsense_Mutation_p.W279*|ADAM28_uc011kzz.1_Nonsense_Mutation_p.W46*|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_5'FlankNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5TTTCTAAATGGAGGGGGAGTG0.398

- 4 732CA8_uc003xua.1_Missense_Mutation_p.G162RNM_004056 NP_004047 P35219 CAH8_HUMAN 0ATGGCGATTCCGTGCGGCTTC0.428

+ 9 1011PREX2_uc003xxu.1_Nonsense_Mutation_p.W328*|PREX2_uc011lez.1_Nonsense_Mutation_p.W263*NM_024870 NP_079146 Q70Z35 PREX2_HUMAN PH. 17TTAATGGATGGAAGATACATA0.318



+ 12 1340C8orf34_uc003xyb.2_Splice_Site_p.R406_spliceNM_052958 NP_443190 Q49A92 CH034_HUMAN 1CAAGAGAAACGTGAGTAGACA0.358

+ 1 372NACAP1_uc010mbs.1_RNANR_002182 0TCGGATACCTACATGGTTTTT0.423

+ 7 888ZFPM2_uc011lhs.1_Missense_Mutation_p.D20N|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5GGAAAATGAAGACAGTGCCCA0.517

- 15 2593CSMD3_uc003yns.2_Nonsense_Mutation_p.Q84*|CSMD3_uc003ynt.2_Nonsense_Mutation_p.Q772*|CSMD3_uc011lhx.1_Nonsense_Mutation_p.Q708*NM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 4. 63TGGTCAGCCTGAAATTCCAAT0.393

+ 7 678 NM_139021 NP_620590 Q8TD08 MK15_HUMANProtein kinase. 2GGAGATGCTGCGGGGGAGACC0.647

- 15 1928RFX3_uc010mhd.2_Missense_Mutation_p.S539F|RFX3_uc003zhs.1_Missense_Mutation_p.S539FNM_134428 NP_602304 P48380 RFX3_HUMAN 4GCACACCCAGGAAGCCTGCTC0.478

- 44 6331PTPRD_uc003zkp.2_Nonsense_Mutation_p.Q1468*|PTPRD_uc003zkq.2_Nonsense_Mutation_p.Q1467*|PTPRD_uc003zkr.2_Nonsense_Mutation_p.Q1458*|PTPRD_uc003zks.2_Nonsense_Mutation_p.Q1467*|PTPRD_uc003zkl.2_Nonsense_Mutation_p.Q1865*|PTPRD_uc003zkm.2_Nonsense_Mutation_p.Q1861*|PTPRD_uc003zkn.2_Nonsense_Mutation_p.Q1463*|PTPRD_uc003zko.2_Nonsense_Mutation_p.Q1464*NM_002839 NP_002830 P23468 PTPRD_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.22TTGACAGTCTGGAAGATATCT0.418

- 2 841LINGO2_uc010mjf.1_Missense_Mutation_p.M216R|LINGO2_uc003zqv.1_Missense_Mutation_p.M216RNM_152570 NP_689783 Q7L985 LIGO2_HUMANLRR 7.|Extracellular (Potential). 3ATACACAGGCATATTGTTGAT0.468

+ 1 321C9orf79_uc004apo.1_IntronNM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3ACCCCCGCCCGGGAGGAAGAG0.557 rs146303708

- 2 191RBM18_uc004blz.2_RNA|RBM18_uc010mvy.2_RNA|RBM18_uc011lyp.1_RNANM_033117 NP_149108 Q96H35 RBM18_HUMAN 0TTCTCCAGGGGAAGAGTTTTG0.448

- 7 1499 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1GCATTCAGCACCTGCTCTTCG0.592

- 1 154 NM_031297 NP_112587 Q9H0X6 RN208_HUMAN 0ATGAGGAGGCCCGGCCAGCCA0.652

- 2 97 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0AGGACTAAGTCCCTGTTTGGT0.398

- 25 2201TEX11_uc004dyk.2_Missense_Mutation_p.R355Q|TEX11_uc004dym.2_Missense_Mutation_p.R665QNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5ACATGTTTTCCGTGCAATCAG0.393

+ 8 1290BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3ATGATTCGGAAGCTCCCGACG0.552

+ 8 1292BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3GATTCGGAAGCTCCCGACGAC0.557

+ 4 725CYLC1_uc004eeh.1_Missense_Mutation_p.S234LNM_021118 NP_066941 P35663 CYLC1_HUMAN p.S234*(1) 5GATCCCATATCAGAGATTTGC0.333

- 1 611SATL1_uc004een.2_Missense_Mutation_p.S204NNM_001163541 NP_001157013 Q86VE3 SATL1_HUMAN Gln-rich. 2GACTTGCTGGCTGATGCCTGG0.567

+ 8 1441 NM_014467 NP_055282 O60687 SRPX2_HUMAN 2TCTGTGCTCGTGAGTGAAACC0.547

+ 4 1483GPRASP2_uc004ejl.2_Missense_Mutation_p.P50L|GPRASP2_uc004ejm.2_Missense_Mutation_p.P50L|GPRASP2_uc011mrp.1_5'FlankNM_138437 NP_612446 Q96D09 GASP2_HUMAN 1GGGGCAAGGCCCAAAACTGAG0.567

- 2 1074 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1CTGTGAAGATCCTTCAGATGA0.527

+ 2 733uc004fes.1_5'Flank|GPR50_uc011myc.1_Missense_Mutation_p.P200SNM_004224 NP_004215 Q13585 MTR1L_HUMANHelical; Name=5; (Potential). 4CTTCGTCCTCCCTCTCCTCAT0.547

- 3 476 NM_004988 NP_004979 P43355 MAGA1_HUMAN 10CTTGGCCCCTCCTCTTCACGG0.542

+ 6 1318ZFY_uc010nwd.1_Missense_Mutation_p.A333T|ZFY_uc011nan.1_Missense_Mutation_p.A142T|ZFY_uc010nwe.2_IntronNM_003411 NP_003402 P08048 ZFY_HUMAN 0TGCTGTTGCAGCAGCAGCAGC0.403

- 15 1762DVL1_uc002quu.2_Missense_Mutation_p.A314V|DVL1_uc009vka.2_Missense_Mutation_p.A255V|DVL1_uc001aeu.1_3'UTRNM_004421 NP_004412 O14640 DVL1_HUMAN 0ACTGCCCCCAGCTCCCGCCGC0.711

+ 14 1600RNF207_uc010nzp.1_RNANM_207396 NP_997279 Q6ZRF8 RN207_HUMAN 0GCAACTGGACGTGCAGATCGC0.617

- 5 516 NM_001561 NP_001552 Q07011 TNR9_HUMANExtracellular (Potential).|TNFR-Cys 4. 4CAGATGCCACGTTTCTGATCG0.323

+ 5 1883 NM_004285 NP_004276 O95479 G6PE_HUMAN Linker. 0CCAGGGCCGGCCCCAATGCCC0.622

- 4 1183CLSTN1_uc001aqi.2_Missense_Mutation_p.V132M|CLSTN1_uc010oag.1_Missense_Mutation_p.V142MNM_001009566 NP_001009566 O94985 CSTN1_HUMANCadherin 1.|Extracellular (Potential). 1GACTTTTTCACGTTGGTGCCA0.458

+ 2 333TARDBP_uc010oap.1_Silent_p.L5LNM_007375 NP_031401 Q13148 TADBP_HUMAN 2CCCAGATGCTGGCTGGGGAAA0.488

- 4 1319 NM_152232 NP_689418 Q8TE23 TS1R2_HUMANExtracellular (Potential). 4TCCCCTTGCGGGTCGAAGAAG0.592

+ 11 2218 NM_020526 NP_065387 P29322 EPHA8_HUMANCytoplasmic (Potential).|Protein kinase. 13AACATCATCCGCCTCGAGGGT0.642

+ 4 841CCDC21_uc001blr.2_Missense_Mutation_p.R237Q|CCDC21_uc010ofa.1_Missense_Mutation_p.R186QNM_022778 NP_073615 Q6P2H3 CEP85_HUMAN 0GTGTTTGAGCGGAATGGACCA0.597

+ 9 1403WDTC1_uc001bno.2_Missense_Mutation_p.E290K|WDTC1_uc001bnp.1_RNA|WDTC1_uc001bnq.2_5'FlankNM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN WD 5. 2CATGGGGGGGGAACAGGTATG0.527

+ 5 553TMEM222_uc001bns.3_RNA|TMEM222_uc001bnt.3_RNA|TMEM222_uc001bnu.3_RNANM_032125 NP_115501 Q9H0R3 TM222_HUMANHelical; (Potential). 0AATATGGTGACGCTCTGCTTC0.582

- 2 748 NM_001003682 NP_001003682 Q69YZ2 T200B_HUMAN Pro-rich. 0GGGGGCAGCCCGGGGCCCTTC0.617

- 65 4410COL16A1_uc001bti.1_5'UTR|COL16A1_uc001btj.1_Missense_Mutation_p.A1147TNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 2 (COL2) with 2 imperfections. 8TCTTTGCCAGCTGCACCATCC0.522

- 10 2258PABPC4_uc001cdl.2_Missense_Mutation_p.R454C|PABPC4_uc001cdm.2_Missense_Mutation_p.R454CNM_003819 NP_003810 Q13310 PABP4_HUMAN 0CCAGACTGGCGTATAGCACTT0.547

+ 4 481 NM_152373 NP_689586 Q5T5D7 ZN684_HUMAN KRAB. 0CCACACGAGAGCTCTCCAGGT0.493

+ 47 6394KIAA0467_uc001cjl.1_5'FlankNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0CTCATAGCGGCGCCATCGCCC0.607

- 14 3370 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0GAGTGGCTGAGAGCACAAGCC0.552

+ 22 3964C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Missense_Mutation_p.L732F|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNA|C1orf175_uc009vzr.1_Missense_Mutation_p.L415FNM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0ACGGGCCTCCCTCCGGAAGTG0.557

+ 41 5308INADL_uc001dac.2_RNA|INADL_uc009wag.2_Missense_Mutation_p.G516RNM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 10. 4CAGCATTAACGGGCAACCTTT0.433

+ 14 1002SGIP1_uc010opd.1_Missense_Mutation_p.R29Q|SGIP1_uc001dcs.2_Missense_Mutation_p.R29Q|SGIP1_uc001dct.2_Missense_Mutation_p.R29Q|uc010ope.1_5'Flank|SGIP1_uc009wat.2_Missense_Mutation_p.R29QNM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3ACCCCACCCCGAACAGGATCC0.468

+ 5 1208IL12RB2_uc010oqi.1_Nonsense_Mutation_p.E190*|IL12RB2_uc010oqj.1_Nonsense_Mutation_p.E190*|IL12RB2_uc010oqk.1_RNA|IL12RB2_uc010oql.1_Nonsense_Mutation_p.E190*|IL12RB2_uc010oqm.1_Nonsense_Mutation_p.E190*|IL12RB2_uc010oqn.1_RNANM_001559 NP_001550 Q99665 I12R2_HUMANExtracellular (Potential).|Fibronectin type-III 1. 3CCTCACCCCTGAATCACCTGA0.403

+ 6 939LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.T253I|LPHN2_uc001div.2_Missense_Mutation_p.T253I|LPHN2_uc009wcd.2_Missense_Mutation_p.T253INM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9TACCATGATACCTCACCATAC0.388

- 5 540DPYD_uc010oub.1_RNA|DPYD_uc001drw.2_Missense_Mutation_p.L135FNM_000110 NP_000101 Q12882 DPYD_HUMAN 8CCTACACAAAGATCAGAGGTT0.388



- 10 1993uc001edv.1_Intron|AP4B1_uc001eec.2_Missense_Mutation_p.A449V|AP4B1_uc001eed.2_Missense_Mutation_p.A617V|AP4B1_uc010owp.1_Missense_Mutation_p.A518V|AP4B1_uc001eea.1_3'UTR|AP4B1_uc001eee.1_3'UTRNM_006594 NP_006585 Q9Y6B7 AP4B1_HUMAN 4TAGCATGAGGGCTCCAGAATC0.453

- 3 188AMPD1_uc001eff.1_Missense_Mutation_p.R31HNM_000036 NP_000027 P23109 AMPD1_HUMAN 4AATCTCCTGACGACCTCCTTC0.423 rs147972392

+ 4 953NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_5'UTR|NOTCH2NL_uc001emm.3_Missense_Mutation_p.G195S|NOTCH2NL_uc001emo.2_Missense_Mutation_p.G195S|NOTCH2NL_uc010oyh.1_RNANM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN EGF-like 6. 1TGTCAATGGAGGCACCTGTCG0.572

- 2 3473TCHH_uc009wne.1_Missense_Mutation_p.P1158RNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5TCTCTTCTCCGGTTCCTCTCT0.174 rs113946258

- 3 759 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3GTTCCAGATCCAGTCACAGTC0.577

+ 2 728 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN 5GTATCGGTCCCGGACTTCATT0.582

+ 3 756RAG1AP1_uc010pey.1_Intron|HCN3_uc010pfz.1_5'UTRNM_020897 NP_065948 Q9P1Z3 HCN3_HUMANCytoplasmic (Potential). 2TGCTGTGGTTCGCATCTTCAA0.572

- 6 754IGSF9_uc001fuq.2_Missense_Mutation_p.V186MNM_001135050 NP_001128522 Q9P2J2 TUTLA_HUMANIg-like 2.|Extracellular (Potential). 5CCGTTCTGCACCTAGGGAAGG0.662

+ 6 1196PBX1_uc010pku.1_Missense_Mutation_p.A313V|PBX1_uc010pkv.1_Missense_Mutation_p.A230V|PBX1_uc001gcs.2_Missense_Mutation_p.A313V|PBX1_uc010pkw.1_Missense_Mutation_p.A203VNM_002585 NP_002576 P40424 PBX1_HUMAN 5GCTGTCACTGCTACCAATGTG0.448

- 13 3902 NM_000130 NP_000121 P12259 FA5_HUMAN2-8.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6GTCTGGCTGAGGTCTAAAGAA0.527

- 3 1121MYOC_uc010pmk.1_Missense_Mutation_p.G309RNM_000261 NP_000252 Q99972 MYOC_HUMANOlfactomedin-like. 1GGGAACTGTCCGTGGTAGCCA0.532 rs74315334

+ 3 800GAS5_uc001gjj.2_5'Flank|GAS5_uc001gjk.2_5'Flank|ZBTB37_uc001gjp.1_Missense_Mutation_p.R175Q|ZBTB37_uc001gjq.3_Missense_Mutation_p.R175Q|ZBTB37_uc001gjr.2_Missense_Mutation_p.R175QNM_001122770 NP_001116242 Q5TC79 ZBT37_HUMAN 0GGAAACCGGCGAGGTCAGGTT0.522

+ 31 5106 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 13. 23GTTGCTGGAACTGCTGAAAAA0.363

+ 7 1474PRG4_uc001grt.3_Missense_Mutation_p.A434S|PRG4_uc009wyl.2_Missense_Mutation_p.A382S|PRG4_uc009wym.2_Missense_Mutation_p.A341S|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1CAAGGAGCCTGCACCCACCAC0.657 rs138528418

+ 2 188CFHR4_uc009wyy.2_Missense_Mutation_p.R39H|CFHR4_uc001gtp.2_Missense_Mutation_p.R40HNM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 1. 3AAGAGTTTGCGTAGACTATAC0.323

- 8 2173KIF14_uc010ppj.1_Missense_Mutation_p.M87INM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7TGGTCTGGGTCATCACCAGGG0.388 rs144936292

+ 11 1511CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.S403F|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.S387FNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4ATTAGAAGGTCTTCATCTATG0.308

- 34 5058KIF21B_uc001gvr.1_Missense_Mutation_p.G1568S|KIF21B_uc009wzl.1_Missense_Mutation_p.G1581S|KIF21B_uc010ppn.1_Missense_Mutation_p.G1568SNM_017596 NP_060066 O75037 KI21B_HUMAN WD 6. 6TTGATCTCACCGATGGGTGTG0.612

- 27 4050KIF21B_uc001gvr.1_Missense_Mutation_p.R1245W|KIF21B_uc009wzl.1_Missense_Mutation_p.R1245W|KIF21B_uc010ppn.1_Missense_Mutation_p.R1245WNM_017596 NP_060066 O75037 KI21B_HUMAN 6TTGCGGGGCCGAGTGGGAGGG0.622

- 11 1746 NM_000069 NP_000060 Q13698 CAC1S_HUMANHelical; Name=S3 of repeat II; (Potential).|II. 5TCCAGGATACCGCTACACACC0.572

+ 4 413LGR6_uc001gxv.2_Missense_Mutation_p.P86L|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.P95L|LGR6_uc009xac.1_5'FlankNM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANExtracellular (Potential). 10TGGGAGCTGCCGAGCCTGCAG0.607

+ 12 1727PPP1R12B_uc001gxz.1_Missense_Mutation_p.R528QNM_002481 NP_002472 O60237 MYPT2_HUMAN 3TCCTATACCCGGCAGCTATGG0.438

+ 20 2777PPP1R12B_uc001gxz.1_Missense_Mutation_p.S878N|PPP1R12B_uc001gyb.1_Missense_Mutation_p.S104N|PPP1R12B_uc001gyc.1_Missense_Mutation_p.S104NNM_002481 NP_002472 O60237 MYPT2_HUMAN 3GAAGAAGACAGCAACAGAGAT0.512

- 2 394ADIPOR1_uc010pqd.1_5'Flank|ADIPOR1_uc001gyr.3_5'UTR|ADIPOR1_uc001gys.3_Missense_Mutation_p.A43TNM_015999 NP_057083 Q96A54 ADR1_HUMANCytoplasmic (Potential). 0GGTGGGTTGGCGATTACCCGT0.522

+ 9 1418CR1L_uc001hfz.2_RNA|CR1L_uc001hgb.1_RNANM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 7. 0CATCCATGTTGGATCCAGAAT0.453

- 2 464USH2A_uc001hkv.2_Missense_Mutation_p.A26VNM_206933 NP_996816 O75445 USH2A_HUMAN 26GGATATTGAAGCAAAATAGGC0.438

- 6 811C1orf55_uc001hpv.2_Missense_Mutation_p.S253NNM_152608 NP_689821 Q6IQ49 CA055_HUMAN 1GACACCATTGCTACCAATTTT0.493

+ 2 894 NM_020435 NP_065168 Q5T442 CXG2_HUMANExtracellular (Potential). 0TTCGAGGTGCGACCGTTCTTT0.642

+ 83 19162OBSCN_uc001hsr.1_Missense_Mutation_p.T1002MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 54. 28ACAGGCGGAACGGCCCAATTC0.632

- 1 128 NM_003493 NP_003484 Q16695 H31T_HUMAN 0CGTGCCGGGCCGGTAGCGGTG0.667

+ 7 682GALNT2_uc010pvy.1_Missense_Mutation_p.L166F|GALNT2_uc010pvz.1_RNANM_004481 NP_004472 Q10471 GALT2_HUMANLumenal (Potential).|Catalytic subdomain A. 2CTCTGCAGGCCTCATGCGCTC0.647

+ 6 682EDARADD_uc001hxv.1_Missense_Mutation_p.R196QNM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0TGGCCCAAGCGGGAGCGTGGA0.587

- 2 440CEP170_uc001hzt.2_Missense_Mutation_p.S11N|CEP170_uc001hzu.2_Missense_Mutation_p.S11NNM_014812 NP_055627 Q5SW79 CE170_HUMAN 2AGTGCCTCCACTGCTCACCAA0.423

+ 3 217C1orf100_uc001iai.2_Missense_Mutation_p.G35ENM_001012970 NP_001012988 Q5SVJ3 CA100_HUMAN 0TATTACCCTGGGCAGCTGGCA0.453

+ 5 1732KIF26B_uc010pyq.1_Missense_Mutation_p.A431V|KIF26B_uc001ibg.1_Missense_Mutation_p.A49VNM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3CCTCCCCCAGCCCCACCCTGC0.607

+ 1 373 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMANCytoplasmic (Potential). 0GTCCTGTGACCGCTATGTGGC0.527

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TGGATGGCCAGCCACACTGGA0.483 rs140989725

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANExtracellular (Potential). 1TTTCATCCTGATGGGACTCTT0.488

+ 3 1399PGBD2_uc001ifg.2_Missense_Mutation_p.V167M|PGBD2_uc009xhd.2_Missense_Mutation_p.V415MNM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1CGATAGCAGCGTGGTCAACAT0.507

+ 15 3984C10orf18_uc001iik.2_IntronNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2GGACAGAAGGGCACTAAGTAC0.502

- 6 649PRKCQ_uc009xim.1_Splice_Site_p.Q192_splice|PRKCQ_uc001iji.1_Splice_Site_p.Q225_splice|PRKCQ_uc009xin.1_Splice_Site_p.Q156_splice|PRKCQ_uc010qax.1_Splice_Site_p.Q67_spliceNM_006257 NP_006248 Q04759 KPCT_HUMAN 6CTCTTACTTACGTCGGCACTG0.378

+ 3 581ECHDC3_uc009xix.2_5'UTRNM_024693 NP_078969 Q96DC8 ECHD3_HUMAN 0CCGTGATTACCATGCCGAAGT0.453

- 3 502BEND7_uc001imo.3_Missense_Mutation_p.P69SNM_152751 NP_689964 Q8N7W2 BEND7_HUMAN 2CTCTGGGGCGGTAGCTCATTC0.582

- 7 962ANKRD26_uc001itg.2_5'UTR|ANKRD26_uc009xku.1_Missense_Mutation_p.E264KNM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4TTGAGGTCTTCGTCATCTGAG0.328

- 7 1229MKX_uc001itx.3_Missense_Mutation_p.S335LNM_173576 NP_775847 Q8IYA7 MKX_HUMAN 1TATATGGGACGACTTCTGGAT0.463

- 21 4595SVIL_uc010qdw.1_Splice_Site_p.V195_splice|SVIL_uc001iuu.1_Splice_Site_p.V855_splice|SVIL_uc009xlc.2_Splice_Site_p.V73_spliceNM_021738 NP_068506 O95425 SVIL_HUMAN 6TCCCGCCAACTATCAACAAAC0.403

- 2 1708KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Missense_Mutation_p.S412N|KIAA1462_uc009xle.1_Missense_Mutation_p.S550NNM_020848 NP_065899 Q9P266 K1462_HUMAN 4TTCGCAGGTGCTCTCGCCCTG0.498



+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

- 1 737 NM_145178 NP_660161 Q8N100 ATOH7_HUMAN 0ACCCAGTCCCGCTCCGAGCCG0.647

- 15 2651DNA2_uc001jog.1_Intron|DNA2_uc001joh.1_RNANM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0CCTTGCTTCACGGTTTAGCAC0.398

+ 12 1936DDX21_uc001jow.1_Missense_Mutation_p.A548TNM_004728 NP_004719 Q9NR30 DDX21_HUMAN 3AGCAGCACTGGCCCATATTTC0.502

+ 8 1064SUPV3L1_uc010qjd.1_Missense_Mutation_p.G206RNM_003171 NP_003162 Q8IYB8 SUV3_HUMAN 2GTACACAACGGGGGAGGAAGT0.478

- 14 2385GRID1_uc009xsu.1_Intron|GRID1_uc010qmf.1_Missense_Mutation_p.G333SNM_017551 NP_060021 Q9ULK0 GRID1_HUMANExtracellular (Potential). 10ATGCTGTTGCCGATGACAGTC0.582

- 5 816CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Nonsense_Mutation_p.R171*|CYP2C8_uc010qob.1_Nonsense_Mutation_p.R155*|CYP2C8_uc010qoc.1_Nonsense_Mutation_p.R139*|CYP2C8_uc010qod.1_Nonsense_Mutation_p.R155*NM_000770 NP_000761 P10632 CP2C8_HUMAN 0ATGTAACTTCGTGTAAGAGCA0.373

- 17 3540PSD_uc001kve.1_Missense_Mutation_p.R212W|PSD_uc001kvf.1_Missense_Mutation_p.R374W|PSD_uc001kvh.1_Missense_Mutation_p.R626W|PSD_uc009xxd.1_Missense_Mutation_p.R1005WNM_002779 NP_002770 A5PKW4 PSD1_HUMAN 3CGCTGAGCCCGGGGCTGGCTG0.682

- 9 2092MKI67_uc001lkf.2_Nonsense_Mutation_p.R273*|MKI67_uc009yav.1_Nonsense_Mutation_p.R208*|MKI67_uc009yaw.1_IntronNM_002417 NP_002408 P46013 KI67_HUMAN 7TGTTGACTTCGGCTGATAGAC0.423

+ 26 4551 NM_152643 NP_689856 Q76NI1 VKIND_HUMAN Ras-GEF. 2GAGTCTCTTTCGGCCAAAACC0.552

+ 14 2212PHRF1_uc010qwc.1_Missense_Mutation_p.R693Q|PHRF1_uc010qwd.1_Missense_Mutation_p.R692Q|PHRF1_uc010qwe.1_Missense_Mutation_p.R690Q|PHRF1_uc009ybz.1_Missense_Mutation_p.R484Q|PHRF1_uc009yca.1_RNANM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0GGTGGCAGACGGGATGCGGCC0.657

- 11 1295CDHR5_uc001lqk.2_Missense_Mutation_p.S397L|CDHR5_uc009ycc.2_Missense_Mutation_p.S231L|CDHR5_uc009ycd.2_Missense_Mutation_p.S397L|CDHR5_uc001lql.2_Missense_Mutation_p.S397L|CDHR5_uc001lqm.2_Missense_Mutation_p.S231L|CDHR5_uc009yce.1_Missense_Mutation_p.S366LNM_021924 NP_068743 Q9HBB8 CDHR5_HUMANCadherin 4.|Extracellular (Potential). 0TGTGATGGCCGAGTTGAGGTC0.607

- 1 377HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_033179 NP_149419 Q9Y5P0 O51B4_HUMANCytoplasmic (Potential). 2GTACCTCAGTGGTGTGCGGAT0.443

- 3 625SPTY2D1_uc010rdi.1_Missense_Mutation_p.A137TNM_194285 NP_919261 Q68D10 SPT2_HUMAN Potential. 1TCTGACTCTGCGTGATTGTAC0.478 rs144792493

- 2 459 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANCytoplasmic (Potential). 1GCGCTCGGTGCTGACGGTGCT0.597

+ 8 1405 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1AATGACCCATGGTGTGCAGAA0.582

+ 6 539 F2_uc001ndg.3_RNA NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 1. 3CAGCACCACGGGACCCTGGTG0.612

- 26 2867 NM_000256 NP_000247 Q14896 MYPC3_HUMANFibronectin type-III 2. 3AGCAGCCGGGCCCCCGTGGGC0.662

+ 2 646ZFP91-CNTF_uc010rkm.1_RNANM_000614 NP_000605 P26441 CNTF_HUMAN 1ATCCCAGCACGTGGGAGCCAT0.478

+ 18 1929DAK_uc009ynm.1_3'UTRNM_015533 NP_056348 Q3LXA3 DHAK_HUMANDhaL.|ATP (By similarity). 0GCCAGACCCCGGGGCGGTGGC0.627

+ 8 1139STIP1_uc010rnb.1_Missense_Mutation_p.R307QNM_006819 NP_006810 P31948 STIP1_HUMAN TPR 6. 3GCAGAGCACCGAACCCCAGAT0.403

+ 5 434RPS6KB2_uc001olf.2_5'UTR|RPS6KB2_uc001olg.2_Missense_Mutation_p.A118T|RPS6KB2_uc009yrq.2_Intron|RPS6KB2_uc001ole.2_RNA|RPS6KB2_uc001olh.2_RNA|RPS6KB2_uc009yrr.2_5'UTRNM_003952 NP_003943 Q9UBS0 KS6B2_HUMANProtein kinase. 7ACACACACGGGCTGAGCGGAA0.458

- 11 2100SUV420H1_uc009yse.1_Missense_Mutation_p.R201Q|SUV420H1_uc001onn.1_Missense_Mutation_p.R443Q|SUV420H1_uc009ysf.2_Missense_Mutation_p.R375QNM_017635 NP_060105 Q4FZB7 SV421_HUMAN 3TTTTCCTTGTCGTGACTTCTT0.478

- 1 949CREBZF_uc010rtc.1_RNA|CREBZF_uc010rtd.1_RNANM_001039618 NP_001034707 Q9NS37 ZHANG_HUMANLeucine-zipper. 1CAGCCCCATCACGTACTCCTT0.413

+ 1 3048 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 9.|Extracellular (Potential). 5CCTTACTGTGCGGGCCAAAGA0.453

- 3 420 NM_022122 NP_071405 Q9H306 MMP27_HUMAN 3TCTAAACCTTCTTGGATAGCC0.388

+ 39 6316DYNC2H1_uc001phn.1_Missense_Mutation_p.I2058V|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANAAA 2 (By similarity). 0TGATGGTGATATTGACCCTGA0.348

- 2 274CASP1_uc001pig.2_Intron|CASP1_uc001pik.2_Missense_Mutation_p.T70M|CASP1_uc010rvf.1_Intron|CASP1_uc010rvg.1_Missense_Mutation_p.T86M|CASP1_uc010rvh.1_Intron|CASP1_uc010rvi.1_Intron|CASP1_uc001pim.3_Missense_Mutation_p.T86M|CASP1_uc009yxi.2_Missense_Mutation_p.T86M|CASP1_uc010rvj.1_Missense_Mutation_p.T86M|CASP1_uc009yxj.2_Translation_Start_Site|CASP1_uc010rvk.1_Missense_Mutation_p.T47M|CASP1_uc010rvl.1_Missense_Mutation_p.T86MNM_033292 NP_150634 P29466 CASP1_HUMAN CARD. 2GAGTCCCAGCGTCCCTGCCAG0.463

- 4 677 NM_006235 NP_006226 Q16633 OBF1_HUMAN 1AGAGGCATAGGTCAACACTGA0.572

- 2 769BACE1_uc001pqw.2_Missense_Mutation_p.A103V|BACE1_uc001pqx.2_Missense_Mutation_p.A103V|BACE1_uc001pqy.2_Missense_Mutation_p.A103V|BACE1_uc001pra.1_Missense_Mutation_p.A103V|BACE1_uc010rxg.1_5'Flank|BACE1_uc010rxh.1_5'FlankNM_012104 NP_036236 P56817 BACE1_HUMANExtracellular (Potential). 1GTGGGGGGCAGCACCCACTGC0.562

- 13 2551CDON_uc001qdb.3_Missense_Mutation_p.S185L|CDON_uc001qdc.3_Missense_Mutation_p.S808LNM_016952 NP_058648 Q4KMG0 CDON_HUMANFibronectin type-III 2.|Extracellular (Potential). 6ACGAGATGCTGAACTCCGAAA0.393

+ 2 530ERC1_uc001qiz.2_RNA|ERC1_uc001qjc.2_Missense_Mutation_p.R97C|ERC1_uc001qja.2_RNA|ERC1_uc001qjd.2_RNA|ERC1_uc001qjf.2_Missense_Mutation_p.R97CNM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN 5TTCTGGGGGACGTCTGCCTTA0.507

+ 5 1271TAPBPL_uc001qoh.3_Missense_Mutation_p.A203T|TAPBPL_uc001qoi.1_RNANM_018009 NP_060479 Q9BX59 TPSNR_HUMANLumenal (Potential).|Ig-like C1-type. 0TGGATCCCCAGCCCAAGTCTC0.607

- 12 1332PZP_uc009zgl.2_Missense_Mutation_p.E304KNM_002864 NP_002855 5TGGTGGTCTTCTGCTACCCAT0.458

- 3 269PRB4_uc001qzt.2_Missense_Mutation_p.E79QNM_002723 NP_002714 P10163 PRB4_HUMAN9.5 X 21 AA tandem repeats of K-P-[EQ]- [GR]-[PR]-[PR]-P-Q-G-G-N-Q-[PS]-[QH]- [RG]-[PT]-P-P-[PH]-P-G.|3.1GGTCGTCCTTCTGGCTTTCCT0.622

+ 14 1933 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANExtracellular (Potential). 8TGTGGCACACGTGGGTCATGT0.333

- 5 1638CAPRIN2_uc001rjf.1_Missense_Mutation_p.T93M|CAPRIN2_uc001rjg.1_Intron|CAPRIN2_uc001rjh.1_Missense_Mutation_p.T296M|CAPRIN2_uc001rjj.1_Intron|CAPRIN2_uc001rjk.3_Missense_Mutation_p.T296M|CAPRIN2_uc001rjl.3_Missense_Mutation_p.T296M|CAPRIN2_uc001rjm.1_5'Flank|CAPRIN2_uc001rjn.1_5'FlankNM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2CTCACATGTCGTTCCTACCAC0.408

- 7 2084 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANABC transporter. 6ACTTCCAAGAGACATATATGG0.393

- 5 1220C12orf40_uc009zjv.1_Intron|SLC2A13_uc001rme.1_Missense_Mutation_p.R37HNM_052885 NP_443117 Q96QE2 MYCT_HUMANCytoplasmic (Potential). 1AAGCTTTCTGCGGCCCACCTT0.383

+ 2 122PPHLN1_uc001rmy.2_Missense_Mutation_p.R24Q|PPHLN1_uc001rna.2_Missense_Mutation_p.R13Q|PPHLN1_uc001rne.2_Missense_Mutation_p.R13Q|PPHLN1_uc001rnb.2_Missense_Mutation_p.R13Q|PPHLN1_uc001rnd.2_Missense_Mutation_p.R13Q|PPHLN1_uc001rnc.2_Missense_Mutation_p.R6Q|PPHLN1_uc001rnf.2_Missense_Mutation_p.R6Q|PPHLN1_uc010skq.1_Missense_Mutation_p.R6Q|PPHLN1_uc010skr.1_Missense_Mutation_p.R6Q|PPHLN1_uc010sks.1_Missense_Mutation_p.R6Q|PPHLN1_uc010skt.1_Intron|PPHLN1_uc001rni.1_Missense_Mutation_p.R6Q|PPHLN1_uc001rnh.1_RNA|PPHLN1_uc010sku.1_Missense_Mutation_p.R13QNM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2TCTGAGGGACGATATGAATAT0.383

- 36 5393 NM_025003 NP_079279 P59510 ATS20_HUMAN GON. 19AACAGTGTATCCAGCAGCTAA0.338

- 1 272KRT5_uc009zmh.2_Missense_Mutation_p.R37WNM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0CCCCCGGACCGGGACACGGAG0.677

+ 2 333EIF4B_uc009zmp.1_RNA|EIF4B_uc010snu.1_Missense_Mutation_p.E43K|EIF4B_uc010snv.1_Missense_Mutation_p.E43K|EIF4B_uc001sbi.2_5'UTRNM_001417 NP_001408 P23588 IF4B_HUMAN 2CTGGGCTGATGAAACGGATGA0.418

- 11 1454ATF7_uc010sok.1_RNA|ATF7_uc001sdz.2_Missense_Mutation_p.P467L|ATF7_uc010sol.1_Missense_Mutation_p.P446L|uc001sdx.2_RNANM_001130059 NP_001123531 P17544 ATF7_HUMANEssential for binding adenovirus 2 E1A. 2CGATTGTATCGGCATGCTCAG0.592

- 1 358 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMANCytoplasmic (Potential). 1GCAACATAGCGATCATAGGAC0.393

- 5 894ITGA7_uc001shg.2_Intron|ITGA7_uc010sps.1_Missense_Mutation_p.T128M|ITGA7_uc009znx.2_IntronNM_001144996 NP_001138468 Q13683 ITA7_HUMANFG-GAP 3.|Extracellular (Potential). 5CACCCTGGCCGTGCCTGCAAG0.677

+ 57 9552 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential). 22GACGAGGAACCGTTTCTGATC0.597



+ 12 1449KIF5A_uc010srr.1_Missense_Mutation_p.R325QNM_004984 NP_004975 Q12840 KIF5A_HUMAN 3CCCGAGGAGCGGCAGAAATAC0.642

- 18 2232PPFIA2_uc010sue.1_Intron|PPFIA2_uc010sug.1_RNA|PPFIA2_uc010suh.1_RNA|PPFIA2_uc010sui.1_RNA|PPFIA2_uc010suj.1_RNA|PPFIA2_uc009zsi.1_RNA|PPFIA2_uc010suf.1_RNA|PPFIA2_uc009zsh.2_RNANM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6TTCAGGCCTTCGAGGCTCACA0.463

- 3 1569 NM_007035 NP_008966 O60938 KERA_HUMAN 1AGGTCCATAACTGAAGGAATC0.453

+ 20 2767UBE3B_uc001toq.2_Missense_Mutation_p.E722K|UBE3B_uc001tos.2_Missense_Mutation_p.E149K|UBE3B_uc001too.1_RNA|UBE3B_uc009zvj.1_Missense_Mutation_p.E722KNM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN HECT. 4CGGGGTGGACGAAGCAGGGAT0.507

- 6 1454ABCB9_uc010tai.1_5'Flank|ABCB9_uc009zxr.2_Intron|ABCB9_uc001udo.3_Missense_Mutation_p.A382T|ABCB9_uc010taj.1_Missense_Mutation_p.A382T|ABCB9_uc001udp.2_Missense_Mutation_p.A382T|ABCB9_uc001udq.2_Missense_Mutation_p.A164T|ABCB9_uc001udr.2_Missense_Mutation_p.A382TNM_019625 NP_062571 Q9NP78 ABCB9_HUMANABC transmembrane type-1. 0TCCTCATTGGCGAAGCTCCGG0.587

- 3 697CDK2AP1_uc001uep.2_RNANM_004642 NP_004633 O14519 CDKA1_HUMAN 0TTGCTTTGGGGCACCTGGCTG0.408

- 40 6245NCOR2_uc010taz.1_Missense_Mutation_p.R2014Q|NCOR2_uc010tax.1_Missense_Mutation_p.R141QNM_006312 NP_006303 Q9Y618 NCOR2_HUMAN 4AGTCTTTTCCCGGTGCGGGTC0.637

+ 10 1612MMP17_uc001ujd.1_Missense_Mutation_p.E421KNM_016155 NP_057239 Q9ULZ9 MMP17_HUMANHemopexin-like 4. 0GCTGGATGGCGAGCTGGAGGT0.657

- 7 847CHFR_uc001ulc.1_RNA|CHFR_uc001ule.2_Missense_Mutation_p.P243S|CHFR_uc010tbs.1_Missense_Mutation_p.P255S|CHFR_uc001uld.2_Missense_Mutation_p.P214S|CHFR_uc010tbt.1_Missense_Mutation_p.P163SNM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1TTCTTCACGGGCTCCAAATCC0.562

- 12 1464KIAA0564_uc001uyk.2_Missense_Mutation_p.G465ENM_015058 NP_055873 A3KMH1 K0564_HUMAN 6TATGTTGTATCCTAAGGTATC0.368

- 9 1047uc001vau.1_Intron|uc001vav.1_Intron|CPB2_uc001vax.2_Missense_Mutation_p.S290NNM_001872 NP_001863 Q96IY4 CBPB2_HUMAN 2ATGGTCTTTGCTTTTACTTCG0.318

- 16 3713ATP7B_uc010adv.2_Missense_Mutation_p.G756S|ATP7B_uc001vfx.2_Missense_Mutation_p.G979S|ATP7B_uc001vfy.2_Missense_Mutation_p.G1075S|ATP7B_uc010tgt.1_Missense_Mutation_p.G1121S|ATP7B_uc010tgu.1_Missense_Mutation_p.G1138S|ATP7B_uc010tgv.1_Missense_Mutation_p.G1108S|ATP7B_uc001vfv.2_Missense_Mutation_p.G458S|ATP7B_uc010tgs.1_Missense_Mutation_p.G397SNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3CAGAAGATACCGTCAATAGCC0.463

+ 7 722ATP11A_uc001vsj.3_Missense_Mutation_p.A212T|ATP11A_uc001vsm.1_Missense_Mutation_p.A88TNM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4CGGACTTCACGCCACCATCGA0.527

+ 13 1347ATP11A_uc001vsj.3_Missense_Mutation_p.T420K|ATP11A_uc001vsm.1_Missense_Mutation_p.T296KNM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4GGCACCCTCACGGAAAACAAC0.607

+ 1 365 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANCytoplasmic (Potential). 0GCCTATGACCGCTATGCTGCT0.502 rs143164519

- 1 184 NM_001005466 NP_001005466 Q8NGC3 O10G2_HUMANHelical; Name=2; (Potential). 1TACATGGGGCGAGCACAGAGC0.512

+ 14 1385REC8_uc001wms.2_Nonsense_Mutation_p.Q320*NM_005132 NP_005123 O95072 REC8_HUMAN Glu-rich. 0GGAGAAATTCCAGGAACAACT0.632

- 3 277TM9SF1_uc010tob.1_5'Flank|CHMP4A_uc001wni.2_5'Flank|CHMP4A_uc010toc.1_5'Flank|CHMP4A_uc001wnj.2_5'UTR|MDP1_uc001wnk.1_Missense_Mutation_p.A66V|CHMP4A_uc001wnm.1_Missense_Mutation_p.A66VNM_138476 NP_612485 Q86V88 MGDP1_HUMAN 0TGAAGCAGCCGCACCGGGCAC0.547 rs17101962

- 8 1314TGM1_uc010tog.1_IntronNM_000359 NP_000350 P22735 TGM1_HUMAN 3GTTGGTGACAGTACGGGTGGC0.572

- 15 3440NID2_uc010tqs.1_Missense_Mutation_p.R1021K|NID2_uc010tqt.1_Missense_Mutation_p.R1069K|NID2_uc001wzp.2_Missense_Mutation_p.R1069KNM_007361 NP_031387 Q14112 NID2_HUMANThyroglobulin type-1 2. 7CTGCACCTCTCTGCCATCTTT0.632

- 10 1294FBXO34_uc001xbv.2_Intron|KIAA0831_uc001xbw.1_Missense_Mutation_p.G307RNM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0CGCTCATCTCCGCTCTCATCT0.537

- 7 2333C14orf37_uc010tro.1_Missense_Mutation_p.R779Q|C14orf37_uc001xdd.2_Missense_Mutation_p.R741QNM_001001872 NP_001001872 Q86TY3 CN037_HUMANPoly-Arg.|Cytoplasmic (Potential). 0ATTTCTCCTTCGGCGATTCAT0.433 rs141152358

+ 20 3133KIAA0586_uc010trr.1_Missense_Mutation_p.G1071S|KIAA0586_uc001xdt.3_Missense_Mutation_p.G986S|KIAA0586_uc001xdu.3_Missense_Mutation_p.G1015S|KIAA0586_uc010trs.1_Missense_Mutation_p.G945S|KIAA0586_uc010trt.1_Missense_Mutation_p.G890S|KIAA0586_uc010tru.1_Missense_Mutation_p.G890SNM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1AAAGAAGCAAGGTCCTGTTGC0.398

- 5 2236RTN1_uc001xem.1_Missense_Mutation_p.T256M|RTN1_uc001xek.1_Missense_Mutation_p.T108M|RTN1_uc001xel.1_RNA|RTN1_uc010apl.1_Missense_Mutation_p.T93MNM_021136 NP_066959 Q16799 RTN1_HUMAN Reticulon. 4CAGGCAGTCCGTGTACTTCTG0.478

- 26 5647SPTB_uc001xhr.2_Missense_Mutation_p.A1865T|SPTB_uc001xhs.2_Missense_Mutation_p.A1865T|SPTB_uc001xhu.2_Missense_Mutation_p.A1865T|SPTB_uc010aqi.2_Missense_Mutation_p.A526TNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 15. 11CCAGCATATGCTGTCTGCAGA0.627

+ 5 3369YLPM1_uc001xql.3_RNANM_019589 NP_062535 P49750 YLPM1_HUMAN Arg-rich. p.L888fs*0(1) 3CGGGACAGAGGGTTGGTGAGG0.562

+ 2 613 NM_003608 NP_003599 Q8IYL9 PSYR_HUMANHelical; Name=1; (Potential). 0ATTATAGTCAGCATTCCAGCC0.363

- 4 2417BCL11B_uc001ygb.2_Missense_Mutation_p.A646VNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN 10GTGCCGCGACGCCGCGTAGCC0.677

- 2 653BCL11B_uc001ygb.2_Missense_Mutation_p.S129LNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN 10TTTCGTGGGTGAGAGCAGGTG0.617

- 11 1370RAGE_uc010txv.1_Missense_Mutation_p.V352M|RAGE_uc001yln.2_Missense_Mutation_p.V200M|RAGE_uc001ylh.2_Intron|RAGE_uc001yli.2_RNA|RAGE_uc001yll.2_RNA|RAGE_uc001ylj.2_RNA|RAGE_uc001ylk.2_RNANM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4GGTCTCAGCACCGGCACTCTT0.587

+ 46 7061RYR3_uc010bar.2_Missense_Mutation_p.G2331RNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|Cytoplasmic (By similarity).10AGACCTGGTTGGGATCATCAG0.592

- 15 2004RASGRP1_uc010bbe.2_RNA|RASGRP1_uc010bbf.2_Missense_Mutation_p.G436E|RASGRP1_uc010bbg.2_Intron|RASGRP1_uc001zkd.3_Missense_Mutation_p.G574ENM_005739 NP_005730 O95267 GRP1_HUMAN 2GGACACTGGCCCCACAGAAGT0.478

+ 13 2190THBS1_uc010bbi.2_Missense_Mutation_p.D143NNM_003246 NP_003237 P07996 TSP1_HUMAN EGF-like 3. 6CCACTATAGCGACCCCATGTA0.602

+ 2 329MGA_uc010ucy.1_Missense_Mutation_p.D80N|MGA_uc010ucz.1_Missense_Mutation_p.D80NNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN 12TGTTACCCTCGATAACAATAG0.428

- 6 1577 NM_139265 NP_644670 Q9H223 EHD4_HUMAN EF-hand.|EH. p.A505V(1) 2CTTGGCCAGCGCGAACTCCTC0.642

- 13 1361VPS39_uc001zpc.2_Missense_Mutation_p.L393FNM_015289 NP_056104 Q96JC1 VPS39_HUMAN 3GCCCCGGAGAGCACAGGCAAT0.512

- 17 2111 NM_004998 NP_004989 Q12965 MYO1E_HUMANMyosin head-like. 3GTAGTGGGGCGTACATTTCAT0.483

+ 2 226 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11CTACATGTTGCGGAATGGGGT0.478

+ 13 1534 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11CGTCCAGCAGGCCCAGGATGA0.562

+ 5 512USP3_uc010uii.1_RNA|USP3_uc002amg.2_Missense_Mutation_p.A43V|USP3_uc002amh.2_Missense_Mutation_p.A106V|USP3_uc010uij.1_Missense_Mutation_p.A84V|USP3_uc010uik.1_Intron|USP3_uc010bgs.2_Missense_Mutation_p.A111V|USP3_uc002ami.2_5'UTRNM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1GCTTTCACAGCTGACAGGCAT0.308

- 2 778 NM_001039614 NP_001034703 Q2T9L4 CO059_HUMAN 1ATGGGCGTGCCACCATTCATG0.662

+ 3 1116CLK3_uc002ayg.3_Missense_Mutation_p.R71W|CLK3_uc002ayh.3_5'UTR|CLK3_uc010ulm.1_Missense_Mutation_p.R219W|CLK3_uc002ayj.3_Missense_Mutation_p.R71W|CLK3_uc002ayk.3_5'UTRNM_001130028 NP_001123500 P49761 CLK3_HUMAN Arg-rich. 2CGATACATACCGGTGTGAAGA0.632

- 2 814CYP1A1_uc010bjv.2_Intron|CYP1A1_uc010bjw.2_Intron|CYP1A1_uc010bju.2_5'UTR|CYP1A1_uc010bjx.2_Intron|CYP1A1_uc002ayq.3_Missense_Mutation_p.G231E|CYP1A1_uc010bjy.2_Missense_Mutation_p.G231E|CYP1A1_uc010bjz.1_5'UTRNM_000499 NP_000490 P04798 CP1A1_HUMAN 5AGCTGGGTTTCCAGAGCCAAC0.493

- 3 1405DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_Intron|DET1_uc002bmq.2_Missense_Mutation_p.A429GNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2GATCTGCCTTGCAAAATTGTT0.453

- 3 367C15orf38_uc002bot.1_RNA|C15orf38_uc002bou.2_Missense_Mutation_p.R71HNM_182616 NP_872422 P59780 AP3S2_HUMAN 0GAATTTACGGCGATGGATGTG0.567

+ 6 746C16orf59_uc002cqf.1_Missense_Mutation_p.A239T|C16orf59_uc002cqg.1_Missense_Mutation_p.A72T|C16orf59_uc002cqi.2_Missense_Mutation_p.A72T|C16orf59_uc010uwb.1_Missense_Mutation_p.A72TNM_025108 NP_079384 Q7L2K0 CP059_HUMAN 0TGCCGCCGCTGCCAAAACCCA0.612

+ 2 415HCFC1R1_uc002csx.1_5'Flank|HCFC1R1_uc002csy.1_5'Flank|HCFC1R1_uc002csz.1_5'Flank|THOC6_uc002ctd.2_Missense_Mutation_p.A40V|THOC6_uc002ctc.2_Missense_Mutation_p.A16V|THOC6_uc002cta.2_Missense_Mutation_p.A16VNM_024339 NP_077315 Q86W42 THOC6_HUMAN WD 1. 2AAGTTTCTGGCGGCTGGCAAC0.587



- 5 1235ZSCAN10_uc002cty.1_Missense_Mutation_p.G44S|ZSCAN10_uc002ctw.1_Missense_Mutation_p.G301S|ZSCAN10_uc002ctx.1_Missense_Mutation_p.G311SNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN C2H2-type 4. 1AAGCCGCGGCCGCACTCTGCG0.711

+ 8 1052DNAJA3_uc002cwl.2_Missense_Mutation_p.G343S|DNAJA3_uc010uxk.1_Missense_Mutation_p.G190SNM_005147 NP_005138 Q96EY1 DNJA3_HUMAN 4CCGGAGGGACGGCGCAGACAT0.542

+ 7 780ABCC6P1_uc010vam.1_Missense_Mutation_p.R137WNR_003569 0ACTTGTTTCCCGGCTTGAAAA0.532

+ 2 295COQ7_uc002dfs.2_Missense_Mutation_p.V65INM_016138 NP_057222 Q99807 COQ7_HUMAN1.|2 X approximate tandem repeats. 1TCGGACCAGCGTCGGGCCAGT0.547 rs138449068

- 6 1441UMOD_uc002dha.2_Missense_Mutation_p.A438T|UMOD_uc002dhb.2_Missense_Mutation_p.A471TNM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2GGCTGTAGGGCGGTCTTCAGG0.542

- 4 751ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.G228ENM_052956 NP_443188 Q08AH1 ACSM1_HUMANATP (By similarity). 2GCCTGTGGTCCCACTGGTGAA0.517 rs150786519

- 5 1024uc010vct.1_Intron|SULT1A1_uc002dqj.2_Missense_Mutation_p.R184H|SULT1A1_uc002dqk.2_Missense_Mutation_p.R184H|SULT1A1_uc002dql.2_Missense_Mutation_p.R184H|SULT1A1_uc002dqm.2_Missense_Mutation_p.R106H|SULT1A1_uc002dqn.2_Missense_Mutation_p.R275H|SULT1A1_uc002dqo.2_Missense_Mutation_p.R184H|SULT1A1_uc002dqp.2_Missense_Mutation_p.R184HNM_177534 NP_803878 P50225 ST1A1_HUMAN 0AGGGTGGGTGCGGCTCAGCTC0.592 rs145721404

- 3 980 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN 0GGCTTCTCGCCGGTGTGGGAT0.627

+ 4 737PYDC1_uc002ebo.2_5'FlankNM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0TCAGTTCCGGGGGGCCGTGGG0.652

+ 6 676ORC6L_uc010cbe.1_3'UTRNM_014321 NP_055136 Q9Y5N6 ORC6_HUMAN 0GATAGTGGTTGAAGCCCCAGC0.443

- 14 2453ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMAN 3TGCAATCCTCGCAGGTTGTGA0.483 rs146815895

- 49 7390CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.A2361V|CNOT1_uc002ent.2_Missense_Mutation_p.A304V|CNOT1_uc010vik.1_Missense_Mutation_p.A1323VNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6TACTTGCTGGGCCTGCTTCTG0.478

- 12 2552 NM_001796 NP_001787 P55286 CADH8_HUMANCytoplasmic (Potential). 9GTCTGAGTCTGATGTGGTGGA0.517

- 13 2664CDH11_uc010cdn.2_RNA|CDH11_uc002eoj.2_3'UTR|CDH11_uc010vin.1_Missense_Mutation_p.G618SNM_001797 NP_001788 P55287 CAD11_HUMANCytoplasmic (Potential). 14CCTTCATAACCGTAGATTTGA0.537

+ 34 3931RLTPR_uc010vjr.1_Missense_Mutation_p.A1235TNM_001013838 NP_001013860 Q6F5E8 LR16C_HUMAN 1CTCTGTGTCTGCTGGTGAGTG0.592

- 12 1348 NM_000353 NP_000344 P17735 ATTY_HUMAN 2ATGACCACTCGGATGAAATTC0.522 rs118203916

- 7 1035PMFBP1_uc002fcd.2_Missense_Mutation_p.T288I|PMFBP1_uc002fce.2_RNA|PMFBP1_uc002fcf.2_Missense_Mutation_p.T143INM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN 2GTGGGTGGCTGTACAGGAAGC0.468

+ 5 542PSMD7_uc010vmr.1_Missense_Mutation_p.A60VNM_002811 NP_002802 P51665 PSD7_HUMAN 0CCTACAGAAGCGTACATTTCA0.433

+ 5 1091 NM_002153 NP_002144 P37059 DHB2_HUMAN 2GCGGAATTTCCTCCTATTGAT0.532

- 9 1179PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Missense_Mutation_p.M181LNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1CTCATCCCCATACCAGACCAG0.522

- 2 501 NM_182705 NP_874364 Q8N5W9 F101B_HUMAN 0CTTGTAGTTGCGCCACGTGCC0.657

+ 10 1209SERPINF2_uc010vqr.1_Missense_Mutation_p.V314MNM_000934 NP_000925 P08697 A2AP_HUMAN 0GGTGTCCGGCGTGCAGCATCA0.672

+ 1 991 NR_024128 1CTGTTCCTCCGATGCTGGCGT0.587

- 8 1121ATP2A3_uc002fwx.1_Missense_Mutation_p.R324W|ATP2A3_uc002fwy.1_Missense_Mutation_p.R324W|ATP2A3_uc002fwz.1_Missense_Mutation_p.R324W|ATP2A3_uc002fxa.1_Missense_Mutation_p.R324W|ATP2A3_uc002fxc.1_Missense_Mutation_p.R324W|ATP2A3_uc002fxd.1_Missense_Mutation_p.R324WNM_174955 NP_777615 Q93084 AT2A3_HUMANCytoplasmic (By similarity). 5GCCATGCGCCGCGTGCCCAGT0.667

- 5 596ATP2A3_uc002fwx.1_Missense_Mutation_p.D149N|ATP2A3_uc002fwy.1_Missense_Mutation_p.D149N|ATP2A3_uc002fwz.1_Missense_Mutation_p.D149N|ATP2A3_uc002fxa.1_Missense_Mutation_p.D149N|ATP2A3_uc002fxc.1_Missense_Mutation_p.D149N|ATP2A3_uc002fxd.1_Missense_Mutation_p.D149NNM_174955 NP_777615 Q93084 AT2A3_HUMANCytoplasmic (By similarity). 5TCTACAATGTCCCCTGGGACG0.438

- 6 1044DHX33_uc002gbz.2_Missense_Mutation_p.R119C|DHX33_uc002gcb.2_Missense_Mutation_p.R175C|DHX33_uc010clf.2_IntronNM_020162 NP_064547 Q9H6R0 DHX33_HUMANHelicase C-terminal. 2ATCACTTTGCGATAGCCCTAA0.383

+ 4 300DULLARD_uc002gfd.2_5'Flank|DULLARD_uc002gfe.2_5'Flank|DULLARD_uc002gff.2_5'Flank|DULLARD_uc002gfc.2_5'Flank|C17orf81_uc002gfj.2_Missense_Mutation_p.E65K|C17orf81_uc010cmb.2_Missense_Mutation_p.E65K|C17orf81_uc002gfh.1_Missense_Mutation_p.E65K|C17orf81_uc002gfi.1_Missense_Mutation_p.E65K|C17orf81_uc002gfk.1_Missense_Mutation_p.E65K|C17orf81_uc002gfl.1_Missense_Mutation_p.E65KNM_203415 NP_981960 Q8TE02 DERP6_HUMAN 0TGAAGTGAGCGAGGAAGAGTT0.458

- 4 500SHBG_uc010cmo.2_Intron|SHBG_uc010cmp.2_Intron|SHBG_uc010cmq.2_Intron|SHBG_uc010cmr.2_Intron|SHBG_uc010cms.2_Intron|SHBG_uc010cmt.2_Intron|SHBG_uc010cmu.2_Intron|SAT2_uc002gib.1_RNA|SHBG_uc010cmz.2_5'Flank|SHBG_uc010cmv.2_5'Flank|SHBG_uc010cmw.2_5'Flank|SHBG_uc010cmx.2_5'Flank|SHBG_uc010cmy.2_5'Flank|SHBG_uc002gid.3_5'FlankNM_133491 NP_597998 Q96F10 SAT2_HUMANN-acetyltransferase. p.?(1) 0TAAATGGTGCGTCCCTTCCAT0.542

- 14 1397 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13TTTGGCCAGAGCACCCACTGC0.473

- 3 655 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2TTTCAGATTTCCAAAACCCTA0.403

+ 3 742 NM_021012 NP_066292 Q14500 IRK12_HUMANCytoplasmic (By similarity). 4CTACAGCATCGTGTCATCGGA0.706

+ 20 2949TAOK1_uc010wbe.1_Missense_Mutation_p.G771R|TAOK1_uc010wbf.1_Missense_Mutation_p.G919RNM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN 4TGGGGGTCCAGGACCTCACTG0.577

- 2 897ACCN1_uc002hht.2_Missense_Mutation_p.T259MNM_001094 NP_001085 Q16515 ACCN1_HUMANExtracellular (By similarity). 4CCCCTTGACCGTGGTGAGCAG0.537

- 3 1736SLFN13_uc010wch.1_Missense_Mutation_p.T469I|SLFN13_uc002hjl.2_Missense_Mutation_p.T469I|SLFN13_uc010ctt.2_Missense_Mutation_p.T151I|SLFN13_uc002hjm.2_Missense_Mutation_p.T138INM_144682 NP_653283 Q68D06 SLN13_HUMAN 2GAGAATGGGGGTGCTGTTCTG0.537

- 26 3628MYO19_uc002hmw.2_Missense_Mutation_p.S679N|MYO19_uc010cuu.2_RNA|ZNHIT3_uc010cut.1_RNANM_001163735 NP_001157207 Q96H55 MYO19_HUMANMitochondrial targeting. 1CCTCTGAAAGCTGCCTACACC0.617

- 44 5574ACACA_uc002hnk.2_Missense_Mutation_p.E1717K|ACACA_uc002hnl.2_Missense_Mutation_p.E1737K|ACACA_uc002hnn.2_Missense_Mutation_p.E1795K|ACACA_uc002hno.2_Missense_Mutation_p.E1832K|ACACA_uc010cuy.2_Missense_Mutation_p.E440K|ACACA_uc010wdc.1_IntronNM_198836 NP_942133 Q13085 ACACA_HUMANCarboxyltransferase. 2CGAAGGTTCTCGGGTCCAATT0.388

- 3 436 KRT40_uc002hvq.1_RNANM_182497 NP_872303 Q6A162 K1C40_HUMAN Rod.|Coil 1A. 0GAACTGCATCGTCTCCTTCTC0.532

- 10 1264STAT3_uc002hzk.1_Missense_Mutation_p.G342S|STAT3_uc002hzm.1_Missense_Mutation_p.G342S|STAT3_uc010wgh.1_Missense_Mutation_p.G244S|STAT3_uc002hzn.1_Missense_Mutation_p.G342SNM_139276 NP_644805 P40763 STAT3_HUMAN 4AACTGGACGCCGGTCTTGATG0.567

+ 1 1075AOC2_uc002ibt.2_Missense_Mutation_p.R347QNM_009590 NP_033720 O75106 AOC2_HUMAN 2TTTGATGTTCGGTTCCAGGGT0.507

+ 1 182 NM_003734 NP_003725 Q16853 AOC3_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).4GACAATCCTCGTGCTCCTCAT0.552

- 21 5634BRCA1_uc010whp.1_Missense_Mutation_p.G650D|BRCA1_uc010whl.1_Missense_Mutation_p.G697D|BRCA1_uc010whm.1_Missense_Mutation_p.G111D|BRCA1_uc002icp.3_Missense_Mutation_p.G1730D|BRCA1_uc002icu.2_Intron|BRCA1_uc010cyx.2_Missense_Mutation_p.G1754D|BRCA1_uc002ict.2_Missense_Mutation_p.G1822D|BRCA1_uc010whn.1_Missense_Mutation_p.G292D|BRCA1_uc010who.1_Missense_Mutation_p.G19DNM_007294 NP_009225 P38398 BRCA1_HUMAN BRCT 2. 52ACTTACTGTGCCAAGGGTGAA0.473

- 19 5484BRCA1_uc010whp.1_Missense_Mutation_p.R600Q|BRCA1_uc010whl.1_Missense_Mutation_p.R647Q|BRCA1_uc010whm.1_Missense_Mutation_p.R61Q|BRCA1_uc002icp.3_Missense_Mutation_p.R1680Q|BRCA1_uc002icu.2_Missense_Mutation_p.R647Q|BRCA1_uc010cyx.2_Missense_Mutation_p.R1704Q|BRCA1_uc002ict.2_Missense_Mutation_p.R1772Q|BRCA1_uc010whn.1_Missense_Mutation_p.R242Q|BRCA1_uc010who.1_IntronNM_007294 NP_009225 P38398 BRCA1_HUMAN p.R1751*(1) 52TTCTCTTGCTCGCTTTGGACC0.468 rs80357442

- 9 930SLC4A1_uc002igg.3_Missense_Mutation_p.P261SNM_000342 NP_000333 P02730 B3AT_HUMAN Cytoplasmic. 3AAGCGTATAGGCACCGGCAGC0.647

+ 4 509DBF4B_uc002ihd.1_Missense_Mutation_p.S99N|DBF4B_uc010wjb.1_RNA|DBF4B_uc002ihe.2_5'UTR|DBF4B_uc010wjc.1_Missense_Mutation_p.S83N|DBF4B_uc002ihg.2_Missense_Mutation_p.S83NNM_145663 NP_663696 Q8NFT6 DBF4B_HUMAN BRCT. 0AAGGCAGAGAGCAGTGGGAAA0.522

- 23 2643OSBPL7_uc002ilw.1_Missense_Mutation_p.G376RNM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0CACTCTTTCCCGCTGCTATCC0.637

+ 13 1702ACSF2_uc010wml.1_Missense_Mutation_p.P490L|ACSF2_uc010wmm.1_Missense_Mutation_p.P558L|ACSF2_uc010wmn.1_Missense_Mutation_p.P520L|ACSF2_uc010wmo.1_Missense_Mutation_p.P373L|ACSF2_uc010dbt.1_Missense_Mutation_p.P37LNM_025149 NP_079425 Q96CM8 ACSF2_HUMAN 0CACACACACCCGAAGGTGCAG0.537

+ 18 1920RGS9_uc010dem.2_Missense_Mutation_p.P601S|RGS9_uc002jfd.2_Missense_Mutation_p.P601S|RGS9_uc002jff.2_RNA|RGS9_uc002jfg.2_Missense_Mutation_p.P375SNM_003835 NP_003826 O75916 RGS9_HUMAN 4ACCCAAGTGCCCTGCTGTGTC0.617



- 2 872USH1G_uc010wro.1_Missense_Mutation_p.T127INM_173477 NP_775748 Q495M9 USH1G_HUMAN 2GACCTTGAAGGTGCCTTCGCC0.672

- 18 3459CASKIN2_uc010wsc.1_Missense_Mutation_p.P888LNM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1CTCTCGGGGCGGGGGGCCAGC0.667

- 10 1476PRPSAP1_uc010wtb.1_Missense_Mutation_p.V241INM_002766 NP_002757 Q14558 KPRA_HUMAN 1AGCTTCTGAACCTCATGAGGG0.453

+ 8 1630SPHK1_uc002jrg.1_Missense_Mutation_p.A223V|SPHK1_uc002jrh.2_Missense_Mutation_p.A288V|SPHK1_uc002jrj.2_Missense_Mutation_p.A360V|SPHK1_uc002jri.2_Missense_Mutation_p.A274V|SPHK1_uc002jrk.3_Missense_Mutation_p.A274V|uc010wtd.1_RNANM_001142602 NP_001136074 Q9NYA1 SPHK1_HUMAN 1GAGATGTTTGCTGCACCCATG0.632

- 9 1476RHBDF2_uc002jrp.1_Missense_Mutation_p.E366K|RHBDF2_uc002jrr.1_Missense_Mutation_p.E247K|RHBDF2_uc010wtf.1_Missense_Mutation_p.E366K|RHBDF2_uc002jrs.1_Missense_Mutation_p.E390KNM_024599 NP_078875 Q6PJF5 RHDF2_HUMANCytoplasmic (Potential). 0TCGAAGCTCTCCAGCTGCCGC0.637

+ 9 1359MGAT5B_uc002jth.2_Missense_Mutation_p.T408MNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3GAGTACGCCACGCTGCACGGC0.637 rs140999399

+ 30 8034uc002jyi.1_Intron|RNF213_uc010dhw.1_Missense_Mutation_p.P986LNM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21TGCCATGCGCCGATTGGAGGC0.507 rs143904490

+ 20 3167RPTOR_uc010wug.1_Missense_Mutation_p.R630CNM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6CGACAAGATGCGCCGCGCCAG0.652

- 26 3436AZI1_uc002jzm.1_Missense_Mutation_p.T511M|AZI1_uc002jzn.1_Missense_Mutation_p.T1076M|AZI1_uc002jzo.1_Missense_Mutation_p.T1040M|AZI1_uc010wum.1_Missense_Mutation_p.T1043M|AZI1_uc002jzq.2_3'UTRNM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4GGTACTTGGCGTGGGCCTCCT0.677

- 6 569SIRT7_uc002kck.1_Missense_Mutation_p.P30L|SIRT7_uc002kcl.1_Missense_Mutation_p.P97LNM_016538 NP_057622 Q9NRC8 SIRT7_HUMANDeacetylase sirtuin-type. 0GGCCGTGCGCGGCAGCCCACT0.637

+ 1 665 NM_018949 NP_061822 Q9UKP6 UR2R_HUMANHelical; Name=5; (Potential). 1AGCATCGCGGGGCCCGGGCTG0.672

- 15 1415L3MBTL4_uc010dkt.2_Missense_Mutation_p.D419N|L3MBTL4_uc002kmy.3_Missense_Mutation_p.D257NNM_173464 NP_775735 Q8NA19 LMBL4_HUMAN 3CTCAAACGATCGTGAAGTGTT0.378

- 19 2663LAMA1_uc010wzj.1_Missense_Mutation_p.P333SNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 8. 21GCCTCCGAGGGGTCCACGTTG0.552

+ 3 614 NM_001025300 NP_001020471 Q6IQ22 RAB12_HUMAN 0TACCTCAGCTTATTACAGAAG0.403

+ 9 5629ANKRD12_uc002knw.2_Missense_Mutation_p.R1768H|ANKRD12_uc002knx.2_Missense_Mutation_p.R1768H|ANKRD12_uc010dkx.1_Missense_Mutation_p.R1498HNM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3AAAGTGTCACGTGTACCTCAG0.418

- 12 1792FAM38B_uc002koq.2_Missense_Mutation_p.P386LNM_022068 NP_071351 Q9H5I5 PIEZ2_HUMAN 1AGAATCACTAGGTGCTTTCAC0.274

- 8 1363MPPE1_uc002kqn.2_Intron|MPPE1_uc002kqg.2_RNA|MPPE1_uc002kqh.2_RNA|MPPE1_uc002kqi.2_RNA|MPPE1_uc002kqj.2_Missense_Mutation_p.T242M|MPPE1_uc002kqk.2_Intron|MPPE1_uc002kql.2_Missense_Mutation_p.T242M|MPPE1_uc002kqm.2_Intron|MPPE1_uc010dla.1_Missense_Mutation_p.T242MNM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0AGGGGCAGACGTGGGCAGCAG0.622

+ 5 946C18orf1_uc002ksb.2_Missense_Mutation_p.T93M|C18orf1_uc002kse.2_Missense_Mutation_p.T56M|C18orf1_uc002ksf.2_Missense_Mutation_p.T56M|C18orf1_uc002ksg.1_Missense_Mutation_p.T16M|C18orf1_uc002ksh.1_Missense_Mutation_p.T35M|C18orf1_uc002ksi.1_Missense_Mutation_p.T35MNM_181481 NP_852146 O15165 CR001_HUMANCytoplasmic (Potential). 3AAAGTCTCCACGCGGTCCTTC0.642

+ 2 93DTNA_uc002kxu.2_Missense_Mutation_p.R31Q|DTNA_uc010xbx.1_Missense_Mutation_p.R31Q|DTNA_uc002kxv.3_Missense_Mutation_p.R31Q|DTNA_uc002kxw.2_Missense_Mutation_p.R31Q|DTNA_uc002kxx.2_Missense_Mutation_p.R31Q|DTNA_uc010dmj.2_Missense_Mutation_p.R31Q|DTNA_uc002kxz.2_Missense_Mutation_p.R31Q|DTNA_uc002kxy.2_Missense_Mutation_p.R31Q|DTNA_uc010dmk.1_RNA|DTNA_uc010dml.2_Missense_Mutation_p.R31Q|DTNA_uc002kyb.3_Missense_Mutation_p.R31Q|DTNA_uc010dmm.2_Missense_Mutation_p.R31QNM_001390 NP_001381 Q9Y4J8 DTNA_HUMANInteraction with MAGEE1 (By similarity). 0GATCGCATCCGACTCTCCACC0.403

+ 3 317DTNA_uc002kxu.2_Nonsense_Mutation_p.Q106*|DTNA_uc010xbx.1_Nonsense_Mutation_p.Q106*|DTNA_uc002kxv.3_Nonsense_Mutation_p.Q106*|DTNA_uc002kxw.2_Nonsense_Mutation_p.Q106*|DTNA_uc002kxx.2_Nonsense_Mutation_p.Q106*|DTNA_uc010dmj.2_Nonsense_Mutation_p.Q106*|DTNA_uc002kxz.2_Nonsense_Mutation_p.Q106*|DTNA_uc002kxy.2_Nonsense_Mutation_p.Q106*|DTNA_uc010dmk.1_RNA|DTNA_uc010dml.2_Nonsense_Mutation_p.Q106*|DTNA_uc002kyb.3_Nonsense_Mutation_p.Q106*|DTNA_uc010dmm.2_Nonsense_Mutation_p.Q106*NM_001390 NP_001381 Q9Y4J8 DTNA_HUMANInteraction with MAGEE1 (By similarity). 0CCATGTGGAGCAGTCCATCAG0.488 rs140768365

- 16 2222MYO5B_uc002lec.1_Missense_Mutation_p.E644GNM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANMyosin head-like.|Actin-binding (Potential). 5ATTCAGGGTCTCCATGAGCAG0.488

- 2 906MBD2_uc002lfh.1_Missense_Mutation_p.R226QNM_003927 NP_003918 Q9UBB5 MBD2_HUMAN 0AGGATCGTTTCGCAGTCTCTG0.363

- 4 488FECH_uc002lgp.3_Missense_Mutation_p.R130H|FECH_uc002lgr.3_5'UTRNM_000140 NP_000131 P22830 HEMH_HUMAN 1TCCAATCCTGCGGTACTGCTC0.493

+ 1 342PIGN_uc002lii.3_5'Flank|PIGN_uc002lij.3_5'Flank|KIAA1468_uc002lik.1_Missense_Mutation_p.A43T|KIAA1468_uc010xel.1_Missense_Mutation_p.A43TNM_020854 NP_065905 Q9P260 K1468_HUMAN 6TCGGCTGGGCGCCGGAAGTGG0.647

- 31 4305RTTN_uc002lko.2_RNA|RTTN_uc010xfb.1_Missense_Mutation_p.G501RNM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8CCCCAGAGCCCACCGGAAATG0.483

+ 1 4703ZNF407_uc010xfc.1_Missense_Mutation_p.S1549N|ZNF407_uc010dqu.1_Missense_Mutation_p.S1549N|ZNF407_uc002llu.2_Missense_Mutation_p.S1548NNM_017757 NP_060227 Q9C0G0 ZN407_HUMANC2H2-type 14; degenerate. 2TGTCGAAGCAGCAACTCGATG0.502

+ 5 2135NFATC1_uc002lnc.1_Missense_Mutation_p.R561Q|NFATC1_uc010xff.1_Intron|NFATC1_uc002lnd.2_Missense_Mutation_p.R561Q|NFATC1_uc002lne.2_Missense_Mutation_p.R89Q|NFATC1_uc010xfh.1_Missense_Mutation_p.R561Q|NFATC1_uc010xfi.1_Missense_Mutation_p.R548Q|NFATC1_uc010xfj.1_Missense_Mutation_p.R89Q|NFATC1_uc002lnf.2_Missense_Mutation_p.R548Q|NFATC1_uc002lng.2_Missense_Mutation_p.R548Q|NFATC1_uc010xfk.1_Missense_Mutation_p.R548QNM_006162 NP_006153 O95644 NFAC1_HUMAN RHD. 2ACACGGGTACGGCTGGTGTTC0.597

- 2 503SHC2_uc002lop.3_5'FlankNM_012435 NP_036567 P98077 SHC2_HUMAN PID. 0GTCCAGGGAGCGCATAGAGCG0.637

+ 6 1764 NM_001194 NP_001185 Q9UL51 HCN2_HUMANcAMP.|Cytoplasmic (Potential). 0GGGTGACTACATCATCCGCGA0.592

- 5 598C19orf22_uc002lqh.2_Missense_Mutation_p.R156Q|C19orf22_uc002lqi.2_Silent_p.A176A|C19orf22_uc002lqj.2_Missense_Mutation_p.R55QNM_138774 NP_620129 Q96D70 CS022_HUMAN Arg-rich. 1GAGGACGGCTCGCAGACGCCG0.647

+ 4 295MUM1_uc010dsi.2_Missense_Mutation_p.E8K|MUM1_uc002lrz.2_Missense_Mutation_p.E77K|MUM1_uc002lsb.2_Missense_Mutation_p.E8K|MUM1_uc002lsc.1_Missense_Mutation_p.E8KQ2TAK8 MUM1_HUMAN 0CTCACAGAATGAGGTTCCTGC0.567

- 10 809TCF3_uc002lto.2_Missense_Mutation_p.P10S|TCF3_uc002ltt.3_Missense_Mutation_p.P248S|TCF3_uc002ltq.2_Missense_Mutation_p.P197S|TCF3_uc002lts.1_Missense_Mutation_p.P164S|TCF3_uc010dso.1_5'FlankNM_003200 NP_003191 P15923 TFE2_HUMAN 7GGCGGGAGGGGCAGCGGGGAT0.726

+ 1 1059 NM_003775 NP_003766 O95977 S1PR4_HUMANCytoplasmic (By similarity). 2GTCGAGGCTCACTCCGGAGCT0.692

+ 5 824ATCAY_uc010xhz.1_Missense_Mutation_p.G138R|ATCAY_uc010dts.2_5'FlankNM_033064 NP_149053 Q86WG3 ATCAY_HUMAN 1GAACATGCCCGGGGACAGCGC0.667

+ 8 1180ZNF557_uc002mga.2_Missense_Mutation_p.S239N|ZNF557_uc002mgc.2_Missense_Mutation_p.S239NNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2TACGAATGCAGTGACTGTGGG0.438

- 3 26930 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CATACTGGGAGGTGAAGTGGT0.493

+ 12 1318ZNF177_uc002mlj.2_Missense_Mutation_p.D169N|ZNF177_uc002mlk.2_Missense_Mutation_p.D219NNM_003451 NP_003442 Q13360 ZN177_HUMAN C2H2-type 4. 1AGCCTTCATCGATCAGTCATC0.468

- 5 664 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 3. 0TTCCCACACTGCTTACATTCA0.408

+ 8 970 NM_017682 NP_060152 Q8NFU1 BEST2_HUMANCytoplasmic (Potential). 2GGCAGTGGACGAGATGTATGA0.627

+ 2 333NFIX_uc002mwd.2_Missense_Mutation_p.E86K|NFIX_uc002mwe.2_Missense_Mutation_p.E78K|NFIX_uc002mwf.2_Missense_Mutation_p.E89K|NFIX_uc002mwg.1_Missense_Mutation_p.E85KQ14938 NFIX_HUMAN CTF/NF-I. 2CATCCGGCCCGAGTTCCGCGA0.657

+ 4 639CASP14_uc002naf.2_Missense_Mutation_p.A111TNM_012114 NP_036246 P31944 CASPE_HUMAN 4TCTCTTCGAGGCCCTGAACAA0.567

- 7 2583WIZ_uc002nba.3_Missense_Mutation_p.R721C|WIZ_uc002nbb.3_Missense_Mutation_p.R680CNM_021241 NP_067064 O95785 WIZ_HUMAN 0GCTTGTCGGCGTTCAAATTCT0.617

- 1 117IL12RB1_uc010xqb.1_Missense_Mutation_p.S18F|IL12RB1_uc002nhx.1_Missense_Mutation_p.S58F|IL12RB1_uc002nhy.2_Missense_Mutation_p.S18FNM_005535 NP_005526 P42701 I12R1_HUMAN 1GCCCTGCCTGGACAGCAGGAA0.582

- 4 827ZNF626_uc002npc.1_Missense_Mutation_p.E150GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1GTAGGGTTTCTCTCCAGTATG0.393

- 7 2771 NM_001080409 NP_001073878 2TTGCTTAAAAGCTTTGCCACA0.368

+ 3 2081 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11CCTGAGCCTCGGGCAGTGGGC0.642

- 2 512 NM_001864 NP_001855 P24310 CX7A1_HUMAN 0GTTCCGGGCGGTGGAGCTGAA0.697



+ 74 11027RYR1_uc002oiu.2_Missense_Mutation_p.V3628M|RYR1_uc002oiv.1_Missense_Mutation_p.V548M|RYR1_uc010xuf.1_Missense_Mutation_p.V553MNM_000540 NP_000531 P21817 RYR1_HUMAN 12GCGGGCAGTCGTGGCCTGTTT0.607

- 11 1301AKT2_uc010egs.2_Missense_Mutation_p.R304C|AKT2_uc010egt.2_Missense_Mutation_p.R285C|AKT2_uc010xvj.1_Missense_Mutation_p.R285C|AKT2_uc010egu.1_Missense_Mutation_p.R285C|AKT2_uc002one.2_Missense_Mutation_p.R243CNM_001626 NP_001617 P31751 AKT2_HUMAN Protein kinase. 2AAGGGCAGGCGGCCGCACATC0.622 rs145305228

+ 8 978SPTBN4_uc002onx.2_Missense_Mutation_p.G298R|SPTBN4_uc002onz.2_Missense_Mutation_p.G298RNM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5GAAGCGTATCGGGAAGGTATA0.567

- 4 679 ERF_uc002otd.3_5'UTRNM_006494 NP_006485 P50548 ERF_HUMAN 4CACCACAGCCGAGAAGAGGGA0.662

+ 6 892TEX101_uc002owk.2_Missense_Mutation_p.G251RNM_001130011 NP_001123483 Q9BY14 TX101_HUMAN 1TCCTGTTTGGGGGTTACAGCT0.507

+ 3 1737PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_Missense_Mutation_p.A419TNM_012099 NP_036231 O15446 RPA34_HUMAN 4GCCTCAGGCAGCTCCCACATC0.493

- 8 870ERCC1_uc002pbt.1_Intron|ERCC1_uc002pbu.1_Missense_Mutation_p.V170M|ERCC1_uc002pbv.2_Missense_Mutation_p.V242MNM_001983 NP_001974 P07992 ERCC1_HUMAN 2ACTGACTTCACGGTGGTCAGA0.458

- 9 1137SYMPK_uc002pdo.1_Missense_Mutation_p.R298C|SYMPK_uc002pdp.1_Missense_Mutation_p.R298C|SYMPK_uc002pdq.1_Missense_Mutation_p.R298CNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1AGATTCTTACGCACACTGCTC0.592

- 8 1394GYS1_uc010xzy.1_Missense_Mutation_p.V18M|GYS1_uc010emm.2_Missense_Mutation_p.V321M|GYS1_uc010xzz.1_Missense_Mutation_p.V305M|GYS1_uc010yaa.1_RNANM_002103 NP_002094 P13807 GYS1_HUMAN 2TGTTTGCGCACAGCTTGGCCT0.567

- 1 1839 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 CTCTTCcctcctctcctcgtc 0.308

+ 2 195KLK3_uc002ptp.1_Missense_Mutation_p.G52S|KLK3_uc010ycj.1_Missense_Mutation_p.G52S|KLK3_uc002ptr.1_Missense_Mutation_p.G52S|KLK3_uc010eof.1_RNANM_001030047 NP_001025218 P07288 KLK3_HUMAN Peptidase S1. 3AGTCTGCGGCGGTGTTCTGGT0.642

+ 2 355FPR2_uc002pxs.3_Missense_Mutation_p.V104M|FPR2_uc010epf.2_Missense_Mutation_p.V104MNM_001005738 NP_001005738 P25090 FPR2_HUMANHelical; Name=3; (Potential). 4AATTCACATCGTGGTGGACAT0.483 rs117415514

- 5 888ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3CAAGCTACACACGTGGGGTTT0.488

+ 4 1578ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.L493PNM_001143939 NP_001137411 Q76KX8 ZN534_HUMAN 0GGAGAGAAGCTTTACAAATGT0.398

+ 4 1695ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.R532HNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 13. 0AAGGTCTTCCGTCGGAATTCA0.443

- 5 976LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.S240FNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 3. 1CCACTCGGAGGAGAGGTTGTA0.677

+ 3 366LILRA2_uc010ern.2_Missense_Mutation_p.G93R|LILRA2_uc002qgf.2_Missense_Mutation_p.G93R|LILRA2_uc010yfe.1_Missense_Mutation_p.G93R|LILRA2_uc010yff.1_Missense_Mutation_p.G81R|LILRA2_uc010ero.2_Missense_Mutation_p.G81R|LILRA2_uc010yfg.1_Missense_Mutation_p.G93RNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1GGAACACGCAGGGCGGTATCA0.532

+ 3 1653ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.R477QNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1AGTCTCATTCGACATCAGCAG0.448

- 2 604CHMP2A_uc002qtj.2_Missense_Mutation_p.R60C|CHMP2A_uc002qtk.2_Missense_Mutation_p.R60CNM_198426 NP_940818 O43633 CHM2A_HUMANInteraction with VPS4B. 0GCCATGATGCGAACAGCATCC0.522

+ 7 1028RNF144A_uc002qyt.2_Missense_Mutation_p.E45KNM_014746 NP_055561 P50876 R144A_HUMANRING-type 2; degenerate. 2CGAGCGAGACGAAGGCTGCGC0.567

- 2 646LAPTM4A_uc002rdn.2_Missense_Mutation_p.L4F|LAPTM4A_uc010yjx.1_Missense_Mutation_p.L46FNM_014713 NP_055528 Q15012 LAP4A_HUMANHelical; (Potential). 1CCACAGTCAGCAAAATTGCCA0.398

- 23 3083ITSN2_uc002rff.2_Missense_Mutation_p.G915E|ITSN2_uc002rfg.2_Missense_Mutation_p.G942E|ITSN2_uc002rfh.1_RNANM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN SH3 2. 4CCATCCTCTTCCTCCATGCAC0.408

+ 2 331CENPA_uc002rht.2_RNA|CENPA_uc002rhs.2_Missense_Mutation_p.E50KNM_001809 NP_001800 P49450 CENPA_HUMAN H3-like. 0TTGGCTAAAGGAGATCCGAAA0.547

+ 2 253LCLAT1_uc010ymp.1_Intron|LCLAT1_uc002rnk.1_Nonsense_Mutation_p.W15*|LCLAT1_uc002rnl.2_Intron|LCLAT1_uc010ymq.1_5'UTRNM_182551 NP_872357 Q6UWP7 LCLT1_HUMAN 2CTGAACCCATGGTCAATTAAC0.423

+ 61 12279MIR558_hsa-mir-558|MI0003564_5'FlankNM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14TCTCACTCCAGGTGATGAATG0.403

+ 6 1027ABCG8_uc010yoa.1_Missense_Mutation_p.R313CNM_022437 NP_071882 Q9H221 ABCG8_HUMANABC transporter.|Cytoplasmic (Potential). 4CCCCTGTCCTCGCTACAGCAA0.597

- 68 8081 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19GACACCAGAAGATAAGCTGCA0.423

- 42 5558USP34_uc002sbf.2_5'UTRNM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19ACTAACAAATCGTAAGCGGCA0.413

- 13 1347 NM_002056 NP_002047 Q06210 GFPT1_HUMAN SIS 1. 1TCAGTCAGCTCCTCAAGAACT0.413

+ 26 3095DYSF_uc010feg.2_Missense_Mutation_p.V938I|DYSF_uc010feh.2_Missense_Mutation_p.V893I|DYSF_uc002sig.3_Missense_Mutation_p.V893I|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_Missense_Mutation_p.V907I|DYSF_uc010fef.2_Missense_Mutation_p.V924I|DYSF_uc010fei.2_Missense_Mutation_p.V924I|DYSF_uc010fek.2_Missense_Mutation_p.V925I|DYSF_uc010fej.2_Missense_Mutation_p.V894I|DYSF_uc010fel.2_Missense_Mutation_p.V894I|DYSF_uc010feo.2_Missense_Mutation_p.V939I|DYSF_uc010fem.2_Missense_Mutation_p.V908I|DYSF_uc010fen.2_Missense_Mutation_p.V925I|DYSF_uc002sif.2_Missense_Mutation_p.V908INM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential). 7GTTTTCTGACGTCACGGGCAA0.592

- 7 501SFXN5_uc002sio.2_Missense_Mutation_p.L16F|SFXN5_uc010yrc.1_5'UTR|SFXN5_uc002sip.2_Intron|SFXN5_uc010fet.2_Missense_Mutation_p.L124FNM_144579 NP_653180 Q8TD22 SFXN5_HUMAN 1TTGGGCAAGAGAAGACCGACT0.478

- 7 1168IMMT_uc002sqy.3_Missense_Mutation_p.M1I|IMMT_uc002srb.3_Missense_Mutation_p.M249I|IMMT_uc002sra.3_Missense_Mutation_p.M259I|IMMT_uc010ytd.1_Missense_Mutation_p.M248I|IMMT_uc010yte.1_Missense_Mutation_p.M213I|IMMT_uc002src.1_Missense_Mutation_p.M1I|IMMT_uc002srd.2_Missense_Mutation_p.M260I|IMMT_uc002sre.3_Missense_Mutation_p.M248I|IMMT_uc010ytf.1_Missense_Mutation_p.M182I|IMMT_uc010fgs.1_Missense_Mutation_p.M257INM_006839 NP_006830 Q16891 IMMT_HUMANMitochondrial intermembrane (Potential). 1CAGAATTGTCCATGGCGGCTT0.468

- 19 2487KIAA1310_uc002swh.3_Missense_Mutation_p.P667S|KIAA1310_uc002swi.3_Missense_Mutation_p.P708S|KIAA1310_uc002swj.3_Intron|KIAA1310_uc002swk.3_Missense_Mutation_p.P694S|KIAA1310_uc010fhz.2_Missense_Mutation_p.P601S|KIAA1310_uc002swl.3_Missense_Mutation_p.P680S|KIAA1310_uc002swm.3_Intron|KIAA1310_uc010yur.1_Missense_Mutation_p.P575S|KIAA1310_uc002swo.2_Missense_Mutation_p.P129SNM_001115016 NP_001108488 Q9P2N6 K1310_HUMAN 0GTGGCCACAGGAATGGTACGG0.627

+ 10 2081 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4TGTGATGAAAGTACCCAGAGA0.483

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

+ 12 1069PTPN18_uc002trd.2_Missense_Mutation_p.P302L|PTPN18_uc002trb.2_Missense_Mutation_p.P216L|PTPN18_uc002tre.2_5'FlankNM_014369 NP_055184 Q99952 PTN18_HUMAN 4CTCCGGACTCCCCAGGCACTT0.612

+ 1 1124 NM_001508 NP_001499 O43194 GPR39_HUMANExtracellular (Potential). 0CCGCTGGACCGTGTTCCAGTC0.597

- 18 5911NCKAP5_uc002ttq.2_Missense_Mutation_p.P527LNM_207363 NP_997246 O14513 NCKP5_HUMAN 0GTCTGGAAGCGGCTGGCTTGC0.537

- 10 1535 NM_005915 NP_005906 Q14566 MCM6_HUMAN MCM. 0TTCACTCCTGCTTTAGTGATG0.403

+ 9 1336 NM_015630 NP_056445 Q52LR7 EPC2_HUMAN 3TAGGCATTGCCTTACAACACT0.398

- 7 682 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 3. 20GACTTGCTGCGACACTTTCTT0.418

- 14 2861BAZ2B_uc002uap.2_Missense_Mutation_p.R801C|BAZ2B_uc002uaq.1_Missense_Mutation_p.R667C|BAZ2B_uc002uar.1_Missense_Mutation_p.R410CNM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN Arg-rich. 4GCCCTGATACGAGGAATGACA0.403

- 11 1441RBMS1_uc002ubj.2_Missense_Mutation_p.P313S|RBMS1_uc002ubk.2_Missense_Mutation_p.P297S|RBMS1_uc002ubl.2_Missense_Mutation_p.P328S|RBMS1_uc002ubn.2_Missense_Mutation_p.P330S|RBMS1_uc002ubi.3_Missense_Mutation_p.P346S|RBMS1_uc002ubm.2_Missense_Mutation_p.P316S|RBMS1_uc002ubp.2_Missense_Mutation_p.P349SNM_016836 NP_058520 P29558 RBMS1_HUMAN 0ATTGATGCGGGCTGTAGTGAC0.493

+ 6 673GCA_uc010zcu.1_Missense_Mutation_p.R147HNM_012198 NP_036330 P28676 GRAN_HUMAN3 (Potential).|EF-hand 4. 0ATTGTTAAACGTTATAGCAAG0.313

- 28 3928ABCB11_uc010zda.1_Missense_Mutation_p.R686W|ABCB11_uc010zdb.1_Missense_Mutation_p.R744WNM_003742 NP_003733 O95342 ABCBB_HUMANCytoplasmic (Potential).|ABC transporter 2. 5ATGCAGGTCCGACCCTCTCTG0.522

- 206 40825TTN_uc010zfh.1_Nonsense_Mutation_p.W7229*|TTN_uc010zfi.1_Nonsense_Mutation_p.W7162*|TTN_uc010zfj.1_Nonsense_Mutation_p.W7037*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CACTTTAGTCCATGTTTTCCG0.438

- 48 11692TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.T484INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AACTATTTCAGTACTGCAGCT0.358



- 8 758 NM_178123 NP_835224 Q86VW0 SESD1_HUMAN 1AGGATCAACCGATGGAAGAAA0.294

+ 51 4411 NM_000090 NP_000081 P02461 CO3A1_HUMANFibrillar collagen NC1. 13CTTTGAATATCGAACACGCAA0.408

- 35 2613COL5A2_uc010frx.2_Missense_Mutation_p.G356SNM_000393 NP_000384 P05997 CO5A2_HUMAN 2CCTATGCCACCCTGGGAAAAC0.264 rs147911170

- 4 626STAT4_uc002usn.1_Splice_Site_p.Q124_splice|STAT4_uc002uso.2_Splice_Site_p.Q124_splice|STAT4_uc002usp.3_Missense_Mutation_p.V125INM_003151 NP_003142 Q14765 STAT4_HUMAN 9GAAAATATTACCTGGACAGGC0.269

- 7 1703SATB2_uc010fsq.1_Missense_Mutation_p.G178S|SATB2_uc002uuz.1_Missense_Mutation_p.G296S|SATB2_uc002uva.1_Missense_Mutation_p.G296S|SATB2_uc002uvb.1_Missense_Mutation_p.G39SNM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1GAAAGAAGACCAGGGCTCATG0.512

+ 5 2441 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3TGAAGTAAATCTTAAAGAGTT0.423

+ 15 1641ADAM23_uc010ziv.1_RNANM_003812 NP_003803 O75077 ADA23_HUMANPeptidase M12B.|Extracellular (Potential). 3CGAAAATTTTCAAAGTGCAGC0.363

+ 13 1987 NM_032726 NP_116115 Q9BRC7 PLCD4_HUMANPI-PLC Y-box. 3CCAGAATGGCGGCTGTGGCTA0.517

- 8 3561ZNF142_uc002vil.2_Missense_Mutation_p.T1003I|ZNF142_uc010fvt.2_Missense_Mutation_p.T879I|ZNF142_uc002vim.2_Missense_Mutation_p.T879INM_001105537 NP_001099007 P52746 ZN142_HUMAN 4CACGTGAGAGGTAATAGAGGA0.607

+ 20 2655STK36_uc002viv.2_Missense_Mutation_p.V797I|STK36_uc002viw.2_5'Flank|STK36_uc002vix.2_5'FlankNM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11TTCGCATGTCGTCTCTCTTGT0.463 rs148974664

- 16 2462ABCB6_uc010fwe.1_Missense_Mutation_p.G683SNM_005689 NP_005680 Q9NP58 ABCB6_HUMANABC transporter. 2TTCTCCCCGCCGCTCAGCTTC0.622

+ 26 2363SP100_uc010fxp.1_Missense_Mutation_p.S59NNM_001080391 NP_001073860 P23497 SP100_HUMAN 5AACCCGTGGAGTTGCATCTTC0.493

- 7 1308NGEF_uc010zmm.1_Missense_Mutation_p.R77C|NGEF_uc010fyg.1_Missense_Mutation_p.R262CNM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7GCCGCATAACGGTACACAATG0.567

+ 10 970PPP1R7_uc002wau.1_Missense_Mutation_p.G276R|PPP1R7_uc002wav.1_Missense_Mutation_p.G245RNM_002712 NP_002703 Q15435 PP1R7_HUMAN 3CGAGCTGAAGGGAGCCAGGAG0.612

- 4 817SIRPG_uc002wfn.1_Intron|SIRPG_uc002wfo.1_Intron|uc002wfp.1_IntronNM_018556 NP_061026 Q9P1W8 SIRPG_HUMANExtracellular (Potential). 1CAAGGTGGGTGGAACTGAAAC0.552

+ 19 3401ATRN_uc002wil.2_Missense_Mutation_p.G1104ENM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Laminin EGF-like 1. 2ACCAATGGAGGGAAATGTCAG0.468

+ 20 3484ATRN_uc002wil.2_Missense_Mutation_p.V1132INM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Laminin EGF-like 2. 2CACCAAGGGCGTCAAGGGGGA0.592

+ 3 636PCSK2_uc002wpl.2_Nonsense_Mutation_p.R87*|PCSK2_uc010zrm.1_Nonsense_Mutation_p.R71*NM_002594 NP_002585 P16519 NEC2_HUMAN 7AGGATTTGACCGAAAAAAGCG0.393

+ 9 1733CBFA2T2_uc010zug.1_Missense_Mutation_p.T173M|CBFA2T2_uc002wze.1_Missense_Mutation_p.T390M|CBFA2T2_uc002wzf.1_RNA|CBFA2T2_uc002wzh.1_Missense_Mutation_p.T370M|CBFA2T2_uc002wzi.1_RNA|CBFA2T2_uc002wzj.1_RNANM_005093 NP_005084 O43439 MTG8R_HUMAN 2CTGAGGAAAACGGGGACCGAG0.517

- 5 474GSS_uc010zun.1_Missense_Mutation_p.R4C|GSS_uc010zuo.1_Intron|GSS_uc010zup.1_Missense_Mutation_p.R63C|GSS_uc002xbh.2_RNA|GSS_uc010gez.1_IntronNM_000178 NP_000169 P48637 GSHB_HUMAN 3TCTGCGCTGCGCTGGAACATG0.597

+ 3 720EDEM2_uc010zuv.1_Intron|PROCR_uc010zuw.1_Missense_Mutation_p.R216QNM_006404 NP_006395 Q9UNN8 EPCR_HUMANExtracellular (Potential). 0TATGAACTGCGGGAATTCCTG0.577

- 4 828CHD6_uc002xkd.2_Missense_Mutation_p.T195M|CHD6_uc002xkc.2_Missense_Mutation_p.T252MNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14AGATGGGTTCGTCAGGCCCTG0.532

+ 20 2406 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2CACCAGAGACGAGGAGGAAAC0.433

+ 8 1100PTPN1_uc010zys.1_Missense_Mutation_p.P236LNM_002827 NP_002818 P18031 PTN1_HUMAN 0ATCCCCCCACCTCCCCGGCCA0.552

- 15 2113FAM65C_uc010zyt.1_Missense_Mutation_p.P603S|FAM65C_uc010zyu.1_RNANM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2GACGGTGGGGGCAGGGGCCGG0.587

- 7 1326CYP24A1_uc002xwu.1_Missense_Mutation_p.R168W|CYP24A1_uc002xww.2_Missense_Mutation_p.R310WNM_000782 NP_000773 Q07973 CP24A_HUMAN 3TTTGAAAGCCGATTCTGGTGA0.458

+ 5 1237STX16_uc010zzq.1_Intron|STX16_uc002xzk.2_Missense_Mutation_p.A151T|STX16_uc002xzm.2_Missense_Mutation_p.A164T|STX16_uc002xzj.2_Missense_Mutation_p.A147T|STX16_uc002xzl.2_IntronNM_001001433 NP_001001433 O14662 STX16_HUMANCytoplasmic (Potential). 1GCTGGCGCAGGCCCTGCAGGA0.672

- 1 440TCFL5_uc002ydo.2_5'Flank|TCFL5_uc002ydq.2_Missense_Mutation_p.A116VNM_006602 NP_006593 Q9UL49 TCFL5_HUMAN Ala-rich. 1GGGCGCGTCGGCCGCCAGCGC0.488

- 13 1649KCNQ2_uc002yez.1_Missense_Mutation_p.R461Q|KCNQ2_uc002yfa.1_Missense_Mutation_p.R473Q|KCNQ2_uc002yfb.1_Missense_Mutation_p.R463QNM_172107 NP_742105 O43526 KCNQ2_HUMANCytoplasmic (Potential). 2CTGGCGTGCCCGGCTGCGGTC0.682

- 6 794RGS19_uc002yhz.2_Missense_Mutation_p.T154M|RGS19_uc002yia.2_Missense_Mutation_p.T176M|RGS19_uc002yib.2_Missense_Mutation_p.T176MNM_005873 NP_005864 P49795 RGS19_HUMAN RGS. 1GTCGTCGAACGTGTGTGCGGA0.647

- 10 1014C21orf71_uc011acd.1_5'Flank|MRPL39_uc002yln.2_3'UTRNM_017446 NP_059142 Q9NYK5 RM39_HUMAN 0GATGTACATTCCTCTGTTGCT0.259

+ 5 2159BACH1_uc002ynk.2_Missense_Mutation_p.P682S|BACH1_uc002ynl.2_IntronNM_001186 NP_001177 O14867 BACH1_HUMAN 2AGTGCTGCCTCCCTGTGCCAG0.522

- 3 432KCNJ6_uc002ywo.2_Missense_Mutation_p.P127SNM_002240 NP_002231 P48051 IRK6_HUMANExtracellular (By similarity). 1GTCCAGGAGGGGTCCTCTATG0.458

+ 23 3804TRAPPC10_uc010gpo.2_Missense_Mutation_p.S923L|TRAPPC10_uc011afa.1_Missense_Mutation_p.S590LNM_003274 NP_003265 P48553 TPC10_HUMAN 2AGCGTGCATTCGGCCTGCAGC0.632

- 1 871C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198691 NP_941964 P60331 KR101_HUMAN 1CGGGAGCACGCGGGGCGGCAG0.726

- 1 581C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198696 NP_941969 P60369 KR103_HUMAN16.|18 X 5 AA repeats of C-C-X(3). 1GGAGGCAGGGGCACAGCAGGA0.721

+ 1 644C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN36 X 5 AA repeats of C-C-X(3). 0AGCTCCTGCACGCCCTCGTGC0.662

- 6 671HIRA_uc011agx.1_Missense_Mutation_p.V17M|HIRA_uc010grn.1_Missense_Mutation_p.V151M|HIRA_uc010gro.1_Missense_Mutation_p.V107M|HIRA_uc010grp.2_RNANM_003325 NP_003316 P54198 HIRA_HUMAN WD 3. 1GTGTTATCCACGCTGCATGAG0.522

+ 6 411PPIL2_uc002zvh.3_Missense_Mutation_p.G99R|PPIL2_uc002zvi.3_Missense_Mutation_p.G99R|PPIL2_uc002zvg.3_Missense_Mutation_p.G99R|PPIL2_uc011aij.1_Missense_Mutation_p.G78RNM_148175 NP_680480 Q13356 PPIL2_HUMAN U-box. 2GAACAGTGAGGGTGAGTGGAA0.458

- 2 733SLC35E4_uc003ait.2_Intron|DUSP18_uc010gwa.1_Intron|DUSP18_uc003aiw.1_Missense_Mutation_p.R78CNM_152511 NP_689724 Q8NEJ0 DUS18_HUMAN 0TCACAGAGACGTGAGTTAGGG0.522

+ 10 1398LIMK2_uc003akg.2_Missense_Mutation_p.R335H|LIMK2_uc003aki.2_Missense_Mutation_p.R172H|LIMK2_uc003akj.2_Missense_Mutation_p.R397H|LIMK2_uc003akk.2_Missense_Mutation_p.R397H|LIMK2_uc011aln.1_Missense_Mutation_p.R335HNM_005569 NP_005560 P53671 LIMK2_HUMANProtein kinase. 2GACTTTCTGCGCAGTATGGTG0.532 rs147975203

+ 25 2894SFI1_uc003alf.2_Missense_Mutation_p.R803K|SFI1_uc003alg.2_Missense_Mutation_p.R752K|SFI1_uc011alp.1_Missense_Mutation_p.R740K|SFI1_uc011alq.1_Missense_Mutation_p.R779K|SFI1_uc003alh.2_RNA|SFI1_uc010gwi.2_RNA|SFI1_uc003ali.2_5'Flank|SFI1_uc003alj.2_5'FlankNM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1CTGGCAGCCAGGAGGCAGGAG0.632

- 2 280SSTR3_uc003arb.2_Missense_Mutation_p.T73MNM_001051 NP_001042 P32745 SSR3_HUMANCytoplasmic (Potential). 1AGGGCTGGCCGTGTGCCGCAG0.647

- 3 1169 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMANLRR 4.|Extracellular (Potential). 2GAACTGCAGGCGGCTCATGCC0.632

+ 7 1998TRIOBP_uc003atu.2_Missense_Mutation_p.R404T|TRIOBP_uc003atq.1_Missense_Mutation_p.R576T|TRIOBP_uc003ats.1_Missense_Mutation_p.R404TNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCAGAACATCCTGT0.587

+ 7 2067TRIOBP_uc003atu.2_Missense_Mutation_p.T427R|TRIOBP_uc003atq.1_Missense_Mutation_p.T599R|TRIOBP_uc003ats.1_Missense_Mutation_p.T427RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GACAACCCCACAACATCCTGT0.582

+ 7 2304TRIOBP_uc003atu.2_Missense_Mutation_p.L506Q|TRIOBP_uc003atq.1_Missense_Mutation_p.L678Q|TRIOBP_uc003ats.1_Missense_Mutation_p.L506QNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1TCCTGTGCCCTACGGGACAAT0.582



+ 12 1321ADSL_uc003ays.3_Intron|ADSL_uc003ayq.3_Missense_Mutation_p.N435S|ADSL_uc003ayr.3_Missense_Mutation_p.N197S|ADSL_uc003ayt.3_Missense_Mutation_p.N406SNM_000026 NP_000017 P30566 PUR8_HUMAN 1GGGGGTGACAATGACCTCATA0.488 rs145750778

- 9 1110 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMANEGF-like 8; calcium-binding (Potential). 5GAAGCTGCCCGGGGAGTTGAT0.647

+ 6 1046MPPED1_uc011apw.1_Missense_Mutation_p.V169I|MPPED1_uc011apx.1_Missense_Mutation_p.V117I|MPPED1_uc011apy.1_Missense_Mutation_p.V275I|MPPED1_uc011apz.1_Missense_Mutation_p.V308INM_001044370 NP_001037835 O15442 MPPD1_HUMAN 0GCAGAGGCGCGTCCAGCCGCG0.622

+ 4 604 NM_015653 NP_056468 Q9H4K1 RIBC2_HUMAN 0AATGATGTTCGGAATACGATA0.448

+ 8 867TRABD_uc003bjr.1_Missense_Mutation_p.V145I|TRABD_uc003bjs.1_Missense_Mutation_p.V261I|TRABD_uc003bjt.1_Missense_Mutation_p.V261I|TRABD_uc003bju.1_Missense_Mutation_p.V261I|TRABD_uc003bjv.2_Missense_Mutation_p.V261I|TRABD_uc003bjw.1_Missense_Mutation_p.V261INM_025204 NP_079480 Q9H4I3 TRABD_HUMAN 0GGAGCGCGACGTCTACCTAAC0.672

- 16 4134TUBGCP6_uc003bka.1_Missense_Mutation_p.T295A|TUBGCP6_uc010har.1_Missense_Mutation_p.T1200A|TUBGCP6_uc010has.1_RNANM_020461 NP_065194 Q96RT7 GCP6_HUMAN7.|9 X 27 AA tandem repeats. 4CGTGGCCGGGTGGGAGCCATG0.622 rs145066767

- 9 876MAPK12_uc003bkn.2_Missense_Mutation_p.T61M|MAPK12_uc003bko.2_Missense_Mutation_p.T152M|MAPK12_uc003bkl.1_Missense_Mutation_p.T232M|MAPK12_uc003bkp.2_Missense_Mutation_p.T27M|MAPK12_uc003bkq.2_Missense_Mutation_p.T61MNM_002969 NP_002960 P53778 MK12_HUMANProtein kinase. 0AGGCGTCCCCGTCACCTTCAT0.672

- 13 1826LMF2_uc010hba.2_Missense_Mutation_p.L421F|LMF2_uc003blo.2_Missense_Mutation_p.L574FNM_033200 NP_149977 Q9BU23 LMF2_HUMAN 1AACTGCCTGAGCAGCGTCTCC0.657

+ 9 1244CHL1_uc003bot.2_Missense_Mutation_p.V341I|CHL1_uc003bow.1_Missense_Mutation_p.V325I|CHL1_uc011asi.1_Missense_Mutation_p.V341INM_006614 NP_006605 O00533 CHL1_HUMANIg-like C2-type 3.|Extracellular (Potential). 12CGATTTTCACGTTATAGTAGA0.398

- 19 3002SRGAP3_uc003brg.1_Missense_Mutation_p.R752CNM_014850 NP_055665 O43295 SRGP2_HUMAN SH3. 9TCCGAGGCGCGGTGGTACAGG0.587

+ 4 406 NM_153635 NP_705899 Q8IYJ1 CPNE9_HUMAN C2 1. 2TTTCTTTGAGGAAAAGCAAAA0.597

+ 6 755CIDEC_uc003bto.2_Intron|CRELD1_uc003buf.2_Splice_Site_p.A213_splice|CRELD1_uc003buh.2_Splice_Site_p.A213_splice|CRELD1_uc003bui.2_Splice_Site_p.A213_splice|CRELD1_uc003buj.2_Splice_SiteNM_001077415 NP_001070883 Q96HD1 CREL1_HUMAN 1GTATGTTCGGGTAGGTAGCCA0.622

+ 1 200KCNH8_uc011awe.1_Missense_Mutation_p.P2L|KCNH8_uc010hex.1_5'UTRNM_144633 NP_653234 Q96L42 KCNH8_HUMANCytoplasmic (Potential). 5GGAAAAATGCCGGTTATGAAA0.493

+ 2 301NGLY1_uc011awo.1_5'Flank|OXSM_uc011awp.1_5'UTR|OXSM_uc010hfh.2_Missense_Mutation_p.R65HNM_017897 NP_060367 Q9NWU1 OXSM_HUMAN 2GTTTGGGATCGTCTTATCGGA0.463

- 2 1618 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9CCTGGTCTCGCGGTGTCTGCA0.547

+ 4 525ITGA9_uc003chc.2_Missense_Mutation_p.P158SNM_002207 NP_002198 Q13797 ITA9_HUMANExtracellular (Potential).|FG-GAP 2. 6CCACATCCTACCCCATGGCTT0.512

+ 18 2626DLEC1_uc003chp.1_Missense_Mutation_p.G869C|DLEC1_uc010hgv.1_Missense_Mutation_p.G869C|DLEC1_uc003chr.1_5'UTR|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9CCTTCAGTTTGGTCTGCTCCG0.627

- 15 1900LTF_uc003fzr.2_Missense_Mutation_p.R577Q|LTF_uc010hjh.2_Missense_Mutation_p.R619Q|LTF_uc003cpr.2_Missense_Mutation_p.R608QNM_002343 NP_002334 P02788 TRFL_HUMANTransferrin-like 2. 4CTTATCCATCCGAGACACCAC0.552 rs142148325

- 17 3703PLXNB1_uc003cst.2_5'Flank|PLXNB1_uc003csu.2_Missense_Mutation_p.V962M|PLXNB1_uc003csx.2_Missense_Mutation_p.V1145M|PLXNB1_uc010hjx.1_RNA|PLXNB1_uc003csy.1_Translation_Start_SiteNM_002673 NP_002664 O43157 PLXB1_HUMANIPT/TIG 1.|Extracellular (Potential). 5CTTCCCGGCACCTCCACCGCT0.667

- 63 5429 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11AGGCCTGGAAGCCCCTGGAAA0.552

+ 5 6893 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GGGCTGTACCGCTATCCTGCA0.592

- 5 728AMIGO3_uc003cxj.2_5'Flank|GMPPB_uc003cxl.1_Missense_Mutation_p.S168FNM_021971 NP_068806 Q9Y5P6 GMPPB_HUMAN 0GATCTTATTGGACACAAACAC0.592

+ 2 894 NM_203370 NP_976248 Q96EL1 CC054_HUMAN 0TCATGCCCACCTCGCCCAGAA0.632

- 5 573CAMKV_uc011bcy.1_Missense_Mutation_p.R52Q|CAMKV_uc003cxv.1_Missense_Mutation_p.R127Q|CAMKV_uc003cxw.1_5'UTR|CAMKV_uc003cxx.1_5'UTR|CAMKV_uc003cxu.2_Missense_Mutation_p.R127Q|CAMKV_uc011bcz.1_Missense_Mutation_p.R90Q|CAMKV_uc011bda.1_Intron|CAMKV_uc011bdb.1_RNANM_024046 NP_076951 Q8NCB2 CAMKV_HUMANProtein kinase. 7CAGGACTTGCCGTACCACGTT0.602

- 2 1610MST1R_uc011bdd.1_Missense_Mutation_p.T449I|MST1R_uc011bde.1_Missense_Mutation_p.T449I|MST1R_uc011bdf.1_Intron|MST1R_uc011bdg.1_Missense_Mutation_p.T449I|MST1R_uc011bdc.1_5'FlankNM_002447 NP_002438 Q04912 RON_HUMANExtracellular (Potential).|Sema. 6ATACAATGCAGTGACCTGTAC0.572

+ 8 961SEMA3F_uc003cyk.2_Splice_Site_p.D224_spliceNM_004186 NP_004177 Q13275 SEM3F_HUMAN 2TGGCTGAACGGTAAGCGCAGC0.567

+ 7 1132RAD54L2_uc003dbh.2_5'UTR|RAD54L2_uc011bdu.1_Missense_Mutation_p.P30L|RAD54L2_uc003dbj.2_5'UTRNM_015106 NP_055921 Q9Y4B4 ARIP4_HUMANHelicase ATP-binding. 3GCCATTGTGCCGGTAAGAGTT0.512

+ 5 561STAB1_uc003dei.1_Missense_Mutation_p.V163MNM_015136 NP_055951 Q9NY15 STAB1_HUMANEGF-like 2.|Extracellular (Potential). 9CTGCCAATCGGGTGAGTGCTT0.632

+ 19 2335PRKCD_uc003dgm.2_Missense_Mutation_p.A661VNM_006254 NP_006245 Q05655 KPCD_HUMANAGC-kinase C-terminal. 9TCTGCATTCGCTGGCTTCTCC0.557

+ 9 1276CCDC66_uc003dhy.2_Missense_Mutation_p.D33H|CCDC66_uc003dhu.2_Missense_Mutation_p.D363H|CCDC66_uc003dhx.2_RNANM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1TGTCTCTCCTGACACTCAGGA0.453

+ 9 1116SLMAP_uc003djc.1_Missense_Mutation_p.A304V|SLMAP_uc003djd.1_Missense_Mutation_p.A304V|SLMAP_uc003djf.1_Missense_Mutation_p.A304V|SLMAP_uc003djg.1_5'FlankNM_007159 NP_009090 Q14BN4 SLMAP_HUMANPotential.|Cytoplasmic (Potential). 0AGAGAATTAGCCAACAAATAT0.323

- 8 1903CADPS_uc003dlk.1_Nonsense_Mutation_p.R19*|CADPS_uc003dlm.2_Nonsense_Mutation_p.R515*|CADPS_uc003dln.2_Nonsense_Mutation_p.R515*NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3TTATCCATTCGGACAGCAAGT0.448

- 35 5335ADAMTS9_uc011bfo.1_Missense_Mutation_p.A1740V|ADAMTS9_uc011bfp.1_Missense_Mutation_p.A679VNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4GTGCATCCCCGCACAGAATAT0.463

- 2 821TMF1_uc011bfx.1_Missense_Mutation_p.V192INM_007114 NP_009045 P82094 TMF1_HUMAN 0TTCAAACTTACAGTTGGCACC0.388

- 16 2130FOXP1_uc003dom.2_Missense_Mutation_p.R527W|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_Missense_Mutation_p.R602W|FOXP1_uc003dop.2_Missense_Mutation_p.R603W|FOXP1_uc003doq.1_Intron|FOXP1_uc003doi.2_Missense_Mutation_p.R503W|FOXP1_uc003doj.2_Missense_Mutation_p.R503W|FOXP1_uc003dok.2_Missense_Mutation_p.R416WNM_032682 NP_116071 Q9H334 FOXP1_HUMAN p.R603Q(1) 2AGCTCTTCCCGTATTGCGCTG0.512

- 5 1590CLDND1_uc003dso.2_Intron|CLDND1_uc003dsq.2_Missense_Mutation_p.A237V|CLDND1_uc003dss.2_Missense_Mutation_p.A237V|CLDND1_uc003dsr.2_Missense_Mutation_p.A142V|CLDND1_uc003dst.2_Missense_Mutation_p.A260V|CLDND1_uc003dsu.2_Missense_Mutation_p.A237V|CLDND1_uc003dsv.2_Missense_Mutation_p.A237VNM_019895 NP_063948 Q9NY35 CLDN1_HUMAN 1GTTGGTGTGAGCAGCCCAGAT0.448

- 10 1335IMPG2_uc011bhe.1_Missense_Mutation_p.D241YNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3TGCAGGGAATCAGGATCTGGA0.378

- 2 347SEMA5B_uc011bju.1_Intron|SEMA5B_uc003ega.1_RNA|SEMA5B_uc003egb.1_Missense_Mutation_p.V15I|SEMA5B_uc010hro.1_Intron|SEMA5B_uc010hrp.1_IntronNM_001031702 NP_001026872 Q9P283 SEM5B_HUMANExtracellular (Potential). 7GGCCCAGGGACGAGGTGGTGG0.612

- 21 3718ADCY5_uc003egg.1_Missense_Mutation_p.V898MNM_183357 NP_899200 O95622 ADCY5_HUMANCytoplasmic (Potential). 4ACCTTGACCACGCCCCGGCAC0.612

- 2 274 NM_033049 NP_149038 Q9H3R2 MUC13_HUMANThr-rich.|Extracellular (Potential). 0GGGGGAGCAGGTGTAGGAATT0.453

+ 10 911COPG_uc010htb.2_Missense_Mutation_p.A177TNM_016128 NP_057212 Q9Y678 COPG_HUMAN 4GTATGAAGCCGCCTCGGCCAT0.557

+ 11 1364PLS1_uc003euz.2_Missense_Mutation_p.R402Q|PLS1_uc003eva.2_Missense_Mutation_p.R402QNM_001145319 NP_001138791 Q14651 PLSI_HUMANCH 3.|Actin-binding 2. 1AGAACATTTCGGAACTGGATG0.398 rs138340155

- 2 147 NM_138786 NP_620141 Q96CE8 T4S18_HUMANCytoplasmic (Potential). 1CCACACTTCCGAGACCCCATT0.413

+ 4 1215GPR160_uc010hwq.2_Nonsense_Mutation_p.Q209*NM_014373 NP_055188 Q9UJ42 GP160_HUMANCytoplasmic (Potential). 0TACTTTGGTACAGGCTATCAG0.328

+ 1 72MRPL47_uc003fjz.2_5'Flank|MRPL47_uc003fka.2_5'Flank|MRPL47_uc003fkb.2_5'Flank|NDUFB5_uc003fkd.2_RNA|NDUFB5_uc003fke.2_Missense_Mutation_p.V15MNM_002492 NP_002483 O43674 NDUB5_HUMAN 1GGTTACTGCGGTGGCAGCTCT0.632

- 11 1244PEX5L_uc011bqd.1_Missense_Mutation_p.E329K|PEX5L_uc011bqe.1_Missense_Mutation_p.E180K|PEX5L_uc011bqf.1_Missense_Mutation_p.E264K|PEX5L_uc003fkj.1_Missense_Mutation_p.E337K|PEX5L_uc010hxd.1_Missense_Mutation_p.E370K|PEX5L_uc011bqg.1_Missense_Mutation_p.E348K|PEX5L_uc011bqh.1_Missense_Mutation_p.E313KNM_016559 NP_057643 Q8IYB4 PEX5R_HUMAN TPR 1. 4TTTTCATTCTCCGCCTGGGTT0.443

- 8 934MCF2L2_uc003flj.1_Missense_Mutation_p.L282F|MCF2L2_uc003flp.1_Missense_Mutation_p.L317F|MCF2L2_uc011bqs.1_5'FlankNM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5AGTTGGTTGAGATTGAGTTTG0.428



+ 10 1456EIF4G1_uc003fno.1_Missense_Mutation_p.E361K|EIF4G1_uc010hxw.1_Missense_Mutation_p.E256K|EIF4G1_uc003fnt.2_Missense_Mutation_p.E131K|EIF4G1_uc003fnq.2_Missense_Mutation_p.E333K|EIF4G1_uc003fnr.2_Missense_Mutation_p.E256K|EIF4G1_uc010hxx.2_Missense_Mutation_p.E427K|EIF4G1_uc003fns.2_Missense_Mutation_p.E380K|EIF4G1_uc010hxy.2_Missense_Mutation_p.E427K|EIF4G1_uc003fnv.3_Missense_Mutation_p.E420K|EIF4G1_uc003fnu.3_Missense_Mutation_p.E420K|EIF4G1_uc003fnw.2_Missense_Mutation_p.E427K|EIF4G1_uc003fnx.2_Missense_Mutation_p.E224K|EIF4G1_uc003fny.3_Missense_Mutation_p.E224KNM_198241 NP_937884 Q04637 IF4G1_HUMAN 7CCCAGTCAGTGAGCCAGAGGA0.622

- 6 730EHHADH_uc011brs.1_Missense_Mutation_p.R139CNM_001966 NP_001957 Q08426 ECHP_HUMANEnoyl-CoA hydratase / isomerase. 3TGGACTGCACGGACACAAGCC0.537 rs141664962

- 2 7133MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GTGACAAGAAGAGGGATGGCG0.597

+ 3 436PIGX_uc003fwx.3_Missense_Mutation_p.P52L|PIGX_uc011btx.1_RNANM_017861 NP_060331 Q8TBF5 PIGX_HUMANLumenal (Potential). 0TATGTGGATCCGTATGAGTTG0.408

+ 44 6002 NM_002111 NP_002102 P42858 HD_HUMAN 4TGCTGCCAGCGGCCTGTTCAT0.488

- 1 1528TADA2B_uc003gjw.3_5'Flank|TADA2B_uc010idi.2_5'FlankNM_153376 NP_699207 Q2M329 CCD96_HUMAN 0TTGTCCGTCCGCAGCCCCTCT0.557

+ 3 1423 CPZ_uc003gll.2_Intron NM_080819 NP_543009 Q96P69 GPR78_HUMANCytoplasmic (Potential). 6ATGGTGCACCAGCTGCTGAAG0.647 rs149989249

+ 31 3466SLIT2_uc003gps.1_Missense_Mutation_p.G1080RNM_004787 NP_004778 O94813 SLIT2_HUMANEGF-like 5; calcium-binding (Potential). 11GTGTAAAAACGGAGCCCACTG0.413 rs144073473

- 46 6465FRYL_uc003gyg.1_Missense_Mutation_p.R650W|FRYL_uc003gyi.1_Missense_Mutation_p.R842W|FRYL_uc003gyj.1_Missense_Mutation_p.R249WNM_015030 NP_055845 O94915 FRYL_HUMAN 1CTCCGCCGCCGGTCACCTCGT0.418 rs140338334

- 26 3805KDR_uc003hat.1_Missense_Mutation_p.A1168VNM_002253 NP_002244 P35968 VGFR2_HUMANCytoplasmic (Potential). 33AACCTGCTGAGCATTAGCTTG0.502

- 6 1491UGT2B4_uc011cap.1_Missense_Mutation_p.D346N|UGT2B4_uc003hel.3_3'UTRNM_021139 NP_066962 P06133 UD2B4_HUMAN 2CAGGTGAGGTCGTGGGCTGCA0.493

+ 3 194 NM_001133 NP_001124 P43652 AFAM_HUMAN Albumin 1. 3TGCTCAGTATGTTCAGGAAGC0.413

- 3 600 NM_001729 NP_001720 P35070 BTC_HUMANExtracellular (Potential).|EGF-like. 2TCGGCCACCACGAAGCGGCAT0.557

+ 8 2802PRDM8_uc003hmb.3_Missense_Mutation_p.E655K|PRDM8_uc003hmc.3_Missense_Mutation_p.E655KNM_020226 NP_064611 Q9NQV8 PRDM8_HUMAN 1GTATGCGATGGAGCCCTTGGT0.597

- 9 1217HPSE_uc010ika.2_Missense_Mutation_p.A315V|HPSE_uc011ccq.1_RNA|HPSE_uc011ccr.1_Intron|HPSE_uc011ccs.1_Missense_Mutation_p.A116V|HPSE_uc011cct.1_Intron|HPSE_uc003hok.3_Missense_Mutation_p.A373VNM_001098540 NP_001092010 Q9Y251 HPSE_HUMAN 1TCCCATTCGGGCTGACAGGCC0.443

+ 1 157 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1CTCAAATGACGCTACATTTGA0.502

+ 2 847SPRY1_uc003ifb.2_Missense_Mutation_p.T220INM_199327 NP_955359 O43609 SPY1_HUMAN Cys-rich.|SPR. 3GAATATGGAACCTGCATGTGC0.512

+ 5 1381PLK4_uc011cgs.1_Missense_Mutation_p.S347F|PLK4_uc011cgt.1_Missense_Mutation_p.S338FNM_014264 NP_055079 O00444 PLK4_HUMAN 0GCTTATTCCTCTGATAGATCT0.413

+ 12 2514 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN EGF-like 1. 6TGCACCCCCACGGGAAAGTGC0.537

- 2 1646NR3C2_uc003ilk.3_Missense_Mutation_p.G438S|NR3C2_uc010iph.2_RNANM_000901 NP_000892 P08235 MCR_HUMAN Modulating. 1AAAGAGGTGCCTGAACATGAA0.373

- 7 1157MAP9_uc011cin.1_Missense_Mutation_p.A273V|MAP9_uc010iqa.1_RNA|MAP9_uc003iot.1_Missense_Mutation_p.A297VNM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN Potential. 2TTTCTCAACTGCAGTAGTCAC0.368

+ 20 3563CBR4_uc011cjy.1_Intron|PALLD_uc003iru.2_Missense_Mutation_p.V1101I|PALLD_uc003irv.2_Missense_Mutation_p.V719I|PALLD_uc003irw.2_Missense_Mutation_p.V603I|PALLD_uc003irx.2_Missense_Mutation_p.V327INM_016081 NP_057165 Q8WX93 PALLD_HUMANInteraction with EZR. 1CAGGCTGGACGTTTACAGTGA0.423

+ 7 1306CLCN3_uc003ish.2_Missense_Mutation_p.T266I|CLCN3_uc011cjz.1_Missense_Mutation_p.T249I|CLCN3_uc011cka.1_Missense_Mutation_p.T266I|CLCN3_uc003isj.1_Missense_Mutation_p.T239INM_001829 NP_001820 P51790 CLCN3_HUMANHelical; (By similarity). 3ATGATTAAAACCATCACATTA0.398

- 10 6931 NM_005245 NP_005236 Q14517 FAT1_HUMANExtracellular (Potential).|Cadherin 20. 12CTTATATGCCGGGTGGGCCTC0.473

+ 7 989 CEP72_uc011clz.1_RNANM_018140 NP_060610 Q9P209 CEP72_HUMAN 1TCCATGGATACCGAGGACTCG0.527

+ 10 1333 NKD2_uc010itf.1_3'UTRNM_033120 NP_149111 Q969F2 NKD2_HUMAN His-rich. 0 caccaccaccaccaccaccac0.522

+ 20 3214ADAMTS16_uc003jdk.1_Missense_Mutation_p.P1026TNM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 4. 8GCAGCTGCTGCCCGACGCTGT0.637

- 18 3125 NM_003966 NP_003957 Q13591 SEM5A_HUMANTSP type-1 5.|Extracellular (Potential). 2TTCCGGTTCCGAATGCCCCTG0.582

- 18 3204CTNND2_uc010itt.2_Missense_Mutation_p.R929Q|CTNND2_uc011cmy.1_Missense_Mutation_p.R683Q|CTNND2_uc011cmz.1_Missense_Mutation_p.R587Q|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.R612QNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8CCTCAGATCTCGGTACTGCCA0.532

- 17 2948CTNND2_uc010itt.2_Nonsense_Mutation_p.R844*|CTNND2_uc011cmy.1_Nonsense_Mutation_p.R598*|CTNND2_uc011cmz.1_Nonsense_Mutation_p.R502*|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Nonsense_Mutation_p.R527*NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8ACTAGGTCTCGCATGGCGTAT0.512

- 66 11419DNAH5_uc003jfc.2_IntronNM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|AAA 5 (By similarity). 31GTCACCTCCTCGGCTGTCCTT0.458

+ 12 2420PDZD2_uc003jhm.2_Missense_Mutation_p.L678F|PDZD2_uc011cnx.1_Missense_Mutation_p.L504FNM_178140 NP_835260 O15018 PDZD2_HUMAN 9GAGCCCCAGCCTCACACCCTG0.532

- 2 261 NM_001737 NP_001728 P02748 CO9_HUMAN TSP type-1. 0ATTTGTCTGAGACAAGGATCG0.478

+ 3 371 NM_006144 NP_006135 P12544 GRAA_HUMAN Peptidase S1. 4AGCCACACGCGAAGGTGACCT0.438

+ 29 3894RGNEF_uc003kcx.2_Missense_Mutation_p.A1295T|RGNEF_uc010izf.2_Missense_Mutation_p.A1295T|RGNEF_uc011csr.1_Missense_Mutation_p.A982T|RGNEF_uc003kcz.3_Missense_Mutation_p.A259T|RGNEF_uc003kda.3_IntronNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMANInteraction with PTK2; required for regulation of axonal branching and synapse formation (By similarity).0ACAGATGGGCGCCGTGAGTCA0.428

+ 35 4819IQGAP2_uc011csv.1_Missense_Mutation_p.V1029M|IQGAP2_uc003kel.2_Missense_Mutation_p.V1029MNM_006633 NP_006624 Q13576 IQGA2_HUMAN 7GATGGAAAAGGTGCAACTCAA0.368

- 8 2787 NM_000046 NP_000037 P15848 ARSB_HUMAN 1AACTGTAGGCGGGACAGGAGC0.542

- 7 1036DMGDH_uc011cte.1_Nonsense_Mutation_p.R194*|DMGDH_uc011ctf.1_Nonsense_Mutation_p.R143*|DMGDH_uc011ctg.1_IntronNM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4TCCATGATTCGATCTAGATCA0.423 rs143021634

+ 20 2679 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMANTSP C-terminal. 0AGGGACCTTCCATGTGAATAC0.453

- 4 610 NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2CGTCATCCTGGTATCTTGCTG0.443

+ 3 550PRRC1_uc003kuj.3_Missense_Mutation_p.P124SNM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0TTTACCTGCACCCCCTTCGGG0.517 rs149336967

+ 1 653PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.G218DNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCadherin 2.|Extracellular (Potential). 2ACAGATGGGGGCAAACCTGAG0.473

+ 19 2869WWC1_uc003lzv.2_Missense_Mutation_p.R926C|WWC1_uc011den.1_Missense_Mutation_p.R926C|WWC1_uc003lzw.2_Missense_Mutation_p.R725C|WWC1_uc010jjf.1_Missense_Mutation_p.R198CNM_015238 NP_056053 Q8IX03 KIBRA_HUMANInteraction with histone H3. 5CACCATCATCCGCTCTAAGAC0.647

- 9 1820 NM_005990 NP_005981 O94804 STK10_HUMAN 8TTTGTTCAGCGACAGGTCAGT0.572

+ 4 2680CPEB4_uc010jju.1_Intron|CPEB4_uc010jjv.2_Missense_Mutation_p.R408Q|CPEB4_uc011dfg.1_Intron|CPEB4_uc003mct.3_Intron|CPEB4_uc003mcu.3_IntronNM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0ACATATGGGCGAAGGAGAGGT0.353

+ 8 1128FGFR4_uc003mfm.2_Missense_Mutation_p.R321W|FGFR4_uc011dfu.1_Missense_Mutation_p.R321W|FGFR4_uc011dfw.1_Missense_Mutation_p.R321W|FGFR4_uc003mfo.2_Missense_Mutation_p.R321WNM_002011 NP_002002 P22455 FGFR4_HUMANExtracellular (Potential).|Ig-like C2-type 3. 16CCTGTACCTGCGGAACGTGTC0.632

- 3 387 NHP2_uc003mis.2_IntronNM_017838 NP_060308 Q9NX24 NHP2_HUMAN 0GTGTCTCCTGCCAAAACCATG0.483



- 15 1212COL23A1_uc010jkt.2_Missense_Mutation_p.E133KNM_173465 NP_775736 Q86Y22 CONA1_HUMANExtracellular (Potential).|Collagen-like 2.|Gly-rich. 2ATCCGTGCCTCGGTGGCCAGG0.652

- 7 1017SQSTM1_uc011dgr.1_3'UTR|SQSTM1_uc011dgs.1_3'UTR|SQSTM1_uc003mkw.3_3'UTR|SQSTM1_uc003mkx.2_3'UTR|C5orf45_uc003mky.2_Intron|C5orf45_uc011dgt.1_Intron|C5orf45_uc011dgu.1_Intron|C5orf45_uc003mlc.2_Nonsense_Mutation_p.R270*|C5orf45_uc003mlb.2_Nonsense_Mutation_p.R191*NM_016175 NP_057259 Q6NTE8 CE045_HUMAN 0CGTGTGGGTCGAGGATTCTGT0.547

- 10 1199MYLK4_uc003mtx.3_Missense_Mutation_p.S16LNM_001012418 NP_001012418 Q86YV6 MYLK4_HUMANProtein kinase. 4CAGGAAAGGCGACAAACCGCT0.498

- 2 212SYCP2L_uc011dim.1_IntronNM_004752 NP_004743 O75603 GCM2_HUMAN GCM. 3GTAGATGAAGCGCACATAGCC0.562 rs104893959

- 1 59HIST1H3D_uc003ngv.2_5'UTR|HIST1H2BF_uc003ngx.2_5'FlankNM_021065 NP_066409 P20671 H2A1D_HUMAN 0TCCGGCCCGCGAAGAGCGGGT0.587

+ 7 997 NM_001732 NP_001723 Q13410 BT1A1_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 2AAATCTGTTCGACTGGAAGAT0.488

- 10 5112MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.G1165CNM_014641 NP_055456 Q14676 MDC1_HUMANInteraction with the PRKDC complex. 4TTTGTCCTGCCCCTAGTGGCC0.582

- 9 1676BAT1_uc003ntq.2_Nonsense_Mutation_p.R82*|BAT1_uc003ntr.2_Nonsense_Mutation_p.R156*|BAT1_uc003nts.2_Nonsense_Mutation_p.R349*|BAT1_uc011dnn.1_Nonsense_Mutation_p.R271*|BAT1_uc003ntu.2_Nonsense_Mutation_p.R349*|BAT1_uc003ntv.2_Nonsense_Mutation_p.R349*NM_004640 NP_004631 Q13838 DX39B_HUMANHelicase C-terminal. 0TCCATGCCTCGGCCAAATAGG0.428

+ 9 1182RDBP_uc003nyk.2_5'Flank|RDBP_uc011dot.1_5'Flank|RDBP_uc003nym.1_5'Flank|SKIV2L_uc011dou.1_Missense_Mutation_p.A107T|SKIV2L_uc011dov.1_Missense_Mutation_p.A72TNM_006929 NP_008860 Q15477 SKIV2_HUMAN 4CTTCCAGGAAGCGTCCACAGC0.557

+ 17 2316SKIV2L_uc011dou.1_Missense_Mutation_p.L485F|SKIV2L_uc011dov.1_Missense_Mutation_p.L450FNM_006929 NP_008860 Q15477 SKIV2_HUMANHelicase C-terminal. 4CCTGCCCATCCTCAAGGAGAT0.602

+ 6 563PPT2_uc003nzy.1_RNA|EGFL8_uc003oac.1_Missense_Mutation_p.G169SNM_030652 NP_085155 Q99944 EGFL8_HUMANEGF-like 2; calcium-binding (Potential). 0CTTCACCTGCGGCTGCCCCCA0.597

- 2 178HLA-DMA_uc011dqm.1_Missense_Mutation_p.P31LNM_006120 NP_006111 Q31604 Q31604_HUMAN 0CATTGGAGTAGGAGCTGCAAA0.478

- 2 387TEAD3_uc010jvx.2_Silent_p.T33TNM_003214 NP_003205 Q99594 TEAD3_HUMAN TEA. 1CCGCAGGGCGGGTAGATGGCC0.706

- 5 838KCNK17_uc003oop.2_3'UTRNM_031460 NP_113648 Q96T54 KCNKH_HUMAN 2CCTCTGGGAGGGGTTCATTCC0.517

- 6 1143 NM_173561 NP_775832 Q8IV45 UN5CL_HUMANCytoplasmic (Potential).|Interaction with RELA and NFKB1.2TCATTCTCATCGGCTATAAAG0.517

- 2 344TREM2_uc003opz.2_Missense_Mutation_p.S111N|TREM2_uc010jxl.1_Missense_Mutation_p.S111NNM_018965 NP_061838 Q9NZC2 TREM2_HUMANIg-like V-type.|Extracellular (Potential). 1GATGGCTGTGCTCCCATTCCA0.602

- 16 2815uc003ote.1_5'Flank|PEX6_uc010jya.2_RNANM_000287 NP_000278 Q13608 PEX6_HUMAN 1CCCGTCAGCTGGGGAGGGCAG0.562

+ 5 701 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9ATCTTGGAGTCCATCGAGGCC0.642

- 3 850SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4GCTACCAGATCGCCCAGTTGG0.627

- 2 446 NM_000255 NP_000246 P22033 MUTA_HUMAN 0GATCCCTTCCGGGGTGTGCCA0.488

- 6 563GSTA3_uc010jzq.2_Missense_Mutation_p.E106KNM_000847 NP_000838 Q16772 GSTA3_HUMANGST C-terminal. 0TAGAGAAGTTCCACCAGGCTA0.502

- 3 471GCM1_uc010jzr.2_Missense_Mutation_p.A88TNM_003643 NP_003634 Q9NP62 GCM1_HUMAN GCM. 1CCCTCCTCTGCGAGACAGTCG0.597 rs150847762

+ 5 1555 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6TTGCAACAACGAATGCCAACC0.413

+ 34 5037RIMS1_uc011dyb.1_Missense_Mutation_p.G1051R|RIMS1_uc003pgc.2_Missense_Mutation_p.G1069R|RIMS1_uc010kaq.2_Missense_Mutation_p.G974R|RIMS1_uc011dyc.1_Missense_Mutation_p.G779R|RIMS1_uc010kar.2_Missense_Mutation_p.G722R|RIMS1_uc011dyd.1_Missense_Mutation_p.G788R|RIMS1_uc003pgf.2_Missense_Mutation_p.G654R|RIMS1_uc003pgg.2_Missense_Mutation_p.G550R|RIMS1_uc003pgi.2_Missense_Mutation_p.G470R|RIMS1_uc003pgh.2_Missense_Mutation_p.G521R|RIMS1_uc003pgd.2_Missense_Mutation_p.G720R|RIMS1_uc003pge.2_Missense_Mutation_p.G694R|RIMS1_uc011dye.1_Missense_Mutation_p.G460R|RIMS1_uc011dyf.1_Missense_Mutation_p.G278R|RIMS1_uc011dyg.1_Missense_Mutation_p.G181RNM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10CATGGTGATCGGATGGTACAA0.542

- 32 5633COL12A1_uc003pht.2_Missense_Mutation_p.V659INM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 13. 9AGAGAGGATACGGTGATAGTG0.468

- 3 860RRAGD_uc010kcc.2_Missense_Mutation_p.Q42KNM_021244 NP_067067 Q9NQL2 RRAGD_HUMAN 3ATATCTCTTTGGGTTTCAATT0.433

- 5 2790 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN 3GAAGGCACCGGGAAGTCAGGC0.652

- 17 7264REV3L_uc003pux.3_Missense_Mutation_p.P2236L|REV3L_uc003puz.3_Missense_Mutation_p.P2236L|REV3L_uc003pva.1_RNANM_002912 NP_002903 O60673 DPOLZ_HUMAN 6TTCAGGATCCGGTTCTAAGTC0.378

+ 2 523DSE_uc011ebf.1_Missense_Mutation_p.A110V|DSE_uc003pwq.1_Missense_Mutation_p.A110V|DSE_uc011ebg.1_Missense_Mutation_p.A129V|DSE_uc003pwt.2_Missense_Mutation_p.A110VNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1GGTGCCTTGGCAATGTTCTGT0.512

+ 12 1437EYA4_uc011ecq.1_Missense_Mutation_p.D273N|EYA4_uc011ecr.1_Missense_Mutation_p.D279N|EYA4_uc003qed.3_Missense_Mutation_p.D327N|EYA4_uc003qee.3_Missense_Mutation_p.D304N|EYA4_uc011ecs.1_Missense_Mutation_p.D333N|uc003qef.1_IntronNM_004100 NP_004091 O95677 EYA4_HUMAN 2AGGAGAGTTCGATACCATGCA0.388 rs144415484

- 16 2227MAP7_uc011edf.1_Missense_Mutation_p.V646I|MAP7_uc011edg.1_Missense_Mutation_p.V691I|MAP7_uc010kgu.2_Missense_Mutation_p.V683I|MAP7_uc011edh.1_Missense_Mutation_p.V646I|MAP7_uc010kgv.2_Missense_Mutation_p.V683I|MAP7_uc010kgs.2_Missense_Mutation_p.V515I|MAP7_uc011edi.1_Missense_Mutation_p.V515I|MAP7_uc010kgq.1_Missense_Mutation_p.V567I|MAP7_uc003qha.1_Missense_Mutation_p.V624INM_003980 NP_003971 Q14244 MAP7_HUMAN 0TGTGAGGTAACCACATGTGGG0.463 rs140358034

- 3 2186PLAGL1_uc003qjx.2_Missense_Mutation_p.S307C|PLAGL1_uc003qjy.2_Missense_Mutation_p.S307C|PLAGL1_uc010khl.2_Missense_Mutation_p.S307C|PLAGL1_uc010khm.2_Missense_Mutation_p.S307C|PLAGL1_uc003qjz.2_Missense_Mutation_p.S307C|PLAGL1_uc003qka.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkb.2_Missense_Mutation_p.S255C|PLAGL1_uc003qkc.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkd.2_Missense_Mutation_p.S255C|PLAGL1_uc003qke.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkf.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkg.2_Missense_Mutation_p.S255C|PLAGL1_uc003qkh.2_Missense_Mutation_p.S307C|PLAGL1_uc003qki.2_Missense_Mutation_p.S255C|PLAGL1_uc003qkj.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkk.2_Missense_Mutation_p.S255C|PLAGL1_uc003qkl.2_Missense_Mutation_p.S255C|PLAGL1_uc003qkm.2_Missense_Mutation_p.S307C|PLAGL1_uc010khn.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkn.2_Missense_Mutation_p.S255C|PLAGL1_uc003qko.2_Missense_Mutation_p.S307C|PLAGL1_uc003qkp.2_Missense_Mutation_p.S255C|PLAGL1_uc003qjw.2_Missense_Mutation_p.S255CNM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1GTATGAGGTAGAAGTGGTGTT0.552

+ 2 597GRM1_uc010khu.1_Missense_Mutation_p.G43R|GRM1_uc010khv.1_Missense_Mutation_p.G43R|GRM1_uc003qll.2_Missense_Mutation_p.G43R|GRM1_uc011edz.1_Missense_Mutation_p.G43R|GRM1_uc011eea.1_Missense_Mutation_p.G43RNM_000838 NP_000829 Q13255 GRM1_HUMANExtracellular (Potential). 19CAGAATGGACGGAGATGTCAT0.597

+ 9 3576GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANCytoplasmic (Potential). 19CCAGCTCCAGGGAGTGGTCAG0.672

+ 2 653 NM_015278 NP_056093 O94885 SASH1_HUMAN 1GGGAAACATCGATGACCTGGC0.572

- 6 844NUP43_uc003qmx.3_RNA|NUP43_uc011eee.1_RNA|NUP43_uc011eef.1_IntronNM_198887 NP_942590 Q8NFH3 NUP43_HUMAN WD 6. 1TACTTACTTTCAGCTTCATGA0.373

+ 18 2090MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Missense_Mutation_p.V609M|MTHFD1L_uc003qoc.2_Missense_Mutation_p.V556MNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4TGACATCGCAGTGGCCAGCGA0.607

+ 7 2627TIAM2_uc003qqe.2_Missense_Mutation_p.D452N|TIAM2_uc010kjj.2_5'UTRNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GATTGGCAGCGATCCCCTCCG0.502

- 15 1800SERAC1_uc003qrb.2_Missense_Mutation_p.S281LNM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0GACTTCCAACGAGGGGAAGAG0.353

- 8 1650RSPH3_uc010kju.2_Missense_Mutation_p.P391LNM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2AGGACCACCAGGCTCATCCTC0.507

+ 2 822C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPER_uc003sjz.1_Missense_Mutation_p.V145I|GPER_uc003ska.1_Missense_Mutation_p.V145I|GPER_uc003skb.2_Missense_Mutation_p.V145INM_001098201 NP_001091671 Q99527 GPER_HUMANHelical; Name=3; (Potential). 1GTACAGCAGCGTCTTCTTCCT0.607

+ 6 1072SCIN_uc010ktt.2_RNA|SCIN_uc003sso.3_Missense_Mutation_p.G41RNM_001112706 NP_001106177 Q9Y6U3 ADSV_HUMANGelsolin-like 3.|Actin-severing (Potential). 2TTTGGACCACGGGGCTGCCAA0.393

+ 13 1864ABCB5_uc010kuh.2_Missense_Mutation_p.R885C|ABCB5_uc003sux.1_Missense_Mutation_p.R63CNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANCytoplasmic (Potential).|ABC transmembrane type-1.p.R440H(1) 6GGAGAATATACGTACTATAGT0.323

+ 6 1179 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStem (By similarity). 15ACCCCAGCTCGGGTTATAGTT0.388

- 3 429TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_5'UTR|TRA2A_uc011jzd.1_5'UTR|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMANArg/Ser-rich (RS1 domain). 1AGAGTGGGATCTGGATCGAGT0.448

- 18 1955DPY19L2P1_uc003tep.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0CCTTACCTGTCGAGAGCATAT0.363

+ 2 753IGFBP1_uc003tno.3_Missense_Mutation_p.A154T|IGFBP1_uc010kyn.2_Missense_Mutation_p.A154TNM_000596 NP_000587 P08833 IBP1_HUMAN 1CCTTTGGGACGCCATCAGTAC0.527



- 7 770 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential). 11GAAGCTGGGGGTGCGAGGAAT0.577

+ 4 893 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 6. 0AGACCCTACAAATGTGAAGAA0.458

+ 3 661C7orf42_uc010lah.2_RNA|C7orf42_uc003tvl.2_Missense_Mutation_p.V133INM_017994 NP_060464 Q9NWD8 CG042_HUMAN 1TTCCCGCAACGTCACCCATCT0.547

+ 4 506FKBP6_uc003twz.2_Intron|FKBP6_uc011kew.1_Missense_Mutation_p.P120L|FKBP6_uc010lbe.1_RNA|TRIM50_uc003txy.1_5'Flank|TRIM50_uc003txz.1_5'FlankNM_003602 NP_003593 O75344 FKBP6_HUMANPPIase FKBP-type. 0GGCTGCCCTCCCTTGATCCCC0.552

+ 4 515FKBP6_uc003twz.2_Intron|FKBP6_uc011kew.1_Missense_Mutation_p.P123L|FKBP6_uc010lbe.1_RNA|TRIM50_uc003txy.1_5'Flank|TRIM50_uc003txz.1_5'FlankNM_003602 NP_003593 O75344 FKBP6_HUMANPPIase FKBP-type. 0CCCTTGATCCCCCCAAACACC0.542

+ 9 980POR_uc011kgc.1_Missense_Mutation_p.E108K|POR_uc011kgd.1_Missense_Mutation_p.E199K|POR_uc011kge.1_Missense_Mutation_p.E38K|POR_uc003uea.2_5'FlankNM_000941 NP_000932 P16435 NCPR_HUMANFAD-binding FR-type. 1CCAGGGAACCGAGCGCCACCT0.602 rs11540674

+ 10 2100DTX2_uc011kgk.1_Missense_Mutation_p.G424D|DTX2_uc003ufg.3_Missense_Mutation_p.G515D|DTX2_uc003ufh.3_Missense_Mutation_p.G515D|DTX2_uc003ufj.3_Missense_Mutation_p.G468D|DTX2_uc003ufk.3_Missense_Mutation_p.G146D|DTX2_uc003ufm.3_Missense_Mutation_p.G228D|DTX2_uc003ufn.3_Missense_Mutation_p.G100DNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2ATTCCCCATGGTATCCAGGTG0.607

- 22 3044ABCB1_uc011khc.1_Missense_Mutation_p.M812VNM_000927 NP_000918 P08183 MDR1_HUMANABC transmembrane type-1 2. 7AACATTTTCATTTCAACAACT0.353

- 3 967STEAP4_uc010lek.2_Intron|STEAP4_uc003ujt.2_Missense_Mutation_p.L288FNM_024636 NP_078912 Q687X5 STEA4_HUMANFerric oxidoreductase. 0TTTCGGCAAAGCATCCAGTGG0.473

+ 8 1046DYNC1I1_uc003uod.3_Missense_Mutation_p.G240S|DYNC1I1_uc003uob.2_Missense_Mutation_p.G220S|DYNC1I1_uc003uoe.3_Missense_Mutation_p.G237S|DYNC1I1_uc010lfl.2_Missense_Mutation_p.G246SNM_004411 NP_004402 O14576 DC1I1_HUMAN 4TGACTACAGCGGCCGAGAGTT0.373

+ 3 473 BRI3_uc011kip.1_Intron NM_015379 NP_056194 O95415 BRI3_HUMAN 0TTGAGGAAGCGACGATGCCCC0.522 rs137943501

+ 4 894PILRA_uc011kjo.1_Missense_Mutation_p.R155W|PILRA_uc003uup.1_Missense_Mutation_p.R155W|PILRA_uc003uuq.1_IntronNM_013439 NP_038467 Q9UKJ1 PILRA_HUMANCytoplasmic (Potential). 1AGGTCAGCAGCGGACTAAAGC0.637 rs145267648

+ 22 4300ZAN_uc003uwk.2_Missense_Mutation_p.D1379N|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kkd.1_IntronNM_003386 NP_003377 Q9Y493 ZAN_HUMANExtracellular (Potential). 11TTCCTTCTTCGACAGCTGCAT0.612

- 14 2975EPHB4_uc003uwm.1_Splice_Site_p.D735_splice|EPHB4_uc010lhj.1_Splice_Site_p.D828_spliceNM_004444 NP_004435 P54760 EPHB4_HUMAN 15GGGACACTTACGTCCTGATTG0.542

+ 11 1125SLC26A5_uc003vbt.1_Intron|SLC26A5_uc003vbu.1_Intron|SLC26A5_uc003vbv.1_Intron|PSMC2_uc011klo.1_Missense_Mutation_p.T215INM_002803 NP_002794 P35998 PRS7_HUMAN 0TAGGGTCGGACCCACATATTT0.333

+ 8 1037CDHR3_uc003vdk.2_5'UTR|CDHR3_uc011kls.1_RNA|CDHR3_uc003vdm.3_Missense_Mutation_p.T297I|CDHR3_uc011klt.1_Missense_Mutation_p.T222I|CDHR3_uc003vdn.2_Missense_Mutation_p.T27INM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMANCadherin 3.|Extracellular (Potential). 1CAAAATCCCACCATTTCCCTG0.478

- 13 1603LAMB4_uc003vey.2_Missense_Mutation_p.D507HNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin EGF-like 5; truncated. 8ATATCACAGTCACAGGGAGAA0.388

+ 5 1400SPAM1_uc003vle.2_Missense_Mutation_p.A333V|SPAM1_uc011koa.1_5'UTR|SPAM1_uc003vlf.3_Missense_Mutation_p.A333V|SPAM1_uc010lku.2_Missense_Mutation_p.A333VNM_153189 NP_694859 P38567 HYALP_HUMAN 4GCTCTGGGTGCTTCTGGAATT0.343

+ 9 1340IRF5_uc003voh.2_Missense_Mutation_p.E391K|IRF5_uc010llt.2_Missense_Mutation_p.E315K|IRF5_uc003voi.2_Missense_Mutation_p.E391K|IRF5_uc003voj.3_Missense_Mutation_p.E391KNM_002200 NP_002191 Q13568 IRF5_HUMAN 0CTGCTTTGGGGAAGAATGGCC0.522

- 28 5105PLXNA4_uc003vqz.3_5'FlankNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1CCCGTGTACCGGATCATGTTT0.572

+ 7 1283TRIM24_uc003vub.2_Missense_Mutation_p.L356FNM_015905 NP_056989 O15164 TIF1A_HUMAN Potential. 8CTAAACAATTGGAGCATGTCA0.373

+ 19 3352TRIM24_uc003vub.2_Missense_Mutation_p.R1012HNM_015905 NP_056989 O15164 TIF1A_HUMAN 8ATTGAAGAACGCCAGTTGCTT0.343

- 2 503KIAA1549_uc003vuk.3_Missense_Mutation_p.V102I|KIAA1549_uc011kqj.1_Missense_Mutation_p.V152INM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230TCGTCATTGACGGCCACCTCT0.468

+ 5 652uc011krr.1_Intron|uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_Intron|PRSS1_uc003wam.2_Missense_Mutation_p.G152ENM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2CAGCTCCAAGGAGTTGTCTCC0.507

+ 1 466 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANHelical; Name=4; (Potential). 1AGCCATGGTACCCACTGTCCT0.572

+ 7 1312ZYX_uc011ktd.1_Missense_Mutation_p.R229Q|ZYX_uc003wcx.2_Missense_Mutation_p.R386Q|ZYX_uc011kte.1_Missense_Mutation_p.R355Q|ZYX_uc011ktf.1_Missense_Mutation_p.R229QNM_001010972 NP_001010972 Q15942 ZYX_HUMANLIM zinc-binding 1. 0CTCTGCGGCCGATGCCATCAA0.617

- 4 2130ZNF786_uc011kuk.1_Missense_Mutation_p.E628K|ZNF786_uc003wfi.2_Missense_Mutation_p.E579KNM_152411 NP_689624 Q8N393 ZN786_HUMANC2H2-type 13. 4CTGATGTGCTCGATGAGCTTT0.577

- 4 1275WDR86_uc003wka.2_Missense_Mutation_p.R234C|WDR86_uc011kvk.1_Missense_Mutation_p.T297M|WDR86_uc003wkc.2_IntronNM_198285 NP_938026 Q86TI4 WDR86_HUMAN WD 7. 0CTCACGTTGCGTCTGTGGGCC0.627

+ 2 342DLGAP2_uc003wpm.2_Missense_Mutation_p.P82LNM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0AGCACCTTCCCGCGGATGCAC0.706

- 3 708FGF20_uc010lsv.1_RNA|FGF20_uc010lsw.1_3'UTRNM_019851 NP_062825 Q9NP95 FGF20_HUMAN 1CACTGGTCTAGGTAAGAAATG0.458

+ 18 2134XPO7_uc010lti.2_Missense_Mutation_p.V687M|XPO7_uc010ltk.2_Missense_Mutation_p.V679MNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5TCTCCTCATGGTGGATTTAGG0.453

- 8 1752LGI3_uc010ltu.2_Missense_Mutation_p.S464FNM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 6. 1CTGGGTGAAGGAGAAATCACT0.642

+ 19 2933BMP1_uc011kzc.1_Missense_Mutation_p.E646K|BMP1_uc003xbh.2_RNA|BMP1_uc003xbi.2_RNANM_006129 NP_006120 P13497 BMP1_HUMAN CUB 5. 3CATTGTGGCCGAGGAAGGCTA0.592

+ 5 1036RHOBTB2_uc003xcp.2_Missense_Mutation_p.E189K|RHOBTB2_uc011kzp.1_Missense_Mutation_p.E174K|uc003xcr.2_RNANM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN Rho-like. 2CAAACCTAATGAAATCCTGCC0.577

+ 34 3541PTK2B_uc003xfo.1_Splice_Site_p.K911_splice|PTK2B_uc003xfp.1_Splice_Site_p.K911_splice|PTK2B_uc003xfq.1_Splice_Site_p.K869_spliceNM_173174 NP_775266 Q14289 FAK2_HUMAN 5GGTGGTGAAGGTGAGAGCAGG0.632

+ 9 1461GPR124_uc010lvy.2_Splice_Site_p.R366_spliceNM_032777 NP_116166 Q96PE1 GP124_HUMAN 5TCTCCCCCCAGGTGGCCCCGA0.657

- 4 1515JPH1_uc003yaf.2_Missense_Mutation_p.A492V|JPH1_uc003yag.1_Missense_Mutation_p.A356VNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential). 1GTTGAGTCTCGCCCCTGAGCT0.572

+ 23 2876 NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN HECT. 2TGAGCTCATGGGTAAATGTAA0.378

- 3 339 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0ATCTTCATCTGTTGCAAAAAT0.428

+ 5 582TMEM67_uc010mat.1_Missense_Mutation_p.V86I|TMEM67_uc010maw.2_Intron|TMEM67_uc003yga.3_Missense_Mutation_p.V90INM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2GAACAGGTGCGTCCGATGTGA0.284

+ 1 344GRHL2_uc010mbt.1_Missense_Mutation_p.S5L|GRHL2_uc011lhi.1_Missense_Mutation_p.S5LNM_024915 NP_079191 Q6ISB3 GRHL2_HUMANTranscription activation. 3TCACAAGAGTCGGACAAGTAA0.438

- 18 3130CSMD3_uc003yns.2_Missense_Mutation_p.R263C|CSMD3_uc003ynt.2_Missense_Mutation_p.R951C|CSMD3_uc011lhx.1_Missense_Mutation_p.R887CNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 5. 63TTATTGGAACGACTGTTGTCT0.328

- 18 3059CSMD3_uc003yns.2_Missense_Mutation_p.G239D|CSMD3_uc003ynt.2_Missense_Mutation_p.G927D|CSMD3_uc011lhx.1_Missense_Mutation_p.G863DNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 5. 63CACTTGGGTGCCATTGTAAGA0.363

+ 1 123 NM_006438 NP_006429 Q9Y6Z7 COL10_HUMAN 3TCCTTGCTTCGAAGAAACCAA0.423

- 1 37 OC90_uc011lix.1_IntronNM_001080399 NP_001073868 Q02509 OC90_HUMAN 3TGACATGGCTGTAATGTATCA0.413

+ 10 2662 NM_003235 NP_003226 P01266 THYG_HUMANThyroglobulin type-1 7. 15ATCTTAAATGGCCAACTCAGC0.542

- 12 1371NDRG1_uc003yuf.1_Missense_Mutation_p.S73N|NDRG1_uc003yug.2_Missense_Mutation_p.S262N|NDRG1_uc010mee.2_Missense_Mutation_p.S181N|NDRG1_uc010mef.2_Missense_Mutation_p.S196N|NDRG1_uc011ljh.1_Missense_Mutation_p.S90N|NDRG1_uc011lji.1_IntronNM_001135242 NP_001128714 Q92597 NDRG1_HUMAN 4TGCAGGCGAGCTGTCCCCAAC0.517



+ 19 3122 NM_001702 NP_001693 O14514 BAI1_HUMANCytoplasmic (Potential). 8CGCTCAGAGCGTTCTGTCATC0.587

- 1 6591 NM_031308 NP_112598 P58107 EPIPL_HUMAN 2CATTTCCTCCGTGATTATGGC0.552

- 1 4283 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 25. 2GTCTCGGAGTCGCACACGCAG0.612

- 8 3913KIAA2026_uc010mht.2_Missense_Mutation_p.G408SNM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3AGAGGCTGACCTGTGGAGGAA0.463

+ 16 2645UHRF2_uc003zjz.2_RNA|UHRF2_uc003zkb.2_RNANM_152896 NP_690856 Q96PU4 UHRF2_HUMAN RING-type. 3TTTCTCCTGCCCTGCTTGCCG0.443

- 19 2423 NM_000170 NP_000161 P23378 GCSP_HUMAN 2ACATCAGACCCGAAGTCTCCA0.562

- 1 669 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMANHelical; Name=5; (Potential). 1AGGAAGATCACATTCGTCACC0.478

- 7 1334PAX5_uc011lpt.1_Missense_Mutation_p.P92S|PAX5_uc011lpu.1_Intron|PAX5_uc011lpv.1_Intron|PAX5_uc011lpw.1_Missense_Mutation_p.P296S|PAX5_uc011lpx.1_Missense_Mutation_p.P230S|PAX5_uc011lpy.1_Missense_Mutation_p.P188S|PAX5_uc010mls.1_Intron|PAX5_uc011lpz.1_Missense_Mutation_p.P253S|PAX5_uc011lqa.1_Missense_Mutation_p.P188S|PAX5_uc010mlq.1_Intron|PAX5_uc011lqb.1_Intron|PAX5_uc010mlo.1_Missense_Mutation_p.P296S|PAX5_uc010mlp.1_Missense_Mutation_p.P296S|PAX5_uc011lqc.1_Missense_Mutation_p.P253S|PAX5_uc010mlr.1_IntronNM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(23) 147TAGGACTGCGGGCCTGGCACA0.617

+ 6 688RG9MTD3_uc011lqo.1_Missense_Mutation_p.P153L|RG9MTD3_uc011lqp.1_Missense_Mutation_p.P126L|RG9MTD3_uc011lqq.1_Missense_Mutation_p.P93L|RG9MTD3_uc004aaj.2_RNA|RG9MTD3_uc004aak.2_Missense_Mutation_p.P109LNM_144964 NP_659401 Q6PF06 RG9D3_HUMAN 0AGTTTATTTCCCTTGGAAACC0.353

+ 68 9399VPS13A_uc004akp.3_Missense_Mutation_p.V3047I|VPS13A_uc004akq.3_Missense_Mutation_p.V3047I|VPS13A_uc004aks.2_Missense_Mutation_p.V3008INM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10TGAAGATGGAGTTATCAGACC0.333

+ 26 4180DAPK1_uc004apd.2_Missense_Mutation_p.G1348R|DAPK1_uc011ltg.1_Missense_Mutation_p.G1282R|DAPK1_uc011lth.1_Missense_Mutation_p.G1085R|DAPK1_uc004apg.2_Missense_Mutation_p.G325RNM_004938 NP_004929 P53355 DAPK1_HUMAN Death. 2CACCAGTAACGGGGCTCCCAA0.632

- 5 678SEMA4D_uc011ltm.1_Missense_Mutation_p.E36K|SEMA4D_uc011ltn.1_RNA|SEMA4D_uc011lto.1_RNA|SEMA4D_uc004aqp.1_Missense_Mutation_p.E34KNM_006378 NP_006369 Q92854 SEM4D_HUMANSema.|Extracellular (Potential). 2CGTCACTCACCTCTGTGCTCC0.627

- 8 1150CDC14B_uc004awk.2_Missense_Mutation_p.R233K|CDC14B_uc004awl.2_RNA|CDC14B_uc004awi.2_Missense_Mutation_p.R196KNM_033331 NP_201588 O60729 CC14B_HUMAN B. 1AAGTCTGGCTCTTGAATGAGG0.353

+ 19 2312 NM_002486 NP_002477 Q09161 NCBP1_HUMAN 1GATTGTGCTGCCGTAGCAAAT0.338

- 11 2573TBC1D2_uc004ayp.2_Missense_Mutation_p.A338V|TBC1D2_uc004ayq.2_Missense_Mutation_p.A798V|TBC1D2_uc004ayr.2_Missense_Mutation_p.A580V|TBC1D2_uc004ayo.3_Missense_Mutation_p.A798VNM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3GAGACTGTCCGCAAAGACCAC0.602

+ 10 7332ZNF462_uc010mto.2_Missense_Mutation_p.R2257Q|ZNF462_uc004bda.2_Missense_Mutation_p.R2256Q|ZNF462_uc011lvz.1_Missense_Mutation_p.R305Q|uc004bdc.1_IntronNM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 26. 5AGCCACCTTCGGGATGAGCAT0.527

+ 5 884RAD23B_uc011lwa.1_Missense_Mutation_p.R173W|RAD23B_uc011lwb.1_Missense_Mutation_p.R152WNM_002874 NP_002865 P54727 RD23B_HUMAN 1TGATTCTTCTCGGTCAAACCT0.294

+ 6 1764ZNF483_uc004bfg.2_IntronNM_133464 NP_597721 Q8TF39 ZN483_HUMAN C2H2-type 3. 1CATTAAACATCAGAGAATTCA0.403

+ 2 368ORM1_uc011lxo.1_Missense_Mutation_p.R86QNM_000607 NP_000598 P02763 A1AG1_HUMAN 0TACCAGACCCGGTGAGAGCCC0.537 rs1126866

- 4 1219ASTN2_uc004bjr.1_Missense_Mutation_p.P373L|ASTN2_uc004bjt.1_IntronNM_198187 NP_937830 O75129 ASTN2_HUMANCytoplasmic (Potential). 9GCTGCGCAGGGGTGGTTGCAG0.597 rs139454684

- 36 4499 NM_001735 NP_001726 P01031 CO5_HUMAN 2GAAAGTGGCAGGACTGAGAAA0.373

- 16 1654SCAI_uc004bpd.2_Splice_Site_p.D548_splice|SCAI_uc010mwu.2_Splice_SiteNM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5TAGGAGGGTACCTATTGAACG0.368

+ 6 746 NM_001261 NP_001252 P50750 CDK9_HUMANProtein kinase. 1GACTACGGCCCCCCCATTGAC0.667

- 11 2081CIZ1_uc004btr.2_Missense_Mutation_p.R612W|CIZ1_uc004bts.2_Missense_Mutation_p.R611W|CIZ1_uc011maq.1_Missense_Mutation_p.R579W|CIZ1_uc004btu.2_Missense_Mutation_p.R560W|CIZ1_uc011mar.1_Missense_Mutation_p.R539W|CIZ1_uc011mas.1_Missense_Mutation_p.R670W|CIZ1_uc004btw.2_Missense_Mutation_p.R584W|CIZ1_uc004btv.2_Missense_Mutation_p.R640WNM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4AGGACGTCCCGGGGCACGGGC0.632

- 17 4549CAMSAP1_uc004cgq.3_Missense_Mutation_p.R1407C|CAMSAP1_uc010nbg.2_Missense_Mutation_p.R1239CNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN CKK. 3CCAGCATCACGAAACAGTATG0.493

- 4 1159CTPS2_uc004cxl.2_Missense_Mutation_p.E139K|CTPS2_uc004cxm.2_Missense_Mutation_p.E139KNM_001144002 NP_001137474 Q9NRF8 PYRG2_HUMAN 1ATTTGGGGCTCTTCCTTATTA0.373

+ 1 634MBTPS2_uc004dae.2_Intron|MBTPS2_uc010nfr.2_Intron|YY2_uc010nfq.2_Missense_Mutation_p.E430K|MBTPS2_uc004dab.2_IntronNM_206923 NP_996806 O15391 TYY2_HUMAN 2TGATTATTCCGAGTACTTGAA0.493

- 1 956 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN 4TTGGCCACACGCTTAGTATTC0.502

- 4 941OTUD5_uc004dlt.3_Missense_Mutation_p.R294C|OTUD5_uc004dlv.2_Missense_Mutation_p.R294C|OTUD5_uc011mmp.1_Missense_Mutation_p.R77CNM_017602 NP_060072 Q96G74 OTUD5_HUMAN OTU. 1TCCACAGGACGGTTGTACATC0.522

- 7 628PFKFB1_uc010nkd.1_Intron|PFKFB1_uc011mol.1_Missense_Mutation_p.R121QNM_002625 NP_002616 P16118 F261_HUMAN6-phosphofructo-2-kinase. 1AACCTTTTCCCGGTCACAGTC0.378

- 3 376 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0AGCAGGAAGTCATAGGCCTGG0.682

- 3 370 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0AAGTCATAGGCCTGGTCGGGG0.672

+ 3 555MIR934_hsa-mir-934|MI0005756_5'FlankNM_016267 NP_057351 Q99990 VGLL1_HUMAN 0TCGGCCTGGGGAGCTGTGGCA0.627

+ 4 1679MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.478

+ 4 2019MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTGTCTCCTCACTACTTTCCT0.582

- 2 1145 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1GATCCTTCAGATGAGTCCAGG0.527

+ 15 1743MTM1_uc011mxx.1_RNA|MTM1_uc011mxy.1_Missense_Mutation_p.R519H|MTM1_uc011mxz.1_Missense_Mutation_p.R441H|MTM1_uc010nte.2_Missense_Mutation_p.R424HNM_000252 NP_000243 Q13496 MTM1_HUMAN 3GTGGAGCAGCGTTACATGGAG0.522

+ 9 1579SLC6A8_uc004fic.3_Missense_Mutation_p.P424L|SLC6A8_uc011myx.1_Missense_Mutation_p.P319L|SLC6A8_uc010nuj.2_RNANM_005629 NP_005620 P48029 SC6A8_HUMANCytoplasmic (Potential). 1GACCTCCTCCCGGCCTCCTAC0.607

+ 29 5140USP9Y_uc010nwu.1_RNANM_004654 NP_004645 O00507 USP9Y_HUMAN 0ACCCAATGCTGAAGTTCTTCT0.343

+ 2 412 NM_198576 NP_940978 O00468 AGRIN_HUMAN NtA. 3AACCCTGCACCCCCATACCTG0.587

- 4 460NADK_uc001aic.2_Missense_Mutation_p.M113I|NADK_uc001aid.3_Missense_Mutation_p.M113I|NADK_uc001aie.2_Missense_Mutation_p.M217I|NADK_uc010nyv.1_Missense_Mutation_p.M81I|NADK_uc009vkx.1_5'UTRNM_023018 NP_075394 O95544 NADK_HUMAN 0TGGCATCTCTCATCTTCTTGA0.602

- 4 360ENO1_uc001api.1_5'UTR|ENO1_uc001apk.1_Missense_Mutation_p.N15S|ENO1_uc001apl.1_Missense_Mutation_p.N70S|ENO1_uc009vmi.1_Intron|ENO1_uc009vmj.1_Missense_Mutation_p.N70S|ENO1_uc009vmk.1_Intron|ENO1_uc009vml.1_Missense_Mutation_p.N70SNM_001428 NP_001419 P06733 ENOA_HUMAN 4AATAGTTTTATTGATGTGCTC0.463

- 46 6594MTOR_uc001asc.2_Missense_Mutation_p.P363LNM_004958 NP_004949 P42345 MTOR_HUMAN 29TTGCAAAGACGGTGCTATGGA0.498

- 1 678 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0AGGAGAGAATCCACTTTCTGT0.443

+ 4 615FBLIM1_uc001axe.1_Missense_Mutation_p.G58R|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axg.1_Missense_Mutation_p.G58R|FBLIM1_uc001axh.1_Missense_Mutation_p.G58R|FBLIM1_uc001axi.1_Missense_Mutation_p.G58RNM_017556 NP_060026 Q8WUP2 FBLI1_HUMANFilamin-binding.|Pro-rich. 1TGGCTTGGCGGGGAGGCCCAG0.677

+ 11 8440SPEN_uc010obp.1_Missense_Mutation_p.V2705INM_015001 NP_055816 Q96T58 MINT_HUMANInteraction with RBPSUH (By similarity). 15AGCGGGTGCGGTTACTGCTGC0.607

- 7 952ZBTB17_uc010obq.1_Missense_Mutation_p.E155G|ZBTB17_uc010obr.1_Missense_Mutation_p.E238G|ZBTB17_uc010obs.1_Missense_Mutation_p.E162G|ZBTB17_uc010obt.1_Missense_Mutation_p.E175G|ZBTB17_uc010obu.1_Missense_Mutation_p.E162G|ZBTB17_uc009vom.1_Missense_Mutation_p.E181GNM_003443 NP_003434 Q13105 ZBT17_HUMAN 0 ctcttgctcctcttgctcctt 0.498



+ 3 246FAM131C_uc010obz.1_Intron|CLCNKB_uc001axx.3_Missense_Mutation_p.L56INM_000085 NP_000076 P51801 CLCKB_HUMANHelical; (Potential). 1CCTGATGACCCTCGGGGTGCT0.647

- 14 2515 NM_004431 NP_004422 P29317 EPHA2_HUMANMediates interaction with ARHGEF16 and ELMO2.|Protein kinase.|Cytoplasmic (Potential).10AGAGGTGAACTTCCGGTAGGA0.642

- 10 1580FBXO42_uc001aye.3_Missense_Mutation_p.S173F|FBXO42_uc001ayf.2_Missense_Mutation_p.S362FNM_018994 NP_061867 Q6P3S6 FBX42_HUMAN 2ACTGTCCAAAGAAGAGCCACC0.557

- 5 585PADI2_uc010ocm.1_Intron|PADI2_uc001bag.1_Missense_Mutation_p.R168HNM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6CTTCTCATCACGGCAGTCCTC0.627

+ 3 438 NM_013358 NP_037490 Q9ULC6 PADI1_HUMAN 0CACTGGCGTCGGTAAGTAGCA0.577

- 104 15279UBR4_uc001bbe.1_5'Flank|UBR4_uc001bbf.2_5'UTR|UBR4_uc010ocv.1_Missense_Mutation_p.S615F|UBR4_uc009vph.2_Missense_Mutation_p.S726F|UBR4_uc010ocw.1_Missense_Mutation_p.S756F|UBR4_uc001bbg.2_Missense_Mutation_p.S803F|UBR4_uc001bbh.2_Missense_Mutation_p.S801FNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GAGAAGGGAAGAACGGTAAGC0.468

- 51 7611UBR4_uc001bbk.1_Missense_Mutation_p.R190HNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GTAGGCCGAGCGGCTGGTGTG0.532

- 19 2558UBR4_uc001bbm.1_Missense_Mutation_p.P63SNM_020765 NP_065816 Q5T4S7 UBR4_HUMANHelical; (Potential). 25AAGATAAGCGGCACGAAGCGC0.502

- 1 307 NM_019062 NP_061935 Q9NXI6 RN186_HUMAN RING-type. 0TAGGGCTCCCGGCACACCAGA0.647

- 2 580 NM_020317 NP_064713 Q9BUV0 CA063_HUMAN Arg-rich. 1GACCGGTACCGCGAAGGAGAC0.672

+ 6 688LDLRAP1_uc009vrw.2_RNA|LDLRAP1_uc009vrx.2_Missense_Mutation_p.V22INM_015627 NP_056442 Q5SW96 ARH_HUMAN PID. 1GGGAGGGGACGTCCTGGGGGC0.617

+ 4 859 NM_031459 NP_113647 P58004 SESN2_HUMAN 7CTGGCGCATCGGCCATGGCTC0.632

+ 8 2222ZSCAN20_uc009vui.2_Nonsense_Mutation_p.W684*NM_145238 NP_660281 P17040 ZSC20_HUMAN 4AGGAACAGTGGCAAGAAAGTT0.453

- 59 9228CSMD2_uc001bxm.1_Missense_Mutation_p.P3211SNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 23.|Extracellular (Potential). 12AGCAACTTACGGAAACACTGA0.577

+ 4 671EIF2C1_uc001bzk.2_Missense_Mutation_p.P78L|EIF2C1_uc009vuy.2_5'FlankNM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3ATCCCTGTTCCCTTGGAGTCT0.542

+ 1 4642MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0AGAGGAGCCCGCCTCCCCAGC0.672

+ 2 890ZNF691_uc001cig.2_Missense_Mutation_p.R253Q|ZNF691_uc009vwm.2_Missense_Mutation_p.R273QNM_015911 NP_056995 Q5VV52 ZN691_HUMANC2H2-type 7; degenerate. 2AAGCCCTACCGGTGCACTGTG0.567

- 7 1184ACOT11_uc001cxm.1_IntronNM_176782 NP_788954 Q8WW52 F151A_HUMAN 0TTTACCGCTGCCCTGGACGTC0.592

- 40 4553 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13ATCCACTGGGGGAAGGTACTG0.453

- 32 3620 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13GAGTCTGTTTCGAATTCCAGC0.438

+ 3 2983LRRC8D_uc001dnn.2_Missense_Mutation_p.P853LNM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2ATAAATATTCCCTTTGCAAAT0.393

+ 3 185C1orf146_uc010ote.1_IntronNM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1CACAAAGTTCGATATTCAGAT0.299

+ 15 2185CDC14A_uc010oui.1_Missense_Mutation_p.R508Q|CDC14A_uc001dtf.2_Missense_Mutation_p.R566Q|CDC14A_uc009wed.1_Missense_Mutation_p.R273Q|CDC14A_uc009wee.2_Missense_Mutation_p.R566QNM_003672 NP_003663 Q9UNH5 CC14A_HUMAN 1ACCATCCTCCGACCCTCCTAC0.572

- 13 1533SORT1_uc010ovi.1_Missense_Mutation_p.G358ENM_002959 NP_002950 Q99523 SORT_HUMANExtracellular (Potential). 1GATGGCATCCCCCACGCTACC0.438

+ 1 811RBM15_uc001dzm.1_Missense_Mutation_p.R243Q|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN RRM 1. 3CTCTATGACCGGCCTCTGAAG0.627

+ 8 2335 NM_020440 NP_065173 Q9P2B2 FPRP_HUMANIg-like C2-type 6.|Extracellular (Potential). 1TCCTGGTTTGCGGTGCACTCT0.552

+ 76 9461NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.D440ENM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0AGCTGCTGGATGAGAAAGGGC0.488

+ 8 748NBPF10_uc001emp.3_Intron|ANKRD35_uc010oyx.1_Missense_Mutation_p.A57TNM_144698 NP_653299 Q8N283 ANR35_HUMAN ANK 5. 5TGACGCGGGGGCTGTGGACAG0.617

- 3 278CTSS_uc010pcj.1_Missense_Mutation_p.R49C|CTSS_uc001evo.1_Missense_Mutation_p.R49CNM_004079 NP_004070 P25774 CATS_HUMAN 0CAGATGAGACGTCGTACTGCT0.388

+ 2 1800ZNF687_uc001exp.1_Missense_Mutation_p.R577C|ZNF687_uc009wmo.2_Missense_Mutation_p.R568C|ZNF687_uc009wmp.2_Missense_Mutation_p.R568CNM_020832 NP_065883 Q8N1G0 ZN687_HUMAN 4CCACTGCGCCCGCCGCCTGGT0.597

- 3 811 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3CTGGTGGCTGCTGTCCTGCTC0.602

- 12 2073 NM_014856 NP_055671 O75064 DEN4B_HUMAN 1CGGGCCCTGCGGCCACACACT0.637

- 7 985C1orf189_uc001fee.1_5'Flank|C1orf43_uc001fef.1_Nonsense_Mutation_p.R96*|C1orf43_uc001feg.2_Nonsense_Mutation_p.R165*|C1orf43_uc001feh.2_Nonsense_Mutation_p.R147*|C1orf43_uc001fej.2_Nonsense_Mutation_p.R181*|C1orf43_uc009wos.1_3'UTRNM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0TGGTGATGTCGCTGAGAGCTC0.512

+ 6 891HAX1_uc001fet.2_Missense_Mutation_p.E196K|HAX1_uc010peo.1_Missense_Mutation_p.E252K|HAX1_uc009wou.2_Missense_Mutation_p.E169K|HAX1_uc009wov.2_Missense_Mutation_p.E218KNM_006118 NP_006109 O00165 HAX1_HUMANInvolved in PKD2 binding.|Involved in ATP2A2 binding.|Involved in HCLS1 binding.|Involved in GNA13 binding.|Required for localization in sarcoplasmic reticulum (By similarity).0AACCCGACACGAAGCAGATAG0.498

- 12 1827GON4L_uc001fly.1_Missense_Mutation_p.R577Q|GON4L_uc009wrh.1_Missense_Mutation_p.R577Q|GON4L_uc001fma.1_Missense_Mutation_p.R577Q|GON4L_uc001fmc.2_Missense_Mutation_p.R577Q|GON4L_uc001fmd.3_Missense_Mutation_p.R577Q|GON4L_uc009wri.2_Missense_Mutation_p.R163Q|GON4L_uc009wrj.1_Missense_Mutation_p.R92Q|GON4L_uc001fme.2_Missense_Mutation_p.R405Q|GON4L_uc001fmf.2_Missense_Mutation_p.R271QNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TCTCACTGCCCGGTCAGTCCG0.423

- 8 1932NTRK1_uc001fqf.1_Intron|NTRK1_uc009wsi.1_IntronNM_014215 NP_055030 P14616 INSRR_HUMANFibronectin type-III 1. 20GCTAGGGTCACCCCTGGCTCC0.617

- 6 1087FCRL5_uc009wsm.2_Missense_Mutation_p.T310I|FCRL5_uc010phv.1_Missense_Mutation_p.T310I|FCRL5_uc010phw.1_Missense_Mutation_p.T225I|FCRL5_uc001fqv.1_Missense_Mutation_p.T310I|FCRL5_uc010phx.1_Missense_Mutation_p.T61INM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 3. 6ATCTTCCTGGGTTTCACAGTG0.502

- 2 165FCRL1_uc001frh.2_Missense_Mutation_p.E18K|FCRL1_uc001fri.2_Missense_Mutation_p.E18K|FCRL1_uc001frj.2_RNANM_052938 NP_443170 Q96LA6 FCRL1_HUMANExtracellular (Potential).|Ig-like C2-type 1. 7TGCAACTCACCGGCAGGTTCA0.483

- 1 515 NM_001004475 NP_001004475 Q8NGX3 O10T2_HUMANExtracellular (Potential). 3AACCCTGTTGGGGCCACAAAA0.473

- 2 307CRP_uc001ftx.1_Intron|CRP_uc001fty.1_5'FlankNM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1CGAGAAAATACTGTACCCACG0.443

- 10 1514ARHGAP30_uc001fxk.2_Nonsense_Mutation_p.R390*|ARHGAP30_uc001fxm.2_Nonsense_Mutation_p.R236*|ARHGAP30_uc009wtx.2_Nonsense_Mutation_p.R63*|ARHGAP30_uc001fxn.1_Nonsense_Mutation_p.R236*NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3CGCCCAGCTCGTGGTGTGCCT0.602

- 4 617 RGS5_uc009wvb.2_RNANM_003617 NP_003608 O15539 RGS5_HUMAN RGS. 0TTAGGAGCCTCCGTTTGAATG0.478

+ 5 2239 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3GCTGTTGTCCCGCTCACCGTC0.537

- 19 3484_3485RC3H1_uc010pms.1_Missense_Mutation_p.P1124F|RC3H1_uc001gjv.2_Missense_Mutation_p.P1125F|RC3H1_uc010pmt.1_Missense_Mutation_p.P1134FNM_172071 NP_742068 Q5TC82 RC3H1_HUMAN 2CATATTTTAAGGAGCAGAACTG0.45

+ 11 2656 NM_022093 NP_071376 Q9UQP3 TENN_HUMANFibronectin type-III 7. 9AAGGAGCAGAGCAGCACTGTC0.632

- 19 3354ASTN1_uc001glb.1_Missense_Mutation_p.P1048S|ASTN1_uc001gld.1_Missense_Mutation_p.P1048SNM_004319 NP_004310 O14525 ASTN1_HUMANFibronectin type-III 1. 15CCGATTGGTGGCTCTGAGTGT0.542

+ 16 2129CACNA1E_uc009wxs.2_Missense_Mutation_p.T562MNM_000721 NP_000712 Q15878 CAC1E_HUMANExtracellular (Potential).|II. 6TAGATCCTGACGGGTGAGGAC0.537



- 1 832RNASEL_uc009wxz.1_Missense_Mutation_p.T222M|RNASEL_uc001gpk.2_Missense_Mutation_p.T222M|RNASEL_uc009wya.1_Missense_Mutation_p.T222MNM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 6. p.T222S(1) 5CAGCAGATGCGTAATAGCCTC0.527

- 10 1450FAM129A_uc001grb.1_Missense_Mutation_p.R182H|FAM129A_uc009wyh.1_Missense_Mutation_p.R247H|FAM129A_uc009wyi.1_Missense_Mutation_p.R217HNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4ATCCTGCAGGCGCTCGTGAAG0.522 rs141805525

- 22 2208DENND1B_uc010ppf.1_RNANM_001142795 NP_001136267 Q6P3S1 DEN1B_HUMAN 0GGAGATGGAGGGAGGTGTTTG0.493

+ 4 617 NM_198149 NP_937792 Q96DD7 SHSA4_HUMANCytoplasmic (Potential).|Pro-rich. 0CCCAGCTGGGCCCCCAGTCTA0.612

+ 10 988MDM4_uc001hbd.1_RNA|MDM4_uc010pqw.1_RNA|MDM4_uc010pqx.1_Missense_Mutation_p.I149V|MDM4_uc001hay.1_Missense_Mutation_p.I226V|MDM4_uc001hbb.2_Missense_Mutation_p.I149V|MDM4_uc010pqy.1_Intron|MDM4_uc001hbc.2_RNA|MDM4_uc009xbe.1_RNANM_002393 NP_002384 O15151 MDM4_HUMANRegion II.|Asp/Glu-rich (acidic). 3TTCACAGGTGATTGAAGTGGG0.358

- 2 554DSTYK_uc001hbx.2_Missense_Mutation_p.S164GNM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1AGCGCCAGGCTGACCCGAGTC0.602

+ 25 4167CR1_uc009xcl.1_Missense_Mutation_p.G893R|CR1_uc001hfx.2_Missense_Mutation_p.G1793RNM_000573 NP_000564 P17927 CR1_HUMANExtracellular (Potential).|Sushi 21. 3TATTCCCTATGGAAAAGAAAT0.468

+ 11 1562RCOR3_uc010psw.1_Missense_Mutation_p.R523C|RCOR3_uc001hif.2_3'UTR|RCOR3_uc009xcz.2_RNANM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN Pro-rich. 1CATGCCACCCCGTCTAAACCC0.527

- 16 1689 NM_014698 NP_055513 O94886 TM63A_HUMANHelical; (Potential). 2GACAATGGAGGGGAGCAGGGC0.597

- 1 327LEFTY2_uc010pvk.1_Nonsense_Mutation_p.R83*|LEFTY2_uc009xek.1_Nonsense_Mutation_p.R83*NM_003240 NP_003231 O00292 LFTY2_HUMAN 0GTCTCACCTCGGAAGCTCTGG0.687

+ 4 1357 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN 4TCAGTCCACCGGACTGATGGA0.517

- 13 2773NID1_uc009xgd.2_Missense_Mutation_p.G758S|NID1_uc009xgc.2_5'UTRNM_002508 NP_002499 P14543 NID1_HUMANThyroglobulin type-1. 2CCGGTGCTGCCGTGGCACTGG0.716

+ 1 37 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANExtracellular (Potential). 3AAAGGGATTTCTTCTCCTGGG0.423

- 3 284DIP2C_uc009xhk.1_Silent_p.L67LNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7AGGAGTGACAGGAGCCCGGCG0.567

- 3 380TUBAL3_uc001ihz.2_Missense_Mutation_p.R74CNM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1ACAGAGTAACGGCCTCGCGCG0.632

+ 13 2355C10orf18_uc001iik.2_IntronNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2AATTCTTTGCGAGGTACATCT0.383

+ 15 3554KIAA1217_uc001irs.2_Missense_Mutation_p.P971S|KIAA1217_uc001irt.3_Missense_Mutation_p.P1016S|KIAA1217_uc010qcy.1_Missense_Mutation_p.P1015S|KIAA1217_uc010qcz.1_Missense_Mutation_p.P1016S|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.P734S|KIAA1217_uc001irz.2_Missense_Mutation_p.P734S|KIAA1217_uc001irx.2_Missense_Mutation_p.P734S|KIAA1217_uc001iry.2_Missense_Mutation_p.P734SNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7TCCTCCGCCACCTCCTCGTCG0.547

- 9 2120ARHGAP22_uc001jgs.2_Missense_Mutation_p.A518V|ARHGAP22_uc001jgu.2_Missense_Mutation_p.A624V|ARHGAP22_uc010qgl.1_Missense_Mutation_p.A565V|ARHGAP22_uc010qgm.1_Missense_Mutation_p.A614V|ARHGAP22_uc001jgv.2_Missense_Mutation_p.A306V|ARHGAP22_uc001jgr.2_Missense_Mutation_p.A325VNM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Potential. 1GCACAGCTCGGCCCTGAGCTC0.692

- 4 546RHOBTB1_uc001jlh.2_Nonsense_Mutation_p.C36*|RHOBTB1_uc001jlj.2_Nonsense_Mutation_p.C36*|RHOBTB1_uc001jlk.2_Nonsense_Mutation_p.C36*|RHOBTB1_uc009xpe.1_Nonsense_Mutation_p.C36*|RHOBTB1_uc001jlm.2_Nonsense_Mutation_p.C36*NM_014836 NP_055651 O94844 RHBT1_HUMAN Rho-like. 1GTGTGGTGTTGCACGCCCTGG0.562

+ 10 2532 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4CTCGTCCCCTCATCTCCATAG0.493

+ 2 600CYP2C18_uc001kjw.3_Missense_Mutation_p.E92K|CYP2C19_uc009xus.1_5'Flank|CYP2C19_uc010qny.1_5'FlankNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TGATCATGGAGAGGAGTTTTC0.433

- 7 1239CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.P312S|CYP2C8_uc010qob.1_Missense_Mutation_p.P296S|CYP2C8_uc010qoc.1_Missense_Mutation_p.P280S|CYP2C8_uc010qod.1_Missense_Mutation_p.P296SNM_000770 NP_000761 P10632 CP2C8_HUMAN 0CTTACCTTGGGGATGAGGTAG0.453

+ 1 695MRPL43_uc001kry.1_5'Flank|MRPL43_uc010qpu.1_5'Flank|MRPL43_uc001krz.1_5'Flank|MRPL43_uc001ksa.1_5'Flank|MRPL43_uc001ksb.1_5'Flank|MRPL43_uc001ksd.1_5'Flank|MRPL43_uc001ksc.2_5'Flank|MRPL43_uc001kse.2_5'Flank|C10orf2_uc001ksg.2_Missense_Mutation_p.S7N|C10orf2_uc001ksi.2_Intron|C10orf2_uc010qpv.1_Intron|C10orf2_uc001ksh.2_IntronNM_021830 NP_068602 Q96RR1 PEO1_HUMAN 1CTCCTCCGAAGTGGGTACCCC0.587

+ 6 1265 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1AAGCACTCAACGGCCTTCCCA0.687

+ 2 67 NM_004832 NP_004823 P78417 GSTO1_HUMAN 0GGGGCCGGTCCCGGAGGGCTC0.682

+ 2 190 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN 5TTTGAAGAAATGGAAAGAGAT0.388

+ 22 3173TDRD1_uc001lbf.2_Missense_Mutation_p.W884L|TDRD1_uc001lbh.1_Missense_Mutation_p.W994L|TDRD1_uc001lbi.1_Missense_Mutation_p.W998L|TDRD1_uc010qsc.1_Missense_Mutation_p.W611L|TDRD1_uc001lbj.2_Missense_Mutation_p.W716LNM_198795 NP_942090 Q9BXT4 TDRD1_HUMAN Tudor 4. 0GATGATTTTTGGTATCGTGCA0.403

+ 2 796 NM_153442 NP_703143 Q8NDV2 GPR26_HUMANHelical; Name=6; (Potential). 1ACCTTCATAGGGACCTTCCTT0.572

+ 4 1085 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN ARM 1. 1CAACCTGCAGGTGCTGGGAGC0.607

+ 2 202SYT8_uc010qxb.1_Missense_Mutation_p.P11L|SYT8_uc001lud.2_Missense_Mutation_p.P25L|SYT8_uc001luf.1_Missense_Mutation_p.P11L|SYT8_uc009ydb.1_Missense_Mutation_p.P11LNM_138567 NP_612634 Q8NBV8 SYT8_HUMANExtracellular (Potential). 1CCCAGTGCCCCGGCCCCAGCT0.642

- 9 1165OSBPL5_uc010qxq.1_Missense_Mutation_p.P247L|OSBPL5_uc009ydw.2_Missense_Mutation_p.P268L|OSBPL5_uc001lxl.2_Missense_Mutation_p.P268L|OSBPL5_uc009ydx.2_Missense_Mutation_p.P360LNM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3TCTCCGCACCGGGGCCCCAGG0.667

- 7 1075NUP98_uc001lyi.2_Splice_Site_p.S262_splice|NUP98_uc001lyj.1_Splice_Site_p.S262_splice|NUP98_uc001lyk.1_Splice_Site_p.S262_spliceNM_016320 NP_057404 P52948 NUP98_HUMAN 12 caagtgcttACTAGTTCCAAA0.254

- 1 49 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANExtracellular (Potential). 0GGGATGCCAGGAAGGACAAAA0.453

+ 6 1681SMPD1_uc001mcv.1_RNA|SMPD1_uc009yex.2_RNA|SMPD1_uc001mcx.2_Missense_Mutation_p.D459N|SMPD1_uc009yew.2_Missense_Mutation_p.D502NNM_000543 NP_000534 P17405 ASM_HUMAN 0GTACCAAATAGATGGAAACTA0.567

- 7 1340TRIM3_uc001mdi.2_Missense_Mutation_p.T318M|TRIM3_uc010raj.1_Missense_Mutation_p.T199M|TRIM3_uc009yfd.2_Missense_Mutation_p.T318M|TRIM3_uc010rak.1_Missense_Mutation_p.T318M|TRIM3_uc001mdj.2_Missense_Mutation_p.T199MNM_006458 NP_006449 O75382 TRIM3_HUMAN Filamin. 5AGTGGCGCTCGTGGTGAGCAG0.647

+ 3 536MICAL2_uc010rch.1_Missense_Mutation_p.S83L|MICAL2_uc001mjy.2_Missense_Mutation_p.S83L|MICAL2_uc001mka.2_Missense_Mutation_p.S83L|MICAL2_uc010rci.1_Missense_Mutation_p.S83L|MICAL2_uc001mkb.2_Missense_Mutation_p.S83L|MICAL2_uc001mkc.2_Missense_Mutation_p.S83LNM_014632 NP_055447 O94851 MICA2_HUMAN 2CGAGGGAAGTCGTGCACGAAC0.502

- 6 1018ABCC8_uc010rcy.1_Missense_Mutation_p.R297CNM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1AGGACCAGGCGCCTCCCGAAG0.632 rs144705160

- 11 1542IGSF22_uc001mpa.2_RNANM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Ig-like 3. 7ATCCTTCTTCCAGCGCAGTGT0.517

+ 2 323GAS2_uc001mqm.2_Missense_Mutation_p.S6N|GAS2_uc001mqn.2_RNA|GAS2_uc001mqo.2_Missense_Mutation_p.S6NNM_001143830 NP_001137302 O43903 GAS2_HUMAN 2ACTGCTCTGAGCCCAAAGGTA0.408

- 1 429SLC5A12_uc001mrb.2_Intron|SLC5A12_uc001mrc.3_Missense_Mutation_p.R39QNM_178498 NP_848593 Q1EHB4 SC5AC_HUMANCytoplasmic (Potential). 2CAGGAACTCTCGGGAAGTTGC0.498

+ 11 1363CAPRIN1_uc001mvg.2_Missense_Mutation_p.A392T|CAPRIN1_uc001mvi.2_Missense_Mutation_p.A392T|CAPRIN1_uc001mvj.1_Missense_Mutation_p.A311TNM_005898 NP_005889 Q14444 CAPR1_HUMAN 1CATTGTATCTGCACAGCCTAT0.383

+ 8 1042 CAT_uc009ykc.1_RNA NM_001752 NP_001743 P04040 CATA_HUMAN 3GTCTTAAACCGGAATCCAGTT0.458 rs139421991

+ 2 1712SLC35C1_uc001nbo.2_Missense_Mutation_p.S321P|SLC35C1_uc010rgm.1_Missense_Mutation_p.S321PNM_018389 NP_060859 Q96A29 FUCT1_HUMAN 0GCTGGGCGGCTCCTCCGCCTA0.637

+ 24 4085 NM_002843 NP_002834 Q12913 PTPRJ_HUMANTyrosine-protein phosphatase.|Substrate binding (By similarity).|Cytoplasmic (Potential).8TGCTGGGGTCGGAAGGACGGG0.453

- 1 547_548 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMANExtracellular (Potential).p.P183P(1) 1CATGATAAGAGGAGGATCAGCG0.446

+ 1 461 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMANHelical; Name=4; (Potential). 0GGCTTTATTAACTCTTCAATC0.463

- 8 1268 NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2ACACTCTCACCCTTGGAAGTT0.567



+ 6 1407CTNND1_uc001nlf.1_Missense_Mutation_p.P279L|CTNND1_uc001nlh.1_Missense_Mutation_p.P279L|CTNND1_uc001nlu.3_Missense_Mutation_p.P178L|CTNND1_uc001nlt.3_Missense_Mutation_p.P178L|CTNND1_uc001nls.3_Missense_Mutation_p.P178L|CTNND1_uc001nlw.3_Missense_Mutation_p.P178L|CTNND1_uc001nmf.3_Missense_Mutation_p.P279L|CTNND1_uc001nmd.3_Missense_Mutation_p.P225L|CTNND1_uc001nlk.3_Missense_Mutation_p.P225L|CTNND1_uc001nme.3_Missense_Mutation_p.P279L|CTNND1_uc001nll.3_Missense_Mutation_p.P225L|CTNND1_uc001nmg.3_Missense_Mutation_p.P225L|CTNND1_uc001nlj.3_Missense_Mutation_p.P225L|CTNND1_uc001nlr.3_Missense_Mutation_p.P225L|CTNND1_uc001nlp.3_Missense_Mutation_p.P225L|CTNND1_uc001nlx.3_Intron|CTNND1_uc001nlz.3_Intron|CTNND1_uc009ymn.2_Intron|CTNND1_uc001nlm.3_Missense_Mutation_p.P279L|CTNND1_uc001nly.3_Intron|CTNND1_uc001nmb.3_Intron|CTNND1_uc001nma.3_Intron|CTNND1_uc001nmi.3_Missense_Mutation_p.P178L|CTNND1_uc001nmh.3_Missense_Mutation_p.P279L|CTNND1_uc001nlq.3_Missense_Mutation_p.P178L|CTNND1_uc001nln.3_Missense_Mutation_p.!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001085458 NP_001078927 O60716 CTND1_HUMAN 6CATCCAGAGCCTTATGGGCTA0.557

- 1 272 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMANExtracellular (Potential). 3GGCACTGTAGGAGATGGCTTT0.463

- 4 674 MTA2_uc010rlx.1_5'UTRNM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2GTGGGTGGCTGGTAATGATTC0.517

- 9 992UBXN1_uc001nuj.2_3'UTR|UBXN1_uc001num.1_Missense_Mutation_p.A283V|UBXN1_uc001nuk.2_3'UTRNM_015853 NP_056937 Q04323 UBXN1_HUMANUBX.|Interaction with BRCA1. 0AATGAGAACAGCAGAAGGCAC0.478

+ 4 421DPF2_uc001odn.2_Nonsense_Mutation_p.R137*|DPF2_uc010roe.1_Nonsense_Mutation_p.R137*NM_006268 NP_006259 Q92785 REQU_HUMAN 1CCCGGATCCCCGAGTTGATGA0.562

+ 3 1958RBM14_uc009yrh.2_Silent_p.G118G|RBM14_uc009yri.2_Silent_p.G155G|RBM4_uc009yrj.2_Intron|RBM4_uc009yrk.2_IntronNM_006328 NP_006319 Q96PK6 RBM14_HUMAN 3TTCCGACCGGCGTTTAGCCGA0.572

+ 4 511SYT12_uc001oju.2_Missense_Mutation_p.R94HNM_177963 NP_808878 Q8IV01 SYT12_HUMANCytoplasmic (Potential). 1CCACCCAGCCGCAAAGGCAGT0.637 rs34985365

- 8 1123 NM_080658 NP_542389 Q96HD9 ACY3_HUMAN 0GGTTAGGAAGCTGGGCTCGGG0.597

- 4 815CHKA_uc001onk.2_Missense_Mutation_p.P183SNM_001277 NP_001268 P35790 CHKA_HUMAN 2CGGCCTTGGGGAAAGATGCCA0.488

+ 20 5938 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0CACCGGCCACGTCCGCTTCTT0.652

+ 3 226RELT_uc001otw.2_Missense_Mutation_p.L21F|RELT_uc009yto.1_5'Flank|RELT_uc001otx.2_5'FlankNM_152222 NP_689408 Q969Z4 TR19L_HUMAN 1GCCCTGGCCTCTCGCCACCCT0.602

+ 10 1259RELT_uc001otw.2_Missense_Mutation_p.S365F|RELT_uc001otx.2_RNANM_152222 NP_689408 Q969Z4 TR19L_HUMANCytoplasmic (Potential). 1TCAATGGTGTCTGAGGTGAAG0.408

- 5 448ARRB1_uc001owf.1_Missense_Mutation_p.R76CNM_004041 NP_004032 P49407 ARRB1_HUMANInteraction with CHRM2 (By similarity).|Interaction with SRC (By similarity).2AGGTCCTTGCGAAAGGTCAGG0.642

+ 5 996 uc001pen.1_RNA NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 2.|Extracellular (Potential). 3GGAAACTTCCCGGAGCCTGAT0.468 rs141998596

+ 5 654HTR3A_uc010rxa.1_Missense_Mutation_p.P141S|HTR3A_uc009yyx.2_RNA|HTR3A_uc010rxc.1_Missense_Mutation_p.P120SNM_213621 NP_998786 P46098 5HT3A_HUMANExtracellular (Potential). 0TCCAAATATCCCGTACGTGTA0.532

+ 3 390IL10RA_uc010rxl.1_Missense_Mutation_p.G85S|IL10RA_uc010rxm.1_Missense_Mutation_p.G85S|IL10RA_uc010rxn.1_Intron|IL10RA_uc001prw.2_5'UTRNM_001558 NP_001549 Q13651 I10R1_HUMANExtracellular (Potential). 1GGCTGTGGACGGCAGCCGGCA0.577

+ 10 1716C2CD2L_uc001pvn.2_Nonsense_Mutation_p.Q453*NM_014807 NP_055622 O14523 C2C2L_HUMAN 0CACCACTGTCCAGTCCCGGCC0.597

+ 2 545C11orf63_uc001pyl.1_Missense_Mutation_p.G83ENM_024806 NP_079082 Q6NUN7 CK063_HUMAN 3CCTCGATGGGGAAGCCTGCAC0.542

+ 18 2364VWA5A_uc001pzt.2_Splice_Site_p.L719_spliceNM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2CTACTGTGCAGCTTGTGGATT0.507

- 1 361 NM_001005468 NP_001005468 Q96RD0 OR8B2_HUMANCytoplasmic (Potential). 0ACATAGCGATCATATGCCATT0.403

- 2 189VSIG2_uc001qat.2_Missense_Mutation_p.G38ENM_014312 NP_055127 Q96IQ7 VSIG2_HUMANExtracellular (Potential).|Ig-like V-type. 4GGCTGTCTTCCCCAGGGGCGT0.642

+ 8 2007 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2TGTCAGGACCAGGATTTTCTA0.438

+ 7 2234WNK1_uc001qip.3_Missense_Mutation_p.R576Q|WNK1_uc001qir.3_Missense_Mutation_p.R23QNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CAGTTGGTACGGGAGGAGCAA0.463

+ 7 2333WNK1_uc001qip.3_Missense_Mutation_p.A609V|WNK1_uc001qir.3_Missense_Mutation_p.A56VNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CTCCCTTCTGCTAGCACCGGC0.473

- 31 3059_3060CACNA2D4_uc009zds.1_RNA|CACNA2D4_uc001qjo.2_Missense_Mutation_p.P88Q|CACNA2D4_uc001qjs.1_Missense_Mutation_p.P10Q|CACNA2D4_uc010sdw.1_Missense_Mutation_p.P73Q|CACNA2D4_uc009zdr.1_RNANM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANExtracellular (Potential). 1GGTGACTCGAGGGTTTGCACAT0.614

- 4 866PRB1_uc001qzu.1_Missense_Mutation_p.P144S|PRB1_uc001qzv.1_Missense_Mutation_p.P124SNM_005039 NP_005030 P04280 PRP1_HUMAN15.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TTTCCTGGAGGAGATCGGGCA0.607

- 3 852 NM_006248 NP_006239 0CCTTGAGGTTTGTTGCCTCCT0.607

+ 23 3187PLEKHA5_uc010sie.1_Missense_Mutation_p.V1195D|PLEKHA5_uc001rea.2_Missense_Mutation_p.V1092D|PLEKHA5_uc009zin.2_Missense_Mutation_p.V792D|PLEKHA5_uc010sif.1_Missense_Mutation_p.V1023D|PLEKHA5_uc010sig.1_Missense_Mutation_p.V1016D|PLEKHA5_uc010sih.1_Missense_Mutation_p.V989D|PLEKHA5_uc001rec.1_Missense_Mutation_p.V843D|PLEKHA5_uc009zio.2_Missense_Mutation_p.V300DNM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3CCTGAGGATGTTACATTCAGG0.269

+ 15 3113 NM_000921 NP_000912 Q14432 PDE3A_HUMANCatalytic (By similarity). 4GGAAGACAGCGATGAGTCAGG0.468

+ 9 1117SLCO1B3_uc001rel.2_Missense_Mutation_p.S331G|SLCO1B3_uc010sil.1_Missense_Mutation_p.S331G|LST-3TM12_uc010sim.1_Intron|SLCO1B3_uc001reo.2_Missense_Mutation_p.S156GNM_019844 NP_062818 Q9NPD5 SO1B3_HUMANCytoplasmic (Potential). 4GTCTTTGAAAAGCATCCTTAC0.234

- 11 2367PKP2_uc001rlk.3_Missense_Mutation_p.S707L|PKP2_uc010skj.1_Missense_Mutation_p.S704LNM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2CCTCAGCAGCGAGATGGCTGT0.463

- 4 1275PKP2_uc001rlk.3_Missense_Mutation_p.A387V|PKP2_uc010skj.1_Missense_Mutation_p.A387VNM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2CCTCTTCCGAGCTTCAGATTT0.458

+ 4 1836FAM113B_uc001rpq.2_Missense_Mutation_p.V369INM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5AGGTTTCTTCGTCGAAGACAA0.527

- 33 2357COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.G657SNM_001844 NP_001835 P02458 CO2A1_HUMANTriple-helical region. 2CCATCAGTGCCAGGAGTGCCG0.647

+ 9 1756SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.R256Q|SPATS2_uc001ruf.2_Missense_Mutation_p.R256Q|SPATS2_uc001rug.2_Missense_Mutation_p.R256QNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1GCACGGTATCGAGTTGTAGTT0.363

+ 14 2404SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.S472N|SPATS2_uc001ruf.2_Missense_Mutation_p.S472N|SPATS2_uc001rug.2_Missense_Mutation_p.S472NNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1CGGCATGACAGTATGGGTCGT0.507

- 3 473POU6F1_uc001rxz.2_Missense_Mutation_p.P94L|POU6F1_uc001rya.2_Missense_Mutation_p.P94LNM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1AGCAGGCTGGGGCACGGTTGG0.612

+ 2 189 NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7ATGGCAGCGCGGCTGCTTGCA0.517

- 27 3525SMARCC2_uc001skd.2_Intron|SMARCC2_uc001ska.2_Intron|SMARCC2_uc001skc.2_Intron|SMARCC2_uc010sqf.1_IntronNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6TAGAGGGTTCGCCATGGACAC0.637

- 11 1148SMARCC2_uc001skd.2_Missense_Mutation_p.P348S|SMARCC2_uc001ska.2_Missense_Mutation_p.P348S|SMARCC2_uc001skc.2_Missense_Mutation_p.P348S|SMARCC2_uc010sqf.1_Missense_Mutation_p.P237SNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6TTGGGGACTGGTGAGGGCTCG0.552

- 25 3771CNPY2_uc001sku.1_5'Flank|CNPY2_uc001skv.2_5'Flank|PAN2_uc001skw.2_Missense_Mutation_p.T281I|PAN2_uc001skz.2_Missense_Mutation_p.T1132I|PAN2_uc001sky.2_Missense_Mutation_p.T1129INM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN Exonuclease. 6ACTGTCATGGGTTTCCCCTTG0.512

- 10 1129TIMELESS_uc001slg.2_Missense_Mutation_p.R320CNM_003920 NP_003911 Q9UNS1 TIM_HUMAN 8GCCTGGCGACGTTTAGGCACC0.517

- 7 810 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMANSubstrate binding (Potential). 3TTGATGTGGACGTCTCGAATT0.393

- 7 2261 NM_014840 NP_055655 O60285 NUAK1_HUMANProtein kinase. 2AATAGTGGCCCGGCGATCGGG0.547

- 16 2177SART3_uc001tmy.1_Missense_Mutation_p.E174K|SART3_uc009zux.1_Missense_Mutation_p.E260K|SART3_uc010swx.1_Missense_Mutation_p.E612K|SART3_uc010swy.1_Missense_Mutation_p.E534K|SART3_uc010swz.1_Missense_Mutation_p.R646QNM_014706 NP_055521 Q15020 SART3_HUMANRequired for nuclear localization. 1ATGCTGTTCTCGACCCTTCTG0.502

+ 2 157DAO_uc001tnq.3_Missense_Mutation_p.R2C|DAO_uc009zvb.2_RNA|DAO_uc001tns.3_RNANM_001917 NP_001908 P14920 OXDA_HUMAN 2TGCTGCAATGCGTGTGGTGGT0.493

+ 12 2008ACACB_uc001toc.2_Missense_Mutation_p.V630GNM_001093 NP_001084 O00763 ACACB_HUMANBiotin carboxylation. 8CCATGGGGAGTGACTCCCATT0.552



+ 20 3508ATP2A2_uc001tql.3_Missense_Mutation_p.T982M|ATP2A2_uc010sxy.1_Missense_Mutation_p.T955M|ATP2A2_uc001tqn.3_Missense_Mutation_p.T59M|ATP2A2_uc009zvn.2_RNANM_170665 NP_733765 P16615 AT2A2_HUMANHelical; Name=10; (By similarity). 4ATGGATGAGACGCTCAAGTTT0.542 rs149024535

- 2 672IQCD_uc001tuu.2_Missense_Mutation_p.G84RNM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1ACGTCCTCCCCCAGCATCCCC0.532

+ 3 353ACADS_uc010szl.1_Missense_Mutation_p.L79F|ACADS_uc001tzb.3_Missense_Mutation_p.L6FNM_000017 NP_000008 P16219 ACADS_HUMAN 2CGGGCTTGGGCTTCTGGCCAT0.682

- 19 2872KDM2B_uc001uaq.2_Missense_Mutation_p.G363E|KDM2B_uc010szy.1_Missense_Mutation_p.G363E|KDM2B_uc001uar.2_Missense_Mutation_p.G514E|KDM2B_uc001uas.2_Missense_Mutation_p.G854E|KDM2B_uc001uau.2_Intron|KDM2B_uc001uao.2_Missense_Mutation_p.G171E|KDM2B_uc010szx.1_Missense_Mutation_p.G171E|KDM2B_uc001uap.2_RNANM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2GCCCTCGGCCCCTTCGGTGCT0.577

- 4 460VPS33A_uc001ucc.2_RNA|VPS33A_uc001uce.2_Missense_Mutation_p.R116HNM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1CAGGCTACGGCGTGGCACAAA0.413

- 2 386 NM_024667 NP_078943 Q9H9H4 VP37B_HUMANVPS37 C-terminal.|Interaction with IST1. 0AAAAAGTTACCTAATTTGGTC0.413

- 8 1225 NM_032656 NP_116045 Q8IY37 DHX37_HUMANHelicase ATP-binding. 1ACGCTCCTCTCGTGGGCCTCG0.667

- 1 1328MTIF3_uc001uri.2_Missense_Mutation_p.A35V|MTIF3_uc001urj.2_Missense_Mutation_p.A35V|MTIF3_uc001urk.2_Missense_Mutation_p.A35VNM_152912 NP_690876 Q9H2K0 IF3M_HUMAN 2GGACAACTGTGCTGGTGCTGT0.413

+ 3 252POLR1D_uc010aam.2_Missense_Mutation_p.R17I|POLR1D_uc001urq.2_RNANM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0ACCAATAAAAGATTTCTAATT0.433

- 5 589STARD13_uc001uuu.2_Missense_Mutation_p.R147C|STARD13_uc001uuv.2_Missense_Mutation_p.R37C|STARD13_uc001uux.2_Missense_Mutation_p.R120C|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.R140CNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4TCGTCCACACGAGACCACCTG0.557

+ 1 2869 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 5.|Extracellular (Potential). 11AGAGTTGCACGTGAATGATGT0.507

- 22 2197 NM_199289 NP_954983 Q6P3R8 NEK5_HUMAN 1GCTAAGCACAGACTCACTGTC0.567

- 1 561DCT_uc010afh.2_Missense_Mutation_p.G45DNM_001922 NP_001913 P40126 TYRP2_HUMANLumenal, melanosome (Potential). 5CGACTCTGCACCCAGGCGTGG0.627

- 3 956UBAC2_uc001voa.3_Intron|UBAC2_uc010tiu.1_Intron|UBAC2_uc001vob.3_Intron|UBAC2_uc010tiv.1_Intron|UBAC2_uc001vod.2_Intron|UBAC2_uc001voc.2_Intron|UBAC2_uc010tiw.1_Intron|GPR18_uc010afv.2_Missense_Mutation_p.T152MNM_005292 NP_005283 Q14330 GPR18_HUMANHelical; Name=4; (Potential). 0AGGGGTGGTCGTGGTCAGGGT0.493

- 4 1304 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4GGAGTAACCCGCCACAGGAAA0.433

+ 32 5174_5175MYO16_uc010agk.1_Missense_Mutation_p.R1705KNM_015011 NP_055826 Q9Y6X6 MYO16_HUMAN 10AACTCGGGGAGGAGTGTGCTTC0.649

- 25 1822COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6AGGAAGACCCGGATGGCCATC0.517

- 1 59 NM_001004712 NP_001004712 Q8NGD5 OR4KE_HUMANExtracellular (Potential). 3AAGATGTCGTGAAGTGCAGAG0.373

- 2 755RNASE11_uc010ahx.2_Missense_Mutation_p.M190I|RNASE11_uc010ahw.2_Missense_Mutation_p.M190I|RNASE11_uc001vxs.2_Missense_Mutation_p.M190INM_145250 NP_660293 Q8TAA1 RNS11_HUMAN 3CTAACCAGCTCATCAGAGAAT0.423

- 17 3734ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Missense_Mutation_p.R378W|ACIN1_uc001wiq.3_Missense_Mutation_p.R378W|ACIN1_uc001wir.3_Missense_Mutation_p.R409W|ACIN1_uc001wis.3_Missense_Mutation_p.R817W|ACIN1_uc010akg.2_Missense_Mutation_p.R1123WNM_014977 NP_055792 Q9UKV3 ACINU_HUMANArg/Asp/Glu/Lys-rich. 4TCCTGCTCCCGCTGCTCTGCC0.662

- 1 1385 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9CTCTTCTGAAGGGGACTCTTC0.493 rs17857204

- 5 431SDCCAG1_uc010anj.1_Intron|POLE2_uc001wwv.2_Splice_SiteNM_002692 NP_002683 P56282 DPOE2_HUMAN 2ACCAAACTTACCTGGTGCAAA0.418

- 5 363SDCCAG1_uc010anj.1_Intron|POLE2_uc001wwv.2_RNANM_002692 NP_002683 P56282 DPOE2_HUMAN 2AATAAATTTGGTGCAGGGTGG0.418

+ 4 2374DACT1_uc010trv.1_Missense_Mutation_p.T456I|DACT1_uc001xdx.2_Missense_Mutation_p.T700I|DACT1_uc010trw.1_Missense_Mutation_p.T456INM_016651 NP_057735 Q9NYF0 DACT1_HUMAN 5TTCCACTCCACCGTGGTGGAC0.647

- 3 250GPHB5_uc001xgc.2_Missense_Mutation_p.V74INM_145171 NP_660154 Q86YW7 GPHB5_HUMAN 1GTTGTAGGTACAGACTCGATG0.483

+ 67 13140SYNE2_uc001xgl.2_Missense_Mutation_p.D4304N|SYNE2_uc010apy.2_Missense_Mutation_p.D689N|SYNE2_uc010apz.1_Missense_Mutation_p.D196NNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14GGGCCTGGGAGATAATGGAGC0.413

+ 11 1457SMOC1_uc001xlt.1_Missense_Mutation_p.R402WNM_022137 NP_071420 Q9H4F8 SMOC1_HUMAN EF-hand 2. 2GAAATGTGCCCGGCGTTTCAC0.527

+ 20 2065TMEM63C_uc010asq.1_Missense_Mutation_p.P618LNM_020431 NP_065164 Q9P1W3 TM63C_HUMANHelical; (Potential). 0ATCACTTGCCCCATCATTGTG0.547

- 4 512C14orf102_uc010atp.1_5'UTR|C14orf102_uc001xyj.1_5'UTRNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3CTGAAGGTTTCTCCCGTCACA0.478

- 10 978 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5AAGTCTGCCCTGGAAAACTAG0.333

- 3 534C14orf109_uc001ybk.3_5'Flank|C14orf109_uc010auo.2_5'FlankNM_022151 NP_071434 Q96BY2 MOAP1_HUMAN 3 cctcctgaacatccttccaag 0

- 42 6562 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3CTCGTCTTGCCGGACATCTGG0.537

+ 10 1612MARK3_uc001ymx.3_Missense_Mutation_p.L316F|MARK3_uc001ymw.3_Missense_Mutation_p.L316F|MARK3_uc001yna.3_Missense_Mutation_p.L316F|MARK3_uc001ymy.3_Missense_Mutation_p.L237F|MARK3_uc010awp.2_Missense_Mutation_p.L339F|MARK3_uc010tyb.1_Missense_Mutation_p.L127FNM_001128918 NP_001122390 P27448 MARK3_HUMAN 4AGAAGATGAACTCAAACCATT0.363

- 7 8482AHNAK2_uc001ypx.2_Missense_Mutation_p.A2688TNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TCCAGCTTTGCTCTCGGGGCC0.612

+ 1 2347 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8ATCCCCACTTCCATTTATATT0.493

- 3 489BMF_uc001zkt.2_Intron|BMF_uc001zku.2_Intron|BMF_uc001zkw.2_Nonsense_Mutation_p.R135*NM_033503 NP_277038 Q96LC9 BMF_HUMAN BH3. 1TGAAGCTTTCGGGCAATCTGT0.597

+ 4 2040BAHD1_uc001zlt.2_Missense_Mutation_p.E656K|BAHD1_uc010bbp.1_Missense_Mutation_p.E656K|BAHD1_uc001zlv.2_Missense_Mutation_p.E657KNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0GGAGAACCCCGAGTCAGGTAC0.602

- 41 7330 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 21. 2CGGGACAACACGTGTATCTCC0.592

- 21 3650SPG11_uc010ueh.1_Missense_Mutation_p.R1207W|SPG11_uc010uei.1_Missense_Mutation_p.R1207W|SPG11_uc001zty.1_5'UTRNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5AATGATGGCCGCCCATTATGT0.363

+ 11 1522SQRDL_uc001zvu.2_Missense_Mutation_p.F445I|SQRDL_uc001zvv.2_Missense_Mutation_p.F445INM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1GCGCAAGTTGTTTCATCTAGG0.488

- 11 1202C15orf33_uc001zxm.2_Nonsense_Mutation_p.W269*NM_152647 NP_689860 Q96M60 CO033_HUMAN 1TTTCAGTTTCCAGTGGATCCA0.318

- 5 594CYP19A1_uc001zza.3_Nonsense_Mutation_p.R115*|CYP19A1_uc001zzb.2_Nonsense_Mutation_p.R115*|CYP19A1_uc001zzd.2_Nonsense_Mutation_p.R115*|CYP19A1_uc010bey.1_Nonsense_Mutation_p.R115*NM_031226 NP_112503 P11511 CP19A_HUMAN 3CTGCCGAATCGAGAGCTGTAA0.438

+ 4 585 NM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1GGAGATCTTCGAGGAAGAGTG0.463

- 81 10893VPS13C_uc002aha.2_Missense_Mutation_p.R3564C|VPS13C_uc002ahb.1_Missense_Mutation_p.R3607C|VPS13C_uc002ahc.1_Missense_Mutation_p.R3564CNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2TCATAAGGACGAATGATGCCA0.443 rs149574145

+ 9 1029_1030USP3_uc010uii.1_RNA|USP3_uc002amg.2_Missense_Mutation_p.C216S|USP3_uc002amh.2_Missense_Mutation_p.C279S|USP3_uc010uij.1_Missense_Mutation_p.C257S|USP3_uc010uik.1_Missense_Mutation_p.C52S|USP3_uc010bgs.2_Missense_Mutation_p.C284S|USP3_uc002ami.2_Missense_Mutation_p.C132SNM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1CAAGTAACAAGTGTTGCATGTA0.431

+ 9 1171PIAS1_uc002ara.2_5'FlankNM_016166 NP_057250 O75925 PIAS1_HUMANSP-RING-type. 2ATGTTTTGACGCAACTCTTTA0.378

- 17 1837PARP6_uc002aua.2_Missense_Mutation_p.R306W|PARP6_uc002aub.2_RNA|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.R461WNM_020214 NP_064599 Q2NL67 PARP6_HUMANPARP catalytic. 0TTGGCGGTCCGGAACCGAGCC0.632



- 2 696CYP1A1_uc010bjv.2_Intron|CYP1A1_uc010bjw.2_Intron|CYP1A1_uc010bju.2_5'UTR|CYP1A1_uc010bjx.2_Intron|CYP1A1_uc002ayq.3_Missense_Mutation_p.V192I|CYP1A1_uc010bjy.2_Missense_Mutation_p.V192I|CYP1A1_uc010bjz.1_5'UTRNM_000499 NP_000490 P04798 CP1A1_HUMAN 5GTCACTGATACCACCACATAC0.517

+ 2 1771SNX33_uc002bav.2_Missense_Mutation_p.R172WNM_153271 NP_695003 Q8WV41 SNX33_HUMAN BAR. 1CTTCTACCAGCGGGTGGGCCA0.622

- 11 985 NR_027024 0TTCCACCTGGGATTGGAGCTT0.567

+ 3 2585KIAA1024_uc010unk.1_Missense_Mutation_p.R837QNM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4GAGTATGCACGGAATGCGGGC0.627

+ 1 153TM6SF1_uc010bmq.2_Missense_Mutation_p.S15L|TM6SF1_uc002bjq.2_Missense_Mutation_p.S15L|TM6SF1_uc010bmr.2_RNANM_023003 NP_075379 Q9BZW5 TM6S1_HUMANHelical; (Potential). 1CTGTCCCTCTCGGCCATCCCG0.567

- 4 1761BNC1_uc010uos.1_Missense_Mutation_p.R546KNM_001717 NP_001708 Q01954 BNC1_HUMAN 3GAGGTTGTGTCTTTTCTCATT0.468

+ 14 1753ADAMTSL3_uc010bmt.1_Missense_Mutation_p.G510E|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.G510ENM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3. 27AACCACCGCGGAGAGCATGTT0.458

+ 12 5113ACAN_uc010upp.1_Missense_Mutation_p.A1580V|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GAGACTTCAGCTTCTGGAGCT0.537

- 6 810MFGE8_uc002bnf.3_Missense_Mutation_p.P121S|MFGE8_uc002bnh.3_Missense_Mutation_p.P233S|MFGE8_uc010bnn.2_Missense_Mutation_p.P225S|MFGE8_uc010upq.1_Missense_Mutation_p.P189S|MFGE8_uc010upr.1_Missense_Mutation_p.P233SNM_005928 NP_005919 Q08431 MFGM_HUMANF5/8 type C 2. 1AGGCCCAGGGGATTGGCGCAT0.577

+ 10 1604TTLL13_uc002bpe.1_RNANM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN 0GTCAAGGAACGGCTTTTCCAG0.488

+ 9 1943WASH3P_uc002cdl.2_Missense_Mutation_p.G175S|WASH3P_uc002cdk.2_RNA|WASH3P_uc002cdp.2_Missense_Mutation_p.G175S|WASH3P_uc010bpo.2_RNA|WASH3P_uc002cdq.2_RNA|WASH3P_uc002cdr.2_RNANR_003659 0TGGGGGCATCGGCAAGGCCAA0.652

- 1 123MRPL28_uc010bqu.1_Missense_Mutation_p.R36Q|MRPL28_uc002cgs.1_Missense_Mutation_p.R36Q|MRPL28_uc002cgt.1_Missense_Mutation_p.R36QNM_006428 NP_006419 Q13084 RM28_HUMAN 0AGTGGGCGTCCGCTCCTCCTC0.647

+ 4 985SOLH_uc002chh.1_Missense_Mutation_p.G208SNM_005632 NP_005623 O75808 CAN15_HUMAN 2CCCCGGGGAAGGTGCCGAGGC0.736

+ 2 252NDUFB10_uc002cnj.2_Missense_Mutation_p.R48QNM_004548 NP_004539 O96000 NDUBA_HUMAN 0TTTATAGAGCGGCAGCACGCA0.483

- 6 1512PKD1_uc002cot.1_Missense_Mutation_p.Q435KNM_001009944 NP_001009944 P98161 PKD1_HUMANC-type lectin.|Extracellular (Potential). 3GCCTGACACTGCTCCTGCGCC0.721

+ 4 421MGC3771_uc010bte.2_5'Flank|MGC3771_uc002ctz.3_5'Flank|ZNF205_uc002cua.2_Missense_Mutation_p.R96WNM_001042428 NP_001035893 O95201 ZN205_HUMAN 0CCCCTCCCCCCGGATCCCCGT0.672 rs140013925

+ 2 191CLUAP1_uc002cvj.1_Missense_Mutation_p.T29I|CLUAP1_uc002cvl.1_Missense_Mutation_p.T29INM_015041 NP_055856 Q96AJ1 CLUA1_HUMAN 3AATTTCCGTACACCCAATTTT0.393

+ 5 516CLUAP1_uc002cvj.1_Missense_Mutation_p.L137F|CLUAP1_uc002cvl.1_Missense_Mutation_p.L137F|CLUAP1_uc002cvm.1_IntronNM_015041 NP_055856 Q96AJ1 CLUA1_HUMAN 3TTGCAGATTTGAAGGCAGCCA0.353

- 3 588KIAA0430_uc002ddq.2_Missense_Mutation_p.P131L|KIAA0430_uc010uzv.1_Missense_Mutation_p.P131L|KIAA0430_uc010uzw.1_Missense_Mutation_p.P131L|KIAA0430_uc010uzx.1_Missense_Mutation_p.P131LNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0CAGTGCGCCCGGGTGAATCAA0.547

- 34 5837GTF3C1_uc002dou.2_Missense_Mutation_p.G1933RNM_001520 NP_001511 Q12789 TF3C1_HUMAN 5CTGAACTCACCGACACCCTCT0.627

+ 7 1656 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3CACAACCGCCTCCACGGCCAT0.413

+ 2 269 NM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2TACCCTAACACGCACGTCCCA0.577

+ 26 3859NLRC5_uc002ekn.2_Missense_Mutation_p.E931K|NLRC5_uc002ekl.2_Missense_Mutation_p.E1017K|NLRC5_uc002ekm.2_Missense_Mutation_p.E987K|NLRC5_uc010ccr.1_RNA|NLRC5_uc010ccs.1_RNA|NLRC5_uc002eko.1_RNA|NLRC5_uc002ekp.1_Missense_Mutation_p.E128K|NLRC5_uc002ekq.1_5'UTR|NLRC5_uc002ekr.1_Missense_Mutation_p.E128KNM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7CAGATCCAACGAGGAGGAGGA0.602

- 5 1031CDH8_uc002eoh.2_Missense_Mutation_p.T29MNM_001796 NP_001787 P55286 CADH8_HUMANExtracellular (Potential).|Cadherin 2. 9TGTAAGTGTCGTGGTCCCAGA0.458

+ 3 1493CES2_uc002eqq.2_Missense_Mutation_p.A165T|CES2_uc002eqs.2_Missense_Mutation_p.A8TNM_003869 NP_003860 O00748 EST2_HUMAN 0GGACCTCACCGCAGTGGAGTC0.567

+ 2 404LRRC50_uc010chi.1_RNANM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0TGGTCACTTCGCACACCCAAG0.413

- 2 268ABR_uc002fse.2_Missense_Mutation_p.S7L|ABR_uc010cjq.1_Missense_Mutation_p.S65LNM_021962 NP_068781 Q12979 ABR_HUMAN 1CATGGTGGGCGACTCATCGAT0.672

+ 8 1323PAFAH1B1_uc010ckb.1_Intron|PAFAH1B1_uc010vqz.1_Missense_Mutation_p.C81YNM_000430 NP_000421 P43034 LIS1_HUMANWD 4.|Interaction with dynein and dynactin. 1ATAGCCAGCTGTTCCAATGAC0.473 rs140360173

- 1 79 NM_002550 NP_002541 P47881 OR3A1_HUMANExtracellular (Potential). 3ACAACTGGCTGCAGCCCTGGC0.567

+ 1 493 NM_012373 NP_036505 P47888 OR3A3_HUMANHelical; Name=4; (Potential). 0CTTCACCAACGCACTGACCCA0.587

+ 3 587 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN 0ACAACTACACCGAGTGCCTTT0.567

- 17 2276MYH10_uc002glm.2_Splice_Site_p.R758_splice|MYH10_uc010cnx.2_Splice_Site_p.R736_spliceNM_005964 NP_005955 P35580 MYH10_HUMAN 2GTTAGCAATACCTCTGTCTGA0.393

- 22 2694 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11TCTGACTTGGCGAGTTCATCT0.443

- 17 1753ELAC2_uc002gnu.3_Translation_Start_Site|ELAC2_uc002gnv.3_Missense_Mutation_p.T181M|ELAC2_uc002gnw.3_Missense_Mutation_p.T211M|ELAC2_uc002gnx.3_Missense_Mutation_p.T313M|ELAC2_uc010vvo.1_Missense_Mutation_p.T351M|ELAC2_uc010vvp.1_Missense_Mutation_p.T534M|ELAC2_uc010vvq.1_Missense_Mutation_p.T552M|ELAC2_uc010vvr.1_Missense_Mutation_p.T513MNM_018127 NP_060597 Q9BQ52 RNZ2_HUMAN 0AACACTCACCGTGTGGTGATC0.597

- 2 873NF1_uc002hgg.2_Intron|NF1_uc002hgh.2_Intron|NF1_uc002hgi.1_Intron|NF1_uc010cso.2_Intron|EVI2B_uc010csq.2_Missense_Mutation_p.G255SNM_006495 NP_006486 P34910 EVI2B_HUMANCytoplasmic (Potential). 2GGAGATCTACCTGCCCAATTT0.348

+ 13 1771AP2B1_uc002hjq.2_Missense_Mutation_p.R528C|AP2B1_uc010wci.1_Missense_Mutation_p.R490C|AP2B1_uc002hjs.2_Missense_Mutation_p.R471C|AP2B1_uc002hjt.2_Missense_Mutation_p.R528C|AP2B1_uc010ctv.2_Missense_Mutation_p.R528C|AP2B1_uc010wcj.1_Missense_Mutation_p.R265CNM_001282 NP_001273 P63010 AP2B1_HUMAN 1TATTTATTGGCGCCTTCTCTC0.463

+ 14 2300DHRS11_uc002hnd.2_5'FlankNM_024835 NP_079111 Q9H3C7 GGNB2_HUMAN 2GATCACAAGAGGCCCATTTGT0.388

- 10 1014SMARCE1_uc010wff.1_Missense_Mutation_p.R262H|SMARCE1_uc010wfg.1_Missense_Mutation_p.R227H|SMARCE1_uc002huy.2_Missense_Mutation_p.R262H|SMARCE1_uc010wfh.1_Missense_Mutation_p.R227H|SMARCE1_uc010wfi.1_Missense_Mutation_p.R279HNM_003079 NP_003070 Q969G3 SMCE1_HUMAN Potential. 0CTGCCTTTTGCGGGCCTGTTC0.507

- 2 863KRT23_uc010wfl.1_Intron|KRT23_uc010cxf.1_Intron|KRT23_uc010cxg.2_Missense_Mutation_p.A92T|KRT23_uc002hvn.1_Missense_Mutation_p.A92TNM_015515 NP_056330 Q9C075 K1C23_HUMAN Rod.|Coil 1A. 1TCCTCCAGGGCGCGAACCTTC0.547

- 6 1014 NM_004138 NP_004129 O76009 KT33A_HUMAN Coil 2.|Rod. 0GCGGATCTCCGCCAGCTGGGA0.627

- 6 1068KRT19_uc002hxd.3_Missense_Mutation_p.D191NNM_021991 NP_068831 P14923 PLAK_HUMAN 5GTCAGCTCATCCAGCACCCTG0.577

- 7 1367 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANHelical; Voltage-sensor; Name=Segment S4; (Potential).1 cagcagccgcagcagccgcaa0.537

- 4 899 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANCytoplasmic (Potential). 1CTTCATGCCTCCCTGGCCCCG0.602

- 13 4631BRCA1_uc010whp.1_Nonsense_Mutation_p.Q316*|BRCA1_uc010whl.1_Nonsense_Mutation_p.Q363*|BRCA1_uc010whm.1_Intron|BRCA1_uc002icp.3_Nonsense_Mutation_p.Q1396*|BRCA1_uc002icu.2_Nonsense_Mutation_p.Q363*|BRCA1_uc010cyx.2_Nonsense_Mutation_p.Q1420*|BRCA1_uc002ict.2_Nonsense_Mutation_p.Q1488*|BRCA1_uc010whn.1_Intron|BRCA1_uc010who.1_Intron|BRCA1_uc010whq.1_Nonsense_Mutation_p.Q196*|BRCA1_uc002idc.1_Nonsense_Mutation_p.Q363*|BRCA1_uc010whr.1_Nonsense_Mutation_p.Q317*NM_007294 NP_009225 P38398 BRCA1_HUMAN 52TCTGGATTCTGGCTTATAGGG0.358

- 12 1649CDC27_uc002ile.3_Missense_Mutation_p.A514T|CDC27_uc002ilf.3_Missense_Mutation_p.A507T|CDC27_uc010wkp.1_Missense_Mutation_p.A447T|CDC27_uc010wkq.1_IntronNM_001256 NP_001247 P30260 CDC27_HUMAN TPR 3. 5TCAAAATAGGCCCTTCCAATT0.348

+ 18 2468KPNB1_uc010wkw.1_Missense_Mutation_p.P566L|KPNB1_uc010wkx.1_Missense_Mutation_p.P495LNM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 8. 3TCTGTGAAGCCGCAGATTCTG0.388

- 3 734CBX1_uc002ine.3_Missense_Mutation_p.R85CNM_006807 NP_006798 P83916 CBX1_HUMAN 0TCAGCTTTGCGCTTGCCTCCC0.328



+ 11 1755B4GALNT2_uc010wlt.1_Missense_Mutation_p.A480T|B4GALNT2_uc010wlu.1_Missense_Mutation_p.A506TNM_153446 NP_703147 Q8NHY0 B4GN2_HUMANLumenal (Potential). 2CCAATGTGCCGCATAAAGGTG0.512

+ 4 404 CA4_uc010wou.1_IntronNM_000717 NP_000708 P22748 CAH4_HUMAN 0TTCTGGAGGAGGACTGCCTGC0.582

+ 11 1335DDX42_uc002jbv.2_Missense_Mutation_p.V360I|DDX42_uc002jbw.1_Missense_Mutation_p.V96I|DDX42_uc002jbx.2_Missense_Mutation_p.V96I|DDX42_uc002jby.2_5'FlankNM_007372 NP_031398 Q86XP3 DDX42_HUMANHelicase ATP-binding. 5ATCAGTGGCCGTATATGGAGG0.438

- 4 200HELZ_uc002jfv.3_RNA|HELZ_uc002jfx.3_Nonsense_Mutation_p.R5*|HELZ_uc010des.1_Nonsense_Mutation_p.R5*NM_014877 NP_055692 2TTTTCAGCTCTTCTGTCTTCC0.418

+ 4 613NUP85_uc010dgd.1_Missense_Mutation_p.Q118R|NUP85_uc010wrv.1_Missense_Mutation_p.Q72RNM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1GAAATGCACCAGGTTGCAAGT0.254

- 22 3968EVPL_uc010wss.1_Missense_Mutation_p.T1269M|EVPL_uc010wst.1_Missense_Mutation_p.T717MNM_001988 NP_001979 Q92817 EVPL_HUMANCentral fibrous rod domain. 4GTACTCCACCGTGGGCTTCTG0.647 rs145713300

- 3 468EVPL_uc010wss.1_Missense_Mutation_p.Q80H|EVPL_uc010wst.1_5'UTRNM_001988 NP_001979 Q92817 EVPL_HUMAN Globular 1. 4CCGTCTCCTGCTGGTGCTGCA0.692

+ 6 1121CARD14_uc002jxt.1_RNA|CARD14_uc002jxv.2_Missense_Mutation_p.R309Q|CARD14_uc010wud.1_RNA|CARD14_uc002jxx.2_Missense_Mutation_p.R72Q|CARD14_uc010dhu.1_Missense_Mutation_p.R107QNM_024110 NP_077015 Q9BXL6 CAR14_HUMAN Potential. 5CACTCGCTGCGGGAGCGGGCC0.687

+ 8 758FLJ35220_uc002jyk.2_Nonsense_Mutation_p.R199*|FLJ35220_uc002jyl.1_Nonsense_Mutation_p.R199*|FLJ35220_uc002jyn.2_Nonsense_Mutation_p.R50*NM_173627 NP_775898 Q8N8Q3 ENDOV_HUMAN 0CATCTGCTCCCGAGAGCACAT0.637

- 5 1784DLGAP1_uc010wyz.1_Missense_Mutation_p.G573R|DLGAP1_uc002kme.1_Missense_Mutation_p.G271R|DLGAP1_uc010dkn.2_Missense_Mutation_p.G281R|DLGAP1_uc010wyw.1_Missense_Mutation_p.G279R|DLGAP1_uc010wyx.1_Missense_Mutation_p.G295R|DLGAP1_uc010wyy.1_Missense_Mutation_p.G257R|DLGAP1_uc002kmg.2_Missense_Mutation_p.G271RNM_004746 NP_004737 O14490 DLGP1_HUMAN 4TGGCCCTGTCCGTCCATGTAG0.557

+ 6 1310C18orf45_uc010xaq.1_Intron|CABLES1_uc002kub.2_Intron|CABLES1_uc002kud.2_Missense_Mutation_p.R172QNM_001100619 NP_001094089 Q8TDN4 CABL1_HUMANInteracts with CDK3 (By similarity). 1TCCATAGGCCGGGCAAGCGGC0.592

- 17 2770KIAA1012_uc002kxb.3_Missense_Mutation_p.E748D|KIAA1012_uc002kxd.3_RNANM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0CTCCAATCATTTCAGGTTCAC0.274

+ 1 10DTNA_uc002kxu.2_Missense_Mutation_p.E3D|DTNA_uc010xbx.1_Missense_Mutation_p.E3D|DTNA_uc002kxv.3_Missense_Mutation_p.E3D|DTNA_uc002kxw.2_Missense_Mutation_p.E3D|DTNA_uc002kxx.2_Missense_Mutation_p.E3D|DTNA_uc010dmj.2_Missense_Mutation_p.E3D|DTNA_uc002kxz.2_Missense_Mutation_p.E3D|DTNA_uc002kxy.2_Missense_Mutation_p.E3D|DTNA_uc010dmk.1_RNA|DTNA_uc010dml.2_Missense_Mutation_p.E3D|DTNA_uc002kyb.3_Missense_Mutation_p.E3D|DTNA_uc010dmm.2_Missense_Mutation_p.E3DNM_001390 NP_001381 Q9Y4J8 DTNA_HUMANInteraction with MAGEE1 (By similarity). 0GAATGATTGAAGATAGTGGGA0.383

+ 8 1244SLC14A2_uc002lbb.2_Missense_Mutation_p.A308V|SLC14A2_uc002lbe.2_Missense_Mutation_p.A308VNM_007163 NP_009094 Q15849 UT2_HUMANHelical; (Potential). 4TTCCTGGTGGCTCTGTTCATC0.557

- 7 575PSTPIP2_uc002lbq.3_Missense_Mutation_p.R160QNM_024430 NP_077748 Q9H939 PPIP2_HUMAN Potential. 1GTTGGCACTCCGGCTGACGGC0.468

- 19 2533 NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANMyosin head-like. 5TGGCCTGCTCGAAAGAAGATC0.557

- 4 1077 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GGCCACGGCACTGTCACCTGG0.498

+ 7 1442CDH7_uc002lka.2_Missense_Mutation_p.E373K|CDH7_uc002lkb.2_Missense_Mutation_p.E373KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 3. 4AGATGTAGATGAGCCCCCTGT0.498

- 4 902CBLN2_uc002lkv.2_Missense_Mutation_p.P223SNM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0GTTTATAGAGGAAACACCAAG0.507

- 7 1111NETO1_uc002lkx.1_Missense_Mutation_p.R275Q|NETO1_uc002lky.1_Missense_Mutation_p.R276QNM_138966 NP_620416 Q8TDF5 NETO1_HUMANCUB 2.|Extracellular (Potential). 4TCGGCTGTTTCGACTGCCCTC0.463

+ 10 1324CNDP2_uc002lln.1_Missense_Mutation_p.D304N|CNDP2_uc010dqs.2_IntronNM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3CTGGGTCTCCGACTTCAGTCA0.557

- 2 430 NM_017797 NP_060267 Q9BX70 BTBD2_HUMAN BTB. 2TCAAAGACGGCGCTGCCCACG0.652

- 14 1711PIP5K1C_uc010xhq.1_Missense_Mutation_p.R552C|PIP5K1C_uc010xhr.1_Missense_Mutation_p.R552CNM_012398 NP_036530 O60331 PI51C_HUMAN 4GACTGTGTGCGCCGCCTGCAG0.468

+ 3 614 NM_005483 NP_005474 Q13111 CAF1A_HUMANBinds to CBX1 chromo shadow domain. 2GTTGGCATTTCCTGGAGAGAC0.557

- 2 497TNFSF14_uc002mfj.1_IntronNM_003807 NP_003798 O43557 TNF14_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1AGACCCAGACCCACCCGGGCC0.642

- 18 3455INSR_uc002mge.1_Missense_Mutation_p.R1104CNM_000208 NP_000199 P06213 INSR_HUMANProtein kinase.|Cytoplasmic (Potential). 12CGCAGAGAACGGAGGTAGCTC0.662

- 9 924 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMANExtracellular (Potential).|C-type lectin. 0TCTCACAGATCCAGCCGTCCT0.637

- 8 2011 NM_198471 NP_940873 Q6NY19 KANK3_HUMAN ANK 1. 0CGGTTGACCTCGCAGGCCCCT0.647

- 3 18804 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GATCATTGTTCATGACACTGG0.473

- 8 1730ZNF426_uc010dws.2_Missense_Mutation_p.S451NNM_024106 NP_077011 Q9BUY5 ZN426_HUMANC2H2-type 10. 1TTGAAATGAACTGGAATGACT0.413

- 4 454ZNF20_uc002mtg.1_Intron|ZNF625_uc010dyn.1_RNA|ZNF625_uc010dyo.1_Missense_Mutation_p.S69LNM_145233 NP_660276 Q96I27 ZN625_HUMANC2H2-type 1; degenerate. 0TTCTCCACATGATTTTACTCG0.453

+ 11 1873 NM_004843 NP_004834 Q6UWB1 I27RA_HUMANExtracellular (Potential).|Fibronectin type-III 3. 0TCCTTGGGGTCCCTGTGAGCT0.542

+ 15 2015CD97_uc002mym.2_Missense_Mutation_p.S582N|CD97_uc002myn.2_Missense_Mutation_p.S538NNM_078481 NP_510966 P48960 CD97_HUMANHelical; Name=3; (Potential). 4TGCTGGATGAGCCTCGAAGGC0.687 rs140048136

+ 1 536GIPC1_uc002myt.2_Intron|GIPC1_uc002myu.2_Intron|GIPC1_uc002myv.2_Intron|GIPC1_uc002myw.2_Intron|GIPC1_uc002myx.2_Intron|GIPC1_uc002myy.2_IntronNM_001146693 NP_001140165 F5H5R7 F5H5R7_HUMAN 0AGGAATATTGCGGGGATTTGA0.398

+ 2 661MED26_uc002nee.2_Intron|C19orf44_uc002nef.1_Missense_Mutation_p.L196F|C19orf44_uc002neg.2_Missense_Mutation_p.L196F|C19orf44_uc010eai.1_RNANM_032207 NP_115583 Q9H6X5 CS044_HUMAN 0AGAGGACTTTGCAAACCCCCA0.428

+ 14 3483NWD1_uc002net.3_Missense_Mutation_p.D886N|NWD1_uc002nev.3_Missense_Mutation_p.D815NQ149M9 NWD1_HUMAN WD 5. 7AGTGTCCAGGGATGGTGTGGT0.547

+ 16 3774NWD1_uc002net.3_Missense_Mutation_p.R983C|NWD1_uc002nev.3_Missense_Mutation_p.R912CQ149M9 NWD1_HUMAN WD 7. 7GAGGGGCTTTCGCCGATTCAT0.537

+ 3 464 NM_024656 NP_078932 Q8NBJ5 GT251_HUMAN 0CAGGCAGCCCTGAAATCAGCT0.562

+ 5 1684MAP1S_uc010eaz.1_RNA|MAP1S_uc010eba.1_Missense_Mutation_p.A559T|MAP1S_uc002nhf.1_Intron|MAP1S_uc010xpv.1_Missense_Mutation_p.A533TNM_018174 NP_060644 Q66K74 MAP1S_HUMANNecessary for the microtubule-organizing center localization.1TGCCCAGGCGGCACCCAAGCC0.677

- 14 2195PDE4C_uc002nik.3_Missense_Mutation_p.G572E|PDE4C_uc002nil.3_Missense_Mutation_p.G572E|PDE4C_uc002nif.3_Missense_Mutation_p.G341E|PDE4C_uc002nig.3_Missense_Mutation_p.G287E|PDE4C_uc002nih.3_Missense_Mutation_p.G342E|PDE4C_uc010ebk.2_Missense_Mutation_p.G466E|PDE4C_uc002nii.3_Missense_Mutation_p.G540E|PDE4C_uc010ebl.2_Missense_Mutation_p.G286ENM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5CTCGCGGTCTCCCTGCTGGAA0.627

+ 1 825 NR_003128 0GGCATAGTACGAAATTGGGAT0.378

+ 2 1423ZNF493_uc002npw.2_Missense_Mutation_p.I509M|ZNF493_uc002npy.2_Missense_Mutation_p.I381MNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1 TACATAAAATAATTCATACTG0.323

- 5 2403ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAATTACCTTATGTTTAGTA0.373

+ 1 1372ANKRD27_uc002ntn.1_5'Flank|ANKRD27_uc002nto.1_5'FlankNM_207391 NP_997274 Q6ZS82 R9BP_HUMANSNARE-like (By similarity).|Cytoplasmic (Potential). 1AACGTGCCCCGCTGGACCGTG0.706

+ 2 202GRAMD1A_uc002nxi.1_Missense_Mutation_p.R109Q|GRAMD1A_uc002nxk.2_Missense_Mutation_p.R22Q|GRAMD1A_uc002nxl.2_5'UTR|GRAMD1A_uc010xsf.1_Missense_Mutation_p.R27QNM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0CTCCGGAAACGGCTGCAGCTC0.622

+ 7 2169ZNF568_uc010efg.2_Intron|ZNF568_uc010xtn.1_Intron|ZNF568_uc002ofd.2_Missense_Mutation_p.H476Y|ZNF568_uc010efe.2_Missense_Mutation_p.H476Y|ZNF568_uc010eff.1_IntronNM_198539 NP_940941 Q3ZCX4 ZN568_HUMANC2H2-type 12. 2TGAAAAAATTCATACTGGAGA0.383

+ 12 1286RYR1_uc002oiu.2_Missense_Mutation_p.A386TNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|MIR 5. 12CATGGACGACGCACTGTCGCT0.637



- 6 453GMFG_uc002okx.3_Missense_Mutation_p.A115TNM_004877 NP_004868 O60234 GMFG_HUMAN ADF-H. 1GTGAGCTCTGCTGTCTGCACC0.557

- 2 321 BLVRB_uc010egw.1_RNANM_000713 NP_000704 P30043 BLVRB_HUMAN 0CCCAGCCACGGTCTTGTCCAC0.662

- 4 449NUMBL_uc010xvq.1_Missense_Mutation_p.R53Q|NUMBL_uc002ooo.2_Missense_Mutation_p.R94Q|NUMBL_uc010xvr.1_Missense_Mutation_p.R53QNM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. p.R94W(1) 5GTGCATTCCCCGGGACTCCTC0.557

+ 4 551CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_IntronNM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1CCCCCCAGGACGCCCATTCGA0.627

+ 21 2060ARHGEF1_uc002ory.2_Missense_Mutation_p.E618K|ARHGEF1_uc002orz.2_Missense_Mutation_p.E489K|ARHGEF1_uc002osa.2_Missense_Mutation_p.E666K|ARHGEF1_uc002osb.2_Missense_Mutation_p.E633K|ARHGEF1_uc002osc.2_Missense_Mutation_p.E405K|ARHGEF1_uc002osd.2_Missense_Mutation_p.E310K|ARHGEF1_uc002ose.2_Missense_Mutation_p.E95KNM_004706 NP_004697 Q92888 ARHG1_HUMAN PH. 4ATTGGTCCACGAGGGCCCACT0.627

+ 5 1181ZNF284_uc010ejd.2_RNANM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1TTGTGTGGTCCACACAGGAAA0.448

+ 2 108 NM_000483 NP_000474 P02655 APOC2_HUMAN 1GACACTATGGGCACACGACTC0.612

+ 13 1467MARK4_uc002pba.1_Missense_Mutation_p.P488S|MARK4_uc002pbc.1_Missense_Mutation_p.P354SQ96L34 MARK4_HUMAN 3GGCAGAGATCCCAGAGCGGCG0.711

+ 1 2749 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1AGAAATTGACGGAAGGTTCAC0.453

+ 2 688DHX34_uc010elc.1_Missense_Mutation_p.R116QNM_014681 NP_055496 Q14147 DHX34_HUMAN 5CCTGCCACGCGGGGCTCTCAG0.632

+ 6 1260GLTSCR1_uc002phi.3_Missense_Mutation_p.A114TNM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN 3GCCCAAGCCCGCGGGGGTGCT0.746

- 2 710IZUMO1_uc010eme.2_RNA|IZUMO1_uc010emf.2_RNANM_182575 NP_872381 Q8IYV9 IZUM1_HUMANExtracellular (Potential). 1CTACCCTTTCCATCATGGCTT0.552

- 2 419GYS1_uc010xzy.1_Intron|GYS1_uc010emm.2_Missense_Mutation_p.D60N|GYS1_uc010xzz.1_Intron|GYS1_uc010yaa.1_Intron|RUVBL2_uc002plq.1_5'Flank|RUVBL2_uc010yab.1_5'Flank|RUVBL2_uc002plr.1_5'Flank|RUVBL2_uc002pls.1_5'Flank|RUVBL2_uc010emn.1_5'FlankNM_002103 NP_002094 P13807 GYS1_HUMAN 2AAGTAGTTGTCGCCCCATTCG0.667

+ 6 4646 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2CTGCATCTGGCCAAAAAGCAG0.672

- 6 1152SIGLEC11_uc010ybi.1_Missense_Mutation_p.P354LNM_052884 NP_443116 Q96RL6 SIG11_HUMANExtracellular (Potential). 6GTTCTCTGGAGGATCTGAAAT0.582

+ 23 2834 NM_004533 NP_004524 Q14324 MYPC2_HUMANIg-like C2-type 6. 1ATCCGCATCCGCGTTGTGGGT0.632

- 4 626KLK1_uc002ptk.1_5'Flank|KLK1_uc010ycg.1_5'Flank|KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Intron|KLK15_uc002pto.2_Missense_Mutation_p.G198S|KLK15_uc010ych.1_RNA|KLK15_uc010yci.1_Intron|KLK15_uc010eod.2_IntronNM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GCGCCTCTGCCCTCCGCGCCT0.572

- 3 801HAS1_uc010epc.1_5'UTR|HAS1_uc010epd.1_Missense_Mutation_p.E221K|HAS1_uc002pxn.1_Missense_Mutation_p.E263K|HAS1_uc002pxp.1_Missense_Mutation_p.E255KNM_001523 NP_001514 Q92839 HAS1_HUMANCytoplasmic (Potential). 2CGGGGGTCCTCGTCCAGTACC0.622

- 4 1901ZNF616_uc002pyn.2_RNANM_178523 NP_848618 Q08AN1 ZN616_HUMANC2H2-type 13. 0TGAATTCTCCGATGCCTTGCA0.443

- 4 422_423ZNF160_uc002qaq.3_Missense_Mutation_p.L3F|ZNF160_uc002qar.3_Missense_Mutation_p.L3F|ZNF160_uc002qas.3_Missense_Mutation_p.L3FNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN 1ACCTGAGTAAGGGCCATCCCTG0.416

+ 3 568 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0CCAAGTTTGCGCTCCAAGCTT0.428

+ 3 376CACNG7_uc010era.1_Missense_Mutation_p.G121SNM_031896 NP_114102 P62955 CCG7_HUMANHelical; (Potential). 1CAGCAACATCGGCCACATCCG0.597

+ 5 505RPS9_uc002qdy.2_3'UTR|RPS9_uc002qdz.2_Missense_Mutation_p.R150H|RPS9_uc002qea.2_Missense_Mutation_p.R150H|RPS9_uc002qeb.2_3'UTR|RPS9_uc002qec.2_RNA|RPS9_uc002qed.1_3'UTRNM_001013 NP_001004 P46781 RS9_HUMANS4 RNA-binding. 1TTCATTGTCCGCCTGGATTCC0.612

+ 5 705LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.H175YNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GCCCCGTACCCATGGGTGGTC0.567

+ 13 1925LILRB1_uc010erp.1_Missense_Mutation_p.E144K|LILRB1_uc002qgl.2_Missense_Mutation_p.E529K|LILRB1_uc002qgk.2_Missense_Mutation_p.E530K|LILRB1_uc002qgm.2_Missense_Mutation_p.E530K|LILRB1_uc010erq.2_Missense_Mutation_p.E513K|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3CGATGCCCAGGAAGAAAACCT0.612

+ 6 735KIR2DS4_uc010yfk.1_RNA|KIR3DL1_uc002qhl.3_Intron|KIR2DS4_uc010esg.1_Intron|KIR2DS4_uc002qhn.1_IntronNM_012314 NP_036446 P43632 KI2S4_HUMANExtracellular (Potential). 0AGTTGGCCTTCACCCACTGAA0.493

+ 4 690BRSK1_uc002qkf.2_Missense_Mutation_p.R154HNM_032430 NP_115806 Q8TDC3 BRSK1_HUMANProtein kinase. 6AAGTTCTTCCGCCAGATTGTG0.602

+ 2 746CCDC106_uc002qls.2_Missense_Mutation_p.R4QNM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0ATGAATGACCGGAGCAGTCGG0.662

- 8 2981NLRP11_uc002qlz.2_Missense_Mutation_p.P604L|NLRP11_uc002qmb.2_Missense_Mutation_p.P658L|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN LRR 3. 6GCTCCTCAGCGGATTGCTGGA0.498

+ 2 534 NM_134444 NP_604393 Q96MN2 NALP4_HUMAN DAPIN. 15TTTGCAGCTTGAACTCAAGCA0.413

+ 4 2365NLRP4_uc002qmf.2_Missense_Mutation_p.S573N|NLRP4_uc010etf.2_Missense_Mutation_p.S479NNM_134444 NP_604393 Q96MN2 NALP4_HUMAN LRR 1. 15GTGCAGGACAGCACCCTCAGC0.562

+ 7 1648NLRP5_uc002qmi.2_Missense_Mutation_p.D531NNM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7TGACGGTGACGACCTCATGGT0.537

- 12 1353KIDINS220_uc010yiv.1_Missense_Mutation_p.P157S|KIDINS220_uc002qzd.2_Missense_Mutation_p.P349S|KIDINS220_uc010yiw.1_Missense_Mutation_p.P392SNM_020738 NP_065789 Q9ULH0 KDIS_HUMANCytoplasmic (Potential).|ANK 12. 4CCATCTTTGGGATTTCTTAAA0.393

+ 25 4681GREB1_uc002rbp.1_Missense_Mutation_p.A459TNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1GTCCAAGTACGCAGCGTACAA0.577

+ 18 2456LPIN1_uc010yjm.1_Missense_Mutation_p.G813R|LPIN1_uc002rbt.2_Missense_Mutation_p.G728R|LPIN1_uc010yjo.1_Missense_Mutation_p.G229RNM_145693 NP_663731 Q14693 LPIN1_HUMAN C-LIP. 4CCGTGCCATCGGGATGGCGGA0.537

- 2 562MATN3_uc010exu.1_Nonsense_Mutation_p.Q167*NM_002381 NP_002372 O15232 MATN3_HUMAN VWFA. 0ATTGCTGTCTGGATGGCTAGG0.567

- 25 3850ATAD2B_uc010yki.1_RNA|ATAD2B_uc002rei.3_Missense_Mutation_p.V426I|ATAD2B_uc002rej.3_Missense_Mutation_p.V354INM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1TCAGTGCTTACCTCAAACTCT0.398

+ 17 3623NCOA1_uc010eye.2_Missense_Mutation_p.R1122Q|NCOA1_uc002rfi.2_Missense_Mutation_p.R971Q|NCOA1_uc002rfj.2_Missense_Mutation_p.R1122Q|NCOA1_uc002rfl.2_Missense_Mutation_p.R1122Q|NCOA1_uc010eyf.2_Missense_Mutation_p.R15QNM_003743 NP_003734 Q15788 NCOA1_HUMAN Gln-rich. 11CAACAGCACCGACAGAGGCAG0.473

+ 3 428 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1ATGCCCGTGAGGGAGCCGGAA0.592

+ 2 216DPYSL5_uc002rhv.3_Missense_Mutation_p.D20NNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2GGTGGTGAACGATGACTGCAC0.567

+ 5 761ABHD1_uc002riu.2_RNA|ABHD1_uc002riv.2_RNANM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0GCTGGCCGTGGGCATCTCTTT0.522

+ 1 3620ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN 1CCCGTCATACGGAGAAGCCCT0.453

+ 8 1874 NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0TCAGAGTCTCCATCTCAGGAT0.363

+ 3 1202CEP68_uc002sdj.2_Nonsense_Mutation_p.Q330*|CEP68_uc010yqb.1_Nonsense_Mutation_p.Q330*|CEP68_uc002sdk.3_Nonsense_Mutation_p.Q330*|CEP68_uc010yqc.1_Nonsense_Mutation_p.Q330*|CEP68_uc010yqd.1_Nonsense_Mutation_p.Q330*NM_015147 NP_055962 Q76N32 CEP68_HUMAN 1CCCTGTCCTGCAGGACTCCGG0.557

+ 10 1358SEMA4F_uc010ffq.1_Missense_Mutation_p.R383K|SEMA4F_uc010ffr.1_Missense_Mutation_p.R28K|SEMA4F_uc002snb.1_Missense_Mutation_p.R28K|SEMA4F_uc002snc.1_Missense_Mutation_p.R261KNM_004263 NP_004254 O95754 SEM4F_HUMANSema.|Extracellular (Potential). 4CTCATGGACAGGCCAGTGTTT0.577

+ 3FLJ40330_uc010fhg.2_Splice_Site|FLJ40330_uc010fhh.2_Splice_Site 0GCTGAGAAGGTAATTAAAGTC0.323

- 6 592 NM_001002036 NP_001002036 Q6HA08 ASTL_HUMAN 0CGGTCCCGGTCGGCCCGCGTG0.657



- 2 574ST6GAL2_uc002tdr.2_Missense_Mutation_p.S152F|ST6GAL2_uc002tds.3_Missense_Mutation_p.S152FNM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11CTCCCCGGGGGAAGGGAATCC0.612

+ 15 1991PLEKHB2_uc002tsh.2_Intron|POTEE_uc002tsk.2_Missense_Mutation_p.E247K|POTEE_uc002tsl.2_Missense_Mutation_p.E229K|POTEE_uc010fmy.1_Missense_Mutation_p.E111KNM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN Potential. 0CGTCTTGCATGAAAATAGTAC0.353

+ 1 533 NM_001508 NP_001499 O43194 GPR39_HUMANExtracellular (Potential). 0TCATGTCCCCGAGTTTGAGGT0.542

- 9 1127ZRANB3_uc002tuk.2_5'UTR|ZRANB3_uc002tul.2_Missense_Mutation_p.D337G|ZRANB3_uc002tun.1_Missense_Mutation_p.D277GNM_032143 NP_115519 Q5FWF4 ZRAB3_HUMANHelicase C-terminal. 2TTTAAGCGAATCATTCTGAAG0.303

- 3 225CACNB4_uc002txy.2_Missense_Mutation_p.D19N|CACNB4_uc002txz.2_Missense_Mutation_p.D35N|CACNB4_uc010fnz.2_Missense_Mutation_p.D53N|CACNB4_uc002tyb.2_Missense_Mutation_p.D19NNM_000726 NP_000717 O00305 CACB4_HUMAN 2GTGTAGGAATCCGCTGAACCC0.458

+ 13 1129NOSTRIN_uc002uef.2_Missense_Mutation_p.Q432H|NOSTRIN_uc002uei.2_Missense_Mutation_p.Q258H|NOSTRIN_uc010fpu.2_Missense_Mutation_p.Q347H|NOSTRIN_uc002ueh.2_Missense_Mutation_p.Q297H|NOSTRIN_uc002uej.2_Missense_Mutation_p.Q258H|NOSTRIN_uc002uek.2_Missense_Mutation_p.Q59HNM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0AACTTGAGCAAAGACCTCAAC0.428

- 39 7472 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29AGACATGACAGTTCTTTCCAC0.403

- 3 803GPR155_uc002uiu.2_Missense_Mutation_p.P138S|GPR155_uc002uiv.2_Missense_Mutation_p.P138S|GPR155_uc010fqs.2_Missense_Mutation_p.P138SNM_001033045 NP_001028217 Q7Z3F1 GP155_HUMANHelical; (Potential). 1GCAAAAATAGGGAATAGTCCA0.289

- 245 50368uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T10410I|TTN_uc010zfi.1_Missense_Mutation_p.T10343I|TTN_uc010zfj.1_Missense_Mutation_p.T10218INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTCTGGTACAGCTGCGAATAT0.353

- 229 46588uc002umo.2_RNA|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R9150Q|TTN_uc010zfi.1_Missense_Mutation_p.R9083Q|TTN_uc010zfj.1_Missense_Mutation_p.R8958QNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGCCTCACTTCGGGATACCTC0.468

- 46 13096TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AAAGGGACCAGCTGGATAATC0.383

- 5 787CERKL_uc002uny.2_Intron|CERKL_uc010zfm.1_Missense_Mutation_p.R185Q|CERKL_uc002unz.2_Intron|CERKL_uc002uoa.2_Intron|CERKL_uc002uob.2_Intron|CERKL_uc002uoc.2_Intron|CERKL_uc010frk.2_Intron|CERKL_uc002uod.1_Intron|CERKL_uc002uoe.2_IntronNM_001030311 NP_001025482 Q49MI3 CERKL_HUMAN DAGKc. 4CAATGGTTTCCGATGCCCACT0.313

+ 4 930NAB1_uc010fsc.2_Missense_Mutation_p.A120S|NAB1_uc010fsd.2_Missense_Mutation_p.A120S|NAB1_uc002usc.2_Missense_Mutation_p.A120S|NAB1_uc010zgh.1_Missense_Mutation_p.A120SNM_005966 NP_005957 Q13506 NAB1_HUMAN 0GAGTAGCAATGCCCGGGAACC0.498

- 2 913 NM_004657 NP_004648 O95810 SDPR_HUMAN 2TGCAGGGTTTCCTCCAGGGAT0.557

+ 31 3567_3568AOX1_uc010zhf.1_Missense_Mutation_p.G712N|AOX1_uc010fsu.2_Missense_Mutation_p.G522NNM_001159 NP_001150 Q06278 ADO_HUMAN 6GAAAGGCGAAGGCCAGCCCTTC0.475

+ 5 509NOP58_uc010zhv.1_Missense_Mutation_p.R120HNM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0AGAGGAATTCGTTCACAAATG0.363

- 7 749 NM_001093730 NP_001087199 A2CJ06 DYTN_HUMAN p.P211L(1) 2GTGGCAGGTCGGGAGCCACAG0.527

- 18 2555ABCA12_uc002vev.2_Missense_Mutation_p.P461S|ABCA12_uc010zjn.1_5'UTRNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11AAGCAAAATGGTGCTGGAAGG0.363

+ 4 932CXCR2_uc002vha.1_Missense_Mutation_p.R236H|CXCR2_uc002vhb.1_Missense_Mutation_p.R236HNM_001557 NP_001548 P25025 CXCR2_HUMANCytoplasmic (Potential). 2TTCACCCTGCGTACGCTGTTT0.567 rs144013681

- 11 1315 NM_000092 NP_000083 P53420 CO4A4_HUMANTriple-helical region. 11TGGCCCGGAGGTCCCTAAATC0.423

+ 14 1768PSMD1_uc002vrm.1_Missense_Mutation_p.R546H|PSMD1_uc010fxu.1_Missense_Mutation_p.R410HNM_002807 NP_002798 Q99460 PSMD1_HUMAN 2AAGATTCTGCGTGGTCTTGCA0.463

- 17 3037HDAC4_uc010fyz.1_Missense_Mutation_p.L744F|HDAC4_uc010zoa.1_Missense_Mutation_p.L749F|HDAC4_uc010fza.2_Missense_Mutation_p.L754F|HDAC4_uc010fyy.2_Missense_Mutation_p.L706F|HDAC4_uc010znz.1_Missense_Mutation_p.L632FNM_006037 NP_006028 P56524 HDAC4_HUMANHistone deacetylase. 6CCGCAAGGGAGCCGGACGAAC0.602

+ 3 224ATG4B_uc002wbu.2_5'UTR|ATG4B_uc002wbw.2_Missense_Mutation_p.E41K|ATG4B_uc010zox.1_5'UTR|ATG4B_uc010zoy.1_5'UTR|ATG4B_uc010fzp.2_Missense_Mutation_p.E41K|ATG4B_uc010zoz.1_5'FlankNM_013325 NP_037457 Q9Y4P1 ATG4B_HUMAN 0AGAAAAGGACGAGATCTTGTC0.383

+ 3 1021_1022TRIB3_uc002wdn.2_Missense_Mutation_p.H199LNM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2GCCCTGGCGCACTGTCACCAGC0.639

- 3 813SIRPG_uc002wfn.1_Splice_Site_p.G250_splice|SIRPG_uc002wfo.1_Intron|uc002wfp.1_IntronNM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN 1GGGTCCTCTACCTCGGATGGC0.612

- 2 2301uc002whv.1_Intron|UBOX5_uc002whw.2_Intron|UBOX5_uc002whx.2_Intron|UBOX5_uc002why.1_IntronNM_021826 NP_068598 Q7L8L6 FAKD5_HUMAN 0CCCCCCAGAGGTACAGCTGCC0.532

- 9 1727JAG1_uc010gcd.1_5'UTRNM_000214 NP_000205 P78504 JAG1_HUMANExtracellular (Potential).|EGF-like 5; calcium-binding (Potential).9TTTCCCAGTCCACTGTGGGGG0.478

- 1 1449 NM_012072 NP_036204 Q9NPY3 C1QR1_HUMANExtracellular (Potential).|EGF-like 5; calcium-binding (Potential).2GGGGCCCCCCGGGCCCACACA0.637 rs41520247

+ 6 683PLUNC_uc002wyt.3_Missense_Mutation_p.D205N|PLUNC_uc002wyu.3_Missense_Mutation_p.D205NNM_130852 NP_570913 Q9NP55 PLUNC_HUMAN 0AGGTCTTCTGGACAGCCTCAC0.537

- 10 4861NCOA6_uc002xaw.2_Missense_Mutation_p.G764RNM_014071 NP_054790 Q14686 NCOA6_HUMANTBP/GTF2A-binding region.|NCOA1-binding region.|Gln-rich.|CREBBP-binding region.7AGCATCTGTCCTGACATCTGT0.557

+ 4 657RALGAPB_uc010zvz.1_Missense_Mutation_p.G134S|RALGAPB_uc002xix.2_Missense_Mutation_p.G134S|RALGAPB_uc002xiy.1_Missense_Mutation_p.G134S|RALGAPB_uc002xiz.2_IntronNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2ACAGGAACAGGGTTCCAGTCA0.498

- 4 430 ADA_uc010ggt.2_RNA NM_000022 NP_000013 P00813 ADA_HUMAN 3CGGACTGTACCGCACCTCCAC0.587 rs121908714

- 2 629SLC35C2_uc002xrp.2_Missense_Mutation_p.G30S|SLC35C2_uc002xrq.2_Missense_Mutation_p.G30S|SLC35C2_uc002xrr.2_Missense_Mutation_p.G30S|SLC35C2_uc010zxn.1_5'UTR|SLC35C2_uc010zxo.1_5'UTR|SLC35C2_uc010zxp.1_Missense_Mutation_p.G59SNM_173179 NP_775271 Q9NQQ7 S35C2_HUMANHelical; (Potential). 1AAGGTGATGCCGATGGAGAAG0.612

+ 2 593PHACTR3_uc002yat.2_Missense_Mutation_p.M39I|PHACTR3_uc010zzw.1_Missense_Mutation_p.M1I|PHACTR3_uc002yav.2_Missense_Mutation_p.M1I|PHACTR3_uc002yaw.2_Missense_Mutation_p.M1I|PHACTR3_uc002yax.2_Missense_Mutation_p.M1INM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3CAGATGAGATGGACCAAACGC0.582

+ 5 1035PHACTR3_uc002yat.2_Missense_Mutation_p.E187K|PHACTR3_uc010zzw.1_Missense_Mutation_p.E149K|PHACTR3_uc002yav.2_Missense_Mutation_p.E149K|PHACTR3_uc002yaw.2_Missense_Mutation_p.E149K|PHACTR3_uc002yax.2_IntronNM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3ATCCAGTGGTGAAGAAGCAGA0.542

- 16 6805DIDO1_uc002yds.1_Missense_Mutation_p.R2181CNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Arg-rich. 6 tctcgctcgcgctctcggttc 0.194

- 22 4070TIAM1_uc011adk.1_Missense_Mutation_p.L1200F|TIAM1_uc011adl.1_Missense_Mutation_p.L1140FNM_003253 NP_003244 Q13009 TIAM1_HUMAN DH. 10AGCTCCCTGAGCAGAAGTGGG0.622

- 9 2426TIAM1_uc011adk.1_Missense_Mutation_p.G652S|TIAM1_uc011adl.1_Missense_Mutation_p.G652S|TIAM1_uc002yox.1_Missense_Mutation_p.G260SNM_003253 NP_003244 Q13009 TIAM1_HUMAN 10CCAAGGCGGCCCATGGCCACT0.478

+ 2 121DYRK1A_uc002ywg.1_RNA|DYRK1A_uc010gno.1_RNA|DYRK1A_uc002ywh.1_5'UTR|DYRK1A_uc002ywi.2_Missense_Mutation_p.R16W|DYRK1A_uc002ywj.2_Missense_Mutation_p.R16W|DYRK1A_uc002ywl.2_Missense_Mutation_p.R16W|DYRK1A_uc002ywm.2_Missense_Mutation_p.R16WNM_001396 NP_001387 Q13627 DYR1A_HUMAN 4TTCATCTGTTCGGCTTGCACC0.438

- 36 4193BRWD1_uc010goc.1_5'UTR|BRWD1_uc002yxl.2_Missense_Mutation_p.D1352N|BRWD1_uc010god.1_Missense_Mutation_p.D270NNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN Bromo 2. 4TCTATAATATCTCTGTAGTCC0.343

+ 40 4784COL18A1_uc002zhg.2_Missense_Mutation_p.S1173L|COL18A1_uc002zhi.2_Missense_Mutation_p.S1353L|SLC19A1_uc010gpy.1_Intron|COL18A1_uc002zhj.2_Missense_Mutation_p.S154L|COL18A1_uc002zhk.2_5'UTRNM_130444 NP_569711 P39060 COIA1_HUMANNonhelical region 11 (NC11). 1AGCCCCCTGTCAGGCGGCATG0.756

+ 3 519PCNT_uc002zjj.2_Missense_Mutation_p.H20Y|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8AGTCGGTGACCACCCACCAGA0.552

- 1 1457CECR6_uc002zma.2_Missense_Mutation_p.P66S|uc002zmc.2_5'FlankNM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0AGGTGCGCGGGCAGCGGCACG0.706

- 5 572CECR5_uc002zmd.2_5'Flank|CECR5_uc002zme.2_Intron|CECR5_uc002zmg.2_Missense_Mutation_p.P45S|CECR5_uc002zmh.2_Missense_Mutation_p.P152SNM_033070 NP_149061 Q9BXW7 CECR5_HUMAN 0TCATTCCTCGGGAGGGGCTGC0.572

+ 9 1217TBX1_uc002zqc.2_IntronNM_080646 NP_542377 O43435 TBX1_HUMAN 2GAGCTTCTGAGGGATGCAGGT0.592

+ 8 1113ZDHHC8_uc002zrr.1_Missense_Mutation_p.G336D|ZDHHC8_uc010gsa.2_Missense_Mutation_p.G142DNM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANCytoplasmic (Potential). 2CCGCGCCCAGGCAGTGCTGGT0.637

- 7 1119 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1TAAGTCTCCACCTCCATGGCA0.622



+ 13 3283BCR_uc002zwx.2_Missense_Mutation_p.P896L|BCR_uc011aiy.1_Missense_Mutation_p.P485L|BCR_uc002zwy.1_Missense_Mutation_p.P182LNM_004327 NP_004318 P11274 BCR_HUMAN C2. 12CACAGCATTCCGCTGACCATC0.577

- 2 1402ZNF70_uc002zxr.1_5'FlankNM_021916 NP_068735 Q9UC06 ZNF70_HUMAN C2H2-type 7. 2GAAGGCCTTCCCGCACTCATC0.552

+ 42 6583MYO18B_uc003aca.1_Missense_Mutation_p.M1992I|MYO18B_uc010guy.1_Missense_Mutation_p.M1993I|MYO18B_uc010guz.1_Missense_Mutation_p.M1991I|MYO18B_uc011aka.1_Missense_Mutation_p.M1265I|MYO18B_uc011akb.1_Missense_Mutation_p.M1624I|MYO18B_uc010gva.1_Silent_p.R94RNM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12CTTATTCTAGGGATAACGTCT0.398

+ 2 638SEZ6L_uc003acc.2_Missense_Mutation_p.T161M|SEZ6L_uc011akc.1_Missense_Mutation_p.T161M|SEZ6L_uc003acd.2_Missense_Mutation_p.T161M|SEZ6L_uc011akd.1_Missense_Mutation_p.T161M|SEZ6L_uc003ace.2_Missense_Mutation_p.T161M|SEZ6L_uc003acf.1_Translation_Start_Site|SEZ6L_uc010gvc.1_Translation_Start_SiteNM_021115 NP_066938 Q9BYH1 SE6L1_HUMANExtracellular (Potential).p.T161M(1) 6TCCTCCTCCACGGAGAAGCCT0.677

- 12 2434HPS4_uc003aci.2_Missense_Mutation_p.R587M|HPS4_uc003acj.2_Missense_Mutation_p.R456M|HPS4_uc003ack.2_Missense_Mutation_p.R383M|HPS4_uc003acn.2_Missense_Mutation_p.R438M|HPS4_uc003ach.2_Missense_Mutation_p.R327MNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0TGCCTCATCCCTGGGCAGCGT0.587

+ 9 1280KREMEN1_uc003ael.2_Missense_Mutation_p.R406C|KREMEN1_uc011akn.1_Missense_Mutation_p.R306CNM_032045 NP_114434 Q96MU8 KREM1_HUMANCytoplasmic (Potential). 5CAGATCCCATCGTGTTCCTGC0.433

- 10 1439AP1B1_uc003afi.2_Missense_Mutation_p.R419C|AP1B1_uc003afk.2_Missense_Mutation_p.R419C|AP1B1_uc003afl.2_Missense_Mutation_p.R419C|AP1B1_uc011ako.1_5'UTRNM_001127 NP_001118 Q10567 AP1B1_HUMAN 2GGGTACTTGCGGAAGATGTCC0.597

+ 9 2026OSBP2_uc011ala.1_Nonsense_Mutation_p.W475*|OSBP2_uc010gwc.1_Nonsense_Mutation_p.W468*|OSBP2_uc011alb.1_Nonsense_Mutation_p.W592*|OSBP2_uc003aiz.1_Nonsense_Mutation_p.W640*|OSBP2_uc003aja.1_Nonsense_Mutation_p.W274*|OSBP2_uc011alc.1_Nonsense_Mutation_p.W383*|OSBP2_uc003ajb.2_Nonsense_Mutation_p.W186*|OSBP2_uc011ald.1_Nonsense_Mutation_p.W185*|OSBP2_uc010gwd.1_Nonsense_Mutation_p.W186*NM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2AAGCATGGCTGGAGCCTCTGG0.602

+ 6 928SFI1_uc003ald.1_Missense_Mutation_p.E155K|SFI1_uc003alf.2_Missense_Mutation_p.E179K|SFI1_uc003alg.2_Missense_Mutation_p.E97K|SFI1_uc011alp.1_Missense_Mutation_p.E97K|SFI1_uc011alq.1_Missense_Mutation_p.E155K|SFI1_uc003alh.2_IntronNM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 2. 1CATTAGAGCCGAGGTTCATGG0.453

- 11 1381MYH9_uc003aph.1_Missense_Mutation_p.D248NNM_002473 NP_002464 P35579 MYH9_HUMANMyosin head-like. 11CTGGTGAAATCGGTCACATTG0.502

- 15 1936TMPRSS6_uc003aqt.1_Missense_Mutation_p.A599TNM_153609 NP_705837 Q8IU80 TMPS6_HUMANPeptidase S1.|Extracellular (Potential). 6CAGCGGTCAGCGATGAGGGCC0.652

+ 3 348TAB1_uc003axr.2_Missense_Mutation_p.A176V|TAB1_uc011aok.1_5'UTR|TAB1_uc003axu.1_Missense_Mutation_p.A100VNM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1CACGCCGAGGCCGATGTGCGG0.647

+ 4 778MPPED1_uc011apw.1_Missense_Mutation_p.Q79H|MPPED1_uc011apx.1_Missense_Mutation_p.Q27H|MPPED1_uc011apy.1_Missense_Mutation_p.Q185H|MPPED1_uc011apz.1_Missense_Mutation_p.Q218HNM_001044370 NP_001037835 O15442 MPPD1_HUMAN 0AGAATGTGCAGTCGCTGCTGA0.562

+ 4 577UPK3A_uc010gzy.2_IntronNM_006953 NP_008884 O75631 UPK3A_HUMAN 0ACCAACCAGCGTAAGTGGTGG0.612 rs145723454

- 1 5032 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMANCytoplasmic (Potential). 5CGGATTCGGACGATCTGGTCA0.418 rs141502138

+ 2 504 CIDEC_uc003bto.2_IntronNM_032492 NP_115881 Q8N5M9 JAGN1_HUMANLumenal (Potential). 1ATGGAGATGTTCCCTGCTGCA0.522

- 6 1954IQSEC1_uc003bxu.3_Missense_Mutation_p.P527S|IQSEC1_uc011auw.1_Missense_Mutation_p.P635SNM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1ATGGTGTCTGGGTTCCGGAAT0.607

+ 9 3448PLCL2_uc011awd.1_Missense_Mutation_p.D997NNM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN 4AAAAGCAAACGATGAAACTGG0.423 rs144964120

+ 30 4213DLEC1_uc003chp.1_Missense_Mutation_p.G1398R|DLEC1_uc010hgv.1_Missense_Mutation_p.G1401R|DLEC1_uc003chr.1_Missense_Mutation_p.G469R|DLEC1_uc010hgx.1_RNA|DLEC1_uc003chs.1_5'FlankNM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9GGTCCCTGCTGGGGGCAGCAG0.597

- 97 7441 NM_000094 NP_000085 Q02388 CO7A1_HUMAN 11GACATACGTACCCGGATGCCT0.592

- 24 2299QRICH1_uc010hkq.2_5'Flank|QRICH1_uc003cvu.2_5'Flank|QRICH1_uc003cvv.2_5'Flank|QARS_uc011bcc.1_Missense_Mutation_p.T218I|QARS_uc011bcd.1_Missense_Mutation_p.T620I|QARS_uc003cvy.2_Missense_Mutation_p.T620I|QARS_uc011bce.1_Missense_Mutation_p.T754INM_005051 NP_005042 P47897 SYQ_HUMAN 1CAGTGTGACAGTTCGGTTAAA0.572

- 2 310GPX1_uc011bcm.1_Missense_Mutation_p.P77RNM_000581 NP_000572 P07203 GPX1_HUMAN 1CTGGTTGCACGGGAAGCCGAG0.617

+ 3 1536 NM_004393 NP_004384 Q14118 DAG1_HUMANThr-rich.|Required for laminin recognition.|Mucin-like domain.2ATCCGGACTCGAGGCGCCATT0.597

+ 25 2537RBM5_uc011bdk.1_Missense_Mutation_p.D625N|RBM5_uc003cyh.2_Missense_Mutation_p.D254N|uc003cyi.1_IntronNM_005778 NP_005769 P52756 RBM5_HUMANRequired for interaction with U2AF2. 1GTCGGGCGCCGATTCCTACAA0.478

- 2 3642TLR9_uc003ddb.2_Missense_Mutation_p.R1100HNM_017442 NP_059138 Q9NR96 TLR9_HUMANTIR.|Cytoplasmic (Potential). 4CCAGAAGCTGCGCTGACCACT0.682

- 5 623TLR9_uc003ddb.2_5'UTR|TLR9_uc003ddc.1_5'Flank|TWF2_uc010hmc.2_Missense_Mutation_p.R158CNM_007284 NP_009215 Q6IBS0 TWF2_HUMAN 3TCGTTAATGCGGATCTGCTGG0.637

+ 8 957PRKCD_uc003dgm.2_Missense_Mutation_p.D202N|PRKCD_uc010hmt.1_5'FlankNM_006254 NP_006245 Q05655 KPCD_HUMANPhorbol-ester/DAG-type 1. 9GAAATGCATCGACAAGATCAT0.617 rs149165175

+ 21 3328FLNB_uc010hne.2_Missense_Mutation_p.V1055M|FLNB_uc003djk.2_Missense_Mutation_p.V1055M|FLNB_uc010hnf.2_Missense_Mutation_p.V1055M|FLNB_uc003djl.2_Missense_Mutation_p.V886M|FLNB_uc003djm.2_Missense_Mutation_p.V886MNM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 9. 19AGGTGGTCTCGTGGGCAAGCC0.562 rs9813235

+ 12 2897ATXN7_uc003dlv.2_Missense_Mutation_p.G782R|ATXN7_uc010hnv.2_Missense_Mutation_p.G782R|ATXN7_uc011bfn.1_Missense_Mutation_p.G637RNM_000333 NP_000324 O15265 ATX7_HUMAN Ser-rich. 0CCCCCCCACCGGGAGCCCTGC0.532 rs148498434

- 1 919 NM_183357 NP_899200 O95622 ADCY5_HUMANHelical; (Potential). 4AGCACCACGGCGATGAGCGCA0.662

- 3 299SLC12A8_uc003ehw.3_Missense_Mutation_p.G92D|SLC12A8_uc010hrz.1_5'UTRNM_024628 NP_078904 A0AV02 S12A8_HUMAN 0CACCAGCCAGCCAGTCCTCAG0.562

+ 5 880MCM2_uc011bkm.1_Missense_Mutation_p.D145N|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.D159NNM_004526 NP_004517 P49736 MCM2_HUMAN 4CCCCAAGTACGACCGCATCAC0.627 rs144753488

+ 8 3024ZBTB38_uc010hun.2_Missense_Mutation_p.A678V|ZBTB38_uc010huo.2_Missense_Mutation_p.A681V|ZBTB38_uc003ety.2_Missense_Mutation_p.A681V|ZBTB38_uc010hup.2_Missense_Mutation_p.A682VNM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3ACTGAAAATGCTGTCAGTTCT0.463

+ 6 1193RNF13_uc003exp.3_Splice_Site_p.I137_splice|RNF13_uc010hvh.2_Missense_Mutation_p.V15INM_007282 NP_009213 O43567 RNF13_HUMAN 1TCCAACGACAGTAAGTACAGG0.363

- 3 1409MED12L_uc011bnz.1_Intron|MED12L_uc003eyp.2_IntronNM_023915 NP_076404 Q9BY21 GPR87_HUMANCytoplasmic (Potential). 1TAATATATGCGAACTTCCGAT0.348

+ 3 329C3orf55_uc003fbo.2_Missense_Mutation_p.G54E|C3orf55_uc011bot.1_RNA|C3orf55_uc010hvv.2_Missense_Mutation_p.G54ENM_001130002 NP_001123474 A1A4F0 CC055_HUMAN 0TGGATAGGTGGAGACCTGACA0.423

- 2 581 NM_032487 NP_115876 Q9BYD9 ARPM1_HUMAN 0ACGCTCCACTGGGTAACTGTA0.418

- 6 1144THPO_uc003fom.1_Missense_Mutation_p.P306L|THPO_uc003fon.2_Silent_p.S271S|THPO_uc011bro.1_Intron|THPO_uc003fop.2_Silent_p.S267S|THPO_uc011brp.1_Intron|THPO_uc011brq.1_Silent_p.S231SNM_000460 NP_000451 P40225 TPO_HUMAN Pro-rich. 1CAAGGTGGGTGGAAGAGGGAA0.592

- 2 252 NM_004488 NP_004479 P40197 GPV_HUMANExtracellular (Potential). 3CTGCAGGACGGTCATGCCGCT0.637

- 2 6794MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0TCATGAAGAGCGGTGGCGTGA0.567

- 10 1165uc003fwf.1_5'Flank|PCYT1A_uc003fwh.2_Missense_Mutation_p.S331FNM_005017 NP_005008 P49585 PCY1A_HUMAN2; approximate.|3 X repeats. 0GAAAGAGGGGGAGGGGGAGCG0.607

+ 8 1293FGFR3_uc003gdu.2_Intron|FGFR3_uc003gds.3_Intron|FGFR3_uc003gdq.3_Missense_Mutation_p.G346E|FGFR3_uc010icb.1_Missense_Mutation_p.G154E|FGFR3_uc003gdt.1_Missense_Mutation_p.G175ENM_000142 NP_000133 P22607 FGFR3_HUMANIg-like C2-type 3.|Extracellular (Potential). 2600AATTCTATTGGGTTTTCTCAT0.617

+ 5 2958RGS12_uc003ggu.2_Missense_Mutation_p.S685N|RGS12_uc010ics.1_5'UTR|RGS12_uc011bvr.1_RNA|RGS12_uc003ggv.2_Missense_Mutation_p.S685N|RGS12_uc003ggy.1_Missense_Mutation_p.S83N|RGS12_uc010ict.1_Missense_Mutation_p.S37N|RGS12_uc003ggz.2_Missense_Mutation_p.S37N|RGS12_uc010icu.1_5'UTR|RGS12_uc011bvs.1_Missense_Mutation_p.S27N|RGS12_uc003gha.2_Missense_Mutation_p.S27N|RGS12_uc010icv.2_5'UTR|RGS12_uc003ghb.2_5'UTRNM_198229 NP_937872 O14924 RGS12_HUMAN 1GACTGCGTCAGCAACAACAGC0.692

+ 2 164HGFAC_uc010icw.2_Missense_Mutation_p.A54VNM_001528 NP_001519 Q04756 HGFA_HUMAN 2GCGACCCCTGCGATCCCCACT0.632

+ 8 1985uc003ghw.2_5'Flank|ZBTB49_uc003ghv.2_Missense_Mutation_p.E87K|ZBTB49_uc010icy.2_RNA|ZBTB49_uc010icz.2_Missense_Mutation_p.E182KNM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2CCAAGCCATCGAGACCTCCGA0.577

- 1 1295SORCS2_uc003gkb.3_Intron|SORCS2_uc011bwi.1_IntronNM_001085382 NP_001078851 Q6NUJ1 SAPL1_HUMANSaposin B-type 4. 0GTGAGCAGCCTCTTGCACCCA0.637

- 4 2381 NM_003263 NP_003254 Q15399 TLR1_HUMANCytoplasmic (Potential).|TIR. 5CATTCACTCTGGACAAAGTTG0.413



- 22 3055RFC1_uc003gtx.1_Missense_Mutation_p.R973HNM_002913 NP_002904 P35251 RFC1_HUMAN 4CTGAACAATACGATCATGTTT0.488

- 30 3101ATP8A1_uc003gwq.2_Missense_Mutation_p.W183R|ATP8A1_uc003gws.2_Missense_Mutation_p.W942RNM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMANHelical; (Potential). 3AGTGGAAACCAAAACAGAATA0.348

- 6 706RASSF6_uc003hhc.1_Missense_Mutation_p.R163G|RASSF6_uc010iik.1_Missense_Mutation_p.R163G|RASSF6_uc010iil.1_Missense_Mutation_p.R151GNM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2GGCTTCATCCTTTTTCTCACC0.413

- 6 1579LIN54_uc003hnz.3_Missense_Mutation_p.R180W|LIN54_uc003hny.3_5'UTR|LIN54_uc010ijt.2_Missense_Mutation_p.R312W|LIN54_uc010iju.2_5'UTR|LIN54_uc010ijv.2_Missense_Mutation_p.R180WNM_194282 NP_919258 Q6MZP7 LIN54_HUMAN 0ACTGACATCCGCACTGGGGTT0.328

- 2 816PPM1K_uc010ikp.1_Missense_Mutation_p.M142I|PPM1K_uc003hrn.2_Missense_Mutation_p.M142INM_152542 NP_689755 Q8N3J5 PPM1K_HUMAN PP2C-like. 0TACATTTCTCCATGTGGGTAT0.453

+ 6 1931NDST3_uc011cgf.1_Missense_Mutation_p.V429INM_004784 NP_004775 O95803 NDST3_HUMANLumenal (Potential).|Heparan sulfate N-deacetylase 3.1CTTCACTGTCGTCCTCAACCC0.428

+ 1 2495 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANExtracellular (Potential).|Cadherin 8. 18CTCATTACTACTGGGGATCAG0.443

+ 10 1646 NM_000824 NP_000815 P48167 GLRB_HUMANHelical; (Probable). 2AGCATTGTTTCCTTTCTGCTT0.353

+ 4 933 NM_006174 NP_006165 Q15761 NPY5R_HUMANCytoplasmic (Potential). 7CAGACTTGAAGAAAATGAGAT0.378

- 1 698MARCH1_uc003iqs.1_IntronNM_012403 NP_036535 O43423 AN32C_HUMAN 0 ttctcattttcgcttctgacc 0.085

- 1 1327KLHL2_uc003irb.2_Intron|KLHL2_uc011cjm.1_Intron|KLHL2_uc003irc.2_Intron|KLHL2_uc010ira.2_IntronNM_000167 NP_000158 0CCTTCCAAAGCGTAATATACC0.393

+ 4 1111TLL1_uc011cjn.1_Missense_Mutation_p.R155I|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMANMetalloprotease (By similarity). 7AGAACGGAAAGAATATGGCCT0.393

+ 12 1853FAM149A_uc011cla.1_Missense_Mutation_p.S425N|FAM149A_uc003iyu.3_Missense_Mutation_p.S425N|FAM149A_uc010isl.2_Missense_Mutation_p.S425N|FAM149A_uc011clb.1_Missense_Mutation_p.S425NNM_015398 NP_056213 A5PLN7 F149A_HUMAN 1TCAAGGCCCAGCACAACCCAC0.448

+ 4 734 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0AAACAAATGGCGCTCCAGGAG0.323

+ 10 1191 NKD2_uc010itf.1_3'UTRNM_033120 NP_149111 Q969F2 NKD2_HUMAN 0CCACTCGCCACTCAAGGCCCC0.716

- 3 1661TERT_uc003jbz.1_5'UTR|TERT_uc003jca.1_Missense_Mutation_p.R535C|TERT_uc003jcc.1_Missense_Mutation_p.R535C|TERT_uc003jcd.1_RNA|TERT_uc003jce.1_RNANM_198253 NP_937983 O14746 TERT_HUMANRequired for oligomerization.|RNA-interacting domain 2.12TCACGCAGACGGTGCTCTGCG0.582

- 12 1658 NM_001044 NP_001035 Q01959 SC6A3_HUMAN 6GGCCGCTGCCCGGTCATCTGC0.647

- 9 1704CTNND2_uc010itt.2_Missense_Mutation_p.G429D|CTNND2_uc011cmy.1_Missense_Mutation_p.G183D|CTNND2_uc011cmz.1_Missense_Mutation_p.G87D|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_Missense_Mutation_p.G87DNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8GAGAGCAGGGCCGGATTTGCT0.562

+ 11 1984 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 4. 6CACCAGAGGACACACACAGGG0.597

- 12 1997C6_uc003jml.1_Missense_Mutation_p.R596QNM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7TTTCCCTCCTCGTTGGGGGGC0.502 rs148521858

+ 24 5592BDP1_uc003kbo.2_Missense_Mutation_p.V1777I|BDP1_uc003kbq.1_RNANM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2AGAGGAAACTGTAGGAGATAA0.338

+ 2 10093 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9TTATGCGGTTCCATTTGAAGA0.493

+ 8 6465VCAN_uc003kij.3_Missense_Mutation_p.A1050T|VCAN_uc010jau.2_Intron|VCAN_uc003kik.3_Intron|VCAN_uc003kil.3_Missense_Mutation_p.A701TNM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16TTCTGGTACAGCTTCCTCCAT0.473

- 3 797SLCO6A1_uc003kno.2_Intron|SLCO6A1_uc003knp.2_Missense_Mutation_p.E209K|SLCO6A1_uc003knq.2_IntronNM_173488 NP_775759 Q86UG4 SO6A1_HUMANExtracellular (Potential). 7 TTTATTTCTTCGCAAATATCT0.323

- 8 2209TRPC7_uc010jef.1_Missense_Mutation_p.A673T|TRPC7_uc010jeg.1_RNA|TRPC7_uc010jeh.1_Missense_Mutation_p.A667T|TRPC7_uc010jei.1_Missense_Mutation_p.A612T|TRPC7_uc010jej.1_Missense_Mutation_p.A288TNM_020389 NP_065122 Q9HCX4 TRPC7_HUMANCytoplasmic (Potential). 0CAGCTTTTGGCCTTAGATTTG0.413

+ 1 1915PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc011dab.1_Missense_Mutation_p.E630KNM_018909 NP_061732 Q9UN73 PCDA6_HUMANCadherin 6.|Extracellular (Potential). 2GTACACGGGCGAGATCAGCAC0.662

+ 1 2389PCDHGA1_uc011dan.1_Missense_Mutation_p.L797INM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANCytoplasmic (Potential). 3ACCCCAGTCTTTACTTGAAGA0.418

- 6 538HDAC3_uc003lle.1_Missense_Mutation_p.L101F|HDAC3_uc010jgd.1_Missense_Mutation_p.L83F|HDAC3_uc010jge.1_IntronNM_003883 NP_003874 O15379 HDAC3_HUMANHistone deacetylase. 1ACTTACTTGAGCAGCTCCAGG0.537

- 16 1594FCHSD1_uc010jgg.2_Missense_Mutation_p.E198K|FCHSD1_uc003llj.2_RNANM_033449 NP_258260 Q86WN1 FCSD1_HUMAN SH3 1. 4AAGCCTACCTCGCCGTGCTGG0.572

- 3 3184PCDH1_uc003llp.2_Missense_Mutation_p.R1023C|PCDH1_uc011dbf.1_Missense_Mutation_p.R1001CNM_002587 NP_002578 Q08174 PCDH1_HUMANCytoplasmic (Potential). 5GGGTTGGTGCGGTAGCTGTAG0.632 rs147327566

+ 9 1814SH3RF2_uc011dbl.1_Missense_Mutation_p.L526F|SH3RF2_uc011dbm.1_Missense_Mutation_p.L11F|SH3RF2_uc003lnu.2_Missense_Mutation_p.L17F|SH3RF2_uc011dbn.1_Missense_Mutation_p.L17F|SH3RF2_uc011dbo.1_5'UTRNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2GCAGAGACCCCTCCAGTCCGG0.612 rs146976434

- 9 1066DPYSL3_uc003loo.2_Missense_Mutation_p.S433FNM_001387 NP_001378 Q14195 DPYL3_HUMAN 1GGCCAGCAAGGAGTTGATGTA0.557

+ 15 2066FBXO38_uc003lpg.1_Missense_Mutation_p.R649Q|FBXO38_uc003lph.2_IntronNM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6ACTCCACTTCGAAAGAGGTAC0.458

+ 5 1211PPARGC1B_uc003lrb.1_Missense_Mutation_p.S390L|PPARGC1B_uc003lrd.2_Missense_Mutation_p.S351L|PPARGC1B_uc003lrf.2_Missense_Mutation_p.S369L|PPARGC1B_uc003lre.1_Missense_Mutation_p.S369LNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CGCCCGTCCTCGGTGGAGGAG0.662

- 9 8780GM2A_uc011dcs.1_IntronNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 26. 6GCCACCAGTTCGCCAGGCTCA0.512

- 2 136TIMD4_uc010jii.2_Missense_Mutation_p.V27INM_138379 NP_612388 Q96H15 TIMD4_HUMANIg-like V-type.|Extracellular (Potential). 2TCCGTCACAACAGTCTCTGAA0.478

- 12 1266ADAM19_uc003lww.1_Missense_Mutation_p.G134E|ADAM19_uc003lwy.2_5'UTR|ADAM19_uc011ddr.1_Missense_Mutation_p.G332ENM_033274 NP_150377 Q9H013 ADA19_HUMANPeptidase M12B.|Extracellular (Potential). 8GAGACACATTCCACCACCTGA0.542

+ 9 885 DOCK2_uc011der.1_RNANM_004946 NP_004937 Q92608 DOCK2_HUMAN 7CTTCCCTAAGGAGATTGAGAT0.507

+ 11 1731CNOT6_uc010jld.2_Missense_Mutation_p.R461K|CNOT6_uc010jle.2_Missense_Mutation_p.R456KNM_015455 NP_056270 Q9ULM6 CNOT6_HUMAN 0ACCAATGGAAGGATCACTCAT0.413

+ 1 824TXNDC5_uc003mxw.2_IntronNR_027712 0AAGACCTATGCGCCGGTTGCC0.522

- 1 903GFOD1_uc003nas.1_5'Flank|C6orf114_uc003nav.2_5'FlankNM_018988 NP_061861 Q9NXC2 GFOD1_HUMAN 2GTTTTGACAGCGATCTGTCTG0.602

+ 8 2321JARID2_uc011div.1_Missense_Mutation_p.R521W|JARID2_uc011diw.1_Missense_Mutation_p.R655WNM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4TGCCCAGGACCGGCTGGCCAA0.587

+ 12 1499CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.C393F|CAP2_uc011djb.1_Missense_Mutation_p.C355F|CAP2_uc011djc.1_Missense_Mutation_p.C307F|CAP2_uc011djd.1_Missense_Mutation_p.C159FNM_006366 NP_006357 P40123 CAP2_HUMANC-CAP/cofactor C-like. 1ACAGAAGGTTGCCACATATAC0.398

- 10 1725DCDC2_uc003ndy.2_Missense_Mutation_p.V475M|DCDC2_uc003ndw.2_Missense_Mutation_p.V226MNM_016356 NP_057440 Q9UHG0 DCDC2_HUMAN 1TTCTAAGCCACGGCAGCATAG0.368 rs145154884

- 3 172SLC17A1_uc011djy.1_RNA|SLC17A1_uc010jqb.1_Missense_Mutation_p.R17L|SLC17A1_uc010jqc.1_Missense_Mutation_p.R17LNM_005074 NP_005065 Q14916 NPT1_HUMAN 4CAATCCATAGCGAAAGGAACA0.408

+ 1 905 NM_013936 NP_039224 P58182 O12D2_HUMANHelical; Name=7; (Potential). 1TGTGGTCACTCCTGTACTAAA0.448

+ 2 3595_3596 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMANExtracellular (Potential).|Thr-rich. 0ATGCACCAAAGGGAAAAACACA0.48



+ 5 395PSORS1C1_uc010jsj.1_Intron|PSORS1C1_uc003nsn.1_Intron|PSORS1C2_uc003nso.3_IntronNM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1TCCCCCCCACGTTAATCCTGA0.562

+ 7 1151RXRB_uc003odb.2_5'Flank|RXRB_uc003odc.2_5'Flank|RXRB_uc003odd.2_5'Flank|RXRB_uc011dqr.1_5'Flank|RXRB_uc011dqs.1_5'Flank|RXRB_uc011dqt.1_5'Flank|RXRB_uc011dqu.1_5'Flank|SLC39A7_uc003odg.2_Missense_Mutation_p.R345Q|SLC39A7_uc011dqv.1_Missense_Mutation_p.R220Q|SLC39A7_uc003odh.2_5'UTR|HSD17B8_uc003odi.1_5'FlankNM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1CGAGGGGGCCGGGGACTAGGG0.567

+ 8 2198KIFC1_uc011drf.1_Missense_Mutation_p.R575QNM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0CCCGGGGAGCGGGAACGCCTT0.657

- 3 724C6orf106_uc003ojs.2_IntronNM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3AGTGCACATCCGCCACTGTCC0.512

+ 1 123TREML4_uc003oqd.2_5'FlankNM_198153 NP_937796 Q6UXN2 TRML4_HUMAN 1GGGTGGGGTCCACACCTGCTG0.587

- 1 585 NM_000322 NP_000313 P23942 PRPH2_HUMANHelical; (Potential). 5AGCCAGGTACGGCTTCAGCCA0.577

- 3 565SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4GGCCAGCGATGCATGCAGCAG0.597

- 4 884EYS_uc003peq.2_Missense_Mutation_p.Q116K|EYS_uc003per.1_Missense_Mutation_p.Q116K|EYS_uc010kaj.1_RNANM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6GTGGTATTTTGCACACAGCCA0.353

- 11 1296 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3TTGGGTGTCAGGACCAAAGGC0.388

- 4 564BVES_uc003pqx.2_Missense_Mutation_p.R136H|BVES_uc003pqy.2_Missense_Mutation_p.R136HNM_147147 NP_671488 Q8NE79 POPD1_HUMANCytoplasmic (Potential). 0TGGAGGCACACGGAGTGGTTC0.438 rs143510978

+ 1 335BET3L_uc003pwx.2_Intron|BET3L_uc011ebh.1_IntronNM_153711 NP_714922 Q8N5C1 FA26E_HUMAN 0CCACAGCTGCCGTTTCTTCTA0.502

- 6 651ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANFibronectin type-III 1.|Extracellular (Potential). 25CACATAGGACGGTCTGGACAC0.478

- 4 872IL20RA_uc011edl.1_Missense_Mutation_p.D98N|IL20RA_uc003qhk.2_Missense_Mutation_p.D36N|IL20RA_uc010kgy.1_Intron|IL20RA_uc003qhi.2_5'FlankNM_014432 NP_055247 Q9UHF4 I20RA_HUMANExtracellular (Potential).|Fibronectin type-III 2. 4GACTTCTCATCTGTAGTCAGT0.428

- 30 4338SYNE1_uc003qot.3_Missense_Mutation_p.E1253K|SYNE1_uc003qou.3_Missense_Mutation_p.E1246K|SYNE1_uc010kjb.1_Missense_Mutation_p.E1229K|SYNE1_uc003qow.2_Missense_Mutation_p.E541K|SYNE1_uc003qox.1_Missense_Mutation_p.E762KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45ATTAATTCTTCGAGAGAATTT0.348 rs138915528

- 2 525RNASET2_uc003qvh.2_Intron|RNASET2_uc003qvf.2_5'UTR|RNASET2_uc003qvg.2_5'UTR|RNASET2_uc003qvi.1_IntronNM_003730 NP_003721 O00584 RNT2_HUMAN 0CAGTGCTGAACCATAATTAGT0.418

- 7 1772MICALL2_uc003ski.3_Missense_Mutation_p.S29FNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1GACCCCTGAGGATTCCGCCAA0.657

- 11 1673PMS2_uc003spj.2_Missense_Mutation_p.S423L|PMS2_uc003spk.2_Missense_Mutation_p.S394L|PMS2_uc011jwl.1_Missense_Mutation_p.S394L|PMS2_uc010ktg.2_Missense_Mutation_p.S218L|PMS2_uc010kte.2_Intron|PMS2_uc010ktf.1_Missense_Mutation_p.S529LNM_000535 NP_000526 P54278 PMS2_HUMAN 2ATGTTCCTGCGAGCCCCTGTC0.552

+ 3 1979 NM_017560 NP_060030 P0CG23 ZN853_HUMAN 0ACCGGGGAGCGACCCTACGCC0.697

+ 3 1213NXPH1_uc011jxh.1_5'UTRNM_152745 NP_689958 P58417 NXPH1_HUMAN III. 2CAAGAGCCTCGGCCCAGGGCC0.473

- 4 687TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_Missense_Mutation_p.R57Q|TRA2A_uc011jzd.1_Missense_Mutation_p.R57Q|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1TCCTCGAGATCGCCCAGTTCG0.393

- 1 1009 NR_002711 0TTCTGGTGCTCGGTAATGGCG0.532

- 2 844HOXA10_uc003syw.3_5'Flank|HOXA11_uc003syy.2_RNA|HOXA11AS_uc003syz.1_5'FlankNM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2AAGAACTCCCGTTCCAGCTCT0.532

- 7 690CPVL_uc003szw.2_Missense_Mutation_p.P191S|CPVL_uc003szx.2_Missense_Mutation_p.P191SNM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2TTATATTCAGGAAATATCTGG0.333

+ 8 1105CHN2_uc011jzs.1_Missense_Mutation_p.R298L|CHN2_uc010kva.2_Intron|CHN2_uc010kvb.2_Intron|CHN2_uc010kvc.2_Missense_Mutation_p.R188L|CHN2_uc011jzt.1_Missense_Mutation_p.R236L|CHN2_uc010kvd.2_Missense_Mutation_p.R79L|CHN2_uc011jzu.1_Missense_Mutation_p.R208L|CHN2_uc010kvg.2_Missense_Mutation_p.R87L|CHN2_uc010kvh.2_Missense_Mutation_p.R87L|CHN2_uc010kvi.2_Missense_Mutation_p.R87L|CHN2_uc010kve.2_Missense_Mutation_p.R87L|CHN2_uc003taa.2_Missense_Mutation_p.R87L|CHN2_uc010kvf.2_Missense_Mutation_p.R87L|CHN2_uc010kvj.2_Missense_Mutation_p.R42L|CHN2_uc010kvk.2_Intron|CHN2_uc010kvl.2_Intron|CHN2_uc010kvm.2_Missense_Mutation_p.R42L|CHN2_uc011jzv.1_Missense_Mutation_p.R16LNM_004067 NP_004058 P52757 CHIO_HUMANPhorbol-ester/DAG-type. 2CACACGTTCCGAGGCCCACAC0.478

- 8 755 NM_015283 NP_056098 Q2PZI1 D19L1_HUMANHelical; (Potential). 0CACATTACACGGGTACACTGA0.299

- 21 2920MYO1G_uc003tmf.2_Missense_Mutation_p.D369N|MYO1G_uc003tmg.2_Missense_Mutation_p.D688N|MYO1G_uc010kym.2_Missense_Mutation_p.D811NNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4ACCAGCTGGTCTCCTCCGCTG0.721

- 2 734IGFBP3_uc003tnq.2_RNA|IGFBP3_uc003tnr.2_Missense_Mutation_p.S207F|IGFBP3_uc003tnt.2_Missense_Mutation_p.S104FNM_000598 NP_000589 P17936 IBP3_HUMAN Ser/Thr-rich. 3GGACTCGGAGGAGAAGTTCTG0.493

- 16 1944TYW1B_uc011keh.1_Splice_Site_p.K433_splice|TYW1B_uc011kei.1_Splice_Site_p.K221_spliceNM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0GTTATTCTTACCTTTCTGTGT0.428

+ 9 546RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_Intron|ELN_uc011kfe.1_Missense_Mutation_p.G121D|ELN_uc003tzn.2_Missense_Mutation_p.G152D|ELN_uc003tzz.2_Missense_Mutation_p.G140D|ELN_uc003tzo.2_Missense_Mutation_p.G152D|ELN_uc003tzp.2_Missense_Mutation_p.G142D|ELN_uc003tzq.2_Intron|ELN_uc003tzr.2_RNA|ELN_uc003tzs.2_Missense_Mutation_p.G152D|ELN_uc003tzt.2_Missense_Mutation_p.G157D|ELN_uc003tzu.2_Missense_Mutation_p.G157D|ELN_uc003tzv.2_Missense_Mutation_p.G142D|ELN_uc003tzx.2_Missense_Mutation_p.G142D|ELN_uc011kff.1_Missense_Mutation_p.G152D|ELN_uc003tzy.2_Missense_Mutation_p.G147DNM_000501 NP_001075224 P15502 ELN_HUMAN 5GTATACCCAGGTGGCGTGCTC0.478

+ 9 549RFC2_uc011kfa.1_Intron|ELN_uc003tzm.1_Intron|ELN_uc011kfe.1_Missense_Mutation_p.G122A|ELN_uc003tzn.2_Missense_Mutation_p.G153A|ELN_uc003tzz.2_Missense_Mutation_p.G141A|ELN_uc003tzo.2_Missense_Mutation_p.G153A|ELN_uc003tzp.2_Missense_Mutation_p.G143A|ELN_uc003tzq.2_Intron|ELN_uc003tzr.2_RNA|ELN_uc003tzs.2_Missense_Mutation_p.G153A|ELN_uc003tzt.2_Missense_Mutation_p.G158A|ELN_uc003tzu.2_Missense_Mutation_p.G158A|ELN_uc003tzv.2_Missense_Mutation_p.G143A|ELN_uc003tzx.2_Missense_Mutation_p.G143A|ELN_uc011kff.1_Missense_Mutation_p.G153A|ELN_uc003tzy.2_Missense_Mutation_p.G148ANM_000501 NP_001075224 P15502 ELN_HUMAN 5TACCCAGGTGGCGTGCTCCCA0.463

+ 8 1189RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Missense_Mutation_p.G308R|LIMK1_uc003uac.1_Missense_Mutation_p.G134RNM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3CCTCATCCACGGGGAGGTGCT0.677

- 22 15232 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CATTCTGTCCCATCTTCCCTC0.323

- 5 6233PCLO_uc003uhv.2_Missense_Mutation_p.G1982RNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TGCATAAATCCATTTTCTTCT0.363

- 25 3345ABCB4_uc003uiw.1_Missense_Mutation_p.A1090V|ABCB4_uc003uix.1_Missense_Mutation_p.A1043VNM_018849 NP_061337 P21439 MDR3_HUMANABC transporter 2.|Cytoplasmic (By similarity). 6CACTGTCCCCGCCAAGGGGTC0.498 rs143392573

- 3 257SRI_uc011khg.1_Splice_Site_p.P69_splice|SRI_uc003ujr.1_Splice_Site_p.P54_splice|SRI_uc011khh.1_Splice_Site_p.P54_splice|SRI_uc010lej.1_Splice_Site_p.P69_spliceNM_003130 NP_003121 P30626 SORCN_HUMAN 1TGTCAACTTACGTTTGTATCC0.383

+ 2 675STEAP2_uc003ujy.2_Missense_Mutation_p.H136Q|STEAP2_uc010len.2_Missense_Mutation_p.H94Q|STEAP2_uc003uka.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukb.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukc.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukd.2_Missense_Mutation_p.H94QNM_152999 NP_694544 Q8NFT2 STEA2_HUMAN 2TTGCTATACACAGAGAACATT0.378

+ 6 695MCM7_uc003usv.1_5'Flank|MCM7_uc003usw.1_5'Flank|MCM7_uc003usx.1_5'Flank|AP4M1_uc011kjg.1_Missense_Mutation_p.K117E|AP4M1_uc010lgl.1_Missense_Mutation_p.K163E|AP4M1_uc003utc.3_Missense_Mutation_p.K170E|AP4M1_uc010lgm.2_Missense_Mutation_p.K35E|AP4M1_uc003utd.2_Missense_Mutation_p.K163E|AP4M1_uc011kjh.1_Missense_Mutation_p.K115E|AP4M1_uc003ute.3_5'UTR|AP4M1_uc003utf.3_Missense_Mutation_p.K35ENM_004722 NP_004713 O00189 AP4M1_HUMAN 0ACAACAGAGCAAAGTGGCCCC0.572

+ 3 9234MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|49.27AGTGGCCATTCCTGAGGCTAG0.493

- 23 3189RELN_uc010liz.2_Missense_Mutation_p.R1010HNM_005045 NP_005036 P78509 RELN_HUMAN 19CTGGCTCCAGCGGAAACGGGT0.488

+ 9 903DLD_uc010ljm.1_RNA|DLD_uc011kmg.1_Missense_Mutation_p.L217F|DLD_uc011kmh.1_Missense_Mutation_p.L242F|DLD_uc011kmi.1_Missense_Mutation_p.L166FNM_000108 NP_000099 P09622 DLDH_HUMAN 1TCAACGCATCCTTCAAAAACA0.353

+ 3 483IRF5_uc010llr.1_Missense_Mutation_p.C121Y|IRF5_uc011kot.1_Intron|IRF5_uc011kou.1_Missense_Mutation_p.C121Y|IRF5_uc010lls.1_Missense_Mutation_p.C121Y|IRF5_uc003voh.2_Missense_Mutation_p.C121Y|IRF5_uc010llt.2_Missense_Mutation_p.C121Y|IRF5_uc003voi.2_Missense_Mutation_p.C121Y|IRF5_uc010llu.1_Missense_Mutation_p.C121Y|IRF5_uc003vok.2_Intron|IRF5_uc003voj.3_Missense_Mutation_p.C121Y|IRF5_uc010llv.1_Missense_Mutation_p.C121Y|IRF5_uc010llw.1_Missense_Mutation_p.C121YNM_002200 NP_002191 Q13568 IRF5_HUMANIRF tryptophan pentad repeat. 0TACGAGGTCTGCTCCAATGGC0.637

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11AATCCTGCACGGAGAAGGACA0.388

+ 13 1753 SSPO_uc010lpl.1_IntronNM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 2. 0CTTCTGGGGTGGTCAAGGTTG0.677

+ 53 7813 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 5. 0GGCACCCTGCGGCTTGCAGCC0.701

+ 2 365GALNTL5_uc003wkq.2_5'UTR|GALNTL5_uc003wkr.2_RNA|GALNTL5_uc003wks.2_RNA|GALNTL5_uc010lqf.2_5'UTRNM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANLumenal (Potential). 2AGCTTGGTCCCCTGGAAAAAA0.413

- 2 268VIPR2_uc010lqx.2_RNA|VIPR2_uc010lqy.2_RNANM_003382 NP_003373 P41587 VIPR2_HUMANExtracellular (Potential). 2ATTTCCAGATGAAATCGGCAT0.383



- 2 104 NM_001925 NP_001916 P12838 DEF4_HUMAN 1TGGGCCTGCCCGGACCTGGAG0.597

- 6 488SOX7_uc011kwz.1_Intron|PINX1_uc003wti.2_IntronNM_017884 NP_060354 Q96BK5 PINX1_HUMAN 3AGTCTTCTTACTCTGTCTTTT0.403

+ 8 1370SH2D4A_uc011kym.1_Missense_Mutation_p.A300V|SH2D4A_uc003wzc.2_Missense_Mutation_p.A345VNM_022071 NP_071354 Q9H788 SH24A_HUMAN 0GACACCATAGCCCCCTGGTTC0.517

- 7 1012REEP4_uc010ltt.1_Silent_p.T141TNM_025232 NP_079508 Q9H6H4 REEP4_HUMAN 1CCCCCGGCCCGGTACCCTGTG0.652

- 12 2371LOXL2_uc010lty.1_Missense_Mutation_p.D217NNM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANLysyl-oxidase like. 3ATGCCCTGATCGCCGAAGTTG0.592

- 1 503 NM_006158 NP_006149 P07196 NFL_HUMAN Rod.|Linker 1. 2CGCCCGGAAGCGGGATGGCTC0.672

+ 26 2643PTK2B_uc003xfo.1_Missense_Mutation_p.A612V|PTK2B_uc003xfp.1_Missense_Mutation_p.A612V|PTK2B_uc003xfq.1_Missense_Mutation_p.A612V|PTK2B_uc003xfr.1_Missense_Mutation_p.A358VNM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5TACACCCCAGCCGTGTGCATG0.617

- 6 1925C8orf41_uc010lvu.1_RNA|MAK16_uc003xjj.2_3'UTR|C8orf41_uc003xjk.3_Missense_Mutation_p.R436H|C8orf41_uc010lvv.2_Intron|C8orf41_uc003xjm.3_Missense_Mutation_p.R467HNM_025115 NP_079391 Q6NXR4 CH041_HUMAN 0TTGAGAACAGCGGTCCAGGAG0.448

+ 13 2345GPR124_uc010lvy.2_IntronNM_032777 NP_116166 Q96PE1 GP124_HUMANExtracellular (Potential). 5AGCAACACCTCCCGCCCTGGA0.682

- 1 262 NM_000025 NP_000016 P13945 ADRB3_HUMANExtracellular (By similarity). 2GGCGGTATTGGGCGCCAGGGT0.716

- 19 4006WHSC1L1_uc011lbm.1_Missense_Mutation_p.R1163K|WHSC1L1_uc010lwe.2_Missense_Mutation_p.R1114KNM_023034 NP_075447 Q9BZ95 NSD3_HUMAN SET. 1CTTAATGCTCCTTTTGGTCCT0.498

+ 16 1849IKBKB_uc010lxh.1_3'UTR|IKBKB_uc011lco.1_RNA|IKBKB_uc010lxj.1_Missense_Mutation_p.G335R|IKBKB_uc003xox.1_Missense_Mutation_p.G279R|IKBKB_uc011lcp.1_RNA|IKBKB_uc011lcq.1_Missense_Mutation_p.G556R|IKBKB_uc010lxi.1_RNA|IKBKB_uc011lcr.1_Missense_Mutation_p.G499RNM_001556 NP_001547 O14920 IKKB_HUMAN 7GAAGCAGGGGGGAACGCTGGA0.602

- 60 8158PRKDC_uc003xqj.2_Missense_Mutation_p.G2701W|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34CTTTTTTTCCCAAAATCAGGC0.502

- 6 1249ST18_uc011ldq.1_Missense_Mutation_p.E12K|ST18_uc011ldr.1_Missense_Mutation_p.E330K|ST18_uc011lds.1_Missense_Mutation_p.E270K|ST18_uc003xra.2_Missense_Mutation_p.E365K|ST18_uc003xrb.2_Missense_Mutation_p.E365KNM_014682 NP_055497 O60284 ST18_HUMAN C2HC-type 1. 5CACTTGGTCTCCCTCTTTTCA0.527

- 3 718TMEM68_uc003xsh.1_Missense_Mutation_p.R217CNM_152417 NP_689630 Q96MH6 TMM68_HUMAN 1AAGCCTCTGCGATGACCCCAT0.368

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3AGGTGGATGGGAAATCCAGAC0.443

+ 9 1175PTDSS1_uc003yhu.1_Splice_Site_p.G212_spliceNM_014754 NP_055569 P48651 PTSS1_HUMAN 1GGGTGTTTGGGTGAGTAATCT0.403

- 22 3523RGS22_uc003yja.1_Missense_Mutation_p.E929K|RGS22_uc003yjc.1_Missense_Mutation_p.E1098KNM_015668 NP_056483 Q8NE09 RGS22_HUMAN RGS 2. 7GGTCCTAACTCCTTCCGGTGT0.358

- 3 1437C8orf76_uc003yqd.2_Intron|ZHX1_uc003yqf.2_Missense_Mutation_p.R336H|ZHX1_uc003yqg.2_Intron|ZHX1_uc010mdi.2_Missense_Mutation_p.R336HNM_007222 NP_009153 Q9UKY1 ZHX1_HUMANRequired for dimerization.|Homeobox 1.|Required for interaction with NFYA.1ATGTTTTAAACGTTGGGCTGA0.403

+ 3 409 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2TGTCATGATTCCTATGAGAGT0.403

+ 8 1972 NM_001702 NP_001693 O14514 BAI1_HUMANExtracellular (Potential). 8GACCCCAGCGGGAGAGGTGGC0.637

+ 10 1074 NM_145754 NP_665697 Q96AC6 KIFC2_HUMAN Potential. 3TCCAGGACTTCGGGCACGGAT0.652

+ 5 1231 NM_138431 NP_612440 Q96ES6 MFSD3_HUMAN 2CACCCCCCTCAGGCCACACAC0.672

- 1 485 NM_005454 NP_005445 O95813 CER1_HUMAN 0CAAGATGACCCCCTGAGAAGC0.498

- 25 5055FREM1_uc010mic.2_Intron|FREM1_uc003zlk.2_5'Flank|FREM1_uc003zll.2_Missense_Mutation_p.R25WNM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 11. 5TGCTCGGTCCGCAGTCCATTG0.522

- 4 1132FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMAN 5GGCTGGCAGCCGAGTTCTCGC0.522

+ 7 1076C9orf93_uc010mih.1_Missense_Mutation_p.R254Q|C9orf93_uc003zme.2_Missense_Mutation_p.R161Q|C9orf93_uc011lmu.1_Missense_Mutation_p.R254Q|C9orf93_uc003zmc.2_Missense_Mutation_p.R254QNM_173550 NP_775821 Q6TFL3 CI093_HUMANPotential.|Glu-rich. 0CTTTTACGGCGACAAACAAGT0.348

- 4 890FANCG_uc003zwa.1_5'Flank|FANCG_uc010mkj.1_Intron|FANCG_uc011lot.1_Missense_Mutation_p.P133LNM_004629 NP_004620 O15287 FANCG_HUMAN 4CAGCAGCTCCGGCAGAAGGCA0.627

+ 11 1158FRMPD1_uc004aah.1_Nonsense_Mutation_p.R372*|FRMPD1_uc011lqm.1_Nonsense_Mutation_p.R194*|FRMPD1_uc011lqn.1_Nonsense_Mutation_p.R241*NM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN FERM. 9GCTGGAACCCCGACAGAAGGT0.438

+ 4 2479uc004ami.1_Intron|uc004amj.1_5'FlankNM_001145197 NP_001138669 Q6ZUB0 YI020_HUMAN 0AGGTCTAACTCTGAGAGAGAC0.468

- 11 1174SLC28A3_uc011lsy.1_Missense_Mutation_p.P281L|SLC28A3_uc004anu.1_Missense_Mutation_p.P350LNM_022127 NP_071410 Q9HAS3 S28A3_HUMANExtracellular (Potential). 4AGGTAAATATGGTCGGACCAG0.507

- 7 1010CDK20_uc004aps.2_Missense_Mutation_p.P214L|CDK20_uc004apt.2_Missense_Mutation_p.P227L|CDK20_uc004apu.2_Missense_Mutation_p.R173WNM_001039803 NP_001034892 Q8IZL9 CDK20_HUMANProtein kinase. 1GTTGTAGTCCGGCAGCTCAGT0.572

+ 3 461ANKRD19_uc004ass.2_RNA|ANKRD19_uc004asr.3_RNA 0TACAGCAACACTGCTCTCCAT0.433

- 1 520 NM_205859 NP_995581 Q8NGT1 OR2K2_HUMANExtracellular (Potential). 1GTGAAGTGATCGATGAGATTC0.537

- 8 785ZNF483_uc004bfg.2_Intron|PTGR1_uc011lwr.1_Missense_Mutation_p.G228S|PTGR1_uc004bfi.3_Missense_Mutation_p.G228S|PTGR1_uc004bfj.3_Missense_Mutation_p.G105S|PTGR1_uc010mue.2_Missense_Mutation_p.G228SNM_012212 NP_036344 Q14914 PTGR1_HUMAN 0TTCATCTGGCCGATAACAGTG0.403 rs146199919

- 1 25 OR1J2_uc004bmj.1_IntronNM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMANExtracellular (Potential). 2AACTCGGACACGCTGCTCTGG0.532

- 4 289 NM_000476 NP_000467 P00568 KAD1_HUMAN 0GAGCTGACCTCGGACCGCAGG0.632

+ 10 911 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7GCATCAGTTTGCGCAGGATGG0.428

+ 2 496_497 NM_001012715 NP_001012733 Q8NAJ2 CI106_HUMAN 0GCAGCCTCATGGGTGGGGAACC0.609

- 5 754BRD3_uc004cex.2_Missense_Mutation_p.T189INM_007371 NP_031397 Q15059 BRD3_HUMAN 8CTGGGAGACGGTGGGGGGCAC0.637

+ 3 210 NM_183241 NP_899064 Q9BUH6 CI142_HUMAN 0TCTCTAGAAAGCCCGTTTTGG0.657

- 30 5226ABCA2_uc011mel.1_Missense_Mutation_p.R1694Q|ABCA2_uc004ckl.1_Missense_Mutation_p.R1624Q|ABCA2_uc004ckm.1_Missense_Mutation_p.R1724Q|ABCA2_uc004ckn.1_RNANM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0CCCAGCTCACCGGTGCAGTCG0.652

+ 6 1010PLCXD1_uc011mgx.1_RNANM_018390 NP_060860 Q9NUJ7 PLCX1_HUMAN 0GCCCTCATCCGATACCTGGAG0.657

+ 6 693ARSF_uc004crf.1_Missense_Mutation_p.G158RNM_004042 NP_004033 P54793 ARSF_HUMAN 2 ATATAATTATGGGTTTGACTA0.498

+ 4 1126 NM_001649 NP_001640 Q13796 SHRM2_HUMAN Poly-Ala. 8GGCGGCTGCGGCACAGCACTT0.677

- 14 1715SH3KBP1_uc011mje.1_Missense_Mutation_p.D206Y|SH3KBP1_uc011mjf.1_Missense_Mutation_p.D229Y|SH3KBP1_uc004czl.2_Missense_Mutation_p.D430Y|SH3KBP1_uc010nfm.2_5'UTRNM_031892 NP_114098 Q96B97 SH3K1_HUMAN 0ACCACGGAGTCAAAACCTTCT0.433

- 1 649 NM_153270 NP_695002 Q8N239 KLH34_HUMAN BTB. 1TTCGCTGCCCTCGGTCTCCAG0.657



+ 1 1488 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGAGCCTCCCGACACTGGAGT0.622

+ 18 2585SYTL5_uc004ddv.2_Splice_Site_p.G684_splice|SYTL5_uc004ddx.2_Splice_Site_p.G706_spliceNM_001163335 NP_001156807 Q8TDW5 SYTL5_HUMAN 1CGCCTCTTCAGGTGTGAGCCA0.507

- 1 338 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN33 X 4 AA approximate tandem repeats of E-P-A-P.|12.2 ttctggggccggttctgaggc 0.174

+ 1 660 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1GTGGAAATGGCCCTAGAAGAA0.517

+ 2 806 NM_018969 NP_061842 Q9NS66 GP173_HUMANExtracellular (Potential). 1TACTTCAAGGCCAATGACACG0.547

- 13 1414PFKFB1_uc010nkd.1_Missense_Mutation_p.R256Q|PFKFB1_uc011mol.1_Missense_Mutation_p.R383QNM_002625 NP_002616 P16118 F261_HUMANFructose-2,6-bisphosphatase. 1AGGCTTCTCCCGGTGTGTGTT0.557

+ 6 1135BCYRN1_uc011mpt.1_Intron|NONO_uc004dzn.2_Missense_Mutation_p.R142H|NONO_uc004dzp.2_Missense_Mutation_p.R142H|NONO_uc011mpv.1_Missense_Mutation_p.R53H|NONO_uc004dzq.2_Missense_Mutation_p.R11HNM_001145408 NP_001138880 Q15233 NONO_HUMAN DBHS. 4CTGCGTGTGCGCTTTGCCTGC0.512

+ 4 781P2RY10_uc004edf.2_Missense_Mutation_p.P138SNM_014499 NP_055314 O00398 P2Y10_HUMANCytoplasmic (Potential). 5TCTCCTCAAGCCCTTCAGGGC0.512

+ 4 2453MUM1L1_uc004emg.1_Missense_Mutation_p.D602NNM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4ATACTTTGAGGATGAAGATCA0.338

+ 3 3433RGAG1_uc011msr.1_Missense_Mutation_p.A1063TNM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4ACAAATGACAGCCACAGACTC0.532

+ 1 132PGRMC1_uc011mts.1_Missense_Mutation_p.V6MNM_006667 NP_006658 O00264 PGRC1_HUMANLumenal (Potential). 0TGCCGAGGATGTGGTGGCGAC0.637

- 1 401 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN23 X 6 AA approximate repeats.|12. 0CATAGCTTCCGAAAAATCCAG0.453

+ 4 1259MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.468

- 2 2723SLITRK4_uc004fby.2_Missense_Mutation_p.E783KNM_173078 NP_775101 Q8IW52 SLIK4_HUMANCytoplasmic (Potential). 2GGTTGTTTTTCTGGATAGCGG0.383

+ 7 1338 NM_005140 NP_005131 Q16280 CNGA2_HUMANExtracellular (Potential). 3GGGAAATGTGGGCTCCATGAT0.517

+ 8 1129 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3AGACCCCGAAGAGTCATTGCC0.522

+ 11 2308PLXNB3_uc011mzb.1_Intron|PLXNB3_uc011mzc.1_Nonsense_Mutation_p.R394*|PLXNB3_uc010nuk.2_Nonsense_Mutation_p.R735*|PLXNB3_uc011mzd.1_Nonsense_Mutation_p.R351*NM_005393 NP_005384 Q9ULL4 PLXB3_HUMANExtracellular (Potential). 1TCAACATTTCCGAGTGAGCCA0.642

+ 9 1009DKC1_uc010nvf.2_Missense_Mutation_p.L267FNM_001363 NP_001354 O60832 DKC1_HUMAN 0GCATGATGTGCTTGATGCTCA0.433

+ 2 367NLGN4Y_uc004fte.2_Intron|NLGN4Y_uc011nas.1_Missense_Mutation_p.I39F|NLGN4Y_uc004ftf.2_5'UTR|NLGN4Y_uc004fth.2_Missense_Mutation_p.I39F|NLGN4Y_uc004fti.3_Missense_Mutation_p.I39FNM_014893 NP_055708 Q8NFZ3 NLGNY_HUMAN 0GTTCACCCTCATTGACAGCCA0.463

- 9 913CPSF3L_uc009vjy.1_RNA|CPSF3L_uc001aef.1_Nonsense_Mutation_p.W291*|CPSF3L_uc009vjz.1_Nonsense_Mutation_p.W263*|CPSF3L_uc010nyj.1_Nonsense_Mutation_p.W256*|CPSF3L_uc001aeg.1_Nonsense_Mutation_p.W161*|CPSF3L_uc001aeh.1_Nonsense_Mutation_p.W184*|CPSF3L_uc001aei.1_Nonsense_Mutation_p.W187*|CPSF3L_uc001aej.1_Nonsense_Mutation_p.W112*|CPSF3L_uc001aek.1_Nonsense_Mutation_p.W27*NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0TCTGGTTGGTCCAGGGGATGA0.562

- 13 1314DVL1_uc002quu.2_Missense_Mutation_p.A165T|DVL1_uc009vka.2_Missense_Mutation_p.A106T|DVL1_uc001aeu.1_Missense_Mutation_p.A182TNM_004421 NP_004412 O14640 DVL1_HUMAN DEP. 0ACCACGTCCGCCCCTGGCCGG0.697

- 4 460NADK_uc001aic.2_Missense_Mutation_p.M113I|NADK_uc001aid.3_Missense_Mutation_p.M113I|NADK_uc001aie.2_Missense_Mutation_p.M217I|NADK_uc010nyv.1_Missense_Mutation_p.M81I|NADK_uc009vkx.1_5'UTRNM_023018 NP_075394 O95544 NADK_HUMAN 0TGGCATCTCTCATCTTCTTGA0.602

- 2 860 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2 cggctctcttccttctccGAG 0.413

- 29 4390NPHP4_uc001alr.1_3'UTRNM_015102 NP_055917 O75161 NPHP4_HUMAN 1GGAGTCCTCTCTGAACCGCAG0.612

- 21 3362CHD5_uc001alz.1_5'UTR|CHD5_uc001ama.1_RNA|CHD5_uc001amc.1_RNA|CHD5_uc009vlx.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMANHelicase C-terminal. 12ATGGGGGTACCATTGAATCTG0.567

- 4 602ICMT_uc001aml.2_Missense_Mutation_p.A81TNM_012405 NP_036537 O60725 ICMT_HUMAN 0GTAAACATGGCCGCCTTCCTC0.502

+ 10 2963CAMTA1_uc010nzv.1_5'FlankNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IPT/TIG. 9ATTCAGCCTGGGGTGCTGCGC0.607

- 21 4459RERE_uc001apf.2_Missense_Mutation_p.L1217F|RERE_uc001apd.2_Missense_Mutation_p.L663FNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2GGGTCACTGAGGCGACCTTCA0.642

- 14 2165RERE_uc001apf.2_Missense_Mutation_p.R452K|RERE_uc010nzx.1_Missense_Mutation_p.R184K|RERE_uc001apd.2_5'UTRNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2CCTGCGGTGCCTACGATGGGC0.592

- 11 1467SLC2A5_uc010nzy.1_Splice_Site_p.S333_splice|SLC2A5_uc010nzz.1_Splice_Site_p.S277_splice|SLC2A5_uc010oaa.1_Splice_Site_p.S348_splice|SLC2A5_uc010oab.1_Splice_Site_p.S392_spliceNM_003039 NP_003030 P22732 GTR5_HUMAN 3GGTATGGGACCTGTAGGGGGA0.647

- 20 2277EXOSC10_uc001asb.2_Missense_Mutation_p.A718TNM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1TGCTCAGCTGCCTTCTTCTTG0.453

- 3 325EXOSC10_uc001asb.2_Missense_Mutation_p.G92E|EXOSC10_uc009vmy.1_Missense_Mutation_p.G92ENM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1GCTGCGACACCCATGGTACTG0.398

- 7 1350MTHFR_uc001atb.1_Splice_Site_p.W412_spliceNM_005957 NP_005948 P42898 MTHR_HUMAN 0CAGGCCCTCACCAGCGGCCGT0.562

- 1 678 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0AGGAGAGAATCCACTTTCTGT0.443

+ 8 3981PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.S1042F|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Missense_Mutation_p.S841F|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMANSH3-binding (Potential).|Pro-rich. 1CCCCTGATGTCTGCCGCCTCA0.403

+ 9 5916PRDM2_uc001avg.2_Missense_Mutation_p.D179N|PRDM2_uc009voe.2_RNA|PRDM2_uc009vof.2_RNANM_012231 NP_036363 Q13029 PRDM2_HUMAN 1TTGGCGTCCCGATGCTCTCCA0.587

+ 6 530 NM_015849 NP_056933 P08218 CEL2B_HUMANPeptidase S1. 1CAACGGGGCTCTCCCTGATGA0.567

+ 11 7379SPEN_uc010obp.1_Missense_Mutation_p.S2351FNM_015001 NP_055816 Q96T58 MINT_HUMANRID.|Interaction with MSX2 (By similarity). 15AAACCCCATTCCACTCCTCCT0.502

- 6 886RCC2_uc001bam.2_Missense_Mutation_p.C280YNM_001136204 NP_001129676 Q9P258 RCC2_HUMAN RCC1 4. 0ATATTCAGGGCACCCAAAGGA0.418

- 6 1887 NM_152232 NP_689418 Q8TE23 TS1R2_HUMANExtracellular (Potential). 4GCAGAGGCAGGTGGAGACCTT0.622

- 104 15279UBR4_uc001bbe.1_5'Flank|UBR4_uc001bbf.2_5'UTR|UBR4_uc010ocv.1_Missense_Mutation_p.S615F|UBR4_uc009vph.2_Missense_Mutation_p.S726F|UBR4_uc010ocw.1_Missense_Mutation_p.S756F|UBR4_uc001bbg.2_Missense_Mutation_p.S803F|UBR4_uc001bbh.2_Missense_Mutation_p.S801FNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GAGAAGGGAAGAACGGTAAGC0.468

- 35 4934UBR4_uc001bbm.1_Missense_Mutation_p.E855KNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GAATCTTCCTCTTCCACCGCC0.502

- 1 508CAPZB_uc001bce.2_Intron|CAPZB_uc009vpk.2_IntronNM_004930 NP_004921 P47756 CAPZB_HUMAN 0CTGATCCGAGGGACTTCCATA0.552

- 8 1875KIF17_uc001bdp.3_5'Flank|KIF17_uc001bdq.3_5'Flank|KIF17_uc009vpx.2_Intron|KIF17_uc001bds.3_Missense_Mutation_p.A586VNM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4CAGGTGCCCAGCGGCCTCCTG0.652

- 2 169ECE1_uc001bem.2_Missense_Mutation_p.V16M|ECE1_uc001bei.2_Missense_Mutation_p.V29M|ECE1_uc010odl.1_Missense_Mutation_p.V32M|ECE1_uc009vqa.1_Missense_Mutation_p.V32MNM_001397 NP_001388 P42892 ECE1_HUMANCytoplasmic (Potential). 3AGCGAGTCCACCAGGTCCTCC0.706

- 77 10668HSPG2_uc009vqd.2_Missense_Mutation_p.A3544VNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 21. 9CTCTACGTGGGCGATCCTGAC0.622

- 57 7343HSPG2_uc009vqd.2_Missense_Mutation_p.V2436INM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 9. 9GTGGGGGTGACCCCAAGTGCT0.637



- 9 1065AIM1L_uc001bmf.3_Missense_Mutation_p.T103MNM_001039775 NP_001034864 Q8N1P7 AIM1L_HUMAN 1TTTGCTTACCGTCCGGATGAC0.597

+ 2 679 NM_000911 NP_000902 P41143 OPRD_HUMANCytoplasmic (Potential). 2AGTGTTGACCGCTACATCGCT0.572

- 6 1653SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CTCTCCTCGACCTTCCCTCTG0.542

- 4 1011SDC3_uc001bsd.2_Missense_Mutation_p.E264KNM_014654 NP_055469 O75056 SDC3_HUMANExtracellular (Potential). 2GTGGTCTCTTCTTCTGGCAGC0.617

+ 6 546KPNA6_uc001buh.2_5'UTR|KPNA6_uc010ogx.1_Missense_Mutation_p.A150V|KPNA6_uc010ogy.1_Missense_Mutation_p.A158V|KPNA6_uc009vtz.2_IntronNM_012316 NP_036448 O60684 IMA7_HUMANNLS binding site (major) (By similarity).|ARM 2. 0ACGAATATTGCCTCTGGAACC0.453

+ 11 1292RBBP4_uc001bvs.2_Missense_Mutation_p.S377F|RBBP4_uc010ohj.1_Missense_Mutation_p.S126F|RBBP4_uc010ohk.1_Missense_Mutation_p.S343FNM_005610 NP_005601 Q09028 RBBP4_HUMAN WD 6. 1GCCAAGATATCTGATTTCTCC0.363

+ 6 2076KIAA1522_uc001bvu.1_Missense_Mutation_p.S706F|KIAA1522_uc010ohm.1_Missense_Mutation_p.S658F|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0AGTCCTCAGTCCCCTCCCACT0.617

- 5 1243RNF19B_uc001bwm.3_Missense_Mutation_p.V414I|RNF19B_uc010ohp.1_Missense_Mutation_p.V414INM_153341 NP_699172 Q6ZMZ0 RN19B_HUMANHelical; (Potential). 0GCAGCAATAACTGGGGATGCA0.463

- 13 2207PHC2_uc001bxh.1_Missense_Mutation_p.G690D|PHC2_uc009vuh.1_Missense_Mutation_p.G719D|PHC2_uc001bxe.1_Missense_Mutation_p.G183D|PHC2_uc001bxf.1_Missense_Mutation_p.G133DNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1GGGCACAGTGCCTGTTGGCTG0.498

- 12 2058PHC2_uc001bxh.1_Splice_Site_p.R640_splice|PHC2_uc009vuh.1_Splice_Site_p.R669_splice|PHC2_uc001bxe.1_Splice_Site_p.R133_splice|PHC2_uc001bxf.1_Splice_Site_p.R83_spliceNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1CACGTTGTACCTTCAGGGACA0.567

+ 10 1334 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1GGTGGGTGGACCTGATCCATA0.443

+ 4 671EIF2C1_uc001bzk.2_Missense_Mutation_p.P78L|EIF2C1_uc009vuy.2_5'FlankNM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3ATCCCTGTTCCCTTGGAGTCT0.542

+ 5 1659THRAP3_uc001caf.3_Missense_Mutation_p.P479S|THRAP3_uc001cag.1_Missense_Mutation_p.P479SNM_005119 NP_005110 Q9Y2W1 TR150_HUMAN 9ATATGCACCTCCAGGGAAGGA0.483

- 14 2093 NM_013285 NP_037417 Q13823 NOG2_HUMAN 2ACATCTTCTTCCAGTGTTTTT0.333

- 2 368RRAGC_uc010oim.1_Missense_Mutation_p.D82N|RRAGC_uc001ccr.2_Missense_Mutation_p.D38NNM_022157 NP_071440 Q9HB90 RRAGC_HUMANGTP (By similarity). 1CCAGGAAAATCCCATATCTGG0.408

+ 10 1584 NM_005857 NP_005848 O75844 FACE1_HUMAN 0TGGCATTATTCTCATCCTCCA0.388

+ 55 7748KIAA0467_uc001cjl.1_Missense_Mutation_p.S417FNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0TGCTTCCTATCCATGACGGTC0.572

+ 10 1529KDM4A_uc010oki.1_Splice_Site_p.D455_spliceNM_014663 NP_055478 O75164 KDM4A_HUMAN 1ACCTTCCCAGGTTAGTTGACT0.502

+ 6 478ATP6V0B_uc001clc.2_Missense_Mutation_p.P123S|ATP6V0B_uc001cle.2_Missense_Mutation_p.P76S|ATP6V0B_uc001clf.2_Missense_Mutation_p.P76S|B4GALT2_uc001clg.2_5'Flank|B4GALT2_uc001clh.2_5'FlankNM_004047 NP_004038 Q99437 VATO_HUMANCytoplasmic (Potential). 1TGCCACAGACCCCAAGGCCAT0.517

- 22 3524PTCH2_uc010olg.1_Missense_Mutation_p.G869DNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANCytoplasmic (Potential). 18GATGTAGGCACCAGGCAGGGG0.657

+ 7 1410MUTYH_uc001cnf.2_5'Flank|MUTYH_uc009vxo.2_5'Flank|MUTYH_uc001cng.2_5'Flank|MUTYH_uc001cnj.2_5'Flank|MUTYH_uc001cni.2_5'Flank|MUTYH_uc001cnh.2_5'Flank|MUTYH_uc001cno.2_5'Flank|MUTYH_uc001cnk.2_5'Flank|MUTYH_uc010oll.1_5'Flank|MUTYH_uc001cnm.2_5'Flank|MUTYH_uc001cnl.2_5'Flank|MUTYH_uc009vxp.2_5'Flank|MUTYH_uc001cnn.2_5'Flank|TOE1_uc001cnq.3_RNA|TOE1_uc010olm.1_Missense_Mutation_p.S196N|TOE1_uc010oln.1_3'UTR|TOE1_uc001cnr.3_RNANM_025077 NP_079353 Q96GM8 TOE1_HUMAN 1TATCCTTCCAGCATGAGGGAC0.577 rs142271220

- 6 633POMGNT1_uc010olx.1_Missense_Mutation_p.D135N|POMGNT1_uc010oly.1_RNA|POMGNT1_uc010olz.1_Missense_Mutation_p.D14N|POMGNT1_uc001cpg.2_Missense_Mutation_p.D157N|POMGNT1_uc001cpf.2_5'UTR|POMGNT1_uc001cpj.2_Missense_Mutation_p.D141N|POMGNT1_uc001cpi.1_5'FlankNM_017739 NP_060209 Q8WZA1 PMGT1_HUMANLumenal (Potential). 1ATGGCCTCATCCTCATGAGGT0.547

+ 2 351NSUN4_uc010omc.1_Missense_Mutation_p.A32V|NSUN4_uc009vyf.1_5'UTR|NSUN4_uc009vyg.1_Missense_Mutation_p.A32V|NSUN4_uc001cpt.1_RNA|NSUN4_uc001cps.1_RNANM_199044 NP_950245 Q96CB9 NSUN4_HUMAN 0AATAACTTTGCTGCCTGGGAT0.493

- 8 1027TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Missense_Mutation_p.R244K|STIL_uc010omo.1_Missense_Mutation_p.R291K|STIL_uc001crd.1_Missense_Mutation_p.R291K|STIL_uc001cre.1_Missense_Mutation_p.R291K|STIL_uc001crg.1_Missense_Mutation_p.R244KNM_003035 NP_003026 Q15468 STIL_HUMAN 3TATCACTTGCCTTTCTTGAAC0.348

+ 10 1126PRPF38A_uc001ctw.3_Missense_Mutation_p.G119RNM_032864 NP_116253 Q8NAV1 PR38A_HUMAN 0AAGAAGAGCCGGAGAGGGAAT0.348

+ 3 668FAM159A_uc001cug.1_Intron|FAM159A_uc001cuh.2_IntronNM_001042693 NP_001036158 Q6UWV7 F159A_HUMAN 0TGGACCAGTCCCATAAACATT0.498

+ 16 3071C1orf175_uc001cxq.2_RNA|C1orf175_uc010ooc.1_Missense_Mutation_p.R484K|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Missense_Mutation_p.R434K|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc010oog.1_Missense_Mutation_p.R916K|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNA|C1orf175_uc009vzr.1_Missense_Mutation_p.R118K|C1orf175_uc001cxu.2_Missense_Mutation_p.R62KNM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0CTGCTACTGAGGATGGGCTGC0.597

+ 8 1064C1orf177_uc001cya.3_Missense_Mutation_p.G337ENM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0ACCTCCAAGGGGTCAGGTGCA0.552

- 5 669C8B_uc010oon.1_Missense_Mutation_p.S139F|C8B_uc010ooo.1_Missense_Mutation_p.S149FNM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4GTAATGCGGGGAGCATCCACC0.398

- 5 1043DAB1_uc001cyt.1_Intron|OMA1_uc001cyx.1_Missense_Mutation_p.H319Y|OMA1_uc009vzz.2_Missense_Mutation_p.H319YNM_145243 NP_660286 Q96E52 OMA1_HUMAN 1GAAAGTTGATGAATATCGGTT0.338

- 3 594KANK4_uc001dai.3_Intron|KANK4_uc001dag.3_5'FlankNM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6GGAAGGCTGAAGTTTCGGGGC0.562

- 10 1110DOCK7_uc001dan.2_Missense_Mutation_p.A251V|DOCK7_uc001dao.2_Missense_Mutation_p.A251V|DOCK7_uc001dap.2_Missense_Mutation_p.A359V|DOCK7_uc009wah.1_Missense_Mutation_p.A359VNM_033407 NP_212132 Q96N67 DOCK7_HUMAN 2ATATGGTTCTGCACACTCTCC0.328

+ 20 2740CACHD1_uc001dbp.1_Missense_Mutation_p.P634S|CACHD1_uc001dbq.1_Missense_Mutation_p.P634S|CACHD1_uc010opa.1_Missense_Mutation_p.P123SNM_020925 NP_065976 Q5VU97 CAHD1_HUMANExtracellular (Potential). 2AGCAAGGATCCCAGGAACCAA0.498

+ 7 832DNAJC6_uc001dcc.1_Missense_Mutation_p.P254L|DNAJC6_uc010opc.1_Missense_Mutation_p.P210L|DNAJC6_uc001dce.1_Missense_Mutation_p.P280LNM_014787 NP_055602 O75061 AUXI_HUMAN 3GCAGACAAGCCCTACCGCCCT0.478

- 11 1246 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1ATAGTCTCGTCACTGCACAGA0.473

- 12 2338uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.E501KNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5GCAGTGCTTTCTTCCCAAAGC0.478

- 3 1251CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Missense_Mutation_p.G179RNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0GGAGCTCTTCCTCCCATTCCA0.517

- 3 1011CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Missense_Mutation_p.P99SNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0CTTCTTGGAGGTGGGGGCGGT0.512

+ 11 2046GBP6_uc010ost.1_Missense_Mutation_p.P461LNM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2GATGATACTCCCTGGATTGCA0.393

+ 3 2983LRRC8D_uc001dnn.2_Missense_Mutation_p.P853LNM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2ATAAATATTCCCTTTGCAAAT0.393

- 4 3318ZNF644_uc001dnv.2_Intron|ZNF644_uc001dnx.2_IntronNM_201269 NP_958357 Q9H582 ZN644_HUMAN C2H2-type 7. 3TTTCAAGTGGCCTCTAACATG0.363

+ 3 185C1orf146_uc010ote.1_IntronNM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1CACAAAGTTCGATATTCAGAT0.299

- 45 3760COL11A1_uc001duk.2_Missense_Mutation_p.P344S|COL11A1_uc001dum.2_Missense_Mutation_p.P1160S|COL11A1_uc001dun.2_Missense_Mutation_p.P1109S|COL11A1_uc009weh.2_Missense_Mutation_p.P1032SNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12GGACCGGGAGGGCCCTGCAGT0.448

- 18 2156COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.G625A|COL11A1_uc001dun.2_Missense_Mutation_p.G574A|COL11A1_uc009weh.2_Missense_Mutation_p.G497ANM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12TACCCTGTGACCTTTGTCACC0.299

- 5 602AKNAD1_uc010ovb.1_Intron|CLCC1_uc001dwf.1_Missense_Mutation_p.W170C|CLCC1_uc001dwg.1_Missense_Mutation_p.W120C|CLCC1_uc009wes.1_Intron|CLCC1_uc009wet.1_Intron|CLCC1_uc001dwh.1_Missense_Mutation_p.W170CNM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1ATCGCCACTTCCATGTTTCAA0.368

+ 3 575CYB561D1_uc010ovl.1_Missense_Mutation_p.V115M|CYB561D1_uc010ovm.1_Missense_Mutation_p.V114M|CYB561D1_uc001dxu.2_3'UTR|CYB561D1_uc001dxw.2_3'UTR|CYB561D1_uc010ovo.1_Missense_Mutation_p.V194M|CYB561D1_uc009wfd.2_Missense_Mutation_p.V121M|CYB561D1_uc010ovp.1_Missense_Mutation_p.V106MNM_182580 NP_872386 Q8N8Q1 C56D1_HUMANCytochrome b561.|Helical; (Potential). 0ATGTGGACTGGTGGTCTACCT0.592

- 1 1830 NM_002232 NP_002223 P22001 KCNA3_HUMAN 5TGGTTCATACCCCCCTCTTCG0.517



- 2 694C1orf183_uc001ebp.1_Missense_Mutation_p.G164ENM_019099 NP_061972 Q9NTI7 CA183_HUMAN 2ACCCTTCTCCCCACCCTTCTC0.592

+ 8 1156ATP1A1_uc010owv.1_Missense_Mutation_p.L242F|ATP1A1_uc010oww.1_Missense_Mutation_p.L273F|ATP1A1_uc010owx.1_Missense_Mutation_p.L242FNM_000701 NP_000692 P05023 AT1A1_HUMANCytoplasmic (Potential). 1AATTGCCACACTTGCTTCTGG0.498

- 2 1130TRIM45_uc009whe.2_Missense_Mutation_p.G181D|TRIM45_uc001eha.2_Missense_Mutation_p.G77DNM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1CCGGCTGTAGCCTTTCAAGTC0.512

- 5 818VTCN1_uc001ehc.2_Missense_Mutation_p.S154N|VTCN1_uc009whf.1_Missense_Mutation_p.S133NNM_024626 NP_078902 Q7Z7D3 VTCN1_HUMANExtracellular (Potential). 0CTGTAGGTGACTCCGCCTTTT0.453

- 15 2148 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6CACTGACTAGGATCTGAAGGT0.373

+ 14 1459 NM_003568 NP_003559 O76027 ANXA9_HUMAN Annexin 4. 0GCAGTGAAAGGGGATTGCCAG0.552

+ 7 1047PRUNE_uc001ewi.1_Missense_Mutation_p.P122L|PRUNE_uc010pco.1_Missense_Mutation_p.P72L|PRUNE_uc001ewj.1_Intron|PRUNE_uc001ewk.1_IntronNM_021222 NP_067045 Q86TP1 PRUNE_HUMAN 1ATTTTCTGTCCCCATGTGGCA0.502

+ 9 3715ZNF687_uc009wmo.2_Missense_Mutation_p.G1206D|ZNF687_uc009wmp.2_3'UTRNM_020832 NP_065883 Q8N1G0 ZN687_HUMANC2H2-type 10. 4AAGGTCTGTGGCAAGAGCTGC0.617

- 6 1157POGZ_uc001eye.1_Missense_Mutation_p.P231L|POGZ_uc010pdb.1_Missense_Mutation_p.P284L|POGZ_uc001eyf.1_Missense_Mutation_p.P231L|POGZ_uc010pdc.1_Missense_Mutation_p.P231L|POGZ_uc009wmv.1_Missense_Mutation_p.P189L|POGZ_uc010pdd.1_Intron|POGZ_uc001eyg.1_Missense_Mutation_p.P284LNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3ACCTAGCTTGGGATTCGTGGT0.557

- 2 371POGZ_uc001eye.1_Missense_Mutation_p.S22N|POGZ_uc010pdb.1_Missense_Mutation_p.S22N|POGZ_uc001eyf.1_Missense_Mutation_p.S22N|POGZ_uc010pdc.1_Missense_Mutation_p.S22N|POGZ_uc009wmv.1_Missense_Mutation_p.S22N|POGZ_uc010pdd.1_Translation_Start_Site|POGZ_uc001eyg.1_Missense_Mutation_p.S22NNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3AATGACATCACTGATTTTCTG0.388

- 2 1127 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANExtracellular (Potential).|LRR 10. 1GCAATGGAGGTGAGGCATGCC0.602

- 2 2866TCHH_uc009wne.1_Missense_Mutation_p.R956WNM_007113 NP_009044 Q07283 TRHY_HUMAN4-2.|10 X 30 AA tandem repeats. 5TGCCTTTCCCGCTCCTGGCGT0.333

- 3 6755 NM_002016 NP_002007 P20930 FILA_HUMANSer-rich.|Filaggrin 13. 16AACACTGGATCCCCGGGGCCT0.582

- 3 7173 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17GCTTTTTCTGCTGCCACCAGA0.453

- 4 956 NM_006694 NP_006685 O76095 JTB_HUMANExtracellular (Potential). 0CTCTACATATCCTGTGGGACC0.443

- 3 464TPM3_uc010pei.1_Splice_Site|TPM3_uc001fdy.1_Missense_Mutation_p.A80T|TPM3_uc001fdz.1_Missense_Mutation_p.A80T|TPM3_uc001fea.1_Missense_Mutation_p.A80T|TPM3_uc001feb.1_Missense_Mutation_p.A80T|TPM3_uc010pej.1_Intron|TPM3_uc009wor.2_Intron|TPM3_uc001fed.1_Missense_Mutation_p.A80TNM_152263 NP_689476 P06753 TPM3_HUMAN By similarity. 34GCTTTTTCAGCTTCTTCCAGC0.498

+ 21 2251 NM_020452 NP_065185 P98198 AT8B2_HUMANCytoplasmic (Potential). 2GAAAGCCCGGGAGAAGATGAT0.542

- 2 411ADAR_uc001ffj.2_Missense_Mutation_p.L71F|ADAR_uc001ffi.2_Missense_Mutation_p.L71F|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTR|ADAR_uc001ffm.1_RNA|ADAR_uc001ffn.1_Missense_Mutation_p.L71FNM_001111 NP_001102 P55265 DSRAD_HUMAN 6CTTGGCCGGAGTCCTGGGAGG0.562

- 3 456 NM_138300 NP_612157 Q9BRQ0 PYGO2_HUMAN Pro-rich. 1ACTTTGGGGGCTCCGAAGTCA0.617

+ 10 2224RAG1AP1_uc010pey.1_Intron|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Missense_Mutation_p.L588W|TRIM46_uc001fhu.1_Missense_Mutation_p.L691W|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN B30.2/SPRY. 3CGTGGGCTCTTGGAGTGCCCC0.657

- 9 984RAG1AP1_uc010pey.1_Intron|THBS3_uc009wqi.2_Missense_Mutation_p.A312T|THBS3_uc001fiz.2_Missense_Mutation_p.A321T|THBS3_uc001fiy.2_5'UTR|THBS3_uc010pfu.1_Missense_Mutation_p.A201T|THBS3_uc010pfv.1_RNA|THBS3_uc001fja.2_RNANM_007112 NP_009043 P49746 TSP3_HUMANEGF-like 2; calcium-binding (Potential). 5TCAGCGTGAGCACACTGGGGA0.617

- 4 608RAG1AP1_uc010pey.1_Intron|SCAMP3_uc001fjr.2_5'UTR|SCAMP3_uc001fju.2_Missense_Mutation_p.E119K|SCAMP3_uc001fjv.2_Missense_Mutation_p.E119K|SCAMP3_uc001fjt.2_Missense_Mutation_p.E93KNM_005698 NP_005689 O14828 SCAM3_HUMANCytoplasmic (Potential). 3TGCTGCAGCTCTCGCTCCCTT0.577

+ 2 329SLC25A44_uc010phc.1_Missense_Mutation_p.D3N|SLC25A44_uc009wrr.2_Missense_Mutation_p.D3N|SLC25A44_uc010phd.1_Intron|SLC25A44_uc010phe.1_IntronNM_014655 NP_055470 Q96H78 S2544_HUMAN 1CACCATGGAGGACAAACGCAA0.512

- 18 2776SMG5_uc009wrv.2_IntronNM_015327 NP_056142 Q9UPR3 SMG5_HUMAN PINc. 5GCGGCCACTGGTGGCCAGTTG0.502

- 4 767C1orf85_uc001fof.3_5'Flank|C1orf85_uc001fog.1_Intron|C1orf85_uc001foi.2_Missense_Mutation_p.E252K|C1orf85_uc009wrx.2_Missense_Mutation_p.E185K|C1orf85_uc001foj.2_Missense_Mutation_p.E166KNM_144580 NP_653181 Q8WWB7 NCUG1_HUMANLumenal (Potential). 2GAGTGCTGCTCCTGCATTGAG0.607

- 3 179GPATCH4_uc001fpl.2_Missense_Mutation_p.R42KNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN G-patch. 1CAGTGTCACCCTGAGAGCCTG0.572

- 2 165FCRL1_uc001frh.2_Missense_Mutation_p.E18K|FCRL1_uc001fri.2_Missense_Mutation_p.E18K|FCRL1_uc001frj.2_RNANM_052938 NP_443170 Q96LA6 FCRL1_HUMANExtracellular (Potential).|Ig-like C2-type 1. 7TGCAACTCACCGGCAGGTTCA0.483

+ 3 650CD1D_uc009wsr.1_Missense_Mutation_p.G51R|CD1D_uc009wss.2_Missense_Mutation_p.G51R|CD1D_uc009wst.1_5'UTRNM_001766 NP_001757 P15813 CD1D_HUMANExtracellular (Potential). 1GGCGTGGCTGGGGGAGCTGCA0.647

- 2 307CRP_uc001ftx.1_Intron|CRP_uc001fty.1_5'FlankNM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1CGAGAAAATACTGTACCCACG0.443

+ 17 2476ATP1A2_uc001fvb.2_Missense_Mutation_p.P782S|ATP1A2_uc001fvd.2_Missense_Mutation_p.P518SNM_000702 NP_000693 P50993 AT1A2_HUMANHelical; (Potential). 7CAGCAACATCCCCGAGATCAC0.552

+ 10 1239NCSTN_uc001fvy.2_Missense_Mutation_p.T352I|NCSTN_uc010pjf.1_Missense_Mutation_p.T234I|NCSTN_uc001fvz.2_Missense_Mutation_p.T152I|NCSTN_uc010pjg.1_Missense_Mutation_p.T114INM_015331 NP_056146 Q92542 NICA_HUMANExtracellular (Potential). 2GCCTTAAGAACTTCATTAGAG0.483

- 4 561NIT1_uc001fxw.2_Intron|DEDD_uc009wty.2_Missense_Mutation_p.A130T|DEDD_uc001fya.2_Missense_Mutation_p.A130T|DEDD_uc001fyb.2_Missense_Mutation_p.A130T|DEDD_uc010pkb.1_Missense_Mutation_p.A87T|DEDD_uc001fyc.2_5'UTRNM_001039712 NP_001034801 O75618 DEDD_HUMAN 0TCACTGAGGGCTCTGGGGGTC0.473

+ 3 940USP21_uc010pkc.1_Missense_Mutation_p.A188V|USP21_uc010pkd.1_Missense_Mutation_p.A188V|USP21_uc010pkf.1_Missense_Mutation_p.A188VNM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5ATGATATCCGCCCGGTCCTCT0.577

+ 6 843PPOX_uc001fyn.2_Intron|PPOX_uc001fyg.2_Missense_Mutation_p.P185S|PPOX_uc001fyl.2_Missense_Mutation_p.P151S|PPOX_uc001fym.2_Intron|PPOX_uc001fyk.2_Missense_Mutation_p.P23S|PPOX_uc001fyh.2_Missense_Mutation_p.P23S|PPOX_uc010pkg.1_Missense_Mutation_p.P23S|PPOX_uc009wuc.1_Missense_Mutation_p.P23S|PPOX_uc010pkh.1_Intron|PPOX_uc001fyi.2_Missense_Mutation_p.P23SNM_001122764 NP_001116236 P50336 PPOX_HUMAN 1GTCCTGCTTTCCCAGTCTCTT0.542

- 4 617 RGS5_uc009wvb.2_RNANM_003617 NP_003608 O15539 RGS5_HUMAN RGS. 0TTAGGAGCCTCCGTTTGAATG0.478

- 2 412 NM_199351 NP_955383 Q71H61 ILDR2_HUMANIg-like V-type.|Extracellular (Potential). 1GATCTCTCTGCCCCTGTAGAA0.463

+ 15 1700POU2F1_uc001ged.2_Missense_Mutation_p.P511L|POU2F1_uc001gee.2_Missense_Mutation_p.P513L|POU2F1_uc010plh.1_Missense_Mutation_p.P450L|POU2F1_uc001gef.2_Missense_Mutation_p.P525L|POU2F1_uc001geg.2_Missense_Mutation_p.P411L|POU2F1_uc009wvg.1_RNANM_002697 NP_002688 P14859 PO2F1_HUMAN 5TCCACAGCGCCTCCAGCTTCC0.532

+ 5 893MPZL1_uc001gep.2_Intron|MPZL1_uc001geq.2_Intron|MPZL1_uc009wvh.2_RNANM_003953 NP_003944 O95297 MPZL1_HUMANCytoplasmic (Potential). 2AAAGAGTCTGCCTTCTGGATC0.507

- 13 3902 NM_000130 NP_000121 P12259 FA5_HUMAN2-8.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.|B.6GTCTGGCTGAGGTCTAAAGAA0.527

+ 7 1209FMO1_uc010pme.1_Missense_Mutation_p.P295L|FMO1_uc001ghl.2_Missense_Mutation_p.P358L|FMO1_uc001ghm.2_Missense_Mutation_p.P358L|FMO1_uc001ghn.2_Missense_Mutation_p.P358LNM_002021 NP_002012 Q01740 FMO1_HUMAN 1TATATCTTCCCTGCACATCTG0.483

+ 4 1524METTL13_uc001gia.2_Missense_Mutation_p.P307S|METTL13_uc001gib.2_Missense_Mutation_p.P237S|METTL13_uc010pml.1_Missense_Mutation_p.P392SNM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1AGACTGCAGCCCCTTGAGCGG0.547

+ 2 202KLHL20_uc010pmr.1_Silent_p.Q10Q|KLHL20_uc009wwf.2_Intron|KLHL20_uc001gjd.2_Missense_Mutation_p.R8KNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN 1CCAATGCGCAGGTAGGCATTT0.348

- 11 1979RC3H1_uc010pms.1_Missense_Mutation_p.A631V|RC3H1_uc001gjv.2_Missense_Mutation_p.A631V|RC3H1_uc010pmt.1_Missense_Mutation_p.A631VNM_172071 NP_742068 Q5TC82 RC3H1_HUMAN Pro-rich. 2AGGTTCAGGAGCAGATGGTGG0.488

+ 10 1264 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMANHelical; (Potential). 2GCTCTTGCCTCTGGGAGTTTT0.433

+ 10 1830 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMANLumenal (Potential). 2TTTTCTTAAAGTCAAGTTCAC0.418

+ 38 9655CEP350_uc009wxl.2_Missense_Mutation_p.G3090E|CEP350_uc001gnv.2_Missense_Mutation_p.G1226E|CEP350_uc001gnw.1_Missense_Mutation_p.G848E|CEP350_uc001gnx.1_Missense_Mutation_p.G848ENM_014810 NP_055625 Q5VT06 CE350_HUMAN 4CTAGCCGACGGGATCTTTGAG0.443

+ 28 5050 NM_002293 NP_002284 P11047 LAMC1_HUMANPotential.|Domain II and I. 5ACCTTACCATCTGGCTGCTTC0.537



+ 68 10733 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 33. 23TGAAGATTCGGGAAAGTACAC0.483

+ 12 1582CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.V427I|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.V411INM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4AGTGCATGGCGTATCATTTGA0.294

+ 28 5835NAV1_uc001gwx.2_Missense_Mutation_p.V1439INM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4GGATAGGACAGTCAAAGACAG0.502

+ 4 617 NM_198149 NP_937792 Q96DD7 SHSA4_HUMANCytoplasmic (Potential).|Pro-rich. 0CCCAGCTGGGCCCCCAGTCTA0.612

+ 5 382 NM_006335 NP_006326 Q99595 TI17A_HUMANHelical; (Potential). 0GGTTGGGTCAGCCGCAATGGG0.398

+ 3 709RNPEP_uc001gxe.2_Intron|RNPEP_uc001gxf.2_Missense_Mutation_p.P96LNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1CAGCCCATCCCCTCCTATCTG0.527

+ 15 1304LGR6_uc001gxv.2_Missense_Mutation_p.T383I|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Missense_Mutation_p.T296INM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANLRR 15.|Extracellular (Potential). 10AACCAGCTGACCACACTGCCC0.572

+ 20 3011ZC3H11A_uc001had.2_Missense_Mutation_p.D799N|ZC3H11A_uc001hae.2_Missense_Mutation_p.D799N|ZC3H11A_uc001haf.2_Missense_Mutation_p.D799N|ZC3H11A_uc010pqm.1_Missense_Mutation_p.D745NNM_014827 NP_055642 O75152 ZC11A_HUMAN 2AGATGAAGATGACCTTCTGCT0.403

- 3 2183MDM4_uc001hbd.1_Intron|LRRN2_uc001hbf.1_Missense_Mutation_p.V599M|LRRN2_uc009xbf.1_Missense_Mutation_p.V599M|MDM4_uc001hbc.2_IntronNM_006338 NP_006329 O75325 LRRN2_HUMANExtracellular (Potential). 2GCAAAGGCCACTTGCAGGCAG0.637

- 2 554DSTYK_uc001hbx.2_Missense_Mutation_p.S164GNM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1AGCGCCAGGCTGACCCGAGTC0.602

- 17 1891SLC26A9_uc001hdo.2_Missense_Mutation_p.V261I|SLC26A9_uc001hdp.2_Missense_Mutation_p.V593INM_052934 NP_443166 Q7LBE3 S26A9_HUMAN STAS. 2TGCAGGGAGACAGTCTGGAAG0.612

+ 25 4167CR1_uc009xcl.1_Missense_Mutation_p.G893R|CR1_uc001hfx.2_Missense_Mutation_p.G1793RNM_000573 NP_000564 P17927 CR1_HUMANExtracellular (Potential).|Sushi 21. 3TATTCCCTATGGAAAAGAAAT0.468

- 13 2317LAMB3_uc009xco.2_Missense_Mutation_p.V643I|LAMB3_uc001hhh.2_Missense_Mutation_p.V643I|LAMB3_uc010psl.1_Intron|hsa-mir-4260|MI0015859_5'FlankNM_001017402 NP_001017402 Q13751 LAMB3_HUMAN Domain II. 6TGCTCTGTGACTGCGGGGCTG0.587

+ 16 1849TRAF3IP3_uc001hhn.2_Missense_Mutation_p.P500L|TRAF3IP3_uc009xcr.2_Missense_Mutation_p.P520LNM_025228 NP_079504 Q9Y228 T3JAM_HUMANCytoplasmic (Potential). 2CAGCTGCCTCCCAGAGTAAGA0.498

+ 11 1562RCOR3_uc010psw.1_Missense_Mutation_p.R523C|RCOR3_uc001hif.2_3'UTR|RCOR3_uc009xcz.2_RNANM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN Pro-rich. 1CATGCCACCCCGTCTAAACCC0.527

+ 7 924DTL_uc010ptb.1_Nonsense_Mutation_p.Q162*|DTL_uc001hiz.3_5'UTRNM_016448 NP_057532 Q9NZJ0 DTL_HUMAN 0CAAGAAGAAACAGAATTCAAA0.388

- 7 653BPNT1_uc010pug.1_Missense_Mutation_p.P106S|BPNT1_uc010puh.1_Missense_Mutation_p.P125S|BPNT1_uc001hmb.3_Missense_Mutation_p.P176SNM_006085 NP_006076 O95861 BPNT1_HUMAN 1ACAGCATCTGGTCCTGCCTGT0.428

+ 11 1714MARK1_uc009xdw.2_Missense_Mutation_p.P373S|MARK1_uc010pun.1_Missense_Mutation_p.P373S|MARK1_uc001hmm.3_Missense_Mutation_p.P351SNM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10TAGAAAACCACCTGAAGTAAG0.299

- 9 1008AIDA_uc001hno.2_RNA|AIDA_uc010pus.1_Missense_Mutation_p.P244LNM_022831 NP_073742 Q96BJ3 AIDA_HUMAN 0AATTGGCCCAGGTTTAATTTC0.358

+ 3 679 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0TTTCAAGTTGCCAAAAAGGTA0.318

- 3 218NVL_uc001hol.2_5'UTR|NVL_uc010pvd.1_Missense_Mutation_p.V59I|NVL_uc010pve.1_5'UTR|NVL_uc010pvf.1_RNA|NVL_uc010pvg.1_Missense_Mutation_p.V59INM_002533 NP_002524 O15381 NVL_HUMAN 2CCTTTTTCTACCTGAATCCTA0.294

- 7 1095LEFTY1_uc010pvj.1_Intron|PYCR2_uc001hpp.2_Missense_Mutation_p.A247T|PYCR2_uc001hpr.2_Missense_Mutation_p.A267TNM_013328 NP_037460 Q96C36 P5CR2_HUMAN 0CCTCCCAGGGCCAGGCTTCTT0.612

- 1 327LEFTY2_uc010pvk.1_Nonsense_Mutation_p.R83*|LEFTY2_uc009xek.1_Nonsense_Mutation_p.R83*NM_003240 NP_003231 O00292 LFTY2_HUMAN 0GTCTCACCTCGGAAGCTCTGG0.687

- 7 1396 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN GOLD. 0GTCATCGCTGGACTCACTGAC0.473

- 4 874SNAP47_uc001hqz.2_Intron|SNAP47_uc001hra.2_Intron|SNAP47_uc001hrd.2_5'Flank|SNAP47_uc001hre.2_5'Flank|SNAP47_uc001hrf.2_5'Flank|LOC100130093_uc001hqx.3_RNA|LOC100130093_uc001hqy.3_RNA|JMJD4_uc001hrc.2_Missense_Mutation_p.L292FNM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0GGGCCAGCAAGCTGGTTCCGT0.647

+ 55 14734OBSCN_uc001hsn.2_Missense_Mutation_p.G4897ENM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN IQ. 28CAGCAGGAAGGGCCCATGTTC0.602

- 2 435TRIM17_uc001hsv.2_Missense_Mutation_p.S17F|TRIM17_uc001hsw.2_Intron|TRIM17_uc009xfb.2_Missense_Mutation_p.S17FNM_016102 NP_057186 Q9Y577 TRI17_HUMAN RING-type. 1CAGACAGATGGAGCACGTAGC0.403

+ 4 2114URB2_uc009xfd.1_Missense_Mutation_p.E660KNM_014777 NP_055592 Q14146 URB2_HUMAN 3GAAGAAGATAGAGAAGTTTAC0.443

+ 4 989C1orf124_uc001hus.2_Missense_Mutation_p.G181S|C1orf124_uc001hut.2_Missense_Mutation_p.G138SNM_032018 NP_114407 Q9H040 CA124_HUMAN 0ACCGTATTACGGCTATGTCAA0.517

+ 1 1829 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1CCTCACCTAGCCTGGTTATAT0.448

- 5 795PCNXL2_uc009xfu.2_RNA|PCNXL2_uc009xfv.1_RNANM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2AGGTGAGGTAGATGACACTGG0.438

- 9 895RBM34_uc001hwo.2_RNA|ARID4B_uc001hwp.2_RNANM_015014 NP_055829 P42696 RBM34_HUMAN RRM 2. 1CCCACAAAAACCGATCTCTTG0.338

- 6 773ARID4B_uc001hwr.2_Splice_Site_p.V92_splice|ARID4B_uc001hws.3_Splice_Site_p.V92_splice|ARID4B_uc001hwu.1_Splice_Site_p.V92_spliceNM_016374 NP_057458 Q4LE39 ARI4B_HUMAN 3TCATCAAAAACTATGAGAGGG0.368

- 5 2142LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNA|LYST_uc001hxl.1_Missense_Mutation_p.G656ENM_000081 NP_000072 Q99698 LYST_HUMAN 12ACATAAGTTTCCCTGCAGTGT0.408

- 3 311LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNA|LYST_uc001hxl.1_Missense_Mutation_p.L46F|LYST_uc001hxm.2_RNA|LYST_uc001hxn.1_Missense_Mutation_p.L46FNM_000081 NP_000072 Q99698 LYST_HUMAN 12CCATGGACAAGGTACTGTCCA0.428

- 13 2773NID1_uc009xgd.2_Missense_Mutation_p.G758S|NID1_uc009xgc.2_5'UTRNM_002508 NP_002499 P14543 NID1_HUMANThyroglobulin type-1. 2CCGGTGCTGCCGTGGCACTGG0.716

+ 79 11187RYR2_uc010pya.1_Missense_Mutation_p.M85INM_001035 NP_001026 Q92736 RYR2_HUMAN 33TTTTATATATGGCCTATGCAG0.358

+ 1 811FMN2_uc010pye.1_Missense_Mutation_p.L196FNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Potential. 12AGAGGATTTGCTTTCAGACAT0.408

- 5 505SMYD3_uc001ibk.2_Missense_Mutation_p.T78INM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN SET. 0CTTATCTTCAGTCAGTTTGTT0.368

+ 1 340 NM_001004136 NP_001004136 Q6IF00 OR2T2_HUMANHelical; Name=3; (Potential). 1AGGGGAATTCTTCCTGCTGGG0.537

+ 1 37 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANExtracellular (Potential). 3AAAGGGATTTCTTCTCCTGGG0.423

- 3 380TUBAL3_uc001ihz.2_Missense_Mutation_p.R74CNM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1ACAGAGTAACGGCCTCGCGCG0.632

- 1 367FAM107B_uc010qbu.1_RNANM_031453 NP_113641 Q9H098 F107B_HUMAN 4GTATCAGCCACGCCGGACTGA0.552

+ 2 558SUV39H2_uc001ing.2_Intron|SUV39H2_uc001ini.2_Missense_Mutation_p.E168K|SUV39H2_uc001inj.2_Missense_Mutation_p.E168KNM_024670 NP_078946 Q9H5I1 SUV92_HUMAN Pre-SET. 3TCCCATCTATGAATGCAACTC0.403

+ 6 1420PLXDC2_uc001iqh.1_Splice_Site_p.E212_splice|PLXDC2_uc009xkc.1_Splice_SiteNM_032812 NP_116201 Q6UX71 PXDC2_HUMAN 4ATACAAAGAAGTAAGTGATGC0.438

- 1 608 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4AGGTCTTCCTCTTCGTCCTTG0.657

- 7 1067ZNF438_uc001ivn.2_Missense_Mutation_p.H162L|ZNF438_uc010qdy.1_Missense_Mutation_p.H201L|ZNF438_uc001ivo.3_Intron|ZNF438_uc009xlg.2_Missense_Mutation_p.H211L|ZNF438_uc001ivp.3_Missense_Mutation_p.H201L|ZNF438_uc010qea.1_Missense_Mutation_p.H211L|ZNF438_uc010qeb.1_Missense_Mutation_p.H211L|ZNF438_uc010qec.1_IntronNM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2CAGACTGCCATGGGTGTTGGT0.557



+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

+ 9 1532 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3TTCAAGTCGAGTGACGCTGTT0.438

+ 6 1416RET_uc001jak.1_Missense_Mutation_p.S409F|RET_uc010qez.1_Missense_Mutation_p.S155FNM_020975 NP_066124 P07949 RET_HUMANExtracellular (Potential). 451AGTACCTACTCCCTCTCCGTG0.617

+ 7 787PARG_uc001jih.2_Intron|uc010qha.1_Intron|uc001jin.2_Intron|uc010qhb.1_Intron|uc010qhc.1_Intron|NCOA4_uc009xon.2_Missense_Mutation_p.G211D|NCOA4_uc010qhd.1_Missense_Mutation_p.G211D|NCOA4_uc010qhe.1_Missense_Mutation_p.G95D|NCOA4_uc010qhf.1_Missense_Mutation_p.G29D|NCOA4_uc001jit.2_Missense_Mutation_p.G195D|NCOA4_uc009xoo.2_Missense_Mutation_p.G195DNM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2TCAGCATCCGGTATTGTAGCT0.348

- 2 176EGR2_uc010qin.1_Intron|EGR2_uc001jmi.2_Missense_Mutation_p.D8N|EGR2_uc010qio.1_Intron|EGR2_uc009xph.2_Missense_Mutation_p.D8NNM_001136177 NP_001129649 P11161 EGR2_HUMAN 2GGGATTTTGTCTACGGCCTTG0.557

- 15 2158CTNNA3_uc001jmw.2_Missense_Mutation_p.D679NNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8TTCTTGAAATCAGCAACTTGC0.378

- 3 728RUFY2_uc001jnz.1_Splice_Site|RUFY2_uc001joc.2_Splice_Site_p.N99_splice|RUFY2_uc010qiw.1_Splice_Site_p.K41_splice|RUFY2_uc001jod.1_Splice_Site_p.K99_splice|RUFY2_uc009xpv.1_Splice_Site|RUFY2_uc001joe.1_Splice_Site_p.K99_spliceNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN 1GGCCTCCTTACTTCAGACCAG0.463

+ 2 1640 NM_030625 NP_085128 Q8NFU7 TET1_HUMAN 9ATGGGAACTTCCTGGTGCTGA0.507

+ 5 804DDX50_uc001jot.2_Missense_Mutation_p.D233N|DDX50_uc010qjc.1_Missense_Mutation_p.D233NNM_024045 NP_076950 Q9BQ39 DDX50_HUMANHelicase ATP-binding. 1AGACTTCAAAGATATAACTAG0.373

+ 2 187VPS26A_uc001jpc.2_Missense_Mutation_p.G21R|VPS26A_uc009xqa.2_5'UTR|VPS26A_uc001jpd.2_5'UTRNM_004896 NP_004887 O75436 VP26A_HUMAN 0TCTTAATGATGGGGAAACCAG0.348

+ 2 369 NM_019058 NP_061931 Q9NX09 DDIT4_HUMAN 1GACTGCGAGTCCCTGGACAGC0.726

- 18 3667USP54_uc010qkk.1_Missense_Mutation_p.G399D|USP54_uc001juk.2_Missense_Mutation_p.G305D|USP54_uc001jul.2_Missense_Mutation_p.G305D|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6AGAAGTTTCACCATTAGGCAG0.512

- 30 5525DLG5_uc001jzi.2_Missense_Mutation_p.D574N|DLG5_uc001jzj.2_Missense_Mutation_p.D1234NNM_004747 NP_004738 Q8TDM6 DLG5_HUMANGuanylate kinase-like. 8GGAGCAATGTCCAGGAGGCAG0.612

- 8 1035MBL1P_uc001kbf.2_IntronNM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1ATAGACCAGGGACTCTCCTGT0.567

+ 2 575 NM_002729 NP_002720 Q03014 HHEX_HUMAN Homeobox. 1AAGCGTCTGGCCAAGATGCTG0.637

+ 2 600CYP2C18_uc001kjw.3_Missense_Mutation_p.E92K|CYP2C19_uc009xus.1_5'Flank|CYP2C19_uc010qny.1_5'FlankNM_000772 NP_000763 P33260 CP2CI_HUMAN 5TGATCATGGAGAGGAGTTTTC0.433

- 7 1239CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.P312S|CYP2C8_uc010qob.1_Missense_Mutation_p.P296S|CYP2C8_uc010qoc.1_Missense_Mutation_p.P280S|CYP2C8_uc010qod.1_Missense_Mutation_p.P296SNM_000770 NP_000761 P10632 CP2C8_HUMAN 0CTTACCTTGGGGATGAGGTAG0.453

- 28 3425RRP12_uc001kne.2_Missense_Mutation_p.E111K|RRP12_uc009xvl.2_Missense_Mutation_p.E213K|RRP12_uc009xvm.2_Missense_Mutation_p.E814K|RRP12_uc010qou.1_Missense_Mutation_p.E1035K|RRP12_uc009xvn.2_Missense_Mutation_p.E996KNM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3TTCCGCTGCTCCTTGCCTCGG0.587

- 14 1715RRP12_uc009xvm.2_Missense_Mutation_p.P244S|RRP12_uc010qou.1_Missense_Mutation_p.P465S|RRP12_uc009xvn.2_Missense_Mutation_p.P426SNM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3GCCGTGTGGGGGAAATGAGGG0.597

- 20 2147MMS19_uc001knq.2_5'Flank|MMS19_uc009xvs.2_Missense_Mutation_p.P226L|MMS19_uc009xvt.2_Missense_Mutation_p.P385L|MMS19_uc001knr.2_Missense_Mutation_p.P482L|MMS19_uc010qox.1_Missense_Mutation_p.P619L|MMS19_uc001knt.2_Missense_Mutation_p.P641L|MMS19_uc001knu.1_RNANM_022362 NP_071757 Q96T76 MMS19_HUMAN 0CAGAACTGAGGGCTCCTTCTC0.478

+ 13 2059SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krw.1_Missense_Mutation_p.T539I|SEMA4G_uc001krx.2_Missense_Mutation_p.T539I|MRPL43_uc001kry.1_Intron|MRPL43_uc010qpu.1_IntronNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANExtracellular (Potential).|PSI. 1GCAGCCACCACCATAGCCAAC0.627

+ 6 1519 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1CCGCAAGATTCTCGTCTGTTC0.637

- 4 435SH3PXD2A_uc010qqu.1_Missense_Mutation_p.E29KNM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN PX. 0CGGCAGTATTCATCGATGGGC0.592

+ 9 1071SLK_uc001kxp.1_Missense_Mutation_p.A346VNM_014720 NP_055535 Q9H2G2 SLK_HUMAN Glu-rich. 8CTTAGTATCGCCAGCTCTGAA0.353

+ 2 190 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN 5TTTGAAGAAATGGAAAGAGAT0.388

+ 3 1151BAG3_uc001lel.2_Missense_Mutation_p.R282KNM_004281 NP_004272 O95817 BAG3_HUMAN 2TCACCAGCCAGGAGCAGCACG0.657

+ 20 2453INPP5F_uc001lep.2_Missense_Mutation_p.R153GNM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2CATTGGTATCAGGTCTCAAAA0.358

- 7 1005C10orf119_uc001leq.1_Missense_Mutation_p.G63D|C10orf119_uc001les.1_Missense_Mutation_p.G63D|C10orf119_uc001let.1_Missense_Mutation_p.G63DNM_024834 NP_079110 Q9BTE3 MCMBP_HUMAN 0GCATGCAGGGCCCTTCTCTCC0.398

- 9 2256BCCIP_uc001ljd.3_Intron|DHX32_uc001lje.1_Missense_Mutation_p.A213T|DHX32_uc001ljg.1_Missense_Mutation_p.A589T|BCCIP_uc010qui.1_Intron|BCCIP_uc001ljc.3_Intron|BCCIP_uc010quj.1_IntronNM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4AAGAGTTCAGCTCGAATAACA0.423

- 19 2578ADAM12_uc010qul.1_Missense_Mutation_p.A673VNM_003474 NP_003465 O43184 ADA12_HUMANHelical; (Potential). 9AAATCCGGCAGCAAGAAGACA0.418

- 13 2828MKI67_uc001lkf.2_Missense_Mutation_p.S518F|MKI67_uc009yav.1_Missense_Mutation_p.S453F|MKI67_uc009yaw.1_Missense_Mutation_p.S28FNM_002417 NP_002408 P46013 KI67_HUMAN 7GAACTCTGTAGACCTTCCTGA0.413

- 3 359BNIP3_uc001lku.1_5'Flank|BNIP3_uc010qut.1_Missense_Mutation_p.R78KNM_004052 NP_004043 Q12983 BNIP3_HUMAN 2TTCAGAAGCTCTGTTGGTATC0.423 rs143231747

+ 17 2119JAKMIP3_uc009yba.1_Missense_Mutation_p.D144NNM_001105521 NP_001098991 1GAAGATGGTGGATCTGGAGAG0.617

+ 18 2203JAKMIP3_uc009yba.1_Nonsense_Mutation_p.Q172*NM_001105521 NP_001098991 1GGCCTTGGACCAGGCCAACAA0.632

+ 3 886PAOX_uc001lmw.2_RNA|PAOX_uc001lmx.2_Missense_Mutation_p.S269L|PAOX_uc001lmy.2_Missense_Mutation_p.S269L|PAOX_uc001lmz.2_RNA|PAOX_uc001lna.2_RNA|PAOX_uc001lnb.2_RNA|PAOX_uc001lnc.2_RNANM_152911 NP_690875 Q6QHF9 PAOX_HUMAN 0TTTCCAGTGTCGGTAGAGTGT0.582 rs139393085

+ 2 432PTDSS2_uc009ybv.1_Missense_Mutation_p.P86SNM_030783 NP_110410 Q9BVG9 PTSS2_HUMANExtracellular (Potential). 0GGAGGAAACACCTCAGGACAC0.562

+ 9 1193 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2CCCTGCCCCGGCACCTGTGCC0.652

+ 16 1990 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 2. 0TCTGAGCGTGGAGAATGGTAC0.657

+ 1 240 uc001lwe.2_Intron NM_004356 NP_004347 P60033 CD81_HUMANCytoplasmic (Potential). 0cgccATGGGAGTGGAGGGCTG0.338

+ 1 353 NM_001004759 NP_001004759 Q8NGJ9 O51T1_HUMANExtracellular (Potential). 3TGGTTTCATGCCCGGGAGATC0.493

+ 1 847 NM_001004749 NP_001004749 Q8NH64 O51A7_HUMANHelical; Name=7; (Potential). 2CTTGTTGGTGCCGCCCCTTAT0.458

+ 1 583HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN 0CCTGCACCAGGAAGTGATACA0.517

- 1 49 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANExtracellular (Potential). 0GGGATGCCAGGAAGGACAAAA0.453

- 4 508SBF2_uc001mif.3_5'UTR|SBF2_uc001mij.2_RNANM_030962 NP_112224 Q86WG5 MTMRD_HUMAN DENN. 3AATCTGGATACCAACACCAGG0.358

- 15 2146SLC5A12_uc001mrb.2_RNANM_178498 NP_848593 Q1EHB4 SC5AC_HUMANCytoplasmic (Potential). 2TCTCAAATGCCATATTGTTGT0.358

+ 3 720RCN1_uc010rea.1_Missense_Mutation_p.P101S|RCN1_uc001mtk.2_5'UTRNM_002901 NP_002892 Q15293 RCN1_HUMAN 1TGCAGGAAACCCCGCAGAGTT0.453

+ 4 570CRY2_uc009ykw.2_Missense_Mutation_p.G101E|CRY2_uc010rgo.1_5'FlankNM_021117 NP_066940 Q49AN0 CRY2_HUMANDNA photolyase. 1GAGCTGAATGGGCAGAAGCCA0.567



+ 3 753KIAA0652_uc001nda.2_Splice_Site_p.K23_splice|KIAA0652_uc001ndb.2_Splice_Site_p.K23_splice|KIAA0652_uc001ncz.2_Splice_Site_p.K23_splice|KIAA0652_uc001ndc.2_Splice_Site_p.K23_splice|KIAA0652_uc010rgv.1_IntronNM_001142673 NP_001136145 O75143 ATG13_HUMAN 0TGCCCTCAAGGTAATGTGTCC0.383

+ 9 1687MADD_uc001neq.2_Missense_Mutation_p.S499F|MADD_uc001nev.1_Missense_Mutation_p.S499F|MADD_uc001nes.1_Missense_Mutation_p.S499F|MADD_uc001net.1_Missense_Mutation_p.S499F|MADD_uc009yln.1_Missense_Mutation_p.S499F|MADD_uc001neu.1_Missense_Mutation_p.S499F|MADD_uc001nex.2_Missense_Mutation_p.S499F|MADD_uc001nez.2_Missense_Mutation_p.S499F|MADD_uc001new.2_Missense_Mutation_p.S499FNM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11TTCTTCAATTCCGCCAACGTG0.522

- 1 269 NM_001005245 NP_001005245 Q96RB7 OR5MB_HUMANExtracellular (Potential). 0AAAGGAAATGGTCTTCTCAGA0.443

- 3 344UBE2L6_uc001nko.1_Missense_Mutation_p.G17ENM_004223 NP_004214 O14933 UB2L6_HUMAN 1GCAAATCTGTCCGTTCTCGTC0.547

+ 6 1173CTNND1_uc001nlf.1_Missense_Mutation_p.T201I|CTNND1_uc001nlh.1_Missense_Mutation_p.T201I|CTNND1_uc001nlu.3_Missense_Mutation_p.T100I|CTNND1_uc001nlt.3_Missense_Mutation_p.T100I|CTNND1_uc001nls.3_Missense_Mutation_p.T100I|CTNND1_uc001nlw.3_Missense_Mutation_p.T100I|CTNND1_uc001nmf.3_Missense_Mutation_p.T201I|CTNND1_uc001nmd.3_Missense_Mutation_p.T147I|CTNND1_uc001nlk.3_Missense_Mutation_p.T147I|CTNND1_uc001nme.3_Missense_Mutation_p.T201I|CTNND1_uc001nll.3_Missense_Mutation_p.T147I|CTNND1_uc001nmg.3_Missense_Mutation_p.T147I|CTNND1_uc001nlj.3_Missense_Mutation_p.T147I|CTNND1_uc001nlr.3_Missense_Mutation_p.T147I|CTNND1_uc001nlp.3_Missense_Mutation_p.T147I|CTNND1_uc001nlx.3_Intron|CTNND1_uc001nlz.3_Intron|CTNND1_uc009ymn.2_Intron|CTNND1_uc001nlm.3_Missense_Mutation_p.T201I|CTNND1_uc001nly.3_Intron|CTNND1_uc001nmb.3_Intron|CTNND1_uc001nma.3_Intron|CTNND1_uc001nmi.3_Missense_Mutation_p.T100I|CTNND1_uc001nmh.3_Missense_Mutation_p.T201I|CTNND1_uc001nlq.3_Missense_Mutation_p.T100I|CTNND1_uc001nln.3_Missense_Mutation_p.!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001085458 NP_001078927 O60716 CTND1_HUMAN 6GGCACTGCTACCCTTCCTAGG0.507

+ 4 948MS4A14_uc001npi.2_Missense_Mutation_p.T16I|MS4A14_uc001npn.2_5'UTR|MS4A14_uc001npk.2_Missense_Mutation_p.T111I|MS4A14_uc001npl.2_5'UTR|MS4A14_uc001npm.2_5'UTRNM_032597 NP_115986 Q96JA4 M4A14_HUMANHelical; (Potential). 1ATTACTTTCACCATTCTCAGC0.368

+ 3 457MS4A1_uc009ymy.1_Missense_Mutation_p.A14G|MS4A1_uc001npq.2_Missense_Mutation_p.A14G|MS4A1_uc009yna.2_Missense_Mutation_p.A14G|MS4A1_uc009ymz.2_Missense_Mutation_p.A14G|MS4A1_uc010rlc.1_Missense_Mutation_p.A14GNM_152866 NP_690605 P11836 CD20_HUMANCytoplasmic (Potential). 5ACTTTCCCGGCAGAGCCAATG0.438

+ 12 2144CD6_uc001nqr.2_Intron|CD6_uc001nqs.2_Intron|CD6_uc001nqt.2_IntronNM_006725 NP_006716 P30203 CD6_HUMANCytoplasmic (Potential). 1GCCCCCTTCGGAGGAGCAGTT0.612

- 5 10006AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19ACATCCACCTCTCCTTTCATT0.403

- 19 1402MAP4K2_uc001obg.2_5'Flank|MAP4K2_uc001obi.2_Missense_Mutation_p.S429NNM_004579 NP_004570 Q12851 M4K2_HUMAN 2CAGTGGGGAGCTGTTGGGGCC0.672

- 5 800 NM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0CTGTTTCTCGGGTGGTGGGGA0.572

+ 9 1223FRMD8_uc009yqj.2_Missense_Mutation_p.G288D|FRMD8_uc010rof.1_Missense_Mutation_p.G310DNM_031904 NP_114110 Q9BZ67 FRMD8_HUMAN FERM. 2GACAGCGAGGGCACACCTGTC0.667

+ 19 3831KDM2A_uc001ojx.2_RNA|KDM2A_uc001ojy.2_Nonsense_Mutation_p.W683*|KDM2A_uc001ojz.1_Nonsense_Mutation_p.W447*|KDM2A_uc001oka.2_Nonsense_Mutation_p.W113*NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN LRR 2. 9GCTGCTCCTGGTCTGCAGTCT0.532

+ 23 4804LRP5_uc009ysg.2_Missense_Mutation_p.P987SNM_002335 NP_002326 O75197 LRP5_HUMANPPPSP motif C.|Cytoplasmic (Potential).|Pro-rich. 7TCCACCCCCACCCACGCCCCA0.662

- 22 5384SHANK2_uc010rqn.1_Missense_Mutation_p.L1181Q|SHANK2_uc001opz.2_Missense_Mutation_p.L1174Q|uc009ysn.1_Missense_Mutation_p.S40C|SHANK2_uc001opy.2_Missense_Mutation_p.L105QNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5TGGCTGTTGCAGTATCGAGGG0.512

+ 1 2762 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0GACATTCTGTCCCCGAGGCTA0.632

+ 3 226RELT_uc001otw.2_Missense_Mutation_p.L21F|RELT_uc009yto.1_5'Flank|RELT_uc001otx.2_5'FlankNM_152222 NP_689408 Q969Z4 TR19L_HUMAN 1GCCCTGGCCTCTCGCCACCCT0.602

+ 5 986SLCO2B1_uc010rrq.1_Intron|SLCO2B1_uc010rrr.1_Missense_Mutation_p.G56D|SLCO2B1_uc010rrs.1_Missense_Mutation_p.G84D|SLCO2B1_uc001owc.2_Intron|SLCO2B1_uc001owd.2_Missense_Mutation_p.G178DNM_007256 NP_009187 O94956 SO2B1_HUMANHelical; Name=4; (Potential). 2ACCCTGCTGGGCGTGGGCGGG0.607

- 5 548INTS4_uc001oyt.2_RNA|INTS4_uc001oyu.1_Missense_Mutation_p.L174FNM_033547 NP_291025 Q96HW7 INT4_HUMAN HEAT 2. 2AGATTGCCAAGTAACTGCAGG0.353

+ 6 2302PCF11_uc010rsu.1_Missense_Mutation_p.P653SNM_015885 NP_056969 O94913 PCF11_HUMAN 1TCTTCAGATTCCTAAAGAGTT0.388

+ 8 2515PCF11_uc010rsu.1_Missense_Mutation_p.P855SNM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1TTCAGATAAACCATTTGTAGA0.403

+ 8 2965PCF11_uc010rsu.1_Missense_Mutation_p.G1005SNM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1CCAGCCTGTGGGTGGTCTGAG0.542

+ 4 755C11orf73_uc001pbt.2_Missense_Mutation_p.P173S|C11orf73_uc010rto.1_RNA|C11orf73_uc010rtp.1_Missense_Mutation_p.P74S|C11orf73_uc001pbv.2_RNANM_016401 NP_057485 Q53FT3 CK073_HUMAN 0AATGTTCATTCCGGCAAATGT0.358

+ 4 3946 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 12.|Extracellular (Potential). 5GACCCTAAAACTGGGATGGTT0.458

+ 9 5593 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 16.|Extracellular (Potential). 5AGTGGTAGCCCCCAACTGACT0.463

+ 5 996 uc001pen.1_RNA NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMANPlastocyanin-like 2.|Extracellular (Potential). 3GGAAACTTCCCGGAGCCTGAT0.468 rs141998596

+ 2 1072 NM_015036 NP_055851 O94919 ENDD1_HUMAN 0AAAACTCATGGGCTTCATTGC0.428

- 2 253KIAA1826_uc001piz.2_Missense_Mutation_p.R27KNM_032424 NP_115800 Q8NCY6 K1826_HUMAN 1GACTTCTTTCCTTTTCGTAAT0.348

- 6 865EXPH5_uc010rvy.1_Missense_Mutation_p.H64Y|EXPH5_uc010rvz.1_Missense_Mutation_p.H96Y|EXPH5_uc010rwa.1_Missense_Mutation_p.H176YNM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5ATATTACCATGTCTGTTACCA0.403

+ 2 825NCAM1_uc001pns.2_3'UTR|uc010rwu.1_5'Flank P13591 NCAM1_HUMANCytoplasmic (Potential). 1GCCACACAGACAAAGGAGAAC0.502

+ 3 1317MLL_uc001ptb.2_Missense_Mutation_p.E432K|MLL_uc001psz.1_Missense_Mutation_p.E465K|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25TATAGAGGATGAGGATTATGA0.458

- 2 1260BCL9L_uc009zal.2_Missense_Mutation_p.A94TNM_182557 NP_872363 Q86UU0 BCL9L_HUMAN 2GGCACCCCTGCCTGGGGGTTC0.642

+ 4 846TRAPPC4_uc010ryp.1_Missense_Mutation_p.R140K|TRAPPC4_uc001pup.2_RNA|TRAPPC4_uc010ryq.1_Missense_Mutation_p.R156KNM_016146 NP_057230 Q9Y296 TPPC4_HUMAN 0ATGCCTATCAGGTAAGTGGCC0.428

- 4 1259TRIM29_uc001pwy.2_5'Flank|TRIM29_uc010rzi.1_Missense_Mutation_p.E118K|TRIM29_uc010rzj.1_Missense_Mutation_p.E112K|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4GCACCAAATTCCTACCAAGAA0.557

- 1 681TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4CACCAGGCAGGACTTGACCGC0.662

+ 7 1667 NM_005422 NP_005413 O75443 TECTA_HUMAN 10GACCTGTGCAGTGTGAGGGAC0.577

+ 8 1965 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2GACCAAGGTGTTCTTCCCAAA0.423

+ 8 2007 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2TGTCAGGACCAGGATTTTCTA0.438

+ 1 596NCAPD3_uc001qhd.1_5'Flank|NCAPD3_uc010scm.1_5'Flank|NCAPD3_uc009zda.1_5'Flank|NCAPD3_uc010scn.1_5'FlankNM_052875 NP_443107 Q4G0F5 VP26B_HUMAN 0GAGACGGTCTCCGGGAAGGTG0.587

+ 14 2015B4GALNT3_uc001qij.1_Missense_Mutation_p.E575G|B4GALNT3_uc001qik.1_Missense_Mutation_p.E221GNM_173593 NP_775864 Q6L9W6 B4GN3_HUMANLumenal (Potential). 2GAAGCTCTGGAGGTCACGCGA0.597

- 9 857RAD52_uc001qit.1_RNA|RAD52_uc010sdt.1_Missense_Mutation_p.A171V|RAD52_uc001qiu.1_Missense_Mutation_p.A248V|RAD52_uc001qiv.1_RNA|RAD52_uc001qiw.1_RNA|RAD52_uc010sdu.1_Silent_p.R265RNM_134424 NP_602296 P43351 RAD52_HUMAN 1GCTCTCCACGGCGGATGAGCT0.463

- 31 3059_3060CACNA2D4_uc009zds.1_RNA|CACNA2D4_uc001qjo.2_Missense_Mutation_p.P88Q|CACNA2D4_uc001qjs.1_Missense_Mutation_p.P10Q|CACNA2D4_uc010sdw.1_Missense_Mutation_p.P73Q|CACNA2D4_uc009zdr.1_RNANM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANExtracellular (Potential). 1GGTGACTCGAGGGTTTGCACAT0.614

- 4 751TNFRSF1A_uc001qnt.2_Missense_Mutation_p.S49F|TNFRSF1A_uc010sey.1_5'UTR|TNFRSF1A_uc010sez.1_Missense_Mutation_p.S49F|TNFRSF1A_uc009zek.2_Missense_Mutation_p.S114F|TNFRSF1A_uc010sfa.1_Missense_Mutation_p.S157FNM_001065 NP_001056 P19438 TNR1A_HUMANTNFR-Cys 3.|Extracellular (Potential). 3GCGCTCACAGGAGAGGTGCAC0.587

- 5 570KLRC1_uc009zhm.1_Missense_Mutation_p.E136K|KLRC1_uc001qym.2_Missense_Mutation_p.E118K|KLRC1_uc001qyn.2_Missense_Mutation_p.E136K|KLRC1_uc001qyo.2_Missense_Mutation_p.E118KNM_002259 NP_002250 P26715 NKG2A_HUMANC-type lectin.|Extracellular (Potential). 0GTTCTTCTTTCCTTACCAATG0.373

- 4 866PRB1_uc001qzu.1_Missense_Mutation_p.P144S|PRB1_uc001qzv.1_Missense_Mutation_p.P124SNM_005039 NP_005030 P04280 PRP1_HUMAN15.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TTTCCTGGAGGAGATCGGGCA0.607

- 18 3878BCL2L14_uc001raf.1_Intron|LRP6_uc010shl.1_IntronNM_002336 NP_002327 O75581 LRP6_HUMANExtracellular (Potential). 12CATGTTGGAGGTTCTTCAAAT0.428

- 11 2367PKP2_uc001rlk.3_Missense_Mutation_p.S707L|PKP2_uc010skj.1_Missense_Mutation_p.S704LNM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2CCTCAGCAGCGAGATGGCTGT0.463



+ 12 1431IRAK4_uc001rnt.3_Missense_Mutation_p.S434N|IRAK4_uc001rnx.3_Missense_Mutation_p.S310N|IRAK4_uc001rny.3_Missense_Mutation_p.S310N|IRAK4_uc010sky.1_Missense_Mutation_p.S310N|IRAK4_uc001rnv.3_Missense_Mutation_p.S310N|IRAK4_uc001rnw.3_Missense_Mutation_p.S310NNM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMANProtein kinase. 0TCTGTTGCTAGTCAATGTCTG0.313

- 15 4315 NM_003482 NP_003473 O14686 MLL2_HUMANCys-rich.|PHD-type 4. 41AGGCGTGAGGGGTCGGAGGCC0.582

+ 13 1843TROAP_uc009zlh.2_Missense_Mutation_p.C559Y|TROAP_uc001rty.2_Missense_Mutation_p.C267YNM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1CTAGAGTCCTGCTGTAGGAGT0.597

+ 13 1852TROAP_uc009zlh.2_Missense_Mutation_p.S562I|TROAP_uc001rty.2_Missense_Mutation_p.S270INM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1TGCTGTAGGAGTGAGCCTGAG0.592

- 3 473POU6F1_uc001rxz.2_Missense_Mutation_p.P94L|POU6F1_uc001rya.2_Missense_Mutation_p.P94LNM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1AGCAGGCTGGGGCACGGTTGG0.612

+ 3 873NR4A1_uc010sno.1_Missense_Mutation_p.P200S|NR4A1_uc001rzr.2_Missense_Mutation_p.P187S|NR4A1_uc009zmb.1_Missense_Mutation_p.P187S|NR4A1_uc001rzt.2_Missense_Mutation_p.P187S|NR4A1_uc009zmc.2_5'FlankNM_002135 NP_002126 P22736 NR4A1_HUMAN 0CCCACAGCCTCCAGCCTTCTT0.667

+ 13 1367NCKAP1L_uc010sox.1_5'UTR|NCKAP1L_uc010soy.1_Missense_Mutation_p.L380FNM_005337 NP_005328 P55160 NCKPL_HUMAN 4GCAATACCACCTTCAGTACTT0.393

- 1 475 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMANHelical; Name=4; (Potential). 2AGTCCCATGACCAATGGGGGA0.413

+ 13 1330DGKA_uc001sih.1_Missense_Mutation_p.D244N|DGKA_uc001sii.1_Missense_Mutation_p.D214N|DGKA_uc009zod.1_Missense_Mutation_p.D275N|DGKA_uc001sik.2_Missense_Mutation_p.D356N|DGKA_uc001sil.2_Missense_Mutation_p.D356N|DGKA_uc001sim.2_Missense_Mutation_p.D356N|DGKA_uc001sin.2_Missense_Mutation_p.D356N|DGKA_uc009zof.2_Missense_Mutation_p.D2N|DGKA_uc001sio.2_Missense_Mutation_p.D98NNM_001345 NP_001336 P23743 DGKA_HUMAN 4GAAGACCATGGATGATTTAAA0.507

+ 7 726MYL6B_uc001sjt.2_Missense_Mutation_p.A200V|MYL6B_uc001sju.1_Missense_Mutation_p.A200V|MYL6_uc001sjv.2_5'Flank|MYL6_uc001sjw.1_5'Flank|MYL6_uc001sjx.1_5'Flank|MYL6_uc010sqd.1_5'Flank|MYL6_uc001sjz.2_5'Flank|MYL6_uc010sqe.1_5'FlankNM_002475 NP_002466 P14649 MYL6B_HUMAN EF-hand 3. 0CTCTCTGCAGCCTTCTTGAAA0.597

+ 15 1954MARS_uc001sof.1_RNA|MARS_uc010srq.1_Missense_Mutation_p.S410F|MARS_uc001soh.1_Missense_Mutation_p.S39FNM_004990 NP_004981 P56192 SYMC_HUMAN 5AAGAATAATTCTGAGCTGCTT0.542

+ 9 1288PIP4K2C_uc001sot.2_Missense_Mutation_p.A386V|PIP4K2C_uc010srs.1_Missense_Mutation_p.A368V|PIP4K2C_uc010srt.1_Missense_Mutation_p.A338VNM_001146258 NP_001139730 Q8TBX8 PI42C_HUMAN PIPK. 3AAGAAAGCAGCTCATGCAGCC0.478

- 2 810 NR_026825 0CTTTTCAGCAGCAGCCTGCTC0.473

+ 2 715 NM_018656 NP_061126 Q7Z769 S35E3_HUMANHelical; (Potential). 0TGGTGTTTTAGTTACATCCCT0.308

+ 3 949 uc001svy.1_5'Flank NM_014505 NP_055320 Q86W47 KCMB4_HUMANExtracellular (Potential). 0TCGCACTCATGATGAGATTGT0.493

+ 16 3975NAV3_uc001syo.2_Missense_Mutation_p.G1268S|NAV3_uc010sub.1_Missense_Mutation_p.G768S|NAV3_uc009zsf.2_IntronNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17TAATACTGAGGGTGTGAAATC0.498

- 4 706 NM_014167 NP_054886 Q9P031 TAP26_HUMAN 0TGGTTGGCCCTTTTTAGTCTT0.343

- 1 569DUSP6_uc001taz.2_Missense_Mutation_p.G30DNM_001946 NP_001937 Q16828 DUS6_HUMAN Rhodanese. 0CCGCTCGTTGCCCAGCTCCAG0.632

+ 2 415 NM_005230 NP_005221 P41970 ELK3_HUMAN ETS. 1CAAGCTGTGGGGACTCCGAAA0.473

- 4 314NFYB_uc001tkk.1_Missense_Mutation_p.S36TNM_006166 NP_006157 P25208 NFYB_HUMAN A domain. 1ATCATTCATGCTGTCCTCAGT0.299

+ 12 2008ACACB_uc001toc.2_Missense_Mutation_p.V630GNM_001093 NP_001084 O00763 ACACB_HUMANBiotin carboxylation. 8CCATGGGGAGTGACTCCCATT0.552

+ 7 1118FBXW8_uc001twf.1_Nonsense_Mutation_p.Q280*|FBXW8_uc009zwp.1_RNANM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN 3TTAACAGGTTCAGTACCTTGA0.408

- 8 2126 NM_000620 NP_000611 P29475 NOS1_HUMAN 7GCTGGGAGTTCCAGACTCGGA0.622

- 10 1536 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15GGACGTCGTGGAGGAGGGGTT0.642

+ 4 1791EP400_uc001ujl.2_Missense_Mutation_p.A585T|EP400_uc001ujm.2_Missense_Mutation_p.A586T|EP400_uc001ujj.1_Missense_Mutation_p.A549T|EP400_uc001ujk.2_Missense_Mutation_p.A622TNM_015409 NP_056224 Q96L91 EP400_HUMAN 12AGTGGTAGAGGCCCAGACACA0.667

- 30 3693POLE_uc001ukr.1_Missense_Mutation_p.L21F|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.L1190FNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8AGCTTTACGAGGCCGAAGTCC0.592

+ 3 252POLR1D_uc010aam.2_Missense_Mutation_p.R17I|POLR1D_uc001urq.2_RNANM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0ACCAATAAAAGATTTCTAATT0.433

+ 7 694B3GALTL_uc001utn.3_RNANM_194318 NP_919299 Q6Y288 B3GLT_HUMANLumenal (Potential). 2TTAAGTATTCCACTTGTAAAC0.403

+ 9 1401 NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11AGCACTCAACCCAGCACAGAT0.378

- 1 1376 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1TTGCTTGCCTGTCTGGGTTTG0.453

- 1 1349 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1CTGACCCTGCCCACTGGAAGA0.458

+ 1 4519 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 10. 11TGGAATAAATCCCCTCATAGA0.418

+ 11 1477NAA16_uc010tfg.1_RNA|NAA16_uc001uye.3_Missense_Mutation_p.D385N|NAA16_uc001uyd.3_3'UTRNM_024561 NP_078837 Q6N069 NAA16_HUMAN TPR 5. 1ACAGCACTTTGATAAACTTGG0.343

- 13 1257EPSTI1_uc001uyx.1_3'UTRNM_001002264 NP_001002264 Q96J88 ESIP1_HUMAN 1TATGAGTTCAGGAATCAGCTC0.403

+ 8 1010KIAA1704_uc001uzr.1_Missense_Mutation_p.R303C|KIAA1704_uc001uzs.2_Missense_Mutation_p.R180C|KIAA1704_uc001uzt.2_Missense_Mutation_p.R154CNM_018559 NP_061029 Q8IXQ4 K1704_HUMAN 2ACCATTTGACCGTGATAAAGA0.348

- 1 1154RB1_uc001vcb.2_Intron|LPAR6_uc001vcc.1_Intron|LPAR6_uc001vce.2_Nonsense_Mutation_p.Y20*|LPAR6_uc001vcf.2_Nonsense_Mutation_p.Y20*NM_001162498 NP_001155970 P43657 LPAR6_HUMANHelical; Name=1; (Potential).p.?(4) 4ACATGCACCCATACAAAGTGT0.403

+ 10 2267SETDB2_uc001vcy.3_Missense_Mutation_p.T442I|SETDB2_uc010adh.2_Missense_Mutation_p.T442I|SETDB2_uc001vda.2_Missense_Mutation_p.T442INM_031915 NP_114121 Q96T68 SETB2_HUMAN SET. 2CATCCTAGAACTGCTAAAACT0.338

+ 1 769DLEU2_uc001vdn.1_Intron|DLEU2_uc001vdo.1_Intron|KCNRG_uc001vdt.2_Missense_Mutation_p.V177I|TRIM13_uc001vdp.1_3'UTR|TRIM13_uc001vdq.1_3'UTR|TRIM13_uc001vdr.1_3'UTR|TRIM13_uc001vds.1_3'UTRNM_173605 NP_775876 Q8N5I3 KCNRG_HUMAN 0CCATGACCTGGTTTTCCAGTG0.438

+ 9 2077CKAP2_uc001vgu.2_Missense_Mutation_p.R626H|CKAP2_uc010tha.1_Missense_Mutation_p.R578HNM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2CCAGTGAGACGTTCTCGACGT0.363

- 11 2500DACH1_uc010tho.1_Missense_Mutation_p.I545V|DACH1_uc010thp.1_Missense_Mutation_p.I491VNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1CTACCTTGTATTGTCCTTTCA0.438

+ 2 390PIBF1_uc001vja.1_Missense_Mutation_p.V29I|PIBF1_uc010aeo.1_RNA|PIBF1_uc001vjb.2_Missense_Mutation_p.V29I|PIBF1_uc010aep.2_Intron|DIS3_uc001viy.3_5'Flank|DIS3_uc001vix.3_5'Flank|DIS3_uc001viz.2_5'FlankNM_006346 NP_006337 Q8WXW3 PIBF1_HUMAN 2AGAAACAACAGTTCCTACGGA0.343

- 15 2962TBC1D4_uc010tht.1_Missense_Mutation_p.S82F|TBC1D4_uc010thu.1_Intron|TBC1D4_uc010aer.2_Missense_Mutation_p.S864F|TBC1D4_uc010aes.2_Missense_Mutation_p.S809FNM_014832 NP_055647 O60343 TBCD4_HUMAN 6AACTTTTCTGGACTGGAGTTC0.323

+ 19 1299SCEL_uc001vkj.2_Missense_Mutation_p.D357N|SCEL_uc010thx.1_IntronNM_144777 NP_659001 O95171 SCEL_HUMAN16 X approximate tandem repeats.|7. 5TATTAAAGTGGATCCTGAAAC0.333

- 1 2685 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANExtracellular (Potential). 5CCCGGTCTCCGCCAACCCAGT0.567

- 2 2755SLITRK6_uc010afe.1_Missense_Mutation_p.L219FNM_032229 NP_115605 Q9H5Y7 SLIK6_HUMANCytoplasmic (Potential). 3AGTTGCTGAAGTTCCCTTTCT0.403

+ 5 1589 NM_004466 NP_004457 P78333 GPC5_HUMAN 5CTTTGTGCTAATGAATTAGCT0.373

+ 3 1006MBNL2_uc001vmz.2_Missense_Mutation_p.E64K|MBNL2_uc001vna.2_Missense_Mutation_p.E64K|MBNL2_uc001vnb.2_RNA|MBNL2_uc010tij.1_Missense_Mutation_p.E64KNM_144778 NP_659002 Q5VZF2 MBNL2_HUMANC3H1-type 2. 0TTGTTCGAGAGAGAACTGCAA0.393



- 4 1304 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4GGAGTAACCCGCCACAGGAAA0.433

- 4 1222 NM_000452 NP_000443 Q12908 NTCP2_HUMANHelical; (Potential). 4CCAACCACAGCTATGAGCACA0.458

+ 1 781 NM_002929 NP_002920 Q15835 RK_HUMAN Protein kinase. 2GAACAAGAAGCGGCTGAAGAA0.657

+ 1 439 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMANHelical; Name=4; (Potential). 3TTGGTTGGTTCTTGCCTGCTG0.493

- 22 3198TEP1_uc010ahk.2_Missense_Mutation_p.A403V|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.A945V|TEP1_uc010tlh.1_5'FlankNM_007110 NP_009041 Q99973 TEP1_HUMAN 5CCGACGTGCGGCCTCTTCAGA0.537

- 1 457 NM_001001968 NP_001001968 Q8NH40 OR6S1_HUMANHelical; Name=4; (Potential). 2ACGAGTCCCCCCACCCAGCAG0.607 rs150354315

- 7 1225CHD8_uc001war.1_Splice_Site_p.E273_spliceNM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10aaaGCCCTCACCTCCTTCTTC0.254

+ 7 1095TOX4_uc001way.2_Nonsense_Mutation_p.S201*|TOX4_uc001wba.2_RNA|TOX4_uc010tlu.1_Nonsense_Mutation_p.S308*|TOX4_uc010tlv.1_Nonsense_Mutation_p.S201*NM_014828 NP_055643 O94842 TOX4_HUMAN 1GCACCAGCTTCAATAGAGCCC0.537

+ 2 497DHRS2_uc010aku.1_Missense_Mutation_p.A17V|DHRS2_uc001wku.3_Missense_Mutation_p.A17V|DHRS2_uc010akv.2_RNA|DHRS2_uc001wkv.3_Missense_Mutation_p.A17VNM_182908 NP_878912 Q13268 DHRS2_HUMAN 2CATCCCTGTGCTAGGCTTTCT0.597

+ 3 1526NFATC4_uc010tok.1_Missense_Mutation_p.A465V|NFATC4_uc010tol.1_Missense_Mutation_p.A465V|NFATC4_uc010alr.2_Missense_Mutation_p.A465V|NFATC4_uc010als.2_Missense_Mutation_p.A415V|NFATC4_uc010tom.1_Missense_Mutation_p.A415V|NFATC4_uc010ton.1_Missense_Mutation_p.A415V|NFATC4_uc010too.1_Missense_Mutation_p.A415V|NFATC4_uc010alt.2_Missense_Mutation_p.A434V|NFATC4_uc010top.1_Missense_Mutation_p.A434V|NFATC4_uc010toq.1_Missense_Mutation_p.A434V|NFATC4_uc010alu.2_Missense_Mutation_p.A94V|NFATC4_uc010tor.1_Missense_Mutation_p.A402V|NFATC4_uc010tos.1_Missense_Mutation_p.A332V|NFATC4_uc010tot.1_Missense_Mutation_p.A390V|NFATC4_uc010tou.1_Missense_Mutation_p.A332V|NFATC4_uc010tov.1_Missense_Mutation_p.A390V|NFATC4_uc010tow.1_Missense_Mutation_p.A332V|NFATC4_uc010alv.2_Missense_Mutation_p.A390V|NFATC4_uc010tox.1_Missense_Mutation_p.A332V|NFATC4_uc001wpd.2_5'Flank|NFATC4_uc010toy.1_5'Flank|NFATC4_uc010toz.1_5'Flank|NFATC4_uc010tpa.1_5'Flank|NFATC4_uc010tpb.1_5'FlankNM_004554 NP_004545 Q14934 NFAC4_HUMAN RHD. 3AGGACCTCTGCCCTACCCCCA0.612

+ 2 2631ARHGAP5_uc001wrm.2_Missense_Mutation_p.P798S|ARHGAP5_uc001wrn.2_Missense_Mutation_p.P798S|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5TATTCTTTCACCCTTCCTTGA0.418

- 1 1385 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9CTCTTCTGAAGGGGACTCTTC0.493 rs17857204

+ 11 2029FANCM_uc001wwc.2_Missense_Mutation_p.H644Y|FANCM_uc010anf.2_Missense_Mutation_p.H618Y|FANCM_uc001wwe.3_Missense_Mutation_p.H180YNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7GTTCATCACACATGGTGTCTA0.393

+ 20 5224FANCM_uc010anf.2_Missense_Mutation_p.P1683S|FANCM_uc001wwe.3_Missense_Mutation_p.P1245S|FANCM_uc010ang.2_Missense_Mutation_p.P923SNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7AAATTCAGTGCCTTCTGGATC0.393

- 5 363SDCCAG1_uc010anj.1_Intron|POLE2_uc001wwv.2_RNANM_002692 NP_002683 P56282 DPOE2_HUMAN 2AATAAATTTGGTGCAGGGTGG0.418

+ 2 594SDCCAG1_uc010anj.1_Intron|KLHDC2_uc001wwy.2_Missense_Mutation_p.R65K|KLHDC2_uc010anp.2_Missense_Mutation_p.R65KNM_014315 NP_055130 Q9Y2U9 KLDC2_HUMAN Kelch 1. 1TATCTGCCTAGAGAAGAACTA0.279

+ 2 1103 NM_001663 NP_001654 P62330 ARF6_HUMAN 0TCAGGGGACGGACTCTATGAG0.522

- 18 2524CDKL1_uc001wxz.2_Missense_Mutation_p.P171SNM_004196 NP_004187 Q00532 CDKL1_HUMANProtein kinase. 2AGCAGCTCAGGGGAGCGGTAC0.587

- 12 2899NID2_uc010tqs.1_Intron|NID2_uc010tqt.1_Nonsense_Mutation_p.Q889*|NID2_uc001wzp.2_Nonsense_Mutation_p.Q889*NM_007361 NP_031387 Q14112 NID2_HUMAN EGF-like 4. 7CCAGTGCACTGGTGCCCATCG0.567

- 14 1718TXNDC16_uc010tqu.1_Missense_Mutation_p.M418I|TXNDC16_uc010aoe.2_RNANM_020784 NP_065835 Q9P2K2 TXD16_HUMAN Thioredoxin. 0GCAAAAATGCCATGGATACTG0.318

- 2 529 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4AGAAATGAGAGATGTGTAACA0.458

- 2 450SLC38A6_uc001xfg.1_5'Flank|SLC38A6_uc001xfh.1_5'Flank|SLC38A6_uc001xfi.2_5'Flank|SLC38A6_uc001xfj.1_5'Flank|SLC38A6_uc001xfk.2_5'Flank|SLC38A6_uc010trz.1_5'FlankNM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3TATGCCTGGGCGCTGCAATGC0.378

+ 49 10131SYNE2_uc001xgl.2_Missense_Mutation_p.E3301K|SYNE2_uc010apw.1_Missense_Mutation_p.E7KNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential).|Potential. 14TCGAAAACAAGAGGAATTGGA0.448

- 2 191ZBTB25_uc001xhc.2_Missense_Mutation_p.T3I|ZBTB25_uc001xhg.2_Missense_Mutation_p.T3INM_006977 NP_008908 P24278 ZBT25_HUMAN BTB. 2ATGGCTGGCAGTGTCCATTGT0.368

- 1 502VTI1B_uc010aqp.2_5'UTR|VTI1B_uc001xju.2_Silent_p.R14RNM_006370 NP_006361 Q9UEU0 VTI1B_HUMANPotential.|Cytoplasmic (Potential). 0CCGGTCCCCGCCGTCCCCAGC0.701

+ 3 1320 NM_152331 NP_689544 Q8N9L9 ACOT4_HUMAN 0CATCTGTTACCCTGGGACTGG0.507

+ 2 1432 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0CATTGCATCTCCCTGAACACA0.572

- 2 3182MLH3_uc001xre.1_Missense_Mutation_p.R989K|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2TTCTGAGGCTCTGATAAGAAC0.388

+ 2 456FAM164C_uc001xrh.2_Missense_Mutation_p.D95NNM_001042430 NP_001035895 Q53FD0 F164C_HUMAN 1CAGCCAGCAAGATCCAGAAAG0.473

- 21 2816NEK9_uc001xrj.2_Missense_Mutation_p.P107S|NEK9_uc001xrk.2_Missense_Mutation_p.P388SNM_033116 NP_149107 Q8TD19 NEK9_HUMANPro/Ser/Thr-rich.|Interaction with NEK6. 5GCACACGCAGGAGGAGTCAGT0.537

+ 20 2065TMEM63C_uc010asq.1_Missense_Mutation_p.P618LNM_020431 NP_065164 Q9P1W3 TM63C_HUMANHelical; (Potential). 0ATCACTTGCCCCATCATTGTG0.547

- 7 1728KCNK10_uc001xwm.2_Missense_Mutation_p.R429H|KCNK10_uc001xwn.2_Missense_Mutation_p.R429HNM_021161 NP_066984 P57789 KCNKA_HUMANCytoplasmic (Potential). 5CCCCTTCAGGCGCAGGTTGTT0.602

+ 8 1325C14orf159_uc010atv.1_RNA|C14orf159_uc001xyy.2_Missense_Mutation_p.G191D|C14orf159_uc001xyx.2_Splice_Site_p.E186_splice|C14orf159_uc001xyw.2_Missense_Mutation_p.G191D|C14orf159_uc001xzc.2_Missense_Mutation_p.G186D|C14orf159_uc001xza.2_Missense_Mutation_p.G191D|C14orf159_uc001xyv.2_Missense_Mutation_p.G191D|C14orf159_uc001xyz.2_Missense_Mutation_p.G62D|C14orf159_uc001xze.2_Missense_Mutation_p.G186DNM_001102366 NP_001095836 Q7Z3D6 CN159_HUMAN 3TCCCTCGGAGGTGAGCAGGGG0.612

- 10 978 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5AAGTCTGCCCTGGAAAACTAG0.333

- 21 6616TRIP11_uc010auf.1_Missense_Mutation_p.P1679LNM_004239 NP_004230 Q15643 TRIPB_HUMAN 13AAGATGCCCGGGCCCACCAGG0.507

- 3 821DDX24_uc010twq.1_Missense_Mutation_p.S198N|DDX24_uc010twr.1_Translation_Start_SiteNM_020414 NP_065147 Q9GZR7 DDX24_HUMANHelicase ATP-binding.|ATP (By similarity). 4AGTTTTCCCACTTCCTTAAAA0.408

- 20 3519 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3AGAACTGAGAGAAAACTCTGA0.363

+ 1 234PPP2R5C_uc001ykj.3_Intron|PPP2R5C_uc010txr.1_Intron|PPP2R5C_uc001ykk.2_Intron|PPP2R5C_uc010txt.1_Missense_Mutation_p.D22N|PPP2R5C_uc001ykn.2_Missense_Mutation_p.D32N|PPP2R5C_uc001ykp.2_Missense_Mutation_p.D32N|PPP2R5C_uc010txs.1_Missense_Mutation_p.D22NNM_002719 NP_002710 Q13362 2A5G_HUMAN 2CCATATTCGAGGTAAGTTATT0.468

+ 36 7593DYNC1H1_uc001ykt.1_5'UTRNM_001376 NP_001367 Q14204 DYHC1_HUMAN 10CGCCAACCATCCCGACTTCCC0.622

- 11 1379RAGE_uc010txv.1_Missense_Mutation_p.P355S|RAGE_uc001yln.2_Missense_Mutation_p.P203S|RAGE_uc001ylh.2_Intron|RAGE_uc001yli.2_RNA|RAGE_uc001yll.2_RNA|RAGE_uc001ylj.2_RNA|RAGE_uc001ylk.2_RNANM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4CACTTCAAGGGTCTCAGCACC0.577

- 12 2651PPP1R13B_uc010awv.1_RNA|PPP1R13B_uc001yog.1_Missense_Mutation_p.D657NNM_015316 NP_056131 Q96KQ4 ASPP1_HUMAN Pro-rich. 1TCATTGGCATCTGATGACGGG0.572

+ 1 2347 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8ATCCCCACTTCCATTTATATT0.493

- 18 2672HERC2_uc001zbl.1_Missense_Mutation_p.G551SNM_004667 NP_004658 O95714 HERC2_HUMAN 13CTGCCCAGACCTAAACCAAGG0.542

+ 63 9078RYR3_uc010bar.2_Missense_Mutation_p.S3003FNM_001036 NP_001027 Q15413 RYR3_HUMANHelical; Name=M'; (Potential). 10ATCCTGACGTCCATCTTTGAG0.473

+ 7 2622C15orf55_uc010ucc.1_Missense_Mutation_p.E851K|C15orf55_uc010ucd.1_Missense_Mutation_p.E841KNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30AGAAAATCAAGAACAGAGCTG0.517

+ 2 333RAD51_uc010bbw.2_Missense_Mutation_p.D12N|RAD51_uc010bbx.2_Missense_Mutation_p.D12N|RAD51_uc001zmk.3_RNA|RAD51_uc001zml.3_Missense_Mutation_p.D12N|RAD51_uc001zmm.1_5'Flank|RAD51_uc001zmn.1_5'FlankNM_002875 NP_002866 Q06609 RAD51_HUMAN 0AGCAAATGCAGATACTTCAGT0.378

+ 4 869 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3CTCTCAGCCAGCGAAGGTGGG0.602



- 7 1051INO80_uc010ucu.1_RNANM_017553 NP_060023 Q9ULG1 INO80_HUMANAssembles INO80 complex module consisting of conserved components ACTR8, ACTL6A and YY1.|DBINO.4CTGAGCCATACTTTCCTGCGA0.468

- 23 4537STRC_uc010bdl.2_Missense_Mutation_p.D714N|STRC_uc001zse.2_Missense_Mutation_p.D5NNM_153700 NP_714544 Q7RTU9 STRC_HUMAN 0TCCTCAAAGTCTGAGAGCTCC0.547 rs149597053

+ 11 1522SQRDL_uc001zvu.2_Missense_Mutation_p.F445I|SQRDL_uc001zvv.2_Missense_Mutation_p.F445INM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1GCGCAAGTTGTTTCATCTAGG0.488

- 64 8358 FBN1_uc010beo.1_RNANM_000138 NP_000129 P35555 FBN1_HUMANEGF-like 47; calcium-binding. 3GCGGAAGTAACCAGGTGGACA0.493

- 11 1202C15orf33_uc001zxm.2_Nonsense_Mutation_p.W269*NM_152647 NP_689860 Q96M60 CO033_HUMAN 1TTTCAGTTTCCAGTGGATCCA0.318

+ 8 1075TMOD3_uc010bfc.1_RNANM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1TGAAACCCTGGCAGAGCTCAA0.463

- 18 2717SLTM_uc002afn.2_Missense_Mutation_p.P419S|SLTM_uc002afo.2_Missense_Mutation_p.P859S|SLTM_uc002afq.2_Missense_Mutation_p.P446S|SLTM_uc010bgd.2_Missense_Mutation_p.P446SNM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1GGTCTGGAAGGATTGGGCCCT0.502

- 4 263ANXA2_uc002agk.2_Missense_Mutation_p.A35T|ANXA2_uc002agl.2_Missense_Mutation_p.A35T|ANXA2_uc002agm.2_Missense_Mutation_p.A53T|ANXA2_uc010uhd.1_RNA|ANXA2_uc010bgj.2_Missense_Mutation_p.A35TNM_001136015 NP_001129487 P07355 ANXA2_HUMAN 1TCCCGCTCAGCATCAAAGTTA0.403

+ 9 1029_1030USP3_uc010uii.1_RNA|USP3_uc002amg.2_Missense_Mutation_p.C216S|USP3_uc002amh.2_Missense_Mutation_p.C279S|USP3_uc010uij.1_Missense_Mutation_p.C257S|USP3_uc010uik.1_Missense_Mutation_p.C52S|USP3_uc010bgs.2_Missense_Mutation_p.C284S|USP3_uc002ami.2_Missense_Mutation_p.C132SNM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1CAAGTAACAAGTGTTGCATGTA0.431

- 8 1042CLPX_uc010uiu.1_RNA|CLPX_uc010bhg.1_Nonsense_Mutation_p.Q324*NM_006660 NP_006651 O76031 CLPX_HUMAN 0TATCCAGCCTGAGTCAAAGTT0.393

- 9 2447 NM_003613 NP_003604 O75339 CILP1_HUMAN 7TAGGCCCTCACCTTAACAAAG0.522

- 4 553AAGAB_uc002aql.2_Missense_Mutation_p.D41N|AAGAB_uc010uju.1_Missense_Mutation_p.D41NNM_024666 NP_078942 Q6PD74 AAGAB_HUMAN 0CACTTACCATCCTCCTCAGGC0.353

- 1 669CALML4_uc002arc.2_Translation_Start_Site|CALML4_uc002ard.2_RNA|CALML4_uc002are.2_RNA|CALML4_uc010bhz.2_RNANM_033429 NP_219501 Q96GE6 CALL4_HUMAN 0TGACCCGCCACCTGGGCAGGT0.597

- 3 463PARP6_uc002aua.2_5'Flank|PARP6_uc002aub.2_5'Flank|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.D2N|CELF6_uc010biv.1_RNANM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0CCTTTGATGTCCTAGTGGTGA0.453

+ 12 1171CSK_uc002ays.2_Missense_Mutation_p.V330I|CSK_uc010bkc.1_Missense_Mutation_p.V139INM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3CGTGGCCAAGGTCAGCGACTT0.602

+ 14 1388CSK_uc002ays.2_Missense_Mutation_p.G402D|CSK_uc010bkc.1_Missense_Mutation_p.G211DNM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3GTGGAGAAGGGCTACAAGATG0.657

- 9 1056MAN2C1_uc002bag.2_Missense_Mutation_p.V347M|MAN2C1_uc002bah.2_Missense_Mutation_p.V347M|MAN2C1_uc010bkk.2_Missense_Mutation_p.V248M|MAN2C1_uc010umi.1_Missense_Mutation_p.V129M|MAN2C1_uc010umj.1_RNANM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0AACTGCCTCACCATGGCCTCT0.612

- 11 985 NR_027024 0TTCCACCTGGGATTGGAGCTT0.567

- 6 557EFTUD1_uc002bgu.1_Missense_Mutation_p.V79INM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1TGTCGCAGAACTGCCTGTGTC0.363

- 4 1761BNC1_uc010uos.1_Missense_Mutation_p.R546KNM_001717 NP_001708 Q01954 BNC1_HUMAN 3GAGGTTGTGTCTTTTCTCATT0.468

+ 14 1753ADAMTSL3_uc010bmt.1_Missense_Mutation_p.G510E|ADAMTSL3_uc010bmu.1_Missense_Mutation_p.G510ENM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3. 27AACCACCGCGGAGAGCATGTT0.458

+ 12 5113ACAN_uc010upp.1_Missense_Mutation_p.A1580V|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GAGACTTCAGCTTCTGGAGCT0.537

- 6 810MFGE8_uc002bnf.3_Missense_Mutation_p.P121S|MFGE8_uc002bnh.3_Missense_Mutation_p.P233S|MFGE8_uc010bnn.2_Missense_Mutation_p.P225S|MFGE8_uc010upq.1_Missense_Mutation_p.P189S|MFGE8_uc010upr.1_Missense_Mutation_p.P233SNM_005928 NP_005919 Q08431 MFGM_HUMANF5/8 type C 2. 1AGGCCCAGGGGATTGGCGCAT0.577

+ 10 1544MAN2A2_uc010boa.2_Missense_Mutation_p.V519M|MAN2A2_uc002bqc.2_Missense_Mutation_p.V477M|MAN2A2_uc010uql.1_Intron|MAN2A2_uc010uqm.1_Intron|MAN2A2_uc010uqn.1_5'FlankNM_006122 NP_006113 P49641 MA2A2_HUMANLumenal (Potential). 3GAGGACAGGGGTGGAGCCAGG0.557

+ 6 1063CHD2_uc002bsm.1_Missense_Mutation_p.G163D|CHD2_uc002bsn.2_Missense_Mutation_p.G163D|CHD2_uc002bso.1_Missense_Mutation_p.G163D|CHD2_uc010urb.1_Missense_Mutation_p.G176DNM_001271 NP_001262 O14647 CHD2_HUMAN 2CAGGAACAAGGCACCAGTGCA0.398

+ 26 3951CHD2_uc002bso.1_Missense_Mutation_p.D1126NNM_001271 NP_001262 O14647 CHD2_HUMAN 2TGTGCGGAAGGACCTCGTGGA0.532

+ 2 1951NR2F2_uc002btp.2_Missense_Mutation_p.A110T|NR2F2_uc010urj.1_Missense_Mutation_p.A90T|NR2F2_uc010urk.1_Missense_Mutation_p.A90TNM_021005 NP_066285 P24468 COT2_HUMANInteraction with ZFPM2 (By similarity).|Ligand-binding (By similarity).3GGACCAGGTGGCCCTGCTTCG0.667

+ 1 736 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMANHelical; Name=6; (Potential). 0TCATGTCACTGTGGTCATCTT0.428

+ 9 1943WASH3P_uc002cdl.2_Missense_Mutation_p.G175S|WASH3P_uc002cdk.2_RNA|WASH3P_uc002cdp.2_Missense_Mutation_p.G175S|WASH3P_uc010bpo.2_RNA|WASH3P_uc002cdq.2_RNA|WASH3P_uc002cdr.2_RNANR_003659 0TGGGGGCATCGGCAAGGCCAA0.652

+ 2 196NUBP2_uc002cmx.3_5'UTR|NUBP2_uc010brx.2_5'UTRNM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0ACGGAGCTGGCCCTGGCACTG0.687

+ 3 641GFER_uc002coc.2_Missense_Mutation_p.V116MNM_005262 NP_005253 P55789 ALR_HUMANERV/ALR sulfhydryl oxidase. 0CTGCTCAAAAGTGGATGAGCG0.607

+ 12 1352CCNF_uc002cqe.1_Missense_Mutation_p.P114SNM_001761 NP_001752 P41002 CCNF_HUMAN 2GACGCTAGTCCCTGTGGAGCT0.672

+ 14 1623CCNF_uc002cqe.1_Missense_Mutation_p.A204VNM_001761 NP_001752 P41002 CCNF_HUMAN 2TCTCTGACCGCCGTGAAGCAG0.597

- 4 1376 NM_000243 NP_000234 O15553 MEFV_HUMAN 6ACTGCCTTCTCCTCCCCATAG0.532

+ 6 1136ZNF75A_uc002cuv.3_RNANM_153028 NP_694573 Q96N20 ZN75A_HUMAN C2H2-type 2. 1GAGTTCAGATCTTAATAAGCA0.353

- 22 4261 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6CGCTGCAGCCGCCGCAGCTCT0.706 rs34645685

+ 9 1207C16orf68_uc002cza.2_Missense_Mutation_p.D255NNM_024109 NP_077014 Q9BUU2 MET22_HUMAN 0CGACTTGACTGATGCTGTGTT0.483

- 13 4596GRIN2A_uc010uym.1_Missense_Mutation_p.D1350N|GRIN2A_uc010uyn.1_Intron|GRIN2A_uc002czr.3_IntronNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CTCTTGCTGTCCTCCAGACCT0.537

- 6 1160 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2CTCCTGCAGCGTCTGCGAGGG0.632 rs142647849

+ 15 2800MKL2_uc002dcg.2_Missense_Mutation_p.P832L|MKL2_uc002dcj.2_Missense_Mutation_p.P127LNM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5ACAAAAGATCCCCCCCGCTAT0.562

- 3 990 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANLumenal (Potential). 4ACCCTCGAGGGGGCAGAACCG0.602

+ 17 3313TMC5_uc010vaq.1_Missense_Mutation_p.T803I|TMC5_uc002dgb.3_Missense_Mutation_p.T855I|TMC5_uc010var.1_Missense_Mutation_p.T855I|TMC5_uc002dgd.1_Missense_Mutation_p.T609I|TMC5_uc002dge.3_Missense_Mutation_p.T609I|TMC5_uc002dgf.3_Missense_Mutation_p.T538I|TMC5_uc002dgg.3_Missense_Mutation_p.T496INM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANHelical; (Potential). 1CTGGCCATCACCATCTGGAGG0.453 rs138670843

+ 20 3624TMC5_uc010vaq.1_Missense_Mutation_p.D907N|TMC5_uc002dgb.3_Missense_Mutation_p.D901N|TMC5_uc010var.1_Missense_Mutation_p.D959N|TMC5_uc002dge.3_Missense_Mutation_p.D713N|TMC5_uc002dgf.3_Missense_Mutation_p.D642N|TMC5_uc002dgg.3_Missense_Mutation_p.D600NNM_001105248 NP_001098718 Q6UXY8 TMC5_HUMANExtracellular (Potential). 1CAAGCTGCAGGATATGGAGAA0.448

- 7 1138ACSM1_uc002dhn.1_Intron|ACSM1_uc010bwg.1_Missense_Mutation_p.R357KNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2GCCCGTCCGTCTTTTCCACTC0.448

- 42 6092 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18CTCCTCTTTGGTGATATACTG0.393

- 1 702ZKSCAN2_uc010vcl.1_5'UTR|ZKSCAN2_uc002doe.2_Missense_Mutation_p.E99KNM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN SCAN box. 4TGAATCTTCTCGGGTAAAATG0.512

+ 4 241 NM_015202 NP_056017 O60303 K0556_HUMAN 8CTCTGTCTATGTCAACGGTGC0.502



- 18 2977XPO6_uc002dpb.1_Missense_Mutation_p.P812S|XPO6_uc010vcp.1_Missense_Mutation_p.P826SNM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2ATAAAAGCTGGAAAGAGGGCC0.527

- 6 1122uc010vct.1_Intron|SULT1A1_uc002dqj.2_Missense_Mutation_p.E217K|SULT1A1_uc002dqk.2_Missense_Mutation_p.E217K|SULT1A1_uc002dql.2_Missense_Mutation_p.E217K|SULT1A1_uc002dqm.2_Missense_Mutation_p.E139K|SULT1A1_uc002dqn.2_Missense_Mutation_p.E308K|SULT1A1_uc002dqo.2_Missense_Mutation_p.E217K|SULT1A1_uc002dqp.2_Missense_Mutation_p.E217KNM_177534 NP_803878 P50225 ST1A1_HUMAN PAPS. 0ACGGTCTCCTCTGGCAGGGAG0.552

+ 10 1315uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|CORO1A_uc010bzq.2_Missense_Mutation_p.P398L|CORO1A_uc010bzr.2_Intron|CORO1A_uc002dwx.2_Missense_Mutation_p.P292L|CORO1A_uc002dwy.1_3'UTR|LOC606724_uc002dwz.1_5'FlankNM_007074 NP_009005 P31146 COR1A_HUMAN 0GGCTACGTACCCCCAAAGAGC0.706

+ 34 8972SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Missense_Mutation_p.P2658SNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMANA.T hook 1.|Pro-rich. 4GAGGGGGAGGCCCCCCAAGAA0.612

+ 14 4998 NM_014712 NP_055527 O15047 SET1A_HUMANInteraction with CFP1. 3CCTGGACTCAGAGGACATGAG0.458

+ 3 1224ARMC5_uc010vfn.1_Missense_Mutation_p.A327V|ARMC5_uc010vfo.1_Missense_Mutation_p.A264V|ARMC5_uc002eca.3_Missense_Mutation_p.A232V|ARMC5_uc010vfp.1_Intron|ARMC5_uc002ecb.2_Missense_Mutation_p.A232VNM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 3. 1CACCGCCTGGCCTTGGCACAG0.667

- 4 701NETO2_uc010vgf.1_5'UTR|NETO2_uc002ees.1_Missense_Mutation_p.E106KNM_018092 NP_060562 Q8NC67 NETO2_HUMANExtracellular (Potential).|CUB 1. 0TCTCGAACTTCCAAGTGATCA0.393

+ 3 903IRX6_uc002ehx.2_Missense_Mutation_p.Y124H|IRX6_uc010ccb.1_RNANM_024335 NP_077311 P78412 IRX6_HUMAN 6ACCAGGAGCCTATTATCCCTA0.498

- 10 1420CES7_uc002eio.2_Missense_Mutation_p.R424K|CES7_uc002eiq.2_Missense_Mutation_p.R185K|CES7_uc002eir.2_Missense_Mutation_p.R318KNM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0ATACTCACCTCTGTGATATCG0.532

+ 2 255COQ9_uc002elp.1_Missense_Mutation_p.P80L|COQ9_uc010vhn.1_Missense_Mutation_p.P80L|COQ9_uc010vho.1_Missense_Mutation_p.P80L|COQ9_uc010vhp.1_Missense_Mutation_p.P80L|COQ9_uc002elr.2_Missense_Mutation_p.P80LNM_020312 NP_064708 O75208 COQ9_HUMAN 1CATTCACCCCCCAGGTAGGCA0.493

+ 2 290CCDC113_uc010vid.1_Missense_Mutation_p.A71TNM_014157 NP_054876 Q9H0I3 CC113_HUMAN 0TAAAATATCAGCAGCAGATTA0.403

+ 6 533NDRG4_uc002enk.2_Missense_Mutation_p.G175S|NDRG4_uc002enm.2_Missense_Mutation_p.G195S|NDRG4_uc010vif.1_Missense_Mutation_p.G175S|NDRG4_uc010cdk.2_Missense_Mutation_p.G161S|NDRG4_uc010vig.1_Missense_Mutation_p.G173S|NDRG4_uc010vih.1_Missense_Mutation_p.G88S|NDRG4_uc010vii.1_Missense_Mutation_p.G161S|NDRG4_uc002enp.2_Missense_Mutation_p.G143S|NDRG4_uc002enq.1_Missense_Mutation_p.G87SNM_022910 NP_075061 Q9ULP0 NDRG4_HUMAN 1CGACCCCAATGGCAAAGGCTG0.657

- 12 1394DYNC1LI2_uc010vis.1_Missense_Mutation_p.T378SNM_006141 NP_006132 O43237 DC1L2_HUMAN 4TTCTTGGCTGTGCTCTGCACC0.547

- 8 1059DYNC1LI2_uc010vis.1_Missense_Mutation_p.P266LNM_006141 NP_006132 O43237 DC1L2_HUMAN 4TCTCACGGGAGGTTTCACAAT0.279

- 3 1236TPPP3_uc002eta.2_Missense_Mutation_p.S134F|TPPP3_uc002etb.2_Missense_Mutation_p.S134FNM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1CTCCTTGTGGGAGCCCGTGTA0.597

- 2 1160TPPP3_uc002eta.2_Missense_Mutation_p.A109T|TPPP3_uc002etb.2_Missense_Mutation_p.A109TNM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1CCCACATTGGCTGGCTCTTTG0.622

+ 3 255DUS2L_uc002evj.2_Missense_Mutation_p.A36T|DUS2L_uc010vkk.1_Missense_Mutation_p.A36T|DUS2L_uc010cez.2_5'UTRNM_017803 NP_060273 Q9NX74 DUS2L_HUMAN 0GGATTATGGAGCGGACATTGT0.498

+ 5 473PRMT7_uc002evx.1_Missense_Mutation_p.A66V|PRMT7_uc010vlg.1_Intron|PRMT7_uc002evz.1_5'UTRNM_019023 NP_061896 Q9NVM4 ANM7_HUMAN 0GGACAGAAGGCCTTGGTTCTC0.522

- 16 2396AARS_uc010vlu.1_Splice_Site_p.K592_spliceNM_001605 NP_001596 P49588 SYAC_HUMAN 1GACCTGCTCACCTTCTGGGCC0.557

+ 9 1611DHX38_uc010vmp.1_Intron|DHX38_uc010cgn.1_RNANM_014003 NP_054722 Q92620 PRP16_HUMAN 1TTTCTGGATGGGCGCATTGTC0.502

- 7 1534PKD1L2_uc002fgj.2_Missense_Mutation_p.P512SNM_052892 NP_443124 Q7Z442 PK1L2_HUMANREJ.|Extracellular (Potential). 3CCTTCAACCGGAACAGCCAGG0.577

- 6 1116PKD1L2_uc002fgj.2_Nonsense_Mutation_p.W372*NM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential). 3CCACCTGAATCCACAGAGGAT0.542

+ 3 653 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN BACK. 2CAGCACGGAAGAATTCTTAGA0.423 rs119485095

+ 13 2182CDH13_uc010vns.1_Missense_Mutation_p.D735N|CDH13_uc010vnt.1_Missense_Mutation_p.D434N|CDH13_uc010vnu.1_Missense_Mutation_p.D649NNM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 5. 1TTCCAAAGTGGACTGCAACGC0.542

- 2 852KCNG4_uc002fhu.1_Missense_Mutation_p.P244LNM_172347 NP_758857 Q8TDN1 KCNG4_HUMAN 3CCTGAGGTCGGGCATGGTGCT0.522

- 12 1721ZCCHC14_uc002fka.1_RNA|ZCCHC14_uc002fkb.2_Missense_Mutation_p.A341VNM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2GGGTGCGGACGCGGGCAGCAC0.557 rs147152692

+ 6 772BANP_uc002fkp.2_Missense_Mutation_p.S153N|BANP_uc002fkq.2_Missense_Mutation_p.S153N|BANP_uc010vow.1_Missense_Mutation_p.S191N|BANP_uc002fks.3_Missense_Mutation_p.S152N|BANP_uc002fko.1_Missense_Mutation_p.S89N|BANP_uc010vov.1_Missense_Mutation_p.S158NNM_079837 NP_524576 Q8N9N5 BANP_HUMANInteraction with CUX1 and HDAC1 (By similarity). 0TCGGAGGCCAGCGACTCTGTG0.647

- 5 655GALNS_uc010cid.2_Splice_Site_p.R195_splice|GALNS_uc002flz.3_IntronNM_000512 NP_000503 P34059 GALNS_HUMAN 2GGCTCCATTACCTGCCAACCA0.607

- 9 2020ANKRD11_uc002fmy.1_Missense_Mutation_p.A520V|ANKRD11_uc002fnc.1_Missense_Mutation_p.A520V|ANKRD11_uc002fnb.1_Missense_Mutation_p.A477VNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Ser-rich. 6GGTGGAGGAGGCAGAGAGGGA0.632

+ 4 577SPG7_uc002fni.2_Missense_Mutation_p.V186MNM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial intermembrane (Potential). 0CGTCCAGGTGGTGCCTGAGAG0.637

+ 5 752SPG7_uc002fni.2_Missense_Mutation_p.S244FNM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial intermembrane (Potential). 0ATCCCAGTTTCCTACAAGCGA0.408

- 18 1727FANCA_uc010vpn.1_Missense_Mutation_p.G562ENM_000135 NP_000126 O15360 FANCA_HUMAN 6TGGGATGTTCCCCGTATGCTC0.557

+ 3 300TUBB3_uc002fpf.2_Missense_Mutation_p.G426R|TUBB3_uc010ciz.1_Missense_Mutation_p.G7R|TUBB3_uc010cja.1_RNA|TUBB3_uc002fpg.1_5'UTR|TUBB3_uc002fpi.1_Missense_Mutation_p.G7R|TUBB3_uc002fpj.1_Missense_Mutation_p.G7R|TUBB3_uc010cjb.1_Intron|TUBB3_uc002fpk.1_5'FlankNM_006086 NP_006077 Q13509 TBB3_HUMAN 3TGTCCGCTCAGGGGCCTTTGG0.582

- 15 1704VPS53_uc002frk.2_Splice_Site_p.K38_splice|VPS53_uc010cjo.1_Splice_Site_p.K519_splice|VPS53_uc002frl.2_Splice_Site|VPS53_uc002frm.2_Splice_Site_p.K490_splice|VPS53_uc002fro.2_Splice_Site_p.K321_splice|VPS53_uc010cjp.1_Splice_Site_p.K242_spliceNM_018289 NP_060759 Q5VIR6 VPS53_HUMAN 0GGTTGTGGTTCTGAAGAAAAG0.453

+ 5 583FAM57A_uc002frq.2_Missense_Mutation_p.G149E|FAM57A_uc002frr.2_Missense_Mutation_p.G91ENM_024792 NP_079068 Q8TBR7 FA57A_HUMANTLC.|Helical; (Potential). 0AAGGTGAATGGAATCCTCACG0.542

- 4 382GLOD4_uc002frt.2_Missense_Mutation_p.M31I|GLOD4_uc002fru.2_Missense_Mutation_p.M87I|GLOD4_uc010vqc.1_Missense_Mutation_p.M78INM_016080 NP_057164 Q9HC38 GLOD4_HUMAN 0CGGTATTTACCATAAAGTCAT0.269

- 8 1333NXN_uc010vqd.1_Missense_Mutation_p.T105I|NXN_uc002frz.2_Missense_Mutation_p.T165I|NXN_uc010vqe.1_Missense_Mutation_p.T306INM_022463 NP_071908 Q6DKJ4 NXN_HUMAN 4GATGGCGGGGGTGATCTCCTC0.572

- 3 317PITPNA_uc010cjt.2_5'UTR|PITPNA_uc010cju.2_5'UTR|PITPNA_uc010vqn.1_RNANM_006224 NP_006215 Q00169 PIPNA_HUMAN 1TACAGCTGCCCCACTTGATAC0.507

+ 8 1056SGSM2_uc002fum.3_Missense_Mutation_p.T294I|SGSM2_uc010vqw.1_Missense_Mutation_p.T294I|SGSM2_uc002fuo.2_5'FlankNM_001098509 NP_001091979 O43147 SGSM2_HUMAN 0CTGAAGTGGACCCCCAACCAG0.607

+ 17 2237SGSM2_uc002fum.3_Missense_Mutation_p.G733S|SGSM2_uc010vqw.1_Missense_Mutation_p.G688S|SGSM2_uc002fup.1_5'UTR|SGSM2_uc002fuq.2_5'FlankNM_001098509 NP_001091979 O43147 SGSM2_HUMANRab-GAP TBC. 0CGGGACTCCGGGCACCGCCGT0.612

- 5 1535ZNF232_uc002gar.1_Nonsense_Mutation_p.Q279*|ZNF232_uc002gat.2_Nonsense_Mutation_p.Q288*NM_014519 NP_055334 Q9UNY5 ZN232_HUMAN 2ACAACCATCTGCCTGAAACTT0.453

+ 3 451SLC2A4_uc002gfo.2_Missense_Mutation_p.S84F|SLC2A4_uc010cmd.2_RNANM_001042 NP_001033 P14672 GTR4_HUMANHelical; Name=2; (Potential). 0TGGGCCCTCTCCGTGGCCATC0.617

- 4 3066ZBTB4_uc002ghd.3_Missense_Mutation_p.S939NNM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN 4GGCCAAGTTACTGAAGTTGTA0.602

+ 60 9346DNAH2_uc010cnm.1_Missense_Mutation_p.G49ENM_020877 NP_065928 Q9P225 DYH2_HUMANStalk (By similarity). 13AAGGATATAGGAGAGATCAAG0.537

+ 2 1067TRAPPC1_uc002gjo.1_5'Flank|CNTROB_uc002gjp.2_Missense_Mutation_p.A50T|CNTROB_uc002gjr.2_5'FlankNM_053051 NP_444279 Q8N137 CNTRB_HUMAN 2GCAGGCGGAGGCCACGGCCCG0.582

+ 16 1975PFAS_uc010vuv.1_Missense_Mutation_p.G188S|PFAS_uc010cnw.1_Missense_Mutation_p.G112S|PFAS_uc002gks.2_5'FlankNM_012393 NP_036525 O15067 PUR4_HUMAN 5CAGAAGAAATGGCCAGGGGGA0.597

- 4 758SLC25A35_uc002gku.1_Missense_Mutation_p.T238I|SLC25A35_uc002gkt.2_Missense_Mutation_p.T238I|SLC25A35_uc002gkz.1_RNANM_201520 NP_958928 Q3KQZ1 S2535_HUMAN Solcar 3. 0CTGTGCATCTGTGGGCTGGTT0.582



- 1 704 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN 1GGATGGAGGAGAGCTTGGGAT0.552

- 19 2285 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13AGACACAAACCTCTGTTTGAA0.403

- 12 1169uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E347D|MYH2_uc010coj.2_Missense_Mutation_p.E347DNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like. 14AGACCTTTTCTTCATTAGTAA0.418

- 4 480PMP22_uc002gok.2_Missense_Mutation_p.P144L|PMP22_uc002gol.2_Missense_Mutation_p.P144LNM_153322 NP_696997 Q01453 PMP22_HUMANHelical; (By similarity). 0AAGGGCCAGGGGGAAGGCCAC0.592

- 6 972NCOR1_uc002gpn.2_Splice_Site_p.R244_splice|NCOR1_uc002gpp.1_Splice_Site_p.R135_splice|NCOR1_uc002gpr.2_Splice_Site_p.R135_splice|NCOR1_uc002gps.1_Splice_Site_p.R244_splice|NCOR1_uc010coz.1_Splice_Site_p.R60_splice|NCOR1_uc010cpb.1_Splice_Site_p.R244_splice|NCOR1_uc010cpa.1_Splice_Site_p.R244_spliceNM_006311 NP_006302 O75376 NCOR1_HUMAN 5TATGAGCTTACCCGATTCTCA0.448

+ 3 5003RAI1_uc002grn.1_Missense_Mutation_p.E1512KNM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN 2CCAGCCCCCGGAGGGCAGGCC0.657

- 7 873TOM1L2_uc002gry.3_Missense_Mutation_p.S189F|TOM1L2_uc010vwy.1_Missense_Mutation_p.S186F|TOM1L2_uc010cpr.2_Missense_Mutation_p.S194F|TOM1L2_uc010vwz.1_Missense_Mutation_p.S91F|TOM1L2_uc010vxa.1_Missense_Mutation_p.S141F|TOM1L2_uc010vxb.1_Missense_Mutation_p.S189FNM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN GAT. 0TAACATCTCAGACATGACTTT0.527

- 6 2473SLC5A10_uc002gur.1_Intron|SLC5A10_uc002guu.1_Intron|SLC5A10_uc002gut.1_Intron|SLC5A10_uc002guv.1_Intron|SLC5A10_uc010vyl.1_IntronNM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2ATCGGTCATGGGGCGGGCATT0.652

- 2 948TMEM11_uc002gyq.2_3'UTRNM_003876 NP_003867 P17152 TMM11_HUMAN 0TTGTGCAGTCTCTTTCTGTGC0.542

- 22 2935 NM_000625 NP_000616 P35228 NOS2_HUMANFAD-binding FR-type. 4CCAGCAGACACCCGCAGGGAC0.577

- 28 5341KIAA0100_uc002hbt.2_Splice_Site_p.G77_spliceNM_014680 NP_055495 Q14667 K0100_HUMAN 4GCCCTGAATACCTTCCTGCTT0.398

- 6 828CORO6_uc002hem.2_Missense_Mutation_p.P42S|CORO6_uc002hen.2_Missense_Mutation_p.P42SNM_032854 NP_116243 Q6QEF8 CORO6_HUMAN WD 5. 0CTGGAGTCGGGATCGTAAAAG0.627

+ 15 3305CPD_uc010wbo.1_Missense_Mutation_p.G850D|CPD_uc010wbp.1_IntronNM_001304 NP_001295 O75976 CBPD_HUMANExtracellular (Potential).|Carboxypeptidase-like 3. 2GCCTTAGATGGTGGTTCCATG0.368

- 16 3262SRCIN1_uc002hqf.1_Missense_Mutation_p.F885L|SRCIN1_uc002hqe.2_Missense_Mutation_p.F867LNM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0GAGGAGGGGAAGCTCCGGCGG0.657

+ 6 556MLLT6_uc010wdr.1_Missense_Mutation_p.F181L|MLLT6_uc010cvm.1_Missense_Mutation_p.F181LNM_005937 NP_005928 P55198 AF17_HUMAN 6AATACCACTTCAGCAAGATGG0.443

+ 3 377STARD3_uc010weg.1_Missense_Mutation_p.E85K|STARD3_uc010weh.1_RNA|STARD3_uc002hse.2_Missense_Mutation_p.E85K|STARD3_uc010wei.1_Missense_Mutation_p.E85K|STARD3_uc002hsf.2_5'UTR|STARD3_uc002hsg.2_5'FlankNM_006804 NP_006795 Q14849 STAR3_HUMANExtracellular (Potential).|MENTAL. 0CTTGGAGCAGGAGATCATCCA0.557

- 1 229GSDMB_uc010cwk.2_RNA|GSDMB_uc010cwl.2_RNA|GSDMB_uc010cwm.2_RNA|GSDMB_uc002htg.2_Missense_Mutation_p.S75F|GSDMB_uc002hth.2_Missense_Mutation_p.S75F|GSDMB_uc010wem.1_Missense_Mutation_p.S75FNM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2TTGGAGCCCAGAATCCAGTTC0.502

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].|17.0 cagctggacacacagcagctg 0.204

- 5 841 NM_002279 NP_002270 Q14525 KT33B_HUMAN Coil 2.|Rod. 0TGGTAGGACTGCAGCTGCTCC0.607

- 6 1068KRT19_uc002hxd.3_Missense_Mutation_p.D191NNM_021991 NP_068831 P14923 PLAK_HUMAN 5GTCAGCTCATCCAGCACCCTG0.577

- 4 899 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANCytoplasmic (Potential). 1CTTCATGCCTCCCTGGCCCCG0.602

- 17 2036EZH1_uc002iba.2_Missense_Mutation_p.E622K|EZH1_uc010wgt.1_Missense_Mutation_p.E561K|EZH1_uc010wgu.1_Missense_Mutation_p.E637K|EZH1_uc010wgv.1_Missense_Mutation_p.E591K|EZH1_uc010wgw.1_Missense_Mutation_p.E492K|EZH1_uc010cyp.2_Missense_Mutation_p.E532K|EZH1_uc010cyq.2_Missense_Mutation_p.E548K|EZH1_uc010cyo.1_Missense_Mutation_p.E294KNM_001991 NP_001982 Q92800 EZH1_HUMAN SET. 3TGCACAGACTCCTTTATGAAG0.532

+ 2 1768AOC2_uc002ibt.2_Missense_Mutation_p.P578L|AOC3_uc002ibv.2_5'FlankNM_009590 NP_033720 O75106 AOC2_HUMAN 2TTGGGAAGCCCCCTACCCCGC0.617

+ 4 995TMUB2_uc002ifp.2_Missense_Mutation_p.V260M|TMUB2_uc010wiu.1_Missense_Mutation_p.V223M|TMUB2_uc002ifq.2_Missense_Mutation_p.V280M|TMUB2_uc002ifr.2_3'UTR|TMUB2_uc002ifs.2_Missense_Mutation_p.V111M|TMUB2_uc002ift.2_Missense_Mutation_p.V260M|TMUB2_uc002ifu.2_3'UTR|TMUB2_uc002ifv.2_Missense_Mutation_p.V260M|TMUB2_uc002ifx.2_3'UTR|TMUB2_uc002ify.2_RNANM_001076674 NP_001070142 Q71RG4 TMUB2_HUMANHelical; (Potential). 1TGTCTTTGTGGTGCTGTTGGG0.587

+ 1 389 NM_001466 NP_001457 Q14332 FZD2_HUMANFZ.|Extracellular (Potential). 3CAGTGCTCGCCCGAACTGCGC0.632

- 11 1563KIF18B_uc002iht.2_Missense_Mutation_p.A488T|KIF18B_uc010wjh.1_Missense_Mutation_p.A476TNM_001080443 NP_001073912 2TCTGGCAGTGCATGTGTGGGG0.572

- 43 3287 NM_000088 NP_000079 P02452 CO1A1_HUMANTriple-helical region. 382AACGGGGccaggggcaccagg0.552

+ 8 1054ABCC3_uc002isk.3_Missense_Mutation_p.S325F|ABCC3_uc002ism.2_5'FlankNM_003786 NP_003777 O15438 MRP3_HUMANExtracellular (By similarity).|ABC transmembrane type-1 1.4GACCTGCTCTCCTTCATCAAT0.617

+ 17 2193 NM_003786 NP_003777 O15438 MRP3_HUMANABC transporter 1.|Cytoplasmic (By similarity). 4GAACTGCACTCTTCAGGAAAA0.607

- 1 1001CA10_uc002itv.3_5'UTR|CA10_uc002itx.3_Nonsense_Mutation_p.W5*|CA10_uc002ity.3_Nonsense_Mutation_p.W5*|CA10_uc002itz.2_Nonsense_Mutation_p.W5*NM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2AAAGCACCTCCCAGACTATTT0.517

+ 8 2668AKAP1_uc010wnl.1_Missense_Mutation_p.D813N|AKAP1_uc010dcm.2_Missense_Mutation_p.D813NNM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1TCCCAGGTCTGACTTTGTCAC0.517

- 10 1845CUEDC1_uc002ive.1_Missense_Mutation_p.P376SNM_017949 NP_060419 Q9NWM3 CUED1_HUMAN 2TCCACCTTGGGTGCCTCCTGA0.627

+ 11 2032 NM_000502 NP_000493 P11678 PERE_HUMAN 2ACGGAGACAGGTAAGTGACCC0.498

- 10 992MKS1_uc010wnq.1_Missense_Mutation_p.T103I|MKS1_uc002ivs.1_Missense_Mutation_p.T306INM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1ACCTGGGACAGTCTAAGGTGA0.532

- 9 1195SEPT4_uc002iwk.1_Missense_Mutation_p.R209K|SEPT4_uc010wnw.1_Missense_Mutation_p.R209K|SEPT4_uc002iwl.1_Missense_Mutation_p.R209K|SEPT4_uc002iwn.1_Missense_Mutation_p.R257K|SEPT4_uc002iwo.1_Missense_Mutation_p.R337K|SEPT4_uc002iwp.1_3'UTR|SEPT4_uc010wnx.1_Missense_Mutation_p.R371K|SEPT4_uc010wny.1_Missense_Mutation_p.R348K|SEPT4_uc010dcy.1_3'UTRNM_004574 NP_004565 O43236 SEPT4_HUMAN 0TCGCCGCCCTCTGGCCTCTAC0.572

- 8 1007TEX14_uc002iwr.1_Missense_Mutation_p.E291K|TEX14_uc002iws.1_Missense_Mutation_p.E291K|TEX14_uc010dda.1_Missense_Mutation_p.E71KNM_198393 NP_938207 Q8IWB6 TEX14_HUMANProtein kinase. 17CTGCTGTGTTCCTGCTCGGCA0.572

- 7 823 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANHelicase ATP-binding. 1TTCGATGACTCTTGACTGTTT0.393

- 4 527MARCH10_uc002jag.3_Missense_Mutation_p.P97S|MARCH10_uc010dds.2_Missense_Mutation_p.P97S|MARCH10_uc002jah.2_Missense_Mutation_p.P97SNM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0TCAATTGCTGGAAGTTTGGAG0.428

- 5 994CYB561_uc002jaq.2_Missense_Mutation_p.G244S|CYB561_uc002jar.2_Missense_Mutation_p.G198S|CYB561_uc002jas.2_Missense_Mutation_p.G198S|CYB561_uc010ddt.2_3'UTR|CYB561_uc002jat.2_Missense_Mutation_p.G198S|CYB561_uc010wpf.1_3'UTR|CYB561_uc010wpg.1_Missense_Mutation_p.G169SNM_001915 NP_001906 P49447 CY561_HUMANCytochrome b561. 1GCCAGGACACCCTCGGGCTCA0.632

- 11 1708SMARCD2_uc010wpt.1_Missense_Mutation_p.P416L|SMARCD2_uc010dea.1_Missense_Mutation_p.P389L|SMARCD2_uc010dec.1_Missense_Mutation_p.P443LNM_001098426 NP_001091896 Q92925 SMRD2_HUMAN 0GAAGTCCTGGGGGTCGGTGCT0.527

- 10 1128 NM_001433 NP_001424 O75460 ERN1_HUMANLumenal (Potential). 9AACTTGACGTCCGTGCTGGGC0.557

- 4 602SMURF2_uc002jeq.1_5'UTR|SMURF2_uc002jer.1_5'UTRNM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN C2. 4ACTGAATCAGACTTTCCAATA0.363

+ 3 1574BPTF_uc002jge.2_Missense_Mutation_p.D505N|BPTF_uc010wqm.1_Missense_Mutation_p.D505NNM_182641 NP_872579 Q12830 BPTF_HUMAN 4AGAATTAATTGACTGTCTAGA0.363 rs140629327

+ 11 4628BPTF_uc002jge.2_Missense_Mutation_p.P1649SNM_182641 NP_872579 Q12830 BPTF_HUMAN 4AGCATCTTGTCCAGAAAGCAA0.413

- 25 3570ABCA8_uc002jhq.2_Missense_Mutation_p.P1171T|ABCA8_uc010wqq.1_Missense_Mutation_p.P1171TNM_007168 NP_009099 O94911 ABCA8_HUMANHelical; (Potential). 3ATTGTGGCAGGTGGTATTAAA0.388

- 5 409NAT9_uc002jlr.2_Splice_Site_p.E111_spliceNM_015654 NP_056469 Q9BTE0 NAT9_HUMAN 0CAGCTGGGCTCTAGGAGAGAC0.358

- 9 1111UNC13D_uc010wsk.1_Missense_Mutation_p.G244E|UNC13D_uc002jpq.1_5'UTR|UNC13D_uc010dgq.1_Missense_Mutation_p.G41ENM_199242 NP_954712 Q70J99 UN13D_HUMANInteraction with RAB27A. 2AACCACGTTCCCCAGAAAGTC0.617



- 4 465SRP68_uc010wsu.1_Missense_Mutation_p.E43K|SRP68_uc002jql.1_Missense_Mutation_p.E106KNM_014230 NP_055045 Q9UHB9 SRP68_HUMAN 1GTGTTGGCTTCCTGTTTCAGC0.502

- 4 539 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0GCCAGCTGTTCCTTCTGAACT0.572 rs147040032

- 10 1748DNAH17_uc002jvs.2_RNA 9AACTCACTTTCCCTTTTTAAT0.557

+ 27 7712uc002jyi.1_Intron|RNF213_uc010dhw.1_Missense_Mutation_p.D879NNM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21ATCGCTCGTGGACAATTCTGT0.498

+ 29 4176RPTOR_uc010wug.1_Splice_Site_p.G966_splice|RPTOR_uc002jyu.1_Splice_Site_p.G17_spliceNM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6TATCTCTCCAGGAGCTGGGAT0.612

+ 24 7343BAHCC1_uc002kae.2_Missense_Mutation_p.P1678LNM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN 1GCCTTCCTGCCCGCCCGGCAG0.652

- 42 7372 FASN_uc002kdv.1_RNANM_004104 NP_004095 P49327 FAS_HUMANThioesterase (By similarity). 1GACCGGGCCGCAAAGCTCAGC0.647

+ 2 667FOXK2_uc002kfm.1_Missense_Mutation_p.E166K|FOXK2_uc010diu.2_Missense_Mutation_p.E166KNM_004514 NP_004505 Q01167 FOXK2_HUMAN 0AGAGAAGCAGGAGGCGTCTGA0.552

+ 9 983TBCD_uc002kfx.1_Missense_Mutation_p.L268F|TBCD_uc002kfy.1_Missense_Mutation_p.L285FNM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0TGGCTGCAGACTCCCTGAGAG0.602

- 10 1200EPB41L3_uc010wzh.1_Missense_Mutation_p.A372T|EPB41L3_uc002kmu.1_Missense_Mutation_p.A372T|EPB41L3_uc010dkq.1_Missense_Mutation_p.A263T|EPB41L3_uc010dkr.2_5'FlankNM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN FERM. 5CGCTTGGCAGCTCGATGGTTT0.299

+ 2 477LAMA3_uc010dlv.1_Missense_Mutation_p.P131S|LAMA3_uc002kur.2_Missense_Mutation_p.P131SNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin N-terminal. 11GCAAAGCCCTCCCCTGTCCTC0.507

+ 4 1107CABYR_uc010xbb.1_Missense_Mutation_p.P221S|CABYR_uc002kuy.2_Intron|CABYR_uc002kuz.2_Intron|CABYR_uc002kva.2_Missense_Mutation_p.P301S|CABYR_uc002kvb.2_Intron|CABYR_uc002kvc.2_Intron|CABYR_uc010dlw.2_RNANM_012189 NP_036321 O75952 CABYR_HUMAN 0AATAGTTATCCCTTTTACTGA0.383

+ 7 1492TAF4B_uc002kvs.3_RNA|TAF4B_uc002kvt.3_Missense_Mutation_p.P335SNM_005640 NP_005631 Q92750 TAF4B_HUMAN TAFH. 3ACAACTTCTGCCTAACTCCCA0.428

+ 5 824MAPRE2_uc010xcb.1_Missense_Mutation_p.G172E|MAPRE2_uc010xcc.1_Missense_Mutation_p.G203E|MAPRE2_uc002kyf.2_Missense_Mutation_p.G215E|MAPRE2_uc002kyh.2_Missense_Mutation_p.G162E|MAPRE2_uc010xcd.1_Missense_Mutation_p.G172ENM_014268 NP_055083 Q15555 MARE2_HUMANDCTN1-binding. 1GCTAAACCAGGATCCACACCT0.398

+ 5 4306 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3GGGATGCCAAGTCCCCACTTA0.468

- 10 1481ATP5A1_uc010dnl.1_Missense_Mutation_p.G414D|ATP5A1_uc002lbs.1_Missense_Mutation_p.G414D|ATP5A1_uc002lbt.1_Missense_Mutation_p.G464DNM_004046 NP_004037 P25705 ATPA_HUMAN 0TAGACGCACGCCACGACTCAA0.483

- 5 718MRO_uc010xdn.1_Missense_Mutation_p.D142N|MRO_uc010dpa.2_Missense_Mutation_p.D156N|MRO_uc010dpb.2_Missense_Mutation_p.D156N|MRO_uc010dpc.2_Missense_Mutation_p.D142N|MRO_uc002lex.3_Missense_Mutation_p.D142NNM_031939 NP_114145 Q9BYG7 MSTRO_HUMAN HEAT. 0CTTACGTCATCTAATAAAGTC0.343

- 2 1130 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN KH 2. 4AACATTTTCAGGCATCCCTGT0.418

+ 5 700POLI_uc010xds.1_Intron|POLI_uc002lfk.3_Missense_Mutation_p.A108V|POLI_uc002lfl.1_Missense_Mutation_p.A143V|POLI_uc010dpg.2_5'FlankNM_007195 NP_009126 Q9UNA4 POLI_HUMAN UmuC. 3ATGCGGGAAGCCATGTATAAT0.408

- 4 1077 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GGCCACGGCACTGTCACCTGG0.498

- 4 902CBLN2_uc002lkv.2_Missense_Mutation_p.P223SNM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0GTTTATAGAGGAAACACCAAG0.507

- 3 264 NM_005035 NP_005026 O00411 RPOM_HUMAN 2AGCTGCCGCACCCGCGCCTGG0.667

+ 2 226FSTL3_uc010drt.1_5'FlankNM_005860 NP_005851 O95633 FSTL3_HUMAN TB. 0TGCTGTGCCTCCGGCAACATT0.652

- 2 225AES_uc002lwz.1_Missense_Mutation_p.L18F|AES_uc002lxa.1_5'UTR|AES_uc002lxb.1_Missense_Mutation_p.L85F|AES_uc002lxc.2_Missense_Mutation_p.L85FNM_001130 NP_001121 Q08117 AES_HUMANGln-rich (Q domain). 0GTGAATTTGAGTTGCTGGGGT0.657

- 2 357 NM_030662 NP_109587 P36507 MP2K2_HUMAN 0TGCAGGTCCACCAGGTTTGCC0.597

+ 3 614 NM_005483 NP_005474 Q13111 CAF1A_HUMANBinds to CBX1 chromo shadow domain. 2GTTGGCATTTCCTGGAGAGAC0.557

+ 1 2105 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0CCCTTACAAGGGCTTCATCCC0.602

+ 4 677UHRF1_uc010xik.1_Intron|UHRF1_uc010duf.2_RNA|UHRF1_uc002mbp.2_Missense_Mutation_p.C183YNM_001048201 NP_001041666 Q96T88 UHRF1_HUMAN 2GACGAGCCCTGCAGCTCCACG0.642

- 5 763SAFB2_uc010xio.1_Missense_Mutation_p.G184E|SAFB2_uc010xip.1_RNANM_014649 NP_055464 Q14151 SAFB2_HUMAN 0AAATCCTTCCCCATCCACCTG0.438

- 20 1539DENND1C_uc002mfb.2_Missense_Mutation_p.A33T|DENND1C_uc002mfc.2_Missense_Mutation_p.A33T|DENND1C_uc002mfd.2_Missense_Mutation_p.A33T|DENND1C_uc010xje.1_Missense_Mutation_p.A439TNM_024898 NP_079174 Q8IV53 DEN1C_HUMAN 1AGGGCTGGGGCCCTCAGAGAG0.637

- 2 497TNFSF14_uc002mfj.1_IntronNM_003807 NP_003798 O43557 TNF14_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1AGACCCAGACCCACCCGGGCC0.642

+ 18 2412EMR1_uc010dvc.2_Missense_Mutation_p.D727N|EMR1_uc010dvb.2_Missense_Mutation_p.D773N|EMR1_uc010xji.1_Missense_Mutation_p.D651N|EMR1_uc010xjj.1_Missense_Mutation_p.D615NNM_001974 NP_001965 Q14246 EMR1_HUMANCytoplasmic (Potential). 5AACGCTAAAAGACACCAGGTA0.483

+ 11 1606KIAA1543_uc002mgu.3_Missense_Mutation_p.P529L|KIAA1543_uc002mgw.2_5'FlankNM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN Pro-rich. 1CCCTACCTGCCCGAGGGGACC0.682

- 9 924 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMANExtracellular (Potential).|C-type lectin. 0TCTCACAGATCCAGCCGTCCT0.637

+ 5 608CLEC4M_uc010xjv.1_Missense_Mutation_p.R159G|CLEC4M_uc002mhy.2_Missense_Mutation_p.R131G|CLEC4M_uc010xjw.1_Missense_Mutation_p.Q166E|CLEC4M_uc010dvt.2_Intron|CLEC4M_uc010dvs.2_Missense_Mutation_p.R163G|CLEC4M_uc010xjx.1_Missense_Mutation_p.R136G|CLEC4M_uc002mhz.2_Intron|CLEC4M_uc002mic.2_Missense_Mutation_p.R159G|CLEC4M_uc002mia.2_IntronNM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMANExtracellular (Probable).|7 X approximate tandem repeats.|3.1GGAGCTGACCCGGCTGAAGGC0.582

- 11 1403 NM_032447 NP_115823 Q75N90 FBN3_HUMANEGF-like 4; calcium-binding. 11GACGCAGTCACCGTGGTGGCA0.667

- 21 2299 NM_012335 NP_036467 O00160 MYO1F_HUMAN 3CGCCTCCGCTCCTTCTTGTTC0.652

+ 1 214 NM_145208 NP_660209 Q8WWY6 MB3L1_HUMANTranscription repressor. 0ACGAGAATTACACCCCATCCT0.512

- 5 33913 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GCGACCCATGAGTCTATGGTC0.483

- 3 27518 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57TGAGTGGGTCCCTGACATAAA0.478

- 3 27337 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGGCTAGGTCCTCTGCTAGAG0.498

- 3 21724 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGATGCACAGCTTCTGTATTT0.502

- 3 18804 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GATCATTGTTCATGACACTGG0.473

- 16 1638 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region.p.G518E(1) 10CCATGAGGTCCCTGCAGGCCT0.493

- 6 395 NM_003755 NP_003746 O75821 EIF3G_HUMAN 0CCGGGGGGGTCAAACTCTGAG0.602

- 33 4215DOCK6_uc010xlq.1_Missense_Mutation_p.V731INM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3GTGTCCAGAACCACTAGGCTT0.572

+ 4 1293ZNF627_uc010dyf.2_Missense_Mutation_p.P252LNM_145295 NP_660338 Q7L945 ZN627_HUMAN 1GGAGAGAAACCCTATGATTGT0.413



- 4 407uc002msx.1_Intron|ZNF433_uc002msz.1_Missense_Mutation_p.G44DNM_001080411 NP_001073880 Q8N7K0 ZN433_HUMAN KRAB. 0ATGCTGATGACCTTCTTTACT0.363

- 4 454ZNF20_uc002mtg.1_Intron|ZNF625_uc010dyn.1_RNA|ZNF625_uc010dyo.1_Missense_Mutation_p.S69LNM_145233 NP_660276 Q96I27 ZN625_HUMANC2H2-type 1; degenerate. 0TTCTCCACATGATTTTACTCG0.453

- 17 1776HOOK2_uc010xmq.1_Intron|HOOK2_uc002muz.2_IntronNM_013312 NP_037444 Q96ED9 HOOK2_HUMAN 3ATGGTACTTACAATGGCCTGT0.607

+ 12 1201ZNF333_uc002mzk.3_Missense_Mutation_p.P247LNM_032433 NP_115809 Q96JL9 ZN333_HUMAN 3CTAATTGTGCCCGAGAAAATC0.428

+ 5 715HSH2D_uc002ndr.2_5'UTR|HSH2D_uc010ead.2_RNANM_032855 NP_116244 Q96JZ2 HSH2D_HUMAN SH2. 0CAGGGTCAGTCACAGCCATGT0.587

+ 11 1487FAM129C_uc010xpq.1_Missense_Mutation_p.G450E|FAM129C_uc002ngy.3_Missense_Mutation_p.G176E|FAM129C_uc010xpu.1_Missense_Mutation_p.G176E|FAM129C_uc002ngz.3_RNA|FAM129C_uc010eaw.2_Missense_Mutation_p.G176E|FAM129C_uc002nhb.2_Missense_Mutation_p.G49ENM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0GGGCGCTTGGGGCAGCTGGCA0.627

+ 4 890 NM_000453 NP_000444 Q92911 SC5A5_HUMAN 4CACGGCTGTGGTGAGTGGCCC0.602

- 14 2195PDE4C_uc002nik.3_Missense_Mutation_p.G572E|PDE4C_uc002nil.3_Missense_Mutation_p.G572E|PDE4C_uc002nif.3_Missense_Mutation_p.G341E|PDE4C_uc002nig.3_Missense_Mutation_p.G287E|PDE4C_uc002nih.3_Missense_Mutation_p.G342E|PDE4C_uc010ebk.2_Missense_Mutation_p.G466E|PDE4C_uc002nii.3_Missense_Mutation_p.G540E|PDE4C_uc010ebl.2_Missense_Mutation_p.G286ENM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5CTCGCGGTCTCCCTGCTGGAA0.627

+ 3 410 NM_004386 NP_004377 O14594 NCAN_HUMAN Ig-like V-type. 4GTGAGGGTGGCCAAAAGCTGG0.647

+ 13 1339KIAA0892_uc002nml.3_Missense_Mutation_p.Q40K|KIAA0892_uc010ecd.2_Missense_Mutation_p.Q40K|KIAA0892_uc010ece.2_5'FlankNM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0AAATAGACACCAAGAGGTAGT0.532

- 16 1708GMIP_uc010xrb.1_Missense_Mutation_p.E505K|GMIP_uc010xrc.1_Missense_Mutation_p.E502KNM_016573 NP_057657 Q9P107 GMIP_HUMANPhorbol-ester/DAG-type. 1AGGAGAGTCTCCAGGCAGCGC0.597

+ 1 825 NR_003128 0GGCATAGTACGAAATTGGGAT0.378

- 5 1871 NM_001080409 NP_001073878 2TGAGGACTGGCTAAAAGCTTT0.373

- 25 2654 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN ANK 10. 5AATGGAGGCCCCGTGCTGGAA0.398

+ 1 103 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN 3GCGGTGCTCCCCGACAGCCCA0.612

+ 21 2730ARHGAP33_uc002obt.1_Missense_Mutation_p.P879L|ARHGAP33_uc010eel.2_Intron|ARHGAP33_uc002obv.1_Missense_Mutation_p.P631LNM_052948 NP_443180 O14559 RHG33_HUMAN 4TGCCTGCCACCCTTCCTCGGG0.687

- 26 3337NPHS1_uc010eem.1_RNANM_004646 NP_004637 O60500 NPHN_HUMANCytoplasmic (Potential). 5TCCTCATATTCGTTCCTGACT0.632

- 3 1095uc002ocy.2_Intron|THAP8_uc010xtb.1_Missense_Mutation_p.V141M|THAP8_uc010xtc.1_RNANM_152658 NP_689871 Q8NA92 THAP8_HUMAN 0AGCCTCCGCACCCGGCGTTGC0.711

- 5 1413ZNF529_uc010xth.1_Missense_Mutation_p.R404K|ZNF529_uc010xti.1_Missense_Mutation_p.R386K|ZNF529_uc002oeg.3_Missense_Mutation_p.R299KNM_020951 NP_066002 Q6P280 ZN529_HUMAN C2H2-type 7. 1TGAACTATTTCTAAAGACCTT0.388

- 10 1000DPF1_uc002ohm.2_Intron|DPF1_uc002ohn.2_Intron|DPF1_uc010xtu.1_Intron|DPF1_uc010xtv.1_Missense_Mutation_p.A343TNM_004647 NP_004638 Q92782 DPF1_HUMAN PHD-type 2. 0GTGAGACCCGCCCAGCTGGCA0.682

+ 2 795ZFP36_uc010egn.1_Missense_Mutation_p.P119SNM_003407 NP_003398 P26651 TTP_HUMAN 1AGAGACCCCACCCCAGTCTGT0.672

- 7 2463PRX_uc002onq.2_Missense_Mutation_p.V593M|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|48.2ATCTCAGGCACCTTGGGGAGT0.577

- 2 321 BLVRB_uc010egw.1_RNANM_000713 NP_000704 P30043 BLVRB_HUMAN 0CCCAGCCACGGTCTTGTCCAC0.662

+ 8 1743EGLN2_uc002opg.3_Missense_Mutation_p.P248S|EGLN2_uc002oph.2_Missense_Mutation_p.P248S|EGLN2_uc002opi.2_Missense_Mutation_p.P248SNM_080732 NP_542770 Q96KS0 EGLN2_HUMAN 2AGGCCATGAACCAGGCTGTCG0.672

- 1 706CYP2A7_uc002opo.2_Intron|CYP2A7_uc002opn.2_Missense_Mutation_p.C55YNM_000764 NP_000755 P20853 CP2A7_HUMAN 3GATGGAGTCACATATGTGCTC0.592

+ 2 354CYP2F1_uc010xvw.1_Intron|CYP2S1_uc010xvx.1_5'UTRNM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1GAGTTCAGCGGCCGGGGAACC0.587

+ 3 688 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN 0ACCTCCTTTGCCTCCCCCAAC0.622

- 4 612ERF_uc002otd.3_Translation_Start_SiteNM_006494 NP_006485 P50548 ERF_HUMAN 4GGGGACAGCACCTCGGAGGGC0.687

+ 5 1181ZNF284_uc010ejd.2_RNANM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1TTGTGTGGTCCACACAGGAAA0.448

- 4 856ZFP112_uc010xwz.1_Intron|ZNF285_uc010xxa.1_Missense_Mutation_p.E264KNM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4TAAGATTTTTCTCCTAGGTGA0.428

- 6 1086ZNF229_uc010ejk.1_5'UTR|ZNF229_uc010ejl.1_Missense_Mutation_p.D212NNM_014518 NP_055333 Q9UJW7 ZN229_HUMAN 4CTGTCATCATCCCAGTTACAT0.393 rs146515421

+ 4 1168PVRL2_uc002ozv.2_Missense_Mutation_p.P260SNM_001042724 NP_001036189 Q92692 PVRL2_HUMANExtracellular (Potential). 0TCCCCCAGACCCTCCTGAAGT0.587

- 3 183PPP1R13L_uc002pbo.2_Missense_Mutation_p.A36T|PPP1R13L_uc002pbp.2_Missense_Mutation_p.A36TNM_006663 NP_006654 Q8WUF5 IASPP_HUMAN 1ACCTTGGCCGCCGCCGTGTCC0.652

- 9 1270SYMPK_uc002pdo.1_Missense_Mutation_p.S342N|SYMPK_uc002pdp.1_Missense_Mutation_p.S342N|SYMPK_uc002pdq.1_Missense_Mutation_p.S342NNM_004819 NP_004810 Q92797 SYMPK_HUMAN 1GGTGTCCTTGCTGCTCGGCAT0.652

- 1 318 NM_001029861 NP_001025032 P60321 NANO2_HUMANNanos-type.|C2HC 1. 0CAGCTGGTGTGAGGAGTAGAC0.677

- 3 349 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0CGGACCTTCTCGGCAATAAAG0.562

- 6 860STRN4_uc002pfm.2_Missense_Mutation_p.S276N|STRN4_uc010xyf.1_RNA|STRN4_uc010xyg.1_RNANM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0GTCCTCGTCGCTGTCTTCGTC0.622

+ 15 3417DHX34_uc010xyo.1_Missense_Mutation_p.L155FNM_014681 NP_055496 Q14147 DHX34_HUMAN 5TCTTCCTGGCCTCTTTGGCAG0.587

- 6 760uc002pgz.1_Intron|NAPA_uc002phb.1_Missense_Mutation_p.G115S|NAPA_uc002phc.1_Missense_Mutation_p.G41S|NAPA_uc002phd.1_Missense_Mutation_p.G154S|NAPA_uc010elf.1_Silent_p.K23KNM_003827 NP_003818 P54920 SNAA_HUMAN 0GACTCCTCGCCTTTGTAGTAG0.652

- 18 1768LIG1_uc010xze.1_Missense_Mutation_p.G243S|LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Missense_Mutation_p.G482S|LIG1_uc010xzg.1_Missense_Mutation_p.G519SNM_000234 NP_000225 P18858 DNLI1_HUMAN 3TCGCTGATGCCCCGGGTGGGA0.562

- 2 735IZUMO1_uc010eme.2_Intron|IZUMO1_uc010emf.2_RNANM_182575 NP_872381 Q8IYV9 IZUM1_HUMANExtracellular (Potential). 1TCCTGGAAATCCTTCACGGCA0.562 rs147003407

+ 10 1586SNRNP70_uc002pmh.1_RNA|SNRNP70_uc002pmi.1_Missense_Mutation_p.R374W|SNRNP70_uc002pml.2_Silent_p.S169S|SNRNP70_uc002pmm.2_RNANM_003089 NP_003080 P08621 RU17_HUMANArg/Asp/Glu-rich (mixed charge). 0 acggggggagcggggcagtga0.139

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

+ 6 4646 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2CTGCATCTGGCCAAAAAGCAG0.672

+ 5 1678ZNF473_uc002prm.2_Missense_Mutation_p.H481N|ZNF473_uc010ybo.1_Missense_Mutation_p.H469NNM_001006656 NP_001006657 Q8WTR7 ZN473_HUMANInteraction with SLBP/pre-mRNA complex.|C2H2-type 8.2TCAGGCCATTCACACCGCAGA0.502

- 3 801HAS1_uc010epc.1_5'UTR|HAS1_uc010epd.1_Missense_Mutation_p.E221K|HAS1_uc002pxn.1_Missense_Mutation_p.E263K|HAS1_uc002pxp.1_Missense_Mutation_p.E255KNM_001523 NP_001514 Q92839 HAS1_HUMANCytoplasmic (Potential). 2CGGGGGTCCTCGTCCAGTACC0.622

- 5 1005ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3GAGCCTGTACCTCTTGTAGAA0.502



- 4 422_423ZNF160_uc002qaq.3_Missense_Mutation_p.L3F|ZNF160_uc002qar.3_Missense_Mutation_p.L3F|ZNF160_uc002qas.3_Missense_Mutation_p.L3FNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN 1ACCTGAGTAAGGGCCATCCCTG0.416

- 1 478NLRP12_uc002qci.3_Nonsense_Mutation_p.W86*|NLRP12_uc002qcj.3_Nonsense_Mutation_p.W86*|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_Nonsense_Mutation_p.W86*NM_144687 NP_653288 P59046 NAL12_HUMAN DAPIN. 7GTCCTCTCTCCCACAGGTCCT0.507

+ 6 892PRPF31_uc010yek.1_Missense_Mutation_p.V166INM_015629 NP_056444 Q8WWY3 PRP31_HUMAN 1CACCATCATGGTCGTCAGCGT0.607

+ 5 705LILRA2_uc010yfg.1_Intron|LILRA1_uc010yfh.1_Missense_Mutation_p.H175YNM_006863 NP_006854 O75019 LIRA1_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GCCCCGTACCCATGGGTGGTC0.567

+ 13 1925LILRB1_uc010erp.1_Missense_Mutation_p.E144K|LILRB1_uc002qgl.2_Missense_Mutation_p.E529K|LILRB1_uc002qgk.2_Missense_Mutation_p.E530K|LILRB1_uc002qgm.2_Missense_Mutation_p.E530K|LILRB1_uc010erq.2_Missense_Mutation_p.E513K|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3CGATGCCCAGGAAGAAAACCT0.612

+ 6 735KIR2DS4_uc010yfk.1_RNA|KIR3DL1_uc002qhl.3_Intron|KIR2DS4_uc010esg.1_Intron|KIR2DS4_uc002qhn.1_IntronNM_012314 NP_036446 P43632 KI2S4_HUMANExtracellular (Potential). 0AGTTGGCCTTCACCCACTGAA0.493

+ 6 621NLRP2_uc010yfp.1_Missense_Mutation_p.S156G|NLRP2_uc010esn.2_Missense_Mutation_p.S155G|NLRP2_uc010eso.2_Missense_Mutation_p.S176G|NLRP2_uc010esp.2_Missense_Mutation_p.S157GNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2GCCTGGAGATAGCAAAGAGGT0.507

- 5 834RDH13_uc002qip.2_Missense_Mutation_p.R146W|RDH13_uc010esr.1_RNANM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3CCTTGCAGCCGCCGGCTCAGC0.592

- 2 1389 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN NACHT. 7ATAAAACATGGCGGCACAAAA0.502

+ 2 534 NM_134444 NP_604393 Q96MN2 NALP4_HUMAN DAPIN. 15TTTGCAGCTTGAACTCAAGCA0.413

- 2 218ZSCAN5A_uc010ygi.1_Intron|ZSCAN5A_uc002qmr.2_Missense_Mutation_p.P18S|ZSCAN5A_uc002qms.1_Missense_Mutation_p.P18SNM_024303 NP_077279 Q9BUG6 ZSA5A_HUMAN 3TCCAACCCAGGTCTGTTGCAG0.468 rs112550672

+ 3 166ZNF134_uc002qpo.2_5'UTR|ZNF211_uc010yhb.1_5'FlankNM_003435 NP_003426 P52741 ZN134_HUMAN 0GAAGGATGAAGAGTCATCTTC0.448

+ 3 1979ZNF551_uc002qpv.3_Missense_Mutation_p.L529F|ZNF776_uc002qpx.2_IntronNM_138347 NP_612356 Q7Z340 ZN551_HUMANC2H2-type 12. 1GAGCTCTAGCCTCATTCAACA0.458

- 5 922ZNF606_uc010yhp.1_Splice_Site_p.G12_spliceNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2ACCTGCCTTACCCACAGAGAG0.552

- 10 1025SH3YL1_uc002qvy.2_Missense_Mutation_p.S295L|SH3YL1_uc002qvz.2_RNA|SH3YL1_uc002qwa.2_RNA|SH3YL1_uc010ewe.2_Missense_Mutation_p.S199L|SH3YL1_uc002qvu.2_RNA|SH3YL1_uc002qvv.2_Missense_Mutation_p.S218L|SH3YL1_uc002qvw.2_RNANM_015677 NP_056492 Q96HL8 SH3Y1_HUMAN SH3. 1ATCTGTTTTTGATATAACTGT0.388

+ 1 657 NM_003108 NP_003099 P35716 SOX11_HUMAN 3TACGTGCTGGGCAGCCTGCGC0.483

- 10 1304ADAM17_uc010ewy.2_Missense_Mutation_p.G374E|ADAM17_uc010ewz.2_IntronNM_003183 NP_003174 P78536 ADA17_HUMANPeptidase M12B.|Extracellular (Potential). 2ATTTTTCTTCCCAACTGGGCT0.289

+ 13 1394SMC6_uc010exo.2_Intron|GEN1_uc010yjs.1_Missense_Mutation_p.E441K|GEN1_uc002rcu.2_Missense_Mutation_p.E441KNM_182625 NP_872431 Q17RS7 GEN_HUMAN 8AACAATTGAGGAAGAATCATT0.308

- 26 10384 NM_000384 NP_000375 P04114 APOB_HUMANHeparin-binding. 27TTCCATATTTTTCGTGGTTAA0.388

- 11 1889GPR113_uc010yky.1_Missense_Mutation_p.R561L|GPR113_uc002rhb.1_Missense_Mutation_p.R233L|GPR113_uc010eyk.1_Missense_Mutation_p.R431L|GPR113_uc002rhc.1_Missense_Mutation_p.R233L|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANExtracellular (Potential). 4CAGTGGGGGCCGAGTAGGGAA0.557

+ 3 501ABHD1_uc002riu.2_RNA|ABHD1_uc002riv.2_RNANM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0CCTGACAGCAGCCAAGACCCT0.532

+ 1 3620ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN 1CCCGTCATACGGAGAAGCCCT0.453

+ 6 710PPP1CB_uc010ymj.1_Missense_Mutation_p.Q156E|PPP1CB_uc010yml.1_Missense_Mutation_p.Q156E|PPP1CB_uc002rmh.2_Missense_Mutation_p.Q184E|SPDYA_uc002rmi.2_5'UTRNM_206876 NP_996759 P62140 PP1B_HUMAN 1ATCTATGGAGCAGATTCGGAG0.323

+ 7 1171LCLAT1_uc010ymp.1_Missense_Mutation_p.G159E|LCLAT1_uc002rnl.2_Missense_Mutation_p.G283E|LCLAT1_uc010ymq.1_Missense_Mutation_p.G283ENM_182551 NP_872357 Q6UWP7 LCLT1_HUMAN 2TTCTATCAAGGGGAGAAGAAT0.473

- 3 431NLRC4_uc002roj.1_Missense_Mutation_p.G62D|NLRC4_uc010ezt.1_Missense_Mutation_p.G62DNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN CARD. 6GGACTCTGAACCCTTTTTCAA0.403

- 10 1226STRN_uc010ezx.2_Missense_Mutation_p.G369ENM_003162 NP_003153 O43815 STRN_HUMAN 1GAATGACTTTCCAGAAGAAGG0.438

- 32 5300HEATR5B_uc002rpo.1_Missense_Mutation_p.S48L|HEATR5B_uc010ezy.1_IntronNM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8TGGAGAGTCTGACACCTTGGT0.453

- 2 161CCDC75_uc010ezz.2_5'Flank|CCDC75_uc002rpr.3_5'FlankNM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8GAAAACTGGTCTTTTTGCTTC0.378

+ 4 403C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Missense_Mutation_p.M83V|C2orf56_uc010ynk.1_Missense_Mutation_p.M110V|C2orf56_uc010ynl.1_Missense_Mutation_p.M83VNM_144736 NP_653337 Q7L592 MIDA_HUMAN 1TAGTGAATGGATGGCCACTGG0.378

- 2 94DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_Translation_Start_SiteNM_198963 NP_945314 Q6P158 DHX57_HUMAN 3CTCATTTTCACCTGCAAGAGA0.388

- 6 865SOS1_uc010ynr.1_RNA|SOS1_uc002rrl.2_Missense_Mutation_p.P7LNM_005633 NP_005624 Q07889 SOS1_HUMAN DH. 10TAGTGGATGGGGACTGCCTTC0.353

- 10 2831uc002rrw.2_Intron|SLC8A1_uc002rry.2_Missense_Mutation_p.E931G|SLC8A1_uc002rrz.2_Missense_Mutation_p.E923G|SLC8A1_uc002rsa.2_Missense_Mutation_p.E900G|SLC8A1_uc002rsd.3_Missense_Mutation_p.E900GNM_021097 NP_066920 P32418 NAC1_HUMANExtracellular (Potential). 4CCCACCCAGCTCACCTCCGAT0.557

- 13 1760SRBD1_uc010yoc.1_Missense_Mutation_p.L81FNM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1TCAGTATGAAGTATCTGACCT0.318

+ 7 1253 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0GCAGCACAGCGTTGTGCATCC0.458

+ 13 1684KIAA1841_uc002sax.3_Missense_Mutation_p.D315N|KIAA1841_uc002say.2_Missense_Mutation_p.D461NNM_001129993 NP_001123465 Q6NSI8 K1841_HUMAN 0TAAAGTGAGGGACCACATGGT0.418

- 3 446VPS54_uc002scp.2_Missense_Mutation_p.G83RNM_016516 NP_057600 Q9P1Q0 VPS54_HUMAN 0AAGTCCAATCCCCATGTTTTT0.383

+ 3 1496CEP68_uc002sdj.2_Missense_Mutation_p.G428S|CEP68_uc010yqb.1_Missense_Mutation_p.G428S|CEP68_uc002sdk.3_Missense_Mutation_p.G428S|CEP68_uc010yqc.1_Missense_Mutation_p.G428S|CEP68_uc010yqd.1_Missense_Mutation_p.G428SNM_015147 NP_055962 Q76N32 CEP68_HUMAN 1GCTGACTATAGGCAAGCACCT0.642

- 11 1704AAK1_uc010fdk.2_Missense_Mutation_p.P400L|AAK1_uc010yqm.1_Missense_Mutation_p.P400L|SNORA36C_uc010fdl.2_5'FlankNM_014911 NP_055726 Q2M2I8 AAK1_HUMAN Gln-rich. 0TGCAGCCTGAGGTGGGGGCTG0.532

- 3 881LRRTM4_uc002snq.2_Missense_Mutation_p.L156I|LRRTM4_uc002sns.2_Missense_Mutation_p.L156I|LRRTM4_uc002snt.2_Missense_Mutation_p.L157INM_001134745 NP_001128217 Q86VH4 LRRT4_HUMANExtracellular (Potential). 4AGTTTCCGAAGGCCTTTAAAT0.393

- 6 697MRPL30_uc002szl.1_Intron|MRPL30_uc002szr.2_IntronNM_138798 NP_620153 Q8WV92 MITD1_HUMAN 2CCTACCTGTGGTTTCTTAAAA0.303

+ 10 1908 NM_015904 NP_056988 O60841 IF2P_HUMAN 3GAGAAGGATTCAGGGAAGACA0.303

- 17 2974REV1_uc002tac.2_Missense_Mutation_p.S920NNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CGACTGCACACTGACAGGAGT0.428 rs3087396

- 14 2386REV1_uc002tac.2_Missense_Mutation_p.P724LNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2TGCCTCTTTTGGCTATGGAAA0.353

- 22 5170 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN GRIP. 1GCTGCAGACACCTCTTGCTCT0.388 rs114550867

- 8 1326SEPT10_uc010ywu.1_Missense_Mutation_p.T149I|SEPT10_uc002tex.2_Missense_Mutation_p.T293I|SEPT10_uc002tey.2_Missense_Mutation_p.T316I|SEPT10_uc010ywv.1_Missense_Mutation_p.T182I|SEPT10_uc002tev.1_Missense_Mutation_p.T123I|SEPT10_uc010fjo.2_RNA|SEPT10_uc002tez.1_Missense_Mutation_p.T91INM_144710 NP_653311 Q9P0V9 SEP10_HUMAN 0ATAGTGCCTGGTATGGGTCTG0.483

+ 11 2445POLR1B_uc010fkn.2_Missense_Mutation_p.P566L|POLR1B_uc002thx.2_Missense_Mutation_p.P483L|POLR1B_uc010fko.2_Missense_Mutation_p.P439L|POLR1B_uc010fkp.2_Missense_Mutation_p.P61L|POLR1B_uc010yxn.1_Missense_Mutation_p.P660L|POLR1B_uc002thy.2_Missense_Mutation_p.P483L|POLR1B_uc010yxo.1_Missense_Mutation_p.P399LNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CTGGTACGGCCTGTGCAGAAC0.433

+ 19 2108DPP10_uc002tlb.1_Missense_Mutation_p.L501F|DPP10_uc002tlc.1_Missense_Mutation_p.L547F|DPP10_uc002tle.2_Missense_Mutation_p.L555F|DPP10_uc002tlf.1_Missense_Mutation_p.L544FNM_020868 NP_065919 Q8N608 DPP10_HUMANExtracellular (Potential). 10ACAGTTGTCCCTTCCCAAAGA0.294



+ 2 447 NM_183240 NP_899063 Q8WXS4 CCGL_HUMANHelical; (Potential).p.S138F(1) 1TTCGTCCTCTCCTCCGGCGGG0.557

+ 3 464RALB_uc010yys.1_Missense_Mutation_p.V114M|RALB_uc002tml.2_Missense_Mutation_p.V113M|RALB_uc002tmm.2_Intron|RALB_uc010yyt.1_IntronNM_002881 NP_002872 P11234 RALB_HUMAN 3GTTTCTTCTTGTGTTCTCAAT0.458

+ 24 2874RAB3GAP1_uc010fnf.2_Missense_Mutation_p.P957L|RAB3GAP1_uc010fng.2_Missense_Mutation_p.P775L|RAB3GAP1_uc010fnh.1_RNANM_012233 NP_036365 Q15042 RB3GP_HUMAN 2CGCCCTGCTCCCTACTCCAAA0.542

- 9 1127ZRANB3_uc002tuk.2_5'UTR|ZRANB3_uc002tul.2_Missense_Mutation_p.D337G|ZRANB3_uc002tun.1_Missense_Mutation_p.D277GNM_032143 NP_115519 Q5FWF4 ZRAB3_HUMANHelicase C-terminal. 2TTTAAGCGAATCATTCTGAAG0.303

- 50 9038 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class A 15. 50TCCACTAGGACAACTAAAATA0.328

- 2 430STAM2_uc010foa.1_Missense_Mutation_p.S27N|STAM2_uc002tyd.2_Missense_Mutation_p.S27NNM_005843 NP_005834 O75886 STAM2_HUMAN VHS. 1CATAATAAGACTCCAATCTTC0.368

+ 14 2784TANC1_uc010zcm.1_Splice_Site_p.R829_splice|TANC1_uc010fom.1_Splice_Site_p.R643_splice|TANC1_uc002uai.1_RNANM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3GTGAGCCCAGGTACGGCAGGC0.542

- 30 4428LY75_uc002ubb.3_Nonsense_Mutation_p.W1453*|LY75_uc010fos.2_Nonsense_Mutation_p.W1453*NM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 9. 0AGAGCCCAACCCATAGTGGAA0.393

+ 13 1129NOSTRIN_uc002uef.2_Missense_Mutation_p.Q432H|NOSTRIN_uc002uei.2_Missense_Mutation_p.Q258H|NOSTRIN_uc010fpu.2_Missense_Mutation_p.Q347H|NOSTRIN_uc002ueh.2_Missense_Mutation_p.Q297H|NOSTRIN_uc002uej.2_Missense_Mutation_p.Q258H|NOSTRIN_uc002uek.2_Missense_Mutation_p.Q59HNM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0AACTTGAGCAAAGACCTCAAC0.428

- 17 2633LRP2_uc010zdf.1_Missense_Mutation_p.S670NNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 7.|Extracellular (Potential). 29GACACTGATACTCTTGTAATG0.418

+ 4 558GORASP2_uc002ugj.2_Missense_Mutation_p.D72N|GORASP2_uc010zdl.1_Missense_Mutation_p.D152N|GORASP2_uc010zdm.1_Missense_Mutation_p.D96N|GORASP2_uc002ugl.2_Missense_Mutation_p.D72NNM_015530 NP_056345 Q9H8Y8 GORS2_HUMAN 2AATTGGAGCAGATACAGTCAT0.358

- 11 1625TLK1_uc002ugo.2_Missense_Mutation_p.P406S|TLK1_uc002ugp.2_Missense_Mutation_p.P337S|TLK1_uc002ugq.2_RNA|TLK1_uc010zdn.1_Missense_Mutation_p.P289S|TLK1_uc002ugr.1_Missense_Mutation_p.P168SNM_012290 NP_036422 Q9UKI8 TLK1_HUMAN 1GGTAAATTTGGTCTAACAAAG0.343

+ 25 3108OSBPL6_uc002uly.2_Nonsense_Mutation_p.W935*|OSBPL6_uc010zfe.1_Nonsense_Mutation_p.W879*|OSBPL6_uc002ulz.2_Nonsense_Mutation_p.W874*|OSBPL6_uc002uma.2_Nonsense_Mutation_p.W914*NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1GAGAAGCCTGGGTTTCTAACG0.423

- 307 98608uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G26490D|TTN_uc010zfi.1_Missense_Mutation_p.G26423D|TTN_uc010zfj.1_Missense_Mutation_p.G26298D|TTN_uc002umq.2_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCCACCTTCACCAGAAATCTC0.368

- 284 82572uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P21145S|TTN_uc010zfi.1_Missense_Mutation_p.P21078S|TTN_uc010zfj.1_Missense_Mutation_p.P20953SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTTTCACAGGGTTCCCCAATT0.428

- 275 73650uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Nonsense_Mutation_p.Q18171*|TTN_uc010zfi.1_Nonsense_Mutation_p.Q18104*|TTN_uc010zfj.1_Nonsense_Mutation_p.Q17979*NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATTCTAAACTGGTACTCCGTG0.413

- 275 73296uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.V18053I|TTN_uc010zfi.1_Missense_Mutation_p.V17986I|TTN_uc010zfj.1_Missense_Mutation_p.V17861INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCAACGTTTACTCTTGTTGTC0.393

- 244 50211uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.W10358R|TTN_uc010zfi.1_Missense_Mutation_p.W10291R|TTN_uc010zfj.1_Missense_Mutation_p.W10166RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACTGGGGTCCATGCTCTGCGG0.443

- 46 13096TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AAAGGGACCAGCTGGATAATC0.383

- 9 1378 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10TCTATCACCTCCTGGAAATGC0.363

+ 3 388UBE2E3_uc002unr.1_Missense_Mutation_p.A57T|UBE2E3_uc010fri.1_Missense_Mutation_p.A57TNM_182678 NP_872619 Q969T4 UB2E3_HUMAN 1CAAAACCACTGCTAAGTTATC0.463

- 9 1142STAT1_uc010fse.1_Missense_Mutation_p.P252S|STAT1_uc002usk.2_Missense_Mutation_p.P252S|STAT1_uc002usl.2_Missense_Mutation_p.P254S|STAT1_uc010fsf.1_Missense_Mutation_p.P64SNM_007315 NP_009330 P42224 STAT1_HUMAN 10CAAGCATTGGGCGGCCCCCCA0.483

- 14 1483STAT4_uc002usn.1_Missense_Mutation_p.S410N|STAT4_uc010zgk.1_Missense_Mutation_p.S255N|STAT4_uc002uso.2_Missense_Mutation_p.S410NNM_003151 NP_003142 Q14765 STAT4_HUMAN 9ACCTCCAGCACTGGACTTCAT0.328

- 19 2001ANKRD44_uc002utz.3_Missense_Mutation_p.D374NNM_153697 NP_710181 Q8N8A2 ANR44_HUMAN 5CCTTTGGCATCTTTCACATCG0.458

+ 31 3567_3568AOX1_uc010zhf.1_Missense_Mutation_p.G712N|AOX1_uc010fsu.2_Missense_Mutation_p.G522NNM_001159 NP_001150 Q06278 ADO_HUMAN 6GAAAGGCGAAGGCCAGCCCTTC0.475

- 3 571CLK1_uc010zhi.1_Splice_Site_p.G172_splice|CLK1_uc002uwf.2_Splice_Site|CLK1_uc002uwg.2_5'UTR|CLK1_uc010fsv.2_Splice_SiteNM_004071 NP_004062 P49759 CLK1_HUMAN 2AAACGTTCATACCCCATGTGA0.343

+ 5 557NOP58_uc010zhv.1_Missense_Mutation_p.A136VNM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0CGTGAAATGGCAGCTATGTGT0.318

- 4 671RAPH1_uc002vae.2_Missense_Mutation_p.A149V|RAPH1_uc002vaf.2_Missense_Mutation_p.A149VNM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10GGAGTAGCTGGCATGGGAAGG0.433

+ 5 2502 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3TCTGAGTTGACTTTTGATTCT0.438

+ 4 522PIKFYVE_uc010fun.1_5'UTR|PIKFYVE_uc002vcy.1_Missense_Mutation_p.P122S|PIKFYVE_uc002vcv.2_Intron|PIKFYVE_uc002vcw.2_Missense_Mutation_p.P122S|PIKFYVE_uc002vcx.2_IntronNM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10AGGTCATGACCCTCGTACAGC0.438

+ 21 3859PIKFYVE_uc002vcy.1_Missense_Mutation_p.S1178NNM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10AATGCTCCTAGTGCCTGTGTC0.418

- 32 5325FN1_uc002vfb.2_Missense_Mutation_p.E1596K|FN1_uc002vfc.2_Missense_Mutation_p.E1596K|FN1_uc002vfd.2_Missense_Mutation_p.E1687K|FN1_uc002vfe.2_Missense_Mutation_p.E1596K|FN1_uc002vff.2_Missense_Mutation_p.E1596K|FN1_uc002vfg.2_Missense_Mutation_p.E1596K|FN1_uc002vfh.2_Missense_Mutation_p.E1596K|FN1_uc002vfi.2_Missense_Mutation_p.E1687K|FN1_uc002vfj.2_Missense_Mutation_p.E1687K|FN1_uc002vez.2_5'UTR|FN1_uc010zjp.1_Missense_Mutation_p.E314K|FN1_uc010fvc.1_Missense_Mutation_p.E49K|FN1_uc010fvd.1_Missense_Mutation_p.E49KNM_212482 NP_997647 P02751 FINC_HUMAN 13ATAGTCATTTCTGTTTGATCT0.458

+ 10 1050C2orf62_uc002vhs.2_RNA|uc002vht.2_RNANM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0GCGCCAGCCGGAGGACGTGGT0.701 rs137997315

+ 6 940CTDSP1_uc002vhx.2_Missense_Mutation_p.V201M|CTDSP1_uc002vhz.2_Missense_Mutation_p.V61MNM_021198 NP_067021 Q9GZU7 CTDS1_HUMANFCP1 homology. 1CCTGCGGCGGGTGCTCATCCT0.627

- 2 371 NM_002181 NP_002172 Q14623 IHH_HUMAN 1CAGCTTCACACCGGGCCACTG0.622

- 4 887PAX3_uc002vmt.1_Missense_Mutation_p.R174K|PAX3_uc002vmy.1_Missense_Mutation_p.R173K|PAX3_uc002vmv.1_Missense_Mutation_p.R174K|PAX3_uc002vmw.1_Missense_Mutation_p.R174K|PAX3_uc002vmx.1_Missense_Mutation_p.R174K|PAX3_uc002vmz.1_Missense_Mutation_p.R174K|PAX3_uc002vna.1_Missense_Mutation_p.R174KNM_181457 NP_852122 P23760 PAX3_HUMAN 766TGCCTCCTTCCTCTCCAAGTC0.602

- 12 1140FARSB_uc010zlq.1_Missense_Mutation_p.A389T|FARSB_uc002vnf.1_Missense_Mutation_p.A270TNM_005687 NP_005678 Q9NSD9 SYFB_HUMAN B5. 1TAAGCAATAGCTGCATCTTCT0.368

- 1 770 NM_005544 NP_005535 P35568 IRS1_HUMAN IRS-type PTB. 12GAGTCATCCACCTGCATCCAG0.612

- 4 699 NM_024795 NP_079071 Q53R12 T4S20_HUMANCytoplasmic (Potential). 0CGCTTAGAGACTCCACACAGA0.378

- 3 750TRIP12_uc002vpx.1_Missense_Mutation_p.S256F|TRIP12_uc002vpy.1_Intron|TRIP12_uc010zlz.1_RNA|TRIP12_uc010fxh.1_Missense_Mutation_p.S214FNM_004238 NP_004229 Q14669 TRIPC_HUMAN 9TGGTACAGTGGAGGAGGCCGA0.552

+ 4 273CHRND_uc010zmg.1_Nonsense_Mutation_p.W75*|CHRND_uc010fyc.2_5'UTR|CHRND_uc010zmh.1_5'UTRNM_000751 NP_000742 Q07001 ACHD_HUMANExtracellular (Potential). 3CGGCTGAAGTGGAATGCTGAA0.582

- 2 436 NM_019850 NP_062824 Q8N5V2 NGEF_HUMANRegulatory region; modulates activity toward RHOA, RAC1 and CDC42 (By similarity).7ATTGAAGATGGAATTTCTCTT0.498

+ 1 678UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Missense_Mutation_p.P217SNM_007120 NP_009051 P22310 UD14_HUMAN 1CATGCTCTACCCTCTGGCCCT0.473

- 11 2062HDAC4_uc010fyz.1_Missense_Mutation_p.P419S|HDAC4_uc010zoa.1_Missense_Mutation_p.P419S|HDAC4_uc010fza.2_Missense_Mutation_p.P424S|HDAC4_uc010fyy.2_Missense_Mutation_p.P376S|HDAC4_uc010znz.1_Missense_Mutation_p.P307S|HDAC4_uc010fzb.1_RNANM_006037 NP_006028 P56524 HDAC4_HUMAN 6GCTTGTGCCGGCGGCTGCTCC0.672

- 5 1034ANKMY1_uc002vza.1_Intron|ANKMY1_uc010fzd.1_Missense_Mutation_p.E358K|ANKMY1_uc002vzb.1_Intron|ANKMY1_uc002vzc.1_Intron|ANKMY1_uc002vzd.1_Intron|ANKMY1_uc010fze.1_Intron|ANKMY1_uc002vze.2_IntronNM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1TGGTTCCCTTCCTCAGCCTTT0.562

+ 3 1021_1022TRIB3_uc002wdn.2_Missense_Mutation_p.H199LNM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2GCCCTGGCGCACTGTCACCAGC0.639

+ 5 478PTPRA_uc002whj.2_Missense_Mutation_p.V29I|PTPRA_uc010zqc.1_Intron|PTPRA_uc002whk.2_Missense_Mutation_p.V29I|PTPRA_uc010zqd.1_Missense_Mutation_p.V40I|PTPRA_uc002whl.2_Missense_Mutation_p.V29I|PTPRA_uc002whm.2_5'UTR|PTPRA_uc002whn.2_Missense_Mutation_p.V29IP18433 PTPRA_HUMANExtracellular (Potential). 1TGCACCTTCTGTAGGAATTAC0.383



- 1 821CDC25B_uc010zqk.1_5'Flank|CDC25B_uc010zql.1_5'Flank|CDC25B_uc010zqm.1_5'FlankNM_001810 NP_001801 P07199 CENPB_HUMAN 0GGCCTGGTCGGGCAGGAAGTC0.711

+ 20 1763PLCB4_uc010gbw.1_Missense_Mutation_p.E543K|PLCB4_uc010gbx.2_Missense_Mutation_p.E555K|PLCB4_uc002wne.2_Missense_Mutation_p.E543K|PLCB4_uc002wnh.2_Missense_Mutation_p.E390KNM_182797 NP_877949 Q15147 PLCB4_HUMAN 15GGTCACTGTAGAAGATGAGCA0.423

- 11 2652PAK7_uc002wnk.2_Missense_Mutation_p.A703T|PAK7_uc002wnj.2_Missense_Mutation_p.A703T|PAK7_uc010gby.1_Missense_Mutation_p.A616TNM_020341 NP_065074 Q9P286 PAK7_HUMAN 23GGTGGACCTGCTAGTTTTAAG0.512

+ 10 1515PCSK2_uc002wpl.2_Missense_Mutation_p.E380K|PCSK2_uc010zrm.1_Missense_Mutation_p.E364KNM_002594 NP_002585 P16519 NEC2_HUMAN Catalytic. 7ACTGGCTCTGGAGGCTAAGTA0.572

+ 2 454DSTN_uc002wpq.2_Missense_Mutation_p.P50S|DSTN_uc010gck.2_Missense_Mutation_p.P50SNM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2CATAACTGATCCTTTCAAGCA0.383

+ 7 2006CSRP2BP_uc002wqk.2_Missense_Mutation_p.P334S|CSRP2BP_uc010zru.1_Missense_Mutation_p.P333SNM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6CAGGTATACTCCCGTGAGCAT0.512

- 2 138GGTLC1_uc002wtu.2_Missense_Mutation_p.T2INM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1GAACTCGGAGGTCATGTCGCG0.647

+ 2 260TM9SF4_uc010ztr.1_5'UTR|TM9SF4_uc010zts.1_5'UTR|TM9SF4_uc002wxk.2_5'UTRNM_014742 NP_055557 Q92544 TM9S4_HUMAN 2GGATTGGTTGCCGTGGTCTTT0.502

+ 3 405POFUT1_uc002wxo.2_Missense_Mutation_p.P119L|POFUT1_uc010ztt.1_Missense_Mutation_p.P11L|POFUT1_uc010ztu.1_IntronNM_015352 NP_056167 Q9H488 OFUT1_HUMAN 1CACTGGCCCCCTGAGAAGCGG0.597

+ 2 310KIF3B_uc010ztv.1_Missense_Mutation_p.G48E|KIF3B_uc010ztw.1_Missense_Mutation_p.G48ENM_004798 NP_004789 O15066 KIF3B_HUMANKinesin-motor. 5AACCCCAAAGGGACGGCCCAT0.517

+ 12 2929ASXL1_uc010geb.2_Missense_Mutation_p.P726SNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248TGACAGTCATCCCACTATGAA0.498

+ 6 683PLUNC_uc002wyt.3_Missense_Mutation_p.D205N|PLUNC_uc002wyu.3_Missense_Mutation_p.D205NNM_130852 NP_570913 Q9NP55 PLUNC_HUMAN 0AGGTCTTCTGGACAGCCTCAC0.537

+ 9 1332ZNF341_uc002wzx.2_Missense_Mutation_p.V431M|ZNF341_uc010geq.2_Missense_Mutation_p.V348M|ZNF341_uc010ger.2_RNANM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2GTCCAAGCAGGTGGTCCTCAT0.592

+ 4 652 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2TGAGCTCATGGCGGAATTAGA0.493

+ 3 240ITCH_uc002xak.2_Missense_Mutation_p.M16I|ITCH_uc010zuj.1_5'UTRNM_031483 NP_113671 Q96J02 ITCH_HUMAN C2. 6GCCTCACCATGAAATCACAGC0.383

+ 25 2720 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN 2TCAAGAACTGGTCATGGATGA0.622

- 19 2391TRPC4AP_uc002xbj.2_RNA|TRPC4AP_uc010zuq.1_Missense_Mutation_p.P377L|TRPC4AP_uc002xbl.2_Missense_Mutation_p.P778L|TRPC4AP_uc010zur.1_Missense_Mutation_p.P747LNM_015638 NP_056453 Q8TEL6 TP4AP_HUMAN 2GTCCATGTAGGGCTCCTCAAT0.587

+ 2 372EDEM2_uc010zuv.1_Intron|PROCR_uc010zuw.1_Missense_Mutation_p.T100INM_006404 NP_006395 Q9UNN8 EPCR_HUMANExtracellular (Potential). 0GGCCCAGACACCAACACCACG0.637

+ 9 1024SPAG4_uc010zvi.1_Missense_Mutation_p.E226KNM_003116 NP_003107 Q9NPE6 SPAG4_HUMAN SUN. 0GGTTATCCTGGAGGTGAGTCT0.617

+ 2 415C20orf4_uc002xfd.1_Missense_Mutation_p.V108M|C20orf4_uc002xfe.1_Missense_Mutation_p.V108MNM_015511 NP_056326 Q9Y312 CT004_HUMAN 0AGAGTCTGAGGTGGAGGCCAT0.592

- 13 1727RBL1_uc010zvt.1_RNA|RBL1_uc002xgj.1_Missense_Mutation_p.D550NNM_002895 NP_002886 P28749 RBL1_HUMANDomain A.|Pocket; binds T and E1A. 10TTCACCATGTCCCTTGAGAGC0.478

- 10 1532TGM2_uc010zvx.1_Missense_Mutation_p.R397C|TGM2_uc010zvy.1_Missense_Mutation_p.R418C|TGM2_uc002xhs.1_Missense_Mutation_p.R454C|TGM2_uc002xht.2_Missense_Mutation_p.R478CNM_004613 NP_004604 P21980 TGM2_HUMAN 3TGGCCCACACGGATCCGCATG0.592

- 5 1742KCNS1_uc002xnd.2_Missense_Mutation_p.V449INM_002251 NP_002242 Q96KK3 KCNS1_HUMANHelical; Name=Segment S6; (Potential). 0GGGAGTGCTACCACCAGGATG0.602

+ 5 862NEURL2_uc002xqg.1_5'Flank|CTSA_uc002xqh.2_Missense_Mutation_p.A148T|CTSA_uc002xqi.2_RNA|CTSA_uc010zxi.1_Missense_Mutation_p.A131T|CTSA_uc002xqk.3_Missense_Mutation_p.A130TNM_001127695 NP_001121167 P10619 PPGB_HUMAN 1GGAGTCCCCAGCTGGGGTGGG0.552

- 18 2791ZNF335_uc002xqv.2_Missense_Mutation_p.E2K|ZNF335_uc010zxk.1_Missense_Mutation_p.E735KNM_022095 NP_071378 Q9H4Z2 ZN335_HUMAN 4GTTCCCTCCTCCATAGGGGGT0.592

+ 1 426ZMYND8_uc010ghr.1_Intron|ZMYND8_uc002xst.1_Intron|ZMYND8_uc002xsu.1_Intron|ZMYND8_uc002xsv.1_Intron|ZMYND8_uc002xsw.1_Intron|ZMYND8_uc002xsx.1_Intron|ZMYND8_uc002xsy.1_Intron|ZMYND8_uc002xsz.1_Intron|ZMYND8_uc002xta.1_Intron|ZMYND8_uc010zxy.1_Intron|ZMYND8_uc002xtb.1_Intron|ZMYND8_uc002xss.2_Intron|ZMYND8_uc010zxz.1_Intron|ZMYND8_uc002xtc.1_Intron|ZMYND8_uc002xtd.1_Intron|ZMYND8_uc002xte.1_Intron|ZMYND8_uc010zya.1_Intron|ZMYND8_uc002xtf.1_Intron|ZMYND8_uc002xtg.2_Intron|ZMYND8_uc010ghs.1_Intron|ZMYND8_uc002xth.2_IntronNR_024594 0CGAGGGGCAGGGAACGCCAAG0.532

+ 16 3257NCOA3_uc010ght.1_Missense_Mutation_p.E1013K|NCOA3_uc002xtl.2_Missense_Mutation_p.E1018K|NCOA3_uc002xtm.2_Missense_Mutation_p.E1018K|NCOA3_uc002xtn.2_Missense_Mutation_p.E1018K|NCOA3_uc010zyc.1_Missense_Mutation_p.E813KNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5GTTGTCCATGGAACAAGTTTC0.483

- 14 4772 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2TCCACGCAGGGACTACACAGC0.587

+ 5 607SLC9A8_uc010zym.1_5'UTR|SLC9A8_uc010zyj.1_Missense_Mutation_p.P133S|SLC9A8_uc010zyk.1_Missense_Mutation_p.P133S|SLC9A8_uc010zyl.1_Intron|SLC9A8_uc010gib.1_Missense_Mutation_p.P133SNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMANHelical; (Potential). 1CCTGCTTCCCCCTATTATCTT0.393

+ 2 340 NM_032521 NP_115910 Q9BYG5 PAR6B_HUMAN OPR. 1GTTTTCGCTGGAAAGATCAAA0.338

- 4 2855SALL4_uc010gii.2_Missense_Mutation_p.M481I|SALL4_uc002xwi.3_Missense_Mutation_p.M141INM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 7. 2CCCCGTGTGTCATGTAGTGAA0.458

+ 4 358TH1L_uc010zzu.1_Missense_Mutation_p.V111I|TH1L_uc002yaf.1_RNA|TH1L_uc002yah.2_Missense_Mutation_p.V111INM_198976 NP_945327 Q8IXH7 NELFD_HUMAN 3GCCAGTGCAGGTTCAGGAAAC0.413

+ 2 593PHACTR3_uc002yat.2_Missense_Mutation_p.M39I|PHACTR3_uc010zzw.1_Missense_Mutation_p.M1I|PHACTR3_uc002yav.2_Missense_Mutation_p.M1I|PHACTR3_uc002yaw.2_Missense_Mutation_p.M1I|PHACTR3_uc002yax.2_Missense_Mutation_p.M1INM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3CAGATGAGATGGACCAAACGC0.582

+ 5 1035PHACTR3_uc002yat.2_Missense_Mutation_p.E187K|PHACTR3_uc010zzw.1_Missense_Mutation_p.E149K|PHACTR3_uc002yav.2_Missense_Mutation_p.E149K|PHACTR3_uc002yaw.2_Missense_Mutation_p.E149K|PHACTR3_uc002yax.2_IntronNM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3ATCCAGTGGTGAAGAAGCAGA0.542

- 16 6310DIDO1_uc002yds.1_Missense_Mutation_p.P2016SNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6ATCACCTGCGGGGCCTGGCCC0.687

- 4 761SAMD10_uc002yhn.2_RNANM_080621 NP_542188 Q9BYL1 SAM10_HUMAN 0TCACACTGACCTTGGCTGAGC0.682

+ 3 383CXADR_uc002ykh.1_Missense_Mutation_p.G89S|CXADR_uc010gld.1_Missense_Mutation_p.G89S|CXADR_uc010gle.1_Intron|CXADR_uc002ykj.1_Missense_Mutation_p.G62SNM_001338 NP_001329 P78310 CXAR_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1AGATCTGAAAGGCCGAGTACA0.333

- 2 1251 NM_006988 NP_008919 Q9UHI8 ATS1_HUMANPeptidase M12B. 6GACTGGTCTGCCACAAGCATG0.463

- 10 1535RNF160_uc010gll.1_RNANM_015565 NP_056380 O94822 LTN1_HUMAN 0CTTAGAGTTTCTGCTAAATGG0.388

- 2 275 RNF160_uc010gll.1_RNANM_015565 NP_056380 O94822 LTN1_HUMAN 0AGGTCACTCTGAGATGTTCCA0.438

- 1 259 NM_001077711 NP_001071179 Q3LI81 KR271_HUMAN 2GAAGCAGTTACTTTGCACACA0.478

+ 1 339 NM_181599 NP_853630 Q8IUC0 KR131_HUMAN 1AGCTGCCGCTCCCTGGGCTAT0.597

- 9 2426TIAM1_uc011adk.1_Missense_Mutation_p.G652S|TIAM1_uc011adl.1_Missense_Mutation_p.G652S|TIAM1_uc002yox.1_Missense_Mutation_p.G260SNM_003253 NP_003244 Q13009 TIAM1_HUMAN 10CCAAGGCGGCCCATGGCCACT0.478

+ 3 368DONSON_uc002ysn.1_Intron|ITSN1_uc002yth.3_RNA|ITSN1_uc002ysz.2_Missense_Mutation_p.P34S|ITSN1_uc010gmg.2_Missense_Mutation_p.P34S|ITSN1_uc010gmh.2_RNA|ITSN1_uc002ysw.2_Missense_Mutation_p.P34S|ITSN1_uc010gmi.2_Missense_Mutation_p.P34S|ITSN1_uc010gmj.2_5'UTR|ITSN1_uc002ysy.2_Missense_Mutation_p.P34S|ITSN1_uc002ysx.2_Missense_Mutation_p.P34S|ITSN1_uc002ytb.1_Missense_Mutation_p.P34S|ITSN1_uc002ytc.1_Missense_Mutation_p.P34S|ITSN1_uc002ytd.2_RNA|ITSN1_uc010gmk.2_Missense_Mutation_p.P34S|ITSN1_uc010gml.2_RNA|ITSN1_uc002ytj.2_Missense_Mutation_p.P34S|ITSN1_uc010gmm.1_RNA|ITSN1_uc002yte.2_5'FlankNM_003024 NP_003015 Q15811 ITSN1_HUMAN EH 1. 4TAGTTTAAAGCCAATATCTGG0.383

+ 2 160 NM_015358 NP_056173 Q14149 MORC3_HUMAN 2GTCACACCTGGCCATTCAGTG0.294

- 3 841KCNJ6_uc002ywo.2_Missense_Mutation_p.G263ENM_002240 NP_002231 P48051 IRK6_HUMANCytoplasmic (By similarity). 1CGTGTAATACCCTACGTTGAT0.502

- 36 4193BRWD1_uc010goc.1_5'UTR|BRWD1_uc002yxl.2_Missense_Mutation_p.D1352N|BRWD1_uc010god.1_Missense_Mutation_p.D270NNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN Bromo 2. 4TCTATAATATCTCTGTAGTCC0.343



- 28 5369DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANCytoplasmic (Potential). 11GTTCTTACCTCATGAGCATTT0.333

- 12 1408TMPRSS3_uc002zay.2_Missense_Mutation_p.G160R|TMPRSS3_uc002zaz.2_Missense_Mutation_p.G276R|TMPRSS3_uc002zba.2_Missense_Mutation_p.G276R|TMPRSS3_uc002zbc.2_Missense_Mutation_p.G402RNM_024022 NP_076927 P57727 TMPS3_HUMANPeptidase S1.|Extracellular (Potential). 3ACCAGGGGCCCCCCGCTGTCC0.607

+ 13 1314PFKL_uc002zek.2_Missense_Mutation_p.R466C|PFKL_uc002zem.2_Missense_Mutation_p.R6C|PFKL_uc002zen.2_Missense_Mutation_p.R6CNM_002626 NP_002617 P17858 K6PL_HUMAN 0TGCGGCCGTGCGCTCGGCGGT0.652

- 8 1127ITGB2_uc002zge.2_Splice_Site_p.N361_splice|ITGB2_uc002zgf.3_Splice_Site_p.N361_splice|ITGB2_uc011afl.1_Splice_Site_p.N283_splice|ITGB2_uc010gpw.2_Splice_Site_p.N304_splice|ITGB2_uc002zgg.2_Splice_Site_p.N361_spliceNM_001127491 NP_001120963 P05107 ITB2_HUMAN 9CGGGAGACTCACATTGTAAGC0.587 rs149804560

- 1 1009C21orf57_uc002zit.1_5'Flank|C21orf57_uc002ziu.1_5'Flank|C21orf57_uc002ziv.2_5'Flank|C21orf57_uc002ziw.2_5'Flank|C21orf57_uc002zix.2_5'Flank|C21orf57_uc010gqh.2_5'Flank|C21orf57_uc002ziy.2_5'FlankNM_003906 NP_003897 O60318 MCM3A_HUMAN 5CGGACAGGTCGTTTGTCTGGA0.542

+ 5 638IL17RA_uc010gqt.2_Missense_Mutation_p.P169SNM_014339 NP_055154 Q96F46 I17RA_HUMANExtracellular (Potential). 2CAAGCCCATCCCTGATGGGGA0.542

- 5 572CECR5_uc002zmd.2_5'Flank|CECR5_uc002zme.2_Intron|CECR5_uc002zmg.2_Missense_Mutation_p.P45S|CECR5_uc002zmh.2_Missense_Mutation_p.P152SNM_033070 NP_149061 Q9BXW7 CECR5_HUMAN 0TCATTCCTCGGGAGGGGCTGC0.572

+ 5 1023TUBA8_uc002znr.2_Intron|PEX26_uc002znq.3_Splice_Site_p.A272_splice|PEX26_uc002znt.2_IntronNM_017929 NP_060399 Q7Z412 PEX26_HUMAN 1TTTGATCCAGGTAAGAGGTGG0.567

- 4 666DGCR2_uc002zor.1_5'UTR|DGCR2_uc011agr.1_Missense_Mutation_p.D96NNM_005137 NP_005128 P98153 IDD_HUMANExtracellular (Potential).|C-type lectin. 1TGCGCGGCATCCCAGTAGTTC0.627

+ 1 1503DGCR14_uc002zot.2_3'UTR|DGCR14_uc002zou.2_3'UTR|DGCR14_uc002zov.2_RNANM_053006 NP_443732 Q96PF2 TSSK2_HUMAN 1ACCAAGACAGGCTTGAGGCCC0.637 rs17853776

+ 7 750C22orf25_uc002zrb.1_Intron|C22orf25_uc002zrc.1_Missense_Mutation_p.G138E|C22orf25_uc002zrd.1_Missense_Mutation_p.G104E|C22orf25_uc002zre.2_3'UTR|C22orf25_uc010grx.2_5'UTR|C22orf25_uc011ahe.1_RNA|C22orf25_uc011ahf.1_Intron|C22orf25_uc011ahg.1_Missense_Mutation_p.G179E|C22orf25_uc002zrg.2_Missense_Mutation_p.G179E|C22orf25_uc011ahh.1_Missense_Mutation_p.G138E|C22orf25_uc002zrf.2_Intron|C22orf25_uc011ahi.1_Missense_Mutation_p.G40E|C22orf25_uc010gry.1_RNA|C22orf25_uc002zrh.1_Missense_Mutation_p.G40ENM_152906 NP_690870 Q6ICL3 CV025_HUMAN 0TGCTACTATGGGAACCGAGGG0.587

- 3 452DGCR6L_uc010gsb.2_Intron|DGCR6L_uc010gsc.2_Nonsense_Mutation_p.Q119*NM_033257 NP_150282 Q9BY27 DGC6L_HUMAN Potential. 0TCTCGCTGCTGAGCCGCCTGA0.687

- 5 767THAP7_uc002zts.1_Missense_Mutation_p.A246V|FLJ39582_uc002ztt.1_5'Flank|FLJ39582_uc002ztu.1_5'Flank|FLJ39582_uc002ztv.2_5'FlankNM_001008695 NP_001008695 Q9BT49 THAP7_HUMAN 0ATCAAGGGCTGCCTCGGCTCG0.667

+ 13 3283BCR_uc002zwx.2_Missense_Mutation_p.P896L|BCR_uc011aiy.1_Missense_Mutation_p.P485L|BCR_uc002zwy.1_Missense_Mutation_p.P182LNM_004327 NP_004318 P11274 BCR_HUMAN C2. 12CACAGCATTCCGCTGACCATC0.577

+ 6 572CABIN1_uc002zzj.1_Missense_Mutation_p.E149K|CABIN1_uc002zzl.1_Missense_Mutation_p.E149K|CABIN1_uc010guk.1_Missense_Mutation_p.E104K|CABIN1_uc002zzk.1_Missense_Mutation_p.E104KNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN TPR 3. 5TGCTTTTGAGGAAGGGCTGCG0.532

+ 42 6583MYO18B_uc003aca.1_Missense_Mutation_p.M1992I|MYO18B_uc010guy.1_Missense_Mutation_p.M1993I|MYO18B_uc010guz.1_Missense_Mutation_p.M1991I|MYO18B_uc011aka.1_Missense_Mutation_p.M1265I|MYO18B_uc011akb.1_Missense_Mutation_p.M1624I|MYO18B_uc010gva.1_Silent_p.R94RNM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12CTTATTCTAGGGATAACGTCT0.398

+ 13 1145EMID1_uc003aem.2_Missense_Mutation_p.G359E|EMID1_uc003aeo.2_Missense_Mutation_p.G359E|EMID1_uc003aep.2_Missense_Mutation_p.G338ENM_133455 NP_597712 Q96A84 EMID1_HUMAN Collagen-like. 0tcCTTGCAGGGGGAACCTGGC0.333

- 13 1752AP1B1_uc003afi.2_Missense_Mutation_p.G523D|AP1B1_uc003afk.2_Missense_Mutation_p.G523D|AP1B1_uc003afl.2_Missense_Mutation_p.G523D|AP1B1_uc011ako.1_Missense_Mutation_p.G76DNM_001127 NP_001118 Q10567 AP1B1_HUMAN 2GTAGATGTAGCCACGGTCCCG0.592

- 9 948PES1_uc003aik.1_Missense_Mutation_p.E292K|PES1_uc003ail.1_Missense_Mutation_p.E275K|PES1_uc003aim.1_Missense_Mutation_p.E292K|PES1_uc003ain.1_Missense_Mutation_p.E153K|PES1_uc003aio.1_Missense_Mutation_p.E153KNM_014303 NP_055118 O00541 PESC_HUMAN 0GCCTCCTCCTCTGTGGCAGGC0.662

- 6 5798 NM_173566 NP_775837 Q5THK1 PR14L_HUMAN 0GCAGCCTCCTCCAATATGGAT0.582

- 2 995RFPL2_uc003amf.3_5'UTR|RFPL2_uc003amh.3_5'UTRNM_001098527 NP_001091997 O75678 RFPL2_HUMAN 1 tacagcacatagacagatcct 0.03

- 3 970APOL3_uc003aoq.2_Missense_Mutation_p.T240I|APOL3_uc003aor.2_Missense_Mutation_p.T240I|APOL3_uc003aos.2_Missense_Mutation_p.T240I|APOL3_uc003aou.2_Missense_Mutation_p.T111I|APOL3_uc003aov.2_Missense_Mutation_p.T111INM_145640 NP_663615 O95236 APOL3_HUMAN 0GATTCGCCAGGTGGTCACAGG0.562

+ 7 582CYTH4_uc003are.2_Missense_Mutation_p.E156K|CYTH4_uc011amw.1_Missense_Mutation_p.E99K|CYTH4_uc010gxe.2_IntronNM_013385 NP_037517 Q9UIA0 CYH4_HUMAN SEC7. 2GCTGCCGGGCGAGGCCCAGAA0.672

- 3 2096 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMANCytoplasmic (Potential). 2CTCCAGGATGGTCTTCTTGAC0.612

+ 9 1269GCAT_uc003aua.1_Missense_Mutation_p.A443TNM_014291 NP_055106 O75600 KBL_HUMAN 0ACTGCACGGGGCACTGCCCTG0.617

+ 10 1090EIF3L_uc003aue.1_Missense_Mutation_p.V335I|EIF3L_uc011ann.1_Missense_Mutation_p.V287I|EIF3L_uc003aug.2_Missense_Mutation_p.V227I|EIF3L_uc003auh.2_Missense_Mutation_p.V68INM_016091 NP_057175 Q9Y262 EIF3L_HUMAN 1TGCCATCCGGGTCTTCGCCAA0.512

- 7 998CSNK1E_uc003avk.2_Splice_Site_p.S246_splice|CSNK1E_uc003avl.1_Splice_Site|CSNK1E_uc003avm.1_Splice_Site_p.S246_splice|CSNK1E_uc003avo.2_Splice_Site_p.S246_splice|CSNK1E_uc003avp.1_Splice_Site_p.S246_splice|CSNK1E_uc003avq.1_Splice_Site_p.S246_spliceNM_152221 NP_689407 P49674 KC1E_HUMAN 3GAGAATTCGGCTGGAGGGTGT0.582

+ 3 348TAB1_uc003axr.2_Missense_Mutation_p.A176V|TAB1_uc011aok.1_5'UTR|TAB1_uc003axu.1_Missense_Mutation_p.A100VNM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1CACGCCGAGGCCGATGTGCGG0.647

+ 17 3655 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64TTAGGAATCCCTGTAAGTATT0.308

+ 28 4924 NM_001429 NP_001420 Q09472 EP300_HUMAN 64GATTTCTGGCCCAATGTTCTG0.393

- 8 1225TTLL12_uc003bdr.1_Missense_Mutation_p.P398LNM_015140 NP_055955 Q14166 TTL12_HUMAN TTL. 1GACAAACTGGGGCAGCTCAGT0.662

+ 8 865SAMM50_uc011aqd.1_Missense_Mutation_p.S13N|SAMM50_uc003bek.2_Missense_Mutation_p.S28NNM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1TGGAAGACCAGCCACACTGTC0.468

- 4 473 NM_001099294 NP_001092764 Q3SXP7 K1644_HUMANHelical; (Potential). 1AGGTCCAGAACCAGCAGCATC0.522

- 3 390SMC1B_uc003bgd.2_Missense_Mutation_p.S113N|SMC1B_uc003bge.1_5'UTRNM_148674 NP_683515 Q8NDV3 SMC1B_HUMAN 2AACAGAACGACTCACAAGATT0.303

- 1 6124 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMANExtracellular (Potential). 5TGAGAAACTGCATGAAAGGGA0.393

- 32 8524 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANCytoplasmic (Potential). 11GCGCCCCTGGCCGGGTCCCAT0.652

+ 5 607GRAMD4_uc010had.2_Missense_Mutation_p.V129MNM_015124 NP_055939 Q6IC98 GRAM4_HUMAN 1GGAGAACACTGTGGAGACAGA0.687

+ 3 457TBC1D22A_uc010haf.2_Missense_Mutation_p.R78W|TBC1D22A_uc003bic.2_Missense_Mutation_p.R108W|TBC1D22A_uc003bie.2_Missense_Mutation_p.R89W|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Missense_Mutation_p.R61WNM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1CCACAGCCAGCGGCAGGGGCG0.711

+ 11 1464TBC1D22A_uc010haf.2_Splice_Site_p.Q413_splice|TBC1D22A_uc003bic.2_Splice_Site_p.Q384_splice|TBC1D22A_uc003bie.2_Splice_Site_p.Q365_splice|TBC1D22A_uc003bid.2_Splice_Site|TBC1D22A_uc010hag.2_Splice_Site|TBC1D22A_uc003bif.2_Splice_Site_p.Q396_spliceNM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1CACCTACCAGGTGAGCTCTCC0.607

+ 8 1795SELO_uc010hap.2_Nonsense_Mutation_p.W390*|SELO_uc003bjy.2_Nonsense_Mutation_p.W259*|SELO_uc003bjz.2_Nonsense_Mutation_p.W330*NM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0CTGCCGCCTGGCAGGCTGAGC0.647

- 8 2137TUBGCP6_uc010har.1_Missense_Mutation_p.S542N|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc010hat.1_5'Flank|TUBGCP6_uc003bkd.1_5'FlankNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4GAACACCCCGCTGTACACCCA0.488

- 20 2761SBF1_uc011arx.1_Missense_Mutation_p.P520S|SBF1_uc003bli.2_Missense_Mutation_p.P857SNM_002972 NP_002963 O95248 MTMR5_HUMAN 0CCCGTACCTGGCACCATGACA0.597

+ 19 1686NCAPH2_uc003blv.2_Missense_Mutation_p.D522N|NCAPH2_uc010hbb.2_Intron|NCAPH2_uc003blu.3_RNA|NCAPH2_uc003bls.3_RNA|NCAPH2_uc003blt.3_RNA|NCAPH2_uc003blw.3_RNA|NCAPH2_uc003blx.3_Missense_Mutation_p.D523N|NCAPH2_uc003bly.3_RNANM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2CACCTATGGGGACCAGCTGGT0.637

+ 1 1576 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN Kelch 4. 1TACAGTGCCAGCCACCGGCGT0.657

+ 2 241MAPK8IP2_uc003bmy.2_5'FlankNM_012324 NP_036456 Q13387 JIP2_HUMAN 3TGAGATCACTGATGACTGTGG0.557

- 5 945ARSA_uc003bna.3_Missense_Mutation_p.P147L|ARSA_uc003bnc.3_Missense_Mutation_p.P231L|ARSA_uc003bnd.3_Missense_Mutation_p.P231L|ARSA_uc003bmz.3_Missense_Mutation_p.P231L|ARSA_uc010hbf.2_3'UTRNM_001085426 NP_001078895 P15289 ARSA_HUMAN 2ACTGAACTGAGGGTAGTGGGT0.612

+ 2 504 CIDEC_uc003bto.2_IntronNM_032492 NP_115881 Q8N5M9 JAGN1_HUMANLumenal (Potential). 1ATGGAGATGTTCCCTGCTGCA0.522



+ 14 1394CIDEC_uc003bto.2_Intron|IL17RE_uc003btw.2_Missense_Mutation_p.R426K|IL17RE_uc003btx.2_Missense_Mutation_p.R310K|IL17RE_uc010hcq.2_Missense_Mutation_p.R426K|IL17RE_uc003bty.2_RNANM_153483 NP_705616 Q8NFR9 I17RE_HUMANExtracellular (Potential). 1CCCTTCCTGAGGCCAGGGTGC0.552

- 3 1287CIDEC_uc003bto.2_Intron|PRRT3_uc003buk.2_RNA|PRRT3_uc003bum.2_Missense_Mutation_p.G386ENM_207351 NP_997234 Q5FWE3 PRRT3_HUMANExtracellular (Potential).|Pro-rich. 0CTGCAGGGCCCCCATGGGGCT0.637

+ 11 1502 NM_014229 NP_055044 P48066 S6A11_HUMANHelical; Name=10; (Potential). 4CATCGGCTGGGTGTATGGTGA0.587

+ 9 1236NR2C2_uc003bzi.2_Missense_Mutation_p.G359ENM_003298 NP_003289 P49116 NR2C2_HUMAN 0ACCAGTGGAGGAGGGAGCATC0.493

- 11 3951SATB1_uc003cbi.2_Missense_Mutation_p.T771I|SATB1_uc003cbj.2_Missense_Mutation_p.T739INM_002971 NP_002962 Q01826 SATB1_HUMAN 4TGAAAAAAGGGTGTTAGTATT0.378

+ 8 2025NR1D2_uc010hfd.2_RNA|NR1D2_uc011awk.1_Missense_Mutation_p.S494FNM_005126 NP_005117 Q14995 NR1D2_HUMAN 3AACATGCACTCTGAGGAGCTC0.348

+ 2 830 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN KRAB. 1AGACATGAAAGTCATCACATT0.383

+ 2 427 NM_005508 NP_005499 P51679 CCR4_HUMANHelical; Name=2; (Potential). 1CTCGGATCTGCTCTTCGTGTT0.502

+ 2 970 NM_005508 NP_005499 P51679 CCR4_HUMANExtracellular (Potential). 1AGAGACCCTGGTGGAGCTAGA0.493

- 5 2297 NM_015551 NP_056366 O60279 SUSD5_HUMANCytoplasmic (Potential). 2TAGACCTTCTCCATCTCGATC0.537

+ 2 431TRAK1_uc011azh.1_Missense_Mutation_p.T72I|TRAK1_uc011azi.1_Missense_Mutation_p.T72INM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANHAP1 N-terminal. 1TGGCTCCATACACCTCTCATT0.478

- 2 360CCK_uc003cld.1_Missense_Mutation_p.D51N|CCK_uc011azk.1_Missense_Mutation_p.D51NNM_000729 NP_000720 P06307 CCKN_HUMAN 1GACTCGCCATCCGTTCTCTGC0.687

- 2 301_302PRSS42_uc003cqj.2_IntronNM_182702 NP_874361 Q7Z5A4 PRS42_HUMANPeptidase S1. 1GATGTGCCTGCCTTTGGTCCTC0.683

+ 15 1378PTPN23_uc011baw.1_Missense_Mutation_p.L393F|PTPN23_uc011bax.1_RNA|PTPN23_uc011bay.1_Missense_Mutation_p.L298FNM_015466 NP_056281 Q9H3S7 PTN23_HUMAN 3GTGCGCGGCTCTCAGCGTCCG0.577

+ 12 2152ATRIP_uc011bbj.1_Missense_Mutation_p.P580L|ATRIP_uc003ctg.1_Missense_Mutation_p.P680L|TREX1_uc010hjy.2_5'UTR|TREX1_uc003ctj.2_5'UTR|TREX1_uc003ctk.2_5'Flank|TREX1_uc010hjz.2_5'Flank|TREX1_uc010hka.2_5'FlankNM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN 1GCAGGGGGACCCCCAAGGACC0.647

- 2 310GPX1_uc011bcm.1_Missense_Mutation_p.P77RNM_000581 NP_000572 P07203 GPX1_HUMAN 1CTGGTTGCACGGGAAGCCGAG0.617

- 1 619MST1R_uc011bdd.1_Missense_Mutation_p.D119N|MST1R_uc011bde.1_Missense_Mutation_p.D119N|MST1R_uc011bdf.1_Missense_Mutation_p.D119N|MST1R_uc011bdg.1_Missense_Mutation_p.D119NNM_002447 NP_002438 Q04912 RON_HUMANExtracellular (Potential).|Sema. 6ACCTTTGTGTCTGTGTCACCG0.677

+ 8 1823RBM6_uc011bdh.1_RNA|RBM6_uc010hlc.1_Missense_Mutation_p.E83K|RBM6_uc003cyd.2_Missense_Mutation_p.E42K|RBM6_uc003cye.2_Missense_Mutation_p.E42K|RBM6_uc011bdi.1_5'UTR|RBM6_uc010hld.1_RNA|RBM6_uc010hle.1_RNA|RBM6_uc010hlf.1_RNANM_005777 NP_005768 P78332 RBM6_HUMAN 2GAACCCAAGAGAAGGTGAGTG0.388

- 7 805RASSF1_uc003dad.1_5'Flank|RASSF1_uc003dae.1_5'Flank|RASSF1_uc010hlk.1_5'Flank|RASSF1_uc003daf.1_5'Flank|RASSF1_uc011bdq.1_5'Flank|ZMYND10_uc010hll.1_Intron|ZMYND10_uc003dah.1_Missense_Mutation_p.V141GNM_015896 NP_056980 O75800 ZMY10_HUMAN 5CAGCAGTTCCACCAGGAGGCA0.597

- 14 3359VPRBP_uc003dbf.1_Missense_Mutation_p.G340ENM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2ATCCACCCCTCCATACTTTGG0.463

- 2 136PARP3_uc003dby.2_5'Flank|PARP3_uc003dbz.2_5'FlankNM_004704 NP_004695 O43818 U3IP2_HUMANNuclear localization signal (Potential). 3CTGTCCCCCGCAGAGTCGGCC0.587

+ 5 1589GLYCTK_uc003ddm.2_RNA|GLYCTK_uc003ddn.2_RNA|GLYCTK_uc003ddp.1_Silent_p.G339G|GLYCTK_uc003ddr.2_Missense_Mutation_p.G162DNM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0TGCCTCCAGGGTGGGGCACAC0.582

- 20 2236ITIH4_uc011bel.1_Missense_Mutation_p.A448T|ITIH4_uc003dfy.2_Intron|ITIH4_uc011bem.1_Missense_Mutation_p.A739T|ITIH4_uc011ben.1_Missense_Mutation_p.A704TNM_002218 NP_002209 Q14624 ITIH4_HUMAN 3GGCAGGATGGCAGAGGGAGCC0.677

- 9 1141ITIH4_uc011bel.1_Missense_Mutation_p.E99K|ITIH4_uc003dfy.2_Missense_Mutation_p.E233K|ITIH4_uc011bem.1_Missense_Mutation_p.E369K|ITIH4_uc011ben.1_Missense_Mutation_p.E369KNM_002218 NP_002209 Q14624 ITIH4_HUMAN VWFA. 3AGCCGCTCCTCCTGGTTGCTG0.617

+ 1 946PDE12_uc003div.2_Missense_Mutation_p.P274SNM_177966 NP_808881 Q6L8Q7 PDE12_HUMAN 0AGAGGCTGGGCCTGGCACCTG0.582

- 8 2256 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5ACCACCATCAGCAGAGAGGCC0.493

- 11 1609SHQ1_uc010hod.2_Missense_Mutation_p.A412VNM_018130 NP_060600 Q6PI26 SHQ1_HUMAN 3AATAAGAAAGGCACTGCTTTC0.478

+ 5 1415 NM_153605 NP_705833 0ACAATCTGACCCAGCCTGTTG0.423

+ 11 2191 NM_153605 NP_705833 0AATCCAACTGGTGAGTGAAGT0.348

- 11 1120ABI3BP_uc003duo.2_Missense_Mutation_p.S338R|ABI3BP_uc003dup.3_Missense_Mutation_p.S338RNM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN 4TGGGTTTAGTGCTTCTTGGAA0.348

- 4 1034ZBTB20_uc003ebj.2_Missense_Mutation_p.P212L|ZBTB20_uc010hqp.2_Missense_Mutation_p.P212L|ZBTB20_uc003ebk.2_Missense_Mutation_p.P212L|ZBTB20_uc003ebl.2_Missense_Mutation_p.P212L|ZBTB20_uc003ebm.2_Missense_Mutation_p.P212L|ZBTB20_uc003ebn.2_Missense_Mutation_p.P212L|uc003ebo.1_5'FlankNM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5GATCCAGCTGGGGTCTTCCAT0.662

+ 3 178UPK1B_uc011bix.1_5'UTR|UPK1B_uc003ecd.2_Missense_Mutation_p.T30INM_006952 NP_008883 O75841 UPK1B_HUMANHelical; (Potential). 0ATTGCCCTGACTGCGGAGTGC0.557

+ 5 1976 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANNonhelical region.|VWFA 4. 8GAAAAACCTGGTGAGCAAGTC0.418

- 20 2942PIK3CB_uc011bmn.1_Splice_Site_p.R493_splice|PIK3CB_uc011bmo.1_Splice_Site_p.R432_splice|PIK3CB_uc011bmp.1_Splice_Site_p.R568_splice|PIK3CB_uc003est.1_5'FlankNM_006219 NP_006210 P42338 PK3CB_HUMAN 5GCAGTACTCACCGGCCAAACT0.413

+ 2 619HPS3_uc003ewt.1_Missense_Mutation_p.S160N|HPS3_uc011bnq.1_IntronNM_032383 NP_115759 Q969F9 HPS3_HUMAN 6GTCTTATTTAGTTTGAAGTAC0.378

+ 1 2101TSC22D2_uc003exw.2_RNA|TSC22D2_uc003exx.2_Missense_Mutation_p.T584INM_014779 NP_055594 O75157 T22D2_HUMAN 1CAAACTCAGACCCAGCCTTTA0.498

- 6 982IFT80_uc003fda.2_Splice_Site|IFT80_uc003fdb.1_Splice_Site_p.Q46_splice|IFT80_uc003fdd.1_Intron|IFT80_uc003fde.1_Splice_Site_p.Q46_spliceNM_020800 NP_065851 Q9P2H3 IFT80_HUMAN 1CTGAGAAGTACCTGCAAAACT0.423

+ 8 1080FNDC3B_uc003fhz.3_Missense_Mutation_p.S303F|FNDC3B_uc003fia.2_Missense_Mutation_p.S234FNM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 1. 3GTTGGACTTTCCTGTGGACCC0.443

+ 24 3228FNDC3B_uc003fhz.3_Missense_Mutation_p.R1019KNM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 8. 3AAGGTCCAGAGACTGACGGAA0.468

+ 10 1121MFN1_uc010hxb.2_RNA|MFN1_uc003fjt.2_Missense_Mutation_p.A360V|MFN1_uc010hxc.2_Missense_Mutation_p.A185VNM_033540 NP_284941 Q8IWA4 MFN1_HUMANCytoplasmic (Potential). 3TCGCAGTCAGCAGTGAAAACA0.408

- 1 148CCDC39_uc003fkn.2_RNANM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4ACCCATCCTCCCAGTGCAGCT0.552

+ 15 1911DVL3_uc011bqw.1_Missense_Mutation_p.P574S|DVL3_uc003fmt.2_Missense_Mutation_p.P262S|DVL3_uc003fmu.2_Missense_Mutation_p.P423SNM_004423 NP_004414 Q92997 DVL3_HUMAN 3GGAGAAGGACCCGAAGGCCGG0.726

+ 11 1481CHRD_uc003fow.2_Missense_Mutation_p.G42E|CHRD_uc003fox.2_Missense_Mutation_p.G412E|CHRD_uc003foy.2_Missense_Mutation_p.G42E|CHRD_uc010hyc.2_Missense_Mutation_p.G42E|CHRD_uc011brr.1_Missense_Mutation_p.G42ENM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 3. 3GTCCTTTGTGGGGCTGATGCC0.607

+ 3 444MAP3K13_uc011brt.1_Intron|MAP3K13_uc003fph.3_Translation_Start_Site|MAP3K13_uc011bru.1_Intron|MAP3K13_uc003fpi.2_Missense_Mutation_p.V60M|MAP3K13_uc010hyg.2_Translation_Start_SiteNM_004721 NP_004712 O43283 M3K13_HUMAN 3AATCGAGAGCGTGCACAGCCC0.532 rs147690863

+ 20 2095OPA1_uc003ftg.2_Nonsense_Mutation_p.Q676*|OPA1_uc003fth.2_Nonsense_Mutation_p.Q640*|OPA1_uc003fti.2_Nonsense_Mutation_p.Q658*|OPA1_uc003ftj.2_Nonsense_Mutation_p.Q639*|OPA1_uc003ftk.2_Nonsense_Mutation_p.Q622*|OPA1_uc003ftl.2_Nonsense_Mutation_p.Q603*|OPA1_uc003ftn.2_Nonsense_Mutation_p.Q585*NM_015560 NP_056375 O60313 OPA1_HUMANMitochondrial intermembrane (By similarity). 0GGAAATCCTTCAACAATCTTT0.289

- 2 1494 NM_001080513 NP_001073982 P22792 CPN2_HUMAN p.W468R(1) 5CAGCCAGATCCCAGCTGCCCC0.667

- 2 252 NM_004488 NP_004479 P40197 GPV_HUMANExtracellular (Potential). 3CTGCAGGACGGTCATGCCGCT0.637



- 13 1876ATP13A3_uc003ftz.1_Missense_Mutation_p.L198FNM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1ACAAGATTGAGCTGTCCACAA0.343

- 3 8372MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0AGAGGGGTGGCGTGACCTGTG0.572

- 3 8369MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GGGGTGGCGTGACCTGTGGAT0.572

- 2 6305MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GGGGTGGTGTGACCTGAGGAT0.597

- 2 5153MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GGGGTGGTGTGACCTGTGGAT0.572

- 10 1165uc003fwf.1_5'Flank|PCYT1A_uc003fwh.2_Missense_Mutation_p.S331FNM_005017 NP_005008 P49585 PCY1A_HUMAN2; approximate.|3 X repeats. 0GAAAGAGGGGGAGGGGGAGCG0.607

+ 1 4077 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANInteraction with PAK1. 0TGTGGAGTGCCCGCCTGCTCA0.657

+ 8 1293FGFR3_uc003gdu.2_Intron|FGFR3_uc003gds.3_Intron|FGFR3_uc003gdq.3_Missense_Mutation_p.G346E|FGFR3_uc010icb.1_Missense_Mutation_p.G154E|FGFR3_uc003gdt.1_Missense_Mutation_p.G175ENM_000142 NP_000133 P22607 FGFR3_HUMANIg-like C2-type 3.|Extracellular (Potential). 2600AATTCTATTGGGTTTTCTCAT0.617

- 14 1666POLN_uc010icg.1_Missense_Mutation_p.G4S|POLN_uc010ich.1_Intron|POLN_uc011bvi.1_Missense_Mutation_p.G556SNM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4GAAATGGAGCCCTTTATTAGT0.433

+ 19 3014MAN2B2_uc003gje.1_3'UTR|MAN2B2_uc011bwf.1_Missense_Mutation_p.T942INM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2CCCATCATCACCGTCCACCCA0.612

- 2 373TAPT1_uc011bxe.1_Intron|TAPT1_uc003gow.3_IntronNM_153365 NP_699196 Q6NXT6 TAPT1_HUMAN 0CAAGTGTATACTCTTTCTCTT0.348

- 3 636GPR125_uc003gqo.2_Missense_Mutation_p.A124VNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential).|LRR 2. 1TCCCCAGAAGGCACCTGGATC0.338

- 8 1576PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8AAATCACTGTCCCTCAGTTCA0.463

+ 8 695ANAPC4_uc003grp.2_Missense_Mutation_p.A74V|ANAPC4_uc010iet.1_5'UTR|ANAPC4_uc010ieu.1_5'UTRNM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5GAGCTTTATGCTTATGGAATG0.338

- 4 2381 NM_003263 NP_003254 Q15399 TLR1_HUMANCytoplasmic (Potential).|TIR. 5CATTCACTCTGGACAAAGTTG0.413

+ 4 2012KLB_uc011byj.1_Missense_Mutation_p.V630INM_175737 NP_783864 Q86Z14 KLOTB_HUMANExtracellular (Potential).|Glycosyl hydrolase-1 2. 1CTCCGCGATGGTCACCCTGTA0.647 rs144804057

- 1 463SCFD2_uc010igm.2_Missense_Mutation_p.A110VNM_152540 NP_689753 Q8WU76 SCFD2_HUMAN 3GAGGTGGACAGCGTGGCTCAC0.612

+ 2 568REST_uc003hci.2_Missense_Mutation_p.A74V|REST_uc003hcj.1_Missense_Mutation_p.A74V|REST_uc010ihf.2_5'UTRNM_005612 NP_005603 Q13127 REST_HUMANInteraction with SIN3A. 9AGACAGATGGCAGAACTGATG0.473

- 2 392EPHA5_uc003hcx.2_Translation_Start_Site|EPHA5_uc003hcz.2_Missense_Mutation_p.R67C|EPHA5_uc011cah.1_Missense_Mutation_p.R67C|EPHA5_uc011cai.1_Missense_Mutation_p.R67C|EPHA5_uc003hda.2_Missense_Mutation_p.R67CNM_004439 NP_004430 P54756 EPHA5_HUMANExtracellular (Potential). 24ATGACAGTGCGTGAATCCAAT0.308

+ 9 1209ALB_uc003hgw.3_Missense_Mutation_p.T187I|ALB_uc011cbe.1_Missense_Mutation_p.T58I|ALB_uc003hgt.3_Missense_Mutation_p.T379I|ALB_uc010iii.2_Missense_Mutation_p.T264I|ALB_uc003hgu.3_Missense_Mutation_p.T229I|ALB_uc003hgv.3_Missense_Mutation_p.T58I|ALB_uc011cbf.1_Missense_Mutation_p.T269I|ALB_uc010iij.2_RNA|ALB_uc003hgx.3_Missense_Mutation_p.T58INM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6ACATATGAAACCACTCTAGAG0.383

+ 11 1549BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_Missense_Mutation_p.Q461H|BMP2K_uc003hll.2_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 CTCACcagcagcagcagcagc0.244

+ 12 1657CDS1_uc010ike.1_Missense_Mutation_p.A151SNM_001263 NP_001254 Q92903 CDS1_HUMAN 4AAAGGATTTTGCAAATACCAT0.338

- 3 778 NM_145244 NP_660287 Q96D03 DDT4L_HUMAN 1TTTTTAGGACCCTTCAATCAC0.393

- 39 6313CENPE_uc003hxc.1_Missense_Mutation_p.V1954I|CENPE_uc003hxd.1_RNANM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9TCAGGTTTTACTTGGTGGTTC0.368

+ 1 153 NM_021227 NP_067050 Q9NRP0 OSTC_HUMANCytoplasmic (Potential). 1GTTGCACATGCCGTCGGCCAT0.587

- 4 3488PCDH18_uc003ihf.3_Missense_Mutation_p.S1026F|PCDH18_uc011cgz.1_Missense_Mutation_p.S245F|PCDH18_uc003ihg.3_Missense_Mutation_p.S813F|PCDH18_uc011cha.1_Missense_Mutation_p.S214FNM_019035 NP_061908 Q9HCL0 PCD18_HUMANInteraction with DAB1 (By similarity).|Cytoplasmic (Potential).5GCGCTCCAGGGAGTTGGACCG0.562

- 3 1226ZNF827_uc003ikm.2_Missense_Mutation_p.M393T|ZNF827_uc010iox.2_Missense_Mutation_p.M43TNM_178835 NP_849157 Q17R98 ZN827_HUMAN C2H2-type 1. 0GTGAATCACCATGTGCCGCTT0.458

+ 10 1646 NM_000824 NP_000815 P48167 GLRB_HUMANHelical; (Probable). 2AGCATTGTTTCCTTTCTGCTT0.353

+ 4 933 NM_006174 NP_006165 Q15761 NPY5R_HUMANCytoplasmic (Potential). 7CAGACTTGAAGAAAATGAGAT0.378

+ 9 1489WDR17_uc003iuk.2_Missense_Mutation_p.A421T|WDR17_uc003ium.3_Missense_Mutation_p.A421T|WDR17_uc003iul.1_IntronNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN WD 7. 6CCTTTCTTGGGCTCCAGGTAA0.338

- 12 1318ACSL1_uc011ckm.1_Missense_Mutation_p.G171R|ACSL1_uc003iwt.1_Missense_Mutation_p.G342R|ACSL1_uc003iwu.1_Missense_Mutation_p.G342R|ACSL1_uc011ckn.1_Missense_Mutation_p.G308R|ACSL1_uc003iwv.1_Missense_Mutation_p.G342R|ACSL1_uc003iws.1_5'Flank|ACSL1_uc010ise.1_RNANM_001995 NP_001986 P33121 ACSL1_HUMANCytoplasmic (Potential). 2TGGAAAAATCCGATTTTAGCT0.448

- 15 3269TERT_uc003jbz.1_Nonsense_Mutation_p.Q267*|TERT_uc003jca.1_Nonsense_Mutation_p.Q1059*|TERT_uc003jcc.1_Nonsense_Mutation_p.Q1008*|TERT_uc003jcd.1_RNA|TERT_uc003jce.1_RNANM_198253 NP_937983 O14746 TERT_HUMAN CTE. 12CACAGCCACTGCACGGCCTCG0.667

+ 13 1891 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2TAAAATGATGGGATCGCCCAA0.423

- 2 870FASTKD3_uc011cmp.1_5'UTR|FASTKD3_uc003jec.2_Intron|MTRR_uc010itn.1_5'Flank|MTRR_uc003jee.3_5'Flank|MTRR_uc003jed.2_5'Flank|MTRR_uc003jef.3_5'Flank|MTRR_uc003jeg.3_5'Flank|MTRR_uc010ito.2_5'FlankNM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4AATTTTTCACCTTGAAGTTGA0.383

- 3 856SLC45A2_uc003jie.2_Missense_Mutation_p.P255L|SLC45A2_uc003jif.3_Intron|SLC45A2_uc011coe.1_IntronNM_016180 NP_057264 Q9UMX9 S45A2_HUMANCytoplasmic (Potential). 3AGGGTCCTGAGGGGTTTGCTG0.468

- 12 2461DAB2_uc003jlw.2_Missense_Mutation_p.G623RNM_001343 NP_001334 P98082 DAB2_HUMAN 3TCTTTATCCCCAAGTGGGTCT0.557

- 12 1997C6_uc003jml.1_Missense_Mutation_p.R596QNM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7TTTCCCTCCTCGTTGGGGGGC0.502 rs148521858

- 3 737PAIP1_uc003joa.2_Missense_Mutation_p.D85N|PAIP1_uc010ivp.2_Missense_Mutation_p.D85N|PAIP1_uc010ivo.2_RNA|PAIP1_uc003joc.2_Missense_Mutation_p.D52NNM_006451 NP_006442 Q9H074 PAIP1_HUMAN MIF4G. 1TTCAAAAAATCCTGAACATAT0.368

+ 1 1670SNX18_uc011cqg.1_Missense_Mutation_p.A494T|SNX18_uc003jpi.3_Missense_Mutation_p.A494TNM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0CCAGGCTATCGCCTTCACCGG0.612

- 10 1010MRPS27_uc003kca.3_Missense_Mutation_p.S269F|MRPS27_uc011cse.1_Missense_Mutation_p.S339F|MRPS27_uc011csd.1_Missense_Mutation_p.S106F|MRPS27_uc010iyz.1_RNANM_015084 NP_055899 Q92552 RT27_HUMAN 0AGGAAGCTTGGACTGCTCTGT0.473

+ 2 10093 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9TTATGCGGTTCCATTTGAAGA0.493

+ 7 1546VCAN_uc003kij.3_Intron|VCAN_uc010jau.2_Missense_Mutation_p.P397L|VCAN_uc003kik.3_IntronNM_004385 NP_004376 P13611 CSPG2_HUMANGAG-alpha (glucosaminoglycan attachment domain).16GAGTTCCCTCCCGTGGGAAAT0.433

- 6 889EDIL3_uc003kip.1_Splice_Site_p.K147_spliceNM_005711 NP_005702 O43854 EDIL3_HUMAN 2CCTGAGCATTCTGGAAACAAA0.348

+ 2 306POLR3G_uc011cuc.1_Missense_Mutation_p.P36SNM_006467 NP_006458 O15318 RPC7_HUMAN 0GAAACCACCCCCACTATTTCC0.348

- 10 1636 NM_001270 NP_001261 O14646 CHD1_HUMANHelicase ATP-binding. 5CTTACTTGCACCAAGAATGAG0.333

- 4 1241TMED7-TICAM2_uc003kre.2_Missense_Mutation_p.L248F|TICAM2_uc003krc.2_Missense_Mutation_p.L79FNM_021649 NP_067681 Q86XR7 TCAM2_HUMAN TIR. 0ACAAATTTGAGGAACACCTCT0.458

+ 36 8384DMXL1_uc010jcl.1_Missense_Mutation_p.G2756RNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2GACTGGCAGAGGAGCATCTGT0.343



- 1 976ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_Missense_Mutation_p.E285K|ZNF608_uc003ktt.1_Missense_Mutation_p.E285KNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6TCCTCCTCTTCCTTCTTTACC0.542

- 11 1422RAPGEF6_uc003kvp.1_Missense_Mutation_p.D456N|RAPGEF6_uc003kvo.1_Missense_Mutation_p.D406N|RAPGEF6_uc010jdi.1_Missense_Mutation_p.D406N|RAPGEF6_uc010jdj.1_Missense_Mutation_p.D406N|RAPGEF6_uc003kvq.2_Missense_Mutation_p.D123N|RAPGEF6_uc003kvr.2_Missense_Mutation_p.D406N|RAPGEF6_uc011cxe.1_RNA|RAPGEF6_uc010jdk.2_Missense_Mutation_p.D406NNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3CCACTCCGGTCTAGTTCCCGA0.373

- 4 1754SHROOM1_uc003kxy.1_Missense_Mutation_p.G317RNM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN 1CCTCCTGATCCTCCCCAGGAA0.577

+ 5 564PHF15_uc011cxt.1_Missense_Mutation_p.P129S|PHF15_uc003kzk.2_Missense_Mutation_p.P145S|PHF15_uc003kzl.2_Missense_Mutation_p.P129S|PHF15_uc003kzm.2_Missense_Mutation_p.P129S|PHF15_uc003kzn.2_Missense_Mutation_p.P129SNM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0GGGCTCCCAGCCTGATTGGCC0.582

+ 10 1844SEC24A_uc011cxu.1_Missense_Mutation_p.T283INM_021982 NP_068817 O95486 SC24A_HUMAN 0GCAGTCGAAACTGGATACTTG0.328

- 9 761BRD8_uc003lcc.1_RNA|BRD8_uc011cyl.1_5'Flank|BRD8_uc003lcg.2_Missense_Mutation_p.V309I|BRD8_uc003lci.2_Missense_Mutation_p.V309I|BRD8_uc003lch.2_Missense_Mutation_p.V169I|BRD8_uc011cym.1_Missense_Mutation_p.V220I|BRD8_uc010jer.1_Missense_Mutation_p.V275I|BRD8_uc011cyn.1_Missense_Mutation_p.V195I|BRD8_uc010jes.1_Missense_Mutation_p.V103INM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1ACCCCGCCTACCTCCAGGAGG0.522

- 2 514APBB3_uc003lgb.1_5'Flank|APBB3_uc003lgc.1_5'UTR|APBB3_uc003lge.1_Missense_Mutation_p.G52D|APBB3_uc003lgf.1_RNA|APBB3_uc010jfp.1_RNA|APBB3_uc011czi.1_5'UTR|APBB3_uc010jfq.1_5'Flank|APBB3_uc010jfr.1_Missense_Mutation_p.G52D|SLC35A4_uc003lgg.1_5'Flank|SLC35A4_uc003lgh.1_5'FlankNM_133172 NP_573418 O95704 APBB3_HUMAN WW. 2CTGGGTGCTACCGCTGGGTAC0.612

- 3 293HARS_uc003lgu.2_Missense_Mutation_p.A2T|HARS_uc011czm.1_Intron|HARS_uc003lgw.2_Missense_Mutation_p.A71T|HARS_uc011czn.1_Intron|HARS_uc010jfu.2_Missense_Mutation_p.A71T|HARS_uc011czo.1_Missense_Mutation_p.A71T|HARS_uc011czp.1_Intron|HARS_uc011czq.1_Missense_Mutation_p.A71TNM_002109 NP_002100 P12081 SYHC_HUMAN 2TCGCGAACTGCCATCTGCCGG0.448

+ 1 2389PCDHGA1_uc011dan.1_Missense_Mutation_p.L797INM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANCytoplasmic (Potential). 3ACCCCAGTCTTTACTTGAAGA0.418

+ 1 2038PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc011day.1_Missense_Mutation_p.G680S|PCDHGB7_uc003lkm.2_5'Flank|PCDHGB7_uc003lkn.1_5'FlankNM_018913 NP_061736 Q9Y5H3 PCDGA_HUMANCadherin 6.|Extracellular (Potential). 0GGCGGACCTCGGCAGCTTCGA0.652

- 3 3184PCDH1_uc003llp.2_Missense_Mutation_p.R1023C|PCDH1_uc011dbf.1_Missense_Mutation_p.R1001CNM_002587 NP_002578 Q08174 PCDH1_HUMANCytoplasmic (Potential). 5GGGTTGGTGCGGTAGCTGTAG0.632 rs147327566

- 6 809LARS_uc011dbq.1_Missense_Mutation_p.D145N|LARS_uc011dbr.1_Missense_Mutation_p.D137N|LARS_uc011dbs.1_Missense_Mutation_p.D164NNM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0CTTTTTAAATCCTGAATAGCC0.323

+ 7 1362TCERG1_uc003loc.2_Missense_Mutation_p.A420V|TCERG1_uc011dbt.1_Missense_Mutation_p.A420VNM_006706 NP_006697 O14776 TCRG1_HUMAN WW 2. 2TATAAAACAGCAGATGGGAAG0.383

- 9 1066DPYSL3_uc003loo.2_Missense_Mutation_p.S433FNM_001387 NP_001378 Q14195 DPYL3_HUMAN 1GGCCAGCAAGGAGTTGATGTA0.557

+ 8 991AFAP1L1_uc003lqg.3_Missense_Mutation_p.T287I|AFAP1L1_uc010jgy.2_Missense_Mutation_p.T287INM_152406 NP_689619 Q8TED9 AF1L1_HUMAN PH 1. 2CTGCGTTTCACCCAGGGGGCT0.627

+ 2 289GRPEL2_uc011dca.1_Missense_Mutation_p.P55SNM_152407 NP_689620 Q8TAA5 GRPE2_HUMAN 1TGAGCTTGGGCCCCCTCTTGC0.483

- 10 1869PDGFRB_uc010jhd.2_Missense_Mutation_p.G306ENM_002609 NP_002600 P09619 PGFRB_HUMANExtracellular (Potential).|Ig-like C2-type 5. 17GGAACTGTTCCCCAGCAGCGT0.617

+ 11 1985GRIA1_uc003luy.3_Nonsense_Mutation_p.W540*|GRIA1_uc003luz.3_Nonsense_Mutation_p.W445*|GRIA1_uc011dcv.1_RNA|GRIA1_uc011dcw.1_Nonsense_Mutation_p.W460*|GRIA1_uc011dcx.1_Nonsense_Mutation_p.W471*|GRIA1_uc011dcy.1_Nonsense_Mutation_p.W550*|GRIA1_uc011dcz.1_Nonsense_Mutation_p.W550*|GRIA1_uc010jia.1_Nonsense_Mutation_p.W520*NM_001114183 NP_001107655 P42261 GRIA1_HUMANHelical; (Potential). 6ATGAGATTTGGATGTGCATTG0.448

+ 11 2294LARP1_uc003lvo.2_Missense_Mutation_p.T545I|LARP1_uc010jie.1_Missense_Mutation_p.T417INM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CGGAAGAACACCTTCACTGCC0.507

- 12 1266ADAM19_uc003lww.1_Missense_Mutation_p.G134E|ADAM19_uc003lwy.2_5'UTR|ADAM19_uc011ddr.1_Missense_Mutation_p.G332ENM_033274 NP_150377 Q9H013 ADA19_HUMANPeptidase M12B.|Extracellular (Potential). 8GAGACACATTCCACCACCTGA0.542

+ 5 1126ODZ2_uc003lzq.2_Missense_Mutation_p.A255S|ODZ2_uc003lzr.3_Missense_Mutation_p.A185SNM_001122679 NP_001116151 10CTGGAAATGTGCTGCCCTCTC0.562

+ 9 885 DOCK2_uc011der.1_RNANM_004946 NP_004937 Q92608 DOCK2_HUMAN 7CTTCCCTAAGGAGATTGAGAT0.507

- 2 1116 NM_004387 NP_004378 P52952 NKX25_HUMAN 1GTGGACACTCCCGAGTTGCTC0.657

- 5 493NOP16_uc003med.2_Silent_p.K134K|NOP16_uc003mee.2_Silent_p.K135KNM_016391 NP_057475 Q9Y3C1 NOP16_HUMAN 2TCGAGGAAGTCTTGCCACTCT0.512

- 3 280 HK3_uc003mez.2_5'FlankNM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7GGCCTGTCCCCTCAGCGCCTG0.622

+ 3 695N4BP3_uc003mil.1_5'FlankNM_015111 NP_055926 O15049 N4BP3_HUMAN 0TGGCAGCCTGCACACGCTGGC0.682

+ 5 1209ZNF454_uc010jkz.1_Missense_Mutation_p.A313VNM_182594 NP_872400 Q8N9F8 ZN454_HUMAN C2H2-type 5. 3GTGTGCAGGGCACACCTTACC0.383

- 22 3436 uc003mjv.3_5'Flank NM_014244 NP_055059 O95450 ATS2_HUMAN 4GTGCTGGAGGCATTGAGAGGG0.567

- 6 788MAPK9_uc003mlt.3_Missense_Mutation_p.A173T|MAPK9_uc010jlc.2_Missense_Mutation_p.A173T|MAPK9_uc003mlv.3_Missense_Mutation_p.A173T|MAPK9_uc011dgx.1_Missense_Mutation_p.A173TNM_002752 NP_002743 P45984 MK09_HUMANProtein kinase. 4GCTGTCCGGGCCAGGCCAAAG0.488

- 18 2029 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2GCCCTGGAGGCAGTCCACAGT0.532

+ 4 1448WRNIP1_uc003mua.2_Splice_Site_p.E394_spliceNM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2TTGTGTTTCAGGCCCGCCATG0.522

+ 23 5347 DSP_uc003mxq.1_IntronNM_004415 NP_004406 P15924 DESP_HUMANCentral fibrous rod domain.|Potential. 9GAAGGCGATAGAAGATAAAAG0.458

- 10 1172SLC35B3_uc003mya.2_Missense_Mutation_p.M304V|SLC35B3_uc003myc.2_RNA|SLC35B3_uc003myb.2_Missense_Mutation_p.M336V|SLC35B3_uc011did.1_Missense_Mutation_p.M336V|SLC35B3_uc003myd.2_RNANM_001142541 NP_001136013 Q9H1N7 S35B3_HUMANHelical; (Potential). 0ACAATGGTCATTGCTTTTCTT0.259

+ 10 1689PHACTR1_uc011dir.1_Missense_Mutation_p.E522K|PHACTR1_uc003nag.1_Missense_Mutation_p.E453K|PHACTR1_uc003nah.1_Missense_Mutation_p.E453KNM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0GGAGCGGCTGGAGCTGAGGCA0.572

+ 5 487 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0TGTGAAAAAGGAAATGACTCC0.294

- 9 1411NUP153_uc011dje.1_Missense_Mutation_p.C404Y|NUP153_uc010jpl.1_Missense_Mutation_p.C404YNM_005124 NP_005115 P49790 NU153_HUMAN 9ACTCACACTGCACTTGTTATC0.308

- 39 5003KIF13A_uc003ncf.2_Missense_Mutation_p.T1585I|KIF13A_uc003nch.3_Missense_Mutation_p.T1598I|KIF13A_uc003nci.3_Missense_Mutation_p.T1585I|KIF13A_uc003nce.1_Missense_Mutation_p.T184INM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4GGAGTGCTCGGTGGAGTCTGC0.507

- 23 3029KIF13A_uc003ncf.2_Missense_Mutation_p.T975I|KIF13A_uc003nch.3_Missense_Mutation_p.T975I|KIF13A_uc003nci.3_Missense_Mutation_p.T975INM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4CAGTGTTCTTGTCTTAGCATG0.418

- 4 529MBOAT1_uc011dji.1_Splice_SiteNM_001080480 NP_001073949 Q6ZNC8 MBOA1_HUMAN 0AAAGGAATATCTGAAAGCAAA0.368

+ 1 35HIST1H2BL_uc003njl.2_5'FlankNM_003536 NP_003527 P68431 H31_HUMAN p.R9G(1) 1GCAGACTGCTCGCAAGTCCAC0.587

- 4 2803 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 ctagcatgaactcttttggtt 0

+ 1 905 NM_013936 NP_039224 P58182 O12D2_HUMANHelical; Name=7; (Potential). 1TGTGGTCACTCCTGTACTAAA0.448

+ 3 484OR2H1_uc003nmj.1_Missense_Mutation_p.G14D|OR2H1_uc010jri.1_IntronNM_030883 NP_112145 Q9GZK4 OR2H1_HUMANExtracellular (Potential). 0CTCCTTCTGGGCTTCTCTGAA0.527

- 4 631ZFP57_uc003nnl.3_Missense_Mutation_p.M140INM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN 5GGGTCCTGTCCATAGTCCCAG0.577

- 4 1159RNF39_uc003npd.2_IntronNM_025236 NP_079512 Q9H2S5 RNF39_HUMAN B30.2/SPRY. 0CAGGTCCACGCGAATGCGCCG0.761

- 10 3795MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.P726SNM_014641 NP_055456 Q14676 MDC1_HUMAN Pro-rich. 4GAGGTAGCTGGAAAGGGTGTC0.572

+ 2 3595_3596 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMANExtracellular (Potential).|Thr-rich. 0ATGCACCAAAGGGAAAAACACA0.48



- 1 1031 NM_021184 NP_067007 O95873 CF047_HUMAN 1TTCGGAAGCAGCCCCAGAAAC0.542

+ 3 543RDBP_uc003nyk.2_5'Flank|RDBP_uc011dot.1_5'Flank|RDBP_uc003nyl.1_5'Flank|RDBP_uc003nym.1_5'Flank|SKIV2L_uc011dou.1_Intron|SKIV2L_uc011dov.1_IntronNM_006929 NP_008860 Q15477 SKIV2_HUMAN 4TCCTTGTGCCCCAGATCTGCA0.542

+ 3 160PPT2_uc003nzy.1_Splice_Site|PPT2_uc010jtu.1_3'UTR|EGFL8_uc003oac.1_Splice_Site_p.S34_spliceNM_030652 NP_085155 Q99944 EGFL8_HUMAN 0CATGGACGCAGTCAGGGAGTC0.617 rs143726348

+ 6 627PPT2_uc003nzy.1_RNA|EGFL8_uc003oac.1_Missense_Mutation_p.P190LNM_030652 NP_085155 Q99944 EGFL8_HUMAN 0TCCCCAGAGCCCCCAACCAGT0.667

- 66 5387COL11A2_uc010jul.1_Missense_Mutation_p.A290V|COL11A2_uc003ocy.1_Missense_Mutation_p.A1634V|COL11A2_uc003ocz.1_Missense_Mutation_p.A1613VNM_080680 NP_542411 P13942 COBA2_HUMANFibrillar collagen NC1. 5CCTCGGTGGGGCTCCCAGGTC0.647

+ 41 5714ITPR3_uc003oey.2_5'FlankNM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CGCGTGGCCTCCTTCTCGATA0.682

+ 6 470 NM_003093 NP_003084 P09234 RU1C_HUMAN 1CCCACTCGGCCCGGAATGACT0.552

+ 12 1535MAPK14_uc003olq.2_Missense_Mutation_p.P352S|MAPK14_uc003olr.2_3'UTR|MAPK14_uc011dti.1_Missense_Mutation_p.P275SNM_001315 NP_001306 Q16539 MK14_HUMAN 6TGTGCCACCACCCCTTGACCA0.478

- 4 320 NM_138493 NP_612502 Q9P0B6 CF129_HUMANHelical; (Potential). 0AGCGTCAGGAGGATAAAGATG0.537

+ 14 2116FOXP4_uc003oqm.2_Splice_Site_p.G551_splice|FOXP4_uc003oqn.2_Splice_Site_p.G540_spliceNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1AGATGACAGGGTATGTGGGTC0.622

- 5 498 NM_006653 NP_006644 O43559 FRS3_HUMAN IRS-type PTB. 2TGCAAATATTCCTGGAGAAGG0.488

+ 13 2931KIAA0240_uc011duw.1_Missense_Mutation_p.P927L|KIAA0240_uc003osp.1_Missense_Mutation_p.P927LNM_015349 NP_056164 Q6AI39 K0240_HUMAN 1CGGAGAGAGCCTCTGAAGGCC0.527

- 3 473MEA1_uc010jyc.1_Splice_Site_p.G123_splice|KLHDC3_uc003otl.2_5'Flank|KLHDC3_uc003otm.2_5'Flank|KLHDC3_uc010jyf.2_5'Flank|KLHDC3_uc003otn.2_5'FlankNM_014623 NP_055438 Q16626 MEA1_HUMAN 2TGATCTTTTACCTGGGTCCAT0.433 rs113749803

+ 8 1322SLC22A7_uc010jyl.1_Missense_Mutation_p.G409E|SLC22A7_uc003ous.2_Missense_Mutation_p.G406ENM_153320 NP_696961 Q9Y694 S22A7_HUMANHelical; (Potential). 0ACGCAAGCTGGGACACTGCTG0.647

+ 11 2022POLH_uc010jyu.2_Missense_Mutation_p.G449E|POLH_uc011dvl.1_RNA|POLH_uc003ovr.3_Missense_Mutation_p.G474ENM_006502 NP_006493 Q9Y253 POLH_HUMAN 2GAGTATCCAGGGTGTGTCCCT0.463

+ 5 670SLC29A1_uc011dvp.1_Missense_Mutation_p.G133D|SLC29A1_uc003owv.1_Missense_Mutation_p.G114D|SLC29A1_uc003oww.1_Missense_Mutation_p.G193D|SLC29A1_uc011dvq.1_Missense_Mutation_p.G156D|SLC29A1_uc003owx.1_Missense_Mutation_p.G114D|SLC29A1_uc003owy.1_Missense_Mutation_p.G114D|SLC29A1_uc003owz.1_Missense_Mutation_p.G114DNM_004955 NP_004946 Q99808 S29A1_HUMANHelical; (Potential). 3CGGATCCTGGGCAGCCTGGTG0.602

- 11 1085SUPT3H_uc003oxn.1_Missense_Mutation_p.T245I|SUPT3H_uc011dvv.1_Missense_Mutation_p.T93I|SUPT3H_uc003oxp.2_Missense_Mutation_p.T245I|SUPT3H_uc011dvw.1_Missense_Mutation_p.T159INM_181356 NP_852001 O75486 SUPT3_HUMAN p.T256T(1) 3CCCTGCCTTGGTTACCATGTC0.413

- 2 157 NM_001037499 NP_001032588 Q30KQ6 DB114_HUMAN 1ATTTTTCTTGGTAAGGAACAT0.388

- 33 5522PKHD1_uc003pai.2_Missense_Mutation_p.G1749DNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44CAGCCTTCCACCCAGGCAGCC0.483

- 22 2486PKHD1_uc003pai.2_Missense_Mutation_p.S737FNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44GACCGGAGGGGATCCCACCAC0.557

- 1 860BMP5_uc011dxf.1_Missense_Mutation_p.E50KNM_021073 NP_066551 P22003 BMP5_HUMAN 2CTTTGTATTTCCCGTCTTTCG0.453

- 4 465RAB23_uc003pdt.2_Missense_Mutation_p.L87F|RAB23_uc010kac.2_Missense_Mutation_p.L87F|RAB23_uc010kad.2_IntronNM_183227 NP_899050 Q9ULC3 RAB23_HUMAN 1GAGAACACGAGCACACAAGCC0.353

- 1 1005B3GAT2_uc011dxz.1_RNA|B3GAT2_uc003pfw.2_Missense_Mutation_p.E117QNM_080742 NP_542780 Q9NPZ5 B3GA2_HUMANLumenal (Potential). 3GCCGCGTCCTCCACCAGGATC0.726

+ 1 543OOEP_uc003pgv.3_5'Flank|DDX43_uc011dyn.1_RNANM_018665 NP_061135 Q9NXZ2 DDX43_HUMAN KH. 4TGGTCACGAGGAACTGCCGCT0.622

+ 17 1994MYO6_uc003pig.1_Missense_Mutation_p.R572K|MYO6_uc003pii.1_Missense_Mutation_p.R572KNM_004999 NP_004990 Q9UM54 MYO6_HUMANMyosin head-like. 2AGGAATATCAGAGACGACGAA0.338

- 3 557TBX18_uc010kbq.1_Missense_Mutation_p.Y28CNM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5CATGGCAATGTAATATTGCTG0.383

+ 6 690SLC35A1_uc003plx.2_RNA|SLC35A1_uc010kbw.2_Missense_Mutation_p.T52I|SLC35A1_uc003plz.2_RNA|SLC35A1_uc011dzi.1_Missense_Mutation_p.T70I|SLC35A1_uc003ply.2_RNA|SLC35A1_uc010kbx.2_Intron|SLC35A1_uc010kby.2_Intron|SLC35A1_uc011dzk.1_5'FlankNM_006416 NP_006407 P78382 S35A1_HUMANCytoplasmic (Potential). 0AGTTCAGATACTTCTCTTTGG0.294

- 63 10189 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10AGACCGTGGCCCATCTATGTG0.602

- 34 4900 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10ACACTTTCTGCCAAACTCTTG0.448

+ 7 1544CASP8AP2_uc003pns.2_Intron|CASP8AP2_uc003pnt.2_Missense_Mutation_p.E450K|CASP8AP2_uc011dzz.1_Missense_Mutation_p.E450KNM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2TGACTCTAAGGAAGTTGATGC0.348

- 3 933EPHA7_uc003pof.2_Missense_Mutation_p.R231Q|EPHA7_uc011eac.1_Missense_Mutation_p.R231Q|EPHA7_uc003pog.3_Missense_Mutation_p.R231QNM_004440 NP_004431 Q15375 EPHA7_HUMANExtracellular (Potential).|Cys-rich. 28ACATGTCCCTCGAACCTCGAC0.463

+ 3 1086 NM_006581 NP_006572 Q9Y231 FUT9_HUMANLumenal (Potential). 5AAATTCAATCCACAAGGATTA0.363

- 6 1280MCHR2_uc003pqi.1_Missense_Mutation_p.R322KNM_001040179 NP_001035269 Q969V1 MCHR2_HUMANCytoplasmic (Potential). 8AGTCGCTCTTCTTTGGATTTG0.423

- 6 1307ZUFSP_uc010kef.1_Missense_Mutation_p.G158DNM_145062 NP_659499 Q96AP4 ZUFSP_HUMAN 1ACCTTTGTCGCCTAAAGATGA0.383

+ 1 275 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3CTGCCGGGGGCAGTGAAATCA0.607

- 18 3003ROS1_uc011ebi.1_RNA|GOPC_uc003pxq.1_IntronNM_002944 NP_002935 P08922 ROS_HUMANExtracellular (Potential). 25ACCTGGCAGGGGCTTAAGGGA0.363

- 12 2483PTPRK_uc003qbj.2_Missense_Mutation_p.G706R|PTPRK_uc010kfc.2_Missense_Mutation_p.G706R|PTPRK_uc011ebu.1_Missense_Mutation_p.G706R|PTPRK_uc003qbl.1_Missense_Mutation_p.G576R|PTPRK_uc011ebv.1_Missense_Mutation_p.G706RNM_002844 NP_002835 Q15262 PTPRK_HUMANExtracellular (Potential). 8ATGTTGTATCCTTTGCGCGGA0.512

- 3 830PTPRK_uc003qbj.2_Missense_Mutation_p.A155T|PTPRK_uc010kfc.2_Missense_Mutation_p.A155T|PTPRK_uc011ebu.1_Missense_Mutation_p.A155T|PTPRK_uc003qbl.1_Intron|PTPRK_uc011ebv.1_Missense_Mutation_p.A155T|PTPRK_uc003qbm.3_Missense_Mutation_p.A84TNM_002844 NP_002835 Q15262 PTPRK_HUMANExtracellular (Potential).|MAM. 8GTGCTCACTGCTAGCTCAGCC0.408

+ 41 6001LAMA2_uc003qbo.2_Missense_Mutation_p.D1966NNM_000426 NP_000417 P24043 LAMA2_HUMANDomain II and I.|Potential. 10ATTAAAGGAAGATGCCAAAGG0.338

+ 3 1920TMEM200A_uc010kfh.2_Missense_Mutation_p.S350F|TMEM200A_uc010kfi.2_Missense_Mutation_p.S350F|TMEM200A_uc003qcb.2_Missense_Mutation_p.S350FNM_052913 NP_443145 Q86VY9 T200A_HUMANCytoplasmic (Potential). 1AGGAATAATTCCATTGGGGAG0.522

- 9 1569EPB41L2_uc003qcg.1_Missense_Mutation_p.E463K|EPB41L2_uc011eby.1_Missense_Mutation_p.E463K|EPB41L2_uc003qci.2_Missense_Mutation_p.E463K|EPB41L2_uc010kfk.2_Missense_Mutation_p.E463K|EPB41L2_uc010kfl.1_Missense_Mutation_p.E463KNM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2TGGCTTACCTCTGCCGGTCTG0.308

- 7 1154MOXD1_uc003qde.2_Missense_Mutation_p.P284RNM_015529 NP_056344 Q6UVY6 MOXD1_HUMANLumenal (Potential). 1CATCCCTGGAGGGATGGTATG0.498

- 11 1201SGK1_uc003qeo.3_Missense_Mutation_p.P466L|SGK1_uc011ect.1_Missense_Mutation_p.P361L|SGK1_uc011ecu.1_Missense_Mutation_p.P327L|SGK1_uc011ecv.1_Missense_Mutation_p.P385L|SGK1_uc011ecw.1_Missense_Mutation_p.P399LNM_005627 NP_005618 O00141 SGK1_HUMANAGC-kinase C-terminal. 6TGGGTTAAAAGGGGGAGTAAT0.373

- 3 431IFNGR1_uc011edm.1_Missense_Mutation_p.E82K|IFNGR1_uc011edn.1_Missense_Mutation_p.E100KNM_000416 NP_000407 P15260 INGR1_HUMANExtracellular (Potential). 1TAGGCAGATTCTTTTTGTCCA0.343

+ 3 512TNFAIP3_uc003qhs.2_Missense_Mutation_p.S149FNM_006290 NP_006281 P21580 TNAP3_HUMANTRAF-binding.|OTU.p.0?(22) 137TCTCTCAAATCTCAGGAATTT0.488

- 5 2901 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6ATGCCCACAGGAGTGCTTACA0.512

- 5 1902 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6GGGCTCAGAAGGTTGAGCGAT0.438



+ 8 868UTRN_uc010khq.1_Missense_Mutation_p.T259INM_007124 NP_009055 P46939 UTRO_HUMAN Spectrin 1. 5CAGCAAGTCACCATAGACGCC0.363

- 2 1680 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3CTGAAACGGACTTGGATTTGA0.428

- 2 1469 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3GTGATCAGATCTATTCCTTGG0.413

- 8 995NUP43_uc003qmx.3_RNA|NUP43_uc011eee.1_RNA|NUP43_uc011eef.1_Missense_Mutation_p.S217FNM_198887 NP_942590 Q8NFH3 NUP43_HUMAN 1AATGCTATGAGACAAAAAAGT0.358

- 76 13116SYNE1_uc003qot.3_Missense_Mutation_p.V4101I|SYNE1_uc003qou.3_Missense_Mutation_p.V4172I|SYNE1_uc010kja.1_Missense_Mutation_p.V877I|SYNE1_uc010kiz.2_5'FlankNM_182961 NP_892006 Q8NF91 SYNE1_HUMANSpectrin 11.|Cytoplasmic (Potential). 45ACTTGTGAAACCATGTTCTGT0.438

- 69 11855SYNE1_uc003qot.3_Splice_Site_p.E3736_splice|SYNE1_uc003qou.3_Splice_Site_p.E3751_splice|SYNE1_uc010kja.1_Splice_Site_p.E456_spliceNM_182961 NP_892006 Q8NF91 SYNE1_HUMAN 45TGCGTGCCTACCTCCAACGTC0.428

- 57 9715SYNE1_uc003qot.3_Missense_Mutation_p.G3045E|SYNE1_uc003qou.3_Missense_Mutation_p.G3038E|SYNE1_uc010kja.1_5'UTR|SYNE1_uc003qov.2_Missense_Mutation_p.G116E|SYNE1_uc010kjb.1_Missense_Mutation_p.G3021ENM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45AGAAACTTTTCCACTGTAGGT0.358

- 55 9204SYNE1_uc003qot.3_Missense_Mutation_p.D2875N|SYNE1_uc003qou.3_Missense_Mutation_p.D2868N|SYNE1_uc010kjb.1_Missense_Mutation_p.D2851NNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45CCAGACATATCTGACCACCGG0.403

- 37 5484SYNE1_uc003qot.3_Missense_Mutation_p.E1635K|SYNE1_uc003qou.3_Missense_Mutation_p.E1628K|SYNE1_uc010kjb.1_Missense_Mutation_p.E1611K|SYNE1_uc003qow.2_Missense_Mutation_p.E923KNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45GCCGCAGCCTCCTGAACACAG0.582

+ 6 1605TIAM2_uc003qqe.2_Nonsense_Mutation_p.S111*NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4GCTGCTTTCTCAACTGAGAAT0.557

+ 13 4068TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1TGCCGGCCCCGCACCCGGATG0.652

- 2 743RSPH3_uc010kju.2_Missense_Mutation_p.P185S|RSPH3_uc003qry.1_Missense_Mutation_p.P185SNM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2TAATGCATAGGTTCTTCATCT0.338

+ 8 1070WTAP_uc003qso.2_Missense_Mutation_p.S164FNM_004906 NP_004897 Q15007 FL2D_HUMAN 0GGTAGCTCCTCCCGCCAGAGG0.512

+ 1 74 SLC22A3_uc011efx.1_RNANM_021977 NP_068812 O75751 S22A3_HUMAN 4GAGTTCGGGCGCTTCCAGAGG0.567

+ 2 204 NM_000301 NP_000292 P00747 PLMN_HUMAN PAN. 4GAAGTATAGAAGAATGTGCAG0.473

+ 2 333MAP3K4_uc010kkc.1_Missense_Mutation_p.P64L|MAP3K4_uc003qto.2_Missense_Mutation_p.P64L|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_5'UTRNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9TGCAAGAGTCCTGAATCTGAT0.428

- 2 525RNASET2_uc003qvh.2_Intron|RNASET2_uc003qvf.2_5'UTR|RNASET2_uc003qvg.2_5'UTR|RNASET2_uc003qvi.1_IntronNM_003730 NP_003721 O00584 RNT2_HUMAN 0CAGTGCTGAACCATAATTAGT0.418

- 9 1476 NM_003247 NP_003238 P35442 TSP2_HUMAN TSP type-1 1. 5TTGCTGGTGACGTCACAGGAC0.657 rs144973525

+ 2 928FAM120B_uc003qxo.1_Missense_Mutation_p.V274I|FAM120B_uc011ehd.1_IntronNM_032448 NP_115824 Q96EK7 F120B_HUMAN 1TATATCGAAAGTTCTTTACTT0.338

+ 2 1497C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPER_uc003sjz.1_Missense_Mutation_p.R370G|GPER_uc003ska.1_Missense_Mutation_p.R370G|GPER_uc003skb.2_Missense_Mutation_p.R370GNM_001098201 NP_001091671 Q99527 GPER_HUMANCytoplasmic (Potential). 1GTCGGATGTGAGGTTCAGCAG0.602

- 7 1772MICALL2_uc003ski.3_Missense_Mutation_p.S29FNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1GACCCCTGAGGATTCCGCCAA0.657

- 3 450INTS1_uc003skq.2_Missense_Mutation_p.V117MNM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0GACTCATTACCTTCAATTGGC0.592

- 14 2146C7orf27_uc003smh.3_Missense_Mutation_p.D134NNM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0AAGGCGAAGTCAAAGAGCCCC0.622

+ 18 2793SDK1_uc010kso.2_Missense_Mutation_p.T161INM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 3. 6AACTCCACCACCATTCAGTTC0.592

- 15 5147TNRC18_uc003soj.2_5'FlankNM_001080495 NP_001073964 O15417 TNC18_HUMAN 0TCATGTTCATCCCAAGTCTGG0.537

- 2 221ACTB_uc003sor.3_5'UTR|ACTB_uc003sot.3_Missense_Mutation_p.R62K|ACTB_uc003soq.3_5'UTR|ACTB_uc010ksy.2_IntronNM_001101 NP_001092 P60709 ACTB_HUMAN 0GAGGATGCCTCTCTTGCTCTG0.582

- 2 646 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0AGTGATAATGCCTCACTTTGT0.507

+ 1 608 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN 0TCAGACCCCTCATCCCCCGTC0.388

+ 13 1957HDAC9_uc003sue.2_Missense_Mutation_p.P639L|HDAC9_uc011jyd.1_Missense_Mutation_p.P639L|HDAC9_uc003sui.2_Missense_Mutation_p.P642L|HDAC9_uc003suj.2_Missense_Mutation_p.P598L|HDAC9_uc003sua.1_Missense_Mutation_p.P617L|HDAC9_uc010kue.1_Missense_Mutation_p.P294LNM_058176 NP_478056 Q9UKV0 HDAC9_HUMANHistone deacetylase. 5GCCTATGACCCCTTGATGCTG0.438

- 5 547MACC1_uc010kug.2_Missense_Mutation_p.D80NNM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3TGAGTTATGTCATCCAAAAAT0.348

+ 3 704 SP4_uc003svb.2_5'UTRNM_003112 NP_003103 Q02446 SP4_HUMAN 5TCAGACAGTGGAAGGTCAACA0.383

+ 3 1358SP4_uc003svb.2_Missense_Mutation_p.L80FNM_003112 NP_003103 Q02446 SP4_HUMAN 5ATCAAATTCTCTTCAGCAGGT0.468

+ 80 13095 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15TATGGCCTAGCCCAGTGGTAA0.512

+ 7 1493NUPL2_uc003svv.2_RNA|NUPL2_uc003svw.2_Missense_Mutation_p.P289S|NUPL2_uc011jyw.1_RNA|NUPL2_uc003svx.2_Missense_Mutation_p.P289S|NUPL2_uc011jyx.1_Missense_Mutation_p.P184SNM_007342 NP_031368 O15504 NUPL2_HUMANInteraction with GLE1. 3GGGAAAAATTCCATTAAAGCC0.318

- 4 687TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_Missense_Mutation_p.R57Q|TRA2A_uc011jzd.1_Missense_Mutation_p.R57Q|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1TCCTCGAGATCGCCCAGTTCG0.393

- 15 2137OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Missense_Mutation_p.P542S|OSBPL3_uc003sxh.2_Missense_Mutation_p.P547S|OSBPL3_uc003sxi.2_Missense_Mutation_p.P511S|OSBPL3_uc003sxj.1_Missense_Mutation_p.P307S|OSBPL3_uc003sxk.1_Missense_Mutation_p.P276SNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1CTTTCCAGGGGGCTGGGAATC0.647

- 3 760HOXA3_uc011jzk.1_Missense_Mutation_p.G29E|HOXA3_uc003syk.2_Missense_Mutation_p.G187ENM_030661 NP_109377 O43365 HXA3_HUMAN 2CGAAGCCTGCCCCGGCGGGCT0.711

- 7 690CPVL_uc003szw.2_Missense_Mutation_p.P191S|CPVL_uc003szx.2_Missense_Mutation_p.P191SNM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2TTATATTCAGGAAATATCTGG0.333

- 11 1655PDE1C_uc003tcn.1_Missense_Mutation_p.E396K|PDE1C_uc003tco.1_Missense_Mutation_p.E456K|PDE1C_uc003tcr.2_Missense_Mutation_p.E396K|PDE1C_uc003tcs.2_Missense_Mutation_p.E396KNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4AAGAACTCCTCCAGGAGTGAC0.433

- 22 2044DPY19L1_uc003tel.1_RNANM_015283 NP_056098 Q2PZI1 D19L1_HUMAN 0CTTCTACATCCCAAATTTCAG0.398

- 6 1426KIAA0895_uc003tfc.2_Missense_Mutation_p.D446N|KIAA0895_uc011kaw.1_Missense_Mutation_p.D356N|KIAA0895_uc003tfb.2_Missense_Mutation_p.D408N|KIAA0895_uc011kax.1_Missense_Mutation_p.D456NNM_001100425 NP_001093895 Q8NCT3 K0895_HUMAN 0AGATGGAAGTCTATGGTATCT0.463

+ 11 2098ANLN_uc011kaz.1_Missense_Mutation_p.E544K|ANLN_uc003tfg.2_Missense_Mutation_p.E595K|ANLN_uc010kxe.2_Missense_Mutation_p.E594KNM_018685 NP_061155 Q9NQW6 ANLN_HUMANInteraction with F-actin. 3ACCTAGACTGGAATTGAAAGA0.388

- 5 988uc003tfz.1_Intron|TARP_uc003tgb.2_5'UTR|TARP_uc003tgc.1_5'UTR|TARP_uc003tgd.1_5'UTR|TARP_uc010kxi.1_RNA|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RNA|TARP_uc003tgh.1_RNA|TARP_uc003tgi.1_RNA|TARP_uc003tgg.1_RNAA2JGV3 A2JGV3_HUMAN 0AGTCTTCATGGTGTTCCCCTC0.398

- 5 978uc003tfz.1_Intron|TARP_uc003tgb.2_5'UTR|TARP_uc003tgc.1_5'UTR|TARP_uc003tgd.1_5'UTR|TARP_uc010kxi.1_RNA|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RNA|TARP_uc003tgh.1_RNA|TARP_uc003tgi.1_RNA|TARP_uc003tgg.1_RNAA2JGV3 A2JGV3_HUMAN 0GTGTTCCCCTCCTGGGATCCC0.418

- 21 2061AMPH_uc003tgv.2_Nonsense_Mutation_p.W622*|AMPH_uc003tgt.2_Nonsense_Mutation_p.W549*NM_001635 NP_001626 P49418 AMPH_HUMAN SH3. 5CTCCCACCAGCCAGCCTGCAT0.458

+ 2 198C7orf25_uc010kxr.2_5'Flank|PSMA2_uc003thy.2_5'Flank|PSMA2_uc010kxt.2_5'Flank|PSMA2_uc003thz.1_5'Flank|MRPL32_uc003tib.2_RNA|MRPL32_uc003tic.2_5'UTRNM_031903 NP_114109 Q9BYC8 RM32_HUMAN 0AGCAGTACAGGGCCCAGCCAT0.378

+ 16 3660HECW1_uc011kbi.1_Missense_Mutation_p.E985KNM_015052 NP_055867 Q76N89 HECW1_HUMAN WW 2. 23CACTCGGCTGGAACTGCCCCG0.552



+ 7 589BLVRA_uc010kxv.2_Missense_Mutation_p.G169DNM_000712 NP_000703 P53004 BIEA_HUMAN 1GCATTCAGCGGCATCTCTCGC0.517

+ 3 354YKT6_uc011kbv.1_Missense_Mutation_p.C66FNM_006555 NP_006546 O15498 YKT6_HUMAN Longin. 0GACTATCTGTGCCACGTCTAC0.478

- 4 1800NPC1L1_uc003tlc.2_Missense_Mutation_p.G582R|NPC1L1_uc011kbw.1_Missense_Mutation_p.G582R|NPC1L1_uc003tld.2_Missense_Mutation_p.G582RNM_013389 NP_037521 Q9UHC9 NPCL1_HUMANExtracellular (Potential). 5CGGGGGTCCCCGGCAGGGTAA0.577

+ 6 842OGDH_uc003tlm.2_Nonsense_Mutation_p.Q245*|OGDH_uc011kbx.1_Nonsense_Mutation_p.Q241*|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Nonsense_Mutation_p.Q256*|OGDH_uc011kbz.1_Intron|OGDH_uc003tlo.1_Nonsense_Mutation_p.Q78*NM_002541 NP_002532 Q02218 ODO1_HUMAN 2TGGGATCATGCAGTTCACAAA0.577

- 16 2230MYO1G_uc003tmf.2_Missense_Mutation_p.P139S|MYO1G_uc003tmg.2_Missense_Mutation_p.P458S|MYO1G_uc010kym.2_Missense_Mutation_p.P581S|MYO1G_uc003tmi.1_3'UTRNM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4AGTGTCCGGGGTGAGCGGATG0.647

- 16 2143MYO1G_uc003tmf.2_Missense_Mutation_p.D110N|MYO1G_uc003tmg.2_Missense_Mutation_p.D429N|MYO1G_uc010kym.2_Missense_Mutation_p.D552N|MYO1G_uc003tmi.1_3'UTRNM_033054 NP_149043 B0I1T2 MYO1G_HUMANMyosin head-like. 4GCTGCCTTGTCGGAGCCCAGC0.632

+ 2 327CCM2_uc003tmn.2_RNA|CCM2_uc003tmp.2_Intron|CCM2_uc003tmq.2_RNA|CCM2_uc003tmr.2_Missense_Mutation_p.D61N|CCM2_uc011kcb.1_Intron|CCM2_uc011kcc.1_Missense_Mutation_p.D82N|CCM2_uc003tms.2_Missense_Mutation_p.D82NNM_031443 NP_113631 Q9BSQ5 CCM2_HUMAN PID. 0ACTGCTGAGCGACTATATTGA0.532

- 3 680TBRG4_uc003tmu.2_Missense_Mutation_p.A10V|TBRG4_uc003tmw.2_Missense_Mutation_p.A185V|TBRG4_uc003tmx.2_Missense_Mutation_p.A185V|TBRG4_uc011kcd.1_Missense_Mutation_p.A196V|SNORA5A_uc003tmy.2_5'Flank|SNORA5C_uc003tmz.1_5'FlankNM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0TGCCAGGAAGGCCAGGTGCTT0.612

- 2 734IGFBP3_uc003tnq.2_RNA|IGFBP3_uc003tnr.2_Missense_Mutation_p.S207F|IGFBP3_uc003tnt.2_Missense_Mutation_p.S104FNM_000598 NP_000589 P17936 IBP3_HUMAN Ser/Thr-rich. 3GGACTCGGAGGAGAAGTTCTG0.493

+ 4 1099POM121_uc003twj.2_Missense_Mutation_p.P102S|POM121_uc010lam.1_Missense_Mutation_p.P102SNM_172020 NP_742017 Q96HA1 P121A_HUMANPore side (Potential). 0TTCTTTTGTGCCTAAGTAAGT0.468

+ 32 2228RFC2_uc011kfa.1_Intron|ELN_uc003tzn.2_Missense_Mutation_p.P707S|ELN_uc003tzz.2_Missense_Mutation_p.P626S|ELN_uc003tzo.2_Missense_Mutation_p.P641S|ELN_uc003tzp.2_Missense_Mutation_p.P600S|ELN_uc003tzq.2_Missense_Mutation_p.P553S|ELN_uc003tzr.2_RNA|ELN_uc003tzs.2_Missense_Mutation_p.P688S|ELN_uc003tzt.2_Missense_Mutation_p.P694S|ELN_uc003tzu.2_Missense_Mutation_p.P675S|ELN_uc003tzv.2_Missense_Mutation_p.P660S|ELN_uc003tzx.2_Missense_Mutation_p.P697S|ELN_uc011kff.1_Missense_Mutation_p.P689S|ELN_uc003tzy.2_Missense_Mutation_p.P683SNM_000501 NP_001075224 P15502 ELN_HUMAN 5CGGATTGTCTCCCATTTTCCC0.602

+ 3 935UPK3B_uc003ufo.2_Missense_Mutation_p.A209T|UPK3B_uc010ldk.1_Missense_Mutation_p.G182DNM_030570 NP_085047 Q9BT76 UPK3B_HUMANLumenal (Potential). 1CTCTTCTCTGGCCGGCCTCCT0.622

- 18 2194HGF_uc003uhm.2_Missense_Mutation_p.L672FNM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4TCACAAACAAGTGGGCCACCA0.373

- 5 6233PCLO_uc003uhv.2_Missense_Mutation_p.G1982RNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7TGCATAAATCCATTTTCTTCT0.363

+ 4 3116 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11TTACTCAATAGAGAAAATGTA0.408

+ 2 675STEAP2_uc003ujy.2_Missense_Mutation_p.H136Q|STEAP2_uc010len.2_Missense_Mutation_p.H94Q|STEAP2_uc003uka.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukb.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukc.2_Missense_Mutation_p.H94Q|STEAP2_uc003ukd.2_Missense_Mutation_p.H94QNM_152999 NP_694544 Q8NFT2 STEA2_HUMAN 2TTGCTATACACAGAGAACATT0.378

+ 21 5416AKAP9_uc003ulf.2_Missense_Mutation_p.L1731F|AKAP9_uc003uli.2_Missense_Mutation_p.L1356FNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26TAATAATAGACTTTTGAAGAT0.348

+ 10 928COL1A2_uc011kib.1_Intron|COL1A2_uc010lfh.1_5'FlankNM_000089 NP_000080 P08123 CO1A2_HUMAN 9ACCCGGACGACCTGGTGAGAG0.413

+ 43 3286COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9CCCAGGTCGCGATGGTCAACC0.478

- 6 741 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1ACCTCAATTTCTTTGTGTTCA0.318

+ 51 7741TRRAP_uc011kis.1_Missense_Mutation_p.T2493I|TRRAP_uc003upr.2_Missense_Mutation_p.T2210INM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37CCCATTGGCACCAGCTGCCAA0.612

+ 6 695MCM7_uc003usv.1_5'Flank|MCM7_uc003usw.1_5'Flank|MCM7_uc003usx.1_5'Flank|AP4M1_uc011kjg.1_Missense_Mutation_p.K117E|AP4M1_uc010lgl.1_Missense_Mutation_p.K163E|AP4M1_uc003utc.3_Missense_Mutation_p.K170E|AP4M1_uc010lgm.2_Missense_Mutation_p.K35E|AP4M1_uc003utd.2_Missense_Mutation_p.K163E|AP4M1_uc011kjh.1_Missense_Mutation_p.K115E|AP4M1_uc003ute.3_5'UTR|AP4M1_uc003utf.3_Missense_Mutation_p.K35ENM_004722 NP_004713 O00189 AP4M1_HUMAN 0ACAACAGAGCAAAGTGGCCCC0.572

- 7 1297 GPC2_uc010lgr.2_RNA NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2GTGGGCCGCTCCTCCTCGGTC0.632

+ 5 541STAG3_uc010lgs.1_5'UTR|STAG3_uc011kjk.1_IntronNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8CAGGATGCAGGATTTCTGGAG0.358

- 5 1434EPHB4_uc003uwm.1_Missense_Mutation_p.P222S|EPHB4_uc010lhj.1_Missense_Mutation_p.P315S|EPHB4_uc011kkf.1_Missense_Mutation_p.P315S|EPHB4_uc011kkg.1_Intron|EPHB4_uc011kkh.1_Missense_Mutation_p.P315SNM_004444 NP_004435 P54760 EPHB4_HUMANExtracellular (Potential).|Cys-rich. 15GCACCCCGGGGGTCTGTGCGT0.637

+ 16 2184SRRT_uc010lhl.1_Missense_Mutation_p.R638H|SRRT_uc003uxa.2_Missense_Mutation_p.R638H|SRRT_uc003uwz.2_Missense_Mutation_p.R639HNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2ATGCCCAATCGCTGTGGGATC0.587

- 2 376C7orf52_uc003uxz.1_Missense_Mutation_p.P46L|C7orf52_uc003uya.1_Missense_Mutation_p.P46L|C7orf52_uc003uyb.1_Missense_Mutation_p.P46LNM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1CTCAGCCTCAGGCCCCGATCC0.647

- 5 529CLDN15_uc003uyg.1_5'Flank|CLDN15_uc003uyh.1_5'Flank|CLDN15_uc003uyi.2_5'Flank|FIS1_uc010lht.2_RNA|FIS1_uc010lhu.2_RNANM_016068 NP_057152 Q9Y3D6 FIS1_HUMANMitochondrial intermembrane (Potential). 0TTTGGACTTGGACACAGCAAG0.647

+ 9 903DLD_uc010ljm.1_RNA|DLD_uc011kmg.1_Missense_Mutation_p.L217F|DLD_uc011kmh.1_Missense_Mutation_p.L242F|DLD_uc011kmi.1_Missense_Mutation_p.L166FNM_000108 NP_000099 P09622 DLDH_HUMAN 1TCAACGCATCCTTCAAAAACA0.353

- 11 1325NRCAM_uc003vfc.2_Missense_Mutation_p.G279E|NRCAM_uc011kmk.1_Missense_Mutation_p.G280E|NRCAM_uc003vfd.2_Missense_Mutation_p.G261E|NRCAM_uc003vfe.2_Missense_Mutation_p.G261ENM_001037132 NP_001032209 Q92823 NRCAM_HUMANIg-like 3.|Extracellular (Potential). 5AAGCACATTTCCTCTTAATTC0.378

- 1 1004 NM_024523 NP_078799 Q96CN9 GCC1_HUMAN Potential. 2TCCTCTAAGTCCTGTTTCATC0.527

+ 13 1680SND1_uc010lle.2_Splice_Site_p.R138_spliceNM_014390 NP_055205 Q7KZF4 SND1_HUMAN 3CAGAGGCCAGGTAAGACCAAA0.458

- 3 365ZC3HC1_uc003vph.2_5'UTR|ZC3HC1_uc010lma.2_5'UTRNM_016478 NP_057562 Q86WB0 NIPA_HUMAN C3HC-type. 0CTTGAGCATATCACATTCCAC0.408

+ 1 98MKLN1_uc011kpl.1_Intron|MKLN1_uc010lmh.2_Missense_Mutation_p.E12K|MKLN1_uc003vqs.2_5'UTR|uc003vqr.1_5'FlankNM_013255 NP_037387 Q9UL63 MKLN1_HUMAN 1TGCGGCGCCCGAGTGCCGGCT0.697

- 2 186WDR91_uc010lmq.2_5'Flank|WDR91_uc010lmr.2_5'FlankNM_014149 NP_054868 A4D1P6 WDR91_HUMAN 4ATCTTATCCACCTGGCGAGAA0.507

- 11 2548HIPK2_uc003vvd.3_Missense_Mutation_p.R765WNM_022740 NP_073577 Q9H2X6 HIPK2_HUMANInteraction with HMGA1 (By similarity).|Interaction with SKI and SMAD1.|Interaction with POU4F1 (By similarity).|Interaction with CTBP1 (By similarity).7GGCTGCTGCCGCATCACGTGG0.562

- 13 1425SLC37A3_uc003vvn.2_Missense_Mutation_p.S20N|SLC37A3_uc003vvp.2_Intron|SLC37A3_uc010lnh.2_Missense_Mutation_p.S404NNM_207113 NP_996996 Q8NCC5 SPX3_HUMAN 3CAAAGCTTCACTGCTCCTTTG0.498

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 1 290 NM_176881 NP_795362 P59534 T2R39_HUMANExtracellular (Potential). 1ATTACCATCAGCTCAACCTCC0.383

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11AATCCTGCACGGAGAAGGACA0.388

+ 6 1267ZNF398_uc011kul.1_Missense_Mutation_p.S160N|ZNF398_uc011kum.1_Missense_Mutation_p.S336NNM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1CAGTTGGGTAGCTATCCCCTC0.527

+ 21 3704SLC4A2_uc011kve.1_Missense_Mutation_p.P1141S|SLC4A2_uc003wiu.3_Missense_Mutation_p.P1136S|SLC4A2_uc003wiv.3_Missense_Mutation_p.P344S|uc011kvf.1_IntronNM_003040 NP_003031 P04920 B3A2_HUMANMembrane (anion exchange). 0CAAACACCACCCAGATGTCAC0.582

- 2 414FASTK_uc003wiw.1_Intron|FASTK_uc003wiy.1_Intron|FASTK_uc003wiz.1_Missense_Mutation_p.P106S|FASTK_uc003wja.1_Missense_Mutation_p.P72SNM_006712 NP_006703 Q14296 FASTK_HUMAN 4ACCTTGCTGGGGTTCTGGCCC0.677

- 12 1417SMARCD3_uc003wjt.2_Missense_Mutation_p.G426D|SMARCD3_uc003wju.2_Missense_Mutation_p.G426DNM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2TTCAGGGTTGCCGGCTACATC0.617

- 11 1692 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN PHD-type 3. 63CTAGGTGAACCCACCTGCAGT0.378

+ 16 3607RBM33_uc011kvv.1_Missense_Mutation_p.R890H|RBM33_uc003wmg.2_Missense_Mutation_p.R16HNM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1GGCCGGGGGCGCCTGATGCCA0.617

- 16 1587LMBR1_uc003wmv.3_Intron|LMBR1_uc003wmx.3_Missense_Mutation_p.L306F|LMBR1_uc010lqn.2_Missense_Mutation_p.L499F|LMBR1_uc011kvx.1_IntronNM_022458 NP_071903 Q8WVP7 LMBR1_HUMANCytoplasmic (Potential). 0GCCTTGAAAAGTTCTTCTCGA0.338



+ 13 1800WDR60_uc010lqv.2_RNA|WDR60_uc010lqw.2_Missense_Mutation_p.E180KNM_018051 NP_060521 Q8WVS4 WDR60_HUMAN 4TCAAACGGAGGAAATAGAGAC0.403

- 2 268VIPR2_uc010lqx.2_RNA|VIPR2_uc010lqy.2_RNANM_003382 NP_003373 P41587 VIPR2_HUMANExtracellular (Potential). 2ATTTCCAGATGAAATCGGCAT0.383

- 24 4060CSMD1_uc011kwj.1_Missense_Mutation_p.P616S|CSMD1_uc003wqe.2_Missense_Mutation_p.P380SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 7. 25CCGTAGTTAGGGATGCCCGGA0.493

+ 3 441SPAG11A_uc003wry.2_3'UTR|SPAG11A_uc003wrz.2_Missense_Mutation_p.L92F|SPAG11A_uc003wsa.2_Intron|SPAG11A_uc003wsb.2_IntronNM_001081552 NP_001075021 Q6PDA7 SG11A_HUMAN 0GATCTGCAGACTTTTTTTCTG0.413

+ 7 1511MTMR9_uc010lrx.2_Splice_Site_p.Q264_splice|MTMR9_uc011kxa.1_Splice_Site_p.Q286_spliceNM_015458 NP_056273 Q96QG7 MTMR9_HUMAN 0GTGGCTGCAGGTGAGAAGAGC0.458

+ 7 1128BLK_uc003wtz.2_Missense_Mutation_p.D112YNM_001715 NP_001706 P51451 BLK_HUMAN SH2. 3CCGCTGCCTGGATGAAGGGGG0.592

+ 18 2433KIAA1967_uc003xci.2_Missense_Mutation_p.G766S|KIAA1967_uc003xcj.1_Missense_Mutation_p.G435SNM_199205 NP_954675 Q8N163 K1967_HUMAN 3CCGCCAGGAGGGCCTGGATGG0.632

+ 5 776TNFRSF10C_uc011kzr.1_RNANM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 3. 0ACTCCTGCCCCAGCTGCTGAA0.627

- 12 2371LOXL2_uc010lty.1_Missense_Mutation_p.D217NNM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANLysyl-oxidase like. 3ATGCCCTGATCGCCGAAGTTG0.592

- 8 1021INTS9_uc011lav.1_Missense_Mutation_p.S217F|INTS9_uc011law.1_Missense_Mutation_p.S220F|INTS9_uc011lax.1_Missense_Mutation_p.S134F|INTS9_uc010lvc.2_RNA|INTS9_uc003xhb.2_Missense_Mutation_p.S241FNM_018250 NP_060720 Q9NV88 INT9_HUMAN 2GGTAAGCAAGGAGGATCCAGA0.468

+ 4 865RBPMS_uc003xid.1_Missense_Mutation_p.S67N|RBPMS_uc003xie.1_Missense_Mutation_p.S67N|RBPMS_uc003xif.1_RNA|RBPMS_uc011lba.1_Missense_Mutation_p.S67N|RBPMS_uc003xib.2_Missense_Mutation_p.S67N|RBPMS_uc010lvh.1_5'UTRNM_006867 NP_006858 Q93062 RBPMS_HUMAN RRM. 1GGTTTTGTCAGTTTTGACAGT0.383

+ 12 2087NRG1_uc010lvo.2_3'UTR|NRG1_uc003xiu.2_Missense_Mutation_p.E529K|NRG1_uc003xiw.2_Missense_Mutation_p.E521K|NRG1_uc003xit.2_3'UTR|NRG1_uc010lvr.2_Missense_Mutation_p.E266K|NRG1_uc010lvs.2_Missense_Mutation_p.E266K|NRG1_uc010lvp.2_Missense_Mutation_p.E478K|NRG1_uc010lvq.2_Missense_Mutation_p.E461K|NRG1_uc011lbg.1_3'UTR|NRG1_uc011lbh.1_Missense_Mutation_p.E367K|NRG1_uc003xja.2_Missense_Mutation_p.E335KNM_013964 NP_039258 Q02297 NRG1_HUMANCytoplasmic (Potential). 0GGAGGATGAGGAGTATGAAAC0.557

+ 16 1724KCNU1_uc003xjw.2_RNANM_001031836 NP_001027006 A8MYU2 KCNU1_HUMANSegment S8.|Cytoplasmic (Potential). 1CCCAGGCTCTGCTTTCTGAAG0.463

- 6 1249ST18_uc011ldq.1_Missense_Mutation_p.E12K|ST18_uc011ldr.1_Missense_Mutation_p.E330K|ST18_uc011lds.1_Missense_Mutation_p.E270K|ST18_uc003xra.2_Missense_Mutation_p.E365K|ST18_uc003xrb.2_Missense_Mutation_p.E365KNM_014682 NP_055497 O60284 ST18_HUMAN C2HC-type 1. 5CACTTGGTCTCCCTCTTTTCA0.527

- 1 85 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1GCAATCCCCCAAATCAAAGAT0.373

+ 1 735ADHFE1_uc003xwb.3_5'Flank|ADHFE1_uc003xwd.3_5'Flank|ADHFE1_uc003xwc.3_5'Flank|ADHFE1_uc003xwe.3_5'Flank|ADHFE1_uc003xwf.3_5'Flank|ADHFE1_uc011les.1_5'Flank|ADHFE1_uc011leq.1_5'Flank|ADHFE1_uc011ler.1_5'FlankNM_015169 NP_055984 Q15050 RRS1_HUMAN 0GCACCCTACCGGACACCAGAG0.657

- 10 1209STAU2_uc011lfg.1_Missense_Mutation_p.D153N|STAU2_uc003xzn.2_Missense_Mutation_p.D293N|STAU2_uc011lfh.1_Missense_Mutation_p.D221N|STAU2_uc003xzo.2_Missense_Mutation_p.D325N|STAU2_uc003xzp.2_Missense_Mutation_p.D293N|STAU2_uc011lfi.1_Missense_Mutation_p.D287N|STAU2_uc003xzq.2_Missense_Mutation_p.D105N|STAU2_uc010lzk.2_Missense_Mutation_p.D293N|STAU2_uc010lzl.1_Missense_Mutation_p.D153NNM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0AAAACATAATCCGGCTCCTTT0.403

- 1 162TPD52_uc010lzs.1_5'Flank|TPD52_uc003ybt.1_Missense_Mutation_p.D2NNM_001025253 NP_001020424 P55327 TPD52_HUMAN 1TCGCCGCGGTCCATGTCTCCA0.532

- 7 1066 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMANCytoplasmic (Potential). 0GTGCTGTCCTGGGAATCCAGC0.537

+ 3 428 NM_000067 NP_000058 P00918 CAH2_HUMAN 1AAGGGAGGACCCCTGGATGGC0.264

- 1 444SLC7A13_uc003ydr.1_Missense_Mutation_p.A116SNM_138817 NP_620172 Q8TCU3 S7A13_HUMANExtracellular (Potential). 1CTGTACTCAGCAAGGAGCAGA0.483

+ 6 702WWP1_uc010mai.2_5'UTRNM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2GTGCTTGATGGATTGGTGATT0.338

+ 22 2770 NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN HECT. 2AAATCATTTGGTTTTGGCAGG0.333

- 11 1824NBN_uc003yei.1_Missense_Mutation_p.P490S|NBN_uc011lgb.1_Missense_Mutation_p.P572SNM_002485 NP_002476 O60934 NBN_HUMAN 7TCTAACTCTGGTTTTGTGTCC0.353

- 14 2485 NM_012415 NP_036547 O95073 FSBP_HUMAN 4AGATGTCTTGGTGAGGTCGAC0.353

- 12 2786KIAA1429_uc003ygp.2_Missense_Mutation_p.P925S|KIAA1429_uc010maz.1_RNANM_015496 NP_056311 Q69YN4 VIR_HUMAN 2ACTCCTTCTGGGGTCATCAAG0.383

+ 2 305PGCP_uc010mbe.2_Missense_Mutation_p.A47SNM_016134 NP_057218 Q9Y646 PGCP_HUMAN 1TGGAGATGTTGCTAAAGCAAT0.433

+ 54 9946VPS13B_uc003yiw.2_Missense_Mutation_p.V3254INM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20AAAGTTTGAGGTTTATTGCAA0.383

- 22 3523RGS22_uc003yja.1_Missense_Mutation_p.E929K|RGS22_uc003yjc.1_Missense_Mutation_p.E1098KNM_015668 NP_056483 Q8NE09 RGS22_HUMAN RGS 2. 7GGTCCTAACTCCTTCCGGTGT0.358

- 37 4933UBR5_uc003yks.1_Missense_Mutation_p.D1634NNM_015902 NP_056986 O95071 UBR5_HUMAN 28CTAGCATTATCTTGGTTGCTG0.423

+ 1 289 NM_003301 NP_003292 P34981 TRFR_HUMANExtracellular (Potential). 3ACGGTTCCTGGGTCTATGGCT0.493

- 14 2201CSMD3_uc003yns.2_5'UTR|CSMD3_uc003ynt.2_Missense_Mutation_p.S641F|CSMD3_uc011lhx.1_Missense_Mutation_p.S577FNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|Sushi 3. 63ATCACGATTAGAAAATCCATC0.358

+ 3 585 NM_032334 NP_115710 Q9BRU9 UTP23_HUMAN 0AAAAGCAGTGGAGTCAGGTCA0.378

+ 2 312 NM_006438 NP_006429 Q9Y6Z7 COL10_HUMANCollagen-like. 3CGCATGGGGCCGAAAGGTAAC0.413

+ 37 5008 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 6.|Cytoplasmic (Potential). 11TTGAGAGTGACCATCTGGAAC0.413

- 14 2374NDUFB9_uc011lim.1_Intron|MTSS1_uc003yrh.2_Missense_Mutation_p.P263S|MTSS1_uc011lin.1_Missense_Mutation_p.P388S|MTSS1_uc011lio.1_Missense_Mutation_p.P504S|MTSS1_uc003yri.2_Missense_Mutation_p.P332S|MTSS1_uc003yrj.2_Missense_Mutation_p.P589S|MTSS1_uc003yrl.2_Missense_Mutation_p.P618SNM_014751 NP_055566 O43312 MTSS1_HUMAN Pro-rich. 1GGGATCACGGGTGTCTTGATG0.632

+ 3 409 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2TGTCATGATTCCTATGAGAGT0.403

- 12 1043OC90_uc011lix.1_Missense_Mutation_p.S348YNM_001080399 NP_001073868 Q02509 OC90_HUMANPhospholipase A2-like 2. 3GCAGTGATGGGACAAGCAGCA0.552

+ 2 109 NM_003235 NP_003226 P01266 THYG_HUMAN 15TCTTTTCCTAGAGTACCAGGT0.542

+ 29 5520TG_uc010mdw.2_Missense_Mutation_p.G586R|TG_uc011ljb.1_Missense_Mutation_p.G196R|TG_uc011ljc.1_5'Flank|TG_uc010mdx.1_RNANM_003235 NP_003226 P01266 THYG_HUMAN Type IIIB. 15TTCTGACATGGGGTCTCGGCC0.463

+ 2 417WISP1_uc003yuc.2_Missense_Mutation_p.V114A|WISP1_uc010meb.2_Intron|WISP1_uc010mec.2_Missense_Mutation_p.V114A|WISP1_uc010med.2_Intron|WISP1_uc003yud.2_IntronNM_003882 NP_003873 O95388 WISP1_HUMANIGFBP N-terminal. 2GCAATAGGAGTGTGTGCACGT0.627

- 3 382PTK2_uc003yvs.2_Missense_Mutation_p.T51I|PTK2_uc003yvt.2_Missense_Mutation_p.T73I|PTK2_uc003yvv.2_5'UTR|PTK2_uc011ljr.1_Missense_Mutation_p.T51INM_153831 NP_722560 Q05397 FAK1_HUMAN FERM. 6ACTGGCCCAGGTGGTTGGCTC0.408

- 32 13300PLEC_uc003zab.1_Missense_Mutation_p.A4240V|PLEC_uc003zac.1_Missense_Mutation_p.A4244V|PLEC_uc003zad.2_Missense_Mutation_p.A4240V|PLEC_uc003zae.1_Missense_Mutation_p.A4208V|PLEC_uc003zag.1_Missense_Mutation_p.A4218V|PLEC_uc003zah.2_Missense_Mutation_p.A4226V|PLEC_uc003zaj.2_Missense_Mutation_p.A4267VNM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9GAAACCACCGGCGTTGCCCGA0.672

+ 7 976CYC1_uc003zay.2_Nonsense_Mutation_p.W252*NM_001916 NP_001907 P08574 CY1_HUMAN 0GGCACAAGTGGTCAGTCCTGA0.582

+ 10 1086 NM_145754 NP_665697 Q96AC6 KIFC2_HUMAN Potential. 3GGCACGGATGGCCAGCCTGCG0.657

+ 3 1066 NM_138431 NP_612440 Q96ES6 MFSD3_HUMANLeu-rich.|Helical; (Potential). 2GACTGCCTTGGTCTTCCACCT0.637

+ 19 2927SMARCA2_uc003zhd.2_Missense_Mutation_p.R943K|SMARCA2_uc010mha.2_Missense_Mutation_p.R876KNM_003070 NP_003061 P51531 SMCA2_HUMAN 3AAGGTGTTAAGACCATTTTTA0.348



+ 2 571 NM_017913 NP_060383 Q7L3B6 CD37L_HUMANPotential.|Self-association. 0AGTACAAAGAGAGAAGATGTG0.438

+ 13 2396KDM4C_uc010mhu.2_Missense_Mutation_p.E628K|KDM4C_uc011lmi.1_Missense_Mutation_p.E606K|KDM4C_uc011lmj.1_RNA|KDM4C_uc003zkg.2_Missense_Mutation_p.E606K|KDM4C_uc011lmk.1_Missense_Mutation_p.E351K|KDM4C_uc011lml.1_Missense_Mutation_p.E293KNM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN 1CATTGAGGAGGAAGTGGAAGA0.483

- 1 485 NM_005454 NP_005445 O95813 CER1_HUMAN 0CAAGATGACCCCCTGAGAAGC0.498

+ 15 2008C9orf93_uc010mih.1_Missense_Mutation_p.E573K|C9orf93_uc003zme.2_Missense_Mutation_p.E480K|C9orf93_uc011lmu.1_Missense_Mutation_p.E573KNM_173550 NP_775821 Q6TFL3 CI093_HUMAN 0TTTCCTGCAGGAGAAGCTAAC0.338

+ 15 2545CNTLN_uc003zmy.2_Missense_Mutation_p.G840D|CNTLN_uc010mio.2_Missense_Mutation_p.G519DNM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1TGCTCTGTGGGTCGTCACCAC0.443

+ 11 1334ADAMTSL1_uc003znb.2_Missense_Mutation_p.C386R|ADAMTSL1_uc003znc.3_Missense_Mutation_p.C403RNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN TSP type-1 2. 5GGCAGTTTCCTGTGTGGAGGA0.597

+ 24 4452ADAMTSL1_uc003znf.3_Missense_Mutation_p.G143ENM_001040272 NP_001035362 Q8N6G6 ATL1_HUMANIg-like C2-type 4. 5ACTGCCACAGGACTGACGCAT0.512

+ 21 2590KIAA1797_uc003zoh.1_Missense_Mutation_p.D179NNM_017794 NP_060264 Q5VW36 K1797_HUMAN 10AGAGTTAGATGACGATGAAGA0.383

+ 2 606SUGT1P1_uc010mjq.1_Intron|NFX1_uc011lnw.1_Missense_Mutation_p.P182Q|NFX1_uc003zso.2_Missense_Mutation_p.P182Q|NFX1_uc003zsp.1_Missense_Mutation_p.P182Q|NFX1_uc010mjr.1_Missense_Mutation_p.P182Q|NFX1_uc003zsr.2_Missense_Mutation_p.P182QNM_002504 NP_002495 Q12986 NFX1_HUMAN 1GGTAGAGGACCAAAAGTCAAG0.478

+ 5 775uc003ztk.1_Intron|PRSS3_uc003zti.3_Missense_Mutation_p.G216S|PRSS3_uc003ztl.3_Missense_Mutation_p.G202SNM_007343 NP_031369 P35030 TRY3_HUMAN Peptidase S1. 0TGACTCTGGTGGCCCTGTGGT0.512

+ 8 2053IL11RA_uc011loq.1_Missense_Mutation_p.P233S|IL11RA_uc003zvj.2_Missense_Mutation_p.P233S|IL11RA_uc003zvk.2_Missense_Mutation_p.P233S|IL11RA_uc010mke.2_Missense_Mutation_p.P115S|IL11RA_uc003zvl.2_RNANM_004512 NP_004503 Q14626 I11RA_HUMANExtracellular (Potential).|Fibronectin type-III 2. 1ACCAGGTTACCCCCGACGCCT0.627

+ 2 1038C9orf131_uc003zvu.2_Missense_Mutation_p.E289K|C9orf131_uc003zvv.2_Missense_Mutation_p.E264K|C9orf131_uc003zvx.2_Missense_Mutation_p.E302KNM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0CCAAGCTTTTGAGCCTCCGAT0.537

- 12 2125VCP_uc003zvy.2_5'Flank|VCP_uc003zvz.2_5'Flank|VCP_uc010mkh.1_5'Flank|VCP_uc010mki.1_5'Flank|FANCG_uc003zwa.1_Missense_Mutation_p.P287S|FANCG_uc010mkj.1_Missense_Mutation_p.P287SNM_004629 NP_004620 O15287 FANCG_HUMAN TPR 4. 4TACATACCTGGGCACATCTGC0.532

- 8 1679STOML2_uc003zwh.2_5'Flank|STOML2_uc003zwi.2_5'Flank|STOML2_uc003zwj.2_5'Flank|STOML2_uc011lou.1_5'Flank|STOML2_uc003zwk.2_5'Flank|KIAA1539_uc003zwm.2_Missense_Mutation_p.P452S|KIAA1539_uc003zwn.2_Missense_Mutation_p.P147S|KIAA1539_uc003zwo.2_Missense_Mutation_p.P452S|KIAA1539_uc003zwp.1_Missense_Mutation_p.P452SNM_025182 NP_079458 Q7L5A3 K1539_HUMAN 2TGGGCAGCAGGCATGTCCGAG0.547

- 1 150 SIT1_uc003zxf.1_RNA NM_014450 NP_055265 Q9Y3P8 SIT1_HUMAN 0CATGGCTGCAGATGTGAGAGT0.627

+ 21 3038NPR2_uc010mlb.2_Missense_Mutation_p.G989E|SPAG8_uc003zye.2_IntronNM_003995 NP_003986 P20594 ANPRB_HUMANCytoplasmic (Potential). 3GATGAGCTAGGATGCTTCCAG0.537

+ 7 772RG9MTD3_uc011lqo.1_Missense_Mutation_p.G181E|RG9MTD3_uc011lqp.1_Missense_Mutation_p.G154E|RG9MTD3_uc011lqq.1_Missense_Mutation_p.G121E|RG9MTD3_uc004aaj.2_RNA|RG9MTD3_uc004aak.2_Missense_Mutation_p.G137ENM_144964 NP_659401 Q6PF06 RG9D3_HUMAN 0ATCCTCGGTGGGCTTGTGGAT0.343

- 4 1023 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0GTTTCTGTGACTTGTATCCCC0.453

+ 8 1481PCSK5_uc004ajy.2_Missense_Mutation_p.G315R|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3TGGAAATGGTGGAAGGAGCAA0.488

+ 17 2588TLE4_uc004alc.2_Missense_Mutation_p.S555N|TLE4_uc010mpr.2_Missense_Mutation_p.S434N|TLE4_uc004ale.2_Missense_Mutation_p.S192N|TLE4_uc011lsq.1_Missense_Mutation_p.S523N|TLE4_uc010mps.2_Missense_Mutation_p.S479N|TLE4_uc004alf.2_Missense_Mutation_p.S494NNM_007005 NP_008936 O60756 BCE1_HUMAN 5GGGGAAGCCAGTACTTTGTCC0.557

+ 4 2479uc004ami.1_Intron|uc004amj.1_5'FlankNM_001145197 NP_001138669 Q6ZUB0 YI020_HUMAN 0AGGTCTAACTCTGAGAGAGAC0.468

- 13 3052KIF27_uc010mpw.2_Missense_Mutation_p.E904K|KIF27_uc010mpx.2_IntronNM_017576 NP_060046 Q86VH2 KIF27_HUMAN Potential. 5TTCTTATTTTCCAGGTGACTC0.333

- 11 1173_1174SLC28A3_uc011lsy.1_Missense_Mutation_p.P281L|SLC28A3_uc004anu.1_Missense_Mutation_p.P350LNM_022127 NP_071410 Q9HAS3 S28A3_HUMANExtracellular (Potential). 4AGGTAAATATGGTCGGACCAGC0.51

- 11 1710ZCCHC6_uc011ltf.1_RNA|ZCCHC6_uc004aor.2_RNA|ZCCHC6_uc004aos.2_RNA|ZCCHC6_uc004aot.2_Missense_Mutation_p.L376F|ZCCHC6_uc004aou.2_Missense_Mutation_p.L499FNM_024617 NP_078893 Q5VYS8 TUT7_HUMAN 2ATGTCTTGAAGGTTGAAATTC0.373

+ 5 592 NR_027917 1TGGGGATGAGGATCACGATGA0.483

+ 4 1926FAM75C1_uc004apq.3_Missense_Mutation_p.A616TNM_001145124 NP_001138596 0AAGTAGGAAAGCCTGTGTAAA0.537

+ 2 452SYK_uc004aqy.2_Missense_Mutation_p.A83T|SYK_uc004ara.2_Missense_Mutation_p.A83T|SYK_uc004arb.2_Missense_Mutation_p.A83T|SYK_uc004arc.2_Missense_Mutation_p.A83T|SYK_uc011ltr.1_RNA|SYK_uc011lts.1_RNA|SYK_uc011ltt.1_RNANM_003177 NP_003168 P43405 KSYK_HUMAN SH2 1. 5CAGGACCCATGCCAGCCCCGC0.662

- 5 701FANCC_uc004avi.3_Missense_Mutation_p.P147S|FANCC_uc010mrm.1_RNA|FANCC_uc011lul.1_RNANM_000136 NP_000127 Q00597 FANCC_HUMAN 1AGCAAACCAGGATAGTAATCT0.313

- 4 892TBC1D2_uc004ayq.2_Missense_Mutation_p.E238K|TBC1D2_uc004ayr.2_Missense_Mutation_p.E20K|TBC1D2_uc004ayo.3_Missense_Mutation_p.E238KNM_018421 NP_060891 Q9BYX2 TBD2A_HUMAN 3GGAGAATCTTCCCCTGGAGGT0.597

- 15 2952TEX10_uc011lvf.1_Missense_Mutation_p.V752M|TEX10_uc011lvg.1_Missense_Mutation_p.V897MNM_017746 NP_060216 Q9NXF1 TEX10_HUMAN 2GTGATATACACGTTGAAGCAG0.448

- 3 607TEX10_uc011lvf.1_Missense_Mutation_p.A66V|TEX10_uc011lvg.1_Missense_Mutation_p.A134V|TEX10_uc011lvh.1_Missense_Mutation_p.A66V|TEX10_uc004bat.2_Missense_Mutation_p.A131VNM_017746 NP_060216 Q9NXF1 TEX10_HUMAN HEAT. 2AATTTGTTCAGCTCGTATTTT0.388

+ 5 724NIPSNAP3A_uc011lvu.1_Missense_Mutation_p.R218K|NIPSNAP3B_uc004bcj.1_RNA|LOC286367_uc004bck.3_5'FlankNM_018376 NP_060846 Q9BS92 NPS3B_HUMAN 2GAGGATCCCAGAGTTGTGGCG0.408

+ 8 1045SLC44A1_uc010mtk.1_Missense_Mutation_p.T275I|SLC44A1_uc004bco.1_Missense_Mutation_p.T67INM_080546 NP_536856 Q8WWI5 CTL1_HUMANMitochondrial intermembrane (Potential). 4GAAACTGTTACTCCTGAGCAG0.453

- 8 1206IKBKAP_uc004bdl.2_5'Flank|IKBKAP_uc011lwc.1_Missense_Mutation_p.A115V|IKBKAP_uc010mtq.2_IntronNM_003640 NP_003631 O95163 ELP1_HUMAN 7TGACTGCAAAGCAAACTCTCG0.488

- 25 4178C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfq.2_Missense_Mutation_p.S1309N|C9orf84_uc010mug.2_Missense_Mutation_p.S1259NNM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2ATCTTTTGAACTTTCACATGT0.373

- 4 593PDCL_uc004bna.2_3'UTRNM_005388 NP_005379 Q13371 PHLP_HUMAN 0CCCTTCTCCACTGGAGATCTC0.458

- 17 3197RC3H2_uc004bnc.2_RNA|RC3H2_uc004bnd.1_Missense_Mutation_p.D986N|RC3H2_uc004bne.3_Missense_Mutation_p.D986NNM_001100588 NP_001094058 Q9HBD1 RC3H2_HUMAN 4CTCAAAAGGTCCCCAGTACTG0.348

- 18 1840SCAI_uc004bpd.2_Missense_Mutation_p.E610K|SCAI_uc010mwu.2_RNANM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5GATGCTAATTCCAAAATGTGC0.388

+ 3 495LMX1B_uc004bqi.2_Missense_Mutation_p.E149K|LMX1B_uc011maa.1_Missense_Mutation_p.E149KNM_002316 NP_002307 O60663 LMX1B_HUMAN 0CTACGAGAAGGAGAAGGACCT0.657

+ 3 1162LRRC8A_uc010myp.2_Missense_Mutation_p.T303M|LRRC8A_uc010myq.2_Missense_Mutation_p.T303MNM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN 0GAGAGCCTGACGGGCTACCGC0.547

+ 4 2502LRRC8A_uc010myp.2_Missense_Mutation_p.V750M|LRRC8A_uc010myq.2_Missense_Mutation_p.V750MNM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN LRR 16. 0GCCCTCCAGGGTGGGCGAGCT0.677

+ 4 1072PHYHD1_uc004bwn.2_Missense_Mutation_p.L47F|PHYHD1_uc004bwm.2_RNA|PHYHD1_uc004bwp.2_Missense_Mutation_p.L47FNM_001100876 NP_001094346 Q5SRE7 PHYD1_HUMAN 0GGATGTTCCTCTCCACTGCCG0.547

+ 2 496_497 NM_001012715 NP_001012733 Q8NAJ2 CI106_HUMAN 0GCAGCCTCATGGGTGGGGAACC0.609

+ 20 2400USP20_uc004byr.2_Missense_Mutation_p.T730I|USP20_uc004byt.1_Missense_Mutation_p.T730INM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 1. 2GGCCCCATCACCAACCAGACC0.672

- 1 389 NM_198180 NP_937823 P83859 OX26_HUMAN 0GAAGCGGAAGCTGAAGCCGCC0.622

- 7 916UCK1_uc010mzk.2_Missense_Mutation_p.S263F|UCK1_uc004cba.2_3'UTR|UCK1_uc004caz.2_RNANM_031432 NP_113620 Q9HA47 UCK1_HUMAN 0TCTGCTGCTGGACTCCAAATG0.652

- 8 980RAPGEF1_uc004cbb.2_Missense_Mutation_p.P302S|RAPGEF1_uc010mzm.2_5'Flank|RAPGEF1_uc010mzn.2_Missense_Mutation_p.P289S|RAPGEF1_uc004cbd.2_Missense_Mutation_p.P289SNM_005312 NP_005303 Q13905 RPGF1_HUMAN SH3-binding. 7GGCAATGCTGGTGGAGGACTG0.572



+ 11 1633 NM_015456 NP_056271 Q8WX92 NELFB_HUMAN 0GACGAATTTGCCCTTGAGGAC0.612

- 5 1019 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8CTCCTGCTCCTGTTCTGTCTC0.478

+ 3 730FRMPD4_uc011mij.1_Missense_Mutation_p.A67VNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13ATCCCTCCGGCTCCTCGGAAG0.527

+ 3 184 NM_021109 NP_066932 0CACAGCGATTGAACAGGAGAA0.393

+ 10 1120BMX_uc004cwx.3_Missense_Mutation_p.R311K|BMX_uc004cwy.3_Missense_Mutation_p.R311KNM_203281 NP_975010 P51813 BMX_HUMAN SH2. 5CAGTTACTCAGACAAAAGGTA0.363

- 6 1101BEND2_uc010nfb.2_IntronNM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5CGCTGTCTCAGTGCTGTTTTT0.289

- 2 564PHKA2_uc010nfh.1_RNA|PHKA2_uc010nfi.1_5'UTRNM_000292 NP_000283 P46019 KPB2_HUMAN 2GATGTTATCCCGCACCCAGGC0.572

- 3 948 NM_030624 NP_085127 Q96M94 KLH15_HUMAN BACK. 2CTCAAAAACGCTGGTTGGGGT0.423

- 4 1412 NM_139058 NP_620689 Q96QS3 ARX_HUMAN Pro-rich. 0AGCGGCCCCGGGAAGGGCAGC0.692

+ 1 215MAGEB1_uc004dcc.2_5'Flank|MAGEB1_uc004dcd.2_5'FlankNM_002367 NP_002358 O15481 MAGB4_HUMAN 1TCTTCCTCATCTGTTTTGAGG0.572

- 1 149 NM_000475 NP_000466 P51843 NR0B1_HUMAN4 X 67 AA tandem repeats.|1. 2CCCGGGCTCATCGCCGCACGA0.662

- 18 2423DMD_uc004dcz.2_Missense_Mutation_p.D604N|DMD_uc004dcy.1_Missense_Mutation_p.D723N|DMD_uc004ddb.1_Missense_Mutation_p.D719N|DMD_uc010ngo.1_Intron|DMD_uc004ddf.2_Missense_Mutation_p.D719NNM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 4. 6TCAGTTATATCAACATCCAAC0.333

+ 1 1488 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3AGAGCCTCCCGACACTGGAGT0.622

+ 18 2585SYTL5_uc004ddv.2_Splice_Site_p.G684_splice|SYTL5_uc004ddx.2_Splice_Site_p.G706_spliceNM_001163335 NP_001156807 Q8TDW5 SYTL5_HUMAN 1CGCCTCTTCAGGTGTGAGCCA0.507

- 4 473ZNF630_uc010nhz.1_RNA|ZNF630_uc004diw.2_5'UTRNM_001037735 NP_001032824 Q2M218 ZN630_HUMAN KRAB. 2GATCCACCTTGACAACTCACT0.418

+ 5 426HDAC6_uc004dkr.1_Missense_Mutation_p.R111W|HDAC6_uc004dks.1_Missense_Mutation_p.R111W|HDAC6_uc010nig.1_5'UTR|HDAC6_uc004dkt.1_Missense_Mutation_p.R111W|HDAC6_uc004dku.3_Missense_Mutation_p.R111W|HDAC6_uc011mmj.1_Missense_Mutation_p.R56W|HDAC6_uc011mmk.1_Missense_Mutation_p.R92WNM_006044 NP_006035 Q9UBN7 HDAC6_HUMANHistone deacetylase 1. 4AGGCCCTGAGCGGCTCCATGC0.592

+ 6 1530CCNB3_uc004doy.2_Missense_Mutation_p.K411T|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9TCTGGAGAGAAGTCGCTCATT0.463

- 18 2931SMC1A_uc011moe.1_Splice_Site_p.E932_spliceNM_006306 NP_006297 Q14683 SMC1A_HUMAN 6ACAATACTCACCTCTTCCTGA0.502

- 13 2177SMC1A_uc011moe.1_Missense_Mutation_p.S681F|SMC1A_uc011mof.1_Missense_Mutation_p.S469FNM_006306 NP_006297 Q14683 SMC1A_HUMAN Potential. 6ATGGGCCTGAGACTGCACCTG0.562

- 1 421 NM_002565 NP_002556 P51582 P2RY4_HUMANHelical; Name=2; (Potential). 1TACAAGGTGTCTGACAATGCC0.567

+ 15 1101ARR3_uc004dya.2_Missense_Mutation_p.P345S|RAB41_uc004dyc.2_5'Flank|RAB41_uc010nkv.2_5'FlankNM_004312 NP_004303 P36575 ARRC_HUMAN 4TGTGGAGCTACCCTTGGTCCT0.547 rs151266240

+ 6 1135BCYRN1_uc011mpt.1_Intron|NONO_uc004dzn.2_Missense_Mutation_p.R142H|NONO_uc004dzp.2_Missense_Mutation_p.R142H|NONO_uc011mpv.1_Missense_Mutation_p.R53H|NONO_uc004dzq.2_Missense_Mutation_p.R11HNM_001145408 NP_001138880 Q15233 NONO_HUMAN DBHS. 4CTGCGTGTGCGCTTTGCCTGC0.512

- 2 376MAGT1_uc004fog.3_RNA|MAGT1_uc004ect.3_Missense_Mutation_p.S105FNM_032121 NP_115497 Q9H0U3 MAGT1_HUMAN 1GACGATAACGGAGTAATTTCT0.408

+ 4 781P2RY10_uc004edf.2_Missense_Mutation_p.P138SNM_014499 NP_055314 O00398 P2Y10_HUMANCytoplasmic (Potential). 5TCTCCTCAAGCCCTTCAGGGC0.512

+ 2 1329PABPC5_uc004eff.1_Missense_Mutation_p.S133GNM_080832 NP_543022 Q96DU9 PABP5_HUMAN 3AAAAGAAAAAAGTCGGCCCCC0.443

+ 1 669DIAPH2_uc004eft.3_Intron|DIAPH2_uc004efu.3_Intron|DIAPH2_uc004efs.2_IntronNM_013347 NP_037479 Q13156 RFA4_HUMAN 0GTCGGAGTATATGTCAAAGTG0.448

- 2 508TRMT2B_uc004egp.2_RNA|TRMT2B_uc004egr.2_Missense_Mutation_p.P70Q|TRMT2B_uc004egs.2_Missense_Mutation_p.P70Q|TRMT2B_uc004egt.2_Missense_Mutation_p.P70Q|TRMT2B_uc004egu.2_Intron|TRMT2B_uc004egv.2_Missense_Mutation_p.P70QNM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1AAGATGGCTTGGTTTCTTCTG0.478

+ 5 682ARMCX3_uc004eia.1_Missense_Mutation_p.G50E|ARMCX3_uc004eib.1_Missense_Mutation_p.G50E|ARMCX3_uc004eic.1_Missense_Mutation_p.G50ENM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2GATGATGCTGGGGACTGTTCT0.502

- 3 534TSC22D3_uc004enf.2_Missense_Mutation_p.T38I|TSC22D3_uc004enh.2_Missense_Mutation_p.T161I|TSC22D3_uc004eni.2_Missense_Mutation_p.T161I|TSC22D3_uc004enj.2_Missense_Mutation_p.T161INM_004089 NP_004080 Q99576 T22D3_HUMANLeucine-zipper. 0CTTCAACAGGGTGTTCTCACG0.567

+ 4 576ALG13_uc011msw.1_Missense_Mutation_p.T103I|ALG13_uc011msx.1_Missense_Mutation_p.T77I|ALG13_uc011msz.1_Missense_Mutation_p.T103I|ALG13_uc011mta.1_Missense_Mutation_p.T77I|ALG13_uc011mtb.1_Missense_Mutation_p.T77IQ9NP73 ALG13_HUMAN 1ACCCATCCTACCTGCACCCTG0.502

- 5 585IL13RA2_uc010nqd.1_Missense_Mutation_p.L154FNM_000640 NP_000631 Q14627 I13R2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 3CAAGAACAGAGTAAATATTGC0.318

+ 8 1727LONRF3_uc004eqx.2_Missense_Mutation_p.P525S|LONRF3_uc004eqy.2_RNA|LONRF3_uc004eqz.2_Missense_Mutation_p.P310SNM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN Lon. 2TATGGCCTATCCCACCGTTCC0.458

- 1 394 NM_178471 NP_848566 Q8TDV5 GP119_HUMANHelical; Name=4; (Potential). 2AGGTAAGACACTAACCACAGC0.542

- 6 636ENOX2_uc004evx.2_Missense_Mutation_p.I44T|ENOX2_uc004evy.2_Missense_Mutation_p.I44TNM_182314 NP_872114 Q16206 ENOX2_HUMAN Pro-rich. 1TATTGGTGGAATTCCAGTCAT0.398

- 1 407 NM_054021 NP_473362 Q96P66 GP101_HUMANCytoplasmic (Potential). 5GTAGGAGAGAGGGTGGATGAT0.597

+ 8 1910MAGEC3_uc004fbs.2_3'UTR|MAGEC3_uc010nsj.2_3'UTRNM_138702 NP_619647 Q8TD91 MAGC3_HUMAN MAGE 2. 3AGTGTCATGTCCACCAACTTC0.522

- 2 2723SLITRK4_uc004fby.2_Missense_Mutation_p.E783KNM_173078 NP_775101 Q8IW52 SLIK4_HUMANCytoplasmic (Potential). 2GGTTGTTTTTCTGGATAGCGG0.383

+ 14 1597FMR1_uc004fcj.2_Missense_Mutation_p.G447S|FMR1_uc004fck.3_Missense_Mutation_p.G449S|FMR1_uc004fcl.3_Missense_Mutation_p.G310S|FMR1_uc011mxa.1_Missense_Mutation_p.G117SNM_002024 NP_002015 Q06787 FMR1_HUMANInteraction with RANBP9. 3TCAAGGAATGGGTCGAGGTAG0.438

+ 7 1338 NM_005140 NP_005131 Q16280 CNGA2_HUMANExtracellular (Potential). 3GGGAAATGTGGGCTCCATGAT0.517

+ 8 1129 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3AGACCCCGAAGAGTCATTGCC0.522

+ 12 911ZNF185_uc011myg.1_Missense_Mutation_p.A292T|ZNF185_uc011myh.1_Intron|ZNF185_uc011myi.1_Intron|ZNF185_uc011myj.1_Intron|ZNF185_uc011myk.1_Missense_Mutation_p.A293T|ZNF185_uc004fgw.3_Intron|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'UTRNM_007150 NP_009081 O15231 ZN185_HUMAN 3GACACCCAGGGCAGGACTCCG0.602

- 16 3352 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2GTGAGCCCGCCTGCCGCTGTC0.647

- 7 679FAM3A_uc004flt.1_Missense_Mutation_p.L148F|FAM3A_uc011mzp.1_Missense_Mutation_p.L117F|FAM3A_uc004flu.1_Missense_Mutation_p.L131F|FAM3A_uc011mzq.1_Missense_Mutation_p.L134F|FAM3A_uc004flw.1_Missense_Mutation_p.L134FNM_021806 NP_068578 P98173 FAM3A_HUMAN 1GAATAAACTTCAACAGGTCGT0.597

- 8 977G6PD_uc004flx.1_Splice_Site_p.K318_spliceNM_001042351 NP_001035810 P11413 G6PD_HUMAN 4GCACCCCCTACCTTCTCATCA0.622

+ 2 583IKBKG_uc011mzr.1_Missense_Mutation_p.E125K|IKBKG_uc010nva.2_Missense_Mutation_p.E45K|IKBKG_uc011mzs.1_Missense_Mutation_p.E57K|IKBKG_uc004fma.3_RNA|IKBKG_uc004fmc.3_Missense_Mutation_p.E45K|IKBKG_uc004fmd.2_Missense_Mutation_p.E57K|IKBKG_uc010nvc.1_Missense_Mutation_p.E45K|IKBKG_uc010nvd.1_Missense_Mutation_p.E45KNM_001099857 NP_001093327 Q9Y6K9 NEMO_HUMANInteraction with CHUK/IKBKB.|Potential. 0CTGCCTGGAGGAGAATCAAGA0.627

+ 2 586NLGN4Y_uc004fte.2_Intron|NLGN4Y_uc011nas.1_Nonsense_Mutation_p.Q112*|NLGN4Y_uc004ftf.2_5'UTR|NLGN4Y_uc004fth.2_Nonsense_Mutation_p.Q112*|NLGN4Y_uc004fti.3_Nonsense_Mutation_p.Q112*NM_014893 NP_055708 Q8NFZ3 NLGNY_HUMANExtracellular (Potential). 0TGTGTGCCCCCAGCACCTGGA0.493

- 36 4659HSPG2_uc009vqd.2_Missense_Mutation_p.S1541FNM_005529 NP_005520 P98160 PGBM_HUMANLaminin EGF-like 9; second part. 9CACCTGGCAGGACAGACCGAT0.657



+ 2 779GJB3_uc001bxy.2_Missense_Mutation_p.T55I|GJB3_uc001bxz.3_Missense_Mutation_p.T55I|uc010ohs.1_RNANM_024009 NP_076872 O75712 CXB3_HUMANExtracellular (Potential). 0GACTGCAACACCAAGCAGCCC0.607

+ 34 4365NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGACTCACTGAATAGATGTTA0.473

- 3 8411 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TCCTCTGCTTGACCCCGGGTG0.587

- 1 43 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMANExtracellular (Potential). 2GAGAAACCTTCAAAGAGGAAC0.428

+ 6 877PPOX_uc001fyn.2_Intron|PPOX_uc001fyg.2_Missense_Mutation_p.S196F|PPOX_uc001fyl.2_Missense_Mutation_p.S162F|PPOX_uc001fym.2_Intron|PPOX_uc001fyk.2_Missense_Mutation_p.S34F|PPOX_uc001fyh.2_Missense_Mutation_p.S34F|PPOX_uc010pkg.1_Missense_Mutation_p.S34F|PPOX_uc009wuc.1_Missense_Mutation_p.S34F|PPOX_uc010pkh.1_Intron|PPOX_uc001fyi.2_Missense_Mutation_p.S34FNM_001122764 NP_001116236 P50336 PPOX_HUMAN 1ACCCATCGTTCCATATTACTG0.547

+ 7 624RGS13_uc001gsk.2_Missense_Mutation_p.E115KNM_002927 NP_002918 O14921 RGS13_HUMAN RGS. 0GAACATTCAGGAACCCACTGA0.348

+ 8 2362_2363IGFN1_uc001gwb.2_RNANM_178275 NP_840059 3GGCCTGGAGAGGGCTACTTCGT0.614

+ 7 1349_1350CR2_uc001hfv.2_Missense_Mutation_p.G419K|CR2_uc009xch.2_Missense_Mutation_p.G419K|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 7.|Extracellular (Potential). 8CATCCTCAATGGGCAAAAGGAA0.421

- 1 538 NM_001001959 NP_001001959 Q8NGX0 O11L1_HUMANExtracellular (Potential). 3GGCGGGAGGTCGCAGAAGAAA0.507

+ 1 103 NM_001004688 NP_001004688 Q96R28 OR2M2_HUMANHelical; Name=1; (Potential). 4CCTGGGCATCTTTTTAGTGGC0.522

- 1 352KLF6_uc010qaj.1_Nonsense_Mutation_p.E29*|KLF6_uc010qak.1_RNA|KLF6_uc010qal.1_Nonsense_Mutation_p.E29*|KLF6_uc001ihb.2_Nonsense_Mutation_p.E29*NM_001300 NP_001291 Q99612 KLF6_HUMAN 4CAGTACTCCTCCAGAGACGGC0.557

+ 1 575 NM_001005181 NP_001005181 Q8NH76 O56B4_HUMANExtracellular (Potential). 1GGGGTTATCAGCCTGGCTTGT0.488

+ 1 427 NM_001005323 NP_001005323 Q8NH90 O5AK2_HUMANHelical; Name=4; (Potential). 3AGTCTGCATCCGTTTGGTAGC0.443

+ 8 4653 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 14.|Extracellular (Potential). 5GTTTCCTTATCGAAGAAACTT0.358

+ 20 2806CNTN5_uc001pfz.2_Missense_Mutation_p.E823K|CNTN5_uc001pgb.2_Missense_Mutation_p.E749K|CNTN5_uc010ruk.1_Missense_Mutation_p.E94KNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 2. 8TGGCTGGAAGGAAAAAATGGT0.408

- 21 2696HYOU1_uc001put.2_Missense_Mutation_p.F800L|HYOU1_uc010ryu.1_Missense_Mutation_p.F793L|HYOU1_uc010ryv.1_Missense_Mutation_p.F724L|HYOU1_uc001pux.3_Missense_Mutation_p.F835LNM_006389 NP_006380 Q9Y4L1 HYOU1_HUMAN 0CACTTGAGGAACATGCTGGAA0.567

- 8 1220KIRREL3_uc001qeb.2_Missense_Mutation_p.R287W|KIRREL3_uc001qec.1_Missense_Mutation_p.R287WNM_032531 NP_115920 Q8IZU9 KIRR3_HUMANExtracellular (Potential).|Ig-like C2-type 3. 3ATCTGGCCCCGCTTGGCCCAC0.592

- 1 373 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6GGGTGCCAGGAGGCTCTTGTT0.602

- 9 1066 NM_182496 NP_872302 Q502W7 CCD38_HUMAN 1TCTGAAAGGACAGCTGTCCTC0.438 rs139965944

+ 15 1422KIAA1033_uc010swr.1_Missense_Mutation_p.L446F|KIAA1033_uc010sws.1_Missense_Mutation_p.L257FNM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2AGGGCTTCTTGTATGCATATA0.299

- 10 1429FOXN4_uc009zvg.2_Missense_Mutation_p.G239R|FOXN4_uc001tof.3_Missense_Mutation_p.G262RNM_213596 NP_998761 Q96NZ1 FOXN4_HUMAN 2AAGCTGAATCCCTCATCCTTC0.572

+ 4 2801 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANLocalization to the growing distal tip of microtubules.|Mediates interaction with MAPRE1.0CACACCCAAGGGGGCCGGCCG0.562

- 2 3185PCDH9_uc001vil.2_Missense_Mutation_p.F831L|PCDH9_uc010thl.1_Missense_Mutation_p.F831L|PCDH9_uc001vin.3_Missense_Mutation_p.F831LNM_203487 NP_982354 Q9HC56 PCDH9_HUMANHelical; (Potential). 6GAACGGTGACGAAGATCACAA0.512

+ 10 2368 NM_000369 NP_000360 P16473 TSHR_HUMANCytoplasmic (Potential). 299CATGGAAGATGTCTATGAACT0.453

- 6 1183 uc001zit.1_Intron NM_005159 NP_005150 P68032 ACTC_HUMAN 2TTCTGCATACGATCAGCAATA0.438

+ 18 2237MAPKBP1_uc001zoj.3_Missense_Mutation_p.K645Q|MAPKBP1_uc010bcj.2_Missense_Mutation_p.K152Q|MAPKBP1_uc010bci.2_Missense_Mutation_p.K645Q|MAPKBP1_uc010udb.1_Missense_Mutation_p.K484Q|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_Missense_Mutation_p.K152QNM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 10. 10TGGAAAGCAGAAGAAGCTGTT0.527

- 16 2257TRPM7_uc010bew.1_Missense_Mutation_p.E665K|TRPM7_uc001zyu.2_Missense_Mutation_p.E223KNM_017672 NP_060142 Q96QT4 TRPM7_HUMANCytoplasmic (Potential). 10TGCTTTGCTTCATATGCCATT0.358

- 14 1982SLTM_uc002afn.2_Nonsense_Mutation_p.R174*|SLTM_uc002afo.2_Nonsense_Mutation_p.R614*|SLTM_uc002afq.2_Nonsense_Mutation_p.R201*|SLTM_uc010bgd.2_Nonsense_Mutation_p.R201*NM_024755 NP_079031 Q9NWH9 SLTM_HUMANArg/Glu-rich.|Potential. 1TCCTACCTTCGAAGTTCCATT0.363

- 10 1877TLE3_uc002ask.2_Missense_Mutation_p.S197F|TLE3_uc002asl.2_Missense_Mutation_p.S258F|TLE3_uc010ukd.1_Missense_Mutation_p.S246F|TLE3_uc010bik.1_Intron|TLE3_uc010bil.1_Missense_Mutation_p.S253F|TLE3_uc002asn.2_Missense_Mutation_p.S253F|TLE3_uc002asp.2_Missense_Mutation_p.S253F|TLE3_uc002aso.2_Missense_Mutation_p.S253FNM_005078 NP_005069 Q04726 TLE3_HUMAN CCN domain. 2TACCTCATTGGAAACATCCAC0.527

- 4 2370BNC1_uc010uos.1_Missense_Mutation_p.S749FNM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 4. 3GCTCCTGCGGGAGGGAAAGGT0.323

+ 25 2886TSC2_uc010bsd.2_Missense_Mutation_p.T927I|TSC2_uc002coo.2_Missense_Mutation_p.T927I|TSC2_uc010uvv.1_Missense_Mutation_p.T890I|TSC2_uc010uvw.1_Missense_Mutation_p.T878I|TSC2_uc002cop.2_Missense_Mutation_p.T727INM_000548 NP_000539 P49815 TSC2_HUMAN 10TTTGATGACACCCCCGAGAAG0.637 rs144329595

+ 2 610ZNF213_uc002cud.2_RNA|ZNF213_uc010btf.2_Missense_Mutation_p.D55N|ZNF213_uc010bth.2_Missense_Mutation_p.D55N|ZNF213_uc010uwt.1_Missense_Mutation_p.D55NNM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0CTGCTACGGGGATGTGCATGG0.622

- 5 2188 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11TGTATCCATGCGTTTAGGACT0.433

- 5 440SLC6A10P_uc002edi.1_RNA 0CGTTGGTGTTTTTGTAGACCA0.512

+ 15 2022SPG7_uc002fnl.2_Missense_Mutation_p.M76INM_003119 NP_003110 Q9UQ90 SPG7_HUMANMitochondrial matrix (Potential). 0AGTTTGGGATGGCACCTGGCA0.657

- 1 896 NM_002548 NP_002539 P34982 OR1D2_HUMANCytoplasmic (Potential). 1TCTTCCCAGAGCCCCATGCAT0.463

+ 4 595SPACA3_uc010cte.1_RNANM_173847 NP_776246 Q8IXA5 SACA3_HUMANExtracellular (Potential). 2GAATCCTAATCTCAAGGATAC0.413

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0 ctggagatgctgcagctgggg 0.129

- 1 103 NM_025237 NP_079513 Q9BQB4 SOST_HUMAN 0CTCCACTACACGGAAGGCTGT0.627

+ 6 893DCAF7_uc002jbb.2_RNA|DCAF7_uc010wpn.1_IntronNM_005828 NP_005819 P61962 DCAF7_HUMAN 1CCCACTGCTTCGCCTCTGCTG0.572

- 1 69GH2_uc002jcj.2_Missense_Mutation_p.A3T|CSH2_uc002jck.2_Intron|GH2_uc002jcl.1_Missense_Mutation_p.A3T|GH2_uc002jcm.1_Missense_Mutation_p.A3T|GH2_uc002jcn.1_Missense_Mutation_p.A3TNM_002059 NP_002050 P01242 SOM2_HUMAN 3CGCTTACCTGCAGCCATTGCC0.597 rs148779841

- 11 1400PIP5K1C_uc010xhq.1_Missense_Mutation_p.S448F|PIP5K1C_uc010xhr.1_Missense_Mutation_p.S448FNM_012398 NP_036530 O60331 PI51C_HUMAN 4TGGCTTACAGGAGTTCTTCCG0.652

- 3 21493 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57AGCAGGGAAGGGAGAGAGCTG0.507

- 3 15005 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACTGCTAGAGGAAGTGACATC0.517

- 4 1258 NM_031310 NP_112600 Q9BX97 PLVAP_HUMANExtracellular (Potential). 0AGGGCCCATGGGCCTTGACAC0.597

+ 5 1465 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMAN 0ACTGGTGAGAAACCCTATCAA0.403

- 5 629RASGRP4_uc010efz.1_RNA|RASGRP4_uc010ega.1_RNA|RASGRP4_uc010xua.1_Missense_Mutation_p.D139N|RASGRP4_uc010xub.1_Missense_Mutation_p.D139N|RASGRP4_uc010xuc.1_Missense_Mutation_p.D139N|RASGRP4_uc010xud.1_Missense_Mutation_p.D139N|RASGRP4_uc010xue.1_Missense_Mutation_p.D139N|RASGRP4_uc010egb.2_Missense_Mutation_p.D139NNM_170604 NP_733749 Q8TDF6 GRP4_HUMANN-terminal Ras-GEF. 3AGCTGGGGATCCTGGTGCATC0.582



- 1 310ZNF180_uc002ozh.3_Intron|ZNF180_uc002ozi.3_Intron|ZNF180_uc002ozg.3_Missense_Mutation_p.G7E|ZNF180_uc010ejm.2_Missense_Mutation_p.E10KNM_013256 NP_037388 Q9UJW8 ZN180_HUMAN 2CTTCCAGCTTCCCGCGTAGAC0.667

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 GGCACCACcagcagcagcagc0.597

+ 4 1011SIGLEC7_uc002pvw.1_Missense_Mutation_p.D221E|SIGLEC7_uc010eoq.1_Intron|SIGLEC7_uc010eor.1_IntronNM_014385 NP_055200 Q9Y286 SIGL7_HUMANIg-like C2-type 2.|Extracellular (Potential). 1ACCTGGGGGATGAAGGGGAAT0.597

+ 8 1498LILRA2_uc010ern.2_3'UTR|LILRA2_uc002qgf.2_Missense_Mutation_p.A453V|LILRA2_uc010ero.2_Missense_Mutation_p.A441V|LILRA2_uc010yfg.1_IntronNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANHelical; (Potential). 1CTATTTGAGGCTCAGCACAGC0.567

+ 5 1578 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1AGCAATGAGGGAAATTCCACA0.473

+ 5 494ZNF512_uc010ylv.1_Missense_Mutation_p.P57L|ZNF512_uc010ylw.1_Intron|ZNF512_uc002rlb.2_Missense_Mutation_p.P57L|ZNF512_uc010ylx.1_Missense_Mutation_p.P57L|ZNF512_uc002rlc.2_Missense_Mutation_p.P57L|ZNF512_uc010yly.1_RNA|ZNF512_uc010ylz.1_IntronNM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1CAGCCCAATCCCAAATCCCAG0.468

+ 9 1831LTBP1_uc002rot.2_Missense_Mutation_p.E285K|LTBP1_uc002rou.2_Missense_Mutation_p.E285K|LTBP1_uc002rov.2_Missense_Mutation_p.E285K|LTBP1_uc010ymz.1_Missense_Mutation_p.E285K|LTBP1_uc010yna.1_Missense_Mutation_p.E285KNM_206943 NP_996826 Q14766 LTBP1_HUMAN 8CCAAATGATGGAATGCCTACC0.368

- 9 3464YSK4_uc002tuf.1_Missense_Mutation_p.G327S|YSK4_uc010fnc.1_Missense_Mutation_p.G279S|YSK4_uc010fnd.1_Missense_Mutation_p.G1032S|YSK4_uc010zbg.1_Missense_Mutation_p.G277S|YSK4_uc002tuh.3_Missense_Mutation_p.G873S|YSK4_uc002tui.3_3'UTRNM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5ATTGAGCCACCAGGAACAAAC0.408

- 3 581 NM_019850 NP_062824 Q8N5V2 NGEF_HUMANRegulatory region; modulates activity toward RHOA, RAC1 and CDC42 (By similarity).7TGCAAGGAGGCATTCTGCTCC0.468

- 2 235ESF1_uc002wok.1_Missense_Mutation_p.H43Y|C20orf7_uc002wol.1_5'Flank|C20orf7_uc002wom.2_5'Flank|C20orf7_uc002won.2_5'Flank|C20orf7_uc002woo.2_5'FlankNM_016649 NP_057733 Q9H501 ESF1_HUMAN 1TTCTTGTCATGAAACATGGCT0.443

+ 2 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GTACAGAATCGCCCTGAAATC0.353 rs7266938

- 2 143 NM_003225 NP_003216 P04155 TFF1_HUMAN P-type. 0CTTTCACGGGGGGCCACTGTA0.522

- 2 301DAZL_uc003cba.2_Missense_Mutation_p.T23ANM_001351 NP_001342 Q92904 DAZL_HUMAN 0GGATTTGCAGTAGACTGTAAT0.343

- 7 3619KIAA2018_uc003eal.2_Missense_Mutation_p.D1014YNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3ACCTCTTGATCAGGGAGGCAG0.423

- 7 2195TMCC1_uc003emy.3_Missense_Mutation_p.Q241L|TMCC1_uc011blc.1_Missense_Mutation_p.Q386L|TMCC1_uc010htg.2_Missense_Mutation_p.Q451LNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1CTGCTGCTGCTGCAGCTCCAT0.572

+ 14 2124MED12L_uc011bnz.1_Missense_Mutation_p.P556S|MED12L_uc003eyn.2_Missense_Mutation_p.P731S|MED12L_uc003eyo.2_Missense_Mutation_p.P696SNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ATTAATTTTTCCATCTAATTA0.388

+ 7 932FAM193A_uc010ick.2_Missense_Mutation_p.S394L|FAM193A_uc003gfd.2_Missense_Mutation_p.S194L|FAM193A_uc011bvm.1_Missense_Mutation_p.S218L|FAM193A_uc011bvn.1_Missense_Mutation_p.S194L|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_RNA|FAM193A_uc003gfe.2_Missense_Mutation_p.S48LNM_003704 NP_003695 P78312 F193A_HUMAN 3CACATGTTATCGTCCCGGCTG0.488

+ 11 1864CPZ_uc003gll.2_RNA|CPZ_uc003gln.2_Missense_Mutation_p.I443L|CPZ_uc003glo.2_Missense_Mutation_p.I569L|CPZ_uc003glp.2_RNANM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3TGTGGACTTCATTCTGCAACC0.587 rs149680311

- 1 675UGT2B4_uc011cap.1_Missense_Mutation_p.R74W|UGT2B4_uc003hel.3_Missense_Mutation_p.R210WNM_021139 NP_066962 P06133 UD2B4_HUMAN 2TTTTTTACCCTCTCTATGAAA0.373

+ 13 2363 NM_020840 NP_065891 Q9P278 FNIP2_HUMANInteraction with PRKAA1. 0TTTGCATCTCCAGAGTCTGAC0.552

- 19 2230NEK1_uc003isc.1_Missense_Mutation_p.R536C|NEK1_uc003isd.1_Missense_Mutation_p.R608C|NEK1_uc003ise.1_Missense_Mutation_p.R564C|NEK1_uc003isf.1_Missense_Mutation_p.R511CNM_012224 NP_036356 Q96PY6 NEK1_HUMAN 6TTTTCACCACGAAGTTTGGCT0.338

+ 15 2141 C7_uc011cpn.1_RNA NM_000587 NP_000578 P10643 CO7_HUMAN Sushi 2. 0TGTGGCTCCAGCCTTAAGTGG0.493

- 13 2318SLCO6A1_uc003kno.2_Missense_Mutation_p.E463K|SLCO6A1_uc003knp.2_Missense_Mutation_p.E716K|SLCO6A1_uc003knq.2_Missense_Mutation_p.E654KNM_173488 NP_775759 Q86UG4 SO6A1_HUMANCytoplasmic (Potential). 7AAGTCAGTTTCTTCTTTTTTC0.269

+ 10 1954SNCAIP_uc011cwl.1_Missense_Mutation_p.S141F|SNCAIP_uc003ksx.1_Missense_Mutation_p.S630F|SNCAIP_uc003ksy.1_Missense_Mutation_p.S217F|SNCAIP_uc003ksz.1_Missense_Mutation_p.S217F|SNCAIP_uc010jcu.2_Missense_Mutation_p.S179F|SNCAIP_uc011cwm.1_Missense_Mutation_p.S217F|SNCAIP_uc003kta.1_Missense_Mutation_p.S215F|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.S277F|SNCAIP_uc010jcx.1_Missense_Mutation_p.S523F|uc003ktb.1_RNA|SNCAIP_uc003ktc.1_Missense_Mutation_p.S99FNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2GATGATGATTCTGTAGCCAAA0.473

+ 2 282RBM24_uc003nby.3_Missense_Mutation_p.R93K|RBM24_uc011dix.1_Missense_Mutation_p.R35K|RBM24_uc003nca.2_Missense_Mutation_p.R48KNM_001143942 NP_001137414 Q9BX46 RBM24_HUMAN 2GCAAAACCAAGGATCATGCAA0.517

- 5 1065BAT1_uc003ntr.2_5'Flank|BAT1_uc003nts.2_Missense_Mutation_p.V145G|BAT1_uc011dnn.1_Missense_Mutation_p.V67G|BAT1_uc003ntu.2_Missense_Mutation_p.V145G|BAT1_uc003ntv.2_Missense_Mutation_p.V145G|BAT1_uc003ntw.2_Missense_Mutation_p.V145G|BAT1_uc003ntx.2_Missense_Mutation_p.V145G|BAT1_uc011dno.1_Missense_Mutation_p.V98G|BAT1_uc011dnp.1_Missense_Mutation_p.V67G|SNORD117_uc003nty.1_5'Flank|BAT1_uc011dnq.1_RNANM_004640 NP_004631 Q13838 DX39B_HUMANHelicase ATP-binding. 0AAAAACAGCAACCTGCCGAGC0.498

- 10 6683ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CAACTCCAGGGAACTACATTT0.473

- 5 756RHAG_uc010jzl.2_Missense_Mutation_p.P232S|RHAG_uc010jzm.2_Missense_Mutation_p.P232SNM_000324 NP_000315 Q02094 RHAG_HUMANExtracellular (Potential). 2TTGTCTCCAGGTTCAGCAATG0.502

+ 2 581PRSS35_uc010kbm.2_Missense_Mutation_p.T140ANM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1AAGGTTCTTAACCAATTTCCC0.478

+ 5 1098ESR1_uc010kin.2_Missense_Mutation_p.R243L|ESR1_uc010kio.2_Missense_Mutation_p.R245L|ESR1_uc010kip.2_Missense_Mutation_p.R243L|ESR1_uc003qon.3_Missense_Mutation_p.R243L|ESR1_uc003qoo.3_Missense_Mutation_p.R243L|ESR1_uc010kiq.2_5'UTR|ESR1_uc010kir.2_Intron|ESR1_uc011eet.1_Intron|ESR1_uc011eeu.1_RNA|ESR1_uc011eev.1_Intron|ESR1_uc011eew.1_Intron|ESR1_uc010kis.2_Missense_Mutation_p.R24L|ESR1_uc011eex.1_Missense_Mutation_p.R24LNM_001122742 NP_001116214 P03372 ESR1_HUMANNR C4-type.|Nuclear receptor.|Mediates interaction with DNTTIP2.5TGCCGGCTCCGTAAATGCTAC0.542

+ 3 1262MAP3K4_uc010kkc.1_Missense_Mutation_p.L374V|MAP3K4_uc003qto.2_Missense_Mutation_p.L374V|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_5'UTRNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9ATTGCAGGCTCTTCAGAAGGA0.423

- 6 669MMD2_uc003snl.1_RNA|MMD2_uc003snn.3_Intron|MMD2_uc010ksq.2_IntronNM_001100600 NP_001094070 Q8IY49 PAQRA_HUMANCytoplasmic (Potential). 1CACACAGCTCCCTGTTCTTGG0.552

+ 19 2202STAG3_uc010lgs.1_Missense_Mutation_p.E471K|STAG3_uc011kjk.1_Missense_Mutation_p.E625K|GATS_uc003uty.3_RNA|GATS_uc003utz.3_RNA|GATS_uc003uua.3_3'UTR|GATS_uc010lgt.2_RNA|STAG3_uc003uub.1_5'UTRNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GCAGGAGCTTGAAGAGCTGTT0.572

- 8 1420CREB3L2_uc003vtx.1_Missense_Mutation_p.V342A|CREB3L2_uc003vtv.2_Missense_Mutation_p.V279ANM_194071 NP_919047 Q70SY1 CR3L2_HUMANCytoplasmic (Potential).|Leucine-zipper. 160GTTCTCTAGAACCTCTACCTT0.438

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 4 2553 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GGGAGGTATGGGGGCCGGCGA0.657

+ 4 1335 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12CCTATGGAGCGAAGCAGTAAT0.433 rs141279458

- 6 1422SDR16C5_uc010lyk.1_Nonsense_Mutation_p.K262*|SDR16C5_uc010lyl.1_Nonsense_Mutation_p.K218*NM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3AAGTACATTTTTTCTTGTAGA0.318

+ 8 879WWP1_uc010mai.2_IntronNM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2ACTCTAGTCCAAAACTCATGC0.403

- 14 1651UBR5_uc003yks.1_Missense_Mutation_p.P540SNM_015902 NP_056986 O95071 UBR5_HUMAN 28TGATAAAGAGGATTATTTCTC0.323

- 6 1753TMEM2_uc010mos.2_Intron|TMEM2_uc011lsb.1_RNANM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2AATCCTGAAAGAGAAACGCCT0.368

+ 4 805 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN 0CCACATCACATTGAGAGAGTG0.527

- 4 3084GRIN3A_uc004bbq.1_Missense_Mutation_p.G828ENM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7ATACTCCACTCCATCAGGGGT0.418

- 7 1012RALGDS_uc011mcw.1_Intron|GBGT1_uc004ccx.2_Missense_Mutation_p.R197K|GBGT1_uc010nab.2_3'UTR|GBGT1_uc011mcx.1_Missense_Mutation_p.R227K|GBGT1_uc010nac.1_Missense_Mutation_p.R108K|GBGT1_uc004ccy.1_3'UTRNM_021996 NP_068836 Q8N5D6 GBGT1_HUMANLumenal (Potential). 0GGAAACACGCCTGCGCTCATA0.597

+ 46 6986CACNA1B_uc004coi.2_Missense_Mutation_p.E1493KNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6TCTCACTTTCGAGGAGGCTGT0.647

- 5 4056 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8ATATATTTTTCTGGTGGTTGT0.368

+ 3 354CCNB3_uc004doy.2_Missense_Mutation_p.S19F|CCNB3_uc004doz.2_Missense_Mutation_p.S19F|CCNB3_uc010njq.2_5'UTRNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9AAATCTCAGTCCAGCAAAATT0.483



- 13 1152NXF3_uc010noi.1_Nonsense_Mutation_p.R211*NM_022052 NP_071335 Q9H4D5 NXF3_HUMAN NTF2. 3AGACCCTGTCGATCTCCAGAG0.522

- 105 15336UBR4_uc001bbe.1_5'Flank|UBR4_uc001bbf.2_Missense_Mutation_p.P6L|UBR4_uc010ocv.1_Missense_Mutation_p.P634L|UBR4_uc009vph.2_Missense_Mutation_p.P766L|UBR4_uc010ocw.1_Missense_Mutation_p.P775L|UBR4_uc001bbg.2_Missense_Mutation_p.P822L|UBR4_uc001bbh.2_Missense_Mutation_p.P820LNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GTTACTGGTAGGCACCTTCTA0.542

- 13 2891KIF17_uc001bdp.3_Missense_Mutation_p.D202N|KIF17_uc001bdq.3_Missense_Mutation_p.D203N|KIF17_uc009vpx.2_Missense_Mutation_p.D295N|KIF17_uc001bds.3_Missense_Mutation_p.D924NNM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4TCGCCATTGTCTGCTGCAGAG0.582

+ 19 2184NBPF9_uc010oxn.1_Missense_Mutation_p.D598A|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.D515A|NBPF9_uc001ekg.1_Missense_Mutation_p.D27A|NBPF9_uc001ekk.1_Missense_Mutation_p.D271A|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.D27A|uc010oxz.1_Missense_Mutation_p.D515ANM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GAGCTGCTGGATGAGAAAGAG0.483

- 11 1575RFX5_uc001exw.1_Missense_Mutation_p.D454G|RFX5_uc009wmr.1_Missense_Mutation_p.D454G|RFX5_uc010pcx.1_Missense_Mutation_p.D414GNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1ATCCTCTATATCCTGCTTTGC0.532

- 2 3389TCHH_uc009wne.1_Missense_Mutation_p.K1130TNM_007113 NP_009044 Q07283 TRHY_HUMAN4-8.|10 X 30 AA tandem repeats. 5 gcgccttctcttctcccgttc 0.239

- 3 4292 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17GTGGACTGTCCATGACCAGAG0.527

- 3 1113 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TGTATCTGAGTGTGTCCTCCT0.592

- 2 900KLHDC8A_uc010prg.1_Intron|KLHDC8A_uc001hcg.1_Missense_Mutation_p.S111NNM_018203 NP_060673 Q8IYD2 KLD8A_HUMAN Kelch 3. 1ACGCAGCATGCTCCTCTTCTT0.622

+ 1 494 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANExtracellular (Potential). 3GCGACATTTTCCTTCTCCTAC0.443

- 2 885RASSF4_uc001jbo.2_Intron|RASSF4_uc001jbp.2_Intron|RASSF4_uc009xmn.2_Intron|RASSF4_uc001jbq.2_IntronNM_007021 NP_008952 Q9NTK1 DEPP_HUMAN 0AGTGTTCTGAGGACACTGCTG0.607

- 21 2892ADAM12_uc010qul.1_Missense_Mutation_p.R778CNM_003474 NP_003465 O43184 ADA12_HUMANCytoplasmic (Potential). 9CTAGGTGCACGTGGAGCCCGG0.552

+ 52 15620_15621MUC5B_uc001ltb.2_Missense_Mutation_p.G4846ENM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0TCCACCCCAGGGACCACCTGGA0.639

- 3 560 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMAN9 X 4 AA repeats of C-C-X-P. 0CCCACAGGAGCCACAGCCCCC0.677

+ 32 6648NAV2_uc001mpp.2_Missense_Mutation_p.R2029Q|NAV2_uc009yhx.2_Missense_Mutation_p.R1157Q|NAV2_uc009yhz.2_Missense_Mutation_p.R738Q|NAV2_uc001mpu.2_Missense_Mutation_p.R531QNM_182964 NP_892009 Q8IVL1 NAV2_HUMAN 6GAGCACCGTCGGATCATTCTC0.582

- 1 444 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMANMACPF.|Extracellular (Potential). 2TTTCTGAGTTCATCTCCAGGT0.438

- 2 570FADS2_uc001nsj.2_5'Flank|FADS1_uc001nsh.2_Nonsense_Mutation_p.G7*|FADS1_uc010rln.1_Nonsense_Mutation_p.G7*NM_013402 NP_037534 O60427 FADS1_HUMANCytoplasmic (Potential).|Cytochrome b5 heme-binding.1GACAGTTCTCCAATCAGGAGA0.507

- 5 6119AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CGACACATCCACATCCCCTTT0.502

+ 3 423 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1CTTTGTCACCCAGCTGAGATA0.542

- 3 897 NM_006248 NP_006239 0CCTCCTTGTGGGGGTGGTCCT0.617

- 3 584GJB6_uc001unc.3_Missense_Mutation_p.G11W|GJB6_uc001una.3_Missense_Mutation_p.G11W|GJB6_uc001und.3_Missense_Mutation_p.G11W|GJB6_uc001unb.3_Missense_Mutation_p.G11WNM_006783 NP_006774 O95452 CXB6_HUMANCytoplasmic (Potential). 1TTGACACCCCCGATGAAAGTG0.507 rs104894415

+ 1 461 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 2. 4GGTTTGTGATGAAAATGGTTC0.363

+ 1 2205 NR_003268 0TTTAAATGTGCCTGATTCATC0.428 rs57976037

+ 2 409TM9SF1_uc010tob.1_Intron|TSSK4_uc001wne.2_Missense_Mutation_p.R5W|TSSK4_uc001wnf.2_5'UTR|TSSK4_uc001wnh.2_Missense_Mutation_p.R81WNM_174944 NP_777604 Q6SA08 TSSK4_HUMANProtein kinase. 0GAAAGTCTTGCGGCACAAGTA0.517

+ 2 367SRP54_uc010tpp.1_5'UTR|SRP54_uc010tpq.1_IntronNM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1TCTAGCAGACCTTGGAAGAAA0.328

- 7 8020AHNAK2_uc001ypx.2_Missense_Mutation_p.L2534MNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GCCAGGGACAGGTCCCCCTCC0.597

- 187 0TCACACTGACCTCCCCTCACT0.587 rs7146961

+ 1 109 NM_001080841 NP_001074310 0ACTCCTTGTTGTGATGGCCTT0.498

+ 2 87 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4CAGTCTGTTCCCTTCTCGGCC0.532

- 5 785CHRNB4_uc002bee.1_Intron|CHRNB4_uc010blh.1_Missense_Mutation_p.D43NNM_000750 NP_000741 P30926 ACHB4_HUMANExtracellular (Potential). 0ATGATGAAGTCGTAAGTCACG0.552

+ 4 2161 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 12. 4ACTACACATCAGAGAAGTCAT0.438

+ 2 199NOD2_uc010cbj.1_Missense_Mutation_p.E5K|NOD2_uc010cbk.1_Missense_Mutation_p.E5K|NOD2_uc002egl.1_5'UTRNM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4GTGCTCGCAGGAGGCTTTTCA0.607

+ 1 213KRTAP9-9_uc010wfq.1_IntronNM_031963 NP_114169 Q9BYQ0 KRA98_HUMAN7.|15 X 5 AA repeats of C-C-[RQVSGE]- [SPSNQ]-[TASPI].1TGCCAGCCCATCTGTGTGACC0.637

- 9 1241STAT5B_uc002hzi.3_Missense_Mutation_p.G358RNM_012448 NP_036580 P51692 STA5B_HUMAN 6TTCAGCTTCCCGCCCACCAGC0.587

+ 4 279GOSR2_uc010wkh.1_Missense_Mutation_p.R69L|GOSR2_uc002iky.2_Missense_Mutation_p.R69L|GOSR2_uc002ikz.2_Missense_Mutation_p.R69LNM_004287 NP_004278 O14653 GOSR2_HUMANCytoplasmic (Potential).|Potential. 2AATTCCAGTCGGGTTGACCAG0.527

+ 4 1858ZNF700_uc010xme.1_Missense_Mutation_p.H596N|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 13. 0ATCTGCCTCACACCTTCGAAT0.463

+ 4 1651ZNF844_uc010dym.1_Missense_Mutation_p.P346RNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GAGAGAAACCCTATGAGTGTA0.413

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0TGAGATAACGCTTTCCCACAC0.428

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0TGAGATAACGTTTTCCCACAC0.413

- 4 901 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1CTGTAAAAAGAAAAGGCTTTA0.378

- 4 1409ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1GTCAAAGGCTCTACCACATAC0.433

+ 4 1543 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1TCATACTGGAGAGAAACCCTA0.373

- 7 1908PRX_uc002onq.2_Missense_Mutation_p.Q408E|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|18.2TTCGGCAGCTGTACCTCTGGA0.587

- 4 2233ZNF28_uc002qac.2_Missense_Mutation_p.N652Y|ZNF28_uc010eqe.2_Missense_Mutation_p.N651YNM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1TATACAAGGTTTGACATCTGA0.408

- 5 1439ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.Q364ENM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0GATGATTTCTGACTGAAGGTC0.398

+ 4 1386ZNF845_uc010ydw.1_Missense_Mutation_p.M423INM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TCAGTCAGATGTCATCCCTTG0.413

+ 7 1834ZNF761_uc010ydy.1_Missense_Mutation_p.R405L|ZNF761_uc002qbt.1_Missense_Mutation_p.R405LNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1CATCGTAGACGTCATACTGGA0.393



+ 5FLJ40330_uc010fhg.2_Splice_Site|FLJ40330_uc010fhh.2_Splice_Site 0TTGCTTTTCAGTGTCTTCTCA0.313

- 38 6659 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 20.|Extracellular (Potential). 29CACTGCAATACCCCGGACTCC0.393

+ 3 195FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.N7D 0GTTGGCCTCAAATAGCTGCTT0.358

+ 3 222FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0ATGCAATGAAGCAGGGGACAT0.373

+ 3 243_244FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.S23D 0AGAAGCAAAAAGTAAAACAGCA0.361

- 12 1120DONSON_uc002ysn.1_Intron|DONSON_uc002ysk.2_5'Flank|DONSON_uc002ysl.2_5'Flank|DONSON_uc010gme.2_5'Flank|DONSON_uc002ysm.2_5'UTRNM_145858 NP_665857 O95825 QORL1_HUMAN 0CTGAAAACACCAGTTGATAAC0.378

+ 5 1146ADORA2A_uc002zzy.3_Missense_Mutation_p.C128F|ADORA2A_uc011ajs.1_5'UTR|ADORA2A_uc010gup.2_Missense_Mutation_p.C128F|ADORA2A_uc010guq.2_Missense_Mutation_p.C128F|ADORA2A_uc003aab.2_Missense_Mutation_p.C128F|ADORA2A_uc003aac.2_5'UTR|C22orf45_uc003aad.1_IntronNM_000675 NP_000666 P29274 AA2AR_HUMANHelical; Name=4. 0ATTGCCATCTGCTGGGTGCTG0.587

+ 4 2181NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.|21.0AGAAGCAAAGTCCCCTGAGAA0.557

+ 7 3960TRIOBP_uc003atu.2_Missense_Mutation_p.P1058H|TRIOBP_uc003atq.1_Missense_Mutation_p.P1230H|TRIOBP_uc003ats.1_Missense_Mutation_p.P1058HNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1TCCTCCCCACCCCGCCACCCA0.706

- 3 753 NM_198560 NP_940962 Q7Z7J7 LHPL4_HUMAN 3ACACATGTCCCGGATGGTCTC0.627

- 34 10131CELSR3_uc003cuf.1_Missense_Mutation_p.G3382W|CELSR3_uc010hkf.2_Missense_Mutation_p.G574W|CELSR3_uc010hkg.2_Missense_Mutation_p.G1267WNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANCytoplasmic (Potential). 11GTGGAGGGCCCAAGCACAGAG0.597

- 8 1164 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0CCCTTGCCTGGGCCGGAGCCG0.637

+ 11 1887CLSTN2_uc003etm.2_Missense_Mutation_p.S566FNM_022131 NP_071414 Q9H4D0 CSTN2_HUMANExtracellular (Potential). 7CCCTCGCAGTCCATCCTGGTG0.502

+ 5 1146ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0TTTAATAGGTCCACAACCCTT0.378

- 3 3308ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T905A|ZNF721_uc010ibe.2_Missense_Mutation_p.T861ANM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGTTTTGCCACAT0.418

+ 1 1599LRBA_uc003ils.3_5'Flank|LRBA_uc003ilt.3_Intron|LRBA_uc003ilu.3_Intron|LRBA_uc010ipj.2_IntronNM_006439 NP_006430 Q9Y586 MB212_HUMAN 1ATCAGGGAGCGCTATGTGGTG0.627

+ 31 4597SPEF2_uc003jjp.1_Missense_Mutation_p.D982N|SPEF2_uc003jjr.2_Missense_Mutation_p.D551NNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4CATTCTGATCGATTTGGTGAC0.358

+ 20 3831ANKHD1_uc003lfq.1_Missense_Mutation_p.R1255Q|ANKHD1_uc003lfr.2_Missense_Mutation_p.R1236Q|ANKHD1_uc003lft.1_Missense_Mutation_p.R447Q|ANKHD1_uc003lfu.1_Missense_Mutation_p.R716Q|ANKHD1_uc003lfv.1_Missense_Mutation_p.R313Q|ANKHD1-EIF4EBP3_uc011czh.1_5'Flank|ANKHD1_uc003lfw.2_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6TTCCAGGGCCGAGCAGAAGTA0.448

- 8 1174 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8CTGACGAAGGGATGCTGAGGG0.632

- 5 698FLT4_uc003mlz.3_Missense_Mutation_p.E207K|FLT4_uc003mmb.1_5'Flank|FLT4_uc011dgy.1_Missense_Mutation_p.E207K|FLT4_uc011dgz.1_Missense_Mutation_p.E207K|FLT4_uc011dha.1_Silent_p.A190ANM_002020 NP_002011 P35916 VGFR3_HUMANIg-like C2-type 2.|Extracellular (Potential). 15CAGGTGGTCTCGCACTGCAGG0.642

- 10 4192MDC1_uc003nrf.3_Intron|MDC1_uc011dmp.1_Missense_Mutation_p.Q858RNM_014641 NP_055456 Q14676 MDC1_HUMANPro-rich.|Interaction with the PRKDC complex. 4GGTGGAAGGCTGGAGCTCAGG0.527

- 5 1864BCLAF1_uc003qgw.1_Missense_Mutation_p.M364I|BCLAF1_uc003qgy.1_Missense_Mutation_p.M535I|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.M535INM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1CACTCGCTATCATTTTGATCC0.423

+ 9 1437HECW1_uc011kbi.1_Missense_Mutation_p.V278M|HECW1_uc003tie.1_Missense_Mutation_p.V310MNM_015052 NP_055867 Q76N89 HECW1_HUMAN C2. 23GCCCACTGACGTGCTGGAAAT0.493

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4TTCTTCACATTTGTAGGGTCT0.453

- 6 763SMURF1_uc003upv.1_Missense_Mutation_p.S148L|SMURF1_uc003upt.2_Missense_Mutation_p.S148LNM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4GTCCACCACCGAGCCGCCGGT0.473

+ 2 349FBXO24_uc010lha.1_RNA|FBXO24_uc003uvl.1_Missense_Mutation_p.P19L|FBXO24_uc003uvn.1_Intron|uc011kjy.1_RNA|FBXO24_uc011kjz.1_Missense_Mutation_p.P57L|FBXO24_uc011kka.1_Missense_Mutation_p.P7LNM_033506 NP_277041 O75426 FBX24_HUMAN 4AGAAGCTGCCCTTCTTGTGGC0.562

+ 14 2798ZAN_uc003uwk.2_Missense_Mutation_p.L878P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACGGAAAAACTCACCATCCCC0.502

+ 3 7450MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|39.27GTCAGCACCACGCCGGTGGTC0.522

+ 3 7512MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27CAGCACACCTATGACCACTTC0.493 rs139444589

+ 3 7514MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27GCACACCTATGACCACTTCTA0.493 rs147944556

+ 10 1173 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1CTATTGACTGGACCTACAGCC0.532

+ 10 1791TRIM24_uc003vub.2_Missense_Mutation_p.P492SNM_015905 NP_056989 O15164 TIF1A_HUMAN 8CAGCCCCAAACCCAATGGACC0.408

- 14 1960MTMR7_uc011kya.1_Missense_Mutation_p.S208N|MTMR7_uc011kyb.1_Missense_Mutation_p.S165NNM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1GTTGGCTATGCTGTTGTCTGA0.453

- 1 327 IFNA14_uc003zoo.1_RNANM_002172 NP_002163 P01570 IFN14_HUMAN 0GCAGATGAGTTCTTTGTGCTG0.468

+ 1 604_605LOC442421_uc004aed.1_RNA 0GTGCAAGTCGCGCAAGGAGCAG0.589

+ 17 2060TMC1_uc010moz.1_Missense_Mutation_p.P465H|TMC1_uc004aja.1_RNA|TMC1_uc004ajb.1_RNA|TMC1_uc004ajc.1_Missense_Mutation_p.P361H|TMC1_uc010mpa.1_Missense_Mutation_p.P361HNM_138691 NP_619636 Q8TDI8 TMC1_HUMANCytoplasmic (Potential). 1TTTGTTCACCCTGCAGATGTA0.433

+ 4 906FRMPD4_uc011mij.1_Missense_Mutation_p.E126KNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13TGCACCCAGAGAGCGGGTCAT0.512

- 4 399NADK_uc001aic.2_Missense_Mutation_p.P93L|NADK_uc001aid.3_Missense_Mutation_p.P93L|NADK_uc001aie.2_Missense_Mutation_p.P197L|NADK_uc010nyv.1_Missense_Mutation_p.P61L|NADK_uc009vkx.1_5'UTRNM_023018 NP_075394 O95544 NADK_HUMAN 0CTGGCTCGCGGGGTCCTGAAT0.502

- 3 801RERE_uc001apf.2_Translation_Start_Site|RERE_uc001aph.1_Translation_Start_SiteNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2TGATTCGCCACGTGCCTTCTT0.343

+ 8 3062PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.R736W|PRDM2_uc001avj.2_Intron|PRDM2_uc009vod.1_Missense_Mutation_p.R493W|PRDM2_uc001avk.2_Missense_Mutation_p.R535W|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1GTTTAAGAGGCGGACCAGCTC0.522

+ 8 3807PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.T984I|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Missense_Mutation_p.T783I|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN Pro-rich. 1ACTGTTGCCACTCCGCCCCCT0.612

+ 8 4719PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Missense_Mutation_p.R1288Q|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Missense_Mutation_p.R1087Q|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1CCAGATGTTCGATTGGGCCTC0.408

- 13 1971ZBTB17_uc010obq.1_Missense_Mutation_p.R495C|ZBTB17_uc010obr.1_Missense_Mutation_p.R578C|ZBTB17_uc010obs.1_Missense_Mutation_p.R502CNM_003443 NP_003434 Q13105 ZBT17_HUMANC2H2-type 10. 0TCGTGGTGGCGAATATGATTG0.587

- 105 15336UBR4_uc001bbe.1_5'Flank|UBR4_uc001bbf.2_Missense_Mutation_p.P6L|UBR4_uc010ocv.1_Missense_Mutation_p.P634L|UBR4_uc009vph.2_Missense_Mutation_p.P766L|UBR4_uc010ocw.1_Missense_Mutation_p.P775L|UBR4_uc001bbg.2_Missense_Mutation_p.P822L|UBR4_uc001bbh.2_Missense_Mutation_p.P820LNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25GTTACTGGTAGGCACCTTCTA0.542

- 13 2891KIF17_uc001bdp.3_Missense_Mutation_p.D202N|KIF17_uc001bdq.3_Missense_Mutation_p.D203N|KIF17_uc009vpx.2_Missense_Mutation_p.D295N|KIF17_uc001bds.3_Missense_Mutation_p.D924NNM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4TCGCCATTGTCTGCTGCAGAG0.582

+ 12 2328EPHB2_uc001bge.2_Missense_Mutation_p.R729Q|EPHB2_uc001bgf.2_Missense_Mutation_p.R728Q|EPHB2_uc010odu.1_Missense_Mutation_p.R670QNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential).|Protein kinase. 5GGCATGCTTCGGGGCATCGCA0.542

- 5 541HMGCL_uc010oec.1_Intron|HMGCL_uc009vqr.2_Intron|HMGCL_uc001bic.2_Splice_Site_p.G141_splice|HMGCL_uc009vqs.1_Intron|HMGCL_uc001bid.1_Splice_Site_p.G166_spliceNM_000191 NP_000182 P35914 HMGCL_HUMAN 1CTCTGACTCACCCCCGCACAG0.488



- 6 1420AHDC1_uc009vsz.1_Nonsense_Mutation_p.R151*|AHDC1_uc001boh.1_Nonsense_Mutation_p.R24*NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Pro-rich. 1CGGCTCAGTCGGAGCCCACCA0.632

+ 5 930 NM_031459 NP_113647 P58004 SESN2_HUMAN 7GTCCCTGGCCGAGCTCATTCA0.642

- 3 615RRAGC_uc010oim.1_Missense_Mutation_p.R164K|RRAGC_uc001ccr.2_Missense_Mutation_p.R120KNM_022157 NP_071440 Q9HB90 RRAGC_HUMAN 1ATCATTGGCCCTTTGATGAAT0.378

+ 59 17196MACF1_uc010ois.1_Missense_Mutation_p.G5187R|MACF1_uc001cde.1_Missense_Mutation_p.G64R|MACF1_uc001cdf.1_Missense_Mutation_p.G64RNM_033044 NP_149033 Q9UPN3 MACF1_HUMANC-terminal tail (By similarity).|GAR. 16GGAGCAGATCGGAGAGAATAA0.443

- 4 359HEYL_uc010oiw.1_Missense_Mutation_p.G75ENM_014571 NP_055386 Q9NQ87 HEYL_HUMANTranscriptional repression and interaction with NCOR1 and SIN3A (By similarity).1GGTACCTGTCCCACCAGTGGC0.363

- 12 2022TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Missense_Mutation_p.A576T|STIL_uc010omo.1_Missense_Mutation_p.A623T|STIL_uc001crd.1_Missense_Mutation_p.A623T|STIL_uc001cre.1_Missense_Mutation_p.A623T|STIL_uc001crf.1_Missense_Mutation_p.A236T|STIL_uc001crg.1_Missense_Mutation_p.A576TNM_003035 NP_003026 Q15468 STIL_HUMANPIN1-binding (By similarity). 3ACTGTGTTTGCTCCTTGCCAA0.438

- 7 871SPATA6_uc001crs.1_Missense_Mutation_p.R236W|SPATA6_uc010omv.1_Missense_Mutation_p.R222W|SPATA6_uc001crt.2_Missense_Mutation_p.R128WNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1TGGGCCAGCCGCCGCCTGGTG0.408

+ 1 456uc001dgv.2_5'Flank|ACADM_uc010orc.1_Missense_Mutation_p.C9Y|ACADM_uc010ord.1_5'UTR|ACADM_uc009wbp.2_Missense_Mutation_p.C9Y|ACADM_uc009wbr.2_Missense_Mutation_p.C9Y|ACADM_uc010ore.1_Silent_p.L2L|ACADM_uc010orf.1_5'UTR|ACADM_uc001dgx.3_5'FlankNM_000016 NP_000007 P11310 ACADM_HUMAN 4GGGCGATGCTGCAGGGTGAGA0.652

+ 2 692DNAJB4_uc010orn.1_Missense_Mutation_p.R63QNM_007034 NP_008965 Q9UDY4 DNJB4_HUMAN 0TGTACCAAACGGATGAAGATT0.413

+ 3 210ZNF326_uc001dnp.3_Missense_Mutation_p.R24H|ZNF326_uc009wda.1_Missense_Mutation_p.R24H|ZNF326_uc001dnr.2_Translation_Start_SiteNM_182976 NP_892021 Q5BKZ1 ZN326_HUMANMediates transcriptional activation (By similarity).|Gly-rich.1GGAATGGATCGTGATTATGGC0.353

+ 7 1876VCAM1_uc001dtj.2_Missense_Mutation_p.G494R|VCAM1_uc010ouj.1_Missense_Mutation_p.G524RNM_001078 NP_001069 P19320 VCAM1_HUMANIg-like C2-type 6.|Extracellular (Potential). 1TAACCAGGCTGGAAGAAGCAG0.383

- 2 1848 NM_020703 NP_065754 Q86WK6 AMGO1_HUMANCytoplasmic (Potential). 2CACAATGGGCGTATCAGAGAA0.587

- 7 2048KCND3_uc001ebv.1_Missense_Mutation_p.S504NNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3CTGCATTGAACTCTCCATGCA0.522

+ 10 1618MAGI3_uc001edh.3_Missense_Mutation_p.L504F|MAGI3_uc001edi.3_Missense_Mutation_p.L479F|MAGI3_uc010owm.1_Missense_Mutation_p.L504F|MAGI3_uc001edj.2_Missense_Mutation_p.L200FNM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMANInteraction with PTEN.|PDZ 2. 6TGTTTCAATTGGTACCTGTCA0.423

- 10 1414AMPD1_uc001eff.1_Missense_Mutation_p.V440FNM_000036 NP_000027 P23109 AMPD1_HUMAN 4CGATTGCAGACGAACCAGGAG0.567

+ 19 2184NBPF9_uc010oxn.1_Missense_Mutation_p.D598A|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.D515A|NBPF9_uc001ekg.1_Missense_Mutation_p.D27A|NBPF9_uc001ekk.1_Missense_Mutation_p.D271A|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.D27A|uc010oxz.1_Missense_Mutation_p.D515ANM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GAGCTGCTGGATGAGAAAGAG0.483

+ 19 2193NBPF9_uc010oxn.1_Missense_Mutation_p.E601G|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.E518G|NBPF9_uc001ekg.1_Missense_Mutation_p.E30G|NBPF9_uc001ekk.1_Missense_Mutation_p.E274G|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.E30G|uc010oxz.1_Missense_Mutation_p.E518GNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GATGAGAAAGAGCCTGAAGTC0.483

+ 6 892NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Missense_Mutation_p.M286T|NBPF10_uc010oyi.1_5'Flank|NBPF10_uc001emq.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0AAGGCAGAGATGAACATTCTA0.498

+ 14 2035NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Translation_Start_Site|NBPF10_uc010oyl.1_Translation_Start_Site|NBPF10_uc010oyj.1_Translation_Start_Site|NBPF10_uc010oym.1_5'FlankNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GAGCAACAGCGTGTTGGCTTG0.453

+ 6 1189BCL9_uc010ozr.1_Missense_Mutation_p.A76VNM_004326 NP_004317 O00512 BCL9_HUMAN 6AATGCTACAGCCCCCAGGTCT0.498

- 17 1995LOC200030_uc001eqe.2_Intron|LOC200030_uc001eqf.2_Intron|LOC200030_uc001eqg.2_Intron|FLJ39739_uc001eqo.1_Intron|NBPF14_uc010pab.1_Intron|NBPF14_uc010pac.1_Missense_Mutation_p.Q233K|NBPF14_uc001eqx.2_Intron|NBPF14_uc010pad.1_Intron|NBPF14_uc001eqs.1_IntronNM_015383 NP_056198 Q5TI25 NBPFE_HUMAN NBPF 7. 1TCCACTTCTTGGTACTTTTCA0.438

- 7 1140ANP32E_uc010pbt.1_RNA|ANP32E_uc010pbu.1_Missense_Mutation_p.R209Q|ANP32E_uc010pbv.1_Missense_Mutation_p.R216Q|ANP32E_uc001etv.3_Missense_Mutation_p.R256QNM_030920 NP_112182 Q9BTT0 AN32E_HUMANAsp/Glu-rich (highly acidic). 0TTCAGCATCTCGTTTCCTCTT0.383

+ 2 303C1orf51_uc001eui.2_Intron|C1orf51_uc001euj.2_Missense_Mutation_p.R56QNM_144697 NP_653298 Q8N365 CA051_HUMAN 0GGAGGTTCACGGCCCAGCCCG0.602

- 11 1575RFX5_uc001exw.1_Missense_Mutation_p.D454G|RFX5_uc009wmr.1_Missense_Mutation_p.D454G|RFX5_uc010pcx.1_Missense_Mutation_p.D414GNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1ATCCTCTATATCCTGCTTTGC0.532

- 4 761POGZ_uc001eye.1_Missense_Mutation_p.T99M|POGZ_uc010pdb.1_Missense_Mutation_p.T152M|POGZ_uc001eyf.1_Missense_Mutation_p.T99M|POGZ_uc010pdc.1_Missense_Mutation_p.T99M|POGZ_uc009wmv.1_Intron|POGZ_uc010pdd.1_Translation_Start_Site|POGZ_uc001eyg.1_Missense_Mutation_p.T152MNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3ACTCACCTGCGTAGTGATAAA0.448

+ 10 1798 IL6R_uc001ffa.1_3'UTR NM_000565 NP_000556 P08887 IL6RA_HUMANCytoplasmic (Potential). 4AGGGACCCACGGAGCCCTTAT0.582

- 2 990ADAR_uc001ffj.2_Missense_Mutation_p.S264G|ADAR_uc001ffi.2_Missense_Mutation_p.S264G|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACTGTCTGGTCTT0.488

- 5 1024SHC1_uc001ffu.2_5'Flank|SHC1_uc001ffz.1_Missense_Mutation_p.P39L|SHC1_uc001ffw.2_Missense_Mutation_p.P268L|SHC1_uc001ffx.2_Missense_Mutation_p.P158L|SHC1_uc001ffy.2_Missense_Mutation_p.P158LNM_183001 NP_892113 P29353 SHC1_HUMAN PID. 2CCAACTCACCGGATCCCCGCC0.532

+ 5 490SEMA4A_uc009wrq.2_Missense_Mutation_p.R129H|SEMA4A_uc001fnm.2_Missense_Mutation_p.R129H|SEMA4A_uc001fnn.2_Intron|SEMA4A_uc001fno.2_Missense_Mutation_p.R129HNM_022367 NP_071762 Q9H3S1 SEM4A_HUMANSema.|Extracellular (Potential). 2AACTTCATCCGTGTCCTGGTT0.542

- 5 437CCT3_uc001fom.1_Nonsense_Mutation_p.Q73*|CCT3_uc001fon.1_Nonsense_Mutation_p.Q35*|CCT3_uc010phj.1_Nonsense_Mutation_p.Q27*|CCT3_uc010phk.1_Nonsense_Mutation_p.Q27*|CCT3_uc010phl.1_Nonsense_Mutation_p.Q27*NM_005998 NP_005989 P49368 TCPG_HUMAN 2GCTGGATGCTGGACTTGAATC0.443

- 5 485IQGAP3_uc009wsb.1_Missense_Mutation_p.R94QNM_178229 NP_839943 Q86VI3 IQGA3_HUMAN CH. 6GTAGACTACCCGGGGCATGTT0.478

- 4 949DCAF8_uc001fvn.2_Missense_Mutation_p.D213N|DCAF8_uc009wth.2_Missense_Mutation_p.D213N|DCAF8_uc010pjb.1_Missense_Mutation_p.D213N|DCAF8_uc010pjc.1_Missense_Mutation_p.D367N|DCAF8_uc001fvq.3_Missense_Mutation_p.D213N|DCAF8_uc001fvp.3_Missense_Mutation_p.D213N|uc010pjd.1_Missense_Mutation_p.S35LNM_015726 NP_056541 Q5TAQ9 DCAF8_HUMAN WD 1. 2TTCAGGTCATCGCTGCCACTG0.582

+ 5 723DUSP12_uc001gbp.2_Missense_Mutation_p.R108CNM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1TCTGGATCACCGTGAAGGAAG0.413

+ 7 1189KLHL20_uc010pmr.1_Missense_Mutation_p.R148Q|KLHL20_uc009wwf.2_Missense_Mutation_p.R319QNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 1. 1AGTGTTGAACGATATGATCCA0.438

- 11 2777TNR_uc009wwu.1_Missense_Mutation_p.R899QNM_003285 NP_003276 Q92752 TENR_HUMANFibronectin type-III 7. 11TTGGGTGGGTCGATATGATAC0.453

+ 7 1244PRG4_uc001grt.3_Missense_Mutation_p.P357H|PRG4_uc009wyl.2_Missense_Mutation_p.P305H|PRG4_uc009wym.2_Missense_Mutation_p.P264H|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|7. 1GAGCCTGCACCCACCACCACC0.647

- 6 317TNNI1_uc001gwo.1_RNA|TNNI1_uc001gwp.2_Missense_Mutation_p.V54ANM_003281 NP_003272 P19237 TNNI1_HUMAN 0CTCATCCACCACCTCCACCTT0.587

+ 8 1371RNPEP_uc001gxe.2_Nonsense_Mutation_p.R149*|RNPEP_uc001gxf.2_Nonsense_Mutation_p.R317*NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1ATTCAAATTCCGAAGCATCTT0.493

- 3 2085ELK4_uc001hcz.2_Missense_Mutation_p.D279NNM_001973 NP_001964 P28324 ELK4_HUMAN 0ATGTCTGTGTCGATGTCTGGG0.488

- 9 1500TP53BP2_uc001hod.2_Missense_Mutation_p.A274V|TP53BP2_uc010puz.1_5'Flank|TP53BP2_uc010pva.1_Missense_Mutation_p.A42VNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3TTGTGAAGCAGCCCCAGATCT0.468

+ 15 1840WDR64_uc001hzg.1_Missense_Mutation_p.G476SNM_144625 NP_653226 B1ANS9 WDR64_HUMAN 1GATTGTTTTCGGCTCTCTGCC0.458

+ 1 494 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANExtracellular (Potential). 3GCGACATTTTCCTTCTCCTAC0.443

+ 19 2017PFKP_uc001igq.2_Missense_Mutation_p.V653M|PFKP_uc009xhr.2_Missense_Mutation_p.V623M|PFKP_uc009xht.2_Missense_Mutation_p.V399M|PFKP_uc009xhu.2_Missense_Mutation_p.V167MNM_002627 NP_002618 Q01813 K6PP_HUMAN 3GGGCAAAGGCGTGTTTGACTG0.493

+ 8 929ATP5C1_uc009xiq.1_Missense_Mutation_p.T284K|ATP5C1_uc010qbc.1_Missense_Mutation_p.T235K|ATP5C1_uc001ijv.2_Missense_Mutation_p.T284KNM_001001973 NP_001001973 P36542 ATPG_HUMAN 0GCTGTCATCACAAAAGAGTTG0.378

+ 2 646BMI1_uc009xkg.2_Nonsense_Mutation_p.R146*NM_005180 NP_005171 P35226 BMI1_HUMAN 2AGAAATGCATCGAACAACGAG0.393

- 14 3316SVIL_uc010qdw.1_5'Flank|SVIL_uc001iuu.1_Missense_Mutation_p.V429INM_021738 NP_068506 O95425 SVIL_HUMAN 6CCCAGTGTGACTGGCTGAGTT0.473

- 10 1970EPC1_uc001iwi.3_Missense_Mutation_p.S517N|EPC1_uc009xlt.2_Missense_Mutation_p.S517N|EPC1_uc001iwh.1_Missense_Mutation_p.S567NNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4CGTAGAGGTACTGCATGTCTG0.418



- 12 1844ITGB1_uc001iwp.3_Splice_Site_p.G570_splice|ITGB1_uc001iwq.3_Splice_Site_p.G570_splice|ITGB1_uc001iwr.3_Splice_Site_p.G570_splice|ITGB1_uc001iwt.3_Splice_Site_p.G570_splice|ITGB1_uc001iwu.1_Splice_Site_p.G570_spliceNM_133376 NP_596867 P05556 ITB1_HUMAN 2CCTTTACTTACCTCCACAAAT0.383

- 20 2544TTC18_uc001jty.2_Missense_Mutation_p.T808I|TTC18_uc001jtv.3_Intron|TTC18_uc001jtw.3_Intron|TTC18_uc001jtx.2_Missense_Mutation_p.T189INM_145170 NP_660153 Q5T0N1 TTC18_HUMAN 3CTTGATTGCTGTTGCAGAACC0.383

+ 18 2623ZMIZ1_uc001kag.2_Missense_Mutation_p.R560QNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4CTGGTACACCGGCCCTCCGTC0.642

+ 9 1218AGAP11_uc001kef.2_Splice_SiteNM_133447 NP_597704 Q8TF27 AGA11_HUMAN 0CAATAATATCGTGAGTACAAC0.388

+ 9 1421PI4K2A_uc010qoy.1_Missense_Mutation_p.R425H|PI4K2A_uc009xvw.1_Missense_Mutation_p.R88HNM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2GAGACGGCCCGTTCCCACCAG0.537

- 8 1118ABLIM1_uc010qsh.1_Missense_Mutation_p.T280M|ABLIM1_uc010qsi.1_Missense_Mutation_p.T280M|ABLIM1_uc010qsk.1_Missense_Mutation_p.T264M|ABLIM1_uc009xyp.2_Missense_Mutation_p.T274M|ABLIM1_uc010qsf.1_Missense_Mutation_p.T24M|ABLIM1_uc009xyn.2_Missense_Mutation_p.T17M|ABLIM1_uc010qsj.1_Missense_Mutation_p.T17M|ABLIM1_uc009xyo.2_Missense_Mutation_p.T188MNM_002313 NP_002304 O14639 ABLM1_HUMANLIM zinc-binding 4. 1CTCGGTCTTCGTAGATTGCTT0.483

- 4 734ABLIM1_uc010qsh.1_Missense_Mutation_p.P152L|ABLIM1_uc010qsi.1_Missense_Mutation_p.P152L|ABLIM1_uc010qsk.1_Missense_Mutation_p.P136L|ABLIM1_uc009xyp.2_Missense_Mutation_p.P146L|ABLIM1_uc009xyo.2_Missense_Mutation_p.P60LNM_002313 NP_002304 O14639 ABLM1_HUMANLIM zinc-binding 2. 1GGACGACATCGGCTGTGCACA0.567

- 13 5167MKI67_uc001lkf.2_Missense_Mutation_p.E1298K|MKI67_uc009yav.1_Missense_Mutation_p.E1233K|MKI67_uc009yaw.1_Missense_Mutation_p.E808KNM_002417 NP_002408 P46013 KI67_HUMAN6.|16 X 122 AA approximate repeats. 7TGTGTAGTCTCTCCTGATGTC0.502

+ 14 2213ATHL1_uc001lor.3_Missense_Mutation_p.E452K|ATHL1_uc001lou.3_Missense_Mutation_p.E275K|ATHL1_uc001lov.3_Missense_Mutation_p.E161KNM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3TTCCAGCTCCGAGTTCCCTGG0.622

- 8 1058CEND1_uc001lrh.1_5'Flank|SLC25A22_uc009yci.2_Missense_Mutation_p.A239V|SLC25A22_uc001lrj.2_Missense_Mutation_p.A239VNM_024698 NP_078974 Q9H936 GHC1_HUMANHelical; Name=5; (Potential).|Solcar 3. 0GGCCACAGCGGCGGCACTCCC0.682

- 31 5260 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANThr-rich.|1; truncated.|Approximate repeats. 1AATGAGCTTCGGGATTGGCTG0.532

+ 47 8276MUC5B_uc001ltb.2_Missense_Mutation_p.T2027INM_017511 NP_059981 Q9HC84 MUC5B_HUMAN7 X Cys-rich subdomain repeats.|11 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACAGTGCTTACCGCCACGGCC0.637

+ 52 15620_15621MUC5B_uc001ltb.2_Missense_Mutation_p.G4846ENM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0TCCACCCCAGGGACCACCTGGA0.639

- 3 560 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMAN9 X 4 AA repeats of C-C-X-P. 0CCCACAGGAGCCACAGCCCCC0.677

- 8 1479TRIM78P_uc009yer.2_Intron|TRIM5_uc001mbl.1_RNA|TRIM5_uc001mbn.2_Intron|TRIM5_uc001mbo.2_IntronNM_033034 NP_149023 Q9C035 TRIM5_HUMAN B30.2/SPRY. 1CTACATTTAACTCCTTCCTCT0.398

- 10 953ARFGAP2_uc010rha.1_Missense_Mutation_p.R44Q|ARFGAP2_uc010rhb.1_Missense_Mutation_p.R285Q|ARFGAP2_uc001ndu.2_Missense_Mutation_p.R177Q|ARFGAP2_uc010rhc.1_Missense_Mutation_p.R44QNM_032389 NP_115765 Q8N6H7 ARFG2_HUMANRequired for interaction with coatomer. 1GCCTCACCTTCGGGATACCAA0.522

+ 1 374 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANCytoplasmic (Potential). 2CGCTATGCAGCGATCTGCAGT0.473

- 1 877 NM_001004741 NP_001004741 Q6IEU7 OR5MA_HUMANCytoplasmic (Potential). 0TCTCTGTTCCGTAGGCTATAG0.393

+ 4 1602ZDHHC5_uc001nky.1_Nonsense_Mutation_p.R63*|ZDHHC5_uc001nkz.1_5'UTRNM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN DHHC-type. 1CCGTCCCCCTCGATGTTCCCA0.507

- 1 444 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMANMACPF.|Extracellular (Potential). 2TTTCTGAGTTCATCTCCAGGT0.438

+ 1 754 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMANHelical; Name=6; (Potential). 3CCTGCATTTCGTGCCCTGCAT0.547

- 12 1900SF1_uc010rnm.1_Missense_Mutation_p.P200L|SF1_uc010rnn.1_Missense_Mutation_p.P482L|SF1_uc001oaz.1_Missense_Mutation_p.P633L|SF1_uc001oba.1_Missense_Mutation_p.P508L|SF1_uc001obc.1_Missense_Mutation_p.P508L|SF1_uc001obd.1_Silent_p.S509S|SF1_uc001obe.1_Silent_p.S394S|SF1_uc010rno.1_Missense_Mutation_p.P393LNM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3AGGGGGTGGCGGAGGCTGCTG0.657

- 4 782MEN1_uc001obk.2_Missense_Mutation_p.R237C|MEN1_uc001obl.2_Missense_Mutation_p.R197C|MEN1_uc001obm.2_Missense_Mutation_p.R232C|MEN1_uc001obn.2_Missense_Mutation_p.R237C|MEN1_uc001obo.2_Missense_Mutation_p.R237C|MEN1_uc001obp.2_Missense_Mutation_p.R232C|MEN1_uc001obq.2_Missense_Mutation_p.R237C|MEN1_uc001obr.2_Missense_Mutation_p.R237CNM_130800 NP_570712 O00255 MEN1_HUMANInteraction with FANCD2. 238TCCATCTTGCGGTCACAGCGC0.483

+ 8 1091POLA2_uc010rod.1_Missense_Mutation_p.P42L|POLA2_uc001odk.2_5'UTRNM_002689 NP_002680 Q14181 DPOA2_HUMAN 0TGGTAGGAGCCTGTCACTCTG0.493

- 1 977RBM4B_uc001ojb.2_Missense_Mutation_p.P103LNM_031492 NP_113680 Q9BQ04 RBM4B_HUMAN RRM 2. 0TTCGATGACCGGACCATACTC0.498

+ 24 3374PPFIA1_uc001opn.1_Nonsense_Mutation_p.W1059*|PPFIA1_uc001opp.2_RNA|PPFIA1_uc001opr.2_Nonsense_Mutation_p.W198*|PPFIA1_uc001ops.2_Nonsense_Mutation_p.W98*|uc001opt.1_RNANM_003626 NP_003617 Q13136 LIPA1_HUMAN SAM 3. 3GTGATTCGCTGGATCCTGTCA0.413

+ 15 1557ATG16L2_uc001ote.2_Missense_Mutation_p.T400I|ATG16L2_uc009ytj.1_Silent_p.H121H|ATG16L2_uc001otf.2_Missense_Mutation_p.T261I|ATG16L2_uc001otg.2_Missense_Mutation_p.T240I|ATG16L2_uc009ytk.2_Missense_Mutation_p.T261INM_033388 NP_203746 Q8NAA4 A16L2_HUMAN WD 5. 0GGCCGGGTCACCTCCCTGAGC0.622

+ 7 914HINFP_uc001pvq.2_Missense_Mutation_p.R242Q|HINFP_uc001pvr.2_5'UTRNM_015517 NP_056332 Q9BQA5 HINFP_HUMAN C2H2-type 5. 4GCCACAGAGCGGCTATTGCGG0.592

+ 1 832 NM_032015 NP_114404 Q9BY78 RNF26_HUMAN Leu-rich. 1ACATGTGGGGGCTTGCAGGCC0.602

+ 8 783STT3A_uc009zbm.2_Missense_Mutation_p.V225M|STT3A_uc001qce.2_Missense_Mutation_p.V225M|STT3A_uc010sbg.1_Missense_Mutation_p.V133M|STT3A_uc009zbn.2_Translation_Start_SiteNM_152713 NP_689926 P46977 STT3A_HUMANHelical; (Potential). 0CCACGTCCTCGTGCTGATGCT0.478

+ 6 560ST3GAL4_uc001qdt.2_Splice_Site_p.S110_splice|ST3GAL4_uc009zcc.2_Intron|ST3GAL4_uc009zcd.2_Splice_Site_p.S103_splice|ST3GAL4_uc001qdu.2_Splice_Site_p.S110_splice|ST3GAL4_uc001qdv.2_Splice_Site_p.S114_splice|ST3GAL4_uc009zce.2_Splice_Site_p.S110_splice|ST3GAL4_uc001qdw.2_Splice_Site_p.S103_splice|ST3GAL4_uc001qdx.1_Splice_Site_p.R103_splice|ST3GAL4_uc001qdy.2_Splice_Site|ST3GAL4_uc001qdz.2_Splice_SiteNM_006278 NP_006269 Q11206 SIA4C_HUMAN 0ACATCCAGAGGTAAGGCGGCA0.602

+ 6 724USP5_uc001qrh.3_Missense_Mutation_p.R222HNM_001098536 NP_001092006 P45974 UBP5_HUMANSubstrate binding.|UBP-type. 4TGTGGGCGACGCTACTTCGAT0.567

+ 18 2319USP5_uc001qrh.3_Missense_Mutation_p.R731W|TPI1_uc001qrk.2_5'FlankNM_001098536 NP_001092006 P45974 UBP5_HUMAN UBA 2. 4TAGTTTAGAACGGGCTGTGGA0.363

- 2 493 NM_004054 NP_004045 Q16581 C3AR_HUMANCytoplasmic (Potential). 1CCCTACATTGCGATGATTCTG0.478

- 3 897 NM_006248 NP_006239 0CCTCCTTGTGGGGGTGGTCCT0.617

+ 19 2103PPFIBP1_uc010sjr.1_Missense_Mutation_p.P407S|PPFIBP1_uc001rib.1_Missense_Mutation_p.P570S|PPFIBP1_uc001ria.2_Missense_Mutation_p.P545S|PPFIBP1_uc001rid.1_Missense_Mutation_p.P423S|PPFIBP1_uc001rif.1_Missense_Mutation_p.P83SNM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5CTTCCAGATACCGCCTCCATC0.453

- 21 2454IPO8_uc001rje.1_Missense_Mutation_p.V251I|IPO8_uc010sjt.1_Missense_Mutation_p.V557INM_006390 NP_006381 O15397 IPO8_HUMAN 3ACAAGTTGAACGAAGAGTGGA0.418

+ 11 1192PPHLN1_uc010skr.1_Missense_Mutation_p.G308R|PPHLN1_uc010sks.1_Missense_Mutation_p.G289R|PPHLN1_uc010skt.1_Missense_Mutation_p.G243R|PPHLN1_uc001rni.1_Missense_Mutation_p.G308R|PPHLN1_uc001rnh.1_RNA|PPHLN1_uc010sku.1_IntronNM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 ggatcacgacggaacccccga 0.01

+ 10 1292SLC4A8_uc010sni.1_Missense_Mutation_p.V319I|SLC4A8_uc001rym.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryn.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryo.2_Missense_Mutation_p.V319I|SLC4A8_uc001ryp.1_3'UTR|SLC4A8_uc010snj.1_Missense_Mutation_p.V399I|SLC4A8_uc001ryq.3_Missense_Mutation_p.V372I|SLC4A8_uc001ryr.2_Missense_Mutation_p.V372I|SLC4A8_uc010snk.1_Missense_Mutation_p.V319INM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANExtracellular (Potential). 5TTTTCATGACGTAGCATATAA0.438

- 11 1187AAAS_uc001scs.3_Nonsense_Mutation_p.R309*NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1AACAGCAGTCGGCTGCCATCT0.522

+ 3 315CBX5_uc001sfk.3_5'Flank|CBX5_uc001sfi.3_5'Flank|HNRNPA1_uc001sfm.2_Missense_Mutation_p.A71T|HNRNPA1_uc009zng.2_Missense_Mutation_p.A71T|HNRNPA1_uc009znh.2_Missense_Mutation_p.A71T|HNRNPA1_uc009zni.2_Missense_Mutation_p.A71T|HNRNPA1_uc001sfn.2_Missense_Mutation_p.A71T|HNRNPA1_uc001sfo.3_RNA|HNRNPA1_uc001sfp.1_Missense_Mutation_p.A26T|HNRNPA1_uc009znj.1_Missense_Mutation_p.A26TNM_031157 NP_112420 P09651 ROA1_HUMANGlobular A domain.|RRM 1. 3GGTGGATGCAGCTATGAATGC0.458

+ 6 1911SUOX_uc001siy.2_Nonsense_Mutation_p.R529*|SUOX_uc001siz.2_Nonsense_Mutation_p.R529*|SUOX_uc001sja.2_Nonsense_Mutation_p.R529*NM_000456 NP_000447 P51687 SUOX_HUMANMolybdenum-pterin domain (By similarity). 0CTGGAACCTGCGAGGTGTTCT0.542

+ 4 629ERBB3_uc009zoj.2_RNA|ERBB3_uc010sqb.1_Intron|ERBB3_uc010sqc.1_Missense_Mutation_p.G87S|ERBB3_uc001sji.2_5'FlankNM_001982 NP_001973 P21860 ERBB3_HUMANExtracellular (Potential). 8TCTGTCAGGGGGTGTTTATAT0.502

- 17 1661SMARCC2_uc001skd.2_Nonsense_Mutation_p.R519*|SMARCC2_uc001ska.2_Nonsense_Mutation_p.R519*|SMARCC2_uc001skc.2_Nonsense_Mutation_p.R519*|SMARCC2_uc010sqf.1_Nonsense_Mutation_p.R408*NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN SWIRM. 6GGGGTTGGTCGACTCTCAGCA0.577

- 6 762CS_uc010sql.1_Missense_Mutation_p.R178Q|CS_uc001skr.1_Missense_Mutation_p.R125Q|CS_uc001skt.1_Missense_Mutation_p.R146Q|CS_uc010sqm.1_Missense_Mutation_p.R125QNM_004077 NP_004068 O75390 CISY_HUMAN 0GTACTTGGTTCGGCTGATACC0.488

+ 10 1150MARS_uc001sof.1_RNA|MARS_uc010srp.1_Missense_Mutation_p.R249Q|MARS_uc010srq.1_Missense_Mutation_p.R142QNM_004990 NP_004981 P56192 SYMC_HUMAN 5TTGCTGAAACGAGGTTTTGTG0.572 rs150428018

- 12 2401AGAP2_uc001spp.2_Missense_Mutation_p.R800W|AGAP2_uc001spr.2_Missense_Mutation_p.R465WNM_001122772 NP_001116244 Q99490 AGAP2_HUMAN PH. 5GCCAAATTCCGGTCTGGCTTC0.572



+ 1 419MON2_uc009zqj.2_Missense_Mutation_p.V10M|MON2_uc010ssl.1_Translation_Start_Site|MON2_uc010ssm.1_Missense_Mutation_p.V10M|MON2_uc010ssn.1_Missense_Mutation_p.V10M|MON2_uc001srd.1_Missense_Mutation_p.V10MNM_015026 NP_055841 Q7Z3U7 MON2_HUMAN 2CCCCGAGGCGGTGAAGAAGCT0.562

+ 4 496C12orf23_uc001tmc.2_Missense_Mutation_p.G41D|C12orf23_uc001tmd.2_Missense_Mutation_p.G41DNM_152261 NP_689474 Q8WUH6 CL023_HUMANHelical; (Potential). 0GTGACTGGGGGTATCTTCAGT0.458

+ 2 444ACACB_uc001toc.2_Missense_Mutation_p.A109TNM_001093 NP_001084 O00763 ACACB_HUMAN 8TTCCAGTGACGCAGCACCCTC0.632

+ 6 1532SH2B3_uc010syf.1_Missense_Mutation_p.R392Q|SH2B3_uc001tsf.2_Missense_Mutation_p.R393Q|SH2B3_uc010syg.1_Missense_Mutation_p.R190QNM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN SH2. 1TTCCTGGTGCGGCAGAGCGAG0.527

- 16 2299C12orf51_uc010syk.1_Missense_Mutation_p.A583T|C12orf51_uc001tts.2_Missense_Mutation_p.A574T|C12orf51_uc001ttt.3_Missense_Mutation_p.A572TNM_001109662 NP_001103132 2AGTACCTGAGCGCGAACTGTG0.463

- 46 6084 NM_006836 NP_006827 Q92616 GCN1L_HUMAN HEAT 17. 4CTTGGCTGCCGCCTCTCTGAC0.542

+ 39 7248EP400_uc001ujl.2_Missense_Mutation_p.R2404C|EP400_uc001ujm.2_Missense_Mutation_p.R2324CNM_015409 NP_056224 Q96L91 EP400_HUMAN 12TAAAAACAACCGTCCTCTCCG0.512

+ 1 461 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 2. 4GGTTTGTGATGAAAATGGTTC0.363

+ 1 4006 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANCSPG 8.|Extracellular (Potential). 11TACCCAATTCCCCACTCATGG0.428

+ 15 1771COG3_uc001vaj.1_Missense_Mutation_p.T557M|COG3_uc010tfv.1_Missense_Mutation_p.T394M|COG3_uc010aci.2_Missense_Mutation_p.T333MNM_031431 NP_113619 Q96JB2 COG3_HUMAN 2TGGTATCCTACGGTTCGAAGA0.393

+ 20 2148 NM_000321 NP_000312 P06400 RB_HUMANPocket; binds T and E1A.|Domain B.p.?(7)|p.R661W(3)|p.L660fs*2(3)|p.R661fs*1(1)358GCCTATCTCCGGCTAAATACA0.388

- 64 10907MYCBP2_uc010aev.2_Missense_Mutation_p.E3010K|MYCBP2_uc001vke.2_Missense_Mutation_p.E226KNM_015057 NP_055872 O75592 MYCB2_HUMAN 14TGAGCAGCTTCCCCGGCAATC0.468

+ 9 2571ERCC5_uc001vpu.1_Missense_Mutation_p.V1164M|ERCC5_uc010tjb.1_Missense_Mutation_p.V710M|ERCC5_uc010tjc.1_RNA|ERCC5_uc010tjd.1_Missense_Mutation_p.V542MNM_000123 NP_000114 P28715 ERCC5_HUMAN 7GAGGGACGACGTGGATGGTGA0.512

- 2 305TUBGCP3_uc010tjq.1_Missense_Mutation_p.G40C|TUBGCP3_uc001vsf.2_Missense_Mutation_p.G40C|TUBGCP3_uc001vsg.1_Missense_Mutation_p.G40CNM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1AAGTTGCTGCCAATCACCCGC0.428

+ 1 167POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1CAGGGGGAGCGGCAAGAGCAA0.592

+ 1 314POTEG_uc001vva.1_RNA|POTEG_uc010ahc.1_RNANM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1AGACCACGACGACTCTGCTAT0.617

+ 2 952RNASE4_uc001vxx.3_RNA|RNASE4_uc001vya.2_Missense_Mutation_p.R130HNM_002937 NP_002928 P34096 RNAS4_HUMAN 1AGCACTAGACGTGTTGTCATT0.522

- 7 687RBM23_uc001whh.2_Missense_Mutation_p.R147H|RBM23_uc001whi.2_Missense_Mutation_p.R129H|RBM23_uc010tne.1_Translation_Start_Site|RBM23_uc001whj.2_Translation_Start_Site|RBM23_uc001whk.1_Missense_Mutation_p.R163HNM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1GCGGGCATCACGCTCCTCAGG0.517

- 6 1162CDH24_uc010akf.2_Missense_Mutation_p.G301E|CDH24_uc001win.3_Missense_Mutation_p.G301ENM_022478 NP_071923 Q86UP0 CAD24_HUMANExtracellular (Potential).|Cadherin 3. 1AGACCCCTCCCCATCCAGGAT0.627

+ 2 367SRP54_uc010tpp.1_5'UTR|SRP54_uc010tpq.1_IntronNM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1TCTAGCAGACCTTGGAAGAAA0.328

+ 5 2923FAM179B_uc001wvw.2_Missense_Mutation_p.R905Q|FAM179B_uc010anc.2_RNA|FAM179B_uc001wvu.2_Missense_Mutation_p.R905QNM_015091 NP_055906 Q9Y4F4 F179B_HUMAN 3TCTTCCCGACGAGGTCTAAAT0.423

- 17 3688NID2_uc010tqs.1_Missense_Mutation_p.R1104W|NID2_uc010tqt.1_Missense_Mutation_p.R1152WNM_007361 NP_031387 Q14112 NID2_HUMAN 7ATCCTCTCCCGGCAGTCGTAA0.488 rs138581322

+ 6 1199SAMD4A_uc001xbc.2_Missense_Mutation_p.R312C|SAMD4A_uc001xbg.2_5'UTRNM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0GGGCAGCCTGCGCATCCCGCT0.657

+ 8 1039DAAM1_uc001xea.1_Missense_Mutation_p.R305H|DAAM1_uc001xeb.1_Missense_Mutation_p.R305HNM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN GBD/FH3. 1CTTCATCTTCGCTATGAATTT0.289

+ 8 1018 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1GCACCCAGGCGTCGTCCGCTC0.632

+ 7 1404SLC39A9_uc010aqx.2_Missense_Mutation_p.A219T|SLC39A9_uc001xlf.3_Intron|SLC39A9_uc001xlg.3_RNANM_018375 NP_060845 Q9NUM3 S39A9_HUMAN 0AGAGGTGAACGCCACGGGAGT0.493

+ 11 1458SMOC1_uc001xlt.1_Missense_Mutation_p.R402QNM_022137 NP_071420 Q9H4F8 SMOC1_HUMAN EF-hand 2. 2AAATGTGCCCGGCGTTTCACC0.527

- 35 5635 NM_000428 NP_000419 Q14767 LTBP2_HUMANEGF-like 19; calcium-binding (Potential). 2TCCCGCACGCGCACACAGCGG0.617

+ 6 386C14orf179_uc001xsf.2_RNA|C14orf179_uc010asl.1_Missense_Mutation_p.V118M|C14orf179_uc001xsg.2_Missense_Mutation_p.V123M|C14orf179_uc010tve.1_RNANM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0TGTTTTGCAGGTGGCAGCCCC0.458

- 12 1184SNW1_uc010tvm.1_Missense_Mutation_p.R311Q|SNW1_uc010asu.2_Missense_Mutation_p.R224Q|SNW1_uc010tvn.1_Missense_Mutation_p.R386QNM_012245 NP_036377 Q13573 SNW1_HUMAN 1ACTGATATCCCGATTTTCATT0.373

+ 9 1045PSMC1_uc001xyg.2_Nonsense_Mutation_p.R260*|PSMC1_uc001xyh.2_Nonsense_Mutation_p.R260*NM_002802 NP_002793 P62191 PRS4_HUMAN 0GGCCACAAACCGAATAGAAAC0.388

+ 4 389 NM_023112 NP_075601 Q96DC9 OTUB2_HUMAN OTU. 0GTTCAAAGAACGCGTACTGCA0.532

+ 14 1405PAPOLA_uc001yfr.2_Nonsense_Mutation_p.R399*|PAPOLA_uc010twv.1_Nonsense_Mutation_p.R399*|PAPOLA_uc010avp.2_Nonsense_Mutation_p.R149*NM_032632 NP_116021 P51003 PAPOA_HUMAN 0ATCAAAAATCCGAATCCTGGT0.373

- 7 8498AHNAK2_uc001ypx.2_Missense_Mutation_p.A2693VNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CTCCAGCCGCGCACCATCCAG0.602

- 7 1739AHNAK2_uc001ypx.2_Missense_Mutation_p.G440DNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1TGGTTCCCTGCCCGGCATCCA0.592

- 187 0TCACACTGACCTCCCCTCACT0.587 rs7146961

- 9 1301GABRB3_uc010uae.1_Missense_Mutation_p.D302N|GABRB3_uc001zba.2_Missense_Mutation_p.D387N|GABRB3_uc001zbb.2_Missense_Mutation_p.D443NNM_000814 NP_000805 P28472 GBRB3_HUMANCytoplasmic (Probable).p.D387N(1) 5TTCCTGGTATCGCCAATGCCG0.478

- 77 11897 NM_004667 NP_004658 O95714 HERC2_HUMAN WD 5. 13ACAAGTTGTTCGTCTTGCTCT0.408

+ 3 634CHAC1_uc010uct.1_Missense_Mutation_p.T160MNM_024111 NP_077016 Q9BUX1 CHAC1_HUMAN 0GCCATTGCCACGCAGATCCTG0.622

+ 15 1980 NM_006293 NP_006284 Q06418 TYRO3_HUMANProtein kinase.|Cytoplasmic (Potential). 6TGTCCCAGGGGTAAGCCTCCG0.602

+ 5 679 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0AGGTCAATGCGATTACTAAAA0.373

- 13 1340MYEF2_uc001zwg.3_5'Flank|MYEF2_uc001zwh.3_Missense_Mutation_p.R18C|MYEF2_uc001zwj.3_Missense_Mutation_p.R406CNM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN Gly-rich. 3ATCGCACCACGGTACAGCTCT0.383

- 9 3277RFX7_uc010ugk.1_RNA|RFX7_uc002adn.1_Missense_Mutation_p.R907CNM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0TTCCTGAAACGGTCTTCCACT0.443

- 18 2696SLTM_uc002afn.2_Missense_Mutation_p.P412S|SLTM_uc002afo.2_Missense_Mutation_p.P852S|SLTM_uc002afq.2_Missense_Mutation_p.P439S|SLTM_uc010bgd.2_Missense_Mutation_p.P439SNM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1GCCTCTCGAGGATGTCTAGGA0.498

- 78 10614VPS13C_uc002aha.2_Nonsense_Mutation_p.G3471*|VPS13C_uc002ahb.1_Nonsense_Mutation_p.G3514*|VPS13C_uc002ahc.1_Nonsense_Mutation_p.G3471*NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2AGGCTGTCTCCAAAATCTCTG0.423

+ 23 3482NEO1_uc010ukx.1_Missense_Mutation_p.V1103I|NEO1_uc010uky.1_Missense_Mutation_p.V1114I|NEO1_uc010ukz.1_Missense_Mutation_p.V527I|NEO1_uc002avn.3_Missense_Mutation_p.V752INM_002499 NP_002490 Q92859 NEO1_HUMANHelical; (Potential). 1TTCTGTTGGCGTCATCACCAT0.493

+ 2 87 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4CAGTCTGTTCCCTTCTCGGCC0.532



- 5 785CHRNB4_uc002bee.1_Intron|CHRNB4_uc010blh.1_Missense_Mutation_p.D43NNM_000750 NP_000741 P30926 ACHB4_HUMANExtracellular (Potential). 0ATGATGAAGTCGTAAGTCACG0.552

- 6 646STARD5_uc002bgn.2_Missense_Mutation_p.V81MNM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1GAGTCCACCACGTTCTGTGGG0.512

+ 9 2170 NM_001080435 NP_001073904 Q8TF30 WHAMM_HUMAN 0CAATCTGTCCGAAACACCTCT0.473

+ 7 1066AKAP13_uc002blt.1_Missense_Mutation_p.P299L|AKAP13_uc002blu.1_Missense_Mutation_p.P299LNM_007200 NP_009131 Q12802 AKP13_HUMAN 9AGTCTTATGCCCTTAATGATG0.483

+ 3 1753 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1ACACTCGCCCGTGAAGCCATT0.592

+ 12 1256TSC2_uc010bsd.2_Missense_Mutation_p.V384I|TSC2_uc002coo.2_Missense_Mutation_p.V384I|TSC2_uc010uvv.1_Missense_Mutation_p.V347I|TSC2_uc010uvw.1_Missense_Mutation_p.V335I|TSC2_uc002cop.2_Missense_Mutation_p.V184INM_000548 NP_000539 P49815 TSC2_HUMANRequired for interaction with TSC1. 10CAGGACCATCGTCCATGACCT0.587

+ 7 1579ZNF205_uc002cua.2_Missense_Mutation_p.G482SNM_001042428 NP_001035893 O95201 ZN205_HUMAN C2H2-type 7. 0CCTCGACTGCGGCAAGAGCTT0.672

+ 4 471ALG1_uc002cyj.2_Missense_Mutation_p.V33M|ALG1_uc002cyn.2_Missense_Mutation_p.V144M|ALG1_uc010bue.2_Missense_Mutation_p.V33M|ALG1_uc010uxy.1_Missense_Mutation_p.V33MNM_019109 NP_061982 Q9BT22 ALG1_HUMANLumenal (Potential). 2CTGCTGGTTCGTGGGCTGCCT0.542

+ 5 640ALG1_uc002cyj.2_Missense_Mutation_p.R89Q|ALG1_uc002cyn.2_Missense_Mutation_p.R200Q|ALG1_uc010bue.2_Missense_Mutation_p.R89Q|ALG1_uc010uxy.1_Missense_Mutation_p.R89QNM_019109 NP_061982 Q9BT22 ALG1_HUMANLumenal (Potential). 2AATGCTATGCGAGAAGACCTG0.592

+ 16 1318C16orf62_uc002dgo.1_Missense_Mutation_p.R369W|C16orf62_uc002dgp.1_Missense_Mutation_p.R185WNM_020314 NP_064710 Q7Z3J2 CP062_HUMAN 1GTCTGCCTTCCGGGCTGAGTT0.453

+ 2 522EARS2_uc002dls.3_5'Flank|EARS2_uc002dlt.3_5'Flank|EARS2_uc002dlu.2_5'FlankNM_019116 NP_061989 O14562 UBFD1_HUMANUbiquitin-like. 0GACAGCACAGGCTCCGAGCTG0.602

- 3 462DNAJA2_uc002eep.2_Missense_Mutation_p.R24QNM_005880 NP_005871 O60884 DNJA2_HUMAN 1TCTGCCATTTCGACTTCTACT0.428 rs143994918

+ 3 485HEATR3_uc002efx.2_Missense_Mutation_p.A22VNM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN HEAT 2. 2AATCTCAGTGCTTGTGGAGGT0.378

+ 2 199NOD2_uc010cbj.1_Missense_Mutation_p.E5K|NOD2_uc010cbk.1_Missense_Mutation_p.E5K|NOD2_uc002egl.1_5'UTRNM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4GTGCTCGCAGGAGGCTTTTCA0.607

- 6 739KIFC3_uc010vhw.1_Missense_Mutation_p.R79H|KIFC3_uc002emn.2_RNA|KIFC3_uc002emm.2_Missense_Mutation_p.R42H|KIFC3_uc010vhx.1_Missense_Mutation_p.R42H|KIFC3_uc010cdf.2_Missense_Mutation_p.R42H|KIFC3_uc002emo.3_Missense_Mutation_p.R42H|KIFC3_uc010vhy.1_Missense_Mutation_p.R123H|KIFC3_uc002emq.2_Missense_Mutation_p.R181H|KIFC3_uc010vhz.1_Missense_Mutation_p.R203H|KIFC3_uc002emr.1_IntronNM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN Potential. 3CAGCTTGTCACGGAGCTGGGC0.627

+ 7 1163CDH5_uc002eon.1_Missense_Mutation_p.I336TNM_001795 NP_001786 P33151 CADH5_HUMANCadherin 3.|Extracellular (Potential). 6TACAGCTTCATCGTCGAGGCC0.423

- 6 1739ZNF23_uc002fad.2_Missense_Mutation_p.E251K|ZNF23_uc002fae.2_Missense_Mutation_p.E251K|ZNF23_uc010vmf.1_Missense_Mutation_p.E251K|ZNF23_uc002fag.2_Missense_Mutation_p.E251K|ZNF23_uc002fah.2_Missense_Mutation_p.E309K|ZNF23_uc002fai.2_Missense_Mutation_p.E348KNM_145911 NP_666016 P17027 ZNF23_HUMAN C2H2-type 6. 0TCATTACACTCGTAAGGTTTC0.408

- 6 1270ZNF23_uc002fai.2_Intron|ZNF19_uc002fak.1_Missense_Mutation_p.T243M|ZNF19_uc002fal.1_Missense_Mutation_p.T243M|ZNF19_uc002fam.1_Missense_Mutation_p.T255MNM_006961 NP_008892 P17023 ZNF19_HUMAN C2H2-type 4. 0GGAACTACTCGTGAAACTATT0.443

- 4 722HSDL1_uc010vnv.1_Missense_Mutation_p.A125TNM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0AAACTAGCGGCGGCAATGTTC0.498

+ 14 1596CRISPLD2_uc010vog.1_Intron|CRISPLD2_uc002fio.2_Missense_Mutation_p.V456MNM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 2. 0TGGGGGTGACGTGGACGTGAT0.567

- 31 3074FANCA_uc010vpn.1_Missense_Mutation_p.R1011H|FANCA_uc010vpo.1_Missense_Mutation_p.R97HNM_000135 NP_000126 O15360 FANCA_HUMAN 6ATTTCCTGTGCGGCCACCAAA0.408

- 16 1934VPS53_uc002frk.2_Splice_Site_p.T115_splice|VPS53_uc010cjo.1_Splice_Site_p.T596_splice|VPS53_uc002frl.2_Splice_Site|VPS53_uc002frm.2_Splice_Site_p.T567_splice|VPS53_uc002fro.2_Splice_Site_p.T398_splice|VPS53_uc010cjp.1_Splice_Site_p.T319_spliceNM_018289 NP_060759 Q5VIR6 VPS53_HUMAN 0AGGGTACATACGTGCTGAACG0.493

- 8 1335INPP5K_uc002fss.2_Missense_Mutation_p.G240S|INPP5K_uc002fsq.2_Missense_Mutation_p.G240S|INPP5K_uc010cjr.2_Missense_Mutation_p.G240S|INPP5K_uc010vql.1_Missense_Mutation_p.G224S|INPP5K_uc010vqm.1_Missense_Mutation_p.G220SNM_016532 NP_057616 Q9BT40 INP5K_HUMANCatalytic (Potential). 0TCGAACGTGCCGGAGACAGGC0.587

+ 19 2412EIF4A1_uc002ghr.1_Missense_Mutation_p.R342K|EIF4A1_uc002ghq.1_Missense_Mutation_p.R336K|EIF4A1_uc002ghp.1_Missense_Mutation_p.G363S|CD68_uc002ghv.2_5'Flank|CD68_uc002ghu.2_5'FlankNM_001416 NP_001407 P60842 IF4A1_HUMANHelicase C-terminal. 1AATCGGTCGAGGTGGACGGTT0.502

+ 1 235MPDU1_uc010vub.1_5'UTR|MPDU1_uc002ghx.2_Missense_Mutation_p.G7R|MPDU1_uc010vuc.1_Missense_Mutation_p.G7RNM_004870 NP_004861 O75352 MPU1_HUMAN 1CGAGGCGGACGGACCGCTTAA0.567

+ 3 682LSMD1_uc002giz.2_5'Flank|LSMD1_uc002gja.2_5'Flank|CYB5D1_uc010cnn.1_Missense_Mutation_p.G98DNM_144607 NP_653208 Q6P9G0 CB5D1_HUMANCytochrome b5 heme-binding. 1ACCCCGCGGGGCCGCTTTGTG0.622

+ 39 5912CHD3_uc002gjd.2_Missense_Mutation_p.P1980L|CHD3_uc002gjf.2_Missense_Mutation_p.P1887L|CHD3_uc002gjh.2_Missense_Mutation_p.P498L|CHD3_uc002gjj.2_Missense_Mutation_p.P84LNM_001005273 NP_001005273 Q12873 CHD3_HUMANRequired for interaction with PCNT. 1CAGGCCTACCCGCCGGGTCCC0.607

- 4 524PMP22_uc002gok.2_Missense_Mutation_p.R159C|PMP22_uc002gol.2_Missense_Mutation_p.R159CNM_153322 NP_696997 Q01453 PMP22_HUMAN 0CCTCATTCGCGTTTCCGCAAG0.547

+ 2 1302 NM_000676 NP_000667 P29275 AA2BR_HUMANCytoplasmic (By similarity). 2TCAGGCTGGGGTACAGCCTGC0.498

+ 3 370DRG2_uc010vxg.1_Splice_Site_p.E105_splice|DRG2_uc002gsi.1_Splice_Site|DRG2_uc002gsj.1_Splice_Site_p.E105_spliceNM_001388 NP_001379 P55039 DRG2_HUMAN 1GGTCATTGAAGTAAGTGGGTG0.557

+ 39 8100MYO15A_uc010vxi.1_5'Flank|MYO15A_uc010vxj.1_5'Flank|MYO15A_uc010vxk.1_5'FlankNM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9GCAGCCGTTCCGGGGAGGCCG0.632

+ 14 1670KSR1_uc002gzj.1_RNA|KSR1_uc002gzm.2_Missense_Mutation_p.D188NNM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4TCTTAGGCTCGATGACCAGCC0.552

+ 9 706GOSR1_uc002hfd.2_Missense_Mutation_p.R225Q|GOSR1_uc002hff.2_Missense_Mutation_p.R162QNM_004871 NP_004862 O95249 GOSR1_HUMANCytoplasmic (Potential). 0CTGAGGAAGCGGCGGGACTCG0.493

- 3 436C17orf79_uc010css.2_RNANM_018405 NP_060875 Q9NQ92 COPR5_HUMAN 0TTAAAAAGATCGCCAGGCTGT0.517

+ 15 1756TAF15_uc002hkc.2_Missense_Mutation_p.G554DNM_139215 NP_631961 Q92804 RBP56_HUMANArg/Gly-rich.|19.|21 X approximate tandem repeats of D-R- [S,G](0,3)-G-G-Y-G-G.35AGTGGTGGCGGCTATGGAGGA0.562

- 39 4668ACACA_uc002hnk.2_Missense_Mutation_p.R1415W|ACACA_uc002hnl.2_Missense_Mutation_p.R1435W|ACACA_uc002hnn.2_Missense_Mutation_p.R1493W|ACACA_uc002hno.2_Missense_Mutation_p.R1530W|ACACA_uc010cuy.2_Missense_Mutation_p.R187WNM_198836 NP_942133 Q13085 ACACA_HUMAN 2ACCATGCTCCGCACGGATTCC0.453

+ 6 570RPL19_uc002hrr.1_Missense_Mutation_p.R168GNM_000981 NP_000972 P84098 RL19_HUMAN 0CAAGGAAGCACGCAAGCGCCG0.527

+ 2 291GRB7_uc002hss.2_Missense_Mutation_p.P14L|GRB7_uc010cwc.2_Missense_Mutation_p.P14L|GRB7_uc002hst.2_Missense_Mutation_p.P14LNM_005310 NP_005301 Q14451 GRB7_HUMAN 5AGCAGCTCTCCGGAAGACCTT0.617

- 2 351 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN14.|18 X 5 AA repeats of C-C-[GRQC]-[SPT]- [VSTL]. 0CAGAGTGGACGGCAGCAGCTG0.597

- 4 890 JUP_uc010wfs.1_Intron NM_000422 NP_000413 Q04695 K1C17_HUMAN Coil 2.|Rod. 2TACTGGTCACGCATCTCGTTG0.592

+ 3 394JUP_uc010wfs.1_Intron|EIF1_uc002hxk.2_RNANM_005801 NP_005792 P41567 EIF1_HUMAN 0ATTGAGCATCCGGAATATGGA0.463

- 13 2045DHX58_uc002hyv.3_5'Flank|DHX58_uc002hyw.3_5'Flank|DHX58_uc010wgf.1_5'FlankNM_021078 NP_066564 Q92830 KAT2A_HUMAN 2GGACAGCTCCGTGTAGGGGAT0.557

+ 9 1906WNK4_uc010wgx.1_Missense_Mutation_p.R293C|WNK4_uc002ibk.1_Missense_Mutation_p.R401C|WNK4_uc010wgy.1_Translation_Start_SiteNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7ATCCATTCCACGTTCTGGCCC0.547 rs61755600

- 4 483AARSD1_uc002icd.2_Missense_Mutation_p.D28N|AARSD1_uc002ice.2_Missense_Mutation_p.D28N|AARSD1_uc010whg.1_Missense_Mutation_p.D89N|AARSD1_uc002icg.2_RNA|AARSD1_uc002ich.2_Missense_Mutation_p.D51N|AARSD1_uc010whh.1_Missense_Mutation_p.D89N|RUNDC1_uc002ici.1_5'Flank|RUNDC1_uc010whi.1_5'FlankNM_025267 NP_079543 Q9BTE6 AASD1_HUMAN 0TCCACTCCATCGGCATTCTTG0.512 rs147796875

+ 10 1327NMT1_uc002iia.2_RNA|NMT1_uc010dad.1_Missense_Mutation_p.D97NNM_021079 NP_066565 P30419 NMT1_HUMAN 0CCTCATGAGCGACGCCCTTGT0.567

- 48 3775 NM_000088 NP_000079 P02452 CO1A1_HUMANNonhelical region (C-terminal). 382TCATCAGCCCGGTAGTAGCGG0.622

- 6 762INTS2_uc002izm.2_Missense_Mutation_p.L221PNM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3ATTTTTTATCAGGCCCCTACA0.358



- 13 2344 NM_000334 NP_000325 P35499 SCN4A_HUMAN II. 3GCACAGGATGCGGAAGACGAT0.587

+ 2 1194BPTF_uc002jge.2_Missense_Mutation_p.R378Q|BPTF_uc010wqm.1_Missense_Mutation_p.R378QNM_182641 NP_872579 Q12830 BPTF_HUMAN 4AATATTGCTCGAGAGGAATTG0.423

- 4 461RECQL5_uc010dgk.2_Missense_Mutation_p.S75L|RECQL5_uc002jpb.1_Missense_Mutation_p.S102L|RECQL5_uc002joz.3_Missense_Mutation_p.S102L|RECQL5_uc002jpa.3_Missense_Mutation_p.S102LNM_004259 NP_004250 O94762 RECQ5_HUMANHelicase ATP-binding.p.T102T(1) 3AGAGAGCTTCGAGTTCAGGGA0.512

- 6 929DNAH17_uc002jvs.2_RNA 9GGCGGCGGCCGTGGACTTGGA0.542

- 2 1031 NM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2AACAAATTTTCGTGTGAACAT0.393

+ 9 5853ANKRD12_uc002knw.2_Missense_Mutation_p.E1843K|ANKRD12_uc002knx.2_Missense_Mutation_p.E1843K|ANKRD12_uc010dkx.1_Missense_Mutation_p.E1573KNM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3GTACTATGACGAATATGTAAC0.358

+ 2 1434TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.I262LNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN15.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2GGAGGGTGACATCCCCAAGTC0.592

- 3 972 NM_003927 NP_003918 Q9UBB5 MBD2_HUMAN 0AATTGATGCTGTTTGTCTAAT0.318

- 11 6288 NM_052947 NP_443179 Q86TB3 ALPK2_HUMANAlpha-type protein kinase. 14TGTAGCATACGGGATATTGTT0.458

+ 4 1041ZNF532_uc002lhp.2_Missense_Mutation_p.T163M|ZNF532_uc010xeg.1_Missense_Mutation_p.T163M|ZNF532_uc002lhr.2_Missense_Mutation_p.T163M|ZNF532_uc002lhs.2_Missense_Mutation_p.T163MNM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2AATGTGTTGACGGGGTCGGCT0.527

+ 5 525C19orf36_uc002lux.1_Missense_Mutation_p.V150I|C19orf36_uc010xgw.1_Missense_Mutation_p.V150INM_001039846 NP_001034935 Q1ZYL8 IZUM4_HUMAN 0AGACTCGCACGTCGCCTGCTT0.632

+ 2 219NFIC_uc002lxo.2_Missense_Mutation_p.E44K|NFIC_uc010xhh.1_Missense_Mutation_p.E44K|NFIC_uc002lxp.2_Missense_Mutation_p.E53K|NFIC_uc010xhj.1_Missense_Mutation_p.E53K|NFIC_uc002lxq.1_Missense_Mutation_p.E5KNM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0GTCGAAGGACGAGGAGCGTGC0.647

+ 3 320KDM4B_uc010xil.1_Missense_Mutation_p.V32M|KDM4B_uc010xim.1_Missense_Mutation_p.V32MNM_015015 NP_055830 O94953 KDM4B_HUMAN JmjN. 1CAACAAATACGTGGCCTACAT0.622

- 4 453CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R105Q|CD209_uc002mhr.2_Missense_Mutation_p.R105Q|CD209_uc002mhs.2_Missense_Mutation_p.R105Q|CD209_uc002mhu.2_Missense_Mutation_p.R129Q|CD209_uc010dvq.2_Missense_Mutation_p.R129Q|CD209_uc002mhq.2_Missense_Mutation_p.R129Q|CD209_uc002mhv.2_Missense_Mutation_p.R105Q|CD209_uc002mhx.2_Missense_Mutation_p.R85Q|CD209_uc002mhw.2_Missense_Mutation_p.R85Q|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|2.|7 X approximate tandem repeats.1AGCCTTCAGCCGGGTCAGCTC0.567

+ 9 1310LPPR2_uc002mrf.1_Missense_Mutation_p.S305L|LPPR2_uc010dxy.1_Missense_Mutation_p.S137LNM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1AGGCCGCATTCGACACCGGCA0.647

+ 4 1307 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 9. 0AGTTCCCTTCGATATCATGAA0.433

+ 4 1683ZNF844_uc010dym.1_Missense_Mutation_p.H357DNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCACATCTGCCTCA0.408

+ 3 699NFIX_uc002mwd.2_Missense_Mutation_p.G208R|NFIX_uc002mwe.2_Missense_Mutation_p.G200R|NFIX_uc002mwf.2_Missense_Mutation_p.G211R|NFIX_uc002mwg.1_Missense_Mutation_p.G207RQ14938 NFIX_HUMAN 2ACTGCCCAACGGTCAGTGCCC0.572

- 6 716EMR3_uc010dzp.2_Missense_Mutation_p.D138N|EMR3_uc010xnv.1_IntronNM_032571 NP_115960 Q9BY15 EMR3_HUMANExtracellular (Potential).p.D190N(1) 6CCTACACTATCGTTTTGGATT0.413

- 7 695IL12RB1_uc010xqb.1_Nonsense_Mutation_p.R211*|IL12RB1_uc002nhx.1_Nonsense_Mutation_p.R251*|IL12RB1_uc002nhy.2_Nonsense_Mutation_p.R211*NM_005535 NP_005526 P42701 I12R1_HUMANExtracellular (Potential).|Fibronectin type-III 2. 1TGCCGTCGTCGGAGCTGGAAT0.602

- 14 2191PDE4C_uc002nik.3_Missense_Mutation_p.Q571K|PDE4C_uc002nil.3_Missense_Mutation_p.Q571K|PDE4C_uc002nif.3_Missense_Mutation_p.Q340K|PDE4C_uc002nig.3_Missense_Mutation_p.Q286K|PDE4C_uc002nih.3_Missense_Mutation_p.Q341K|PDE4C_uc010ebk.2_Missense_Mutation_p.Q465K|PDE4C_uc002nii.3_Missense_Mutation_p.Q539K|PDE4C_uc010ebl.2_Missense_Mutation_p.Q285KNM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5CGGTCTCCCTGCTGGAAGAAC0.627

- 4 1390 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTAAAGGCTTCGCCACATTCT0.423

- 4 1655ZNF681_uc002nrl.3_Missense_Mutation_p.S436P|ZNF681_uc002nrj.3_Missense_Mutation_p.S436PNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0CATTTGTAGGATTTCTCTCCA0.373

+ 7 1374CD22_uc010xst.1_Nonsense_Mutation_p.R261*|CD22_uc010edu.2_Nonsense_Mutation_p.R345*|CD22_uc010edv.2_Nonsense_Mutation_p.R433*|CD22_uc002nzb.3_Nonsense_Mutation_p.R256*|CD22_uc010edx.2_RNANM_001771 NP_001762 P20273 CD22_HUMANExtracellular (Potential).|Ig-like C2-type 4. 9CATGCCGATTCGAGAAGGAGA0.512

+ 9 1027uc010eec.1_RNA|uc002oag.2_Intron|TMEM147_uc002oai.1_5'Flank|TMEM147_uc002oaj.1_5'Flank|TMEM147_uc002oak.1_5'FlankNM_014364 NP_055179 O14556 G3PT_HUMAN 0ACAGGGATGGCGTTCCGGGTA0.617

- 14 2041ATP4A_uc010eee.1_5'UTRNM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1ACAGGCACGGGCATCCCTGGG0.637

+ 19 2376WDR62_uc002odd.2_Missense_Mutation_p.R762QNM_173636 NP_775907 O43379 WDR62_HUMAN 0ATTGACCACCGGCAGCAGCAG0.572

- 6 2022ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.Q599H|ZNF780A_uc010xvh.1_Missense_Mutation_p.Q600HNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0GTCGAATAAGTTGCATATGAA0.403

- 3 670uc010eif.1_Intron|uc002ott.1_RNA|uc010eig.1_Intron|uc010eih.1_Intron|CEACAM1_uc010eii.2_5'Flank|CEACAM1_uc002otw.2_Missense_Mutation_p.P186L|CEACAM1_uc010eij.2_Missense_Mutation_p.P186L|CEACAM1_uc002otx.2_Missense_Mutation_p.P186L|CEACAM1_uc002oty.2_Missense_Mutation_p.P186L|CEACAM1_uc002otz.2_Missense_Mutation_p.P186L|CEACAM1_uc010eik.2_Intron|CEACAM1_uc002oua.2_Missense_Mutation_p.P186L|CEACAM1_uc002oub.2_Missense_Mutation_p.P186L|CEACAM1_uc002ouc.2_Missense_Mutation_p.P186LNM_001712 NP_001703 P13688 CEAM1_HUMANIg-like C2-type 1.|Extracellular (Potential). 2GGGACTGACCGGGAGGCTCTG0.527 rs144709978

- 17 1948XRCC1_uc010xwp.1_Nonsense_Mutation_p.R579*NM_006297 NP_006288 P18887 XRCC1_HUMAN BRCT 2. 7TAGATCCATCGGGGACGAACG0.527

+ 8 1838GRIN2D_uc010elx.2_5'UTRNM_000836 NP_000827 O15399 NMDE4_HUMANHelical; (Potential). 6CTACAGCCCCGCCGTGTGGGT0.488

- 9 963TEAD2_uc002png.2_Missense_Mutation_p.R294H|TEAD2_uc002pnh.2_Missense_Mutation_p.R295H|TEAD2_uc002pni.2_Missense_Mutation_p.R294H|TEAD2_uc010yao.1_Missense_Mutation_p.R163H|TEAD2_uc010emw.2_Missense_Mutation_p.R294HNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GGGGGGGCCACGATCATATAG0.572

+ 10 1230POLD1_uc002psc.3_Missense_Mutation_p.V392M|POLD1_uc010enx.2_RNA|POLD1_uc010eny.2_Missense_Mutation_p.V392MNM_002691 NP_002682 P28340 DPOD1_HUMAN 2GGACCCCGACGTGATCACCGG0.607

- 4 1361 NM_024733 NP_079009 Q9H7R5 ZN665_HUMAN C2H2-type 9. 2TGAATTCTTCGATGATTTGCT0.408

+ 7 1576ZNF761_uc010ydy.1_Missense_Mutation_p.H319R|ZNF761_uc002qbt.1_Missense_Mutation_p.H319RNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 6. 1ACATGCCATCATAGACTTCAT0.428 rs147132093

+ 7 1972ZNF761_uc010ydy.1_Missense_Mutation_p.R451Q|ZNF761_uc002qbt.1_Missense_Mutation_p.R451QNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 11. 1ACCTTTAGTCGGAAGTCATAC0.418

- 6 1246LILRA4_uc002qfi.2_Missense_Mutation_p.G331SNM_012276 NP_036408 P59901 LIRA4_HUMANIg-like C2-type 4.|Extracellular (Potential). 2CTGCGTGAGCCGTAGCACCTG0.607 rs142697594

+ 5 1487ZNF547_uc002qpm.3_Intron|ZNF419_uc010ety.1_Missense_Mutation_p.R417K|ZNF419_uc010etz.1_Missense_Mutation_p.R404K|ZNF419_uc010eua.1_Missense_Mutation_p.R403K|ZNF419_uc002qow.2_Missense_Mutation_p.R384K|ZNF419_uc010eub.1_Missense_Mutation_p.R371K|ZNF419_uc010euc.1_Missense_Mutation_p.R370KNM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0ACCCTAGTTAGACATCAGAGG0.428

- 17 3606 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8CGTGTGTGCCGCCGATAGATT0.572

- 19 2197WDR35_uc002rdj.2_Nonsense_Mutation_p.R686*|WDR35_uc010ext.2_RNA|WDR35_uc002rdh.2_Nonsense_Mutation_p.R262*|WDR35_uc002rdk.3_Nonsense_Mutation_p.R262*NM_001006657 NP_001006658 Q9P2L0 WDR35_HUMAN 1TACCAAAGTCGGGGGTGTGGA0.438

+ 4 572CENPA_uc002rht.2_RNA|CENPA_uc002rhs.2_Missense_Mutation_p.R104QNM_001809 NP_001800 P49450 CENPA_HUMAN H3-like. 0CAACTGGCCCGGAGGATCCGG0.552

- 37 4147IFT172_uc010ezb.2_RNANM_015662 NP_056477 Q9UG01 IF172_HUMAN TPR 11. 2ATGAAAGCATCGATTGCTTCC0.507

+ 15 1857MTA3_uc002rsp.1_Missense_Mutation_p.R396Q|MTA3_uc002rsq.2_Missense_Mutation_p.R453Q|MTA3_uc002rsr.2_Missense_Mutation_p.R452QNM_020744 NP_065795 Q9BTC8 MTA3_HUMAN 2ATGCCAGTCCGAAACACTGGG0.478

+ 2 495PPM1B_uc002rts.2_Missense_Mutation_p.R23C|PPM1B_uc002rtu.2_Missense_Mutation_p.R23C|PPM1B_uc002rtv.2_Intron|PPM1B_uc002rtw.2_Missense_Mutation_p.R23C|PPM1B_uc002rtx.2_Missense_Mutation_p.R23CNM_002706 NP_002697 O75688 PPM1B_HUMAN 2GAATGGTTTACGTTATGGCCT0.413

+ 19 2056PAPOLG_uc002saj.2_Missense_Mutation_p.V298I|PAPOLG_uc002sak.2_Missense_Mutation_p.V144I|PAPOLG_uc010fch.2_Missense_Mutation_p.V298INM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2CATTCCTACCGTAGTAGGACG0.383

- 16 2522ADD2_uc010fds.1_RNA|ADD2_uc002sgy.2_3'UTR|ADD2_uc002sha.2_Missense_Mutation_p.S380L|ADD2_uc002sgx.2_3'UTRNM_001617 NP_001608 P35612 ADDB_HUMAN 3GCTGGTGACCGACTCGGTTTT0.537

- 2 338LMAN2L_uc002swv.2_Missense_Mutation_p.R101Q|LMAN2L_uc010yut.1_5'UTR|LMAN2L_uc010yuu.1_Intron|LMAN2L_uc010yuv.1_Intron|LMAN2L_uc010yuw.1_Intron|LMAN2L_uc002sww.2_5'UTR|LMAN2L_uc010yux.1_5'UTRNM_030805 NP_110432 Q9H0V9 LMA2L_HUMANL-type lectin-like.|Lumenal (Potential). 0TCTTACCACCCGGTTCCACAA0.478



+ 8 1697CNGA3_uc002syu.2_Missense_Mutation_p.R409H|CNGA3_uc010fij.2_Missense_Mutation_p.R431HNM_001298 NP_001289 Q16281 CNGA3_HUMAN 6ATGCAGTTCCGCAAGGTCACC0.532

+ 4 993 NM_017546 NP_060016 Q9UKZ1 CB029_HUMAN 5CTAAACCCCACGGAGCCTGAC0.493

- 2 401FHL2_uc002tdc.2_5'UTR|FHL2_uc002tdd.2_Missense_Mutation_p.R22W|FHL2_uc002tcv.2_Missense_Mutation_p.R22W|FHL2_uc002tcw.2_Missense_Mutation_p.R22W|FHL2_uc002tcx.2_Missense_Mutation_p.R22W|FHL2_uc010fje.2_5'UTR|FHL2_uc002tcy.2_Missense_Mutation_p.R22W|FHL2_uc002tcz.2_Missense_Mutation_p.R132W|FHL2_uc002tda.2_RNA|FHL2_uc002tdb.2_Missense_Mutation_p.R138W|FHL2_uc002tde.1_Missense_Mutation_p.R115WNM_201557 NP_963851 Q14192 FHL2_HUMANC4-type (Potential). 1CTCTCCTCCCGCAGGATGTAC0.532

- 17 2492 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN Potential. 1AATCATTTTCAGTAAAGAATT0.348

- 2 528ST6GAL2_uc002tdr.2_Nonsense_Mutation_p.Q137*|ST6GAL2_uc002tds.3_Nonsense_Mutation_p.Q137*NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANLumenal (Potential). 11CACCCTGGCTGACCAGCAGCA0.557

+ 3 670SULT1C2_uc010ywp.1_Silent_p.S8S|SULT1C2_uc002tdx.2_Nonsense_Mutation_p.R73*|SULT1C2_uc010ywq.1_Nonsense_Mutation_p.R73*NM_001056 NP_001047 O00338 ST1C2_HUMAN 1GAAGTGCCAGCGAGCCATCAT0.443

- 3 371DARS_uc010fnj.1_Translation_Start_SiteNM_001349 NP_001340 P14868 SYDC_HUMAN 1ACTCTTGCACGTACCCAAACA0.343

+ 10 1407 NM_001001664 NP_001001664 Q6IQ16 SPOPL_HUMAN 3CAACTTGGGTGTAAAGATGGG0.358

- 6 832STAM2_uc010foa.1_Missense_Mutation_p.S161L|STAM2_uc002tyd.2_Missense_Mutation_p.S161LNM_005843 NP_005834 O75886 STAM2_HUMAN 1GTTTTTGTTCGATGACGTACC0.323

- 11 1677ITGB6_uc010fou.2_Missense_Mutation_p.G554D|ITGB6_uc010zcq.1_Missense_Mutation_p.G512D|ITGB6_uc010fov.1_Missense_Mutation_p.G554DNM_000888 NP_000879 P18564 ITB6_HUMANExtracellular (Potential).|III.|Cysteine-rich tandem repeats.3GTCGCCGTTACCTGTAACACA0.522

+ 4 673GAD1_uc002ugh.2_Missense_Mutation_p.R84QNM_000817 NP_000808 Q99259 DCE1_HUMAN 1AACAGCGACCGGGATGCCCGC0.547

- 17 2786GPR155_uc002uiu.2_Missense_Mutation_p.R799C|GPR155_uc002uiv.2_Missense_Mutation_p.R799C|GPR155_uc010fqs.2_Missense_Mutation_p.R771CNM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN DEP. 1GCTTCACCACGGTCGGAGGCA0.493

- 17 2771GPR155_uc002uiu.2_Missense_Mutation_p.G794S|GPR155_uc002uiv.2_Missense_Mutation_p.G794S|GPR155_uc010fqs.2_Missense_Mutation_p.G766SNM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN DEP. 1GAGGCAAGGCCGACTTCAATT0.493

- 5 437ATF2_uc010fqv.2_Intron|ATF2_uc002ujv.2_Translation_Start_Site|ATF2_uc002ujm.2_Intron|ATF2_uc002ujn.2_Intron|ATF2_uc002ujo.2_Intron|ATF2_uc002ujp.2_RNA|ATF2_uc002ujq.2_Missense_Mutation_p.R59C|ATF2_uc002ujr.2_RNA|ATF2_uc010fqu.2_Missense_Mutation_p.R41C|ATF2_uc002ujs.2_Intron|ATF2_uc002ujt.2_RNA|ATF2_uc002uju.2_Intron|ATF2_uc002ujw.1_Intron|ATF2_uc002ujx.1_RNA|ATF2_uc002ujy.1_Missense_Mutation_p.R59CNM_001880 NP_001871 P15336 ATF2_HUMAN 3CTGTCATTACGTGCTGGACCA0.348

- 277 79894uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.T20252I|TTN_uc010zfi.1_Missense_Mutation_p.T20185I|TTN_uc010zfj.1_Missense_Mutation_p.T20060INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGCTTTGGTTGTACCACTGGA0.428

- 275 73074uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17979C|TTN_uc010zfi.1_Missense_Mutation_p.R17912C|TTN_uc010zfj.1_Missense_Mutation_p.R17787CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCTTGACACGGAACTGATAT0.418

- 205 40639TTN_uc010zfh.1_Missense_Mutation_p.R7167H|TTN_uc010zfi.1_Missense_Mutation_p.R7100H|TTN_uc010zfj.1_Missense_Mutation_p.R6975HNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGTTTTCACACGGTTTTCTAA0.368

+ 3 468GULP1_uc002uqc.3_Missense_Mutation_p.R3C|GULP1_uc002uqd.2_Missense_Mutation_p.R3C|GULP1_uc010zfw.1_Missense_Mutation_p.R3C|GULP1_uc002uqe.2_Missense_Mutation_p.R3C|GULP1_uc002uqf.2_Missense_Mutation_p.R3C|GULP1_uc002uqg.2_Missense_Mutation_p.R3CNM_016315 NP_057399 Q9UBP9 GULP1_HUMAN 1CATCATGAACCGTGCTTTTAG0.363

+ 6 660MAP2_uc002vdc.1_Missense_Mutation_p.P138S|MAP2_uc002vdd.1_Missense_Mutation_p.P138S|MAP2_uc002vdf.1_Missense_Mutation_p.P138S|MAP2_uc002vdg.1_Missense_Mutation_p.P138S|MAP2_uc002vdh.1_Missense_Mutation_p.P138S|MAP2_uc002vdi.1_Missense_Mutation_p.P138SNM_002374 NP_002365 P11137 MAP2_HUMAN 17TCCTTCTCCACCCCCATCACC0.413

+ 17 3429TTLL4_uc010zkl.1_Missense_Mutation_p.R855H|TTLL4_uc010fvx.2_Missense_Mutation_p.R956H|TTLL4_uc010zkm.1_Missense_Mutation_p.R223HNM_014640 NP_055455 Q14679 TTLL4_HUMAN 3TTTTCTCGCCGTGGTCAGTTT0.463

- 11 1645PTPRN_uc010zlc.1_Missense_Mutation_p.R429Q|PTPRN_uc002vla.2_Missense_Mutation_p.R490QNM_002846 NP_002837 Q16849 PTPRN_HUMANExtracellular (Potential). 4CTCATTGTGCCGGATGCGGAA0.557

- 3 446EPHA4_uc002vmr.2_Missense_Mutation_p.R135H|EPHA4_uc010zlm.1_Missense_Mutation_p.R76H|EPHA4_uc010zln.1_Missense_Mutation_p.R135HNM_004438 NP_004429 P54764 EPHA4_HUMANExtracellular (Potential). 12TCTGATGAAACGCTCTTTGTC0.458

+ 21 2494DGKD_uc002vuj.1_Nonsense_Mutation_p.R784*|DGKD_uc010fyh.1_Nonsense_Mutation_p.R695*|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5GTGTGACGGGCGACCCATCCC0.547

- 7 1219 NM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN HAT 6. 3ATACACTTTCCGTGCATGGGC0.418

- 4 943uc002wuz.2_RNA|ZNF337_uc010ztg.1_Missense_Mutation_p.V109I|ZNF337_uc002wvb.2_Missense_Mutation_p.V141I|ZNF337_uc002wvc.2_Missense_Mutation_p.V141INM_015655 NP_056470 Q9Y3M9 ZN337_HUMAN 0CTTGAGCTTACTGCATGTCTT0.423

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 3 195FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.N7D 0GTTGGCCTCAAATAGCTGCTT0.358

+ 3 222FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0ATGCAATGAAGCAGGGGACAT0.373

+ 3 243_244FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.S23D 0AGAAGCAAAAAGTAAAACAGCA0.361

- 3 2028CPNE1_uc010zvj.1_Intron|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.R599H|RBM12_uc002xds.2_Missense_Mutation_p.R599HNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN 3TTCAGACTTACGTGCATCATC0.398

+ 14 2179 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN PHD-type. 1AAATGTGCCCGAGAAATACAC0.453

+ 4 639NPEPL1_uc010zzr.1_Missense_Mutation_p.A134T|NPEPL1_uc002xzn.2_RNA|NPEPL1_uc010gjo.1_Missense_Mutation_p.A154T|NPEPL1_uc002xzp.2_Missense_Mutation_p.A70TNM_024663 NP_078939 Q8NDH3 PEPL1_HUMAN 0GCGGCTAGCAGCCCGCATCGT0.617

- 7 600SYCP2_uc010gju.1_Missense_Mutation_p.R55HNM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5GGAACAAATGCGAGGTACGAA0.303

- 5 748SYNJ1_uc011ads.1_Nonsense_Mutation_p.R211*|SYNJ1_uc002yqf.2_Nonsense_Mutation_p.R211*|SYNJ1_uc002yqg.2_Nonsense_Mutation_p.R211*|SYNJ1_uc002yqi.2_Nonsense_Mutation_p.R250*NM_003895 NP_003886 O43426 SYNJ1_HUMAN SAC. 5GTCCCAGCTCGTTCACAGCTT0.383

- 21 2938GART_uc002yrz.2_Missense_Mutation_p.G935R|GART_uc010gmd.2_Missense_Mutation_p.G597R|GART_uc002yry.2_Missense_Mutation_p.G935RNM_000819 NP_000810 P22102 PUR2_HUMAN GART. 1ACTGTGACTCCGGTTTCCAGG0.398

+ 22 5184DOPEY2_uc011aeb.1_Missense_Mutation_p.R1651H|DOPEY2_uc002yvh.2_Missense_Mutation_p.R553HNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2AAAGCCCAGCGTCACAGTAAG0.423

- 3 2549ZNF295_uc002yzz.3_Missense_Mutation_p.E578K|ZNF295_uc002yzy.3_Missense_Mutation_p.E779K|ZNF295_uc002zaa.3_Missense_Mutation_p.E779KNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN C2H2-type 5. 3CGCATGCACTCGAGGCAGGTC0.532

+ 20 3673UMODL1_uc002zad.1_Missense_Mutation_p.G1153R|UMODL1_uc002zae.1_Missense_Mutation_p.G1281R|UMODL1_uc002zag.1_Missense_Mutation_p.G1353R|UMODL1_uc002zal.1_Missense_Mutation_p.G175R|UMODL1_uc010gpa.1_RNANM_001004416 NP_001004416 Q5DID0 UROL1_HUMANExtracellular (Potential).|ZP. 3GGAATCCCCCGGAGCCACGTG0.453

+ 26 2453COL6A2_uc002zhy.1_Missense_Mutation_p.D791N|COL6A2_uc002zhz.1_Missense_Mutation_p.D791N|COL6A2_uc002zib.1_Missense_Mutation_p.D197N|COL6A2_uc002zic.1_5'FlankNM_001849 NP_001840 P12110 CO6A2_HUMANVWFA 2.|Nonhelical region. 8GCTGTTCTCCGACCTGGTCGC0.632

+ 3 534PCNT_uc002zjj.2_Missense_Mutation_p.R25C|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8ACCAGAACAGCGTGGGATGTT0.542

+ 2 356CECR2_uc010gqv.1_5'UTR|CECR2_uc002zml.2_5'UTR|CECR2_uc002zmm.1_5'FlankNM_031413 NP_113601 Q9BXF3 CECR2_HUMAN 2ATCCTGCACCGACTCTGTGAT0.537

- 15 1935HIRA_uc011agx.1_Missense_Mutation_p.R438Q|HIRA_uc010grn.1_Missense_Mutation_p.R572Q|HIRA_uc010gro.1_Missense_Mutation_p.R528Q|HIRA_uc010grp.2_RNANM_003325 NP_003316 P54198 HIRA_HUMANInteraction with CCNA1. 1GGCTTTGGACCGCTCTGTGAA0.562

+ 26 4199CABIN1_uc002zzj.1_Intron|CABIN1_uc002zzl.1_Missense_Mutation_p.D1358NNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5GATTGACCACGATTACGTCAA0.622

+ 4 2128NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN18.|Tail.|30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].0CCAGTGAAGGCAGAAGCAAAG0.562

- 4 567GAL3ST1_uc003aih.1_Missense_Mutation_p.R143C|GAL3ST1_uc003aii.1_Missense_Mutation_p.R143C|GAL3ST1_uc010gvz.1_Missense_Mutation_p.R143CNM_004861 NP_004852 Q99999 G3ST1_HUMANLumenal (Potential). 0TAGTGGAAGCGCATGTGGTTG0.627

- 3 2375 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMANCytoplasmic (Potential). 2CTCTGCAGCCGAGCCCTGGCC0.607



+ 7 2384TRIOBP_uc003atu.2_Missense_Mutation_p.D533N|TRIOBP_uc003atq.1_Missense_Mutation_p.D705N|TRIOBP_uc003ats.1_Missense_Mutation_p.D533NNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CCAACGGGACGATCCCAGAGC0.582

+ 7 2415TRIOBP_uc003atu.2_Missense_Mutation_p.T543I|TRIOBP_uc003atq.1_Missense_Mutation_p.T715I|TRIOBP_uc003ats.1_Missense_Mutation_p.T543INM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AACAGAACCACCCAACAAGAG0.577

+ 7 1310 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1CCTCTCCCCCCGCACCAGCTA0.567

+ 12 1531SGSM3_uc011aos.1_Missense_Mutation_p.R374H|SGSM3_uc011aot.1_Missense_Mutation_p.R378H|SGSM3_uc010gyd.1_Missense_Mutation_p.R484HNM_015705 NP_056520 Q96HU1 SGSM3_HUMAN 2GCCATCCTGCGCGTGGCACGC0.617

- 14 2580ZFYVE20_uc010hek.1_Missense_Mutation_p.R656CNM_022340 NP_071735 Q9H1K0 RBNS5_HUMANNecessary for the interaction with RAB5A.|Necessary for the interaction with EHD1.2TTCAGGATGCGGGCTGAAGGG0.562

+ 6 812 NM_015141 NP_055956 Q8N335 GPD1L_HUMAN 0CAAGTGTCTACAGCCACCTTC0.607

+ 7 1260 NM_017875 NP_060345 Q96DW6 S2538_HUMANSolcar 3.|Helical; Name=6; (Potential). 0TCTAATGGCAGCAATGGCGTG0.532

- 50 11780SLC26A6_uc003cug.2_Missense_Mutation_p.T501M|SLC26A6_uc003cuh.2_Missense_Mutation_p.T522M|SLC26A6_uc010hke.2_Missense_Mutation_p.T373M|SLC26A6_uc003cuk.2_Missense_Mutation_p.T415M|SLC26A6_uc003cui.2_Missense_Mutation_p.T522M|SLC26A6_uc003cuj.2_Missense_Mutation_p.T522M|SLC26A6_uc011bbp.1_Missense_Mutation_p.T486MNM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11GTAAATATCCGTGTCTGGCAC0.552

- 18 1756QARS_uc011bcc.1_Missense_Mutation_p.A37V|QARS_uc011bcd.1_Missense_Mutation_p.A439V|QARS_uc003cvy.2_Missense_Mutation_p.A439V|QARS_uc011bce.1_Missense_Mutation_p.A573VNM_005051 NP_005042 P47897 SYQ_HUMAN 1CACCTTGGCAGCAGGAAAGTT0.552

+ 10 2150CCDC36_uc011bck.1_Missense_Mutation_p.S588NNM_178173 NP_835467 Q8IYA8 CCD36_HUMAN 2GGTTTTGATAGCAGTGATGAT0.473

+ 5 3415 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8GTCACCCATCGAGGATGCCTC0.662

+ 20 1735RNF123_uc010hky.1_Missense_Mutation_p.P212L|RNF123_uc003cxi.2_RNANM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7ATGCTCTGCCCCCCTGAGTAC0.547

+ 8 1086GNAI2_uc003cyo.1_Missense_Mutation_p.T306M|GNAI2_uc003cyp.1_Missense_Mutation_p.T306M|GNAI2_uc010hlg.1_Missense_Mutation_p.T241M|GNAI2_uc011bdn.1_Missense_Mutation_p.T285M|GNAI2_uc003cyr.1_Missense_Mutation_p.T241M|uc003cys.1_5'FlankNM_002070 NP_002061 P04899 GNAI2_HUMAN 3GAGATCTACACGCACTTCACG0.527

- 8 1164 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0CCCTTGCCTGGGCCGGAGCCG0.637

- 2 780MINA_uc003dsa.1_Missense_Mutation_p.R92W|MINA_uc003dsb.1_Missense_Mutation_p.R92W|MINA_uc003dsc.1_Missense_Mutation_p.R92W|MINA_uc010hpa.1_RNA|MINA_uc010hpb.1_IntronNM_001042533 NP_001035998 Q8IUF8 MINA_HUMAN 1TACATCCCCCGGCTGCACAGA0.488

+ 7 1480BOC_uc003dzy.2_Missense_Mutation_p.D287N|BOC_uc003dzz.2_Missense_Mutation_p.D287N|BOC_uc003eab.2_5'UTRNM_033254 NP_150279 Q9BWV1 BOC_HUMANIg-like C2-type 3.|Extracellular (Potential). 6CCTCCTCATCGACACCACCAG0.632

- 4 605ILDR1_uc003eeq.2_Splice_Site_p.H179_splice|ILDR1_uc003eer.2_Splice_Site_p.H167_splice|ILDR1_uc010hrg.2_IntronNM_175924 NP_787120 Q86SU0 ILDR1_HUMAN 1GTAGCACTTACGTAGGACGAT0.453

- 7 2440TMCC1_uc003emy.3_Missense_Mutation_p.R323W|TMCC1_uc011blc.1_Missense_Mutation_p.R468W|TMCC1_uc010htg.2_Missense_Mutation_p.R533WNM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1GAAAAGAACCGTTCCACATAG0.498

+ 17 3145TF_uc011blt.1_Missense_Mutation_p.V346I|TF_uc003epw.1_Intron|TF_uc003epv.1_Missense_Mutation_p.V473INM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 2. 2CCATACGGCAGTTGGCAGAAC0.493

- 13 1957PIK3CB_uc011bmn.1_Missense_Mutation_p.D165Y|PIK3CB_uc011bmo.1_Missense_Mutation_p.D99Y|PIK3CB_uc011bmp.1_Missense_Mutation_p.D240YNM_006219 NP_006210 P42338 PK3CB_HUMAN PI3K helical. 5AGGGCACAATCAAGAAAAGGC0.353

+ 11 1887CLSTN2_uc003etm.2_Missense_Mutation_p.S566FNM_022131 NP_071414 Q9H4D0 CSTN2_HUMANExtracellular (Potential). 7CCCTCGCAGTCCATCCTGGTG0.502

+ 2 396SLC25A36_uc003etp.2_Missense_Mutation_p.A54V|SLC25A36_uc003ets.2_Missense_Mutation_p.A54V|SLC25A36_uc003etq.2_5'UTR|SLC25A36_uc011bmz.1_Missense_Mutation_p.A54VNM_001104647 NP_001098117 Q96CQ1 S2536_HUMANHelical; Name=2; (Potential).|Solcar 1. 0ATGGCTGGAGCCAGTGTCAAC0.443

+ 5 790GMPS_uc011bom.1_Missense_Mutation_p.T53INM_003875 NP_003866 P49915 GUAA_HUMANGlutamine amidotransferase type-1. 3GTTTTGCTTACACATGGAGAT0.343

- 5 1245CCNL1_uc003fbd.1_Missense_Mutation_p.R216C|CCNL1_uc003fbe.2_Missense_Mutation_p.R10C|CCNL1_uc003fbg.2_RNA|CCNL1_uc011bor.1_RNA|CCNL1_uc003fbi.1_Missense_Mutation_p.R61CNM_020307 NP_064703 Q9UK58 CCNL1_HUMAN Cyclin-like 2. 5GTTTGATTACGTTCACATTCT0.358

+ 19 2318FNDC3B_uc003fhz.3_Missense_Mutation_p.V716INM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 5. 3GCCCGAAGACGTAGCCTCGGA0.542

+ 17 2734EIF4G1_uc003fno.1_Nonsense_Mutation_p.R787*|EIF4G1_uc010hxw.1_Nonsense_Mutation_p.R682*|EIF4G1_uc003fnt.2_Nonsense_Mutation_p.R557*|EIF4G1_uc003fnq.2_Nonsense_Mutation_p.R759*|EIF4G1_uc003fnr.2_Nonsense_Mutation_p.R682*|EIF4G1_uc010hxx.2_Nonsense_Mutation_p.R853*|EIF4G1_uc003fns.2_Nonsense_Mutation_p.R806*|EIF4G1_uc010hxy.2_Nonsense_Mutation_p.R853*|EIF4G1_uc003fnv.3_Nonsense_Mutation_p.R847*|EIF4G1_uc003fnu.3_Nonsense_Mutation_p.R846*|EIF4G1_uc003fnw.2_Nonsense_Mutation_p.R853*|EIF4G1_uc003fnx.2_Nonsense_Mutation_p.R651*|EIF4G1_uc003fny.3_Nonsense_Mutation_p.R650*|SNORD66_uc003fnz.2_5'FlankNM_198241 NP_937884 Q04637 IF4G1_HUMANeIF3/EIF4A-binding. 7GTTGTTGAATCGATGTCAGAA0.438

- 22 2585DGKG_uc003fqb.2_Missense_Mutation_p.S644N|DGKG_uc003fqc.2_Missense_Mutation_p.S658N|DGKG_uc011brx.1_Missense_Mutation_p.S624NNM_001346 NP_001337 P49619 DGKG_HUMAN 5ACCCTTCCTGCTTTCCCGGAT0.493

- 6 985DGKG_uc003fqb.2_Missense_Mutation_p.R150W|DGKG_uc003fqc.2_Missense_Mutation_p.R150W|DGKG_uc011brx.1_Missense_Mutation_p.R150WNM_001346 NP_001337 P49619 DGKG_HUMAN 5CTTGAAGACCGAGGGACGGGG0.547 rs137931929

+ 1 49EIF4A2_uc003fqt.2_RNA|EIF4A2_uc003fqu.2_Missense_Mutation_p.G4C|EIF4A2_uc003fqv.2_5'UTR|EIF4A2_uc003fqw.2_5'UTR|SNORD2_uc010hyu.1_5'Flank|EIF4A2_uc011bsb.1_5'FlankNM_001967 NP_001958 Q14240 IF4A2_HUMAN 4CATGTCTGGTGGCTCCGCGGA0.572

- 6 1967RNF168_uc010iah.2_Missense_Mutation_p.R310C|uc010iag.1_5'FlankNM_152617 NP_689830 Q8IYW5 RN168_HUMAN 0GATGTAGCGCGTAAGTGATAC0.463

+ 9 1062LMLN_uc003fyt.2_Missense_Mutation_p.R295H|LMLN_uc010iar.2_Missense_Mutation_p.R347H|LMLN_uc010ias.2_Missense_Mutation_p.R295H|LMLN_uc003fyu.2_Missense_Mutation_p.R107HNM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1GTAACGCCTCGTGTTGTTGTA0.368

- 3 3294ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.G900E|ZNF721_uc010ibe.2_Missense_Mutation_p.G856ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1GCCACATTCTCCACATGTGTA0.418

- 9 1657 NM_012318 NP_036450 O95202 LETM1_HUMANMitochondrial matrix (Potential). 1CCCTCCACCTCGGCCACTTTC0.627

- 17 2485C4orf10_uc003ggd.1_Intron|C4orf10_uc003gge.1_Intron|C4orf10_uc003ggg.1_Intron|C4orf10_uc003ggh.2_Intron|C4orf10_uc003ggi.1_Intron|NOP14_uc010icp.2_Intron|NOP14_uc003ggk.3_Intron|NOP14_uc003ggl.2_Nonsense_Mutation_p.R805*NM_003703 NP_003694 P78316 NOP14_HUMAN 1CGGATTTCTCGAACGGCCCCT0.498

+ 26 3431 NM_002111 NP_002102 P42858 HD_HUMAN 4GATTTTGGCCGGAAACTTGCT0.512

+ 2 371 NM_005980 NP_005971 P25815 S100P_HUMAN 0TGAGAAGGCAGGACTCAAATG0.522

+ 10 1627CPEB2_uc003gnj.1_Missense_Mutation_p.R484C|CPEB2_uc003gnk.1_Missense_Mutation_p.R522C|CPEB2_uc003gnl.1_Missense_Mutation_p.R495C|CPEB2_uc003gnm.1_Missense_Mutation_p.R492C|CPEB2_uc003gnn.1_Missense_Mutation_p.R487CNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1TATTGATAAACGTGTAAGTTG0.398

+ 8 878SLIT2_uc003gps.1_Missense_Mutation_p.R225HNM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 1. 11GACTGGCTTCGCCAAAGGCCT0.493

- 12 2165DHX15_uc003gqv.2_Missense_Mutation_p.R72Q|DHX15_uc003gqw.2_Missense_Mutation_p.R89QNM_001358 NP_001349 O43143 DHX15_HUMAN 1GTCCATAATTCGAGATAGCTG0.383

+ 12 2215STIM2_uc003gsg.3_Nonsense_Mutation_p.R659*|STIM2_uc010iex.2_Nonsense_Mutation_p.R659*|STIM2_uc010iey.2_Nonsense_Mutation_p.R283*NM_020860 NP_065911 Q9P246 STIM2_HUMANCytoplasmic (Potential). 2TGCGCTTTATCGAAATGAAGA0.522

+ 3 825TBC1D1_uc011byd.1_Missense_Mutation_p.C161Y|TBC1D1_uc010ifd.2_Intron|TBC1D1_uc011byf.1_Missense_Mutation_p.C32YNM_015173 NP_055988 Q86TI0 TBCD1_HUMAN 1GAGCTGCACTGCCCGTCCGAG0.617

- 1 1943TLR6_uc010ifg.1_Missense_Mutation_p.R626HNM_006068 NP_006059 Q9Y2C9 TLR6_HUMANCytoplasmic (Potential). 2CCTGGCCCTGCGCCGAGTCTG0.502

+ 4 888 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMAN 7GAAATCATGCCGGCCTCAGAA0.512

+ 2 721NSUN7_uc003gvh.2_Missense_Mutation_p.R76W|NSUN7_uc003gvi.3_Missense_Mutation_p.R76WNM_024677 NP_078953 0TGAACCCCTGCGGTCCTTGTC0.478

+ 13 1956RUFY3_uc011cay.1_Missense_Mutation_p.R390HNM_001037442 NP_001032519 Q7L099 RUFY3_HUMAN 0GAGCGAAGCCGCCAATCTGCT0.507

- 2 196RASGEF1B_uc003hmj.1_Nonsense_Mutation_p.R18*|RASGEF1B_uc010ijq.1_Nonsense_Mutation_p.R18*|RASGEF1B_uc003hmk.2_Nonsense_Mutation_p.R18*NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN 0TAGAGGTTTCGATTGTAACCA0.428

+ 46 7634PTPN13_uc003hpy.2_Missense_Mutation_p.P2390L|PTPN13_uc003hqa.2_Missense_Mutation_p.P2366L|PTPN13_uc003hqb.2_Missense_Mutation_p.P2194LNM_080683 NP_542414 Q12923 PTN13_HUMANTyrosine-protein phosphatase. 6CCTTCTCAACCAGATGATCTG0.463



- 5 462 NM_014485 NP_055300 O60760 HPGDS_HUMANGST C-terminal. 1AAGATGAGGCGCATTATACGT0.368

+ 2 450C4orf17_uc003hux.2_Splice_SiteNM_032149 NP_115525 Q53FE4 CD017_HUMAN 0CACATCAAAGGTAAGGTGACT0.413

- 10 1699GLRA3_uc003itz.1_Missense_Mutation_p.T384INM_006529 NP_006520 O75311 GLRA3_HUMANCytoplasmic (Probable). 3GCCCTTTGGAGTCATGCCATC0.478

+ 8 920PAPD7_uc011cmn.1_Missense_Mutation_p.A255V|PAPD7_uc010itl.1_Missense_Mutation_p.A84VNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1CTCAGCCATGCTGTGTCACCG0.552

+ 24 2603MARCH6_uc011cmu.1_Missense_Mutation_p.R759H|MARCH6_uc003jeu.1_Missense_Mutation_p.R505H|MARCH6_uc011cmv.1_Missense_Mutation_p.R702HNM_005885 NP_005876 O60337 MARH6_HUMANCytoplasmic (Potential). 2TATATTGTTCGTAAACTGGCA0.418

+ 15 2231SLC30A5_uc003jvj.2_RNA|SLC30A5_uc003jvk.2_IntronNM_022902 NP_075053 Q8TAD4 ZNT5_HUMANCytoplasmic (Potential). 1ATATCATACCGAGACCCTCAT0.373

- 3 1609 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2TGGTAGGCGCGGATGTTGGTG0.552

- 9 1369MCTP1_uc003kkv.2_Missense_Mutation_p.R236C|MCTP1_uc003kkw.2_Missense_Mutation_p.R190C|MCTP1_uc003kkz.2_Missense_Mutation_p.R118C|MCTP1_uc003kku.2_Translation_Start_SiteNM_024717 NP_078993 Q6DN14 MCTP1_HUMAN C2 2. 2TCTGATAGGCGTAAACTTTGG0.413

- 6 689STARD4_uc010jbw.1_Missense_Mutation_p.R104Q|STARD4_uc010jbx.1_Missense_Mutation_p.R104Q|STARD4_uc003kpi.1_RNANM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1TAAAGCTTTTCGTAAATCACC0.403

- 6 1236 NM_002715 NP_002706 P67775 PP2AA_HUMAN 4TTTAGAGTATCGTCAAGTTCC0.328

+ 4 339PHF15_uc011cxt.1_Missense_Mutation_p.R54W|PHF15_uc003kzk.2_Missense_Mutation_p.R70W|PHF15_uc003kzl.2_Missense_Mutation_p.R54W|PHF15_uc003kzm.2_Missense_Mutation_p.R54W|PHF15_uc003kzn.2_Missense_Mutation_p.R54WNM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0ACAGGTTTTCCGGACAGACTT0.557

+ 5 894UBE2D2_uc003leq.2_Nonsense_Mutation_p.R61*NM_003339 NP_003330 P62837 UB2D2_HUMAN p.R90*(1) 1TGATATTCTACGATCACAGTG0.328

+ 1 1670 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMANExtracellular (Potential).|Cadherin 5. 3GCCGCCCCAGGACCCGCACCT0.657

+ 1 1330PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGA5_uc003lju.1_5'Flank|PCDHGB2_uc011dar.1_Missense_Mutation_p.D444N|PCDHGA5_uc011das.1_5'FlankNM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANExtracellular (Potential).|Cadherin 4. 0GCACATCTCCGACGTCAACGA0.557

+ 1 1718PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc011das.1_Missense_Mutation_p.T573MNM_018918 NP_061741 Q9Y5G8 PCDG5_HUMANCadherin 6.|Extracellular (Potential). 4GACGGTTCCACGGGCGTGGAG0.617

- 8 932DIAPH1_uc003llc.3_Missense_Mutation_p.S255FNM_005219 NP_005210 O60610 DIAP1_HUMAN GBD/FH3. 1ACAAAGAGCAGAAAGCAGCTT0.418

- 3 385DIAPH1_uc003llc.3_Nonsense_Mutation_p.Q73*NM_005219 NP_005210 O60610 DIAP1_HUMAN 1TGCAATGACTGTGCTGTGGGA0.418

- 5 373FCHSD1_uc010jgg.2_5'Flank|FCHSD1_uc003llj.2_RNANM_033449 NP_258260 Q86WN1 FCSD1_HUMAN 4GCTAGGTCACGGTATCGGTCA0.637

+ 5 699RBM27_uc003lny.2_Missense_Mutation_p.R178HNM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Arg-rich. 3GGCCTGAGTCGCAGTAGAAGC0.423

+ 5 1140TCERG1_uc003loc.2_Missense_Mutation_p.R367H|TCERG1_uc011dbt.1_Missense_Mutation_p.R367HNM_006706 NP_006697 O14776 TCRG1_HUMAN Pro-rich. 2CCTCCGTTTCGTGTTCCCCTT0.463

- 10 1901JAKMIP2_uc011dbx.1_Nonsense_Mutation_p.R465*|JAKMIP2_uc003lor.1_Nonsense_Mutation_p.R507*|uc003lop.1_Intron|JAKMIP2_uc010jgo.1_Nonsense_Mutation_p.R507*NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2TTGGCTTCTCGTTCAGCGTCG0.443

+ 1 615SH3TC2_uc003lpp.1_IntronNM_000024 NP_000015 P07550 ADRB2_HUMANHelical; Name=3. 1GACCCTGTGCGTGATCGCAGT0.488

- 5 925CSF1R_uc011dcd.1_Missense_Mutation_p.L96F|CSF1R_uc010jhc.2_RNA|CSF1R_uc003lrm.2_Missense_Mutation_p.L244F|CSF1R_uc011dce.1_Missense_Mutation_p.L244F|CSF1R_uc011dcf.1_Missense_Mutation_p.L244FNM_005211 NP_005202 P07333 CSF1R_HUMANExtracellular (Potential).|Ig-like C2-type 3. 54GGGATTGCGAGCTGCAGCCAG0.308

- 23 12797GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Missense_Mutation_p.R869CNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6GCAACCAGGCGCTCCCGGGGA0.647

+ 16 1636CYFIP2_uc011ddn.1_Missense_Mutation_p.R474W|CYFIP2_uc011ddo.1_Missense_Mutation_p.R304W|CYFIP2_uc003lwr.2_Missense_Mutation_p.R500W|CYFIP2_uc003lws.2_Missense_Mutation_p.R500W|CYFIP2_uc003lwt.2_Missense_Mutation_p.R378W|CYFIP2_uc011ddp.1_Missense_Mutation_p.R234WNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0GCAGGCGGTACGGAAGAAGAA0.562

+ 23 4438ODZ2_uc003lzr.3_Missense_Mutation_p.Y1250H|ODZ2_uc003lzt.3_Missense_Mutation_p.Y853H|ODZ2_uc010jje.2_Missense_Mutation_p.Y744HNM_001122679 NP_001116151 10TGGGGTCCTCTACATCACTGA0.532

+ 23 4738ODZ2_uc003lzr.3_Missense_Mutation_p.G1350R|ODZ2_uc003lzt.3_Missense_Mutation_p.G953R|ODZ2_uc010jje.2_Missense_Mutation_p.G844RNM_001122679 NP_001116151 10TGCATCCCCCGGAGAGCAGGA0.463

+ 16 1615DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.D39N|DOCK2_uc010jjl.1_Missense_Mutation_p.R30QNM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-1. 7TTCATGTTTCGACATCGGTCA0.498

+ 16 1620DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Silent_p.I40I|DOCK2_uc010jjl.1_Missense_Mutation_p.R32WNM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-1. 7GTTTCGACATCGGTCATCTCT0.483

- 8 1174 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8CTGACGAAGGGATGCTGAGGG0.632

+ 5 613SFXN1_uc003mdb.1_Missense_Mutation_p.V98INM_022754 NP_073591 Q9H9B4 SFXN1_HUMANHelical; (Potential). 1AACTGGTGCCGTAGCAACAGC0.428

+ 3 2095MAML1_uc003mkn.1_Missense_Mutation_p.Y611CNM_014757 NP_055572 Q92585 MAML1_HUMAN 6AGCTCCCCCTATCTCAGCAGC0.572

+ 5 2352MAML1_uc003mkn.1_IntronNM_014757 NP_055572 Q92585 MAML1_HUMAN 6TGCCGTGCCCGGCATGAACAC0.592

+ 24 8833DSP_uc003mxq.1_Missense_Mutation_p.A2253TNM_004415 NP_004406 P15924 DESP_HUMAN Globular 2. 9AAGCTTTGACGCCACAGGGAA0.358

- 3 728TRIM10_uc003npn.2_Missense_Mutation_p.R218WNM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0AATTCATCCCGTTGCCTCAAG0.502 rs138056642

+ 5 537DDR1_uc010jse.2_Missense_Mutation_p.R93Q|DDR1_uc003nrq.2_Missense_Mutation_p.R93Q|DDR1_uc003nrs.2_Missense_Mutation_p.R93Q|DDR1_uc003nrt.2_Missense_Mutation_p.R93Q|DDR1_uc011dms.1_Missense_Mutation_p.R111Q|DDR1_uc011dmt.1_Missense_Mutation_p.R119Q|DDR1_uc003nru.2_Missense_Mutation_p.R93Q|DDR1_uc011dmu.1_Missense_Mutation_p.R93Q|DDR1_uc003nrv.2_Missense_Mutation_p.R93Q|DDR1_uc003nrw.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANExtracellular (Potential).|F5/8 type C. 9GATCTACAACGACTGCACCTG0.652

+ 10 1680VARS2_uc011dmx.1_Missense_Mutation_p.V350I|VARS2_uc011dmy.1_Missense_Mutation_p.V210I|VARS2_uc011dmz.1_Missense_Mutation_p.V380I|VARS2_uc011dna.1_Missense_Mutation_p.V350I|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_RNA|VARS2_uc011dnd.1_5'UTR|VARS2_uc010jsg.1_5'FlankNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4GGCTGTGGCCGTTCATCCAGA0.527

+ 11 1720VARS2_uc011dmx.1_Missense_Mutation_p.R363Q|VARS2_uc011dmy.1_Missense_Mutation_p.R223Q|VARS2_uc011dmz.1_Missense_Mutation_p.R393Q|VARS2_uc011dna.1_Missense_Mutation_p.R363Q|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_RNA|VARS2_uc011dnd.1_5'UTR|VARS2_uc010jsg.1_5'UTRNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4CTACACGGGCGACAGCTTCGT0.592

- 11 1829C6orf27_uc003nxd.2_Missense_Mutation_p.R206WNM_025258 NP_079534 Q9Y334 G7C_HUMAN 3CCGTGGATCCGGACTGTGATC0.577

- 2 1739HSPA1L_uc010jte.2_Missense_Mutation_p.R519HNM_005527 NP_005518 P34931 HS71L_HUMAN 6CAGAACCATGCGCTCAATCTC0.473

- 5 472ATF6B_uc003nzo.2_Missense_Mutation_p.V144I|ATF6B_uc011dpg.1_Missense_Mutation_p.V81I|ATF6B_uc011dph.1_Missense_Mutation_p.V147INM_004381 NP_004372 Q99941 ATF6B_HUMANCytoplasmic (Potential). 0TTGATCTGGACGGTTTCAAAT0.527

+ 7 1399 NM_004053 NP_004044 Q13895 BYST_HUMAN 0ACTGCCTTACCGGGTGCTGGA0.562

- 5 1030TRERF1_uc011duq.1_Missense_Mutation_p.R156Q|TRERF1_uc003osb.2_5'UTR|TRERF1_uc003osc.2_5'UTR|TRERF1_uc003ose.2_Missense_Mutation_p.R156QNM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5GACCTGAATTCGCAGGTTTTG0.567

- 5 1003TRERF1_uc011duq.1_Missense_Mutation_p.T147I|TRERF1_uc003osb.2_5'UTR|TRERF1_uc003osc.2_5'UTR|TRERF1_uc003ose.2_Missense_Mutation_p.T147INM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5AAACACCTGGGTGAAAGAGTC0.552

+ 4 861EFHC1_uc011dwv.1_Nonsense_Mutation_p.R125*|EFHC1_uc011dww.1_Nonsense_Mutation_p.R197*NM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN 3CACTGAACTCCGAAAACAGCC0.378

+ 5 1266 NM_024641 NP_078917 Q5SRI9 MANEA_HUMANCatalytic (Probable).|Lumenal (Potential). 3CACTCGGAACCGAATCAATGG0.418

+ 2 1146GJA1_uc011ebo.1_Missense_Mutation_p.R200L|GJA1_uc011ebp.1_Missense_Mutation_p.R87LNM_000165 NP_000156 P17302 CXA1_HUMANCytoplasmic (Potential). 2TCTTCTTGCCGCAATTACAAC0.502



+ 6 891RNF217_uc003pzr.2_Missense_Mutation_p.R242C|RNF217_uc003pzt.2_RNANM_152553 NP_689766 Q8TC41 RN217_HUMAN 0ATGCAAATATCGCTACCTCCC0.438

+ 5 618ARG1_uc003qco.1_Splice_Site_p.H187_splice|ARG1_uc010kfm.1_Splice_Site_p.H195_splice|MED23_uc003qcq.2_IntronNM_000045 NP_000036 P05089 ARGI1_HUMAN 1CTGGGGAACAGTAAGCTTATT0.423

+ 1 482 NM_053278 NP_444508 Q969N4 TAAR8_HUMANHelical; Name=4; (Potential). 1CTGCCTCTCACGTACAGCGGT0.488 rs140382740

- 5 1864BCLAF1_uc003qgw.1_Missense_Mutation_p.M364I|BCLAF1_uc003qgy.1_Missense_Mutation_p.M535I|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.M535INM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1CACTCGCTATCATTTTGATCC0.423

- 4 918BCLAF1_uc003qgw.1_Missense_Mutation_p.S222N|BCLAF1_uc003qgy.1_Missense_Mutation_p.S220N|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.S220NNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1TGATCTAGGACTATTATCATA0.433

- 93 18156SYNE1_uc010kiv.2_Missense_Mutation_p.R376C|SYNE1_uc003qos.3_Missense_Mutation_p.R376C|SYNE1_uc003qot.3_Missense_Mutation_p.R5781C|SYNE1_uc003qou.3_Missense_Mutation_p.R5852C|SYNE1_uc010kiy.1_IntronNM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45GTGTGACAGCGACCTGCAGTC0.502

+ 1 282 NM_002377 NP_002368 P04201 MAS_HUMANExtracellular (Potential). 4CTTGTCTATCGACTATGCTTT0.433

- 7 1381SLC22A2_uc003qte.1_Missense_Mutation_p.R404HNM_003058 NP_003049 O15244 S22A2_HUMANCytoplasmic (Potential). 2CCAAGGGTAACGGCGTCCGAT0.502

- 8 1237AGPAT4_uc003qts.1_Missense_Mutation_p.T197M|AGPAT4_uc011egb.1_Missense_Mutation_p.T175MNM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0GCTGGCCAGCGTCAGGGAAGA0.622

+ 24 3350MLLT4_uc003qwb.1_Missense_Mutation_p.Q1055K|MLLT4_uc003qwc.1_Missense_Mutation_p.Q1071K|MLLT4_uc003qwg.1_Missense_Mutation_p.Q380KNM_001040001 NP_001035090 P55196 AFAD_HUMAN PDZ. 5TGGACTCTCTCAGGAAAGGTA0.403

+ 7 2115MIOS_uc003srg.2_Missense_Mutation_p.D138N|MIOS_uc010ktq.2_5'UTRNM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0AGGATCTTACGATGGAGTTTT0.338

- 1 226 NM_175886 NP_787082 P21108 PRPS3_HUMAN p.R49C(1) 1TCCTCTCCACGCACACTCTCA0.488 rs112075478

+ 83 13362CDCA7L_uc003sve.3_3'UTR|CDCA7L_uc010kuk.2_3'UTR|CDCA7L_uc010kul.2_3'UTR|CDCA7L_uc003svf.3_3'UTRNM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15ATAGGCGCCCGCTGGGACACC0.488

- 5 726GLI3_uc011kbg.1_Missense_Mutation_p.S153LNM_000168 NP_000159 P10071 GLI3_HUMAN 19CATGGAGAGCGATGGGCTGCT0.572

- 4 874POLD2_uc003tke.3_Missense_Mutation_p.S75N|POLD2_uc010kya.2_Missense_Mutation_p.S75N|POLD2_uc003tkf.3_Missense_Mutation_p.S75NNM_006230 NP_006221 P49005 DPOD2_HUMAN 2TCCCACTCCACTGCCTGGGAC0.617

- 2 220DDC_uc010kza.2_Missense_Mutation_p.A45V|DDC_uc003tpg.3_Missense_Mutation_p.A45VNM_000790 NP_000781 P20711 DDC_HUMAN 2CTGAGGGGCAGCGGCAGGGAT0.562

- 10 2154COBL_uc003tps.2_Missense_Mutation_p.G714R|COBL_uc011kcl.1_Missense_Mutation_p.G657R|COBL_uc003tpp.3_Missense_Mutation_p.G443R|COBL_uc003tpq.3_Missense_Mutation_p.G598R|COBL_uc003tpo.3_Missense_Mutation_p.G199RNM_015198 NP_056013 O75128 COBL_HUMAN 5GTCCTCTCCCCGTCAGCACAG0.483

- 5 1668 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4TTCTTCACATGTGTAGGGTCT0.428

+ 4 871_872ZNF92_uc003tua.2_Missense_Mutation_p.N174T|ZNF92_uc010kzu.2_Missense_Mutation_p.N211T|ZNF92_uc003tub.2_Missense_Mutation_p.N167TNM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 4. 0CGGTCCTCAAATCTTACTAAAC0.351

+ 4 946ZNF92_uc003tua.2_Missense_Mutation_p.R199Q|ZNF92_uc010kzu.2_Missense_Mutation_p.R236Q|ZNF92_uc003tub.2_Missense_Mutation_p.R192QNM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0GCTTTTAACCGGTCCTCAACC0.368

+ 4 907RHBDD2_uc003udv.1_Missense_Mutation_p.A134TNM_001040456 NP_001035546 Q6NTF9 RHBD2_HUMAN 0GACGCAGCACGCCAGTGGTCA0.652

+ 4 1101 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11ATGCCAAATCGACACCAATTA0.413

+ 5 634C7orf63_uc003ukf.2_RNA|C7orf63_uc003ukg.2_Intron|C7orf63_uc011khj.1_Missense_Mutation_p.S128L|C7orf63_uc010leo.2_Missense_Mutation_p.S126LNM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1AAGAAAGTGTCGGATGAAATA0.328

- 14 2480PEX1_uc011khr.1_Missense_Mutation_p.R587Q|PEX1_uc010ley.2_Missense_Mutation_p.R738Q|PEX1_uc011khs.1_Missense_Mutation_p.R473Q|PEX1_uc011kht.1_IntronNM_000466 NP_000457 O43933 PEX1_HUMAN 2ACGAGAGAGTCGAGAATGTAT0.393

+ 13 1683DYNC1I1_uc003uod.3_Missense_Mutation_p.R452H|DYNC1I1_uc003uob.2_Missense_Mutation_p.R432H|DYNC1I1_uc003uoe.3_Missense_Mutation_p.R449H|DYNC1I1_uc010lfl.2_Missense_Mutation_p.R458HNM_004411 NP_004402 O14576 DC1I1_HUMAN WD 4. 4ACGGCTTGTCGTCATGGAAGG0.443

- 7 2008PTCD1_uc011kiw.1_Missense_Mutation_p.R675HNM_015545 NP_056360 O75127 PTCD1_HUMAN 1CTCCAGCTGGCGGATGACCAC0.562

- 2 538PTCD1_uc011kiw.1_Missense_Mutation_p.P185LNM_015545 NP_056360 O75127 PTCD1_HUMAN PPR 1. 1GTACCAGTACGGGGTGTTTCT0.557

+ 2 349FBXO24_uc010lha.1_RNA|FBXO24_uc003uvl.1_Missense_Mutation_p.P19L|FBXO24_uc003uvn.1_Intron|uc011kjy.1_RNA|FBXO24_uc011kjz.1_Missense_Mutation_p.P57L|FBXO24_uc011kka.1_Missense_Mutation_p.P7LNM_033506 NP_277041 O75426 FBX24_HUMAN 4AGAAGCTGCCCTTCTTGTGGC0.562

- 6 1496 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2AACCGCCTCTCGCCTCTGCAG0.657

+ 14 2315ZAN_uc003uwk.2_Missense_Mutation_p.P717L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCCCC0.507

- 19 2376RBM28_uc003vmo.2_Missense_Mutation_p.S296N|RBM28_uc011koj.1_Missense_Mutation_p.S613NNM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2AAACCATTTGCTCCTCTTTGC0.498

+ 16 1793AHCYL2_uc003vot.2_Missense_Mutation_p.T579I|AHCYL2_uc003vov.2_Missense_Mutation_p.T477I|AHCYL2_uc011kow.1_Missense_Mutation_p.T478I|AHCYL2_uc011kox.1_Missense_Mutation_p.T477INM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2CACCTGCCTACCTTTGATGCC0.498

+ 10 1173 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1CTATTGACTGGACCTACAGCC0.532

+ 10 1152MKLN1_uc011kpl.1_Missense_Mutation_p.R340H|MKLN1_uc010lmh.2_Missense_Mutation_p.R363H|MKLN1_uc003vqs.2_Missense_Mutation_p.R156HNM_013255 NP_037387 Q9UL63 MKLN1_HUMAN Kelch 2. 1GACTTCTATCGTTATGACATT0.413

- 27 5048PLXNA4_uc003vqz.3_5'FlankNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TTGTTCACTGCGTTATAGGCT0.552

+ 34 4875NUP205_uc003vsx.2_RNANM_015135 NP_055950 Q92621 NU205_HUMAN 6CCAGTGGATCGCTACCGCCAG0.507 rs144088473

- 4 1081SLC13A4_uc003vtb.2_Missense_Mutation_p.T131INM_012450 NP_036582 Q9UKG4 S13A4_HUMANHelical; (Potential). 0CAGCAACGTGGTACAGCACAT0.632

+ 10 1791TRIM24_uc003vub.2_Missense_Mutation_p.P492SNM_015905 NP_056989 O15164 TIF1A_HUMAN 8CAGCCCCAAACCCAATGGACC0.408

- 2 1250DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.V369I|DENND2A_uc003vvw.2_Missense_Mutation_p.V369I|DENND2A_uc003vvx.2_Missense_Mutation_p.V369INM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4TCTTCATAGACGTTCTCCTCC0.527

+ 7 1079UBE3C_uc003wnf.2_Missense_Mutation_p.A213V|UBE3C_uc003wng.2_Missense_Mutation_p.A256VNM_014671 NP_055486 Q15386 UBE3C_HUMAN 5CCGGAAGGTGCGAGGTGAGAC0.333

- 4 5778 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8GGCCTCTACACCTTCTGACTC0.642

+ 6 918FDFT1_uc003wuh.2_Missense_Mutation_p.V192M|FDFT1_uc010lsa.1_Missense_Mutation_p.V171M|FDFT1_uc011kxe.1_Missense_Mutation_p.V192M|FDFT1_uc011kxf.1_Missense_Mutation_p.V213M|FDFT1_uc011kxg.1_Missense_Mutation_p.V89M|FDFT1_uc003wuj.2_Missense_Mutation_p.V249M|FDFT1_uc010lsb.2_Missense_Mutation_p.V192M|FDFT1_uc011kxh.1_Missense_Mutation_p.V192M|FDFT1_uc011kxi.1_Intron|FDFT1_uc011kxj.1_Missense_Mutation_p.V192M|FDFT1_uc003wuk.2_Missense_Mutation_p.V315M|FDFT1_uc011kxk.1_Missense_Mutation_p.V171MNM_004462 NP_004453 P37268 FDFT_HUMAN 0TGACTTGGCCGTGCAGTGCCT0.448

- 3 258ENTPD4_uc011kzu.1_Missense_Mutation_p.R32C|ENTPD4_uc003xdm.2_Missense_Mutation_p.R32C|ENTPD4_uc011kzv.1_Missense_Mutation_p.R32C|ENTPD4_uc011kzw.1_Translation_Start_SiteNM_004901 NP_004892 Q9Y227 ENTP4_HUMANCytoplasmic (Potential). 2ATAATTTGGCGTAAATTGGTA0.398

- 8 813PPP2R2A_uc003xek.2_Intron|KCTD9_uc011lad.1_5'FlankNM_017634 NP_060104 Q7L273 KCTD9_HUMAN 0ACCTGGCATCGCAGTTCTGAC0.358

+ 5 2914 NM_001440 NP_001431 O43909 EXTL3_HUMANLumenal (Potential). 2TTCCCTGGCCGTTACCACGCA0.542

- 15 2878FGFR1_uc010lwf.2_RNA|FGFR1_uc011lbo.1_Missense_Mutation_p.R644W|FGFR1_uc011lbp.1_Missense_Mutation_p.R557W|FGFR1_uc011lbq.1_Missense_Mutation_p.R555W|FGFR1_uc010lwk.2_Missense_Mutation_p.R636WNM_023110 NP_075598 P11362 FGFR1_HUMANCytoplasmic (Potential).|Protein kinase. 15TGAATGTCCCGTGCGAGGCCA0.493

+ 6 827 NM_152565 NP_689778 Q8N8Y2 VA0D2_HUMAN 0GAGGGGTTGCGGCTGTTGGCT0.468



+ 3 1028DCAF13_uc003ylm.1_Intron|DCAF13_uc003ylo.2_5'UTRNM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 1. 1TCTAACTCAGCGGAATTGTAT0.353

+ 10 1931OXR1_uc003ymf.2_Missense_Mutation_p.S610N|OXR1_uc011lhu.1_Missense_Mutation_p.S603N|OXR1_uc010mcg.2_Intron|OXR1_uc010mch.2_Missense_Mutation_p.S308NNM_018002 NP_060472 Q8N573 OXR1_HUMAN 0ATTCAGTGGAGTCCAGAAATA0.348

- 10 1038EIF3E_uc003ymt.2_Missense_Mutation_p.R288H|EIF3E_uc003ymv.2_Missense_Mutation_p.R244H|EIF3E_uc010mci.1_IntronNM_001568 NP_001559 P60228 EIF3E_HUMAN PCI. 3TATGAAGAGACGGGCATTTTC0.368

- 2 983 NM_031415 NP_113603 Q9BYG8 GSDMC_HUMAN 3AACAAACTGACGTAATTTGGT0.403

- 5 984PLEC_uc003zab.1_Missense_Mutation_p.G135C|PLEC_uc003zac.1_Missense_Mutation_p.G139C|PLEC_uc003zad.2_Missense_Mutation_p.G135C|PLEC_uc003zae.1_Missense_Mutation_p.G103C|PLEC_uc003zag.1_Missense_Mutation_p.G113C|PLEC_uc003zah.2_Missense_Mutation_p.G121C|PLEC_uc003zaj.2_Missense_Mutation_p.G162CNM_201380 NP_958782 Q15149 PLEC_HUMANCH 1.|Globular 1.|Actin-binding. 9CAGATGAGGCCAAGGGTCAGC0.622

+ 4 747GRINA_uc003zao.1_Missense_Mutation_p.R194Q|GRINA_uc003zap.1_Missense_Mutation_p.R194QNM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN 1GGCTTTGTCCGGGAGAATGTC0.552

+ 3 1244SPATC1_uc011lkx.1_Missense_Mutation_p.C381YNM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2GTCCCCCACTGTCCTCCACAC0.617

+ 2 312 HSF1_uc003zbu.3_RNANM_005526 NP_005517 Q00613 HSF1_HUMAN By similarity. 0CCACGTGTTCGACCAGGGCCA0.622

- 17 1703 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1CTCCTCCTTACGCACCGGGGC0.647

- 5 440COMMD5_uc010mgf.2_5'UTR|ZNF250_uc003zer.3_Missense_Mutation_p.T103I|ZNF250_uc010mgg.2_Missense_Mutation_p.T103INM_021061 NP_066405 P15622 ZN250_HUMAN 0TGTACAGGCTGTAGTGTGGTC0.353

- 1 327 IFNA14_uc003zoo.1_RNANM_002172 NP_002163 P01570 IFN14_HUMAN 0GCAGATGAGTTCTTTGTGCTG0.468

- 1 450 NM_000605 NP_000596 P01563 IFNA2_HUMAN 1GTCTCTGTCACCCCCACCCCC0.493

- 2 156DCTN3_uc003zuw.1_Missense_Mutation_p.Q41KNM_007234 NP_009165 O75935 DCTN3_HUMAN 0AAAGCCACCTGCACCTTGACC0.498

+ 12 2540IL11RA_uc011loq.1_Missense_Mutation_p.R395Q|IL11RA_uc003zvk.2_Missense_Mutation_p.R395Q|IL11RA_uc010mke.2_Missense_Mutation_p.R277Q|IL11RA_uc003zvl.2_RNANM_004512 NP_004503 Q14626 I11RA_HUMANCytoplasmic (Potential). 1AGGCTGAGACGGGGTGGGAAG0.537

+ 9 1136UNC13B_uc010mkl.1_Missense_Mutation_p.E282K|UNC13B_uc003zwr.2_Missense_Mutation_p.E282KNM_006377 NP_006368 O14795 UN13B_HUMAN 5CCAGTATCACGAACAAGATGA0.502

+ 5 599RMRP_uc003zxh.1_5'Flank|CCDC107_uc011loy.1_Intron|CCDC107_uc003zxj.2_Intron|CCDC107_uc003zxk.2_3'UTR|C9orf100_uc003zxl.2_RNA|C9orf100_uc003zxm.1_3'UTRNM_174923 NP_777583 Q8WV48 CC107_HUMAN 0GGTGAAGGCTCGGGAGGCGAG0.547

- 10 2745FBXO10_uc004aac.2_Splice_Site_p.K915_splice|FBXO10_uc004aad.2_Splice_Site_p.K449_spliceNM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5CCAAGCACTCACTTTTTCTTG0.522

- 21 3648CNTNAP3_uc004abj.2_Missense_Mutation_p.A1056T|CNTNAP3_uc011lqr.1_RNA|CNTNAP3_uc004abk.1_3'UTRNM_033655 NP_387504 Q9BZ76 CNTP3_HUMANLaminin G-like 4.|Extracellular (Potential). 1GATTTGACGGCGTTGAATTCT0.393

+ 1 604_605LOC442421_uc004aed.1_RNA 0GTGCAAGTCGCGCAAGGAGCAG0.589

- 5 1661 NM_001163 NP_001154 Q02410 APBA1_HUMAN PID. 1GTAATTGGCGGCAAAAATGAT0.552

- 5 1762ANKRD19_uc004asr.3_Intron|ZNF484_uc011lub.1_Missense_Mutation_p.R540Q|ZNF484_uc010mrb.1_Missense_Mutation_p.R502Q|ZNF484_uc004asv.1_Missense_Mutation_p.R502QNM_031486 NP_113674 Q5JVG2 ZN484_HUMANC2H2-type 10. 0TATCCTGAGCCGAGACTTCCA0.398

- 1 443 NM_001004482 NP_001004482 Q8NGS8 O13C5_HUMANHelical; Name=4; (Potential). 4TATGATCCAGGACCCAGCTGC0.463

+ 1 389 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMANExtracellular (Potential). 2ATTGGCTGTGCTCTGCAGATG0.483

+ 1 721RABGAP1_uc004bnl.3_Intron|RABGAP1_uc011lzh.1_Intron|RABGAP1_uc011lzj.1_Intron|GPR21_uc011lzi.1_RNANM_005294 NP_005285 Q99679 GPR21_HUMANCytoplasmic (Potential). 1GGAGACTGGGGAAGTGCAGGC0.488

- 10 1649MAPKAP1_uc011lzt.1_Missense_Mutation_p.A242V|MAPKAP1_uc010mwz.2_RNA|MAPKAP1_uc011lzu.1_Missense_Mutation_p.A242V|MAPKAP1_uc011lzv.1_Missense_Mutation_p.A147V|MAPKAP1_uc004bpw.2_Missense_Mutation_p.A247V|MAPKAP1_uc004bpx.2_Missense_Mutation_p.A247V|MAPKAP1_uc004bpy.2_Missense_Mutation_p.A403V|MAPKAP1_uc004bpz.2_Missense_Mutation_p.A392V|MAPKAP1_uc010mxa.2_RNA|MAPKAP1_uc004bpu.2_RNANM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4AAGGTCACAGGCACAGAGCAG0.468

+ 8 1066GARNL3_uc011mad.1_Missense_Mutation_p.S200N|GARNL3_uc004bqt.1_Missense_Mutation_p.S3NNM_032293 NP_115669 Q5VVW2 GARL3_HUMAN Rap-GAP. 3GAGATGTTCAGCAATGGTGAG0.468

+ 2 263DNM1_uc010mxr.2_Missense_Mutation_p.R59Q|DNM1_uc011mat.1_Missense_Mutation_p.R59QNM_004408 NP_004399 Q05193 DYN1_HUMAN 2TTCTTGCCTCGAGGATCTGGC0.617

+ 7 977DNM1_uc010mxr.2_Missense_Mutation_p.R297Q|DNM1_uc011mat.1_Missense_Mutation_p.R297QNM_004408 NP_004399 Q05193 DYN1_HUMAN 2CCGGGGCTGCGGAACAAGCTG0.587

+ 14 1852SPTAN1_uc011mbg.1_Missense_Mutation_p.R580H|SPTAN1_uc011mbh.1_Missense_Mutation_p.R592H|SPTAN1_uc004bvm.3_Missense_Mutation_p.R580H|SPTAN1_uc004bvn.3_Missense_Mutation_p.R580HNM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 7. 10CAGTTTTTCCGTGATTCTGAT0.493

+ 11 1037USP20_uc004byr.2_Missense_Mutation_p.R276W|USP20_uc004byt.1_Missense_Mutation_p.R276WNM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN 2GGAGGGTGACCGGAGCCCATC0.662

+ 3 501GPR107_uc004bzb.2_5'UTR|GPR107_uc004bzc.3_RNA|GPR107_uc011mbx.1_Missense_Mutation_p.R92C|GPR107_uc004bzd.2_Missense_Mutation_p.R92CNM_001136557 NP_001130029 Q5VW38 GP107_HUMAN 1TAGCCTAGACCGTACAAAGAA0.393

+ 10 1341BAT2L1_uc010mzj.1_Missense_Mutation_p.R13QNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0AAGCGGACTCGAGAGGAAGGG0.592

+ 9 998CSF2RA_uc011mhb.1_Missense_Mutation_p.V226I|CSF2RA_uc004cpq.2_Intron|CSF2RA_uc004cpn.2_Missense_Mutation_p.V226I|CSF2RA_uc004cpo.2_Missense_Mutation_p.V226I|CSF2RA_uc010ncu.2_RNA|CSF2RA_uc011mhc.1_Missense_Mutation_p.V93I|CSF2RA_uc004cpp.2_Missense_Mutation_p.V226I|CSF2RA_uc010ncv.2_Missense_Mutation_p.V226I|CSF2RA_uc004cpr.2_Missense_Mutation_p.V226INM_001161529 NP_001155001 P15509 CSF2R_HUMANExtracellular (Potential). 2CAATGTCACCGTACGTTGCAA0.582

- 2 1660DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Missense_Mutation_p.A487TNM_004729 NP_004720 O96006 ZBED1_HUMAN 0CGCTCGAAGGCGGAGAGGAAG0.622

+ 4 906FRMPD4_uc011mij.1_Missense_Mutation_p.E126KNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13TGCACCCAGAGAGCGGGTCAT0.512

+ 7 1026PRPS2_uc004cva.2_Missense_Mutation_p.R304Q|PRPS2_uc010nec.2_Missense_Mutation_p.R179QNM_002765 NP_002756 P11908 PRPS2_HUMAN 0GAAGCAATCCGAAGGACACAC0.458

- 15 2104RPGR_uc004deb.2_Intron|RPGR_uc004dea.2_Intron|RPGR_uc004dec.2_IntronNM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1TCCTCTGCTTCTCCCACTGAT0.373

- 3 567GLA_uc011mrj.1_Missense_Mutation_p.D153NNM_000169 NP_000160 P06280 AGAL_HUMAN 0GCATCAATGTCGTAGTATCCA0.438

+ 4 204UTP14A_uc011mup.1_Missense_Mutation_p.R59Q|UTP14A_uc011muq.1_IntronNM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN Potential. 2AATTTCAGGCGGAAATTGGCT0.428 rs143564742

+ 7 898NSDHL_uc004fgs.1_Missense_Mutation_p.P213SNM_001129765 NP_001123237 Q15738 NSDHL_HUMAN 0GCAGTTGGTACCCATCCTCAT0.582

+ 5 829TPRG1L_uc009vlj.2_Missense_Mutation_p.G191RNM_182752 NP_877429 Q5T0D9 TPRGL_HUMAN 0GACCTACGTGGGACTCATGTC0.547

- 4 953ERRFI1_uc001apa.1_Missense_Mutation_p.P160RNM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1AGGAGGATTTGGATCTGGGAC0.483

- 2 253MTHFR_uc001atb.1_Missense_Mutation_p.S46R|MTHFR_uc001atd.1_RNA|MTHFR_uc009vnd.1_RNANM_005957 NP_005948 P42898 MTHR_HUMAN 0TGGAGCTCTCACTGCCACTGC0.612

- 2 1354KIAA2013_uc001atl.1_Missense_Mutation_p.R387QNM_138346 NP_612355 Q8IYS2 K2013_HUMANExtracellular (Potential). 1CATCTGGTCTCGCTCCCTGTG0.642

+ 11 9704SPEN_uc010obp.1_Missense_Mutation_p.A3126VNM_015001 NP_055816 Q96T58 MINT_HUMAN 15CTTCCTGTCGCTCGAGCCACA0.617

+ 20 2284ARHGEF10L_uc009vpe.1_Missense_Mutation_p.A670T|ARHGEF10L_uc001bao.2_Missense_Mutation_p.A670T|ARHGEF10L_uc001bap.2_Missense_Mutation_p.A665T|ARHGEF10L_uc010ocr.1_Missense_Mutation_p.A467T|ARHGEF10L_uc001baq.2_Missense_Mutation_p.A470T|ARHGEF10L_uc010ocs.1_Missense_Mutation_p.A482T|ARHGEF10L_uc001bar.2_Missense_Mutation_p.A412T|ARHGEF10L_uc009vpf.2_RNANM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN 3GATCCACTCGGCCAACAAGTG0.607

- 12 1224ASAP3_uc001bgy.1_5'Flank|ASAP3_uc001bgz.1_5'Flank|ASAP3_uc010odz.1_Missense_Mutation_p.T236I|ASAP3_uc010oea.1_Missense_Mutation_p.T358I|ASAP3_uc001bhb.2_5'UTRNM_017707 NP_060177 Q8TDY4 ASAP3_HUMAN PH. 3CCACTCACGGGTCACCAGGTC0.607



+ 4 328RPL11_uc001bhl.2_Missense_Mutation_p.G102E|RPL11_uc001bhm.2_Missense_Mutation_p.G92E|RPL11_uc001bhn.1_Missense_Mutation_p.G92ENM_000975 NP_000966 P62913 RL11_HUMAN 1TCAGATACTGGAAACTTTGGT0.428

- 3 612SLC30A2_uc001blg.1_Missense_Mutation_p.T181MNM_032513 NP_115902 Q9BRI3 ZNT2_HUMANHelical; (Potential). 0GCAGCCCGACGTGATCAGCAT0.607 rs148861822

- 3 316UBXN11_uc001blz.1_Missense_Mutation_p.P15S|UBXN11_uc001blv.2_5'UTR|UBXN11_uc001bly.2_Missense_Mutation_p.P15S|UBXN11_uc001blx.2_Intron|UBXN11_uc001bma.2_Missense_Mutation_p.P15S|UBXN11_uc001bmb.1_Missense_Mutation_p.P15S|UBXN11_uc010ofb.1_Intron|UBXN11_uc010ofc.1_IntronNM_183008 NP_892120 Q5T124 UBX11_HUMAN 1GAGGGCAGGGGCACTTTTCGG0.547

+ 2 759 NM_005281 NP_005272 P46089 GPR3_HUMANCytoplasmic (Potential). 1CATCGTCTGCCGCCATGCCCA0.597

+ 10 1834GMEB1_uc001bqz.2_Missense_Mutation_p.V556M|GMEB1_uc001brb.2_Missense_Mutation_p.V556MNM_006582 NP_006573 Q9Y692 GMEB1_HUMAN 0AGTTCACAATGTGGAGATTGT0.413

+ 12 2965THRAP3_uc001caf.3_Missense_Mutation_p.R914Q|C1orf113_uc010oia.1_5'FlankNM_005119 NP_005110 Q9Y2W1 TR150_HUMAN 9TTCATGTTCCGGAAATCAAGT0.607

- 6 692PTCH2_uc010olg.1_IntronNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANExtracellular (Potential). 18GGAGGCAAAGGGACCCAGCTC0.642

+ 5 589CYP4B1_uc009vyl.1_Missense_Mutation_p.E6K|CYP4B1_uc001cqn.3_Missense_Mutation_p.E169K|CYP4B1_uc009vym.2_Missense_Mutation_p.E154K|CYP4B1_uc010omk.1_Missense_Mutation_p.E6K|CYP4B1_uc010oml.1_Missense_Mutation_p.E6KNM_000779 NP_000770 P13584 CP4B1_HUMAN 2GGACAAGTGGGAAGAGAAAGC0.567

+ 3 1514C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxo.2_Missense_Mutation_p.P397H|C1orf175_uc010ooc.1_Intron|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Intron|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc010oog.1_Missense_Mutation_p.P397H|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNANM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0ATCTCCAACCCCGCAGGCAAG0.597

- 5 985 LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2AGCTTATCTTCATACCCTTTG0.299

+ 3 551ST6GALNAC5_uc010ori.1_Intron|ST6GALNAC5_uc009wbw.2_RNANM_030965 NP_112227 Q9BVH7 SIA7E_HUMANLumenal (Potential). 2CATGAATGACGCCCCCACACG0.622 rs144853725

+ 5 656ZNF326_uc009wda.1_Missense_Mutation_p.R84W|ZNF326_uc001dnr.2_IntronNM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN Gly-rich. 1TGTAGGCTCTCGGGGGAGAGG0.502

+ 6 730RTCD1_uc001dtd.2_Missense_Mutation_p.R184QNM_003729 NP_003720 O00442 RTC1_HUMAN 0GTGATTGTTCGAATGTCACCA0.378 rs139397880

+ 12 2283 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANExtracellular (Potential). 2GCAGGCTGCCGAGCGCTACCT0.662

+ 5 1008MAGI3_uc001edh.3_Missense_Mutation_p.T276R|MAGI3_uc001edi.3_Missense_Mutation_p.T276R|MAGI3_uc010owm.1_Missense_Mutation_p.T276R|MAGI3_uc001edj.2_5'UTRNM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMANGuanylate kinase-like. 6TACAACCAAACAAATAGCTCC0.428

- 2 96 NM_005621 NP_005612 P80511 S10AC_HUMAN 0TTGACAATTCCCTCCAGATGC0.473

+ 3 584 NM_020387 NP_065120 P57735 RAB25_HUMAN 0CACGATCGTCGTCATGCTCGT0.597

+ 5 1565 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3GATGAGGACAGCGTGGGCTCT0.562

- 1 443TNR_uc009wwu.1_Missense_Mutation_p.P121L|TNR_uc010pmz.1_Missense_Mutation_p.P121LNM_003285 NP_003276 Q92752 TENR_HUMAN 11GGCCTTTTTGGGGAAGTTGAT0.592

+ 2 1333PAPPA2_uc001gky.1_Nonsense_Mutation_p.R57*|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GGCCAAGGTTCGAAGACCCAG0.567

- 13 2350ASTN1_uc001glb.1_Missense_Mutation_p.G713E|ASTN1_uc001gld.1_Missense_Mutation_p.G713E|ASTN1_uc009wwx.1_Missense_Mutation_p.G713ENM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCTGCTTTCCCCACAGTCACT0.542

- 7 841FMOD_uc010pqi.1_Intron|CHI3L1_uc001gzk.1_Nonsense_Mutation_p.R21*|CHI3L1_uc001gzj.2_Nonsense_Mutation_p.R224*|CHI3L1_uc001gzl.3_5'FlankNM_001276 NP_001267 P36222 CH3L1_HUMAN 1TCCTGACCTCGGAACAGGGGA0.572 rs151205460

- 3 381PIGR_uc009xbz.2_Missense_Mutation_p.T66INM_002644 NP_002635 P01833 PIGR_HUMANIg-like V-type 1.|Extracellular (Potential). 3GGAGATGAGGGTTATGCAGCC0.577

- 8 1732USH2A_uc001hkv.2_Missense_Mutation_p.R449CNM_206933 NP_996816 O75445 USH2A_HUMANLaminin N-terminal.|Extracellular (Potential). 26ACATTGCCACGGGAATATGGA0.348

+ 3 445 NM_183062 NP_898885 A1L453 PRS38_HUMANPeptidase S1. 2CCCCATCGGAGGTGACGTGGC0.572

+ 6 1832KIAA1804_uc001hvs.1_Missense_Mutation_p.T524INM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8CACAAGATAACCGTGCAGGCC0.502

- 2 732 NM_022469 NP_071914 Q9H772 GREM2_HUMAN CTCK. 0CTGCTTCACCTTCTGGATTTT0.577

+ 1 376 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3CTATGTGGCCGTCTGCCGGTC0.587

+ 11 1650SPAG6_uc001irj.2_Silent_p.Q454Q|SPAG6_uc010qct.1_Missense_Mutation_p.S473N|SPAG6_uc009xkh.2_3'UTRNM_012443 NP_036575 O75602 SPAG6_HUMAN 1AGGGTGGACAGCTATCAACCA0.353

+ 10 987PDSS1_uc001isw.2_Intron|PDSS1_uc010qdf.1_Missense_Mutation_p.S52LNM_014317 NP_055132 Q5T2R2 DPS1_HUMAN 0GACTTCACCTCGTGTTCTGAC0.478

- 1 852 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4CTGGCTTCCCTTTTCCCGCGC0.627

+ 3 530RET_uc001jak.1_Missense_Mutation_p.R114C|RET_uc010qez.1_5'FlankNM_020975 NP_066124 P07949 RET_HUMANExtracellular (Potential). 451CTCTGCAGACCGCGGCTTTCC0.627

- 4 718ARHGAP22_uc001jgs.2_Missense_Mutation_p.R51C|ARHGAP22_uc001jgu.2_Missense_Mutation_p.R141C|ARHGAP22_uc010qgl.1_Intron|ARHGAP22_uc010qgm.1_Missense_Mutation_p.R147C|ARHGAP22_uc001jgv.2_5'UTR|uc001jgw.2_5'FlankNM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN PH. 1ATGACTCGGCGGATGGCCTGC0.677 rs140701623

- 5 1942NDST2_uc010qks.1_Missense_Mutation_p.R6C|NDST2_uc010qkt.1_Missense_Mutation_p.R257C|NDST2_uc001jvl.1_5'Flank|NDST2_uc009xro.2_Missense_Mutation_p.R6C|NDST2_uc010qku.1_Missense_Mutation_p.R255CNM_003635 NP_003626 P52849 NDST2_HUMANLumenal (Potential).|Heparan sulfate N-deacetylase 2.1AACTCTTTGCGGTGCTTCAGC0.577

+ 6 1414 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.R55fs*1(4)|p.K128N(4)|p.K128_R130del(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.K128fs*47(1)|p.A121_F145del(1)|p.G127fs*5(1)|p.F56fs*2(1)2334AAAGCTGGAAAGGGACGAACT0.413

+ 2 1004PLCE1_uc010qnx.1_Missense_Mutation_p.E124KNM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3ACAATTTTATGAAATGTACAA0.398

+ 6 571LCOR_uc001kmr.2_Missense_Mutation_p.S17N|LCOR_uc001kms.1_Missense_Mutation_p.S17N|LCOR_uc001kmt.1_Missense_Mutation_p.S17N|LCOR_uc001kmu.1_Missense_Mutation_p.S17NNM_015652 NP_056467 Q8N655 CJ012_HUMAN 2TCAAAAAATAGCTCTACTCAG0.522

+ 38 5350GBF1_uc001kuy.1_Missense_Mutation_p.R1700C|GBF1_uc001kuz.1_Missense_Mutation_p.R1701CNM_004193 NP_004184 Q92538 GBF1_HUMAN 2CACCTGGGAACGCATTGACTG0.552

- 13 1670IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P356L|CDHR5_uc009ycd.2_Missense_Mutation_p.P516L|CDHR5_uc001lql.2_Missense_Mutation_p.P522LNM_021924 NP_068743 Q9HBB8 CDHR5_HUMANExtracellular (Potential). 0TTCTGCACCCGGGGGCCCCCC0.677

+ 6 761 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2CCGCTGGAGCCGTATCTGCGC0.706

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN8 X 4 AA repeats of C-C-X-P. 1TCCAAGGGGGGCTGTGGCTCC0.692

- 1 478 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANHelical; Name=4; (Potential). 0AATATGACTGGGAAGATGATG0.517

- 10 1641PAMR1_uc001mwf.2_Missense_Mutation_p.R550Q|PAMR1_uc010rew.1_Missense_Mutation_p.R422Q|PAMR1_uc010rex.1_Missense_Mutation_p.R493QNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2CTTCTCATCCCGGTCATCATC0.527

- 1 280 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANExtracellular (Potential). 1AGACAGGCAGGATAGGAAATG0.463

- 5 2828TNKS1BP1_uc001njs.2_Missense_Mutation_p.A839G|TNKS1BP1_uc009ymd.1_Missense_Mutation_p.A290GNM_033396 NP_203754 Q9C0C2 TB182_HUMAN Acidic. 1CTGAACATCTGCCTCCTGGCT0.577

+ 12 1236 NM_002559 NP_002550 P56373 P2RX3_HUMANCytoplasmic (Potential). 0GAGAAGCAGTCCACCGATTCG0.612

+ 1 340 NM_001005283 NP_001005283 Q8NGE9 OR9Q2_HUMANHelical; Name=3; (Potential). 4CGACTGCTACCTTCTGGCCAT0.592



+ 1 845 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMANHelical; Name=7; (Potential). 2GTTTTCTATTCATTGGTGATC0.483

- 5 6754AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19ACCTCCACATCCACACTGGGG0.498

+ 4 483IL18BP_uc001orf.1_Missense_Mutation_p.V69M|IL18BP_uc009ysu.1_RNA|IL18BP_uc001org.1_Missense_Mutation_p.V69M|IL18BP_uc001orh.1_Missense_Mutation_p.V69M|IL18BP_uc001ori.2_Missense_Mutation_p.V69M|IL18BP_uc009ysv.1_Missense_Mutation_p.V69MNM_001039659 NP_001034748 O95998 I18BP_HUMANIg-like C2-type. 0AGCATTGGAAGTGACCTGGCC0.607

+ 7 1168HTR3A_uc010rxa.1_Splice_Site_p.G312_splice|HTR3A_uc009yyx.2_Splice_Site|HTR3A_uc010rxc.1_Splice_Site_p.G291_spliceNM_213621 NP_998786 P46098 5HT3A_HUMAN 0CCTCTCATTGGTAAGGCCCCT0.597

+ 13 4675 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10CATCAACGACCGGAACACGGT0.537

+ 14 1950 NM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential). 15TTTAGGAGTTCCCTGCACAGA0.537

+ 2 517LOH12CR1_uc009zhu.2_IntronNM_058169 NP_477517 Q969J3 L12R1_HUMAN 1CAGCAACGATCCCGATGTCAT0.473

+ 7 891PPFIBP1_uc010sjr.1_Translation_Start_Site|PPFIBP1_uc001rib.1_Missense_Mutation_p.L172M|PPFIBP1_uc001ria.2_Missense_Mutation_p.L172M|PPFIBP1_uc001rid.1_Missense_Mutation_p.L19MNM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5GAAGTTGGATCTGATGGCTGA0.358

+ 5 1094BICD1_uc001rkv.2_Missense_Mutation_p.R338Q|BICD1_uc010skd.1_RNANM_001714 NP_001705 Q96G01 BICD1_HUMAN Potential. 2CAGGTAGAGCGGGAAAAGGCC0.502

+ 19 2303CNTN1_uc001rmn.1_Missense_Mutation_p.L719FNM_001843 NP_001834 Q12860 CNTN1_HUMANFibronectin type-III 2. 9TTTAGCCTTTGTCAAGAGAAT0.373

+ 8 1073TMEM117_uc001roe.2_Missense_Mutation_p.P232L|TMEM117_uc009zkc.2_3'UTRNM_032256 NP_115632 Q9H0C3 TM117_HUMAN 0TATATCGGCCCGGGGCAGAAG0.378 rs141562455

- 13 1742CALCOCO1_uc001see.2_Missense_Mutation_p.P34L|CALCOCO1_uc010som.1_Missense_Mutation_p.P448L|CALCOCO1_uc010son.1_Missense_Mutation_p.P410L|CALCOCO1_uc001seh.2_Missense_Mutation_p.P533L|CALCOCO1_uc009znd.2_Missense_Mutation_p.P533L|CALCOCO1_uc001seg.2_Missense_Mutation_p.P358LNM_020898 NP_065949 Q9P1Z2 CACO1_HUMANC-terminal AD (CTNNB1 binding site) (By similarity). 1CAGAGCTGCCGGGCAGCCTGT0.557

+ 3 1253 NM_032786 NP_116175 Q96K80 ZC3HA_HUMAN Pro-rich. 0CCACCCCCACCCCCACACTTG0.627

+ 11 1023NUP107_uc001sug.2_Missense_Mutation_p.T150I|NUP107_uc010stj.1_Missense_Mutation_p.T274INM_020401 NP_065134 P57740 NU107_HUMAN 1ACTCTGCATACCTTAAAACAA0.318

- 16 1764NAA25_uc001ttn.3_RNA|NAA25_uc009zvz.1_Missense_Mutation_p.I554V|NAA25_uc009zwa.1_Missense_Mutation_p.I582VNM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3 TAAGCTTGAATAATATATTCT0.383

- 55 7518 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4ATATCTGCCGGCACAAAGTCT0.587

+ 12 2036MLXIP_uc001ubt.2_Missense_Mutation_p.R286QNM_014938 NP_055753 Q9HAP2 MLXIP_HUMAN 2TTACCAGGTCGGGACTGCCCA0.627

- 1 469GPR81_uc001ucw.1_IntronNM_177551 NP_808219 Q8TDS4 HCAR2_HUMANCytoplasmic (Potential). 0GGCGTGGTGGGGATGGACCAC0.567

- 1 550GPR81_uc001ucw.1_IntronNM_006018 NP_006009 P49019 HCAR3_HUMANCytoplasmic (Potential). 2GGCGTGGTGGGGATGGACCAC0.562

+ 21 4426EP400_uc001ujl.2_Missense_Mutation_p.G1463D|EP400_uc001ujm.2_Missense_Mutation_p.G1464DNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GCTCCACAGGGCCCGCTTCGA0.647

- 2 140 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5CCATCGGGCTGAATTCCATGT0.547

+ 2 1349 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2AGGCTGCAGCGAGAGCACAGG0.612

+ 1 327ARHGEF7_uc001vrr.2_Missense_Mutation_p.D26A|ARHGEF7_uc001vrt.2_Missense_Mutation_p.D26ANM_001113511 NP_001106983 Q14155 ARHG7_HUMAN CH. 7ACCATCTCGGACCCGGAGGGC0.617

- 1 1937 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Ala-rich. 9TAGTGGAGACTGAGCTTCAGC0.498

+ 3 835PRKCH_uc010tsa.1_Missense_Mutation_p.T16MNM_006255 NP_006246 P24723 KPCL_HUMANPhorbol-ester/DAG-type 1. 6TTCATGGCCACGTATCTGAGG0.512

+ 9 1132MTHFD1_uc010aqe.2_Missense_Mutation_p.G285R|MTHFD1_uc010aqf.2_Missense_Mutation_p.G305RNM_005956 NP_005947 P11586 C1TC_HUMANMethylenetetrahydrofolate dehydrogenase and cyclohydrolase.2AAAACCAAATGGGAGAAAAGT0.478

- 3 265PRIMA1_uc001ybx.1_RNANM_178013 NP_821092 Q86XR5 PRIMA_HUMANExtracellular (Potential). 2 TTACCTggggcggagaggagt0.373

+ 8 994INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.G187D|KIAA0284_uc001yps.2_Missense_Mutation_p.G163DNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1GCAGGTGGGGGCGGAGCGGCC0.622

+ 6 529CYFIP1_uc001yut.2_Missense_Mutation_p.R142H|CYFIP1_uc010aya.1_Missense_Mutation_p.R170HNM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9GAAGTGAGGCGCCTGTGCCAT0.562

+ 1 3007 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8CTCCAGGAAGGAGGAGTACAT0.498

- 20 2408 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2CCTTGTAGGTCATGTTGGACA0.657

- 7 872UBR1_uc010udk.1_Missense_Mutation_p.R269QNM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1TTTAACAGCCCGACGACCCTA0.383

+ 4 3279 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9AGAGAGAGCTGTGGAAGAGGA0.507

- 3 454CATSPER2_uc010bdm.2_RNA|CATSPER2_uc001zsi.2_Missense_Mutation_p.A80V|CATSPER2_uc001zsj.2_Missense_Mutation_p.A80V|CATSPER2_uc001zsk.2_Missense_Mutation_p.A80V|CATSPER2_uc001zsl.1_RNANM_172095 NP_742093 Q96P56 CTSR2_HUMANCytoplasmic (Potential). 1CAGCCTCTGGGCATGTGAAAT0.498

- 12 1195FRMD5_uc001ztj.1_Missense_Mutation_p.E13K|FRMD5_uc001ztk.1_Missense_Mutation_p.E246K|FRMD5_uc010uef.1_Missense_Mutation_p.E13K|FRMD5_uc001ztm.2_Missense_Mutation_p.E13K|FRMD5_uc001ztn.2_Missense_Mutation_p.E106KNM_032892 NP_116281 Q7Z6J6 FRMD5_HUMAN 1CTGTGTATTTCCGGTGGCTCC0.488

+ 13 1657SEMA6D_uc001zvw.2_Missense_Mutation_p.Y433N|SEMA6D_uc001zvx.1_Missense_Mutation_p.Y433N|SEMA6D_uc001zvy.2_Missense_Mutation_p.Y433N|SEMA6D_uc001zvz.2_Missense_Mutation_p.Y433N|SEMA6D_uc001zwa.2_Missense_Mutation_p.Y433N|SEMA6D_uc001zwb.2_Missense_Mutation_p.Y433N|SEMA6D_uc001zwc.2_Missense_Mutation_p.Y433NNM_153618 NP_705871 Q8NFY4 SEM6D_HUMANSema.|Extracellular (Potential). 4AGCCGGACCCTACCAGAACTA0.512

+ 9 1999IGF1R_uc010urq.1_Missense_Mutation_p.R650Q|IGF1R_uc010bon.2_Missense_Mutation_p.R650Q|IGF1R_uc010urr.1_Missense_Mutation_p.R100QNM_000875 NP_000866 P08069 IGF1R_HUMANFibronectin type-III 2. 8CGCTGGCAGCGGCAGCCTCAG0.557 rs61731172

- 8 2014LINS1_uc002bwd.2_Missense_Mutation_p.H162Y|LINS1_uc002bwf.2_Missense_Mutation_p.H575Y|LINS1_uc002bwg.2_Missense_Mutation_p.H575Y|LINS1_uc002bwh.2_Missense_Mutation_p.H575YNM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0GTCAAACGATGGGGTATTGTT0.473

+ 6 554PMM2_uc010uyf.1_RNA|PMM2_uc010uyg.1_Missense_Mutation_p.R79W|PMM2_uc010uyh.1_Missense_Mutation_p.R37W|PMM2_uc010buj.2_RNA|PMM2_uc010uyi.1_Missense_Mutation_p.R15WNM_000303 NP_000294 O15305 PMM2_HUMAN 1AGCAGATCTACGGAAAGAGTT0.358 rs104894526

+ 8 1079ABCC1_uc010bvj.2_Missense_Mutation_p.V302I|ABCC1_uc010bvk.2_Missense_Mutation_p.V302I|ABCC1_uc010bvl.2_Missense_Mutation_p.V302I|ABCC1_uc010bvm.2_Missense_Mutation_p.V302I|ABCC1_uc002del.3_Missense_Mutation_p.V186I|ABCC1_uc010bvn.2_Missense_Mutation_p.V165INM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4GGCTTTGATCGTCAAGTCCCC0.527

- 4 398ACSM2B_uc002dhk.3_Missense_Mutation_p.R63Q|ACSM2B_uc010bwf.1_Missense_Mutation_p.R63QNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5GCTTGGGAGTCGCTTGCCAGC0.512

- 32 4567 NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 1 (By similarity). 18GCGCAGGTTGGGTTCAGAGAG0.517

- 11 1030 uc002diq.3_Intron NR_003370 0CAGACTCTGAGGATACTGCAA0.338 rs141895991

- 6 982uc010vct.1_Intron|RABEP2_uc010vdf.1_Missense_Mutation_p.E241K|RABEP2_uc010byn.2_Intron|RABEP2_uc002drr.2_Missense_Mutation_p.E312KNM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3TCGTCCCGCTCGCGACTGACG0.562

+ 14 4932 NM_014712 NP_055527 O15047 SET1A_HUMANInteraction with CFP1.|Pro-rich. 3ccgcgccTACGAGCCACGCAG0.398

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4AGAAGTCATACTGGAGAGAGA0.453

- 2 503uc002efk.1_RNA|SIAH1_uc002efl.2_RNA|SIAH1_uc002efn.1_Missense_Mutation_p.P160LNM_003031 NP_003022 Q8IUQ4 SIAH1_HUMANSIAH-type.|SBD. 1ACCAGGGCACGGACAGGAATA0.478



+ 9 937 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0GGTGACAGCCGCCTGGAGCAG0.562 rs142743935

- 29 4778PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential). 3AATCATCACCTCCTGCCAGGT0.572

+ 7 1007KIAA0513_uc002fis.3_Missense_Mutation_p.D263N|KIAA0513_uc010voj.1_Missense_Mutation_p.D263N|KIAA0513_uc002fit.2_Missense_Mutation_p.D263NNM_014732 NP_055547 O60268 K0513_HUMAN 1CCTCAGGGAAGACGAGAACAA0.582

- 6 1841SMYD4_uc002ftn.1_Missense_Mutation_p.R413QNM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN SET. 5CTGTGACGCCCGGATGGTGGC0.577

- 2 741SMG6_uc002fud.1_Missense_Mutation_p.T198NNM_017575 NP_060045 Q86US8 EST1A_HUMANInteraction with telomeric DNA. 4GTCGTCGTGGGTTTCCCTCAC0.612

- 36 5871ZZEF1_uc002fxh.2_Missense_Mutation_p.R250Q|ZZEF1_uc002fxi.2_Missense_Mutation_p.R171Q|ZZEF1_uc002fxj.1_Missense_Mutation_p.R549QNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4GCACTGGCTCCGCAGGGTGGT0.597

+ 7 1053SLC2A4_uc002gfo.2_Missense_Mutation_p.R285W|SLC2A4_uc010cmd.2_RNANM_001042 NP_001033 P14672 GTR4_HUMANCytoplasmic (Potential). 0CCGTACCCACCGGCAGCCCCT0.637 rs140743598

- 37 5569 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13ACCCTGGCCTCCAGTTTCTGG0.527

- 26 3396uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E1090K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14ATTTCAAACTCTTTCCTTTTA0.328

- 4 821 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2ACTTCATCGTGAACTAGGTCG0.398

- 6 2088 NM_020787 NP_065838 Q9P2J8 ZN624_HUMANC2H2-type 15. 2 TCATTACATTTATATGGTTTT0.393

+ 1 615FBXW10_uc002guj.2_Missense_Mutation_p.S128N|FBXW10_uc002gul.2_Missense_Mutation_p.S128N|FBXW10_uc010cqh.1_Missense_Mutation_p.S128NNM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1TTTGCGAACAGCACCCAGTGG0.448

+ 16 2007TAOK1_uc010wbe.1_Intron|TAOK1_uc010wbf.1_Nonsense_Mutation_p.R605*NM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN Potential. 4TAACCTTCTTCGACGTCAAAG0.443

- 11 4123 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANCytoplasmic (Potential). 3TGAGCTTCTGGGCCAGCAGCT0.607

- 14 1622uc002hre.1_Intron|uc002hrf.1_Intron|PLXDC1_uc010cvr.1_Missense_Mutation_p.M166I|PLXDC1_uc002hrh.2_RNA|PLXDC1_uc002hri.2_RNA|PLXDC1_uc002hrj.1_RNA|PLXDC1_uc002hrk.1_RNANM_020405 NP_065138 Q8IUK5 PXDC1_HUMANCytoplasmic (Potential). 3TGCGAAACTTCATGGCTGGCC0.627

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].|4.0GCAGCTGGGGCGGCAGCAGGT0.652

+ 12 3079CACNA1G_uc002iri.1_Missense_Mutation_p.R903W|CACNA1G_uc002irj.1_Missense_Mutation_p.R903W|CACNA1G_uc002irl.1_Missense_Mutation_p.R903W|CACNA1G_uc002irm.1_Missense_Mutation_p.R903W|CACNA1G_uc002irn.1_Missense_Mutation_p.R903W|CACNA1G_uc002iro.1_Missense_Mutation_p.R903W|CACNA1G_uc002irp.1_Missense_Mutation_p.R903W|CACNA1G_uc002irq.1_Missense_Mutation_p.R903W|CACNA1G_uc002irr.1_Missense_Mutation_p.R903W|CACNA1G_uc002irs.1_Missense_Mutation_p.R903W|CACNA1G_uc002irt.1_Missense_Mutation_p.R903W|CACNA1G_uc002irv.1_Missense_Mutation_p.R903W|CACNA1G_uc002irw.1_Missense_Mutation_p.R903W|CACNA1G_uc002iru.1_Missense_Mutation_p.R903W|CACNA1G_uc002irx.1_Missense_Mutation_p.R816W|CACNA1G_uc002iry.1_Missense_Mutation_p.R816W|CACNA1G_uc002irz.1_Missense_Mutation_p.R816W|CACNA1G_uc002isa.1_Missense_Mutation_p.R816W|CACNA1G_uc002isb.1_Missense_Mutation_p.R816W|CACNA1G_uc002isc.1_Missense_Mutation_p.R816W|CACNA1G_uc002isd.1_Missense_Mutation_p.R816W|CACNA1G_uc002ise.1_Missense_Mutation_p.R816W|CACNA1G_uc002isf.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANExtracellular (Potential).|II. 1CCTGCCAGACCGGAAGAATTT0.607

- 2 1041 NM_004645 NP_004636 P38432 COIL_HUMAN 1GAAACCCGCAGCACACTCCGG0.552

+ 2 1375KCNJ2_uc002jir.2_Missense_Mutation_p.R325HNM_000891 NP_000882 P63252 IRK2_HUMANCytoplasmic (By similarity). 0TGGGGCCACCGCTATGAGCCT0.493

+ 3 1747 NM_000346 NP_000337 P48436 SOX9_HUMAN 0GGCAGGCCAGGGCACCGGCCT0.647

- 2 88GGA3_uc002jnj.1_Missense_Mutation_p.E27K|GGA3_uc010wrw.1_5'UTR|GGA3_uc002jnk.1_5'UTR|GGA3_uc010wrx.1_Intron|GGA3_uc010wry.1_5'UTR|GGA3_uc010wrz.1_Missense_Mutation_p.E27KNM_138619 NP_619525 Q9NZ52 GGA3_HUMANVHS.|Binds to ARF1 (in long isoform). 2ATTATGTATTCCCAGTCCTCC0.512

+ 16 2317KIAA0195_uc010wsa.1_Missense_Mutation_p.P691L|KIAA0195_uc010wsb.1_Missense_Mutation_p.P321L|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1CGGCGGCCTCCCCTCAGCCAC0.612

+ 4 595 NM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0GTACCACCTTCGTTACTACAA0.567

- 19 2165FBF1_uc002jqa.1_RNA|FBF1_uc010wsp.1_Missense_Mutation_p.R622C|FBF1_uc002jqd.1_Missense_Mutation_p.R632C|FBF1_uc002jqb.2_RNA|FBF1_uc010dgr.1_5'UTRNM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0ACCTTGATGCGGCTTCTGCCA0.612

- 11 1352PPP4R1_uc002kof.2_5'UTR|PPP4R1_uc010wzo.1_Missense_Mutation_p.S258P|PPP4R1_uc002kod.1_Missense_Mutation_p.S395P|PPP4R1_uc010wzp.1_RNANM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN 1TGAGATTCTGAGGACAAAGTA0.443

- 4 3359ZNF521_uc010xbe.1_RNA|ZNF521_uc010dly.2_Missense_Mutation_p.H1038Y|ZNF521_uc002kvl.2_Missense_Mutation_p.H818YNM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 24. 7AACGTCCCATGGATTTTGAGT0.532

- 9 1251DSC3_uc002kwi.3_Missense_Mutation_p.E366KNM_001941 NP_001932 Q14574 DSC3_HUMANCadherin 3.|Extracellular (Potential). 4AATGCATTTTCCTCTACAAAT0.274

+ 14 2147DSG3_uc002kwt.2_5'FlankNM_001944 NP_001935 P32926 DSG3_HUMANCytoplasmic (Potential). 9TGGTTTGCAGGAAATCACAAA0.353

+ 3 1195ZNF271_uc002kyp.3_Missense_Mutation_p.S68F|ZNF271_uc002kyr.3_Missense_Mutation_p.S68FNR_024565 0AGAGCTCAGTCCTTATTTTAC0.383

+ 23 2522NEDD4L_uc002lgz.2_Missense_Mutation_p.E686K|NEDD4L_uc002lgx.2_Missense_Mutation_p.E730K|NEDD4L_uc010xee.1_Missense_Mutation_p.E629K|NEDD4L_uc002lhc.2_Missense_Mutation_p.E742K|NEDD4L_uc002lhd.2_Missense_Mutation_p.E629K|NEDD4L_uc002lhb.2_Missense_Mutation_p.E609K|NEDD4L_uc002lhe.2_Missense_Mutation_p.E722K|NEDD4L_uc002lhf.2_Missense_Mutation_p.E609K|NEDD4L_uc002lhg.2_Missense_Mutation_p.E629K|NEDD4L_uc002lhh.2_Missense_Mutation_p.E525K|NEDD4L_uc010dpn.2_IntronNM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN HECT. 4GAATGACATGGAATCTGTGGT0.428

+ 11 1972CDH20_uc002lif.2_Missense_Mutation_p.D648NNM_031891 NP_114097 Q9HBT6 CAD20_HUMANCytoplasmic (Potential). 5CATCATCGACGACGAGGAAAA0.577

+ 13 2068ZCCHC2_uc002lio.2_RNA|ZCCHC2_uc002liq.2_Missense_Mutation_p.P160SNM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2TGTCAAGCCACCTGTTCAAAT0.403

+ 7 1487CDH7_uc002lka.2_Missense_Mutation_p.E388K|CDH7_uc002lkb.2_Missense_Mutation_p.E388KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 4. 4GGAGGTGTCGGAAGCTACCCA0.473

+ 15 2824ZNF236_uc002lmj.2_RNANM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4ACAGTCCTTCGAACCAGCAGG0.473

+ 4 577CLPP_uc002men.1_5'FlankNM_006012 NP_006003 Q16740 CLPP_HUMAN 1GGGCCAGGCCGCCAGCATGGG0.687

+ 9 1019PNPLA6_uc002mgq.1_Missense_Mutation_p.G227D|PNPLA6_uc010xjp.1_Missense_Mutation_p.G227D|PNPLA6_uc002mgr.1_Missense_Mutation_p.G227D|PNPLA6_uc002mgs.2_Missense_Mutation_p.G266DNM_006702 NP_006693 Q8IY17 PLPL6_HUMANcNMP 1.|Cytoplasmic (Potential). 3CTCCCCCAGGGTCACCAGCAT0.687

- 1 311 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CAAGGTGGCTCCTGTCAGTCC0.522

+ 9 1005DNM2_uc010dxk.2_5'FlankNM_031209 NP_112486 Q9BXR0 TGT_HUMAN 1AGGCACAGCCGCGCCTTCCTG0.672

+ 11 1343 NM_023944 NP_076433 7TATAGGGGTCCATCACAACCC0.552

+ 13 2217MYO9B_uc002nfi.2_Missense_Mutation_p.R689W|MYO9B_uc002nfj.1_Missense_Mutation_p.R689WNM_004145 NP_004136 Q13459 MYO9B_HUMANMyosin head-like. 1GGCCGTGCTCCGGGCTGCTAT0.711

+ 10 1554 NM_000453 NP_000444 Q92911 SC5A5_HUMANHelical; (Potential). 4CACCGTGGCAGCCCTGTCCTC0.542

+ 5 553CCDC124_uc002nhs.2_Missense_Mutation_p.R170WNM_001136203 NP_001129675 Q96CT7 CC124_HUMAN 0AAGACGCATGCGGGCAGCCTT0.652

+ 5 1407ZNF431_uc010ecq.2_Missense_Mutation_p.M329I|ZNF431_uc010ecr.2_Missense_Mutation_p.M421INM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 9. 2CACATAAGATGATTCATACTG0.378

- 6 3079ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGTATGAATTCTCTTATGTTC0.393

- 5 2181ZNF607_uc002ohb.1_Missense_Mutation_p.G528SNM_032689 NP_116078 Q96SK3 ZN607_HUMAN 0GGTTTCTTACCACTGTGAATA0.413

+ 89 12368RYR1_uc002oiu.2_Missense_Mutation_p.V4075I|RYR1_uc002oiv.1_Missense_Mutation_p.V989INM_000540 NP_000531 P21817 RYR1_HUMAN 12CCAGGACTACGTAACGGATCC0.493

- 5 546IL28B_uc010xuu.1_Missense_Mutation_p.L181PNM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0TCGCGTGAGGAGGCGGAAGAG0.577



+ 8 2009CEACAM5_uc002orj.1_Missense_Mutation_p.N629D|CEACAM5_uc002orl.2_Missense_Mutation_p.N630DNM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2TTGGCGTATCAATGGGATACC0.507

- 4 1311ERF_uc002otd.3_Missense_Mutation_p.G116RNM_006494 NP_006485 P50548 ERF_HUMAN 4TGCCGGCGTCCGAGTGGGGGC0.692

+ 5 805 NM_015125 NP_055940 Q96RK0 CIC_HUMAN 11GGCCTTCCAGGTAACGCTGTT0.617

- 5 1938 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2CATGTTGGCCAGAGACTGGAG0.642

- 4 992PSG3_uc002ouf.2_Intron|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Nonsense_Mutation_p.R321*|PSG6_uc002ovi.2_Nonsense_Mutation_p.R315*|PSG6_uc010xwk.1_Nonsense_Mutation_p.R154*|PSG11_uc002ovk.1_Intron|PSG6_uc002ove.1_Nonsense_Mutation_p.R104*|PSG6_uc002ovf.1_Intron|PSG6_uc002ovg.1_Nonsense_Mutation_p.R314*NM_002782 NP_002773 Q00889 PSG6_HUMANIg-like C2-type 2. 2CCACCATATCGGTCCCGTATT0.502

- 2 479PSG9_uc002owe.3_Missense_Mutation_p.R127Q|PSG9_uc010xwm.1_Missense_Mutation_p.R127Q|PSG9_uc002owf.3_Missense_Mutation_p.R127Q|PSG9_uc002owg.2_Missense_Mutation_p.R127Q|PSG9_uc002owh.2_Missense_Mutation_p.R127QNM_002784 NP_002775 Q00887 PSG9_HUMANCell attachment site (Potential).|Ig-like V-type. 2CTCATCACCTCGCTTTATGAT0.468

+ 12 1637NPAS1_uc002pfx.2_Missense_Mutation_p.E306K|NPAS1_uc002pfy.2_Missense_Mutation_p.E481K|NPAS1_uc010xyj.1_3'UTRNM_002517 NP_002508 Q99742 NPAS1_HUMAN 0CAGTGGCGACGAGGATCCCTC0.692

+ 5 734 NM_014475 NP_055290 Q9UQ10 DHDH_HUMAN 0CAGCATCACCGTGCAGCTCTC0.592

+ 3 411 NM_014419 NP_055234 Q9UK85 DKKL1_HUMAN 0AACCTGCTTCGGGGCATAGAC0.612

- 3 426KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Missense_Mutation_p.P132L|KLK15_uc002pto.2_Missense_Mutation_p.P131L|KLK15_uc010ych.1_Intron|KLK15_uc010yci.1_Missense_Mutation_p.P131L|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2CCCCGGGTGGGGGCAACGCGT0.697

+ 4 672MBOAT7_uc002qdq.2_5'Flank|MBOAT7_uc002qdr.2_5'Flank|MBOAT7_uc002qds.2_5'Flank|MBOAT7_uc010yen.1_5'Flank|MBOAT7_uc002qdt.3_5'Flank|TSEN34_uc010yeo.1_Missense_Mutation_p.A188G|TSEN34_uc002qdv.2_Missense_Mutation_p.A188G|TSEN34_uc002qdw.2_Missense_Mutation_p.A188GNM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0GTCCAGCTGGCCACTGCCAGG0.657

+ 1 52KIR3DX1_uc010yfa.1_RNA|KIR3DX1_uc010yfb.1_RNA|KIR3DX1_uc010yfc.1_RNA|KIR3DX1_uc010yfd.1_RNA 1CTGCAGCTCTGAAATCTCATT0.517

- 3 123C19orf51_uc002qjj.1_Missense_Mutation_p.P77L|C19orf51_uc002qjk.1_5'UTR|C19orf51_uc002qjl.1_Missense_Mutation_p.P98LQ8N9W5 CS051_HUMAN 0GTCCACAGGAGGACCTGGCAA0.592

- 7 5032ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E1532K|PEG3_uc002qnv.2_Missense_Mutation_p.E1561K|PEG3_uc002qnw.2_Missense_Mutation_p.E1437K|PEG3_uc002qnx.2_Missense_Mutation_p.E1435K|PEG3_uc010etr.2_Missense_Mutation_p.E1561K|PEG3AS_uc010ets.1_RNANM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12AAGTACTTCTCATCAGCTTGA0.537

- 3 961MATN3_uc010exu.1_IntronNM_002381 NP_002372 O15232 MATN3_HUMAN EGF-like 1. 0GTTTTCTTGTCGGCATTCAAG0.532

- 6 1280GTF3C2_uc010eyy.1_5'Flank|GTF3C2_uc002rju.1_Missense_Mutation_p.P317L|GTF3C2_uc002rjw.1_Missense_Mutation_p.P306L|GTF3C2_uc010eyz.1_Missense_Mutation_p.P306LNM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2CTTCCAAACAGGAGCCATGAT0.483

- 2 1386KCNG3_uc002rsm.2_Missense_Mutation_p.P253SNM_133329 NP_579875 Q8TAE7 KCNG3_HUMANHelical; Name=Segment S3; (Potential). 1ATGTAATACGGCGTGATTGCC0.453

- 8 1239 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1TCACAAGTTCCGAATGAAGTC0.378

+ 2 2135TET3_uc010fez.1_Missense_Mutation_p.G712ENM_144993 NP_659430 O43151 TET3_HUMAN 0ACTCACTTGGGATCTGGCCCC0.423

+ 2 243SMYD1_uc002ssq.1_Missense_Mutation_p.D76NNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN MYND-type. 4CTGCCAGAAGGATGCTTGGCT0.532

+ 23 5204GCC2_uc002ted.2_Nonsense_Mutation_p.R1583*|uc002tee.3_IntronNM_181453 NP_852118 Q8IWJ2 GCC2_HUMANMediates interaction with RAB9A. 1GTCTGGACTTCGATAGGTTGA0.308

- 5 632PAX8_uc010yxu.1_Missense_Mutation_p.G156R|PAX8_uc010yxv.1_Missense_Mutation_p.G156R|PAX8_uc002tjm.2_Missense_Mutation_p.G156R|PAX8_uc002tjn.2_Missense_Mutation_p.G156R|PAX8_uc010fku.1_Missense_Mutation_p.G156R|LOC654433_uc002tjq.3_Intron|LOC654433_uc010fks.2_Intron|LOC654433_uc010fkt.2_Intron|LOC654433_uc002tjr.3_IntronNM_003466 NP_003457 Q06710 PAX8_HUMAN 2AGCGTGTGTCCGGGACTCAGG0.458

+ 18 3287CNTNAP5_uc010flu.2_Missense_Mutation_p.E976KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANEGF-like 2.|Extracellular (Potential). 10CAAGTGTGTGGAGAAGCACAA0.562

+ 2 334SCN2A_uc002udd.2_Missense_Mutation_p.R15H|SCN2A_uc002ude.2_Missense_Mutation_p.R15HNM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8GACAGCTTCCGCTTCTTTACC0.468

- 119 28287TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6016K|TTN_uc010fre.1_Missense_Mutation_p.E466KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGAATCTTTTCTTCAGGGACA0.393

- 46 16178TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TAACGTCTTTTTCACTTAATT0.378

- 46 16176TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153ACGTCTTTTTCACTTAATTCA0.383

- 46 10722TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TTAAAATATTCAGGCCAGGAG0.383

- 3 211PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Missense_Mutation_p.E43K|PDE1A_uc010zfq.1_Missense_Mutation_p.E43K|PDE1A_uc002uor.2_Missense_Mutation_p.E27K|PDE1A_uc002uov.1_RNANM_001003683 NP_001003683 P54750 PDE1A_HUMANCalmodulin-binding (By similarity). 3TCACCTCTTTCCAGCTGCTTC0.353

+ 3 431MYO1B_uc002usq.2_Missense_Mutation_p.R59Q|MYO1B_uc002usr.2_Missense_Mutation_p.R59Q|MYO1B_uc002uss.1_Missense_Mutation_p.R59QNM_001130158 NP_001123630 O43795 MYO1B_HUMANMyosin head-like. 8AACCCATACCGGTCTTTACCC0.353 rs146816421

+ 12 2712NRP2_uc002vau.2_Missense_Mutation_p.P641S|NRP2_uc002vav.2_Missense_Mutation_p.P641S|NRP2_uc002vax.2_Missense_Mutation_p.P641S|NRP2_uc002vay.2_Missense_Mutation_p.P641SNM_201266 NP_957718 O60462 NRP2_HUMANExtracellular (Potential). 4TTTGCAGCTCCCTTCGGGATT0.493

- 2 201EPHA4_uc002vmr.2_Splice_Site_p.G53_splice|EPHA4_uc010zlm.1_Intron|EPHA4_uc010zln.1_Splice_Site_p.G53_spliceNM_004438 NP_004429 P54764 EPHA4_HUMAN 12TCAGGACTTACCCCTCCTTCC0.423 rs67977689

- 6 1388ECEL1_uc010fya.1_Missense_Mutation_p.R395W|ECEL1_uc010fyb.1_Missense_Mutation_p.R102WNM_004826 NP_004817 O95672 ECEL1_HUMANLumenal (Potential). 2CAGCCATACCGGTGGGGTGTG0.587

- 1 468UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_IntronNM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0CTGACCCCCCCAAAATATTCT0.547 rs61744897

- 2 246IQCA1_uc002vwb.2_Missense_Mutation_p.D29N|IQCA1_uc002vwa.1_RNA|IQCA1_uc010zni.1_Missense_Mutation_p.D22NNM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1GGCTCTTTATCGAGTAAAGCA0.373

+ 4 477XRN2_uc002wsg.1_Missense_Mutation_p.A52T|XRN2_uc010zsk.1_Missense_Mutation_p.A74TNM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1AGGAATGGAAGCAGCAGTCGA0.408

+ 5 628MYBL2_uc010zwj.1_Nonsense_Mutation_p.W114*|MYBL2_uc002xla.1_Nonsense_Mutation_p.W138*NM_002466 NP_002457 P10244 MYBB_HUMANHTH myb-type 3. 5AAGTCTTGCTGGACCGAGGAG0.612

+ 13 1181ARFGAP1_uc011aas.1_Missense_Mutation_p.E312K|ARFGAP1_uc011aat.1_Missense_Mutation_p.E244K|ARFGAP1_uc002yel.2_Missense_Mutation_p.E365K|ARFGAP1_uc002yen.2_3'UTR|ARFGAP1_uc002yeo.1_RNANM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1CACCTCCACCGAGAGGAGGAG0.662

+ 13 1881MX2_uc002yzg.1_Nonsense_Mutation_p.R316*|MX2_uc010gop.1_Nonsense_Mutation_p.R75*NM_002463 NP_002454 P20592 MX2_HUMAN 2GAAGAAAGTCCGAGAAGAGAT0.403

- 1 75 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7GCGCCAGGGCCCATGGGGTCC0.726

+ 19 3814PCNT_uc002zjj.2_Missense_Mutation_p.S1118NNM_006031 NP_006022 O95613 PCNT_HUMAN 8GAAATTAGCAGCCACATGCGT0.587

- 22 2693 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4GATGAGTGCGGACACCTCGGG0.587

+ 9 1115UPB1_uc003aae.2_Missense_Mutation_p.R264C|UPB1_uc011ajt.1_Missense_Mutation_p.R332CNM_016327 NP_057411 Q9UBR1 BUP1_HUMAN CN hydrolase. 2TGGGCTGTCCCGTAGCCGGGA0.542

- 15 2582LARGE_uc011amd.1_Missense_Mutation_p.P467L|LARGE_uc003ane.3_Missense_Mutation_p.P668L|LARGE_uc010gwp.2_Missense_Mutation_p.P616L|LARGE_uc011ame.1_Missense_Mutation_p.P600L|LARGE_uc011amf.1_Missense_Mutation_p.P619LNM_004737 NP_004728 O95461 LARGE_HUMANLumenal (Potential). 3GTCGTACTCCGGGCAGTCACG0.567

+ 5 885 NM_002133 NP_002124 P09601 HMOX1_HUMAN 1TCCGCTTCTCCGATGGGTCCT0.562

- 3 283EFCAB6_uc003bdz.1_Intron|EFCAB6_uc010gzi.1_5'UTR|EFCAB6_uc011aqa.1_5'UTR|EFCAB6_uc003bea.1_Nonsense_Mutation_p.S20*|EFCAB6_uc003beb.3_5'UTRNM_022785 NP_073622 Q5THR3 EFCB6_HUMAN 7ATGGGGTCTTGAATGTGTAAA0.373

- 14 1763CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc003cfv.2_Missense_Mutation_p.D243G|CLASP2_uc011axu.1_Missense_Mutation_p.D247G|CLASP2_uc003cfw.2_Missense_Mutation_p.D243G|CLASP2_uc011axt.1_Missense_Mutation_p.D45GNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4CAACAATAAATCTAAAAATTC0.323



+ 6 820EXOG_uc010hhg.2_RNA|EXOG_uc011ayq.1_Missense_Mutation_p.E192K|EXOG_uc003cij.2_Missense_Mutation_p.E102K|EXOG_uc010hhd.2_Missense_Mutation_p.E102K|EXOG_uc010hhe.2_Missense_Mutation_p.E102K|EXOG_uc003cik.2_Missense_Mutation_p.E102K|EXOG_uc010hhf.2_Missense_Mutation_p.E102K|EXOG_uc003cii.2_Missense_Mutation_p.E102KNM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0AGTATCTACCGAACCACTGGC0.517

+ 3 281EXOSC7_uc003coh.1_Missense_Mutation_p.D19E|EXOSC7_uc011bae.1_Missense_Mutation_p.D84E|EXOSC7_uc010his.1_Intron|EXOSC7_uc003coj.2_Missense_Mutation_p.D84ENM_015004 NP_055819 Q15024 EXOS7_HUMAN 0TCTTTGTTGACTGGTCAGTAC0.413

- 3 1900SETD2_uc003cqv.2_Missense_Mutation_p.A605VNM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32ATTTGATGGAGCTGGAGACCC0.318

- 11 1496 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|Fibronectin type-III 3. 11GTGGGAACCACGGTTGCAGGG0.652

+ 4 2380GRM2_uc003dbo.3_Missense_Mutation_p.R96Q|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANExtracellular (Potential). 1CCCGAACGGCGGGAGGTGGTG0.637

- 3 1112 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2AGCTCCATTTCCTCTAATGTC0.473

- 15 2845ADCY5_uc003egg.1_Missense_Mutation_p.V582M|ADCY5_uc003egi.1_Missense_Mutation_p.V508MNM_183357 NP_899200 O95622 ADCY5_HUMANHelical; (Potential). 4ACACCTGGCACCTCCACGATG0.622 rs151227955

+ 20 3500KALRN_uc010hrv.1_Missense_Mutation_p.R1116W|KALRN_uc003ehf.1_Missense_Mutation_p.R1125W|KALRN_uc011bjy.1_Missense_Mutation_p.R1116W|KALRN_uc003ehh.1_Missense_Mutation_p.R471WNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6GAAGAAGCGGCGGTTAGACCA0.547

+ 3 962 NM_007117 NP_009048 P20396 TRH_HUMAN 1CAGCACAAGCGGCAGCATCCT0.567

+ 3 799PPM1L_uc003fds.2_Missense_Mutation_p.P54L|PPM1L_uc003fdt.2_Missense_Mutation_p.P106L|PPM1L_uc010hwf.2_RNANM_139245 NP_640338 Q5SGD2 PPM1L_HUMANCytoplasmic (Potential).|PP2C-like. 1GATCACAAGCCTTACCAGTTG0.498

- 5 566B3GALNT1_uc003fdw.2_Nonsense_Mutation_p.W49*|B3GALNT1_uc003fdx.2_Nonsense_Mutation_p.W49*|B3GALNT1_uc003fdy.2_Nonsense_Mutation_p.W49*|B3GALNT1_uc003fdz.2_Nonsense_Mutation_p.W49*|B3GALNT1_uc003fea.2_Nonsense_Mutation_p.W49*|B3GALNT1_uc011bpa.1_Nonsense_Mutation_p.W49*NM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1AGAAGTACATCCAGTTCACGC0.453

- 3 8618MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0ACAGGAAGAGGGGTGGTGTGA0.587

- 3 390TM4SF19_uc003fwj.2_RNA|TM4SF19_uc010iad.1_Missense_Mutation_p.G89R|TM4SF19_uc011btv.1_IntronNM_138461 NP_612470 Q96DZ7 T4S19_HUMANCytoplasmic (Potential). 0CGACAGAGCCCACTCTTACTG0.423

- 3 2904ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T770K|ZNF721_uc010ibe.2_Missense_Mutation_p.T726KNM_133474 NP_597731 D9N162 D9N162_HUMAN 1GTTCAGGTTTGTGGACCATCC0.393

- 12 2134 NM_012318 NP_036450 O95202 LETM1_HUMANMitochondrial matrix (Potential).|Potential. 1ATCATTTGCTGCACCCTTTTT0.517

+ 51 7061 NM_002111 NP_002102 P42858 HD_HUMAN 4TGTGACCCACGCCTGCTCCCT0.587

+ 3 1368 CPZ_uc003gll.2_Intron NM_080819 NP_543009 Q96P69 GPR78_HUMANCytoplasmic (Potential). 6GAAGAGAACCCCGCGCCCAGC0.672

+ 2 455PI4K2B_uc011bxs.1_Missense_Mutation_p.D12NNM_018323 NP_060793 Q8TCG2 P4K2B_HUMAN 4AGAATTTGCCGATATTATGCT0.388

+ 11 1635CWH43_uc011bzl.1_Missense_Mutation_p.E458KNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3GTGGCTAGGGGAAAAGTTGGG0.418

- 1 16 NM_006168 NP_006159 P78426 NKX61_HUMAN 0ATTGCCCCCACCGCTAACATC0.721

+ 24 3935EGF_uc011cfu.1_Missense_Mutation_p.M1119I|EGF_uc011cfv.1_Missense_Mutation_p.M1120I|EGF_uc010imk.2_3'UTRNM_001963 NP_001954 P01133 EGF_HUMANCytoplasmic (Potential). 4CCCAGGTAATGGAGCGAAGCT0.527

- 13 1495BBS7_uc003iee.1_Missense_Mutation_p.L441FNM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1GTGGCAAGAAGGAAGTTGTCG0.323

- 7 1202 NM_030648 NP_085151 Q8WTS6 SETD7_HUMAN SET. p.D306N(1) 2ACTTACATATCGTAGATGCAG0.502

+ 10 1623 NM_018241 NP_060711 Q9NVA4 T184C_HUMAN 0TATTAAAGGACGGACAGTCAG0.368

- 8 1379MAP9_uc011cin.1_Missense_Mutation_p.S347F|MAP9_uc010iqa.1_RNA|MAP9_uc003iot.1_Missense_Mutation_p.S371FNM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2TTACCTGGCAGATGCACTGGA0.274

- 11 1157SPOCK3_uc011cjp.1_Missense_Mutation_p.P296L|SPOCK3_uc011cjq.1_Missense_Mutation_p.P348L|SPOCK3_uc011cjr.1_Missense_Mutation_p.P219L|SPOCK3_uc003irj.1_Missense_Mutation_p.P336L|SPOCK3_uc011cjs.1_Missense_Mutation_p.P288L|SPOCK3_uc011cjt.1_Missense_Mutation_p.P247L|SPOCK3_uc011cju.1_Missense_Mutation_p.P232L|SPOCK3_uc011cjv.1_Missense_Mutation_p.P241LNM_016950 NP_058646 Q9BQ16 TICN3_HUMANThyroglobulin type-1. 3ATCACACAGGGGGATATACTG0.433

+ 11 2037 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6GGGCTTTAGCCGGCAGTCAGT0.622 rs111393391

+ 7 903ITGA2_uc011cqa.1_RNA|ITGA2_uc011cqb.1_RNA|ITGA2_uc011cqc.1_Missense_Mutation_p.G178R|ITGA2_uc011cqd.1_RNA|ITGA2_uc011cqe.1_RNANM_002203 NP_002194 P17301 ITA2_HUMANExtracellular (Potential).|VWFA. 1AAACACATTCGGAGCAATTCA0.323

- 7 1132DMGDH_uc011cte.1_Missense_Mutation_p.P226S|DMGDH_uc011ctf.1_Missense_Mutation_p.P175S|DMGDH_uc011ctg.1_IntronNM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4AGAATGTCAGGAGAATACGTG0.438

+ 5 2126JMY_uc003kfw.1_Nonsense_Mutation_p.Q182*NM_152405 NP_689618 Q8N9B5 JMY_HUMANInteraction with p300/EP300 (By similarity).|Potential. 0TCTGCAACTTCAGTTGTATGA0.383

+ 8 1761SNCAIP_uc011cwl.1_Missense_Mutation_p.A77T|SNCAIP_uc003ksx.1_Missense_Mutation_p.A566T|SNCAIP_uc003ksy.1_Missense_Mutation_p.A153T|SNCAIP_uc003ksz.1_Missense_Mutation_p.A153T|SNCAIP_uc010jcu.2_Missense_Mutation_p.A115T|SNCAIP_uc011cwm.1_Missense_Mutation_p.A153T|SNCAIP_uc003kta.1_Missense_Mutation_p.A151T|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.A213T|SNCAIP_uc010jcx.1_Missense_Mutation_p.A459T|uc003ktb.1_Intron|SNCAIP_uc003ktc.1_Missense_Mutation_p.A35TNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN Potential. 2CATGTCGCTGGCCTCTCAAGT0.552

+ 1 922PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.E22KNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMAN 1TCTCCTCCTCGAATTCTGGGA0.577

+ 1 2267 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCytoplasmic (Potential). 3TGTCTGACAGGAGACTCTGGG0.567

+ 1 974 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCadherin 3.|Extracellular (Potential). 5ACAGGTGCCCGAGAACAGCCC0.498

+ 1 1940 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCadherin 6.|Extracellular (Potential). 5CACCGAGCTGGTGCCCCGGGC0.701

+ 1 410 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 1. 6CTGCTCAGTTCGCTTACTGGT0.473

- 6 580CAMK2A_uc003lrt.2_Missense_Mutation_p.A122V|CAMK2A_uc010jhe.2_Missense_Mutation_p.A102V|CAMK2A_uc010jhf.1_5'UTRNM_171825 NP_741960 Q9UQM7 KCC2A_HUMANProtein kinase. 1GTGCAGCACAGCCTCCAGGAT0.632

- 24 3517_3518GEMIN5_uc011ddk.1_Missense_Mutation_p.Y1144FNM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN 3TCCAAGTGTGGTAAGAGGAGGA0.545

+ 1 1595 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMAN Potential. 1GTTATCAGATGAAACTGTTGC0.438

- 2 615CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0GACCATCGCGGCTCATGGCAA0.602

+ 4 799ODZ2_uc003lzq.2_Missense_Mutation_p.A146T|ODZ2_uc003lzr.3_Missense_Mutation_p.A76TNM_001122679 NP_001116151 10CCACTCGTCCGCCAACTCCCT0.622

- 1 578 NM_001001657 NP_001001657 Q8NGV0 OR2Y1_HUMANExtracellular (Potential). 1GGCCTCTGTTCCTTCTGTGTC0.517

+ 21 2038SYCP2L_uc010jow.2_Missense_Mutation_p.P201LNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2ACCACATCTCCAAAGACTTCT0.333

- 5 1101DHX16_uc011dmo.1_Missense_Mutation_p.R237CNM_003587 NP_003578 O60231 DHX16_HUMAN 4ATGTGGTAGCGATTGGTGGCC0.627

+ 2 1246MUC21_uc003nsi.1_RNANM_001010909 NP_001010909 Q5SSG8 MUC21_HUMANSer-rich.|28 X 15 AA approximate tandem repeats.|21.|Extracellular (Potential).2ACAGCCACCAACTCTGAGTCC0.622 rs144550410

+ 2 229 MICA_uc003rxz.1_5'UTR 0CAGGCAGAAATGCAGGGCAAA0.552 rs17200172

- 22 7907_7908 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 18. 0CTCCTGGCCCCCAACACGCACC0.683



+ 49 7225 NM_001371 NP_001362 21TCCTGTGGATGCCATCTGGAT0.353

+ 13 1807TTBK1_uc011dvg.1_Missense_Mutation_p.G33SNM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN p.G510G(2) 9ACAGGCCAGTGGCCGCATGGA0.657

+ 1 1572TDRD6_uc010jze.2_Nonsense_Mutation_p.Y518*NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6GTGGTTTCTATTCCTCTGCCA0.413

+ 8 920BCKDHB_uc003pje.2_Nonsense_Mutation_p.R285*NM_000056 NP_000047 P21953 ODBB_HUMAN 0TCATGTGATCCGAGAGGTAGC0.388

+ 2 306ZNF292_uc003pll.1_Nonsense_Mutation_p.R89*NM_015021 NP_055836 O60281 ZN292_HUMAN 4TGTTAAAGCCCGACCTTATCT0.378

+ 8 3600 NM_015021 NP_055836 O60281 ZN292_HUMAN 4GTTGCAGCATGTCTCGCCACC0.418

+ 4 799GRIK2_uc003pqn.2_Missense_Mutation_p.R184C|GRIK2_uc003pqo.3_Missense_Mutation_p.R184C|GRIK2_uc010kcw.2_Missense_Mutation_p.R184CNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5AGGTCTCATTCGTTTGCAAGA0.313

+ 8 1003GOPC_uc003pxq.1_Intron|DCBLD1_uc003pxr.1_Missense_Mutation_p.Q293R|DCBLD1_uc003pxt.1_5'FlankNM_173674 NP_775945 Q8N8Z6 DCBD1_HUMANF5/8 type C.|Extracellular (Potential). 1GCCCGACTTCAGGACCAAGGC0.522

+ 2 379MYCT1_uc010kjc.1_Intron|MYCT1_uc003qpc.3_Missense_Mutation_p.G124ENM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1AACAGAACTGGATTTTACCGC0.517

- 13 1573MAD1L1_uc003sle.1_Missense_Mutation_p.R165Q|MAD1L1_uc003slf.1_Missense_Mutation_p.R436Q|MAD1L1_uc003slg.1_Missense_Mutation_p.R436Q|MAD1L1_uc010ksh.1_Missense_Mutation_p.R436Q|MAD1L1_uc003sli.1_Missense_Mutation_p.R344Q|MAD1L1_uc010ksi.1_Missense_Mutation_p.R389Q|MAD1L1_uc010ksj.2_Missense_Mutation_p.R436QNM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMANNecessary for interaction with NEK2.|Potential. 2CTCAGCCTCCCGCATGCGCCG0.687 rs140460596

+ 9 1547CREB5_uc003szo.2_Missense_Mutation_p.R353Q|CREB5_uc003szr.2_Missense_Mutation_p.R379Q|CREB5_uc003szs.2_Missense_Mutation_p.R247QNM_182898 NP_878901 Q02930 CREB5_HUMAN Basic motif. 2GAACGGAACCGGGCAGCTGCC0.592

- 2 1008 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2TGCCCTGGGGGAGTGGTGAGC0.527

- 14 1893PDE1C_uc003tcn.1_Missense_Mutation_p.S475L|PDE1C_uc003tco.1_Missense_Mutation_p.S535L|PDE1C_uc003tcr.2_Missense_Mutation_p.S475L|PDE1C_uc003tcs.2_Missense_Mutation_p.S475LNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4GGCATCTGACGAGCTGATGCT0.443

- 7 668POLR2J4_uc003tjc.2_RNA 0TGCACTTACTCGTCATGCTGC0.667

- 3 302PSPH_uc003trj.2_Intron|PHKG1_uc011kdb.1_Missense_Mutation_p.R36Q|PHKG1_uc011kdc.1_Missense_Mutation_p.R36Q|PHKG1_uc011kdd.1_5'UTRNM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1GTGGATGCATCGCCTGACCAC0.657

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

+ 4 1576 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGCTCCTCAAGCCTTATTAAA0.418

- 2 602CDK6_uc010lez.2_Missense_Mutation_p.V64MNM_001259 NP_001250 Q00534 CDK6_HUMANProtein kinase. 2TGCCTCAGCACCGCCACCTCG0.711

+ 2 198DLX6AS_uc003uok.2_5'Flank|DLX6AS_uc003uol.2_Intron|DLX6AS_uc010lfo.1_IntronNM_005222 NP_005213 P56179 DLX6_HUMAN 2 accagcaccaccaccacGGCT0.612

- 5 1128ASNS_uc011kin.1_Missense_Mutation_p.R125W|ASNS_uc003uou.3_Missense_Mutation_p.R208W|ASNS_uc003uov.3_Missense_Mutation_p.R208W|ASNS_uc011kio.1_Missense_Mutation_p.R187W|ASNS_uc003uow.3_Missense_Mutation_p.R187W|ASNS_uc003uox.3_Missense_Mutation_p.R125WNM_133436 NP_597680 P08243 ASNS_HUMAN 1GGTACATCCCGACAGTGATGA0.448

+ 11 1686 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16AGTCCTCACCGTGACCGAAAC0.587

+ 5 564TRRAP_uc011kis.1_Missense_Mutation_p.R119CNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN p.R119C(1) 37TGTGATGTTTCGCTTTTTAGA0.348

- 2 482 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0CAACACGCAGGGATCTGCCAG0.592

+ 3 9003MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|48.|59 X approximate tandem repeats.27AACTCCTGGCGAAAGAAGAAC0.512

+ 7 1058 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 2. 3GGGTACCATCCTTCATCCAGT0.473

- 4 1455ZC3HAV1_uc003vuo.2_5'Flank|ZC3HAV1_uc003vup.2_Missense_Mutation_p.A356VNM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN 1CCAGTTGGGGGCTGATGTTGA0.552

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 1 293 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMANExtracellular (Potential). 1AAAGTTGAGCGATACATGTAG0.473

+ 103 14390SSPO_uc010lpm.1_RNA|SSPO_uc003wgg.2_Intron|SSPO_uc003wgh.2_RNA|SSPO_uc003wgi.1_RNANM_198455 NP_940857 A2VEC9 SSPO_HUMANTSP type-1 24. 0CCTGGGGTGGCACCATGCCAG0.657

+ 6 1787DLGAP2_uc003wpm.2_Missense_Mutation_p.D564NNM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0CGCCTACCAGGACAGCCGCGC0.662

+ 2 795 NM_000015 NP_000006 P11245 ARY2_HUMAN 2GACCCCAGAAGGGGTTTACTG0.388

+ 16 2381BMP1_uc003xbe.2_RNA|BMP1_uc003xbc.2_3'UTR|BMP1_uc003xbd.2_RNA|BMP1_uc003xbf.2_3'UTR|BMP1_uc011kzc.1_Missense_Mutation_p.G462S|BMP1_uc003xbh.2_RNA|BMP1_uc003xbi.2_RNANM_006129 NP_006120 P13497 BMP1_HUMANEGF-like 2; calcium-binding (Potential). 3GGATAACGGCGGCTGCCAGCA0.587 rs148687489

+ 3 1153 NM_001440 NP_001431 O43909 EXTL3_HUMANLumenal (Potential). 2GATTATTCTCGTTGCCCTCTC0.592

+ 14 1032POLB_uc003xpa.1_Missense_Mutation_p.A278T|POLB_uc011lcs.1_Missense_Mutation_p.A153TNM_002690 NP_002681 P06746 DPOLB_HUMAN 2TGCAGGAGTTGCAGGAGAACC0.438

+ 10 1760TRIM55_uc003xvu.2_Silent_p.*541*|TRIM55_uc003xvw.2_Missense_Mutation_p.E416K|TRIM55_uc003xvx.2_Missense_Mutation_p.E205KNM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5GATTGGATTTGAGGCTCCTCC0.468

- 3 219CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.G7R|CA1_uc003ydi.2_Missense_Mutation_p.G7RNM_001738 NP_001729 P00915 CAH1_HUMAN 2TCATCATATCCCCAGTCTGGA0.328

- 8 2186FBXO10_uc004aac.2_Missense_Mutation_p.D729N|FBXO10_uc004aad.2_Missense_Mutation_p.D263NNM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5CGCAGTGGGTCGTCCTCCTTC0.567

- 5 701TLE1_uc004alz.2_Missense_Mutation_p.T87M|TLE1_uc011lsr.1_Missense_Mutation_p.T87M|TLE1_uc004ama.1_Missense_Mutation_p.T87M|TLE1_uc011lss.1_Missense_Mutation_p.T87M|TLE1_uc004amb.2_Missense_Mutation_p.T87MNM_005077 NP_005068 Q04724 TLE1_HUMAN Gln-rich. 2TGCACAAATCGTATTCAATCT0.353 rs149694150

+ 3 489SECISBP2_uc010mqn.1_Missense_Mutation_p.Q137K|SECISBP2_uc004aqi.1_Missense_Mutation_p.Q64K|SECISBP2_uc011ltk.1_Missense_Mutation_p.Q137K|SECISBP2_uc004aqk.1_Missense_Mutation_p.Q64K|SECISBP2_uc010mqo.1_5'UTR|SECISBP2_uc011ltl.1_Missense_Mutation_p.Q69KNM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3CCCTCTCCCACAAGAAATGAA0.383

- 11 1447IPPK_uc004ask.1_Splice_Site_p.K89_spliceNM_022755 NP_073592 Q9H8X2 IPPK_HUMAN 2GGTCTGCCCACCTTCGTTAGC0.428

- 22 2523 NM_019114 NP_061987 Q9H329 E41LB_HUMAN 3TCGGTCAGAGGGGCTCTAGGG0.512

- 11 1585C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfq.2_Missense_Mutation_p.D445N|C9orf84_uc010mug.2_Missense_Mutation_p.D430NNM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2TCAAAGTGATCGTTATTTTCT0.328 rs41316510

+ 7 2985PAPPA_uc011lxp.1_Missense_Mutation_p.M563I|PAPPA_uc011lxq.1_IntronNM_002581 NP_002572 Q13219 PAPP1_HUMAN 9ATGCTGCCATGTTGACCTCCA0.567

- 11 1700MAPKAP1_uc011lzt.1_Missense_Mutation_p.T259M|MAPKAP1_uc010mwz.2_RNA|MAPKAP1_uc011lzu.1_Missense_Mutation_p.T259M|MAPKAP1_uc011lzv.1_Missense_Mutation_p.T164M|MAPKAP1_uc004bpw.2_Missense_Mutation_p.T264M|MAPKAP1_uc004bpx.2_Missense_Mutation_p.T264M|MAPKAP1_uc004bpy.2_Missense_Mutation_p.T420M|MAPKAP1_uc004bpz.2_Missense_Mutation_p.T409M|MAPKAP1_uc010mxa.2_RNA|MAPKAP1_uc004bpu.2_RNANM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4GCTTAGATACGTGAGTTTAAA0.448

+ 11 1803ARSF_uc004crf.1_Missense_Mutation_p.D528NNM_004042 NP_004033 P54793 ARSF_HUMAN 2GCCCCTCCATGATTTTGTGAT0.557

- 4 636 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRR 5. 8GAGGAGATTTCCTTCCAAATG0.468

- 1 290 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5GTCAGCTTGGGGACCTCTGAG0.552



+ 5 1028SUV39H1_uc011mmf.1_Missense_Mutation_p.P339L|SUV39H1_uc011mmg.1_RNANM_003173 NP_003164 O43463 SUV91_HUMANMediates interaction with MECOM (By similarity).|SET.0CAGTGTGACCCCAACCTGCAG0.627

- 20 2517CACNA1F_uc010nip.2_Missense_Mutation_p.E808KNM_005183 NP_005174 O60840 CAC1F_HUMANPoly-Glu.|Cytoplasmic (Potential). 6 tcttcctcttcttcctcttct 0.289

- 4 538PAGE3_uc011mon.1_RNANM_001017931 NP_001017931 0GTCTTTGACCGAGTCAGTTCC0.373

+ 15 2082BCYRN1_uc011mpt.1_Intron|OGT_uc004eab.1_Missense_Mutation_p.G612E|OGT_uc004eac.2_Missense_Mutation_p.G483E|OGT_uc004ead.2_Missense_Mutation_p.G241ENM_181672 NP_858058 O15294 OGT1_HUMAN 5CCATGCAATGGAAAAGCAGCT0.348

- 3 3678 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TCAGTGATATCATCATCGCCA0.478

+ 2 790 NM_005296 NP_005287 Q99677 LPAR4_HUMANHelical; Name=3; (Potential). 3CATGCTCTTTCTCACCTGTAT0.453

+ 3 903CPXCR1_uc004efc.3_Missense_Mutation_p.G215ENM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3ATGACATCAGGAAAATTTTGC0.413

+ 38 4112DOCK11_uc004eqq.2_Missense_Mutation_p.S1129LNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3GACCGAAAATCGCAAACCATG0.413

- 2 527 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0TGCCCAGGTTCCTTCTCGCTC0.677

+ 2 1196ZBTB33_uc010nqm.1_Missense_Mutation_p.G323ENM_006777 NP_006768 Q86T24 KAISO_HUMAN 3ATTTTAACAGGAAACAAGGCC0.418

- 29 7047ODZ1_uc011muj.1_Missense_Mutation_p.S2334N|ODZ1_uc010nqy.2_Missense_Mutation_p.S2335NNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential).|YD 23. 23ACCTCGGCTGCTGAACACAGC0.418

- 9 1261GABRE_uc011myd.1_RNANM_004961 NP_004952 P78334 GBRE_HUMANCytoplasmic (Probable). 2ACAAAAGCTTCCTGATGTTGG0.587

- 3 396 Q8N1B3 FA58A_HUMAN 0CCGCTGCCAGCTGTGGCGGTT0.647

- 8 697NAA10_uc004fjn.1_Missense_Mutation_p.E181KNM_003491 NP_003482 P41227 NAA10_HUMAN 1CCCTTCTCCTCGCGACAGGCC0.602

- 7 804MPP1_uc010nvg.1_Missense_Mutation_p.S210N|MPP1_uc011mzv.1_Missense_Mutation_p.S200N|MPP1_uc004fmq.1_Missense_Mutation_p.S184N|MPP1_uc011mzw.1_Missense_Mutation_p.S213N|MPP1_uc010nvh.1_Missense_Mutation_p.S104NNM_002436 NP_002427 Q00013 EM55_HUMAN 3CTGAGCCATACTTGCCACTCG0.552

+ 6 625CA6_uc009vmn.2_Missense_Mutation_p.V141INM_001215 NP_001206 P23280 CAH6_HUMAN 2TGGCCTTGACGTTCAGGACAT0.582 rs140314132

+ 24 4029UBE4B_uc001aqr.3_Nonsense_Mutation_p.K977*|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_Nonsense_Mutation_p.K561*|UBE4B_uc001aqu.2_5'FlankNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4GCAGGTCCAGAAGCCCTTCCT0.537

- 1 780HNRNPCL1_uc010obf.1_Missense_Mutation_p.M229VNM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0TCTTTCTTCATGGAGCTACTG0.458

- 6 853NBPF1_uc010oce.1_IntronNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0TCTTAACTTACTGTTGTGAAA0.418

- 8 949CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0TCGAGGTTCCAGCAGAAGTTC0.662 rs1806514

+ 15 2179CROCC_uc009voz.1_Missense_Mutation_p.A467T|CROCC_uc001azu.2_Missense_Mutation_p.A7TNM_014675 NP_055490 Q5TZA2 CROCC_HUMAN Potential. 5GGCCGAGAAGGCCGAGGTGGC0.657 rs2781608

+ 4 328RPL11_uc001bhl.2_Missense_Mutation_p.G102E|RPL11_uc001bhm.2_Missense_Mutation_p.G92E|RPL11_uc001bhn.1_Missense_Mutation_p.G92ENM_000975 NP_000966 P62913 RL11_HUMAN 1TCAGATACTGGAAACTTTGGT0.428

- 4 461GALE_uc001bhv.1_Missense_Mutation_p.A84V|GALE_uc001bhw.1_Missense_Mutation_p.A84V|GALE_uc001bhx.1_Missense_Mutation_p.A84V|GALE_uc009vqp.1_Missense_Mutation_p.A84V|GALE_uc001bhy.1_Missense_Mutation_p.A84V|GALE_uc001bhz.1_Missense_Mutation_p.A10V|GALE_uc001bia.2_5'Flank|GALE_uc009vqq.1_3'UTRNM_001127621 NP_001121093 Q14376 GALE_HUMAN 0GTGGATGACCGCCATAAAGCT0.557

- 6 692PTCH2_uc010olg.1_IntronNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANExtracellular (Potential). 18GGAGGCAAAGGGACCCAGCTC0.642

+ 5 589CYP4B1_uc009vyl.1_Missense_Mutation_p.E6K|CYP4B1_uc001cqn.3_Missense_Mutation_p.E169K|CYP4B1_uc009vym.2_Missense_Mutation_p.E154K|CYP4B1_uc010omk.1_Missense_Mutation_p.E6K|CYP4B1_uc010oml.1_Missense_Mutation_p.E6KNM_000779 NP_000770 P13584 CP4B1_HUMAN 2GGACAAGTGGGAAGAGAAAGC0.567

- 2 96 NM_005621 NP_005612 P80511 S10AC_HUMAN 0TTGACAATTCCCTCCAGATGC0.473

+ 4 675RAG1AP1_uc010pey.1_Intron|FDPS_uc001fkd.2_Nonsense_Mutation_p.W86*|FDPS_uc001fke.2_Nonsense_Mutation_p.W152*|FDPS_uc001fkf.2_Nonsense_Mutation_p.W86*NM_002004 NP_001995 P14324 FPPS_HUMAN 0AGCGGGCCTGGACTGTGGGCT0.582

- 4 760C1orf204_uc001fuf.1_5'Flank|C1orf204_uc001fug.1_5'FlankNM_001013661 NP_001013683 Q5VU13 VSIG8_HUMANExtracellular (Potential).|Ig-like V-type 2. 1GGAAGGACTCCTGGTAGGACA0.582

+ 5 1565 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3GATGAGGACAGCGTGGGCTCT0.562

- 1 443TNR_uc009wwu.1_Missense_Mutation_p.P121L|TNR_uc010pmz.1_Missense_Mutation_p.P121LNM_003285 NP_003276 Q92752 TENR_HUMAN 11GGCCTTTTTGGGGAAGTTGAT0.592

+ 2 1333PAPPA2_uc001gky.1_Nonsense_Mutation_p.R57*|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GGCCAAGGTTCGAAGACCCAG0.567

- 13 2350ASTN1_uc001glb.1_Missense_Mutation_p.G713E|ASTN1_uc001gld.1_Missense_Mutation_p.G713E|ASTN1_uc009wwx.1_Missense_Mutation_p.G713ENM_004319 NP_004310 O14525 ASTN1_HUMAN 15CCTGCTTTCCCCACAGTCACT0.542

+ 28 6121CEP350_uc009wxl.2_Missense_Mutation_p.E1912V|CEP350_uc001gnv.2_Missense_Mutation_p.E48VNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4CCTAAGAAAGAACTGGAGGAC0.353

- 3 381PIGR_uc009xbz.2_Missense_Mutation_p.T66INM_002644 NP_002635 P01833 PIGR_HUMANIg-like V-type 1.|Extracellular (Potential). 3GGAGATGAGGGTTATGCAGCC0.577

- 1 52 NM_003493 NP_003484 Q16695 H31T_HUMAN 0AGCTGCTTGCGCGGCGCCTTG0.687

+ 6 1832KIAA1804_uc001hvs.1_Missense_Mutation_p.T524INM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8CACAAGATAACCGTGCAGGCC0.502

+ 3 530RET_uc001jak.1_Missense_Mutation_p.R114C|RET_uc010qez.1_5'FlankNM_020975 NP_066124 P07949 RET_HUMANExtracellular (Potential). 451CTCTGCAGACCGCGGCTTTCC0.627

- 6 741 NM_002778 NP_002769 P07602 SAP_HUMANSaposin B-type 2. 1GAGTTGGTCCGTACAGCAGTC0.537 rs150521779

+ 6 1414 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.R55fs*1(4)|p.K128N(4)|p.K128_R130del(3)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.K128fs*47(1)|p.A121_F145del(1)|p.G127fs*5(1)|p.F56fs*2(1)2334AAAGCTGGAAAGGGACGAACT0.413

+ 2 1004PLCE1_uc010qnx.1_Missense_Mutation_p.E124KNM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3ACAATTTTATGAAATGTACAA0.398

- 9 1175OBFC1_uc001kxm.2_Missense_Mutation_p.A367V|OBFC1_uc001kxn.2_RNANM_024928 NP_079204 Q9H668 STN1_HUMAN 1TGCTCAGAACGCTGTGTAGTA0.567 rs140449924

- 1 776 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMANHelical; Name=6; (Potential). 3AGTCATAAAGGAAAAGAGGGC0.473

+ 2 717HBG2_uc001mak.1_Intron|TRIM6_uc009yeo.1_Missense_Mutation_p.T104M|TRIM6_uc010qzj.1_Translation_Start_Site|TRIM6_uc001mbc.1_Missense_Mutation_p.T130M|TRIM6_uc001mbe.2_Translation_Start_Site|TRIM6_uc010qzk.1_Intron|TRIM6_uc010qzl.1_Intron|TRIM6_uc001mbd.2_Missense_Mutation_p.T158M|TRIM6_uc001mbg.1_5'Flank|TRIM6_uc009yep.1_5'FlankNM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1GGTCACCACACGTTCCTCGTG0.532

- 1 478 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANHelical; Name=4; (Potential). 0AATATGACTGGGAAGATGATG0.517

- 1 710 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMANCytoplasmic (Potential). 2GGTGGAAAAGGCCTTTTGTCT0.443

+ 1 876 NM_001005274 NP_001005274 Q8NH70 O4A16_HUMANCytoplasmic (Potential). 3AATCAGAGATGAAAAATGCTA0.318

- 1 280 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANExtracellular (Potential). 1AGACAGGCAGGATAGGAAATG0.463



+ 12 1236 NM_002559 NP_002550 P56373 P2RX3_HUMANCytoplasmic (Potential). 0GAGAAGCAGTCCACCGATTCG0.612

+ 1 340 NM_001005283 NP_001005283 Q8NGE9 OR9Q2_HUMANHelical; Name=3; (Potential). 4CGACTGCTACCTTCTGGCCAT0.592

+ 1 845 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMANHelical; Name=7; (Potential). 2GTTTTCTATTCATTGGTGATC0.483

- 4 365 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4TTTCACGAGCACATCCCGCTC0.602

+ 8 1062KAT5_uc001ofj.2_Missense_Mutation_p.R219H|KAT5_uc001ofk.2_Missense_Mutation_p.R304H|KAT5_uc010roo.1_Missense_Mutation_p.R252H|KAT5_uc001ofl.2_Missense_Mutation_p.R60HNM_006388 NP_006379 Q92993 KAT5_HUMAN C2HC-type. 0AAGTACGGCCGTAGTCTCAAG0.592

- 3 785LOC100130987_uc010rpo.1_Intron|CLCF1_uc010rpp.1_Missense_Mutation_p.R187CNM_013246 NP_037378 Q9UBD9 CLCF1_HUMAN 0TTGGCCGAGCGCCACAGCCAG0.597 rs76654399

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6TTTCAGAATACGCTTATAGGC0.328

+ 7 923CNTN5_uc009ywv.1_Missense_Mutation_p.G195E|CNTN5_uc001pfz.2_Missense_Mutation_p.G195E|CNTN5_uc001pgb.2_Missense_Mutation_p.G121ENM_014361 NP_055176 O94779 CNTN5_HUMAN p.G195E(1) 8ACAGATCTGGGAAATTTTAGT0.423

+ 19 2656_2657CNTN5_uc001pfz.2_Missense_Mutation_p.P773L|CNTN5_uc001pgb.2_Missense_Mutation_p.P699L|CNTN5_uc010ruk.1_Missense_Mutation_p.P44LNM_014361 NP_055176 O94779 CNTN5_HUMANFibronectin type-III 2. 8ATCCACAGTTCCGAAGACAGCA0.426

+ 7 1168HTR3A_uc010rxa.1_Splice_Site_p.G312_splice|HTR3A_uc009yyx.2_Splice_Site|HTR3A_uc010rxc.1_Splice_Site_p.G291_spliceNM_213621 NP_998786 P46098 5HT3A_HUMAN 0CCTCTCATTGGTAAGGCCCCT0.597

- 2 1003KCNJ1_uc001qep.1_Missense_Mutation_p.E299K|KCNJ1_uc001qeq.1_Missense_Mutation_p.E299K|KCNJ1_uc001qer.1_Missense_Mutation_p.E299K|KCNJ1_uc001qes.1_Missense_Mutation_p.E299KNM_000220 NP_000211 P48048 IRK1_HUMANCytoplasmic (By similarity). 4CAAAGCACCTCCTCTGGGACA0.493

+ 8 1085 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMANExtracellular (Potential).|C-type lectin. 1TGTCTCATAGGATTTTATCAC0.398 rs148583174

- 3 1038 NM_006248 NP_006239 0CCTTGAGGTTTGTTGCCTCCT0.612

+ 2 517LOH12CR1_uc009zhu.2_IntronNM_058169 NP_477517 Q969J3 L12R1_HUMAN 1CAGCAACGATCCCGATGTCAT0.473

+ 7 891PPFIBP1_uc010sjr.1_Translation_Start_Site|PPFIBP1_uc001rib.1_Missense_Mutation_p.L172M|PPFIBP1_uc001ria.2_Missense_Mutation_p.L172M|PPFIBP1_uc001rid.1_Missense_Mutation_p.L19MNM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5GAAGTTGGATCTGATGGCTGA0.358

+ 19 2303CNTN1_uc001rmn.1_Missense_Mutation_p.L719FNM_001843 NP_001834 Q12860 CNTN1_HUMANFibronectin type-III 2. 9TTTAGCCTTTGTCAAGAGAAT0.373

+ 11 1023NUP107_uc001sug.2_Missense_Mutation_p.T150I|NUP107_uc010stj.1_Missense_Mutation_p.T274INM_020401 NP_065134 P57740 NU107_HUMAN 1ACTCTGCATACCTTAAAACAA0.318

+ 2 874WSCD2_uc001tmt.2_Missense_Mutation_p.A44TNM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN 3GGGCCAGCCCGCTGTCTCGGG0.612

- 11 1302 NM_018711 NP_061181 Q8N4V2 SVOP_HUMANHelical; (Potential). 0GGTGGTCCACAGCAAGTCCAT0.552

- 16 1764NAA25_uc001ttn.3_RNA|NAA25_uc009zvz.1_Missense_Mutation_p.I554V|NAA25_uc009zwa.1_Missense_Mutation_p.I582VNM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3 TAAGCTTGAATAATATATTCT0.383

- 1 550GPR81_uc001ucw.1_IntronNM_006018 NP_006009 P49019 HCAR3_HUMANCytoplasmic (Potential). 2GGCGTGGTGGGGATGGACCAC0.562

- 2 140 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5CCATCGGGCTGAATTCCATGT0.547

+ 2 1349 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2AGGCTGCAGCGAGAGCACAGG0.612

+ 1 327ARHGEF7_uc001vrr.2_Missense_Mutation_p.D26A|ARHGEF7_uc001vrt.2_Missense_Mutation_p.D26ANM_001113511 NP_001106983 Q14155 ARHG7_HUMAN CH. 7ACCATCTCGGACCCGGAGGGC0.617

+ 9 1151GMPR2_uc001wnv.2_Nonsense_Mutation_p.E94*|GMPR2_uc001wns.2_Nonsense_Mutation_p.E257*|GMPR2_uc001wnt.2_Nonsense_Mutation_p.E224*|GMPR2_uc001wnu.2_Nonsense_Mutation_p.E221*|GMPR2_uc001wnw.2_Nonsense_Mutation_p.E257*|GMPR2_uc010all.2_Nonsense_Mutation_p.E229*|GMPR2_uc001wnx.2_Nonsense_Mutation_p.E275*|GMPR2_uc010tod.1_Nonsense_Mutation_p.E224*|GMPR2_uc010alk.1_Nonsense_Mutation_p.E257*|GMPR2_uc010toe.1_Nonsense_Mutation_p.E257*NM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3TGAGCTCATCGAGAGGGATGG0.552

- 8 1710MAP3K9_uc010ttk.1_Missense_Mutation_p.S307R|MAP3K9_uc001xmk.2_Missense_Mutation_p.S312R|MAP3K9_uc001xml.2_Missense_Mutation_p.S570RNM_033141 NP_149132 P80192 M3K9_HUMAN 5 Cccaggttttgctgctttcac 0.333

- 15 2626 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TGCCACAGCCGCTTGGCCTCC0.612

+ 3 639KLC1_uc010tyd.1_Missense_Mutation_p.R270C|KLC1_uc010tye.1_Missense_Mutation_p.R107C|KLC1_uc001ynm.1_Missense_Mutation_p.R111C|KLC1_uc001ynn.1_Missense_Mutation_p.R107C|KLC1_uc010tyf.1_Missense_Mutation_p.R111CNM_182923 NP_891553 Q07866 KLC1_HUMAN 0TGCGCAGGTTCGTCGTCTGTG0.537

+ 1 3007 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8CTCCAGGAAGGAGGAGTACAT0.498

- 11 1570OTUD7A_uc001zfr.2_Missense_Mutation_p.G500SNM_130901 NP_570971 Q8TE49 OTU7A_HUMAN 2 ttgtccttGCCGTTCTTGCCG0.507

- 20 2408 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2CCTTGTAGGTCATGTTGGACA0.657

- 5 475 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN ANK 4. 2GGGCGTCTTCCCCGAGTTGTC0.632

+ 3 1109PAQR4_uc002csk.3_Missense_Mutation_p.V220M|PAQR4_uc002csl.3_Missense_Mutation_p.V185M|PAQR4_uc010uwm.1_Missense_Mutation_p.V190MNM_152341 NP_689554 Q8N4S7 PAQR4_HUMANHelical; (Potential). 0CGCCGGCGTCGTGCCCGACCT0.672

+ 4 427ACSM2A_uc010bwd.1_RNA|ACSM2A_uc010vax.1_5'UTR|ACSM2A_uc002dhf.3_Missense_Mutation_p.R63Q|ACSM2A_uc002dhg.3_Missense_Mutation_p.R63Q|ACSM2A_uc010vay.1_5'UTRNM_001010845 NP_001010845 Q08AH3 ACS2A_HUMAN 3GCTGGCAAGCGACTCCCAAGC0.522

- 4 398ACSM2B_uc002dhk.3_Missense_Mutation_p.R63Q|ACSM2B_uc010bwf.1_Missense_Mutation_p.R63QNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5GCTTGGGAGTCGCTTGCCAGC0.512

- 32 4567 NM_017539 NP_060009 Q8TD57 DYH3_HUMANAAA 1 (By similarity). 18GCGCAGGTTGGGTTCAGAGAG0.517

- 11 1030 uc002diq.3_Intron NR_003370 0CAGACTCTGAGGATACTGCAA0.338 rs141895991

+ 11 1473uc010vct.1_Intron|CD19_uc010byo.1_Missense_Mutation_p.P471SNM_001770 NP_001761 P15391 CD19_HUMANCytoplasmic (Potential). 3GCTGACCCAGCCGGTCGCCAG0.577

+ 4 1324GNAO1_uc002eiu.3_Missense_Mutation_p.R143WNM_138736 NP_620073 P09471 GNAO_HUMAN 2GTGCTTCAACCGGTCCCGGGA0.607

- 2 1122KIAA0895L_uc002err.2_5'Flank|KIAA0895L_uc002ers.2_5'Flank|KIAA0895L_uc002eru.2_Missense_Mutation_p.A116V|EXOC3L_uc002erv.1_RNANM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0CAGGGAGGCTGCAGGCCGCAG0.642

+ 3 1006ACD_uc002etp.3_5'Flank|ACD_uc002etq.3_5'Flank|ACD_uc002etr.3_5'Flank|ACD_uc010vjt.1_5'Flank|PARD6A_uc002ets.2_Nonsense_Mutation_p.W304*|PARD6A_uc002etu.2_Nonsense_Mutation_p.W129*NM_016948 NP_058644 Q9NPB6 PAR6A_HUMAN 1CCCCGTGCTGGGACCTGCACC0.642

+ 13 1868TSNAXIP1_uc010vjz.1_Missense_Mutation_p.E369K|TSNAXIP1_uc002euf.3_Missense_Mutation_p.E225K|TSNAXIP1_uc010vka.1_Missense_Mutation_p.E546K|TSNAXIP1_uc010vkb.1_Missense_Mutation_p.E477K|TSNAXIP1_uc002eug.3_Missense_Mutation_p.E200K|TSNAXIP1_uc002euh.3_Missense_Mutation_p.E200K|TSNAXIP1_uc002eui.3_Missense_Mutation_p.E200K|TSNAXIP1_uc002euk.2_Missense_Mutation_p.E225KNM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0CAGTCAGAACGAGGGGCTACT0.517

- 1 76COG8_uc002ewz.3_Missense_Mutation_p.A2V|NIP7_uc002exa.2_5'Flank|NIP7_uc002exb.2_5'FlankNM_032382 NP_115758 Q96MW5 COG8_HUMAN 1CGCCGCGGTCGCCATCTTCCC0.622 rs151318611

+ 12 1926CNTNAP4_uc002fev.1_Missense_Mutation_p.G378E|CNTNAP4_uc010chb.1_Missense_Mutation_p.G441E|CNTNAP4_uc002fex.1_Missense_Mutation_p.G517E|CNTNAP4_uc002few.2_Missense_Mutation_p.G489ENM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|Laminin G-like 2. 2GGATTTCAGGGATGTATGAGG0.423

- 29 4778PKD1L2_uc002fgg.1_RNANM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential). 3AATCATCACCTCCTGCCAGGT0.572

+ 7 1007KIAA0513_uc002fis.3_Missense_Mutation_p.D263N|KIAA0513_uc010voj.1_Missense_Mutation_p.D263N|KIAA0513_uc002fit.2_Missense_Mutation_p.D263NNM_014732 NP_055547 O60268 K0513_HUMAN 1CCTCAGGGAAGACGAGAACAA0.582

- 12 1608PITPNM3_uc010cln.2_Missense_Mutation_p.L450P|PITPNM3_uc010clm.2_5'UTR|PITPNM3_uc002gdc.3_Missense_Mutation_p.L77PNM_031220 NP_112497 Q9BZ71 PITM3_HUMAN DDHD. 4CTCCAGGAAGAGGGGGCTGTG0.662



- 37 5569 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13ACCCTGGCCTCCAGTTTCTGG0.527

- 26 3396uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E1090K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14ATTTCAAACTCTTTCCTTTTA0.328

- 4 821 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2ACTTCATCGTGAACTAGGTCG0.398

+ 4 1327B9D1_uc010cqm.1_5'Flank|B9D1_uc002gvl.3_5'Flank|MAPK7_uc002gvo.2_Missense_Mutation_p.P175Q|MAPK7_uc002gvq.2_Missense_Mutation_p.P314Q|MAPK7_uc002gvp.2_Missense_Mutation_p.P314QNM_139033 NP_620602 Q13164 MK07_HUMANNecessary for oligomerization (By similarity).|Protein kinase.9ACAGTGTACCCAGGTGCCGAC0.647

- 14 2195SLC6A4_uc010csg.2_RNANM_001045 NP_001036 P31645 SC6A4_HUMANHelical; Name=11; (Potential). 4CAAATGATGAACTAAAACAGA0.368

- 14 1622uc002hre.1_Intron|uc002hrf.1_Intron|PLXDC1_uc010cvr.1_Missense_Mutation_p.M166I|PLXDC1_uc002hrh.2_RNA|PLXDC1_uc002hri.2_RNA|PLXDC1_uc002hrj.1_RNA|PLXDC1_uc002hrk.1_RNANM_020405 NP_065138 Q8IUK5 PXDC1_HUMANCytoplasmic (Potential). 3TGCGAAACTTCATGGCTGGCC0.627

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].|4.0GCAGCTGGGGCGGCAGCAGGT0.652

+ 3 1747 NM_000346 NP_000337 P48436 SOX9_HUMAN 0GGCAGGCCAGGGCACCGGCCT0.647

- 2 88GGA3_uc002jnj.1_Missense_Mutation_p.E27K|GGA3_uc010wrw.1_5'UTR|GGA3_uc002jnk.1_5'UTR|GGA3_uc010wrx.1_Intron|GGA3_uc010wry.1_5'UTR|GGA3_uc010wrz.1_Missense_Mutation_p.E27KNM_138619 NP_619525 Q9NZ52 GGA3_HUMANVHS.|Binds to ARF1 (in long isoform). 2ATTATGTATTCCCAGTCCTCC0.512

+ 16 2317KIAA0195_uc010wsa.1_Missense_Mutation_p.P691L|KIAA0195_uc010wsb.1_Missense_Mutation_p.P321L|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1CGGCGGCCTCCCCTCAGCCAC0.612

+ 4 293CDK3_uc002jqg.3_Missense_Mutation_p.E101KNM_001258 NP_001249 Q00526 CDK3_HUMANProtein kinase. 1GGTGCACAACGAGAGGAAGCT0.572 rs140567861

+ 5 1033 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0CCCGCACACCCATGGTGCCAG0.662

+ 27 4342PTPRM_uc010dkv.2_Missense_Mutation_p.C1293Y|PTPRM_uc010wzl.1_Missense_Mutation_p.C1067YNM_002845 NP_002836 P28827 PTPRM_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).6GATTATCACTGCACATCCGTA0.458

- 10 1985POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3GAAAATACCTCAGAATTCATT0.269

- 4 3359ZNF521_uc010xbe.1_RNA|ZNF521_uc010dly.2_Missense_Mutation_p.H1038Y|ZNF521_uc002kvl.2_Missense_Mutation_p.H818YNM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 24. 7AACGTCCCATGGATTTTGAGT0.532

- 9 1251DSC3_uc002kwi.3_Missense_Mutation_p.E366KNM_001941 NP_001932 Q14574 DSC3_HUMANCadherin 3.|Extracellular (Potential). 4AATGCATTTTCCTCTACAAAT0.274

+ 14 2147DSG3_uc002kwt.2_5'FlankNM_001944 NP_001935 P32926 DSG3_HUMANCytoplasmic (Potential). 9TGGTTTGCAGGAAATCACAAA0.353

+ 3 1195ZNF271_uc002kyp.3_Missense_Mutation_p.S68F|ZNF271_uc002kyr.3_Missense_Mutation_p.S68FNR_024565 0AGAGCTCAGTCCTTATTTTAC0.383

+ 23 2522NEDD4L_uc002lgz.2_Missense_Mutation_p.E686K|NEDD4L_uc002lgx.2_Missense_Mutation_p.E730K|NEDD4L_uc010xee.1_Missense_Mutation_p.E629K|NEDD4L_uc002lhc.2_Missense_Mutation_p.E742K|NEDD4L_uc002lhd.2_Missense_Mutation_p.E629K|NEDD4L_uc002lhb.2_Missense_Mutation_p.E609K|NEDD4L_uc002lhe.2_Missense_Mutation_p.E722K|NEDD4L_uc002lhf.2_Missense_Mutation_p.E609K|NEDD4L_uc002lhg.2_Missense_Mutation_p.E629K|NEDD4L_uc002lhh.2_Missense_Mutation_p.E525K|NEDD4L_uc010dpn.2_IntronNM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN HECT. 4GAATGACATGGAATCTGTGGT0.428

+ 11 1972CDH20_uc002lif.2_Missense_Mutation_p.D648NNM_031891 NP_114097 Q9HBT6 CAD20_HUMANCytoplasmic (Potential). 5CATCATCGACGACGAGGAAAA0.577

+ 7 1487CDH7_uc002lka.2_Missense_Mutation_p.E388K|CDH7_uc002lkb.2_Missense_Mutation_p.E388KNM_033646 NP_387450 Q9ULB5 CADH7_HUMANExtracellular (Potential).|Cadherin 4. 4GGAGGTGTCGGAAGCTACCCA0.473

+ 2 1025SCAMP4_uc002lui.1_Intron|SCAMP4_uc002luj.2_Intron|SCAMP4_uc002luk.2_Intron|SCAMP4_uc010dss.2_IntronNM_138422 NP_612431 Q96EY9 ADAT3_HUMAN 2GGCGCCGTGCGTAAACTGGAC0.731

+ 22 2611DOT1L_uc002lvc.1_Missense_Mutation_p.G153R|uc002lvd.1_5'Flank|DOT1L_uc002lve.1_Missense_Mutation_p.G153RNM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4CGGCAGCAGCGGGGAGCTCAT0.672

- 3 12038 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGTAGAAGGGTGAATTGCCTC0.488

- 1 311 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CAAGGTGGCTCCTGTCAGTCC0.522

- 1 500 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANExtracellular (Potential). 4TGTGGAGAAGGTCAACCTCTT0.493

+ 11 1343 NM_023944 NP_076433 7TATAGGGGTCCATCACAACCC0.552

- 2 645 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Poly-Gly. 0 ccaccccctcccccggggtcg 0.448

+ 4 1014ZNF90_uc002nos.1_Intron|ZNF90_uc002not.1_IntronNM_007138 NP_009069 Q03938 ZNF90_HUMAN C2H2-type 5. 2AAATGTGGCAGAGCATTTATT0.383

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1GTGTGAGGACCAGTTGAAGGC0.418

- 6 3079ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7AGTATGAATTCTCTTATGTTC0.393

+ 8 2009CEACAM5_uc002orj.1_Missense_Mutation_p.N629D|CEACAM5_uc002orl.2_Missense_Mutation_p.N630DNM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2TTGGCGTATCAATGGGATACC0.507

- 2 479PSG9_uc002owe.3_Missense_Mutation_p.R127Q|PSG9_uc010xwm.1_Missense_Mutation_p.R127Q|PSG9_uc002owf.3_Missense_Mutation_p.R127Q|PSG9_uc002owg.2_Missense_Mutation_p.R127Q|PSG9_uc002owh.2_Missense_Mutation_p.R127QNM_002784 NP_002775 Q00887 PSG9_HUMANCell attachment site (Potential).|Ig-like V-type. 2CTCATCACCTCGCTTTATGAT0.468

+ 12 1637NPAS1_uc002pfx.2_Missense_Mutation_p.E306K|NPAS1_uc002pfy.2_Missense_Mutation_p.E481K|NPAS1_uc010xyj.1_3'UTRNM_002517 NP_002508 Q99742 NPAS1_HUMAN 0CAGTGGCGACGAGGATCCCTC0.692

+ 3 331 CRX_uc010elm.1_RNA NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2GCGGCGGGAGCGCACCACCTT0.642

- 3 426KLK15_uc002ptm.2_Intron|KLK15_uc002ptn.2_Missense_Mutation_p.P132L|KLK15_uc002pto.2_Missense_Mutation_p.P131L|KLK15_uc010ych.1_Intron|KLK15_uc010yci.1_Missense_Mutation_p.P131L|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2CCCCGGGTGGGGGCAACGCGT0.697

- 9 3289NLRP12_uc010eqw.2_Missense_Mutation_p.S249R|NLRP12_uc002qci.3_Missense_Mutation_p.S966R|NLRP12_uc002qcj.3_Missense_Mutation_p.S1024R|NLRP12_uc002qck.3_RNA|NLRP12_uc010eqx.2_IntronNM_144687 NP_653288 P59046 NAL12_HUMAN 7AGCCAGGATGGCTCAGCCGCT0.557

+ 4 672MBOAT7_uc002qdq.2_5'Flank|MBOAT7_uc002qdr.2_5'Flank|MBOAT7_uc002qds.2_5'Flank|MBOAT7_uc010yen.1_5'Flank|MBOAT7_uc002qdt.3_5'Flank|TSEN34_uc010yeo.1_Missense_Mutation_p.A188G|TSEN34_uc002qdv.2_Missense_Mutation_p.A188G|TSEN34_uc002qdw.2_Missense_Mutation_p.A188GNM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0GTCCAGCTGGCCACTGCCAGG0.657

+ 1 52KIR3DX1_uc010yfa.1_RNA|KIR3DX1_uc010yfb.1_RNA|KIR3DX1_uc010yfc.1_RNA|KIR3DX1_uc010yfd.1_RNA 1CTGCAGCTCTGAAATCTCATT0.517

- 7 5032ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.E1532K|PEG3_uc002qnv.2_Missense_Mutation_p.E1561K|PEG3_uc002qnw.2_Missense_Mutation_p.E1437K|PEG3_uc002qnx.2_Missense_Mutation_p.E1435K|PEG3_uc010etr.2_Missense_Mutation_p.E1561K|PEG3AS_uc010ets.1_RNANM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12AAGTACTTCTCATCAGCTTGA0.537

+ 3 1623ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 10. 0AGTTCAGCACCAGAAAATCCA0.423

- 2 521 NM_001037160 NP_001032237 Q717R9 CYS1_HUMAN 0CCTCTGTGCTCTGCTCTGCGC0.527

- 1 232 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1CCTACGTCCCTTTTCCCTCAT0.667

- 6 1280GTF3C2_uc010eyy.1_5'Flank|GTF3C2_uc002rju.1_Missense_Mutation_p.P317L|GTF3C2_uc002rjw.1_Missense_Mutation_p.P306L|GTF3C2_uc010eyz.1_Missense_Mutation_p.P306LNM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2CTTCCAAACAGGAGCCATGAT0.483

+ 1 174QPCT_uc002rqh.2_Missense_Mutation_p.L18VNM_012413 NP_036545 Q16769 QPCT_HUMAN 1CCTGCTGCTGCTGGTGGCCGC0.682

- 2 1386KCNG3_uc002rsm.2_Missense_Mutation_p.P253SNM_133329 NP_579875 Q8TAE7 KCNG3_HUMANHelical; Name=Segment S3; (Potential). 1ATGTAATACGGCGTGATTGCC0.453

+ 2 2135TET3_uc010fez.1_Missense_Mutation_p.G712ENM_144993 NP_659430 O43151 TET3_HUMAN 0ACTCACTTGGGATCTGGCCCC0.423



- 6 937C2orf65_uc010ysa.1_Missense_Mutation_p.A274S|C2orf65_uc002smz.2_Missense_Mutation_p.A274S|C2orf65_uc010ffp.2_5'UTR|C2orf65_uc002smx.2_Missense_Mutation_p.A30SNM_138804 NP_620159 Q8TC57 CB065_HUMAN 2GCTGTGCCAGCGAGTAGGGAT0.483

+ 2 243SMYD1_uc002ssq.1_Missense_Mutation_p.D76NNM_198274 NP_938015 Q8NB12 SMYD1_HUMAN MYND-type. 4CTGCCAGAAGGATGCTTGGCT0.532

- 41 5887SNRNP200_uc002svt.2_Missense_Mutation_p.G544E|SNRNP200_uc010yuj.1_RNANM_014014 NP_054733 O75643 U520_HUMAN SEC63 2. 10GCTGAGCCACCCATTGCTGGA0.552

+ 23 5204GCC2_uc002ted.2_Nonsense_Mutation_p.R1583*|uc002tee.3_IntronNM_181453 NP_852118 Q8IWJ2 GCC2_HUMANMediates interaction with RAB9A. 1GTCTGGACTTCGATAGGTTGA0.308

+ 18 3287CNTNAP5_uc010flu.2_Missense_Mutation_p.E976KNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANEGF-like 2.|Extracellular (Potential). 10CAAGTGTGTGGAGAAGCACAA0.562

- 78 13088 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50CATTAACCTACCCTCTTTTAG0.368

- 26 3627TTC21B_uc002udj.1_RNANM_024753 NP_079029 Q7Z4L5 TT21B_HUMAN 5CATATAAGCCGTTGCCATTCC0.393

- 16 2884 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13TGAGTTACCAATGATCTTAAT0.408 rs80356474

- 119 28287TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6016K|TTN_uc010fre.1_Missense_Mutation_p.E466KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGAATCTTTTCTTCAGGGACA0.393

- 46 16178TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TAACGTCTTTTTCACTTAATT0.378

- 46 16176TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153ACGTCTTTTTCACTTAATTCA0.383

- 46 10722TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TTAAAATATTCAGGCCAGGAG0.383

- 3 211PDE1A_uc010zfp.1_5'UTR|PDE1A_uc002uoq.1_Missense_Mutation_p.E43K|PDE1A_uc010zfq.1_Missense_Mutation_p.E43K|PDE1A_uc002uor.2_Missense_Mutation_p.E27K|PDE1A_uc002uov.1_RNANM_001003683 NP_001003683 P54750 PDE1A_HUMANCalmodulin-binding (By similarity). 3TCACCTCTTTCCAGCTGCTTC0.353

+ 3 542NIF3L1_uc002uwl.2_Missense_Mutation_p.R124W|NIF3L1_uc002uwn.2_Missense_Mutation_p.R124W|NIF3L1_uc002uwo.2_Missense_Mutation_p.R151W|NIF3L1_uc002uwp.2_Missense_Mutation_p.R151W|NIF3L1_uc002uwq.2_Missense_Mutation_p.R151WNM_001136039 NP_001129511 Q9GZT8 NIF3L_HUMAN 1TTGTACCTCCAGGCCCATACA0.418

+ 12 2712NRP2_uc002vau.2_Missense_Mutation_p.P641S|NRP2_uc002vav.2_Missense_Mutation_p.P641S|NRP2_uc002vax.2_Missense_Mutation_p.P641S|NRP2_uc002vay.2_Missense_Mutation_p.P641SNM_201266 NP_957718 O60462 NRP2_HUMANExtracellular (Potential). 4TTTGCAGCTCCCTTCGGGATT0.493

- 1 468UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Intron|UGT1A6_uc002vuv.3_Intron|UGT1A5_uc010zmz.1_Intron|UGT1A5_uc002vuw.2_Intron|UGT1A4_uc010zna.1_Intron|UGT1A4_uc002vux.2_Intron|UGT1A3_uc010znb.1_Intron|UGT1A3_uc002vuy.2_IntronNM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0CTGACCCCCCCAAAATATTCT0.547 rs61744897

- 2 246IQCA1_uc002vwb.2_Missense_Mutation_p.D29N|IQCA1_uc002vwa.1_RNA|IQCA1_uc010zni.1_Missense_Mutation_p.D22NNM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1GGCTCTTTATCGAGTAAAGCA0.373

- 5 651SLA2_uc002xfu.2_Nonsense_Mutation_p.E97*NM_032214 NP_115590 Q9H6Q3 SLAP2_HUMAN SH2. 0CTCAGGCCCTCATACAGCCAC0.328

- 17 2678CHD6_uc002xkd.2_Missense_Mutation_p.R812WNM_032221 NP_115597 Q8TD26 CHD6_HUMANHelicase C-terminal. 14AGGTTTCCCCGTACTCGCCCA0.532

- 3 248CHD6_uc002xkd.2_Missense_Mutation_p.S2P|CHD6_uc002xkc.2_Missense_Mutation_p.S59PNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14GAGGCATCAGACATTGGGGAG0.383

- 1 87 BAGE_uc002yix.2_RNANM_182482 NP_872288 0 agacgagccacggtgttacag 0

- 26 5163DSCAM_uc002yyr.1_IntronNM_001389 NP_001380 O60469 DSCAM_HUMAN 11CAGCCAGCTTACTGCCATCGT0.582

+ 13 1881MX2_uc002yzg.1_Nonsense_Mutation_p.R316*|MX2_uc010gop.1_Nonsense_Mutation_p.R75*NM_002463 NP_002454 P20592 MX2_HUMAN 2GAAGAAAGTCCGAGAAGAGAT0.403

- 1 75 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7GCGCCAGGGCCCATGGGGTCC0.726

- 11 1253HIRA_uc011agx.1_Missense_Mutation_p.V211L|HIRA_uc010grn.1_Missense_Mutation_p.V345L|HIRA_uc010gro.1_Missense_Mutation_p.V301L|HIRA_uc010grp.2_RNANM_003325 NP_003316 P54198 HIRA_HUMAN WD 7. 1ATAGAGCATACCAAGATGCCC0.587

- 22 2693 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4GATGAGTGCGGACACCTCGGG0.587

+ 23 3423CABIN1_uc002zzj.1_Missense_Mutation_p.R1049Q|CABIN1_uc002zzl.1_Missense_Mutation_p.R1099QNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5GCTCTGGCCCGGGCCAGCCGC0.537

+ 5 885 NM_002133 NP_002124 P09601 HMOX1_HUMAN 1TCCGCTTCTCCGATGGGTCCT0.562

- 5 604APOL2_uc011amm.1_Missense_Mutation_p.R202G|APOL2_uc003apa.2_Missense_Mutation_p.R90GNM_030882 NP_112092 Q9BQE5 APOL2_HUMAN 0TCAAGCTCCCTTTTCAACCGA0.507

- 7 1038MKL1_uc003ayw.1_Missense_Mutation_p.Q277H|MKL1_uc010gye.1_Missense_Mutation_p.Q277H|MKL1_uc010gyf.1_Missense_Mutation_p.Q227HNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5GCTGCTGCTGCTGGTTGAGGA0.657

- 2 410CIDEC_uc003bto.2_Intron|PRRT3_uc003buk.2_RNA|PRRT3_uc003bum.2_Missense_Mutation_p.P94TNM_207351 NP_997234 Q5FWE3 PRRT3_HUMANExtracellular (Potential). 0TACAGGGCTGGGCCAAGGGGA0.602

+ 16 1360SLC6A6_uc003byq.2_Missense_Mutation_p.V357M|SLC6A6_uc003byr.2_IntronNM_001134367 NP_001127839 P31641 SC6A6_HUMAN 1AGAGCAAGGGGTGGACATTGC0.537

- 9 1055HHATL_uc003clx.2_Missense_Mutation_p.A303VNM_020707 NP_065758 Q9HCP6 HHATL_HUMANHelical; (Potential). 3GAGGACGGCCGCCTTCACCCA0.617

+ 6 780LRRC2_uc003cpu.3_5'FlankNM_003212 NP_003203 P13385 TDGF1_HUMAN 0CCAGAACTACCACCGTCTGCA0.448

- 3 1112 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2AGCTCCATTTCCTCTAATGTC0.473

- 15 2677C3orf63_uc003dic.3_Missense_Mutation_p.S463F|C3orf63_uc003die.3_Missense_Mutation_p.S859FNM_015224 NP_056039 Q9UK61 CC063_HUMAN 5TTCGCTGGTAGAAATAGCAAC0.403

+ 3 799PPM1L_uc003fds.2_Missense_Mutation_p.P54L|PPM1L_uc003fdt.2_Missense_Mutation_p.P106L|PPM1L_uc010hwf.2_RNANM_139245 NP_640338 Q5SGD2 PPM1L_HUMANCytoplasmic (Potential).|PP2C-like. 1GATCACAAGCCTTACCAGTTG0.498

+ 12 2344MAP3K13_uc011brt.1_Missense_Mutation_p.G486D|MAP3K13_uc011bru.1_Missense_Mutation_p.G549D|MAP3K13_uc003fpi.2_Missense_Mutation_p.G693D|MAP3K13_uc010hyg.2_Missense_Mutation_p.G383DNM_004721 NP_004712 O43283 M3K13_HUMAN 3CAGCTGCCCGGCTCGAGCCCT0.622

- 3 2904ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T770K|ZNF721_uc010ibe.2_Missense_Mutation_p.T726KNM_133474 NP_597731 D9N162 D9N162_HUMAN 1GTTCAGGTTTGTGGACCATCC0.393

- 4 832MFSD10_uc003gfv.2_5'Flank|MFSD10_uc003gfx.2_5'UTR|MFSD10_uc003gfz.2_Missense_Mutation_p.R173H|MFSD10_uc003gfy.2_RNA|MFSD10_uc003gga.2_Missense_Mutation_p.R173H|MFSD10_uc003ggb.1_Missense_Mutation_p.R173H|MFSD10_uc003ggc.2_Missense_Mutation_p.R173H|C4orf10_uc003ggd.1_5'Flank|C4orf10_uc003gge.1_5'Flank|C4orf10_uc003ggg.1_5'Flank|C4orf10_uc003ggh.2_5'FlankNM_001120 NP_001111 Q14728 MFS10_HUMAN 0GCCTTGACTGCGGGCCAGAGG0.632

+ 6 739MAN2B2_uc003gje.1_Missense_Mutation_p.V235M|MAN2B2_uc011bwf.1_Missense_Mutation_p.V235MNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2CTGGAATGGCGTGGCTGTCTT0.383

- 4 540GRPEL1_uc003gjz.1_3'UTRNM_025196 NP_079472 Q9HAV7 GRPE1_HUMAN 0AACTTGGCTCCGACAGGGTTC0.527

+ 3 1368 CPZ_uc003gll.2_Intron NM_080819 NP_543009 Q96P69 GPR78_HUMANCytoplasmic (Potential). 6GAAGAGAACCCCGCGCCCAGC0.672

+ 11 1635CWH43_uc011bzl.1_Missense_Mutation_p.E458KNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3GTGGCTAGGGGAAAAGTTGGG0.418

+ 11 1546BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_Missense_Mutation_p.Q460H|BMP2K_uc003hll.2_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 ATCCTCACcagcagcagcagc0.254

- 1 220UNC5C_uc010ilc.1_Missense_Mutation_p.M22I|UNC5C_uc003htq.2_Missense_Mutation_p.M22INM_003728 NP_003719 O95185 UNC5C_HUMAN 4GTAGCACGAGCATTTGCAGCA0.652

+ 24 3935EGF_uc011cfu.1_Missense_Mutation_p.M1119I|EGF_uc011cfv.1_Missense_Mutation_p.M1120I|EGF_uc010imk.2_3'UTRNM_001963 NP_001954 P01133 EGF_HUMANCytoplasmic (Potential). 4CCCAGGTAATGGAGCGAAGCT0.527



- 13 1495BBS7_uc003iee.1_Missense_Mutation_p.L441FNM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1GTGGCAAGAAGGAAGTTGTCG0.323

- 8 1379MAP9_uc011cin.1_Missense_Mutation_p.S347F|MAP9_uc010iqa.1_RNA|MAP9_uc003iot.1_Missense_Mutation_p.S371FNM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2TTACCTGGCAGATGCACTGGA0.274

+ 12 1995 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4CAAGATGACAGCATAGTAGGA0.368

- 11 1157SPOCK3_uc011cjp.1_Missense_Mutation_p.P296L|SPOCK3_uc011cjq.1_Missense_Mutation_p.P348L|SPOCK3_uc011cjr.1_Missense_Mutation_p.P219L|SPOCK3_uc003irj.1_Missense_Mutation_p.P336L|SPOCK3_uc011cjs.1_Missense_Mutation_p.P288L|SPOCK3_uc011cjt.1_Missense_Mutation_p.P247L|SPOCK3_uc011cju.1_Missense_Mutation_p.P232L|SPOCK3_uc011cjv.1_Missense_Mutation_p.P241LNM_016950 NP_058646 Q9BQ16 TICN3_HUMANThyroglobulin type-1. 3ATCACACAGGGGGATATACTG0.433

+ 3 561 NM_003248 NP_003239 P35443 TSP4_HUMANTSP N-terminal. 0TCTTTACTCTTCAACTGACAA0.393

+ 1 922PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc011dae.1_Missense_Mutation_p.E22KNM_018902 NP_061725 Q9Y5I1 PCDAB_HUMAN 1TCTCCTCCTCGAATTCTGGGA0.577

+ 1 2267 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCytoplasmic (Potential). 3TGTCTGACAGGAGACTCTGGG0.567

+ 1 410 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 1. 6CTGCTCAGTTCGCTTACTGGT0.473

+ 3 2013SYNPO_uc003lso.3_Nonsense_Mutation_p.R303*|SYNPO_uc003lsp.2_Nonsense_Mutation_p.R303*NM_001109974 NP_001103444 Q8N3V7 SYNPO_HUMAN 1GATGGGGCAGCGAAGCCCGGC0.652

+ 1 1595 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMAN Potential. 1GTTATCAGATGAAACTGTTGC0.438

- 2 615CYFIP2_uc003lwq.2_Intron|CYFIP2_uc011ddn.1_Intron|CYFIP2_uc011ddo.1_Intron|CYFIP2_uc003lwr.2_Intron|CYFIP2_uc003lws.2_Intron|CYFIP2_uc003lwt.2_Intron|CYFIP2_uc011ddp.1_IntronNM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0GACCATCGCGGCTCATGGCAA0.602

- 1 578 NM_001001657 NP_001001657 Q8NGV0 OR2Y1_HUMANExtracellular (Potential). 1GGCCTCTGTTCCTTCTGTGTC0.517

+ 21 2038SYCP2L_uc010jow.2_Missense_Mutation_p.P201LNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2ACCACATCTCCAAAGACTTCT0.333

- 5 1101DHX16_uc011dmo.1_Missense_Mutation_p.R237CNM_003587 NP_003578 O60231 DHX16_HUMAN 4ATGTGGTAGCGATTGGTGGCC0.627

+ 49 7225 NM_001371 NP_001362 21TCCTGTGGATGCCATCTGGAT0.353

+ 11 1693FOXP4_uc003oqm.2_Missense_Mutation_p.P410L|FOXP4_uc003oqn.2_Missense_Mutation_p.P399LNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1GTGCACCCCCCGACCTCGGCC0.677

+ 1 1572TDRD6_uc010jze.2_Nonsense_Mutation_p.Y518*NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6GTGGTTTCTATTCCTCTGCCA0.413

+ 2 306ZNF292_uc003pll.1_Nonsense_Mutation_p.R89*NM_015021 NP_055836 O60281 ZN292_HUMAN 4TGTTAAAGCCCGACCTTATCT0.378

+ 8 3600 NM_015021 NP_055836 O60281 ZN292_HUMAN 4GTTGCAGCATGTCTCGCCACC0.418

+ 8 6765 NM_015021 NP_055836 O60281 ZN292_HUMAN 4GGCAGACCACGGGATTGGACT0.423

+ 4 799GRIK2_uc003pqn.2_Missense_Mutation_p.R184C|GRIK2_uc003pqo.3_Missense_Mutation_p.R184C|GRIK2_uc010kcw.2_Missense_Mutation_p.R184CNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5AGGTCTCATTCGTTTGCAAGA0.313

- 5 547MED23_uc003qcq.2_Missense_Mutation_p.I125V|MED23_uc003qct.1_Missense_Mutation_p.I125V|MED23_uc011ecb.1_RNANM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3CCCCCAATTATTTTCCGAACC0.353

+ 2 379MYCT1_uc010kjc.1_Intron|MYCT1_uc003qpc.3_Missense_Mutation_p.G124ENM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1AACAGAACTGGATTTTACCGC0.517

+ 18 2598MLLT4_uc003qwb.1_Missense_Mutation_p.R804H|MLLT4_uc003qwc.1_Missense_Mutation_p.R820H|MLLT4_uc003qwg.1_Missense_Mutation_p.R129HNM_001040001 NP_001035090 P55196 AFAD_HUMAN Dilute. 5GCGATTATCCGTCAGCAGTTG0.547

+ 39 5810SDK1_uc010kso.2_Missense_Mutation_p.Q1147K|SDK1_uc003smy.2_Missense_Mutation_p.Q378KNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 12. 6GCCCGAGCTCCAAGCCAATAT0.597

- 1 272uc003syp.1_Intron|HOXA6_uc003syq.1_IntronNM_024014 NP_076919 P31267 HXA6_HUMAN 2GCCACTGCCCGAGGGCGAGGC0.622

- 2 1008 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2TGCCCTGGGGGAGTGGTGAGC0.527

- 14 1893PDE1C_uc003tcn.1_Missense_Mutation_p.S475L|PDE1C_uc003tco.1_Missense_Mutation_p.S535L|PDE1C_uc003tcr.2_Missense_Mutation_p.S475L|PDE1C_uc003tcs.2_Missense_Mutation_p.S475LNM_005020 NP_005011 Q14123 PDE1C_HUMANCatalytic (By similarity). 4GGCATCTGACGAGCTGATGCT0.443

+ 17 1973 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 3. 3GAATGGAGACGATTGATGGGC0.458

- 3 226 NM_032014 NP_114403 Q96EL2 RT24_HUMAN 0ATGTAGTGCGGCGCGTGTGCC0.587

+ 1 1130 NR_003595 0CCTCTGGCTGGAAGGGGACTA0.507

- 3 302PSPH_uc003trj.2_Intron|PHKG1_uc011kdb.1_Missense_Mutation_p.R36Q|PHKG1_uc011kdc.1_Missense_Mutation_p.R36Q|PHKG1_uc011kdd.1_5'UTRNM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1GTGGATGCATCGCCTGACCAC0.657

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

+ 4 1576 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGCTCCTCAAGCCTTATTAAA0.418

- 13 2690DPY19L2P2_uc003vbg.3_RNA|DPY19L2P2_uc010lit.2_RNANR_003561 0ACATACATGGGAAATAATGAT0.249

+ 1 39PMPCB_uc010liu.1_Missense_Mutation_p.A2V|PMPCB_uc003vbk.1_Missense_Mutation_p.A2V|PMPCB_uc003vbm.2_5'UTR|PMPCB_uc010liv.2_5'UTR|PMPCB_uc010liw.2_5'UTR|PMPCB_uc011kll.1_5'UTR|PMPCB_uc011klm.1_5'FlankNM_004279 NP_004270 O75439 MPPB_HUMAN 4GCAGAAATGGCGGCTGCGGCG0.652

+ 15 2273CDHR3_uc003vdk.2_Silent_p.I153I|CDHR3_uc003vdm.3_Nonsense_Mutation_p.L709*|CDHR3_uc011klt.1_Nonsense_Mutation_p.L634*|CDHR3_uc003vdn.2_Silent_p.I222INM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMANHelical; (Potential). 1GGCTCCATATTGCTTCTGGGT0.512

- 6 894TMEM209_uc010lmc.1_Missense_Mutation_p.K257NNM_032842 NP_116231 Q96SK2 TM209_HUMAN 3ATGTACCCAGCTTAACCCTAT0.343

+ 8 768 NM_001869 NP_001860 P48052 CBPA2_HUMAN 1CTCTGTGTTGGTGTGGATCCT0.547

- 8 2048HIPK2_uc003vvd.3_Missense_Mutation_p.A598ENM_022740 NP_073577 Q9H2X6 HIPK2_HUMANInteraction with SKI and SMAD1. 7AGCCATGGATGCCGCTGAGGG0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 6 1787DLGAP2_uc003wpm.2_Missense_Mutation_p.D564NNM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0CGCCTACCAGGACAGCCGCGC0.662

+ 24 3544TNKS_uc011kww.1_Missense_Mutation_p.R943HNM_003747 NP_003738 O95271 TNKS1_HUMANPARP catalytic. 7CACAATGAGCGCATGTTGTTT0.473

+ 10 1760TRIM55_uc003xvu.2_Silent_p.*541*|TRIM55_uc003xvw.2_Missense_Mutation_p.E416K|TRIM55_uc003xvx.2_Missense_Mutation_p.E205KNM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5GATTGGATTTGAGGCTCCTCC0.468

- 3 219CA13_uc003ydf.1_Intron|CA1_uc010mae.1_Missense_Mutation_p.G7R|CA1_uc003ydi.2_Missense_Mutation_p.G7RNM_001738 NP_001729 P00915 CAH1_HUMAN 2TCATCATATCCCCAGTCTGGA0.328

+ 3 649 NM_002514 NP_002505 P48745 NOV_HUMAN VWFC. 5TGTGTGCCCCGCTGTCAGCTG0.542

+ 3 409JAK2_uc003ziw.2_Missense_Mutation_p.N99SNM_004972 NP_004963 O60674 JAK2_HUMANInteraction with cytokine/interferon/growth hormone receptors (By similarity).|FERM.28641TATCCACCCAACCATGTCTTC0.348



- 8 2186FBXO10_uc004aac.2_Missense_Mutation_p.D729N|FBXO10_uc004aad.2_Missense_Mutation_p.D263NNM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5CGCAGTGGGTCGTCCTCCTTC0.567

+ 4 498C9orf135_uc011lrw.1_Missense_Mutation_p.P37S|C9orf135_uc010moq.2_Missense_Mutation_p.P37S|C9orf135_uc011lrx.1_RNA|C9orf135_uc010mop.2_Missense_Mutation_p.P145SNM_001010940 NP_001010940 Q5VTT2 CI135_HUMANCytoplasmic (Potential). 1TAGACATCCACCGGATTGGAG0.413

- 22 2523 NM_019114 NP_061987 Q9H329 E41LB_HUMAN 3TCGGTCAGAGGGGCTCTAGGG0.512

+ 14 2463MUSK_uc004bez.1_Missense_Mutation_p.G369CNM_005592 NP_005583 O15146 MUSK_HUMANProtein kinase.|Cytoplasmic (Potential). 6GTGGGCCTATGGCGTGGTCCT0.507

- 11 1585C9orf84_uc011lwt.1_RNA|C9orf84_uc004bfq.2_Missense_Mutation_p.D445N|C9orf84_uc010mug.2_Missense_Mutation_p.D430NNM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2TCAAAGTGATCGTTATTTTCT0.328 rs41316510

+ 11 3313ABL1_uc004bzv.2_Missense_Mutation_p.A1123TNM_005157 NP_005148 P00519 ABL1_HUMANF-actin-binding. 817CCCGGCGACAGCAGGCAGTGG0.542

- 2 218 NM_002003 NP_001994 O00602 FCN1_HUMAN 2TGTCAGAGCCCTCCAGGCCCA0.642

- 13 1997ABCA2_uc011mel.1_Missense_Mutation_p.L618F|ABCA2_uc004ckl.1_Missense_Mutation_p.L548F|ABCA2_uc004ckm.1_Missense_Mutation_p.L648F|ABCA2_uc004ckn.1_RNA|ABCA2_uc004cko.1_Missense_Mutation_p.L394FNM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0TGAGGCGGGAGCGAGCCGTCC0.453

+ 11 1803ARSF_uc004crf.1_Missense_Mutation_p.D528NNM_004042 NP_004033 P54793 ARSF_HUMAN 2GCCCCTCCATGATTTTGTGAT0.557

- 4 636 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRR 5. 8GAGGAGATTTCCTTCCAAATG0.468

- 11 1730 NM_000216 NP_000207 P23352 KALM_HUMAN 4GCTCTTCCCCTTAAGAGCAGA0.502

+ 6 3209SHROOM2_uc004csv.2_5'UTR|SHROOM2_uc011mic.1_5'UTR|SHROOM2_uc004csw.1_5'UTRNM_001649 NP_001640 Q13796 SHRM2_HUMAN 8CCTGGCTCACCCCTGCATGCT0.672

- 1 290 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5GTCAGCTTGGGGACCTCTGAG0.552

+ 5 1028SUV39H1_uc011mmf.1_Missense_Mutation_p.P339L|SUV39H1_uc011mmg.1_RNANM_003173 NP_003164 O43463 SUV91_HUMANMediates interaction with MECOM (By similarity).|SET.0CAGTGTGACCCCAACCTGCAG0.627

+ 7 974CCDC22_uc011mna.1_Missense_Mutation_p.G273E|CCDC22_uc004dnc.1_RNANM_014008 NP_054727 O60826 CCD22_HUMAN 1CGGGACCTGGGAGAACTGCTG0.647

+ 6 3092CCNB3_uc004doy.2_Missense_Mutation_p.A932T|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9AGATATGATAGCTCTGAATGA0.463

+ 1 1371AR_uc011mpd.1_Missense_Mutation_p.Q86K|AR_uc011mpe.1_RNA|AR_uc011mpf.1_Missense_Mutation_p.Q86KNM_000044 NP_000035 P10275 ANDR_HUMANPoly-Gln.|Modulating.|Gln-rich. 8 tagccccaggcagcagcagca0.289

+ 15 2082BCYRN1_uc011mpt.1_Intron|OGT_uc004eab.1_Missense_Mutation_p.G612E|OGT_uc004eac.2_Missense_Mutation_p.G483E|OGT_uc004ead.2_Missense_Mutation_p.G241ENM_181672 NP_858058 O15294 OGT1_HUMAN 5CCATGCAATGGAAAAGCAGCT0.348

- 3 3678 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15TCAGTGATATCATCATCGCCA0.478

+ 3 903CPXCR1_uc004efc.3_Missense_Mutation_p.G215ENM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3ATGACATCAGGAAAATTTTGC0.413

+ 1 303RNF128_uc004emk.2_IntronNM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2TGCGGCTTTTCCAGATTGCTG0.721

+ 38 4112DOCK11_uc004eqq.2_Missense_Mutation_p.S1129LNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3GACCGAAAATCGCAAACCATG0.413

- 2 527 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0TGCCCAGGTTCCTTCTCGCTC0.677

+ 2 1196ZBTB33_uc010nqm.1_Missense_Mutation_p.G323ENM_006777 NP_006768 Q86T24 KAISO_HUMAN 3ATTTTAACAGGAAACAAGGCC0.418

- 9 1261GABRE_uc011myd.1_RNANM_004961 NP_004952 P78334 GBRE_HUMANCytoplasmic (Probable). 2ACAAAAGCTTCCTGATGTTGG0.587

- 15 1814PANK4_uc010nza.1_Missense_Mutation_p.S563FNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3CTCGCTGTAGGAATCCACGAG0.617

- 14 2304CHD5_uc001ama.1_RNA|CHD5_uc001amc.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMANHelicase ATP-binding. 12GAACACGATGGTCTGCACCGT0.652

+ 2 307DDI2_uc001aww.2_Missense_Mutation_p.V71INM_032341 NP_115717 Q5TDH0 DDI2_HUMAN Ubiquitin-like. 0AGATGGGGACGTTGTGATTTT0.468

+ 11 6232SPEN_uc010obp.1_Missense_Mutation_p.R1969CNM_015001 NP_055816 Q96T58 MINT_HUMAN 15GGATGCTACACGTCCTGAGGC0.582

- 61 8925UBR4_uc001bbk.1_Missense_Mutation_p.R621HNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25CAGCATTAGACGGACCATGTG0.512

- 16 3374SPOCD1_uc001btr.1_3'UTR|SPOCD1_uc001btt.2_Missense_Mutation_p.P398S|SPOCD1_uc001btu.2_Missense_Mutation_p.P1093S|SPOCD1_uc001btv.2_Missense_Mutation_p.P586SNM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6CCTCGCCCAGGATGCTGCCAG0.647

- 9 1755YARS_uc001bvw.1_5'Flank|YARS_uc001bvx.1_5'UTRNM_003680 NP_003671 P54577 SYYC_HUMAN 2TCCCGGATTGGATCCAGCAAC0.498

- 11 1943PHC2_uc001bxh.1_Splice_Site_p.E602_splice|PHC2_uc009vuh.1_Splice_Site_p.E631_splice|PHC2_uc001bxe.1_Splice_Site_p.E95_splice|PHC2_uc001bxf.1_Splice_Site_p.E45_spliceNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1CTTTGGATTCTGAAAAGTATA0.547

- 24 3762CSMD2_uc001bxm.1_Missense_Mutation_p.R1285W|CSMD2_uc001bxo.1_Missense_Mutation_p.R158WNM_052896 NP_443128 Q7Z408 CSMD2_HUMANSushi 7.|Extracellular (Potential). 12TCACTACCCCGCAGGCTGTAT0.602

- 6 912CSMD2_uc001bxm.1_Missense_Mutation_p.R335WNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 2.|Extracellular (Potential). 12CCGCGCTGCCGGTGGTTGCCA0.607

+ 6 902 NM_004559 NP_004550 P67809 YBOX1_HUMAN 5TATAGACCACGATTCCGCAGG0.443 rs150137463

+ 18 3383IPO13_uc001cky.2_Missense_Mutation_p.R81HNM_014652 NP_055467 O94829 IPO13_HUMAN 1GAAGACGGTCGTATGCTGCTC0.612

+ 7 911 FAAH_uc001cpv.2_IntronNM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2CCCCACAGTGCGTCTCTCCGT0.657

+ 6 794CYP4A22_uc009vyo.2_Missense_Mutation_p.A248V|CYP4A22_uc009vyp.2_IntronNM_001010969 NP_001010969 Q5TCH4 CP4AM_HUMAN 4CTGACCTCTGCTGGCCGCTGG0.547

+ 1 403 NM_012183 NP_036315 Q9UJU5 FOXD3_HUMAN 0CCCGAGCAAGCCCAAGAACAG0.373

+ 4 477LEPR_uc001dcg.2_Missense_Mutation_p.R92Q|LEPR_uc001dch.2_Missense_Mutation_p.R92Q|LEPR_uc009waq.2_Missense_Mutation_p.R92Q|LEPR_uc001dcj.2_Missense_Mutation_p.R92Q|LEPR_uc001dck.2_Missense_Mutation_p.R92QNM_002303 NP_002294 P48357 LEPR_HUMANExtracellular (Potential). 1TGTTGCTTTCGGAGTGAGCAA0.348

+ 1 223 NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3CCACCATGATGGAAGGTAGGA0.488

+ 16 1730LRRC7_uc009wbg.2_IntronNM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14AACCTAAAACGATATCCAACT0.323

- 12 1991uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.S385FNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5ACTGTCACTAGAATAAGGGTG0.423

- 16 1331SLC44A5_uc001dgt.2_Missense_Mutation_p.A396V|SLC44A5_uc001dgs.2_Missense_Mutation_p.A354V|SLC44A5_uc001dgr.2_Missense_Mutation_p.A354V|SLC44A5_uc010oqz.1_Missense_Mutation_p.A435V|SLC44A5_uc010ora.1_Missense_Mutation_p.A390V|SLC44A5_uc010orb.1_Missense_Mutation_p.A266VNM_152697 NP_689910 Q8NCS7 CTL5_HUMANCytoplasmic (Potential). 4CCCCGATGTCGCCAAGAAACT0.393 rs148437935

- 46 6421 NM_000350 NP_000341 P78363 ABCA4_HUMANABC transporter 2.|Cytoplasmic. 12CAGCATGCGGCGTGCCTGGGG0.632

- 6 774DENND2D_uc001eal.1_Nonsense_Mutation_p.R189*NM_024901 NP_079177 Q9H6A0 DEN2D_HUMAN DENN. 1GCTGCCTCTCGGAGGCCCTGC0.567



- 12 1938PHTF1_uc001edn.2_Missense_Mutation_p.L496F|PHTF1_uc001edm.2_Missense_Mutation_p.L253F|PHTF1_uc001edo.1_Missense_Mutation_p.L253FNM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1TCACGGAAAAGTCGATGTAAG0.403

- 20 2460PTPN22_uc009wgq.2_Nonsense_Mutation_p.S722*|PTPN22_uc010owo.1_Nonsense_Mutation_p.S533*|PTPN22_uc001edt.2_Missense_Mutation_p.Q173K|PTPN22_uc009wgr.2_Nonsense_Mutation_p.S777*|PTPN22_uc009wgs.2_Nonsense_Mutation_p.S650*NM_015967 NP_057051 Q9Y2R2 PTN22_HUMAN 4GGAGTTATTTGACTGAACAGA0.318

- 1 94VTCN1_uc001ehc.2_5'UTR|VTCN1_uc009whf.1_Missense_Mutation_p.L8FNM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN 0CTCCAGAAGAGGATCTGCCCC0.557

- 3 667HMGCS2_uc010oxj.1_Intron|HMGCS2_uc001eie.2_Missense_Mutation_p.R114CNM_005518 NP_005509 P54868 HMCS2_HUMAN 2CCTGTGGGACGAGCATTACCA0.512

- 25 4523 NM_024408 NP_077719 Q04721 NOTC2_HUMANExtracellular (Potential). 27AGACAGGTGGCAGGAGGGGTG0.622

+ 19 2193NBPF9_uc010oxn.1_Missense_Mutation_p.E601G|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.E518G|NBPF9_uc001ekg.1_Missense_Mutation_p.E30G|NBPF9_uc001ekk.1_Missense_Mutation_p.E274G|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.E30G|uc010oxz.1_Missense_Mutation_p.E518GNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GATGAGAAAGAGCCTGAAGTC0.483

- 11 2037CELF3_uc010pdh.1_Nonsense_Mutation_p.R201*|CELF3_uc001eyr.2_Nonsense_Mutation_p.R414*|CELF3_uc009wmy.2_Nonsense_Mutation_p.R365*|CELF3_uc009wmx.1_Nonsense_Mutation_p.R414*NM_007185 NP_009116 Q5SZQ8 CELF3_HUMAN RRM 3. 2TTGGTGGCTCGGTCAACAAAG0.433

- 2 5696TCHH_uc009wne.1_Missense_Mutation_p.G1899ENM_007113 NP_009044 Q07283 TRHY_HUMAN 5TTTTATCTCCCCGACTTGGCG0.582

- 3 1749 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TGTCTGTCTGTCTGACCGTAG0.498

- 2 196SPRR2D_uc009wnz.2_RNANM_006945 NP_008876 P22532 SPR2D_HUMAN3.|3 X 9 AA tandem repeats of P-K-C-P-[EQ]- P-C-P-[PS].0TGCTGAGGTGGGCAGGGCTGT0.602

- 10 6742RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Missense_Mutation_p.L2083FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11TAACCAGAAAGGGGTTTGACA0.413

- 1 1219 NM_145167 NP_660150 Q9H3S5 PIGM_HUMANHelical; (Potential). 3CACAAAAATGGACGTATGAAG0.443

+ 2 478 NM_004983 NP_004974 Q92806 IRK9_HUMANHelical; Name=M1; (By similarity). 2GGCGCCATCTGGTGGCTGATC0.662

- 5 620ITLN2_uc009wts.2_Missense_Mutation_p.L187F|ITLN2_uc010pju.1_Missense_Mutation_p.L105FNM_080878 NP_543154 Q8WWU7 ITLN2_HUMANFibrinogen C-terminal. 1AGTCTCTGGAGGAAGCCAGTG0.572

- 3 440 NM_182581 NP_872387 Q5T0L3 CA111_HUMAN 1CAGTTGTCCCACTTGCCCTCA0.567

+ 1 279BRP44_uc001ges.2_5'Flank|BRP44_uc001get.2_5'UTR|BRP44_uc001geu.2_Intron|BRP44_uc009wvn.2_5'Flank|DCAF6_uc001gev.2_Missense_Mutation_p.D13N|DCAF6_uc001gex.2_Missense_Mutation_p.D13N|DCAF6_uc010plk.1_Missense_Mutation_p.D13NNM_001017977 NP_001017977 Q58WW2 DCAF6_HUMAN 3CCTGTTGTGGGACGTGAGGAA0.726

+ 1 435METTL13_uc001gia.2_Intron|METTL13_uc001gib.2_Nonsense_Mutation_p.E30*|METTL13_uc010pml.1_Nonsense_Mutation_p.E29*NM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1GAAAGCTTTCGAGTGGTATGG0.512

+ 20 2460C1orf125_uc009wxg.2_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.S778F|C1orf125_uc009wxh.2_RNANM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0CTGAGTAAATCCACTAACTCA0.368

+ 11 1616XPR1_uc009wxm.2_Missense_Mutation_p.P475L|XPR1_uc009wxn.2_IntronNM_004736 NP_004727 Q9UBH6 XPR1_HUMANHelical; (Potential).|EXS. 0AGGGCCTTTCCTCATTTAGTT0.458

- 1 742RNASEL_uc009wxz.1_Missense_Mutation_p.G192E|RNASEL_uc001gpk.2_Missense_Mutation_p.G192E|RNASEL_uc009wya.1_Missense_Mutation_p.G192ENM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 5. 5TACATCTGCCCCCATCTCATC0.517

+ 1 995 NM_005298 NP_005289 O00155 GPR25_HUMANCytoplasmic (Potential). 1CTGGCGCGAAGGATCAGCTCA0.711

- 3 275FMOD_uc010pqi.1_Intron|CHI3L1_uc001gzj.2_Missense_Mutation_p.R35QNM_001276 NP_001267 P36222 CH3L1_HUMAN 1ATCGCCTTCCCGGTACTGGGA0.562 rs146010120

- 57 11618 NM_206933 NP_996816 O75445 USH2A_HUMAN 26CTTTTAGTTTACCTGCTATTGG0.371 rs111033382

+ 1 1475 NM_152610 NP_689823 Q8N715 CA065_HUMAN Potential. 2AAGTTTCCAGCGGTCCCAGGA0.617

+ 4 821ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1GACGAATGTGGCAAAGTTTTT0.333 rs145397350

+ 4 938ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1CAACTAACTAGCCATAAGAAA0.363

- 4 625TAF5L_uc001htr.2_Missense_Mutation_p.F153LNM_014409 NP_055224 O75529 TAF5L_HUMAN 1CTCGAAGCTTGAAGTTAGATA0.473

- 17 5555LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNANM_000081 NP_000072 Q99698 LYST_HUMAN 12TCAGTAGGTTGGAGATTCTTT0.373

- 2 202LOC100130331_uc010pyc.1_IntronNM_021186 NP_067009 Q12836 ZP4_HUMANExtracellular (Potential). 3GAGTCATTCTGCAGCTCGTGC0.562

- 8 1228 NM_000143 NP_000134 P07954 FUMH_HUMAN 5ATGTCCATTGCTGCCTCCGAC0.413

+ 12 3249KIF26B_uc001ibg.1_Missense_Mutation_p.D555N|KIF26B_uc001ibh.1_Missense_Mutation_p.D179NNM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3GGACTGCATCGACGGCAGCGA0.637

- 3 249SFMBT2_uc001ijn.1_Missense_Mutation_p.T53I|SFMBT2_uc010qay.1_Missense_Mutation_p.T53I|SFMBT2_uc001ijo.1_Missense_Mutation_p.T53INM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN MBT 1. 8ACTTGCTCCTGTCTCTTCCAA0.438

- 15 1867USP6NL_uc001iks.1_Missense_Mutation_p.A533TNM_014688 NP_055503 Q92738 US6NL_HUMAN 0ACGGTAACTGCGAGCGCGGGG0.592

+ 4 473SPAG6_uc001irj.2_Missense_Mutation_p.G111C|SPAG6_uc010qct.1_Missense_Mutation_p.G81C|SPAG6_uc009xkh.2_Missense_Mutation_p.G89CNM_012443 NP_036575 O75602 SPAG6_HUMAN ARM 2. 1ACGAGCAGTTGGTAAACATTC0.448

+ 11 2688KIAA1217_uc001irs.2_Missense_Mutation_p.G682E|KIAA1217_uc001irt.3_Missense_Mutation_p.G727E|KIAA1217_uc010qcy.1_Missense_Mutation_p.G727E|KIAA1217_uc010qcz.1_Missense_Mutation_p.G727E|KIAA1217_uc001irv.1_Missense_Mutation_p.G577E|KIAA1217_uc010qda.1_Intron|KIAA1217_uc001irw.2_Missense_Mutation_p.G445E|KIAA1217_uc001irz.2_Missense_Mutation_p.G445E|KIAA1217_uc001irx.2_Missense_Mutation_p.G445E|KIAA1217_uc001iry.2_Missense_Mutation_p.G445ENM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7CGTCAAGTGGGAGAGGCTGTA0.517

- 6 518ZWINT_uc001jjy.1_Splice_Site_p.E161_splice|ZWINT_uc001jka.1_Splice_Site_p.E161_splice|ZWINT_uc009xoy.1_Splice_SiteNM_007057 NP_008988 O95229 ZWINT_HUMAN 0GATGCTTCTCCTGCCAGGAGT0.537

+ 2 269 NM_003338 NP_003329 P51668 UB2D1_HUMAN 2TCTACAGCGCGATCCACCTGC0.388

+ 4 569SLC29A3_uc001jrs.3_Missense_Mutation_p.C171Y|SLC29A3_uc010qjq.1_Missense_Mutation_p.C25Y|SLC29A3_uc001jrt.3_Intron|SLC29A3_uc001jru.3_IntronNM_018344 NP_060814 Q9BZD2 S29A3_HUMANHelical; (Potential). 0ACCATTGTCTGCATGGTGATC0.547

- 15 2777DLG5_uc001jzi.2_5'Flank|DLG5_uc001jzj.2_Intron|DLG5_uc009xru.1_RNA|DLG5_uc001jzl.3_Missense_Mutation_p.R507CNM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8CCAAAGCCACGGTCCCCAGAG0.682

- 2 758LRIT2_uc010qmc.1_Nonsense_Mutation_p.C250*NM_001017924 NP_001017924 A6NDA9 LRIT2_HUMAN LRRCT. 2GTGGCTTCATGCAAGCACTAA0.547

+ 12 1863AGAP11_uc001kef.2_IntronNM_133447 NP_597704 Q8TF27 AGA11_HUMAN PH. 0ATCGGGCTGGGTGACTCCATA0.542

+ 2 703LIPA_uc001kgb.3_Intron|LIPA_uc001kgc.3_IntronNM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN TPR 4. 0GTCCTAAAACGAGCTGTCAGG0.438

- 1 641 NR_002319 0CACAGTGTGGGTAATGCCTAA0.502

- 3 145SORBS1_uc001kkn.2_Intron|SORBS1_uc001kkm.2_Missense_Mutation_p.R22C|SORBS1_uc001kko.2_Missense_Mutation_p.R34C|SORBS1_uc001kkq.2_Missense_Mutation_p.R34C|SORBS1_uc001kkr.2_Intron|SORBS1_uc001kks.2_Intron|SORBS1_uc001kkt.2_Intron|SORBS1_uc001kku.2_Missense_Mutation_p.R34C|SORBS1_uc001kkv.2_Intron|SORBS1_uc001kkw.2_Missense_Mutation_p.R34C|SORBS1_uc010qoe.1_Intron|SORBS1_uc010qof.1_Intron|SORBS1_uc001kkx.1_IntronNM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1GAAATAGAGCGTGCGCGTAAA0.478

- 5 827TLL2_uc009xvf.1_Missense_Mutation_p.E149KNM_012465 NP_036597 Q9Y6L7 TLL2_HUMANMetalloprotease (By similarity). 3AAGCTTTCCTCATCCGTCCTT0.483

+ 5 1136PPRC1_uc001kun.2_Missense_Mutation_p.R246Q|PPRC1_uc010qqj.1_Missense_Mutation_p.R366Q|PPRC1_uc009xxa.2_RNANM_015062 NP_055877 Q5VV67 PPRC1_HUMAN 3GTTGTGGTGCGACAGGTCTCT0.587

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537



+ 12 1327 NM_000936 NP_000927 P16233 LIPP_HUMAN PLAT. 3ACCCAACTTTACCTAGAGTGG0.368

+ 3 182PNLIPRP1_uc001lcp.2_Missense_Mutation_p.R55H|PNLIPRP1_uc001lcn.2_Missense_Mutation_p.R55H|PNLIPRP1_uc009xys.1_RNANM_006229 NP_006220 P54315 LIPR1_HUMAN 2ATCGGCACCCGCTTCCTGCTG0.542 rs115887041

- 13 946SFXN4_uc001ldy.2_Missense_Mutation_p.P185S|SFXN4_uc001ldz.2_Missense_Mutation_p.P185S|SFXN4_uc001lea.2_RNANM_213649 NP_998814 Q6P4A7 SFXN4_HUMANHelical; (Potential). 1AAAGAAAATGGCACCATCAGT0.393

+ 15 1927 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2ATGAAGCTTTGCATAAGGAAA0.393

- 9 1547 CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2ACCAGGTGGACGATGCGCGCA0.652

+ 8 1009PHRF1_uc010qwc.1_Missense_Mutation_p.T293M|PHRF1_uc010qwd.1_Missense_Mutation_p.T292M|PHRF1_uc010qwe.1_Missense_Mutation_p.T289M|PHRF1_uc009ybz.1_Missense_Mutation_p.T84MNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0CGGATCTCCACGGCCAGGAGG0.667

- 21 2666 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN VWFD 3. 1GTGGCCCTCCCCGTAGAGGGT0.662

- 2 790 NM_030774 NP_110401 Q9H255 O51E2_HUMANExtracellular (Potential). 5ACTTCATTACATCCTGGTGGA0.512 rs146553571

+ 5 1385CCKBR_uc001mcq.2_Missense_Mutation_p.R326C|CCKBR_uc001mcr.2_Intron|CCKBR_uc001mcs.2_Missense_Mutation_p.R467CNM_176875 NP_795344 P32239 GASR_HUMANCytoplasmic (Potential). 8CCGTCGCTTTCGCCAGGCCTG0.642

+ 12 3149NAV2_uc001mpp.2_Missense_Mutation_p.R843W|NAV2_uc001mpr.3_Missense_Mutation_p.R907WNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GGCTGTGGTACGGGAGACCCT0.567

- 18 2971LGR4_uc001mrk.3_Missense_Mutation_p.S805FNM_018490 NP_060960 Q9BXB1 LGR4_HUMANCytoplasmic (Potential). 1GCTACTGATGGAAACTGAAAC0.448

+ 14 1701NAT10_uc010ren.1_Missense_Mutation_p.C414YNM_024662 NP_078938 Q9H0A0 NAT10_HUMAN 2GACTTGCTGTGCCTGGATTGC0.557

- 10 1314 NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|EGF-like 1; calcium-binding (Potential).4CACGTGTGCCCATCCTCTGTG0.552

- 3 253 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0AGCCAAGTCTCTCTCCTGCTC0.547

+ 2 234CLP1_uc010rjw.1_Missense_Mutation_p.S32L|CLP1_uc009yml.2_Missense_Mutation_p.S32LNM_006831 NP_006822 Q92989 CLP1_HUMAN 1GCATCTCAGTCAGTTCAGTTG0.473

+ 8 1284ZP1_uc001nqe.2_Missense_Mutation_p.G129WNM_207341 NP_997224 P60852 ZP1_HUMANExtracellular (Potential).|ZP. 0CTCGTACTATGGGGAGGATGA0.602

+ 12 2131KDM2A_uc001ojx.2_RNA|KDM2A_uc001ojy.2_Missense_Mutation_p.G117RNM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9AACTTTGGCTGGGGACTCATC0.527

- 21 3328SHANK2_uc010rqn.1_Missense_Mutation_p.G496R|SHANK2_uc001opz.2_Missense_Mutation_p.G489R|uc009ysn.1_Intron|SHANK2_uc001opy.2_IntronNM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5CGGACGGCTCCGGCGATGGCG0.701

+ 1 363 NM_001012710 NP_001012728 Q6L8G5 KR510_HUMAN7 X 4 AA repeats of C-C-X-P. 1TCCAAGGGGGGCTGTGGCTCC0.657

+ 15 1751UVRAG_uc010rrw.1_Nonsense_Mutation_p.R403*|UVRAG_uc001oxd.2_Nonsense_Mutation_p.R132*|UVRAG_uc010rrx.1_Nonsense_Mutation_p.R132*|UVRAG_uc010rry.1_Nonsense_Mutation_p.R60*NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6CAAAGGACATCGAAAACGGGC0.532

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6TTTCAGAATACGCTTATAGGC0.328

+ 11 1343NAALAD2_uc009yvx.2_Missense_Mutation_p.D379N|NAALAD2_uc009yvy.2_Intron|NAALAD2_uc001pde.2_Missense_Mutation_p.D319NNM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANExtracellular (Potential).|NAALADase. 2TGCCAGCTGGGATGCAGAAGA0.378

+ 9 1350PIWIL4_uc010rue.1_RNA|PIWIL4_uc009ywk.1_RNANM_152431 NP_689644 Q7Z3Z4 PIWL4_HUMAN PAZ. 1CCTGAGCTCTGCTTTCTAACA0.473

- 15 2165MTMR2_uc001pfv.2_Missense_Mutation_p.P566S|MTMR2_uc001pfs.2_Missense_Mutation_p.P566S|MTMR2_uc001pft.2_Missense_Mutation_p.P566SNM_016156 NP_057240 Q13614 MTMR2_HUMAN 1GTTTGGACAGGAGTGACACAC0.443

+ 31 5075ATM_uc009yxr.1_Missense_Mutation_p.P1564S|ATM_uc001pke.1_Missense_Mutation_p.P216S|ATM_uc001pkf.2_IntronNM_000051 NP_000042 Q13315 ATM_HUMAN 240GCTTTTAGATCCTTTTCCTGA0.294

+ 7 1201PHLDB1_uc010ryh.1_Missense_Mutation_p.P282L|PHLDB1_uc001pts.2_Missense_Mutation_p.P283L|PHLDB1_uc001ptt.2_Missense_Mutation_p.P283L|PHLDB1_uc001ptu.1_RNA|PHLDB1_uc001ptv.1_Missense_Mutation_p.P83L|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0TCTGTGCCCCCGCTGGTACCT0.627 rs141040260

- 5 1559TRIM29_uc001pwx.2_5'Flank|TRIM29_uc001pwy.2_Missense_Mutation_p.G12C|TRIM29_uc010rzi.1_Missense_Mutation_p.G218C|TRIM29_uc010rzj.1_Missense_Mutation_p.G212C|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4TCCCTCTTACCTTTGGGTGTC0.572

+ 23 3417 NM_003105 NP_003096 Q92673 SORL_HUMAN 15AGAAACTGCCGTGAGTCTTCT0.532

- 7 1130ZNF202_uc001pzc.1_Missense_Mutation_p.V20I|ZNF202_uc001pze.1_Missense_Mutation_p.V244I|ZNF202_uc001pzf.1_Missense_Mutation_p.V244INM_003455 NP_003446 O95125 ZN202_HUMAN KRAB. 1GAAAAGCATACGGCCACATCC0.458 rs140595866

- 7 1000RPUSD4_uc010sbl.1_Missense_Mutation_p.R123C|RPUSD4_uc009zbz.2_Missense_Mutation_p.R285C|RPUSD4_uc009zby.2_RNANM_032795 NP_116184 Q96CM3 RUSD4_HUMAN 1GGGATGTAGCGGGCCTTCGAC0.582

+ 11 1637APLP2_uc001qfp.2_Missense_Mutation_p.R494W|APLP2_uc001qfq.2_Missense_Mutation_p.R438W|APLP2_uc010sbz.1_Missense_Mutation_p.R282W|APLP2_uc001qfr.2_Missense_Mutation_p.R260W|APLP2_uc001qfs.2_Missense_Mutation_p.R265W|APLP2_uc001qfv.2_Missense_Mutation_p.R385WNM_001642 NP_001633 Q06481 APLP2_HUMANExtracellular (Potential). 3CCAGGCCTTACGGCGTTATGT0.443

- 1 226 NM_020996 NP_066276 P10767 FGF6_HUMAN 3CCCGGCGCGAGACCTGGACAG0.647

+ 15 3043PHC1_uc001qve.2_Missense_Mutation_p.R963CNM_004426 NP_004417 P78364 PHC1_HUMAN SAM. 2AGAGGAATTTCGCTCACAGGA0.453

- 2 372LRP6_uc010shl.1_Missense_Mutation_p.R77QNM_002336 NP_002327 O75581 LRP6_HUMANLDL-receptor class B 1.|Extracellular (Potential).|Beta-propeller 1.12AAATTCTGTTCGTTTAATGGC0.443 rs74887171

+ 1 149ETNK1_uc009ziz.2_Missense_Mutation_p.A43P|ETNK1_uc001rfs.2_Missense_Mutation_p.A43PNM_018638 NP_061108 Q9HBU6 EKI1_HUMAN 0TTCTCCTGCCGCTCGCCCGCC0.632

- 4 788TMTC1_uc001rjc.1_Missense_Mutation_p.T105INM_175861 NP_787057 Q8IUR5 TMTC1_HUMANHelical; (Potential). 0CATCGCACAGGTCCCCAGAAA0.498

- 25 3240IPO8_uc001rje.1_3'UTR|IPO8_uc010sjt.1_Missense_Mutation_p.V819INM_006390 NP_006381 O15397 IPO8_HUMAN 3GCGGAGAGGACTCCTTTGTTT0.403

- 5 766HDAC7_uc010slo.1_Missense_Mutation_p.P223L|HDAC7_uc001rqj.3_Missense_Mutation_p.P223L|HDAC7_uc001rqk.3_Missense_Mutation_p.P206LQ8WUI4 HDAC7_HUMANTranscription repression 1 (By similarity). 2CCGGAGGCTGGGGGGCGCACT0.647

- 6 2123ADCY6_uc001rsj.3_Missense_Mutation_p.R488Q|ADCY6_uc001rsi.3_Missense_Mutation_p.R488Q|ADCY6_uc010slw.1_5'FlankNM_015270 NP_056085 O43306 ADCY6_HUMANCytoplasmic (Potential). 0CTGCCATTTCCGCAAGCCAAG0.637

- 11 1270FMNL3_uc001ruw.1_Missense_Mutation_p.E295K|FMNL3_uc001rut.1_5'Flank|FMNL3_uc001ruu.1_Missense_Mutation_p.E196KNM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN GBD/FH3. 4TTGGTAAACTCATACTGCAGG0.542

+ 1 377METTL7A_uc010smv.1_Nonsense_Mutation_p.W30*NM_014033 NP_054752 Q9H8H3 MET7A_HUMAN 0TTGTGGAGCTGGATATGCAAA0.473

- 2 622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMANRod.|Linker 1. 2ATGTAGCCCTCAAGGATGGGC0.572

- 3 660WIBG_uc001sie.1_Missense_Mutation_p.R169WNM_032345 NP_115721 Q9BRP8 WIBG_HUMANPotential.|eIF2A-like. 0GCCTGGATCCGCTGCTGCAGC0.537

+ 11 2096 NM_002332 NP_002323 Q07954 LRP1_HUMANExtracellular (Potential). 22CATGGATATGGGGGCCAAGGT0.592

+ 2 628 NM_031435 NP_113623 Q9H0W7 THAP2_HUMAN THAP-type. 1CTGGTTAGGCGCAAAAATTTT0.368

- 3 479NR2C1_uc010suu.1_Missense_Mutation_p.D75N|NR2C1_uc001tdo.3_Missense_Mutation_p.D75N|NR2C1_uc001tdn.3_Missense_Mutation_p.D75NNM_003297 NP_003288 P13056 NR2C1_HUMANRequired for interaction with KAT2B (By similarity). 1CCTGCTGCATCTGGAGTTGTA0.433

- 2 388 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3AAATATCAGCGTGTGGAGGTG0.433



+ 4 471_472TCP11L2_uc001tll.2_Missense_Mutation_p.99_100LA>FS|TCP11L2_uc001tlm.2_Missense_Mutation_p.99_100LA>FSNM_152772 NP_689985 Q8N4U5 T11L2_HUMAN 3GCCATAGTTTGGCTGGTCGAGT0.292

+ 20 2689UBE3B_uc001toq.2_Missense_Mutation_p.E696K|UBE3B_uc001tos.2_Missense_Mutation_p.E123K|UBE3B_uc001too.1_RNA|UBE3B_uc009zvj.1_Missense_Mutation_p.E696KNM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4GGACGGCTACGAGCAGCTTAG0.562 rs145812083

+ 24 2151KNTC1_uc010taf.1_Missense_Mutation_p.G626ENM_014708 NP_055523 P50748 KNTC1_HUMAN 10GACGAGTTGGGATTGGCATCT0.368

+ 19 2871DNAH10_uc010tav.1_Missense_Mutation_p.E491G|DNAH10_uc010taw.1_Missense_Mutation_p.E434GNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity).|Poly-Glu. 6CAGAAGGGGGAGGAAGAGGAA0.388

+ 2 294 PGAM5_uc010tbr.1_RNANM_018663 NP_061133 Q9NR77 PXMP2_HUMANHelical; (Potential). 0GAGATATGCCGTTTACGGGTG0.498

- 3 434 NM_003045 NP_003036 P30825 CTR1_HUMANCytoplasmic (Potential). 0CACCACCTTCCGCCGCAGCAT0.567

- 1 268STARD13_uc001uux.2_Intron|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_IntronNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4ACTAGCTGATGGCGTGCTAGA0.473

- 1 1876 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN Kelch 3. 1TAGATTTCATCATTGAAGACA0.433

+ 12 1642 NAA16_uc010tfg.1_RNANM_024561 NP_078837 Q6N069 NAA16_HUMAN TPR 6. 1TTTGGACACAGCTGATAGATT0.358

- 9 1459CAB39L_uc001vcx.2_Missense_Mutation_p.E321K|CAB39L_uc010adf.2_Missense_Mutation_p.E318KNM_030925 NP_112187 Q9H9S4 CB39L_HUMAN 0TAGTTCTTCTCGTCAGCGAAC0.468

+ 12 2512SETDB2_uc001vcy.3_Missense_Mutation_p.A524T|SETDB2_uc010adh.2_Missense_Mutation_p.A524T|SETDB2_uc001vda.2_Missense_Mutation_p.A524TNM_031915 NP_114121 Q96T68 SETB2_HUMAN SET. 2AACCAAGGGAGCACAAAGTAG0.403

+ 7 1881 NM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0AGCGGGCACGTCCAACGAGGA0.537

+ 5 966LAMP1_uc010tka.1_Missense_Mutation_p.G176RNM_005561 NP_005552 P11279 LAMP1_HUMANLumenal (Potential).|Second lumenal domain. 2CGGCACCAACGGGACCTGCCT0.677

- 1 260 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0CTGCACCAGGGGAAGCAGTGG0.592

+ 3 443SLC39A2_uc001vys.2_5'UTRNM_014579 NP_055394 Q9NP94 S39A2_HUMANExtracellular (Potential). 3GAACAGATCAGCAAGTGAGAG0.463

- 2 428CDH24_uc010akf.2_Missense_Mutation_p.E56D|CDH24_uc001win.3_Missense_Mutation_p.E56DNM_022478 NP_071923 Q86UP0 CAD24_HUMANCadherin 1.|Extracellular (Potential). 1GACCAGCATATTCCTCAATGA0.602

- 2 675HOMEZ_uc001wjb.2_Missense_Mutation_p.T178INM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN Pro-rich. 0TTTCGTCTGGGTAGGCTTGCT0.562

+ 19 1701LRRC16B_uc001wlk.2_5'FlankNM_138360 NP_612369 Q8ND23 LR16B_HUMAN LRR 10. 5CACCTGTTTTTGGGCAAGAAC0.562

- 27 3003IPO4_uc001wmt.1_Missense_Mutation_p.R436C|IPO4_uc001wmu.2_Missense_Mutation_p.R620C|IPO4_uc001wmx.1_Missense_Mutation_p.R822C|IPO4_uc001wmy.1_Missense_Mutation_p.R822C|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Missense_Mutation_p.R958CNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 6. 1ATGTTGTCACGGACACGATCA0.617

- 9 1257SOS2_uc010tql.1_Nonsense_Mutation_p.R354*|SOS2_uc010tqm.1_RNA|SOS2_uc001wxt.2_Nonsense_Mutation_p.R75*NM_006939 NP_008870 Q07890 SOS2_HUMAN DH. 2TTGTAAATTCGGTCCATGCTA0.418

+ 49 10122SYNE2_uc001xgl.2_Nonsense_Mutation_p.R3298*|SYNE2_uc010apw.1_Nonsense_Mutation_p.R4*NM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential).|Potential. 14GATGCCTCTTCGAAAACAAGA0.463

- 19 4301SPTB_uc001xhr.2_Missense_Mutation_p.R1416Q|SPTB_uc001xhs.2_Missense_Mutation_p.R1416Q|SPTB_uc001xhu.2_Missense_Mutation_p.R1416Q|SPTB_uc010aqi.2_Missense_Mutation_p.R77QNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 11. 11AGCCAACATCCGATTGACACT0.522

- 32 5972ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.R1945WNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN p.R1945Q(1) 11ATGCTGTCCCGGTGCAGATTC0.627

+ 6 1576PCNX_uc001xmn.3_Missense_Mutation_p.R377Q|PCNX_uc010are.1_Missense_Mutation_p.R377QNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1CTGAGCACACGGAGTAGTGGG0.478

- 24 3934 NM_000428 NP_000419 Q14767 LTBP2_HUMANCys-rich.|EGF-like 12; calcium-binding (Potential). 2CAGTGCTCCTCCCCCATGCAC0.642

- 4 1407 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 2TATCCTTACCCCAGGGGGATG0.617

+ 8 1028 NM_014239 NP_055054 P49770 EI2BB_HUMAN 1GTTTGACTACGTTCCCCCAGA0.488

+ 6 665TTLL5_uc001xrw.1_Missense_Mutation_p.P154S|TTLL5_uc010ask.1_Missense_Mutation_p.P154SNM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3TCACATCCTCCCCCAGACCTT0.463

+ 8 823TTLL5_uc001xrw.1_Missense_Mutation_p.L206F|TTLL5_uc010ask.1_Missense_Mutation_p.L206F|TTLL5_uc001xry.1_RNANM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3AGAACATTTTGGTCTCCCGTT0.393

+ 15 3276NRXN3_uc001xum.1_RNA|NRXN3_uc001xup.2_RNA|NRXN3_uc001xuq.2_Missense_Mutation_p.R297C|NRXN3_uc010asw.2_Missense_Mutation_p.R327C|NRXN3_uc001xur.3_Missense_Mutation_p.R297CNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential). 10CCGTAAGAATCGCTCTACAGC0.418

- 4 794GTF2A1_uc010atb.1_Missense_Mutation_p.P71L|GTF2A1_uc001xvg.1_Missense_Mutation_p.P82L|GTF2A1_uc001xvh.1_Missense_Mutation_p.P82LNM_015859 NP_056943 P52655 TF2AA_HUMAN 1CTTAGAATCTGGAACAATAAC0.353

- 4 368C14orf143_uc001xxs.2_Missense_Mutation_p.E71K|C14orf143_uc001xxv.1_RNA|C14orf143_uc001xxw.1_Missense_Mutation_p.E71K|C14orf143_uc001xxx.1_Missense_Mutation_p.E95KNM_145231 NP_660274 Q9BUY7 EFC11_HUMAN EF-hand 2. 0TGTCTTACTTCGTTCCGATAT0.333

+ 1 624 NM_003403 NP_003394 P25490 TYY1_HUMANAsp/Glu-rich (acidic). 0 aggaggaggacgacgacgacg0.289

- 2 410CDCA4_uc001yqb.2_Missense_Mutation_p.A105VNM_145701 NP_663747 Q9BXL8 CDCA4_HUMAN 1TTGCCCCCACGCTGCACGGCA0.667

+ 15 1710CYFIP1_uc001yut.2_Missense_Mutation_p.E536K|CYFIP1_uc010aya.1_Missense_Mutation_p.E564K|CYFIP1_uc001yuu.2_5'FlankNM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9CTTGCGGGGCGAGAAGGACCC0.627

- 9 1170HERC2P2_uc010ayf.1_Intron 0CGTTTGATGACAGGAGCGCAG0.388

+ 68 9948RYR3_uc010bar.2_Missense_Mutation_p.R3293HNM_001036 NP_001027 Q15413 RYR3_HUMAN 10CAGCTCTTCCGCATGGTGGCA0.418

- 3 2346GPR176_uc010uck.1_Missense_Mutation_p.V434INM_007223 NP_009154 Q14439 GP176_HUMANCytoplasmic (Potential). 6ACCCTGCCTACCTTGGGCACC0.527

- 22 2682PLCB2_uc001zlc.2_5'Flank|PLCB2_uc010bbo.2_Missense_Mutation_p.A790V|PLCB2_uc010ucm.1_Missense_Mutation_p.A794VNM_004573 NP_004564 Q00722 PLCB2_HUMAN 8GATGAAGAGCGCAGGCATGGT0.607

- 5 1036 NM_013309 NP_037441 O14863 ZNT4_HUMANCytoplasmic (Potential).|His-rich. 0TGGGAGTGACGGTGACCAGAC0.438

- 26 3775_3776MYO5A_uc002abx.3_Missense_Mutation_p.R1178C|MYO5A_uc010ugd.1_5'Flank|MYO5A_uc002aca.1_5'Flank|MYO5A_uc002acb.1_5'Flank|MYO5A_uc002acc.1_5'FlankNM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Potential. 4TCCTCCTTGCGGTCCAGCTCAT0.569

- 82 10955VPS13C_uc002aha.2_Missense_Mutation_p.L3584FNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2TCTCTCCTTCCAACTTTTTGA0.343

+ 6 3854 NM_015042 NP_055857 O15014 ZN609_HUMAN 3GCACGAGCCAGCCCCAGTGTG0.517

+ 4 686PIAS1_uc010ujx.1_Missense_Mutation_p.Q197RNM_016166 NP_057250 O75925 PIAS1_HUMAN PINIT. 2TTCACAGTACAGGTCCAGTTA0.353

+ 10 1862THSD4_uc010ukg.1_Missense_Mutation_p.D235N|THSD4_uc002ate.2_Missense_Mutation_p.D235NNM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2CAGGCATCCAGACAGATTTTC0.587

- 5 334GRAMD2_uc010bis.2_Missense_Mutation_p.R104WNM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN GRAM. 0ATGTAGAGCCGGCCCTGGAGG0.567

- 10 6608 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANExtracellular (Potential).|Cysteine-containing.|Neurite growth inhibition (By similarity).3CAGGGCCACGCTGTAGGGCCG0.682



- 7 545WDR61_uc002bdo.2_Splice_Site_p.S157_spliceNM_025234 NP_079510 Q9GZS3 WDR61_HUMAN 2CATCAGGACTCTGTTCAGAGA0.418

+ 9 845MORF4L1_uc010blj.1_Missense_Mutation_p.V154I|MORF4L1_uc002bem.2_Splice_Site_p.Q180_splice|MORF4L1_uc010une.1_Splice_Site_p.Q92_spliceNM_206839 NP_996670 Q9UBU8 MO4L1_HUMAN 0GCAAAAACAGGTAACTTGAAA0.333

+ 2 941MESP2_uc010uqa.1_Missense_Mutation_p.P16RNM_001039958 NP_001035047 Q0VG99 MESP2_HUMAN 0TCTGTGTCTCCAGAGCCCTGT0.587

- 7 1049PRC1_uc002bqn.2_Nonsense_Mutation_p.R298*|PRC1_uc002bqo.2_Nonsense_Mutation_p.R298*|PRC1_uc010uqs.1_Nonsense_Mutation_p.R257*NM_003981 NP_003972 O43663 PRC1_HUMANPotential.|Dimerization. 2AGCTCCACTCGAATTGCCTCA0.448

+ 38 4931WDR90_uc002cij.1_Intron|WDR90_uc002cil.1_RNA|WDR90_uc002cin.1_Missense_Mutation_p.T241I|WDR90_uc010uul.1_Intron|WDR90_uc002cio.1_Missense_Mutation_p.T225I|WDR90_uc010bqx.1_Intron|RHOT2_uc010uum.1_5'Flank|RHOT2_uc002cip.2_5'Flank|RHOT2_uc002ciq.2_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1ATGCCTGCCACCACGGAGGTA0.652

- 13 1346CCDC78_uc002cjf.2_Missense_Mutation_p.T264M|CCDC78_uc002cji.3_3'UTR|CCDC78_uc002cjj.3_3'UTR|CCDC78_uc002cjh.2_Missense_Mutation_p.T174MNM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1TTCAGCCATCGTGGCCCGGAC0.657

- 1 130 NM_001010878 NP_001010878 Q4G0I0 CSMT1_HUMAN 0GCGTCGGCTCGGCTTCTGCCT0.652

+ 1 1027ZNF434_uc002cux.3_5'Flank|ZNF434_uc010uwx.1_5'Flank|ZNF434_uc002cuy.3_5'Flank|ZNF434_uc002cuz.2_5'Flank|ZNF434_uc010uwy.1_5'Flank|ZNF434_uc010uxa.1_5'Flank|ZNF174_uc002cva.2_Missense_Mutation_p.C71F|ZNF174_uc002cvb.2_Missense_Mutation_p.C71FNM_003450 NP_003441 Q15697 ZN174_HUMAN SCAN box. 0CGACAGCTCTGCCGTCAGTGG0.582

- 2 1495 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential). 6GTCCTTCCCGTGCATAATGGA0.542

- 11 2556KIAA0430_uc002ddq.2_Missense_Mutation_p.A622E|KIAA0430_uc010uzv.1_Missense_Mutation_p.A784E|KIAA0430_uc010uzw.1_Missense_Mutation_p.A787ENM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0AGCACCATTTGCAAATGGGTC0.498

- 16 2113MYH11_uc002ddv.2_Missense_Mutation_p.R676H|MYH11_uc002ddw.2_Missense_Mutation_p.R669H|MYH11_uc002ddx.2_Missense_Mutation_p.R676H|MYH11_uc010bvg.2_Missense_Mutation_p.R501H|MYH11_uc002dea.1_Missense_Mutation_p.R375HNM_002474 NP_002465 P35749 MYH11_HUMANMyosin head-like.|Actin-binding (By similarity). 15CGTGGTGTTGCGTAGCGTGGT0.647

- 6 651 GGA2_uc010bxo.1_RNANM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAT. 2CCTTACCTTGGACTTTTCTTC0.458

- 6 1169uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|SEZ6L2_uc002dup.3_Missense_Mutation_p.G240D|SEZ6L2_uc002dur.3_Missense_Mutation_p.G240D|SEZ6L2_uc002dus.3_Missense_Mutation_p.G196D|SEZ6L2_uc010vec.1_Missense_Mutation_p.G310D|SEZ6L2_uc010ved.1_Missense_Mutation_p.G266DNM_201575 NP_963869 Q6UXD5 SE6L2_HUMANSushi 1.|Extracellular (Potential). 2GGTGGCAGTGCCCCCAGGGTG0.652

- 5 410SEPT1_uc002dxx.2_Intron|SEPT1_uc010veq.1_Missense_Mutation_p.E122KNM_052838 NP_443070 Q8WYJ6 SEPT1_HUMAN 1TCCTCAATCTCTACGCCCCGG0.582

+ 19 3288SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Missense_Mutation_p.R825H|SRCAP_uc010bzz.1_Missense_Mutation_p.R538HNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN 4CCCCGGCACCGCCTCTCTCGC0.557

+ 6 644HSD3B7_uc010cac.2_Intron|HSD3B7_uc002eag.2_Intron|HSD3B7_uc002eah.2_Missense_Mutation_p.G180WNM_025193 NP_079469 Q9H2F3 3BHS7_HUMAN 0CCAGGTCCGTGGGGGGCTGCC0.677

+ 7 665ITGAD_uc010vfl.1_Missense_Mutation_p.R206W|ITGAD_uc010cap.1_Missense_Mutation_p.R206W|ITGAD_uc002ebw.1_Missense_Mutation_p.R17WNM_005353 NP_005344 Q13349 ITAD_HUMANExtracellular (Potential).|VWFA. 1CACCCAATTCCGGACCAGCCC0.587 rs145982469

+ 2 569CMTM2_uc010cdu.2_IntronNM_144673 NP_653274 Q8TAZ6 CKLF2_HUMAN MARVEL. 1CTTTGCCATTCATAGATACAT0.488

+ 7 2160CES2_uc002eqq.2_Missense_Mutation_p.P387L|CES2_uc002eqs.2_Missense_Mutation_p.P230LNM_003869 NP_003860 O00748 EST2_HUMAN 0CCCAGGCACCCCCAGGAGCTG0.572

+ 3 628SLC9A5_uc010cee.2_Translation_Start_Site|SLC9A5_uc010vji.1_Translation_Start_SiteNM_004594 NP_004585 Q14940 SL9A5_HUMANHelical; (Potential). 2CCCCGTGGCCGTGCTAGCTGT0.572

+ 3 1495NFATC3_uc010vkl.1_5'UTR|NFATC3_uc010vkm.1_5'UTR|NFATC3_uc010vkn.1_5'UTR|NFATC3_uc010vko.1_5'UTR|NFATC3_uc010vkp.1_5'UTR|NFATC3_uc010vkq.1_5'UTR|NFATC3_uc002evl.2_Intron|NFATC3_uc002evk.2_Nonsense_Mutation_p.G429*|NFATC3_uc002evm.1_Nonsense_Mutation_p.G429*|NFATC3_uc002evn.1_Nonsense_Mutation_p.G429*|NFATC3_uc010vkr.1_5'UTR|NFATC3_uc010vks.1_5'UTR|NFATC3_uc010vkt.1_5'UTR|NFATC3_uc010vku.1_5'UTR|NFATC3_uc010vkv.1_5'UTR|NFATC3_uc010vkw.1_5'UTR|NFATC3_uc010vkx.1_5'UTR|NFATC3_uc010vky.1_5'UTR|NFATC3_uc010vkz.1_5'UTR|NFATC3_uc010vla.1_5'UTR|NFATC3_uc010vlb.1_5'UTR|NFATC3_uc010vlc.1_5'UTRNM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3AGCTCATTTTGGACAATGTGA0.428

- 4 634 NM_144676 NP_653277 Q8WW62 TMED6_HUMANHelical; (Potential). 1CACCAGTTCACGTAGTTATAG0.418

- 3 1605FTSJD1_uc002ezy.3_Missense_Mutation_p.A400V|FTSJD1_uc002ezz.3_Missense_Mutation_p.A400VNM_001099642 NP_001093112 Q8IYT2 FTSJ1_HUMAN 1ATATTGTATAGCACAATCCCT0.303

- 4 742ZNF23_uc002fad.2_5'Flank|ZNF23_uc002fae.2_Translation_Start_Site|ZNF23_uc010vmf.1_Intron|ZNF23_uc002fag.2_Translation_Start_Site|ZNF23_uc002fah.2_Translation_Start_Site|ZNF23_uc002fai.2_Silent_p.D14DNM_145911 NP_666016 P17027 ZNF23_HUMAN 0ACACAGCCACGTCCTCAAAGG0.557

- 14 2225PMFBP1_uc002fcd.2_Missense_Mutation_p.L680F|PMFBP1_uc002fce.2_Intron|PMFBP1_uc002fcf.2_Missense_Mutation_p.L535F|PMFBP1_uc010cgo.1_5'UTRNM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN Potential. 2TATTTGTTGAGAGAGGATTCC0.448

+ 2 167ZFP1_uc002fdp.2_5'UTR|ZFP1_uc010cgt.2_Intron|ZFP1_uc010cgs.2_5'UTR|ZFP1_uc002fdq.2_Missense_Mutation_p.M1INM_153688 NP_710155 Q6P2D0 ZFP1_HUMAN 2TGCAGAAAATGAACAAATCCC0.368

+ 11 1077PLCG2_uc010chg.1_Missense_Mutation_p.V309MNM_002661 NP_002652 P16885 PLCG2_HUMAN 8GTATGACGCGGTGGACATGCA0.493

+ 8 1566LRRC50_uc010vnw.1_Missense_Mutation_p.Q226RNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0GATGGAGATCAAGAGCCAGAG0.612

- 9 894KLHDC4_uc002fkh.1_5'Flank|KLHDC4_uc010cht.1_Missense_Mutation_p.W102L|KLHDC4_uc002fkj.2_Missense_Mutation_p.W252L|KLHDC4_uc002fkk.2_Missense_Mutation_p.W102L|KLHDC4_uc002fkl.2_Missense_Mutation_p.W226L|KLHDC4_uc010chu.1_Missense_Mutation_p.W102LNM_017566 NP_060036 Q8TBB5 KLDC4_HUMAN Kelch 4. 2CATCCGAGTCCAAACCCACTT0.587

+ 8 1208 NM_030928 NP_112190 Q9H211 CDT1_HUMAN 1TTGGCCCTGCGCTCTGCTGCG0.672 rs143840572

- 9 2020ANKRD11_uc002fmy.1_Missense_Mutation_p.A520V|ANKRD11_uc002fnc.1_Missense_Mutation_p.A520V|ANKRD11_uc002fnb.1_Missense_Mutation_p.A477VNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Ser-rich. 6GGTGGAGGAGGCAGAGAGGGA0.632

+ 4 550TUBB3_uc002fpf.2_Missense_Mutation_p.R509L|TUBB3_uc010ciz.1_Missense_Mutation_p.R90L|TUBB3_uc002fpg.1_Missense_Mutation_p.R16L|TUBB3_uc002fpi.1_Missense_Mutation_p.R90L|TUBB3_uc002fpj.1_Missense_Mutation_p.R90L|TUBB3_uc010cjb.1_Missense_Mutation_p.R16L|TUBB3_uc002fpk.1_Missense_Mutation_p.R16LNM_006086 NP_006077 Q13509 TBB3_HUMAN 3TATCCCGACCGCATCATGAAC0.642

- 42 6910 RILP_uc002ftd.2_5'FlankNM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6CCAAGGAAACGGTCCGACAGC0.572

+ 6 999PAFAH1B1_uc010ckb.1_Intron|PAFAH1B1_uc010vqz.1_5'UTRNM_000430 NP_000421 P43034 LIS1_HUMANWD 1.|Interaction with dynein and dynactin. 1GATTTTGAACGAACTCTTAAA0.423

- 1 79 NM_002550 NP_002541 P47881 OR3A1_HUMANExtracellular (Potential). 3ACAACTGGCTGCAGCCCTGGC0.567

- 33 5339ZZEF1_uc002fxh.2_Missense_Mutation_p.D73N|ZZEF1_uc002fxi.2_Intron|ZZEF1_uc002fxj.1_Missense_Mutation_p.D372NNM_015113 NP_055928 O43149 ZZEF1_HUMAN 4TTCTCTGGATCTTCCTGGGCT0.473

+ 3 343ARRB2_uc002fyk.2_Missense_Mutation_p.V39M|ARRB2_uc002fyl.2_Missense_Mutation_p.D39N|ARRB2_uc010vsg.1_Missense_Mutation_p.D39N|ARRB2_uc002fym.2_Missense_Mutation_p.V39M|ARRB2_uc002fyn.2_5'UTR|ARRB2_uc010ckq.2_Intron|ARRB2_uc002fyo.2_5'FlankNM_004313 NP_004304 P32121 ARRB2_HUMAN 0GGACCCTGTAGGTAAGTTTTC0.577

- 16 2842CAMTA2_uc010cku.1_Missense_Mutation_p.A935S|CAMTA2_uc002gag.1_Missense_Mutation_p.A911S|CAMTA2_uc002gai.1_Missense_Mutation_p.A914S|CAMTA2_uc010ckv.1_Missense_Mutation_p.A559SNM_015099 NP_055914 O94983 CMTA2_HUMAN 1GGTGGGAGGGCAGGAAGGGAG0.592

+ 5 451CHRNB1_uc010vty.1_Missense_Mutation_p.G65D|CHRNB1_uc010vtz.1_5'UTRNM_000747 NP_000738 P11230 ACHB_HUMANExtracellular (Potential). 2TCCTCCGACGGCTCCGTGCGT0.522

+ 2 292CYB5D1_uc010cnn.1_5'Flank|CYB5D1_uc002gjb.3_5'FlankNM_203411 NP_981956 Q6PEY1 TMM88_HUMANHelical; (Potential). 0ACTGGTCACCGGATTCCTGCT0.692

+ 16 2609ARHGEF15_uc002gld.2_Nonsense_Mutation_p.G830*|ARHGEF15_uc010vuw.1_Nonsense_Mutation_p.G719*NM_173728 NP_776089 O94989 ARHGF_HUMAN 3CGAGGCTGTTGGATCTTCTTC0.602

+ 49 9345DNAH9_uc010coo.2_Missense_Mutation_p.Q2387KNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStalk (By similarity).|Potential. 20GCTGGCTGCCCAGGAAGTAGA0.507

- 2 195TNFRSF13B_uc010vwt.1_Intron|TNFRSF13B_uc002gqt.1_Intron|TNFRSF13B_uc010vwu.1_Missense_Mutation_p.T61INM_012452 NP_036584 O14836 TR13B_HUMANTNFR-Cys 1.|Extracellular (Potential). 2GGCTGCACAGGTGCGCTGGCT0.597

+ 14 2031MPRIP_uc002gqv.1_Missense_Mutation_p.V659I|MPRIP_uc002gqw.1_Missense_Mutation_p.V414INM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANInteraction with RHOA. 0CATCGCCCCCGTCCACCTGTC0.602

- 12 1473BLMH_uc010wbn.1_Missense_Mutation_p.D325ENM_000386 NP_000377 Q13867 BLMH_HUMAN 1AGAACCACTCATCTGTCATGC0.473

- 2 982NF1_uc002hgg.2_Intron|NF1_uc002hgh.2_Intron|NF1_uc002hgi.1_Intron|NF1_uc010cso.2_IntronNM_002544 NP_002535 P23515 OMGP_HUMAN Ser/Thr-rich. 2GATGATATTTGGGTAGAACAT0.398

+ 12 1940LIG3_uc002hij.2_Missense_Mutation_p.C611YNM_013975 NP_039269 P49916 DNLI3_HUMAN 9AGACCTCTGTGTGAGCGGCGG0.478



+ 18 2378UNC45B_uc002hjb.2_Missense_Mutation_p.R759G|UNC45B_uc002hjc.2_Missense_Mutation_p.R759G|UNC45B_uc010cto.2_Missense_Mutation_p.R680GNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN ARM 3. 6CTTTAAGGAGAGGGCCTTGCC0.547

+ 8 1208ERBB2_uc002hsm.2_Missense_Mutation_p.A294T|ERBB2_uc010cwa.2_Missense_Mutation_p.A309T|ERBB2_uc002hsp.2_Missense_Mutation_p.A127T|ERBB2_uc010cwb.2_Missense_Mutation_p.A324T|ERBB2_uc010wek.1_Missense_Mutation_p.A48T|ERBB2_uc002hsl.2_Missense_Mutation_p.A294T|ERBB2_uc002hsn.1_Missense_Mutation_p.A324TNM_004448 NP_004439 P04626 ERBB2_HUMANExtracellular (Potential). 143AGAGGTGACAGCAGAGGATGG0.592

- 4 963 NM_019016 NP_061889 Q2M2I5 K1C24_HUMANRod.|Linker 12. 0GCGCAGCATTCATTTCTACGG0.507

- 3 693 NM_181535 NP_853513 Q7Z3Y7 K1C28_HUMAN Rod.|Coil 1B. 1GCAGCTCCTGGTCGGTCCTGC0.502

- 1 394 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN31 X 5 AA repeats of C-C-[GRQVIL]-[SPTR]- [VSTQPC].|21.0 cagctggggcggcagcaAGTG0.313

- 1 120 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0CGAGGCAGGCCGGGGGCAGCT0.622

- 8 1479JUP_uc010wfs.1_Intron|JUP_uc002hxr.2_Missense_Mutation_p.S401N|JUP_uc002hxs.2_Missense_Mutation_p.S401NNM_021991 NP_068831 P14923 PLAK_HUMAN ARM 5. 5GTCATCCACACTCAGCTGATT0.582

- 14 1601ACLY_uc002hyh.2_Intron|ACLY_uc002hyi.2_Missense_Mutation_p.P534S|ACLY_uc010wfx.1_Intron|ACLY_uc010wfy.1_IntronNM_001096 NP_001087 P53396 ACLY_HUMAN 3CTTGGACTTGGGACTGAATCT0.562

- 11 1224EZH1_uc002iba.2_Missense_Mutation_p.R351H|EZH1_uc010wgt.1_Missense_Mutation_p.R290H|EZH1_uc010wgu.1_Missense_Mutation_p.R366H|EZH1_uc010wgv.1_Missense_Mutation_p.R320H|EZH1_uc010wgw.1_Missense_Mutation_p.R221H|EZH1_uc010cyp.2_Missense_Mutation_p.R261H|EZH1_uc010cyq.2_Missense_Mutation_p.R277H|EZH1_uc010cys.2_Missense_Mutation_p.R311H|EZH1_uc010cyo.1_Missense_Mutation_p.R23H|EZH1_uc010cyr.1_Missense_Mutation_p.R12HNM_001991 NP_001982 Q92800 EZH1_HUMAN 3TCTCCGGCGACGACCAGAGCA0.557

+ 5 679G6PC_uc010whf.1_Missense_Mutation_p.H177NNM_000151 NP_000142 P35575 G6PC_HUMANHelical; (Potential). 4ACATCCACAGCATCTATAATG0.468

- 2 544DCAKD_uc010daa.1_Missense_Mutation_p.M96I|DCAKD_uc010dab.1_Missense_Mutation_p.M96I|DCAKD_uc002ihy.2_Missense_Mutation_p.M96INM_024819 NP_079095 Q8WVC6 DCAKD_HUMAN DPCK. 0ACGTCTCCTTCATCATCTCCT0.617

+ 5 1630 NM_014726 NP_055541 A7MCY6 TBKB1_HUMAN Potential. 0GCAGGGGGAGCTGAAGCAGCT0.697

+ 4 427LUC7L3_uc002isp.1_Missense_Mutation_p.H28N|LUC7L3_uc010wmw.1_Missense_Mutation_p.H28N|LUC7L3_uc002isq.2_Missense_Mutation_p.H104N|LUC7L3_uc002iss.2_Missense_Mutation_p.H104NNM_006107 NP_006098 O95232 LC7L3_HUMAN 0CAGACGAGGCCATGCTCGTTT0.433

+ 1 383 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0GGTCAGGCGGGATCCCGCAGG0.721

+ 12 2157TANC2_uc010wpe.1_Missense_Mutation_p.V622M|TANC2_uc002jam.1_Missense_Mutation_p.V79MNM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2GAATGTGGCAGTGGCCTCTCT0.493

- 3 716C17orf72_uc002jdt.3_3'UTR|C17orf72_uc010wpu.1_3'UTR|C17orf72_uc010wpv.1_3'UTR|C17orf72_uc010wpw.1_3'UTR|ICAM2_uc002jdw.3_Missense_Mutation_p.G162R|ICAM2_uc010ded.2_Missense_Mutation_p.G162R|ICAM2_uc002jdx.3_Missense_Mutation_p.G162R|ICAM2_uc002jdv.3_Missense_Mutation_p.G162RNM_000873 NP_000864 P13598 ICAM2_HUMANIg-like C2-type 2.|Extracellular (Potential). 1GCTGCCTTCCCGAAGGTCTCA0.617 rs149059683

- 6 1224PLEKHM1P_uc002jev.3_RNA|PLEKHM1P_uc010wqe.1_Missense_Mutation_p.Q105KNR_024386 0TCCTCCTGCTGAGGCCGGACC0.667

+ 13 992RGS9_uc010dem.2_Missense_Mutation_p.M291I|RGS9_uc002jfd.2_Missense_Mutation_p.M291I|RGS9_uc002jff.2_RNA|RGS9_uc002jfg.2_Missense_Mutation_p.M65INM_003835 NP_003826 O75916 RGS9_HUMAN 4CAACCAAGATGCGAGTGGAAC0.522

+ 10 1270TMEM104_uc010wrf.1_Intron|TMEM104_uc010wrg.1_Intron|TMEM104_uc010dfx.2_Missense_Mutation_p.P370SNM_017728 NP_060198 Q8NE00 TM104_HUMANHelical; (Potential). 0CACCAACTTCCCCATCATTGC0.622

- 4 1114QRICH2_uc010wsz.1_Missense_Mutation_p.P238S|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5TCTGTGCCAGGAAATGTCATA0.498

+ 4 1781TNRC6C_uc002juf.2_Missense_Mutation_p.T394I|TNRC6C_uc002jue.2_Missense_Mutation_p.T394INM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANSufficient for interaction with argonaute family proteins.|Gly-rich.2TCTGGAACTACAGCAAGTGAA0.532

+ 2 133SYNGR2_uc002jut.2_Missense_Mutation_p.A36T|SYNGR2_uc002juv.1_Missense_Mutation_p.A36T|SYNGR2_uc010dhi.1_IntronNM_004710 NP_004701 O43760 SNG2_HUMANMARVEL.|Helical; (Potential). 0GCAGGTCTTCGCCTTGATCGT0.622

- 4 1387METTL4_uc010dkj.2_5'UTRNM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2TTTGCCATTTCACATAATTCT0.378

- 11 1997PSMG2_uc002krg.2_Intron|CEP76_uc002krh.3_Missense_Mutation_p.R436Q|CEP76_uc010wzz.1_Missense_Mutation_p.R539QNM_024899 NP_079175 Q8TAP6 CEP76_HUMAN 0TACACCTTACCGAAGACATGT0.348

- 1 581 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3GAAGTGCCCATGTTGCTCTTG0.587

- 2 217 NM_145756 NP_665699 Q96N95 ZN396_HUMAN 0TGCTCTTCCTCTTCCATCTTC0.483

+ 5 448KATNAL2_uc010dnq.1_Intron|KATNAL2_uc002lcp.3_Missense_Mutation_p.R45HNM_031303 NP_112593 Q8IYT4 KATL2_HUMAN 4GATAACACTCGCCTGGAAAGT0.483 rs148023825

- 2 1271 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN p.A424D(1) 4GGAGAGCCACGCAGAGCCAAG0.448

+ 3 1209DCC_uc010xdr.1_Missense_Mutation_p.G56RNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 2. 17GGGGGACATTGGAATTTACCG0.498

- 3 593CDH19_uc010dql.1_RNA|CDH19_uc010xey.1_Missense_Mutation_p.P152L|CDH19_uc002lkd.2_Missense_Mutation_p.P152LNM_021153 NP_066976 Q9H159 CAD19_HUMANCadherin 2.|Extracellular (Potential). 2GGCCTCATAAGGTTCATCTAG0.363

+ 1 1564ZNF407_uc010xfc.1_Nonsense_Mutation_p.Q503*|ZNF407_uc010dqu.1_Nonsense_Mutation_p.Q503*|ZNF407_uc002llu.2_Nonsense_Mutation_p.Q502*NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2AGAGCAGGGCCAGGGGAGTGC0.577

+ 2 1679SALL3_uc010dra.2_Missense_Mutation_p.S167FNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4TCGCCCGCCTCCAGCGAGTGC0.756

- 2 369SLC39A3_uc010xgy.1_Missense_Mutation_p.R39C|SLC39A3_uc002lwh.2_Missense_Mutation_p.R39CNM_144564 NP_653165 Q9BRY0 S39A3_HUMANCytoplasmic (Potential). 0TTTTTCGAGCGATGGGCCTTC0.547

- 6 736DPP9_uc002mbb.2_Missense_Mutation_p.R160W|DPP9_uc002mbc.2_Missense_Mutation_p.R160WNM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1AGGCGTTTCCGCTCCCTCAGC0.632

- 12 1622GTF2F1_uc010xjb.1_Missense_Mutation_p.T267I|GTF2F1_uc010xjc.1_Missense_Mutation_p.T361INM_002096 NP_002087 P35269 T2FA_HUMAN 0GCTGTTGGGTGTTGTCTTGCC0.637

+ 6 806EVI5L_uc010xjz.1_Missense_Mutation_p.V218L|EVI5L_uc002mio.1_5'FlankNM_145245 NP_660288 Q96CN4 EVI5L_HUMANRab-GAP TBC. 1GGCCTTCTGTGTGTTCGTGCG0.652

+ 5 1298ICAM1_uc010xle.1_Missense_Mutation_p.E105K|ICAM4_uc002mnr.1_5'Flank|ICAM4_uc002mns.1_5'Flank|ICAM4_uc002mnt.1_5'FlankNM_000201 NP_000192 P05362 ICAM1_HUMANIg-like C2-type 4.|Extracellular (Potential). 1AGAAGGGACCGAGGTGACAGT0.642 rs143008699

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

+ 5 1163ZSWIM4_uc010xng.1_Missense_Mutation_p.G131DNM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2CAGGGCGCGGGCATGACGGAC0.692

+ 7 994DCAF15_uc002mxu.2_5'FlankNM_138353 NP_612362 Q66K64 DCA15_HUMAN 1CATCTTCCGCCGGGCCAAAGA0.687

- 13 1231EPS15L1_uc002ndx.2_Missense_Mutation_p.E409K|EPS15L1_uc002ndy.2_RNA|EPS15L1_uc010xpe.1_Missense_Mutation_p.E299K|EPS15L1_uc010xpf.1_Missense_Mutation_p.E312K|EPS15L1_uc002nea.1_Missense_Mutation_p.E409K|EPS15L1_uc010eah.1_Missense_Mutation_p.E409K|EPS15L1_uc002neb.1_Missense_Mutation_p.E255K|EPS15L1_uc002nec.1_Missense_Mutation_p.E409KNM_021235 NP_067058 Q9UBC2 EP15R_HUMAN 5TCTTCCTTTTCTCGAATGTCT0.403

+ 7 1309 NM_000453 NP_000444 Q92911 SC5A5_HUMANExtracellular (Potential).p.P321L(1)|p.P321S(1) 4ATCTCTGCCCCAGACCAGGTG0.468 rs149570759

- 13 1397GMIP_uc010xrb.1_Missense_Mutation_p.G427D|GMIP_uc010xrc.1_Missense_Mutation_p.G424DNM_016573 NP_057657 Q9P107 GMIP_HUMAN 1GCTGCCGCCACCCACGCTGTC0.642

+ 4 1708 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AATTCATACTAGAGAGAAACC0.358

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

+ 4 1693ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2AAAGCTTTTATCCTGTCCTCA0.378



+ 4 1578ZNF257_uc010ecy.2_Missense_Mutation_p.Q438RNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0GCCTTTAACCAGTCTTCACAC0.408

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.418

- 7 2699 NM_001080409 NP_001073878 2AAGGGTCGAGAAATTGTTAAA0.353 rs55891931

- 4 1027ZNF91_uc010xrj.1_Missense_Mutation_p.H273RNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0GGTTGAAGAATGGCTAAAAGC0.413

- 4 1655ZNF681_uc002nrl.3_Missense_Mutation_p.S436P|ZNF681_uc002nrj.3_Missense_Mutation_p.S436PNM_138286 NP_612143 Q96N22 ZN681_HUMAN 0CATTTGTAGGATTTCTCTCCA0.373

+ 1 133C19orf2_uc002nsq.2_Intron|C19orf2_uc002nss.2_Silent_p.A6ANM_003796 NP_003787 O94763 RMP_HUMAN 2GCGGCTGCGCGAGGAGCAGGA0.781

- 2 2575 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8GCGTAGCGGCGAGTTTGACAT0.532

- 1 217SLC7A10_uc010xrq.1_Missense_Mutation_p.P65LNM_019849 NP_062823 Q9NS82 AAA1_HUMAN 2ACGGTCCCTGGGACTGGGGAG0.751

+ 4 690LSM14A_uc002nva.3_Missense_Mutation_p.A165V|LSM14A_uc010xru.1_Intron|LSM14A_uc002nvc.3_5'UTRNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1GTTGGTTCTGCCTTTACACAG0.358

+ 15 1773GRAMD1A_uc002nxk.2_Missense_Mutation_p.R539W|GRAMD1A_uc002nxl.2_Missense_Mutation_p.R312W|GRAMD1A_uc010xsf.1_Missense_Mutation_p.R551W|GRAMD1A_uc002nxm.1_RNA|GRAMD1A_uc002nxn.1_Missense_Mutation_p.R161WNM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0GAAGGATGCCCGGGGCTTGCT0.692

+ 3 576 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2CGCCAGGGTGGGCGATGTCCT0.647

- 2 519PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Missense_Mutation_p.R58G|PSG5_uc002ovx.2_Missense_Mutation_p.R130G|PSG5_uc002ovv.2_Missense_Mutation_p.R130G|PSG5_uc002ovw.2_Missense_Mutation_p.R130GNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3CCTCTAGTCCTATCACCTCGC0.473

- 2 1433IRGQ_uc010eiv.2_Missense_Mutation_p.L439FNM_001007561 NP_001007562 Q8WZA9 IRGQ_HUMAN 2AGCCCTGGGAGTCCGCCAGGC0.716

- 4 719C19orf61_uc002oxk.2_Missense_Mutation_p.P126S|C19orf61_uc010eiy.1_Missense_Mutation_p.P126SNM_019108 NP_061981 Q9H0W8 SMG9_HUMAN Pro-rich. 0GCTGCAGGGGGTGGTGGGGCG0.682

+ 5 1748ZNF225_uc010eje.1_Missense_Mutation_p.H419L|ZNF225_uc010ejf.1_Missense_Mutation_p.H502LNM_013362 NP_037494 Q9UK10 ZN225_HUMANC2H2-type 12. 0CTTTATACCCATCGTAGAGTC0.373

+ 6 985ZNF234_uc002oyl.3_Missense_Mutation_p.H226QNM_006630 NP_006621 Q14588 ZN234_HUMAN C2H2-type 3. 0AGAGAGTCCACACTGTAGAGA0.413

- 1 1902_1903 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Potential. 3TCTGCCCCCTCCTCAGCTGGGG0.609

+ 3 409 CRX_uc010elm.1_RNA NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2CGTCTATGCCCGTGAGGAGGT0.632

+ 12 2549GRIN2D_uc010elx.2_Missense_Mutation_p.R56WNM_000836 NP_000827 O15399 NMDE4_HUMANExtracellular (Potential). 6GATGCTGGAGCGGCTGTGGCT0.507

- 4 943SPACA4_uc002pjo.2_5'FlankNM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1GGGGGGCGCAGGTGGGAGCGG0.721

- 10 2685RASIP1_uc002pkh.2_Missense_Mutation_p.R91WNM_017805 NP_060275 Q5U651 RAIN_HUMAN Dilute. 1GAGAGTTTCCGGAAGAACTCA0.572

+ 4 255RUVBL2_uc002plq.1_Missense_Mutation_p.T36M|RUVBL2_uc010yab.1_Missense_Mutation_p.T81M|RUVBL2_uc002pls.1_RNA|RUVBL2_uc010emn.1_Missense_Mutation_p.T36M|RUVBL2_uc010yac.1_Missense_Mutation_p.T36MNM_006666 NP_006657 Q9Y230 RUVB2_HUMAN ATP. 0CAGCCGGGCACGGGGAAGACG0.562

- 3 498PIH1D1_uc010yap.1_Missense_Mutation_p.L102P|PIH1D1_uc010yaq.1_Missense_Mutation_p.S72PNM_017916 NP_060386 Q9NWS0 PIHD1_HUMAN 0ATAGAGGGGGAGTGGCAGATG0.542 rs146926384

+ 3 512SIGLECP3_uc010ycu.1_Missense_Mutation_p.D168N|SIGLECP3_uc002pvy.3_Missense_Mutation_p.D168N|SIGLECP3_uc002pvz.3_Missense_Mutation_p.D168N 0CCACAGGCCCGACATCCTCAT0.622

- 5 1819 NM_014650 NP_055465 O94892 ZN432_HUMANC2H2-type 11. 3TGATGTAACATCAGTCCGCTA0.433

+ 6 1245 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0ACATGCCATCATAGGTGTCAC0.428

+ 4 2549ZNF845_uc010ydw.1_Missense_Mutation_p.N811TNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 22. 0TGTGGCAAGAACTTCCGTCAC0.418

- 2 299ZNF776_uc002qpx.2_Intron|ZNF154_uc002qpy.2_RNANM_001085384 NP_001078853 Q13106 ZN154_HUMAN KRAB. 0GAAGTGTACGGCCACATCTTC0.512

- 6 1006ZNF606_uc010yhp.1_Missense_Mutation_p.R40CNM_025027 NP_079303 Q8WXB4 ZN606_HUMAN KRAB. 2GGACAAGTGCGTTGAGGACAT0.532

+ 7 540SNTG2_uc010ewi.2_IntronNM_018968 NP_061841 Q9NY99 SNTG2_HUMAN 3CATATTGACAGGTGCATCTGC0.428

+ 1 417_418 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0TTCCACACAGCCAAAACATCCT0.51

+ 3 482KLF11_uc010yjc.1_Missense_Mutation_p.T90INM_003597 NP_003588 O14901 KLF11_HUMAN 2TAGTGCATAACTCCTCCTCAG0.408

+ 15 2460GREB1_uc002rbo.1_Missense_Mutation_p.L354FNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1CAGGGGTTTTGCTGGAGCTTG0.363

- 6 723 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27TCTGTTGCCACATTGCCCTTC0.507

- 2 1508C2orf44_uc010eya.2_Missense_Mutation_p.N459KNM_025203 NP_079479 Q9H6R7 CB044_HUMAN 2 ACTTTTTTCTATTTGCTTTAT0.373

- 6 836CGREF1_uc010ylf.1_Intron|CGREF1_uc002rip.1_Intron|CGREF1_uc002riq.2_Missense_Mutation_p.K232E|CGREF1_uc010eyr.1_Missense_Mutation_p.K354E|CGREF1_uc002rir.1_Missense_Mutation_p.K232E|CGREF1_uc002ris.2_IntronNM_006569 NP_006560 Q99674 CGRE1_HUMAN 1GCATCTCCTTTAGCCTCTGCC0.677 rs11889832

+ 1 5330ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|16.|Arg-rich.1AGCCATTGCAGTCCCTCTGAG0.537

+ 49 3508PLB1_uc010ezj.1_Missense_Mutation_p.A1159T|PLB1_uc002rme.1_Missense_Mutation_p.A135T|PLB1_uc002rmf.1_RNANM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|Extracellular (Potential).|4.9AAATGTGGCAGCGGAAGGGGC0.567

- 10 959 NM_000379 NP_000370 P47989 XDH_HUMANFAD-binding PCMH-type. 8TTACCGTCGGGTCCATGTTCT0.517

- 4 1270PRKD3_uc002rqf.1_Missense_Mutation_p.E239KNM_005813 NP_005804 O94806 KPCD3_HUMAN 4ATACGTACCTCTTCACTGGGA0.408

- 32 5144THADA_uc010far.2_Missense_Mutation_p.E793K|THADA_uc002rsx.3_Missense_Mutation_p.E1598K|THADA_uc002rsy.3_RNANM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3GGGTGATTTTCCTTCATGGCC0.493

- 1 219ACYP2_uc002rxq.3_IntronNM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0CATTACCTCTGTCGCCTTGCT0.617

+ 5 1808 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4TGCAAATCTAGGCAGTAAAAC0.338

- 17 1894EXOC6B_uc002sij.2_Nonsense_Mutation_p.E586*NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2TGAACTGTCTCTGGAAGCACA0.418

+ 2 260 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN Ser-rich. 2TGCAAATTCTCGGCAGTTCTC0.438

- 1 194RTKN_uc002slc.2_5'Flank|RTKN_uc002sld.2_5'Flank|RTKN_uc010ffe.1_Missense_Mutation_p.R26H|RTKN_uc010fff.1_5'Flank|RTKN_uc010ffg.1_Missense_Mutation_p.R26HNM_001015055 NP_001015055 Q9BST9 RTKN_HUMAN 1GAGTCGGAAGCGGCCGCGTTT0.701

+ 13 1947CTNNA2_uc010yse.1_Missense_Mutation_p.D648Y|CTNNA2_uc010ysf.1_Missense_Mutation_p.D648Y|CTNNA2_uc010ysg.1_Missense_Mutation_p.D648Y|CTNNA2_uc010ysi.1_Missense_Mutation_p.D280YNM_004389 NP_004380 P26232 CTNA2_HUMAN 9GGAAGATTATGATGTGCGTAG0.458



- 8 1106 NM_005735 NP_005726 P42025 ACTY_HUMAN 1CCACCTGAGAGCACGATGTTG0.592

- 5 604MRPL30_uc002szl.1_Intron|LYG2_uc010fip.1_Missense_Mutation_p.P164L|LYG2_uc002szx.1_Missense_Mutation_p.P164LNM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1ACTCCACGTGGGGAATTTTTT0.478

+ 2 674 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN SH3 1. 1GTCCTGCGGCGCAAGGTGGAT0.607

+ 3 1315PSD4_uc002tjd.2_5'UTR|PSD4_uc002tje.2_Missense_Mutation_p.G377R|PSD4_uc002tjf.2_5'UTRNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 aggatgtgtcggatctgatct 0.139

- 35 4352CLASP1_uc010yyv.1_Missense_Mutation_p.R367Q|CLASP1_uc002tmz.2_Missense_Mutation_p.R406Q|CLASP1_uc002tna.2_Missense_Mutation_p.R367Q|CLASP1_uc010yyw.1_RNA|CLASP1_uc002tnb.2_RNA|CLASP1_uc010yyx.1_RNA|CLASP1_uc010yyy.1_RNA|CLASP1_uc010yyz.1_Missense_Mutation_p.R1262Q|CLASP1_uc010yza.1_Missense_Mutation_p.R1254Q|CLASP1_uc010yzb.1_RNA|CLASP1_uc010yzc.1_RNA|CLASP1_uc002tmy.2_Missense_Mutation_p.R157Q|CLASP1_uc002tnf.2_Missense_Mutation_p.R223QNM_015282 NP_056097 Q7Z460 CLAP1_HUMANLocalization to kinetochores.|Interaction with PHLDB2 and RSN.|Potential.|Interaction with CLIP2 (By similarity).2GGCTCCCTTCCGTTCCTCCAC0.567

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

- 11 1628ACVR1_uc002tzn.3_Missense_Mutation_p.P430L|ACVR1_uc010fog.2_Missense_Mutation_p.P430LNM_001111067 NP_001104537 Q04771 ACVR1_HUMANCytoplasmic (Potential).|Protein kinase. 3ATCGTAGAACGGTGGCTTGTA0.458

- 26 3656TTC21B_uc002udj.1_RNANM_024753 NP_079029 Q7Z4L5 TT21B_HUMAN 5TTTCTGGCTCGTGGAGTCTGT0.403

- 27 5786 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13TGGGCAGATCCATGGCAATGA0.463

- 66 12371 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29CAACAAAGGAGAGCTACCTGT0.363

- 47 8966 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 21.|Extracellular (Potential). 29GCTTGGGATGCACCTCCCACC0.448

+ 31 3748MYO3B_uc010fqb.1_Missense_Mutation_p.G1230S|MYO3B_uc002ufz.2_Missense_Mutation_p.G1175E|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19TCTCCAAAAGGGTGCGATATC0.358

+ 6 808GORASP2_uc002ugj.2_Missense_Mutation_p.P155H|GORASP2_uc010zdl.1_Missense_Mutation_p.P235H|GORASP2_uc010zdm.1_Missense_Mutation_p.P179H|GORASP2_uc002ugl.2_Missense_Mutation_p.P155H|GORASP2_uc002ugm.2_Missense_Mutation_p.P5HNM_015530 NP_056345 Q9H8Y8 GORS2_HUMAN 2GCTGGTACACCTATTACACCT0.403

- 10 1562 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10TAAGTGCTGAGCAAGGTCAGT0.433

- 10 1327CWC22_uc002unp.2_Missense_Mutation_p.R343WNM_020943 NP_065994 Q9HCG8 CWC22_HUMAN MIF4G. 0CCATCTTTCCGTACAGCAAAC0.388

- 2 1044CERKL_uc002uod.1_IntronNM_002500 NP_002491 Q13562 NDF1_HUMAN 1AGGGGTCCATCAAAGGAAGGG0.547

+ 13 3176PMS1_uc002urk.3_Missense_Mutation_p.R844C|PMS1_uc002uri.3_Missense_Mutation_p.R721C|PMS1_uc010zgc.1_Missense_Mutation_p.R707C|PMS1_uc010zgd.1_Missense_Mutation_p.R707C|PMS1_uc002urj.2_RNA|PMS1_uc010frz.2_Missense_Mutation_p.R199C|PMS1_uc002url.2_Missense_Mutation_p.R506C|PMS1_uc002urm.2_RNANM_000534 NP_000525 P54277 PMS1_HUMAN 4AGAAGCAGTGCGTCTATCCAG0.393 rs142159998

- 11 958HIBCH_uc002urv.2_Missense_Mutation_p.A292VNM_014362 NP_055177 Q6NVY1 HIBCH_HUMAN 0TTGCTCTAGGGCAAAAGATGA0.398

- 38 6274 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 3 (By similarity). 12CTCAATGGGAGGTTGAGCCCC0.403

- 11 2764HECW2_uc002utl.1_Missense_Mutation_p.R505WNM_020760 NP_065811 Q9P2P5 HECW2_HUMANInteraction with TP73.|Potential. 18CCTCACCGCCGGTTCAGCTGC0.493

+ 3 341COQ10B_uc010fsl.1_Missense_Mutation_p.S68LNM_025147 NP_079423 Q9H8M1 CQ10B_HUMAN 0GATGTAGTATCGGGAGTGGAG0.279

+ 23 3484PARD3B_uc002vao.1_Missense_Mutation_p.P992S|PARD3B_uc002vap.1_Missense_Mutation_p.P1031S|PARD3B_uc002vaq.1_Missense_Mutation_p.P1024S|uc010fuc.1_5'FlankNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4ACCCGCAGATCCTGTAGACTA0.433

+ 3 493TMEM169_uc010zjs.1_Missense_Mutation_p.R56H|TMEM169_uc002vfw.2_Missense_Mutation_p.R56H|TMEM169_uc002vfv.3_Missense_Mutation_p.R56HNM_001142310 NP_001135782 Q96HH4 TM169_HUMANExtracellular (Potential).p.R56H(1) 1ATCATCTACCGCTCAGACAAT0.517 rs143856543

- 4 908TUBA4A_uc010zkz.1_Missense_Mutation_p.E269K|TUBA4B_uc002vku.2_5'Flank|TUBA4B_uc002vkv.1_5'FlankNM_006000 NP_005991 P68366 TBA4A_HUMAN 3GACAGCTGCTCGTGGTATGCC0.582

+ 2 228 NM_080671 NP_542402 Q8WWG9 KCNE4_HUMAN 1GAGTCCCGTGCGGCCGGCGGC0.612

- 4 1338PSMD1_uc002vrm.1_Intron|PSMD1_uc010fxu.1_Intron|PSMD1_uc002vrn.1_Intron|HTR2B_uc010fxv.2_Missense_Mutation_p.P211LNM_000867 NP_000858 P41595 5HT2B_HUMANCytoplasmic (By similarity). 0CACCTTTTCCGGTGACGAGCA0.463

+ 14 1956_1957DIS3L2_uc002vsm.3_RNA|DIS3L2_uc002vso.2_RNANM_152383 NP_689596 Q8IYB7 DI3L2_HUMAN 3CTTTCACTCTGGACCACGAGAC0.426

+ 10 2079CAPN10_uc002vzl.1_Missense_Mutation_p.P477L|CAPN10_uc002vzm.1_Missense_Mutation_p.P98L|CAPN10_uc002vzn.1_Missense_Mutation_p.P504L|CAPN10_uc002vzo.1_RNA|CAPN10_uc010fzg.1_RNA|CAPN10_uc002vzp.1_RNA|CAPN10_uc002vzq.1_IntronNM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 2. 6ACCTACCTGCCGGACACAGAG0.672

+ 2 1199FAM110A_uc002weg.1_Missense_Mutation_p.R288Q|FAM110A_uc002weh.1_Missense_Mutation_p.R288Q|FAM110A_uc010fzz.2_RNANM_001042353 NP_001035812 Q9BQ89 F110A_HUMAN 0AGGCAGGCTCGGGAGAGCCCA0.627

+ 4 688 CHGB_uc010zqz.1_IntronNM_001819 NP_001810 P05060 SCG1_HUMAN 6AGAGGGAGGCGGGCACAGCCG0.617

- 2 223C20orf12_uc002wqr.3_RNA|C20orf12_uc002wqs.3_5'UTR|C20orf12_uc002wqq.3_Nonsense_Mutation_p.S5*|C20orf12_uc002wqu.1_RNA|C20orf12_uc010gct.1_RNA|POLR3F_uc002wqv.2_5'Flank|POLR3F_uc002wqw.2_5'Flank|POLR3F_uc002wqx.2_5'FlankNM_001099407 NP_001092877 Q9NVP4 CT012_HUMAN 1GACACACACTGAACCAGCAGT0.323

+ 22 2774C20orf26_uc010zse.1_Missense_Mutation_p.D880N|C20orf26_uc002wrw.2_RNANM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4TATGTACCGGGATGCGATCCT0.642

- 11 905 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1GAGGTTGGACAGGTAAACCTT0.572

- 7 491 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN 1ACCATTTATGCTGTCATCCTG0.413

+ 21 2408ITCH_uc002xak.2_Splice_Site_p.R698_splice|ITCH_uc010zuj.1_Splice_Site_p.R588_spliceNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6ATACATCAGGTGAGAGTGCTC0.333

+ 10 1027SPAG4_uc010zvi.1_Splice_Site_p.P227_spliceNM_003116 NP_003107 Q9NPE6 SPAG4_HUMAN 0CCCGCCTGCAGCCCCACGTGT0.502

+ 17 1728CTNNBL1_uc002xhh.2_Missense_Mutation_p.P359L|CTNNBL1_uc002xhi.2_RNA|CTNNBL1_uc002xhj.2_Missense_Mutation_p.P294LNM_030877 NP_110517 Q8WYA6 CTBL1_HUMAN 2GGCCGGAGCCCGGAGTTCCGG0.602

- 3 1821KIAA0406_uc002xhm.2_Missense_Mutation_p.V538INM_014657 NP_055472 O43156 TTI1_HUMAN 0AGATCCTCAACCTCCAGCCCA0.408

+ 4 609PLCG1_uc002xjo.1_Missense_Mutation_p.S163LNM_182811 NP_877963 P19174 PLCG1_HUMAN EF-hand. 8CAGTTTTACTCAGTGGATCGG0.567

+ 19 2315PLCG1_uc002xjo.1_Missense_Mutation_p.D732N|PLCG1_uc010zwe.1_Missense_Mutation_p.D358N|PLCG1_uc010ggf.2_Missense_Mutation_p.D82NNM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 2. 8CTCGGAGTTCGACAGCCTTGT0.527

- 31 6087 NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14ATTGGTTTTACTTTTGAACAG0.433

+ 2 343HNF4A_uc010zwo.1_Missense_Mutation_p.G76R|HNF4A_uc002xlt.2_Missense_Mutation_p.R63Q|HNF4A_uc002xlu.2_Missense_Mutation_p.R63Q|HNF4A_uc002xlv.2_Missense_Mutation_p.R63Q|HNF4A_uc002xly.2_Missense_Mutation_p.R85Q|HNF4A_uc002xlz.2_Missense_Mutation_p.R85Q|HNF4A_uc010ggq.2_Missense_Mutation_p.R78QNM_000457 NP_000448 P41235 HNF4A_HUMANNuclear receptor. 3GGCTTCTTCCGGAGGAGCGTG0.542

- 2 280CTSZ_uc002yaj.3_Missense_Mutation_p.R52WNM_001336 NP_001327 Q9UBR2 CATZ_HUMAN 1TCATGAGGCCGGGGGTATGTG0.642

+ 6 876 CDH26_uc010zzy.1_RNANM_177980 NP_817089 Q8IXH8 CAD26_HUMANCadherin 2.|Extracellular (Potential). 4CAGTCGATTTGGATGAAGAAA0.373

+ 28 1510COL9A3_uc002ydn.2_5'FlankNM_001853 NP_001844 Q14050 CO9A3_HUMANTriple-helical region 3 (COL3). 0CCTGCAGGGCGTCCCGGGTGT0.657

- 16 6390_6391DIDO1_uc002yds.1_Missense_Mutation_p.E2043KNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6GGCCCGGCCTCCTCCCAGCGGT0.738

+ 10 1901MYT1_uc002yih.2_Missense_Mutation_p.A215S|MYT1_uc002yij.2_Missense_Mutation_p.A145SNM_004535 NP_004526 Q01538 MYT1_HUMAN 2GTGTCCCATTGCTGCCGCCGA0.547



- 8 2514 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN Cys-rich. 6ACAGAGGTGGAATCTGGGCTA0.423

- 1 1107 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN 6TCAGTCCCTTCGTCCTCGTCT0.677

+ 2 834 NM_030891 NP_112153 Q9BY71 LRRC3_HUMAN 0GGAGGAGTTTGTGGGGAAGCC0.652

+ 3 530 NM_001848 NP_001839 P12109 CO6A1_HUMANVWFA 1.|N-terminal globular domain. 1CTCCTCGTGGGGTGAGTGGCC0.662

+ 4 1755NEFH_uc003afp.2_IntronNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|5.|Tail.0AAAGTCACCGCCTGAGGCCAA0.567

+ 12 1378SEC14L2_uc011akx.1_Missense_Mutation_p.P348L|SEC14L2_uc003ahs.2_Missense_Mutation_p.P328L|SEC14L2_uc011aky.1_Missense_Mutation_p.P319L|SEC14L2_uc003aht.2_RNA|SEC14L2_uc003ahu.3_Intron|SEC14L2_uc010gvv.2_RNA|SEC14L2_uc010gvw.1_Intron|MTP18_uc010gvx.1_Intron|MTP18_uc003ahv.1_Intron|MTP18_uc010gvy.1_IntronNM_012429 NP_036561 O76054 S14L2_HUMAN 0GCAGGCACCCCGAAATAACAC0.512

- 7 800SERHL_uc011apm.1_Intron|RRP7A_uc003bcp.2_Missense_Mutation_p.E285KNM_015703 NP_056518 Q9Y3A4 RRP7A_HUMAN 2TTGTCCTCCTCGAACTTCTTG0.662

- 1 2837 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 7. 11CACACCGGACGTGGGCTCGAT0.647

+ 4 664TBC1D22A_uc010haf.2_Missense_Mutation_p.G147S|TBC1D22A_uc003bic.2_Intron|TBC1D22A_uc003bie.2_Intron|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Missense_Mutation_p.G130SNM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1CGTCACGCTGGGTGGCACATC0.642

- 11 1481 NM_001080447 NP_001073916 2GTGGTCCTGGGCCACCTTCAT0.627

- 7 623MAPK11_uc010hax.2_Missense_Mutation_p.R11W|MAPK11_uc011ars.1_RNA|MAPK11_uc010hay.1_RNA|MAPK11_uc011art.1_3'UTR|MAPK11_uc010haz.2_Missense_Mutation_p.R81WNM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2TCAGGTGCCCGGTACCAGCGC0.632

- 1 296CPT1B_uc003bml.2_Missense_Mutation_p.R45H|CPT1B_uc003bmm.2_Missense_Mutation_p.R45H|CPT1B_uc003bmo.2_Missense_Mutation_p.R45H|CPT1B_uc011asa.1_Missense_Mutation_p.R45H|CPT1B_uc003bmn.2_Missense_Mutation_p.R45H|CPT1B_uc011asb.1_Missense_Mutation_p.R45H|CHKB-CPT1B_uc003bmp.2_5'UTRNM_001145137 NP_001138609 Q92523 CPT1B_HUMANCytoplasmic (Potential). 2CACCTTGATGCGGATCAGGCG0.607

+ 10 1736ARPC4_uc003btc.1_Missense_Mutation_p.C151Y|TTLL3_uc003btd.3_Missense_Mutation_p.C474Y|TTLL3_uc003btf.3_Missense_Mutation_p.C239Y|TTLL3_uc010hco.1_Missense_Mutation_p.C443Y|TTLL3_uc003bth.3_Missense_Mutation_p.C295Y|TTLL3_uc011atj.1_Missense_Mutation_p.C443Y|TTLL3_uc003btj.3_Missense_Mutation_p.C295Y|TTLL3_uc003bti.3_Missense_Mutation_p.C295YNM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN TTL. 2GACCGCAACTGTGACACAGGA0.607

- 2 590ATP2B2_uc003bvv.2_Missense_Mutation_p.G51R|ATP2B2_uc003bvw.2_Missense_Mutation_p.G51R|ATP2B2_uc010hdp.2_Missense_Mutation_p.G51RNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6TCGGTGTCCCCATAAGTCTCC0.597

- 12 1620NUP210_uc003bxx.2_Missense_Mutation_p.V185LNM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11GCCTGGATCACACTGAACCCG0.572

+ 13 1833NR2C2_uc003bzi.2_Missense_Mutation_p.R558QNM_003298 NP_003289 P49116 NR2C2_HUMANLigand-binding (By similarity). 0GACACCTACCGGTGAGGCATT0.448

- 5 822ZFYVE20_uc010hek.1_Nonsense_Mutation_p.R70*|ZFYVE20_uc011avn.1_Nonsense_Mutation_p.R70*NM_022340 NP_071735 Q9H1K0 RBNS5_HUMAN 2GACTCTGCTCGATCATCCCCT0.423

+ 2 298STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.P87SNM_003149 NP_003140 Q99469 STAC_HUMAN 4CAGCCCACTCCCTGCTCCAGG0.557 rs149439391

+ 10 1348ENTPD3_uc010hhy.2_Missense_Mutation_p.R419H|uc003cke.3_IntronNM_001248 NP_001239 O75355 ENTP3_HUMANExtracellular (Potential). 1GTATATGCCCGCTCTTACTGC0.438 rs144319630

- 10 1394 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1CCGCTCAGCTACCATGGCCTG0.597

- 1 1541CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_Missense_Mutation_p.D406NNM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2AGGAAGCGATCGTACTTGAAG0.557

+ 4 361EXOSC7_uc003coh.1_Missense_Mutation_p.R46Q|EXOSC7_uc011bae.1_Missense_Mutation_p.R111Q|EXOSC7_uc010his.1_Missense_Mutation_p.R30Q|EXOSC7_uc003coj.2_Missense_Mutation_p.R111QNM_015004 NP_055819 Q15024 EXOS7_HUMAN 0ACCCTCTATCGGATATTTAAC0.453

- 8 1112AMT_uc011bcn.1_Intron|AMT_uc003cwx.2_Missense_Mutation_p.A328V|AMT_uc011bco.1_Missense_Mutation_p.A284V|AMT_uc003cwy.2_Missense_Mutation_p.A280V|AMT_uc011bcp.1_Missense_Mutation_p.A231V|AMT_uc011bcq.1_Missense_Mutation_p.A272VNM_000481 NP_000472 P48728 GCST_HUMAN 1CCGCATGGGGGCCCCCTCACA0.622

+ 2 558GRM2_uc003dbo.3_Intron|GRM2_uc010hlu.2_RNANM_000839 NP_000830 Q14416 GRM2_HUMANExtracellular (Potential). 1GGACTTTGTGCGTGCCTCACT0.622

- 1 36NISCH_uc011beg.1_5'Flank|NISCH_uc003ded.3_5'Flank|NISCH_uc003dec.1_5'FlankNM_003280 NP_003271 P63316 TNNC1_HUMAN 0GCCTTGTAGATGTCATCCATG0.607

+ 18 2044 ITIH3_uc011bek.1_IntronNM_002217 NP_002208 Q06033 ITIH3_HUMAN 3CTTCAACATCGATGAAGCCCC0.592

- 11 2459ERC2_uc003dht.1_Missense_Mutation_p.E218KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTCCACCTCCTTGAGGATC0.468

+ 21 3780PTPRG_uc003dlc.2_Missense_Mutation_p.Y992H|PTPRG_uc011bfi.1_Missense_Mutation_p.Y267H|uc010hno.2_Intron|uc003dld.3_Intron|uc010hnp.2_Intron|uc003dle.3_IntronNM_002841 NP_002832 P23470 PTPRG_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 1.7AGTGATCCAGTATCACTATAC0.507

- 7 1691CADPS_uc003dlm.2_Missense_Mutation_p.G444V|CADPS_uc003dln.2_Missense_Mutation_p.G444VNM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN C2. 3ACCCTGGGTGCCCCAGCTGCA0.517

- 9 1074SUCLG2_uc010hob.2_IntronNM_003848 NP_003839 Q96I99 SUCB2_HUMAN 2ATCAGCTGTGAGCAATTTGAA0.413

- 8 1051FAM86D_uc003dpo.3_RNA|FAM86D_uc003dps.3_RNA|FAM86D_uc003dpq.3_Missense_Mutation_p.P139L|FAM86D_uc003dpr.3_RNANR_024241 0CTCTCCATAGGGAAACAGTTT0.527

+ 5 1410FAM55C_uc010hpn.2_Missense_Mutation_p.S258NNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3CTCCCTTGCAGCAGCAGAATT0.493

- 3 1321GSK3B_uc003edn.2_Missense_Mutation_p.R113HNM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2GAAGAAATAACGCAATCGGAC0.343

- 9 2136 NM_022776 NP_073613 Q9BXB4 OSB11_HUMAN 5GATGCTACCTCGCTTTTTGGC0.453

+ 3 881 NM_007117 NP_009048 P20396 TRH_HUMAN 1gaagggggggCTGTGGGACCC0.428

- 3 1166AMOTL2_uc003eqg.1_Missense_Mutation_p.A292V|AMOTL2_uc003eqh.1_Missense_Mutation_p.A292V|AMOTL2_uc003eqe.1_5'FlankNM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1CCCCTCCACAGCAGGTGGACT0.672

- 14 1587XRN1_uc010huu.2_5'Flank|XRN1_uc003eut.2_Missense_Mutation_p.P507R|XRN1_uc003euu.2_Missense_Mutation_p.P507R|XRN1_uc003euv.1_Missense_Mutation_p.P368RNM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3TGGCTTAAAAGGTTTTCCTAG0.358

+ 1 1602 NM_003412 NP_003403 Q15915 ZIC1_HUMANC2H2-type 2; atypical. 2CCACATCCGCGTGCACACGGG0.577

- 2 551MECOM_uc003ffl.2_Missense_Mutation_p.A22T|MECOM_uc011bpk.1_Intron|MECOM_uc010hwn.2_Missense_Mutation_p.A50T|MECOM_uc011bpl.1_Missense_Mutation_p.A50TNM_004991 NP_004982 Q03112 EVI1_HUMAN 14CTGGATGTGGCAGGAGAGCAT0.483

+ 8 782FXR1_uc003fkp.2_Nonsense_Mutation_p.E169*|FXR1_uc003fkr.2_Nonsense_Mutation_p.E254*|FXR1_uc011bqj.1_Nonsense_Mutation_p.E168*|FXR1_uc003fks.2_Nonsense_Mutation_p.E168*|FXR1_uc011bqk.1_Nonsense_Mutation_p.E205*|FXR1_uc011bql.1_Nonsense_Mutation_p.E241*NM_005087 NP_005078 P51114 FXR1_HUMAN 1TACCGCCATTGAGCTAGATGA0.418

- 16 1859CLCN2_uc003foh.2_Missense_Mutation_p.R103C|CLCN2_uc010hya.1_Missense_Mutation_p.R562C|CLCN2_uc011brl.1_Missense_Mutation_p.R579C|CLCN2_uc011brm.1_Missense_Mutation_p.R535CNM_004366 NP_004357 P51788 CLCN2_HUMANCytoplasmic (By similarity). 0TCCTCCACACGCACCCGGTAC0.642

- 12 1466ETV5_uc003fpy.2_Missense_Mutation_p.R449CNM_004454 NP_004445 P41161 ETV5_HUMAN ETS. 5ATGCCCCAGCGCCGAGCAACC0.542

+ 6 984ZNF595_uc003fzu.1_Intron|ZNF718_uc003fzt.3_Intron|ZNF595_uc011bus.1_Missense_Mutation_p.K44N|ZNF595_uc011but.1_Missense_Mutation_p.K44NNM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0AACACAAGAAAATTCATACTG0.378

+ 5 1197ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0AAACCCTACACATGTGAAGAA0.408

- 8 1056GAK_uc003gbn.3_Missense_Mutation_p.T207M|GAK_uc010ibk.1_Missense_Mutation_p.T180M|GAK_uc003gbl.3_Missense_Mutation_p.T150MNM_005255 NP_005246 O14976 GAK_HUMAN Protein kinase. 4GTGGAAGACCGTGTACTGCGT0.607

- 5 909PPP2R2C_uc003gjb.2_Missense_Mutation_p.S163F|PPP2R2C_uc011bwd.1_Missense_Mutation_p.S173F|PPP2R2C_uc011bwe.1_Missense_Mutation_p.S173F|PPP2R2C_uc003gja.2_Missense_Mutation_p.S180F|PPP2R2C_uc003gjd.1_Missense_Mutation_p.S268FNM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 3. 4ACTGTTGACGGAGATGGAGTT0.572

+ 15 2419MAN2B2_uc003gje.1_Missense_Mutation_p.R795W|MAN2B2_uc011bwf.1_Missense_Mutation_p.R744WNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2CATGCTCCACCGGCGGCTGTG0.647



- 7 842uc010ief.1_5'Flank|QDPR_uc003gpe.2_Missense_Mutation_p.R190Q|QDPR_uc003gpf.2_RNANM_000320 NP_000311 P09417 DHPR_HUMAN 1TGAGCTCGGTCGGTTTTTCCC0.458

- 3 416 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN LRR 1. 0AAAAAGTCCAGCAAAAGCATC0.388

+ 3 271ANAPC4_uc003grp.2_5'FlankNM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5TTTACTTCATCGACTGGCAAG0.348

- 9 1426 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANCytoplasmic (Probable). 2CCTCCAAGATCCTGTTCTGCA0.408 rs75184362

+ 12 2443ATP10D_uc003gxl.1_Missense_Mutation_p.G8VNM_020453 NP_065186 Q9P241 AT10D_HUMANCytoplasmic (Potential). 3GCTGCTTTGGGACCATTAACA0.502

- 4 2304 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3CTTGCATTTCCCTGGAATTGT0.468

+ 2 1090PDGFRA_uc003haa.2_IntronNM_133267 NP_573574 Q9BZM3 GSX2_HUMAN 0CAAGTGCGTCGGGAGCCAGGT0.612

- 15 2180ADAMTS3_uc003hgl.2_Missense_Mutation_p.V56MNM_014243 NP_055058 O15072 ATS3_HUMAN Spacer. 2GTCCCCTTCACGGTTCGGCAG0.433

+ 62 9831FRAS1_uc003hlc.1_Missense_Mutation_p.V133LNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCalx-beta 5.|Extracellular (Potential). 5TTTCTCACTAGTCCTTGGCCC0.488

- 8 748EMCN_uc011cel.1_Missense_Mutation_p.S177N|EMCN_uc011cem.1_IntronNM_016242 NP_057326 Q9ULC0 MUCEN_HUMANExtracellular (Potential). 0CAAAATAATACCTAAAAAGAA0.398

- 4 511EMCN_uc011cel.1_Missense_Mutation_p.T111I|EMCN_uc011cem.1_Missense_Mutation_p.T111INM_016242 NP_057326 Q9ULC0 MUCEN_HUMANThr-rich.|Extracellular (Potential). 0ATTTGGAAGTGTAACACTTGT0.363

+ 2 542CCRN4L_uc003ihk.1_Missense_Mutation_p.V117INM_012118 NP_036250 Q9UK39 NOCT_HUMAN 1ATGCAGGGCCGTCCTGCACAC0.557

+ 3 1382TLR2_uc003inr.2_Missense_Mutation_p.S388F|TLR2_uc003ins.2_Missense_Mutation_p.S388FNM_003264 NP_003255 O60603 TLR2_HUMANLRR 9.|Extracellular (Potential). 3GCCTGGCCCTCTCTACAAACT0.348

+ 7 1129FGB_uc003iob.3_Intron|FGB_uc010ipv.2_Missense_Mutation_p.E302K|FGB_uc010ipw.2_Intron|FGB_uc003ioc.3_Missense_Mutation_p.E145KNM_005141 NP_005132 P02675 FIBB_HUMANFibrinogen C-terminal. 3TGTACAGAATGAAGCCAACAA0.463

+ 17 2042RXFP1_uc011cja.1_Nonsense_Mutation_p.Q549*|RXFP1_uc010iqo.2_Nonsense_Mutation_p.Q606*|RXFP1_uc011cjb.1_Nonsense_Mutation_p.Q552*|RXFP1_uc010iqk.2_Nonsense_Mutation_p.Q522*|RXFP1_uc011cjc.1_Nonsense_Mutation_p.Q573*|RXFP1_uc011cjd.1_Nonsense_Mutation_p.Q573*|RXFP1_uc010iql.2_Nonsense_Mutation_p.Q498*|RXFP1_uc011cje.1_Nonsense_Mutation_p.Q681*|RXFP1_uc010iqm.2_Nonsense_Mutation_p.Q621*|RXFP1_uc011cjf.1_Nonsense_Mutation_p.Q523*|RXFP1_uc010iqn.2_Nonsense_Mutation_p.Q599*NM_021634 NP_067647 Q9HBX9 RXFP1_HUMANHelical; Name=7; (Potential). 0TTCACTGCTTCAGGTAGAAAT0.274

+ 5 2981ADAM29_uc003iud.2_Missense_Mutation_p.R771W|ADAM29_uc010irr.2_Missense_Mutation_p.R771W|ADAM29_uc011cki.1_Missense_Mutation_p.R771WNM_014269 NP_055084 Q9UKF5 ADA29_HUMANCytoplasmic (Potential).|4.|9 X 9 AA approximate repeats.16GAGTCAACCTCGGGTGATGCC0.577 rs144239698

- 10 1094NSUN2_uc003jdt.2_Missense_Mutation_p.L107F|NSUN2_uc011cmk.1_Missense_Mutation_p.L308F|NSUN2_uc003jdv.2_Missense_Mutation_p.L107FNM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1CAGCAAGCTCCAAAGCACCTG0.333

+ 19 2391TARS_uc011cob.1_Missense_Mutation_p.R687H|TARS_uc011coc.1_Missense_Mutation_p.R720H|TARS_uc003jhz.2_Missense_Mutation_p.R595H|TARS_uc011cod.1_Missense_Mutation_p.R578HNM_152295 NP_689508 P26639 SYTC_HUMAN 2CACGGGGAACGCACCATTTCT0.423

- 32 6402C5orf42_uc011coy.1_Splice_Site_p.Q557_splice|C5orf42_uc003jks.2_Splice_Site|C5orf42_uc011coz.1_Splice_Site_p.Q1132_splice|C5orf42_uc003jkr.1_Splice_Site_p.Q90_spliceNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7GATGTGCTTACCTGAACTAAT0.343

- 32 4252RICTOR_uc003jlo.2_Missense_Mutation_p.R1434W|RICTOR_uc010ivf.2_Missense_Mutation_p.R1125WNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10ACCATGGACCGCACTGAGGAA0.383

- 26 2587RICTOR_uc003jlo.2_Missense_Mutation_p.R855W|RICTOR_uc010ivf.2_Missense_Mutation_p.R570WNM_152756 NP_689969 Q6R327 RICTR_HUMAN 10ACAGGCTTCCGGTAAGTAGTA0.343 rs140964083

- 10 1543DAB2_uc003jlw.2_Missense_Mutation_p.G317SNM_001343 NP_001334 P98082 DAB2_HUMAN 3TCAACATCACCATTCAGGGGC0.483

- 1 774C5orf39_uc010ivj.1_RNA|LOC153684_uc003jng.2_5'Flank|LOC153684_uc003jni.2_5'FlankNM_001014279 NP_001014301 Q3ZCQ2 AX2R_HUMAN 0AAACCCGGGAGGTGGCGCCAC0.612

- 7 921POC5_uc010izu.2_Missense_Mutation_p.Q125K|POC5_uc003keg.3_Missense_Mutation_p.Q217KNM_001099271 NP_001092741 Q8NA72 POC5_HUMANCentrin-binding (CBR) 2. 1TTTTCCTTTTGCTTGCCTATG0.398

+ 2 8668 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9TAAACAATCTGTTCTTGTTTC0.398

+ 1 676 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAACAGGAGATGATATTGGAA0.358

+ 10 1749ATP6AP1L_uc003khw.2_Missense_Mutation_p.A142TNM_001017971 NP_001017971 Q52LC2 VAS1L_HUMAN 0CCAAGACTGCGCCTCCTCCTT0.547

- 3 786_787HAPLN1_uc003kin.2_Missense_Mutation_p.G239KNM_001884 NP_001875 P10915 HPLN1_HUMAN Link 1. p.G239E(1) 5ATCCCAAAATCCGTAGTTCCTG0.455 rs139074313

- 1 305LOC100129716_uc003kka.3_IntronNM_020801 NP_065852 Q96B67 ARRD3_HUMAN 2AGAATACACAGGGACATTGCT0.368

- 8 707TTC37_uc010jbf.1_Missense_Mutation_p.R98QNM_014639 NP_055454 Q6PGP7 TTC37_HUMAN 4TTGTTCCTGCCGTGTTTTTAT0.353

- 8 1290PCSK1_uc010jbi.1_IntronNM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2ATTCTCTGGTCGGTGTAATCT0.517

+ 4 838SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.S211F|SNCAIP_uc003ksx.1_Missense_Mutation_p.S258F|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Intron|SNCAIP_uc010jcx.1_Missense_Mutation_p.S211FNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2TGTGTTCTTTCTCCCGTGAAA0.483

- 3 564SEPT8_uc003kxs.1_Missense_Mutation_p.D109G|SEPT8_uc003kxu.2_Missense_Mutation_p.D109G|SEPT8_uc011cxi.1_Missense_Mutation_p.D109G|SEPT8_uc003kxv.2_Missense_Mutation_p.D109G|SEPT8_uc003kxt.2_Missense_Mutation_p.D49GNM_001098811 NP_001092281 Q92599 SEPT8_HUMAN 2ATTGATCTGATCCCCAAAGCC0.617

- 2 1479CTNNA1_uc003ldh.2_Intron|CTNNA1_uc011cyx.1_Intron|CTNNA1_uc011cyy.1_Intron|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_Intron|LRRTM2_uc010jez.2_Intron|LRRTM2_uc011cza.1_Missense_Mutation_p.S207N|CTNNA1_uc003ldl.2_5'FlankNM_015564 NP_056379 O43300 LRRT2_HUMANExtracellular (Potential).|LRRCT. 0GTGGTCAGGACTGTGGCATAG0.522

+ 12 1738CTNNA1_uc011cyx.1_Missense_Mutation_p.R445Q|CTNNA1_uc011cyy.1_Missense_Mutation_p.R425Q|CTNNA1_uc003ldi.2_Missense_Mutation_p.R246Q|CTNNA1_uc003ldj.2_Missense_Mutation_p.R548Q|CTNNA1_uc003ldl.2_Missense_Mutation_p.R178QNM_001903 NP_001894 P35221 CTNA1_HUMAN 11ATTCGAGGCCGGGCAGCCCGG0.522 rs143060269

+ 1 2396 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCytoplasmic (Potential). 5CTGCTCGGTGCCCGAGGGCCC0.667

+ 1 2915PCDHB9_uc003liw.1_5'FlankNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANCadherin 6.|Extracellular (Potential). 2TACCTGGTGACCAAGGTGGTG0.701

+ 1 2357PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGA4_uc003ljq.1_5'Flank|PCDHGB1_uc011daq.1_Missense_Mutation_p.C786Y|PCDHGA4_uc003ljp.1_5'FlankNM_018922 NP_061745 Q9Y5G3 PCDGD_HUMANCytoplasmic (Potential). 0ATGGTTGTATGTGCCAGTAAT0.403

+ 5 1271PPARGC1B_uc003lrb.1_Missense_Mutation_p.R410H|PPARGC1B_uc003lrd.2_Missense_Mutation_p.R371H|PPARGC1B_uc003lrf.2_Missense_Mutation_p.R389H|PPARGC1B_uc003lre.1_Missense_Mutation_p.R389HNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CCAAGCCTGCGCCCACTGCGG0.532

- 1 541 NM_000440 NP_000431 P16499 PDE6A_HUMAN GAF 1. 2ACATGGCCCACGATGCCCATG0.547

+ 19 2916WWC1_uc003lzv.2_Splice_Site_p.R941_splice|WWC1_uc011den.1_Splice_Site_p.R941_splice|WWC1_uc003lzw.2_Splice_Site_p.R740_splice|WWC1_uc010jjf.1_Splice_Site_p.R213_spliceNM_015238 NP_056053 Q8IX03 KIBRA_HUMAN 5CGTGTGCCGGGTAAGTGAGCG0.478

+ 5 1033 NM_003862 NP_003853 O76093 FGF18_HUMAN 0CCCCAAGACCCGGGAGAACCA0.617

- 6 799SNCB_uc003meq.2_Missense_Mutation_p.Y119F|SNCB_uc010jke.1_3'UTRNM_001001502 NP_001001502 Q16143 SYUB_HUMAN 1TGGGTCCTCATAACTCTCCCC0.612

- 7 799 HK3_uc003mez.2_5'FlankNM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7AACCTCACACGGCCTGACCCC0.582 rs147991837

- 3 265EXOC2_uc003mte.2_Missense_Mutation_p.C44F|EXOC2_uc011dho.1_IntronNM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7ATTATGTCCACAAATGGTCAA0.368

+ 3 354_355 NM_004271 NP_004262 O95711 LY86_HUMAN 0GCGGCTCTGCCCAAGTTTTCTT0.46

- 8 1545ATXN1_uc010jpi.2_Missense_Mutation_p.G192R|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4GCCTTGTGTCCCGGCGTCTGG0.378



+ 6 700CAP2_uc010jpk.1_RNA|CAP2_uc011dja.1_Missense_Mutation_p.G127C|CAP2_uc011djb.1_Intron|CAP2_uc011djc.1_Intron|CAP2_uc011djd.1_IntronNM_006366 NP_006357 P40123 CAP2_HUMAN 1TCCCAAACCTGGTCCTTATGT0.408

+ 15 1909KDM1B_uc003ncn.1_Missense_Mutation_p.E583K|KDM1B_uc003ncp.1_Missense_Mutation_p.E168K|KDM1B_uc003ncq.1_Missense_Mutation_p.R166KNM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1TGGCGTTCGAGAAGCAAGCAA0.398

- 1 313HIST1H3B_uc003nfs.1_5'FlankNM_003513 NP_003504 P04908 H2A1B_HUMAN 0ACGCCACCCTGCGCGATGGTC0.537

+ 5 1131BTN2A1_uc003nic.1_Missense_Mutation_p.E307K|BTN2A1_uc003nid.1_Missense_Mutation_p.E155K|BTN2A1_uc011dko.1_Missense_Mutation_p.E246K|BTN2A1_uc010jqk.1_Missense_Mutation_p.E67KNM_007049 NP_008980 Q7KYR7 BT2A1_HUMANCytoplasmic (Potential). 2AAAAGAGGAAGAACTTCAAGT0.229

+ 6 1300ZKSCAN3_uc010jrc.2_Missense_Mutation_p.R362G|ZKSCAN3_uc003nlf.3_Missense_Mutation_p.R214G|uc010jrd.2_5'FlankNM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN C2H2-type 2. 2CATTCATCAGAGAGTCCACAC0.488

+ 26 3702SKIV2L_uc011dou.1_Missense_Mutation_p.P947S|SKIV2L_uc011dov.1_Missense_Mutation_p.P912S|STK19_uc003nyt.2_5'Flank|STK19_uc011dow.1_5'Flank|STK19_uc011dox.1_5'Flank|STK19_uc003nyv.2_5'Flank|STK19_uc003nyw.2_5'FlankNM_006929 NP_008860 Q15477 SKIV2_HUMAN 4CACCCTGCGGCCTGAGGAGAT0.617

- 20 7337 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 16. 0GGGCCCACACGCTGGCCACCG0.627

- 11 1326WDR46_uc011dra.1_Missense_Mutation_p.G374RNM_005452 NP_005443 O15213 WDR46_HUMAN WD 6. 0TTGCCCTGCCCTGCCCAGATG0.637

+ 13 1530PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Intron|PHF1_uc010jux.2_Missense_Mutation_p.G232SNM_024165 NP_077084 O43189 PHF1_HUMAN 0GGGCAGCAGCGGCTACAACTT0.572

- 4 272 NM_138493 NP_612502 Q9P0B6 CF129_HUMAN Potential. 0TTCTCTTGCCGAAGAAACTTC0.542

- 8 3449ZNF318_uc003ouw.2_IntronNM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CATACCTTTTGCAGGAACAGT0.453

- 5 749 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN 11TGTTCCTGACGAATTTCATCA0.403

- 8 2450LCA5_uc003piy.2_Nonsense_Mutation_p.L672*NM_001122769 NP_001116241 Q86VQ0 LCA5_HUMAN 0TGCATGTTTTAATCGGTGCCT0.383

+ 5 644DOPEY1_uc011dyy.1_Missense_Mutation_p.L128F|DOPEY1_uc010kbl.1_Missense_Mutation_p.L128FNM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4TGCTCAGTTTGTATGAGATAT0.378

- 50 7800 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10CTGAGAGATGCAGCACTGGCT0.328

- 7 2535BACH2_uc003pnw.2_Missense_Mutation_p.R576W|BACH2_uc010kch.2_Missense_Mutation_p.R576WNM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6ATTTGGGGCCGCACTTGGTTG0.537

- 10 1260C6orf167_uc011eaf.1_Missense_Mutation_p.S332G|C6orf167_uc010kcn.1_Missense_Mutation_p.S106G|C6orf167_uc010kco.1_Missense_Mutation_p.S68G|C6orf167_uc003ppc.2_Missense_Mutation_p.S332GNM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0CTTCGGTCACTTGATTTTTCA0.343

- 6 782HACE1_uc010kcy.1_5'UTR|HACE1_uc010kcz.1_Missense_Mutation_p.H169YNM_020771 NP_065822 Q8IYU2 HACE1_HUMAN ANK 4. 7CAGGCAACATGCAGTGCTGTC0.458

- 5 2779 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN 3GAAGTCAGGCGAGGGGACCAC0.647

+ 4 684PPIL6_uc003ptg.3_5'Flank|PPIL6_uc010kdo.2_5'Flank|PPIL6_uc010kdp.2_5'Flank|PPIL6_uc003pth.1_5'FlankNM_003080 NP_003071 O60906 NSMA_HUMAN 0ACCCAGCACATCTACACTCTC0.512

+ 1 577 NM_175067 NP_778237 Q96RI8 TAAR6_HUMANExtracellular (Potential). 3TTGTCAGACCGTTGTAAATCA0.418

- 3 427ALDH8A1_uc003qex.2_Missense_Mutation_p.T125M|ALDH8A1_uc010kgh.2_Translation_Start_Site|ALDH8A1_uc011ecx.1_Missense_Mutation_p.T125MNM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4GCACTCTGACGTGTGGTGCAG0.592

- 1 303KIAA1244_uc003qhu.2_IntronNM_021635 NP_067648 Q9GZY1 PBOV1_HUMAN 0ATGGAATAATCAATGAACTCT0.284

- 3 614 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1GGTCTGTGGCCGTGGATCTCG0.522

+ 8 1713ESR1_uc010kin.2_Missense_Mutation_p.L448P|ESR1_uc010kio.2_Missense_Mutation_p.L450P|ESR1_uc010kip.2_Missense_Mutation_p.L447P|ESR1_uc003qon.3_Missense_Mutation_p.L448P|ESR1_uc003qoo.3_Missense_Mutation_p.L448P|ESR1_uc010kiq.2_Missense_Mutation_p.L46P|ESR1_uc010kir.2_Missense_Mutation_p.L187P|ESR1_uc011eet.1_Intron|ESR1_uc011eeu.1_RNA|ESR1_uc011eev.1_Intron|ESR1_uc011eew.1_Intron|ESR1_uc010kis.2_Missense_Mutation_p.L117P|ESR1_uc011eex.1_Intron|ESR1_uc010kit.1_3'UTR|ESR1_uc011eey.1_Missense_Mutation_p.L185PNM_001122742 NP_001116214 P03372 ESR1_HUMANSteroid-binding.|Interaction with AKAP13. 5TTTGTGTGCCTCAAATCTATT0.413

+ 2 1352_1353FAM120B_uc003qxo.1_Missense_Mutation_p.M415T|FAM120B_uc011ehd.1_IntronNM_032448 NP_115824 Q96EK7 F120B_HUMAN 1GAAGTTCCCATGTGTACAGGCC0.53

- 8 1898MICALL2_uc003skh.3_5'Flank|MICALL2_uc003ski.3_Missense_Mutation_p.P71LNM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1CCATCCTGCCGGCCCGTCCTC0.542 rs139452103

- 12 1978 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50CTCGTGCCCCTTGGCTGTCCT0.363

+ 4 953FOXK1_uc003sna.1_Missense_Mutation_p.V152M|FOXK1_uc003snb.1_3'UTRNM_001037165 NP_001032242 P85037 FOXK1_HUMAN Fork-head. 2GCAGCTGATCGTGCAGGCCAT0.627

- 11 1069CYTH3_uc011jws.1_Missense_Mutation_p.R237QNM_004227 NP_004218 O43739 CYH3_HUMAN PH. 0TACGGGTTTCCGGGGGTCCTC0.617

+ 5 584RAC1_uc003spw.2_Missense_Mutation_p.T134ANM_006908 NP_008839 P63000 RAC1_HUMANGTP (By similarity). 2CCTAGTGGGAACTAAACTTGA0.493

- 2 308AGR2_uc011jxy.1_Missense_Mutation_p.P41SNM_006408 NP_006399 O95994 AGR2_HUMAN 0AGGGTCTGGGGCAGTTTGGGT0.498

+ 8 1837CCDC129_uc011kad.1_Missense_Mutation_p.E292K|CCDC129_uc003tci.1_Intron|CCDC129_uc011kae.1_Missense_Mutation_p.E308K|CCDC129_uc003tck.1_Missense_Mutation_p.E190KNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0GGTGAAGGATGAAGTTTTTGT0.438

+ 14 4106CCDC129_uc011kad.1_Missense_Mutation_p.K1048R|CCDC129_uc003tci.1_Missense_Mutation_p.K889R|CCDC129_uc011kae.1_Intron|CCDC129_uc003tck.1_Missense_Mutation_p.K946RNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0GTTGGAGAAAAGGATGCAGAT0.443

+ 12 1288 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3TTTCTTCCCCGATTTTAAAAA0.358

+ 21 3159AEBP1_uc003tkc.3_Missense_Mutation_p.R527C|AEBP1_uc003tkd.2_Missense_Mutation_p.R202CNM_001129 NP_001120 Q8IUX7 AEBP1_HUMANInteraction with PTEN (By similarity).|Required for transcriptional repression (By similarity).0GGGTGAGTACCGCGTGACAGC0.557

+ 17 5082ABCA13_uc010kyr.2_Missense_Mutation_p.S1189NNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10GAACAAGTTAGTGTAAACCTA0.388

+ 6 953 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0CCGTAAGCGTCGGTTCCAGTT0.562

+ 6 969 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0CAGTTAGGCCGTTCCATGAAC0.572

+ 5 1200DTX2_uc011kgk.1_Missense_Mutation_p.R124H|DTX2_uc003ufg.3_Missense_Mutation_p.R215H|DTX2_uc003ufh.3_Missense_Mutation_p.R215H|DTX2_uc003ufj.3_Missense_Mutation_p.R215HNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2GGCCGCTACCGCCACTCCATG0.657

- 18 2795SEMA3C_uc011kgw.1_Missense_Mutation_p.R763GNM_006379 NP_006370 Q99985 SEM3C_HUMANArg/Lys-rich (basic). 1AACTGATTCCTCCTGTTTCTA0.403

- 14 2044KIAA1324L_uc003uif.1_Missense_Mutation_p.P380L|KIAA1324L_uc011kgz.1_Missense_Mutation_p.P506L|KIAA1324L_uc003uie.2_Missense_Mutation_p.P453LNM_001142749 NP_001136221 A8MWY0 K132L_HUMANExtracellular (Potential). 7TGGAGGGCAGGGGACACACGA0.522

+ 2 721SLC25A40_uc003uje.2_5'Flank|DBF4_uc003ujh.1_5'UTR|DBF4_uc003ujg.1_Intron|DBF4_uc011khf.1_5'UTRNM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN BRCT 1. 2GGATCTGGGAGGGGTAAGTGA0.343

- 6 952CYP51A1_uc011khn.1_Missense_Mutation_p.R159W|CYP51A1_uc003uln.3_Missense_Mutation_p.R201WNM_000786 NP_000777 Q16850 CP51A_HUMAN 0TTGATTTCCCGATGAGCTCTG0.348

- 6 661CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.G116S|CALCR_uc003umw.2_Missense_Mutation_p.G116SNM_001742 NP_001733 P30988 CALCR_HUMANExtracellular (Potential). 9AACCAAACACCTTTTTCATCA0.323

+ 47 3577COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9CTGTCTTTAAAGGGTCACCAT0.423 rs112557463

+ 14 2378ZAN_uc003uwk.2_Missense_Mutation_p.P738L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCACCCCC0.522



+ 3 302 MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27GAATGTATTTGAGTTGCAGCA0.448

+ 3 1291FBXL13_uc010liq.1_Intron|FBXL13_uc003vaq.2_Intron|FBXL13_uc010lir.1_Intron|FBXL13_uc003var.2_Intron|FBXL13_uc003vas.2_Intron|LRRC17_uc003vat.2_Missense_Mutation_p.S301NNM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN LRR 5. 1AACCTCAGCAGCAATGGCATT0.383

- 9 1138SLC26A5_uc003vbt.1_Missense_Mutation_p.T301I|SLC26A5_uc003vbu.1_Missense_Mutation_p.T301I|SLC26A5_uc003vbv.1_Missense_Mutation_p.T301I|SLC26A5_uc003vbw.2_RNA|SLC26A5_uc003vbx.2_Missense_Mutation_p.T301I|SLC26A5_uc003vby.2_RNA|SLC26A5_uc010liy.2_RNANM_198999 NP_945350 P58743 S26A5_HUMANHelical; Name=7; (Potential). 1TGAAATGCCAGTTCCCATTAC0.373

+ 14 2560_2561CFTR_uc011knq.1_Missense_Mutation_p.R216ENM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5TATATATTCAAGAAGGTTATCT0.416

- 18 2165RBM28_uc003vmo.2_Missense_Mutation_p.R226W|RBM28_uc011koj.1_Missense_Mutation_p.R543WNM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2CCTTTGTCCCGCAACCTGAAA0.493

+ 10 1019MEST_uc003vqc.2_Missense_Mutation_p.A259T|MEST_uc003vqd.2_Missense_Mutation_p.A225T|MEST_uc003vqf.2_Missense_Mutation_p.A259T|MEST_uc011kph.1_Missense_Mutation_p.A254T|MEST_uc010lmg.2_Missense_Mutation_p.A268TNM_002402 NP_002393 Q5EB52 MEST_HUMANHelical; (Potential). 2CTGGGTGGGAGCTCTTGCCTC0.408

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 1 654 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN Pro-rich. 0TGGGCGTCGGCCGCCTGGCTC0.562

+ 1 757 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMANGlu-rich.|Necessary for nucleolar localization and for targeting PPP1CA to the nucleolus.0GACACTCCCCGAAAGTGACTT0.338 rs151324588

+ 11 2788DLGAP2_uc003wpm.2_Missense_Mutation_p.M883INM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0GGAAGATGATGGAGTCCCCGG0.582

- 4 936PHYHIP_uc003xbj.3_Missense_Mutation_p.R81HNM_001099335 NP_001092805 Q92561 PHYIP_HUMANFibronectin type-III. 0GTACTCCGTGCGGGGGCTCAG0.637

- 8 603BIN3_uc003xck.2_Missense_Mutation_p.R121Q|BIN3_uc010ltw.2_Missense_Mutation_p.R115QNM_018688 NP_061158 Q9NQY0 BIN3_HUMAN BAR. 0AAAGTCCTCCCGCACAGGCCG0.617

+ 19 2039PTK2B_uc003xfo.1_Nonsense_Mutation_p.R411*|PTK2B_uc003xfp.1_Nonsense_Mutation_p.R411*|PTK2B_uc003xfq.1_Nonsense_Mutation_p.R411*|PTK2B_uc010luq.1_Nonsense_Mutation_p.R169*|PTK2B_uc003xfr.1_Nonsense_Mutation_p.R157*NM_173174 NP_775266 Q14289 FAK2_HUMAN 5CGAAACCCTGCGAAGGCCCGG0.582

- 10 1936RB1CC1_uc003xrf.3_Missense_Mutation_p.L460FNM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11TCAGCATGAAGCATTACAAAG0.358

+ 11 1217C8orf34_uc003xyb.2_Missense_Mutation_p.G365RNM_052958 NP_443190 Q49A92 CH034_HUMAN 1CAGTGGAGTAGGACACTCACT0.408

+ 2 934ZFHX4_uc003yat.1_Missense_Mutation_p.A183S|ZFHX4_uc003yau.1_Missense_Mutation_p.A183S|ZFHX4_uc003yaw.1_Missense_Mutation_p.A183SNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GTCTGCTTCTGCACCTATGTC0.488

- 1 755SNTB1_uc003ype.2_Missense_Mutation_p.V177MNM_021021 NP_066301 Q13884 SNTB1_HUMAN PH 1.|PDZ. 5AACGCCTGCACCGCCTCGTCG0.592

+ 16 2393PHF20L1_uc011lja.1_Missense_Mutation_p.E664KNM_016018 NP_057102 A8MW92 P20L1_HUMAN PHD-type. 2TGAGATGGATGAGGAGAATGG0.388

- 4 842SLC39A4_uc003zcm.1_5'Flank|SLC39A4_uc003zcn.2_5'Flank|SLC39A4_uc003zco.2_5'UTR|SLC39A4_uc003zcp.2_Missense_Mutation_p.A223TNM_130849 NP_570901 Q6P5W5 S39A4_HUMANExtracellular (Potential). 0CAGCTGCTGGCTCCCCTGTGC0.667

+ 11 2168uc003zde.1_5'Flank|PPP1R16A_uc003zdf.2_Missense_Mutation_p.P419S|GPT_uc011lli.1_5'Flank|GPT_uc011llj.1_5'Flank|GPT_uc003zdh.3_5'FlankNM_032902 NP_116291 Q96I34 PP16A_HUMAN 0AGGGGGCTCCCCAGTGCGGCA0.657

- 5 1126LRRC14_uc003zdk.1_5'Flank|LRRC14_uc003zdl.1_5'FlankNM_004260 NP_004251 O94761 RECQ4_HUMAN 4TGCCCGGCCCCGCACGTAGTG0.632

+ 15 2565VLDLR_uc003zhl.1_Missense_Mutation_p.P723Q|VLDLR_uc003zhm.1_RNA|VLDLR_uc003zhn.1_Missense_Mutation_p.P682QNM_003383 NP_003374 P98155 VLDLR_HUMANExtracellular (Potential).|EGF-like 3. 3CTGCCAGCACCACAGATTAAT0.403

- 3 1315GLIS3_uc003zhx.1_Missense_Mutation_p.R529H|GLIS3_uc003zic.1_Missense_Mutation_p.R529H|GLIS3_uc003zie.1_Missense_Mutation_p.R529H|GLIS3_uc010mhh.1_Missense_Mutation_p.R404H|GLIS3_uc003zid.1_Missense_Mutation_p.R307H|GLIS3_uc010mhi.1_Missense_Mutation_p.R336H|GLIS3_uc003zif.1_Missense_Mutation_p.R307H|GLIS3_uc003zig.1_Missense_Mutation_p.R373H|GLIS3_uc003zih.1_Missense_Mutation_p.R307H|GLIS3_uc003zhy.1_Missense_Mutation_p.R307H|GLIS3_uc003zhz.1_Missense_Mutation_p.R307H|GLIS3_uc003zib.1_Missense_Mutation_p.R373H|GLIS3_uc010mhg.1_Missense_Mutation_p.R307HNM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1CTCCCCTTTGCGCTGGTCGAT0.592

- 20 2177PTPRD_uc003zkp.2_Missense_Mutation_p.S489F|PTPRD_uc003zkq.2_Missense_Mutation_p.S489F|PTPRD_uc003zkr.2_Missense_Mutation_p.S483F|PTPRD_uc003zks.2_Missense_Mutation_p.S479F|PTPRD_uc003zkl.2_Missense_Mutation_p.S489F|PTPRD_uc003zkm.2_Missense_Mutation_p.S476F|PTPRD_uc003zkn.2_Missense_Mutation_p.S489F|PTPRD_uc003zko.2_Missense_Mutation_p.S486FNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 2.|Extracellular (Potential). 22GACTTTGACAGAATATGTTTT0.433

+ 27 5064ADAMTSL1_uc003znf.3_Nonsense_Mutation_p.S347*|ADAMTSL1_uc003zng.1_Nonsense_Mutation_p.S37*NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5ACCTTACCATCAGAGCAGTGC0.522

- 1 424SLC24A2_uc003zob.1_Missense_Mutation_p.P121QNM_020344 NP_065077 Q9UI40 NCKX2_HUMANExtracellular (Potential). 3GATGTCTTTCGGGTAGTCTCC0.423

- 1 2752 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26GTTGGTAAACGAAAATCAGAC0.478

+ 8 1661SUGT1P1_uc010mjq.1_Intron|NFX1_uc011lnw.1_Missense_Mutation_p.G534S|NFX1_uc003zso.2_Missense_Mutation_p.G534S|NFX1_uc003zsp.1_Missense_Mutation_p.G534S|NFX1_uc010mjr.1_Missense_Mutation_p.G534S|NFX1_uc003zsr.2_Missense_Mutation_p.G534SNM_002504 NP_002495 Q12986 NFX1_HUMAN 1ATGCTATTGCGGCAGCACCTC0.358

+ 6 1061KIAA1045_uc003zvr.2_Missense_Mutation_p.R295WNM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1AGTGAAGGAGCGGGAGCGAGC0.567

- 38 5395 NM_006289 NP_006280 Q9Y490 TLN1_HUMANInteraction with SYNM. 13CTGACTGCAGCGAGGGAAGCC0.537

- 9 2173 NM_001163 NP_001154 Q02410 APBA1_HUMAN PID. 1TTGAGCAGGTCACTATACTCC0.493

- 8 1156CDC14B_uc004awk.2_Missense_Mutation_p.R235K|CDC14B_uc004awl.2_RNA|CDC14B_uc004awi.2_Missense_Mutation_p.R198KNM_033331 NP_201588 O60729 CC14B_HUMAN B. 1ACTTTCAAGTCTGGCTCTTGA0.358

+ 15 2284SMC2_uc004bbu.1_Splice_Site_p.G666_splice|SMC2_uc004bbw.2_Splice_Site_p.G666_splice|SMC2_uc011lvl.1_Splice_Site_p.G666_splice|SMC2_uc004bbx.2_Splice_Site_p.G666_spliceNM_001042551 NP_001036016 O95347 SMC2_HUMAN 9TTGAGTGGAGGTAAGTTTTAT0.383

- 1 318 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1TCGGCCGCCTCGGGGCAGCGT0.652

- 13 4282TNC_uc010mvf.2_Missense_Mutation_p.S1307NNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 8. 7GGAACGCAGGCTGCCAGGAAC0.587

- 5 797LHX6_uc004blx.3_Nonsense_Mutation_p.Q259*|LHX6_uc004bly.3_Nonsense_Mutation_p.Q259*NM_014368 NP_055183 Q9UPM6 LHX6_HUMAN Homeobox. 0ACCTGCAGCTGTTCCGCGGTG0.602

- 1 300 NM_001004450 NP_001004450 Q8NGR6 OR1B1_HUMANHelical; Name=3; (Potential). 0AGAACTGAGCCAAGCAGCGGG0.517

+ 6 1325GTF3C5_uc010mzz.2_Missense_Mutation_p.G205S|GTF3C5_uc004ccj.3_Missense_Mutation_p.G330SNM_012087 NP_036219 Q9Y5Q8 TF3C5_HUMAN 0AATGAAACACGGTAAAAATTC0.403

- 3 234SURF1_uc004cdg.1_5'Flank|SURF2_uc004cdi.2_5'FlankNM_003172 NP_003163 Q15526 SURF1_HUMANHelical; (Potential). 2ACAGGGATGAGGAGCAGGACC0.577

+ 22 2471 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TCGTACACAGGGTGTCACGGG0.542

- 2 204DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Missense_Mutation_p.M1INM_004729 NP_004720 O96006 ZBED1_HUMAN 0TTTTATTCTCCATTGCTTCTC0.597

+ 2 352SYAP1_uc004cxo.2_Missense_Mutation_p.V87I|SYAP1_uc011miv.1_Missense_Mutation_p.V53INM_032796 NP_116185 Q96A49 SYAP1_HUMAN 1AAAGAAATCCGTAGAAGAAGG0.308

- 9 1325RBBP7_uc004cxs.1_Missense_Mutation_p.H367Y|RBBP7_uc004cxu.2_Missense_Mutation_p.H314YNM_002893 NP_002884 Q16576 RBBP7_HUMAN WD 6. 2GGAGACCAGTGGACCTAGTAA0.398

+ 9 2221ZFX_uc004dbe.2_3'UTR|ZFX_uc011mjv.1_Missense_Mutation_p.V694I|ZFX_uc010nfz.2_Missense_Mutation_p.V311INM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 8. 2CATAATTTCAGTTCACACGAA0.443

+ 1 1990 NM_001136234 NP_001129706 1CGGTGCAGTGCAGGCATCTTC0.617

+ 1 47 NM_004651 NP_004642 P51784 UBP11_HUMAN 3TTCCGTTTCCGGGACCAGAAT0.512

+ 20 3013BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.V1009M|TAF1_uc004dzv.3_Missense_Mutation_p.V162MNM_138923 NP_620278 P21675 TAF1_HUMAN 17GAAGAAGACAGTGACAGGAAC0.433



+ 8 1304_1305BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3CCCGACGACAGCAGTGATGATT0.554

- 17 4932ATRX_uc004ecq.3_Splice_Site_p.G1529_splice|ATRX_uc004eco.3_Splice_Site_p.G1352_spliceNM_000489 NP_000480 P46100 ATRX_HUMAN 30AACTGAACACCTAAAAATAACA0.351

- 5 572BTK_uc010nnn.2_Missense_Mutation_p.Q127K|BTK_uc010nno.2_Missense_Mutation_p.Q161K|BTK_uc004ehi.2_Missense_Mutation_p.Q127KNM_000061 NP_000052 Q06187 BTK_HUMAN PH. 6TTTTTGAGCTGGTGAATCCAC0.328

- 5 413COL4A6_uc004env.3_Missense_Mutation_p.G103C|COL4A6_uc011msn.1_Missense_Mutation_p.G103C|COL4A6_uc010npk.2_Missense_Mutation_p.G103CNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CCATTGATGCCAAGAAAGCCA0.433

+ 4 843MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CCTGAGAGTACTCAAAGTCCT0.502

- 9 1525IDS_uc011mxd.1_Nonsense_Mutation_p.R46*|IDS_uc011mxf.1_Nonsense_Mutation_p.R353*|IDS_uc011mxg.1_Nonsense_Mutation_p.R232*|IDS_uc010nsu.1_Nonsense_Mutation_p.R53*|IDS_uc004fcw.3_Nonsense_Mutation_p.R232*NM_000202 NP_000193 P22304 IDS_HUMAN 0TCACGGAATCGAAAATGCTTC0.542

- 6 976IDS_uc011mxf.1_Missense_Mutation_p.P170S|IDS_uc011mxg.1_Missense_Mutation_p.P49S|IDS_uc010nsu.1_Intron|IDS_uc004fcw.3_Missense_Mutation_p.P49S|IDS_uc011mxh.1_Missense_Mutation_p.P260S|IDS_uc011mxi.1_RNANM_000202 NP_000193 P22304 IDS_HUMAN 0GCCACAGGGGGTAGGCCATCA0.527

- 3 808TREX2_uc010nud.1_Nonsense_Mutation_p.S189*|TREX2_uc011myp.1_Nonsense_Mutation_p.S189*|HAUS7_uc004fhl.2_RNA|HAUS7_uc004fhm.2_RNANM_080701 NP_542432 Q9BQ50 TREX2_HUMAN 1GCCCTCGGCTGAGTGGGCTGC0.726

+ 3 553 NM_020061 NP_064445 P04000 OPSR_HUMANHelical; Name=4; (Potential). 0CGTGGGCATTGCCTTCTCCTG0.577

- 3 758 NM_006014 NP_006005 Q14657 LAGE3_HUMAN 0GGAAACGGGGGGCCCAAAGCG0.592

+ 8 2600ZFY_uc011nan.1_Missense_Mutation_p.R569Q|ZFY_uc010nwe.2_Missense_Mutation_p.R683QNM_003411 NP_003402 P08048 ZFY_HUMAN C2H2-type 12. 0GGCTTTAAACGGCACGTTATT0.413

- 4 334CPSF3L_uc009vjy.1_5'Flank|CPSF3L_uc001aef.1_Missense_Mutation_p.M98I|CPSF3L_uc009vjz.1_Missense_Mutation_p.M92I|CPSF3L_uc010nyj.1_Missense_Mutation_p.M63I|CPSF3L_uc001aeg.1_Intron|CPSF3L_uc001aeh.1_Intron|CPSF3L_uc001aei.1_Intron|CPSF3L_uc001aej.1_Intron|CPSF3L_uc001aek.1_Intron|CPSF3L_uc001aem.1_Missense_Mutation_p.M92I|CPSF3L_uc001ael.1_Missense_Mutation_p.M10I|CPSF3L_uc001aen.1_3'UTRNM_017871 NP_060341 Q5TA45 INT11_HUMAN 0TGGGGTGAGTCATGTAGATGG0.617

- 9 972GNB1_uc009vky.2_Nonsense_Mutation_p.R114*NM_002074 NP_002065 P62873 GBB1_HUMAN 0ATGCCTTCTCGCACATCCCAG0.567

- 15 1814PANK4_uc010nza.1_Missense_Mutation_p.S563FNM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3CTCGCTGTAGGAATCCACGAG0.617

- 2 376KIAA0562_uc010nzm.1_RNA|KIAA0562_uc001akz.2_Missense_Mutation_p.G6ENM_014704 NP_055519 O60308 CE104_HUMAN 0GACTACAAATCCAATCTTGTG0.483

- 5 719ACOT7_uc010nzq.1_Missense_Mutation_p.E73K|ACOT7_uc001amt.2_Missense_Mutation_p.E178K|ACOT7_uc001amu.2_RNA|ACOT7_uc001amv.2_RNA|ACOT7_uc001amq.2_Missense_Mutation_p.E137K|ACOT7_uc001amr.2_Missense_Mutation_p.E158KNM_181864 NP_863654 O00154 BACH_HUMAN 0CGGCCCTCCTCCTCCTGCTCC0.642

+ 2 481 NM_004285 NP_004276 O95479 G6PE_HUMANGlucose 1-dehydrogenase. 0TCTGACAGCCCCCAAGCAGGG0.572

+ 46 5180KIF1B_uc001aqw.3_Missense_Mutation_p.P1614S|KIF1B_uc001aqy.2_Missense_Mutation_p.P1634S|KIF1B_uc001aqz.2_Missense_Mutation_p.P1660S|KIF1B_uc001ara.2_Missense_Mutation_p.P1620S|KIF1B_uc001arb.2_Missense_Mutation_p.P1646SNM_015074 NP_055889 O60333 KIF1B_HUMAN 3GGCCTCTAGTCCCTGCCCAGA0.423

- 2 381CASP9_uc001awm.1_Missense_Mutation_p.A96T|CASP9_uc001awo.2_Missense_Mutation_p.A96T|CASP9_uc001awp.2_5'UTR|CASP9_uc009voi.2_Intron|CASP9_uc010obm.1_Missense_Mutation_p.A13T|CASP9_uc001awq.2_Missense_Mutation_p.A13TNM_001229 NP_001220 P55211 CASP9_HUMAN 2GACAACTTTGCTGCTTGCCTG0.532

+ 6 1310PINK1_uc001bdn.2_Missense_Mutation_p.D99NNM_032409 NP_115785 Q9BXM7 PINK1_HUMANProtein kinase.|Cytoplasmic (Potential). 3CTGGTACGTGGATCGGGGCGG0.627

- 23 3048USP48_uc001bfa.2_Intron|USP48_uc010odq.1_Missense_Mutation_p.R949Q|USP48_uc009vqc.2_Missense_Mutation_p.R871Q|USP48_uc001bfc.2_Intron|USP48_uc001bfd.1_Missense_Mutation_p.R62QNM_032236 NP_115612 Q86UV5 UBP48_HUMANUbiquitin-like. 2TTTTCTATGTCGCATACTTCG0.373

+ 15 2533SRRM1_uc010oel.1_Missense_Mutation_p.P782L|SRRM1_uc009vri.1_Missense_Mutation_p.P699LNM_005839 NP_005830 Q8IYB3 SRRM1_HUMAN Pro-rich. 3CCTCCATCCCCCGTCCAGTCT0.577

- 3 263SYF2_uc001bju.1_Intron|SYF2_uc010oeo.1_Missense_Mutation_p.A70TNM_015484 NP_056299 O95926 SYF2_HUMAN Potential. 0GCTTTTTTGGCTTCCCAATTT0.353

+ 8 872SEPN1_uc010oes.1_Missense_Mutation_p.G239RNM_020451 NP_065184 Q9NZV5 SELN_HUMAN 2TGCCCCTCAGGGAGCTGTGGC0.637

- 2 764 NM_021969 NP_068804 Q15466 NR0B2_HUMANLigand-binding (By similarity). 0CGGCCTTGGGCTGCTGGGCAC0.632

+ 4 1300YTHDF2_uc001brd.2_Missense_Mutation_p.P265L|YTHDF2_uc010ofx.1_Missense_Mutation_p.P218L|YTHDF2_uc001bre.2_Missense_Mutation_p.P218LNM_016258 NP_057342 Q9Y5A9 YTHD2_HUMAN 2CCGCCACCCCCGATAAAGCAT0.488

- 42 3111COL16A1_uc001btj.1_Missense_Mutation_p.G729S|COL16A1_uc001btl.3_Missense_Mutation_p.G900SNM_001856 NP_001847 Q07092 COGA1_HUMANTriple-helical region 4 (COL4) with 2 imperfections. 8CCAGGGGGGCCTGGTGGTCCG0.622

+ 4 446 NM_001099434 NP_001092904 A2VCK2 DCD2B_HUMANDoublecortin 2. 0CTGAAGCTGTCCCAGGCTGCC0.552

+ 6 1653KIAA1522_uc001bvu.1_Missense_Mutation_p.G565D|KIAA1522_uc010ohm.1_Missense_Mutation_p.G517D|KIAA1522_uc010ohn.1_IntronNM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0TTGTCTCCGGGTGGTTCCCGG0.677

- 9 1755YARS_uc001bvw.1_5'Flank|YARS_uc001bvx.1_5'UTRNM_003680 NP_003671 P54577 SYYC_HUMAN 2TCCCGGATTGGATCCAGCAAC0.498

+ 8 1881NCDN_uc001bzb.2_Missense_Mutation_p.A585V|NCDN_uc001bzc.2_Missense_Mutation_p.A568VNM_001014839 NP_001014839 Q9UBB6 NCDN_HUMAN 3TACCTTGCAGCTCTTCAGGGA0.597

- 9 1357MTF1_uc009vvj.1_Missense_Mutation_p.D97NNM_005955 NP_005946 Q14872 MTF1_HUMAN 2GGCGGAACATCACTGACTGAC0.458

- 2 302RRAGC_uc010oim.1_Intron|RRAGC_uc001ccr.2_Missense_Mutation_p.E16KNM_022157 NP_071440 Q9HB90 RRAGC_HUMAN 1TTGGTACTTTCCAAAAAGAGG0.343

+ 29 12558MACF1_uc010ois.1_Missense_Mutation_p.P3641S|MACF1_uc001cda.1_Missense_Mutation_p.P3528S|MACF1_uc001cdc.1_Missense_Mutation_p.P2598SNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16GGAACAGATACCCCAGTTTCA0.478

- 5 582TRIT1_uc001cec.3_RNA|TRIT1_uc001ced.3_5'UTR|TRIT1_uc001cee.3_RNA|TRIT1_uc001cef.3_RNA|TRIT1_uc001ceg.3_5'UTR|TRIT1_uc001ceh.3_5'UTR|TRIT1_uc009vvv.2_Nonsense_Mutation_p.Q49*|TRIT1_uc001cei.3_5'UTR|TRIT1_uc001ceq.2_5'UTR|TRIT1_uc001cek.2_Intron|TRIT1_uc009vvx.2_Intron|TRIT1_uc001cel.2_Intron|TRIT1_uc001cem.2_Nonsense_Mutation_p.Q110*|TRIT1_uc001cen.2_5'UTR|TRIT1_uc001ceo.2_5'UTR|TRIT1_uc001cep.2_IntronNM_017646 NP_060116 Q9H3H1 MOD5_HUMAN 1TCAAAAACTTGCAAGCTCCTA0.408

- 8 7217HIVEP3_uc001cha.3_Missense_Mutation_p.E2002K|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6GCCTGTGGTTCTCGGGCCGGG0.632

- 8 935FOXJ3_uc001chf.2_Missense_Mutation_p.T208I|FOXJ3_uc001chg.2_Missense_Mutation_p.T208I|FOXJ3_uc001chh.1_IntronNM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2TACTTTGTTAGTCACAGTGTT0.328

+ 3 216 PPIH_uc009vwl.2_5'UTRNM_006347 NP_006338 O43447 PPIH_HUMANPPIase cyclophilin-type. 0TTCTGCACCGGAGAATTCAGG0.483

+ 9 1215MAST2_uc001cow.2_Missense_Mutation_p.S311N|MAST2_uc001coy.1_Missense_Mutation_p.S19N|MAST2_uc001coz.1_Missense_Mutation_p.S196N|MAST2_uc009vya.2_Missense_Mutation_p.S233N|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11TCCTTTGACAGTGAAATAATA0.408

- 4 1515TAL1_uc009vyq.2_Missense_Mutation_p.R70W|TAL1_uc001cqy.2_Missense_Mutation_p.T313MNM_003189 NP_003180 P17542 TAL1_HUMAN 1GCTGCGGGCCGTGTGTTTGGG0.687

- 16 2146NRD1_uc009vzb.2_Splice_Site_p.R303_splice|NRD1_uc001ctd.3_Splice_Site_p.R540_splice|NRD1_uc001cte.2_Splice_Site_p.R476_splice|NRD1_uc001ctf.2_Splice_Site_p.R540_splice|NRD1_uc010ong.1_Splice_SiteNM_002525 NP_002516 O43847 NRDC_HUMAN 0TTCAAAAATTCTGTGAAGGAG0.214

- 17 2667ORC1L_uc010oni.1_Missense_Mutation_p.M811I|ORC1L_uc001ctu.2_Missense_Mutation_p.M816I|ORC1L_uc009vzd.2_Missense_Mutation_p.M570INM_004153 NP_004144 Q13415 ORC1_HUMANNecessary and sufficient for ORC complex assembly. 0TGGTCTCTGACATGGTGGGGT0.537

- 2 722ZCCHC11_uc001cty.2_Missense_Mutation_p.G163E|ZCCHC11_uc001ctz.2_Missense_Mutation_p.G163E|ZCCHC11_uc009vze.1_Missense_Mutation_p.G163E|ZCCHC11_uc009vzf.1_Intron|ZCCHC11_uc001cub.2_Missense_Mutation_p.G163E|ZCCHC11_uc001cuc.2_RNA|ZCCHC11_uc001cud.2_Missense_Mutation_p.G163ENM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3TAAACTGGGTCCCTTTTCTGC0.373

+ 4 1146 NM_000098 NP_000089 P23786 CPT2_HUMANMitochondrial matrix (By similarity). 0CAATGCGTATCCCCTGGATAT0.493

- 6 692YIPF1_uc001cvv.2_RNA|YIPF1_uc001cvw.2_RNA|YIPF1_uc001cvx.2_RNA|YIPF1_uc001cvy.2_RNANM_018982 NP_061855 Q9Y548 YIPF1_HUMANCytoplasmic (Potential). 2CCATAGAGATCTGGATTGCTG0.403

+ 9 1226C1orf177_uc001cya.3_Missense_Mutation_p.D391GNM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0CTGGCCCGGGACATGCTCATG0.602

- 46 5449 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13TACCGCCTGTCCTTAATGAAG0.517



- 10 1619C8B_uc010oon.1_Missense_Mutation_p.G456R|C8B_uc010ooo.1_Missense_Mutation_p.G466RNM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4AAAGTGGTACCTTTCAGGACA0.537

- 2 544DAB1_uc001cyt.1_Intron|OMA1_uc001cyx.1_Missense_Mutation_p.M152I|OMA1_uc009vzz.2_Missense_Mutation_p.M152INM_145243 NP_660286 Q96E52 OMA1_HUMAN 1GTTTAAGAATCATCAACAAGA0.343

+ 4 517ATG4C_uc001dau.2_Missense_Mutation_p.L119FNM_178221 NP_835739 Q96DT6 ATG4C_HUMAN 1TGGCCAGATGCTCTTGGCTCA0.388

+ 3 472ALG6_uc001daz.2_Splice_Site|ALG6_uc009waj.2_Splice_SiteNM_013339 NP_037471 Q9Y672 ALG6_HUMAN 0TCAAACAATGGTATGATAATT0.328

- 12 1991uc001dgh.2_Intron|C1orf173_uc001dgi.3_Missense_Mutation_p.S385FNM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5ACTGTCACTAGAATAAGGGTG0.423

+ 10 1659LHX8_uc001dgq.2_Missense_Mutation_p.A271VNM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3TATTTTGTAGCTCATTCACCA0.358

- 16 1331SLC44A5_uc001dgt.2_Missense_Mutation_p.A396V|SLC44A5_uc001dgs.2_Missense_Mutation_p.A354V|SLC44A5_uc001dgr.2_Missense_Mutation_p.A354V|SLC44A5_uc010oqz.1_Missense_Mutation_p.A435V|SLC44A5_uc010ora.1_Missense_Mutation_p.A390V|SLC44A5_uc010orb.1_Missense_Mutation_p.A266VNM_152697 NP_689910 Q8NCS7 CTL5_HUMANCytoplasmic (Potential). 4CCCCGATGTCGCCAAGAAACT0.393 rs148437935

+ 6 677LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.A166T|LPHN2_uc001div.2_Missense_Mutation_p.A166T|LPHN2_uc009wcd.2_Missense_Mutation_p.A166TNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential).|Olfactomedin-like. 9CCCTCTTCAGGCTGCAGATAA0.418

- 4 3579ZNF644_uc001dnv.2_Intron|ZNF644_uc001dnx.2_IntronNM_201269 NP_958357 Q9H582 ZN644_HUMAN 3GAAATTCAGCCCTTCTTCTTC0.363

+ 12 1525CDC7_uc001dof.2_Missense_Mutation_p.P454S|CDC7_uc010osw.1_Missense_Mutation_p.P426S|CDC7_uc009wdc.2_Missense_Mutation_p.P454S|CDC7_uc009wdd.2_Missense_Mutation_p.P97SNM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5CAAAGAAGTTCCAGCACAAGA0.353

- 7 1302TGFBR3_uc009wde.2_Missense_Mutation_p.V57A|TGFBR3_uc010osy.1_Missense_Mutation_p.V237A|TGFBR3_uc001doi.2_Missense_Mutation_p.V279A|TGFBR3_uc001doj.2_Missense_Mutation_p.V279ANM_003243 NP_003234 Q03167 TGBR3_HUMANExtracellular (Potential). 3CACCCAGTTGACAGACTTTTT0.353

- 5 786BCAR3_uc001dqa.2_Missense_Mutation_p.D171N|BCAR3_uc001dqb.2_Missense_Mutation_p.D171N|BCAR3_uc001dpy.2_Missense_Mutation_p.D80N|uc009wdn.2_5'FlankNM_003567 NP_003558 O75815 BCAR3_HUMAN SH2. 3AAGTCACCATCTCGCTGCACA0.483

+ 4 546RTCD1_uc010ouh.1_Missense_Mutation_p.V110I|RTCD1_uc001dtd.2_Missense_Mutation_p.V123INM_003729 NP_003720 O00442 RTC1_HUMAN 0AATGCCGTGTGTTCTCTTTGC0.418

- 61 4838COL11A1_uc001duk.2_Missense_Mutation_p.G703D|COL11A1_uc001dum.2_Missense_Mutation_p.G1519D|COL11A1_uc001dun.2_Missense_Mutation_p.G1468D|COL11A1_uc009weh.2_Missense_Mutation_p.G1391DNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12GCCTTGAGGACCCTACAAAAT0.338

- 12 1938PHTF1_uc001edn.2_Missense_Mutation_p.L496F|PHTF1_uc001edm.2_Missense_Mutation_p.L253F|PHTF1_uc001edo.1_Missense_Mutation_p.L253FNM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1TCACGGAAAAGTCGATGTAAG0.403

- 1 94VTCN1_uc001ehc.2_5'UTR|VTCN1_uc009whf.1_Missense_Mutation_p.L8FNM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN 0CTCCAGAAGAGGATCTGCCCC0.557

- 2 177WARS2_uc010oxf.1_5'UTR|WARS2_uc001ehm.2_Missense_Mutation_p.G50D|WARS2_uc010oxg.1_Missense_Mutation_p.G50D|WARS2_uc010oxh.1_Missense_Mutation_p.G50D|WARS2_uc010oxi.1_5'UTRNM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0CAGGTAATTGCCCAGGTGGAG0.453

+ 8 872NBPF10_uc001emp.3_Intron|ITGA10_uc010oyv.1_Missense_Mutation_p.E135K|ITGA10_uc009wiw.2_Missense_Mutation_p.E123K|ITGA10_uc010oyw.1_Missense_Mutation_p.E211KNM_003637 NP_003628 O75578 ITA10_HUMANVWFA.|Extracellular (Potential). 8GGGCCGACCCGAGGCTGCCAG0.502

- 7 786ARNT_uc001evs.1_Missense_Mutation_p.P200S|ARNT_uc009wmb.1_Missense_Mutation_p.P206S|ARNT_uc009wmc.1_Missense_Mutation_p.P215S|ARNT_uc009wmd.1_Missense_Mutation_p.P200S|ARNT_uc009wme.1_Missense_Mutation_p.P215S|ARNT_uc010pcl.1_Missense_Mutation_p.P199SNM_001668 NP_001659 P27540 ARNT_HUMAN PAS 1. 9ACATCATCTGGGTGCACCTGA0.473

- 4 1150CELF3_uc010pdh.1_5'Flank|CELF3_uc001eyr.2_Missense_Mutation_p.G118E|CELF3_uc009wmy.2_Missense_Mutation_p.G119E|CELF3_uc009wmx.1_Missense_Mutation_p.G119E|CELF3_uc001eyt.2_Missense_Mutation_p.G42E|CELF3_uc010pdi.1_Missense_Mutation_p.G119E|C1orf230_uc001eyu.2_5'FlankNM_007185 NP_009116 Q5SZQ8 CELF3_HUMAN RRM 2. 2GTCGATGGTCCCGAAGGGCTC0.617

- 4 687 THEM4_uc001ezk.1_RNANM_053055 NP_444283 Q5T1C6 THEM4_HUMAN 0CCCCCAGCCATCATTGCACAC0.373

- 2 196SPRR2D_uc009wnz.2_RNANM_006945 NP_008876 P22532 SPR2D_HUMAN3.|3 X 9 AA tandem repeats of P-K-C-P-[EQ]- P-C-P-[PS].0TGCTGAGGTGGGCAGGGCTGT0.602

+ 23 2919UBAP2L_uc009wot.2_Missense_Mutation_p.P918S|UBAP2L_uc010pek.1_Missense_Mutation_p.P910S|UBAP2L_uc010pel.1_Missense_Mutation_p.P928S|UBAP2L_uc010pen.1_Missense_Mutation_p.P832S|UBAP2L_uc001feq.2_Missense_Mutation_p.P114S|UBAP2L_uc001fer.2_Missense_Mutation_p.P114SNM_014847 NP_055662 Q14157 UBP2L_HUMAN 2TACAGGGGTCCCGGGCCTCCC0.587

+ 5 593AQP10_uc001fev.2_Missense_Mutation_p.V185I|ATP8B2_uc001few.2_5'FlankNM_080429 NP_536354 Q96PS8 AQP10_HUMANCytoplasmic (Potential). 1GAACAAGGGAGTCCCTGCGGG0.617

- 8 2340KCNN3_uc001ffo.2_Missense_Mutation_p.L371FNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN 1TCGGCGATGAGCAGCGGCAGG0.632

+ 1 173RAG1AP1_uc010pey.1_RNA|RAG1AP1_uc001fhk.3_Missense_Mutation_p.R11H|RAG1AP1_uc001fhl.3_Missense_Mutation_p.A25TNM_018845 NP_061333 Q9BRV3 SWET1_HUMAN MtN3/slv 1. 0CATGTTCTCCGCCGGCCTGTG0.637

- 23 8566RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Nonsense_Mutation_p.R2691*NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11AGTTTATCTCGGTTAATGTGA0.502

- 10 6742RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Missense_Mutation_p.L2083FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11TAACCAGAAAGGGGTTTGACA0.413

- 3 684GON4L_uc001fly.1_Missense_Mutation_p.R196K|GON4L_uc009wrh.1_Missense_Mutation_p.R196K|GON4L_uc001fma.1_Missense_Mutation_p.R196K|GON4L_uc001fmc.2_Missense_Mutation_p.R196K|GON4L_uc001fmd.3_Missense_Mutation_p.R196K|GON4L_uc009wri.2_5'UTR|GON4L_uc001fme.2_Missense_Mutation_p.R24KNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3GGTTGATTTCCTGGGCTGGCT0.478

- 13 2176SMG5_uc009wrv.2_Missense_Mutation_p.A161VNM_015327 NP_056142 Q9UPR3 SMG5_HUMAN 5ACACACCTGCGCACACACGAT0.607

- 5 756FCRL3_uc001fqx.3_RNA|FCRL3_uc001fqy.3_RNA|FCRL3_uc001fqz.3_Missense_Mutation_p.S155Y|FCRL3_uc009wsn.2_RNA|FCRL3_uc009wso.2_RNA|FCRL3_uc001fra.2_5'UTR|FCRL3_uc001frc.1_Missense_Mutation_p.S155YNM_052939 NP_443171 Q96P31 FCRL3_HUMANIg-like C2-type 2.|Extracellular (Potential). 4ATTATCCCTGGAGACTGAATT0.333

+ 2 886DARC_uc001ftp.3_Missense_Mutation_p.A218TNM_002036 NP_002027 Q16570 DUFFY_HUMANHelical; Name=5; (Potential). 2AGCCTGTCTTGCCATCTTTGT0.567

- 1 1219 NM_145167 NP_660150 Q9H3S5 PIGM_HUMANHelical; (Potential). 3CACAAAAATGGACGTATGAAG0.443

+ 2 478 NM_004983 NP_004974 Q92806 IRK9_HUMANHelical; Name=M1; (By similarity). 2GGCGCCATCTGGTGGCTGATC0.662

+ 9 1632VANGL2_uc001fwc.1_Missense_Mutation_p.G445RNM_020335 NP_065068 Q9ULK5 VANG2_HUMANCytoplasmic (Potential). 1CTTGGCGGCTGGACCTACCAT0.547

- 4 369ITLN2_uc009wts.2_Missense_Mutation_p.G103E|ITLN2_uc010pju.1_Missense_Mutation_p.G21ENM_080878 NP_543154 Q8WWU7 ITLN2_HUMANFibrinogen C-terminal. 1CGTGCACTTCCCACGCATGTC0.582

+ 4 1199KLHDC9_uc001fxq.2_Missense_Mutation_p.V105I|KLHDC9_uc001fxs.2_3'UTRNM_152366 NP_689579 Q8NEP7 KLDC9_HUMAN Kelch 3. 0CAGTCCACAGGTTTGCATCCT0.478

- 5 845ALDH9A1_uc010pky.1_Missense_Mutation_p.P153L|ALDH9A1_uc010pkz.1_Missense_Mutation_p.P237L|ALDH9A1_uc010pla.1_Missense_Mutation_p.P153LNM_000696 NP_000687 P49189 AL9A1_HUMAN 0GGCCACATCGGGATGCTGACA0.532

+ 2 139POGK_uc010ple.1_5'UTR|POGK_uc010plf.1_5'UTRNM_017542 NP_060012 Q9P215 POGK_HUMAN 1CACAGCCTACCCTCTCAATTT0.527

- 21 6084 NM_000130 NP_000121 P12259 FA5_HUMAN F5/8 type C 1. 6GTGTTTGGCACCTTGGGTCTG0.458

- 18 5836 NM_000130 NP_000121 P12259 FA5_HUMANF5/8 type A 3.|Plastocyanin-like 6. 6GAAATGGCGTTTGCATCCCTG0.403

+ 3 256FMO3_uc001ghh.2_Missense_Mutation_p.E49K|FMO3_uc010pmb.1_Missense_Mutation_p.E29K|FMO3_uc010pmc.1_Intron|MIR1295_hsa-mir-1295|MI0006357_5'FlankNM_001002294 NP_001002294 P31513 FMO3_HUMAN 1CCATGCAGAGGAGGGCAGGGC0.408

+ 6 863FMO2_uc010pmd.1_Missense_Mutation_p.R29QNM_001460 NP_001451 Q99518 FMO2_HUMAN 1GTACTGCCACGAACAGCTGTA0.453 rs147029269

+ 18 2589C1orf9_uc010pmm.1_Missense_Mutation_p.G758E|C1orf9_uc009wwd.2_Missense_Mutation_p.G714E|C1orf9_uc010pmn.1_Intron|C1orf9_uc010pmo.1_RNANM_014283 NP_055098 Q9UBS9 OSPT_HUMAN 2TATGAGGCAGGACATATACCA0.378

- 23 3170SLC9A11_uc009wwe.2_Missense_Mutation_p.S474NNM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2AGGAGATAAACTATGCAACTG0.388

+ 9 1521RASAL2_uc001glq.2_Nonsense_Mutation_p.Q614*|RASAL2_uc009wxc.2_5'UTRNM_004841 NP_004832 Q9UJF2 NGAP_HUMAN Ras-GAP. 5CCGTGGCAAGCAAGACATCAG0.463

+ 5 856CACNA1E_uc009wxr.2_Missense_Mutation_p.A138S|CACNA1E_uc009wxs.2_Missense_Mutation_p.A138SNM_000721 NP_000712 Q15878 CAC1E_HUMANI.|Helical; Name=S5 of repeat I. 6GCTCTTCTTTGCCATCCTGAT0.458



- 1 742RNASEL_uc009wxz.1_Missense_Mutation_p.G192E|RNASEL_uc001gpk.2_Missense_Mutation_p.G192E|RNASEL_uc009wya.1_Missense_Mutation_p.G192ENM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 5. 5TACATCTGCCCCCATCTCATC0.517

- 6 795NMNAT2_uc001gqb.1_Missense_Mutation_p.G149R|NMNAT2_uc001gqd.2_Missense_Mutation_p.G49RNM_015039 NP_055854 Q9BZQ4 NMNA2_HUMAN 1CCCACCTTCCCCAAGATCTTG0.582

+ 5 918RNF2_uc001grd.1_Missense_Mutation_p.V157I|RNF2_uc001gre.1_IntronNM_007212 NP_009143 Q99496 RING2_HUMAN 1AATTGAATTAGTATTCAGGCC0.383

+ 7 1460PRG4_uc001grt.3_Missense_Mutation_p.T429I|PRG4_uc009wyl.2_Missense_Mutation_p.T377I|PRG4_uc009wym.2_Missense_Mutation_p.T336I|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN16; approximate.|59 X 8 AA repeats of K-X-P-X-P-T-T-X.1CCTGCACCCACCACCAAGGAG0.662

+ 6 871CFHR4_uc009wyy.2_Missense_Mutation_p.P514S|CFHR4_uc001gtp.2_Missense_Mutation_p.P515SNM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 5. 3GCTTTCAGATCCATGTATAAT0.259

+ 1 172 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN 2TGGGTATCCACTGTTGGGGGA0.343

+ 8 2936CRB1_uc010poz.1_Missense_Mutation_p.P910L|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.P822L|CRB1_uc010ppb.1_Intron|CRB1_uc010ppd.1_Missense_Mutation_p.P415L|CRB1_uc001gub.1_Missense_Mutation_p.P583LNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|EGF-like 14. 9AGCCCGTGTCCTCACGGAGCC0.527

+ 12 4241CRB1_uc010poz.1_Missense_Mutation_p.T1345S|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.T1257S|CRB1_uc010ppb.1_Missense_Mutation_p.T833S|CRB1_uc010ppd.1_Missense_Mutation_p.T850SNM_201253 NP_957705 P82279 CRUM1_HUMANCytoplasmic (Potential). 9TCTGTTGTCACCTCCAACAAA0.527

- 23 3954KDM5B_uc009xag.2_Missense_Mutation_p.D1316N|KDM5B_uc001gyg.1_Missense_Mutation_p.D1122NNM_006618 NP_006609 Q9UGL1 KDM5B_HUMAN 5CCCACTCGATCTTGCACAAAT0.473

- 5 2529 NM_001973 NP_001964 P28324 ELK4_HUMAN 0TTCTGTAGGTCTGGGGAAAAT0.453

- 4 754FCAMR_uc001hfb.2_Missense_Mutation_p.A85V|FCAMR_uc009xca.1_Missense_Mutation_p.A85V|FCAMR_uc001hfc.2_Missense_Mutation_p.A60VNM_001122980 NP_001116452 Q8WWV6 FCAMR_HUMANExtracellular (Potential). 1TGTTCCCATGGCCCGGAGATG0.597

- 5 753IRF6_uc010psm.1_Missense_Mutation_p.P69S|IRF6_uc009xct.1_Missense_Mutation_p.P164SNM_006147 NP_006138 O14896 IRF6_HUMAN 2TTCAGGAAGGGGAAGGTGTCC0.498

+ 4 392TRAF5_uc001hii.2_Missense_Mutation_p.S111N|TRAF5_uc010psx.1_Missense_Mutation_p.S111N|TRAF5_uc010psy.1_Missense_Mutation_p.S111N|TRAF5_uc001hij.2_Missense_Mutation_p.S111NNM_004619 NP_004610 O00463 TRAF5_HUMAN 5GTATATTGCAGCAATGCTCCT0.373 rs143951452

- 13 2750PTPN14_uc010pty.1_Missense_Mutation_p.E728KNM_005401 NP_005392 Q15678 PTN14_HUMAN 5ACAGGTCTCTCCTTCACAGGC0.547

- 30 6398 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 6. 26AGCACTGGCAGAGGGCATGCG0.433

- 21 4796USH2A_uc001hkv.2_Missense_Mutation_p.L1470PNM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential). 26AGGTGGCCTCAGTTGTGCTGG0.383

- 33 3859RAB3GAP2_uc001hmf.2_RNA|RAB3GAP2_uc001hmg.2_Missense_Mutation_p.T812I|RAB3GAP2_uc001hmh.2_Missense_Mutation_p.T176INM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1TTTGACCTTTGTGGCTGAATG0.443

- 2 1997ITPKB_uc001hqh.2_Missense_Mutation_p.D553NNM_002221 NP_002212 P27987 IP3KB_HUMAN 5AAAGGCTTGTCCGGATCTTGG0.607

+ 4 821ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1GACGAATGTGGCAAAGTTTTT0.333 rs145397350

+ 4 938ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1CAACTAACTAGCCATAAGAAA0.363

+ 3 1124SNAP47_uc001hqz.2_Missense_Mutation_p.P192L|SNAP47_uc001hra.2_5'UTR|SNAP47_uc001hrd.2_Missense_Mutation_p.P237L|SNAP47_uc001hre.2_5'UTR|SNAP47_uc001hrg.1_Missense_Mutation_p.P192LNM_053052 NP_444280 Q5SQN1 SNP47_HUMAN 1GAAACAAAGCCCAGGGAAGAT0.458

- 1 386 NM_003493 NP_003484 Q16695 H31T_HUMAN 0GCGGATACGGCGTGCCAGCTG0.602

- 23 6543LYST_uc009xgb.1_RNA|LYST_uc010pxs.1_RNANM_000081 NP_000072 Q99698 LYST_HUMAN 12ACCCAAACTTCCAGTCAGTTT0.418

+ 1 454MTR_uc010pxv.1_RNA|MTR_uc010pxw.1_5'UTR|MTR_uc010pxx.1_Missense_Mutation_p.P11S|MTR_uc010pxy.1_Missense_Mutation_p.P11SNM_000254 NP_000245 Q99707 METH_HUMAN 3CCTGTCGCAACCCGGTAACGC0.627

+ 1 421OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANHelical; Name=3; (Potential). 3TTTAGCAGTTGCAGAAGGGCT0.313

- 22 3273FRMD4A_uc009xjf.1_Missense_Mutation_p.T974INM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN Ser-rich. 3GGGCATCCTGGTGACCCTGCT0.667

- 6 880RSU1_uc001iol.2_Missense_Mutation_p.T193I|RSU1_uc001iom.2_Missense_Mutation_p.T140I|RSU1_uc001ion.2_Missense_Mutation_p.T193INM_152724 NP_689937 Q15404 RSU1_HUMAN LRR 7. 1GGGCAGAACGGTGAGGCGGTT0.468

- 40 6140 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 14. 19GCACACGTTCGGTGAGATTCA0.448

+ 3 364 NM_012228 NP_036360 Q9Y3D2 MSRB2_HUMAN 0TAACAAGGAAGCAGGAATGTA0.433

+ 2 563KIAA1217_uc001irs.2_5'UTR|KIAA1217_uc001irt.3_Missense_Mutation_p.G54C|KIAA1217_uc010qcy.1_Missense_Mutation_p.G54C|KIAA1217_uc010qcz.1_Missense_Mutation_p.G54CNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7AAACAGTCGTGGTTCAGTTTC0.483

+ 11 2688KIAA1217_uc001irs.2_Missense_Mutation_p.G682E|KIAA1217_uc001irt.3_Missense_Mutation_p.G727E|KIAA1217_uc010qcy.1_Missense_Mutation_p.G727E|KIAA1217_uc010qcz.1_Missense_Mutation_p.G727E|KIAA1217_uc001irv.1_Missense_Mutation_p.G577E|KIAA1217_uc010qda.1_Intron|KIAA1217_uc001irw.2_Missense_Mutation_p.G445E|KIAA1217_uc001irz.2_Missense_Mutation_p.G445E|KIAA1217_uc001irx.2_Missense_Mutation_p.G445E|KIAA1217_uc001iry.2_Missense_Mutation_p.G445ENM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7CGTCAAGTGGGAGAGGCTGTA0.517

+ 15 3560KIAA1217_uc001irs.2_Missense_Mutation_p.R973C|KIAA1217_uc001irt.3_Missense_Mutation_p.R1018C|KIAA1217_uc010qcy.1_Missense_Mutation_p.R1017C|KIAA1217_uc010qcz.1_Missense_Mutation_p.R1018C|KIAA1217_uc010qda.1_RNA|KIAA1217_uc001irw.2_Missense_Mutation_p.R736C|KIAA1217_uc001irz.2_Missense_Mutation_p.R736C|KIAA1217_uc001irx.2_Missense_Mutation_p.R736C|KIAA1217_uc001iry.2_Missense_Mutation_p.R736CNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7GCCACCTCCTCGTCGAAGCTA0.557

- 4 730MTPAP_uc001ivb.3_Missense_Mutation_p.P353SNM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1ATGCAGTCTGGAAAATACGCG0.453

- 23 2935 NM_004521 NP_004512 P33176 KINH_HUMAN 5GCTGCCTCCGGTGTCATCAGA0.343

+ 9 1461 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3GAAGTGGGGCCCACCCATGAG0.498

- 1 2092 NM_002900 NP_002891 P10745 RET3_HUMAN4 X approximate tandem repeats.|3. 2AGGGCACTGGTCTGCCCCACG0.667

- 3 174ZWINT_uc001jjy.1_Missense_Mutation_p.S46F|ZWINT_uc001jka.1_Missense_Mutation_p.S46F|ZWINT_uc009xoy.1_IntronNM_007057 NP_008988 O95229 ZWINT_HUMAN 0TTTCTTCTGAGAGTCCTGCTC0.542

- 4 733RUFY2_uc001jnz.1_RNA|RUFY2_uc001joc.2_Intron|RUFY2_uc010qiw.1_Missense_Mutation_p.P43S|RUFY2_uc001jod.1_Missense_Mutation_p.P101S|RUFY2_uc009xpv.1_5'UTR|RUFY2_uc001joe.1_Missense_Mutation_p.P101SNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1CGACCCAGAGGGGTCCTAAAG0.428

- 11 1372C10orf27_uc010qjm.1_Missense_Mutation_p.E329K|C10orf27_uc009xqh.1_RNA|C10orf27_uc010qjn.1_Missense_Mutation_p.E327KNM_152710 NP_689923 Q96M53 SPATL_HUMAN 1ACTTGAGCTTCTCCAATGTAC0.587

+ 8 837LOC100188947_uc010qnl.1_Intron|HECTD2_uc010qnm.1_Missense_Mutation_p.T246M|HECTD2_uc001khm.2_RNA|HECTD2_uc009xty.1_Translation_Start_Site|HECTD2_uc001khn.1_5'FlankNM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1AACACATCTACGTATGTCATC0.323

- 1 2107 NR_002319 0TTGTTCTCAGGGTTGCTGCGG0.522

- 5 827TLL2_uc009xvf.1_Missense_Mutation_p.E149KNM_012465 NP_036597 Q9Y6L7 TLL2_HUMANMetalloprotease (By similarity). 3AAGCTTTCCTCATCCGTCCTT0.483

+ 4 928DHDPSL_uc001knx.2_3'UTR|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_138413 NP_612422 Q86XE5 HOGA1_HUMAN 0TCCCAGCACCCGAATATTGTG0.587

+ 4 2362C10orf2_uc001ksg.2_Missense_Mutation_p.D563N|C10orf2_uc001ksi.2_Missense_Mutation_p.D109N|C10orf2_uc010qpv.1_Missense_Mutation_p.D109N|C10orf2_uc001ksh.2_RNANM_021830 NP_068602 Q96RR1 PEO1_HUMAN SF4 helicase. 1CCGGAAAGAGGATGATGACAA0.502

- 1 777DPCD_uc010qpz.1_5'UTR|POLL_uc001kth.1_5'UTR|POLL_uc001kti.1_Missense_Mutation_p.R4K|POLL_uc001ktj.1_Missense_Mutation_p.R4K|POLL_uc001ktf.2_Missense_Mutation_p.R4K|POLL_uc001ktk.1_5'UTR|POLL_uc010qqa.1_5'UTR|POLL_uc010qqb.1_RNA|POLL_uc001ktm.2_Missense_Mutation_p.R4K|POLL_uc001ktl.2_Intron|POLL_uc010qqc.1_5'UTR|POLL_uc010qqd.1_Intron|DPCD_uc001ktn.2_5'FlankNM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0CAAGATACCCCTGGGATCCAT0.512

+ 9 2007TAF5_uc010qqq.1_Missense_Mutation_p.V607LNM_006951 NP_008882 Q15542 TAF5_HUMAN WD 4. 2TGGTAACTGTGTAAGGATCTT0.388

- 11 1605CTBP2_uc009yal.2_Missense_Mutation_p.E440K|CTBP2_uc001lif.3_Missense_Mutation_p.E440K|CTBP2_uc001lih.3_Missense_Mutation_p.E440K|CTBP2_uc001lid.3_Missense_Mutation_p.E508K|CTBP2_uc001lie.3_Missense_Mutation_p.E980KNM_001329 NP_001320 P56545 CTBP2_HUMAN 0TTGGGGTGCTCTCGATTGTCC0.512



+ 13 1233DOCK1_uc010qun.1_Missense_Mutation_p.G411ENM_001380 NP_001371 Q14185 DOCK1_HUMAN 9TTACTTCCTGGAGATATCCAT0.413

- 1 684DOCK1_uc001ljt.2_Intron|DOCK1_uc010qun.1_Intron|FAM196A_uc010quo.1_Missense_Mutation_p.P215S|FAM196A_uc001ljv.1_Missense_Mutation_p.P215S|FAM196A_uc009yap.1_Missense_Mutation_p.P215SNM_001039762 NP_001034851 Q6ZSG2 F196A_HUMAN 2TCGGATGGAGGCCGAGTGGAG0.637

+ 12 1158INPP5A_uc001llo.1_Missense_Mutation_p.E304K|INPP5A_uc001llq.2_Missense_Mutation_p.E199KNM_005539 NP_005530 Q14642 I5P1_HUMAN 1TTAGCTCTTGGAGTTTGACAA0.488

+ 10 1418AP2A2_uc001lst.1_Missense_Mutation_p.E414K|AP2A2_uc009yco.1_RNANM_012305 NP_036437 O94973 AP2A2_HUMAN 0GAGCTATCTGGAGACAGCTGA0.617 rs11538724

+ 51 14906MUC5B_uc001ltb.2_Missense_Mutation_p.S4457TNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACAGAGCCGAGCACTACAGCC0.662

+ 51 14909MUC5B_uc001ltb.2_Missense_Mutation_p.T4458INM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0GAGCCGAGCACTACAGCCACC0.667

- 3 557 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMAN9 X 4 AA repeats of C-C-X-P. 0ACAGGAGCCACAGCCCCCCTT0.672

- 7 1581TRIM68_uc001lzg.1_Missense_Mutation_p.T225I|TRIM68_uc010qyj.1_RNANM_018073 NP_060543 Q6AZZ1 TRI68_HUMAN B30.2/SPRY. 1GCGGGGGAAAGTGAAGATGTG0.552

+ 1 688 NM_001004755 NP_001004755 Q8NGJ5 O51L1_HUMANCytoplasmic (Potential). 1TGTGCTGGATATTGCATCTCG0.408

+ 1 146HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANCytoplasmic (Potential). 1ACCATCCTCACTGTCATTCGC0.567

+ 18 2009ARNTL_uc001mko.2_Missense_Mutation_p.S490F|ARNTL_uc001mkp.2_Missense_Mutation_p.S533F|ARNTL_uc001mkq.2_Missense_Mutation_p.S533F|ARNTL_uc001mks.2_Missense_Mutation_p.S491F|ARNTL_uc001mkt.2_Missense_Mutation_p.S534F|ARNTL_uc001mku.2_RNA|ARNTL_uc001mkw.2_Missense_Mutation_p.S491F|ARNTL_uc001mkx.2_Missense_Mutation_p.S532F|ARNTL_uc001mky.2_Missense_Mutation_p.S72FNM_001178 NP_001169 O00327 BMAL1_HUMAN 0GATGCCTCTTCTCCAGGAGGC0.493

+ 6 946BBOX1_uc009yih.1_Missense_Mutation_p.A193V|BBOX1_uc001mrg.1_Missense_Mutation_p.A193VNM_003986 NP_003977 O75936 BODG_HUMAN 1AACAATGTGGCTTACACAACT0.418

- 25 3286CKAP5_uc009ylg.1_Missense_Mutation_p.G945E|CKAP5_uc001ndj.1_Missense_Mutation_p.G1059E|CKAP5_uc001ndh.1_5'FlankNM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2CTTTAGTTTCCCAGTAGCCTT0.323

- 7 918PSMC3_uc009ylr.1_Missense_Mutation_p.A200TNM_002804 NP_002795 P17980 PRS6A_HUMAN 4TTAGTCTGTGCGGCACAGGCC0.587 rs139347167

+ 1 418 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMANCytoplasmic (Potential). 1GTGTGTGTGTGCCCTGCTAAT0.478

+ 1 152 NM_001005274 NP_001005274 Q8NH70 O4A16_HUMANCytoplasmic (Potential). 3ATTGGCAGCCCCTCCTTGGGC0.413

+ 1 668 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANCytoplasmic (Potential). 2TTCATTCTCTTTACCATCCTG0.393

- 1 893 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMANCytoplasmic (Potential). 1CATGGCAAGGATTACATCTGT0.388

- 3 253 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0AGCCAAGTCTCTCTCCTGCTC0.547

- 11 1357PRG2_uc001nke.2_Missense_Mutation_p.S215N|SLC43A3_uc001nkh.2_Missense_Mutation_p.S316N|SLC43A3_uc010rjr.1_Missense_Mutation_p.S329N|SLC43A3_uc009yme.2_Missense_Mutation_p.S316N|SLC43A3_uc001nki.2_Missense_Mutation_p.S316N|SLC43A3_uc009ymf.1_Missense_Mutation_p.S316NNM_014096 NP_054815 Q8NBI5 S43A3_HUMAN 1TGTGTAGGTGCTGACTGCAGA0.527

- 1 572 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMANExtracellular (Potential). 0GAAGGTATCAGAGCAGGACAG0.463

- 18 2224TUT1_uc001nto.2_5'Flank|MTA2_uc010rlx.1_Missense_Mutation_p.A442TNM_004739 NP_004730 O94776 MTA2_HUMAN 2TTCCGTAGGGCCCTGGCCAGA0.567

- 10 1286MTA2_uc010rlx.1_Missense_Mutation_p.S129NNM_004739 NP_004730 O94776 MTA2_HUMAN SANT. 2CTGGACTATGCTGGCAAGTGA0.547

- 14 1666GANAB_uc001ntz.2_5'Flank|GANAB_uc001nua.2_Missense_Mutation_p.E567K|GANAB_uc001nuc.2_Missense_Mutation_p.E448K|GANAB_uc010rma.1_Missense_Mutation_p.E453K|GANAB_uc010rmb.1_Missense_Mutation_p.E431KNM_198334 NP_938148 Q14697 GANAB_HUMAN 5ACAGATGGTTCGTTCATGTCA0.527

- 4 772C11orf48_uc001nuf.2_Missense_Mutation_p.P113S|METTL12_uc001nuh.2_3'UTR|C11orf48_uc010rmd.1_Missense_Mutation_p.P113SNM_024099 NP_077004 Q9BQE6 CK048_HUMAN 0GGACTTCTAGGGTCCTGTGGG0.423

+ 11 1897TMEM179B_uc001nvd.3_5'FlankNM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3CAGAAACTGCCCATGATCGGC0.697

- 2 447 NM_014067 NP_054786 Q9BQ69 MACD1_HUMAN 0TGTTCCTCCCGCTGCTTGTCA0.607 rs140541432

+ 2 223TRPT1_uc010rnc.1_5'Flank|TRPT1_uc010rnd.1_5'Flank|TRPT1_uc001nyn.2_5'Flank|TRPT1_uc001nyo.2_5'Flank|TRPT1_uc010rne.1_5'Flank|TRPT1_uc010rnf.1_5'Flank|NUDT22_uc009ypd.2_Missense_Mutation_p.G15S|NUDT22_uc009ype.2_Missense_Mutation_p.G15S|NUDT22_uc001nyq.3_Missense_Mutation_p.G15S|NUDT22_uc010rng.1_5'FlankNM_032344 NP_115720 Q9BRQ3 NUD22_HUMAN 0CCCTGGCGGGGGCCTGCCCCA0.692

+ 10 1540PPP2R5B_uc001obz.2_Missense_Mutation_p.G319RNM_006244 NP_006235 Q15173 2A5B_HUMAN 2GGTGATCCGGGGGCTGCTCAA0.597

- 5 840SLC25A45_uc009yqi.1_Missense_Mutation_p.P78S|SLC25A45_uc001odq.1_Missense_Mutation_p.P116S|SLC25A45_uc001odr.1_Missense_Mutation_p.P140S|SLC25A45_uc001ods.1_Missense_Mutation_p.P98S|SLC25A45_uc001odt.1_Missense_Mutation_p.P98SNM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 2. 0CGGGGTGGGGGGCTCCCTGGC0.647

+ 7 1557SIPA1_uc010rom.1_Missense_Mutation_p.H464Y|SIPA1_uc001ofd.2_Missense_Mutation_p.H464YNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0GGTGCGGGCACACACACCCTG0.647

- 4 694CFL1_uc001oft.2_Missense_Mutation_p.G154R|CFL1_uc001ofu.2_3'UTRNM_005507 NP_005498 P23528 COF1_HUMAN 0GCACTGCCCCCCAGCTTCTCT0.597

- 6 777EFEMP2_uc001ofz.2_RNA|EFEMP2_uc001oga.2_Missense_Mutation_p.G195RNM_016938 NP_058634 O95967 FBLN4_HUMANEGF-like 3; calcium-binding (Potential). 1TTGTTAGGCCCCAGCTGGAAG0.667

- 4 954FOSL1_uc010ros.1_Missense_Mutation_p.G154ENM_005438 NP_005429 P15407 FOSL1_HUMAN 0GGATGGGTCTCCGCTGCTGCT0.612

- 29 6082SPTBN2_uc001ojc.1_5'FlankNM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 16. 4TCCATCTTCTCCTGCCACTTC0.632

- 1 1165uc009yrw.1_5'Flank|CABP4_uc001oln.2_5'FlankNM_206997 NP_996880 Q8TDT2 GP152_HUMANCytoplasmic (Potential). 0TGGCTGGGCTGTGGGATCCGA0.637

- 3 266C11orf51_uc009ytc.1_Intron|C11orf51_uc001orv.2_Missense_Mutation_p.T15INM_014042 NP_054761 P60006 CK051_HUMAN 0AAACCACAGAGTCTCAGTCAC0.507

- 2 504 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1CGAAGTCCTGCAGTCCCAAAA0.413

- 1 806 NM_001005285 NP_001005285 A6NND4 O2AT4_HUMANExtracellular (Potential). 1GGGCAGGTCAGCCCTGTAGGC0.522

- 1 262PICALM_uc001pbl.2_Translation_Start_Site|PICALM_uc001pbn.2_Translation_Start_Site|PICALM_uc010rtl.1_IntronNM_007166 NP_009097 Q13492 PICAL_HUMAN 2CACCACCCCACCCGCTCAGCA0.716

+ 11 1343NAALAD2_uc009yvx.2_Missense_Mutation_p.D379N|NAALAD2_uc009yvy.2_Intron|NAALAD2_uc001pde.2_Missense_Mutation_p.D319NNM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANExtracellular (Potential).|NAALADase. 2TGCCAGCTGGGATGCAGAAGA0.378

- 9 1243PPP2R1B_uc001plw.1_Missense_Mutation_p.D387N|PPP2R1B_uc010rwi.1_Missense_Mutation_p.D323N|PPP2R1B_uc010rwj.1_Missense_Mutation_p.D226N|PPP2R1B_uc010rwk.1_Intron|PPP2R1B_uc010rwl.1_Missense_Mutation_p.D260NNM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 10. 0CCCACCTCATCCTTTAACTGA0.343

+ 7 1260PHLDB1_uc010ryh.1_Missense_Mutation_p.P302S|PHLDB1_uc001pts.2_Missense_Mutation_p.P303S|PHLDB1_uc001ptt.2_Missense_Mutation_p.P303S|PHLDB1_uc001ptu.1_RNA|PHLDB1_uc001ptv.1_Missense_Mutation_p.P103S|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0ACAGTCCCGCCCAAGTGGTGC0.672

- 5 1559TRIM29_uc001pwx.2_5'Flank|TRIM29_uc001pwy.2_Missense_Mutation_p.G12C|TRIM29_uc010rzi.1_Missense_Mutation_p.G218C|TRIM29_uc010rzj.1_Missense_Mutation_p.G212C|TRIM29_uc001pxa.2_RNANM_012101 NP_036233 Q14134 TRI29_HUMAN 4TCCCTCTTACCTTTGGGTGTC0.572

- 1 731 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMANHelical; Name=6; (Potential). 3GGAGACAACTGTCAGGTGCGA0.448

+ 1 802 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMANExtracellular (Potential). 2GAAAGCTGTGGATGGAGTTGT0.527

+ 8 1965 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2GACCAAGGTGTTCTTCCCAAA0.423



- 1 91 NM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN 5CTTTCTTCCTCTTCACAGTCA0.463

- 11 3516SNX19_uc009zcw.2_Missense_Mutation_p.V227I|SNX19_uc010sce.1_Missense_Mutation_p.V370I|SNX19_uc010scf.1_Missense_Mutation_p.V433I|SNX19_uc010scg.1_Missense_Mutation_p.V227INM_014758 NP_055573 Q92543 SNX19_HUMAN 4TAAGAGGAGACACCCATCCTC0.537

- 23 4000KDM5A_uc001qie.1_Missense_Mutation_p.P1213SNM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 2. 3ATACAAAGAGGGCAAAGGAAT0.483

+ 19 5714WNK1_uc001qip.3_Missense_Mutation_p.T1489I|WNK1_uc001qir.3_Missense_Mutation_p.T909INM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CAAGTTTCTACCCCAGTCAGC0.448

- 13 2163SCNN1A_uc001qnv.2_Missense_Mutation_p.S325F|SCNN1A_uc001qnw.2_Missense_Mutation_p.S684F|SCNN1A_uc010sfb.1_Missense_Mutation_p.S648FNM_001038 NP_001029 P37088 SCNNA_HUMANCytoplasmic (By similarity). 0 ctgggacaaggacagagacat0.214

+ 8 1453CD4_uc010sfj.1_Missense_Mutation_p.G130E|CD4_uc009zfc.1_Missense_Mutation_p.G224E|CD4_uc010sfk.1_Missense_Mutation_p.G130E|CD4_uc010sfl.1_Missense_Mutation_p.G130E|CD4_uc010sfm.1_Missense_Mutation_p.G130ENM_000616 NP_000607 P01730 CD4_HUMANHelical; (Potential). 0ATTGTGCTGGGGGGCGTCGCC0.622

+ 9 1248PEX5_uc001qsw.2_Missense_Mutation_p.G223D|PEX5_uc010sgc.1_Missense_Mutation_p.G238D|PEX5_uc001qsu.2_Intron|PEX5_uc010sgd.1_Missense_Mutation_p.G244D|PEX5_uc001qsv.2_Missense_Mutation_p.G223DNM_001131026 NP_001124498 P50542 PEX5_HUMAN 1CGGCAGATTGGCGAAGGGCAG0.582

- 16 3487CD163_uc001qta.3_Intron|CD163_uc009zfw.2_IntronNM_004244 NP_004235 Q86VB7 C163A_HUMANCytoplasmic (Potential). 8GAAATCAGCTGACTCATGGGA0.388

- 10 2497CD163_uc001qta.3_Missense_Mutation_p.G790E|CD163_uc009zfw.2_Missense_Mutation_p.G823ENM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 7.|Extracellular (Potential). 8GGATTCTTTTCCATTGCATTT0.522

- 6 1372DUSP16_uc001ran.1_Missense_Mutation_p.G99ENM_030640 NP_085143 Q9BY84 DUS16_HUMANTyrosine-protein phosphatase. 0GCGGGAGATCCCAGCTAAACA0.448

+ 2 151 NM_006205 NP_006196 Q13956 CNCG_HUMANArg/Lys-rich (basic). 2ACGCAAAGGCCCTCCCAAGTT0.483

+ 19 2493PLEKHA5_uc010sie.1_Missense_Mutation_p.D964N|PLEKHA5_uc001rea.2_Missense_Mutation_p.D861N|PLEKHA5_uc009zin.2_Missense_Mutation_p.D561N|PLEKHA5_uc010sif.1_Missense_Mutation_p.D792N|PLEKHA5_uc010sig.1_Missense_Mutation_p.D785N|PLEKHA5_uc010sih.1_Missense_Mutation_p.D758N|PLEKHA5_uc001rec.1_Missense_Mutation_p.D612N|PLEKHA5_uc009zio.2_IntronNM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3CAAGGGTCCAGATTATAGACT0.333

- 22 2758IPO8_uc001rje.1_Missense_Mutation_p.P352L|IPO8_uc010sjt.1_Missense_Mutation_p.P658LNM_006390 NP_006381 O15397 IPO8_HUMAN 3AAGAATTGAGGGAACAATCTG0.443

- 15 1839IPO8_uc001rje.1_Missense_Mutation_p.D46Y|IPO8_uc010sjt.1_Missense_Mutation_p.D352YNM_006390 NP_006381 O15397 IPO8_HUMAN 3GTAACATCATCATTTTCTGTC0.383

+ 26 2889DDX11_uc001rjr.1_Silent_p.R881R|DDX11_uc001rjs.1_Silent_p.R831R|DDX11_uc001rju.1_Silent_p.R553R|DDX11_uc001rjv.1_Missense_Mutation_p.C880R|DDX11_uc001rjw.1_Silent_p.R855R|DDX11_uc009zjn.1_RNA|DDX11_uc009zjo.1_Missense_Mutation_p.C49RNM_152438 NP_689651 Q96FC9 DDX11_HUMAN 3TCCGAGCCCGTGTGGAGGTCA0.597

- 11 2836SFRS2IP_uc001row.2_Missense_Mutation_p.S535F|SFRS2IP_uc001roy.1_Missense_Mutation_p.S924FNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0CTTTTTTGGGGACTGAGAACG0.468

+ 2 241PFKM_uc001rra.1_Translation_Start_Site|PFKM_uc001rrb.1_Missense_Mutation_p.G95D|PFKM_uc001rrd.2_Translation_Start_Site|PFKM_uc001rre.1_Missense_Mutation_p.G24D|PFKM_uc001rrg.1_Missense_Mutation_p.G24DNM_000289 NP_000280 P08237 K6PF_HUMAN 4TTAACCTCTGGTGGAGATGCC0.453

+ 13 1843TROAP_uc009zlh.2_Missense_Mutation_p.C559Y|TROAP_uc001rty.2_Missense_Mutation_p.C267YNM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1CTAGAGTCCTGCTGTAGGAGT0.597

- 10 1120FMNL3_uc001ruw.1_Missense_Mutation_p.V245I|FMNL3_uc001rut.1_5'Flank|FMNL3_uc001ruu.1_Missense_Mutation_p.V146INM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN GBD/FH3. 4TCCTTGCATACCTGAATGAGC0.517

+ 5 425TMBIM6_uc010sml.1_Missense_Mutation_p.G98D|TMBIM6_uc001ruy.2_Missense_Mutation_p.G156D|TMBIM6_uc001ruz.2_Missense_Mutation_p.G98DNM_003217 NP_003208 P55061 BI1_HUMANHelical; (Potential). 0CTAGGAGTTGGCCTGGGCCCT0.408

+ 22 3172SLC4A8_uc001rym.2_Missense_Mutation_p.K945N|SLC4A8_uc001ryn.2_Missense_Mutation_p.K945N|SLC4A8_uc001ryo.2_Missense_Mutation_p.K945N|SLC4A8_uc010snj.1_Missense_Mutation_p.K1025N|SLC4A8_uc001ryr.2_Missense_Mutation_p.K998NNM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANCytoplasmic (Potential). 5GTTTCTCTAAGCGAGAGCTGA0.408

+ 2 1455MFSD5_uc001sch.1_Missense_Mutation_p.A529TNM_032889 NP_116278 Q6N075 MFSD5_HUMANHelical; (Potential). 3GGCTCTGCTGGCAGTGGTGGG0.557

- 16 1685AAAS_uc001scs.3_Missense_Mutation_p.G475SNM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1GAGCCTCCACCCCCAGCAGGG0.612

- 9 1548KIAA0748_uc001sgl.3_Nonsense_Mutation_p.Q342*|KIAA0748_uc001sgm.3_Nonsense_Mutation_p.Q227*|KIAA0748_uc010spb.1_Nonsense_Mutation_p.Q227*|KIAA0748_uc010spc.1_Nonsense_Mutation_p.Q342*|KIAA0748_uc010spd.1_Nonsense_Mutation_p.Q480*|KIAA0748_uc001sgo.3_RNANM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2TCCTGTGGCTGCTGGCTTAAA0.517

+ 1 841 NM_001005490 NP_001005490 A6NCV1 O6C74_HUMANHelical; Name=7; (Potential). 1TTCTGTTGCCCCCATGTTGAA0.358

+ 7 934SLC39A5_uc010sqi.1_Missense_Mutation_p.P117L|SLC39A5_uc010sqk.1_Missense_Mutation_p.P226LNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANHelical; (Potential). 2CTCAGCCTCCCTTCTCCCCTA0.642

+ 2 666NXPH4_uc009zpj.2_5'UTRNM_007224 NP_009155 O95158 NXPH4_HUMANIV (linker domain). 0GTCGAGTTCGGAGGAGTCTGG0.657

- 2 229TSPAN8_uc001swk.1_Missense_Mutation_p.G23C|TSPAN8_uc001swj.1_Missense_Mutation_p.G23CNM_004616 NP_004607 P19075 TSN8_HUMANHelical; (Potential). 4ATCAAGATACCACATAGCTGC0.373

- 5 862E2F7_uc001syn.2_Nonsense_Mutation_p.W209*NM_203394 NP_976328 Q96AV8 E2F7_HUMAN Potential. 3CCGTCCATGCCAGCCATACTG0.502

- 4 769E2F7_uc001syn.2_Missense_Mutation_p.S178INM_203394 NP_976328 Q96AV8 E2F7_HUMAN Potential. 3CATACCAAGACTGACAGCAAC0.473

- 3 479NR2C1_uc010suu.1_Missense_Mutation_p.D75N|NR2C1_uc001tdo.3_Missense_Mutation_p.D75N|NR2C1_uc001tdn.3_Missense_Mutation_p.D75NNM_003297 NP_003288 P13056 NR2C1_HUMANRequired for interaction with KAT2B (By similarity). 1CCTGCTGCATCTGGAGTTGTA0.433

+ 10 1574NEDD1_uc001tev.3_Missense_Mutation_p.P412L|NEDD1_uc010svc.1_Missense_Mutation_p.P323L|NEDD1_uc001tew.2_Missense_Mutation_p.P419L|NEDD1_uc001tex.2_Missense_Mutation_p.P323LNM_152905 NP_690869 Q8NHV4 NEDD1_HUMAN 0ATGTTCTCACCTATCAGAGAT0.373

+ 27 3425 NM_014503 NP_055318 O75691 UTP20_HUMAN 4AAAGTTCTTCCTTTAGGTCGT0.418

+ 8 928 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|EGF-like 4. 14AATCTGCCACCCTCATGCTCA0.507

+ 3 314HSP90B1_uc010swg.1_Intron|HSP90B1_uc009zui.1_Missense_Mutation_p.R70K|LOC253724_uc010swf.1_5'Flank|LOC253724_uc009zuh.2_5'FlankNM_003299 NP_003290 P14625 ENPL_HUMAN 3AGAGAACTTAGAGAGAAGTCG0.353

- 14 1952SSH1_uc001tnl.2_Missense_Mutation_p.S310N|SSH1_uc010sxg.1_Missense_Mutation_p.S633N|SSH1_uc001tnn.3_Missense_Mutation_p.S622NNM_018984 NP_061857 Q8WYL5 SSH1_HUMAN 4GCTCCTCTTGCTGTTGTTGTT0.567

+ 17 2558 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6CCCTACGCCTCCGTGTCGCCC0.721

- 11 1499C12orf51_uc010syk.1_Missense_Mutation_p.A317V|C12orf51_uc001tts.2_Missense_Mutation_p.A317V|C12orf51_uc001ttt.3_Missense_Mutation_p.A315VNM_001109662 NP_001103132 2GATTTGGGTGGCAAGAGCCAA0.403

- 20 2561CCDC42B_uc010sys.1_3'UTR|DDX54_uc001tuq.3_Missense_Mutation_p.G846SNM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3TTGAGGCCACCACGCTGCAGG0.701

- 4 417TAOK3_uc001twy.3_Missense_Mutation_p.A41VNM_016281 NP_057365 Q9H2K8 TAOK3_HUMANProtein kinase. 6AGCATTTGTAGCCTGTGTTAA0.348

+ 28 4796 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6CGTCCAGGAGCACATGATCAA0.542

+ 40 7387EP400_uc001ujl.2_Missense_Mutation_p.P2450L|EP400_uc001ujm.2_Missense_Mutation_p.P2370LNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GGCATGAATCCCTTTCAGAAG0.388

- 3 317CHFR_uc001ulc.1_Intron|CHFR_uc001ule.2_Splice_Site_p.S78_splice|CHFR_uc010tbs.1_Splice_Site_p.S78_splice|CHFR_uc001uld.2_Splice_Site_p.S78_splice|CHFR_uc010tbt.1_Splice_Site_p.S78_spliceNM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1AACATACTCACCTGGTATCTT0.468

+ 4 783ZMYM2_uc001umq.2_Missense_Mutation_p.R162K|ZMYM2_uc001ums.2_Missense_Mutation_p.R162K|ZMYM2_uc001umt.2_Missense_Mutation_p.R162K|ZMYM2_uc009zzn.1_Missense_Mutation_p.R184KNM_003453 NP_003444 Q9UBW7 ZMYM2_HUMAN 6AGTTTTTCAAGAAGTAAGGTA0.383

- 10 4401SACS_uc001uoo.2_Missense_Mutation_p.R1124K|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12TTTTAAGGCTCTAAAAGAATC0.373

- 15 3956CENPJ_uc010tdf.1_Splice_Site|CENPJ_uc010aae.2_Splice_Site|CENPJ_uc010aaf.2_Splice_SiteNM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2CAAGTTTGTACCTATTTGTCC0.398

- 1 1301FAM123A_uc001uqa.2_Missense_Mutation_p.P282S|FAM123A_uc001uqc.2_Missense_Mutation_p.P282SNM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4CCTGGCCCGGGGACATGCTTG0.577



+ 2 461NUPL1_uc001uqg.1_Missense_Mutation_p.P72L|NUPL1_uc001uqj.2_Missense_Mutation_p.P72LNM_014089 NP_054808 Q9BVL2 NUPL1_HUMAN14 X 2 AA repeats of F-G. 0GGATCTAAACCTGCCACTGGG0.453

- 30 4148FLT1_uc010aap.2_Missense_Mutation_p.S293N|FLT1_uc010aaq.2_Missense_Mutation_p.S413N|FLT1_uc001usa.3_Missense_Mutation_p.S506NNM_002019 NP_002010 P17948 VGFR1_HUMANCytoplasmic (Potential). 24ACTGGGCCTGCTGACATCAGA0.473

+ 6 3060 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANLocalization to the growing distal tip of microtubules.|Potential.0CCGCAGGCCCGTGAGGCTGAG0.632

+ 14 1206RXFP2_uc010aba.2_Missense_Mutation_p.L338FNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANExtracellular (Potential). 0CATGAAGAATCTTTCTCACAT0.358

+ 6 1073 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7TCCTGTAATAGACAGTTTAAT0.313

+ 26 3659 FRY_uc010tdw.1_RNA NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7TGGAGCCCTAGAGCGGGATAC0.383

+ 11 4524 NM_000059 NP_000050 P51587 BRCA2_HUMAN BRCA2 3. 64GACTGCAAGTGGGAAAAATAT0.289

- 5 641STARD13_uc001uuu.2_Missense_Mutation_p.P164L|STARD13_uc001uuv.2_Missense_Mutation_p.P54L|STARD13_uc001uux.2_Missense_Mutation_p.P137L|STARD13_uc010tec.1_RNA|STARD13_uc010abh.1_Missense_Mutation_p.P157LNM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4CGTGCCTCCCGGTGACCCATT0.577

- 5 1328SPG20_uc010ten.1_Missense_Mutation_p.R353K|SPG20_uc001uvm.2_Missense_Mutation_p.R353K|SPG20_uc001uvo.2_Missense_Mutation_p.R353K|SPG20_uc001uvq.2_Missense_Mutation_p.R353K|SPG20_uc001uvp.2_Missense_Mutation_p.R353KNM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0GGGTCTAGTTCTTCCAGGGAT0.408

+ 17 2064LRCH1_uc001vbk.2_Missense_Mutation_p.V645I|LRCH1_uc001vbl.3_Missense_Mutation_p.V610INM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN CH. 2CATGGATGGTGTCGTCCTCTG0.512

- 1 484HTR2A_uc001vbr.2_Intron|HTR2A_uc010acr.2_Missense_Mutation_p.A117VNM_000621 NP_000612 P28223 5HT2A_HUMANHelical; Name=2; (By similarity). 6ATCAGCTATGGCAAGTGACAT0.453

+ 8 1164WDFY2_uc010ads.1_Missense_Mutation_p.R275K|WDFY2_uc010adt.1_RNANM_052950 NP_443182 Q96P53 WDFY2_HUMAN WD 6. 0GACGTGGAGAGGCAGGAGGTA0.547

- 18 3954ATP7B_uc010adv.2_Missense_Mutation_p.G836E|ATP7B_uc001vfx.2_Missense_Mutation_p.G1059E|ATP7B_uc001vfy.2_Missense_Mutation_p.G1155E|ATP7B_uc010tgt.1_Missense_Mutation_p.G1201E|ATP7B_uc010tgu.1_Missense_Mutation_p.G1218E|ATP7B_uc010tgv.1_Missense_Mutation_p.G1188E|ATP7B_uc001vfv.2_Missense_Mutation_p.G538E|ATP7B_uc010tgs.1_Missense_Mutation_p.G477ENM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3GACCCCATCCCCCACCATGGC0.597

+ 4 4151PCDH17_uc010aec.1_Missense_Mutation_p.D1086N|PCDH17_uc001vhr.1_Missense_Mutation_p.D176NNM_001040429 NP_001035519 O14917 PCD17_HUMANCytoplasmic (Potential). 7GCAACCAAGAGACCCTCCCTT0.532

- 2 971DACH1_uc010tho.1_Missense_Mutation_p.P183L|DACH1_uc010thp.1_Missense_Mutation_p.P183LNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1ATTATTCTGAGGGGTGTTTTC0.483

+ 4 391SCEL_uc001vkj.2_Missense_Mutation_p.R74K|SCEL_uc010thx.1_Missense_Mutation_p.R74KNM_144777 NP_659001 O95171 SCEL_HUMAN 5GCATTGGACAGGTGGGTGTTT0.408

- 14 1599DOCK9_uc001vnw.2_Missense_Mutation_p.C514Y|DOCK9_uc001vnv.1_RNA|DOCK9_uc010tir.1_Missense_Mutation_p.C515Y|DOCK9_uc010tis.1_Missense_Mutation_p.C514Y|DOCK9_uc010tit.1_Missense_Mutation_p.C515Y|DOCK9_uc010afu.1_Missense_Mutation_p.C330YNM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1TAGTCTTTGGCATGCCTGCTT0.438

- 43 3990COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6ACAGGCATGCCCTGGAATCCA0.413

- 6 854TUBGCP3_uc010tjq.1_Missense_Mutation_p.P213S|TUBGCP3_uc001vsf.2_Missense_Mutation_p.P223S|TUBGCP3_uc001vsg.1_Missense_Mutation_p.P223SNM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1ACAGCACTGGGGACACCTTTT0.493

- 10 972RASA3_uc010tkk.1_Missense_Mutation_p.G249S|RASA3_uc001vuj.2_5'UTR|RASA3_uc010tkl.1_RNANM_007368 NP_031394 Q14644 RASA3_HUMAN 4CGCAGGGAGCCCAGGTCGTCT0.582

- 3 384RASA3_uc010tkk.1_Missense_Mutation_p.V53I|RASA3_uc001vuj.2_5'UTR|RASA3_uc010tkl.1_RNANM_007368 NP_031394 Q14644 RASA3_HUMAN C2 1. 4CTCCGGAAAACGTCTCTATCG0.448

- 1 260 P704P_uc001vwb.3_RNANM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0CTGCACCAGGGGAAGCAGTGG0.592

- 4 1298SLC7A8_uc001wix.2_5'UTR|SLC7A8_uc010tnk.1_Silent_p.H18H|SLC7A8_uc010tnl.1_Missense_Mutation_p.T86I|SLC7A8_uc001wiy.2_RNA|SLC7A8_uc010akj.2_Missense_Mutation_p.T191INM_012244 NP_036376 Q9UHI5 LAT2_HUMANHelical; (Potential). 1CTTCCCAGCTGTGAAGATGTC0.527

- 33 4927 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4GGTCTCCTTCCATCTTCTTCT0.607

+ 4 1045TM9SF1_uc010tob.1_Intron|TSSK4_uc001wne.2_Missense_Mutation_p.V217M|TSSK4_uc001wnf.2_Missense_Mutation_p.V223M|TSSK4_uc001wnh.2_Missense_Mutation_p.V303MNM_174944 NP_777604 Q6SA08 TSSK4_HUMANProtein kinase. 0GGATTCCTGGGTGCTCAAGTT0.542

+ 5 447G2E3_uc010tpe.1_Missense_Mutation_p.C52Y|G2E3_uc010tpf.1_Missense_Mutation_p.C52YNM_017769 NP_060239 Q7L622 G2E3_HUMAN PHD-type 1. 3GCACCCCGATGTAAACGAAGT0.353

- 9 1243CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cctataataggatgaggttgt 0

+ 9 1212ATL1_uc001wyd.3_Missense_Mutation_p.G324D|ATL1_uc001wye.3_Missense_Mutation_p.G324DNM_015915 NP_056999 Q8WXF7 ATLA1_HUMAN Cytoplasmic. 4ACCTGCCGGGGTCTGGTGGAG0.368

+ 5 985GPR137C_uc001wzt.3_Nonsense_Mutation_p.Q345*NM_001099652 NP_001093122 Q8N3F9 G137C_HUMANCytoplasmic (Potential). 0GAGATTAAACCAGAATTTGGT0.363

+ 2 678SAMD4A_uc001xba.2_Missense_Mutation_p.T226I|SAMD4A_uc001xbc.2_Missense_Mutation_p.T226I|SAMD4A_uc001xbf.1_RNA|SAMD4A_uc001xbe.2_Missense_Mutation_p.T126INM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0TCTGTCCCCACCACAATCAAT0.507

- 7 600WDHD1_uc001xbn.1_Nonsense_Mutation_p.W51*NM_007086 NP_009017 O75717 WDHD1_HUMAN 1GTAGCAGTGGCCAACTAATAG0.333

- 1 539 NM_030791 NP_110418 Q9BX95 SGPP1_HUMANHelical; (Potential). 1ATCCAGAAGGGGAAGAACAGG0.622

+ 35 5298SYNE2_uc001xgl.2_Missense_Mutation_p.E1690KNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential).|Potential. 14ACAAGTCCATGAACAAAAAAC0.284

+ 8 1171PLEKHG3_uc001xhn.1_Missense_Mutation_p.G245E|PLEKHG3_uc001xhp.2_Missense_Mutation_p.G301E|PLEKHG3_uc010aqh.1_5'UTRNM_015549 NP_056364 A1L390 PKHG3_HUMAN PH. 1ACCACCTACGGGGAGCTTGTC0.577

- 19 4301SPTB_uc001xhr.2_Missense_Mutation_p.R1416Q|SPTB_uc001xhs.2_Missense_Mutation_p.R1416Q|SPTB_uc001xhu.2_Missense_Mutation_p.R1416Q|SPTB_uc010aqi.2_Missense_Mutation_p.R77QNM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 11. 11AGCCAACATCCGATTGACACT0.522

+ 5 548 NM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN Potential. 0GGAATGGGTGACACTCAAGTT0.532

- 2 2073SLC8A3_uc001xlw.2_Missense_Mutation_p.A440V|SLC8A3_uc001xlx.2_Missense_Mutation_p.A440V|SLC8A3_uc001xlz.2_Missense_Mutation_p.A440V|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANCalx-beta 1.|Cytoplasmic (Potential). 7CCCTGCATTGGCAGAACCATC0.522

- 6 2043ZFYVE1_uc001xnl.2_Missense_Mutation_p.R53Q|ZFYVE1_uc010arj.2_Missense_Mutation_p.R468QNM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1GGTATACACTCGGTTGTCATA0.517 rs143773668

- 24 3934 NM_000428 NP_000419 Q14767 LTBP2_HUMANCys-rich.|EGF-like 12; calcium-binding (Potential). 2CAGTGCTCCTCCCCCATGCAC0.642

- 4 1407 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 2TATCCTTACCCCAGGGGGATG0.617

- 12 1941KIAA0317_uc010tut.1_Missense_Mutation_p.T318I|KIAA0317_uc001xqc.2_Missense_Mutation_p.T479INM_001039479 NP_001034568 O15033 K0317_HUMAN 5GAAATTCCGAGTGGCTTTCAG0.403

+ 5 299C14orf179_uc001xsf.2_RNA|C14orf179_uc010asl.1_Nonsense_Mutation_p.Q89*|C14orf179_uc001xsg.2_Intron|C14orf179_uc010tve.1_RNANM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0CCTCAGACCACAGAGCCTGAA0.453

+ 9 1297ADCK1_uc010tvo.1_RNA|ADCK1_uc001xuj.2_Missense_Mutation_p.A332T|ADCK1_uc001xul.2_Missense_Mutation_p.A107TNM_020421 NP_065154 Q86TW2 ADCK1_HUMANProtein kinase. 3TCCCGTCACTGCCACTGAGGT0.617

+ 15 3276NRXN3_uc001xum.1_RNA|NRXN3_uc001xup.2_RNA|NRXN3_uc001xuq.2_Missense_Mutation_p.R297C|NRXN3_uc010asw.2_Missense_Mutation_p.R327C|NRXN3_uc001xur.3_Missense_Mutation_p.R297CNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential). 10CCGTAAGAATCGCTCTACAGC0.418

- 4 368C14orf143_uc001xxs.2_Missense_Mutation_p.E71K|C14orf143_uc001xxv.1_RNA|C14orf143_uc001xxw.1_Missense_Mutation_p.E71K|C14orf143_uc001xxx.1_Missense_Mutation_p.E95KNM_145231 NP_660274 Q9BUY7 EFC11_HUMAN EF-hand 2. 0TGTCTTACTTCGTTCCGATAT0.333

+ 11 1693C14orf159_uc010atv.1_RNA|C14orf159_uc001xyy.2_Missense_Mutation_p.R314W|C14orf159_uc001xyx.2_Missense_Mutation_p.R297W|C14orf159_uc001xyw.2_Missense_Mutation_p.R314W|C14orf159_uc001xzc.2_Missense_Mutation_p.R309W|C14orf159_uc001xza.2_Missense_Mutation_p.R314W|C14orf159_uc001xyv.2_Missense_Mutation_p.R314W|C14orf159_uc001xyz.2_Missense_Mutation_p.R185W|C14orf159_uc001xze.2_Missense_Mutation_p.R309WNM_001102366 NP_001095836 Q7Z3D6 CN159_HUMAN 3TTCAGGGAACCGGGGGATTGG0.363

- 9 873 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMANHelical; (Potential). 5ACCATATCCACCAATGAAAGG0.343



+ 3 215SLC24A4_uc001yai.2_Splice_Site_p.A17_splice|SLC24A4_uc010twm.1_Splice_Site_p.A81_splice|SLC24A4_uc001yaj.2_Splice_Site_p.A64_spliceNM_153646 NP_705932 Q8NFF2 NCKX4_HUMAN 3CTGTCTTCCAGCGATTCACGA0.532

- 1 35UBR7_uc001ybm.3_5'UTR|UBR7_uc001ybn.3_5'UTR|UBR7_uc010auq.2_5'FlankNM_032490 NP_115879 Q9BXV9 CN142_HUMAN 0GGAAGCGCCACCCGGAGGCGG0.632

+ 17 4000 NM_001376 NP_001367 Q14204 DYHC1_HUMANStem (By similarity). 10GCACTTCAGGCTCTCACCATA0.502

+ 68 12558 NM_001376 NP_001367 Q14204 DYHC1_HUMANAAA 6 (By similarity). 10GGAGATCAACCCCAAGGTGGG0.597

+ 3 378INF2_uc010tyi.1_Intron|ADSSL1_uc001ype.2_Missense_Mutation_p.V145M|ADSSL1_uc001ypf.2_RNANM_152328 NP_689541 Q8N142 PURA1_HUMAN 2AGGCAACGGGGTGGTCATCCA0.488

- 7 12965AHNAK2_uc001ypx.2_Missense_Mutation_p.G4182DNM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1GGACAGGTCACCCTCCAGCCG0.612

- 7 9176AHNAK2_uc001ypx.2_Missense_Mutation_p.G2919ENM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1CTTCAGGTCCCCCTGCATGGA0.647

+ 5 1451BRF1_uc010tyo.1_Intron|BRF1_uc010typ.1_Intron|BRF1_uc001yql.2_5'Flank|BRF1_uc001yqo.2_5'Flank|BRF1_uc010axg.1_Intron|BRF1_uc001yqp.2_Intron|BRF1_uc001yqn.2_5'Flank|BRF1_uc010axh.1_5'Flank|BRF1_uc010axj.1_5'FlankNM_033271 NP_150374 Q96KE9 BTBD6_HUMAN 0GGGCAGGAGGGGATGACGGAA0.612

- 3 2346GPR176_uc010uck.1_Missense_Mutation_p.V434INM_007223 NP_009154 Q14439 GP176_HUMANCytoplasmic (Potential). 6ACCCTGCCTACCTTGGGCACC0.527

- 5 427SRP14_uc001zkr.2_3'UTR|uc001zks.1_5'FlankNM_003134 NP_003125 P37108 SRP14_HUMAN Ala/Thr-rich. 0 gttgctgctgcggcaggtgct 0.234

- 22 3290RPAP1_uc001zoc.2_Missense_Mutation_p.R75CNM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN Leu-rich. 1TAGCAGTTGCGGATGCTGGGG0.642

+ 30 4496MAPKBP1_uc001zoj.3_Missense_Mutation_p.A1398T|MAPKBP1_uc010bcj.2_Missense_Mutation_p.A905T|MAPKBP1_uc010bci.2_Intron|MAPKBP1_uc010udb.1_Missense_Mutation_p.A1237T|MAPKBP1_uc010bck.2_Missense_Mutation_p.A615T|MAPKBP1_uc010bcl.2_Missense_Mutation_p.A905TNM_001128608 NP_001122080 O60336 MABP1_HUMAN 10CAAGCCAGGGGCAGCCCTGAG0.622

- 3 1316ZSCAN29_uc001zrj.1_Missense_Mutation_p.A270V|ZSCAN29_uc010bdf.1_Missense_Mutation_p.A389V|ZSCAN29_uc001zrl.1_RNA|ZSCAN29_uc010bdg.1_Intron|ZSCAN29_uc001zrm.2_Missense_Mutation_p.A389VNM_152455 NP_689668 Q8IWY8 ZSC29_HUMAN 1CTGGGGGGTCGCCTCTAGATC0.552

+ 13 1608PDIA3_uc010bdp.2_Missense_Mutation_p.P467L|PDIA3_uc010ued.1_Missense_Mutation_p.P261LNM_005313 NP_005304 P30101 PDIA3_HUMAN 2GCTACAAACCCCCCTGTAATT0.383

+ 1 210ELL3_uc001zsx.1_5'Flank|C15orf63_uc001ztb.2_Missense_Mutation_p.E58K|SERINC4_uc001ztc.1_5'Flank|SERINC4_uc001ztd.1_5'Flank|SERINC4_uc010bds.1_5'Flank|SERINC4_uc001zte.1_5'Flank|C15orf63_uc001ztg.1_Missense_Mutation_p.E4KNM_016400 NP_057484 Q9NX55 HYPK_HUMAN 0TATGGCGACCGAGGGGGATGT0.657

+ 14 1842DUOX1_uc001zut.1_Missense_Mutation_p.T499I|DUOX1_uc010bee.1_5'UTRNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANPeroxidase-like; mediates peroxidase activity.|Extracellular (Potential).8CTGTTCAGCACCATCGTCCTT0.607

- 26 3775_3776MYO5A_uc002abx.3_Missense_Mutation_p.R1178C|MYO5A_uc010ugd.1_5'Flank|MYO5A_uc002aca.1_5'Flank|MYO5A_uc002acb.1_5'Flank|MYO5A_uc002acc.1_5'FlankNM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Potential. 4TCCTCCTTGCGGTCCAGCTCAT0.569

+ 13 3198CGNL1_uc010bfw.2_Missense_Mutation_p.T1041MNM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Potential. 11CTGGAGCAGACGCTGAAGGAC0.547

- 3 1456ADAM10_uc002afd.1_Intron|ADAM10_uc010bgc.1_Intron|ADAM10_uc010ugz.1_Intron|ADAM10_uc002afe.1_Intron|ADAM10_uc002afg.2_IntronNR_002927 0GAGATTGTCACCCGCTCAACC0.468

- 8 1130 NM_004998 NP_004989 Q12965 MYO1E_HUMANMyosin head-like. 3CTGAAACTCCCGCCTGTCGTC0.527 rs143368771

+ 19 2620 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN Ala-rich. 11TGCTCGCATGGTGGAAGCTGC0.448

+ 10 1862THSD4_uc010ukg.1_Missense_Mutation_p.D235N|THSD4_uc002ate.2_Missense_Mutation_p.D235NNM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2CAGGCATCCAGACAGATTTTC0.587

- 6 1306CYP1A1_uc010bjv.2_RNA|CYP1A1_uc010bjw.2_RNA|CYP1A1_uc010bju.2_Missense_Mutation_p.S131N|CYP1A1_uc010bjx.2_Missense_Mutation_p.S131N|CYP1A1_uc002ayq.3_Missense_Mutation_p.S395N|CYP1A1_uc010bjy.2_Intron|CYP1A1_uc010bjz.1_Missense_Mutation_p.S131NNM_000499 NP_000490 P04798 CP1A1_HUMAN 5GCCTTTCAAACTTGTGTCTCT0.517

- 5 1558CHRNA3_uc002bea.2_RNA|CHRNA3_uc002beb.2_Nonsense_Mutation_p.Q458*NM_000743 NP_000734 P32297 ACHA3_HUMANCytoplasmic (Potential). 4GCTTCATTTTGTGCTTTCATA0.368

+ 22 3141 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0TGAGGAGGACGCTCTGGACCA0.532

- 11 2352POLG_uc002bnr.3_Splice_Site_p.T690_spliceNM_002693 NP_002684 P54098 DPOG1_HUMAN 2CCTGCCCTCACCGTTTGCCAT0.617

+ 10 1038 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8AGCAAATATCGACCTGGCTTT0.473

+ 9 1388UNC45A_uc002bqd.2_Missense_Mutation_p.V335MNM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2GATTTTGGAAGTGGGGGGCTC0.507

+ 2 373IGF1R_uc010urq.1_Missense_Mutation_p.G108D|IGF1R_uc010bon.2_Missense_Mutation_p.G108DNM_000875 NP_000866 P08069 IGF1R_HUMAN 8GTCATCCGCGGCTGGAAACTC0.552

- 2 643AXIN1_uc002cgq.1_Missense_Mutation_p.V156MNM_003502 NP_003493 O15169 AXIN1_HUMAN RGS. 2TGCCGGGACACGATGCCATTG0.537

- 1 9NOXO1_uc002cnz.2_Missense_Mutation_p.A2V|NOXO1_uc002coa.2_Missense_Mutation_p.A2V|NOXO1_uc002cny.2_Missense_Mutation_p.A2V|GFER_uc002cob.2_5'FlankNM_172168 NP_751908 Q8NFA2 NOXO1_HUMAN PX. 0TCGGGGGCCTGCCATGGCTGT0.617

- 15 6879PKD1_uc002cot.1_Missense_Mutation_p.P2224SNM_001009944 NP_001009944 P98161 PKD1_HUMANExtracellular (Potential).|REJ. 3TGCCCCACAGGCAGCGCCAGC0.706

- 4 805CCDC64B_uc002cte.3_Missense_Mutation_p.E47K|CCDC64B_uc010bta.1_3'UTRNM_001103175 NP_001096645 A1A5D9 BICR2_HUMAN Potential. 0CAGGTCACCTCCAGGCTGTGC0.657

+ 7 1538ZNF205_uc002cua.2_Missense_Mutation_p.R468HNM_001042428 NP_001035893 O95201 ZN205_HUMAN C2H2-type 6. 0GCGCACAACCGCACACACACA0.657

- 2 2169 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential). 6TCTTCCATTTCGTACCGGTCA0.532

+ 3 1023ATF7IP2_uc002czv.2_Missense_Mutation_p.D266N|ATF7IP2_uc010uyo.1_RNA|ATF7IP2_uc010uyp.1_Intron|ATF7IP2_uc002czw.2_Missense_Mutation_p.D266N|ATF7IP2_uc010uyq.1_RNANM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0TGAAAGTGCAGACTCAACATG0.328

- 1 199C16orf75_uc002daq.1_IntronNM_005425 NP_005416 Q05952 STP2_HUMAN 0GTGGCTGGCCGGGCTCTGGCT0.627

- 42 7308SMG1_uc010bwb.2_Splice_Site_p.Q2175_splice|SMG1_uc010bwa.2_Splice_Site_p.Q1046_splice|SMG1_uc002dfo.3_Splice_Site_p.Q613_spliceNM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16AAAGCACATACCTGCGTAACT0.463

- 6 651 GGA2_uc010bxo.1_RNANM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAT. 2CCTTACCTTGGACTTTTCTTC0.458

- 8 2967 NM_024675 NP_078951 Q86YC2 PALB2_HUMANWD 2.|Interaction with RAD51 and BRCA2. 11GGCACTGGAACTATCTGTAAT0.343

+ 6 2880TNRC6A_uc010bxs.2_Nonsense_Mutation_p.W669*|TNRC6A_uc010vcc.1_Nonsense_Mutation_p.W669*|TNRC6A_uc002dmn.2_Nonsense_Mutation_p.W669*|TNRC6A_uc002dmo.2_Nonsense_Mutation_p.W669*NM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2CCCAGGGATGGGGAGACCCTC0.433

+ 2 587 NM_152288 NP_689501 Q9BRQ5 ORAI3_HUMAN 0AAGCTGTGAGCAACATCCACA0.607

- 44 6726CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.P2140S|CNOT1_uc002ent.2_Missense_Mutation_p.P83S|CNOT1_uc010vik.1_Missense_Mutation_p.P1102SNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6GGAGTGAATGGGTCGGGGAGC0.388

- 42 6421CNOT1_uc002enw.2_RNA|CNOT1_uc002enu.3_Missense_Mutation_p.S2038F|CNOT1_uc002ent.2_5'UTR|CNOT1_uc010vik.1_Missense_Mutation_p.S1000FNM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6TATCCGATGGGAAATCAGTTC0.443

+ 5 1125ZFP90_uc002ewb.2_Missense_Mutation_p.G84R|ZFP90_uc002ewc.2_Missense_Mutation_p.G84R|ZFP90_uc002ewd.2_Missense_Mutation_p.G278E|ZFP90_uc002ewe.2_Missense_Mutation_p.G278ENM_133458 NP_597715 Q8TF47 ZFP90_HUMAN 1ATTCACACTGGGGAGAAACCC0.453

- 2 746COG8_uc002ewy.2_3'UTRNM_022341 NP_071736 Q9HBH1 DEFM_HUMAN 0TAGTCATTCACCTTCATCCAA0.498

+ 16 2617DHX38_uc010vmp.1_IntronNM_014003 NP_054722 Q92620 PRP16_HUMAN 1GGACATTGAGGTGCGTGCCTT0.577



+ 8 1566LRRC50_uc010vnw.1_Missense_Mutation_p.Q226RNM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0GATGGAGATCAAGAGCCAGAG0.612

+ 6 980KIAA0513_uc002fis.3_Missense_Mutation_p.G254R|KIAA0513_uc010voj.1_Missense_Mutation_p.G254R|KIAA0513_uc002fit.2_Missense_Mutation_p.G254RNM_014732 NP_055547 O60268 K0513_HUMAN 1CAAGCTGAAGGGGCCCCTGGC0.657

+ 3 494CPNE7_uc002fnq.2_IntronNM_014427 NP_055242 Q9UBL6 CPNE7_HUMAN 0ACAGCCAGCCCAAAAGTGGCT0.527

- 8 996SLC43A2_uc002fsu.2_Missense_Mutation_p.V303M|SLC43A2_uc002fsw.2_Missense_Mutation_p.V303M|SLC43A2_uc002fsx.2_Missense_Mutation_p.V303M|SLC43A2_uc010vqo.1_Missense_Mutation_p.V166MNM_152346 NP_689559 Q8N370 LAT4_HUMAN 0TGGCACTTCACCTCCAGGTCG0.687

- 2 790 NM_020310 NP_064706 Q99583 MNT_HUMAN 1TGGACTCCAGGGTGTGGCGCT0.642

+ 1 716ITGAE_uc002fwo.3_Intron|ITGAE_uc002fwn.3_5'FlankNM_031965 NP_114171 Q8TF76 HASP_HUMAN 0ACAGGAGGAGCCAAGGACACC0.617

- 12 1642ANKFY1_uc002fxn.2_Missense_Mutation_p.T577I|ANKFY1_uc002fxo.2_Missense_Mutation_p.T535I|ANKFY1_uc002fxp.2_Missense_Mutation_p.T534I|ANKFY1_uc010ckp.2_Missense_Mutation_p.T476INM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3CGCCAAGCTGGTCAGGGATGC0.612

- 24 3313MYBBP1A_uc002fxz.3_Missense_Mutation_p.S1084F|MYBBP1A_uc002fya.3_Missense_Mutation_p.S29F|MYBBP1A_uc010vsa.1_Missense_Mutation_p.S126FNM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2CTCCAGGGAGGACAGTGCCTG0.647

+ 23 4099 NM_000937 NP_000928 P24928 RPB1_HUMAN 1GCGCTGCATCGAGTCCAACAT0.572

+ 2 550LSMD1_uc002giz.2_5'Flank|LSMD1_uc002gja.2_5'Flank|CYB5D1_uc010cnn.1_Missense_Mutation_p.G54ENM_144607 NP_653208 Q6P9G0 CB5D1_HUMANCytochrome b5 heme-binding. 1TCTTTTCAAGGGAACCTGCTG0.572

- 6 1177TRIM16_uc002gor.1_Missense_Mutation_p.S207L|TRIM16_uc002gow.2_5'UTR|TRIM16_uc002goy.2_Missense_Mutation_p.S77LNM_006470 NP_006461 O95361 TRI16_HUMAN 3CTCTGACACCGACACCTGGCA0.512

- 28 4030NCOR1_uc002gpn.2_Missense_Mutation_p.P1280S|NCOR1_uc002gpp.1_Missense_Mutation_p.P1171S|NCOR1_uc010vwb.1_Intron|NCOR1_uc010coy.2_Missense_Mutation_p.P172S|NCOR1_uc010vwc.1_Missense_Mutation_p.P75SNM_006311 NP_006302 O75376 NCOR1_HUMANInteraction with ETO. 5GCTGATACAGGAGACTCCCTC0.348

+ 2 487 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN 0TTCGAAATCCCCAAGGAGTAG0.562

- 11 1392TOP3A_uc010cpz.1_5'Flank|TOP3A_uc010vxr.1_Intron|TOP3A_uc002gsw.1_Intron|TOP3A_uc010vxs.1_Missense_Mutation_p.R286HNM_004618 NP_004609 Q13472 TOP3A_HUMAN 3GGCCCCCCAGCGTGGATCGGG0.547

- 3 382AKAP10_uc002gwp.1_Missense_Mutation_p.S82F|AKAP10_uc010cqw.1_Missense_Mutation_p.S82F|AKAP10_uc010vze.1_Missense_Mutation_p.S3FNM_007202 NP_009133 O43572 AKA10_HUMAN 1ACTTGAAAAGGAGTCCATGTT0.453

+ 7 1127CCDC55_uc002hev.2_Missense_Mutation_p.A313T|CCDC55_uc010wbl.1_Missense_Mutation_p.A313T|CCDC55_uc010wbm.1_Missense_Mutation_p.A313T|CCDC55_uc002hex.2_Missense_Mutation_p.A313TNM_032141 NP_115517 Q9H0G5 NSRP1_HUMAN 0TAAACCAAGGGCGAGGGACCA0.323

- 1 922 NM_152462 NP_689675 Q8N808 AMAC1_HUMAN DUF6 2. 0CACCAGGGCAGGGTGGGCCTT0.577

+ 4 749MRM1_uc002hne.2_5'Flank|MRM1_uc002hnf.2_5'FlankNM_024308 NP_077284 Q6UWP2 DHR11_HUMAN 0GCTGACAGAGGGACTGAGGCA0.642

+ 4 1033 AATF_uc002hnj.2_RNA NM_012138 NP_036270 Q9NY61 AATF_HUMAN 0GATGTTTTCCCATTGTTCAAG0.423

+ 6 507TBC1D3_uc002hop.2_RNA|TBC1D3_uc010wdj.1_Missense_Mutation_p.T37I|TBC1D3_uc010cvf.1_Missense_Mutation_p.T117I|TBC1D3_uc002hoq.2_Missense_Mutation_p.T117I|TBC1D3_uc010wdk.1_Missense_Mutation_p.T178I|uc002hpl.2_5'Flank|uc002hor.2_5'FlankNM_032258 NP_115634 Q8IZP1 TBC3A_HUMANRab-GAP TBC. 0CTCCTGAACACTGAGGAAATG0.557 rs143321126

- 17 3990MED1_uc010wee.1_Missense_Mutation_p.P1088S|MED1_uc002hru.2_IntronNM_004774 NP_004765 Q15648 MED1_HUMANSer-rich.|Interaction with TP53. 8GATGATGGGGGAGTTTTCTGG0.478

- 17 3907MED1_uc010wee.1_Missense_Mutation_p.S1060F|MED1_uc002hru.2_IntronNM_004774 NP_004765 Q15648 MED1_HUMAN Ser-rich. 8AGACATATGAGAACCACCAGA0.502

- 21 2708 NM_001067 NP_001058 P11388 TOP2A_HUMAN 7GATTTTGCAGGACCACCCAGT0.423

- 4 963 NM_019016 NP_061889 Q2M2I5 K1C24_HUMANRod.|Linker 12. 0GCGCAGCATTCATTTCTACGG0.507

- 25 3014ACLY_uc002hyh.2_Missense_Mutation_p.D941N|ACLY_uc002hyi.2_Missense_Mutation_p.D1005N|ACLY_uc010wfx.1_Missense_Mutation_p.D995N|ACLY_uc010wfy.1_Missense_Mutation_p.D680NNM_001096 NP_001087 P53396 ACLY_HUMAN 3ATGCCACTGTCAAAGGCTTTA0.498

+ 5 485GOSR2_uc010wkh.1_Missense_Mutation_p.D138N|GOSR2_uc002iky.2_Missense_Mutation_p.D138N|GOSR2_uc002ikz.2_Missense_Mutation_p.D138NNM_004287 NP_004278 O14653 GOSR2_HUMANCytoplasmic (Potential). 2CAACGGCATGGATGACCTCAT0.502

- 22 3075SPAG9_uc002itb.2_Missense_Mutation_p.D942N|SPAG9_uc002itd.2_Missense_Mutation_p.D946N|SPAG9_uc002ita.2_Missense_Mutation_p.D799NNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5CTCACCAAGTCTTGTTCATTT0.388

- 6 776 NM_012329 NP_036461 Q15546 PAQRB_HUMANHelical; (Potential). 0CAAGGCTGGAGAGAATCCCAT0.333

- 1 318 NM_003916 NP_003907 0 tccgatagtgggacataccat 0.249

+ 4 323BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Missense_Mutation_p.D72N|BCAS3_uc002iyw.3_Missense_Mutation_p.D68NNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN WD 1. 5AGATTTAAATGGTATGGTTTT0.348

+ 5 430BCAS3_uc010wow.1_Intron|BCAS3_uc002iyu.3_Splice_Site_p.P107_splice|BCAS3_uc002iyw.3_Splice_Site_p.P103_spliceNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5GAGCATCCCTGTAAGTACACA0.333

- 27 6088 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2AAGATCATCTCCTGTGTCTAA0.408

+ 8 1158DCAF7_uc002jbb.2_RNA|DCAF7_uc010wpn.1_Missense_Mutation_p.G114ENM_005828 NP_005819 P61962 DCAF7_HUMAN 1ACAGCTGAAGGAGAGATCAAC0.547

+ 10 1270TMEM104_uc010wrf.1_Intron|TMEM104_uc010wrg.1_Intron|TMEM104_uc010dfx.2_Missense_Mutation_p.P370SNM_017728 NP_060198 Q8NE00 TM104_HUMANHelical; (Potential). 0CACCAACTTCCCCATCATTGC0.622

- 18 3922UBE2O_uc002jrl.3_Missense_Mutation_p.P890LNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5TGTGCACTCCGGCATGCCTGC0.632

- 10 971EIF4A3_uc002jxs.2_Missense_Mutation_p.A300TNM_014740 NP_055555 P38919 IF4A3_HUMANHelicase C-terminal. 1GTGAAGTTGGCTTCCCTCATT0.512

+ 9 1237SLC26A11_uc002jyc.1_Missense_Mutation_p.A323V|SLC26A11_uc002jyd.1_Missense_Mutation_p.A323V|SLC26A11_uc010dhv.1_Missense_Mutation_p.A323VNM_173626 NP_775897 Q86WA9 S2611_HUMANHelical; (Potential). 0GAGAGCATTGCGGTGGCCAAA0.632

- 5 458C17orf62_uc002kex.2_5'UTR|C17orf62_uc002key.2_5'UTR|C17orf62_uc002kfa.2_Missense_Mutation_p.P137L|C17orf62_uc010dir.2_Missense_Mutation_p.P137L|C17orf62_uc002kfb.3_Missense_Mutation_p.P137L|C17orf62_uc002kfc.3_Missense_Mutation_p.P123L|C17orf62_uc002kfd.3_5'UTR|C17orf62_uc002kfe.3_5'UTRNM_001100407 NP_001093877 Q9BQA9 CQ062_HUMAN 0CTGCGTGAGGGGGTGGGAGAA0.622

+ 4 496FN3KRP_uc010wvr.1_Missense_Mutation_p.T99MNM_024619 NP_078895 Q9HA64 KT3K_HUMAN 0GACGTGGTGACGTGCTGTGGA0.547 rs139863997

+ 4 1051 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN Potential. 3CAGACAGCTCCAGGAAGCAGC0.512

- 23 3384LAMA1_uc010wzj.1_Missense_Mutation_p.T573MNM_005559 NP_005550 P25391 LAMA1_HUMANLaminin EGF-like 13. 21GTCCCCCGACGTCCCCCTCAG0.582

+ 6 1110KIAA0802_uc002knq.2_Missense_Mutation_p.G323D|KIAA0802_uc010dkw.1_Missense_Mutation_p.G161DNM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0CTAGGAGAGGGTGCAAGTCCT0.632

+ 2 1161TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.D171YNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN9.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2CAAGGAGAGTGATATCCCCAA0.557

- 9 1492MPPE1_uc002kqn.2_Intron|MPPE1_uc002kqg.2_RNA|MPPE1_uc002kqh.2_RNA|MPPE1_uc002kqi.2_RNA|MPPE1_uc002kqj.2_Missense_Mutation_p.R285Q|MPPE1_uc002kqk.2_Missense_Mutation_p.R262Q|MPPE1_uc002kql.2_Missense_Mutation_p.R285Q|MPPE1_uc002kqm.2_Intron|MPPE1_uc010dla.1_Missense_Mutation_p.R285QNM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0TGATGCCTCCCGTGAAAGCAC0.502 rs145870573

- 17 2374TUBB6_uc002kqy.2_3'UTRNM_006796 NP_006787 Q9Y4W6 AFG32_HUMAN 0TTCATAGGTAGATTTTTCCGC0.423

- 9 1228ABHD3_uc002ktm.2_Missense_Mutation_p.P310L|ABHD3_uc002ktk.2_Missense_Mutation_p.P168LNM_138340 NP_612213 Q8WU67 ABHD3_HUMAN 1AGCAACATTAGGATTTTGCTT0.378

+ 4 1462CABYR_uc010xbb.1_Missense_Mutation_p.G339E|CABYR_uc002kuy.2_Intron|CABYR_uc002kuz.2_Intron|CABYR_uc002kva.2_Missense_Mutation_p.G419E|CABYR_uc002kvb.2_Intron|CABYR_uc002kvc.2_Intron|CABYR_uc010dlw.2_RNANM_012189 NP_036321 O75952 CABYR_HUMAN 0GAGGAGTCTGGGGAAAACTCT0.488



- 11 1021OSBPL1A_uc002kvf.3_Missense_Mutation_p.H63YNM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN PH. 4TGAGTCAGGTGTTTGCATCCC0.363

+ 1 797TAF4B_uc002kvs.3_RNA|TAF4B_uc002kvt.3_Missense_Mutation_p.T103INM_005640 NP_005631 Q92750 TAF4B_HUMAN 3AACACCACGACAATCCAGTTT0.577

+ 10 1558 NM_001942 NP_001933 Q02413 DSG1_HUMANExtracellular (Potential).|Cadherin 4. 7AATAAAGTTACCAAGGAACAG0.338

+ 15 2249DSG3_uc002kwt.2_5'UTRNM_001944 NP_001935 P32926 DSG3_HUMANCytoplasmic (Potential). 9CACAGCGGTGGAAGGCACTTC0.443

+ 11 1311 NM_005925 NP_005916 Q16820 MEP1B_HUMANExtracellular (Potential).|MAM. 2TGACATCAATCTTTCGGAAAC0.438

- 15 1790C18orf34_uc010dme.1_Missense_Mutation_p.V64M|C18orf34_uc010xbr.1_Missense_Mutation_p.V550M|C18orf34_uc010dmf.1_Intron|C18orf34_uc002kxo.2_Missense_Mutation_p.V550M|C18orf34_uc002kxp.2_Missense_Mutation_p.V550MNM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN 1ACCTGAAGCACCATTCCAGCA0.318

- 4 1342ZNF397_uc010dmq.2_Intron|ZNF397_uc010dmr.2_Intron|ZNF397_uc002kyj.2_Intron|ZNF397OS_uc002kyl.2_5'Flank|ZNF397OS_uc010xce.1_Missense_Mutation_p.L372FNM_001112734 NP_001106205 Q86W11 ZSC30_HUMAN C2H2-type 3. 0TGCCTGATGAGCTCTGAACTG0.468

+ 9 866ELP2_uc010xcg.1_Missense_Mutation_p.V351I|ELP2_uc002kzl.1_RNA|ELP2_uc002kzm.1_Missense_Mutation_p.V260I|ELP2_uc010xch.1_Missense_Mutation_p.V325I|ELP2_uc002kzn.1_Missense_Mutation_p.V260I|ELP2_uc002kzo.1_Missense_Mutation_p.V216INM_018255 NP_060725 Q6IA86 ELP2_HUMAN WD 6. 4TGAAAACTGGGTAAATGCAGT0.398

+ 3 1209DCC_uc010xdr.1_Missense_Mutation_p.G56RNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Ig-like C2-type 2. 17GGGGGACATTGGAATTTACCG0.498

- 11 1397NARS_uc002lgt.2_Missense_Mutation_p.R389Q|NARS_uc010xea.1_Missense_Mutation_p.R141QNM_004539 NP_004530 O43776 SYNC_HUMAN 0ATAGTTCATCCGTTTGAAAGG0.323

+ 8 1442CDH20_uc002lif.2_Missense_Mutation_p.S471NNM_031891 NP_114097 Q9HBT6 CAD20_HUMANCadherin 4.|Extracellular (Potential). 5CAGGTTGGAAGTGTTCCTGTC0.413

- 3 593CDH19_uc010dql.1_RNA|CDH19_uc010xey.1_Missense_Mutation_p.P152L|CDH19_uc002lkd.2_Missense_Mutation_p.P152LNM_021153 NP_066976 Q9H159 CAD19_HUMANCadherin 2.|Extracellular (Potential). 2GGCCTCATAAGGTTCATCTAG0.363

+ 5 983CCDC102B_uc002lki.2_Missense_Mutation_p.V254I|CCDC102B_uc002lkj.1_Missense_Mutation_p.V254INM_001093729 NP_001087198 Q68D86 C102B_HUMAN 3GGAAAATGAAGTAACTGAAAT0.378

+ 1 1564ZNF407_uc010xfc.1_Nonsense_Mutation_p.Q503*|ZNF407_uc010dqu.1_Nonsense_Mutation_p.Q503*|ZNF407_uc002llu.2_Nonsense_Mutation_p.Q502*NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2AGAGCAGGGCCAGGGGAGTGC0.577

- 8 1109MBP_uc002lml.2_Missense_Mutation_p.G175D|MBP_uc002lmn.2_Missense_Mutation_p.G164D|MBP_uc002lmp.2_Missense_Mutation_p.G138D|MBP_uc010xfe.1_3'UTR|MBP_uc010dqz.2_RNANM_001025101 NP_001020272 P02686 MBP_HUMAN 1GGAAAGCGTGCCCTGGGCATC0.552

+ 14 1948HMHA1_uc010xgd.1_Missense_Mutation_p.R589C|HMHA1_uc010xge.1_Missense_Mutation_p.R413C|HMHA1_uc002lra.1_Missense_Mutation_p.R413C|HMHA1_uc002lrb.1_Missense_Mutation_p.R456C|HMHA1_uc002lrc.1_Missense_Mutation_p.R208C|HMHA1_uc002lrd.1_5'Flank|HMHA1_uc010dsd.1_5'FlankNM_012292 NP_036424 Q92619 HMHA1_HUMAN 1CCCCGTCATGCGTGCCCGGAA0.647

- 6 829ATP8B3_uc002ltv.2_Missense_Mutation_p.R146W|ATP8B3_uc002ltx.2_RNA|ATP8B3_uc002lty.1_5'Flank|ATP8B3_uc002ltz.1_Missense_Mutation_p.R146WNM_138813 NP_620168 O60423 AT8B3_HUMANCytoplasmic (Potential). 0ACCAGGTCCCGGGTGGCACGG0.657

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

+ 4 1395ZNF555_uc002lwn.3_Missense_Mutation_p.P435SNM_152791 NP_690004 Q8NEP9 ZN555_HUMANC2H2-type 10. 1TTTCAATTGGCCCATATCTTT0.453

+ 1 338 NCLN_uc002lxh.1_RNANM_020170 NP_064555 Q969V3 NCLN_HUMANLumenal (Potential). 0CCAGCCCTACGGTGCGTGTCC0.756

- 2 282TBXA2R_uc002lye.1_Missense_Mutation_p.R23QNM_001060 NP_001051 P21731 TA2R_HUMANExtracellular (Potential). 0GGCGATCAGCCGTCTCTCCTC0.697

- 2 240SNORD37_uc002lzf.1_5'FlankNM_001961 NP_001952 P13639 EF2_HUMAN 0AAGCGTGTCTCCCCGGCCCGG0.632

+ 13 2433 NM_005483 NP_005474 Q13111 CAF1A_HUMAN Binds to p60. 2AGCCCCTCCACCACCTACCTG0.647

+ 1 1647 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0CACCTGCTCTACCTGCTGGAG0.652

+ 8 1180ZNF557_uc002mga.2_Missense_Mutation_p.S239N|ZNF557_uc002mgc.2_Missense_Mutation_p.S239NNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2TACGAATGCAGTGACTGTGGG0.438

- 4 658_659CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R174W|CD209_uc002mhr.2_Missense_Mutation_p.R174W|CD209_uc002mhs.2_Missense_Mutation_p.R174W|CD209_uc002mhu.2_Intron|CD209_uc010dvq.2_Missense_Mutation_p.R198W|CD209_uc002mhq.2_Missense_Mutation_p.R198W|CD209_uc002mhv.2_Missense_Mutation_p.R174W|CD209_uc002mhx.2_Missense_Mutation_p.R154W|CD209_uc002mhw.2_Intron|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|5.|7 X approximate tandem repeats.1GCCTTCAGCCGGGTCAGCTCCT0.564 rs141131967

+ 3 395SNAPC2_uc002mix.1_Splice_SiteNM_003083 NP_003074 Q13487 SNPC2_HUMAN 0TTTCTCGCAGGTACCGCCATT0.363

- 33 4279 NM_032447 NP_115823 Q75N90 FBN3_HUMANEGF-like 22; calcium-binding. 11GGCAGGTTCTCACAGCTCCCA0.617

- 1 2462 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AGTCCCTGTGGTAATAGATGA0.473

- 2 80S1PR5_uc002mou.1_Missense_Mutation_p.P8LNM_030760 NP_110387 Q9H228 S1PR5_HUMANExtracellular (By similarity). 2CACCGGCGCCGGCCGCAGCAG0.716

+ 5 805DNM2_uc010dxk.2_RNA|DNM2_uc002mpt.1_Missense_Mutation_p.T214I|DNM2_uc002mpv.1_Missense_Mutation_p.T214I|DNM2_uc002mpu.1_Missense_Mutation_p.T214I|DNM2_uc010dxl.1_Missense_Mutation_p.T214INM_001005361 NP_001005361 P50570 DYN2_HUMAN 6GACGAGGGCACCGACGCCAGG0.567

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 4 1934ZNF700_uc010xme.1_Missense_Mutation_p.C621S|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0GCCTTCAGTTGTGCCTCAAAC0.483

- 4 1148ZNF799_uc002mts.3_IntronNM_001080821 NP_001074290 Q96GE5 ZN799_HUMAN 6AGGTCCATCTCTCGTGTGCAT0.413

+ 4 1289ZNF791_uc010xml.1_Missense_Mutation_p.R344K|ZNF791_uc010dyu.1_Missense_Mutation_p.R267K|ZNF791_uc010xmm.1_Missense_Mutation_p.R267KNM_153358 NP_699189 Q3KP31 ZN791_HUMANC2H2-type 10. 2ATACATGAAAGGACTCACACT0.378

+ 5 532RNASEH2A_uc002mvf.1_Missense_Mutation_p.P76SNM_006397 NP_006388 O75792 RNH2A_HUMAN 3GCAAAGTTTTCCCGGGATTGA0.537

- 6 1128DNASE2_uc010xmr.1_Missense_Mutation_p.A273TNM_001375 NP_001366 O00115 DNS2A_HUMAN 0GGCAGCTGGGCACACAGTGTG0.597

+ 3 210CD97_uc002mym.2_Nonsense_Mutation_p.W29*|CD97_uc002myn.2_Nonsense_Mutation_p.W29*NM_078481 NP_510966 P48960 CD97_HUMANExtracellular (Potential).|EGF-like 1. 4GTGCCCGGTGGTGCCCTCAGA0.597

- 19 2687EMR2_uc010dzs.1_Missense_Mutation_p.T203M|EMR2_uc010xnw.1_Missense_Mutation_p.T686M|EMR2_uc002mzo.1_Missense_Mutation_p.T733M|EMR2_uc002mzq.1_Missense_Mutation_p.T684M|EMR2_uc002mzr.1_Missense_Mutation_p.T695M|EMR2_uc002mzs.1_Missense_Mutation_p.T602M|EMR2_uc002mzt.1_Missense_Mutation_p.T640M|EMR2_uc002mzu.1_Missense_Mutation_p.T651M|EMR2_uc010xnx.1_RNANM_013447 NP_038475 Q9UHX3 EMR2_HUMANHelical; Name=6; (Potential). 4CAGACACCACGTGCAGCCCAG0.552

- 12 1603EMR2_uc010dzs.1_Translation_Start_Site|EMR2_uc010xnw.1_Missense_Mutation_p.V383M|EMR2_uc002mzo.1_Missense_Mutation_p.V383M|EMR2_uc002mzq.1_Missense_Mutation_p.V334M|EMR2_uc002mzr.1_Missense_Mutation_p.V334M|EMR2_uc002mzs.1_Missense_Mutation_p.V241M|EMR2_uc002mzt.1_Missense_Mutation_p.V290M|EMR2_uc002mzu.1_Missense_Mutation_p.V290M|EMR2_uc010xnx.1_RNA|EMR2_uc010xny.1_RNANM_013447 NP_038475 Q9UHX3 EMR2_HUMANExtracellular (Potential). 4AGCTGCATCACTGCCTGATTC0.502

- 3 1963MED26_uc002nee.2_IntronNM_004831 NP_004822 O95402 MED26_HUMAN 2CCCTGTGTGTCCTGACACCCG0.617

+ 9 1440GTPBP3_uc010xpo.1_Missense_Mutation_p.E481K|GTPBP3_uc002ngh.3_Missense_Mutation_p.E438K|GTPBP3_uc002ngg.3_Missense_Mutation_p.E491K|GTPBP3_uc002ngi.3_Missense_Mutation_p.E125KNM_032620 NP_116009 Q969Y2 GTPB3_HUMAN 1CCTGGCGGCAGAGGCGCTGCG0.657

+ 3 320FAM129C_uc010xpq.1_Missense_Mutation_p.P61L|FAM129C_uc010xps.1_Missense_Mutation_p.P30L|FAM129C_uc010xpt.1_IntronNM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0AACTTCCTGCCTTGCTACCGT0.622

+ 16 2574UPF1_uc002nkf.2_Missense_Mutation_p.E756K|UPF1_uc002nkh.2_Missense_Mutation_p.E11KNM_002911 NP_002902 Q92900 RENT1_HUMAN 2GGGCCAAGAGGAGATTGCCAG0.582

+ 10 1018KIAA0892_uc002nml.3_5'Flank|KIAA0892_uc010ecd.2_5'FlankNM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0CATAGTGCTGGACTGCAGCCC0.637

+ 8 2367CILP2_uc002nmw.3_Missense_Mutation_p.T767MNM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1GTGGTGGTCACGCTGGTCAAT0.701

+ 4 1601 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1TCTTCCCTTACTAAACATAAG0.358



+ 4 1708 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1AATTCATACTAGAGAGAAACC0.358

- 4 1673 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TCTCTTATGTCTAGTAAGGAT0.408 rs151059862

- 4 1447ZNF708_uc002npr.1_Missense_Mutation_p.K353E|ZNF708_uc010ecs.1_Missense_Mutation_p.K353ENM_021269 NP_067092 P17019 ZN708_HUMAN 6TAGGGTTTCTTTCCAGTATGA0.343

+ 4 1693ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2AAAGCTTTTATCCTGTCCTCA0.378

+ 4 1696ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2GCTTTTATCCTGTCCTCAAGA0.378

- 5 1579ZNF100_uc002nqh.2_Missense_Mutation_p.D396ENM_173531 NP_775802 Q8IYN0 ZN100_HUMANC2H2-type 11. 0TGCCACATTCGTCACATTTGT0.408

- 5 1789ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAGACCTTAATAAAGGTTTT0.398

- 4 762ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTGCCACCTTCTTCACATTTG0.363

+ 4 1578ZNF257_uc010ecy.2_Missense_Mutation_p.Q438RNM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0GCCTTTAACCAGTCTTCACAC0.408

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.418

- 7 2699 NM_001080409 NP_001073878 2AAGGGTCGAGAAATTGTTAAA0.353 rs55891931

- 4 1027ZNF91_uc010xrj.1_Missense_Mutation_p.H273RNM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0GGTTGAAGAATGGCTAAAAGC0.413

+ 3 1819ZNF507_uc002ntc.2_Missense_Mutation_p.G516E|ZNF507_uc010xrn.1_Missense_Mutation_p.G516E|ZNF507_uc002ntd.2_Missense_Mutation_p.G516ENM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5GCCAACCTGGGGCACTATGGA0.423

+ 3 1827ZNF507_uc002ntc.2_Nonsense_Mutation_p.G519*|ZNF507_uc010xrn.1_Nonsense_Mutation_p.G519*|ZNF507_uc002ntd.2_Nonsense_Mutation_p.G519*NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5GGGGCACTATGGAGATATAAA0.418

+ 10 2834 NM_014686 NP_055501 O15063 K0355_HUMAN 1CTTTAACATGGGCCAGTCACA0.517

+ 10 1082UBA2_uc010xrx.1_Missense_Mutation_p.D211N|UBA2_uc002nvl.2_Missense_Mutation_p.D242NNM_005499 NP_005490 Q9UBT2 SAE2_HUMAN 1AGAAAAGGGGGATGGAGCTGA0.408

+ 3 432SCN1B_uc002nxo.1_Missense_Mutation_p.E81K|SCN1B_uc010xsg.1_IntronNM_001037 NP_001028 Q07699 SCN1B_HUMANExtracellular (Potential).|Ig-like C2-type. 2GTTGCAGCTGGAGGAGGATGA0.577

+ 10 2335ZNF568_uc010xtn.1_Missense_Mutation_p.T531I|uc010efi.2_Missense_Mutation_p.T411I|uc010efj.2_Missense_Mutation_p.T411IQ3ZCX4 ZN568_HUMAN 2TCAGAACTCACACATCATGAG0.463

- 5 899ZNF585A_uc002ofm.1_Missense_Mutation_p.F168Y|ZNF585A_uc002ofn.1_Missense_Mutation_p.F168YNM_199126 NP_954577 Q6P3V2 Z585A_HUMAN C2H2-type 3. 3GTTATAAGAGAAGCCTTTCCC0.423

+ 9 3018 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2CTCCAACACCCCCATCGACTC0.582

+ 2 996ZFP36_uc010egn.1_Missense_Mutation_p.P186SNM_003407 NP_003398 P26651 TTP_HUMAN 1GTGGCAGCCCCCCGGCGACTC0.617

+ 10 911SHKBP1_uc002ooc.2_Intron|SHKBP1_uc002ood.2_Missense_Mutation_p.V288M|SHKBP1_uc010xvl.1_Missense_Mutation_p.V211M|SHKBP1_uc002ooe.2_Missense_Mutation_p.V125M|SHKBP1_uc002oof.2_Missense_Mutation_p.V125M|SHKBP1_uc010xvm.1_Missense_Mutation_p.V125M|SHKBP1_uc010xvn.1_Missense_Mutation_p.V166MNM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 2. 2TCATCTGGGGGTGCCTGTGGA0.602

+ 6 935 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3GTGAGCACCACCCTGCGCTAC0.562

+ 3 1127PRR19_uc002oth.1_3'UTR|PRR19_uc002otj.2_Missense_Mutation_p.A250V|TMEM145_uc002otk.1_5'FlankNM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0ATGCCCACTGCGCACAGGGGG0.587

- 2 519PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Missense_Mutation_p.R58G|PSG5_uc002ovx.2_Missense_Mutation_p.R130G|PSG5_uc002ovv.2_Missense_Mutation_p.R130G|PSG5_uc002ovw.2_Missense_Mutation_p.R130GNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3CCTCTAGTCCTATCACCTCGC0.473

- 2 754IRGQ_uc010eiv.2_Nonsense_Mutation_p.W212*NM_001007561 NP_001007562 Q8WZA9 IRGQ_HUMAN 2CTGAGCGCACCCACGACAGCG0.672

- 4 719C19orf61_uc002oxk.2_Missense_Mutation_p.P126S|C19orf61_uc010eiy.1_Missense_Mutation_p.P126SNM_019108 NP_061981 Q9H0W8 SMG9_HUMAN Pro-rich. 0GCTGCAGGGGGTGGTGGGGCG0.682

- 2 602KCNN4_uc010eiz.2_5'Flank|KCNN4_uc010eja.1_RNANM_002250 NP_002241 O15554 KCNN4_HUMANHelical; Name=Segment S2; (Potential). 2GAGTAAGAAGGTGGAAATGCT0.607

- 4 1994ZNF45_uc002oxw.1_Missense_Mutation_p.R632K|ZNF45_uc002oxv.1_Missense_Mutation_p.R632KNM_003425 NP_003416 Q02386 ZNF45_HUMANC2H2-type 17. 1GGTGTGAACTCTTTGATGGGC0.483

+ 5 971ZNF155_uc002oxz.1_Missense_Mutation_p.G256R|ZNF155_uc010xwt.1_Missense_Mutation_p.G267RNM_003445 NP_003436 Q12901 ZN155_HUMAN 2ATTACACACAGGAGAGAAACC0.423

+ 3 518KLC3_uc002pbe.2_Missense_Mutation_p.E135K|KLC3_uc010ejy.1_Missense_Mutation_p.E135K|KLC3_uc002pbg.1_Missense_Mutation_p.E149KNM_177417 NP_803136 Q6P597 KLC3_HUMAN Potential. 1GGCCAGCGAGGAGTCCGTGGC0.721

+ 8 1004SAE1_uc002pgd.2_Splice_Site|SAE1_uc010ekx.2_Intron|SAE1_uc010ekw.2_Splice_Site|SAE1_uc010xyk.1_Splice_Site_p.K142_splice|SAE1_uc002pge.2_Splice_Site_p.K252_spliceNM_016402 NP_057486 Q9UBE0 SAE1_HUMAN 1AATTGTGAAGGTAAAACATCA0.453

+ 3 409 CRX_uc010elm.1_RNA NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2CGTCTATGCCCGTGAGGAGGT0.632

- 4 943SPACA4_uc002pjo.2_5'FlankNM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1GGGGGGCGCAGGTGGGAGCGG0.721

- 2 498GYS1_uc010xzy.1_Intron|GYS1_uc010emm.2_Missense_Mutation_p.A86V|GYS1_uc010xzz.1_Intron|GYS1_uc010yaa.1_Intron|RUVBL2_uc002plq.1_5'Flank|RUVBL2_uc010yab.1_5'Flank|RUVBL2_uc002plr.1_5'Flank|RUVBL2_uc002pls.1_5'Flank|RUVBL2_uc010emn.1_5'FlankNM_002103 NP_002094 P13807 GYS1_HUMAN 2CCTCTTCAGGGCCGGGGTGGG0.667

- 3 325 NM_000894 NP_000885 P01229 LSHB_HUMAN 0CGACAGCTGAGAGCCACAGGG0.662

- 2 214NR1H2_uc002prv.3_IntronNM_004851 NP_004842 O96009 NAPSA_HUMAN 0CCCCAACTTGGGGAGCTCTGC0.587

- 5 944SIGLEC6_uc002pwz.2_Missense_Mutation_p.S245F|SIGLEC6_uc002pxa.2_Missense_Mutation_p.S261F|SIGLEC6_uc010ydb.1_Missense_Mutation_p.S198F|SIGLEC6_uc010ydc.1_Missense_Mutation_p.S261F|SIGLEC6_uc010eoz.1_Missense_Mutation_p.S239F|SIGLEC6_uc010epb.1_Missense_Mutation_p.S214F|SIGLEC6_uc010epa.1_Missense_Mutation_p.S250FNM_001245 NP_001236 O43699 SIGL6_HUMANIg-like C2-type 2.|Extracellular (Potential). 1GACAGGGAGGGACGAGGTGTT0.602

+ 4 1894ZNF534_uc002pzj.1_Intron|ZNF534_uc010epo.1_Intron|ZNF534_uc002pzl.2_Missense_Mutation_p.K598NNM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0GACATAGGAAAATTCATACTG0.423

+ 6 1245 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0ACATGCCATCATAGGTGTCAC0.428

- 7 2083ZNF611_uc010eqc.2_Missense_Mutation_p.S519N|ZNF611_uc010ydo.1_Missense_Mutation_p.S519N|ZNF611_uc010ydr.1_Missense_Mutation_p.S520N|ZNF611_uc010ydp.1_Missense_Mutation_p.S589N|ZNF611_uc010ydq.1_Missense_Mutation_p.S589N|ZNF611_uc002qaa.3_Missense_Mutation_p.S519NNM_030972 NP_112234 Q8N823 ZN611_HUMAN 1TTTCTCACCACTATGAACTCT0.433

- 7 1479ZNF415_uc002qat.2_Missense_Mutation_p.T341R|ZNF415_uc002qaw.2_Missense_Mutation_p.T329R|ZNF415_uc010yds.1_Missense_Mutation_p.T329R|ZNF415_uc010ydt.1_Missense_Mutation_p.T329R|ZNF415_uc002qau.2_Missense_Mutation_p.T316R|ZNF415_uc002qav.2_Missense_Mutation_p.T341R|ZNF415_uc002qba.2_Missense_Mutation_p.T99R|ZNF415_uc002qay.2_Missense_Mutation_p.T316R|ZNF415_uc002qaz.2_Missense_Mutation_p.T377RNR_028343 Q09FC8 ZN415_HUMAN C2H2-type 5. 1CTCTTTACATGTGTAAGGTTT0.403 rs147077991

+ 3 178ZNF845_uc010ydw.1_Missense_Mutation_p.E21KNM_138374 NP_612383 Q96IR2 ZN845_HUMAN KRAB. 0CTCTCAGGAAGAGTGGAAGTG0.463

+ 11 1218TTYH1_uc010yey.1_Missense_Mutation_p.G406E|TTYH1_uc002qfr.2_Missense_Mutation_p.D376N|TTYH1_uc002qft.2_Missense_Mutation_p.D376NNM_020659 NP_065710 Q9H313 TTYH1_HUMANExtracellular (Potential). 0CTCCCCTCAGGACTATGGTGC0.587

+ 6 1237LILRA2_uc010ern.2_Missense_Mutation_p.G383D|LILRA2_uc002qgf.2_Missense_Mutation_p.G383D|LILRA2_uc010yfe.1_Missense_Mutation_p.G383D|LILRA2_uc010yff.1_Missense_Mutation_p.G371D|LILRA2_uc010ero.2_Missense_Mutation_p.G371D|LILRA2_uc010yfg.1_IntronNM_001130917 NP_001124389 Q8N149 LIRA2_HUMANIg-like C2-type 4.|Extracellular (Potential). 1TTCCGCATGGGTCCTGTGACC0.597

- 7 823C19orf51_uc002qjh.1_Splice_Site_p.Y78_splice|C19orf51_uc002qjj.1_Splice_Site_p.Y310_splice|C19orf51_uc002qjk.1_Splice_Site_p.Y209_splice|C19orf51_uc002qjl.1_Splice_Site_p.Y331_spliceQ8N9W5 CS051_HUMAN 0TGGACACGCACGTAGCTCAGG0.652

+ 2 1207ZNF581_uc002qlq.2_Missense_Mutation_p.S164N|CCDC106_uc002qlr.2_5'FlankNM_016535 NP_057619 Q9P0T4 ZN581_HUMAN C2H2-type 3. 0GCCCAGCACAGCCGGGTGCAC0.667



- 3 239 NM_001002836 NP_001002836 Q6DD87 ZN787_HUMAN Pro-rich. 1TGGTGGGAGGCCAGCTGGGGA0.463

- 3 228 NM_001002836 NP_001002836 Q6DD87 ZN787_HUMAN 1CAGCTGGGGACGTCGTCATCA0.468

+ 4 1463ZNF805_uc010ygu.1_Missense_Mutation_p.R286QNM_001023563 NP_001018857 Q5CZA5 ZN805_HUMAN C2H2-type 8. 0AGGCACCAGCGGATTCACACT0.512

+ 4 1342ZNF547_uc002qpm.3_Intron|ZNF549_uc010eud.1_Intron|ZNF549_uc002qpa.1_Missense_Mutation_p.E352KNM_153263 NP_694995 Q6P9A3 ZN549_HUMAN C2H2-type 6. 1TGTGTGTATGGAATGTGGGAA0.443

- 2 299ZNF776_uc002qpx.2_Intron|ZNF154_uc002qpy.2_RNANM_001085384 NP_001078853 Q13106 ZN154_HUMAN KRAB. 0GAAGTGTACGGCCACATCTTC0.512

+ 7 540SNTG2_uc010ewi.2_IntronNM_018968 NP_061841 Q9NY99 SNTG2_HUMAN 3CATATTGACAGGTGCATCTGC0.428

+ 9 727SNTG2_uc010ewi.2_Missense_Mutation_p.S73LNM_018968 NP_061841 Q9NY99 SNTG2_HUMAN p.S200L(1) 3CAGGCCCCATCGTCACCTTCC0.567 rs6751090

+ 20 2748LPIN1_uc010yjm.1_Missense_Mutation_p.G910E|LPIN1_uc002rbt.2_Missense_Mutation_p.G825E|LPIN1_uc010yjo.1_Missense_Mutation_p.G326ENM_145693 NP_663731 Q14693 LPIN1_HUMAN C-LIP. 4AACCCTAAAGGAGAGCTGGTA0.348

- 17 1918WDR35_uc002rdj.2_Missense_Mutation_p.D593N|WDR35_uc010ext.2_RNA|WDR35_uc002rdh.2_Missense_Mutation_p.D169N|WDR35_uc002rdk.3_Missense_Mutation_p.D169NNM_001006657 NP_001006658 Q9P2L0 WDR35_HUMAN 1TCAGGATTATCTTTGGCCCAC0.398

- 37 4927ITSN2_uc002rff.2_Missense_Mutation_p.A1530TNM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN C2. 4CCTTGGTAAGCTTTCTCACGC0.617

- 33 4307ITSN2_uc002rff.2_Missense_Mutation_p.P1323LNM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN DH. 4CCTCTGCATGGGTTTCAGCAG0.577

- 3 314 NM_194248 NP_919224 Q9HC10 OTOF_HUMANCytoplasmic (Potential). 7ACCTGAATCTCCAGCATCTCA0.577

- 10 959 NM_000379 NP_000370 P47989 XDH_HUMANFAD-binding PCMH-type. 8TTACCGTCGGGTCCATGTTCT0.517

- 8 1074MEMO1_uc010ymu.1_Missense_Mutation_p.S208F|MEMO1_uc010ezq.2_Missense_Mutation_p.S231F|MEMO1_uc002rny.2_RNA|MEMO1_uc002rnz.2_RNANM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2ATTGCTAAAAGATACAGGGTC0.249

+ 46 9054 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14TACCAGTGTTCAAGGATCGCC0.453

+ 13 2405LTBP1_uc002rot.2_Missense_Mutation_p.A476V|LTBP1_uc002rou.2_Missense_Mutation_p.A476V|LTBP1_uc002rov.2_Missense_Mutation_p.A423V|LTBP1_uc010ymz.1_Missense_Mutation_p.A476V|LTBP1_uc010yna.1_Missense_Mutation_p.A423VNM_206943 NP_996826 Q14766 LTBP1_HUMAN 8GTGGCAACTGCACCCCCTGAA0.289

- 12 2082THADA_uc010far.2_5'Flank|THADA_uc002rsx.3_Splice_Site_p.G577_splice|THADA_uc002rsy.3_Splice_Site|THADA_uc010fas.1_Splice_Site|THADA_uc002rsz.2_Splice_Site_p.G287_splice|THADA_uc010fat.1_5'Flank|THADA_uc002rta.2_Splice_Site_p.G287_splice|THADA_uc002rtb.1_Splice_Site_p.G577_splice|THADA_uc002rtc.3_Splice_Site_p.G577_splice|THADA_uc002rtd.2_Splice_Site_p.G577_spliceNM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3TGCTCTTGTCCTGAAAGCACA0.383

+ 4 2601MSH6_uc002rwc.2_Missense_Mutation_p.D817N|MSH6_uc010fbj.2_Missense_Mutation_p.D515N|MSH6_uc010yoi.1_Missense_Mutation_p.D687N|MSH6_uc010yoj.1_Missense_Mutation_p.D515NNM_000179 NP_000170 P52701 MSH6_HUMAN 168GAAGCTTCCAGATCTTGAGAG0.413

+ 16 3491SPTBN1_uc002rxx.2_Missense_Mutation_p.T1068INM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 8. 8CTCTCTAGGACCCAGACAGCG0.582

- 3 1136RTN4_uc002ryd.2_Missense_Mutation_p.A74T|RTN4_uc002ryf.2_Intron|RTN4_uc002ryg.2_IntronNM_020532 NP_065393 Q9NQC3 RTN4_HUMANCytoplasmic (Potential). 3AGAGTTTTTGCCTTCTCTGAG0.373

- 12 1426CCT4_uc010ypp.1_Missense_Mutation_p.G370D|CCT4_uc010ypq.1_Missense_Mutation_p.G276D|CCT4_uc010ypr.1_Missense_Mutation_p.G370D|CCT4_uc010yps.1_Missense_Mutation_p.G396DNM_006430 NP_006421 P50991 TCPD_HUMAN 2TTCTGGAGCACCACCTCCTGC0.328

+ 6 1034UGP2_uc002scl.2_Missense_Mutation_p.G232D|UGP2_uc010ypx.1_Missense_Mutation_p.G252DNM_006759 NP_006750 Q16851 UGPA_HUMAN 0ATAGGAGAAGGCAAAGAGTAT0.403

+ 3 945SLC1A4_uc010ypy.1_5'UTR|SLC1A4_uc010ypz.1_5'UTR|SLC1A4_uc010fcv.2_Missense_Mutation_p.T208I|SLC1A4_uc002sdh.2_5'UTRNM_003038 NP_003029 P43007 SATT_HUMANExtracellular (Potential). 1GGAAATGTAACCCATGAAAAG0.378

+ 11 1009SMYD5_uc010yre.1_Missense_Mutation_p.P211L|SMYD5_uc002six.1_RNANM_006062 NP_006053 Q6GMV2 SMYD5_HUMAN SET. 0ACCTCCTTTCCAGAAAACAAC0.478

+ 7 1421ALMS1_uc002sjf.1_Missense_Mutation_p.C394YNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9GCTGTTGTATGCAGTGAAAGA0.388

- 16 2251SLC4A5_uc002skl.2_RNA|SLC4A5_uc002skn.2_Missense_Mutation_p.L750P|SLC4A5_uc010ffc.1_Missense_Mutation_p.L750P|SLC4A5_uc002skp.1_Missense_Mutation_p.L686P|SLC4A5_uc002sks.1_Missense_Mutation_p.L750PNM_021196 NP_067019 Q9BY07 S4A5_HUMANHelical; (Potential). 9CCCAAAGAAAAGGATGAAGGA0.532

- 25 4083POLR1A_uc010ytb.1_Missense_Mutation_p.G601D|POLR1A_uc002sqt.1_Missense_Mutation_p.G258DNM_015425 NP_056240 O95602 RPA1_HUMAN 3CTCGCCTCTGCCTGCAAAGTG0.632

- 5 1073 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMANLumenal (Potential). 3ATTTTAGACTCTTCTGTGTTC0.403

+ 23 2615PROM2_uc002sui.2_Missense_Mutation_p.R828W|PROM2_uc002suj.2_Missense_Mutation_p.R482W|PROM2_uc002suk.2_Missense_Mutation_p.R828W|PROM2_uc002sul.2_Missense_Mutation_p.R354W|PROM2_uc002sum.2_RNANM_144707 NP_653308 Q8N271 PROM2_HUMANCytoplasmic (Potential). 1CCACATCCCCCGGGTTACCTC0.592

- 27 3195 NM_015348 NP_056163 Q92545 TM131_HUMAN 6AAAGCGTAAGGAGCTTCCTGG0.423

+ 4 969 NM_015904 NP_056988 O60841 IF2P_HUMAN 3TTAGAAACAGGTAAAAAGGAT0.388

- 6 1086 MFSD9_uc010fja.2_RNANM_032718 NP_116107 Q8NBP5 MFSD9_HUMANHelical; (Potential). 4AGGATTGGCCCCAGGGCAAGG0.632

- 22 5171 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN GRIP. 1AGCTGCAGACACCTCTTGCTC0.393 rs143574937

+ 11 3499GCC2_uc002ted.2_Splice_Site_p.K1014_spliceNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN 1GAAGATAAAGGTAAAAACAAT0.294

+ 20 6923 NM_006267 NP_006258 P49792 RBP2_HUMAN 18TCAACAACAGGATTTAACTTC0.413

+ 9 1531MERTK_uc002thl.1_Missense_Mutation_p.G294ENM_006343 NP_006334 Q12866 MERTK_HUMANFibronectin type-III 2.|Extracellular (Potential). 9GGGGGAGTTGGGCCCTTCAGT0.532

+ 1 597POLR1B_uc010fkn.2_Missense_Mutation_p.R6Q|POLR1B_uc002thx.2_5'UTR|POLR1B_uc010fko.2_Missense_Mutation_p.R6Q|POLR1B_uc010fkp.2_5'UTR|POLR1B_uc010yxn.1_Missense_Mutation_p.R44Q|POLR1B_uc002thy.2_5'UTR|POLR1B_uc010yxo.1_5'UTRNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CCTGGCAGCCGGTGGCGGAAC0.642

+ 15 3942POLR1B_uc010fkn.2_Missense_Mutation_p.A1065V|POLR1B_uc002thx.2_Missense_Mutation_p.A982V|POLR1B_uc010fko.2_Missense_Mutation_p.A938V|POLR1B_uc010fkp.2_Missense_Mutation_p.A560V|POLR1B_uc010yxn.1_Missense_Mutation_p.A1159V|POLR1B_uc002thy.2_Missense_Mutation_p.A982V|POLR1B_uc010yxo.1_Missense_Mutation_p.A898VNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1TATTTTGTAGCTGAACTGGCA0.383

- 8 1254SLC35F5_uc002tkt.2_RNANM_025181 NP_079457 Q8WV83 S35F5_HUMANDUF6.|Helical; (Potential). 0TTTCTTACCGGAAGTTGAAGA0.284

+ 16 1393MARCO_uc010yyf.1_Missense_Mutation_p.S343PNM_006770 NP_006761 Q9UEW3 MARCO_HUMANExtracellular (Potential). 6AGGTGAAAACTCAGTGTCCGT0.512

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5AAGCAGTGGCAGCACCACTTG0.617

+ 5 377ACMSD_uc002tua.2_Missense_Mutation_p.V46INM_138326 NP_612199 Q8TDX5 ACMSD_HUMAN 1TGCCAGCACCGTTGTGAGCTA0.562

- 28 5578LRP1B_uc010fnl.1_Missense_Mutation_p.G718CNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50GGGCCTTTGCCATCATTAGCT0.468

- 8 3358ZEB2_uc002tvv.2_Missense_Mutation_p.G954R|ZEB2_uc010zbm.1_Missense_Mutation_p.G931R|ZEB2_uc010fnp.2_Intron|ZEB2_uc010fnq.1_Missense_Mutation_p.G989RNM_014795 NP_055610 O60315 ZEB2_HUMAN 9ACCTGAAATCCTTGTTTCCGC0.388

+ 6 834 NM_004522 NP_004513 O60282 KIF5C_HUMANKinesin-motor. 1CAACTTGGCTGTTCATGAAGA0.333

+ 13 1707KIF5C_uc002tws.1_RNA|KIF5C_uc002twt.2_5'UTRNM_004522 NP_004513 O60282 KIF5C_HUMAN 1AAAGCTGAAGCAACAGATGTT0.343

+ 5 653LYPD6_uc010fnt.2_RNA|LYPD6_uc002twz.2_RNA|LYPD6_uc002txa.2_Missense_Mutation_p.P153LNM_194317 NP_919298 Q86Y78 LYPD6_HUMAN 0AATGGGCACCCACGCTGTATG0.473



+ 18 3266TANC1_uc010zcm.1_Missense_Mutation_p.D990N|TANC1_uc010fom.1_Missense_Mutation_p.D804N|TANC1_uc010fon.2_5'FlankNM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3GGACCACTTGGATAAGAAGGG0.587

+ 3 1248TBR1_uc010foy.2_Missense_Mutation_p.G29RNM_006593 NP_006584 Q16650 TBR1_HUMAN T-box. 2GAACAACAAAGGAGCTTCAAA0.478

- 27 5786 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13TGGGCAGATCCATGGCAATGA0.463

+ 8 4081XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.E1180K|XIRP2_uc010fpq.2_Missense_Mutation_p.E1133K|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_5'FlankNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 23. 14GTGGCTTTTTGAAACAAAGCC0.378

+ 1 758KBTBD10_uc010zdh.1_IntronNM_006063 NP_006054 O60662 KBTBA_HUMAN 0TTCGCCTTATGACAGAAAAAT0.358

- 2 464METTL5_uc002ufo.2_Missense_Mutation_p.G73E|METTL5_uc002ufp.2_Missense_Mutation_p.G73E|METTL5_uc002ufq.1_Missense_Mutation_p.G73ENM_014168 NP_054887 Q9NRN9 METL5_HUMAN 1GTACCCTGCTCCTAACATTGC0.378

+ 27 3926UBR3_uc002ufr.3_RNA|UBR3_uc010fqa.2_Missense_Mutation_p.C130Y|UBR3_uc002uft.3_Missense_Mutation_p.C162Y|UBR3_uc010zdj.1_5'UTRNM_172070 NP_742067 Q6ZT12 UBR3_HUMANRING-type; degenerate. 0AAGAGTTCATGTCTCTTGGCA0.303

+ 2 153MYO3B_uc002ufv.2_Translation_Start_Site|MYO3B_uc010fqb.1_Translation_Start_Site|MYO3B_uc002ufz.2_Missense_Mutation_p.L4V|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002uga.2_Translation_Start_SiteNM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19CAGGAAACATCTGTATGGATT0.393

+ 3 456MYO3B_uc002ufv.2_Missense_Mutation_p.V92I|MYO3B_uc010fqb.1_Missense_Mutation_p.V92I|MYO3B_uc002ufz.2_Missense_Mutation_p.V105I|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002uga.2_Missense_Mutation_p.V92INM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19GCTGTGGCTGGTCCTGGAGGT0.448

+ 31 3748MYO3B_uc010fqb.1_Missense_Mutation_p.G1230S|MYO3B_uc002ufz.2_Missense_Mutation_p.G1175E|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19TCTCCAAAAGGGTGCGATATC0.358

- 10 1092SLC25A12_uc010fqh.2_Missense_Mutation_p.V228INM_003705 NP_003696 O75746 CMC1_HUMANSolcar 1.|Helical; Name=1; (Potential). 0CCTCCAGCAACTGAGCCCAGA0.473

+ 22 3027ITGA6_uc010zdy.1_Missense_Mutation_p.R823W|ITGA6_uc002uho.1_Missense_Mutation_p.R942W|ITGA6_uc010fqm.1_Missense_Mutation_p.R573WNM_001079818 NP_001073286 P23229 ITA6_HUMANExtracellular (Potential). 2ATGCCCGCTGCGGGGGCTGGA0.473

+ 6 845HNRNPA3_uc002ulc.1_Missense_Mutation_p.G247R|HNRNPA3_uc002uld.2_Missense_Mutation_p.G225R|HNRNPA3_uc002ule.2_Missense_Mutation_p.G24RNM_194247 NP_919223 P51991 ROA3_HUMAN Gly-rich. 2TGGTGGAAGAGGTAGGCTGTT0.408

- 112 27716TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.K5825N|TTN_uc010fre.1_Missense_Mutation_p.K275NNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGCTGGAACTTTTCTCTCAT0.343

- 56 13947TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.V1236INM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CAACCTTTTACTGAGAGTAAT0.423

- 30 7137TTN_uc010zfh.1_Missense_Mutation_p.E2259K|TTN_uc010zfi.1_Missense_Mutation_p.E2259K|TTN_uc010zfj.1_Missense_Mutation_p.E2259K|TTN_uc002unb.2_Missense_Mutation_p.E2305K|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GATTTAAGCTCCACATCATTA0.403

+ 4 839DUSP19_uc010frp.2_Missense_Mutation_p.S104F|DUSP19_uc010zfr.1_RNA|DUSP19_uc002upe.2_Missense_Mutation_p.P116SNM_080876 NP_543152 Q8WTR2 DUS19_HUMANTyrosine-protein phosphatase. 5GCAGGCGTTTCCAGGGCTGCT0.338

- 4 639STAT1_uc010fse.1_Missense_Mutation_p.R84K|STAT1_uc002usk.2_Missense_Mutation_p.R84K|STAT1_uc002usl.2_Missense_Mutation_p.R86K|STAT1_uc010fsf.1_5'UTRNM_007315 NP_009330 P42224 STAT1_HUMAN 10CTTGCTTTTCCTTATGTTATG0.373

- 22 1934ALS2CR4_uc002uyg.1_5'Flank|ALS2CR4_uc002uyh.1_5'Flank|MPP4_uc002uyi.3_Missense_Mutation_p.D194N|MPP4_uc010ftj.2_Missense_Mutation_p.D569N|MPP4_uc010zhq.1_Missense_Mutation_p.D545N|MPP4_uc010zhr.1_Missense_Mutation_p.D552N|MPP4_uc010zhs.1_Missense_Mutation_p.D501N|MPP4_uc002uyj.3_Missense_Mutation_p.D541N|MPP4_uc010zht.1_Missense_Mutation_p.D518N|MPP4_uc002uyl.3_RNA|MPP4_uc010ftk.2_Missense_Mutation_p.D532NNM_033066 NP_149055 Q96JB8 MPP4_HUMANGuanylate kinase-like.|Potential. 0TCTTGTAGGTCTTCATCCTTT0.358

- 17 1490MPP4_uc002uyi.3_Missense_Mutation_p.R46C|MPP4_uc010ftj.2_Missense_Mutation_p.R421C|MPP4_uc010zhq.1_Missense_Mutation_p.R397C|MPP4_uc010zhr.1_Missense_Mutation_p.R404C|MPP4_uc010zhs.1_Missense_Mutation_p.R353C|MPP4_uc002uyj.3_Missense_Mutation_p.R393C|MPP4_uc010zht.1_Missense_Mutation_p.R370C|MPP4_uc002uyl.3_RNA|MPP4_uc010ftk.2_Missense_Mutation_p.R384CNM_033066 NP_149055 Q96JB8 MPP4_HUMANGuanylate kinase-like. 0ACTATGAGGCGGTACTTGTCT0.557

+ 23 3484PARD3B_uc002vao.1_Missense_Mutation_p.P992S|PARD3B_uc002vap.1_Missense_Mutation_p.P1031S|PARD3B_uc002vaq.1_Missense_Mutation_p.P1024S|uc010fuc.1_5'FlankNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4ACCCGCAGATCCTGTAGACTA0.433

- 11 1520MDH1B_uc010ziw.1_RNA|MDH1B_uc010fui.2_Missense_Mutation_p.E488K|MDH1B_uc010fuj.2_Missense_Mutation_p.E391K|MDH1B_uc002vbt.2_RNANM_001039845 NP_001034934 Q5I0G3 MDH1B_HUMAN 4TTTGGAAACTCTGCTGCTGCA0.343

- 2 1287 NM_003468 NP_003459 Q13467 FZD5_HUMANExtracellular (Potential). 3ACGCTGGCATGGCCCACGACC0.627

+ 32 5185 NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10TTTGCTCTCAGGTATTATTCA0.353

- 3 376MYL1_uc002veb.2_Missense_Mutation_p.G39CNM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1GGATTTGTGCCCAGAGCTCGA0.468

+ 11 1179VIL1_uc010zke.1_Nonsense_Mutation_p.Q61*|VIL1_uc002vib.2_Nonsense_Mutation_p.Q372*NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1CAAAGTGGAACAGGTGAAGTT0.443

+ 11 1537 NM_031313 NP_112603 P10696 PPBN_HUMAN 1GCCTGCGACCTGGCGCCCCGC0.736

+ 5 598DGKD_uc002vuj.1_Missense_Mutation_p.V152M|DGKD_uc010fyh.1_Missense_Mutation_p.V63M|DGKD_uc002vuk.1_Missense_Mutation_p.V63MNM_152879 NP_690618 Q16760 DGKD_HUMANPhorbol-ester/DAG-type 1. 5GTCCTGCGAGGGTACGGATGT0.537

+ 4 2098SH3BP4_uc010fym.2_Missense_Mutation_p.V569M|SH3BP4_uc002vvq.2_Missense_Mutation_p.V569MNM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4GCTGGGCAAGGTGAGCCGCCT0.562

+ 7 1041COPS8_uc002vwg.2_Missense_Mutation_p.D124N|COPS8_uc002vwi.2_Missense_Mutation_p.D170NNM_006710 NP_006701 Q99627 CSN8_HUMAN 1AGGGGCCCTGGATGTTTCCTT0.299

- 36 7540COL6A3_uc002vwo.2_Missense_Mutation_p.G2213S|COL6A3_uc010znj.1_Missense_Mutation_p.G1812S|COL6A3_uc002vwj.2_5'Flank|COL6A3_uc002vwp.1_Missense_Mutation_p.G240SNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 11.|Nonhelical region. 18CGCATCCGGCCGAAAGTGTCT0.567

+ 7 1041MLPH_uc002vws.2_Intron|MLPH_uc010fyt.1_Missense_Mutation_p.A272T|MLPH_uc002vwu.2_Missense_Mutation_p.A272T|MLPH_uc002vwv.2_Missense_Mutation_p.A232T|MLPH_uc002vww.2_Missense_Mutation_p.A248T|MLPH_uc002vwx.2_Missense_Mutation_p.A156T|MLPH_uc010fyu.2_Silent_p.A70ANM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1CAGACACGGCGCCCTGGCTGA0.667

+ 10 2079CAPN10_uc002vzl.1_Missense_Mutation_p.P477L|CAPN10_uc002vzm.1_Missense_Mutation_p.P98L|CAPN10_uc002vzn.1_Missense_Mutation_p.P504L|CAPN10_uc002vzo.1_RNA|CAPN10_uc010fzg.1_RNA|CAPN10_uc002vzp.1_RNA|CAPN10_uc002vzq.1_IntronNM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 2. 6ACCTACCTGCCGGACACAGAG0.672

- 7 1694NSFL1C_uc002wfd.2_Missense_Mutation_p.A138V|NSFL1C_uc002wfe.2_Missense_Mutation_p.A218V|NSFL1C_uc002wff.2_RNA|NSFL1C_uc010gag.2_Missense_Mutation_p.A15VNM_016143 NP_057227 Q9UNZ2 NSF1C_HUMAN 0GGCTTTGAAGGCTCCTTTGGG0.577

+ 14 1869TMC2_uc002wgg.1_Nonsense_Mutation_p.W602*|TMC2_uc010zpw.1_Nonsense_Mutation_p.W450*|TMC2_uc010zpx.1_Nonsense_Mutation_p.W449*NM_080751 NP_542789 Q8TDI7 TMC2_HUMANCytoplasmic (Potential). 3GCTGGTGCTGGGACTTGGAGG0.493

+ 5 1174SMOX_uc002wkk.1_Intron|SMOX_uc002wkl.1_Intron|SMOX_uc002wkn.1_Intron|SMOX_uc002wkp.2_Missense_Mutation_p.A325T|SMOX_uc010zqo.1_Intron|SMOX_uc002wko.1_Missense_Mutation_p.A325TNM_175839 NP_787033 Q9NWM0 SMOX_HUMAN 1GCTGATCCCGGCGGACCATGT0.637

+ 2 991PRNP_uc002wkv.2_Missense_Mutation_p.V210I|PRNP_uc002wkw.2_Missense_Mutation_p.V210I|PRNP_uc002wkx.2_Missense_Mutation_p.V210I|PRNP_uc002wkt.1_Missense_Mutation_p.V180I|PRNP_uc002wky.2_Missense_Mutation_p.V210I|PRNP_uc010gbe.1_Missense_Mutation_p.V210INM_001080122 NP_001073591 P04156 PRIO_HUMANInteraction with GRB2, ERI3 and SYN1 (By similarity).1GGAGCGCGTGGTTGAGCAGAT0.537 rs74315407

+ 1 660BTBD3_uc002wny.2_Missense_Mutation_p.G40S|BTBD3_uc002woa.2_Missense_Mutation_p.G40S|BTBD3_uc010zrf.1_5'UTR|BTBD3_uc010zrg.1_5'Flank|BTBD3_uc010zrh.1_5'FlankNM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3AAACTGGCAGGGTCTTTATCC0.483

+ 4 1293BTBD3_uc002wny.2_Missense_Mutation_p.V251I|BTBD3_uc002woa.2_Missense_Mutation_p.V251I|BTBD3_uc010zrf.1_Missense_Mutation_p.V161I|BTBD3_uc010zrg.1_Missense_Mutation_p.V161I|BTBD3_uc010zrh.1_Missense_Mutation_p.V161INM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3TAAACGCAAGGTTCTAGGAAA0.458

- 8 1720BFSP1_uc002wpp.2_Nonsense_Mutation_p.E436*|BFSP1_uc010zrn.1_Nonsense_Mutation_p.E422*|BFSP1_uc010zro.1_Nonsense_Mutation_p.E422*NM_001195 NP_001186 Q12934 BFSP1_HUMAN Tail. 1TCCTCACCCTCACGTTTCTCT0.557

- 8 1597BFSP1_uc002wpp.2_Missense_Mutation_p.P395S|BFSP1_uc010zrn.1_Missense_Mutation_p.P381S|BFSP1_uc010zro.1_Missense_Mutation_p.P381SNM_001195 NP_001186 Q12934 BFSP1_HUMAN Tail. 1TTCTCTAAAGGGGGCTTGGGT0.542

+ 7 1111RIN2_uc010gcu.1_Intron|RIN2_uc010gcv.1_Missense_Mutation_p.P153SNM_018993 NP_061866 Q8WYP3 RIN2_HUMAN 5CATCCCTCCACCCCGGCTGAA0.612

+ 22 2774C20orf26_uc010zse.1_Missense_Mutation_p.D880N|C20orf26_uc002wrw.2_RNANM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4TATGTACCGGGATGCGATCCT0.642

+ 10 1633TPX2_uc010gdv.1_Missense_Mutation_p.G312ENM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2CTGTCCCAAGGAAAGAAAAGA0.423

+ 11 1804ASXL1_uc010geb.2_Missense_Mutation_p.G351RNM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248TGACCCAGCAGGGCTGAGCAG0.567

+ 15 2442ZNF341_uc002wzx.2_Missense_Mutation_p.A801T|ZNF341_uc010geq.2_Missense_Mutation_p.A718T|ZNF341_uc010ger.2_RNA|ZNF341_uc002wzz.2_Missense_Mutation_p.A235TNM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2TGTGGGTGGTGCGGTGGGCGC0.706

+ 17 1884ITCH_uc002xak.2_Splice_Site_p.Q523_splice|ITCH_uc010zuj.1_Splice_Site_p.Q413_spliceNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6CTTTCAACAGGTACTGTTTCA0.408



- 12 6301NCOA6_uc002xaw.2_Missense_Mutation_p.L1244FNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region. 7GAGGCATTGAGTCTTTCTGGT0.483

+ 27 4273RALGAPB_uc002xix.2_Missense_Mutation_p.P1336L|RALGAPB_uc002xiy.1_Intron|RALGAPB_uc002xiz.2_Missense_Mutation_p.P1118LNM_020336 NP_065069 Q86X10 RLGPB_HUMAN Rap-GAP. 2CCCCTTGGACCTGAGACAAGA0.458

+ 2 798 NM_080552 NP_542119 Q9H598 VIAAT_HUMANLumenal, vesicle (Potential). 0AGACGGCGAGGTGGTGCGCGT0.627

+ 7 866NCOA3_uc010ght.1_Missense_Mutation_p.Y221H|NCOA3_uc002xtl.2_Missense_Mutation_p.Y221H|NCOA3_uc002xtm.2_Missense_Mutation_p.Y221H|NCOA3_uc002xtn.2_Missense_Mutation_p.Y221H|NCOA3_uc010zyc.1_Missense_Mutation_p.Y23HNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5GCGCCAGAGATATGAAACAAT0.408

+ 15 1846SLC9A8_uc010zym.1_Missense_Mutation_p.E246K|SLC9A8_uc010gid.2_Missense_Mutation_p.E170KNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1GCTGACGCAGGAGGTGGGATA0.647

- 9 754DPM1_uc002xvv.1_Missense_Mutation_p.G182R|DPM1_uc002xvx.1_RNANM_003859 NP_003850 O60762 DPM1_HUMAN 1GTCAATAATCCTTTCAAGAAA0.308

+ 7 1448TFAP2C_uc010zzi.1_Missense_Mutation_p.S233NNM_003222 NP_003213 Q92754 AP2C_HUMANH-S-H (helix-span-helix), dimerization. 1GGGTTTGGCAGCCAGGCCATC0.552

- 3 691PMEPA1_uc002xyr.2_Missense_Mutation_p.S50P|PMEPA1_uc002xys.2_Missense_Mutation_p.S65P|PMEPA1_uc002xyt.2_Missense_Mutation_p.S50PNM_020182 NP_064567 Q969W9 PMEPA_HUMANCytoplasmic (Potential). 1CCGTTGCCTGACACTGTGCTC0.642

+ 6 819CDH4_uc002ybp.1_Missense_Mutation_p.D195NNM_001794 NP_001785 P55283 CADH4_HUMANCadherin 1.|Extracellular (Potential). 6CTACGTCATCGACATGAATGA0.567

+ 7 921CDH4_uc002ybp.1_Missense_Mutation_p.D229NNM_001794 NP_001785 P55283 CADH4_HUMANExtracellular (Potential).|Cadherin 2. 6CACGGCCAACGATGCTGACGA0.632

- 1 283TCFL5_uc002ydo.2_5'Flank|TCFL5_uc002ydq.2_Missense_Mutation_p.H64NNM_006602 NP_006593 Q9UL49 TCFL5_HUMAN 1GCCTCCATGTGCGAGCAGAGG0.443

- 16 6390_6391DIDO1_uc002yds.1_Missense_Mutation_p.E2043KNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6GGCCCGGCCTCCTCCCAGCGGT0.738

+ 18 2580USP16_uc002ymx.2_Nonsense_Mutation_p.W792*|USP16_uc002ymw.2_Nonsense_Mutation_p.W793*|USP16_uc011acm.1_Nonsense_Mutation_p.W778*|USP16_uc011acn.1_Nonsense_Mutation_p.W459*|USP16_uc011aco.1_Nonsense_Mutation_p.W483*NM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4AAAGGGCAGTGGTTTCACATC0.343

- 5 834TIAM1_uc011adk.1_Missense_Mutation_p.A121V|TIAM1_uc011adl.1_Missense_Mutation_p.A121V|TIAM1_uc002yox.1_IntronNM_003253 NP_003244 Q13009 TIAM1_HUMAN 10CTGCACAGAGGCTGCTGTGAG0.562

- 3 578RCAN1_uc002yuc.2_Missense_Mutation_p.P88L|RCAN1_uc002yud.2_Missense_Mutation_p.P34L|RCAN1_uc002yub.2_Missense_Mutation_p.P114L|RCAN1_uc011adx.1_Missense_Mutation_p.P114LNM_004414 NP_004405 P53805 RCAN1_HUMAN 0CCATCCCACTGGCGGAGAGGC0.542

- 3 432KCNJ6_uc002ywo.2_Missense_Mutation_p.P127SNM_002240 NP_002231 P48051 IRK6_HUMANExtracellular (By similarity). 1GTCCAGGAGGGGTCCTCTATG0.458

- 22 4408DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Ig-like C2-type 10. 11GTCTTTCATCCATTTGACTGC0.458

+ 3 456PCNT_uc002zjj.2_5'UTR|PCNT_uc010gqk.1_RNANM_006031 NP_006022 O95613 PCNT_HUMAN 8TCCAGAGCAGTGTGGGATGTT0.547

+ 5 674IL17RA_uc010gqt.2_Missense_Mutation_p.L181FNM_014339 NP_055154 Q96F46 I17RA_HUMANExtracellular (Potential). 2CAAGAATTTCCTTGTGCCTGG0.572

- 3 687MICAL3_uc011agl.1_Missense_Mutation_p.V112M|MICAL3_uc002znh.2_Missense_Mutation_p.V112M|MICAL3_uc002znj.1_5'Flank|MICAL3_uc002znk.1_Missense_Mutation_p.V112M|MICAL3_uc002znl.1_Translation_Start_Site|MICAL3_uc010grf.2_Missense_Mutation_p.V112M|MICAL3_uc011agm.1_Missense_Mutation_p.V112MNM_015241 NP_056056 Q7RTP6 MICA3_HUMANFAD (Potential). 0ATAACAACCACCTTGGCCCCC0.527

+ 3 353MYO18B_uc003aca.1_5'UTR|MYO18B_uc010guy.1_5'UTR|MYO18B_uc010guz.1_5'UTR|MYO18B_uc011aka.1_5'UTRNM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12TGTCATCCCAGGGGGCTTCAT0.542

+ 4 1755NEFH_uc003afp.2_IntronNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|5.|Tail.0AAAGTCACCGCCTGAGGCCAA0.567

- 3 231SEC14L3_uc003ahz.2_5'UTR|SEC14L3_uc003aia.2_5'UTR|SEC14L3_uc003aib.2_5'UTRNM_174975 NP_777635 Q9UDX4 S14L3_HUMAN 5TTCTGCAAGTCAAAATTCCGA0.532

+ 5 633LIMK2_uc003akg.2_Missense_Mutation_p.R80Q|LIMK2_uc003aki.2_Intron|LIMK2_uc003akj.2_Missense_Mutation_p.R142Q|LIMK2_uc003akk.2_Missense_Mutation_p.R142Q|LIMK2_uc011aln.1_Missense_Mutation_p.R80QNM_005569 NP_005560 P53671 LIMK2_HUMAN PDZ. 2GAAGGCAGGCGGGGCTTCTCC0.562

- 2 182EIF4ENIF1_uc003ala.1_Missense_Mutation_p.M6I|EIF4ENIF1_uc003alb.1_Missense_Mutation_p.M6I|EIF4ENIF1_uc003alc.1_Missense_Mutation_p.M6INM_019843 NP_062817 Q9NRA8 4ET_HUMAN 1CTGTTTCACCCATACTTCTCC0.443

+ 22 1854DEPDC5_uc011als.1_Missense_Mutation_p.A571V|DEPDC5_uc011alu.1_Missense_Mutation_p.A571V|DEPDC5_uc011alv.1_RNA|DEPDC5_uc003alt.2_Missense_Mutation_p.A571V|DEPDC5_uc003alu.2_Missense_Mutation_p.A11V|DEPDC5_uc003alv.2_RNA|DEPDC5_uc011alt.1_Missense_Mutation_p.A543VNM_014662 NP_055477 O75140 DEPD5_HUMAN 8GACTCCAGTGCACCAGGGAGG0.522

+ 2 1207ISX_uc011amg.1_Missense_Mutation_p.R74CNM_001008494 NP_001008494 Q2M1V0 ISX_HUMAN Homeobox. 5GCGGAGGGTTCGTACCACCTT0.557

- 13 1853DDX17_uc003avw.3_Missense_Mutation_p.D36N|DDX17_uc010gxp.2_Missense_Mutation_p.D34N|DDX17_uc003avx.3_Missense_Mutation_p.D582NNM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4TCACACTCATCCTGATACATC0.473

- 10 1194SUN2_uc011anz.1_Missense_Mutation_p.R339W|SUN2_uc011aoa.1_Missense_Mutation_p.R293W|SUN2_uc003awi.1_Missense_Mutation_p.R304W|SUN2_uc010gxq.1_Missense_Mutation_p.R325W|SUN2_uc010gxr.1_Missense_Mutation_p.R304W|SUN2_uc010gxs.1_Missense_Mutation_p.R304WNM_015374 NP_056189 Q9UH99 SUN2_HUMANPerinuclear space. 2CGTTCCAGCCGCATGGCCTCC0.642

+ 30 5431 NM_001429 NP_001420 Q09472 EP300_HUMANBinding region for E1A adenovirus.|ZZ-type. 64CATGTGGAGACACGCTGGCAC0.582

+ 4 722 NM_014460 NP_055275 Q9Y534 CSDC2_HUMAN 0CCCCACACTCCCCACGAGACG0.652

- 8 956NAGA_uc003bby.2_Nonsense_Mutation_p.W273*|NAGA_uc003bbw.3_Nonsense_Mutation_p.W273*NM_000262 NP_000253 P17050 NAGAB_HUMAN 1CCAGCACCGTCCACAGGGCCA0.557 rs144669656

- 2 363 NM_002490 NP_002481 P56556 NDUA6_HUMAN 0ACCCTGGGGTCTGTGACATGG0.438

- 19 2436EFCAB6_uc003bdz.1_Missense_Mutation_p.E589K|EFCAB6_uc010gzi.1_Missense_Mutation_p.E589K|EFCAB6_uc010gzj.1_Missense_Mutation_p.E39K|EFCAB6_uc010gzk.1_RNANM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 8. 7CGGAATGACTCCTTCAGCCTC0.562

- 13 1149 NM_001001694 NP_001001694 Q6ZVW7 I17EL_HUMAN 1GGAGCTGTGACTTCCTCCTGT0.647

+ 16 2201MOV10L1_uc003bjk.3_Missense_Mutation_p.R706S|MOV10L1_uc011arp.1_Missense_Mutation_p.R686S|MOV10L1_uc011arq.1_Missense_Mutation_p.R467S|MOV10L1_uc010hao.1_RNANM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3CAGAGGAGAGGCGTGTTGGTG0.473

+ 5 496CNTN4_uc003bpb.1_5'UTR|CNTN4_uc003bpd.1_Missense_Mutation_p.T92INM_175607 NP_783200 Q8IWV2 CNTN4_HUMANIg-like C2-type 1.p.K92N(1) 7CCCAATAAAACCCAAGATGCT0.413

+ 2 298STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.P87SNM_003149 NP_003140 Q99469 STAC_HUMAN 4CAGCCCACTCCCTGCTCCAGG0.557 rs149439391

- 8 3747 NM_014831 NP_055646 O15050 TRNK1_HUMAN TPR 3. 2CACTCCGCAGGAGTTGAGGTC0.458

- 10 1394 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1CCGCTCAGCTACCATGGCCTG0.597

- 1 1541CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_Missense_Mutation_p.D406NNM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2AGGAAGCGATCGTACTTGAAG0.557

- 1 715ARIH2_uc003cvb.2_5'Flank|ARIH2_uc003cvc.2_5'FlankNM_001123040 NP_001116512 Q8N7S6 CC071_HUMAN 0TAGGCGAATAGTGGCTCCAGA0.592

+ 2 1640WDR6_uc011bbx.1_Intron|WDR6_uc011bby.1_Intron|WDR6_uc010hkn.2_Missense_Mutation_p.P445L|WDR6_uc011bbz.1_Missense_Mutation_p.P420LNM_018031 NP_060501 Q9NNW5 WDR6_HUMAN WD 7. 1TCAGCCGCACCCTCTGGCAAG0.607

- 5 588USP4_uc003cwr.2_Missense_Mutation_p.R170QNM_003363 NP_003354 Q13107 UBP4_HUMAN 4GAATAGCTTCCGCATCTCTTT0.488 rs117411669

+ 6 483RNF123_uc010hky.1_5'Flank|RNF123_uc003cxi.2_5'FlankNM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7GTGTACAAAGGTGAGACCTTA0.557

- 18 3916MST1R_uc011bdc.1_Missense_Mutation_p.E97KNM_002447 NP_002438 Q04912 RON_HUMANCytoplasmic (Potential).|Protein kinase. 6GTGAATGACTCGTCCAGCCTT0.517

- 11 2459ERC2_uc003dht.1_Missense_Mutation_p.E218KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTCCACCTCCTTGAGGATC0.468



- 12 1617C3orf67_uc003dks.1_Missense_Mutation_p.S218N|uc003dku.1_Intron|C3orf67_uc003dkv.1_Missense_Mutation_p.S218N|C3orf67_uc003dkw.2_Missense_Mutation_p.S298NNM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0CTCTTCACTGCTGTCGCCGCC0.423

+ 28 4692PTPRG_uc003dlc.2_Missense_Mutation_p.P1296S|PTPRG_uc011bfi.1_Missense_Mutation_p.P571S|uc010hno.2_Intron|uc003dld.3_Intron|uc010hnp.2_Intron|uc003dle.3_IntronNM_002841 NP_002832 P23470 PTPRG_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.7CCCAGATGCCCCCATAAGTAG0.423

- 15 2192GBE1_uc011bgm.1_Nonsense_Mutation_p.R596*NM_000158 NP_000149 Q04446 GLGB_HUMAN 3GTTCCAACTCGGTAGTCAGTG0.363

- 16 3441IMPG2_uc011bhe.1_Missense_Mutation_p.R943W|IMPG2_uc010hpj.1_IntronNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential).|EGF-like 2.|Hyaluronan-binding motif involved in chondroitin sulfate C-binding (By similarity).3TCACCCACCCGGCACCTGCAA0.507

- 2 89 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1TTTGATGTAACTGATTTCTCC0.328

+ 2 314PLA1A_uc003ecv.2_Splice_Site_p.R92_splice|PLA1A_uc003ecw.2_Splice_Site|PLA1A_uc011bjc.1_IntronNM_015900 NP_056984 Q53H76 PLA1A_HUMAN 3ATGGATTCAGGTGGGAGTTAA0.433

- 3 598 NM_001039783 NP_001034872 Q6F5E7 TR3N_HUMAN 0CTCTGCAGTGGTGTGGGAGCA0.552

- 9 1610RPN1_uc011bkq.1_Missense_Mutation_p.L340FNM_002950 NP_002941 P04843 RPN1_HUMANCytoplasmic (Potential). 3CCACTGTTGAGGGTGGAGATG0.532

+ 37 4406 NM_015268 NP_056083 O75165 DJC13_HUMAN 2TGGACTAGAGGTAATACGGAG0.418

- 6 1787AMOTL2_uc003eqg.1_Missense_Mutation_p.A499V|AMOTL2_uc003eqh.1_Missense_Mutation_p.A499V|AMOTL2_uc003eqe.1_Missense_Mutation_p.A124VNM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN Potential. 1CTTCTCACAGGCTGCCTGCAG0.657

+ 5 666SLC25A36_uc003ets.2_Missense_Mutation_p.T144I|SLC25A36_uc003etq.2_5'UTR|SLC25A36_uc011bmz.1_Missense_Mutation_p.T118INM_001104647 NP_001098117 Q96CQ1 S2536_HUMAN Solcar 2. 0CTTATAAAGACTCGGTTACAG0.303

+ 3 1915 NM_003412 NP_003403 Q15915 ZIC1_HUMAN Ser-rich. p.S399C(1) 2GCCGCCAGCTCTGGCTACGAA0.617

+ 6 2032TIPARP_uc003faw.2_Missense_Mutation_p.R595KNM_015508 NP_056323 Q7Z3E1 PARPT_HUMANPARP catalytic. 2CTGACGGGCAGATACACAATG0.353

+ 7 960CHRD_uc003fow.2_5'UTR|CHRD_uc003fox.2_Nonsense_Mutation_p.W238*|CHRD_uc003foy.2_5'UTR|CHRD_uc010hyc.2_5'UTR|CHRD_uc011brr.1_5'UTRNM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 1. 3GTGGGGTGTGGCGGGCAGTGC0.597

+ 7 832 NM_000412 NP_000403 P04196 HRG_HUMAN 2GGGCATGAGCGTTCTTCTACC0.512

- 2 303RFC4_uc011bsc.1_Missense_Mutation_p.G27E|RFC4_uc011bsd.1_Missense_Mutation_p.G27ENM_002916 NP_002907 P35249 RFC4_HUMAN 5TCCGCTACTTCCCGCACTGGC0.443

- 17 14793MUC4_uc003fuz.2_Missense_Mutation_p.A504V|MUC4_uc003fva.2_Missense_Mutation_p.A386V|MUC4_uc003fvb.2_Missense_Mutation_p.A422V|MUC4_uc003fvc.2_RNA|MUC4_uc003fvd.2_RNA|MUC4_uc003fve.2_Missense_Mutation_p.A422V|MUC4_uc010hzr.2_RNA|MUC4_uc011btf.1_Missense_Mutation_p.A386V|MUC4_uc011btg.1_RNA|MUC4_uc011bth.1_Missense_Mutation_p.A470V|MUC4_uc011bti.1_Missense_Mutation_p.A470V|MUC4_uc011btj.1_Missense_Mutation_p.A647V|MUC4_uc011btk.1_Missense_Mutation_p.A386V|MUC4_uc011btl.1_Missense_Mutation_p.A415V|MUC4_uc011btm.1_Missense_Mutation_p.A595V|MUC4_uc011btn.1_Missense_Mutation_p.A386V|MUC4_uc003fvo.2_Missense_Mutation_p.A670V|MUC4_uc003fvp.2_Missense_Mutation_p.A619VNM_018406 NP_060876 Q99102 MUC4_HUMAN VWFD. 0CAAATGTTCAGCCCAGGAGCT0.522

- 15 14553MUC4_uc003fuz.2_Missense_Mutation_p.P424L|MUC4_uc003fva.2_Missense_Mutation_p.P306L|MUC4_uc003fvb.2_Missense_Mutation_p.P342L|MUC4_uc003fvc.2_RNA|MUC4_uc003fvd.2_RNA|MUC4_uc003fve.2_Missense_Mutation_p.P342L|MUC4_uc010hzr.2_RNA|MUC4_uc011btf.1_Missense_Mutation_p.P306L|MUC4_uc011btg.1_RNA|MUC4_uc011bth.1_Missense_Mutation_p.P390L|MUC4_uc011bti.1_Missense_Mutation_p.P390L|MUC4_uc011btj.1_Missense_Mutation_p.P567L|MUC4_uc011btk.1_Missense_Mutation_p.P306L|MUC4_uc011btl.1_Missense_Mutation_p.P335L|MUC4_uc011btm.1_Missense_Mutation_p.P515L|MUC4_uc011btn.1_Missense_Mutation_p.P306L|MUC4_uc003fvo.2_Missense_Mutation_p.P590L|MUC4_uc003fvp.2_Missense_Mutation_p.P539LNM_018406 NP_060876 Q99102 MUC4_HUMAN VWFD. 0GTACTCGGGCGGGAGGCTGGC0.721

- 6 758DLG1_uc011bub.1_Intron|DLG1_uc011buc.1_Intron|DLG1_uc011bud.1_Intron|DLG1_uc003fxn.3_Missense_Mutation_p.P190S|DLG1_uc011bue.1_Intron|DLG1_uc010ial.2_Missense_Mutation_p.P190S|DLG1_uc011buf.1_Intron|DLG1_uc003fxp.2_RNA|DLG1_uc010iam.1_Intron|DLG1_uc010ian.2_IntronNM_001098424 NP_001091894 Q12959 DLG1_HUMANInteraction with SH3 domains. 3GGTATGGTGGGTAGGATGACA0.383

+ 12 2783PIGG_uc003gaj.3_Missense_Mutation_p.A875T|PIGG_uc011bux.1_RNA|PIGG_uc010ibf.2_Missense_Mutation_p.A750T|PIGG_uc003gal.3_Missense_Mutation_p.A794TNM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANHelical; (Potential). 4GGAAATCCCAGCCGTGCTCCT0.587

- 4 410SLBP_uc010ibx.1_Missense_Mutation_p.L106F|SLBP_uc003gdj.1_Intron|SLBP_uc003gdk.1_Missense_Mutation_p.L60F|SLBP_uc011bvf.1_Missense_Mutation_p.L64F|SLBP_uc003gdl.1_Missense_Mutation_p.L16FNM_006527 NP_006518 Q14493 SLBP_HUMANNuclear localization signal NLS2. 0TTGATGAGGAGTTTCCTTTTA0.353

+ 8 1079SH3BP2_uc011bvp.1_Missense_Mutation_p.A348V|SH3BP2_uc003gfj.3_Missense_Mutation_p.A377V|SH3BP2_uc003gfk.3_Missense_Mutation_p.A320V|SH3BP2_uc003gfl.3_Missense_Mutation_p.A253V|SH3BP2_uc003gfm.3_Missense_Mutation_p.A295VNM_001122681 NP_001116153 P78314 3BP2_HUMAN 1ACTTCCAGTGCTGCCATCATG0.667

- 5 909PPP2R2C_uc003gjb.2_Missense_Mutation_p.S163F|PPP2R2C_uc011bwd.1_Missense_Mutation_p.S173F|PPP2R2C_uc011bwe.1_Missense_Mutation_p.S173F|PPP2R2C_uc003gja.2_Missense_Mutation_p.S180F|PPP2R2C_uc003gjd.1_Missense_Mutation_p.S268FNM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 3. 4ACTGTTGACGGAGATGGAGTT0.572

+ 11 1696MAN2B2_uc003gje.1_Missense_Mutation_p.E554K|MAN2B2_uc011bwf.1_Missense_Mutation_p.E503KNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2GGGCACCCAGGAGCCGGCTGC0.612

+ 12 2734SH3TC1_uc003gkw.3_Missense_Mutation_p.R802Q|SH3TC1_uc003gkx.3_RNA|SH3TC1_uc003gky.2_5'FlankNM_018986 NP_061859 Q8TE82 S3TC1_HUMAN TPR 5. 3AGGACGGGCCGGACGAGGCAG0.677

- 24 4242 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3TTGACTTGATCTTCTTTAACC0.303

- 9 1426 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANCytoplasmic (Probable). 2CCTCCAAGATCCTGTTCTGCA0.408 rs75184362

+ 12 1798CWH43_uc011bzl.1_Missense_Mutation_p.G512DNM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3AACATTTCGGGCAAGCTGGTG0.458

- 4 1506 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3ATTTCCACTTCCTGCCCCGGT0.542

- 7 868 NM_005420 NP_005411 P49888 ST1E1_HUMAN 1CATGAAGGGCGACAATTTCTG0.398

+ 7 1379RUFY3_uc003hfp.3_Missense_Mutation_p.D322N|RUFY3_uc011cax.1_Missense_Mutation_p.D280N|RUFY3_uc003hfr.2_Missense_Mutation_p.D262N|RUFY3_uc011cay.1_Missense_Mutation_p.D198NNM_014961 NP_055776 Q7L099 RUFY3_HUMAN 0TGCAATTCTGGACCAGAAGAA0.378

+ 19 2738SLC4A4_uc010iic.2_Splice_Site_p.R874_splice|SLC4A4_uc010iib.2_Intron|SLC4A4_uc003hfz.2_Splice_Site_p.R874_splice|SLC4A4_uc003hgc.3_Splice_Site_p.R830_splice|SLC4A4_uc010iid.2_Splice_Site_p.R78_spliceNM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN 5TAGGAGTGAGGTGTGTTAACT0.468

+ 7 5643SHROOM3_uc003hkg.2_Missense_Mutation_p.P1342SNM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3CAGTGAGGATCCCGAGGGGCC0.622

+ 62 9831FRAS1_uc003hlc.1_Missense_Mutation_p.V133LNM_025074 NP_079350 Q86XX4 FRAS1_HUMANCalx-beta 5.|Extracellular (Potential). 5TTTCTCACTAGTCCTTGGCCC0.488

+ 16 3425PAQR3_uc003hlm.2_Intron|PAQR3_uc003hln.2_Intron|uc010ijm.1_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1TCCACATCAGGGCCTGAGCGA0.522

+ 2 397ENOPH1_uc003hmw.2_5'UTR|ENOPH1_uc003hmx.2_5'UTRNM_021204 NP_067027 Q9UHY7 ENOPH_HUMAN 0CAGACACATTGGGAAGAAGAG0.383

- 8 976SEC31A_uc003hne.2_Missense_Mutation_p.A43V|SEC31A_uc011ccl.1_Missense_Mutation_p.A271V|SEC31A_uc003hnl.2_Missense_Mutation_p.A271V|SEC31A_uc003hng.2_Missense_Mutation_p.A271V|SEC31A_uc003hnh.2_Missense_Mutation_p.A271V|SEC31A_uc003hni.2_Missense_Mutation_p.A271V|SEC31A_uc003hnj.2_Missense_Mutation_p.A271V|SEC31A_uc011ccm.1_Missense_Mutation_p.A266V|SEC31A_uc011ccn.1_Missense_Mutation_p.A271V|SEC31A_uc003hnk.2_Missense_Mutation_p.A271V|SEC31A_uc003hnm.2_Missense_Mutation_p.A271V|SEC31A_uc003hnn.1_Missense_Mutation_p.A271V|SEC31A_uc003hno.2_Missense_Mutation_p.A271VNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with SEC13.|WD 5. 8TTCAGGATCTGCCATGCTCCA0.398

- 9 1227MRPS18C_uc011ccu.1_Intron|FAM175A_uc003hot.2_Missense_Mutation_p.P216S|FAM175A_uc003hov.2_Missense_Mutation_p.P279SNM_139076 NP_620775 Q6UWZ7 F175A_HUMAN 1TCTGTTTCTGGGCTGCTCATT0.358

- 60 9460WDFY3_uc003hpe.1_Missense_Mutation_p.L629FNM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3GGTTCTTTGAGTTCTAGAAAA0.338

- 3 516TSPAN5_uc011cdz.1_5'UTRNM_005723 NP_005714 P62079 TSN5_HUMANExtracellular (Potential). 0AAGCCGCCGAGATCGGTGATG0.502

- 8 748EMCN_uc011cel.1_Missense_Mutation_p.S177N|EMCN_uc011cem.1_IntronNM_016242 NP_057326 Q9ULC0 MUCEN_HUMANExtracellular (Potential). 0CAAAATAATACCTAAAAAGAA0.398

+ 38 7859ANK2_uc003ibd.3_Intron|ANK2_uc003ibf.3_Intron|ANK2_uc011cgc.1_Intron|ANK2_uc003ibg.3_Intron|ANK2_uc003ibh.3_Intron|ANK2_uc011cgd.1_Intron|ANK2_uc011cgb.1_Missense_Mutation_p.E2602KNM_001148 NP_001139 Q01484 ANK2_HUMAN 14ACCTGAAGAGGAGATGTTTAA0.383

- 3 712 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 1. 1AGAAAACGGGGTTTGTTTTGC0.373

+ 19 2293KIAA1109_uc003iei.1_Missense_Mutation_p.E504K|KIAA1109_uc010ins.1_Missense_Mutation_p.E94K|KIAA1109_uc003iej.1_Missense_Mutation_p.E135KNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ATATTTATAGGAAAACTACTT0.343

+ 4 963DCLK2_uc003iln.3_Missense_Mutation_p.C288Y|DCLK2_uc003ilo.3_Missense_Mutation_p.C288Y|DCLK2_uc003ilp.3_RNANM_001040260 NP_001035350 Q8N568 DCLK2_HUMAN 3TTTCTAGAATGTCGTGTCCTG0.408

+ 9 944KIAA0922_uc010ipp.2_Splice_Site_p.D298_splice|KIAA0922_uc010ipq.2_Splice_Site_p.D150_spliceNM_015196 NP_056011 A2VDJ0 T131L_HUMAN 2GAGACCTCAGGTAAGGTGGAA0.303

+ 3 1382TLR2_uc003inr.2_Missense_Mutation_p.S388F|TLR2_uc003ins.2_Missense_Mutation_p.S388FNM_003264 NP_003255 O60603 TLR2_HUMANLRR 9.|Extracellular (Potential). 3GCCTGGCCCTCTCTACAAACT0.348



+ 7 1129FGB_uc003iob.3_Intron|FGB_uc010ipv.2_Missense_Mutation_p.E302K|FGB_uc010ipw.2_Intron|FGB_uc003ioc.3_Missense_Mutation_p.E145KNM_005141 NP_005132 P02675 FIBB_HUMANFibrinogen C-terminal. 3TGTACAGAATGAAGCCAACAA0.463

+ 17 2042RXFP1_uc011cja.1_Nonsense_Mutation_p.Q549*|RXFP1_uc010iqo.2_Nonsense_Mutation_p.Q606*|RXFP1_uc011cjb.1_Nonsense_Mutation_p.Q552*|RXFP1_uc010iqk.2_Nonsense_Mutation_p.Q522*|RXFP1_uc011cjc.1_Nonsense_Mutation_p.Q573*|RXFP1_uc011cjd.1_Nonsense_Mutation_p.Q573*|RXFP1_uc010iql.2_Nonsense_Mutation_p.Q498*|RXFP1_uc011cje.1_Nonsense_Mutation_p.Q681*|RXFP1_uc010iqm.2_Nonsense_Mutation_p.Q621*|RXFP1_uc011cjf.1_Nonsense_Mutation_p.Q523*|RXFP1_uc010iqn.2_Nonsense_Mutation_p.Q599*NM_021634 NP_067647 Q9HBX9 RXFP1_HUMANHelical; Name=7; (Potential). 0TTCACTGCTTCAGGTAGAAAT0.274

- 2 625NAF1_uc010iqw.1_Missense_Mutation_p.S144F|NAF1_uc003iqk.2_RNANM_138386 NP_612395 Q96HR8 NAF1_HUMAN Ser-rich. 2 TATACaagaggaagaagacga0.249

- 4 553 NM_001100389 NP_001093859 Q8IY95 TM192_HUMANHelical; (Potential). 1AGTATGAGGAGAAGCACTGTG0.408

+ 12 2038TLL1_uc011cjn.1_Missense_Mutation_p.G464D|TLL1_uc011cjo.1_Missense_Mutation_p.G288DNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 2. 7ATCTGTGGAGGTGAGATACGT0.388

+ 31 4096WDR17_uc003iuk.2_Missense_Mutation_p.G1290R|WDR17_uc003ium.3_Missense_Mutation_p.G1275R|WDR17_uc003iul.1_Intron|WDR17_uc003iun.2_Missense_Mutation_p.G525RNM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6CTCACCTTTAGGGACTGGAAT0.393

+ 12 1560KLKB1_uc011clc.1_Splice_Site_p.E295_splice|KLKB1_uc011cld.1_Splice_Site_p.E459_spliceNM_000892 NP_000883 P03952 KLKB1_HUMAN 1ATTACACTGGTATGTAGCATA0.383

+ 5 736F11_uc003iyz.2_Missense_Mutation_p.E135KNM_000128 NP_000119 P03951 FA11_HUMAN Apple 2. 0GAGTGCTCAAGAATGCCAAGA0.478 rs121965063

+ 20 4872NIPBL_uc003jkk.3_Missense_Mutation_p.T1458INM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9GAAATTTTTACTTCACTTGCA0.289

- 7 1208PRKAA1_uc003jmb.2_Missense_Mutation_p.G416DNM_006251 NP_006242 Q13131 AAPK1_HUMAN 1TTTCCTTACACCTTGGTGTTT0.403

+ 3 2483 NM_032587 NP_115976 Q9BX69 CARD6_HUMAN 5ATGAAATTTTCCAGAGTTGCT0.468

+ 24 2777TNPO1_uc011csj.1_Nonsense_Mutation_p.W827*|TNPO1_uc003kch.2_Nonsense_Mutation_p.W869*|TNPO1_uc003kci.3_Nonsense_Mutation_p.W869*|TNPO1_uc003kcg.3_Nonsense_Mutation_p.W869*NM_002270 NP_002261 Q92973 TNPO1_HUMAN 7GATGAAAATTGGAGGCGTTTC0.353

+ 11 1522HMGCR_uc011cst.1_Missense_Mutation_p.E476K|HMGCR_uc003kdq.2_Missense_Mutation_p.E456KNM_000859 NP_000850 P04035 HMDH_HUMAN Catalytic. 1TGGGAATGCAGAGGTGAGGAT0.348

+ 1 292 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1ATCTCCAAAACCGTTAACCCT0.483

- 3 786_787HAPLN1_uc003kin.2_Missense_Mutation_p.G239KNM_001884 NP_001875 P10915 HPLN1_HUMAN Link 1. p.G239E(1) 5ATCCCAAAATCCGTAGTTCCTG0.455 rs139074313

- 8 1290PCSK1_uc010jbi.1_IntronNM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2ATTCTCTGGTCGGTGTAATCT0.517

- 6 953GIN1_uc003kob.1_Nonsense_Mutation_p.R144*|GIN1_uc003koc.1_IntronNM_017676 NP_060146 Q9NXP7 GIN1_HUMANIntegrase catalytic. 2TAAGGATTTCGACTAAACATT0.299

+ 13 1672WDR36_uc010jbu.2_RNANM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 6. 2AGGAACTGTAGATGTATATAA0.338

+ 7 638CAMK4_uc003kpf.2_Missense_Mutation_p.P180Q|CAMK4_uc010jbv.2_5'UTRNM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5CCAGATGCACCACTCAAAATC0.373

+ 16 4317APC_uc011cvt.1_Missense_Mutation_p.T1295A|APC_uc003kpz.3_Missense_Mutation_p.T1313A|APC_uc003kpy.3_Missense_Mutation_p.T1313A|APC_uc010jbz.2_Missense_Mutation_p.T1030A|APC_uc010jca.2_Missense_Mutation_p.T613ANM_001127511 NP_001120983 P25054 APC_HUMANSer-rich.|Responsible for down-regulation through a process mediated by direct ubiquitination.p.?(1)|p.T1313A(1)|p.K1192fs*3(1)|p.T1313fs*8(1)|p.G1312fs*4(1)|p.G1312fs*1(1)2515AAAGATTGGAACTAGGTCAGC0.428

- 6 1064CCDC112_uc003kqz.2_Missense_Mutation_p.G267E|CCDC112_uc003kra.2_Missense_Mutation_p.G267ENM_152549 NP_689762 Q8NEF3 CC112_HUMAN 0TGTTGGCTTCCCTTTATGTTT0.388

+ 2 109 NM_016144 NP_057228 Q9Y6G5 COMDA_HUMAN 1GATACAGGAAGATTTCCACGG0.348

+ 4 1125SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Nonsense_Mutation_p.Q307*|SNCAIP_uc003ksx.1_Nonsense_Mutation_p.Q354*|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Intron|SNCAIP_uc010jcx.1_Nonsense_Mutation_p.Q307*NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2GACCAGCTCCCAAGGCCCAGA0.473

- 6 642CEP120_uc011cwq.1_5'UTR|CEP120_uc010jcz.1_Missense_Mutation_p.T161INM_153223 NP_694955 Q8N960 CE120_HUMAN 1AAAGGAGTCAGTACAGTATTC0.448

- 6 4414ZNF608_uc003ktr.1_RNA|ZNF608_uc003ktp.1_Missense_Mutation_p.P126SNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN 6CTTACAGCAGGAGACTTGCTG0.428

- 1 317ALDH7A1_uc003kty.2_RNA|ALDH7A1_uc011cxa.1_Missense_Mutation_p.L69P|ALDH7A1_uc003ktz.2_Missense_Mutation_p.L69PNM_001182 NP_001173 P49419 AL7A1_HUMAN 3CAGCTCTTTCAGCCACGCATA0.607

+ 5 1250SEC24A_uc011cxu.1_Missense_Mutation_p.P85QNM_021982 NP_068817 O95486 SC24A_HUMAN 0CCAAGTGGGCCACAAGCCTTT0.403

- 1 529MYOT_uc011cye.1_Intron|HNRNPA0_uc010jeo.2_IntronNM_006805 NP_006796 Q13151 ROA0_HUMAN RRM 1. 0CCGGGACACCGCCCGCTTCAG0.652

- 2 1479CTNNA1_uc003ldh.2_Intron|CTNNA1_uc011cyx.1_Intron|CTNNA1_uc011cyy.1_Intron|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_Intron|LRRTM2_uc010jez.2_Intron|LRRTM2_uc011cza.1_Missense_Mutation_p.S207N|CTNNA1_uc003ldl.2_5'FlankNM_015564 NP_056379 O43300 LRRT2_HUMANExtracellular (Potential).|LRRCT. 0GTGGTCAGGACTGTGGCATAG0.522

+ 1 1706PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lht.1_Missense_Mutation_p.P328SNM_031857 NP_114063 Q9Y5H5 PCDA9_HUMANCadherin 3.|Extracellular (Potential). 5TAAAGGCTTCCCACCCCTGGC0.463

- 20 3066ARAP3_uc003lll.2_5'UTR|ARAP3_uc011dbe.1_Missense_Mutation_p.L658F|ARAP3_uc003lln.2_IntronNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7AGCGAGGCAGCAACCGTGCAG0.577

+ 2 936 NM_002700 NP_002691 Q15319 PO4F3_HUMAN Homeobox. 0GTCCATCGCGGCGCCGGAGAA0.587

+ 1 278FOXI1_uc003maj.3_Missense_Mutation_p.G78DNM_012188 NP_036320 Q12951 FOXI1_HUMAN Pro-rich. 4TACCTGCCCGGCCCCAACGCC0.731

- 7 799 HK3_uc003mez.2_5'FlankNM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7AACCTCACACGGCCTGACCCC0.582 rs147991837

+ 23 8074NSD1_uc003mft.3_Missense_Mutation_p.A2377T|NSD1_uc011dfx.1_Missense_Mutation_p.A2294TNM_022455 NP_071900 Q96L73 NSD1_HUMAN 3ACAGACACTGGCACAGTCTTG0.547

+ 1 868WRNIP1_uc003mua.2_Missense_Mutation_p.P226LNM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2CAGGGCAAGCCGCTGGCCGAC0.572

+ 9 1650RIPK1_uc003muv.3_Missense_Mutation_p.G310D|RIPK1_uc003muw.3_Missense_Mutation_p.G408D|RIPK1_uc011dhs.1_Missense_Mutation_p.G427D|RIPK1_uc003mux.2_Missense_Mutation_p.G473DNM_003804 NP_003795 Q13546 RIPK1_HUMANInteraction with SQSTM1. 5AGCTCACATGGCTTTGGAACA0.498

- 4 1480TUBB2B_uc010jnj.2_Missense_Mutation_p.A393V|TUBB2B_uc010jnk.2_Missense_Mutation_p.A358V|TUBB2B_uc003mvh.2_Missense_Mutation_p.A403V|uc011dhu.1_RNANM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1TTGTTCGTCGGCCGTGGCGTC0.642

+ 3 354_355 NM_004271 NP_004262 O95711 LY86_HUMAN 0GCGGCTCTGCCCAAGTTTTCTT0.46

+ 4 845DSP_uc003mxq.1_Missense_Mutation_p.S189NNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9CATGTCACCAGTGAATGTTTG0.572

+ 26 2460SYCP2L_uc010jow.2_Splice_Site_p.L342_spliceNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TTATGATTTAGCTTAGGTACA0.323

+ 8 1209PHACTR1_uc011dir.1_Missense_Mutation_p.G362S|PHACTR1_uc003nag.1_Missense_Mutation_p.G293S|PHACTR1_uc003nah.1_Missense_Mutation_p.G293SNM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0CGGCAGCCACGGCCAGCACCT0.642

+ 2 939 NM_016255 NP_057339 Q9UBU6 FA8A1_HUMANRDD.|Helical; (Potential). 0TAAGCATTATGCACCTCAGTG0.353

+ 36 4317LRRC16A_uc010jpx.2_Missense_Mutation_p.S1269N|LRRC16A_uc010jpy.2_Missense_Mutation_p.S1308NNM_017640 NP_060110 Q5VZK9 LR16A_HUMAN 4GATGGCCAGAGTAGCCCCCAG0.483

- 1 312HIST1H2AE_uc003nha.1_5'FlankNM_003518 NP_003509 P62807 H2B1C_HUMAN 1CAGCTCTCCGGGAAGCAGCAG0.557

+ 6 1498BTN2A3_uc011dkm.1_RNA 0TCACAGAGCAGGGACCCACCA0.557

- 1 65HIST1H2BM_uc003njo.2_5'FlankNM_021066 NP_066544 Q99878 H2A1J_HUMAN 0CTGAAGCCCGGCCCGAGAAGA0.622



+ 2 1594MUC21_uc003nsi.1_RNANM_001010909 NP_001010909 Q5SSG8 MUC21_HUMAN28.|Extracellular (Potential). 2GCAGGCTCTGGAACAGCAGCT0.582

+ 3 659HLA-DRA_uc003obi.2_Nonsense_Mutation_p.W168*NM_019111 NP_061984 P01903 DRA_HUMANIg-like C1-type.|Extracellular (Potential).|Alpha-2. 2GTGGAGCACTGGGGCTTGGAT0.522

+ 12 3549BRPF3_uc010jwb.2_Missense_Mutation_p.V839I|BRPF3_uc011dtj.1_RNA|BRPF3_uc010jwc.2_Intron|BRPF3_uc011dtk.1_Missense_Mutation_p.V775I|BRPF3_uc010jwd.2_Missense_Mutation_p.V11INM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN PWWP. 2GCACAATGGCGTTCCCATCCC0.587

+ 24 2968DAAM2_uc003oox.2_Splice_Site_p.F937_spliceNM_015345 NP_056160 Q86T65 DAAM2_HUMAN 3TCCCTTGACAGTTCGCCAAGG0.562

- 2 326TREM1_uc003oqg.1_Missense_Mutation_p.E88KNM_018643 NP_061113 Q9NP99 TREM1_HUMANExtracellular (Potential).|Ig-like V-type. 1TGGTAGTCTTCTAGTATGATC0.498

- 7 1583 NM_006653 NP_006644 O43559 FRS3_HUMAN 2CGGGCAGGGTGGGTGGTGGGC0.637

+ 11 2364POLH_uc010jyu.2_Missense_Mutation_p.S563N|POLH_uc011dvl.1_RNA|POLH_uc003ovr.3_Missense_Mutation_p.S588NNM_006502 NP_006493 Q9Y253 POLH_HUMAN 2AATCCCAAGAGCCCTTTGGCC0.473

+ 14 1220TMEM63B_uc003owq.1_Missense_Mutation_p.G386S|TMEM63B_uc003ows.2_Missense_Mutation_p.G289S|TMEM63B_uc010jyz.2_RNANM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3TAAATGCCAGGGCTGCACCTG0.592

+ 14 1557CAPN11_uc011dvn.1_Missense_Mutation_p.E161KNM_007058 NP_008989 Q9UMQ6 CAN11_HUMAN Domain III. 2CAACTCACGGGAGGTGAGCAG0.498

- 11 2514GPR110_uc011dwl.1_Missense_Mutation_p.P460LNM_153840 NP_722582 Q5T601 GP110_HUMANCytoplasmic (Potential). 3CCCAACAGTCGGCCTCCAGAG0.562 rs143941431

- 8 942GPR110_uc011dwl.1_5'UTRNM_153840 NP_722582 Q5T601 GP110_HUMANSEA.|Extracellular (Potential). 3CACTCTGAAAGAGCCGTCTTC0.458 rs61740071

+ 1 383 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 2. 1CCGCTATGCCCGGAGCCTGGA0.667

- 5 749 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN 11TGTTCCTGACGAATTTCATCA0.403

- 11 1329 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3TGTTATAACAGCAAAAGATGT0.383

+ 8 992BCKDHB_uc003pje.2_Missense_Mutation_p.P309SNM_000056 NP_000047 P21953 ODBB_HUMAN 0GACTATAATACCTTGGGATGT0.363

- 6 1055SYNCRIP_uc003pku.2_Missense_Mutation_p.D172N|SYNCRIP_uc003pkw.2_Missense_Mutation_p.D172N|SYNCRIP_uc003pky.2_Missense_Mutation_p.D74N|SYNCRIP_uc003pkv.2_Missense_Mutation_p.D172N|SYNCRIP_uc003pkx.2_Missense_Mutation_p.D20N|SYNCRIP_uc003pkz.2_Missense_Mutation_p.D172NNM_006372 NP_006363 O60506 HNRPQ_HUMAN RRM 1. 2TCAAATAGATCTCTTGGGATC0.358

+ 14 1430ORC3L_uc011dzl.1_Missense_Mutation_p.M462I|ORC3L_uc011dzm.1_Missense_Mutation_p.M462I|ORC3L_uc011dzn.1_RNA|ORC3L_uc003pmg.2_Missense_Mutation_p.M462I|ORC3L_uc003pmi.2_Missense_Mutation_p.M424I|ORC3L_uc011dzo.1_Missense_Mutation_p.M319I|ORC3L_uc011dzp.1_Missense_Mutation_p.M319INM_012381 NP_036513 Q9UBD5 ORC3_HUMAN 0GTTCTAGGATGTTGGCAAAGG0.328

- 17 2706USP45_uc003ppv.2_RNA|USP45_uc003ppw.2_Missense_Mutation_p.G405RNM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2ACTTTATCTCCCACACTTGCA0.358

+ 4 684PPIL6_uc003ptg.3_5'Flank|PPIL6_uc010kdo.2_5'Flank|PPIL6_uc010kdp.2_5'Flank|PPIL6_uc003pth.1_5'FlankNM_003080 NP_003071 O60906 NSMA_HUMAN 0ACCCAGCACATCTACACTCTC0.512

+ 7 948 FIG4_uc011eau.1_IntronNM_014845 NP_055660 Q92562 FIG4_HUMAN SAC. 1TGTGCATCGTGACTGGCTTTT0.328

+ 4 950 NM_138459 NP_612468 Q96E22 NGBR_HUMANCytoplasmic (Potential). 1ATTGAAGTTCGGTCCTGTGGA0.378

+ 3 582 NM_014034 NP_054753 Q9Y294 ASF1A_HUMANInteraction with histone H3, CHAF1B, and HIRA. 0CCTAATCCAGGACTCATTCCA0.383

- 21 1349TRDN_uc003pzk.1_Missense_Mutation_p.P444S|TRDN_uc003pzl.1_Missense_Mutation_p.P444S|TRDN_uc010kem.1_5'UTRNM_006073 NP_006064 Q13061 TRDN_HUMAN Lumenal. 1TTCTTTCCAGGTACAGCTGCA0.363

+ 7 1913TNFAIP3_uc003qhs.2_Missense_Mutation_p.G616ENM_006290 NP_006281 P21580 TNAP3_HUMANInteraction with NAF1 (By similarity).|A20-type 4.p.0?(22) 137GTGTATTTTGGGACTCCAGAA0.547

+ 9 2326TNFAIP3_uc003qhs.2_Missense_Mutation_p.P754SNM_006290 NP_006281 P21580 TNAP3_HUMANInteraction with NAF1 (By similarity).p.0?(22) 137TGAGCCTGCCCCCGAAGACCC0.627

+ 14 2417GPR126_uc010khd.2_Missense_Mutation_p.T641I|GPR126_uc010khe.2_Missense_Mutation_p.T669I|GPR126_uc010khf.2_Missense_Mutation_p.T641INM_020455 NP_065188 Q86SQ4 GP126_HUMANExtracellular (Potential). 1CTAAATAGCACATCACATGTG0.348

- 3 421 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1ATGCCCTGTTCTAATCGAACC0.537

+ 21 3374TIAM2_uc003qqb.2_5'UTR|RBM16_uc011efj.1_Missense_Mutation_p.G1114S|RBM16_uc011efk.1_Missense_Mutation_p.G1093S|RBM16_uc003qpz.2_Missense_Mutation_p.G1048S|RBM16_uc010kji.2_IntronNM_014892 NP_055707 Q9UPN6 SCAF8_HUMAN Pro-rich. 0TCCAAGAGAAGGTCCTGGACG0.483

+ 20 2897MLLT4_uc003qwb.1_Missense_Mutation_p.E904K|MLLT4_uc003qwc.1_Missense_Mutation_p.E920K|MLLT4_uc003qwg.1_Missense_Mutation_p.E229KNM_001040001 NP_001035090 P55196 AFAD_HUMAN 5TGATGGAAGGGAAGTGCAGTT0.433

+ 29 4269MLLT4_uc003qwb.1_Missense_Mutation_p.G1361D|MLLT4_uc003qwc.1_Missense_Mutation_p.G1377D|MLLT4_uc003qwg.1_Missense_Mutation_p.G686DNM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5CACTATGCCGGTGATTTCGAT0.627

- 9 1873 NM_005618 NP_005609 O00548 DLL1_HUMANExtracellular (Potential).|EGF-like 7; calcium-binding (Potential).5AGGCGGGCAGGTGCAGGAGAA0.692

+ 5 1071HEATR2_uc003siz.2_Missense_Mutation_p.E219KNM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1GGGCTGCCGGGAGCTCGTCTT0.572

- 14 2042C7orf27_uc003smh.3_Missense_Mutation_p.G99ENM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0ACGCGGCGGCCCCAAAGTCTG0.716

- 11 1430PMS2_uc003spj.2_Missense_Mutation_p.G342E|PMS2_uc003spk.2_Missense_Mutation_p.G313E|PMS2_uc011jwl.1_Missense_Mutation_p.G313E|PMS2_uc010ktg.2_Missense_Mutation_p.G137E|PMS2_uc010kte.2_Intron|PMS2_uc010ktf.1_Missense_Mutation_p.G448ENM_000535 NP_000526 P54278 PMS2_HUMAN 2CCTTTTCTGTCCTAGAGGGCT0.527

- 3 337PMS2_uc003spj.2_Intron|PMS2_uc003spk.2_Splice_Site|PMS2_uc011jwl.1_Splice_Site|PMS2_uc010ktg.2_Splice_Site|PMS2_uc010kte.2_Splice_Site_p.T84_splice|PMS2_uc010ktf.1_Splice_Site_p.T84_spliceNM_000535 NP_000526 P54278 PMS2_HUMAN 2AGTCAACTTACTTAAGCCTTC0.328

- 1 203DAGLB_uc011jwu.1_Nonsense_Mutation_p.W11*|DAGLB_uc003sqb.2_5'UTR|DAGLB_uc003sqc.2_5'UTR|DAGLB_uc011jwv.1_RNA|DAGLB_uc003sqd.3_Intron|DAGLB_uc011jww.1_RNANM_139179 NP_631918 Q8NCG7 DGLB_HUMANCytoplasmic (Potential). 3TGGCGATGGCCCAGCGCCGGC0.677

- 5 840ZNF12_uc011jxa.1_5'UTR|ZNF12_uc003sqs.1_Missense_Mutation_p.E96KNM_016265 NP_057349 P17014 ZNF12_HUMAN 0GGTTTATTTTCCTCTTCCTGG0.358

+ 7 1208ABCB5_uc010kuh.2_Missense_Mutation_p.T666INM_178559 NP_848654 Q2M3G0 ABCB5_HUMANExtracellular (Potential). 6GAGGAATCCACCCAATCTAAA0.353

- 6 856OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Missense_Mutation_p.E151K|OSBPL3_uc003sxh.2_Missense_Mutation_p.E151K|OSBPL3_uc003sxi.2_Missense_Mutation_p.E151KNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1ATGGCAATTTCATTCTGACGA0.403

+ 8 1837CCDC129_uc011kad.1_Missense_Mutation_p.E292K|CCDC129_uc003tci.1_Intron|CCDC129_uc011kae.1_Missense_Mutation_p.E308K|CCDC129_uc003tck.1_Missense_Mutation_p.E190KNM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0GGTGAAGGATGAAGTTTTTGT0.438

- 4 1170HERPUD2_uc003tes.3_Missense_Mutation_p.T122INM_022373 NP_071768 Q9BSE4 HERP2_HUMAN Ser-rich. 3AGATGATGGAGTTGTTGATCC0.373

- 9 932ELMO1_uc011kbc.1_Missense_Mutation_p.V113M|ELMO1_uc010kxg.1_Missense_Mutation_p.V209MNM_014800 NP_055615 Q92556 ELMO1_HUMAN 6CTATTGAGCACCATCGACTCC0.507

+ 12 1288 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3TTTCTTCCCCGATTTTAAAAA0.358

- 9 730VPS41_uc003tgz.2_Missense_Mutation_p.G210E|VPS41_uc010kxn.2_IntronNM_014396 NP_055211 P49754 VPS41_HUMAN 4GACAGAAGTCCCCCAGCCAAT0.473

- 17 2247TNS3_uc003tnw.2_Missense_Mutation_p.P627LNM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4TGGCACTCTGGGCTGGGCCTG0.657

+ 13 1605ABCA13_uc010kyr.2_Missense_Mutation_p.G30DNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ATATGGGGTGGTCTCCAGGGA0.453

- 3 218 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0ACATTCAAAACCAAAATGTCC0.303



- 5 1598 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4AAGGCTTTGCCACATTCTTCA0.433

+ 6 953 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0CCGTAAGCGTCGGTTCCAGTT0.562

+ 6 969 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0CAGTTAGGCCGTTCCATGAAC0.572

- 31 2624PION_uc011kgo.1_Missense_Mutation_p.A170T|PION_uc003ugd.2_Missense_Mutation_p.A243TNM_017439 NP_059135 A4D1B5 GSAP_HUMAN 1AAAAGCATCGCGGTGTGTTTC0.413

- 18 2627SEMA3C_uc011kgw.1_Missense_Mutation_p.H707YNM_006379 NP_006370 Q99985 SEM3C_HUMAN 1TCCTTCGGGTGGAAGGGTAAA0.488

- 5 7736PCLO_uc003uhv.2_Missense_Mutation_p.P2483S|PCLO_uc010lec.2_5'FlankNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7ACAGGAGGAGGTGCAGTAGTA0.463

- 14 2044KIAA1324L_uc003uif.1_Missense_Mutation_p.P380L|KIAA1324L_uc011kgz.1_Missense_Mutation_p.P506L|KIAA1324L_uc003uie.2_Missense_Mutation_p.P453LNM_001142749 NP_001136221 A8MWY0 K132L_HUMANExtracellular (Potential). 7TGGAGGGCAGGGGACACACGA0.522

+ 12 2236DBF4_uc003ujh.1_Missense_Mutation_p.V318M|DBF4_uc003ujg.1_Missense_Mutation_p.V354M|DBF4_uc011khf.1_Missense_Mutation_p.V345MNM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN 2ACATCGAAAAGTGAAAATAAT0.333

- 2 223FAM133B_uc003umb.2_Splice_Site_p.W31_splice|FAM133B_uc003umd.2_Splice_SiteNM_152789 NP_690002 Q5BKY9 F133B_HUMAN 1TTCACAAATACCAGGTAGGCC0.368

- 6 661CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.G116S|CALCR_uc003umw.2_Missense_Mutation_p.G116SNM_001742 NP_001733 P30988 CALCR_HUMANExtracellular (Potential). 9AACCAAACACCTTTTTCATCA0.323

+ 20 1535COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9GGCTCCAAAGGAGAGAGCGGT0.433

- 13 1699 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN 1CTTTGCAGTCCCGTTGGCATC0.418

+ 39 5719TRRAP_uc011kis.1_Missense_Mutation_p.T1819M|TRRAP_uc003upr.2_Missense_Mutation_p.T1536MNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37CAGTACGCCACGCTGCTGGTG0.627

+ 7 1766ZKSCAN5_uc010lfx.2_Missense_Mutation_p.P548S|ZKSCAN5_uc003uqw.2_Missense_Mutation_p.P548S|ZKSCAN5_uc003uqx.2_Missense_Mutation_p.P475S|ZKSCAN5_uc003uqy.2_Missense_Mutation_p.P284SNM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN 1TGGAGAGAGACCACATAAATG0.423

+ 14 2378ZAN_uc003uwk.2_Missense_Mutation_p.P738L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCACCCCC0.522

+ 18 2546SRRT_uc010lhl.1_Missense_Mutation_p.P759S|SRRT_uc003uxa.2_Missense_Mutation_p.P759S|SRRT_uc003uwz.2_Missense_Mutation_p.P760SNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Pro-rich. 2TGCTAAGCGCCCAGCTCTGCC0.507

- 1 583 uc010lhm.1_5'Flank NM_001015072 NP_001015072 Q6NVU6 UFSP1_HUMAN 0CTCTCCAGCTCCCCGTGCAGC0.692

+ 18 2872CUX1_uc003uys.3_Missense_Mutation_p.T956I|CUX1_uc003uyt.2_Intron|CUX1_uc011kkn.1_Intron|CUX1_uc003uyw.2_Intron|CUX1_uc003uyv.2_Intron|CUX1_uc003uyu.2_IntronNM_181552 NP_853530 P39880 CUX1_HUMAN CUT 2. 8GAGGTGGACACCATCGAGCTC0.612

+ 27 5336MLL5_uc010ljc.2_Missense_Mutation_p.G1601E|MLL5_uc010ljf.1_Intron|MLL5_uc010ljg.2_Missense_Mutation_p.G335ENM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3ACAGTTCCAGGACACCACGTG0.498

- 10 1639COG5_uc003vec.2_Missense_Mutation_p.V372I|COG5_uc003vee.2_Missense_Mutation_p.V372INM_181733 NP_859422 Q9UP83 COG5_HUMAN 4CATACCTTAACTATTTCTTCA0.313

- 21 2882LAMB4_uc003vey.2_Missense_Mutation_p.S933N|LAMB4_uc010ljp.1_5'FlankNM_007356 NP_031382 A4D0S4 LAMB4_HUMANLaminin EGF-like 9. 8TACATCTGAGCTCCACAGATT0.423

- 5 515ASZ1_uc011kno.1_Missense_Mutation_p.T151I|ASZ1_uc011knp.1_IntronNM_130768 NP_570124 Q8WWH4 ASZ1_HUMAN ANK 4. 3CATGATTGGGGTCATAAGTCT0.418

+ 14 2560_2561CFTR_uc011knq.1_Missense_Mutation_p.R216ENM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5TATATATTCAAGAAGGTTATCT0.416

+ 27 4438CFTR_uc011knq.1_Missense_Mutation_p.L842FNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential).|ABC transporter 2. 5CGAGAGGAGCCTCTTCCGGCA0.527

- 2 2174 NM_024523 NP_078799 Q96CN9 GCC1_HUMAN Potential. 2CGCTGCTTGTGCAGCTCCTCC0.647

+ 3 460 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3TTCAGCCCTGGGCATTTCCAG0.403

+ 2 616FLNC_uc003voa.3_Missense_Mutation_p.T136MNM_001458 NP_001449 Q14315 FLNC_HUMANCH 1.|Actin-binding. 12CTGATCTGGACGCTGATCCTG0.622

+ 11 2202SMO_uc003vos.2_Missense_Mutation_p.P316LNM_005631 NP_005622 Q99835 SMO_HUMANCytoplasmic (Potential). 37TCTGTCACCCCTGTGGCAACT0.597

+ 12 1658CPA5_uc003vps.2_Splice_Site_p.L346_splice|CPA5_uc003vpt.2_Splice_Site_p.L346_splice|CPA5_uc010lme.1_Splice_Site_p.L346_splice|CPA5_uc003vpu.1_Splice_Site_p.L346_splice|uc003vpv.1_RNANM_001127441 NP_001120913 Q8WXQ8 CBPA5_HUMAN 2GAGGGAGTTGGTGAGACTGGC0.517

- 4 1223PODXL_uc003vqx.3_Missense_Mutation_p.S290LNM_001018111 NP_001018121 O00592 PODXL_HUMANThr-rich.|Extracellular (Potential). 3GTGGGTAGTTGATGCTGCTGT0.597

+ 5 848CALD1_uc003vry.2_Missense_Mutation_p.L130P|CALD1_uc003vsa.2_Missense_Mutation_p.L130P|CALD1_uc003vsb.2_Missense_Mutation_p.L130P|CALD1_uc010lmm.2_Missense_Mutation_p.L130P|CALD1_uc011kpt.1_Intron|CALD1_uc003vsc.2_Missense_Mutation_p.L124P|CALD1_uc003vsd.2_Missense_Mutation_p.L124P|CALD1_uc011kpu.1_Missense_Mutation_p.L135P|CALD1_uc011kpv.1_5'UTR|CALD1_uc003vse.2_5'UTRNM_033138 NP_149129 Q05682 CALD1_HUMANMyosin and calmodulin-binding (By similarity). 0GATGCAAGTCTGTCGCTCCCA0.498

- 13 2931 NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMANPARP catalytic. 1AGTAAACTTTCCAACCAGAAC0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 12 1575 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290AGCTCACCTGAGTACTCCTAC0.393

+ 4 313 AGK_uc011krg.1_RNA NM_018238 NP_060708 Q53H12 AGK_HUMAN 2TCTTTTTTAGGTGTTTGGCAA0.368

+ 18 3435EPHB6_uc011ksu.1_Missense_Mutation_p.P883L|EPHB6_uc003wbs.2_Missense_Mutation_p.P591L|EPHB6_uc003wbt.2_Missense_Mutation_p.P357L|EPHB6_uc003wbu.2_Missense_Mutation_p.P591L|EPHB6_uc003wbv.2_Missense_Mutation_p.P267LNM_004445 NP_004436 O15197 EPHB6_HUMANPoly-Pro.|Cytoplasmic (Potential).|Protein kinase. 19CTGCCCCCGCCTCCAGGCTGT0.532

+ 7 931CASP2_uc003wcp.2_3'UTR|CASP2_uc011kta.1_Missense_Mutation_p.P146S|CASP2_uc003wcq.2_RNA|CASP2_uc011ktb.1_Missense_Mutation_p.P12SNM_032982 NP_116764 P42575 CASP2_HUMAN 3TGCACAGTTACCTGCACACCG0.493

- 7 1962ZNF746_uc010lpi.2_Missense_Mutation_p.R565QNM_152557 NP_689770 Q6NUN9 ZN746_HUMAN 3GGTGAAGGGCCGCACGCCCGT0.667

+ 13 1727AGAP3_uc003wje.1_Intron|AGAP3_uc003wjj.1_Missense_Mutation_p.P74L|AGAP3_uc003wjk.1_5'UTRNM_031946 NP_114152 Q96P47 AGAP3_HUMAN PH. 3CCCCCATCTCCCCACTCCAAC0.507

- 3 445CRYGN_uc003wkf.2_Intron|CRYGN_uc003wkg.2_RNA|CRYGN_uc010lqd.1_RNANM_144727 NP_653328 Q8WXF5 CRGN_HUMANBeta/gamma crystallin 'Greek key' 3. 0TGGAGGAAGGGGCTGTCCTCC0.587

- 14 2109 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63CTTCAGAAGACATTTTCAGGT0.348

+ 14 2221UBE3C_uc003wng.2_Missense_Mutation_p.D637NNM_014671 NP_055486 Q15386 UBE3C_HUMAN 5TATTAAAGCAGATAAGGTGTT0.318

- 21 3632CSMD1_uc011kwj.1_Missense_Mutation_p.A473V|CSMD1_uc003wqe.2_Missense_Mutation_p.A237VNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANSushi 6.|Extracellular (Potential). 25AAGCTTGGTGGCACCTTCTAA0.542

+ 3 388uc010lru.2_Intron|PRSS55_uc003wtb.2_RNANM_198464 NP_940866 Q6UWB4 PRS55_HUMANExtracellular (Potential).|Peptidase S1. 1TGTCGTGCTGGGGACCAACGA0.512

- 1 632 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2GGGGGGGCCCCGGCTGGTGAG0.766

- 2 1903MTUS1_uc010lsy.2_RNA|MTUS1_uc003wxw.2_Missense_Mutation_p.P477S|MTUS1_uc010lsz.2_Missense_Mutation_p.P477SNM_001001924 NP_001001924 Q9ULD2 MTUS1_HUMAN 2CCTAAACTGGGTTTACACAGG0.403

+ 9 934KIAA1967_uc003xci.2_Missense_Mutation_p.A266V|KIAA1967_uc003xcj.1_5'UTRNM_199205 NP_954675 Q8N163 K1967_HUMAN 3TGGCTATCAGCCTTCCCCCTG0.577



- 9 1080 NM_003844 NP_003835 O00220 TR10A_HUMANCytoplasmic (Potential). 6TCTGCCGGTCCCTGTAACACA0.368

- 13 1834ENTPD4_uc011kzu.1_Intron|ENTPD4_uc003xdm.2_Missense_Mutation_p.G549DNM_004901 NP_004892 Q9Y227 ENTP4_HUMANLumenal (Potential). 2AAAGGAAACGCCCCGCCAGTG0.587

- 5 640PBK_uc011lap.1_Missense_Mutation_p.A147TNM_018492 NP_060962 Q96KB5 TOPK_HUMANProtein kinase. 0ATATTCAAAGCAACTTTTAAA0.313

- 1 4231 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7GATGCTACATCCAACTCATAA0.358

+ 3 303ERLIN2_uc003xkc.3_Missense_Mutation_p.Q63R|ERLIN2_uc003xkd.2_Missense_Mutation_p.Q63R|ERLIN2_uc003xkf.3_Missense_Mutation_p.Q63R|ERLIN2_uc003xkg.2_Missense_Mutation_p.Q63RNM_007175 NP_009106 O94905 ERLN2_HUMANLumenal (Potential). 0AAGTCTGTGCAGGTATGCTTG0.502

- 3 1006RAB11FIP1_uc010lvz.1_Missense_Mutation_p.G169E|RAB11FIP1_uc003xkn.1_Missense_Mutation_p.G321E|RAB11FIP1_uc003xkl.1_5'Flank|RAB11FIP1_uc003xko.1_5'Flank|RAB11FIP1_uc003xkp.1_Missense_Mutation_p.G169ENM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3AACATGGTTCCCATTGATGCA0.512

+ 2 569 BAG4_uc003xkz.1_IntronNM_004874 NP_004865 O95429 BAG4_HUMAN 1CCACCATATCCTAGCTACAAT0.363

+ 6 625 IDO1_uc003xnn.2_RNA NM_002164 NP_002155 P14902 I23O1_HUMAN 2TCTATTGGTGGAAATAGCAGC0.408

- 14 1490NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoi.2_Missense_Mutation_p.D469G|ANK1_uc003xoj.2_Missense_Mutation_p.D469G|ANK1_uc003xol.2_Missense_Mutation_p.D469G|ANK1_uc003xom.2_Missense_Mutation_p.D502GNM_020476 NP_065209 P16157 ANK1_HUMANANK 14.|89 kDa domain. 9GGTCTGGTCATCCTGGACCCC0.363 rs78606390

+ 21 2215 NM_032410 NP_115786 Q86VS8 HOOK3_HUMANPotential.|Required for interaction with MSR1.|Required for association with Golgi.2AAGAGTCAGAGAGAGATGGAA0.244

+ 2 209 NM_152419 NP_689632 Q68CP4 HGNAT_HUMANLumenal, vesicle (Potential). 0ATGGATCAGGCTTTGCTACTC0.378

- 85 12096PRKDC_uc003xqj.2_Nonsense_Mutation_p.W3982*|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34AACCTACTTTCCAATCAAAGG0.493

+ 9 1041MCM4_uc003xql.1_Missense_Mutation_p.E316K|MCM4_uc011ldi.1_Missense_Mutation_p.E303KNM_182746 NP_877423 P33991 MCM4_HUMAN 4GACCCGGGTGGAGATGGACCG0.617

- 8 1013 NM_003878 NP_003869 Q92820 GGH_HUMANGamma-glutamyl hydrolase. 0TTCTCTGGATGCCACTGGACA0.343

+ 5 615SGK3_uc003xwp.2_Missense_Mutation_p.E100K|SGK3_uc003xwt.2_Missense_Mutation_p.E106K|SGK3_uc003xwu.2_Missense_Mutation_p.E106KNM_001033578 NP_001028750 Q96BR1 SGK3_HUMAN PX. 4TAGGTATCCAGAACTTTATAA0.289

+ 11 1217C8orf34_uc003xyb.2_Missense_Mutation_p.G365RNM_052958 NP_443190 Q49A92 CH034_HUMAN 1CAGTGGAGTAGGACACTCACT0.408

- 2 545JPH1_uc003yaf.2_Missense_Mutation_p.E169Q|JPH1_uc003yag.1_Missense_Mutation_p.E33QNM_020647 NP_065698 Q9HDC5 JPH1_HUMANCytoplasmic (Potential). 1TTGCTCTGCTCGCTGCGCAGC0.711

+ 6 641WWP1_uc010mai.2_5'UTRNM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2ACAATTAAAACTTTCCTTGGA0.333

+ 4 496TMEM67_uc010mat.1_Missense_Mutation_p.G57E|TMEM67_uc010maw.2_Intron|TMEM67_uc003yga.3_Missense_Mutation_p.G61ENM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2GACATTAATGGAACATTGTTG0.333

- 24 5321KIAA1429_uc010maz.1_RNANM_015496 NP_056311 Q69YN4 VIR_HUMAN 2CTAGAAGCACGGTCCCGAGGA0.468

- 3 526C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_Missense_Mutation_p.E48KNM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0TCTTCTTCTTCTTCTTCTGCT0.458

- 59 8365UBR5_uc003yks.1_Missense_Mutation_p.S2777P|UBR5_uc003ykq.2_Missense_Mutation_p.S289PNM_015902 NP_056986 O95071 UBR5_HUMAN HECT. 28TGTTTAGAGGAATAGAGTGGG0.378

+ 2 592RIMS2_uc003ylp.2_Missense_Mutation_p.L339F|RIMS2_uc003ylw.2_Missense_Mutation_p.L147F|RIMS2_uc003ylq.2_Missense_Mutation_p.L147F|RIMS2_uc003ylr.2_Missense_Mutation_p.L147FNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15ATCCGAATTTGGCCCGTTATC0.458

- 7 704EIF3E_uc003ymt.2_Missense_Mutation_p.P177S|EIF3E_uc003ymv.2_Missense_Mutation_p.P133S|EIF3E_uc010mci.1_Missense_Mutation_p.P226SNM_001568 NP_001559 P60228 EIF3E_HUMAN 3CGACCTTTGGGGTGATTGAAG0.358

- 2 510TNFRSF11B_uc010mdc.1_RNANM_002546 NP_002537 O00300 TR11B_HUMAN 2GGGCAAGGGGCGCACACGGTC0.517 rs116321565

+ 4 903 NM_002514 NP_002505 P48745 NOV_HUMAN TSP type-1. 5CTCCACCCGGGTCACCAATAG0.532

- 5 791 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6AACATGAGCACCTCTCTCTGC0.338

+ 2 155FAM91A1_uc011lik.1_Missense_Mutation_p.E32K|FAM91A1_uc011lil.1_5'UTRNM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2TTCACAGAGAGAATATGAAAA0.338

- 20 2096 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1GCCACCGTAGGAGTCACTCTT0.692

- 20 2177PTPRD_uc003zkp.2_Missense_Mutation_p.S489F|PTPRD_uc003zkq.2_Missense_Mutation_p.S489F|PTPRD_uc003zkr.2_Missense_Mutation_p.S483F|PTPRD_uc003zks.2_Missense_Mutation_p.S479F|PTPRD_uc003zkl.2_Missense_Mutation_p.S489F|PTPRD_uc003zkm.2_Missense_Mutation_p.S476F|PTPRD_uc003zkn.2_Missense_Mutation_p.S489F|PTPRD_uc003zko.2_Missense_Mutation_p.S486FNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 2.|Extracellular (Potential). 22GACTTTGACAGAATATGTTTT0.433

- 3 2056 NM_020702 NP_065753 Q6NSJ0 K1161_HUMANExtracellular (Potential). 3GATAGGGTCACCCGTGTCGGT0.662

- 41 5830 NM_006289 NP_006280 Q9Y490 TLN1_HUMANInteraction with SYNM. 13TCCACCATGCCACCCACGACC0.617

- 5 537ANKRD19_uc004asr.3_Intron|ZNF484_uc011lub.1_Missense_Mutation_p.E132K|ZNF484_uc010mrb.1_Missense_Mutation_p.E94K|ZNF484_uc004asv.1_Missense_Mutation_p.E94KNM_031486 NP_113674 Q5JVG2 ZN484_HUMAN 0TTCTGGTTTTCTCCACATTTT0.343

+ 9 2144WNK2_uc011lud.1_Missense_Mutation_p.T715I|WNK2_uc004atj.2_Missense_Mutation_p.T715I|WNK2_uc004atk.2_Missense_Mutation_p.T352I|WNK2_uc010mrc.1_IntronNM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12CCGCCCAGCACCCCCATGCCC0.741

+ 2 292NIPSNAP3A_uc011lvt.1_Missense_Mutation_p.R63W|NIPSNAP3A_uc011lvu.1_Missense_Mutation_p.R63WNM_015469 NP_056284 Q9UFN0 NPS3A_HUMAN 0CGCTCATCTTCGGACAGCTCA0.373

+ 7 959C9orf43_uc004bhp.2_Missense_Mutation_p.P188LNM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0ATCGTGCCTCCCCCAACCCCA0.478

- 3 1932TNC_uc010mvf.2_Missense_Mutation_p.G524SNM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 12. 7CAGTCAGGGCCGGTGAAGCCG0.597

+ 4 908OR1J2_uc011lyv.1_Missense_Mutation_p.P18LNM_054107 NP_473448 Q8NGS2 OR1J2_HUMANExtracellular (Potential). 5CTGGGCCTCCCCATCCGGCCA0.562

+ 19 2457RABGAP1_uc004bnl.3_RNA|RABGAP1_uc011lzj.1_Missense_Mutation_p.D114NNM_012197 NP_036329 Q9Y3P9 RBGP1_HUMAN 5GCTGTTGACAGACTTTGAAGG0.358

+ 33 3611NUP188_uc004bwu.2_Missense_Mutation_p.Q540KNM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7GGCCGACCAGCAACTCATGGA0.507

- 11 1687CRAT_uc004bxg.2_Missense_Mutation_p.R448C|CRAT_uc004bxk.3_Missense_Mutation_p.R448CNM_000755 NP_000746 P43155 CACP_HUMAN 1GAAGCCGAGCGGATGGTGTCG0.612

- 8 1045SETX_uc004cbj.2_5'Flank|SETX_uc010mzt.2_5'FlankNM_015046 NP_055861 Q7Z333 SETX_HUMAN 3TGTAACGCTGGCCAGAAAGGA0.368

+ 22 2471 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TCGTACACAGGGTGTCACGGG0.542

- 4 632LHX3_uc004cgz.2_Missense_Mutation_p.S184PNM_178138 NP_835258 Q9UBR4 LHX3_HUMAN Homeobox. 1GGCTTGGGCGAGGTGTTGTAA0.726

- 22 4388CARD9_uc004chg.3_5'Flank|CARD9_uc011mdw.1_5'Flank|CARD9_uc011mdx.1_5'Flank|CARD9_uc010nbj.2_5'FlankNM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN 0CCGGGTGTGCCTGGCATGCCG0.612

- 6 837WDR85_uc004cnj.1_5'Flank|WDR85_uc004cnl.1_Missense_Mutation_p.V51I|WDR85_uc004cnm.1_5'UTR|WDR85_uc004cnn.1_5'UTR|WDR85_uc010ncl.1_5'UTRNM_138778 NP_620133 Q9BTV6 WDR85_HUMAN WD 1. 0TTGCCGGGTACCCTGGTGTCC0.587

+ 5 1010EHMT1_uc004coa.2_Missense_Mutation_p.G325S|EHMT1_uc004cob.1_Missense_Mutation_p.G294S|EHMT1_uc010ncn.1_RNANM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3TTCCACTGTGGGTTCCAAGGT0.443



- 2 622PPP2R3B_uc011mha.1_Translation_Start_SiteNM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN 0ACGGCATCCACGTTGACGGAG0.617

- 5 2694 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8ACCAAGTAGAGGTACATCTGC0.473

- 6 962 NM_000216 NP_000207 P23352 KALM_HUMANFibronectin type-III 1. 4GAAGCCTCGAGTTCCATGCAC0.517

+ 14 1563BMX_uc004cwx.3_Nonsense_Mutation_p.Q459*|BMX_uc004cwy.3_Nonsense_Mutation_p.Q459*NM_203281 NP_975010 P51813 BMX_HUMAN Protein kinase. 5TGAATTCTTTCAGGAGGCCCA0.433

+ 9 1276TXLNG_uc010ney.1_Missense_Mutation_p.A277TNM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1CAATAATAAAGCACTTCTGCA0.398

+ 1 264PTCHD1_uc010nfu.1_Missense_Mutation_p.D86NNM_173495 NP_775766 Q96NR3 PTHD1_HUMAN 6TCTCTACTCGGACCTGCAGAC0.622

+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCCAGAGCCTCCTGAGACTGG0.617

- 4 606CXorf38_uc011mko.1_Missense_Mutation_p.V116I|CXorf38_uc004dev.1_Missense_Mutation_p.V82I|CXorf38_uc010nhd.2_RNANM_144970 NP_659407 Q8TB03 CX038_HUMAN 1CTGGAGTATACTGCCACAATC0.358

+ 19 3221KDM6A_uc010nhk.2_Missense_Mutation_p.R915L|KDM6A_uc011mkz.1_Missense_Mutation_p.R1001L|KDM6A_uc011mla.1_Missense_Mutation_p.R904L|KDM6A_uc011mlb.1_Missense_Mutation_p.R956L|KDM6A_uc011mlc.1_Missense_Mutation_p.R653L|KDM6A_uc011mld.1_Missense_Mutation_p.R588LNM_021140 NP_066963 O15550 KDM6A_HUMAN 84GAAAATAAACGTGATGCTTTC0.323

+ 7 760PHF16_uc004dgy.2_Missense_Mutation_p.V237INM_001077445 NP_001070913 Q92613 JADE3_HUMAN PHD-type. 0CATCCTCAAGGTCCCAGAAGG0.537

- 2 221 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2TGGATCAAAGGGATGACGAGT0.632

- 7 930CACNA1F_uc010nip.2_Missense_Mutation_p.R290CNM_005183 NP_005174 O60840 CAC1F_HUMANI.|Extracellular (Potential). 6GTGCACGCACGCCCTGATCCC0.617

+ 6 2210CCNB3_uc004doy.2_Missense_Mutation_p.E638K|CCNB3_uc004doz.2_Intron|CCNB3_uc010njq.2_IntronNM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9CCTCTCCCAGGAACCATCTGC0.453

- 11 2470FAM120C_uc011moh.1_Missense_Mutation_p.S796FNM_017848 NP_060318 Q9NX05 F120C_HUMAN 2AAGCTGGGTAGACACTGCCTG0.448

- 21 2200OPHN1_uc011mpg.1_IntronNM_002547 NP_002538 O60890 OPHN1_HUMAN Pro-rich. 2GGTAGTTTGGGGTGTTGTGGT0.517

- 12 1462CHM_uc011mqz.1_Missense_Mutation_p.P330SNM_000390 NP_000381 P24386 RAE1_HUMAN 1TCCTCTGCTGGCACTGTCAAA0.368

+ 1 1360PCDH11X_uc004efl.1_Missense_Mutation_p.G172E|PCDH11X_uc004efo.1_Missense_Mutation_p.G172E|PCDH11X_uc010nmv.1_Missense_Mutation_p.G172E|PCDH11X_uc004efm.1_Missense_Mutation_p.G172E|PCDH11X_uc004efn.1_Missense_Mutation_p.G172E|PCDH11X_uc004efh.1_Missense_Mutation_p.G172E|PCDH11X_uc004efj.1_Missense_Mutation_p.G172ENM_032968 NP_116750 Q9BZA7 PC11X_HUMANExtracellular (Potential).|Cadherin 2. 2GGAATAAACGGAGTTCAAAAC0.323

+ 8 1717 NM_017416 NP_059112 Q9NP60 IRPL2_HUMANIg-like C2-type 3.|Extracellular (Potential). 3CTTTGACTCAGTTGTGGAAGC0.403

+ 2 208ATG4A_uc004ent.2_Missense_Mutation_p.V29I|ATG4A_uc004ens.2_5'UTR|ATG4A_uc011msl.1_5'UTR|ATG4A_uc010npi.2_RNA|ATG4A_uc004enu.2_5'UTRNM_052936 NP_443168 Q8WYN0 ATG4A_HUMAN 1AGATGAGCTGGTATGGATCTT0.388

+ 15 1745ALG13_uc011msx.1_Missense_Mutation_p.G467S|ALG13_uc011msz.1_Missense_Mutation_p.G493S|ALG13_uc011mta.1_Missense_Mutation_p.G467S|ALG13_uc011mtb.1_Missense_Mutation_p.G467SQ9NP73 ALG13_HUMAN 1AATGCCTGGGGGTTATGTCCC0.418

- 9 2426AMOT_uc004eps.2_Missense_Mutation_p.P400L|AMOT_uc011mtc.1_Missense_Mutation_p.P49L|hsa-mir-4329|MI0015901_5'FlankNM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1TTCCATGATGGGGGAGCCAGT0.517

+ 5 561IL13RA1_uc004eqr.1_Missense_Mutation_p.C173Y|IL13RA1_uc004eqt.1_Missense_Mutation_p.C173YNM_001560 NP_001551 P78552 I13R1_HUMANExtracellular (Potential). 0ATTCATCAATGTGAAAACATC0.343

- 16 3315IGSF1_uc004ewe.3_Missense_Mutation_p.T1020I|IGSF1_uc004ewf.2_Missense_Mutation_p.T1006INM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 10. 5AGATATATTGGTGATGGGGAA0.517

- 3 758 NM_006014 NP_006005 Q14657 LAGE3_HUMAN 0GGAAACGGGGGGCCCAAAGCG0.592

- 2 532 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0AAGAGAAGACCACCTACTGAG0.433

- 2 913LOC649330_uc009vno.2_Silent_p.S229SNM_001013631 NP_001013653 O60812 HNRCL_HUMAN 0CATCTTTCTTCATGGAGCTAC0.468

- 3 765ARHGEF19_uc009voo.1_5'Flank|ARHGEF19_uc001ayb.1_5'FlankNM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3CGCCCCAGGCGCAGAGAAGAG0.672

- 18 2279UBR4_uc001bbm.1_Translation_Start_SiteNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25AGCAGGAGGCGTGAAAGCACA0.507

- 2 1170 NM_052943 NP_443175 Q96A09 FA46B_HUMAN 1TGCATCTGCCCCACCGAAGTG0.657

+ 7 1093PTPRU_uc001brv.2_Missense_Mutation_p.R328H|PTPRU_uc001brw.2_Missense_Mutation_p.R328H|PTPRU_uc009vtq.2_Missense_Mutation_p.R328H|PTPRU_uc009vtr.2_Missense_Mutation_p.R328HNM_005704 NP_005695 Q92729 PTPRU_HUMANFibronectin type-III 1.|Extracellular (Potential). 7CGCATGGCGCGCGGGCCCTGG0.632

- 9 1432MTF1_uc009vvj.1_Missense_Mutation_p.P122SNM_005955 NP_005946 Q14872 MTF1_HUMAN Pro-rich. 2AGAGGCTGGGGTGGCTCGGAG0.572

+ 15 2736PTPRF_uc001cjs.2_Missense_Mutation_p.A790V|PTPRF_uc001cju.2_Missense_Mutation_p.A370V|PTPRF_uc009vwt.2_Missense_Mutation_p.A361V|PTPRF_uc001cjv.2_Missense_Mutation_p.A259V|PTPRF_uc001cjw.2_Missense_Mutation_p.A25VNM_002840 NP_002831 P10586 PTPRF_HUMANFibronectin type-III 5.|Extracellular (Potential). 10ACTGTTGCTGCCTATACCACC0.592

- 2 522CCDC163P_uc001cnt.2_5'Flank|CCDC163P_uc001cnu.2_RNA|CCDC163P_uc009vxt.1_Missense_Mutation_p.F53L|CCDC163P_uc001cnv.2_RNA|CCDC163P_uc009vxu.1_RNA|MMACHC_uc009vxv.2_5'Flank|MMACHC_uc001cny.2_5'FlankNM_001102601 NP_001096071 0GACCCCAAGAAGATACAGCCA0.483

+ 17 1964RAD54L_uc001cpl.2_Missense_Mutation_p.Y617S|RAD54L_uc001cpm.1_Missense_Mutation_p.Y400SNM_001142548 NP_001136020 Q92698 RAD54_HUMANHelicase C-terminal. 3AAGACTTGCTATATCTACCGC0.522

- 12 1803uc001deb.1_RNA|uc001dec.1_RNANM_001002292 NP_001002292 Q5T9L3 WLS_HUMAN 0 atcttccctcgatttacatgg 0

+ 3 4043 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANExtracellular (Potential).|EGF-like 3; calcium-binding. 8GGTGAGTGCTCGCTCAGGCCG0.592

+ 3 515CYB561D1_uc010ovl.1_Missense_Mutation_p.R95W|CYB561D1_uc010ovm.1_Missense_Mutation_p.R94W|CYB561D1_uc001dxu.2_3'UTR|CYB561D1_uc001dxw.2_3'UTR|CYB561D1_uc010ovo.1_Missense_Mutation_p.R174W|CYB561D1_uc009wfd.2_Missense_Mutation_p.R101W|CYB561D1_uc010ovp.1_Missense_Mutation_p.R86WNM_182580 NP_872386 Q8N8Q1 C56D1_HUMANCytochrome b561. 0CCTTTGTCCCCGGGCAGCCAG0.612

+ 4 1338 NM_020440 NP_065173 Q9P2B2 FPRP_HUMANExtracellular (Potential). 1TGGTGTGGGTGTGACCTGGCT0.562

+ 13 2317ADAMTSL4_uc001euw.2_Missense_Mutation_p.R694H|ADAMTSL4_uc009wlw.2_Missense_Mutation_p.R717H|ADAMTSL4_uc010pcg.1_Missense_Mutation_p.R655H|ADAMTSL4_uc009wlx.2_5'FlankNM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2TGCATCTCCCGTGAGTCGGGA0.657

+ 3 406ZBTB7B_uc009wpa.2_Missense_Mutation_p.G83E|ZBTB7B_uc001fgj.3_Missense_Mutation_p.G117E|ZBTB7B_uc010peq.1_Missense_Mutation_p.G117E|ZBTB7B_uc001fgl.3_Missense_Mutation_p.G83ENM_015872 NP_056956 O15156 ZBT7B_HUMAN BTB. 0GCCACTGGGGGAGCAGGGGCC0.632

- 4 1220IGSF8_uc001fuz.2_Missense_Mutation_p.R392Q|IGSF8_uc009wtf.2_Missense_Mutation_p.R392QNM_052868 NP_443100 Q969P0 IGSF8_HUMANIg-like C2-type 3.|Extracellular (Potential). 0AGCCTCTAGCCGTAGCCGGTA0.642

+ 11 3021IGFN1_uc001gwb.2_RNANM_178275 NP_840059 3CAGCCCTGGTGCATCCCCCGG0.662

+ 6 1122RNPEP_uc001gxe.2_Missense_Mutation_p.A66T|RNPEP_uc001gxf.2_Missense_Mutation_p.A234TNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1TGCACCAGGCGCTGCGTACAC0.562

- 17 3115PIK3C2B_uc010pqv.1_Missense_Mutation_p.T851INM_002646 NP_002637 O00750 P3C2B_HUMAN 7GTTCATGTGGGTCCACTGCTT0.597

- 6 1180TRIM11_uc010pvx.1_Missense_Mutation_p.V308MNM_145214 NP_660215 Q96F44 TRI11_HUMAN B30.2/SPRY. 4CCCCGCTGCACGCTCCGCCTG0.697

- 4 818PGBD5_uc001htv.2_Missense_Mutation_p.T372MNM_024554 NP_078830 Q8N414 PGBD5_HUMAN 4GCTGGGCCCCGTGAAAATGAT0.587

+ 15 5870C10orf18_uc001iik.2_Missense_Mutation_p.V593INM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2GAATGTCGGGGTTTCCTCCCT0.458



- 4 718DNA2_uc001jog.1_Missense_Mutation_p.R154C|DNA2_uc001joh.1_RNANM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0AGCATTTGGCGTGTGGCTGGA0.353

+ 20 2584CDH23_uc001jry.2_Missense_Mutation_p.R352Q|CDH23_uc001jrz.2_Missense_Mutation_p.R352QNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 7.|Extracellular (Potential). 11CTGCTTGACCGAGAGACCAAG0.527

+ 9 863HELLS_uc001kjs.2_Missense_Mutation_p.G237D|HELLS_uc009xul.2_Missense_Mutation_p.G253D|HELLS_uc009xum.2_Missense_Mutation_p.G253D|HELLS_uc009xun.2_Missense_Mutation_p.G129D|HELLS_uc009xuo.2_Missense_Mutation_p.G253D|HELLS_uc001kju.2_5'UTR|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Missense_Mutation_p.G115D|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMANATP (By similarity).|Helicase ATP-binding. 2ATGGGATTGGGTAAGACAGTT0.378

- 28 2983SORBS1_uc001kkk.2_Intron|SORBS1_uc001kkl.2_Intron|SORBS1_uc001kkn.2_Intron|SORBS1_uc001kkm.2_Intron|SORBS1_uc001kko.2_Intron|SORBS1_uc001kkq.2_Intron|SORBS1_uc001kkr.2_Intron|SORBS1_uc001kks.2_Intron|SORBS1_uc001kkt.2_Intron|SORBS1_uc001kku.2_Intron|SORBS1_uc001kkv.2_Intron|SORBS1_uc001kkw.2_Missense_Mutation_p.E934K|SORBS1_uc010qoe.1_IntronNM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1GCGTGCATCTCGGGGGACAGG0.562

- 3 462ALDH18A1_uc001kky.2_Missense_Mutation_p.V74M|ALDH18A1_uc010qog.1_Intron|ALDH18A1_uc010qoh.1_IntronNM_002860 NP_002851 P54886 P5CS_HUMANGlutamate 5-kinase. 3AGCTTCACCACGATTCTCTTG0.562 rs143330350

+ 6 1114LRRC27_uc001llf.2_Missense_Mutation_p.V307F|LRRC27_uc010quv.1_Missense_Mutation_p.V307F|LRRC27_uc001llg.2_RNA|LRRC27_uc001lli.2_Missense_Mutation_p.V307F|LRRC27_uc001llj.2_Missense_Mutation_p.V245F|LRRC27_uc001llk.3_Missense_Mutation_p.V180FNM_030626 NP_085129 Q9C0I9 LRC27_HUMAN 1GCCAAGACACGTTTTCAGGTA0.403

- 8 1175IRF7_uc009ycb.2_Missense_Mutation_p.P163A|IRF7_uc010qwf.1_Missense_Mutation_p.P268A|IRF7_uc001lqf.2_5'UTR|IRF7_uc010qwg.1_5'UTR|IRF7_uc001lqg.2_Missense_Mutation_p.P282A|IRF7_uc001lqi.2_Missense_Mutation_p.P240A|IRF7_uc010qwh.1_5'UTRNM_001572 NP_001563 Q92985 IRF7_HUMAN 0GACAGGTACGGCTCTGCCTGG0.697

+ 31 12230 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 accaccactacggtgacccca 0.015 rs147438840

+ 51 14906MUC5B_uc001ltb.2_Missense_Mutation_p.S4457TNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0ACAGAGCCGAGCACTACAGCC0.662

- 6 621OSBPL5_uc010qxq.1_Missense_Mutation_p.L107F|OSBPL5_uc009ydw.2_Intron|OSBPL5_uc001lxl.2_Intron|OSBPL5_uc009ydx.2_Missense_Mutation_p.L179FNM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN PH. 3TTGTAGATGAGCAGCACCCCC0.657

+ 11 2844NAV2_uc001mpp.2_Missense_Mutation_p.P741L|NAV2_uc001mpr.3_Missense_Mutation_p.P805LNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6AATGGGTATCCCCCTCGAGCC0.632

+ 11 2903NAV2_uc001mpp.2_Missense_Mutation_p.A761T|NAV2_uc001mpr.3_Missense_Mutation_p.A825TNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6TGTGTACTCCGCCCCTCTGAG0.597

+ 14 3557NAV2_uc001mpp.2_Missense_Mutation_p.A979T|NAV2_uc001mpr.3_Missense_Mutation_p.A1043T|NAV2_uc001mpt.2_Missense_Mutation_p.A129T|NAV2_uc009yhx.2_Missense_Mutation_p.A129T|NAV2_uc009yhy.1_Missense_Mutation_p.A42TNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6AGGCATGACAGCTCAGGTGGG0.602

- 6 853ELF5_uc001mvp.1_Missense_Mutation_p.S198L|ELF5_uc009ykd.1_Missense_Mutation_p.S103LNM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1CAGGGCTTCCGATTTAACCAC0.418

- 8 1113NAALADL1_uc010rnw.1_5'UTRNM_005468 NP_005459 Q9UQQ1 NALDL_HUMANNAALADase.|Extracellular (Potential). 0TCGGTGGTTCCCATACAGCAC0.662

- 7 706RELA_uc001ofh.2_Missense_Mutation_p.P186L|RELA_uc010ron.1_Missense_Mutation_p.P200L|RELA_uc009yqr.2_Missense_Mutation_p.P136L|RELA_uc001ofe.2_Missense_Mutation_p.P189L|RELA_uc001off.2_Missense_Mutation_p.P189L|RELA_uc009yqs.1_IntronNM_021975 NP_068810 Q04206 TF65_HUMAN RHD. 4GGCAGTGTTGGGGGCACCTGA0.592

+ 6 942PACS1_uc001ogz.1_Missense_Mutation_p.R270CNM_018026 NP_060496 Q6VY07 PACS1_HUMAN 6TGTTGCAGATCGTTCTCCTGA0.443

+ 6 619 ACTN3_uc010rpi.1_RNANM_001104 NP_001095 Q08043 ACTN3_HUMANActin-binding.|CH 2. 0CCACCGACACCGCCCTGACCT0.647

- 9 1451PITPNM1_uc001olw.2_5'Flank|PITPNM1_uc001oly.2_Missense_Mutation_p.A421V|PITPNM1_uc001olz.2_Missense_Mutation_p.A421VNM_004910 NP_004901 O00562 PITM1_HUMAN 3GCATGCCTCAGCCCCCAGCTC0.647

+ 13 1714PPFIA1_uc001opn.1_Missense_Mutation_p.A506T|PPFIA1_uc001opp.2_RNA|PPFIA1_uc001opq.1_RNANM_003626 NP_003617 Q13136 LIPA1_HUMAN Potential. 3AAACATTGAAGCACTGAGGGC0.413

- 7 1339C2CD3_uc001ouv.2_Missense_Mutation_p.R371QNM_015531 NP_056346 Q4AC94 C2CD3_HUMAN p.R371P(1) 7GTCTTTAAACCGATTCCTAGA0.388

- 12 2631 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANExtracellular (Potential).|Ig-like C2-type 9. 8ATGATGATGGGCCGCTCACCC0.642

- 6 2184BCL9L_uc009zal.2_Missense_Mutation_p.R402WNM_182557 NP_872363 Q86UU0 BCL9L_HUMANPro-rich.|Necessary for interaction with CTNNB1 (By similarity).2GACCGTTCCCGATGCTCCAGC0.687

- 6 948PRDM10_uc001qfj.2_Missense_Mutation_p.P153L|PRDM10_uc001qfk.2_Missense_Mutation_p.P153L|PRDM10_uc001qfl.2_Missense_Mutation_p.P153L|PRDM10_uc010sbx.1_Missense_Mutation_p.P153L|PRDM10_uc001qfn.2_Missense_Mutation_p.P239L|PRDM10_uc009zct.1_Missense_Mutation_p.P271LNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN SET. 1CCTGACGAGAGGCCCCTCCAC0.567

+ 14 2340SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.G451R|SPATS2_uc001ruf.2_Missense_Mutation_p.G451R|SPATS2_uc001rug.2_Missense_Mutation_p.G451RNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1CAGACGAGGAGGACAGGGCTA0.473

+ 24 3113DIP2B_uc009zlt.2_Missense_Mutation_p.R416KNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6GATTTGGTGAGGAAGGTAAGT0.458

- 8 923AAAS_uc001scs.3_Missense_Mutation_p.P221SNM_015665 NP_056480 Q9NRG9 AAAS_HUMAN WD 3. 1CCCCCACTGGGGGCCCAGGCC0.607

- 1 31ATF7_uc010sok.1_RNA|ATF7_uc001sdz.2_Missense_Mutation_p.D4N|ATF7_uc010sol.1_Missense_Mutation_p.D4N|ATF7_uc001sea.3_Missense_Mutation_p.D4N|ATF7_uc001seb.3_Missense_Mutation_p.D4NNM_001130059 NP_001123531 P17544 ATF7_HUMANTransactivation domain. 2AACGGTCTGTCGTCTCCCATA0.418

- 3 525WIBG_uc001sie.1_Missense_Mutation_p.P124SNM_032345 NP_115721 Q9BRP8 WIBG_HUMAN 0GGAGCACTGGGGAGTTGGGCT0.567

- 18 3991 NM_144982 NP_659419 O60293 ZC3H1_HUMAN 5TAACTGTTTTCGGCTAAGTGT0.323

- 7 898OSBPL8_uc001syf.1_Missense_Mutation_p.L98F|OSBPL8_uc001syg.1_Missense_Mutation_p.L98F|OSBPL8_uc001syh.1_Missense_Mutation_p.L115FNM_020841 NP_065892 Q9BZF1 OSBL8_HUMAN 1ATTGTACTGAGCAGCTCCTTT0.338

+ 7 705MYO1H_uc010sxn.1_Missense_Mutation_p.V953I Q8N1T3 MYO1H_HUMAN 0GGGGGATGCCGTTTTGCAGTG0.453

+ 11 1659PTPN11_uc001ttw.1_Missense_Mutation_p.G427SNM_002834 NP_002825 Q06124 PTN11_HUMANTyrosine-protein phosphatase.p.G427G(1) 392GCCGGACCACGGCGTGCCCAG0.567

- 1 257FBXO21_uc001twj.2_Nonsense_Mutation_p.W73*|FBXO21_uc009zwq.2_Nonsense_Mutation_p.W73*NM_033624 NP_296373 O94952 FBX21_HUMAN F-box. 1CTGCTCCTTCCACACCTTCCC0.443

+ 77 13281DNAH10_uc001ufu.3_Missense_Mutation_p.R332HNM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6GAAGCCCATCGCCTCAAGCTG0.532

- 35 4498POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Missense_Mutation_p.R289H|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Missense_Mutation_p.R1458HNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTAGATATGGCGGATACTCCC0.592

- 5 1489LNX2_uc001urm.1_Missense_Mutation_p.D394NNM_153371 NP_699202 Q8N448 LNX2_HUMAN PDZ 2. 6TACTTCAGGTCGTGCCCATTG0.522 rs144420848

+ 1 649 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11AGACAACGACGCACTGGCCCA0.687

- 5 2461THSD1_uc001vgp.2_Missense_Mutation_p.P586L|THSD1_uc010tgz.1_Missense_Mutation_p.P260L|THSD1_uc010aea.2_Missense_Mutation_p.P100LNM_018676 NP_061146 Q9NS62 THSD1_HUMANCytoplasmic (Potential). 4CCTTTCGGACGGGCCCCCTCT0.607

- 1 447FARP1_uc001vnh.2_Intron|FARP1_uc001vni.2_Intron|FARP1_uc001vnj.2_IntronNM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3CTCCCGACCCCGCAGTGCCTC0.642

- 5 966 NM_004093 NP_004084 P52799 EFNB2_HUMANCytoplasmic (Potential). 1GATGTACACCGGGTGCCCGTA0.592

- 2 239TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Missense_Mutation_p.Y67HNM_007110 NP_009041 Q99973 TEP1_HUMANTEP1 N-terminal 3. 5GCAGACACATATCCATGTGGT0.502

- 26 3407MIR208B_hsa-mir-208b|MI0005570_5'FlankNM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4AGCTGGCTGCCGAGGGCCTGT0.592

+ 10 752PSME1_uc001wmh.2_Missense_Mutation_p.R220CNM_006263 NP_006254 Q06323 PSME1_HUMAN 1CATGGAGATCCGCAATGCTTA0.627

- 1 664SFTA3_uc001wts.2_Intron|NKX2-1_uc001wtu.2_Missense_Mutation_p.A138V|NKX2-1_uc001wtv.2_Missense_Mutation_p.A108V|uc001wtw.1_5'FlankNM_003317 NP_003308 P43699 NKX21_HUMAN 1GGGGCCAGAGGCGCTGTTCCT0.706

- 8 3419SLC8A3_uc001xlu.2_Missense_Mutation_p.G246R|SLC8A3_uc001xlv.2_Missense_Mutation_p.G260R|SLC8A3_uc001xlw.2_Missense_Mutation_p.G886R|SLC8A3_uc001xlx.2_Missense_Mutation_p.G887R|SLC8A3_uc001xlz.2_Missense_Mutation_p.G883R|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANExtracellular (Potential). 7CCAAGCTCCCCTCCCAGGTGC0.597

+ 3 1353HEATR4_uc010tua.1_IntronNM_024644 NP_078920 Q9H6W3 NO66_HUMAN JmjC. 0ACGTACCAGCGCAATACCTGG0.542



- 3 536PGF_uc001xqz.2_Missense_Mutation_p.E64K|PGF_uc001xra.2_Missense_Mutation_p.E63K|PGF_uc001xrb.2_Missense_Mutation_p.E64K|PGF_uc010asf.1_Silent_p.P49PNM_002632 NP_002623 P49763 PLGF_HUMAN 1CTGGGGTACTCGGACACGACG0.657

+ 6 1471WDR25_uc001yhm.2_Missense_Mutation_p.R452W|WDR25_uc001yhn.2_Missense_Mutation_p.R460W|WDR25_uc010avy.2_RNA|WDR25_uc001yho.2_Missense_Mutation_p.R203WNM_001161476 NP_001154948 Q64LD2 WDR25_HUMAN WD 5. 0GTGGCCCTACCGGATGAGCAG0.632

- 1 2323uc001yig.3_5'Flank|MIR127_hsa-mir-127|MI0000472_5'Flank|MIR432_hsa-mir-432|MI0003133_5'Flank|uc010txk.1_5'Flank|MIR136_hsa-mir-136|MI0000475_5'FlankNM_001134888 NP_001128360 A6NKG5 RTL1_HUMAN 1ATGGCGGAAGCGGACCAGGAC0.562

- 23 3324JAG2_uc010axf.2_5'UTR|JAG2_uc001yqf.2_Missense_Mutation_p.T378S|JAG2_uc001yqh.2_Missense_Mutation_p.T936SNM_002226 NP_002217 Q9Y219 JAG2_HUMANExtracellular (Potential). 5AAATGCAAGGTGAGGCGGGCA0.662

- 4 897JAG2_uc001yqh.2_Nonsense_Mutation_p.R165*NM_002226 NP_002217 Q9Y219 JAG2_HUMANExtracellular (Potential). 5TGCGACACTCGCTCGATCAGC0.667

- 27 3907TRPM1_uc010azy.2_Missense_Mutation_p.R1167Q|TRPM1_uc001zfl.2_RNANM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANCytoplasmic (Potential). 4GCTGCTTTGCCGGAGAAGATA0.473

- 15 2193SLC12A6_uc001zhv.2_Missense_Mutation_p.R626C|SLC12A6_uc001zhx.2_Missense_Mutation_p.R662C|SLC12A6_uc001zhy.2_RNA|SLC12A6_uc001zhz.2_RNA|SLC12A6_uc001zia.2_Missense_Mutation_p.R618C|SLC12A6_uc001zib.2_Missense_Mutation_p.R668C|SLC12A6_uc001zic.2_Missense_Mutation_p.R677C|SLC12A6_uc010bau.2_Missense_Mutation_p.R677C|SLC12A6_uc001zid.2_Missense_Mutation_p.R618C|SLC12A6_uc001zht.2_RNA|SLC12A6_uc001zhu.2_Missense_Mutation_p.R489CNM_133647 NP_598408 Q9UHW9 S12A6_HUMANCytoplasmic (Potential). 7TGGTAGTAGCGGAATCGGGGT0.413

- 31 3847PPIP5K1_uc001zrx.1_Missense_Mutation_p.A1195T|PPIP5K1_uc001zru.2_Missense_Mutation_p.A1197T|PPIP5K1_uc001zry.3_Missense_Mutation_p.A1197T|PPIP5K1_uc001zrv.2_IntronNM_001130858 NP_001124330 Q6PFW1 VIP1_HUMAN 0AGCTCTTGTGCTCCACTCCCA0.532

- 2 491GABPB1_uc001zya.2_Missense_Mutation_p.R23C|GABPB1_uc010ufg.1_Intron|GABPB1_uc001zyc.2_Missense_Mutation_p.R23C|GABPB1_uc001zyd.2_Missense_Mutation_p.R23C|GABPB1_uc001zye.2_Missense_Mutation_p.R23C|GABPB1_uc001zyf.2_Missense_Mutation_p.R23CNM_005254 NP_005245 Q06547 GABP1_HUMAN ANK 1. 1ATCAAAATACGAACTTCATCA0.368 rs139444439

- 13 1549ITGA11_uc010bib.2_Missense_Mutation_p.D488HNM_001004439 NP_001004439 Q9UKX5 ITA11_HUMANFG-GAP 5.|Potential.|Extracellular (Potential). 3CCGTCGATGTCCACCGAGGTG0.612

+ 2 109CORO2B_uc010bic.2_Missense_Mutation_p.R22QNM_006091 NP_006082 Q9UQ03 COR2B_HUMAN 6GTGGCCAACCGGGAGCACTGC0.602

- 24 3751MYO9A_uc010biq.2_Missense_Mutation_p.R713Q|MYO9A_uc002atn.1_Missense_Mutation_p.R1074Q|MYO9A_uc002atk.2_5'Flank|MYO9A_uc002atm.1_5'FlankNM_006901 NP_008832 B2RTY4 MYO9A_HUMANIQ 3.|Neck or regulatory domain. 3CTCCAAGTACCGCTGCCTCTC0.507

- 26 3034MIR631_hsa-mir-631|MI0003645_5'Flank|MAN2C1_uc002bag.2_Missense_Mutation_p.P983L|MAN2C1_uc002bah.2_Missense_Mutation_p.P1023L|MAN2C1_uc010bkk.2_Missense_Mutation_p.P907LNM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0AGCAGGGTCTGGTCGCTCCAA0.632

- 5 507MAN2C1_uc002bag.2_Missense_Mutation_p.A164T|MAN2C1_uc002bah.2_Missense_Mutation_p.A164T|MAN2C1_uc010bkk.2_Missense_Mutation_p.A164T|MAN2C1_uc010umi.1_Intron|MAN2C1_uc010umj.1_RNA|MAN2C1_uc010umk.1_RNANM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0GGGTCAGGGGCTGCAATCATG0.597

+ 5 1331ASB7_uc002bwj.2_Missense_Mutation_p.V188MNM_198243 NP_937886 Q9H672 ASB7_HUMAN ANK 6. 1GCGATACGCCGTGATCAAAAG0.478

- 3 461 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4CAGTGTGCACGGGTAGGTGAC0.557

- 3 1318 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN Pentaxin. 0AACTCTTTCCCGATGGCAAGG0.627

- 15 2079IFT140_uc002clz.2_Missense_Mutation_p.A224TNM_014714 NP_055529 Q96RY7 IF140_HUMAN 5CGCAGAGAAGCGATGCCCCCC0.672

- 22 2893MYH11_uc002ddv.2_Missense_Mutation_p.A936V|MYH11_uc002ddw.2_Missense_Mutation_p.A929V|MYH11_uc002ddx.2_Missense_Mutation_p.A936V|MYH11_uc010bvg.2_Missense_Mutation_p.A761VNM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15CTCCAGGCGGGCCTCCATCTC0.622

- 16 2189ERN2_uc010bxp.2_Missense_Mutation_p.A622PNM_033266 NP_150296 Q76MJ5 ERN2_HUMANProtein kinase.|Cytoplasmic (Potential). 6TGCAGGTGGGCCAGGCCAGAC0.617

- 7 1100AMFR_uc002eix.2_5'UTRNM_001144 NP_001135 Q9UKV5 AMFR2_HUMAN 2AACAGGTAACGCAGCTGCATA0.458

+ 3 467CPNE2_uc010cct.1_Missense_Mutation_p.V106M|CPNE2_uc010ccu.1_Missense_Mutation_p.V80MNM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 1. 2CAAGAAGTTCGTGCTTGACTA0.542

+ 5 438CALB2_uc010vme.1_RNA|CALB2_uc002fac.3_Missense_Mutation_p.R123KNM_001740 NP_001731 P22676 CALB2_HUMANEF-hand 3.|3 (Probable). 0GACACAGACAGGAGTGGCTAC0.542

+ 19 2922DHX38_uc010vmp.1_Missense_Mutation_p.R168QNM_014003 NP_054722 Q92620 PRP16_HUMANHelicase C-terminal. 1CGGTCAGGGCGAGCCGGCAGG0.637

+ 1 1055ZNRF1_uc010vmz.1_Missense_Mutation_p.P134S|ZNRF1_uc002fdl.1_Missense_Mutation_p.P134S|ZNRF1_uc010cgr.1_Missense_Mutation_p.P134SNM_032268 NP_115644 Q8ND25 ZNRF1_HUMAN 0GCACATCGCACCCAGGTGGTT0.677

+ 2 1528HIC1_uc002fty.3_Missense_Mutation_p.A491T|HIC1_uc002ftz.3_Missense_Mutation_p.A491TNM_001098202 NP_001091672 Q14526 HIC1_HUMAN C2H2-type 2. 1CTACCGCTGCGCGTCGTGCGA0.716

+ 3 672SMTNL2_uc002fye.2_Missense_Mutation_p.R58QNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0GCCATCACCCGAGTCTCTGAC0.637

+ 12 1995 NM_020877 NP_065928 Q9P225 DYH2_HUMANStem (By similarity). 13CGTGGTGAACGTAGCTGAGCG0.542

+ 19 2536PFAS_uc010vuv.1_Missense_Mutation_p.V375M|PFAS_uc002gks.2_5'FlankNM_012393 NP_036525 O15067 PUR4_HUMAN 5GGGTGTGGCAGTGGATGGTGG0.667

+ 6 1420EPN2_uc010cql.1_Splice_Site_p.E39_splice|EPN2_uc002gve.3_Splice_Site_p.E267_splice|EPN2_uc002gvf.3_Splice_Site_p.E39_splice|EPN2_uc010vyo.1_Splice_Site_p.E39_splice|EPN2_uc002gvg.1_Splice_Site_p.E267_splice|EPN2_uc010vyp.1_Splice_Site_p.E267_splice|EPN2_uc010vyq.1_Splice_Site_p.E267_splice|EPN2_uc002gvh.1_Splice_Site_p.E324_splice|EPN2_uc002gvj.3_5'FlankNM_014964 NP_055779 O95208 EPN2_HUMAN 1AAGAAAGAGGTAAGAGCTTGC0.507

- 2 1229 NM_198147 NP_937790 Q6UXT9 ABH15_HUMAN 0CAGTGGCCTCCGTGGCGACTG0.607

+ 1 239 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMAN29 X 5 AA repeats of C-C-[RQVHIEK]- [SPTR]-[VSTQCRNP].0ACCACCTGCTACCGCCCCAGC0.657

- 1 611 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN 0GCGGGGGCAGGTGGAGATGAC0.468

- 5 1192 JUP_uc010wfs.1_Intron NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Coil 2. 3TCCTGGACACCGTGCCGGAGC0.547

+ 11 1813STAT5A_uc010cya.1_Missense_Mutation_p.E391K|STAT5A_uc010cyb.1_Missense_Mutation_p.E391K|STAT5A_uc010cyc.1_Missense_Mutation_p.E361K|STAT5A_uc010cyd.1_5'Flank|STAT5A_uc010cye.1_5'FlankNM_003152 NP_003143 P42229 STA5A_HUMAN 1CCTTTGCAGCGAGTGCAGTGG0.642

+ 1 1066 NM_001466 NP_001457 Q14332 FZD2_HUMANExtracellular (Potential). 3GCGCTTCTCCGAGGACGGTTA0.597

+ 7 1330ABI3_uc002ioq.1_Missense_Mutation_p.P272SNM_016428 NP_057512 Q9P2A4 ABI3_HUMAN Pro-rich. 0ACTGGACCTGCCTCCTCCTCC0.592

+ 6 548MSI2_uc010wnm.1_Missense_Mutation_p.D103E|MSI2_uc002iva.2_Missense_Mutation_p.D121ENM_138962 NP_620412 Q96DH6 MSI2H_HUMAN RRM 2. 2TAGTGGAAGATGTAAAGCAAT0.458

- 3 607TRIM37_uc002iwz.3_Missense_Mutation_p.R55C|TRIM37_uc002ixa.3_5'UTR|TRIM37_uc010woc.1_Missense_Mutation_p.R21CNM_001005207 NP_001005207 O94972 TRI37_HUMANRING-type; degenerate. 7AACACTTACCGGCAATGAGGA0.373

- 19 3010ABCA10_uc010wqt.1_Splice_Site|ABCA10_uc010dfb.1_Splice_Site_p.D312_spliceNM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4CATTTTTATACCTGGTTCATC0.323

+ 3 303ITGB4_uc002jph.2_Missense_Mutation_p.T39M|ITGB4_uc010dgo.2_Missense_Mutation_p.T39M|ITGB4_uc002jpi.3_Missense_Mutation_p.T39M|ITGB4_uc010dgp.1_Missense_Mutation_p.T39M|ITGB4_uc002jpj.2_Missense_Mutation_p.T39MNM_000213 NP_000204 P16144 ITB4_HUMANPSI.|Extracellular (Potential). 4AAGAGCTGCACGGAGTGTGTC0.607

- 18 3376UBE2O_uc002jrl.3_Missense_Mutation_p.A708VNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5GCGGATCAGCGCCATCTCATT0.577

+ 19 2746GAA_uc002jxp.2_Missense_Mutation_p.G855E|GAA_uc002jxq.2_Missense_Mutation_p.G855ENM_001079803 NP_001073271 P10253 LYAG_HUMAN 1GAGGCCCGAGGGGAGCTGTTC0.652

+ 2 1425TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.E259KNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN15.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2CCAGCCCAAGGAGGGTGACAT0.592

+ 16 2324MIB1_uc002ktp.2_Missense_Mutation_p.S414LNM_020774 NP_065825 Q86YT6 MIB1_HUMAN 4AAGGGTCAATCGCCACTTGAT0.433

+ 4 1290CABYR_uc010xbb.1_Missense_Mutation_p.E282K|CABYR_uc002kuy.2_Intron|CABYR_uc002kuz.2_Intron|CABYR_uc002kva.2_Missense_Mutation_p.E362K|CABYR_uc002kvb.2_Intron|CABYR_uc002kvc.2_Intron|CABYR_uc010dlw.2_RNANM_012189 NP_036321 O75952 CABYR_HUMAN 0AGTATATATGGAGGCAGAAGC0.438

- 5 796B4GALT6_uc010dma.2_Missense_Mutation_p.R128C|B4GALT6_uc010dmb.2_IntronNM_004775 NP_004766 Q9UBX8 B4GT6_HUMANLumenal (Potential). 0TGTTCATGGCGATTACGGAAA0.358



- 8 1010FECH_uc002lgp.3_Missense_Mutation_p.R304Q|FECH_uc002lgr.3_Missense_Mutation_p.R156QNM_000140 NP_000131 P22830 HEMH_HUMAN 1CCACACCAGTCGGTAGGGGTT0.493 rs141888884

- 3 978 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANLumenal (Potential). 0AACAGTCAAAGAAATTGCAGT0.468

+ 11 1235PTBP1_uc002lpp.2_Missense_Mutation_p.A403T|PTBP1_uc002lpq.2_Missense_Mutation_p.A396T|PTBP1_uc002lps.2_Missense_Mutation_p.A43T|PTBP1_uc002lpt.2_RNA|PTBP1_uc002lpu.1_Missense_Mutation_p.A373TNM_031991 NP_114368 P26599 PTBP1_HUMAN RRM 3. 2GAAGGAGAACGCCCTAGTGCA0.677

- 2 394REXO1_uc010dsr.1_Missense_Mutation_p.S54NNM_020695 NP_065746 Q8N1G1 REXO1_HUMAN Potential. 0CTCCACCTCACTGCGCACGGC0.607

+ 4 1228ZNF555_uc002lwn.3_Missense_Mutation_p.P379LNM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1TTCATTTATCCCCAGTCCTTT0.463

+ 10 1158CELF5_uc002lxl.1_Missense_Mutation_p.A374V|CELF5_uc010dtj.1_Missense_Mutation_p.A349V|CELF5_uc010xhg.1_Missense_Mutation_p.A260V|CELF5_uc002lxn.2_RNANM_021938 NP_068757 Q8N6W0 CELF5_HUMAN 2CCCACCGCGGCCATCACGCCC0.766

+ 10 1362CREB3L3_uc002lzm.2_Missense_Mutation_p.E406K|CREB3L3_uc010xib.1_Missense_Mutation_p.E405K|CREB3L3_uc010xic.1_3'UTRNM_032607 NP_115996 Q68CJ9 CR3L3_HUMANLumenal (Potential). 2CAATTCGACGGAGGAGCTGGA0.672

- 8 2029 NM_198471 NP_940873 Q6NY19 KANK3_HUMAN 0TAGCCGGCTCGGTTCTGGCGG0.627

- 1 689 NM_178525 NP_848620 Q8TC94 ACTL9_HUMAN 3CCGCTGACACGACCGTGGGCG0.652

- 16 1603KRI1_uc002mow.1_Missense_Mutation_p.R151C|KRI1_uc002mox.1_Missense_Mutation_p.R528CNM_023008 NP_075384 Q8N9T8 KRI1_HUMAN 1ACCACTGTGCGGTACTTGAAG0.617

+ 4 1932ZNF700_uc010xme.1_Missense_Mutation_p.S620R|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0AAGCCTTCAGTTGTGCCTCAA0.483

+ 1 286 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1GTGCCAGTGCCGGGACCCAAG0.662

+ 10 774TECR_uc002mzb.2_Missense_Mutation_p.R231Q|TECR_uc010xns.1_Missense_Mutation_p.R61Q|TECR_uc002mzc.2_Missense_Mutation_p.R61Q|TECR_uc002mzd.2_Missense_Mutation_p.R246Q|TECR_uc002mze.2_Missense_Mutation_p.R42Q|TECR_uc002mzf.1_Missense_Mutation_p.R4QNM_138501 NP_612510 Q9NZ01 TECR_HUMAN 0ATGGCCCTGCGGGACCTGCGG0.677

- 10 1518RASAL3_uc002nbd.2_5'Flank|RASAL3_uc010eaa.1_5'UTRNM_022904 NP_075055 Q86YV0 RASL3_HUMAN Ras-GAP. 0GTCACCAGCGCCTAGGAAGGG0.632

+ 8 1011AP1M1_uc002ndv.2_Missense_Mutation_p.E292K|AP1M1_uc010xpd.1_Missense_Mutation_p.E280KNM_032493 NP_115882 Q9BXS5 AP1M1_HUMAN MHD. 4GATATGGATCGAGTCGGTGAT0.587

+ 40 6220MYO9B_uc002nfi.2_3'UTR|MYO9B_uc002nfm.1_3'UTRNM_004145 NP_004136 Q13459 MYO9B_HUMAN Tail. 1GGGCCCCCTGCGCCTGCTCTC0.711

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 4 984ZNF708_uc002npr.1_Missense_Mutation_p.N198K|ZNF708_uc010ecs.1_Missense_Mutation_p.N198KNM_021269 NP_067092 P17019 ZN708_HUMAN C2H2-type 5. 6TTGAGGACCGGTTAAAAGCTT0.368

+ 2 1395ZNF493_uc002npw.2_Missense_Mutation_p.Q500R|ZNF493_uc002npy.2_Missense_Mutation_p.Q372RNM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1GCTTTTAACCAATCTTCAACC0.343

+ 4 1693ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2AAAGCTTTTATCCTGTCCTCA0.378

+ 4 1696ZNF429_uc010ecu.1_IntronNM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2GCTTTTATCCTGTCCTCAAGA0.378

- 3 1694 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 11. 0TGAGGACCAGGTGAAGGCTTT0.433

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0ACACATAAGAGAATTCATACT0.378

- 4 1876 NM_175872 NP_787068 Q3KQV3 ZN792_HUMANC2H2-type 10. 0TGAAGTCTCCGATGGCTATTG0.493

+ 2 618FFAR2_uc010eea.2_Missense_Mutation_p.R180WNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=5; (Potential). 1GCTGCCCGTGCGGCTGGAGCT0.542

+ 3 1828 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11ACCCACATTTCGCTGGACCTC0.408

+ 2 505CD79A_uc002oru.2_IntronNM_001783 NP_001774 P11912 CD79A_HUMANIg-like C2-type.|Extracellular (Potential). 3TACGTGTGCCGGGTCCAGGAG0.642 rs143511203

- 2 155CNFN_uc002otq.3_Missense_Mutation_p.D47NNM_032488 NP_115877 Q9BYD5 CNFN_HUMAN Cys-rich. 0ACAGGCATGTCGTTGCAGCAG0.612

- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3AGCTGGGGCCTCTGCCCTCTG0.607

- 3 1092SIGLEC10_uc002pwp.2_Intron|SIGLEC10_uc002pwq.2_Intron|SIGLEC10_uc002pwr.2_Missense_Mutation_p.P159L|SIGLEC10_uc010ycy.1_Missense_Mutation_p.P159L|SIGLEC10_uc010ycz.1_Intron|SIGLEC10_uc010eow.2_5'UTR|SIGLEC10_uc002pws.1_IntronNM_033130 NP_149121 Q96LC7 SIG10_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1GACCGTCACCGGCTGCCCGGG0.607 rs143118289

- 5 1005ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3GAGCCTGTACCTCTTGTAGAA0.502

- 5 785uc002pyb.2_Intron|uc002pyc.2_IntronNM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1GGACTTAGTGCTGATGAGTTT0.408

- 4 2192ZNF28_uc002qac.2_Missense_Mutation_p.Y638C|ZNF28_uc010eqe.2_Missense_Mutation_p.Y637CNM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1ATTACACTTGTAAGGTTTCTC0.403

+ 4 2549ZNF845_uc010ydw.1_Missense_Mutation_p.N811TNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 22. 0TGTGGCAAGAACTTCCGTCAC0.418

+ 7 2551ZNF761_uc010ydy.1_Missense_Mutation_p.N644T|ZNF761_uc002qbt.1_Missense_Mutation_p.N644TNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 18. 1TGTGGCAAGAACTTTAGTCAG0.393

+ 3 1110 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 6. 1CACCAGCGCACGCACACCGGG0.657

+ 6 861 NM_182572 NP_872378 Q8NBB4 ZSCA1_HUMAN 2GGGTCCCGGGCCCGCTTGCCT0.662

+ 14 1725CPSF3_uc010ewx.1_Missense_Mutation_p.V515I|CPSF3_uc002qzp.1_Missense_Mutation_p.V527I|CPSF3_uc002qzq.1_Missense_Mutation_p.V141INM_016207 NP_057291 Q9UKF6 CPSF3_HUMAN 2AGGCATGGTGGTATTAGAAGT0.313

- 34 4364ITSN2_uc002rff.2_Missense_Mutation_p.P1342LNM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN DH. 4ATGGCTCTCCGGGGTGTTCTC0.597

- 3 490ZNF513_uc002rkj.2_Missense_Mutation_p.A35VNM_144631 NP_653232 Q8N8E2 ZN513_HUMAN Gly-rich. 1TTCACTCTCCGCACTTAGTGC0.662 rs35554630

+ 1 5038ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|Arg-rich.|6.1GAGAAGCCATCGCAGTTCCTC0.577

+ 3 1197FOSL2_uc010ymi.1_Missense_Mutation_p.R91WNM_005253 NP_005244 P15408 FOSL2_HUMAN Basic motif. 3GCGTCGCATCCGGCGGGAGAG0.557 rs139808662

- 2 353CYP26B1_uc010yra.1_Missense_Mutation_p.P101L|CYP26B1_uc010yrb.1_IntronNM_019885 NP_063938 Q9NR63 CP26B_HUMAN 2GGTGCTGCGAGGCCACTCGGT0.562

+ 2 662uc002stv.1_Intron|TEKT4_uc010fhr.1_RNANM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3AGCCAGATCCGGTGGGTAGAG0.597

- 16 2457 NM_018383 NP_060853 Q9C0J8 WDR33_HUMANCollagen-like. 0GTCCGCCTTGGATCCCATGAG0.622

+ 29 3290UGGT1_uc002tpr.2_Missense_Mutation_p.R1014CNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1CAGCTTTTACCGTTATGTCTT0.383

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5GCCCATCTTGTTCCTGAGTGT0.607



+ 8 9907XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R3122C|XIRP2_uc010fpq.2_Missense_Mutation_p.R3075C|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14TGAAATCATCCGCAAGGTTGC0.458

- 214 42435uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.P7766S|TTN_uc010zfi.1_Missense_Mutation_p.P7699S|TTN_uc010zfj.1_Missense_Mutation_p.P7574SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GGGTCACTGGGTTCACTGGGT0.483

+ 2 941 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0CTCAACCCGCGACCTCCAGCC0.692

- 28 7111COL6A3_uc002vwo.2_Missense_Mutation_p.G2070R|COL6A3_uc010znj.1_Missense_Mutation_p.G1669R|COL6A3_uc002vwp.1_Missense_Mutation_p.G97RNM_004369 NP_004360 P12111 CO6A3_HUMANTriple-helical region.|Collagen-like 4. 18CCTGGCTCTCCGGGCTCACCC0.597

+ 2 93NEU4_uc002wcl.2_RNA|NEU4_uc002wcm.2_Missense_Mutation_p.V3I|NEU4_uc002wcn.1_Missense_Mutation_p.V15I|NEU4_uc002wco.1_Missense_Mutation_p.V3I|NEU4_uc002wcp.1_Missense_Mutation_p.V15INM_080741 NP_542779 Q8WWR8 NEUR4_HUMAN 0GAGCATGGGGGTCCCTCGTAC0.697

+ 4 639C20orf103_uc010zrc.1_Missense_Mutation_p.R93KNM_012261 NP_036393 Q9UJQ1 CT103_HUMANExtracellular (Potential). 3GCGACTTGGAGGCTGAGCAAA0.577

+ 5 781 NM_080820 NP_543010 Q8TEA8 DTD1_HUMAN 2TCCTCTGAACGGGAGCCGTAG0.537

+ 2 273LPIN3_uc010ggh.2_Missense_Mutation_p.R61Q|LPIN3_uc010zwf.1_RNANM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN N-LIP. 4CTGCGGTCGCGGGAGAAGGTG0.642

- 37 7689CHD6_uc002xjz.1_Missense_Mutation_p.T41MNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14TGTTGGCATCGTGGCAAAGCC0.572 rs150243429

+ 4 496TOX2_uc010ggo.2_Missense_Mutation_p.S151L|TOX2_uc002xle.3_Missense_Mutation_p.S109L|TOX2_uc010ggp.2_Missense_Mutation_p.S109L|TOX2_uc002xlg.2_Missense_Mutation_p.S109L|TOX2_uc010zwk.1_Missense_Mutation_p.S29LNM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1GCCTATGACTCGGGCCGGCCC0.627 rs139062099

- 4 376ATP9A_uc010gih.1_Nonsense_Mutation_p.R111*NM_006045 NP_006036 O75110 ATP9A_HUMANCytoplasmic (Potential). 4ACGTAGCATCGGATCTCCTCC0.612

+ 3 497 NM_080821 NP_543011 Q96KR6 CT108_HUMAN DUF1279. 0GTCCCTGGTACAGTCAAAAAT0.483

+ 1 566 NM_174981 NP_778146 Q86YR6 POTED_HUMAN ANK 1. 6GAGGGACAAGGAAAAGAGGTA0.577

- 4 452TMPRSS2_uc010gor.2_Nonsense_Mutation_p.W143*|TMPRSS2_uc010gos.1_Nonsense_Mutation_p.W106*NM_005656 NP_005647 O15393 TMPS2_HUMANExtracellular (Potential). 2524TACTGAACTTCCAGAGTAGGC0.592

+ 14 2652PCNT_uc002zjj.2_Missense_Mutation_p.G731RNM_006031 NP_006022 O95613 PCNT_HUMAN 8AGCCCAGGACGGGGAGCTTGC0.667

+ 14 1836MED15_uc002zsq.2_Nonsense_Mutation_p.Q546*|MED15_uc010gso.2_Nonsense_Mutation_p.Q529*|MED15_uc002zsr.2_Nonsense_Mutation_p.Q520*|MED15_uc011ahs.1_Nonsense_Mutation_p.Q520*|MED15_uc002zss.2_Nonsense_Mutation_p.Q465*|MED15_uc011ahu.1_Nonsense_Mutation_p.Q296*|MED15_uc002zst.2_Nonsense_Mutation_p.Q202*|MED15_uc002zsu.2_Nonsense_Mutation_p.Q191*NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN 1GAAGACCTTGCAAAAGTGTGA0.562

+ 5 1661 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2AGCACAGAGACACCCTCTGTG0.667

- 3 573LIF_uc011aks.1_3'UTR|uc003aha.2_5'FlankNM_002309 NP_002300 P15018 LIF_HUMAN 0GCTGCACAGGCGGCACAGCAC0.612

+ 4 515NCF4_uc003apz.3_Missense_Mutation_p.A111TNM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1TGCCCTCAACGCCTACATGAA0.582

+ 7 1164 NM_015653 NP_056468 Q9H4K1 RIBC2_HUMAN 0GGGGGCTCGCGCCACCCTGCT0.647

- 15 6058CELSR1_uc011arc.1_Missense_Mutation_p.G341RNM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Laminin EGF-like. 11GCACACTGCCCGGTGGCCATG0.642

- 16 4300TUBGCP6_uc003bka.1_Missense_Mutation_p.R350Q|TUBGCP6_uc010har.1_Missense_Mutation_p.R1255Q|TUBGCP6_uc010has.1_RNANM_020461 NP_065194 Q96RT7 GCP6_HUMAN9 X 27 AA tandem repeats.|9. 4CCACCGTGGCCGGGTGGAAAC0.647 rs145170543

+ 10 1391ARPC4_uc003btc.1_Missense_Mutation_p.R36Q|TTLL3_uc003btd.3_Missense_Mutation_p.R359Q|TTLL3_uc003btf.3_Missense_Mutation_p.R124Q|TTLL3_uc010hco.1_Missense_Mutation_p.R328Q|TTLL3_uc003bth.3_Missense_Mutation_p.R180Q|TTLL3_uc011atj.1_Missense_Mutation_p.R328Q|TTLL3_uc003btj.3_Missense_Mutation_p.R180Q|TTLL3_uc003bti.3_Missense_Mutation_p.R180QNM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN TTL. 2TCATGCCATCGGCATCCACTG0.572 rs141771643

+ 3 1207TATDN2_uc003bvf.2_Missense_Mutation_p.R209Q|TATDN2_uc011atr.1_Missense_Mutation_p.R209Q|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNANM_014760 NP_055575 Q93075 TATD2_HUMAN 2GCTGCCACTCGGGCAAAACCA0.567

+ 8 1149NR2C2_uc003bzi.2_Missense_Mutation_p.R330QNM_003298 NP_003289 P49116 NR2C2_HUMAN 0GAGATAACTCGGTACGAGCCC0.502

+ 1 140 NM_145166 NP_660149 Q9UFB7 ZBT47_HUMAN 0CGGCGCCGGGGTACCCCTGAA0.721

- 8 2376FYCO1_uc011bal.1_Missense_Mutation_p.E724KNM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN Potential. 1TGCCGGGCTTCTGCCAGTTGC0.602

- 5 783PRKAR2A_uc003cux.1_Splice_Site_p.R181_splice|PRKAR2A_uc003cuy.1_Splice_Site_p.R181_spliceNM_004157 NP_004148 P13861 KAP2_HUMAN 1CCATCTCCTACCGTTCTATGA0.428

- 8 1123AMT_uc011bcn.1_Intron|AMT_uc003cwx.2_Missense_Mutation_p.A332T|AMT_uc011bco.1_Missense_Mutation_p.A288T|AMT_uc003cwy.2_Missense_Mutation_p.A284T|AMT_uc011bcp.1_Missense_Mutation_p.A235T|AMT_uc011bcq.1_Missense_Mutation_p.A276TNM_000481 NP_000472 P48728 GCST_HUMAN 1GGACTGTGTGCCCGCATGGGG0.617

+ 10 1335APEH_uc010hkw.1_Missense_Mutation_p.C312YNM_001640 NP_001631 P13798 ACPH_HUMAN 1CCAGACCAATGTCGCATTGTC0.612

- 6 847 NM_003335 NP_003326 P41226 UBA7_HUMAN2 approximate repeats. 2TGGATAGACCGGGGATCACAG0.562

+ 12 1177SLC38A3_uc011bdl.1_Missense_Mutation_p.S321N|SLC38A3_uc011bdm.1_Missense_Mutation_p.S277NNM_006841 NP_006832 Q99624 S38A3_HUMAN 1ACCTTCTACAGTACGGTGGCA0.602

+ 5 2400COL8A1_uc003dth.1_Missense_Mutation_p.P719S|COL8A1_uc003dti.1_Missense_Mutation_p.P720SNM_001850 NP_001841 P27658 CO8A1_HUMANC1q.|Nonhelical region (NC1). 0CCTCCAGATGCCCTCAGAACA0.502

+ 8 735ABTB1_uc003ejr.2_Missense_Mutation_p.A74V|ABTB1_uc003ejs.2_Missense_Mutation_p.A191V|ABTB1_uc003eju.2_Missense_Mutation_p.A74V|ABTB1_uc010hsm.2_5'UTRNM_172027 NP_742024 Q969K4 ABTB1_HUMAN 0CCTGTAGTGGCGTCTAAGCCA0.667

- 3 1205NEK11_uc003enx.2_5'Flank|NEK11_uc003eny.2_5'Flank|NEK11_uc003eoa.2_5'Flank|NEK11_uc003enz.2_5'Flank|NEK11_uc010htn.2_5'Flank|NEK11_uc011blk.1_5'Flank|NEK11_uc011bll.1_5'Flank|NEK11_uc003enw.1_5'Flank|NEK11_uc011blm.1_5'Flank|ASTE1_uc010htm.1_Nonsense_Mutation_p.R255*|ASTE1_uc011blj.1_RNANM_014065 NP_054784 Q2TB18 ASTE1_HUMAN 0CCCAGGATTCGGTGGTGTCTC0.433

+ 2 626MRAS_uc011bmi.1_Intron|MRAS_uc003esi.3_Missense_Mutation_p.G22E|MRAS_uc011bmj.1_IntronNM_012219 NP_036351 O14807 RASM_HUMANGTP (By similarity). 4GTGGGGGATGGGGGTGTGGGC0.552

+ 2 810 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7GCAGCTGCCCGAGAACTACCT0.617

- 5 1197B3GALNT1_uc003fdw.2_Missense_Mutation_p.V260I|B3GALNT1_uc003fdx.2_Missense_Mutation_p.V260I|B3GALNT1_uc003fdy.2_Missense_Mutation_p.V260I|B3GALNT1_uc003fdz.2_Missense_Mutation_p.V260I|B3GALNT1_uc003fea.2_Missense_Mutation_p.V260I|B3GALNT1_uc011bpa.1_IntronNM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1ATGGGTTTTACGTGACCCATC0.378

+ 8 2148 NM_004443 NP_004434 P54753 EPHB3_HUMANHelical; (Potential). 11GCTTGTCTTCGTGGTGGCTGT0.627 rs147361564

- 3 1712ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.T373A|ZNF721_uc010ibe.2_Missense_Mutation_p.T329ANM_133474 NP_597731 D9N162 D9N162_HUMAN 1TGTCTAAAGGTTTTGCCACAT0.433

- 3 1698ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.G368E|ZNF721_uc010ibe.2_Missense_Mutation_p.G324ENM_133474 NP_597731 D9N162 D9N162_HUMAN 1GCCACATTCTCCACATGTGTA0.428

+ 17 3319WHSC1_uc003geb.3_Missense_Mutation_p.A1048V|WHSC1_uc003gec.3_Missense_Mutation_p.A1048V|WHSC1_uc003ged.3_Missense_Mutation_p.A1048V|WHSC1_uc003gee.3_RNA|WHSC1_uc003gef.3_RNA|WHSC1_uc003gei.3_Missense_Mutation_p.A267V|WHSC1_uc011bvh.1_Missense_Mutation_p.A109V|WHSC1_uc010icf.2_Missense_Mutation_p.A396VNM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9GTGTGTCCCGCGGGCGAGTTC0.562

+ 27 3453 NM_002111 NP_002102 P42858 HD_HUMAN 4ACAGCCAGTGCTCCCAAATCT0.542

- 3 557LDB2_uc003gpa.2_Missense_Mutation_p.G81S|LDB2_uc003gpb.2_Missense_Mutation_p.G81S|LDB2_uc011bxh.1_Missense_Mutation_p.G81S|LDB2_uc010iee.2_Missense_Mutation_p.G81S|LDB2_uc003goy.2_5'UTR|LDB2_uc011bxi.1_5'UTRNM_001290 NP_001281 O43679 LDB2_HUMAN 0AGGGTCCTGCCGATAGCTGGG0.478

+ 4 472 MED28_uc003gpj.2_RNANM_025205 NP_079481 Q9H204 MED28_HUMAN 0CAAAAAGCCCGCCGACATCCC0.567 rs139145192

+ 4 370SLC34A2_uc003grs.2_Missense_Mutation_p.G96R|SLC34A2_uc010iev.2_Missense_Mutation_p.G96RNM_006424 NP_006415 O95436 NPT2B_HUMANCytoplasmic (Potential). 5TTTCTTCCAAGGGATTGGGAG0.473

- 13 1732NFXL1_uc003gxp.2_Missense_Mutation_p.P519S|NFXL1_uc003gxq.3_RNA|NFXL1_uc010igi.2_Missense_Mutation_p.P519SNM_152995 NP_694540 Q6ZNB6 NFXL1_HUMANNF-X1-type 7. 3TCTGGGCAGGGATAGCAACTG0.333



- 42 5691FRYL_uc003gyg.1_Missense_Mutation_p.D392N|FRYL_uc003gyi.1_Missense_Mutation_p.D584N|FRYL_uc003gyj.1_5'UTRNM_015030 NP_055845 O94915 FRYL_HUMAN 1GGTATAAAATCGTTAATGCCT0.388

+ 9 1589GRID2_uc011cdu.1_Missense_Mutation_p.R349HNM_001510 NP_001501 O43424 GRID2_HUMANExtracellular (Potential). 6GTGGTTCTACGTGTAGTAACT0.388

- 13 2132SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_Missense_Mutation_p.P525L|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_Missense_Mutation_p.P329L|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_Missense_Mutation_p.P539L|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN 1CGGGACGTAGGGGGACCCCCA0.597

+ 10 1715ADAMTS16_uc003jdk.1_Missense_Mutation_p.A526D|ADAMTS16_uc003jdj.1_Missense_Mutation_p.A526DNM_139056 NP_620687 Q8TE57 ATS16_HUMAN Disintegrin. 8GGAGAGAAAGCCAAGCTCTGC0.408

+ 4 1361 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN LRR 5. 3GCACACCATCGCGGCGCACTG0.607

- 14 2067 NM_198566 NP_940968 Q96MH7 CE034_HUMAN 1TTAGAAATCTGGTTTAGGATA0.308

+ 4 948 NM_014979 NP_055794 Q496J9 SV2C_HUMANCytoplasmic (Potential). 1AGTCCTGGCCCGGGAAAAGCG0.562

- 1 473uc003laj.1_Intron|PITX1_uc011cxy.1_Missense_Mutation_p.M27TNM_002653 NP_002644 P78337 PITX1_HUMAN 1GGCGGGCCCCATGTCATGGGG0.706

+ 4 1152 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1GCTGCTCATCGGCTGGCACGC0.647

+ 1 1930PCDHB11_uc011daj.1_Missense_Mutation_p.V279INM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANExtracellular (Potential).|Cadherin 6. 6GGTGGTGCTGGTCAAGGACAA0.711

+ 1 1880PCDHB12_uc011dak.1_Missense_Mutation_p.P227LNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential). 3GTGCTGTACCCGCTGCAGAAC0.716

+ 1 694PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc010jfx.1_5'UTR|PCDHGA3_uc011dap.1_Missense_Mutation_p.V232INM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANExtracellular (Potential).|Cadherin 2. 1CCAAGTGATAGTCCTGGATGC0.537

+ 4 776C5orf41_uc003mcg.2_Missense_Mutation_p.D158N|C5orf41_uc003mcf.2_Missense_Mutation_p.D158N|C5orf41_uc011dfd.1_Missense_Mutation_p.D158NNM_153607 NP_705835 Q8IUR6 CE041_HUMAN 0TTATTACCCCGATTCACTTTT0.403

- 3 748 BOD1_uc003mcr.2_IntronNM_138369 NP_612378 Q96IK1 BOD1_HUMAN 2AGGGTCCTGGCCTTCGGGCTC0.512

- 18 3045KIAA0319_uc011djp.1_Nonsense_Mutation_p.W891*|KIAA0319_uc003neh.1_Nonsense_Mutation_p.W936*|KIAA0319_uc011djq.1_Nonsense_Mutation_p.W927*|KIAA0319_uc011djr.1_Nonsense_Mutation_p.W936*|KIAA0319_uc010jpt.1_Nonsense_Mutation_p.W347*NM_014809 NP_055624 Q5VV43 K0319_HUMANExtracellular (Potential). 2GGTTCTCCATCCATAAGTGAG0.522

- 3 755PBX2_uc003oaw.2_Missense_Mutation_p.R162CNM_002586 NP_002577 P40425 PBX2_HUMAN 1AGTTTGCTGCGATAGTCCGAG0.602

- 7 1094MOCS1_uc003opa.2_Missense_Mutation_p.R319Q|MOCS1_uc003opc.2_Missense_Mutation_p.R319Q|MOCS1_uc003opd.2_Missense_Mutation_p.R319Q|MOCS1_uc003ope.2_Missense_Mutation_p.R232QNM_005942 NP_005933 Q9NZB8 MOCS1_HUMANMolybdenum cofactor biosynthesis protein A. 3AGCTGTGATTCGCAGGCGGTT0.572 rs104893969

- 6 587MRPS18A_uc003ovz.1_3'UTR|MRPS18A_uc003owa.1_Missense_Mutation_p.W266LNM_018135 NP_060605 Q9NVS2 RT18A_HUMAN 0ATACAGCTTCCAAGGTGTTCT0.567

+ 26 1918COL19A1_uc010kam.1_Missense_Mutation_p.P497SNM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 3 (COL3). 4AGCACCTGGTCCACGTGGGCC0.308

- 26 2843SNAP91_uc011dzd.1_Missense_Mutation_p.M340I|SNAP91_uc003pkb.2_Missense_Mutation_p.M751I|SNAP91_uc003pkc.2_Missense_Mutation_p.M812I|SNAP91_uc003pkd.2_Missense_Mutation_p.M535I|SNAP91_uc003pka.2_Missense_Mutation_p.M840INM_014841 NP_055656 O60641 AP180_HUMAN Pro-rich. 1CATCACTCACCATTCCAAATC0.313

+ 7 1916 NT5E_uc010kbr.2_IntronNM_002526 NP_002517 P21589 5NTD_HUMAN 4GCAGGTGGGCGGTAAGTCACC0.373

- 8 1383GABRR1_uc011dzv.1_Missense_Mutation_p.V287MNM_002042 NP_002033 P24046 GBRR1_HUMANHelical; (Probable). 1CTGGCAGGCACGGCTCTGCGG0.478

+ 3 710SLC16A10_uc003pur.3_Missense_Mutation_p.G179S|SLC16A10_uc003put.2_5'UTRNM_018593 NP_061063 Q8TF71 MOT10_HUMANHelical; (Potential). 0ATTTGCCTGCGGCTGCTCCTT0.448

+ 1 204uc003qlt.1_RNA|uc003qlu.1_RNA|STXBP5_uc010khz.1_Missense_Mutation_p.A15T|STXBP5_uc003qlx.2_RNA|STXBP5_uc003qly.2_5'FlankNM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0CGGCCTGACCGCCGGCTCGTC0.682

+ 1 51 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMAN 1ACAATGGCAGCGGCCGCCAGC0.652

- 14 1483RPS6KA2_uc011ego.1_Missense_Mutation_p.G333R|RPS6KA2_uc010kkl.1_Missense_Mutation_p.G333R|RPS6KA2_uc003qvc.1_Missense_Mutation_p.G430R|RPS6KA2_uc003qvd.1_Missense_Mutation_p.G447RNM_021135 NP_066958 Q15349 KS6A2_HUMANATP (By similarity).|Protein kinase 2. 8GAGCCCACCCCGATGTCCTCC0.557

+ 16 2290ABCB5_uc010kuh.2_Missense_Mutation_p.R1027CNM_178559 NP_848654 Q2M3G0 ABCB5_HUMANCytoplasmic (Potential).|ABC transporter 2. 6CTATCCATGTCGCCCAGATGT0.468

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4TTCTTCACATTTGTAGGGTCT0.453

- 10 1604GUSB_uc011kdt.1_Missense_Mutation_p.D364NNM_000181 NP_000172 P08236 BGLR_HUMAN 0TGCCCGTAGTCGTGATACCAA0.507 rs146011906

+ 7 1142WBSCR17_uc003tvz.2_Missense_Mutation_p.R80QNM_022479 NP_071924 Q6IS24 GLTL3_HUMANCatalytic subdomain B.|Lumenal (Potential). 7CACATTGAGCGGAAGAAGAAG0.488

+ 6 894 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0CAGTTAGGCCGTTCCATGAAC0.592

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 4 1707 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 12. 3GTGAAGCCTCGTGTGCTCTGT0.637

+ 11 1287NUB1_uc003wjw.2_Missense_Mutation_p.V404M|NUB1_uc010lqc.2_RNA|uc003wjz.1_5'FlankNM_016118 NP_057202 Q9Y5A7 NUB1_HUMAN UBA 1. 0TGATGGGAACGTGGATCATGC0.478

+ 2 2554ZFHX4_uc003yat.1_Missense_Mutation_p.H723Y|ZFHX4_uc003yau.1_Missense_Mutation_p.H723Y|ZFHX4_uc003yaw.1_Missense_Mutation_p.H723YNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 3. 15GTCGGACAAGCACCTGAACAA0.507

+ 6 1055GRINA_uc003zao.1_Missense_Mutation_p.A297T|GRINA_uc003zap.1_Missense_Mutation_p.A297TNM_001009184 NP_001009184 Q7Z429 GRINA_HUMANHelical; (Potential). 1CTTCATCTTCGCCATTCTCTG0.612

- 6 397VPS28_uc003zcs.1_Missense_Mutation_p.P115L|VPS28_uc003zct.1_Missense_Mutation_p.P115LNM_016208 NP_057292 Q9UK41 VPS28_HUMANVPS28 N-terminal. 0GATGGTGATGGGCCGGTCCTC0.667

+ 2 675 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0CCTAGAATCCGGCAAGGGGAG0.602

+ 10 1634TESK1_uc003zwz.1_RNA|TESK1_uc010mks.2_Missense_Mutation_p.R273HNM_006285 NP_006276 Q15569 TESK1_HUMAN 7ACACCTGCCCGCCGCTGCCGC0.672

+ 6 668PTGS1_uc011lys.1_Missense_Mutation_p.R153H|PTGS1_uc010mwb.1_Missense_Mutation_p.R69H|PTGS1_uc004bmf.1_Missense_Mutation_p.R178H|PTGS1_uc004bmh.1_Missense_Mutation_p.R69H|PTGS1_uc011lyt.1_Missense_Mutation_p.R69HNM_000962 NP_000953 P23219 PGH1_HUMAN 2CTCCTGGCCCGCCGCTTCCTG0.552

- 4 1121PTGES2_uc004btj.2_RNA|PTGES2_uc004btk.2_Missense_Mutation_p.E24K|PTGES2_uc004btl.2_Missense_Mutation_p.E24K|PTGES2_uc004btm.2_RNANM_025072 NP_079348 Q9H7Z7 PGES2_HUMANCytoplasmic (Potential). 0GCCTCCTTCTCGTTGAGCATG0.597

+ 33 4338SPTAN1_uc004bvm.3_Missense_Mutation_p.G1409R|SPTAN1_uc004bvn.3_Missense_Mutation_p.G1389RNM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 15. 10GTTGGCTCACGGACACTATGC0.547

- 2 1981DHRSX_uc004cqf.3_Intron|ZBED1_uc004cqh.1_Missense_Mutation_p.R594CNM_004729 NP_004720 O96006 ZBED1_HUMAN 0AGGGCCAGGCGGTCTGACCAC0.642

- 6 3690SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN ASD2. 1GATCCCAAGTGACCCCTTATT0.547

+ 3 2072MCART6_uc004elu.2_Intron|ZCCHC18_uc011msg.1_IntronNM_001143978 NP_001137450 P0CG32 ZCC18_HUMAN 0AGGGCGCCCAGCCAATAGCAA0.493

+ 4 1679MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.478

+ 4 2019MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTGTCTCCTCACTACTTTCCT0.582



- 2 122CPSF3L_uc001aef.1_Missense_Mutation_p.V28I|CPSF3L_uc009vjz.1_Missense_Mutation_p.V22I|CPSF3L_uc010nyj.1_5'UTR|CPSF3L_uc001aeg.1_5'UTR|CPSF3L_uc001aeh.1_Missense_Mutation_p.V22I|CPSF3L_uc001aei.1_Intron|CPSF3L_uc001aej.1_5'UTR|CPSF3L_uc001aek.1_Intron|CPSF3L_uc001aem.1_Missense_Mutation_p.V22I|CPSF3L_uc001ael.1_5'UTR|CPSF3L_uc001aen.1_Missense_Mutation_p.V22INM_017871 NP_060341 Q5TA45 INT11_HUMAN 0GCAATGGAGACCAGGATGCAG0.647

- 3 689SSU72_uc009vkg.1_Splice_Site_p.D122_spliceNM_014188 NP_054907 Q9NP77 SSU72_HUMAN 0CGCCTCCTCACCTTCCACCAC0.582

- 9 935TNFRSF25_uc001ana.2_Missense_Mutation_p.P100S|TNFRSF25_uc001anb.2_RNA|TNFRSF25_uc001anc.2_RNA|TNFRSF25_uc001and.2_Missense_Mutation_p.P56S|TNFRSF25_uc009vlz.2_RNA|TNFRSF25_uc001anf.2_Missense_Mutation_p.P246S|TNFRSF25_uc001ang.2_Missense_Mutation_p.P238S|TNFRSF25_uc001anh.2_Missense_Mutation_p.P292SNM_003790 NP_003781 Q93038 TNR25_HUMANCytoplasmic (Potential). 3GGGTAGCCAGGGGTCCAGCTG0.617

- 13 1550PLEKHG5_uc001ann.1_Splice_Site_p.M464_splice|PLEKHG5_uc001anq.1_Splice_Site_p.M504_splice|PLEKHG5_uc001anp.1_Splice_Site_p.M504_splice|PLEKHG5_uc001anj.1_5'UTR|PLEKHG5_uc009vma.1_Splice_Site_p.M267_splice|PLEKHG5_uc010nzr.1_Splice_Site_p.M496_splice|PLEKHG5_uc001ank.1_Splice_Site_p.M427_splice|PLEKHG5_uc009vmb.1_Splice_Site_p.M427_splice|PLEKHG5_uc001anl.1_Splice_Site_p.M427_splice|PLEKHG5_uc001anm.1_Splice_Site_p.M427_splice|PLEKHG5_uc001anr.1_5'FlankNM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1CCCGCCCGTACCATCTTGAAG0.721

+ 7 1942SLC45A1_uc001apc.2_Missense_Mutation_p.P346SNM_001080397 NP_001073866 Q9Y2W3 S45A1_HUMAN 4GTGCACCTTGCCTTACTCGCT0.547

- 21 4732 NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN C2H2-type 6. 1CATGTGCGTGCGCCCGCAGAA0.607

- 35 5057 NM_004958 NP_004949 P42345 MTOR_HUMAN FAT. 29TCTTCATGAGGGCTGACCACA0.537

+ 1 72NECAP2_uc001ayp.3_RNA|NECAP2_uc010ocd.1_Translation_Start_Site|NECAP2_uc001ayq.2_Translation_Start_SiteNM_018090 NP_060560 Q9NVZ3 NECP2_HUMAN 0CGGAAGTTCGGTGGGCTCCAG0.662

+ 8 911 NM_207421 NP_997304 Q6TGC4 PADI6_HUMAN 1CGGGTGGCTCCCTGTGTCTTC0.537

- 6 825RCC2_uc001bam.2_Missense_Mutation_p.A260TNM_001136204 NP_001129676 Q9P258 RCC2_HUMAN RCC1 3. 0GCCCCACAGGCCATTTTGGTA0.403

+ 4 959 NM_032409 NP_115785 Q9BXM7 PINK1_HUMANProtein kinase.|Cytoplasmic (Potential). 3GCCGCTGCTGCCAGGGGCCCT0.602

+ 8 1783 NM_020526 NP_065387 P29322 EPHA8_HUMANHelical; (Potential). 13CTCATCACGGGCCTGGTGGTG0.647

- 11 1793HNRNPR_uc001bgo.2_Missense_Mutation_p.G155D|HNRNPR_uc001bgp.3_Missense_Mutation_p.G548D|HNRNPR_uc009vqk.2_Missense_Mutation_p.G447D|HNRNPR_uc001bgs.3_Missense_Mutation_p.G444D|HNRNPR_uc010odw.1_Missense_Mutation_p.G507D|HNRNPR_uc010odx.1_Missense_Mutation_p.G385D|HNRNPR_uc009vql.2_Missense_Mutation_p.G406DNM_005826 NP_005817 O43390 HNRPR_HUMANRNA-binding RGG-box. 2ACCCCCTCTGCCACCCCTAGA0.622

+ 9 1195NIPAL3_uc001bjg.2_Missense_Mutation_p.A263V|NIPAL3_uc009vrc.2_Missense_Mutation_p.A181V|NIPAL3_uc001bji.2_Silent_p.S71SNM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0TTGAGTCAAGCCTCACAGATG0.463

+ 12 1785SRRM1_uc010oel.1_Missense_Mutation_p.R519W|SRRM1_uc009vrh.1_Missense_Mutation_p.R480W|SRRM1_uc009vri.1_Missense_Mutation_p.R436W|SRRM1_uc010oem.1_RNANM_005839 NP_005830 Q8IYB3 SRRM1_HUMANNecessary for speckles and matrix localization.|Arg-rich.|Ser-rich.3TGGCAGGCGGCGGAGACATTC0.483

+ 12 1164CNKSR1_uc010oex.1_RNA|CNKSR1_uc001blm.3_Missense_Mutation_p.G362E|CNKSR1_uc009vsd.2_Missense_Mutation_p.G104E|CNKSR1_uc009vse.2_Missense_Mutation_p.G104E|CNKSR1_uc001blo.2_Missense_Mutation_p.G104ENM_006314 NP_006305 Q969H4 CNKR1_HUMAN Pro-rich. 2GGGACTCCAGGGCTCCCTGAA0.632

+ 3 800PIGV_uc001bmy.2_Intron|PIGV_uc009vso.2_Missense_Mutation_p.L157F|PIGV_uc010ofg.1_Intron|PIGV_uc001bna.2_Missense_Mutation_p.L157FNM_017837 NP_060307 Q9NUD9 PIGV_HUMANHelical; (Potential). 1GCTTTTCTGTCTCAGCCCTGC0.527

- 12 2869SLC9A1_uc001bnl.2_Missense_Mutation_p.P252L|SLC9A1_uc010ofk.1_Missense_Mutation_p.P409LNM_003047 NP_003038 P19634 SL9A1_HUMANCytoplasmic (Potential). 2CACCTTTGCAGGATCCCGGCT0.607

+ 7 977TINAGL1_uc001bsz.2_Missense_Mutation_p.R139H|TINAGL1_uc010ogj.1_Missense_Mutation_p.R253H|TINAGL1_uc010ogk.1_Missense_Mutation_p.R284HNM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0TTCCTGCGTCGCCGAGGGTAT0.637

- 6 1410 NM_003680 NP_003671 P54577 SYYC_HUMAN 2ATCAGATGGACCCGTTTTGAA0.433

- 9 1682PHC2_uc001bxh.1_Missense_Mutation_p.S515F|PHC2_uc009vuh.1_Missense_Mutation_p.S544F|PHC2_uc001bxe.1_Missense_Mutation_p.S8F|PHC2_uc001bxf.1_5'UTRNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1GCTGGAGGCAGAGTTTCCGTT0.552

+ 6 1101ZSCAN20_uc001bxk.2_Missense_Mutation_p.Y258H|ZSCAN20_uc009vui.2_Missense_Mutation_p.Y312HNM_145238 NP_660281 P17040 ZSC20_HUMAN 4GGAGGAACAATACCAGTGGGA0.483

- 11 2131CLSPN_uc009vux.2_Missense_Mutation_p.S620NNM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8TATTTCTTCACTACTAAGAAG0.353

+ 3 630AKIRIN1_uc010oip.1_Intron|AKIRIN1_uc010oiq.1_Missense_Mutation_p.A118TNM_024595 NP_078871 Q9H9L7 AKIR1_HUMAN 0TACCAAACTAGCAGGTAGGCC0.403

+ 1 1293MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc001cdb.1_IntronNM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16AGTTCTACCGTGCAGCAAGAG0.448

+ 8 3743RLF_uc001cfd.3_Missense_Mutation_p.N929DNM_012421 NP_036553 Q13129 RLF_HUMAN 3TCCCAGTAGTAACTCTGAGAA0.373

+ 8 1061KDM4A_uc010oki.1_Missense_Mutation_p.Y299HNM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1GTGGATTGAGTACGGCAAGCA0.428

+ 21 2228KIF2C_uc010olb.1_Missense_Mutation_p.R664C|KIF2C_uc010olc.1_Missense_Mutation_p.R592C|KIF2C_uc001cmh.3_Missense_Mutation_p.R651CNM_006845 NP_006836 Q99661 KIF2C_HUMAN 1CAAGGCCTTGCGCCTGGCCAT0.527

+ 26 3744MAST2_uc001cow.2_Missense_Mutation_p.G1154D|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN PDZ. 11CTTCGTCAAGGTGACCTCATC0.592

+ 17 1964RAD54L_uc001cpl.2_Missense_Mutation_p.Y617S|RAD54L_uc001cpm.1_Missense_Mutation_p.Y400SNM_001142548 NP_001136020 Q92698 RAD54_HUMANHelicase C-terminal. 3AAGACTTGCTATATCTACCGC0.522

- 13 1517SPATA6_uc001crs.1_Missense_Mutation_p.A435V|SPATA6_uc010omv.1_Missense_Mutation_p.A437VNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1CTTATAAGAGGCTGCCCTGTT0.428

- 6 1120ORC1L_uc010oni.1_Missense_Mutation_p.L301F|ORC1L_uc001ctu.2_Missense_Mutation_p.L301F|ORC1L_uc009vzd.2_Missense_Mutation_p.L55FNM_004153 NP_004144 Q13415 ORC1_HUMAN 0GTATAAGAGAGTCCAGTCTCT0.463 rs140388455

- 57 6659 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13CTCATGGAGGGGCAACAGAGG0.453

- 1 1323uc001czf.2_5'Flank|uc010oop.1_5'FlankNM_002228 NP_002219 P05412 JUN_HUMAN 0AACTGGGTGGGGGTCGGCGTG0.667

+ 5 576MIER1_uc010opf.1_Missense_Mutation_p.G112S|MIER1_uc009way.2_Missense_Mutation_p.G112S|MIER1_uc001ddc.2_Missense_Mutation_p.G148S|MIER1_uc001ddh.2_Missense_Mutation_p.G32S|MIER1_uc001ddf.2_Missense_Mutation_p.G112S|MIER1_uc001ddg.2_Missense_Mutation_p.G68S|MIER1_uc010opg.1_Missense_Mutation_p.G112S|MIER1_uc001ddj.1_Missense_Mutation_p.G95S|MIER1_uc001ddi.2_Missense_Mutation_p.G95SNM_001077700 NP_001071168 Q8N108 MIER1_HUMAN Glu-rich. 1 ggaagaagaaggtgaagatga0.269

- 12 1851uc001deb.1_Intron|uc001dec.1_Intron|WLS_uc001dee.2_Intron|WLS_uc001deg.1_Missense_Mutation_p.G436E|WLS_uc009wbf.1_3'UTRNM_024911 NP_079187 Q5T9L3 WLS_HUMANCytoplasmic (Potential). 0CTCAGTGGGTCCGTCCACATG0.572

+ 6 1073CLCA1_uc001dls.1_Missense_Mutation_p.G254ENM_001285 NP_001276 A8K7I4 CLCA1_HUMAN VWFA. 1GACAAATCTGGAAGCATGGCG0.433

+ 4 877VCAM1_uc001dtj.2_Missense_Mutation_p.A253T|VCAM1_uc010ouj.1_Missense_Mutation_p.A191TNM_001078 NP_001069 P19320 VCAM1_HUMANIg-like C2-type 3.|Extracellular (Potential). 1GGGTCTACCAGCTCCAGAGAT0.433

- 6 1317OLFM3_uc001dug.2_Missense_Mutation_p.V396M|OLFM3_uc001duh.2_RNA|OLFM3_uc001dui.2_RNA|OLFM3_uc001duj.2_Missense_Mutation_p.V321M|OLFM3_uc001due.2_RNANM_058170 NP_477518 Q96PB7 NOE3_HUMANOlfactomedin-like. 3GAATAATACACCTTGGCTCCA0.453

- 1 467OLFM3_uc001duh.2_RNA|OLFM3_uc001dui.2_RNA|OLFM3_uc001duj.2_5'UTRNM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3TCTAATCCGGCAAACAAAGAC0.398

- 6 1204COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Intron|COL11A1_uc001dun.2_Intron|COL11A1_uc009weh.2_Missense_Mutation_p.A296TNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region. 12TCCGTCTGTGCTATTGTCTCC0.443

+ 12 2142AMY2B_uc010ouo.1_RNA|LOC648740_uc001dur.2_Missense_Mutation_p.S509F|AMY2B_uc001dus.1_IntronNM_020978 NP_066188 P19961 AMY2B_HUMAN 0 CATGCTGAATCtaaattataa0.279

+ 14 1789KIAA1324_uc009wex.1_Nonsense_Mutation_p.W501*|KIAA1324_uc009wey.2_Nonsense_Mutation_p.W464*|KIAA1324_uc010ovg.1_Nonsense_Mutation_p.W449*|KIAA1324_uc001dwr.2_Nonsense_Mutation_p.W201*NM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5GCTTCACCTGGGCCTTCCAGA0.522

+ 12 1618LRIG2_uc009wgn.1_Missense_Mutation_p.P371SNM_014813 NP_055628 O94898 LRIG2_HUMANLRRCT.|Extracellular (Potential). 3CTGTGCACACCCTGAATGGCT0.363

- 1 1650 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANCys-rich.|Extracellular (Potential). 3GGATCTGCACCCCTTCCTGAA0.468

+ 1 601VPS45_uc010pbp.1_RNA|VPS45_uc010pbq.1_5'UTR|VPS45_uc010pbs.1_Intron|VPS45_uc009wlm.1_Missense_Mutation_p.Y10H|VPS45_uc010pbr.1_IntronNM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2TGTGAAGCAGTACATTTCCAA0.478

+ 4 321C1orf54_uc001euc.2_Missense_Mutation_p.P95S|C1orf54_uc001eue.2_Missense_Mutation_p.P95S|C1orf54_uc001euf.2_Missense_Mutation_p.P95S|C1orf54_uc001eug.2_Missense_Mutation_p.P95SNM_024579 NP_078855 Q8WWF1 CA054_HUMAN 0AACTGTGAAACCAGTAACAAC0.498



- 2 942MCL1_uc010pch.1_Missense_Mutation_p.G161D|MCL1_uc001eva.2_IntronNM_021960 NP_068779 Q07820 MCL1_HUMAN BH1. 0CACAAAGGCACCAAAAGAAAT0.443

- 6 885CTSK_uc001evq.1_Missense_Mutation_p.T165INM_000396 NP_000387 P43235 CATK_HUMAN 1CTGGAAGGAGGTCAGGCTTGC0.502

+ 2 224PRUNE_uc001ewi.1_5'UTR|PRUNE_uc010pco.1_5'UTR|PRUNE_uc001ewj.1_5'UTRNM_021222 NP_067045 Q86TP1 PRUNE_HUMAN 1CTGTGATTTGGACTCCACAGT0.343

- 3 589POGZ_uc001eye.1_Intron|POGZ_uc010pdb.1_Splice_Site_p.A95_splice|POGZ_uc001eyf.1_Intron|POGZ_uc010pdc.1_Intron|POGZ_uc009wmv.1_Splice_Site_p.A95_splice|POGZ_uc010pdd.1_Intron|POGZ_uc001eyg.1_Splice_Site_p.A95_spliceNM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3ATCCCACTTACCATTGTTGTT0.468

- 3 2954 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 10 3CTAGAGCCGTGTTGTTCGTAG0.547

- 3 1743 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TTCGTGTTTGTCTGCTTGCAC0.537

- 6 457ILF2_uc010pdy.1_Missense_Mutation_p.L88F|ILF2_uc009wok.2_Missense_Mutation_p.L126F|ILF2_uc009wol.1_Missense_Mutation_p.L88FNM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. 0AGAATCTTGAGTATCACCACC0.413

+ 1 693SLC27A3_uc009won.2_RNANM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1AGCCGCCGCCCCTCTGTCACC0.726

- 5 403PBXIP1_uc001ffs.2_Missense_Mutation_p.G86E|PBXIP1_uc010pep.1_Intron|PBXIP1_uc009woy.1_RNANM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN 1TGTGTCTGGTCCCAGGCCTGT0.612

- 3 1360PBXIP1_uc001ffr.2_5'Flank|PBXIP1_uc001ffs.2_5'Flank|PBXIP1_uc010pep.1_5'FlankNM_138300 NP_612157 Q9BRQ0 PYGO2_HUMAN PHD-type. 1GATCTCCTTGGTCTTGAGGCA0.587

+ 15 2008ADAM15_uc001fgq.1_Missense_Mutation_p.G321D|ADAM15_uc010pet.1_Missense_Mutation_p.G620D|ADAM15_uc010peu.1_Missense_Mutation_p.G653D|ADAM15_uc001fgt.1_Missense_Mutation_p.G636D|ADAM15_uc010pev.1_Missense_Mutation_p.G646D|ADAM15_uc001fgs.1_Missense_Mutation_p.G636D|ADAM15_uc001fgu.1_Missense_Mutation_p.G636D|ADAM15_uc001fgw.1_Missense_Mutation_p.G636D|ADAM15_uc001fgv.1_Missense_Mutation_p.G636D|ADAM15_uc001fgx.1_Missense_Mutation_p.G636D|ADAM15_uc001fgz.1_RNA|ADAM15_uc001fgy.1_RNA|ADAM15_uc001fha.1_RNA|ADAM15_uc001fhb.1_5'UTRNM_207197 NP_997080 Q13444 ADA15_HUMANExtracellular (Potential).|Cys-rich. 6ACAGCCTGTGGCCCTGGCCTG0.587

+ 10 2139RAG1AP1_uc010pey.1_Intron|TRIM46_uc001fht.1_RNA|TRIM46_uc010pfa.1_Missense_Mutation_p.P560S|TRIM46_uc001fhu.1_Missense_Mutation_p.P663S|TRIM46_uc001fhw.1_RNANM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN B30.2/SPRY. 3CTGCACAGTGCCCCTGCCACC0.647

- 11 1885MEF2D_uc001fpb.2_Missense_Mutation_p.P492S|MEF2D_uc001fpd.2_Missense_Mutation_p.P492S|MEF2D_uc001fpe.1_Missense_Mutation_p.P499S|MEF2D_uc009wsa.2_RNANM_005920 NP_005911 Q14814 MEF2D_HUMAN 1TCTGGGGCTGGGCGCAGCAGG0.652

+ 4 777HAPLN2_uc010phq.1_Missense_Mutation_p.G124SNM_021817 NP_068589 Q9GZV7 HPLN2_HUMANIg-like V-type. 0GGAGGACGAGGGCCGGTACCG0.711

- 4 3356 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6GCTTGGTCACCCCCTGGGGCC0.682

+ 2 137FCER1G_uc001fza.1_Missense_Mutation_p.V38INM_004106 NP_004097 P30273 FCERG_HUMANHelical; (Potential). 0GTATGGAATTGTCCTCACCCT0.592

- 2 204 NM_182581 NP_872387 Q5T0L3 CA111_HUMAN 1CTGAGCTGGGCTGGATGCCTC0.547

+ 2 790LOC400794_uc001gdc.2_Intron|LOC400794_uc001gdd.2_Intron|LOC400794_uc009wvd.2_IntronNM_001005214 NP_001005214 Q8N7C0 LRC52_HUMANHelical; (Potential). 1CACAAAGACTACATCTTCCTG0.607

- 3 910FAM78B_uc010plc.1_RNA|FAM78B_uc001gdq.2_5'FlankNM_001017961 NP_001017961 Q5VT40 FA78B_HUMAN 2CACCCCATCTGAGTCACTGAT0.522

- 16 5521 NM_000130 NP_000121 P12259 FA5_HUMANF5/8 type A 3.|Plastocyanin-like 6. 6ATGTGAGTCTCCAAGAACTTC0.383

+ 29 7813BAT2L2_uc010pmh.1_Missense_Mutation_p.T1428I|BAT2L2_uc010pmi.1_Missense_Mutation_p.T353I|BAT2L2_uc010pmj.1_Missense_Mutation_p.T43INM_015172 NP_055987 Q9Y520 PRC2C_HUMAN Gln-rich. 0ACATCAAATACTCAGCCCATT0.478

+ 8 1399KLHL20_uc010pmr.1_Missense_Mutation_p.G218D|KLHL20_uc009wwf.2_Missense_Mutation_p.G389DNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 2. 1ACAAGTGTTGGTGTAGCAGTA0.458

+ 18 2368CACNA1E_uc009wxs.2_Missense_Mutation_p.V642INM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6GGCCAAGGAGGTCAGCCCGAT0.522

+ 37 5218CACNA1E_uc009wxs.2_Missense_Mutation_p.P1573S|CACNA1E_uc001gox.1_Missense_Mutation_p.P911S|CACNA1E_uc009wxt.2_Missense_Mutation_p.P911SNM_000721 NP_000712 Q15878 CAC1E_HUMANExtracellular (Potential).|IV. 6CACCACCGCACCATCAGGGCA0.552

+ 8 942DHX9_uc001gps.2_Missense_Mutation_p.S46FNM_001357 NP_001348 Q08211 DHX9_HUMANInteraction with BRCA1. 2GAAGCTTACTCCGGACTTACA0.413

+ 25 4014 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 10. 23ATAGAACCACCCACAGTGGAA0.393

+ 5 1208TROVE2_uc001gst.1_Missense_Mutation_p.P70S|TROVE2_uc001gsu.1_Missense_Mutation_p.P70S|TROVE2_uc001gsv.1_Missense_Mutation_p.P345S|TROVE2_uc001gsw.2_Missense_Mutation_p.P345S|TROVE2_uc009wyp.2_Missense_Mutation_p.P345S|TROVE2_uc009wyq.2_Missense_Mutation_p.P345S|TROVE2_uc001gsx.1_Missense_Mutation_p.P345SNM_004600 NP_004591 P10155 RO60_HUMAN TROVE. 0GAAGTGGCGCCCTGATGAAGA0.333

+ 7 1427TROVE2_uc001gst.1_Missense_Mutation_p.E143K|TROVE2_uc001gsu.1_Missense_Mutation_p.E143K|TROVE2_uc001gsv.1_Missense_Mutation_p.E418K|TROVE2_uc001gsw.2_Missense_Mutation_p.E418K|TROVE2_uc009wyp.2_Missense_Mutation_p.E418K|TROVE2_uc009wyq.2_Missense_Mutation_p.E418K|TROVE2_uc001gsx.1_Missense_Mutation_p.E418KNM_004600 NP_004591 P10155 RO60_HUMAN 0TTTTTCCGATGAAATGGTACC0.343

+ 11 1856 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6TGCCATGATGGTTATGAAAGC0.289

+ 8 1333 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 7. 2CAGAATATGACAACCACAGTG0.333

+ 6 2263CRB1_uc010poz.1_Splice_Site_p.E641_splice|CRB1_uc010ppa.1_Splice_Site|CRB1_uc009wza.2_Splice_Site_p.E598_splice|CRB1_uc010ppb.1_Splice_Site_p.G710_splice|CRB1_uc010ppc.1_Splice_Site|CRB1_uc010ppd.1_Splice_Site_p.E191_splice|CRB1_uc001gub.1_Splice_Site_p.E359_spliceNM_201253 NP_957705 P82279 CRUM1_HUMAN 9TGTCTGAGAGGTGAGAGAAAG0.512

+ 9 1354CAMSAP1L1_uc001gvk.2_Missense_Mutation_p.P351S|CAMSAP1L1_uc001gvm.2_Missense_Mutation_p.P351SNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4GCCTTCAATTCCTGTCTTGAA0.328

- 5 609CSRP1_uc001gwr.1_RNA|CSRP1_uc010ppr.1_Missense_Mutation_p.H134YNM_004078 NP_004069 P21291 CSRP1_HUMANLIM zinc-binding 2. 1CAGGCCTTATGCCAGGACTAG0.527

+ 3 658RNPEP_uc001gxe.2_Intron|RNPEP_uc001gxf.2_Nonsense_Mutation_p.W79*NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1GCTAGCACCTGGGAGAAGAGA0.473

- 2 489 FMOD_uc010pqi.1_RNANM_002023 NP_002014 Q06828 FMOD_HUMAN LRR 1. 3CTGGATGGAGGTGATCTGGTT0.537

+ 2 1047PRELP_uc001gzt.2_Missense_Mutation_p.L283FNM_002725 NP_002716 P51888 PRELP_HUMAN LRR 9. 3AGACAGGGGACTCCCCAAGAA0.498

+ 2 595SOX13_uc001hal.2_Splice_Site|SOX13_uc010pqp.1_5'FlankNM_005686 NP_005677 Q9UN79 SOX13_HUMAN 2CCCTCCCCCAGGATGTCCATG0.597

- 2 2421 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2TTCGTTTCTGGAACCTGCATC0.393

- 22 3728PIK3C2B_uc010pqv.1_Splice_Site_p.K1055_spliceNM_002646 NP_002637 O00750 P3C2B_HUMAN 7AGTATTCTCACCTTGAAGATG0.522

- 6 1836DSTYK_uc001hbx.2_Missense_Mutation_p.T591I|DSTYK_uc001hby.1_Missense_Mutation_p.T52INM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1ATTGAGCCGAGTCCGGAATTG0.542

- 3 1917ELK4_uc001hcz.2_Missense_Mutation_p.Q223KNM_001973 NP_001964 P28324 ELK4_HUMAN 0TCCAAAGCTTGGATAGTTTCT0.478

- 5 938 NM_001007544 NP_001007545 Q6ZWK4 CA186_HUMAN 0AGGAGGCGAACTGCAGGAGCT0.507

- 3 572PIGR_uc009xbz.2_Splice_Site_p.G130_spliceNM_002644 NP_002635 P01833 PIGR_HUMAN 3TGGATCCTTACCCTGGCTGAC0.562

- 4 739FCAMR_uc001hfb.2_Missense_Mutation_p.R80K|FCAMR_uc009xca.1_Missense_Mutation_p.R80K|FCAMR_uc001hfc.2_Missense_Mutation_p.R55KNM_001122980 NP_001116452 Q8WWV6 FCAMR_HUMANExtracellular (Potential). 1GAGATGGGTCCTGGAGGGGAG0.592

+ 11 1801 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 8. 3CCAGAGGTGCCCAAGTGTGAG0.507

+ 9 898CAMK1G_uc001hhf.3_Missense_Mutation_p.Y266H|CAMK1G_uc001hhe.2_Missense_Mutation_p.Y266HNM_020439 NP_065172 Q96NX5 KCC1G_HUMANProtein kinase. 1GAACGAGCGGTACACCTGTGA0.493

+ 5 630RCOR3_uc010psv.1_RNA|RCOR3_uc001hie.2_Missense_Mutation_p.G212D|RCOR3_uc010psw.1_Missense_Mutation_p.G212D|RCOR3_uc001hif.2_Missense_Mutation_p.G212DNM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN 1CATAATCAGGGTGACAGGTAG0.383



- 5 1297LPGAT1_uc001hiv.2_Missense_Mutation_p.L162FNM_014873 NP_055688 Q92604 LGAT1_HUMAN 2TTCTTGAGAAGCAGCAGCTGT0.393

- 13 2612TP53BP2_uc001hod.2_Missense_Mutation_p.P645S|TP53BP2_uc010puz.1_Missense_Mutation_p.P7S|TP53BP2_uc010pva.1_Missense_Mutation_p.P413SNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3GGGTATGATGGGACAGAGATG0.478

- 14 1413 NM_014698 NP_055513 O94886 TM63A_HUMAN 2ATAGAGCTCCCTGCTATGGGA0.547

- 2 1025ITPKB_uc001hqh.2_Nonsense_Mutation_p.Q229*NM_002221 NP_002212 P27987 IP3KB_HUMAN 5TTCTTCACCTGCGAGGAGCAT0.607

- 2 651ITPKB_uc001hqh.2_Missense_Mutation_p.G104DNM_002221 NP_002212 P27987 IP3KB_HUMAN 5TCGCAGGCGACCAGCCCAACT0.587

+ 20 5844OBSCN_uc001hsn.2_Missense_Mutation_p.D1934N|OBSCN_uc001hsp.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 19. 28GTGGTTCCGGGACGGTGCCCT0.642

+ 45 12178OBSCN_uc001hsn.2_Missense_Mutation_p.A4045VNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 41. 28CAGGAGGATGCGGGTGACTAC0.632

- 1 1477 NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6TTCGAAAGAGCAGCTTTCCCC0.507

- 1 137IRF2BP2_uc009xfw.2_5'Flank|IRF2BP2_uc001hwf.2_Missense_Mutation_p.V36INM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0CCGCGGCAGACGGGTTCGGTG0.726

+ 14 1417TBCE_uc001hxa.1_Missense_Mutation_p.E432K|TBCE_uc010pxr.1_Missense_Mutation_p.E483K|TBCE_uc001hxb.1_Missense_Mutation_p.E319KNM_003193 NP_003184 Q15813 TBCE_HUMAN 0TGAAGATTGGGAACTCAAAAC0.333

+ 22 2767MTR_uc010pxw.1_Missense_Mutation_p.G375S|MTR_uc010pxx.1_Missense_Mutation_p.G731S|MTR_uc010pxy.1_Missense_Mutation_p.G636SNM_000254 NP_000245 Q99707 METH_HUMAN B12-binding. 3CACTGTTAAAGGCGACGTGCA0.507

- 3 980OPN3_uc001hzb.2_RNA|OPN3_uc001hzc.2_RNANM_014322 NP_055137 Q9H1Y3 OPN3_HUMANHelical; Name=6; (Potential). 0TGACCATTAACCACCAAGAAG0.368

+ 2 133C1orf101_uc001iak.1_5'UTR|C1orf101_uc001ial.2_Missense_Mutation_p.T25I|C1orf101_uc010pym.1_Intron|C1orf101_uc010pyn.1_IntronNM_001130957 NP_001124429 Q5SY80 CA101_HUMANExtracellular (Potential). 2AGGTATTCCACTAACAGCCCA0.323

- 7 1032 NM_022366 NP_071761 Q9H5Q4 TFB2M_HUMAN 1TTTTGACGAGGAATCATTTGA0.323

- 32 5951AHCTF1_uc001ibv.1_Missense_Mutation_p.P1991S|AHCTF1_uc009xgs.1_Missense_Mutation_p.P843S|AHCTF1_uc001ibw.1_RNANM_015446 NP_056261 Q8WYP5 ELYS_HUMANA.T hook.|Necessary for nuclear localization (By similarity).7TCTTCAGATGGATTGATTTTT0.428

- 1 538 NM_001001959 NP_001001959 Q8NGX0 O11L1_HUMANExtracellular (Potential). 3GGCGGGAGGTCGCAGAAGAAA0.507

+ 1 795OR2L13_uc001ids.2_IntronNR_002145 0AGATCCCTGCGATCTCCGACA0.522

- 4 925SH3BP5L_uc010pzp.1_5'Flank|SH3BP5L_uc010pzq.1_Missense_Mutation_p.E93K|SH3BP5L_uc001iev.1_5'UTRNM_030645 NP_085148 Q7L8J4 3BP5L_HUMAN Potential. 0AGCCATACCTCCTTAGCCAGC0.512

+ 6 670NET1_uc010qar.1_5'UTR|NET1_uc001iib.2_Splice_Site_p.A124_splice|NET1_uc010qas.1_5'UTRNM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN 1GGATGTTTTTAGGCAATATAT0.244 rs12219587

- 9 1073PHYH_uc001ime.2_Nonsense_Mutation_p.R229*|PHYH_uc001img.2_Nonsense_Mutation_p.R312*NM_006214 NP_006205 O14832 PAHX_HUMAN 0TTCACAAGTCGAGCTCGAAAC0.363

- 64 10414 NM_001081 NP_001072 O60494 CUBN_HUMAN 19ATGCATATCACCTCCAAGAAA0.373

- 3 280TRDMT1_uc001ioq.2_Missense_Mutation_p.P78S|TRDMT1_uc001ior.2_Missense_Mutation_p.P78S|TRDMT1_uc001ios.2_Missense_Mutation_p.P7S|TRDMT1_uc009xjt.2_Intron|TRDMT1_uc010qcc.1_Missense_Mutation_p.P7S|TRDMT1_uc010qcd.1_Intron|TRDMT1_uc009xjs.1_Intron|TRDMT1_uc009xju.1_IntronNM_004412 NP_004403 O14717 TRDMT_HUMAN 1GGCTGGCAGGGAGGGCTCATT0.264

+ 10 1782VIM_uc001iov.1_Missense_Mutation_p.R428Q|VIM_uc001iow.1_RNA|VIM_uc001iox.1_Missense_Mutation_p.E457K|VIM_uc001ioy.1_Missense_Mutation_p.E370K|VIM_uc001ioz.1_RNA|VIM_uc001ipb.1_RNA|VIM_uc009xjv.1_Missense_Mutation_p.E415K|VIM_uc001ipc.1_Missense_Mutation_p.R428QNM_003380 NP_003371 P08670 VIME_HUMAN Tail. 4GGTTATCAACGAAACTTCTCA0.303

+ 1 356LOC100128811_uc010qde.1_3'UTRNM_020752 NP_065803 Q5T848 GP158_HUMANExtracellular (Potential). 8CGAGCCAACTGCTCCGGCCGC0.682

- 8 1128 NM_004521 NP_004512 P33176 KINH_HUMAN Kinesin-motor. 5AGCTTTTGTTCCGTTTGTGTG0.313

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GCACCCTTGGTGGAAAGAACA0.502

- 3 1061EGR2_uc010qin.1_Missense_Mutation_p.A253T|EGR2_uc001jmi.2_Missense_Mutation_p.A303T|EGR2_uc010qio.1_Missense_Mutation_p.A316T|EGR2_uc009xph.2_Missense_Mutation_p.A303TNM_001136177 NP_001129649 P11161 EGR2_HUMAN Poly-Ala. 2GCGGCGGCTGCTGCTGCTGCT0.687

- 1 202PPP3CB_uc001juf.2_Missense_Mutation_p.A23T|PPP3CB_uc001jug.2_Missense_Mutation_p.A23T|PPP3CB_uc001jui.2_Missense_Mutation_p.A23T|PPP3CB_uc001juh.2_5'UTR|uc001juj.2_IntronNM_021132 NP_066955 P16298 PP2BB_HUMAN Catalytic. 1ACGCGGTCAGCCCCGGGAGGG0.662

- 6 680SFTPA2_uc001kan.3_Missense_Mutation_p.P195SNM_006926 NP_008857 Q8IWL1 SFPA2_HUMAN C-type lectin. 0AAGTCTCCAGGGCTGGGACCC0.532

+ 9 1199GHITM_uc010qma.1_Missense_Mutation_p.R263Q|GHITM_uc010qmb.1_Missense_Mutation_p.R262QNM_014394 NP_055209 Q9H3K2 GHITM_HUMANMitochondrial intermembrane (Potential). 0ATATTTATGCGAGTTGCAACT0.358

+ 1 478DHDPSL_uc001knx.2_Missense_Mutation_p.P40L|DHDPSL_uc001kny.2_Missense_Mutation_p.P40L|DHDPSL_uc001knz.2_Missense_Mutation_p.P40LNM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2GGTATCTACCCCCCTGTGACC0.592

+ 10 1515SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krw.1_Missense_Mutation_p.G358S|SEMA4G_uc001krx.2_Missense_Mutation_p.G358S|MRPL43_uc001kry.1_Intron|MRPL43_uc010qpu.1_IntronNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANExtracellular (Potential).|Sema. 1ATACCAGGATGGTTCCCGGCG0.632

+ 29 3765GBF1_uc001kuy.1_Nonsense_Mutation_p.W1175*|GBF1_uc001kuz.1_Nonsense_Mutation_p.W1176*NM_004193 NP_004184 Q92538 GBF1_HUMAN 2GCTGTGTGTGGCAGACTGTTC0.552

- 11 913NT5C2_uc010qqp.1_Missense_Mutation_p.G214R|NT5C2_uc001kwq.2_Missense_Mutation_p.G243R|NT5C2_uc001kwp.2_Missense_Mutation_p.G90RNM_012229 NP_036361 P49902 5NTC_HUMAN 0AATACTTTCCCTACTTCCTTC0.343

+ 2 326MXI1_uc001kyy.2_Missense_Mutation_p.P107L|MXI1_uc001kyz.2_Missense_Mutation_p.P4L|MXI1_uc010qrc.1_Missense_Mutation_p.P40L|MXI1_uc009xxu.2_Missense_Mutation_p.P37L|MXI1_uc009xxv.2_RNANM_005962 NP_005953 P50539 MXI1_HUMAN 0ATGCCGAGCCCCCGACTGCAG0.532

+ 6 434 NM_005445 NP_005436 Q9UQE7 SMC3_HUMAN 3AGAGTTATTGGTGCCAAAAAG0.264

+ 6 1047FAM160B1_uc001lcc.2_Missense_Mutation_p.S238GNM_020940 NP_065991 Q5W0V3 F16B1_HUMAN 1CCTGTCCACAAGCTTGGATAA0.453

- 4 490 NM_006793 NP_006784 P30048 PRDX3_HUMAN 0CAATGCCATACCTTTCTTGGT0.418

+ 4 1142SEC23IP_uc010qtc.1_Missense_Mutation_p.P146LNM_007190 NP_009121 Q9Y6Y8 S23IP_HUMANInteraction with SEC23A. 3CGATTTATTCCCTATACTGAG0.418

+ 1 860ZRANB1_uc010qug.1_Nonsense_Mutation_p.W189*NM_017580 NP_060050 Q9UGI0 ZRAN1_HUMANRanBP2-type 3. 2ATGAAAACTGGGCCAAGGCTA0.383

+ 2 162 NM_002412 NP_002403 P16455 MGMT_HUMAN 2ACTGGACAGCCCTTTGGGGAA0.473

- 16 2799SLC25A22_uc009yci.2_5'Flank|SLC25A22_uc001lrj.2_5'Flank|LRDD_uc009yck.1_RNA|LRDD_uc001lrk.1_Missense_Mutation_p.R869H|LRDD_uc001lrl.1_Missense_Mutation_p.R729H|LRDD_uc001lrm.1_Missense_Mutation_p.R573H|LRDD_uc001lrn.1_Missense_Mutation_p.R729H|LRDD_uc001lrp.1_3'UTRNM_145886 NP_665893 Q9HB75 PIDD_HUMAN 0CAAGCCCATGCGTCGGATGCT0.687 rs147404421

+ 2 928LOC338651_uc001ltt.1_RNA|KRTAP5-2_uc001ltv.2_Missense_Mutation_p.S135FNR_021489 0GCAGCAGCTGGACTGGCAGCA0.622

+ 4 975TSSC4_uc001lwi.2_Missense_Mutation_p.P141L|TSSC4_uc001lwk.2_Missense_Mutation_p.P205L|TSSC4_uc001lwl.2_Missense_Mutation_p.P205LNM_005706 NP_005697 Q9Y5U2 TSSC4_HUMAN 0AACCAGGATCCCTCCAGCTGT0.647

- 3 306OSBPL5_uc010qxq.1_Missense_Mutation_p.E2K|OSBPL5_uc009ydw.2_Missense_Mutation_p.E50K|OSBPL5_uc001lxl.2_Missense_Mutation_p.E50K|OSBPL5_uc009ydx.2_Missense_Mutation_p.E74K|OSBPL5_uc001lxm.1_RNANM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3CCGTTGGGCTCCATGTCCTTC0.657

+ 1 946 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMANCytoplasmic (Potential). 2GATGCACTTCCTCTTTGACCA0.458

+ 1 674TRIM5_uc001mbq.1_IntronNM_001005165 NP_001005165 Q8NGH9 O52E4_HUMANCytoplasmic (Potential). 2ATCCTTAGAGCTGTTTTTCGC0.403



+ 1 520 NM_001004684 NP_001004684 Q8NGH3 OR2D3_HUMANHelical; Name=4; (Potential). 0AGTGTCTTTAGTAGATACCAG0.502

+ 2 592 NM_176822 NP_789792 Q86W24 NAL14_HUMAN DAPIN. 8CTGTGTGAGAGAGCGAAAGAA0.473

- 18 2491SCUBE2_uc001mhi.1_Missense_Mutation_p.C776Y|SCUBE2_uc001mhj.1_Missense_Mutation_p.C678YNM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2CCTACTTTTACACTGGGTTAT0.483

- 21 2955COPB1_uc001mlg.2_Missense_Mutation_p.A883V|COPB1_uc001mlh.2_Missense_Mutation_p.A883VNM_016451 NP_057535 P53618 COPB_HUMAN 2ACCAGAAAGGGCCTGGAAAAA0.358

- 25 4132PIK3C2A_uc009ygu.1_5'UTR|PIK3C2A_uc010rcw.1_Missense_Mutation_p.D976N|PIK3C2A_uc001mmr.3_IntronNM_002645 NP_002636 O00443 P3C2A_HUMAN PI3K/PI4K. 10TGAAGTGCATCTCTAACGTAT0.313

+ 5 660LDHC_uc001mom.3_Missense_Mutation_p.T183I|LDHC_uc009yhp.2_Missense_Mutation_p.T183I|LDHC_uc001moo.3_Missense_Mutation_p.T67I|LDHC_uc009yhq.2_RNA|LDHC_uc009yhr.2_Missense_Mutation_p.T67INM_017448 NP_059144 P07864 LDHC_HUMAN 0GTCCACCCCACAAGCTGCCAT0.318

+ 2 363DEPDC7_uc010reg.1_Missense_Mutation_p.P91S|DEPDC7_uc010reh.1_Missense_Mutation_p.P91S|DEPDC7_uc001muc.2_Missense_Mutation_p.P82SNM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN DEP. 2TGTAGATATTCCTCGAGCCAA0.378

+ 17 3859HIPK3_uc001mum.1_Missense_Mutation_p.P1176S|HIPK3_uc009yjv.1_Missense_Mutation_p.P1176SNM_005734 NP_005725 Q9H422 HIPK3_HUMAN 5TGCAGCATCACCTGCATATAC0.423

- 1 369 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2TCCATGCAGGCGGTGAGGGAG0.667

+ 5 628 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1CCATGGCCCCCCGGTGTTTGT0.612

+ 5 709 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN SET. 1CATGGAGGTGGTCAAGGACAC0.622

+ 10 1722CRY2_uc009ykw.2_Missense_Mutation_p.S485N|CRY2_uc010rgo.1_Missense_Mutation_p.S289NNM_021117 NP_066940 Q49AN0 CRY2_HUMAN 1AGCATGAGCAGTGCAGGTGAG0.547

+ 5 1839ZNF408_uc010rgw.1_Missense_Mutation_p.P529SNM_024741 NP_079017 Q9H9D4 ZN408_HUMAN C2H2-type 7. 0CCCCCAGCTGCCTGAACTGCG0.672

- 4 492LRP4_uc009ylh.1_Missense_Mutation_p.P67SNM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class A 3. 4TTCTGGCAGGGAAACTCGTCC0.617 rs35025381

- 3 368ACP2_uc010rhe.1_Missense_Mutation_p.R56Q|ACP2_uc009ylj.2_Missense_Mutation_p.R12Q|ACP2_uc010rhf.1_Missense_Mutation_p.R52Q|ACP2_uc010rhg.1_Missense_Mutation_p.R84Q|ACP2_uc010rhh.1_5'UTR|ACP2_uc010rhi.1_5'UTR|ACP2_uc009ylk.2_Missense_Mutation_p.R84Q|ACP2_uc010rhj.1_Missense_Mutation_p.R84Q|NR1H3_uc009yll.1_5'Flank|NR1H3_uc010rhk.1_5'Flank|NR1H3_uc001nek.2_5'Flank|NR1H3_uc001nej.2_5'Flank|NR1H3_uc001nel.2_5'FlankNM_001610 NP_001601 P11117 PPAL_HUMANLumenal (Potential). 1ATAGCGCTGCCGCAGGGCCTG0.582

+ 4 963MADD_uc001neq.2_Missense_Mutation_p.P258S|MADD_uc001nev.1_Missense_Mutation_p.P258S|MADD_uc001nes.1_Missense_Mutation_p.P258S|MADD_uc001net.1_Missense_Mutation_p.P258S|MADD_uc009yln.1_Missense_Mutation_p.P258S|MADD_uc001neu.1_Missense_Mutation_p.P258S|MADD_uc001nex.2_Missense_Mutation_p.P258S|MADD_uc001nez.2_Missense_Mutation_p.P258S|MADD_uc001new.2_Missense_Mutation_p.P258SNM_003682 NP_003673 Q8WXG6 MADD_HUMAN DENN. 11GCTGCGCTCCCCAGTACCCGT0.557

+ 6 623 NM_002559 NP_002550 P56373 P2RX3_HUMANExtracellular (Potential). 0CCGTTTCCCCCTCTTCAACTT0.537

- 7 734SLC43A1_uc001nkl.2_Missense_Mutation_p.A206TNM_003627 NP_003618 O75387 LAT3_HUMANHelical; (Potential). 0ATAAGGCAGGCCAGGCCAGAC0.602

- 1 700 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMANCytoplasmic (Potential). 0TTTGTCCTACCTGTAGCTGAG0.478

+ 18 1957DAK_uc009ynm.1_3'UTRNM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaL. 0GCCATCCTCCGGGCCATCTTG0.602

- 3 246UBXN1_uc001nuj.2_Nonsense_Mutation_p.W38*|UBXN1_uc001num.1_Nonsense_Mutation_p.W38*|UBXN1_uc001nuk.2_Nonsense_Mutation_p.W3*|UBXN1_uc010rme.1_Nonsense_Mutation_p.W38*|UBXN1_uc010rmf.1_Nonsense_Mutation_p.W38*NM_015853 NP_056937 Q04323 UBXN1_HUMAN UBA. 0GCTCCATCAGCCTGGCAGGGA0.642

+ 2 1207MACROD1_uc001nyh.2_IntronNM_013280 NP_037412 Q9NZU1 FLRT1_HUMANLRR 9.|Extracellular (Potential). 0CCCTACAACACGCTGGCCAAG0.652

- 10 1460 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2GCGAGGTCAGGTGGTCCGGAA0.612

+ 2 684SIPA1_uc010rom.1_Missense_Mutation_p.G173S|SIPA1_uc001ofd.2_Missense_Mutation_p.G173SNM_006747 NP_006738 Q96FS4 SIPA1_HUMAN 0CGGGGGTGAGGGTGAGCTAGG0.677

- 11 1642RELA_uc001ofh.2_Missense_Mutation_p.T498I|RELA_uc010ron.1_Missense_Mutation_p.T512I|RELA_uc009yqr.2_Missense_Mutation_p.T448I|RELA_uc001ofe.2_3'UTR|RELA_uc001off.2_IntronNM_021975 NP_068810 Q04206 TF65_HUMAN 4CACTAGGCGAGTTATAGCCTC0.627

+ 2 432 NM_153266 NP_694998 Q8N4L1 T151A_HUMANHelical; (Potential). 1GCCTTCGTCTCCCTCCTCTAC0.721

- 2 520ACTN3_uc010rpi.1_5'Flank|ACTN3_uc001oio.1_5'Flank|ZDHHC24_uc001oim.1_RNA|ZDHHC24_uc009yrg.1_Missense_Mutation_p.G108ENM_207340 NP_997223 Q6UX98 ZDH24_HUMAN DHHC-type. 0AGAGCAGTGTCCGCTGCGTGG0.647

+ 2 392 LRP5_uc009ysg.2_5'UTRNM_002335 NP_002326 O75197 LRP5_HUMANBeta-propeller 1.|LDL-receptor class B 1.|Extracellular (Potential).7GTCATCTCCGGCCTGGTCTCT0.637

+ 2 531ANO1_uc001opk.1_Missense_Mutation_p.N48D|ANO1_uc001opl.1_RNANM_018043 NP_060513 Q5XXA6 ANO1_HUMANCytoplasmic (Potential). 2GCCCTCGGGCAACCGGACCCT0.662

+ 1 544 NM_003824 NP_003815 Q13158 FADD_HUMAN 3 CGACGACTTCgaggcgggggc0.498

+ 2 208 NM_001002035 NP_001002035 Q8NET1 D108B_HUMAN 0GAGCACTACACCCAAAAAGGA0.338

+ 11 2132SLCO2B1_uc010rrq.1_Missense_Mutation_p.S327F|SLCO2B1_uc010rrr.1_Missense_Mutation_p.S438F|SLCO2B1_uc010rrs.1_Missense_Mutation_p.S466F|SLCO2B1_uc001owc.2_Missense_Mutation_p.S355F|SLCO2B1_uc001owd.2_Missense_Mutation_p.S560FNM_007256 NP_009187 O94956 SO2B1_HUMANHelical; Name=10; (Potential). 2CACACACCCTCCTTCATGCTC0.617

- 5 1042 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 5. 0ATGAGACCCCCCATGACATAG0.592

- 3 555SNORA8_uc001pec.2_5'Flank|TAF1D_uc001pdz.2_RNA|TAF1D_uc001pea.1_RNA|SNORA40_uc009ywh.2_5'FlankNM_024116 NP_077021 Q9H5J8 TAF1D_HUMAN 0ATCTATTAGTGAGTATATAGG0.368

- 7 886CASP1_uc001pig.2_Missense_Mutation_p.P197R|CASP1_uc001pik.2_Missense_Mutation_p.P253R|CASP1_uc010rvf.1_Missense_Mutation_p.P197R|CASP1_uc010rvg.1_Missense_Mutation_p.P269R|CASP1_uc010rvh.1_Intron|CASP1_uc010rvi.1_Intron|CASP1_uc001pim.3_Missense_Mutation_p.P290R|CASP1_uc009yxi.2_Missense_Mutation_p.P269R|CASP1_uc010rvj.1_Missense_Mutation_p.P290R|CASP1_uc009yxj.2_Missense_Mutation_p.P135R|CASP1_uc010rvk.1_Missense_Mutation_p.P251RNM_033292 NP_150634 P29466 CASP1_HUMAN 2CACCACACCAGGGCTGTCTGG0.388

- 16 3106ARHGAP20_uc001pky.1_Missense_Mutation_p.P918S|ARHGAP20_uc009yyb.1_Missense_Mutation_p.P905S|ARHGAP20_uc001pla.1_Missense_Mutation_p.P905S|ARHGAP20_uc001plb.2_Missense_Mutation_p.P484SNM_020809 NP_065860 Q9P2F6 RHG20_HUMAN Ser-rich. 5GAAGTGCCTGGGGAGGATAAG0.493

+ 4 835 NM_198498 NP_940900 Q8IXP5 CK053_HUMAN 0CTGGGGGTCATATGAATGCCG0.512

+ 13 2439DLAT_uc009yyk.1_Missense_Mutation_p.E489K|DLAT_uc010rwr.1_Missense_Mutation_p.E467KNM_001931 NP_001922 P10515 ODP2_HUMANCatalytic (By similarity). 0TGGTGCTTCAGAGGATAAACT0.348

- 1 44 ZW10_uc009yyv.2_RNANM_004724 NP_004715 O43264 ZW10_HUMANInteraction with RINT1.|Interaction with ZWINT. 2GTCACGAACGAGGCCATGGCC0.662

- 3 855 NM_000482 NP_000473 0GCCTTGAGCTCCTCGGCGTTC0.662

+ 5 862ABCG4_uc009zar.2_Missense_Mutation_p.V176MNM_022169 NP_071452 Q9H172 ABCG4_HUMANCytoplasmic (Potential).|ABC transporter. 2GAAGCAGGAGGTGAAGAAGGA0.592

- 6 1343HSPA8_uc009zbc.2_Missense_Mutation_p.T186I|HSPA8_uc001pyp.2_Missense_Mutation_p.T422I|HSPA8_uc010rzu.1_Missense_Mutation_p.T345INM_006597 NP_006588 P11142 HSP7C_HUMAN 8TGTCTGCTTGGTAGGAATGGT0.448

+ 11 2956WNK1_uc001qip.3_Intron|WNK1_uc001qir.3_IntronNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CTCGGTTGTTCCAGTCCACTC0.522

+ 19 5291WNK1_uc001qip.3_Missense_Mutation_p.P1348L|WNK1_uc001qir.3_Missense_Mutation_p.P768LNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CCTTTATTACCCCAAGTACCT0.498

+ 23 6053WNK1_uc001qip.3_Missense_Mutation_p.S1601N|WNK1_uc001qir.3_Missense_Mutation_p.S1022NNM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23CTAGCAACTAGTTCAGGAGCT0.393

+ 13 2648ERC1_uc001qiz.2_RNA|ERC1_uc001qjc.2_Missense_Mutation_p.E775K|ERC1_uc001qja.2_RNA|ERC1_uc001qjd.2_RNA|ERC1_uc001qjf.2_Missense_Mutation_p.E803K|ERC1_uc010sdv.1_Missense_Mutation_p.E555K|ERC1_uc009zdp.2_Missense_Mutation_p.E443K|ERC1_uc001qje.2_RNANM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN Potential. 5GGAACAGGTGGAAAAAAAGAA0.433

+ 6 729ITFG2_uc010seb.1_Missense_Mutation_p.P45L|ITFG2_uc010sec.1_RNANM_018463 NP_060933 Q969R8 ITFG2_HUMAN 0GGGTCCCCTCCTGCCTCTGAA0.577 rs150956987



- 4 1026FOXM1_uc001qle.2_Missense_Mutation_p.R254K|FOXM1_uc001qlg.2_Missense_Mutation_p.R254K|FOXM1_uc009zea.2_Missense_Mutation_p.R253K|FOXM1_uc009zeb.2_Missense_Mutation_p.R253KNM_021953 NP_068772 Q08050 FOXM1_HUMAN Fork-head. 2CATGCGCTTCCTCTCAGTGCT0.507

- 38 7048 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMAN 12CAGGCTCCTACCTGGTGCTGG0.552 rs61750624

- 16 2318 VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMAN TIL 2. 12AGCCCTGGGGGGCAGAAGCAG0.612

+ 4 935TAPBPL_uc001qoh.3_Missense_Mutation_p.G91S|TAPBPL_uc001qoi.1_RNANM_018009 NP_060479 Q9BX59 TPSNR_HUMANLumenal (Potential).|Ig-like V-type. 0GCAGCACAAGGGCAGGGGTCA0.652

- 5 539ACRBP_uc010sfg.1_IntronNM_032489 NP_115878 Q8NEB7 ACRBP_HUMAN 1GGGCTGGAAGGTCTGGCGTTC0.562

+ 7 3136ATN1_uc001qrx.1_Missense_Mutation_p.G967SNM_001007026 NP_001007027 P54259 ATN1_HUMAN 6CCCTGGGCCGGGCTTGGATCC0.667

- 15 3858CD163L1_uc010sge.1_Missense_Mutation_p.A1288TNM_174941 NP_777601 Q9NR16 C163B_HUMANSRCR 12.|Extracellular (Potential). 11TCCGCCTCGGCCAGGTCCCAG0.612

- 10 695MFAP5_uc001qus.2_Missense_Mutation_p.P151L|MFAP5_uc009zge.1_Missense_Mutation_p.P136LNM_003480 NP_003471 Q13361 MFAP5_HUMAN 1ATTTTCACAGGGAGGAAGTCG0.473

+ 26 3213A2ML1_uc001qva.1_Missense_Mutation_p.A619T|A2ML1_uc010sgm.1_Missense_Mutation_p.A539TNM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3TAGGCTGACAGCGTTTGTCAC0.438

- 4 526CD69_uc010sgu.1_Missense_Mutation_p.P149S|CD69_uc010sgv.1_3'UTRNM_001781 NP_001772 Q07108 CD69_HUMANC-type lectin.|Extracellular (Potential). 0GGGTGACCAGGTTCCTTTTTC0.418

- 1 218PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_176885 NP_795366 P59538 T2R31_HUMANCytoplasmic (Potential). 0CGCCAGAGCAGTGAGAATCTG0.373

- 3 747 NM_006248 NP_006239 0TTTCCTGGAGGAGATCGGGCA0.612

+ 15 2211SLCO1C1_uc010sii.1_Nonsense_Mutation_p.W619*|SLCO1C1_uc010sij.1_Nonsense_Mutation_p.W570*|SLCO1C1_uc009zip.2_Nonsense_Mutation_p.W453*|SLCO1C1_uc001rei.2_Nonsense_Mutation_p.W619*|SLCO1C1_uc010sik.1_Nonsense_Mutation_p.W501*NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANExtracellular (Potential). 7TGCCTCAAATGGGGATTTAAA0.373

- 7 958LDHB_uc001rfd.2_Missense_Mutation_p.V314I|LDHB_uc001rfe.2_Missense_Mutation_p.V314INM_002300 NP_002291 P07195 LDHB_HUMAN 3AGCTGAGCAACCTCATCATCC0.448

- 2 429 NM_004982 NP_004973 Q15842 IRK8_HUMANCytoplasmic (By similarity). 0GCTTTGGGGAGGCGGTCTCGG0.597

- 10 1402SOX5_uc001rfx.2_Missense_Mutation_p.P421S|SOX5_uc001rfy.2_Intron|SOX5_uc001rfv.2_Missense_Mutation_p.P48S|SOX5_uc010siv.1_Missense_Mutation_p.P421S|SOX5_uc010siw.1_RNA|SOX5_uc001rfz.1_Missense_Mutation_p.P386SNM_006940 NP_008871 P35711 SOX5_HUMAN 6AACGCTGCTGGGACAGAGGCT0.483

+ 4 1303RASSF8_uc001rgy.2_Missense_Mutation_p.T361I|RASSF8_uc001rgz.2_Missense_Mutation_p.T361I|RASSF8_uc009zjd.1_Missense_Mutation_p.T361I|RASSF8_uc009zje.1_Missense_Mutation_p.T361INM_007211 NP_009142 Q8NHQ8 RASF8_HUMAN 0ACAAAAGTTACCGTTTTGCCA0.438

- 55 8206ITPR2_uc009zjg.1_Missense_Mutation_p.V748INM_002223 NP_002214 Q14571 ITPR2_HUMANCytoplasmic (Potential). 14TTCACCAGGACTATGAAGTAC0.368

- 53 7919ITPR2_uc009zjg.1_Missense_Mutation_p.G652ENM_002223 NP_002214 Q14571 ITPR2_HUMANExtracellular (Potential). 14TAGCACATCCCCCACACCACC0.428

+ 4 3778C12orf35_uc001rkt.2_5'FlankNM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2TCCTGAACAGGATGATCAACC0.428

- 1 425_426SYT10_uc009zju.1_5'UTRNM_198992 NP_945343 Q6XYQ8 SYT10_HUMANVesicular (Potential). 2CGCCCTGGCTGCCCCTGTCCCG0.683

+ 10 1879PDZRN4_uc001rmq.3_Missense_Mutation_p.S545N|PDZRN4_uc009zjz.2_Missense_Mutation_p.S543N|PDZRN4_uc001rmr.2_Missense_Mutation_p.S430NNM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11CAAGGTTGTAGCGCTGAAAGC0.512

- 53 16433 NM_003482 NP_003473 O14686 MLL2_HUMAN SET. 41ACAGTTAGGGGCACAGGAATG0.502

+ 13 2074TROAP_uc009zlh.2_Missense_Mutation_p.C636Y|TROAP_uc001rty.2_Missense_Mutation_p.C315YNM_005480 NP_005471 Q12815 TROAP_HUMAN4.|Cys-rich.|4 X 33 AA approximate tandem repeats. 1CCAGGGCCCTGCCCTAGGGTA0.647

- 9 1822 NM_005554 NP_005545 P02538 K2C6A_HUMAN Tail. 5AGAGCTGAGGCCACCCCCAAT0.577

- 7 1459 NM_057088 NP_476429 P12035 K2C3_HUMAN Rod.|Coil 2. 0TGCAGCTCTTGGAGCTTGGCA0.612

+ 5 507SOAT2_uc009zms.2_RNANM_003578 NP_003569 O75908 SOAT2_HUMANHelical; (Potential). 1AGCACCCTGGCCATCGACTTC0.587

- 3 426AAAS_uc001scs.3_Missense_Mutation_p.G88DNM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1CCCAAAAAGGCCCACATCACG0.423

+ 6 898AMHR2_uc009zmy.1_Missense_Mutation_p.G274RNM_020547 NP_065434 Q16671 AMHR2_HUMANCytoplasmic (Potential).|Protein kinase. 2CCTGCTCTCTGGGCCCCTGCT0.493

+ 8 1398TARBP2_uc001sdp.2_Missense_Mutation_p.E283K|TARBP2_uc001sdq.2_Missense_Mutation_p.E160K|TARBP2_uc001sdr.2_Missense_Mutation_p.E160K|TARBP2_uc001sds.2_3'UTR|TARBP2_uc001sdt.2_Missense_Mutation_p.E283K|TARBP2_uc001sdu.2_Missense_Mutation_p.E160K|TARBP2_uc001sdv.2_RNANM_134323 NP_599150 Q15633 TRBP2_HUMANSufficient for interaction with DICER1.|DRBM 3.|Sufficient for interaction with PRKRA.1GCTCTCTGAGGAGCAGGCCTT0.627

- 6 784CALCOCO1_uc010som.1_Missense_Mutation_p.E181K|CALCOCO1_uc010son.1_Missense_Mutation_p.E91K|CALCOCO1_uc001seh.2_Missense_Mutation_p.E214K|CALCOCO1_uc009znd.2_Missense_Mutation_p.E214K|CALCOCO1_uc001seg.2_Missense_Mutation_p.E91K|CALCOCO1_uc010soo.1_Missense_Mutation_p.E207KNM_020898 NP_065949 Q9P1Z2 CACO1_HUMAN 1TCCCTCTCTTCTGTGATCTCC0.527

+ 1 203HOXC13_uc010sop.1_RNANM_017410 NP_059106 P31276 HXC13_HUMAN Gly-rich. 1 cggcatcggcggcggcggcgg0.493

+ 23 2888ERBB3_uc009zoj.2_Intron|ERBB3_uc010sqb.1_Missense_Mutation_p.V256M|ERBB3_uc010sqc.1_Missense_Mutation_p.V840M|ERBB3_uc009zok.2_Missense_Mutation_p.V164M|ERBB3_uc001sjk.2_Missense_Mutation_p.V140M|ERBB3_uc001sjl.2_Missense_Mutation_p.V19MNM_001982 NP_001973 P21860 ERBB3_HUMANCytoplasmic (Potential).|Protein kinase. 8TGCAACAGGTGTGACAGTTTG0.507

- 3 577 NM_012064 NP_036196 P30301 MIP_HUMAN 1AGGATTCATGCCTGCACCAGT0.537

- 4 601STAC3_uc009zpl.2_Intron|STAC3_uc001snq.2_Missense_Mutation_p.E97K|STAC3_uc010srm.1_IntronNM_145064 NP_659501 Q96MF2 STAC3_HUMANPhorbol-ester/DAG-type. 3CTCTGCATTTCCACATAGGAC0.373

+ 5 1165 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0TTGTTTGATGGTGGGTCTCCA0.308

+ 25 4011APAF1_uc001tfy.2_Missense_Mutation_p.G1134E|APAF1_uc001tga.2_Missense_Mutation_p.G1091E|APAF1_uc001tgb.2_Missense_Mutation_p.G1102E|APAF1_uc001tgc.2_Intron|APAF1_uc009zto.2_IntronNM_181861 NP_863651 O14727 APAF_HUMAN WD 12. 3CTGGCAACGGGAGATGACAAT0.522

+ 42 5674 NM_014503 NP_055318 O75691 UTP20_HUMAN 4AGAAGTTATGGAAGCTAATCT0.368

+ 3 398PWP1_uc001tmn.1_RNA|PWP1_uc009zuu.1_Missense_Mutation_p.G104DNM_007062 NP_008993 Q13610 PWP1_HUMAN 0GATGAGGAAGGTGACCCAGGT0.438

- 2 551SELPLG_uc001tnh.2_Splice_Site_p.E130_splice|SELPLG_uc010sxe.1_Missense_Mutation_p.A147TNM_003006 NP_002997 Q14242 SELPL_HUMAN1.|Extracellular (Potential).|12 X 10 AA tandem repeats.0GTGGTCTGTGCCTCCGTGGCT0.612

+ 10 1157RAD9B_uc001trg.3_Missense_Mutation_p.N340I|RAD9B_uc010sya.1_Missense_Mutation_p.N271I|RAD9B_uc001tre.3_Missense_Mutation_p.N268I|RAD9B_uc001trd.3_Missense_Mutation_p.N182INM_152442 NP_689655 Q6WBX8 RAD9B_HUMAN 2GCATTGGAAAACTGTGGCAGC0.453

- 6 1084 NM_002710 NP_002701 P36873 PP1G_HUMAN 3CATCATGGCACCTGCATTGTC0.393

+ 2 539OAS1_uc010syn.1_Missense_Mutation_p.V144M|OAS1_uc010syo.1_Missense_Mutation_p.V144M|OAS1_uc001tub.2_Missense_Mutation_p.V145M|OAS1_uc001tuc.2_Missense_Mutation_p.V145M|OAS1_uc009zwf.2_Missense_Mutation_p.V144MNM_016816 NP_058132 P00973 OAS1_HUMANNecessary for binding to dsRNA. 2CGGGGAGGGGGTGGAGTTCGA0.572

- 7 893CAMKK2_uc001tzt.2_Missense_Mutation_p.D257N|CAMKK2_uc001tzv.2_Missense_Mutation_p.D257N|CAMKK2_uc001tzw.2_Missense_Mutation_p.D257N|CAMKK2_uc001tzx.2_Missense_Mutation_p.D257N|CAMKK2_uc001tzy.2_Missense_Mutation_p.D257N|CAMKK2_uc001tzz.1_Missense_Mutation_p.D44N|CAMKK2_uc001uaa.1_Missense_Mutation_p.D257N|CAMKK2_uc001uab.2_Missense_Mutation_p.D257N|CAMKK2_uc001uac.2_Missense_Mutation_p.D257NNM_006549 NP_006540 Q96RR4 KKCC2_HUMANProtein kinase. 3TCATTGGGGTCATCCAGGACC0.572

- 18 3264 NM_015347 NP_056162 O15034 RIMB2_HUMAN p.Q1034E(1) 11GGCGTATCTTGAGAGTAGTGG0.448

- 7 753RIMBP2_uc001uim.2_Missense_Mutation_p.G105R|RIMBP2_uc001uin.1_5'FlankNM_015347 NP_056162 O15034 RIMB2_HUMAN SH3 1. 11AGGTATTTTCCCGCCGTGAGG0.547

- 2 303 NM_152726 NP_689939 Q8IYU8 EFHA1_HUMAN 0TTCGAGTGAAGAAAACTGCAT0.348



- 8 1272SACS_uc001uoo.2_Missense_Mutation_p.G81D|SACS_uc001uop.1_Missense_Mutation_p.G15D|SACS_uc001uoq.1_Missense_Mutation_p.G81DNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12CCAACATTGGCCTGATTCATG0.383

- 8 2221STARD13_uc001uuu.2_Missense_Mutation_p.R691C|STARD13_uc001uuv.2_Missense_Mutation_p.R581C|STARD13_uc001uux.2_Missense_Mutation_p.R664C|STARD13_uc010tec.1_RNANM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4CCTGATTTGCGAAAAAGACCC0.498

- 1 2179 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN 1TGACCAGGTTCAAGGCAGGAA0.443

+ 7 767 NM_016248 NP_057332 Q9UKA4 AKA11_HUMAN 2AGAAGAGGAAGAGACTTCAAA0.358

- 7 904 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0CTGATCTTTGCCATTTGTGAA0.388

- 13 2593ZC3H13_uc001vaq.2_5'Flank|ZC3H13_uc001vas.1_Missense_Mutation_p.L863F|ZC3H13_uc001vat.1_Missense_Mutation_p.L863FNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2TGGCTCAAGAGTCTGTGTTTT0.393

- 1 92ZC3H13_uc001vas.1_Missense_Mutation_p.R29K|ZC3H13_uc001vat.1_Missense_Mutation_p.R29KNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2GGGTCCAAGCCTCTCAAATAC0.398

+ 3 509 NM_021999 NP_068839 Q9Y287 ITM2B_HUMANLumenal (Potential). 0GTACATCAAAGATGATGTCAT0.363

+ 4 857PIBF1_uc001vja.1_Splice_Site_p.S184_splice|PIBF1_uc010aeo.1_Splice_Site|PIBF1_uc001vjb.2_Splice_Site_p.S184_splice|PIBF1_uc010aep.2_IntronNM_006346 NP_006337 Q8WXW3 PIBF1_HUMAN 2 ATATGTATCTGTAAGTATCTT0.289

- 57 9506MYCBP2_uc010aev.2_Missense_Mutation_p.A2543T|MYCBP2_uc001vkg.1_Missense_Mutation_p.A662T|MYCBP2_uc010aew.2_Missense_Mutation_p.A525TNM_015057 NP_055872 O75592 MYCB2_HUMAN 14TGGGAAGCAGCTTTGATAGTA0.299

- 55 7910MYCBP2_uc010aev.2_Missense_Mutation_p.V2011I|MYCBP2_uc001vkg.1_Missense_Mutation_p.V70INM_015057 NP_055872 O75592 MYCB2_HUMAN 14CAGAACTCTACCATGCTGTTC0.458 rs141701958

- 2 1956 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN C2H2-type 4. 0TCATGTGCTTCCTCAGGGAGC0.557

+ 7 723ATP11A_uc001vsj.3_Missense_Mutation_p.A212V|ATP11A_uc001vsm.1_Missense_Mutation_p.A88VNM_015205 NP_056020 P98196 AT11A_HUMANCytoplasmic (Potential). 4GGACTTCACGCCACCATCGAG0.527

+ 1 728 NM_001004479 NP_001004479 Q8NGC9 O11H4_HUMANCytoplasmic (Potential). 1TCTGCAGCTGGTCGGAGAAAA0.423

+ 6 489PARP2_uc001vxd.2_Splice_Site_p.V141_splice|PARP2_uc001vxb.1_Splice_Site_p.V154_spliceNM_005484 NP_005475 Q9UGN5 PARP2_HUMAN 2TTCCTTTGCAGTTGGGAAAAT0.463

+ 3 537OSGEP_uc001vxf.2_5'Flank|APEX1_uc001vxh.2_Missense_Mutation_p.V69L|APEX1_uc001vxi.2_Missense_Mutation_p.V69L|APEX1_uc001vxj.2_Missense_Mutation_p.V69LNM_001641 NP_001632 P27695 APEX1_HUMANNuclear export signal (NES). 4CTCTTGGAATGTGGATGGGCT0.483

- 4 501HNRNPC_uc001vzw.2_Missense_Mutation_p.A86V|HNRNPC_uc001wad.2_Intron|HNRNPC_uc001vzx.2_Intron|HNRNPC_uc001vzz.2_Missense_Mutation_p.A86V|HNRNPC_uc001waa.2_Missense_Mutation_p.A86V|HNRNPC_uc010ail.2_Missense_Mutation_p.A86V|HNRNPC_uc010tlq.1_RNA|HNRNPC_uc001wab.2_Missense_Mutation_p.A86V|HNRNPC_uc001wac.2_Missense_Mutation_p.A86V|HNRNPC_uc010tlr.1_5'Flank|HNRNPC_uc001waf.2_Missense_Mutation_p.A86V|HNRNPC_uc001wae.2_Missense_Mutation_p.A86VNM_031314 NP_112604 P07910 HNRPC_HUMAN RRM. 0TTTTGGCTCTGCAGCCAGGTT0.388

- 23 2786 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4TTGTCTTGTTCCTGAAGGTGA0.522

- 13 1347 NM_000257 NP_000248 P12883 MYH7_HUMANMyosin head-like. 4GACATTCTGCCCCTTGGTGAC0.567

+ 2 711 NM_203402 NP_981947 A5D6W6 FITM1_HUMANHelical; (Potential). 0AGCTGTGTTCGCCAAGTACCT0.637

- 4 238PSME2_uc001wmk.2_5'UTR|RNF31_uc001wml.1_5'Flank|RNF31_uc001wmm.1_5'Flank|RNF31_uc001wmn.1_5'Flank|RNF31_uc010alg.1_5'FlankNM_002818 NP_002809 Q9UL46 PSME2_HUMAN 0CCGGAGGGAAGTCAAGTCAGC0.577

+ 11 2209RNF31_uc001wml.1_Missense_Mutation_p.P503S|RNF31_uc001wmm.1_RNA|RNF31_uc010alg.1_Missense_Mutation_p.P413S|RNF31_uc001wmo.1_Missense_Mutation_p.P121S|RNF31_uc001wmp.2_RNANM_017999 NP_060469 Q96EP0 RNF31_HUMAN 2CTACGCACTCCCCAGCTGGGG0.607

+ 6 848GMPR2_uc001wnv.2_5'UTR|GMPR2_uc001wns.2_Splice_Site_p.A156_splice|GMPR2_uc001wnt.2_Splice_Site_p.A123_splice|GMPR2_uc001wnu.2_Splice_Site_p.A120_splice|GMPR2_uc001wnw.2_Splice_Site_p.A156_splice|GMPR2_uc010all.2_Splice_Site_p.A128_splice|GMPR2_uc001wnx.2_Splice_Site_p.A174_splice|GMPR2_uc010tod.1_Splice_Site_p.A123_splice|GMPR2_uc010alk.1_Splice_Site_p.A156_splice|GMPR2_uc010toe.1_Splice_Site_p.A156_spliceNM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3CTCTGTCTCAGGCAGGGAATG0.463

- 3 335CIDEB_uc001woo.2_Missense_Mutation_p.G71R|CIDEB_uc001wop.2_Missense_Mutation_p.G71R|LTB4R2_uc001woq.1_5'FlankNM_014430 NP_055245 Q9UHD4 CIDEB_HUMAN CIDE-N. 0GTTAGCACTCCATTCAGCAGT0.547

+ 1 1820CIDEB_uc001won.2_5'Flank|CIDEB_uc001woo.2_5'UTR|CIDEB_uc001wop.2_5'UTR|LTB4R2_uc010alo.2_Missense_Mutation_p.G37D|LTB4R2_uc001wor.2_Missense_Mutation_p.G37D|LTB4R_uc001wos.2_5'Flank|LTB4R_uc010alp.2_5'FlankNM_019839 NP_062813 Q9NPC1 LT4R2_HUMANHelical; Name=1; (Potential). 0GGGCTGCCTGGCAACGGCTTC0.721

+ 16 1372SCFD1_uc001wqn.1_Missense_Mutation_p.P383S|SCFD1_uc010tpg.1_Missense_Mutation_p.P391S|SCFD1_uc010tph.1_Missense_Mutation_p.P265S|SCFD1_uc010amf.1_Missense_Mutation_p.P265S|SCFD1_uc010tpi.1_Missense_Mutation_p.P358S|SCFD1_uc010amd.1_Missense_Mutation_p.P282S|SCFD1_uc010ame.1_Missense_Mutation_p.P383SNM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0AGCAGGAACTCCAGAAGATAA0.343

- 22 3627HEATR5A_uc010ami.2_Missense_Mutation_p.L1082FNM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1TCAGCAGGAAGTTGGGAGGCA0.328

- 2 326SEC23A_uc010tqa.1_Intron|SEC23A_uc010tqb.1_Missense_Mutation_p.V35INM_006364 NP_006355 Q15436 SC23A_HUMAN 5ACAGGAACAACCATTCTTGTA0.443

+ 2 212 NM_002687 NP_002678 Q9H307 PININ_HUMANNecessary for interaction with RNPS1.|Necessary for mediating alternative 5' splicing.|Necessary for interactions with KRT8, KRT18 and KRT19.1CTTTTACAGGCCCATCCAAGC0.423

- 1 1271 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9GGCCTCTTCAGCAGGTGGAGG0.507

- 1 412 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1GAGCCTGTCAGCCCCAGCACA0.542

- 20 2836CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2GCCTGTGATACGCTGGAGCCC0.542

+ 44 4266KTN1_uc001xce.2_Missense_Mutation_p.E1265K|KTN1_uc001xcc.2_Missense_Mutation_p.E1322K|KTN1_uc001xcd.2_Missense_Mutation_p.E1271K|KTN1_uc010trb.1_Missense_Mutation_p.E1294K|KTN1_uc001xcf.1_Missense_Mutation_p.E1271K|KTN1_uc010aoq.2_Missense_Mutation_p.E560K|KTN1_uc010trc.1_Missense_Mutation_p.E299K|KTN1_uc001xcg.2_Missense_Mutation_p.E255KNM_182926 NP_891556 Q86UP2 KTN1_HUMANLumenal (Potential).|Potential. 7TTCTGAGAAGGAGACAATGTC0.388

+ 15 2306KIAA0586_uc010trr.1_Missense_Mutation_p.T795I|KIAA0586_uc001xdt.3_Missense_Mutation_p.T710I|KIAA0586_uc001xdu.3_Missense_Mutation_p.T739I|KIAA0586_uc010trs.1_Missense_Mutation_p.T669I|KIAA0586_uc010trt.1_Missense_Mutation_p.T614I|KIAA0586_uc010tru.1_Missense_Mutation_p.T614INM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1TTAGGACAAACCCAAAGTAAT0.378

+ 15 2091DAAM1_uc001xea.1_Nonsense_Mutation_p.Q656*NM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN FH2. 1TCAAAGACAGCAGGTAACAGC0.438

- 11 1654PPP2R5E_uc010tsf.1_Missense_Mutation_p.P279L|PPP2R5E_uc010tsg.1_Missense_Mutation_p.P279L|PPP2R5E_uc001xge.2_Missense_Mutation_p.P355L|PPP2R5E_uc010tsh.1_Missense_Mutation_p.P355L|PPP2R5E_uc001xgf.1_RNANM_006246 NP_006237 Q16537 2A5E_HUMAN 1CTGAAAATGGGGGCTAGATAC0.368

+ 42 6555SYNE2_uc001xgl.2_Missense_Mutation_p.A2109TNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14GAGCAGCGAGGCCCCGCTGGT0.473

+ 109 19975SYNE2_uc001xgl.2_Missense_Mutation_p.P6605L|SYNE2_uc010apy.2_Missense_Mutation_p.P2967L|SYNE2_uc001xgn.2_Missense_Mutation_p.P1544L|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Missense_Mutation_p.P552L|SYNE2_uc001xgq.2_Missense_Mutation_p.P947L|SYNE2_uc001xgr.2_Missense_Mutation_p.P365L|SYNE2_uc010tsi.1_Missense_Mutation_p.P239L|SYNE2_uc001xgs.2_Missense_Mutation_p.P239L|SYNE2_uc001xgt.2_Missense_Mutation_p.P113LNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential).|Spectrin 9. 14ATGGCAAAGCCTCCCTCTGAT0.438

+ 2 1114ZBTB25_uc001xhc.2_IntronNM_004857 NP_004848 P24588 AKAP5_HUMAN 0TCAACCCCAGCAAGCAAGCCC0.408

+ 11 2026EXD2_uc001xku.2_Missense_Mutation_p.R326H|EXD2_uc001xkv.2_Missense_Mutation_p.R581H|EXD2_uc001xkw.2_Missense_Mutation_p.R456H|EXD2_uc010aqt.2_Missense_Mutation_p.R581H|EXD2_uc010tte.1_Missense_Mutation_p.R581H|EXD2_uc001xky.2_Missense_Mutation_p.R456HNM_018199 NP_060669 Q9NVH0 EXD2_HUMAN 0CTGGAGAGCCGCTGGCGTCAG0.587

+ 2 966ACOT1_uc010tuc.1_Intron|ACOT2_uc001xom.2_Missense_Mutation_p.L68FNM_006821 NP_006812 P49753 ACOT2_HUMAN 1CATGGAGACGCTCCATCTGGA0.478

+ 11 1486ZNF410_uc001xoy.1_RNA|ZNF410_uc010tuf.1_RNA|ZNF410_uc010tug.1_Missense_Mutation_p.S166F|ZNF410_uc010tuh.1_Missense_Mutation_p.S362F|ZNF410_uc010tui.1_RNA|ZNF410_uc010arz.1_Missense_Mutation_p.S452F|ZNF410_uc001xpa.1_Missense_Mutation_p.S239F|ZNF410_uc001xpb.1_Missense_Mutation_p.S388F|ZNF410_uc001xpc.1_Missense_Mutation_p.S382F|ZNF410_uc010tuj.1_Missense_Mutation_p.S239FNM_021188 NP_067011 Q86VK4 ZN410_HUMAN 1CGTTCCCTGTCTTCAGTGCCT0.438

+ 3 1328FLVCR2_uc010tvd.1_Splice_Site_p.G113_spliceNM_017791 NP_060261 Q9UPI3 FLVC2_HUMAN 0ATCACCTATGGTAAGGTGTCA0.443

+ 10 1392C14orf118_uc001xsi.2_Nonsense_Mutation_p.E431*|C14orf118_uc001xsl.2_RNA|C14orf118_uc001xsn.1_RNANM_017926 NP_060396 Q9NWQ4 CN118_HUMAN 3GGATGCAGTGGAGCCAACCAC0.463

- 3 202_203SNW1_uc010tvm.1_5'UTR|SNW1_uc010asu.2_Intron|SNW1_uc010tvn.1_Missense_Mutation_p.G59LNM_012245 NP_036377 Q13573 SNW1_HUMAN 1ACCTCCATCTCCAAAATCCTAC0.317

+ 6 806ADCK1_uc010tvo.1_RNA|ADCK1_uc001xuj.2_Missense_Mutation_p.V168A|ADCK1_uc001xuk.1_Missense_Mutation_p.V110ANM_020421 NP_065154 Q86TW2 ADCK1_HUMANProtein kinase. 3GCTGAGAAGGTGTCCCAGATG0.507

+ 13 2691NRXN3_uc001xum.1_RNA|NRXN3_uc001xup.2_RNA|NRXN3_uc001xuq.2_Missense_Mutation_p.A102T|NRXN3_uc010asw.2_Missense_Mutation_p.A102T|NRXN3_uc001xur.3_Missense_Mutation_p.A102TNM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANExtracellular (Potential).|Laminin G-like 6. 10CACCTGGCCAGCCAATGACAG0.572



- 3 388C14orf145_uc001xuz.2_Missense_Mutation_p.A73T|C14orf145_uc001xva.1_Missense_Mutation_p.A73T|C14orf145_uc010ata.1_Missense_Mutation_p.A73TNM_152446 NP_689659 Q6ZU80 CE128_HUMAN 0ATCGCACCCGCCTGTCCATTA0.438

+ 2 1918FLRT2_uc010atd.2_Missense_Mutation_p.P384LNM_013231 NP_037363 O43155 FLRT2_HUMANExtracellular (Potential). 4ACTCAGCCTCCCACCCTCTCT0.542

- 13 1823GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Missense_Mutation_p.G449D|GALC_uc010tvy.1_Missense_Mutation_p.G452D|GALC_uc010tvz.1_Missense_Mutation_p.G419DNM_000153 NP_000144 P54803 GALC_HUMAN 0CGGGTAGCTGCCTTTGCGACC0.463

- 13 1604PTPN21_uc010twc.1_Missense_Mutation_p.D221NNM_007039 NP_008970 Q16825 PTN21_HUMAN 4CTCATGACGTCACTCCCGGTG0.587

- 9 1183PTPN21_uc010twc.1_Splice_Site_p.T80_splice|PTPN21_uc010atf.1_Splice_Site_p.T284_spliceNM_007039 NP_008970 Q16825 PTN21_HUMAN 4TGTTTACTCACAGTTTGAAAT0.413

- 15 1846TTC7B_uc001xyo.2_Missense_Mutation_p.A2V|TTC7B_uc010ats.2_RNA|uc001xyq.2_IntronNM_001010854 NP_001010854 Q86TV6 TTC7B_HUMAN TPR 7. 2TTCACTCAGGGCCATGTCGAT0.473

- 3 802 NM_173850 NP_776249 Q8IW75 SPA12_HUMAN 4CTAGTGTGGGGTTCATTTTCC0.453

+ 17 2146 NM_152327 NP_689540 Q96M32 KAD7_HUMAN DPY-30. 1GAATGTTGCAACGTCCGACCC0.318

+ 8 1269MARK3_uc001ymx.3_Missense_Mutation_p.N201K|MARK3_uc001ymw.3_Missense_Mutation_p.N201K|MARK3_uc001yna.3_Missense_Mutation_p.N201K|MARK3_uc001ymy.3_Intron|MARK3_uc010awp.2_Missense_Mutation_p.N224K|MARK3_uc010tyb.1_Missense_Mutation_p.N12KNM_001128918 NP_001122390 P27448 MARK3_HUMANProtein kinase. 4GTTTTAGCAATGAATTTACTG0.423

+ 5 975KLC1_uc010tyd.1_Missense_Mutation_p.Y382H|KLC1_uc010tye.1_Missense_Mutation_p.Y219H|KLC1_uc001ynm.1_Missense_Mutation_p.Y223H|KLC1_uc001ynn.1_Missense_Mutation_p.Y219H|KLC1_uc010tyf.1_Missense_Mutation_p.Y223HNM_182923 NP_891553 Q07866 KLC1_HUMAN TPR 1. 0GGTGATCCAGTACGCCTCGCA0.682

+ 6 554CRIP2_uc010tyr.1_Missense_Mutation_p.P236L|CRIP2_uc001yre.1_Missense_Mutation_p.P162L|CRIP2_uc001yrf.1_RNA|CRIP2_uc001yrg.2_RNA|CRIP2_uc001yrh.1_RNANM_001312 NP_001303 P52943 CRIP2_HUMANLIM zinc-binding 2. 0ACACTGACCCCCGGCGGGCAC0.716

- 4 503NIPA1_uc001yvd.2_Splice_Site|NIPA1_uc001yve.2_Splice_Site_p.V85_spliceNM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN 0GAAAGGAATTACCTGGATTGG0.498

- 1 150MTMR10_uc010azx.1_5'UTR|MTMR10_uc001zfi.1_5'UTR|MTMR10_uc001zfj.2_5'Flank|MTMR10_uc001zfk.2_5'UTRNM_017762 NP_060232 Q9NXD2 MTMRA_HUMAN 1ACCTGGGGCGGTGGCAGGAGG0.701

- 7 1003OTUD7A_uc001zfr.2_Missense_Mutation_p.E311KNM_130901 NP_570971 Q8TE49 OTU7A_HUMANOTU.|Catalytic (By similarity).|TRAF-binding (By similarity).2TGGAACTCTTCCAGGCTCTCG0.483

+ 2 1227BAHD1_uc001zlt.2_Missense_Mutation_p.E386K|BAHD1_uc010bbp.1_Missense_Mutation_p.E386K|BAHD1_uc001zlv.2_Missense_Mutation_p.E386KNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0CTGTGGCCAAGAGGGGCTGCA0.647

+ 7 2320BAHD1_uc001zlt.2_Missense_Mutation_p.R749H|BAHD1_uc010bbp.1_Missense_Mutation_p.R746H|BAHD1_uc001zlv.2_Missense_Mutation_p.R747HNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0CCACCCCACCGCACAGTGCCA0.617

+ 2 588MGA_uc010ucy.1_Missense_Mutation_p.G166D|MGA_uc010ucz.1_Missense_Mutation_p.G166DNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN T-box. 12CCTTCCACAGGTCATTATTGG0.433

- 4 614 NM_139265 NP_644670 Q9H223 EHD4_HUMAN 2CCTGTCCACCCTCTCGGCAAA0.562

- 36 5440TRPM7_uc001zyr.2_Missense_Mutation_p.E163KNM_017672 NP_060142 Q96QT4 TRPM7_HUMANCytoplasmic (Potential).|Alpha-type protein kinase. 10TTTCTAAATTCTCCAGTCATA0.348

- 5 702CYP19A1_uc001zza.3_Splice_Site_p.A151_splice|CYP19A1_uc001zzb.2_Splice_Site_p.A151_splice|CYP19A1_uc001zzd.2_Splice_Site_p.A151_splice|CYP19A1_uc010bey.1_Splice_Site_p.A151_spliceNM_031226 NP_112503 P11511 CP19A_HUMAN 3TACCTGCTTACCTTTCATAAA0.313

- 8 1357LEO1_uc010bfd.2_Splice_Site_p.S387_spliceNM_138792 NP_620147 Q8WVC0 LEO1_HUMAN 0CAGGGACATGCTGGAAAGAGA0.348

+ 4 1166FAM63B_uc002afi.2_Splice_Site_p.N322_splice|FAM63B_uc002afk.2_Splice_Site|FAM63B_uc002afl.2_Splice_SiteNM_001040450 NP_001035540 Q8NBR6 FA63B_HUMAN 1TCTATTTTCAGAATATGAGTG0.328

- 18 2755SLTM_uc002afn.2_Missense_Mutation_p.M431I|SLTM_uc002afo.2_Missense_Mutation_p.M871I|SLTM_uc002afq.2_Missense_Mutation_p.M458I|SLTM_uc010bgd.2_Missense_Mutation_p.M458INM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1TGTCAGTGGACATGCTTCCTT0.443

- 27 3482 NM_004998 NP_004989 Q12965 MYO1E_HUMAN 3CCCTGCTGGGGGAGGCCGACT0.622

+ 6 670SNX1_uc010bgv.2_5'UTR|SNX1_uc010uio.1_Missense_Mutation_p.P212S|SNX1_uc002amw.2_Missense_Mutation_p.P212S|SNX1_uc002amx.2_Missense_Mutation_p.P147S|SNX1_uc002amy.2_Missense_Mutation_p.P141S|SNX1_uc010bgw.2_Missense_Mutation_p.P114SNM_003099 NP_003090 Q13596 SNX1_HUMAN PX. 0CCCTCCGCCCCCGGAGAAGAG0.433

- 9 2228 NM_003613 NP_003604 O75339 CILP1_HUMAN 7TGGGTCGAGTCAAGGTGGACC0.507

- 4 667C15orf44_uc010uix.1_Missense_Mutation_p.V147I|C15orf44_uc010uiz.1_Missense_Mutation_p.V75I|C15orf44_uc010uja.1_Missense_Mutation_p.V62I|C15orf44_uc010ujb.1_Missense_Mutation_p.V32I|C15orf44_uc002ape.3_Missense_Mutation_p.V111I|C15orf44_uc010uiy.1_Missense_Mutation_p.V32I|C15orf44_uc010ujc.1_Missense_Mutation_p.V111INM_030800 NP_110427 Q96SY0 CO044_HUMAN VWFA. 1ACCAGGACAACCTGTTTGTAA0.448

+ 4 2011SMAD6_uc010bhx.2_RNA|SMAD6_uc002aqg.2_Missense_Mutation_p.G102DNM_005585 NP_005576 O43541 SMAD6_HUMAN MH2. 1CTACCTCAGGGCAGCGGCTTC0.667

+ 3 1096 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0CCCCAAAAAGGACGACCCGGT0.478

+ 2 965FEM1B_uc002arh.2_Missense_Mutation_p.T37INM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0GTGAACCATACCACAGTAACT0.463

- 38 7128MYO9A_uc002atj.2_Missense_Mutation_p.R132C|MYO9A_uc002atk.2_Missense_Mutation_p.R1014CNM_006901 NP_008832 B2RTY4 MYO9A_HUMANTail.|Rho-GAP. 3TCAGGGCAGCGGAGAATGCAG0.453

- 16 1763PARP6_uc002aua.2_Missense_Mutation_p.S280N|PARP6_uc002aub.2_RNA|PARP6_uc002aud.3_RNA|PARP6_uc002auf.1_Missense_Mutation_p.S435NNM_020214 NP_064599 Q2NL67 PARP6_HUMANPARP catalytic. 0ACTTACCCTGCTGAGAGGTAG0.418

+ 14 1958CCDC33_uc002axp.2_Missense_Mutation_p.E344K|CCDC33_uc002axq.2_Missense_Mutation_p.E115K|CCDC33_uc002axr.2_Missense_Mutation_p.E115KNM_025055 NP_079331 Q8N5R6 CCD33_HUMAN Potential. 5TCGAGAGAAGGAGCTGCTCCT0.612

+ 9 1763ARID3B_uc002ayd.2_Missense_Mutation_p.T520M|CLK3_uc002ayf.1_5'FlankNM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0CACCTCATCACGGGGTCTGCT0.547

- 5 490EDC3_uc002ayo.2_Missense_Mutation_p.M1R|EDC3_uc002aym.2_Missense_Mutation_p.M1RNM_001142443 NP_001135915 Q96F86 EDC3_HUMANRequired for P-body targeting and interaction with DCP1A (By similarity).1ATCTGTAGCCATGTTTCACAC0.443

- 4 553 NM_004255 NP_004246 P20674 COX5A_HUMAN 0AGTGGAGATTCCCAGTTCATT0.458 rs1803317

+ 9 1591NEIL1_uc002bae.2_Missense_Mutation_p.G448E|MIR631_hsa-mir-631|MI0003645_5'FlankNM_024608 NP_078884 Q96FI4 NEIL1_HUMAN 1AGGAGGAAGGGGCGACAGGCA0.617

- 8 952MAN2C1_uc002bag.2_Missense_Mutation_p.G312D|MAN2C1_uc002bah.2_Missense_Mutation_p.G312D|MAN2C1_uc010bkk.2_Missense_Mutation_p.G213D|MAN2C1_uc010umi.1_Missense_Mutation_p.G94D|MAN2C1_uc010umj.1_RNANM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0GGAGTACAGGCCAGGGTAGCG0.632

- 25 3289SCAPER_uc010bkr.2_Missense_Mutation_p.T385I|SCAPER_uc002bbx.2_Missense_Mutation_p.T831I|SCAPER_uc002bbz.1_Missense_Mutation_p.T948INM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3TATTTTTGGGGTAGCTGGCTG0.438

- 5 742CIB2_uc002bdc.1_Missense_Mutation_p.D98N|CIB2_uc010ums.1_Missense_Mutation_p.D141NNM_006383 NP_006374 O75838 CIB2_HUMAN 0TCCTCCTCATCCAGCTCTGAC0.562

- 25 3898RASGRF1_uc002bep.2_Missense_Mutation_p.L1159F|RASGRF1_uc010blm.1_Missense_Mutation_p.L1084F|RASGRF1_uc002beo.2_Missense_Mutation_p.L391FNM_002891 NP_002882 Q13972 RGRF1_HUMAN Ras-GEF. 6GCTTCTCTGAGATTCTTAAAT0.433

+ 7 606FAH_uc002bfk.1_Missense_Mutation_p.R175K|FAH_uc002bfm.1_Missense_Mutation_p.R175K|FAH_uc002bfn.1_Missense_Mutation_p.R105KNM_000137 NP_000128 P16930 FAAA_HUMAN 0CCAATCCGAAGGCCCATGGGA0.582

- 2 369MESDC2_uc002bfx.2_RNA|MESDC2_uc010uno.1_IntronNM_015154 NP_055969 Q14696 MESD_HUMANChaperone domain (By similarity). 0TTCAGGCTTGCTTGGGTCTAT0.423

+ 3 1376ZSCAN2_uc010bmz.1_Missense_Mutation_p.H382Y|ZSCAN2_uc010bna.2_Missense_Mutation_p.H234Y|ZSCAN2_uc010uox.1_Intron|ZSCAN2_uc010uoy.1_Intron|ZSCAN2_uc010uoz.1_IntronNM_181877 NP_870992 Q7Z7L9 ZSCA2_HUMAN C2H2-type 6. 2CCAGAGAATCCACACAGGAGA0.507

+ 14 5865ALPK3_uc010upc.1_Missense_Mutation_p.G201SNM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12CCAAGAGGAGGGCTCCAAGGC0.632

+ 14 1538SLC28A1_uc010bnb.2_Missense_Mutation_p.L446F|SLC28A1_uc010upe.1_Intron|SLC28A1_uc010upf.1_Missense_Mutation_p.L446F|SLC28A1_uc010upg.1_Missense_Mutation_p.L446FNM_004213 NP_004204 O00337 S28A1_HUMANHelical; (Potential). 3CAATGCTGCCCTCTCCTGGCT0.602

+ 2 788 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7CTCAGGAGTGGAATAAAGCTG0.473



+ 2 500TTLL13_uc002bpe.1_RNANM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN 0CCAGTTGACACAGGCGACTTA0.502

- 8 769SNRPA1_uc002bwx.2_RNA|SNRPA1_uc010bpc.2_RNANM_003090 NP_003081 P09661 RU2A_HUMAN 1GCGTTCTCTGCCAGGGATCTG0.468

- 1 878 NM_001004195 NP_001004195 Q96R69 OR4F4_HUMANCytoplasmic (Potential). 0TTTTCTCAGCCGTCTTATTGC0.343 rs149105772

- 7 450RHBDF1_uc010uty.1_Nonsense_Mutation_p.W124*|RHBDF1_uc010utz.1_Nonsense_Mutation_p.W101*|RHBDF1_uc010bqo.1_RNANM_022450 NP_071895 Q96CC6 RHDF1_HUMANCytoplasmic (Potential). 2CTTGCGCTGCCATTTCTGGGT0.657 rs11547503

+ 37 4675WDR90_uc002cij.1_Intron|WDR90_uc002cil.1_RNA|WDR90_uc002cin.1_Missense_Mutation_p.L156F|WDR90_uc010uul.1_Missense_Mutation_p.L140F|WDR90_uc002cio.1_Missense_Mutation_p.L140F|WDR90_uc010bqx.1_Missense_Mutation_p.L140F|RHOT2_uc010uum.1_5'Flank|RHOT2_uc002cip.2_5'Flank|RHOT2_uc002ciq.2_5'FlankNM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 19. 1TCAGACTGTCCTCTCTGGAGA0.637

- 7 1718 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMANExtracellular (Potential). 4GGTCTTCCCACCGGCCAGCAG0.701

+ 27 3431MAPK8IP3_uc002cml.2_Missense_Mutation_p.S1098F|MAPK8IP3_uc010uvl.1_Missense_Mutation_p.S1105FNM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3GTATGGGTGTCCATCCGCCTG0.617

+ 11 7405SRRM2_uc002crj.1_Missense_Mutation_p.D2190N|SRRM2_uc002crl.1_Missense_Mutation_p.D2286N|SRRM2_uc010bsu.1_Missense_Mutation_p.D2190NNM_016333 NP_057417 Q9UQ35 SRRM2_HUMANAla-rich.|Ser-rich. 4GAACCTGGCTGACCCTCGCAC0.637

+ 1 166CLDN6_uc002csu.3_5'Flank|TNFRSF12A_uc002csw.3_Missense_Mutation_p.G27ENM_016639 NP_057723 Q9NP84 TNR12_HUMAN 0TCCGTGGCCGGGGAGCAAGCG0.746

+ 4 757HMOX2_uc002cwr.3_Nonsense_Mutation_p.Q196*|HMOX2_uc002cwq.3_Nonsense_Mutation_p.Q196*|HMOX2_uc002cws.3_Nonsense_Mutation_p.Q250*|HMOX2_uc010btt.2_Nonsense_Mutation_p.Q196*|HMOX2_uc002cwt.2_Nonsense_Mutation_p.Q196*NM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0GGACAATGCCCAGCAGTTCAA0.572

- 22 4887 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6CCGCCACGGTCATGTTCCGCA0.557

+ 8 807CIITA_uc002daj.3_Missense_Mutation_p.G226E|CIITA_uc002dak.3_Missense_Mutation_p.G176E|CIITA_uc002dag.2_Missense_Mutation_p.G225E|CIITA_uc002dah.2_Missense_Mutation_p.G177E|CIITA_uc010bup.1_Missense_Mutation_p.G225ENM_000246 NP_000237 P33076 C2TA_HUMAN 1CTCCCTGAGGGACCCATCCAG0.537

+ 17 3426MKL2_uc002dcg.2_Missense_Mutation_p.P1041S|MKL2_uc002dcj.2_Missense_Mutation_p.P336SNM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5CTTTCTAGACCCACAGGACCT0.478

- 26 5163KIAA0430_uc002ddq.2_Missense_Mutation_p.P1491L|KIAA0430_uc010uzv.1_Missense_Mutation_p.P1653L|KIAA0430_uc010uzw.1_Missense_Mutation_p.P1656LNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0AGGCTCTTGAGGGCGCTCCTC0.527

- 12 2676KIAA0430_uc002ddq.2_Missense_Mutation_p.P662L|KIAA0430_uc010uzv.1_Missense_Mutation_p.P824L|KIAA0430_uc010uzw.1_Missense_Mutation_p.P827LNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN RRM. 0ATCTGTATGGGGGCTGAGCTC0.448

- 9 2282KIAA0430_uc002ddq.2_Missense_Mutation_p.P553S|KIAA0430_uc010uzv.1_Missense_Mutation_p.P693S|KIAA0430_uc010uzw.1_Missense_Mutation_p.P695SNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0TTGTAAACGGGTTCTGCCACC0.483

+ 9 1435 NM_001039 NP_001030 P51170 SCNNG_HUMANExtracellular (By similarity). 6GTCCCTCAGTGTATTGTTACT0.567

- 17 1857 NM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAE. 2TTCGCTGAAAGGCTGTCCACC0.498

- 5 2386 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11ACCTAAGATGGGGAAAGCAGG0.468

+ 15 2723uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|TAOK2_uc002dvb.1_Missense_Mutation_p.K647R|TAOK2_uc002dvc.1_Missense_Mutation_p.K647R|TAOK2_uc010bzm.1_Missense_Mutation_p.K654R|TAOK2_uc002dvd.1_Missense_Mutation_p.K474RNM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1CGCCAGTACAAGCGCAAGATG0.647

- 4 1129uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|INO80E_uc002dvg.1_5'Flank|INO80E_uc002dvh.1_5'Flank|INO80E_uc002dvi.1_5'Flank|INO80E_uc002dvj.1_5'Flank|INO80E_uc002dvk.1_5'Flank|HIRIP3_uc002dvf.2_IntronNM_003609 NP_003600 Q9BW71 HIRP3_HUMAN Glu-rich. 1CTCCTGTTCACTTTCCTTCAG0.373

- 1 296CD2BP2_uc002dxs.2_Missense_Mutation_p.E15KNM_006110 NP_006101 O95400 CD2B2_HUMAN 1TCCTCATCCTCCTCATCTCCC0.532

+ 11 1321ITGAL_uc002dyj.3_Missense_Mutation_p.A299V|ITGAL_uc010vev.1_IntronNM_002209 NP_002200 P20701 ITAL_HUMANFG-GAP 3.|Extracellular (Potential). 10GACCTGAAGGCAGACCTGCAG0.547

- 3 1798ZNF668_uc002eao.2_Missense_Mutation_p.V481MNM_024706 NP_078982 Q96K58 ZN668_HUMAN 4ACATGCTCCACCGTCATGCCC0.692

+ 8 2836NOD2_uc010cbl.1_Missense_Mutation_p.V661M|NOD2_uc010cbm.1_Missense_Mutation_p.V661M|NOD2_uc010cbn.1_RNA|NOD2_uc010cbo.1_RNA|NOD2_uc010cbp.1_RNA|NOD2_uc010cbq.1_Missense_Mutation_p.V49M|NOD2_uc010cbr.1_RNA|NOD2_uc010vgq.1_Translation_Start_SiteNM_022162 NP_071445 Q9HC29 NOD2_HUMAN LRR 5. 4GGGCAACAGAGTGGGTGACGA0.522

- 3 425AKTIP_uc002ehl.2_Missense_Mutation_p.P72S|AKTIP_uc002ehm.2_Missense_Mutation_p.P72S|AKTIP_uc010vgx.1_Missense_Mutation_p.P72SNM_001012398 NP_001012398 Q9H8T0 AKTIP_HUMAN 0AGGTAGAAGGGTCCATAGGAC0.408

+ 5 1113MMP2_uc010vhd.1_Missense_Mutation_p.D192N|MMP2_uc010ccc.2_Missense_Mutation_p.D218NNM_004530 NP_004521 P08253 MMP2_HUMANFibronectin type-II 1.|Collagen-binding. 11CTTTGAGAAGGATGGCAAGTA0.567

- 5 376CNGB1_uc010cdh.2_Missense_Mutation_p.T104I|CNGB1_uc002emu.2_Missense_Mutation_p.T104INM_001297 NP_001288 Q14028 CNGB1_HUMAN 4CATGAGCCAGGTCAGTACCCT0.632

- 2 1086TPPP3_uc002eta.2_Missense_Mutation_p.T84I|TPPP3_uc002etb.2_Missense_Mutation_p.T84INM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1GAATCTCTTGGTCGCCAGCTC0.577

- 3 424 NM_000229 NP_000220 P04180 LCAT_HUMAN 0CAGCTTGCTGCTGTCCAGGTA0.652

- 12 1758ESRP2_uc002evp.1_RNA|ESRP2_uc002evq.1_Nonsense_Mutation_p.Q514*NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN RRM 3. 1GATGTCATCTGAATGAAGGCA0.552

- 9 2323SMPD3_uc010cfe.2_Missense_Mutation_p.S617F|SMPD3_uc010vlh.1_Missense_Mutation_p.S626FNM_018667 NP_061137 Q9NY59 NSMA2_HUMANLumenal (Potential). 1CGTCAGGCCGGACAGCTGGGT0.622 rs147387314

+ 3 267 NM_013245 NP_037377 Q9UN37 VPS4A_HUMANInteraction with CHMP1B.|MIT. 0CACAGATGAGGCCCACAGCGA0.607

+ 9 818FUK_uc010cft.2_Missense_Mutation_p.D286Y|FUK_uc002eyz.2_5'UTRNM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1CCTAGGCTTGGACTCCGGAGC0.582

+ 2 1155CHST4_uc002fao.2_Missense_Mutation_p.R325KNM_005769 NP_005760 Q8NCG5 CHST4_HUMANLumenal (Potential). 0ACAAATGCCAGGGATGCCCTT0.532

+ 2 116DHODH_uc010cgk.2_RNANM_001361 NP_001352 Q02127 PYRD_HUMANMitochondrial intermembrane (By similarity). 0ATGGCCACGGGAGATGAGCGT0.597

- 9 7358ZFHX3_uc002fcl.2_Missense_Mutation_p.P1315SNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4TCCGGCGAAGGGGGCCGGGAG0.527

- 3 1357CHST6_uc002feg.1_RNA|CHST6_uc002feh.1_Missense_Mutation_p.P393SNM_021615 NP_067628 Q9GZX3 CHST6_HUMANLumenal (Potential). 0TAATTTCGGGGGTGCGAGGCG0.637

+ 3 479KLHL36_uc010chl.2_Missense_Mutation_p.G112DNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN BTB. 2GTGCTGGATGGCGGCAACATT0.612

+ 10 1542 NM_004933 NP_004924 P55291 CAD15_HUMANCadherin 5.|Extracellular (Potential). 1GCCGCCGCCGGGCAGCCTGTG0.726

+ 13 2106 NM_004933 NP_004924 P55291 CAD15_HUMANCytoplasmic (Potential). 1TCACCCGACAGCGCTGAGCCT0.706

- 1 118 NM_002550 NP_002541 P47881 OR3A1_HUMANHelical; Name=1; (Potential). 3CTGACCGTGACCAGGTAGGCA0.577

- 3 367MYBBP1A_uc002fxz.3_Missense_Mutation_p.S102FNM_014520 NP_055335 Q9BQG0 MBB1A_HUMANInteraction with MYB (By similarity). 2GTCTTCAAAAGACTGTAACAG0.527

+ 5 956SMTNL2_uc002fye.2_Missense_Mutation_p.R153CNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0GGGGGAGCGTCGCAGGGAGCT0.677 rs142209104

- 5 732SLC13A5_uc010vtf.1_Missense_Mutation_p.A215V|SLC13A5_uc010clq.2_Missense_Mutation_p.A172V|SLC13A5_uc002gdk.2_Missense_Mutation_p.A198V|SLC13A5_uc002gdl.1_Missense_Mutation_p.A197VNM_177550 NP_808218 Q86YT5 S13A5_HUMANHelical; (Potential). 0GATGCTGGCCGCGTAGCAGAT0.617

- 5 1276DVL2_uc002gez.1_5'Flank|DVL2_uc010vtr.1_5'Flank|DVL2_uc010clz.1_5'Flank|PHF23_uc010vtt.1_Missense_Mutation_p.G283E|PHF23_uc010cma.2_Missense_Mutation_p.G220ENM_024297 NP_077273 Q9BUL5 PHF23_HUMAN PHD-type. 0CATGGGCCGCCCTGCAAAGGG0.493

+ 5 1128 NM_001406 NP_001397 Q15768 EFNB3_HUMANHelical; (Potential). 1GGCGTGGCAGGGGCTGGGGGT0.726



+ 24 4012CHD3_uc002gjd.2_Missense_Mutation_p.V1347M|CHD3_uc002gjf.2_Missense_Mutation_p.V1288M|CHD3_uc002gjh.2_Translation_Start_Site|SCARNA21_uc002gji.1_5'FlankNM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1CTCCTTCAAGGTGGCACAGTA0.517

- 2 219C17orf68_uc010cnv.2_RNANM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0TGGTTCCTTCCCTGGGACAAC0.517

+ 7 1425ARHGEF15_uc002gld.2_Missense_Mutation_p.S435F|ARHGEF15_uc010vuw.1_Missense_Mutation_p.S324FNM_173728 NP_776089 O94989 ARHGF_HUMAN DH. 3TACCTGCGCTCCCTGCGGCTG0.607

- 8 847 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMANMyosin head-like. 13CTTACAAAGCGAGAGGAGTTG0.448

+ 64 12284DNAH9_uc010coo.2_Nonsense_Mutation_p.W3290*|DNAH9_uc002gnf.2_Nonsense_Mutation_p.W384*NM_001372 NP_001363 Q9NYC9 DYH9_HUMANAAA 6 (By similarity). 20CCCAGGGATGGAATCGCTCAT0.493

+ 1 420 NM_014695 NP_055510 A2RUR9 C144A_HUMAN 0GGAAGAAGAGGTAATGGCCAG0.652

- 13 1703TOP3A_uc010cpz.1_5'UTR|TOP3A_uc010vxr.1_Missense_Mutation_p.P22S|TOP3A_uc002gsw.1_Intron|TOP3A_uc010vxs.1_Missense_Mutation_p.P390SNM_004618 NP_004609 Q13472 TOP3A_HUMAN 3TCATAGACAGGGAGGATCTAC0.552

+ 3 1028FBXW10_uc002guj.2_Missense_Mutation_p.D266N|FBXW10_uc002gul.2_Missense_Mutation_p.D266N|FBXW10_uc010cqh.1_Missense_Mutation_p.D266NNM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1TGACATCAGAGACCTGTCTTC0.468

+ 5 476FAM18B_uc002gun.2_Missense_Mutation_p.V87INM_016078 NP_057162 Q9NYZ1 F18B1_HUMAN 0CTCCTTCAGAGTAAAGTGGTT0.393

+ 2 395WSB1_uc010vzy.1_Missense_Mutation_p.A27T|WSB1_uc010vzz.1_Intron|WSB1_uc010crf.1_Intron|WSB1_uc002gze.1_Intron|WSB1_uc002gzf.1_RNANM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN 0AGCTCCTGCAGCTCCTTTTGA0.378

+ 4 521SLC13A2_uc010wal.1_Missense_Mutation_p.A109T|SLC13A2_uc010wam.1_Missense_Mutation_p.A108T|SLC13A2_uc010wan.1_Missense_Mutation_p.A201T|SLC13A2_uc010wao.1_Missense_Mutation_p.A109T|SLC13A2_uc002hbi.2_Missense_Mutation_p.A81TNM_003984 NP_003975 Q13183 S13A2_HUMAN 0GGTGCCCATCGCACATGCCGT0.612

- 3 1015C17orf63_uc010wax.1_Missense_Mutation_p.P250S|C17orf63_uc010way.1_Missense_Mutation_p.P250S|C17orf63_uc002hcw.2_Missense_Mutation_p.P122SNM_018182 NP_060652 Q8WU58 CQ063_HUMAN 1ATTGAAAGGGGGATAGTTGAG0.602

+ 2 490ADAP2_uc010csk.2_Missense_Mutation_p.D71N|ADAP2_uc002hfy.2_Missense_Mutation_p.D71N|ADAP2_uc010csl.2_RNANM_018404 NP_060874 Q9NPF8 ADAP2_HUMAN Arf-GAP. p.?(1) 1CTTCTGGGACGACAGTATTGT0.507

+ 15 2106UNC45B_uc002hjb.2_Missense_Mutation_p.I668T|UNC45B_uc002hjc.2_Missense_Mutation_p.I668T|UNC45B_uc010cto.2_Missense_Mutation_p.I589TNM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6CGAGGCACCATTGTGGCTCAA0.537

- 2 628SLFN12_uc002hjj.3_Missense_Mutation_p.S84N|SLFN12_uc010cts.2_Missense_Mutation_p.S84NNM_018042 NP_060512 Q8IYM2 SLN12_HUMAN 1CAGAATGTTACTAAAAGAATT0.373

- 11 5687 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANCytoplasmic (Potential). 3TGAGATCTTGGGGGCCTGAGC0.498

+ 6 933PPP1R1B_uc002hsa.2_Missense_Mutation_p.G167S|PPP1R1B_uc010cvx.2_Missense_Mutation_p.G123S|PPP1R1B_uc002hsb.2_Missense_Mutation_p.G120S|PPP1R1B_uc002hsc.2_Missense_Mutation_p.G120S|STARD3_uc010weg.1_5'Flank|STARD3_uc002hsd.2_5'Flank|STARD3_uc010weh.1_5'Flank|STARD3_uc002hse.2_5'Flank|STARD3_uc010wei.1_5'FlankNM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0GACAACCTGTGGCCAGGGTCT0.582 rs142405059

+ 8 869GSDMA_uc002htm.1_Splice_Site_p.G251_spliceNM_178171 NP_835465 Q96QA5 GSDMA_HUMAN 0TCTGATGTTGGTAAGGAACTT0.438

- 14 1658MED24_uc010wes.1_Missense_Mutation_p.D309N|MED24_uc010wet.1_Intron|MED24_uc002hts.2_Missense_Mutation_p.D474N|MED24_uc002htu.2_Missense_Mutation_p.D436N|MED24_uc010cwn.2_Missense_Mutation_p.D436N|MED24_uc010weu.1_Missense_Mutation_p.D359N|MED24_uc010wev.1_Missense_Mutation_p.D399N|MED24_uc010wew.1_Missense_Mutation_p.D390N|MED24_uc010wex.1_Missense_Mutation_p.D154NNM_014815 NP_055630 O75448 MED24_HUMANLXXLL motif 3. 1AGCAGCAAGTCCAGACTCTTC0.607

+ 2 389RARA_uc002hul.3_Translation_Start_Site|RARA_uc010wfe.1_Translation_Start_SiteNM_000964 NP_000955 P10276 RARA_HUMAN 3CCGAGGAGGGGTGGTCTGAAG0.662

- 11 1241SMARCE1_uc010wff.1_3'UTR|SMARCE1_uc010wfg.1_3'UTR|SMARCE1_uc002huy.2_Missense_Mutation_p.G338R|SMARCE1_uc010wfh.1_Missense_Mutation_p.G303R|SMARCE1_uc010wfi.1_Missense_Mutation_p.G355RNM_003079 NP_003070 Q969G3 SMCE1_HUMAN Glu-rich. 0CTGTCGACCCCCTCCTGCCCA0.522

- 2 659KRT23_uc010wfl.1_Intron|KRT23_uc010cxf.1_Intron|KRT23_uc010cxg.2_Missense_Mutation_p.R24W|KRT23_uc002hvn.1_Missense_Mutation_p.R24WNM_015515 NP_056330 Q9C075 K1C23_HUMAN Head. 1CTCCTGGGCCGGCCCCAGCCA0.706

- 1 62KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0AGGAGAATTGGTTGTTGTACA0.473

+ 1 271 NM_033061 NP_149050 0 cagctgctgtatgtccagctg 0.189 rs148949542

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].|4.0GCAGCTGGGGCGGCAGCAGGT0.652

- 1 628PLEKHH3_uc002iat.1_5'Flank|PLEKHH3_uc002iav.2_RNA|PLEKHH3_uc010cym.1_5'UTR|PLEKHH3_uc002iaw.2_Missense_Mutation_p.R54KNM_024927 NP_079203 Q7Z736 PKHH3_HUMAN 2GGGACTTACCCTCCCGCCGCC0.687

+ 13 2080CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 8AGAGAACCGAGCGTGGACAGT0.587

- 10 2624BRCA1_uc010whp.1_Intron|BRCA1_uc010whl.1_Intron|BRCA1_uc010whm.1_Intron|BRCA1_uc002icp.3_Missense_Mutation_p.P727S|BRCA1_uc002icu.2_Intron|BRCA1_uc010cyx.2_Missense_Mutation_p.P751S|BRCA1_uc002ict.2_Missense_Mutation_p.P798S|BRCA1_uc010whn.1_Intron|BRCA1_uc010who.1_Intron|BRCA1_uc010whq.1_Intron|BRCA1_uc002idc.1_Intron|BRCA1_uc010whr.1_Intron|BRCA1_uc002idd.2_Missense_Mutation_p.P798S|BRCA1_uc002ide.1_Missense_Mutation_p.P629S|BRCA1_uc010cyy.1_Missense_Mutation_p.P798S|BRCA1_uc010whs.1_Missense_Mutation_p.P798S|BRCA1_uc010cyz.2_Missense_Mutation_p.P751S|BRCA1_uc010cza.2_Missense_Mutation_p.P772S|BRCA1_uc010wht.1_Missense_Mutation_p.P502SNM_007294 NP_009225 P38398 BRCA1_HUMAN 52CATTTATTTGGTTCTGTTTTT0.398

+ 1 215DHX8_uc010wif.1_5'UTR|DHX8_uc010wig.1_Missense_Mutation_p.D48NNM_004941 NP_004932 Q14562 DHX8_HUMAN 4CAACGACAAGGACCTTGGTGA0.557

+ 14 2132DHX8_uc010wif.1_Missense_Mutation_p.A596T|DHX8_uc010wig.1_Missense_Mutation_p.A687TNM_004941 NP_004932 Q14562 DHX8_HUMANDEAH box.|Helicase ATP-binding. 4GTTGGACGAGGCACATGAGAG0.448

- 4 330ETV4_uc010wih.1_Missense_Mutation_p.A68T|ETV4_uc010czh.2_Missense_Mutation_p.A68T|ETV4_uc010wii.1_Missense_Mutation_p.A29T|ETV4_uc002idx.2_Missense_Mutation_p.A68T|ETV4_uc010wij.1_Missense_Mutation_p.A29T|ETV4_uc002idy.1_Missense_Mutation_p.A29TNM_001986 NP_001977 P43268 ETV4_HUMANAsp/Glu-rich (acidic). 7AACTACTCACCTTCAGCGAGC0.527

+ 5 1346C17orf104_uc002igy.1_Missense_Mutation_p.P283L|C17orf104_uc002igz.3_Missense_Mutation_p.P283L|C17orf104_uc010wja.1_RNA|C17orf104_uc002iha.2_Missense_Mutation_p.P283LNM_001145080 NP_001138552 A2RUB1 CQ104_HUMAN 1AAACCTGATCCCCCACATTCT0.368

+ 15 2083C17orf57_uc002ilm.2_Missense_Mutation_p.I462V|C17orf57_uc010daz.1_Missense_Mutation_p.I510VNM_152347 NP_689560 Q8IY85 CQ057_HUMAN EF-hand 2. 3AAATTTTGGTATTTACCTTTC0.338

+ 19 2669KPNB1_uc010wkw.1_Missense_Mutation_p.G633E|KPNB1_uc010wkx.1_Missense_Mutation_p.G562ENM_002265 NP_002256 Q14974 IMB1_HUMAN 3GGATTAAAGGGGGATCAGGAG0.483

+ 7 1535XYLT2_uc010dbo.2_RNANM_022167 NP_071450 Q9H1B5 XYLT2_HUMANLumenal (Potential). 1GCACATTGTGGACTGGTGTGG0.627

+ 6 548MSI2_uc010wnm.1_Missense_Mutation_p.D103E|MSI2_uc002iva.2_Missense_Mutation_p.D121ENM_138962 NP_620412 Q96DH6 MSI2H_HUMAN RRM 2. 2TAGTGGAAGATGTAAAGCAAT0.458

- 6 713TEX14_uc002iwr.1_Missense_Mutation_p.V199I|TEX14_uc002iws.1_Missense_Mutation_p.V199I|TEX14_uc010dda.1_IntronNM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17GCAGAAATGACTCCAGCTTTA0.413

+ 7 2256PPM1E_uc010ddd.2_Missense_Mutation_p.S473NNM_014906 NP_055721 Q8WY54 PPM1E_HUMAN 5CTTACTGGAAGTGGGAAGAGA0.413

- 12 1515USP32_uc002iyn.1_Missense_Mutation_p.Y80CNM_032582 NP_115971 Q8NFA0 UBP32_HUMAN DUSP. 5GTATTTGACATATTCTTTCCA0.423

- 9 1498MED13_uc002izp.2_Missense_Mutation_p.T90INM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2GTGAAAAGGAGTCAAGGGGCG0.468

- 17 2320 NM_001433 NP_001424 O75460 ERN1_HUMANCytoplasmic (Potential).|Protein kinase. 9AGCGATCCAGCCTTCTGTGCC0.537

- 27 3939HELZ_uc002jfv.3_RNA|HELZ_uc002jfx.3_Missense_Mutation_p.P1250LNM_014877 NP_055692 2AAGGCCATAAGGAATAGGAGA0.453

+ 2 604KCNJ2_uc002jir.2_Missense_Mutation_p.Y68CNM_000891 NP_000882 P63252 IRK2_HUMANCytoplasmic (By similarity). 0GGGCAACGGTACCTCGCAGAC0.517

+ 14 1608TTYH2_uc010wqw.1_Missense_Mutation_p.R505K|TTYH2_uc002jkd.2_Missense_Mutation_p.R205KNM_032646 NP_116035 Q9BSA4 TTYH2_HUMANCytoplasmic (Potential). 4GAGCACCTGAGGCACTACGGG0.517

+ 6 550TMEM104_uc010wrf.1_Missense_Mutation_p.V130M|TMEM104_uc010wrg.1_Missense_Mutation_p.V143M|TMEM104_uc010dfx.2_Missense_Mutation_p.V130MNM_017728 NP_060198 Q8NE00 TM104_HUMANCytoplasmic (Potential). 0CACAGACCGGGTGGAAATGGG0.532

+ 8 1714OTOP3_uc010wrq.1_5'Flank|OTOP3_uc010wrr.1_5'FlankNM_178160 NP_835454 Q7RTS6 OTOP2_HUMANHelical; (Potential). 4ATCTGCCTCCCTTTCGGCATC0.607

- 6 480KCTD2_uc010dfy.1_Intron|KCTD2_uc010dfz.2_Intron|ATP5H_uc002jmo.1_Missense_Mutation_p.A115DNM_006356 NP_006347 O75947 ATP5H_HUMAN 0TTCTGGGAAAGCTTCATTCAA0.388



- 15 2054RECQL5_uc010dgk.2_Missense_Mutation_p.P606L|RECQL5_uc002jot.3_5'FlankNM_004259 NP_004250 O94762 RECQ5_HUMAN 3GGGCTCCGGGGGCTCAGCTTG0.607

- 4 1984QRICH2_uc010wsz.1_Nonsense_Mutation_p.Q528*|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5AAACCATGCTGATCTGCACCA0.413

+ 12 1737MGAT5B_uc002jth.2_Missense_Mutation_p.P534LNM_198955 NP_945193 Q3V5L5 MGT5B_HUMANLumenal (Potential). 3TTTGGCTTCCCCTACGAGGGC0.652

+ 8 1007SEC14L1_uc010dhc.2_Missense_Mutation_p.Y247C|SEC14L1_uc010wth.1_Missense_Mutation_p.Y247C|SEC14L1_uc002jtm.2_Missense_Mutation_p.Y247C|SEC14L1_uc010wti.1_Missense_Mutation_p.Y213CNM_003003 NP_002994 Q92503 S14L1_HUMAN 2ATCAAGAGATACCTGGGCGAT0.498

- 16 2583USP36_uc002jwa.1_Missense_Mutation_p.P753L|USP36_uc002jwb.1_Intron|USP36_uc002jwc.1_Missense_Mutation_p.P453L|USP36_uc002jvy.1_5'FlankNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5GCTGAAGGGGGGTTGCAGGCG0.632

+ 3 517CARD14_uc002jxt.1_RNA|CARD14_uc002jxv.2_Missense_Mutation_p.P108S|CARD14_uc010wud.1_5'FlankNM_024110 NP_077015 Q9BXL6 CAR14_HUMAN 5CGGGCTGCAGCCTGATGTTGA0.577

- 2 157PDE6G_uc002kaz.3_IntronNM_002602 NP_002593 P18545 CNRG_HUMAN 0GCCTTGGGCGGTTCCAGGTTC0.657

- 9 1428P4HB_uc002kbl.1_Missense_Mutation_p.G88R|P4HB_uc002kbm.1_Missense_Mutation_p.G88RNM_000918 NP_000909 P07237 PDIA1_HUMANThioredoxin 2. 0TACGTCTCTCCCAGTTTATCC0.527

- 4 275C17orf62_uc002kex.2_5'Flank|C17orf62_uc002key.2_5'UTR|C17orf62_uc002kfa.2_Missense_Mutation_p.G76E|C17orf62_uc010dir.2_Missense_Mutation_p.G76E|C17orf62_uc002kfb.3_Missense_Mutation_p.G76E|C17orf62_uc002kfc.3_Missense_Mutation_p.G62E|C17orf62_uc002kfd.3_5'UTR|C17orf62_uc002kfe.3_5'UTR|C17orf62_uc010dis.1_Missense_Mutation_p.G76ENM_001100407 NP_001093877 Q9BQA9 CQ062_HUMAN 0AACAACCTTCCCTGTGCTCTT0.602

- 8 1499MYOM1_uc002klq.2_Missense_Mutation_p.P389SNM_003803 NP_003794 P52179 MYOM1_HUMAN 5CAGCTGAGGGGCATGGTGGAA0.398

+ 2 979TXNDC2_uc010wzq.1_Intron|TXNDC2_uc002koh.3_Missense_Mutation_p.G110DNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.|5.2CCCAAGGAGGGTGACATCCCC0.567

+ 6 1029_1030VAPA_uc002koj.2_Nonsense_Mutation_p.L289*NM_194434 NP_919415 Q9P0L0 VAPA_HUMANHelical; Anchor for type IV membrane protein; (Potential).0TGGATTCTTTCTAGGGAAATTC0.371

+ 2 478LAMA3_uc010dlv.1_Missense_Mutation_p.P131L|LAMA3_uc002kur.2_Missense_Mutation_p.P131LNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin N-terminal. 11CAAAGCCCTCCCCTGTCCTCA0.512

+ 31 3918LAMA3_uc002kur.2_Missense_Mutation_p.C1278RNM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin EGF-like 9.|Domain III B. 11CGGCCCTCACTGCAGCCCTGA0.652

- 2 864 NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN 1CTTGCTGACCGACAGCACCTC0.612

+ 17 1779DTNA_uc002kxw.2_Missense_Mutation_p.S536F|DTNA_uc010dmj.2_Missense_Mutation_p.S533F|DTNA_uc002kxz.2_Missense_Mutation_p.S540F|DTNA_uc002kxy.2_Missense_Mutation_p.S533F|DTNA_uc010xby.1_Missense_Mutation_p.S283F|DTNA_uc010xbz.1_Missense_Mutation_p.S302F|DTNA_uc010xca.1_Missense_Mutation_p.S245F|DTNA_uc002kye.2_Missense_Mutation_p.S241FNM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN 0CCGCAGGACTCCCTCACAGGA0.557

- 3 438NARS_uc002lgt.2_Nonsense_Mutation_p.W69*|NARS_uc010xea.1_5'UTR|NARS_uc010xeb.1_RNA|NARS_uc010xec.1_Nonsense_Mutation_p.W70*|NARS_uc010xed.1_Nonsense_Mutation_p.W37*NM_004539 NP_004530 O43776 SYNC_HUMAN 0GTTCCCTATGCCACATCTTTT0.388

- 4 702 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14GGAGGGGGAGGAGTCAGCTGA0.473

+ 13 2018ZCCHC2_uc002lio.2_RNA|ZCCHC2_uc002liq.2_Missense_Mutation_p.T143INM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2CCATCAACAACTAGGTTTACA0.398

+ 13 3059ZCCHC2_uc002lio.2_RNA|ZCCHC2_uc002liq.2_Missense_Mutation_p.S490NNM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2CGAAGGTGCAGCTGTGGGACC0.502

- 18 2466RTTN_uc002lko.2_RNA|RTTN_uc010xfb.1_5'UTRNM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8CTGGAGAGAACTCTGGCGTCT0.413

- 3 978 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANLumenal (Potential). 0AACAGTCAAAGAAATTGCAGT0.468

- 3 505TXNL4A_uc002lnr.2_3'UTR|TXNL4A_uc002lnq.2_RNA|TXNL4A_uc010drf.2_RNA|TXNL4A_uc010drg.2_Missense_Mutation_p.G51ENM_006701 NP_006692 P83876 TXN4A_HUMAN 0TTTGCGGGCCCCGCGGTACAC0.587

+ 4 883 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8AATATTTTAGGTGAAACTAAA0.398

+ 4 269PTBP1_uc002lpp.2_Missense_Mutation_p.G55S|PTBP1_uc002lpq.2_Missense_Mutation_p.G55S|PTBP1_uc002lps.2_Intron|PTBP1_uc002lpt.2_RNA|PTBP1_uc002lpu.1_Missense_Mutation_p.G25SNM_031991 NP_114368 P26599 PTBP1_HUMAN 2CCGAAGTGCAGGCGTCCCCTC0.582

- 16 1457TCF3_uc002lto.2_Missense_Mutation_p.A225T|TCF3_uc002ltt.3_Missense_Mutation_p.A464T|TCF3_uc002ltq.2_Missense_Mutation_p.A413T|TCF3_uc002lts.1_Missense_Mutation_p.A380T|TCF3_uc010dso.1_RNANM_003200 NP_003191 P15923 TFE2_HUMAN 7CTGGGGAGGGCCGCGTGGTTG0.682

- 6 2490REXO1_uc010dsq.2_Splice_Site_p.S108_splice|REXO1_uc010xgs.1_Splice_Site|REXO1_uc010dsp.1_5'Flank|uc002lub.1_5'FlankNM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0TCTTTAAACTCTAGAGGGAAG0.572

+ 6 903THOP1_uc010xgz.1_Missense_Mutation_p.E129KNM_003249 NP_003240 P52888 THOP1_HUMAN 3CCGGTGCAAGGAGGTGAGAAG0.612

+ 6 764CELF5_uc002lxl.1_Missense_Mutation_p.P243S|CELF5_uc010dtj.1_Missense_Mutation_p.P243S|CELF5_uc010xhg.1_Missense_Mutation_p.P129S|CELF5_uc002lxn.2_RNANM_021938 NP_068757 Q8N6W0 CELF5_HUMAN 2GCCCTTCAGCCCCTACAGTGC0.647

- 4 361PIP5K1C_uc010xhq.1_Missense_Mutation_p.V102M|PIP5K1C_uc010xhr.1_Missense_Mutation_p.V102MNM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4TGCATGAGCACGTCGCGTTCG0.657

- 3 627 NM_030662 NP_109587 P36507 MP2K2_HUMANProtein kinase. 0GGCGAGTTGCATTCGTGCAGG0.612

- 7 683SIRT6_uc002lzn.2_Intron|SIRT6_uc002lzp.2_Intron|SIRT6_uc010xid.1_Missense_Mutation_p.D136G|SIRT6_uc002lzq.2_Missense_Mutation_p.D181G|SIRT6_uc002lzr.2_Missense_Mutation_p.D109GNM_016539 NP_057623 Q8N6T7 SIRT6_HUMANDeacetylase sirtuin-type. 1GATGGACAGGTCGGCGTTCCT0.692

+ 3 209 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0TTCAATGCTCGGAAGGAGACG0.557

+ 6 2310SHD_uc010dtu.2_Missense_Mutation_p.G243SNM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0GAGCAGCCAGGGCTTCCTGCA0.657

- 7 757STAP2_uc002mac.2_Splice_Site_p.P220_splice|STAP2_uc002mad.2_Splice_Site_p.P113_spliceNM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN 1CCAACGCTCACCGGCTGTTCC0.622

- 2 435 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN 1TTCAATGCCTCTAGAGAGATC0.662

- 6 1199PRR22_uc010xiv.1_5'Flank|DUS3L_uc002mdd.2_Missense_Mutation_p.G126S|DUS3L_uc010duk.2_Missense_Mutation_p.G33SNM_020175 NP_064560 Q96G46 DUS3L_HUMAN 0GGGAAGGCGCCCTCCAGCTGT0.652

- 20 2595 NM_000064 NP_000055 P01024 CO3_HUMAN 5CGGATTTCCACCTGCTCGTTT0.577

+ 8 1285ZNF557_uc002mga.2_Missense_Mutation_p.R274H|ZNF557_uc002mgc.2_Missense_Mutation_p.R274HNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 5. 2CGTGAGTTCCGCACTCAGTCA0.458

+ 11 1484MCOLN1_uc002mgp.2_Splice_Site_p.K418_spliceNM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1TCATGTGAAGGTACATCTAAC0.582

+ 14 1842PNPLA6_uc002mgq.1_5'Flank|PNPLA6_uc010xjp.1_5'Flank|PNPLA6_uc002mgr.1_5'Flank|PNPLA6_uc010xjq.1_5'Flank|PNPLA6_uc002mgs.2_5'Flank|MCOLN1_uc002mgp.2_Missense_Mutation_p.E538KNM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1GGACCCCTCGGAGGAGCATTC0.592

+ 10 999HNRNPM_uc010dwc.1_Missense_Mutation_p.G307R|HNRNPM_uc010xke.1_Missense_Mutation_p.G268R|HNRNPM_uc010dwd.2_Missense_Mutation_p.G268R|HNRNPM_uc002mka.2_Missense_Mutation_p.G187RNM_005968 NP_005959 P52272 HNRPM_HUMAN 0TATTGGCATGGGGTTAGGACC0.468

- 19 2041 NM_012335 NP_036467 O00160 MYO1F_HUMANMyosin head-like. 3CGCCACCGCGGCCACGTCTCG0.652

- 4 385MYO1F_uc002mkh.2_Missense_Mutation_p.D91N|MYO1F_uc010xkf.1_Missense_Mutation_p.D91NNM_012335 NP_036467 O00160 MYO1F_HUMANMyosin head-like. 3TACATGTTGTCCGTGAGGGCG0.582

- 3 19939 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TCTTTAATGTCTTCTGAAGTA0.458

- 6 2027ZNF846_uc010xky.1_Intron|ZNF846_uc010xkz.1_Intron|ZNF846_uc010dww.2_Intron|ZNF846_uc002mmc.1_Missense_Mutation_p.T370INM_001077624 NP_001071092 Q147U1 ZN846_HUMANC2H2-type 13. 1TCCAGTGTGAGTTCGTGTGTG0.398

- 55 4062 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10GCACCTTTCTCCCCTTCTCTG0.607



- 43 3235 NM_015719 NP_056534 P25940 CO5A3_HUMANTriple-helical region. 10TTTGCCAGTGGGGCCAGGGGG0.657

+ 5 893 NM_015725 NP_056540 Q9NYR8 RDH8_HUMAN 4ACCCTGCACTACTTCCGGGAC0.612

+ 3 454ICAM5_uc002mnv.3_Missense_Mutation_p.P5LNM_003259 NP_003250 Q9UMF0 ICAM5_HUMANExtracellular (Potential).|Ig-like C2-type 1. 3CCGCTGCCTCCCTGGCAGCCG0.682

- 3 543CDC37_uc002moe.1_Missense_Mutation_p.V98M|CDC37_uc010dxf.1_Translation_Start_Site|CDC37_uc002mog.1_Missense_Mutation_p.V143M|CDC37_uc002moh.2_Missense_Mutation_p.V143MNM_007065 NP_008996 Q16543 CDC37_HUMAN 0TGCTCCCTCACCTCCTCTGAG0.577

+ 4 753DNM2_uc010dxk.2_Splice_Site|DNM2_uc002mpt.1_Splice_Site_p.G197_splice|DNM2_uc002mpv.1_Splice_Site_p.G197_splice|DNM2_uc002mpu.1_Splice_Site_p.G197_splice|DNM2_uc010dxl.1_Splice_Site_p.G197_spliceNM_001005361 NP_001005361 P50570 DYN2_HUMAN 6GATCCCCAAGGTAACCCTGAG0.592

- 3 420 NM_006858 NP_006849 Q13445 TMED1_HUMANGOLD.|Extracellular (Potential).p.D102N(1) 4AGCTTGTAGTCCCCGGCCTCC0.592

+ 4 979ZNF441_uc002msn.3_Missense_Mutation_p.S218NNM_152355 NP_689568 Q8N8Z8 ZN441_HUMANC2H2-type 4; degenerate. 1AAAGCCTTCAGTTGTTCCTGT0.393

- 10 1112FARSA_uc002mvt.2_RNA|FARSA_uc010xmv.1_Missense_Mutation_p.R324H|FARSA_uc010dyy.1_Missense_Mutation_p.R276HNM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1CCGGAATACGCGGTCGATGGA0.602

- 3 551PODNL1_uc010xni.1_Missense_Mutation_p.M32I|PODNL1_uc010xnj.1_Missense_Mutation_p.E91K|PODNL1_uc002mxs.2_Missense_Mutation_p.E91KNM_024825 NP_079101 Q6PEZ8 PONL1_HUMANLeu-rich.|LRR 1. 1CGGGACAGCTCATTGTAGGGG0.607

+ 10 1588PKN1_uc002myq.2_Missense_Mutation_p.V480INM_002741 NP_002732 Q16512 PKN1_HUMAN 8CTTCCCCCAGGTCACCTTCCG0.597

- 11 1469EMR3_uc010dzp.2_Missense_Mutation_p.G389S|EMR3_uc010xnv.1_Missense_Mutation_p.G315SNM_032571 NP_115960 Q9BY15 EMR3_HUMANCytoplasmic (Potential). 6AGGTGCACACCCTCCAGCAGC0.557

+ 10 1177 NM_023944 NP_076433 7GTTTCCTTAGGGACGACCTGG0.517

+ 9 1521SLC27A1_uc010xpp.1_Splice_Site_p.G312_splice|SLC27A1_uc002ngv.1_Splice_Site_p.G93_spliceNM_198580 NP_940982 Q6PCB7 S27A1_HUMAN 0TACCTCTCAGGTGCGCAGCCT0.647

+ 5 975ARRDC2_uc002nhu.2_Missense_Mutation_p.V273MNM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1CGTTCTACACGTGGACTACGC0.677

- 8 800IL12RB1_uc010xqb.1_Missense_Mutation_p.E246K|IL12RB1_uc002nhx.1_Missense_Mutation_p.E286K|IL12RB1_uc002nhy.2_Missense_Mutation_p.E246KNM_005535 NP_005526 P42701 I12R1_HUMANExtracellular (Potential).|Fibronectin type-III 3. 1CCCAGCTGCTCCACCGAGAAT0.478

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 4 1480ZNF626_uc002npc.1_Missense_Mutation_p.R368GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1TGAATTCTCCTATGTGTAGTA0.373

- 5 1723ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7CTTATGTGTAGTAAGGGTTGA0.368

- 4 1395ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TGAATGACCTCATGTTTAGTA0.368

- 3 503 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0TTTTTGGAAAGAATCTTCTAT0.308

- 7 2771 NM_001080409 NP_001073878 2TTGCTTAAAAGCTTTGCCACA0.368

- 5 905 NM_001080409 NP_001073878 2GGGTTTCTGTCCAGTATGAAT0.363

+ 4 3808ZNF536_uc010edd.1_Missense_Mutation_p.P1224SNM_014717 NP_055532 O15090 ZN536_HUMAN 11ACTGGTCTCACCTTTATCCCA0.667

+ 3 2256ZNF507_uc002ntc.2_Missense_Mutation_p.V662I|ZNF507_uc010xrn.1_Missense_Mutation_p.V662I|ZNF507_uc002ntd.2_Missense_Mutation_p.V662INM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN C2H2-type 4. 5GCACTTACGAGTCCATCGACA0.502

+ 7 1018 NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1AATGTGCATGGTCTAGCTTAC0.463

+ 5 1147ZNF30_uc002nxf.2_Missense_Mutation_p.E176K|ZNF30_uc010edq.1_Missense_Mutation_p.E258K|ZNF30_uc010edr.1_Missense_Mutation_p.E258KNM_194325 NP_919306 P17039 ZNF30_HUMAN 2TCACACTGGTGAAAAACCCTT0.448

+ 5 1301ZNF30_uc002nxf.2_Missense_Mutation_p.R227T|ZNF30_uc010edq.1_Missense_Mutation_p.R309T|ZNF30_uc010edr.1_Missense_Mutation_p.R309TNM_194325 NP_919306 P17039 ZNF30_HUMAN C2H2-type 7. 2AAGCATCAGAGAATTCATACT0.448

+ 9 1711MAG_uc002nyx.1_Missense_Mutation_p.V521G|MAG_uc010eds.1_Missense_Mutation_p.V496G|MAG_uc002nyz.1_Missense_Mutation_p.V521GNM_002361 NP_002352 P20916 MAG_HUMANHelical; (Potential). 7GGCGCCGTGGTCGCCTTTGCC0.592

+ 9 1125uc010eec.1_RNA|uc002oag.2_Intron|TMEM147_uc002oai.1_5'Flank|TMEM147_uc002oaj.1_5'Flank|TMEM147_uc002oak.1_5'FlankNM_014364 NP_055179 O14556 G3PT_HUMAN 0TGTAAAAGCAGCAGCCAAGGG0.642

+ 2 1312 NM_024509 NP_078785 Q9BTN0 LRFN3_HUMANLRRCT.|Extracellular (Potential). 0TGGGCGGTGGGCGAGGAGGAG0.726

- 6 1279ZNF345_uc002oez.2_IntronNM_001037232 NP_001032309 Q3KNS6 ZN829_HUMAN C2H2-type 6. 0TGAGTGTTGAGTAAAGGCTTT0.383

- 2 210ZNF573_uc010efs.2_Missense_Mutation_p.N7S|ZNF573_uc002ohd.2_Missense_Mutation_p.N61S|ZNF573_uc002ohf.2_5'UTR|ZNF573_uc002ohg.2_5'UTRNM_152360 NP_689573 Q86YE8 ZN573_HUMAN KRAB. 1TGATACCAGGTTTCTATAGTT0.408

+ 3 1812 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2CAATGAGATCGGGGGCGAGTG0.657

+ 17 4978 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2TTTGGGCAACCGAGGTTGAGG0.537

+ 3 509NFKBIB_uc002ojx.2_Missense_Mutation_p.P119S|NFKBIB_uc002ojy.2_Missense_Mutation_p.P151SNM_002503 NP_002494 Q15653 IKBB_HUMAN ANK 3. 2TCAGCCCCGCCCCCGGCGCCC0.721

+ 3 458 NM_172140 NP_742152 Q8IU54 IL29_HUMAN 0CCTTCACACCCTGCACCACAT0.682

+ 2 186SUPT5H_uc010xvb.1_Missense_Mutation_p.D3N|SUPT5H_uc002olp.3_Missense_Mutation_p.D3N|SUPT5H_uc002olq.3_Missense_Mutation_p.D3N|SUPT5H_uc002oln.3_Missense_Mutation_p.D3N|SUPT5H_uc002olr.3_Missense_Mutation_p.D3NNM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4GAAGATGTCGGACAGCGAGGA0.657

- 7 836AKT2_uc010egs.2_Missense_Mutation_p.D192N|AKT2_uc010egt.2_Missense_Mutation_p.D130N|AKT2_uc010xvj.1_Missense_Mutation_p.D130N|AKT2_uc010egu.1_Missense_Mutation_p.D130N|AKT2_uc010xvk.1_Missense_Mutation_p.D192N|AKT2_uc002one.2_Missense_Mutation_p.D88NNM_001626 NP_001617 P31751 AKT2_HUMAN Protein kinase. 2GCGACTTCATCCTGCAGACAG0.617

- 7 1728PRX_uc002onq.2_Missense_Mutation_p.P348S|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN9.|55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].2CGCACCTCCGGCACAGCCATC0.592

+ 1 70 LTBP4_uc002oog.1_IntronNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN 1CTTCGCAGCCGCCACCTCCGC0.672

+ 1 728ADCK4_uc002ooq.1_5'Flank|ADCK4_uc002oor.2_5'Flank|ADCK4_uc002oos.2_5'FlankNM_025194 NP_079470 Q96DU7 IP3KC_HUMAN 0GATGGCTCCAGGACACAACAG0.512

+ 1 775 NM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANExtracellular (Potential).|CUB 1. 1GTGACGGATGGTGCGGGCAAC0.667

+ 6 593ZNF227_uc010xwu.1_Missense_Mutation_p.C79R|ZNF227_uc002oyv.2_Missense_Mutation_p.C130R|ZNF227_uc010xwv.1_Missense_Mutation_p.C79R|ZNF227_uc010xww.1_Missense_Mutation_p.C51R|ZNF227_uc002oyw.2_Missense_Mutation_p.C102R|ZNF227_uc010ejh.2_Missense_Mutation_p.C123R|ZNF235_uc002oyx.1_RNANM_182490 NP_872296 Q86WZ6 ZN227_HUMAN 1ATTAACCAGGTGTCTTCAGGG0.373

+ 5 550CLPTM1_uc010ejv.1_Missense_Mutation_p.P77S|CLPTM1_uc010xxf.1_Missense_Mutation_p.P77S|CLPTM1_uc010xxg.1_Missense_Mutation_p.P165SNM_001294 NP_001285 O96005 CLPT1_HUMANExtracellular (Potential). 1CCACCCAGACCCCCGGCAGAA0.622

+ 7 1225QPCTL_uc010ekn.2_Missense_Mutation_p.G241ENM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1GTCACTTCAGGGGTACCCGTG0.597

- 2 582DMWD_uc002pdk.1_Missense_Mutation_p.T179INM_004943 NP_004934 Q09019 DMWD_HUMAN 0CAGCGAGATGGTCTCGGTGGC0.542

+ 4 369 NM_022142 NP_071425 Q96BH3 ESPB1_HUMANFibronectin type-II 2. 0AACAGATTACCCACGCTGTAT0.463



+ 2 563FUT2_uc010emc.2_Missense_Mutation_p.P151LNM_001097638 NP_001091107 Q10981 FUT2_HUMANLumenal (Potential). 1ACCGGCTACCCCTGCTCCTGG0.647

- 4 452FUZ_uc002ppr.1_Missense_Mutation_p.T16I|FUZ_uc002pps.1_RNA|FUZ_uc002ppt.1_RNA|FUZ_uc002ppu.1_Missense_Mutation_p.T80I|FUZ_uc002ppv.1_Missense_Mutation_p.T66I|FUZ_uc010ybd.1_Missense_Mutation_p.T116INM_025129 NP_079405 Q9BT04 FUZZY_HUMAN 0GCGGATATTGGTCAGTTCTTC0.458

- 8 1615IL4I1_uc002pqv.1_Missense_Mutation_p.D522N|IL4I1_uc010eno.1_Missense_Mutation_p.D521N|IL4I1_uc002pqw.1_Missense_Mutation_p.D521N|IL4I1_uc002pqu.1_Missense_Mutation_p.D535NNM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3CTGGCCGTGTCCGATGCAGGC0.692

- 3 300KLK6_uc010eoj.2_Missense_Mutation_p.A14T|KLK6_uc002puh.2_Missense_Mutation_p.A23T|KLK6_uc002puj.2_Intron|KLK6_uc010ycn.1_5'UTR|KLK6_uc002pul.2_Missense_Mutation_p.A14T|KLK6_uc002pum.2_5'UTRNM_001012964 NP_001012982 Q92876 KLK6_HUMAN 0CTTTCCCCACCTGCAGCAATC0.423

+ 2 725 NM_002030 NP_002021 P25089 FPR3_HUMANExtracellular (Potential). 6TTTCAACTTTGCATTCTGGGG0.433

+ 5 2096ZNF808_uc002pzq.2_RNA|ZNF808_uc010epr.1_5'FlankNM_001039886 NP_001034975 Q8N4W9 ZN808_HUMANC2H2-type 15. 0CAGCTGGCACGACATACAAGA0.408

- 3 2019 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMAN 0AGATTTCTCTCCAGTATGAAG0.433

- 4 527ZNF468_uc002qae.2_Missense_Mutation_p.H73YNM_001008801 NP_001008801 Q5VIY5 ZN468_HUMAN 2CTTTGATCATGTTGGCCTGTA0.438

+ 7 1151LILRB1_uc010erp.1_Intron|LILRB1_uc002qgl.2_Missense_Mutation_p.A271T|LILRB1_uc002qgk.2_Missense_Mutation_p.A271T|LILRB1_uc002qgm.2_Missense_Mutation_p.A271T|LILRB1_uc010erq.2_Missense_Mutation_p.A271T|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANIg-like C2-type 3.|Extracellular (Potential). 3GCTCGCTGGCGCACAGCCCCA0.607

- 1 159 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN DAPIN. 7CAGCTCAGCCCAGGGGATTGG0.453

+ 4 1907ZNF547_uc002qpm.3_Intron|ZNF549_uc010eud.1_Intron|ZNF549_uc002qpa.1_Missense_Mutation_p.G540DNM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1GTTCACACTGGCGAAAAGCCC0.448

- 2 247ZNF547_uc002qpm.3_Intron|ZNF549_uc010eud.1_Intron|ZNF550_uc002qpc.2_RNA|ZNF550_uc010eue.1_RNA|ZNF550_uc002qpd.2_RNANM_001039654 NP_001034743 Q7Z398 ZN550_HUMAN 0CTAGCTCTCCCCAACCTCGAA0.532

+ 3 1601ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.H460YNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1AGAAAGGCCACATGAGTGTGG0.453

+ 12 1385ASAP2_uc002qzi.2_Missense_Mutation_p.L349FNM_003887 NP_003878 O43150 ASAP2_HUMAN PH. 0TCCTGCAAAGCTCAACCTGCT0.483

- 17 2646PUM2_uc002rdq.1_Missense_Mutation_p.V254I|PUM2_uc002rdt.1_Missense_Mutation_p.V875I|PUM2_uc002rdr.2_Missense_Mutation_p.V735I|PUM2_uc010yjy.1_Missense_Mutation_p.V796I|PUM2_uc002rdu.1_Missense_Mutation_p.V875I|PUM2_uc010yjz.1_Missense_Mutation_p.V814INM_015317 NP_056132 Q8TB72 PUM2_HUMANPumilio 5.|PUM-HD. 1AGCACAAATACCTGAGGACAA0.363

+ 10 836GCKR_uc010ezd.2_Missense_Mutation_p.S257F|GCKR_uc010ylu.1_Missense_Mutation_p.S67FNM_001486 NP_001477 Q14397 GCKR_HUMAN SIS 1. 2CTCAGCGGCTCCTCCCGGATG0.552

+ 5 247PLB1_uc010ezj.1_Missense_Mutation_p.P83SNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|Extracellular (Potential).|1.9ATTCCAGCCTCCAGACCCAGG0.408

- 1 3247 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN Pro-rich. 1ATCGAGAAAGGGGGGCTTGCT0.607

- 8 3028NLRC4_uc002roj.1_Missense_Mutation_p.G928S|NLRC4_uc010ezt.1_Missense_Mutation_p.G263SNM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN LRR 11. 6GTGTACCTACCTAAAATTCTA0.413

- 36 6263HEATR5B_uc002rpo.1_Missense_Mutation_p.P368L|HEATR5B_uc010ezy.1_Missense_Mutation_p.P551LNM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8ATGTATGGCGGGGGCTGGTTG0.423

+ 5 638C2orf56_uc010ynj.1_RNA|C2orf56_uc002rqc.3_Intron|C2orf56_uc010ynk.1_Intron|C2orf56_uc010ynl.1_Missense_Mutation_p.G161D|C2orf56_uc010fah.2_IntronNM_144736 NP_653337 Q7L592 MIDA_HUMAN 1TATATGAAAGGTGTCACTAAG0.403

- 7 960THUMPD2_uc002rrv.2_RNA|THUMPD2_uc010ynt.1_Missense_Mutation_p.G199ENM_025264 NP_079540 Q9BTF0 THUM2_HUMAN 1TGTTCCAAGTCCACACATTGG0.323

- 16 2785THADA_uc010far.2_Missense_Mutation_p.M80I|THADA_uc002rsx.3_Missense_Mutation_p.M811I|THADA_uc002rsy.3_RNA|THADA_uc010fas.1_RNA|THADA_uc002rsz.2_Missense_Mutation_p.M521I|THADA_uc010fat.1_Intron|THADA_uc002rta.2_Missense_Mutation_p.M521I|THADA_uc002rtb.1_Missense_Mutation_p.M811I|THADA_uc002rtc.3_Missense_Mutation_p.M811INM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3TTGATAACTTCATCAGAAGAT0.343

- 37 4044 NM_133259 NP_573566 P42704 LPPRC_HUMAN 3TTCTCTGAGACTGACATAAAG0.368

- 7 1069PREPL_uc002rug.2_Missense_Mutation_p.R345K|PREPL_uc002ruh.2_Intron|PREPL_uc010fax.2_Missense_Mutation_p.R345K|PREPL_uc002rui.3_Missense_Mutation_p.R256K|PREPL_uc002ruj.1_Missense_Mutation_p.R256K|PREPL_uc002ruk.1_Missense_Mutation_p.R345KNM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1 TTTTGTATTTCTCTTCATTGT0.363

+ 2 578MSH6_uc002rwc.2_Nonsense_Mutation_p.W142*|MSH6_uc010fbj.2_5'UTR|MSH6_uc010yoi.1_Intron|MSH6_uc010yoj.1_5'UTRNM_000179 NP_000170 P52701 MSH6_HUMAN PWWP. 168CAAGGGGCTGGGTTAGCAAAA0.373

+ 4 1714MSH6_uc002rwc.2_Missense_Mutation_p.T521I|MSH6_uc010fbj.2_Missense_Mutation_p.T219I|MSH6_uc010yoi.1_Missense_Mutation_p.T391I|MSH6_uc010yoj.1_Missense_Mutation_p.T219INM_000179 NP_000170 P52701 MSH6_HUMAN 168ACCAAGGGTACACAGACTTAC0.438 rs149159527

+ 4 2346MSH6_uc002rwc.2_Nonsense_Mutation_p.R732*|MSH6_uc010fbj.2_Nonsense_Mutation_p.R430*|MSH6_uc010yoi.1_Nonsense_Mutation_p.R602*|MSH6_uc010yoj.1_Nonsense_Mutation_p.R430*NM_000179 NP_000170 P52701 MSH6_HUMAN 168AGCCTATCAACGAATGGTGCT0.398 rs63751127

+ 8 3808MSH6_uc010fbj.2_Missense_Mutation_p.T917I|MSH6_uc010yoi.1_Missense_Mutation_p.T1089I|MSH6_uc010yoj.1_Missense_Mutation_p.T917INM_000179 NP_000170 P52701 MSH6_HUMAN p.T1219I(4) 168GGAAGAGGTACTGCAACATTT0.323 rs63750949

+ 1 753STON1_uc002rwo.3_Missense_Mutation_p.L236F|STON1_uc010fbm.2_Missense_Mutation_p.L236F|STON1-GTF2A1L_uc002rwp.1_Missense_Mutation_p.L236F|STON1_uc002rwr.2_RNA|STON1_uc002rwq.2_Missense_Mutation_p.L236FNM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5GCTTGAACATCTCCAGTCAGC0.408

+ 14 1719ASB3_uc002rxi.3_Intron|ERLEC1_uc002rxm.2_Missense_Mutation_p.S454F|ERLEC1_uc002rxn.2_Missense_Mutation_p.S426FNM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN 2GGACTTCTTTCTCTCCCCAAC0.358

- 80 10083USP34_uc002sbd.2_Missense_Mutation_p.R156KNM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19AACACGCCGCCTTTTAATGGG0.488

- 3 1171FAM161A_uc002sbm.3_Missense_Mutation_p.A357T|FAM161A_uc002sbn.3_Missense_Mutation_p.A167T|FAM161A_uc010fcm.1_RNA|FAM161A_uc010fcn.1_Missense_Mutation_p.A248TNM_032180 NP_115556 Q3B820 F161A_HUMAN 3ATGGGTCTGGCTTTAAATCGA0.418

- 3 1610RAB11FIP5_uc002sit.3_Missense_Mutation_p.E379KNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0GGCTTGCGTTCCTCCTTCCGG0.652

+ 10 1276CCT7_uc002sja.2_Missense_Mutation_p.A188S|CCT7_uc010yrf.1_Missense_Mutation_p.A348S|CCT7_uc010feu.2_Missense_Mutation_p.A350S|CCT7_uc010yrg.1_Missense_Mutation_p.A292S|CCT7_uc010yrh.1_Missense_Mutation_p.A264S|CCT7_uc010yri.1_Missense_Mutation_p.A305SNM_006429 NP_006420 Q99832 TCPH_HUMAN 0CCTGCATGATGCCATCATGAT0.542

- 12 1832GGCX_uc010yss.1_Missense_Mutation_p.G392R|GGCX_uc010yst.1_Missense_Mutation_p.G519RNM_000821 NP_000812 P38435 VKGC_HUMANLumenal (Potential). 1ATTTTTTCTCCCTCTCGAAGA0.353

- 4 2210VPS24_uc010ytl.1_Intron|RNF103_uc002srm.2_Missense_Mutation_p.S275C|uc002sro.2_IntronNM_005667 NP_005658 O00237 RN103_HUMANHelical; (Potential). 1TGGGTGTGAAGAGTAAAACAT0.388

- 39 5584SNRNP200_uc002svt.2_Missense_Mutation_p.S443N|SNRNP200_uc010yuj.1_RNANM_014014 NP_054733 O75643 U520_HUMAN SEC63 2. 10GAGGGACATGCTGAAGAGCTC0.517

+ 8 1137CNGA3_uc002syu.2_Nonsense_Mutation_p.W222*|CNGA3_uc010fij.2_Nonsense_Mutation_p.W244*NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6ACAGGCTGTGGCAGCATTACA0.483

+ 6 535MRPL30_uc002szl.1_RNA|MRPL30_uc002szt.1_RNA|MRPL30_uc002szv.2_Missense_Mutation_p.P125SNM_145213 NP_660214 Q8TCC3 RM30_HUMAN 1CTTGAAGTTGCCACAAGGACT0.343

+ 10 857MAP4K4_uc002tbc.2_Missense_Mutation_p.G268R|MAP4K4_uc002tbd.2_Missense_Mutation_p.G268R|MAP4K4_uc002tbe.2_Missense_Mutation_p.G268R|MAP4K4_uc002tbf.2_Missense_Mutation_p.G268R|MAP4K4_uc010yvy.1_Missense_Mutation_p.G268R|MAP4K4_uc002tbh.2_Missense_Mutation_p.G268R|MAP4K4_uc002tbi.2_Intron|MAP4K4_uc010yvz.1_Missense_Mutation_p.G248R|MAP4K4_uc010fiw.1_Missense_Mutation_p.G110R|MAP4K4_uc002tbj.1_Missense_Mutation_p.G164RNM_145687 NP_663720 O95819 M4K4_HUMANProtein kinase. 4TTTTATAGAAGGGTGCCTGGT0.373

+ 13 2579PSD4_uc002tjd.2_Missense_Mutation_p.G420D|PSD4_uc002tje.2_Missense_Mutation_p.G770D|PSD4_uc002tjf.2_Missense_Mutation_p.G420D|PSD4_uc002tjg.2_5'UTR|PSD4_uc010yxs.1_Missense_Mutation_p.G30D|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2GCGCCATGGGGCAAGCGTGGC0.547

+ 2 269EPB41L5_uc010flk.2_Missense_Mutation_p.S48F|EPB41L5_uc010fll.2_Missense_Mutation_p.S48F|EPB41L5_uc002tmh.3_Missense_Mutation_p.S48FNM_020909 NP_065960 Q9HCM4 E41L5_HUMAN FERM. 1TGTCGGGTGTCCCTTCTGGAT0.473

- 79 13097 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 35. 50AACAGTCCAGTACATCATCCT0.388

+ 1 1684GALNT5_uc010zci.1_RNANM_014568 NP_055383 Q7Z7M9 GALT5_HUMANLumenal (Potential). 4AGTGGATAGAGCCATTGAAGA0.443

+ 15 2766PKP4_uc002tzu.2_Missense_Mutation_p.E836K|PKP4_uc002tzw.2_Missense_Mutation_p.E836K|PKP4_uc002tzx.2_Missense_Mutation_p.E493K|PKP4_uc002uaa.2_Missense_Mutation_p.E688K|uc002uab.1_Intron|PKP4_uc002uac.2_Missense_Mutation_p.E17KNM_003628 NP_003619 Q99569 PKP4_HUMAN ARM 7. 7TCTTCTAGCAGAAAGTTCCAA0.527

- 6 1278PLA2R1_uc010zcp.1_Nonsense_Mutation_p.Y357*|PLA2R1_uc002ubf.2_Nonsense_Mutation_p.Y357*NM_007366 NP_031392 Q13018 PLA2R_HUMANExtracellular (Potential). 3TGTGGTTTAGATATTTTTTAC0.343



+ 22 4285SCN2A_uc002udd.2_Missense_Mutation_p.G1332E|SCN2A_uc002ude.2_Missense_Mutation_p.G1332ENM_001040142 NP_001035232 Q99250 SCN2A_HUMAN III. 8GCTCTTTTAGGAGCCATTCCA0.333

- 4 629 NM_013233 NP_037365 Q9UEW8 STK39_HUMANProtein kinase. 2TTGTGTTCTCCTCGGTTGACA0.363

- 55 10880 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 27.|Extracellular (Potential). 29CTGGAACTGTCCCAGTCGGCA0.532

- 8 1055LRP2_uc010zdf.1_Missense_Mutation_p.S281FNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 7.|Extracellular (Potential). 29TTTATAAATGGAGATGCATCG0.423

+ 4 512KLHL23_uc002ufh.1_IntronNM_001008489 NP_001008489 Q8TCD6 PHOP2_HUMAN 1TTATCGAAAAGGATTTTGGAC0.368

- 272 61110uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.E13991K|TTN_uc010zfi.1_Missense_Mutation_p.E13924K|TTN_uc010zfj.1_Missense_Mutation_p.E13799K|uc002umv.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TATTTAGGTTCAGTCCAAATG0.388

- 207 40893TTN_uc010zfh.1_Missense_Mutation_p.Y7252H|TTN_uc010zfi.1_Missense_Mutation_p.Y7185H|TTN_uc010zfj.1_Missense_Mutation_p.Y7060HNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTAAATAAGTACTCTTTTCCT0.368

- 46 15496TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCTCTCCAGAGTCTCTCCTGG0.527

- 46 15409TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AGGTGTGGAGTATCTCTCTAG0.512

+ 8 1140DNAJC10_uc002uox.1_RNA|DNAJC10_uc002uoy.1_RNA|DNAJC10_uc002uoz.1_Missense_Mutation_p.T242I|DNAJC10_uc010fro.1_RNANM_018981 NP_061854 Q8IXB1 DJC10_HUMAN 4GAACTTTGGACAGGTAATTTT0.328

+ 8 1738ANKAR_uc002uqu.2_RNANM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN ANK 4. 4CACTTCAGGAGCACTGGACAC0.333

+ 10 2666PMS1_uc010zgb.1_Nonsense_Mutation_p.Q652*|PMS1_uc002urk.3_Nonsense_Mutation_p.Q674*|PMS1_uc002uri.3_Intron|PMS1_uc010zgc.1_Nonsense_Mutation_p.Q537*|PMS1_uc010zgd.1_Nonsense_Mutation_p.Q537*|PMS1_uc002urj.2_Intron|PMS1_uc010fry.1_Intron|PMS1_uc010frz.2_Intron|PMS1_uc002url.2_Intron|PMS1_uc002urm.2_RNA|PMS1_uc002urn.1_Nonsense_Mutation_p.Q381*NM_000534 NP_000525 P54277 PMS1_HUMAN 4TTTTAAGAAACAAAACAAAGT0.333

- 16 1656STAT1_uc010fse.1_Missense_Mutation_p.P423L|STAT1_uc002usk.2_Missense_Mutation_p.P423L|STAT1_uc002usl.2_Missense_Mutation_p.P425L|STAT1_uc010fsf.1_Missense_Mutation_p.P235LNM_007315 NP_009330 P42224 STAT1_HUMAN 10AACGATGAGAGGACCCTTGGA0.408

- 41 7132 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANATP (Potential).|AAA 4 (By similarity). 12CCTTCCACTCCCTCCAACCCC0.473

+ 4 699HSPD1_uc002uuk.2_5'FlankNM_002157 NP_002148 P61604 CH10_HUMAN 0TCACTTGCAGGATTATTTCCT0.333

- 6 590PPIL3_uc002uwi.2_Missense_Mutation_p.V121I|PPIL3_uc002uwj.2_3'UTR|PPIL3_uc002uwk.2_Missense_Mutation_p.V117INM_130906 NP_570981 Q9H2H8 PPIL3_HUMANPPIase cyclophilin-type. 0TTTCCAAATACGGTGTATTTC0.383 rs61730410

+ 4 619CASP8_uc010ftc.1_Missense_Mutation_p.M137K|CASP8_uc002uxo.1_Missense_Mutation_p.M137K|CASP8_uc002uxp.1_Missense_Mutation_p.M169K|CASP8_uc002uxq.1_Missense_Mutation_p.M137K|CASP8_uc002uxs.1_Missense_Mutation_p.M137K|CASP8_uc002uxt.1_Missense_Mutation_p.M196K|CASP8_uc002uxu.1_RNA|CASP8_uc010ftd.1_Missense_Mutation_p.M34K|CASP8_uc002uxv.1_Missense_Mutation_p.M137K|CASP8_uc002uxw.1_Missense_Mutation_p.M137K|CASP8_uc002uxy.1_Missense_Mutation_p.M137K|CASP8_uc002uxx.1_Missense_Mutation_p.M137K|CASP8_uc010ftf.2_Missense_Mutation_p.M137K|CASP8_uc010fte.1_Missense_Mutation_p.M34KNM_033355 NP_203519 Q14790 CASP8_HUMAN DED 2. 5GATGATGACATGGTAAGACCT0.413

+ 8 904CASP8_uc002uxo.1_Silent_p.T210T|CASP8_uc002uxp.1_Missense_Mutation_p.P249L|CASP8_uc002uxq.1_Missense_Mutation_p.P217L|CASP8_uc002uxt.1_Missense_Mutation_p.P291L|CASP8_uc002uxu.1_RNA|CASP8_uc002uxv.1_Missense_Mutation_p.P217L|CASP8_uc002uxw.1_Missense_Mutation_p.P217L|CASP8_uc002uxy.1_Missense_Mutation_p.P232L|CASP8_uc002uxx.1_Missense_Mutation_p.P217L|CASP8_uc010ftf.2_Intron|CASP8_uc010fte.1_Silent_p.T92TNM_033355 NP_203519 Q14790 CASP8_HUMAN 5AAAAGCAAACCTCGGGGATAC0.428

+ 10 1175CPS1_uc010fur.2_Missense_Mutation_p.G354D|CPS1_uc010fus.2_5'FlankNM_001875 NP_001866 P31327 CPSM_HUMANGlutamine amidotransferase type-1. 13CTCCCTGCTGGCTGGAAACCA0.423

+ 12 1481SPAG16_uc010fuz.1_Nonsense_Mutation_p.W314*|SPAG16_uc002ver.2_Nonsense_Mutation_p.W409*|SPAG16_uc010zjk.1_Nonsense_Mutation_p.W369*NM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 3. 2GCAAAATTTGGGATGTTAATA0.413

- 40 6675FN1_uc002vfb.2_Missense_Mutation_p.V1956I|FN1_uc002vfc.2_Missense_Mutation_p.V1931I|FN1_uc002vfd.2_Missense_Mutation_p.V2112I|FN1_uc002vfe.2_Missense_Mutation_p.V2046I|FN1_uc002vff.2_Missense_Mutation_p.V2021I|FN1_uc002vfg.2_Missense_Mutation_p.V1956I|FN1_uc002vfh.2_Intron|FN1_uc002vfi.2_Missense_Mutation_p.V2137I|FN1_uc002vfj.2_Intron|FN1_uc002vez.2_Missense_Mutation_p.V331I|FN1_uc010zjp.1_Missense_Mutation_p.V674I|FN1_uc002vfk.1_Intron|FN1_uc010fva.1_Intron|FN1_uc010fvb.1_Intron|FN1_uc010fvc.1_Intron|FN1_uc010fvd.1_Missense_Mutation_p.V228INM_212482 NP_997647 P02751 FINC_HUMANConnecting strand 3 (CS-3) (V region). 13TGTTGCCCAACACTGGGTTGC0.532

- 31 5281FN1_uc002vfb.2_Missense_Mutation_p.G1581E|FN1_uc002vfc.2_Missense_Mutation_p.G1581E|FN1_uc002vfd.2_Missense_Mutation_p.G1672E|FN1_uc002vfe.2_Missense_Mutation_p.G1581E|FN1_uc002vff.2_Missense_Mutation_p.G1581E|FN1_uc002vfg.2_Missense_Mutation_p.G1581E|FN1_uc002vfh.2_Missense_Mutation_p.G1581E|FN1_uc002vfi.2_Missense_Mutation_p.G1672E|FN1_uc002vfj.2_Missense_Mutation_p.G1672E|FN1_uc002vez.2_5'UTR|FN1_uc010zjp.1_Missense_Mutation_p.G299E|FN1_uc010fvc.1_Missense_Mutation_p.G34E|FN1_uc010fvd.1_Missense_Mutation_p.G34ENM_212482 NP_997647 P02751 FINC_HUMANFibronectin type-III 12; extra domain. 13TGGTCCTGGTCCATTTTTGGG0.358

- 22 3781FN1_uc002vfb.2_Missense_Mutation_p.T1172I|FN1_uc002vfc.2_Missense_Mutation_p.T1172I|FN1_uc002vfd.2_Missense_Mutation_p.T1172I|FN1_uc002vfe.2_Missense_Mutation_p.T1172I|FN1_uc002vff.2_Missense_Mutation_p.T1172I|FN1_uc002vfg.2_Missense_Mutation_p.T1172I|FN1_uc002vfh.2_Missense_Mutation_p.T1172I|FN1_uc002vfi.2_Missense_Mutation_p.T1172I|FN1_uc002vfj.2_Missense_Mutation_p.T1172INM_212482 NP_997647 P02751 FINC_HUMAN|Fibronectin type-III 6. 13CTTCTTACGTGTCACCACTTT0.383

- 9 755RNF25_uc010fvw.2_Splice_Site_p.E111_spliceNM_022453 NP_071898 Q96BH1 RNF25_HUMAN 2GGTACAGCTCCTGGAAGGAAG0.562

- 8 894PRKAG3_uc010zkn.1_Splice_Site|PRKAG3_uc010fvy.1_Splice_Site_p.A334_spliceNM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN 2GAGACACCCACCTATCATTAG0.582

- 15 1712GLB1L_uc002vkk.2_Splice_Site_p.K248_splice|GLB1L_uc010zkx.1_Splice_Site_p.K401_splice|GLB1L_uc002vkn.2_Splice_Site_p.K491_spliceNM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0AGCTAGCTCACCTTGAAGTCA0.443

- 4 458TUBA4A_uc010zkz.1_Missense_Mutation_p.G119S|TUBA4B_uc002vku.2_5'Flank|TUBA4B_uc002vkv.1_5'FlankNM_006000 NP_005991 P68366 TBA4A_HUMAN 3ACCAGGAAGCCCTGAAGTCCT0.542

- 7 1197PTPRN_uc010zlc.1_Missense_Mutation_p.G280S|PTPRN_uc002vla.2_Missense_Mutation_p.G370SNM_002846 NP_002837 Q16849 PTPRN_HUMANExtracellular (Potential). 4CTTCCTGCACCCTTGGGCAGT0.627

+ 18 2228 NM_052902 NP_443134 Q8N1F8 S11IP_HUMAN 1CGTGGTTCTCCTCGCTGTGTC0.622

+ 21 2587PSMD1_uc002vrm.1_Intron|PSMD1_uc010fxu.1_Missense_Mutation_p.V683ANM_002807 NP_002798 Q99460 PSMD1_HUMAN 2CCTCTGGAAGTACCAAAAGAA0.343

- 12 5932COL6A3_uc002vwo.2_Missense_Mutation_p.P1677S|COL6A3_uc010znj.1_Missense_Mutation_p.P1276SNM_004369 NP_004360 P12111 CO6A3_HUMANVWFA 10.|Nonhelical region. 18CGCACGGTGGGCGAGCGGCCA0.602

+ 11 1484LRRFIP1_uc002vxc.2_Intron|LRRFIP1_uc010znm.1_Intron|LRRFIP1_uc002vxd.2_Missense_Mutation_p.D374N|LRRFIP1_uc002vxf.2_Missense_Mutation_p.D342NNM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3GGGTGCACCAGATGACAGGAC0.498

- 3 401ANKMY1_uc002vza.1_Missense_Mutation_p.E147K|ANKMY1_uc010fzd.1_Missense_Mutation_p.E147K|ANKMY1_uc002vzb.1_Missense_Mutation_p.E147K|ANKMY1_uc002vzc.1_Missense_Mutation_p.E147K|ANKMY1_uc002vzd.1_Missense_Mutation_p.E147K|ANKMY1_uc010fze.1_Intron|ANKMY1_uc002vze.2_Missense_Mutation_p.E49K|ANKMY1_uc002vzf.2_Missense_Mutation_p.E49KNM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1CCGTAGCCTTCTCGGTGGCTG0.562

+ 10 1080AGXT_uc002wab.3_Missense_Mutation_p.T198INM_000030 NP_000021 P21549 SPYA_HUMAN 0CGGCTTCCCACAGTCACCACT0.622

- 10 1602PASK_uc010zol.1_Missense_Mutation_p.A318T|PASK_uc010zom.1_Missense_Mutation_p.A469T|PASK_uc010fzl.1_Missense_Mutation_p.A504T|PASK_uc010zon.1_Missense_Mutation_p.A285T|PASK_uc002wap.2_Missense_Mutation_p.A47T|PASK_uc002waq.2_Missense_Mutation_p.A504TNM_015148 NP_055963 Q96RG2 PASK_HUMAN 6TTGGGCAGCGCCTGTTCACCG0.562

- 7 1077PASK_uc010zol.1_Missense_Mutation_p.A143T|PASK_uc010zom.1_Missense_Mutation_p.A294T|PASK_uc010fzl.1_Missense_Mutation_p.A329T|PASK_uc010zon.1_Missense_Mutation_p.A110T|PASK_uc002wap.2_5'Flank|PASK_uc002waq.2_Missense_Mutation_p.A329TNM_015148 NP_055963 Q96RG2 PASK_HUMAN 6ACAGGGGCCGCCTCACCGGTG0.612

- 16 2131HDLBP_uc002wba.2_Missense_Mutation_p.N635Y|HDLBP_uc002wbb.2_Missense_Mutation_p.N587YNM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4GCTTCGCAGTTGGCTCGCTTG0.458

- 2 422C20orf54_uc002wee.2_Missense_Mutation_p.P28LNM_033409 NP_212134 Q9NQ40 RFT2_HUMAN 2CACCAGCAGGGGCAGCTCTAC0.647

+ 3 1154STK35_uc010zpu.1_Intron|STK35_uc002wfw.3_Missense_Mutation_p.S252NNM_080836 NP_543026 Q8TDR2 STK35_HUMANProtein kinase. 1TTTGGACTAAGCAAGGTCTGT0.527

+ 15 1897TMC2_uc002wgg.1_Missense_Mutation_p.A612TNM_080751 NP_542789 Q8TDI7 TMC2_HUMANCytoplasmic (Potential). 3GCCTTCATATGCTGAGTTTGA0.343

- 4 730SIGLEC1_uc002wiz.3_Missense_Mutation_p.L244F|SIGLEC1_uc002wjc.2_Missense_Mutation_p.L155FNM_023068 NP_075556 Q9BZZ2 SN_HUMANIg-like C2-type 2.|Extracellular (Potential). 10GGGCTGAGGAGGATCTTCACA0.577

- 37 8249CHD6_uc002xjz.1_Missense_Mutation_p.P228SNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14GCGGGCAAAGGGGCACTGGGT0.542

- 36 7410CHD6_uc002xjz.1_5'UTRNM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14TGGCTCCTTGGGGATGGCAGG0.537

- 4 398SYS1_uc002xnw.1_3'UTR|SYS1-DBNDD2_uc002xnx.2_IntronNM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1TTCCTTCTCGGAGCACCCGAT0.493

- 2 2548KCNB1_uc002xus.1_Missense_Mutation_p.N795SNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2TTCAAAGTGGTTTTTCTCCGA0.537

+ 7 2228CASS4_uc002xxr.2_Missense_Mutation_p.R668K|CASS4_uc010zze.1_Missense_Mutation_p.R614K|CASS4_uc010gio.2_Missense_Mutation_p.R231KNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3ACTCCTGAGAGGAAACCCCGC0.532

- 3 1181BMP7_uc010giq.1_Missense_Mutation_p.A218T|BMP7_uc002xyc.2_Missense_Mutation_p.A218TNM_001719 NP_001710 P18075 BMP7_HUMAN 1TCCTCCGAGGCCCAGAGGGTA0.632



+ 6 708SS18L1_uc011aaa.1_Missense_Mutation_p.G218E|SS18L1_uc002ybz.1_RNA|SS18L1_uc002yca.1_RNA|SS18L1_uc002ycc.1_RNANM_198935 NP_945173 O75177 CREST_HUMANGln-rich.|Methionine-rich intra-molecular domain (By similarity).2GCCATGATGGGGCAGGGCAGC0.706

+ 4 936 NM_178463 NP_848558 Q9H1L0 CT166_HUMAN 0CAAAGAAAAGGAAAATGCTCA0.483

+ 2 255CXADR_uc002ykh.1_Missense_Mutation_p.S46N|CXADR_uc010gld.1_Missense_Mutation_p.S46N|CXADR_uc010gle.1_Missense_Mutation_p.S46N|CXADR_uc002ykj.1_Missense_Mutation_p.S19NNM_001338 NP_001329 P78310 CXAR_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1TTTACGCTTAGTCCCGAAGAC0.458

+ 3 399CXADR_uc002ykh.1_Missense_Mutation_p.T94K|CXADR_uc010gld.1_Missense_Mutation_p.T94K|CXADR_uc010gle.1_Intron|CXADR_uc002ykj.1_Missense_Mutation_p.T67KNM_001338 NP_001329 P78310 CXAR_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1GTACATTTTACGAGTAATGAT0.343

- 3 1593 NM_006988 NP_008919 Q9UHI8 ATS1_HUMANPeptidase M12B. 6CTGCTCGGATCACACACAGTT0.443

+ 14 2116USP16_uc002ymx.2_Nonsense_Mutation_p.Y637*|USP16_uc002ymw.2_Nonsense_Mutation_p.Y638*|USP16_uc011acm.1_Nonsense_Mutation_p.Y623*|USP16_uc011acn.1_Nonsense_Mutation_p.Y304*|USP16_uc011aco.1_Nonsense_Mutation_p.Y328*NM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4ATTGTTTATATCAGTTCACCC0.378

+ 5 564SOD1_uc002ypb.2_Missense_Mutation_p.G120E|SOD1_uc002ypc.2_RNANM_000454 NP_000445 P00441 SODC_HUMAN 0ACAAAGACAGGAAACGCTGGA0.418

+ 11 1559TRAPPC10_uc010gpo.2_Missense_Mutation_p.A175TNM_003274 NP_003265 P48553 TPC10_HUMAN 2TTTGTCCCATGCCACCATTGA0.348

- 6 997CLTCL1_uc011agv.1_Missense_Mutation_p.P308S|CLTCL1_uc011agw.1_Missense_Mutation_p.P308SNM_007098 NP_009029 P53675 CLH2_HUMANGlobular terminal domain. 5GGTTTGTGTGGAGCAGTGACA0.428

- 2 1399GNB1L_uc002zqd.1_Intron|GNB1L_uc002zqe.1_Intron|GNB1L_uc002zqf.1_Intron|C22orf29_uc002zqh.2_Missense_Mutation_p.P267L|C22orf29_uc002zqi.2_Missense_Mutation_p.P267L|C22orf29_uc010grt.1_IntronNM_024627 NP_078903 Q7L3V2 CV029_HUMAN Pro-rich. 0GGGCTCCTTGGGCCCAGGGGT0.617

- 17 1508TXNRD2_uc002zql.1_Missense_Mutation_p.R246Q|TXNRD2_uc002zqm.1_RNA|TXNRD2_uc002zqn.1_RNA|TXNRD2_uc002zqo.1_RNA|TXNRD2_uc002zqp.1_RNA|TXNRD2_uc002zqr.1_Missense_Mutation_p.R491Q|TXNRD2_uc002zqj.1_RNA|TXNRD2_uc002zqq.1_Missense_Mutation_p.R142QNM_006440 NP_006431 Q9NNW7 TRXR2_HUMAN 2ACCCACGGTCCGCATCACCTG0.657

+ 2 852DGCR8_uc010grz.2_Missense_Mutation_p.V168I|DGCR8_uc002zrj.2_5'FlankNM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for nuclear localization and retention.|Necessary for interaction with NCL.0TGGCGGGAGTGTTGGTGACGG0.582

- 3 715TRMT2A_uc002zrl.1_Missense_Mutation_p.R167Q|TRMT2A_uc002zrm.1_5'UTR|TRMT2A_uc002zrn.1_Missense_Mutation_p.R167Q|TRMT2A_uc011ahk.1_Missense_Mutation_p.R167Q|RANBP1_uc011ahl.1_5'Flank|RANBP1_uc002zro.1_5'Flank|RANBP1_uc002zrp.2_5'FlankNM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN 1GTCGGCCACTCGTGTTACTGG0.642

- 3 385TRMT2A_uc002zrl.1_Missense_Mutation_p.P57L|TRMT2A_uc002zrm.1_5'UTR|TRMT2A_uc002zrn.1_Missense_Mutation_p.P57L|TRMT2A_uc011ahk.1_Missense_Mutation_p.P57L|RANBP1_uc011ahl.1_5'Flank|RANBP1_uc002zro.1_5'Flank|RANBP1_uc002zrp.2_5'FlankNM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN 1GTAGAGCCCGGGCTGAGGCCC0.652

+ 6 763ZNF74_uc002zsg.2_Missense_Mutation_p.P113L|ZNF74_uc002zsh.2_Missense_Mutation_p.P184L|ZNF74_uc002zsi.2_Missense_Mutation_p.P113L|ZNF74_uc010gsn.2_Missense_Mutation_p.P113LNM_003426 NP_003417 Q16587 ZNF74_HUMAN 1CTCAGGTGTCCCCTCTTCGCC0.677

- 3 1176SLC7A4_uc002zue.2_Missense_Mutation_p.G370SNM_004173 NP_004164 O43246 CTR4_HUMANHelical; (Potential). 2GCCAGGGTGCCCGCCACAGGC0.642

- 2 879LOC96610_uc011aim.1_IntronNM_080740 NP_542778 P59817 Z280A_HUMAN 1CCCCTGTGAGGGTGTATTTGT0.433

+ 366 uc002zws.2_Intron 0AGTCTCTTCTCCCCTCTCCTT0.542

- 7 1363GGT5_uc002zzp.3_Missense_Mutation_p.V316M|GGT5_uc002zzr.3_Missense_Mutation_p.V284M|GGT5_uc002zzq.3_Missense_Mutation_p.V284M|GGT5_uc011ajm.1_Missense_Mutation_p.V239M|GGT5_uc011ajn.1_RNANM_004121 NP_004112 P36269 GGT5_HUMANExtracellular (Potential). 3TACACGTTCACCCTCCCTTCA0.572

+ 10 1224GGT1_uc003aas.1_Missense_Mutation_p.G246D|GGT1_uc003aat.1_Missense_Mutation_p.G246D|GGT1_uc003aau.1_Missense_Mutation_p.G246D|GGT1_uc003aav.1_Missense_Mutation_p.G246D|GGT1_uc003aaw.1_Missense_Mutation_p.G246D|GGT1_uc003aax.1_Missense_Mutation_p.G246DNM_013430 NP_038347 P19440 GGT1_HUMANExtracellular (Potential). 0ATTGCAGGGGGCATTGTGACA0.612

- 3 748HPS4_uc003aci.2_Missense_Mutation_p.G25D|HPS4_uc003acj.2_5'UTR|HPS4_uc003ack.2_5'UTR|HPS4_uc003acn.2_5'UTR|HPS4_uc010gvd.1_Missense_Mutation_p.G30D|HPS4_uc003aco.1_Missense_Mutation_p.G25DNM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0TGTTGGATCGCCTTCTTCCTT0.443

- 6 945TFIP11_uc003acs.2_Missense_Mutation_p.G191R|TFIP11_uc003act.2_Missense_Mutation_p.G191RNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN G-patch. 0CCATAAGCCCCCACAGCACCT0.468

- 5 418SEC14L3_uc003ahz.2_Missense_Mutation_p.G33E|SEC14L3_uc003aia.2_Missense_Mutation_p.G51E|SEC14L3_uc003aib.2_Missense_Mutation_p.G51ENM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5GAAGAGCAACCCCTTGGGATC0.577

+ 16 2054LIMK2_uc003aki.2_Missense_Mutation_p.P391S|LIMK2_uc003akk.2_Missense_Mutation_p.P616S|LIMK2_uc011aln.1_Missense_Mutation_p.P554SNM_005569 NP_005560 P53671 LIMK2_HUMAN 2CCGGGACTCACCTCCCTAGCC0.672

- 6 945PIK3IP1_uc003akl.2_RNA|PIK3IP1_uc011alo.1_3'UTR|PIK3IP1_uc003akn.2_Missense_Mutation_p.T232INM_052880 NP_443112 Q96FE7 P3IP1_HUMANCytoplasmic (Potential). 1CATAAGGGGGGTGGTGCCCTC0.642

- 1 1637PATZ1_uc003akp.2_Missense_Mutation_p.L326F|PATZ1_uc003akr.2_Missense_Mutation_p.L326F|PATZ1_uc003aks.2_Missense_Mutation_p.L326F|uc003akt.2_5'FlankNM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2GGAGGAGGAAGGTCGATGTAG0.622

- 3 1145FOXRED2_uc003apo.3_Missense_Mutation_p.S346F|FOXRED2_uc003app.3_Missense_Mutation_p.S346FNM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2ATTGAAAATGGAGAAGTCAAA0.577

+ 13 1569GGA1_uc003atd.2_Missense_Mutation_p.P315S|GGA1_uc003ate.2_Missense_Mutation_p.P402S|GGA1_uc003atf.2_Missense_Mutation_p.P329SNM_013365 NP_037497 Q9UJY5 GGA1_HUMANUnstructured hinge. 3GGCCCAGGCCCCCAGTATGGA0.647

+ 9 5170TRIOBP_uc003atu.2_Nonsense_Mutation_p.W1461*NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1CAGAAGGCTGGGCCGAGGCCA0.662

+ 2 424PICK1_uc003aur.2_Missense_Mutation_p.D12N|PICK1_uc003aus.2_Missense_Mutation_p.D12N|PICK1_uc003aut.2_Missense_Mutation_p.D12NNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN 0CATCGAAGAGGATAAACTGTG0.517

- 6 976CSNK1E_uc003avk.2_Missense_Mutation_p.V239I|CSNK1E_uc003avl.1_RNA|CSNK1E_uc003avm.1_Missense_Mutation_p.V239I|CSNK1E_uc003avo.2_Missense_Mutation_p.V239I|CSNK1E_uc003avp.1_Missense_Mutation_p.V239I|CSNK1E_uc003avq.1_Missense_Mutation_p.V239INM_152221 NP_689407 P49674 KC1E_HUMANProtein kinase. 3TTGCAGAGGACCTCGATGGGC0.597

- 2 831KCNJ4_uc003avt.1_Missense_Mutation_p.G245DNM_004981 NP_004972 P48050 IRK4_HUMANCytoplasmic (By similarity). 0GATGTCATAGCCCACGTTGAG0.622

- 13 2046DDX17_uc003avw.3_Missense_Mutation_p.G100D|DDX17_uc010gxp.2_Missense_Mutation_p.G98D|DDX17_uc003avx.3_Missense_Mutation_p.G646DNM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4GCTACTGGTGCCATAAGCAGC0.498

+ 2 413 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1GGAGAGGATGGACGAGGGATG0.423

+ 3 299APOBEC3D_uc011aod.1_Intron|APOBEC3D_uc011aoe.1_Intron|APOBEC3D_uc011aof.1_IntronNM_014508 NP_055323 Q9NRW3 ABC3C_HUMAN 0GACCCATTGTCATGCAGAAAG0.572

- 2 272 NM_194326 NP_919307 Q86WX3 AROS_HUMAN 0TTGGCCGAGTTCCGCAGTTTC0.662

+ 8 988SGSM3_uc010gyc.1_Missense_Mutation_p.P260L|SGSM3_uc011aos.1_Missense_Mutation_p.P193L|SGSM3_uc011aot.1_Missense_Mutation_p.P197L|SGSM3_uc010gyd.1_Missense_Mutation_p.P260LNM_015705 NP_056520 Q96HU1 SGSM3_HUMANRab-GAP TBC. 2CAGTACCTGCCTCGCCTGGAC0.632

+ 9 1368XPNPEP3_uc003azi.2_Missense_Mutation_p.L347F|XPNPEP3_uc011aoy.1_RNANM_022098 NP_071381 Q9NQH7 XPP3_HUMAN 0TGGCCACTACCTCGGGATGGA0.502

+ 2 897 NM_001429 NP_001420 Q09472 EP300_HUMAN 64AATGAACACAGGGATGAATGC0.507

+ 14 2934 NM_001429 NP_001420 Q09472 EP300_HUMAN 64CCATACTCCCCCAAGCATAGG0.592

- 2 108POLR3H_uc003bae.2_RNA|POLR3H_uc003bag.2_Nonsense_Mutation_p.W16*|POLR3H_uc003bai.2_Nonsense_Mutation_p.W16*|POLR3H_uc003baj.1_Nonsense_Mutation_p.W16*NM_138338 NP_612211 Q9Y535 RPC8_HUMAN 1TCTCAAACTGCCAAGGGGGGA0.637

+ 8 1058XRCC6_uc003bap.1_Missense_Mutation_p.E289K|XRCC6_uc011apc.1_Missense_Mutation_p.E280K|XRCC6_uc003baq.1_Missense_Mutation_p.E330K|XRCC6_uc003bar.1_Missense_Mutation_p.E330K|XRCC6_uc003bas.1_Missense_Mutation_p.E280KNM_001469 NP_001460 P12956 XRCC6_HUMANAsp/Glu-rich (acidic).|Ku. 5GATTATACTGGAGAAAGAGGA0.438

+ 11 1541XRCC6_uc003bap.1_Missense_Mutation_p.E450K|XRCC6_uc011apc.1_Missense_Mutation_p.E441K|XRCC6_uc003baq.1_Missense_Mutation_p.E491K|XRCC6_uc003bar.1_Missense_Mutation_p.E491K|XRCC6_uc003bas.1_Missense_Mutation_p.E441KNM_001469 NP_001460 P12956 XRCC6_HUMAN 5CAGGAACCTGGAGGCCTTGGC0.443

+ 12 1436WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|MEI1_uc003bay.3_Missense_Mutation_p.E471K|MEI1_uc011apd.1_IntronNM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2CCGATGTGCGGAGTTTTCCCA0.512

- 1 5433TCF20_uc003bck.1_Missense_Mutation_p.E1767K|TCF20_uc003bnt.2_Missense_Mutation_p.E1767KNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TGCTCTTCCTCCTCCTCAGTG0.582

- 1 3778TCF20_uc003bck.1_Missense_Mutation_p.P1215L|TCF20_uc003bnt.2_Missense_Mutation_p.P1215LNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5AGTCTCATGGGGCGGCCCATA0.498

- 1 2347TCF20_uc003bck.1_Missense_Mutation_p.G738D|TCF20_uc003bnt.2_Missense_Mutation_p.G738DNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TTCCCCATGGCCAGTGAAATC0.493



- 4 667 NM_145912 NP_666017 Q8NET5 NFAM1_HUMANCytoplasmic (Potential).|ITAM. 0CTGCTTGGGGCTGCTGGCAGA0.592

- 4 401SERHL_uc011apm.1_Intron|RRP7A_uc003bcp.2_Missense_Mutation_p.V152MNM_015703 NP_056518 Q9Y3A4 RRP7A_HUMAN 2GCCGCTGACACCCCACTTGGC0.597

+ 5 924FAM118A_uc003bga.3_Missense_Mutation_p.G103D|uc011aqp.1_5'Flank|uc011aqq.1_5'Flank|FAM118A_uc011aqr.1_5'FlankNM_001104595 NP_001098065 Q9NWS6 F118A_HUMAN 0TAGCGCACAGGCGATGCCAAG0.423

- 11 1859SMC1B_uc003bgd.2_Missense_Mutation_p.P603S|SMC1B_uc003bge.1_Missense_Mutation_p.P386SNM_148674 NP_683515 Q8NDV3 SMC1B_HUMANFlexible hinge. 2TTCAGCTGAGGAAACTGAGTC0.378

+ 4 499FBLN1_uc003bgg.1_Missense_Mutation_p.A118T|FBLN1_uc003bgh.2_Missense_Mutation_p.A118T|FBLN1_uc010gzz.2_Missense_Mutation_p.A156T|FBLN1_uc003bgi.1_Missense_Mutation_p.A118TNM_006486 NP_006477 P23142 FBLN1_HUMANAnaphylatoxin-like 3. 2GCTGGGGAGGGCGGCCCAGGC0.647

- 1 1922 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMANExtracellular (Potential).|REJ. 5GCCATATTGACTAGCCAACAT0.483

+ 21 2359SHANK3_uc003bnf.1_Missense_Mutation_p.G234SNM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1GAAGCTGCCGGGCTCCTTGCG0.667

+ 4 580 NM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0GACTATAGCCCCCAGGCCATC0.567

+ 19 2527CNTN4_uc003bpb.1_Missense_Mutation_p.P440L|CNTN4_uc003bpe.2_Missense_Mutation_p.P441L|CNTN4_uc003bpf.2_Missense_Mutation_p.P440L|CNTN4_uc003bpg.2_Missense_Mutation_p.P25LNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANFibronectin type-III 2. 7AGCGTGCACCCCTTCTCTCCC0.517

+ 7 1453EDEM1_uc011asz.1_Missense_Mutation_p.F219L|EDEM1_uc003bqh.2_Missense_Mutation_p.F441LNM_014674 NP_055489 Q92611 EDEM1_HUMANLumenal (Potential). 3TCTGCAGGCCTTTTTCCCTGG0.463

+ 19 3512SETD5_uc003bru.2_Missense_Mutation_p.S928F|SETD5_uc003brv.2_Missense_Mutation_p.S915F|SETD5_uc010hck.2_Missense_Mutation_p.S508F|SETD5_uc003brx.2_Missense_Mutation_p.S695FNM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2GAAGGATTTTCCAGCAGATAT0.512

+ 13 2465ARPC4_uc003btc.1_IntronNM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN 2GGGCTTGACTCCATTGCTGTT0.557

+ 11 1446CIDEC_uc003bto.2_Intron|IL17RC_uc011ato.1_RNA|IL17RC_uc010hcs.2_Missense_Mutation_p.P308S|IL17RC_uc003btz.2_Missense_Mutation_p.P333S|IL17RC_uc011atp.1_Missense_Mutation_p.P189S|IL17RC_uc003bud.2_5'UTR|IL17RC_uc003bub.2_Missense_Mutation_p.P318S|IL17RC_uc010hct.2_Missense_Mutation_p.P333S|IL17RC_uc010hcu.2_Missense_Mutation_p.P333S|IL17RC_uc010hcv.2_Missense_Mutation_p.P318S|IL17RC_uc011atq.1_Missense_Mutation_p.P318S|IL17RC_uc003buc.2_5'UTR|IL17RC_uc003bue.2_5'FlankNM_153461 NP_703191 Q8NAC3 I17RC_HUMANExtracellular (Potential). 2CTGGCGGGCTCCGGGTGGGGA0.682

+ 19 2473CIDEC_uc003bto.2_Intron|IL17RC_uc003btz.2_Missense_Mutation_p.G675E|IL17RC_uc011atp.1_Missense_Mutation_p.G501E|IL17RC_uc003bud.2_Missense_Mutation_p.G216E|IL17RC_uc003bub.2_Missense_Mutation_p.G660E|IL17RC_uc010hct.2_Missense_Mutation_p.G662E|IL17RC_uc010hcu.2_Missense_Mutation_p.G645E|IL17RC_uc010hcv.2_Missense_Mutation_p.G643E|IL17RC_uc011atq.1_3'UTR|IL17RC_uc003buc.2_Missense_Mutation_p.G203E|IL17RC_uc003bue.2_Missense_Mutation_p.G298E|CRELD1_uc003buf.2_5'Flank|CRELD1_uc003bug.2_5'Flank|CRELD1_uc003buh.2_5'Flank|CRELD1_uc003bui.2_5'Flank|CRELD1_uc003buj.2_5'FlankNM_153461 NP_703191 Q8NAC3 I17RC_HUMANCytoplasmic (Potential). 2CCGCGTTCCGGGCGGCTCCAA0.711

- 5 615CIDEC_uc003bto.2_Intron|TMEM111_uc003buo.2_Missense_Mutation_p.L146FNM_018447 NP_060917 Q9P0I2 TM111_HUMAN 0TTAAAACGGAGGGTCAGTGGA0.383

+ 9 902ATG7_uc003bwd.2_Missense_Mutation_p.S262F|ATG7_uc011aum.1_Missense_Mutation_p.S223FNM_006395 NP_006386 O95352 ATG7_HUMAN 1AGTTTCCAGTCTGTTGAAGTT0.423

- 14 2956ZFYVE20_uc010hek.1_Missense_Mutation_p.G781ENM_022340 NP_071735 Q9H1K0 RBNS5_HUMANNecessary for the interaction with RAB5A.|Necessary for the interaction with EHD1.2GTCAGTGCCCCCCTTCTGCTT0.622

- 4 683SH3BP5_uc010hem.1_Intron|SH3BP5_uc003bzq.1_Missense_Mutation_p.R8K|SH3BP5_uc003bzr.1_Missense_Mutation_p.R8KNM_004844 NP_004835 O60239 3BP5_HUMAN 0GACTCATACCCTCTGAGTGGC0.642

+ 9 3328PLCL2_uc011awd.1_Missense_Mutation_p.E957KNM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN 4TGAGACATTGGAGAACCTGAA0.383

- 9 1724OSBPL10_uc003ceu.1_Missense_Mutation_p.G205E|OSBPL10_uc011axf.1_Missense_Mutation_p.G384ENM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1TGGTGTGGCCCCAGCGGTGAT0.552

+ 2 1606 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 5. 1GGCTTTCAGGCGTGATTCACA0.393

+ 3 469CNOT10_uc011axi.1_5'UTR|CNOT10_uc003cfd.1_Missense_Mutation_p.F72L|CNOT10_uc003cfe.1_Missense_Mutation_p.F72L|CNOT10_uc010hfv.1_Intron|CNOT10_uc011axj.1_Missense_Mutation_p.F132L|CNOT10_uc010hfw.1_5'UTRNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2AGTAGCTGAGTTTTTTAAAAG0.289

- 6 686LRRFIP2_uc011ayf.1_Missense_Mutation_p.S71F|LRRFIP2_uc003cgr.2_Intron|LRRFIP2_uc003cgs.3_Intron|LRRFIP2_uc003cgt.3_IntronNM_006309 NP_006300 Q9Y608 LRRF2_HUMANDVL3-binding. 1ATGGTGACTGGACCGGTGGGA0.403

+ 14 4619GOLGA4_uc010hgr.1_Missense_Mutation_p.S1000P|GOLGA4_uc003cgw.2_Missense_Mutation_p.S1461P|GOLGA4_uc010hgs.2_Intron|GOLGA4_uc003cgx.2_Missense_Mutation_p.S1320PNM_002078 NP_002069 Q13439 GOGA4_HUMANPotential.|Glu-rich. 4AGATGACTGGTCCAATAAATT0.353

+ 14 6233GOLGA4_uc010hgr.1_Missense_Mutation_p.E1538K|GOLGA4_uc003cgw.2_Missense_Mutation_p.E1999K|GOLGA4_uc010hgs.2_Intron|GOLGA4_uc003cgx.2_Missense_Mutation_p.E1858KNM_002078 NP_002069 Q13439 GOGA4_HUMANPotential.|Glu-rich. 4AGAAAGGGAAGAGAAAATCAA0.308

+ 28 3114 uc003che.2_Intron NM_002207 NP_002198 Q13797 ITA9_HUMANCytoplasmic (Potential). 6TGAGAAGAACCGGAAAGAGAA0.463

+ 19 2615VILL_uc003chl.2_Missense_Mutation_p.A777TNM_015873 NP_056957 O15195 VILL_HUMAN 0CCCCAAGTCGGCTGGCAGCAG0.662

- 4 557ACAA1_uc003chu.2_Missense_Mutation_p.S117F|ACAA1_uc010hgy.2_Intron|ACAA1_uc010hgz.2_Missense_Mutation_p.S117F|ACAA1_uc003chv.2_5'UTRNM_001607 NP_001598 P09110 THIK_HUMAN 1ATTGACAGTGGACAAAGGCAC0.532

+ 12 2041MYRIP_uc010hhu.2_Intron|MYRIP_uc010hhv.2_Intron|MYRIP_uc010hhw.2_Splice_Site_p.K547_splice|MYRIP_uc011ayz.1_Splice_Site_p.K449_splice|uc003ckb.2_IntronNM_015460 NP_056275 Q8NFW9 MYRIP_HUMAN 5GGACCAAACAGAAGTTTTCTG0.438

+ 11 1774CTNNB1_uc003ckp.2_Missense_Mutation_p.L540F|CTNNB1_uc003ckq.2_Missense_Mutation_p.L540F|CTNNB1_uc003ckr.2_Missense_Mutation_p.L540F|CTNNB1_uc011azf.1_Missense_Mutation_p.L533F|CTNNB1_uc011azg.1_Missense_Mutation_p.L468F|CTNNB1_uc003cks.2_3'UTR|CTNNB1_uc003ckt.1_5'FlankNM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 10. 3166AGTTCAGTTGCTTGTTCGTGC0.488

- 3 534LRRC2_uc003cpu.3_Missense_Mutation_p.G57DNM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1CTGGGGGATGCCCTTCCTCCT0.532

+ 11 1239PTH1R_uc003cqn.2_Missense_Mutation_p.L346MNM_000316 NP_000307 Q03431 PTH1R_HUMANExtracellular (Potential). 1CAGAGCTACCCTGGCCAACAC0.622

- 12 6063SETD2_uc003cqv.2_Missense_Mutation_p.D2071N|SETD2_uc003cqt.1_RNANM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32TCACTTATATCCACTGTTTTA0.413

- 3 1555CSPG5_uc003crn.2_Missense_Mutation_p.T322I|CSPG5_uc003cro.3_Missense_Mutation_p.T460I|CSPG5_uc011bbb.1_Missense_Mutation_p.T322INM_006574 NP_006565 O95196 CSPG5_HUMANInteraction with GOPC.|Cytoplasmic (Potential). 2GACTCACTTGGTCCTACGCAG0.592

- 26 3504 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|VWFA 2. 11ACCTCTCAAGGGTTCATCCAC0.587

- 3 479IP6K2_uc003cuq.2_Missense_Mutation_p.D79NNM_001005909 NP_001005909 Q9UHH9 IP6K2_HUMAN 0AAGTTCCTGTCTTCATCTTCT0.408

- 9 1190AMT_uc011bcn.1_3'UTR|AMT_uc003cwx.2_Missense_Mutation_p.P354L|AMT_uc011bco.1_Missense_Mutation_p.P310L|AMT_uc003cwy.2_Missense_Mutation_p.P306L|AMT_uc011bcp.1_Missense_Mutation_p.P257L|AMT_uc011bcq.1_Missense_Mutation_p.P298LNM_000481 NP_000472 P48728 GCST_HUMAN 1CTTCAGAGAGGGGGAGGGGCA0.597

- 28 2372CACNA2D2_uc003dap.2_Nonsense_Mutation_p.W771*|CACNA2D2_uc003dao.2_5'FlankNM_006030 NP_006021 Q9NY47 CA2D2_HUMANExtracellular (Potential). 1GGTTCTCTGTCCAGTCCTCAG0.607

+ 7 1133RAD54L2_uc003dbh.2_Splice_Site|RAD54L2_uc011bdu.1_Splice_Site_p.P30_splice|RAD54L2_uc003dbj.2_Splice_SiteNM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3ATTGTGCCGGTAAGAGTTTTT0.502

+ 5 362ABHD14B_uc003dcn.2_5'Flank|ACY1_uc011bea.1_Missense_Mutation_p.D191N|ACY1_uc011beb.1_Missense_Mutation_p.D101N|ACY1_uc003dcq.2_Missense_Mutation_p.D101NNM_000666 NP_000657 Q03154 ACY1_HUMAN 2GGCCTTCAAGGATTCTGAGGG0.547

+ 5 980GLYCTK_uc003ddq.2_3'UTR|GLYCTK_uc003ddm.2_RNA|GLYCTK_uc003ddn.2_Intron|GLYCTK_uc003ddp.1_Missense_Mutation_p.P295L|GLYCTK_uc003ddr.2_5'UTRNM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0GACTCTGACCCCCATGGGCCA0.602 rs75893100

- 15 2047SFMBT1_uc010hmr.2_Missense_Mutation_p.S440L|SFMBT1_uc003dgg.2_Missense_Mutation_p.S493L|SFMBT1_uc003dgh.2_Missense_Mutation_p.S493LNM_001005159 NP_001005159 Q9UHJ3 SMBT1_HUMAN 1GCTTATACCTGACTCTGTGGA0.383

+ 6 883CCDC66_uc003dhy.2_5'UTR|CCDC66_uc003dhu.2_Nonsense_Mutation_p.Q232*|CCDC66_uc003dhx.2_RNA|CCDC66_uc003dhv.2_RNA|CCDC66_uc003dhw.2_Nonsense_Mutation_p.Q266*NM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN Potential. 1AAAAAAAGCCCAGTGGAGGAA0.313

- 14 2182C3orf63_uc003dic.3_Missense_Mutation_p.S298N|C3orf63_uc003die.3_Missense_Mutation_p.S694NNM_015224 NP_056039 Q9UK61 CC063_HUMAN 5CCCACCCACACTCTTTTTCCT0.378

+ 2 968ARHGEF3_uc003dih.2_IntronNM_181727 NP_859078 Q7Z6I5 SPT12_HUMAN 0GCTGTATCCCAAATAAATCTT0.398

- 13 2199IL17RD_uc003dik.2_Missense_Mutation_p.E680K|IL17RD_uc010hna.2_Missense_Mutation_p.E560KNM_017563 NP_060033 Q8NFM7 I17RD_HUMANCytoplasmic (Potential). 0GGTTCCTCCTCACCTAAGGAG0.537

- 7 1404 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMANLIM zinc-binding 3. 5CCAGTGTTGGCCATCATAGGT0.522



- 15 2220ADAMTS9_uc011bfo.1_Missense_Mutation_p.D702N|ADAMTS9_uc003dmh.1_Missense_Mutation_p.D559N|ADAMTS9_uc003dmk.1_Missense_Mutation_p.D730NNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN Cys-rich. 4AAAACATGATCGCATCCAGCT0.338

+ 2 305FAM19A1_uc003dne.2_Missense_Mutation_p.T30I|FAM19A1_uc003dng.2_Missense_Mutation_p.T30I|FAM19A1_uc003dnf.1_RNANM_213609 NP_998774 Q7Z5A9 F19A1_HUMAN 1CTTCAGCACACTTTCCAGCAG0.498

+ 8 714PPP4R2_uc003dpi.1_Missense_Mutation_p.S158FNM_174907 NP_777567 Q9NY27 PP4R2_HUMAN 1TACAGTGACTCTTCGACCTCT0.343

- 30 5010ROBO1_uc003dqb.2_Missense_Mutation_p.P1562L|ROBO1_uc003dqc.2_Missense_Mutation_p.P1501L|ROBO1_uc003dqd.2_Missense_Mutation_p.P1556L|ROBO1_uc010hoh.2_Missense_Mutation_p.P793LNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANCytoplasmic (Potential). 2TGAGGAACTGGGATCTCTGGG0.383

- 16 2300ROBO1_uc003dqb.2_Missense_Mutation_p.D659N|ROBO1_uc003dqc.2_Missense_Mutation_p.D662N|ROBO1_uc003dqd.2_Missense_Mutation_p.D662N|ROBO1_uc010hoh.2_5'UTR|ROBO1_uc011bgl.1_Missense_Mutation_p.D270N|ROBO1_uc003dqf.1_Missense_Mutation_p.D377NNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANExtracellular (Potential).|Fibronectin type-III 2. 2GACTGTTGATCTACCTATTAA0.318

+ 4 1229EPHA6_uc003drp.1_Missense_Mutation_p.T396SNM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANExtracellular (Potential). 16ACACAGTTTAACATACATGGA0.373

- 3 931 NM_014820 NP_055635 O94826 TOM70_HUMANCytoplasmic (Potential).|TPR 2. 1TTCCATTTTTGCTGTAATTGA0.328

- 11 1396IMPG2_uc011bhe.1_Missense_Mutation_p.W261LNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3TTGGGTGTTCCAAACTAGATC0.398

- 24 3251SENP7_uc003duu.2_Missense_Mutation_p.G982D|SENP7_uc003duv.2_Missense_Mutation_p.G1014D|SENP7_uc003duw.2_Missense_Mutation_p.G981D|SENP7_uc003dux.2_Missense_Mutation_p.G883D|SENP7_uc003dus.2_Missense_Mutation_p.G235DNM_020654 NP_065705 Q9BQF6 SENP7_HUMAN Protease. 5GCTACTGCTGCCCTTCTGTTG0.413

- 5 846 NM_018010 NP_060480 Q9NWB7 IFT57_HUMAN 3TCTTCATTATCTGTCTCTTCT0.274

- 14 2079KIAA1524_uc010hpv.1_3'UTRNM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3CCAGACTGAAGTTTCTCTATT0.333

- 1 216BTLA_uc003dzb.3_Missense_Mutation_p.P5SNM_181780 NP_861445 Q7Z6A9 BTLA_HUMAN 0AGCATGGCAGGCAATGTCTTC0.438

- 15 2461CCDC52_uc003eaf.3_RNA|CCDC52_uc003eah.1_Missense_Mutation_p.P620SNM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0ATACTACCTGGTGTTAGAGAC0.373

+ 14 1599GRAMD1C_uc011bil.1_RNA|GRAMD1C_uc003ear.2_Missense_Mutation_p.G341D|GRAMD1C_uc003eas.2_Missense_Mutation_p.G303D|GRAMD1C_uc003eat.2_Missense_Mutation_p.G167DNM_017577 NP_060047 Q8IYS0 GRM1C_HUMAN 3AAACTTACTGGCCTACGAAGG0.403

+ 6 1390PARP14_uc010hrk.2_RNA|PARP14_uc003efr.2_Missense_Mutation_p.S161N|PARP14_uc003efs.1_Missense_Mutation_p.S161NNM_017554 NP_060024 Q460N5 PAR14_HUMAN 6GATGTCCAAAGCATTGAGGTA0.368

+ 4 518KALRN_uc010hrv.1_Missense_Mutation_p.P131S|KALRN_uc003ehf.1_Missense_Mutation_p.P131S|KALRN_uc011bjy.1_Missense_Mutation_p.P131SNM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6CATCATTAAACCCGACAACTT0.507

+ 6 644ALG1L2_uc010hth.2_RNANM_001136152 NP_001129624 C9J202 AG1L2_HUMAN 0CTGGACACGTCCTCCAGTGGC0.602

+ 30 3471 NM_015268 NP_056083 O75165 DJC13_HUMAN 2AGGTTCCAATGTGCTTCCTGT0.328

+ 20 3574TF_uc011blt.1_Missense_Mutation_p.V489I|TF_uc003epw.1_Missense_Mutation_p.V55I|TF_uc003epv.1_Missense_Mutation_p.V616INM_001063 NP_001054 P02787 TRFE_HUMANTransferrin-like 2. 2GGAAGCTTGCGTCCACAAGAT0.527 rs146055081

- 8 1152 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3AACAGTGCCGGCTAATACTGC0.433

- 3 456PLSCR1_uc003evy.3_Missense_Mutation_p.P16L|PLSCR1_uc011bnn.1_Missense_Mutation_p.L15F|PLSCR1_uc003evz.3_RNA|PLSCR1_uc003ewa.2_Missense_Mutation_p.P23LNM_021105 NP_066928 O15162 PLS1_HUMANCytoplasmic.|SH3-binding 1 (Potential).|WW-binding 1 (Potential).2TGGATACTGAGGAGGATACCC0.313

- 5 5731IGSF10_uc011bob.1_5'Flank|IGSF10_uc011boc.1_5'FlankNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 5. 13GTGCCCCTGTCTGAAGAGGCT0.438

- 1 397MBNL1_uc003ezh.2_Intron|MBNL1_uc003ezi.2_Intron|MBNL1_uc003ezj.2_Intron|MBNL1_uc003ezm.2_Intron|MBNL1_uc003ezl.2_Intron|MBNL1_uc003ezp.2_Intron|MBNL1_uc003ezn.2_Intron|MBNL1_uc003ezo.2_IntronNM_001123228 NP_001116700 Q6UXP3 TM14E_HUMAN 0ATACATACTTCCAAGTTTGGA0.388

- 9 851ZBBX_uc011bpc.1_Splice_Site_p.Q176_splice|ZBBX_uc003feq.2_Splice_Site_p.Q147_spliceNM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2GAAAGCCATACCTGCAAAAGA0.343

- 2 638MECOM_uc003ffl.2_Missense_Mutation_p.E51K|MECOM_uc011bpk.1_Intron|MECOM_uc010hwn.2_Missense_Mutation_p.E79K|MECOM_uc011bpl.1_Missense_Mutation_p.E79KNM_004991 NP_004982 Q03112 EVI1_HUMAN 14AGTTCAAACTCAGCAGGAATG0.488

+ 3 1292 NM_001080460 NP_001073929 A6NIV6 LRIQ4_HUMAN LRR 18. 0TGCCGGCACAATTTGCTTAAG0.458

+ 16 2489 NM_006218 NP_006209 P42336 PK3CA_HUMAN 3553TGCAAAAAGGCCACTGTGGTT0.348

+ 12 2063EIF2B5_uc003fmq.2_Missense_Mutation_p.E288K|EIF2B5_uc003fmr.2_5'FlankNM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5GGGCAAAGAGGAGAACATTTC0.473

+ 8 928DVL3_uc011bqw.1_Missense_Mutation_p.S263F|DVL3_uc003fmt.2_5'UTR|DVL3_uc003fmu.2_Missense_Mutation_p.S95FNM_004423 NP_004414 Q92997 DVL3_HUMAN PDZ. 3TTGGGCATCTCCATTGTGGGC0.507

+ 6 755LPP_uc011bsg.1_Missense_Mutation_p.P170L|LPP_uc011bsi.1_Missense_Mutation_p.P170L|LPP_uc003frt.2_Missense_Mutation_p.P170L|LPP_uc011bsj.1_Missense_Mutation_p.P7LNM_005578 NP_005569 Q93052 LPP_HUMAN Pro-rich. 165CCGAACCAACCCCCTCTAACA0.517

- 4 771 NM_021101 NP_066924 O95832 CLD1_HUMANHelical; (Potential). 1GGGACAGGAACAGCAAAGTAG0.522

- 8 1089TFRC_uc003fwa.3_Missense_Mutation_p.A269V|TFRC_uc010hzy.2_Missense_Mutation_p.A188V|TFRC_uc011btr.1_5'UTRNM_003234 NP_003225 P02786 TFR1_HUMANExtracellular (Potential).|PA. 3TTCAGCATTTGCAACCTAAAA0.353

- 23 2456DLG1_uc011bub.1_Missense_Mutation_p.D652N|DLG1_uc011buc.1_Missense_Mutation_p.D640N|DLG1_uc011bud.1_Missense_Mutation_p.D439N|DLG1_uc003fxn.3_Missense_Mutation_p.D778N|DLG1_uc011bue.1_Missense_Mutation_p.D744N|DLG1_uc010ial.2_Missense_Mutation_p.D756NNM_001098424 NP_001091894 Q12959 DLG1_HUMANGuanylate kinase-like. 3TCTCTTCCATCTACCTCATAA0.303

+ 5 Q7Z3I0 Q7Z3I0_HUMAN 0CCTCTCTCTAGAAGCAAGCAG0.383

- 3 3298ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.E901D|ZNF721_uc010ibe.2_Missense_Mutation_p.E857DNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TTTTGCCACATTCTCCACATG0.413

- 3 2373ABCA11P_uc003gac.2_Intron|ABCA11P_uc003gad.2_Intron|ABCA11P_uc011buv.1_Intron|ABCA11P_uc003gae.2_Intron|ABCA11P_uc010ibd.1_Intron|ZNF721_uc003gaf.3_Missense_Mutation_p.E593V|ZNF721_uc010ibe.2_Missense_Mutation_p.E549VNM_133474 NP_597731 D9N162 D9N162_HUMAN 1TTTGCCACATTCTTCACATGT0.413

- 3 312SLBP_uc010ibx.1_Missense_Mutation_p.P66L|SLBP_uc003gdj.1_Missense_Mutation_p.P66L|SLBP_uc003gdk.1_Missense_Mutation_p.P27L|SLBP_uc011bvf.1_Intron|SLBP_uc003gdl.1_5'UTRNM_006527 NP_006518 Q14493 SLBP_HUMAN 0ACGGGGTTTAGGGCCTTCAGG0.408

+ 8 1122ADD1_uc003gfn.2_Intron|ADD1_uc010ico.1_Missense_Mutation_p.E312K|ADD1_uc003gfo.2_Missense_Mutation_p.E312K|ADD1_uc003gfp.2_Missense_Mutation_p.E312K|ADD1_uc003gfq.2_Missense_Mutation_p.E312K|ADD1_uc003gfs.2_Missense_Mutation_p.E312K|ADD1_uc003gft.3_Missense_Mutation_p.E312K|ADD1_uc003gfu.2_Missense_Mutation_p.E97KNM_001119 NP_001110 P35611 ADDA_HUMAN 1AGAGAGCGTTGAGGAGGCCTT0.512

+ 23 3093 NM_002111 NP_002102 P42858 HD_HUMAN 4AGCACAATAACCAGGTATGCT0.438

+ 4 453DOK7_uc003ghe.2_5'UTRNM_173660 NP_775931 Q18PE1 DOK7_HUMAN IRS-type PTB. 1GAGAGCGGCCCGGCTACCCTG0.488

+ 17 2640EVC_uc003gim.1_RNA|CRMP1_uc003gin.1_IntronNM_153717 NP_714928 P57679 EVC_HUMAN 2CTAGGTGAGAGGATGGAAAAT0.567

- 7 906ABLIM2_uc003gkl.2_Missense_Mutation_p.G5S|ABLIM2_uc003gkj.3_Missense_Mutation_p.G255S|ABLIM2_uc003gkm.3_Missense_Mutation_p.G255S|ABLIM2_uc003gkp.2_Missense_Mutation_p.G255S|ABLIM2_uc003gkq.2_Missense_Mutation_p.G255S|ABLIM2_uc003gkr.2_Missense_Mutation_p.G255S|ABLIM2_uc003gks.3_Missense_Mutation_p.G255S|ABLIM2_uc011bwl.1_Missense_Mutation_p.G260SNM_001130084 NP_001123556 Q6H8Q1 ABLM2_HUMANLIM zinc-binding 4. 3TAATTTGTACCTTGAAGATAC0.498

+ 5 541SH3TC1_uc003gkw.3_Missense_Mutation_p.T71I|SH3TC1_uc003gkx.3_RNANM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3ACGTTTAAGACTTTTGAAGAA0.502

- 1 207SLC2A9_uc003gmd.2_IntronNM_020041 NP_064425 Q9NRM0 GTR9_HUMANCytoplasmic (Potential). 3AGTTACCTTTCTTCTCCTTCC0.632

- 11 694CLNK_uc003gmp.2_Missense_Mutation_p.P144LNM_052964 NP_443196 Q7Z7G1 CLNK_HUMAN Pro-rich. 1CTGAGATAAAGGTGGCCTGCT0.532

+ 16 1854CC2D2A_uc003gnx.2_Missense_Mutation_p.E488K|CC2D2A_uc003gnz.1_RNA|CC2D2A_uc003goa.1_5'Flank|CC2D2A_uc003gnv.2_Missense_Mutation_p.E537KNM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN Potential. 3ATTTTAAAGGGAAAAAGCTGA0.294

- 3 1161DCAF16_uc003gpo.2_RNANM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1TCAGAGGAATCCCACTCTTCC0.438



- 14 2402GPR125_uc010ieo.1_Missense_Mutation_p.G569RNM_145290 NP_660333 Q8IWK6 GP125_HUMANExtracellular (Potential).|GPS. 1TTCCAGCCTCCTTGTCCGTTC0.458

- 12 2268DHX15_uc003gqv.2_Intron|DHX15_uc003gqw.2_Splice_Site_p.Q123_spliceNM_001358 NP_001349 O43143 DHX15_HUMAN 1TATCTACATACCTGCATAAAA0.328

+ 9 1121PGM2_uc011bya.1_Missense_Mutation_p.L211F|PGM2_uc011byc.1_Missense_Mutation_p.L190FNM_018290 NP_060760 Q96G03 PGM2_HUMAN 1GTTGGGGGCCCTCCTGGGCTG0.448

+ 3 423KLF3_uc003gtg.2_Missense_Mutation_p.P31SNM_016531 NP_057615 P57682 KLF3_HUMANRepressor domain.|Pro-rich. 2ATCCATGAAGCCTAACAAGTA0.418

- 2 458TLR10_uc003gtj.2_Missense_Mutation_p.E27K|TLR10_uc003gtk.2_Missense_Mutation_p.E27KNM_030956 NP_112218 Q9BXR5 TLR10_HUMANExtracellular (Potential).|LRR 1. 2AGTTCCCTTTCTTCTGGCAGC0.433

- 23 2874FRYL_uc003gyk.2_Missense_Mutation_p.L757FNM_015030 NP_055845 O94915 FRYL_HUMAN 1GGGCAATAGAGCAAAGTAGTC0.318

- 9 2155SCFD2_uc010igm.2_Missense_Mutation_p.A629VNM_152540 NP_689753 Q8WU76 SCFD2_HUMAN 3TCGGTCAGTTGCAAATAACAG0.502

- 15 2548KDR_uc003hat.1_Missense_Mutation_p.E749GNM_002253 NP_002244 P35968 VGFR2_HUMANIg-like C2-type 7.|Extracellular (Potential). 33GAAAAATGCCTCCACTTTTGC0.328

+ 9 1234EXOC1_uc003hbf.1_Missense_Mutation_p.G359D|EXOC1_uc003hbg.1_Missense_Mutation_p.G359DNM_018261 NP_060731 Q9NV70 EXOC1_HUMAN 6TCACTTTAGGGTCATGATCAG0.373

+ 21 2941CEP135_uc003hbj.2_Missense_Mutation_p.E609KNM_025009 NP_079285 Q66GS9 CP135_HUMAN Potential. 5AGCTGAGGGAGAAAGCAGCTC0.398

+ 14 2662LPHN3_uc003hcq.3_Missense_Mutation_p.G830D|LPHN3_uc003hct.2_Missense_Mutation_p.G223DNM_015236 NP_056051 Q9HAR2 LPHN3_HUMANGPS.|Extracellular (Potential). 18ACAATGACAGGTTATTGGTCA0.398

- 6 1024PAQR3_uc003hlm.2_RNA|PAQR3_uc003hln.2_RNA|PAQR3_uc003hlq.1_Missense_Mutation_p.H156YNM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMANCytoplasmic (Potential). 0CATATTTGGTGGCTTGATCCG0.368

- 6 314TMEM150C_uc011ccj.1_Missense_Mutation_p.A109VNM_001080506 NP_001073975 B9EJG8 T150C_HUMANHelical; (Potential). 1TACCACAAGGGCTAGGAATAA0.388

- 3 550COQ2_uc011ccp.1_RNA|COQ2_uc003hof.2_RNA|COQ2_uc003hoh.1_Missense_Mutation_p.T181INM_015697 NP_056512 Q96H96 COQ2_HUMANHelical; (Potential). 2CAGTGCCAGGGTTAGCTGTCC0.383

- 4 549 NM_144645 NP_653246 Q96KX1 CD036_HUMAN 0TTCATACTCCCTTTCGAGTTT0.363

- 11 940EMCN_uc011cel.1_Missense_Mutation_p.S241F|EMCN_uc011cem.1_Missense_Mutation_p.S171FNM_016242 NP_057326 Q9ULC0 MUCEN_HUMANCytoplasmic (Potential). 0TCCTTGTGCAGAGTGCTCACC0.378

- 5 1287SLC39A8_uc011ceo.1_Missense_Mutation_p.G253D|SLC39A8_uc003hwa.1_Missense_Mutation_p.G186D|SLC39A8_uc003hwc.2_Missense_Mutation_p.G253DNM_022154 NP_071437 Q9C0K1 S39A8_HUMANExtracellular (Potential). 0GCATGTCACACCATTGATGGC0.373

- 3 510NUDT6_uc003iex.2_5'UTRNM_007083 NP_009014 P53370 NUDT6_HUMANNudix hydrolase. 0TCTTGTACAACCAGTATTTTT0.274

+ 1 3182PCDH10_uc003igz.2_Missense_Mutation_p.D786NNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCytoplasmic (Potential). 2CAGCAAGTCAGACATCATGCT0.622

- 2 1918MAML3_uc011chd.1_IntronNM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1AGTGGCCGTGGAGACAGTAGA0.567

- 3 267ANAPC10_uc003ijv.3_Missense_Mutation_p.P38S|ANAPC10_uc003ijw.3_Missense_Mutation_p.P38S|ABCE1_uc003ijx.2_5'Flank|ABCE1_uc003ijy.2_5'Flank|ABCE1_uc010iot.2_5'FlankNM_014885 NP_055700 Q9UM13 APC10_HUMAN DOC. 0TTTTTACCTGGTTTGCAAGAT0.368

- 13 2480SH3D19_uc003imb.2_Missense_Mutation_p.V219I|SH3D19_uc003imc.2_Missense_Mutation_p.V405I|SH3D19_uc003ime.2_Missense_Mutation_p.V441I|SH3D19_uc010ipm.2_Missense_Mutation_p.V441INM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN SH3 1. 2GACAGGTGAACTCTGCCAGTG0.423

+ 13 2672 NM_020840 NP_065891 Q9P278 FNIP2_HUMANInteraction with PRKAA1. 0GGAGGAACGGGAGGGAGGAGG0.637

+ 11 1919 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4GAAAAAGATACTCGACAAGAC0.368

+ 7 1555TLL1_uc011cjn.1_Missense_Mutation_p.T303I|TLL1_uc011cjo.1_Missense_Mutation_p.T127INM_012464 NP_036596 O43897 TLL1_HUMANMetalloprotease (By similarity). 7GCCAGGAACACCTTCTCAAGG0.403

+ 15 2511TLL1_uc011cjn.1_Missense_Mutation_p.L645F|TLL1_uc011cjo.1_Missense_Mutation_p.L446FNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 3. 7TGGTGGACTTCTTACCAAACT0.458

+ 13 2196 uc003jbb.1_5'Flank NM_007277 NP_009208 O60645 EXOC3_HUMAN 0CATCCCCAGGGATGACCACAT0.642

- 10 1496ZDHHC11_uc010itc.2_RNA|ZDHHC11_uc003jbj.2_RNANM_024786 NP_079062 Q9H8X9 ZDH11_HUMAN 2GTGTACACGAGTGGAGAACTG0.577

+ 10 1715ADAMTS16_uc003jdk.1_Missense_Mutation_p.A526D|ADAMTS16_uc003jdj.1_Missense_Mutation_p.A526DNM_139056 NP_620687 Q8TE57 ATS16_HUMAN Disintegrin. 8GGAGAGAAAGCCAAGCTCTGC0.408

+ 13 1636 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2TCGATCCATGAGTGATAGAAA0.413

- 1 238 NM_033414 NP_219482 Q969S3 ZN622_HUMAN 1GTCACTGGGGCCATGCTGGCC0.687

- 7 1569RNASEN_uc003jhh.2_Missense_Mutation_p.E367K|RNASEN_uc003jhi.2_Missense_Mutation_p.E367K|RNASEN_uc010iui.1_Missense_Mutation_p.E327KNM_013235 NP_037367 Q9NRR4 RNC_HUMAN 0AGTTCTTCTTCTTCCTCCTCA0.473

+ 1 535 NM_016568 NP_057652 Q9NSD7 RL3R1_HUMANExtracellular (Potential). 1GCCGGACGGCGCGCCGCCAGG0.697

+ 8 1144SPEF2_uc003jjn.1_Missense_Mutation_p.E345K|SPEF2_uc003jjq.3_Missense_Mutation_p.E345KNM_024867 NP_079143 Q9C093 SPEF2_HUMAN Potential. 4GTCCCAGCAGGAGCGCAGGAT0.463

+ 10 2663NIPBL_uc003jkk.3_Missense_Mutation_p.P722S|NIPBL_uc003jkm.1_Missense_Mutation_p.P601SNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9TGATGGGCATCCTGAAACCCC0.468

+ 17 4387NIPBL_uc003jkk.3_Nonsense_Mutation_p.W1296*NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9AAAGGTTATGGAGAGACCTTA0.313

- 29 5999C5orf42_uc011coy.1_Missense_Mutation_p.R423K|C5orf42_uc003jks.2_RNA|C5orf42_uc011coz.1_Missense_Mutation_p.R998KNM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7ACTGGGACTTCTGAAACCTCC0.338

- 1 1045FYB_uc003jlt.2_Nonsense_Mutation_p.W326*|FYB_uc003jlu.2_Nonsense_Mutation_p.W326*|FYB_uc011cpl.1_Nonsense_Mutation_p.W336*NM_199335 NP_955367 O15117 FYB_HUMAN 2GACTTTGGCCCCATGGCCCCC0.537

- 9 1444PRKAA1_uc003jmb.2_Missense_Mutation_p.E495KNM_006251 NP_006242 Q13131 AAPK1_HUMAN 1TCTGTAATTTCATCTGGGTAA0.403

+ 20 3146NNT_uc003jof.2_Missense_Mutation_p.P964QNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. 3GGAATTCACCCAGTTGCAGGC0.458

- 19 3083DHX29_uc010ivw.2_RNANM_019030 NP_061903 Q7Z478 DHX29_HUMANHelicase C-terminal. 4GAAACAGAAGCCATCTCTGAC0.438

- 6 1174SKIV2L2_uc003jpy.3_3'UTR|SKIV2L2_uc011cqi.1_3'UTR|PPAP2A_uc003jpz.2_Missense_Mutation_p.R254K|PPAP2A_uc003jqb.2_RNANM_003711 NP_003702 O14494 LPP1_HUMANCytoplasmic (Potential). 2AAAAGAAGTTCTTTCTTTGAA0.348

- 2 165DEPDC1B_uc011cqm.1_Missense_Mutation_p.R31Q|DEPDC1B_uc011cqn.1_Missense_Mutation_p.R4QNM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN DEP. 1GCGATGTTTCCGTAACGGCAT0.453 rs148021233

- 5 1913 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2GGCTGTCTGTGCCAGGGCGAT0.597

- 9 1353COL4A3BP_uc003kds.2_Missense_Mutation_p.E311K|COL4A3BP_uc003kdt.2_Missense_Mutation_p.E439K|COL4A3BP_uc003kdu.2_Missense_Mutation_p.E311KNM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN 1TTAGGGCCTTCCTATTCCAAC0.328

+ 22 3279 NM_002439 NP_002430 P20585 MSH3_HUMAN 4CTGTTTGTCACCCATTATCCG0.328

+ 5 754ATG10_uc003khr.2_Missense_Mutation_p.P109S|ATG10_uc010jas.2_Missense_Mutation_p.P73SNM_001131028 NP_001124500 Q9H0Y0 ATG10_HUMAN 0CTACCAAGTGCCTGTACTTTA0.353



+ 8 8206VCAN_uc003kij.3_Missense_Mutation_p.T1630I|VCAN_uc010jau.2_Intron|VCAN_uc003kik.3_Intron|VCAN_uc003kil.3_Missense_Mutation_p.T1281INM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16GATGACAGCACTCAAGTTCAA0.413

- 1 481EDIL3_uc003kip.1_Missense_Mutation_p.G21DNM_005711 NP_005702 O43854 EDIL3_HUMAN 2CTTACCTTTGCCGAACTGGGG0.701

+ 54 11315GPR98_uc003kjt.2_Missense_Mutation_p.T1446I|GPR98_uc003kjv.2_Missense_Mutation_p.T1340INM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential).p.T3740T(1) 16GTAACCCTCACCCGTATCACC0.408

- 24 2842 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 14. 4CTCACAATTTGTTCTGACTGG0.313

- 16 2646ERAP1_uc003kml.2_Missense_Mutation_p.V767M|ERAP1_uc010jbm.1_Missense_Mutation_p.V579M|ERAP1_uc003kmn.2_Missense_Mutation_p.V767MNM_001040458 NP_001035548 Q9NZ08 ERAP1_HUMANLumenal (Potential). 2GCCAAGGTCACGTCGACAGGC0.453

- 27 3992CHD1_uc010jbn.2_Missense_Mutation_p.L8FNM_001270 NP_001261 O14646 CHD1_HUMAN 5GTTAGACTGAGGTCAGGATCC0.303

- 6 1269SLCO6A1_uc003kno.2_Intron|SLCO6A1_uc003knp.2_Missense_Mutation_p.G366E|SLCO6A1_uc003knq.2_Missense_Mutation_p.G304ENM_173488 NP_775759 Q86UG4 SO6A1_HUMANCytoplasmic (Potential). 7GATATTAGTTCCAAGTTTCAG0.299

+ 12 1798PPIP5K2_uc011cva.1_RNA|PPIP5K2_uc003koe.2_Missense_Mutation_p.P427S|PPIP5K2_uc010jbo.1_Missense_Mutation_p.P349SNM_015216 NP_056031 O43314 VIP2_HUMAN 2ACTCAAAAAACCAAAACAGTT0.224

+ 13 1694WDR36_uc010jbu.2_RNANM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 6. 2ATGCAGTCTGGCATACATCGA0.353

+ 28 7308DMXL1_uc010jcl.1_Missense_Mutation_p.T2376INM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2CATTCAAAAACTTTACCTGGT0.338

- 5 740 NM_000943 NP_000934 P45877 PPIC_HUMAN 1GTTGTGTCACCAATCAGCGAT0.373

+ 12 1986CSNK1G3_uc003ktl.2_Missense_Mutation_p.V423I|CSNK1G3_uc003ktn.2_Missense_Mutation_p.V391I|CSNK1G3_uc003kto.2_Missense_Mutation_p.V391I|CSNK1G3_uc011cwr.1_Missense_Mutation_p.V316I|CSNK1G3_uc011cws.1_Missense_Mutation_p.V279I|CSNK1G3_uc010jda.2_Missense_Mutation_p.V392INM_004384 NP_004375 Q9Y6M4 KC1G3_HUMAN 0CCCTACTGAAGTAGAAGTGAT0.353

- 1 602ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_Missense_Mutation_p.G160D|ZNF608_uc003ktt.1_Missense_Mutation_p.G160DNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN 6GCCGCTGCCGCCGCTGCTCAC0.612

+ 20 2836MEGF10_uc003kui.3_Missense_Mutation_p.G825ENM_032446 NP_115822 Q96KG7 MEG10_HUMANExtracellular (Potential).|EGF-like 15.|Necessary for interaction with AP2M1, self-assembly and formation of the irregular, mosaic-like adhesion pattern.4GGATGGAAGGGAGCGAGATGT0.373

+ 9 1309PRRC1_uc003kuj.3_3'UTRNM_130809 NP_570721 Q96M27 PRRC1_HUMAN 0CTTTCCACAGGCTCAAAGTCT0.363

+ 5 1258SLC12A2_uc010jdf.2_RNA|SLC12A2_uc010jdg.2_Missense_Mutation_p.G365DNM_001046 NP_001037 P55011 S12A2_HUMANCytoplasmic (Potential). 3CCAGAATTTGGTGGTGCAATT0.373

- 13 1951P4HA2_uc003kwg.2_Missense_Mutation_p.A461T|P4HA2_uc003kwi.2_Missense_Mutation_p.A461T|P4HA2_uc003kwk.2_Missense_Mutation_p.A461T|P4HA2_uc003kwl.2_Missense_Mutation_p.A463T|P4HA2_uc003kwj.2_Missense_Mutation_p.A461TNM_004199 NP_004190 O15460 P4HA2_HUMANFe2OG dioxygenase. 0GCACCACCAGCTTCTACATCA0.483

+ 3 189 NM_144723 NP_653324 Q96NC0 ZMAT2_HUMAN 0GGTGGACTTGGAATCCAAGCT0.458

+ 1 761 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMANCadherin 2.|Extracellular (Potential). 5TCATGTTGCTACGCATAATCG0.498

+ 1 1265PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lko.1_Missense_Mutation_p.I336T|PCDHGA11_uc003lkp.1_Missense_Mutation_p.I336TNM_018914 NP_061737 Q9Y5H2 PCDGB_HUMANExtracellular (Potential).|Cadherin 3. 0ACGATGTTGATCACTGTTGTG0.408

- 1 1875 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANExtracellular (Potential).|Cadherin 2. 3GACTTGGGGGGGTTCCCATTG0.478

+ 13 1282SPINK5_uc010jgs.1_Missense_Mutation_p.C375W|SPINK5_uc010jgr.2_Missense_Mutation_p.C384W|SPINK5_uc003low.2_Missense_Mutation_p.C403W|SPINK5_uc003loy.2_Missense_Mutation_p.C403WNM_006846 NP_006837 Q9NQ38 ISK5_HUMAN Kazal-like 6. 4GCTCCATGTGTGAGGTCTTCT0.413

- 17 3987SH3TC2_uc003lpp.1_Intron|SH3TC2_uc010jgw.2_Missense_Mutation_p.R923W|SH3TC2_uc003lps.2_RNA|SH3TC2_uc003lpt.2_Missense_Mutation_p.R826W|SH3TC2_uc010jgx.2_Missense_Mutation_p.R1272WNM_024577 NP_078853 Q8TF17 S3TC2_HUMAN 2CTCAGCCACCGCGCCCTCTCT0.612

- 17 3870SH3TC2_uc003lpp.1_Intron|SH3TC2_uc010jgw.2_Missense_Mutation_p.A884T|SH3TC2_uc003lps.2_RNA|SH3TC2_uc003lpt.2_Missense_Mutation_p.A787T|SH3TC2_uc010jgx.2_Missense_Mutation_p.A1233TNM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 8. 2AGGACCGCTGCTGCCAGGGCC0.592

+ 3 1308 NM_000112 NP_000103 P50443 S26A2_HUMANHelical; (Potential). 0ACATTAGCCTCTCATTTTGGA0.388

- 1 274CAMK2A_uc003lrt.2_Missense_Mutation_p.G20D|CAMK2A_uc010jhe.2_Missense_Mutation_p.G20DNM_171825 NP_741960 Q9UQM7 KCC2A_HUMANProtein kinase.|ATP (By similarity). 1AACTCACTTGCCCAATTCCTC0.632

+ 23 3793TCOF1_uc011dch.1_Missense_Mutation_p.P1192S|TCOF1_uc003lrz.2_Missense_Mutation_p.P1191S|TCOF1_uc003lrx.2_Missense_Mutation_p.P1153S|TCOF1_uc003lsa.2_Missense_Mutation_p.P1152SNM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3AGACTCCAGCCCCTCAGTTTC0.547

- 8 886DCTN4_uc003lsu.2_Missense_Mutation_p.L205F|DCTN4_uc010jhi.2_Missense_Mutation_p.L269F|DCTN4_uc010jhj.2_RNANM_016221 NP_057305 Q9UJW0 DCTN4_HUMAN 1CGAGGATAGAGCTGTGAAGCA0.463 rs140781660

- 6 1511 IRGM_uc011dcl.1_IntronNM_052860 NP_443092 Q96RE9 ZN300_HUMAN C2H2-type 6. 2GAAGGCTTTCCCACATTCGGT0.463

- 7 973GM2A_uc011dcs.1_Intron|SLC36A2_uc003ltz.2_Splice_Site|SLC36A2_uc003lua.2_Splice_Site_p.V83_splice|SLC36A2_uc010jhv.2_Splice_Site_p.V281_spliceNM_181776 NP_861441 Q495M3 S36A2_HUMAN 2TCAAACCTTACCACACCAATG0.498

- 1 2466GM2A_uc011dcs.1_Intron|FAT2_uc010jhx.1_Missense_Mutation_p.P818LNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANExtracellular (Potential).|Cadherin 6. 6AGGAAATCTGGGTGCGTTGTC0.498

+ 22 2348CYFIP2_uc011ddn.1_Missense_Mutation_p.I711T|CYFIP2_uc011ddo.1_Missense_Mutation_p.I541T|CYFIP2_uc003lwr.2_Missense_Mutation_p.I737T|CYFIP2_uc003lws.2_Missense_Mutation_p.I737T|CYFIP2_uc003lwt.2_Missense_Mutation_p.I640T|CYFIP2_uc011ddp.1_Missense_Mutation_p.I471TNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0GGCGTCATCATTCCGTATCCA0.478

+ 3 280PTTG1_uc003lyk.2_Missense_Mutation_p.G79RNM_004219 NP_004210 O95997 PTTG1_HUMAN 0AAAGACCAAGGGACCCCTCAA0.413

- 11 1477SLIT3_uc010jjg.2_Missense_Mutation_p.G353C|SLIT3_uc010jji.2_Missense_Mutation_p.G353C|SLIT3_uc003mac.1_Missense_Mutation_p.G150CNM_003062 NP_003053 O75094 SLIT3_HUMAN LRR 8. 4GATTTCAGGCCCTGGAAGGCA0.527

+ 49 5157DOCK2_uc011der.1_RNA|DOCK2_uc010jjm.2_Missense_Mutation_p.V1185I|DOCK2_uc003mah.2_Missense_Mutation_p.V249INM_004946 NP_004937 Q92608 DOCK2_HUMAN 7CCTGCCTGAGGTCAAGCTGCG0.587

- 3 748 BOD1_uc003mcr.2_IntronNM_138369 NP_612378 Q96IK1 BOD1_HUMAN 2AGGGTCCTGGCCTTCGGGCTC0.512

+ 1 1428CPEB4_uc010jju.1_Missense_Mutation_p.V8M|CPEB4_uc010jjv.2_Missense_Mutation_p.V8M|CPEB4_uc011dfg.1_Missense_Mutation_p.V8MNM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0CGGGTTTGGAGTGCTAGTGCA0.448

+ 14 1689GRK6_uc003mgq.2_Missense_Mutation_p.P510L|GRK6_uc003mgs.1_Missense_Mutation_p.P480L|uc003mgt.2_IntronNM_002082 NP_002073 P43250 GRK6_HUMANAGC-kinase C-terminal. 3GTGCCCATCCCCTGGCAGAAC0.632

+ 5 3142MAML1_uc003mkn.1_IntronNM_014757 NP_055572 Q92585 MAML1_HUMAN 6TGCACCCAGGCCTACCCTGTG0.687

- 11 1711MGAT4B_uc003mkp.2_Missense_Mutation_p.R302W|MGAT4B_uc003mkq.2_Missense_Mutation_p.A223V|MGAT4B_uc003mkr.2_Missense_Mutation_p.R463W|MIR1229_hsa-mir-1229|MI0006319_5'FlankNM_014275 NP_055090 Q9UQ53 MGT4B_HUMANLumenal (Potential). 0GGCACTGACCGCTCCAGTCTT0.552 rs149772768

+ 4 1186FARS2_uc003mwr.2_Missense_Mutation_p.E284K|FARS2_uc003mws.1_Missense_Mutation_p.E284KNM_006567 NP_006558 O95363 SYFM_HUMAN 0CTTTCATGGAGAATGGCTGGA0.428

+ 1 692TXNDC5_uc003mxw.2_IntronNR_027712 0ACTGTGGGGAGCCTGAGTACC0.493

+ 1 809TXNDC5_uc003mxw.2_IntronNR_027712 0AATGCCTTCCGTTTCAAGACC0.532

+ 3 587EDN1_uc003nad.2_Missense_Mutation_p.L85F|EDN1_uc003naf.3_Missense_Mutation_p.L84FNM_001955 NP_001946 P05305 EDN1_HUMAN 1TCCGTATGGACTTGGAAGCCC0.403

+ 9 1134SIRT5_uc003naw.2_Missense_Mutation_p.P280S|SIRT5_uc003nax.2_Missense_Mutation_p.P172S|SIRT5_uc011dit.1_Missense_Mutation_p.P262SNM_012241 NP_036373 Q9NXA8 SIRT5_HUMANDeacetylase sirtuin-type. 3GGAGACCACCCCAGCTACGAA0.562

+ 3 1055RNF182_uc003nbf.2_Missense_Mutation_p.V213I|RNF182_uc003nbg.2_Missense_Mutation_p.V213INM_152737 NP_689950 Q8N6D2 RN182_HUMANHelical; (Potential). 3CACCCTTGGGGTCGTCTTTGT0.473

+ 26 2625LRRC16A_uc010jpx.2_Missense_Mutation_p.G750D|LRRC16A_uc010jpy.2_Missense_Mutation_p.G750D|LRRC16A_uc003nfa.1_Missense_Mutation_p.G104DNM_017640 NP_060110 Q5VZK9 LR16A_HUMAN 4GGAGCCAGTGGCTTACTATCC0.393



+ 1 344HIST1H2AK_uc003njs.2_5'Flank|HIST1H2BN_uc003njt.1_RNA|HIST1H2BN_uc003nju.1_Missense_Mutation_p.G115DNM_003520 NP_003511 Q99877 H2B1N_HUMAN 0GTGTCGGAGGGCACCAAGGCC0.647

+ 1 82HIST1H3J_uc003nka.2_5'Flank|HIST1H2AM_uc003nkb.1_5'FlankNM_003527 NP_003518 P23527 H2B1O_HUMAN 0AAAAAGGGCTCCAAGAAAGCC0.522

- 1 589 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMANHelical; Name=5; (Potential). 0AATAGTTCAGCCTCATTTGCT0.433

- 1 904 uc003nlp.1_5'Flank NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN SCAN box. 1TGCTCCAGCACCAACAATTCC0.562

+ 5 551MRPS18B_uc011dml.1_Intron|MRPS18B_uc010jsd.1_Missense_Mutation_p.G109SNM_014046 NP_054765 Q9Y676 RT18B_HUMAN p.G132C(1) 1CGCCCACACGGGTATCATCTT0.502

- 5 1133DHX16_uc011dmo.1_Splice_Site_p.Q247_spliceNM_003587 NP_003578 O60231 DHX16_HUMAN 4CTTCACCTCACCTGTCCTCGG0.622

+ 4 1424TUBB_uc003nrk.1_Missense_Mutation_p.G426E|TUBB_uc011dmq.1_Missense_Mutation_p.E361KNM_178014 NP_821133 P07437 TBB5_HUMAN 1CGCAGAAGAGGAGGAGGATTT0.577

- 3 228FLOT1_uc011dmr.1_Missense_Mutation_p.V22INM_005803 NP_005794 O75955 FLOT1_HUMAN 0GCCACCATGACTGGGGGGCTT0.602

+ 2 229 MICA_uc003rxz.1_5'UTR 0CAGGCAGAAATGCAGGGCAAA0.552 rs17200172

+ 3 409BAT2_uc011dnv.1_RNA|BAT2_uc003nvc.3_Missense_Mutation_p.R54W|BAT2_uc003nve.2_5'FlankNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats.|1-1. 0TGCCATTGCCCGGCGTATGCC0.557

+ 14 2241BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Nonsense_Mutation_p.W664*NM_080686 NP_542417 P48634 PRC2A_HUMANPoly-Gln.|4 X 57 AA type A repeats. 0 agcaccagtggcagcagcatc 0.483

- 3 519C6orf27_uc003nxd.2_5'UTR|C6orf27_uc011doh.1_RNANM_025258 NP_079534 Q9Y334 G7C_HUMAN 3AGAAGAACCAGGTCCAAAGTA0.597

+ 28 4095SKIV2L_uc011dou.1_Missense_Mutation_p.D1078N|SKIV2L_uc011dov.1_Missense_Mutation_p.D1043N|STK19_uc003nyt.2_5'Flank|STK19_uc011dow.1_5'Flank|STK19_uc011dox.1_5'Flank|STK19_uc003nyv.2_5'Flank|STK19_uc003nyw.2_5'Flank|STK19_uc010jtn.1_5'FlankNM_006929 NP_008860 Q15477 SKIV2_HUMAN 4GCTACGGCGGGACATCGTATT0.567

- 4 1368DOM3Z_uc003nyp.1_Nonsense_Mutation_p.W278*|DOM3Z_uc003nyq.1_Nonsense_Mutation_p.W19*|DOM3Z_uc003nyr.1_Nonsense_Mutation_p.W278*|DOM3Z_uc003nys.1_3'UTR|DOM3Z_uc010jtl.1_3'UTR|STK19_uc003nyt.2_5'Flank|STK19_uc011dow.1_5'Flank|STK19_uc011dox.1_5'Flank|STK19_uc003nyv.2_5'Flank|STK19_uc003nyw.2_5'Flank|STK19_uc010jtn.1_5'FlankNM_005510 NP_005501 O77932 DOM3Z_HUMAN 0ATGACTGAGCCCACCATTTCA0.542

- 1 800DOM3Z_uc003nyp.1_Missense_Mutation_p.P89L|DOM3Z_uc003nyq.1_Intron|DOM3Z_uc003nyr.1_Missense_Mutation_p.P89L|DOM3Z_uc003nys.1_Missense_Mutation_p.P89L|DOM3Z_uc010jtl.1_Missense_Mutation_p.P89L|STK19_uc003nyt.2_Intron|DOM3Z_uc003nyu.1_Missense_Mutation_p.P89L|STK19_uc011dow.1_5'Flank|STK19_uc011dox.1_5'Flank|STK19_uc003nyv.2_5'Flank|STK19_uc003nyw.2_5'Flank|STK19_uc010jtn.1_5'FlankNM_005510 NP_005501 O77932 DOM3Z_HUMAN 0GTATCGATCCGGGTATCCGTC0.632

- 25 8957 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 21. 0ATGGGGCCCACGCGCTGGCCA0.637

- 24 8474 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 20. 0CCCTGGGGGATGGTCCAGGAG0.672

- 7 3245 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 3. 0GGCACCAGAGCCTGGCGGACG0.657

- 9 1761NOTCH4_uc011dpu.1_RNA|NOTCH4_uc011dpv.1_RNA|NOTCH4_uc003obc.2_Missense_Mutation_p.P541LNM_004557 NP_004548 Q99466 NOTC4_HUMANEGF-like 13; calcium-binding (Potential).|Extracellular (Potential).22GTACTCACCAGGCAGGCAGAT0.597

- 2 289HLA-DMB_uc003ocj.1_Missense_Mutation_p.G19D|HLA-DMB_uc003ock.1_5'Flank|HLA-DMB_uc010jud.1_5'Flank|HLA-DMB_uc010jue.1_5'Flank|HLA-DMB_uc010juf.1_5'Flank|HLA-DMB_uc011dql.1_Missense_Mutation_p.G19DNM_002118 NP_002109 P28068 DMB_HUMANBeta-1.|Lumenal (Potential). 0CACGAAGCCACCTAGAGGAGC0.403

+ 6 1171RING1_uc003odl.2_Missense_Mutation_p.T297INM_002931 NP_002922 Q06587 RING1_HUMANGly-rich.|Necessary for interaction with CBX2 (By similarity).2GCCTCTGACACCGGAGGACCT0.677

- 6 2083ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Missense_Mutation_p.P552S|DAXX_uc011dre.1_Missense_Mutation_p.P639S|DAXX_uc003oed.2_Missense_Mutation_p.P627SNM_001350 NP_001341 Q9UER7 DAXX_HUMANInteraction with SPOP. 23TTGCAGGGGGGACCAGAATCT0.512

+ 7 878SYNGAP1_uc003oeo.1_Missense_Mutation_p.T213I|SYNGAP1_uc010juy.2_Missense_Mutation_p.T213I|SYNGAP1_uc010juz.2_5'FlankNM_006772 NP_006763 Q96PV0 SYGP1_HUMAN PH. 4TCATCAGGAACAAAATGCTTT0.517

+ 9 1354UHRF1BP1_uc010jvm.1_Splice_Site|UHRF1BP1_uc010jvn.2_RNA|UHRF1BP1_uc010jvo.2_5'FlankNM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3CATTGGGCAGGTTAGGAAAAC0.478

- 3 461MTCH1_uc003onc.1_Missense_Mutation_p.P154L|MTCH1_uc010jwo.1_RNA|MTCH1_uc003one.3_Missense_Mutation_p.P154L|MTCH1_uc011dtt.1_5'UTRNM_014341 NP_055156 Q9NZJ7 MTCH1_HUMAN Solcar 1. 0CATCAGCCGGGGACTCAGGCC0.557

+ 1 477 PIM1_uc011dtw.1_5'FlankNM_002648 NP_002639 P11309 PIM1_HUMAN 2CGCGCCGCGCCCTGCAACGAC0.716

+ 35 5056 NM_001371 NP_001362 21CACTTCCTCAGATATAATTGA0.363

+ 42 6238 NM_001371 NP_001362 21GGATTTCAGAGGCCTAGGAAG0.353

+ 2 154PTCRA_uc011duz.1_Silent_p.H35H|PTCRA_uc010jxx.1_Intron|PTCRA_uc010jxy.2_Intron|PTCRA_uc010jxz.2_IntronNM_138296 NP_612153 Q6ISU1 PTCRA_HUMANExtracellular (Potential). 2GGGCGGCACACCCTTTCCTTC0.567

+ 11 2749CUL9_uc003oul.2_Missense_Mutation_p.E892K|CUL9_uc010jyk.2_Missense_Mutation_p.E44KNM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12TATAACCCAAGAGCTGAGAGA0.512

- 32 3797POLR1C_uc003ovo.1_IntronNM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4GCCAGGCCACCCCCATCATTG0.483

+ 7 1131POLH_uc010jyu.2_Missense_Mutation_p.G152D|POLH_uc011dvl.1_RNA|POLH_uc003ovr.3_Missense_Mutation_p.G177DNM_006502 NP_006493 Q9Y253 POLH_HUMAN 2GAATACATGGGTGAACTGACC0.418

+ 10 1751HSP90AB1_uc011dvr.1_Missense_Mutation_p.S546N|HSP90AB1_uc003oxb.1_Missense_Mutation_p.S556N|HSP90AB1_uc011dvs.1_Missense_Mutation_p.S376N|HSP90AB1_uc003oxc.1_Missense_Mutation_p.S194NNM_007355 NP_031381 P08238 HS90B_HUMAN 4ATGGAAGAGAGCAAGGCAAAG0.458

- 16 1774PKHD1_uc003pai.2_Missense_Mutation_p.L500FNM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44ACTTCTGGAAGCCTCTGGGCT0.537

+ 2 260 NM_133367 NP_588608 Q8TEZ7 MPRB_HUMANCytoplasmic (Potential). 0CTGGAGGATGGGCTTCCCAAG0.672

+ 2 393EFHC1_uc011dwv.1_5'UTR|EFHC1_uc011dww.1_Missense_Mutation_p.A41TNM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN 3GCTGTCCCAGGCTGAGCTGGA0.537

+ 29 2047COL19A1_uc010kam.1_Missense_Mutation_p.G540SNM_001858 NP_001849 Q14993 COJA1_HUMANTriple-helical region 3 (COL3). 4CCTTTTCCAGGGTCCTCGAGG0.458

+ 3 617IRAK1BP1_uc010kbg.1_Splice_Site|IRAK1BP1_uc003pin.2_Splice_Site_p.R84_spliceNM_001010844 NP_001010844 Q5VVH5 IKBP1_HUMAN 0AGAATCTTCGGTAAGTTTAAG0.338

+ 8 2805 NM_015021 NP_055836 O60281 ZN292_HUMAN 4AAATGGTTTGGAAAACCCTGC0.443

- 8 1383GABRR1_uc011dzv.1_Missense_Mutation_p.V287MNM_002042 NP_002033 P24046 GBRR1_HUMANHelical; (Probable). 1CTGGCAGGCACGGCTCTGCGG0.478

+ 4 759KLHL32_uc003poy.2_Missense_Mutation_p.A96V|KLHL32_uc011ead.1_Intron|KLHL32_uc003poz.2_5'UTR|KLHL32_uc011eae.1_Intron|KLHL32_uc003ppa.2_RNANM_052904 NP_443136 Q96NJ5 KLH32_HUMAN BTB. 4TTAAAGCAGGCTCTGGAGTTT0.423

- 31 5208 NM_006828 NP_006819 Q8N3C0 HELC1_HUMANHelicase C-terminal 2. 6GTTTTTCGGTCCCTCTCATGT0.373

- 31 5161 NM_006828 NP_006819 Q8N3C0 HELC1_HUMANHelicase C-terminal 2. 6GAAAGCAAGGGTCAGCTTGAG0.368

- 40 5506AKD1_uc011eas.1_Missense_Mutation_p.T195INM_001145128 NP_001138600 Q5TCS8 AKD1_HUMAN 1AATTAGAGAAGTTGCAATACC0.373

+ 2 587GPR6_uc011eav.1_Missense_Mutation_p.P151L|GPR6_uc003ptu.2_Missense_Mutation_p.P136LNM_005284 NP_005275 P46095 GPR6_HUMANExtracellular (Potential). 0TACTTGGTGCCCTCGGAGACT0.637

+ 7 800TRMT11_uc003qan.2_RNA|TRMT11_uc010kev.2_Missense_Mutation_p.G227SNM_001031712 NP_001026882 Q7Z4G4 TRM11_HUMAN 1TGTTGGAACAGGTATTTTTAT0.289

- 6 704ECHDC1_uc003qaz.3_Missense_Mutation_p.A217V|ECHDC1_uc010key.2_Missense_Mutation_p.A142V|ECHDC1_uc003qay.3_3'UTR|ECHDC1_uc010kez.2_3'UTR|ECHDC1_uc010kex.2_RNANM_001139510 NP_001132982 Q9NTX5 ECHD1_HUMAN 0TATGTTTAGAGCATTTTTTGA0.443



- 17 2979EPB41L2_uc003qce.1_Missense_Mutation_p.V311M|EPB41L2_uc003qcf.1_Intron|EPB41L2_uc003qcg.1_Missense_Mutation_p.V675M|EPB41L2_uc011eby.1_Intron|EPB41L2_uc003qci.2_Missense_Mutation_p.V780M|EPB41L2_uc010kfk.2_Intron|EPB41L2_uc003qcd.1_Missense_Mutation_p.V94MNM_001431 NP_001422 O43491 E41L2_HUMANCarboxyl-terminal (CTD). 2GTTGTTGACACGGACTCAGAT0.453 rs145851233

- 17 2266MAP7_uc011edf.1_Missense_Mutation_p.P659S|MAP7_uc011edg.1_Missense_Mutation_p.P704S|MAP7_uc010kgu.2_Missense_Mutation_p.P696S|MAP7_uc011edh.1_Missense_Mutation_p.P659S|MAP7_uc010kgv.2_Missense_Mutation_p.P696S|MAP7_uc010kgs.2_Missense_Mutation_p.P528S|MAP7_uc011edi.1_Missense_Mutation_p.P528S|MAP7_uc010kgq.1_Missense_Mutation_p.P580S|MAP7_uc003qha.1_Missense_Mutation_p.P637SNM_003980 NP_003971 Q14244 MAP7_HUMAN 0TCCAAATCGGGAGTGCTAAGG0.264

+ 53 7902 NM_007124 NP_009055 P46939 UTRO_HUMAN 5TCTTTTGAAAGGCCCTGAGAC0.448

- 2 745LATS1_uc010kif.1_5'UTR|LATS1_uc003qmv.1_Missense_Mutation_p.R66K|LATS1_uc003qmw.2_Missense_Mutation_p.R66K|LATS1_uc010kig.1_5'UTRNM_004690 NP_004681 O95835 LATS1_HUMAN 6GGGTGGATTTCTGACTTGTCG0.408

+ 4 3826AKAP12_uc003qoe.2_Missense_Mutation_p.E1196K|AKAP12_uc003qof.2_Missense_Mutation_p.E1098K|AKAP12_uc010kim.2_Intron|AKAP12_uc003qog.2_Missense_Mutation_p.E1091KNM_005100 NP_005091 Q02952 AKA12_HUMAN 8GGAAATCCATGAGGAGAATGA0.547

+ 24 5275TIAM2_uc003qqe.2_Nonsense_Mutation_p.W1334*|TIAM2_uc010kjj.2_Nonsense_Mutation_p.W896*|TIAM2_uc003qqf.2_Nonsense_Mutation_p.W710*|TIAM2_uc011efl.1_Nonsense_Mutation_p.W670*|TIAM2_uc003qqg.2_Nonsense_Mutation_p.W646*|TIAM2_uc003qqh.2_Nonsense_Mutation_p.W259*NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4CGGTTTCCTGGTTGAATCCAT0.433

+ 7 2486MAP3K4_uc010kkc.1_Missense_Mutation_p.D782N|MAP3K4_uc003qto.2_Missense_Mutation_p.D782N|MAP3K4_uc011efz.1_RNA|MAP3K4_uc011ega.1_Missense_Mutation_p.D235NNM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9GACTAGTGCGGATGACAGCAG0.448

+ 6 1369HEATR2_uc003siz.2_Missense_Mutation_p.A318VNM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1ACGCCCTCTGCCTCCGGCCTC0.642

+ 16 1913GET4_uc003sjj.1_RNA|SUN1_uc003sjf.2_Missense_Mutation_p.G529R|SUN1_uc011jvq.1_Missense_Mutation_p.G509R|SUN1_uc003sjg.2_Missense_Mutation_p.G517R|SUN1_uc011jvr.1_Missense_Mutation_p.G410R|SUN1_uc003sji.2_Missense_Mutation_p.G450R|SUN1_uc003sjk.2_Missense_Mutation_p.G251RNM_001130965 NP_001124437 O94901 SUN1_HUMANPerinuclear space. 0AGATAAGACCGGGATGGTGGA0.507

+ 5 1052AMZ1_uc003sms.1_Intron|AMZ1_uc011jwa.1_5'UTRNM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0AGAGGCAGCAGCAGACGGCCC0.687

- 9 1021SKAP2_uc011jzi.1_Missense_Mutation_p.P71L|SKAP2_uc011jzj.1_Missense_Mutation_p.P228LNM_003930 NP_003921 O75563 SKAP2_HUMAN 1TATTGGTAGAGGATGATCAAC0.303

- 1 86HOXA10_uc003syw.3_IntronNM_018951 NP_061824 P31260 HXA10_HUMAN 0CTCCGAGCATGACATTGTTGT0.458

+ 7 712GHRHR_uc003tbw.1_Missense_Mutation_p.A222T|GHRHR_uc003tby.2_Missense_Mutation_p.A158T|GHRHR_uc003tbz.2_IntronNM_000823 NP_000814 Q02643 GHRHR_HUMANHelical; Name=3; (Potential). 5CTGGCTGTTGGCAGAAGCCGT0.627

+ 2 336AVL9_uc011kai.1_Missense_Mutation_p.D64N|AVL9_uc010kwj.1_5'FlankNM_015060 NP_055875 Q8NBF6 AVL9_HUMAN 0TGCCTTACCAGATGGCGCACA0.428

- 3 274 NM_203288 NP_976033 Q8TA86 RP9_HUMANPIM1-binding (By similarity). 0GTTGGTGCATGAGCCAGAAAT0.453

+ 2 248 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN 3TGAATTTCAGGTTCTGTTGCA0.368

+ 4 925ANLN_uc011kaz.1_Missense_Mutation_p.A153T|ANLN_uc003tfg.2_Missense_Mutation_p.A241T|ANLN_uc010kxe.2_Missense_Mutation_p.A241TNM_018685 NP_061155 Q9NQW6 ANLN_HUMANInteraction with F-actin. 3ATTTTCCTCTGCAAGTGGAGC0.428

+ 12 3436CDK13_uc003thi.3_Missense_Mutation_p.D1052N|CDK13_uc003thj.2_Missense_Mutation_p.D103NNM_003718 NP_003709 Q14004 CDK13_HUMAN 5TCTGGGCTTGGATGACAGCAG0.498

- 7 915POM121_uc010lam.1_3'UTR|NSUN5P2_uc003twl.2_RNA|NSUN5P2_uc003twm.2_Missense_Mutation_p.G68E|NSUN5P2_uc003two.2_Missense_Mutation_p.G68E|NSUN5P2_uc003twq.2_Missense_Mutation_p.G68E|NSUN5P2_uc010lan.1_5'UTR|NSUN5P2_uc003twp.2_Missense_Mutation_p.G68ENM_032158 NP_115534 0TGGCACTCACCCTTGGTTCTT0.542

- 15 2809MAGI2_uc003ugy.2_Missense_Mutation_p.G838E|MAGI2_uc010ldx.1_Missense_Mutation_p.G445ENM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 4. 11GTTGACCTGCCCATTGCGGGC0.532

+ 32 8282AKAP9_uc003ulf.2_Missense_Mutation_p.G2678E|AKAP9_uc003uli.2_Missense_Mutation_p.G2309E|AKAP9_uc003ulj.2_Missense_Mutation_p.G456E|AKAP9_uc003ulk.2_5'FlankNM_005751 NP_005742 Q99996 AKAP9_HUMANPotential.|Glu-rich. 26GAAGAAAGTGGATTTTTTAAT0.353

- 15 2009KRIT1_uc010lev.1_Missense_Mutation_p.G370D|KRIT1_uc003ulr.1_Missense_Mutation_p.G613D|KRIT1_uc003uls.1_Missense_Mutation_p.G613D|KRIT1_uc003ult.1_Missense_Mutation_p.G565D|KRIT1_uc003ulu.1_Missense_Mutation_p.G613D|KRIT1_uc003ulv.1_Missense_Mutation_p.G613DNM_194456 NP_919438 O00522 KRIT1_HUMANRequired for RAP1A binding.|FERM. 3TTTACTGACACCTTCACTTGT0.328 rs35311859

+ 9 1760 NM_019004 NP_061877 Q9P2G1 AKIB1_HUMANIBR-type; degenerate. 1TGGAAAAGGACACCTCTTCTG0.418

- 5 622CALCR_uc003ums.1_RNA|CALCR_uc003umt.1_RNA|CALCR_uc003umu.1_Missense_Mutation_p.D103N|CALCR_uc003umw.2_Missense_Mutation_p.D103NNM_001742 NP_001733 P30988 CALCR_HUMANExtracellular (Potential). 9CCTGATGGATCAAAATCCGGA0.403

- 4 663 NM_001185 NP_001176 P25311 ZA2G_HUMANIg-like C1-type. 2ACCACAGAGGGAGGATCTGTG0.577

+ 2 243STAG3_uc010lgs.1_5'UTR|STAG3_uc011kjk.1_Missense_Mutation_p.D30NNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8ACCCTTTGATGACAGGGACTC0.527

+ 33 3816STAG3_uc011kjk.1_Missense_Mutation_p.D1163N|GATS_uc003uty.3_Intron|GATS_uc003utz.3_Intron|GATS_uc003uua.3_Intron|GATS_uc010lgt.2_Intron|STAG3_uc003uub.1_Missense_Mutation_p.D446N|GATS_uc011kjl.1_Intron|GATS_uc010lgu.2_IntronNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8TACAGAGCTGGATATTGAGGT0.502

- 14 2849EPHB4_uc003uwm.1_Nonsense_Mutation_p.W693*|EPHB4_uc010lhj.1_Nonsense_Mutation_p.W786*NM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CCGGGGCAGTCCATCGGATGG0.582

+ 9 13152MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27TGGACCTCAGTGCCTGTGAGT0.607

+ 27 5099MLL5_uc010ljc.2_Missense_Mutation_p.T1522I|MLL5_uc010ljf.1_Intron|MLL5_uc010ljg.2_Missense_Mutation_p.T256INM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3TTTACACAGACACCCTCAGGA0.493

+ 6 831 NM_002736 NP_002727 P31323 KAP3_HUMAN cAMP 1. 1GATAATCGTGGGAGTTTCGGC0.423

- 4 935COG5_uc003vec.2_Missense_Mutation_p.R137K|COG5_uc003vee.2_Missense_Mutation_p.R137KNM_181733 NP_859422 Q9UP83 COG5_HUMAN 4AGCCCCAATTCTCGTCTGCAT0.323

- 3 983THAP5_uc003vfl.2_Missense_Mutation_p.P235SNM_001130475 NP_001123947 Q7Z6K1 THAP5_HUMAN 0TTTTCAGCAGGTACAAAAATG0.323

+ 4 2833IMMP2L_uc003vfq.1_Intron|IMMP2L_uc010ljr.1_Intron|IMMP2L_uc003vfr.2_Intron|LRRN3_uc003vfu.3_Missense_Mutation_p.P596L|LRRN3_uc003vfs.3_Missense_Mutation_p.P596LNM_001099660 NP_001093130 Q9H3W5 LRRN3_HUMANExtracellular (Potential).|Fibronectin type-III. 8ATTGATATTCCCACCATCTAT0.348

- 4 2793 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34TGAAATTTCAGTATGATGTTT0.378

- 5 1195WNT2_uc003vja.2_Missense_Mutation_p.R203WNM_003391 NP_003382 P09544 WNT2_HUMAN p.N295_D302del(1) 7TCCATGCCCCGGGAAGTCAGG0.572 rs148046128

+ 12 4192PTPRZ1_uc003vjz.2_Intron|PTPRZ1_uc011knt.1_IntronNM_002851 NP_002842 P23471 PTPRZ_HUMANExtracellular (Potential). 9TCCTATGCAAGTGAGAAATAT0.403

- 9 1157 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0GGAGGTGGTGGTGCTGAAATG0.279

+ 6 770NRF1_uc003vpa.2_Missense_Mutation_p.G218D|NRF1_uc011kpa.1_Missense_Mutation_p.G57D|NRF1_uc003vpb.2_Missense_Mutation_p.G218DNM_005011 NP_005002 Q16656 NRF1_HUMAN 1TACTCTACAGGTCGGGGAAAA0.527

- 12 1495TMEM209_uc010lmc.1_Missense_Mutation_p.L416FNM_032842 NP_116231 Q96SK2 TM209_HUMAN 3CTGGAATCAAGGTAGGTGCAA0.373

+ 18 2784EXOC4_uc011kpo.1_Missense_Mutation_p.G816S|EXOC4_uc003vrl.2_Missense_Mutation_p.G527S|EXOC4_uc011kpp.1_Missense_Mutation_p.G449S|EXOC4_uc011kpq.1_Missense_Mutation_p.G205SNM_021807 NP_068579 Q96A65 EXOC4_HUMAN 9GGTGGACCAGGGTGTGAAGTA0.582

+ 15 2231 NM_015135 NP_055950 Q92621 NU205_HUMAN 6TGGCTTTGACCCTTATTTGCA0.468 rs150179196

+ 14 1881TBXAS1_uc003vvh.2_Missense_Mutation_p.V527I|TBXAS1_uc010lne.2_Missense_Mutation_p.V459I|TBXAS1_uc003vvi.2_Missense_Mutation_p.V527I|TBXAS1_uc003vvj.2_3'UTR|TBXAS1_uc011kqw.1_Missense_Mutation_p.V507INM_001130966 NP_001124438 P24557 THAS_HUMANCytoplasmic (Potential). 3AAAAAATGGTGTCTATATCAA0.398

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 5 1230FLJ40852_uc011krh.1_Intron|FLJ40852_uc010lnm.2_Intron|FLJ40852_uc010lnn.2_Intron|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2GTGGTACGTTACTATTCCTCA0.408

+ 21 3898 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 11TCCTCCTGCAGCTCGATCATT0.458

+ 46 6680 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0CTCCACACAGGGTCCCCACCG0.672



- 58 14801MLL3_uc003wkz.2_Missense_Mutation_p.T3975I|MLL3_uc003wkx.2_Missense_Mutation_p.T1019I|MLL3_uc003wky.2_Missense_Mutation_p.T2421INM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN SET. 63TCTCTCAAAAGTCACCACTTC0.433

- 36 6721MLL3_uc003wkz.2_Missense_Mutation_p.P1229SNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63ACAGTAGTAGGCCGGGGAGTT0.478

- 27 4439MLL3_uc003wkz.2_Missense_Mutation_p.S468FNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63TGGATCTAAGGAAGGATCCAA0.343

+ 6 633RNF32_uc010lql.1_RNA|RNF32_uc010lqm.2_Missense_Mutation_p.A151T|RNF32_uc003wmq.2_Missense_Mutation_p.A151T|RNF32_uc003wmr.2_Missense_Mutation_p.A151T|RNF32_uc003wms.2_Missense_Mutation_p.A151T|RNF32_uc003wmu.2_RNA|RNF32_uc003wmt.2_Missense_Mutation_p.A151TNM_030936 NP_112198 Q9H0A6 RNF32_HUMANRING-type 1; atypical. 0TTTTCTTCAGGCATGTCTTCA0.358

+ 9 2218 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MI. 0CAAATTTCGGGACTTGGAAAA0.383

- 7 1375 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25TGGCTTCCATCCTTGCTGGGC0.453

+ 5 840VPS37A_uc003wxk.2_Missense_Mutation_p.P138S|VPS37A_uc003wxl.2_5'UTRNM_152415 NP_689628 Q8NEZ2 VP37A_HUMAN 0TCCATATCCTCCACAAGAAGC0.413

+ 20 2529PIWIL2_uc011kzf.1_Missense_Mutation_p.G794D|PIWIL2_uc010ltv.2_Missense_Mutation_p.G794DNM_018068 NP_060538 Q8TC59 PIWL2_HUMAN Piwi. 1TGCCTCGTGGGCTCCTTAAAA0.403

+ 6 1103SLC39A14_uc011kzg.1_Missense_Mutation_p.L310F|SLC39A14_uc003xbp.3_Missense_Mutation_p.L310F|SLC39A14_uc011kzh.1_Missense_Mutation_p.L310FNM_001128431 NP_001121903 Q15043 S39AE_HUMANCytoplasmic (Potential). 0TGTGGGCTCGCTCTCTGTGCA0.602

+ 18 2083SORBS3_uc003xbw.3_Splice_Site_p.Q239_spliceNM_005775 NP_005766 O60504 VINEX_HUMAN 0CAGACCCAGGTGAGGTAGCCT0.662

+ 2 1159NEFM_uc011lac.1_Missense_Mutation_p.E376K|NEFM_uc010lue.2_5'UTRNM_005382 NP_005373 P07197 NFM_HUMAN Rod.|Coil 2B. 1CACAAAGTGGGAAATGGCTCG0.507

- 6 1712CHRNA2_uc011lal.1_Missense_Mutation_p.G353E|CHRNA2_uc010lus.2_Missense_Mutation_p.G170ENM_000742 NP_000733 Q15822 ACHA2_HUMAN Cytoplasmic. 1CAGAAGGGCCCCCCGCACCCA0.647

- 1 655 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7AGTGGAAAAACTGTAGACGTT0.363

- 24 4627WHSC1L1_uc011lbm.1_Missense_Mutation_p.C1359Y|WHSC1L1_uc010lwe.2_Missense_Mutation_p.C1321Y|WHSC1L1_uc003xlh.2_Missense_Mutation_p.C149YNM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1TGCACTGCTGCACTCATCGCa0.363

+ 6 936AP3M2_uc003xoo.2_Missense_Mutation_p.M215I|AP3M2_uc010lxe.2_RNA|AP3M2_uc003xoq.1_Missense_Mutation_p.M100I|AP3M2_uc003xor.1_Missense_Mutation_p.M215INM_001134296 NP_001127768 P53677 AP3M2_HUMAN MHD. 0TGACTGGCATGCCAGACCTTA0.448

+ 13 906POLB_uc003xpa.1_Missense_Mutation_p.Y236H|POLB_uc011lcs.1_Missense_Mutation_p.Y111HNM_002690 NP_002681 P06746 DPOLB_HUMAN 2CAAAGATCAGTATTACTGTGG0.343

- 8 1790SLC20A2_uc010lxm.2_Missense_Mutation_p.G366S|SLC20A2_uc003xpe.2_Missense_Mutation_p.G366S|SLC20A2_uc011lcu.1_Missense_Mutation_p.G168SNM_006749 NP_006740 Q08357 S20A2_HUMANCytoplasmic (Potential). 2TCCTCGGGGCCCCTGTCGATG0.587

+ 3 309PRKDC_uc003xqi.2_5'Flank|PRKDC_uc003xqj.2_5'Flank|PRKDC_uc011ldh.1_5'Flank|MCM4_uc003xql.1_Missense_Mutation_p.P72S|MCM4_uc011ldi.1_Missense_Mutation_p.P72S|MCM4_uc010lxw.1_IntronNM_182746 NP_877423 P33991 MCM4_HUMAN 4GTTTTCCAGCCCTCCCCAAAT0.547

+ 19 1656SNTG1_uc003xqs.1_Missense_Mutation_p.A429T|SNTG1_uc010lxz.1_Intron|SNTG1_uc011ldl.1_RNANM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5CCCCCTTTAGGCTGTCCTTTG0.318

- 12 1485 NM_144651 NP_653252 A1KZ92 PXDNL_HUMANIg-like C2-type 3. 2TGCTGGCCTTCCACAGGGAGC0.517

- 5 785ARMC1_uc011leo.1_Missense_Mutation_p.V82MNM_018120 NP_060590 Q9NVT9 ARMC1_HUMAN 1ATTCGCACCACACACCTTTGA0.333

- 13 1406MTFR1_uc003xvo.1_Intron|PDE7A_uc003xvp.2_Missense_Mutation_p.D439GNM_002604 NP_002595 Q13946 PDE7A_HUMAN 0AAATGCAGCATCAGTGTCCTC0.483

+ 1 729ADHFE1_uc003xwb.3_5'Flank|ADHFE1_uc003xwd.3_5'Flank|ADHFE1_uc003xwc.3_5'Flank|ADHFE1_uc003xwe.3_5'Flank|ADHFE1_uc003xwf.3_5'Flank|ADHFE1_uc011les.1_5'Flank|ADHFE1_uc011leq.1_5'Flank|ADHFE1_uc011ler.1_5'FlankNM_015169 NP_055984 Q15050 RRS1_HUMAN 0CGGCTTGCACCCTACCGGACA0.662

+ 2 2554ZFHX4_uc003yat.1_Missense_Mutation_p.H723Y|ZFHX4_uc003yau.1_Missense_Mutation_p.H723Y|ZFHX4_uc003yaw.1_Missense_Mutation_p.H723YNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 3. 15GTCGGACAAGCACCTGAACAA0.507

+ 2 2578ZFHX4_uc003yat.1_Missense_Mutation_p.Q731K|ZFHX4_uc003yau.1_Missense_Mutation_p.Q731K|ZFHX4_uc003yaw.1_Missense_Mutation_p.Q731KNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15TCAGAATCTCCAAAATGGCAA0.517

+ 6 1187OSGIN2_uc003yeh.2_Missense_Mutation_p.V325MNM_004337 NP_004328 Q9Y236 OSGI2_HUMAN 0TTTTCCTTTTGTGTTTCATTC0.463

- 2 162RAD54B_uc003ygl.1_RNA|RAD54B_uc003ygn.1_Missense_Mutation_p.P22SNM_012415 NP_036547 O95073 FSBP_HUMAN 4CTTCCTGGAGGTATAAATTTT0.368

- 7 654KIAA1429_uc003ygp.2_Missense_Mutation_p.R214K|KIAA1429_uc010maz.1_5'FlankNM_015496 NP_056311 Q69YN4 VIR_HUMAN Glu-rich. 2GTAATCTTCTCTATGAGGAGC0.343

- 3 334UQCRB_uc011lgt.1_RNA|UQCRB_uc010mbc.2_RNANM_006294 NP_006285 P14927 QCR7_HUMAN 1CTGCTCTTTAGGCAAGATCTG0.408

+ 7 1446MTDH_uc010mbf.2_IntronNM_178812 NP_848927 Q86UE4 LYRIC_HUMANCytoplasmic (Potential). 2CGTAATCAACCCTATATCGAT0.348

+ 10 1845MTDH_uc010mbf.2_RNANM_178812 NP_848927 Q86UE4 LYRIC_HUMANCytoplasmic (Potential). 2GTCAAAAATAGCCAGGTAATT0.239

+ 7 1061POP1_uc011lgv.1_Missense_Mutation_p.P321S|POP1_uc003yik.2_Missense_Mutation_p.P321SNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CCCGGGTGACCCTTCTGAGAG0.488

+ 13 1979POP1_uc011lgv.1_Missense_Mutation_p.G627S|POP1_uc003yik.2_Missense_Mutation_p.G627SNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2AAAGGGCTGGGGCATGGCTTT0.408

- 2 1878FBXO43_uc003yje.2_Missense_Mutation_p.E355K|FBXO43_uc010mbp.1_Missense_Mutation_p.E389KNM_001029860 NP_001025031 Q4G163 FBX43_HUMAN 2GAGCTTTGTTCCCGAAGGGTG0.493

+ 9 979ATP6V1C1_uc010mbz.2_Splice_Site_p.K170_splice|ATP6V1C1_uc003yla.2_Splice_Site_p.K245_splice|ATP6V1C1_uc011lhl.1_Splice_Site_p.K170_spliceNM_001695 NP_001686 P21283 VATC1_HUMAN 0AGAAAACAAGTAAGATTATTG0.343

+ 5 1416RIMS2_uc003ylp.2_Missense_Mutation_p.G614D|RIMS2_uc003ylw.2_Missense_Mutation_p.G422D|RIMS2_uc003ylq.2_Missense_Mutation_p.G422D|RIMS2_uc003ylr.2_Missense_Mutation_p.G469D|RIMS2_uc003ylt.2_Missense_Mutation_p.G15D|RIMS2_uc003ylu.1_Missense_Mutation_p.G5D|RIMS2_uc003ylv.1_Missense_Mutation_p.G5DNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN PDZ. 15ACTGAATCAGGTCGGCTTTGT0.338

+ 47 7224 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14GGTCACACTCCCTGATGGAAC0.358

- 13 1246ENPP2_uc003yor.1_Missense_Mutation_p.P26L|ENPP2_uc003yos.1_Missense_Mutation_p.P439L|ENPP2_uc010mdd.1_Missense_Mutation_p.P387LNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7TAGAGTTCCAGGCACTAAAGT0.338

- 25 3529 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6GAGTGCTGGGGTATTAAAGCA0.438

+ 2 215MRPL13_uc003ypa.2_5'Flank|MRPL13_uc010mdf.2_5'Flank|MTBP_uc003ypb.1_Missense_Mutation_p.S57L|MTBP_uc011lie.1_RNANM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3ATTAGTGCTTCAATTAATCCA0.338

+ 13 1465 NM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3AGCTAATGTTCAAGTTTTAGC0.323

+ 16 2369WDR67_uc011lig.1_Missense_Mutation_p.A760V|WDR67_uc011lih.1_Missense_Mutation_p.A650V|WDR67_uc003ypq.1_RNA|WDR67_uc003yps.1_Missense_Mutation_p.A394V|WDR67_uc003ypt.1_Missense_Mutation_p.A217V|WDR67_uc003ypu.1_Missense_Mutation_p.A217VNM_145647 NP_663622 Q96DN5 WDR67_HUMAN Potential. 1AGGCTAGCTGCTGTGAAAAGA0.368

- 25 3650ATAD2_uc011lii.1_Missense_Mutation_p.R972K|ATAD2_uc003yqi.3_RNANM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2TGAAATCTTCCTTCGCTTTTT0.358

+ 24 2471FAM91A1_uc011lil.1_Missense_Mutation_p.G562SNM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2TGCTGACATGGGTGTTCCACT0.393

- 14 2648NDUFB9_uc011lim.1_Intron|MTSS1_uc003yrh.2_Missense_Mutation_p.A354V|MTSS1_uc011lin.1_Missense_Mutation_p.A479V|MTSS1_uc011lio.1_Missense_Mutation_p.A595V|MTSS1_uc003yri.2_Missense_Mutation_p.A423V|MTSS1_uc003yrj.2_Missense_Mutation_p.A680V|MTSS1_uc003yrl.2_Missense_Mutation_p.A709VNM_014751 NP_055566 O43312 MTSS1_HUMAN Pro-rich. 1GGAGACAGTGGCACTTGGGGG0.582

+ 3 640MYC_uc003ysi.2_Missense_Mutation_p.P58SNM_002467 NP_002458 P01106 MYC_HUMAN 6GCTGCAGCCCCCGGCGCCCAG0.637

+ 37 6445TG_uc010mdw.2_Missense_Mutation_p.S894F|TG_uc011ljb.1_Missense_Mutation_p.S504F|TG_uc011ljc.1_Missense_Mutation_p.S268FNM_003235 NP_003226 P01266 THYG_HUMAN Type IIIA. 15GCAGAATGTTCCCAACATGAG0.423



- 64 5065COL22A1_uc011ljo.1_Missense_Mutation_p.E820KNM_152888 NP_690848 Q8NFW1 COMA1_HUMANPro-rich.|Gly-rich.|Collagen-like 15. 13GCTCCTCGCTCACCTGGGAAG0.612

- 5 680PTK2_uc003yvr.2_Splice_Site_p.Q49_splice|PTK2_uc003yvs.2_Splice_Site_p.Q150_splice|PTK2_uc003yvt.2_Splice_Site_p.Q172_splice|PTK2_uc003yvv.2_Splice_Site_p.Q37_splice|PTK2_uc011ljr.1_Splice_Site_p.Q150_spliceNM_153831 NP_722560 Q05397 FAK1_HUMAN 6GTCTCTAATACCTGTTGATAG0.274

+ 3 561PTP4A3_uc003ywh.1_Missense_Mutation_p.P76L|PTP4A3_uc010met.1_IntronNM_032611 NP_116000 O75365 TP4A3_HUMAN 0GGGGCGCCCCCGCCCGGCAAG0.692

- 15 1788SCRIB_uc003yzo.1_Missense_Mutation_p.T594INM_015356 NP_056171 Q14160 SCRIB_HUMANSufficient for targeting to adherens junction and to inhibit cell proliferation.5GCCTGGCAGGGTCCAGGGGGC0.642

- 11 3578LRRC24_uc003zdn.2_5'Flank|MGC70857_uc003zdp.1_5'Flank|MGC70857_uc003zdq.1_5'Flank|MGC70857_uc003zdr.1_5'Flank|ARHGAP39_uc011llk.1_Missense_Mutation_p.R1008H|ARHGAP39_uc003zds.1_Missense_Mutation_p.R1039HNM_025251 NP_079527 Q9C0H5 RHG39_HUMAN Rho-GAP. 0CAGCACCATGCGGTTGATGCG0.517

- 16 2177RFX3_uc010mhd.2_Missense_Mutation_p.S622F|RFX3_uc003zhs.1_Missense_Mutation_p.S622FNM_134428 NP_602304 P48380 RFX3_HUMAN 4CAGGTGGAAGGAGCCAAAGCT0.438

- 2 1008SLC24A2_uc003zob.1_Missense_Mutation_p.D316NNM_020344 NP_065077 Q9UI40 NCKX2_HUMANCytoplasmic (Potential). 3TCATCCTTGTCCCTGGCTGCA0.458

- 1 2372KLHL9_uc003zow.2_Intron|KLHL9_uc003zox.2_RNANM_018847 NP_061335 Q9P2J3 KLHL9_HUMAN 4GGTGACCCAGGGTTTTCTTCA0.438

+ 4 363MTAP_uc003zpi.1_Missense_Mutation_p.E84K|MTAP_uc010mit.2_RNA|MTAP_uc011lnk.1_Missense_Mutation_p.E101K|MTAP_uc011lnl.1_Missense_Mutation_p.E17KNM_002451 NP_002442 Q13126 MTAP_HUMAN 1TTTGAAGGAAGAGGGCTGTAC0.483

- 1 477SUGT1P1_uc010mjq.1_Intron|BAG1_uc003zsi.2_5'UTR|BAG1_uc003zsk.2_5'UTR|CHMP5_uc003zsl.3_5'UTR|CHMP5_uc003zsm.3_5'Flank|CHMP5_uc011lnv.1_5'FlankNM_004323 NP_004314 Q99933 BAG1_HUMAN7 X 6 AA tandem repeat of E-E-X(4).|6. 1TCCTCGCTCCGGGTCGACTCC0.662

+ 2 719SUGT1P1_uc010mjq.1_Intron|NFX1_uc011lnw.1_Missense_Mutation_p.E220K|NFX1_uc003zso.2_Missense_Mutation_p.E220K|NFX1_uc003zsp.1_Missense_Mutation_p.E220K|NFX1_uc010mjr.1_Missense_Mutation_p.E220K|NFX1_uc003zsr.2_Missense_Mutation_p.E220KNM_002504 NP_002495 Q12986 NFX1_HUMAN 1TGACTCTTCAGAGGCATCCTC0.512

- 8 1134SUGT1P1_uc010mjq.1_Intron|NOL6_uc003zta.2_Missense_Mutation_p.G345S|NOL6_uc010mjv.2_Missense_Mutation_p.G345S|NOL6_uc011lob.1_Missense_Mutation_p.G285S|NOL6_uc003ztb.1_Missense_Mutation_p.G345SNM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2GTAAACCCACCCTGGCCCTGA0.577

- 30 4339 NM_006289 NP_006280 Q9Y490 TLN1_HUMANInteraction with SYNM. 13TTGAGGTTAGGGGCAGCAGGG0.577

- 5 1366ZNF658_uc010mmm.1_Missense_Mutation_p.P405L|ZNF658_uc010mmn.1_Missense_Mutation_p.P405LNM_033160 NP_149350 Q5TYW1 ZN658_HUMANC2H2-type 3; degenerate. 1TCCTGAGTGGGGCCTCTGATG0.403

+ 15 1812PIP5K1B_uc011lrq.1_Intron|PIP5K1B_uc004agv.2_RNANM_003558 NP_003549 O14986 PI51B_HUMAN 1TTCCAGCAAAGGGTTACCTTC0.478 rs138893749

+ 1 144C9orf135_uc011lrw.1_Translation_Start_Site|C9orf135_uc010moq.2_Translation_Start_Site|C9orf135_uc011lrx.1_RNA|C9orf135_uc010mop.2_Missense_Mutation_p.V27M|uc004ahk.2_5'FlankNM_001010940 NP_001010940 Q5VTT2 CI135_HUMANExtracellular (Potential). 1ACCGGACTTGGTGGAGCGCAA0.592

- 2 829FAM108B1_uc004ail.2_Missense_Mutation_p.G76DNM_001025780 NP_001020951 Q5VST6 F108B_HUMAN 0AATTCTGTTGCCTTTACTGGT0.413

+ 12 1994PCSK5_uc004ajy.2_Missense_Mutation_p.R486C|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN Homo B/P. 3CAGTGCAGTGCGCTCCATCTA0.542

+ 3 342SECISBP2_uc010mqn.1_Missense_Mutation_p.H88D|SECISBP2_uc004aqi.1_Intron|SECISBP2_uc011ltk.1_Missense_Mutation_p.H88D|SECISBP2_uc004aqk.1_Intron|SECISBP2_uc010mqo.1_5'UTR|SECISBP2_uc011ltl.1_Missense_Mutation_p.H20DNM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3GATAACTCTTCATCCATATGC0.398

- 10 1000SPTLC1_uc011ltv.1_Missense_Mutation_p.R321KNM_006415 NP_006406 O15269 SPTC1_HUMANCytoplasmic (Potential). 2TACAAAAGACCTGCCACAGCA0.378

- 5 788CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|OGN_uc004asb.2_Missense_Mutation_p.L185F|OGN_uc011ltx.1_Missense_Mutation_p.L203FNM_014057 NP_054776 P20774 MIME_HUMAN LRR 4. 0TTGGGAGGAAGAACTGGAAGT0.303

+ 10 1857FGD3_uc004asx.2_Missense_Mutation_p.G410D|FGD3_uc004asz.2_Missense_Mutation_p.G410D|FGD3_uc004ata.2_Missense_Mutation_p.G213D|FGD3_uc011luc.1_Missense_Mutation_p.G13DNM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2CGGCTCATGGGCCAGAAGTTC0.607

- 3 441NINJ1_uc004ath.3_Missense_Mutation_p.G74SNM_004148 NP_004139 Q92982 NINJ1_HUMANHelical; (Potential). 1AACACCAGGCCCGTGGCCAGG0.587

+ 31 3706KIAA1529_uc004axe.1_Missense_Mutation_p.H978R|KIAA1529_uc004axg.1_Missense_Mutation_p.H839R|KIAA1529_uc004axh.1_RNA|KIAA1529_uc011luw.1_Missense_Mutation_p.H163R|KIAA1529_uc004axf.2_Missense_Mutation_p.H839RNM_020893 NP_065944 7GAAGAAGAGCATTGTAGGAAG0.428

- 12 1757 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17CTCCAGGTGTACACAGAACCA0.488

- 4 311TXN_uc004beq.1_Missense_Mutation_p.G63ENM_003329 NP_003320 P10599 THIO_HUMAN Thioredoxin. 0TACCTTTTGTCCCTTCTTAAA0.393

+ 17 2810CEP110_uc004bky.1_Missense_Mutation_p.E531K|CEP110_uc004bla.1_Missense_Mutation_p.E375K|CEP110_uc010mvo.1_5'FlankNM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0AAAAAGTATGGAGGAAATCCA0.393

+ 8 1811OLFML2A_uc004bow.2_Nonsense_Mutation_p.W352*NM_182487 NP_872293 Q68BL7 OLM2A_HUMANOlfactomedin-like. 0AGACCACGTGGAAGACACGGC0.657

- 6 1019MAPKAP1_uc011lzt.1_Missense_Mutation_p.A32V|MAPKAP1_uc010mwz.2_RNA|MAPKAP1_uc011lzu.1_Missense_Mutation_p.A32V|MAPKAP1_uc011lzv.1_Intron|MAPKAP1_uc004bpw.2_Missense_Mutation_p.A37V|MAPKAP1_uc004bpx.2_Missense_Mutation_p.A37V|MAPKAP1_uc004bpy.2_Missense_Mutation_p.A229V|MAPKAP1_uc004bpz.2_Missense_Mutation_p.A229V|MAPKAP1_uc010mxa.2_RNA|MAPKAP1_uc010mxb.1_Missense_Mutation_p.A32V|MAPKAP1_uc004bqa.2_Missense_Mutation_p.A229V|MAPKAP1_uc010mxc.1_Missense_Mutation_p.A101VNM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4CAGGCAGTAGGCACTGACATT0.488

+ 3 277ZBTB43_uc010mxf.2_Missense_Mutation_p.E2KNM_014007 NP_054726 O43298 ZBT43_HUMAN 1TGATGAAATGGAGCCTGGAAC0.398

- 3 275 NM_015679 NP_056494 O95900 TRUB2_HUMAN 1CCAACCTTGAGATGGGCGAAT0.512

+ 4 710 NM_014506 NP_055321 O14657 TOR1B_HUMAN 0AGCAATGCAGGCGGGGACCTT0.373

+ 3 361NUP214_uc004cah.2_Missense_Mutation_p.V84I|NUP214_uc004caf.1_Missense_Mutation_p.V84INM_005085 NP_005076 P35658 NU214_HUMAN 16AGTTGATAAAGTCCAAGGCTT0.398

+ 2 341BAT2L1_uc004cam.1_Missense_Mutation_p.P96SNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0TCAGCAAGACCCAAAGAGGTA0.567

+ 13 2006BAT2L1_uc010mzj.1_Missense_Mutation_p.P234S|BAT2L1_uc004cao.3_Missense_Mutation_p.P9SNM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0GCCGGTGTACCCCCCGCCGTC0.627

+ 2 1212GTF3C4_uc010mzw.2_RNANM_012204 NP_036336 Q9UKN8 TF3C4_HUMAN 2TATTGTTTTGGTGGGAATATG0.433

- 8 1180UBAC1_uc004cgs.1_Missense_Mutation_p.A321V|UBAC1_uc004cgu.2_RNANM_016172 NP_057256 Q9BSL1 UBAC1_HUMAN UBA 2. 2AACACTCACCGCGGCATTCTG0.313

- 9 1285WDR85_uc004cnj.1_Missense_Mutation_p.P105L|WDR85_uc004cnl.1_Missense_Mutation_p.P200L|WDR85_uc004cnm.1_Missense_Mutation_p.P137L|WDR85_uc004cnn.1_Missense_Mutation_p.P105L|WDR85_uc004cni.2_RNANM_138778 NP_620133 Q9BTV6 WDR85_HUMAN 0TTCATGACAGGGTGTTGGCAA0.582

+ 29 4466CACNA1B_uc011mfd.1_Missense_Mutation_p.D971N|CACNA1B_uc004coi.2_Missense_Mutation_p.D655NNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential). 6GGCTTGCATTGACTTCGCCAT0.567

+ 12 1346CSF2RA_uc011mhb.1_Missense_Mutation_p.L342F|CSF2RA_uc004cpq.2_Intron|CSF2RA_uc004cpn.2_Missense_Mutation_p.L342F|CSF2RA_uc004cpo.2_Missense_Mutation_p.L342F|CSF2RA_uc010ncu.2_RNA|CSF2RA_uc011mhc.1_Missense_Mutation_p.L209F|CSF2RA_uc004cpp.2_Intron|CSF2RA_uc010ncv.2_Missense_Mutation_p.L376F|CSF2RA_uc004cpr.2_IntronNM_001161529 NP_001155001 P15509 CSF2R_HUMANHelical; (Potential). 2TGGCATCGTCCTCGGCTTCCT0.542

+ 7 1100 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1CGGTGGCCGTCAGTCTTGGAG0.517

- 9 1325 NM_000292 NP_000283 P46019 KPB2_HUMAN 2TTATAACCATCTCGAAGGAAG0.388

+ 3 353CNKSR2_uc004czw.2_Missense_Mutation_p.R106K|CNKSR2_uc011mjn.1_Missense_Mutation_p.R106K|CNKSR2_uc011mjo.1_Missense_Mutation_p.R106KNM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2ATAACAGGAAGGAGAAGGAGT0.408

+ 1 499 NM_152631 NP_689844 Q8NA70 FA47B_HUMAN 4GAAGCTGGAGGACGCTTGGGC0.582

+ 4 441ZNF673_uc004dgp.3_Missense_Mutation_p.G48R|ZNF673_uc010nhl.2_Missense_Mutation_p.G48R|ZNF673_uc004dgm.3_Missense_Mutation_p.G48RNM_001129898 NP_001123370 Q5JUW0 ZN673_HUMAN KRAB. 0GGTGTCCGTGGGTGAGGGACC0.557

- 47 5707CACNA1F_uc010nip.2_Missense_Mutation_p.G1871ENM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential). 6CGAGTGGGTTCCAGGCACGTG0.637

- 16 2239CACNA1F_uc010nip.2_Missense_Mutation_p.G715DNM_005183 NP_005174 O60840 CAC1F_HUMANExtracellular (Potential).|II. 6GAAGAAGGGGCCACCATATGC0.522



- 2 262CACNA1F_uc010nip.2_Missense_Mutation_p.R67LNM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential). 6CCGAGGTGACCGCTGGGCACT0.622

- 2 187SHROOM4_uc004dpd.3_RNANM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN PDZ. 1CTCATCACCAGTCCTCATCTT0.473

- 17 3304 NM_004463 NP_004454 P98174 FGD1_HUMAN PH 2. 6CTGAGGGGCTCCGTAGATATA0.532

+ 15 1779 GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1GCCCTGAAAAATAAGAAGAAG0.527

- 2 2882 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112CAAGTATCGAGGGAGGCTGCT0.577

+ 5 2266 NM_001010888 NP_001010888 Q5HYM0 ZC12B_HUMAN 3GGTACGGAGCGTGCCTGAAAA0.507

- 21 2227OPHN1_uc011mpg.1_IntronNM_002547 NP_002538 O60890 OPHN1_HUMAN Pro-rich. 2GGATCAGTTTCCCCACTCCTC0.532

+ 5 1640EFNB1_uc004dxe.2_Missense_Mutation_p.S287NNM_004429 NP_004420 P98172 EFNB1_HUMANCytoplasmic (Potential). 0ACCCTGGCCAGTCCCAAGGGG0.602

+ 35 5033MED12_uc011mpq.1_Missense_Mutation_p.A1612T|MED12_uc004dyz.2_Missense_Mutation_p.A1612T|MED12_uc004dza.2_Missense_Mutation_p.A1459T|MED12_uc010nla.2_Missense_Mutation_p.A238TNM_005120 NP_005111 Q93074 MED12_HUMAN 4AAACAAGCGTGCATACATGAA0.517

+ 3 284PIN4_uc004eao.1_Missense_Mutation_p.L83FNM_006223 NP_006214 Q9Y237 PIN4_HUMAN PpiC. 0TGGAAAAGTTAAAGTCTGGGA0.383

- 9 3951ATRX_uc004ecq.3_Missense_Mutation_p.G1202E|ATRX_uc004eco.3_Missense_Mutation_p.G1025E|ATRX_uc004ecr.2_Missense_Mutation_p.G1172E|ATRX_uc010nlx.1_Missense_Mutation_p.G1211E|ATRX_uc010nly.1_Missense_Mutation_p.G1185ENM_000489 NP_000480 P46100 ATRX_HUMAN 30TTGGCAAAATCCAGTATGTGA0.338

- 1 713ATP7A_uc004ecw.2_Intron|ATP7A_uc004ecx.3_IntronNM_001029891 NP_001025062 Q8N0Y7 PGAM4_HUMAN 0TTTGCACACCGTCTCTTCATC0.557

+ 3 309PGK1_uc010nlz.2_RNA|PGK1_uc011mqq.1_Missense_Mutation_p.S18NNM_000291 NP_000282 P00558 PGK1_HUMAN 2GCTGTCCCAAGCATCAAATTC0.463

- 9 2045HDX_uc011mqv.1_Missense_Mutation_p.E646K|HDX_uc004eel.1_Missense_Mutation_p.E588KNM_144657 NP_653258 Q7Z353 HDX_HUMAN 2TGCTGTTGTTCCTTATCATCA0.338

- 1 318TSC22D3_uc004enf.2_5'Flank|TSC22D3_uc004enh.2_Intron|TSC22D3_uc004eni.2_Intron|TSC22D3_uc004enj.2_IntronNM_004089 NP_004080 Q99576 T22D3_HUMANAP1-binding (By similarity). 0AGAGAAGAAGGAGATGGAGAA0.607

- 12 2581GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANProtein kinase.|Cytoplasmic (Potential). 8CTGTACACAGGAGGAGGCTTC0.463

+ 2 293PAK3_uc010npt.1_Missense_Mutation_p.G89E|PAK3_uc010npu.1_Missense_Mutation_p.G89E|PAK3_uc004eoy.1_5'UTR|PAK3_uc004eoz.2_Missense_Mutation_p.G89E|PAK3_uc011mst.1_RNA|PAK3_uc010npv.1_Missense_Mutation_p.G89E|PAK3_uc010npw.1_Missense_Mutation_p.G89ENM_001128173 NP_001121645 O75914 PAK3_HUMANAutoregulatory region (By similarity).|Linker.|GTPase-binding (By similarity).10GCAGTCACCGGGGAATTCACT0.418

+ 23 2563DOCK11_uc004eqq.2_Missense_Mutation_p.H600YNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3ATTCTTCCATCATTGCCAGCT0.403

- 1 223 uc004esi.1_Intron NM_139282 NP_644811 Q8NHV9 RHXF1_HUMAN 0CCGCCCTCAGGGTTCATATTA0.617 rs140029775

+ 15 1613 NM_003399 NP_003390 O43895 XPP2_HUMAN 0TCTCCATAGGGACGGGACCAC0.582

+ 20 1992 NM_003399 NP_003390 O43895 XPP2_HUMAN 0CAGTACCCAGGGAGCTACCTG0.577

- 12 2201FRMD7_uc011muy.1_Missense_Mutation_p.A660TNM_194277 NP_919253 Q6ZUT3 FRMD7_HUMAN 1CGGATTCTGGCCATGGGTGAC0.413

- 2 2202SLITRK4_uc004fby.2_Missense_Mutation_p.S609NNM_173078 NP_775101 Q8IW52 SLIK4_HUMANExtracellular (Potential). 2ACCAGGAGGACTTCGAATGGG0.428

+ 5 1963SLITRK2_uc010nsp.2_Missense_Mutation_p.G325R|SLITRK2_uc010nso.2_Missense_Mutation_p.G325R|SLITRK2_uc011mwq.1_Missense_Mutation_p.G325R|SLITRK2_uc011mwr.1_Missense_Mutation_p.G325R|SLITRK2_uc011mws.1_Missense_Mutation_p.G325R|SLITRK2_uc004fcg.2_Missense_Mutation_p.G325R|SLITRK2_uc011mwt.1_Missense_Mutation_p.G325RNM_032539 NP_115928 Q9H156 SLIK2_HUMANExtracellular (Potential). 7GCAAAGTTTTGGACCCATCAT0.537

+ 5 3271SLITRK2_uc010nsp.2_Missense_Mutation_p.E761K|SLITRK2_uc010nso.2_Missense_Mutation_p.E761K|SLITRK2_uc011mwq.1_Missense_Mutation_p.E761K|SLITRK2_uc011mwr.1_Missense_Mutation_p.E761K|SLITRK2_uc011mws.1_Missense_Mutation_p.E761K|SLITRK2_uc004fcg.2_Missense_Mutation_p.E761K|SLITRK2_uc011mwt.1_Missense_Mutation_p.E761K|CXorf1_uc004fch.2_5'FlankNM_032539 NP_115928 Q9H156 SLIK2_HUMANCytoplasmic (Potential). 7AAATATTGCTGAGCGAGTCAA0.488

- 22 5990 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2CATTACATTGGTGCCCTTAAT0.542

+ 24 3945UBE4B_uc001aqr.3_Nonsense_Mutation_p.Q949*|UBE4B_uc010oai.1_RNA|UBE4B_uc010oaj.1_Nonsense_Mutation_p.Q533*|UBE4B_uc001aqu.2_5'FlankNM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4TCAGCTTGCTCAGGATGAGCG0.587

+ 5 842NBPF3_uc001bes.2_Missense_Mutation_p.Q108H|NBPF3_uc009vqb.2_Missense_Mutation_p.Q164H|NBPF3_uc010odm.1_Missense_Mutation_p.Q94HNM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2AGCTGACCCAGTTAAGGGAGA0.502

- 51 6522HSPG2_uc009vqd.2_Missense_Mutation_p.S2162LNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 7. 9CGCCACGTGTGAGGAGGAGGG0.687

+ 5 1161EPHB2_uc001bge.2_Missense_Mutation_p.S339F|EPHB2_uc001bgf.2_Missense_Mutation_p.S339F|EPHB2_uc010odu.1_Missense_Mutation_p.S339F|hsa-mir-4253|MI0015860_5'FlankNM_017449 NP_059145 P29323 EPHB2_HUMANExtracellular (Potential).|Fibronectin type-III 1. 5AATGAGACCTCCCTCATGCTG0.657

- 16 2416CSMD2_uc001bxm.1_Missense_Mutation_p.R836KNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 5.|Extracellular (Potential). 12TCACAAGCACCTGTCGAAGGT0.587

- 5 6389HIVEP3_uc001cha.3_Missense_Mutation_p.E1726K|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6CTCGCCGGCTCCCCTCTCTGG0.552

+ 8 883 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANLumenal (Potential). 1TTTTTAGAGCGAAAACACCAA0.368

+ 3 655C1orf175_uc001cxq.2_RNA|C1orf175_uc001cxo.2_Missense_Mutation_p.D111N|C1orf175_uc010ooc.1_Intron|C1orf175_uc001cxs.2_RNA|C1orf175_uc010ood.1_Intron|C1orf175_uc010oof.1_RNA|C1orf175_uc001cxr.1_RNA|C1orf175_uc010oog.1_Missense_Mutation_p.D111N|C1orf175_uc010ooh.1_RNA|C1orf175_uc009vzq.1_RNA|C1orf175_uc001cxt.1_RNANM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0GGATTCCAAGGATGTCTCAAG0.433

- 10 731SLC44A5_uc001dgt.2_Missense_Mutation_p.G196E|SLC44A5_uc001dgs.2_Missense_Mutation_p.G154E|SLC44A5_uc001dgr.2_Missense_Mutation_p.G154E|SLC44A5_uc010oqz.1_Missense_Mutation_p.G235E|SLC44A5_uc010ora.1_Missense_Mutation_p.G190E|SLC44A5_uc010orb.1_Missense_Mutation_p.G66ENM_152697 NP_689910 Q8NCS7 CTL5_HUMANExtracellular (Potential). 4CATCTTACTTCCTATTGTTAA0.328

+ 13 2372 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANExtracellular (Potential). 3GAGGAGGAGCGAAAGTGGGGC0.448

+ 6 706SLC44A3_uc001dqx.3_Missense_Mutation_p.T200I|SLC44A3_uc010otq.1_Missense_Mutation_p.T132I|SLC44A3_uc010otr.1_Missense_Mutation_p.T164I|SLC44A3_uc001dqw.3_Missense_Mutation_p.T152I|SLC44A3_uc010ots.1_Missense_Mutation_p.T120I|SLC44A3_uc009wds.2_Missense_Mutation_p.T103I|SLC44A3_uc010ott.1_Missense_Mutation_p.T120I|SLC44A3_uc010otu.1_RNANM_001114106 NP_001107578 Q8N4M1 CTL3_HUMAN 1GATGTTGACACCCTCCACCGA0.388

- 32 4743 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6TTTTGAAAAGGATAGTATATA0.438

+ 4 1005HSD3B1_uc001ehw.2_Missense_Mutation_p.P289LNM_000862 NP_000853 P14060 3BHS1_HUMAN 2TGGAGCTTTCCTTTATCCCTG0.473

+ 12 1400NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.N442D|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_Missense_Mutation_p.N171D|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.N102DNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0CAACGATGACAATGAAGATGT0.423

+ 76 9493NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.L451QNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0CAGGACTCACTGGATAGATGT0.478

- 2 3373TCHH_uc009wne.1_Missense_Mutation_p.R1125GNM_007113 NP_009044 Q07283 TRHY_HUMAN4-8.|10 X 30 AA tandem repeats. 5 cgttcctctctcagcagctgc 0.224

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TTGACCGTGGGTCTCAGTCCC0.612 rs3814301

+ 13 1163 NM_020452 NP_065185 P98198 AT8B2_HUMANCytoplasmic (Potential). 2GGCCACAGCTACTTCATCAAC0.597

- 2 858ADAR_uc001ffj.2_Missense_Mutation_p.A220S|ADAR_uc001ffi.2_Missense_Mutation_p.A220S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6GAGTTTGGGGCTCCTTGGCTA0.527

- 2 843ADAR_uc001ffj.2_Missense_Mutation_p.G215S|ADAR_uc001ffi.2_Missense_Mutation_p.G215S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACCGTCTGGTCTT0.522

- 9 1479DCST2_uc009wpb.2_RNANM_144622 NP_653223 Q5T1A1 DCST2_HUMANExtracellular (Potential). 3ACCAGGTCACGATAAATATTC0.522



- 1 260 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMANExtracellular (Potential). 1CTTCTTCTGGGACAGCAGGTC0.488

+ 3 336 RCSD1_uc010pli.1_IntronNM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5CCGCCCTGTTCCCTCCCCCTG0.567

+ 37 5233CACNA1E_uc009wxs.2_Missense_Mutation_p.E1578K|CACNA1E_uc001gox.1_Missense_Mutation_p.E916K|CACNA1E_uc009wxt.2_Missense_Mutation_p.E916KNM_000721 NP_000712 Q15878 CAC1E_HUMANExtracellular (Potential).|IV. 6AGGGCAGAACGAGAACGAACG0.557

- 7 587KCNT2_uc009wyt.1_RNA|KCNT2_uc001gte.1_Missense_Mutation_p.A176V|KCNT2_uc001gtf.1_Missense_Mutation_p.A176V|KCNT2_uc001gtg.1_RNA|KCNT2_uc009wyu.2_Missense_Mutation_p.A176V|KCNT2_uc009wyv.1_Missense_Mutation_p.A151VNM_198503 NP_940905 Q6UVM3 KCNT2_HUMANHelical; Name=Segment S4; (Potential). 7ATTTTCCAAGGCATGTTTGGC0.284

+ 4 633CFHR2_uc001gtr.1_Missense_Mutation_p.G62SNM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 3. 3TCAACTTGAGGGTAACAATCA0.383

+ 10 1704 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 9. 2ATGGAGAAACGATGGAAAACT0.328

+ 6 1495CRB1_uc010poz.1_Missense_Mutation_p.G385R|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.G342R|CRB1_uc010ppb.1_Missense_Mutation_p.G454R|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_5'UTR|CRB1_uc001gub.1_Missense_Mutation_p.G103RNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|EGF-like 11. 9TCTAAATAATGGAACATGCAT0.468

+ 2 825PRELP_uc001gzt.2_Missense_Mutation_p.D209NNM_002725 NP_002716 P51888 PRELP_HUMAN LRR 6. 3CAGGCTGAGCGACGGCGTCTT0.597

+ 6 1165CNST_uc001ibo.3_Missense_Mutation_p.R263WNM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0AGATTTTGAACGGCTTACGAA0.323

- 2 304 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1CCCTGGATTTCCTGGAGGCCC0.542

- 8 1175CTNNA3_uc001jmw.2_Missense_Mutation_p.G351E|CTNNA3_uc001jmx.3_Missense_Mutation_p.G351ENM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. 8TTCTTTTTTTCCAGCCTGCAA0.358

- 6 746CTNNA3_uc001jmw.2_Missense_Mutation_p.R208Q|CTNNA3_uc001jmx.3_Missense_Mutation_p.R208Q|CTNNA3_uc009xpo.1_Missense_Mutation_p.R68Q|CTNNA3_uc001jna.2_Missense_Mutation_p.R220QNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8CAGTGAAGCTCGGGCTCCTGC0.418

- 4 512C10orf27_uc010qjm.1_Missense_Mutation_p.L41Q|C10orf27_uc009xqh.1_RNA|C10orf27_uc010qjn.1_Missense_Mutation_p.L41Q|C10orf27_uc009xqi.1_RNA|C10orf27_uc010qjo.1_Missense_Mutation_p.L30Q|C10orf27_uc009xqj.1_Missense_Mutation_p.L30Q|C10orf27_uc010qjp.1_Missense_Mutation_p.L30QNM_152710 NP_689923 Q96M53 SPATL_HUMAN 1TGGGATCACCAGTTCTTTCTG0.592

+ 4 512PCGF5_uc010qnk.1_Splice_Site_p.Q89_splice|PCGF5_uc001khi.2_Splice_Site_p.Q89_spliceNM_032373 NP_115749 Q86SE9 PCGF5_HUMAN 1CTACGAGAACGTAAGTGGCTC0.338

+ 5 583BTBD16_uc001lgd.1_Missense_Mutation_p.A110VNM_144587 NP_653188 Q32M84 BTBDG_HUMAN 1TACCTGAAAGCCCTGGCGCAG0.607

- 13 1831IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P410A|CDHR5_uc009ycd.2_Missense_Mutation_p.P570A|CDHR5_uc001lql.2_Missense_Mutation_p.P576ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GAGGTTCCTGGCTCTGGGGTC0.667 rs139058512

- 2 1485 NM_176821 NP_789791 Q86W26 NAL10_HUMAN 9CTGCGGGACTCCTTCCCCAGC0.498

- 2 1171STK33_uc001mgj.1_Missense_Mutation_p.R84S|STK33_uc001mgk.1_Missense_Mutation_p.R84S|STK33_uc010rbn.1_Missense_Mutation_p.R43S|STK33_uc001mgl.3_Intron|STK33_uc009yfp.2_IntronNM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7GAGATGCTTTTCTCTCTACAT0.353

- 2 348C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5AGTTTGACATGGTTATGCTTT0.453

- 14 1926 NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class B 3. 4AGATGGGTATCGGCAATGATG0.552

- 1 66SLC39A13_uc001nfd.2_5'FlankNM_000256 NP_000247 Q14896 MYPC3_HUMAN 3CTTCTTCCCCGGCTCAGGCAT0.582

- 5 6868AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19AAGTTTAAGTTCACATCAGGC0.473 rs1634804

- 5 6673AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CCTTTCAAGTGTAAGTCCACA0.522

- 5 6640AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19ATCTTGGGGGCCTTGAAGTGC0.507 rs1298288

- 17 2066C11orf67_uc001oyp.2_Intron|INTS4_uc001oyt.2_RNANM_033547 NP_291025 Q96HW7 INT4_HUMAN 2GCAGCTACATTCCACAACTTT0.453

- 2 976TRPC6_uc009ywy.2_Missense_Mutation_p.P184L|TRPC6_uc009ywz.1_Missense_Mutation_p.P184LNM_004621 NP_004612 Q9Y210 TRPC6_HUMANCytoplasmic (Potential).|ANK 3. 4AGCAAAAGCCGGATGACTGAG0.453

+ 13 2373GRIA4_uc001piw.2_Missense_Mutation_p.A643TNM_000829 NP_000820 P48058 GRIA4_HUMANHelical; (Potential). 8TGCTAACCTCGCTGCTTTCCT0.403

- 1 942 NM_001005187 NP_001005187 Q8NGN1 OR6T1_HUMANCytoplasmic (Potential). 1CCCTCAGTTTCATCACAGCAG0.428

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

- 6 1375NCAPD3_uc010scm.1_RNA|NCAPD3_uc009zda.1_RNANM_015261 NP_056076 P42695 CNDD3_HUMAN 5TGACATTCATGAAGAACTGGC0.353

+ 18 3380ERC1_uc001qiz.2_RNA|ERC1_uc001qjc.2_Missense_Mutation_p.P1019S|ERC1_uc001qja.2_RNA|ERC1_uc001qjd.2_RNA|ERC1_uc001qjf.2_Missense_Mutation_p.P1047S|ERC1_uc010sdv.1_3'UTR|ERC1_uc001qje.2_RNANM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN FIP-RBD. 5TGGACTCACTCCACCAGCTTC0.502

+ 7 1284CACNA1C_uc009zdv.1_Missense_Mutation_p.R321Q|CACNA1C_uc001qkb.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkc.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qke.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkf.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qjz.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkd.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkg.2_Missense_Mutation_p.R324Q|CACNA1C_uc009zdw.1_Missense_Mutation_p.R324Q|CACNA1C_uc001qkh.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkl.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkn.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qko.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkp.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkr.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qku.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkq.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qks.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qkt.2_Missense_Mutation_p.R324Q|CACNA1C_uc001qka.1_5'UTR|CACNA1C_uc001qki.1_Missense_Mutation_p.R60Q|CACNA1C_uc001qkj.1_Missense_Mutation_p.R60Q|CACNA1C_uc001qkk.1_Missense_Mutation_p.R60Q|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANI.|Extracellular (Potential). 11GGCCACGGGCGGCAGTGCCAG0.602

+ 2 997 KLHDC5_uc009zjj.2_RNANM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 3. 2TATGCCATCGGAGGGCAGGCC0.478

- 1 705KRT5_uc009zmh.2_Missense_Mutation_p.S181FNM_000424 NP_000415 P13647 K2C5_HUMAN Coil 1A.|Rod. 0GTCGATGAAGGAGGCAAACTT0.478

- 1 351 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6ATGGTGACCTGATGGATACCC0.627

+ 10 2283NAV3_uc001syo.2_Missense_Mutation_p.R704C|NAV3_uc010sub.1_Missense_Mutation_p.R204CNM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Potential. 17GTCCAGTCTTCGTGGGACTCA0.328

+ 9 1362SYT1_uc001syt.2_Missense_Mutation_p.D231N|SYT1_uc001syu.2_Missense_Mutation_p.D228N|SYT1_uc001syv.2_Missense_Mutation_p.D231NNM_001135805 NP_001129277 P21579 SYT1_HUMANCytoplasmic (Potential).|Phospholipid binding (Probable).|C2 1.6GGCTGTATATGATTTTGATCG0.388

+ 1 604ANKS1B_uc001tge.1_Intron|ANKS1B_uc001tgf.1_Intron|ANKS1B_uc009ztt.1_IntronNM_153364 NP_699195 Q8NEG0 FA71C_HUMAN 0GAAGTGATTGACGTGCACAAC0.527

+ 38 4189 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14TCAGACGAGAGAATGCTGTGC0.527

+ 11 1105PWP1_uc009zuu.1_Nonsense_Mutation_p.R340*NM_007062 NP_008993 Q13610 PWP1_HUMAN 0TCGAATGTGGCGATTCAGTGG0.423

+ 10 1036RPH3A_uc001ttz.2_Missense_Mutation_p.G225E|RPH3A_uc001tty.2_Missense_Mutation_p.G221E|RPH3A_uc009zwe.1_Missense_Mutation_p.G221E|RPH3A_uc010sym.1_Missense_Mutation_p.G176E|RPH3A_uc001tua.2_5'UTRNM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7TCTGCTCCCGGGCGAGGAAAC0.562

- 8 1115RIMBP2_uc001uim.2_Nonsense_Mutation_p.W225*|RIMBP2_uc001uin.1_5'UTRNM_015347 NP_056162 O15034 RIMB2_HUMANFibronectin type-III 1. 11CCGGGGGCTCCCAGCCCACAA0.562

- 4 621 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1TGGATCAAGGGAATCCACAAG0.279

+ 2 1012 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2TTTCATGAACGAGAGTGAAAG0.493

+ 1 803 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANExtracellular (Potential). 0GACTCATTTTCCCTAGATAAA0.418

+ 1 449 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMANHelical; Name=4; (Potential). 4GCTCTGTGGCTTGGGGGTTTT0.532

- 2 734C14orf93_uc001wic.1_5'UTR|C14orf93_uc001wid.1_Missense_Mutation_p.E142K|C14orf93_uc001wig.2_Missense_Mutation_p.E142K|C14orf93_uc001wih.2_Missense_Mutation_p.E142K|C14orf93_uc001wie.2_Missense_Mutation_p.E142K|C14orf93_uc001wia.3_Missense_Mutation_p.E142K|C14orf93_uc001wif.2_5'UTRNM_021944 NP_068763 Q9H972 CN093_HUMAN 1CACTCCTCTTCCACGGCAGAC0.632



+ 4 387NUBPL_uc010amj.2_RNA|NUBPL_uc010tpl.1_Missense_Mutation_p.P15LNM_025152 NP_079428 Q8TB37 NUBPL_HUMAN 0GTGTATGGACCTTCAGTTCCA0.274

+ 3 896SOCS4_uc001xbp.2_Missense_Mutation_p.R111WNM_199421 NP_955453 Q8WXH5 SOCS4_HUMAN 2TTGTAGTAGTCGGCACTCTTC0.428

- 4 1102MAP3K9_uc010ttk.1_Missense_Mutation_p.L105F|MAP3K9_uc001xmk.2_Missense_Mutation_p.L62F|MAP3K9_uc001xml.2_Missense_Mutation_p.L368FNM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5GGAATAGGAAGGGCGAGTTTG0.512

- 7 1513FOXN3_uc001xxn.3_Missense_Mutation_p.S437F|FOXN3_uc010atk.2_Missense_Mutation_p.S437FNM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3GTGCAGGAGGGACCCTGCCGC0.522

+ 1 124 NM_001080841 NP_001074310 0GGCCTTTGACCGCTACATCAC0.498 rs267613

- 33 6106hsa-mir-4310|MI0015840_5'FlankNM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2CGCACGCGGGCTGCCCAGGAG0.682

+ 10 1585CKMT1A_uc010uea.1_Missense_Mutation_p.R429Q|CKMT1A_uc001zso.3_Missense_Mutation_p.R398QNM_001015001 NP_001015001 P12532 KCRU_HUMANPhosphagen kinase C-terminal. 0GATTGTGAACGGCGTCTGGAG0.493

+ 4 597DTWD1_uc001zxs.2_Missense_Mutation_p.T107I|DTWD1_uc001zxr.2_Missense_Mutation_p.T20I|DTWD1_uc001zxo.2_Missense_Mutation_p.T107INM_020234 NP_064619 Q8N5C7 DTWD1_HUMAN 0GGCAAAAGTACTGCTATACAT0.214

+ 5 1270SLC27A2_uc010bes.2_Nonsense_Mutation_p.W293*|SLC27A2_uc001zxx.2_Nonsense_Mutation_p.W111*NM_003645 NP_003636 O14975 S27A2_HUMANCytoplasmic (Potential). 2GAGATGTGTGGAGACAATTTG0.433

- 11 1721CYP19A1_uc001zza.3_Missense_Mutation_p.M490INM_031226 NP_112503 P11511 CP19A_HUMAN 3GGGTAAAGATCATTTCCAGCA0.448

- 61 12014 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19GGAACAGGTTCTAGATCTGGA0.428

+ 18 2547 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0ATGGCTTTCTCCCAGTGCTCA0.473

- 9 2439GRIN2A_uc010uym.1_Missense_Mutation_p.V631I|GRIN2A_uc010uyn.1_Missense_Mutation_p.V474I|GRIN2A_uc002czr.3_Missense_Mutation_p.V631INM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CATACAGATACCATGATCTTG0.478

+ 2 299 NM_003498 NP_003489 O75324 SNN_HUMAN Cytoplasmic. 0GCGGCTGCAGCGCATCAGCCA0.647

+ 6 873TMC7_uc010vao.1_Missense_Mutation_p.G248E|TMC7_uc002dfp.2_Missense_Mutation_p.G248E|TMC7_uc010vap.1_Missense_Mutation_p.G138ENM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3CTCTTTTACGGACATTACACC0.493

- 5 1060 NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10GTTTCCATAGACACTGCTTCC0.443

- 27 4125ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transporter 2. 3CTGACGTTCCCCTACTGAGAA0.413

+ 11 1346GPR114_uc010vhr.1_Silent_p.A381A|GPR114_uc002ely.2_Missense_Mutation_p.G421SNM_153837 NP_722579 Q8IZF4 GP114_HUMANHelical; Name=5; (Potential). 1GGGCTACGGCGGCCTCACGTC0.697

+ 4 2048ATMIN_uc002fga.2_Missense_Mutation_p.L519S|ATMIN_uc010vnn.1_Missense_Mutation_p.L448S|ATMIN_uc002fgb.1_Missense_Mutation_p.L519SNM_015251 NP_056066 O43313 ATMIN_HUMAN 0ACGGACTTCTTACTCGCAGAT0.458

- 1 205PKD1L2_uc002fgj.2_Missense_Mutation_p.E69KNM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential).|C-type lectin. 3TGGGTGCCTTCGTCCTGAATG0.562

+ 3 574KLHL36_uc010chl.2_Missense_Mutation_p.E144KNM_024731 NP_079007 Q8N4N3 KLH36_HUMAN 2GGAGGTGAGCGAGGACAACTA0.577

- 5 591GALNS_uc010cid.2_Nonsense_Mutation_p.G174*|GALNS_uc002flz.3_IntronNM_000512 NP_000503 P34059 GALNS_HUMAN 2TCATAAGGTCCAAAGTGGCAG0.587

- 5 669TRPV3_uc010vrh.1_Missense_Mutation_p.K100R|TRPV3_uc010vri.1_Missense_Mutation_p.K71R|TRPV3_uc010vrj.1_Missense_Mutation_p.K100R|TRPV3_uc010vrk.1_RNA|TRPV3_uc010vrl.1_Missense_Mutation_p.K100R|TRPV3_uc010vrm.1_RNA|TRPV3_uc002fvr.2_Missense_Mutation_p.K116R|TRPV3_uc002fvu.2_Missense_Mutation_p.K116RNM_145068 NP_659505 Q8NET8 TRPV3_HUMANCytoplasmic (Potential). 4CAGCCGCCTCTTTTTCCTCCT0.552

- 12 1524C17orf85_uc002fwr.2_Missense_Mutation_p.P211S|C17orf85_uc002fwq.2_Missense_Mutation_p.P221SNM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1GCCTTTTCCGGAGAATGTGGT0.502

- 4 626 NM_003342 NP_003333 P62253 UB2G1_HUMAN 0ATAGAAATGCACACATCACCA0.368

- 9 1206ALOX15_uc010vsd.1_Missense_Mutation_p.E359K|ALOX15_uc010vse.1_Missense_Mutation_p.E420KNM_001140 NP_001131 P16050 LOX15_HUMANLipoxygenase. 5ACGTTAATTTCCAGGGTGTAT0.522

+ 33 5258USP6_uc002gav.1_Nonsense_Mutation_p.Q1010*|USP6_uc010ckz.1_Nonsense_Mutation_p.Q693*NM_004505 NP_004496 P35125 UBP6_HUMAN 5TCAAACATCCCAGGAAAGGGT0.413

- 14 1420uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.A431V|MYH2_uc010coj.2_Missense_Mutation_p.A431VNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like. 14GACGGCTTTGGCCAGAGCACC0.483

+ 9 2181CCDC144A_uc002gql.1_Missense_Mutation_p.R172K|LOC162632_uc010cpj.1_RNANM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0TACGATTTGAGGTATGATGTT0.323

+ 8 1229RAB11FIP4_uc002hgo.2_Missense_Mutation_p.D232NNM_032932 NP_116321 Q86YS3 RFIP4_HUMANPotential.|Necessary for interaction with RAB11A, subcellular location, homo- or heterooligomerization.1GGACAGCATTGACTCTTGCGA0.602

- 3 1568SLFN13_uc010wch.1_Nonsense_Mutation_p.W413*|SLFN13_uc002hjl.2_Nonsense_Mutation_p.W413*|SLFN13_uc010ctt.2_Nonsense_Mutation_p.W95*|SLFN13_uc002hjm.2_Nonsense_Mutation_p.W82*NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2CAGCTCCTTCCAGAGGGACTC0.423

+ 1 1130CDK12_uc010wef.1_Missense_Mutation_p.E182K|CDK12_uc002hrw.3_Missense_Mutation_p.E182KNM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19GCTCCACAAGGAGAAGACCAG0.493

- 1 183 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].|5.0GCCTGCAGCAGCTGGACACAC0.672

- 1 422 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN23.|31 X 5 AA repeats of C-C-[GRQVIL]-[SPTR]- [VSTQPC].0 ctggggtctgcagcagctgga 0.219

+ 18 2053SLC26A11_uc002jyc.1_Missense_Mutation_p.S595F|SLC26A11_uc002jyd.1_Missense_Mutation_p.S595F|SLC26A11_uc010dhv.1_Missense_Mutation_p.S595FNM_173626 NP_775897 Q86WA9 S2611_HUMANExtracellular (Potential). 0AGAGAAGACTCCATTCTGGAC0.502

+ 2 187CLUL1_uc010wys.1_Nonsense_Mutation_p.W66*|CLUL1_uc002kkq.2_Nonsense_Mutation_p.W14*NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2GTCTGCTGTGGTTGAAAGACA0.443

+ 2 1128TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.T160ANM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN8.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2TATTGCCAAGACCTCAGTGAA0.562

- 2 1637 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN 4AGGAAATGTAGGAGACAGACG0.498

+ 13 2640DCC_uc010xdr.1_Missense_Mutation_p.G533R|DCC_uc010dpf.1_Missense_Mutation_p.G340RNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17CCTATTCACAGGTCAGTGTTC0.403

+ 4 530SERPINB5_uc002liy.2_Missense_Mutation_p.G130SNM_002639 NP_002630 P36952 SPB5_HUMAN 1AGAAACGAAAGGTCAGATCAA0.388

- 2 359 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0GAAGGTAGAAGGAAGCCTGGG0.448

- 18 2353 NM_000064 NP_000055 P01024 CO3_HUMAN p.R764Q(1) 5GAACTCACTTCGGGAAACGAT0.478 rs143642234

- 5 33071 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TGGTTCACCAAGAGAAAAAGT0.498

- 5 33064 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57CCAAGAGAAAAAGTCAGAATT0.483

- 3 13802 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GTTTATGGAAGGATGAATAGT0.453

- 10 2291ZNF560_uc010dwr.1_Missense_Mutation_p.R588QNM_152476 NP_689689 Q96MR9 ZN560_HUMAN 6CATGGAATTTCGAAAGGAATT0.378 rs148650284

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423



+ 3 295CD97_uc002mym.2_Missense_Mutation_p.P58S|CD97_uc002myn.2_Missense_Mutation_p.P58SNM_078481 NP_510966 P48960 CD97_HUMANExtracellular (Potential).|EGF-like 1. 4CATCACCACCCCGACGGAGAC0.592

+ 3 267CYP4F12_uc010xoo.1_Missense_Mutation_p.P69L|CYP4F12_uc010xop.1_Missense_Mutation_p.P69LNM_023944 NP_076433 7CAGATCACTCCTACAGAGGAG0.358

+ 1 169 NM_013939 NP_039227 O60403 O10H2_HUMANCytoplasmic (Potential). 3GCCACCGTCTGGAGCGAGCGC0.607

- 6 3184ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7ACATTTGTAGGGTTTCTCTCC0.368

- 3 325 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN KRAB. 2AGGTTCTTTTCCTTGCTCCAG0.423

- 4 1961ZNF681_uc002nrl.3_Missense_Mutation_p.G538R|ZNF681_uc002nrj.3_Missense_Mutation_p.G538RNM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 16. 0TTCTTATGTCCAGTAAGGTTT0.338

+ 5 738LSM14A_uc002nva.3_Missense_Mutation_p.R181H|LSM14A_uc010xru.1_Missense_Mutation_p.R140H|LSM14A_uc002nvc.3_5'UTRNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1ATTTTAGGTCGCTCAAGCCCT0.423

+ 4 702KIRREL2_uc002obz.3_Missense_Mutation_p.G164R|KIRREL2_uc002oca.3_Missense_Mutation_p.G114R|KIRREL2_uc002occ.3_Missense_Mutation_p.G111R|KIRREL2_uc002ocd.3_Missense_Mutation_p.G161RNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GTTCCGAGATGGGGTCCTGTT0.582

- 7 1908PRX_uc002onq.2_Missense_Mutation_p.Q408E|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|18.2TTCGGCAGCTGTACCTCTGGA0.587

+ 7 1010CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.G274R|AXL_uc010ehk.2_Missense_Mutation_p.G274RNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential).|Fibronectin type-III 1. 13CATCCAGGCGGGAGAACCAGA0.612

+ 14 1573MARK4_uc002pba.1_Missense_Mutation_p.P523L Q96L34 MARK4_HUMAN 3GCTGAGCGCCCGTCACTGTTG0.587

- 5 2254ZNF836_uc010ydj.1_Missense_Mutation_p.N627INM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0TCTCTTATGATTTGAAAGGTT0.408

- 5 2067ZNF836_uc010ydj.1_Missense_Mutation_p.Y565DNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TTTCCACTGTAATTGAAGACC0.388

- 5 1439ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.Q364ENM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0GATGATTTCTGACTGAAGGTC0.398

+ 4 1386ZNF845_uc010ydw.1_Missense_Mutation_p.M423INM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0TCAGTCAGATGTCATCCCTTG0.413

+ 4 2950ZNF845_uc010ydw.1_Missense_Mutation_p.C945RNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0ACCTTACAAGTGTAATGAATG0.348

+ 7 1834ZNF761_uc010ydy.1_Missense_Mutation_p.R405L|ZNF761_uc002qbt.1_Missense_Mutation_p.R405LNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1CATCGTAGACGTCATACTGGA0.393

+ 7 1848ZNF761_uc010ydy.1_Missense_Mutation_p.Q410K|ZNF761_uc002qbt.1_Missense_Mutation_p.Q410KNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1TACTGGAGAGCAACCTTACAA0.393 rs146851069

- 3 976 NM_001101401 NP_001094871 P0C263 SBK2_HUMANProtein kinase. 0CAGGGGCGCCCCAGGTGCTCC0.731

+ 3 1610ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.G463RNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1ACATGAGTGTGGAGAATGTGG0.448

+ 3 1653ZNF587_uc002qqb.2_Intron|ZNF776_uc002qqa.2_Missense_Mutation_p.R477QNM_173632 NP_775903 Q68DI1 ZN776_HUMANC2H2-type 10; degenerate. 1AGTCTCATTCGACATCAGCAG0.448

- 17 3650 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8TCCCGGATCTCAGGGTTTTTA0.527

- 3 382NT5C1B_uc002rcy.2_Missense_Mutation_p.G93D|NT5C1B_uc010exr.2_Intron|NT5C1B_uc010yju.1_Intron|NT5C1B_uc002rda.2_Intron|NT5C1B_uc010yjv.1_Missense_Mutation_p.G93D|NT5C1B_uc010yjw.1_Missense_Mutation_p.G76D|NT5C1B_uc010exs.2_Missense_Mutation_p.G93D|NT5C1B_uc002rdb.1_5'FlankNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3GATCTGCTGGCCCTGCTCCCA0.527

- 6 836CGREF1_uc010ylf.1_Intron|CGREF1_uc002rip.1_Intron|CGREF1_uc002riq.2_Missense_Mutation_p.K232E|CGREF1_uc010eyr.1_Missense_Mutation_p.K354E|CGREF1_uc002rir.1_Missense_Mutation_p.K232E|CGREF1_uc002ris.2_IntronNM_006569 NP_006560 Q99674 CGRE1_HUMAN 1GCATCTCCTTTAGCCTCTGCC0.677 rs11889832

+ 1 5246ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|13.|Arg-rich.1CCCTCAGAGAGAAGCCATCAC0.562

- 27 3116 NM_000379 NP_000370 P47989 XDH_HUMAN 8TTCAGAAAAGGAACTGTAAAG0.388

+ 1 378_379SPTBN1_uc002rxu.2_Intron|SPTBN1_uc002rxv.1_IntronNR_002229 0ACCACTGAGTTTGCCATGAAGA0.48

- 10 1288C2orf86_uc002sce.2_RNA|C2orf86_uc002scf.2_Missense_Mutation_p.R122H|C2orf86_uc010ypu.1_RNA|C2orf86_uc002scg.2_Missense_Mutation_p.R89H|C2orf86_uc002sci.1_Missense_Mutation_p.R257H|C2orf86_uc010fcr.1_Missense_Mutation_p.R171HNM_015910 NP_056994 O95876 FRITZ_HUMAN 0CCATTCTGTGCGGACAGAACT0.428 rs3738877

- 6 1224STARD7_uc002svl.2_Missense_Mutation_p.P53SNM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0GACTTGTGGGGACGGATAACC0.468

+ 12 2402 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential).p.E754K(1) 8CCACAGCAGAGAAAAGGGCAC0.532 rs147224345

+ 4 564WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNA|WASH2P_uc010fkz.1_RNA|WASH2P_uc002tkf.2_RNANM_182905 NP_878908 0GAGTCCATCCGCCAAGCTGGG0.522

+ 14 2558CNTNAP5_uc010flu.2_Nonsense_Mutation_p.Q733*NM_130773 NP_570129 Q8WYK1 CNTP5_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 10CCTGGACATTCAGCACTTTTG0.488

- 3 279CACNB4_uc002txy.2_Missense_Mutation_p.E37K|CACNB4_uc002txz.2_Missense_Mutation_p.E53K|CACNB4_uc010fnz.2_Missense_Mutation_p.E71K|CACNB4_uc002tyb.2_Missense_Mutation_p.E37KNM_000726 NP_000717 O00305 CACB4_HUMAN 2CGAATTGCTTCCCGGTCCTCT0.483

- 12 1858GRB14_uc010zcv.1_Nonsense_Mutation_p.W352*|GRB14_uc002ucm.2_RNANM_004490 NP_004481 Q14449 GRB14_HUMAN SH2. 7TGTGGTGAAACCATGGCTGGG0.388

- 58 11467 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 31.|Extracellular (Potential). 29CCACAGTTTTCCTCATCTGAG0.448

- 46 13983TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AATTTCACATCTGTGTGTTTT0.318 rs149720053

- 40 2947COL5A2_uc010frx.2_Missense_Mutation_p.G467DNM_000393 NP_000384 P05997 CO5A2_HUMAN 2TCCAGGAACACCATTAGGACC0.438

- 2 237 NM_014617 NP_055432 P11844 CRGA_HUMANBeta/gamma crystallin 'Greek key' 2. 0TGGACCGAGTCGCTGAGGCCC0.517

+ 11 1286CPS1_uc010fur.2_Missense_Mutation_p.I391T|CPS1_uc010fus.2_5'FlankNM_001875 NP_001866 P31327 CPSM_HUMANGlutamine amidotransferase type-1. 13CCGGGGCCAATAGACACTGAG0.423

- 7 954IKZF2_uc010fuu.2_Missense_Mutation_p.R117K|IKZF2_uc002vej.2_Missense_Mutation_p.R209K|IKZF2_uc002vek.2_RNA|IKZF2_uc010fuv.2_Intron|IKZF2_uc002vel.2_Missense_Mutation_p.R183K|IKZF2_uc010fuw.2_Missense_Mutation_p.R36K|IKZF2_uc010fux.2_Missense_Mutation_p.R36K|IKZF2_uc010fuy.2_Missense_Mutation_p.R190K|IKZF2_uc002ven.2_Missense_Mutation_p.R236K|IKZF2_uc002vei.2_Missense_Mutation_p.R40KNM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0GACAGCAGGTCTCTCAAAAGG0.388

- 1 1392 NM_005544 NP_005535 P35568 IRS1_HUMAN 12CAGGGAATCCGGAGTGACACT0.627

- 8 1375HJURP_uc010znd.1_Nonsense_Mutation_p.R376*|HJURP_uc010zne.1_Nonsense_Mutation_p.R345*NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1TGATCAAATCGGATTTCAATC0.488

+ 17 2342TRPM8_uc010fyj.2_IntronNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANHelical; Name=3; (Potential). 4ACACCCCCCCGAGCTGGTCCT0.572

- 40 8938COL6A3_uc002vwo.2_Missense_Mutation_p.T2679P|COL6A3_uc010znj.1_Missense_Mutation_p.T2278P|COL6A3_uc002vwj.2_Missense_Mutation_p.T266PNM_004369 NP_004360 P12111 CO6A3_HUMANNonhelical region.|Thr-rich. 18TTTGTTGTGGTGGTCACCGGC0.493

- 6 2167ZNF343_uc010gao.1_Missense_Mutation_p.R560Q|ZNF343_uc002wgd.1_Missense_Mutation_p.R470QNM_024325 NP_077301 Q6P1L6 ZN343_HUMANC2H2-type 11. 3GAGTGATTTCCGGCTAAAGCC0.512

- 14 1298C20orf194_uc002wij.3_Missense_Mutation_p.P155L|C20orf194_uc002wik.2_Missense_Mutation_p.P90L|C20orf194_uc010gay.1_RNANM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0TGCCTTAAACGGAATCAACTC0.378 rs73577662

- 14 3758SIGLEC1_uc002wjb.1_5'UTR|SIGLEC1_uc002wiz.3_Missense_Mutation_p.S1253FNM_023068 NP_075556 Q9BZZ2 SN_HUMANExtracellular (Potential). 10CAGCTCCAGGGACGTGTTGGC0.692



+ 6 1239MAVS_uc002wjx.3_Missense_Mutation_p.G216D|MAVS_uc002wjy.3_Missense_Mutation_p.G55DNM_020746 NP_065797 Q7Z434 MAVS_HUMANCytoplasmic (Probable). 0ACCCGTGCTGGCATGGTGCCA0.562

+ 26 2525PLCB4_uc010gbw.1_Nonsense_Mutation_p.R797*|PLCB4_uc010gbx.2_Nonsense_Mutation_p.R809*|PLCB4_uc002wne.2_Nonsense_Mutation_p.R797*|PLCB4_uc002wnh.2_Nonsense_Mutation_p.R644*NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15AGCCGGATATCGACACATTTC0.448

+ 2 120FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ACTTGTTGGGCATTCAGATGC0.338

+ 2 127FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGGCATTCAGATGCAATTGGA0.333

+ 2 133FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0TCAGATGCAATTGGACCAAGA0.343

+ 2 142FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ATTGGACCAAGAGAACAATGG0.338 rs147809085

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 3 240FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Nonsense_Mutation_p.K22* 0CATAGAAGCAAAAAGTAAAAC0.363

+ 11 1423PPP1R16B_uc010ggc.2_Missense_Mutation_p.P370SNM_015568 NP_056383 Q96T49 PP16B_HUMAN 3CTCCGAATTTCCTACCAAGAT0.567

- 4 488 NM_182482 NP_872288 0ATCTTCCTTCGCTATAATTAA0.368 rs28441174

+ 3 523NCAM2_uc011acb.1_Intron|NCAM2_uc011acc.1_Missense_Mutation_p.R117CNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 1.|Extracellular (Potential). 4AGGGATATATCGTTGTCAAGC0.348

+ 21 3495TRAPPC10_uc010gpo.2_Missense_Mutation_p.S820L|TRAPPC10_uc011afa.1_Missense_Mutation_p.S487L|TRAPPC10_uc011afb.1_Missense_Mutation_p.S214LNM_003274 NP_003265 P48553 TPC10_HUMAN 2GAGCATTTTTCGACAAAGCTT0.299

- 1 1815 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1ACTACGATTTCATCTACAGTC0.473

+ 14 1837MED15_uc002zsq.2_Missense_Mutation_p.Q546P|MED15_uc010gso.2_Missense_Mutation_p.Q529P|MED15_uc002zsr.2_Missense_Mutation_p.Q520P|MED15_uc011ahs.1_Missense_Mutation_p.Q520P|MED15_uc002zss.2_Missense_Mutation_p.Q465P|MED15_uc011ahu.1_Missense_Mutation_p.Q296P|MED15_uc002zst.2_Missense_Mutation_p.Q202P|MED15_uc002zsu.2_Missense_Mutation_p.Q191PNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN 1AAGACCTTGCAAAAGTGTGAG0.557

- 2 1461LOC96610_uc011aim.1_IntronNM_080740 NP_542778 P59817 Z280A_HUMAN 1AAAGACCGACGATCTGTAATG0.408

+ 3 1474RTDR1_uc002zwt.2_IntronNM_002073 NP_002064 P19086 GNAZ_HUMAN 2AGACCTGAACCGCAACAAGGA0.567

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

+ 6 461SERHL_uc011apm.1_Intron|SERHL2_uc011apn.1_Missense_Mutation_p.T106I|SERHL2_uc010gyz.2_Missense_Mutation_p.T56I|SERHL2_uc010gyy.2_RNA|SERHL2_uc011apo.1_RNA|RRP7B_uc003bcs.2_RNANM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0TTTTTCTGTACCTTCCCCGAG0.527

- 11 1624PACSIN2_uc003bdg.3_Missense_Mutation_p.R468C|PACSIN2_uc003bde.3_Missense_Mutation_p.R468C|PACSIN2_uc003bdf.3_Missense_Mutation_p.R427CNM_007229 NP_009160 Q9UNF0 PACN2_HUMAN SH3. 0TTGTCCAAGCGTCCCTTGCAC0.617

+ 16 1945ATG7_uc003bwd.2_Missense_Mutation_p.D610Y|ATG7_uc011aum.1_Missense_Mutation_p.D571YNM_006395 NP_006386 O95352 ATG7_HUMAN 1CAGCAGTGACGATCGGATGAA0.478

- 3 873IQSEC1_uc003bxu.3_Missense_Mutation_p.M166I|IQSEC1_uc011auw.1_Missense_Mutation_p.M274INM_014869 NP_055684 Q6DN90 IQEC1_HUMAN 1TGCGGTGGTCCATGCCGTGCA0.667

- 15 2844SCN11A_uc010hhn.1_5'UTRNM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CATGACCAGGGGAATGATGTC0.507

- 2 360 CCR3_uc003cpg.1_IntronNM_001295 NP_001286 P32246 CCR1_HUMANExtracellular (Potential). 3ACCCAGTCATCCTTCAACTTG0.463

- 83 6621 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11TCCAGGCTCCCCCTGCAAACA0.607

- 12 1414RASSF1_uc003dad.1_5'Flank|RASSF1_uc003dae.1_5'Flank|RASSF1_uc010hlk.1_5'Flank|RASSF1_uc003daf.1_5'Flank|RASSF1_uc011bdq.1_5'Flank|ZMYND10_uc010hll.1_Nonsense_Mutation_p.W418*NM_015896 NP_056980 O75800 ZMY10_HUMAN MYND-type. 5ATGCTTTTCCCAGTGCTTGAC0.567

- 5 619TKT_uc011beo.1_Missense_Mutation_p.A123V|TKT_uc003dgq.2_Missense_Mutation_p.A170V|TKT_uc011beq.1_Missense_Mutation_p.A178V|TKT_uc011ber.1_Intron|TKT_uc011bep.1_Missense_Mutation_p.A87VNM_001135055 NP_001128527 P29401 TKT_HUMAN 2ATAGATGCTGGCGAAGGCCAT0.577

- 14 2663ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E282KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2ATCAGTTCCTCTATCTGAAAG0.488

- 2 168C3orf49_uc003dls.3_Intron|THOC7_uc003dlu.3_IntronNM_025075 NP_079351 Q6I9Y2 THOC7_HUMAN 3ATGAGGAGACGCTTCCGTATA0.433

+ 19 3398ROBO2_uc003dpz.2_Missense_Mutation_p.P923S|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.P923S|ROBO2_uc003dqa.2_Missense_Mutation_p.P46SNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11TGCTGGTGATCCCAGCTATCC0.458

+ 2 698 NM_017819 NP_060289 Q7L0Y3 MRRP1_HUMAN 1ACGACTTTGGGATAGGAATAT0.408

+ 4 2218PHLDB2_uc003dyc.2_Missense_Mutation_p.E630K|PHLDB2_uc003dyd.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyg.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyh.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyi.2_Missense_Mutation_p.E189KNM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN Potential. 6CAACCTCGAGGAACTTAAGCA0.408

+ 3 1940 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN F-box. 5ACCAGCCTGCCCCTGGAGATT0.522

- 15 1919CPNE4_uc011blq.1_Missense_Mutation_p.G513E|CPNE4_uc003eol.2_Missense_Mutation_p.G513E|CPNE4_uc003eom.2_Missense_Mutation_p.G495E|CPNE4_uc003eoj.2_Missense_Mutation_p.G46ENM_130808 NP_570720 Q96A23 CPNE4_HUMAN VWFA. 3AACAGGCTCTCCCTTGGGTGA0.517

- 6 7502IGSF10_uc011bob.1_Missense_Mutation_p.R528K|IGSF10_uc011boc.1_Missense_Mutation_p.R480KNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 11. 13ATAGTTTCCTCTGTCATAAGC0.393

+ 17 2651 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K/PI4K. 3553TCTTGATCTTCGGTAGGTAAC0.308

+ 18 2333 NM_003940 NP_003931 Q92995 UBP13_HUMAN UBA 2. 1CAGGCACTACGAGCAACGGTG0.368

- 3 564LIPH_uc010hyh.2_Missense_Mutation_p.G152RNM_139248 NP_640341 Q8WWY8 LIPH_HUMAN 2AGACTTACTCCGATCATGTAA0.443

+ 10 1401SDHAP2_uc011btc.1_RNA|SDHAP2_uc003fuv.2_RNA 0CTGTCACGAATCTTGACAAAT0.413

- 3 1350ZNF732_uc010ibb.1_IntronNM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0TCTTCACATTTGTAAGGTTTC0.418

+ 1 1630 NM_000798 NP_000789 P21918 DRD5_HUMANCytoplasmic (Potential). 1TGCCTACATCCACATGATGCC0.577

- 18 2858APBB2_uc010ifu.2_Missense_Mutation_p.S315F|APBB2_uc003gvm.2_Missense_Mutation_p.S721F|APBB2_uc003gvn.2_Missense_Mutation_p.S744F|APBB2_uc003gvk.2_Missense_Mutation_p.S195FNM_173075 NP_775098 Q92870 APBB2_HUMAN 3GTCAATGAGGGATAAGACCCC0.488

+ 8 658 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 1 4CCCAGGAATGGATTTTCCTGA0.194

- 6 649RASSF6_uc003hhc.1_Missense_Mutation_p.E144K|RASSF6_uc010iik.1_Missense_Mutation_p.E144K|RASSF6_uc010iil.1_Missense_Mutation_p.E132KNM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2GAGTCTGGTTCATCCTTTGCA0.428

- 1 142 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TGTGTTAATTCCACTTTGTGA0.468

+ 14 3228AFF1_uc011ccz.1_Missense_Mutation_p.P948S|AFF1_uc003hqk.3_Missense_Mutation_p.P941S|AFF1_uc011cda.1_Missense_Mutation_p.P579SNM_005935 NP_005926 P51825 AFF1_HUMAN 1AAATCCTTTTCCAGTGCCTTC0.378

- 34 2368COL25A1_uc003hzg.2_Missense_Mutation_p.G613R|COL25A1_uc003hzd.2_RNA|COL25A1_uc003hzf.2_Missense_Mutation_p.G401RNM_198721 NP_942014 Q9BXS0 COPA1_HUMANExtracellular (Potential).|Collagen-like 7. 2ACCTTTTCTCCCTTTTCTCCT0.438



+ 6 599AHRR_uc003jav.2_Intron|AHRR_uc003jaw.2_Intron|AHRR_uc010isy.2_Intron|PDCD6_uc003jau.1_Missense_Mutation_p.R197CNM_013232 NP_037364 O75340 PDCD6_HUMAN EF-hand 5. 1TATATTCAGACGTTACGACAC0.502

+ 2 437 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9GGAAATGTTTCCTTTATTGTG0.423

- 8 2244FBXL17_uc003kon.3_Missense_Mutation_p.G215WNM_001163315 NP_001156787 Q9UF56 FXL17_HUMAN 0CTGTATCGCCCAATGGCTATC0.458

+ 9 1582ADAMTS19_uc010jdh.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMANPeptidase M12B. 9TAGCAAGGAAGATTTGGAAAG0.363

+ 4 777FAM53C_uc003lcw.2_Missense_Mutation_p.P103S|FAM53C_uc011cyq.1_Intron|FAM53C_uc011cyr.1_IntronNM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1GCCCCCAGATCCAGAGAAGCT0.657

+ 7 1485KDM3B_uc010jew.1_Missense_Mutation_p.S85A|KDM3B_uc011cys.1_5'UTRNM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11TACCGCCAGCTCCACCCCAAA0.587

+ 1 352PCDHA1_uc003lha.2_Missense_Mutation_p.H118Y|PCDHA1_uc003lgz.2_Missense_Mutation_p.H118YNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 1.|Extracellular (Potential). 1GCAGGTTTTCCATGTGGAGGT0.512

+ 5 1179SH3RF2_uc011dbl.1_Missense_Mutation_p.S314FNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2ATGGTCCATTCTCCTTCAGGG0.572

+ 8 1873PPARGC1B_uc003lrb.1_Missense_Mutation_p.P611S|PPARGC1B_uc003lrd.2_Missense_Mutation_p.P572S|PPARGC1B_uc003lrf.2_Missense_Mutation_p.P590S|PPARGC1B_uc003lre.1_Missense_Mutation_p.P590SNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CACCACACCACCGTACAAGCC0.522

+ 7 1264 NM_014228 NP_055043 Q99884 SC6A7_HUMANHelical; Name=6; (Potential). 0ATCTTCTATTCCCTGGGTGTG0.562

+ 12 1417G3BP1_uc003lum.2_Nonsense_Mutation_p.R416*|G3BP1_uc011dcu.1_Nonsense_Mutation_p.R234*|G3BP1_uc010jhz.2_Nonsense_Mutation_p.R234*|G3BP1_uc003luq.2_Nonsense_Mutation_p.R84*NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4GAAGAAGACTCGAGCTGCCAG0.572

+ 24 2689CYFIP2_uc011ddn.1_Missense_Mutation_p.L825V|CYFIP2_uc011ddo.1_Missense_Mutation_p.L655V|CYFIP2_uc003lwr.2_Missense_Mutation_p.L851V|CYFIP2_uc003lws.2_Missense_Mutation_p.L851V|CYFIP2_uc003lwt.2_Missense_Mutation_p.L754V|CYFIP2_uc011ddp.1_Missense_Mutation_p.L585VNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0CTTTGACTTTCTCCCCAACTA0.587

- 12 1061COL23A1_uc010jkt.2_Silent_p.R82RNM_173465 NP_775736 Q86Y22 CONA1_HUMANExtracellular (Potential).|Collagen-like 1.|Gly-rich. 2CCAGGCTCACCCTGGGGGAGG0.607

+ 3 1184 NM_001718 NP_001709 P22004 BMP6_HUMAN 3ACAAGGGATGGTAAGTTATTA0.507

+ 26 2495SYCP2L_uc010jow.2_Missense_Mutation_p.N353KNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2ATTCAGAAAATGCAAAGAAAG0.343

- 1 733 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANHelical; Name=6; (Potential). 3ACTACAGTAAGATGAGATCCA0.428 rs143534892

- 2 1136 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMANExtracellular (Potential). 3TGTCAAAGCCGAAGCCTGGGA0.592

- 2 228TREM1_uc003oqg.1_Nonsense_Mutation_p.W55*NM_018643 NP_061113 Q9NP99 TREM1_HUMANExtracellular (Potential).|Ig-like V-type. 1TATTATCTGCCAAGCTTTCTG0.478

- 7 1949BMP5_uc011dxf.1_Missense_Mutation_p.H376NNM_021073 NP_066551 P22003 BMP5_HUMAN 2TTTGGTACGTGGTCAGGAAAC0.308

- 4 911FILIP1_uc003phy.1_Missense_Mutation_p.V180I|FILIP1_uc003phz.2_Missense_Mutation_p.V81I|FILIP1_uc010kbe.2_Missense_Mutation_p.V183INM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4AACTCGTATACGGTGCGCCTA0.502

+ 5 824C6orf182_uc003psv.3_Missense_Mutation_p.L83F|C6orf182_uc003psw.3_Missense_Mutation_p.L83F|C6orf182_uc003psx.3_Missense_Mutation_p.L83F|C6orf182_uc010kdl.2_Missense_Mutation_p.L83F|C6orf182_uc003psy.3_Missense_Mutation_p.L83FNM_001083535 NP_001077004 Q8IYX8 CE57L_HUMAN Potential. 0CCTGAACATTCTTTCCAGAGA0.368

+ 64 9352LAMA2_uc003qbo.2_Missense_Mutation_p.P3079S|uc003qbq.2_IntronNM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 5. 10AACCAGTATTCCGTTCCGAGG0.493

- 5 906 NM_004666 NP_004657 O95497 VNN1_HUMAN CN hydrolase. 3AGTTTTCCCTCTTCTGTCTTC0.438

- 125 23307SYNE1_uc010kiv.2_Missense_Mutation_p.R2093G|SYNE1_uc003qos.3_Missense_Mutation_p.R2093G|SYNE1_uc003qot.3_Missense_Mutation_p.R7498G|SYNE1_uc003qou.3_Missense_Mutation_p.R7569G|SYNE1_uc003qor.3_Missense_Mutation_p.R469GNM_182961 NP_892006 Q8NF91 SYNE1_HUMANHAT 11.|Cytoplasmic (Potential). 45GCCATCTCCCTATAGCGCTGC0.527

- 2 487C6orf118_uc011egi.1_RNANM_144980 NP_659417 Q5T5N4 CF118_HUMAN 0TCTCTGACAGCCTCCACTGGA0.617

+ 3 1736 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN 3CAAAGCTCCAGATCCCCAAGC0.502

- 6 747FRMD1_uc003qwm.3_5'UTR|FRMD1_uc011egs.1_5'UTR|FRMD1_uc011egt.1_Missense_Mutation_p.R140W|FRMD1_uc003qwn.3_Missense_Mutation_p.R160WNM_024919 NP_079195 Q8N878 FRMD1_HUMAN FERM. p.R228W(1) 1GGCATGTGCCGGAGGATGTAG0.657

+ 75 12167 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 6 (By similarity). 15AGGACTCCTGGAAAATTCCAT0.473

+ 12 1544STK31_uc003swt.3_Missense_Mutation_p.E470K|STK31_uc011jze.1_Missense_Mutation_p.E493K|STK31_uc010kuq.2_Missense_Mutation_p.E470KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9AAATTCTGATGAAATACTTAA0.368

+ 9 1723 NM_021116 NP_066939 Q08828 ADCY1_HUMANCytoplasmic (Potential). 6CAACAGGTACATCAGCCGCCT0.522

- 25 4047TNS3_uc003tnw.2_Missense_Mutation_p.G1227ENM_022748 NP_073585 Q68CZ2 TENS3_HUMAN SH2. 4GGCCAAATCTCCAGCTGTGGC0.433

+ 4 1510 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0AATCATAAGAGAATTCACACT0.393

- 2 116 NM_002991 NP_002982 O00175 CCL24_HUMAN 0AATTCTCTTGGAAACAAAGAA0.557

+ 14 2315ZAN_uc003uwk.2_Missense_Mutation_p.P717L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCCCC0.507

+ 3 5881MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|30.|59 X approximate tandem repeats.|Ser-rich.27AGTTCTGAAATCAACACCCTT0.498

+ 3 7512MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|40.|59 X approximate tandem repeats.|Ser-rich.27CAGCACACCTATGACCACTTC0.493 rs139444589

- 27 3731CADPS2_uc011knx.1_Nonsense_Mutation_p.R565*|CADPS2_uc003vkg.3_Nonsense_Mutation_p.R844*|CADPS2_uc010lkq.2_Nonsense_Mutation_p.R1149*NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2ACCTTTTCTCGAAGAATATCT0.368

- 18 2418JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1AATCCAGGAGGAAGTCCTCAA0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 7 1371ZYX_uc011ktd.1_Missense_Mutation_p.H249Y|ZYX_uc003wcx.2_Missense_Mutation_p.H406Y|ZYX_uc011kte.1_Missense_Mutation_p.H375Y|ZYX_uc011ktf.1_Missense_Mutation_p.H249YNM_001010972 NP_001010972 Q15942 ZYX_HUMANLIM zinc-binding 1. 0GCAGCTGTTCCACATCGCCTG0.642

+ 8 1391GALNTL5_uc003wkq.2_Missense_Mutation_p.E141K|GALNTL5_uc003wkr.2_RNA|GALNTL5_uc003wks.2_RNA|GALNTL5_uc010lqf.2_Missense_Mutation_p.E279KNM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANLumenal (Potential). 2TTGGCTGGATGAATATAAGGT0.468

+ 2 371ADAMDEC1_uc010lub.2_5'UTR|ADAMDEC1_uc011lab.1_IntronNM_014479 NP_055294 O15204 ADEC1_HUMAN 2TAAAAAACTTCACATTTTACA0.343

- 8 877 NM_144651 NP_653252 A1KZ92 PXDNL_HUMANIg-like C2-type 1. 2TTTGGGGTTTCCTTCCGCCCG0.443

- 6 1140_1141PCMTD1_uc011ldm.1_Missense_Mutation_p.G137K|PCMTD1_uc003xqw.3_Missense_Mutation_p.G267K|PCMTD1_uc011ldn.1_Missense_Mutation_p.G79K|PCMTD1_uc010lya.2_Missense_Mutation_p.G191KNM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0TTGAGGAATCCCCTTGGCCTGC0.421

+ 39 7232VPS13B_uc003yiw.2_Missense_Mutation_p.L2349QNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20GGTGATGTGCTACAGGTATGT0.378

+ 9 1781DCAF13_uc003ylm.1_Missense_Mutation_p.R235C|DCAF13_uc003ylo.2_Missense_Mutation_p.R213CNM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 7. 1AATGAACATTCGCCTGTGGAA0.328

+ 69 11265 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14CTACAGAATTCCTAAGGCGAT0.438



+ 35 4881 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential).p.D1559Y(1) 11GTACCACAAGGATAAGCCAGG0.428

- 10 1733ST3GAL1_uc003yum.2_Missense_Mutation_p.E302KNM_173344 NP_775479 Q11201 SIA4A_HUMANLumenal (Potential). 0GGGTTGTTCTCCCAGTAGTGG0.572

- 13 1991FAM135B_uc003yux.2_Missense_Mutation_p.S508L|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.S169L|FAM135B_uc003yvb.2_Missense_Mutation_p.S169LNM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9TGTTTTGTCTGAAGAGATGGC0.468

+ 13 1390 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2AGCGGGAGGGGAGCTGCGCCC0.687

+ 9 1423CNTLN_uc003zmy.2_Missense_Mutation_p.S466F|CNTLN_uc010mio.2_Missense_Mutation_p.S145FNM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1TCACAGAAGTCTGAAATTGAG0.338

- 1 3013 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26CACCCTGTGGGATCTGCCACC0.498

+ 3 307 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN Potential. 8AGATGAACTTCGTGAGCACAT0.453

+ 1 70 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMANExtracellular (Potential). 3CCCCAAAGTTCAGGTCATCAT0.418

- 1 256 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANExtracellular (Potential). 0CTTTCTGAAAGGAAGCTCACT0.512

- 2 167TXNDC8_uc011lwl.1_Missense_Mutation_p.P40SNM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0TGGAAAACAGGAAACATCCTT0.353

- 8 2383 NM_014618 NP_055433 O60477 DBC1_HUMAN 8CTCTTGGAGGGATCCGACAGG0.562

+ 1 22GOLGA2_uc011maw.1_5'Flank|GOLGA2_uc010mxw.2_5'Flank|GOLGA2_uc004bul.1_5'Flank|C9orf119_uc010mxx.1_Missense_Mutation_p.D8NNM_001040011 NP_001035100 Q1ZZU3 SWI5_HUMAN 0TGGCCAGAGGGACCTGTGGCG0.642

+ 61 5045 uc004cff.2_Intron NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TGGCCCGAAGGGTGAGGCAGG0.592

+ 26 3954CACNA1B_uc011mfd.1_Missense_Mutation_p.A800V|CACNA1B_uc004coi.2_Missense_Mutation_p.A484VNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential).|III. 6CTCCTGCAGGCTGTGTTTGAC0.562

- 2 640NLGN4X_uc004crp.2_Missense_Mutation_p.V47I|NLGN4X_uc004crq.2_Missense_Mutation_p.V47I|NLGN4X_uc010ndi.2_Missense_Mutation_p.V47I|NLGN4X_uc004crr.2_Missense_Mutation_p.V47I|NLGN4X_uc010ndj.2_Missense_Mutation_p.V47INM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4GTGTTGACAACTGGATACTGT0.502

+ 13 1500TBL1X_uc004csq.3_Missense_Mutation_p.D327N|TBL1X_uc010ndr.2_Missense_Mutation_p.D327N|TBL1X_uc004csr.2_Missense_Mutation_p.D378N|TBL1X_uc004css.2_Missense_Mutation_p.D329NNM_001139466 NP_001132938 O60907 TBL1X_HUMAN WD 4. 1CCTTGATGTGGACTGGCAGAA0.527

+ 15 2667FRMPD4_uc011mij.1_Missense_Mutation_p.D713NNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13AAACATAGGCGATGTGAAGAG0.522 rs147167664

- 3 1112_1113FANCB_uc004cwh.1_Missense_Mutation_p.G282KNM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1ACAAGGATCTCCAAATGGAAGC0.391

- 3 357FANCB_uc004cwh.1_Missense_Mutation_p.G30ENM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1TGCAAAATTTCCTTTAGACAA0.368

- 7 1013ASB9_uc004cwk.2_3'UTR|ASB9_uc004cwm.2_3'UTR|ASB9_uc010ner.2_3'UTRNM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN SOCS box. 0ATCAAAGAAGGGGGCCCTGGA0.393

- 2 230SCARNA9L_uc010nfp.2_5'FlankNM_001412 NP_001403 P47813 IF1AX_HUMAN 1TTTTTACCTCCTTTACCTGAT0.308

- 27 3959DMD_uc004dcz.2_Missense_Mutation_p.E1116K|DMD_uc004dcy.1_Missense_Mutation_p.E1235K|DMD_uc004ddb.1_Missense_Mutation_p.E1231K|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 8. 6GTTTCAAGTTCCTTTTTTAAG0.433

+ 4 409ATP6AP2_uc010nhc.2_RNA|ATP6AP2_uc011mkl.1_Missense_Mutation_p.P27S|ATP6AP2_uc011mkm.1_Intron|ATP6AP2_uc011mkn.1_Intron|ATP6AP2_uc004deu.1_5'FlankNM_005765 NP_005756 O75787 RENR_HUMANExtracellular (Potential). 0TCAGGCAGTTCCTTTTAGTCT0.353

- 19 1796TEX11_uc004dyk.2_Missense_Mutation_p.A220V|TEX11_uc004dym.2_Missense_Mutation_p.A530VNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5AAACTGGGCAGCTAAACTTAG0.328

- 1 457SERPINA7_uc010npd.2_Missense_Mutation_p.L147F|SERPINA7_uc010npe.1_Missense_Mutation_p.L147FNM_000354 NP_000345 P05543 THBG_HUMAN 0TGACATCATTCAAGAACTTTG0.423

+ 2 939RNF128_uc004emk.2_Missense_Mutation_p.S204FNM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2ATCTTTTATTCTGCTCGAAGG0.363

- 24 4657ODZ1_uc011muj.1_Missense_Mutation_p.M1537I|ODZ1_uc010nqy.2_Missense_Mutation_p.M1538INM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23CATAAATGTTCATGTCATTCA0.483

- 3 581ODZ1_uc011muj.1_Nonsense_Mutation_p.Q173*|ODZ1_uc010nqy.2_Nonsense_Mutation_p.Q173*NM_014253 NP_055068 Q9UKZ4 TEN1_HUMANTeneurin N-terminal.|Cytoplasmic (Potential). 23GACCCAGCTTGAGCCTCCATG0.413

+ 12 4813BCORL1_uc004evc.1_Missense_Mutation_p.E403KNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7CCTTACAGAGGAAAAAGACGG0.473

- 6 921MCF2_uc004fav.2_Missense_Mutation_p.K209N|MCF2_uc011mwl.1_Missense_Mutation_p.K170N|MCF2_uc010nsh.1_Missense_Mutation_p.K209N|MCF2_uc011mwm.1_Missense_Mutation_p.K170N|MCF2_uc011mwn.1_Missense_Mutation_p.K354N|MCF2_uc004faw.2_Missense_Mutation_p.K269N|MCF2_uc011mwo.1_Missense_Mutation_p.K269NNM_005369 NP_005360 P10911 MCF2_HUMAN 2TTAATTGATGTTTTTCCCAAA0.323

+ 7 1354 NM_005140 NP_005131 Q16280 CNGA2_HUMANExtracellular (Potential). 3ATGATCTCCAACATGAATGCC0.502

- 4 470GABRE_uc011myd.1_RNA|GABRE_uc011mye.1_RNA|MIR452_hsa-mir-452|MI0001733_5'FlankNM_004961 NP_004952 P78334 GBRE_HUMANExtracellular (Probable). 2CAGAACAAGAGACTCAAAGGT0.488

+ 4 363CSAG1_uc004fgf.2_Missense_Mutation_p.T12I|CSAG1_uc004fgd.2_RNANM_153478 NP_705611 Q6PB30 CSAG1_HUMAN 1 cctgccttCACTGTCCTGGGG0.303

- 10 973IDH3G_uc004fio.2_Missense_Mutation_p.R205W|IDH3G_uc004fiq.2_Missense_Mutation_p.R263W|IDH3G_uc010num.2_Missense_Mutation_p.R205W|IDH3G_uc004fir.2_Missense_Mutation_p.R205W|IDH3G_uc004fit.1_Missense_Mutation_p.R263W|IDH3G_uc004fis.2_Missense_Mutation_p.R205W|IDH3G_uc004fiu.2_Missense_Mutation_p.R39WNM_004135 NP_004126 P51553 IDH3G_HUMAN 0TGCTGGGGCCGGGACACCAGC0.632

- 51 6522HSPG2_uc009vqd.2_Missense_Mutation_p.S2162LNM_005529 NP_005520 P98160 PGBM_HUMANIg-like C2-type 7. 9CGCCACGTGTGAGGAGGAGGG0.687

+ 5 1161EPHB2_uc001bge.2_Missense_Mutation_p.S339F|EPHB2_uc001bgf.2_Missense_Mutation_p.S339F|EPHB2_uc010odu.1_Missense_Mutation_p.S339F|hsa-mir-4253|MI0015860_5'FlankNM_017449 NP_059145 P29323 EPHB2_HUMANExtracellular (Potential).|Fibronectin type-III 1. 5AATGAGACCTCCCTCATGCTG0.657

- 16 2416CSMD2_uc001bxm.1_Missense_Mutation_p.R836KNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 5.|Extracellular (Potential). 12TCACAAGCACCTGTCGAAGGT0.587

- 10 731SLC44A5_uc001dgt.2_Missense_Mutation_p.G196E|SLC44A5_uc001dgs.2_Missense_Mutation_p.G154E|SLC44A5_uc001dgr.2_Missense_Mutation_p.G154E|SLC44A5_uc010oqz.1_Missense_Mutation_p.G235E|SLC44A5_uc010ora.1_Missense_Mutation_p.G190E|SLC44A5_uc010orb.1_Missense_Mutation_p.G66ENM_152697 NP_689910 Q8NCS7 CTL5_HUMANExtracellular (Potential). 4CATCTTACTTCCTATTGTTAA0.328

+ 13 2372 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANExtracellular (Potential). 3GAGGAGGAGCGAAAGTGGGGC0.448

- 3 437 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607TGTACTCTTCTTGTCCAGCTG0.463 rs121913255

- 32 4743 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6TTTTGAAAAGGATAGTATATA0.438

+ 4 1005HSD3B1_uc001ehw.2_Missense_Mutation_p.P289LNM_000862 NP_000853 P14060 3BHS1_HUMAN 2TGGAGCTTTCCTTTATCCCTG0.473

+ 74 9249NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GAAAGGGCCTAAAGTCTTGCA0.473

+ 13 1163 NM_020452 NP_065185 P98198 AT8B2_HUMANCytoplasmic (Potential). 2GGCCACAGCTACTTCATCAAC0.597

- 2 858ADAR_uc001ffj.2_Missense_Mutation_p.A220S|ADAR_uc001ffi.2_Missense_Mutation_p.A220S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6GAGTTTGGGGCTCCTTGGCTA0.527

- 2 843ADAR_uc001ffj.2_Missense_Mutation_p.G215S|ADAR_uc001ffi.2_Missense_Mutation_p.G215S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACCGTCTGGTCTT0.522

- 9 1479DCST2_uc009wpb.2_RNANM_144622 NP_653223 Q5T1A1 DCST2_HUMANExtracellular (Potential). 3ACCAGGTCACGATAAATATTC0.522



- 1 260 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMANExtracellular (Potential). 1CTTCTTCTGGGACAGCAGGTC0.488

+ 3 336 RCSD1_uc010pli.1_IntronNM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5CCGCCCTGTTCCCTCCCCCTG0.567

+ 37 5233CACNA1E_uc009wxs.2_Missense_Mutation_p.E1578K|CACNA1E_uc001gox.1_Missense_Mutation_p.E916K|CACNA1E_uc009wxt.2_Missense_Mutation_p.E916KNM_000721 NP_000712 Q15878 CAC1E_HUMANExtracellular (Potential).|IV. 6AGGGCAGAACGAGAACGAACG0.557

+ 5 580SMG7_uc010pob.1_Missense_Mutation_p.H182R|SMG7_uc001gqf.2_Missense_Mutation_p.H153R|SMG7_uc001gqh.2_Missense_Mutation_p.H153R|SMG7_uc001gqi.2_Missense_Mutation_p.H111R|SMG7_uc010poc.1_Missense_Mutation_p.H111RNM_173156 NP_775179 Q92540 SMG7_HUMAN TPR 1. 3ATCTGCCAGCACTGCCTCGTC0.443

+ 26 4229 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 10. 23CTATGACAATGGGGAGTACAT0.423

- 7 587KCNT2_uc009wyt.1_RNA|KCNT2_uc001gte.1_Missense_Mutation_p.A176V|KCNT2_uc001gtf.1_Missense_Mutation_p.A176V|KCNT2_uc001gtg.1_RNA|KCNT2_uc009wyu.2_Missense_Mutation_p.A176V|KCNT2_uc009wyv.1_Missense_Mutation_p.A151VNM_198503 NP_940905 Q6UVM3 KCNT2_HUMANHelical; Name=Segment S4; (Potential). 7ATTTTCCAAGGCATGTTTGGC0.284

+ 4 633CFHR2_uc001gtr.1_Missense_Mutation_p.G62SNM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 3. 3TCAACTTGAGGGTAACAATCA0.383

+ 6 1495CRB1_uc010poz.1_Missense_Mutation_p.G385R|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.G342R|CRB1_uc010ppb.1_Missense_Mutation_p.G454R|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_5'UTR|CRB1_uc001gub.1_Missense_Mutation_p.G103RNM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|EGF-like 11. 9TCTAAATAATGGAACATGCAT0.468

- 2 304 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1CCCTGGATTTCCTGGAGGCCC0.542

- 8 1175CTNNA3_uc001jmw.2_Missense_Mutation_p.G351E|CTNNA3_uc001jmx.3_Missense_Mutation_p.G351ENM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. 8TTCTTTTTTTCCAGCCTGCAA0.358

- 6 746CTNNA3_uc001jmw.2_Missense_Mutation_p.R208Q|CTNNA3_uc001jmx.3_Missense_Mutation_p.R208Q|CTNNA3_uc009xpo.1_Missense_Mutation_p.R68Q|CTNNA3_uc001jna.2_Missense_Mutation_p.R220QNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8CAGTGAAGCTCGGGCTCCTGC0.418

- 4 512C10orf27_uc010qjm.1_Missense_Mutation_p.L41Q|C10orf27_uc009xqh.1_RNA|C10orf27_uc010qjn.1_Missense_Mutation_p.L41Q|C10orf27_uc009xqi.1_RNA|C10orf27_uc010qjo.1_Missense_Mutation_p.L30Q|C10orf27_uc009xqj.1_Missense_Mutation_p.L30Q|C10orf27_uc010qjp.1_Missense_Mutation_p.L30QNM_152710 NP_689923 Q96M53 SPATL_HUMAN 1TGGGATCACCAGTTCTTTCTG0.592

+ 8 1728 NM_000314 NP_000305 P60484 PTEN_HUMANC2 tensin-type.p.R233*(61)|p.R233fs*10(4)|p.R55fs*1(4)|p.N212fs*1(2)|p.Y27fs*1(2)|p.G165_*404del(1)|p.?(1)|p.R233fs*12(1)|p.R233fs*20(1)|p.R233fs*25(1)|p.R233fs*23(1)|p.R233R(1)|p.G165_K342del(1)2334AGGACCCACACGACGGGAAGA0.423 rs121909219

- 15 1986C10orf79_uc009xxq.2_5'UTR|C10orf79_uc001kxx.3_Missense_Mutation_p.G625SNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0ATGTAGATACCGGTATGTTCC0.383

+ 5 583BTBD16_uc001lgd.1_Missense_Mutation_p.A110VNM_144587 NP_653188 Q32M84 BTBDG_HUMAN 1TACCTGAAAGCCCTGGCGCAG0.607

- 13 1831IRF7_uc001lqh.2_5'Flank|IRF7_uc001lqi.2_5'Flank|IRF7_uc010qwh.1_5'Flank|CDHR5_uc001lqk.2_Intron|CDHR5_uc009ycc.2_Missense_Mutation_p.P410A|CDHR5_uc009ycd.2_Missense_Mutation_p.P570A|CDHR5_uc001lql.2_Missense_Mutation_p.P576ANM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN4 X 31 AA approximate tandem repeats.|2.|Extracellular (Potential).0GAGGTTCCTGGCTCTGGGGTC0.667 rs139058512

+ 1 793 NM_178168 NP_835462 Q9H207 O10A5_HUMANExtracellular (Potential). 3CTGGCCTAAATCAAATAATTC0.418

- 2 1485 NM_176821 NP_789791 Q86W26 NAL10_HUMAN 9CTGCGGGACTCCTTCCCCAGC0.498

- 2 1171STK33_uc001mgj.1_Missense_Mutation_p.R84S|STK33_uc001mgk.1_Missense_Mutation_p.R84S|STK33_uc010rbn.1_Missense_Mutation_p.R43S|STK33_uc001mgl.3_Intron|STK33_uc009yfp.2_IntronNM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7GAGATGCTTTTCTCTCTACAT0.353

- 2 348C11orf74_uc010rfd.1_5'Flank|C11orf74_uc001mww.1_5'Flank|C11orf74_uc001mwx.1_5'Flank|C11orf74_uc001mwy.1_5'Flank|C11orf74_uc001mwz.1_5'Flank|C11orf74_uc010rfe.1_5'FlankNM_000536 NP_000527 P55895 RAG2_HUMAN 5AGTTTGACATGGTTATGCTTT0.453

- 14 1926 NM_002334 NP_002325 O75096 LRP4_HUMANExtracellular (Potential).|LDL-receptor class B 3. 4AGATGGGTATCGGCAATGATG0.552

+ 2 247C11orf88_uc009yyd.2_Missense_Mutation_p.S83A|C11orf88_uc001plo.1_Missense_Mutation_p.S83ANM_001100388 NP_001093858 Q6PI97 CK088_HUMAN 0CTCCTCGCAGTCTTTTCACCT0.338

- 1 942 NM_001005187 NP_001005187 Q8NGN1 OR6T1_HUMANCytoplasmic (Potential). 1CCCTCAGTTTCATCACAGCAG0.428

+ 1 19 NM_001001953 NP_001001953 Q8NGN4 O10G9_HUMANExtracellular (Potential). 2GACCAGCCTCGTGACAGCGTT0.532

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCACAAAGACCAA0.418 rs113451248

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2CATGTTCTCCCCAAAGACCAA0.403 rs112861775

- 6 1375NCAPD3_uc010scm.1_RNA|NCAPD3_uc009zda.1_RNANM_015261 NP_056076 P42695 CNDD3_HUMAN 5TGACATTCATGAAGAACTGGC0.353

+ 18 3380ERC1_uc001qiz.2_RNA|ERC1_uc001qjc.2_Missense_Mutation_p.P1019S|ERC1_uc001qja.2_RNA|ERC1_uc001qjd.2_RNA|ERC1_uc001qjf.2_Missense_Mutation_p.P1047S|ERC1_uc010sdv.1_3'UTR|ERC1_uc001qje.2_RNANM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN FIP-RBD. 5TGGACTCACTCCACCAGCTTC0.502

+ 2 997 KLHDC5_uc009zjj.2_RNANM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 3. 2TATGCCATCGGAGGGCAGGCC0.478

+ 13 1852TROAP_uc009zlh.2_Missense_Mutation_p.S562I|TROAP_uc001rty.2_Missense_Mutation_p.S270INM_005480 NP_005471 Q12815 TROAP_HUMAN4 X 33 AA approximate tandem repeats.|Cys-rich.|2. 1TGCTGTAGGAGTGAGCCTGAG0.592

- 1 705KRT5_uc009zmh.2_Missense_Mutation_p.S181FNM_000424 NP_000415 P13647 K2C5_HUMAN Coil 1A.|Rod. 0GTCGATGAAGGAGGCAAACTT0.478

- 1 351 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6ATGGTGACCTGATGGATACCC0.627

+ 9 1362SYT1_uc001syt.2_Missense_Mutation_p.D231N|SYT1_uc001syu.2_Missense_Mutation_p.D228N|SYT1_uc001syv.2_Missense_Mutation_p.D231NNM_001135805 NP_001129277 P21579 SYT1_HUMANCytoplasmic (Potential).|Phospholipid binding (Probable).|C2 1.6GGCTGTATATGATTTTGATCG0.388

+ 1 604ANKS1B_uc001tge.1_Intron|ANKS1B_uc001tgf.1_Intron|ANKS1B_uc009ztt.1_IntronNM_153364 NP_699195 Q8NEG0 FA71C_HUMAN 0GAAGTGATTGACGTGCACAAC0.527

+ 38 4189 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential). 14TCAGACGAGAGAATGCTGTGC0.527

+ 10 1036RPH3A_uc001ttz.2_Missense_Mutation_p.G225E|RPH3A_uc001tty.2_Missense_Mutation_p.G221E|RPH3A_uc009zwe.1_Missense_Mutation_p.G221E|RPH3A_uc010sym.1_Missense_Mutation_p.G176E|RPH3A_uc001tua.2_5'UTRNM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7TCTGCTCCCGGGCGAGGAAAC0.562

- 8 1115RIMBP2_uc001uim.2_Nonsense_Mutation_p.W225*|RIMBP2_uc001uin.1_5'UTRNM_015347 NP_056162 O15034 RIMB2_HUMANFibronectin type-III 1. 11CCGGGGGCTCCCAGCCCACAA0.562

- 4 621 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1TGGATCAAGGGAATCCACAAG0.279

+ 2 1012 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANLumenal (Potential). 2TTTCATGAACGAGAGTGAAAG0.493

+ 1 803 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANExtracellular (Potential). 0GACTCATTTTCCCTAGATAAA0.418

+ 1 449 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMANHelical; Name=4; (Potential). 4GCTCTGTGGCTTGGGGGTTTT0.532

- 2 734C14orf93_uc001wic.1_5'UTR|C14orf93_uc001wid.1_Missense_Mutation_p.E142K|C14orf93_uc001wig.2_Missense_Mutation_p.E142K|C14orf93_uc001wih.2_Missense_Mutation_p.E142K|C14orf93_uc001wie.2_Missense_Mutation_p.E142K|C14orf93_uc001wia.3_Missense_Mutation_p.E142K|C14orf93_uc001wif.2_5'UTRNM_021944 NP_068763 Q9H972 CN093_HUMAN 1CACTCCTCTTCCACGGCAGAC0.632

- 12 1959 NM_002742 NP_002733 Q15139 KPCD1_HUMANATP (By similarity).|Protein kinase. 8AATTCCAAACTGTCCAGAACC0.323

+ 4 387NUBPL_uc010amj.2_RNA|NUBPL_uc010tpl.1_Missense_Mutation_p.P15LNM_025152 NP_079428 Q8TB37 NUBPL_HUMAN 0GTGTATGGACCTTCAGTTCCA0.274

+ 3 896SOCS4_uc001xbp.2_Missense_Mutation_p.R111WNM_199421 NP_955453 Q8WXH5 SOCS4_HUMAN 2TTGTAGTAGTCGGCACTCTTC0.428

- 4 1102MAP3K9_uc010ttk.1_Missense_Mutation_p.L105F|MAP3K9_uc001xmk.2_Missense_Mutation_p.L62F|MAP3K9_uc001xml.2_Missense_Mutation_p.L368FNM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5GGAATAGGAAGGGCGAGTTTG0.512

- 7 1513FOXN3_uc001xxn.3_Missense_Mutation_p.S437F|FOXN3_uc010atk.2_Missense_Mutation_p.S437FNM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3GTGCAGGAGGGACCCTGCCGC0.522



+ 8 988INF2_uc010tyi.1_Intron|KIAA0284_uc001ypr.2_Missense_Mutation_p.G185D|KIAA0284_uc001yps.2_Missense_Mutation_p.G161DNM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1GCAGAGGCAGGTGGGGGCGGA0.642

+ 1 124 NM_001080841 NP_001074310 0GGCCTTTGACCGCTACATCAC0.498 rs267613

- 33 6106hsa-mir-4310|MI0015840_5'FlankNM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2CGCACGCGGGCTGCCCAGGAG0.682

+ 4 597DTWD1_uc001zxs.2_Missense_Mutation_p.T107I|DTWD1_uc001zxr.2_Missense_Mutation_p.T20I|DTWD1_uc001zxo.2_Missense_Mutation_p.T107INM_020234 NP_064619 Q8N5C7 DTWD1_HUMAN 0GGCAAAAGTACTGCTATACAT0.214

+ 5 1270SLC27A2_uc010bes.2_Nonsense_Mutation_p.W293*|SLC27A2_uc001zxx.2_Nonsense_Mutation_p.W111*NM_003645 NP_003636 O14975 S27A2_HUMANCytoplasmic (Potential). 2GAGATGTGTGGAGACAATTTG0.433

- 11 1721CYP19A1_uc001zza.3_Missense_Mutation_p.M490INM_031226 NP_112503 P11511 CP19A_HUMAN 3GGGTAAAGATCATTTCCAGCA0.448

- 61 12014 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19GGAACAGGTTCTAGATCTGGA0.428

+ 18 2547 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0ATGGCTTTCTCCCAGTGCTCA0.473

- 9 2439GRIN2A_uc010uym.1_Missense_Mutation_p.V631I|GRIN2A_uc010uyn.1_Missense_Mutation_p.V474I|GRIN2A_uc002czr.3_Missense_Mutation_p.V631INM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45CATACAGATACCATGATCTTG0.478

+ 6 873TMC7_uc010vao.1_Missense_Mutation_p.G248E|TMC7_uc002dfp.2_Missense_Mutation_p.G248E|TMC7_uc010vap.1_Missense_Mutation_p.G138ENM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3CTCTTTTACGGACATTACACC0.493

+ 12 1647ACSM2A_uc010vax.1_Missense_Mutation_p.G391R|ACSM2A_uc002dhf.3_Missense_Mutation_p.G470R|ACSM2A_uc002dhg.3_Missense_Mutation_p.G470R|ACSM2A_uc010vay.1_Missense_Mutation_p.G391R|ACSM2A_uc002dhh.3_Missense_Mutation_p.G100RNM_001010845 NP_001010845 Q08AH3 ACS2A_HUMANCoenzyme A binding. 3TAACTCCAGCGGGTGAGCTTG0.498

- 12 1618ACSM2B_uc002dhk.3_Missense_Mutation_p.G470R|ACSM2B_uc010bwf.1_Missense_Mutation_p.G470RNM_182617 NP_872423 Q68CK6 ACS2B_HUMANCoenzyme A binding (By similarity). 5CAAGCTCACCCGCTGGAGTTA0.507 rs150327444

- 5 1060 NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10GTTTCCATAGACACTGCTTCC0.443

- 27 4125ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_RNA|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transporter 2. 3CTGACGTTCCCCTACTGAGAA0.413

+ 11 1346GPR114_uc010vhr.1_Silent_p.A381A|GPR114_uc002ely.2_Missense_Mutation_p.G421SNM_153837 NP_722579 Q8IZF4 GP114_HUMANHelical; Name=5; (Potential). 1GGGCTACGGCGGCCTCACGTC0.697

+ 4 2048ATMIN_uc002fga.2_Missense_Mutation_p.L519S|ATMIN_uc010vnn.1_Missense_Mutation_p.L448S|ATMIN_uc002fgb.1_Missense_Mutation_p.L519SNM_015251 NP_056066 O43313 ATMIN_HUMAN 0ACGGACTTCTTACTCGCAGAT0.458

- 1 205PKD1L2_uc002fgj.2_Missense_Mutation_p.E69KNM_052892 NP_443124 Q7Z442 PK1L2_HUMANExtracellular (Potential).|C-type lectin. 3TGGGTGCCTTCGTCCTGAATG0.562

- 5 591GALNS_uc010cid.2_Nonsense_Mutation_p.G174*|GALNS_uc002flz.3_IntronNM_000512 NP_000503 P34059 GALNS_HUMAN 2TCATAAGGTCCAAAGTGGCAG0.587

- 12 1524C17orf85_uc002fwr.2_Missense_Mutation_p.P211S|C17orf85_uc002fwq.2_Missense_Mutation_p.P221SNM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1GCCTTTTCCGGAGAATGTGGT0.502

- 4 626 NM_003342 NP_003333 P62253 UB2G1_HUMAN 0ATAGAAATGCACACATCACCA0.368

- 9 1206ALOX15_uc010vsd.1_Missense_Mutation_p.E359K|ALOX15_uc010vse.1_Missense_Mutation_p.E420KNM_001140 NP_001131 P16050 LOX15_HUMANLipoxygenase. 5ACGTTAATTTCCAGGGTGTAT0.522

+ 33 5258USP6_uc002gav.1_Nonsense_Mutation_p.Q1010*|USP6_uc010ckz.1_Nonsense_Mutation_p.Q693*NM_004505 NP_004496 P35125 UBP6_HUMAN 5TCAAACATCCCAGGAAAGGGT0.413

+ 11 2472KDM6B_uc002gix.2_Missense_Mutation_p.M1RNM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2GCCAACATCATGAAGATGCTG0.572

- 14 1420uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.A431V|MYH2_uc010coj.2_Missense_Mutation_p.A431VNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like. 14GACGGCTTTGGCCAGAGCACC0.483

+ 9 2181CCDC144A_uc002gql.1_Missense_Mutation_p.R172K|LOC162632_uc010cpj.1_RNANM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0TACGATTTGAGGTATGATGTT0.323

- 2 171LGALS9B_uc002gwz.1_Missense_Mutation_p.A36T|LGALS9B_uc010vzh.1_IntronNM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1CTGAGAACGGCCCCATTGACA0.562 rs144269928

- 3 1568SLFN13_uc010wch.1_Nonsense_Mutation_p.W413*|SLFN13_uc002hjl.2_Nonsense_Mutation_p.W413*|SLFN13_uc010ctt.2_Nonsense_Mutation_p.W95*|SLFN13_uc002hjm.2_Nonsense_Mutation_p.W82*NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2CAGCTCCTTCCAGAGGGACTC0.423

+ 1 1130CDK12_uc010wef.1_Missense_Mutation_p.E182K|CDK12_uc002hrw.3_Missense_Mutation_p.E182KNM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19GCTCCACAAGGAGAAGACCAG0.493

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].|19.0 gtctgcagcagctggacacac 0.129

- 1 183 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].|5.0GCCTGCAGCAGCTGGACACAC0.672

+ 18 2053SLC26A11_uc002jyc.1_Missense_Mutation_p.S595F|SLC26A11_uc002jyd.1_Missense_Mutation_p.S595F|SLC26A11_uc010dhv.1_Missense_Mutation_p.S595FNM_173626 NP_775897 Q86WA9 S2611_HUMANExtracellular (Potential). 0AGAGAAGACTCCATTCTGGAC0.502

+ 2 187CLUL1_uc010wys.1_Nonsense_Mutation_p.W66*|CLUL1_uc002kkq.2_Nonsense_Mutation_p.W14*NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2GTCTGCTGTGGTTGAAAGACA0.443

- 2 1637 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN 4AGGAAATGTAGGAGACAGACG0.498

+ 13 2640DCC_uc010xdr.1_Missense_Mutation_p.G533R|DCC_uc010dpf.1_Missense_Mutation_p.G340RNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 3. 17CCTATTCACAGGTCAGTGTTC0.403

+ 4 530SERPINB5_uc002liy.2_Missense_Mutation_p.G130SNM_002639 NP_002630 P36952 SPB5_HUMAN 1AGAAACGAAAGGTCAGATCAA0.388

- 1 327MOBKL2A_uc002luv.2_Missense_Mutation_p.D56ENM_130807 NP_570719 Q96BX8 MOL2A_HUMAN 1AGTCGTTCAGGTCCTCGCCCG0.667

- 2 359 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0GAAGGTAGAAGGAAGCCTGGG0.448

- 18 2353 NM_000064 NP_000055 P01024 CO3_HUMAN p.R764Q(1) 5GAACTCACTTCGGGAAACGAT0.478 rs143642234

- 4 659CD209_uc010xju.1_Intron|CD209_uc010dvp.2_Missense_Mutation_p.R174W|CD209_uc002mhr.2_Missense_Mutation_p.R174W|CD209_uc002mhs.2_Missense_Mutation_p.R174W|CD209_uc002mhu.2_Intron|CD209_uc010dvq.2_Missense_Mutation_p.R198W|CD209_uc002mhq.2_Missense_Mutation_p.R198W|CD209_uc002mhv.2_Missense_Mutation_p.R174W|CD209_uc002mhx.2_Missense_Mutation_p.R154W|CD209_uc002mhw.2_Intron|CD209_uc010dvr.2_IntronNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable).|5.|7 X approximate tandem repeats.1GCCTTCAGCCGGGTCAGCTCC0.562 rs141131967

- 3 13802 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57GTTTATGGAAGGATGAATAGT0.453

- 10 2291ZNF560_uc010dwr.1_Missense_Mutation_p.R588QNM_152476 NP_689689 Q96MR9 ZN560_HUMAN 6CATGGAATTTCGAAAGGAATT0.378 rs148650284

+ 4 1651ZNF844_uc010dym.1_Missense_Mutation_p.P346RNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GAGAGAAACCCTATGAGTGTA0.413

+ 3 295CD97_uc002mym.2_Missense_Mutation_p.P58S|CD97_uc002myn.2_Missense_Mutation_p.P58SNM_078481 NP_510966 P48960 CD97_HUMANExtracellular (Potential).|EGF-like 1. 4CATCACCACCCCGACGGAGAC0.592

+ 3 267CYP4F12_uc010xoo.1_Missense_Mutation_p.P69L|CYP4F12_uc010xop.1_Missense_Mutation_p.P69LNM_023944 NP_076433 7CAGATCACTCCTACAGAGGAG0.358

+ 1 169 NM_013939 NP_039227 O60403 O10H2_HUMANCytoplasmic (Potential). 3GCCACCGTCTGGAGCGAGCGC0.607

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1TTTCTCTCCACTATGAATTAT0.403

- 3 325 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN KRAB. 2AGGTTCTTTTCCTTGCTCCAG0.423



+ 4 1251ZNF254_uc010xrk.1_Missense_Mutation_p.T288ANM_203282 NP_975011 O75437 ZN254_HUMAN 0GATAATTCATACTGGAGAGAA0.378

+ 4 702KIRREL2_uc002obz.3_Missense_Mutation_p.G164R|KIRREL2_uc002oca.3_Missense_Mutation_p.G114R|KIRREL2_uc002occ.3_Missense_Mutation_p.G111R|KIRREL2_uc002ocd.3_Missense_Mutation_p.G161RNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANIg-like C2-type 2.|Extracellular (Potential). 3GTTCCGAGATGGGGTCCTGTT0.582

- 4 529_530ZNF573_uc010efs.2_Missense_Mutation_p.82_83KN>NY|ZNF573_uc002ohd.2_Missense_Mutation_p.167_168KN>NY|ZNF573_uc002ohf.2_Missense_Mutation_p.111_112KN>NY|ZNF573_uc002ohg.2_Missense_Mutation_p.81_82KN>NYNM_152360 NP_689573 Q86YE8 ZN573_HUMAN C2H2-type 2. 1CTACGAAAGTTCTTCCCACACT0.366

+ 7 1010CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.G274R|AXL_uc010ehk.2_Missense_Mutation_p.G274RNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential).|Fibronectin type-III 1. 13CATCCAGGCGGGAGAACCAGA0.612

+ 14 1573MARK4_uc002pba.1_Missense_Mutation_p.P523L Q96L34 MARK4_HUMAN 3GCTGAGCGCCCGTCACTGTTG0.587

- 5 1038ZNF577_uc010ydf.1_5'FlankNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3TTTCTCTCCTTTGTGAGCTCT0.507

+ 4 2950ZNF845_uc010ydw.1_Missense_Mutation_p.C945RNM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0ACCTTACAAGTGTAATGAATG0.348

- 3 976 NM_001101401 NP_001094871 P0C263 SBK2_HUMANProtein kinase. 0CAGGGGCGCCCCAGGTGCTCC0.731

- 9 1992NT5C1B_uc002rcy.2_3'UTR|RDH14_uc002rcx.3_Missense_Mutation_p.M316VNM_033253 NP_150278 Q96P26 5NT1B_HUMAN 3GATTCATCCATAGCTTTGGGC0.423

- 3 382NT5C1B_uc002rcy.2_Missense_Mutation_p.G93D|NT5C1B_uc010exr.2_Intron|NT5C1B_uc010yju.1_Intron|NT5C1B_uc002rda.2_Intron|NT5C1B_uc010yjv.1_Missense_Mutation_p.G93D|NT5C1B_uc010yjw.1_Missense_Mutation_p.G76D|NT5C1B_uc010exs.2_Missense_Mutation_p.G93D|NT5C1B_uc002rdb.1_5'FlankNM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3GATCTGCTGGCCCTGCTCCCA0.527

+ 1 378_379SPTBN1_uc002rxu.2_Intron|SPTBN1_uc002rxv.1_IntronNR_002229 0ACCACTGAGTTTGCCATGAAGA0.48

- 6 1224STARD7_uc002svl.2_Missense_Mutation_p.P53SNM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0GACTTGTGGGGACGGATAACC0.468

+ 12 2402 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential).p.E754K(1) 8CCACAGCAGAGAAAAGGGCAC0.532 rs147224345

+ 4 564WASH2P_uc002tka.2_RNA|WASH2P_uc002tkb.2_RNA|WASH2P_uc002tkd.2_RNA|WASH2P_uc010fkz.1_RNA|WASH2P_uc002tkf.2_RNANM_182905 NP_878908 0GAGTCCATCCGCCAAGCTGGG0.522

- 34 4076CLASP1_uc010yyv.1_Missense_Mutation_p.R275P|CLASP1_uc002tmz.2_Missense_Mutation_p.R314P|CLASP1_uc002tna.2_Missense_Mutation_p.R275P|CLASP1_uc010yyw.1_RNA|CLASP1_uc002tnb.2_RNA|CLASP1_uc010yyx.1_RNA|CLASP1_uc010yyy.1_RNA|CLASP1_uc010yyz.1_Missense_Mutation_p.R1170P|CLASP1_uc010yza.1_Missense_Mutation_p.R1162P|CLASP1_uc010yzb.1_RNA|CLASP1_uc010yzc.1_RNA|CLASP1_uc002tmy.2_Missense_Mutation_p.R65P|CLASP1_uc002tnf.2_Missense_Mutation_p.R131PNM_015282 NP_056097 Q7Z460 CLAP1_HUMAN 2ACTACCCCCCCGGCCCTCAGT0.637

+ 14 2558CNTNAP5_uc010flu.2_Nonsense_Mutation_p.Q733*NM_130773 NP_570129 Q8WYK1 CNTP5_HUMANExtracellular (Potential).|Fibrinogen C-terminal. 10CCTGGACATTCAGCACTTTTG0.488

- 3 279CACNB4_uc002txy.2_Missense_Mutation_p.E37K|CACNB4_uc002txz.2_Missense_Mutation_p.E53K|CACNB4_uc010fnz.2_Missense_Mutation_p.E71K|CACNB4_uc002tyb.2_Missense_Mutation_p.E37KNM_000726 NP_000717 O00305 CACB4_HUMAN 2CGAATTGCTTCCCGGTCCTCT0.483

- 12 1858GRB14_uc010zcv.1_Nonsense_Mutation_p.W352*|GRB14_uc002ucm.2_RNANM_004490 NP_004481 Q14449 GRB14_HUMAN SH2. 7TGTGGTGAAACCATGGCTGGG0.388

- 58 11467 NM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class A 31.|Extracellular (Potential). 29CCACAGTTTTCCTCATCTGAG0.448

- 46 13983TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153AATTTCACATCTGTGTGTTTT0.318 rs149720053

- 40 2947COL5A2_uc010frx.2_Missense_Mutation_p.G467DNM_000393 NP_000384 P05997 CO5A2_HUMAN 2TCCAGGAACACCATTAGGACC0.438

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

- 2 237 NM_014617 NP_055432 P11844 CRGA_HUMANBeta/gamma crystallin 'Greek key' 2. 0TGGACCGAGTCGCTGAGGCCC0.517

- 7 954IKZF2_uc010fuu.2_Missense_Mutation_p.R117K|IKZF2_uc002vej.2_Missense_Mutation_p.R209K|IKZF2_uc002vek.2_RNA|IKZF2_uc010fuv.2_Intron|IKZF2_uc002vel.2_Missense_Mutation_p.R183K|IKZF2_uc010fuw.2_Missense_Mutation_p.R36K|IKZF2_uc010fux.2_Missense_Mutation_p.R36K|IKZF2_uc010fuy.2_Missense_Mutation_p.R190K|IKZF2_uc002ven.2_Missense_Mutation_p.R236K|IKZF2_uc002vei.2_Missense_Mutation_p.R40KNM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0GACAGCAGGTCTCTCAAAAGG0.388

- 8 1375HJURP_uc010znd.1_Nonsense_Mutation_p.R376*|HJURP_uc010zne.1_Nonsense_Mutation_p.R345*NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1TGATCAAATCGGATTTCAATC0.488

+ 17 2342TRPM8_uc010fyj.2_IntronNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANHelical; Name=3; (Potential). 4ACACCCCCCCGAGCTGGTCCT0.572

- 40 8938COL6A3_uc002vwo.2_Missense_Mutation_p.T2679P|COL6A3_uc010znj.1_Missense_Mutation_p.T2278P|COL6A3_uc002vwj.2_Missense_Mutation_p.T266PNM_004369 NP_004360 P12111 CO6A3_HUMANNonhelical region.|Thr-rich. 18TTTGTTGTGGTGGTCACCGGC0.493

- 14 1298C20orf194_uc002wij.3_Missense_Mutation_p.P155L|C20orf194_uc002wik.2_Missense_Mutation_p.P90L|C20orf194_uc010gay.1_RNANM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0TGCCTTAAACGGAATCAACTC0.378 rs73577662

- 14 3758SIGLEC1_uc002wjb.1_5'UTR|SIGLEC1_uc002wiz.3_Missense_Mutation_p.S1253FNM_023068 NP_075556 Q9BZZ2 SN_HUMANExtracellular (Potential). 10CAGCTCCAGGGACGTGTTGGC0.692

+ 26 2525PLCB4_uc010gbw.1_Nonsense_Mutation_p.R797*|PLCB4_uc010gbx.2_Nonsense_Mutation_p.R809*|PLCB4_uc002wne.2_Nonsense_Mutation_p.R797*|PLCB4_uc002wnh.2_Nonsense_Mutation_p.R644*NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15AGCCGGATATCGACACATTTC0.448

+ 2 120FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ACTTGTTGGGCATTCAGATGC0.338

+ 2 127FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGGCATTCAGATGCAATTGGA0.333

+ 2 133FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0TCAGATGCAATTGGACCAAGA0.343

+ 3 187FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0ATGGCTTTGTTGGCCTCAAAT0.353

+ 3 189FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0GGCTTTGTTGGCCTCAAATAG0.353

+ 11 1423PPP1R16B_uc010ggc.2_Missense_Mutation_p.P370SNM_015568 NP_056383 Q96T49 PP16B_HUMAN 3CTCCGAATTTCCTACCAAGAT0.567

- 4 488 NM_182482 NP_872288 0ATCTTCCTTCGCTATAATTAA0.368 rs28441174

- 4 488 NM_182482 NP_872288 0CTTCCTTCGCTATAATTAACA0.368 rs28537865

- 2 297 BAGE_uc002yix.2_RNANM_182482 NP_872288 0 aggctccaacctccagctcac 0.09

+ 3 523NCAM2_uc011acb.1_Intron|NCAM2_uc011acc.1_Missense_Mutation_p.R117CNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 1.|Extracellular (Potential). 4AGGGATATATCGTTGTCAAGC0.348

+ 21 3495TRAPPC10_uc010gpo.2_Missense_Mutation_p.S820L|TRAPPC10_uc011afa.1_Missense_Mutation_p.S487L|TRAPPC10_uc011afb.1_Missense_Mutation_p.S214LNM_003274 NP_003265 P48553 TPC10_HUMAN 2GAGCATTTTTCGACAAAGCTT0.299

+ 3 1474RTDR1_uc002zwt.2_IntronNM_002073 NP_002064 P19086 GNAZ_HUMAN 2AGACCTGAACCGCAACAAGGA0.567

- 11 1188_1189CHEK2_uc003ads.1_Missense_Mutation_p.K152E|CHEK2_uc010gvh.1_Missense_Mutation_p.K282E|CHEK2_uc010gvi.1_Intron|CHEK2_uc010gvj.1_Intron|CHEK2_uc003adr.1_RNA|CHEK2_uc010gvk.1_RNA|CHEK2_uc003adt.1_Missense_Mutation_p.K416E|CHEK2_uc003adv.1_Missense_Mutation_p.K344E|CHEK2_uc003adw.1_Missense_Mutation_p.K373E|CHEK2_uc003adx.1_Missense_Mutation_p.K152E|CHEK2_uc003ady.1_Missense_Mutation_p.K373E|CHEK2_uc003adz.1_Missense_Mutation_p.K177ENM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase.p.K373E(2)|p.S372S(1) 20CCCAAAATCTTGGAGTGCCCAA0.416rs142470496;rs146546850

+ 6 461SERHL_uc011apm.1_Intron|SERHL2_uc011apn.1_Missense_Mutation_p.T106I|SERHL2_uc010gyz.2_Missense_Mutation_p.T56I|SERHL2_uc010gyy.2_RNA|SERHL2_uc011apo.1_RNA|RRP7B_uc003bcs.2_RNANM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0TTTTTCTGTACCTTCCCCGAG0.527

+ 16 1945ATG7_uc003bwd.2_Missense_Mutation_p.D610Y|ATG7_uc011aum.1_Missense_Mutation_p.D571YNM_006395 NP_006386 O95352 ATG7_HUMAN 1CAGCAGTGACGATCGGATGAA0.478

- 3 873IQSEC1_uc003bxu.3_Missense_Mutation_p.M166I|IQSEC1_uc011auw.1_Missense_Mutation_p.M274INM_014869 NP_055684 Q6DN90 IQEC1_HUMAN 1TGCGGTGGTCCATGCCGTGCA0.667

- 15 2844SCN11A_uc010hhn.1_5'UTRNM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9CATGACCAGGGGAATGATGTC0.507



- 2 360 CCR3_uc003cpg.1_IntronNM_001295 NP_001286 P32246 CCR1_HUMANExtracellular (Potential). 3ACCCAGTCATCCTTCAACTTG0.463

- 83 6621 NM_000094 NP_000085 Q02388 CO7A1_HUMANTriple-helical region. 11TCCAGGCTCCCCCTGCAAACA0.607

- 12 1414RASSF1_uc003dad.1_5'Flank|RASSF1_uc003dae.1_5'Flank|RASSF1_uc010hlk.1_5'Flank|RASSF1_uc003daf.1_5'Flank|RASSF1_uc011bdq.1_5'Flank|ZMYND10_uc010hll.1_Nonsense_Mutation_p.W418*NM_015896 NP_056980 O75800 ZMY10_HUMAN MYND-type. 5ATGCTTTTCCCAGTGCTTGAC0.567

- 14 2663ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E282KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2ATCAGTTCCTCTATCTGAAAG0.488

+ 19 3398ROBO2_uc003dpz.2_Missense_Mutation_p.P923S|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Missense_Mutation_p.P923S|ROBO2_uc003dqa.2_Missense_Mutation_p.P46SNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11TGCTGGTGATCCCAGCTATCC0.458

+ 2 698 NM_017819 NP_060289 Q7L0Y3 MRRP1_HUMAN 1ACGACTTTGGGATAGGAATAT0.408

+ 3 171HHLA2_uc011bhl.1_Missense_Mutation_p.E25G|HHLA2_uc010hpu.2_Missense_Mutation_p.K2E|HHLA2_uc003dwz.2_Missense_Mutation_p.K2ENM_007072 NP_009003 Q9UM44 HHLA2_HUMAN 1ACAAGACATGAAGGCACAGAC0.303

+ 4 2218PHLDB2_uc003dyc.2_Missense_Mutation_p.E630K|PHLDB2_uc003dyd.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyg.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyh.2_Missense_Mutation_p.E603K|PHLDB2_uc003dyi.2_Missense_Mutation_p.E189KNM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN Potential. 6CAACCTCGAGGAACTTAAGCA0.408

+ 7 1310BOC_uc003dzy.2_Missense_Mutation_p.R230H|BOC_uc003dzz.2_Missense_Mutation_p.R230H|BOC_uc003eab.2_5'UTRNM_033254 NP_150279 Q9BWV1 BOC_HUMANExtracellular (Potential). 6GAGGCTGCCCGCATCATCTAC0.622

+ 3 1940 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN F-box. 5ACCAGCCTGCCCCTGGAGATT0.522

- 15 1919CPNE4_uc011blq.1_Missense_Mutation_p.G513E|CPNE4_uc003eol.2_Missense_Mutation_p.G513E|CPNE4_uc003eom.2_Missense_Mutation_p.G495E|CPNE4_uc003eoj.2_Missense_Mutation_p.G46ENM_130808 NP_570720 Q96A23 CPNE4_HUMAN VWFA. 3AACAGGCTCTCCCTTGGGTGA0.517

- 6 7502IGSF10_uc011bob.1_Missense_Mutation_p.R528K|IGSF10_uc011boc.1_Missense_Mutation_p.R480KNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 11. 13ATAGTTTCCTCTGTCATAAGC0.393

- 3 564LIPH_uc010hyh.2_Missense_Mutation_p.G152RNM_139248 NP_640341 Q8WWY8 LIPH_HUMAN 2AGACTTACTCCGATCATGTAA0.443

+ 1 119 NM_001083308 NP_001076777 Q56P42 PYDC2_HUMAN DAPIN. 0AAGGAGCTACAGACCGTCCCC0.542

+ 10 1401SDHAP2_uc011btc.1_RNA|SDHAP2_uc003fuv.2_RNA 0CTGTCACGAATCTTGACAAAT0.413

+ 1 1630 NM_000798 NP_000789 P21918 DRD5_HUMANCytoplasmic (Potential). 1TGCCTACATCCACATGATGCC0.577

- 18 2858APBB2_uc010ifu.2_Missense_Mutation_p.S315F|APBB2_uc003gvm.2_Missense_Mutation_p.S721F|APBB2_uc003gvn.2_Missense_Mutation_p.S744F|APBB2_uc003gvk.2_Missense_Mutation_p.S195FNM_173075 NP_775098 Q92870 APBB2_HUMAN 3GTCAATGAGGGATAAGACCCC0.488

+ 8 658 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 1 4CCCAGGAATGGATTTTCCTGA0.194

- 6 649RASSF6_uc003hhc.1_Missense_Mutation_p.E144K|RASSF6_uc010iik.1_Missense_Mutation_p.E144K|RASSF6_uc010iil.1_Missense_Mutation_p.E132KNM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2GAGTCTGGTTCATCCTTTGCA0.428

- 6 744NAAA_uc003hja.2_Missense_Mutation_p.S227L|NAAA_uc003hjc.3_Missense_Mutation_p.S227L|NAAA_uc003hjd.3_RNA|NAAA_uc011cbq.1_Missense_Mutation_p.S126LNM_014435 NP_055250 Q02083 NAAA_HUMAN 1GAAGTTTTCCGACTCACTCAG0.517

- 1 142 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4TGTGTTAATTCCACTTTGTGA0.468

+ 14 3228AFF1_uc011ccz.1_Missense_Mutation_p.P948S|AFF1_uc003hqk.3_Missense_Mutation_p.P941S|AFF1_uc011cda.1_Missense_Mutation_p.P579SNM_005935 NP_005926 P51825 AFF1_HUMAN 1AAATCCTTTTCCAGTGCCTTC0.378

- 34 2368COL25A1_uc003hzg.2_Missense_Mutation_p.G613R|COL25A1_uc003hzd.2_RNA|COL25A1_uc003hzf.2_Missense_Mutation_p.G401RNM_198721 NP_942014 Q9BXS0 COPA1_HUMANExtracellular (Potential).|Collagen-like 7. 2ACCTTTTCTCCCTTTTCTCCT0.438

+ 2 437 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9GGAAATGTTTCCTTTATTGTG0.423

+ 9 1582ADAMTS19_uc010jdh.1_RNANM_133638 NP_598377 Q8TE59 ATS19_HUMANPeptidase M12B. 9TAGCAAGGAAGATTTGGAAAG0.363

+ 4 777FAM53C_uc003lcw.2_Missense_Mutation_p.P103S|FAM53C_uc011cyq.1_Intron|FAM53C_uc011cyr.1_IntronNM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1GCCCCCAGATCCAGAGAAGCT0.657

+ 7 1485KDM3B_uc010jew.1_Missense_Mutation_p.S85A|KDM3B_uc011cys.1_5'UTRNM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11TACCGCCAGCTCCACCCCAAA0.587

+ 1 352PCDHA1_uc003lha.2_Missense_Mutation_p.H118Y|PCDHA1_uc003lgz.2_Missense_Mutation_p.H118YNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 1.|Extracellular (Potential). 1GCAGGTTTTCCATGTGGAGGT0.512

+ 5 1179SH3RF2_uc011dbl.1_Missense_Mutation_p.S314FNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2ATGGTCCATTCTCCTTCAGGG0.572

+ 8 1873PPARGC1B_uc003lrb.1_Missense_Mutation_p.P611S|PPARGC1B_uc003lrd.2_Missense_Mutation_p.P572S|PPARGC1B_uc003lrf.2_Missense_Mutation_p.P590S|PPARGC1B_uc003lre.1_Missense_Mutation_p.P590SNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0CACCACACCACCGTACAAGCC0.522

+ 7 1264 NM_014228 NP_055043 Q99884 SC6A7_HUMANHelical; Name=6; (Potential). 0ATCTTCTATTCCCTGGGTGTG0.562

+ 12 1417G3BP1_uc003lum.2_Nonsense_Mutation_p.R416*|G3BP1_uc011dcu.1_Nonsense_Mutation_p.R234*|G3BP1_uc010jhz.2_Nonsense_Mutation_p.R234*|G3BP1_uc003luq.2_Nonsense_Mutation_p.R84*NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4GAAGAAGACTCGAGCTGCCAG0.572

+ 24 2689CYFIP2_uc011ddn.1_Missense_Mutation_p.L825V|CYFIP2_uc011ddo.1_Missense_Mutation_p.L655V|CYFIP2_uc003lwr.2_Missense_Mutation_p.L851V|CYFIP2_uc003lws.2_Missense_Mutation_p.L851V|CYFIP2_uc003lwt.2_Missense_Mutation_p.L754V|CYFIP2_uc011ddp.1_Missense_Mutation_p.L585VNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0CTTTGACTTTCTCCCCAACTA0.587

- 12 1061COL23A1_uc010jkt.2_Silent_p.R82RNM_173465 NP_775736 Q86Y22 CONA1_HUMANExtracellular (Potential).|Collagen-like 1.|Gly-rich. 2CCAGGCTCACCCTGGGGGAGG0.607

+ 3 1184 NM_001718 NP_001709 P22004 BMP6_HUMAN 3ACAAGGGATGGTAAGTTATTA0.507

+ 26 2495SYCP2L_uc010jow.2_Missense_Mutation_p.N353KNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2ATTCAGAAAATGCAAAGAAAG0.343

- 1 733 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANHelical; Name=6; (Potential). 3ACTACAGTAAGATGAGATCCA0.428 rs143534892

+ 25 3380 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19GGCGGCCGCATGTTCCTGCGC0.647

- 2 1136 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMANExtracellular (Potential). 3TGTCAAAGCCGAAGCCTGGGA0.592

- 2 228TREM1_uc003oqg.1_Nonsense_Mutation_p.W55*NM_018643 NP_061113 Q9NP99 TREM1_HUMANExtracellular (Potential).|Ig-like V-type. 1TATTATCTGCCAAGCTTTCTG0.478

- 7 1949BMP5_uc011dxf.1_Missense_Mutation_p.H376NNM_021073 NP_066551 P22003 BMP5_HUMAN 2TTTGGTACGTGGTCAGGAAAC0.308

+ 5 824C6orf182_uc003psv.3_Missense_Mutation_p.L83F|C6orf182_uc003psw.3_Missense_Mutation_p.L83F|C6orf182_uc003psx.3_Missense_Mutation_p.L83F|C6orf182_uc010kdl.2_Missense_Mutation_p.L83F|C6orf182_uc003psy.3_Missense_Mutation_p.L83FNM_001083535 NP_001077004 Q8IYX8 CE57L_HUMAN Potential. 0CCTGAACATTCTTTCCAGAGA0.368

+ 64 9352LAMA2_uc003qbo.2_Missense_Mutation_p.P3079S|uc003qbq.2_IntronNM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 5. 10AACCAGTATTCCGTTCCGAGG0.493

- 5 906 NM_004666 NP_004657 O95497 VNN1_HUMAN CN hydrolase. 3AGTTTTCCCTCTTCTGTCTTC0.438

+ 2 1381 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0CACTTTCCACGTGCGCATGGA0.602

- 2 487C6orf118_uc011egi.1_RNANM_144980 NP_659417 Q5T5N4 CF118_HUMAN 0TCTCTGACAGCCTCCACTGGA0.617

+ 3 1736 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN 3CAAAGCTCCAGATCCCCAAGC0.502



+ 75 12167 NM_003777 NP_003768 Q96DT5 DYH11_HUMANAAA 6 (By similarity). 15AGGACTCCTGGAAAATTCCAT0.473

+ 12 1544STK31_uc003swt.3_Missense_Mutation_p.E470K|STK31_uc011jze.1_Missense_Mutation_p.E493K|STK31_uc010kuq.2_Missense_Mutation_p.E470KNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9AAATTCTGATGAAATACTTAA0.368

+ 9 1723 NM_021116 NP_066939 Q08828 ADCY1_HUMANCytoplasmic (Potential). 6CAACAGGTACATCAGCCGCCT0.522

- 25 4047TNS3_uc003tnw.2_Missense_Mutation_p.G1227ENM_022748 NP_073585 Q68CZ2 TENS3_HUMAN SH2. 4GGCCAAATCTCCAGCTGTGGC0.433

+ 4 1510 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0AATCATAAGAGAATTCACACT0.393

- 2 116 NM_002991 NP_002982 O00175 CCL24_HUMAN 0AATTCTCTTGGAAACAAAGAA0.557

+ 14 2315ZAN_uc003uwk.2_Missense_Mutation_p.P717L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCCCC0.507

- 27 3731CADPS2_uc011knx.1_Nonsense_Mutation_p.R565*|CADPS2_uc003vkg.3_Nonsense_Mutation_p.R844*|CADPS2_uc010lkq.2_Nonsense_Mutation_p.R1149*NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2ACCTTTTCTCGAAGAATATCT0.368

- 18 2418JHDM1D_uc010lng.2_RNANM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1AATCCAGGAGGAAGTCCTCAA0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

+ 7 1371ZYX_uc011ktd.1_Missense_Mutation_p.H249Y|ZYX_uc003wcx.2_Missense_Mutation_p.H406Y|ZYX_uc011kte.1_Missense_Mutation_p.H375Y|ZYX_uc011ktf.1_Missense_Mutation_p.H249YNM_001010972 NP_001010972 Q15942 ZYX_HUMANLIM zinc-binding 1. 0GCAGCTGTTCCACATCGCCTG0.642

+ 8 1391GALNTL5_uc003wkq.2_Missense_Mutation_p.E141K|GALNTL5_uc003wkr.2_RNA|GALNTL5_uc003wks.2_RNA|GALNTL5_uc010lqf.2_Missense_Mutation_p.E279KNM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANLumenal (Potential). 2TTGGCTGGATGAATATAAGGT0.468

+ 2 371ADAMDEC1_uc010lub.2_5'UTR|ADAMDEC1_uc011lab.1_IntronNM_014479 NP_055294 O15204 ADEC1_HUMAN 2TAAAAAACTTCACATTTTACA0.343

- 8 877 NM_144651 NP_653252 A1KZ92 PXDNL_HUMANIg-like C2-type 1. 2TTTGGGGTTTCCTTCCGCCCG0.443

- 6 1140_1141PCMTD1_uc011ldm.1_Missense_Mutation_p.G137K|PCMTD1_uc003xqw.3_Missense_Mutation_p.G267K|PCMTD1_uc011ldn.1_Missense_Mutation_p.G79K|PCMTD1_uc010lya.2_Missense_Mutation_p.G191KNM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0TTGAGGAATCCCCTTGGCCTGC0.421

+ 69 11265 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14CTACAGAATTCCTAAGGCGAT0.438

- 4 835CSMD3_uc003ynt.2_Missense_Mutation_p.A186T|CSMD3_uc011lhx.1_Missense_Mutation_p.A226T|CSMD3_uc010mcx.1_Missense_Mutation_p.A226TNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|Sushi 1. 63TCCCACGAAGCTGTATTAACT0.423

+ 35 4881 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANCytoplasmic (Potential).p.D1559Y(1) 11GTACCACAAGGATAAGCCAGG0.428

- 13 1991FAM135B_uc003yux.2_Missense_Mutation_p.S508L|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.S169L|FAM135B_uc003yvb.2_Missense_Mutation_p.S169LNM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9TGTTTTGTCTGAAGAGATGGC0.468

+ 13 1390 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2AGCGGGAGGGGAGCTGCGCCC0.687

+ 9 1423CNTLN_uc003zmy.2_Missense_Mutation_p.S466F|CNTLN_uc010mio.2_Missense_Mutation_p.S145FNM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1TCACAGAAGTCTGAAATTGAG0.338

- 1 3013 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26CACCCTGTGGGATCTGCCACC0.498

+ 3 307 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN Potential. 8AGATGAACTTCGTGAGCACAT0.453

+ 1 70 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMANExtracellular (Potential). 3CCCCAAAGTTCAGGTCATCAT0.418

- 1 256 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANExtracellular (Potential). 0CTTTCTGAAAGGAAGCTCACT0.512

- 2 167TXNDC8_uc011lwl.1_Missense_Mutation_p.P40SNM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0TGGAAAACAGGAAACATCCTT0.353

- 8 2383 NM_014618 NP_055433 O60477 DBC1_HUMAN 8CTCTTGGAGGGATCCGACAGG0.562

+ 1 22GOLGA2_uc011maw.1_5'Flank|GOLGA2_uc010mxw.2_5'Flank|GOLGA2_uc004bul.1_5'Flank|C9orf119_uc010mxx.1_Missense_Mutation_p.D8NNM_001040011 NP_001035100 Q1ZZU3 SWI5_HUMAN 0TGGCCAGAGGGACCTGTGGCG0.642

+ 61 5045 uc004cff.2_Intron NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TGGCCCGAAGGGTGAGGCAGG0.592

+ 26 3954CACNA1B_uc011mfd.1_Missense_Mutation_p.A800V|CACNA1B_uc004coi.2_Missense_Mutation_p.A484VNM_000718 NP_000709 Q00975 CAC1B_HUMANCytoplasmic (Potential).|III. 6CTCCTGCAGGCTGTGTTTGAC0.562

- 2 640NLGN4X_uc004crp.2_Missense_Mutation_p.V47I|NLGN4X_uc004crq.2_Missense_Mutation_p.V47I|NLGN4X_uc010ndi.2_Missense_Mutation_p.V47I|NLGN4X_uc004crr.2_Missense_Mutation_p.V47I|NLGN4X_uc010ndj.2_Missense_Mutation_p.V47INM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4GTGTTGACAACTGGATACTGT0.502

+ 13 1500TBL1X_uc004csq.3_Missense_Mutation_p.D327N|TBL1X_uc010ndr.2_Missense_Mutation_p.D327N|TBL1X_uc004csr.2_Missense_Mutation_p.D378N|TBL1X_uc004css.2_Missense_Mutation_p.D329NNM_001139466 NP_001132938 O60907 TBL1X_HUMAN WD 4. 1CCTTGATGTGGACTGGCAGAA0.527

+ 15 2667FRMPD4_uc011mij.1_Missense_Mutation_p.D713NNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13AAACATAGGCGATGTGAAGAG0.522 rs147167664

- 3 1112_1113FANCB_uc004cwh.1_Missense_Mutation_p.G282KNM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1ACAAGGATCTCCAAATGGAAGC0.391

- 3 357FANCB_uc004cwh.1_Missense_Mutation_p.G30ENM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1TGCAAAATTTCCTTTAGACAA0.368

- 7 1013ASB9_uc004cwk.2_3'UTR|ASB9_uc004cwm.2_3'UTR|ASB9_uc010ner.2_3'UTRNM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN SOCS box. 0ATCAAAGAAGGGGGCCCTGGA0.393

- 2 230SCARNA9L_uc010nfp.2_5'FlankNM_001412 NP_001403 P47813 IF1AX_HUMAN 1TTTTTACCTCCTTTACCTGAT0.308

- 27 3959DMD_uc004dcz.2_Missense_Mutation_p.E1116K|DMD_uc004dcy.1_Missense_Mutation_p.E1235K|DMD_uc004ddb.1_Missense_Mutation_p.E1231K|DMD_uc010ngo.1_IntronNM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 8. 6GTTTCAAGTTCCTTTTTTAAG0.433

+ 1 1956 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3GGAGCCTCCCAATACTGGAGT0.642 rs145580328

+ 4 409ATP6AP2_uc010nhc.2_RNA|ATP6AP2_uc011mkl.1_Missense_Mutation_p.P27S|ATP6AP2_uc011mkm.1_Intron|ATP6AP2_uc011mkn.1_Intron|ATP6AP2_uc004deu.1_5'FlankNM_005765 NP_005756 O75787 RENR_HUMANExtracellular (Potential). 0TCAGGCAGTTCCTTTTAGTCT0.353

- 19 1796TEX11_uc004dyk.2_Missense_Mutation_p.A220V|TEX11_uc004dym.2_Missense_Mutation_p.A530VNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5AAACTGGGCAGCTAAACTTAG0.328

- 1 457SERPINA7_uc010npd.2_Missense_Mutation_p.L147F|SERPINA7_uc010npe.1_Missense_Mutation_p.L147FNM_000354 NP_000345 P05543 THBG_HUMAN 0TGACATCATTCAAGAACTTTG0.423

+ 2 939RNF128_uc004emk.2_Missense_Mutation_p.S204FNM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2ATCTTTTATTCTGCTCGAAGG0.363

- 24 4657ODZ1_uc011muj.1_Missense_Mutation_p.M1537I|ODZ1_uc010nqy.2_Missense_Mutation_p.M1538INM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23CATAAATGTTCATGTCATTCA0.483

- 3 581ODZ1_uc011muj.1_Nonsense_Mutation_p.Q173*|ODZ1_uc010nqy.2_Nonsense_Mutation_p.Q173*NM_014253 NP_055068 Q9UKZ4 TEN1_HUMANTeneurin N-terminal.|Cytoplasmic (Potential). 23GACCCAGCTTGAGCCTCCATG0.413

+ 12 4813BCORL1_uc004evc.1_Missense_Mutation_p.E403KNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7CCTTACAGAGGAAAAAGACGG0.473

+ 4 1679MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCCCTGAGAGAACTCACAG0.478



+ 7 1354 NM_005140 NP_005131 Q16280 CNGA2_HUMANExtracellular (Potential). 3ATGATCTCCAACATGAATGCC0.502

- 4 470GABRE_uc011myd.1_RNA|GABRE_uc011mye.1_RNA|MIR452_hsa-mir-452|MI0001733_5'FlankNM_004961 NP_004952 P78334 GBRE_HUMANExtracellular (Probable). 2CAGAACAAGAGACTCAAAGGT0.488

+ 4 363CSAG1_uc004fgf.2_Missense_Mutation_p.T12I|CSAG1_uc004fgd.2_RNANM_153478 NP_705611 Q6PB30 CSAG1_HUMAN 1 cctgccttCACTGTCCTGGGG0.303

+ 10 1079PGD_uc001ard.2_Missense_Mutation_p.S250F|PGD_uc010oak.1_Missense_Mutation_p.S308F|PGD_uc010oal.1_Missense_Mutation_p.S317FNM_002631 NP_002622 P52209 6PGD_HUMAN 1CTCTACGCTTCCAAGATCATC0.498

- 11 2941CASZ1_uc001arp.1_Missense_Mutation_p.S874L|CASZ1_uc009vmx.2_Missense_Mutation_p.S898LNM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1CATCATGGGCGAGATGAGGCC0.662

+ 11 4450SPEN_uc010obp.1_Missense_Mutation_p.R1375CNM_015001 NP_055816 Q96T58 MINT_HUMAN Potential. 15AGACAAGCTACGTGAGCGAGA0.398

+ 3 379 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0GTACCTTTTCATCTTCTCTGT0.557

+ 13 1157RPS6KA1_uc010ofe.1_Missense_Mutation_p.R240C|RPS6KA1_uc010off.1_Missense_Mutation_p.R316C|RPS6KA1_uc001bms.1_Missense_Mutation_p.R341C|RPS6KA1_uc009vsl.1_Missense_Mutation_p.R175CNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1GCTATACCGTCGTGAGATCAA0.597

- 9 7977HIVEP3_uc001cha.3_Missense_Mutation_p.S2254L|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6AGCCACAGGCGACACGGAGGC0.687 rs146175722

+ 49 6741_6742KIAA0467_uc001cjl.1_Missense_Mutation_p.L82FNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0GGGGCATCATCCTCATGGAACT0.574

+ 8 1227CYP4X1_uc001cqr.2_Missense_Mutation_p.S325F|CYP4X1_uc001cqs.2_Missense_Mutation_p.S261FNM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2GCAAGCATCTCCTGGATCCTT0.512

- 14 1723CC2D1B_uc001ctr.2_Missense_Mutation_p.P69S|CC2D1B_uc001cts.2_Missense_Mutation_p.P214SNM_032449 NP_115825 Q5T0F9 C2D1B_HUMAN 2GATGGACTCGGTGACTCCTTA0.632

+ 9 1175C1orf177_uc001cya.3_Missense_Mutation_p.R374QNM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0CAGCGATATCGATCCCTATTC0.592

- 5 769DHCR24_uc010ooj.1_Missense_Mutation_p.V76I|DHCR24_uc010ook.1_Missense_Mutation_p.V173INM_014762 NP_055577 Q15392 DHC24_HUMANFAD-binding PCMH-type. 1GACCAGGGTACGGCATAGAAC0.572

+ 3 484RAVER2_uc001dbt.1_Nonsense_Mutation_p.Q15*|RAVER2_uc010opb.1_Nonsense_Mutation_p.Q15*NM_018211 NP_060681 Q9HCJ3 RAVR2_HUMAN RRM 1. 1CTTAATAGTCCAGCTTCAGCC0.368

- 14 3346 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CTATCATCTTCCCTATTAGCT0.468

- 2 378BCAR3_uc001dqa.2_Missense_Mutation_p.A35T|BCAR3_uc001dqb.2_Missense_Mutation_p.A35TNM_003567 NP_003558 O75815 BCAR3_HUMAN 3CGATGCTCAGCGAGAGGGGAC0.537

+ 8 727CD53_uc001dzx.2_Missense_Mutation_p.G186R|CD53_uc010owa.1_Missense_Mutation_p.G127R|CD53_uc001dzy.2_IntronNM_001040033 NP_001035122 P19397 CD53_HUMANHelical; (Potential). 0CCTGTATATCGGAATCATCAC0.259

+ 5 279NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_5'UTR|NBPF9_uc001eli.3_Intron|NBPF9_uc010oyf.1_5'UTR|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_IntronNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0GACCTCATAAGATTTATGCTG0.537

+ 12 1400NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.N442D|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF9_uc009wii.1_Missense_Mutation_p.N171D|PDE4DIP_uc001elk.1_Intron|PDE4DIP_uc001ell.1_Intron|PDE4DIP_uc001elm.3_Intron|PDE4DIP_uc001eln.3_Intron|PDE4DIP_uc001elo.2_Intron|NBPF9_uc001elp.2_Missense_Mutation_p.N102DNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0CAACGATGACAATGAAGATGT0.423

+ 76 9469NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oyq.1_Intron|NBPF10_uc010oyr.1_Missense_Mutation_p.G443ENM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GATGAGAAAGGGCCTGAAGTC0.483 rs78186669

- 2 2983TCHH_uc009wne.1_Missense_Mutation_p.E995QNM_007113 NP_009044 Q07283 TRHY_HUMAN10 X 30 AA tandem repeats.|4-3. 5 tgctgcaactcctcttcctcg 0.065

- 3 5721 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 20 3AGTGTAACCAGAGGACTGCCA0.557

- 3 7594 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16GATTGTTCATCGTTACGAGTT0.587

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3TTGACCGTGGGTCTCAGTCCC0.612 rs3814301

- 2 858ADAR_uc001ffj.2_Missense_Mutation_p.A220S|ADAR_uc001ffi.2_Missense_Mutation_p.A220S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6GAGTTTGGGGCTCCTTGGCTA0.527

- 2 843ADAR_uc001ffj.2_Missense_Mutation_p.G215S|ADAR_uc001ffi.2_Missense_Mutation_p.G215S|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6TGGCTATGACCGTCTGGTCTT0.522

- 11 1558GON4L_uc001fly.1_Missense_Mutation_p.D487E|GON4L_uc009wrh.1_Missense_Mutation_p.D487E|GON4L_uc001fma.1_Missense_Mutation_p.D487E|GON4L_uc001fmc.2_Missense_Mutation_p.D487E|GON4L_uc001fmd.3_Missense_Mutation_p.D487E|GON4L_uc009wri.2_Missense_Mutation_p.D73E|GON4L_uc009wrj.1_Missense_Mutation_p.D2E|GON4L_uc001fme.2_Missense_Mutation_p.D315E|GON4L_uc001fmf.2_Missense_Mutation_p.D181ENM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TGAGACTGTCATCCATGGGCT0.468

+ 2 234MAEL_uc001gdz.1_Intron|MAEL_uc009wvf.1_5'FlankNM_032858 NP_116247 Q96JY0 MAEL_HUMAN HMG box. 1GGAGAAATACGCAGAAATGGC0.527

+ 12 1273MAEL_uc001gdz.1_Missense_Mutation_p.S370F|MAEL_uc009wvf.1_RNANM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1GAGAGCATTTCCAATTCTTCC0.413

- 10 1553SLC9A11_uc009wwe.2_5'UTR|SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMANHelical; (Potential). 2AATTCCAGACCACGTGATTAC0.383

+ 6 1174RNPEP_uc001gxe.2_Missense_Mutation_p.H83R|RNPEP_uc001gxf.2_Missense_Mutation_p.H251RNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1CTGCGTCAGCACATGGACATC0.577

- 31 6282PLXNA2_uc001hgy.2_Missense_Mutation_p.V112MNM_025179 NP_079455 O75051 PLXA2_HUMANCytoplasmic (Potential). 3TTGAACTCCACGGCGTGCAGG0.562 rs139305640

- 21 4710 NM_025179 NP_079455 O75051 PLXA2_HUMANCytoplasmic (Potential). 3GCGTAGGTACGATAGTCCAGG0.582

- 8 1274LAMB3_uc009xco.2_Missense_Mutation_p.P295L|LAMB3_uc001hhh.2_Missense_Mutation_p.P295L|LAMB3_uc010psl.1_RNA|LAMB3_uc009xcp.1_Missense_Mutation_p.P231LNM_001017402 NP_001017402 Q13751 LAMB3_HUMANLaminin EGF-like 1. 6GTTGTAGAAGGGTGCACAGCG0.602

- 2 812SUSD4_uc001hny.3_Missense_Mutation_p.P60S|SUSD4_uc010puw.1_5'UTR|SUSD4_uc001hnz.2_Missense_Mutation_p.P60S|SUSD4_uc010pux.1_IntronNM_017982 NP_060452 Q5VX71 SUSD4_HUMANSushi 1.|Extracellular (Potential). 0GGAATGCCGGGGTCAGCACAC0.507

+ 1 339 NR_002141 0TCTGTGAGTTACCTTCCCTAC0.413

- 1 492 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMANExtracellular (Potential). 1AGGGGAAGCTCATGGCGATGG0.512

+ 4 653 NM_018706 NP_061176 Q96HY7 DHTK1_HUMAN 2ACCAAGTTCTCGACAGTGAAG0.522 rs149544379

+ 1 98 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0CCGACTAAGTGGAGCAGTGTT0.512

- 6 905ZNF248_uc009xmc.2_Intron|ZNF248_uc001izb.2_Intron|ZNF248_uc001izc.2_Intron|ZNF248_uc010qeu.1_Missense_Mutation_p.P136SNM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 ATTTTATAGGGATAATTTCTT0.323

- 3 460SYT15_uc001jdz.2_Missense_Mutation_p.P103S|SYT15_uc001jeb.2_5'UTR|SYT15_uc010qfp.1_5'FlankNM_031912 NP_114118 Q9BQS2 SYT15_HUMANCytoplasmic (Potential). 0GCCGGGCAGGGGTCCCATGGG0.682

- 8 842ZWINT_uc001jjy.1_Missense_Mutation_p.Q222K|ZWINT_uc001jka.1_Missense_Mutation_p.Q269KNM_007057 NP_008988 O95229 ZWINT_HUMAN 0CCAGCAGGTTGTAGACCAACA0.517

+ 3 479CYP2C9_uc009xut.2_Missense_Mutation_p.L152F|CYP2C9_uc001kjz.2_Missense_Mutation_p.L152FNM_000771 NP_000762 P11712 CP2C9_HUMAN 6AGCCCGCTGCCTTGTGGAGGA0.498

- 9 1393CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R363Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R347Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R331QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0TGCACAAATTCGTTTTCCTGA0.363

- 2 746 uc010qpy.1_5'Flank NM_006562 NP_006553 P52954 LBX1_HUMAN 0TCCATCTGCCCGCTGGGGCCC0.672

- 27 3537C10orf79_uc009xxq.2_Missense_Mutation_p.P449SNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0GCAGGTTGAGGAATCACCTGA0.328



- 2 464HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Missense_Mutation_p.S71TNM_005330 NP_005321 P02100 HBE_HUMAN 0TCTCCAAAGGAAGTCAGCACC0.512

+ 1 342CCKBR_uc001mcq.2_5'UTR|CCKBR_uc001mcr.2_Missense_Mutation_p.R50Q|CCKBR_uc001mcs.2_Missense_Mutation_p.R50QNM_176875 NP_795344 P32239 GASR_HUMANExtracellular (Potential). 8GCCGGGACACGAGGTGGGTGC0.647

+ 1 164 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANCytoplasmic (Potential). 4TCACTGAGATCCCCCATGTAC0.428

+ 4 943TMEM109_uc001nqh.2_Missense_Mutation_p.L189F|TMEM132A_uc001nqi.2_5'Flank|TMEM132A_uc001nqj.2_5'FlankNM_024092 NP_076997 Q9BVC6 TM109_HUMANHelical; (Potential). 0GGCCCTGCTACTCCTGGCCTT0.677

- 5 6667AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19AAGTGTAAGTCCACATCAGGC0.522

- 5 6640AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19ATCTTGGGGGCCTTGAAGTGC0.507 rs1298288

- 5 6119AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CGACACATCCACATCCCCTTT0.502

- 5 6042AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19TGAAGTGCATGTCTGGCATCT0.507 rs147590412

- 9 1366SF1_uc010rnm.1_Missense_Mutation_p.G22D|SF1_uc010rnn.1_Missense_Mutation_p.G304D|SF1_uc001oaz.1_Missense_Mutation_p.G455D|SF1_uc001oba.1_Missense_Mutation_p.G330D|SF1_uc001obc.1_Missense_Mutation_p.G330D|SF1_uc001obd.1_Missense_Mutation_p.G330D|SF1_uc001obe.1_Missense_Mutation_p.G215D|SF1_uc010rno.1_Missense_Mutation_p.G215DNM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3AGAGGTGGAGCCCACAGATGC0.612

+ 4 347RPS6KB2_uc001olf.2_5'UTR|RPS6KB2_uc001olg.2_Missense_Mutation_p.G89S|RPS6KB2_uc009yrq.2_5'UTR|RPS6KB2_uc001ole.2_RNA|RPS6KB2_uc001olh.2_RNA|RPS6KB2_uc009yrr.2_5'UTRNM_003952 NP_003943 Q9UBS0 KS6B2_HUMANProtein kinase. 7AAAGGTGCAAGGCACCAACTT0.393

+ 59 8989_8990ATM_uc009yxr.1_Missense_Mutation_p.G2869C|C11orf65_uc010rvx.1_Intron|C11orf65_uc009yxu.1_Intron|ATM_uc001pke.1_Missense_Mutation_p.G1521CNM_000051 NP_000042 Q13315 ATM_HUMAN PI3K/PI4K. 240TACTTGGACTTGGTGATAGACA0.302

+ 8 1115TMEM25_uc001ptk.3_Missense_Mutation_p.V313A|TMEM25_uc001pth.2_Missense_Mutation_p.V270A|TMEM25_uc009zad.2_Missense_Mutation_p.V270A|TMEM25_uc001pti.2_Missense_Mutation_p.V166A|TMEM25_uc010ryf.1_Missense_Mutation_p.V217A|TMEM25_uc001ptl.2_Missense_Mutation_p.V314A|TMEM25_uc001ptm.2_Missense_Mutation_p.V269A|TMEM25_uc001ptn.2_Missense_Mutation_p.V270ANM_032780 NP_116169 Q86YD3 TMM25_HUMANCytoplasmic (Potential). 0CAACCAGCAGTGAAACCAGCA0.602

+ 31 4404SORL1_uc010rzp.1_Nonsense_Mutation_p.R288*|SORL1_uc010rzq.1_Nonsense_Mutation_p.R57*NM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|LDL-receptor class A 9. 15CGACGGGTACCGAGATTGTGC0.597

+ 9 908ST3GAL4_uc001qdt.2_Missense_Mutation_p.R226Q|ST3GAL4_uc009zcc.2_Missense_Mutation_p.R66Q|ST3GAL4_uc009zcd.2_Missense_Mutation_p.R219Q|ST3GAL4_uc001qdu.2_Missense_Mutation_p.R226Q|ST3GAL4_uc001qdv.2_Missense_Mutation_p.R230Q|ST3GAL4_uc009zce.2_Missense_Mutation_p.R226Q|ST3GAL4_uc001qdw.2_Missense_Mutation_p.R219Q|ST3GAL4_uc001qdx.1_Missense_Mutation_p.R187Q|ST3GAL4_uc001qdy.2_Missense_Mutation_p.R66Q|ST3GAL4_uc001qdz.2_Missense_Mutation_p.R66QNM_006278 NP_006269 Q11206 SIA4C_HUMANLumenal (Potential). 0AAACAGATTCGGATTCTCAAC0.512

- 4 655 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANCytoplasmic (Potential). 7AATTCTGCCTCTCTGGCCAGC0.468

- 8 2008CD163_uc001qta.3_Missense_Mutation_p.G627E|CD163_uc009zfw.2_Missense_Mutation_p.G660ENM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 6.|Extracellular (Potential). 8AAGGGCAACTCCACATTTAAG0.517

- 7 1735CD163_uc001qta.3_Missense_Mutation_p.G536E|CD163_uc009zfw.2_Missense_Mutation_p.G536ENM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 5.|Extracellular (Potential). 8CTGTCCATTTCCCTCTCCAAA0.532

- 4 352PLCZ1_uc001rdv.3_5'UTR|PLCZ1_uc001rdw.3_IntronNM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN EF-hand. 3TATGGTGATTCTTCCTTGTTT0.308

- 38 4585ABCC9_uc001rfg.2_Missense_Mutation_p.G51ENM_020297 NP_064693 O60706 ABCC9_HUMANCytoplasmic (Potential).|ABC transporter 2. 6TAAAATATTTCCTCGCTTCAT0.408

+ 4 1816FAM113B_uc001rpq.2_Missense_Mutation_p.S362LNM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5GTCCCCTCATCAGCCCATGCA0.542

- 33 8365 NM_003482 NP_003473 O14686 MLL2_HUMAN 41GAGCCTCACCGGCTGTTCACA0.567

- 3 314CPM_uc001sur.2_Missense_Mutation_p.D85N|CPM_uc001suq.2_Missense_Mutation_p.D85NNM_198320 NP_938079 P14384 CBPM_HUMAN 0CGTACCTCATCTCCATGCATA0.463

+ 15 1807 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 2. 14AACCAATTTGGGACATGCCTT0.388

- 9 1094GLT8D2_uc001tki.1_Missense_Mutation_p.V230LNM_031302 NP_112592 Q9H1C3 GL8D2_HUMANLumenal (Potential). 2GCAACAATCACACCAGGATTG0.488

+ 21 2563POLR3B_uc001tlq.2_Nonsense_Mutation_p.R723*NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2TACGTTGAAACGATACACCAA0.408

- 65 11164 NM_001109662 NP_001103132 2AGGGGCAGCGGGACGTCTGCC0.632

- 31 3707 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4TACCTGGCTTCCCACTGATCT0.527

+ 6 885ACADS_uc010szl.1_Missense_Mutation_p.E252G|ACADS_uc001tzb.3_Missense_Mutation_p.E183GNM_000017 NP_000008 P16219 ACADS_HUMAN 2ATCCTGGGGGAGCCAGGGATG0.657

+ 6 892MLXIP_uc001ubr.2_Missense_Mutation_p.P49S|MLXIP_uc001ubs.1_5'FlankNM_014938 NP_055753 Q9HAP2 MLXIP_HUMANRequired for cytoplasmic localization. 2GGTGGCCTGGCCCAATCCCCG0.602

- 10 10625SACS_uc001uoo.2_Missense_Mutation_p.P3199S|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12GACAACAAAGGAACAAATGCA0.383

- 5 1684RNF6_uc001uqn.1_Intron|RNF6_uc010aak.2_Missense_Mutation_p.R465C|RNF6_uc001uqp.2_Missense_Mutation_p.R465C|RNF6_uc001uqq.2_Missense_Mutation_p.R465C|RNF6_uc010tdk.1_Missense_Mutation_p.R109CNM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2GAAATCCTACGAAGAGGAACT0.438

- 20 3019DZIP1_uc001vmi.2_5'UTR|DZIP1_uc001vmj.2_Missense_Mutation_p.G199R|DZIP1_uc001vml.2_Missense_Mutation_p.G704RNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2CCCTCGGTCCCGTCCGCGTCA0.552

- 1 215RIPK3_uc001wpa.2_5'Flank|RIPK3_uc010alq.2_RNA|RIPK3_uc010toi.1_5'UTR|RIPK3_uc010toj.1_Missense_Mutation_p.S2LNM_006871 NP_006862 Q9Y572 RIPK3_HUMAN 4CTTGACGCACGACATCAGGCT0.582

- 9 1244CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 acctataataggatgaggttg 0

+ 8 951 NM_003082 NP_003073 Q16533 SNPC1_HUMAN 0AAGAAGGCATCGTCAAGTCAA0.358

- 3 284RDH11_uc001xjw.3_Missense_Mutation_p.G52E|RDH11_uc001xjx.3_Missense_Mutation_p.G65ENM_016026 NP_057110 Q8TC12 RDH11_HUMANCytoplasmic (Potential). 1TACTCGAGCTCCTGTCAGCCA0.423

- 1 1313 NR_003951 0CAGACATGATCCCTGGTTTAA0.443

+ 15 1423TMEM63C_uc010asq.1_Missense_Mutation_p.F404YNM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0GTCCGCCGCTTCTTTTGGTGG0.512

- 8 719ATXN3_uc010aug.2_Missense_Mutation_p.D202G|ATXN3_uc001yad.3_Missense_Mutation_p.D162G|ATXN3_uc010auh.2_Missense_Mutation_p.D151G|ATXN3_uc001yae.3_Missense_Mutation_p.D119G|ATXN3_uc010twl.1_RNANM_004993 NP_004984 P54252 ATX3_HUMAN 0TCCTGAGCCATCATTTGCTTC0.423 rs75188275

+ 11 1679 NM_017437 NP_059133 Q9P2I0 CPSF2_HUMAN 2AGATTATCAAGTATGTGAGCA0.333

- 8 1231BRF1_uc010tyo.1_Missense_Mutation_p.D175N|BRF1_uc010typ.1_Missense_Mutation_p.D175N|BRF1_uc001yql.2_Missense_Mutation_p.D86N|BRF1_uc001yqo.2_Missense_Mutation_p.D52N|BRF1_uc010axg.1_Missense_Mutation_p.D263N|BRF1_uc001yqn.2_RNA|BRF1_uc010axh.1_RNA|BRF1_uc010axj.1_RNANM_001519 NP_001510 Q92994 TF3B_HUMAN 4GAGGGGGGGTCGCACTCCTCC0.577

+ 32 4313RYR3_uc010bar.2_Missense_Mutation_p.V1415MNM_001036 NP_001027 Q15413 RYR3_HUMAN4 X approximate repeats.|B30.2/SPRY 3.|Cytoplasmic (By similarity).10CGGCTGTCTCGTGGATCTGGC0.562

- 10 1383 NM_000138 NP_000129 P35555 FBN1_HUMAN TB 2. 3TTTGGTTATGGACTGTGGCAG0.542

+ 3 406 NM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1CACCACAGGGCCATTTGATAG0.453

+ 27 5951 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN MHD2. 7GTCCTGGCTACCATCAAGGTG0.468

+ 8 1150 NM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1TCAAGGAAATGAAAGCAGAAG0.423

- 4 530SNX22_uc002anc.1_3'UTRNM_000942 NP_000933 P23284 PPIB_HUMANPPIase cyclophilin-type. 0GGGAAGCGCTCACCGTAGATG0.572



+ 12 5392ACAN_uc010upp.1_Missense_Mutation_p.S1673F|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GTCACAGCCTCCACTGCAAGT0.537

+ 4 1059 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0TGTCACCCGGGGAGCTCCGCC0.557

+ 9 2564SOLH_uc002chj.2_5'FlankNM_005632 NP_005623 O75808 CAN15_HUMANCalpain catalytic. 2AGGCTTCTGCGGCTCCGAAAC0.697

+ 11 1286CCNF_uc002cqe.1_Missense_Mutation_p.A92TNM_001761 NP_001752 P41002 CCNF_HUMANCyclin N-terminal. 2GATCGTCTCCGCCTTGGAAGG0.527

- 2 228PRSS33_uc002crp.1_Missense_Mutation_p.R23K|PRSS33_uc010uwh.1_Missense_Mutation_p.R23KNM_152891 NP_690851 Q8NF86 PRS33_HUMAN 0TGCAGACTTCCTTCCCTGAGT0.617

+ 7 1467SYT17_uc002dfx.2_Missense_Mutation_p.F318S|SYT17_uc002dfy.2_Missense_Mutation_p.F375S|SYT17_uc002dfv.1_Missense_Mutation_p.F318SNM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1AAGACGTCCTTCTTAAGGGGC0.423

- 3 218UMOD_uc002dha.2_Missense_Mutation_p.R30K|UMOD_uc002dhb.2_Missense_Mutation_p.R63KNM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2AGAGCACCATCCTGTGGACAG0.572

- 5 831ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.R255WNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2TTCAGGCTCCGTAATTTCCTA0.438

+ 19 2153uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.D639N|OTOA_uc002dji.2_Missense_Mutation_p.D394N|OTOA_uc010vbk.1_Missense_Mutation_p.D366NNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3AGACTGCCCAGACCTCAACCC0.607

- 37 6314GTF3C1_uc002dou.2_Missense_Mutation_p.R2067WNM_001520 NP_001511 Q12789 TF3C1_HUMAN 5CGGCCCAGCCGGAGGGTACAG0.637

- 2 277uc010vct.1_Intron|RABEP2_uc010vdf.1_Intron|RABEP2_uc010byn.2_Missense_Mutation_p.R77W|RABEP2_uc002drr.2_Missense_Mutation_p.R77WNM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3TGGCACTGCCGCTGCACCGCA0.637

+ 3 1532ARMC5_uc010vfn.1_Missense_Mutation_p.R430W|ARMC5_uc010vfo.1_Missense_Mutation_p.R367W|ARMC5_uc002eca.3_Missense_Mutation_p.R335W|ARMC5_uc010vfp.1_Intron|ARMC5_uc002ecb.2_Missense_Mutation_p.R335WNM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 5. p.R335C(1) 1CCGGCAGCGCCGGGATCCTAA0.652

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4ACTACACATCGGAGAAGTCAT0.433 rs146914846

- 5 605VPS35_uc002eed.2_5'Flank|VPS35_uc002eee.2_Splice_Site_p.D130_spliceNM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0AAATCACTTACTCTGTTGGCT0.358

+ 2 589MMP2_uc010vhd.1_Missense_Mutation_p.T17I|MMP2_uc010ccc.2_Missense_Mutation_p.T43INM_004530 NP_004521 P08253 MMP2_HUMAN 11GACCAGAATACCATCGAGACC0.527

- 5 652GOT2_uc010vim.1_Missense_Mutation_p.R137WNM_002080 NP_002071 P00505 AATM_HUMAN 2TCATAATACCGATAACCTTGT0.473

- 17 2466GLG1_uc002fcx.2_Missense_Mutation_p.R806C|GLG1_uc002fcw.3_Missense_Mutation_p.R795C|GLG1_uc002fcz.3_Missense_Mutation_p.R223CNM_001145667 NP_001139139 Q92896 GSLG1_HUMANCys-rich GLG1 12.|Extracellular (Potential). 2TCCTCCACACGGAGCTGCCTG0.632

- 3 373CHST6_uc002feg.1_RNA|CHST6_uc002feh.1_Missense_Mutation_p.D65NNM_021615 NP_067628 Q9GZX3 CHST6_HUMANLumenal (Potential). 0TAGAAGACGTCGGGGTGCTGG0.687

- 9 4401ANKRD11_uc002fmy.1_Missense_Mutation_p.E1314K|ANKRD11_uc002fnc.1_Missense_Mutation_p.E1314K|ANKRD11_uc002fna.1_5'Flank|ANKRD11_uc002fnb.1_Missense_Mutation_p.E1271KNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. 6AGCCCCGGCTCCTGCCCTCGG0.567

- 1 635 NM_002551 NP_002542 P47893 OR3A2_HUMANExtracellular (Potential).p.S199F(1) 1TTGGGTGCTGGAGCAGGAGAG0.552 rs140935076

- 4 1603NLRP1_uc002gcg.1_Missense_Mutation_p.A350T|NLRP1_uc002gck.2_Missense_Mutation_p.A350T|NLRP1_uc002gcj.2_Missense_Mutation_p.A350T|NLRP1_uc002gcl.2_Missense_Mutation_p.A350T|NLRP1_uc002gch.3_Missense_Mutation_p.A350T|NLRP1_uc010clh.2_Missense_Mutation_p.A350TNM_033004 NP_127497 Q9C000 NALP1_HUMAN NACHT. 9CTCCCCCAGGCTTCCTTCACC0.582

+ 30 4848 NM_020877 NP_065928 Q9P225 DYH2_HUMANStem (By similarity). 13CTGGCTTGGCGATGTGGAACA0.607

- 12 2052C17orf68_uc010cnv.2_RNANM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0CTGCTTCTCACGTCCCTCTCT0.547

- 1 357 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMANHelical; (Potential). 1GTAGCTTTTGGCCAGGAAGGC0.627

- 15 1701uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E525K|MYH2_uc010coj.2_Missense_Mutation_p.E525KNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like. 14TCGATGAGCTCGATGCAGGCA0.433

+ 36 7170DNAH9_uc010coo.2_Missense_Mutation_p.E1662KNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN p.E2368K(1) 20CTGCCCTAAGGAAATTTATGA0.493 rs140313224

- 19 2408NCOR1_uc002gpn.2_Missense_Mutation_p.P723L|NCOR1_uc002gpp.1_Missense_Mutation_p.P614L|NCOR1_uc002gpr.2_Missense_Mutation_p.P614LNM_006311 NP_006302 O75376 NCOR1_HUMAN 5GCTGTCTTCTGGATTTTCTTC0.388

- 1 111CCDC144B_uc002gua.3_RNA|CCDC144B_uc010vyc.1_RNA|CCDC144B_uc002guc.1_Missense_Mutation_p.R9QNM_182568 NP_872374 2AGCCCCTCCCCGCTTTTCTCC0.642

- 21 2828 NM_000625 NP_000616 P35228 NOS2_HUMANFAD-binding FR-type. 4CCTCTGTCTCTCAGGCTCTTC0.637

- 39 5913MYO18A_uc010wbc.1_Nonsense_Mutation_p.Q1452*|MYO18A_uc002hds.2_Nonsense_Mutation_p.Q1461*|MYO18A_uc010csa.1_Nonsense_Mutation_p.Q1882*|MYO18A_uc002hdu.1_Nonsense_Mutation_p.Q1919*NM_078471 NP_510880 Q92614 MY18A_HUMAN Potential. 0AGGTCAGCCTGCAGGCTCTGG0.562

+ 6 594TAOK1_uc010wbe.1_Missense_Mutation_p.G134C|TAOK1_uc010wbf.1_Missense_Mutation_p.G134C|TAOK1_uc002heb.1_5'FlankNM_020791 NP_065842 Q7L7X3 TAOK1_HUMANProtein kinase. 4AATTACACATGGTGCTCTTCA0.284

+ 20 3905CPD_uc010wbo.1_Missense_Mutation_p.P1050Q|CPD_uc010wbp.1_RNANM_001304 NP_001295 O75976 CBPD_HUMANExtracellular (Potential).|Carboxypeptidase-like 3. 2TTTGGTTTGCCAAGGGAGCTT0.378

- 11 4189 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMANCytoplasmic (Potential). 3TTCCCATCCTCGCCTCCTTCA0.562

+ 5 751CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANExtracellular (Potential). 8CTATTTCGACGGCGACGATGC0.627

- 3 237GPATCH8_uc002igv.1_5'UTR|GPATCH8_uc010wiz.1_5'UTRNM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN G-patch. 4TTTTCCCAATCCCTGGCCCAG0.388

+ 10 777RGS9_uc010dem.2_Missense_Mutation_p.V220I|RGS9_uc002jfd.2_Missense_Mutation_p.V220I|RGS9_uc002jff.2_RNA|RGS9_uc002jfg.2_5'UTRNM_003835 NP_003826 O75916 RGS9_HUMANG protein gamma. 4ACAAACAGTCGTTGCTGTCAA0.353

- 4 902CBLN2_uc002lkv.2_Missense_Mutation_p.P223SNM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0GTTTATAGAGGAAACACCAAG0.507

- 8 772 NM_017550 NP_060020 Q8N344 MIER2_HUMAN ELM2. 0AGCTGAGGCCCGGCCATCTCG0.677

+ 17 3032TIMM13_uc002lvx.1_3'UTRNM_182973 NP_892018 Q7Z410 TMPS9_HUMANExtracellular (Potential).|Peptidase S1 3. 2GACGCTGGGGGACCCCTGGCC0.622

+ 4 1336ZNF57_uc010xha.1_Missense_Mutation_p.Q364HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AATGTGAACAATGTGGGAAGG0.428

+ 4 1371ZNF57_uc010xha.1_Missense_Mutation_p.R376QNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGATCATTCCGAGGTCATTTG0.428 rs149690257

+ 4 1386ZNF57_uc010xha.1_Missense_Mutation_p.T381MNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3CATTTGAGGACGCACACTGGA0.438 rs148390269

- 5 533STAP2_uc002mac.2_Missense_Mutation_p.R146G|STAP2_uc002mad.2_Missense_Mutation_p.R39GNM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN SH2. 1TCCAGTGCACGGCGCGCCTCC0.647 rs143484969

+ 1 998 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0GGAATCTTACGAAAGCTGCTG0.607

- 32 5006PTPRS_uc002mbu.1_Missense_Mutation_p.A1160V|PTPRS_uc010xin.1_Missense_Mutation_p.A1133V|PTPRS_uc002mbw.2_Missense_Mutation_p.A1553V|PTPRS_uc002mbx.2_Missense_Mutation_p.A1148V|PTPRS_uc002mby.2_Missense_Mutation_p.A1144VNM_002850 NP_002841 Q13332 PTPRS_HUMANSubstrate binding (By similarity).|Cytoplasmic (Potential).|Tyrosine-protein phosphatase 1.4GCCCACACCGGCACTGCAGGG0.642

- 5 738KHSRP_uc002mer.3_5'Flank|SLC25A41_uc010dut.2_Missense_Mutation_p.R80WNM_173637 NP_775908 Q8N5S1 S2541_HUMAN Solcar 2. 0TGGCCCGTCCGACGCAAGGTC0.502

- 40 4797C3_uc002mfl.2_Missense_Mutation_p.G315RNM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5CGCTGCTGTCCAACCTGCACC0.602



+ 18 2380EMR1_uc010dvc.2_Missense_Mutation_p.S716F|EMR1_uc010dvb.2_Missense_Mutation_p.S762F|EMR1_uc010xji.1_Missense_Mutation_p.S640F|EMR1_uc010xjj.1_Missense_Mutation_p.S604FNM_001974 NP_001965 Q14246 EMR1_HUMANCytoplasmic (Potential). 5CAGAGGCTTTCCAGTGTTAAT0.423

- 3 18371 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACCAGGTGTTGATGTGGAAAC0.483

- 3 17651 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AACTTCTGTCCTGGAGACCTC0.498

- 1 8092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CCCGTACTTGGAAATTTAGAA0.473

+ 4 511LDLR_uc010xlk.1_Missense_Mutation_p.R115C|LDLR_uc010xll.1_Missense_Mutation_p.R74C|LDLR_uc010xlm.1_Intron|LDLR_uc010xln.1_Intron|LDLR_uc010xlo.1_IntronNM_000527 NP_000518 P01130 LDLR_HUMANExtracellular (Potential).|LDL-receptor class A 3. 4GGACGAGTTTCGCTGCCACGA0.622

- 7 1560 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 2. 0CCACAGCCAGGATGAGGGCAC0.572

+ 4 1300ZNF627_uc010dyf.2_Missense_Mutation_p.D254ENM_145295 NP_660338 Q7L945 ZN627_HUMAN C2H2-type 9. 1AACCCTATGATTGTAAGCAAT0.413

+ 4 1027ZNF844_uc010dym.1_Missense_Mutation_p.S138FNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN C2H2-type 7. 0TGGTTCCATTCCTTTCAAATA0.398

+ 4 1651ZNF844_uc010dym.1_Missense_Mutation_p.P346RNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0GAGAGAAACCCTATGAGTGTA0.413

- 4 1382 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMANC2H2-type 10. 1ACACTGCTTGCATTCATAGGG0.413

- 4 1409ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1GTCAAAGGCTCTACCACATAC0.433

+ 2 281_282MAST1_uc002mvk.2_Missense_Mutation_p.P48S|MAST1_uc002mvl.2_Missense_Mutation_p.P52SNM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7GACCCCACTCCCCGCTGCCAGG0.644

+ 12 1706ZNF333_uc002mzk.3_Missense_Mutation_p.H415QNM_032433 NP_115809 Q96JL9 ZN333_HUMAN C2H2-type 6. 3TGAACGTGCACAAGAGGATAC0.512

- 6 1134_1135SLC1A6_uc010dzu.1_Intron|SLC1A6_uc010xod.1_Missense_Mutation_p.G312NNM_005071 NP_005062 P48664 EAA4_HUMANHelical; (Potential). 6TTGTAGCATGCCCCCAATGAAG0.584

- 2 381PGLYRP2_uc002nbg.3_Missense_Mutation_p.P83LNM_052890 NP_443122 Q96PD5 PGRP2_HUMAN 3TAGTGGGCAGGGATCCAACTC0.592

- 9 1083CYP4F2_uc010xot.1_Missense_Mutation_p.A196S|CYP4F2_uc010xou.1_Missense_Mutation_p.L173FNM_001082 NP_001073 P78329 CP4F2_HUMAN 2GGGTGCTTTGCAAGGTGGTAC0.597

- 9 1059CYP4F2_uc010xot.1_Missense_Mutation_p.L188F|CYP4F2_uc010xou.1_Silent_p.V165VNM_001082 NP_001073 P78329 CP4F2_HUMAN 2ACCCAGGAGAGACCACTGGCC0.602

+ 3 428RAB8A_uc002ndm.1_Missense_Mutation_p.R69Q|RAB8A_uc010xpc.1_Missense_Mutation_p.R69QNM_005370 NP_005361 P61006 RAB8A_HUMAN 1GGTCAGGAACGGTTTCGGACG0.458

+ 9 1164SIN3B_uc002nex.2_Missense_Mutation_p.G316R|SIN3B_uc002nez.1_Missense_Mutation_p.G384R|SIN3B_uc010xpi.1_5'FlankNM_015260 NP_056075 O75182 SIN3B_HUMANInteraction with NCOR1 (By similarity). 2ATCCGGGGACGGGATAAGCCG0.542

+ 4 1003 NM_052852 NP_443084 Q96H40 ZN486_HUMAN C2H2-type 5. 1TAAGAAAATTCATACTGGAGA0.378

- 4 1480ZNF626_uc002npc.1_Missense_Mutation_p.R368GNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1TGAATTCTCCTATGTGTAGTA0.373

- 7 2712 NM_001080409 NP_001073878 2TCTTATGTTTCATAAGGGTCG0.353

- 5 689 NM_001080409 NP_001073878 2ATGGTTAAAAGCTTTGCCACA0.388

+ 2 354LSM14A_uc002nva.3_Missense_Mutation_p.R53H|LSM14A_uc010xru.1_Missense_Mutation_p.R53HNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1CCGACAGATCGTCCAATACCA0.428

- 13 1051MAP4K1_uc002oiw.1_5'Flank|MAP4K1_uc002oiy.1_Missense_Mutation_p.P315S|MAP4K1_uc010xug.1_5'UTRNM_007181 NP_009112 Q92918 M4K1_HUMAN 8ATCCGCCGAGGGATAGCAGGG0.617

+ 4 561CYP2A7_uc002opo.2_Intron|CYP2B6_uc010xvu.1_IntronNM_000767 NP_000758 P20813 CP2B6_HUMAN 2ATCGTCTTTGGAAAACGATTC0.502

+ 11 1535CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.P449S|AXL_uc010ehk.2_Missense_Mutation_p.P440SNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential). 13CTTCTCGTGGCCCTGGTGGTA0.567

- 7 803PHLDB3_uc002own.3_5'Flank|PHLDB3_uc002owo.2_5'FlankNM_014297 NP_055112 O95571 ETHE1_HUMAN 0ACCCCACAGCGCATGTTGGCT0.522

- 1 44CEACAM20_uc010ejo.1_Missense_Mutation_p.H10Y|CEACAM20_uc010ejp.1_Missense_Mutation_p.H10Y|CEACAM20_uc010ejq.1_Missense_Mutation_p.H10YNM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2CCCATCCAGTGGTGTCCCCAT0.552

+ 3 729PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_Nonsense_Mutation_p.R83*NM_012099 NP_036231 O15446 RPA34_HUMAN 4GCACCGCTATCGAGTCCTCAG0.632

- 7 805ERCC1_uc002pbt.1_Missense_Mutation_p.A220V|ERCC1_uc002pbu.1_Missense_Mutation_p.A148V|ERCC1_uc002pbv.2_Missense_Mutation_p.A220VNM_001983 NP_001974 P07992 ERCC1_HUMAN 2CAGGAGGTCCGCTGGTTTCTG0.627

- 5 2086ZNF836_uc010ydj.1_Missense_Mutation_p.I571NNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TCTCTTATGAATTGAAAGGTT0.383

- 5 2067ZNF836_uc010ydj.1_Missense_Mutation_p.Y565DNM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0TTTCCACTGTAATTGAAGACC0.388

- 4 2233ZNF28_uc002qac.2_Missense_Mutation_p.N652Y|ZNF28_uc010eqe.2_Missense_Mutation_p.N651YNM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1TATACAAGGTTTGACATCTGA0.408

- 5 1439ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Missense_Mutation_p.Q364ENM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0GATGATTTCTGACTGAAGGTC0.398

+ 7 1666ZNF761_uc010ydy.1_Missense_Mutation_p.L349R|ZNF761_uc002qbt.1_Missense_Mutation_p.L349RNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 7. 1CATCGTAGACTTCATACTGGA0.373

+ 7 1680ZNF761_uc010ydy.1_Missense_Mutation_p.K354Q|ZNF761_uc002qbt.1_Missense_Mutation_p.K354QNM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1TACTGGAGAGAAACCTTACAA0.368

+ 7 1911ZNF761_uc010ydy.1_Missense_Mutation_p.R431W|ZNF761_uc002qbt.1_Missense_Mutation_p.R431WNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 10. 1TGAAAGACATAGGAGAATTCA0.413

+ 4 517NCR1_uc002qic.2_Missense_Mutation_p.R160K|NCR1_uc002qie.2_Missense_Mutation_p.R160K|NCR1_uc002qid.2_Missense_Mutation_p.R65K|NCR1_uc002qif.2_Missense_Mutation_p.R65K|NCR1_uc010esj.2_Missense_Mutation_p.R53KNM_004829 NP_004820 O76036 NCTR1_HUMANExtracellular (Potential).|Ig-like 2. 2AAGGAGGGAAGATCCAGCCAC0.582

+ 7 2143NLRP2_uc010yfp.1_Missense_Mutation_p.P663L|NLRP2_uc010esn.2_Missense_Mutation_p.P662L|NLRP2_uc010eso.2_Missense_Mutation_p.P683L|NLRP2_uc010esp.2_Missense_Mutation_p.P664LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2CACATGCTTCCTTTCTGGACG0.453

- 6 1176PTPRH_uc010esv.2_Missense_Mutation_p.V190E|PTPRH_uc002qjs.2_Missense_Mutation_p.V375ENM_002842 NP_002833 Q9HD43 PTPRH_HUMANExtracellular (Potential).|Fibronectin type-III 4. 4ATTCTTCCCCACCCACACGGA0.512

- 7 2854NLRP11_uc002qlz.2_Missense_Mutation_p.E562K|NLRP11_uc002qmb.2_Missense_Mutation_p.E616K|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN 6CATGTGGGCTCGTGCAGGATG0.498

- 6 2226 NM_004304 NP_004295 Q9UM73 ALK_HUMANLDL-receptor class A.|Extracellular (Potential). 1218ACAAGTGAAGGAGCTCTGCAG0.587

- 23 4009DHX57_uc002rrd.3_Missense_Mutation_p.P643S|DHX57_uc002rre.2_Missense_Mutation_p.P737SNM_198963 NP_945314 Q6P158 DHX57_HUMAN 3AAGACCAGCGGGTACACAGAC0.493

- 1 521 NM_148962 NP_683765 Q8TDS5 OXER1_HUMANHelical; Name=2; (Potential). 1TCCACGCGGAGGGGCAGGTTG0.617

- 17 4881NRXN1_uc002rxb.3_Missense_Mutation_p.Q767R|NRXN1_uc002rxe.3_Missense_Mutation_p.Q1095R|NRXN1_uc002rxc.1_RNANM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2GCACACACCTTGATTGGAACA0.443

+ 1 70AFTPH_uc002scz.2_Missense_Mutation_p.P13L|AFTPH_uc002sda.2_Missense_Mutation_p.P13L|AFTPH_uc002sdb.2_Missense_Mutation_p.P13LNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TCTTCATCCCCACCACCATTA0.383



+ 1 1831TET3_uc010fez.1_Nonsense_Mutation_p.E611*NM_144993 NP_659430 O43151 TET3_HUMAN 0CCCAGCCCCTGAGAGCCCCTT0.572

- 8 1379LOXL3_uc002smo.1_Missense_Mutation_p.G75E|LOXL3_uc010ffm.1_Intron|LOXL3_uc002smq.1_Missense_Mutation_p.G291E|LOXL3_uc010ffn.1_Missense_Mutation_p.G291ENM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0GGGCCCAGGTCCCCCTATTTG0.632

+ 5 494REG3G_uc002snx.2_Missense_Mutation_p.P137S|REG3G_uc010ffu.2_Missense_Mutation_p.P91SNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0GGAGAAAAATCCCTCCACCAT0.517

+ 1 232SH2D6_uc002spo.2_Intron|SH2D6_uc002spp.2_IntronNM_198482 NP_940884 Q7Z4S9 SH2D6_HUMAN Pro-rich. 1 cccccaccccaccccacccca 0.517

+ 6 1346uc002stv.1_Intron|TEKT4_uc010fhr.1_RNANM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3CGCCAGAAGTGCATGGCCCAT0.612

- 8 844ANKRD23_uc002sxb.2_RNA|ANKRD23_uc002sxc.2_Missense_Mutation_p.R230QNM_144994 NP_659431 Q86SG2 ANR23_HUMAN 1CACCGCGTTCCGCACCCCCAG0.682

- 10 3146 NM_207362 NP_997245 Q6NV74 CB055_HUMAN 0CCAAGCTTGAGATTTCTTTCT0.468

+ 5 1047IL18RAP_uc010fiz.2_Missense_Mutation_p.A46VNM_003853 NP_003844 O95256 I18RA_HUMANIg-like C2-type 1.|Extracellular (Potential). 5CAAAGTCCAGCGGTAACCTGG0.294 rs139554960

+ 12 1775RGPD4_uc002tdu.2_5'UTR|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2CACTCTAAGAGCCCAGGAAAA0.333

+ 2 428 NM_002410 NP_002401 Q09328 MGT5A_HUMANLumenal (Potential). 3TAACATTTTGCAGCGCATTGG0.428

- 6 1029LY75_uc002ubb.3_Missense_Mutation_p.M320I|LY75_uc010fos.2_Missense_Mutation_p.M320I|LY75_uc010fot.1_Missense_Mutation_p.M320INM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 1. 0ACTCAGCATCCATTCTTGCAC0.453

+ 3 901DLX1_uc002uhm.2_3'UTRNM_178120 NP_835221 P56177 DLX1_HUMAN 0CTCCTATATCCCCAGCTACAC0.632

- 275 72987uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G17950R|TTN_uc010zfi.1_Missense_Mutation_p.G17883R|TTN_uc010zfj.1_Missense_Mutation_p.G17758RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTCAGTTCCTTTGGGCTGC0.463

- 266 59479uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R13447L|TTN_uc010zfi.1_Missense_Mutation_p.R13380L|TTN_uc010zfj.1_Missense_Mutation_p.R13255L|uc002umv.1_3'UTRNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATTTTCACAGCGCAAGAAAGT0.398

- 208 41052TTN_uc010zfh.1_Missense_Mutation_p.P7305S|TTN_uc010zfi.1_Missense_Mutation_p.P7238S|TTN_uc010zfj.1_Missense_Mutation_p.P7113SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTTAGGTGGATCCCATGTT0.438

- 46 13024TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153GGAATATTTTCCATAAATTTC0.388

+ 10 2478BMPR2_uc010ftr.2_Missense_Mutation_p.P444SNM_001204 NP_001195 Q13873 BMPR2_HUMANProtein kinase.|Cytoplasmic (Potential). 9TGGAAACCATCCCACTTTTGA0.413

+ 3 285NDUFS1_uc010ziq.1_5'Flank|NDUFS1_uc002vbe.2_5'Flank|NDUFS1_uc010zir.1_5'Flank|NDUFS1_uc010zis.1_5'Flank|NDUFS1_uc010zit.1_5'Flank|NDUFS1_uc010ziu.1_5'Flank|EEF1B2_uc002vbg.1_Missense_Mutation_p.S43G|EEF1B2_uc002vbh.1_Missense_Mutation_p.S43G|SNORD51_uc002vbi.1_5'Flank|SNORA41_uc002vbj.2_5'FlankNM_001037663 NP_001032752 P24534 EF1B_HUMANGST C-terminal. 0AGCCGTGTCCAGCCCACCGCC0.468

+ 8 653GIGYF2_uc010zmj.1_Missense_Mutation_p.G106R|GIGYF2_uc002vtg.2_Missense_Mutation_p.G106R|GIGYF2_uc002vtj.3_Missense_Mutation_p.G106R|GIGYF2_uc002vtk.3_Missense_Mutation_p.G106R|GIGYF2_uc002vth.3_Missense_Mutation_p.G106R|GIGYF2_uc010zmk.1_RNANM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Poly-Gly. 7GCGATTGACAGGACGAGGAGG0.378

- 7 700ADAM33_uc002wir.1_Missense_Mutation_p.A205T|ADAM33_uc002wis.2_5'Flank|ADAM33_uc002wiu.2_Missense_Mutation_p.A205T|ADAM33_uc002wiw.1_RNA|ADAM33_uc010gba.1_Intron|ADAM33_uc010gbb.1_Intron|ADAM33_uc002wix.1_Missense_Mutation_p.A128T|ADAM33_uc010zqg.1_Missense_Mutation_p.A217T|ADAM33_uc010zqh.1_Missense_Mutation_p.A205TNM_025220 NP_079496 Q9BZ11 ADA33_HUMANExtracellular (Potential). 4GTCCTGCGCGCTTCTCGCCTG0.622

- 4 512C20orf27_uc002wjf.1_Missense_Mutation_p.V120M|C20orf27_uc002wjh.1_Missense_Mutation_p.V120MNM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0ACGGGCACCACGCTGAGGAGC0.617 rs148088379

- 7 619GPCPD1_uc002wmd.3_Translation_Start_SiteNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN 0TAATGCAAACGTAATCTTATT0.308

+ 25 2345PLCB4_uc010gbw.1_Missense_Mutation_p.E737K|PLCB4_uc010gbx.2_Missense_Mutation_p.E749K|PLCB4_uc002wne.2_Missense_Mutation_p.E737K|PLCB4_uc002wnh.2_Missense_Mutation_p.E584KNM_182797 NP_877949 Q15147 PLCB4_HUMAN C2. p.E737K(1) 15CATACGTAAGGAATTCCGAAC0.408

- 3 1149MKKS_uc002wnu.1_Missense_Mutation_p.F88L|MKKS_uc010zrd.1_IntronNM_018848 NP_061336 Q9NPJ1 MKKS_HUMAN 0CAATCACTGAAGCTTGACACA0.423

+ 4 1716BTBD3_uc002wny.2_Missense_Mutation_p.V392I|BTBD3_uc002woa.2_Missense_Mutation_p.V392I|BTBD3_uc010zrf.1_Missense_Mutation_p.V302I|BTBD3_uc010zrg.1_Missense_Mutation_p.V302I|BTBD3_uc010zrh.1_Missense_Mutation_p.V302INM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3TACCTTTCCCGTATGGTTTGA0.493

- 10 1999 NM_016649 NP_057733 Q9H501 ESF1_HUMAN Lys-rich. 1TGTTCCCAAGGGGTCAGTTTA0.284

+ 2 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GTACAGAATCGCCCTGAAATC0.353 rs7266938

- 2 1748GDF5_uc010gfc.1_Missense_Mutation_p.L477V|uc002xcj.2_Missense_Mutation_p.E65D|GDF5_uc010zvc.1_Missense_Mutation_p.L477VNM_000557 NP_000548 P43026 GDF5_HUMAN 0TCAATGAAGAGGATGCTGATG0.567

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1GATTCCCTTTCCCCGCGCCTG0.607

- 4 635TGM2_uc010zvx.1_Missense_Mutation_p.P98S|TGM2_uc010zvy.1_Missense_Mutation_p.P119S|TGM2_uc002xhs.1_Missense_Mutation_p.P155S|TGM2_uc002xht.2_Missense_Mutation_p.P179S|TGM2_uc002xhu.3_Missense_Mutation_p.P179SNM_004613 NP_004604 P21980 TGM2_HUMAN 3AAATTCCAAGGTATGTTCTTG0.582

+ 2 464 NM_030777 NP_110404 O95528 GTR10_HUMANHelical; Name=4; (Potential). 1CTGTATCTACGTGTCAGAGCT0.642

- 15 2491ZMYND8_uc010ghq.1_Missense_Mutation_p.T423I|ZMYND8_uc010ghr.1_Missense_Mutation_p.T721I|ZMYND8_uc002xst.1_Missense_Mutation_p.T674I|ZMYND8_uc002xsu.1_Intron|ZMYND8_uc002xsv.1_Missense_Mutation_p.T674I|ZMYND8_uc002xsw.1_Missense_Mutation_p.T498I|ZMYND8_uc002xsx.1_Missense_Mutation_p.T498I|ZMYND8_uc002xsy.1_Missense_Mutation_p.T721I|ZMYND8_uc002xsz.1_Missense_Mutation_p.T683I|ZMYND8_uc010zxy.1_Missense_Mutation_p.T773I|ZMYND8_uc002xtb.1_Missense_Mutation_p.T766I|ZMYND8_uc002xss.2_Missense_Mutation_p.T746I|ZMYND8_uc010zxz.1_Intron|ZMYND8_uc002xtc.1_Missense_Mutation_p.T766I|ZMYND8_uc002xtd.1_Missense_Mutation_p.T741I|ZMYND8_uc002xte.1_Missense_Mutation_p.T746I|ZMYND8_uc010zya.1_Missense_Mutation_p.T746I|ZMYND8_uc002xtf.1_Missense_Mutation_p.T766I|ZMYND8_uc002xtg.2_Missense_Mutation_p.T740I|ZMYND8_uc010ghs.1_Missense_Mutation_p.T740I|ZMYND8_uc002xsr.1_5'UTRNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5GGATGGTGGAGTTTTACCTAC0.557

+ 18 3650NCOA3_uc010ght.1_Missense_Mutation_p.P1144S|NCOA3_uc002xtl.2_Missense_Mutation_p.P1149S|NCOA3_uc002xtm.2_Missense_Mutation_p.P1149S|NCOA3_uc002xtn.2_Missense_Mutation_p.P1149S|NCOA3_uc010zyc.1_Missense_Mutation_p.P944SNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANAcetyltransferase. 5AGGCAATTTTCCTCTCCAAGG0.517

+ 13 1298ARFGAP1_uc011aas.1_Missense_Mutation_p.P351S|ARFGAP1_uc011aat.1_Missense_Mutation_p.P283S|ARFGAP1_uc002yel.2_Missense_Mutation_p.P404S|ARFGAP1_uc002yen.2_3'UTR|ARFGAP1_uc002yeo.1_RNANM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1GCCGGCCGTGCCCACTGATGA0.697

- 5 849BTG3_uc002ykl.2_Nonsense_Mutation_p.R241*NM_006806 NP_006797 Q14201 BTG3_HUMAN 0CCATTCCCTCGATACATTCCT0.413

+ 3 1528CLIC6_uc002yuf.1_Missense_Mutation_p.D492NNM_053277 NP_444507 Q96NY7 CLIC6_HUMAN 2GACCACAGTGGACCTGAAAAG0.378

+ 3 397 MX2_uc011aer.1_RNA NM_002463 NP_002454 P20592 MX2_HUMAN 2CAGAAGGTGCGCCCCTGCATT0.637

+ 19 1796PDE9A_uc002zbn.2_Missense_Mutation_p.S451F|PDE9A_uc002zbo.2_Missense_Mutation_p.S525F|PDE9A_uc002zbp.2_Missense_Mutation_p.S371F|PDE9A_uc002zbq.2_Missense_Mutation_p.S476F|PDE9A_uc002zbs.2_Missense_Mutation_p.S371F|PDE9A_uc002zbr.2_Missense_Mutation_p.S371F|PDE9A_uc002zbt.2_Missense_Mutation_p.S450F|PDE9A_uc002zbu.2_Missense_Mutation_p.S444F|PDE9A_uc002zbv.2_Missense_Mutation_p.S418F|PDE9A_uc002zbw.2_Missense_Mutation_p.S361F|PDE9A_uc002zbx.2_Missense_Mutation_p.S518F|PDE9A_uc002zby.2_Missense_Mutation_p.S361F|PDE9A_uc002zbz.2_Missense_Mutation_p.S470F|PDE9A_uc002zca.2_Missense_Mutation_p.S537F|PDE9A_uc002zcb.2_Missense_Mutation_p.S552F|PDE9A_uc002zcc.2_Missense_Mutation_p.S477F|PDE9A_uc002zcd.2_Missense_Mutation_p.S492F|PDE9A_uc002zce.2_Missense_Mutation_p.S511F|PDE9A_uc002zcf.2_Missense_Mutation_p.S371F|PDE9A_uc002zcg.2_Missense_Mutation_p.S371F|PDE9A_uc002zch.2_Missense_Mutation_p.S361FNM_002606 NP_002597 O76083 PDE9A_HUMAN 2ACCGAGAAGTCCAGAGAGAGA0.502

- 1 321 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1CTCGGGCTCTCCCTTGGGTTC0.657

+ 16 3211CECR2_uc010gqv.1_Missense_Mutation_p.A887T|CECR2_uc002zml.2_Missense_Mutation_p.A888T|CECR2_uc002zmo.2_RNANM_031413 NP_113601 Q9BXF3 CECR2_HUMAN 2AGACAGGGGCGCTCTATCCGA0.622

- 3 1594SLC7A4_uc002zue.2_Missense_Mutation_p.G509DNM_004173 NP_004164 O43246 CTR4_HUMANHelical; (Potential). 2CAGGATGTAACCCCAGTGTGG0.562

+ 43 7629MYO18B_uc003aca.1_Missense_Mutation_p.S2341L|MYO18B_uc010guy.1_Missense_Mutation_p.S2342L|MYO18B_uc010guz.1_Missense_Mutation_p.S2340L|MYO18B_uc011aka.1_Missense_Mutation_p.S1614L|MYO18B_uc011akb.1_Missense_Mutation_p.S1973L|MYO18B_uc010gva.1_Missense_Mutation_p.S443L|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12TTGGCTGGATCAGCCAAAGGT0.527

- 1 1710PATZ1_uc003akp.2_Missense_Mutation_p.R350Q|PATZ1_uc003akr.2_Missense_Mutation_p.R350Q|PATZ1_uc003aks.2_Missense_Mutation_p.R350Q|uc003akt.2_5'FlankNM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2CTTCCTGGTCCGGCTCCTCTT0.597

- 18 2529TMPRSS6_uc003aqt.1_Nonsense_Mutation_p.W818*NM_153609 NP_705837 Q8IU80 TMPS6_HUMANPeptidase S1.|Extracellular (Potential). 6CTTGCTGGATCCAGCTGATCA0.647

+ 10 1879CACNA1I_uc003ayd.2_Missense_Mutation_p.R592W|CACNA1I_uc003aye.2_Missense_Mutation_p.R542W|CACNA1I_uc003ayf.2_Missense_Mutation_p.R507WNM_021096 NP_066919 Q9P0X4 CAC1I_HUMANII.|Cytoplasmic (Potential). 2GGATGTGTGGCGGGAGACGCG0.542

+ 5 2054_2055TNRC6B_uc003aym.2_Intron|TNRC6B_uc003ayn.3_Missense_Mutation_p.P615F|TNRC6B_uc003ayo.2_Missense_Mutation_p.P419FNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0TGATTTGGACCCCAGGGTGCTC0.52

+ 7 789WBP2NL_uc003bbt.2_Missense_Mutation_p.G258E|WBP2NL_uc011apk.1_Missense_Mutation_p.G130E|WBP2NL_uc003bbu.2_RNA|WBP2NL_uc003bbv.1_RNANM_152613 NP_689826 Q6ICG8 WBP2L_HUMAN10 X 7 AA tandem repeat of Y-G-X-P-P-X-G.|9.|Gly-rich.2CCACCTCTCGGATATGGAGCC0.612



+ 11 1444TBC1D22A_uc010haf.2_Missense_Mutation_p.R407C|TBC1D22A_uc003bic.2_Missense_Mutation_p.R378C|TBC1D22A_uc003bie.2_Missense_Mutation_p.R359C|TBC1D22A_uc003bid.2_RNA|TBC1D22A_uc010hag.2_RNA|TBC1D22A_uc003bif.2_Missense_Mutation_p.R390CNM_014346 NP_055161 Q8WUA7 TB22A_HUMANRab-GAP TBC. 1TTGTACCATCCGCCTGTGGGA0.637

+ 5 619STAC_uc010hgd.1_RNA|STAC_uc011aya.1_Missense_Mutation_p.N133DNM_003149 NP_003140 Q99469 STAC_HUMAN 4AGCCTGTGGCAATAAGGTGGA0.582

+ 11 1201STAC_uc011aya.1_Missense_Mutation_p.G327RNM_003149 NP_003140 Q99469 STAC_HUMAN 4AGTCCTCAGTGGAAAAAAGAA0.443

+ 10 1763_1764SLC22A14_uc003cib.2_Missense_Mutation_p.S574F|SLC22A14_uc011ayo.1_RNANM_004803 NP_004794 Q9Y267 S22AE_HUMANCytoplasmic (Potential). 0CTGAACCACTCCTCACAGATAA0.619

+ 6 777_778TTC21A_uc003cja.2_Missense_Mutation_p.E201K|TTC21A_uc010hho.1_Missense_Mutation_p.E123K|TTC21A_uc003cjb.2_Missense_Mutation_p.G67K|TTC21A_uc003cje.2_Missense_Mutation_p.E201K|TTC21A_uc003cjd.2_RNA|TTC21A_uc011ayx.1_Missense_Mutation_p.E160KNM_145755 NP_665698 Q8NDW8 TT21A_HUMAN TPR 4. 1CAGAGGCCCTGGAGGTGGTGAA0.559

- 1 836CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_Missense_Mutation_p.R171CNM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2TAGCAGAAGCGAAAGAGGCTG0.512

+ 1 642P4HTM_uc003cvh.2_Missense_Mutation_p.R98HNM_177939 NP_808808 Q9NXG6 P4HTM_HUMANLumenal (Potential). 2CCCCAACACCGTGCCCAGGGC0.687

+ 4 309RNF123_uc010hky.1_5'Flank|RNF123_uc003cxi.2_5'FlankNM_022064 NP_071347 Q5XPI4 RN123_HUMAN B30.2/SPRY. 7GCTACAGGTGGACAATGAGGA0.582

- 17 3501_3502MAGI1_uc003dmm.2_Missense_Mutation_p.P1020L|MAGI1_uc003dmo.2_Missense_Mutation_p.P1020L|MAGI1_uc003dmp.2_Missense_Mutation_p.P992L|MAGI1_uc003dmq.1_RNA|MAGI1_uc010hnx.1_Missense_Mutation_p.P303LNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMANPDZ 5.|Interaction with FCHSD2. 6TGCCTGCTTCGGGCCTGCTCAC0.569

+ 5 1062FAM55C_uc010hpn.2_Missense_Mutation_p.D142VNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3TATGGTGGAGACTACCTGCAG0.498

- 9 1426 NM_199420 NP_955452 O75417 DPOLQ_HUMANHelicase C-terminal. 11AGACCTTGACGAAAGGCTCCT0.388 rs140193287

+ 34 5232KALRN_uc003ehi.2_Missense_Mutation_p.P75LNM_001024660 NP_001019831 O60229 KALRN_HUMAN SH3 1. 6GGTCTGGTCCCCAGCAGCGCC0.652

- 4 798SLCO2A1_uc003eqb.3_Intron|SLCO2A1_uc011blv.1_Intron|SLCO2A1_uc010htw.1_Missense_Mutation_p.V7ANM_005630 NP_005621 Q92959 SO2A1_HUMANHelical; Name=4; (Potential). 1CAGCTGGGCAACCACCATCAG0.592

- 5 1014B3GALNT1_uc003fdw.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdx.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdy.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdz.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fea.2_Missense_Mutation_p.H199Y|B3GALNT1_uc011bpa.1_IntronNM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1TTCTCTGAGTGGTTTAGGTTT0.348

- 10 1546WDR49_uc003feu.1_Missense_Mutation_p.E239K|WDR49_uc011bpd.1_Missense_Mutation_p.E478K|WDR49_uc003few.1_IntronNM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 6. 3GCCAAAAATTCAGCCAGAAGT0.383

- 5 1030NCEH1_uc003fig.2_Missense_Mutation_p.G290S|NCEH1_uc011bpw.1_Missense_Mutation_p.G125S|NCEH1_uc011bpy.1_Missense_Mutation_p.G125SNM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANLumenal (Potential). 0TCATAGTTGCCTTTGAAGTAG0.458

- 6 798THPO_uc003fom.1_Missense_Mutation_p.L191F|THPO_uc003fon.2_Intron|THPO_uc011bro.1_Intron|THPO_uc003fop.2_Intron|THPO_uc011brp.1_Intron|THPO_uc011brq.1_Intron|THPO_uc003for.1_Intron|THPO_uc003fos.1_IntronNM_000460 NP_000451 P40225 TPO_HUMAN p.L195P(1) 1CTGTTTGGGAGCTCGTTCAGT0.567

- 26 2984ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2AGGTCTGAAAGGCACCAGCTT0.398

- 2 7089MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GCTGGTGACAGGAAGAGGGGT0.597

- 2 6974MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GTGGCGTGACCTGTGGATGCT0.577

- 2 5443MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GAGGGGTGGCGTGACCTGTGG0.587 rs76596008

- 8 1549PPARGC1A_uc003gqt.2_RNA|PPARGC1A_uc011bxp.1_RNA|PPARGC1A_uc010ier.1_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8TTGTCTGCTTCGTCGTCAAAA0.473

+ 1 195STAP1_uc003hdf.2_Missense_Mutation_p.G38ENM_012108 NP_036240 Q9ULZ2 STAP1_HUMAN PH. 0AAGCGGTCAGGATACCGGGTG0.378

- 32 7607ANKRD17_uc003hgo.2_Missense_Mutation_p.H2384R|ANKRD17_uc003hgq.2_Missense_Mutation_p.H2246R|ANKRD17_uc003hgr.2_Missense_Mutation_p.H2496RNM_032217 NP_115593 O75179 ANR17_HUMAN 10CATTGCTTGATGTTGTGAAAA0.463

+ 6 816_817AIMP1_uc003hyg.2_Missense_Mutation_p.A255V|AIMP1_uc003hyh.2_Missense_Mutation_p.A279VNM_001142415 NP_001135887 Q12904 AIMP1_HUMAN 0ACTTTTGATGCTTTCCCAGGTA0.366

+ 3 1147 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5GTCAGTGGATGATAAATGGAC0.353

+ 27 4540KIAA1109_uc003iei.1_Missense_Mutation_p.V1252M|KIAA1109_uc010ins.1_Missense_Mutation_p.V842M|KIAA1109_uc003iek.2_Missense_Mutation_p.V118MNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12GCAACAACCCGTGATGAATTG0.393

- 2 1085ZNF827_uc003ikm.2_Missense_Mutation_p.L346P|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. 0 TAATAATTCCAGGGATTgtgg0.333

+ 2 907TLL1_uc011cjn.1_Missense_Mutation_p.G87E|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMAN 7AACCCCTTTGGAAACCTTGGA0.333

+ 9 1354 NM_000128 NP_000119 P03951 FA11_HUMAN Apple 4. 0ATCCTGCAACGAAGGGAAGTA0.502

+ 17 2770ADAMTS16_uc003jdk.1_Missense_Mutation_p.R878CNM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8GGCCATCGTGCGCTCTGAGTG0.637

+ 34 5027SPEF2_uc003jjp.1_Missense_Mutation_p.P1125R|SPEF2_uc003jjr.2_Missense_Mutation_p.P694RNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4GCTTGCCACCCAGACACCGTG0.463

- 5 939 NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8AATACAGAAAGTCCCCTTCAT0.453

+ 1 2052SNX18_uc011cqg.1_Intron|SNX18_uc003jpi.3_IntronNM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0CAAAGAGTACCTTTGATGACA0.413

+ 6 1752GPBP1_uc010iwg.2_Splice_Site_p.G160_splice|GPBP1_uc003jri.3_Splice_Site|GPBP1_uc003jrj.3_Splice_Site_p.E167_splice|GPBP1_uc003jrk.3_Splice_Site_p.E167_splice|GPBP1_uc003jrl.3_Splice_SiteNM_022913 NP_075064 Q86WP2 GPBP1_HUMAN 2GGTGTGTGGGGTAAGTAATTT0.328

+ 4 599 FBXL21_uc003lbc.2_RNANM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 2. 1GTGGATGATCCTTCATTGAAG0.358

+ 1 1678PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lgz.2_Missense_Mutation_p.D560NNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 5.|Extracellular (Potential). 1GGACGAGAACGACAACGCGCC0.672

+ 3 1945 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMANExtracellular (Potential).|Cadherin 6. 0GGACAATGGCGAGCCTCCTCG0.711

+ 1 397PCDHB12_uc011dak.1_IntronNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 1. 3GGTTTCTAATGATAACAAAGA0.527

+ 1 2216PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc011dav.1_Missense_Mutation_p.P739LNM_003736 NP_003727 Q9UN71 PCDGG_HUMANCytoplasmic (Potential). 0GTGGTTCCCCCCAACTACAGC0.517

- 5 1216GRM6_uc010jla.1_5'UTR|GRM6_uc003mjs.1_5'UTRNM_000843 NP_000834 O15303 GRM6_HUMANExtracellular (Potential). 8CTCCAGGGATCGAGTCATGAA0.532

+ 10 1055SYCP2L_uc011din.1_Nonsense_Mutation_p.W94*|SYCP2L_uc010jow.2_5'UTRNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TCCATAAATGGTTTGATGATG0.368

+ 4 740EDN1_uc003nad.2_Missense_Mutation_p.E136K|EDN1_uc003naf.3_Missense_Mutation_p.E135KNM_001955 NP_001946 P05305 EDN1_HUMAN 1AGACATTATGGAGAAAGACTG0.353

+ 5 762MOG_uc003nmy.1_Missense_Mutation_p.R195Q|MOG_uc003nmz.2_3'UTR|MOG_uc011dlt.1_Missense_Mutation_p.R125Q|MOG_uc003nna.2_Missense_Mutation_p.R79Q|MOG_uc011dlu.1_Missense_Mutation_p.R79Q|MOG_uc011dlv.1_Missense_Mutation_p.R79Q|MOG_uc003nnd.2_3'UTR|MOG_uc003nne.2_Missense_Mutation_p.R195Q|MOG_uc003nng.2_Missense_Mutation_p.R195Q|MOG_uc003nnh.2_Missense_Mutation_p.R195Q|MOG_uc003nni.2_Missense_Mutation_p.R195Q|MOG_uc003nnj.2_Missense_Mutation_p.R195Q|MOG_uc003nnk.2_Missense_Mutation_p.R195QNM_206809 NP_996532 Q16653 MOG_HUMANCytoplasmic (Potential). 1AATCTCCACCGGACTTTTGGT0.443

+ 18 2370VARS2_uc011dmx.1_Missense_Mutation_p.P580S|VARS2_uc011dmy.1_Missense_Mutation_p.P440S|VARS2_uc011dmz.1_Missense_Mutation_p.P610S|VARS2_uc011dna.1_Missense_Mutation_p.P578S|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_Intron|VARS2_uc011dnd.1_5'UTR|VARS2_uc010jsg.1_Intron|VARS2_uc010jsh.1_5'FlankNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4TTTCCCAGATCCTGATGTCCT0.557

- 6 874DDAH2_uc003nwp.2_5'Flank|DDAH2_uc003nwq.2_5'Flank|CLIC1_uc003rje.2_Missense_Mutation_p.R204WNM_001288 NP_001279 O00299 CLIC1_HUMANGST C-terminal. 2TGCACTCCCCGGAAGGCCTCG0.577

+ 34 4792 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential).p.C1525F(1) 19CGTGGAGGCCTGCATCCGGAC0.652



- 4 1063C6orf106_uc003ojs.2_Missense_Mutation_p.P207LNM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3GTGACTGCTGGGAGACAGATT0.502

+ 14 2891UHRF1BP1_uc010jvm.1_RNA|UHRF1BP1_uc010jvn.2_RNA|UHRF1BP1_uc010jvo.2_RNANM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3CTTATGCATCCTGCACCCGGT0.512

- 5 1502 NM_003740 NP_003731 O95279 KCNK5_HUMAN 2TCTTCAGGGGCCCGTGCCACA0.617

- 5 642 NM_002630 NP_002621 P20142 PEPC_HUMAN 0CTGCACCATGCCCTGCATAGC0.627

+ 2 162KLC4_uc003otr.1_RNA|MRPL2_uc003ots.1_5'Flank|MRPL2_uc011dvc.1_5'Flank|MRPL2_uc010jyi.2_5'Flank|MRPL2_uc003ott.3_5'Flank|KLC4_uc011dvd.1_Missense_Mutation_p.V29I|KLC4_uc003otu.2_Missense_Mutation_p.V29I|KLC4_uc003otw.1_Missense_Mutation_p.V47I|KLC4_uc003otx.1_Missense_Mutation_p.V29I|KLC4_uc003oty.1_Missense_Mutation_p.V29I|KLC4_uc003otz.1_Missense_Mutation_p.V29INM_201521 NP_958929 Q9NSK0 KLC4_HUMAN 4CACACGGCTGGTCAGCCAAGG0.652

- 4 1663ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7TCAATGTCGGGAAAGCTACGT0.488

- 7 1333MDN1_uc003pnp.1_Missense_Mutation_p.A406VNM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10GTCTAAGGGGGCATAGTCAAT0.463

- 1 307 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. 0 gtggtggtggcggtggtggtg 0.493

- 2 517GNA12_uc011jwb.1_Missense_Mutation_p.P118L|GNA12_uc003smt.2_Missense_Mutation_p.P59LNM_007353 NP_031379 Q03113 GNA12_HUMAN 1ATACTGCCAAGGAATGCCAAG0.483

- 3 573 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMANHistidine box-1. 0TTACCATGAGCCATACGATGG0.313

- 2 328 NM_022150 NP_071433 Q9HCQ7 RFRP_HUMAN 1TTGAACGTTCCTCCCAAATCT0.448

- 2 1326INHBA_uc003thr.2_Missense_Mutation_p.S364FNM_002192 NP_002183 P08476 INHBA_HUMAN 6GGACAGTGAGGACCCGGACGT0.567

+ 3 1320 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN VWFC 2. 0TCAGCGTGTCCCCAGACGGAG0.567

+ 2 114ZNF713_uc003tra.1_Missense_Mutation_p.V39M|MRPS17_uc003trb.2_Missense_Mutation_p.V26MNM_182633 NP_872439 Q8N859 ZN713_HUMAN KRAB. 2GGATGTGGCCGTGGACTTCAC0.517

- 4 1195ZNF680_uc010kzr.2_Missense_Mutation_p.K268MNM_178558 NP_848653 Q8NEM1 ZN680_HUMAN C2H2-type 6. 1 ATGAATTTTCTTATGTTTAGT0.348

- 4 1188ZNF680_uc010kzr.2_Missense_Mutation_p.K266ENM_178558 NP_848653 Q8NEM1 ZN680_HUMAN C2H2-type 6. 1TTCTTATGTTTAGTAAGGTTT0.348

+ 4 533ZNF498_uc003urm.1_5'UTR|ZNF498_uc010lge.1_5'UTR|ZNF498_uc003urn.2_RNA|ZNF498_uc010lgf.1_Missense_Mutation_p.R69Q|ZNF498_uc003uro.1_5'FlankNM_145115 NP_660090 Q6NSZ9 ZN498_HUMAN SCAN box. 2CTCTGTCGTCGGTGGCTGAGG0.612

+ 3 1893MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|8.|59 X approximate tandem repeats.|Ser-rich.27TTCTACAACTGCTGAAGGTAC0.483

+ 3 7480MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|39.27GCTGGCACCCTTTCCACAACT0.522

+ 3 9432MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|50.|59 X approximate tandem repeats.27CACCCTTTCAACAACTCCTGT0.498

+ 3 9658MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|52.27ACTGAAGCCACTTCATCTACA0.507

+ 5 1788MET_uc010lkh.2_Missense_Mutation_p.P534L|MET_uc011knc.1_Missense_Mutation_p.P534L|MET_uc011knd.1_Missense_Mutation_p.P534L|MET_uc011kne.1_Intron|MET_uc011knf.1_Missense_Mutation_p.P534L|MET_uc011kng.1_Missense_Mutation_p.P534L|MET_uc011knh.1_Missense_Mutation_p.P534L|MET_uc011kni.1_Missense_Mutation_p.P534L|MET_uc011knj.1_Missense_Mutation_p.P104L|MET_uc011knb.1_Missense_Mutation_p.P534LNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential). 159TCTGCCCCACCCTTTGTTCAG0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 52 13651MLL3_uc003wkz.2_Nonsense_Mutation_p.R3596*|MLL3_uc003wkx.2_Nonsense_Mutation_p.R636*|MLL3_uc003wky.2_Nonsense_Mutation_p.R2042*NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63TTGGTGCATCGAAATCTGTGG0.438

- 42 6736CSMD1_uc011kwj.1_Missense_Mutation_p.P1508S|CSMD1_uc010lrg.2_Missense_Mutation_p.P184SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 12. 25ATGTACCCAGGATAACACTCG0.448

- 5 4018 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0AGCGCCTCCTCCGAGGTGCCC0.677

- 3 1897 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2TCTCGATATCGAATGCCTACT0.458

+ 1 348 NM_054028 NP_473369 Q96KT7 AMCL2_HUMANDUF6 1.|Helical; (Potential). 0CTCATCTGTCGATGCCTCTTC0.637

+ 9 1530SLC7A2_uc011kyd.1_Missense_Mutation_p.S493L|SLC7A2_uc011kye.1_Missense_Mutation_p.S494L|SLC7A2_uc011kyf.1_Missense_Mutation_p.S454LNM_001008539 NP_001008539 P52569 CTR2_HUMANCytoplasmic (Potential). 3GGTCTGGGATCGTCTCCCAGG0.507

- 3 617REEP4_uc010ltt.1_Missense_Mutation_p.T55R|REEP4_uc011kyz.1_Missense_Mutation_p.T55RNM_025232 NP_079508 Q9H6H4 REEP4_HUMANHelical; (Potential). 1AAAAATGTCTGTAACGATCTC0.597

+ 5 617ADAMDEC1_uc010lub.2_Missense_Mutation_p.E54K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E54KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2CATCCTAAATGAAAAGAATTC0.289

+ 6 520DOCK5_uc010luf.1_RNA|DOCK5_uc003xef.2_Missense_Mutation_p.R128QNM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN 3ATCGAGTGGCGGTCCCAGATC0.483

+ 2 689NRG1_uc003xip.2_Missense_Mutation_p.E273K|NRG1_uc003xir.2_Missense_Mutation_p.E58K|NRG1_uc010lvl.2_Missense_Mutation_p.E58K|NRG1_uc010lvm.2_Missense_Mutation_p.E58K|NRG1_uc010lvn.2_Missense_Mutation_p.E58K|NRG1_uc003xis.2_Missense_Mutation_p.E58K|NRG1_uc011lbf.1_Missense_Mutation_p.E58K|NRG1_uc010lvo.2_Missense_Mutation_p.E58K|NRG1_uc003xiu.2_Missense_Mutation_p.E58K|NRG1_uc003xiw.2_Missense_Mutation_p.E58K|NRG1_uc003xit.2_Missense_Mutation_p.E58K|NRG1_uc010lvr.2_5'UTR|NRG1_uc010lvs.2_5'UTR|NRG1_uc010lvp.2_Missense_Mutation_p.E24K|NRG1_uc010lvq.2_Missense_Mutation_p.E24KNM_013964 NP_039258 Q02297 NRG1_HUMANExtracellular (Potential).|Ig-like C2-type. 0CCTTCGGTGTGAAACCAGTTC0.383

- 9 808ADAM2_uc003xnk.2_Missense_Mutation_p.E226K|ADAM2_uc011lck.1_Missense_Mutation_p.E245K|ADAM2_uc003xnl.2_IntronNM_001464 NP_001455 Q99965 ADAM2_HUMANExtracellular (Potential).|Peptidase M12B. 2TGTAATAACTCATTAGCTTCT0.284

- 6 984RB1CC1_uc003xrf.3_Missense_Mutation_p.D142ENM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11GAAGATGTTCATCATGTACAA0.353

+ 12 1447PREX2_uc003xxu.1_Missense_Mutation_p.E474K|PREX2_uc011lez.1_Missense_Mutation_p.E409KNM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17TCCAAGAAATGAGATGCAGGA0.348

+ 9 1099HNF4G_uc003yar.2_Missense_Mutation_p.R314WNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1CATCAATGATCGGCAGTATGA0.453

+ 27 4097RIMS2_uc003ylp.2_Missense_Mutation_p.E1268K|RIMS2_uc003ylw.2_Missense_Mutation_p.E1275K|RIMS2_uc003ylq.2_Missense_Mutation_p.E1082K|RIMS2_uc003ylr.2_Missense_Mutation_p.E1107KNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15ATTATCTTTCGAAGAGAGTCC0.368

- 1 535 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1ACGTGCATCTCGCGCTTGACC0.692

- 2 310 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1CCCGTGCAACGGCCGCACAGC0.642

- 4 1087 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0TGGGGTCATTTGATTTGTAAA0.428

- 4 1083 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0GTCATTTGATTTGTAAATGAT0.418

+ 4 1135WNK2_uc011lud.1_Missense_Mutation_p.V379I|WNK2_uc004atj.2_Missense_Mutation_p.V379I|WNK2_uc004atk.2_Missense_Mutation_p.V16I|WNK2_uc010mrc.1_Missense_Mutation_p.V379I|WNK2_uc010mrd.1_Missense_Mutation_p.V16INM_006648 NP_006639 Q9Y3S1 WNK2_HUMANProtein kinase. 12GTCCGTGGACGTCTATGCCTT0.602

+ 30 3580KIAA1529_uc004axe.1_Missense_Mutation_p.S936T|KIAA1529_uc004axg.1_Missense_Mutation_p.S797T|KIAA1529_uc004axh.1_RNA|KIAA1529_uc011luw.1_Missense_Mutation_p.S121T|KIAA1529_uc011lus.1_Missense_Mutation_p.S754T|KIAA1529_uc010msm.1_RNA|KIAA1529_uc004axf.2_Missense_Mutation_p.S797T|KIAA1529_uc011luv.1_Missense_Mutation_p.S794TNM_020893 NP_065944 7GAGCAAGAGAGTTTATCTGTG0.264

+ 1 698 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMANCytoplasmic (Potential).p.G233E(1) 2TCCACTGAAGGAAAACATAAG0.418 rs150858980

- 1 115 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=1; (Potential). 0TTCCCCAGAAGGATGACCACA0.433 rs150686997

- 2 696TNC_uc010mvf.2_Missense_Mutation_p.G112SNM_002160 NP_002151 P24821 TENA_HUMAN 7GCGGCACAGCCACAGGCCCGG0.587



+ 17 2283GSN_uc004bld.1_Missense_Mutation_p.R690Q|GSN_uc010mvq.1_Missense_Mutation_p.R701Q|GSN_uc010mvr.1_Missense_Mutation_p.R701Q|GSN_uc010mvu.1_Missense_Mutation_p.R690Q|GSN_uc010mvt.1_Missense_Mutation_p.R690Q|GSN_uc010mvs.1_Missense_Mutation_p.R690Q|GSN_uc004ble.1_Missense_Mutation_p.R690Q|GSN_uc010mvv.1_Missense_Mutation_p.R690Q|GSN_uc011lyh.1_Missense_Mutation_p.R707Q|GSN_uc011lyi.1_Missense_Mutation_p.R690Q|GSN_uc011lyj.1_Missense_Mutation_p.R714QNM_000177 NP_000168 P06396 GELS_HUMANActin-binding, Ca-sensitive (Potential). 3CGGGATCGGCGGACGCCCATC0.572 rs141510612

+ 11 1890SLC27A4_uc004buu.2_Missense_Mutation_p.V130MNM_005094 NP_005085 Q6P1M0 S27A4_HUMAN 0TGACGTGGCCGTGTATGGTGT0.642

- 1 446 NM_033387 NP_203745 Q5JUQ0 FA78A_HUMAN 1GTGATCCCTTCCCGGAAGACT0.572

- 2 769ADAMTS13_uc004cdp.3_Intron|REXO4_uc011mde.1_Missense_Mutation_p.T53S|REXO4_uc011mdf.1_Missense_Mutation_p.T53S|REXO4_uc004cdn.2_Intron|REXO4_uc004cdo.2_Missense_Mutation_p.P131ANM_020385 NP_065118 Q9GZR2 REXO4_HUMAN 0TACTTACTCGGTGGGTGGGGC0.542

+ 5 567PDHA1_uc004czh.3_Missense_Mutation_p.R176Q|PDHA1_uc011mjc.1_Missense_Mutation_p.R145Q|PDHA1_uc011mjd.1_Missense_Mutation_p.R138Q|PDHA1_uc010nfk.2_Missense_Mutation_p.R138Q|PDHA1_uc010nfl.2_5'FlankNM_000284 NP_000275 P08559 ODPA_HUMAN 1TTTCCAGGACGAAAAGGAGGT0.488

+ 2 373MBTPS2_uc004dae.2_Missense_Mutation_p.R59H|MBTPS2_uc004dab.2_Missense_Mutation_p.R59HNM_206923 NP_996806 O15391 TYY2_HUMAN 2GTTTTCAATCGTGCCTTTTAC0.403

- 5 723ZC4H2_uc004dvv.2_Missense_Mutation_p.S189F|ZC4H2_uc011mov.1_Missense_Mutation_p.S189F|ZC4H2_uc011mow.1_Missense_Mutation_p.P158S|ZC4H2_uc004dvw.1_3'UTRNM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1GGGGTTCCGGGACCGACTCTT0.488

+ 6 250ARR3_uc004dya.2_Missense_Mutation_p.R61HNM_004312 NP_004303 P36575 ARRC_HUMAN 4CGCTATGGCCGTGATGACTTG0.542

- 2 1104 NM_152694 NP_689907 Q8N8U3 ZCHC5_HUMAN 1GCTTCAGTGGGATACAGGTGC0.507

+ 5 1226GPRASP1_uc004eji.3_Missense_Mutation_p.V142G|GPRASP1_uc010nod.2_Missense_Mutation_p.V142GNM_014710 NP_055525 Q5JY77 GASP1_HUMAN 2AGAGAACTGGTTAATACAGAC0.458

- 5 820MAGEA10_uc004ffl.2_Missense_Mutation_p.V138MNM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0AAATCAGTCACCTTTTCATCT0.458

+ 2 868hsa-mir-3202-2|MI0014253_5'FlankNM_003492 NP_003483 Q14656 TM187_HUMAN 0GCGCCGTGCCGCGGTGCTGGA0.687

+ 10 1079PGD_uc001ard.2_Missense_Mutation_p.S250F|PGD_uc010oak.1_Missense_Mutation_p.S308F|PGD_uc010oal.1_Missense_Mutation_p.S317FNM_002631 NP_002622 P52209 6PGD_HUMAN 1CTCTACGCTTCCAAGATCATC0.498

- 11 2941CASZ1_uc001arp.1_Missense_Mutation_p.S874L|CASZ1_uc009vmx.2_Missense_Mutation_p.S898LNM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1CATCATGGGCGAGATGAGGCC0.662

- 6 853NBPF1_uc010oce.1_IntronNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0TCTTAACTTACTGTTGTGAAA0.418

+ 3 379 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0GTACCTTTTCATCTTCTCTGT0.557

+ 13 1157RPS6KA1_uc010ofe.1_Missense_Mutation_p.R240C|RPS6KA1_uc010off.1_Missense_Mutation_p.R316C|RPS6KA1_uc001bms.1_Missense_Mutation_p.R341C|RPS6KA1_uc009vsl.1_Missense_Mutation_p.R175CNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1GCTATACCGTCGTGAGATCAA0.597

+ 49 6741_6742KIAA0467_uc001cjl.1_Missense_Mutation_p.L82FNM_015284 NP_056099 Q5T011 SZT2_HUMAN 0GGGGCATCATCCTCATGGAACT0.574

+ 8 1227CYP4X1_uc001cqr.2_Missense_Mutation_p.S325F|CYP4X1_uc001cqs.2_Missense_Mutation_p.S261FNM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2GCAAGCATCTCCTGGATCCTT0.512

- 14 1723CC2D1B_uc001ctr.2_Missense_Mutation_p.P69S|CC2D1B_uc001cts.2_Missense_Mutation_p.P214SNM_032449 NP_115825 Q5T0F9 C2D1B_HUMAN 2GATGGACTCGGTGACTCCTTA0.632

+ 9 1175C1orf177_uc001cya.3_Missense_Mutation_p.R374QNM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0CAGCGATATCGATCCCTATTC0.592

+ 3 484RAVER2_uc001dbt.1_Nonsense_Mutation_p.Q15*|RAVER2_uc010opb.1_Nonsense_Mutation_p.Q15*NM_018211 NP_060681 Q9HCJ3 RAVR2_HUMAN RRM 1. 1CTTAATAGTCCAGCTTCAGCC0.368

- 14 3346 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5CTATCATCTTCCCTATTAGCT0.468

+ 8 727CD53_uc001dzx.2_Missense_Mutation_p.G186R|CD53_uc010owa.1_Missense_Mutation_p.G127R|CD53_uc001dzy.2_IntronNM_001040033 NP_001035122 P19397 CD53_HUMANHelical; (Potential). 0CCTGTATATCGGAATCATCAC0.259

- 3 435_436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607GTACTCTTCTTGTCCAGCTGTA0.46rs11554290;rs121913254

+ 3 183NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_5'UTR|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_5'UTR|NBPF9_uc010oyg.1_Missense_Mutation_p.V36G|NBPF9_uc009wii.1_5'UTR|NBPF9_uc009wif.1_RNA|C1orf152_uc001elf.3_5'FlankNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0CAGCAGTTCGTAAACCTCAAA0.478 rs77154268

+ 4 571NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Missense_Mutation_p.A179D|NBPF10_uc001emq.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GTTGAGGAGGCTGAGAAAGTA0.433 rs4068083

- 3 5721 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 20 3AGTGTAACCAGAGGACTGCCA0.557

- 3 7594 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16GATTGTTCATCGTTACGAGTT0.587

- 16 2228GON4L_uc001fly.1_Missense_Mutation_p.C711R|GON4L_uc009wrh.1_Missense_Mutation_p.C711R|GON4L_uc001fma.1_Missense_Mutation_p.C711R|GON4L_uc001fmb.3_5'UTR|GON4L_uc001fmc.2_Missense_Mutation_p.C711R|GON4L_uc001fmd.3_Missense_Mutation_p.C711R|GON4L_uc009wri.2_Missense_Mutation_p.C297R|GON4L_uc009wrj.1_Intron|GON4L_uc001fme.2_Missense_Mutation_p.C539RNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TTGGGGTTGCAGGTGGCAAGA0.438

- 11 1558GON4L_uc001fly.1_Missense_Mutation_p.D487E|GON4L_uc009wrh.1_Missense_Mutation_p.D487E|GON4L_uc001fma.1_Missense_Mutation_p.D487E|GON4L_uc001fmc.2_Missense_Mutation_p.D487E|GON4L_uc001fmd.3_Missense_Mutation_p.D487E|GON4L_uc009wri.2_Missense_Mutation_p.D73E|GON4L_uc009wrj.1_Missense_Mutation_p.D2E|GON4L_uc001fme.2_Missense_Mutation_p.D315E|GON4L_uc001fmf.2_Missense_Mutation_p.D181ENM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TGAGACTGTCATCCATGGGCT0.468

+ 2 234MAEL_uc001gdz.1_Intron|MAEL_uc009wvf.1_5'FlankNM_032858 NP_116247 Q96JY0 MAEL_HUMAN HMG box. 1GGAGAAATACGCAGAAATGGC0.527

+ 12 1273MAEL_uc001gdz.1_Missense_Mutation_p.S370F|MAEL_uc009wvf.1_RNANM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1GAGAGCATTTCCAATTCTTCC0.413

- 10 1553SLC9A11_uc009wwe.2_5'UTR|SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMANHelical; (Potential). 2AATTCCAGACCACGTGATTAC0.383

+ 24 5463CEP350_uc009wxl.2_Missense_Mutation_p.R1693GNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4GGAAGAAATGAGGGCAGCTCA0.428

+ 6 1174RNPEP_uc001gxe.2_Missense_Mutation_p.H83R|RNPEP_uc001gxf.2_Missense_Mutation_p.H251RNM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1CTGCGTCAGCACATGGACATC0.577

- 8 1274LAMB3_uc009xco.2_Missense_Mutation_p.P295L|LAMB3_uc001hhh.2_Missense_Mutation_p.P295L|LAMB3_uc010psl.1_RNA|LAMB3_uc009xcp.1_Missense_Mutation_p.P231LNM_001017402 NP_001017402 Q13751 LAMB3_HUMANLaminin EGF-like 1. 6GTTGTAGAAGGGTGCACAGCG0.602

- 1 492 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMANExtracellular (Potential). 1AGGGGAAGCTCATGGCGATGG0.512

+ 1 98 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0CCGACTAAGTGGAGCAGTGTT0.512

- 6 905ZNF248_uc009xmc.2_Intron|ZNF248_uc001izb.2_Intron|ZNF248_uc001izc.2_Intron|ZNF248_uc010qeu.1_Missense_Mutation_p.P136SNM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 ATTTTATAGGGATAATTTCTT0.323

+ 3 479CYP2C9_uc009xut.2_Missense_Mutation_p.L152F|CYP2C9_uc001kjz.2_Missense_Mutation_p.L152FNM_000771 NP_000762 P11712 CP2C9_HUMAN 6AGCCCGCTGCCTTGTGGAGGA0.498

- 9 1393CYP2C8_uc001kkc.2_RNA|CYP2C8_uc010qoa.1_Missense_Mutation_p.R363Q|CYP2C8_uc010qob.1_Missense_Mutation_p.R347Q|CYP2C8_uc010qoc.1_Missense_Mutation_p.R331QNM_000770 NP_000761 P10632 CP2C8_HUMAN 0TGCACAAATTCGTTTTCCTGA0.363

- 12 934 NM_024541 NP_078817 Q5T2E6 CJ076_HUMAN 0GCTGCCCACCTGTGGAAGAAA0.458

- 27 3537C10orf79_uc009xxq.2_Missense_Mutation_p.P449SNM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0GCAGGTTGAGGAATCACCTGA0.328

- 2 464HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Missense_Mutation_p.S71TNM_005330 NP_005321 P02100 HBE_HUMAN 0TCTCCAAAGGAAGTCAGCACC0.512

+ 1 342CCKBR_uc001mcq.2_5'UTR|CCKBR_uc001mcr.2_Missense_Mutation_p.R50Q|CCKBR_uc001mcs.2_Missense_Mutation_p.R50QNM_176875 NP_795344 P32239 GASR_HUMANExtracellular (Potential). 8GCCGGGACACGAGGTGGGTGC0.647

- 7 950PEX16_uc001nbt.2_Missense_Mutation_p.L213PNM_004813 NP_004804 Q9Y5Y5 PEX16_HUMANCytoplasmic (Potential). 3CTGCAGCCCCAGGGGGGTGGG0.672



+ 1 164 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANCytoplasmic (Potential). 4TCACTGAGATCCCCCATGTAC0.428

+ 59 8989_8990ATM_uc009yxr.1_Missense_Mutation_p.G2869C|C11orf65_uc010rvx.1_Intron|C11orf65_uc009yxu.1_Intron|ATM_uc001pke.1_Missense_Mutation_p.G1521CNM_000051 NP_000042 Q13315 ATM_HUMAN PI3K/PI4K. 240TACTTGGACTTGGTGATAGACA0.302

- 4 655 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANCytoplasmic (Potential). 7AATTCTGCCTCTCTGGCCAGC0.468

- 8 2008CD163_uc001qta.3_Missense_Mutation_p.G627E|CD163_uc009zfw.2_Missense_Mutation_p.G660ENM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 6.|Extracellular (Potential). 8AAGGGCAACTCCACATTTAAG0.517

- 7 1735CD163_uc001qta.3_Missense_Mutation_p.G536E|CD163_uc009zfw.2_Missense_Mutation_p.G536ENM_004244 NP_004235 Q86VB7 C163A_HUMANSRCR 5.|Extracellular (Potential). 8CTGTCCATTTCCCTCTCCAAA0.532

- 4 352PLCZ1_uc001rdv.3_5'UTR|PLCZ1_uc001rdw.3_IntronNM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN EF-hand. 3TATGGTGATTCTTCCTTGTTT0.308

- 38 4585ABCC9_uc001rfg.2_Missense_Mutation_p.G51ENM_020297 NP_064693 O60706 ABCC9_HUMANCytoplasmic (Potential).|ABC transporter 2. 6TAAAATATTTCCTCGCTTCAT0.408

+ 4 1816FAM113B_uc001rpq.2_Missense_Mutation_p.S362LNM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5GTCCCCTCATCAGCCCATGCA0.542

+ 15 1807 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANExtracellular (Potential).|FAS1 2. 14AACCAATTTGGGACATGCCTT0.388

+ 3 1119MGC14436_uc010sxs.1_Intron|MGC14436_uc001tpe.2_Intron|C12orf34_uc001tpf.1_Missense_Mutation_p.R187LNM_032829 NP_116218 Q5U5X8 CL034_HUMAN Pro-rich. 1CTGCCGGGCCGGGGCCTGCCC0.741

- 65 11164 NM_001109662 NP_001103132 2AGGGGCAGCGGGACGTCTGCC0.632

+ 6 885ACADS_uc010szl.1_Missense_Mutation_p.E252G|ACADS_uc001tzb.3_Missense_Mutation_p.E183GNM_000017 NP_000008 P16219 ACADS_HUMAN 2ATCCTGGGGGAGCCAGGGATG0.657

+ 6 892MLXIP_uc001ubr.2_Missense_Mutation_p.P49S|MLXIP_uc001ubs.1_5'FlankNM_014938 NP_055753 Q9HAP2 MLXIP_HUMANRequired for cytoplasmic localization. 2GGTGGCCTGGCCCAATCCCCG0.602

- 10 10625SACS_uc001uoo.2_Missense_Mutation_p.P3199S|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12GACAACAAAGGAACAAATGCA0.383

+ 7 1548HNRNPA1L2_uc001vgy.1_Missense_Mutation_p.V159M|HNRNPA1L2_uc001vgz.1_Missense_Mutation_p.V159MNM_001011724 NP_001011724 Q32P51 RA1L2_HUMANGlobular B domain.|RRM 2. 0CCATGACTCCGTGGATAAGAT0.438

+ 2 338C14orf167_uc001wkz.2_5'Flank|C14orf167_uc001wky.2_5'Flank|C14orf167_uc001wkx.2_5'Flank|C14orf167_uc010akx.1_5'Flank|DHRS4_uc010aky.2_Missense_Mutation_p.T102M|DHRS4_uc001wlb.2_Missense_Mutation_p.T102M|DHRS4_uc010akz.2_Missense_Mutation_p.T102M|DHRS4_uc001wlc.3_Missense_Mutation_p.T102M|DHRS4L2_uc001wld.3_Missense_Mutation_p.T102M|DHRS4L2_uc001wle.3_Missense_Mutation_p.T102MNM_021004 NP_066284 Q9BTZ2 DHRS4_HUMAN 1CTGGTGGCCACGGTGAGCTGC0.652

- 9 1244CDKL1_uc001wxz.2_IntronNM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 acctataataggatgaggttg 0

- 3 284RDH11_uc001xjw.3_Missense_Mutation_p.G52E|RDH11_uc001xjx.3_Missense_Mutation_p.G65ENM_016026 NP_057110 Q8TC12 RDH11_HUMANCytoplasmic (Potential). 1TACTCGAGCTCCTGTCAGCCA0.423

- 1 1313 NR_003951 0CAGACATGATCCCTGGTTTAA0.443

+ 15 1423TMEM63C_uc010asq.1_Missense_Mutation_p.F404YNM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0GTCCGCCGCTTCTTTTGGTGG0.512

- 8 719ATXN3_uc010aug.2_Missense_Mutation_p.D202G|ATXN3_uc001yad.3_Missense_Mutation_p.D162G|ATXN3_uc010auh.2_Missense_Mutation_p.D151G|ATXN3_uc001yae.3_Missense_Mutation_p.D119G|ATXN3_uc010twl.1_RNANM_004993 NP_004984 P54252 ATX3_HUMAN 0TCCTGAGCCATCATTTGCTTC0.423 rs75188275

+ 11 1679 NM_017437 NP_059133 Q9P2I0 CPSF2_HUMAN 2AGATTATCAAGTATGTGAGCA0.333

- 111 0TTCTCACTGCGTCTTTCACAC0.527 rs144392595

- 10 1383 NM_000138 NP_000129 P35555 FBN1_HUMAN TB 2. 3TTTGGTTATGGACTGTGGCAG0.542

+ 12 5392ACAN_uc010upp.1_Missense_Mutation_p.S1673F|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3GTCACAGCCTCCACTGCAAGT0.537

+ 4 1059 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0TGTCACCCGGGGAGCTCCGCC0.557

- 2 228PRSS33_uc002crp.1_Missense_Mutation_p.R23K|PRSS33_uc010uwh.1_Missense_Mutation_p.R23KNM_152891 NP_690851 Q8NF86 PRS33_HUMAN 0TGCAGACTTCCTTCCCTGAGT0.617

+ 7 1467SYT17_uc002dfx.2_Missense_Mutation_p.F318S|SYT17_uc002dfy.2_Missense_Mutation_p.F375S|SYT17_uc002dfv.1_Missense_Mutation_p.F318SNM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1AAGACGTCCTTCTTAAGGGGC0.423

- 3 218UMOD_uc002dha.2_Missense_Mutation_p.R30K|UMOD_uc002dhb.2_Missense_Mutation_p.R63KNM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2AGAGCACCATCCTGTGGACAG0.572

+ 19 2153uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.D639N|OTOA_uc002dji.2_Missense_Mutation_p.D394N|OTOA_uc010vbk.1_Missense_Mutation_p.D366NNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3AGACTGCCCAGACCTCAACCC0.607

+ 2 4265 NM_014699 NP_055514 O15015 ZN646_HUMANC2H2-type 24. 2GACGGGCCAGTACAGCTGCCC0.687

- 5 605VPS35_uc002eed.2_5'Flank|VPS35_uc002eee.2_Splice_Site_p.D130_spliceNM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0AAATCACTTACTCTGTTGGCT0.358

+ 2 589MMP2_uc010vhd.1_Missense_Mutation_p.T17I|MMP2_uc010ccc.2_Missense_Mutation_p.T43INM_004530 NP_004521 P08253 MMP2_HUMAN 11GACCAGAATACCATCGAGACC0.527

+ 3 523 CTCF_uc010cek.2_IntronNM_006565 NP_006556 P49711 CTCF_HUMAN 1ACTGAAGTAATGGAGGGCACA0.498

- 17 2466GLG1_uc002fcx.2_Missense_Mutation_p.R806C|GLG1_uc002fcw.3_Missense_Mutation_p.R795C|GLG1_uc002fcz.3_Missense_Mutation_p.R223CNM_001145667 NP_001139139 Q92896 GSLG1_HUMANCys-rich GLG1 12.|Extracellular (Potential). 2TCCTCCACACGGAGCTGCCTG0.632

- 9 4401ANKRD11_uc002fmy.1_Missense_Mutation_p.E1314K|ANKRD11_uc002fnc.1_Missense_Mutation_p.E1314K|ANKRD11_uc002fna.1_5'Flank|ANKRD11_uc002fnb.1_Missense_Mutation_p.E1271KNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. 6AGCCCCGGCTCCTGCCCTCGG0.567

- 1 635 NM_002551 NP_002542 P47893 OR3A2_HUMANExtracellular (Potential).p.S199F(1) 1TTGGGTGCTGGAGCAGGAGAG0.552 rs140935076

- 4 1603NLRP1_uc002gcg.1_Missense_Mutation_p.A350T|NLRP1_uc002gck.2_Missense_Mutation_p.A350T|NLRP1_uc002gcj.2_Missense_Mutation_p.A350T|NLRP1_uc002gcl.2_Missense_Mutation_p.A350T|NLRP1_uc002gch.3_Missense_Mutation_p.A350T|NLRP1_uc010clh.2_Missense_Mutation_p.A350TNM_033004 NP_127497 Q9C000 NALP1_HUMAN NACHT. 9CTCCCCCAGGCTTCCTTCACC0.582

- 1 357 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMANHelical; (Potential). 1GTAGCTTTTGGCCAGGAAGGC0.627

- 15 1701uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E525K|MYH2_uc010coj.2_Missense_Mutation_p.E525KNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMANMyosin head-like. 14TCGATGAGCTCGATGCAGGCA0.433

+ 36 7170DNAH9_uc010coo.2_Missense_Mutation_p.E1662KNM_001372 NP_001363 Q9NYC9 DYH9_HUMAN p.E2368K(1) 20CTGCCCTAAGGAAATTTATGA0.493 rs140313224

- 19 2408NCOR1_uc002gpn.2_Missense_Mutation_p.P723L|NCOR1_uc002gpp.1_Missense_Mutation_p.P614L|NCOR1_uc002gpr.2_Missense_Mutation_p.P614LNM_006311 NP_006302 O75376 NCOR1_HUMAN 5GCTGTCTTCTGGATTTTCTTC0.388

- 1 401 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN20.|27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0 gcactggggtctgcagcagct 0.1 rs79388709

- 1 436 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN24.|27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].0 ttcacagcaagaggggtggca 0.313

- 3 237GPATCH8_uc002igv.1_5'UTR|GPATCH8_uc010wiz.1_5'UTRNM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN G-patch. 4TTTTCCCAATCCCTGGCCCAG0.388

- 5 386EIF4A3_uc002jxs.2_Missense_Mutation_p.R105CNM_014740 NP_055555 P38919 IF4A3_HUMANHelicase ATP-binding. 1TGAGTTTCACGAACCTGGTGA0.393

- 5 860_861SLC38A10_uc002jzy.1_Missense_Mutation_p.T80I|SLC38A10_uc002kab.2_Missense_Mutation_p.T162INM_001037984 NP_001033073 Q9HBR0 S38AA_HUMANHelical; (Potential). 2ACATGAACACGGTGTAGAAGAG0.634 rs150309813



+ 5 405HGS_uc010wus.1_Missense_Mutation_p.Y110NNM_004712 NP_004703 O14964 HGS_HUMAN VHS. 1CAAGATCCTGTACCTGATCCA0.597

- 4 902CBLN2_uc002lkv.2_Missense_Mutation_p.P223SNM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0GTTTATAGAGGAAACACCAAG0.507

- 5 533STAP2_uc002mac.2_Missense_Mutation_p.R146G|STAP2_uc002mad.2_Missense_Mutation_p.R39GNM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN SH2. 1TCCAGTGCACGGCGCGCCTCC0.647 rs143484969

- 40 4797C3_uc002mfl.2_Missense_Mutation_p.G315RNM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5CGCTGCTGTCCAACCTGCACC0.602

+ 18 2380EMR1_uc010dvc.2_Missense_Mutation_p.S716F|EMR1_uc010dvb.2_Missense_Mutation_p.S762F|EMR1_uc010xji.1_Missense_Mutation_p.S640F|EMR1_uc010xjj.1_Missense_Mutation_p.S604FNM_001974 NP_001965 Q14246 EMR1_HUMANCytoplasmic (Potential). 5CAGAGGCTTTCCAGTGTTAAT0.423

- 3 18371 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACCAGGTGTTGATGTGGAAAC0.483

- 3 17651 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AACTTCTGTCCTGGAGACCTC0.498

- 1 8092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CCCGTACTTGGAAATTTAGAA0.473

+ 4 511LDLR_uc010xlk.1_Missense_Mutation_p.R115C|LDLR_uc010xll.1_Missense_Mutation_p.R74C|LDLR_uc010xlm.1_Intron|LDLR_uc010xln.1_Intron|LDLR_uc010xlo.1_IntronNM_000527 NP_000518 P01130 LDLR_HUMANExtracellular (Potential).|LDL-receptor class A 3. 4GGACGAGTTTCGCTGCCACGA0.622

- 7 1560 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 2. 0CCACAGCCAGGATGAGGGCAC0.572

+ 4 1027ZNF844_uc010dym.1_Missense_Mutation_p.S138FNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN C2H2-type 7. 0TGGTTCCATTCCTTTCAAATA0.398

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0TGAGATAACGCTTTCCCACAC0.428

- 4 1382 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMANC2H2-type 10. 1ACACTGCTTGCATTCATAGGG0.413

+ 2 281_282MAST1_uc002mvk.2_Missense_Mutation_p.P48S|MAST1_uc002mvl.2_Missense_Mutation_p.P52SNM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7GACCCCACTCCCCGCTGCCAGG0.644

- 6 1134_1135SLC1A6_uc010dzu.1_Intron|SLC1A6_uc010xod.1_Missense_Mutation_p.G312NNM_005071 NP_005062 P48664 EAA4_HUMANHelical; (Potential). 6TTGTAGCATGCCCCCAATGAAG0.584

- 2 381PGLYRP2_uc002nbg.3_Missense_Mutation_p.P83LNM_052890 NP_443122 Q96PD5 PGRP2_HUMAN 3TAGTGGGCAGGGATCCAACTC0.592

- 9 1059CYP4F2_uc010xot.1_Missense_Mutation_p.L188F|CYP4F2_uc010xou.1_Silent_p.V165VNM_001082 NP_001073 P78329 CP4F2_HUMAN 2ACCCAGGAGAGACCACTGGCC0.602

+ 4 1003 NM_052852 NP_443084 Q96H40 ZN486_HUMAN C2H2-type 5. 1TAAGAAAATTCATACTGGAGA0.378

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1GTGTGAGGACCAGTTGAAGGC0.418

- 5 2403ZNF208_uc002nqo.1_IntronNM_007153 NP_009084 7TGAATTACCTTATGTTTAGTA0.373

- 7 2712 NM_001080409 NP_001073878 2TCTTATGTTTCATAAGGGTCG0.353

- 5 689 NM_001080409 NP_001073878 2ATGGTTAAAAGCTTTGCCACA0.388

- 13 1051MAP4K1_uc002oiw.1_5'Flank|MAP4K1_uc002oiy.1_Missense_Mutation_p.P315S|MAP4K1_uc010xug.1_5'UTRNM_007181 NP_009112 Q92918 M4K1_HUMAN 8ATCCGCCGAGGGATAGCAGGG0.617

+ 4 561CYP2A7_uc002opo.2_Intron|CYP2B6_uc010xvu.1_IntronNM_000767 NP_000758 P20813 CP2B6_HUMAN 2ATCGTCTTTGGAAAACGATTC0.502

+ 11 1535CYP2F1_uc010xvw.1_Intron|AXL_uc010ehi.1_Missense_Mutation_p.P449S|AXL_uc010ehk.2_Missense_Mutation_p.P440SNM_021913 NP_068713 P30530 UFO_HUMANExtracellular (Potential). 13CTTCTCGTGGCCCTGGTGGTA0.567

- 1 44CEACAM20_uc010ejo.1_Missense_Mutation_p.H10Y|CEACAM20_uc010ejp.1_Missense_Mutation_p.H10Y|CEACAM20_uc010ejq.1_Missense_Mutation_p.H10YNM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2CCCATCCAGTGGTGTCCCCAT0.552

+ 7 1911ZNF761_uc010ydy.1_Missense_Mutation_p.R431W|ZNF761_uc002qbt.1_Missense_Mutation_p.R431WNM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 10. 1TGAAAGACATAGGAGAATTCA0.413

+ 4 517NCR1_uc002qic.2_Missense_Mutation_p.R160K|NCR1_uc002qie.2_Missense_Mutation_p.R160K|NCR1_uc002qid.2_Missense_Mutation_p.R65K|NCR1_uc002qif.2_Missense_Mutation_p.R65K|NCR1_uc010esj.2_Missense_Mutation_p.R53KNM_004829 NP_004820 O76036 NCTR1_HUMANExtracellular (Potential).|Ig-like 2. 2AAGGAGGGAAGATCCAGCCAC0.582

+ 7 2143NLRP2_uc010yfp.1_Missense_Mutation_p.P663L|NLRP2_uc010esn.2_Missense_Mutation_p.P662L|NLRP2_uc010eso.2_Missense_Mutation_p.P683L|NLRP2_uc010esp.2_Missense_Mutation_p.P664LNM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2CACATGCTTCCTTTCTGGACG0.453

- 6 1176PTPRH_uc010esv.2_Missense_Mutation_p.V190E|PTPRH_uc002qjs.2_Missense_Mutation_p.V375ENM_002842 NP_002833 Q9HD43 PTPRH_HUMANExtracellular (Potential).|Fibronectin type-III 4. 4ATTCTTCCCCACCCACACGGA0.512

- 7 2854NLRP11_uc002qlz.2_Missense_Mutation_p.E562K|NLRP11_uc002qmb.2_Missense_Mutation_p.E616K|NLRP11_uc002qmc.2_RNA|NLRP11_uc010ete.1_RNANM_145007 NP_659444 P59045 NAL11_HUMAN 6CATGTGGGCTCGTGCAGGATG0.498

+ 3 1841_1842ZNF547_uc002qpm.3_IntronNM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 12. 0TAGTTCAGCATGAGAAAATCCA0.45

- 3 1484ZNF814_uc002qqk.2_Intron|ZNF814_uc010yhl.1_IntronNM_001144989 NP_001138461 B7Z6K7 ZN814_HUMAN 0AATGTTTTTTGTCAGTGTGAA0.393

- 6 2226 NM_004304 NP_004295 Q9UM73 ALK_HUMANLDL-receptor class A.|Extracellular (Potential). 1218ACAAGTGAAGGAGCTCTGCAG0.587

- 17 4881NRXN1_uc002rxb.3_Missense_Mutation_p.Q767R|NRXN1_uc002rxe.3_Missense_Mutation_p.Q1095R|NRXN1_uc002rxc.1_RNANM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2GCACACACCTTGATTGGAACA0.443

- 8 1379LOXL3_uc002smo.1_Missense_Mutation_p.G75E|LOXL3_uc010ffm.1_Intron|LOXL3_uc002smq.1_Missense_Mutation_p.G291E|LOXL3_uc010ffn.1_Missense_Mutation_p.G291ENM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0GGGCCCAGGTCCCCCTATTTG0.632

+ 5 494REG3G_uc002snx.2_Missense_Mutation_p.P137S|REG3G_uc010ffu.2_Missense_Mutation_p.P91SNM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0GGAGAAAAATCCCTCCACCAT0.517

- 10 3146 NM_207362 NP_997245 Q6NV74 CB055_HUMAN 0CCAAGCTTGAGATTTCTTTCT0.468

+ 12 1775RGPD4_uc002tdu.2_5'UTR|RGPD4_uc010ywl.1_RNANM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2CACTCTAAGAGCCCAGGAAAA0.333

- 3 709 0GCCTACTTCTAGTGAAACTGG0.567 rs115341812

- 6 1029LY75_uc002ubb.3_Missense_Mutation_p.M320I|LY75_uc010fos.2_Missense_Mutation_p.M320I|LY75_uc010fot.1_Missense_Mutation_p.M320INM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential).|C-type lectin 1. 0ACTCAGCATCCATTCTTGCAC0.453

+ 3 901DLX1_uc002uhm.2_3'UTRNM_178120 NP_835221 P56177 DLX1_HUMAN 0CTCCTATATCCCCAGCTACAC0.632

- 275 72987uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G17950R|TTN_uc010zfi.1_Missense_Mutation_p.G17883R|TTN_uc010zfj.1_Missense_Mutation_p.G17758RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTCAGTTCCTTTGGGCTGC0.463

- 208 41052TTN_uc010zfh.1_Missense_Mutation_p.P7305S|TTN_uc010zfi.1_Missense_Mutation_p.P7238S|TTN_uc010zfj.1_Missense_Mutation_p.P7113SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTTAGGTGGATCCCATGTT0.438

- 46 13024TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153GGAATATTTTCCATAAATTTC0.388

+ 10 2478BMPR2_uc010ftr.2_Missense_Mutation_p.P444SNM_001204 NP_001195 Q13873 BMPR2_HUMANProtein kinase.|Cytoplasmic (Potential). 9TGGAAACCATCCCACTTTTGA0.413

+ 25 2345PLCB4_uc010gbw.1_Missense_Mutation_p.E737K|PLCB4_uc010gbx.2_Missense_Mutation_p.E749K|PLCB4_uc002wne.2_Missense_Mutation_p.E737K|PLCB4_uc002wnh.2_Missense_Mutation_p.E584KNM_182797 NP_877949 Q15147 PLCB4_HUMAN C2. p.E737K(1) 15CATACGTAAGGAATTCCGAAC0.408



- 3 1149MKKS_uc002wnu.1_Missense_Mutation_p.F88L|MKKS_uc010zrd.1_IntronNM_018848 NP_061336 Q9NPJ1 MKKS_HUMAN 0CAATCACTGAAGCTTGACACA0.423

- 10 1999 NM_016649 NP_057733 Q9H501 ESF1_HUMAN Lys-rich. 1TGTTCCCAAGGGGTCAGTTTA0.284

+ 2 63FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GTACAGAATCGCCCTGAAATC0.353 rs7266938

- 2 1748GDF5_uc010gfc.1_Missense_Mutation_p.L477V|uc002xcj.2_Missense_Mutation_p.E65D|GDF5_uc010zvc.1_Missense_Mutation_p.L477VNM_000557 NP_000548 P43026 GDF5_HUMAN 0TCAATGAAGAGGATGCTGATG0.567

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1GATTCCCTTTCCCCGCGCCTG0.607

- 4 635TGM2_uc010zvx.1_Missense_Mutation_p.P98S|TGM2_uc010zvy.1_Missense_Mutation_p.P119S|TGM2_uc002xhs.1_Missense_Mutation_p.P155S|TGM2_uc002xht.2_Missense_Mutation_p.P179S|TGM2_uc002xhu.3_Missense_Mutation_p.P179SNM_004613 NP_004604 P21980 TGM2_HUMAN 3AAATTCCAAGGTATGTTCTTG0.582

+ 18 3650NCOA3_uc010ght.1_Missense_Mutation_p.P1144S|NCOA3_uc002xtl.2_Missense_Mutation_p.P1149S|NCOA3_uc002xtm.2_Missense_Mutation_p.P1149S|NCOA3_uc002xtn.2_Missense_Mutation_p.P1149S|NCOA3_uc010zyc.1_Missense_Mutation_p.P944SNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANAcetyltransferase. 5AGGCAATTTTCCTCTCCAAGG0.517

- 5 849BTG3_uc002ykl.2_Nonsense_Mutation_p.R241*NM_006806 NP_006797 Q14201 BTG3_HUMAN 0CCATTCCCTCGATACATTCCT0.413

+ 3 1528CLIC6_uc002yuf.1_Missense_Mutation_p.D492NNM_053277 NP_444507 Q96NY7 CLIC6_HUMAN 2GACCACAGTGGACCTGAAAAG0.378

+ 19 1796PDE9A_uc002zbn.2_Missense_Mutation_p.S451F|PDE9A_uc002zbo.2_Missense_Mutation_p.S525F|PDE9A_uc002zbp.2_Missense_Mutation_p.S371F|PDE9A_uc002zbq.2_Missense_Mutation_p.S476F|PDE9A_uc002zbs.2_Missense_Mutation_p.S371F|PDE9A_uc002zbr.2_Missense_Mutation_p.S371F|PDE9A_uc002zbt.2_Missense_Mutation_p.S450F|PDE9A_uc002zbu.2_Missense_Mutation_p.S444F|PDE9A_uc002zbv.2_Missense_Mutation_p.S418F|PDE9A_uc002zbw.2_Missense_Mutation_p.S361F|PDE9A_uc002zbx.2_Missense_Mutation_p.S518F|PDE9A_uc002zby.2_Missense_Mutation_p.S361F|PDE9A_uc002zbz.2_Missense_Mutation_p.S470F|PDE9A_uc002zca.2_Missense_Mutation_p.S537F|PDE9A_uc002zcb.2_Missense_Mutation_p.S552F|PDE9A_uc002zcc.2_Missense_Mutation_p.S477F|PDE9A_uc002zcd.2_Missense_Mutation_p.S492F|PDE9A_uc002zce.2_Missense_Mutation_p.S511F|PDE9A_uc002zcf.2_Missense_Mutation_p.S371F|PDE9A_uc002zcg.2_Missense_Mutation_p.S371F|PDE9A_uc002zch.2_Missense_Mutation_p.S361FNM_002606 NP_002597 O76083 PDE9A_HUMAN 2ACCGAGAAGTCCAGAGAGAGA0.502

- 1 321 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1CTCGGGCTCTCCCTTGGGTTC0.657

+ 43 7629MYO18B_uc003aca.1_Missense_Mutation_p.S2341L|MYO18B_uc010guy.1_Missense_Mutation_p.S2342L|MYO18B_uc010guz.1_Missense_Mutation_p.S2340L|MYO18B_uc011aka.1_Missense_Mutation_p.S1614L|MYO18B_uc011akb.1_Missense_Mutation_p.S1973L|MYO18B_uc010gva.1_Missense_Mutation_p.S443L|MYO18B_uc010gvb.1_RNANM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12TTGGCTGGATCAGCCAAAGGT0.527

- 18 2529TMPRSS6_uc003aqt.1_Nonsense_Mutation_p.W818*NM_153609 NP_705837 Q8IU80 TMPS6_HUMANPeptidase S1.|Extracellular (Potential). 6CTTGCTGGATCCAGCTGATCA0.647

+ 5 2054_2055TNRC6B_uc003aym.2_Intron|TNRC6B_uc003ayn.3_Missense_Mutation_p.P615F|TNRC6B_uc003ayo.2_Missense_Mutation_p.P419FNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0TGATTTGGACCCCAGGGTGCTC0.52

+ 7 789WBP2NL_uc003bbt.2_Missense_Mutation_p.G258E|WBP2NL_uc011apk.1_Missense_Mutation_p.G130E|WBP2NL_uc003bbu.2_RNA|WBP2NL_uc003bbv.1_RNANM_152613 NP_689826 Q6ICG8 WBP2L_HUMAN10 X 7 AA tandem repeat of Y-G-X-P-P-X-G.|9.|Gly-rich.2CCACCTCTCGGATATGGAGCC0.612

+ 21 2767ITPR1_uc010hca.1_Missense_Mutation_p.L792F|ITPR1_uc011asu.1_Intron|ITPR1_uc010hcb.1_Missense_Mutation_p.L792FNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21ATATGCCCGCCTCTGGTCGGA0.557

+ 11 1201STAC_uc011aya.1_Missense_Mutation_p.G327RNM_003149 NP_003140 Q99469 STAC_HUMAN 4AGTCCTCAGTGGAAAAAAGAA0.443

+ 10 1763_1764SLC22A14_uc003cib.2_Missense_Mutation_p.S574F|SLC22A14_uc011ayo.1_RNANM_004803 NP_004794 Q9Y267 S22AE_HUMANCytoplasmic (Potential). 0CTGAACCACTCCTCACAGATAA0.619

+ 6 777_778TTC21A_uc003cja.2_Missense_Mutation_p.E201K|TTC21A_uc010hho.1_Missense_Mutation_p.E123K|TTC21A_uc003cjb.2_Missense_Mutation_p.G67K|TTC21A_uc003cje.2_Missense_Mutation_p.E201K|TTC21A_uc003cjd.2_RNA|TTC21A_uc011ayx.1_Missense_Mutation_p.E160KNM_145755 NP_665698 Q8NDW8 TT21A_HUMAN TPR 4. 1CAGAGGCCCTGGAGGTGGTGAA0.559

- 1 836CCBP2_uc003cmd.1_Intron|CCBP2_uc003cmg.2_Intron|CYP8B1_uc010hif.2_Missense_Mutation_p.R171CNM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2TAGCAGAAGCGAAAGAGGCTG0.512

- 17 3501_3502MAGI1_uc003dmm.2_Missense_Mutation_p.P1020L|MAGI1_uc003dmo.2_Missense_Mutation_p.P1020L|MAGI1_uc003dmp.2_Missense_Mutation_p.P992L|MAGI1_uc003dmq.1_RNA|MAGI1_uc010hnx.1_Missense_Mutation_p.P303LNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMANPDZ 5.|Interaction with FCHSD2. 6TGCCTGCTTCGGGCCTGCTCAC0.569

+ 5 1062FAM55C_uc010hpn.2_Missense_Mutation_p.D142VNM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3TATGGTGGAGACTACCTGCAG0.498

- 9 1426 NM_199420 NP_955452 O75417 DPOLQ_HUMANHelicase C-terminal. 11AGACCTTGACGAAAGGCTCCT0.388 rs140193287

+ 34 5232KALRN_uc003ehi.2_Missense_Mutation_p.P75LNM_001024660 NP_001019831 O60229 KALRN_HUMAN SH3 1. 6GGTCTGGTCCCCAGCAGCGCC0.652

- 4 798SLCO2A1_uc003eqb.3_Intron|SLCO2A1_uc011blv.1_Intron|SLCO2A1_uc010htw.1_Missense_Mutation_p.V7ANM_005630 NP_005621 Q92959 SO2A1_HUMANHelical; Name=4; (Potential). 1CAGCTGGGCAACCACCATCAG0.592

- 5 1014B3GALNT1_uc003fdw.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdx.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdy.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fdz.2_Missense_Mutation_p.H199Y|B3GALNT1_uc003fea.2_Missense_Mutation_p.H199Y|B3GALNT1_uc011bpa.1_IntronNM_033169 NP_149359 O75752 B3GL1_HUMANLumenal (Potential). 1TTCTCTGAGTGGTTTAGGTTT0.348

- 10 1546WDR49_uc003feu.1_Missense_Mutation_p.E239K|WDR49_uc011bpd.1_Missense_Mutation_p.E478K|WDR49_uc003few.1_IntronNM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 6. 3GCCAAAAATTCAGCCAGAAGT0.383

- 26 2984ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2AGGTCTGAAAGGCACCAGCTT0.398

- 2 6974MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GTGGCGTGACCTGTGGATGCT0.577

+ 1 195STAP1_uc003hdf.2_Missense_Mutation_p.G38ENM_012108 NP_036240 Q9ULZ2 STAP1_HUMAN PH. 0AAGCGGTCAGGATACCGGGTG0.378

- 32 7607ANKRD17_uc003hgo.2_Missense_Mutation_p.H2384R|ANKRD17_uc003hgq.2_Missense_Mutation_p.H2246R|ANKRD17_uc003hgr.2_Missense_Mutation_p.H2496RNM_032217 NP_115593 O75179 ANR17_HUMAN 10CATTGCTTGATGTTGTGAAAA0.463

+ 6 816_817AIMP1_uc003hyg.2_Missense_Mutation_p.A255V|AIMP1_uc003hyh.2_Missense_Mutation_p.A279VNM_001142415 NP_001135887 Q12904 AIMP1_HUMAN 0ACTTTTGATGCTTTCCCAGGTA0.366

+ 3 1147 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5GTCAGTGGATGATAAATGGAC0.353

+ 2 907TLL1_uc011cjn.1_Missense_Mutation_p.G87E|TLL1_uc011cjo.1_5'UTRNM_012464 NP_036596 O43897 TLL1_HUMAN 7AACCCCTTTGGAAACCTTGGA0.333

+ 34 5027SPEF2_uc003jjp.1_Missense_Mutation_p.P1125R|SPEF2_uc003jjr.2_Missense_Mutation_p.P694RNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4GCTTGCCACCCAGACACCGTG0.463

- 5 939 NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8AATACAGAAAGTCCCCTTCAT0.453

+ 1 2052SNX18_uc011cqg.1_Intron|SNX18_uc003jpi.3_IntronNM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0CAAAGAGTACCTTTGATGACA0.413

+ 17 2272 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 6. 0ATTAACAGTGCCCAGCTGGAC0.547

+ 4 599 FBXL21_uc003lbc.2_RNANM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 2. 1GTGGATGATCCTTCATTGAAG0.358

+ 1 1678PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lgz.2_Missense_Mutation_p.D560NNM_018900 NP_061723 Q9Y5I3 PCDA1_HUMANCadherin 5.|Extracellular (Potential). 1GGACGAGAACGACAACGCGCC0.672

+ 1 397PCDHB12_uc011dak.1_IntronNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 1. 3GGTTTCTAATGATAACAAAGA0.527

+ 1 2216PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc011dav.1_Missense_Mutation_p.P739LNM_003736 NP_003727 Q9UN71 PCDGG_HUMANCytoplasmic (Potential). 0GTGGTTCCCCCCAACTACAGC0.517

- 8 906DPYSL3_uc003loo.2_Nonsense_Mutation_p.Q380*NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1TTCCTGGCTTGTGAGATGAGG0.507

- 5 1216GRM6_uc010jla.1_5'UTR|GRM6_uc003mjs.1_5'UTRNM_000843 NP_000834 O15303 GRM6_HUMANExtracellular (Potential). 8CTCCAGGGATCGAGTCATGAA0.532

+ 10 1055SYCP2L_uc011din.1_Nonsense_Mutation_p.W94*|SYCP2L_uc010jow.2_5'UTRNM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2TCCATAAATGGTTTGATGATG0.368

+ 4 740EDN1_uc003nad.2_Missense_Mutation_p.E136K|EDN1_uc003naf.3_Missense_Mutation_p.E135KNM_001955 NP_001946 P05305 EDN1_HUMAN 1AGACATTATGGAGAAAGACTG0.353

+ 18 2370VARS2_uc011dmx.1_Missense_Mutation_p.P580S|VARS2_uc011dmy.1_Missense_Mutation_p.P440S|VARS2_uc011dmz.1_Missense_Mutation_p.P610S|VARS2_uc011dna.1_Missense_Mutation_p.P578S|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_Intron|VARS2_uc011dnd.1_5'UTR|VARS2_uc010jsg.1_Intron|VARS2_uc010jsh.1_5'FlankNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4TTTCCCAGATCCTGATGTCCT0.557



- 4 1063C6orf106_uc003ojs.2_Missense_Mutation_p.P207LNM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3GTGACTGCTGGGAGACAGATT0.502

+ 14 2891UHRF1BP1_uc010jvm.1_RNA|UHRF1BP1_uc010jvn.2_RNA|UHRF1BP1_uc010jvo.2_RNANM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3CTTATGCATCCTGCACCCGGT0.512

- 5 1502 NM_003740 NP_003731 O95279 KCNK5_HUMAN 2TCTTCAGGGGCCCGTGCCACA0.617

- 5 642 NM_002630 NP_002621 P20142 PEPC_HUMAN 0CTGCACCATGCCCTGCATAGC0.627

+ 2 162KLC4_uc003otr.1_RNA|MRPL2_uc003ots.1_5'Flank|MRPL2_uc011dvc.1_5'Flank|MRPL2_uc010jyi.2_5'Flank|MRPL2_uc003ott.3_5'Flank|KLC4_uc011dvd.1_Missense_Mutation_p.V29I|KLC4_uc003otu.2_Missense_Mutation_p.V29I|KLC4_uc003otw.1_Missense_Mutation_p.V47I|KLC4_uc003otx.1_Missense_Mutation_p.V29I|KLC4_uc003oty.1_Missense_Mutation_p.V29I|KLC4_uc003otz.1_Missense_Mutation_p.V29INM_201521 NP_958929 Q9NSK0 KLC4_HUMAN 4CACACGGCTGGTCAGCCAAGG0.652

- 4 1663ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7TCAATGTCGGGAAAGCTACGT0.488

- 2 517GNA12_uc011jwb.1_Missense_Mutation_p.P118L|GNA12_uc003smt.2_Missense_Mutation_p.P59LNM_007353 NP_031379 Q03113 GNA12_HUMAN 1ATACTGCCAAGGAATGCCAAG0.483

- 3 573 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMANHistidine box-1. 0TTACCATGAGCCATACGATGG0.313

- 2 328 NM_022150 NP_071433 Q9HCQ7 RFRP_HUMAN 1TTGAACGTTCCTCCCAAATCT0.448

- 2 1326INHBA_uc003thr.2_Missense_Mutation_p.S364FNM_002192 NP_002183 P08476 INHBA_HUMAN 6GGACAGTGAGGACCCGGACGT0.567

+ 3 1320 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN VWFC 2. 0TCAGCGTGTCCCCAGACGGAG0.567

+ 5 1788MET_uc010lkh.2_Missense_Mutation_p.P534L|MET_uc011knc.1_Missense_Mutation_p.P534L|MET_uc011knd.1_Missense_Mutation_p.P534L|MET_uc011kne.1_Intron|MET_uc011knf.1_Missense_Mutation_p.P534L|MET_uc011kng.1_Missense_Mutation_p.P534L|MET_uc011knh.1_Missense_Mutation_p.P534L|MET_uc011kni.1_Missense_Mutation_p.P534L|MET_uc011knj.1_Missense_Mutation_p.P104L|MET_uc011knb.1_Missense_Mutation_p.P534LNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential). 159TCTGCCCCACCCTTTGTTCAG0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 42 6736CSMD1_uc011kwj.1_Missense_Mutation_p.P1508S|CSMD1_uc010lrg.2_Missense_Mutation_p.P184SNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|Sushi 12. 25ATGTACCCAGGATAACACTCG0.448

- 5 4018 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0AGCGCCTCCTCCGAGGTGCCC0.677

- 3 1897 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2TCTCGATATCGAATGCCTACT0.458

+ 9 1530SLC7A2_uc011kyd.1_Missense_Mutation_p.S493L|SLC7A2_uc011kye.1_Missense_Mutation_p.S494L|SLC7A2_uc011kyf.1_Missense_Mutation_p.S454LNM_001008539 NP_001008539 P52569 CTR2_HUMANCytoplasmic (Potential). 3GGTCTGGGATCGTCTCCCAGG0.507

- 3 617REEP4_uc010ltt.1_Missense_Mutation_p.T55R|REEP4_uc011kyz.1_Missense_Mutation_p.T55RNM_025232 NP_079508 Q9H6H4 REEP4_HUMANHelical; (Potential). 1AAAAATGTCTGTAACGATCTC0.597

+ 5 617ADAMDEC1_uc010lub.2_Missense_Mutation_p.E54K|ADAMDEC1_uc011lab.1_Missense_Mutation_p.E54KNM_014479 NP_055294 O15204 ADEC1_HUMAN 2CATCCTAAATGAAAAGAATTC0.289

+ 2 689NRG1_uc003xip.2_Missense_Mutation_p.E273K|NRG1_uc003xir.2_Missense_Mutation_p.E58K|NRG1_uc010lvl.2_Missense_Mutation_p.E58K|NRG1_uc010lvm.2_Missense_Mutation_p.E58K|NRG1_uc010lvn.2_Missense_Mutation_p.E58K|NRG1_uc003xis.2_Missense_Mutation_p.E58K|NRG1_uc011lbf.1_Missense_Mutation_p.E58K|NRG1_uc010lvo.2_Missense_Mutation_p.E58K|NRG1_uc003xiu.2_Missense_Mutation_p.E58K|NRG1_uc003xiw.2_Missense_Mutation_p.E58K|NRG1_uc003xit.2_Missense_Mutation_p.E58K|NRG1_uc010lvr.2_5'UTR|NRG1_uc010lvs.2_5'UTR|NRG1_uc010lvp.2_Missense_Mutation_p.E24K|NRG1_uc010lvq.2_Missense_Mutation_p.E24KNM_013964 NP_039258 Q02297 NRG1_HUMANExtracellular (Potential).|Ig-like C2-type. 0CCTTCGGTGTGAAACCAGTTC0.383

- 9 808ADAM2_uc003xnk.2_Missense_Mutation_p.E226K|ADAM2_uc011lck.1_Missense_Mutation_p.E245K|ADAM2_uc003xnl.2_IntronNM_001464 NP_001455 Q99965 ADAM2_HUMANExtracellular (Potential).|Peptidase M12B. 2TGTAATAACTCATTAGCTTCT0.284

+ 12 1447PREX2_uc003xxu.1_Missense_Mutation_p.E474K|PREX2_uc011lez.1_Missense_Mutation_p.E409KNM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17TCCAAGAAATGAGATGCAGGA0.348

+ 9 1099HNF4G_uc003yar.2_Missense_Mutation_p.R314WNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1CATCAATGATCGGCAGTATGA0.453

+ 27 4097RIMS2_uc003ylp.2_Missense_Mutation_p.E1268K|RIMS2_uc003ylw.2_Missense_Mutation_p.E1275K|RIMS2_uc003ylq.2_Missense_Mutation_p.E1082K|RIMS2_uc003ylr.2_Missense_Mutation_p.E1107KNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15ATTATCTTTCGAAGAGAGTCC0.368

- 1 535 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1ACGTGCATCTCGCGCTTGACC0.692

+ 1 698 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMANCytoplasmic (Potential).p.G233E(1) 2TCCACTGAAGGAAAACATAAG0.418 rs150858980

- 1 115 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=1; (Potential). 0TTCCCCAGAAGGATGACCACA0.433 rs150686997

- 2 696TNC_uc010mvf.2_Missense_Mutation_p.G112SNM_002160 NP_002151 P24821 TENA_HUMAN 7GCGGCACAGCCACAGGCCCGG0.587

+ 24 2778USP20_uc004byr.2_Missense_Mutation_p.H856R|USP20_uc004byt.1_Missense_Mutation_p.H856R|USP20_uc004byu.1_Missense_Mutation_p.H42RNM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 2. 2GGAAGCGGCCATGTCCAGCTG0.657

- 1 446 NM_033387 NP_203745 Q5JUQ0 FA78A_HUMAN 1GTGATCCCTTCCCGGAAGACT0.572

+ 4 1084TUBBP5_uc010ncq.2_3'UTR 0CTGGTTCCCCGACAACGTAAA0.512 rs147421666

- 5 723ZC4H2_uc004dvv.2_Missense_Mutation_p.S189F|ZC4H2_uc011mov.1_Missense_Mutation_p.S189F|ZC4H2_uc011mow.1_Missense_Mutation_p.P158S|ZC4H2_uc004dvw.1_3'UTRNM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1GGGGTTCCGGGACCGACTCTT0.488

- 2 1104 NM_152694 NP_689907 Q8N8U3 ZCHC5_HUMAN 1GCTTCAGTGGGATACAGGTGC0.507

+ 5 1226GPRASP1_uc004eji.3_Missense_Mutation_p.V142G|GPRASP1_uc010nod.2_Missense_Mutation_p.V142GNM_014710 NP_055525 Q5JY77 GASP1_HUMAN 2AGAGAACTGGTTAATACAGAC0.458

- 5 820MAGEA10_uc004ffl.2_Missense_Mutation_p.V138MNM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0AAATCAGTCACCTTTTCATCT0.458

- 2 319CASP9_uc001awm.1_Missense_Mutation_p.S75F|CASP9_uc001awo.2_Missense_Mutation_p.S75F|CASP9_uc001awp.2_5'UTR|CASP9_uc009voi.2_5'UTR|CASP9_uc010obm.1_5'UTR|CASP9_uc001awq.2_5'UTRNM_001229 NP_001220 P55211 CASP9_HUMAN CARD. 2CTCTAAGCAGGAGATGAACAA0.547

- 6 707ATP13A2_uc001bab.2_Missense_Mutation_p.Y168H|ATP13A2_uc001bac.2_Missense_Mutation_p.Y168HNM_022089 NP_071372 Q9NQ11 AT132_HUMANCytoplasmic (Potential). 4ATCCAGATATAGCGCTGGCCC0.537

- 17 2464CSMD2_uc001bxm.1_Missense_Mutation_p.R852QNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 5.|Extracellular (Potential). 12TGAGTAAGTCCGCCCATCGCG0.502

- 5 826DHCR24_uc010ooj.1_Missense_Mutation_p.P95S|DHCR24_uc010ook.1_Missense_Mutation_p.P192SNM_014762 NP_055577 Q15392 DHC24_HUMANFAD-binding PCMH-type. 1TTCTTGGCAGGGATGATGCGG0.582

+ 6 746LEPR_uc001dcg.2_Nonsense_Mutation_p.Q182*|LEPR_uc001dch.2_Nonsense_Mutation_p.Q182*|LEPR_uc009waq.2_Intron|LEPR_uc001dcj.2_Nonsense_Mutation_p.Q182*|LEPR_uc001dck.2_Nonsense_Mutation_p.Q182*NM_002303 NP_002294 P48357 LEPR_HUMANExtracellular (Potential). 1AGGCAGTTTTCAGATGGTTCA0.368

- 14 3116 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5ACCGTCCTCTCTCTTTGATGC0.522

+ 9 1318AK5_uc001dho.2_Missense_Mutation_p.G328DNM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1TTTTAACAGGGTGATGACCAG0.294

+ 21 2777KIAA1324_uc009wex.1_Missense_Mutation_p.V831L|KIAA1324_uc009wey.2_Missense_Mutation_p.V794L|KIAA1324_uc010ovg.1_Missense_Mutation_p.V779L|KIAA1324_uc001dwr.2_Missense_Mutation_p.V531L|KIAA1324_uc001dws.1_RNA|KIAA1324_uc009wez.1_RNANM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5GACTACTTACGTGTGGCGAGA0.507 rs142358404

- 2 1046SLC16A1_uc001ecy.2_Missense_Mutation_p.G72R|SLC16A1_uc001ecz.2_Missense_Mutation_p.G72RNM_003051 NP_003042 P53985 MOT1_HUMANHelical; (Potential). 1TACTTACCTCCACCATACATG0.378

+ 34 4365NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_Intron|NBPF10_uc010oyk.1_Intron|NBPF10_uc010oyl.1_Intron|NBPF10_uc001enc.2_Intron|NBPF10_uc010oym.1_Intron|NBPF10_uc010oyn.1_Intron|NBPF10_uc010oyo.1_Intron|NBPF10_uc010oyp.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GGACTCACTGAATAGATGTTA0.473

+ 13 2422 uc010ozk.1_5'UTR NM_017940 NP_060410 A6NDV3 A6NDV3_HUMAN 0ATGAGCCGGACAAGTCCCAGG0.587

- 3 400 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2GGTTGCCTGAACATCCACATC0.433



- 24 8732_8733RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Missense_Mutation_p.P2746LNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11CAGCCTCCAAGGGAATGATCTC0.431

- 41 5873 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 18. 8TGACTTTCCTCCTGCAACACC0.428

- 5 609 NM_000537 NP_000528 P00797 RENI_HUMAN 4CCATCAAACTCGGCCAGCATG0.557

- 8 1172WDR26_uc001hoq.3_Missense_Mutation_p.L253P|WDR26_uc010pvh.1_5'UTRNM_025160 NP_079436 Q9H7D7 WDR26_HUMAN WD 2. 0ACAAGCAACAAGATAGTTGTC0.428

- 12 1545NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 10. 2CCTTCCTTTAATCTCCTTCTC0.333

- 7 1309SGMS1_uc010qhk.1_Intron|SGMS1_uc009xot.1_Intron|SGMS1_uc009xou.1_Missense_Mutation_p.P119S|SGMS1_uc010qhl.1_RNANM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2TCTGGCATGGGGATCTTTATC0.502

+ 1 144 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0CCCGTCCATCCTCAACAGCGA0.542

+ 14 2550PHRF1_uc010qwc.1_Nonsense_Mutation_p.E806*|PHRF1_uc010qwd.1_Nonsense_Mutation_p.E805*|PHRF1_uc010qwe.1_Nonsense_Mutation_p.E803*|PHRF1_uc009ybz.1_Nonsense_Mutation_p.E597*|PHRF1_uc009yca.1_RNANM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0GGACGATAAGGAGCAGAGGAA0.577

- 31 5326 NM_005961 NP_005952 Q6W4X9 MUC6_HUMANThr-rich.|Approximate repeats. 1GTGACTTCAGGATGGTGTGTG0.562

+ 51 14903MUC5B_uc001ltb.2_Missense_Mutation_p.P4456LNM_017511 NP_059981 Q9HC84 MUC5B_HUMAN23 X approximate tandem repeats, Ser/Thr- rich.|Thr-rich.0CTCACAGAGCCGAGCACTACA0.662

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANHelical; Name=4; (Potential). 2AAAAGGTAATGGAAAAATGAG0.473

+ 11 2849NAV2_uc001mpp.2_Nonsense_Mutation_p.R743*|NAV2_uc001mpr.3_Nonsense_Mutation_p.R807*NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GTATCCCCCTCGAGCCAACGC0.632

+ 29 3169DGKZ_uc001nch.1_Missense_Mutation_p.L843P|DGKZ_uc010rgq.1_3'UTR|DGKZ_uc001ncj.1_Missense_Mutation_p.L793P|DGKZ_uc010rgr.1_Missense_Mutation_p.L792P|DGKZ_uc001nck.1_Missense_Mutation_p.L605P|DGKZ_uc001ncl.2_Missense_Mutation_p.L827P|DGKZ_uc001ncm.2_Missense_Mutation_p.L826P|DGKZ_uc009yky.1_Missense_Mutation_p.L827P|DGKZ_uc010rgs.1_Missense_Mutation_p.L804P|MDK_uc009ykz.1_5'Flank|MDK_uc001nco.2_5'Flank|MDK_uc001ncp.2_5'Flank|MDK_uc009yla.2_5'Flank|MDK_uc009ylb.2_5'Flank|MDK_uc001ncq.2_5'Flank|MDK_uc001ncr.2_5'Flank|MDK_uc001ncs.2_5'FlankNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN ANK 1. 3AGTCGCACGCTCCTGCACCAC0.692

+ 11 1281ANKRD13D_uc001okd.1_Missense_Mutation_p.R344Q|ANKRD13D_uc001oke.1_Missense_Mutation_p.R257Q|ANKRD13D_uc001okg.1_Missense_Mutation_p.R40Q|ANKRD13D_uc001okh.1_Missense_Mutation_p.R40Q|ANKRD13D_uc001oki.1_5'FlankNM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1CTGGAGTCACGGAACATTGGC0.637 rs78983123

+ 9 1346BCO2_uc001pne.1_Missense_Mutation_p.R237K|BCO2_uc001png.2_Missense_Mutation_p.R337K|BCO2_uc001pnh.2_Missense_Mutation_p.R376K|BCO2_uc010rwt.1_Missense_Mutation_p.R305K|BCO2_uc009yyn.2_Missense_Mutation_p.R376K|BCO2_uc001pni.2_Missense_Mutation_p.R376KNM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0TTCCCTCGAAGGTTTGTTTTG0.413

- 17 2565KIRREL3_uc001qeb.2_Missense_Mutation_p.G723D|ST3GAL4_uc001qdx.1_IntronNM_032531 NP_115920 Q8IZU9 KIRR3_HUMANCytoplasmic (Potential).|Ser-rich. 3ATCCTGCTTGCCGCTGCTGCT0.607

+ 9 1468FLI1_uc010sbt.1_Missense_Mutation_p.S183L|FLI1_uc010sbv.1_Missense_Mutation_p.S343L|FLI1_uc009zci.2_Missense_Mutation_p.S310LNM_002017 NP_002008 Q01543 FLI1_HUMAN 2273CCGACCGAGTCGTCCATGTAC0.493

- 3 857FOXM1_uc001qle.2_Missense_Mutation_p.R198C|FOXM1_uc001qlg.2_Missense_Mutation_p.R198C|FOXM1_uc009zea.2_Missense_Mutation_p.R197C|FOXM1_uc009zeb.2_Missense_Mutation_p.R197CNM_021953 NP_068772 Q08050 FOXM1_HUMAN 2TTGATGCTGCGGGAGCCCAGT0.493

- 3 276 NM_006248 NP_006239 0TGTGGGGGTGGTCCTTGTGGC0.612

+ 11 2149PTPRO_uc001rcw.1_Missense_Mutation_p.D659NNM_030667 NP_109592 Q16827 PTPRO_HUMANFibronectin type-III 7.|Extracellular (Potential). 9TGATACAACGGACTTGTCCCA0.413

- 4 444PLCZ1_uc001rdv.3_5'UTR|PLCZ1_uc001rdw.3_IntronNM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN 3AAAAGAATTTTCCGGTTTTCA0.333

- 11 3652SFRS2IP_uc001row.2_Missense_Mutation_p.S807F|SFRS2IP_uc001roy.1_Missense_Mutation_p.S1196FNM_004719 NP_004710 Q99590 SCAFB_HUMAN 0TCGCTTATAGGATTGCTGTTC0.428

- 1 183 NM_012064 NP_036196 P30301 MIP_HUMANHelical; (By similarity). 1GTAGCCAGGGCCAAGCCAAAT0.582

+ 14 2031GEFT_uc009zpy.2_Missense_Mutation_p.P563L|GEFT_uc001spa.2_Missense_Mutation_p.P418L|uc001spc.2_Intron|GEFT_uc001spd.2_Missense_Mutation_p.P229LNM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0GGCTCTCTCCCCTCTCTGCTG0.577

- 2 1182ZFC3H1_uc010sts.1_Missense_Mutation_p.V275I|ZFC3H1_uc001swp.2_Missense_Mutation_p.V275INM_144982 NP_659419 O60293 ZC3H1_HUMAN 5GTAATACTGACATTATCAGTG0.358

+ 24 3023_3024POLR3B_uc001tlq.2_Missense_Mutation_p.F876YNM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2CCACACGGCTTCCCATCACGAA0.5

+ 12 1215RFX4_uc001tls.2_Missense_Mutation_p.E392D|RFX4_uc001tlt.2_Missense_Mutation_p.E392D|RFX4_uc001tlv.2_Missense_Mutation_p.E289DNM_213594 NP_998759 Q33E94 RFX4_HUMANNecessary for dimerization. 1TATATCAGGAGTTTGACCATC0.458

- 8 2201_2202TRPC4_uc010abv.2_Missense_Mutation_p.P236F|TRPC4_uc001uwt.2_Missense_Mutation_p.P656F|TRPC4_uc010tey.1_Missense_Mutation_p.P656F|TRPC4_uc010abw.2_Missense_Mutation_p.P483F|TRPC4_uc010abx.2_Missense_Mutation_p.P656F|TRPC4_uc010aby.2_IntronNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).p.P656P(1) 6GACATTGAAGGGAGTAGGCAGA0.431

+ 2 2484ARHGAP5_uc001wrm.2_Missense_Mutation_p.A749T|ARHGAP5_uc001wrn.2_Missense_Mutation_p.A749T|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5AATAAAGCAAGCTCTCAGAGG0.413

+ 13 5940 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21TGGTTCACATGGGAAAGAGAT0.383

- 2 538 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4GCAGATGTCAGAAATGAGAGA0.458

- 2 886C14orf43_uc001xou.2_Missense_Mutation_p.P35S|C14orf43_uc010tud.1_Missense_Mutation_p.P35S|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5GACTGCTGGGGGGGCTGCAGG0.662

+ 2 671MOAP1_uc001ybj.2_5'Flank|C14orf109_uc001ybk.3_Missense_Mutation_p.P67SNM_001098621 NP_001092091 Q8N6I4 CN109_HUMANHelical; (Potential). 0ACTCTCCTTGCCTTTTTGGGT0.453

+ 23 2577 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4TCAGGGTTAGGAAAGACTTCT0.303 rs150367623

+ 4 538EML1_uc010avt.1_Missense_Mutation_p.R144C|EML1_uc010tww.1_Missense_Mutation_p.R145C|EML1_uc001ygq.2_Missense_Mutation_p.R176C|EML1_uc001ygr.2_Missense_Mutation_p.R176CNM_004434 NP_004425 O00423 EMAL1_HUMAN 5AAACCGGAATCGCACAGGCTC0.507

+ 3 239LOC727924_uc001ytz.1_Intron|LOC727924_uc001yua.2_RNA|LOC727924_uc001yub.1_IntronNM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMAN 5AAGATTCTAACGTGACAGAAC0.328

+ 1 2045 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN Pro-rich. 8GTGGATTCCCCTCCTCCTCTT0.547

- 9 828VPS39_uc001zpc.2_Missense_Mutation_p.T215INM_015289 NP_056104 Q96JC1 VPS39_HUMAN CNH. 3GAGTACCACGGTGAGATCATC0.527

- 14 2239CDAN1_uc001zqj.2_RNA|CDAN1_uc001zqk.2_Silent_p.F33FNM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2TCCAGCAAGGGAACAACATGG0.607

- 3 560 NM_207381 NP_997264 Q5GJ75 TP8L3_HUMAN 0TGTGTGTGCTCTTTGGTGACT0.448

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7AATAGCAGCAGAATTTCAAAT0.388

+ 9 1837IL21R_uc002dor.1_Missense_Mutation_p.P535L|IL21R_uc002dos.1_Missense_Mutation_p.P535L|uc002dot.2_RNANM_181078 NP_851564 Q9HBE5 IL21R_HUMANCytoplasmic (Potential). 4AGCCCTGGACCCCAGGCCAGC0.642

- 10 1091 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1ATGGCCTCTTTGGCAGTCAGT0.468

+ 3 704 NM_001124758 NP_001118230 Q8IVW8 SPNS2_HUMAN 0CCTGGGCGACCGCTTCAACAG0.632 rs139404093

+ 3 605SMTNL2_uc002fye.2_Missense_Mutation_p.P36SNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0AGCACCAGATCCCCCCAGGCC0.632

+ 4 442DNAH2_uc002git.2_Missense_Mutation_p.R143H|DNAH2_uc010vuk.1_Missense_Mutation_p.R143HNM_020877 NP_065928 Q9P225 DYH2_HUMANStem (By similarity). 13TACTTCATTCGCCAAGCACCA0.587

+ 9 1020 NM_004140 NP_004131 Q15334 L2GL1_HUMAN WD 6. 6TATGGTGACCGCCACTGTGTA0.577



+ 6 544TBC1D3_uc002hop.2_Splice_Site|TBC1D3_uc010wdj.1_Splice_Site_p.Q49_splice|TBC1D3_uc010cvf.1_Splice_Site_p.Q129_splice|TBC1D3_uc002hoq.2_Splice_Site_p.Q129_splice|TBC1D3_uc010wdk.1_Splice_Site_p.Q190_splice|uc002hpl.2_5'Flank|uc002hor.2_5'FlankNM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0AAGATACCAGGTACGCTCAGC0.587

- 1 329 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0ACAGCTCCACTGCTGCCCTCC0.652

- 1 416 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN21.|25 X 5 AA repeats of C-C-[IKRQVHEC]- [SPRT]-[STCVQPR].0 gcagctggggcggcagcagtt 0.09 rs144672535

- 19 2195EFTUD2_uc010wje.1_Missense_Mutation_p.R610Q|EFTUD2_uc010wjf.1_Missense_Mutation_p.R635QNM_004247 NP_004238 Q15029 U5S1_HUMAN 1GTACATCTTCCGCAAATCATG0.517

+ 3 498WNT9B_uc002ikx.1_Missense_Mutation_p.R154QNM_003396 NP_003387 O14905 WNT9B_HUMAN 2CTGGAGAGCCGGCAGGCCTGG0.662

+ 2 664HLF_uc010dce.1_5'UTR|HLF_uc002iuh.2_5'UTR|HLF_uc010wni.1_5'UTRNM_002126 NP_002117 Q16534 HLF_HUMAN 2TAAAGACAAGGAAAAGAAGCT0.433

- 7 801MKS1_uc010wnq.1_Missense_Mutation_p.F39L|MKS1_uc002ivs.1_Missense_Mutation_p.F242LNM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1TGAGGCCCGTGAAGTCAGGCT0.473

- 8 1079TRIM37_uc002iwz.3_Missense_Mutation_p.T212S|TRIM37_uc002ixa.3_Missense_Mutation_p.T90S|TRIM37_uc010woc.1_Missense_Mutation_p.T178SNM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7TGTTTCTTGGGTTAGAGATGT0.328

- 4 2132QRICH2_uc010wsz.1_Missense_Mutation_p.V577D|QRICH2_uc010dgw.1_IntronNM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 accacgctgaactgcaccagg 0.015 rs113162124

+ 17 2812CCDC40_uc002jxm.3_Missense_Mutation_p.G712S|CCDC40_uc002jxn.3_Missense_Mutation_p.G325SNM_017950 NP_060420 Q4G0X9 CCD40_HUMAN Potential. 3TTCCGAGATCGGCCAGACGGA0.567 rs59896146

- 8 1464SLC16A3_uc002kee.2_Intron|CSNK1D_uc002kef.2_Missense_Mutation_p.S383L|CSNK1D_uc002kei.2_Missense_Mutation_p.S383L|CSNK1D_uc010wvj.1_Missense_Mutation_p.S180L|CSNK1D_uc010dil.2_RNA|CSNK1D_uc002keh.2_Missense_Mutation_p.S248LNM_001893 NP_001884 P48730 KC1D_HUMAN 2GAGGTCGGACGAGGAGATGTT0.672

+ 2 1128TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.T160ANM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN8.|22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.2TATTGCCAAGACCTCAGTGAA0.562

- 6 1782KLHL14_uc010dmd.1_Missense_Mutation_p.R13WNM_020805 NP_065856 Q9P2G3 KLH14_HUMAN Kelch 3. 1CACTGCTCCCGCATGAGCCGC0.463

+ 4 1322ZNF57_uc010xha.1_Missense_Mutation_p.Y360HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGAGCAGCTCTATAAATGTGA0.438

+ 4 1336ZNF57_uc010xha.1_Missense_Mutation_p.Q364HNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AATGTGAACAATGTGGGAAGG0.428

+ 4 1371ZNF57_uc010xha.1_Missense_Mutation_p.R376QNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3AGATCATTCCGAGGTCATTTG0.428 rs149690257

+ 4 1386ZNF57_uc010xha.1_Missense_Mutation_p.T381MNM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3CATTTGAGGACGCACACTGGA0.438 rs148390269

+ 13 1292TLE6_uc002lwt.2_Missense_Mutation_p.P421S|TLE6_uc010dtg.2_Missense_Mutation_p.P421S|TLE6_uc002lwv.2_Missense_Mutation_p.P202SNM_024760 NP_079036 Q9H808 TLE6_HUMAN WD 4. 1CAAGGGTTATCCTGATGGAGT0.567

+ 6 2416SHD_uc010dtu.2_Missense_Mutation_p.S278LNM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0CACTACAGTTCACGCCCACTG0.662

+ 4 1515ZNF844_uc010dym.1_Missense_Mutation_p.D301HNM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0AAAGCCTTCAGATCTGCCTCA0.423

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0TGAGATAACGCTTTCCCACAC0.428

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0TGAGATAACGTTTTCCCACAC0.413

- 4 1409ZNF709_uc002mtx.3_IntronNM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1GTCAAAGGCTCTACCACATAC0.433

- 2 504RFX1_uc010dzi.2_Missense_Mutation_p.L78FNM_002918 NP_002909 P22670 RFX1_HUMAN 2ACAGCCGGGAGCTCCGTCACG0.438

+ 8 2027SYDE1_uc002nai.1_Missense_Mutation_p.G599R|SYDE1_uc002naj.1_Missense_Mutation_p.G323RNM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2CCTGCCCTGTGGGCGGGATTT0.697

+ 12 1425 NM_023944 NP_076433 7GGGAGGTCACCTCTGGCTTTT0.557

+ 9 1057HOMER3_uc002nko.1_Intron|HOMER3_uc002nkp.1_Intron|DDX49_uc002nkr.1_RNA|DDX49_uc002nks.1_Missense_Mutation_p.H227N|DDX49_uc002nkt.1_3'UTRNM_019070 NP_061943 Q9Y6V7 DDX49_HUMANHelicase C-terminal. 1GATCTACATCCACCGAGTCGG0.657

- 2 468LPAR2_uc002nna.3_Nonsense_Mutation_p.L110*|LPAR2_uc002nnc.3_Nonsense_Mutation_p.L110*NM_004720 NP_004711 Q9HBW0 LPAR2_HUMANHelical; Name=3; (Potential). 2TGTGTCCAGCAAGCCCTGCCG0.667

+ 2 1049ZNF493_uc002npw.2_Missense_Mutation_p.A385T|ZNF493_uc002npy.2_Missense_Mutation_p.A257TNM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 9. 1ATGTGGCAAAGCCTTTAGTAT0.363

- 4 1333ZNF208_uc002nqo.1_Intron|ZNF208_uc010ecw.1_5'FlankNM_007153 NP_009084 7TTTGTAGGGTTTCTCTCCAGT0.383

- 4 1187ZNF681_uc002nrl.3_Missense_Mutation_p.Q280K|ZNF681_uc002nrj.3_Missense_Mutation_p.Q280KNM_138286 NP_612143 Q96N22 ZN681_HUMAN C2H2-type 7. 0TGTGAGGACTGGTTAAAGGCT0.433

+ 5 1060CD22_uc010xst.1_Missense_Mutation_p.Q156L|CD22_uc010edu.2_Missense_Mutation_p.Q328L|CD22_uc010edv.2_Missense_Mutation_p.Q328L|CD22_uc002nzb.3_Intron|CD22_uc010edx.2_RNANM_001771 NP_001762 P20273 CD22_HUMANExtracellular (Potential). 9CTGCAAGTGCAGTGTGAGCCC0.652

+ 39 6573RYR1_uc002oiu.2_Missense_Mutation_p.S2148F|RYR1_uc002oiv.1_5'FlankNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12TCACCGTCCTCCGTGGAAGAC0.662

- 7 1908PRX_uc002onq.2_Missense_Mutation_p.Q408E|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN55 X 5 AA approximate tandem repeats of [LVMAG]-[PSREQC]-[EDKL]-[LIVMAP]- [AQKHRPE]; that may have a tripeptide spacer of [LV]-P-[KER].|18.2TTCGGCAGCTGTACCTCTGGA0.587

- 5 368FAM83E_uc002pjn.2_5'Flank|RPL18_uc002pjp.1_Missense_Mutation_p.R60H|RPL18_uc010xzs.1_3'UTRNM_000979 NP_000970 Q07020 RL18_HUMAN 0CCTGAGGATGCGGCTGCGGGC0.667 rs1804326

+ 4 1553ZNF845_uc010ydw.1_Missense_Mutation_p.T479INM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0TTCAGTCAGACATCATCCCTT0.378

- 5 979LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.S241FNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 3. 1CGACCACTCGGAGGAGAGGTT0.677

+ 4 1330ZNF547_uc002qpm.3_Intron|ZIK1_uc002qph.2_Missense_Mutation_p.D356E|ZIK1_uc002qpi.2_Missense_Mutation_p.D398E|ZIK1_uc002qpj.2_Missense_Mutation_p.D308ENM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN C2H2-type 7. 2AGTGTGGTGACTGTGGGAAAT0.448

+ 4 1339ZNF547_uc002qpm.3_Intron|ZIK1_uc002qph.2_Missense_Mutation_p.K359N|ZIK1_uc002qpi.2_Missense_Mutation_p.K401N|ZIK1_uc002qpj.2_Missense_Mutation_p.K311NNM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN C2H2-type 7. 2ACTGTGGGAAATCCTTTAGTC0.453

+ 1 5246ZNF512_uc010ylv.1_5'Flank|ZNF512_uc010ylw.1_5'Flank|ZNF512_uc002rlb.2_5'Flank|ZNF512_uc010ylx.1_5'Flank|ZNF512_uc002rlc.2_5'Flank|ZNF512_uc002rla.2_5'Flank|ZNF512_uc010yly.1_5'Flank|ZNF512_uc010ylz.1_5'FlankNM_032266 NP_115642 Q68DN1 CB016_HUMAN27 X 8 AA approximative tandem repeat of P-S-E-R-S-H-H-S.|13.|Arg-rich.1CCCTCAGAGAGAAGCCATCAC0.562

- 8 1027EXOC6B_uc002sij.2_Nonsense_Mutation_p.R297*NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2TGTAGACATCGATAAACTGGA0.368

+ 7 2842 NM_144993 NP_659430 O43151 TET3_HUMAN 0CCAGCATAACCTCTACAATGG0.617

- 2 782TGOLN2_uc002soz.2_Missense_Mutation_p.P165T|TGOLN2_uc002spa.2_Intron|TGOLN2_uc002spb.2_Missense_Mutation_p.P165T|TGOLN2_uc002spc.1_Missense_Mutation_p.P165TNM_006464 NP_006455 O43493 TGON2_HUMANExtracellular (Potential).|8.|14 X 14 AA tandem repeats.0GACTTGCTAGGGCTGTCTTTT0.597

+ 4 1894CNNM4_uc010yuy.1_Missense_Mutation_p.R86HNM_020184 NP_064569 Q6P4Q7 CNNM4_HUMAN 3TACTACGCCCGCCATTACCTG0.567

- 2 531ANKRD36B_uc010yve.1_RNA|ANKRD36B_uc010fif.2_RNANM_025190 NP_079466 Q8N2N9 AN36B_HUMAN 0CCTGTCTTCACGGTCGCAGAG0.463

- 4 729LY75_uc002ubb.3_Nonsense_Mutation_p.W220*|LY75_uc010fos.2_Nonsense_Mutation_p.W220*|LY75_uc010fot.1_Nonsense_Mutation_p.W220*NM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential). 0CGTTCTTTTCCCAATTATCTT0.353

+ 8 4574XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.P1344L|XIRP2_uc010fpq.2_Missense_Mutation_p.P1297L|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_5'FlankNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14GAAATCCCTCCTTCTGATGTC0.358



- 307 97342_97343uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.A26068V|TTN_uc010zfi.1_Missense_Mutation_p.A26001V|TTN_uc010zfj.1_Missense_Mutation_p.A25876V|TTN_uc002umq.2_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGATTCGAGGGGCATGGTCCAG0.431

- 41 7488 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12CGGCAATGATCAATAAACATG0.468

+ 14 2159PARD3B_uc010fub.1_Missense_Mutation_p.A651V|PARD3B_uc002vao.1_Missense_Mutation_p.A651V|PARD3B_uc002vap.1_Missense_Mutation_p.A589V|PARD3B_uc002vaq.1_Missense_Mutation_p.A651VNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4GACGGATGGGCCGAGAGTGAA0.438

+ 3 429KIAA1486_uc010fxa.1_IntronNM_020864 NP_065915 Q9P242 K1486_HUMAN 3GGCCACGAAGGAAGTTACGTG0.478

+ 21 1404COL4A3_uc002von.1_Missense_Mutation_p.M414I|COL4A3_uc002voo.1_Missense_Mutation_p.M414I|COL4A3_uc002vop.1_Missense_Mutation_p.M414I|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3AGGATGCCATGGGGACTCCTG0.602

+ 2 61FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ATGTACAGAATCGCCCTGAAA0.353 rs143761036

- 3 1038CPNE1_uc010zvj.1_5'Flank|CPNE1_uc002xde.2_Intron|CPNE1_uc002xdf.2_Intron|CPNE1_uc002xdg.2_Intron|CPNE1_uc010gfi.2_Intron|CPNE1_uc010gfj.2_Intron|CPNE1_uc002xdh.2_Intron|CPNE1_uc002xdi.2_Intron|CPNE1_uc002xdj.2_Intron|CPNE1_uc002xdk.2_Intron|CPNE1_uc002xdl.2_Intron|CPNE1_uc002xdm.2_Intron|CPNE1_uc010gfk.1_Intron|CPNE1_uc002xdn.1_Intron|CPNE1_uc002xdo.1_Intron|CPNE1_uc002xdp.1_Intron|RBM12_uc002xdr.2_Missense_Mutation_p.N269S|RBM12_uc002xds.2_Missense_Mutation_p.N269SNM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN Pro-rich. 3CAGATTATTGTTCAAATTCAT0.512

+ 6 1242TOX2_uc010ggo.2_Missense_Mutation_p.P427T|TOX2_uc002xle.3_Missense_Mutation_p.P385T|TOX2_uc010ggp.2_Missense_Mutation_p.P385T|TOX2_uc002xlg.2_Intron|TOX2_uc010zwk.1_Missense_Mutation_p.P305TNM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN Pro-rich. 1GTCCCCAGCCCCCCAGCCCCC0.677

+ 10 1244RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.A301T|RTEL1_uc011abd.1_Missense_Mutation_p.A325T|RTEL1_uc002yfv.2_Missense_Mutation_p.A351T|RTEL1_uc011abe.1_Missense_Mutation_p.A78T|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0GGAGTTCAGCGCGGACTCCCC0.662 rs144255879

+ 26 5528DOPEY2_uc011aeb.1_Missense_Mutation_p.P1766SNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2AACAAGAACTCCCAACCTGGA0.403

- 25 4734DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11GGGCTGATTGGAAAACTCCCC0.488

+ 5 478NOL12_uc011anm.1_Missense_Mutation_p.T141M|NOL12_uc003ato.1_RNA|NOL12_uc003atp.2_Missense_Mutation_p.T141MNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCGTCATCCACGGAGAAACCA0.627

+ 7 2403TRIOBP_uc003atu.2_Missense_Mutation_p.P539L|TRIOBP_uc003atq.1_Missense_Mutation_p.P711L|TRIOBP_uc003ats.1_Missense_Mutation_p.P539LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCCTCCTCTCCTAACAGAACC0.582

+ 2 379 CCR8_uc003cjm.2_IntronNM_005201 NP_005192 P51685 CCR8_HUMANHelical; Name=2; (Potential). 2GGCCCTGTCTGACCTGCTTTT0.488

- 2 1226CSPG5_uc003crn.2_Missense_Mutation_p.L212F|CSPG5_uc003cro.3_Missense_Mutation_p.L350F|CSPG5_uc011bbb.1_Missense_Mutation_p.L212FNM_006574 NP_006565 O95196 CSPG5_HUMANExtracellular (Potential). 2CACTGGAGGCCAAGTCCCTGC0.637

+ 4 620ARIH2_uc003cvc.2_Missense_Mutation_p.S103L|ARIH2_uc003cvf.2_Missense_Mutation_p.S21L|ARIH2_uc010hkl.2_Missense_Mutation_p.S103L|ARIH2_uc003cvd.1_3'UTR|ARIH2_uc003cve.1_3'UTRNM_006321 NP_006312 O95376 ARI2_HUMAN 1TGGCAAGTTTCAGAGATATTG0.363

+ 5 7708 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8CCGGGGTCTCCCCAGCTCTGC0.632

+ 1 379 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMANCytoplasmic (Potential). 3GGCATATGATCGCTATGTAGC0.378

+ 3 237NIT2_uc011bha.1_Missense_Mutation_p.P55SNM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1GAAATATTTTCCTGAATATGC0.373

+ 8 1414 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2TGGTTCTTTTAGGCGAAAGCT0.378

- 7 1562ILDR1_uc003eeq.2_Missense_Mutation_p.E454K|ILDR1_uc003eer.2_Missense_Mutation_p.E442K|ILDR1_uc010hrg.2_Missense_Mutation_p.E397KNM_175924 NP_787120 Q86SU0 ILDR1_HUMANCytoplasmic (Potential). 1GGCTGCCTCTCCTTGTCCTCT0.672

+ 12 1699_1700 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0TCTCTTTAAGGAAGAAACAAAA0.347

- 10 1211LRRC34_uc003ffy.2_Missense_Mutation_p.G431E|LRRC34_uc011bpn.1_3'UTR|LRRC34_uc003ffz.2_Missense_Mutation_p.G383E|LRRC34_uc003fga.3_3'UTRNM_153353 NP_699184 Q8IZ02 LRC34_HUMAN 0ATAAGATTCTCCATAAGTTGA0.378

+ 4 467SAMD7_uc003fge.2_Missense_Mutation_p.R67L|SAMD7_uc011bpo.1_5'UTRNM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN p.R67W(1) 1TTGTCCAGTCGGATCTACCCA0.428 rs138236130

+ 11 1911TPRG1_uc003frw.1_Missense_Mutation_p.K228NNM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0ATGCCCACAAGAATTCAACTG0.408

+ 12 1714TP63_uc003frz.2_Missense_Mutation_p.P542L|TP63_uc010hzc.1_Intron|TP63_uc003fsc.2_Missense_Mutation_p.P448L|TP63_uc003fsd.2_Missense_Mutation_p.P448L|TP63_uc010hzd.1_Missense_Mutation_p.P363LNM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12CCCCCACCTCCGTATCCCACA0.607

- 11 2052LEPREL1_uc003fsg.2_Missense_Mutation_p.S374FNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4GTGTGTATAGGAAAAATACAG0.433

- 9 1067_1068UBXN7_uc003fwn.3_Missense_Mutation_p.S183F|UBXN7_uc010iae.2_Missense_Mutation_p.S169FNM_015562 NP_056377 O94888 UBXN7_HUMAN 3AGCCACAAACGGATATGAACTC0.416

- 1 668RNF168_uc010iah.2_5'UTRNM_152617 NP_689830 Q8IYW5 RN168_HUMAN RING-type. 0GCCTTTTCGACGGTCGACTGG0.577

+ 5 978ZNF141_uc003gab.2_IntronNM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 4. 0TTTAATAGGTTCACAACCCTT0.363 rs140024736

- 22 3199 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Ser-rich. 6GACTTCTTAGGAGAAGAATTG0.358

- 12 1661CFI_uc003hzq.2_Nonsense_Mutation_p.Q282*|CFI_uc011cft.1_Nonsense_Mutation_p.Q493*|CFI_uc003hzs.3_Nonsense_Mutation_p.Q478*NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0TCACCCCACTGAAGTGAAAAG0.333

+ 2 524 INTU_uc011cgq.1_RNA NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1GAAGACAGGAGTCATTGTCCA0.393

+ 1 2889PCDH10_uc003igz.2_Missense_Mutation_p.G688VNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCadherin 6.|Extracellular (Potential). 2 CCCCAgggcgggggcgggagc0.587

- 1 1990PCDH18_uc003ihf.3_Missense_Mutation_p.H528Y|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.H315Y|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANExtracellular (Potential).|Cadherin 5. 5ACTTCTTCATGATCAAAGATT0.418

- 2 323NDUFS6_uc003jcy.2_5'FlankNM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0GACGTACCACCGACCCCGCCT0.562

- 28 4403 NM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31GGGAAGCTTTCGACATCTGTG0.468

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1AAAGAAACAGGAGATGATATT0.358

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMANBasic motif (By similarity). 1AAAGAAACAGCAGATGATAAT0.353

- 2 1200 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0GAAGCCAATCGAAAAAGCCTT0.408

- 5 647EPB41L4A_uc003kpw.1_Nonsense_Mutation_p.Q125*NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN FERM. 1AGACGGCCCTGAAGGACATCT0.468

- 14 1547ADAM19_uc003lww.1_Missense_Mutation_p.P228S|ADAM19_uc003lwy.2_Missense_Mutation_p.P94S|ADAM19_uc011ddr.1_Missense_Mutation_p.P426SNM_033274 NP_150377 Q9H013 ADA19_HUMANDisintegrin.|Extracellular (Potential). 8AAGTTGGTAGGGCAGTGGGGA0.622

+ 9 7204HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6GAGCACAGCCCCCAGACAGCA0.512

- 30 4190C6orf27_uc011dog.1_5'Flank|C6orf27_uc003nxd.2_5'Flank|C6orf27_uc011doh.1_5'FlankNM_006295 NP_006286 P26640 SYVC_HUMAN 3TAGGGCGATGGCCTCATCCAC0.572

- 32 4462PKHD1_uc003pai.2_Missense_Mutation_p.P1396SNM_138694 NP_619639 P08F94 PKHD1_HUMANIPT/TIG 9.|Extracellular (Potential). 44CCCTGCGATGGGAAGATGGCC0.507

+ 17 1964STXBP5_uc010khz.1_Splice_Site_p.K601_splice|STXBP5_uc003qlx.2_Splice_Site|STXBP5_uc003qly.2_Splice_Site_p.K272_splice|STXBP5_uc003qma.2_5'FlankNM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0 TTTTATTTTAGAGTTAAAAAC0.313

+ 7 1005PACRG_uc003qub.2_Missense_Mutation_p.G222W|PACRG_uc003quc.2_Missense_Mutation_p.G222W|LOC285796_uc011egh.1_IntronNM_152410 NP_689623 Q96M98 PACRG_HUMAN 0GGAGAACATTGGGGACTTGAT0.507



+ 3 1358 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3AAGAAATGAGGGGAGAGAAGC0.433 rs141172576

+ 6 1057IL6_uc003svj.3_Missense_Mutation_p.E200KNM_000600 NP_000591 P05231 IL6_HUMAN 0CAGCTTTAAGGAGTTCCTGCA0.527

+ 4 1320 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 8. 0TAAGTGGTTCTCAGACCTGAC0.388

+ 4 1390 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 9. 0TGTGGCAAAAGCTTTACCTGC0.388

+ 4 1488 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0TAAGTGGTTCCCAGACCTGAC0.393

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0TGTGGCAAAACCTTTACCTGC0.428

- 9 1318FKBP6_uc003twz.2_Intron|NSUN5_uc003txv.2_Missense_Mutation_p.P428S|NSUN5_uc003txx.2_Missense_Mutation_p.P390S|NSUN5_uc011kev.1_Missense_Mutation_p.P428SNM_018044 NP_060514 Q96P11 NSUN5_HUMAN 0ACTCACCTTGGCACCTCGACC0.607

+ 14 2315ZAN_uc003uwk.2_Missense_Mutation_p.P717L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCCCC0.507

+ 14 2903ZAN_uc003uwk.2_Missense_Mutation_p.P913L|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11CCAGAAAAACCCACCATCTCC0.507

+ 14 2911ZAN_uc003uwk.2_Missense_Mutation_p.S916P|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMAN66 X heptapeptide repeats (approximate) (mucin-like domain).|Extracellular (Potential).11ACCCACCATCTCCACGGAAAA0.502

+ 3 2023MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|9.|59 X approximate tandem repeats.|Ser-rich.27GTTGACTCCAACACTCCTGTG0.473

+ 3 6777MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|35.|59 X approximate tandem repeats.|Ser-rich.27CACCCTTTCAGCAACTCCTGT0.498

+ 3 6811MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|36.27CCTGTGACCACTTCTACTGAA0.478

+ 3 7480MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|39.27GCTGGCACCCTTTCCACAACT0.522

+ 3 9657_9658MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|52.27TACTGAAGCCACTTCATCTACA0.505

- 2 257 NM_001024607 NP_001019778 A4D0T2 CG066_HUMAN 2CATGTGACGATATTGAGCTGA0.418

- 2 476 WNT2_uc003vja.2_5'UTRNM_003391 NP_003382 P09544 WNT2_HUMAN 7CATCACATCTGGATGTCGGTG0.597

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 4 776 ATG9B_uc003wig.3_RNANM_173681 NP_775952 Q674R7 ATG9B_HUMANLumenal (By similarity). 1TCCACGCATCGAAGGAGGAAG0.537

- 3 452 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1CCCAGTTGTTCCTTCTGCATG0.458

- 3 1741SLCO5A1_uc010lzb.2_Missense_Mutation_p.G345E|SLCO5A1_uc011lfa.1_Intron|SLCO5A1_uc003xyk.2_Missense_Mutation_p.G345E|SLCO5A1_uc010lzc.2_Missense_Mutation_p.G345ENM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANHelical; Name=6; (Potential). 4TTACCAGTTTCCAATGAAACG0.348

- 8 1926FREM1_uc010mic.2_RNANM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 2. 5CGGACAGCACCAATGTCGTCA0.488

- 10 2369 NM_001163 NP_001154 Q02410 APBA1_HUMAN PDZ 1. 1ATTCAGCTTCCCAGATTTCTC0.527

+ 1 805 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMANCytoplasmic (Potential). 2AAGAAAGAAAGCCTTCTCTAC0.383

+ 1 863 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMANHelical; Name=6; (Potential). 2GGTTCAGCCCTTTTTATGTAC0.413

+ 12 1648SLC44A1_uc010mtk.1_Missense_Mutation_p.R476Q|SLC44A1_uc004bco.1_Missense_Mutation_p.R268QNM_080546 NP_536856 Q8WWI5 CTL1_HUMANMitochondrial intermembrane (Potential).|Cys-rich. 4GCTTGTGCACGATGTGTGCTG0.289

+ 11 1721PTGS1_uc011lys.1_Missense_Mutation_p.S467F|PTGS1_uc010mwb.1_Missense_Mutation_p.S383F|PTGS1_uc004bmf.1_Missense_Mutation_p.S492F|PTGS1_uc004bmh.1_Missense_Mutation_p.S420F|PTGS1_uc011lyt.1_Missense_Mutation_p.S420FNM_000962 NP_000953 P23219 PGH1_HUMAN 2GCTCCCTTTTCCCTCAAGGGT0.512

- 2 422WDR34_uc004bvs.1_Missense_Mutation_p.P100S|WDR34_uc004bvr.1_Missense_Mutation_p.P100S|WDR34_uc011mbi.1_5'UTRNM_052844 NP_443076 Q96EX3 WDR34_HUMAN 3TACTGGGACGGGGGCTGCACG0.627

- 28 7018SEC16A_uc004chp.2_RNA|SEC16A_uc004chq.2_Missense_Mutation_p.P100S|SEC16A_uc011mea.1_Missense_Mutation_p.P97S|SEC16A_uc004chr.2_Missense_Mutation_p.P265S|SEC16A_uc004chs.2_Missense_Mutation_p.P77S|SEC16A_uc004cht.2_Missense_Mutation_p.P287S|SEC16A_uc004chu.2_Missense_Mutation_p.P444S|SEC16A_uc004chv.3_Missense_Mutation_p.P1627S|SEC16A_uc004chw.2_Missense_Mutation_p.P2237S|SEC16A_uc010nbn.2_Missense_Mutation_p.P2259SNM_014866 NP_055681 O15027 SC16A_HUMANRequired for interaction with SEC23A.|Pro-rich. 0GGAAGCTGTGGTTCTTCTGCA0.622

+ 4 859TUBBP5_uc010ncq.2_3'UTR 0TGGCTTTGCCCCACTGACCAG0.622

- 2 231SCARNA9L_uc010nfp.2_5'FlankNM_001412 NP_001403 P47813 IF1AX_HUMAN 1GTTTTTACCTCCTTTACCTGA0.313

+ 19 2411UBA1_uc004dhk.3_Missense_Mutation_p.F754L|UBA1_uc004dhm.2_Missense_Mutation_p.F202LNM_153280 NP_695012 P22314 UBA1_HUMAN 1CCCGCTCACCTTTGATGTCAA0.557

- 2 2186 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112TCGGACTTGAGTCTCTCTACA0.617

- 25 2239TEX11_uc004dyk.2_Missense_Mutation_p.E368K|TEX11_uc004dym.2_Missense_Mutation_p.E678KNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5CTCCCTTGCTCTAGATCAACT0.393

+ 4 551MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGGGCGACGACAC0.582

+ 4 564MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4GACGACACCCAGTCTCCTCTC0.582 rs141277731

- 2 319CASP9_uc001awm.1_Missense_Mutation_p.S75F|CASP9_uc001awo.2_Missense_Mutation_p.S75F|CASP9_uc001awp.2_5'UTR|CASP9_uc009voi.2_5'UTR|CASP9_uc010obm.1_5'UTR|CASP9_uc001awq.2_5'UTRNM_001229 NP_001220 P55211 CASP9_HUMAN CARD. 2CTCTAAGCAGGAGATGAACAA0.547

- 6 707ATP13A2_uc001bab.2_Missense_Mutation_p.Y168H|ATP13A2_uc001bac.2_Missense_Mutation_p.Y168HNM_022089 NP_071372 Q9NQ11 AT132_HUMANCytoplasmic (Potential). 4ATCCAGATATAGCGCTGGCCC0.537

- 17 2464CSMD2_uc001bxm.1_Missense_Mutation_p.R852QNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 5.|Extracellular (Potential). 12TGAGTAAGTCCGCCCATCGCG0.502

- 5 826DHCR24_uc010ooj.1_Missense_Mutation_p.P95S|DHCR24_uc010ook.1_Missense_Mutation_p.P192SNM_014762 NP_055577 Q15392 DHC24_HUMANFAD-binding PCMH-type. 1TTCTTGGCAGGGATGATGCGG0.582

+ 6 746LEPR_uc001dcg.2_Nonsense_Mutation_p.Q182*|LEPR_uc001dch.2_Nonsense_Mutation_p.Q182*|LEPR_uc009waq.2_Intron|LEPR_uc001dcj.2_Nonsense_Mutation_p.Q182*|LEPR_uc001dck.2_Nonsense_Mutation_p.Q182*NM_002303 NP_002294 P48357 LEPR_HUMANExtracellular (Potential). 1AGGCAGTTTTCAGATGGTTCA0.368

- 14 3116 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5ACCGTCCTCTCTCTTTGATGC0.522

+ 9 1318AK5_uc001dho.2_Missense_Mutation_p.G328DNM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1TTTTAACAGGGTGATGACCAG0.294

- 2 1046SLC16A1_uc001ecy.2_Missense_Mutation_p.G72R|SLC16A1_uc001ecz.2_Missense_Mutation_p.G72RNM_003051 NP_003042 P53985 MOT1_HUMANHelical; (Potential). 1TACTTACCTCCACCATACATG0.378

- 3 436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP.p.Q61R(757)|p.Q61K(537)|p.Q61L(147)|p.Q61H(95)|p.Q61P(21)|p.Q61E(9)|p.Q61?(4)|p.Q61Q(3)|p.Q61_E62>HK(1)2607GTACTCTTCTTGTCCAGCTGT0.458 rs11554290

+ 8 663NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Missense_Mutation_p.V196E|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_Missense_Mutation_p.V127E|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_Missense_Mutation_p.V127E|NBPF9_uc010oyg.1_Missense_Mutation_p.V161E|NBPF9_uc009wii.1_5'UTRNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 1. 0AAGGCTGAAGTGAGCAAAGTC0.512 rs71527379

+ 3 405NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Intron|NBPF9_uc010oyg.1_Intron|NBPF10_uc001emp.3_Missense_Mutation_p.Y124N|NBPF10_uc001emq.1_IntronNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0CCGCTCATTGTATGAGCATCT0.562 rs4996268



+ 9 1402NBPF10_uc009wir.2_Intron|NBPF9_uc010oye.1_Intron|NBPF9_uc010oyf.1_Missense_Mutation_p.S387L|NBPF9_uc010oyg.1_Missense_Mutation_p.S421L|NBPF10_uc001emp.3_Intron|NBPF10_uc010oyi.1_5'UTR|NBPF10_uc001emq.1_Missense_Mutation_p.S185LNM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0GTGCAGAAATCATCTGCCCCC0.438

- 3 400 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2GGTTGCCTGAACATCCACATC0.433

- 24 8732_8733RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Missense_Mutation_p.P2746LNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11CAGCCTCCAAGGGAATGATCTC0.431

- 41 5873 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 18. 8TGACTTTCCTCCTGCAACACC0.428

- 8 1172WDR26_uc001hoq.3_Missense_Mutation_p.L253P|WDR26_uc010pvh.1_5'UTRNM_025160 NP_079436 Q9H7D7 WDR26_HUMAN WD 2. 0ACAAGCAACAAGATAGTTGTC0.428

- 12 1545NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_IntronNM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 10. 2CCTTCCTTTAATCTCCTTCTC0.333

+ 5 599HSD17B7P2_uc001izq.2_RNA|HSD17B7P2_uc001izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0TCATCTCGCAATGCAAGGAAA0.453 rs2257765

- 7 1309SGMS1_uc010qhk.1_Intron|SGMS1_uc009xot.1_Intron|SGMS1_uc009xou.1_Missense_Mutation_p.P119S|SGMS1_uc010qhl.1_RNANM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2TCTGGCATGGGGATCTTTATC0.502

+ 1 144 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0CCCGTCCATCCTCAACAGCGA0.542

+ 20 3052SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10CCCAGTCAACTGGGGACCCTT0.463

- 1 441SHOC2_uc001kzl.3_Intron|SHOC2_uc009xxx.2_Intron|SHOC2_uc010qrg.1_IntronNR_026715 0GTGAGCCAGGTGCCCCAGATA0.537

+ 14 2550PHRF1_uc010qwc.1_Nonsense_Mutation_p.E806*|PHRF1_uc010qwd.1_Nonsense_Mutation_p.E805*|PHRF1_uc010qwe.1_Nonsense_Mutation_p.E803*|PHRF1_uc009ybz.1_Nonsense_Mutation_p.E597*|PHRF1_uc009yca.1_RNANM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0GGACGATAAGGAGCAGAGGAA0.577

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANHelical; Name=4; (Potential). 2AAAAGGTAATGGAAAAATGAG0.473

- 11 1231SERGEF_uc009yhd.2_RNA|SERGEF_uc001mnn.2_3'UTRNM_012139 NP_036271 Q9UGK8 SRGEF_HUMAN RCC1 7. 1GAGTCCTGACGATGACAGCAG0.617

+ 11 2849NAV2_uc001mpp.2_Nonsense_Mutation_p.R743*|NAV2_uc001mpr.3_Nonsense_Mutation_p.R807*NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GTATCCCCCTCGAGCCAACGC0.632

+ 29 3169DGKZ_uc001nch.1_Missense_Mutation_p.L843P|DGKZ_uc010rgq.1_3'UTR|DGKZ_uc001ncj.1_Missense_Mutation_p.L793P|DGKZ_uc010rgr.1_Missense_Mutation_p.L792P|DGKZ_uc001nck.1_Missense_Mutation_p.L605P|DGKZ_uc001ncl.2_Missense_Mutation_p.L827P|DGKZ_uc001ncm.2_Missense_Mutation_p.L826P|DGKZ_uc009yky.1_Missense_Mutation_p.L827P|DGKZ_uc010rgs.1_Missense_Mutation_p.L804P|MDK_uc009ykz.1_5'Flank|MDK_uc001nco.2_5'Flank|MDK_uc001ncp.2_5'Flank|MDK_uc009yla.2_5'Flank|MDK_uc009ylb.2_5'Flank|MDK_uc001ncq.2_5'Flank|MDK_uc001ncr.2_5'Flank|MDK_uc001ncs.2_5'FlankNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN ANK 1. 3AGTCGCACGCTCCTGCACCAC0.692

+ 9 1346BCO2_uc001pne.1_Missense_Mutation_p.R237K|BCO2_uc001png.2_Missense_Mutation_p.R337K|BCO2_uc001pnh.2_Missense_Mutation_p.R376K|BCO2_uc010rwt.1_Missense_Mutation_p.R305K|BCO2_uc009yyn.2_Missense_Mutation_p.R376K|BCO2_uc001pni.2_Missense_Mutation_p.R376KNM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0TTCCCTCGAAGGTTTGTTTTG0.413

+ 9 1468FLI1_uc010sbt.1_Missense_Mutation_p.S183L|FLI1_uc010sbv.1_Missense_Mutation_p.S343L|FLI1_uc009zci.2_Missense_Mutation_p.S310LNM_002017 NP_002008 Q01543 FLI1_HUMAN 2273CCGACCGAGTCGTCCATGTAC0.493

- 3 857FOXM1_uc001qle.2_Missense_Mutation_p.R198C|FOXM1_uc001qlg.2_Missense_Mutation_p.R198C|FOXM1_uc009zea.2_Missense_Mutation_p.R197C|FOXM1_uc009zeb.2_Missense_Mutation_p.R197CNM_021953 NP_068772 Q08050 FOXM1_HUMAN 2TTGATGCTGCGGGAGCCCAGT0.493

+ 11 2149PTPRO_uc001rcw.1_Missense_Mutation_p.D659NNM_030667 NP_109592 Q16827 PTPRO_HUMANFibronectin type-III 7.|Extracellular (Potential). 9TGATACAACGGACTTGTCCCA0.413

- 4 444PLCZ1_uc001rdv.3_5'UTR|PLCZ1_uc001rdw.3_IntronNM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN 3AAAAGAATTTTCCGGTTTTCA0.333

- 11 3652SFRS2IP_uc001row.2_Missense_Mutation_p.S807F|SFRS2IP_uc001roy.1_Missense_Mutation_p.S1196FNM_004719 NP_004710 Q99590 SCAFB_HUMAN 0TCGCTTATAGGATTGCTGTTC0.428

- 1 183 NM_012064 NP_036196 P30301 MIP_HUMANHelical; (By similarity). 1GTAGCCAGGGCCAAGCCAAAT0.582

+ 14 2031GEFT_uc009zpy.2_Missense_Mutation_p.P563L|GEFT_uc001spa.2_Missense_Mutation_p.P418L|uc001spc.2_Intron|GEFT_uc001spd.2_Missense_Mutation_p.P229LNM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0GGCTCTCTCCCCTCTCTGCTG0.577

- 2 1182ZFC3H1_uc010sts.1_Missense_Mutation_p.V275I|ZFC3H1_uc001swp.2_Missense_Mutation_p.V275INM_144982 NP_659419 O60293 ZC3H1_HUMAN 5GTAATACTGACATTATCAGTG0.358

+ 24 3023_3024POLR3B_uc001tlq.2_Missense_Mutation_p.F876YNM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2CCACACGGCTTCCCATCACGAA0.5

+ 12 1215RFX4_uc001tls.2_Missense_Mutation_p.E392D|RFX4_uc001tlt.2_Missense_Mutation_p.E392D|RFX4_uc001tlv.2_Missense_Mutation_p.E289DNM_213594 NP_998759 Q33E94 RFX4_HUMANNecessary for dimerization. 1TATATCAGGAGTTTGACCATC0.458

- 8 2201_2202TRPC4_uc010abv.2_Missense_Mutation_p.P236F|TRPC4_uc001uwt.2_Missense_Mutation_p.P656F|TRPC4_uc010tey.1_Missense_Mutation_p.P656F|TRPC4_uc010abw.2_Missense_Mutation_p.P483F|TRPC4_uc010abx.2_Missense_Mutation_p.P656F|TRPC4_uc010aby.2_IntronNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANBinds to ITPR1, ITPR2 and ITPR3.|Cytoplasmic (Potential).p.P656P(1) 6GACATTGAAGGGAGTAGGCAGA0.431

+ 2 2484ARHGAP5_uc001wrm.2_Missense_Mutation_p.A749T|ARHGAP5_uc001wrn.2_Missense_Mutation_p.A749T|ARHGAP5_uc001wro.2_Intron|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN 5AATAAAGCAAGCTCTCAGAGG0.413

+ 13 5940 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21TGGTTCACATGGGAAAGAGAT0.383

- 2 538 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4GCAGATGTCAGAAATGAGAGA0.458

- 2 886C14orf43_uc001xou.2_Missense_Mutation_p.P35S|C14orf43_uc010tud.1_Missense_Mutation_p.P35S|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5GACTGCTGGGGGGGCTGCAGG0.662

+ 2 671MOAP1_uc001ybj.2_5'Flank|C14orf109_uc001ybk.3_Missense_Mutation_p.P67SNM_001098621 NP_001092091 Q8N6I4 CN109_HUMANHelical; (Potential). 0ACTCTCCTTGCCTTTTTGGGT0.453

+ 23 2577 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4TCAGGGTTAGGAAAGACTTCT0.303 rs150367623

+ 4 538EML1_uc010avt.1_Missense_Mutation_p.R144C|EML1_uc010tww.1_Missense_Mutation_p.R145C|EML1_uc001ygq.2_Missense_Mutation_p.R176C|EML1_uc001ygr.2_Missense_Mutation_p.R176CNM_004434 NP_004425 O00423 EMAL1_HUMAN 5AAACCGGAATCGCACAGGCTC0.507

+ 1 2045 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN Pro-rich. 8GTGGATTCCCCTCCTCCTCTT0.547

- 9 828VPS39_uc001zpc.2_Missense_Mutation_p.T215INM_015289 NP_056104 Q96JC1 VPS39_HUMAN CNH. 3GAGTACCACGGTGAGATCATC0.527

- 3 560 NM_207381 NP_997264 Q5GJ75 TP8L3_HUMAN 0TGTGTGTGCTCTTTGGTGACT0.448

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7AATAGCAGCAGAATTTCAAAT0.388

- 14 1581LOC645752_uc010umq.1_5'Flank|uc002bcw.1_5'Flank|uc002bcx.1_5'FlankNR_027024 0TCCAGATGTTCTCCTCCATCT0.627 rs56290535

- 10 1091 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1ATGGCCTCTTTGGCAGTCAGT0.468

+ 3 605SMTNL2_uc002fye.2_Missense_Mutation_p.P36SNM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0AGCACCAGATCCCCCCAGGCC0.632

+ 6 544TBC1D3_uc002hop.2_Splice_Site|TBC1D3_uc010wdj.1_Splice_Site_p.Q49_splice|TBC1D3_uc010cvf.1_Splice_Site_p.Q129_splice|TBC1D3_uc002hoq.2_Splice_Site_p.Q129_splice|TBC1D3_uc010wdk.1_Splice_Site_p.Q190_splice|uc002hpl.2_5'Flank|uc002hor.2_5'FlankNM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0AAGATACCAGGTACGCTCAGC0.587

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN27 X 5 AA repeats of C-C-[GIKRQVHEL]- [SPTR]-[STVQRMC].0 ctggagatgctgcagctgggg 0.129

+ 3 498WNT9B_uc002ikx.1_Missense_Mutation_p.R154QNM_003396 NP_003387 O14905 WNT9B_HUMAN 2CTGGAGAGCCGGCAGGCCTGG0.662

+ 2 664HLF_uc010dce.1_5'UTR|HLF_uc002iuh.2_5'UTR|HLF_uc010wni.1_5'UTRNM_002126 NP_002117 Q16534 HLF_HUMAN 2TAAAGACAAGGAAAAGAAGCT0.433

- 8 1079TRIM37_uc002iwz.3_Missense_Mutation_p.T212S|TRIM37_uc002ixa.3_Missense_Mutation_p.T90S|TRIM37_uc010woc.1_Missense_Mutation_p.T178SNM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7TGTTTCTTGGGTTAGAGATGT0.328



- 8 1464SLC16A3_uc002kee.2_Intron|CSNK1D_uc002kef.2_Missense_Mutation_p.S383L|CSNK1D_uc002kei.2_Missense_Mutation_p.S383L|CSNK1D_uc010wvj.1_Missense_Mutation_p.S180L|CSNK1D_uc010dil.2_RNA|CSNK1D_uc002keh.2_Missense_Mutation_p.S248LNM_001893 NP_001884 P48730 KC1D_HUMAN 2GAGGTCGGACGAGGAGATGTT0.672

- 6 1782KLHL14_uc010dmd.1_Missense_Mutation_p.R13WNM_020805 NP_065856 Q9P2G3 KLH14_HUMAN Kelch 3. 1CACTGCTCCCGCATGAGCCGC0.463

+ 13 1292TLE6_uc002lwt.2_Missense_Mutation_p.P421S|TLE6_uc010dtg.2_Missense_Mutation_p.P421S|TLE6_uc002lwv.2_Missense_Mutation_p.P202SNM_024760 NP_079036 Q9H808 TLE6_HUMAN WD 4. 1CAAGGGTTATCCTGATGGAGT0.567

+ 6 2416SHD_uc010dtu.2_Missense_Mutation_p.S278LNM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0CACTACAGTTCACGCCCACTG0.662

+ 8 2027SYDE1_uc002nai.1_Missense_Mutation_p.G599R|SYDE1_uc002naj.1_Missense_Mutation_p.G323RNM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2CCTGCCCTGTGGGCGGGATTT0.697

+ 12 1425 NM_023944 NP_076433 7GGGAGGTCACCTCTGGCTTTT0.557

- 2 468LPAR2_uc002nna.3_Nonsense_Mutation_p.L110*|LPAR2_uc002nnc.3_Nonsense_Mutation_p.L110*NM_004720 NP_004711 Q9HBW0 LPAR2_HUMANHelical; Name=3; (Potential). 2TGTGTCCAGCAAGCCCTGCCG0.667

+ 5 1060CD22_uc010xst.1_Missense_Mutation_p.Q156L|CD22_uc010edu.2_Missense_Mutation_p.Q328L|CD22_uc010edv.2_Missense_Mutation_p.Q328L|CD22_uc002nzb.3_Intron|CD22_uc010edx.2_RNANM_001771 NP_001762 P20273 CD22_HUMANExtracellular (Potential). 9CTGCAAGTGCAGTGTGAGCCC0.652

+ 39 6573RYR1_uc002oiu.2_Missense_Mutation_p.S2148F|RYR1_uc002oiv.1_5'FlankNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|6 X approximate repeats. 12TCACCGTCCTCCGTGGAAGAC0.662

- 5 979LILRA6_uc002qew.1_Intron|LILRA3_uc010erk.2_Missense_Mutation_p.S241FNM_006865 NP_006856 Q8N6C8 LIRA3_HUMANIg-like C2-type 3. 1CGACCACTCGGAGGAGAGGTT0.677

- 8 1027EXOC6B_uc002sij.2_Nonsense_Mutation_p.R297*NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2TGTAGACATCGATAAACTGGA0.368

+ 7 2842 NM_144993 NP_659430 O43151 TET3_HUMAN 0CCAGCATAACCTCTACAATGG0.617

- 4 729LY75_uc002ubb.3_Nonsense_Mutation_p.W220*|LY75_uc010fos.2_Nonsense_Mutation_p.W220*|LY75_uc010fot.1_Nonsense_Mutation_p.W220*NM_002349 NP_002340 O60449 LY75_HUMANExtracellular (Potential). 0CGTTCTTTTCCCAATTATCTT0.353

+ 8 4574XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.P1344L|XIRP2_uc010fpq.2_Missense_Mutation_p.P1297L|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_5'FlankNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14GAAATCCCTCCTTCTGATGTC0.358

- 41 7488 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 4 (By similarity). 12CGGCAATGATCAATAAACATG0.468

+ 14 2159PARD3B_uc010fub.1_Missense_Mutation_p.A651V|PARD3B_uc002vao.1_Missense_Mutation_p.A651V|PARD3B_uc002vap.1_Missense_Mutation_p.A589V|PARD3B_uc002vaq.1_Missense_Mutation_p.A651VNM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4GACGGATGGGCCGAGAGTGAA0.438

+ 3 429KIAA1486_uc010fxa.1_IntronNM_020864 NP_065915 Q9P242 K1486_HUMAN 3GGCCACGAAGGAAGTTACGTG0.478

+ 21 1404COL4A3_uc002von.1_Missense_Mutation_p.M414I|COL4A3_uc002voo.1_Missense_Mutation_p.M414I|COL4A3_uc002vop.1_Missense_Mutation_p.M414I|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3AGGATGCCATGGGGACTCCTG0.602

- 2 225GGTLC1_uc002wtu.2_Missense_Mutation_p.M31TNM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1GTCATCCGGCATGTAGAACTC0.622

+ 2 61FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0ATGTACAGAATCGCCCTGAAA0.353 rs143761036

+ 6 1242TOX2_uc010ggo.2_Missense_Mutation_p.P427T|TOX2_uc002xle.3_Missense_Mutation_p.P385T|TOX2_uc010ggp.2_Missense_Mutation_p.P385T|TOX2_uc002xlg.2_Intron|TOX2_uc010zwk.1_Missense_Mutation_p.P305TNM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN Pro-rich. 1GTCCCCAGCCCCCCAGCCCCC0.677

+ 26 5528DOPEY2_uc011aeb.1_Missense_Mutation_p.P1766SNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2AACAAGAACTCCCAACCTGGA0.403

- 25 4734DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11GGGCTGATTGGAAAACTCCCC0.488

- 1 4437 NM_015672 NP_056487 0TTGCTGGTGCCCATGTGCTGG0.557

+ 2 954RFPL3_uc010gwn.2_Missense_Mutation_p.D221G|RFPL3S_uc003amk.2_RNA|RFPL3S_uc003aml.2_RNANM_001098535 NP_001092005 O75679 RFPL3_HUMAN B30.2/SPRY. 1ATTTTTCTGGATATGGGCATG0.512

+ 7 2403TRIOBP_uc003atu.2_Missense_Mutation_p.P539L|TRIOBP_uc003atq.1_Missense_Mutation_p.P711L|TRIOBP_uc003ats.1_Missense_Mutation_p.P539LNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCCTCCTCTCCTAACAGAACC0.582

+ 2 379 CCR8_uc003cjm.2_IntronNM_005201 NP_005192 P51685 CCR8_HUMANHelical; Name=2; (Potential). 2GGCCCTGTCTGACCTGCTTTT0.488

+ 4 620ARIH2_uc003cvc.2_Missense_Mutation_p.S103L|ARIH2_uc003cvf.2_Missense_Mutation_p.S21L|ARIH2_uc010hkl.2_Missense_Mutation_p.S103L|ARIH2_uc003cvd.1_3'UTR|ARIH2_uc003cve.1_3'UTRNM_006321 NP_006312 O95376 ARI2_HUMAN 1TGGCAAGTTTCAGAGATATTG0.363

+ 5 7708 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8CCGGGGTCTCCCCAGCTCTGC0.632

+ 1 379 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMANCytoplasmic (Potential). 3GGCATATGATCGCTATGTAGC0.378

+ 3 237NIT2_uc011bha.1_Missense_Mutation_p.P55SNM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1GAAATATTTTCCTGAATATGC0.373

+ 8 1414 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2TGGTTCTTTTAGGCGAAAGCT0.378

- 7 1562ILDR1_uc003eeq.2_Missense_Mutation_p.E454K|ILDR1_uc003eer.2_Missense_Mutation_p.E442K|ILDR1_uc010hrg.2_Missense_Mutation_p.E397KNM_175924 NP_787120 Q86SU0 ILDR1_HUMANCytoplasmic (Potential). 1GGCTGCCTCTCCTTGTCCTCT0.672

+ 12 1699_1700 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0TCTCTTTAAGGAAGAAACAAAA0.347

- 10 1211LRRC34_uc003ffy.2_Missense_Mutation_p.G431E|LRRC34_uc011bpn.1_3'UTR|LRRC34_uc003ffz.2_Missense_Mutation_p.G383E|LRRC34_uc003fga.3_3'UTRNM_153353 NP_699184 Q8IZ02 LRC34_HUMAN 0ATAAGATTCTCCATAAGTTGA0.378

+ 4 467SAMD7_uc003fge.2_Missense_Mutation_p.R67L|SAMD7_uc011bpo.1_5'UTRNM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN p.R67W(1) 1TTGTCCAGTCGGATCTACCCA0.428 rs138236130

+ 11 1911TPRG1_uc003frw.1_Missense_Mutation_p.K228NNM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0ATGCCCACAAGAATTCAACTG0.408

+ 12 1714TP63_uc003frz.2_Missense_Mutation_p.P542L|TP63_uc010hzc.1_Intron|TP63_uc003fsc.2_Missense_Mutation_p.P448L|TP63_uc003fsd.2_Missense_Mutation_p.P448L|TP63_uc010hzd.1_Missense_Mutation_p.P363LNM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12CCCCCACCTCCGTATCCCACA0.607

- 11 2052LEPREL1_uc003fsg.2_Missense_Mutation_p.S374FNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4GTGTGTATAGGAAAAATACAG0.433

- 9 1067_1068UBXN7_uc003fwn.3_Missense_Mutation_p.S183F|UBXN7_uc010iae.2_Missense_Mutation_p.S169FNM_015562 NP_056377 O94888 UBXN7_HUMAN 3AGCCACAAACGGATATGAACTC0.416

- 22 3199 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Ser-rich. 6GACTTCTTAGGAGAAGAATTG0.358

- 12 1661CFI_uc003hzq.2_Nonsense_Mutation_p.Q282*|CFI_uc011cft.1_Nonsense_Mutation_p.Q493*|CFI_uc003hzs.3_Nonsense_Mutation_p.Q478*NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0TCACCCCACTGAAGTGAAAAG0.333

+ 2 524 INTU_uc011cgq.1_RNA NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1GAAGACAGGAGTCATTGTCCA0.393

+ 1 2889PCDH10_uc003igz.2_Missense_Mutation_p.G688VNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCadherin 6.|Extracellular (Potential). 2 CCCCAgggcgggggcgggagc0.587

- 1 1990PCDH18_uc003ihf.3_Missense_Mutation_p.H528Y|PCDH18_uc011cgz.1_Intron|PCDH18_uc003ihg.3_Missense_Mutation_p.H315Y|PCDH18_uc011cha.1_IntronNM_019035 NP_061908 Q9HCL0 PCD18_HUMANExtracellular (Potential).|Cadherin 5. 5ACTTCTTCATGATCAAAGATT0.418

- 1 46GYPE_uc010ion.2_RNA|GYPE_uc003ijk.3_Translation_Start_SiteNM_198682 NP_941391 P15421 GLPE_HUMAN 0CCTGAGATCACGAGCTGGCTC0.398

- 28 4403 NM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31GGGAAGCTTTCGACATCTGTG0.468



- 2 1200 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0GAAGCCAATCGAAAAAGCCTT0.408

- 14 1547ADAM19_uc003lww.1_Missense_Mutation_p.P228S|ADAM19_uc003lwy.2_Missense_Mutation_p.P94S|ADAM19_uc011ddr.1_Missense_Mutation_p.P426SNM_033274 NP_150377 Q9H013 ADA19_HUMANDisintegrin.|Extracellular (Potential). 8AAGTTGGTAGGGCAGTGGGGA0.622

+ 9 7204HIVEP1_uc011diq.1_RNANM_002114 NP_002105 P15822 ZEP1_HUMAN 6GAGCACAGCCCCCAGACAGCA0.512

- 30 4190C6orf27_uc011dog.1_5'Flank|C6orf27_uc003nxd.2_5'Flank|C6orf27_uc011doh.1_5'FlankNM_006295 NP_006286 P26640 SYVC_HUMAN 3TAGGGCGATGGCCTCATCCAC0.572

- 32 4462PKHD1_uc003pai.2_Missense_Mutation_p.P1396SNM_138694 NP_619639 P08F94 PKHD1_HUMANIPT/TIG 9.|Extracellular (Potential). 44CCCTGCGATGGGAAGATGGCC0.507

- 16 3591COL12A1_uc003pht.2_IntronNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 8. 9CTCCAAAACAACTGTGTTGTC0.418

+ 17 1964STXBP5_uc010khz.1_Splice_Site_p.K601_splice|STXBP5_uc003qlx.2_Splice_Site|STXBP5_uc003qly.2_Splice_Site_p.K272_splice|STXBP5_uc003qma.2_5'FlankNM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0 TTTTATTTTAGAGTTAAAAAC0.313

+ 7 1005PACRG_uc003qub.2_Missense_Mutation_p.G222W|PACRG_uc003quc.2_Missense_Mutation_p.G222W|LOC285796_uc011egh.1_IntronNM_152410 NP_689623 Q96M98 PACRG_HUMAN 0GGAGAACATTGGGGACTTGAT0.507

+ 3 1358 TTLL2_uc011egr.1_RNANM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3AAGAAATGAGGGGAGAGAAGC0.433 rs141172576

+ 6 1057IL6_uc003svj.3_Missense_Mutation_p.E200KNM_000600 NP_000591 P05231 IL6_HUMAN 0CAGCTTTAAGGAGTTCCTGCA0.527

- 9 1318FKBP6_uc003twz.2_Intron|NSUN5_uc003txv.2_Missense_Mutation_p.P428S|NSUN5_uc003txx.2_Missense_Mutation_p.P390S|NSUN5_uc011kev.1_Missense_Mutation_p.P428SNM_018044 NP_060514 Q96P11 NSUN5_HUMAN 0ACTCACCTTGGCACCTCGACC0.607

- 2 257 NM_001024607 NP_001019778 A4D0T2 CG066_HUMAN 2CATGTGACGATATTGAGCTGA0.418

+ 14 1470ST7_uc003vio.2_3'UTR|ST7_uc003viq.2_3'UTR|ST7_uc011knm.1_3'UTR|ST7_uc003vir.2_3'UTRNM_021908 NP_068708 Q9NRC1 ST7_HUMAN 2CACTCACCTCACCCGCCGCTG0.507

- 2 476 WNT2_uc003vja.2_5'UTRNM_003391 NP_003382 P09544 WNT2_HUMAN 7CATCACATCTGGATGTCGGTG0.597

+ 5 634CPA1_uc011kpf.1_Missense_Mutation_p.S100G|CPA1_uc003vpw.2_IntronNM_001868 NP_001859 P15085 CBPA1_HUMAN 1CACCCAGGCCAGTGGGGTCTG0.652

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 4 776 ATG9B_uc003wig.3_RNANM_173681 NP_775952 Q674R7 ATG9B_HUMANLumenal (By similarity). 1TCCACGCATCGAAGGAGGAAG0.537

- 3 452 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1CCCAGTTGTTCCTTCTGCATG0.458

- 3 1741SLCO5A1_uc010lzb.2_Missense_Mutation_p.G345E|SLCO5A1_uc011lfa.1_Intron|SLCO5A1_uc003xyk.2_Missense_Mutation_p.G345E|SLCO5A1_uc010lzc.2_Missense_Mutation_p.G345ENM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANHelical; Name=6; (Potential). 4TTACCAGTTTCCAATGAAACG0.348

- 10 2369 NM_001163 NP_001154 Q02410 APBA1_HUMAN PDZ 1. 1ATTCAGCTTCCCAGATTTCTC0.527

+ 1 805 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMANCytoplasmic (Potential). 2AAGAAAGAAAGCCTTCTCTAC0.383

+ 11 1721PTGS1_uc011lys.1_Missense_Mutation_p.S467F|PTGS1_uc010mwb.1_Missense_Mutation_p.S383F|PTGS1_uc004bmf.1_Missense_Mutation_p.S492F|PTGS1_uc004bmh.1_Missense_Mutation_p.S420F|PTGS1_uc011lyt.1_Missense_Mutation_p.S420FNM_000962 NP_000953 P23219 PGH1_HUMAN 2GCTCCCTTTTCCCTCAAGGGT0.512

- 2 422WDR34_uc004bvs.1_Missense_Mutation_p.P100S|WDR34_uc004bvr.1_Missense_Mutation_p.P100S|WDR34_uc011mbi.1_5'UTRNM_052844 NP_443076 Q96EX3 WDR34_HUMAN 3TACTGGGACGGGGGCTGCACG0.627

- 28 7018SEC16A_uc004chp.2_RNA|SEC16A_uc004chq.2_Missense_Mutation_p.P100S|SEC16A_uc011mea.1_Missense_Mutation_p.P97S|SEC16A_uc004chr.2_Missense_Mutation_p.P265S|SEC16A_uc004chs.2_Missense_Mutation_p.P77S|SEC16A_uc004cht.2_Missense_Mutation_p.P287S|SEC16A_uc004chu.2_Missense_Mutation_p.P444S|SEC16A_uc004chv.3_Missense_Mutation_p.P1627S|SEC16A_uc004chw.2_Missense_Mutation_p.P2237S|SEC16A_uc010nbn.2_Missense_Mutation_p.P2259SNM_014866 NP_055681 O15027 SC16A_HUMANRequired for interaction with SEC23A.|Pro-rich. 0GGAAGCTGTGGTTCTTCTGCA0.622

- 2 231SCARNA9L_uc010nfp.2_5'FlankNM_001412 NP_001403 P47813 IF1AX_HUMAN 1GTTTTTACCTCCTTTACCTGA0.313

- 2 2186 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112TCGGACTTGAGTCTCTCTACA0.617

- 25 2239TEX11_uc004dyk.2_Missense_Mutation_p.E368K|TEX11_uc004dym.2_Missense_Mutation_p.E678KNM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5CTCCCTTGCTCTAGATCAACT0.393

+ 25 4487 NM_198576 NP_940978 O00468 AGRIN_HUMANLaminin G-like 1. 3TTCTGGGCGAGAGTCCCAGTG0.692

+ 8 916ACAP3_uc001aec.1_5'Flank|PUSL1_uc010nyi.1_Missense_Mutation_p.G135R|PUSL1_uc009vjx.2_Missense_Mutation_p.G170ENM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1CACCCTGCAGGGGCCACAGTT0.662

- 38 5594CHD5_uc001alz.1_Missense_Mutation_p.V689M|CHD5_uc001ama.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12AGGCACTCCACTTCAGCCAGG0.652

- 6 672 NM_001561 NP_001552 Q07011 TNR9_HUMANExtracellular (Potential). 4GCCCAGTTACCTGGCTCTCTC0.537

- 12 1431 NM_207420 NP_997303 Q6PXP3 GTR7_HUMANCytoplasmic (Potential). 0AAATGCGGTTTATCTCCACAA0.483

+ 35 3967KIF1B_uc001aqw.3_Nonsense_Mutation_p.W1209*|KIF1B_uc001aqy.2_Nonsense_Mutation_p.W1229*|KIF1B_uc001aqz.2_Nonsense_Mutation_p.W1255*|KIF1B_uc001ara.2_Nonsense_Mutation_p.W1215*|KIF1B_uc001arb.2_Nonsense_Mutation_p.W1241*NM_015074 NP_055889 O60333 KIF1B_HUMAN 3TCCTGGTTTGGTTTGAGATCA0.373

- 3 234C1orf127_uc001arr.1_Missense_Mutation_p.L77F|C1orf127_uc001ars.1_Missense_Mutation_p.L77FNM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1CTCTGAAGAAGGCCTTGTCTC0.607

+ 8 2164PTCHD2_uc001asi.1_Missense_Mutation_p.E676KNM_020780 NP_065831 Q9P2K9 PTHD2_HUMANCytoplasmic (Potential). 7GCTGGAGGTCGAGGAAGAGCC0.632

- 2 397CLCN6_uc010oav.1_Intron|CLCN6_uc010oaw.1_Intron|CLCN6_uc010oax.1_Intron|CLCN6_uc010oay.1_Intron|CLCN6_uc010oaz.1_Intron|CLCN6_uc010oba.1_IntronNM_006172 NP_006163 P01160 ANF_HUMAN 2TCCCAGGGGCCCCGCCCGAGG0.672

+ 1 307 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3CCAGAAGGTTCGCCCCAGGTG0.592

- 1 317HNRNPCL1_uc010obf.1_Missense_Mutation_p.M74INM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0GGCTAGCAATCATTCTGCCAT0.502

+ 7 787 NM_033440 NP_254275 P08217 CEL2A_HUMANPeptidase S1. 2GTCTTCACGCGGGTCTCCAAT0.622

+ 11 1654DNAJC16_uc001awr.1_Nonsense_Mutation_p.R512*|DNAJC16_uc001awt.2_Nonsense_Mutation_p.R200*|DNAJC16_uc001awu.2_RNANM_015291 NP_056106 Q9Y2G8 DJC16_HUMANCytoplasmic (Potential). 3TTTTCTCCTTCGATGGTTCTA0.468

+ 1 408KLHDC7A_uc009vpg.2_5'UTRNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3AAGCCCCAGAGAAAAGGCTCA0.627

+ 1 1307KLHDC7A_uc009vpg.2_Missense_Mutation_p.P201SNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3CTTCCATATCCCGCTCACCCC0.647

- 2 117PLA2G2D_uc009vpo.2_RNANM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0GGCATTTTCCCAGTCACTTGC0.552

- 4 954 NM_024544 NP_078820 Q969V5 MUL1_HUMANCytoplasmic (Potential). 0GCGCTCCTGCCGCTGCAGATA0.607

- 8 964ECE1_uc001bem.2_Nonsense_Mutation_p.E281*|ECE1_uc001bej.2_Nonsense_Mutation_p.E285*|ECE1_uc001bei.2_Nonsense_Mutation_p.E294*|ECE1_uc010odl.1_Nonsense_Mutation_p.E297*|ECE1_uc009vqa.1_Nonsense_Mutation_p.E297*NM_001397 NP_001388 P42892 ECE1_HUMANExtracellular (Potential). 3ATGGCCTCCTCGTCCCCGCCG0.622

- 15 1286RAP1GAP_uc001bev.2_Missense_Mutation_p.P343L|RAP1GAP_uc001bew.2_Missense_Mutation_p.P407L|RAP1GAP_uc001bey.2_Missense_Mutation_p.P343LNM_002885 NP_002876 P47736 RPGP1_HUMAN Rap-GAP. 3TCCAAAGAAGGGCACATCATC0.647

+ 10 1997EPHB2_uc001bge.2_Missense_Mutation_p.I619F|EPHB2_uc001bgf.2_Missense_Mutation_p.I618F|EPHB2_uc010odu.1_Missense_Mutation_p.I560FNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential). 5GGAAATTGACATCTCCTGTGT0.532



+ 10 1299GRHL3_uc001bix.2_Missense_Mutation_p.R413Q|GRHL3_uc001biz.2_Missense_Mutation_p.R320QNM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1GATGACGAGCGGAAGCAGTTC0.627

+ 2 967MAN1C1_uc009vry.1_Missense_Mutation_p.G33RNM_020379 NP_065112 Q9NR34 MA1C1_HUMANLumenal (Potential). 1TAACATGTTCGGTGAGTCGAT0.502

- 24 3586MAP3K6_uc009vsw.1_Missense_Mutation_p.R1105WNM_004672 NP_004663 O95382 M3K6_HUMAN 9AGGGCTGCCCGCACAGCACGG0.662 rs143876994

- 17 2467MAP3K6_uc009vsw.1_Missense_Mutation_p.P732S|MAP3K6_uc001bnz.1_Missense_Mutation_p.P263SNM_004672 NP_004663 O95382 M3K6_HUMANProtein kinase. 9TCCTTCAGGGGTCCCCACACC0.582 rs138197184

- 2 203 NM_207397 NP_997280 Q6UWJ8 C16L2_HUMANExtracellular (Potential). 0ATATTCAGGCGGATCAGGGCT0.622

- 6 1602_1603SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CCTTTGACACGGAGCGGGATGG0.446 rs146685214

+ 31 4434PTPRU_uc001brv.2_Missense_Mutation_p.G1438R|PTPRU_uc001brw.2_Missense_Mutation_p.G1432R|PTPRU_uc009vtq.2_Missense_Mutation_p.G1436R|PTPRU_uc009vtr.2_Missense_Mutation_p.G1429R|PTPRU_uc001brx.2_Missense_Mutation_p.G168RNM_005704 NP_005695 Q92729 PTPRU_HUMANCytoplasmic (Potential). 7GTACTTGGAGGGGCTGGAGTC0.602

- 1 126SNRNP40_uc010oge.1_Missense_Mutation_p.G27E|ZCCHC17_uc001bsp.1_5'Flank|ZCCHC17_uc001bsq.1_5'Flank|ZCCHC17_uc010ogf.1_5'Flank|ZCCHC17_uc009vtu.1_5'Flank|ZCCHC17_uc001bsr.1_5'Flank|ZCCHC17_uc009vtv.1_5'FlankNM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0AGACCCCGCTCCCAACAGCAA0.637

- 4 529BAI2_uc010ogp.1_Missense_Mutation_p.P47S|BAI2_uc010ogq.1_Missense_Mutation_p.P59S|BAI2_uc001bto.2_Missense_Mutation_p.P59S|BAI2_uc001btq.1_Missense_Mutation_p.P47S|BAI2_uc010ogr.1_Missense_Mutation_p.P47SNM_001703 NP_001694 O60241 BAI2_HUMANExtracellular (Potential). 13GCGATGGTAGGAAAGAGGTCC0.677

- 2 900SPOCD1_uc001btu.2_Missense_Mutation_p.G281E|SPOCD1_uc001btv.2_IntronNM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6TTTCTCAGTCCCTGAGGCACA0.637

+ 13 1540LCK_uc001buy.2_Missense_Mutation_p.E468K|LCK_uc001buz.2_Missense_Mutation_p.E498K|LCK_uc001bva.2_Missense_Mutation_p.E475KNM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6CTGTCCAGAGGAGCTGTACCA0.597

- 5 825CSMD2_uc001bxm.1_Missense_Mutation_p.L306FNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 2.|Extracellular (Potential). 12GCTTACCAGAGGGAGGAGCCT0.542

- 2 150CSMD2_uc001bxm.1_Missense_Mutation_p.G81RNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 1.|Extracellular (Potential). 12TATGGGAACCCTGGGCTCTCA0.537

+ 5 796EIF2C1_uc001bzk.2_Missense_Mutation_p.E120K|EIF2C1_uc009vuy.2_5'FlankNM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3GGGTGGGCGCGAGGTCTGGTT0.632

- 4 672C1orf109_uc001cbn.2_RNA|C1orf109_uc010oig.1_Missense_Mutation_p.S224L|C1orf109_uc001cbo.2_Missense_Mutation_p.S223LNM_017850 NP_060320 Q9NX04 CA109_HUMAN 0CTGGATAGACGAAAGAAGATA0.438

- 2 232FHL3_uc001cck.2_Missense_Mutation_p.H49N|FHL3_uc001ccl.2_Missense_Mutation_p.H49N|FHL3_uc001ccm.2_Intron|FHL3_uc009vvl.1_Missense_Mutation_p.H49NNM_004468 NP_004459 Q13643 FHL3_HUMANLIM zinc-binding 1. 0CTCGAGTCATGCCCGATAAGC0.607

+ 1 3712MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0AGTGCATGCTCCAGAGGAGCC0.617

- 2 265 NM_032526 NP_115915 Q9BXI3 5NT1A_HUMAN 1CTGAAGGGTTCGTTCTCATGT0.448

- 3 305HPCAL4_uc010oix.1_IntronNM_016257 NP_057341 Q9UM19 HPCL4_HUMAN EF-hand 2. 1CGCGAACTTGGAGGCGTCGCC0.692

+ 9 770PPIE_uc001cdt.1_Missense_Mutation_p.T177A|PPIE_uc010oiy.1_Missense_Mutation_p.T164A|PPIE_uc001cdu.1_RNA|PPIE_uc001cdv.2_Missense_Mutation_p.T243A|PPIE_uc001cdw.2_Missense_Mutation_p.T243A|PPIE_uc001cdx.1_Missense_Mutation_p.T159ANM_006112 NP_006103 Q9UNP9 PPIE_HUMANPPIase cyclophilin-type. 0TGGCCCAAACACCAATGGCTC0.547

+ 4 385NFYC_uc010ojm.1_Intron|NFYC_uc001cfx.3_Missense_Mutation_p.P126L|NFYC_uc009vwd.2_Missense_Mutation_p.P126L|NFYC_uc001cfz.2_Missense_Mutation_p.P126L|NFYC_uc010ojn.1_Missense_Mutation_p.P88L|NFYC_uc001cfy.3_Missense_Mutation_p.P126L|NFYC_uc001cgc.2_Missense_Mutation_p.P126L|NFYC_uc001cgb.2_Missense_Mutation_p.P126L|NFYC_uc001cgd.3_Missense_Mutation_p.P126L|MIR30E_hsa-mir-30e|MI0000749_5'Flank|uc001cgf.1_5'FlankNM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3CTGAAACCTCCAAAGCGTCAG0.423

- 5 6392HIVEP3_uc001cha.3_Missense_Mutation_p.P1727S|HIVEP3_uc001cgy.2_RNANM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6ATCCTCGCCGGCTCCCCTCTC0.562

- 9 1723 NM_006516 NP_006507 P11166 GTR1_HUMANCytoplasmic (Potential). 5GCAGCTGGACGTGGACCCTGG0.552 rs80359839

+ 13 2096TIE1_uc010okd.1_Missense_Mutation_p.P673S|TIE1_uc010oke.1_Missense_Mutation_p.P628S|TIE1_uc009vwq.2_Missense_Mutation_p.P629S|TIE1_uc010okf.1_Missense_Mutation_p.P318S|TIE1_uc010okg.1_Missense_Mutation_p.P318SNM_005424 NP_005415 P35590 TIE1_HUMANFibronectin type-III 3.|Extracellular (Potential). 7TCTGCCTGGGCCAATATCCAA0.637

+ 11 2137_2138PTPRF_uc001cjs.2_Missense_Mutation_p.R600C|PTPRF_uc001cju.2_Missense_Mutation_p.R171C|PTPRF_uc009vwt.2_Missense_Mutation_p.R171C|PTPRF_uc001cjv.2_Missense_Mutation_p.R171CNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).|Fibronectin type-III 3. 10CCATTGAGGCCCGCACAGCCCA0.545

+ 7 936DMAP1_uc001clr.1_Missense_Mutation_p.R286C|DMAP1_uc001cls.1_Missense_Mutation_p.R286C|DMAP1_uc010oku.1_Missense_Mutation_p.R276CNM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0GCGCACGGAACGCAAGGCCCC0.617

+ 10 1654RNF220_uc001clw.1_Missense_Mutation_p.R432W|RNF220_uc010oky.1_Missense_Mutation_p.R219W|RNF220_uc010okz.1_Missense_Mutation_p.R174W|RNF220_uc001clx.1_Missense_Mutation_p.R148W|RNF220_uc001cly.1_Missense_Mutation_p.R111W|RNF220_uc001clz.1_Missense_Mutation_p.R111W|RNF220_uc001cma.1_Missense_Mutation_p.R111W|TMEM53_uc001cmb.1_IntronNM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2AGAGGCACTTCGGGGCGCAGT0.592

- 2 557IPP_uc001cos.3_Missense_Mutation_p.T97INM_005897 NP_005888 Q9Y573 IPP_HUMAN BTB. 1TAACATACCTGTGTAAATGAA0.274

+ 5 842 FAAH_uc001cpv.2_RNANM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2CATCTGCGGCCTCAAGCCCAC0.517

- 3 429CYP4A11_uc001cqq.2_Nonsense_Mutation_p.W126*|CYP4A11_uc010omm.1_RNANM_000778 NP_000769 Q02928 CP4AB_HUMAN 4ACATACCAATCCATGGAGCCA0.458

+ 7 854SLC5A9_uc010oms.1_Intron|SLC5A9_uc001crn.2_Missense_Mutation_p.H293Y|SLC5A9_uc010omt.1_Missense_Mutation_p.H282Y|SLC5A9_uc001crp.2_5'UTR|SLC5A9_uc010omu.1_IntronNM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMANExtracellular (Potential). 3CGATGCTTTCCACATTCTTCG0.612

- 5 461SPATA6_uc001crs.1_Missense_Mutation_p.S99F|SPATA6_uc010omv.1_Missense_Mutation_p.S85F|SPATA6_uc001crt.2_5'UTRNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1GTCATACGTAGACAGTGTTTC0.363

- 3 808 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1GAGGAGGCACAGGGTGAGGAG0.677

- 9 1016YIPF1_uc001cvv.2_RNA|YIPF1_uc001cvw.2_RNA|YIPF1_uc001cvx.2_RNA|YIPF1_uc001cvy.2_RNANM_018982 NP_061855 Q9Y548 YIPF1_HUMANLumenal (Potential). 2AGAATCCAACGAACAGCTTTC0.483 rs77267196

+ 5 553 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 TTAGGATTATCTAATATGATG0.333

- 2 1157C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.A251TNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5TTACCTGGGGCCTGACTGGCA0.507

- 2 1071C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.R222KNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5CCAGCTTTTTCTGATATGTTG0.512

+ 4 575 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3CCAATTCCAGGATCACAGAAG0.498

- 11 1656C8B_uc010oon.1_Missense_Mutation_p.Q468R|C8B_uc010ooo.1_Missense_Mutation_p.Q478RNM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4GGCTAGGCCTTGGGATCCAAC0.498

- 2 286C8B_uc010oon.1_5'UTR|C8B_uc010ooo.1_Nonsense_Mutation_p.W21*NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4CACATGTGGTCCAAGAGGACC0.522

- 14 1620DAB1_uc001cyt.1_Missense_Mutation_p.L314F|DAB1_uc001cyq.1_Missense_Mutation_p.L314F|DAB1_uc001cyr.1_Missense_Mutation_p.L230F|DAB1_uc009vzw.1_Missense_Mutation_p.L298F|DAB1_uc009vzx.1_Missense_Mutation_p.L316FNM_021080 NP_066566 O75553 DAB1_HUMAN 3TGTTGGACGAGGGGCTGCTGA0.617

+ 8 1642_1643 uc001dbl.2_Intron NM_005012 NP_005003 Q01973 ROR1_HUMANHelical; (Potential). 19TGTGGCCATTCCCCTGGCCATT0.446

+ 9 3086 uc001dbm.2_5'Flank NM_005012 NP_005003 Q01973 ROR1_HUMANCytoplasmic (Potential). 19CATCCTGGTGGAATGGGTATC0.428

+ 4 563LEPR_uc001dcg.2_Nonsense_Mutation_p.Q121*|LEPR_uc001dch.2_Nonsense_Mutation_p.Q121*|LEPR_uc009waq.2_Nonsense_Mutation_p.Q121*|LEPR_uc001dcj.2_Nonsense_Mutation_p.Q121*|LEPR_uc001dck.2_Nonsense_Mutation_p.Q121*NM_002303 NP_002294 P48357 LEPR_HUMANExtracellular (Potential). 1TTTAGTTTTTCAACAAATAGG0.313

+ 3 1083PTGFR_uc001dim.2_Silent_p.L296LNM_000959 NP_000950 P43088 PF2R_HUMANExtracellular (Potential).p.G273*(1)|p.L296F(1) 6GGCCAACATTGGAATAAATGG0.343

+ 9 1814LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.E545K|LPHN2_uc001div.2_Missense_Mutation_p.E545K|LPHN2_uc009wcd.2_Missense_Mutation_p.E545K|LPHN2_uc001diw.2_Missense_Mutation_p.E116KNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential). 9TCTTGCCAATGAACTGGCTAA0.403

+ 14 2810LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.L877F|LPHN2_uc001div.2_Missense_Mutation_p.L877F|LPHN2_uc009wcd.2_Missense_Mutation_p.L877F|LPHN2_uc001diw.2_Missense_Mutation_p.L461F|LPHN2_uc009wce.1_5'FlankNM_012302 NP_036434 O95490 LPHN2_HUMANHelical; Name=2; (Potential). 9TTGTATCAACCTTTTCATTGC0.378



- 5 1606COL24A1_uc010osd.1_5'UTR|COL24A1_uc001dlk.2_RNA|COL24A1_uc010ose.1_RNA|COL24A1_uc010osf.1_RNA|COL24A1_uc009wcq.2_Missense_Mutation_p.G522RNM_152890 NP_690850 Q17RW2 COOA1_HUMANCollagen-like 1. 5CCAGGATTTCCATGTGGCCCT0.393

+ 7 1377LOC339524_uc001dme.1_IntronNM_012262 NP_036394 Q7LGA3 HS2ST_HUMANLumenal (Potential). 1AGAGCCCATGCCGTTCGAGAA0.383

- 3 1761CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Missense_Mutation_p.P349SNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0ACAGAAGGGGGAAGCCCTCTT0.537

+ 2 370 GBP6_uc010ost.1_IntronNM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2AGATTCTTGAAAAGATTTCTC0.468

+ 3 573 GBP6_uc010ost.1_IntronNM_198460 NP_940862 Q6ZN66 GBP6_HUMANGTP (By similarity). 2GACACCGAAGGTCTGGGCGAT0.507

- 3 2255ZNF644_uc001dnv.2_Intron|ZNF644_uc001dnx.2_Intron|ZNF644_uc001dny.1_Missense_Mutation_p.P705SNM_201269 NP_958357 Q9H582 ZN644_HUMAN 3TTCTTATGAGGAGAGCTGTTT0.378

+ 6 614CDC7_uc001dof.2_Missense_Mutation_p.S150F|CDC7_uc010osw.1_Missense_Mutation_p.S122F|CDC7_uc009wdc.2_Missense_Mutation_p.S150FNM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5AATTCTCTTTCCTTTCAAGAA0.294

+ 7 986 NM_173567 NP_775838 Q8IUS5 EPHX4_HUMAN 1AACATCACATGGTGACCACTC0.413

- 18 2304EVI5_uc010otf.1_Missense_Mutation_p.S776LNM_005665 NP_005656 O60447 EVI5_HUMANTargeting to the centrosomes.|Interaction with AURKB and INCENP.2CAAAGACATCGAACCAGATTT0.458

- 8 1144ABCA4_uc010otn.1_Missense_Mutation_p.A347VNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12CCCCAGAAAGGCCTTATAGTT0.473

- 5 567ABCA4_uc010otn.1_Missense_Mutation_p.D155NNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12TTCAAGATATCCCTTATTCGT0.408

- 13 1775ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.A35GNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11TGAATTTGTGGCCTTGACAAA0.373

- 5 516DPYD_uc010oub.1_RNA|DPYD_uc001drw.2_Missense_Mutation_p.G127RNM_000110 NP_000101 Q12882 DPYD_HUMAN 8CATACCATTCCACAAGTCAGA0.353

+ 7 775_776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANHelical; Name=7; (Potential). 0CTCCTACCTACCGGAGGCAGGC0.386

- 16 2055COL11A1_uc001duk.2_Splice_Site|COL11A1_uc001dum.2_Splice_Site_p.R591_splice|COL11A1_uc001dun.2_Splice_Site_p.R540_splice|COL11A1_uc009weh.2_Splice_Site_p.R463_spliceNM_001854 NP_001845 P12107 COBA1_HUMAN 12ATAAGCCATACCCTTTTTCCA0.353

- 8 1555COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.E425K|COL11A1_uc001dun.2_Missense_Mutation_p.E374K|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region.p.F413V(1) 12ACGCTTGTTTCTGTAATATCA0.328

+ 7 1259AKNAD1_uc010ovb.1_Intron|GPSM2_uc010ovd.1_Missense_Mutation_p.L255F|GPSM2_uc010ove.1_Missense_Mutation_p.L255FNM_013296 NP_037428 P81274 GPSM2_HUMAN TPR 6. 1 ATATATATTTCTTGGTGAATT0.318

+ 1 698 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANCadherin 1.|Extracellular (Potential). 8CGAGGGTGAGGCAGGTCGACT0.627

+ 10 1702ATXN7L2_uc001dxs.2_Missense_Mutation_p.V190L|ATXN7L2_uc001dxt.2_Missense_Mutation_p.V66L|CYB561D1_uc010ovl.1_5'Flank|CYB561D1_uc010ovm.1_5'Flank|CYB561D1_uc001dxu.2_5'Flank|CYB561D1_uc001dxw.2_5'Flank|CYB561D1_uc010ovn.1_5'Flank|CYB561D1_uc010ovo.1_5'Flank|CYB561D1_uc009wfd.2_5'Flank|CYB561D1_uc010ovp.1_5'FlankNM_153340 NP_699171 Q5T6C5 AT7L2_HUMAN 2CAAGGACGGGGTGGAGGTGGA0.602 rs148343235

+ 2 1323 NM_031936 NP_114142 Q9BZJ8 GPR61_HUMANHelical; Name=5; (Potential). 2GGTCTTTGCTGTCCTTTACTT0.602

+ 2 1532KCNC4_uc001dzf.2_Missense_Mutation_p.R492Q|KCNC4_uc009wfr.2_Missense_Mutation_p.R492Q|KCNC4_uc001dzg.2_Missense_Mutation_p.R492Q|KCNC4_uc001dzi.2_RNANM_004978 NP_004969 Q03721 KCNC4_HUMANCytoplasmic (Potential). 3CCCAAGAAACGGAAGAAGCAC0.617 rs140378578

+ 1 1834RBM15_uc001dzm.1_Missense_Mutation_p.S584F|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN 3TATCCTGACTCTGATTGGGTG0.567

- 11 1432OVGP1_uc001eaz.2_Missense_Mutation_p.S421F|OVGP1_uc010owb.1_Missense_Mutation_p.S107FNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CTTTCCAAGGGATACAGTTTC0.502

- 2 571KCND3_uc001ebv.1_Missense_Mutation_p.P31SNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3TTGTCGGCCGGGGCCAGGGGC0.677

- 5 435 NM_005725 NP_005716 O60636 TSN2_HUMANExtracellular (Potential). 0TAAGCCTCTTCATACATGGTC0.403

+ 10 2007MAN1A2_uc009whg.1_Missense_Mutation_p.A219VNM_006699 NP_006690 O60476 MA1A2_HUMANLumenal (Potential). 0TTCCTGTAGGCTATAGAAAAA0.353

- 11 1530GDAP2_uc001ehg.2_Missense_Mutation_p.D411NNM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN CRAL-TRIO. 2TCAACAACATCGTAGAGTTTC0.363

- 19 2687 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 TTTTCTCATTCATTTTAGATT0.328

+ 6 915HAO2_uc001ehr.1_Missense_Mutation_p.G188ENM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMANFMN hydroxy acid dehydrogenase. 4TTCCTATAGGGAAATGCAATA0.418

+ 19 2193NBPF9_uc010oxn.1_Missense_Mutation_p.E601G|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxt.1_Missense_Mutation_p.E518G|NBPF9_uc001ekg.1_Missense_Mutation_p.E30G|NBPF9_uc001ekk.1_Missense_Mutation_p.E274G|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Missense_Mutation_p.E30G|uc010oxz.1_Missense_Mutation_p.E518GNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0GATGAGAAAGAGCCTGAAGTC0.483

+ 10 4827BCL9_uc010ozr.1_Missense_Mutation_p.R1277WNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6TGGCAAGGATCGGGGGCCTGC0.597

+ 12 1536NBPF16_uc009wkt.1_Missense_Mutation_p.D229NNM_001102663 NP_001096133 0GACTCCTTCAGATTATCTTGA0.483

- 19 2487_2488SEMA6C_uc001ewv.2_Missense_Mutation_p.E762K|SEMA6C_uc001eww.2_Missense_Mutation_p.E722K|SEMA6C_uc010pcq.1_Missense_Mutation_p.R663KNM_030913 NP_112175 Q9H3T2 SEM6C_HUMANCytoplasmic (Potential). 2CCCGGACCCTCCTTGGCGTTGT0.604

- 3 205 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMANS-100-like (By similarity).|EF-hand 1. 0GTCATTTGGTCTCTGTTAGGA0.433

- 3 8357 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TGAGTGCCTGGAGCTGTCTTG0.592

- 3 2615 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CCTATCTACCGATTGCTCGTG0.592

- 3 3984 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17AACTGTGGATCCTGACTTTGG0.478

+ 2 175_176 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5TGGTTCAAGCCCCTTGTGAGAT0.574

+ 2 81 NM_005547 NP_005538 P07476 INVO_HUMAN 3GTGACCCTCTCCCCTGCCCTC0.532

- 2 444 NM_005978 NP_005969 P29034 S10A2_HUMAN EF-hand 1. 1TGCAGAAGTTCCTTCATTTCC0.577

+ 25 2969 NM_020452 NP_065185 P98198 AT8B2_HUMANHelical; (Potential). 2TTCTTCATCTGCATCGCCCAG0.572

- 2 1302KCNN3_uc001ffo.2_Missense_Mutation_p.L25F|KCNN3_uc009wox.1_Missense_Mutation_p.L330FNM_002249 NP_002240 Q9UGI6 KCNN3_HUMANHelical; Name=Segment S2; (Potential). 1AAGCCCAAAAGGATGATGGTG0.542

+ 7 842DCST1_uc010per.1_Missense_Mutation_p.S274C|DCST1_uc010pes.1_Missense_Mutation_p.S224CNM_152494 NP_689707 Q5T197 DCST1_HUMANExtracellular (Potential). 2CTGCGTTGCTCCTGTGAGGGG0.617 rs56354873

+ 17 2015DCST1_uc010pes.1_Missense_Mutation_p.R615H|uc001fgo.2_RNA|ADAM15_uc001fgq.1_5'Flank|ADAM15_uc009wpc.1_5'Flank|ADAM15_uc010pet.1_5'Flank|ADAM15_uc010peu.1_5'Flank|ADAM15_uc001fgt.1_5'Flank|ADAM15_uc010pev.1_5'Flank|ADAM15_uc001fgs.1_5'Flank|ADAM15_uc001fgr.1_5'Flank|ADAM15_uc001fgu.1_5'Flank|ADAM15_uc001fgw.1_5'Flank|ADAM15_uc001fgv.1_5'Flank|ADAM15_uc001fgx.1_5'Flank|ADAM15_uc001fgz.1_5'Flank|ADAM15_uc001fgy.1_5'Flank|ADAM15_uc001fha.1_5'FlankNM_152494 NP_689707 Q5T197 DCST1_HUMANCytoplasmic (Potential). 2CTCCTGCGCCGCTGGCTGTGC0.721

+ 9 2666_2667RAG1AP1_uc010pey.1_Intron|RUSC1_uc001fkk.2_Missense_Mutation_p.P707M|RUSC1_uc009wqn.1_RNA|RUSC1_uc009wqo.1_Missense_Mutation_p.P344M|RUSC1_uc001fkl.2_Missense_Mutation_p.P403M|RUSC1_uc001fkp.2_Missense_Mutation_p.P344M|RUSC1_uc001fkq.2_Missense_Mutation_p.P238M|RUSC1_uc010pgb.1_Missense_Mutation_p.P311M|RUSC1_uc009wqp.1_Missense_Mutation_p.P338M|RUSC1_uc001fkn.2_Missense_Mutation_p.P122M|RUSC1_uc001fko.2_RNA|RUSC1_uc001fkr.2_Missense_Mutation_p.P344M|RUSC1_uc001fks.2_IntronNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2CTGGCTGCCCCCGACAGTGAGT0.579

- 3 4601ASH1L_uc001fkt.2_Missense_Mutation_p.S1374F|ASH1L_uc009wqr.1_Missense_Mutation_p.S1374FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11TCCAGTACTAGAAAGAGGAAA0.438

+ 3 939PRCC_uc001fqb.2_Missense_Mutation_p.P217SNM_005973 NP_005964 Q92733 PRCC_HUMAN 27TGATACTAAGCCCTCCAGACT0.562



+ 11 1371NTRK1_uc001fqf.1_Missense_Mutation_p.L403F|NTRK1_uc009wsi.1_Missense_Mutation_p.L138F|NTRK1_uc001fqi.1_Missense_Mutation_p.L433F|NTRK1_uc009wsk.1_Missense_Mutation_p.L433FNM_002529 NP_002520 P04629 NTRK1_HUMANHelical; (Potential). 17GCTCCTTGTGCTCAACAAATG0.577

+ 20 2628PEAR1_uc001fqk.1_Splice_Site_p.V463_spliceNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3TCCCCTCTTAGGTTCCAGGCC0.642

+ 2 446 CD1C_uc001frv.2_5'FlankNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4ATGGCTGGACGAGTTGCAGAC0.498

- 1 509 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANExtracellular (Potential). 1AAGGTGATTCGAACCACAAAA0.483

- 1 122 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANHelical; Name=1; (Potential). 1GACCAGGTTTCCAACAACAAT0.428

+ 4 814PYHIN1_uc001fta.3_Missense_Mutation_p.S190F|PYHIN1_uc001ftc.2_Missense_Mutation_p.S181F|PYHIN1_uc001ftd.2_Missense_Mutation_p.S190F|PYHIN1_uc001fte.2_Missense_Mutation_p.S181FNM_152501 NP_689714 Q6K0P9 IFIX_HUMAN 4CCCAACACTTCCTCAACTGAG0.502

+ 1 149 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMANHelical; Name=1; (Potential). 1ATCTTAACCTTAGCAGGCAAT0.433

+ 1 568 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMANExtracellular (Potential). 1CTTCTTCTGTGACATCCGCCC0.493

+ 9 1221FCRL6_uc001fuc.2_Splice_Site_p.K400_splice|FCRL6_uc009wsz.1_Splice_Site_p.K298_splice|FCRL6_uc009wta.2_IntronNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3GGGAGAAAGGTGAGCTGGGAT0.542

+ 16 2249ATP1A2_uc001fvb.2_Missense_Mutation_p.G706E|ATP1A2_uc001fvd.2_Missense_Mutation_p.G442ENM_000702 NP_000693 P50993 AT1A2_HUMANCytoplasmic (Potential). 7TCCCTCCAGGGAGCCATTGTG0.612

+ 6 1150ATP1A4_uc001fvf.3_RNANM_144699 NP_653300 Q13733 AT1A4_HUMANCytoplasmic (Potential). 4GTGGACAACTCATCCTTGACT0.498

+ 5 664VANGL2_uc001fwc.1_Missense_Mutation_p.T122MNM_020335 NP_065068 Q9ULK5 VANG2_HUMANHelical; Name=1; (Potential). 1TCTTTCCTCACGCCTCTGGCC0.662

+ 11 1467NDUFS2_uc001fyw.2_Missense_Mutation_p.S340F|NDUFS2_uc010pkj.1_Missense_Mutation_p.S289F|NDUFS2_uc001fyx.2_Missense_Mutation_p.S314F|FCER1G_uc001fyz.1_5'Flank|FCER1G_uc001fza.1_5'FlankNM_004550 NP_004541 O75306 NDUS2_HUMAN 1ATGCGCCAGTCCCTGAGAATT0.522

+ 9 1469PBX1_uc010pku.1_Intron|PBX1_uc010pkv.1_Missense_Mutation_p.G321D|PBX1_uc001gcs.2_3'UTR|PBX1_uc010pkw.1_IntronNM_002585 NP_002576 P40424 PBX1_HUMAN 5GCTAATGGAGGTTGGCAGGAT0.458

- 10 1553ALDH9A1_uc010pky.1_Missense_Mutation_p.G389E|ALDH9A1_uc010pkz.1_Missense_Mutation_p.G473ENM_000696 NP_000687 P49189 AL9A1_HUMAN 0CTTCTTATATCCACCAAAGGG0.448

- 19 2651ADCY10_uc009wvk.2_Missense_Mutation_p.H693Y|ADCY10_uc010plj.1_Missense_Mutation_p.H632Y|ADCY10_uc009wvl.2_Missense_Mutation_p.H784YNM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3TTATCACTATGGAGAGTAACC0.373

- 13 3234 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6TTTCTTTTTTCGTGTCTTAAT0.408

- 14 2413SELP_uc001ggh.2_Intron|SELP_uc009wvr.2_Missense_Mutation_p.I782RNM_003005 NP_002996 P16109 LYAM3_HUMANHelical; (Potential). 4TATCAGACCTATCGTAGAAGC0.443

- 2 399C1orf112_uc001ggj.2_Intron|C1orf112_uc001ggo.2_5'Flank|uc010plt.1_5'Flank|C1orf112_uc001ggp.2_5'Flank|C1orf112_uc001ggq.2_5'Flank|C1orf112_uc009wvt.2_5'FlankNM_033418 NP_219486 O95568 MET18_HUMAN 0CTCTCTTCTCCTTTTTGACTT0.423

+ 6 799FMO3_uc001ghh.2_Missense_Mutation_p.P230S|FMO3_uc010pmb.1_Missense_Mutation_p.P210S|FMO3_uc010pmc.1_Missense_Mutation_p.P167SNM_001002294 NP_001002294 P31513 FMO3_HUMAN 1CAATGGTTATCCTTGGGACAT0.463

- 8 632VAMP4_uc001ghw.1_RNA|VAMP4_uc001ghy.1_Missense_Mutation_p.R139C|VAMP4_uc001ghv.1_RNANM_003762 NP_003753 O75379 VAMP4_HUMANVesicular (Potential). 0AATCAAGTACGGTATTTCATG0.289

- 2 693_694TNR_uc009wwu.1_Missense_Mutation_p.P205S|TNR_uc010pmz.1_Missense_Mutation_p.P205SNM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11CAACCCAGCGGGCAGTAGGGCT0.589

- 1 97TNR_uc009wwu.1_Missense_Mutation_p.E6K|TNR_uc010pmz.1_Missense_Mutation_p.E6KNM_003285 NP_003276 Q92752 TENR_HUMAN 11ACCACTGTTTCCCCATCTGCC0.532

+ 8 4135PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GCTGGAAAACAAGGAGTCAGT0.552

+ 19 2275C1orf125_uc009wxg.2_RNA|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.M716I|C1orf125_uc009wxh.2_RNANM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0TGATTTTAATGATACCCAACT0.368

+ 24 5501CEP350_uc009wxl.2_Missense_Mutation_p.E1705DNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4GTCTCCGTGAAAAGGCCTTGA0.393

+ 14 2207XPR1_uc009wxn.2_Missense_Mutation_p.P607LNM_004736 NP_004727 Q9UBH6 XPR1_HUMANCytoplasmic (Potential). 0CTGCGCCGGCCTCGCCTCGCT0.463

+ 18 2323CACNA1E_uc009wxs.2_Missense_Mutation_p.E627KNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential).|Poly-Glu. 6ACAGGAGGAAGAAGAGGCCTT0.552

+ 7 1086LAMC2_uc001gpz.3_Missense_Mutation_p.L258F|LAMC2_uc010poa.1_IntronNM_005562 NP_005553 Q13753 LAMC2_HUMANLaminin IV type A. 3AGCCAAATTTCTTGGGAATCA0.463

+ 7 1118LAMC2_uc001gpz.3_Missense_Mutation_p.S268R|LAMC2_uc010poa.1_5'UTRNM_005562 NP_005553 Q13753 LAMC2_HUMANLaminin IV type A. 3ATGGTCAAAGCCTGTCCTTTG0.478

- 2 1272RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0GGAAGCCTTCCAAGGTCCTTG0.438

- 8 1150FAM129A_uc001grb.1_Nonsense_Mutation_p.S82*|FAM129A_uc009wyh.1_Nonsense_Mutation_p.S147*|FAM129A_uc009wyi.1_Nonsense_Mutation_p.S117*NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4ATAGTTCTTTGAGTTCACAAT0.418

- 3 381FAM129A_uc009wyh.1_Splice_Site_p.P63_splice|FAM129A_uc009wyi.1_IntronNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4CCAATGGTGGCTTAAAGAAGA0.343

+ 7 1474PRG4_uc001grt.3_Missense_Mutation_p.A434S|PRG4_uc009wyl.2_Missense_Mutation_p.A382S|PRG4_uc009wym.2_Missense_Mutation_p.A341S|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|17. 1CAAGGAGCCTGCACCCACCAC0.657 rs138528418

+ 15 1785PLA2G4A_uc010pos.1_Splice_Site_p.D467_spliceNM_024420 NP_077734 P47712 PA24A_HUMAN 3ATGTTTTTAAGATCCTGATGA0.308

- 6 1055FAM5C_uc010pot.1_Missense_Mutation_p.E173KNM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5CAGTCATTTTCCTTGCAGATA0.448

+ 7 1202CFH_uc001gti.3_Missense_Mutation_p.T321I|CFH_uc009wyw.2_Missense_Mutation_p.T321I|CFH_uc009wyx.2_Missense_Mutation_p.T257INM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 5. 6CCGAGATGTACCTGTAAGTTC0.358

+ 7 2615CRB1_uc010poz.1_Missense_Mutation_p.G758E|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.G715E|CRB1_uc010ppb.1_Intron|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_Missense_Mutation_p.G308E|CRB1_uc001gub.1_Missense_Mutation_p.G476ENM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|Laminin G-like 2. 9ATCGAAAAGGGAGATGTCATC0.373

- 2 1445KIF14_uc010ppj.1_5'UTRNM_014875 NP_055690 Q15058 KIF14_HUMANRequired for PRC1-binding. 7TCTTCTTCGGGAAGAATTGTA0.383

- 2 1443KIF14_uc010ppj.1_5'UTRNM_014875 NP_055690 Q15058 KIF14_HUMANRequired for PRC1-binding. 7TTCTTCGGGAAGAATTGTATT0.383

- 7 1202_1203 NM_000069 NP_000060 Q13698 CAC1S_HUMANI.|Helical; Name=S6 of repeat I; (Potential). 5ACCAGGTTGAGGATGAAGAAGG0.401

- 5 176TNNI1_uc001gwo.1_RNA|TNNI1_uc001gwp.2_Missense_Mutation_p.E7ANM_003281 NP_003272 P19237 TNNI1_HUMANInvolved in binding TNC. 0CTCCCAGCATTCCTTGGCCTT0.667

- 2 75TNNI1_uc001gwo.1_RNA|TNNI1_uc001gwp.2_Translation_Start_SiteNM_003281 NP_003272 P19237 TNNI1_HUMAN 0TGAGACAGCACCTAGGGGGCA0.592

+ 14 3718NAV1_uc001gwv.1_Missense_Mutation_p.R624H|NAV1_uc001gww.1_Missense_Mutation_p.R725H|NAV1_uc001gwx.2_Missense_Mutation_p.R733H|NAV1_uc001gwy.1_Missense_Mutation_p.R497HNM_020443 NP_065176 Q8NEY1 NAV1_HUMAN Potential. 4ATGACATCCCGCCTGCGACAC0.582

+ 21 2850 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2GGCTAATGCCGCTCGCCAGGC0.507

+ 17 1630LGR6_uc001gxv.2_Nonsense_Mutation_p.Q492*|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Nonsense_Mutation_p.Q405*NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANExtracellular (Potential). 10CCCCAGTGTCCAGTGTAGCCC0.562

+ 17 2530PPP1R12B_uc001gxz.1_Nonsense_Mutation_p.R796*|PPP1R12B_uc001gyb.1_Nonsense_Mutation_p.R22*|PPP1R12B_uc001gyc.1_Nonsense_Mutation_p.R22*NM_002481 NP_002472 O60237 MYPT2_HUMAN 3GCTGTCCATCCGAGAGAGGAG0.463



- 4 472FMOD_uc010pqi.1_Intron|CHI3L1_uc001gzk.1_5'Flank|CHI3L1_uc001gzj.2_Missense_Mutation_p.F101INM_001276 NP_001267 P36222 CH3L1_HUMAN 1TGAGACCCAAAGTTCCATCCT0.552

+ 17 2478ZC3H11A_uc001had.2_Missense_Mutation_p.E621G|ZC3H11A_uc001hae.2_Missense_Mutation_p.E621G|ZC3H11A_uc001haf.2_Missense_Mutation_p.E621G|ZC3H11A_uc010pqm.1_Missense_Mutation_p.E567G|ZC3H11A_uc001hag.1_Missense_Mutation_p.E621GNM_014827 NP_055642 O75152 ZC11A_HUMAN 2CAGAAGGTGGAGGTAGAAACC0.478

+ 3 1150TMCC2_uc010prf.1_Missense_Mutation_p.V158MNM_014858 NP_055673 O75069 TMCC2_HUMAN 1CGGCAGCAACGTGTACCTCCT0.677 rs146720283

+ 4 519C4BPB_uc001hfi.2_Missense_Mutation_p.P129L|C4BPB_uc001hfk.2_Missense_Mutation_p.P129L|C4BPB_uc001hfl.2_Missense_Mutation_p.P130L|C4BPB_uc009xcd.2_Missense_Mutation_p.P120L|C4BPB_uc001hfm.2_Missense_Mutation_p.P130L|C4BPB_uc010pse.1_Missense_Mutation_p.P120LNM_001017365 NP_001017365 P20851 C4BPB_HUMAN Sushi 2. 1TGGGCACCTCCCTTTCCCATC0.453

+ 3 208HSD11B1_uc001hhk.2_Missense_Mutation_p.G34ENM_181755 NP_861420 P28845 DHI1_HUMANLumenal (Potential). 1ATGCTCCAAGGAAAGAAAGTG0.517

- 8 1706_1707KCNH1_uc001hic.2_Missense_Mutation_p.H486YNM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5AGCATCTCATGGTATCTGTTGG0.465

- 13 2672PTPN14_uc010pty.1_Missense_Mutation_p.G702RNM_005401 NP_005392 Q15678 PTN14_HUMAN 5AGAGAGGCCCCGTTGACAGCC0.612 rs142432691

- 68 15292 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 35.|Extracellular (Potential). 26CGTCGCCCTCCGTCGGTTAAC0.542

- 63 13471 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 29. 26CAAAGATCTGGAGGGCTGACT0.478

- 27 3982 NM_004446 NP_004437 P07814 SYEP_HUMAN 2ATGTTCCTCCCTAAAATAGAG0.318

+ 4 979MIA3_uc009xea.1_Missense_Mutation_p.D160NNM_198551 NP_940953 Q5JRA6 MIA3_HUMANExtracellular (Potential). 5GAACCAAGAAGACTTTGATGA0.388

+ 8 2803 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0GCAAGAGATTTTTGAACTGTG0.483

- 2 879SUSD4_uc001hny.3_Missense_Mutation_p.R82Q|SUSD4_uc010puw.1_5'UTR|SUSD4_uc001hnz.2_Missense_Mutation_p.R82Q|SUSD4_uc010pux.1_IntronNM_017982 NP_060452 Q5VX71 SUSD4_HUMANSushi 1.|Extracellular (Potential). 0GCAGTGAAATCGGGCTACAGA0.517

- 5 1102ENAH_uc001hpd.1_Missense_Mutation_p.E217KNM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN Potential. 2 tcctgccgctccaggcgttcc 0.264

- 33 5691CDC42BPA_uc001hqq.2_Missense_Mutation_p.P882L|CDC42BPA_uc001hqs.2_Missense_Mutation_p.P1502L|CDC42BPA_uc009xes.2_Missense_Mutation_p.P1555L|CDC42BPA_uc010pvs.1_Missense_Mutation_p.P1563L|CDC42BPA_uc001hqp.2_Missense_Mutation_p.P739L|CDC42BPA_uc001hqt.2_Missense_Mutation_p.P461LNM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11TCTTACCATGGGCAGATCTTT0.383

+ 39 10431OBSCN_uc001hsn.2_Missense_Mutation_p.E3463K|OBSCN_uc001hsq.1_Missense_Mutation_p.E719KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 35. 28AGAGGCCGTGGAAGGGGCCAC0.582

- 7 2566SIPA1L2_uc001hvf.2_5'FlankNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6CTGCCTCGTTCGAGTGGCCAT0.483

- 7 2451SIPA1L2_uc001hvf.2_5'FlankNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6ACACCTTTGGGAATCGGTGGG0.408

+ 2 1201KIAA1804_uc001hvs.1_Missense_Mutation_p.E314KNM_032435 NP_115811 Q5TCX8 M3KL4_HUMANProtein kinase. 8GATGGCCCCCGAAGTGATCAA0.473

- 4 1162NID1_uc009xgd.2_Missense_Mutation_p.Q354KNM_002508 NP_002499 P14543 NID1_HUMAN 2ACTGCCAACTGGAAAGACCTG0.557

+ 5 3190FMN2_uc010pye.1_Missense_Mutation_p.P993SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CATACCCCCTCCTCCCCCACT0.711

+ 5 3322FMN2_uc010pye.1_Missense_Mutation_p.P1037SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CATACCCCCTCCGCCCCCACT0.731

- 7 710AKT3_uc001hzz.1_Missense_Mutation_p.S210FNM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4ATATTTCAAGGACTTGAAATA0.299

+ 2 118C1orf100_uc001iai.2_Missense_Mutation_p.T2INM_001012970 NP_001012988 Q5SVJ3 CA100_HUMAN 0TCCATCATGACTGCCATCCGA0.453

- 4 1221ZNF669_uc001icf.2_Missense_Mutation_p.R264CNM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 6. 0CCATGGTAACGAAGGGAAGTG0.408

+ 1 784 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3TGTACCTGAAGCCGGCCAACA0.517

+ 3 423OR2W3_uc010pzb.1_Missense_Mutation_p.D52NNM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMANCytoplasmic (Potential). 3GTCCCGGCTGGACCCCCACCT0.592

+ 1 124OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANExtracellular (Potential). 3AACATCAACTGATTTCATCTT0.328

+ 1 519 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANExtracellular (Potential). 2GGTCTCGGGAAATAGCCCACT0.423

- 1 785 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMANExtracellular (Potential). 2GGACCTATGGGATTTGGGTCT0.478

- 1 166 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMANHelical; Name=2; (Potential). 2AAGTACATGGGCGTGTGGAGC0.522

- 1 136 NM_001004734 NP_001004734 A6ND48 O14I1_HUMANHelical; Name=1; (Potential). 0AGAGTGATGACTGCAATGATG0.507

+ 12 1266GTPBP4_uc010qac.1_Nonsense_Mutation_p.R190*|GTPBP4_uc001ifu.2_RNA|GTPBP4_uc010qad.1_Nonsense_Mutation_p.R283*|GTPBP4_uc010qae.1_Nonsense_Mutation_p.R352*NM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2ATTGCAGGAACGAGATCTTGA0.388

+ 2 277 NET1_uc010qar.1_5'UTRNM_001047160 NP_001040625 Q7Z628 ARHG8_HUMANNecessary for nuclear localization (By similarity). 1ATGTTCCCTTCGGAGAGGCAG0.358

+ 10 1095 NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2CATTTATTTCGTTCACCCCTG0.254

+ 15 4299C10orf18_uc001iik.2_Missense_Mutation_p.S69LNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2AACTGCATTTCGTCAGGATGC0.438

- 2 365IL2RA_uc009xih.1_Missense_Mutation_p.G69E|IL2RA_uc001ija.1_Missense_Mutation_p.G31ENM_000417 NP_000408 P01589 IL2RA_HUMANSushi 1.|Extracellular (Potential). 2GCTAGAGTTTCCTGTACAGAG0.463

+ 4 394 NM_002216 NP_002207 P19823 ITIH2_HUMAN VIT. 3CTATAAAGTCCAGTCTACTAT0.413

+ 6 662ATP5C1_uc009xiq.1_Missense_Mutation_p.S195F|ATP5C1_uc010qbc.1_Missense_Mutation_p.S146F|ATP5C1_uc001ijv.2_Missense_Mutation_p.S195FNM_001001973 NP_001001973 P36542 ATPG_HUMAN 0TCTGTCATCTCCTATAAGACA0.299

- 10 1376NMT2_uc001ioa.1_Missense_Mutation_p.T418M|NMT2_uc009xjo.1_Missense_Mutation_p.T431M|NMT2_uc010qbz.1_Missense_Mutation_p.T243MNM_004808 NP_004799 O60551 NMT2_HUMAN 1CAGCAGGGGCGTCTCTGTGTG0.547

- 44 6813 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 16. 19TGTTTCCGGTGGAGCCGCTAA0.458

+ 5 1208PLXDC2_uc001iqh.1_Nonsense_Mutation_p.R142*|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4AGTCGTACATCGAATGCTAAC0.333

- 4 617 NM_213569 NP_998734 O76041 NEBL_HUMAN 2TTCAAAATCTCTTTTGTACTT0.488

+ 13 3251KIAA1217_uc001irs.2_Missense_Mutation_p.I870L|KIAA1217_uc001irt.3_Missense_Mutation_p.I915L|KIAA1217_uc010qcy.1_Missense_Mutation_p.I915L|KIAA1217_uc010qcz.1_Missense_Mutation_p.I915L|KIAA1217_uc001irv.1_Missense_Mutation_p.I765L|KIAA1217_uc010qda.1_Intron|KIAA1217_uc001irw.2_Missense_Mutation_p.I633L|KIAA1217_uc001irz.2_Missense_Mutation_p.I633L|KIAA1217_uc001irx.2_Missense_Mutation_p.I633L|KIAA1217_uc001iry.2_Missense_Mutation_p.I633LNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7GAGCTTGTTCATTGAAGAAAT0.517

+ 21 5758KIAA1217_uc001irs.2_Missense_Mutation_p.K1106N|KIAA1217_uc001irt.3_Missense_Mutation_p.K1151N|KIAA1217_uc010qcy.1_Missense_Mutation_p.K1216N|KIAA1217_uc010qcz.1_Missense_Mutation_p.K1191N|KIAA1217_uc001irw.2_3'UTR|KIAA1217_uc001irz.2_3'UTR|KIAA1217_uc001irx.2_3'UTR|KIAA1217_uc001iry.2_3'UTRNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7GTGCTAAGAAATCTGGTGGGG0.507

- 10 2925ARHGAP21_uc010qdb.1_RNA|ARHGAP21_uc009xkl.1_Missense_Mutation_p.P813L|ARHGAP21_uc010qdc.1_Missense_Mutation_p.P648LNM_020824 NP_065875 Q5T5U3 RHG21_HUMAN 8ATCAATGCTAGGGCTAGTTGG0.393

+ 3 2284ENKUR_uc001ish.1_IntronNM_024838 NP_079114 Q8IYQ7 THNS1_HUMAN 1GTTGCAGATAGGGTGCAAGAC0.418



+ 11 1639GAD2_uc001isq.2_Nonsense_Mutation_p.W379*NM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2AAACACAAGTGGAAACTGAGT0.383

+ 16 2118GAD2_uc001isq.2_Missense_Mutation_p.E539KNM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2CAGAATGATGGAGTATGGAAC0.502

- 1 317_318 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4CTCTGGCAGGGGTGCATCCTGC0.703

- 7 1310EPC1_uc001iwi.3_Missense_Mutation_p.S297L|EPC1_uc009xlt.2_Missense_Mutation_p.S297L|EPC1_uc001iwh.1_Missense_Mutation_p.S347LNM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4AGCGGCAGACGATGGTAAGAC0.443

+ 10 1179_1180C10orf68_uc001iwl.1_Missense_Mutation_p.P244F|C10orf68_uc001iwm.1_Missense_Mutation_p.P212F|C10orf68_uc010qei.1_Missense_Mutation_p.P148F|C10orf68_uc001iwo.3_RNANM_024688 NP_078964 Q9H943 CJ068_HUMAN 3TTTAGCGTTTCCTTTAGAAATC0.322

+ 31 2746 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9GGATGTGTGTGTACCCAAGGC0.299

- 5 2139ZNF33B_uc009xmg.1_Intron|ZNF33B_uc001jae.1_Intron|ZNF33B_uc001jag.1_Missense_Mutation_p.C563F|ZNF33B_uc001jad.2_IntronNM_006955 NP_008886 Q06732 ZN33B_HUMANC2H2-type 13. 0TGACTTCACACAGAAAGATTT0.393

+ 17 3308 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3GCCTTTTGGGGTAAAATATGA0.398

- 11 1408RASGEF1A_uc001jao.1_Missense_Mutation_p.A451TNM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0TAGATGGGCGCCGTGAGCAGG0.567

- 9 1041RASGEF1A_uc001jao.1_Missense_Mutation_p.M328INM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0GACTGAGGTTCATGCCAGCTG0.607

- 3 1691HNRNPF_uc001jar.2_Missense_Mutation_p.G402R|HNRNPF_uc001jas.2_Missense_Mutation_p.G402R|HNRNPF_uc001jat.2_Missense_Mutation_p.G402R|HNRNPF_uc001jav.2_Missense_Mutation_p.G402R|HNRNPF_uc001jau.2_Missense_Mutation_p.G402R|uc010qfa.1_5'UTRNM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0TAGCCGGCCCCGTAACAGCCA0.537

- 7 1711ANUBL1_uc001jcl.3_Missense_Mutation_p.P10Q|ANUBL1_uc001jcm.3_Missense_Mutation_p.P490Q|ANUBL1_uc009xmu.2_Missense_Mutation_p.P416Q|ANUBL1_uc001jcn.3_Missense_Mutation_p.P416Q|ANUBL1_uc001jco.3_IntronNM_001128324 NP_001121796 Q86XD8 ANUB1_HUMAN 0CTGTCTCTCTGGTTTCACCAG0.418

- 5 901_902SYT15_uc001jdz.2_Missense_Mutation_p.P250F|SYT15_uc001jeb.2_Missense_Mutation_p.P128F|SYT15_uc010qfp.1_RNANM_031912 NP_114118 Q9BQS2 SYT15_HUMANCytoplasmic (Potential). 0ATTCTTCAAGGGGAAGAGCACC0.604

- 17 2334FRMPD2_uc001jgh.2_Missense_Mutation_p.D711N|FRMPD2_uc001jgj.2_Missense_Mutation_p.D721NNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1GAGAGAGAGTCCCAGGTCATT0.577

- 6 757 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0GAGGTCTTTTCCTGGCTGCCA0.672

+ 1 1416CHAT_uc001jhv.1_Intron|CHAT_uc001jhx.1_5'Flank|CHAT_uc001jhy.1_5'Flank|CHAT_uc001jia.2_5'Flank|CHAT_uc001jhz.2_5'Flank|CHAT_uc010qgs.1_5'FlankNM_003055 NP_003046 Q16572 VACHT_HUMANHelical; (Potential). 2TTCCGAGTGGGAGATGGGCAT0.657

+ 3 278C10orf53_uc001jic.1_3'UTR|C10orf53_uc001jid.1_IntronNM_001042427 NP_001035892 Q8N6V4 CJ053_HUMAN 0GTTTCCCTAGGAGGCGATGGT0.438

+ 1 475 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN p.P26L(1) 1TCGGTGTGTCCCTCTGAATCT0.597 rs148430930

- 2 200ASAH2_uc009xos.2_Missense_Mutation_p.S67FNM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0GGTGGCTGTGGAGCGTTGGGC0.507

- 2 179ASAH2_uc009xos.2_Missense_Mutation_p.G60DNM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0AGCTGTGGAGCCCTGGGTGGC0.502 rs142364715

- 1 929PRKG1_uc001jjm.2_Intron|PRKG1_uc001jjn.2_Intron|PRKG1_uc001jjo.2_IntronNM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1ACTGGGCCAACCCCTGGCATT0.592

- 27 3967PCDH15_uc010qhq.1_Missense_Mutation_p.G1196E|PCDH15_uc010qhr.1_Missense_Mutation_p.G1191E|PCDH15_uc010qhs.1_Missense_Mutation_p.G1203E|PCDH15_uc010qht.1_Missense_Mutation_p.G1198E|PCDH15_uc010qhu.1_Missense_Mutation_p.G1191E|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.G1191E|PCDH15_uc010qhw.1_Missense_Mutation_p.G1154E|PCDH15_uc010qhx.1_Missense_Mutation_p.G1120E|PCDH15_uc010qhy.1_Missense_Mutation_p.G1196E|PCDH15_uc010qhz.1_Missense_Mutation_p.G1191E|PCDH15_uc010qia.1_Missense_Mutation_p.G1169E|PCDH15_uc010qib.1_Missense_Mutation_p.G1169ENM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 11.|Extracellular (Potential). 13TCCTTCTTTTCCCTCTTTAAT0.368

- 18 2368ANK3_uc010qih.1_Missense_Mutation_p.Q709K|ANK3_uc001jkz.3_Missense_Mutation_p.Q720K|ANK3_uc001jlb.1_Missense_Mutation_p.Q255K|ANK3_uc001jlc.1_Missense_Mutation_p.Q387KNM_020987 NP_066267 Q12955 ANK3_HUMAN 19ACCTTTGTCTGGGCGTCCACA0.498

+ 10 2161 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4CCTTATGGCTCCCCACCCCCT0.537

+ 2 1062CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.T171INM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRR 5. 3TCCCTGAGAACCATCCCTGTG0.488

- 7 1129CTNNA3_uc001jmw.2_Missense_Mutation_p.R336C|CTNNA3_uc001jmx.3_Missense_Mutation_p.R336C|CTNNA3_uc009xpo.1_Missense_Mutation_p.R196C|CTNNA3_uc001jna.2_Missense_Mutation_p.R348CNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. p.R336C(1) 8AGAGCCTGGCGAATGGCGTTG0.512

- 4 466PBLD_uc001jnr.1_Missense_Mutation_p.A55V|PBLD_uc001jnt.1_Missense_Mutation_p.A88V|PBLD_uc001jnu.1_Missense_Mutation_p.A88V|PBLD_uc001jnv.1_IntronNM_022129 NP_071412 P30039 PBLD_HUMAN 3AAACAGCACAGCTGCAGAAGC0.418

- 3 697SLC25A16_uc010qix.1_Intron|SLC25A16_uc010qiy.1_5'UTR|SLC25A16_uc001joj.2_5'UTRNM_152707 NP_689920 P16260 GDC_HUMAN Solcar 1. 0TTGAGGAACAGCACGCAATGC0.338

+ 5 1083UNC5B_uc001jrp.2_Missense_Mutation_p.R213HNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANIg-like C2-type.|Extracellular (Potential).p.R213C(1) 3CTCATCATCCGCCAGGCCCGC0.602

+ 10 1997UNC5B_uc001jrp.2_Missense_Mutation_p.D507HNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANCytoplasmic (Potential). 3TTTCGCCCGGGACACCCACTT0.687

+ 7 883CCDC109A_uc010qjy.1_RNA|CCDC109A_uc009xqr.2_Missense_Mutation_p.E267K|CCDC109A_uc001jtd.2_Missense_Mutation_p.E239KNM_138357 NP_612366 Q8NE86 MCU_HUMANMitochondrial matrix (Potential). 0 ATTTTTTTAGGAATATGTTTA0.328

- 1 113PLA2G12B_uc009xqt.1_5'UTR|PLA2G12B_uc010qjz.1_Missense_Mutation_p.G16SNM_032562 NP_115951 Q9BX93 PG12B_HUMAN 1GCCAGGCCACCCCCAAGGCTG0.592

- 21 2577TTC18_uc001jty.2_Missense_Mutation_p.G819E|TTC18_uc001jtv.3_5'UTR|TTC18_uc001jtw.3_5'UTR|TTC18_uc001jtx.2_Missense_Mutation_p.G200ENM_145170 NP_660153 Q5T0N1 TTC18_HUMAN 3TAATGCAGCTCCTGGTCCTAA0.328

- 18 3886USP54_uc010qkk.1_Missense_Mutation_p.S472F|USP54_uc001juk.2_Missense_Mutation_p.S378F|USP54_uc001jul.2_Missense_Mutation_p.S378F|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6ACACGTATGGGAATCATGAGG0.473

- 12 2202DLG5_uc001jzj.2_Missense_Mutation_p.S466F|DLG5_uc009xru.1_RNA|DLG5_uc001jzl.3_Missense_Mutation_p.S315FNM_004747 NP_004738 Q8TDM6 DLG5_HUMAN PDZ 2. 8CCCACCCAGGGACTTCCTCCG0.607

- 8 1022MBL1P_uc001kbf.2_IntronNM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1TCTCCTGTGGGGTAGGTGAAC0.567

- 6 1427MMRN2_uc010qmn.1_Missense_Mutation_p.E77K|MMRN2_uc009xtb.2_Missense_Mutation_p.E391KNM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN Potential. 1TGCAGCTCCTCCACCTGCCGC0.587

+ 5 561 BTAF1_uc009xua.1_RNANM_003972 NP_003963 O14981 BTAF1_HUMAN 3GAAACTTGGCCTTAATATGGG0.373

- 29 3143MYOF_uc001kio.2_Missense_Mutation_p.S994F|MYOF_uc009xue.2_RNANM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential). 4TGCAACCCAGGATTTGGGCTT0.478

+ 6 867CEP55_uc001kiq.3_Missense_Mutation_p.L229FNM_001127182 NP_001120654 Q53EZ4 CEP55_HUMANInteraction with TSG101. 0CATAGGTTATCTTCAAGAAGA0.328

+ 8 1623LGI1_uc010qnv.1_Missense_Mutation_p.M381I|LGI1_uc001kjd.3_Intron|LGI1_uc009xui.2_RNA|LGI1_uc001kje.2_IntronNM_005097 NP_005088 O95970 LGI1_HUMAN EAR 5. 4TTCCTAACATGGAGGATGTGT0.423

- 1 1509_1510 NR_002319 0GGGATGCCACCCATATGGTCAT0.515

- 3 462ALDH18A1_uc001kky.2_Missense_Mutation_p.V74M|ALDH18A1_uc010qog.1_Intron|ALDH18A1_uc010qoh.1_IntronNM_002860 NP_002851 P54886 P5CS_HUMANGlutamate 5-kinase. 3AGCTTCACCACGATTCTCTTG0.562 rs143330350

- 12 1599TCTN3_uc001kla.3_Missense_Mutation_p.G296E|TCTN3_uc010qoi.1_Missense_Mutation_p.G304ENM_015631 NP_056446 Q6NUS6 TECT3_HUMANExtracellular (Potential). 0TCTGGGCCTTCCATGAAGAGT0.488

- 15 2202 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3AAACTGAAGGGAGATCCGGTA0.517

- 15 2141 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3GTGGGATACTCCTTCGGCCAC0.527

- 4 499ARHGAP19_uc001kmy.2_RNA|ARHGAP19_uc001kna.2_Missense_Mutation_p.A148V|ARHGAP19_uc009xvi.2_RNA|ARHGAP19_uc009xvj.2_Missense_Mutation_p.A157V|ARHGAP19_uc009xvk.2_IntronNM_032900 NP_116289 Q14CB8 RHG19_HUMAN Rho-GAP. 0ATTATTGAGAGCATCCCTTAA0.438



+ 1 564FAM178A_uc001krq.3_RNA|FAM178A_uc001krr.1_Missense_Mutation_p.A8T|FAM178A_uc001krs.2_Missense_Mutation_p.A8TNM_018121 NP_060591 Q8IX21 F178A_HUMAN 0CTGCATGCCCGCTAGGCCAGG0.682

- 8 2369_2370PSD_uc001kvf.1_5'Flank|PSD_uc001kvh.1_Missense_Mutation_p.E236K|PSD_uc009xxd.1_Missense_Mutation_p.E615KNM_002779 NP_002770 A5PKW4 PSD1_HUMAN SEC7. 3AAGGCCAGCTCCTTCAGAAACA0.579

+ 6 1553 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1TACTGTTCTTCCGTGGCCAAC0.647

- 14 2280SH3PXD2A_uc010qqr.1_Intron|SH3PXD2A_uc010qqs.1_Missense_Mutation_p.A549S|SH3PXD2A_uc010qqt.1_Missense_Mutation_p.A591S|SH3PXD2A_uc009xxn.1_Missense_Mutation_p.A549S|SH3PXD2A_uc010qqu.1_Missense_Mutation_p.A657SNM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN 0CCAGCGTTCGCATCAGCATCC0.592

+ 10 1206HABP2_uc010qrz.1_RNANM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3AGCATAAAAACCAGACATCTA0.303

+ 2 573C10orf81_uc001lar.1_Missense_Mutation_p.G10D|C10orf81_uc009xyc.1_5'UTR|C10orf81_uc001las.1_IntronNM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1CTTTTATTAGGCAAACAATTT0.338

+ 5 1158ATRNL1_uc001lce.2_RNA|ATRNL1_uc001lcf.2_Missense_Mutation_p.H258Y|ATRNL1_uc009xyq.2_Missense_Mutation_p.H258YNM_207303 NP_997186 Q5VV63 ATRN1_HUMANExtracellular (Potential). 7CAGTCCAGATCACGGTTACTG0.403

+ 20 3630_3631ATRNL1_uc010qsm.1_Missense_Mutation_p.G211K|ATRNL1_uc010qsn.1_RNANM_207303 NP_997186 Q5VV63 ATRN1_HUMANLaminin EGF-like 2.|Extracellular (Potential). 7CACAACTAAAGGAATAAAAGGT0.322

+ 11 1417 NM_001011709 NP_001011709 Q17RR3 LIPR3_HUMAN PLAT. 1ATGGTGATAAATACATCTGGG0.308

- 19 3483EIF3A_uc010qsu.1_Missense_Mutation_p.L1079M|EIF3A_uc009xzg.1_Missense_Mutation_p.L152MNM_003750 NP_003741 Q14152 EIF3A_HUMANAsp-rich.|25 X 10 AA approximate tandem repeats of [DE]-[DE]-[DE]-R-[SEVGFPILV]-[HPSN]- [RSW]-[RL]-[DRGTIHN]-[EPMANLGDT].|19.0TCATCATCCAACCCTCGCCTG0.607

- 3 759FGFR2_uc010qtg.1_Missense_Mutation_p.P38S|FGFR2_uc010qth.1_Intron|FGFR2_uc010qti.1_Intron|FGFR2_uc010qtj.1_Missense_Mutation_p.P38S|FGFR2_uc010qtl.1_Missense_Mutation_p.P38S|FGFR2_uc010qtm.1_Intron|FGFR2_uc001lfl.3_Missense_Mutation_p.P38S|FGFR2_uc001lfm.2_Intron|FGFR2_uc001lfn.3_Intron|FGFR2_uc010qtn.1_Missense_Mutation_p.P57S|FGFR2_uc010qto.1_Intron|FGFR2_uc001lfo.1_Missense_Mutation_p.P57S|FGFR2_uc010qtp.1_Missense_Mutation_p.P57S|FGFR2_uc010qtq.1_Missense_Mutation_p.P57SNM_000141 NP_000132 P21802 FGFR2_HUMANIg-like C2-type 1.|Extracellular (Potential). 96TTGGTTGGTGGCTCTGCAGAA0.557

+ 16 8468TACC2_uc001lfw.2_Missense_Mutation_p.R849H|TACC2_uc009xzx.2_Intron|TACC2_uc010qtv.1_Intron|TACC2_uc001lfx.2_Intron|TACC2_uc001lfy.2_Intron|TACC2_uc001lfz.2_Missense_Mutation_p.R781H|TACC2_uc001lga.2_Intron|TACC2_uc009xzy.2_Intron|TACC2_uc001lgb.2_IntronNM_206862 NP_996744 O95359 TACC2_HUMAN Potential. 10TTGGCTTCCCGCAGCCACCAG0.587

+ 20 2439DMBT1_uc001lgl.1_Nonsense_Mutation_p.W768*|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Nonsense_Mutation_p.W778*|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_Nonsense_Mutation_p.W391*NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7GGCTGTGGCTGGGCCACGTCG0.612

+ 52 6662DMBT1_uc001lgl.1_Splice_Site_p.A2176_splice|DMBT1_uc001lgm.1_Splice_Site_p.A1558_splice|DMBT1_uc009xzz.1_Splice_Site_p.A2185_splice|DMBT1_uc010qtx.1_Splice_Site_p.A906_splice|DMBT1_uc009yab.1_Splice_Site_p.A889_splice|DMBT1_uc009yac.1_Splice_Site_p.A480_spliceNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7GCCTCTCCTAGGCAGACAATG0.522

- 8 1756CUZD1_uc001lgp.2_Missense_Mutation_p.G194E|CUZD1_uc009yad.2_Missense_Mutation_p.G194E|CUZD1_uc009yaf.2_Missense_Mutation_p.G109E|CUZD1_uc001lgr.2_Missense_Mutation_p.G194E|CUZD1_uc010qty.1_Missense_Mutation_p.G194E|CUZD1_uc009yae.2_Missense_Mutation_p.G194E|CUZD1_uc001lgs.2_Missense_Mutation_p.G475E|CUZD1_uc010qtz.1_Missense_Mutation_p.G475ENM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|ZP. 2CCCATAGTGTCCAAATAAGGG0.363

- 4 1649CHST15_uc001lhm.2_Missense_Mutation_p.H379L|CHST15_uc001lhn.2_Missense_Mutation_p.H379L|CHST15_uc010que.1_Missense_Mutation_p.H379L|CHST15_uc001lho.2_Missense_Mutation_p.H379LNM_015892 NP_056976 Q7LFX5 CHSTF_HUMANLumenal (Potential). 1CTGAAAGGCGTGGATGAAGTC0.527

- 1 709CHST15_uc001lhm.2_Missense_Mutation_p.E66K|CHST15_uc001lhn.2_Missense_Mutation_p.E66K|CHST15_uc010que.1_Missense_Mutation_p.E66K|CHST15_uc001lho.2_Missense_Mutation_p.E66KNM_015892 NP_056976 Q7LFX5 CHSTF_HUMANCytoplasmic (Potential). 1CCCCAGTTTTCGTTCCCTTCA0.463

+ 22 2306DOCK1_uc010qun.1_Missense_Mutation_p.F769LNM_001380 NP_001371 Q14185 DOCK1_HUMAN 9CATCTTCAAGTTCATCGTGCG0.473

+ 22 2312DOCK1_uc010qun.1_Missense_Mutation_p.V771MNM_001380 NP_001371 Q14185 DOCK1_HUMAN 9CAAGTTCATCGTGCGCTCCAG0.458

- 1 71LOC338651_uc009ycx.1_Intron|LOC338651_uc001ltt.1_IntronNM_001005922 NP_001005922 Q6L8H4 KRA51_HUMAN 0CCCCCACAGCTGGAGCCACAG0.672

+ 16 983TNNT3_uc001luw.3_Nonsense_Mutation_p.W249*|TNNT3_uc001luo.3_Nonsense_Mutation_p.W249*|TNNT3_uc001lup.3_Nonsense_Mutation_p.W255*|TNNT3_uc001luq.3_Nonsense_Mutation_p.W249*|TNNT3_uc001lur.2_Nonsense_Mutation_p.W249*|TNNT3_uc010qxf.1_Nonsense_Mutation_p.W255*|TNNT3_uc010qxg.1_Nonsense_Mutation_p.W189*NM_006757 NP_006748 P45378 TNNT3_HUMAN 1GCGGGCGCTGGAAGTAGAGAG0.647

+ 4 601_602TSSC4_uc001lwi.2_Missense_Mutation_p.H17Y|TSSC4_uc001lwk.2_Missense_Mutation_p.H81Y|TSSC4_uc001lwl.2_Missense_Mutation_p.H81YNM_005706 NP_005697 Q9Y5U2 TSSC4_HUMAN 0TGCAGCCATTCCATCTGAGAGG0.658

- 20 3005TRPM5_uc010qxl.1_Missense_Mutation_p.N999S|TRPM5_uc009ydn.2_Missense_Mutation_p.N1001SNM_014555 NP_055370 Q9NZQ8 TRPM5_HUMANCytoplasmic (Potential). 4CACAATCAGGTTGTAGCGCTG0.642

- 6 1908uc001lxr.2_5'Flank|ZNF195_uc001lxv.2_Missense_Mutation_p.P554L|ZNF195_uc001lxs.2_Missense_Mutation_p.P505L|ZNF195_uc010qxr.1_Missense_Mutation_p.P558L|ZNF195_uc009ydz.2_Missense_Mutation_p.P532L|ZNF195_uc001lxu.2_Missense_Mutation_p.P509LNM_001130520 NP_001123992 O14628 ZN195_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.398

+ 1 919_920 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANCytoplasmic (Potential). 2GAGCATCTTGGGAGTATTCCCA0.485

+ 2 665 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANExtracellular (Potential). 4TTCTGCCGCTCCAATATCCTT0.537 rs148260821

+ 2 797 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANHelical; Name=5; (Potential). 4CTTCTCATCTCCTTCTCATAT0.498

- 2 909 NM_030774 NP_110401 Q9H255 O51E2_HUMANCytoplasmic (Potential). 5CAGAACCGTTCGTATTATCAG0.488

- 2 554 NM_030774 NP_110401 Q9H255 O51E2_HUMANHelical; Name=3; (Potential). 5GAGAGGGCATGAATAAAGAAC0.517

- 1 1163 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMANCytoplasmic (Potential). 1TCCACAACATCCTTGGATAAC0.448

+ 1 406 NM_001004753 NP_001004753 Q8NH61 O51F2_HUMANCytoplasmic (Potential). 2GGCCTTTGATCGTTTTGTGGC0.463

+ 1 478 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMANHelical; Name=4; (Potential). 3ACTTACACTTCCCATGGTCTA0.468

- 2 649HBG2_uc001mak.1_RNA|HBG2_uc001maj.1_Missense_Mutation_p.S71FNM_000559 NP_000550 P69892 HBG2_HUMAN p.S71F(1) 1ATCTCCCAAGGAAGTCAGCAC0.532 rs151258456

- 1 778HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_001005567 NP_001005567 Q9H339 O51B5_HUMANExtracellular (Potential). 1CCAAAACGATGAATCAGAGAC0.428

- 1 908TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001913 NP_001001913 Q8NH53 O52N1_HUMANCytoplasmic (Potential). 1GACACTTTCTCGTACCTGCCT0.388

- 1 758TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001913 NP_001001913 Q8NH53 O52N1_HUMANHelical; Name=6; (Potential). 1TGGAACATAGGTGAGGACTAT0.443

- 1 685 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANCytoplasmic (Potential). 0GAGGGCAAACGAAACACTGCT0.478

- 1 25 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMANExtracellular (Potential). 4AAGCCGCTTCCCAAGGTGGAG0.438

+ 8 2899 NM_176822 NP_789792 Q86W24 NAL14_HUMAN LRR 5. 8GGTGATGGTGGAGTAAAGCTT0.413

+ 9 3096 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8TGATGTCTTTCGGCATCCAAG0.428

- 8 643PLEKHA7_uc010rcu.1_Missense_Mutation_p.P210SNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN PH. 3CTGGGCAAGGGGATGCTCCCG0.537

- 1 605KCNJ11_uc001mnb.3_IntronNM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1CGTGTCAGCACGTATTCCTCG0.677 rs139079635

- 5 759ABCC8_uc010rcy.1_Missense_Mutation_p.Q211HNM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1CCCCCAGGTCTTGCAGGTCCT0.567

- 2 699 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANHelical; Name=5; (Potential). 1GACCAGCAGGGCCAGACTGGA0.532

+ 16 4397NAV2_uc001mpp.2_Missense_Mutation_p.V1259M|NAV2_uc001mpr.3_Missense_Mutation_p.V1323M|NAV2_uc001mpt.2_Missense_Mutation_p.V409M|NAV2_uc009yhx.2_Missense_Mutation_p.V409M|NAV2_uc009yhy.1_Missense_Mutation_p.V322M|NAV2_uc009yhz.2_Missense_Mutation_p.V5MNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GAAAAATTCGGTGGTCATCTC0.527

+ 16 1740ANO3_uc010rdr.1_Missense_Mutation_p.G516E|ANO3_uc010rds.1_Missense_Mutation_p.G371E|ANO3_uc010rdt.1_Missense_Mutation_p.G386ENM_031418 NP_113606 Q9BYT9 ANO3_HUMANCytoplasmic (Potential). 4CCCATCACGGGAAAACCTGAA0.398

- 2 1297BDNFOS_uc001mrm.2_Intron|BDNFOS_uc009yij.2_Intron|BDNFOS_uc009yik.2_Intron|BDNFOS_uc009yil.2_Intron|BDNFOS_uc001mrp.2_Intron|BDNFOS_uc009yim.2_Intron|BDNFOS_uc009yin.2_Intron|BDNFOS_uc009yio.2_Intron|BDNFOS_uc009yip.2_Intron|BDNFOS_uc001mrn.2_Intron|BDNFOS_uc009yiq.2_Intron|BDNFOS_uc001mro.2_Intron|BDNFOS_uc009yir.2_Intron|BDNFOS_uc009yis.2_Intron|BDNFOS_uc009yit.2_Intron|BDNFOS_uc009yiu.2_Intron|BDNFOS_uc009yiv.2_Intron|BDNFOS_uc009yiw.2_Intron|BDNFOS_uc009yix.2_Intron|BDNFOS_uc009yiy.2_Intron|BDNFOS_uc009yiz.2_Intron|BDNFOS_uc001mrq.3_Intron|BDNFOS_uc001mrr.3_Intron|BDNFOS_uc009yja.2_Intron|BDNFOS_uc009yjb.2_Intron|BDNF_uc010rdv.1_Missense_Mutation_p.T149M|BDNF_uc001mrt.2_Missense_Mutation_p.T164M|BDNF_uc010rdw.1_Missense_Mutation_p.T149M|BDNF_uc009yjd.2_Missense_Mutation_p.T149M|BDNF_uc001mru.2_Missense_Mutation_p.T149M|BDNF_uc010rdx.1_Missense_Mutation_p.T149M|BDNF_uc010rdy.1_Missense_Mutation_p.T149M|BDNF_uc009yjg.2_Missense_Mutation_p.T149M|BDNF_uc009yje.2_Missense_Mutation_p.T231M|BDNF_uc009yjf.2_Misse !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0GTCTGCTGCCGTTACCCACTC0.547



- 14 2331 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2ACTGTAGACGGATTTTGAAAA0.363

+ 4 616QSER1_uc001mtz.1_Missense_Mutation_p.R117C|QSER1_uc001mua.2_5'FlankNM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6GGCATTTGAGCGCCTGGGCAG0.423

+ 13 2851HIPK3_uc001mum.1_Missense_Mutation_p.D840N|HIPK3_uc009yjv.1_Missense_Mutation_p.D840NNM_005734 NP_005725 Q9H422 HIPK3_HUMANInteraction with FAS (By similarity).|Required for localization to nuclear speckles (By similarity).|Interaction with AR (By similarity).5CATTATTGCCGACTCCCCGAG0.473

- 11 1957 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2CTGCACCACCGAGTACCGCGA0.612

- 6 825ELF5_uc001mvp.1_Missense_Mutation_p.E189K|ELF5_uc009ykd.1_Missense_Mutation_p.E94KNM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1ATTCCTTGTTCCCTATCTTCC0.428

+ 9 1219_1220PRR5L_uc001mwp.2_Missense_Mutation_p.G277E|PRR5L_uc009ykk.2_Missense_Mutation_p.G149E|PRR5L_uc010rfc.1_3'UTRNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1GAGCAGGAGGGGGAAGCCTACC0.629

+ 9 1326PRR5L_uc001mwp.2_Missense_Mutation_p.G313R|PRR5L_uc009ykk.2_Missense_Mutation_p.G185R|PRR5L_uc010rfc.1_3'UTRNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1CTCGGGCCTGGGGGAGGAGGC0.662

+ 2 1109RAG1_uc001mwt.2_RNANM_000448 NP_000439 P15918 RAG1_HUMAN RING-type. 5CAGCTATTGTCCCTCTTGCCG0.498

+ 8 898TP53I11_uc001myf.1_Intron|TSPAN18_uc001myg.2_Intron|TSPAN18_uc001myh.1_5'FlankNM_130783 NP_570139 Q96SJ8 TSN18_HUMANCytoplasmic (Potential). 0CTCTTCCGGGGCATCCAGTAG0.597

+ 8 1667 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1CTTCCTGAGCCCCCCGTATTG0.522

- 2 376SYT13_uc009yku.1_5'UTRNM_020826 NP_065877 Q7L8C5 SYT13_HUMANCytoplasmic (Potential). 1GGCCTGGGTCCATAGATGTCT0.532

+ 10 1417GYLTL1B_uc001nbw.1_Missense_Mutation_p.A405T|GYLTL1B_uc001nbx.1_Missense_Mutation_p.A436T|GYLTL1B_uc001nby.1_Missense_Mutation_p.A119T|GYLTL1B_uc001nbz.1_5'FlankNM_152312 NP_689525 Q8N3Y3 LARG2_HUMANLumenal (Potential). 3CACCCTTGTGGCCCAGCTGTC0.637

+ 8 1541MADD_uc001neq.2_Missense_Mutation_p.E450D|MADD_uc001nev.1_Missense_Mutation_p.E450D|MADD_uc001nes.1_Missense_Mutation_p.E450D|MADD_uc001net.1_Missense_Mutation_p.E450D|MADD_uc009yln.1_Missense_Mutation_p.E450D|MADD_uc001neu.1_Missense_Mutation_p.E450D|MADD_uc001nex.2_Missense_Mutation_p.E450D|MADD_uc001nez.2_Missense_Mutation_p.E450D|MADD_uc001new.2_Missense_Mutation_p.E450DNM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11AATTTCATGAGGGCCAGGAGA0.502

+ 9 1764MADD_uc001neq.2_Missense_Mutation_p.A525T|MADD_uc001nev.1_Missense_Mutation_p.A525T|MADD_uc001nes.1_Missense_Mutation_p.A525T|MADD_uc001net.1_Missense_Mutation_p.A525T|MADD_uc009yln.1_Missense_Mutation_p.A525T|MADD_uc001neu.1_Missense_Mutation_p.A525T|MADD_uc001nex.2_Missense_Mutation_p.A525T|MADD_uc001nez.2_Missense_Mutation_p.A525T|MADD_uc001new.2_Missense_Mutation_p.A525TNM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11AGCTTTTCAAGCTGGCTCCTT0.557

- 10 1739AGBL2_uc001ngf.2_Intron|AGBL2_uc010rhq.1_Missense_Mutation_p.E509K|AGBL2_uc001ngh.1_Missense_Mutation_p.E491KNM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2TCTCTTTCTTCAAGAAGTCTA0.383

+ 3 491PTPRJ_uc001ngo.3_Missense_Mutation_p.P46SNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8AATTCCTGACCCTTCAGTAGC0.423

+ 1 520 NM_001004726 NP_001004726 Q8NH49 OR4X1_HUMANExtracellular (Potential). 3CATCATGGACCACTACTTCTG0.567

+ 1 245 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMANCytoplasmic (Potential). 1ACGCTGGCTTCCCCTGTGTAT0.458

- 1 358 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMANCytoplasmic (Potential). 3GCCACATAGCGATCACAGGCC0.468 rs141762692

+ 1 546 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMANExtracellular (Potential). 1TGAACCCTTTGCTCAACCTCG0.458

- 1 844 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANHelical; Name=7; (Potential). 1TAGATGAGTGGATTGAGAAAG0.413

+ 1 656 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMANHelical; Name=5; (Potential). 3ATCCTCACTTCCTATGTTTTC0.478

+ 1 545 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2TGTGACACTTCCCCAATTTTA0.398

+ 1 586 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2ATACAACACCGAAATCCTGAT0.388

- 1 767 NM_001005199 NP_001005199 Q8NGG4 OR8H1_HUMANHelical; Name=6; (Potential). 3TAAATAAGTAAAAATCATAGT0.358

+ 1 797 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANExtracellular (Potential). 4TCCAGTCATTCCTTTGACACT0.423

+ 1 364 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMANCytoplasmic (Potential). 0GGCCTATGGTCGTTTTGTGGC0.512

- 6 905SSRP1_uc010rjq.1_Missense_Mutation_p.R213HNM_003146 NP_003137 Q08945 SSRP1_HUMAN 2AATGTCATAACGACCACGAGG0.527

+ 1 898 NM_001004458 NP_001004458 Q8NH92 OR1S1_HUMANHelical; Name=7; (Potential). 1CATGATAAACCCCTTCATCTA0.453

- 5 515GLYATL2_uc009ymq.2_Missense_Mutation_p.M128INM_145016 NP_659453 Q8WU03 GLYL2_HUMAN 2GGATGGTTTTCATGTAATCTA0.388

+ 1 347 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMANHelical; Name=3; (Potential). 3TTTTCTCTTTCGGTGATGGCA0.478

+ 1 90SCGB2A2_uc009ynx.2_Missense_Mutation_p.A11TNM_002411 NP_002402 Q13296 SG2A2_HUMAN 1CATGCTGGCGGCCCTCTCCCA0.612

+ 3 342POLR2G_uc001nvb.2_RNANM_002696 NP_002687 P62487 RPB7_HUMAN 0CATTGTTTTCCGGCCATTTAA0.473

- 2 778 NM_000738 NP_000729 P11229 ACM1_HUMANCytoplasmic (Potential). 0CCGAGTCACGGAGAAGTAGCG0.632

+ 6 1240SLC22A9_uc001nwx.2_RNANM_080866 NP_543142 Q8IVM8 S22A9_HUMANCytoplasmic (Potential). 3AATCCACCATGAAAAAAGAAC0.413

+ 9 1764SLC22A9_uc001nwx.2_IntronNM_080866 NP_543142 Q8IVM8 S22A9_HUMANHelical; (Potential). 3CCCCTGCCCTGGATCATCTAT0.502

- 3 288FAU_uc001ocy.1_Missense_Mutation_p.A61T|MRPL49_uc001ocz.1_5'Flank|MRPL49_uc001oda.1_5'FlankNM_001997 NP_001988 P35544 UBIM_HUMAN 0GTAGTCAGGGCCTCCACCCCG0.607

+ 2 1075 NM_006779 NP_006770 O14613 BORG1_HUMAN 0CATGCAGATCCCCACATAGGA0.657

- 5 1739MAP3K11_uc001oev.2_5'Flank|MAP3K11_uc010rol.1_Splice_Site_p.E159_splice|MAP3K11_uc001oex.1_Splice_SiteNM_002419 NP_002410 Q16584 M3K11_HUMAN 6TCAGTAGTTCCTGCGCCCGAG0.716

+ 4 588SART1_uc010rot.1_Missense_Mutation_p.E8KNM_005146 NP_005137 O43290 SNUT1_HUMAN Potential. 1ACAGCGAGAGGAGCTGCGGGA0.657

+ 16 1991 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3CCTGAAAATCCCTGGGCTGAA0.498

- 16 3206_3207 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 7. 4CCTCCCAGCCGGTCTGCACCTC0.688

- 2 313 NM_005995 NP_005986 O75333 TBX10_HUMAN T-box. 0TGAATTCCTCCCACAGAGGCT0.642

- 13 1707_1708CPT1A_uc001oof.3_Missense_Mutation_p.P513L|CPT1A_uc009ysj.2_IntronNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2GGTGGGGTACGGAATGTTCGGA0.495 rs146533704

- 1 45IGHMBP2_uc001ooj.1_5'Flank|IGHMBP2_uc001ook.1_5'Flank|MRPL21_uc001ooh.2_Translation_Start_Site|MRPL21_uc010rqe.1_Missense_Mutation_p.T7MNM_181514 NP_852615 Q7Z2W9 RM21_HUMAN 0TAAGGTGACCGTCAGGGAAGA0.687

+ 1 284_285 NM_005553 NP_005544 P26371 KRA59_HUMAN 0CAGCTGTGGAGGCTGTGACTCC0.639

- 3 477UCP2_uc001ouq.1_Missense_Mutation_p.P33SNM_003355 NP_003346 P55851 UCP2_HUMAN Solcar 1. 0GTATCCAGAGGAAAGGTGATG0.542



- 10 1584 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1AATGCAAAAAGGACTTCTTTC0.323

- 6 1172 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 6. 0ATCATCCCGCCCGCCAAGGAT0.597

+ 1 470_471CAPN5_uc001oxx.2_Intron|CAPN5_uc009yup.2_Intron|CAPN5_uc009yuq.2_Intron|CAPN5_uc001oxy.2_IntronNM_006189 NP_006180 P47874 OMP_HUMAN 0CTCAAGGCCTCCGTGGTTTTTA0.604 rs2233550

+ 5 1859PCF11_uc010rsu.1_Missense_Mutation_p.R505QNM_015885 NP_056969 O94913 PCF11_HUMAN 1TCACCCAAACGAAGGCAAAGA0.458

- 14 1892DLG2_uc001pai.2_Missense_Mutation_p.S427F|DLG2_uc010rsy.1_Missense_Mutation_p.S497F|DLG2_uc010rsz.1_Missense_Mutation_p.S530F|DLG2_uc010rta.1_Missense_Mutation_p.S530F|DLG2_uc001pak.2_Missense_Mutation_p.S635F|DLG2_uc010rtb.1_Missense_Mutation_p.S497F|DLG2_uc001pal.1_Missense_Mutation_p.S530F|DLG2_uc010rsw.1_Missense_Mutation_p.S12F|DLG2_uc010rsx.1_Missense_Mutation_p.S11FNM_001364 NP_001355 Q15700 DLG2_HUMAN 6GGTTCGCAGGGATCCGGACCC0.473

- 3 1252GRM5_uc009yvm.2_Missense_Mutation_p.R351QNM_001143831 NP_001137303 P41594 GRM5_HUMANExtracellular (Potential). 9CCAAGGGTTTCGGTGGTTTGT0.458

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 2.|Extracellular (Potential). 5GAATAGGTATGATCTGGAAAT0.388

+ 1 1525 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 5.|Extracellular (Potential). 5GATAAAGGAGAAAATGGGTAC0.388

+ 15 10153 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANExtracellular (Potential).|Cadherin 31. 5ATTCATTTTTCCATTGTGAAT0.408

+ 4 467CNTN5_uc009ywv.1_Missense_Mutation_p.S43L|CNTN5_uc001pfz.2_Missense_Mutation_p.S43L|CNTN5_uc001pgb.2_IntronNM_014361 NP_055176 O94779 CNTN5_HUMAN 8AGTTCATCTTCATCTCTCTTT0.398

+ 5 777KIAA1377_uc001pgn.2_Splice_Site_p.R125_splice|KIAA1377_uc010run.1_Splice_Site|KIAA1377_uc009yxa.1_Splice_SiteNM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4CTGGTTCACAGAGCTATAGAT0.318

+ 6 2075KIAA1377_uc001pgn.2_Missense_Mutation_p.G558E|KIAA1377_uc010run.1_Missense_Mutation_p.G403E|KIAA1377_uc009yxa.1_Missense_Mutation_p.G403ENM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4TTTAAGTTTGGAAATCAAAAA0.294

- 4 679uc001phh.1_Intron|MMP1_uc010ruv.1_Missense_Mutation_p.G113ENM_002421 NP_002412 P03956 MMP1_HUMANMetalloprotease. 4AGCAAGATTTCCTCCAGGTCC0.438

- 2 326 NM_002427 NP_002418 P45452 MMP13_HUMANCysteine switch (By similarity).p.D100N(1) 3TCACCCACATCAGGAACCCCG0.408 rs148152034

+ 26 4091DYNC2H1_uc001phn.1_Missense_Mutation_p.P1316L|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANStem (By similarity). 0AAGGATTCTCCTTATTATAAA0.338

- 7 1453PDGFD_uc001php.2_Missense_Mutation_p.D355NNM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2CAGATACAATCACATCGTTCA0.458 rs146343067

+ 1 566PDGFD_uc001php.2_Intron|PDGFD_uc001phq.2_IntronNM_001001711 NP_001001711 Q8WTU0 DDI1_HUMAN 5TCCAGCTCCCGTCCACAGCAC0.672 rs138983347

- 6 4283EXPH5_uc010rvy.1_Missense_Mutation_p.S1203N|EXPH5_uc010rvz.1_Missense_Mutation_p.S1235N|EXPH5_uc010rwa.1_Missense_Mutation_p.S1315NNM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5CAGGGTTTCACTTTGCAACTT0.348

+ 16 2364DDX10_uc001pkl.1_Missense_Mutation_p.A767TNM_004398 NP_004389 Q13206 DDX10_HUMAN 4CAAGAGACAAGCAAAGGTAAG0.338

+ 2 348CRYAB_uc001pmf.1_5'Flank|CRYAB_uc010rwp.1_5'Flank|HSPB2_uc009yyj.2_RNA|C11orf52_uc001pmh.2_IntronNM_001541 NP_001532 Q16082 HSPB2_HUMAN 3CACTTTACCCCAGACGAGGTG0.657

+ 14 1320SIDT2_uc010rxe.1_Splice_Site_p.Q427_splice|SIDT2_uc001pqg.2_Splice_Site_p.Q448_splice|SIDT2_uc001pqi.1_Splice_Site_p.Q424_spliceNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN 0CTTCTCCCCAGCAATACCTCT0.582

+ 3 434RNF214_uc001pqu.2_Missense_Mutation_p.P130L|RNF214_uc010rxf.1_IntronNM_207343 NP_997226 Q8ND24 RN214_HUMAN 0AGCCTCCATCCAGTCACTCGG0.542

- 32 5563 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANCytoplasmic (Potential). 8GCTGTTCCTTCCTTTGTCTGG0.597

+ 8 1012TMPRSS4_uc010rxp.1_Missense_Mutation_p.L236F|TMPRSS4_uc010rxq.1_Missense_Mutation_p.L94F|TMPRSS4_uc010rxr.1_Missense_Mutation_p.L216F|TMPRSS4_uc010rxs.1_Missense_Mutation_p.L201F|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_Missense_Mutation_p.L216FNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANExtracellular (Potential).|Peptidase S1. 2CCACTGGGTCCTCACGGCAGC0.612

+ 7 3865MLL_uc001ptb.2_Missense_Mutation_p.P1281L|MLL_uc001pte.1_RNA|MLL_uc009zab.1_Silent_p.L7LNM_005933 NP_005924 Q03164 MLL1_HUMAN 25GCCCCTGGGCCTGAATCCAAA0.582

+ 7 1215PHLDB1_uc010ryh.1_Missense_Mutation_p.R287C|PHLDB1_uc001pts.2_Missense_Mutation_p.R288C|PHLDB1_uc001ptt.2_Missense_Mutation_p.R288C|PHLDB1_uc001ptu.1_RNA|PHLDB1_uc001ptv.1_Missense_Mutation_p.R88C|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0GGTACCTGCCCGTTCCTCCAG0.637

+ 7 1737PHLDB1_uc001pts.2_Missense_Mutation_p.P462S|PHLDB1_uc001ptt.2_Missense_Mutation_p.P462S|PHLDB1_uc001ptu.1_Intron|PHLDB1_uc001ptv.1_Missense_Mutation_p.P262S|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0CCCCTTAAGTCCATCTCTGTC0.652

+ 2 348CXCR5_uc001puf.2_Missense_Mutation_p.R35WNM_001716 NP_001707 P32302 CXCR5_HUMANCytoplasmic (Potential). 1GGAGCGGCACCGGCAGACACG0.647

+ 8 2200 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10CTTCCCCTCCGAGTTCTCCTA0.617

+ 9 2429 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10GAAATTTATCGAAACAAAAAC0.433

+ 16 5318 NM_005422 NP_005413 O75443 TECTA_HUMAN 10TGTCCCAACCGAACTTGCGAG0.542

+ 45 6148SORL1_uc010rzp.1_Missense_Mutation_p.S869L|SORL1_uc010rzq.1_Missense_Mutation_p.S638LNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|Fibronectin type-III 5. 15TTTTCAGTTTCATTATCAGCA0.249

- 9 1972HSPA8_uc009zbc.2_Missense_Mutation_p.P396S|HSPA8_uc001pyp.2_Missense_Mutation_p.P479S|HSPA8_uc010rzu.1_Missense_Mutation_p.P555SNM_006597 NP_006588 P11142 HSP7C_HUMAN 8CCACCAGAGGGAGGAGCTCCA0.512

+ 10 1374GRAMD1B_uc001pyw.2_Missense_Mutation_p.P356S|GRAMD1B_uc010rzw.1_Missense_Mutation_p.P309S|GRAMD1B_uc010rzx.1_Missense_Mutation_p.P309S|GRAMD1B_uc009zbe.1_Missense_Mutation_p.P345S|GRAMD1B_uc001pyy.2_5'FlankNM_020716 NP_065767 Q3KR37 GRM1B_HUMAN 1TGAGGACATCCCCACTGAGCT0.498

- 1 899 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMANCytoplasmic (Potential). 3CATTGCCTTTCTTAAGGCTCC0.388

+ 1 47 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANExtracellular (Potential). 1GTTCTACTGGGGCTCTCTCAG0.418

+ 1 86 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANHelical; Name=1; (Potential). 1GTTTTCTTCACTGTTTTCTCT0.458

+ 3 237VWA5A_uc001pzr.2_Missense_Mutation_p.L10F|VWA5A_uc001pzs.2_Missense_Mutation_p.L10F|VWA5A_uc010sae.1_Missense_Mutation_p.L26F|VWA5A_uc001pzt.2_Missense_Mutation_p.L10FNM_001130142 NP_001123614 O00534 VMA5A_HUMAN VIT. 2CCTACTCACCCTCCACCGGGA0.448

+ 18 2427VWA5A_uc001pzt.2_Missense_Mutation_p.D740NNM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2CAATGGTAAGGACTTGAAGTG0.562

- 1 10 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMANExtracellular (Potential). 3GAATAATTTTCCATGGTCATT0.413

- 1 535 NM_001005195 NP_001005195 Q8NGG6 OR8BC_HUMANExtracellular (Potential). 3GGAAGGATGTCACACATGAAA0.507

+ 5 481_482 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0AAAAAGAAGAGGTTGCTGCTGT0.391

+ 13 1404SLC37A2_uc010sau.1_Missense_Mutation_p.D385N|SLC37A2_uc010sav.1_Missense_Mutation_p.D10N|SLC37A2_uc001qbp.2_Missense_Mutation_p.D10NNM_001145290 NP_001138762 Q8TED4 SPX2_HUMAN 2CATTGGCCAGGACGGGATTGC0.622

+ 7 1601NTM_uc001qgm.2_Missense_Mutation_p.P313S|NTM_uc010sch.1_Missense_Mutation_p.P315S|NTM_uc010sci.1_Missense_Mutation_p.P324S|NTM_uc010scj.1_Missense_Mutation_p.P272S|NTM_uc001qgq.2_Missense_Mutation_p.P324S|NTM_uc001qgr.2_Missense_Mutation_p.P95SNM_016522 NP_057606 Q9P121 NTRI_HUMAN 6CTCCACAGGTCCAGGCGCCGT0.597

- 1 122 NM_174927 NP_777587 Q7Z5L4 SPT19_HUMAN 0TACCGAACTGGTTATTGGTAG0.433

- 11 1543SLC6A12_uc001qhx.2_5'UTR|SLC6A12_uc001qhy.2_5'UTR|SLC6A12_uc001qia.2_Missense_Mutation_p.G334R|SLC6A12_uc001qib.2_Missense_Mutation_p.G334R|SLC6A12_uc009zdh.1_Missense_Mutation_p.G334RNM_003044 NP_003035 P48065 S6A12_HUMANHelical; Name=7; (Potential). 1ACAACAAACCCAGCCACAAAG0.502

+ 5 1465_1466CACNA2D4_uc001qjp.2_Intron|CACNA2D4_uc009zds.1_Intron|CACNA2D4_uc009zdt.1_Intron|CACNA2D4_uc009zdr.1_Intron|LRTM2_uc001qju.2_Missense_Mutation_p.G220E|LRTM2_uc010sdx.1_Missense_Mutation_p.G220E|LRTM2_uc001qjv.2_5'UTRNM_001039029 NP_001034118 Q8N967 LRTM2_HUMANLRRCT.|Extracellular (Potential). 1CTGCATGTAGGGGGACGCTTGG0.589



+ 7 1257CACNA1C_uc009zdv.1_Missense_Mutation_p.P312L|CACNA1C_uc001qkb.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkc.2_Missense_Mutation_p.P315L|CACNA1C_uc001qke.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkf.2_Missense_Mutation_p.P315L|CACNA1C_uc001qjz.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkd.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkg.2_Missense_Mutation_p.P315L|CACNA1C_uc009zdw.1_Missense_Mutation_p.P315L|CACNA1C_uc001qkh.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkl.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkn.2_Missense_Mutation_p.P315L|CACNA1C_uc001qko.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkp.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkr.2_Missense_Mutation_p.P315L|CACNA1C_uc001qku.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkq.2_Missense_Mutation_p.P315L|CACNA1C_uc001qks.2_Missense_Mutation_p.P315L|CACNA1C_uc001qkt.2_Missense_Mutation_p.P315L|CACNA1C_uc001qka.1_5'UTR|CACNA1C_uc001qki.1_Missense_Mutation_p.P51L|CACNA1C_uc001qkj.1_Missense_Mutation_p.P51L|CACNA1C_uc001qkk.1_Missense_Mutation_p.P51L|CACNA1C_uc00 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_199460 NP_955630 Q13936 CAC1C_HUMANI.|Extracellular (Potential). 11GACCCTTCCCCTTGTGCGCTG0.592

+ 8 1447CACNA1C_uc009zdv.1_Missense_Mutation_p.R375S|CACNA1C_uc001qkb.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkc.2_Missense_Mutation_p.R378S|CACNA1C_uc001qke.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkf.2_Missense_Mutation_p.R378S|CACNA1C_uc001qjz.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkd.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkg.2_Missense_Mutation_p.R378S|CACNA1C_uc009zdw.1_Missense_Mutation_p.R378S|CACNA1C_uc001qkh.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkl.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkn.2_Intron|CACNA1C_uc001qko.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkp.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkr.2_Missense_Mutation_p.R378S|CACNA1C_uc001qku.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkq.2_Missense_Mutation_p.R378S|CACNA1C_uc001qks.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkt.2_Missense_Mutation_p.R378S|CACNA1C_uc001qka.1_Intron|CACNA1C_uc001qki.1_Intron|CACNA1C_uc001qkj.1_Intron|CACNA1C_uc001qkk.1_Intron|CACNA1C_uc001qkm.1_Intron|CACNA1C_uc009zdy.1_Intron|CACNA1C_uc001qkv.1_5'UTRNM_199460 NP_955630 Q13936 CAC1C_HUMANI.|Extracellular (Potential). 11CCGTAGGAAGGGACTGGCCCT0.517

+ 2 210_211TULP3_uc010sef.1_Intron|C12orf32_uc010see.1_Missense_Mutation_p.P15S|C12orf32_uc001qli.2_IntronNR_027363 0CCCAGAAAGCCCCGCTGCTGTT0.559

+ 4 290DYRK4_uc009zeh.1_Missense_Mutation_p.L159F|DYRK4_uc001qmy.1_Missense_Mutation_p.L44FNM_003845 NP_003836 Q9NR20 DYRK4_HUMAN 3GGCCCTAAAGCTTTTTAAGAA0.517

+ 1 1383 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3CTCTGGGCCGGCCAGGGGCAT0.617

+ 1 615NTF3_uc001qnk.3_Missense_Mutation_p.E191KNM_002527 NP_002518 P20783 NTF3_HUMAN 1GGTGCTGGGGGAGATCAAAAC0.522

- 21 2228 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANExtracellular (Potential). 7TGGATGTTTCGAATGGGCAGA0.453

- 5 788FAM90A1_uc001quh.2_Missense_Mutation_p.E77KNM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1TCCTTCCCTTCCTTTTCCCCA0.552

- 26 3205PZP_uc009zgl.2_Missense_Mutation_p.R845QNM_002864 NP_002855 5GATGTAGGATCGAGCCTGGGC0.488

- 1 566 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMANExtracellular (Potential). 1TCTGCAACTCCAAGTTAAGTT0.423

- 3 285PRB1_uc001qzu.1_Missense_Mutation_p.Q83P|PRB1_uc001qzv.1_Missense_Mutation_p.Q83PNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0CTTGTCCCCTTGTGGGGGTGG0.622

+ 1 416 NR_003932 0TCTGAAGCCTGCAAGAAAGTT0.567

- 13 4359 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12AAGCACTGGTCGTCCCCAAAA0.612

- 8 1856 NM_000834 NP_000825 Q13224 NMDE2_HUMANHelical; (Potential). 12ACATCATCACCCATACGTCAG0.463

- 12 1868SLCO1A2_uc001res.2_Missense_Mutation_p.M539I|SLCO1A2_uc010siq.1_Missense_Mutation_p.M407I|SLCO1A2_uc010sio.1_Missense_Mutation_p.M407I|SLCO1A2_uc010sip.1_Missense_Mutation_p.M407I|SLCO1A2_uc001ret.2_Missense_Mutation_p.M537INM_021094 NP_066580 P46721 SO1A2_HUMANCytoplasmic (Potential). 4CTTCAGATTTCATACACCTGA0.299

- 5 793SLCO1A2_uc001res.2_Missense_Mutation_p.S181F|SLCO1A2_uc010siq.1_Missense_Mutation_p.S49F|SLCO1A2_uc010sio.1_Missense_Mutation_p.S49F|SLCO1A2_uc010sip.1_Missense_Mutation_p.S49F|SLCO1A2_uc001ret.2_Missense_Mutation_p.S179F|SLCO1A2_uc001reu.2_Missense_Mutation_p.S161FNM_021094 NP_066580 P46721 SO1A2_HUMANHelical; Name=4; (Potential). 4TTCTATATAGGAAATACCCAA0.343

- 5 530 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMANPeptidase S1 1. 10CTTGCCCCATCCACTGGATAA0.413

- 10 2696CAPRIN2_uc001rjf.1_Missense_Mutation_p.P446S|CAPRIN2_uc001rjg.1_Missense_Mutation_p.P316S|CAPRIN2_uc001rjh.1_Missense_Mutation_p.P649S|CAPRIN2_uc001rjj.1_Missense_Mutation_p.P316S|CAPRIN2_uc001rjk.3_Missense_Mutation_p.P649S|CAPRIN2_uc001rjl.3_Missense_Mutation_p.P649S|CAPRIN2_uc001rjm.1_Missense_Mutation_p.P316SNM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2TGTGACGTTGGAATTGCACTT0.388

- 26 3940ADAMTS20_uc001rno.1_Missense_Mutation_p.G432R|ADAMTS20_uc001rnp.1_Missense_Mutation_p.G468RNM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 9. 19CTTACTGATCCCCATGGTCCG0.353

- 4 1127_1128 NM_001004329 NP_001004329 Q6ZNG2 DBX2_HUMAN 0ATATAAGGCACCTTGCAGTGAA0.47 rs149681179

- 7 689SLC38A1_uc001rpb.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpc.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpd.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpe.2_Missense_Mutation_p.T144I|SLC38A1_uc010slh.1_Missense_Mutation_p.T117I|SLC38A1_uc009zkj.1_Missense_Mutation_p.T144INM_030674 NP_109599 Q9H2H9 S38A1_HUMANCytoplasmic (Potential). 5CTTCCCTGTGGTGCCAAAGAC0.383

+ 4 753FAM113B_uc010slj.1_Intron|FAM113B_uc001rpq.2_Missense_Mutation_p.E8KNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5GCGGGCCTCCGAAGTGCGGCA0.587

+ 4 1128FAM113B_uc010slj.1_Missense_Mutation_p.P13S|FAM113B_uc001rpq.2_Missense_Mutation_p.P133SNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5CAGGTATGGTCCGAACTCCTG0.592

+ 4 1393FAM113B_uc010slj.1_Missense_Mutation_p.A101V|FAM113B_uc001rpq.2_Missense_Mutation_p.A221VNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5TTCCGCCACGCGAGGGAGAAC0.597

- 14 1752RPAP3_uc010slk.1_Missense_Mutation_p.P387A|RPAP3_uc001rps.2_Missense_Mutation_p.P512ANM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1GAGTTTGCAGGAATTGGAGGA0.403

- 23 2742uc001rpv.2_Intron|RAPGEF3_uc001rpw.2_Missense_Mutation_p.P103S|RAPGEF3_uc001rpx.2_Missense_Mutation_p.P225S|RAPGEF3_uc010sln.1_Missense_Mutation_p.P265S|RAPGEF3_uc001rpy.2_RNA|RAPGEF3_uc009zkq.2_Missense_Mutation_p.P768S|RAPGEF3_uc001rpz.3_Missense_Mutation_p.P810SNM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4GGGATGACAGGAGGGGAGAGC0.413

- 54 4613COL2A1_uc001rqt.2_Missense_Mutation_p.G259S|COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.G1409SNM_001844 NP_001835 P02458 CO2A1_HUMANFibrillar collagen NC1. 2ATGTCCACACCGAATTCCTGC0.517

- 6 1270ZNF641_uc001rro.1_Missense_Mutation_p.P355S|ZNF641_uc010sls.1_Missense_Mutation_p.P346SNM_152320 NP_689533 Q96N77 ZN641_HUMAN 2TGACACTTTGGCACTGGTGGG0.592

- 5 1970ADCY6_uc001rsj.3_Missense_Mutation_p.P437L|ADCY6_uc001rsi.3_Missense_Mutation_p.P437L|ADCY6_uc010slw.1_5'FlankNM_015270 NP_056085 O43306 ADCY6_HUMANCytoplasmic (Potential). 0CCGGGCCTCCGGCAGCCCTGA0.552

- 48 15620 NM_003482 NP_003473 O14686 MLL2_HUMANFYR N-terminal. 41GTAGCCCACGGGATAGAGGGC0.607

- 48 15358 NM_003482 NP_003473 O14686 MLL2_HUMANRING-type 4; degenerate. 41CACTTGGCACGGATGGCACAA0.537

- 21 5117 NM_003482 NP_003473 O14686 MLL2_HUMAN 41GCGTGTGTGGGATTTCCGCTG0.637

+ 8 1669SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.P227L|SPATS2_uc001ruf.2_Missense_Mutation_p.P227L|SPATS2_uc001rug.2_Missense_Mutation_p.P227LNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1GAAGATGTTCCCCTCGCCACC0.428

- 3 606 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0TGTATAGCTCCGTACAGAGTT0.537

+ 10 1380SLC4A8_uc010sni.1_Nonsense_Mutation_p.W348*|SLC4A8_uc001rym.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryn.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryo.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryp.1_3'UTR|SLC4A8_uc010snj.1_Nonsense_Mutation_p.W428*|SLC4A8_uc001ryq.3_Nonsense_Mutation_p.W401*|SLC4A8_uc001ryr.2_Nonsense_Mutation_p.W401*|SLC4A8_uc010snk.1_Nonsense_Mutation_p.W348*NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANExtracellular (Potential). 5CCAGGAGAGTGGGATCCCTCC0.493

+ 7 1744NR4A1_uc010sno.1_Missense_Mutation_p.R490H|NR4A1_uc001rzt.2_Missense_Mutation_p.R477H|NR4A1_uc009zmc.2_Missense_Mutation_p.V91MNM_002135 NP_002126 P22736 NR4A1_HUMAN 0CAGTGTGCCCGTGGCTTCGGG0.612

- 7 1472 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Tail. 1GAGTACTCACCGGCTCTCCTC0.557

- 2 633 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2GCAGCAGGGTCCACTTGGTGT0.542

- 1 74 NM_005555 NP_005546 P04259 K2C6B_HUMAN Head. 2GCTGTGGCTCCTGATGGTGGT0.632

- 4 818 NM_173352 NP_775487 Q8N1N4 K2C78_HUMAN Coil 1B.|Rod. 2AGCCTCACTTCTTCATTCAGA0.547

+ 8 926SOAT2_uc009zms.2_RNANM_003578 NP_003569 O75908 SOAT2_HUMANHelical; (Potential). 1CTGCCCAACACTCATCTACAG0.493

+ 29 3251NCKAP1L_uc010sox.1_Missense_Mutation_p.E600K|NCKAP1L_uc010soy.1_Missense_Mutation_p.E1008KNM_005337 NP_005328 P55160 NCKPL_HUMAN 4TCACCTCAAGGAATTTCTGGT0.418

- 1 184 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMANCytoplasmic (Potential). 1GAGAAATTACGGAGGAAGAAA0.403

- 2 902DNAJC14_uc001shu.1_Missense_Mutation_p.R233H|DNAJC14_uc009zob.1_Missense_Mutation_p.R233H|DNAJC14_uc001shy.1_Missense_Mutation_p.R233HNM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4CAGGCCTTTGCGCTTATCTGC0.567

- 19 2410STAT6_uc009zpf.2_Splice_Site_p.E720_splice|STAT6_uc001sna.2_Splice_Site_p.E720_splice|STAT6_uc010srb.1_Splice_Site_p.E610_splice|STAT6_uc010src.1_Splice_Site_p.E610_splice|STAT6_uc010srd.1_Splice_Site_p.E610_splice|STAT6_uc009zpg.2_Splice_Site_p.E769_spliceNM_003153 NP_003144 P42226 STAT6_HUMAN 4TTTTCACTTACTCCTGGAAGG0.522

- 7 1002ARHGAP9_uc001sny.2_5'Flank|ARHGAP9_uc001snz.2_Missense_Mutation_p.R15H|ARHGAP9_uc001soa.2_5'UTR|ARHGAP9_uc001sob.2_Missense_Mutation_p.R199H|ARHGAP9_uc001soc.2_Missense_Mutation_p.R199H|ARHGAP9_uc001soe.1_Missense_Mutation_p.R278H|ARHGAP9_uc010sro.1_Missense_Mutation_p.R199HNM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1CCGAGGACAGCGGCGAAGGTC0.652 rs139154961

+ 3 670DYRK2_uc001sts.3_Missense_Mutation_p.V17LNM_006482 NP_006473 Q92630 DYRK2_HUMAN 4ACAGATCCAGGTTCAACAGTT0.488 rs138020482



+ 2 817 NM_014505 NP_055320 Q86W47 KCMB4_HUMANExtracellular (Potential). 0CTGTAAGAGAGAAAATCAGAA0.328

- 14 1439CAPS2_uc001sxm.3_Missense_Mutation_p.E182D|CAPS2_uc009zsa.2_Missense_Mutation_p.E4D|CAPS2_uc001sxi.3_Missense_Mutation_p.E150D|CAPS2_uc001sxj.3_Missense_Mutation_p.E325D|CAPS2_uc001sxl.3_Missense_Mutation_p.E395DNM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2TTATATCATCCTCCTGTTCCA0.333

- 7 992 NM_004950 NP_004941 Q99645 EPYC_HUMAN LRR 6. 1GAGATTAATAGGGTTTCCATC0.393

- 3 235CLLU1_uc001tcc.2_5'Flank|CLLU1_uc001tcd.2_5'Flank|CLLU1_uc001tce.1_5'Flank|CLLU1_uc001tcf.2_5'FlankNM_001025232 NP_001020403 Q5K130 CLU1O_HUMAN 0CCTTGTCACATTTCCTTTGCC0.438

- 5 1132ANKS1B_uc001tgf.1_Intron|ANKS1B_uc009ztt.1_Missense_Mutation_p.V239MNM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN ANK 7. 0ACAACATCCACCTTTCCAAAC0.378

- 17 3801UHRF1BP1L_uc001tgp.2_Missense_Mutation_p.S841FNM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2TACCACAACGGACATCTATTA0.338

+ 26 2741KIAA1033_uc010swr.1_Missense_Mutation_p.P886L|KIAA1033_uc010sws.1_Missense_Mutation_p.P697LNM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2GTCTAGTATCCTTTTGATAGA0.373

- 10 2289PRDM4_uc010sww.1_Missense_Mutation_p.H25Y|PRDM4_uc001tmq.2_RNANM_012406 NP_036538 Q9UKN5 PRDM4_HUMANC2H2-type 2. 2TCACACTTGTGGGGCTTCATA0.473

+ 4 1355WSCD2_uc001tmt.2_Missense_Mutation_p.G204DNM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN WSC 1. 3GGCGAGCGAGGCAGCGTGTGC0.692

- 2 968TMEM119_uc001tnf.2_RNANM_181724 NP_859075 Q4V9L6 TM119_HUMANCytoplasmic (Potential). 1CTTTCGGGGGGACCCACTGGT0.667

+ 18 1877 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0GCATACCGAAGGAAATACGAG0.443

+ 10 1454CCDC63_uc010sye.1_Missense_Mutation_p.K380R|CCDC63_uc001trw.1_Missense_Mutation_p.K335RNM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8CTGTTCAAGAAGATAAACTGT0.502

+ 16 2095 NM_015267 NP_056082 O14529 CUX2_HUMAN 6GACAGGCTCAGACGACGCCAT0.622

- 16 2186_2187C12orf51_uc010syk.1_Intron|C12orf51_uc001tts.2_Intron|C12orf51_uc001ttt.3_IntronNM_001109662 NP_001103132 2TAAAATTTAAGGAAGGGGGGGA0.396

+ 19 2028RPH3A_uc001ttz.2_Missense_Mutation_p.V556F|RPH3A_uc001tty.2_Missense_Mutation_p.V552F|RPH3A_uc009zwe.1_Missense_Mutation_p.V551F|RPH3A_uc010sym.1_Missense_Mutation_p.V507F|RPH3A_uc001tua.2_Missense_Mutation_p.V316FNM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN C2 2. 7CAAGATCCTGGTCTCCCTCAT0.592

+ 2 338_339TPCN1_uc001tux.2_Missense_Mutation_p.T86INM_017901 NP_060371 Q9ULQ1 TPC1_HUMANCytoplasmic (Potential). 3CTCATCCTGACCTTGGATGAGG0.569

- 20 3727 NM_000620 NP_000611 P29475 NOS1_HUMANFAD-binding FR-type. 7ATGTTCCTACCTGGATTTAGG0.522

- 2 1188 NM_000620 NP_000611 P29475 NOS1_HUMANInteraction with NOSIP (By similarity).|PIN (nNOS-inhibiting protein) binding.7GAGCCAGCCTCCTGCCCATCA0.682

- 3 363PITPNM2_uc001uek.1_Missense_Mutation_p.S75F|PITPNM2_uc009zxu.1_Missense_Mutation_p.S75FNM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3GGGCAGGATGGAGCGGAACCA0.622

+ 2 717SNRNP35_uc010tar.1_Nonsense_Mutation_p.R206*|SNRNP35_uc009zxz.2_Nonsense_Mutation_p.R206*|SNRNP35_uc001ufc.1_IntronNM_022717 NP_073208 Q16560 U1SBP_HUMAN Arg-rich. 0GACAAGGGATCGAGACCATGA0.552 rs140144369

+ 7 903TCTN2_uc009zya.2_Nonsense_Mutation_p.Q258*NM_024809 NP_079085 Q96GX1 TECT2_HUMANExtracellular (Potential). 1TTCCCCCAAACAGGACTCTTC0.323

+ 43 7252 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6GGGTCCCATGGAGTAAATTAG0.408

- 3 1335 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14GCTGCTGGCTCGCACGCCGAT0.547 rs147819967

+ 18 2451GPR133_uc010tbm.1_Missense_Mutation_p.P663L|GPR133_uc009zyo.2_Intron|GPR133_uc001uiv.1_Missense_Mutation_p.P150L|GPR133_uc009zyp.2_RNANM_198827 NP_942122 Q6QNK2 GP133_HUMANExtracellular (Potential). 10TCCTAGACCCCCTGCCAAGTG0.582

- 12 995TPTE2_uc009zzk.2_RNA|TPTE2_uc009zzl.2_Nonsense_Mutation_p.R151*|TPTE2_uc001ume.2_Nonsense_Mutation_p.R185*|TPTE2_uc009zzm.2_Intron|TPTE2_uc010tcm.1_RNANM_199254 NP_954863 Q6XPS3 TPTE2_HUMANPhosphatase tensin-type. 0TTGTAGACTCGATAGTGGTTT0.338

+ 3 862MPHOSPH8_uc001umf.1_Missense_Mutation_p.D285N|MPHOSPH8_uc001umg.2_Missense_Mutation_p.D285N|MPHOSPH8_uc001umi.2_5'UTRNM_017520 NP_059990 Q99549 MPP8_HUMAN 0GCTACATTCCGACAGCAGAGA0.443

- 9 1010PARP4_uc010tdc.1_Missense_Mutation_p.L302FNM_006437 NP_006428 Q9UKK3 PARP4_HUMANPARP alpha-helical. 4TTTACTAGAAGGAGAATCCCC0.383

+ 15 2113RNF17_uc010tdd.1_Missense_Mutation_p.G550E|RNF17_uc010aab.2_Intron|RNF17_uc010tde.1_Missense_Mutation_p.G691E|RNF17_uc001ups.2_Missense_Mutation_p.G630ENM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2AATAGTCCTGGAGATTTCTAT0.284

- 1 1359FAM123A_uc001uqa.2_Missense_Mutation_p.G301E|FAM123A_uc001uqc.2_Missense_Mutation_p.G301ENM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4TTCCCCGCCTCCTTGGTAGGC0.637

+ 1 1368 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0GAAAGGACATCCAGCAGCTTT0.507

+ 17 1910RXFP2_uc010aba.2_Missense_Mutation_p.F572LNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANHelical; Name=5; (Potential). 0TTACTATGTTCTGTTCCATTC0.393 rs139736966

+ 61 9385FRY_uc010tdw.1_RNA|FRY_uc001utz.2_Nonsense_Mutation_p.Y494*|FRY_uc010tdx.1_Nonsense_Mutation_p.Y333*NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7CGGGTACTTATGCCCTGGTGG0.522

+ 11 2718 NM_000059 NP_000050 P51587 BRCA2_HUMANInteraction with NPM1. 64TTATAAAAACGTTGAGCTGTT0.313

+ 1 4322 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 9. 11GAAGACAAATCTTTGGTTTAT0.343

- 10 1233_1234KIAA0564_uc001uyk.2_Missense_Mutation_p.S388LNM_015058 NP_055873 A3KMH1 K0564_HUMAN 6CAGAAGCTTGGGACACATGGTT0.366

- 4 354SLC25A30_uc010tfs.1_5'UTR|SLC25A30_uc001vah.2_5'UTR|SLC25A30_uc010tft.1_Missense_Mutation_p.A22S|SLC25A30_uc001vaf.2_5'FlankNM_001010875 NP_001010875 Q5SVS4 KMCP1_HUMANHelical; Name=2; (Potential).|Solcar 1. 1ATCGCGGGGGCAATCCTGTTA0.473

+ 6 1062CYSLTR2_uc010acy.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010acz.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010ada.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010adb.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010adc.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010add.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010acw.1_Missense_Mutation_p.Y127H|CYSLTR2_uc001vck.2_Missense_Mutation_p.Y127HNM_020377 NP_065110 Q9NS75 CLTR2_HUMANHelical; Name=3; (Potential). 2CAGCAGTATTTATTTCCTGAC0.483

- 11 2821_2822ATP7B_uc010adv.2_Missense_Mutation_p.H459Y|ATP7B_uc001vfx.2_Missense_Mutation_p.H727Y|ATP7B_uc001vfy.2_Missense_Mutation_p.H778Y|ATP7B_uc010tgt.1_Missense_Mutation_p.H889Y|ATP7B_uc010tgu.1_Missense_Mutation_p.H841Y|ATP7B_uc010tgv.1_Missense_Mutation_p.H811Y|ATP7B_uc001vfv.2_Missense_Mutation_p.H161Y|ATP7B_uc010tgs.1_Missense_Mutation_p.H161YNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3TTGCCCACGTGGGTAGCTTTAA0.441

+ 5 748OLFM4_uc001vhk.1_IntronNM_006418 NP_006409 Q6UX06 OLFM4_HUMANOlfactomedin-like. 1TGGTCATGGTGGTGTGGTGAA0.423

- 6 1858DACH1_uc010tho.1_Intron|DACH1_uc010thp.1_IntronNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1TGAGACCTACGGATTCTGTCA0.488

- 15 2292DIS3_uc001viy.3_Missense_Mutation_p.H610Y|DIS3_uc001viz.2_RNANM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1CTGTCCATGTGGAATCGAACT0.318

- 1 1775 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANExtracellular (Potential). 5GTGGCATGATCCTCTTGCCCA0.557

- 2 2890SLITRK6_uc010afe.1_Missense_Mutation_p.V264INM_032229 NP_115605 Q9H5Y7 SLIK6_HUMANCytoplasmic (Potential). 3TCCACTAATACCTTCCTTGGA0.403

+ 2 2528SLITRK5_uc010tic.1_Missense_Mutation_p.G529DNM_015567 NP_056382 O94991 SLIK5_HUMANCytoplasmic (Potential). 5TCCCGAGAGGGCAACTCCGTA0.493

+ 3 1004 NM_004466 NP_004457 P78333 GPC5_HUMAN 5AGAGTAATGGGACAGATGGGG0.517

- 12 1744ABCC4_uc010afk.2_Missense_Mutation_p.R542Q|ABCC4_uc001vme.2_Missense_Mutation_p.R542Q|ABCC4_uc010tih.1_Missense_Mutation_p.R467Q|ABCC4_uc001vmf.2_Missense_Mutation_p.R499Q|ABCC4_uc010afl.1_Missense_Mutation_p.R499Q|ABCC4_uc010afm.1_Missense_Mutation_p.R555QNM_005845 NP_005836 O15439 MRP4_HUMANABC transporter 1. 4AAGGTTTACCCGTGCTTTCTG0.493

+ 13 1113PCCA_uc010aga.2_Missense_Mutation_p.P333S|PCCA_uc010tiz.1_Missense_Mutation_p.P359S|PCCA_uc001vop.2_RNANM_000282 NP_000273 P05165 PCCA_HUMANATP-grasp.|Biotin carboxylation. 2GGTTGAGCATCCTGTCACAGA0.433



- 39 3489COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6TCCAATCCTGGGAGGCCTTTG0.498

+ 41 4110 NM_001846 NP_001837 P08572 CO4A2_HUMANTriple-helical region. 6ACACCCCCTTCCAACATCTCT0.527

+ 20 2480ARHGEF7_uc001vrr.2_Missense_Mutation_p.V723I|ARHGEF7_uc001vrt.2_Missense_Mutation_p.V694I|ARHGEF7_uc001vrv.3_Intron|ARHGEF7_uc001vrw.3_Intron|ARHGEF7_uc001vrx.3_Intron|ARHGEF7_uc010tjo.1_Intron|ARHGEF7_uc010tjp.1_Missense_Mutation_p.V488I|ARHGEF7_uc001vry.1_Missense_Mutation_p.V160INM_001113511 NP_001106983 Q14155 ARHG7_HUMAN 7GCATAATCACGTCTTGGCTGA0.587

+ 8 782PROZ_uc010agr.1_Missense_Mutation_p.E281KNM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0GGACGCGGGGGAGAATGACCT0.567

+ 13 2343 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0GTGCTGTGGAGAGCTGCAATC0.597

- 6 650GAS6_uc001vuf.2_5'FlankNM_000820 NP_000811 Q14393 GAS6_HUMANEGF-like 2; calcium-binding (Potential). 4CTGGAGGCAGCCCCCGTTCTC0.612

+ 1 343 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMANHelical; Name=3; (Potential). 2GATGGTGCTACTTGTTTCGAT0.438

+ 1 650 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANHelical; Name=5; (Potential). 3 TTAATTATTTCCTACACCATC0.433

- 8 966HNRNPC_uc001vzw.2_Missense_Mutation_p.S228F|HNRNPC_uc001wad.2_Missense_Mutation_p.S161F|HNRNPC_uc001vzx.2_Intron|HNRNPC_uc001vzz.2_Missense_Mutation_p.S228F|HNRNPC_uc001waa.2_Missense_Mutation_p.S241F|HNRNPC_uc010ail.2_Missense_Mutation_p.S241F|HNRNPC_uc010tlq.1_RNA|HNRNPC_uc001wab.2_Missense_Mutation_p.S227F|HNRNPC_uc001wac.2_Missense_Mutation_p.S185F|HNRNPC_uc010tlr.1_Missense_Mutation_p.S106F|HNRNPC_uc001waf.2_Missense_Mutation_p.S228F|HNRNPC_uc001wae.2_Missense_Mutation_p.S228FNM_031314 NP_112604 P07910 HNRPC_HUMANAsp/Glu-rich (acidic). 0TTTCTTCACGGAGCTGCTGCT0.488

- 1 238 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANExtracellular (Potential). 2ATGAGGCGAGGGACAATGATG0.498

+ 6 1225 NM_004995 NP_004986 P50281 MMP14_HUMANHemopexin-like 1.|Extracellular (Potential). 0CATGCTCCGAGGGGAGATGTT0.433

- 6 2591_2592AP1G2_uc001wkl.2_5'Flank|AP1G2_uc001wkn.2_5'Flank|AP1G2_uc010tnp.1_5'Flank|AP1G2_uc010akt.2_5'Flank|JPH4_uc010tnr.1_Missense_Mutation_p.A223V|JPH4_uc001wkr.2_Missense_Mutation_p.A558VNM_032452 NP_115828 Q96JJ6 JPH4_HUMANCytoplasmic (Potential). 2TGCCTGCTGGGGCCCTCAGCGG0.673

+ 2 558 NM_203402 NP_981947 A5D6W6 FITM1_HUMANExtracellular (Potential). 0CTCCTGCTTCGAGCCACTGCC0.692

+ 8 1720RNF31_uc001wml.1_Missense_Mutation_p.L340I|RNF31_uc001wmm.1_Intron|RNF31_uc010alg.1_Missense_Mutation_p.L306I|RNF31_uc001wmo.1_5'Flank|RNF31_uc001wmp.2_5'FlankNM_017999 NP_060469 Q96EP0 RNF31_HUMAN 2AGGCCTCCAGCTAGTGAGCAT0.582

- 4 578GZMH_uc010aly.1_Intron|GZMH_uc010alz.1_IntronNM_033423 NP_219491 P20718 GRAH_HUMAN Peptidase S1. 2GCTGTAATTGCCATGGAAGAG0.517

- 5 749GZMB_uc010ama.2_Missense_Mutation_p.R216Q|GZMB_uc010amb.2_RNANM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0GGTGCAGGCTCGTGGAGGCAT0.498

+ 11 1279COCH_uc001wqp.2_Missense_Mutation_p.S400L|COCH_uc001wqq.3_Missense_Mutation_p.S400L|uc001wqs.2_RNA|COCH_uc001wqt.1_Missense_Mutation_p.S251LNM_004086 NP_004077 O43405 COCH_HUMAN VWFA 2. p.S400L(1) 3TTTGAAATCTCGGACATTGGT0.433

+ 6 4320ARHGAP5_uc001wrm.2_Missense_Mutation_p.P1360S|ARHGAP5_uc001wrn.2_Missense_Mutation_p.P1361S|ARHGAP5_uc001wro.2_Missense_Mutation_p.P100S|ARHGAP5_uc001wrp.2_Missense_Mutation_p.P96SNM_001173 NP_001025226 Q13017 RHG05_HUMAN Rho-GAP. 5TACAGAAATCCCGGATAAAAC0.294

+ 13 4483 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21TGTGTAAATGGAAAAGTTGGA0.368

- 37 6179RALGAPA1_uc010amp.2_RNA|RALGAPA1_uc001wtj.2_Missense_Mutation_p.L1930F|RALGAPA1_uc010tpv.1_Missense_Mutation_p.L1943F|RALGAPA1_uc010tpw.1_Missense_Mutation_p.L1977FNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMANMinimal domain that binds to TCF3/E12 (By similarity).|Rap-GAP.4ATTACAATAAGGACATCACCA0.343

+ 5 3308LRFN5_uc010ana.2_Missense_Mutation_p.D466ANM_152447 NP_689660 Q96NI6 LRFN5_HUMANCytoplasmic (Potential). 8TGCTTTGCTGACTAATGTTGA0.294

+ 7 3420FAM179B_uc001wvw.2_Missense_Mutation_p.H1071Y|FAM179B_uc010anc.2_RNANM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3AAAAATTTCTCATATTGCTGA0.299

- 1 168 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1TTGGCATCAGGAACCCCTCGG0.542

- 14 1782PYGL_uc010tqq.1_Missense_Mutation_p.T518M|PYGL_uc001wyv.2_Missense_Mutation_p.T226MNM_002863 NP_002854 P06737 PYGL_HUMAN 1TTTGTACTCCGTCTCCAGGAA0.453

+ 2 1131 NM_000956 NP_000947 P43116 PE2R2_HUMANExtracellular (Potential). 2TTCCCGAAAGGAAAAATGGGA0.398

- 16 1869EXOC5_uc001xcs.2_Missense_Mutation_p.L219I|EXOC5_uc010trg.1_Missense_Mutation_p.L485I|EXOC5_uc010trh.1_Missense_Mutation_p.L475INM_006544 NP_006535 O00471 EXOC5_HUMAN 3ATACAATTTAATGTCCTAGAG0.269

- 2 945 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4ATTTTTCCCTCCACAGGAGCT0.448

- 11 2152KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9TGGTCCACGGGAATGCTGAGG0.532

- 4 362KCNH5_uc001xfy.2_Missense_Mutation_p.P104L|KCNH5_uc001xfz.1_Missense_Mutation_p.P46L|KCNH5_uc001xga.2_Missense_Mutation_p.P46LNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANPAC.|Cytoplasmic (Potential). 9AAACCAAACAGGGGTTCCTGT0.443

+ 30 4263SYNE2_uc001xgl.2_Missense_Mutation_p.L1345FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14CGTTACAGACCTTTCAGCCTC0.443

+ 113 20571SYNE2_uc001xgl.2_Missense_Mutation_p.D6804N|SYNE2_uc010apy.2_Missense_Mutation_p.D3166N|SYNE2_uc001xgn.2_Missense_Mutation_p.D1743N|SYNE2_uc001xgo.2_RNA|SYNE2_uc010aqa.2_Missense_Mutation_p.D751N|SYNE2_uc001xgq.2_Missense_Mutation_p.D1160N|SYNE2_uc001xgr.2_Missense_Mutation_p.D564N|SYNE2_uc010tsi.1_Missense_Mutation_p.D438N|SYNE2_uc001xgs.2_Missense_Mutation_p.D452N|SYNE2_uc001xgt.2_Missense_Mutation_p.D326NNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14GCCCAGCTTCGACGAGGTAGA0.527 rs150644129

+ 11 1507MTHFD1_uc010aqe.2_Missense_Mutation_p.V410M|MTHFD1_uc010aqf.2_Missense_Mutation_p.V430MNM_005956 NP_005947 P11586 C1TC_HUMANFormyltetrahydrofolate synthetase. 2ATACGTGGTGGTGACTGGGTA0.458

- 3 1123ZBTB25_uc001xhc.2_Intron|ZBTB25_uc001xhg.2_Missense_Mutation_p.R314WNM_006977 NP_008908 P24278 ZBT25_HUMAN 2GTGGTACCCCGGTTGGTGTGG0.453

- 15 2980SPTB_uc001xhr.2_Missense_Mutation_p.V976I|SPTB_uc001xhs.2_Missense_Mutation_p.V976I|SPTB_uc001xhu.2_Missense_Mutation_p.V976INM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 7. 11GACTCCACTACCTTTGTCTTG0.612

- 31 5907ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkc.3_Missense_Mutation_p.R1923QNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11AAATTCACTCCGCACCAGCTC0.408

- 2 2510SLC8A3_uc001xlw.2_Missense_Mutation_p.E586K|SLC8A3_uc001xlx.2_Missense_Mutation_p.E586K|SLC8A3_uc001xlz.2_Missense_Mutation_p.E586K|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANCalx-beta 2.|Cytoplasmic (Potential). 7AATTCCAACTCCCCATATGTG0.502

- 2 327SYNJ2BP_uc010arc.2_IntronNM_018373 NP_060843 P57105 SYJ2B_HUMANPDZ.|Cytoplasmic (Potential). 0CATTCTCACCGAAAGGATCTT0.542

+ 12 1603PSEN1_uc001xnv.2_Missense_Mutation_p.T436I|PSEN1_uc010ark.2_Missense_Mutation_p.T436I|PSEN1_uc001xnu.2_RNANM_000021 NP_000012 P49768 PSN1_HUMANRequired for interaction with CTNNB1.|Helical; (Potential).2ATCTCCATCACCTTTGGGCTT0.398

- 31 4871 NM_000428 NP_000419 Q14767 LTBP2_HUMANEGF-like 17; calcium-binding (Potential). 2CGGGCAGAGACCAGGCCCGAA0.473

+ 5 2507YLPM1_uc001xql.3_RNANM_019589 NP_062535 P49750 YLPM1_HUMAN 3TGGGCCAAGACCCAGATATGA0.512

+ 2 188ESRRB_uc001xsr.2_Missense_Mutation_p.A41T|ESRRB_uc001xso.2_RNANM_004452 NP_004443 A2VDJ2 A2VDJ2_HUMAN 2CTCGTCCGACGCCAGCGGCGG0.701

- 4 885ISM2_uc001xua.2_Intron|ISM2_uc001xty.2_Missense_Mutation_p.E183K|ISM2_uc010tvl.1_Missense_Mutation_p.E190KNM_199296 NP_954993 Q6H9L7 ISM2_HUMAN 1 tcctcgtcttcctccttttcc 0.284

+ 2 2169FLRT2_uc010atd.2_Missense_Mutation_p.E468KNM_013231 NP_037363 O43155 FLRT2_HUMANFibronectin type-III.|Extracellular (Potential). 4CATCGTTCAGGAGCGCATAGT0.493

- 43 6064EML5_uc001xxf.2_Missense_Mutation_p.A747S|EML5_uc001xxd.2_Missense_Mutation_p.A125S|EML5_uc001xxe.2_Missense_Mutation_p.A309SNM_183387 NP_899243 Q05BV3 EMAL5_HUMAN WD 29. 3TCACCTCCAGCACTAACAACA0.413

- 18 3259 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TCCTTCACTCGGAGAAGCTCC0.622

- 12 1301 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3ATCTGTGTCCCGGTCCTGGGG0.542

- 10 1552FBLN5_uc010aud.2_Missense_Mutation_p.S365F|FBLN5_uc010aue.2_Missense_Mutation_p.S401F|FBLN5_uc001xzw.2_5'FlankNM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6AGCGGGAACGGAGCGTCCTGA0.542



+ 12 2275GOLGA5_uc001yba.1_IntronNM_005113 NP_005104 Q8TBA6 GOGA5_HUMANCytoplasmic (Potential). 3CCCATAGCGCGAGTTTTTGTA0.323

- 11 3225BTBD7_uc010aur.2_Missense_Mutation_p.P492S|BTBD7_uc010two.1_Missense_Mutation_p.P787S|BTBD7_uc001ybp.2_Missense_Mutation_p.P616SNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1CCTTGCGAAGGGGAAGGGGTG0.493

+ 45 7110KIAA1409_uc001ybs.1_Nonsense_Mutation_p.Q2321*NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17TCTCCAAAATCAGAATGAATT0.493

- 2 742DDX24_uc010twq.1_Missense_Mutation_p.P172S|DDX24_uc010twr.1_Intron|IFI27L1_uc001ycl.2_5'Flank|IFI27L1_uc001yck.2_5'FlankNM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Q motif. 4ATTGGTGTGGGTGCAGAGAAG0.547

- 5 1490SERPINA1_uc001ycw.3_RNA|SERPINA1_uc010auw.2_Missense_Mutation_p.G410E|SERPINA1_uc010aux.2_Missense_Mutation_p.G410E|SERPINA1_uc001ycy.3_Missense_Mutation_p.G410E|SERPINA1_uc010auy.2_Missense_Mutation_p.G410E|SERPINA1_uc001ycz.3_Missense_Mutation_p.G410E|SERPINA1_uc010auz.2_Missense_Mutation_p.G410E|SERPINA1_uc010ava.2_Missense_Mutation_p.G410E|SERPINA1_uc001ydb.3_Missense_Mutation_p.G410E|SERPINA1_uc010avb.2_Missense_Mutation_p.G410E|SERPINA1_uc001ydc.3_Missense_Mutation_p.G410ENM_000295 NP_000286 P01009 A1AT_HUMAN 1CACCACTTTTCCCATGAAGAG0.498

- 3 862SERPINA9_uc001yde.2_Missense_Mutation_p.F134C|SERPINA9_uc010avc.2_Missense_Mutation_p.F85C|SERPINA9_uc001ydg.2_Missense_Mutation_p.F198C|SERPINA9_uc001ydh.1_Missense_Mutation_p.F234C|SERPINA9_uc001ydi.1_Missense_Mutation_p.F198CNM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2TTCAGGGTGAAAGGGCTTCTC0.428

+ 4 1113SERPINA3_uc001ydo.3_Missense_Mutation_p.G370E|SERPINA3_uc001ydr.2_RNA|SERPINA3_uc001ydq.2_Missense_Mutation_p.G345E|SERPINA3_uc001yds.2_Missense_Mutation_p.G345E|SERPINA3_uc010avg.2_Missense_Mutation_p.G345ENM_001085 NP_001076 P01011 AACT_HUMAN 6GACCTGTCAGGGATCACAGGG0.507

+ 2 784 NR_015340 2TCGGGGCCTGGGAGAAGGACC0.577

- 24 5116DICER1_uc010avh.1_Missense_Mutation_p.P543L|DICER1_uc001ydv.2_Missense_Mutation_p.P1635L|DICER1_uc001ydx.2_Missense_Mutation_p.P1645L|DICER1_uc001ydy.1_Missense_Mutation_p.P497LNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5ACATCTTGGTGGAATCTTCAA0.393

+ 3 741BDKRB2_uc010avl.1_3'UTR|BDKRB2_uc010twu.1_Nonsense_Mutation_p.W155*|BDKRB2_uc001yfg.2_Nonsense_Mutation_p.W182*NM_000623 NP_000614 P30411 BKRB2_HUMANHelical; Name=4; (Potential). 5TTGGTGATCTGGGGGTGTACG0.607

+ 11 1199PAPOLA_uc001yfr.2_Missense_Mutation_p.S330F|PAPOLA_uc010twv.1_Missense_Mutation_p.S330F|PAPOLA_uc010avp.2_Missense_Mutation_p.S80FNM_032632 NP_116021 P51003 PAPOA_HUMAN 0TACAATGTGTCCGTTTCAACA0.408

- 3 416SLC25A29_uc010avv.2_Translation_Start_Site|SLC25A29_uc010twx.1_Missense_Mutation_p.R20CNM_001039355 NP_001034444 Q8N8R3 MCATL_HUMAN Solcar 1. 1GCAGTGCAACGTCCCGCGGTA0.632

+ 37 7753DYNC1H1_uc001ykt.1_Missense_Mutation_p.P21LNM_001376 NP_001367 Q14204 DYHC1_HUMAN 10CCCACTGCGCCCAACATACCC0.507

- 12 1757 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11TCAAGCTGTCGCTCGAGCCTG0.522

+ 12 2814_2815 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1TCCCGGAAAAGGCTGCAGTGAG0.668

+ 8 1162PLD4_uc010tyl.1_Missense_Mutation_p.E348KNM_138790 NP_620145 Q96BZ4 PLD4_HUMAN 2CTCCGTGATGGAGTATTTCCC0.687

- 3164 0TCACACAGCAGGAGGGCCCTT0.592

+ 8 945TUBGCP5_uc001yuq.2_Missense_Mutation_p.R272Q|TUBGCP5_uc010axz.1_5'FlankNM_052903 NP_443135 Q96RT8 GCP5_HUMAN 1CAGGTTATTCGGGAAACCCTA0.353

- 4 423NIPA1_uc001yvd.2_5'UTR|NIPA1_uc001yve.2_Missense_Mutation_p.S58FNM_144599 NP_653200 Q7RTP0 NIPA1_HUMANHelical; (Potential). 0CAGCACGACGGAGCCTGCACA0.473

+ 1 2276 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8AGCTCTCTCCCAAATTCCCAA0.468

- 1 479FAM189A1_uc010azk.1_IntronNM_138704 NP_619649 Q96MG7 MAGG1_HUMAN MAGE. 0GAAGAGGTCGGGGAAGATGTC0.532

- 21 3722TJP1_uc010azl.2_Missense_Mutation_p.R1071C|TJP1_uc001zcq.2_Missense_Mutation_p.R1007C|TJP1_uc001zcs.2_Missense_Mutation_p.R1003CNM_003257 NP_003248 Q07157 ZO1_HUMAN 6ATGGGGACGCGATCTTCGTAT0.483 rs35392254

- 14 2390TJP1_uc010azl.2_Nonsense_Mutation_p.R627*|TJP1_uc001zcq.2_Nonsense_Mutation_p.R643*|TJP1_uc001zcs.2_Nonsense_Mutation_p.R639*NM_003257 NP_003248 Q07157 ZO1_HUMANGuanylate kinase-like. 6CTACCTTCTCGAAGAACCACT0.363

- 9 1199DKFZP434L187_uc001zds.2_Intron|CHRFAM7A_uc001zdu.1_Missense_Mutation_p.M120I|CHRFAM7A_uc010azn.2_Missense_Mutation_p.M120INM_139320 NP_647536 Q494W8 CRFM7_HUMANHelical; (Potential). 1CCACGATGATCATGGTGCTGG0.622

+ 10 1217uc001zfv.1_Intron|CHRNA7_uc010baf.2_Missense_Mutation_p.G201E|CHRNA7_uc010bak.2_Missense_Mutation_p.G297ENM_000746 NP_000737 P36544 ACHA7_HUMANCytoplasmic (Potential). 1GCCAGCAACGGGAACCTGCTG0.721

+ 3 783CHRM5_uc001zhl.1_Missense_Mutation_p.A38VNM_012125 NP_036257 P08912 ACM5_HUMANHelical; Name=1; (By similarity). 2GCTGTGACTGCTGTGGTAAGC0.493

- 29 3597 NM_014691 NP_055506 O60306 AQR_HUMAN 1CCTTGCTCTGGCTCTCCCTTG0.413

+ 20 3485THBS1_uc010bbi.2_Nonsense_Mutation_p.W574*NM_003246 NP_003237 P07996 TSP1_HUMANTSP C-terminal. 6ACATAGGCTGGAAAGATTTCA0.468

+ 3 1626BAHD1_uc001zlt.2_Missense_Mutation_p.P518S|BAHD1_uc010bbp.1_Missense_Mutation_p.P518S|BAHD1_uc001zlv.2_Missense_Mutation_p.P519SNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0AGAGCCCGTCCCCCATCTTCA0.657

+ 4 1965BAHD1_uc001zlt.2_Missense_Mutation_p.V631I|BAHD1_uc010bbp.1_Missense_Mutation_p.V631I|BAHD1_uc001zlv.2_Missense_Mutation_p.V632INM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0CCGGGACACCGTCCTTCTCAA0.587

+ 3 1420 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1AGCCCCTCAGGAGTTGGACAC0.562

- 26 3266INO80_uc010ucu.1_RNANM_017553 NP_060023 Q9ULG1 INO80_HUMANAssembles INO80 complex module consisting of conserved components INO80B, INO80C, ACTR5, RVBL1, RVBL2.4TGGCACTGCGGTAACCTGCAG0.453

+ 10 1188MAPKBP1_uc001zoj.3_Missense_Mutation_p.T295I|MAPKBP1_uc010bcj.2_5'UTR|MAPKBP1_uc010bci.2_Missense_Mutation_p.T295I|MAPKBP1_uc010udb.1_Missense_Mutation_p.T183I|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_IntronNM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 4. 10GCTGATGGCACCGTGCGCCTT0.592

- 2 349 uc010bcp.1_RNA NM_016642 NP_057726 Q9NRC6 SPTN5_HUMANActin-binding. 2TGGCCCGTCTCGTACTGAGAG0.622

- 15 1668 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN 2ACCACCCTCACCTTCCAGAAA0.627

- 2 1254ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_Missense_Mutation_p.P90S|ZFP106_uc001zpy.1_Missense_Mutation_p.P330SNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3CCTTCTGAAGGAAATTTATCA0.418

- 2 904ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_5'UTR|ZFP106_uc001zpy.1_Missense_Mutation_p.G213ENM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3ATCTACTGCTCCACTATTTGA0.473

- 10 1272TTBK2_uc010bcy.2_Missense_Mutation_p.S209F|TTBK2_uc001zqp.2_Missense_Mutation_p.S278F|TTBK2_uc010bcz.1_Missense_Mutation_p.S243FNM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7GTCAAACACGGATGTAAGAAG0.378

- 12 2078TP53BP1_uc010udp.1_Nonsense_Mutation_p.Q644*|TP53BP1_uc001zrq.3_Nonsense_Mutation_p.Q649*|TP53BP1_uc001zrr.3_Nonsense_Mutation_p.Q649*|TP53BP1_uc010udq.1_Nonsense_Mutation_p.Q649*NM_005657 NP_005648 Q12888 TP53B_HUMAN 7GCTTCCTCCTGATCTAACACA0.478

+ 15 1928DUOX1_uc001zut.1_Missense_Mutation_p.E528K|DUOX1_uc010bee.1_5'UTRNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANPeroxidase-like; mediates peroxidase activity.|Extracellular (Potential).8CTCCAAGAAGGAGATTGAAGA0.527

+ 3 211 NM_004212 NP_004203 O43868 S28A2_HUMAN 4CTGGGGGATGGACTGGGCCCT0.522

- 15 2332WDR72_uc010bfi.1_Missense_Mutation_p.D764NNM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2TTAATGCCATCATTTTCTTCT0.408

+ 7 3667UNC13C_uc002acl.2_Missense_Mutation_p.T53PNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7TGCAAAAATAACCATTACAGG0.313

+ 31 6508UNC13C_uc002acm.2_Missense_Mutation_p.P91SNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GGCATGGTATCCTCTTCTGAA0.398

- 7 948_949 NM_004998 NP_004989 Q12965 MYO1E_HUMANMyosin head-like. 3TTTTCCAGAAGGAAGTTGGAGA0.441

- 81 10863_10864VPS13C_uc002aha.2_Missense_Mutation_p.P3554F|VPS13C_uc002ahb.1_Missense_Mutation_p.P3597F|VPS13C_uc002ahc.1_Missense_Mutation_p.P3554FNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2GATCAGGCGAGGGGGACGGAGG0.441

+ 1 167USP3_uc010uii.1_RNA|USP3_uc002amg.2_5'UTR|USP3_uc002amh.2_5'UTR|USP3_uc010uij.1_Missense_Mutation_p.A13V|USP3_uc010uik.1_5'UTRNM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1GTCTGCATTGCTCCGGACTCA0.726



- 31 5882 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19ACAACTCTGCGAAGAAAAACT0.403

+ 7 4058 NM_015042 NP_055857 O15014 ZN609_HUMAN 3AGTGTTGACCGGCCCCGCACC0.612

- 10 1281_1282CLPX_uc010uiu.1_RNA NM_006660 NP_006651 O76031 CLPX_HUMAN 0GTTTCTCCACGGAGCTTTCGGG0.361

- 9 2460 NM_003613 NP_003604 O75339 CILP1_HUMAN 7CCTCTCACTCCGGTAGGCCCT0.547

- 9 2163 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GAAGTCCACAGAGAACATGCC0.522

- 22 4148DENND4A_uc002api.2_Missense_Mutation_p.P1300L|DENND4A_uc002apj.3_Missense_Mutation_p.P1257LNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4CACTGGCTTAGGAGAATTAGG0.418

- 10 1295_1296MEGF11_uc002apl.2_Nonsense_Mutation_p.W310*|MEGF11_uc002apn.1_Nonsense_Mutation_p.W385*NM_032445 NP_115821 A6BM72 MEG11_HUMAN 1GGTGACCAGACCAGCCTGGCTG0.584

+ 16 1644MAP2K5_uc002aqv.2_Missense_Mutation_p.E331K|MAP2K5_uc002aqw.2_Missense_Mutation_p.E171K|MAP2K5_uc002aqx.2_Missense_Mutation_p.E141KNM_145160 NP_660143 Q13163 MP2K5_HUMANProtein kinase. 2GATTTCAGGGGAGCAGTATGG0.433

+ 2 340NOX5_uc002arp.1_Intron|NOX5_uc002arq.1_Intron|NOX5_uc010bid.1_Intron|NOX5_uc002aro.2_IntronNM_145658 NP_663633 Q6UW49 SPESP_HUMAN 0GCATCAAAGGGATCAAAATTT0.393

+ 15 2163NOX5_uc002arp.1_Missense_Mutation_p.P697S|NOX5_uc002arq.1_Missense_Mutation_p.P669S|NOX5_uc010bid.1_Missense_Mutation_p.P680S|NOX5_uc002arr.1_Missense_Mutation_p.P687S|NOX5_uc010bie.1_Missense_Mutation_p.P515S|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANExtracellular (Potential). 2GCGCACCCAGCCTGGGCGGCC0.607

+ 5 705LRRC49_uc002asu.2_Missense_Mutation_p.S143L|LRRC49_uc002asx.2_Missense_Mutation_p.S109L|LRRC49_uc010ukf.1_Missense_Mutation_p.S158L|LRRC49_uc002asy.2_5'UTR|LRRC49_uc002asz.2_Missense_Mutation_p.S125LNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN LRR 2. 1AGTGGGCTTTCGACTCTGAGA0.343

+ 2 268 NM_145805 NP_665804 Q96A47 ISL2_HUMANLIM zinc-binding 1. 0GTACCTGGACGAGACGTGCAC0.667

- 2 366TSPAN3_uc002bck.2_Missense_Mutation_p.T50M|TSPAN3_uc010ump.1_Intron|TSPAN3_uc010bkx.2_IntronNM_005724 NP_005715 O60637 TSN3_HUMANExtracellular (Potential). 0AGGGATGAGCGTGTACACATC0.473

- 8 1090ACSBG1_uc010umw.1_Missense_Mutation_p.G341E|ACSBG1_uc010umx.1_Missense_Mutation_p.G103E|ACSBG1_uc010umy.1_Missense_Mutation_p.G238ENM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1AACCTGGGCCCCCCACTGGAT0.622

+ 7 603FAH_uc002bfk.1_Missense_Mutation_p.R174Q|FAH_uc002bfm.1_Missense_Mutation_p.R174Q|FAH_uc002bfn.1_Missense_Mutation_p.R104QNM_000137 NP_000128 P16930 FAAA_HUMAN 0ACCCCAATCCGAAGGCCCATG0.582

+ 12 1711KIAA1199_uc010unn.1_Missense_Mutation_p.G484DNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3GAGATAGACGGCGTGGACATG0.552

- 3 348C15orf40_uc010uon.1_Missense_Mutation_p.R105Q|C15orf40_uc002bjm.2_Missense_Mutation_p.R105Q|C15orf40_uc010uop.1_Missense_Mutation_p.R105Q|C15orf40_uc010uoq.1_RNA|C15orf40_uc010uor.1_Missense_Mutation_p.R105QNM_001160115 NP_001153587 Q8WUR7 CO040_HUMAN 1GGAAAGATACCGACAGAGCTC0.388

+ 7 744SLC28A1_uc010upd.1_Missense_Mutation_p.S103F|SLC28A1_uc010bnb.2_Missense_Mutation_p.S181F|SLC28A1_uc010upe.1_Missense_Mutation_p.S181F|SLC28A1_uc010upf.1_Missense_Mutation_p.S181F|SLC28A1_uc010upg.1_Missense_Mutation_p.S181FNM_004213 NP_004204 O00337 S28A1_HUMANHelical; (Potential). 3CAACTGGTGTCCTTCGCAGGA0.582

+ 7 1468AKAP13_uc002blt.1_Missense_Mutation_p.P433L|AKAP13_uc002blu.1_Missense_Mutation_p.P433LNM_007200 NP_009131 Q12802 AKP13_HUMAN 9TCTGGAATGCCCACAGACCAG0.522

+ 7 3951AKAP13_uc002blt.1_Missense_Mutation_p.E1261K|AKAP13_uc002blu.1_Missense_Mutation_p.E1261K|AKAP13_uc010bne.1_5'FlankNM_007200 NP_009131 Q12802 AKP13_HUMAN 9TGCTGTCATCGAACAAGTCAA0.572 rs114446918

- 2 1465 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN Kelch 3. 2CCACTTGTTGGCCCCAGGGTC0.587

- 19 2639NTRK3_uc002bmh.2_Missense_Mutation_p.A804V|NTRK3_uc002bmf.1_Missense_Mutation_p.A812VNM_001012338 NP_001012338 Q16288 NTRK3_HUMANCytoplasmic (Potential).|Protein kinase. 281CTTCCCCAAAGCATGGAGGAT0.537

- 2 1138DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_RNA|DET1_uc002bmq.2_Missense_Mutation_p.L340QNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2CCACATTCGCAGCTGCCGCAG0.488

+ 4 352 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0CCACAATCTCCCTTTGATGCT0.557

+ 5 997ST8SIA2_uc002brb.2_Splice_Site_p.G260_spliceNM_006011 NP_006002 Q92186 SIA8B_HUMAN 0CCGTTCGCGGGTGAGCGGCCT0.547

- 2 537FAM174B_uc002bsl.3_RNANM_207446 NP_997329 Q3ZCQ3 F174B_HUMANCytoplasmic (Potential). 0TCGCTCTGCTGGAGTGGTGAT0.473

+ 3 425uc010urp.1_5'Flank|uc002bud.1_5'FlankNM_173499 NP_775770 Q6RVD6 SPAT8_HUMAN 2TGTTCTCACGGAAGGATCCAA0.458

- 16 2326 NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Spacer. 3AGATCTTCTCCCACAGCCCCC0.552

- 3 392LINS1_uc002bwf.2_Missense_Mutation_p.P34L|LINS1_uc002bwg.2_Missense_Mutation_p.P34L|LINS1_uc002bwh.2_Missense_Mutation_p.P34L|LINS1_uc010usa.1_Intron|LINS1_uc002bwi.2_Missense_Mutation_p.P34LNM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0TGAAACTGCTGGGTTGAGATA0.433

+ 6 1214PDIA2_uc010bqt.1_5'UTR|PDIA2_uc002cgo.1_Missense_Mutation_p.E36KNM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2GCCTCCAGAGGAGGAAATCCC0.657

- 3 566TMEM8A_uc002cgv.3_5'UTRNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3GGCCGGGTGGGAAACGTTGAC0.687

- 3 1614JMJD8_uc002ciw.1_5'Flank|JMJD8_uc002cix.1_5'Flank|JMJD8_uc002ciy.1_5'FlankNM_032259 NP_115635 Q96S15 WDR24_HUMAN WD 5. 2CACGAAGGGCCGGCGCACGTC0.652

+ 8 758BAIAP3_uc002clj.2_Missense_Mutation_p.P235L|BAIAP3_uc010uuz.1_Missense_Mutation_p.P218L|BAIAP3_uc010uva.1_Missense_Mutation_p.P190L|BAIAP3_uc010uvb.1_Missense_Mutation_p.P270L|BAIAP3_uc010uvc.1_Missense_Mutation_p.P218LNM_003933 NP_003924 O94812 BAIP3_HUMAN C2 1. 1CGCGGTGGACCCCTGCCTGCC0.672

- 2 654_655 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0ACCAGACGCTCCCCGCTGACGA0.663

- 15 5785PKD1_uc002cot.1_Missense_Mutation_p.A1859VNM_001009944 NP_001009944 P98161 PKD1_HUMANPKD 14.|Extracellular (Potential). 3GAAGGTGCCAGCATCCGGGAA0.662

+ 9 1382SRRM2_uc002crj.1_Missense_Mutation_p.R182Q|SRRM2_uc002crl.1_Missense_Mutation_p.R278Q|SRRM2_uc010bsu.1_Missense_Mutation_p.R182QNM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4TCCCGCAGTCGGTAAGGGGTA0.433

+ 11 5350SRRM2_uc002crj.1_Missense_Mutation_p.S1505P|SRRM2_uc002crl.1_Missense_Mutation_p.S1601P|SRRM2_uc010bsu.1_Missense_Mutation_p.S1505PNM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4GTCTGGTTCCTCCCCTGAAGT0.567

- 5 736PRSS22_uc002crz.1_Missense_Mutation_p.D114NNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CACAGCATGTCCTCAGTGATG0.642

- 2 394 NM_021195 NP_067018 P56747 CLD6_HUMANCytoplasmic (Potential). 0GCCTTGGAATCCTTCTCCTCC0.612

- 5 1898ZSCAN10_uc002cty.1_Missense_Mutation_p.E265K|ZSCAN10_uc002ctw.1_Missense_Mutation_p.E522K|ZSCAN10_uc002ctx.1_Missense_Mutation_p.E532KNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1TGGGGCTTCTCCCCTGTGTGG0.716

- 10 2126 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6TACTCATTTTCCTTCATCATT0.537

- 7 2479NLRC3_uc010bto.1_5'FlankNM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6TTGACCAAGAGGGATCTGGCC0.502

- 13 2500_2501CREBBP_uc002cvw.2_Missense_Mutation_p.P728FNM_004380 NP_004371 Q92793 CBP_HUMAN 127CATTCGGGAAGGAGAAATGGCC0.55

- 8 877SEPT12_uc002cxr.2_Missense_Mutation_p.P200S|SEPT12_uc010bty.2_RNANM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1ACGGCAAAAGGGATTCGGTCC0.587

- 22 4303 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6CGCTCTAGCTCCTCCAGCTGC0.706

+ 7 668PMM2_uc010uyf.1_RNA|PMM2_uc010uyg.1_Missense_Mutation_p.G117S|PMM2_uc010uyh.1_Missense_Mutation_p.G75S|PMM2_uc010buj.2_RNA|PMM2_uc010uyi.1_Missense_Mutation_p.G53SNM_000303 NP_000294 O15305 PMM2_HUMAN 1GGAAAATGACGGTTATAAGAC0.463

- 13 3694GRIN2A_uc010uym.1_Missense_Mutation_p.P1049L|GRIN2A_uc010uyn.1_Missense_Mutation_p.P892L|GRIN2A_uc002czr.3_Missense_Mutation_p.P1049LNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AAGATACCTAGGGCTCTTTAG0.507



- 9 2538GRIN2A_uc010uym.1_Missense_Mutation_p.G664S|GRIN2A_uc010uyn.1_Missense_Mutation_p.G507S|GRIN2A_uc002czr.3_Missense_Mutation_p.G664SNM_001134407 NP_001127879 Q12879 NMDE1_HUMANExtracellular (Potential). 45TCACTGAGGCCGGTCACTTGG0.502

+ 3 675TNFRSF17_uc010buy.2_3'UTR|TNFRSF17_uc010buz.2_Missense_Mutation_p.A104TNM_001192 NP_001183 Q02223 TNR17_HUMANCytoplasmic (Potential). 0GGAGGAAGGCGCAACCATTCT0.483 rs150352299

+ 8 1262ERCC4_uc010uyz.1_5'UTRNM_005236 NP_005227 Q92889 XPF_HUMAN 10CGAACATGTTCCCAGCTGAGA0.428

+ 21 2140PDXDC1_uc010uzl.1_Missense_Mutation_p.R624Q|PDXDC1_uc010uzm.1_Missense_Mutation_p.R548Q|PDXDC1_uc002ddb.3_Missense_Mutation_p.R612Q|PDXDC1_uc010uzn.1_Missense_Mutation_p.R611Q|PDXDC1_uc002ddc.2_IntronNM_015027 NP_055842 Q6P996 PDXD1_HUMAN 1GGGGTGTTGCGGCAGATCCCT0.597

- 35 5100MYH11_uc002ddv.2_Missense_Mutation_p.R1672C|MYH11_uc002ddw.2_Missense_Mutation_p.R1665C|MYH11_uc002ddx.2_Missense_Mutation_p.R1672C|MYH11_uc010bvg.2_Missense_Mutation_p.R1497C|NDE1_uc010uzy.1_Intron|NDE1_uc002dds.2_Intron|MYH11_uc010bvh.2_Missense_Mutation_p.R371C|NDE1_uc002ddz.1_5'FlankNM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15CTGGAGGCACGGGCATCTTCC0.517

- 5 1241 NM_001012991 NP_001013009 Q1ED39 CP088_HUMANInteraction with ZFP106 (By similarity). 0CAGGCTGTCAGCCGCCTTCTT0.627

- 6 1001 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1GTGTTGTATTCGATCACAAAA0.443

- 4 516_517ACSM2B_uc002dhk.3_Missense_Mutation_p.L103V|ACSM2B_uc010bwf.1_Missense_Mutation_p.L103VNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CCACGCTGCAGGCCACAGGCTC0.569

- 3 224ACSM2B_uc002dhk.3_Missense_Mutation_p.R5Q|ACSM2B_uc010bwf.1_Missense_Mutation_p.R5QNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CTGAACTTTTCGCAGCCAATG0.498 rs144570025

- 8 1248ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.P394SNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2TCGTAGGGTGGAGTGGCCTTC0.537

- 2 432ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.P122SNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2CACCACTCAGGAACTCGAGGC0.587

- 62 12160DNAH3_uc010vbd.1_Missense_Mutation_p.G1489WNM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18GCGCTCTCCCCAGGTTTCAGC0.517

+ 6 356uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.R40CNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3CCAGCAGTTCCGCACTGCCAT0.587

+ 32 3593VWA3A_uc010bxd.2_RNA|VWA3A_uc002dkg.3_Missense_Mutation_p.S244F|VWA3A_uc010bxe.1_Missense_Mutation_p.S268FNM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1CAGGCCCAATCCTTCAGGTAT0.577

+ 8 1282EEF2K_uc002dkh.2_RNANM_013302 NP_037434 O00418 EF2K_HUMANAlpha-type protein kinase. 1TTTGAGCGTTCCGGCCATCAG0.572

+ 5 1467RBBP6_uc010vcb.1_Missense_Mutation_p.D10N|RBBP6_uc002dmi.2_Missense_Mutation_p.D143N|RBBP6_uc010bxr.2_Missense_Mutation_p.D143N|RBBP6_uc002dmk.2_Missense_Mutation_p.D10NNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4CCATGAATACGACCCAATCAA0.368

+ 15 2763RBBP6_uc010vcb.1_Missense_Mutation_p.P442S|RBBP6_uc002dmi.2_Missense_Mutation_p.P575S|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.P442SNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 acttcctctccctccgggtgt 0.308

+ 7 841IL4R_uc002dom.2_Missense_Mutation_p.R200Q|IL4R_uc002dop.3_Missense_Mutation_p.R185Q|IL4R_uc010bxy.2_Missense_Mutation_p.R200Q|IL4R_uc002doo.2_Missense_Mutation_p.R40QNM_000418 NP_000409 P24394 IL4RA_HUMANExtracellular (Potential).|Fibronectin type-III. 2TACAGGGCACGGGTGAGGGCC0.547 rs147547377

- 7 1213XPO6_uc002dpb.1_Missense_Mutation_p.L224F|XPO6_uc010vcp.1_Missense_Mutation_p.L238FNM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2TCCACATCAAGGATGGGAATT0.483

+ 9 2120uc010vct.1_Intron|SH2B1_uc010vdc.1_Missense_Mutation_p.R251W|SH2B1_uc002drj.2_Missense_Mutation_p.R561W|SH2B1_uc002drk.2_Missense_Mutation_p.R561W|SH2B1_uc002drl.2_Missense_Mutation_p.R561W|SH2B1_uc010vdd.1_Missense_Mutation_p.R225W|SH2B1_uc010vde.1_Missense_Mutation_p.R561W|SH2B1_uc002drm.2_Missense_Mutation_p.R561WNM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMAN SH2. 2TGAGACAAGGCGGGGTGAATA0.612

+ 4 527uc010vct.1_Intron|LAT_uc010vdj.1_Missense_Mutation_p.P95S|LAT_uc002dsb.2_Missense_Mutation_p.P59S|LAT_uc002dsc.2_Missense_Mutation_p.P59S|LAT_uc010vdk.1_Missense_Mutation_p.P59S|LAT_uc010vdl.1_Missense_Mutation_p.P59SNM_014387 NP_055202 O43561 LAT_HUMANCytoplasmic (Potential). 0CACGGTTGCCCCCTGGCCACC0.612

+ 6 971uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|KIF22_uc010vdv.1_Missense_Mutation_p.P248L|KIF22_uc010vdw.1_Missense_Mutation_p.P248L|KIF22_uc010bzf.2_Missense_Mutation_p.P248LNM_007317 NP_015556 Q14807 KIF22_HUMAN 0CAGGGCCTCCCTCGTGTACCT0.582

+ 2 88uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|C16orf92_uc002dvr.2_IntronNM_001109660 NP_001103130 Q96LL3 CP092_HUMAN 0AAGTCAGCTTCCGCCTCGAGA0.602

+ 10 1217_1218ITGAL_uc002dyj.3_Missense_Mutation_p.264_265ME>IK|ITGAL_uc010vev.1_IntronNM_002209 NP_002200 P20701 ITAL_HUMANFG-GAP 3.|Extracellular (Potential). 10CCTTCAACATGGAGCTGTCCTC0.569

+ 14 4653 NM_014712 NP_055527 O15047 SET1A_HUMAN 3GCCAGTGCCCGCACCCGCCGC0.706

- 8 749STX1B_uc010vfd.1_Missense_Mutation_p.D213NNM_052874 NP_443106 P61266 STX1B_HUMANt-SNARE coiled-coil homology.|Cytoplasmic (Potential).0ACAAACATATCGTGCAGCTCG0.562

+ 5 543STX4_uc002eak.2_Nonsense_Mutation_p.Q105*|STX4_uc002eam.2_Nonsense_Mutation_p.Q29*NM_004604 NP_004595 Q12846 STX4_HUMANCytoplasmic (Potential).|Potential. 0CATAGAGCCCCAGAAGGAGGA0.418

- 3 2020ZNF668_uc002eao.2_Missense_Mutation_p.D555NNM_024706 NP_078982 Q96K58 ZN668_HUMANC2H2-type 15. 4CCAGCCCGGTCAGAGAAGCTC0.652

- 15 2569PRSS36_uc010vff.1_Missense_Mutation_p.S612L|PRSS36_uc010vfg.1_Missense_Mutation_p.S832L|PRSS36_uc010vfh.1_Missense_Mutation_p.S734LNM_173502 NP_775773 Q5K4E3 POLS2_HUMAN 1CGGGGATCCCGAGGCCTTGGC0.642

+ 14 1524FUS_uc002ebh.2_Nonsense_Mutation_p.R480*|FUS_uc002ebg.2_Nonsense_Mutation_p.R276*|FUS_uc002ebi.2_Nonsense_Mutation_p.R482*|FUS_uc002ebj.2_Nonsense_Mutation_p.R277*NM_004960 NP_004951 P35637 FUS_HUMAN Arg/Gly-rich. 958AGGCTATGATCGAGGCGGCTA0.612

+ 13 1434ITGAX_uc002ebt.2_Missense_Mutation_p.S456F|ITGAX_uc010vfk.1_Missense_Mutation_p.S106FNM_000887 NP_000878 P20702 ITAX_HUMANFG-GAP 5.|Extracellular (Potential). 4CAGATCGGCTCCTACTTCGGG0.677

+ 18 2252ITGAX_uc002ebt.2_Missense_Mutation_p.P729SNM_000887 NP_000878 P20702 ITAX_HUMANExtracellular (Potential). 4CTCTGTGACCCCCATTACCTT0.627

- 20 3057ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_Intron|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transmembrane type-1 2. 3CCTGCCAGTGGGAGTCGTGTC0.478

+ 7 1047HEATR3_uc002efx.2_Missense_Mutation_p.M209INM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2TTATTCAAATGAAAGAGGCTG0.368

- 7 1177TOX3_uc010vgt.1_Missense_Mutation_p.E331K|TOX3_uc010vgu.1_Missense_Mutation_p.E336KNM_001080430 NP_001073899 O15405 TOX3_HUMAN 0GTCTGGGCTTCTGCTGACTCA0.423

- 4 530CES1_uc002eil.2_Missense_Mutation_p.G142E|CES1_uc002ein.2_Missense_Mutation_p.G141ENM_001025194 NP_001020365 P23141 EST1_HUMAN 0CAGCCCCCCTCCGTGGATCCA0.562

- 14 2002 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1AATTCCTCAAAATAGACAGGA0.368

+ 6 747CPNE2_uc010cct.1_Missense_Mutation_p.G199E|CPNE2_uc010ccu.1_Missense_Mutation_p.G173ENM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2GACCTCTTTGGGAAGTCAGAC0.612

- 10 1006 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1GTCTGTTCTCACTATGGATAA0.443

+ 2 232CDH5_uc002eon.1_Missense_Mutation_p.A26TNM_001795 NP_001786 P33151 CADH5_HUMAN 6AGTGGCAGCAGCAGGTGCTAA0.612

+ 4 509uc002eqh.2_Intron|CA7_uc002eqj.2_Missense_Mutation_p.G78RNM_005182 NP_005173 P43166 CAH7_HUMAN 0CAGCACTTTTGGGGAGGCGGC0.582

+ 4 846 NM_000196 NP_000187 P80365 DHI2_HUMAN 0GCTACTCATGGACACATTCAG0.502

- 1 372DPEP3_uc010cex.2_Missense_Mutation_p.G93DNM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3CGTAGTGAGGCCTGGGGTAGT0.711

- 8 1075ESRP2_uc002evp.1_Intron|ESRP2_uc002evq.1_Missense_Mutation_p.R286HNM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN RRM 1. 1GCCATTTCTGCGGCCCTGGGC0.632 rs146812395

- 77 13320HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TGTTGTGAGAGCCCATTGATT0.438

- 3 276HYDIN_uc010cfz.1_5'UTR|HYDIN_uc002ezv.2_Missense_Mutation_p.E50K|HYDIN_uc010vmc.1_Missense_Mutation_p.E67K|HYDIN_uc010vmd.1_Missense_Mutation_p.E77K|HYDIN_uc002ezw.3_Missense_Mutation_p.E67KNM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TTCAGGAACTCTGAGGGTGTA0.403

- 16 2743ADAMTS18_uc010chc.1_Missense_Mutation_p.R363Q|ADAMTS18_uc002ffe.1_Missense_Mutation_p.R471QNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Spacer. 18TTCGATGCTTCGGGCGCCAGC0.502



- 15 2598ADAMTS18_uc010chc.1_Missense_Mutation_p.H315Y|ADAMTS18_uc002ffe.1_Missense_Mutation_p.H423YNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18CCTAGTTCATGATCACATCCC0.393

+ 7 1049 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1GGGGTTTTCCCTTTTAAATCT0.507

- 2 648 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1CATGATCATTCAAATCCAAGC0.502

+ 4 684BCMO1_uc002fgm.1_Missense_Mutation_p.E156K|BCMO1_uc010vnp.1_Missense_Mutation_p.E87KNM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0GGAAACCCTGGAGAAGGTATC0.507

+ 5 1005 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 1. p.R286Q(1) 2CTTAGTTCACGGAAACCCACA0.403

+ 25 2856 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8GTGGTTTCAGAGCATCCGAGA0.582

- 23 3651MBTPS1_uc002fhh.2_Missense_Mutation_p.P554LNM_003791 NP_003782 Q14703 MBTP1_HUMANArg/Lys/Pro-rich (basic).|Cytoplasmic (Potential). 2TCACACCGAAGGGGTCTTTGG0.627

- 5 1178 NM_003791 NP_003782 Q14703 MBTP1_HUMANSerine protease.|Lumenal (Potential). 2TTGAAGTGGGGATGCTTCTCG0.453

+ 8 1540ADAD2_uc002fhq.2_Missense_Mutation_p.E558K|uc002fhs.1_IntronNM_001145400 NP_001138872 Q8NCV1 ADAD2_HUMANA to I editase. 0GGCCCCTTCCGAACCCACCCC0.697

+ 8 720ATP2C2_uc010chj.2_Missense_Mutation_p.D211N|ATP2C2_uc002fhy.2_Missense_Mutation_p.D228N|ATP2C2_uc002fhz.2_Missense_Mutation_p.D60NNM_014861 NP_055676 O75185 AT2C2_HUMANCytoplasmic (Potential). 2CTAGGTCACGGACCTCTTGGT0.532

+ 4 618KIAA0182_uc002fiw.2_Missense_Mutation_p.P78S|KIAA0182_uc002fiy.2_Missense_Mutation_p.P109SNM_014615 NP_055430 Q14687 GSE1_HUMAN 5CACCCCCTACCCCTTCGGCCT0.667

+ 9 1508 NM_030928 NP_112190 Q9H211 CDT1_HUMAN 1ATGGTGGGCAGCTGTTGTACT0.647

+ 2 240DPEP1_uc002fnr.3_Missense_Mutation_p.V13I|DPEP1_uc002fns.3_Missense_Mutation_p.V13INM_001128141 NP_001121613 P16444 DPEP1_HUMAN 1CCTTGTGGCCGTCTGCACTGC0.637

- 5 858_859NXN_uc002fsb.1_Missense_Mutation_p.P143F|NXN_uc010vqd.1_Missense_Mutation_p.P7F|NXN_uc002frz.2_Missense_Mutation_p.P7F|NXN_uc010vqe.1_Missense_Mutation_p.P148FNM_022463 NP_071908 Q6DKJ4 NXN_HUMAN Thioredoxin. 4ATCCGTGTAGGGGACGGCGAGC0.639

- 14 1767MYO1C_uc002fsn.2_Missense_Mutation_p.T497I|MYO1C_uc002fso.2_Missense_Mutation_p.T481I|MYO1C_uc010vqj.1_Missense_Mutation_p.T481I|MYO1C_uc010vqk.1_Missense_Mutation_p.T492INM_001080779 NP_001074248 O00159 MYO1C_HUMANMyosin head-like. 0GTGCTTGACAGTATCCTCCAG0.652

- 1 859 NM_003553 NP_003544 P30953 OR1E1_HUMANHelical; Name=7; (Potential). 0TAGATGAAGGGGTTCAGCATG0.448

+ 15 2490RABEP1_uc010cld.1_Missense_Mutation_p.G713R|RABEP1_uc010vsw.1_Missense_Mutation_p.G713R|RABEP1_uc002gbl.3_Missense_Mutation_p.G756R|NUP88_uc002gbn.2_IntronNM_004703 NP_004694 Q15276 RABE1_HUMAN Potential. 2AGTGGAAAAAGGACAGGTAAG0.244

+ 11 1509uc002gdy.1_Intron|ALOX12_uc002gdz.3_5'FlankNM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1CTACCAAAGGGATGACATAGT0.592

+ 3 437 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0CAGTCTTCTTCGCTGTGTTcg0.428

- 41 5923MYH10_uc002glm.2_Missense_Mutation_p.R1974W|MYH10_uc010cnx.2_Missense_Mutation_p.R1952WNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2AGCTGGCGCCGGCCAGATCGG0.577

- 15 1563MYH13_uc010vvf.1_Missense_Mutation_p.F166LNM_003802 NP_003793 Q9UKX3 MYH13_HUMANMyosin head-like. 6TGTGGTGGTTGAAAAACTGTT0.483

- 37 5480 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21TGCTGCAGGTCCTTCACCGTC0.562

- 26 3402uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E1092K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TTGCTGATTTCAAACTCTTTC0.328

+ 17 3183DNAH9_uc010coo.2_Missense_Mutation_p.E333KNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20CACTCCGGAAGAAATTGAAGA0.498

- 7 1488TRIM16_uc002gor.1_Missense_Mutation_p.R311C|TRIM16_uc002gow.2_Missense_Mutation_p.R95C|TRIM16_uc002goy.2_Missense_Mutation_p.R181CNM_006470 NP_006461 O95361 TRI16_HUMAN 3ATAACTTTGCGGATGCCCGAG0.453 rs146392947

+ 11 2459CCDC144A_uc002gql.1_Missense_Mutation_p.E265K|LOC162632_uc010cpj.1_RNANM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0TAAACAAAAGGAACTAGAAAT0.333

+ 65 10914uc002gsn.2_Intron|MYO15A_uc010vxi.1_3'UTR|MYO15A_uc002gsl.2_3'UTR|MYO15A_uc010vxm.1_3'UTR|MYO15A_uc010cpv.2_RNANM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail.|FERM. 9GCCCCCCAGCGAGATCACCCT0.423

- 2 282SLC5A10_uc002gur.1_Intron|SLC5A10_uc002guu.1_Intron|SLC5A10_uc002gut.1_Intron|SLC5A10_uc002guv.1_Intron|SLC5A10_uc010vyl.1_IntronNM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2CCGCGGGCCACCAGGGCCTCC0.637

+ 10 1320RNF112_uc010vyv.1_Missense_Mutation_p.P374L|RNF112_uc010vyx.1_Missense_Mutation_p.P257LNM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2CATGCAAGCCCTGGTGGTGAG0.642

- 2 135LGALS9B_uc002gwz.1_Missense_Mutation_p.G24S|LGALS9B_uc010vzh.1_IntronNM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1TCCTGGAGACCCCCTTGGATA0.582

+ 5 604SUPT6H_uc010crt.2_Missense_Mutation_p.E172KNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3TCCAGAGGAGGAGGAAGAAGA0.522

+ 8 1285THRA_uc010cwp.1_Missense_Mutation_p.D268N|THRA_uc002htv.2_Missense_Mutation_p.D268N|THRA_uc002htx.2_Missense_Mutation_p.D268NNM_003250 NP_003241 P10827 THA_HUMAN Ligand-binding. 0TGTCCGCTACGACCCTGAGAG0.632

- 1 301KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0ATGCCTTCACCATACCAGCTG0.498

+ 1 289 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMAN14.|29 X 5 AA repeats of C-C-[RQVHIEK]- [SPTR]-[VSTQCRNP].0GTGCTGCCAGCCTGCGTGCTG0.542

- 1 363_364 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].|18.0GGCAGCACTGGGGCCTGCAGCA0.658

- 1 281KRT13_uc002hwv.1_Missense_Mutation_p.Y73F|KRT13_uc002hww.2_Intron|KRT13_uc010wfr.1_Intron|KRT13_uc010cxo.2_Missense_Mutation_p.Y73F|KRT13_uc002hwx.1_IntronNM_153490 NP_705694 P13646 K1C13_HUMANGly-rich.|Head. 5 gccacctccatagccacctcc 0.179

- 2 662JUP_uc010wfs.1_Intron|KRT14_uc010cxp.1_Missense_Mutation_p.R201CNM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1B.|Rod. 1CACTTGGTGCGGAAGTCATCC0.517

+ 11 1882TTC25_uc010cxt.2_RNA|CNP_uc002hyk.1_5'Flank|CNP_uc002hyl.1_5'Flank|CNP_uc010wfz.1_5'Flank|CNP_uc002hym.1_5'Flank|CNP_uc010wga.1_5'FlankNM_031421 NP_113609 Q96NG3 TTC25_HUMAN 1GAAACAGGCAGGAAGCTACTA0.488

+ 14 2444WNK4_uc010wgx.1_Missense_Mutation_p.G472E|WNK4_uc002ibk.1_Missense_Mutation_p.G580ENM_032387 NP_115763 Q96J92 WNK4_HUMAN 7TCTTCTCCTGGAACTCCTTTG0.577 rs147081637

+ 4 2166AOC2_uc002ibt.2_Missense_Mutation_p.P684S|AOC3_uc002ibv.2_5'FlankNM_009590 NP_033720 O75106 AOC2_HUMAN 2TGATGAGGACCCCTCCATCTT0.572

+ 3 621C17orf65_uc002ifn.2_5'Flank|TMUB2_uc002ifp.2_Missense_Mutation_p.P135R|TMUB2_uc010wiu.1_Missense_Mutation_p.P98R|TMUB2_uc002ifq.2_Missense_Mutation_p.P155R|TMUB2_uc002ifr.2_Intron|TMUB2_uc002ifs.2_Intron|TMUB2_uc002ift.2_Missense_Mutation_p.P135R|TMUB2_uc002ifu.2_Intron|TMUB2_uc002ifv.2_Missense_Mutation_p.P135R|TMUB2_uc002ifw.1_Missense_Mutation_p.P135R|TMUB2_uc002ifx.2_Intron|TMUB2_uc002ify.2_RNANM_001076674 NP_001070142 Q71RG4 TMUB2_HUMAN 1AGCAGCAGTCCAGAGGCCCCC0.612

- 7 2233PLEKHM1_uc010wjm.1_Missense_Mutation_p.S660F|PLEKHM1_uc002ijb.2_Missense_Mutation_p.S163F|PLEKHM1_uc010wjn.1_Missense_Mutation_p.S637F|PLEKHM1_uc002ijc.2_Missense_Mutation_p.S142FNM_014798 NP_055613 Q9Y4G2 PKHM1_HUMAN PH 2. 0GTACAGCAGGGACTCCTTGAT0.552

+ 4 341GOSR2_uc010wkh.1_Missense_Mutation_p.R90W|GOSR2_uc002iky.2_Missense_Mutation_p.R90W|GOSR2_uc002ikz.2_Missense_Mutation_p.R90WNM_004287 NP_004278 O14653 GOSR2_HUMANCytoplasmic (Potential).|Potential. 2CTTCCAGCATCGGCGCCATGC0.542

- 5 691SCRN2_uc002imc.2_Missense_Mutation_p.R197C|SCRN2_uc002imf.2_Missense_Mutation_p.R189C|SCRN2_uc002ime.2_RNANM_138355 NP_612364 Q96FV2 SCRN2_HUMAN 1GAGATGTTGCGGGCCCCCTCT0.438

- 1 753HOXB3_uc010wlm.1_Missense_Mutation_p.G45D|HOXB3_uc010dbf.2_Missense_Mutation_p.G118D|HOXB3_uc010dbg.2_Missense_Mutation_p.G118D|HOXB3_uc002ino.2_Missense_Mutation_p.G118D|HOXB3_uc010wlk.1_Intron|HOXB3_uc010wll.1_Missense_Mutation_p.G45DNM_002146 NP_002137 P14651 HXB3_HUMAN 0GGTGCCGGGACCGCACTTTGG0.617

+ 15 3368CACNA1G_uc002iri.1_Missense_Mutation_p.S999F|CACNA1G_uc002irj.1_Missense_Mutation_p.S976F|CACNA1G_uc002irl.1_Missense_Mutation_p.S976F|CACNA1G_uc002irm.1_Missense_Mutation_p.S976F|CACNA1G_uc002irn.1_Missense_Mutation_p.S976F|CACNA1G_uc002iro.1_Missense_Mutation_p.S976F|CACNA1G_uc002irp.1_Missense_Mutation_p.S999F|CACNA1G_uc002irq.1_Missense_Mutation_p.S976F|CACNA1G_uc002irr.1_Missense_Mutation_p.S999F|CACNA1G_uc002irs.1_Missense_Mutation_p.S999F|CACNA1G_uc002irt.1_Missense_Mutation_p.S999F|CACNA1G_uc002irv.1_Missense_Mutation_p.S999F|CACNA1G_uc002irw.1_Missense_Mutation_p.S976F|CACNA1G_uc002iru.1_Missense_Mutation_p.S976F|CACNA1G_uc002irx.1_Missense_Mutation_p.S912F|CACNA1G_uc002iry.1_Missense_Mutation_p.S912F|CACNA1G_uc002irz.1_Missense_Mutation_p.S912F|CACNA1G_uc002isa.1_Missense_Mutation_p.S912F|CACNA1G_uc002isb.1_Missense_Mutation_p.S912F|CACNA1G_uc002isc.1_Missense_Mutation_p.S912F|CACNA1G_uc002isd.1_Missense_Mutation_p.S912F|CACNA1G_uc002ise.1_Missense_Mutation_p.S912F|CACNA1G_uc002isf.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANCytoplasmic (Potential). 1GCCAACAAGTCCGAATCAGAG0.597

+ 29 4246ABCC3_uc002isn.2_Missense_Mutation_p.S143NNM_003786 NP_003777 O15438 MRP3_HUMANCytoplasmic (By similarity).|ABC transporter 2. 4CCCTTCGGCAGCTACTCAGAG0.622



+ 7 2606AKAP1_uc010wnl.1_Missense_Mutation_p.R792Q|AKAP1_uc010dcm.2_Missense_Mutation_p.R792QNM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1GTGGAGATTCGATACGTGGAC0.602

+ 18 1806BCAS3_uc010wow.1_Missense_Mutation_p.P338L|BCAS3_uc002iyu.3_Missense_Mutation_p.P551L|BCAS3_uc002iyw.3_Missense_Mutation_p.P547L|BCAS3_uc002iyy.3_Missense_Mutation_p.P322L|BCAS3_uc002iyz.3_Missense_Mutation_p.P120L|BCAS3_uc002iza.3_Missense_Mutation_p.P105LNM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5GTTAAACCTCCTCCACAAATT0.353

+ 10 1351EFCAB3_uc010wpc.1_Missense_Mutation_p.G477RNM_173503 NP_775774 Q8N7B9 EFCB3_HUMAN 1CACAGACTCAGGAAGAAAAAG0.338

- 6 1318MARCH10_uc002jag.3_Missense_Mutation_p.M360I|MARCH10_uc010dds.2_Missense_Mutation_p.M398I|MARCH10_uc002jah.2_Missense_Mutation_p.M359I|uc002jaj.1_RNA|uc002jak.2_RNANM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0TTGCTGGCTCCATTGCATTGC0.478

+ 13 1501NOL11_uc010wql.1_Missense_Mutation_p.V318I|NOL11_uc010deu.1_Missense_Mutation_p.V95I|SNORA38B_uc010dev.2_5'FlankNM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0TCCTGAATCAGTCACCTGTGC0.358

- 23 3211ABCA9_uc010dez.2_Missense_Mutation_p.R1023QNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6GGTGTTACTTCGGTACCCATA0.418

- 20 2808ABCA9_uc010dez.2_Nonsense_Mutation_p.Q889*NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6TAACTTTTCTGATATGACTCG0.368

- 2 131ABCA9_uc010dez.2_Splice_Site|ABCA9_uc002jhv.2_Splice_SiteNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6GACCTGTTTCCTTTAAAAAGA0.373

+ 3 1024C17orf80_uc010wqu.1_Missense_Mutation_p.S277F|C17orf80_uc010dfj.2_Missense_Mutation_p.S277F|C17orf80_uc002jjk.1_Missense_Mutation_p.S277F|C17orf80_uc002jjl.3_Missense_Mutation_p.S277FNM_017941 NP_060411 Q9BSJ5 CQ080_HUMANExtracellular (Potential). 1AACACAGAATCCCTCATTTTA0.423

+ 1 301GPRC5C_uc002jkp.2_Missense_Mutation_p.G133R|GPRC5C_uc002jkq.2_Missense_Mutation_p.G133R|GPRC5C_uc002jkr.2_Missense_Mutation_p.G100R|GPRC5C_uc002jkt.2_Missense_Mutation_p.G88RNM_018653 NP_061123 Q9NQ84 GPC5C_HUMANHelical; Name=2; (Potential). 5GAGCCTGCTGGGGACCCAGGT0.622

- 3 528 NM_181449 NP_852114 Q496F6 CLM2_HUMANExtracellular (Potential). 4CCTGAATTTTGGGTCAACACC0.622

+ 11 1343NUP85_uc010dgd.1_Missense_Mutation_p.I316M|NUP85_uc010wrv.1_Missense_Mutation_p.I315M|NUP85_uc002jnh.1_5'FlankNM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1ATCAAGTAATCAAAGAGTGCA0.498

- 13 1912SLC38A10_uc002jzy.1_Missense_Mutation_p.D431N|SLC38A10_uc002kab.2_Missense_Mutation_p.D513NNM_001037984 NP_001033073 Q9HBR0 S38AA_HUMAN 2ACCTCTCGGTCTTGGCCTTCA0.647

+ 5 877_878STRA13_uc002kdc.2_5'Flank|STRA13_uc002kdd.2_5'FlankNM_144999 NP_659436 Q96CN5 LRC45_HUMAN 1GAACAACATCCCTGGAGACGTC0.653

- 2 418 NM_014646 NP_055461 Q92539 LPIN2_HUMAN N-LIP. 2TTTCTCTTTGGATCTCAGGAC0.478

- 4 1194ZFP161_uc002kmr.2_Missense_Mutation_p.A345T|ZFP161_uc010dkp.2_Missense_Mutation_p.A345TNM_003409 NP_003400 O43829 ZF161_HUMAN C2H2-type 3. 1AAGTCTGGGGCACGGATAAAT0.448

- 1 1717 NM_001080209 NP_001073678 A6NKL6 T200C_HUMAN 0AGCAGAGTCTCGCGTTTGACC0.677

+ 2 1662TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.P338SNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.|20.2GATTGACATCCCCAAGTCCCC0.552

- 3 542ZNF519_uc002ksq.1_Intron|ZNF519_uc002ksr.1_Intron|ZNF519_uc010dlm.1_IntronNM_145287 NP_660330 Q8TB69 ZN519_HUMAN 0AGCTGACAGAAACTGAGGCTT0.284

- 1 872 POTEC_uc010xaj.1_RNANM_001137671 NP_001131143 B2RU33 POTEC_HUMAN ANK 1. 3AGCTTGTCCAGATCTTCTCGA0.597

+ 36 3448ANKRD30B_uc010xal.1_Missense_Mutation_p.E232KNM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN Potential. 2GTTGAAAAAGGAAATTGCCAT0.303

+ 57 7547LAMA3_uc002kur.2_Missense_Mutation_p.M2431I|LAMA3_uc002kus.3_Missense_Mutation_p.M878I|LAMA3_uc002kut.3_Missense_Mutation_p.M822INM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 1. 11AGGCAGTTATGGATCGGGTGA0.493

- 4 452 NM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN ANK 2. 4TTTCACCTTTCGTCCTGTAAA0.418

- 7 4153ZNF521_uc010xbe.1_Splice_Site|ZNF521_uc010dly.2_Splice_Site_p.Q1302_splice|ZNF521_uc002kvl.2_Splice_Site_p.Q1082_spliceNM_015461 NP_056276 Q96K83 ZN521_HUMAN 7GAGGACATTACCTGCAGCTCT0.438

- 6 833SS18_uc002kvn.2_Missense_Mutation_p.P252L|SS18_uc010xbf.1_Missense_Mutation_p.P170L|SS18_uc010xbg.1_Missense_Mutation_p.P200L|SS18_uc010xbh.1_Missense_Mutation_p.P200L|SS18_uc010xbi.1_Missense_Mutation_p.P229L|SS18_uc010dlz.1_Missense_Mutation_p.P200LNM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884AGGTCTATAGGGAGGAATCTG0.413

- 5 1003AQP4_uc002kvz.2_Missense_Mutation_p.D292NNM_001650 NP_001641 P55087 AQP4_HUMANCytoplasmic (Potential). 0CCAGATTGGTCTTTCCCCTTC0.478

- 13 2540CDH2_uc010xbn.1_Missense_Mutation_p.S663FNM_001792 NP_001783 P19022 CADH2_HUMANExtracellular (Potential).|Cadherin 5. 4ACGCAGGATGGAAATATTTGA0.463

- 11 1866DSC1_uc002kwm.2_Missense_Mutation_p.R535KNM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 4. 4TTTGGATTCTCTATCTAGTAC0.318

- 1 887 NM_001034172 NP_001029344 Q3SY17 MCAR2_HUMANHelical; Name=5; (Potential).|Solcar 3. 1TCCCAACATGGCACCCAATAG0.443

- 3 584ZNF24_uc002kys.2_Missense_Mutation_p.L143F|ZNF24_uc002kyu.1_Missense_Mutation_p.L143FNM_006965 NP_008896 P17028 ZNF24_HUMAN 0CGTCGACGGAGAGAAACCTGG0.418 rs148053646

+ 4 843 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3TTAGGCTTACGAGAGGCCCCA0.408

- 1 631_632ZBTB7C_uc002ldb.2_Missense_Mutation_p.D206N|ZBTB7C_uc010dnu.2_Missense_Mutation_p.D215N|ZBTB7C_uc010dnv.2_Missense_Mutation_p.D228N|ZBTB7C_uc010dnw.2_Missense_Mutation_p.D206N|ZBTB7C_uc010dnx.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dny.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dnz.1_Missense_Mutation_p.D228N|ZBTB7C_uc010dob.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doc.1_Missense_Mutation_p.D215N|ZBTB7C_uc010dod.1_Missense_Mutation_p.D228N|ZBTB7C_uc010doe.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dof.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dog.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doh.1_Missense_Mutation_p.D215N|ZBTB7C_uc010doi.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doj.1_Missense_Mutation_p.D215N|ZBTB7C_uc010dok.1_Missense_Mutation_p.D255N|ZBTB7C_uc010dol.1_Missense_Mutation_p.D215N|ZBTB7C_uc010doa.1_Missense_Mutation_p.D228N|ZBTB7C_uc010don.1_Missense_Mutation_p.D214N|ZBTB7C_uc010doo.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dop.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doq.1_Missense_Mutation_p.D215N|ZBTB7C_uc010 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN 1TCAGGGAAGTCCCTGGGGGTGT0.574

+ 2 1191MAPK4_uc010xdm.1_Intron|MAPK4_uc010doz.2_Missense_Mutation_p.R64QNM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6CACGCGCTCCGAGAGATCAAG0.602

+ 20 3649DCC_uc010xdr.1_Missense_Mutation_p.R849Q|DCC_uc010dpf.1_Missense_Mutation_p.R656QNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 6. 17TATTACTTTCGAATTCAAGCA0.373

- 18 2137uc002lgu.1_RNA|uc002lgv.1_IntronNM_005603 NP_005594 O43520 AT8B1_HUMANCytoplasmic (Potential). 10TCTGGAACTCCATCCTGTAGC0.363

+ 2 135TNFRSF11A_uc010dpv.2_Missense_Mutation_p.P33SNM_003839 NP_003830 Q9Y6Q6 TNR11_HUMANExtracellular (Potential). 3GATCGCTCCTCCATGTACCAG0.473

- 6 652SERPINB3_uc002lji.2_Missense_Mutation_p.S209F|SERPINB3_uc010dqa.2_Intron P48594 SPB4_HUMAN p.S209Y(1) 3CATCTGTATGGACTTGTATGT0.373

+ 7 950SERPINB2_uc002ljo.2_Missense_Mutation_p.G206E|SERPINB2_uc010dqh.2_Missense_Mutation_p.G136E|SERPINB2_uc002ljp.1_Missense_Mutation_p.G11E|SERPINB2_uc002ljq.1_Missense_Mutation_p.G11ENM_001143818 NP_001137290 P05120 PAI2_HUMAN 2TACTTCAAAGGAAAGTGGAAA0.383

+ 12 2464CDH7_uc002lkb.2_Missense_Mutation_p.E713DNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4TTATTTGGGAAAGATTAAAAG0.438

- 4 1210CD226_uc002lkm.3_Missense_Mutation_p.G255RNM_006566 NP_006557 Q15762 CD226_HUMANHelical; (Potential). 0ACTGTCCCTCCAGCCACAAAG0.363

+ 12 1706CNDP1_uc002lls.2_Missense_Mutation_p.F302LNM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0ATTTGCTGCCTTTTTCTTAGA0.408

+ 2 1720SALL3_uc010dra.2_Missense_Mutation_p.E181KNM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4CAACCACGTGGAGTCCGGCGT0.741

+ 2 253ATP9B_uc002lmv.1_Intron|ATP9B_uc002lmw.1_Missense_Mutation_p.R80K|ATP9B_uc002lmy.1_RNA|ATP9B_uc002lmu.2_Missense_Mutation_p.R80KNM_198531 NP_940933 O43861 ATP9B_HUMANCytoplasmic (Potential). 3ATAATGCAAAGGAAAAGAGGA0.428

+ 2 502 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8AGAAAGGTGCGAAAAAAGGTG0.368

- 3 312MBD3_uc002ltj.2_Missense_Mutation_p.T97M|MBD3_uc002ltk.2_Missense_Mutation_p.T65MNM_003926 NP_003917 O95983 MBD3_HUMAN 3GGGCAGCGCCGTGTTCAGGTC0.597

+ 3 338_339TMPRSS9_uc002lvv.1_Missense_Mutation_p.G147ENM_182973 NP_892018 Q7Z410 TMPS9_HUMANExtracellular (Potential). 2TTGCAGCGAGGGATCCGGGCAA0.624

- 2 234 NM_145173 NP_660156 O95057 DIRA1_HUMAN 1TTCACGAAGCGCAGCACCAGC0.557



- 5 481PIP5K1C_uc010xhq.1_Missense_Mutation_p.R142C|PIP5K1C_uc010xhr.1_Missense_Mutation_p.R142CNM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4CGGAAGTAGCGGAAGGCGACA0.493

+ 2 240 NM_015897 NP_056981 Q8N2W9 PIAS4_HUMAN 1GCCCCACAGCCGCACCGGCCC0.637 rs142623244

+ 10 1270CREB3L3_uc002lzm.2_Missense_Mutation_p.R375Q|CREB3L3_uc010xib.1_Missense_Mutation_p.R374Q|CREB3L3_uc010xic.1_3'UTRNM_032607 NP_115996 Q68CJ9 CR3L3_HUMANLumenal (Potential). 2CCAGGACCCCGACCCGAGGCT0.647 rs138185635

+ 18 2192ANKRD24_uc002lzs.2_Missense_Mutation_p.G610E|ANKRD24_uc002lzt.2_Missense_Mutation_p.G611ENM_133475 NP_597732 Q8TF21 ANR24_HUMAN 0GAGGCCATGGGGGTGGAGGCC0.557

+ 19 3368 NM_133475 NP_597732 Q8TF21 ANR24_HUMAN Potential. 0CGGGGGCTACGGACCGAGGCG0.667

+ 2 66 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0AGAAATACTACCCGCCGGACT0.552

- 2 284TMIGD2_uc010dtv.1_Missense_Mutation_p.V80INM_144615 NP_653216 Q96BF3 TMIG2_HUMANExtracellular (Potential).|Ig-like. 0GGCCCGCAGACCCCCAGGCTG0.657

+ 3 524_525 NM_005483 NP_005474 Q13111 CAF1A_HUMANBinds to CBX1 chromo shadow domain. 2TGAAGCCTCTCCCTCCAGGGAG0.5 rs150150583

- 5 1017TNFSF14_uc002mfj.1_Missense_Mutation_p.G176ENM_003807 NP_003798 O43557 TNF14_HUMANExtracellular (Potential). 1CACCTTCTCCCCAGCCTCCAG0.627

+ 26 2509_2510VAV1_uc010xjh.1_Missense_Mutation_p.E773K|VAV1_uc010dva.1_Missense_Mutation_p.E783K|VAV1_uc002mfv.1_Missense_Mutation_p.E750KNM_005428 NP_005419 P15498 VAV_HUMAN SH3 2. 16TGTCGCTCAAGGAGGGTGACAT0.569

+ 18 2335EMR1_uc010dvc.2_Missense_Mutation_p.S701F|EMR1_uc010dvb.2_Missense_Mutation_p.S747F|EMR1_uc010xji.1_Missense_Mutation_p.S625F|EMR1_uc010xjj.1_Missense_Mutation_p.S589FNM_001974 NP_001965 Q14246 EMR1_HUMANHelical; Name=5; (Potential). 5CAGATCAACTCCCTTCTCCTG0.323

+ 8 1194ZNF557_uc002mga.2_Missense_Mutation_p.T244S|ZNF557_uc002mgc.2_Missense_Mutation_p.T244SNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2CTGTGGGAAAACCTTCAGCAA0.453

+ 7 802LASS4_uc002mjh.2_Nonsense_Mutation_p.W110*|LASS4_uc002mji.2_5'UTR|LASS4_uc010dvz.2_Nonsense_Mutation_p.W161*NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1TCATGGCTGTGGGCACCAGTA0.572

+ 4 686MARCH2_uc002mjw.2_Missense_Mutation_p.C82Y|MARCH2_uc002mjx.2_Missense_Mutation_p.C82YNM_016496 NP_057580 Q9P0N8 MARH2_HUMANRING-CH-type. p.C82S(1) 2CCGTGTGGCTGCACCGGCACG0.582

- 3 542ZNF414_uc002mke.3_Splice_Site_p.G142_splice|ZNF414_uc010dwf.2_Splice_Site_p.G131_spliceNM_032370 NP_115746 Q96IQ9 ZN414_HUMAN 0CCTGGCCCTACCTTCCAGGGA0.632

- 61 41292MUC16_uc010dwi.2_RNA|MUC16_uc010dwj.2_Missense_Mutation_p.K513N|MUC16_uc010xki.1_RNANM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential).|SEA 11. 57CTGTCCCATCCTTTTCAGGCC0.562

- 21 37694 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential).|SEA 3. 57GAGACTGTTCCTGTCCAGGGT0.517

- 4 31574 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACTGGCAGGCGAAGTGGATGT0.448

- 3 29368 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CTAGTTGTTTCCACAAAGCGA0.488

- 3 26554 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ATGGTCATTTCTGCTGATCCT0.507

- 3 23335 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGAGAGGGGGGGATATGTGCT0.547

- 3 19093 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTTATAGAAGGATGCATTGTG0.443

- 3 11488 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AAAGTGAGTTCCTGGGGAGTT0.532

- 1 8251 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential).p.E2683K(1) 57AGGGTAGTCTCTGGGACTGTG0.488

+ 1 251 NM_001004456 NP_001004456 Q8NGA1 OR1M1_HUMANExtracellular (Potential). 3ATGCTGGTGAGCCTTCAAACC0.527

- 1 158 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMANCytoplasmic (Potential). 2GTGGAGGTGGGAGTCAGAGAT0.488

+ 1 957 NM_175883 NP_787079 Q96RA2 OR7D2_HUMANHelical; Name=6; (Potential). 3GACAGGCATTGGGGTCCACTT0.498

+ 1 332 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMANExtracellular (Potential). 1AGAGTCATCTCCTATGAAGGC0.493

- 10 1276ZNF560_uc010dwr.1_Missense_Mutation_p.D250NNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 2. 6 TATCTAAAATCTTTTCCACAT0.393

- 8 689ZNF560_uc010dwr.1_Missense_Mutation_p.S54FNM_152476 NP_689689 Q96MR9 ZN560_HUMAN KRAB 2. 6CTCCAGCCAAGAGATCAGACT0.468

+ 6 933LPPR2_uc002mrf.1_Missense_Mutation_p.A174G|LPPR2_uc010dxy.1_5'UTRNM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1AGCCTCGTGGCCGCCGCGCGC0.701

- 6 933ZNF442_uc010xmk.1_Missense_Mutation_p.E39KNM_030824 NP_110451 Q9H7R0 ZN442_HUMAN KRAB. 4GGAGGTTTTTCATTCACAGTA0.348

- 6 665FARSA_uc002mvt.2_RNA|FARSA_uc010xmv.1_Missense_Mutation_p.P175L|FARSA_uc010dyy.1_Missense_Mutation_p.P127LNM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1GGGCTTGAAGGGCCGGTCCCG0.687

+ 1 207DAND5_uc010dyz.1_Missense_Mutation_p.S85FNM_152654 NP_689867 Q8N907 DAND5_HUMAN 1GTGCCAGCTTCTGCCCTTGGG0.672

+ 3 867_868 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN 1ACAAGGTTCTGGAGCAGGCCAG0.614

- 13 1717AKAP8_uc002nav.2_5'Flank|AKAP8_uc010xog.1_5'Flank|AKAP8L_uc002nax.1_RNA|AKAP8L_uc010xoh.1_Missense_Mutation_p.E479KNM_014371 NP_055186 Q9ULX6 AKP8L_HUMAN 1AGGTAGCGCTCCAGCTTCTTG0.627

+ 2 133CYP4F3_uc010xok.1_Missense_Mutation_p.S28F|CYP4F3_uc010xol.1_Missense_Mutation_p.S28F|CYP4F3_uc010xom.1_5'UTR|CYP4F3_uc002nbk.2_Missense_Mutation_p.S28FNM_000896 NP_000887 Q08477 CP4F3_HUMANHelical; (Potential). 3GTTGGGGCCTCCTGGCTCCTG0.637

+ 8 994_995 NM_023944 NP_076433 7AAGATGGGAAGGCATTGTCAGA0.386

+ 1 28 NM_013939 NP_039227 O60403 O10H2_HUMANExtracellular (Potential). 3GTCATGCTGGGGCTAAACCAC0.557

- 7 901MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2CTGAATGATGGAGTCATCGAA0.637

+ 6 975 NM_024074 NP_076979 Q9H6F2 TM38A_HUMANCytoplasmic (Potential). 3AAGAAGAAGGCCAAGAAGGCG0.632

- 22 2901 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GCGTGATTCTCCTCAGGGTGT0.562

- 16 2054 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GGAACCCAGACCTGAGCAGGT0.607

- 11 1246 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GGCCAGGCCCGGCTTGAACTG0.632

+ 39 6148MYO9B_uc002nfi.2_Missense_Mutation_p.S1999L|MYO9B_uc002nfm.1_Missense_Mutation_p.S159LNM_004145 NP_004136 Q13459 MYO9B_HUMAN Tail. 1AACCTGGACTCGGAGACGTCG0.647

- 1 55 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Thioredoxin. 0AGAGAACAGGGAGGCCATGGT0.602

- 5 454 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN C2 1. 3TTATTCCACACCTCCACCGTC0.517



- 8 824COMP_uc002nkd.2_Missense_Mutation_p.G230E|COMP_uc010xqj.1_Missense_Mutation_p.G210ENM_000095 NP_000086 P49747 COMP_HUMAN EGF-like 4. 0ACAGAGGATCCCGTTGCCGGC0.706

- 5 2079SFRS14_uc002nkz.1_Nonsense_Mutation_p.R659*|SFRS14_uc002nla.1_Nonsense_Mutation_p.R645*|SFRS14_uc002nlb.2_Nonsense_Mutation_p.R645*|SFRS14_uc010xqk.1_Nonsense_Mutation_p.R414*NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0TCGGCTCCTCGCAAGTTCTCG0.498

- 4 1452 NM_021030 NP_066358 P17017 ZNF14_HUMANC2H2-type 12. 3TCTTTGAAGGGAACTTGAAAA0.383

- 4 1562ZNF682_uc002noo.2_Missense_Mutation_p.S448F|ZNF682_uc002nop.2_Missense_Mutation_p.S448F|ZNF682_uc010eck.2_Missense_Mutation_p.S404FNM_033196 NP_149973 O95780 ZN682_HUMAN 2ATACTTGCAGGATTTCTCTCC0.353

+ 3 315ZNF90_uc002nos.1_RNA|ZNF90_uc002not.1_RNANM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2CTGGAGCAAGGAAAAAAACCC0.398

+ 4 524ZNF90_uc002nos.1_Intron|ZNF90_uc002not.1_IntronNM_007138 NP_009069 Q03938 ZNF90_HUMAN 2ACACAAAAGAGGTTATAATGG0.328

- 4 1600ZNF626_uc002npc.1_Missense_Mutation_p.E408KNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 12; degenerate. 1CCACATTCTTCACATTTGTAG0.388

- 4 1432ZNF626_uc002npc.1_Missense_Mutation_p.E352KNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1CCACATTCTTCACATTTGTAG0.388

- 3 2081 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTTTAGGGATTCTCTCC0.348

- 5 1966 NM_001080409 NP_001073878 2ACAGTAAGTTTTGAGGACCAC0.363

+ 4 2501ZNF536_uc010edd.1_Missense_Mutation_p.G788DNM_014717 NP_055532 O15090 ZN536_HUMAN C2H2-type 9. 11GACTATGCCGGCACGCAGTCA0.507

+ 4 3694ZNF536_uc010edd.1_Missense_Mutation_p.E1186KNM_014717 NP_055532 O15090 ZN536_HUMAN 11TGTTGAAACCGAACCGGAAAT0.567

- 4 448RHPN2_uc010xro.1_Intron|RHPN2_uc002nue.2_5'UTRNM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6ACCTTGAGGACGACTGCAAAG0.383 rs149250532

+ 4 513RBM42_uc010xsx.1_Missense_Mutation_p.R146Q|RBM42_uc010eef.2_Intron|RBM42_uc002oao.2_Missense_Mutation_p.R146Q|RBM42_uc002oap.2_Missense_Mutation_p.R146Q|RBM42_uc002oaq.2_Missense_Mutation_p.R146Q|RBM42_uc010eeg.2_Missense_Mutation_p.R146QNM_024321 NP_077297 Q9BTD8 RBM42_HUMAN 0TTCCTGCGGCGGGCAGGTGAG0.562

+ 4 443UPK1A_uc010eeh.2_Missense_Mutation_p.R148H|uc002oax.1_5'FlankNM_007000 NP_008931 O00322 UPK1A_HUMANExtracellular (Potential). 0GAGCTGACCCGCCTCTGGGAC0.647

- 28 3542 NM_004646 NP_004637 O60500 NPHN_HUMANBinds to NPHS2.|Cytoplasmic (Potential). 5GGGGTACGTTCTTTCTACCTC0.547

+ 8 1431ZNF793_uc010xts.1_Missense_Mutation_p.R330Q|ZNF793_uc010efo.2_IntronNM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN C2H2-type 4. 0AATGTACATCGAAAAATGCAC0.458

+ 5 666ZNF540_uc002ogu.2_Missense_Mutation_p.R112C|ZNF540_uc010efq.2_Missense_Mutation_p.R80CNM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN 1TAAAACTCTTCGTCTGAAAGG0.333

- 5 2218ZNF607_uc002ohb.1_Missense_Mutation_p.S540FNM_032689 NP_116078 Q96SK3 ZN607_HUMANC2H2-type 15. 0GAACCTAAAAGACTTCCCGCA0.428

+ 53 8463RYR1_uc002oiu.2_Missense_Mutation_p.G2778E|RYR1_uc002oiv.1_5'UTRNM_000540 NP_000531 P21817 RYR1_HUMAN5.|Cytoplasmic.|6 X approximate repeats. 12TGGTCCTATGGAGAGAACATA0.607

+ 73 10827RYR1_uc002oiu.2_Missense_Mutation_p.S3561F|RYR1_uc002oiv.1_Missense_Mutation_p.S481F|RYR1_uc010xuf.1_Missense_Mutation_p.S486FNM_000540 NP_000531 P21817 RYR1_HUMAN 12GTCGAAGGCTCCCCGTCTCTG0.637

+ 89 12293RYR1_uc002oiu.2_Missense_Mutation_p.E4050K|RYR1_uc002oiv.1_Missense_Mutation_p.E964KNM_000540 NP_000531 P21817 RYR1_HUMAN 12ATCCAATGTGGAGATGATCCT0.567

+ 3 377SARS2_uc002ojz.2_5'Flank|SARS2_uc010xup.1_5'Flank|SARS2_uc002oka.2_5'Flank|SARS2_uc002okb.2_5'Flank|SARS2_uc010xuq.1_Intron|SARS2_uc010xur.1_5'Flank|SARS2_uc010xus.1_5'Flank|MRPS12_uc002okd.2_Missense_Mutation_p.R23W|MRPS12_uc002oke.2_Missense_Mutation_p.R23WNM_033362 NP_203526 O15235 RT12_HUMAN 0TCTGGTTCCCCGGCTCTGGGC0.607 rs150096976

- 6 3019 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9GTTGAAGTTCCCACAGAGTCC0.597

- 6 926ZNF780A_uc002omw.3_Intron|ZNF780A_uc002omz.2_Missense_Mutation_p.T234I|ZNF780A_uc010xvh.1_Missense_Mutation_p.T235INM_001010880 NP_001010880 O75290 Z780A_HUMAN C2H2-type 3. 0ATTAAGCAGGGTAAGAAGACT0.388

+ 16 3662_3663SPTBN4_uc002onx.2_Missense_Mutation_p.E1193K|SPTBN4_uc002onz.2_Missense_Mutation_p.E1193K|SPTBN4_uc010egx.2_5'UTRNM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 9. 5AGGCGCGCAGGGAGGCGCTGGT0.658

+ 16 2230LTBP4_uc002oog.1_Nonsense_Mutation_p.R707*|LTBP4_uc002ooi.1_Nonsense_Mutation_p.R677*|LTBP4_uc002ooj.1_Intron|LTBP4_uc010xvo.1_Intron|LTBP4_uc010ehb.1_5'Flank|LTBP4_uc002ook.1_5'Flank|LTBP4_uc002ool.1_5'Flank|LTBP4_uc002oom.1_5'Flank|LTBP4_uc010xvp.1_5'FlankNM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMANEGF-like 7; calcium-binding (Potential).|Cys-rich. 1CTTCCGCTCCCGAGGGCCCGG0.657

- 2 291 ERF_uc002otd.3_5'UTRNM_006494 NP_006485 P50548 ERF_HUMAN ETS. 4CAGGCAATGACGCCCTGGTAC0.602

+ 41 8208MEGF8_uc002otm.3_Missense_Mutation_p.V2133M|MEGF8_uc002otn.3_Missense_Mutation_p.V186MNM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANExtracellular (Potential). 1GGTCCGCGGCGTGCGGGACCG0.692 rs148860986

- 3 736PSG3_uc002ouf.2_RNA|PSG1_uc002oug.1_Intron|PSG3_uc010eil.2_Missense_Mutation_p.L224FNM_021016 NP_066296 Q16557 PSG3_HUMANIg-like C2-type 1. 2AATAGAAAGAGGGTCCTTTTG0.507

- 3 685PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.S35F|PSG8_uc002ouh.2_Missense_Mutation_p.S196F|PSG8_uc010ein.2_Missense_Mutation_p.S74F|PSG8_uc002ouj.3_Intron|PSG8_uc002ouk.3_Missense_Mutation_p.S35F|PSG8_uc002oul.3_Missense_Mutation_p.S196F|PSG8_uc002oum.3_Intron|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_IntronNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 1. 0GTTGGTTTCAGACAACTGCAA0.522

- 4 894_895PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.E253K|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.E253K|PSG1_uc010eio.1_Missense_Mutation_p.E253K|PSG1_uc002oux.1_Missense_Mutation_p.E182K|PSG1_uc002ouy.1_Intron|PSG1_uc002ouz.1_Missense_Mutation_p.E253K|PSG1_uc002ova.1_Missense_Mutation_p.E160K|PSG1_uc002ovc.2_Missense_Mutation_p.E160K|PSG1_uc002ovd.1_Missense_Mutation_p.E253KNM_006905 NP_008836 P11464 PSG1_HUMANIg-like C2-type 2. 2TCCTTATTCTCCCTGGGGTTTA0.49

- 2 526PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.G130R|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.G130R|PSG1_uc010eio.1_Missense_Mutation_p.G130R|PSG1_uc002oux.1_Missense_Mutation_p.G59R|PSG1_uc002ouy.1_Missense_Mutation_p.G130R|PSG1_uc002ouz.1_Missense_Mutation_p.G130R|PSG1_uc002ova.1_Missense_Mutation_p.G130R|PSG1_uc002ovc.2_Missense_Mutation_p.G130R|PSG1_uc002ovd.1_Missense_Mutation_p.G130RNM_006905 NP_008836 P11464 PSG1_HUMAN Ig-like V-type. 2CCTCTAGTCCCATCATCTCCC0.502 rs34055642

- 4 804_805PSG3_uc002ouf.2_Intron|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Missense_Mutation_p.R258N|PSG6_uc002ovi.2_Missense_Mutation_p.R252N|PSG6_uc010xwk.1_Missense_Mutation_p.R91N|PSG11_uc002ovk.1_Intron|PSG6_uc002ove.1_Missense_Mutation_p.R41N|PSG6_uc002ovf.1_Intron|PSG6_uc002ovg.1_Missense_Mutation_p.R251NNM_002782 NP_002773 Q00889 PSG6_HUMANIg-like C2-type 2. 2CCTTCTTCTCCCTGGGGTTTAA0.51

+ 6 2489ZNF226_uc002oyq.2_Missense_Mutation_p.S665F|ZNF226_uc002oyr.2_Missense_Mutation_p.S665F|ZNF226_uc010ejg.2_3'UTR|ZNF226_uc002oys.2_Missense_Mutation_p.S782F|ZNF226_uc002oyt.2_Missense_Mutation_p.S782FNM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN 0GGTGATAAATCCTATAAAAGT0.358

- 4 884ZFP112_uc010xwz.1_Intron|ZNF285_uc010xxa.1_Missense_Mutation_p.G273ENM_152354 NP_689567 Q96NJ3 ZN285_HUMANC2H2-type 2; degenerate. 4AAAGTTCTTTCCATACTGGTC0.433

- 4 707ZFP112_uc010xwz.1_Intron|ZNF285_uc010xxa.1_Missense_Mutation_p.P214LNM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4CCCACAGTTGGGATGTCTACC0.468

+ 7 865BCAM_uc002ozt.1_Missense_Mutation_p.P274LNM_005581 NP_005572 P50895 BCAM_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1GTGGGCAGCCCGTCCACCCCA0.647

+ 7 1636 NM_001042724 NP_001036189 Q92692 PVRL2_HUMANCytoplasmic (Potential). 0AGCGAAGCTGGAGGCACAGGA0.577

+ 10 1327 NM_006509 NP_006500 Q01201 RELB_HUMAN RHD. 1CCTGCCTCGCGACCATGGTAA0.552

+ 4 300SFRS16_uc002pal.2_RNA|SFRS16_uc010xxh.1_Intron|SFRS16_uc002pam.2_Missense_Mutation_p.P68S|SFRS16_uc002pan.1_RNANM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0CTTCAGGATGCCCTGGCAGGG0.587

- 3 514RTN2_uc002pcc.2_Missense_Mutation_p.P96S|RTN2_uc002pcd.2_RNANM_005619 NP_005610 O75298 RTN2_HUMAN 3TGGTCTCGTGGTTCCGAGACT0.677

+ 3 242IGFL2_uc002peb.2_Missense_Mutation_p.P80LNM_001135113 NP_001128585 Q6UWQ7 IGFL2_HUMAN 0TGTGGTCCCCCCTGCACCTTC0.552

- 2 950PNMAL1_uc002per.3_Missense_Mutation_p.P215LNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0CCAGTTGTTGGGGGTCTCTGC0.557

- 3 1080 NM_000960 NP_000951 P43119 PI2R_HUMANCytoplasmic (Potential). 0AGCTGGGAAAGGGGTGTCTGC0.657

+ 6 4412 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Pro-rich. 1ACAAGTCAGCCGTCGCCCCCA0.677

- 8 1059ZC3H4_uc002pgb.1_RNANM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Gly-rich. 6CCTCGGCCCCGACCCATTCCT0.627



+ 4 474 NM_022142 NP_071425 Q96BH3 ESPB1_HUMANFibronectin type-II 2. 0CTCTGTCTTCGATGAGAAACA0.517

+ 9 2085GRIN2D_uc010elx.2_5'UTRNM_000836 NP_000827 O15399 NMDE4_HUMANHelical; (Potential). 6GCCTTCTTCGCCGTCATCTTC0.587

- 4 374 NM_001080434 NP_001073903 6ATCAGGCAGCGACTGTGAGGA0.622

+ 2 287_288SULT2B1_uc002pjm.2_Missense_Mutation_p.P54LNM_177973 NP_814444 O00204 ST2B1_HUMAN 1ATCACCTACCCCAAGTCAGGTA0.644

+ 4 1131FUT1_uc002pkk.2_5'Flank|FUT1_uc002pkm.1_5'Flank|FGF21_uc002pko.1_Missense_Mutation_p.D187NNM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1CCAGCCCCCCGATGTGGGCTC0.682

+ 3 662CGB_uc010yad.1_Intron|SNAR-G2_uc010yae.1_5'Flank|CGB2_uc010yaf.1_Missense_Mutation_p.P135S|CGB2_uc010yag.1_Missense_Mutation_p.P135SNM_033378 NP_203696 0CCCCAGCCTTCCAAGCCCATC0.642

- 5 938SLC6A16_uc002pna.2_Missense_Mutation_p.P235L|hsa-mir-4324|MI0015854_5'FlankNM_014037 NP_054756 Q9GZN6 S6A16_HUMANExtracellular (Potential). 4TTCACATTCAGGATCTGGGGG0.388

+ 7 814TBC1D17_uc010enn.1_RNA|TBC1D17_uc010ybg.1_Missense_Mutation_p.S188F|TBC1D17_uc002pqp.2_5'UTR|TBC1D17_uc002pqq.1_RNA|TBC1D17_uc002pqr.2_5'UTR|TBC1D17_uc002pqs.2_RNANM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0GATCCCTACTCCACCACCTTC0.692

- 3 116IL4I1_uc002pqv.1_Missense_Mutation_p.P22L|IL4I1_uc010eno.1_Missense_Mutation_p.P21L|IL4I1_uc002pqw.1_Missense_Mutation_p.P21L|IL4I1_uc002pqu.1_Missense_Mutation_p.P35LNM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 gaggaggatggggacgaggac0.453

+ 5 2132ZNF473_uc002prm.2_Missense_Mutation_p.S632F|ZNF473_uc010ybo.1_Missense_Mutation_p.S620FNM_001006656 NP_001006657 Q8WTR7 ZN473_HUMAN 2AGCAGTGCCTCCCTTATCAAA0.478

- 7 734 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMANCytoplasmic (Potential). 0CAGGAGTTTTCGGTTTTGTCT0.403

- 1 271 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMANExtracellular (Potential). 0AAGAAAGGCCCCTCCATGCCC0.677

+ 13 1622MYH14_uc010enu.1_Missense_Mutation_p.W533C|MYH14_uc002prq.1_Missense_Mutation_p.W533CNM_024729 NP_079005 Q7Z406 MYH14_HUMANMyosin head-like. 1GCATCCCCTGGACCTTCCTCG0.592

+ 26 3412MYH14_uc010enu.1_Missense_Mutation_p.A1163V|MYH14_uc002prq.1_Missense_Mutation_p.A1130VNM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1GAGGGTGGGGCCCGGGCCCAG0.652

- 3 249KLK15_uc002ptm.2_Missense_Mutation_p.G73E|KLK15_uc002ptn.2_Missense_Mutation_p.G73E|KLK15_uc002pto.2_Missense_Mutation_p.G72E|KLK15_uc010ych.1_RNA|KLK15_uc010yci.1_Missense_Mutation_p.G72E|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GTTGTGCTCTCCCAGGCGCAC0.622

- 2 601 NM_002029 NP_002020 P21462 FPR1_HUMANExtracellular (Potential). 3CCCCGTTTTACCAGGTACTGT0.537

+ 6 1703ZNF613_uc002pya.1_Missense_Mutation_p.P391LNM_001031721 NP_001026891 Q6PF04 ZN613_HUMAN 1GGAGAGAAACCCTATGTATGC0.418

+ 4 596ZNF701_uc010ydn.1_Missense_Mutation_p.E223KNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0ATTTCACCCCGAAGGGAAAAT0.413

+ 4 1353ZNF701_uc010ydn.1_Missense_Mutation_p.R475PNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0GGAGAGAAACGTTACAAGTGT0.373

- 5 1222ZNF347_uc010eql.1_Missense_Mutation_p.R386C|ZNF347_uc002qbc.1_Missense_Mutation_p.R386CNM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0AAGCTTGAACGAGCTCTAAAG0.413

+ 3 537MIR935_hsa-mir-935|MI0005757_5'FlankNM_031895 NP_114101 Q8WXS5 CCG8_HUMANHelical; (Potential). 0GGGGGTGTGTGCGTGGCGGCC0.637

- 4 473LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_Nonsense_Mutation_p.W69*|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_Nonsense_Mutation_p.W69*|LILRB2_uc010yet.1_5'UTR|LILRB2_uc010yeu.1_RNANM_005874 NP_005865 Q8N423 LIRB2_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1TCCGTGTAATCCAAGATGCTG0.527

+ 7 1141LILRA2_uc010yfg.1_Splice_Site_p.G318_splice|LILRA1_uc010yfh.1_Splice_Site_p.G320_spliceNM_006863 NP_006854 O75019 LIRA1_HUMAN 3CTTCTCTCCAGGACAGTTCCG0.597

+ 16 2261LILRB1_uc002qgl.2_Missense_Mutation_p.P642S|LILRB1_uc002qgk.2_Missense_Mutation_p.P642S|LILRB1_uc002qgm.2_Missense_Mutation_p.P643S|LILRB1_uc010erq.2_Missense_Mutation_p.P625S|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3TCCAGCTGTGCCCAGCATCTA0.652

- 4 1537_1538NLRP7_uc002qig.3_Missense_Mutation_p.E488K|NLRP7_uc002qii.3_Missense_Mutation_p.E488K|NLRP7_uc010esk.2_Missense_Mutation_p.E488K|NLRP7_uc010esl.2_Missense_Mutation_p.E516KNM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3TCCCTGTCCTCCCCCTCCTCCT0.574

- 2 1151SYT5_uc002qjp.2_Intron|SYT5_uc002qjn.1_Missense_Mutation_p.A31T|SYT5_uc002qjo.1_Missense_Mutation_p.A31TNM_003180 NP_003171 O00445 SYT5_HUMANHelical; (Potential). 0GTGGCCAGGGCCCAGGGGGGC0.602

- 4 504PTPRH_uc010esv.2_Intron|PTPRH_uc002qjs.2_Missense_Mutation_p.G151DNM_002842 NP_002833 Q9HD43 PTPRH_HUMANFibronectin type-III 2.|Extracellular (Potential). 4TGGGTCTGGGCCGTCGGGGAC0.597

- 2 361 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7TTTCCTTCTCCCATATGAGTT0.373

+ 5 572NLRP5_uc002qmi.2_IntronNM_153447 NP_703148 P59047 NALP5_HUMAN 7GCAGAAATTTCACAAGCTATG0.408

+ 4 2057 NM_213598 NP_998763 Q08ER8 ZN543_HUMAN 2GTGGGAAGACCTTTTATGACT0.418

+ 3 1809ZNF304_uc010etw.2_Missense_Mutation_p.P521L|ZNF304_uc010etx.2_Missense_Mutation_p.P432LNM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1GGAGCAAGGCCTTATGAGTGC0.488

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1CAAAAACTTGGAGAGATTCAT0.413

+ 5 1853 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN C2H2-type 3. 1CCTGCGGTCTCATGAGAGAAT0.463

+ 3 359RPS5_uc002qso.2_Missense_Mutation_p.A96VNM_001009 NP_001000 P46782 RS5_HUMAN 0GTCAAGCATGCCTTCGAGATC0.577

- 3 359 NM_003310 NP_003301 Q53HC9 TSSC1_HUMAN 0 ACATTTTTATTTATAATGTTG0.413

+ 8 1089ASAP2_uc002qzi.2_Missense_Mutation_p.T250MNM_003887 NP_003878 O43150 ASAP2_HUMAN 0ACGCTGTCTACGGATCTTCAC0.418

+ 18 2077CPSF3_uc002qzp.1_Missense_Mutation_p.T644M|CPSF3_uc002qzq.1_Missense_Mutation_p.T258M|IAH1_uc002qzr.2_5'Flank|IAH1_uc002qzs.2_5'Flank|IAH1_uc002qzt.2_5'Flank|IAH1_uc010yiz.1_5'FlankNM_016207 NP_057291 Q9UKF6 CPSF3_HUMAN 2GAGGCCCTGACGCCAGTTCAC0.458

+ 19 3396GREB1_uc002rbp.1_Missense_Mutation_p.M30INM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1TCAGTGGGATGGACCCGCATG0.592

- 14 2280PUM2_uc002rdq.1_Missense_Mutation_p.P130S|PUM2_uc002rdt.1_Missense_Mutation_p.P753S|PUM2_uc002rdr.2_Missense_Mutation_p.P613S|PUM2_uc010yjy.1_Missense_Mutation_p.P674S|PUM2_uc002rdu.1_Missense_Mutation_p.P753S|PUM2_uc010yjz.1_Missense_Mutation_p.P692SNM_015317 NP_056132 Q8TB72 PUM2_HUMANPumilio 1.|PUM-HD. 1CGCTCAGCTGGAGTAGCTCTC0.343

- 26 8008 NM_000384 NP_000375 P04114 APOB_HUMAN 27CTGAACTGATGGAATCCTCAA0.413

- 26 6802 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATCATGGATTGTTTTTACTAA0.274

- 26 4512 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATCTGTGGTCCCCAGGAACTA0.378

+ 12 1641DPYSL5_uc002rhv.3_Missense_Mutation_p.D495NNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2CTACCTGGGGGATGTCGCTGT0.567

- 3 706 NM_178553 NP_848648 Q53SZ7 CB053_HUMAN Pro-rich. 0GAGGGAGGCCCTGATGGGGAG0.617

- 8 1307SLC30A3_uc002rjj.2_Missense_Mutation_p.R220W|SLC30A3_uc010ylh.1_Missense_Mutation_p.P369LNM_003459 NP_003450 Q99726 ZNT3_HUMANCytoplasmic (Potential). 0GGCCATCTCCGGCTGATACTG0.667

- 11 1630ZNF513_uc002rkj.2_5'Flank|ZNF513_uc002rkk.2_5'Flank|PPM1G_uc002rkm.2_Missense_Mutation_p.R289QNM_002707 NP_002698 O15355 PPM1G_HUMAN 1TGCTGTGTTTCGGGGCTTGAA0.527

+ 27 1876PLB1_uc010ezj.1_Missense_Mutation_p.V615L|PLB1_uc002rmc.2_Missense_Mutation_p.V314L|PLB1_uc002rmd.1_Missense_Mutation_p.V136LNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|2.|Extracellular (Potential).9TTTTACTGTGGTTGTGCAGCC0.473



+ 13 2065FAM179A_uc010ymm.1_Missense_Mutation_p.E517K|FAM179A_uc002rmr.3_Missense_Mutation_p.E99KNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4GGAGGCCGAGGAGATCGCCCG0.587

- 7 2357 NM_004304 NP_004295 Q9UM73 ALK_HUMANMAM 2.|Extracellular (Potential). 1218CAGAAGCCATCTTCAAAGTTG0.522

- 36 4070 NM_000379 NP_000370 P47989 XDH_HUMAN 8TAGACCCTCACAGACCAGGGT0.498

+ 13 884SLC30A6_uc002rof.1_Nonsense_Mutation_p.R323*|SLC30A6_uc010ymw.1_Nonsense_Mutation_p.R254*|SLC30A6_uc010ezr.1_Intron|SLC30A6_uc002rog.1_Nonsense_Mutation_p.R86*|SLC30A6_uc010ezs.1_Nonsense_Mutation_p.R209*|SLC30A6_uc002roh.1_Nonsense_Mutation_p.R86*NM_017964 NP_060434 Q6NXT4 ZNT6_HUMANCytoplasmic (Potential). 0TTTAGAAGTCCGAAATGAACA0.318

- 7 849FAM98A_uc010yne.1_Missense_Mutation_p.P64S|FAM98A_uc010ynd.1_Missense_Mutation_p.P90S|FAM98A_uc002roz.1_Missense_Mutation_p.P97SNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1GTAGTTTTAGGGGATAAGACT0.403

- 29 2385MAP4K3_uc002rrp.2_Nonsense_Mutation_p.W744*|MAP4K3_uc010yns.1_Nonsense_Mutation_p.W318*NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8TTCTGTAAACCATGAAGAGGT0.348

- 2 1930uc002rrw.2_Intron|SLC8A1_uc002rry.2_Missense_Mutation_p.E636K|SLC8A1_uc002rrz.2_Intron|SLC8A1_uc002rsa.2_Intron|SLC8A1_uc002rsd.3_Intron|SLC8A1_uc002rsb.1_IntronNM_021097 NP_066920 P32418 NAC1_HUMANCytoplasmic (Potential). 4CCTTTCTTCTCACTCATCTCC0.507

+ 4 428ABCG8_uc010yoa.1_Missense_Mutation_p.S113FNM_022437 NP_071882 Q9H221 ABCG8_HUMANABC transporter.|Cytoplasmic (Potential). 4GGGAGAGCCTCCTTGCTAGAT0.607

- 8 1197_1198PREPL_uc002rug.2_Intron|PREPL_uc002ruh.2_Missense_Mutation_p.P326F|PREPL_uc010fax.2_Missense_Mutation_p.P388F|PREPL_uc002rui.3_Missense_Mutation_p.P299F|PREPL_uc002ruj.1_Missense_Mutation_p.P299F|PREPL_uc002ruk.1_Missense_Mutation_p.P388FNM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1ACAGGCCCAAGGAGGGAGCTAA0.371

+ 3 755 NM_002158 NP_002149 P32314 FOXN2_HUMAN Fork-head. 0GACCATTTTCCATATTTTGCT0.393 rs147349434

- 27 3073PSME4_uc010yop.1_Missense_Mutation_p.P892L|PSME4_uc010yoq.1_RNA|PSME4_uc010fbu.1_Missense_Mutation_p.P381L|PSME4_uc010fbv.1_Missense_Mutation_p.P150LNM_014614 NP_055429 Q14997 PSME4_HUMAN HEAT 2. 5CAAAACCAAGGGAATGATATC0.338

- 4 552C2orf63_uc002ryh.2_Intron|C2orf63_uc002ryj.2_5'UTRNM_152385 NP_689598 Q8NHS4 CB063_HUMAN 3AGTAAGAATGGATTTGTATGC0.303

- 11 1751EFEMP1_uc002rzi.2_Missense_Mutation_p.G474E|EFEMP1_uc002rzj.2_Missense_Mutation_p.G474E|EFEMP1_uc010ypc.1_Missense_Mutation_p.G336ENM_004105 NP_004096 Q12805 FBLN3_HUMANMediates interaction with TIMP3. 6GCGGAAGGTCCCTATACTGCT0.438

+ 6 2109 NM_001080433 NP_001073902 Q96PX6 CC85A_HUMAN 5GCTGCAGGTTCGTGTCCTGGA0.408

- 3 274PUS10_uc002sao.2_Nonsense_Mutation_p.R72*|PUS10_uc010ypk.1_5'UTRNM_144709 NP_653310 Q3MIT2 PUS10_HUMAN Potential. 4TCTTGCAGTCGAATTTTCTTG0.368

+ 3 461PLEK_uc010fde.2_Missense_Mutation_p.I100NNM_002664 NP_002655 P08567 PLEK_HUMAN PH 1. 1AAGAAGGCCATTAAATGCATT0.468

- 4 828 NM_001024680 NP_001019851 Q5FWF7 FBX48_HUMAN 0TATCTGCATCCATTGGGTACA0.378

- 3 370 NM_002056 NP_002047 Q06210 GFPT1_HUMANGlutamine amidotransferase type-2. 1CTTAACTTTTCCTTTCTTCTT0.413

- 10 1907 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0GATTGGGGAAGGATATCTGGG0.507

+ 4 626PCYOX1_uc010fdo.2_Missense_Mutation_p.G110E|PCYOX1_uc010yqu.1_Missense_Mutation_p.G169ENM_016297 NP_057381 Q9UHG3 PCYOX_HUMAN 1CATGCTCTAGGAGGAGATGAC0.403

+ 13 1393ATP6V1B1_uc010fdv.2_Missense_Mutation_p.E419K|ATP6V1B1_uc010fdw.2_RNA|ATP6V1B1_uc010fdx.2_Missense_Mutation_p.E394KNM_001692 NP_001683 P15313 VATB1_HUMAN 1AGTTGGGGAGGAGGCGCTCAC0.607

+ 3 1184 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2TCCAAGCCAGGAAAAAAATGA0.428

+ 14 1943SEMA4F_uc010ffr.1_Missense_Mutation_p.R223Q|SEMA4F_uc002snb.1_Missense_Mutation_p.R223Q|SEMA4F_uc002snc.1_Missense_Mutation_p.R456QNM_004263 NP_004254 O95754 SEM4F_HUMANIg-like C2-type.|Extracellular (Potential). 4ACCCCCCGGCGGGATGGACTG0.622

+ 11 3590 NM_000189 NP_000180 P52789 HXK2_HUMAN Catalytic. 2GGAGTGGAGATGCACAACAAG0.612

+ 13 1908CTNNA2_uc010yse.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysf.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysg.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysi.1_Missense_Mutation_p.E267KNM_004389 NP_004380 P26232 CTNA2_HUMAN 9GACCCCAGAAGAACTAGAGGA0.443

+ 8 1267THNSL2_uc002ssv.2_Intron|THNSL2_uc002ssw.3_Intron|THNSL2_uc002ssx.3_Intron|THNSL2_uc002sta.3_Intron|THNSL2_uc002ssy.3_Missense_Mutation_p.E372K|THNSL2_uc010fhe.2_IntronNM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1AGTGTCGGATGAAGCCATCAC0.562

+ 6 1603ZNF2_uc002sug.2_Missense_Mutation_p.R339W|ZNF2_uc010yue.1_Missense_Mutation_p.R344W|ZNF2_uc010fhs.2_Missense_Mutation_p.R302WNM_021088 NP_066574 Q9BSG1 ZNF2_HUMAN C2H2-type 8. 0CTTTAGCCAGCGGTGCCGGCT0.502

- 5 633TMEM131_uc010yvg.1_RNANM_015348 NP_056163 Q92545 TM131_HUMAN 6TTCAGAACTAGGATTATGTAA0.289

- 4 471MRPL30_uc002szl.1_Intron|LYG2_uc010fip.1_Missense_Mutation_p.G120R|LYG2_uc002szx.1_Missense_Mutation_p.G120RNM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1AATTTAAGTCCCCTGTGGTCC0.517

+ 7 821NPAS2_uc010yvt.1_Missense_Mutation_p.P244SNM_002518 NP_002509 Q99743 NPAS2_HUMAN 4CAGCTTGAACCCAAAGGAATT0.393

- 2 494_495 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1AAATGGCAGTCCTTGGATCTAA0.51

+ 11 1459IL18R1_uc010ywc.1_Missense_Mutation_p.R436G|IL18R1_uc010ywd.1_Missense_Mutation_p.R281G|IL18R1_uc010fiy.2_Missense_Mutation_p.R437GNM_003855 NP_003846 Q13478 IL18R_HUMANTIR.|Cytoplasmic (Potential). 3AGAGAAAAGCCGAAGACTAAT0.348

- 4 994TGFBRAP1_uc010fjc.2_Missense_Mutation_p.G74R|TGFBRAP1_uc002tcr.3_Missense_Mutation_p.G304RNM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2ATGTAAACTCCTTTACTTGTG0.418

- 16 2320 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN 1CTATAGTTTTCGAGTTCCTGC0.368

+ 6 802 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN PAPS. 1TATGAGGAAAGGTAGATAAGC0.403 rs139414825

- 20 3464RGPD8_uc010fkk.1_Nonsense_Mutation_p.W989*|RGPD5_uc002tht.1_Nonsense_Mutation_p.W380*NM_005054 NP_005045 Q99666 RGPD5_HUMAN RanBD1 1. 0CTGACCACATCCATGCTCTAT0.438

+ 10 2312POLR1B_uc010fkn.2_Missense_Mutation_p.L522F|POLR1B_uc002thx.2_Missense_Mutation_p.L439F|POLR1B_uc010fko.2_Intron|POLR1B_uc010fkp.2_Missense_Mutation_p.L17F|POLR1B_uc010yxn.1_Missense_Mutation_p.L616F|POLR1B_uc002thy.2_Missense_Mutation_p.L439F|POLR1B_uc010yxo.1_Missense_Mutation_p.L355FNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CGCAGATTCTCTTCGTCATTT0.512

+ 3 128 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0TTCCCAGTCACTATTGCCTTA0.498

+ 12 2525PSD4_uc002tjd.2_Missense_Mutation_p.G402D|PSD4_uc002tje.2_Missense_Mutation_p.G752D|PSD4_uc002tjf.2_Missense_Mutation_p.G402D|PSD4_uc002tjg.2_5'Flank|PSD4_uc010yxs.1_5'Flank|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2TACAAGCAGGGCATCCTGGCT0.612

+ 2 518DPP10_uc002tlb.1_5'UTR|DPP10_uc002tlc.1_Missense_Mutation_p.E17K|DPP10_uc002tle.2_Missense_Mutation_p.E25K|DPP10_uc002tlf.1_Missense_Mutation_p.E14KNM_020868 NP_065919 Q8N608 DPP10_HUMANMediates effects on KCND2.|Cytoplasmic (Potential).10ATCTCGGTAGGAACTGGGAAG0.388

+ 20 2158DPP10_uc002tlb.1_Missense_Mutation_p.M517I|DPP10_uc002tlc.1_Missense_Mutation_p.M563I|DPP10_uc002tle.2_Missense_Mutation_p.M571I|DPP10_uc002tlf.1_Missense_Mutation_p.M560INM_020868 NP_065919 Q8N608 DPP10_HUMANExtracellular (Potential). 10GTATTTGCAGGGATGAAGAAC0.388

+ 15 1555PCDP1_uc010yyq.1_Missense_Mutation_p.E285KNM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0GAAAATCAAGGAATTTCATCC0.343

+ 2 954_955TMEM177_uc002tme.2_Intron|TMEM177_uc002tmc.1_Nonsense_Mutation_p.L161*|TMEM177_uc002tmd.2_Nonsense_Mutation_p.L161*|TMEM177_uc010flh.2_IntronNM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1AGTGGTGTACCTGGAAAGCAGT0.658

+ 13 4739GLI2_uc002tmq.1_3'UTR|GLI2_uc002tmr.1_3'UTR|GLI2_uc002tmt.3_Missense_Mutation_p.S1242F|GLI2_uc002tmu.3_Missense_Mutation_p.S1225FNM_005270 NP_005261 P10070 GLI2_HUMAN 13GACATGAGCTCCATGCTCACC0.642

- 8 953TFCP2L1_uc010flr.2_Splice_Site_p.G287_spliceNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3GTGGGACGTACCCTTCGCCGA0.552

- 2 208MKI67IP_uc010fls.2_Missense_Mutation_p.P44HNM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0GACTACTCCAGGAGTAAGTTG0.413

+ 6 1215CNTNAP5_uc010flu.2_Missense_Mutation_p.T284MNM_130773 NP_570129 Q8WYK1 CNTP5_HUMANLaminin G-like 1.|Extracellular (Potential). 10GTGAACTTCACGGTGGACAAG0.602



+ 13 1552 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANMyosin head-like. 2GACCTGCTGGCCCTCAAGCCC0.602

+ 15 1863 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANMyosin head-like. 2CAAGCTGGGCCATGGGACCAT0.552

- 1 2051 NR_002826 0ATCCCTCTTTCCAAGAATCCC0.428

- 7 1707YSK4_uc002tuf.1_Intron|YSK4_uc010fnc.1_Intron|YSK4_uc010fnd.1_Missense_Mutation_p.P446L|YSK4_uc010zbg.1_Intron|YSK4_uc002tuh.3_Missense_Mutation_p.P287L|YSK4_uc002tui.3_Missense_Mutation_p.P576LNM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5AGGCTTAATGGGACCTTCAGT0.418

- 8 3118 NM_002299 NP_002290 P09848 LPH_HUMAN3.|Extracellular (Potential).|4 X approximate repeats. 13AATCAAGGCAGGATTCTCCCA0.488

+ 6 653HNMT_uc002tvf.2_Missense_Mutation_p.L169FNM_006895 NP_008826 P50135 HNMT_HUMAN 1TGCTAAGATGCTCATTATTGT0.353

- 60 10576 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 31. 50TGAGATCCATCCATGTTGCTA0.294

- 6 1672LRP1B_uc010fnl.1_IntronNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50GTATGAATTTCATTTCCATTG0.294

+ 2 206KYNU_uc002tvk.2_Missense_Mutation_p.D26N|KYNU_uc010fnm.2_Missense_Mutation_p.D26NNM_003937 NP_003928 Q16719 KYNU_HUMAN 2CCACCCAACGGATGAGAGGGT0.488

+ 8 830KYNU_uc002tvk.2_Missense_Mutation_p.P234S|KYNU_uc010fnm.2_Missense_Mutation_p.P234SNM_003937 NP_003928 Q16719 KYNU_HUMAN 2CTTTAATATTCCTGCCATCAC0.418

+ 2 231ARHGAP15_uc010zbl.1_Missense_Mutation_p.R27KNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN 2GTGCAAATGAGAATCAAAAAT0.443

+ 23 2827KIF5C_uc002tws.1_RNA|KIF5C_uc002twu.1_Missense_Mutation_p.D102GNM_004522 NP_004513 O60282 KIF5C_HUMAN 1GTGGAGTTGGACAACGATGAT0.527

+ 2 1843GALNT5_uc010zci.1_RNANM_014568 NP_055383 Q7Z7M9 GALT5_HUMANCatalytic subdomain A.|Lumenal (Potential). 4CCTCATCAAGGAGATTCTGCT0.448

+ 19 2603SLC4A10_uc002uby.3_Missense_Mutation_p.G777S|SLC4A10_uc010zcs.1_Missense_Mutation_p.G788SNM_022058 NP_071341 Q6U841 S4A10_HUMANExtracellular (Potential). 5TACGCCTTTAGGTCCAAACCC0.373

- 13 2456SCN3A_uc002ucy.2_Intron|SCN3A_uc002ucz.2_Intron|SCN3A_uc002uda.1_Intron|SCN3A_uc002udb.1_IntronNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ACCCACCAAGGAAACCACACC0.488

- 26 4821 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13ATACATCCTTGGATTTTGTTC0.313

- 14 2235SCN7A_uc010fpm.1_RNANM_002976 NP_002967 Q01118 SCN7A_HUMAN 1AATACACCAGGATTGGCCTGC0.403

+ 8 2000XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R486K|XIRP2_uc010fpq.2_Missense_Mutation_p.R439K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 4. 14TTTGAAACAAGGCCATTGGAC0.438

+ 8 8534XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R2664K|XIRP2_uc010fpq.2_Missense_Mutation_p.R2617K|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_Missense_Mutation_p.R185KNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14ATAACTGAAAGAAAACACGAA0.383

+ 22 3030ITGA6_uc010zdy.1_Missense_Mutation_p.G824R|ITGA6_uc002uho.1_Missense_Mutation_p.G943R|ITGA6_uc010fqm.1_Missense_Mutation_p.G574RNM_001079818 NP_001073286 P23229 ITA6_HUMANExtracellular (Potential). 2CCCGCTGCGGGGGCTGGACAG0.468

+ 9 1227CDCA7_uc002uic.1_Nonsense_Mutation_p.E445*|CDCA7_uc010zej.1_Nonsense_Mutation_p.E401*|CDCA7_uc010zek.1_Nonsense_Mutation_p.E324*NM_145810 NP_665809 Q9BWT1 CDCA7_HUMANMediates transcriptional activity. 1CCTGAAACAGGAATTTGAAAT0.323

+ 9 1229CDCA7_uc002uic.1_Missense_Mutation_p.E445D|CDCA7_uc010zej.1_Missense_Mutation_p.E401D|CDCA7_uc010zek.1_Missense_Mutation_p.E324DNM_145810 NP_665809 Q9BWT1 CDCA7_HUMANMediates transcriptional activity. 1TGAAACAGGAATTTGAAATGC0.323

- 12 1645CHN1_uc010zeq.1_Missense_Mutation_p.P346L|CHN1_uc002ujj.2_Missense_Mutation_p.P147L|CHN1_uc002ujg.2_Missense_Mutation_p.P247LNM_001822 NP_001813 P15882 CHIN_HUMAN Rho-GAP. 3TTGCTCATCCGGATCCATAAT0.408

- 284 83277_83278uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G21380K|TTN_uc010zfi.1_Missense_Mutation_p.G21313K|TTN_uc010zfj.1_Missense_Mutation_p.G21188KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTCCTCCTCCATTATCTTCA0.446

- 284 82243uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G21035E|TTN_uc010zfi.1_Missense_Mutation_p.G20968E|TTN_uc010zfj.1_Missense_Mutation_p.G20843ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATATATTTTCCTGTATCATT0.403

- 275 71598uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17487C|TTN_uc010zfi.1_Missense_Mutation_p.R17420C|TTN_uc010zfj.1_Missense_Mutation_p.R17295CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCATTATACGGAAAACATAT0.413

- 275 71377uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17413K|TTN_uc010zfi.1_Missense_Mutation_p.R17346K|TTN_uc010zfj.1_Missense_Mutation_p.R17221KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGGTCCTGGTCTATCTAATAC0.413

- 200 39408TTN_uc010zfh.1_Missense_Mutation_p.G6757R|TTN_uc010zfi.1_Missense_Mutation_p.G6690R|TTN_uc010zfj.1_Missense_Mutation_p.G6565RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTTGTCTCCTTTCTTGGCT0.358

- 124 28730TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6163D|TTN_uc010fre.1_IntronNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TGGACACACCTTCCTCCTCTT0.388

- 124 28701TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6154K|TTN_uc010fre.1_IntronNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTCCATTCCTCCTCTGCAGAT0.398

- 80 20556TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.G3439RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCTCATTTCCATCCTGAAAC0.512

- 74 18751TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.S2837FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTTGCAAAAGAAGGTGGGAG0.408

- 67 16791TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P2184SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACTATAGGAGGGAAGCTGCTA0.373

- 61 15172TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P1644LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GACTTCAAACGGAGGTGTTCC0.443

- 46 11885_11886TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.G3821S|TTN_uc010zfj.1_Missense_Mutation_p.G3696S|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153ACTGCGGGACCCTTTAAGGGTG0.46

- 46 13152TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCAAGGCTTTGAAAATAGTCC0.408

- 31 7306TTN_uc010zfh.1_Missense_Mutation_p.G2315E|TTN_uc010zfi.1_Missense_Mutation_p.G2315E|TTN_uc010zfj.1_Missense_Mutation_p.G2315E|TTN_uc002unb.2_Missense_Mutation_p.G2361E|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTCACTAAGTCCTTGTAGGAT0.428

- 18 3066TTN_uc010zfh.1_Missense_Mutation_p.G902S|TTN_uc010zfi.1_Missense_Mutation_p.G902S|TTN_uc010zfj.1_Missense_Mutation_p.G902S|TTN_uc002unb.2_Missense_Mutation_p.G948SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTTTTTAAGCCCTGAAGAGAG0.388

- 13 2455CCDC141_uc002une.1_Nonsense_Mutation_p.Q250*NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10GTGCCTGATTGAAACCTGAGG0.488

- 9 1019PDE1A_uc010zfp.1_Missense_Mutation_p.S208F|PDE1A_uc002uoq.1_Missense_Mutation_p.S312F|PDE1A_uc010zfq.1_Missense_Mutation_p.S312F|PDE1A_uc002uor.2_Missense_Mutation_p.S296F|PDE1A_uc002uou.2_Missense_Mutation_p.S278FNM_001003683 NP_001003683 P54750 PDE1A_HUMANCatalytic (By similarity). 3GTCATCTTTGGATAAATTTAT0.343

+ 3 872_873 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11CTGAAACAAAGGGAATTTGCTC0.351

+ 4 1154 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11GCTGAAGATCCAGAAAGTGCA0.368

- 5 770 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN ZZ-type. 3TAACACTTCCCCTCAATTGGA0.358

- 5 539 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMANRING-type 1. 3TTGCCACAGCCAAACCTATGA0.274

+ 9 809COL3A1_uc010frw.1_5'FlankNM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13TCTACCTAGGGAGAATCAGGT0.403

+ 22 2567MYO1B_uc002usq.2_Missense_Mutation_p.R771Q|MYO1B_uc002usr.2_Missense_Mutation_p.R771Q|MYO1B_uc002usu.2_Missense_Mutation_p.R45Q|MYO1B_uc002usv.2_5'FlankNM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 3. 8AAAATTCTGCGGGAACTGAAG0.463

- 43 7902 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStalk (By similarity). 12GTGGCTACTTGAGATGAAGCA0.363



- 41 6983 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12TTTCTACTATCATTCGAAGAT0.383

- 31 5112 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 2 (By similarity). 12CTGACAGCAAGGACCCCATCA0.378

- 22 3992HECW2_uc002utl.1_Missense_Mutation_p.S914FNM_020760 NP_065811 Q9P2P5 HECW2_HUMAN HECT. 18GAGTTCTCTGGATACCAGGAA0.358

- 14 2056 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10TTAGGTTGCGGGGATAAAGGG0.343

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3CAAACCTACAGATTCCAGAAT0.393

+ 5 659PTH2R_uc010zjb.1_Missense_Mutation_p.T160INM_005048 NP_005039 P49190 PTH2R_HUMANHelical; Name=1; (Potential). 3GTAATGTATACCGTTGGCTAC0.423

+ 8 925CPS1_uc010fur.2_Missense_Mutation_p.P271SNM_001875 NP_001866 P31327 CPSM_HUMANGlutamine amidotransferase type-1. 13CGCGGGAGGACCGGGGAACCC0.498

- 32 5060_5061ABCA12_uc002vev.2_Missense_Mutation_p.G1296K|ABCA12_uc010zjn.1_Missense_Mutation_p.G541KNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11AACAAGCTCTCCCCCAATATCC0.5

- 2 799 NM_000634 NP_000625 P25024 CXCR1_HUMANCytoplasmic (Potential). 2AAACAGTGTACGCAGGGTGAA0.547 rs140085060

- 8 1397SERPINE2_uc002vnt.2_Missense_Mutation_p.P384L|SERPINE2_uc010zlr.1_Missense_Mutation_p.P396L|SERPINE2_uc002vnv.2_Missense_Mutation_p.P384LNM_006216 NP_006207 P07093 GDN_HUMAN 4CTTACCTGTAGGATTATGTCG0.418

- 1 690 NM_005544 NP_005535 P35568 IRS1_HUMAN IRS-type PTB. 12GTGGCCACAGCGCCTGATGTT0.597

- 46 5323 NM_000092 NP_000083 P53420 CO4A4_HUMANCollagen IV NC1. 11CGGATCGCCTCTTCAGAGAGT0.652

+ 37 3322COL4A3_uc002von.1_Missense_Mutation_p.G1054R|COL4A3_uc002voo.1_Missense_Mutation_p.G1054R|COL4A3_uc002vop.1_Missense_Mutation_p.G1054R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3GGGAGATAAGGGAGAGCCAGG0.493

+ 25 2336_2337SP100_uc010fxp.1_Missense_Mutation_p.S50FNM_001080391 NP_001073860 P23497 SP100_HUMAN 5CACATCCCATCCGTGGAAGCTA0.505

+ 1 374UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Missense_Mutation_p.P79SNM_001072 NP_001063 P19224 UD16_HUMAN 0AAAAATCTATCCAGTGCCGTA0.423

- 2 288ASB18_uc010fyp.1_Missense_Mutation_p.M67INM_212556 NP_997721 Q6ZVZ8 ASB18_HUMAN 1CCTGCCATTCCATCTCATCCT0.488

+ 13 3010 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4TGAGGTTTTCCCTTCCGACCA0.413

- 13 2488HDAC4_uc010fyz.1_Missense_Mutation_p.D561N|HDAC4_uc010zoa.1_Missense_Mutation_p.D566N|HDAC4_uc010fza.2_Missense_Mutation_p.D571N|HDAC4_uc010fyy.2_Missense_Mutation_p.D523N|HDAC4_uc010znz.1_Missense_Mutation_p.D449NNM_006037 NP_006028 P56524 HDAC4_HUMAN 6TCTTCCTCATCGCTCTCAATG0.701

- 1 923 NM_001080835 NP_001074304 Q8WXC7 PRR21_HUMAN Pro-rich. 2AGGGCCGTGGGTGAAGAGGCA0.622

+ 7 1293RNPEPL1_uc010fzf.2_Missense_Mutation_p.F140I|RNPEPL1_uc002vzj.2_5'FlankNM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2CTTTGATGACTTTCTCCGAGT0.642

+ 12 1699 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN EGF-like 7. 2CACCTGCGAGTGCCCGCGCGG0.716

- 14 2263CPXM1_uc010gas.2_Missense_Mutation_p.K659NNM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4GGTATCAATCCTTCTGTCCCC0.612

- 7 936CPXM1_uc010gas.2_Missense_Mutation_p.S291FNM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4AGGGTCAGAGGATCCCGACGC0.537

- 18 2536SLC4A11_uc010zqe.1_Missense_Mutation_p.H857Y|SLC4A11_uc002wih.2_RNA|SLC4A11_uc010zqf.1_Missense_Mutation_p.H814YNM_032034 NP_114423 Q8NBS3 S4A11_HUMANMembrane (bicarbonate transporter). 1GTGAAGTAGTGGATCTTCCTC0.617

- 13 3475SIGLEC1_uc002wjb.1_5'Flank|SIGLEC1_uc002wiz.3_Missense_Mutation_p.R1159CNM_023068 NP_075556 Q9BZZ2 SN_HUMANIg-like C2-type 11.|Extracellular (Potential). 10CTGGAGAGGCGGGGTGCCCGA0.652

- 18 1771GPCPD1_uc002wmd.3_Missense_Mutation_p.P339SNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0AATAGTATCGGATATTTGTTC0.363

+ 2 121PLCB1_uc010zrb.1_5'UTR|PLCB1_uc010gbv.1_Missense_Mutation_p.P40S|PLCB1_uc002wmz.1_Missense_Mutation_p.P40S|PLCB1_uc002wna.2_Missense_Mutation_p.P40SNM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12TATTGTTACTCCAATTATTTT0.318

+ 5 388PLCB1_uc010zrb.1_Splice_Site_p.E28_splice|PLCB1_uc010gbv.1_Splice_Site_p.E129_splice|PLCB1_uc002wmz.1_Splice_Site_p.E129_splice|PLCB1_uc002wna.2_Splice_Site_p.E129_splice|PLCB1_uc002wnc.1_Splice_Site_p.E28_spliceNM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12ACATTTTTCAGGAATGGACAA0.388

+ 5 813C20orf103_uc010zrc.1_Missense_Mutation_p.P151LNM_012261 NP_036393 Q9UJQ1 CT103_HUMANExtracellular (Potential). 3TCTAGTGATCCGCAGAAGACG0.512 rs137866690

- 5 1093PAK7_uc002wnk.2_Missense_Mutation_p.S183F|PAK7_uc002wnj.2_Missense_Mutation_p.S183F|PAK7_uc010gby.1_Missense_Mutation_p.S183FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23CTTCACCTCAGAATAGTAGGC0.458

+ 2 249SNAP25_uc002wnr.1_Missense_Mutation_p.E13K|SNAP25_uc002wns.1_5'UTR|SNAP25_uc010gca.1_Missense_Mutation_p.E13K|SNAP25_uc010gcb.1_5'UTR|SNAP25_uc010gcc.1_Silent_p.R4RNM_130811 NP_570824 P60880 SNP25_HUMANInteraction with CENPF (By similarity). 2TGAGCTGGAGGAGATGCAGCG0.597

- 18 1838SEL1L2_uc002woq.3_Missense_Mutation_p.H447Y|SEL1L2_uc010zrl.1_Intron|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential).|Sel1-like 10. 2TGCGCGTTGTGGTATTTGTTG0.398

+ 2 448SEC23B_uc002wra.1_Missense_Mutation_p.A2V|SEC23B_uc002wrb.1_Missense_Mutation_p.A2V|SEC23B_uc010zsb.1_Missense_Mutation_p.A2V|SEC23B_uc002wrc.1_Missense_Mutation_p.A2VNM_006363 NP_006354 Q15437 SC23B_HUMAN 1TAGACTATGGCGACATACCTG0.418

+ 22 2757C20orf26_uc010zse.1_Missense_Mutation_p.G874E|C20orf26_uc002wrw.2_RNANM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4GGAGCCGCCGGAGTCACTATG0.652

+ 28 2716XRN2_uc002wsg.1_Missense_Mutation_p.P798L|XRN2_uc010zsk.1_Missense_Mutation_p.P820L|XRN2_uc002wsh.1_Missense_Mutation_p.P12LNM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1GGTCCTCCTCCCCTTTTCCAG0.378

- 3 813FOXA2_uc002wsm.2_Missense_Mutation_p.R214HNM_153675 NP_710141 Q9Y261 FOXA2_HUMAN Fork-head. 4GAGCGAGTGGCGGATGGAGTT0.617

+ 8 889HM13_uc002wwc.2_Missense_Mutation_p.A259S|HM13_uc002wwd.2_Missense_Mutation_p.A259S|HM13_uc002wwf.2_Missense_Mutation_p.A135S|HM13_uc010gdu.2_Missense_Mutation_p.A135SNM_030789 NP_110416 Q8TCT9 HM13_HUMANHelical; (Potential). 1AAACAACTTTGCCATGCTGGG0.562 rs1044419

+ 4 776 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6GGGGACACCTCGAGGGGGATT0.577

+ 7 762TTLL9_uc002wwy.1_RNA|TTLL9_uc002wwz.1_Intron|TTLL9_uc002wxa.1_RNA|TTLL9_uc002wxb.1_RNA|TTLL9_uc010zto.1_RNA|TTLL9_uc002wxc.2_Intron|TTLL9_uc010ztp.1_Intron|TTLL9_uc010ztq.1_RNANM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2CCCCAGGTAGCCCGGTCTCAA0.607

+ 9 1103HCK_uc010gdy.2_Missense_Mutation_p.T290I|HCK_uc002wxi.2_Missense_Mutation_p.T289INM_002110 NP_002101 P08631 HCK_HUMAN Protein kinase. 9GTGATGAAAACTCTGCAGCAT0.567

+ 14 1995ZNF341_uc002wzx.2_Missense_Mutation_p.G652S|ZNF341_uc010geq.2_Missense_Mutation_p.G569S|ZNF341_uc010ger.2_RNA|ZNF341_uc002wzz.2_Missense_Mutation_p.G86SNM_032819 NP_116208 Q9BYN7 ZN341_HUMANC2H2-type 11. 2GACGCACACAGGCTGCAGTAA0.597

- 6 797AHCY_uc002xaj.2_Missense_Mutation_p.G192SNM_000687 NP_000678 P23526 SAHH_HUMAN 0TCACCATAGCCTGCTACCACC0.602

+ 17 1874ITCH_uc002xak.2_Missense_Mutation_p.S520F|ITCH_uc010zuj.1_Missense_Mutation_p.S410FNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6TTTGAGGATTCCTTTCAACAG0.403

- 6 664GSS_uc010zun.1_Missense_Mutation_p.A67V|GSS_uc010zuo.1_Intron|GSS_uc010zup.1_Missense_Mutation_p.A126V|GSS_uc002xbh.2_RNA|GSS_uc010gez.1_IntronNM_000178 NP_000169 P48637 GSHB_HUMAN 3GAGCTCCCAGGCTTTGGCAAT0.488

- 4 1551EIF6_uc002xbv.1_5'Flank|EIF6_uc002xbx.1_5'Flank|EIF6_uc002xbz.1_5'Flank|EIF6_uc002xby.1_5'Flank|FAM83C_uc002xcb.1_Missense_Mutation_p.P133LNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2ACCCCGCAGGGGGCTGGGCTC0.642

+ 3 240MANBAL_uc002xgv.2_Missense_Mutation_p.P10S|MANBAL_uc002xgw.2_RNA|MANBAL_uc010gfx.2_RNA|MANBAL_uc010gfy.2_RNANM_022077 NP_071360 Q9NQG1 MANBL_HUMAN 0CTTCTCACCTCCGGAGGTGCC0.557

- 11 1841TGM2_uc002xhq.2_Missense_Mutation_p.D182N|TGM2_uc010zvx.1_Missense_Mutation_p.D500N|TGM2_uc010zvy.1_Missense_Mutation_p.D521N|TGM2_uc002xhs.1_Missense_Mutation_p.D557NNM_004613 NP_004604 P21980 TGM2_HUMAN 3AGGTAGAGGTCCCTCTCAGCC0.597



+ 4 584TOX2_uc010ggo.2_Missense_Mutation_p.M180I|TOX2_uc002xle.3_Missense_Mutation_p.M138I|TOX2_uc010ggp.2_Missense_Mutation_p.M138I|TOX2_uc002xlg.2_Missense_Mutation_p.M138I|TOX2_uc010zwk.1_Missense_Mutation_p.M58INM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1TCTCGCAGATGGGCATCCGGA0.682

- 2 1872 NM_020433 NP_065166 Q9BR39 JPH2_HUMANMORN 8.|Cytoplasmic (Potential). 0CGCGGTGGCCGTCGGGCAGCG0.667

- 2 1870 NM_020433 NP_065166 Q9BR39 JPH2_HUMANMORN 8.|Cytoplasmic (Potential). 0CGGTGGCCGTCGGGCAGCGTG0.662

+ 9 1239HNF4A_uc002xlu.2_Missense_Mutation_p.H362Y|HNF4A_uc002xlv.2_Missense_Mutation_p.H362Y|HNF4A_uc002xlz.2_Missense_Mutation_p.H384Y|HNF4A_uc010ggq.2_Missense_Mutation_p.H377YNM_000457 NP_000448 P41235 HNF4A_HUMAN 3CGATGCACCCCATGCCCACCA0.592

+ 2 427SEMG2_uc002xnk.2_Missense_Mutation_p.H124Y|SEMG2_uc002xnl.2_Missense_Mutation_p.H124YNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|3-1. 1AGGTCATTTTCACATGATAGT0.398

- 1 47 NM_080608 NP_542175 Q9BR10 CT165_HUMAN 0GGAAGGCAGAGGACCTGGATG0.597

+ 8 1307 NM_004994 NP_004985 P14780 MMP9_HUMAN 2TGAGGGGCCCCCCTTGCATAA0.632

- 5 1817ZNF334_uc002xsa.2_Missense_Mutation_p.E568K|ZNF334_uc002xsb.2_Missense_Mutation_p.E507K|ZNF334_uc002xsd.2_Missense_Mutation_p.E507K|ZNF334_uc010ghl.2_Missense_Mutation_p.E544KNM_018102 NP_060572 Q9HCZ1 ZN334_HUMANC2H2-type 10. 2TCATTGCATTCATATGGTCTC0.453

- 5 1232ZNF334_uc002xsa.2_Missense_Mutation_p.E373K|ZNF334_uc002xsb.2_Missense_Mutation_p.E312K|ZNF334_uc002xsd.2_Missense_Mutation_p.E312K|ZNF334_uc010ghl.2_Missense_Mutation_p.E349KNM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN C2H2-type 5. 2TCCTTGCATTCGTAAGGCTTC0.438

+ 34 4740ARFGEF2_uc010zyf.1_Missense_Mutation_p.P823SNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4GCTCTCTAACCCAACAGATGA0.408

- 2 1107SALL4_uc010gii.2_Missense_Mutation_p.P336S|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2GGGGCCTGAGGAAGCAAAGCG0.647

- 2 393SALL4_uc010gii.2_Missense_Mutation_p.P98S|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2AGGACAGGTGGATTTTTAGTG0.537

- 2 1147 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4AAAACTGAAACTGTAAATTCC0.343

+ 1 832_833 NM_019888 NP_063941 P41968 MC3R_HUMANCytoplasmic (Potential). 4GCATGAAGGGGGCAGTCACCAT0.609

+ 5 969CSTF1_uc002xxm.1_Missense_Mutation_p.P257S|CSTF1_uc002xxn.1_Missense_Mutation_p.P257S|CSTF1_uc002xxo.1_Missense_Mutation_p.P200SNM_001033521 NP_001028693 Q05048 CSTF1_HUMAN 1CTCTTGCAATCCTCAAGATCA0.403

+ 6 1507CASS4_uc002xxq.3_Missense_Mutation_p.E428K|CASS4_uc002xxr.2_Missense_Mutation_p.E428K|CASS4_uc010zze.1_Missense_Mutation_p.E374K|CASS4_uc010gio.2_IntronNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN Ser-rich. 3TTCCTCGGAGGAGTCAGCAAA0.567

+ 8 2816GNAS_uc002xzt.2_3'UTR|GNAS_uc010gjq.2_Missense_Mutation_p.R142H|GNAS_uc002xzx.2_Missense_Mutation_p.R142H|GNAS_uc010gjr.2_Missense_Mutation_p.R92H|GNAS_uc002xzy.2_Missense_Mutation_p.R127H|GNAS_uc002yaa.2_Missense_Mutation_p.R187H|GNAS_uc010zzt.1_Missense_Mutation_p.R202H|GNAS_uc002yab.2_Intron|GNAS_uc002yad.2_Missense_Mutation_p.R92H|GNAS_uc002yae.2_Missense_Mutation_p.R126HNM_080425 NP_536350 P63092 GNAS2_HUMANGTP (By similarity).p.R201H(37)|p.R201L(1)|p.R844H(1)292CTTCGCTGCCGTGTCCTGACT0.423 rs121913495

+ 1 2711 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GACAAGGCTACCCCACTGCAT0.652

+ 1 3649 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14TAGCAGCCTCCGAGATGAGGG0.627

+ 2 3760 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14AACAGTCCCAGGGGTGATGCC0.507

- 4 329SYCP2_uc010gju.1_5'FlankNM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5GAAACATTGTGGATATCCTCT0.284

+ 7 964CDH4_uc002ybp.1_Missense_Mutation_p.R243QNM_001794 NP_001785 P55283 CADH4_HUMANExtracellular (Potential).|Cadherin 2. 6GTGCGGTACCGGATCGTGACC0.612 rs147810745

- 16 4145DIDO1_uc002yds.1_Missense_Mutation_p.A1294VNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6GGAGGCTGCCGCTGCTGTTGT0.602

- 1 192_193 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH3. 2CTGAGGGAAGGGGCTGCAAGGC0.708

+ 3 594RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.R84Q|RTEL1_uc011abd.1_Missense_Mutation_p.R84Q|RTEL1_uc002yfv.2_Missense_Mutation_p.R84Q|RTEL1_uc011abe.1_5'UTR|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMANHelicase ATP-binding. 0TTCCCGGATCGGGCCTTGTCA0.642

+ 23 2294RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_Missense_Mutation_p.R651C|RTEL1_uc011abd.1_Missense_Mutation_p.R675C|RTEL1_uc011abe.1_Missense_Mutation_p.R428C|RTEL1_uc002yfw.2_RNA|RTEL1_uc002yfx.1_5'FlankNM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0GTACCCCCCACGCATGGACCC0.657

- 23 1824TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.P468S|TPTE_uc002yir.1_Missense_Mutation_p.P448S|TPTE_uc010gkv.1_Missense_Mutation_p.P348SNM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5TAGTATGTAGGAAGATTCTAA0.264

- 19 1506TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Missense_Mutation_p.E362K|TPTE_uc002yir.1_Missense_Mutation_p.E342K|TPTE_uc010gkv.1_Missense_Mutation_p.E242KNM_199261 NP_954870 P56180 TPTE_HUMANPhosphatase tensin-type. 5TGAAATTTTTCGCTGTGGGTT0.393

+ 5 818RBM11_uc002yjn.3_Missense_Mutation_p.S145N|RBM11_uc002yjp.3_Missense_Mutation_p.S145NNM_144770 NP_658983 P57052 RBM11_HUMAN 0AGTGATAGTAGCACAGACAAC0.378

- 5 825BTG3_uc002ykl.2_Missense_Mutation_p.P233SNM_006806 NP_006797 Q14201 BTG3_HUMAN 0TTTTTTCTGGGCAAAGGGTGC0.388

+ 3 523NCAM2_uc011acb.1_Intron|NCAM2_uc011acc.1_Missense_Mutation_p.R117CNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 1.|Extracellular (Potential). 4AGGGATATATCGTTGTCAAGC0.348

+ 4 909JAM2_uc011ace.1_Missense_Mutation_p.E122K|JAM2_uc002ylq.1_RNA|JAM2_uc011acf.1_Missense_Mutation_p.E86K|JAM2_uc010glh.1_RNA|JAM2_uc002ylr.1_Missense_Mutation_p.E122K|JAM2_uc010gli.1_Missense_Mutation_p.E122KNM_021219 NP_067042 P57087 JAM2_HUMANIg-like V-type.|Extracellular (Potential). 0CCAAAACCTGGAAGAGGATAC0.478

+ 11 1925 NM_014586 NP_055401 P57058 HUNK_HUMAN 2GAGTTCATCCCCGTGCCACCG0.552

- 4 561C21orf59_uc002ypx.1_Missense_Mutation_p.V43M|C21orf59_uc002ypy.1_Missense_Mutation_p.V150M|C21orf59_uc002ypz.1_Missense_Mutation_p.V150M|C21orf59_uc010glx.2_Missense_Mutation_p.V51M|C21orf59_uc002yqd.2_Missense_Mutation_p.V150M|C21orf59_uc002yqa.3_Missense_Mutation_p.V31M|C21orf59_uc002yqb.3_Missense_Mutation_p.V150M|C21orf59_uc011adr.1_Missense_Mutation_p.V94MNM_021254 NP_067077 P57076 CU059_HUMAN 0ACAATCATCACCGCGCCTCGA0.498

- 2 1091DNAJC28_uc002yrw.2_Missense_Mutation_p.K214NNM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0CAAAGTCTCCTTTTGCCATGG0.378

+ 2 847MRPS6_uc002ytp.2_IntronNM_006933 NP_008864 P53794 SC5A3_HUMANExtracellular (Potential). 2ATGCCTGAATACTTGTCCAAG0.453

+ 2 874MRPS6_uc002ytp.2_IntronNM_006933 NP_008864 P53794 SC5A3_HUMANExtracellular (Potential). 2GGTGGCCATAGGATTCAGGTC0.448

- 4 1592SETD4_uc002yux.1_Missense_Mutation_p.M49I|SETD4_uc002yuu.2_Intron|SETD4_uc002yuv.2_Missense_Mutation_p.M73I|SETD4_uc002yuy.2_Missense_Mutation_p.M73I|SETD4_uc002yuz.2_Missense_Mutation_p.M49I|SETD4_uc002yva.2_Missense_Mutation_p.M49INM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2ACGAAATAATCATCTGTCCCT0.463

+ 12 1548DOPEY2_uc011aeb.1_Missense_Mutation_p.P490LNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2GATGTCATTCCTTTGGTGAGT0.532

+ 6 543_544TTC3_uc011aee.1_Intron|TTC3_uc002ywa.2_Missense_Mutation_p.L147F|TTC3_uc002ywb.2_Missense_Mutation_p.L147F|TTC3_uc010gnf.2_5'UTR|TTC3_uc011aed.1_Intron|TTC3_uc010gne.1_Missense_Mutation_p.L147FNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9ATGATTCATTCCTTATTGGAGG0.337

+ 34 4556TTC3_uc002ywa.2_Missense_Mutation_p.P1484L|TTC3_uc002ywb.2_Missense_Mutation_p.P1484L|TTC3_uc010gnf.2_Missense_Mutation_p.P1249L|TTC3_uc002ywc.2_Missense_Mutation_p.P1174L|TTC3_uc002ywd.1_Missense_Mutation_p.P548LNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9CCATATAATCCTTTTGAGGAA0.308

- 3 430 NM_005867 NP_005858 P56555 DSCR4_HUMAN 1ATCTGCTTGTCCCTTCTCCCA0.328

- 26 4996DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Fibronectin type-III 6. 11GGTCCCAAAGGGCCTGTACTC0.557

- 24 4602DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11ACTGTAAGCCGAGGCTGATCT0.428

+ 2 199FAM3B_uc002yza.2_RNA|FAM3B_uc002yzc.1_Intron|FAM3B_uc002yzd.1_Missense_Mutation_p.S41F|FAM3B_uc011aeq.1_Missense_Mutation_p.S32FNM_058186 NP_478066 P58499 FAM3B_HUMAN 0GTCTTCGCCTCCTTGTGTGCC0.627

- 10 1165PRDM15_uc002yzo.2_Intron|PRDM15_uc002yzp.2_Intron|PRDM15_uc002yzr.1_IntronNM_022115 NP_071398 P57071 PRD15_HUMAN 0TGGGTGTGCACGTGTCCGCTG0.637

- 1 137PRDM15_uc002yzo.2_Missense_Mutation_p.S9F|PRDM15_uc002yzp.2_Missense_Mutation_p.S9F|PRDM15_uc002yzr.1_Missense_Mutation_p.S9FNM_022115 NP_071398 P57071 PRD15_HUMAN 0CGCAGCACCGGAAgccggggg0.338



- 10 1158CBS_uc002zcs.1_Missense_Mutation_p.G200R|CBS_uc002zct.2_Missense_Mutation_p.G305R|CBS_uc002zcw.3_Missense_Mutation_p.G305R|CBS_uc002zcv.2_Missense_Mutation_p.G305R|CBS_uc002zcx.2_5'FlankNM_000071 NP_000062 P35520 CBS_HUMAN 0TAGCCGATCCCTTCCACCTCG0.637

+ 2 362 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2GAGATCCACGGAAAGCACAAC0.647

- 12 1820 NM_173354 NP_775490 P57059 SIK1_HUMAN 7AAGCTGACAGGGAGCAGAACA0.682

+ 7 679_680RRP1_uc011aez.1_Missense_Mutation_p.P196F|RRP1_uc010gpk.1_Missense_Mutation_p.P46F|RRP1_uc010gpl.1_Missense_Mutation_p.P94F|RRP1_uc010gpm.1_Missense_Mutation_p.P63FNM_003683 NP_003674 P56182 RRP1_HUMAN 0GTTCATCGACCCCTTCTGCAGA0.614

- 2 259C21orf29_uc010gpv.1_5'UTRNM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0GTGCGGGGGGCGGCTACTGAG0.562 rs76207741

+ 1 1166C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN36 X 5 AA repeats of C-C-X(3). 0CCCGTCCCTTCCTGCTGTGCT0.711

+ 23 1660_1661COL6A1_uc010gqd.1_5'UTRNM_001848 NP_001839 P12109 CO6A1_HUMANTriple-helical region. 1TGGCACCGAGGGCTTCCCCGGC0.663

+ 31 2147COL6A1_uc010gqd.1_Missense_Mutation_p.R13Q|COL6A1_uc002zhv.1_Missense_Mutation_p.R13Q|COL6A1_uc002zhw.1_5'FlankNM_001848 NP_001839 P12109 CO6A1_HUMANVWFA 2.|C-terminal globular domain. 1CCCAGCATCCGGAACGTGCAG0.697 rs148962954

+ 3 588COL6A2_uc002zhy.1_Missense_Mutation_p.P169L|COL6A2_uc002zhz.1_Missense_Mutation_p.P169L|COL6A2_uc002zib.1_IntronNM_001849 NP_001840 P12110 CO6A2_HUMANVWFA 1.|Nonhelical region. 8ACCGGCAGCCCCTGCGGGGGC0.711

- 10 1101LSS_uc011afv.1_Missense_Mutation_p.T330I|LSS_uc002zil.2_Missense_Mutation_p.T341I|LSS_uc002zik.2_Missense_Mutation_p.T261INM_001001438 NP_001001438 P48449 ERG7_HUMAN 0CATGTTGATGGTTTTCGAGAT0.602

+ 8 1315PCNT_uc002zjj.2_Splice_Site_p.R285_splice|PCNT_uc010gqk.1_Splice_SiteNM_006031 NP_006022 O95613 PCNT_HUMAN 8TACCTTTCTAGGGGCCCTTAGG0.52

+ 22 4415PCNT_uc002zjj.2_Missense_Mutation_p.M1318INM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8TCTCCCAGATGAAGATTTTGG0.572

+ 34 4219DIP2A_uc011afz.1_Missense_Mutation_p.R1342C|DIP2A_uc002zjs.2_Missense_Mutation_p.R26C|DIP2A_uc002zjt.2_5'FlankNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2TTTTAGGGTTCGTTTGGTAGA0.458

- 9 1431POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.G179E|POTEH_uc002zlj.1_Missense_Mutation_p.G295ENM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1ATGAGTACTTCCGTGCTTCTT0.358

- 4 1053POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.N53I|POTEH_uc002zlj.1_Missense_Mutation_p.N169INM_001136213 NP_001129685 Q6S545 POTEH_HUMAN ANK 5. 1 TGCATTTAAATTTGCTTTTTT0.318

- 1 703 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMANHelical; Name=5; (Potential). 0TTCAGGACAAGAGTATAGGAT0.418

- 7 1071 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1GCCTTGCGGCCCTCGGGGGCC0.647

+ 5 555RAB36_uc010gtw.1_Missense_Mutation_p.Y150FNM_004914 NP_004905 O95755 RAB36_HUMAN 2GGGATTCCCTATAGCCTCCAG0.507

+ 7 1110MMP11_uc002zxy.2_Intron|MMP11_uc002zxz.2_RNANM_005940 NP_005931 P24347 MMP11_HUMANHemopexin-like 2. 3 gctcagtactgggtgtacgac 0.453

+ 12 1508GGT1_uc003aas.1_Splice_Site_p.V341_splice|GGT1_uc003aat.1_Splice_Site_p.V341_splice|GGT1_uc003aau.1_Splice_Site_p.V341_splice|GGT1_uc003aav.1_Splice_Site_p.V341_splice|GGT1_uc003aaw.1_Splice_Site_p.V341_splice|GGT1_uc003aax.1_Splice_Site_p.V341_splice|GGT1_uc003aay.1_5'UTRNM_013430 NP_038347 P19440 GGT1_HUMAN 0GGTCTCGGCAGGTGGTCCGCA0.637

+ 39 6259MYO18B_uc003aca.1_Missense_Mutation_p.M1884I|MYO18B_uc010guy.1_Missense_Mutation_p.M1885I|MYO18B_uc010guz.1_Missense_Mutation_p.M1883I|MYO18B_uc011aka.1_Missense_Mutation_p.M1157I|MYO18B_uc011akb.1_Missense_Mutation_p.M1516I|MYO18B_uc010gva.1_Missense_Mutation_p.M1INM_032608 NP_115997 Q8IUG5 MY18B_HUMAN Tail. 12TGATCAAGATGGGGGAGGAGC0.627

+ 2 702RFPL1S_uc003afm.1_RNANM_021026 NP_066306 O75677 RFPL1_HUMAN B30.2/SPRY. 0GAGATTTGACGTGTCCATTTG0.572

+ 4 576 NM_182527 NP_872333 Q86V35 CABP7_HUMANCytoplasmic (Potential). 0GAGGAGTGTCCCGTGGATGTG0.637

- 6 564SEC14L3_uc003ahz.2_Missense_Mutation_p.G82R|SEC14L3_uc003aia.2_Missense_Mutation_p.G100R|SEC14L3_uc003aib.2_Missense_Mutation_p.G100RNM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5TGTTTCAGTCCCAGGCCCTCA0.517

+ 3 354NCF4_uc003apz.3_Missense_Mutation_p.R57HNM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1CTCATCTACCGCCGCTACCGC0.592

- 2 181TMPRSS6_uc003aqt.1_Missense_Mutation_p.G14R|TMPRSS6_uc003aqu.2_Missense_Mutation_p.G14RNM_153609 NP_705837 Q8IU80 TMPS6_HUMANCytoplasmic (Potential). 6CCTCCGTCCCCCTGCCCGCCA0.657

+ 7 1932TRIOBP_uc003atu.2_Missense_Mutation_p.A382V|TRIOBP_uc003atq.1_Missense_Mutation_p.A554V|TRIOBP_uc003ats.1_Missense_Mutation_p.A382VNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1ACATCCTGTGCCCAGCGGGAC0.607

+ 9 5253_5254TRIOBP_uc003atu.2_Missense_Mutation_p.S1489FNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCCTGCACCTCCACCCAGTGGC0.673

+ 9 1151TAB1_uc003axr.2_Missense_Mutation_p.P444S|TAB1_uc011aok.1_Missense_Mutation_p.P202S|TAB1_uc003axu.1_Missense_Mutation_p.P368SNM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1CTTTGGCTACCCGCTGGGCGA0.657

+ 28 4765CACNA1I_uc003ayd.2_Missense_Mutation_p.V1554I|CACNA1I_uc003aye.2_Missense_Mutation_p.V1504I|CACNA1I_uc003ayf.2_Missense_Mutation_p.V1469INM_021096 NP_066919 Q9P0X4 CAC1I_HUMANHelical; Name=S4 of repeat IV; (Potential).|IV. 2CATCATGAGGGTTCTGCGCAT0.597

+ 20 4066 NM_001429 NP_001420 Q09472 EP300_HUMAN p.Y1198_L1243del(1)|p.?(1)64AGCCTCAAACGTAAGTAACTG0.373

+ 16 2018ACO2_uc003bad.2_Missense_Mutation_p.G691S|POLR3H_uc003bae.2_RNA|POLR3H_uc003baf.2_3'UTR|POLR3H_uc003bag.2_3'UTR|POLR3H_uc003bai.2_3'UTRNM_001098 NP_001089 Q99798 ACON_HUMAN 4CGAGAACTACGGCGAGGGCTC0.622

+ 10 1478XRCC6_uc003bap.1_Missense_Mutation_p.R429C|XRCC6_uc011apc.1_Missense_Mutation_p.R420C|XRCC6_uc003baq.1_Missense_Mutation_p.R470C|XRCC6_uc003bar.1_Missense_Mutation_p.R470C|XRCC6_uc003bas.1_Missense_Mutation_p.R420CNM_001469 NP_001460 P12956 XRCC6_HUMAN 5TGAGAAGCTTCGCTTCACATA0.448

- 2 637WNT7B_uc010haa.2_Missense_Mutation_p.G92DNM_058238 NP_478679 P56706 WNT7B_HUMAN 1GGTCTTCTCGCCGAGGGCAGA0.652

+ 17 2118SAPS2_uc003bky.1_Missense_Mutation_p.Y539H|SAPS2_uc003bkz.1_Missense_Mutation_p.Y539H|SAPS2_uc003blc.2_Missense_Mutation_p.Y566H|SAPS2_uc003bla.1_Missense_Mutation_p.Y540H|SAPS2_uc003bld.1_Missense_Mutation_p.Y98HNM_014678 NP_055493 O75170 PP6R2_HUMAN 0CTTCTCTGACTACCAGATCCA0.453

+ 19 2442CNTN4_uc003bpb.1_Missense_Mutation_p.P412S|CNTN4_uc003bpe.2_Missense_Mutation_p.P413S|CNTN4_uc003bpf.2_Missense_Mutation_p.P412S|CNTN4_uc003bpg.2_5'UTRNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANFibronectin type-III 2. 7GGCCTTCCGGCCCTACGGTAA0.512

- 8 1239IL5RA_uc010hbq.2_Missense_Mutation_p.P199S|IL5RA_uc010hbr.2_Intron|IL5RA_uc010hbs.2_Missense_Mutation_p.P199S|IL5RA_uc011asl.1_Missense_Mutation_p.P199S|IL5RA_uc011asm.1_Missense_Mutation_p.P199S|IL5RA_uc010hbt.2_Missense_Mutation_p.P199S|IL5RA_uc011asn.1_Missense_Mutation_p.P199S|IL5RA_uc010hbu.2_Missense_Mutation_p.P199SNM_000564 NP_000555 Q01344 IL5RA_HUMANExtracellular (Potential). 1AAAGTCCTGGGAAACCAGCAT0.478

+ 33 4570ITPR1_uc010hca.1_Missense_Mutation_p.R1393C|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.R339CNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21TGACATCGTTCGCGTGGTGAC0.597

+ 1 637EDEM1_uc011asz.1_5'UTR|EDEM1_uc003bqh.2_Missense_Mutation_p.D169NNM_014674 NP_055489 Q92611 EDEM1_HUMANLumenal (Potential). 3CGACCGCGGGGACCCGTGAGT0.612

- 6 682OGG1_uc003bsk.2_Intron|OGG1_uc003bsl.2_Intron|OGG1_uc003bsm.2_Intron|OGG1_uc003bsn.2_Intron|OGG1_uc003bso.2_Intron|CAMK1_uc003bsu.2_RNA|CAMK1_uc003bss.2_5'Flank|uc003bsv.1_RNANM_003656 NP_003647 Q14012 KCC1A_HUMANProtein kinase. 2CCGGGTCCTCCATCTTGGAGA0.602

- 3 279ARPC4_uc003btc.1_Intron|RPUSD3_uc011atl.1_Intron|RPUSD3_uc011atm.1_Missense_Mutation_p.T84M|RPUSD3_uc003btn.2_Missense_Mutation_p.T84MNM_173659 NP_775930 Q6P087 RUSD3_HUMAN 1CTTGTTCAACGTCACTAGAGG0.512

+ 6 936PPARG_uc003bwr.2_Missense_Mutation_p.S254F|PPARG_uc003bws.2_Missense_Mutation_p.S254F|PPARG_uc003bwu.2_Missense_Mutation_p.S254F|PPARG_uc003bwv.2_Intron|PPARG_uc010hea.1_RNANM_015869 NP_056953 P37231 PPARG_HUMAN 2GACATGAATTCCTTAATGATG0.448

- 27 3691 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11TGGCACGGCATTGCCAAAGGA0.617 rs147038229

- 10 1206GRIP2_uc011avh.1_5'UTRNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 3. 1AGCAGTGTTCCATGCTGGTGC0.642

+ 1 1095FGD5_uc011avk.1_Missense_Mutation_p.P329SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5CCAGATTGTCCCTTTTGAGAA0.552

+ 5 535PLCL2_uc010het.1_Missense_Mutation_p.V26I|PLCL2_uc011awd.1_Missense_Mutation_p.V26INM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN PH. 4ACTCAAAAAGGTTCGCTCCAA0.418 rs141837634

- 1 710 EFHB_uc003cbm.2_IntronNM_144715 NP_653316 Q8N7U6 EFHB_HUMAN 0GACTCTTTTTCCATTTCCTGT0.507



- 36 4781TOP2B_uc011awm.1_Missense_Mutation_p.R451Q|TOP2B_uc010hff.1_Missense_Mutation_p.R460QNM_001068 NP_001059 Q02880 TOP2B_HUMAN 5CCGACCGGTTCGTGGCAGAGA0.413

- 6 759SLC4A7_uc011awu.1_RNA|SLC4A7_uc011awv.1_RNA|SLC4A7_uc003cdu.3_Missense_Mutation_p.L235F|SLC4A7_uc011aww.1_Missense_Mutation_p.L239F|SLC4A7_uc011awx.1_Missense_Mutation_p.L239F|SLC4A7_uc011awy.1_Missense_Mutation_p.L235F|SLC4A7_uc011awz.1_RNA|SLC4A7_uc011axa.1_Missense_Mutation_p.L235F|SLC4A7_uc011axb.1_Missense_Mutation_p.L239F|SLC4A7_uc010hfm.2_Missense_Mutation_p.L235F|SLC4A7_uc003cdw.2_Missense_Mutation_p.L230FNM_003615 NP_003606 Q9Y6M7 S4A7_HUMANExtracellular (Potential). 5GATCGAACAAGAGGAATCCGA0.413

- 9 1661OSBPL10_uc003ceu.1_Missense_Mutation_p.S184C|OSBPL10_uc011axf.1_Missense_Mutation_p.S363CNM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1CTCCAGCAAAGATCGCTTCTC0.512

+ 12 1648CNOT10_uc011axi.1_Missense_Mutation_p.L237F|CNOT10_uc003cfd.1_Missense_Mutation_p.L464F|CNOT10_uc003cfe.1_Missense_Mutation_p.L465F|CNOT10_uc010hfv.1_RNA|CNOT10_uc011axj.1_Missense_Mutation_p.L525F|CNOT10_uc010hfw.1_Missense_Mutation_p.L160FNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2AGCCATATGTCTCAGAAATGC0.408

- 4 560GLB1_uc003cfh.1_Missense_Mutation_p.R118H|GLB1_uc003cfj.1_Intron|GLB1_uc011axk.1_Missense_Mutation_p.R196HNM_000404 NP_000395 P16278 BGAL_HUMAN 1GTCGGAGGAGCGGAGAAGAAT0.368

+ 7 691ARPP21_uc003cga.2_Missense_Mutation_p.D143N|ARPP21_uc011axy.1_Missense_Mutation_p.D143N|ARPP21_uc003cgf.2_5'FlankNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3AGAATACACGGATTCTACAGG0.388

+ 21 2352 NM_002207 NP_002198 Q13797 ITA9_HUMANExtracellular (Potential). 6GCCACTGATGCACGAGGTGGA0.562

+ 22 3195DLEC1_uc003chp.1_Missense_Mutation_p.M1058I|DLEC1_uc010hgv.1_Missense_Mutation_p.M1058I|DLEC1_uc003chr.1_Missense_Mutation_p.M164I|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9TGTCAGGCATGAAGAAGCCAC0.567

- 28 5589SCN5A_uc003cin.2_Missense_Mutation_p.E1798K|SCN5A_uc003cil.3_Missense_Mutation_p.E1799K|SCN5A_uc010hhi.2_Missense_Mutation_p.E1781K|SCN5A_uc010hhk.2_Missense_Mutation_p.E1766K|SCN5A_uc011ayr.1_Missense_Mutation_p.E1745KNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9TCAAATTTCTCCCAGATCTCA0.532

- 27 5218 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10ATGTCAAAGTCGTCCTCACTC0.493

- 5 1334CSRNP1_uc003cjh.2_Missense_Mutation_p.H374YNM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5AGGCCTGGGTGGGTGGGGCAG0.582

+ 2 1129CCR8_uc003cjm.2_Missense_Mutation_p.P248ANM_005201 NP_005192 P51685 CCR8_HUMANCytoplasmic (Potential). 2AAGACAAATGCCTAGGGAGAG0.393 rs146661016

- 2 358 NM_144634 NP_653235 Q96KX0 LYZL4_HUMAN 1TCAAAATAATCCAGGCCTCCA0.552

+ 1 227 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN BTB. 1GGGCGAGCGCGAGTTCCCGTG0.682

- 11 1388HHATL_uc003clx.2_Missense_Mutation_p.R414QNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3CACCTCAATTCGTGCTAGGGG0.577

+ 7 2073SNRK_uc003cmt.3_Missense_Mutation_p.G581R|SNRK_uc010hik.2_Missense_Mutation_p.G581R|SNRK_uc011azr.1_Missense_Mutation_p.G375RNM_017719 NP_060189 Q9NRH2 SNRK_HUMAN 6GGGGGATGGCGGGGGCCAGAG0.662

+ 1 264 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMANMediates nuclear export. 1ACTCTGCCCAGGGGGAGTAGA0.632

+ 17 1659SACM1L_uc011bag.1_Missense_Mutation_p.N382K|SACM1L_uc011bah.1_Missense_Mutation_p.N419K|SACM1L_uc003cot.2_Missense_Mutation_p.N128KNM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1ATAAGAACAACTTTTCCGATG0.343

+ 17 1664_1665SACM1L_uc011bag.1_Missense_Mutation_p.S384F|SACM1L_uc011bah.1_Missense_Mutation_p.S421F|SACM1L_uc003cot.2_Missense_Mutation_p.S130FNM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1AACAACTTTTCCGATGGATTTA0.342

- 13 1576LTF_uc003fzr.2_Missense_Mutation_p.A469V|LTF_uc010hjh.2_Missense_Mutation_p.A511V|LTF_uc003cpr.2_Missense_Mutation_p.A500VNM_002343 NP_002334 P02788 TRFL_HUMANTransferrin-like 2. 4AGACCCAGGGGCACAGCTTTG0.517

- 2 455LRRC2_uc003cpu.3_Missense_Mutation_p.E31KNM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1CTTTCCACCTCCTTCTTCTGC0.458

- 21 4292_4293PLXNB1_uc003cst.2_5'Flank|PLXNB1_uc003csu.2_Missense_Mutation_p.A1158V|PLXNB1_uc003csx.2_Missense_Mutation_p.A1341V|PLXNB1_uc010hjx.1_RNA|PLXNB1_uc003csy.1_Missense_Mutation_p.A49VNM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential).|IPT/TIG 3. 5GGCCTGGGAGGGCAGGTGTGCG0.574

- 4 980PLXNB1_uc003csx.2_5'Flank|CCDC51_uc003cta.2_Missense_Mutation_p.G178S|CCDC51_uc003ctb.2_Missense_Mutation_p.G178S|CCDC51_uc003ctc.2_Missense_Mutation_p.G287S|CCDC51_uc003ctd.2_Missense_Mutation_p.G178SNM_024661 NP_078937 Q96ER9 CCD51_HUMAN 0GGGGGACTACCTGCCTGTGAC0.557

- 34 9637CELSR3_uc003cuf.1_Missense_Mutation_p.S3217N|CELSR3_uc010hkf.2_Missense_Mutation_p.S409N|CELSR3_uc010hkg.2_Missense_Mutation_p.S1102NNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANCytoplasmic (Potential). 11TGGCAGGGTGCTGCCCCGATC0.682

- 21 2055QARS_uc011bcc.1_Missense_Mutation_p.P137S|QARS_uc011bcd.1_Missense_Mutation_p.P539S|QARS_uc003cvy.2_Missense_Mutation_p.P539S|QARS_uc011bce.1_Missense_Mutation_p.P673SNM_005051 NP_005042 P47897 SYQ_HUMAN 1CACATCAAAGGCTGTGACACC0.567

- 18 1674QARS_uc011bcc.1_Missense_Mutation_p.V10L|QARS_uc011bcd.1_Missense_Mutation_p.V412L|QARS_uc003cvy.2_Missense_Mutation_p.V412L|QARS_uc011bce.1_Missense_Mutation_p.V546LNM_005051 NP_005042 P47897 SYQ_HUMAN 1ACATCACGCACACAGGCTTCT0.547

+ 6 9236 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8ACTGCCGCTGCTCCTGCCACC0.642

- 21 2854 NM_003335 NP_003326 P41226 UBA7_HUMAN 2GGCATATAGCGGATGAGGTAG0.587

+ 23 2320 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0CTTTTCCAGTCCATCCGGTTT0.468

- 5 445 NM_003280 NP_003271 P63316 TNNC1_HUMAN EF-hand 4. 0GTTCTTGTCTCCGTCCTTCAT0.577

+ 6 1047CACNA1D_uc003dgu.3_Missense_Mutation_p.G295E|CACNA1D_uc003dgy.3_Missense_Mutation_p.G295E|CACNA1D_uc003dgw.3_5'FlankNM_001128840 NP_001122312 Q01668 CAC1D_HUMANExtracellular (Potential).|I. 11CTTTTTATTGGAAAAATGCAC0.318

+ 42 5361CACNA1D_uc003dgu.3_Missense_Mutation_p.G1753E|CACNA1D_uc003dgy.3_Missense_Mutation_p.G1718E|CACNA1D_uc003dgw.3_Missense_Mutation_p.G1400E|CACNA1D_uc011bes.1_RNANM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11CCTCCAGCAGGAAATTCGGTG0.463

+ 25 2273CACNA2D3_uc003dhg.1_Missense_Mutation_p.G648E|CACNA2D3_uc003dhh.1_RNA|uc003dhk.1_IntronNM_018398 NP_060868 Q8IZS8 CA2D3_HUMANExtracellular (Potential). 7CTGTTTGTCGGGGCTGAGCAG0.517

- 15 2909ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E364KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2ATGACTTCTTCCTGCGTCTTT0.463

- 13 2579ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E254KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTTCTTTTCCAACTGTTGA0.443

+ 9 1234CCDC66_uc003dhy.2_Nonsense_Mutation_p.Q19*|CCDC66_uc003dhu.2_Nonsense_Mutation_p.Q349*|CCDC66_uc003dhx.2_RNANM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1GCTGTTCTCTCAGTCAACACA0.443

- 3 740 NM_003865 NP_003856 Q9UBX0 HESX1_HUMAN Homeobox. 1TCTCTAATATCGATACCAGGA0.289

+ 21 3814FLNB_uc010hne.2_Missense_Mutation_p.P1217S|FLNB_uc003djk.2_Missense_Mutation_p.P1217S|FLNB_uc010hnf.2_Missense_Mutation_p.P1217S|FLNB_uc003djl.2_Missense_Mutation_p.P1048S|FLNB_uc003djm.2_Missense_Mutation_p.P1048SNM_001457 NP_001448 O75369 FLNB_HUMANInteraction with FBLP1.|Filamin 10. 19GCCACACTTCCCCGCCCGGGT0.537

- 3 398DNASE1L3_uc011bfd.1_Intron|DNASE1L3_uc003djp.1_Nonsense_Mutation_p.Q101*|DNASE1L3_uc003djq.1_Nonsense_Mutation_p.Q101*NM_004944 NP_004935 Q13609 DNSL3_HUMAN 3 AAGGCATATTGTTCTTTATAT0.363

- 2 1636LMOD3_uc003dnt.2_Missense_Mutation_p.P476LNM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN 1CCTGTACTTCGGGGCCTGCGA0.557

+ 15 2726EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|Protein kinase. 33ACACAGGTAATTAAAGCTGTA0.478

- 2 567PROS1_uc010hoo.2_5'UTR|PROS1_uc003dqz.3_5'UTRNM_000313 NP_000304 P07225 PROS_HUMAN Gla. 1ACCGTTTCCGGGTCATTTTCA0.388

+ 1 331 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMANHelical; Name=3; (Potential). 1TGTAACCACGGAATGTTTTCT0.413

+ 1 728 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANHelical; Name=6; (Potential). 2ACCTGTGGAGCCCATCTCTTC0.428

+ 3 563 NM_032787 NP_116176 Q96K78 GP128_HUMANExtracellular (Potential). 4GGGCAGATATGGACCATCCTT0.343

- 2 436IMPG2_uc011bhe.1_5'UTRNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3TCTCCGCCTTCTGATTAACCA0.428

+ 15 1807ZPLD1_uc003dvt.1_Missense_Mutation_p.L325F|ZPLD1_uc011bhg.1_Missense_Mutation_p.L309FNM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANZP.|Extracellular (Potential). 5CTGCCCCTTCCTTATGCCGGT0.388



+ 1 676_677 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN Potential. 0TGACAGAACTGGAAATTCAGAA0.391

- 38 5513 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7CTTTCTACTCCCCATCAGGGC0.468

- 27 3406 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7ACCGTCTTCTGAAGCTGAGCT0.343

- 6 625 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANMyosin head-like. 7AGTATAGACTGATTTTCTCGA0.308

+ 2 294CD96_uc003dxv.2_Missense_Mutation_p.N42H|CD96_uc003dxx.2_Missense_Mutation_p.N42H|CD96_uc010hpy.1_Missense_Mutation_p.N42HNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Ig-like V-type 1. 3CTCTGATGTCAACCTGACCTG0.408

+ 12 1510TMPRSS7_uc011bhr.1_Missense_Mutation_p.R302KNM_001042575 NP_001036040 Q7RTY8 TMPS7_HUMANExtracellular (Potential).|LDL-receptor class A 3. 2ATTTGCTTTAGGAAACAAAAT0.378

- 2 1458CCDC80_uc011bhv.1_Missense_Mutation_p.L414F|CCDC80_uc003dzg.2_Missense_Mutation_p.L414F|CCDC80_uc003dzh.1_Missense_Mutation_p.L414FNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2GGAGGGTAAAGATTCTCTGAA0.607

- 1 913 ZNF80_uc003ebf.2_RNANM_007136 NP_009067 P51504 ZNF80_HUMAN C2H2-type 4. 0TTTCCACACTCGCTGCACTCA0.527

- 5 665 HGD_uc003edv.2_5'FlankNM_000187 NP_000178 Q93099 HGD_HUMAN 0ATCTCAAATGGTTTCCATCTA0.378

- 2 143 NM_173825 NP_776186 Q5HYI8 RABL3_HUMANSmall GTPase-like. 0GCAGCCCACAGTCCATGATGG0.363

- 14 8470GOLGB1_uc010hrc.2_Missense_Mutation_p.D2787N|GOLGB1_uc003eej.3_Missense_Mutation_p.D2748NNM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10AGAAGAGCATCTCTCTCTCTG0.418

+ 6 1064PARP15_uc003efn.2_Missense_Mutation_p.S207L|PARP15_uc003efo.1_Missense_Mutation_p.S80L|PARP15_uc003efp.1_Missense_Mutation_p.S99L|PARP15_uc011bjt.1_Missense_Mutation_p.S99LNM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5AATCGGAAATCAGGTACTTTA0.313

- 10 1313MYLK_uc011bjw.1_Missense_Mutation_p.S344F|MYLK_uc003egp.2_Missense_Mutation_p.S344F|MYLK_uc003egq.2_Missense_Mutation_p.S344F|MYLK_uc003egr.2_Missense_Mutation_p.S344F|MYLK_uc003egs.2_Missense_Mutation_p.S168FNM_053025 NP_444253 Q15746 MYLK_HUMAN 9CAGGGTGATGGAGCTGGAAGT0.627

+ 9 1605KALRN_uc010hrv.1_Missense_Mutation_p.S493F|KALRN_uc003ehf.1_Missense_Mutation_p.S493F|KALRN_uc011bjy.1_Missense_Mutation_p.S493FNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6AACTCCGAATCCCTCACGGCC0.572

- 3 188SLC12A8_uc003ehw.3_Nonsense_Mutation_p.W55*|SLC12A8_uc010hrz.1_5'UTRNM_024628 NP_078904 A0AV02 S12A8_HUMAN 0GGTCTTCCACCAGGGCTGGGG0.572

+ 11 1913_1914MCM2_uc011bkm.1_Missense_Mutation_p.S489F|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.S572FNM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4ATCGTCACCTCCCTGCAGGCTC0.604

- 3 1917 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0GTGTCGAAGGGGCTGTGGTAG0.592

- 13 2362_2363 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7GTATTAACCTTCTTTAGTTGAA0.361

- 2 220KY_uc011blw.1_Missense_Mutation_p.G53E|KY_uc011blx.1_Missense_Mutation_p.G53E|KY_uc003eqs.1_Missense_Mutation_p.G94ENM_178554 NP_848649 Q8NBH2 KY_HUMAN 2TCTTCGGACTCCATTTCCAAC0.388

+ 3 650EPHB1_uc010htz.1_RNA|EPHB1_uc011bly.1_Missense_Mutation_p.E144KNM_004441 NP_004432 P54762 EPHB1_HUMANExtracellular (Potential). 30TGCTGCAGATGAGAGCTTCTC0.493

+ 2 741PPP2R3A_uc011blz.1_IntronNM_002718 NP_002709 Q06190 P2R3A_HUMAN 7TTGCACATCCCTGTGTCTCAG0.463

+ 3 471NCK1_uc011bme.1_Missense_Mutation_p.E58KNM_006153 NP_006144 P16333 NCK1_HUMAN SH3 2. 1GGCTGAGAGAGAGGATGAATT0.453

- 4 476COPB2_uc011bmv.1_Missense_Mutation_p.T87A|COPB2_uc010hui.2_Missense_Mutation_p.T87A|COPB2_uc011bmw.1_Missense_Mutation_p.T116ANM_004766 NP_004757 P35606 COPB2_HUMAN WD 3. 2CCACTGCTAGTTAGAATGAAA0.393

+ 2 690 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN RING-type. 7CAGCCTGTGCGAGAAGTGCCT0.602

+ 3 1413 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7CAGGCAGAAGGAAATTGAAAA0.453

- 21 3942 NM_001184 NP_001175 Q13535 ATR_HUMAN 20CAGAGGTCTCCTATATACAAA0.368

+ 3 283PLS1_uc003euz.2_Missense_Mutation_p.E42K|PLS1_uc003eva.2_Missense_Mutation_p.E42KNM_001145319 NP_001138791 Q14651 PLSI_HUMAN EF-hand 1. 1CCTGTTTAAGGAAGCAAGCCT0.368

+ 10 1772TRPC1_uc003evb.2_Missense_Mutation_p.L512F|TRPC1_uc011bni.1_Missense_Mutation_p.L65FNM_003304 NP_003295 P48995 TRPC1_HUMANHelical; (Potential). 2GATGTTTCTTCTTGTTTTGTT0.348

+ 15 2226MED12L_uc011bnz.1_Missense_Mutation_p.L590F|P2RY12_uc011boa.1_Intron|P2RY12_uc003eyx.1_IntronNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7CACAATCCTTCTCTATGGAGT0.423

- 5 5258IGSF10_uc011bob.1_5'Flank|IGSF10_uc011boc.1_5'FlankNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 4. 13TGTGATCTCTTTGGTACGTCT0.493

- 9 1506PLCH1_uc011boj.1_Missense_Mutation_p.G410E|PLCH1_uc011bol.1_Missense_Mutation_p.G392ENM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMANPI-PLC X-box. 4TCCGAATATTCCTTTCAGGTA0.438

- 5 569C3orf33_uc003fam.1_Missense_Mutation_p.F143YNM_173657 NP_775928 Q96NB5 Q96NB5_HUMAN 0AAGAAGTTGGAACCATAGTAA0.403

- 1 1123SLC33A1_uc003fao.1_Nonsense_Mutation_p.Q248*NM_004733 NP_004724 O00400 ACATN_HUMANExtracellular (Potential). 4GGTTGAGGCTGAAACCGCAAA0.408

+ 4 1346 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0TCAAAAGATTGGAATGGGGTG0.443

- 1 220SERPINI2_uc003fes.1_Missense_Mutation_p.L64F|SERPINI2_uc003fet.1_Missense_Mutation_p.L54FNM_006217 NP_006208 O75830 SPI2_HUMAN 3TCTCAAGAACCAAAGTTATTC0.393

- 7 1215MECOM_uc010hwk.1_Missense_Mutation_p.P339S|MECOM_uc003ffj.3_Missense_Mutation_p.P381S|MECOM_uc011bpi.1_Missense_Mutation_p.P317S|MECOM_uc003ffn.3_Missense_Mutation_p.P316S|MECOM_uc003ffk.2_Missense_Mutation_p.P316S|MECOM_uc003ffl.2_Missense_Mutation_p.P476S|MECOM_uc011bpj.1_Missense_Mutation_p.P504S|MECOM_uc011bpk.1_Missense_Mutation_p.P306S|MECOM_uc010hwn.2_Missense_Mutation_p.P504SNM_005241 NP_005232 Q03112 EVI1_HUMAN 14GGTATCAAAGGAGGCCTGTGG0.478

- 7 1162MECOM_uc010hwk.1_Missense_Mutation_p.G321A|MECOM_uc003ffj.3_Missense_Mutation_p.G363A|MECOM_uc011bpi.1_Missense_Mutation_p.G299A|MECOM_uc003ffn.3_Missense_Mutation_p.G298A|MECOM_uc003ffk.2_Missense_Mutation_p.G298A|MECOM_uc003ffl.2_Missense_Mutation_p.G458A|MECOM_uc011bpj.1_Missense_Mutation_p.G486A|MECOM_uc011bpk.1_Missense_Mutation_p.G288A|MECOM_uc010hwn.2_Missense_Mutation_p.G486ANM_005241 NP_005232 Q03112 EVI1_HUMAN 14AAAAGAAAATCCAGGAGCTGT0.473

- 2 768MECOM_uc003ffl.2_Missense_Mutation_p.Y94F|MECOM_uc011bpk.1_Intron|MECOM_uc010hwn.2_Missense_Mutation_p.Y122F|MECOM_uc011bpl.1_Missense_Mutation_p.Y122FNM_004991 NP_004982 Q03112 EVI1_HUMAN 14CTCCCATCCATAACTGGGGTC0.393

+ 2 1422SKIL_uc011bps.1_Missense_Mutation_p.R217Q|SKIL_uc003fgv.2_Missense_Mutation_p.R237Q|SKIL_uc003fgw.2_Missense_Mutation_p.R237QNM_005414 NP_005405 P12757 SKIL_HUMAN 3TTGCGGCCACGAACTTTTCCT0.443

- 5 674TNIK_uc003fhi.2_Missense_Mutation_p.A110V|TNIK_uc003fhj.2_Missense_Mutation_p.A110V|TNIK_uc003fhk.2_Missense_Mutation_p.A110V|TNIK_uc003fhl.2_Missense_Mutation_p.A110V|TNIK_uc003fhm.2_Missense_Mutation_p.A110V|TNIK_uc003fhn.2_Missense_Mutation_p.A110V|TNIK_uc003fho.2_Missense_Mutation_p.A110VNM_015028 NP_055843 Q9UKE5 TNIK_HUMAN Protein kinase. 5GACAGAGCCAGCACCACAAAA0.448

+ 19 2360FNDC3B_uc003fhz.3_Missense_Mutation_p.V730INM_022763 NP_073600 Q53EP0 FND3B_HUMANFibronectin type-III 5. 3GGAGTGCACCGTCGGCAACCT0.557 rs138991587

+ 10 1138MFN1_uc010hxb.2_RNA|MFN1_uc003fjt.2_Missense_Mutation_p.E366K|MFN1_uc010hxc.2_Missense_Mutation_p.E191KNM_033540 NP_284941 Q8IWA4 MFN1_HUMANCytoplasmic (Potential). 3AACAAAGTTCGAACAGCACAC0.403

+ 10 1249 NM_018023 NP_060493 Q9ULM3 YETS2_HUMAN 4CTCTGATGCCCCTCCATCTTT0.488

- 22 2498CLCN2_uc003foh.2_Intron|CLCN2_uc010hya.1_Missense_Mutation_p.P775S|CLCN2_uc011brl.1_Missense_Mutation_p.P792S|CLCN2_uc011brm.1_Missense_Mutation_p.P748SNM_004366 NP_004357 P51788 CLCN2_HUMANCBS 2.|Cytoplasmic (By similarity). 0AAGGGAGCAGGATCAATTTTG0.552

- 9 1458MASP1_uc003fri.2_Missense_Mutation_p.G376R|MASP1_uc003frj.2_Missense_Mutation_p.G345RNM_001879 NP_001870 P48740 MASP1_HUMAN Sushi 2. 4GTGATCAGCCCGTGTTCCAGC0.478 rs139378189

- 4 1286LEPREL1_uc003fsg.2_Missense_Mutation_p.P119SNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4TTCTCGATGGGAGAGAGGCGG0.507

- 30 3634ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2CCACACTCCGGCATGTCAGAG0.468



- 21 2584ATP13A4_uc003fte.1_Missense_Mutation_p.P826S|ATP13A4_uc011bsr.1_Missense_Mutation_p.P297S|ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2TTCTGCCCAGGAGACATTCTT0.428

- 8 1215SDHAP1_uc003fvx.3_RNA|SDHAP1_uc011btp.1_RNA 0CAGGCCTGCACGACTCTGCGA0.537

+ 1 204OSTalpha_uc011btu.1_Missense_Mutation_p.M1INM_152672 NP_689885 Q86UW1 OSTA_HUMAN 1ACGCGGCGATGGAGCCGGGCA0.736

+ 12 1524PDE6B_uc003gao.3_Missense_Mutation_p.E491K|PDE6B_uc011buy.1_Missense_Mutation_p.E212KNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CCCACAGAAGGAGGAGCTGCC0.562

+ 7 489TMEM175_uc010ibl.1_Missense_Mutation_p.V131M|TMEM175_uc003gbp.1_Missense_Mutation_p.V49M|TMEM175_uc003gbr.2_Missense_Mutation_p.V49M|TMEM175_uc003gbu.2_Missense_Mutation_p.V49M|TMEM175_uc003gbs.2_Missense_Mutation_p.V14M|TMEM175_uc003gbt.2_Missense_Mutation_p.V14M|TMEM175_uc003gbv.2_Missense_Mutation_p.V14M|TMEM175_uc010ibm.2_Missense_Mutation_p.V2MNM_032326 NP_115702 Q9BSA9 TM175_HUMANHelical; (Potential). 0TTCGTTAATGGTGACCTTCCC0.542

- 3 796WHSC2_uc003gel.2_Missense_Mutation_p.R100W|WHSC2_uc003gen.2_Missense_Mutation_p.R40WNM_005663 NP_005654 Q9H3P2 NELFA_HUMAN 1AGCTCCGCCCGCAGCGTGGCG0.567

+ 9 1195ADD1_uc003gfn.2_Intron|ADD1_uc010ico.1_Missense_Mutation_p.G336E|ADD1_uc003gfo.2_Missense_Mutation_p.G336E|ADD1_uc003gfp.2_Missense_Mutation_p.G336E|ADD1_uc003gfq.2_Missense_Mutation_p.G336E|ADD1_uc003gfs.2_Missense_Mutation_p.G336E|ADD1_uc003gft.3_Missense_Mutation_p.G336E|ADD1_uc003gfu.2_3'UTRNM_001119 NP_001110 P35611 ADDA_HUMAN 1GCCAGTGCAGGAGGACCAGAC0.507

- 3 580 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3TGCCCCCAAAGAAAATATACC0.323

+ 5 710MAN2B2_uc003gje.1_Missense_Mutation_p.S225F|MAN2B2_uc011bwf.1_Missense_Mutation_p.S225FNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2ATCCCTTTCTCCAACAGGTAC0.537

- 14 2012_2013AFAP1_uc011bwk.1_Missense_Mutation_p.A664E|LOC84740_uc003gkd.3_RNANM_198595 NP_940997 Q8N556 AFAP1_HUMAN Potential. 0TATTCCGCAGGGCCTCTTTCCT0.559

- 10 6730BOD1L_uc010idr.1_Missense_Mutation_p.L1542FNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6GTTGAGGCAAGAGGACTTTCA0.522

+ 37 4781SLIT2_uc003gps.1_Missense_Mutation_p.R1518KNM_004787 NP_004778 O94813 SLIT2_HUMAN CTCK. 11GGCTGTACGAGGTGTGTGTCC0.498

- 10 2062PPARGC1A_uc003gqt.2_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8CGATATTCTTCCCTCTTCAGC0.468

- 9 1756DHX15_uc003gqw.2_5'FlankNM_001358 NP_001349 O43143 DHX15_HUMAN 1ATACCTGGTGGATCCATAAAA0.299

- 2 695 NM_015187 NP_056002 Q68CR1 SE1L3_HUMAN 0CTCTGCCACTGTATTTGTGAG0.428

- 18 3348 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3GCAAATAAGGGAACAAAATGC0.358

+ 3 835KLF3_uc003gtg.2_Missense_Mutation_p.S168FNM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2CTCATGGTCTCCTTATCGGAG0.567

- 4 1758RBM47_uc003gvd.2_Missense_Mutation_p.D350N|RBM47_uc003gve.2_RNA|RBM47_uc011bys.1_Missense_Mutation_p.D312N|RBM47_uc003gvg.1_Missense_Mutation_p.D350NNM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3GTGTAGGGGTCGCAGGAGTAC0.632

- 6 2160BEND4_uc003gwm.2_3'UTRNM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0ATCCTGGGAACTTTTATTGAA0.517

- 13 1424ATP8A1_uc003gws.2_Missense_Mutation_p.E398K|ATP8A1_uc011byz.1_Missense_Mutation_p.E398KNM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMANCytoplasmic (Potential). 3CCAAGTTCCTCATTCAGATTA0.358

- 4 1007GABRA2_uc010igc.2_Nonsense_Mutation_p.R112*|GABRA2_uc011bzc.1_Nonsense_Mutation_p.R57*|GABRA2_uc003gxe.2_Nonsense_Mutation_p.R112*NM_001114175 NP_001107647 P47869 GBRA2_HUMANExtracellular (Probable). 4TTGTTTAGTCGAAGGATATTC0.289

+ 6 942GABRB1_uc011bze.1_Missense_Mutation_p.E120KNM_000812 NP_000803 P18505 GBRB1_HUMANExtracellular (Probable). 2TGATGACATTGAATTTTACTG0.373

+ 4 2856REST_uc003hci.2_Missense_Mutation_p.L837F|REST_uc010ihf.2_Missense_Mutation_p.L511FNM_005612 NP_005603 Q13127 REST_HUMAN 9GGAGCAAGTCCTTATTGAAGT0.458

- 5 1205UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2CCAAATATGGGAACTCCCACC0.408

- 1 581 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3TATGTAGGAAGGAGGGAAAAT0.403

- 1 80 uc003hei.1_RNA NM_001073 NP_001064 O75310 UDB11_HUMAN 3CAGCACTTTTCCACAACTCCC0.453

- 6 1625UGT2A1_uc011caq.1_Missense_Mutation_p.G687E|UGT2A1_uc010ihu.2_Missense_Mutation_p.G521E|UGT2A1_uc010iht.2_Missense_Mutation_p.G477E|UGT2A1_uc010ihs.2_Missense_Mutation_p.G522ENM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANCytoplasmic (Potential). 1TTTCTTCTTTCCTATCTTACC0.323

+ 5 667SLC4A4_uc010iic.2_Splice_Site_p.E184_splice|SLC4A4_uc010iib.2_Splice_Site_p.E184_splice|SLC4A4_uc003hfz.2_Splice_Site_p.E184_splice|SLC4A4_uc003hgc.3_Splice_Site_p.E140_splice|SLC4A4_uc003hga.2_Splice_Site_p.E62_splice|SLC4A4_uc003hgb.3_Splice_Site_p.E140_spliceNM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN 5CAGTTGGTGGGTAAGTATGCT0.428

- 3 300 NM_014243 NP_055058 O15072 ATS3_HUMAN 2AAAATCTTTTCCAAATGCCGT0.488

- 29 7073ANKRD17_uc003hgo.2_Missense_Mutation_p.P2206L|ANKRD17_uc003hgq.2_Missense_Mutation_p.P2068L|ANKRD17_uc003hgr.2_Missense_Mutation_p.P2318LNM_032217 NP_115593 O75179 ANR17_HUMAN 10CTCACCTGAGGGACTTGGAGC0.383

- 5 701PPEF2_uc003hiy.2_RNA|PPEF2_uc003hiz.1_Missense_Mutation_p.T115MNM_006239 NP_006230 O14830 PPE2_HUMAN 4GCGTGGCCCCGTGTAACTGTC0.537

- 4 557RASGEF1B_uc003hmj.1_Missense_Mutation_p.A138V|RASGEF1B_uc010ijq.1_Missense_Mutation_p.A97V|RASGEF1B_uc003hmk.2_Missense_Mutation_p.A138VNM_152545 NP_689758 Q0VAM2 RGF1B_HUMANN-terminal Ras-GEF. 0TATTCGGTGAGCCAGATCTTT0.473

+ 4 525AGPAT9_uc003hox.2_Missense_Mutation_p.G103R|AGPAT9_uc003hoy.2_Missense_Mutation_p.G103RNM_032717 NP_116106 Q53EU6 GPAT3_HUMAN 1CTCCAAGAAGGGATTGGAAGC0.443

- 14 1881FAM13A_uc003hsa.1_Missense_Mutation_p.S29F|FAM13A_uc003hsb.1_Missense_Mutation_p.S232F|FAM13A_uc003hsd.1_Missense_Mutation_p.S232F|FAM13A_uc003hsc.1_Missense_Mutation_p.S218F|FAM13A_uc011cdq.1_Missense_Mutation_p.S204F|FAM13A_uc003hsf.1_Missense_Mutation_p.S144F|FAM13A_uc003hsg.1_Missense_Mutation_p.S29F|FAM13A_uc010ikr.1_Missense_Mutation_p.S54FNM_014883 NP_055698 O94988 FA13A_HUMAN 2GGGCACTTCGGAGACAAAGCT0.483

+ 6 1392MMRN1_uc010iku.2_Intron|MMRN1_uc011cds.1_Missense_Mutation_p.Q183KNM_007351 NP_031377 Q13201 MMRN1_HUMAN 4AGCAGCCCAGCAAAAGTTTGT0.398

+ 10 1131BMPR1B_uc010ilb.2_Missense_Mutation_p.S286F|BMPR1B_uc003htn.3_Missense_Mutation_p.S286FNM_001203 NP_001194 O00238 BMR1B_HUMANCytoplasmic (Potential).|Protein kinase. 8GAAAATGGTTCCCTTTATGAT0.403

- 7 775UBE2D3_uc003hwi.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwj.2_RNA|UBE2D3_uc003hwl.2_Missense_Mutation_p.S105F|UBE2D3_uc011cet.1_Missense_Mutation_p.S105F|UBE2D3_uc011ceu.1_Missense_Mutation_p.S105F|UBE2D3_uc003hwo.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwp.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwq.2_Missense_Mutation_p.S107F|UBE2D3_uc003hwr.2_Missense_Mutation_p.S105FNM_181887 NP_871616 P61077 UB2D3_HUMAN 0TGAACAAATGGATAAAAGAAC0.353

+ 3 1453TET2_uc011cez.1_Missense_Mutation_p.S377F|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.S356F|TET2_uc003hxi.1_Missense_Mutation_p.S356FNM_001127208 NP_001120680 Q6N021 TET2_HUMAN p.S356fs*18(1) 733TGTTCAGGTTCCAGCAGCAAT0.418

+ 3 2937TET2_uc011cez.1_Missense_Mutation_p.P872S|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.P851S|TET2_uc003hxi.1_Missense_Mutation_p.P851SNM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733GACTACACATCCTGAACTTTT0.373

+ 11 1676NPNT_uc011cfc.1_Missense_Mutation_p.G508R|NPNT_uc011cfd.1_Missense_Mutation_p.G521R|NPNT_uc011cfe.1_Missense_Mutation_p.G492R|NPNT_uc010ilt.1_Missense_Mutation_p.G462R|NPNT_uc011cff.1_Missense_Mutation_p.G462R|NPNT_uc010ilu.1_IntronNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN MAM. 1CAAGGTGACGGGGCTGCACTC0.602

- 10 1301AGXT2L1_uc010imc.2_Missense_Mutation_p.D368N|AGXT2L1_uc011cfm.1_Missense_Mutation_p.D334N|AGXT2L1_uc011cfn.1_Missense_Mutation_p.D301N|AGXT2L1_uc011cfo.1_Missense_Mutation_p.D316NNM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1TTCAGATGGTCCTTCACTAAA0.468

+ 1 692 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5ACCTACACGGGCACCGTGAGC0.627

+ 31 3780ANK2_uc003ibd.3_Missense_Mutation_p.R1218K|ANK2_uc003ibf.3_Missense_Mutation_p.R1227K|ANK2_uc011cgc.1_Missense_Mutation_p.R403K|ANK2_uc003ibg.3_Missense_Mutation_p.R222K|ANK2_uc011cgb.1_Missense_Mutation_p.R1242KNM_001148 NP_001139 Q01484 ANK2_HUMAN 14CCTAGAAGAAGAAAATTCCAC0.423

- 4 2157 NM_024574 NP_078850 Q8TB73 CD031_HUMANFibronectin type-III 2. 0ACATAAACATCCAGCAGGTAA0.388

+ 60 10619KIAA1109_uc003iel.1_Missense_Mutation_p.A1460VNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12GCAGCATCTGCTAGCCAGCCG0.408

+ 1 3328 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 11.|Extracellular (Potential). 18ATTTTACTTCGAAGAAGAGCA0.388

+ 3 5545FAT4_uc011cgp.1_Missense_Mutation_p.D147NNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 18.|Extracellular (Potential). 18GTACTCTTTTGACATTCCTGA0.413



+ 4 5612FAT4_uc011cgp.1_Missense_Mutation_p.G169DNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 18.|Extracellular (Potential). 18GATGACTCTGGTGTGAATGGA0.328

+ 13 2703_2704PLK4_uc011cgs.1_Missense_Mutation_p.P788F|PLK4_uc011cgt.1_Missense_Mutation_p.P779FNM_014264 NP_055079 O00444 PLK4_HUMAN 0ATCACCTCCTCCTTCTGTGGAT0.347

+ 15 2186 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2agaaCTTATTCCAGAGAAACT0.179

- 12 2401 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1CACAGCTAGGGCCAACTGGAA0.438

+ 2 980HHIP_uc003ijr.1_Missense_Mutation_p.E109KNM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6GTTACTGGAGGAAATCAAATG0.398

+ 4 419 NM_001080531 NP_001074000 C9J302 CD051_HUMAN 0CCAAATTATGGAAAATACTGT0.299

- 11 1894FBXW7_uc011cii.1_Missense_Mutation_p.S582L|FBXW7_uc003imt.2_Missense_Mutation_p.S582L|FBXW7_uc011cih.1_Missense_Mutation_p.S406L|FBXW7_uc003imq.2_Missense_Mutation_p.S502L|FBXW7_uc003imr.2_Missense_Mutation_p.S464LNM_033632 NP_361014 Q969H0 FBXW7_HUMAN WD 6.p.S582L(6)|p.S582P(1) 308ACTTGTTAACGACTGGTGCCC0.413

+ 8 1120ARFIP1_uc003inb.2_Missense_Mutation_p.R250C|ARFIP1_uc003ina.2_Missense_Mutation_p.R250C|ARFIP1_uc003inc.2_Missense_Mutation_p.R282C|ARFIP1_uc011cij.1_Missense_Mutation_p.R102CNM_001025595 NP_001020766 P53367 ARFP1_HUMAN AH. 1TCTTGGACCACGTGACGCAAA0.383

+ 11 2906 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2CGCCAGAACTCCGTGCGGAGG0.711

+ 34 4500KIAA0922_uc010ipp.2_Missense_Mutation_p.P1484L|KIAA0922_uc010ipq.2_Missense_Mutation_p.P1252LNM_015196 NP_056011 A2VDJ0 T131L_HUMANCytoplasmic (Potential). 2TTCCCCTGTCCTGCAGATGTT0.448

- 3 334DCHS2_uc003inx.2_Missense_Mutation_p.D718NNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4TCATGAGGGTCGATCCGGAAT0.463

+ 11 2463GUCY1A3_uc003iow.2_Missense_Mutation_p.P643S|GUCY1A3_uc010iqd.2_Missense_Mutation_p.P642S|GUCY1A3_uc003iox.2_Missense_Mutation_p.P643S|GUCY1A3_uc003ioz.2_Missense_Mutation_p.P408S|GUCY1A3_uc003ioy.2_Missense_Mutation_p.P643S|GUCY1A3_uc010iqe.2_Missense_Mutation_p.P408S|GUCY1A3_uc003ipa.2_RNA|GUCY1A3_uc003ipb.2_Missense_Mutation_p.P643SNM_000856 NP_000847 Q02108 GCYA3_HUMAN 4GGAGGAACTTCCACCAAACTT0.398

+ 12 1767_1768GUCY1B3_uc011cio.1_Missense_Mutation_p.G556K|GUCY1B3_uc011cip.1_Missense_Mutation_p.G514K|GUCY1B3_uc003ipd.2_Missense_Mutation_p.G462K|GUCY1B3_uc010iqf.2_Missense_Mutation_p.G501K|GUCY1B3_uc010iqg.2_Missense_Mutation_p.G505K|GUCY1B3_uc011ciq.1_Missense_Mutation_p.G462KNM_000857 NP_000848 Q02153 GCYB1_HUMANGuanylate cyclase. 0AGGTGTCATAGGACAGCGGATG0.386

+ 3 431 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2AAACTTCAAAGGTTTGTCTCC0.333

+ 5 710 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2TCGTGATGGAGATGTCCTTGT0.308

- 34 4957_4958DDX60_uc003iro.2_Missense_Mutation_p.P27SNM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3TTTGACAATGGGAGTTGATATT0.327

- 6 947 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3TTAAATCTTTCCAACTGGTTA0.249

- 14 1996DDX60L_uc003irr.1_Missense_Mutation_p.S592F|DDX60L_uc003irs.1_Missense_Mutation_p.S319FNM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1CTCTTCAATAGAAAACAGCAG0.338

- 1 478 NM_006792 NP_006783 0TCGGGACAATCTGCAAGAATT0.443

- 1 290 NM_006792 NP_006783 0CTTCTCGGCAGGAAGATAGAA0.378

+ 5 815ADAM29_uc003iud.2_Missense_Mutation_p.P49S|ADAM29_uc010irr.2_Missense_Mutation_p.P49S|ADAM29_uc011cki.1_Missense_Mutation_p.P49SNM_014269 NP_055084 Q9UKF5 ADA29_HUMAN 16CATGACACCTCCAGGCTGGCT0.512

+ 7 1438ODZ3_uc003ive.1_5'FlankNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0AGACGGAGAGAGCCGGGCGGC0.547

+ 25 7178 NM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0GGACCCAGCTCCTTTTAACTT0.403

+ 3 753ZFP42_uc003izh.1_Missense_Mutation_p.E170K|ZFP42_uc003izi.1_Missense_Mutation_p.E170KNM_174900 NP_777560 Q96MM3 ZFP42_HUMAN 2ACAGCTCGCAGAATTTGCTAG0.463

+ 1 450 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4GAGCAGGGTGGAAGCGCCTTC0.622

+ 4 494SDHA_uc003jan.2_Missense_Mutation_p.V127M|SDHA_uc011clv.1_Missense_Mutation_p.V127M|SDHA_uc011clw.1_Intron|SDHA_uc003jap.3_Missense_Mutation_p.V127M|SDHA_uc003jaq.3_5'FlankNM_004168 NP_004159 P31040 DHSA_HUMAN 0CTACGACACCGTGAAGGGCTC0.607

- 15 1803BRD9_uc003jbl.2_Missense_Mutation_p.P430S|BRD9_uc003jbm.2_RNA|BRD9_uc003jbn.2_RNA|BRD9_uc011cmb.1_Missense_Mutation_p.P493S|BRD9_uc003jbo.2_Missense_Mutation_p.P450SNM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0TTGGACGACGGCCGAGAGCCG0.657

- 72 12496DNAH5_uc003jfc.2_Missense_Mutation_p.D320NNM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 6 (By similarity). 31TGTGGAGGATCGTTGGCAAAT0.453

- 14 1853 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31ATACAGCTTTGAAATCATATC0.393

+ 50 7915 TRIO_uc003jfg.2_RNA NM_007118 NP_009049 O75962 TRIO_HUMAN 18CACAGCACTCCGTTTAAGGAA0.448

- 2 578_579CDH18_uc003jgd.2_Missense_Mutation_p.67_68MG>IR|CDH18_uc011cnm.1_Missense_Mutation_p.67_68MG>IRNM_004934 NP_004925 Q13634 CAD18_HUMANExtracellular (Potential).|Cadherin 1. 7GGATCTGGTCCCATATGTTCTT0.391

+ 4 277GUSBP1_uc011cnn.1_RNA|GUSBP1_uc003jgh.3_IntronNR_027028 0TACCAGATCTCCGTCAAGTGC0.527

+ 3 612CDH6_uc003jhd.1_Missense_Mutation_p.G96RNM_004932 NP_004923 P55285 CADH6_HUMANExtracellular (Potential).|Cadherin 1. 7TTCAGGAGATGGAGCAGGAGA0.393

- 4 876RAD1_uc003jiw.2_Missense_Mutation_p.P74S|RAD1_uc003jiy.2_Missense_Mutation_p.P183SNM_002853 NP_002844 O60671 RAD1_HUMAN 0GGCTTGTCAGGAGACATGGTA0.393 rs79789213

- 10 1740PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.P303SNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3TGAAAATAGGGGATTTTGCCT0.493

- 10 1707PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.D292NNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3CACTGGGGGTCCCAGGTGTGG0.507

+ 9 1321SPEF2_uc003jjn.1_Missense_Mutation_p.L404F|SPEF2_uc003jjq.3_Missense_Mutation_p.L404FNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4AGAACAATTCCTTAAAGAAAA0.303

+ 8 1337_1338IL7R_uc011cop.1_RNA NM_002185 NP_002176 P16871 IL7RA_HUMANCytoplasmic (Potential). 5GCACGCTGCCCCCTCCATTTTC0.52

- 2 188UGT3A2_uc011cos.1_Intron|UGT3A2_uc011cot.1_Splice_SiteNM_174914 NP_777574 Q3SY77 UD3A2_HUMAN 6ATGGCTTCCACCTAGGAACAAT0.431

+ 7 1066EGFLAM_uc003jlb.1_Missense_Mutation_p.G248R|EGFLAM_uc003jle.1_Missense_Mutation_p.G14R|EGFLAM_uc003jlf.1_IntronNM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7TGGCCGCTATGGACCCCGTTA0.483

+ 2 732 NM_000958 NP_000949 P35408 PE2R4_HUMANCytoplasmic (Potential). 2AAGTCGCGCAAGGAGCAGAAG0.622

+ 4 338 C7_uc011cpn.1_RNA NM_000587 NP_000578 P10643 CO7_HUMAN TSP type-1 1. 0TCCTGTGAACCTACAAGAGGA0.473

- 39 4899HEATR7B2_uc003jmi.3_Missense_Mutation_p.G1025ENM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8GTCTAATACCCCATAGAGCTC0.502

- 17 2767C6_uc003jml.1_Missense_Mutation_p.S853PNM_000065 NP_000056 P13671 CO6_HUMANC5b-binding domain. 7CTGTTGGATGAAAGTCTTGTC0.428

+ 13 1110PARP8_uc011cpz.1_Missense_Mutation_p.G202R|PARP8_uc003joo.2_Missense_Mutation_p.G310R|PARP8_uc003jop.2_Missense_Mutation_p.G310RNM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5TGAGCAGGACGGAATCTCCAA0.478

+ 1 1712SNX18_uc011cqg.1_Missense_Mutation_p.A508T|SNX18_uc003jpi.3_Missense_Mutation_p.A508TNM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0CGAGCTCTTCGCGGAGCAGCC0.602

+ 7 873KIF2A_uc003jsz.3_Missense_Mutation_p.V188I|KIF2A_uc010iwp.2_Missense_Mutation_p.V169I|KIF2A_uc003jsx.3_Missense_Mutation_p.V168I|KIF2A_uc010iwq.2_5'UTRNM_004520 NP_004511 O00139 KIF2A_HUMANGlobular (Potential). 0CTAATAGGACGTTGATGCTAC0.284



- 19 3130ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Nonsense_Mutation_p.W393*NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Spacer. 0AGTCAATAGTCCAGGCACCAT0.373

- 16 2786_2787ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Missense_Mutation_p.G279NNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0GAAATTATAACCTTCAGCCAAG0.446

+ 3 425 NM_006633 NP_006624 Q13576 IQGA2_HUMAN CH. 7TTGGAAGAAGGGCTCCGGAAT0.383

+ 15 2849GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16GATGTAGTAAGAAATCGAGGC0.343

+ 74 15803GPR98_uc003kjt.2_Missense_Mutation_p.G2942D|GPR98_uc003kjw.2_Missense_Mutation_p.G897DNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ATGAAGAATGGCACATTCAAC0.428

- 12 1887PCSK1_uc010jbi.1_Missense_Mutation_p.E251KNM_000439 NP_000430 P29120 NEC1_HUMAN 2ATAGGGTTCTCTCCCCATGTG0.398

- 2 255RIOK2_uc003kna.3_Missense_Mutation_p.C49SNM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1ACTTTATTACAGCCACCATGT0.358

- 9 1822 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMANKazal-like.|Extracellular (Potential). 4GACAGGATAATAATATGATCG0.418

+ 11 973CAMK4_uc003kpf.2_Missense_Mutation_p.F292I|CAMK4_uc010jbv.2_Missense_Mutation_p.F95I|CAMK4_uc003kpg.2_5'UTRNM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5GCTGACTACATTTCAAGCTCT0.423

- 3 1995 NM_020177 NP_064562 Q96JP0 FEM1C_HUMAN 3ATTCTTTCCCCTTGGATGCAG0.388

+ 3 485FAM170A_uc003ksl.2_Missense_Mutation_p.R92Q|FAM170A_uc003ksn.2_Missense_Mutation_p.R92Q|FAM170A_uc003kso.2_Missense_Mutation_p.R45QNM_182761 NP_877438 A1A519 F170A_HUMAN 1GTTCAGGAACGAGGAGAGACT0.507

+ 1 373 NM_177478 NP_803431 Q8N4E7 FTMT_HUMANFerritin-like diiron. 1GTCCCGGGAGGAGACCGAGCA0.577

+ 4 580SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.G125E|SNCAIP_uc003ksx.1_Missense_Mutation_p.G172E|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Intron|SNCAIP_uc010jcx.1_Missense_Mutation_p.G125ENM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2CCTGGAGATGGAGTGGGCGGC0.557

+ 5 1254SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.G350R|SNCAIP_uc003ksx.1_Missense_Mutation_p.G397R|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.G44R|SNCAIP_uc010jcx.1_IntronNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2CGACGAAAATGGAAACAATCT0.438

+ 5 1356SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.E384K|SNCAIP_uc003ksx.1_Missense_Mutation_p.E431K|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.E78K|SNCAIP_uc010jcx.1_IntronNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2GCGCAACACTGAGAAGTTGAC0.483

+ 7 1129PRRC1_uc003kuj.3_Missense_Mutation_p.R317CNM_130809 NP_570721 Q96M27 PRRC1_HUMAN 0AGATAGCTTGCGTCGAACTGG0.378

- 50 6851 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 8. 15TCACAGGGGTCCCCCCAGCCC0.458

+ 15 2119DDX46_uc003kzv.1_RNANM_014829 NP_055644 Q7L014 DDX46_HUMANHelicase C-terminal. 1GTCTCTTCATGGAGGTAATTA0.353

+ 8 1281TGFBI_uc003lbg.3_Missense_Mutation_p.D107N|TGFBI_uc003lbh.3_Missense_Mutation_p.D200N|TGFBI_uc011cyb.1_Missense_Mutation_p.D200N|TGFBI_uc010jed.2_Missense_Mutation_p.D107NNM_000358 NP_000349 Q15582 BGH3_HUMAN 4ACTCATCCCAGACTCAGGTAG0.572

+ 13 1941_1942TGFBI_uc003lbg.3_Missense_Mutation_p.G327N|TGFBI_uc003lbh.3_Missense_Mutation_p.G420N|TGFBI_uc011cyb.1_Missense_Mutation_p.G420N|TGFBI_uc010jed.2_Missense_Mutation_p.G327N|TGFBI_uc010jee.2_5'FlankNM_000358 NP_000349 Q15582 BGH3_HUMAN FAS1 4. 4GTCTCTCCAAGGTGACAAGCTG0.53

- 5 850KLHL3_uc003lbr.3_Missense_Mutation_p.R54W|KLHL3_uc011cyd.1_RNA|MYOT_uc011cye.1_Intron|KLHL3_uc010jem.1_Missense_Mutation_p.R96W|KLHL3_uc010jen.1_RNA|KLHL3_uc003lbs.1_Missense_Mutation_p.R4WNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN 0CAGTTCTGCCGAACATCCATG0.547

- 2 1524CTNNA1_uc003ldh.2_Intron|CTNNA1_uc011cyx.1_Intron|CTNNA1_uc011cyy.1_Intron|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_Intron|LRRTM2_uc010jez.2_Intron|LRRTM2_uc011cza.1_Missense_Mutation_p.G222E|CTNNA1_uc003ldl.2_5'FlankNM_015564 NP_056379 O43300 LRRT2_HUMANExtracellular (Potential).|LRRCT. 0GAGCTGAAATCCATGGACTGC0.473

- 3 1196NRG2_uc003lev.1_Missense_Mutation_p.G324D|NRG2_uc003lew.1_Missense_Mutation_p.G324D|NRG2_uc003ley.1_Missense_Mutation_p.G324DNM_004883 NP_004874 O14511 NRG2_HUMANIg-like C2-type.|Extracellular (Potential). 6GTAAAGCCGGCCCCGGACGGT0.632

+ 20 2796SLC4A9_uc003lfj.2_Missense_Mutation_p.V897I|SLC4A9_uc011czg.1_Missense_Mutation_p.V834I|SLC4A9_uc003lfl.2_Missense_Mutation_p.V897I|SLC4A9_uc003lfk.2_Missense_Mutation_p.V883INM_031467 NP_113655 Q96Q91 B3A4_HUMANMembrane (anion exchange). 1CCTTGTGGGGGTCCGAAAGGC0.488

+ 1 116_117PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Nonsense_Mutation_p.5_6WG>*R|PCDHA4_uc011daa.1_Nonsense_Mutation_p.5_6WG>*RNM_018907 NP_061730 Q9UN74 PCDA4_HUMAN 6AGTTTTCCTGGGGAAGCGGCCA0.515

+ 1 1849PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Nonsense_Mutation_p.W583*|PCDHA4_uc011daa.1_Nonsense_Mutation_p.W583*NM_018907 NP_061730 Q9UN74 PCDA4_HUMANExtracellular (Potential). 6CTGGTGCCATGGTCGGTGGGT0.667

+ 1 190PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.F64INM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 1.|Extracellular (Potential). 4GCCGCGCCTGTTCCGGGCGGT0.612

+ 1 1987PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.A663TNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCadherin 6.|Extracellular (Potential). 2GACCGCCACGGCCACGGTTCT0.647

+ 1 1993PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc011dad.1_Missense_Mutation_p.L665FNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANExtracellular (Potential).|Cadherin 6. 5GGCCACTGTGCTTGTGTCGCT0.672

+ 1 1760PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Intron|PCDHA13_uc003lif.2_Intron|PCDHAC1_uc003lih.2_Intron|PCDHAC2_uc011dag.1_Missense_Mutation_p.S507FNM_018899 NP_061722 Q9Y5I4 PCDC2_HUMANCadherin 5.|Extracellular (Potential). 4GTGACCTACTCCCTTCTGGAG0.488

+ 1 353PCDHB2_uc003lim.1_IntronNM_018936 NP_061759 Q9Y5E7 PCDB2_HUMANExtracellular (Potential).|Cadherin 1. 6GTTTCCAAAGGAAAAAAAATG0.522

+ 1 1496 uc003lin.2_RNA NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 5. 2CCGCACCTGCCCCTCTCTTCC0.667

+ 1 454PCDHB6_uc011dah.1_Missense_Mutation_p.P16SNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 2.|Extracellular (Potential). 1AAAGATATTTCCTTTGAAAAT0.478

+ 1 2164PCDHB6_uc011dah.1_Missense_Mutation_p.R586CNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCytoplasmic (Potential). 1CTCGGTGGGTCGCTACTCGGT0.657

+ 1 1804 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 5. 6GCTGAGCAGCGAGGCGCTGGT0.706

+ 1 1585PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 2. 2AAAAATACCGGAAAACAGTCC0.388

+ 1 1931PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 3. 2CCTCTTGGCTCCCTGGTTGCC0.488

+ 1 511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANExtracellular (Potential).|Cadherin 1. 2AATGGATGATCCCTTTCAGAT0.418

+ 1 2056PCDHGA1_uc011dan.1_Missense_Mutation_p.D686NNM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANExtracellular (Potential). 3CAAACCCAACGATTCGGACCT0.692

+ 1 666PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.D161NNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 2. 3GCATGATGCAGACGTAGGTGA0.512

+ 1 373PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc011dax.1_Missense_Mutation_p.D125NNM_018921 NP_061744 Q9Y5G4 PCDG9_HUMANCadherin 1.|Extracellular (Potential). 0AGAAGTAACTGATATTAACGA0.478

- 20 2902ARAP3_uc003lll.2_5'UTR|ARAP3_uc011dbe.1_Missense_Mutation_p.R604W|ARAP3_uc003lln.2_IntronNM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7CCCCCTTTCCGGTATACACCT0.657

+ 5 1231PPARGC1B_uc003lrb.1_Missense_Mutation_p.A397T|PPARGC1B_uc003lrd.2_Missense_Mutation_p.A358T|PPARGC1B_uc003lrf.2_Missense_Mutation_p.A376T|PPARGC1B_uc003lre.1_Missense_Mutation_p.A376TNM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0GGTAAGGATCGCAGCTTCACC0.657

- 20 3179PDGFRB_uc010jhd.2_Missense_Mutation_p.Y743DNM_002609 NP_002600 P09619 PGFRB_HUMANCytoplasmic (Potential).|Protein kinase. 17AGCTCTGGGTAAGGGGTGCCA0.582

- 2 405GLRA1_uc003lur.2_Missense_Mutation_p.D40N|GLRA1_uc003lus.2_IntronNM_001146040 NP_001139512 P23415 GLRA1_HUMANExtracellular (Probable). 2TCCAGGAAATCCGAGGGTGAC0.502

+ 1 180 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1GAGGTGAAGGGAATTCCTGTA0.592

+ 1 2960 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANInteraction with PRC1 (By similarity).|Potential. 1GGTGCTATACCTTGTCAGCCA0.463



+ 33 3818CYFIP2_uc011ddn.1_Missense_Mutation_p.S1201F|CYFIP2_uc011ddo.1_Missense_Mutation_p.S1031F|CYFIP2_uc003lwr.2_Missense_Mutation_p.S1227F|CYFIP2_uc003lws.2_Missense_Mutation_p.S1227F|CYFIP2_uc003lwt.2_Missense_Mutation_p.S1130F|CYFIP2_uc011ddp.1_Missense_Mutation_p.S961F|CYFIP2_uc003lwv.2_Missense_Mutation_p.S182FNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0TACATGAAGTCCGTGGAGACA0.522

- 11 1542GABRB2_uc011deh.1_Missense_Mutation_p.R243W|GABRB2_uc003lyr.1_Missense_Mutation_p.R404W|GABRB2_uc003lyt.1_Missense_Mutation_p.R404W|GABRB2_uc010jiu.1_Missense_Mutation_p.R341WNM_021911 NP_068711 P47870 GBRB2_HUMANCytoplasmic (Probable). 0CCAGCTTTCCGATACTGGATG0.517

+ 5 1011_1012ODZ2_uc003lzq.2_Missense_Mutation_p.P217S|ODZ2_uc003lzr.3_Missense_Mutation_p.P147SNM_001122679 NP_001116151 10CCCCGGGATACCCTTTGACCTC0.569

+ 5 650CPLX2_uc003mdf.1_Missense_Mutation_p.P102SNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1GAAGGCCATCCCTGCGGGCTG0.622

- 6 1002MXD3_uc010jkk.2_Intron|MXD3_uc003mga.3_Silent_p.L206L|MXD3_uc003mgc.2_Missense_Mutation_p.G171RNM_031300 NP_112590 Q9BW11 MAD3_HUMAN 0GCCTCACCCCCAAACACCAGG0.701

+ 5 1242ZNF454_uc010jkz.1_Missense_Mutation_p.G324ENM_182594 NP_872400 Q8N9F8 ZN454_HUMAN 3ATCCACAGTGGAGAGAAACCC0.388

+ 14 1727RUFY1_uc003mkb.1_Missense_Mutation_p.R468K|RUFY1_uc003mkc.1_Missense_Mutation_p.R468K|RUFY1_uc003mkd.1_Missense_Mutation_p.R178KNM_025158 NP_079434 Q96T51 RUFY1_HUMAN Potential. 5TCTCTACTCAGGATGGAGCTG0.517

- 20 2966TBC1D9B_uc003mli.2_Missense_Mutation_p.E960K|TBC1D9B_uc003mlj.2_Missense_Mutation_p.E959K|TBC1D9B_uc003mlf.2_Missense_Mutation_p.E51K|TBC1D9B_uc003mlg.2_Missense_Mutation_p.E136K|TBC1D9B_uc011dgv.1_Missense_Mutation_p.E136KNM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2TCTTGCTCTTCCTGTGGTAGT0.498

- 8 1264RASGEF1C_uc003mlr.2_Missense_Mutation_p.A323T|RASGEF1C_uc003mlp.3_Missense_Mutation_p.A172TNM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1AAAAACTTGGCCGTCCTCACT0.617

+ 3 593DSP_uc003mxq.1_Missense_Mutation_p.R105QNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9ACTCGGAGTCGAGAATTGGAT0.463

+ 12 1796DSP_uc003mxq.1_Missense_Mutation_p.P506LNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9ATGCTTGTTCCCTCTGTGGGG0.557

- 13 1974SYCP2L_uc011dim.1_Intron|TMEM14B_uc010jos.1_Intron|MAK_uc010jot.2_RNA|MAK_uc010jou.2_RNA|MAK_uc003mzm.2_Missense_Mutation_p.R582QNM_005906 NP_005897 P20794 MAK_HUMAN 3AAACTGCCCCCGACCAGTTTT0.403

+ 13 1625CAP2_uc011dja.1_Missense_Mutation_p.T435I|CAP2_uc011djb.1_Missense_Mutation_p.T397I|CAP2_uc011djc.1_Missense_Mutation_p.T349I|CAP2_uc011djd.1_Missense_Mutation_p.T201INM_006366 NP_006357 P40123 CAP2_HUMAN 1CAGTTCAAGACAGCATGGGAT0.403

+ 1 266 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMAN PWWP. 0CGGGACCCACGAGACGGCCTT0.602

+ 11 1565BTN3A3_uc003nia.2_Missense_Mutation_p.G420E|BTN3A3_uc011dkn.1_Missense_Mutation_p.G413ENM_006994 NP_008925 O00478 BT3A3_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 0AGGAAAGTGGGGATCTTCCTG0.498

- 3 1381 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN Potential. 1TCTTTCACTTCCTTTATCAAC0.353

+ 1 691 NM_030905 NP_112167 O76002 OR2J2_HUMANHelical; Name=5; (Potential). 0CCATGCAAATGAGCTGACCCT0.478

+ 3 852OR2H1_uc003nmj.1_Missense_Mutation_p.R137C|OR2H1_uc010jri.1_Missense_Mutation_p.R59CNM_030883 NP_112145 Q9GZK4 OR2H1_HUMANCytoplasmic (Potential). 0CATCCACCCCCGCCTGTGCTG0.597 rs141663433

+ 7 970 NR_027822 0TTCCTGTTCTGGTGTCTGCGT0.478 rs145231932

- 4 2060KIAA1949_uc003nrb.3_Missense_Mutation_p.S610FNM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN 0CCGCCGGCAGGACTCATCTGT0.537

- 2 262PSORS1C1_uc003nsl.1_5'Flank|PSORS1C1_uc010jsj.1_5'FlankNM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0CCTGCAGGTGGGAAGCCATCT0.607

+ 16 3766BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_Missense_Mutation_p.G1173RNM_080686 NP_542417 P48634 PRC2A_HUMAN4 X 57 AA type A repeats. 0CCGGGGCCGAGGAGGAGGGAG0.672

+ 2 315_316BAT5_uc011dnz.1_Intron|LY6G6F_uc003nwb.1_Missense_Mutation_p.105_106WC>CSNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMANExtracellular (Potential).|Ig-like V-type. 2GGCGGTACTGGTGCGCTGTGCT0.569

- 6 1240NEU1_uc010jtg.2_RNA|NEU1_uc003nxr.3_RNA|NEU1_uc010jth.2_Nonsense_Mutation_p.Q193*|NEU1_uc003nxs.3_3'UTRNM_000434 NP_000425 Q99519 NEUR1_HUMAN 1GGCCATAGCTGGACTGTCTCT0.597

+ 23 3201SKIV2L_uc011dou.1_Nonsense_Mutation_p.E780*|SKIV2L_uc011dov.1_Nonsense_Mutation_p.E745*NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4GGTGAATGGGGAGAAGATCTT0.577

+ 25 3263C4A_uc011dpe.1_Missense_Mutation_p.S1071LNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0GCTTGGTTGTCACGGGGCAGC0.622

- 15 2508NOTCH4_uc011dpu.1_RNA|NOTCH4_uc011dpv.1_RNANM_004557 NP_004548 Q99466 NOTC4_HUMANEGF-like 20.|Extracellular (Potential). 22ACAGAGGCAGGAGAAGGTGCC0.632

- 12 1644C6orf10_uc011dpx.1_IntronNM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1TCAAAACTCTCCTTCTTTTCT0.244

- 3 456_457BTNL2_uc010jty.1_Intron|BTNL2_uc010jtz.1_Intron|BTNL2_uc010jua.1_IntronNM_019602 NP_062548 Q9UIR0 BTNL2_HUMANIg-like V-type 2.|Extracellular (Potential). 1CCAGGTCCCTCCATGTGGATGC0.604

- 4 767HLA-DRB1_uc011dqa.1_Missense_Mutation_p.L72F|HLA-DRB5_uc003obk.3_Intron|HLA-DRB6_uc003obo.1_Intron|uc010jub.1_5'Flank|HLA-DRB1_uc011dqb.1_Intron|HLA-DRB1_uc011dqc.1_Missense_Mutation_p.L72FNM_002124 NP_002115 P01911 2B1F_HUMANHelical; (Potential). 1CCGGCCCCAAGGAAGAGCAGG0.547

- 46 3631COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.G1049R|COL11A2_uc003ocz.1_Missense_Mutation_p.G1028RNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5CCAAAGTGTCCCTGGGGTCCC0.592

- 6 2099ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Missense_Mutation_p.S557F|DAXX_uc011dre.1_Missense_Mutation_p.S644F|DAXX_uc003oed.2_Missense_Mutation_p.S632FNM_001350 NP_001341 Q9UER7 DAXX_HUMANNuclear localization signal (Potential).|Interaction with SPOP.23CTCCTTCCGAGATTTTTTGCA0.502

+ 3 472 NM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19GGAGAAGATCGCTGATGTGGT0.562

+ 49 6814ITPR3_uc003oey.2_Missense_Mutation_p.R286CNM_002224 NP_002215 Q14573 ITPR3_HUMANCytoplasmic (Potential). 19CTGGTTCTCCCGCCGCATGAC0.617

- 6 565TULP1_uc003okw.3_Missense_Mutation_p.E132KNM_003322 NP_003313 O00294 TULP1_HUMAN 3GCTGGAGCTTCCTTATTCCTA0.582

+ 76 11600DNAH8_uc003oog.1_Missense_Mutation_p.A116D|uc003oof.1_IntronNM_001371 NP_001362 21TTGCATGTGGCTGCAGAAACT0.502

+ 6 712GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANExtracellular (Potential). 5GGATGGGCTCCTCTCCTACCA0.617

- 4 627_628TREM2_uc003opz.2_Missense_Mutation_p.P219F|TREM2_uc010jxl.1_IntronNM_018965 NP_061838 Q9NZC2 TREM2_HUMANHelical; (Potential). 1AGGAGGAGAAGGATGGAAGTGG0.554

- 3 613 NM_024807 NP_079083 Q5T2D2 TRML2_HUMANExtracellular (Potential). 2TGTGACAGTTCCACTCTTGAG0.527

+ 3 358MEA1_uc010jyc.1_Intron|PPP2R5D_uc003otg.2_Intron|PPP2R5D_uc010jyd.2_Intron|PPP2R5D_uc011dva.1_5'UTR|PPP2R5D_uc003oti.2_5'UTR|PPP2R5D_uc003otj.2_5'UTRNM_006245 NP_006236 Q14738 2A5D_HUMAN 2AGCTCCTCCCGCTTCAACCTC0.572

+ 5 529 NM_033112 NP_149103 Q96EU6 RRP36_HUMAN Potential. 0CTGCTTCAGCGAATGGTGAGT0.433

- 3 889CUL7_uc011dvb.1_Missense_Mutation_p.R280W|CUL7_uc010jyh.2_Intron|KLC4_uc003otr.1_IntronNM_014780 NP_055595 Q14999 CUL7_HUMAN 4ATCTGAGTCCGGGTCCCTGTA0.502

+ 14 2566 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANGlu-rich.|Potential. 9 ggaggaagaagaggaggagga0.259

- 3 1046ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN Potential. 7CTCTCGCTTTCGTCTGGCAAG0.517

+ 7 1103HSP90AB1_uc011dvr.1_Missense_Mutation_p.P330L|HSP90AB1_uc003oxb.1_Missense_Mutation_p.P340L|HSP90AB1_uc011dvs.1_Missense_Mutation_p.P160L|HSP90AB1_uc003oxc.1_5'UTRNM_007355 NP_031381 P08238 HS90B_HUMAN 4CGTCGGGCTCCCTTTGACCTT0.403

- 5 1588SPATS1_uc003oxg.2_Intron|TMEM151B_uc003oxf.2_IntronNM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4GCCCGCTGGCGGGCTGCTTCT0.562

- 2 416RCAN2_uc003oyc.1_Missense_Mutation_p.G80E|RCAN2_uc003oyd.1_Missense_Mutation_p.G80ENM_005822 NP_005813 Q14206 RCAN2_HUMAN 0CCGAAACAGTCCCTCAAATTT0.393



- 7 918GPR116_uc003oyp.3_Missense_Mutation_p.G210E|GPR116_uc003oyq.3_Missense_Mutation_p.G210E|GPR116_uc010jzi.1_5'Flank|GPR116_uc003oyr.2_Missense_Mutation_p.G210ENM_001098518 NP_001091988 Q8IZF2 GP116_HUMANSEA.|Extracellular (Potential). 2TGGTAAAATTCCGTAACCCTT0.373

+ 5 689GPR111_uc010jzk.1_Missense_Mutation_p.D162N|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential). 1GACAGGTGTTGATGAGGCAAA0.398

+ 6 1634GPR111_uc010jzk.1_Missense_Mutation_p.Y477D|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANHelical; Name=3; (Potential). 1CCTTATCCTCTATGGAATCAT0.448

+ 7 2216GPR115_uc003oyz.1_Missense_Mutation_p.T710I|GPR115_uc003ozb.1_Missense_Mutation_p.T651INM_153838 NP_722580 Q8IZF3 GP115_HUMANHelical; Name=7; (Potential). 8CTGTTTGGAACCATTATGGAT0.398

+ 2 154OPN5_uc003ozd.2_5'FlankNM_181744 NP_859528 Q6U736 OPN5_HUMANHelical; Name=1; (Potential). 1TCCACATTTGGAAATGGATAT0.358

- 61 10807_10808 NM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44AAAACTTTCCCCTAAGAAGACG0.431 rs112030234

- 3 417_418HMGCLL1_uc003pco.2_Missense_Mutation_p.D57N|HMGCLL1_uc010jzx.2_5'UTR|HMGCLL1_uc011dxc.1_Missense_Mutation_p.D57N|HMGCLL1_uc011dxd.1_Missense_Mutation_p.D57N|HMGCLL1_uc011dxe.1_Missense_Mutation_p.D57N|HMGCLL1_uc003pcp.2_Missense_Mutation_p.D57NNM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4TGCAATCCATCCCTAGGCCCAA0.317

- 4 891COL21A1_uc003pct.1_RNA|COL21A1_uc011dxi.1_Missense_Mutation_p.R220Q|COL21A1_uc003pcu.1_Missense_Mutation_p.R220QNM_030820 NP_110447 Q96P44 COLA1_HUMAN 2CACTGGAATTCGTGTTGGACA0.323

+ 3 282KIAA1586_uc011dxm.1_IntronNM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0TTAGGAAGGACCATCGAGACC0.348

+ 5 1359BAI3_uc010kak.2_Missense_Mutation_p.S304LNM_001704 NP_001695 O60242 BAI3_HUMANTSP type-1 1.|Extracellular (Potential). 50AGCACATGTTCGGTTACTTGT0.468

+ 12 2423BAI3_uc010kak.2_Missense_Mutation_p.E659KNM_001704 NP_001695 O60242 BAI3_HUMANExtracellular (Potential). 50AGAAAACAAGGAAAAATGGGA0.289

- 11 1166COL9A1_uc003pfe.3_5'UTR|COL9A1_uc003pff.3_Missense_Mutation_p.S93FNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TGACCCAATGGAGCCAGGGGA0.388

- 6 725 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3TCAGGAGTGAGAGGGAAAGGC0.398

- 12 1382ME1_uc011dzb.1_Missense_Mutation_p.G351R|ME1_uc011dzc.1_Missense_Mutation_p.G260RNM_002395 NP_002386 P48163 MAOX_HUMAN 2ATTGCACGTCCCTACAACAAA0.393

- 4 695_696TBX18_uc010kbq.1_Missense_Mutation_p.G74ENM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5TCCAAGTCTCCCCCGAGGCAGG0.51

+ 3 1119NT5E_uc003pkn.2_Missense_Mutation_p.G188E|NT5E_uc010kbr.2_Missense_Mutation_p.G188ENM_002526 NP_002517 P21589 5NTD_HUMAN 4tGTTCCTTAGGGACAAATTTA0.229

- 16 3034EPHA7_uc003pof.2_Nonsense_Mutation_p.W926*|EPHA7_uc011eac.1_Nonsense_Mutation_p.W927*NM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential).|SAM. 28TAGCTTGTAGCCATTCTCCAA0.373

- 15 2925EPHA7_uc003pof.2_Missense_Mutation_p.R890Q|EPHA7_uc011eac.1_Missense_Mutation_p.R891QNM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential). 28ATTTGGGTTTCGAATCATTTT0.408

+ 18 2209KIAA0776_uc010kck.2_RNANM_015323 NP_056138 O94874 UFL1_HUMAN 1TAGTAAAATTCCAGAGGTATT0.368

- 14 2248C6orf167_uc011eaf.1_Missense_Mutation_p.R621QNM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0TTCAGATTCTCGACATGCTCG0.378

+ 10 1684GRIK2_uc003pqn.2_Missense_Mutation_p.E479K|GRIK2_uc003pqo.3_Missense_Mutation_p.E479K|GRIK2_uc010kcw.2_Missense_Mutation_p.E479KNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5CTTTACATATGAAATTAGACT0.388

+ 12 2023GRIK2_uc003pqo.3_Missense_Mutation_p.P592S|GRIK2_uc010kcw.2_Missense_Mutation_p.P592SNM_021956 NP_068775 Q13002 GRIK2_HUMANCytoplasmic (Potential). 5GTGGTATAATCCACACCCTTG0.398

+ 4 839PRDM1_uc003pre.2_Missense_Mutation_p.R68LNM_001198 NP_001189 O75626 PRDM1_HUMAN SET. 56TGGTATTGTCGGGACTTTGCA0.453

+ 3 788SOBP_uc003prw.1_Missense_Mutation_p.P95LNM_018013 NP_060483 A7XYQ1 SOBP_HUMAN 1 GTTATTTCACCATACAATATA0.403

+ 7 989ARMC2_uc011eao.1_Missense_Mutation_p.R107KNM_032131 NP_115507 Q8NEN0 ARMC2_HUMAN ARM 1. 0TGGAATACAAGGATTGTACCG0.343

- 8 1952 NM_002031 NP_002022 P42685 FRK_HUMAN 6TCTTATGAAGTTATTTGCATC0.343

+ 6 2899DSE_uc011ebg.1_Missense_Mutation_p.R921K|DSE_uc003pwt.2_Missense_Mutation_p.R902K|DSE_uc003pwu.2_Missense_Mutation_p.R569KNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1TCCTATACCAGGTTGTTCCTG0.468

+ 11 1245 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3ATCTTGCCCAGGTATGTTGGTT0.302

+ 17 2273 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3CAGCTTTCAAGAGACTTCTTC0.547

- 4 1227MAN1A1_uc010kei.1_Missense_Mutation_p.S285LNM_005907 NP_005898 P33908 MA1A1_HUMANLumenal (Potential). 4TTCAACCCATGATTTTGCTTC0.303

- 24 2782C6orf170_uc003pyq.1_RNA|C6orf170_uc010kej.1_Missense_Mutation_p.S4L|C6orf170_uc003pyp.1_Missense_Mutation_p.S465LNM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3CAATGGATATGATGAAAACAT0.303

+ 6 992 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0AGAAGTTATGGAAATAACTCC0.264

- 23 3630PTPRK_uc003qbj.2_Missense_Mutation_p.R1089Q|PTPRK_uc010kfc.2_Missense_Mutation_p.R1095Q|PTPRK_uc011ebu.1_Missense_Mutation_p.R1111QNM_002844 NP_002835 Q15262 PTPRK_HUMANSubstrate binding (By similarity).|Tyrosine-protein phosphatase 1.|Cytoplasmic (Potential).8GCAGCCAGTTCGTCCAGCACC0.383

+ 54 7787LAMA2_uc003qbo.2_Missense_Mutation_p.G2557D|uc003qbq.2_RNANM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 3. 10AATGAGTCCGGCATCATTCTT0.488

- 2 175 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMANHelical; (Potential). 1CATGCTCAGGGACACATAGTA0.373

+ 5 651ENPP3_uc010kfn.1_RNA|ENPP3_uc011ecc.1_Missense_Mutation_p.R68C|ENPP3_uc010kfo.1_RNA|ENPP3_uc010kfp.1_RNA|ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Missense_Mutation_p.R102CNM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|SMB 2. 4CAATAAATTTCGTTGTGGAGA0.378

+ 9 1035ENPP3_uc010kfn.1_RNA|ENPP3_uc011ecc.1_Missense_Mutation_p.D196N|ENPP3_uc010kfo.1_RNA|ENPP3_uc010kfp.1_RNA|ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Missense_Mutation_p.D230NNM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|Phosphodiesterase. 4 TAATATGTATGATGTAAATCT0.318

+ 1 943 NM_053278 NP_444508 Q969N4 TAAR8_HUMANCytoplasmic (Potential). 1TCTATTTTATCCTTGGTTTAG0.333

- 16 2543AHI1_uc003qgf.2_RNA|AHI1_uc003qgg.2_Missense_Mutation_p.S170F|AHI1_uc003qgh.2_Missense_Mutation_p.S720F|AHI1_uc003qgj.2_Missense_Mutation_p.S720F|AHI1_uc003qgk.3_RNA|AHI1_uc003qgl.3_Missense_Mutation_p.S720FNM_001134831 NP_001128303 Q8N157 AHI1_HUMAN WD 3. 3CCGTATCATGGAATCATAGCA0.363

- 4 582BCLAF1_uc003qgw.1_Missense_Mutation_p.S110L|BCLAF1_uc003qgy.1_Missense_Mutation_p.S108L|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.S108LNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1CCTGGAACGTGAACGACCTCG0.468

- 15 2153MAP7_uc011edf.1_Missense_Mutation_p.G621E|MAP7_uc011edg.1_Missense_Mutation_p.G666E|MAP7_uc010kgu.2_Missense_Mutation_p.G658E|MAP7_uc011edh.1_Missense_Mutation_p.G621E|MAP7_uc010kgv.2_Missense_Mutation_p.G658E|MAP7_uc010kgs.2_Missense_Mutation_p.G490E|MAP7_uc011edi.1_Missense_Mutation_p.G490E|MAP7_uc010kgq.1_Missense_Mutation_p.G542E|MAP7_uc003qha.1_Missense_Mutation_p.G599ENM_003980 NP_003971 Q14244 MAP7_HUMAN 0AATACCTGTTCCTCCAGTGAG0.358

- 13 2042MAP7_uc011edf.1_Missense_Mutation_p.R584K|MAP7_uc011edg.1_Missense_Mutation_p.R629K|MAP7_uc010kgu.2_Missense_Mutation_p.R621K|MAP7_uc011edh.1_Missense_Mutation_p.R584K|MAP7_uc010kgv.2_Missense_Mutation_p.R621K|MAP7_uc010kgs.2_Missense_Mutation_p.R453K|MAP7_uc011edi.1_Missense_Mutation_p.R453K|MAP7_uc010kgq.1_Missense_Mutation_p.R505K|MAP7_uc003qha.1_Missense_Mutation_p.R562KNM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0TACCTTCTTTCTCTCCAGGCG0.542

+ 22 3664 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2TTGCCATAAGGAAAGACATGT0.473

- 9 7098 NM_006734 NP_006725 P31629 ZEP2_HUMAN10 X 4 AA tandem repeats of S-P-[RGMKC]- [RK].|8.|Arg-rich.6TCTTTCCCAGGAGACACTGGC0.463

- 3 2135PLAGL1_uc003qjx.2_Missense_Mutation_p.S290F|PLAGL1_uc003qjy.2_Missense_Mutation_p.S290F|PLAGL1_uc010khl.2_Missense_Mutation_p.S290F|PLAGL1_uc010khm.2_Missense_Mutation_p.S290F|PLAGL1_uc003qjz.2_Missense_Mutation_p.S290F|PLAGL1_uc003qka.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkb.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkc.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkd.2_Missense_Mutation_p.S238F|PLAGL1_uc003qke.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkf.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkg.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkh.2_Missense_Mutation_p.S290F|PLAGL1_uc003qki.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkj.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkk.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkl.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkm.2_Missense_Mutation_p.S290F|PLAGL1_uc010khn.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkn.2_Missense_Mutation_p.S238F|PLAGL1_uc003qko.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkp.2_Missense_Mutation_p.S238F|PLAGL1_uc003qjw.2_Missense_Mutation_p.S238FNM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1AGAGCCAGGGGATACCGAGGG0.602

+ 69 9780 NM_007124 NP_009055 P46939 UTRO_HUMAN 5CGCCCTCATCCAGCAGTATTG0.512

- 3 1827FBXL18_uc003son.3_Missense_Mutation_p.P578LNM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 11. 3TGAGAGCGCGGGCATGTACAC0.657



- 3 1542FBXL18_uc003son.3_Missense_Mutation_p.P483HNM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 8. 3TTCCAGGAAGGGCAGGTTCTT0.657

+ 4 917C7orf26_uc003sqp.1_Missense_Mutation_p.T209I|C7orf26_uc003sqq.1_Missense_Mutation_p.T107INM_024067 NP_076972 Q96N11 CG026_HUMAN 1CTGCACCTGACCGAGAAGAAT0.587

- 27 2224COL28A1_uc011jxe.1_Missense_Mutation_p.P386S|COL28A1_uc003srd.2_Missense_Mutation_p.P258SNM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN 3TAGCCAGGGGGGCCAGGAGGG0.468

- 9 1335ETV1_uc011jxn.1_Missense_Mutation_p.P159L|ETV1_uc011jxo.1_Missense_Mutation_p.P96L|ETV1_uc011jxp.1_Missense_Mutation_p.P141L|ETV1_uc003ssw.3_Missense_Mutation_p.P199L|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Missense_Mutation_p.P181L|ETV1_uc011jxs.1_Missense_Mutation_p.P181L|ETV1_uc010ktv.2_Missense_Mutation_p.P68LNM_004956 NP_004947 P50549 ETV1_HUMAN 35CGTCGGCAAAGGAGGAAAGGA0.478

+ 22 2966HDAC9_uc003sue.2_Missense_Mutation_p.N975K|HDAC9_uc003sui.2_Missense_Mutation_p.N978K|HDAC9_uc003suj.2_Missense_Mutation_p.N934K|HDAC9_uc003suk.2_Missense_Mutation_p.N223KNM_058176 NP_478056 Q9UKV0 HDAC9_HUMANHistone deacetylase. 5TTCTAGGAAATGAGGTAAAAA0.413

- 1 143 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN 1GCGACTGTTCACCAGCGCACA0.647

+ 15 2906 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStem (By similarity). 15TGTGTTTAAACCTTCCCTAGA0.408

+ 45 7295 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15CTGGGCTTTTGGAGGCACCCT0.418

- 3 422TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_5'UTR|TRA2A_uc011jzd.1_5'UTR|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMANArg/Ser-rich (RS1 domain). 1GATCTGGATCGAGTGTAACGT0.448

+ 21 2628STK31_uc003swt.3_Missense_Mutation_p.S831L|STK31_uc011jze.1_Missense_Mutation_p.S854L|STK31_uc010kuq.2_Missense_Mutation_p.S831L|STK31_uc003swv.1_Missense_Mutation_p.S20LNM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9ATTCATGGATCACTTCATCAG0.353

+ 12 1489 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFD. 3CATCGACCTGGATGGCTACCT0.652

+ 6 1024 NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1CCTCTCCAGTCTTCAGGGGGT0.517

+ 3 559 NM_020192 NP_064577 Q9NRH1 CG036_HUMAN 0TTCATATGTAGAATGTTGTAG0.393

- 8 1146GLI3_uc011kbg.1_Missense_Mutation_p.S293FNM_000168 NP_000159 P10071 GLI3_HUMAN 19GACGGGCGCGGAAGAGTAGGT0.537

- 3 140C7orf44_uc003til.2_RNA|C7orf44_uc003tii.2_RNA|C7orf44_uc003tij.2_RNA|C7orf44_uc010kxu.1_RNA|C7orf44_uc003tik.2_RNA|C7orf44_uc003tim.1_RNA|C7orf44_uc003tio.1_Missense_Mutation_p.G16R|C7orf44_uc003tiq.1_Missense_Mutation_p.G16R|C7orf44_uc003tip.1_Missense_Mutation_p.G16RNM_018224 NP_060694 Q9GZY4 CG044_HUMANHelical; (Potential). 1ATCCTTGCTCCCAGAGGCATT0.488

- 1 1 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0TCTGGACGGGGACGGCTGCTT0.617

- 2 981NPC1L1_uc003tlc.2_Missense_Mutation_p.P309S|NPC1L1_uc011kbw.1_Missense_Mutation_p.P309S|NPC1L1_uc003tld.2_Missense_Mutation_p.P309SNM_013389 NP_037521 Q9UHC9 NPCL1_HUMANCytoplasmic (Potential). 5TCCCTGGCGGGGGCCACACGG0.592

- 22 3604 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential).|REJ. 11CCATGGTGGGGCTGCACCTGA0.547

+ 5 580_581UPP1_uc003tok.2_Missense_Mutation_p.P18S|UPP1_uc003tol.2_Missense_Mutation_p.P18S|UPP1_uc011kcg.1_Missense_Mutation_p.P18S|UPP1_uc011kch.1_Intron|UPP1_uc003ton.2_Intron|UPP1_uc003too.2_IntronNM_181597 NP_853628 Q16831 UPP1_HUMAN 0ACAGTGATTGCCCCGTCAGACT0.416

+ 17 3722ABCA13_uc010kyr.2_Missense_Mutation_p.D736NNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10GGATCTCAGGGATTTTTTGGT0.383

+ 23 9342ABCA13_uc010kys.1_Missense_Mutation_p.S180FNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ATTTCCCACTCCAAGGTGTGG0.448 rs139183809

- 7 990ZPBP_uc011kci.1_Missense_Mutation_p.G233E|ZPBP_uc010kyw.2_Missense_Mutation_p.G306ENM_007009 NP_008940 Q9BS86 ZPBP1_HUMAN 0GACATTCATTCCATATCCTGG0.338

+ 4 1257ZNF713_uc003tra.1_Missense_Mutation_p.H420Y|MRPS17_uc003trb.2_IntronNM_182633 NP_872439 Q8N859 ZN713_HUMAN C2H2-type 5. 2CAGGAAAATCCATACTCGGGA0.393

- 5 1641 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4AGTATGAATTCTCTTGTGGTC0.433

+ 4 1206 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 7. 0CTACATTTGTGAAGAATGTGG0.388

+ 7 2081ZNF107_uc003tte.2_Missense_Mutation_p.K432INM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1AGACATAAGAAAATTCATACT0.348

- 5 1008CALN1_uc003twb.3_Missense_Mutation_p.E203K|CALN1_uc003twc.3_Missense_Mutation_p.E161KNM_001017440 NP_001017440 Q9BXU9 CABP8_HUMANCytoplasmic (Potential). 1AGGCTCTCTTCCTCATTGATA0.517

+ 2 186 NM_000941 NP_000932 P16435 NCPR_HUMAN 1ATTCTGTTTTCGCTCATCGTG0.502

- 10 1977MAGI2_uc003ugy.2_Missense_Mutation_p.D575N|MAGI2_uc010ldx.1_Missense_Mutation_p.D184N|MAGI2_uc010ldy.1_Missense_Mutation_p.D184N|MAGI2_uc011kgr.1_Missense_Mutation_p.D407N|MAGI2_uc011kgs.1_Missense_Mutation_p.D412NNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11AGCTGACCATCAGTTGGCATG0.488

- 20 15033PCLO_uc003uhv.2_Missense_Mutation_p.A4915G|PCLO_uc003uht.1_Missense_Mutation_p.A357G|PCLO_uc003uhu.1_Missense_Mutation_p.A336GNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGCAGCTATGGCAGCCCCTGC0.498

- 7 11487PCLO_uc003uhv.2_Missense_Mutation_p.S3733F|PCLO_uc010lec.2_Missense_Mutation_p.S698FNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGTTCCTGTGGAAATCTCCTC0.443

- 5 4487PCLO_uc003uhv.2_Missense_Mutation_p.E1400KNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7GGGCTGCTTTCTTGTGAAAAA0.403

- 3 3053PCLO_uc003uhv.2_Missense_Mutation_p.T922PNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TCTTGAGGAGTTGTAGGCTGT0.502

- 3 2447PCLO_uc003uhv.2_Missense_Mutation_p.A720TNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7GGCTGCTTGGCCTTGGCTGAA0.542

- 2 1064PCLO_uc003uhv.2_Nonsense_Mutation_p.Q259*NM_033026 NP_149015 Q9Y6V0 PCLO_HUMANGln-rich.|Pro-rich. 7GTAGGACCCTGAATTGGCTTT0.473 rs10251512

- 29 4211ABCB1_uc011khc.1_Missense_Mutation_p.G1201SNM_000927 NP_000918 P08183 MDR1_HUMANCytoplasmic (Potential).|ABC transporter 2. 7AAATAGATGCCTTTCTGTGCC0.443

- 2 234STEAP4_uc010lek.2_Nonsense_Mutation_p.Y43*|STEAP4_uc003ujt.2_Nonsense_Mutation_p.Y43*NM_024636 NP_078912 Q687X5 STEA4_HUMAN 0AAACAACAGAATAACCACACT0.433

- 5 4383SAMD9L_uc003umj.1_Missense_Mutation_p.S1056F|SAMD9L_uc003umi.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfb.1_Missense_Mutation_p.S1056F|SAMD9L_uc003umk.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfc.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfd.1_Missense_Mutation_p.S1056F|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4CATTAATGGGGAAAACAGAGT0.393

+ 20 1535COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9GGCTCCAAAGGAGAGAGCGGT0.433

+ 11 1609CASD1_uc003unj.3_Missense_Mutation_p.R461QNM_022900 NP_075051 Q96PB1 CASD1_HUMAN 2ATGCACATTCGAGTTCTGGTT0.353

+ 3 1060 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3GCTCATCAACGACAAGGTGAG0.667

- 11 1357CYP3A4_uc003urw.1_Missense_Mutation_p.R417K|CYP3A4_uc011kiz.1_Missense_Mutation_p.R377K|CYP3A4_uc011kja.1_Missense_Mutation_p.R369K|CYP3A4_uc011kjb.1_Missense_Mutation_p.R268KNM_017460 NP_059488 P08684 CP3A4_HUMAN 4GGCCTTGTACCTTTCAGGGAG0.502

- 4 441ZCWPW1_uc011kjq.1_5'Flank|ZCWPW1_uc003uur.2_5'Flank|ZCWPW1_uc003uus.2_5'UTR|ZCWPW1_uc011kjr.1_Missense_Mutation_p.E64K|ZCWPW1_uc003uuu.1_Missense_Mutation_p.E64K|ZCWPW1_uc011kjs.1_5'Flank|ZCWPW1_uc011kjt.1_Missense_Mutation_p.E64K|ZCWPW1_uc011kju.1_Missense_Mutation_p.E64KNM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0GTTGCTTTTTCCTCTTTCTTC0.468

+ 12 1586ZAN_uc003uwk.2_Missense_Mutation_p.G474E|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMANMAM 3.|Extracellular (Potential). 11AGTCCTGCGGGGAGTCCCCCG0.617

+ 3 4275MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|59 X approximate tandem repeats.|21.|Ser-rich.27CACCACGCCGGTAGTCAGTTC0.507

+ 3 9154MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|49.27GCTGAAGGTACCGGCATACCA0.507

+ 3 12117MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27CAGAGGCTGCACTACTTCTGC0.532



+ 17 1470CUX1_uc011kkn.1_Splice_Site_p.G445_splice|CUX1_uc003uyw.2_Splice_Site_p.G438_splice|CUX1_uc003uyv.2_Splice_Site_p.G468_splice|CUX1_uc003uyu.2_Splice_Site_p.G482_splice|CUX1_uc003uyz.2_Splice_SiteNM_001913 NP_001904 P39880 CUX1_HUMAN 8CTACCTGCTAGGACCTGCAGC0.657

- 8 1086SLC26A5_uc003vbt.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbu.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbv.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbw.2_RNA|SLC26A5_uc003vbx.2_Missense_Mutation_p.E284K|SLC26A5_uc003vby.2_RNA|SLC26A5_uc010liy.2_RNANM_198999 NP_945350 P58743 S26A5_HUMANCytoplasmic (Potential). 1GGCAATTTCTCTTTAAATCTC0.448

- 42 6594RELN_uc010liz.2_Missense_Mutation_p.G2145ENM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 5. 19ACATTTGGTTCCATTGATACA0.458

- 13 1631RELN_uc010liz.2_Missense_Mutation_p.E491KNM_005045 NP_005036 P78509 RELN_HUMAN 19ATGTCATTTTCATGAGAATTT0.343

- 9 998RELN_uc010liz.2_Missense_Mutation_p.P280SNM_005045 NP_005036 P78509 RELN_HUMAN 19ATGATGCTGGGGTCTGAATAA0.323

- 33 3738DOCK4_uc011kml.1_Missense_Mutation_p.R38C|DOCK4_uc011kmm.1_Missense_Mutation_p.R64C|DOCK4_uc003vfw.2_Missense_Mutation_p.R607C|DOCK4_uc003vfy.2_Missense_Mutation_p.R1202CNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN DHR-2. 4TCCATTAGACGAGTTACAGTA0.403

+ 4 706IFRD1_uc011kmn.1_Missense_Mutation_p.I38S|IFRD1_uc003vgi.2_Missense_Mutation_p.I88S|IFRD1_uc003vgj.2_Missense_Mutation_p.I88S|IFRD1_uc011kmo.1_RNA|IFRD1_uc011kmp.1_Missense_Mutation_p.I38SNM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2AAGGGATTAATTGACCTAACC0.368

- 4 3051 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34TGGCCCTAGAGATTTTTCCAC0.378

+ 17 2472FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_Missense_Mutation_p.E725K|FOXP2_uc003vha.2_Missense_Mutation_p.E608K|FOXP2_uc011kmu.1_Missense_Mutation_p.E717K|FOXP2_uc011kmv.1_Missense_Mutation_p.E699K|FOXP2_uc010ljz.1_Missense_Mutation_p.E515KNM_014491 NP_055306 O15409 FOXP2_HUMAN 8TCCAGAATTAGAAGACGACAG0.438

+ 3 1549_1550MET_uc010lkh.2_Missense_Mutation_p.454_455NL>KF|MET_uc011knc.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knd.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kne.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knf.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kng.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knh.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kni.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knj.1_Missense_Mutation_p.24_25NL>KF|MET_uc010lkg.2_Missense_Mutation_p.454_455NL>KF|MET_uc011kna.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knb.1_Missense_Mutation_p.454_455NL>KFNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential).|Sema. 159CCATAGCTAATCTTGGGACATC0.431

- 5 1351WNT2_uc003vja.2_Missense_Mutation_p.P255SNM_003391 NP_003382 P09544 WNT2_HUMAN 7GCGTTCTTGGGGGCCTTGCAT0.577

+ 14 2074CFTR_uc011knq.1_Missense_Mutation_p.D54NNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5CATGGGATGTGATTCTTTCGA0.383

+ 27 4465CFTR_uc011knq.1_Missense_Mutation_p.D851NNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5CAGCCCCTCCGACAGGGTGAA0.522 rs148783445

- 8 1009TSPAN12_uc010lkj.2_Missense_Mutation_p.S85FNM_012338 NP_036470 O95859 TSN12_HUMANExtracellular (Potential). 0TCTCAAAAAGGAATACATTTT0.398

- 1 638CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_Intron|RNF148_uc010lkr.1_IntronNM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0TGAGACATGGGAAATACTTTA0.448

- 7 1691IQUB_uc003vko.2_Missense_Mutation_p.E372K|IQUB_uc010lkt.2_RNA|IQUB_uc003vkp.1_Missense_Mutation_p.E372KNM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4TGCTGTGTTTCCCATTCCAGT0.343

+ 3 1175FSCN3_uc011koh.1_Missense_Mutation_p.S185F|FSCN3_uc010llc.1_Missense_Mutation_p.S319FNM_020369 NP_065102 Q9NQT6 FSCN3_HUMAN 1TACTACCTATCCCAGGTGAGA0.498

+ 2 401 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3TGCTGGAAATCTTGCTCGCCG0.582

+ 3 549METTL2B_uc003vng.2_Missense_Mutation_p.C106Y|METTL2B_uc011kop.1_Missense_Mutation_p.C35YNM_018396 NP_060866 Q6P1Q9 MTL2B_HUMAN 1CTGGAAATTTGTGCTGATGAG0.423

+ 21 3442FLNC_uc003voa.3_Missense_Mutation_p.G1078DNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 9. 12GGACTGGTAGGCACCCCCGCG0.652

+ 21 3834FLNC_uc003voa.3_Missense_Mutation_p.D1209NNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 10. 12CAACAACGCGGATGGCACCTA0.602

+ 38 6427FLNC_uc003voa.3_Missense_Mutation_p.G2040DNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 19. 12GGTTATGGGGGCTTGGGGCTG0.587

- 28 5101PLXNA4_uc003vqz.3_5'FlankNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TGTACCGGATCATGTTTTCTG0.572

- 22 4373 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TTGCCACGGTCGCGCATGGAG0.577 rs118107843

- 22 4337 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TCAAGCGTGCGGATGAAGGAC0.602

- 2 818PLXNA4_uc003vrc.2_Missense_Mutation_p.P197S|PLXNA4_uc003vrb.2_Missense_Mutation_p.P197SNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANExtracellular (Potential).|Sema. 1GAGATGGTGGGAAAATACTCG0.537

+ 4 1416CHRM2_uc003vtg.1_Missense_Mutation_p.A265T|CHRM2_uc003vtj.1_Missense_Mutation_p.A265T|CHRM2_uc003vtk.1_Missense_Mutation_p.A265T|CHRM2_uc003vtl.1_Missense_Mutation_p.A265T|CHRM2_uc003vtm.1_Missense_Mutation_p.A265T|CHRM2_uc003vti.1_Missense_Mutation_p.A265T|CHRM2_uc003vto.1_Missense_Mutation_p.A265T|CHRM2_uc003vtn.1_Missense_Mutation_p.A265T|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANCytoplasmic (By similarity). 5GAATGGCAAAGCCCCCAGGGA0.493

- 8 930DGKI_uc003vtu.2_Missense_Mutation_p.S10FNM_004717 NP_004708 O75912 DGKI_HUMAN 3AGCCCCCAGGGAGCAGGGTTC0.488

- 15 4864_4865KIAA1549_uc011kqi.1_Nonsense_Mutation_p.Q390*|KIAA1549_uc003vuk.3_Nonsense_Mutation_p.Q1556*|KIAA1549_uc011kqj.1_Nonsense_Mutation_p.Q1606*|KIAA1549_uc011kqk.1_Nonsense_Mutation_p.Q390*NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230CCGTTGACCTGGTGTTTCCGGC0.554

- 7 2117ZC3HAV1_uc003vuo.2_Missense_Mutation_p.R38W|ZC3HAV1_uc003vup.2_Missense_Mutation_p.R577WNM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN 1CTCATTACCCGAAAATTGATT0.423 rs144346512

- 2 830HIPK2_uc003vvd.3_Missense_Mutation_p.R219QNM_022740 NP_073577 Q9H2X6 HIPK2_HUMANProtein kinase.|Transcriptional corepression (By similarity).|Interaction with DAXX.7ATTGGTGCCCCGTTTCCAGCA0.557

+ 2 349RAB19_uc011krc.1_Missense_Mutation_p.G51RNM_001008749 NP_001008749 A4D1S5 RAB19_HUMANEffector region (By similarity). 0GAACACGATTGGAGTGGACTT0.468

+ 3 518RAB19_uc011krc.1_Missense_Mutation_p.S107FNM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0ACGTTCGAGTCCATCCCTCAC0.502

- 1 570DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.G142V|DENND2A_uc003vvw.2_Missense_Mutation_p.G142V|DENND2A_uc003vvx.2_Missense_Mutation_p.G142VNM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4TGGCTCTCGGCCTCGGCCCCA0.592

+ 1 947ADCK2_uc003vvz.2_Missense_Mutation_p.L257FNM_052853 NP_443085 Q7Z695 ADCK2_HUMANProtein kinase. 0CTTTGGATACCTTGGAAATGG0.562

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 11 1461 NM_004333 NP_004324 P15056 BRAF_HUMANATP (By similarity).|Protein kinase.p.S467L(1) 18290TGTTCCAAATGATCCAGATCC0.383

+ 1 576FLJ40852_uc011krh.1_Intron|FLJ40852_uc010lnm.2_Intron|FLJ40852_uc010lnn.2_Intron|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2ACACCACCTTGGACTCCCCTT0.493

+ 32 3903 NM_004668 NP_004659 O43451 MGA_HUMANGlucoamylase.|Lumenal (Potential). 2TCGACTACATGGAGCGGCAGC0.562

- 4 617TRPV6_uc003wbw.1_5'Flank|TRPV6_uc010lou.1_Missense_Mutation_p.R5QNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANANK 3.|Cytoplasmic (Potential). 2AAGCAGGGCTCGCACCAGGTT0.572 rs150734746

- 8 1241TRPV5_uc003wbz.2_Missense_Mutation_p.R326QNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6GAAGTACGGCCGGCCATACTT0.552 rs149241771

- 6 934TRPV5_uc003wbz.2_Missense_Mutation_p.G224RNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6TCCCCATGTCCATCGTAGGAC0.567

+ 1 82 NM_176881 NP_795362 P59534 T2R39_HUMANExtracellular (Potential). 1TGCAGAAAGTGAATTGTCGCC0.418

+ 1 701 NM_176881 NP_795362 P59534 T2R39_HUMANCytoplasmic (Potential). 1CTGATCCTCTCTCTCAAGAGA0.512

+ 20 2461CLCN1_uc011ktc.1_Missense_Mutation_p.D404NNM_000083 NP_000074 P35523 CLCN1_HUMANCytoplasmic (By similarity). 5GGATTCCACAGATTTAGTGGA0.428

- 4 910 NM_005232 NP_005223 P21709 EPHA1_HUMANExtracellular (Potential).|Cys-rich. 5ACACATGCTTCGCCACTGCCA0.627

+ 1 575 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMANHelical; Name=5; (Potential). 2TGGTCAATTCCTTTTTCTGTT0.408



+ 1 350 NM_012369 NP_036501 Q13607 OR2F1_HUMANHelical; Name=3; (Potential). 3CCCAGTTATTTTTCTCCCTGG0.527

+ 1 777 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANExtracellular (Potential). 2TGGTTTACATGGTCCCAGACT0.507

+ 2 680ARHGEF5_uc003wek.2_Missense_Mutation_p.E188KNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2TCCCTGCGAAGAGCATCCTGC0.502

+ 2 2646ARHGEF5_uc003wek.2_Missense_Mutation_p.P843L|ARHGEF5_uc003wem.2_5'FlankNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2CCCCCACTACCCATCATAGAC0.607

+ 7 1465 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11GATAACCTTTGGAGGCATCCC0.378

+ 2 601 NM_145304 NP_660347 Q8WU49 CG033_HUMAN 1ACCGGGGGATGGAATTTATTG0.473

- 4 1709_1710ZNF786_uc011kuk.1_Missense_Mutation_p.R488C|ZNF786_uc003wfi.2_Missense_Mutation_p.R439CNM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 8. 4AGGTGCTCACGGAGCTTGCACT0.653

+ 6 1437ZNF398_uc011kul.1_Missense_Mutation_p.T217A|ZNF398_uc011kum.1_Missense_Mutation_p.T393ANM_170686 NP_733787 Q8TD17 ZN398_HUMANC2H2-type 2; degenerate. 1CCTCAGCAGCACCTCCCAGGA0.567

- 2 510 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1GGAGAGAAGGGAGACTTCTTG0.607

+ 1 31ZNF467_uc003wgc.2_5'Flank|ZNF467_uc003wgd.2_5'Flank|SSPO_uc010lpl.1_5'FlankNM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0CTTTGGGATGGCGTGGGCCCT0.647

+ 43 6302 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0CCCACCCAGGGGCCCAGCCCT0.682

+ 4 998REPIN1_uc003whd.2_Missense_Mutation_p.P159L|REPIN1_uc010lpr.1_Missense_Mutation_p.P227L|REPIN1_uc003whc.2_Missense_Mutation_p.P170L|REPIN1_uc003whe.2_Missense_Mutation_p.P170LNM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1TGCCACCCTCCCGCCCCGGAG0.652

+ 5 1640 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7TCCTTTGACAGAAACCCTGAA0.498

+ 5 1846 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7TGTCGAAAAGGACCCATCCCG0.537

+ 3 296TMEM176B_uc003whu.3_5'Flank|TMEM176B_uc003whv.3_5'Flank|TMEM176B_uc003whw.3_5'FlankNM_018487 NP_060957 Q96HP8 T176A_HUMANHelical; (Potential). 2GTCCTAGGAGGATTTTTCTAC0.572

- 14 2636 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN p.S806S(1) 63TCCAGCAGAGGAACTAAGAGC0.438

- 3 584 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63TACACCAACAGAGACCAGGGA0.423

- 3 566 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63GGAGTTTGCCGATTCCTCAGA0.433

+ 1 87uc011kvt.1_Intron|uc003wlt.2_IntronNM_024012 NP_076917 P47898 5HT5A_HUMANExtracellular (By similarity). 3GTGAACCTAACCTCCTTTTCC0.612

+ 2 963 NM_024012 NP_076917 P47898 5HT5A_HUMANHelical; Name=6; (By similarity). 3TGCTGGATCCCCTTCTTTCTC0.592

- 4 1019_1020ERICH1_uc011kwh.1_Missense_Mutation_p.E319K|ERICH1_uc003wpe.1_Missense_Mutation_p.E225K|ERICH1_uc003wpi.2_Missense_Mutation_p.E131KNM_207332 NP_997215 Q86X53 ERIC1_HUMAN Glu-rich. 2CCGTCCTCCTCCCCGGAGTCTG0.54

- 68 10743CSMD1_uc011kwj.1_Missense_Mutation_p.F2765L|CSMD1_uc010lrg.2_Missense_Mutation_p.F1342LNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25TGTCACCTTGAAAAGTAAATC0.333

- 2 854 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0GCACGTGGGTGAGCAGTCCCT0.682

- 4 4169_4170 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 ttcttgcagcccttctccttct 0.198

- 3 1246C8orf12_uc003wtu.2_Intron|C8orf12_uc003wtv.2_Intron|FAM167A_uc003wtw.2_Missense_Mutation_p.R209QNM_053279 NP_444509 Q96KS9 F167A_HUMAN 0AGAGAACCTCCGAGAGTTGAT0.597

- 7 1400SGCZ_uc010lss.2_Missense_Mutation_p.G200ENM_139167 NP_631906 Q96LD1 SGCZ_HUMANExtracellular (Potential). 3ACTCACCTCCCCTTCTGTAGA0.493

- 13 1739MTMR7_uc003wxn.2_Nonsense_Mutation_p.W279*|MTMR7_uc011kya.1_Nonsense_Mutation_p.W134*|MTMR7_uc011kyb.1_Nonsense_Mutation_p.W91*NM_004686 NP_004677 Q9Y216 MTMR7_HUMANMyotubularin phosphatase. 1ACATTCCACTCCAAAACCTGG0.448

+ 7 847XPO7_uc010lti.2_Missense_Mutation_p.P258S|XPO7_uc010ltj.1_RNA|XPO7_uc010ltk.2_Missense_Mutation_p.P250SNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5AGTGCAGATTCCCACCAGCTG0.498

- 2 580 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3CACACGGTGCCCCACTGGCCA0.657

+ 11 1101ADAM28_uc003xdx.2_Missense_Mutation_p.E340K|ADAM28_uc011kzz.1_Missense_Mutation_p.E107K|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.E27KNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5AATGGCACATGAAATGGGCCA0.408

+ 6 567ADAM7_uc003xea.1_Missense_Mutation_p.E152QNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5AGATGAGGGAGAACATTTGGT0.398

+ 14 2262PPP2R2A_uc003xek.2_Intron|CDCA2_uc011lae.1_Missense_Mutation_p.E595K|CDCA2_uc003xeq.1_Missense_Mutation_p.E580K|CDCA2_uc003xer.1_Missense_Mutation_p.E258KNM_152562 NP_689775 Q69YH5 CDCA2_HUMAN 0TCCTATTCCCGAGCTGCCTGA0.433 rs144313074

- 13 1348PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4TTGATTATTTCCTTGTGTTGA0.473

+ 14 2032DPYSL2_uc003xfa.2_Missense_Mutation_p.P666L|DPYSL2_uc010luk.1_RNA|DPYSL2_uc011lah.1_Missense_Mutation_p.P525LNM_001386 NP_001377 Q16555 DPYL2_HUMAN 1ATCGTGGCGCCCCCCGGTGGC0.642

- 18 2312 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2CCTTCACCTTCTCCACGATTC0.517

- 2 186 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2AAGATGTTACCTGGATGCGGT0.423

- 3 7453 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7GTGGGATCTGGGGAATTTTTA0.413

+ 13 2365WRN_uc011lbe.1_Splice_Site_p.D54_splice|WRN_uc010lvk.2_Splice_Site_p.T16_spliceNM_000553 NP_000544 Q14191 WRN_HUMAN 7TTTATTTCCAGACTTTTTGTG0.348

+ 33 4737WRN_uc010lvk.2_Missense_Mutation_p.A784SNM_000553 NP_000544 Q14191 WRN_HUMAN 7GAAGATTATTGCTGATGTTAT0.488

+ 10 1221ASH2L_uc011lbk.1_Missense_Mutation_p.R249Q|ASH2L_uc003xku.3_Missense_Mutation_p.R294Q|ASH2L_uc010lwa.2_Missense_Mutation_p.R294QNM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN B30.2/SPRY. 2CTACATGATCGAGGTATGTAA0.458

+ 1 130 IDO1_uc003xnn.2_RNA NM_002164 NP_002155 P14902 I23O1_HUMAN 2ACACGCTATGGAAAACTCCTG0.458

- 3 270ZMAT4_uc003xns.2_Missense_Mutation_p.V42INM_024645 NP_078921 Q9H898 ZMAT4_HUMANMatrin-type 1. 3TACAGTCGGACTTTGCTTGCA0.473

+ 8 1833_1834 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0TGAAGGATCGCCACCTGGTGGC0.54

- 29 3545NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Missense_Mutation_p.S470F|ANK1_uc003xoi.2_Missense_Mutation_p.S1154F|ANK1_uc003xoj.2_Missense_Mutation_p.S1154F|ANK1_uc003xol.2_Missense_Mutation_p.S1154F|ANK1_uc003xom.2_Missense_Mutation_p.S1195FNM_020476 NP_065209 P16157 ANK1_HUMAN 9GTCGGTCCAGGAAGGAGGTAG0.657

+ 3 512POTEA_uc003xqa.1_Missense_Mutation_p.D157NNM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1ACATGGCACTGATCCAAATCT0.393

+ 11 1489MCM4_uc003xql.1_Missense_Mutation_p.A465V|MCM4_uc011ldi.1_Missense_Mutation_p.A452VNM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4CTTGCTTCAGCCTTGGCTCCA0.373

+ 4 407 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0AAAGATCTGTCTGCTACTGGG0.393



- 6 1180PCMTD1_uc011ldm.1_Missense_Mutation_p.R150K|PCMTD1_uc003xqw.3_Missense_Mutation_p.R280K|PCMTD1_uc011ldn.1_Missense_Mutation_p.R92K|PCMTD1_uc010lya.2_Missense_Mutation_p.R204KNM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0CTGTTTAACTCTCTTTCTTTT0.343

+ 4 5198 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TGGCTCTTCTGAACAGGTATC0.413

+ 4 5358 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GACATAGAGGAAGGAGTACTG0.413

+ 3 1918 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2TCCCCATCTCCTCCAAGGCTG0.458

- 3 1742PLAG1_uc003xsr.3_Missense_Mutation_p.P431S|PLAG1_uc010lyi.2_Missense_Mutation_p.P431S|PLAG1_uc010lyj.2_Missense_Mutation_p.P349SNM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMANActivates transcription; Inhibition of nuclear import due to lack of NLS and KPNA2 interaction.|Massively activates transcription.129GGATTATAGGGAGGACCATTT0.453

- 3 571_572 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1AGAATACATCCCTTCTGTCACC0.46

+ 26 3299 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17AATGTAGCAGGAGATGAACAG0.383

+ 6 686C8orf34_uc010lyy.1_Missense_Mutation_p.D213Y|C8orf34_uc003xyb.2_Missense_Mutation_p.D188YNM_052958 NP_443190 Q49A92 CH034_HUMAN 1AAGCAAAAATGACCAATGGGA0.443

+ 4 760CRISPLD1_uc011lfk.1_5'UTR|CRISPLD1_uc011lfl.1_5'UTRNM_031461 NP_113649 Q9H336 CRLD1_HUMAN 2TAGATATAGGCCCCCGACGTT0.363

- 6 890 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMANCytoplasmic (Potential). 0CTTGTCTGAAGGCTGaaaaca0.418

+ 4 459_460WWP1_uc010mai.2_5'UTRNM_007013 NP_008944 Q9H0M0 WWP1_HUMAN C2. 2AGTAGTTCTTCTAATCCAAAAT0.332

- 10 1109CNGB3_uc010maj.2_Nonsense_Mutation_p.R217*NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANExtracellular (Potential). 3CCAGTTGTTCGAATAACTCTG0.363

+ 9 1191SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Missense_Mutation_p.L305F|SLC26A7_uc003yfa.2_Missense_Mutation_p.L305FNM_052832 NP_439897 Q8TE54 S26A7_HUMANCytoplasmic (Potential). 2GATGAACATCCTCTCTGCGGT0.438

+ 4 554POP1_uc011lgv.1_Missense_Mutation_p.P152S|POP1_uc003yik.2_Missense_Mutation_p.P152SNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CAAACGCCTTCCCAGACGGTT0.458

+ 13 1978POP1_uc011lgv.1_Nonsense_Mutation_p.W626*|POP1_uc003yik.2_Nonsense_Mutation_p.W626*NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CAAAGGGCTGGGGCATGGCTT0.408

+ 2 600OSR2_uc010mbn.2_Missense_Mutation_p.S22F|OSR2_uc003yiq.2_Missense_Mutation_p.S22F|OSR2_uc011lgx.1_Missense_Mutation_p.S143FNM_001142462 NP_001135934 Q8N2R0 OSR2_HUMAN 1ACCAATTACTCCTTCCTGCAG0.647

- 4 388RGS22_uc003yja.1_5'UTR|RGS22_uc003yjc.1_Missense_Mutation_p.E65K|RGS22_uc010mbo.1_RNANM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7AGTTGTTTTTCCAGAAATTGT0.323

- 16 1945UBR5_uc003yks.1_Missense_Mutation_p.P638SNM_015902 NP_056986 O95071 UBR5_HUMAN 28TTTGGTGCAGGGGTTGACCGT0.383

+ 3 753 NM_001100117 NP_001093587 Q9UQ26 RIMS2_HUMAN 15GAGAAAAGTCGATCTCATGGG0.453

+ 24 3741RIMS2_uc003ylp.2_Missense_Mutation_p.G1149D|RIMS2_uc003ylw.2_Missense_Mutation_p.G1156D|RIMS2_uc003ylq.2_Missense_Mutation_p.G963D|RIMS2_uc003ylr.2_Missense_Mutation_p.G988DNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15TCTACAGATGGTAGCATGAAC0.493

+ 8 1278ZFPM2_uc011lhs.1_Missense_Mutation_p.E150K|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5GACCAGAAGCGAACTTCCCCA0.498

- 6 1456ANGPT1_uc011lhv.1_Missense_Mutation_p.R130C|ANGPT1_uc003ymo.2_Missense_Mutation_p.R329C|ANGPT1_uc003ymp.3_Missense_Mutation_p.R129CNM_001146 NP_001137 Q15389 ANGP1_HUMANFibrinogen C-terminal. 7CCATCTTCACGATGTTGTATT0.338

+ 2 998 NM_003301 NP_003292 P34981 TRFR_HUMANCytoplasmic (Potential). 3CCAGAAATTCCGTGCAGCCTT0.438

+ 38 5815 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential).|IPT/TIG 11. 14ATTGCTTATCCACCTTTGCTT0.403

+ 49 8241 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AGTCGGCCATCTTGATGAACT0.468

- 69 10939CSMD3_uc003yns.2_Missense_Mutation_p.G2796R|CSMD3_uc003ynt.2_Missense_Mutation_p.G3554R|CSMD3_uc011lhx.1_Missense_Mutation_p.G3425RNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63TGAATAAATCCTTGAAATACA0.353

- 29 4972CSMD3_uc003yns.2_Missense_Mutation_p.P877S|CSMD3_uc003ynt.2_Missense_Mutation_p.P1565S|CSMD3_uc011lhx.1_Missense_Mutation_p.P1501SNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 9. 63TATGGATGAGGGAAGTTTGGT0.373

- 8 1529CSMD3_uc003ynt.2_Missense_Mutation_p.R417K|CSMD3_uc011lhx.1_Missense_Mutation_p.R353KNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63TTTAAATCCTCTAGATTTAAA0.289

- 6 595ENPP2_uc003yos.1_Missense_Mutation_p.S170F|ENPP2_uc010mdd.1_Missense_Mutation_p.S170FNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7GCCATCCACGGAGAAGATGAT0.373

+ 3 560DEPDC6_uc011lid.1_IntronNM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0CGGCACCTTCCCATTGGATAA0.408

+ 10 1107 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 2.|Cytoplasmic (Potential). 11GAACTGTGCTGATCCTGTGTG0.502

+ 31 4245 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 5.|Cytoplasmic (Potential). 11AATCCAGCAAGGGATTCCGCC0.488

- 13 1928FAM135B_uc003yux.2_Missense_Mutation_p.G487E|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.G148E|FAM135B_uc003yvb.2_Missense_Mutation_p.G148ENM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9CCTGTCTAATCCATACTTATC0.448

+ 7 942DENND3_uc010mep.2_Missense_Mutation_p.D235NNM_014957 NP_055772 A2RUS2 DEND3_HUMAN DENN. 1CTTCTCCTCGGACTGGGCTCT0.542

+ 3 837LY6K_uc011ljw.1_3'UTR|LY6K_uc011ljx.1_3'UTRNM_017527 NP_059997 Q17RY6 LY6K_HUMAN UPAR/Ly6. 1CTGGGAGCATGGGTGAGAGCT0.547

+ 3 1031_1032SPATC1_uc011lkx.1_Missense_Mutation_p.P310LNM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2CAGGCCCAGCCCAGTGCCGCCC0.396

- 8 1526ERMP1_uc011lme.1_RNA|ERMP1_uc010mhs.1_Missense_Mutation_p.S105FNM_024896 NP_079172 Q7Z2K6 ERMP1_HUMANHelical; (Potential). 1CAGACAAACGGAGACATAGAA0.368

- 20 1970PTPRD_uc003zkp.2_Missense_Mutation_p.A420V|PTPRD_uc003zkq.2_Missense_Mutation_p.A420V|PTPRD_uc003zkr.2_Missense_Mutation_p.A414V|PTPRD_uc003zks.2_Missense_Mutation_p.A410V|PTPRD_uc003zkl.2_Missense_Mutation_p.A420V|PTPRD_uc003zkm.2_Missense_Mutation_p.A407V|PTPRD_uc003zkn.2_Missense_Mutation_p.A420V|PTPRD_uc003zko.2_Missense_Mutation_p.A417VNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 2.|Extracellular (Potential). 22ATCCCTCGGGGCACTGGATGG0.507

- 16 2381MPDZ_uc010mhy.2_Missense_Mutation_p.P775L|MPDZ_uc010mhz.2_Missense_Mutation_p.P775L|MPDZ_uc011lmn.1_Missense_Mutation_p.P775L|MPDZ_uc003zlb.3_Missense_Mutation_p.P775LNM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 5. 6AGTCCCTGACGGTGCTCCCTT0.428

+ 3 403SH3GL2_uc011lmx.1_Splice_Site_p.K4_splice|SH3GL2_uc011lmy.1_Splice_SiteNM_003026 NP_003017 Q99962 SH3G2_HUMAN 1TCTCATTTCAGAAAGTGGATG0.383

- 14 1847HAUS6_uc011lmz.1_Missense_Mutation_p.P252S|HAUS6_uc003znl.1_Missense_Mutation_p.P396S|HAUS6_uc003znm.1_Missense_Mutation_p.P287SNM_017645 NP_060115 Q7Z4H7 HAUS6_HUMAN 2TTTTGAAATGGATCACTTTTT0.313

+ 18 2446DENND4C_uc011lnc.1_Missense_Mutation_p.P135S|DENND4C_uc011lnd.1_Missense_Mutation_p.P93S|DENND4C_uc003znr.2_Missense_Mutation_p.P93S|DENND4C_uc003zns.2_5'UTR|DENND4C_uc003znt.2_5'UTRNM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2AAAGCATTTTCCTGAGAGGAG0.393

- 1 5395 NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26TCATCTTCTCCTTCAGATATA0.473

+ 8 815 NM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0TTGTTCTTTAGGATCGAGAAT0.502

- 4 1773 NM_003028 NP_003019 Q15464 SHB_HUMANMediates interaction with LAT, FAK1, JAK1 and JAK3. 3CAGGGGGACGGCAGGATCCAC0.552

+ 1 526LOC442421_uc004aed.1_RNA 0CCTGGAGCCCAATCTGCTGGA0.607 rs141617852

+ 2 521 NM_021965 NP_068800 Q15124 PGM5_HUMAN 2ACAGAATGGCATCTTGTCGAC0.478



+ 8 1076PIP5K1B_uc011lrq.1_Splice_Site_p.R257_splice|PIP5K1B_uc004agv.2_Splice_SiteNM_003558 NP_003549 O14986 PI51B_HUMAN 1AGACTGCCGGGTAAGGAAGTT0.403

+ 10 1799PCSK5_uc004ajy.2_Missense_Mutation_p.A421S|PCSK5_uc004aka.2_IntronNM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3GACTTCCCGTGCGGGACATTT0.398

+ 19 3029_3030PCSK5_uc004aka.2_RNA|PCSK5_uc004akb.2_Missense_Mutation_p.G105KNM_006200 NP_006191 Q92824 PCSK5_HUMANCRM (Cys-rich motif). 3TTCAGAGAATGGATACAAATCC0.426

+ 3 1168GCNT1_uc010mpg.2_Missense_Mutation_p.P276L|GCNT1_uc010mph.2_Missense_Mutation_p.P276L|GCNT1_uc004akf.3_Missense_Mutation_p.P276L|GCNT1_uc010mpi.2_Missense_Mutation_p.P276L|GCNT1_uc004akh.3_Missense_Mutation_p.P276LNM_001490 NP_001481 Q02742 GCNT1_HUMANLumenal (Potential).|Catalytic (By similarity). 0AAAATGCTTCCTCCACTCGAA0.453

- 8 4085 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0CTTTGTCCATCGCCATGACCT0.542

- 5 692PRUNE2_uc004akn.2_Missense_Mutation_p.E190KNM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0GAAAGAATTTCCTCCTGCTTC0.433

+ 8 870VPS13A_uc004akp.3_Missense_Mutation_p.R204C|VPS13A_uc004akq.3_Missense_Mutation_p.R204C|VPS13A_uc004aks.2_Missense_Mutation_p.R204CNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10GAAACTGGTTCGTAAGGTAAA0.323

- 6 692FRMD3_uc004amr.1_Missense_Mutation_p.D150NNM_174938 NP_777598 A2A2Y4 FRMD3_HUMAN FERM. 2TCATCAGGATCGTAATCACCA0.388

- 9 1916UBQLN1_uc004amw.2_Missense_Mutation_p.P420SNM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0AGTGTATCAGGATTCTGCATC0.398

- 6 466HNRNPK_uc011lsw.1_5'UTR|HNRNPK_uc004and.3_5'UTR|HNRNPK_uc004ank.3_Missense_Mutation_p.S81N|HNRNPK_uc004anf.3_Missense_Mutation_p.S81N|HNRNPK_uc004anh.3_Missense_Mutation_p.S81N|HNRNPK_uc011lsx.1_Missense_Mutation_p.S81N|HNRNPK_uc004ani.3_Missense_Mutation_p.S81N|HNRNPK_uc004anj.3_Missense_Mutation_p.S81N|HNRNPK_uc004ann.3_Missense_Mutation_p.S81N|HNRNPK_uc004anl.3_Missense_Mutation_p.S81N|HNRNPK_uc004anm.3_Missense_Mutation_p.S81NNM_031262 NP_112552 P61978 HNRPK_HUMANKH 1.|5 X 4 AA repeats of G-X-G-G.|Necessary for interaction with DDX1.|2 X 22 AA approximate repeats.|Interaction with ASFV p30.1GGGGCCACTGCTGTCTGGGAC0.438

+ 15 2221PHF2_uc011lug.1_Missense_Mutation_p.P575S|PHF2_uc004auc.2_Missense_Mutation_p.P111SNM_005392 NP_005383 O75151 PHF2_HUMAN 1CGACGAGTTTCCCATCAGGAG0.597

- 1 79HSD17B3_uc010msc.1_Missense_Mutation_p.L11FNM_000197 NP_000188 P37058 DHB3_HUMAN 0AGCCCTGTGAGGATGAAGAAC0.547

- 2 252_253CTSL2_uc010msi.2_Missense_Mutation_p.P19L|CTSL2_uc004awu.2_5'UTR|CTSL2_uc010msj.1_5'UTR|CTSL2_uc010msk.2_5'UTRNM_001333 NP_001324 O60911 CATL2_HUMAN 0GTCAAATTTTGGAACAGCGGAG0.431

+ 1 1060 NM_004473 NP_004464 O00358 FOXE1_HUMAN Fork-head. 0CCCCAACGCGGAGGACATGTT0.647

- 4 617_618TRIM14_uc004ayf.1_Missense_Mutation_p.P107L|TRIM14_uc011luz.1_5'Flank|TRIM14_uc011lva.1_5'Flank|TRIM14_uc004ayg.1_Missense_Mutation_p.P200L|TRIM14_uc004ayh.1_Missense_Mutation_p.P200L|TRIM14_uc004ayi.1_Missense_Mutation_p.P200L|TRIM14_uc004ayj.1_Missense_Mutation_p.P107LNM_033220 NP_150089 Q14142 TRI14_HUMAN 1AGAGGGGCACGGGATGGCACAG0.594

+ 7 1282LPPR1_uc011lvi.1_Missense_Mutation_p.R271C|LPPR1_uc004bbc.2_Missense_Mutation_p.R295C|LPPR1_uc010mtc.2_Missense_Mutation_p.R279CNM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0TGAGGATCCCCGTGGAGTACC0.488

- 2 1691GRIN3A_uc004bbq.1_Missense_Mutation_p.E364KNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7GTCCTCAGTTCCTCCACATTC0.512

+ 4 324 NM_001340 NP_001331 Q14093 CYLC2_HUMAN31 X 3 AA repeats of K-K-X. 1ATGAGAATTTCTGAGAGACCA0.393

+ 5 644 NM_001340 NP_001331 Q14093 CYLC2_HUMAN3 X approximate tandem repeats.|31 X 3 AA repeats of K-K-X.|2.1 taacaaaaaagataaaaagga0.164

+ 1 578 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMANExtracellular (Potential). 3GTGGACACCTCCCTGGTGCAG0.438

- 1 842 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=7; (Potential). 0 ATAGAACATGGATATAATTTT0.393

- 14 2019IKBKAP_uc004bdl.2_Missense_Mutation_p.P151L|IKBKAP_uc011lwc.1_Missense_Mutation_p.P386L|IKBKAP_uc010mtq.2_Missense_Mutation_p.P151LNM_003640 NP_003631 O95163 ELP1_HUMAN 7TAGTTTCAGCGGGTTTACATC0.408

- 2 167TXNDC8_uc011lwl.1_Missense_Mutation_p.P40SNM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0TGGAAAACAGGAAACATCCTT0.353

- 3 245PTGR1_uc011lwr.1_Missense_Mutation_p.P48S|PTGR1_uc004bfi.3_Missense_Mutation_p.P48S|PTGR1_uc004bfj.3_5'UTR|PTGR1_uc010mue.2_Missense_Mutation_p.P48SNM_012212 NP_036344 Q14914 PTGR1_HUMAN 0CTCATGTAGGGATCCACGGTG0.353

- 3 359ALAD_uc011lxe.1_Intron|ALAD_uc004bhl.3_Missense_Mutation_p.V82MNM_000031 NP_000022 P13716 HEM2_HUMAN 0TACCTGGCCACTCCTGGGAGG0.522

- 13 3005AKNA_uc004bin.3_Missense_Mutation_p.P204L|AKNA_uc004bio.3_Missense_Mutation_p.P417L|AKNA_uc004bip.3_Missense_Mutation_p.P876L|AKNA_uc004bir.3_Missense_Mutation_p.P957L|AKNA_uc004bis.3_Missense_Mutation_p.P957L|AKNA_uc010mve.2_Missense_Mutation_p.P838L|AKNA_uc004bit.1_5'FlankNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6TGCAGCAAAGGGCTGGGCTAA0.622

- 15 4867 TNC_uc010mvf.2_IntronNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 10. 7AATAAAATCAGTACTAGGGGG0.458

- 9 1807ASTN2_uc004bjr.1_Missense_Mutation_p.G569D|ASTN2_uc004bjt.1_Missense_Mutation_p.G518DNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential). 9CAGATCATAGCCCCTCTCAAG0.493

- 8 1654TRAF1_uc011lyg.1_Missense_Mutation_p.A239V|TRAF1_uc010mvl.1_Missense_Mutation_p.A361VNM_005658 NP_005649 Q13077 TRAF1_HUMAN MATH. 3AGGCCGGAAGGCGTCAATGGC0.602

- 5 1118TRAF1_uc011lyg.1_Missense_Mutation_p.M60I|TRAF1_uc010mvl.1_Missense_Mutation_p.M182INM_005658 NP_005649 Q13077 TRAF1_HUMAN 3GCTTCTCCTTCATGAAGTGCT0.627

- 1 510_511 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANExtracellular (Potential). 3TGAGCAATTTCCCCAGTCACAC0.5

+ 15 2109RABGAP1_uc004bnl.3_RNA|RABGAP1_uc011lzj.1_5'UTRNM_012197 NP_036329 Q9Y3P9 RBGP1_HUMANRab-GAP TBC. 5TGCTGTGCTCCTTCTCCATGT0.413

+ 3 414LMX1B_uc004bqi.2_Missense_Mutation_p.V122M|LMX1B_uc011maa.1_Missense_Mutation_p.V122MNM_002316 NP_002307 O60663 LMX1B_HUMANLIM zinc-binding 2. 0CTGCTGCTGCGTGTGTGAACG0.632

+ 2 643 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin N-terminal. 3CTGCGCCCCGGCGAGGACGAG0.706

+ 2 870 NM_032536 NP_115925 Q96CW9 NTNG2_HUMAN 0AGATGAGGGCCCCACCTGGGA0.617

- 10 2516SETX_uc004cbj.2_Missense_Mutation_p.R397Q|SETX_uc010mzt.2_Missense_Mutation_p.R397QNM_015046 NP_055861 Q7Z333 SETX_HUMAN 3CTTAGTTTTTCGTTTTGAGGT0.348

+ 28 4493_4494ADAMTS13_uc004cdp.3_Intron|ADAMTS13_uc004cdt.1_Missense_Mutation_p.T1294I|ADAMTS13_uc004cdu.1_Missense_Mutation_p.T1263I|ADAMTS13_uc004cdw.3_Missense_Mutation_p.T1294I|ADAMTS13_uc004cdx.3_Missense_Mutation_p.T1263I|ADAMTS13_uc004cdz.3_Missense_Mutation_p.T1020I|ADAMTS13_uc004cea.1_3'UTR|ADAMTS13_uc004ceb.3_Missense_Mutation_p.T146I|C9orf7_uc011mdg.1_5'Flank|C9orf7_uc004cec.2_5'Flank|C9orf7_uc011mdh.1_5'Flank|C9orf7_uc011mdi.1_5'Flank|C9orf7_uc010nan.2_5'FlankNM_139025 NP_620594 Q76LX8 ATS13_HUMAN CUB 2. 6GGCGCTGGGACCGAGGGAGCCA0.624

+ 9 1443 NM_000787 NP_000778 P09172 DOPO_HUMAN 4GGCCACAGTGGTAAGTCACCC0.587 rs75075472

+ 36 3228 NM_000093 NP_000084 P20908 CO5A1_HUMANTriple-helical region. 11TGTTCCCAGGGACCCAATGGA0.607

- 15 4295CAMSAP1_uc004cgq.3_Missense_Mutation_p.P1322L|CAMSAP1_uc010nbg.2_Missense_Mutation_p.P1154LNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3GCTCAGTATGGGCAGGGCTTC0.627

- 3 443SEC16A_uc004chv.3_5'Flank|SEC16A_uc004chw.2_Missense_Mutation_p.T45I|SEC16A_uc010nbn.2_Missense_Mutation_p.T45I|SEC16A_uc010nbo.1_Missense_Mutation_p.T45INM_014866 NP_055681 O15027 SC16A_HUMAN 0CAACGGGCAAGTTGTCGGAGC0.567

- 34 6964 NM_017617 NP_060087 P46531 NOTC1_HUMANCytoplasmic (Potential). 856GGGTTGTATTGGTTCGGCACC0.647

- 12 2225ANAPC2_uc004clq.1_Missense_Mutation_p.E574KNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GGCCGCTCCTCCTCAATGACA0.662

- 6 1308ANAPC2_uc004clq.1_Missense_Mutation_p.P268LNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GACCATGGAAGGGTCCAGCAC0.622

+ 7 943NDOR1_uc004clx.2_Missense_Mutation_p.P278S|NDOR1_uc011mes.1_Missense_Mutation_p.P278S|NDOR1_uc004cly.2_Missense_Mutation_p.P244SNM_014434 NP_055249 Q9UHB4 NDOR1_HUMANFAD-binding FR-type. 0CATGCTGCAGCCGCGGGAGCC0.697

- 8 1332C9orf167_uc011mew.1_Intron|ENTPD8_uc004cmx.2_IntronNM_001033113 NP_001028285 Q5MY95 ENTP8_HUMANExtracellular (Potential). 1TTTCCAGGGCCTCTGGCAAAA0.632

+ 2 782SHOX_uc004cpi.2_Missense_Mutation_p.D31NNM_000451 NP_000442 O15266 SHOX_HUMAN 0AGGTAAGAAGGATTCCATTAC0.617



+ 3 380ASMT_uc010ncy.2_Missense_Mutation_p.G79R|ASMT_uc004cqe.2_Missense_Mutation_p.G79RNM_004043 NP_004034 P46597 HIOM_HUMAN 1GGAGACGAGGGGAGGAAAAGG0.493

+ 6 593ASMT_uc010ncy.2_Missense_Mutation_p.E150K|ASMT_uc004cqe.2_Missense_Mutation_p.E150KNM_004043 NP_004034 P46597 HIOM_HUMAN 1TGCCAGGTCCGAGGGCGAGCG0.567 rs147969184

- 5 557ARSD_uc004cqz.1_Intron|ARSD_uc004cra.1_Missense_Mutation_p.H161YNM_001669 NP_001660 P51689 ARSD_HUMAN 0TGGTGGCAGTGATCCCCGCGG0.557

- 5 3806 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TTCTCCATTTCCAACTGTTTG0.463

- 2 743NLGN4X_uc004crp.2_Missense_Mutation_p.P81L|NLGN4X_uc004crq.2_Missense_Mutation_p.P81L|NLGN4X_uc010ndi.2_Missense_Mutation_p.P81L|NLGN4X_uc004crr.2_Missense_Mutation_p.P81L|NLGN4X_uc010ndj.2_Missense_Mutation_p.P81LNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4TCCAGTGGGGGGTGAGGCATA0.567

+ 3 754 NM_013452 NP_038480 Q9H320 VCX1_HUMAN10 X 10 AA tandem repeats of L-S-Q-E-S- [EQ]-V-E-E-P.|8.|Glu-rich.0TCAGGAGAGCGAGATGGAAGA0.577

+ 4 1637 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8GGCCAGAGCCCACGCCATCAC0.682

+ 2 1482TLR8_uc004cvd.2_Missense_Mutation_p.R490CNM_138636 NP_619542 Q9NR97 TLR8_HUMANExtracellular (Potential). 7TCATTTCACCCGTCCTTTAAT0.388

+ 2 2823TLR8_uc004cvd.2_Missense_Mutation_p.E937KNM_138636 NP_619542 Q9NR97 TLR8_HUMANCytoplasmic (Potential).|TIR. 7TTGTCTAGAGGAGAGGGATTG0.438

+ 5 737EGFL6_uc004cvj.2_Missense_Mutation_p.A166V|EGFL6_uc011mik.1_Missense_Mutation_p.A67VNM_015507 NP_056322 Q8IUX8 EGFL6_HUMAN EGF-like 3. 2CTCCGCCTGGCCCCAAATGGA0.493

+ 9 1212PHEX_uc011mjr.1_Missense_Mutation_p.E337K|PHEX_uc011mjs.1_Missense_Mutation_p.E240KNM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3CAGCCCCTCCGAGAATGTGGT0.458

+ 17 1921PHEX_uc011mjr.1_Missense_Mutation_p.A573V|PHEX_uc011mjs.1_Missense_Mutation_p.A476VNM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3AGTTATGGTGCTATAGGAGTA0.323

+ 4 714PDK3_uc004dbh.2_Missense_Mutation_p.R162HNM_005391 NP_005382 Q15120 PDK3_HUMANHistidine kinase. 6ATCTCTTTCCGCATGCTTATT0.373

+ 3 201POLA1_uc004dbm.2_Missense_Mutation_p.E66K|POLA1_uc004dbn.2_5'UTRNM_016937 NP_058633 P09884 DPOLA_HUMAN 3TGTTTATGAAGAAGTTGATGA0.443

- 3 710 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1GCTCTCAGAGGGAAAATCTGT0.428

- 1 1742 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5GGGAGGCTCCGAGAATTGATG0.522

+ 7 1011 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1AACGGGCATGGACAGATGTAT0.333

- 4 550SRPX_uc004ddz.1_Missense_Mutation_p.G135E|SRPX_uc011mkh.1_Intron|SRPX_uc011mki.1_Missense_Mutation_p.G155ENM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 2. 0GGTCCGCTCCCCTTTCAACGT0.527

- 19 2489RPGR_uc004dea.2_RNA|RPGR_uc004dec.2_RNANM_000328 NP_000319 Q92834 RPGR_HUMAN 1GTCTCCTATGGATTTTATCTC0.368

- 15 2004 NM_004229 NP_004220 O60244 MED14_HUMANInteraction with SREBF1. 4GATTCTACTGGACATGGATCA0.323

+ 3 1187CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Nonsense_Mutation_p.W301*|GPR34_uc010nhg.2_Nonsense_Mutation_p.W301*|GPR34_uc004dfr.3_Nonsense_Mutation_p.W301*NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANExtracellular (Potential). 1CTTGCTACTGGAAAGAAATTG0.343

+ 10 1936CCDC120_uc011mmq.1_Missense_Mutation_p.R465C|CCDC120_uc004dmf.2_Missense_Mutation_p.R477C|CCDC120_uc010nil.2_Missense_Mutation_p.R477C|CCDC120_uc011mmr.1_Missense_Mutation_p.R477C|CCDC120_uc011mms.1_Missense_Mutation_p.R465CNM_033626 NP_296375 Q96HB5 CC120_HUMAN Pro-rich. 1ACCCCTCTCCCGCCGGGATGG0.697

- 4 491 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2TCCACGGGGACCGCCTCATAA0.582

- 9 1380PRICKLE3_uc011mmv.1_Missense_Mutation_p.E384K|PRICKLE3_uc011mmw.1_Missense_Mutation_p.E371K|PRICKLE3_uc011mmx.1_Missense_Mutation_p.E414KNM_006150 NP_006141 O43900 PRIC3_HUMAN 1CCGGGGGACTCTGGGGGCGGC0.682

- 24 3302 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2AAGCCGAGCTAAGTGCTGCAT0.502

- 2 224PHF8_uc004dst.2_Missense_Mutation_p.D15N|PHF8_uc004dsw.2_Missense_Mutation_p.D15N|PHF8_uc004dsy.2_Missense_Mutation_p.D15NNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN PHD-type. 3CGGGTCACATCGTAAGGCAGC0.637

+ 1 222 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMANHelical; (Potential). 3AGGCTTAGTAGGCCGAGCAGC0.562

+ 6 900 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN 3AGGTGTGGTTCCCAACAAAGG0.463

- 7 867MTMR8_uc011mou.1_Missense_Mutation_p.R267C|MTMR8_uc004dvt.1_Missense_Mutation_p.R267CNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4AATCTGAAGCGAATGTTGGCA0.488

- 5 732ZC4H2_uc004dvv.2_Missense_Mutation_p.P192L|ZC4H2_uc011mov.1_Missense_Mutation_p.P192L|ZC4H2_uc011mow.1_Missense_Mutation_p.P161S|ZC4H2_uc004dvw.1_3'UTRNM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1CGGCTTTTTGGGGTTCCGGGA0.502

- 12 1816LAS1L_uc004dwc.1_Missense_Mutation_p.E565K|LAS1L_uc004dwd.1_Missense_Mutation_p.E523K|LAS1L_uc004dvy.1_Missense_Mutation_p.E95K|LAS1L_uc004dvz.1_Missense_Mutation_p.E95KNM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 ttttcttcctcctcctcTACC 0.338

+ 2 259 MSN_uc010nkp.1_RNA NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10GTTTGCCATCCAGCCCAACAC0.517

+ 17 2908HEPH_uc004dwn.2_Missense_Mutation_p.D950N|HEPH_uc004dwo.2_Missense_Mutation_p.D680N|HEPH_uc010nkr.2_Missense_Mutation_p.D758N|HEPH_uc011mpa.1_Missense_Mutation_p.D950N|HEPH_uc010nks.2_Missense_Mutation_p.D239NNM_138737 NP_620074 Q9BQS7 HEPH_HUMANExtracellular (Potential).|Plastocyanin-like 6. 9TGGGTCCCAGGATCCAGGCAG0.413

+ 3 2950AR_uc011mpd.1_Missense_Mutation_p.C612F|AR_uc011mpe.1_RNA|AR_uc011mpf.1_Missense_Mutation_p.C612F|AR_uc004dwv.1_Missense_Mutation_p.C80FNM_000044 NP_000035 P10275 ANDR_HUMANNR C4-type.|Interaction with HIPK3 (By similarity).|Nuclear receptor.8AGGAAAAATTGTCCATCTTGT0.333

+ 1 846_847 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN OTU. 2CACTACAACTCCGTGACACCGC0.678

+ 3 333 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1TGGACCCTATGGAAGTATTTC0.552

- 1 748 NM_002565 NP_002556 P51582 P2RY4_HUMANExtracellular (Potential). 1TCTTCAGGCCGAGTGGTGTCA0.572

+ 13 2066MED12_uc011mpq.1_Missense_Mutation_p.D623N|MED12_uc004dyz.2_Missense_Mutation_p.D623N|MED12_uc004dza.2_Missense_Mutation_p.D470NNM_005120 NP_005111 Q93074 MED12_HUMAN 4CTCCCGAGGGGACCTTGCCTT0.537

+ 18 2649MED12_uc011mpq.1_Missense_Mutation_p.R817H|MED12_uc004dyz.2_Missense_Mutation_p.R817H|MED12_uc004dza.2_Missense_Mutation_p.R664HNM_005120 NP_005111 Q93074 MED12_HUMAN 4AAGCGGCGACGCAACCGGCCT0.562

+ 1 193BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.G48RNM_138923 NP_620278 P21675 TAF1_HUMANProtein kinase 1. 17CAACATCAATGGAGCCGGGCA0.617

+ 6 978BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.D330ENM_138923 NP_620278 P21675 TAF1_HUMANProtein kinase 1. 17TCTCTGATGATGAAGTAGGCA0.423 rs139324935

- 1 1205NHSL2_uc011mqa.1_Intron|RGAG4_uc004eaj.1_RNA|NHSL2_uc004eak.1_5'FlankNM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3CGGAAGAATTCCGACAGGCCT0.498

- 22 2756PHKA1_uc004eay.3_Missense_Mutation_p.E819K|PHKA1_uc011mqi.1_Missense_Mutation_p.E760KNM_002637 NP_002628 P46020 KPB1_HUMANCalmodulin-binding (Potential). 4TGACGAATTTCTCCCACTTTG0.413

- 21 2538PHKA1_uc004eay.3_Missense_Mutation_p.S746F|PHKA1_uc011mqi.1_Missense_Mutation_p.S687FNM_002637 NP_002628 P46020 KPB1_HUMAN 4TACACGAACAGAGGGAACCTT0.388

- 21 2534PHKA1_uc004eay.3_Missense_Mutation_p.P745S|PHKA1_uc011mqi.1_Missense_Mutation_p.P686SNM_002637 NP_002628 P46020 KPB1_HUMAN 4CGAACAGAGGGAACCTTTAGT0.388

+ 3 496CHIC1_uc010nlo.2_RNA|CHIC1_uc011mql.1_Missense_Mutation_p.P120Q|CHIC1_uc004ebl.3_Missense_Mutation_p.P120QNM_001039840 NP_001034929 Q5VXU3 CHIC1_HUMAN 0TAGGTGGCCCCAGAAGAATTT0.403

+ 1 331 NM_203303 NP_976048 Q8WW36 ZCH13_HUMAN 0GATCCTAAACGAGAGAGACGC0.502 rs142122114



- 9 1788ATRX_uc004ecq.3_Missense_Mutation_p.S481F|ATRX_uc004eco.3_Missense_Mutation_p.S304F|ATRX_uc004ecr.2_Missense_Mutation_p.S480F|ATRX_uc010nlx.1_Missense_Mutation_p.S519F|ATRX_uc010nly.1_Missense_Mutation_p.S464FNM_000489 NP_000480 P46100 ATRX_HUMAN 30GGAAGGAACAGACACAATATC0.398

+ 5 1611ATP7A_uc004ecw.2_Missense_Mutation_p.G484ENM_000052 NP_000043 Q04656 ATP7A_HUMANCytoplasmic (Potential). 0AAGGAGGAAGGAAAGAATTCA0.418

+ 5 380FAM46D_uc004edm.1_Missense_Mutation_p.T16PNM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2TCAAGTTATAACACTGGATCA0.358

- 32 3981BRWD3_uc010nmi.1_RNA|BRWD3_uc004edo.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edp.2_Nonsense_Mutation_p.R1069*|BRWD3_uc004edq.2_Nonsense_Mutation_p.R836*|BRWD3_uc010nmj.1_Nonsense_Mutation_p.R836*|BRWD3_uc004edr.2_Nonsense_Mutation_p.R910*|BRWD3_uc004eds.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edu.2_Nonsense_Mutation_p.R910*|BRWD3_uc004edv.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edw.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edx.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edy.2_Nonsense_Mutation_p.R836*|BRWD3_uc004edz.2_Nonsense_Mutation_p.R910*|BRWD3_uc004eea.2_Nonsense_Mutation_p.R910*|BRWD3_uc004eeb.2_Nonsense_Mutation_p.R836*NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4CCAATAAATCGAAGTAAGACA0.289

- 18 1821RPS6KA6_uc011mqt.1_Missense_Mutation_p.P582S|RPS6KA6_uc011mqu.1_Missense_Mutation_p.P479SNM_014496 NP_055311 Q9UK32 KS6A6_HUMANProtein kinase 2. 8GTGTAGCATGGAGTTAAGAGA0.363

- 1 2116PCDH19_uc004efw.3_Missense_Mutation_p.R147H|PCDH19_uc004efx.3_Missense_Mutation_p.R147HNM_020766 NP_001098713 Q8TAB3 PCD19_HUMANCadherin 2.|Extracellular (Potential). 7CAGCGGGATGCGCGTGCCAGG0.597

- 7 806TSPAN6_uc010nna.1_Missense_Mutation_p.R141CNM_003270 NP_003261 O43657 TSN6_HUMANCytoplasmic (Potential). 1GTTATGGCACGAGAGAGGCAG0.388 rs149522304

+ 5 733DRP2_uc011mrh.1_Missense_Mutation_p.D44NNM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 1. 2CAGCCAAAAGGATGAGGAGTT0.537

- 2 3817ZMAT1_uc011mrl.1_Missense_Mutation_p.R278W|ZMAT1_uc004ein.2_Missense_Mutation_p.R107W|ZMAT1_uc011mrm.1_Missense_Mutation_p.R107WNM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1GCGTATGTCCGGAAAGTCTCA0.403

- 19 2476NXF2B_uc004eiz.3_Missense_Mutation_p.P114S|NXF2B_uc004eja.3_Missense_Mutation_p.P202S|NXF2_uc004eiy.3_Missense_Mutation_p.P202SNM_001099686 NP_001093156 Q9GZY0 NXF2_HUMAN RRM. 1ACAGAGTAGGGCGCAGTAGAA0.483

+ 5 3170GPRASP1_uc004eji.3_Missense_Mutation_p.R790K|GPRASP1_uc010nod.2_Missense_Mutation_p.R790KNM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2GAAGAGGACAGACTAGAGCCA0.512

+ 4 3118GPRASP2_uc004ejl.2_Missense_Mutation_p.S595F|GPRASP2_uc004ejm.2_Missense_Mutation_p.S595F|GPRASP2_uc011mrp.1_5'FlankNM_138437 NP_612446 Q96D09 GASP2_HUMAN 1AAAATTGGTTCTGAAGAGTTT0.418

- 2 356 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1AGGGGCGGCTCCTCCTGCTGT0.716

- 2 218_219 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1CGCTTCTGTTCCGTACTCAGGT0.594 rs76590545

+ 23 4165NRK_uc010npc.1_Missense_Mutation_p.D956NNM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN CNH. 14TTTGAATAATGATCCAGAAAG0.373

+ 4 2403MUM1L1_uc004emg.1_Missense_Mutation_p.S585LNM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4TGGCTGAAATCATTTTTGAAT0.398

- 16 2786MORC4_uc004emp.3_Intron|MORC4_uc004emv.3_Missense_Mutation_p.R848K|MORC4_uc004emw.3_Missense_Mutation_p.R596KNM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1CTCTTTGGTTCTTTCCAGCTC0.488

+ 4 634VSIG1_uc011msk.1_Missense_Mutation_p.S194FNM_182607 NP_872413 Q86XK7 VSIG1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 2CACACTATTTCCCTTTCCTGT0.438

+ 7 1165VSIG1_uc011msk.1_Missense_Mutation_p.G371ENM_182607 NP_872413 Q86XK7 VSIG1_HUMANCytoplasmic (Potential). 2 cctgccccagGATCAGAGCCT0.378

- 35 3519COL4A6_uc004env.3_Missense_Mutation_p.G1138E|COL4A6_uc011msn.1_Missense_Mutation_p.G1138E|COL4A6_uc010npk.2_Missense_Mutation_p.G1138ENM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8TCCTGGTTCTCCTCTCATGCC0.493

- 23 1976COL4A6_uc004env.3_Missense_Mutation_p.G624R|COL4A6_uc011msn.1_Missense_Mutation_p.G624R|COL4A6_uc010npk.2_Missense_Mutation_p.G624RNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CCAGGAAGTCCTGGTAACCCA0.547

- 22 1791COL4A6_uc004env.3_Missense_Mutation_p.S562F|COL4A6_uc011msn.1_Missense_Mutation_p.S562F|COL4A6_uc010npk.2_Missense_Mutation_p.S562FNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CTGGGAGCCAGAATCACCCCG0.547

+ 7 588COL4A5_uc011mso.1_Missense_Mutation_p.G129ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4TCCTTCTAGGGAGAACGTGGA0.363

+ 33 3029COL4A5_uc011mso.1_Nonsense_Mutation_p.K943*|COL4A5_uc004eob.1_Nonsense_Mutation_p.K551*NM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4AAAAGGTAGTAAAGGAGAGCC0.478

- 4 1315GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANExtracellular (Potential). 8CCAAACAACGGTGAAACCTAT0.408

- 4 1167_1168DCX_uc011msv.1_Missense_Mutation_p.A332V|DCX_uc004epe.2_Missense_Mutation_p.A251V|DCX_uc004epf.2_Missense_Mutation_p.A251V|DCX_uc004epg.2_Missense_Mutation_p.A251VNM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4CAGGACCACAGGCAATAAACAC0.401

- 2 213KLHL13_uc004eqk.2_5'UTR|KLHL13_uc011mtn.1_5'UTR|KLHL13_uc011mto.1_Missense_Mutation_p.E45K|KLHL13_uc011mtp.1_Missense_Mutation_p.E53K|KLHL13_uc004eqm.2_5'UTR|KLHL13_uc011mtq.1_Missense_Mutation_p.E35KNM_033495 NP_277030 Q9P2N7 KLH13_HUMAN 2AGGCCCATTTCGCTGCCTCCA0.433

+ 18 2910WDR44_uc004eqo.2_Missense_Mutation_p.R821C|WDR44_uc011mtr.1_Missense_Mutation_p.R740C|WDR44_uc010nqi.2_Missense_Mutation_p.R539CNM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5CAGGAGAGATCGTAATGACTT0.353

+ 2 270 NM_144658 NP_653259 Q5JSL3 DOC11_HUMANInteraction with activated CDC42 (By similarity). 3TGTTCCCAATGGAAGATATAT0.398

+ 28 3140DOCK11_uc004eqq.2_Missense_Mutation_p.S792NNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3GTGAACTATAGTTTGGCTAGC0.408

+ 4 1181LONRF3_uc004eqx.2_Missense_Mutation_p.G343R|LONRF3_uc004eqy.2_RNA|LONRF3_uc004eqz.2_Missense_Mutation_p.G128RNM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN 2TAAAGTGAAGGGGGATGGTCA0.532

- 3 446UPF3B_uc004esa.1_Missense_Mutation_p.K123NNM_080632 NP_542199 Q9BZI7 REN3B_HUMANSufficient for association with EJC core.|Necessary for interaction with UPF2.3AGGACTCACCTTTATTGTCAA0.358

- 12 2297ODZ1_uc011muj.1_Missense_Mutation_p.P744S|ODZ1_uc010nqy.2_Missense_Mutation_p.P745SNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANEGF-like 7.|Extracellular (Potential). 23TCCCATCCAGGGCTACACTCA0.458

- 1 846 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CACAACTTCTCTTTGATGTTA0.537

+ 15 1759OCRL_uc004eur.2_Missense_Mutation_p.H532YNM_000276 NP_000267 Q01968 OCRL_HUMAN 4CGCCCTCTTCCATATTGGGGT0.378

- 4 719ZDHHC9_uc004euw.2_Missense_Mutation_p.P117L|ZDHHC9_uc004eux.1_Missense_Mutation_p.P117L|ZDHHC9_uc004euy.1_Missense_Mutation_p.P44LNM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMANCytoplasmic (Potential). 1CTGGCCCTGGGGCACCGCACC0.468

- 8 1484ELF4_uc004eve.3_Missense_Mutation_p.G367RNM_001421 NP_001412 Q99607 ELF4_HUMAN 1AGCGACGGTCCCAATTCCAGA0.587

+ 5 1051ARHGAP36_uc004ewa.2_Missense_Mutation_p.P224S|ARHGAP36_uc004ewb.2_Missense_Mutation_p.P205S|ARHGAP36_uc004ewc.2_Missense_Mutation_p.P100SNM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN Rho-GAP. 3GAAACAAATCCCCCAGGTTGT0.458

- 16 3407IGSF1_uc004ewe.3_Missense_Mutation_p.E1051K|IGSF1_uc004ewf.2_Missense_Mutation_p.E1037KNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 10. 5ACTAGGAGTTCCAGGGTGTTG0.498

- 1 107MBNL3_uc004eww.2_Intron|MBNL3_uc010nrl.1_RNA|MBNL3_uc004ewu.3_Missense_Mutation_p.R10CNM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN 0TTGGTATCACGAATCAGGGCA0.398

- 6 2148USP26_uc011mvf.1_Missense_Mutation_p.P560SNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8TCACTCAAGGGAAGAGGTGGT0.378

- 4 611MMGT1_uc011mvw.1_Missense_Mutation_p.S169LNM_173470 NP_775741 Q8N4V1 MMGT1_HUMANCytoplasmic (Potential). 0TGCTGTATCCGAAGGCCGGAA0.358 rs150859420

+ 2 250CD40LG_uc010nsd.2_Missense_Mutation_p.H60D|CD40LG_uc010nse.1_RNANM_000074 NP_000065 P29965 CD40L_HUMANExtracellular (Potential). 1AAGGAATCTTCATGAAGATTT0.348

+ 4 416MAGEC1_uc010nsl.1_5'UTRNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCTCCTGAGAGCGACGACAC0.587 rs147626195

+ 4 914MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTCCTCCACTTTATTGAGTAT0.502

+ 4 1517MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TCTCCAGATTCCTATGACCTC0.478

+ 4 2019MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTGTCTCCTCACTACTTTCCT0.582



+ 5 398HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|MAGEA11_uc004fdr.2_Missense_Mutation_p.P70LNM_005366 NP_005357 P43364 MAGAB_HUMAN 2CAGATATTTCCCACAGTTCGG0.532

+ 5 1328_1329HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|MAGEA11_uc004fdr.2_Missense_Mutation_p.R380KNM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2GCCAATGGGAGGGATCCCACTT0.545

+ 2 988uc004fes.1_5'Flank|GPR50_uc011myc.1_Silent_p.T234TNM_004224 NP_004215 Q13585 MTR1L_HUMANHelical; Name=7; (Potential). 4CATAGCCTACTTCAACAGCTG0.502

- 5 994MAGEA10_uc004ffl.2_Missense_Mutation_p.P196SNM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0TGGCCAGTGGGATCCACTTCC0.493

+ 9 1488_1489 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3CGAAGCCCATGGCCATGGTGTT0.55

+ 3 567MAGEA6_uc004ffr.1_Nonsense_Mutation_p.R125*|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0CCTCAAGTATCGAGCCAGGGA0.527

- 3 1057MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.E235KNM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1ACACTGTCCTCCCTCCCATCA0.562

- 5 531CETN2_uc004fgr.2_Missense_Mutation_p.F91LNM_004344 NP_004335 P41208 CETN2_HUMAN EF-hand 4. 0ATGCGCAGGAACTCTTGCTCA0.393

- 1 662HAUS7_uc004fhl.2_RNA|HAUS7_uc004fhm.2_RNA|HAUS7_uc004fhn.1_Missense_Mutation_p.S35F|HAUS7_uc004fhp.1_RNA|HAUS7_uc011myq.1_RNANM_017518 NP_059988 Q99871 HAUS7_HUMAN 0AGCCGCCCTGGACACGCTGCT0.736

- 21 5897 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2CACACCCAGGGACTCGATGCC0.647

- 9 1978 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2AGAACAGCAGGGACACCTGAT0.607

- 9 1510FLNA_uc010nuu.1_Nonsense_Mutation_p.Q421*NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6ATGGGGTCCTGGATCACAACC0.682

+ 6 1686 NM_017514 NP_059984 P51805 PLXA3_HUMANExtracellular (Potential). 3GGGCTCCGGGGACCCGCACTG0.711

+ 10 2196 NM_017514 NP_059984 P51805 PLXA3_HUMANExtracellular (Potential). 3CTTCCAGGAGGGCAGGGTCCA0.667

+ 21 3855 NM_017514 NP_059984 P51805 PLXA3_HUMANHelical; (Potential). 3GGCGGCGGGGGGTGGGCTCCT0.677

+ 25 4487 NM_198576 NP_940978 O00468 AGRIN_HUMANLaminin G-like 1. 3TTCTGGGCGAGAGTCCCAGTG0.692

- 10 1151NADK_uc001aic.2_Missense_Mutation_p.M344V|NADK_uc001aid.3_Missense_Mutation_p.M344V|NADK_uc001aie.2_Missense_Mutation_p.M489V|NADK_uc010nyv.1_Missense_Mutation_p.M312V|NADK_uc009vkx.1_3'UTRNM_023018 NP_075394 O95544 NADK_HUMAN 0GGCGTGATCATGATGGCCGGC0.672

- 38 5594CHD5_uc001alz.1_Missense_Mutation_p.V689M|CHD5_uc001ama.1_RNANM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12AGGCACTCCACTTCAGCCAGG0.652

- 12 1431 NM_207420 NP_997303 Q6PXP3 GTR7_HUMANCytoplasmic (Potential). 0AAATGCGGTTTATCTCCACAA0.483

+ 35 3967KIF1B_uc001aqw.3_Nonsense_Mutation_p.W1209*|KIF1B_uc001aqy.2_Nonsense_Mutation_p.W1229*|KIF1B_uc001aqz.2_Nonsense_Mutation_p.W1255*|KIF1B_uc001ara.2_Nonsense_Mutation_p.W1215*|KIF1B_uc001arb.2_Nonsense_Mutation_p.W1241*NM_015074 NP_055889 O60333 KIF1B_HUMAN 3TCCTGGTTTGGTTTGAGATCA0.373

- 3 234C1orf127_uc001arr.1_Missense_Mutation_p.L77F|C1orf127_uc001ars.1_Missense_Mutation_p.L77FNM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1CTCTGAAGAAGGCCTTGTCTC0.607

+ 8 2164PTCHD2_uc001asi.1_Missense_Mutation_p.E676KNM_020780 NP_065831 Q9P2K9 PTHD2_HUMANCytoplasmic (Potential). 7GCTGGAGGTCGAGGAAGAGCC0.632

- 2 397CLCN6_uc010oav.1_Intron|CLCN6_uc010oaw.1_Intron|CLCN6_uc010oax.1_Intron|CLCN6_uc010oay.1_Intron|CLCN6_uc010oaz.1_Intron|CLCN6_uc010oba.1_IntronNM_006172 NP_006163 P01160 ANF_HUMAN 2TCCCAGGGGCCCCGCCCGAGG0.672

+ 1 307 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3CCAGAAGGTTCGCCCCAGGTG0.592

- 1 317HNRNPCL1_uc010obf.1_Missense_Mutation_p.M74INM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0GGCTAGCAATCATTCTGCCAT0.502

+ 11 1654DNAJC16_uc001awr.1_Nonsense_Mutation_p.R512*|DNAJC16_uc001awt.2_Nonsense_Mutation_p.R200*|DNAJC16_uc001awu.2_RNANM_015291 NP_056106 Q9Y2G8 DJC16_HUMANCytoplasmic (Potential). 3TTTTCTCCTTCGATGGTTCTA0.468

- 7 844CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0GTGCTGATGTGGGATTTGCGC0.647

+ 1 408KLHDC7A_uc009vpg.2_5'UTRNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3AAGCCCCAGAGAAAAGGCTCA0.627

+ 1 1307KLHDC7A_uc009vpg.2_Missense_Mutation_p.P201SNM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3CTTCCATATCCCGCTCACCCC0.647

- 2 117PLA2G2D_uc009vpo.2_RNANM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0GGCATTTTCCCAGTCACTTGC0.552

- 8 964ECE1_uc001bem.2_Nonsense_Mutation_p.E281*|ECE1_uc001bej.2_Nonsense_Mutation_p.E285*|ECE1_uc001bei.2_Nonsense_Mutation_p.E294*|ECE1_uc010odl.1_Nonsense_Mutation_p.E297*|ECE1_uc009vqa.1_Nonsense_Mutation_p.E297*NM_001397 NP_001388 P42892 ECE1_HUMANExtracellular (Potential). 3ATGGCCTCCTCGTCCCCGCCG0.622

- 15 1286RAP1GAP_uc001bev.2_Missense_Mutation_p.P343L|RAP1GAP_uc001bew.2_Missense_Mutation_p.P407L|RAP1GAP_uc001bey.2_Missense_Mutation_p.P343LNM_002885 NP_002876 P47736 RPGP1_HUMAN Rap-GAP. 3TCCAAAGAAGGGCACATCATC0.647

+ 10 1997EPHB2_uc001bge.2_Missense_Mutation_p.I619F|EPHB2_uc001bgf.2_Missense_Mutation_p.I618F|EPHB2_uc010odu.1_Missense_Mutation_p.I560FNM_017449 NP_059145 P29323 EPHB2_HUMANCytoplasmic (Potential). 5GGAAATTGACATCTCCTGTGT0.532

+ 10 1299GRHL3_uc001bix.2_Missense_Mutation_p.R413Q|GRHL3_uc001biz.2_Missense_Mutation_p.R320QNM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1GATGACGAGCGGAAGCAGTTC0.627

+ 20 6860ARID1A_uc001bmu.1_Missense_Mutation_p.C1946R|ARID1A_uc001bmx.1_Missense_Mutation_p.C1009R|ARID1A_uc009vsm.1_Missense_Mutation_p.C491R|ARID1A_uc009vsn.1_Missense_Mutation_p.C405RNM_006015 NP_006006 O14497 ARI1A_HUMAN 142GAACCCGGTGTGCCGGGAGAT0.597

- 17 2467MAP3K6_uc009vsw.1_Missense_Mutation_p.P732S|MAP3K6_uc001bnz.1_Missense_Mutation_p.P263SNM_004672 NP_004663 O95382 M3K6_HUMANProtein kinase. 9TCCTTCAGGGGTCCCCACACC0.582 rs138197184

- 2 203 NM_207397 NP_997280 Q6UWJ8 C16L2_HUMANExtracellular (Potential). 0ATATTCAGGCGGATCAGGGCT0.622

- 6 1602_1603SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CCTTTGACACGGAGCGGGATGG0.446 rs146685214

+ 3 532PTPRU_uc001brv.2_Missense_Mutation_p.R141H|PTPRU_uc001brw.2_Missense_Mutation_p.R141H|PTPRU_uc009vtq.2_Missense_Mutation_p.R141H|PTPRU_uc009vtr.2_Missense_Mutation_p.R141HNM_005704 NP_005695 Q92729 PTPRU_HUMANExtracellular (Potential).|MAM. 7TCCCACGGCCGTCAGTGGCAC0.652

+ 31 4434PTPRU_uc001brv.2_Missense_Mutation_p.G1438R|PTPRU_uc001brw.2_Missense_Mutation_p.G1432R|PTPRU_uc009vtq.2_Missense_Mutation_p.G1436R|PTPRU_uc009vtr.2_Missense_Mutation_p.G1429R|PTPRU_uc001brx.2_Missense_Mutation_p.G168RNM_005704 NP_005695 Q92729 PTPRU_HUMANCytoplasmic (Potential). 7GTACTTGGAGGGGCTGGAGTC0.602

- 2 900SPOCD1_uc001btu.2_Missense_Mutation_p.G281E|SPOCD1_uc001btv.2_IntronNM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6TTTCTCAGTCCCTGAGGCACA0.637

+ 13 1540LCK_uc001buy.2_Missense_Mutation_p.E468K|LCK_uc001buz.2_Missense_Mutation_p.E498K|LCK_uc001bva.2_Missense_Mutation_p.E475KNM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6CTGTCCAGAGGAGCTGTACCA0.597

- 5 825CSMD2_uc001bxm.1_Missense_Mutation_p.L306FNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 2.|Extracellular (Potential). 12GCTTACCAGAGGGAGGAGCCT0.542

- 2 150CSMD2_uc001bxm.1_Missense_Mutation_p.G81RNM_052896 NP_443128 Q7Z408 CSMD2_HUMANCUB 1.|Extracellular (Potential). 12TATGGGAACCCTGGGCTCTCA0.537

+ 5 796EIF2C1_uc001bzk.2_Missense_Mutation_p.E120K|EIF2C1_uc009vuy.2_5'FlankNM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3GGGTGGGCGCGAGGTCTGGTT0.632

- 4 672C1orf109_uc001cbn.2_RNA|C1orf109_uc010oig.1_Missense_Mutation_p.S224L|C1orf109_uc001cbo.2_Missense_Mutation_p.S223LNM_017850 NP_060320 Q9NX04 CA109_HUMAN 0CTGGATAGACGAAAGAAGATA0.438

+ 1 3712MACF1_uc010ois.1_Intron|MACF1_uc001cda.1_Intron|MACF1_uc001cdc.1_Intron|MACF1_uc010oiu.1_IntronNM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0AGTGCATGCTCCAGAGGAGCC0.617



- 2 265 NM_032526 NP_115915 Q9BXI3 5NT1A_HUMAN 1CTGAAGGGTTCGTTCTCATGT0.448

- 3 305HPCAL4_uc010oix.1_IntronNM_016257 NP_057341 Q9UM19 HPCL4_HUMAN EF-hand 2. 1CGCGAACTTGGAGGCGTCGCC0.692

+ 9 770PPIE_uc001cdt.1_Missense_Mutation_p.T177A|PPIE_uc010oiy.1_Missense_Mutation_p.T164A|PPIE_uc001cdu.1_RNA|PPIE_uc001cdv.2_Missense_Mutation_p.T243A|PPIE_uc001cdw.2_Missense_Mutation_p.T243A|PPIE_uc001cdx.1_Missense_Mutation_p.T159ANM_006112 NP_006103 Q9UNP9 PPIE_HUMANPPIase cyclophilin-type. 0TGGCCCAAACACCAATGGCTC0.547

+ 4 385NFYC_uc010ojm.1_Intron|NFYC_uc001cfx.3_Missense_Mutation_p.P126L|NFYC_uc009vwd.2_Missense_Mutation_p.P126L|NFYC_uc001cfz.2_Missense_Mutation_p.P126L|NFYC_uc010ojn.1_Missense_Mutation_p.P88L|NFYC_uc001cfy.3_Missense_Mutation_p.P126L|NFYC_uc001cgc.2_Missense_Mutation_p.P126L|NFYC_uc001cgb.2_Missense_Mutation_p.P126L|NFYC_uc001cgd.3_Missense_Mutation_p.P126L|MIR30E_hsa-mir-30e|MI0000749_5'Flank|uc001cgf.1_5'FlankNM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3CTGAAACCTCCAAAGCGTCAG0.423

+ 13 2096TIE1_uc010okd.1_Missense_Mutation_p.P673S|TIE1_uc010oke.1_Missense_Mutation_p.P628S|TIE1_uc009vwq.2_Missense_Mutation_p.P629S|TIE1_uc010okf.1_Missense_Mutation_p.P318S|TIE1_uc010okg.1_Missense_Mutation_p.P318SNM_005424 NP_005415 P35590 TIE1_HUMANFibronectin type-III 3.|Extracellular (Potential). 7TCTGCCTGGGCCAATATCCAA0.637

+ 11 2137_2138PTPRF_uc001cjs.2_Missense_Mutation_p.R600C|PTPRF_uc001cju.2_Missense_Mutation_p.R171C|PTPRF_uc009vwt.2_Missense_Mutation_p.R171C|PTPRF_uc001cjv.2_Missense_Mutation_p.R171CNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).|Fibronectin type-III 3. 10CCATTGAGGCCCGCACAGCCCA0.545

+ 7 936DMAP1_uc001clr.1_Missense_Mutation_p.R286C|DMAP1_uc001cls.1_Missense_Mutation_p.R286C|DMAP1_uc010oku.1_Missense_Mutation_p.R276CNM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0GCGCACGGAACGCAAGGCCCC0.617

+ 10 1654RNF220_uc001clw.1_Missense_Mutation_p.R432W|RNF220_uc010oky.1_Missense_Mutation_p.R219W|RNF220_uc010okz.1_Missense_Mutation_p.R174W|RNF220_uc001clx.1_Missense_Mutation_p.R148W|RNF220_uc001cly.1_Missense_Mutation_p.R111W|RNF220_uc001clz.1_Missense_Mutation_p.R111W|RNF220_uc001cma.1_Missense_Mutation_p.R111W|TMEM53_uc001cmb.1_IntronNM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2AGAGGCACTTCGGGGCGCAGT0.592

+ 5 842 FAAH_uc001cpv.2_RNANM_001441 NP_001432 O00519 FAAH1_HUMANCytoplasmic (By similarity). 2CATCTGCGGCCTCAAGCCCAC0.517

- 3 429CYP4A11_uc001cqq.2_Nonsense_Mutation_p.W126*|CYP4A11_uc010omm.1_RNANM_000778 NP_000769 Q02928 CP4AB_HUMAN 4ACATACCAATCCATGGAGCCA0.458

+ 4 485 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANLumenal (Potential). 1GAGAGTGTTCGGATGATGCTG0.483

+ 7 854SLC5A9_uc010oms.1_Intron|SLC5A9_uc001crn.2_Missense_Mutation_p.H293Y|SLC5A9_uc010omt.1_Missense_Mutation_p.H282Y|SLC5A9_uc001crp.2_5'UTR|SLC5A9_uc010omu.1_IntronNM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMANExtracellular (Potential). 3CGATGCTTTCCACATTCTTCG0.612

- 5 461SPATA6_uc001crs.1_Missense_Mutation_p.S99F|SPATA6_uc010omv.1_Missense_Mutation_p.S85F|SPATA6_uc001crt.2_5'UTRNM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1GTCATACGTAGACAGTGTTTC0.363

- 3 808 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1GAGGAGGCACAGGGTGAGGAG0.677

- 9 1016YIPF1_uc001cvv.2_RNA|YIPF1_uc001cvw.2_RNA|YIPF1_uc001cvx.2_RNA|YIPF1_uc001cvy.2_RNANM_018982 NP_061855 Q9Y548 YIPF1_HUMANLumenal (Potential). 2AGAATCCAACGAACAGCTTTC0.483 rs77267196

+ 5 553 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 TTAGGATTATCTAATATGATG0.333

- 2 1071C1orf168_uc009vzu.1_RNA|C1orf168_uc009vzv.1_Missense_Mutation_p.R222KNM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5CCAGCTTTTTCTGATATGTTG0.512

+ 4 575 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3CCAATTCCAGGATCACAGAAG0.498

- 11 1656C8B_uc010oon.1_Missense_Mutation_p.Q468R|C8B_uc010ooo.1_Missense_Mutation_p.Q478RNM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4GGCTAGGCCTTGGGATCCAAC0.498

- 2 286C8B_uc010oon.1_5'UTR|C8B_uc010ooo.1_Nonsense_Mutation_p.W21*NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4CACATGTGGTCCAAGAGGACC0.522

- 14 1620DAB1_uc001cyt.1_Missense_Mutation_p.L314F|DAB1_uc001cyq.1_Missense_Mutation_p.L314F|DAB1_uc001cyr.1_Missense_Mutation_p.L230F|DAB1_uc009vzw.1_Missense_Mutation_p.L298F|DAB1_uc009vzx.1_Missense_Mutation_p.L316FNM_021080 NP_066566 O75553 DAB1_HUMAN 3TGTTGGACGAGGGGCTGCTGA0.617

- 9 1371 NM_000775 NP_000766 P51589 CP2J2_HUMAN 1AACAGCTCAGTCCTGGCCAAC0.453

+ 8 1642_1643 uc001dbl.2_Intron NM_005012 NP_005003 Q01973 ROR1_HUMANHelical; (Potential). 19TGTGGCCATTCCCCTGGCCATT0.446

+ 9 3086 uc001dbm.2_5'Flank NM_005012 NP_005003 Q01973 ROR1_HUMANCytoplasmic (Potential). 19CATCCTGGTGGAATGGGTATC0.428

+ 3 1083PTGFR_uc001dim.2_Silent_p.L296LNM_000959 NP_000950 P43088 PF2R_HUMANExtracellular (Potential).p.G273*(1)|p.L296F(1) 6GGCCAACATTGGAATAAATGG0.343

+ 9 1814LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.E545K|LPHN2_uc001div.2_Missense_Mutation_p.E545K|LPHN2_uc009wcd.2_Missense_Mutation_p.E545K|LPHN2_uc001diw.2_Missense_Mutation_p.E116KNM_012302 NP_036434 O95490 LPHN2_HUMANExtracellular (Potential). 9TCTTGCCAATGAACTGGCTAA0.403

+ 14 2810LPHN2_uc001dis.2_Intron|LPHN2_uc001diu.2_Missense_Mutation_p.L877F|LPHN2_uc001div.2_Missense_Mutation_p.L877F|LPHN2_uc009wcd.2_Missense_Mutation_p.L877F|LPHN2_uc001diw.2_Missense_Mutation_p.L461F|LPHN2_uc009wce.1_5'FlankNM_012302 NP_036434 O95490 LPHN2_HUMANHelical; Name=2; (Potential). 9TTGTATCAACCTTTTCATTGC0.378

- 5 1606COL24A1_uc010osd.1_5'UTR|COL24A1_uc001dlk.2_RNA|COL24A1_uc010ose.1_RNA|COL24A1_uc010osf.1_RNA|COL24A1_uc009wcq.2_Missense_Mutation_p.G522RNM_152890 NP_690850 Q17RW2 COOA1_HUMANCollagen-like 1. 5CCAGGATTTCCATGTGGCCCT0.393

+ 7 1377LOC339524_uc001dme.1_IntronNM_012262 NP_036394 Q7LGA3 HS2ST_HUMANLumenal (Potential). 1AGAGCCCATGCCGTTCGAGAA0.383

- 3 1761CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Missense_Mutation_p.P349SNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0ACAGAAGGGGGAAGCCCTCTT0.537

+ 3 573 GBP6_uc010ost.1_IntronNM_198460 NP_940862 Q6ZN66 GBP6_HUMANGTP (By similarity). 2GACACCGAAGGTCTGGGCGAT0.507

- 3 2255ZNF644_uc001dnv.2_Intron|ZNF644_uc001dnx.2_Intron|ZNF644_uc001dny.1_Missense_Mutation_p.P705SNM_201269 NP_958357 Q9H582 ZN644_HUMAN 3TTCTTATGAGGAGAGCTGTTT0.378

+ 6 614CDC7_uc001dof.2_Missense_Mutation_p.S150F|CDC7_uc010osw.1_Missense_Mutation_p.S122F|CDC7_uc009wdc.2_Missense_Mutation_p.S150FNM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5AATTCTCTTTCCTTTCAAGAA0.294

+ 7 986 NM_173567 NP_775838 Q8IUS5 EPHX4_HUMAN 1AACATCACATGGTGACCACTC0.413

- 18 2304EVI5_uc010otf.1_Missense_Mutation_p.S776LNM_005665 NP_005656 O60447 EVI5_HUMANTargeting to the centrosomes.|Interaction with AURKB and INCENP.2CAAAGACATCGAACCAGATTT0.458

- 8 1144ABCA4_uc010otn.1_Missense_Mutation_p.A347VNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12CCCCAGAAAGGCCTTATAGTT0.473

- 5 567ABCA4_uc010otn.1_Missense_Mutation_p.D155NNM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12TTCAAGATATCCCTTATTCGT0.408

- 13 1775ARHGAP29_uc009wdq.1_RNA|ARHGAP29_uc001dqk.2_Missense_Mutation_p.A35GNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11TGAATTTGTGGCCTTGACAAA0.373

- 5 516DPYD_uc010oub.1_RNA|DPYD_uc001drw.2_Missense_Mutation_p.G127RNM_000110 NP_000101 Q12882 DPYD_HUMAN 8CATACCATTCCACAAGTCAGA0.353

+ 7 775_776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANHelical; Name=7; (Potential). 0CTCCTACCTACCGGAGGCAGGC0.386

- 16 2055COL11A1_uc001duk.2_Splice_Site|COL11A1_uc001dum.2_Splice_Site_p.R591_splice|COL11A1_uc001dun.2_Splice_Site_p.R540_splice|COL11A1_uc009weh.2_Splice_Site_p.R463_spliceNM_001854 NP_001845 P12107 COBA1_HUMAN 12ATAAGCCATACCCTTTTTCCA0.353

- 8 1555COL11A1_uc001duk.2_5'UTR|COL11A1_uc001dum.2_Missense_Mutation_p.E425K|COL11A1_uc001dun.2_Missense_Mutation_p.E374K|COL11A1_uc009weh.2_IntronNM_001854 NP_001845 P12107 COBA1_HUMANNonhelical region.p.F413V(1) 12ACGCTTGTTTCTGTAATATCA0.328

+ 10 1702ATXN7L2_uc001dxs.2_Missense_Mutation_p.V190L|ATXN7L2_uc001dxt.2_Missense_Mutation_p.V66L|CYB561D1_uc010ovl.1_5'Flank|CYB561D1_uc010ovm.1_5'Flank|CYB561D1_uc001dxu.2_5'Flank|CYB561D1_uc001dxw.2_5'Flank|CYB561D1_uc010ovn.1_5'Flank|CYB561D1_uc010ovo.1_5'Flank|CYB561D1_uc009wfd.2_5'Flank|CYB561D1_uc010ovp.1_5'FlankNM_153340 NP_699171 Q5T6C5 AT7L2_HUMAN 2CAAGGACGGGGTGGAGGTGGA0.602 rs148343235

+ 1 1834RBM15_uc001dzm.1_Missense_Mutation_p.S584F|uc001dzj.2_5'FlankNM_022768 NP_073605 Q96T37 RBM15_HUMAN 3TATCCTGACTCTGATTGGGTG0.567

- 11 1432OVGP1_uc001eaz.2_Missense_Mutation_p.S421F|OVGP1_uc010owb.1_Missense_Mutation_p.S107FNM_002557 NP_002548 Q12889 OVGP1_HUMAN 5CTTTCCAAGGGATACAGTTTC0.502

- 2 571KCND3_uc001ebv.1_Missense_Mutation_p.P31SNM_004980 NP_004971 Q9UK17 KCND3_HUMANCytoplasmic (Potential). 3TTGTCGGCCGGGGCCAGGGGC0.677

- 5 435 NM_005725 NP_005716 O60636 TSN2_HUMANExtracellular (Potential). 0TAAGCCTCTTCATACATGGTC0.403



+ 10 2007MAN1A2_uc009whg.1_Missense_Mutation_p.A219VNM_006699 NP_006690 O60476 MA1A2_HUMANLumenal (Potential). 0TTCCTGTAGGCTATAGAAAAA0.353

- 19 2687 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 TTTTCTCATTCATTTTAGATT0.328

+ 6 915HAO2_uc001ehr.1_Missense_Mutation_p.G188ENM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMANFMN hydroxy acid dehydrogenase. 4TTCCTATAGGGAAATGCAATA0.418

+ 10 4827BCL9_uc010ozr.1_Missense_Mutation_p.R1277WNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6TGGCAAGGATCGGGGGCCTGC0.597

- 6 1182ACP6_uc009wjj.1_Missense_Mutation_p.G197SNM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4CTGTCAATGCCCATCCTGTCC0.468

+ 12 1536NBPF16_uc009wkt.1_Missense_Mutation_p.D229NNM_001102663 NP_001096133 0GACTCCTTCAGATTATCTTGA0.483

- 19 2487_2488SEMA6C_uc001ewv.2_Missense_Mutation_p.E762K|SEMA6C_uc001eww.2_Missense_Mutation_p.E722K|SEMA6C_uc010pcq.1_Missense_Mutation_p.R663KNM_030913 NP_112175 Q9H3T2 SEM6C_HUMANCytoplasmic (Potential). 2CCCGGACCCTCCTTGGCGTTGT0.604

- 3 205 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMANS-100-like (By similarity).|EF-hand 1. 0GTCATTTGGTCTCTGTTAGGA0.433

- 3 8357 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16TGAGTGCCTGGAGCTGTCTTG0.592

- 3 2615 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16CCTATCTACCGATTGCTCGTG0.592

- 3 3984 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17AACTGTGGATCCTGACTTTGG0.478

+ 2 175_176 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5TGGTTCAAGCCCCTTGTGAGAT0.574

+ 2 81 NM_005547 NP_005538 P07476 INVO_HUMAN 3GTGACCCTCTCCCCTGCCCTC0.532

- 2 444 NM_005978 NP_005969 P29034 S10A2_HUMAN EF-hand 1. 1TGCAGAAGTTCCTTCATTTCC0.577

- 2 1302KCNN3_uc001ffo.2_Missense_Mutation_p.L25F|KCNN3_uc009wox.1_Missense_Mutation_p.L330FNM_002249 NP_002240 Q9UGI6 KCNN3_HUMANHelical; Name=Segment S2; (Potential). 1AAGCCCAAAAGGATGATGGTG0.542

+ 9 2666_2667RAG1AP1_uc010pey.1_Intron|RUSC1_uc001fkk.2_Missense_Mutation_p.P707M|RUSC1_uc009wqn.1_RNA|RUSC1_uc009wqo.1_Missense_Mutation_p.P344M|RUSC1_uc001fkl.2_Missense_Mutation_p.P403M|RUSC1_uc001fkp.2_Missense_Mutation_p.P344M|RUSC1_uc001fkq.2_Missense_Mutation_p.P238M|RUSC1_uc010pgb.1_Missense_Mutation_p.P311M|RUSC1_uc009wqp.1_Missense_Mutation_p.P338M|RUSC1_uc001fkn.2_Missense_Mutation_p.P122M|RUSC1_uc001fko.2_RNA|RUSC1_uc001fkr.2_Missense_Mutation_p.P344M|RUSC1_uc001fks.2_IntronNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2CTGGCTGCCCCCGACAGTGAGT0.579

- 3 4601ASH1L_uc001fkt.2_Missense_Mutation_p.S1374F|ASH1L_uc009wqr.1_Missense_Mutation_p.S1374FNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11TCCAGTACTAGAAAGAGGAAA0.438

+ 2 789SYT11_uc010pgq.1_IntronNM_152280 NP_689493 Q9BT88 SYT11_HUMANCytoplasmic (Potential).|C2 1. 2AGCCCTGGTGGTGACAATCCA0.532

+ 1 568 NM_181885 NP_871001 Q8TDU9 RL3R2_HUMANExtracellular (Potential). 0CGGGGTGGAGGGTGAGGTGTG0.662

- 22 2597 NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN IQ 4. 6ACCTAATATCCTGTAGTCATC0.542

+ 3 939PRCC_uc001fqb.2_Missense_Mutation_p.P217SNM_005973 NP_005964 Q92733 PRCC_HUMAN 27TGATACTAAGCCCTCCAGACT0.562

+ 20 2628PEAR1_uc001fqk.1_Splice_Site_p.V463_spliceNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3TCCCCTCTTAGGTTCCAGGCC0.642

- 5 921FCRL1_uc001frf.2_RNA|FCRL1_uc001frh.2_Missense_Mutation_p.H270Y|FCRL1_uc001fri.2_Missense_Mutation_p.H270Y|FCRL1_uc001frj.2_RNANM_052938 NP_443170 Q96LA6 FCRL1_HUMANIg-like C2-type 3.|Extracellular (Potential). 7TTTCCAGAATGTTCTTCAGTC0.557

+ 2 446 CD1C_uc001frv.2_5'FlankNM_001765 NP_001756 P29017 CD1C_HUMANExtracellular (Potential). 4ATGGCTGGACGAGTTGCAGAC0.498

- 1 509 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANExtracellular (Potential). 1AAGGTGATTCGAACCACAAAA0.483

- 1 122 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANHelical; Name=1; (Potential). 1GACCAGGTTTCCAACAACAAT0.428

+ 1 1024_1025 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMANCytoplasmic (Potential). 1TGGTTGGGCTGGGAAATAGATA0.416

+ 4 814PYHIN1_uc001fta.3_Missense_Mutation_p.S190F|PYHIN1_uc001ftc.2_Missense_Mutation_p.S181F|PYHIN1_uc001ftd.2_Missense_Mutation_p.S190F|PYHIN1_uc001fte.2_Missense_Mutation_p.S181FNM_152501 NP_689714 Q6K0P9 IFIX_HUMAN 4CCCAACACTTCCTCAACTGAG0.502

+ 5 1113IFI16_uc001ftg.2_Missense_Mutation_p.P169L|IFI16_uc010pis.1_IntronNM_005531 NP_005522 Q16666 IF16_HUMAN 1TCCCCATCTCCCAAGACCTCA0.532

+ 1 149 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMANHelical; Name=1; (Potential). 1ATCTTAACCTTAGCAGGCAAT0.433

+ 1 568 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMANExtracellular (Potential). 1CTTCTTCTGTGACATCCGCCC0.493

+ 9 1221FCRL6_uc001fuc.2_Splice_Site_p.K400_splice|FCRL6_uc009wsz.1_Splice_Site_p.K298_splice|FCRL6_uc009wta.2_IntronNM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3GGGAGAAAGGTGAGCTGGGAT0.542

+ 16 2249ATP1A2_uc001fvb.2_Missense_Mutation_p.G706E|ATP1A2_uc001fvd.2_Missense_Mutation_p.G442ENM_000702 NP_000693 P50993 AT1A2_HUMANCytoplasmic (Potential). 7TCCCTCCAGGGAGCCATTGTG0.612

+ 6 1150ATP1A4_uc001fvf.3_RNANM_144699 NP_653300 Q13733 AT1A4_HUMANCytoplasmic (Potential). 4GTGGACAACTCATCCTTGACT0.498

+ 11 1467NDUFS2_uc001fyw.2_Missense_Mutation_p.S340F|NDUFS2_uc010pkj.1_Missense_Mutation_p.S289F|NDUFS2_uc001fyx.2_Missense_Mutation_p.S314F|FCER1G_uc001fyz.1_5'Flank|FCER1G_uc001fza.1_5'FlankNM_004550 NP_004541 O75306 NDUS2_HUMAN 1ATGCGCCAGTCCCTGAGAATT0.522

+ 9 1469PBX1_uc010pku.1_Intron|PBX1_uc010pkv.1_Missense_Mutation_p.G321D|PBX1_uc001gcs.2_3'UTR|PBX1_uc010pkw.1_IntronNM_002585 NP_002576 P40424 PBX1_HUMAN 5GCTAATGGAGGTTGGCAGGAT0.458

- 10 1553ALDH9A1_uc010pky.1_Missense_Mutation_p.G389E|ALDH9A1_uc010pkz.1_Missense_Mutation_p.G473ENM_000696 NP_000687 P49189 AL9A1_HUMAN 0CTTCTTATATCCACCAAAGGG0.448

+ 4 236POU2F1_uc010plg.1_RNA|POU2F1_uc001ged.2_Missense_Mutation_p.G23D|POU2F1_uc001gee.2_Missense_Mutation_p.G25D|POU2F1_uc010plh.1_Missense_Mutation_p.G25D|POU2F1_uc001gef.2_Missense_Mutation_p.G37DNM_002697 NP_002688 P14859 PO2F1_HUMAN 5CAAACCAATGGTCTGGACTTT0.428

- 19 2651ADCY10_uc009wvk.2_Missense_Mutation_p.H693Y|ADCY10_uc010plj.1_Missense_Mutation_p.H632Y|ADCY10_uc009wvl.2_Missense_Mutation_p.H784YNM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3TTATCACTATGGAGAGTAACC0.373

- 13 3234 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6TTTCTTTTTTCGTGTCTTAAT0.408

- 14 2413SELP_uc001ggh.2_Intron|SELP_uc009wvr.2_Missense_Mutation_p.I782RNM_003005 NP_002996 P16109 LYAM3_HUMANHelical; (Potential). 4TATCAGACCTATCGTAGAAGC0.443

- 2 399C1orf112_uc001ggj.2_Intron|C1orf112_uc001ggo.2_5'Flank|uc010plt.1_5'Flank|C1orf112_uc001ggp.2_5'Flank|C1orf112_uc001ggq.2_5'Flank|C1orf112_uc009wvt.2_5'FlankNM_033418 NP_219486 O95568 MET18_HUMAN 0CTCTCTTCTCCTTTTTGACTT0.423

+ 6 799FMO3_uc001ghh.2_Missense_Mutation_p.P230S|FMO3_uc010pmb.1_Missense_Mutation_p.P210S|FMO3_uc010pmc.1_Missense_Mutation_p.P167SNM_001002294 NP_001002294 P31513 FMO3_HUMAN 1CAATGGTTATCCTTGGGACAT0.463

- 2 693_694TNR_uc009wwu.1_Missense_Mutation_p.P205S|TNR_uc010pmz.1_Missense_Mutation_p.P205SNM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11CAACCCAGCGGGCAGTAGGGCT0.589

- 1 97TNR_uc009wwu.1_Missense_Mutation_p.E6K|TNR_uc010pmz.1_Missense_Mutation_p.E6KNM_003285 NP_003276 Q92752 TENR_HUMAN 11ACCACTGTTTCCCCATCTGCC0.532

+ 8 4135PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16GCTGGAAAACAAGGAGTCAGT0.552

+ 19 2275C1orf125_uc009wxg.2_RNA|C1orf125_uc010pnl.1_RNA|C1orf125_uc001gmp.2_Missense_Mutation_p.M716I|C1orf125_uc009wxh.2_RNANM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0TGATTTTAATGATACCCAACT0.368



+ 24 5501CEP350_uc009wxl.2_Missense_Mutation_p.E1705DNM_014810 NP_055625 Q5VT06 CE350_HUMAN 4GTCTCCGTGAAAAGGCCTTGA0.393

+ 14 2207XPR1_uc009wxn.2_Missense_Mutation_p.P607LNM_004736 NP_004727 Q9UBH6 XPR1_HUMANCytoplasmic (Potential). 0CTGCGCCGGCCTCGCCTCGCT0.463

+ 18 2323CACNA1E_uc009wxs.2_Missense_Mutation_p.E627KNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential).|Poly-Glu. 6ACAGGAGGAAGAAGAGGCCTT0.552

+ 7 1086LAMC2_uc001gpz.3_Missense_Mutation_p.L258F|LAMC2_uc010poa.1_IntronNM_005562 NP_005553 Q13753 LAMC2_HUMANLaminin IV type A. 3AGCCAAATTTCTTGGGAATCA0.463

+ 7 1118LAMC2_uc001gpz.3_Missense_Mutation_p.S268R|LAMC2_uc010poa.1_5'UTRNM_005562 NP_005553 Q13753 LAMC2_HUMANLaminin IV type A. 3ATGGTCAAAGCCTGTCCTTTG0.478

- 2 1272RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0GGAAGCCTTCCAAGGTCCTTG0.438

- 8 1150FAM129A_uc001grb.1_Nonsense_Mutation_p.S82*|FAM129A_uc009wyh.1_Nonsense_Mutation_p.S147*|FAM129A_uc009wyi.1_Nonsense_Mutation_p.S117*NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4ATAGTTCTTTGAGTTCACAAT0.418

- 3 381FAM129A_uc009wyh.1_Splice_Site_p.P63_splice|FAM129A_uc009wyi.1_IntronNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4CCAATGGTGGCTTAAAGAAGA0.343

+ 15 1785PLA2G4A_uc010pos.1_Splice_Site_p.D467_spliceNM_024420 NP_077734 P47712 PA24A_HUMAN 3ATGTTTTTAAGATCCTGATGA0.308

- 6 1055FAM5C_uc010pot.1_Missense_Mutation_p.E173KNM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5CAGTCATTTTCCTTGCAGATA0.448

+ 7 1202CFH_uc001gti.3_Missense_Mutation_p.T321I|CFH_uc009wyw.2_Missense_Mutation_p.T321I|CFH_uc009wyx.2_Missense_Mutation_p.T257INM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 5. 6CCGAGATGTACCTGTAAGTTC0.358

+ 2 345CFHR1_uc001gtm.2_IntronNM_002113 NP_002104 Q03591 FHR1_HUMAN Sushi 1. 0AAGAAGGATGGTCACCAACAC0.388

+ 7 2615CRB1_uc010poz.1_Missense_Mutation_p.G758E|CRB1_uc010ppa.1_RNA|CRB1_uc009wza.2_Missense_Mutation_p.G715E|CRB1_uc010ppb.1_Intron|CRB1_uc010ppc.1_RNA|CRB1_uc010ppd.1_Missense_Mutation_p.G308E|CRB1_uc001gub.1_Missense_Mutation_p.G476ENM_201253 NP_957705 P82279 CRUM1_HUMANExtracellular (Potential).|Laminin G-like 2. 9ATCGAAAAGGGAGATGTCATC0.373

- 2 1445KIF14_uc010ppj.1_5'UTRNM_014875 NP_055690 Q15058 KIF14_HUMANRequired for PRC1-binding. 7TCTTCTTCGGGAAGAATTGTA0.383

- 2 1443KIF14_uc010ppj.1_5'UTRNM_014875 NP_055690 Q15058 KIF14_HUMANRequired for PRC1-binding. 7TTCTTCGGGAAGAATTGTATT0.383

- 7 1202_1203 NM_000069 NP_000060 Q13698 CAC1S_HUMANI.|Helical; Name=S6 of repeat I; (Potential). 5ACCAGGTTGAGGATGAAGAAGG0.401

- 5 176TNNI1_uc001gwo.1_RNA|TNNI1_uc001gwp.2_Missense_Mutation_p.E7ANM_003281 NP_003272 P19237 TNNI1_HUMANInvolved in binding TNC. 0CTCCCAGCATTCCTTGGCCTT0.667

- 2 75TNNI1_uc001gwo.1_RNA|TNNI1_uc001gwp.2_Translation_Start_SiteNM_003281 NP_003272 P19237 TNNI1_HUMAN 0TGAGACAGCACCTAGGGGGCA0.592

+ 17 1630LGR6_uc001gxv.2_Nonsense_Mutation_p.Q492*|LGR6_uc009xab.2_RNA|LGR6_uc001gxw.2_Nonsense_Mutation_p.Q405*NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMANExtracellular (Potential). 10CCCCAGTGTCCAGTGTAGCCC0.562

+ 17 2530PPP1R12B_uc001gxz.1_Nonsense_Mutation_p.R796*|PPP1R12B_uc001gyb.1_Nonsense_Mutation_p.R22*|PPP1R12B_uc001gyc.1_Nonsense_Mutation_p.R22*NM_002481 NP_002472 O60237 MYPT2_HUMAN 3GCTGTCCATCCGAGAGAGGAG0.463

- 4 472FMOD_uc010pqi.1_Intron|CHI3L1_uc001gzk.1_5'Flank|CHI3L1_uc001gzj.2_Missense_Mutation_p.F101INM_001276 NP_001267 P36222 CH3L1_HUMAN 1TGAGACCCAAAGTTCCATCCT0.552

+ 15 1488PFKFB2_uc010psc.1_Missense_Mutation_p.R362I|PFKFB2_uc010psd.1_Missense_Mutation_p.R253INM_001018053 NP_001018063 O60825 F262_HUMAN 1GCTGTGCGCAGACGCCCCTCC0.527

+ 4 519C4BPB_uc001hfi.2_Missense_Mutation_p.P129L|C4BPB_uc001hfk.2_Missense_Mutation_p.P129L|C4BPB_uc001hfl.2_Missense_Mutation_p.P130L|C4BPB_uc009xcd.2_Missense_Mutation_p.P120L|C4BPB_uc001hfm.2_Missense_Mutation_p.P130L|C4BPB_uc010pse.1_Missense_Mutation_p.P120LNM_001017365 NP_001017365 P20851 C4BPB_HUMAN Sushi 2. 1TGGGCACCTCCCTTTCCCATC0.453

+ 3 208HSD11B1_uc001hhk.2_Missense_Mutation_p.G34ENM_181755 NP_861420 P28845 DHI1_HUMANLumenal (Potential). 1ATGCTCCAAGGAAAGAAAGTG0.517

- 8 1706_1707KCNH1_uc001hic.2_Missense_Mutation_p.H486YNM_172362 NP_758872 O95259 KCNH1_HUMANCytoplasmic (Potential). 5AGCATCTCATGGTATCTGTTGG0.465

+ 8 862KCTD3_uc001hkt.2_Missense_Mutation_p.V190I|KCTD3_uc010pub.1_Missense_Mutation_p.V88I|KCTD3_uc009xdn.2_5'UTRNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN 3GGTGCTAATAGTAGCTGGCCA0.323

- 63 13471 NM_206933 NP_996816 O75445 USH2A_HUMANExtracellular (Potential).|Fibronectin type-III 29. 26CAAAGATCTGGAGGGCTGACT0.478

- 27 3982 NM_004446 NP_004437 P07814 SYEP_HUMAN 2ATGTTCCTCCCTAAAATAGAG0.318

- 6 812TAF1A_uc001hni.1_Missense_Mutation_p.Y94C|TAF1A_uc001hnj.2_Missense_Mutation_p.Y208C|TAF1A_uc001hnk.2_Missense_Mutation_p.Y94C|TAF1A_uc010pur.1_Missense_Mutation_p.Y208CNM_139352 NP_647603 Q15573 TAF1A_HUMAN 0TACTGCATTGTAAGCATAATC0.333

+ 4 979MIA3_uc009xea.1_Missense_Mutation_p.D160NNM_198551 NP_940953 Q5JRA6 MIA3_HUMANExtracellular (Potential). 5GAACCAAGAAGACTTTGATGA0.388

+ 8 2803 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0GCAAGAGATTTTTGAACTGTG0.483

- 2 879SUSD4_uc001hny.3_Missense_Mutation_p.R82Q|SUSD4_uc010puw.1_5'UTR|SUSD4_uc001hnz.2_Missense_Mutation_p.R82Q|SUSD4_uc010pux.1_IntronNM_017982 NP_060452 Q5VX71 SUSD4_HUMANSushi 1.|Extracellular (Potential). 0GCAGTGAAATCGGGCTACAGA0.517

- 33 5691CDC42BPA_uc001hqq.2_Missense_Mutation_p.P882L|CDC42BPA_uc001hqs.2_Missense_Mutation_p.P1502L|CDC42BPA_uc009xes.2_Missense_Mutation_p.P1555L|CDC42BPA_uc010pvs.1_Missense_Mutation_p.P1563L|CDC42BPA_uc001hqp.2_Missense_Mutation_p.P739L|CDC42BPA_uc001hqt.2_Missense_Mutation_p.P461LNM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11TCTTACCATGGGCAGATCTTT0.383

+ 39 10431OBSCN_uc001hsn.2_Missense_Mutation_p.E3463K|OBSCN_uc001hsq.1_Missense_Mutation_p.E719KNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 35. 28AGAGGCCGTGGAAGGGGCCAC0.582

- 7 2451SIPA1L2_uc001hvf.2_5'FlankNM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6ACACCTTTGGGAATCGGTGGG0.408

+ 2 1201KIAA1804_uc001hvs.1_Missense_Mutation_p.E314KNM_032435 NP_115811 Q5TCX8 M3KL4_HUMANProtein kinase. 8GATGGCCCCCGAAGTGATCAA0.473

- 7 917 NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 TCTGACATATTATCATGTATG0.308

+ 5 3190FMN2_uc010pye.1_Missense_Mutation_p.P993SNM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12CATACCCCCTCCTCCCCCACT0.711

- 4 1221ZNF669_uc001icf.2_Missense_Mutation_p.R264CNM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 6. 0CCATGGTAACGAAGGGAAGTG0.408

+ 1 784 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3TGTACCTGAAGCCGGCCAACA0.517

+ 3 423OR2W3_uc010pzb.1_Missense_Mutation_p.D52NNM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMANCytoplasmic (Potential). 3GTCCCGGCTGGACCCCCACCT0.592

+ 1 124OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANExtracellular (Potential). 3AACATCAACTGATTTCATCTT0.328

+ 1 519 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANExtracellular (Potential). 2GGTCTCGGGAAATAGCCCACT0.423

- 1 785 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMANExtracellular (Potential). 2GGACCTATGGGATTTGGGTCT0.478

- 1 166 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMANHelical; Name=2; (Potential). 2AAGTACATGGGCGTGTGGAGC0.522

- 1 136 NM_001004734 NP_001004734 A6ND48 O14I1_HUMANHelical; Name=1; (Potential). 0AGAGTGATGACTGCAATGATG0.507

+ 12 1266GTPBP4_uc010qac.1_Nonsense_Mutation_p.R190*|GTPBP4_uc001ifu.2_RNA|GTPBP4_uc010qad.1_Nonsense_Mutation_p.R283*|GTPBP4_uc010qae.1_Nonsense_Mutation_p.R352*NM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2ATTGCAGGAACGAGATCTTGA0.388



- 6 750AKR1E2_uc001ihl.1_Intron|AKR1C3_uc001ihr.2_Intron|AKR1C2_uc009xhy.2_Splice_Site_p.V165_splice|AKR1C2_uc001ihs.2_Splice_Site_p.V191_splice|AKR1C2_uc001iht.2_Splice_Site_p.V191_spliceNM_205845 NP_995317 P52895 AK1C2_HUMAN 0ACATTCCACCTGCAGACGAGC0.373

+ 15 4299C10orf18_uc001iik.2_Missense_Mutation_p.S69LNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2AACTGCATTTCGTCAGGATGC0.438

- 2 365IL2RA_uc009xih.1_Missense_Mutation_p.G69E|IL2RA_uc001ija.1_Missense_Mutation_p.G31ENM_000417 NP_000408 P01589 IL2RA_HUMANSushi 1.|Extracellular (Potential). 2GCTAGAGTTTCCTGTACAGAG0.463

+ 4 394 NM_002216 NP_002207 P19823 ITIH2_HUMAN VIT. 3CTATAAAGTCCAGTCTACTAT0.413

+ 6 662ATP5C1_uc009xiq.1_Missense_Mutation_p.S195F|ATP5C1_uc010qbc.1_Missense_Mutation_p.S146F|ATP5C1_uc001ijv.2_Missense_Mutation_p.S195FNM_001001973 NP_001001973 P36542 ATPG_HUMAN 0TCTGTCATCTCCTATAAGACA0.299

- 44 6813 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 16. 19TGTTTCCGGTGGAGCCGCTAA0.458

+ 5 1208PLXDC2_uc001iqh.1_Nonsense_Mutation_p.R142*|PLXDC2_uc009xkc.1_RNANM_032812 NP_116201 Q6UX71 PXDC2_HUMANExtracellular (Potential). 4AGTCGTACATCGAATGCTAAC0.333

- 4 617 NM_213569 NP_998734 O76041 NEBL_HUMAN 2TTCAAAATCTCTTTTGTACTT0.488

+ 21 5758KIAA1217_uc001irs.2_Missense_Mutation_p.K1106N|KIAA1217_uc001irt.3_Missense_Mutation_p.K1151N|KIAA1217_uc010qcy.1_Missense_Mutation_p.K1216N|KIAA1217_uc010qcz.1_Missense_Mutation_p.K1191N|KIAA1217_uc001irw.2_3'UTR|KIAA1217_uc001irz.2_3'UTR|KIAA1217_uc001irx.2_3'UTR|KIAA1217_uc001iry.2_3'UTRNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7GTGCTAAGAAATCTGGTGGGG0.507

- 10 2925ARHGAP21_uc010qdb.1_RNA|ARHGAP21_uc009xkl.1_Missense_Mutation_p.P813L|ARHGAP21_uc010qdc.1_Missense_Mutation_p.P648LNM_020824 NP_065875 Q5T5U3 RHG21_HUMAN 8ATCAATGCTAGGGCTAGTTGG0.393

+ 3 2284ENKUR_uc001ish.1_IntronNM_024838 NP_079114 Q8IYQ7 THNS1_HUMAN 1GTTGCAGATAGGGTGCAAGAC0.418

+ 16 2118GAD2_uc001isq.2_Missense_Mutation_p.E539KNM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2CAGAATGATGGAGTATGGAAC0.502

- 1 317_318 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4CTCTGGCAGGGGTGCATCCTGC0.703

- 19 3079ARMC4_uc010qds.1_Missense_Mutation_p.A519V|ARMC4_uc010qdt.1_Missense_Mutation_p.A686V|ARMC4_uc001itz.2_Missense_Mutation_p.A994VNM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 10. 6GCAGTTATCGGCGTCTTCTGA0.468

+ 10 1179_1180C10orf68_uc001iwl.1_Missense_Mutation_p.P244F|C10orf68_uc001iwm.1_Missense_Mutation_p.P212F|C10orf68_uc010qei.1_Missense_Mutation_p.P148F|C10orf68_uc001iwo.3_RNANM_024688 NP_078964 Q9H943 CJ068_HUMAN 3TTTAGCGTTTCCTTTAGAAATC0.322

+ 5 869ZNF33A_uc001izg.2_Missense_Mutation_p.A232T|ZNF33A_uc010qev.1_Missense_Mutation_p.A238T|ZNF33A_uc001izi.1_IntronNM_006974 NP_008905 Q06730 ZN33A_HUMAN 3CCTTGAAAAGGCAGTATTCAA0.383

- 5 2139ZNF33B_uc009xmg.1_Intron|ZNF33B_uc001jae.1_Intron|ZNF33B_uc001jag.1_Missense_Mutation_p.C563F|ZNF33B_uc001jad.2_IntronNM_006955 NP_008886 Q06732 ZN33B_HUMANC2H2-type 13. 0TGACTTCACACAGAAAGATTT0.393

- 11 1408RASGEF1A_uc001jao.1_Missense_Mutation_p.A451TNM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0TAGATGGGCGCCGTGAGCAGG0.567

- 9 1041RASGEF1A_uc001jao.1_Missense_Mutation_p.M328INM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0GACTGAGGTTCATGCCAGCTG0.607

- 5 901_902SYT15_uc001jdz.2_Missense_Mutation_p.P250F|SYT15_uc001jeb.2_Missense_Mutation_p.P128F|SYT15_uc010qfp.1_RNANM_031912 NP_114118 Q9BQS2 SYT15_HUMANCytoplasmic (Potential). 0ATTCTTCAAGGGGAAGAGCACC0.604

- 17 2334FRMPD2_uc001jgh.2_Missense_Mutation_p.D711N|FRMPD2_uc001jgj.2_Missense_Mutation_p.D721NNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1GAGAGAGAGTCCCAGGTCATT0.577

- 6 757 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0GAGGTCTTTTCCTGGCTGCCA0.672

+ 1 1416CHAT_uc001jhv.1_Intron|CHAT_uc001jhx.1_5'Flank|CHAT_uc001jhy.1_5'Flank|CHAT_uc001jia.2_5'Flank|CHAT_uc001jhz.2_5'Flank|CHAT_uc010qgs.1_5'FlankNM_003055 NP_003046 Q16572 VACHT_HUMANHelical; (Potential). 2TTCCGAGTGGGAGATGGGCAT0.657

+ 3 278C10orf53_uc001jic.1_3'UTR|C10orf53_uc001jid.1_IntronNM_001042427 NP_001035892 Q8N6V4 CJ053_HUMAN 0GTTTCCCTAGGAGGCGATGGT0.438

+ 1 475 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN p.P26L(1) 1TCGGTGTGTCCCTCTGAATCT0.597 rs148430930

- 2 200ASAH2_uc009xos.2_Missense_Mutation_p.S67FNM_019893 NP_063946 Q9NR71 ASAH2_HUMANLumenal (Potential). 0GGTGGCTGTGGAGCGTTGGGC0.507

- 1 929PRKG1_uc001jjm.2_Intron|PRKG1_uc001jjn.2_Intron|PRKG1_uc001jjo.2_IntronNM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1ACTGGGCCAACCCCTGGCATT0.592

- 27 3967PCDH15_uc010qhq.1_Missense_Mutation_p.G1196E|PCDH15_uc010qhr.1_Missense_Mutation_p.G1191E|PCDH15_uc010qhs.1_Missense_Mutation_p.G1203E|PCDH15_uc010qht.1_Missense_Mutation_p.G1198E|PCDH15_uc010qhu.1_Missense_Mutation_p.G1191E|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_Missense_Mutation_p.G1191E|PCDH15_uc010qhw.1_Missense_Mutation_p.G1154E|PCDH15_uc010qhx.1_Missense_Mutation_p.G1120E|PCDH15_uc010qhy.1_Missense_Mutation_p.G1196E|PCDH15_uc010qhz.1_Missense_Mutation_p.G1191E|PCDH15_uc010qia.1_Missense_Mutation_p.G1169E|PCDH15_uc010qib.1_Missense_Mutation_p.G1169ENM_033056 NP_149045 Q96QU1 PCD15_HUMANCadherin 11.|Extracellular (Potential). 13TCCTTCTTTTCCCTCTTTAAT0.368

- 18 2368ANK3_uc010qih.1_Missense_Mutation_p.Q709K|ANK3_uc001jkz.3_Missense_Mutation_p.Q720K|ANK3_uc001jlb.1_Missense_Mutation_p.Q255K|ANK3_uc001jlc.1_Missense_Mutation_p.Q387KNM_020987 NP_066267 Q12955 ANK3_HUMAN 19ACCTTTGTCTGGGCGTCCACA0.498

+ 10 2161 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4CCTTATGGCTCCCCACCCCCT0.537

+ 2 1062CTNNA3_uc009xpn.1_Intron|CTNNA3_uc001jmw.2_Intron|CTNNA3_uc001jmx.3_Intron|CTNNA3_uc009xpo.1_Intron|LRRTM3_uc001jmy.2_Missense_Mutation_p.T171INM_178011 NP_821079 Q86VH5 LRRT3_HUMANExtracellular (Potential).|LRR 5. 3TCCCTGAGAACCATCCCTGTG0.488

- 7 1129CTNNA3_uc001jmw.2_Missense_Mutation_p.R336C|CTNNA3_uc001jmx.3_Missense_Mutation_p.R336C|CTNNA3_uc009xpo.1_Missense_Mutation_p.R196C|CTNNA3_uc001jna.2_Missense_Mutation_p.R348CNM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. p.R336C(1) 8AGAGCCTGGCGAATGGCGTTG0.512

+ 10 1997UNC5B_uc001jrp.2_Missense_Mutation_p.D507HNM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANCytoplasmic (Potential). 3TTTCGCCCGGGACACCCACTT0.687

+ 7 883CCDC109A_uc010qjy.1_RNA|CCDC109A_uc009xqr.2_Missense_Mutation_p.E267K|CCDC109A_uc001jtd.2_Missense_Mutation_p.E239KNM_138357 NP_612366 Q8NE86 MCU_HUMANMitochondrial matrix (Potential). 0 ATTTTTTTAGGAATATGTTTA0.328

- 18 3886USP54_uc010qkk.1_Missense_Mutation_p.S472F|USP54_uc001juk.2_Missense_Mutation_p.S378F|USP54_uc001jul.2_Missense_Mutation_p.S378F|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6ACACGTATGGGAATCATGAGG0.473

- 12 2202DLG5_uc001jzj.2_Missense_Mutation_p.S466F|DLG5_uc009xru.1_RNA|DLG5_uc001jzl.3_Missense_Mutation_p.S315FNM_004747 NP_004738 Q8TDM6 DLG5_HUMAN PDZ 2. 8CCCACCCAGGGACTTCCTCCG0.607

- 8 1022MBL1P_uc001kbf.2_IntronNM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1TCTCCTGTGGGGTAGGTGAAC0.567

- 5 788 NM_000429 NP_000420 Q00266 METK1_HUMAN 0CTTAGAGTCAGGCCGCAGCCA0.552

+ 3 371C10orf58_uc001kcd.3_Missense_Mutation_p.E60K|C10orf58_uc001kce.3_Missense_Mutation_p.E71K|C10orf58_uc001kcf.3_Missense_Mutation_p.E71KNM_032333 NP_115709 Q9BRX8 CJ058_HUMAN 0GGAGCTATGGGAAAAAAATGG0.483

- 6 1427MMRN2_uc010qmn.1_Missense_Mutation_p.E77K|MMRN2_uc009xtb.2_Missense_Mutation_p.E391KNM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN Potential. 1TGCAGCTCCTCCACCTGCCGC0.587

+ 5 561 BTAF1_uc009xua.1_RNANM_003972 NP_003963 O14981 BTAF1_HUMAN 3GAAACTTGGCCTTAATATGGG0.373

- 29 3143MYOF_uc001kio.2_Missense_Mutation_p.S994F|MYOF_uc009xue.2_RNANM_013451 NP_038479 Q9NZM1 MYOF_HUMANCytoplasmic (Potential). 4TGCAACCCAGGATTTGGGCTT0.478

+ 6 867CEP55_uc001kiq.3_Missense_Mutation_p.L229FNM_001127182 NP_001120654 Q53EZ4 CEP55_HUMANInteraction with TSG101. 0CATAGGTTATCTTCAAGAAGA0.328

+ 8 1623LGI1_uc010qnv.1_Missense_Mutation_p.M381I|LGI1_uc001kjd.3_Intron|LGI1_uc009xui.2_RNA|LGI1_uc001kje.2_IntronNM_005097 NP_005088 O95970 LGI1_HUMAN EAR 5. 4TTCCTAACATGGAGGATGTGT0.423

- 1 1509_1510 NR_002319 0GGGATGCCACCCATATGGTCAT0.515

- 12 1599TCTN3_uc001kla.3_Missense_Mutation_p.G296E|TCTN3_uc010qoi.1_Missense_Mutation_p.G304ENM_015631 NP_056446 Q6NUS6 TECT3_HUMANExtracellular (Potential). 0TCTGGGCCTTCCATGAAGAGT0.488

- 15 2202 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3AAACTGAAGGGAGATCCGGTA0.517



- 15 2141 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3GTGGGATACTCCTTCGGCCAC0.527

+ 3 2251C10orf2_uc001ksg.2_Nonsense_Mutation_p.Q526*|C10orf2_uc001ksi.2_Nonsense_Mutation_p.Q72*|C10orf2_uc010qpv.1_Nonsense_Mutation_p.Q72*|C10orf2_uc001ksh.2_RNANM_021830 NP_068602 Q96RR1 PEO1_HUMAN SF4 helicase. 1GGGTCACGAGCAGCTGTCCAC0.498

+ 6 1553 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1TACTGTTCTTCCGTGGCCAAC0.647

+ 10 1206HABP2_uc010qrz.1_RNANM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3AGCATAAAAACCAGACATCTA0.303

+ 5 1158ATRNL1_uc001lce.2_RNA|ATRNL1_uc001lcf.2_Missense_Mutation_p.H258Y|ATRNL1_uc009xyq.2_Missense_Mutation_p.H258YNM_207303 NP_997186 Q5VV63 ATRN1_HUMANExtracellular (Potential). 7CAGTCCAGATCACGGTTACTG0.403

+ 20 3630_3631ATRNL1_uc010qsm.1_Missense_Mutation_p.G211K|ATRNL1_uc010qsn.1_RNANM_207303 NP_997186 Q5VV63 ATRN1_HUMANLaminin EGF-like 2.|Extracellular (Potential). 7CACAACTAAAGGAATAAAAGGT0.322

+ 11 1417 NM_001011709 NP_001011709 Q17RR3 LIPR3_HUMAN PLAT. 1ATGGTGATAAATACATCTGGG0.308

+ 4 5563TACC2_uc001lfw.2_Intron|TACC2_uc009xzx.2_Missense_Mutation_p.V1735I|TACC2_uc010qtv.1_Missense_Mutation_p.V1735INM_206862 NP_996744 O95359 TACC2_HUMAN 10GACATTCTCCGTTGTGGCAGG0.602

+ 52 6662DMBT1_uc001lgl.1_Splice_Site_p.A2176_splice|DMBT1_uc001lgm.1_Splice_Site_p.A1558_splice|DMBT1_uc009xzz.1_Splice_Site_p.A2185_splice|DMBT1_uc010qtx.1_Splice_Site_p.A906_splice|DMBT1_uc009yab.1_Splice_Site_p.A889_splice|DMBT1_uc009yac.1_Splice_Site_p.A480_spliceNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7GCCTCTCCTAGGCAGACAATG0.522

- 8 1756CUZD1_uc001lgp.2_Missense_Mutation_p.G194E|CUZD1_uc009yad.2_Missense_Mutation_p.G194E|CUZD1_uc009yaf.2_Missense_Mutation_p.G109E|CUZD1_uc001lgr.2_Missense_Mutation_p.G194E|CUZD1_uc010qty.1_Missense_Mutation_p.G194E|CUZD1_uc009yae.2_Missense_Mutation_p.G194E|CUZD1_uc001lgs.2_Missense_Mutation_p.G475E|CUZD1_uc010qtz.1_Missense_Mutation_p.G475ENM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential).|ZP. 2CCCATAGTGTCCAAATAAGGG0.363

- 4 1649CHST15_uc001lhm.2_Missense_Mutation_p.H379L|CHST15_uc001lhn.2_Missense_Mutation_p.H379L|CHST15_uc010que.1_Missense_Mutation_p.H379L|CHST15_uc001lho.2_Missense_Mutation_p.H379LNM_015892 NP_056976 Q7LFX5 CHSTF_HUMANLumenal (Potential). 1CTGAAAGGCGTGGATGAAGTC0.527

- 1 709CHST15_uc001lhm.2_Missense_Mutation_p.E66K|CHST15_uc001lhn.2_Missense_Mutation_p.E66K|CHST15_uc010que.1_Missense_Mutation_p.E66K|CHST15_uc001lho.2_Missense_Mutation_p.E66KNM_015892 NP_056976 Q7LFX5 CHSTF_HUMANCytoplasmic (Potential). 1CCCCAGTTTTCGTTCCCTTCA0.463

+ 3 354TUBGCP2_uc001lmg.1_5'Flank|TUBGCP2_uc010qvc.1_5'Flank|TUBGCP2_uc009ybk.1_5'Flank|TUBGCP2_uc010qvd.1_5'Flank|TUBGCP2_uc001lmh.1_Intron|ZNF511_uc001lmj.1_Missense_Mutation_p.S110F|ZNF511_uc001lmk.1_Missense_Mutation_p.S110F|ZNF511_uc001lmm.1_RNAQ8NB15 ZN511_HUMAN C2H2-type 2. 0AATGTTTGCTCCTTTTGCAAG0.617

+ 16 983TNNT3_uc001luw.3_Nonsense_Mutation_p.W249*|TNNT3_uc001luo.3_Nonsense_Mutation_p.W249*|TNNT3_uc001lup.3_Nonsense_Mutation_p.W255*|TNNT3_uc001luq.3_Nonsense_Mutation_p.W249*|TNNT3_uc001lur.2_Nonsense_Mutation_p.W249*|TNNT3_uc010qxf.1_Nonsense_Mutation_p.W255*|TNNT3_uc010qxg.1_Nonsense_Mutation_p.W189*NM_006757 NP_006748 P45378 TNNT3_HUMAN 1GCGGGCGCTGGAAGTAGAGAG0.647

- 20 3005TRPM5_uc010qxl.1_Missense_Mutation_p.N999S|TRPM5_uc009ydn.2_Missense_Mutation_p.N1001SNM_014555 NP_055370 Q9NZQ8 TRPM5_HUMANCytoplasmic (Potential). 4CACAATCAGGTTGTAGCGCTG0.642

- 6 1908uc001lxr.2_5'Flank|ZNF195_uc001lxv.2_Missense_Mutation_p.P554L|ZNF195_uc001lxs.2_Missense_Mutation_p.P505L|ZNF195_uc010qxr.1_Missense_Mutation_p.P558L|ZNF195_uc009ydz.2_Missense_Mutation_p.P532L|ZNF195_uc001lxu.2_Missense_Mutation_p.P509LNM_001130520 NP_001123992 O14628 ZN195_HUMAN 0ACATTTGTAGGGTTTCTCTCC0.398

- 7 975 NM_003141 NP_003132 P19474 RO52_HUMAN B30.2/SPRY. 4AGAGTGATGTGGACTGCAGAG0.532

+ 1 919_920 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMANCytoplasmic (Potential). 2GAGCATCTTGGGAGTATTCCCA0.485

+ 2 665 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANExtracellular (Potential). 4TTCTGCCGCTCCAATATCCTT0.537 rs148260821

+ 2 797 NM_152430 NP_689643 Q8TCB6 O51E1_HUMANHelical; Name=5; (Potential). 4CTTCTCATCTCCTTCTCATAT0.498

- 2 909 NM_030774 NP_110401 Q9H255 O51E2_HUMANCytoplasmic (Potential). 5CAGAACCGTTCGTATTATCAG0.488

- 2 554 NM_030774 NP_110401 Q9H255 O51E2_HUMANHelical; Name=3; (Potential). 5GAGAGGGCATGAATAAAGAAC0.517

- 1 1163 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMANCytoplasmic (Potential). 1TCCACAACATCCTTGGATAAC0.448

+ 1 406 NM_001004753 NP_001004753 Q8NH61 O51F2_HUMANCytoplasmic (Potential). 2GGCCTTTGATCGTTTTGTGGC0.463

+ 1 478 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMANHelical; Name=4; (Potential). 3ACTTACACTTCCCATGGTCTA0.468

- 2 649HBG2_uc001mak.1_RNA|HBG2_uc001maj.1_Missense_Mutation_p.S71FNM_000559 NP_000550 P69892 HBG2_HUMAN p.S71F(1) 1ATCTCCCAAGGAAGTCAGCAC0.532 rs151258456

- 1 778HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_IntronNM_001005567 NP_001005567 Q9H339 O51B5_HUMANExtracellular (Potential). 1CCAAAACGATGAATCAGAGAC0.428

- 1 758TRIM5_uc001mbq.1_Intron|TRIM22_uc009yet.1_IntronNM_001001913 NP_001001913 Q8NH53 O52N1_HUMANHelical; Name=6; (Potential). 1TGGAACATAGGTGAGGACTAT0.443

- 1 685 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMANCytoplasmic (Potential). 0GAGGGCAAACGAAACACTGCT0.478

- 1 25 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMANExtracellular (Potential). 4AAGCCGCTTCCCAAGGTGGAG0.438

+ 8 2899 NM_176822 NP_789792 Q86W24 NAL14_HUMAN LRR 5. 8GGTGATGGTGGAGTAAAGCTT0.413

+ 9 3096 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8TGATGTCTTTCGGCATCCAAG0.428

- 18 2326EIF4G2_uc001mjb.2_Missense_Mutation_p.P431S|EIF4G2_uc009ygf.2_Missense_Mutation_p.P431S|EIF4G2_uc001mjd.2_Missense_Mutation_p.P599SNM_001418 NP_001409 P78344 IF4G2_HUMAN MI. 2TTCACCAAAGGGATGTCAACC0.428

- 8 643PLEKHA7_uc010rcu.1_Missense_Mutation_p.P210SNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN PH. 3CTGGGCAAGGGGATGCTCCCG0.537

- 5 759ABCC8_uc010rcy.1_Missense_Mutation_p.Q211HNM_000352 NP_000343 Q09428 ABCC8_HUMANCytoplasmic (By similarity). 1CCCCCAGGTCTTGCAGGTCCT0.567

- 2 699 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANHelical; Name=5; (Potential). 1GACCAGCAGGGCCAGACTGGA0.532

+ 16 4397NAV2_uc001mpp.2_Missense_Mutation_p.V1259M|NAV2_uc001mpr.3_Missense_Mutation_p.V1323M|NAV2_uc001mpt.2_Missense_Mutation_p.V409M|NAV2_uc009yhx.2_Missense_Mutation_p.V409M|NAV2_uc009yhy.1_Missense_Mutation_p.V322M|NAV2_uc009yhz.2_Missense_Mutation_p.V5MNM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6GAAAAATTCGGTGGTCATCTC0.527

+ 16 1740ANO3_uc010rdr.1_Missense_Mutation_p.G516E|ANO3_uc010rds.1_Missense_Mutation_p.G371E|ANO3_uc010rdt.1_Missense_Mutation_p.G386ENM_031418 NP_113606 Q9BYT9 ANO3_HUMANCytoplasmic (Potential). 4CCCATCACGGGAAAACCTGAA0.398

- 6 825ELF5_uc001mvp.1_Missense_Mutation_p.E189K|ELF5_uc009ykd.1_Missense_Mutation_p.E94KNM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1ATTCCTTGTTCCCTATCTTCC0.428

+ 9 1219_1220PRR5L_uc001mwp.2_Missense_Mutation_p.G277E|PRR5L_uc009ykk.2_Missense_Mutation_p.G149E|PRR5L_uc010rfc.1_3'UTRNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1GAGCAGGAGGGGGAAGCCTACC0.629

+ 9 1326PRR5L_uc001mwp.2_Missense_Mutation_p.G313R|PRR5L_uc009ykk.2_Missense_Mutation_p.G185R|PRR5L_uc010rfc.1_3'UTRNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1CTCGGGCCTGGGGGAGGAGGC0.662

+ 2 1109RAG1_uc001mwt.2_RNANM_000448 NP_000439 P15918 RAG1_HUMAN RING-type. 5CAGCTATTGTCCCTCTTGCCG0.498

+ 8 898TP53I11_uc001myf.1_Intron|TSPAN18_uc001myg.2_Intron|TSPAN18_uc001myh.1_5'FlankNM_130783 NP_570139 Q96SJ8 TSN18_HUMANCytoplasmic (Potential). 0CTCTTCCGGGGCATCCAGTAG0.597

+ 8 1667 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1CTTCCTGAGCCCCCCGTATTG0.522

- 2 376SYT13_uc009yku.1_5'UTRNM_020826 NP_065877 Q7L8C5 SYT13_HUMANCytoplasmic (Potential). 1GGCCTGGGTCCATAGATGTCT0.532

+ 10 1417GYLTL1B_uc001nbw.1_Missense_Mutation_p.A405T|GYLTL1B_uc001nbx.1_Missense_Mutation_p.A436T|GYLTL1B_uc001nby.1_Missense_Mutation_p.A119T|GYLTL1B_uc001nbz.1_5'FlankNM_152312 NP_689525 Q8N3Y3 LARG2_HUMANLumenal (Potential). 3CACCCTTGTGGCCCAGCTGTC0.637

+ 9 1764MADD_uc001neq.2_Missense_Mutation_p.A525T|MADD_uc001nev.1_Missense_Mutation_p.A525T|MADD_uc001nes.1_Missense_Mutation_p.A525T|MADD_uc001net.1_Missense_Mutation_p.A525T|MADD_uc009yln.1_Missense_Mutation_p.A525T|MADD_uc001neu.1_Missense_Mutation_p.A525T|MADD_uc001nex.2_Missense_Mutation_p.A525T|MADD_uc001nez.2_Missense_Mutation_p.A525T|MADD_uc001new.2_Missense_Mutation_p.A525TNM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11AGCTTTTCAAGCTGGCTCCTT0.557



- 18 2705AGBL2_uc001ngf.2_RNANM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2TTCATACCTGGAGCTGGCTCT0.458

- 10 1739AGBL2_uc001ngf.2_Intron|AGBL2_uc010rhq.1_Missense_Mutation_p.E509K|AGBL2_uc001ngh.1_Missense_Mutation_p.E491KNM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2TCTCTTTCTTCAAGAAGTCTA0.383

+ 3 491PTPRJ_uc001ngo.3_Missense_Mutation_p.P46SNM_002843 NP_002834 Q12913 PTPRJ_HUMANExtracellular (Potential). 8AATTCCTGACCCTTCAGTAGC0.423

+ 1 520 NM_001004726 NP_001004726 Q8NH49 OR4X1_HUMANExtracellular (Potential). 3CATCATGGACCACTACTTCTG0.567

- 1 358 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMANCytoplasmic (Potential). 3GCCACATAGCGATCACAGGCC0.468 rs141762692

- 1 844 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANHelical; Name=7; (Potential). 1TAGATGAGTGGATTGAGAAAG0.413

+ 1 656 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMANHelical; Name=5; (Potential). 3ATCCTCACTTCCTATGTTTTC0.478

+ 1 823 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMANHelical; Name=7; (Potential). 5TAAGGTGGTGGCAGTGTTTTA0.383

+ 1 545 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2TGTGACACTTCCCCAATTTTA0.398

+ 1 586 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANExtracellular (Potential). 2ATACAACACCGAAATCCTGAT0.388

- 1 767 NM_001005199 NP_001005199 Q8NGG4 OR8H1_HUMANHelical; Name=6; (Potential). 3TAAATAAGTAAAAATCATAGT0.358

+ 1 797 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANExtracellular (Potential). 4TCCAGTCATTCCTTTGACACT0.423

+ 1 364 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMANCytoplasmic (Potential). 0GGCCTATGGTCGTTTTGTGGC0.512

+ 1 898 NM_001004458 NP_001004458 Q8NH92 OR1S1_HUMANHelical; Name=7; (Potential). 1CATGATAAACCCCTTCATCTA0.453

- 5 515GLYATL2_uc009ymq.2_Missense_Mutation_p.M128INM_145016 NP_659453 Q8WU03 GLYL2_HUMAN 2GGATGGTTTTCATGTAATCTA0.388

- 2 778 NM_000738 NP_000729 P11229 ACM1_HUMANCytoplasmic (Potential). 0CCGAGTCACGGAGAAGTAGCG0.632

+ 9 1764SLC22A9_uc001nwx.2_IntronNM_080866 NP_543142 Q8IVM8 S22A9_HUMANHelical; (Potential). 3CCCCTGCCCTGGATCATCTAT0.502

+ 2 1075 NM_006779 NP_006770 O14613 BORG1_HUMAN 0CATGCAGATCCCCACATAGGA0.657

+ 16 1991 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3CCTGAAAATCCCTGGGCTGAA0.498

- 16 3206_3207 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 7. 4CCTCCCAGCCGGTCTGCACCTC0.688

- 2 313 NM_005995 NP_005986 O75333 TBX10_HUMAN T-box. 0TGAATTCCTCCCACAGAGGCT0.642

- 13 1707_1708CPT1A_uc001oof.3_Missense_Mutation_p.P513L|CPT1A_uc009ysj.2_IntronNM_001876 NP_001867 P50416 CPT1A_HUMANCytoplasmic (Potential). 2GGTGGGGTACGGAATGTTCGGA0.495 rs146533704

+ 1 284_285 NM_005553 NP_005544 P26371 KRA59_HUMAN 0CAGCTGTGGAGGCTGTGACTCC0.639

- 3 477UCP2_uc001ouq.1_Missense_Mutation_p.P33SNM_003355 NP_003346 P55851 UCP2_HUMAN Solcar 1. 0GTATCCAGAGGAAAGGTGATG0.542

- 10 1584 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1AATGCAAAAAGGACTTCTTTC0.323

- 6 1172 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 6. 0ATCATCCCGCCCGCCAAGGAT0.597

+ 1 470_471CAPN5_uc001oxx.2_Intron|CAPN5_uc009yup.2_Intron|CAPN5_uc009yuq.2_Intron|CAPN5_uc001oxy.2_IntronNM_006189 NP_006180 P47874 OMP_HUMAN 0CTCAAGGCCTCCGTGGTTTTTA0.604 rs2233550

+ 32 4557MYO7A_uc010rsm.1_Missense_Mutation_p.E1418K|MYO7A_uc001oyc.2_Missense_Mutation_p.E1429K|MYO7A_uc009yus.1_RNA|MYO7A_uc009yut.1_Missense_Mutation_p.E640KNM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 1. 4GAAGACGCTGGAGAAGTGGGC0.592

- 14 1892DLG2_uc001pai.2_Missense_Mutation_p.S427F|DLG2_uc010rsy.1_Missense_Mutation_p.S497F|DLG2_uc010rsz.1_Missense_Mutation_p.S530F|DLG2_uc010rta.1_Missense_Mutation_p.S530F|DLG2_uc001pak.2_Missense_Mutation_p.S635F|DLG2_uc010rtb.1_Missense_Mutation_p.S497F|DLG2_uc001pal.1_Missense_Mutation_p.S530F|DLG2_uc010rsw.1_Missense_Mutation_p.S12F|DLG2_uc010rsx.1_Missense_Mutation_p.S11FNM_001364 NP_001355 Q15700 DLG2_HUMAN 6GGTTCGCAGGGATCCGGACCC0.473

- 3 1252GRM5_uc009yvm.2_Missense_Mutation_p.R351QNM_001143831 NP_001137303 P41594 GRM5_HUMANExtracellular (Potential). 9CCAAGGGTTTCGGTGGTTTGT0.458

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 2.|Extracellular (Potential). 5GAATAGGTATGATCTGGAAAT0.388

+ 1 1525 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 5.|Extracellular (Potential). 5GATAAAGGAGAAAATGGGTAC0.388

+ 15 10153 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANExtracellular (Potential).|Cadherin 31. 5ATTCATTTTTCCATTGTGAAT0.408

+ 4 467CNTN5_uc009ywv.1_Missense_Mutation_p.S43L|CNTN5_uc001pfz.2_Missense_Mutation_p.S43L|CNTN5_uc001pgb.2_IntronNM_014361 NP_055176 O94779 CNTN5_HUMAN 8AGTTCATCTTCATCTCTCTTT0.398

+ 5 777KIAA1377_uc001pgn.2_Splice_Site_p.R125_splice|KIAA1377_uc010run.1_Splice_Site|KIAA1377_uc009yxa.1_Splice_SiteNM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4CTGGTTCACAGAGCTATAGAT0.318

+ 6 2075KIAA1377_uc001pgn.2_Missense_Mutation_p.G558E|KIAA1377_uc010run.1_Missense_Mutation_p.G403E|KIAA1377_uc009yxa.1_Missense_Mutation_p.G403ENM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4TTTAAGTTTGGAAATCAAAAA0.294

- 4 679uc001phh.1_Intron|MMP1_uc010ruv.1_Missense_Mutation_p.G113ENM_002421 NP_002412 P03956 MMP1_HUMANMetalloprotease. 4AGCAAGATTTCCTCCAGGTCC0.438

- 2 326 NM_002427 NP_002418 P45452 MMP13_HUMANCysteine switch (By similarity).p.D100N(1) 3TCACCCACATCAGGAACCCCG0.408 rs148152034

+ 26 4091DYNC2H1_uc001phn.1_Missense_Mutation_p.P1316L|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANStem (By similarity). 0AAGGATTCTCCTTATTATAAA0.338

- 7 1453PDGFD_uc001php.2_Missense_Mutation_p.D355NNM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2CAGATACAATCACATCGTTCA0.458 rs146343067

- 6 4283EXPH5_uc010rvy.1_Missense_Mutation_p.S1203N|EXPH5_uc010rvz.1_Missense_Mutation_p.S1235N|EXPH5_uc010rwa.1_Missense_Mutation_p.S1315NNM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5CAGGGTTTCACTTTGCAACTT0.348

+ 2 348CRYAB_uc001pmf.1_5'Flank|CRYAB_uc010rwp.1_5'Flank|HSPB2_uc009yyj.2_RNA|C11orf52_uc001pmh.2_IntronNM_001541 NP_001532 Q16082 HSPB2_HUMAN 3CACTTTACCCCAGACGAGGTG0.657

+ 3 434RNF214_uc001pqu.2_Missense_Mutation_p.P130L|RNF214_uc010rxf.1_IntronNM_207343 NP_997226 Q8ND24 RN214_HUMAN 0AGCCTCCATCCAGTCACTCGG0.542

- 32 5563 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANCytoplasmic (Potential). 8GCTGTTCCTTCCTTTGTCTGG0.597

+ 8 1012TMPRSS4_uc010rxp.1_Missense_Mutation_p.L236F|TMPRSS4_uc010rxq.1_Missense_Mutation_p.L94F|TMPRSS4_uc010rxr.1_Missense_Mutation_p.L216F|TMPRSS4_uc010rxs.1_Missense_Mutation_p.L201F|TMPRSS4_uc009yzu.2_RNA|TMPRSS4_uc010rxt.1_Missense_Mutation_p.L216FNM_019894 NP_063947 Q9NRS4 TMPS4_HUMANExtracellular (Potential).|Peptidase S1. 2CCACTGGGTCCTCACGGCAGC0.612

+ 7 3865MLL_uc001ptb.2_Missense_Mutation_p.P1281L|MLL_uc001pte.1_RNA|MLL_uc009zab.1_Silent_p.L7LNM_005933 NP_005924 Q03164 MLL1_HUMAN 25GCCCCTGGGCCTGAATCCAAA0.582

+ 7 1215PHLDB1_uc010ryh.1_Missense_Mutation_p.R287C|PHLDB1_uc001pts.2_Missense_Mutation_p.R288C|PHLDB1_uc001ptt.2_Missense_Mutation_p.R288C|PHLDB1_uc001ptu.1_RNA|PHLDB1_uc001ptv.1_Missense_Mutation_p.R88C|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0GGTACCTGCCCGTTCCTCCAG0.637



+ 7 1737PHLDB1_uc001pts.2_Missense_Mutation_p.P462S|PHLDB1_uc001ptt.2_Missense_Mutation_p.P462S|PHLDB1_uc001ptu.1_Intron|PHLDB1_uc001ptv.1_Missense_Mutation_p.P262S|PHLDB1_uc001ptw.1_5'FlankNM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0CCCCTTAAGTCCATCTCTGTC0.652

+ 8 2200 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10CTTCCCCTCCGAGTTCTCCTA0.617

+ 9 2429 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10GAAATTTATCGAAACAAAAAC0.433

+ 45 6148SORL1_uc010rzp.1_Missense_Mutation_p.S869L|SORL1_uc010rzq.1_Missense_Mutation_p.S638LNM_003105 NP_003096 Q92673 SORL_HUMANExtracellular (Potential).|Fibronectin type-III 5. 15TTTTCAGTTTCATTATCAGCA0.249

- 9 1972HSPA8_uc009zbc.2_Missense_Mutation_p.P396S|HSPA8_uc001pyp.2_Missense_Mutation_p.P479S|HSPA8_uc010rzu.1_Missense_Mutation_p.P555SNM_006597 NP_006588 P11142 HSP7C_HUMAN 8CCACCAGAGGGAGGAGCTCCA0.512

+ 10 1374GRAMD1B_uc001pyw.2_Missense_Mutation_p.P356S|GRAMD1B_uc010rzw.1_Missense_Mutation_p.P309S|GRAMD1B_uc010rzx.1_Missense_Mutation_p.P309S|GRAMD1B_uc009zbe.1_Missense_Mutation_p.P345S|GRAMD1B_uc001pyy.2_5'FlankNM_020716 NP_065767 Q3KR37 GRM1B_HUMAN 1TGAGGACATCCCCACTGAGCT0.498

- 1 899 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMANCytoplasmic (Potential). 3CATTGCCTTTCTTAAGGCTCC0.388

+ 1 47 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANExtracellular (Potential). 1GTTCTACTGGGGCTCTCTCAG0.418

+ 1 86 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANHelical; Name=1; (Potential). 1GTTTTCTTCACTGTTTTCTCT0.458

+ 3 237VWA5A_uc001pzr.2_Missense_Mutation_p.L10F|VWA5A_uc001pzs.2_Missense_Mutation_p.L10F|VWA5A_uc010sae.1_Missense_Mutation_p.L26F|VWA5A_uc001pzt.2_Missense_Mutation_p.L10FNM_001130142 NP_001123614 O00534 VMA5A_HUMAN VIT. 2CCTACTCACCCTCCACCGGGA0.448

+ 18 2427VWA5A_uc001pzt.2_Missense_Mutation_p.D740NNM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2CAATGGTAAGGACTTGAAGTG0.562

- 1 10 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMANExtracellular (Potential). 3GAATAATTTTCCATGGTCATT0.413

+ 5 481_482 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0AAAAAGAAGAGGTTGCTGCTGT0.391

+ 13 1404SLC37A2_uc010sau.1_Missense_Mutation_p.D385N|SLC37A2_uc010sav.1_Missense_Mutation_p.D10N|SLC37A2_uc001qbp.2_Missense_Mutation_p.D10NNM_001145290 NP_001138762 Q8TED4 SPX2_HUMAN 2CATTGGCCAGGACGGGATTGC0.622

+ 7 1601NTM_uc001qgm.2_Missense_Mutation_p.P313S|NTM_uc010sch.1_Missense_Mutation_p.P315S|NTM_uc010sci.1_Missense_Mutation_p.P324S|NTM_uc010scj.1_Missense_Mutation_p.P272S|NTM_uc001qgq.2_Missense_Mutation_p.P324S|NTM_uc001qgr.2_Missense_Mutation_p.P95SNM_016522 NP_057606 Q9P121 NTRI_HUMAN 6CTCCACAGGTCCAGGCGCCGT0.597

- 1 122 NM_174927 NP_777587 Q7Z5L4 SPT19_HUMAN 0TACCGAACTGGTTATTGGTAG0.433

- 11 1543SLC6A12_uc001qhx.2_5'UTR|SLC6A12_uc001qhy.2_5'UTR|SLC6A12_uc001qia.2_Missense_Mutation_p.G334R|SLC6A12_uc001qib.2_Missense_Mutation_p.G334R|SLC6A12_uc009zdh.1_Missense_Mutation_p.G334RNM_003044 NP_003035 P48065 S6A12_HUMANHelical; Name=7; (Potential). 1ACAACAAACCCAGCCACAAAG0.502

+ 5 1465_1466CACNA2D4_uc001qjp.2_Intron|CACNA2D4_uc009zds.1_Intron|CACNA2D4_uc009zdt.1_Intron|CACNA2D4_uc009zdr.1_Intron|LRTM2_uc001qju.2_Missense_Mutation_p.G220E|LRTM2_uc010sdx.1_Missense_Mutation_p.G220E|LRTM2_uc001qjv.2_5'UTRNM_001039029 NP_001034118 Q8N967 LRTM2_HUMANLRRCT.|Extracellular (Potential). 1CTGCATGTAGGGGGACGCTTGG0.589

+ 8 1447CACNA1C_uc009zdv.1_Missense_Mutation_p.R375S|CACNA1C_uc001qkb.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkc.2_Missense_Mutation_p.R378S|CACNA1C_uc001qke.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkf.2_Missense_Mutation_p.R378S|CACNA1C_uc001qjz.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkd.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkg.2_Missense_Mutation_p.R378S|CACNA1C_uc009zdw.1_Missense_Mutation_p.R378S|CACNA1C_uc001qkh.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkl.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkn.2_Intron|CACNA1C_uc001qko.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkp.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkr.2_Missense_Mutation_p.R378S|CACNA1C_uc001qku.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkq.2_Missense_Mutation_p.R378S|CACNA1C_uc001qks.2_Missense_Mutation_p.R378S|CACNA1C_uc001qkt.2_Missense_Mutation_p.R378S|CACNA1C_uc001qka.1_Intron|CACNA1C_uc001qki.1_Intron|CACNA1C_uc001qkj.1_Intron|CACNA1C_uc001qkk.1_Intron|CACNA1C_uc001qkm.1_Intron|CACNA1C_uc009zdy.1_Intron|CACNA1C_uc001qkv.1_5'UTRNM_199460 NP_955630 Q13936 CAC1C_HUMANI.|Extracellular (Potential). 11CCGTAGGAAGGGACTGGCCCT0.517

+ 2 210_211TULP3_uc010sef.1_Intron|C12orf32_uc010see.1_Missense_Mutation_p.P15S|C12orf32_uc001qli.2_IntronNR_027363 0CCCAGAAAGCCCCGCTGCTGTT0.559

+ 4 290DYRK4_uc009zeh.1_Missense_Mutation_p.L159F|DYRK4_uc001qmy.1_Missense_Mutation_p.L44FNM_003845 NP_003836 Q9NR20 DYRK4_HUMAN 3GGCCCTAAAGCTTTTTAAGAA0.517

+ 1 1383 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3CTCTGGGCCGGCCAGGGGCAT0.617

+ 1 615NTF3_uc001qnk.3_Missense_Mutation_p.E191KNM_002527 NP_002518 P20783 NTF3_HUMAN 1GGTGCTGGGGGAGATCAAAAC0.522

- 21 2228 NM_020373 NP_065106 Q9NQ90 ANO2_HUMANExtracellular (Potential). 7TGGATGTTTCGAATGGGCAGA0.453

+ 2 1235GPR162_uc010sfn.1_Missense_Mutation_p.G234S|GPR162_uc001qqx.1_Intron|GPR162_uc009zfd.1_Intron|GPR162_uc001qqy.1_5'UTRNM_019858 NP_062832 Q16538 GP162_HUMANCytoplasmic (Potential). 3AGGGGCCTTGGGTACCCGGCC0.687

- 10 1525 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0CAGCAGGGCCCCGCCCCCGCG0.627

- 5 788FAM90A1_uc001quh.2_Missense_Mutation_p.E77KNM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1TCCTTCCCTTCCTTTTCCCCA0.552

- 26 3205PZP_uc009zgl.2_Missense_Mutation_p.R845QNM_002864 NP_002855 5GATGTAGGATCGAGCCTGGGC0.488

- 1 566 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMANExtracellular (Potential). 1TCTGCAACTCCAAGTTAAGTT0.423

- 4 943 PRB4_uc001qzf.1_IntronNM_006249 NP_006240 Q04118 PRB3_HUMAN Pro-rich. 1TCCCTGGGGAGGTCTGTGTGG0.537

- 3 285PRB1_uc001qzu.1_Missense_Mutation_p.Q83P|PRB1_uc001qzv.1_Missense_Mutation_p.Q83PNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0CTTGTCCCCTTGTGGGGGTGG0.622

+ 2 1056GPRC5A_uc001raz.2_Missense_Mutation_p.G136SNM_003979 NP_003970 Q8NFJ5 RAI3_HUMANHelical; Name=4; (Potential). 0GGTGATTCTGGGTCTGGCCGT0.517

- 13 4359 NM_000834 NP_000825 Q13224 NMDE2_HUMANCytoplasmic (Potential). 12AAGCACTGGTCGTCCCCAAAA0.612

- 8 1856 NM_000834 NP_000825 Q13224 NMDE2_HUMANHelical; (Potential). 12ACATCATCACCCATACGTCAG0.463

- 5 793SLCO1A2_uc001res.2_Missense_Mutation_p.S181F|SLCO1A2_uc010siq.1_Missense_Mutation_p.S49F|SLCO1A2_uc010sio.1_Missense_Mutation_p.S49F|SLCO1A2_uc010sip.1_Missense_Mutation_p.S49F|SLCO1A2_uc001ret.2_Missense_Mutation_p.S179F|SLCO1A2_uc001reu.2_Missense_Mutation_p.S161FNM_021094 NP_066580 P46721 SO1A2_HUMANHelical; Name=4; (Potential). 4TTCTATATAGGAAATACCCAA0.343

- 10 2696CAPRIN2_uc001rjf.1_Missense_Mutation_p.P446S|CAPRIN2_uc001rjg.1_Missense_Mutation_p.P316S|CAPRIN2_uc001rjh.1_Missense_Mutation_p.P649S|CAPRIN2_uc001rjj.1_Missense_Mutation_p.P316S|CAPRIN2_uc001rjk.3_Missense_Mutation_p.P649S|CAPRIN2_uc001rjl.3_Missense_Mutation_p.P649S|CAPRIN2_uc001rjm.1_Missense_Mutation_p.P316SNM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2TGTGACGTTGGAATTGCACTT0.388

- 4 1127_1128 NM_001004329 NP_001004329 Q6ZNG2 DBX2_HUMAN 0ATATAAGGCACCTTGCAGTGAA0.47 rs149681179

- 7 689SLC38A1_uc001rpb.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpc.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpd.2_Missense_Mutation_p.T144I|SLC38A1_uc001rpe.2_Missense_Mutation_p.T144I|SLC38A1_uc010slh.1_Missense_Mutation_p.T117I|SLC38A1_uc009zkj.1_Missense_Mutation_p.T144INM_030674 NP_109599 Q9H2H9 S38A1_HUMANCytoplasmic (Potential). 5CTTCCCTGTGGTGCCAAAGAC0.383

+ 4 753FAM113B_uc010slj.1_Intron|FAM113B_uc001rpq.2_Missense_Mutation_p.E8KNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5GCGGGCCTCCGAAGTGCGGCA0.587

+ 4 1128FAM113B_uc010slj.1_Missense_Mutation_p.P13S|FAM113B_uc001rpq.2_Missense_Mutation_p.P133SNM_138371 NP_612380 Q96HM7 F113B_HUMAN 5CAGGTATGGTCCGAACTCCTG0.592

- 14 1752RPAP3_uc010slk.1_Missense_Mutation_p.P387A|RPAP3_uc001rps.2_Missense_Mutation_p.P512ANM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1GAGTTTGCAGGAATTGGAGGA0.403

- 23 2742uc001rpv.2_Intron|RAPGEF3_uc001rpw.2_Missense_Mutation_p.P103S|RAPGEF3_uc001rpx.2_Missense_Mutation_p.P225S|RAPGEF3_uc010sln.1_Missense_Mutation_p.P265S|RAPGEF3_uc001rpy.2_RNA|RAPGEF3_uc009zkq.2_Missense_Mutation_p.P768S|RAPGEF3_uc001rpz.3_Missense_Mutation_p.P810SNM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4GGGATGACAGGAGGGGAGAGC0.413

- 54 4613COL2A1_uc001rqt.2_Missense_Mutation_p.G259S|COL2A1_uc009zkw.2_RNA|COL2A1_uc001rqv.2_Missense_Mutation_p.G1409SNM_001844 NP_001835 P02458 CO2A1_HUMANFibrillar collagen NC1. 2ATGTCCACACCGAATTCCTGC0.517

- 6 1270ZNF641_uc001rro.1_Missense_Mutation_p.P355S|ZNF641_uc010sls.1_Missense_Mutation_p.P346SNM_152320 NP_689533 Q96N77 ZN641_HUMAN 2TGACACTTTGGCACTGGTGGG0.592

- 5 1970ADCY6_uc001rsj.3_Missense_Mutation_p.P437L|ADCY6_uc001rsi.3_Missense_Mutation_p.P437L|ADCY6_uc010slw.1_5'FlankNM_015270 NP_056085 O43306 ADCY6_HUMANCytoplasmic (Potential). 0CCGGGCCTCCGGCAGCCCTGA0.552

- 48 15620 NM_003482 NP_003473 O14686 MLL2_HUMANFYR N-terminal. 41GTAGCCCACGGGATAGAGGGC0.607

- 21 5117 NM_003482 NP_003473 O14686 MLL2_HUMAN 41GCGTGTGTGGGATTTCCGCTG0.637



+ 8 1669SPATS2_uc001rue.2_RNA|SPATS2_uc009zli.1_Missense_Mutation_p.P227L|SPATS2_uc001ruf.2_Missense_Mutation_p.P227L|SPATS2_uc001rug.2_Missense_Mutation_p.P227LNM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1GAAGATGTTCCCCTCGCCACC0.428

- 8 1713NCKAP5L_uc001rvc.3_5'Flank|NCKAP5L_uc001rvb.2_Missense_Mutation_p.R97KNM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Pro-rich. 1ACCCAGACCCCTTCGGGCCAA0.682

- 3 606 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0TGTATAGCTCCGTACAGAGTT0.537

+ 10 1380SLC4A8_uc010sni.1_Nonsense_Mutation_p.W348*|SLC4A8_uc001rym.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryn.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryo.2_Nonsense_Mutation_p.W348*|SLC4A8_uc001ryp.1_3'UTR|SLC4A8_uc010snj.1_Nonsense_Mutation_p.W428*|SLC4A8_uc001ryq.3_Nonsense_Mutation_p.W401*|SLC4A8_uc001ryr.2_Nonsense_Mutation_p.W401*|SLC4A8_uc010snk.1_Nonsense_Mutation_p.W348*NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANExtracellular (Potential). 5CCAGGAGAGTGGGATCCCTCC0.493

+ 18 2518SLC4A8_uc001rym.2_Nonsense_Mutation_p.W727*|SLC4A8_uc001ryn.2_Nonsense_Mutation_p.W727*|SLC4A8_uc001ryo.2_Nonsense_Mutation_p.W727*|SLC4A8_uc010snj.1_Nonsense_Mutation_p.W807*|SLC4A8_uc001ryr.2_Nonsense_Mutation_p.W780*NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMANHelical; (Potential). 5CCAATCCCTGGTGGACTGTGA0.398

- 2 633 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2GCAGCAGGGTCCACTTGGTGT0.542

- 1 74 NM_005555 NP_005546 P04259 K2C6B_HUMAN Head. 2GCTGTGGCTCCTGATGGTGGT0.632

- 1 476 NM_015848 NP_056932 Q01546 K22O_HUMAN Head. 2 accaggaccaccaaagctgcc0.249

- 4 818 NM_173352 NP_775487 Q8N1N4 K2C78_HUMAN Coil 1B.|Rod. 2AGCCTCACTTCTTCATTCAGA0.547

+ 8 926SOAT2_uc009zms.2_RNANM_003578 NP_003569 O75908 SOAT2_HUMANHelical; (Potential). 1CTGCCCAACACTCATCTACAG0.493

+ 29 3251NCKAP1L_uc010sox.1_Missense_Mutation_p.E600K|NCKAP1L_uc010soy.1_Missense_Mutation_p.E1008KNM_005337 NP_005328 P55160 NCKPL_HUMAN 4TCACCTCAAGGAATTTCTGGT0.418

- 1 184 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMANCytoplasmic (Potential). 1GAGAAATTACGGAGGAAGAAA0.403

- 7 1002ARHGAP9_uc001sny.2_5'Flank|ARHGAP9_uc001snz.2_Missense_Mutation_p.R15H|ARHGAP9_uc001soa.2_5'UTR|ARHGAP9_uc001sob.2_Missense_Mutation_p.R199H|ARHGAP9_uc001soc.2_Missense_Mutation_p.R199H|ARHGAP9_uc001soe.1_Missense_Mutation_p.R278H|ARHGAP9_uc010sro.1_Missense_Mutation_p.R199HNM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1CCGAGGACAGCGGCGAAGGTC0.652 rs139154961

+ 7 826IRAK3_uc010ssy.1_Missense_Mutation_p.P181SNM_007199 NP_009130 Q9Y616 IRAK3_HUMANProtein kinase. 8TCTGATTTATCCATACATGAG0.383

+ 3 670DYRK2_uc001sts.3_Missense_Mutation_p.V17LNM_006482 NP_006473 Q92630 DYRK2_HUMAN 4ACAGATCCAGGTTCAACAGTT0.488 rs138020482

+ 1 140 NM_000239 NP_000230 P61626 LYSC_HUMAN 0GTTGGCCAGAACTCTGAAAAG0.468

+ 2 817 NM_014505 NP_055320 Q86W47 KCMB4_HUMANExtracellular (Potential). 0CTGTAAGAGAGAAAATCAGAA0.328

- 14 1439CAPS2_uc001sxm.3_Missense_Mutation_p.E182D|CAPS2_uc009zsa.2_Missense_Mutation_p.E4D|CAPS2_uc001sxi.3_Missense_Mutation_p.E150D|CAPS2_uc001sxj.3_Missense_Mutation_p.E325D|CAPS2_uc001sxl.3_Missense_Mutation_p.E395DNM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2TTATATCATCCTCCTGTTCCA0.333

- 7 992 NM_004950 NP_004941 Q99645 EPYC_HUMAN LRR 6. 1GAGATTAATAGGGTTTCCATC0.393

- 3 235CLLU1_uc001tcc.2_5'Flank|CLLU1_uc001tcd.2_5'Flank|CLLU1_uc001tce.1_5'Flank|CLLU1_uc001tcf.2_5'FlankNM_001025232 NP_001020403 Q5K130 CLU1O_HUMAN 0CCTTGTCACATTTCCTTTGCC0.438

- 17 3801UHRF1BP1L_uc001tgp.2_Missense_Mutation_p.S841FNM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2TACCACAACGGACATCTATTA0.338

+ 26 2741KIAA1033_uc010swr.1_Missense_Mutation_p.P886L|KIAA1033_uc010sws.1_Missense_Mutation_p.P697LNM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2GTCTAGTATCCTTTTGATAGA0.373

- 10 2289PRDM4_uc010sww.1_Missense_Mutation_p.H25Y|PRDM4_uc001tmq.2_RNANM_012406 NP_036538 Q9UKN5 PRDM4_HUMANC2H2-type 2. 2TCACACTTGTGGGGCTTCATA0.473

+ 4 1355WSCD2_uc001tmt.2_Missense_Mutation_p.G204DNM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN WSC 1. 3GGCGAGCGAGGCAGCGTGTGC0.692

- 2 968TMEM119_uc001tnf.2_RNANM_181724 NP_859075 Q4V9L6 TM119_HUMANCytoplasmic (Potential). 1CTTTCGGGGGGACCCACTGGT0.667

+ 18 1877 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0GCATACCGAAGGAAATACGAG0.443

+ 10 1454CCDC63_uc010sye.1_Missense_Mutation_p.K380R|CCDC63_uc001trw.1_Missense_Mutation_p.K335RNM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8CTGTTCAAGAAGATAAACTGT0.502

+ 16 2095 NM_015267 NP_056082 O14529 CUX2_HUMAN 6GACAGGCTCAGACGACGCCAT0.622

- 16 2186_2187C12orf51_uc010syk.1_Intron|C12orf51_uc001tts.2_Intron|C12orf51_uc001ttt.3_IntronNM_001109662 NP_001103132 2TAAAATTTAAGGAAGGGGGGGA0.396

+ 2 338_339TPCN1_uc001tux.2_Missense_Mutation_p.T86INM_017901 NP_060371 Q9ULQ1 TPC1_HUMANCytoplasmic (Potential). 3CTCATCCTGACCTTGGATGAGG0.569

- 20 3727 NM_000620 NP_000611 P29475 NOS1_HUMANFAD-binding FR-type. 7ATGTTCCTACCTGGATTTAGG0.522

- 2 1188 NM_000620 NP_000611 P29475 NOS1_HUMANInteraction with NOSIP (By similarity).|PIN (nNOS-inhibiting protein) binding.7GAGCCAGCCTCCTGCCCATCA0.682

- 30 3784CIT_uc001txh.1_Intron|CIT_uc001txj.1_Missense_Mutation_p.R1286QNM_007174 NP_009105 O14578 CTRO_HUMANPotential.|Interaction with Rho/Rac. 10GTCCTCTTTCCGTCGACTAAA0.493

+ 7 1042OGFOD2_uc001uds.1_Missense_Mutation_p.P177S|OGFOD2_uc001udt.1_Missense_Mutation_p.P177S|OGFOD2_uc001udu.1_Missense_Mutation_p.P177S|OGFOD2_uc001udv.1_Missense_Mutation_p.P177S|OGFOD2_uc009zxs.1_Missense_Mutation_p.P177S|OGFOD2_uc001udw.1_Missense_Mutation_p.P177S|OGFOD2_uc001udx.1_Missense_Mutation_p.P177S|OGFOD2_uc001udy.1_Missense_Mutation_p.P177S|OGFOD2_uc001udz.1_Missense_Mutation_p.P281S|OGFOD2_uc001ueb.1_Missense_Mutation_p.P177S|ARL6IP4_uc001uec.2_5'Flank|ARL6IP4_uc001ued.2_5'Flank|ARL6IP4_uc001uee.2_5'Flank|ARL6IP4_uc001uef.2_5'Flank|ARL6IP4_uc001ueg.2_5'Flank|ARL6IP4_uc009zxt.2_5'Flank|ARL6IP4_uc001ueh.2_5'Flank|ARL6IP4_uc001uei.2_5'FlankNM_024623 NP_078899 Q6N063 OGFD2_HUMAN 1CCGAGAGGAGCCCGCCACGGT0.657

- 3 363PITPNM2_uc001uek.1_Missense_Mutation_p.S75F|PITPNM2_uc009zxu.1_Missense_Mutation_p.S75FNM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3GGGCAGGATGGAGCGGAACCA0.622

+ 7 903TCTN2_uc009zya.2_Nonsense_Mutation_p.Q258*NM_024809 NP_079085 Q96GX1 TECT2_HUMANExtracellular (Potential). 1TTCCCCCAAACAGGACTCTTC0.323

+ 43 7252 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6GGGTCCCATGGAGTAAATTAG0.408

- 3 1335 NM_133448 NP_597705 Q14C87 T132D_HUMANExtracellular (Potential). 14GCTGCTGGCTCGCACGCCGAT0.547 rs147819967

+ 18 2451GPR133_uc010tbm.1_Missense_Mutation_p.P663L|GPR133_uc009zyo.2_Intron|GPR133_uc001uiv.1_Missense_Mutation_p.P150L|GPR133_uc009zyp.2_RNANM_198827 NP_942122 Q6QNK2 GP133_HUMANExtracellular (Potential). 10TCCTAGACCCCCTGCCAAGTG0.582

+ 5 761ZNF268_uc010tbv.1_5'UTR|ZNF268_uc010tbw.1_Intron|ZNF268_uc010tbx.1_Missense_Mutation_p.A4V|ZNF268_uc010tby.1_Intron|ZNF268_uc010tbz.1_5'UTR|ZNF268_uc010tca.1_5'UTR|ZNF268_uc010tcb.1_Missense_Mutation_p.A4V|ZNF268_uc010tcc.1_5'UTR|ZNF268_uc010tcd.1_5'UTR|ZNF268_uc010tce.1_Intron|ZNF268_uc010tcg.1_5'UTR|ZNF268_uc010tch.1_Missense_Mutation_p.A144VNM_003415 NP_003406 Q14587 ZN268_HUMAN KRAB. 1ATGGTGCAGGCCCAAGTTCCA0.403

- 9 1010PARP4_uc010tdc.1_Missense_Mutation_p.L302FNM_006437 NP_006428 Q9UKK3 PARP4_HUMANPARP alpha-helical. 4TTTACTAGAAGGAGAATCCCC0.383

- 1 1359FAM123A_uc001uqa.2_Missense_Mutation_p.G301E|FAM123A_uc001uqc.2_Missense_Mutation_p.G301ENM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4TTCCCCGCCTCCTTGGTAGGC0.637

+ 1 1368 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0GAAAGGACATCCAGCAGCTTT0.507

+ 17 1910RXFP2_uc010aba.2_Missense_Mutation_p.F572LNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANHelical; Name=5; (Potential). 0TTACTATGTTCTGTTCCATTC0.393 rs139736966

+ 61 9385FRY_uc010tdw.1_RNA|FRY_uc001utz.2_Nonsense_Mutation_p.Y494*|FRY_uc010tdx.1_Nonsense_Mutation_p.Y333*NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7CGGGTACTTATGCCCTGGTGG0.522

+ 1 4322 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential).|CSPG 9. 11GAAGACAAATCTTTGGTTTAT0.343

- 10 1233_1234KIAA0564_uc001uyk.2_Missense_Mutation_p.S388LNM_015058 NP_055873 A3KMH1 K0564_HUMAN 6CAGAAGCTTGGGACACATGGTT0.366



+ 6 1062CYSLTR2_uc010acy.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010acz.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010ada.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010adb.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010adc.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010add.1_Missense_Mutation_p.Y127H|CYSLTR2_uc010acw.1_Missense_Mutation_p.Y127H|CYSLTR2_uc001vck.2_Missense_Mutation_p.Y127HNM_020377 NP_065110 Q9NS75 CLTR2_HUMANHelical; Name=3; (Potential). 2CAGCAGTATTTATTTCCTGAC0.483

- 11 2821_2822ATP7B_uc010adv.2_Missense_Mutation_p.H459Y|ATP7B_uc001vfx.2_Missense_Mutation_p.H727Y|ATP7B_uc001vfy.2_Missense_Mutation_p.H778Y|ATP7B_uc010tgt.1_Missense_Mutation_p.H889Y|ATP7B_uc010tgu.1_Missense_Mutation_p.H841Y|ATP7B_uc010tgv.1_Missense_Mutation_p.H811Y|ATP7B_uc001vfv.2_Missense_Mutation_p.H161Y|ATP7B_uc010tgs.1_Missense_Mutation_p.H161YNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3TTGCCCACGTGGGTAGCTTTAA0.441

+ 5 748OLFM4_uc001vhk.1_IntronNM_006418 NP_006409 Q6UX06 OLFM4_HUMANOlfactomedin-like. 1TGGTCATGGTGGTGTGGTGAA0.423

- 6 1858DACH1_uc010tho.1_Intron|DACH1_uc010thp.1_IntronNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1TGAGACCTACGGATTCTGTCA0.488

- 15 2292DIS3_uc001viy.3_Missense_Mutation_p.H610Y|DIS3_uc001viz.2_RNANM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1CTGTCCATGTGGAATCGAACT0.318

- 1 1775 NM_052910 NP_443142 Q96PX8 SLIK1_HUMANExtracellular (Potential). 5GTGGCATGATCCTCTTGCCCA0.557

- 2 2890SLITRK6_uc010afe.1_Missense_Mutation_p.V264INM_032229 NP_115605 Q9H5Y7 SLIK6_HUMANCytoplasmic (Potential). 3TCCACTAATACCTTCCTTGGA0.403

+ 2 2528SLITRK5_uc010tic.1_Missense_Mutation_p.G529DNM_015567 NP_056382 O94991 SLIK5_HUMANCytoplasmic (Potential). 5TCCCGAGAGGGCAACTCCGTA0.493

+ 3 1004 NM_004466 NP_004457 P78333 GPC5_HUMAN 5AGAGTAATGGGACAGATGGGG0.517

- 12 1744ABCC4_uc010afk.2_Missense_Mutation_p.R542Q|ABCC4_uc001vme.2_Missense_Mutation_p.R542Q|ABCC4_uc010tih.1_Missense_Mutation_p.R467Q|ABCC4_uc001vmf.2_Missense_Mutation_p.R499Q|ABCC4_uc010afl.1_Missense_Mutation_p.R499Q|ABCC4_uc010afm.1_Missense_Mutation_p.R555QNM_005845 NP_005836 O15439 MRP4_HUMANABC transporter 1. 4AAGGTTTACCCGTGCTTTCTG0.493

- 8 1768DZIP1_uc001vml.2_Missense_Mutation_p.E306KNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN Potential. 2ATAAACATCTCCTTGACTTTT0.308

+ 13 1113PCCA_uc010aga.2_Missense_Mutation_p.P333S|PCCA_uc010tiz.1_Missense_Mutation_p.P359S|PCCA_uc001vop.2_RNANM_000282 NP_000273 P05165 PCCA_HUMANATP-grasp.|Biotin carboxylation. 2GGTTGAGCATCCTGTCACAGA0.433

- 39 3489COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6TCCAATCCTGGGAGGCCTTTG0.498

+ 8 782PROZ_uc010agr.1_Missense_Mutation_p.E281KNM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0GGACGCGGGGGAGAATGACCT0.567

+ 13 2343 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0GTGCTGTGGAGAGCTGCAATC0.597

+ 1 343 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMANHelical; Name=3; (Potential). 2GATGGTGCTACTTGTTTCGAT0.438

+ 1 650 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANHelical; Name=5; (Potential). 3 TTAATTATTTCCTACACCATC0.433

+ 1 395 NM_001004479 NP_001004479 Q8NGC9 O11H4_HUMANCytoplasmic (Potential). 1GCTTATGATCGATACCTGGCC0.468

- 8 966HNRNPC_uc001vzw.2_Missense_Mutation_p.S228F|HNRNPC_uc001wad.2_Missense_Mutation_p.S161F|HNRNPC_uc001vzx.2_Intron|HNRNPC_uc001vzz.2_Missense_Mutation_p.S228F|HNRNPC_uc001waa.2_Missense_Mutation_p.S241F|HNRNPC_uc010ail.2_Missense_Mutation_p.S241F|HNRNPC_uc010tlq.1_RNA|HNRNPC_uc001wab.2_Missense_Mutation_p.S227F|HNRNPC_uc001wac.2_Missense_Mutation_p.S185F|HNRNPC_uc010tlr.1_Missense_Mutation_p.S106F|HNRNPC_uc001waf.2_Missense_Mutation_p.S228F|HNRNPC_uc001wae.2_Missense_Mutation_p.S228FNM_031314 NP_112604 P07910 HNRPC_HUMANAsp/Glu-rich (acidic). 0TTTCTTCACGGAGCTGCTGCT0.488

- 2 213METTL3_uc001wbb.2_5'Flank|METTL3_uc010tlw.1_RNA|METTL3_uc010tlx.1_Missense_Mutation_p.A41T|METTL3_uc001wbd.1_Missense_Mutation_p.A41TNM_019852 NP_062826 Q86U44 MTA70_HUMAN 2GGAGACAATGCTGCCTCTGGA0.468

- 1 238 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANExtracellular (Potential). 2ATGAGGCGAGGGACAATGATG0.498

+ 6 1225 NM_004995 NP_004986 P50281 MMP14_HUMANHemopexin-like 1.|Extracellular (Potential). 0CATGCTCCGAGGGGAGATGTT0.433

- 6 2591_2592AP1G2_uc001wkl.2_5'Flank|AP1G2_uc001wkn.2_5'Flank|AP1G2_uc010tnp.1_5'Flank|AP1G2_uc010akt.2_5'Flank|JPH4_uc010tnr.1_Missense_Mutation_p.A223V|JPH4_uc001wkr.2_Missense_Mutation_p.A558VNM_032452 NP_115828 Q96JJ6 JPH4_HUMANCytoplasmic (Potential). 2TGCCTGCTGGGGCCCTCAGCGG0.673

+ 2 558 NM_203402 NP_981947 A5D6W6 FITM1_HUMANExtracellular (Potential). 0CTCCTGCTTCGAGCCACTGCC0.692

+ 10 1416GMPR2_uc001wnv.2_Missense_Mutation_p.S182N|GMPR2_uc001wns.2_Missense_Mutation_p.S345N|GMPR2_uc001wnt.2_Missense_Mutation_p.S312N|GMPR2_uc001wnu.2_Missense_Mutation_p.S370N|GMPR2_uc001wnw.2_Missense_Mutation_p.S345N|GMPR2_uc010all.2_Missense_Mutation_p.S317N|GMPR2_uc001wnx.2_Missense_Mutation_p.S363N|GMPR2_uc010tod.1_Missense_Mutation_p.S312N|GMPR2_uc010alk.1_Missense_Mutation_p.S406N|GMPR2_uc010toe.1_Missense_Mutation_p.S406NNM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3CCAATCTTCAGTGAGGCGTGC0.552

+ 2 473C14orf21_uc001wom.1_5'Flank|DHRS1_uc001woj.1_5'Flank|DHRS1_uc001wok.2_5'FlankNM_174913 NP_777573 Q86U38 CN021_HUMAN 4CGCACTGTGGCCTGTCACCGA0.488

- 5 749GZMB_uc010ama.2_Missense_Mutation_p.R216Q|GZMB_uc010amb.2_RNANM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0GGTGCAGGCTCGTGGAGGCAT0.498

+ 3 4102ARHGAP5_uc001wrm.2_Missense_Mutation_p.T1287I|ARHGAP5_uc001wrn.2_Missense_Mutation_p.T1288I|ARHGAP5_uc001wro.2_Missense_Mutation_p.T27I|ARHGAP5_uc001wrp.2_IntronNM_001173 NP_001025226 Q13017 RHG05_HUMAN Rho-GAP. 5ATTGAAGATACAGGTAGGATA0.353

+ 13 4483 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21TGTGTAAATGGAAAAGTTGGA0.368

- 37 6179RALGAPA1_uc010amp.2_RNA|RALGAPA1_uc001wtj.2_Missense_Mutation_p.L1930F|RALGAPA1_uc010tpv.1_Missense_Mutation_p.L1943F|RALGAPA1_uc010tpw.1_Missense_Mutation_p.L1977FNM_014990 NP_055805 Q6GYQ0 RGPA1_HUMANMinimal domain that binds to TCF3/E12 (By similarity).|Rap-GAP.4ATTACAATAAGGACATCACCA0.343

+ 5 3308LRFN5_uc010ana.2_Missense_Mutation_p.D466ANM_152447 NP_689660 Q96NI6 LRFN5_HUMANCytoplasmic (Potential). 8TGCTTTGCTGACTAATGTTGA0.294

+ 7 3420FAM179B_uc001wvw.2_Missense_Mutation_p.H1071Y|FAM179B_uc010anc.2_RNANM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3AAAAATTTCTCATATTGCTGA0.299

- 1 168 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1TTGGCATCAGGAACCCCTCGG0.542

- 2 945 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4ATTTTTCCCTCCACAGGAGCT0.448

- 11 2152KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9TGGTCCACGGGAATGCTGAGG0.532

- 4 362KCNH5_uc001xfy.2_Missense_Mutation_p.P104L|KCNH5_uc001xfz.1_Missense_Mutation_p.P46L|KCNH5_uc001xga.2_Missense_Mutation_p.P46LNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANPAC.|Cytoplasmic (Potential). 9AAACCAAACAGGGGTTCCTGT0.443

+ 30 4263SYNE2_uc001xgl.2_Missense_Mutation_p.L1345FNM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14CGTTACAGACCTTTCAGCCTC0.443

- 3 1123ZBTB25_uc001xhc.2_Intron|ZBTB25_uc001xhg.2_Missense_Mutation_p.R314WNM_006977 NP_008908 P24278 ZBT25_HUMAN 2GTGGTACCCCGGTTGGTGTGG0.453

- 15 2980SPTB_uc001xhr.2_Missense_Mutation_p.V976I|SPTB_uc001xhs.2_Missense_Mutation_p.V976I|SPTB_uc001xhu.2_Missense_Mutation_p.V976INM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 7. 11GACTCCACTACCTTTGTCTTG0.612

- 2 2510SLC8A3_uc001xlw.2_Missense_Mutation_p.E586K|SLC8A3_uc001xlx.2_Missense_Mutation_p.E586K|SLC8A3_uc001xlz.2_Missense_Mutation_p.E586K|SLC8A3_uc010ara.2_RNANM_183002 NP_892114 P57103 NAC3_HUMANCalx-beta 2.|Cytoplasmic (Potential). 7AATTCCAACTCCCCATATGTG0.502

- 2 327SYNJ2BP_uc010arc.2_IntronNM_018373 NP_060843 P57105 SYJ2B_HUMANPDZ.|Cytoplasmic (Potential). 0CATTCTCACCGAAAGGATCTT0.542

+ 12 1603PSEN1_uc001xnv.2_Missense_Mutation_p.T436I|PSEN1_uc010ark.2_Missense_Mutation_p.T436I|PSEN1_uc001xnu.2_RNANM_000021 NP_000012 P49768 PSN1_HUMANRequired for interaction with CTNNB1.|Helical; (Potential).2ATCTCCATCACCTTTGGGCTT0.398

- 31 4871 NM_000428 NP_000419 Q14767 LTBP2_HUMANEGF-like 17; calcium-binding (Potential). 2CGGGCAGAGACCAGGCCCGAA0.473

+ 5 2507YLPM1_uc001xql.3_RNANM_019589 NP_062535 P49750 YLPM1_HUMAN 3TGGGCCAAGACCCAGATATGA0.512

- 4 885ISM2_uc001xua.2_Intron|ISM2_uc001xty.2_Missense_Mutation_p.E183K|ISM2_uc010tvl.1_Missense_Mutation_p.E190KNM_199296 NP_954993 Q6H9L7 ISM2_HUMAN 1 tcctcgtcttcctccttttcc 0.284

+ 2 2169FLRT2_uc010atd.2_Missense_Mutation_p.E468KNM_013231 NP_037363 O43155 FLRT2_HUMANFibronectin type-III.|Extracellular (Potential). 4CATCGTTCAGGAGCGCATAGT0.493

- 18 3259 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3TCCTTCACTCGGAGAAGCTCC0.622



- 10 1552FBLN5_uc010aud.2_Missense_Mutation_p.S365F|FBLN5_uc010aue.2_Missense_Mutation_p.S401F|FBLN5_uc001xzw.2_5'FlankNM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6AGCGGGAACGGAGCGTCCTGA0.542

+ 7 864UBR7_uc001ybn.3_Missense_Mutation_p.G134R|UBR7_uc010auq.2_Missense_Mutation_p.G59RNM_175748 NP_786924 Q8N806 UBR7_HUMAN 0TGAGGATGATGGATTGGTGCG0.393

- 11 3225BTBD7_uc010aur.2_Missense_Mutation_p.P492S|BTBD7_uc010two.1_Missense_Mutation_p.P787S|BTBD7_uc001ybp.2_Missense_Mutation_p.P616SNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1CCTTGCGAAGGGGAAGGGGTG0.493

+ 45 7110KIAA1409_uc001ybs.1_Nonsense_Mutation_p.Q2321*NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17TCTCCAAAATCAGAATGAATT0.493

- 5 1490SERPINA1_uc001ycw.3_RNA|SERPINA1_uc010auw.2_Missense_Mutation_p.G410E|SERPINA1_uc010aux.2_Missense_Mutation_p.G410E|SERPINA1_uc001ycy.3_Missense_Mutation_p.G410E|SERPINA1_uc010auy.2_Missense_Mutation_p.G410E|SERPINA1_uc001ycz.3_Missense_Mutation_p.G410E|SERPINA1_uc010auz.2_Missense_Mutation_p.G410E|SERPINA1_uc010ava.2_Missense_Mutation_p.G410E|SERPINA1_uc001ydb.3_Missense_Mutation_p.G410E|SERPINA1_uc010avb.2_Missense_Mutation_p.G410E|SERPINA1_uc001ydc.3_Missense_Mutation_p.G410ENM_000295 NP_000286 P01009 A1AT_HUMAN 1CACCACTTTTCCCATGAAGAG0.498

- 3 862SERPINA9_uc001yde.2_Missense_Mutation_p.F134C|SERPINA9_uc010avc.2_Missense_Mutation_p.F85C|SERPINA9_uc001ydg.2_Missense_Mutation_p.F198C|SERPINA9_uc001ydh.1_Missense_Mutation_p.F234C|SERPINA9_uc001ydi.1_Missense_Mutation_p.F198CNM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2TTCAGGGTGAAAGGGCTTCTC0.428

+ 4 1113SERPINA3_uc001ydo.3_Missense_Mutation_p.G370E|SERPINA3_uc001ydr.2_RNA|SERPINA3_uc001ydq.2_Missense_Mutation_p.G345E|SERPINA3_uc001yds.2_Missense_Mutation_p.G345E|SERPINA3_uc010avg.2_Missense_Mutation_p.G345ENM_001085 NP_001076 P01011 AACT_HUMAN 6GACCTGTCAGGGATCACAGGG0.507

+ 2 784 NR_015340 2TCGGGGCCTGGGAGAAGGACC0.577

- 24 5116DICER1_uc010avh.1_Missense_Mutation_p.P543L|DICER1_uc001ydv.2_Missense_Mutation_p.P1635L|DICER1_uc001ydx.2_Missense_Mutation_p.P1645L|DICER1_uc001ydy.1_Missense_Mutation_p.P497LNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5ACATCTTGGTGGAATCTTCAA0.393

+ 3 741BDKRB2_uc010avl.1_3'UTR|BDKRB2_uc010twu.1_Nonsense_Mutation_p.W155*|BDKRB2_uc001yfg.2_Nonsense_Mutation_p.W182*NM_000623 NP_000614 P30411 BKRB2_HUMANHelical; Name=4; (Potential). 5TTGGTGATCTGGGGGTGTACG0.607

+ 11 1199PAPOLA_uc001yfr.2_Missense_Mutation_p.S330F|PAPOLA_uc010twv.1_Missense_Mutation_p.S330F|PAPOLA_uc010avp.2_Missense_Mutation_p.S80FNM_032632 NP_116021 P51003 PAPOA_HUMAN 0TACAATGTGTCCGTTTCAACA0.408

- 12 1757 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11TCAAGCTGTCGCTCGAGCCTG0.522

- 3164 0TCACACAGCAGGAGGGCCCTT0.592

- 4 423NIPA1_uc001yvd.2_5'UTR|NIPA1_uc001yve.2_Missense_Mutation_p.S58FNM_144599 NP_653200 Q7RTP0 NIPA1_HUMANHelical; (Potential). 0CAGCACGACGGAGCCTGCACA0.473

+ 1 2276 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8AGCTCTCTCCCAAATTCCCAA0.468

- 1 479FAM189A1_uc010azk.1_IntronNM_138704 NP_619649 Q96MG7 MAGG1_HUMAN MAGE. 0GAAGAGGTCGGGGAAGATGTC0.532

- 21 3722TJP1_uc010azl.2_Missense_Mutation_p.R1071C|TJP1_uc001zcq.2_Missense_Mutation_p.R1007C|TJP1_uc001zcs.2_Missense_Mutation_p.R1003CNM_003257 NP_003248 Q07157 ZO1_HUMAN 6ATGGGGACGCGATCTTCGTAT0.483 rs35392254

- 9 1199DKFZP434L187_uc001zds.2_Intron|CHRFAM7A_uc001zdu.1_Missense_Mutation_p.M120I|CHRFAM7A_uc010azn.2_Missense_Mutation_p.M120INM_139320 NP_647536 Q494W8 CRFM7_HUMANHelical; (Potential). 1CCACGATGATCATGGTGCTGG0.622

- 29 3597 NM_014691 NP_055506 O60306 AQR_HUMAN 1CCTTGCTCTGGCTCTCCCTTG0.413

+ 20 3485THBS1_uc010bbi.2_Nonsense_Mutation_p.W574*NM_003246 NP_003237 P07996 TSP1_HUMANTSP C-terminal. 6ACATAGGCTGGAAAGATTTCA0.468

+ 3 1626BAHD1_uc001zlt.2_Missense_Mutation_p.P518S|BAHD1_uc010bbp.1_Missense_Mutation_p.P518S|BAHD1_uc001zlv.2_Missense_Mutation_p.P519SNM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0AGAGCCCGTCCCCCATCTTCA0.657

+ 3 1420 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1AGCCCCTCAGGAGTTGGACAC0.562

+ 10 1188MAPKBP1_uc001zoj.3_Missense_Mutation_p.T295I|MAPKBP1_uc010bcj.2_5'UTR|MAPKBP1_uc010bci.2_Missense_Mutation_p.T295I|MAPKBP1_uc010udb.1_Missense_Mutation_p.T183I|MAPKBP1_uc010bck.2_5'UTR|MAPKBP1_uc010bcl.2_IntronNM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 4. 10GCTGATGGCACCGTGCGCCTT0.592

- 2 349 uc010bcp.1_RNA NM_016642 NP_057726 Q9NRC6 SPTN5_HUMANActin-binding. 2TGGCCCGTCTCGTACTGAGAG0.622

- 15 1668 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN 2ACCACCCTCACCTTCCAGAAA0.627

- 2 1254ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_Missense_Mutation_p.P90S|ZFP106_uc001zpy.1_Missense_Mutation_p.P330SNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3CCTTCTGAAGGAAATTTATCA0.418

- 2 904ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_5'UTR|ZFP106_uc001zpy.1_Missense_Mutation_p.G213ENM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3ATCTACTGCTCCACTATTTGA0.473

- 10 1272TTBK2_uc010bcy.2_Missense_Mutation_p.S209F|TTBK2_uc001zqp.2_Missense_Mutation_p.S278F|TTBK2_uc010bcz.1_Missense_Mutation_p.S243FNM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7GTCAAACACGGATGTAAGAAG0.378

- 12 2078TP53BP1_uc010udp.1_Nonsense_Mutation_p.Q644*|TP53BP1_uc001zrq.3_Nonsense_Mutation_p.Q649*|TP53BP1_uc001zrr.3_Nonsense_Mutation_p.Q649*|TP53BP1_uc010udq.1_Nonsense_Mutation_p.Q649*NM_005657 NP_005648 Q12888 TP53B_HUMAN 7GCTTCCTCCTGATCTAACACA0.478

+ 3 282 NM_152448 NP_689661 Q8NHR7 CO043_HUMAN 0TTTCATTCTTCCTCCTGCGTG0.413

+ 15 1928DUOX1_uc001zut.1_Missense_Mutation_p.E528K|DUOX1_uc010bee.1_5'UTRNM_017434 NP_059130 Q9NRD9 DUOX1_HUMANPeroxidase-like; mediates peroxidase activity.|Extracellular (Potential).8CTCCAAGAAGGAGATTGAAGA0.527

+ 3 211 NM_004212 NP_004203 O43868 S28A2_HUMAN 4CTGGGGGATGGACTGGGCCCT0.522

- 11 1275HDC_uc001zxy.2_Missense_Mutation_p.S133F|HDC_uc010uff.1_Missense_Mutation_p.S357FNM_002112 NP_002103 P19113 DCHS_HUMAN 6TCTGACCAGAGATTCAAAATA0.418

- 15 2332WDR72_uc010bfi.1_Missense_Mutation_p.D764NNM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2TTAATGCCATCATTTTCTTCT0.408

+ 31 6508UNC13C_uc002acm.2_Missense_Mutation_p.P91SNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7GGCATGGTATCCTCTTCTGAA0.398

- 7 948_949 NM_004998 NP_004989 Q12965 MYO1E_HUMANMyosin head-like. 3TTTTCCAGAAGGAAGTTGGAGA0.441

- 31 5882 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19ACAACTCTGCGAAGAAAAACT0.403

- 10 1281_1282CLPX_uc010uiu.1_RNA NM_006660 NP_006651 O76031 CLPX_HUMAN 0GTTTCTCCACGGAGCTTTCGGG0.361

- 9 2163 NM_003613 NP_003604 O75339 CILP1_HUMAN 7GAAGTCCACAGAGAACATGCC0.522

- 22 4148DENND4A_uc002api.2_Missense_Mutation_p.P1300L|DENND4A_uc002apj.3_Missense_Mutation_p.P1257LNM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4CACTGGCTTAGGAGAATTAGG0.418

- 10 1295_1296MEGF11_uc002apl.2_Nonsense_Mutation_p.W310*|MEGF11_uc002apn.1_Nonsense_Mutation_p.W385*NM_032445 NP_115821 A6BM72 MEG11_HUMAN 1GGTGACCAGACCAGCCTGGCTG0.584

+ 16 1644MAP2K5_uc002aqv.2_Missense_Mutation_p.E331K|MAP2K5_uc002aqw.2_Missense_Mutation_p.E171K|MAP2K5_uc002aqx.2_Missense_Mutation_p.E141KNM_145160 NP_660143 Q13163 MP2K5_HUMANProtein kinase. 2GATTTCAGGGGAGCAGTATGG0.433

+ 5 705LRRC49_uc002asu.2_Missense_Mutation_p.S143L|LRRC49_uc002asx.2_Missense_Mutation_p.S109L|LRRC49_uc010ukf.1_Missense_Mutation_p.S158L|LRRC49_uc002asy.2_5'UTR|LRRC49_uc002asz.2_Missense_Mutation_p.S125LNM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN LRR 2. 1AGTGGGCTTTCGACTCTGAGA0.343

- 4 547CIB2_uc002bdc.1_Missense_Mutation_p.A33T|CIB2_uc010ums.1_Missense_Mutation_p.A76TNM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0GAAAACGCCGCCACGATCCTT0.547

- 8 1090ACSBG1_uc010umw.1_Missense_Mutation_p.G341E|ACSBG1_uc010umx.1_Missense_Mutation_p.G103E|ACSBG1_uc010umy.1_Missense_Mutation_p.G238ENM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1AACCTGGGCCCCCCACTGGAT0.622

+ 12 1711KIAA1199_uc010unn.1_Missense_Mutation_p.G484DNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3GAGATAGACGGCGTGGACATG0.552

- 3 348C15orf40_uc010uon.1_Missense_Mutation_p.R105Q|C15orf40_uc002bjm.2_Missense_Mutation_p.R105Q|C15orf40_uc010uop.1_Missense_Mutation_p.R105Q|C15orf40_uc010uoq.1_RNA|C15orf40_uc010uor.1_Missense_Mutation_p.R105QNM_001160115 NP_001153587 Q8WUR7 CO040_HUMAN 1GGAAAGATACCGACAGAGCTC0.388



+ 7 744SLC28A1_uc010upd.1_Missense_Mutation_p.S103F|SLC28A1_uc010bnb.2_Missense_Mutation_p.S181F|SLC28A1_uc010upe.1_Missense_Mutation_p.S181F|SLC28A1_uc010upf.1_Missense_Mutation_p.S181F|SLC28A1_uc010upg.1_Missense_Mutation_p.S181FNM_004213 NP_004204 O00337 S28A1_HUMANHelical; (Potential). 3CAACTGGTGTCCTTCGCAGGA0.582

+ 7 1468AKAP13_uc002blt.1_Missense_Mutation_p.P433L|AKAP13_uc002blu.1_Missense_Mutation_p.P433LNM_007200 NP_009131 Q12802 AKP13_HUMAN 9TCTGGAATGCCCACAGACCAG0.522

- 2 1465 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN Kelch 3. 2CCACTTGTTGGCCCCAGGGTC0.587

- 2 1138DET1_uc002bmp.3_RNA|DET1_uc010bnk.2_RNA|DET1_uc002bmq.2_Missense_Mutation_p.L340QNM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2CCACATTCGCAGCTGCCGCAG0.488

+ 12 4846ACAN_uc010upp.1_Missense_Mutation_p.P1491L|ACAN_uc002bna.2_RNANM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3AGTGGGCTTCCTTCTGGAGAG0.507

+ 2 191 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1GCTCAGGCCGCCGTGCTTGGC0.637

+ 4 352 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0CCACAATCTCCCTTTGATGCT0.557

+ 16 1951 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8AACAAAGACACCCAAGAAGCA0.423

+ 5 997ST8SIA2_uc002brb.2_Splice_Site_p.G260_spliceNM_006011 NP_006002 Q92186 SIA8B_HUMAN 0CCGTTCGCGGGTGAGCGGCCT0.547

- 2 537FAM174B_uc002bsl.3_RNANM_207446 NP_997329 Q3ZCQ3 F174B_HUMANCytoplasmic (Potential). 0TCGCTCTGCTGGAGTGGTGAT0.473

+ 3 425uc010urp.1_5'Flank|uc002bud.1_5'FlankNM_173499 NP_775770 Q6RVD6 SPAT8_HUMAN 2TGTTCTCACGGAAGGATCCAA0.458

- 16 2326 NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Spacer. 3AGATCTTCTCCCACAGCCCCC0.552

- 3 392LINS1_uc002bwf.2_Missense_Mutation_p.P34L|LINS1_uc002bwg.2_Missense_Mutation_p.P34L|LINS1_uc002bwh.2_Missense_Mutation_p.P34L|LINS1_uc010usa.1_Intron|LINS1_uc002bwi.2_Missense_Mutation_p.P34LNM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0TGAAACTGCTGGGTTGAGATA0.433

- 3 566TMEM8A_uc002cgv.3_5'UTRNM_021259 NP_067082 Q9HCN3 TMM8A_HUMANExtracellular (Potential). 3GGCCGGGTGGGAAACGTTGAC0.687

+ 8 758BAIAP3_uc002clj.2_Missense_Mutation_p.P235L|BAIAP3_uc010uuz.1_Missense_Mutation_p.P218L|BAIAP3_uc010uva.1_Missense_Mutation_p.P190L|BAIAP3_uc010uvb.1_Missense_Mutation_p.P270L|BAIAP3_uc010uvc.1_Missense_Mutation_p.P218LNM_003933 NP_003924 O94812 BAIP3_HUMAN C2 1. 1CGCGGTGGACCCCTGCCTGCC0.672

+ 6 422_423 NM_032520 NP_115909 Q9UJJ9 GNPTG_HUMAN 1GTGACGCCTGCCGTTCCCGGAG0.683

+ 7 1142MRPS34_uc002cmn.2_5'Flank|MRPS34_uc002cmo.2_5'Flank|MRPS34_uc002cmp.1_5'Flank|EME2_uc010brw.1_Missense_Mutation_p.P316LNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3ACAGCCTTCCCCTCCCCCCGC0.692

- 2 654_655 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0ACCAGACGCTCCCCGCTGACGA0.663

- 5 736PRSS22_uc002crz.1_Missense_Mutation_p.D114NNM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1CACAGCATGTCCTCAGTGATG0.642

- 2 394 NM_021195 NP_067018 P56747 CLD6_HUMANCytoplasmic (Potential). 0GCCTTGGAATCCTTCTCCTCC0.612

- 5 1898ZSCAN10_uc002cty.1_Missense_Mutation_p.E265K|ZSCAN10_uc002ctw.1_Missense_Mutation_p.E522K|ZSCAN10_uc002ctx.1_Missense_Mutation_p.E532KNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1TGGGGCTTCTCCCCTGTGTGG0.716

- 10 2126 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6TACTCATTTTCCTTCATCATT0.537

- 7 2479NLRC3_uc010bto.1_5'FlankNM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6TTGACCAAGAGGGATCTGGCC0.502

- 13 2500_2501CREBBP_uc002cvw.2_Missense_Mutation_p.P728FNM_004380 NP_004371 Q92793 CBP_HUMAN 127CATTCGGGAAGGAGAAATGGCC0.55

- 8 877SEPT12_uc002cxr.2_Missense_Mutation_p.P200S|SEPT12_uc010bty.2_RNANM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1ACGGCAAAAGGGATTCGGTCC0.587

- 22 4303 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6CGCTCTAGCTCCTCCAGCTGC0.706

- 13 3694GRIN2A_uc010uym.1_Missense_Mutation_p.P1049L|GRIN2A_uc010uyn.1_Missense_Mutation_p.P892L|GRIN2A_uc002czr.3_Missense_Mutation_p.P1049LNM_001134407 NP_001127879 Q12879 NMDE1_HUMANCytoplasmic (Potential). 45AAGATACCTAGGGCTCTTTAG0.507

- 9 2538GRIN2A_uc010uym.1_Missense_Mutation_p.G664S|GRIN2A_uc010uyn.1_Missense_Mutation_p.G507S|GRIN2A_uc002czr.3_Missense_Mutation_p.G664SNM_001134407 NP_001127879 Q12879 NMDE1_HUMANExtracellular (Potential). 45TCACTGAGGCCGGTCACTTGG0.502

+ 11 2093CIITA_uc002daj.3_Missense_Mutation_p.P655S|CIITA_uc002dak.3_Intron|CIITA_uc002dag.2_Missense_Mutation_p.P654S|CIITA_uc002dah.2_Missense_Mutation_p.P606S|CIITA_uc010bup.1_IntronNM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1CGACAGCCCCCCCGGGGCCCT0.682

+ 8 1262ERCC4_uc010uyz.1_5'UTRNM_005236 NP_005227 Q92889 XPF_HUMAN 10CGAACATGTTCCCAGCTGAGA0.428

- 5 1241 NM_001012991 NP_001013009 Q1ED39 CP088_HUMANInteraction with ZFP106 (By similarity). 0CAGGCTGTCAGCCGCCTTCTT0.627

- 6 1001 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1GTGTTGTATTCGATCACAAAA0.443

+ 4 545_546ACSM2A_uc010bwd.1_RNA|ACSM2A_uc010vax.1_Missense_Mutation_p.L24V|ACSM2A_uc002dhf.3_Missense_Mutation_p.L103V|ACSM2A_uc002dhg.3_Missense_Mutation_p.L103V|ACSM2A_uc010vay.1_Missense_Mutation_p.L24VNM_001010845 NP_001010845 Q08AH3 ACS2A_HUMAN 3GAGCCTGTGGCCTGCAGCGTGG0.579

- 4 516_517ACSM2B_uc002dhk.3_Missense_Mutation_p.L103V|ACSM2B_uc010bwf.1_Missense_Mutation_p.L103VNM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5CCACGCTGCAGGCCACAGGCTC0.569

- 8 1248ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.P394SNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2TCGTAGGGTGGAGTGGCCTTC0.537

- 2 432ACSM1_uc002dhn.1_RNA|ACSM1_uc010bwg.1_Missense_Mutation_p.P122SNM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2CACCACTCAGGAACTCGAGGC0.587

+ 6 356uc002diq.3_Intron|OTOA_uc010vbj.1_Missense_Mutation_p.R40CNM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3CCAGCAGTTCCGCACTGCCAT0.587

+ 29 3225VWA3A_uc010bxd.2_Splice_Site|VWA3A_uc002dkg.3_Splice_Site_p.L121_splice|VWA3A_uc010bxe.1_Splice_Site_p.L145_spliceNM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1AGCATTGCTGGCAAGTCCCAC0.517

+ 32 3593VWA3A_uc010bxd.2_RNA|VWA3A_uc002dkg.3_Missense_Mutation_p.S244F|VWA3A_uc010bxe.1_Missense_Mutation_p.S268FNM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1CAGGCCCAATCCTTCAGGTAT0.577

+ 8 1282EEF2K_uc002dkh.2_RNANM_013302 NP_037434 O00418 EF2K_HUMANAlpha-type protein kinase. 1TTTGAGCGTTCCGGCCATCAG0.572

+ 15 2763RBBP6_uc010vcb.1_Missense_Mutation_p.P442S|RBBP6_uc002dmi.2_Missense_Mutation_p.P575S|RBBP6_uc010bxr.2_Intron|RBBP6_uc002dmk.2_Missense_Mutation_p.P442SNM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 acttcctctccctccgggtgt 0.308

- 7 1213XPO6_uc002dpb.1_Missense_Mutation_p.L224F|XPO6_uc010vcp.1_Missense_Mutation_p.L238FNM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2TCCACATCAAGGATGGGAATT0.483

+ 4 527uc010vct.1_Intron|LAT_uc010vdj.1_Missense_Mutation_p.P95S|LAT_uc002dsb.2_Missense_Mutation_p.P59S|LAT_uc002dsc.2_Missense_Mutation_p.P59S|LAT_uc010vdk.1_Missense_Mutation_p.P59S|LAT_uc010vdl.1_Missense_Mutation_p.P59SNM_014387 NP_055202 O43561 LAT_HUMANCytoplasmic (Potential). 0CACGGTTGCCCCCTGGCCACC0.612

+ 6 971uc002dtf.2_Intron|BOLA2_uc010bzb.1_Intron|KIF22_uc010vdv.1_Missense_Mutation_p.P248L|KIF22_uc010vdw.1_Missense_Mutation_p.P248L|KIF22_uc010bzf.2_Missense_Mutation_p.P248LNM_007317 NP_015556 Q14807 KIF22_HUMAN 0CAGGGCCTCCCTCGTGTACCT0.582

+ 10 1217_1218ITGAL_uc002dyj.3_Missense_Mutation_p.264_265ME>IK|ITGAL_uc010vev.1_IntronNM_002209 NP_002200 P20701 ITAL_HUMANFG-GAP 3.|Extracellular (Potential). 10CCTTCAACATGGAGCTGTCCTC0.569

- 8 749STX1B_uc010vfd.1_Missense_Mutation_p.D213NNM_052874 NP_443106 P61266 STX1B_HUMANt-SNARE coiled-coil homology.|Cytoplasmic (Potential).0ACAAACATATCGTGCAGCTCG0.562

+ 5 543STX4_uc002eak.2_Nonsense_Mutation_p.Q105*|STX4_uc002eam.2_Nonsense_Mutation_p.Q29*NM_004604 NP_004595 Q12846 STX4_HUMANCytoplasmic (Potential).|Potential. 0CATAGAGCCCCAGAAGGAGGA0.418



- 3 2020ZNF668_uc002eao.2_Missense_Mutation_p.D555NNM_024706 NP_078982 Q96K58 ZN668_HUMANC2H2-type 15. 4CCAGCCCGGTCAGAGAAGCTC0.652

- 15 2569PRSS36_uc010vff.1_Missense_Mutation_p.S612L|PRSS36_uc010vfg.1_Missense_Mutation_p.S832L|PRSS36_uc010vfh.1_Missense_Mutation_p.S734LNM_173502 NP_775773 Q5K4E3 POLS2_HUMAN 1CGGGGATCCCGAGGCCTTGGC0.642

+ 14 1524FUS_uc002ebh.2_Nonsense_Mutation_p.R480*|FUS_uc002ebg.2_Nonsense_Mutation_p.R276*|FUS_uc002ebi.2_Nonsense_Mutation_p.R482*|FUS_uc002ebj.2_Nonsense_Mutation_p.R277*NM_004960 NP_004951 P35637 FUS_HUMAN Arg/Gly-rich. 958AGGCTATGATCGAGGCGGCTA0.612

+ 13 1434ITGAX_uc002ebt.2_Missense_Mutation_p.S456F|ITGAX_uc010vfk.1_Missense_Mutation_p.S106FNM_000887 NP_000878 P20702 ITAX_HUMANFG-GAP 5.|Extracellular (Potential). 4CAGATCGGCTCCTACTTCGGG0.677

+ 18 2252ITGAX_uc002ebt.2_Missense_Mutation_p.P729SNM_000887 NP_000878 P20702 ITAX_HUMANExtracellular (Potential). 4CTCTGTGACCCCCATTACCTT0.627

- 20 3057ABCC12_uc002eey.1_RNA|ABCC12_uc002eez.1_RNA|ABCC12_uc002efa.1_RNA|ABCC12_uc002efb.1_Intron|ABCC12_uc002efd.1_RNANM_033226 NP_150229 Q96J65 MRP9_HUMANABC transmembrane type-1 2. 3CCTGCCAGTGGGAGTCGTGTC0.478

+ 7 1047HEATR3_uc002efx.2_Missense_Mutation_p.M209INM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2TTATTCAAATGAAAGAGGCTG0.368

- 4 530CES1_uc002eil.2_Missense_Mutation_p.G142E|CES1_uc002ein.2_Missense_Mutation_p.G141ENM_001025194 NP_001020365 P23141 EST1_HUMAN 0CAGCCCCCCTCCGTGGATCCA0.562

- 2 329CES1_uc002eil.2_Nonsense_Mutation_p.W75*|CES1_uc002ein.2_Nonsense_Mutation_p.W74*NM_001025194 NP_001020365 P23141 EST1_HUMAN 0CACAAAGCTCCATGGTTCTGC0.537

- 14 2002 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1AATTCCTCAAAATAGACAGGA0.368

+ 6 747CPNE2_uc010cct.1_Missense_Mutation_p.G199E|CPNE2_uc010ccu.1_Missense_Mutation_p.G173ENM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2GACCTCTTTGGGAAGTCAGAC0.612

- 10 1006 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1GTCTGTTCTCACTATGGATAA0.443

+ 2 232CDH5_uc002eon.1_Missense_Mutation_p.A26TNM_001795 NP_001786 P33151 CADH5_HUMAN 6AGTGGCAGCAGCAGGTGCTAA0.612

+ 4 509uc002eqh.2_Intron|CA7_uc002eqj.2_Missense_Mutation_p.G78RNM_005182 NP_005173 P43166 CAH7_HUMAN 0CAGCACTTTTGGGGAGGCGGC0.582

- 8 1191 NM_013304 NP_037436 Q8WTX9 ZDHC1_HUMAN 0CTCGAGCTCCCTGTGAACCCC0.632

+ 4 846 NM_000196 NP_000187 P80365 DHI2_HUMAN 0GCTACTCATGGACACATTCAG0.502

- 1 372DPEP3_uc010cex.2_Missense_Mutation_p.G93DNM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3CGTAGTGAGGCCTGGGGTAGT0.711

- 77 13320HYDIN_uc010cfy.2_RNANM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TGTTGTGAGAGCCCATTGATT0.438

- 3 276HYDIN_uc010cfz.1_5'UTR|HYDIN_uc002ezv.2_Missense_Mutation_p.E50K|HYDIN_uc010vmc.1_Missense_Mutation_p.E67K|HYDIN_uc010vmd.1_Missense_Mutation_p.E77K|HYDIN_uc002ezw.3_Missense_Mutation_p.E67KNM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2TTCAGGAACTCTGAGGGTGTA0.403

- 16 2743ADAMTS18_uc010chc.1_Missense_Mutation_p.R363Q|ADAMTS18_uc002ffe.1_Missense_Mutation_p.R471QNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Spacer. 18TTCGATGCTTCGGGCGCCAGC0.502

+ 7 1049 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1GGGGTTTTCCCTTTTAAATCT0.507

+ 4 684BCMO1_uc002fgm.1_Missense_Mutation_p.E156K|BCMO1_uc010vnp.1_Missense_Mutation_p.E87KNM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0GGAAACCCTGGAGAAGGTATC0.507

+ 25 2856 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8GTGGTTTCAGAGCATCCGAGA0.582

- 23 3651MBTPS1_uc002fhh.2_Missense_Mutation_p.P554LNM_003791 NP_003782 Q14703 MBTP1_HUMANArg/Lys/Pro-rich (basic).|Cytoplasmic (Potential). 2TCACACCGAAGGGGTCTTTGG0.627

- 5 1178 NM_003791 NP_003782 Q14703 MBTP1_HUMANSerine protease.|Lumenal (Potential). 2TTGAAGTGGGGATGCTTCTCG0.453

+ 8 1540ADAD2_uc002fhq.2_Missense_Mutation_p.E558K|uc002fhs.1_IntronNM_001145400 NP_001138872 Q8NCV1 ADAD2_HUMANA to I editase. 0GGCCCCTTCCGAACCCACCCC0.697

+ 8 720ATP2C2_uc010chj.2_Missense_Mutation_p.D211N|ATP2C2_uc002fhy.2_Missense_Mutation_p.D228N|ATP2C2_uc002fhz.2_Missense_Mutation_p.D60NNM_014861 NP_055676 O75185 AT2C2_HUMANCytoplasmic (Potential). 2CTAGGTCACGGACCTCTTGGT0.532

+ 4 618KIAA0182_uc002fiw.2_Missense_Mutation_p.P78S|KIAA0182_uc002fiy.2_Missense_Mutation_p.P109SNM_014615 NP_055430 Q14687 GSE1_HUMAN 5CACCCCCTACCCCTTCGGCCT0.667

- 5 858_859NXN_uc002fsb.1_Missense_Mutation_p.P143F|NXN_uc010vqd.1_Missense_Mutation_p.P7F|NXN_uc002frz.2_Missense_Mutation_p.P7F|NXN_uc010vqe.1_Missense_Mutation_p.P148FNM_022463 NP_071908 Q6DKJ4 NXN_HUMAN Thioredoxin. 4ATCCGTGTAGGGGACGGCGAGC0.639

- 1 859 NM_003553 NP_003544 P30953 OR1E1_HUMANHelical; Name=7; (Potential). 0TAGATGAAGGGGTTCAGCATG0.448

+ 15 2490RABEP1_uc010cld.1_Missense_Mutation_p.G713R|RABEP1_uc010vsw.1_Missense_Mutation_p.G713R|RABEP1_uc002gbl.3_Missense_Mutation_p.G756R|NUP88_uc002gbn.2_IntronNM_004703 NP_004694 Q15276 RABE1_HUMAN Potential. 2AGTGGAAAAAGGACAGGTAAG0.244

+ 11 1509uc002gdy.1_Intron|ALOX12_uc002gdz.3_5'FlankNM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1CTACCAAAGGGATGACATAGT0.592

- 12 2127NEURL4_uc002ggb.1_Missense_Mutation_p.S707F|NEURL4_uc002ggc.1_Missense_Mutation_p.S53FNM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2TGAGGACGGAGAGCTTGGAGA0.612

+ 3 437 FGF11_uc010vtw.1_IntronNM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0CAGTCTTCTTCGCTGTGTTcg0.428

+ 27 3685PFAS_uc010vuv.1_Missense_Mutation_p.G758S|PFAS_uc002gks.2_Missense_Mutation_p.G261SNM_012393 NP_036525 O15067 PUR4_HUMANGlutamine amidotransferase type-1. 5TGCAGAGATGGGCCCTGACTC0.677

- 15 1563MYH13_uc010vvf.1_Missense_Mutation_p.F166LNM_003802 NP_003793 Q9UKX3 MYH13_HUMANMyosin head-like. 6TGTGGTGGTTGAAAAACTGTT0.483

- 5 548 NM_003802 NP_003793 Q9UKX3 MYH13_HUMANMyosin head-like. 6GAAGATGTGGGGCGGGGCCTC0.502

- 37 5480 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21TGCTGCAGGTCCTTCACCGTC0.562

- 26 3402uc002gml.1_Intron|MYH2_uc002gmp.3_Missense_Mutation_p.E1092K|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TTGCTGATTTCAAACTCTTTC0.328

- 21 2551 NM_002470 NP_002461 P11055 MYH3_HUMAN 7CCAGTGCTTGACGTTCATGAA0.473 rs121913620

+ 17 3183DNAH9_uc010coo.2_Missense_Mutation_p.E333KNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20CACTCCGGAAGAAATTGAAGA0.498

+ 20 4199DNAH9_uc010coo.2_Missense_Mutation_p.Q671HNM_001372 NP_001363 Q9NYC9 DYH9_HUMANStem (By similarity). 20CTGAGCTGCAGAATCCAGCCA0.617

- 7 1488TRIM16_uc002gor.1_Missense_Mutation_p.R311C|TRIM16_uc002gow.2_Missense_Mutation_p.R95C|TRIM16_uc002goy.2_Missense_Mutation_p.R181CNM_006470 NP_006461 O95361 TRI16_HUMAN 3ATAACTTTGCGGATGCCCGAG0.453 rs146392947

+ 65 10914uc002gsn.2_Intron|MYO15A_uc010vxi.1_3'UTR|MYO15A_uc002gsl.2_3'UTR|MYO15A_uc010vxm.1_3'UTR|MYO15A_uc010cpv.2_RNANM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail.|FERM. 9GCCCCCCAGCGAGATCACCCT0.423

- 2 282SLC5A10_uc002gur.1_Intron|SLC5A10_uc002guu.1_Intron|SLC5A10_uc002gut.1_Intron|SLC5A10_uc002guv.1_Intron|SLC5A10_uc010vyl.1_IntronNM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2CCGCGGGCCACCAGGGCCTCC0.637

+ 10 1320RNF112_uc010vyv.1_Missense_Mutation_p.P374L|RNF112_uc010vyx.1_Missense_Mutation_p.P257LNM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2CATGCAAGCCCTGGTGGTGAG0.642

- 2 135LGALS9B_uc002gwz.1_Missense_Mutation_p.G24S|LGALS9B_uc010vzh.1_IntronNM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1TCCTGGAGACCCCCTTGGATA0.582



+ 5 604SUPT6H_uc010crt.2_Missense_Mutation_p.E172KNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3TCCAGAGGAGGAGGAAGAAGA0.522

- 1 283HNF1B_uc010wdi.1_Missense_Mutation_p.V21ANM_000458 NP_000449 P35680 HNF1B_HUMANDimerization (By similarity). 3CTCCTTGGTGACCCCGGAGCT0.637

+ 8 1285THRA_uc010cwp.1_Missense_Mutation_p.D268N|THRA_uc002htv.2_Missense_Mutation_p.D268N|THRA_uc002htx.2_Missense_Mutation_p.D268NNM_003250 NP_003241 P10827 THA_HUMAN Ligand-binding. 0TGTCCGCTACGACCCTGAGAG0.632

- 1 301KRT39_uc010wfm.1_5'UTRNM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0ATGCCTTCACCATACCAGCTG0.498

- 1 363_364 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN26 X 5 AA repeats of C-C-[GRQVCH]-[SPT]- [VSTQR].|18.0GGCAGCACTGGGGCCTGCAGCA0.658

- 2 662JUP_uc010wfs.1_Intron|KRT14_uc010cxp.1_Missense_Mutation_p.R201CNM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1B.|Rod. 1CACTTGGTGCGGAAGTCATCC0.517

+ 14 2444WNK4_uc010wgx.1_Missense_Mutation_p.G472E|WNK4_uc002ibk.1_Missense_Mutation_p.G580ENM_032387 NP_115763 Q96J92 WNK4_HUMAN 7TCTTCTCCTGGAACTCCTTTG0.577 rs147081637

+ 4 2166AOC2_uc002ibt.2_Missense_Mutation_p.P684S|AOC3_uc002ibv.2_5'FlankNM_009590 NP_033720 O75106 AOC2_HUMAN 2TGATGAGGACCCCTCCATCTT0.572

- 7 2233PLEKHM1_uc010wjm.1_Missense_Mutation_p.S660F|PLEKHM1_uc002ijb.2_Missense_Mutation_p.S163F|PLEKHM1_uc010wjn.1_Missense_Mutation_p.S637F|PLEKHM1_uc002ijc.2_Missense_Mutation_p.S142FNM_014798 NP_055613 Q9Y4G2 PKHM1_HUMAN PH 2. 0GTACAGCAGGGACTCCTTGAT0.552

+ 4 341GOSR2_uc010wkh.1_Missense_Mutation_p.R90W|GOSR2_uc002iky.2_Missense_Mutation_p.R90W|GOSR2_uc002ikz.2_Missense_Mutation_p.R90WNM_004287 NP_004278 O14653 GOSR2_HUMANCytoplasmic (Potential).|Potential. 2CTTCCAGCATCGGCGCCATGC0.542

+ 15 3368CACNA1G_uc002iri.1_Missense_Mutation_p.S999F|CACNA1G_uc002irj.1_Missense_Mutation_p.S976F|CACNA1G_uc002irl.1_Missense_Mutation_p.S976F|CACNA1G_uc002irm.1_Missense_Mutation_p.S976F|CACNA1G_uc002irn.1_Missense_Mutation_p.S976F|CACNA1G_uc002iro.1_Missense_Mutation_p.S976F|CACNA1G_uc002irp.1_Missense_Mutation_p.S999F|CACNA1G_uc002irq.1_Missense_Mutation_p.S976F|CACNA1G_uc002irr.1_Missense_Mutation_p.S999F|CACNA1G_uc002irs.1_Missense_Mutation_p.S999F|CACNA1G_uc002irt.1_Missense_Mutation_p.S999F|CACNA1G_uc002irv.1_Missense_Mutation_p.S999F|CACNA1G_uc002irw.1_Missense_Mutation_p.S976F|CACNA1G_uc002iru.1_Missense_Mutation_p.S976F|CACNA1G_uc002irx.1_Missense_Mutation_p.S912F|CACNA1G_uc002iry.1_Missense_Mutation_p.S912F|CACNA1G_uc002irz.1_Missense_Mutation_p.S912F|CACNA1G_uc002isa.1_Missense_Mutation_p.S912F|CACNA1G_uc002isb.1_Missense_Mutation_p.S912F|CACNA1G_uc002isc.1_Missense_Mutation_p.S912F|CACNA1G_uc002isd.1_Missense_Mutation_p.S912F|CACNA1G_uc002ise.1_Missense_Mutation_p.S912F|CACNA1G_uc002isf.1_Missense_Mutati !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_018896 NP_061496 O43497 CAC1G_HUMANCytoplasmic (Potential). 1GCCAACAAGTCCGAATCAGAG0.597

+ 29 4246ABCC3_uc002isn.2_Missense_Mutation_p.S143NNM_003786 NP_003777 O15438 MRP3_HUMANCytoplasmic (By similarity).|ABC transporter 2. 4CCCTTCGGCAGCTACTCAGAG0.622

+ 10 1351EFCAB3_uc010wpc.1_Missense_Mutation_p.G477RNM_173503 NP_775774 Q8N7B9 EFCB3_HUMAN 1CACAGACTCAGGAAGAAAAAG0.338

- 6 1318MARCH10_uc002jag.3_Missense_Mutation_p.M360I|MARCH10_uc010dds.2_Missense_Mutation_p.M398I|MARCH10_uc002jah.2_Missense_Mutation_p.M359I|uc002jaj.1_RNA|uc002jak.2_RNANM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0TTGCTGGCTCCATTGCATTGC0.478

+ 13 1501NOL11_uc010wql.1_Missense_Mutation_p.V318I|NOL11_uc010deu.1_Missense_Mutation_p.V95I|SNORA38B_uc010dev.2_5'FlankNM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0TCCTGAATCAGTCACCTGTGC0.358

- 23 3211ABCA9_uc010dez.2_Missense_Mutation_p.R1023QNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6GGTGTTACTTCGGTACCCATA0.418

- 20 2808ABCA9_uc010dez.2_Nonsense_Mutation_p.Q889*NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6TAACTTTTCTGATATGACTCG0.368

- 2 131ABCA9_uc010dez.2_Splice_Site|ABCA9_uc002jhv.2_Splice_SiteNM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6GACCTGTTTCCTTTAAAAAGA0.373

+ 3 1024C17orf80_uc010wqu.1_Missense_Mutation_p.S277F|C17orf80_uc010dfj.2_Missense_Mutation_p.S277F|C17orf80_uc002jjk.1_Missense_Mutation_p.S277F|C17orf80_uc002jjl.3_Missense_Mutation_p.S277FNM_017941 NP_060411 Q9BSJ5 CQ080_HUMANExtracellular (Potential). 1AACACAGAATCCCTCATTTTA0.423

+ 1 301GPRC5C_uc002jkp.2_Missense_Mutation_p.G133R|GPRC5C_uc002jkq.2_Missense_Mutation_p.G133R|GPRC5C_uc002jkr.2_Missense_Mutation_p.G100R|GPRC5C_uc002jkt.2_Missense_Mutation_p.G88RNM_018653 NP_061123 Q9NQ84 GPC5C_HUMANHelical; Name=2; (Potential). 5GAGCCTGCTGGGGACCCAGGT0.622

- 13 1912SLC38A10_uc002jzy.1_Missense_Mutation_p.D431N|SLC38A10_uc002kab.2_Missense_Mutation_p.D513NNM_001037984 NP_001033073 Q9HBR0 S38AA_HUMAN 2ACCTCTCGGTCTTGGCCTTCA0.647

+ 5 877_878STRA13_uc002kdc.2_5'Flank|STRA13_uc002kdd.2_5'FlankNM_144999 NP_659436 Q96CN5 LRC45_HUMAN 1GAACAACATCCCTGGAGACGTC0.653

- 6 1714 NM_130386 NP_569057 Q5KU26 COL12_HUMANCollagen-like 2.|Extracellular (Potential). 2GCCTTTAGATCCTTTGCCGCC0.701

- 2 418 NM_014646 NP_055461 Q92539 LPIN2_HUMAN N-LIP. 2TTTCTCTTTGGATCTCAGGAC0.478

- 4 1194ZFP161_uc002kmr.2_Missense_Mutation_p.A345T|ZFP161_uc010dkp.2_Missense_Mutation_p.A345TNM_003409 NP_003400 O43829 ZF161_HUMAN C2H2-type 3. 1AAGTCTGGGGCACGGATAAAT0.448

- 1 1717 NM_001080209 NP_001073678 A6NKL6 T200C_HUMAN 0AGCAGAGTCTCGCGTTTGACC0.677

+ 2 1662TXNDC2_uc010wzq.1_RNA|TXNDC2_uc002koh.3_Missense_Mutation_p.P338SNM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN22 X 15 AA approximate tandem repeat of Q-P-K-X-G-D-I-P-K-S-[PS]-E-[KE]-X-I.|20.2GATTGACATCCCCAAGTCCCC0.552

- 3 542ZNF519_uc002ksq.1_Intron|ZNF519_uc002ksr.1_Intron|ZNF519_uc010dlm.1_IntronNM_145287 NP_660330 Q8TB69 ZN519_HUMAN 0AGCTGACAGAAACTGAGGCTT0.284

+ 36 3448ANKRD30B_uc010xal.1_Missense_Mutation_p.E232KNM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN Potential. 2GTTGAAAAAGGAAATTGCCAT0.303

+ 57 7547LAMA3_uc002kur.2_Missense_Mutation_p.M2431I|LAMA3_uc002kus.3_Missense_Mutation_p.M878I|LAMA3_uc002kut.3_Missense_Mutation_p.M822INM_198129 NP_937762 Q16787 LAMA3_HUMANLaminin G-like 1. 11AGGCAGTTATGGATCGGGTGA0.493

- 7 4153ZNF521_uc010xbe.1_Splice_Site|ZNF521_uc010dly.2_Splice_Site_p.Q1302_splice|ZNF521_uc002kvl.2_Splice_Site_p.Q1082_spliceNM_015461 NP_056276 Q96K83 ZN521_HUMAN 7GAGGACATTACCTGCAGCTCT0.438

- 6 833SS18_uc002kvn.2_Missense_Mutation_p.P252L|SS18_uc010xbf.1_Missense_Mutation_p.P170L|SS18_uc010xbg.1_Missense_Mutation_p.P200L|SS18_uc010xbh.1_Missense_Mutation_p.P200L|SS18_uc010xbi.1_Missense_Mutation_p.P229L|SS18_uc010dlz.1_Missense_Mutation_p.P200LNM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884AGGTCTATAGGGAGGAATCTG0.413

- 5 1003AQP4_uc002kvz.2_Missense_Mutation_p.D292NNM_001650 NP_001641 P55087 AQP4_HUMANCytoplasmic (Potential). 0CCAGATTGGTCTTTCCCCTTC0.478

- 13 2540CDH2_uc010xbn.1_Missense_Mutation_p.S663FNM_001792 NP_001783 P19022 CADH2_HUMANExtracellular (Potential).|Cadherin 5. 4ACGCAGGATGGAAATATTTGA0.463

- 11 1866DSC1_uc002kwm.2_Missense_Mutation_p.R535KNM_024421 NP_077739 Q08554 DSC1_HUMANExtracellular (Potential).|Cadherin 4. 4TTTGGATTCTCTATCTAGTAC0.318

- 3 584ZNF24_uc002kys.2_Missense_Mutation_p.L143F|ZNF24_uc002kyu.1_Missense_Mutation_p.L143FNM_006965 NP_008896 P17028 ZNF24_HUMAN 0CGTCGACGGAGAGAAACCTGG0.418 rs148053646

+ 4 843 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3TTAGGCTTACGAGAGGCCCCA0.408

- 1 631_632ZBTB7C_uc002ldb.2_Missense_Mutation_p.D206N|ZBTB7C_uc010dnu.2_Missense_Mutation_p.D215N|ZBTB7C_uc010dnv.2_Missense_Mutation_p.D228N|ZBTB7C_uc010dnw.2_Missense_Mutation_p.D206N|ZBTB7C_uc010dnx.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dny.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dnz.1_Missense_Mutation_p.D228N|ZBTB7C_uc010dob.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doc.1_Missense_Mutation_p.D215N|ZBTB7C_uc010dod.1_Missense_Mutation_p.D228N|ZBTB7C_uc010doe.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dof.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dog.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doh.1_Missense_Mutation_p.D215N|ZBTB7C_uc010doi.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doj.1_Missense_Mutation_p.D215N|ZBTB7C_uc010dok.1_Missense_Mutation_p.D255N|ZBTB7C_uc010dol.1_Missense_Mutation_p.D215N|ZBTB7C_uc010doa.1_Missense_Mutation_p.D228N|ZBTB7C_uc010don.1_Missense_Mutation_p.D214N|ZBTB7C_uc010doo.1_Missense_Mutation_p.D206N|ZBTB7C_uc010dop.1_Missense_Mutation_p.D206N|ZBTB7C_uc010doq.1_Missense_Mutation_p.D215N|ZBTB7C_uc010 !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN 1TCAGGGAAGTCCCTGGGGGTGT0.574

+ 2 1191MAPK4_uc010xdm.1_Intron|MAPK4_uc010doz.2_Missense_Mutation_p.R64QNM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6CACGCGCTCCGAGAGATCAAG0.602

+ 20 3649DCC_uc010xdr.1_Missense_Mutation_p.R849Q|DCC_uc010dpf.1_Missense_Mutation_p.R656QNM_005215 NP_005206 P43146 DCC_HUMANExtracellular (Potential).|Fibronectin type-III 6. 17TATTACTTTCGAATTCAAGCA0.373

- 18 2137uc002lgu.1_RNA|uc002lgv.1_IntronNM_005603 NP_005594 O43520 AT8B1_HUMANCytoplasmic (Potential). 10TCTGGAACTCCATCCTGTAGC0.363

+ 2 135TNFRSF11A_uc010dpv.2_Missense_Mutation_p.P33SNM_003839 NP_003830 Q9Y6Q6 TNR11_HUMANExtracellular (Potential). 3GATCGCTCCTCCATGTACCAG0.473

- 6 652SERPINB3_uc002lji.2_Missense_Mutation_p.S209F|SERPINB3_uc010dqa.2_Intron P48594 SPB4_HUMAN p.S209Y(1) 3CATCTGTATGGACTTGTATGT0.373

+ 7 950SERPINB2_uc002ljo.2_Missense_Mutation_p.G206E|SERPINB2_uc010dqh.2_Missense_Mutation_p.G136E|SERPINB2_uc002ljp.1_Missense_Mutation_p.G11E|SERPINB2_uc002ljq.1_Missense_Mutation_p.G11ENM_001143818 NP_001137290 P05120 PAI2_HUMAN 2TACTTCAAAGGAAAGTGGAAA0.383

+ 12 2464CDH7_uc002lkb.2_Missense_Mutation_p.E713DNM_033646 NP_387450 Q9ULB5 CADH7_HUMANCytoplasmic (Potential). 4TTATTTGGGAAAGATTAAAAG0.438

- 4 1210CD226_uc002lkm.3_Missense_Mutation_p.G255RNM_006566 NP_006557 Q15762 CD226_HUMANHelical; (Potential). 0ACTGTCCCTCCAGCCACAAAG0.363

+ 2 502 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8AGAAAGGTGCGAAAAAAGGTG0.368



- 2 234 NM_145173 NP_660156 O95057 DIRA1_HUMAN 1TTCACGAAGCGCAGCACCAGC0.557

- 3 630 NM_030662 NP_109587 P36507 MP2K2_HUMANProtein kinase. 0TACGGCGAGTTGCATTCGTGC0.612

+ 18 2192ANKRD24_uc002lzs.2_Missense_Mutation_p.G610E|ANKRD24_uc002lzt.2_Missense_Mutation_p.G611ENM_133475 NP_597732 Q8TF21 ANR24_HUMAN 0GAGGCCATGGGGGTGGAGGCC0.557

+ 2 66 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0AGAAATACTACCCGCCGGACT0.552

- 2 284TMIGD2_uc010dtv.1_Missense_Mutation_p.V80INM_144615 NP_653216 Q96BF3 TMIG2_HUMANExtracellular (Potential).|Ig-like. 0GGCCCGCAGACCCCCAGGCTG0.657

+ 3 524_525 NM_005483 NP_005474 Q13111 CAF1A_HUMANBinds to CBX1 chromo shadow domain. 2TGAAGCCTCTCCCTCCAGGGAG0.5 rs150150583

- 22 3830PTPRS_uc002mbu.1_Missense_Mutation_p.S768L|PTPRS_uc010xin.1_Missense_Mutation_p.S768L|PTPRS_uc002mbw.2_Missense_Mutation_p.S1177L|PTPRS_uc002mbx.2_Missense_Mutation_p.S772L|PTPRS_uc002mby.2_Missense_Mutation_p.S768LNM_002850 NP_002841 Q13332 PTPRS_HUMANExtracellular (Potential). 4CAGCTGACGCGAGTGCCGCAG0.627

+ 18 2500SAFB_uc002mcg.2_Missense_Mutation_p.P816L|SAFB_uc002mce.3_Missense_Mutation_p.P815L|SAFB_uc010xir.1_Missense_Mutation_p.P815L|SAFB_uc010xis.1_Missense_Mutation_p.P747L|SAFB_uc010xit.1_Missense_Mutation_p.P658L|SAFB_uc010xiu.1_Missense_Mutation_p.P615LNM_002967 NP_002958 Q15424 SAFB1_HUMANInteraction with SAFB2.|Arg-rich.|Gly-rich. 3CTGCCTCCTCCCCCCAGGTTT0.701

- 5 1017TNFSF14_uc002mfj.1_Missense_Mutation_p.G176ENM_003807 NP_003798 O43557 TNF14_HUMANExtracellular (Potential). 1CACCTTCTCCCCAGCCTCCAG0.627

+ 26 2509_2510VAV1_uc010xjh.1_Missense_Mutation_p.E773K|VAV1_uc010dva.1_Missense_Mutation_p.E783K|VAV1_uc002mfv.1_Missense_Mutation_p.E750KNM_005428 NP_005419 P15498 VAV_HUMAN SH3 2. 16TGTCGCTCAAGGAGGGTGACAT0.569

+ 18 2335EMR1_uc010dvc.2_Missense_Mutation_p.S701F|EMR1_uc010dvb.2_Missense_Mutation_p.S747F|EMR1_uc010xji.1_Missense_Mutation_p.S625F|EMR1_uc010xjj.1_Missense_Mutation_p.S589FNM_001974 NP_001965 Q14246 EMR1_HUMANHelical; Name=5; (Potential). 5CAGATCAACTCCCTTCTCCTG0.323

+ 8 1194ZNF557_uc002mga.2_Missense_Mutation_p.T244S|ZNF557_uc002mgc.2_Missense_Mutation_p.T244SNM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2CTGTGGGAAAACCTTCAGCAA0.453

+ 7 802LASS4_uc002mjh.2_Nonsense_Mutation_p.W110*|LASS4_uc002mji.2_5'UTR|LASS4_uc010dvz.2_Nonsense_Mutation_p.W161*NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1TCATGGCTGTGGGCACCAGTA0.572

- 4 352MYO1F_uc002mkh.2_Missense_Mutation_p.Y80H|MYO1F_uc010xkf.1_Missense_Mutation_p.Y80HNM_012335 NP_036467 O00160 MYO1F_HUMANMyosin head-like. 3GGATTCTCATACTGGGCCTGG0.612

- 61 41292MUC16_uc010dwi.2_RNA|MUC16_uc010dwj.2_Missense_Mutation_p.K513N|MUC16_uc010xki.1_RNANM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential).|SEA 11. 57CTGTCCCATCCTTTTCAGGCC0.562

- 21 37694 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANExtracellular (Potential).|SEA 3. 57GAGACTGTTCCTGTCCAGGGT0.517

- 4 31574 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57ACTGGCAGGCGAAGTGGATGT0.448

- 3 29368 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57CTAGTTGTTTCCACAAAGCGA0.488

- 3 26554 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57ATGGTCATTTCTGCTGATCCT0.507

- 3 23335 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential). 57GGAGAGGGGGGGATATGTGCT0.547

- 3 19093 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57TTTATAGAAGGATGCATTGTG0.443

- 3 11488 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANThr-rich.|Extracellular (Potential). 57AAAGTGAGTTCCTGGGGAGTT0.532

- 1 8251 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANSer-rich.|Thr-rich.|Extracellular (Potential).p.E2683K(1) 57AGGGTAGTCTCTGGGACTGTG0.488

- 1 158 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMANCytoplasmic (Potential). 2GTGGAGGTGGGAGTCAGAGAT0.488

+ 1 957 NM_175883 NP_787079 Q96RA2 OR7D2_HUMANHelical; Name=6; (Potential). 3GACAGGCATTGGGGTCCACTT0.498

+ 1 332 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMANExtracellular (Potential). 1AGAGTCATCTCCTATGAAGGC0.493

- 10 1276ZNF560_uc010dwr.1_Missense_Mutation_p.D250NNM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 2. 6 TATCTAAAATCTTTTCCACAT0.393

- 8 689ZNF560_uc010dwr.1_Missense_Mutation_p.S54FNM_152476 NP_689689 Q96MR9 ZN560_HUMAN KRAB 2. 6CTCCAGCCAAGAGATCAGACT0.468

+ 6 933LPPR2_uc002mrf.1_Missense_Mutation_p.A174G|LPPR2_uc010dxy.1_5'UTRNM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1AGCCTCGTGGCCGCCGCGCGC0.701

- 6 933ZNF442_uc010xmk.1_Missense_Mutation_p.E39KNM_030824 NP_110451 Q9H7R0 ZN442_HUMAN KRAB. 4GGAGGTTTTTCATTCACAGTA0.348

+ 1 207DAND5_uc010dyz.1_Missense_Mutation_p.S85FNM_152654 NP_689867 Q8N907 DAND5_HUMAN 1GTGCCAGCTTCTGCCCTTGGG0.672

+ 3 452 MRI1_uc002mxf.2_IntronNM_001031727 NP_001026897 Q9BV20 MTNA_HUMAN 1ATCTGCTGCACCGAGGACATG0.642

+ 3 867_868 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN 1ACAAGGTTCTGGAGCAGGCCAG0.614

+ 2 133CYP4F3_uc010xok.1_Missense_Mutation_p.S28F|CYP4F3_uc010xol.1_Missense_Mutation_p.S28F|CYP4F3_uc010xom.1_5'UTR|CYP4F3_uc002nbk.2_Missense_Mutation_p.S28FNM_000896 NP_000887 Q08477 CP4F3_HUMANHelical; (Potential). 3GTTGGGGCCTCCTGGCTCCTG0.637

+ 8 994_995 NM_023944 NP_076433 7AAGATGGGAAGGCATTGTCAGA0.386

+ 1 28 NM_013939 NP_039227 O60403 O10H2_HUMANExtracellular (Potential). 3GTCATGCTGGGGCTAAACCAC0.557

- 7 901MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2CTGAATGATGGAGTCATCGAA0.637

- 22 2901 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13GCGTGATTCTCCTCAGGGTGT0.562

- 1 55 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Thioredoxin. 0AGAGAACAGGGAGGCCATGGT0.602

- 5 454 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN C2 1. 3TTATTCCACACCTCCACCGTC0.517

- 8 824COMP_uc002nkd.2_Missense_Mutation_p.G230E|COMP_uc010xqj.1_Missense_Mutation_p.G210ENM_000095 NP_000086 P49747 COMP_HUMAN EGF-like 4. 0ACAGAGGATCCCGTTGCCGGC0.706

- 3 912SFRS14_uc002nkz.1_Missense_Mutation_p.P270S|SFRS14_uc002nla.1_Missense_Mutation_p.P256S|SFRS14_uc002nlb.2_Missense_Mutation_p.P256S|SFRS14_uc010xqk.1_IntronNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0TTCACGGTGGGTATTTTTTTT0.498

- 4 1452 NM_021030 NP_066358 P17017 ZNF14_HUMANC2H2-type 12. 3TCTTTGAAGGGAACTTGAAAA0.383

- 4 1562ZNF682_uc002noo.2_Missense_Mutation_p.S448F|ZNF682_uc002nop.2_Missense_Mutation_p.S448F|ZNF682_uc010eck.2_Missense_Mutation_p.S404FNM_033196 NP_149973 O95780 ZN682_HUMAN 2ATACTTGCAGGATTTCTCTCC0.353

+ 3 315ZNF90_uc002nos.1_RNA|ZNF90_uc002not.1_RNANM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2CTGGAGCAAGGAAAAAAACCC0.398

- 4 1600ZNF626_uc002npc.1_Missense_Mutation_p.E408KNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 12; degenerate. 1CCACATTCTTCACATTTGTAG0.388

- 4 1432ZNF626_uc002npc.1_Missense_Mutation_p.E352KNM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1CCACATTCTTCACATTTGTAG0.388



- 3 2081 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0ACATTTTTAGGGATTCTCTCC0.348

- 5 1966 NM_001080409 NP_001073878 2ACAGTAAGTTTTGAGGACCAC0.363

+ 4 3694ZNF536_uc010edd.1_Missense_Mutation_p.E1186KNM_014717 NP_055532 O15090 ZN536_HUMAN 11TGTTGAAACCGAACCGGAAAT0.567

- 28 3542 NM_004646 NP_004637 O60500 NPHN_HUMANBinds to NPHS2.|Cytoplasmic (Potential). 5GGGGTACGTTCTTTCTACCTC0.547

+ 8 1431ZNF793_uc010xts.1_Missense_Mutation_p.R330Q|ZNF793_uc010efo.2_IntronNM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN C2H2-type 4. 0AATGTACATCGAAAAATGCAC0.458

+ 5 666ZNF540_uc002ogu.2_Missense_Mutation_p.R112C|ZNF540_uc010efq.2_Missense_Mutation_p.R80CNM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN 1TAAAACTCTTCGTCTGAAAGG0.333

- 5 2218ZNF607_uc002ohb.1_Missense_Mutation_p.S540FNM_032689 NP_116078 Q96SK3 ZN607_HUMANC2H2-type 15. 0GAACCTAAAAGACTTCCCGCA0.428

+ 53 8463RYR1_uc002oiu.2_Missense_Mutation_p.G2778E|RYR1_uc002oiv.1_5'UTRNM_000540 NP_000531 P21817 RYR1_HUMAN5.|Cytoplasmic.|6 X approximate repeats. 12TGGTCCTATGGAGAGAACATA0.607

+ 73 10827RYR1_uc002oiu.2_Missense_Mutation_p.S3561F|RYR1_uc002oiv.1_Missense_Mutation_p.S481F|RYR1_uc010xuf.1_Missense_Mutation_p.S486FNM_000540 NP_000531 P21817 RYR1_HUMAN 12GTCGAAGGCTCCCCGTCTCTG0.637

+ 89 12293RYR1_uc002oiu.2_Missense_Mutation_p.E4050K|RYR1_uc002oiv.1_Missense_Mutation_p.E964KNM_000540 NP_000531 P21817 RYR1_HUMAN 12ATCCAATGTGGAGATGATCCT0.567

- 6 3019 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9GTTGAAGTTCCCACAGAGTCC0.597

- 3 444ADCK4_uc002ooq.1_Missense_Mutation_p.D48N|ADCK4_uc002oos.2_Missense_Mutation_p.D48N|ITPKC_uc002oot.2_5'FlankNM_024876 NP_079152 Q96D53 ADCK4_HUMAN 0CCAGGCCCATCCTGGTAAAAC0.602

- 3 374GRIK5_uc010eib.1_Missense_Mutation_p.K32NNM_002088 NP_002079 Q16478 GRIK5_HUMANExtracellular (Potential). 0ATCTCACCTCCTTCTCTCCAC0.617

- 3 736PSG3_uc002ouf.2_RNA|PSG1_uc002oug.1_Intron|PSG3_uc010eil.2_Missense_Mutation_p.L224FNM_021016 NP_066296 Q16557 PSG3_HUMANIg-like C2-type 1. 2AATAGAAAGAGGGTCCTTTTG0.507

- 3 685PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG8_uc010eim.2_RNA|PSG8_uc002oui.2_Missense_Mutation_p.S35F|PSG8_uc002ouh.2_Missense_Mutation_p.S196F|PSG8_uc010ein.2_Missense_Mutation_p.S74F|PSG8_uc002ouj.3_Intron|PSG8_uc002ouk.3_Missense_Mutation_p.S35F|PSG8_uc002oul.3_Missense_Mutation_p.S196F|PSG8_uc002oum.3_Intron|PSG1_uc002oun.2_Intron|PSG8_uc002oup.3_IntronNM_182707 NP_874366 Q9UQ74 PSG8_HUMANIg-like C2-type 1. 0GTTGGTTTCAGACAACTGCAA0.522

- 4 894_895PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.E253K|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.E253K|PSG1_uc010eio.1_Missense_Mutation_p.E253K|PSG1_uc002oux.1_Missense_Mutation_p.E182K|PSG1_uc002ouy.1_Intron|PSG1_uc002ouz.1_Missense_Mutation_p.E253K|PSG1_uc002ova.1_Missense_Mutation_p.E160K|PSG1_uc002ovc.2_Missense_Mutation_p.E160K|PSG1_uc002ovd.1_Missense_Mutation_p.E253KNM_006905 NP_008836 P11464 PSG1_HUMANIg-like C2-type 2. 2TCCTTATTCTCCCTGGGGTTTA0.49

- 2 526PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Missense_Mutation_p.G130R|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Missense_Mutation_p.G130R|PSG1_uc010eio.1_Missense_Mutation_p.G130R|PSG1_uc002oux.1_Missense_Mutation_p.G59R|PSG1_uc002ouy.1_Missense_Mutation_p.G130R|PSG1_uc002ouz.1_Missense_Mutation_p.G130R|PSG1_uc002ova.1_Missense_Mutation_p.G130R|PSG1_uc002ovc.2_Missense_Mutation_p.G130R|PSG1_uc002ovd.1_Missense_Mutation_p.G130RNM_006905 NP_008836 P11464 PSG1_HUMAN Ig-like V-type. 2CCTCTAGTCCCATCATCTCCC0.502 rs34055642

- 4 804_805PSG3_uc002ouf.2_Intron|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG6_uc002ovh.1_Missense_Mutation_p.R258N|PSG6_uc002ovi.2_Missense_Mutation_p.R252N|PSG6_uc010xwk.1_Missense_Mutation_p.R91N|PSG11_uc002ovk.1_Intron|PSG6_uc002ove.1_Missense_Mutation_p.R41N|PSG6_uc002ovf.1_Intron|PSG6_uc002ovg.1_Missense_Mutation_p.R251NNM_002782 NP_002773 Q00889 PSG6_HUMANIg-like C2-type 2. 2CCTTCTTCTCCCTGGGGTTTAA0.51

+ 6 2489ZNF226_uc002oyq.2_Missense_Mutation_p.S665F|ZNF226_uc002oyr.2_Missense_Mutation_p.S665F|ZNF226_uc010ejg.2_3'UTR|ZNF226_uc002oys.2_Missense_Mutation_p.S782F|ZNF226_uc002oyt.2_Missense_Mutation_p.S782FNM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN 0GGTGATAAATCCTATAAAAGT0.358

- 4 884ZFP112_uc010xwz.1_Intron|ZNF285_uc010xxa.1_Missense_Mutation_p.G273ENM_152354 NP_689567 Q96NJ3 ZN285_HUMANC2H2-type 2; degenerate. 4AAAGTTCTTTCCATACTGGTC0.433

- 4 707ZFP112_uc010xwz.1_Intron|ZNF285_uc010xxa.1_Missense_Mutation_p.P214LNM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4CCCACAGTTGGGATGTCTACC0.468

- 9 1501CEACAM20_uc010ejo.1_Missense_Mutation_p.K495N|CEACAM20_uc010ejp.1_Missense_Mutation_p.K402N|CEACAM20_uc010ejq.1_Missense_Mutation_p.K402NNM_001102597 NP_001096067 Q6UY09 CEA20_HUMANCytoplasmic (Potential). 2GGTGCTCCTCCTTCGGGATGG0.388

+ 7 1636 NM_001042724 NP_001036189 Q92692 PVRL2_HUMANCytoplasmic (Potential). 0AGCGAAGCTGGAGGCACAGGA0.577

+ 10 1327 NM_006509 NP_006500 Q01201 RELB_HUMAN RHD. 1CCTGCCTCGCGACCATGGTAA0.552

+ 4 300SFRS16_uc002pal.2_RNA|SFRS16_uc010xxh.1_Intron|SFRS16_uc002pam.2_Missense_Mutation_p.P68S|SFRS16_uc002pan.1_RNANM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0CTTCAGGATGCCCTGGCAGGG0.587

+ 3 242IGFL2_uc002peb.2_Missense_Mutation_p.P80LNM_001135113 NP_001128585 Q6UWQ7 IGFL2_HUMAN 0TGTGGTCCCCCCTGCACCTTC0.552

- 2 950PNMAL1_uc002per.3_Missense_Mutation_p.P215LNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0CCAGTTGTTGGGGGTCTCTGC0.557

- 3 1080 NM_000960 NP_000951 P43119 PI2R_HUMANCytoplasmic (Potential). 0AGCTGGGAAAGGGGTGTCTGC0.657

+ 6 4412 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Pro-rich. 1ACAAGTCAGCCGTCGCCCCCA0.677

- 8 1059ZC3H4_uc002pgb.1_RNANM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Gly-rich. 6CCTCGGCCCCGACCCATTCCT0.627

+ 4 474 NM_022142 NP_071425 Q96BH3 ESPB1_HUMANFibronectin type-II 2. 0CTCTGTCTTCGATGAGAAACA0.517

- 5 582 NM_019855 NP_062829 Q9NP86 CABP5_HUMAN EF-hand 4. 1ACATCAGCCTCCCGGACAACC0.612

+ 9 2085GRIN2D_uc010elx.2_5'UTRNM_000836 NP_000827 O15399 NMDE4_HUMANHelical; (Potential). 6GCCTTCTTCGCCGTCATCTTC0.587

+ 2 287_288SULT2B1_uc002pjm.2_Missense_Mutation_p.P54LNM_177973 NP_814444 O00204 ST2B1_HUMAN 1ATCACCTACCCCAAGTCAGGTA0.644

+ 3 662CGB_uc010yad.1_Intron|SNAR-G2_uc010yae.1_5'Flank|CGB2_uc010yaf.1_Missense_Mutation_p.P135S|CGB2_uc010yag.1_Missense_Mutation_p.P135SNM_033378 NP_203696 0CCCCAGCCTTCCAAGCCCATC0.642

- 5 938SLC6A16_uc002pna.2_Missense_Mutation_p.P235L|hsa-mir-4324|MI0015854_5'FlankNM_014037 NP_054756 Q9GZN6 S6A16_HUMANExtracellular (Potential). 4TTCACATTCAGGATCTGGGGG0.388

+ 7 814TBC1D17_uc010enn.1_RNA|TBC1D17_uc010ybg.1_Missense_Mutation_p.S188F|TBC1D17_uc002pqp.2_5'UTR|TBC1D17_uc002pqq.1_RNA|TBC1D17_uc002pqr.2_5'UTR|TBC1D17_uc002pqs.2_RNANM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0GATCCCTACTCCACCACCTTC0.692

- 3 116IL4I1_uc002pqv.1_Missense_Mutation_p.P22L|IL4I1_uc010eno.1_Missense_Mutation_p.P21L|IL4I1_uc002pqw.1_Missense_Mutation_p.P21L|IL4I1_uc002pqu.1_Missense_Mutation_p.P35LNM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 gaggaggatggggacgaggac0.453

+ 5 2132ZNF473_uc002prm.2_Missense_Mutation_p.S632F|ZNF473_uc010ybo.1_Missense_Mutation_p.S620FNM_001006656 NP_001006657 Q8WTR7 ZN473_HUMAN 2AGCAGTGCCTCCCTTATCAAA0.478

- 7 734 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMANCytoplasmic (Potential). 0CAGGAGTTTTCGGTTTTGTCT0.403

- 1 271 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMANExtracellular (Potential). 0AAGAAAGGCCCCTCCATGCCC0.677

+ 13 1622MYH14_uc010enu.1_Missense_Mutation_p.W533C|MYH14_uc002prq.1_Missense_Mutation_p.W533CNM_024729 NP_079005 Q7Z406 MYH14_HUMANMyosin head-like. 1GCATCCCCTGGACCTTCCTCG0.592

+ 26 3412MYH14_uc010enu.1_Missense_Mutation_p.A1163V|MYH14_uc002prq.1_Missense_Mutation_p.A1130VNM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1GAGGGTGGGGCCCGGGCCCAG0.652

+ 2 56SPIB_uc002pse.2_Missense_Mutation_p.G11R|SPIB_uc010ycc.1_5'UTRNM_003121 NP_003112 Q01892 SPIB_HUMAN TAD1 (Acidic). 2CAGGCTCGACGGGCCACACTT0.647

- 3 249KLK15_uc002ptm.2_Missense_Mutation_p.G73E|KLK15_uc002ptn.2_Missense_Mutation_p.G73E|KLK15_uc002pto.2_Missense_Mutation_p.G72E|KLK15_uc010ych.1_RNA|KLK15_uc010yci.1_Missense_Mutation_p.G72E|KLK15_uc010eod.2_RNANM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2GTTGTGCTCTCCCAGGCGCAC0.622

- 2 601 NM_002029 NP_002020 P21462 FPR1_HUMANExtracellular (Potential). 3CCCCGTTTTACCAGGTACTGT0.537

+ 6 1703ZNF613_uc002pya.1_Missense_Mutation_p.P391LNM_001031721 NP_001026891 Q6PF04 ZN613_HUMAN 1GGAGAGAAACCCTATGTATGC0.418



+ 4 596ZNF701_uc010ydn.1_Missense_Mutation_p.E223KNM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0ATTTCACCCCGAAGGGAAAAT0.413

- 5 1222ZNF347_uc010eql.1_Missense_Mutation_p.R386C|ZNF347_uc002qbc.1_Missense_Mutation_p.R386CNM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0AAGCTTGAACGAGCTCTAAAG0.413

+ 3 1134CACNG6_uc002qcu.2_Intron|CACNG6_uc002qcv.2_IntronNM_145814 NP_665813 Q9BXT2 CCG6_HUMANHelical; (Potential). 2TGGCCTCTCAGGTGAGGGTTC0.577

- 4 473LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_Nonsense_Mutation_p.W69*|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_Nonsense_Mutation_p.W69*|LILRB2_uc010yet.1_5'UTR|LILRB2_uc010yeu.1_RNANM_005874 NP_005865 Q8N423 LIRB2_HUMANExtracellular (Potential).|Ig-like C2-type 1. 1TCCGTGTAATCCAAGATGCTG0.527

+ 7 1141LILRA2_uc010yfg.1_Splice_Site_p.G318_splice|LILRA1_uc010yfh.1_Splice_Site_p.G320_spliceNM_006863 NP_006854 O75019 LIRA1_HUMAN 3CTTCTCTCCAGGACAGTTCCG0.597

+ 16 2261LILRB1_uc002qgl.2_Missense_Mutation_p.P642S|LILRB1_uc002qgk.2_Missense_Mutation_p.P642S|LILRB1_uc002qgm.2_Missense_Mutation_p.P643S|LILRB1_uc010erq.2_Missense_Mutation_p.P625S|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANCytoplasmic (Potential). 3TCCAGCTGTGCCCAGCATCTA0.652

- 4 1537_1538NLRP7_uc002qig.3_Missense_Mutation_p.E488K|NLRP7_uc002qii.3_Missense_Mutation_p.E488K|NLRP7_uc010esk.2_Missense_Mutation_p.E488K|NLRP7_uc010esl.2_Missense_Mutation_p.E516KNM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3TCCCTGTCCTCCCCCTCCTCCT0.574

- 2 1151SYT5_uc002qjp.2_Intron|SYT5_uc002qjn.1_Missense_Mutation_p.A31T|SYT5_uc002qjo.1_Missense_Mutation_p.A31TNM_003180 NP_003171 O00445 SYT5_HUMANHelical; (Potential). 0GTGGCCAGGGCCCAGGGGGGC0.602

- 4 504PTPRH_uc010esv.2_Intron|PTPRH_uc002qjs.2_Missense_Mutation_p.G151DNM_002842 NP_002833 Q9HD43 PTPRH_HUMANFibronectin type-III 2.|Extracellular (Potential). 4TGGGTCTGGGCCGTCGGGGAC0.597

- 2 361 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7TTTCCTTCTCCCATATGAGTT0.373

+ 5 572NLRP5_uc002qmi.2_IntronNM_153447 NP_703148 P59047 NALP5_HUMAN 7GCAGAAATTTCACAAGCTATG0.408

- 7 4220ZIM2_uc010ygq.1_Intron|ZIM2_uc010ygr.1_Intron|ZIM2_uc002qnr.2_Intron|ZIM2_uc002qnq.2_Intron|ZIM2_uc010etp.2_Intron|ZIM2_uc010ygs.1_Intron|PEG3_uc002qnt.2_Missense_Mutation_p.S1261F|PEG3_uc002qnv.2_Missense_Mutation_p.S1290F|PEG3_uc002qnw.2_Missense_Mutation_p.S1166F|PEG3_uc002qnx.2_Missense_Mutation_p.S1164F|PEG3_uc010etr.2_Missense_Mutation_p.S1290FNM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN C2H2-type 9. 12GTTGACGAAAGATTCTCCACA0.468

+ 4 2057 NM_213598 NP_998763 Q08ER8 ZN543_HUMAN 2GTGGGAAGACCTTTTATGACT0.418

+ 3 1809ZNF304_uc010etw.2_Missense_Mutation_p.P521L|ZNF304_uc010etx.2_Missense_Mutation_p.P432LNM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1GGAGCAAGGCCTTATGAGTGC0.488

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1CAAAAACTTGGAGAGATTCAT0.413

+ 5 1853 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN C2H2-type 3. 1CCTGCGGTCTCATGAGAGAAT0.463

+ 3 359RPS5_uc002qso.2_Missense_Mutation_p.A96VNM_001009 NP_001000 P46782 RS5_HUMAN 0GTCAAGCATGCCTTCGAGATC0.577

- 3 359 NM_003310 NP_003301 Q53HC9 TSSC1_HUMAN 0 ACATTTTTATTTATAATGTTG0.413

+ 6 1095 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0CGGAAGGACCCTTCCAAGTCC0.383

+ 6 1072GRHL1_uc002rab.2_RNA|GRHL1_uc002rad.2_Nonsense_Mutation_p.R112*|GRHL1_uc010yjb.1_Nonsense_Mutation_p.R150*NM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2CAGCAAAGTTCGAGTAAGTTC0.478

+ 8 1041 NM_001034 NP_001025 P31350 RIR2_HUMAN 0GGTACACAAACCATCGGAGGA0.398

+ 9 797ATP6V1C2_uc002rat.2_Nonsense_Mutation_p.R230*NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1GACTCTGTTTCGAAAAGTGAT0.517

- 14 2280PUM2_uc002rdq.1_Missense_Mutation_p.P130S|PUM2_uc002rdt.1_Missense_Mutation_p.P753S|PUM2_uc002rdr.2_Missense_Mutation_p.P613S|PUM2_uc010yjy.1_Missense_Mutation_p.P674S|PUM2_uc002rdu.1_Missense_Mutation_p.P753S|PUM2_uc010yjz.1_Missense_Mutation_p.P692SNM_015317 NP_056132 Q8TB72 PUM2_HUMANPumilio 1.|PUM-HD. 1CGCTCAGCTGGAGTAGCTCTC0.343

- 26 8008 NM_000384 NP_000375 P04114 APOB_HUMAN 27CTGAACTGATGGAATCCTCAA0.413

- 26 4512 NM_000384 NP_000375 P04114 APOB_HUMAN 27ATCTGTGGTCCCCAGGAACTA0.378

+ 12 1641DPYSL5_uc002rhv.3_Missense_Mutation_p.D495NNM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2CTACCTGGGGGATGTCGCTGT0.567

- 4 1069ZNF513_uc002rkj.2_Missense_Mutation_p.G228ENM_144631 NP_653232 Q8N8E2 ZN513_HUMAN 1CCGCAGCTGCCCACAGTCTGG0.607

+ 27 1876PLB1_uc010ezj.1_Missense_Mutation_p.V615L|PLB1_uc002rmc.2_Missense_Mutation_p.V314L|PLB1_uc002rmd.1_Missense_Mutation_p.V136LNM_153021 NP_694566 Q6P1J6 PLB1_HUMAN4 X 308-326 AA approximate repeats.|2.|Extracellular (Potential).9TTTTACTGTGGTTGTGCAGCC0.473

+ 13 2065FAM179A_uc010ymm.1_Missense_Mutation_p.E517K|FAM179A_uc002rmr.3_Missense_Mutation_p.E99KNM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4GGAGGCCGAGGAGATCGCCCG0.587

- 7 2357 NM_004304 NP_004295 Q9UM73 ALK_HUMANMAM 2.|Extracellular (Potential). 1218CAGAAGCCATCTTCAAAGTTG0.522

- 36 4070 NM_000379 NP_000370 P47989 XDH_HUMAN 8TAGACCCTCACAGACCAGGGT0.498

- 7 849FAM98A_uc010yne.1_Missense_Mutation_p.P64S|FAM98A_uc010ynd.1_Missense_Mutation_p.P90S|FAM98A_uc002roz.1_Missense_Mutation_p.P97SNM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1GTAGTTTTAGGGGATAAGACT0.403

- 29 2385MAP4K3_uc002rrp.2_Nonsense_Mutation_p.W744*|MAP4K3_uc010yns.1_Nonsense_Mutation_p.W318*NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8TTCTGTAAACCATGAAGAGGT0.348

- 2 1930uc002rrw.2_Intron|SLC8A1_uc002rry.2_Missense_Mutation_p.E636K|SLC8A1_uc002rrz.2_Intron|SLC8A1_uc002rsa.2_Intron|SLC8A1_uc002rsd.3_Intron|SLC8A1_uc002rsb.1_IntronNM_021097 NP_066920 P32418 NAC1_HUMANCytoplasmic (Potential). 4CCTTTCTTCTCACTCATCTCC0.507

- 1 316PLEKHH2_uc002rte.3_Intron|PLEKHH2_uc002rtf.3_Intron|PLEKHH2_uc010yny.1_IntronNM_001101330 NP_001094800 0 AACAAATTATCATTTTTAGTA0.393

+ 4 428ABCG8_uc010yoa.1_Missense_Mutation_p.S113FNM_022437 NP_071882 Q9H221 ABCG8_HUMANABC transporter.|Cytoplasmic (Potential). 4GGGAGAGCCTCCTTGCTAGAT0.607

- 8 1197_1198PREPL_uc002rug.2_Intron|PREPL_uc002ruh.2_Missense_Mutation_p.P326F|PREPL_uc010fax.2_Missense_Mutation_p.P388F|PREPL_uc002rui.3_Missense_Mutation_p.P299F|PREPL_uc002ruj.1_Missense_Mutation_p.P299F|PREPL_uc002ruk.1_Missense_Mutation_p.P388FNM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1ACAGGCCCAAGGAGGGAGCTAA0.371

+ 3 755 NM_002158 NP_002149 P32314 FOXN2_HUMAN Fork-head. 0GACCATTTTCCATATTTTGCT0.393 rs147349434

- 27 3073PSME4_uc010yop.1_Missense_Mutation_p.P892L|PSME4_uc010yoq.1_RNA|PSME4_uc010fbu.1_Missense_Mutation_p.P381L|PSME4_uc010fbv.1_Missense_Mutation_p.P150LNM_014614 NP_055429 Q14997 PSME4_HUMAN HEAT 2. 5CAAAACCAAGGGAATGATATC0.338

- 4 552C2orf63_uc002ryh.2_Intron|C2orf63_uc002ryj.2_5'UTRNM_152385 NP_689598 Q8NHS4 CB063_HUMAN 3AGTAAGAATGGATTTGTATGC0.303

- 11 1751EFEMP1_uc002rzi.2_Missense_Mutation_p.G474E|EFEMP1_uc002rzj.2_Missense_Mutation_p.G474E|EFEMP1_uc010ypc.1_Missense_Mutation_p.G336ENM_004105 NP_004096 Q12805 FBLN3_HUMANMediates interaction with TIMP3. 6GCGGAAGGTCCCTATACTGCT0.438

+ 6 2109 NM_001080433 NP_001073902 Q96PX6 CC85A_HUMAN 5GCTGCAGGTTCGTGTCCTGGA0.408

+ 3 461PLEK_uc010fde.2_Missense_Mutation_p.I100NNM_002664 NP_002655 P08567 PLEK_HUMAN PH 1. 1AAGAAGGCCATTAAATGCATT0.468

- 4 828 NM_001024680 NP_001019851 Q5FWF7 FBX48_HUMAN 0TATCTGCATCCATTGGGTACA0.378

- 3 370 NM_002056 NP_002047 Q06210 GFPT1_HUMANGlutamine amidotransferase type-2. 1CTTAACTTTTCCTTTCTTCTT0.413

- 10 1907 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0GATTGGGGAAGGATATCTGGG0.507

+ 4 626PCYOX1_uc010fdo.2_Missense_Mutation_p.G110E|PCYOX1_uc010yqu.1_Missense_Mutation_p.G169ENM_016297 NP_057381 Q9UHG3 PCYOX_HUMAN 1CATGCTCTAGGAGGAGATGAC0.403



+ 13 1393ATP6V1B1_uc010fdv.2_Missense_Mutation_p.E419K|ATP6V1B1_uc010fdw.2_RNA|ATP6V1B1_uc010fdx.2_Missense_Mutation_p.E394KNM_001692 NP_001683 P15313 VATB1_HUMAN 1AGTTGGGGAGGAGGCGCTCAC0.607

+ 3 2586 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2TCTTGTTCTTCTCTGCAGCGG0.403

+ 3 445_446LOXL3_uc010ffm.1_5'Flank|LOXL3_uc002smp.1_5'Flank|LOXL3_uc002smq.1_5'Flank|LOXL3_uc010ffn.1_5'Flank|DOK1_uc002smr.2_Missense_Mutation_p.E3Q|DOK1_uc010ffo.2_Missense_Mutation_p.E3Q|DOK1_uc002smt.2_5'UTR|DOK1_uc002smu.2_5'UTR|DOK1_uc010yrz.1_Missense_Mutation_p.E131Q|DOK1_uc002smv.2_Missense_Mutation_p.E3Q|DOK1_uc002smw.1_5'UTRNM_001381 NP_001372 Q99704 DOK1_HUMAN 0TGGAGATGCTGGAGAACTCCTT0.574

+ 5 875LOXL3_uc002smp.1_5'Flank|LOXL3_uc002smq.1_5'Flank|LOXL3_uc010ffn.1_5'Flank|DOK1_uc002smr.2_Missense_Mutation_p.P146S|DOK1_uc010ffo.2_Missense_Mutation_p.P146S|DOK1_uc002smt.2_Missense_Mutation_p.P71S|DOK1_uc002smu.2_Missense_Mutation_p.P71S|DOK1_uc010yrz.1_Missense_Mutation_p.P274S|DOK1_uc002smv.2_Missense_Mutation_p.P146S|DOK1_uc002smw.1_Missense_Mutation_p.P71SNM_001381 NP_001372 Q99704 DOK1_HUMAN Pro-rich. 0CCCACCTGGCCCCCAAGAGCT0.627

+ 11 3590 NM_000189 NP_000180 P52789 HXK2_HUMAN Catalytic. 2GGAGTGGAGATGCACAACAAG0.612

+ 13 1908CTNNA2_uc010yse.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysf.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysg.1_Missense_Mutation_p.E635K|CTNNA2_uc010ysi.1_Missense_Mutation_p.E267KNM_004389 NP_004380 P26232 CTNA2_HUMAN 9GACCCCAGAAGAACTAGAGGA0.443

+ 8 1267THNSL2_uc002ssv.2_Intron|THNSL2_uc002ssw.3_Intron|THNSL2_uc002ssx.3_Intron|THNSL2_uc002sta.3_Intron|THNSL2_uc002ssy.3_Missense_Mutation_p.E372K|THNSL2_uc010fhe.2_IntronNM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1AGTGTCGGATGAAGCCATCAC0.562

- 5 633TMEM131_uc010yvg.1_RNANM_015348 NP_056163 Q92545 TM131_HUMAN 6TTCAGAACTAGGATTATGTAA0.289

+ 6 699MRPL30_uc002szl.1_Splice_Site|MRPL30_uc002szt.1_RNA|MRPL30_uc002szv.2_3'UTRNM_145213 NP_660214 Q8TCC3 RM30_HUMAN 1TTTAAAGATGGTGAGAAAGTG0.269

- 4 471MRPL30_uc002szl.1_Intron|LYG2_uc010fip.1_Missense_Mutation_p.G120R|LYG2_uc002szx.1_Missense_Mutation_p.G120RNM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1AATTTAAGTCCCCTGTGGTCC0.517

+ 7 821NPAS2_uc010yvt.1_Missense_Mutation_p.P244SNM_002518 NP_002509 Q99743 NPAS2_HUMAN 4CAGCTTGAACCCAAAGGAATT0.393

- 2 494_495 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1AAATGGCAGTCCTTGGATCTAA0.51

+ 11 1459IL18R1_uc010ywc.1_Missense_Mutation_p.R436G|IL18R1_uc010ywd.1_Missense_Mutation_p.R281G|IL18R1_uc010fiy.2_Missense_Mutation_p.R437GNM_003855 NP_003846 Q13478 IL18R_HUMANTIR.|Cytoplasmic (Potential). 3AGAGAAAAGCCGAAGACTAAT0.348

- 4 994TGFBRAP1_uc010fjc.2_Missense_Mutation_p.G74R|TGFBRAP1_uc002tcr.3_Missense_Mutation_p.G304RNM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2ATGTAAACTCCTTTACTTGTG0.418

- 16 2320 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN 1CTATAGTTTTCGAGTTCCTGC0.368

+ 6 802 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN PAPS. 1TATGAGGAAAGGTAGATAAGC0.403 rs139414825

- 20 3464RGPD8_uc010fkk.1_Nonsense_Mutation_p.W989*|RGPD5_uc002tht.1_Nonsense_Mutation_p.W380*NM_005054 NP_005045 Q99666 RGPD5_HUMAN RanBD1 1. 0CTGACCACATCCATGCTCTAT0.438

+ 10 2312POLR1B_uc010fkn.2_Missense_Mutation_p.L522F|POLR1B_uc002thx.2_Missense_Mutation_p.L439F|POLR1B_uc010fko.2_Intron|POLR1B_uc010fkp.2_Missense_Mutation_p.L17F|POLR1B_uc010yxn.1_Missense_Mutation_p.L616F|POLR1B_uc002thy.2_Missense_Mutation_p.L439F|POLR1B_uc010yxo.1_Missense_Mutation_p.L355FNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CGCAGATTCTCTTCGTCATTT0.512

+ 3 128 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0TTCCCAGTCACTATTGCCTTA0.498

+ 12 2525PSD4_uc002tjd.2_Missense_Mutation_p.G402D|PSD4_uc002tje.2_Missense_Mutation_p.G752D|PSD4_uc002tjf.2_Missense_Mutation_p.G402D|PSD4_uc002tjg.2_5'Flank|PSD4_uc010yxs.1_5'Flank|PSD4_uc002tjh.2_5'FlankNM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2TACAAGCAGGGCATCCTGGCT0.612

+ 2 518DPP10_uc002tlb.1_5'UTR|DPP10_uc002tlc.1_Missense_Mutation_p.E17K|DPP10_uc002tle.2_Missense_Mutation_p.E25K|DPP10_uc002tlf.1_Missense_Mutation_p.E14KNM_020868 NP_065919 Q8N608 DPP10_HUMANMediates effects on KCND2.|Cytoplasmic (Potential).10ATCTCGGTAGGAACTGGGAAG0.388

+ 20 2158DPP10_uc002tlb.1_Missense_Mutation_p.M517I|DPP10_uc002tlc.1_Missense_Mutation_p.M563I|DPP10_uc002tle.2_Missense_Mutation_p.M571I|DPP10_uc002tlf.1_Missense_Mutation_p.M560INM_020868 NP_065919 Q8N608 DPP10_HUMANExtracellular (Potential). 10GTATTTGCAGGGATGAAGAAC0.388

+ 13 4739GLI2_uc002tmq.1_3'UTR|GLI2_uc002tmr.1_3'UTR|GLI2_uc002tmt.3_Missense_Mutation_p.S1242F|GLI2_uc002tmu.3_Missense_Mutation_p.S1225FNM_005270 NP_005261 P10070 GLI2_HUMAN 13GACATGAGCTCCATGCTCACC0.642

- 11 1133TFCP2L1_uc010flr.2_Missense_Mutation_p.V347A|TFCP2L1_uc010flq.2_5'FlankNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3ACAGATCTGGACCAAATCATC0.557

- 8 953TFCP2L1_uc010flr.2_Splice_Site_p.G287_spliceNM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3GTGGGACGTACCCTTCGCCGA0.552

- 2 208MKI67IP_uc010fls.2_Missense_Mutation_p.P44HNM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0GACTACTCCAGGAGTAAGTTG0.413

+ 13 1552 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANMyosin head-like. 2GACCTGCTGGCCCTCAAGCCC0.602

+ 15 1863 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANMyosin head-like. 2CAAGCTGGGCCATGGGACCAT0.552

- 7 1707YSK4_uc002tuf.1_Intron|YSK4_uc010fnc.1_Intron|YSK4_uc010fnd.1_Missense_Mutation_p.P446L|YSK4_uc010zbg.1_Intron|YSK4_uc002tuh.3_Missense_Mutation_p.P287L|YSK4_uc002tui.3_Missense_Mutation_p.P576LNM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5AGGCTTAATGGGACCTTCAGT0.418

- 8 3118 NM_002299 NP_002290 P09848 LPH_HUMAN3.|Extracellular (Potential).|4 X approximate repeats. 13AATCAAGGCAGGATTCTCCCA0.488

+ 6 653HNMT_uc002tvf.2_Missense_Mutation_p.L169FNM_006895 NP_008826 P50135 HNMT_HUMAN 1TGCTAAGATGCTCATTATTGT0.353

- 60 10576 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential).|LDL-receptor class B 31. 50TGAGATCCATCCATGTTGCTA0.294

+ 2 206KYNU_uc002tvk.2_Missense_Mutation_p.D26N|KYNU_uc010fnm.2_Missense_Mutation_p.D26NNM_003937 NP_003928 Q16719 KYNU_HUMAN 2CCACCCAACGGATGAGAGGGT0.488

+ 8 830KYNU_uc002tvk.2_Missense_Mutation_p.P234S|KYNU_uc010fnm.2_Missense_Mutation_p.P234SNM_003937 NP_003928 Q16719 KYNU_HUMAN 2CTTTAATATTCCTGCCATCAC0.418

+ 2 231ARHGAP15_uc010zbl.1_Missense_Mutation_p.R27KNM_018460 NP_060930 Q53QZ3 RHG15_HUMAN 2GTGCAAATGAGAATCAAAAAT0.443

+ 23 2827KIF5C_uc002tws.1_RNA|KIF5C_uc002twu.1_Missense_Mutation_p.D102GNM_004522 NP_004513 O60282 KIF5C_HUMAN 1GTGGAGTTGGACAACGATGAT0.527

+ 2 1843GALNT5_uc010zci.1_RNANM_014568 NP_055383 Q7Z7M9 GALT5_HUMANCatalytic subdomain A.|Lumenal (Potential). 4CCTCATCAAGGAGATTCTGCT0.448

- 1 515RBMS1_uc002ubn.2_Missense_Mutation_p.A24V|RBMS1_uc002ubi.3_Missense_Mutation_p.A24V|RBMS1_uc002ubm.2_5'UTR|RBMS1_uc002ubp.2_Missense_Mutation_p.A24V|RBMS1_uc010fox.2_Missense_Mutation_p.A24VNM_016836 NP_058520 P29558 RBMS1_HUMAN 0CTTTACCTTGGCTTGCAGATA0.677

- 13 2456SCN3A_uc002ucy.2_Intron|SCN3A_uc002ucz.2_Intron|SCN3A_uc002uda.1_Intron|SCN3A_uc002udb.1_IntronNM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10ACCCACCAAGGAAACCACACC0.488

+ 14 2665SCN2A_uc002udd.2_Missense_Mutation_p.S792F|SCN2A_uc002ude.2_Missense_Mutation_p.S792FNM_001040142 NP_001035232 Q99250 SCN2A_HUMANII.|Helical; Name=S2 of repeat II; (Potential). 8AGTGTACTGTCTGTTGGAAAC0.408

- 26 4821 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13ATACATCCTTGGATTTTGTTC0.313

- 15 2703 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13TCATATGGATCCATGGCAATC0.343

- 14 2235SCN7A_uc010fpm.1_RNANM_002976 NP_002967 Q01118 SCN7A_HUMAN 1AATACACCAGGATTGGCCTGC0.403

+ 8 2000XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R486K|XIRP2_uc010fpq.2_Missense_Mutation_p.R439K|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 4. 14TTTGAAACAAGGCCATTGGAC0.438

+ 8 8534XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Missense_Mutation_p.R2664K|XIRP2_uc010fpq.2_Missense_Mutation_p.R2617K|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_Missense_Mutation_p.R185KNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14ATAACTGAAAGAAAACACGAA0.383

+ 22 3030ITGA6_uc010zdy.1_Missense_Mutation_p.G824R|ITGA6_uc002uho.1_Missense_Mutation_p.G943R|ITGA6_uc010fqm.1_Missense_Mutation_p.G574RNM_001079818 NP_001073286 P23229 ITA6_HUMANExtracellular (Potential). 2CCCGCTGCGGGGGCTGGACAG0.468

+ 9 1227CDCA7_uc002uic.1_Nonsense_Mutation_p.E445*|CDCA7_uc010zej.1_Nonsense_Mutation_p.E401*|CDCA7_uc010zek.1_Nonsense_Mutation_p.E324*NM_145810 NP_665809 Q9BWT1 CDCA7_HUMANMediates transcriptional activity. 1CCTGAAACAGGAATTTGAAAT0.323



+ 9 1229CDCA7_uc002uic.1_Missense_Mutation_p.E445D|CDCA7_uc010zej.1_Missense_Mutation_p.E401D|CDCA7_uc010zek.1_Missense_Mutation_p.E324DNM_145810 NP_665809 Q9BWT1 CDCA7_HUMANMediates transcriptional activity. 1TGAAACAGGAATTTGAAATGC0.323

- 284 83277_83278uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G21380K|TTN_uc010zfi.1_Missense_Mutation_p.G21313K|TTN_uc010zfj.1_Missense_Mutation_p.G21188KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TTCTCCTCCTCCATTATCTTCA0.446

- 284 82243uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.G21035E|TTN_uc010zfi.1_Missense_Mutation_p.G20968E|TTN_uc010zfj.1_Missense_Mutation_p.G20843ENM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AATATATTTTCCTGTATCATT0.403

- 275 71598uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17487C|TTN_uc010zfi.1_Missense_Mutation_p.R17420C|TTN_uc010zfj.1_Missense_Mutation_p.R17295CNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GCCATTATACGGAAAACATAT0.413

- 275 71377uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Missense_Mutation_p.R17413K|TTN_uc010zfi.1_Missense_Mutation_p.R17346K|TTN_uc010zfj.1_Missense_Mutation_p.R17221KNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGGTCCTGGTCTATCTAATAC0.413

- 200 39408TTN_uc010zfh.1_Missense_Mutation_p.G6757R|TTN_uc010zfi.1_Missense_Mutation_p.G6690R|TTN_uc010zfj.1_Missense_Mutation_p.G6565RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CCTTTGTCTCCTTTCTTGGCT0.358

- 124 28701TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.E6154K|TTN_uc010fre.1_IntronNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153CTCCATTCCTCCTCTGCAGAT0.398

- 80 20556TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.G3439RNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ATCTCATTTCCATCCTGAAAC0.512

- 74 18751TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.S2837FNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153TCTTGCAAAAGAAGGTGGGAG0.408

- 67 16791TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P2184SNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153ACTATAGGAGGGAAGCTGCTA0.373

- 61 15172TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Missense_Mutation_p.P1644LNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GACTTCAAACGGAGGTGTTCC0.443

- 46 11885_11886TTN_uc010zfg.1_Intron|TTN_uc010zfi.1_Missense_Mutation_p.G3821S|TTN_uc010zfj.1_Missense_Mutation_p.G3696S|TTN_uc002umz.1_IntronNM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153ACTGCGGGACCCTTTAAGGGTG0.46

- 46 13152TTN_uc010zfg.1_Intron|TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_IntronNM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153TCAAGGCTTTGAAAATAGTCC0.408

- 31 7306TTN_uc010zfh.1_Missense_Mutation_p.G2315E|TTN_uc010zfi.1_Missense_Mutation_p.G2315E|TTN_uc010zfj.1_Missense_Mutation_p.G2315E|TTN_uc002unb.2_Missense_Mutation_p.G2361E|uc002unc.1_5'FlankNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153GTCACTAAGTCCTTGTAGGAT0.428

- 13 2455CCDC141_uc002une.1_Nonsense_Mutation_p.Q250*NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10GTGCCTGATTGAAACCTGAGG0.488

+ 3 872_873 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11CTGAAACAAAGGGAATTTGCTC0.351

- 5 770 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN ZZ-type. 3TAACACTTCCCCTCAATTGGA0.358

- 5 539 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMANRING-type 1. 3TTGCCACAGCCAAACCTATGA0.274

+ 9 809COL3A1_uc010frw.1_5'FlankNM_000090 NP_000081 P02461 CO3A1_HUMANTriple-helical region. 13TCTACCTAGGGAGAATCAGGT0.403

+ 22 2567MYO1B_uc002usq.2_Missense_Mutation_p.R771Q|MYO1B_uc002usr.2_Missense_Mutation_p.R771Q|MYO1B_uc002usu.2_Missense_Mutation_p.R45Q|MYO1B_uc002usv.2_5'FlankNM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 3. 8AAAATTCTGCGGGAACTGAAG0.463

- 43 7902 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStalk (By similarity). 12GTGGCTACTTGAGATGAAGCA0.363

- 41 6983 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12TTTCTACTATCATTCGAAGAT0.383

- 31 5112 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANAAA 2 (By similarity). 12CTGACAGCAAGGACCCCATCA0.378

- 22 3992HECW2_uc002utl.1_Missense_Mutation_p.S914FNM_020760 NP_065811 Q9P2P5 HECW2_HUMAN HECT. 18GAGTTCTCTGGATACCAGGAA0.358

+ 13 1907SPATS2L_uc010fst.2_Missense_Mutation_p.E519K|SPATS2L_uc002uvo.3_Missense_Mutation_p.E459K|SPATS2L_uc002uvp.3_Missense_Mutation_p.E519K|SPATS2L_uc002uvq.3_Missense_Mutation_p.E450K|SPATS2L_uc002uvr.3_Missense_Mutation_p.E519K|SPATS2L_uc010zhc.1_Missense_Mutation_p.E549KNM_015535 NP_056350 Q9NUQ6 SPS2L_HUMAN 3AGACACCTCGGAGGCCAGGCC0.597

- 14 2055_2056 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10TTAGGTTGCGGGGATAAAGGGG0.342

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3CAAACCTACAGATTCCAGAAT0.393

+ 5 659PTH2R_uc010zjb.1_Missense_Mutation_p.T160INM_005048 NP_005039 P49190 PTH2R_HUMANHelical; Name=1; (Potential). 3GTAATGTATACCGTTGGCTAC0.423

+ 8 925CPS1_uc010fur.2_Missense_Mutation_p.P271SNM_001875 NP_001866 P31327 CPSM_HUMANGlutamine amidotransferase type-1. 13CGCGGGAGGACCGGGGAACCC0.498

- 32 5060_5061ABCA12_uc002vev.2_Missense_Mutation_p.G1296K|ABCA12_uc010zjn.1_Missense_Mutation_p.G541KNM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11AACAAGCTCTCCCCCAATATCC0.5

- 8 1397SERPINE2_uc002vnt.2_Missense_Mutation_p.P384L|SERPINE2_uc010zlr.1_Missense_Mutation_p.P396L|SERPINE2_uc002vnv.2_Missense_Mutation_p.P384LNM_006216 NP_006207 P07093 GDN_HUMAN 4CTTACCTGTAGGATTATGTCG0.418

- 46 5323 NM_000092 NP_000083 P53420 CO4A4_HUMANCollagen IV NC1. 11CGGATCGCCTCTTCAGAGAGT0.652

+ 37 3322COL4A3_uc002von.1_Missense_Mutation_p.G1054R|COL4A3_uc002voo.1_Missense_Mutation_p.G1054R|COL4A3_uc002vop.1_Missense_Mutation_p.G1054R|uc002voq.1_Intron|uc002vor.1_IntronNM_000091 NP_000082 Q01955 CO4A3_HUMANTriple-helical region. 3GGGAGATAAGGGAGAGCCAGG0.493

+ 25 2336SP100_uc010fxp.1_Missense_Mutation_p.S50FNM_001080391 NP_001073860 P23497 SP100_HUMAN 5CACATCCCATCCGTGGAAGCT0.507

+ 1 374UGT1A8_uc010zmv.1_Intron|UGT1A8_uc002vup.2_Intron|UGT1A10_uc002vuq.3_Intron|UGT1A10_uc002vur.2_Intron|UGT1A9_uc010zmw.1_Intron|UGT1A9_uc002vus.2_Intron|UGT1A7_uc010zmx.1_Intron|UGT1A7_uc002vut.2_Intron|UGT1A6_uc002vuu.2_Intron|UGT1A6_uc010zmy.1_Missense_Mutation_p.P79SNM_001072 NP_001063 P19224 UD16_HUMAN 0AAAAATCTATCCAGTGCCGTA0.423

- 2 288ASB18_uc010fyp.1_Missense_Mutation_p.M67INM_212556 NP_997721 Q6ZVZ8 ASB18_HUMAN 1CCTGCCATTCCATCTCATCCT0.488

+ 13 3010 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4TGAGGTTTTCCCTTCCGACCA0.413

+ 7 1293RNPEPL1_uc010fzf.2_Missense_Mutation_p.F140I|RNPEPL1_uc002vzj.2_5'FlankNM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2CTTTGATGACTTTCTCCGAGT0.642

+ 12 1699 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN EGF-like 7. 2CACCTGCGAGTGCCCGCGCGG0.716

- 14 2263CPXM1_uc010gas.2_Missense_Mutation_p.K659NNM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4GGTATCAATCCTTCTGTCCCC0.612

- 7 936CPXM1_uc010gas.2_Missense_Mutation_p.S291FNM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4AGGGTCAGAGGATCCCGACGC0.537

- 18 2536SLC4A11_uc010zqe.1_Missense_Mutation_p.H857Y|SLC4A11_uc002wih.2_RNA|SLC4A11_uc010zqf.1_Missense_Mutation_p.H814YNM_032034 NP_114423 Q8NBS3 S4A11_HUMANMembrane (bicarbonate transporter). 1GTGAAGTAGTGGATCTTCCTC0.617

- 18 1771GPCPD1_uc002wmd.3_Missense_Mutation_p.P339SNM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0AATAGTATCGGATATTTGTTC0.363

+ 2 121PLCB1_uc010zrb.1_5'UTR|PLCB1_uc010gbv.1_Missense_Mutation_p.P40S|PLCB1_uc002wmz.1_Missense_Mutation_p.P40S|PLCB1_uc002wna.2_Missense_Mutation_p.P40SNM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12TATTGTTACTCCAATTATTTT0.318

+ 5 388PLCB1_uc010zrb.1_Splice_Site_p.E28_splice|PLCB1_uc010gbv.1_Splice_Site_p.E129_splice|PLCB1_uc002wmz.1_Splice_Site_p.E129_splice|PLCB1_uc002wna.2_Splice_Site_p.E129_splice|PLCB1_uc002wnc.1_Splice_Site_p.E28_spliceNM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12ACATTTTTCAGGAATGGACAA0.388

- 5 1093PAK7_uc002wnk.2_Missense_Mutation_p.S183F|PAK7_uc002wnj.2_Missense_Mutation_p.S183F|PAK7_uc010gby.1_Missense_Mutation_p.S183FNM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23CTTCACCTCAGAATAGTAGGC0.458

+ 2 249SNAP25_uc002wnr.1_Missense_Mutation_p.E13K|SNAP25_uc002wns.1_5'UTR|SNAP25_uc010gca.1_Missense_Mutation_p.E13K|SNAP25_uc010gcb.1_5'UTR|SNAP25_uc010gcc.1_Silent_p.R4RNM_130811 NP_570824 P60880 SNP25_HUMANInteraction with CENPF (By similarity). 2TGAGCTGGAGGAGATGCAGCG0.597



- 18 1838SEL1L2_uc002woq.3_Missense_Mutation_p.H447Y|SEL1L2_uc010zrl.1_Intron|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential).|Sel1-like 10. 2TGCGCGTTGTGGTATTTGTTG0.398

- 19 2343KIF16B_uc002wpe.1_Missense_Mutation_p.E111K|KIF16B_uc002wpf.1_Missense_Mutation_p.E111K|KIF16B_uc010gch.1_Missense_Mutation_p.E729K|KIF16B_uc010gci.1_Missense_Mutation_p.E729K|KIF16B_uc010gcj.1_Missense_Mutation_p.E740KNM_024704 NP_078980 Q96L93 KI16B_HUMANGlu-rich.|Potential. 8TGGTCCAGTTCTTGAAATATC0.448

+ 22 2757C20orf26_uc010zse.1_Missense_Mutation_p.G874E|C20orf26_uc002wrw.2_RNANM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4GGAGCCGCCGGAGTCACTATG0.652

+ 1 1555 NM_002196 NP_002187 Q01101 INSM1_HUMAN C2H2-type 5. 1CCAGGTGTTCCCCTGCAAGTA0.657

+ 28 2716XRN2_uc002wsg.1_Missense_Mutation_p.P798L|XRN2_uc010zsk.1_Missense_Mutation_p.P820L|XRN2_uc002wsh.1_Missense_Mutation_p.P12LNM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1GGTCCTCCTCCCCTTTTCCAG0.378

- 3 813FOXA2_uc002wsm.2_Missense_Mutation_p.R214HNM_153675 NP_710141 Q9Y261 FOXA2_HUMAN Fork-head. 4GAGCGAGTGGCGGATGGAGTT0.617

+ 4 776 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6GGGGACACCTCGAGGGGGATT0.577

+ 7 762TTLL9_uc002wwy.1_RNA|TTLL9_uc002wwz.1_Intron|TTLL9_uc002wxa.1_RNA|TTLL9_uc002wxb.1_RNA|TTLL9_uc010zto.1_RNA|TTLL9_uc002wxc.2_Intron|TTLL9_uc010ztp.1_Intron|TTLL9_uc010ztq.1_RNANM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2CCCCAGGTAGCCCGGTCTCAA0.607

+ 14 1995ZNF341_uc002wzx.2_Missense_Mutation_p.G652S|ZNF341_uc010geq.2_Missense_Mutation_p.G569S|ZNF341_uc010ger.2_RNA|ZNF341_uc002wzz.2_Missense_Mutation_p.G86SNM_032819 NP_116208 Q9BYN7 ZN341_HUMANC2H2-type 11. 2GACGCACACAGGCTGCAGTAA0.597

+ 17 1874ITCH_uc002xak.2_Missense_Mutation_p.S520F|ITCH_uc010zuj.1_Missense_Mutation_p.S410FNM_031483 NP_113671 Q96J02 ITCH_HUMAN 6TTTGAGGATTCCTTTCAACAG0.403

- 6 664GSS_uc010zun.1_Missense_Mutation_p.A67V|GSS_uc010zuo.1_Intron|GSS_uc010zup.1_Missense_Mutation_p.A126V|GSS_uc002xbh.2_RNA|GSS_uc010gez.1_IntronNM_000178 NP_000169 P48637 GSHB_HUMAN 3GAGCTCCCAGGCTTTGGCAAT0.488

- 4 1551EIF6_uc002xbv.1_5'Flank|EIF6_uc002xbx.1_5'Flank|EIF6_uc002xbz.1_5'Flank|EIF6_uc002xby.1_5'Flank|FAM83C_uc002xcb.1_Missense_Mutation_p.P133LNM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2ACCCCGCAGGGGGCTGGGCTC0.642

+ 3 240MANBAL_uc002xgv.2_Missense_Mutation_p.P10S|MANBAL_uc002xgw.2_RNA|MANBAL_uc010gfx.2_RNA|MANBAL_uc010gfy.2_RNANM_022077 NP_071360 Q9NQG1 MANBL_HUMAN 0CTTCTCACCTCCGGAGGTGCC0.557

- 11 1841TGM2_uc002xhq.2_Missense_Mutation_p.D182N|TGM2_uc010zvx.1_Missense_Mutation_p.D500N|TGM2_uc010zvy.1_Missense_Mutation_p.D521N|TGM2_uc002xhs.1_Missense_Mutation_p.D557NNM_004613 NP_004604 P21980 TGM2_HUMAN 3AGGTAGAGGTCCCTCTCAGCC0.597

+ 4 392L3MBTL_uc010ggk.1_Missense_Mutation_p.P48S|L3MBTL_uc002xkl.2_Missense_Mutation_p.P48S|L3MBTL_uc002xkm.2_Missense_Mutation_p.P48S|L3MBTL_uc010ggl.2_Missense_Mutation_p.P48SNM_015478 NP_056293 Q9Y468 LMBL1_HUMAN 0GGAGCAGCCCCCGAGCCCCGA0.682

+ 4 584TOX2_uc010ggo.2_Missense_Mutation_p.M180I|TOX2_uc002xle.3_Missense_Mutation_p.M138I|TOX2_uc010ggp.2_Missense_Mutation_p.M138I|TOX2_uc002xlg.2_Missense_Mutation_p.M138I|TOX2_uc010zwk.1_Missense_Mutation_p.M58INM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1TCTCGCAGATGGGCATCCGGA0.682

- 2 1872 NM_020433 NP_065166 Q9BR39 JPH2_HUMANMORN 8.|Cytoplasmic (Potential). 0CGCGGTGGCCGTCGGGCAGCG0.667

- 2 1870 NM_020433 NP_065166 Q9BR39 JPH2_HUMANMORN 8.|Cytoplasmic (Potential). 0CGGTGGCCGTCGGGCAGCGTG0.662

+ 9 1239HNF4A_uc002xlu.2_Missense_Mutation_p.H362Y|HNF4A_uc002xlv.2_Missense_Mutation_p.H362Y|HNF4A_uc002xlz.2_Missense_Mutation_p.H384Y|HNF4A_uc010ggq.2_Missense_Mutation_p.H377YNM_000457 NP_000448 P41235 HNF4A_HUMAN 3CGATGCACCCCATGCCCACCA0.592

+ 2 427SEMG2_uc002xnk.2_Missense_Mutation_p.H124Y|SEMG2_uc002xnl.2_Missense_Mutation_p.H124YNM_003008 NP_002999 Q02383 SEMG2_HUMANRepeat-rich region.|3-1. 1AGGTCATTTTCACATGATAGT0.398

+ 8 1307 NM_004994 NP_004985 P14780 MMP9_HUMAN 2TGAGGGGCCCCCCTTGCATAA0.632

- 5 1817ZNF334_uc002xsa.2_Missense_Mutation_p.E568K|ZNF334_uc002xsb.2_Missense_Mutation_p.E507K|ZNF334_uc002xsd.2_Missense_Mutation_p.E507K|ZNF334_uc010ghl.2_Missense_Mutation_p.E544KNM_018102 NP_060572 Q9HCZ1 ZN334_HUMANC2H2-type 10. 2TCATTGCATTCATATGGTCTC0.453

- 5 1232ZNF334_uc002xsa.2_Missense_Mutation_p.E373K|ZNF334_uc002xsb.2_Missense_Mutation_p.E312K|ZNF334_uc002xsd.2_Missense_Mutation_p.E312K|ZNF334_uc010ghl.2_Missense_Mutation_p.E349KNM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN C2H2-type 5. 2TCCTTGCATTCGTAAGGCTTC0.438

+ 34 4740ARFGEF2_uc010zyf.1_Missense_Mutation_p.P823SNM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4GCTCTCTAACCCAACAGATGA0.408

- 2 1107SALL4_uc010gii.2_Missense_Mutation_p.P336S|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2GGGGCCTGAGGAAGCAAAGCG0.647

- 2 393SALL4_uc010gii.2_Missense_Mutation_p.P98S|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2AGGACAGGTGGATTTTTAGTG0.537

- 2 1147 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4AAAACTGAAACTGTAAATTCC0.343

+ 1 832_833 NM_019888 NP_063941 P41968 MC3R_HUMANCytoplasmic (Potential). 4GCATGAAGGGGGCAGTCACCAT0.609

+ 5 969CSTF1_uc002xxm.1_Missense_Mutation_p.P257S|CSTF1_uc002xxn.1_Missense_Mutation_p.P257S|CSTF1_uc002xxo.1_Missense_Mutation_p.P200SNM_001033521 NP_001028693 Q05048 CSTF1_HUMAN 1CTCTTGCAATCCTCAAGATCA0.403

+ 6 1507CASS4_uc002xxq.3_Missense_Mutation_p.E428K|CASS4_uc002xxr.2_Missense_Mutation_p.E428K|CASS4_uc010zze.1_Missense_Mutation_p.E374K|CASS4_uc010gio.2_IntronNM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN Ser-rich. 3TTCCTCGGAGGAGTCAGCAAA0.567

+ 8 2816GNAS_uc002xzt.2_3'UTR|GNAS_uc010gjq.2_Missense_Mutation_p.R142H|GNAS_uc002xzx.2_Missense_Mutation_p.R142H|GNAS_uc010gjr.2_Missense_Mutation_p.R92H|GNAS_uc002xzy.2_Missense_Mutation_p.R127H|GNAS_uc002yaa.2_Missense_Mutation_p.R187H|GNAS_uc010zzt.1_Missense_Mutation_p.R202H|GNAS_uc002yab.2_Intron|GNAS_uc002yad.2_Missense_Mutation_p.R92H|GNAS_uc002yae.2_Missense_Mutation_p.R126HNM_080425 NP_536350 P63092 GNAS2_HUMANGTP (By similarity).p.R201H(37)|p.R201L(1)|p.R844H(1)292CTTCGCTGCCGTGTCCTGACT0.423 rs121913495

+ 1 2711 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14GACAAGGCTACCCCACTGCAT0.652

+ 1 3649 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14TAGCAGCCTCCGAGATGAGGG0.627

+ 2 3760 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14AACAGTCCCAGGGGTGATGCC0.507

- 4 329SYCP2_uc010gju.1_5'FlankNM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5GAAACATTGTGGATATCCTCT0.284

- 1 192_193 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH3. 2CTGAGGGAAGGGGCTGCAAGGC0.708

+ 3 523NCAM2_uc011acb.1_Intron|NCAM2_uc011acc.1_Missense_Mutation_p.R117CNM_004540 NP_004531 O15394 NCAM2_HUMANIg-like C2-type 1.|Extracellular (Potential). 4AGGGATATATCGTTGTCAAGC0.348

+ 4 909JAM2_uc011ace.1_Missense_Mutation_p.E122K|JAM2_uc002ylq.1_RNA|JAM2_uc011acf.1_Missense_Mutation_p.E86K|JAM2_uc010glh.1_RNA|JAM2_uc002ylr.1_Missense_Mutation_p.E122K|JAM2_uc010gli.1_Missense_Mutation_p.E122KNM_021219 NP_067042 P57087 JAM2_HUMANIg-like V-type.|Extracellular (Potential). 0CCAAAACCTGGAAGAGGATAC0.478

- 10 1499SFRS15_uc002ype.2_Missense_Mutation_p.P358L|SFRS15_uc010glu.2_Missense_Mutation_p.P343L|SFRS15_uc002ypf.1_Missense_Mutation_p.P32LNM_020706 NP_065757 O95104 SFR15_HUMAN 0AGGAGGAAGTGGAACCTTTCA0.373

+ 11 1925 NM_014586 NP_055401 P57058 HUNK_HUMAN 2GAGTTCATCCCCGTGCCACCG0.552

- 4 561C21orf59_uc002ypx.1_Missense_Mutation_p.V43M|C21orf59_uc002ypy.1_Missense_Mutation_p.V150M|C21orf59_uc002ypz.1_Missense_Mutation_p.V150M|C21orf59_uc010glx.2_Missense_Mutation_p.V51M|C21orf59_uc002yqd.2_Missense_Mutation_p.V150M|C21orf59_uc002yqa.3_Missense_Mutation_p.V31M|C21orf59_uc002yqb.3_Missense_Mutation_p.V150M|C21orf59_uc011adr.1_Missense_Mutation_p.V94MNM_021254 NP_067077 P57076 CU059_HUMAN 0ACAATCATCACCGCGCCTCGA0.498

- 2 1091DNAJC28_uc002yrw.2_Missense_Mutation_p.K214NNM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0CAAAGTCTCCTTTTGCCATGG0.378

+ 2 847MRPS6_uc002ytp.2_IntronNM_006933 NP_008864 P53794 SC5A3_HUMANExtracellular (Potential). 2ATGCCTGAATACTTGTCCAAG0.453

+ 2 874MRPS6_uc002ytp.2_IntronNM_006933 NP_008864 P53794 SC5A3_HUMANExtracellular (Potential). 2GGTGGCCATAGGATTCAGGTC0.448

- 4 1592SETD4_uc002yux.1_Missense_Mutation_p.M49I|SETD4_uc002yuu.2_Intron|SETD4_uc002yuv.2_Missense_Mutation_p.M73I|SETD4_uc002yuy.2_Missense_Mutation_p.M73I|SETD4_uc002yuz.2_Missense_Mutation_p.M49I|SETD4_uc002yva.2_Missense_Mutation_p.M49INM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2ACGAAATAATCATCTGTCCCT0.463

+ 12 1548DOPEY2_uc011aeb.1_Missense_Mutation_p.P490LNM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2GATGTCATTCCTTTGGTGAGT0.532

+ 6 543_544TTC3_uc011aee.1_Intron|TTC3_uc002ywa.2_Missense_Mutation_p.L147F|TTC3_uc002ywb.2_Missense_Mutation_p.L147F|TTC3_uc010gnf.2_5'UTR|TTC3_uc011aed.1_Intron|TTC3_uc010gne.1_Missense_Mutation_p.L147FNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9ATGATTCATTCCTTATTGGAGG0.337



+ 34 4556TTC3_uc002ywa.2_Missense_Mutation_p.P1484L|TTC3_uc002ywb.2_Missense_Mutation_p.P1484L|TTC3_uc010gnf.2_Missense_Mutation_p.P1249L|TTC3_uc002ywc.2_Missense_Mutation_p.P1174L|TTC3_uc002ywd.1_Missense_Mutation_p.P548LNM_001001894 NP_001001894 P53804 TTC3_HUMAN 9CCATATAATCCTTTTGAGGAA0.308

- 3 430 NM_005867 NP_005858 P56555 DSCR4_HUMAN 1ATCTGCTTGTCCCTTCTCCCA0.328

- 26 4996DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANExtracellular (Potential).|Fibronectin type-III 6. 11GGTCCCAAAGGGCCTGTACTC0.557

- 24 4602DSCAM_uc002yyr.1_RNANM_001389 NP_001380 O60469 DSCAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 11ACTGTAAGCCGAGGCTGATCT0.428

+ 2 199FAM3B_uc002yza.2_RNA|FAM3B_uc002yzc.1_Intron|FAM3B_uc002yzd.1_Missense_Mutation_p.S41F|FAM3B_uc011aeq.1_Missense_Mutation_p.S32FNM_058186 NP_478066 P58499 FAM3B_HUMAN 0GTCTTCGCCTCCTTGTGTGCC0.627

- 1 137PRDM15_uc002yzo.2_Missense_Mutation_p.S9F|PRDM15_uc002yzp.2_Missense_Mutation_p.S9F|PRDM15_uc002yzr.1_Missense_Mutation_p.S9FNM_022115 NP_071398 P57071 PRD15_HUMAN 0CGCAGCACCGGAAgccggggg0.338

+ 2 362 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2GAGATCCACGGAAAGCACAAC0.647

- 12 1820 NM_173354 NP_775490 P57059 SIK1_HUMAN 7AAGCTGACAGGGAGCAGAACA0.682

+ 7 679_680RRP1_uc011aez.1_Missense_Mutation_p.P196F|RRP1_uc010gpk.1_Missense_Mutation_p.P46F|RRP1_uc010gpl.1_Missense_Mutation_p.P94F|RRP1_uc010gpm.1_Missense_Mutation_p.P63FNM_003683 NP_003674 P56182 RRP1_HUMAN 0GTTCATCGACCCCTTCTGCAGA0.614

- 2 259C21orf29_uc010gpv.1_5'UTRNM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0GTGCGGGGGGCGGCTACTGAG0.562 rs76207741

+ 1 1166C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198687 NP_941960 P60372 KR104_HUMAN36 X 5 AA repeats of C-C-X(3). 0CCCGTCCCTTCCTGCTGTGCT0.711

+ 23 1660_1661COL6A1_uc010gqd.1_5'UTRNM_001848 NP_001839 P12109 CO6A1_HUMANTriple-helical region. 1TGGCACCGAGGGCTTCCCCGGC0.663

+ 3 588COL6A2_uc002zhy.1_Missense_Mutation_p.P169L|COL6A2_uc002zhz.1_Missense_Mutation_p.P169L|COL6A2_uc002zib.1_IntronNM_001849 NP_001840 P12110 CO6A2_HUMANVWFA 1.|Nonhelical region. 8ACCGGCAGCCCCTGCGGGGGC0.711

- 10 1101LSS_uc011afv.1_Missense_Mutation_p.T330I|LSS_uc002zil.2_Missense_Mutation_p.T341I|LSS_uc002zik.2_Missense_Mutation_p.T261INM_001001438 NP_001001438 P48449 ERG7_HUMAN 0CATGTTGATGGTTTTCGAGAT0.602

+ 8 1315PCNT_uc002zjj.2_Splice_Site_p.R285_splice|PCNT_uc010gqk.1_Splice_SiteNM_006031 NP_006022 O95613 PCNT_HUMAN 8TACCTTTCTAGGGGCCCTTAGG0.52

+ 22 4415PCNT_uc002zjj.2_Missense_Mutation_p.M1318INM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8TCTCCCAGATGAAGATTTTGG0.572

+ 34 4219DIP2A_uc011afz.1_Missense_Mutation_p.R1342C|DIP2A_uc002zjs.2_Missense_Mutation_p.R26C|DIP2A_uc002zjt.2_5'FlankNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2TTTTAGGGTTCGTTTGGTAGA0.458

- 9 1431POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.G179E|POTEH_uc002zlj.1_Missense_Mutation_p.G295ENM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1ATGAGTACTTCCGTGCTTCTT0.358

- 4 1053POTEH_uc002zlg.1_RNA|POTEH_uc002zlh.1_Missense_Mutation_p.N53I|POTEH_uc002zlj.1_Missense_Mutation_p.N169INM_001136213 NP_001129685 Q6S545 POTEH_HUMAN ANK 5. 1 TGCATTTAAATTTGCTTTTTT0.318

- 1 703 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMANHelical; Name=5; (Potential). 0TTCAGGACAAGAGTATAGGAT0.418

- 7 1071 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1GCCTTGCGGCCCTCGGGGGCC0.647

+ 5 555RAB36_uc010gtw.1_Missense_Mutation_p.Y150FNM_004914 NP_004905 O95755 RAB36_HUMAN 2GGGATTCCCTATAGCCTCCAG0.507

+ 7 1110MMP11_uc002zxy.2_Intron|MMP11_uc002zxz.2_RNANM_005940 NP_005931 P24347 MMP11_HUMANHemopexin-like 2. 3 gctcagtactgggtgtacgac 0.453

+ 22 3384_3385CABIN1_uc002zzj.1_Missense_Mutation_p.P1036L|CABIN1_uc002zzl.1_Missense_Mutation_p.P1086LNM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN TPR 5. 5TGCATCTGCCCCAATAGGTCAG0.52

+ 12 1508GGT1_uc003aas.1_Splice_Site_p.V341_splice|GGT1_uc003aat.1_Splice_Site_p.V341_splice|GGT1_uc003aau.1_Splice_Site_p.V341_splice|GGT1_uc003aav.1_Splice_Site_p.V341_splice|GGT1_uc003aaw.1_Splice_Site_p.V341_splice|GGT1_uc003aax.1_Splice_Site_p.V341_splice|GGT1_uc003aay.1_5'UTRNM_013430 NP_038347 P19440 GGT1_HUMAN 0GGTCTCGGCAGGTGGTCCGCA0.637

+ 39 6259MYO18B_uc003aca.1_Missense_Mutation_p.M1884I|MYO18B_uc010guy.1_Missense_Mutation_p.M1885I|MYO18B_uc010guz.1_Missense_Mutation_p.M1883I|MYO18B_uc011aka.1_Missense_Mutation_p.M1157I|MYO18B_uc011akb.1_Missense_Mutation_p.M1516I|MYO18B_uc010gva.1_Missense_Mutation_p.M1INM_032608 NP_115997 Q8IUG5 MY18B_HUMAN Tail. 12TGATCAAGATGGGGGAGGAGC0.627

+ 4 576 NM_182527 NP_872333 Q86V35 CABP7_HUMANCytoplasmic (Potential). 0GAGGAGTGTCCCGTGGATGTG0.637

- 6 564SEC14L3_uc003ahz.2_Missense_Mutation_p.G82R|SEC14L3_uc003aia.2_Missense_Mutation_p.G100R|SEC14L3_uc003aib.2_Missense_Mutation_p.G100RNM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5TGTTTCAGTCCCAGGCCCTCA0.517

+ 3 354NCF4_uc003apz.3_Missense_Mutation_p.R57HNM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1CTCATCTACCGCCGCTACCGC0.592

- 2 181TMPRSS6_uc003aqt.1_Missense_Mutation_p.G14R|TMPRSS6_uc003aqu.2_Missense_Mutation_p.G14RNM_153609 NP_705837 Q8IU80 TMPS6_HUMANCytoplasmic (Potential). 6CCTCCGTCCCCCTGCCCGCCA0.657

+ 7 1932TRIOBP_uc003atu.2_Missense_Mutation_p.A382V|TRIOBP_uc003atq.1_Missense_Mutation_p.A554V|TRIOBP_uc003ats.1_Missense_Mutation_p.A382VNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1ACATCCTGTGCCCAGCGGGAC0.607

+ 9 5253_5254TRIOBP_uc003atu.2_Missense_Mutation_p.S1489FNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1GCCTGCACCTCCACCCAGTGGC0.673

+ 9 1151TAB1_uc003axr.2_Missense_Mutation_p.P444S|TAB1_uc011aok.1_Missense_Mutation_p.P202S|TAB1_uc003axu.1_Missense_Mutation_p.P368SNM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1CTTTGGCTACCCGCTGGGCGA0.657

+ 28 4765CACNA1I_uc003ayd.2_Missense_Mutation_p.V1554I|CACNA1I_uc003aye.2_Missense_Mutation_p.V1504I|CACNA1I_uc003ayf.2_Missense_Mutation_p.V1469INM_021096 NP_066919 Q9P0X4 CAC1I_HUMANHelical; Name=S4 of repeat IV; (Potential).|IV. 2CATCATGAGGGTTCTGCGCAT0.597

+ 10 1478XRCC6_uc003bap.1_Missense_Mutation_p.R429C|XRCC6_uc011apc.1_Missense_Mutation_p.R420C|XRCC6_uc003baq.1_Missense_Mutation_p.R470C|XRCC6_uc003bar.1_Missense_Mutation_p.R470C|XRCC6_uc003bas.1_Missense_Mutation_p.R420CNM_001469 NP_001460 P12956 XRCC6_HUMAN 5TGAGAAGCTTCGCTTCACATA0.448

- 2 637WNT7B_uc010haa.2_Missense_Mutation_p.G92DNM_058238 NP_478679 P56706 WNT7B_HUMAN 1GGTCTTCTCGCCGAGGGCAGA0.652

+ 19 2442CNTN4_uc003bpb.1_Missense_Mutation_p.P412S|CNTN4_uc003bpe.2_Missense_Mutation_p.P413S|CNTN4_uc003bpf.2_Missense_Mutation_p.P412S|CNTN4_uc003bpg.2_5'UTRNM_175607 NP_783200 Q8IWV2 CNTN4_HUMANFibronectin type-III 2. 7GGCCTTCCGGCCCTACGGTAA0.512

- 8 1239IL5RA_uc010hbq.2_Missense_Mutation_p.P199S|IL5RA_uc010hbr.2_Intron|IL5RA_uc010hbs.2_Missense_Mutation_p.P199S|IL5RA_uc011asl.1_Missense_Mutation_p.P199S|IL5RA_uc011asm.1_Missense_Mutation_p.P199S|IL5RA_uc010hbt.2_Missense_Mutation_p.P199S|IL5RA_uc011asn.1_Missense_Mutation_p.P199S|IL5RA_uc010hbu.2_Missense_Mutation_p.P199SNM_000564 NP_000555 Q01344 IL5RA_HUMANExtracellular (Potential). 1AAAGTCCTGGGAAACCAGCAT0.478

+ 33 4570ITPR1_uc010hca.1_Missense_Mutation_p.R1393C|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Missense_Mutation_p.R339CNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21TGACATCGTTCGCGTGGTGAC0.597

- 4 721C3orf31_uc003bwj.2_Missense_Mutation_p.A160V|C3orf31_uc003bwi.2_RNA|C3orf31_uc011auo.1_Missense_Mutation_p.A160V|C3orf31_uc011aup.1_RNANM_138807 NP_620162 Q96BW9 MMP37_HUMAN 0AGCGGTCACAGCACTCTTCAG0.448 rs146141760

+ 6 936PPARG_uc003bwr.2_Missense_Mutation_p.S254F|PPARG_uc003bws.2_Missense_Mutation_p.S254F|PPARG_uc003bwu.2_Missense_Mutation_p.S254F|PPARG_uc003bwv.2_Intron|PPARG_uc010hea.1_RNANM_015869 NP_056953 P37231 PPARG_HUMAN 2GACATGAATTCCTTAATGATG0.448

- 27 3691 NM_024923 NP_079199 Q8TEM1 PO210_HUMANLumenal (Probable). 11TGGCACGGCATTGCCAAAGGA0.617 rs147038229

- 10 1206GRIP2_uc011avh.1_5'UTRNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 3. 1AGCAGTGTTCCATGCTGGTGC0.642

+ 1 1095FGD5_uc011avk.1_Missense_Mutation_p.P329SNM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5CCAGATTGTCCCTTTTGAGAA0.552

+ 5 535PLCL2_uc010het.1_Missense_Mutation_p.V26I|PLCL2_uc011awd.1_Missense_Mutation_p.V26INM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN PH. 4ACTCAAAAAGGTTCGCTCCAA0.418 rs141837634

- 1 710 EFHB_uc003cbm.2_IntronNM_144715 NP_653316 Q8N7U6 EFHB_HUMAN 0GACTCTTTTTCCATTTCCTGT0.507

- 6 759SLC4A7_uc011awu.1_RNA|SLC4A7_uc011awv.1_RNA|SLC4A7_uc003cdu.3_Missense_Mutation_p.L235F|SLC4A7_uc011aww.1_Missense_Mutation_p.L239F|SLC4A7_uc011awx.1_Missense_Mutation_p.L239F|SLC4A7_uc011awy.1_Missense_Mutation_p.L235F|SLC4A7_uc011awz.1_RNA|SLC4A7_uc011axa.1_Missense_Mutation_p.L235F|SLC4A7_uc011axb.1_Missense_Mutation_p.L239F|SLC4A7_uc010hfm.2_Missense_Mutation_p.L235F|SLC4A7_uc003cdw.2_Missense_Mutation_p.L230FNM_003615 NP_003606 Q9Y6M7 S4A7_HUMANExtracellular (Potential). 5GATCGAACAAGAGGAATCCGA0.413



- 9 1661OSBPL10_uc003ceu.1_Missense_Mutation_p.S184C|OSBPL10_uc011axf.1_Missense_Mutation_p.S363CNM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1CTCCAGCAAAGATCGCTTCTC0.512

+ 12 1648CNOT10_uc011axi.1_Missense_Mutation_p.L237F|CNOT10_uc003cfd.1_Missense_Mutation_p.L464F|CNOT10_uc003cfe.1_Missense_Mutation_p.L465F|CNOT10_uc010hfv.1_RNA|CNOT10_uc011axj.1_Missense_Mutation_p.L525F|CNOT10_uc010hfw.1_Missense_Mutation_p.L160FNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2AGCCATATGTCTCAGAAATGC0.408

+ 7 691ARPP21_uc003cga.2_Missense_Mutation_p.D143N|ARPP21_uc011axy.1_Missense_Mutation_p.D143N|ARPP21_uc003cgf.2_5'FlankNM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3AGAATACACGGATTCTACAGG0.388

+ 21 2352 NM_002207 NP_002198 Q13797 ITA9_HUMANExtracellular (Potential). 6GCCACTGATGCACGAGGTGGA0.562

+ 22 3195DLEC1_uc003chp.1_Missense_Mutation_p.M1058I|DLEC1_uc010hgv.1_Missense_Mutation_p.M1058I|DLEC1_uc003chr.1_Missense_Mutation_p.M164I|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9TGTCAGGCATGAAGAAGCCAC0.567

- 28 5589SCN5A_uc003cin.2_Missense_Mutation_p.E1798K|SCN5A_uc003cil.3_Missense_Mutation_p.E1799K|SCN5A_uc010hhi.2_Missense_Mutation_p.E1781K|SCN5A_uc010hhk.2_Missense_Mutation_p.E1766K|SCN5A_uc011ayr.1_Missense_Mutation_p.E1745KNM_198056 NP_932173 Q14524 SCN5A_HUMAN 9TCAAATTTCTCCCAGATCTCA0.532

- 27 5218 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10ATGTCAAAGTCGTCCTCACTC0.493

- 5 1334CSRNP1_uc003cjh.2_Missense_Mutation_p.H374YNM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5AGGCCTGGGTGGGTGGGGCAG0.582

+ 17 1659SACM1L_uc011bag.1_Missense_Mutation_p.N382K|SACM1L_uc011bah.1_Missense_Mutation_p.N419K|SACM1L_uc003cot.2_Missense_Mutation_p.N128KNM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1ATAAGAACAACTTTTCCGATG0.343

+ 17 1664_1665SACM1L_uc011bag.1_Missense_Mutation_p.S384F|SACM1L_uc011bah.1_Missense_Mutation_p.S421F|SACM1L_uc003cot.2_Missense_Mutation_p.S130FNM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1AACAACTTTTCCGATGGATTTA0.342

- 2 455LRRC2_uc003cpu.3_Missense_Mutation_p.E31KNM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1CTTTCCACCTCCTTCTTCTGC0.458

- 21 4292_4293PLXNB1_uc003cst.2_5'Flank|PLXNB1_uc003csu.2_Missense_Mutation_p.A1158V|PLXNB1_uc003csx.2_Missense_Mutation_p.A1341V|PLXNB1_uc010hjx.1_RNA|PLXNB1_uc003csy.1_Missense_Mutation_p.A49VNM_002673 NP_002664 O43157 PLXB1_HUMANExtracellular (Potential).|IPT/TIG 3. 5GGCCTGGGAGGGCAGGTGTGCG0.574

- 4 980PLXNB1_uc003csx.2_5'Flank|CCDC51_uc003cta.2_Missense_Mutation_p.G178S|CCDC51_uc003ctb.2_Missense_Mutation_p.G178S|CCDC51_uc003ctc.2_Missense_Mutation_p.G287S|CCDC51_uc003ctd.2_Missense_Mutation_p.G178SNM_024661 NP_078937 Q96ER9 CCD51_HUMAN 0GGGGGACTACCTGCCTGTGAC0.557

- 21 2055QARS_uc011bcc.1_Missense_Mutation_p.P137S|QARS_uc011bcd.1_Missense_Mutation_p.P539S|QARS_uc003cvy.2_Missense_Mutation_p.P539S|QARS_uc011bce.1_Missense_Mutation_p.P673SNM_005051 NP_005042 P47897 SYQ_HUMAN 1CACATCAAAGGCTGTGACACC0.567

- 5 445 NM_003280 NP_003271 P63316 TNNC1_HUMAN EF-hand 4. 0GTTCTTGTCTCCGTCCTTCAT0.577

- 7 743PBRM1_uc003dex.2_RNA|PBRM1_uc003deq.2_Missense_Mutation_p.S244N|PBRM1_uc003der.2_Missense_Mutation_p.S244N|PBRM1_uc003det.2_Missense_Mutation_p.S244N|PBRM1_uc003deu.2_Missense_Mutation_p.S244N|PBRM1_uc003dev.2_RNA|PBRM1_uc003dew.2_Missense_Mutation_p.S244N|PBRM1_uc010hmk.1_Missense_Mutation_p.S244N|PBRM1_uc003dey.2_Missense_Mutation_p.S244N|PBRM1_uc003dez.1_Missense_Mutation_p.S244N|PBRM1_uc003dfb.1_Missense_Mutation_p.S142NNM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 2. 140TGCATGAATACTTTTGTAGCT0.318

+ 42 5361CACNA1D_uc003dgu.3_Missense_Mutation_p.G1753E|CACNA1D_uc003dgy.3_Missense_Mutation_p.G1718E|CACNA1D_uc003dgw.3_Missense_Mutation_p.G1400E|CACNA1D_uc011bes.1_RNANM_001128840 NP_001122312 Q01668 CAC1D_HUMANCytoplasmic (Potential). 11CCTCCAGCAGGAAATTCGGTG0.463

- 13 2579ERC2_uc003dhq.1_RNA|ERC2_uc003dht.1_Missense_Mutation_p.E254KNM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2TTCTTCTTTTCCAACTGTTGA0.443

+ 9 1234CCDC66_uc003dhy.2_Nonsense_Mutation_p.Q19*|CCDC66_uc003dhu.2_Nonsense_Mutation_p.Q349*|CCDC66_uc003dhx.2_RNANM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1GCTGTTCTCTCAGTCAACACA0.443

+ 21 3814FLNB_uc010hne.2_Missense_Mutation_p.P1217S|FLNB_uc003djk.2_Missense_Mutation_p.P1217S|FLNB_uc010hnf.2_Missense_Mutation_p.P1217S|FLNB_uc003djl.2_Missense_Mutation_p.P1048S|FLNB_uc003djm.2_Missense_Mutation_p.P1048SNM_001457 NP_001448 O75369 FLNB_HUMANInteraction with FBLP1.|Filamin 10. 19GCCACACTTCCCCGCCCGGGT0.537

- 3 398DNASE1L3_uc011bfd.1_Intron|DNASE1L3_uc003djp.1_Nonsense_Mutation_p.Q101*|DNASE1L3_uc003djq.1_Nonsense_Mutation_p.Q101*NM_004944 NP_004935 Q13609 DNSL3_HUMAN 3 AAGGCATATTGTTCTTTATAT0.363

- 24 3674ROBO1_uc003dqb.2_Missense_Mutation_p.G1117S|ROBO1_uc003dqc.2_Missense_Mutation_p.G1056S|ROBO1_uc003dqd.2_Missense_Mutation_p.G1111S|ROBO1_uc010hoh.2_Missense_Mutation_p.G348S|ROBO1_uc011bgl.1_Missense_Mutation_p.G728SNM_002941 NP_002932 Q9Y6N7 ROBO1_HUMANCytoplasmic (Potential). 2GTACTACTGCCCCGGTCTGAG0.418

+ 15 2726EPHA3_uc010hon.1_RNANM_005233 NP_005224 P29320 EPHA3_HUMANCytoplasmic (Potential).|Protein kinase. 33ACACAGGTAATTAAAGCTGTA0.478

- 2 567PROS1_uc010hoo.2_5'UTR|PROS1_uc003dqz.3_5'UTRNM_000313 NP_000304 P07225 PROS_HUMAN Gla. 1ACCGTTTCCGGGTCATTTTCA0.388

+ 1 331 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMANHelical; Name=3; (Potential). 1TGTAACCACGGAATGTTTTCT0.413

+ 1 728 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMANHelical; Name=6; (Potential). 2ACCTGTGGAGCCCATCTCTTC0.428

+ 3 563 NM_032787 NP_116176 Q96K78 GP128_HUMANExtracellular (Potential). 4GGGCAGATATGGACCATCCTT0.343

- 2 436IMPG2_uc011bhe.1_5'UTRNM_016247 NP_057331 Q9BZV3 IMPG2_HUMANExtracellular (Potential). 3TCTCCGCCTTCTGATTAACCA0.428

+ 15 1807ZPLD1_uc003dvt.1_Missense_Mutation_p.L325F|ZPLD1_uc011bhg.1_Missense_Mutation_p.L309FNM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANZP.|Extracellular (Potential). 5CTGCCCCTTCCTTATGCCGGT0.388

+ 1 676_677 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN Potential. 0TGACAGAACTGGAAATTCAGAA0.391

- 38 5513 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7CTTTCTACTCCCCATCAGGGC0.468

- 27 3406 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7ACCGTCTTCTGAAGCTGAGCT0.343

- 6 625 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANMyosin head-like. 7AGTATAGACTGATTTTCTCGA0.308

+ 2 294CD96_uc003dxv.2_Missense_Mutation_p.N42H|CD96_uc003dxx.2_Missense_Mutation_p.N42H|CD96_uc010hpy.1_Missense_Mutation_p.N42HNM_198196 NP_937839 P40200 TACT_HUMANExtracellular (Potential).|Ig-like V-type 1. 3CTCTGATGTCAACCTGACCTG0.408

+ 12 1510TMPRSS7_uc011bhr.1_Missense_Mutation_p.R302KNM_001042575 NP_001036040 Q7RTY8 TMPS7_HUMANExtracellular (Potential).|LDL-receptor class A 3. 2ATTTGCTTTAGGAAACAAAAT0.378

- 2 1458CCDC80_uc011bhv.1_Missense_Mutation_p.L414F|CCDC80_uc003dzg.2_Missense_Mutation_p.L414F|CCDC80_uc003dzh.1_Missense_Mutation_p.L414FNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2GGAGGGTAAAGATTCTCTGAA0.607

- 1 913 ZNF80_uc003ebf.2_RNANM_007136 NP_009067 P51504 ZNF80_HUMAN C2H2-type 4. 0TTTCCACACTCGCTGCACTCA0.527

- 2 143 NM_173825 NP_776186 Q5HYI8 RABL3_HUMANSmall GTPase-like. 0GCAGCCCACAGTCCATGATGG0.363

- 14 8470GOLGB1_uc010hrc.2_Missense_Mutation_p.D2787N|GOLGB1_uc003eej.3_Missense_Mutation_p.D2748NNM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10AGAAGAGCATCTCTCTCTCTG0.418

+ 6 1064PARP15_uc003efn.2_Missense_Mutation_p.S207L|PARP15_uc003efo.1_Missense_Mutation_p.S80L|PARP15_uc003efp.1_Missense_Mutation_p.S99L|PARP15_uc011bjt.1_Missense_Mutation_p.S99LNM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5AATCGGAAATCAGGTACTTTA0.313

- 10 1313MYLK_uc011bjw.1_Missense_Mutation_p.S344F|MYLK_uc003egp.2_Missense_Mutation_p.S344F|MYLK_uc003egq.2_Missense_Mutation_p.S344F|MYLK_uc003egr.2_Missense_Mutation_p.S344F|MYLK_uc003egs.2_Missense_Mutation_p.S168FNM_053025 NP_444253 Q15746 MYLK_HUMAN 9CAGGGTGATGGAGCTGGAAGT0.627

+ 9 1605KALRN_uc010hrv.1_Missense_Mutation_p.S493F|KALRN_uc003ehf.1_Missense_Mutation_p.S493F|KALRN_uc011bjy.1_Missense_Mutation_p.S493FNM_001024660 NP_001019831 O60229 KALRN_HUMAN 6AACTCCGAATCCCTCACGGCC0.572

- 3 188SLC12A8_uc003ehw.3_Nonsense_Mutation_p.W55*|SLC12A8_uc010hrz.1_5'UTRNM_024628 NP_078904 A0AV02 S12A8_HUMAN 0GGTCTTCCACCAGGGCTGGGG0.572

+ 11 1913_1914MCM2_uc011bkm.1_Missense_Mutation_p.S489F|MCM2_uc010hsl.2_RNA|MCM2_uc011bkn.1_Missense_Mutation_p.S572FNM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4ATCGTCACCTCCCTGCAGGCTC0.604

- 3 1917 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0GTGTCGAAGGGGCTGTGGTAG0.592

- 13 2362_2363 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7GTATTAACCTTCTTTAGTTGAA0.361

- 2 220KY_uc011blw.1_Missense_Mutation_p.G53E|KY_uc011blx.1_Missense_Mutation_p.G53E|KY_uc003eqs.1_Missense_Mutation_p.G94ENM_178554 NP_848649 Q8NBH2 KY_HUMAN 2TCTTCGGACTCCATTTCCAAC0.388



+ 3 650EPHB1_uc010htz.1_RNA|EPHB1_uc011bly.1_Missense_Mutation_p.E144KNM_004441 NP_004432 P54762 EPHB1_HUMANExtracellular (Potential). 30TGCTGCAGATGAGAGCTTCTC0.493

+ 2 741PPP2R3A_uc011blz.1_IntronNM_002718 NP_002709 Q06190 P2R3A_HUMAN 7TTGCACATCCCTGTGTCTCAG0.463

+ 3 471NCK1_uc011bme.1_Missense_Mutation_p.E58KNM_006153 NP_006144 P16333 NCK1_HUMAN SH3 2. 1GGCTGAGAGAGAGGATGAATT0.453

- 4 476COPB2_uc011bmv.1_Missense_Mutation_p.T87A|COPB2_uc010hui.2_Missense_Mutation_p.T87A|COPB2_uc011bmw.1_Missense_Mutation_p.T116ANM_004766 NP_004757 P35606 COPB2_HUMAN WD 3. 2CCACTGCTAGTTAGAATGAAA0.393

+ 2 690 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN RING-type. 7CAGCCTGTGCGAGAAGTGCCT0.602

+ 3 1413 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7CAGGCAGAAGGAAATTGAAAA0.453

+ 3 283PLS1_uc003euz.2_Missense_Mutation_p.E42K|PLS1_uc003eva.2_Missense_Mutation_p.E42KNM_001145319 NP_001138791 Q14651 PLSI_HUMAN EF-hand 1. 1CCTGTTTAAGGAAGCAAGCCT0.368

+ 10 1772TRPC1_uc003evb.2_Missense_Mutation_p.L512F|TRPC1_uc011bni.1_Missense_Mutation_p.L65FNM_003304 NP_003295 P48995 TRPC1_HUMANHelical; (Potential). 2GATGTTTCTTCTTGTTTTGTT0.348

+ 15 2226MED12L_uc011bnz.1_Missense_Mutation_p.L590F|P2RY12_uc011boa.1_Intron|P2RY12_uc003eyx.1_IntronNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7CACAATCCTTCTCTATGGAGT0.423

- 5 5258IGSF10_uc011bob.1_5'Flank|IGSF10_uc011boc.1_5'FlankNM_178822 NP_849144 Q6WRI0 IGS10_HUMANIg-like C2-type 4. 13TGTGATCTCTTTGGTACGTCT0.493

- 9 1506PLCH1_uc011boj.1_Missense_Mutation_p.G410E|PLCH1_uc011bol.1_Missense_Mutation_p.G392ENM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMANPI-PLC X-box. 4TCCGAATATTCCTTTCAGGTA0.438

- 1 1123SLC33A1_uc003fao.1_Nonsense_Mutation_p.Q248*NM_004733 NP_004724 O00400 ACATN_HUMANExtracellular (Potential). 4GGTTGAGGCTGAAACCGCAAA0.408

+ 4 1346 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0TCAAAAGATTGGAATGGGGTG0.443

- 7 1215MECOM_uc010hwk.1_Missense_Mutation_p.P339S|MECOM_uc003ffj.3_Missense_Mutation_p.P381S|MECOM_uc011bpi.1_Missense_Mutation_p.P317S|MECOM_uc003ffn.3_Missense_Mutation_p.P316S|MECOM_uc003ffk.2_Missense_Mutation_p.P316S|MECOM_uc003ffl.2_Missense_Mutation_p.P476S|MECOM_uc011bpj.1_Missense_Mutation_p.P504S|MECOM_uc011bpk.1_Missense_Mutation_p.P306S|MECOM_uc010hwn.2_Missense_Mutation_p.P504SNM_005241 NP_005232 Q03112 EVI1_HUMAN 14GGTATCAAAGGAGGCCTGTGG0.478

- 7 1162MECOM_uc010hwk.1_Missense_Mutation_p.G321A|MECOM_uc003ffj.3_Missense_Mutation_p.G363A|MECOM_uc011bpi.1_Missense_Mutation_p.G299A|MECOM_uc003ffn.3_Missense_Mutation_p.G298A|MECOM_uc003ffk.2_Missense_Mutation_p.G298A|MECOM_uc003ffl.2_Missense_Mutation_p.G458A|MECOM_uc011bpj.1_Missense_Mutation_p.G486A|MECOM_uc011bpk.1_Missense_Mutation_p.G288A|MECOM_uc010hwn.2_Missense_Mutation_p.G486ANM_005241 NP_005232 Q03112 EVI1_HUMAN 14AAAAGAAAATCCAGGAGCTGT0.473

- 2 768MECOM_uc003ffl.2_Missense_Mutation_p.Y94F|MECOM_uc011bpk.1_Intron|MECOM_uc010hwn.2_Missense_Mutation_p.Y122F|MECOM_uc011bpl.1_Missense_Mutation_p.Y122FNM_004991 NP_004982 Q03112 EVI1_HUMAN 14CTCCCATCCATAACTGGGGTC0.393

+ 2 1422SKIL_uc011bps.1_Missense_Mutation_p.R217Q|SKIL_uc003fgv.2_Missense_Mutation_p.R237Q|SKIL_uc003fgw.2_Missense_Mutation_p.R237QNM_005414 NP_005405 P12757 SKIL_HUMAN 3TTGCGGCCACGAACTTTTCCT0.443

+ 10 1249 NM_018023 NP_060493 Q9ULM3 YETS2_HUMAN 4CTCTGATGCCCCTCCATCTTT0.488

- 22 2498CLCN2_uc003foh.2_Intron|CLCN2_uc010hya.1_Missense_Mutation_p.P775S|CLCN2_uc011brl.1_Missense_Mutation_p.P792S|CLCN2_uc011brm.1_Missense_Mutation_p.P748SNM_004366 NP_004357 P51788 CLCN2_HUMANCBS 2.|Cytoplasmic (By similarity). 0AAGGGAGCAGGATCAATTTTG0.552

- 9 1458MASP1_uc003fri.2_Missense_Mutation_p.G376R|MASP1_uc003frj.2_Missense_Mutation_p.G345RNM_001879 NP_001870 P48740 MASP1_HUMAN Sushi 2. 4GTGATCAGCCCGTGTTCCAGC0.478 rs139378189

- 4 1286LEPREL1_uc003fsg.2_Missense_Mutation_p.P119SNM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4TTCTCGATGGGAGAGAGGCGG0.507

- 30 3634ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2CCACACTCCGGCATGTCAGAG0.468

- 21 2584ATP13A4_uc003fte.1_Missense_Mutation_p.P826S|ATP13A4_uc011bsr.1_Missense_Mutation_p.P297S|ATP13A4_uc010hzi.2_RNANM_032279 NP_115655 Q4VNC1 AT134_HUMANExtracellular (Potential). 2TTCTGCCCAGGAGACATTCTT0.428

+ 12 1524PDE6B_uc003gao.3_Missense_Mutation_p.E491K|PDE6B_uc011buy.1_Missense_Mutation_p.E212KNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CCCACAGAAGGAGGAGCTGCC0.562

+ 7 489TMEM175_uc010ibl.1_Missense_Mutation_p.V131M|TMEM175_uc003gbp.1_Missense_Mutation_p.V49M|TMEM175_uc003gbr.2_Missense_Mutation_p.V49M|TMEM175_uc003gbu.2_Missense_Mutation_p.V49M|TMEM175_uc003gbs.2_Missense_Mutation_p.V14M|TMEM175_uc003gbt.2_Missense_Mutation_p.V14M|TMEM175_uc003gbv.2_Missense_Mutation_p.V14M|TMEM175_uc010ibm.2_Missense_Mutation_p.V2MNM_032326 NP_115702 Q9BSA9 TM175_HUMANHelical; (Potential). 0TTCGTTAATGGTGACCTTCCC0.542

- 3 580 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3TGCCCCCAAAGAAAATATACC0.323

+ 5 710MAN2B2_uc003gje.1_Missense_Mutation_p.S225F|MAN2B2_uc011bwf.1_Missense_Mutation_p.S225FNM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2ATCCCTTTCTCCAACAGGTAC0.537

- 14 2012_2013AFAP1_uc011bwk.1_Missense_Mutation_p.A664E|LOC84740_uc003gkd.3_RNANM_198595 NP_940997 Q8N556 AFAP1_HUMAN Potential. 0TATTCCGCAGGGCCTCTTTCCT0.559

- 10 6730BOD1L_uc010idr.1_Missense_Mutation_p.L1542FNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6GTTGAGGCAAGAGGACTTTCA0.522

+ 37 4781SLIT2_uc003gps.1_Missense_Mutation_p.R1518KNM_004787 NP_004778 O94813 SLIT2_HUMAN CTCK. 11GGCTGTACGAGGTGTGTGTCC0.498

- 10 2062PPARGC1A_uc003gqt.2_RNANM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8CGATATTCTTCCCTCTTCAGC0.468

- 18 3348 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3GCAAATAAGGGAACAAAATGC0.358

+ 7 978PGM2_uc011bya.1_Missense_Mutation_p.V163A|PGM2_uc011byc.1_Missense_Mutation_p.V142ANM_018290 NP_060760 Q96G03 PGM2_HUMAN 1GGGAAAGGTGTCTTGGTAACC0.363

- 4 1758RBM47_uc003gvd.2_Missense_Mutation_p.D350N|RBM47_uc003gve.2_RNA|RBM47_uc011bys.1_Missense_Mutation_p.D312N|RBM47_uc003gvg.1_Missense_Mutation_p.D350NNM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3GTGTAGGGGTCGCAGGAGTAC0.632

- 6 2160BEND4_uc003gwm.2_3'UTRNM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0ATCCTGGGAACTTTTATTGAA0.517

- 4 1007GABRA2_uc010igc.2_Nonsense_Mutation_p.R112*|GABRA2_uc011bzc.1_Nonsense_Mutation_p.R57*|GABRA2_uc003gxe.2_Nonsense_Mutation_p.R112*NM_001114175 NP_001107647 P47869 GBRA2_HUMANExtracellular (Probable). 4TTGTTTAGTCGAAGGATATTC0.289

+ 6 942GABRB1_uc011bze.1_Missense_Mutation_p.E120KNM_000812 NP_000803 P18505 GBRB1_HUMANExtracellular (Probable). 2TGATGACATTGAATTTTACTG0.373

+ 4 2856REST_uc003hci.2_Missense_Mutation_p.L837F|REST_uc010ihf.2_Missense_Mutation_p.L511FNM_005612 NP_005603 Q13127 REST_HUMAN 9GGAGCAAGTCCTTATTGAAGT0.458

- 5 1205UGT2A3_uc010ihp.1_RNANM_024743 NP_079019 Q6UWM9 UD2A3_HUMANExtracellular (Potential). 2CCAAATATGGGAACTCCCACC0.408

- 1 581 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3TATGTAGGAAGGAGGGAAAAT0.403

- 1 80 uc003hei.1_RNA NM_001073 NP_001064 O75310 UDB11_HUMAN 3CAGCACTTTTCCACAACTCCC0.453

- 6 1625UGT2A1_uc011caq.1_Missense_Mutation_p.G687E|UGT2A1_uc010ihu.2_Missense_Mutation_p.G521E|UGT2A1_uc010iht.2_Missense_Mutation_p.G477E|UGT2A1_uc010ihs.2_Missense_Mutation_p.G522ENM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANCytoplasmic (Potential). 1TTTCTTCTTTCCTATCTTACC0.323

- 3 300 NM_014243 NP_055058 O15072 ATS3_HUMAN 2AAAATCTTTTCCAAATGCCGT0.488

- 29 7073ANKRD17_uc003hgo.2_Missense_Mutation_p.P2206L|ANKRD17_uc003hgq.2_Missense_Mutation_p.P2068L|ANKRD17_uc003hgr.2_Missense_Mutation_p.P2318LNM_032217 NP_115593 O75179 ANR17_HUMAN 10CTCACCTGAGGGACTTGGAGC0.383

- 4 557RASGEF1B_uc003hmj.1_Missense_Mutation_p.A138V|RASGEF1B_uc010ijq.1_Missense_Mutation_p.A97V|RASGEF1B_uc003hmk.2_Missense_Mutation_p.A138VNM_152545 NP_689758 Q0VAM2 RGF1B_HUMANN-terminal Ras-GEF. 0TATTCGGTGAGCCAGATCTTT0.473

+ 4 525AGPAT9_uc003hox.2_Missense_Mutation_p.G103R|AGPAT9_uc003hoy.2_Missense_Mutation_p.G103RNM_032717 NP_116106 Q53EU6 GPAT3_HUMAN 1CTCCAAGAAGGGATTGGAAGC0.443

- 14 1881FAM13A_uc003hsa.1_Missense_Mutation_p.S29F|FAM13A_uc003hsb.1_Missense_Mutation_p.S232F|FAM13A_uc003hsd.1_Missense_Mutation_p.S232F|FAM13A_uc003hsc.1_Missense_Mutation_p.S218F|FAM13A_uc011cdq.1_Missense_Mutation_p.S204F|FAM13A_uc003hsf.1_Missense_Mutation_p.S144F|FAM13A_uc003hsg.1_Missense_Mutation_p.S29F|FAM13A_uc010ikr.1_Missense_Mutation_p.S54FNM_014883 NP_055698 O94988 FA13A_HUMAN 2GGGCACTTCGGAGACAAAGCT0.483



+ 10 1131BMPR1B_uc010ilb.2_Missense_Mutation_p.S286F|BMPR1B_uc003htn.3_Missense_Mutation_p.S286FNM_001203 NP_001194 O00238 BMR1B_HUMANCytoplasmic (Potential).|Protein kinase. 8GAAAATGGTTCCCTTTATGAT0.403

- 7 775UBE2D3_uc003hwi.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwj.2_RNA|UBE2D3_uc003hwl.2_Missense_Mutation_p.S105F|UBE2D3_uc011cet.1_Missense_Mutation_p.S105F|UBE2D3_uc011ceu.1_Missense_Mutation_p.S105F|UBE2D3_uc003hwo.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwp.2_Missense_Mutation_p.S105F|UBE2D3_uc003hwq.2_Missense_Mutation_p.S107F|UBE2D3_uc003hwr.2_Missense_Mutation_p.S105FNM_181887 NP_871616 P61077 UB2D3_HUMAN 0TGAACAAATGGATAAAAGAAC0.353

+ 3 1453TET2_uc011cez.1_Missense_Mutation_p.S377F|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.S356F|TET2_uc003hxi.1_Missense_Mutation_p.S356FNM_001127208 NP_001120680 Q6N021 TET2_HUMAN p.S356fs*18(1) 733TGTTCAGGTTCCAGCAGCAAT0.418

+ 3 2937TET2_uc011cez.1_Missense_Mutation_p.P872S|TET2_uc003hxj.2_RNA|TET2_uc010ilp.1_Missense_Mutation_p.P851S|TET2_uc003hxi.1_Missense_Mutation_p.P851SNM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733GACTACACATCCTGAACTTTT0.373

+ 11 1676NPNT_uc011cfc.1_Missense_Mutation_p.G508R|NPNT_uc011cfd.1_Missense_Mutation_p.G521R|NPNT_uc011cfe.1_Missense_Mutation_p.G492R|NPNT_uc010ilt.1_Missense_Mutation_p.G462R|NPNT_uc011cff.1_Missense_Mutation_p.G462R|NPNT_uc010ilu.1_IntronNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN MAM. 1CAAGGTGACGGGGCTGCACTC0.602

- 10 1301AGXT2L1_uc010imc.2_Missense_Mutation_p.D368N|AGXT2L1_uc011cfm.1_Missense_Mutation_p.D334N|AGXT2L1_uc011cfn.1_Missense_Mutation_p.D301N|AGXT2L1_uc011cfo.1_Missense_Mutation_p.D316NNM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1TTCAGATGGTCCTTCACTAAA0.468

+ 31 3780ANK2_uc003ibd.3_Missense_Mutation_p.R1218K|ANK2_uc003ibf.3_Missense_Mutation_p.R1227K|ANK2_uc011cgc.1_Missense_Mutation_p.R403K|ANK2_uc003ibg.3_Missense_Mutation_p.R222K|ANK2_uc011cgb.1_Missense_Mutation_p.R1242KNM_001148 NP_001139 Q01484 ANK2_HUMAN 14CCTAGAAGAAGAAAATTCCAC0.423

- 4 2157 NM_024574 NP_078850 Q8TB73 CD031_HUMANFibronectin type-III 2. 0ACATAAACATCCAGCAGGTAA0.388

+ 60 10619KIAA1109_uc003iel.1_Missense_Mutation_p.A1460VNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12GCAGCATCTGCTAGCCAGCCG0.408

+ 1 3328 NM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 11.|Extracellular (Potential). 18ATTTTACTTCGAAGAAGAGCA0.388

+ 3 5545FAT4_uc011cgp.1_Missense_Mutation_p.D147NNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 18.|Extracellular (Potential). 18GTACTCTTTTGACATTCCTGA0.413

+ 4 5612FAT4_uc011cgp.1_Missense_Mutation_p.G169DNM_024582 NP_078858 Q6V0I7 FAT4_HUMANCadherin 18.|Extracellular (Potential). 18GATGACTCTGGTGTGAATGGA0.328

+ 13 2703_2704PLK4_uc011cgs.1_Missense_Mutation_p.P788F|PLK4_uc011cgt.1_Missense_Mutation_p.P779FNM_014264 NP_055079 O00444 PLK4_HUMAN 0ATCACCTCCTCCTTCTGTGGAT0.347

- 12 2401 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1CACAGCTAGGGCCAACTGGAA0.438

+ 2 980HHIP_uc003ijr.1_Missense_Mutation_p.E109KNM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6GTTACTGGAGGAAATCAAATG0.398

+ 11 2906 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2CGCCAGAACTCCGTGCGGAGG0.711

- 3 334DCHS2_uc003inx.2_Missense_Mutation_p.D718NNM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4TCATGAGGGTCGATCCGGAAT0.463

+ 11 2463GUCY1A3_uc003iow.2_Missense_Mutation_p.P643S|GUCY1A3_uc010iqd.2_Missense_Mutation_p.P642S|GUCY1A3_uc003iox.2_Missense_Mutation_p.P643S|GUCY1A3_uc003ioz.2_Missense_Mutation_p.P408S|GUCY1A3_uc003ioy.2_Missense_Mutation_p.P643S|GUCY1A3_uc010iqe.2_Missense_Mutation_p.P408S|GUCY1A3_uc003ipa.2_RNA|GUCY1A3_uc003ipb.2_Missense_Mutation_p.P643SNM_000856 NP_000847 Q02108 GCYA3_HUMAN 4GGAGGAACTTCCACCAAACTT0.398

+ 12 1767_1768GUCY1B3_uc011cio.1_Missense_Mutation_p.G556K|GUCY1B3_uc011cip.1_Missense_Mutation_p.G514K|GUCY1B3_uc003ipd.2_Missense_Mutation_p.G462K|GUCY1B3_uc010iqf.2_Missense_Mutation_p.G501K|GUCY1B3_uc010iqg.2_Missense_Mutation_p.G505K|GUCY1B3_uc011ciq.1_Missense_Mutation_p.G462KNM_000857 NP_000848 Q02153 GCYB1_HUMANGuanylate cyclase. 0AGGTGTCATAGGACAGCGGATG0.386

+ 3 431 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2AAACTTCAAAGGTTTGTCTCC0.333

+ 5 710 NM_000824 NP_000815 P48167 GLRB_HUMANExtracellular (Probable). 2TCGTGATGGAGATGTCCTTGT0.308

- 34 4957_4958DDX60_uc003iro.2_Missense_Mutation_p.P27SNM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3TTTGACAATGGGAGTTGATATT0.327

- 1 478 NM_006792 NP_006783 0TCGGGACAATCTGCAAGAATT0.443

- 1 290 NM_006792 NP_006783 0CTTCTCGGCAGGAAGATAGAA0.378

+ 5 815ADAM29_uc003iud.2_Missense_Mutation_p.P49S|ADAM29_uc010irr.2_Missense_Mutation_p.P49S|ADAM29_uc011cki.1_Missense_Mutation_p.P49SNM_014269 NP_055084 Q9UKF5 ADA29_HUMAN 16CATGACACCTCCAGGCTGGCT0.512

+ 7 1438ODZ3_uc003ive.1_5'FlankNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0AGACGGAGAGAGCCGGGCGGC0.547

+ 25 7178 NM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0GGACCCAGCTCCTTTTAACTT0.403

+ 9 1008C4orf41_uc003ivw.2_Splice_Site_p.I278_splice|C4orf41_uc010isc.2_IntronNM_021942 NP_068761 Q7Z392 CD041_HUMAN 0ACATTTTGCAGATCTGTAGGC0.313

+ 3 753ZFP42_uc003izh.1_Missense_Mutation_p.E170K|ZFP42_uc003izi.1_Missense_Mutation_p.E170KNM_174900 NP_777560 Q96MM3 ZFP42_HUMAN 2ACAGCTCGCAGAATTTGCTAG0.463

+ 1 450 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4GAGCAGGGTGGAAGCGCCTTC0.622

+ 5 913 NM_052909 NP_443141 Q96PX9 PKH4B_HUMAN 2ATAATTCATAGTATCTTGCTG0.308

- 15 1803BRD9_uc003jbl.2_Missense_Mutation_p.P430S|BRD9_uc003jbm.2_RNA|BRD9_uc003jbn.2_RNA|BRD9_uc011cmb.1_Missense_Mutation_p.P493S|BRD9_uc003jbo.2_Missense_Mutation_p.P450SNM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0TTGGACGACGGCCGAGAGCCG0.657

- 72 12496DNAH5_uc003jfc.2_Missense_Mutation_p.D320NNM_001369 NP_001360 Q8TE73 DYH5_HUMANAAA 6 (By similarity). 31TGTGGAGGATCGTTGGCAAAT0.453

- 14 1853 NM_001369 NP_001360 Q8TE73 DYH5_HUMANStem (By similarity). 31ATACAGCTTTGAAATCATATC0.393

+ 50 7915 TRIO_uc003jfg.2_RNA NM_007118 NP_009049 O75962 TRIO_HUMAN 18CACAGCACTCCGTTTAAGGAA0.448

+ 3 612CDH6_uc003jhd.1_Missense_Mutation_p.G96RNM_004932 NP_004923 P55285 CADH6_HUMANExtracellular (Potential).|Cadherin 1. 7TTCAGGAGATGGAGCAGGAGA0.393

- 4 876RAD1_uc003jiw.2_Missense_Mutation_p.P74S|RAD1_uc003jiy.2_Missense_Mutation_p.P183SNM_002853 NP_002844 O60671 RAD1_HUMAN 0GGCTTGTCAGGAGACATGGTA0.393 rs79789213

- 10 1740PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.P303SNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3TGAAAATAGGGGATTTTGCCT0.493

- 10 1707PRLR_uc003jjg.1_Intron|PRLR_uc003jjh.1_Intron|PRLR_uc003jji.1_Intron|PRLR_uc003jjj.1_Intron|PRLR_uc003jjk.1_Intron|PRLR_uc003jjl.3_Missense_Mutation_p.D292NNM_000949 NP_000940 P16471 PRLR_HUMANCytoplasmic (Potential). 3CACTGGGGGTCCCAGGTGTGG0.507

+ 9 1321SPEF2_uc003jjn.1_Missense_Mutation_p.L404F|SPEF2_uc003jjq.3_Missense_Mutation_p.L404FNM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4AGAACAATTCCTTAAAGAAAA0.303

+ 8 1337_1338IL7R_uc011cop.1_RNA NM_002185 NP_002176 P16871 IL7RA_HUMANCytoplasmic (Potential). 5GCACGCTGCCCCCTCCATTTTC0.52

- 2 188UGT3A2_uc011cos.1_Intron|UGT3A2_uc011cot.1_Splice_SiteNM_174914 NP_777574 Q3SY77 UD3A2_HUMAN 6ATGGCTTCCACCTAGGAACAAT0.431

+ 7 1066EGFLAM_uc003jlb.1_Missense_Mutation_p.G248R|EGFLAM_uc003jle.1_Missense_Mutation_p.G14R|EGFLAM_uc003jlf.1_IntronNM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7TGGCCGCTATGGACCCCGTTA0.483

+ 2 732 NM_000958 NP_000949 P35408 PE2R4_HUMANCytoplasmic (Potential). 2AAGTCGCGCAAGGAGCAGAAG0.622

+ 4 338 C7_uc011cpn.1_RNA NM_000587 NP_000578 P10643 CO7_HUMAN TSP type-1 1. 0TCCTGTGAACCTACAAGAGGA0.473

- 39 4899HEATR7B2_uc003jmi.3_Missense_Mutation_p.G1025ENM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8GTCTAATACCCCATAGAGCTC0.502

- 17 2767C6_uc003jml.1_Missense_Mutation_p.S853PNM_000065 NP_000056 P13671 CO6_HUMANC5b-binding domain. 7CTGTTGGATGAAAGTCTTGTC0.428



+ 13 1110PARP8_uc011cpz.1_Missense_Mutation_p.G202R|PARP8_uc003joo.2_Missense_Mutation_p.G310R|PARP8_uc003jop.2_Missense_Mutation_p.G310RNM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5TGAGCAGGACGGAATCTCCAA0.478

- 19 3130ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Nonsense_Mutation_p.W393*NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Spacer. 0AGTCAATAGTCCAGGCACCAT0.373

- 16 2786_2787ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Missense_Mutation_p.G279NNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0GAAATTATAACCTTCAGCCAAG0.446

+ 3 425 NM_006633 NP_006624 Q13576 IQGA2_HUMAN CH. 7TTGGAAGAAGGGCTCCGGAAT0.383

+ 74 15803GPR98_uc003kjt.2_Missense_Mutation_p.G2942D|GPR98_uc003kjw.2_Missense_Mutation_p.G897DNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16ATGAAGAATGGCACATTCAAC0.428

- 12 1887PCSK1_uc010jbi.1_Missense_Mutation_p.E251KNM_000439 NP_000430 P29120 NEC1_HUMAN 2ATAGGGTTCTCTCCCCATGTG0.398

- 2 255RIOK2_uc003kna.3_Missense_Mutation_p.C49SNM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1ACTTTATTACAGCCACCATGT0.358

- 9 1822 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMANKazal-like.|Extracellular (Potential). 4GACAGGATAATAATATGATCG0.418

+ 11 973CAMK4_uc003kpf.2_Missense_Mutation_p.F292I|CAMK4_uc010jbv.2_Missense_Mutation_p.F95I|CAMK4_uc003kpg.2_5'UTRNM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5GCTGACTACATTTCAAGCTCT0.423

- 3 1995 NM_020177 NP_064562 Q96JP0 FEM1C_HUMAN 3ATTCTTTCCCCTTGGATGCAG0.388

- 19 2628SEMA6A_uc003krx.3_Missense_Mutation_p.K657T|SEMA6A_uc011cwe.1_Missense_Mutation_p.K19T|SEMA6A_uc003krv.3_Missense_Mutation_p.K67T|SEMA6A_uc003krw.3_Missense_Mutation_p.K117T|SEMA6A_uc010jcj.2_Missense_Mutation_p.K184TNM_020796 NP_065847 Q9H2E6 SEM6A_HUMANExtracellular (Potential). 2GTCGTGGCCTTTGAGGTAACT0.537

+ 3 485FAM170A_uc003ksl.2_Missense_Mutation_p.R92Q|FAM170A_uc003ksn.2_Missense_Mutation_p.R92Q|FAM170A_uc003kso.2_Missense_Mutation_p.R45QNM_182761 NP_877438 A1A519 F170A_HUMAN 1GTTCAGGAACGAGGAGAGACT0.507

+ 1 373 NM_177478 NP_803431 Q8N4E7 FTMT_HUMANFerritin-like diiron. 1GTCCCGGGAGGAGACCGAGCA0.577

+ 4 580SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.G125E|SNCAIP_uc003ksx.1_Missense_Mutation_p.G172E|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Intron|SNCAIP_uc010jcx.1_Missense_Mutation_p.G125ENM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2CCTGGAGATGGAGTGGGCGGC0.557

+ 5 1254SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.G350R|SNCAIP_uc003ksx.1_Missense_Mutation_p.G397R|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.G44R|SNCAIP_uc010jcx.1_IntronNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2CGACGAAAATGGAAACAATCT0.438

+ 5 1356SNCAIP_uc011cwl.1_Intron|SNCAIP_uc010jct.2_Missense_Mutation_p.E384K|SNCAIP_uc003ksx.1_Missense_Mutation_p.E431K|SNCAIP_uc003ksy.1_Intron|SNCAIP_uc003ksz.1_Intron|SNCAIP_uc010jcu.2_Intron|SNCAIP_uc011cwm.1_Intron|SNCAIP_uc003kta.1_Intron|SNCAIP_uc010jcv.1_RNA|SNCAIP_uc010jcw.1_Missense_Mutation_p.E78K|SNCAIP_uc010jcx.1_IntronNM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2GCGCAACACTGAGAAGTTGAC0.483

- 50 6851 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 8. 15TCACAGGGGTCCCCCCAGCCC0.458

+ 15 2119DDX46_uc003kzv.1_RNANM_014829 NP_055644 Q7L014 DDX46_HUMANHelicase C-terminal. 1GTCTCTTCATGGAGGTAATTA0.353

+ 8 1281TGFBI_uc003lbg.3_Missense_Mutation_p.D107N|TGFBI_uc003lbh.3_Missense_Mutation_p.D200N|TGFBI_uc011cyb.1_Missense_Mutation_p.D200N|TGFBI_uc010jed.2_Missense_Mutation_p.D107NNM_000358 NP_000349 Q15582 BGH3_HUMAN 4ACTCATCCCAGACTCAGGTAG0.572

- 5 850KLHL3_uc003lbr.3_Missense_Mutation_p.R54W|KLHL3_uc011cyd.1_RNA|MYOT_uc011cye.1_Intron|KLHL3_uc010jem.1_Missense_Mutation_p.R96W|KLHL3_uc010jen.1_RNA|KLHL3_uc003lbs.1_Missense_Mutation_p.R4WNM_017415 NP_059111 Q9UH77 KLHL3_HUMAN 0CAGTTCTGCCGAACATCCATG0.547

- 2 1524CTNNA1_uc003ldh.2_Intron|CTNNA1_uc011cyx.1_Intron|CTNNA1_uc011cyy.1_Intron|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_Intron|LRRTM2_uc010jez.2_Intron|LRRTM2_uc011cza.1_Missense_Mutation_p.G222E|CTNNA1_uc003ldl.2_5'FlankNM_015564 NP_056379 O43300 LRRT2_HUMANExtracellular (Potential).|LRRCT. 0GAGCTGAAATCCATGGACTGC0.473

+ 5 399IK_uc011czk.1_Missense_Mutation_p.E97KNM_006083 NP_006074 Q13123 RED_HUMAN 1AGAGCTAGCAGAGAAGTACCG0.468

+ 1 116_117PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Nonsense_Mutation_p.5_6WG>*R|PCDHA4_uc011daa.1_Nonsense_Mutation_p.5_6WG>*RNM_018907 NP_061730 Q9UN74 PCDA4_HUMAN 6AGTTTTCCTGGGGAAGCGGCCA0.515

+ 1 1849PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhh.1_Nonsense_Mutation_p.W583*|PCDHA4_uc011daa.1_Nonsense_Mutation_p.W583*NM_018907 NP_061730 Q9UN74 PCDA4_HUMANExtracellular (Potential). 6CTGGTGCCATGGTCGGTGGGT0.667

+ 1 190PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc011dac.1_Missense_Mutation_p.F64INM_018910 NP_061733 Q9UN72 PCDA7_HUMANCadherin 1.|Extracellular (Potential). 4GCCGCGCCTGTTCCGGGCGGT0.612

+ 1 1987PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhr.1_Missense_Mutation_p.A663TNM_018911 NP_061734 Q9Y5H6 PCDA8_HUMANCadherin 6.|Extracellular (Potential). 2GACCGCCACGGCCACGGTTCT0.647

+ 1 1993PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc011dad.1_Missense_Mutation_p.L665FNM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANExtracellular (Potential).|Cadherin 6. 5GGCCACTGTGCTTGTGTCGCT0.672

+ 1 1760PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Intron|PCDHA6_uc003lho.2_Intron|PCDHA7_uc003lhq.2_Intron|PCDHA8_uc003lhs.2_Intron|PCDHA9_uc003lhu.2_Intron|PCDHA10_uc003lhw.2_Intron|PCDHA10_uc003lhx.2_Intron|PCDHA11_uc003lia.2_Intron|PCDHA12_uc003lic.2_Intron|PCDHA13_uc003lie.1_Intron|PCDHA13_uc003lif.2_Intron|PCDHAC1_uc003lih.2_Intron|PCDHAC2_uc011dag.1_Missense_Mutation_p.S507FNM_018899 NP_061722 Q9Y5I4 PCDC2_HUMANCadherin 5.|Extracellular (Potential). 4GTGACCTACTCCCTTCTGGAG0.488

+ 1 753 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 2.|Extracellular (Potential). 0GTCTGGCACAGCTCACATCCA0.592

+ 1 1497 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMANCadherin 5.|Extracellular (Potential). 0TATTGGCAAAGTCCATGCTGA0.398

+ 1 353PCDHB2_uc003lim.1_IntronNM_018936 NP_061759 Q9Y5E7 PCDB2_HUMANExtracellular (Potential).|Cadherin 1. 6GTTTCCAAAGGAAAAAAAATG0.522

+ 1 1496 uc003lin.2_RNA NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 5. 2CCGCACCTGCCCCTCTCTTCC0.667

+ 1 454PCDHB6_uc011dah.1_Missense_Mutation_p.P16SNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCadherin 2.|Extracellular (Potential). 1AAAGATATTTCCTTTGAAAAT0.478

+ 1 2164PCDHB6_uc011dah.1_Missense_Mutation_p.R586CNM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANCytoplasmic (Potential). 1CTCGGTGGGTCGCTACTCGGT0.657

+ 1 1804 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMANExtracellular (Potential).|Cadherin 5. 6GCTGAGCAGCGAGGCGCTGGT0.706

+ 1 1585PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 2. 2AAAAATACCGGAAAACAGTCC0.388

+ 1 1931PCDHB16_uc010jfw.1_IntronNM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANExtracellular (Potential).|Cadherin 3. 2CCTCTTGGCTCCCTGGTTGCC0.488

+ 1 337 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMANExtracellular (Potential).|Cadherin 1. 0AATGGATGATCCCTTTCAGAT0.428

+ 1 1129 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMANExtracellular (Potential).|Cadherin 4. 0AGACTCCGGAGAAAATGGAAA0.388

+ 1 511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANExtracellular (Potential).|Cadherin 1. 2AATGGATGATCCCTTTCAGAT0.418

+ 1 2056PCDHGA1_uc011dan.1_Missense_Mutation_p.D686NNM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANExtracellular (Potential). 3CAAACCCAACGATTCGGACCT0.692

+ 1 666PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc011dao.1_Missense_Mutation_p.D161NNM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANExtracellular (Potential).|Cadherin 2. 3GCATGATGCAGACGTAGGTGA0.512

+ 1 373PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc011dax.1_Missense_Mutation_p.D125NNM_018921 NP_061744 Q9Y5G4 PCDG9_HUMANCadherin 1.|Extracellular (Potential). 0AGAAGTAACTGATATTAACGA0.478

+ 3 886SH3RF2_uc011dbl.1_Missense_Mutation_p.K216NNM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN SH3 2. 2CCTTCCTCAAGGTAGGATTCT0.512

- 20 3179PDGFRB_uc010jhd.2_Missense_Mutation_p.Y743DNM_002609 NP_002600 P09619 PGFRB_HUMANCytoplasmic (Potential).|Protein kinase. 17AGCTCTGGGTAAGGGGTGCCA0.582

- 2 405GLRA1_uc003lur.2_Missense_Mutation_p.D40N|GLRA1_uc003lus.2_IntronNM_001146040 NP_001139512 P23415 GLRA1_HUMANExtracellular (Probable). 2TCCAGGAAATCCGAGGGTGAC0.502

+ 4 697GALNT10_uc003lvg.1_Nonsense_Mutation_p.R189*|GALNT10_uc010jic.2_RNA|GALNT10_uc010jid.2_Nonsense_Mutation_p.R92*NM_198321 NP_938080 Q86SR1 GLT10_HUMANCatalytic subdomain A.|Lumenal (Potential). 2CTTCAGTGATCGAGGTAGGAT0.587



+ 1 180 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1GAGGTGAAGGGAATTCCTGTA0.592

+ 1 2960 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANInteraction with PRC1 (By similarity).|Potential. 1GGTGCTATACCTTGTCAGCCA0.463

+ 33 3818CYFIP2_uc011ddn.1_Missense_Mutation_p.S1201F|CYFIP2_uc011ddo.1_Missense_Mutation_p.S1031F|CYFIP2_uc003lwr.2_Missense_Mutation_p.S1227F|CYFIP2_uc003lws.2_Missense_Mutation_p.S1227F|CYFIP2_uc003lwt.2_Missense_Mutation_p.S1130F|CYFIP2_uc011ddp.1_Missense_Mutation_p.S961F|CYFIP2_uc003lwv.2_Missense_Mutation_p.S182FNM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0TACATGAAGTCCGTGGAGACA0.522

- 11 1542GABRB2_uc011deh.1_Missense_Mutation_p.R243W|GABRB2_uc003lyr.1_Missense_Mutation_p.R404W|GABRB2_uc003lyt.1_Missense_Mutation_p.R404W|GABRB2_uc010jiu.1_Missense_Mutation_p.R341WNM_021911 NP_068711 P47870 GBRB2_HUMANCytoplasmic (Probable). 0CCAGCTTTCCGATACTGGATG0.517

+ 5 1011_1012ODZ2_uc003lzq.2_Missense_Mutation_p.P217S|ODZ2_uc003lzr.3_Missense_Mutation_p.P147SNM_001122679 NP_001116151 10CCCCGGGATACCCTTTGACCTC0.569

+ 5 650CPLX2_uc003mdf.1_Missense_Mutation_p.P102SNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1GAAGGCCATCCCTGCGGGCTG0.622

- 6 1002MXD3_uc010jkk.2_Intron|MXD3_uc003mga.3_Silent_p.L206L|MXD3_uc003mgc.2_Missense_Mutation_p.G171RNM_031300 NP_112590 Q9BW11 MAD3_HUMAN 0GCCTCACCCCCAAACACCAGG0.701

+ 5 1242ZNF454_uc010jkz.1_Missense_Mutation_p.G324ENM_182594 NP_872400 Q8N9F8 ZN454_HUMAN 3ATCCACAGTGGAGAGAAACCC0.388

+ 14 1727RUFY1_uc003mkb.1_Missense_Mutation_p.R468K|RUFY1_uc003mkc.1_Missense_Mutation_p.R468K|RUFY1_uc003mkd.1_Missense_Mutation_p.R178KNM_025158 NP_079434 Q96T51 RUFY1_HUMAN Potential. 5TCTCTACTCAGGATGGAGCTG0.517

- 20 2966TBC1D9B_uc003mli.2_Missense_Mutation_p.E960K|TBC1D9B_uc003mlj.2_Missense_Mutation_p.E959K|TBC1D9B_uc003mlf.2_Missense_Mutation_p.E51K|TBC1D9B_uc003mlg.2_Missense_Mutation_p.E136K|TBC1D9B_uc011dgv.1_Missense_Mutation_p.E136KNM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2TCTTGCTCTTCCTGTGGTAGT0.498

- 8 1264RASGEF1C_uc003mlr.2_Missense_Mutation_p.A323T|RASGEF1C_uc003mlp.3_Missense_Mutation_p.A172TNM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1AAAAACTTGGCCGTCCTCACT0.617

+ 12 1796DSP_uc003mxq.1_Missense_Mutation_p.P506LNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Interacts with plakophilin 1 and junction plakoglobin.9ATGCTTGTTCCCTCTGTGGGG0.557

+ 1 266 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMAN PWWP. 0CGGGACCCACGAGACGGCCTT0.602

- 1 306 NM_005320 NP_005311 P16402 H13_HUMAN H15. 1GCTCTTGAGGCCAAGCTTGAT0.547

+ 11 1565BTN3A3_uc003nia.2_Missense_Mutation_p.G420E|BTN3A3_uc011dkn.1_Missense_Mutation_p.G413ENM_006994 NP_008925 O00478 BT3A3_HUMANB30.2/SPRY.|Cytoplasmic (Potential). 0AGGAAAGTGGGGATCTTCCTG0.498

- 3 1381 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN Potential. 1TCTTTCACTTCCTTTATCAAC0.353

+ 1 691 NM_030905 NP_112167 O76002 OR2J2_HUMANHelical; Name=5; (Potential). 0CCATGCAAATGAGCTGACCCT0.478

+ 3 852OR2H1_uc003nmj.1_Missense_Mutation_p.R137C|OR2H1_uc010jri.1_Missense_Mutation_p.R59CNM_030883 NP_112145 Q9GZK4 OR2H1_HUMANCytoplasmic (Potential). 0CATCCACCCCCGCCTGTGCTG0.597 rs141663433

+ 7 970 NR_027822 0TTCCTGTTCTGGTGTCTGCGT0.478 rs145231932

- 4 2060KIAA1949_uc003nrb.3_Missense_Mutation_p.S610FNM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN 0CCGCCGGCAGGACTCATCTGT0.537

- 2 262PSORS1C1_uc003nsl.1_5'Flank|PSORS1C1_uc010jsj.1_5'FlankNM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0CCTGCAGGTGGGAAGCCATCT0.607

+ 2 315_316BAT5_uc011dnz.1_Intron|LY6G6F_uc003nwb.1_Missense_Mutation_p.105_106WC>CSNM_001003693 NP_001003693 Q5SQ64 LY66F_HUMANExtracellular (Potential).|Ig-like V-type. 2GGCGGTACTGGTGCGCTGTGCT0.569

- 6 1240NEU1_uc010jtg.2_RNA|NEU1_uc003nxr.3_RNA|NEU1_uc010jth.2_Nonsense_Mutation_p.Q193*|NEU1_uc003nxs.3_3'UTRNM_000434 NP_000425 Q99519 NEUR1_HUMAN 1GGCCATAGCTGGACTGTCTCT0.597

+ 23 3201SKIV2L_uc011dou.1_Nonsense_Mutation_p.E780*|SKIV2L_uc011dov.1_Nonsense_Mutation_p.E745*NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4GGTGAATGGGGAGAAGATCTT0.577

+ 25 3263C4A_uc011dpe.1_Missense_Mutation_p.S1071LNM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0GCTTGGTTGTCACGGGGCAGC0.622

- 15 2508NOTCH4_uc011dpu.1_RNA|NOTCH4_uc011dpv.1_RNANM_004557 NP_004548 Q99466 NOTC4_HUMANEGF-like 20.|Extracellular (Potential). 22ACAGAGGCAGGAGAAGGTGCC0.632

- 12 1644C6orf10_uc011dpx.1_IntronNM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1TCAAAACTCTCCTTCTTTTCT0.244

- 12 1611C6orf10_uc011dpx.1_IntronNM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1CCTTTTAGTACACCTGACTCA0.328

- 12 1375C6orf10_uc011dpx.1_Missense_Mutation_p.R183KNM_006781 NP_006772 Q5SRN2 CF010_HUMAN 1AACTGACTCCCTCTTCTTTAC0.483

- 4 767HLA-DRB1_uc011dqa.1_Missense_Mutation_p.L72F|HLA-DRB5_uc003obk.3_Intron|HLA-DRB6_uc003obo.1_Intron|uc010jub.1_5'Flank|HLA-DRB1_uc011dqb.1_Intron|HLA-DRB1_uc011dqc.1_Missense_Mutation_p.L72FNM_002124 NP_002115 P01911 2B1F_HUMANHelical; (Potential). 1CCGGCCCCAAGGAAGAGCAGG0.547

- 46 3631COL11A2_uc010jul.1_Intron|COL11A2_uc003ocy.1_Missense_Mutation_p.G1049R|COL11A2_uc003ocz.1_Missense_Mutation_p.G1028RNM_080680 NP_542411 P13942 COBA2_HUMANTriple-helical region. 5CCAAAGTGTCCCTGGGGTCCC0.592

- 6 2099ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Missense_Mutation_p.S557F|DAXX_uc011dre.1_Missense_Mutation_p.S644F|DAXX_uc003oed.2_Missense_Mutation_p.S632FNM_001350 NP_001341 Q9UER7 DAXX_HUMANNuclear localization signal (Potential).|Interaction with SPOP.23CTCCTTCCGAGATTTTTTGCA0.502

- 6 565TULP1_uc003okw.3_Missense_Mutation_p.E132KNM_003322 NP_003313 O00294 TULP1_HUMAN 3GCTGGAGCTTCCTTATTCCTA0.582

+ 76 11600DNAH8_uc003oog.1_Missense_Mutation_p.A116D|uc003oof.1_IntronNM_001371 NP_001362 21TTGCATGTGGCTGCAGAAACT0.502

+ 77 11830DNAH8_uc003oog.1_Missense_Mutation_p.V193I|uc003oof.1_IntronNM_001371 NP_001362 21GACATATGAAGTTTTTACATA0.373

+ 91 13985 NM_001371 NP_001362 21ACTGATTTGACCTTCATCACT0.473

+ 6 712GLP1R_uc003ooh.2_RNA|GLP1R_uc003ooi.2_RNANM_002062 NP_002053 P43220 GLP1R_HUMANExtracellular (Potential). 5GGATGGGCTCCTCTCCTACCA0.617

- 4 627_628TREM2_uc003opz.2_Missense_Mutation_p.P219F|TREM2_uc010jxl.1_IntronNM_018965 NP_061838 Q9NZC2 TREM2_HUMANHelical; (Potential). 1AGGAGGAGAAGGATGGAAGTGG0.554

- 3 613 NM_024807 NP_079083 Q5T2D2 TRML2_HUMANExtracellular (Potential). 2TGTGACAGTTCCACTCTTGAG0.527

+ 14 2566 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANGlu-rich.|Potential. 9 ggaggaagaagaggaggagga0.259

+ 7 1103HSP90AB1_uc011dvr.1_Missense_Mutation_p.P330L|HSP90AB1_uc003oxb.1_Missense_Mutation_p.P340L|HSP90AB1_uc011dvs.1_Missense_Mutation_p.P160L|HSP90AB1_uc003oxc.1_5'UTRNM_007355 NP_031381 P08238 HS90B_HUMAN 4CGTCGGGCTCCCTTTGACCTT0.403

- 7 918GPR116_uc003oyp.3_Missense_Mutation_p.G210E|GPR116_uc003oyq.3_Missense_Mutation_p.G210E|GPR116_uc010jzi.1_5'Flank|GPR116_uc003oyr.2_Missense_Mutation_p.G210ENM_001098518 NP_001091988 Q8IZF2 GP116_HUMANSEA.|Extracellular (Potential). 2TGGTAAAATTCCGTAACCCTT0.373

+ 5 689GPR111_uc010jzk.1_Missense_Mutation_p.D162N|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANExtracellular (Potential). 1GACAGGTGTTGATGAGGCAAA0.398

+ 6 1634GPR111_uc010jzk.1_Missense_Mutation_p.Y477D|GPR111_uc003oyy.2_RNANM_153839 NP_722581 Q8IZF7 GP111_HUMANHelical; Name=3; (Potential). 1CCTTATCCTCTATGGAATCAT0.448

+ 7 2216GPR115_uc003oyz.1_Missense_Mutation_p.T710I|GPR115_uc003ozb.1_Missense_Mutation_p.T651INM_153838 NP_722580 Q8IZF3 GP115_HUMANHelical; Name=7; (Potential). 8CTGTTTGGAACCATTATGGAT0.398

- 61 10807_10808 NM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44AAAACTTTCCCCTAAGAAGACG0.431 rs112030234

+ 5 1359BAI3_uc010kak.2_Missense_Mutation_p.S304LNM_001704 NP_001695 O60242 BAI3_HUMANTSP type-1 1.|Extracellular (Potential). 50AGCACATGTTCGGTTACTTGT0.468



- 11 1166COL9A1_uc003pfe.3_5'UTR|COL9A1_uc003pff.3_Missense_Mutation_p.S93FNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4TGACCCAATGGAGCCAGGGGA0.388

- 8 989COL9A1_uc003pfe.3_5'Flank|COL9A1_uc003pff.3_Missense_Mutation_p.P34LNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL3). 4CGGAGGCCCGGGAGGACCCTG0.607

- 6 725 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3TCAGGAGTGAGAGGGAAAGGC0.398

- 1 44 NM_000863 NP_000854 P28222 5HT1B_HUMANExtracellular (By similarity). 0GGTCTCGGAGCCCGCGGGCGG0.642

- 12 1382ME1_uc011dzb.1_Missense_Mutation_p.G351R|ME1_uc011dzc.1_Missense_Mutation_p.G260RNM_002395 NP_002386 P48163 MAOX_HUMAN 2ATTGCACGTCCCTACAACAAA0.393

- 4 695_696TBX18_uc010kbq.1_Missense_Mutation_p.G74ENM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5TCCAAGTCTCCCCCGAGGCAGG0.51

+ 3 1119NT5E_uc003pkn.2_Missense_Mutation_p.G188E|NT5E_uc010kbr.2_Missense_Mutation_p.G188ENM_002526 NP_002517 P21589 5NTD_HUMAN 4tGTTCCTTAGGGACAAATTTA0.229

- 16 3034EPHA7_uc003pof.2_Nonsense_Mutation_p.W926*|EPHA7_uc011eac.1_Nonsense_Mutation_p.W927*NM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential).|SAM. 28TAGCTTGTAGCCATTCTCCAA0.373

- 15 2925EPHA7_uc003pof.2_Missense_Mutation_p.R890Q|EPHA7_uc011eac.1_Missense_Mutation_p.R891QNM_004440 NP_004431 Q15375 EPHA7_HUMANCytoplasmic (Potential). 28ATTTGGGTTTCGAATCATTTT0.408

+ 18 2209KIAA0776_uc010kck.2_RNANM_015323 NP_056138 O94874 UFL1_HUMAN 1TAGTAAAATTCCAGAGGTATT0.368

+ 10 1684GRIK2_uc003pqn.2_Missense_Mutation_p.E479K|GRIK2_uc003pqo.3_Missense_Mutation_p.E479K|GRIK2_uc010kcw.2_Missense_Mutation_p.E479KNM_021956 NP_068775 Q13002 GRIK2_HUMANExtracellular (Potential). 5CTTTACATATGAAATTAGACT0.388

+ 12 2023GRIK2_uc003pqo.3_Missense_Mutation_p.P592S|GRIK2_uc010kcw.2_Missense_Mutation_p.P592SNM_021956 NP_068775 Q13002 GRIK2_HUMANCytoplasmic (Potential). 5GTGGTATAATCCACACCCTTG0.398

+ 3 788SOBP_uc003prw.1_Missense_Mutation_p.P95LNM_018013 NP_060483 A7XYQ1 SOBP_HUMAN 1 GTTATTTCACCATACAATATA0.403

- 1 301 NM_007214 NP_009145 Q9UGP8 SEC63_HUMANLumenal (Potential). 2GGTGTTCCCACTGTCATCGTA0.637

+ 7 989ARMC2_uc011eao.1_Missense_Mutation_p.R107KNM_032131 NP_115507 Q8NEN0 ARMC2_HUMAN ARM 1. 0TGGAATACAAGGATTGTACCG0.343

- 6 830HDAC2_uc003pwc.1_Missense_Mutation_p.G153D|HDAC2_uc003pwe.1_Missense_Mutation_p.G153DNM_001527 NP_001518 Q92769 HDAC2_HUMANHistone deacetylase. 4TTCTTCAACACCATCACCATG0.348

- 8 1952 NM_002031 NP_002022 P42685 FRK_HUMAN 6TCTTATGAAGTTATTTGCATC0.343

+ 6 2899DSE_uc011ebg.1_Missense_Mutation_p.R921K|DSE_uc003pwt.2_Missense_Mutation_p.R902K|DSE_uc003pwu.2_Missense_Mutation_p.R569KNM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1TCCTATACCAGGTTGTTCCTG0.468

+ 11 1245 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3ATCTTGCCCAGGTATGTTGGTT0.302

+ 17 2273 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3CAGCTTTCAAGAGACTTCTTC0.547

- 24 2782C6orf170_uc003pyq.1_RNA|C6orf170_uc010kej.1_Missense_Mutation_p.S4L|C6orf170_uc003pyp.1_Missense_Mutation_p.S465LNM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3CAATGGATATGATGAAAACAT0.303

+ 1 251 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0AAATTTGCACCAGATAATGAA0.378

- 23 3630PTPRK_uc003qbj.2_Missense_Mutation_p.R1089Q|PTPRK_uc010kfc.2_Missense_Mutation_p.R1095Q|PTPRK_uc011ebu.1_Missense_Mutation_p.R1111QNM_002844 NP_002835 Q15262 PTPRK_HUMANSubstrate binding (By similarity).|Tyrosine-protein phosphatase 1.|Cytoplasmic (Potential).8GCAGCCAGTTCGTCCAGCACC0.383

+ 54 7787LAMA2_uc003qbo.2_Missense_Mutation_p.G2557D|uc003qbq.2_RNANM_000426 NP_000417 P24043 LAMA2_HUMANLaminin G-like 3. 10AATGAGTCCGGCATCATTCTT0.488

- 2 175 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMANHelical; (Potential). 1CATGCTCAGGGACACATAGTA0.373

+ 5 651ENPP3_uc010kfn.1_RNA|ENPP3_uc011ecc.1_Missense_Mutation_p.R68C|ENPP3_uc010kfo.1_RNA|ENPP3_uc010kfp.1_RNA|ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Missense_Mutation_p.R102CNM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|SMB 2. 4CAATAAATTTCGTTGTGGAGA0.378

+ 9 1035ENPP3_uc010kfn.1_RNA|ENPP3_uc011ecc.1_Missense_Mutation_p.D196N|ENPP3_uc010kfo.1_RNA|ENPP3_uc010kfp.1_RNA|ENPP3_uc010kfq.2_RNA|ENPP3_uc003qcv.2_Missense_Mutation_p.D230NNM_005021 NP_005012 O14638 ENPP3_HUMANExtracellular (Potential).|Phosphodiesterase. 4 TAATATGTATGATGTAAATCT0.318

+ 1 943 NM_053278 NP_444508 Q969N4 TAAR8_HUMANCytoplasmic (Potential). 1TCTATTTTATCCTTGGTTTAG0.333

- 16 2543AHI1_uc003qgf.2_RNA|AHI1_uc003qgg.2_Missense_Mutation_p.S170F|AHI1_uc003qgh.2_Missense_Mutation_p.S720F|AHI1_uc003qgj.2_Missense_Mutation_p.S720F|AHI1_uc003qgk.3_RNA|AHI1_uc003qgl.3_Missense_Mutation_p.S720FNM_001134831 NP_001128303 Q8N157 AHI1_HUMAN WD 3. 3CCGTATCATGGAATCATAGCA0.363

- 4 582BCLAF1_uc003qgw.1_Missense_Mutation_p.S110L|BCLAF1_uc003qgy.1_Missense_Mutation_p.S108L|BCLAF1_uc011edc.1_RNA|BCLAF1_uc011edd.1_RNA|BCLAF1_uc011ede.1_Missense_Mutation_p.S108LNM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1CCTGGAACGTGAACGACCTCG0.468

- 15 2153MAP7_uc011edf.1_Missense_Mutation_p.G621E|MAP7_uc011edg.1_Missense_Mutation_p.G666E|MAP7_uc010kgu.2_Missense_Mutation_p.G658E|MAP7_uc011edh.1_Missense_Mutation_p.G621E|MAP7_uc010kgv.2_Missense_Mutation_p.G658E|MAP7_uc010kgs.2_Missense_Mutation_p.G490E|MAP7_uc011edi.1_Missense_Mutation_p.G490E|MAP7_uc010kgq.1_Missense_Mutation_p.G542E|MAP7_uc003qha.1_Missense_Mutation_p.G599ENM_003980 NP_003971 Q14244 MAP7_HUMAN 0AATACCTGTTCCTCCAGTGAG0.358

- 13 2042MAP7_uc011edf.1_Missense_Mutation_p.R584K|MAP7_uc011edg.1_Missense_Mutation_p.R629K|MAP7_uc010kgu.2_Missense_Mutation_p.R621K|MAP7_uc011edh.1_Missense_Mutation_p.R584K|MAP7_uc010kgv.2_Missense_Mutation_p.R621K|MAP7_uc010kgs.2_Missense_Mutation_p.R453K|MAP7_uc011edi.1_Missense_Mutation_p.R453K|MAP7_uc010kgq.1_Missense_Mutation_p.R505K|MAP7_uc003qha.1_Missense_Mutation_p.R562KNM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0TACCTTCTTTCTCTCCAGGCG0.542

+ 22 3664 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2TTGCCATAAGGAAAGACATGT0.473

- 3 2135PLAGL1_uc003qjx.2_Missense_Mutation_p.S290F|PLAGL1_uc003qjy.2_Missense_Mutation_p.S290F|PLAGL1_uc010khl.2_Missense_Mutation_p.S290F|PLAGL1_uc010khm.2_Missense_Mutation_p.S290F|PLAGL1_uc003qjz.2_Missense_Mutation_p.S290F|PLAGL1_uc003qka.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkb.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkc.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkd.2_Missense_Mutation_p.S238F|PLAGL1_uc003qke.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkf.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkg.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkh.2_Missense_Mutation_p.S290F|PLAGL1_uc003qki.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkj.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkk.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkl.2_Missense_Mutation_p.S238F|PLAGL1_uc003qkm.2_Missense_Mutation_p.S290F|PLAGL1_uc010khn.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkn.2_Missense_Mutation_p.S238F|PLAGL1_uc003qko.2_Missense_Mutation_p.S290F|PLAGL1_uc003qkp.2_Missense_Mutation_p.S238F|PLAGL1_uc003qjw.2_Missense_Mutation_p.S238FNM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1AGAGCCAGGGGATACCGAGGG0.602

+ 69 9780 NM_007124 NP_009055 P46939 UTRO_HUMAN 5CGCCCTCATCCAGCAGTATTG0.512

- 3 1542FBXL18_uc003son.3_Missense_Mutation_p.P483HNM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 8. 3TTCCAGGAAGGGCAGGTTCTT0.657

+ 4 917C7orf26_uc003sqp.1_Missense_Mutation_p.T209I|C7orf26_uc003sqq.1_Missense_Mutation_p.T107INM_024067 NP_076972 Q96N11 CG026_HUMAN 1CTGCACCTGACCGAGAAGAAT0.587

- 27 2224COL28A1_uc011jxe.1_Missense_Mutation_p.P386S|COL28A1_uc003srd.2_Missense_Mutation_p.P258SNM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN 3TAGCCAGGGGGGCCAGGAGGG0.468

- 9 1335ETV1_uc011jxn.1_Missense_Mutation_p.P159L|ETV1_uc011jxo.1_Missense_Mutation_p.P96L|ETV1_uc011jxp.1_Missense_Mutation_p.P141L|ETV1_uc003ssw.3_Missense_Mutation_p.P199L|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Missense_Mutation_p.P181L|ETV1_uc011jxs.1_Missense_Mutation_p.P181L|ETV1_uc010ktv.2_Missense_Mutation_p.P68LNM_004956 NP_004947 P50549 ETV1_HUMAN 35CGTCGGCAAAGGAGGAAAGGA0.478

+ 2 866AHR_uc003stt.3_Splice_SiteNM_001621 NP_001612 P35869 AHR_HUMAN 3TTCTTTGATGGTAAGACAGAA0.358

+ 22 2966HDAC9_uc003sue.2_Missense_Mutation_p.N975K|HDAC9_uc003sui.2_Missense_Mutation_p.N978K|HDAC9_uc003suj.2_Missense_Mutation_p.N934K|HDAC9_uc003suk.2_Missense_Mutation_p.N223KNM_058176 NP_478056 Q9UKV0 HDAC9_HUMANHistone deacetylase. 5TTCTAGGAAATGAGGTAAAAA0.413

- 1 143 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN 1GCGACTGTTCACCAGCGCACA0.647

+ 15 2906 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStem (By similarity). 15TGTGTTTAAACCTTCCCTAGA0.408

+ 21 2628STK31_uc003swt.3_Missense_Mutation_p.S831L|STK31_uc011jze.1_Missense_Mutation_p.S854L|STK31_uc010kuq.2_Missense_Mutation_p.S831L|STK31_uc003swv.1_Missense_Mutation_p.S20LNM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9ATTCATGGATCACTTCATCAG0.353

+ 10 1552 NM_002047 NP_002038 P41250 SYG_HUMAN 1GTTGGTTTAGGGTGTGATTAA0.413

+ 12 1489 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFD. 3CATCGACCTGGATGGCTACCT0.652

+ 6 1024 NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1CCTCTCCAGTCTTCAGGGGGT0.517



+ 3 559 NM_020192 NP_064577 Q9NRH1 CG036_HUMAN 0TTCATATGTAGAATGTTGTAG0.393

- 8 1146GLI3_uc011kbg.1_Missense_Mutation_p.S293FNM_000168 NP_000159 P10071 GLI3_HUMAN 19GACGGGCGCGGAAGAGTAGGT0.537

- 3 140C7orf44_uc003til.2_RNA|C7orf44_uc003tii.2_RNA|C7orf44_uc003tij.2_RNA|C7orf44_uc010kxu.1_RNA|C7orf44_uc003tik.2_RNA|C7orf44_uc003tim.1_RNA|C7orf44_uc003tio.1_Missense_Mutation_p.G16R|C7orf44_uc003tiq.1_Missense_Mutation_p.G16R|C7orf44_uc003tip.1_Missense_Mutation_p.G16RNM_018224 NP_060694 Q9GZY4 CG044_HUMANHelical; (Potential). 1ATCCTTGCTCCCAGAGGCATT0.488

- 1 1 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0TCTGGACGGGGACGGCTGCTT0.617

- 2 981NPC1L1_uc003tlc.2_Missense_Mutation_p.P309S|NPC1L1_uc011kbw.1_Missense_Mutation_p.P309S|NPC1L1_uc003tld.2_Missense_Mutation_p.P309SNM_013389 NP_037521 Q9UHC9 NPCL1_HUMANCytoplasmic (Potential). 5TCCCTGGCGGGGGCCACACGG0.592

- 22 3604 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential).|REJ. 11CCATGGTGGGGCTGCACCTGA0.547

+ 5 580_581UPP1_uc003tok.2_Missense_Mutation_p.P18S|UPP1_uc003tol.2_Missense_Mutation_p.P18S|UPP1_uc011kcg.1_Missense_Mutation_p.P18S|UPP1_uc011kch.1_Intron|UPP1_uc003ton.2_Intron|UPP1_uc003too.2_IntronNM_181597 NP_853628 Q16831 UPP1_HUMAN 0ACAGTGATTGCCCCGTCAGACT0.416

+ 17 2749ABCA13_uc010kyr.2_Missense_Mutation_p.L411FNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TTGGATTTTTGGAGCAGGAAC0.393

+ 23 9342ABCA13_uc010kys.1_Missense_Mutation_p.S180FNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10ATTTCCCACTCCAAGGTGTGG0.448 rs139183809

- 7 990ZPBP_uc011kci.1_Missense_Mutation_p.G233E|ZPBP_uc010kyw.2_Missense_Mutation_p.G306ENM_007009 NP_008940 Q9BS86 ZPBP1_HUMAN 0GACATTCATTCCATATCCTGG0.338

+ 4 1257ZNF713_uc003tra.1_Missense_Mutation_p.H420Y|MRPS17_uc003trb.2_IntronNM_182633 NP_872439 Q8N859 ZN713_HUMAN C2H2-type 5. 2CAGGAAAATCCATACTCGGGA0.393

- 5 1641 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4AGTATGAATTCTCTTGTGGTC0.433

+ 4 1206 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 7. 0CTACATTTGTGAAGAATGTGG0.388

- 5 1008CALN1_uc003twb.3_Missense_Mutation_p.E203K|CALN1_uc003twc.3_Missense_Mutation_p.E161KNM_001017440 NP_001017440 Q9BXU9 CABP8_HUMANCytoplasmic (Potential). 1AGGCTCTCTTCCTCATTGATA0.517

+ 2 186 NM_000941 NP_000932 P16435 NCPR_HUMAN 1ATTCTGTTTTCGCTCATCGTG0.502

- 10 1977MAGI2_uc003ugy.2_Missense_Mutation_p.D575N|MAGI2_uc010ldx.1_Missense_Mutation_p.D184N|MAGI2_uc010ldy.1_Missense_Mutation_p.D184N|MAGI2_uc011kgr.1_Missense_Mutation_p.D407N|MAGI2_uc011kgs.1_Missense_Mutation_p.D412NNM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11AGCTGACCATCAGTTGGCATG0.488

- 20 15033PCLO_uc003uhv.2_Missense_Mutation_p.A4915G|PCLO_uc003uht.1_Missense_Mutation_p.A357G|PCLO_uc003uhu.1_Missense_Mutation_p.A336GNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGCAGCTATGGCAGCCCCTGC0.498

- 7 11487PCLO_uc003uhv.2_Missense_Mutation_p.S3733F|PCLO_uc010lec.2_Missense_Mutation_p.S698FNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGTTCCTGTGGAAATCTCCTC0.443

- 3 3053PCLO_uc003uhv.2_Missense_Mutation_p.T922PNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7TCTTGAGGAGTTGTAGGCTGT0.502

- 3 2447PCLO_uc003uhv.2_Missense_Mutation_p.A720TNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7GGCTGCTTGGCCTTGGCTGAA0.542

- 2 1064PCLO_uc003uhv.2_Nonsense_Mutation_p.Q259*NM_033026 NP_149015 Q9Y6V0 PCLO_HUMANGln-rich.|Pro-rich. 7GTAGGACCCTGAATTGGCTTT0.473 rs10251512

- 10 1417 NM_006080 NP_006071 Q14563 SEM3A_HUMAN Sema. 4CCTTGATAAGGCACCCATTGA0.433 rs139931613

- 29 4211ABCB1_uc011khc.1_Missense_Mutation_p.G1201SNM_000927 NP_000918 P08183 MDR1_HUMANCytoplasmic (Potential).|ABC transporter 2. 7AAATAGATGCCTTTCTGTGCC0.443

+ 9 1283RUNDC3B_uc011khd.1_Missense_Mutation_p.R274Q|RUNDC3B_uc011khe.1_Missense_Mutation_p.R274Q|RUNDC3B_uc003ujc.2_Missense_Mutation_p.R274Q|RUNDC3B_uc003ujd.2_Missense_Mutation_p.R196QNM_138290 NP_612147 Q96NL0 RUN3B_HUMAN 1GAACTCTTACGACTTCGAGAG0.368

- 2 234STEAP4_uc010lek.2_Nonsense_Mutation_p.Y43*|STEAP4_uc003ujt.2_Nonsense_Mutation_p.Y43*NM_024636 NP_078912 Q687X5 STEA4_HUMAN 0AAACAACAGAATAACCACACT0.433

- 22 3580PEX1_uc011khr.1_Missense_Mutation_p.P954S|PEX1_uc010ley.2_Missense_Mutation_p.P1105S|PEX1_uc011khs.1_Missense_Mutation_p.P840SNM_000466 NP_000457 O43933 PEX1_HUMAN 2GGAACTCCAGGCAAATCCTGA0.453

- 5 4383SAMD9L_uc003umj.1_Missense_Mutation_p.S1056F|SAMD9L_uc003umi.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfb.1_Missense_Mutation_p.S1056F|SAMD9L_uc003umk.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfc.1_Missense_Mutation_p.S1056F|SAMD9L_uc010lfd.1_Missense_Mutation_p.S1056F|SAMD9L_uc011khx.1_IntronNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4CATTAATGGGGAAAACAGAGT0.393

+ 20 1535COL1A2_uc011kib.1_IntronNM_000089 NP_000080 P08123 CO1A2_HUMAN 9GGCTCCAAAGGAGAGAGCGGT0.433

+ 3 1060 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3GCTCATCAACGACAAGGTGAG0.667

- 11 1357CYP3A4_uc003urw.1_Missense_Mutation_p.R417K|CYP3A4_uc011kiz.1_Missense_Mutation_p.R377K|CYP3A4_uc011kja.1_Missense_Mutation_p.R369K|CYP3A4_uc011kjb.1_Missense_Mutation_p.R268KNM_017460 NP_059488 P08684 CP3A4_HUMAN 4GGCCTTGTACCTTTCAGGGAG0.502

+ 12 1586ZAN_uc003uwk.2_Missense_Mutation_p.G474E|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNANM_003386 NP_003377 Q9Y493 ZAN_HUMANMAM 3.|Extracellular (Potential). 11AGTCCTGCGGGGAGTCCCCCG0.617

+ 3 4275MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|59 X approximate tandem repeats.|21.|Ser-rich.27CACCACGCCGGTAGTCAGTTC0.507

+ 3 9154MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|49.27GCTGAAGGTACCGGCATACCA0.507

+ 3 12117MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential). 27CAGAGGCTGCACTACTTCTGC0.532

+ 4 905 ZNHIT1_uc003uyf.2_RNANM_006349 NP_006340 O43257 ZNHI1_HUMAN HIT-type. 1TACTGCACTGTGCGCTGTCTG0.662

+ 17 1470CUX1_uc011kkn.1_Splice_Site_p.G445_splice|CUX1_uc003uyw.2_Splice_Site_p.G438_splice|CUX1_uc003uyv.2_Splice_Site_p.G468_splice|CUX1_uc003uyu.2_Splice_Site_p.G482_splice|CUX1_uc003uyz.2_Splice_SiteNM_001913 NP_001904 P39880 CUX1_HUMAN 8CTACCTGCTAGGACCTGCAGC0.657

- 8 1086SLC26A5_uc003vbt.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbu.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbv.1_Missense_Mutation_p.E284K|SLC26A5_uc003vbw.2_RNA|SLC26A5_uc003vbx.2_Missense_Mutation_p.E284K|SLC26A5_uc003vby.2_RNA|SLC26A5_uc010liy.2_RNANM_198999 NP_945350 P58743 S26A5_HUMANCytoplasmic (Potential). 1GGCAATTTCTCTTTAAATCTC0.448

- 42 6594RELN_uc010liz.2_Missense_Mutation_p.G2145ENM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 5. 19ACATTTGGTTCCATTGATACA0.458

- 13 1631RELN_uc010liz.2_Missense_Mutation_p.E491KNM_005045 NP_005036 P78509 RELN_HUMAN 19ATGTCATTTTCATGAGAATTT0.343

- 9 998RELN_uc010liz.2_Missense_Mutation_p.P280SNM_005045 NP_005036 P78509 RELN_HUMAN 19ATGATGCTGGGGTCTGAATAA0.323

+ 4 706IFRD1_uc011kmn.1_Missense_Mutation_p.I38S|IFRD1_uc003vgi.2_Missense_Mutation_p.I88S|IFRD1_uc003vgj.2_Missense_Mutation_p.I88S|IFRD1_uc011kmo.1_RNA|IFRD1_uc011kmp.1_Missense_Mutation_p.I38SNM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2AAGGGATTAATTGACCTAACC0.368

- 4 3051 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34TGGCCCTAGAGATTTTTCCAC0.378

- 1 810 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34TCCTCACCTTGATTTTACCTT0.294

+ 17 2472FOXP2_uc003vgu.2_RNA|FOXP2_uc003vgz.2_Missense_Mutation_p.E725K|FOXP2_uc003vha.2_Missense_Mutation_p.E608K|FOXP2_uc011kmu.1_Missense_Mutation_p.E717K|FOXP2_uc011kmv.1_Missense_Mutation_p.E699K|FOXP2_uc010ljz.1_Missense_Mutation_p.E515KNM_014491 NP_055306 O15409 FOXP2_HUMAN 8TCCAGAATTAGAAGACGACAG0.438

+ 3 1549_1550MET_uc010lkh.2_Missense_Mutation_p.454_455NL>KF|MET_uc011knc.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knd.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kne.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knf.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kng.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knh.1_Missense_Mutation_p.454_455NL>KF|MET_uc011kni.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knj.1_Missense_Mutation_p.24_25NL>KF|MET_uc010lkg.2_Missense_Mutation_p.454_455NL>KF|MET_uc011kna.1_Missense_Mutation_p.454_455NL>KF|MET_uc011knb.1_Missense_Mutation_p.454_455NL>KFNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential).|Sema. 159CCATAGCTAATCTTGGGACATC0.431

- 5 1351WNT2_uc003vja.2_Missense_Mutation_p.P255SNM_003391 NP_003382 P09544 WNT2_HUMAN 7GCGTTCTTGGGGGCCTTGCAT0.577

+ 14 2074CFTR_uc011knq.1_Missense_Mutation_p.D54NNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5CATGGGATGTGATTCTTTCGA0.383



+ 27 4465CFTR_uc011knq.1_Missense_Mutation_p.D851NNM_000492 NP_000483 P13569 CFTR_HUMANCytoplasmic (Potential). 5CAGCCCCTCCGACAGGGTGAA0.522 rs148783445

- 8 1009TSPAN12_uc010lkj.2_Missense_Mutation_p.S85FNM_012338 NP_036470 O95859 TSN12_HUMANExtracellular (Potential). 0TCTCAAAAAGGAATACATTTT0.398

- 1 638CADPS2_uc010lkp.2_Intron|CADPS2_uc010lkq.2_Intron|RNF148_uc010lkr.1_IntronNM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0TGAGACATGGGAAATACTTTA0.448

- 7 1691IQUB_uc003vko.2_Missense_Mutation_p.E372K|IQUB_uc010lkt.2_RNA|IQUB_uc003vkp.1_Missense_Mutation_p.E372KNM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4TGCTGTGTTTCCCATTCCAGT0.343

+ 3 1175FSCN3_uc011koh.1_Missense_Mutation_p.S185F|FSCN3_uc010llc.1_Missense_Mutation_p.S319FNM_020369 NP_065102 Q9NQT6 FSCN3_HUMAN 1TACTACCTATCCCAGGTGAGA0.498

+ 2 401 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3TGCTGGAAATCTTGCTCGCCG0.582

+ 21 3442FLNC_uc003voa.3_Missense_Mutation_p.G1078DNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 9. 12GGACTGGTAGGCACCCCCGCG0.652

+ 21 3834FLNC_uc003voa.3_Missense_Mutation_p.D1209NNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 10. 12CAACAACGCGGATGGCACCTA0.602

+ 38 6427FLNC_uc003voa.3_Missense_Mutation_p.G2040DNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 19. 12GGTTATGGGGGCTTGGGGCTG0.587

- 28 5101PLXNA4_uc003vqz.3_5'FlankNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TGTACCGGATCATGTTTTCTG0.572

- 22 4373 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TTGCCACGGTCGCGCATGGAG0.577 rs118107843

- 22 4337 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANCytoplasmic (Potential). 1TCAAGCGTGCGGATGAAGGAC0.602

- 2 818PLXNA4_uc003vrc.2_Missense_Mutation_p.P197S|PLXNA4_uc003vrb.2_Missense_Mutation_p.P197SNM_020911 NP_065962 Q9HCM2 PLXA4_HUMANExtracellular (Potential).|Sema. 1GAGATGGTGGGAAAATACTCG0.537

+ 4 1416CHRM2_uc003vtg.1_Missense_Mutation_p.A265T|CHRM2_uc003vtj.1_Missense_Mutation_p.A265T|CHRM2_uc003vtk.1_Missense_Mutation_p.A265T|CHRM2_uc003vtl.1_Missense_Mutation_p.A265T|CHRM2_uc003vtm.1_Missense_Mutation_p.A265T|CHRM2_uc003vti.1_Missense_Mutation_p.A265T|CHRM2_uc003vto.1_Missense_Mutation_p.A265T|CHRM2_uc003vtn.1_Missense_Mutation_p.A265T|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANCytoplasmic (By similarity). 5GAATGGCAAAGCCCCCAGGGA0.493

- 8 930DGKI_uc003vtu.2_Missense_Mutation_p.S10FNM_004717 NP_004708 O75912 DGKI_HUMAN 3AGCCCCCAGGGAGCAGGGTTC0.488

- 15 4864_4865KIAA1549_uc011kqi.1_Nonsense_Mutation_p.Q390*|KIAA1549_uc003vuk.3_Nonsense_Mutation_p.Q1556*|KIAA1549_uc011kqj.1_Nonsense_Mutation_p.Q1606*|KIAA1549_uc011kqk.1_Nonsense_Mutation_p.Q390*NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230CCGTTGACCTGGTGTTTCCGGC0.554

+ 2 349RAB19_uc011krc.1_Missense_Mutation_p.G51RNM_001008749 NP_001008749 A4D1S5 RAB19_HUMANEffector region (By similarity). 0GAACACGATTGGAGTGGACTT0.468

+ 3 518RAB19_uc011krc.1_Missense_Mutation_p.S107FNM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0ACGTTCGAGTCCATCCCTCAC0.502

- 1 570DENND2A_uc011kre.1_RNA|DENND2A_uc010lnk.2_Missense_Mutation_p.G142V|DENND2A_uc003vvw.2_Missense_Mutation_p.G142V|DENND2A_uc003vvx.2_Missense_Mutation_p.G142VNM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4TGGCTCTCGGCCTCGGCCCCA0.592

+ 1 947ADCK2_uc003vvz.2_Missense_Mutation_p.L257FNM_052853 NP_443085 Q7Z695 ADCK2_HUMANProtein kinase. 0CTTTGGATACCTTGGAAATGG0.562

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase.p.V600E(16892)|p.V600?(325)|p.V600K(176)|p.V600R(36)|p.V600M(25)|p.V600A(23)|p.V600D(21)|p.V600G(11)|p.V600_K601>E(8)|p.T599_V600insTT(3)|p.T599_R603>I(2)|p.T599_V600>IAL(2)|p.V600L(2)|p.T599_V600insT(2)|p.V600_W604del(1)|p.V600_S605>DV(1)|p.V600_S605>D(1)|p.T599_V600insV(1)|p.T599_V600insDFGLAT(1)18290TCGAGATTTCACTGTAGCTAG0.368

- 11 1461 NM_004333 NP_004324 P15056 BRAF_HUMANATP (By similarity).|Protein kinase.p.S467L(1) 18290TGTTCCAAATGATCCAGATCC0.383

+ 1 576FLJ40852_uc011krh.1_Intron|FLJ40852_uc010lnm.2_Intron|FLJ40852_uc010lnn.2_Intron|FLJ40852_uc003vwm.3_Intron|FLJ40852_uc010lno.2_IntronNM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2ACACCACCTTGGACTCCCCTT0.493

+ 32 3903 NM_004668 NP_004659 O43451 MGA_HUMANGlucoamylase.|Lumenal (Potential). 2TCGACTACATGGAGCGGCAGC0.562

- 4 617TRPV6_uc003wbw.1_5'Flank|TRPV6_uc010lou.1_Missense_Mutation_p.R5QNM_018646 NP_061116 Q9H1D0 TRPV6_HUMANANK 3.|Cytoplasmic (Potential). 2AAGCAGGGCTCGCACCAGGTT0.572 rs150734746

- 6 934TRPV5_uc003wbz.2_Missense_Mutation_p.G224RNM_019841 NP_062815 Q9NQA5 TRPV5_HUMANCytoplasmic (Potential). 6TCCCCATGTCCATCGTAGGAC0.567

+ 1 82 NM_176881 NP_795362 P59534 T2R39_HUMANExtracellular (Potential). 1TGCAGAAAGTGAATTGTCGCC0.418

+ 1 701 NM_176881 NP_795362 P59534 T2R39_HUMANCytoplasmic (Potential). 1CTGATCCTCTCTCTCAAGAGA0.512

+ 20 2461CLCN1_uc011ktc.1_Missense_Mutation_p.D404NNM_000083 NP_000074 P35523 CLCN1_HUMANCytoplasmic (By similarity). 5GGATTCCACAGATTTAGTGGA0.428

- 4 910 NM_005232 NP_005223 P21709 EPHA1_HUMANExtracellular (Potential).|Cys-rich. 5ACACATGCTTCGCCACTGCCA0.627

+ 1 575 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMANHelical; Name=5; (Potential). 2TGGTCAATTCCTTTTTCTGTT0.408

+ 1 350 NM_012369 NP_036501 Q13607 OR2F1_HUMANHelical; Name=3; (Potential). 3CCCAGTTATTTTTCTCCCTGG0.527

+ 1 777 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANExtracellular (Potential). 2TGGTTTACATGGTCCCAGACT0.507

+ 2 680ARHGEF5_uc003wek.2_Missense_Mutation_p.E188KNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2TCCCTGCGAAGAGCATCCTGC0.502

+ 2 2646ARHGEF5_uc003wek.2_Missense_Mutation_p.P843L|ARHGEF5_uc003wem.2_5'FlankNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2CCCCCACTACCCATCATAGAC0.607

+ 6 3732ARHGEF5_uc003wek.2_Missense_Mutation_p.S1205L|ARHGEF5_uc003wem.2_Missense_Mutation_p.S60LNM_005435 NP_005426 Q12774 ARHG5_HUMAN DH. 2CTTTCAACTTCACTCCGGGCC0.507

+ 7 1465 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANLaminin G-like 1.|Extracellular (Potential). 11GATAACCTTTGGAGGCATCCC0.378

+ 2 601 NM_145304 NP_660347 Q8WU49 CG033_HUMAN 1ACCGGGGGATGGAATTTATTG0.473

- 4 1709_1710ZNF786_uc011kuk.1_Missense_Mutation_p.R488C|ZNF786_uc003wfi.2_Missense_Mutation_p.R439CNM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 8. 4AGGTGCTCACGGAGCTTGCACT0.653

+ 6 1437ZNF398_uc011kul.1_Missense_Mutation_p.T217A|ZNF398_uc011kum.1_Missense_Mutation_p.T393ANM_170686 NP_733787 Q8TD17 ZN398_HUMANC2H2-type 2; degenerate. 1CCTCAGCAGCACCTCCCAGGA0.567

- 2 510 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1GGAGAGAAGGGAGACTTCTTG0.607

+ 10 1655KRBA1_uc010lpj.2_RNA|KRBA1_uc003wga.2_RNA|KRBA1_uc003wgb.2_Missense_Mutation_p.R87KNM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2GGAGACTCTAGGTCTCAGAAG0.607

+ 1 31ZNF467_uc003wgc.2_5'Flank|ZNF467_uc003wgd.2_5'Flank|SSPO_uc010lpl.1_5'FlankNM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0CTTTGGGATGGCGTGGGCCCT0.647

+ 43 6302 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0CCCACCCAGGGGCCCAGCCCT0.682

+ 4 998REPIN1_uc003whd.2_Missense_Mutation_p.P159L|REPIN1_uc010lpr.1_Missense_Mutation_p.P227L|REPIN1_uc003whc.2_Missense_Mutation_p.P170L|REPIN1_uc003whe.2_Missense_Mutation_p.P170LNM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1TGCCACCCTCCCGCCCCGGAG0.652

+ 5 1640 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7TCCTTTGACAGAAACCCTGAA0.498

+ 5 1846 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7TGTCGAAAAGGACCCATCCCG0.537



+ 3 296TMEM176B_uc003whu.3_5'Flank|TMEM176B_uc003whv.3_5'Flank|TMEM176B_uc003whw.3_5'FlankNM_018487 NP_060957 Q96HP8 T176A_HUMANHelical; (Potential). 2GTCCTAGGAGGATTTTTCTAC0.572

+ 9 1299NOS3_uc011kuy.1_Missense_Mutation_p.A129T|NOS3_uc011kuz.1_Missense_Mutation_p.A335T|NOS3_uc011kva.1_Missense_Mutation_p.A335T|NOS3_uc011kvb.1_Missense_Mutation_p.A335TNM_000603 NP_000594 P29474 NOS3_HUMANInteraction with NOSIP. 8CGCCCTCCCGGCAGTGTCCAA0.642

- 3 584 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63TACACCAACAGAGACCAGGGA0.423

+ 1 87uc011kvt.1_Intron|uc003wlt.2_IntronNM_024012 NP_076917 P47898 5HT5A_HUMANExtracellular (By similarity). 3GTGAACCTAACCTCCTTTTCC0.612

+ 2 963 NM_024012 NP_076917 P47898 5HT5A_HUMANHelical; Name=6; (By similarity). 3TGCTGGATCCCCTTCTTTCTC0.592

+ 3 216RNF32_uc010lql.1_RNA|RNF32_uc010lqm.2_Missense_Mutation_p.D12N|RNF32_uc003wmp.2_Missense_Mutation_p.D12N|RNF32_uc003wmq.2_Missense_Mutation_p.D12N|RNF32_uc003wmr.2_Missense_Mutation_p.D12N|RNF32_uc003wms.2_Missense_Mutation_p.D12N|RNF32_uc003wmu.2_RNA|RNF32_uc003wmt.2_Missense_Mutation_p.D12NNM_030936 NP_112198 Q9H0A6 RNF32_HUMAN 0ATCTAAGAAAGATAACTTGGC0.328

- 4 1019_1020ERICH1_uc011kwh.1_Missense_Mutation_p.E319K|ERICH1_uc003wpe.1_Missense_Mutation_p.E225K|ERICH1_uc003wpi.2_Missense_Mutation_p.E131KNM_207332 NP_997215 Q86X53 ERIC1_HUMAN Glu-rich. 2CCGTCCTCCTCCCCGGAGTCTG0.54

- 68 10743CSMD1_uc011kwj.1_Missense_Mutation_p.F2765L|CSMD1_uc010lrg.2_Missense_Mutation_p.F1342LNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25TGTCACCTTGAAAAGTAAATC0.333

- 17 2803CSMD1_uc011kwj.1_Nonsense_Mutation_p.Q197*|CSMD1_uc003wqe.2_5'UTRNM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential).|CUB 5. 25ACCTCTGTCTGAAATCTGCAA0.502

- 2 854 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0GCACGTGGGTGAGCAGTCCCT0.682

- 3 1246C8orf12_uc003wtu.2_Intron|C8orf12_uc003wtv.2_Intron|FAM167A_uc003wtw.2_Missense_Mutation_p.R209QNM_053279 NP_444509 Q96KS9 F167A_HUMAN 0AGAGAACCTCCGAGAGTTGAT0.597

- 7 1400SGCZ_uc010lss.2_Missense_Mutation_p.G200ENM_139167 NP_631906 Q96LD1 SGCZ_HUMANExtracellular (Potential). 3ACTCACCTCCCCTTCTGTAGA0.493

+ 6 970TUSC3_uc003wwr.2_Missense_Mutation_p.P254S|TUSC3_uc003wws.2_Missense_Mutation_p.P254S|TUSC3_uc003wwu.2_Missense_Mutation_p.P254S|TUSC3_uc003wwv.2_Missense_Mutation_p.P254S|TUSC3_uc003www.2_Missense_Mutation_p.P254S|TUSC3_uc003wwx.2_RNA|TUSC3_uc003wwy.2_Missense_Mutation_p.P254SNM_006765 NP_006756 Q13454 TUSC3_HUMAN 3TATCCGTGGACCTCCATATGC0.378

- 13 1739MTMR7_uc003wxn.2_Nonsense_Mutation_p.W279*|MTMR7_uc011kya.1_Nonsense_Mutation_p.W134*|MTMR7_uc011kyb.1_Nonsense_Mutation_p.W91*NM_004686 NP_004677 Q9Y216 MTMR7_HUMANMyotubularin phosphatase. 1ACATTCCACTCCAAAACCTGG0.448

+ 7 847XPO7_uc010lti.2_Missense_Mutation_p.P258S|XPO7_uc010ltj.1_RNA|XPO7_uc010ltk.2_Missense_Mutation_p.P250SNM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5AGTGCAGATTCCCACCAGCTG0.498

- 2 580 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3CACACGGTGCCCCACTGGCCA0.657

+ 11 1101ADAM28_uc003xdx.2_Missense_Mutation_p.E340K|ADAM28_uc011kzz.1_Missense_Mutation_p.E107K|ADAM28_uc011laa.1_RNA|ADAM28_uc010lua.2_Missense_Mutation_p.E27KNM_014265 NP_055080 Q9UKQ2 ADA28_HUMANPeptidase M12B.|Extracellular (Potential). 5AATGGCACATGAAATGGGCCA0.408

+ 6 567ADAM7_uc003xea.1_Missense_Mutation_p.E152QNM_003817 NP_003808 Q9H2U9 ADAM7_HUMANExtracellular (Potential). 5AGATGAGGGAGAACATTTGGT0.398

- 13 1348PPP2R2A_uc003xek.2_Intron|EBF2_uc010lug.1_RNANM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4TTGATTATTTCCTTGTGTTGA0.473

+ 14 2032DPYSL2_uc003xfa.2_Missense_Mutation_p.P666L|DPYSL2_uc010luk.1_RNA|DPYSL2_uc011lah.1_Missense_Mutation_p.P525LNM_001386 NP_001377 Q16555 DPYL2_HUMAN 1ATCGTGGCGCCCCCCGGTGGC0.642

- 2 186 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2AAGATGTTACCTGGATGCGGT0.423

- 3 7453 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7GTGGGATCTGGGGAATTTTTA0.413

- 3 270ZMAT4_uc003xns.2_Missense_Mutation_p.V42INM_024645 NP_078921 Q9H898 ZMAT4_HUMANMatrin-type 1. 3TACAGTCGGACTTTGCTTGCA0.473

+ 8 1833_1834 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0TGAAGGATCGCCACCTGGTGGC0.54

- 29 3545NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Missense_Mutation_p.S470F|ANK1_uc003xoi.2_Missense_Mutation_p.S1154F|ANK1_uc003xoj.2_Missense_Mutation_p.S1154F|ANK1_uc003xol.2_Missense_Mutation_p.S1154F|ANK1_uc003xom.2_Missense_Mutation_p.S1195FNM_020476 NP_065209 P16157 ANK1_HUMAN 9GTCGGTCCAGGAAGGAGGTAG0.657

+ 3 512POTEA_uc003xqa.1_Missense_Mutation_p.D157NNM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1ACATGGCACTGATCCAAATCT0.393

+ 11 1489MCM4_uc003xql.1_Missense_Mutation_p.A465V|MCM4_uc011ldi.1_Missense_Mutation_p.A452VNM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4CTTGCTTCAGCCTTGGCTCCA0.373

+ 4 407 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0AAAGATCTGTCTGCTACTGGG0.393

+ 4 5198 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12TGGCTCTTCTGAACAGGTATC0.413

+ 4 5358 RP1_uc011ldy.1_Intron NM_006269 NP_006260 P56715 RP1_HUMAN 12GACATAGAGGAAGGAGTACTG0.413

+ 3 1918 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2TCCCCATCTCCTCCAAGGCTG0.458

- 3 1742PLAG1_uc003xsr.3_Missense_Mutation_p.P431S|PLAG1_uc010lyi.2_Missense_Mutation_p.P431S|PLAG1_uc010lyj.2_Missense_Mutation_p.P349SNM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMANActivates transcription; Inhibition of nuclear import due to lack of NLS and KPNA2 interaction.|Massively activates transcription.129GGATTATAGGGAGGACCATTT0.453

- 3 571_572 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1AGAATACATCCCTTCTGTCACC0.46

+ 26 3299 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17AATGTAGCAGGAGATGAACAG0.383

+ 4 760CRISPLD1_uc011lfk.1_5'UTR|CRISPLD1_uc011lfl.1_5'UTRNM_031461 NP_113649 Q9H336 CRLD1_HUMAN 2TAGATATAGGCCCCCGACGTT0.363

+ 10 4753ZFHX4_uc003yau.1_Missense_Mutation_p.P1501S|ZFHX4_uc003yaw.1_Missense_Mutation_p.P1456SNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15GAAAGCAAGTCCTGTAGGAAG0.473

- 6 890 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMANCytoplasmic (Potential). 0CTTGTCTGAAGGCTGaaaaca0.418

+ 4 459_460WWP1_uc010mai.2_5'UTRNM_007013 NP_008944 Q9H0M0 WWP1_HUMAN C2. 2AGTAGTTCTTCTAATCCAAAAT0.332

- 10 1109CNGB3_uc010maj.2_Nonsense_Mutation_p.R217*NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANExtracellular (Potential). 3CCAGTTGTTCGAATAACTCTG0.363

+ 9 1191SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Missense_Mutation_p.L305F|SLC26A7_uc003yfa.2_Missense_Mutation_p.L305FNM_052832 NP_439897 Q8TE54 S26A7_HUMANCytoplasmic (Potential). 2GATGAACATCCTCTCTGCGGT0.438

+ 4 554POP1_uc011lgv.1_Missense_Mutation_p.P152S|POP1_uc003yik.2_Missense_Mutation_p.P152SNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CAAACGCCTTCCCAGACGGTT0.458

+ 13 1978POP1_uc011lgv.1_Nonsense_Mutation_p.W626*|POP1_uc003yik.2_Nonsense_Mutation_p.W626*NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2CAAAGGGCTGGGGCATGGCTT0.408

+ 2 600OSR2_uc010mbn.2_Missense_Mutation_p.S22F|OSR2_uc003yiq.2_Missense_Mutation_p.S22F|OSR2_uc011lgx.1_Missense_Mutation_p.S143FNM_001142462 NP_001135934 Q8N2R0 OSR2_HUMAN 1ACCAATTACTCCTTCCTGCAG0.647

- 16 1945UBR5_uc003yks.1_Missense_Mutation_p.P638SNM_015902 NP_056986 O95071 UBR5_HUMAN 28TTTGGTGCAGGGGTTGACCGT0.383

+ 3 753 NM_001100117 NP_001093587 Q9UQ26 RIMS2_HUMAN 15GAGAAAAGTCGATCTCATGGG0.453

+ 24 3741RIMS2_uc003ylp.2_Missense_Mutation_p.G1149D|RIMS2_uc003ylw.2_Missense_Mutation_p.G1156D|RIMS2_uc003ylq.2_Missense_Mutation_p.G963D|RIMS2_uc003ylr.2_Missense_Mutation_p.G988DNM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15TCTACAGATGGTAGCATGAAC0.493

+ 8 1278ZFPM2_uc011lhs.1_Missense_Mutation_p.E150K|uc003yme.1_5'FlankNM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5GACCAGAAGCGAACTTCCCCA0.498



- 6 1456ANGPT1_uc011lhv.1_Missense_Mutation_p.R130C|ANGPT1_uc003ymo.2_Missense_Mutation_p.R329C|ANGPT1_uc003ymp.3_Missense_Mutation_p.R129CNM_001146 NP_001137 Q15389 ANGP1_HUMANFibrinogen C-terminal. 7CCATCTTCACGATGTTGTATT0.338

+ 2 998 NM_003301 NP_003292 P34981 TRFR_HUMANCytoplasmic (Potential). 3CCAGAAATTCCGTGCAGCCTT0.438

+ 49 8241 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANExtracellular (Potential). 14AGTCGGCCATCTTGATGAACT0.468

- 69 10939CSMD3_uc003yns.2_Missense_Mutation_p.G2796R|CSMD3_uc003ynt.2_Missense_Mutation_p.G3554R|CSMD3_uc011lhx.1_Missense_Mutation_p.G3425RNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63TGAATAAATCCTTGAAATACA0.353

- 29 4972CSMD3_uc003yns.2_Missense_Mutation_p.P877S|CSMD3_uc003ynt.2_Missense_Mutation_p.P1565S|CSMD3_uc011lhx.1_Missense_Mutation_p.P1501SNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|CUB 9. 63TATGGATGAGGGAAGTTTGGT0.373

- 8 1529CSMD3_uc003ynt.2_Missense_Mutation_p.R417K|CSMD3_uc011lhx.1_Missense_Mutation_p.R353KNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63TTTAAATCCTCTAGATTTAAA0.289

- 6 595ENPP2_uc003yos.1_Missense_Mutation_p.S170F|ENPP2_uc010mdd.1_Missense_Mutation_p.S170FNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7GCCATCCACGGAGAAGATGAT0.373

+ 3 560DEPDC6_uc011lid.1_IntronNM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0CGGCACCTTCCCATTGGATAA0.408

+ 10 1107 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 2.|Cytoplasmic (Potential). 11GAACTGTGCTGATCCTGTGTG0.502

+ 31 4245 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMANC2 5.|Cytoplasmic (Potential). 11AATCCAGCAAGGGATTCCGCC0.488

- 13 1928FAM135B_uc003yux.2_Missense_Mutation_p.G487E|FAM135B_uc003yuz.2_RNA|FAM135B_uc003yva.2_Missense_Mutation_p.G148E|FAM135B_uc003yvb.2_Missense_Mutation_p.G148ENM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9CCTGTCTAATCCATACTTATC0.448

+ 7 942DENND3_uc010mep.2_Missense_Mutation_p.D235NNM_014957 NP_055772 A2RUS2 DEND3_HUMAN DENN. 1CTTCTCCTCGGACTGGGCTCT0.542

+ 3 837LY6K_uc011ljw.1_3'UTR|LY6K_uc011ljx.1_3'UTRNM_017527 NP_059997 Q17RY6 LY6K_HUMAN UPAR/Ly6. 1CTGGGAGCATGGGTGAGAGCT0.547

+ 3 1031_1032SPATC1_uc011lkx.1_Missense_Mutation_p.P310LNM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2CAGGCCCAGCCCAGTGCCGCCC0.396

- 8 1526ERMP1_uc011lme.1_RNA|ERMP1_uc010mhs.1_Missense_Mutation_p.S105FNM_024896 NP_079172 Q7Z2K6 ERMP1_HUMANHelical; (Potential). 1CAGACAAACGGAGACATAGAA0.368

- 20 1970PTPRD_uc003zkp.2_Missense_Mutation_p.A420V|PTPRD_uc003zkq.2_Missense_Mutation_p.A420V|PTPRD_uc003zkr.2_Missense_Mutation_p.A414V|PTPRD_uc003zks.2_Missense_Mutation_p.A410V|PTPRD_uc003zkl.2_Missense_Mutation_p.A420V|PTPRD_uc003zkm.2_Missense_Mutation_p.A407V|PTPRD_uc003zkn.2_Missense_Mutation_p.A420V|PTPRD_uc003zko.2_Missense_Mutation_p.A417VNM_002839 NP_002830 P23468 PTPRD_HUMANFibronectin type-III 2.|Extracellular (Potential). 22ATCCCTCGGGGCACTGGATGG0.507

- 6 1501BNC2_uc011lmw.1_Missense_Mutation_p.G359D|BNC2_uc003zmm.2_Missense_Mutation_p.G412D|BNC2_uc003zmq.1_Missense_Mutation_p.G468D|BNC2_uc003zmr.1_Missense_Mutation_p.G491D|BNC2_uc003zmp.1_Missense_Mutation_p.G482D|BNC2_uc010mij.1_Missense_Mutation_p.G376D|BNC2_uc011lmv.1_Missense_Mutation_p.G280D|BNC2_uc003zmo.1_Missense_Mutation_p.G376D|BNC2_uc003zmj.2_Missense_Mutation_p.G219D|BNC2_uc003zmk.2_RNA|BNC2_uc003zmi.2_Missense_Mutation_p.G219D|BNC2_uc003zmn.1_Missense_Mutation_p.G219DNM_017637 NP_060107 Q6ZN30 BNC2_HUMAN C2H2-type 1. 3TTTGAGAGTACCTTTGTCATA0.433

+ 3 403SH3GL2_uc011lmx.1_Splice_Site_p.K4_splice|SH3GL2_uc011lmy.1_Splice_SiteNM_003026 NP_003017 Q99962 SH3G2_HUMAN 1TCTCATTTCAGAAAGTGGATG0.383

- 14 1847HAUS6_uc011lmz.1_Missense_Mutation_p.P252S|HAUS6_uc003znl.1_Missense_Mutation_p.P396S|HAUS6_uc003znm.1_Missense_Mutation_p.P287SNM_017645 NP_060115 Q7Z4H7 HAUS6_HUMAN 2TTTTGAAATGGATCACTTTTT0.313

+ 18 2446DENND4C_uc011lnc.1_Missense_Mutation_p.P135S|DENND4C_uc011lnd.1_Missense_Mutation_p.P93S|DENND4C_uc003znr.2_Missense_Mutation_p.P93S|DENND4C_uc003zns.2_5'UTR|DENND4C_uc003znt.2_5'UTRNM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2AAAGCATTTTCCTGAGAGGAG0.393

- 1 5395 NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26TCATCTTCTCCTTCAGATATA0.473

+ 8 815 NM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0TTGTTCTTTAGGATCGAGAAT0.502

- 4 1773 NM_003028 NP_003019 Q15464 SHB_HUMANMediates interaction with LAT, FAK1, JAK1 and JAK3. 3CAGGGGGACGGCAGGATCCAC0.552

+ 1 526LOC442421_uc004aed.1_RNA 0CCTGGAGCCCAATCTGCTGGA0.607 rs141617852

+ 10 1799PCSK5_uc004ajy.2_Missense_Mutation_p.A421S|PCSK5_uc004aka.2_IntronNM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3GACTTCCCGTGCGGGACATTT0.398

+ 14 2426PCSK5_uc004ajy.2_Missense_Mutation_p.E630K|PCSK5_uc004aka.2_RNANM_006200 NP_006191 Q92824 PCSK5_HUMAN 3CTATGGCACAGAGGATTATGC0.478

+ 19 3029_3030PCSK5_uc004aka.2_RNA|PCSK5_uc004akb.2_Missense_Mutation_p.G105KNM_006200 NP_006191 Q92824 PCSK5_HUMANCRM (Cys-rich motif). 3TTCAGAGAATGGATACAAATCC0.426

+ 3 1168GCNT1_uc010mpg.2_Missense_Mutation_p.P276L|GCNT1_uc010mph.2_Missense_Mutation_p.P276L|GCNT1_uc004akf.3_Missense_Mutation_p.P276L|GCNT1_uc010mpi.2_Missense_Mutation_p.P276L|GCNT1_uc004akh.3_Missense_Mutation_p.P276LNM_001490 NP_001481 Q02742 GCNT1_HUMANLumenal (Potential).|Catalytic (By similarity). 0AAAATGCTTCCTCCACTCGAA0.453

- 8 4085 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0CTTTGTCCATCGCCATGACCT0.542

- 5 692PRUNE2_uc004akn.2_Missense_Mutation_p.E190KNM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0GAAAGAATTTCCTCCTGCTTC0.433

+ 8 870VPS13A_uc004akp.3_Missense_Mutation_p.R204C|VPS13A_uc004akq.3_Missense_Mutation_p.R204C|VPS13A_uc004aks.2_Missense_Mutation_p.R204CNM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10GAAACTGGTTCGTAAGGTAAA0.323

- 6 692FRMD3_uc004amr.1_Missense_Mutation_p.D150NNM_174938 NP_777598 A2A2Y4 FRMD3_HUMAN FERM. 2TCATCAGGATCGTAATCACCA0.388

- 4 1403KIF27_uc010mpw.2_Missense_Mutation_p.T420I|KIF27_uc010mpx.2_Missense_Mutation_p.T420INM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5AACCAGGAAGGTAAAGGCTTC0.448 rs138516740

+ 15 2221PHF2_uc011lug.1_Missense_Mutation_p.P575S|PHF2_uc004auc.2_Missense_Mutation_p.P111SNM_005392 NP_005383 O75151 PHF2_HUMAN 1CGACGAGTTTCCCATCAGGAG0.597

- 1 79HSD17B3_uc010msc.1_Missense_Mutation_p.L11FNM_000197 NP_000188 P37058 DHB3_HUMAN 0AGCCCTGTGAGGATGAAGAAC0.547

- 2 252_253CTSL2_uc010msi.2_Missense_Mutation_p.P19L|CTSL2_uc004awu.2_5'UTR|CTSL2_uc010msj.1_5'UTR|CTSL2_uc010msk.2_5'UTRNM_001333 NP_001324 O60911 CATL2_HUMAN 0GTCAAATTTTGGAACAGCGGAG0.431

+ 1 1060 NM_004473 NP_004464 O00358 FOXE1_HUMAN Fork-head. 0CCCCAACGCGGAGGACATGTT0.647

- 4 617_618TRIM14_uc004ayf.1_Missense_Mutation_p.P107L|TRIM14_uc011luz.1_5'Flank|TRIM14_uc011lva.1_5'Flank|TRIM14_uc004ayg.1_Missense_Mutation_p.P200L|TRIM14_uc004ayh.1_Missense_Mutation_p.P200L|TRIM14_uc004ayi.1_Missense_Mutation_p.P200L|TRIM14_uc004ayj.1_Missense_Mutation_p.P107LNM_033220 NP_150089 Q14142 TRI14_HUMAN 1AGAGGGGCACGGGATGGCACAG0.594

+ 7 1282LPPR1_uc011lvi.1_Missense_Mutation_p.R271C|LPPR1_uc004bbc.2_Missense_Mutation_p.R295C|LPPR1_uc010mtc.2_Missense_Mutation_p.R279CNM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0TGAGGATCCCCGTGGAGTACC0.488

- 2 1691GRIN3A_uc004bbq.1_Missense_Mutation_p.E364KNM_133445 NP_597702 Q8TCU5 NMD3A_HUMANExtracellular (Potential). 7GTCCTCAGTTCCTCCACATTC0.512

+ 4 324 NM_001340 NP_001331 Q14093 CYLC2_HUMAN31 X 3 AA repeats of K-K-X. 1ATGAGAATTTCTGAGAGACCA0.393

+ 1 578 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMANExtracellular (Potential). 3GTGGACACCTCCCTGGTGCAG0.438

- 1 842 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMANHelical; Name=7; (Potential). 0 ATAGAACATGGATATAATTTT0.393

- 2 167TXNDC8_uc011lwl.1_Missense_Mutation_p.P40SNM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0TGGAAAACAGGAAACATCCTT0.353

+ 12 1267ZNF618_uc004bic.2_Splice_Site_p.E297_splice|ZNF618_uc011lxi.1_Splice_Site_p.E357_splice|ZNF618_uc011lxj.1_Splice_Site_p.E358_splice|ZNF618_uc010mvb.2_Splice_SiteNM_133374 NP_588615 Q5T7W0 ZN618_HUMAN 0AACTCCAGCGGTGAGTGTGCC0.612

- 13 3005AKNA_uc004bin.3_Missense_Mutation_p.P204L|AKNA_uc004bio.3_Missense_Mutation_p.P417L|AKNA_uc004bip.3_Missense_Mutation_p.P876L|AKNA_uc004bir.3_Missense_Mutation_p.P957L|AKNA_uc004bis.3_Missense_Mutation_p.P957L|AKNA_uc010mve.2_Missense_Mutation_p.P838L|AKNA_uc004bit.1_5'FlankNM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6TGCAGCAAAGGGCTGGGCTAA0.622

- 15 4867 TNC_uc010mvf.2_IntronNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 10. 7AATAAAATCAGTACTAGGGGG0.458



- 9 1807ASTN2_uc004bjr.1_Missense_Mutation_p.G569D|ASTN2_uc004bjt.1_Missense_Mutation_p.G518DNM_198187 NP_937830 O75129 ASTN2_HUMANExtracellular (Potential). 9CAGATCATAGCCCCTCTCAAG0.493

- 8 1654TRAF1_uc011lyg.1_Missense_Mutation_p.A239V|TRAF1_uc010mvl.1_Missense_Mutation_p.A361VNM_005658 NP_005649 Q13077 TRAF1_HUMAN MATH. 3AGGCCGGAAGGCGTCAATGGC0.602

- 5 1118TRAF1_uc011lyg.1_Missense_Mutation_p.M60I|TRAF1_uc010mvl.1_Missense_Mutation_p.M182INM_005658 NP_005649 Q13077 TRAF1_HUMAN 3GCTTCTCCTTCATGAAGTGCT0.627

- 1 510_511 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANExtracellular (Potential). 3TGAGCAATTTCCCCAGTCACAC0.5

+ 15 2109RABGAP1_uc004bnl.3_RNA|RABGAP1_uc011lzj.1_5'UTRNM_012197 NP_036329 Q9Y3P9 RBGP1_HUMANRab-GAP TBC. 5TGCTGTGCTCCTTCTCCATGT0.413

+ 52 6966SPTAN1_uc004bvm.3_Missense_Mutation_p.H2290Y|SPTAN1_uc004bvn.3_Missense_Mutation_p.H2265Y|SPTAN1_uc004bvo.3_Missense_Mutation_p.H52Y|SPTAN1_uc004bvp.3_Missense_Mutation_p.H28YNM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 23. 10GTACACGGAGCACAGCACCGT0.632

+ 2 643 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANLaminin N-terminal. 3CTGCGCCCCGGCGAGGACGAG0.706

+ 2 870 NM_032536 NP_115925 Q96CW9 NTNG2_HUMAN 0AGATGAGGGCCCCACCTGGGA0.617

- 10 2516SETX_uc004cbj.2_Missense_Mutation_p.R397Q|SETX_uc010mzt.2_Missense_Mutation_p.R397QNM_015046 NP_055861 Q7Z333 SETX_HUMAN 3CTTAGTTTTTCGTTTTGAGGT0.348

+ 28 4493_4494ADAMTS13_uc004cdp.3_Intron|ADAMTS13_uc004cdt.1_Missense_Mutation_p.T1294I|ADAMTS13_uc004cdu.1_Missense_Mutation_p.T1263I|ADAMTS13_uc004cdw.3_Missense_Mutation_p.T1294I|ADAMTS13_uc004cdx.3_Missense_Mutation_p.T1263I|ADAMTS13_uc004cdz.3_Missense_Mutation_p.T1020I|ADAMTS13_uc004cea.1_3'UTR|ADAMTS13_uc004ceb.3_Missense_Mutation_p.T146I|C9orf7_uc011mdg.1_5'Flank|C9orf7_uc004cec.2_5'Flank|C9orf7_uc011mdh.1_5'Flank|C9orf7_uc011mdi.1_5'Flank|C9orf7_uc010nan.2_5'FlankNM_139025 NP_620594 Q76LX8 ATS13_HUMAN CUB 2. 6GGCGCTGGGACCGAGGGAGCCA0.624

+ 9 1443 NM_000787 NP_000778 P09172 DOPO_HUMAN 4GGCCACAGTGGTAAGTCACCC0.587 rs75075472

- 15 4295CAMSAP1_uc004cgq.3_Missense_Mutation_p.P1322L|CAMSAP1_uc010nbg.2_Missense_Mutation_p.P1154LNM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3GCTCAGTATGGGCAGGGCTTC0.627

- 3 443SEC16A_uc004chv.3_5'Flank|SEC16A_uc004chw.2_Missense_Mutation_p.T45I|SEC16A_uc010nbn.2_Missense_Mutation_p.T45I|SEC16A_uc010nbo.1_Missense_Mutation_p.T45INM_014866 NP_055681 O15027 SC16A_HUMAN 0CAACGGGCAAGTTGTCGGAGC0.567

- 12 2225ANAPC2_uc004clq.1_Missense_Mutation_p.E574KNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GGCCGCTCCTCCTCAATGACA0.662

- 6 1308ANAPC2_uc004clq.1_Missense_Mutation_p.P268LNM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1GACCATGGAAGGGTCCAGCAC0.622

- 8 1332C9orf167_uc011mew.1_Intron|ENTPD8_uc004cmx.2_IntronNM_001033113 NP_001028285 Q5MY95 ENTP8_HUMANExtracellular (Potential). 1TTTCCAGGGCCTCTGGCAAAA0.632

+ 2 782SHOX_uc004cpi.2_Missense_Mutation_p.D31NNM_000451 NP_000442 O15266 SHOX_HUMAN 0AGGTAAGAAGGATTCCATTAC0.617

+ 3 380ASMT_uc010ncy.2_Missense_Mutation_p.G79R|ASMT_uc004cqe.2_Missense_Mutation_p.G79RNM_004043 NP_004034 P46597 HIOM_HUMAN 1GGAGACGAGGGGAGGAAAAGG0.493

+ 6 593ASMT_uc010ncy.2_Missense_Mutation_p.E150K|ASMT_uc004cqe.2_Missense_Mutation_p.E150KNM_004043 NP_004034 P46597 HIOM_HUMAN 1TGCCAGGTCCGAGGGCGAGCG0.567 rs147969184

- 5 557ARSD_uc004cqz.1_Intron|ARSD_uc004cra.1_Missense_Mutation_p.H161YNM_001669 NP_001660 P51689 ARSD_HUMAN 0TGGTGGCAGTGATCCCCGCGG0.557

- 5 3806 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8TTCTCCATTTCCAACTGTTTG0.463

- 2 743NLGN4X_uc004crp.2_Missense_Mutation_p.P81L|NLGN4X_uc004crq.2_Missense_Mutation_p.P81L|NLGN4X_uc010ndi.2_Missense_Mutation_p.P81L|NLGN4X_uc004crr.2_Missense_Mutation_p.P81L|NLGN4X_uc010ndj.2_Missense_Mutation_p.P81LNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4TCCAGTGGGGGGTGAGGCATA0.567

+ 3 754 NM_013452 NP_038480 Q9H320 VCX1_HUMAN10 X 10 AA tandem repeats of L-S-Q-E-S- [EQ]-V-E-E-P.|8.|Glu-rich.0TCAGGAGAGCGAGATGGAAGA0.577

+ 4 1637 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8GGCCAGAGCCCACGCCATCAC0.682

+ 2 1482TLR8_uc004cvd.2_Missense_Mutation_p.R490CNM_138636 NP_619542 Q9NR97 TLR8_HUMANExtracellular (Potential). 7TCATTTCACCCGTCCTTTAAT0.388

+ 2 2823TLR8_uc004cvd.2_Missense_Mutation_p.E937KNM_138636 NP_619542 Q9NR97 TLR8_HUMANCytoplasmic (Potential).|TIR. 7TTGTCTAGAGGAGAGGGATTG0.438

+ 5 737EGFL6_uc004cvj.2_Missense_Mutation_p.A166V|EGFL6_uc011mik.1_Missense_Mutation_p.A67VNM_015507 NP_056322 Q8IUX8 EGFL6_HUMAN EGF-like 3. 2CTCCGCCTGGCCCCAAATGGA0.493

+ 9 1212PHEX_uc011mjr.1_Missense_Mutation_p.E337K|PHEX_uc011mjs.1_Missense_Mutation_p.E240KNM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3CAGCCCCTCCGAGAATGTGGT0.458

+ 17 1921PHEX_uc011mjr.1_Missense_Mutation_p.A573V|PHEX_uc011mjs.1_Missense_Mutation_p.A476VNM_000444 NP_000435 P78562 PHEX_HUMANExtracellular (Potential). 3AGTTATGGTGCTATAGGAGTA0.323

+ 3 201POLA1_uc004dbm.2_Missense_Mutation_p.E66K|POLA1_uc004dbn.2_5'UTRNM_016937 NP_058633 P09884 DPOLA_HUMAN 3TGTTTATGAAGAAGTTGATGA0.443

- 3 710 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1GCTCTCAGAGGGAAAATCTGT0.428

- 1 1742 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5GGGAGGCTCCGAGAATTGATG0.522

+ 7 1011 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1AACGGGCATGGACAGATGTAT0.333

- 4 550SRPX_uc004ddz.1_Missense_Mutation_p.G135E|SRPX_uc011mkh.1_Intron|SRPX_uc011mki.1_Missense_Mutation_p.G155ENM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 2. 0GGTCCGCTCCCCTTTCAACGT0.527

- 19 2489RPGR_uc004dea.2_RNA|RPGR_uc004dec.2_RNANM_000328 NP_000319 Q92834 RPGR_HUMAN 1GTCTCCTATGGATTTTATCTC0.368

+ 3 1187CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Nonsense_Mutation_p.W301*|GPR34_uc010nhg.2_Nonsense_Mutation_p.W301*|GPR34_uc004dfr.3_Nonsense_Mutation_p.W301*NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANExtracellular (Potential). 1CTTGCTACTGGAAAGAAATTG0.343

- 13 988GRIPAP1_uc004dlz.2_Missense_Mutation_p.S208F|GRIPAP1_uc004dma.2_Missense_Mutation_p.S265FNM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3ACTCTGGATGGATACCTGGCC0.512

- 5 1115TFE3_uc004dmc.3_Missense_Mutation_p.P188S|TFE3_uc004dme.1_RNANM_006521 NP_006512 P19532 TFE3_HUMAN 197ACCGTGCTGGGGAGCTGCAGT0.507

+ 10 1936CCDC120_uc011mmq.1_Missense_Mutation_p.R465C|CCDC120_uc004dmf.2_Missense_Mutation_p.R477C|CCDC120_uc010nil.2_Missense_Mutation_p.R477C|CCDC120_uc011mmr.1_Missense_Mutation_p.R477C|CCDC120_uc011mms.1_Missense_Mutation_p.R465CNM_033626 NP_296375 Q96HB5 CC120_HUMAN Pro-rich. 1ACCCCTCTCCCGCCGGGATGG0.697

- 4 491 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2TCCACGGGGACCGCCTCATAA0.582

- 9 1380PRICKLE3_uc011mmv.1_Missense_Mutation_p.E384K|PRICKLE3_uc011mmw.1_Missense_Mutation_p.E371K|PRICKLE3_uc011mmx.1_Missense_Mutation_p.E414KNM_006150 NP_006141 O43900 PRIC3_HUMAN 1CCGGGGGACTCTGGGGGCGGC0.682

- 24 3302 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2AAGCCGAGCTAAGTGCTGCAT0.502

- 2 224PHF8_uc004dst.2_Missense_Mutation_p.D15N|PHF8_uc004dsw.2_Missense_Mutation_p.D15N|PHF8_uc004dsy.2_Missense_Mutation_p.D15NNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN PHD-type. 3CGGGTCACATCGTAAGGCAGC0.637

+ 1 222 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMANHelical; (Potential). 3AGGCTTAGTAGGCCGAGCAGC0.562

- 7 867MTMR8_uc011mou.1_Missense_Mutation_p.R267C|MTMR8_uc004dvt.1_Missense_Mutation_p.R267CNM_017677 NP_060147 Q96EF0 MTMR8_HUMANMyotubularin phosphatase. 4AATCTGAAGCGAATGTTGGCA0.488

- 12 1816LAS1L_uc004dwc.1_Missense_Mutation_p.E565K|LAS1L_uc004dwd.1_Missense_Mutation_p.E523K|LAS1L_uc004dvy.1_Missense_Mutation_p.E95K|LAS1L_uc004dvz.1_Missense_Mutation_p.E95KNM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 ttttcttcctcctcctcTACC 0.338

+ 2 259 MSN_uc010nkp.1_RNA NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10GTTTGCCATCCAGCCCAACAC0.517



+ 17 2908HEPH_uc004dwn.2_Missense_Mutation_p.D950N|HEPH_uc004dwo.2_Missense_Mutation_p.D680N|HEPH_uc010nkr.2_Missense_Mutation_p.D758N|HEPH_uc011mpa.1_Missense_Mutation_p.D950N|HEPH_uc010nks.2_Missense_Mutation_p.D239NNM_138737 NP_620074 Q9BQS7 HEPH_HUMANExtracellular (Potential).|Plastocyanin-like 6. 9TGGGTCCCAGGATCCAGGCAG0.413

+ 3 2950AR_uc011mpd.1_Missense_Mutation_p.C612F|AR_uc011mpe.1_RNA|AR_uc011mpf.1_Missense_Mutation_p.C612F|AR_uc004dwv.1_Missense_Mutation_p.C80FNM_000044 NP_000035 P10275 ANDR_HUMANNR C4-type.|Interaction with HIPK3 (By similarity).|Nuclear receptor.8AGGAAAAATTGTCCATCTTGT0.333

+ 1 846_847 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN OTU. 2CACTACAACTCCGTGACACCGC0.678

+ 3 333 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1TGGACCCTATGGAAGTATTTC0.552

- 1 748 NM_002565 NP_002556 P51582 P2RY4_HUMANExtracellular (Potential). 1TCTTCAGGCCGAGTGGTGTCA0.572

+ 13 2066MED12_uc011mpq.1_Missense_Mutation_p.D623N|MED12_uc004dyz.2_Missense_Mutation_p.D623N|MED12_uc004dza.2_Missense_Mutation_p.D470NNM_005120 NP_005111 Q93074 MED12_HUMAN 4CTCCCGAGGGGACCTTGCCTT0.537

+ 1 193BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.G48RNM_138923 NP_620278 P21675 TAF1_HUMANProtein kinase 1. 17CAACATCAATGGAGCCGGGCA0.617

+ 6 978BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Missense_Mutation_p.D330ENM_138923 NP_620278 P21675 TAF1_HUMANProtein kinase 1. 17TCTCTGATGATGAAGTAGGCA0.423 rs139324935

+ 8 1070BCYRN1_uc011mpt.1_IntronNM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3GATGTTCCCGACGACAACAGT0.493

- 1 1205NHSL2_uc011mqa.1_Intron|RGAG4_uc004eaj.1_RNA|NHSL2_uc004eak.1_5'FlankNM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3CGGAAGAATTCCGACAGGCCT0.498

- 22 2756PHKA1_uc004eay.3_Missense_Mutation_p.E819K|PHKA1_uc011mqi.1_Missense_Mutation_p.E760KNM_002637 NP_002628 P46020 KPB1_HUMANCalmodulin-binding (Potential). 4TGACGAATTTCTCCCACTTTG0.413

- 21 2538PHKA1_uc004eay.3_Missense_Mutation_p.S746F|PHKA1_uc011mqi.1_Missense_Mutation_p.S687FNM_002637 NP_002628 P46020 KPB1_HUMAN 4TACACGAACAGAGGGAACCTT0.388

- 21 2534PHKA1_uc004eay.3_Missense_Mutation_p.P745S|PHKA1_uc011mqi.1_Missense_Mutation_p.P686SNM_002637 NP_002628 P46020 KPB1_HUMAN 4CGAACAGAGGGAACCTTTAGT0.388

+ 1 331 NM_203303 NP_976048 Q8WW36 ZCH13_HUMAN 0GATCCTAAACGAGAGAGACGC0.502 rs142122114

- 9 1788ATRX_uc004ecq.3_Missense_Mutation_p.S481F|ATRX_uc004eco.3_Missense_Mutation_p.S304F|ATRX_uc004ecr.2_Missense_Mutation_p.S480F|ATRX_uc010nlx.1_Missense_Mutation_p.S519F|ATRX_uc010nly.1_Missense_Mutation_p.S464FNM_000489 NP_000480 P46100 ATRX_HUMAN 30GGAAGGAACAGACACAATATC0.398

+ 5 1611ATP7A_uc004ecw.2_Missense_Mutation_p.G484ENM_000052 NP_000043 Q04656 ATP7A_HUMANCytoplasmic (Potential). 0AAGGAGGAAGGAAAGAATTCA0.418

+ 5 380FAM46D_uc004edm.1_Missense_Mutation_p.T16PNM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2TCAAGTTATAACACTGGATCA0.358

- 18 1821RPS6KA6_uc011mqt.1_Missense_Mutation_p.P582S|RPS6KA6_uc011mqu.1_Missense_Mutation_p.P479SNM_014496 NP_055311 Q9UK32 KS6A6_HUMANProtein kinase 2. 8GTGTAGCATGGAGTTAAGAGA0.363

- 7 806TSPAN6_uc010nna.1_Missense_Mutation_p.R141CNM_003270 NP_003261 O43657 TSN6_HUMANCytoplasmic (Potential). 1GTTATGGCACGAGAGAGGCAG0.388 rs149522304

+ 5 733DRP2_uc011mrh.1_Missense_Mutation_p.D44NNM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 1. 2CAGCCAAAAGGATGAGGAGTT0.537

- 19 2476NXF2B_uc004eiz.3_Missense_Mutation_p.P114S|NXF2B_uc004eja.3_Missense_Mutation_p.P202S|NXF2_uc004eiy.3_Missense_Mutation_p.P202SNM_001099686 NP_001093156 Q9GZY0 NXF2_HUMAN RRM. 1ACAGAGTAGGGCGCAGTAGAA0.483

+ 5 3170GPRASP1_uc004eji.3_Missense_Mutation_p.R790K|GPRASP1_uc010nod.2_Missense_Mutation_p.R790KNM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2GAAGAGGACAGACTAGAGCCA0.512

+ 4 3118GPRASP2_uc004ejl.2_Missense_Mutation_p.S595F|GPRASP2_uc004ejm.2_Missense_Mutation_p.S595F|GPRASP2_uc011mrp.1_5'FlankNM_138437 NP_612446 Q96D09 GASP2_HUMAN 1AAAATTGGTTCTGAAGAGTTT0.418

+ 1 745 NM_001031834 NP_001027004 P0C0E4 RB40L_HUMAN 2GGCCTGAATGCCAGGATGATG0.577

- 2 356 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1AGGGGCGGCTCCTCCTGCTGT0.716

- 2 218_219 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1CGCTTCTGTTCCGTACTCAGGT0.594 rs76590545

- 16 2786MORC4_uc004emp.3_Intron|MORC4_uc004emv.3_Missense_Mutation_p.R848K|MORC4_uc004emw.3_Missense_Mutation_p.R596KNM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1CTCTTTGGTTCTTTCCAGCTC0.488

+ 4 634VSIG1_uc011msk.1_Missense_Mutation_p.S194FNM_182607 NP_872413 Q86XK7 VSIG1_HUMANExtracellular (Potential).|Ig-like C2-type 2. 2CACACTATTTCCCTTTCCTGT0.438

+ 7 1165VSIG1_uc011msk.1_Missense_Mutation_p.G371ENM_182607 NP_872413 Q86XK7 VSIG1_HUMANCytoplasmic (Potential). 2 cctgccccagGATCAGAGCCT0.378

- 35 3519COL4A6_uc004env.3_Missense_Mutation_p.G1138E|COL4A6_uc011msn.1_Missense_Mutation_p.G1138E|COL4A6_uc010npk.2_Missense_Mutation_p.G1138ENM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8TCCTGGTTCTCCTCTCATGCC0.493

- 23 1976COL4A6_uc004env.3_Missense_Mutation_p.G624R|COL4A6_uc011msn.1_Missense_Mutation_p.G624R|COL4A6_uc010npk.2_Missense_Mutation_p.G624RNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CCAGGAAGTCCTGGTAACCCA0.547

- 22 1791COL4A6_uc004env.3_Missense_Mutation_p.S562F|COL4A6_uc011msn.1_Missense_Mutation_p.S562F|COL4A6_uc010npk.2_Missense_Mutation_p.S562FNM_001847 NP_001838 Q14031 CO4A6_HUMANTriple-helical region. 8CTGGGAGCCAGAATCACCCCG0.547

+ 7 588COL4A5_uc011mso.1_Missense_Mutation_p.G129ENM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4TCCTTCTAGGGAGAACGTGGA0.363

+ 33 3029COL4A5_uc011mso.1_Nonsense_Mutation_p.K943*|COL4A5_uc004eob.1_Nonsense_Mutation_p.K551*NM_033380 NP_203699 P29400 CO4A5_HUMANTriple-helical region. 4AAAAGGTAGTAAAGGAGAGCC0.478

- 4 1315GUCY2F_uc011msq.1_RNANM_001522 NP_001513 P51841 GUC2F_HUMANExtracellular (Potential). 8CCAAACAACGGTGAAACCTAT0.408

- 4 1167_1168DCX_uc011msv.1_Missense_Mutation_p.A332V|DCX_uc004epe.2_Missense_Mutation_p.A251V|DCX_uc004epf.2_Missense_Mutation_p.A251V|DCX_uc004epg.2_Missense_Mutation_p.A251VNM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4CAGGACCACAGGCAATAAACAC0.401

+ 14 1926 NM_007231 NP_009162 Q9UN76 S6A14_HUMANCytoplasmic (Potential). 3TAACTGGGGTCCATACCTGGA0.403

- 2 213KLHL13_uc004eqk.2_5'UTR|KLHL13_uc011mtn.1_5'UTR|KLHL13_uc011mto.1_Missense_Mutation_p.E45K|KLHL13_uc011mtp.1_Missense_Mutation_p.E53K|KLHL13_uc004eqm.2_5'UTR|KLHL13_uc011mtq.1_Missense_Mutation_p.E35KNM_033495 NP_277030 Q9P2N7 KLH13_HUMAN 2AGGCCCATTTCGCTGCCTCCA0.433

+ 18 2910WDR44_uc004eqo.2_Missense_Mutation_p.R821C|WDR44_uc011mtr.1_Missense_Mutation_p.R740C|WDR44_uc010nqi.2_Missense_Mutation_p.R539CNM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5CAGGAGAGATCGTAATGACTT0.353

+ 2 270 NM_144658 NP_653259 Q5JSL3 DOC11_HUMANInteraction with activated CDC42 (By similarity). 3TGTTCCCAATGGAAGATATAT0.398

+ 28 3140DOCK11_uc004eqq.2_Missense_Mutation_p.S792NNM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3GTGAACTATAGTTTGGCTAGC0.408

+ 4 1181LONRF3_uc004eqx.2_Missense_Mutation_p.G343R|LONRF3_uc004eqy.2_RNA|LONRF3_uc004eqz.2_Missense_Mutation_p.G128RNM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN 2TAAAGTGAAGGGGGATGGTCA0.532

- 3 446UPF3B_uc004esa.1_Missense_Mutation_p.K123NNM_080632 NP_542199 Q9BZI7 REN3B_HUMANSufficient for association with EJC core.|Necessary for interaction with UPF2.3AGGACTCACCTTTATTGTCAA0.358

+ 4 398AKAP14_uc004esd.2_Missense_Mutation_p.S87L|AKAP14_uc004esf.2_Missense_Mutation_p.S87LNM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0GAATATTTTTCGGTAAGTTAG0.413

- 12 2297ODZ1_uc011muj.1_Missense_Mutation_p.P744S|ODZ1_uc010nqy.2_Missense_Mutation_p.P745SNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANEGF-like 7.|Extracellular (Potential). 23TCCCATCCAGGGCTACACTCA0.458

- 1 846 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5CACAACTTCTCTTTGATGTTA0.537

+ 15 1759OCRL_uc004eur.2_Missense_Mutation_p.H532YNM_000276 NP_000267 Q01968 OCRL_HUMAN 4CGCCCTCTTCCATATTGGGGT0.378



- 4 719ZDHHC9_uc004euw.2_Missense_Mutation_p.P117L|ZDHHC9_uc004eux.1_Missense_Mutation_p.P117L|ZDHHC9_uc004euy.1_Missense_Mutation_p.P44LNM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMANCytoplasmic (Potential). 1CTGGCCCTGGGGCACCGCACC0.468

- 8 1484ELF4_uc004eve.3_Missense_Mutation_p.G367RNM_001421 NP_001412 Q99607 ELF4_HUMAN 1AGCGACGGTCCCAATTCCAGA0.587

+ 5 1051ARHGAP36_uc004ewa.2_Missense_Mutation_p.P224S|ARHGAP36_uc004ewb.2_Missense_Mutation_p.P205S|ARHGAP36_uc004ewc.2_Missense_Mutation_p.P100SNM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN Rho-GAP. 3GAAACAAATCCCCCAGGTTGT0.458

- 16 3407IGSF1_uc004ewe.3_Missense_Mutation_p.E1051K|IGSF1_uc004ewf.2_Missense_Mutation_p.E1037KNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 10. 5ACTAGGAGTTCCAGGGTGTTG0.498

- 1 107MBNL3_uc004eww.2_Intron|MBNL3_uc010nrl.1_RNA|MBNL3_uc004ewu.3_Missense_Mutation_p.R10CNM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN 0TTGGTATCACGAATCAGGGCA0.398

- 6 2148USP26_uc011mvf.1_Missense_Mutation_p.P560SNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8TCACTCAAGGGAAGAGGTGGT0.378

- 4 611MMGT1_uc011mvw.1_Missense_Mutation_p.S169LNM_173470 NP_775741 Q8N4V1 MMGT1_HUMANCytoplasmic (Potential). 0TGCTGTATCCGAAGGCCGGAA0.358 rs150859420

+ 6 6097GPR112_uc010nsb.1_Missense_Mutation_p.A1731T|GPR112_uc010nsc.1_Missense_Mutation_p.A1703TNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12AGATGTCATGGCAATGTCATC0.423

+ 4 914MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTCCTCCACTTTATTGAGTAT0.502

+ 4 1517MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TCTCCAGATTCCTATGACCTC0.478

+ 5 398HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|MAGEA11_uc004fdr.2_Missense_Mutation_p.P70LNM_005366 NP_005357 P43364 MAGAB_HUMAN 2CAGATATTTCCCACAGTTCGG0.532

+ 5 1328_1329HSFX2_uc004fdl.2_Intron|HSFX1_uc004fdm.2_Intron|MAGEA11_uc004fdr.2_Missense_Mutation_p.R380KNM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2GCCAATGGGAGGGATCCCACTT0.545

+ 2 988uc004fes.1_5'Flank|GPR50_uc011myc.1_Silent_p.T234TNM_004224 NP_004215 Q13585 MTR1L_HUMANHelical; Name=7; (Potential). 4CATAGCCTACTTCAACAGCTG0.502

- 5 994MAGEA10_uc004ffl.2_Missense_Mutation_p.P196SNM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0TGGCCAGTGGGATCCACTTCC0.493

+ 9 1488_1489 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3CGAAGCCCATGGCCATGGTGTT0.55

+ 3 567MAGEA6_uc004ffr.1_Nonsense_Mutation_p.R125*|MAGEA2_uc010nto.2_IntronNM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0CCTCAAGTATCGAGCCAGGGA0.527

- 3 1057MAGEA12_uc004fgb.2_Intron|MAGEA12_uc004fgc.2_Missense_Mutation_p.E235KNM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1ACACTGTCCTCCCTCCCATCA0.562

- 5 531CETN2_uc004fgr.2_Missense_Mutation_p.F91LNM_004344 NP_004335 P41208 CETN2_HUMAN EF-hand 4. 0ATGCGCAGGAACTCTTGCTCA0.393

- 21 5897 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2CACACCCAGGGACTCGATGCC0.647

- 9 1978 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2AGAACAGCAGGGACACCTGAT0.607

- 9 1510FLNA_uc010nuu.1_Nonsense_Mutation_p.Q421*NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6ATGGGGTCCTGGATCACAACC0.682

+ 6 1686 NM_017514 NP_059984 P51805 PLXA3_HUMANExtracellular (Potential). 3GGGCTCCGGGGACCCGCACTG0.711

+ 10 2196 NM_017514 NP_059984 P51805 PLXA3_HUMANExtracellular (Potential). 3CTTCCAGGAGGGCAGGGTCCA0.667

+ 21 3855 NM_017514 NP_059984 P51805 PLXA3_HUMANHelical; (Potential). 3GGCGGCGGGGGGTGGGCTCCT0.677

- 10 1724RERE_uc001apf.2_Frame_Shift_Del_p.P305fs|RERE_uc010nzx.1_Frame_Shift_Del_p.P37fs|RERE_uc001aph.1_Frame_Shift_Del_p.P305fsNM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. NA 2ATCACCATCTGGAGAAGGAAA0.433

- 13 2591PPIEL_uc001cdk.2_5'Flank|PABPC4_uc001cdl.2_Frame_Shift_Del_p.Q581fs|PABPC4_uc001cdm.2_Frame_Shift_Del_p.Q552fsNM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. NA 0TTCTGTTCCTGGGGGGGTGCT0.602

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN NA 1CCTCTTAGAGTCTCTCTCTCTC0.406

- 2 659_661SV2A_uc001eth.2_In_Frame_Del_p.56_57DD>DNM_014849 NP_055664 Q7L0J3 SV2A_HUMANCytoplasmic (Potential).|Interaction with SYT1 (By similarity).NA 7AGCAGGGAAGTCATCATCATCAT0.542

+ 1 156_161 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN NA 0GAGGCTGCTGTGGCTCCAGCTCTGGG0.485

- 7 811CCT3_uc001fom.1_Frame_Shift_Del_p.K196fs|CCT3_uc001fon.1_Frame_Shift_Del_p.K159fs|CCT3_uc010phj.1_Frame_Shift_Del_p.K151fs|CCT3_uc010phk.1_Frame_Shift_Del_p.K151fs|CCT3_uc010phl.1_Frame_Shift_Del_p.K151fsNM_005998 NP_005989 P49368 TCPG_HUMAN NA 2 CTCTTGCATATTTTTTTATGT0.393

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential).NA 2TGGCCTGGCTGGGGGGGACCA0.552

+ 8 1288_1290NOS1AP_uc010pkr.1_In_Frame_Del_p.Q301del|NOS1AP_uc010pks.1_RNA|NOS1AP_uc001gbw.2_In_Frame_Del_p.Q301delNM_014697 NP_055512 O75052 CAPON_HUMAN Poly-Gln. NA 3 gcagctcctccagcagcAGCAGC0.512

+ 4 635_646 NM_001104548 NP_001098018 NA 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 19 2298_2299DIP2C_uc009xhi.1_Frame_Shift_Del_p.C122fs|DIP2C_uc010pzz.1_Frame_Shift_Del_p.C57fsNM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN NA 7GTCGCAACTGCACACACACACA0.54

- 25 4223NUP98_uc001lyi.2_Frame_Shift_Del_p.N1311fs|NUP98_uc001lyg.2_Frame_Shift_Del_p.N276fsNM_016320 NP_057404 P52948 NUP98_HUMAN NA 12CACAGGGCTGTTTTTTTGGGT0.512

- 8 2041_2043DENND5A_uc010rbw.1_In_Frame_Del_p.D596del|DENND5A_uc010rbx.1_RNANM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN Poly-Asp. NA 1CAGGGTCTTTATCATCATCATCA0.453

+ 6 1274AMPD3_uc010rbz.1_Splice_Site_p.K154_splice|AMPD3_uc001min.1_Splice_Site_p.K322_splice|AMPD3_uc009yfw.1_Splice_Site|AMPD3_uc009yfz.2_Splice_Site|AMPD3_uc001mip.1_Splice_Site_p.K320_splice|AMPD3_uc009yfy.2_Splice_Site_p.K313_spliceNM_001025389 NP_001020560 Q01432 AMPD3_HUMAN NA 2ACGTGAGAAAGGTGCGTTAGGGGCG0.541

+ 3 479uc001omi.1_5'Flank|NDUFV1_uc010rpv.1_Splice_Site_p.R8_splice|NDUFV1_uc001oml.2_Splice_Site_p.R102_splice|NDUFV1_uc001omk.3_Splice_Site_p.R100_splice|NDUFV1_uc009yrz.1_Splice_Site_p.R8_splice|NDUFV1_uc010rpw.1_5'FlankNM_007103 NP_009034 P49821 NDUV1_HUMAN NA 1TCAGATGGCAGGTGTGTGTGTG0.599

- 6 1081_1083PAK1_uc010rso.1_In_Frame_Del_p.D85del|PAK1_uc001oyg.3_In_Frame_Del_p.D183del|PAK1_uc001oyi.1_In_Frame_Del_p.D183del|PAK1_uc010rsn.1_5'UTRNM_002576 NP_002567 Q13153 PAK1_HUMANInteraction with CRIPAK.NA 4 GGTGGGGTAGcatcatcatcatc0.429

- 4 519_521CHD4_uc001qpn.2_In_Frame_Del_p.K112del|CHD4_uc001qpp.2_In_Frame_Del_p.K116delNM_001273 NP_001264 Q14839 CHD4_HUMAN Poly-Lys. NA 2TAGGTCCAAGCTTCTTCTTCTTC0.468

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. NA 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 6 1097C12orf42_uc001tjs.2_Intron|C12orf42_uc009zuf.1_Frame_Shift_Del_p.R337fs|C12orf42_uc001tju.2_Frame_Shift_Del_p.R242fsNM_198521 NP_940923 Q96LP6 CL042_HUMAN NA 2CGGGTTGGGCGGGGGGGTGCT0.587

+ 3 353_355KIAA1704_uc010tfo.1_RNA|KIAA1704_uc001uzr.1_In_Frame_Del_p.D88del|KIAA1704_uc001uzs.2_5'UTR|KIAA1704_uc001uzt.2_5'UTRNM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. NA 2 Ggatgatgacgatgatgatgatg0.286 rs138421508

- 14 3949_3950ZC3H13_uc001vaq.2_5'UTR|ZC3H13_uc001vas.1_Frame_Shift_Del_p.R1315fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. NA 2 cgtatctctcctctctctctcg 0.178

- 22 3270DZIP1_uc001vmi.2_Frame_Shift_Del_p.K54fs|DZIP1_uc001vmj.2_Frame_Shift_Del_p.K282fs|DZIP1_uc001vml.2_Frame_Shift_Del_p.K787fs|DZIP1_uc001vmm.2_5'FlankNM_198968 NP_945319 Q86YF9 DZIP1_HUMAN NA 2CTTTCCCAGATTTTTTTCCCA0.433

+ 2 609KIAA0391_uc010tps.1_Intron|KIAA0391_uc001wsz.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wta.2_RNA|KIAA0391_uc001wtb.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wtc.1_Intron|PPP2R3C_uc001wss.2_5'Flank|PPP2R3C_uc001wst.2_5'Flank|PPP2R3C_uc010tpr.1_5'Flank|PPP2R3C_uc001wsu.2_5'Flank|PPP2R3C_uc010amn.1_5'Flank|PPP2R3C_uc001wsw.2_5'Flank|PPP2R3C_uc001wsx.1_5'FlankNM_014672 NP_055487 O15091 MRRP3_HUMAN NA 0CTGTTCCTCATTTTTTTTTAG0.423

+ 20 3443_3444ARID4A_uc001xdo.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc001xdq.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc010apg.1_Frame_Shift_Del_p.Q741fsNM_002892 NP_002883 P29374 ARI4A_HUMAN NA 6TAATTGTACAAGAGAGAGAGAG0.381



+ 12 1371_1372AMN_uc001ymh.3_In_Frame_Ins_p.394_395insAGNM_030943 NP_112205 Q9BXJ7 AMNLS_HUMANCytoplasmic (Potential).NA 0ACCCTCTGTTCGCCGGGGCCGA0.713 rs36040113

- 13 1716WDR72_uc010bfi.1_Frame_Shift_Del_p.F558fsNM_182758 NP_877435 Q3MJ13 WDR72_HUMAN WD 8. NA 2TCCTCACAGGAAAAAGGTGCT0.463

+ 2 2259FEM1B_uc002arh.2_Frame_Shift_Del_p.D468fsNM_015322 NP_056137 Q9UK73 FEM1B_HUMAN ANK 8. NA 0CCATCAGTGATTTTTTGACCT0.463

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN NA 0GGAGGACACAGAGGAGGAGGAGG0.616

+ 7 1037_1039UBN1_uc010uxw.1_In_Frame_Del_p.K238del|UBN1_uc002cyc.2_In_Frame_Del_p.K238delNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. NA 2GCCAGTAAGGAGAAGAAGAAGAA0.453

+ 17 1308C16orf70_uc002erd.2_Frame_Shift_Del_p.G408fs|uc002erg.1_5'FlankNM_025187 NP_079463 Q9BSU1 CP070_HUMAN NA 2CCCTGTATGGCCCCCCCAGGC0.597

- 8 826FANCA_uc010vpn.1_Frame_Shift_Del_p.M262fs|FANCA_uc002fov.1_Frame_Shift_Del_p.M245fs|FANCA_uc002fow.1_Frame_Shift_Del_p.M262fs|FANCA_uc002fox.1_Frame_Shift_Del_p.M262fs|FANCA_uc010ciu.1_Frame_Shift_Del_p.M230fs|FANCA_uc002foy.2_Frame_Shift_Del_p.M262fsNM_000135 NP_000126 O15360 FANCA_HUMAN NA 6ACCTGCGGCATTTTTTCAGGC0.368

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. NA 0ACCACGGTTACGGCGGCGGCGGC0.547

+ 8 1209_1211MYOCD_uc002gno.2_In_Frame_Del_p.Q310del|MYOCD_uc002gnp.1_In_Frame_Del_p.Q214del|MYOCD_uc002gnq.2_In_Frame_Del_p.Q29delNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. NA 5AATCCTCAGCcagcagcagcagc0.527

- 5 1214_1216CXXC1_uc002lep.3_In_Frame_Del_p.Q18del|CXXC1_uc002ler.3_In_Frame_Del_p.Q161del|CXXC1_uc010doy.2_In_Frame_Del_p.Q161del|CXXC1_uc002les.2_In_Frame_Del_p.Q161delNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. NA 2 ACCGTTTGATctgctgctgctgc0.468

+ 14 1794CRTC1_uc010ebv.2_Frame_Shift_Del_p.S585fs|CRTC1_uc010ebw.2_Frame_Shift_Del_p.S405fs|CRTC1_uc002nkc.3_Frame_Shift_Del_p.S267fsNM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN NA 519ACAGGAGAGTCCCCCCCCAGC0.617

+ 2 252_254FFAR2_uc010eea.2_In_Frame_Del_p.L62delNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential).NA 1CGACCTCCTCCTGCTGCTGCTGC0.645

+ 3 844_846CYP2F1_uc010xvw.1_IntronNM_052848 NP_443080 Q96F63 CCD97_HUMAN Potential. NA 0CTCCAACagcaggaggaggagga0.384

+ 3 136_138FLT3LG_uc002pnv.2_5'UTR|FLT3LG_uc002pnw.2_5'UTR|FLT3LG_uc002pnu.2_In_Frame_Del_p.L20del|FLT3LG_uc002pnx.2_In_Frame_Del_p.L20del|FLT3LG_uc010yav.1_5'UTRNM_001459 NP_001450 P49771 FLT3L_HUMAN NA 0CTATCTCCTCCTGCTGCTGCTGC0.621

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. NA 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

+ 7 1476_1477AGBL5_uc002ric.2_Frame_Shift_Ins_p.I420fs|AGBL5_uc002rid.2_Frame_Shift_Ins_p.I420fs|AGBL5_uc002rif.2_RNANM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN NA 2CCTGATACCATCCCCCCCAAAG0.515

+ 1 145_146 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN Pro-rich. NA 14GCAGGGCCTGGCCCCCCCCACT0.728

- 1 108CCT8_uc011acp.1_5'Flank|CCT8_uc002yna.2_5'UTR|CCT8_uc002ync.2_Frame_Shift_Del_p.L3fs|CCT8_uc010glm.2_Frame_Shift_Del_p.L3fs|CCT8_uc011acq.1_5'UTRNM_006585 NP_006576 P50990 TCPQ_HUMAN NA 0TGGGAACGTGAAGCGCCATGG0.627

- 1 167_168C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN2.|29 X 5 AA repeats of C-C-X(3).NA 0GGCAGGGGGCCGGGGCGCAGCA0.688

- 1 498TCF20_uc003bck.1_Frame_Shift_Del_p.Q122fs|TCF20_uc003bnt.2_Frame_Shift_Del_p.Q122fsNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN NA 5CTGCTCCCCTGGGGGGGTCCA0.567 rs138734341

+ 7 1060ATRIP_uc011bbj.1_Frame_Shift_Del_p.T216fs|ATRIP_uc003ctg.1_Frame_Shift_Del_p.T343fs|TREX1_uc010hjy.2_5'UTRNM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN NA 1CCTGCTGGCACCCCCCTGCAG0.537

- 2 497_499FOXP1_uc003dom.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dop.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003doq.1_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dos.2_In_Frame_Del_p.58_59QQ>QNM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. NA 2CAGTACCTGTTGCTGCTGCTGCT0.586

- 9 1978_1979VEPH1_uc003fbk.1_Frame_Shift_Ins_p.N554fs|VEPH1_uc010hvu.1_Frame_Shift_Ins_p.N554fsNM_024621 NP_078897 Q14D04 MELT_HUMAN NA 5CTTTGCTGAGGTTTTTTTTTAA0.396

+ 7 802_803EIF4A2_uc003fqt.2_RNA|EIF4A2_uc003fqu.2_Frame_Shift_Del_p.E256fs|EIF4A2_uc003fqv.2_Frame_Shift_Del_p.E160fs|EIF4A2_uc003fqw.2_Frame_Shift_Del_p.E160fs|EIF4A2_uc011bsb.1_Frame_Shift_Del_p.E128fs|MIR1248_hsa-mir-1248|MI0006383_5'Flank|SNORA81_uc010hyv.1_5'Flank|SNORA63_uc010hyw.1_5'Flank|SNORA4_uc010hyx.1_5'FlankNM_001967 NP_001958 Q14240 IF4A2_HUMANHelicase C-terminal. NA 4TATTAATGTTGAGAGAGAGGTA0.351

+ 7 1596_1597FGFRL1_uc003gcf.2_Frame_Shift_Del_p.H479fs|FGFRL1_uc003gcg.2_Frame_Shift_Del_p.H479fs|FGFRL1_uc010ibo.2_Frame_Shift_Del_p.H479fsNM_021923 NP_068742 Q8N441 FGRL1_HUMANHis-rich.|Cytoplasmic (Potential).NA 0 cacagacatccacacacacaca0.46

+ 1 251_253FGF5_uc003hme.2_In_Frame_Del_p.L9delNM_004464 NP_004455 P12034 FGF5_HUMAN NA 2AGCTTGTCCTTCCTCCTCCTCCT0.631

- 3 473_475ZFR_uc010iun.1_In_Frame_Del_p.131_132PP>PNM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. NA 0AGTAGCTGGGGGTGGTGGTGGTG0.483

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. NA 0GTGACGAGTGTGATGATGATGAT0.562

- 2 321_322H2AFY_uc003lao.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lan.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lap.1_RNA|H2AFY_uc003laq.1_RNA|H2AFY_uc003lar.1_RNA|H2AFY_uc011cxz.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003las.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lat.1_Frame_Shift_Ins_p.P37fsNM_138610 NP_613258 O75367 H2AY_HUMAN Histone H2A. NA 0ATCCTGTACTTGGGGTGGCCTT0.579

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN NA 1ACAAGAAATTGAGAGAGAGAGA0.46

- 17 2665NUP153_uc011dje.1_Splice_Site_p.G853_splice|NUP153_uc010jpl.1_Splice_Site_p.G780_spliceNM_005124 NP_005115 P49790 NU153_HUMAN NA 9CTGAACTTCCTAAAAAAAAAAA0.406rs36027788;rs147103527

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN NA 0 TGCCAGCCTCcctcctcctcctc0.483

- 3 688_690PBX2_uc003oaw.2_In_Frame_Del_p.139_140AA>ANM_002586 NP_002577 P40425 PBX2_HUMAN Poly-Ala. NA 1AGCGGCTGCAGCTGCTGCTGCTG0.616

+ 7 1165FOXP4_uc003oqm.2_Frame_Shift_Del_p.A234fs|FOXP4_uc003oqn.2_Frame_Shift_Del_p.A235fsNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN NA 1GGCGAGGGTGCCCCCGGGCAG0.682

- 1 320_322 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. NA 0 ACGGCTCTCCtggtggtggtggt0.502

- 11 1417PARK2_uc003qtv.3_Intron|PARK2_uc010kkd.2_Frame_Shift_Del_p.N237fs|PARK2_uc003qtw.3_Intron|PARK2_uc003qty.3_Frame_Shift_Del_p.N400fs|PARK2_uc003qtz.3_Frame_Shift_Del_p.N279fs|PARK2_uc011egf.1_Frame_Shift_Del_p.N102fsNM_004562 NP_004553 O60260 PRKN2_HUMAN RING-type 2. NA 1AGACTCACCATTTTTTTCCAC0.393

+ 3 679CCDC126_uc003swm.2_Frame_Shift_Del_p.A74fs|CCDC126_uc003swn.2_Frame_Shift_Del_p.A74fsNM_138771 NP_620126 Q96EE4 CC126_HUMAN NA 2AGAACGGTGCTTCTATGGCAG0.373

- 1 725_727HOXA10_uc003syw.3_IntronNM_018951 NP_061824 P31260 HXA10_HUMAN Poly-Gly. NA 0AGTTGCTGCGCGCCGCCGCCGCC0.759

- 2 1021_1023INHBA_uc003thr.2_In_Frame_Del_p.262_263KK>KNM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

- 5 1204PEX1_uc011khr.1_Frame_Shift_Del_p.I162fs|PEX1_uc010ley.2_Frame_Shift_Del_p.I370fs|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN NA 2TCTGACCTAATTTTTTTTTGA0.353

- 6 836_838 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN Poly-Cys. NA 1ACGTTGGCCAAGCAGCAGCAGCA0.606

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential).NA 1TGGTGAACAATTTTTTTTGTG0.383

- 6 1281 NM_005232 NP_005223 P21709 EPHA1_HUMANExtracellular (Potential).|Fibronectin type-III 1.NA 5GTGTGGTGAGCCCCCGGGCCC0.617 rs67794922

- 2 530 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN NA 1TCCTGGTGGTGGGGGGAGTGG0.617

- 14 2088 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. NA 17GTAGGCGAAGCCCCCCCAGAC0.542

- 6 1155_1156ENG_uc011mam.1_Frame_Shift_Ins_p.D59fs|ENG_uc004bsk.3_Frame_Shift_Ins_p.D248fsNM_001114753 NP_001108225 P17813 EGLN_HUMANExtracellular (Potential).NA 0GAGGACGGCATCGAGATCCCCG0.653

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN NA 2ATGACTGGTCTGATGATGATGAT0.448



+ 5 1770_1772ZBTB8A_uc001bvk.2_RNA|ZBTB8A_uc001bvm.2_3'UTR|ZBTB8OS_uc001bvo.1_IntronNM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN Poly-Glu. 0TGATGATAGTGAAGAAGAAGAAG0.414

- 2 279RHBDL2_uc010oin.1_Frame_Shift_Del_p.G17fs|RHBDL2_uc010oio.1_Frame_Shift_Del_p.G97fs|RHBDL2_uc001ccv.2_Frame_Shift_Del_p.G17fsNM_017821 NP_060291 Q9NX52 RHBL2_HUMAN 0TCATCTCTCTCCCCATATTCA0.502

+ 3 511MFSD2A_uc010ojb.1_Frame_Shift_Del_p.D60fs|MFSD2A_uc001ceu.2_Frame_Shift_Del_p.D97fs|MFSD2A_uc010ojc.1_Intron|MFSD2A_uc009vvy.2_RNANM_001136493 NP_001129965 Q8NA29 MFS2A_HUMAN 2CCATCACAGACCCCCTGGTGG0.582

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

+ 15 2422KDM4A_uc010oki.1_IntronNM_014663 NP_055478 O75164 KDM4A_HUMAN PHD-type 1. 1GCTATGGGGTCCCCCCTGCAA0.493 rs141609782

+ 18 2455MAST2_uc001cow.2_Frame_Shift_Del_p.P724fs|MAST2_uc001coy.1_Frame_Shift_Del_p.P398fs|MAST2_uc001coz.1_Frame_Shift_Del_p.P609fs|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11GCTGCGTCCCTTTTTTTGGAG0.552

- 2 136DOCK7_uc001dap.2_Frame_Shift_Del_p.L34fs|DOCK7_uc009wah.1_Frame_Shift_Del_p.L34fsNM_033407 NP_212132 Q96N67 DOCK7_HUMAN 2TAAGGTTTTTGAGCAGTTGGG0.393

- 1 145WDR78_uc001dcy.2_Frame_Shift_Del_p.K30fs|WDR78_uc001dcz.2_Frame_Shift_Del_p.K30fs|MIER1_uc001dda.3_5'Flank|MIER1_uc010opf.1_5'Flank|MIER1_uc009way.2_5'Flank|MIER1_uc001ddc.2_5'Flank|MIER1_uc001ddh.2_5'Flank|MIER1_uc001ddf.2_5'Flank|MIER1_uc001ddg.2_5'Flank|MIER1_uc010opg.1_5'Flank|MIER1_uc001dde.2_5'FlankNM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2GCACCACCCCTTTTTTTGGCC0.622

- 1 178_179LPAR3_uc009wcj.1_Frame_Shift_Ins_p.S47fsNM_012152 NP_036284 Q9UBY5 LPAR3_HUMANHelical; Name=1; (Potential). 5CAGAGAATTAGAAAAAAAAATA0.401 rs76299065

- 2 3480_3482TCHH_uc009wne.1_In_Frame_Del_p.R1163delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5CTGGCGCCTTCTCTTCTCCGGTT0.172

- 2 1111_1113TCHH_uc009wne.1_In_Frame_Del_p.E371delNM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-5.5 gctcgcgcctctcctcctcctgc 0 rs71757496

+ 4 1420_1421PRCC_uc001fqb.2_IntronNM_005973 NP_005964 Q92733 PRCC_HUMAN 27CCGGCCCTGGTCCCCCCCCAGG0.53

+ 8 1158NOS1AP_uc010pkr.1_Frame_Shift_Del_p.H252fs|NOS1AP_uc010pks.1_RNA|NOS1AP_uc001gbw.2_Frame_Shift_Del_p.H252fsNM_014697 NP_055512 O75052 CAPON_HUMAN 3AGGTTTCGCACCCCCAGGAGC0.597 rs146738391

- 2 718TNR_uc009wwu.1_Frame_Shift_Del_p.V213fs|TNR_uc010pmz.1_Frame_Shift_Del_p.V213fsNM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11TCCACACACACCCCCCGGCTG0.607

+ 17 2127DHX9_uc001gps.2_Frame_Shift_Del_p.V441fsNM_001357 NP_001348 Q08211 DHX9_HUMANHelicase C-terminal. 2GCTGTGTTGGTTTTTTTGCCT0.378

+ 5 828CFH_uc001gti.3_Frame_Shift_Del_p.G196fs|CFH_uc009wyw.2_Frame_Shift_Del_p.G196fs|CFH_uc009wyx.2_IntronNM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 3. 6CAGACGATGGTTTTTGGAGTA0.343

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 7 997TMEM206_uc010pte.1_Frame_Shift_Del_p.S338fsNM_018252 NP_060722 Q9H813 TM206_HUMANExtracellular (Potential). 1AATTGAGCACTTTTTTTGGCA0.398

- 4 643PTPN14_uc010pty.1_Frame_Shift_Del_p.K25fsNM_005401 NP_005392 Q15678 PTN14_HUMAN FERM. 5CAAGCACATCTTTTTTGACTT0.423

+ 27 7308OBSCN_uc001hsn.2_Frame_Shift_Del_p.G2422fs|OBSCN_uc001hsp.1_Frame_Shift_Del_p.G121fs|OBSCN_uc001hsq.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GTTGCAGGCTGGGGGGAACGT0.662

- 5 1053 NM_194298 NP_919274 Q7RTY1 MOT9_HUMANExtracellular (Potential). 3TCTGGAGCTATTTTTTTAGGC0.378

+ 2 232ANAPC16_uc001jsw.2_Frame_Shift_Del_p.Y38fsNM_173473 NP_775744 Q96DE5 APC16_HUMAN 1TTTTCACCTACCCCAAAGGAG0.458

- 7 1352APBB1_uc001mcz.1_Frame_Shift_Del_p.E39fs|APBB1_uc001mdd.3_Frame_Shift_Del_p.E198fs|APBB1_uc001mda.2_Intron|APBB1_uc001mdc.1_Frame_Shift_Del_p.E418fs|APBB1_uc010rab.1_5'Flank|APBB1_uc010rac.1_5'Flank|APBB1_uc010rad.1_Frame_Shift_Del_p.E39fs|APBB1_uc010rae.1_Frame_Shift_Del_p.E183fs|APBB1_uc010raf.1_Frame_Shift_Del_p.E159fs|APBB1_uc009yfa.2_Frame_Shift_Del_p.E159fs|APBB1_uc009yey.2_Frame_Shift_Del_p.E159fs|APBB1_uc010rag.1_Frame_Shift_Del_p.E159fs|APBB1_uc009yfb.2_Frame_Shift_Del_p.E159fs|APBB1_uc001mde.2_Frame_Shift_Del_p.E159fs|APBB1_uc010rah.1_Frame_Shift_Del_p.E159fsNM_001164 NP_001155 O00213 APBB1_HUMAN PID 1. 2GTCCTTACTTCCCCCCAGCCC0.582

+ 6 1274AMPD3_uc010rbz.1_Splice_Site_p.K154_splice|AMPD3_uc001min.1_Splice_Site_p.K322_splice|AMPD3_uc009yfw.1_Splice_Site|AMPD3_uc009yfz.2_Splice_Site|AMPD3_uc001mip.1_Splice_Site_p.K320_splice|AMPD3_uc009yfy.2_Splice_Site_p.K313_spliceNM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2ACGTGAGAAAGGTGCGTTAGGGGCG0.541

- 9 829_831PSMA1_uc001mll.2_In_Frame_Del_p.D234del|PSMA1_uc010rcp.1_RNA|PSMA1_uc001mlj.2_In_Frame_Del_p.D203delNM_002786 NP_002777 P25786 PSA1_HUMAN 2AATGGAGACACATCATCATCATC0.36

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0GAAATTAGCCAAAAAAAATTT0.338

+ 6 858_860 NM_024081 NP_076986 Q9BZD6 TMG4_HUMANCytoplasmic (Potential).|Poly-Pro. 0CACAGTGTTTCACCACCACCACC0.463

+ 1 241 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANExtracellular (Potential). 2CGTCACACCTAAAACCTTAGC0.428

+ 5 886FADS2_uc001nsj.2_Frame_Shift_Del_p.P224fs|FADS2_uc010rlo.1_Frame_Shift_Del_p.P215fs|FADS2_uc001nsk.2_Frame_Shift_Del_p.P246fsNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CGAATGGCAGCCCATCGAGGT0.527

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1AGGAGATACCAAAAAAAAGCG0.537

+ 7 810C11orf68_uc009yqv.2_5'Flank|C11orf68_uc001ogi.2_5'FlankNM_006442 NP_006433 Q14919 NC2A_HUMAN Pro-rich. 0GCCCCCAGCGCCCCCGGGCCC0.627

- 22 3672_3674PRDM10_uc001qfj.2_In_Frame_Del_p.T1048del|PRDM10_uc001qfk.2_In_Frame_Del_p.T1010del|PRDM10_uc001qfl.2_In_Frame_Del_p.T1061del|PRDM10_uc010sbx.1_In_Frame_Del_p.T1057del|PRDM10_uc001qfn.2_In_Frame_Del_p.T1143delNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1CCGTTCCCGTTGGTGGTGGTGGT0.547

- 8 761PPHLN1_uc001rmy.2_IntronNM_033114 NP_149105 Q8TBF4 ZCRB1_HUMAN 1TGGGTTTCCATTTTTTTTGTT0.328

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 13 4059_4061 NM_003482 NP_003473 O14686 MLL2_HUMAN Poly-Glu. 41ATCATCTTCTTCCTCCTCCTCCT0.478

+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

+ 6 1083SUOX_uc001siy.2_Frame_Shift_Del_p.F253fs|SUOX_uc001siz.2_Frame_Shift_Del_p.F253fs|SUOX_uc001sja.2_Frame_Shift_Del_p.F253fsNM_000456 NP_000447 P51687 SUOX_HUMANMolybdenum-pterin domain (By similarity). 0CTTGCACAACTTTCCCAGGTA0.527

+ 3 881_882ACACB_uc001toc.2_Frame_Shift_Ins_p.F254fsNM_001093 NP_001084 O00763 ACACB_HUMAN 8TCACACGCTTTGGGGGGGATCG0.574

+ 3 353_355KIAA1704_uc010tfo.1_RNA|KIAA1704_uc001uzr.1_In_Frame_Del_p.D88del|KIAA1704_uc001uzs.2_5'UTR|KIAA1704_uc001uzt.2_5'UTRNM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. 2 Ggatgatgacgatgatgatgatg0.286 rs138421508

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 5 668_670RNF31_uc001wmp.2_RNA|IRF9_uc010alj.2_In_Frame_Del_p.S85delNM_006084 NP_006075 Q00978 IRF9_HUMAN Poly-Ser. 1AGACATTGGGagcagcagcagca0.448

- 10 1018IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_5'UTR|IPO4_uc001wmx.1_Frame_Shift_Del_p.F160fs|IPO4_uc001wmy.1_Frame_Shift_Del_p.F160fs|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Frame_Shift_Del_p.F296fsNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1CACAATGGGGAAAAGGGTGTG0.567

+ 2 609KIAA0391_uc010tps.1_Intron|KIAA0391_uc001wsz.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wta.2_RNA|KIAA0391_uc001wtb.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wtc.1_Intron|PPP2R3C_uc001wss.2_5'Flank|PPP2R3C_uc001wst.2_5'Flank|PPP2R3C_uc010tpr.1_5'Flank|PPP2R3C_uc001wsu.2_5'Flank|PPP2R3C_uc010amn.1_5'Flank|PPP2R3C_uc001wsw.2_5'Flank|PPP2R3C_uc001wsx.1_5'FlankNM_014672 NP_055487 O15091 MRRP3_HUMAN 0CTGTTCCTCATTTTTTTTTAG0.423

+ 20 3443_3444ARID4A_uc001xdo.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc001xdq.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc010apg.1_Frame_Shift_Del_p.Q741fsNM_002892 NP_002883 P29374 ARI4A_HUMAN 6TAATTGTACAAGAGAGAGAGAG0.381

- 2 365_367DDX24_uc010twq.1_In_Frame_Del_p.E46del|DDX24_uc010twr.1_Intron|IFI27L1_uc001ycl.2_5'Flank|IFI27L1_uc001yck.2_5'FlankNM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4CTAGACTTTCCCTCCTCCTCCTC0.443

- 3 684HSP90AA1_uc001ykv.3_Frame_Shift_Del_p.S287fs|HSP90AA1_uc001ykw.1_Intron|HSP90AA1_uc001ykx.1_Frame_Shift_Del_p.S154fsNM_005348 NP_005339 P07900 HS90A_HUMAN 7TCCCCCTGCTGAGGACTCCCA0.502

+ 12 1371_1372AMN_uc001ymh.3_In_Frame_Ins_p.394_395insAGNM_030943 NP_112205 Q9BXJ7 AMNLS_HUMANCytoplasmic (Potential). 0ACCCTCTGTTCGCCGGGGCCGA0.713 rs36040113



- 1 70_72NIPA1_uc001yvd.2_5'UTR|NIPA1_uc001yve.2_IntronNM_144599 NP_653200 Q7RTP0 NIPA1_HUMANExtracellular (Potential). 0CCCCTCCCCGgccgccgccgccg0.626

+ 5 839 PIGB_uc010ugg.1_5'UTRNM_004855 NP_004846 Q92521 PIGB_HUMAN 0TTTTTCTTAGTTTTTTTGCCA0.338

+ 6 1825_1827RNF111_uc002afs.2_In_Frame_Del_p.H520del|RNF111_uc002aft.2_In_Frame_Del_p.H520del|RNF111_uc002afu.2_In_Frame_Del_p.H520del|RNF111_uc002afw.2_In_Frame_Del_p.H520del|RNF111_uc002afx.2_In_Frame_Del_p.H47delNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2TCAACATCATCACCACCACCACC0.512

- 2 378PPIB_uc010bgx.1_Frame_Shift_Del_p.P62fsNM_000942 NP_000933 P23284 PPIB_HUMANPPIase cyclophilin-type. 0CACTGTTTTTGGAACAGTCTT0.463

+ 5 794KIAA1199_uc010unn.1_Frame_Shift_Del_p.Y178fsNM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3AAGGAGGCTATTTTTTTGAAA0.498

+ 10 1146_1148MKL2_uc002dcg.2_In_Frame_Del_p.Q334del|MKL2_uc002dch.2_In_Frame_Del_p.Q323del|MKL2_uc010uzb.1_In_Frame_Del_p.Q283delNM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5CCGCCTGCTCCAGCAGCAGCAGC0.542 rs146244364

+ 11 1356_1358IL4R_uc002dop.3_In_Frame_Del_p.E361del|IL4R_uc010bxy.2_In_Frame_Del_p.E376del|IL4R_uc002doo.2_In_Frame_Del_p.E216delNM_000418 NP_000409 P24394 IL4RA_HUMANPoly-Glu.|Cytoplasmic (Potential). 2GGTGGAGTGTGAGGAGGAGGAGG0.591

+ 9 1776IL21R_uc002dor.1_Frame_Shift_Del_p.P515fs|IL21R_uc002dos.1_Frame_Shift_Del_p.P515fs|uc002dot.2_RNANM_181078 NP_851564 Q9HBE5 IL21R_HUMANCytoplasmic (Potential). 4GGACGAAGGACCCCCCCGGAG0.637

- 2 430CD2BP2_uc002dxs.2_Frame_Shift_Del_p.G59fsNM_006110 NP_006101 O95400 CD2B2_HUMAN 1ATTTGCTGGACCCCCCATCAT0.532

+ 10 1565LRRC36_uc002esw.2_Intron|LRRC36_uc002esx.2_Frame_Shift_Del_p.P395fs|LRRC36_uc010vjk.1_Intron|LRRC36_uc010vjl.1_Frame_Shift_Del_p.V36fs|LRRC36_uc002esy.2_Frame_Shift_Del_p.P26fsNM_018296 NP_060766 Q1X8D7 LRC36_HUMAN 0AAACCACAGTCCCCCCATCTC0.512

+ 12 1273_1274WWP2_uc002exv.1_Frame_Shift_Ins_p.S395fs|WWP2_uc010vlm.1_Frame_Shift_Ins_p.S279fs|WWP2_uc010vln.1_Frame_Shift_Ins_p.S13fs|WWP2_uc002exw.1_5'UTRNM_007014 NP_008945 O00308 WWP2_HUMAN 6GTTTAGTCTTCGAGTGCTTCGA0.49

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0ACCACGGTTACGGCGGCGGCGGC0.547

+ 10 1439KDM6B_uc002gix.2_5'FlankNM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2TGCCACCCGTCCCCCCGGAAG0.706

- 22 2902_2904MYH10_uc002glm.2_In_Frame_Del_p.E967del|MYH10_uc010cnx.2_In_Frame_Del_p.E945delNM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2TTTGGTTTCTTTCTTCTTCTTCT0.35

- 1 233_235NUFIP2_uc002hdx.3_In_Frame_Del_p.48_49HH>HNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 Ctggtgatgatggtggtggtggt 0.276 rs1054145

- 13 1679TTLL6_uc002iob.2_Frame_Shift_Del_p.K241fs|TTLL6_uc010dbi.2_RNA|TTLL6_uc002ioc.2_Frame_Shift_Del_p.K301fs|TTLL6_uc002iod.2_Frame_Shift_Del_p.K395fsNM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0CTACCTTCTTCTTCATTTGGA0.512

- 5 1187_1189VEZF1_uc010dcn.1_In_Frame_Del_p.198_199QQ>QNM_007146 NP_009077 Q14119 VEZF1_HUMAN Poly-Gln. 2 ttgttgttgttgctgctgctgct 0.305rs61731354;rs73995411

- 2 311_313TEX2_uc002jed.2_In_Frame_Del_p.46_47EE>E|TEX2_uc002jee.2_In_Frame_Del_p.46_47EE>ENM_018469 NP_060939 Q8IWB9 TEX2_HUMAN Poly-Glu. 1 ctcctcctcttcctcctcctcct 0.468

- 3 758C18orf19_uc010dlg.2_Frame_Shift_Del_p.K109fs|C18orf19_uc010dli.2_Frame_Shift_Del_p.K109fs|C18orf19_uc002ksj.3_Frame_Shift_Del_p.K109fs|C18orf19_uc010dlj.2_IntronNM_001098801 NP_001092271 Q96ND0 CR019_HUMAN 2AGGCTCTTCCTTTTTTTCCGG0.433 rs143162930

+ 20 1970C18orf8_uc002kul.2_RNA|C18orf8_uc010xay.1_Frame_Shift_Del_p.L199fs|NPC1_uc010dlu.1_IntronNM_013326 NP_037458 Q96DM3 MIC1_HUMAN Mic1. 1CCGCTTTTTTGAACAGCGAAA0.448 rs80213848

- 5 1214_1216CXXC1_uc002lep.3_In_Frame_Del_p.Q18del|CXXC1_uc002ler.3_In_Frame_Del_p.Q161del|CXXC1_uc010doy.2_In_Frame_Del_p.Q161del|CXXC1_uc002les.2_In_Frame_Del_p.Q161delNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 ACCGTTTGATctgctgctgctgc0.468

+ 1 1359 NM_000455 NP_000446 Q15831 STK11_HUMANProtein kinase.p.0?(19)|p.?(3)|p.G52_P179del(1)266GATCCTCAAGAAGAAGAAGTT0.617

+ 2 252_254FFAR2_uc010eea.2_In_Frame_Del_p.L62delNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential). 1CGACCTCCTCCTGCTGCTGCTGC0.645

+ 18 2356PLEKHG2_uc010xuy.1_Frame_Shift_Del_p.V618fs|PLEKHG2_uc002olj.2_Intron|PLEKHG2_uc010xva.1_Frame_Shift_Del_p.V455fsNM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4TACCTAGTGTCCCCAACACCC0.577

+ 2 531PPP1R13L_uc002pbn.2_5'Flank|PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_Frame_Shift_Del_p.P17fsNM_012099 NP_036231 O15446 RPA34_HUMAN 4GTTCTCTTGTCCCCCCAACTT0.612

- 20 2714HSD17B14_uc002pkv.1_5'Flank|HSD17B14_uc010emk.1_5'Flank|PLEKHA4_uc002pkw.1_3'UTR|PLEKHA4_uc010eml.2_3'UTRNM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3GGGGAGATCTGGGGGGAGGGG0.687

- 5 1156_1157ZNF321_uc010eqj.2_Intron|ZNF321_uc002qak.1_Intron|ZNF816A_uc002qam.1_Frame_Shift_Del_p.Y269fsNM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 3. 0TCATTACACTTGTAAGTTTTCT0.386

- 14 1524SMC6_uc010exo.2_Frame_Shift_Del_p.I410fs|SMC6_uc002rcn.2_Frame_Shift_Del_p.I410fs|SMC6_uc002rcp.1_Frame_Shift_Del_p.I436fs|SMC6_uc002rcq.2_Frame_Shift_Del_p.I436fs|SMC6_uc002rcr.1_Frame_Shift_Del_p.I410fsNM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN Potential. 6AACCAAGATATTTTTTTTTGT0.343

+ 3 628_629 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0CCAGAACCCAGAAAAAAAATCA0.431

+ 11 1709EHBP1_uc010fcp.2_Frame_Shift_Del_p.P374fs|EHBP1_uc002sbz.2_Frame_Shift_Del_p.P374fs|EHBP1_uc002scb.2_Frame_Shift_Del_p.P374fsNM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2TCCTCTCACCAAAAACAGGAG0.373

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

- 6 1386REV1_uc002tac.2_Frame_Shift_Del_p.M392fs|REV1_uc002tae.1_Frame_Shift_Del_p.M371fsNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CCTGTTTTCATTTTTTTTAAC0.348

+ 1 35 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN 1CCCACGATGGAAAAAAAGCCA0.353

+ 4 610 NM_007115 NP_009046 P98066 TSG6_HUMAN CUB. 0TGAGTTTTTTAGATTTTGACC0.408

- 6 1192_1194uc002uiw.2_Intron|uc002uix.1_Intron|WIPF1_uc002uja.2_In_Frame_Del_p.P287del|WIPF1_uc010fqt.1_In_Frame_Del_p.P287del|WIPF1_uc002ujc.1_In_Frame_Del_p.P287del|WIPF1_uc002uiz.2_In_Frame_Del_p.P287del|WIPF1_uc002ujb.1_In_Frame_Del_p.P287del|WIPF1_uc010zep.1_In_Frame_Del_p.P287delNM_003387 NP_003378 O43516 WIPF1_HUMAN Pro-rich. 2TTGTTGTTCTGAGGAGGAGGAGG0.685

+ 2 422PPP1R1C_uc002uon.2_Intron|PPP1R1C_uc002uop.1_Frame_Shift_Del_p.N45fs|PPP1R1C_uc010frm.1_Frame_Shift_Del_p.N52fs|PPP1R1C_uc010frn.1_RNANM_001080545 NP_001074014 Q8WVI7 PPR1C_HUMAN 0ATGAGCATAACCCCCCAGGTA0.388

+ 7 2047_2048SGOL2_uc010zhd.1_Frame_Shift_Ins_p.N645fs|SGOL2_uc010zhe.1_Frame_Shift_Ins_p.N645fsNM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4AAAAAAGGTAATTTTTTTTTCA0.337

- 15 3165C2orf67_uc002vdt.2_Frame_Shift_Del_p.N944fsNM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3CTGTCACCTATTTTTTTTAAC0.418

+ 4 350RQCD1_uc002vih.1_Frame_Shift_Del_p.L117fs|RQCD1_uc010zki.1_Frame_Shift_Del_p.L117fsNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CACATCCCACTTTTTTTGTAC0.413

+ 19 2288_2290GIGYF2_uc010zmj.1_In_Frame_Del_p.Q655del|GIGYF2_uc002vtg.2_In_Frame_Del_p.Q649del|GIGYF2_uc002vtj.3_In_Frame_Del_p.Q676del|GIGYF2_uc002vtk.3_In_Frame_Del_p.Q655del|GIGYF2_uc002vth.3_In_Frame_Del_p.Q649del|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_In_Frame_Del_p.Q486del|GIGYF2_uc002vtq.3_5'UTRNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7ACTGTCTTCCCAGCAGCAGCAGC0.424

- 16 2137HDLBP_uc002wba.2_Frame_Shift_Del_p.E637fs|HDLBP_uc002wbb.2_Frame_Shift_Del_p.E589fsNM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4CGGGCAGCTTCGCAGTTGGCT0.458

- 2 297_298 NM_001899 NP_001890 P01036 CYTS_HUMAN 1GAAGTAATTCACCCCCCCAAAG0.554 rs140501583

- 1 108CCT8_uc011acp.1_5'Flank|CCT8_uc002yna.2_5'UTR|CCT8_uc002ync.2_Frame_Shift_Del_p.L3fs|CCT8_uc010glm.2_Frame_Shift_Del_p.L3fs|CCT8_uc011acq.1_5'UTRNM_006585 NP_006576 P50990 TCPQ_HUMAN 0TGGGAACGTGAAGCGCCATGG0.627

+ 7 817_819 NM_005049 NP_005040 Q15269 PWP2_HUMAN Poly-Glu. 1 ggaggaggaagaggaggaggagg0.527

- 4 542GATSL3_uc003ahf.2_RNA|GATSL3_uc003ahg.2_RNA|GATSL3_uc003ahh.2_RNA|GATSL3_uc010gvq.2_RNA|GATSL3_uc003ahi.2_Frame_Shift_Del_p.G31fs|TBC1D10A_uc003ahj.3_Frame_Shift_Del_p.G85fs|TBC1D10A_uc010gvu.2_Frame_Shift_Del_p.G180fs|TBC1D10A_uc003ahk.3_Frame_Shift_Del_p.G173fsNM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1TCACCCGTGGCCCCCCCGGGA0.607

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMAN6.|8 X 7 AA tandem repeats of [PT]-[AT]-A- [ENT]-[PT]-[PTS]-[AG].0GCAAACCCCCCAGCGCCTGCTGCAAACCCCTCAGCACCTGC0.665rs66468174;rs77417880;rs62235033;rs13056859;rs62235034

+ 8 2694GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bql.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bqn.1_Frame_Shift_Del_p.I390fs|GRM7_uc010hch.1_Frame_Shift_Del_p.I318fsNM_000844 NP_000835 Q14831 GRM7_HUMANHelical; Name=6; (Potential). 7TTCATTCCAATTTTTTTTGGC0.383



- 23 4302MAGI1_uc003dmm.2_3'UTRNM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6GTGTGCCCGCTTTTCCCCATG0.587

- 13 1581_1583SLC25A26_uc011bft.1_RNA|LRIG1_uc011bfu.1_In_Frame_Del_p.S144del|LRIG1_uc003dmw.2_In_Frame_Del_p.S190del|LRIG1_uc010hnz.2_In_Frame_Del_p.S240del|LRIG1_uc010hoa.2_In_Frame_Del_p.S548delNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 1.|Poly-Ser. 5TCATGGGGGAGCTGCTGCTGCTG0.547

- 2 497_499FOXP1_uc003dom.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dop.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003doq.1_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dos.2_In_Frame_Del_p.58_59QQ>QNM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. 2CAGTACCTGTTGCTGCTGCTGCT0.586

- 7 2698CCDC80_uc011bhv.1_Intron|CCDC80_uc003dzg.2_Frame_Shift_Del_p.G827fs|CCDC80_uc003dzh.1_Frame_Shift_Del_p.G827fsNM_199512 NP_955806 Q76M96 CCD80_HUMAN 2TTCTAACACTCCCCCAACTTC0.373

+ 2 249KALRN_uc010hrv.1_Frame_Shift_Del_p.E41fs|KALRN_uc003ehf.1_Frame_Shift_Del_p.E41fs|KALRN_uc011bjy.1_Frame_Shift_Del_p.E41fsNM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6ATCCTAAAGGAAAAGGTGGCC0.458

+ 4 325TMEM108_uc003epi.2_Frame_Shift_Del_p.L17fs|TMEM108_uc003epj.1_Frame_Shift_Del_p.L17fs|TMEM108_uc003epk.2_Intron|TMEM108_uc003epm.2_5'UTRNM_023943 NP_076432 Q6UXF1 TM108_HUMAN 4GTTTCCTGCTGATCTTGGCAC0.552

- 9 1978VEPH1_uc003fbk.1_Frame_Shift_Del_p.N554fs|VEPH1_uc010hvu.1_Frame_Shift_Del_p.N554fsNM_024621 NP_078897 Q14D04 MELT_HUMAN 5TTTGCTGAGGTTTTTTTTTAA0.393

+ 16 2019PSMD2_uc011brj.1_Frame_Shift_Del_p.M503fs|PSMD2_uc011brk.1_Frame_Shift_Del_p.M532fsNM_002808 NP_002799 Q13200 PSMD2_HUMAN 0TTATTGCTATGGGGGAGGAGA0.463

- 2 1425_1426MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_Frame_Shift_Del_p.S204fsNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GGTGGTTCTTAGAAAAAGCTGT0.46

- 10 1345UBXN7_uc003fwn.3_Frame_Shift_Del_p.R276fs|UBXN7_uc010iae.2_Frame_Shift_Del_p.R262fsNM_015562 NP_056377 O94888 UBXN7_HUMAN UBX. 3ATCTGTTCCCTTTTTCCATCT0.308

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0CGCCTGCTCACGTGCCGATGTG0.683

+ 1 3948 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0TTGTGGAGTGCCCGCCTGCTC0.672

- 4 678GRPEL1_uc003gjz.1_3'UTRNM_025196 NP_079472 Q9HAV7 GRPE1_HUMAN 0TCCTTCACCACCCCCACCAGG0.537

- 6 913_914FRYL_uc003gyk.2_Frame_Shift_Del_p.S103fs|FRYL_uc003gyl.1_Frame_Shift_Del_p.S154fs|FRYL_uc003gym.1_Frame_Shift_Del_p.S103fsNM_015030 NP_055845 O94915 FRYL_HUMAN 1CTTACCCCTTAGACTTTGTGCT0.406

+ 11 2218PKD2_uc011cdf.1_Frame_Shift_Del_p.K136fs|PKD2_uc011cdg.1_Frame_Shift_Del_p.K44fs|PKD2_uc011cdh.1_5'UTRNM_000297 NP_000288 Q13563 PKD2_HUMANEF-hand domain.|Cytoplasmic (Potential). 1ACTAAAACTGAAAAAAAATAC0.348

+ 22 2560_2562ANK2_uc003ibd.3_In_Frame_Del_p.T805del|ANK2_uc003ibf.3_In_Frame_Del_p.T826del|ANK2_uc011cgc.1_In_Frame_Del_p.T35del|ANK2_uc003ibc.2_In_Frame_Del_p.T802del|ANK2_uc011cgb.1_In_Frame_Del_p.T841delNM_001148 NP_001139 Q01484 ANK2_HUMAN 14CTGAGGAGGTCACCACCACCACC0.443

+ 8 1369 INTU_uc011cgq.1_IntronNM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1GTTTGGATCATTTTTTTAACT0.433

+ 15 2957ODZ3_uc003ive.1_Frame_Shift_Del_p.F380fsNM_001080477 NP_001073946 Q9P273 TEN3_HUMANExtracellular (Potential). 0TTTATCCACCTTTTTCAGATC0.408

- 27 4142_4143MYO10_uc011cnc.1_Frame_Shift_Ins_p.G104fs|MYO10_uc011cnd.1_Frame_Shift_Ins_p.G582fs|MYO10_uc011cne.1_Frame_Shift_Ins_p.G582fs|MYO10_uc010itx.2_Frame_Shift_Ins_p.G848fsNM_012334 NP_036466 Q9HD67 MYO10_HUMAN PH 1. p.S1226fs*25(1) 3GCGTGGAGGAGCCCCCCCCTTT0.564

+ 46 8393_8395NIPBL_uc003jkk.3_In_Frame_Del_p.E2636del|NIPBL_uc003jkn.2_In_Frame_Del_p.E329delNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9GGACCCTGATGAAGAAGAAGAAG0.379

+ 3 342 NM_002104 NP_002095 P49863 GRAK_HUMAN Peptidase S1. 0ACTGGAGATCAAAAAATTTAT0.393

+ 14 2276_2277BDP1_uc003kbn.1_Frame_Shift_Del_p.T671fs|BDP1_uc003kbo.2_Frame_Shift_Del_p.T671fsNM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2TGGAGACTACAGAGAGAGAGAA0.302

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

- 2 321_322H2AFY_uc003lao.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lan.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lap.1_RNA|H2AFY_uc003laq.1_RNA|H2AFY_uc003lar.1_RNA|H2AFY_uc011cxz.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003las.1_Frame_Shift_Ins_p.P37fs|H2AFY_uc003lat.1_Frame_Shift_Ins_p.P37fsNM_138610 NP_613258 O75367 H2AY_HUMAN Histone H2A. 0ATCCTGTACTTGGGGTGGCCTT0.579

- 8 1002CDC25C_uc003lcq.1_Frame_Shift_Del_p.K171fs|CDC25C_uc003lcr.1_Frame_Shift_Del_p.K244fs|CDC25C_uc011cyp.1_Frame_Shift_Del_p.K261fs|CDC25C_uc003lcs.1_Frame_Shift_Del_p.K322fsNM_001790 NP_001781 P30307 MPIP3_HUMAN 3AGAAAAATACTTTTTTTTAAC0.388

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMANCytoplasmic (Potential). 9GGGGAAGAGGACACACACACAC0.495

- 20 3367PPP1R10_uc010jsc.1_Frame_Shift_Del_p.L593fsNM_002714 NP_002705 Q96QC0 PP1RA_HUMAN 4CCCTAGGGCAGGGGGGGCCCA0.572

+ 1 180MDC1_uc003nrg.3_5'Flank|TUBB_uc003nrk.1_Frame_Shift_Del_p.A18fs|TUBB_uc011dmq.1_5'FlankNM_178014 NP_821133 P07437 TBB5_HUMAN 1CAGATCGGTGCCAAGGTAAGA0.413

- 10 1618BAT3_uc003nvf.3_Frame_Shift_Del_p.P429fs|BAT3_uc003nvh.3_Frame_Shift_Del_p.P429fs|BAT3_uc003nvi.3_Frame_Shift_Del_p.P429fs|BAT3_uc011dnw.1_Frame_Shift_Del_p.P429fs|BAT3_uc011dnx.1_Frame_Shift_Del_p.P429fs|BAT3_uc003nvj.1_Frame_Shift_Del_p.P429fsNM_004639 NP_004630 P46379 BAG6_HUMAN4 X 29 AA approximate repeats.|2.|Pro-rich. 0GGTGGCTGGCGGGGGAGCTGG0.627

+ 15 5496PHF3_uc003pen.2_Frame_Shift_Del_p.P1736fs|PHF3_uc011dxs.1_Frame_Shift_Del_p.P1093fsNM_015153 NP_055968 Q92576 PHF3_HUMAN Pro-rich. 5TCCTAATTTTCCCCCACAAAG0.507

+ 3 679CCDC126_uc003swm.2_Frame_Shift_Del_p.A74fs|CCDC126_uc003swn.2_Frame_Shift_Del_p.A74fsNM_138771 NP_620126 Q96EE4 CC126_HUMAN 2AGAACGGTGCTTCTATGGCAG0.373

+ 3 358_360NRF1_uc003vpa.2_In_Frame_Del_p.A84del|NRF1_uc011kpa.1_Intron|NRF1_uc003vpb.2_In_Frame_Del_p.A84delNM_005011 NP_005002 Q16656 NRF1_HUMAN Poly-Ala. 1GGGAATGGCCGCTGCTGCTGCTG0.453

- 1 103ATG9B_uc003wig.3_5'FlankNM_173681 NP_775952 Q674R7 ATG9B_HUMANCytoplasmic (By similarity). 1GCCTTCTTCTCCCCCCCCAGC0.642

+ 9 940_941ADAM9_uc011lcf.1_RNA|ADAM9_uc011lcg.1_RNA|ADAM9_uc010lwr.2_RNANM_003816 NP_003807 Q13443 ADAM9_HUMANExtracellular (Potential).|Peptidase M12B. 2CGTGCAGTGGCGGGAAAAGTTT0.376

+ 6 690_691PREX2_uc003xxu.1_Frame_Shift_Del_p.L221fs|PREX2_uc011lez.1_Frame_Shift_Del_p.L156fsNM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17TGGAGAAGTTAGAAGTTTTAGA0.465 rs142449465

+ 9 1115HNF4G_uc003yar.2_Frame_Shift_Del_p.R319fsNM_004133 NP_004124 Q14541 HNF4G_HUMAN 1TATGACTCCCGGGGGAGGTTT0.463

+ 2 694PDP1_uc003ygf.2_Frame_Shift_Del_p.V167fs|PDP1_uc010max.2_Frame_Shift_Del_p.V167fs|PDP1_uc011lgm.1_Frame_Shift_Del_p.V142fs|PDP1_uc011lgn.1_Frame_Shift_Del_p.V201fsNM_018444 NP_060914 Q9P0J1 PDP1_HUMAN 4CTTTTGGGGGTTTTTGATGGC0.483

- 1 2929RANBP6_uc011lmf.1_Frame_Shift_Del_p.N621fs|RANBP6_uc003zjs.2_Frame_Shift_Del_p.N561fsNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3AGCAATGACATTTTTTTTGGT0.358

- 11 1166_1168HNRNPK_uc011lsw.1_In_Frame_Del_p.74_75PP>P|HNRNPK_uc004and.3_In_Frame_Del_p.74_75PP>P|HNRNPK_uc004ank.3_In_Frame_Del_p.314_315PP>P|HNRNPK_uc004anf.3_In_Frame_Del_p.314_315PP>P|HNRNPK_uc004anh.3_In_Frame_Del_p.290_291PP>P|HNRNPK_uc011lsx.1_In_Frame_Del_p.290_291PP>P|HNRNPK_uc004ani.3_In_Frame_Del_p.314_315PP>P|HNRNPK_uc004anj.3_In_Frame_Del_p.314_315PP>P|HNRNPK_uc004ann.3_In_Frame_Del_p.290_291PP>P|HNRNPK_uc004anl.3_In_Frame_Del_p.314_315PP>P|HNRNPK_uc004anm.3_In_Frame_Del_p.314_315PP>P|uc004ano.1_5'Flank|MIR7-1_hsa-mir-7-1|MI0000263_5'FlankNM_031262 NP_112552 P61978 HNRPK_HUMANPoly-Pro.|5 X 4 AA repeats of G-X-G-G.|2 X 6 AA approximate repeats.|2 X 22 AA approximate repeats.|Interaction with ZIK1 (By similarity).1CCCCCCTCTAGGTGGTGGTGGTG0.522

+ 48 6083KIAA1529_uc004axe.1_Frame_Shift_Del_p.L1576fs|KIAA1529_uc004axg.1_Frame_Shift_Del_p.L1631fs|KIAA1529_uc004axh.1_RNA|KIAA1529_uc011luw.1_Frame_Shift_Del_p.L724fsNM_020893 NP_065944 7AGATTCTTCTCCAGCCAACAT0.522

+ 13 3791_3793 NM_173689 NP_775960 Q5IJ48 CRUM2_HUMANHelical; (Potential). 1CCTGTGCCTGCCTCCTCCTCCTC0.67

+ 13 2206DDX3X_uc004dff.2_Frame_Shift_Del_p.K451fs|DDX3X_uc011mkq.1_Frame_Shift_Del_p.K435fs|DDX3X_uc011mkr.1_Intron|DDX3X_uc011mks.1_Intron|DDX3X_uc004dfg.2_RNA|DDX3X_uc011mkt.1_RNANM_001356 NP_001347 O00571 DDX3X_HUMANHelicase C-terminal.|Necessary for interaction with XPO1.6TGTGGAGACCAAAAAGGGTGC0.433

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACATTCACCTGGGGGGGTGCA0.532

+ 7 512_514ZNF185_uc011myg.1_In_Frame_Del_p.E165del|ZNF185_uc011myh.1_In_Frame_Del_p.E165del|ZNF185_uc011myi.1_In_Frame_Del_p.E165del|ZNF185_uc011myj.1_In_Frame_Del_p.E165del|ZNF185_uc011myk.1_In_Frame_Del_p.E165del|ZNF185_uc004fgw.3_In_Frame_Del_p.E30del|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'FlankNM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3AGGGGACACCgaggaggaggagg0.522



+ 1 1337_1339 NM_207334 NP_997217 Q6ZT52 FA43B_HUMAN NA 0 ggaggaggacgaggaggaggagg0.567

- 11 1675_1676ANKRD13C_uc009wbk.2_Frame_Shift_Del_p.K415fsNM_030816 NP_110443 Q8N6S4 AN13C_HUMAN NA 0CTATCGTAGCTTTAAACGTTTT0.361

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. NA 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 25 4510 NM_024408 NP_077719 Q04721 NOTC2_HUMANExtracellular (Potential).NA 27GAGGGGTGCTGGGGGGTGCCG0.632

+ 7 1724_1726PRG4_uc001grt.3_In_Frame_Del_p.E518del|PRG4_uc009wyl.2_In_Frame_Del_p.E466del|PRG4_uc009wym.2_In_Frame_Del_p.E425del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN28.|59 X 8 AA repeats of K-X-P-X-P-T-T-X.NA 1ACCACCACCAAGGAGCCTGCACC0.635

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN NA 8GAACCAGTCTCTCCTCCTCCTCC0.596

- 26 3234SMARCC2_uc001skd.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001ska.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001skc.2_Frame_Shift_Del_p.P1073fs|SMARCC2_uc010sqf.1_Frame_Shift_Del_p.P963fsNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. NA 6ATGGGGTCCAGGGGGGGGAAC0.577

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain).NA 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. NA 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN NA 5AACAGGAGGCAGAGAGAGAGAA0.386

- 1 61_63C15orf24_uc001zhn.2_5'UTR|PGBD4_uc001zho.2_5'FlankNM_020154 NP_064539 Q9NPA0 CO024_HUMAN NA 0ATCCCCCGATAGCAGCAGCAGCA0.665

+ 1 97_98B2M_uc010uek.1_Frame_Shift_Del_p.L13fs|B2M_uc010bdx.1_Frame_Shift_Del_p.L13fsNM_004048 NP_004039 P61769 B2MG_HUMAN NA 3GCTCGCGCTACTCTCTCTTTCT0.614

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. NA 3GATGTCCACACACCACCACCACC0.576

- 22 3911 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. NA 6CTGGATTTCCTTTTTCAGCTG0.522

- 8 907_909MKS1_uc010wnq.1_In_Frame_Del_p.E75del|MKS1_uc002ivs.1_In_Frame_Del_p.E278delNM_017777 NP_060247 Q9NXB0 MKS1_HUMAN NA 1GCCGTTCCCGCTCCTCCTCCTCC0.532

+ 13 2443 NM_182973 NP_892018 Q7Z410 TMPS9_HUMANExtracellular (Potential).NA 2CACCCAGCTACCAGGTACCGG0.567

- 5 915ZNF653_uc002mrz.1_5'Flank|ECSIT_uc002msa.1_RNA|ECSIT_uc010dyc.1_Frame_Shift_Del_p.Q261fs|ECSIT_uc010dyd.2_Frame_Shift_Del_p.Q261fs|ECSIT_uc010xma.1_Frame_Shift_Del_p.Q47fsNM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN NA 1ATGTGGGGCTGGGGGGGATCT0.582

+ 13 1487GRAMD1A_uc002nxk.2_Frame_Shift_Del_p.G443fs|GRAMD1A_uc002nxl.2_Frame_Shift_Del_p.G216fs|GRAMD1A_uc010xsf.1_Frame_Shift_Del_p.G455fs|GRAMD1A_uc002nxm.1_RNA|GRAMD1A_uc002nxn.1_Frame_Shift_Del_p.G65fsNM_020895 NP_065946 Q96CP6 GRM1A_HUMAN NA 0TCCGGCGCGGCCCCCAGGCCG0.692

+ 17 1944_1945RYR1_uc002oiu.2_Frame_Shift_Del_p.L605fsNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|B30.2/SPRY 1.NA 12CTATGCTCCCTGTGTGTGTGTA0.53

- 3 305ANKRD23_uc002sxb.2_RNA|ANKRD23_uc002sxc.2_Frame_Shift_Del_p.P92fsNM_144994 NP_659431 Q86SG2 ANR23_HUMAN NA 1CAGGTTTCCTGGGGGGGACTC0.527

+ 3 1075_1077GZF1_uc002wsy.2_In_Frame_Del_p.E306del|GZF1_uc010zsq.1_Intron|GZF1_uc010zsr.1_Intron|GZF1_uc002wsz.2_In_Frame_Del_p.E306delNM_022482 NP_071927 Q9H116 GZF1_HUMAN NA 1 ggaggaggaagaggaggaggagg0.384

+ 6 641 GINS1_uc010zte.1_RNANM_021067 NP_066545 Q14691 PSF1_HUMAN NA 2CAGTCCTATTAAAAAAAAATA0.299

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.NA 7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 60 8252_8253 NM_005560 NP_005551 O15230 LAMA5_HUMANDomain II and I. NA 3CTTACTGGCAGCCCCCCGGGCC0.663

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. NA 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

+ 22 3696SHANK3_uc003bnf.1_Frame_Shift_Del_p.S679fs|SHANK3_uc010hbg.1_Frame_Shift_Del_p.S414fsNM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN NA 1ACGCCACCAGCAACGGGCAGG0.692

- 3 713_715WWTR1_uc003exf.2_In_Frame_Del_p.Q233del|WWTR1_uc011bns.1_In_Frame_Del_p.Q233del|WWTR1_uc003exh.2_In_Frame_Del_p.Q233delNM_015472 NP_056287 Q9GZV5 WWTR1_HUMANPotential.|Gln-rich. NA 4GCCGCAGTTTCTGCTGCTGCTGC0.581

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 NA 0GCCTGCTCACATGTGCCGATGT0.683rs35123539;rs79888804

- 4 1088_1090YTHDC1_uc003hdy.2_In_Frame_Del_p.245_246EE>ENM_001031732 NP_001026902 Q96MU7 YTDC1_HUMAN Glu-rich. NA 2 ttcttcttcttcctcctcctcct 0.202 rs141105019

+ 11 1625_1627BMP2K_uc010ijl.1_RNA|BMP2K_uc003hlj.2_In_Frame_Del_p.H494del|BMP2K_uc003hll.2_5'FlankNM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. NA 1 gcagcagcagcaccaccaccacc0.172

- 2 1076_1078ZNF827_uc003ikm.2_In_Frame_Del_p.P343del|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. NA 0 TCCAGGGATTgtggtggtggtgg0.35

- 7 1662SH3D19_uc003imc.2_Frame_Shift_Del_p.P191fs|SH3D19_uc003ime.2_Frame_Shift_Del_p.P191fs|SH3D19_uc010ipm.2_Frame_Shift_Del_p.P191fsNM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. NA 2AACTGGAACTGGGGGGTTGGC0.557

- 7 1606_1608SH3RF1_uc010irc.1_In_Frame_Del_p.A124delNM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN Poly-Ala. NA 3GGTCCCATTCCAGCAGCAGCAGC0.601

+ 11 1893 NM_052909 NP_443141 Q96PX9 PKH4B_HUMAN NA 2ACCGCCCCTTGCCCAGAGCCC0.662

+ 3 292_299 NM_175921 NP_787117 A6NDU8 CE051_HUMAN NA 0GAAAGTAAAAGAGCTGATTAGTTTTCTT0.298

+ 13 2025NNT_uc003jof.2_Frame_Shift_Del_p.D590fsNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. NA 3GTCCCACTGACCCCCCAGAAT0.463

+ 1 725_727FLJ33630_uc003kun.2_5'Flank|FLJ33630_uc003kuo.2_5'Flank|FLJ33630_uc003kup.1_5'Flank|FLJ33630_uc003kuq.1_5'Flank|FLJ33630_uc003kur.2_5'Flank|SLC12A2_uc010jdf.2_RNA|SLC12A2_uc010jdg.2_In_Frame_Del_p.G192delNM_001046 NP_001037 P55011 S12A2_HUMANPoly-Gly.|Cytoplasmic (Potential).NA 3GCCTGCACTCCGGCGGCGGCGGC0.65

+ 1 184_185DOM3Z_uc003nyo.1_5'UTR|DOM3Z_uc003nyp.1_5'UTR|DOM3Z_uc003nyq.1_5'UTR|DOM3Z_uc003nyr.1_5'UTR|DOM3Z_uc003nys.1_5'Flank|DOM3Z_uc010jtl.1_5'UTR|STK19_uc003nyt.2_5'UTR|DOM3Z_uc003nyu.1_5'UTR|STK19_uc011dow.1_Frame_Shift_Ins_p.A19fs|STK19_uc011dox.1_5'UTR|STK19_uc003nyw.2_Frame_Shift_Ins_p.A19fs|STK19_uc010jtn.1_5'FlankNM_032454 NP_115830 P49842 STK19_HUMAN NA 4CAGTGGCGGGCAAACCCCTCCC0.634

- 5 1557_1559ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_In_Frame_Del_p.376_377EE>E|DAXX_uc011dre.1_In_Frame_Del_p.463_464EE>E|DAXX_uc003oed.2_In_Frame_Del_p.451_452EE>ENM_001350 NP_001341 Q9UER7 DAXX_HUMANAsp/Glu-rich (acidic).|Potential.|Necessary for interaction with USP7.NA 23 ctcttcttcttcctcctcctcct 0.251

+ 19 4224UHRF1BP1_uc010jvm.1_RNA|UHRF1BP1_uc010jvn.2_RNA|UHRF1BP1_uc010jvo.2_RNANM_017754 NP_060224 Q6BDS2 URFB1_HUMAN NA 3AGGATGATATCCCCCCCATCT0.517

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN NA 7CTACGTCGCCTTTTTTCCTGT0.493

- 22 2918DST_uc003pcz.3_Frame_Shift_Del_p.Q786fs|DST_uc011dxj.1_Frame_Shift_Del_p.Q815fs|DST_uc011dxk.1_Frame_Shift_Del_p.Q826fs|DST_uc003pcy.3_Frame_Shift_Del_p.Q460fs|DST_uc003pdb.2_Frame_Shift_Del_p.Q460fs|DST_uc003pdc.3_Frame_Shift_Del_p.Q460fs|DST_uc003pdd.3_Frame_Shift_Del_p.Q460fsNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 1. NA 14CAGCTCCACTGCGTCTGCATT0.448

- 7 1235_1236IFNGR1_uc011edm.1_Frame_Shift_Del_p.S350fsNM_000416 NP_000407 P15260 INGR1_HUMANCytoplasmic (Potential).NA 1AGGTGAAGAACTCTCTCTCTCT0.431

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN NA 0GGTACCAGGCTTTTTTTTTAA0.408

+ 8 1031DYNC1I1_uc003uod.3_Frame_Shift_Del_p.F235fs|DYNC1I1_uc003uob.2_Frame_Shift_Del_p.F215fs|DYNC1I1_uc003uoe.3_Frame_Shift_Del_p.F232fs|DYNC1I1_uc010lfl.2_Frame_Shift_Del_p.F241fsNM_004411 NP_004402 O14576 DC1I1_HUMAN NA 4TTCCGACATCTTTTTTGACTA0.383

+ 2 163ZKSCAN5_uc010lfx.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqw.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqx.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqy.2_5'UTRNM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN NA 1TAGACTTAGACCCCCCAGCTG0.483

- 3 838_842WNT2_uc003vja.2_Frame_Shift_Del_p.K84fsNM_003391 NP_003382 P09544 WNT2_HUMAN NA 7 GGCTCTGGCAtcctttcctttcctt0.424



- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN NA 5GTAGGGTATAGGGGGGGAGGC0.483

+ 6 1464ZNF398_uc011kul.1_Frame_Shift_Del_p.P226fs|ZNF398_uc011kum.1_Frame_Shift_Del_p.P402fsNM_170686 NP_733787 Q8TD17 ZN398_HUMAN NA 1CAGCGAGACACCCCCCACCTG0.587

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMANGlu-rich.|Necessary for nucleolar localization and for targeting PPP1CA to the nucleolus.NA 0 ggacgaaagtgaggaggaggagg0.236

- 3 1464RAB11FIP1_uc010lvz.1_Frame_Shift_Del_p.E322fs|RAB11FIP1_uc003xkn.1_Frame_Shift_Del_p.E474fs|RAB11FIP1_uc003xkl.1_5'Flank|RAB11FIP1_uc003xko.1_5'Flank|RAB11FIP1_uc003xkp.1_Frame_Shift_Del_p.E322fsNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN NA 3GATGCGTCCTCCCCCGGCTTA0.567

+ 12 1710_1711ESRP1_uc003ygr.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygs.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygt.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygu.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygv.2_Frame_Shift_Ins_p.H349fs|ESRP1_uc003ygw.2_Frame_Shift_Ins_p.H349fsNM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. NA 4AGAAGTGTCATAAAAAAAACAT0.436

- 1 315CSMD3_uc011lhx.1_Frame_Shift_Del_p.L52fs|CSMD3_uc010mcx.1_Frame_Shift_Del_p.L52fs|CSMD3_uc003ynx.3_Frame_Shift_Del_p.L52fsNM_198123 NP_937756 Q7Z407 CSMD3_HUMANHelical; (Potential). NA 63ACACCGTCAATAAAAAGACGA0.498

+ 3 610_612MYC_uc003ysi.2_In_Frame_Del_p.Q52delNM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. NA 6GAACTTCTACCAGCAGCAGCAGC0.611 rs61752959

+ 1 511_513 NM_001013735 NP_001013757 Q5VYV0 FOXB2_HUMAN Poly-Pro. NA 0 gccgccgcccccgccgccgccgc0.315

- 8 2229AKNA_uc004bin.3_5'Flank|AKNA_uc004bio.3_Frame_Shift_Del_p.P158fs|AKNA_uc004bip.3_Frame_Shift_Del_p.P617fs|AKNA_uc004bir.3_Frame_Shift_Del_p.P698fs|AKNA_uc004bis.3_Frame_Shift_Del_p.P698fs|AKNA_uc010mve.2_Frame_Shift_Del_p.P579fs|AKNA_uc004biu.1_Frame_Shift_Del_p.P439fs|AKNA_uc004biv.1_Frame_Shift_Del_p.P698fsNM_030767 NP_110394 Q7Z591 AKNA_HUMAN NA 6TGGCTGGCATGGGGGCTTGTC0.577

- 22 6093TNC_uc010mvf.2_Frame_Shift_Del_p.R1638fsNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 15. NA 7ACTGATGCCCGGGGGGGTCGC0.478 rs148674204

+ 2 218_219 NM_001145249 NP_001138721 P0CG42 F157B_HUMAN Gln-rich. NA 0 CGgcagcggcggcagcagcagc0.386

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN NA 2ATGACTGGTCTGATGATGATGAT0.448

+ 3 1864_1866MAMLD1_uc011mxt.1_In_Frame_Del_p.Q568del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q533delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. NA 0 CCTTgcagctgcagcagcagcag0.488

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr.NA 3CCTATTGGTTGTGGTGGTGGTGG0.552

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMANCytoplasmic (Potential).|Interaction with LRR-1.p.E250G(1) 4TCACATCCTCCTTCTTCTTCTTC0.379

- 7 868_869C1orf201_uc010oej.1_Frame_Shift_Del_p.F73fs|C1orf201_uc001bja.2_Frame_Shift_Del_p.F198fs|C1orf201_uc001bjb.2_Frame_Shift_Del_p.F153fs|C1orf201_uc001bjd.2_Frame_Shift_Del_p.F245fs|C1orf201_uc001bje.1_Frame_Shift_Del_p.F198fs|C1orf201_uc001bjf.2_Frame_Shift_Del_p.F113fsQ5TH74 CA201_HUMAN 2GACTCACGGGAAAAGAGTCTTT0.455

- 8 728_730EYA3_uc010ofs.1_In_Frame_Del_p.A135del|EYA3_uc010oft.1_In_Frame_Del_p.A142del|EYA3_uc001bpj.2_In_Frame_Del_p.A142del|EYA3_uc001bpk.1_RNA|EYA3_uc010ofu.1_RNANM_001990 NP_001981 Q99504 EYA3_HUMAN 3ATGCTGGCTACTGCTGCTGCTGG0.404

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 GTGCCGGGACtggtggtggtggt0.537

+ 7 798_799 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANCytoplasmic (Potential). 0AATATTCCAGCTTTTTTTTATA0.386

+ 8 2280BCL9_uc010ozr.1_Frame_Shift_Del_p.P440fsNM_004326 NP_004317 O00512 BCL9_HUMANPoly-Pro.|Pro-rich. 6GGTCCGAGGACCCCCCCCTCC0.582

+ 8 3460BCL9_uc010ozr.1_Frame_Shift_Del_p.S833fsNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6TCCATTAAGTCCCCCCCTGTT0.622

- 11 2245_2247PBXIP1_uc001ffs.2_In_Frame_Del_p.H700del|PBXIP1_uc010pep.1_In_Frame_Del_p.H574delNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1TGTCAGCCCCGGTGGTGGTGGTG0.64 rs143592003

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

- 1 356_358 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2TGCCAGCAGTAGCAGCAGCAGCA0.512

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

- 1 89_91 NM_000537 NP_000528 P00797 RENI_HUMAN 4GGAGCCCCAGAGCAGCAGCAGCA0.581rs121917743;rs142739309

- 1 479 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2TCGCCGAGGGAAAAAGGGTGG0.622

- 2 253TMEM206_uc010pte.1_Frame_Shift_Del_p.E90fsNM_018252 NP_060722 Q9H813 TM206_HUMANCytoplasmic (Potential). 1TTGTCCTGCTCGTCTGCCAGC0.542

- 38 5610HEATR1_uc009xgh.1_Frame_Shift_Del_p.T991fsNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3TGCTTGTAAGTTTTTTTGATG0.438

- 16 6375JMJD1C_uc001jml.2_Frame_Shift_Del_p.K1788fs|JMJD1C_uc001jmm.2_Frame_Shift_Del_p.K1737fs|JMJD1C_uc010qiq.1_Frame_Shift_Del_p.K1843fs|JMJD1C_uc009xpi.2_Frame_Shift_Del_p.K1843fs|JMJD1C_uc009xpj.1_RNA|JMJD1C_uc001jmo.2_5'Flank|JMJD1C_uc009xpk.1_Frame_Shift_Del_p.K923fsNM_032776 NP_116165 Q15652 JHD2C_HUMAN 6 TATGTTTACCTTTTTTTTCCT0.373

- 5 848_849 NM_004969 NP_004960 P14735 IDE_HUMAN 3TCGACCTAAAACACAAACAGCC0.337

- 7 1155_1156HPSE2_uc009xwc.1_Frame_Shift_Del_p.Q355fs|HPSE2_uc001kpo.1_Frame_Shift_Del_p.Q297fs|HPSE2_uc009xwd.1_Frame_Shift_Del_p.Q243fsNM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1TTACTCACTTTCTGAATTTTCC0.465

+ 1 655CNNM2_uc001kwn.2_Frame_Shift_Del_p.I177fs|CNNM2_uc001kwl.2_Frame_Shift_Del_p.I177fsNM_017649 NP_060119 Q9H8M5 CNNM2_HUMAN 2AGATCGAGATCAAACCGCTAC0.637

+ 21 3110SORCS3_uc010qqz.1_RNANM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10TCATCACTTTGGACAGCAGCA0.453

+ 3 305FAM45A_uc010qsv.1_Frame_Shift_Del_p.H79fs|FAM45A_uc010qsw.1_5'UTR|FAM45A_uc010qsx.1_RNA|FAM45A_uc010qsy.1_Frame_Shift_Del_p.H14fs|FAM45A_uc010qsz.1_5'UTR|uc001ldx.2_5'FlankNM_207009 NP_996892 Q8TCE6 FA45A_HUMAN 1AGGTGACTCATTTTTCTATTG0.299

- 22 2979MTA2_uc010rlx.1_5'Flank|MTA2_uc001ntq.1_5'Flank|EML3_uc001ntr.1_Frame_Shift_Del_p.R826fs|EML3_uc001nts.1_Frame_Shift_Del_p.A863fs|EML3_uc001ntt.1_Frame_Shift_Del_p.A775fs|EML3_uc010rly.1_Frame_Shift_Del_p.R854fsNM_153265 NP_694997 Q32P44 EMAL3_HUMAN 1AGGGAGGAGGCGGGGGACAGG0.512

+ 4 308 PTS_uc009yyo.2_RNA NM_000317 NP_000308 Q03393 PTPS_HUMAN 0GGCTGATCTCAAAAAATATAT0.408

- 22 3672_3674PRDM10_uc001qfj.2_In_Frame_Del_p.T1048del|PRDM10_uc001qfk.2_In_Frame_Del_p.T1010del|PRDM10_uc001qfl.2_In_Frame_Del_p.T1061del|PRDM10_uc010sbx.1_In_Frame_Del_p.T1057del|PRDM10_uc001qfn.2_In_Frame_Del_p.T1143delNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1CCGTTCCCGTTGGTGGTGGTGGT0.547

- 3 257_259 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.601

+ 3 968NR4A1_uc010sno.1_Frame_Shift_Del_p.L231fs|NR4A1_uc001rzr.2_Frame_Shift_Del_p.L218fs|NR4A1_uc009zmb.1_Frame_Shift_Del_p.L218fs|NR4A1_uc001rzt.2_Frame_Shift_Del_p.L218fs|NR4A1_uc009zmc.2_5'FlankNM_002135 NP_002126 P22736 NR4A1_HUMAN 0CCCACCAGCTGGGGGAGGGAG0.632

+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=5; (Potential). 3ACTCATGGCATTTTTTTTAGC0.393

+ 3 344_345RFC3_uc001uva.2_Frame_Shift_Ins_p.S78fs|RFC3_uc010ted.1_Frame_Shift_Ins_p.S78fsNM_002915 NP_002906 P40938 RFC3_HUMAN 0AGACTCCATCTAAAAAAAAAAT0.267

- 14 3949_3950ZC3H13_uc001vaq.2_5'UTR|ZC3H13_uc001vas.1_Frame_Shift_Del_p.R1315fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. 2 cgtatctctcctctctctctcg 0.178

+ 4 541SLAIN1_uc001vkk.1_Frame_Shift_Del_p.G89fs|SLAIN1_uc001vkl.1_Frame_Shift_Del_p.G45fs|SLAIN1_uc010thz.1_Frame_Shift_Del_p.G44fs|SLAIN1_uc010aex.1_Intron|SLAIN1_uc010aey.1_Intron|SLAIN1_uc001vkm.2_Frame_Shift_Del_p.G45fsNM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2TGAGTTCAGGAAAAAAAGGGA0.388

- 2 2153_2154LIG4_uc001vqo.2_Frame_Shift_Ins_p.K627fs|LIG4_uc010agg.1_Frame_Shift_Ins_p.K560fs|LIG4_uc010agf.2_Frame_Shift_Ins_p.K627fs|LIG4_uc001vqp.2_Frame_Shift_Ins_p.K627fsNM_002312 NP_002303 P49917 DNLI4_HUMAN 0CAGCTTTCCGCTTTTTTTCTTG0.386

- 16 1016COL4A1_uc010agl.2_IntronNM_001845 NP_001836 P02462 CO4A1_HUMANTriple-helical region. 6CGGGACTCCCTTTTTCCCCTT0.398

- 19 4102_4104CDH24_uc001wil.2_5'Flank|CDH24_uc010akf.2_5'Flank|CDH24_uc001win.3_5'Flank|ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_In_Frame_Del_p.500_501EE>E|ACIN1_uc001wiq.3_In_Frame_Del_p.500_501EE>E|ACIN1_uc001wir.3_In_Frame_Del_p.531_532EE>E|ACIN1_uc001wis.3_In_Frame_Del_p.939_940EE>E|ACIN1_uc010akg.2_In_Frame_Del_p.1245_1246EE>ENM_014977 NP_055792 Q9UKV3 ACINU_HUMANArg/Asp/Glu/Lys-rich. 4 ctccttttgctcttcttcttctt 0.36



+ 16 1812_1813RGS6_uc010ttn.1_Frame_Shift_Del_p.Y430fs|RGS6_uc001xmx.3_Frame_Shift_Del_p.Y430fs|RGS6_uc010tto.1_RNA|RGS6_uc001xmy.3_Frame_Shift_Del_p.Y430fs|RGS6_uc010ttp.1_Frame_Shift_Del_p.Y361fs|RGS6_uc001xmz.1_Frame_Shift_Del_p.Y291fsNM_004296 NP_004287 P49758 RGS6_HUMAN RGS. 3GAGCACATCTACAAGCTGATGA0.49

+ 8 3011_3013MGA_uc010ucy.1_In_Frame_Del_p.Q981del|MGA_uc010ucz.1_In_Frame_Del_p.Q981delNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12GCGGCAGGCACAGCAGCAGCAGC0.458

- 4 744_746C15orf17_uc010bkh.2_In_Frame_Del_p.A56del|C15orf17_uc002azg.2_In_Frame_Del_p.A142del|C15orf17_uc002azf.2_In_Frame_Del_p.A142delNM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0ACTTGCCTCTGCAGATGAATACC0.547

+ 15 1993_1995SLC5A11_uc002dms.2_In_Frame_Del_p.S528del|SLC5A11_uc010vcd.1_In_Frame_Del_p.S557del|SLC5A11_uc002dmt.2_In_Frame_Del_p.S436del|SLC5A11_uc010vce.1_In_Frame_Del_p.S522del|SLC5A11_uc010bxt.2_In_Frame_Del_p.S528del|SLC5A11_uc002dmv.2_In_Frame_Del_p.S215delNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TGCCAGAGGCCAGCAGCAGCAGC0.542

+ 3 625CTNS_uc002fwa.2_Frame_Shift_Del_p.L11fs|CTNS_uc010ckj.2_Frame_Shift_Del_p.L11fs|CTNS_uc010vrv.1_Intron|CTNS_uc010vrw.1_5'UTRNM_004937 NP_004928 O60931 CTNS_HUMANLumenal (Potential). 0ATTTTTATCCTTTTTCCCCTG0.393

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN 0TATGGGTCGCAAGAAGAAGAAGC0.542

- 2 440_442 NM_052850 NP_443082 Q8TAE8 G45IP_HUMANPoly-Gln.|Potential. 2CAGTTCTCCCGCTGCTGCTGCTG0.635

+ 7 1022LSM14A_uc002nva.3_Frame_Shift_Del_p.R276fs|LSM14A_uc010xru.1_Frame_Shift_Del_p.R235fs|LSM14A_uc002nvc.3_Frame_Shift_Del_p.R82fsNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1TGGGGGTCATCGGGGTGGCAG0.438

+ 2 268_269CAPNS1_uc002odi.1_In_Frame_Ins_p.56_57insG|CAPNS1_uc002odk.2_In_Frame_Ins_p.56_57insG|CAPNS1_uc002odl.2_In_Frame_Ins_p.56_57insGNM_001749 NP_001740 P04632 CPNS1_HUMANGly-rich (hydrophobic). 0GCGGGGCcgggggcggcggcgg0.322

- 1 1653_1654KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_Frame_Shift_Ins_p.G332fsNM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4GTCTTGGCATTCCCCCCCAGGG0.614

- 5 1569_1570ZNF514_uc002sud.1_Frame_Shift_Ins_p.T472fsNM_032788 NP_116177 Q96K75 ZN514_HUMAN 0AATTTATAGGGTTTTTTTTCCA0.396

- 1 128PNKD_uc002vhn.2_5'Flank|AAMP_uc002vhj.2_5'Flank|AAMP_uc010fvo.2_Frame_Shift_Del_p.P15fs|AAMP_uc002vhl.2_Frame_Shift_Del_p.P15fs|PNKD_uc002vhm.1_5'FlankNM_001087 NP_001078 Q13685 AAMP_HUMAN 1GGTCTCCAGTGGGGGGGTGTC0.617

- 6 760DOCK10_uc002vob.2_Frame_Shift_Del_p.G168fs|DOCK10_uc002vod.1_Frame_Shift_Del_p.G174fsNM_014689 NP_055504 Q96BY6 DOC10_HUMAN 2CGCTCCTCCACCCCCCTTGGA0.498

+ 1 52_54CHRNG_uc010fyd.2_In_Frame_Del_p.L14del|CHRNG_uc010fye.1_In_Frame_Del_p.L14delNM_005199 NP_005190 P07510 ACHG_HUMAN 0GCTGCTCCTCCTGCTGCTGCTGG0.655

+ 19 2288_2290GIGYF2_uc010zmj.1_In_Frame_Del_p.Q655del|GIGYF2_uc002vtg.2_In_Frame_Del_p.Q649del|GIGYF2_uc002vtj.3_In_Frame_Del_p.Q676del|GIGYF2_uc002vtk.3_In_Frame_Del_p.Q655del|GIGYF2_uc002vth.3_In_Frame_Del_p.Q649del|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_In_Frame_Del_p.Q486del|GIGYF2_uc002vtq.3_5'UTRNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7ACTGTCTTCCCAGCAGCAGCAGC0.424

- 2 743SLC13A3_uc002xsg.1_5'Flank|SLC13A3_uc010gho.1_5'Flank|TP53RK_uc002xsj.2_3'UTRNM_033550 NP_291028 Q96S44 PRPK_HUMANProtein kinase. 0AGCTGTTCCAGGGGGGGTTTC0.493

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

- 13 2272_2274DDX17_uc003avw.3_In_Frame_Del_p.175_176PP>P|DDX17_uc010gxp.2_In_Frame_Del_p.173_174PP>P|DDX17_uc003avx.3_In_Frame_Del_p.721_722PP>PNM_001098504 NP_001091974 Q92841 DDX17_HUMAN Poly-Pro. 4 aggaggagggggaggaggaggag0.36

+ 18 4729TNRC6B_uc003aym.2_Frame_Shift_Del_p.L702fs|TNRC6B_uc003ayn.3_Frame_Shift_Del_p.L1396fs|TNRC6B_uc003ayo.2_Frame_Shift_Del_p.L1253fsNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0GAAGTGTGCTGGGGGGTACAG0.483

+ 3 244KCTD6_uc003dki.3_Frame_Shift_Del_p.G43fs|KCTD6_uc003dkk.3_Frame_Shift_Del_p.G43fsNM_001128214 NP_001121686 Q8NC69 KCTD6_HUMAN BTB. 1AGCTATGTTTGGGGGGGACTT0.468

- 13 1581_1583SLC25A26_uc011bft.1_RNA|LRIG1_uc011bfu.1_In_Frame_Del_p.S144del|LRIG1_uc003dmw.2_In_Frame_Del_p.S190del|LRIG1_uc010hnz.2_In_Frame_Del_p.S240del|LRIG1_uc010hoa.2_In_Frame_Del_p.S548delNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 1.|Poly-Ser. 5TCATGGGGGAGCTGCTGCTGCTG0.547

- 5 1231 NM_000097 NP_000088 P36551 HEM6_HUMAN 0AGCTTCTCCTGGGGGGTGAAT0.498

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

+ 13 2408BBX_uc003dwk.3_Frame_Shift_Del_p.E694fs|BBX_uc003dwl.3_Frame_Shift_Del_p.K358fs|BBX_uc003dwm.3_Frame_Shift_Del_p.E694fs|BBX_uc003dwo.3_Frame_Shift_Del_p.K44fsNM_001142568 NP_001136040 Q8WY36 BBX_HUMAN Lys-rich. 4GAAGAATTTGAAAAAAAATTC0.383

- 15 2113ACAD11_uc011blr.1_3'UTRNM_032169 NP_115545 Q709F0 ACD11_HUMAN 1TATTTTTACTCCAGGTGTGTT0.353

- 4 535XRN1_uc003eut.2_Frame_Shift_Del_p.S156fs|XRN1_uc003euu.2_Frame_Shift_Del_p.S156fs|XRN1_uc003euv.1_Frame_Shift_Del_p.S17fs|XRN1_uc003euw.2_Frame_Shift_Del_p.S156fs|XRN1_uc011bnh.1_IntronNM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3ACTTGTCTGTGGAAATTTTCA0.284

- 3 271_272THPO_uc003fom.1_Frame_Shift_Ins_p.T19fs|THPO_uc003fon.2_Frame_Shift_Ins_p.T19fs|THPO_uc011bro.1_Frame_Shift_Ins_p.T19fs|THPO_uc003fop.2_Frame_Shift_Ins_p.T19fs|THPO_uc011brp.1_Frame_Shift_Ins_p.T19fs|THPO_uc011brq.1_Frame_Shift_Ins_p.T19fs|THPO_uc003for.1_5'Flank|THPO_uc003fos.1_5'Flank|THPO_uc003fot.1_Frame_Shift_Ins_p.T19fs|THPO_uc003fou.1_Frame_Shift_Ins_p.T19fsNM_000460 NP_000451 P40225 TPO_HUMAN 1GGCTGGACAGCGTTAGCCTTGC0.515

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggaggatggcgaggaggaggagg0.291

- 3 747_748CDKL2_uc011cbp.1_Frame_Shift_Ins_p.K74fs|CDKL2_uc010iix.1_IntronNM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7AGGTACCATCGTTTTTTTTTCT0.322

+ 7 1570PTPN13_uc003hpy.2_Frame_Shift_Del_p.H364fs|PTPN13_uc003hqa.2_Frame_Shift_Del_p.H364fs|PTPN13_uc003hqb.2_Frame_Shift_Del_p.H364fsNM_080683 NP_542414 Q12923 PTN13_HUMAN 6TCCAATATATCACACTCGAGA0.443

+ 3 335EXOSC9_uc003idz.2_Frame_Shift_Del_p.L76fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.L60fs|EXOSC9_uc010inp.1_5'FlankNM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0GAAGGTATTCTTTTTTTTAAC0.383

- 17 2126SCLT1_uc003ign.2_Frame_Shift_Del_p.K204fs|SCLT1_uc003igo.2_Frame_Shift_Del_p.K150fs|SCLT1_uc003igq.2_Intron|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTACTTTGGCTTTTTTTTGAG0.353

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

+ 2 418 NM_016048 NP_057132 Q96CN7 ISOC1_HUMAN 0CAAGTATTTTGGGGATATTAT0.378

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

+ 6 912_914CTNNA1_uc011cyx.1_In_Frame_Del_p.G173del|CTNNA1_uc011cyy.1_In_Frame_Del_p.G153del|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_In_Frame_Del_p.G276delNM_001903 NP_001894 P35221 CTNA1_HUMAN 11GCACCAGGGTGGAGGAGGAGGAG0.512

+ 3 227TMEM14C_uc010joq.1_Frame_Shift_Del_p.G16fs|TMEM14C_uc003mzi.2_Frame_Shift_Del_p.G16fsNM_016462 NP_057546 Q9P0S9 TM14C_HUMANHelical; (Potential). 0GTTTGGCTTTGGCTACGCAGC0.453

- 12 1998RANBP9_uc003nba.2_Frame_Shift_Del_p.M306fsNM_005493 NP_005484 Q96S59 RANB9_HUMANInteraction with FMR1. 2ACCTTCAACATTTTTTTGTTT0.378

- 3 374FAM65B_uc011djs.1_Frame_Shift_Del_p.P95fs|FAM65B_uc011dju.1_Frame_Shift_Del_p.P100fs|FAM65B_uc003nep.2_Frame_Shift_Del_p.P66fs|FAM65B_uc011djt.1_Frame_Shift_Del_p.P66fsNM_014722 NP_055537 Q9Y4F9 FA65B_HUMANInvolved in cell filopodia formation. 1GAGGCTCTTTGGGGGGATTGT0.428

- 1 175_176HIST1H2BJ_uc003niu.1_RNA|HIST1H2AG_uc003niw.2_5'FlankNM_021058 NP_066402 P06899 H2B1J_HUMAN 0TTCAGAACCTTGTACACATAGA0.54

+ 4 759_761NFKBIL1_uc011dnr.1_In_Frame_Del_p.Q179del|NFKBIL1_uc011dns.1_In_Frame_Del_p.Q194del|NFKBIL1_uc011dnt.1_RNA|NFKBIL1_uc003nuc.2_In_Frame_Del_p.Q202delNM_005007 NP_004998 Q9UBC1 IKBL1_HUMAN 0CCAGAAGTGCCAGCAGCAGCAGC0.645

- 12 1315KIAA1009_uc003pkj.3_Frame_Shift_Del_p.F330fs|KIAA1009_uc003pkk.2_Frame_Shift_Del_p.F406fs|KIAA1009_uc003pki.3_5'UTRNM_014895 NP_055710 Q5TB80 QN1_HUMAN 1CATTTTTGTCAAAAAAAAGGT0.358

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANHelical; (Potential). 1CGCGGCAACGCACACACACACT0.53

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1CTGGTGCTTTTTCTTCTTCTTCT0.433

+ 11 2523_2524ITGB8_uc011jyh.1_Frame_Shift_Del_p.T471fsNM_002214 NP_002205 P26012 ITB8_HUMANIV.|Cysteine-rich tandem repeats.|Extracellular (Potential).3GAAGAGGCACGTGTGTGTGTGG0.554

+ 3 1631_1632 NM_147128 NP_667339 Q8NHG8 ZNRF2_HUMAN 0TGTACTGAGTAAAGATGCTGGG0.356

- 6 928_930PSPH_uc003trh.2_In_Frame_Del_p.P189del|PSPH_uc003tri.2_In_Frame_Del_p.P189del|PSPH_uc003trj.2_In_Frame_Del_p.P218delNM_004577 NP_004568 P78330 SERB_HUMAN 2TACATACAGCAGGAGGACAGGCT0.246



- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0GTGACAGCGACATCATCATCATC0.586

- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGTGAGGGGACCCCCCGGCAC0.642

+ 5 572SRRT_uc010lhl.1_Frame_Shift_Del_p.G102fs|SRRT_uc003uxa.2_Frame_Shift_Del_p.G102fs|SRRT_uc003uwz.2_Frame_Shift_Del_p.G102fsNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2GCCCTATGCTGGGGGGGGTGG0.607

- 4 3398_3401RAB11FIP1_uc010lvz.1_Intron|RAB11FIP1_uc003xkn.1_Intron|RAB11FIP1_uc003xkl.1_Frame_Shift_Del_p.T447fs|RAB11FIP1_uc003xko.1_Frame_Shift_Del_p.T447fs|RAB11FIP1_uc003xkp.1_IntronNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3TGCTGGTGTGGTGAGTGTCAGAAT0.549

- 21 1921NSMAF_uc011lee.1_Frame_Shift_Del_p.V600fsNM_003580 NP_003571 Q92636 FAN_HUMAN BEACH. 1GATGTGGTGTCACAAATAGTT0.423

- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMANNuclear localization signal (Potential). 4CATTGGGATCCTTCTTCTTCTTC0.453

- 1 468_469CSPP1_uc003xxg.1_5'Flank|CSPP1_uc003xxh.1_5'Flank|CSPP1_uc003xxi.2_5'Flank|CSPP1_uc003xxj.2_5'Flank|COPS5_uc003xxd.2_5'UTR|COPS5_uc003xxf.2_Frame_Shift_Del_p.L75fs|COPS5_uc010lyv.1_Frame_Shift_Del_p.T46fsNM_006837 NP_006828 Q92905 CSN5_HUMAN 2CTCACTCCTTAGTCCAGGGCTT0.545

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

- 14 1846_1847EIF2C2_uc010men.2_Frame_Shift_Ins_p.P525fs|EIF2C2_uc010meo.2_Frame_Shift_Ins_p.P602fsNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0CCATCCCCGGCGGGGGGGTGAG0.644 rs148575703

- 2 136_138PUF60_uc003yzr.2_5'UTR|PUF60_uc003yzt.2_In_Frame_Del_p.24_25AA>A|PUF60_uc003yzq.2_5'UTR|PUF60_uc003yzu.1_5'FlankNM_078480 NP_510965 Q9UHX1 PUF60_HUMANInhibits homodimerization. 0 tgccaccactgccgccgccgccg0.404

- 1 592C9orf98_uc010mzx.1_RNA|C9orf98_uc004cbv.1_5'UTR|C9orf98_uc004cbw.1_Frame_Shift_Del_p.P12fs|C9orf9_uc004cbx.1_5'Flank|C9orf9_uc004cby.1_5'Flank|C9orf9_uc004cbz.1_5'FlankNM_152572 NP_689785 Q96MA6 KAD8_HUMAN p.E13fs*40(2) 0GGGGCATCTCGGGGGGGATAC0.697

+ 6 1019_1020TXLNG_uc010ney.1_Frame_Shift_Del_p.Q191fs|TXLNG_uc004cxr.1_5'FlankNM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1GAAAAACATCAGAGAGAGAGAG0.386

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

+ 8 2280BCL9_uc010ozr.1_Frame_Shift_Del_p.P440fsNM_004326 NP_004317 O00512 BCL9_HUMANPoly-Pro.|Pro-rich. 6GGTCCGAGGACCCCCCCCTCC0.582

- 2 3480_3482TCHH_uc009wne.1_In_Frame_Del_p.R1163delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5CTGGCGCCTTCTCTTCTCCGGTT0.172

+ 2 672 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5AACAACTACACCCCCCAGTTC0.572

- 21 4220_4223GON4L_uc009wrg.1_RNA|GON4L_uc001fly.1_Frame_Shift_Del_p.T1375fs|GON4L_uc009wrh.1_Frame_Shift_Del_p.T1375fs|GON4L_uc001fma.1_Frame_Shift_Del_p.T1375fs|GON4L_uc001fmb.3_Frame_Shift_Del_p.T571fs|GON4L_uc001fmc.2_Frame_Shift_Del_p.T1375fs|GON4L_uc001fmd.3_Frame_Shift_Del_p.T1375fs|GON4L_uc009wri.2_Frame_Shift_Del_p.T961fsNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3TTCTGTAAGACTGTCTGTTTCGTT0.49

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

- 6 775CALCOCO1_uc010som.1_Frame_Shift_Del_p.E178fs|CALCOCO1_uc010son.1_Frame_Shift_Del_p.E88fs|CALCOCO1_uc001seh.2_Frame_Shift_Del_p.E211fs|CALCOCO1_uc009znd.2_Frame_Shift_Del_p.E211fs|CALCOCO1_uc001seg.2_Frame_Shift_Del_p.E88fs|CALCOCO1_uc010soo.1_Frame_Shift_Del_p.E204fsNM_020898 NP_065949 Q9P1Z2 CACO1_HUMAN 1TCTGTGATCTCCCCATGGGAC0.527

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). 22CCTCTGCTGTTGCTGCTGCTGCT0.557

+ 12 2732GLI1_uc009zpq.2_Frame_Shift_Del_p.S757fsNM_005269 NP_005260 P08151 GLI1_HUMAN 15GACTTTGATTCCCCCACCCAT0.567

- 21 3042NCOR2_uc010tay.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010taz.1_Frame_Shift_Del_p.P958fs|NCOR2_uc010tbb.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010tbc.1_Frame_Shift_Del_p.P957fs|NCOR2_uc001ugj.1_Frame_Shift_Del_p.P975fsNM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4CACTCACGATGGGGGGGATGG0.652 rs12321697

+ 1 40_42TPSD1_uc010brm.1_5'FlankNM_012217 NP_036349 Q9BZJ3 TRYD_HUMAN 0GATGCTGAGCCTGCTGCTGCTGG0.685

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. 2CTGTCGCCGTcaccaccaccacc0.369

+ 7 894 NM_178170 NP_835464 Q86SG6 NEK8_HUMAN 6CTGCAGGTATCCCCCGGGGAC0.617

+ 7 1069AP2B1_uc002hjq.2_Frame_Shift_Del_p.G294fs|AP2B1_uc010wci.1_Frame_Shift_Del_p.G256fs|AP2B1_uc002hjs.2_Frame_Shift_Del_p.G237fs|AP2B1_uc002hjt.2_Frame_Shift_Del_p.G294fs|AP2B1_uc010ctv.2_Frame_Shift_Del_p.G294fs|AP2B1_uc010wcj.1_Frame_Shift_Del_p.G31fsNM_001282 NP_001273 P63010 AP2B1_HUMAN 1TTTGCTGTCTGGGGAGCCAGA0.403

- 3 1648_1650RAB11FIP5_uc002sit.3_In_Frame_Del_p.H391delNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0ACTTAGGCCTTGGTGGTGGTGGT0.635

+ 6 641 GINS1_uc010zte.1_RNANM_021067 NP_066545 Q14691 PSF1_HUMAN 2CAGTCCTATTAAAAAAAAATA0.299

- 16 5191_5192DIDO1_uc002yds.1_Frame_Shift_Ins_p.R1643fsNM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6CGTGGCGGGGCGGGTGCCCTCC0.728

+ 5 1304_1306 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2CAGAGCCCCTGCAGCAGCAGCAG0.606

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 CTTACCTGGGcatcatcatcatc0.261

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

+ 1 221_223 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMANMediates nuclear export. 1AATCCACCTCCAGCAGCAGCAGC0.626

- 4 1613_1615QRICH1_uc003cvu.2_In_Frame_Del_p.439_440QQ>Q|QRICH1_uc003cvv.2_In_Frame_Del_p.439_440QQ>QNM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 AACTTGGAgttgctgctgctgct0.36

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

- 13 5978GOLGB1_uc010hrc.2_Frame_Shift_Del_p.N1956fs|GOLGB1_uc003eej.3_Frame_Shift_Del_p.N1917fs|GOLGB1_uc011bjm.1_Frame_Shift_Del_p.N1837fs|GOLGB1_uc010hrd.1_Frame_Shift_Del_p.N1915fsNM_004487 NP_004478 Q14789 GOGB1_HUMANCytoplasmic (Potential).|Potential. 10CAATAGCTCATTTTTTATTTG0.358

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggaggatggcgaggaggaggagg0.291

+ 7 1407SLC1A3_uc011cox.1_Frame_Shift_Del_p.G204fs|SLC1A3_uc010iuy.2_Frame_Shift_Del_p.G311fsNM_004172 NP_004163 P43003 EAA1_HUMAN 0GGGTGTGATTGGGGGGCAGCT0.517

+ 11 2401LARP1_uc003lvo.2_Frame_Shift_Del_p.G581fs|LARP1_uc010jie.1_Frame_Shift_Del_p.G453fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CCGGCACCCAGGGGGGGACCG0.547

- 5 372_374TULP1_uc003okw.3_In_Frame_Del_p.67_68EE>ENM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 gtcctcctcttcctcctcctcct 0.389

- 12 1315KIAA1009_uc003pkj.3_Frame_Shift_Del_p.F330fs|KIAA1009_uc003pkk.2_Frame_Shift_Del_p.F406fs|KIAA1009_uc003pki.3_5'UTRNM_014895 NP_055710 Q5TB80 QN1_HUMAN 1CATTTTTGTCAAAAAAAAGGT0.358

- 17 2245ABCB4_uc003uiw.1_Frame_Shift_Del_p.G723fs|ABCB4_uc003uix.1_Frame_Shift_Del_p.G723fsNM_018849 NP_061337 P21439 MDR3_HUMANHelical; (By similarity).|ABC transmembrane type-1 2. 6CCGGCTGAAGCCCCCCATTGG0.453

- 15 1860AP4M1_uc003utd.2_Intron|TAF6_uc003utg.2_Frame_Shift_Del_p.P515fs|TAF6_uc003uth.2_Frame_Shift_Del_p.P650fs|TAF6_uc003utk.2_Frame_Shift_Del_p.P593fs|TAF6_uc011kji.1_Frame_Shift_Del_p.P630fs|TAF6_uc003utj.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utl.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utm.2_Frame_Shift_Del_p.P593fsNM_139315 NP_647476 P49848 TAF6_HUMAN 2GAGCAGTGCTGGGGGGTGCGG0.657

+ 14 2288SLC12A9_uc011kki.1_Frame_Shift_Del_p.G247fs|SLC12A9_uc003uwr.2_Frame_Shift_Del_p.G452fs|SLC12A9_uc003uws.2_Frame_Shift_Del_p.G247fs|SLC12A9_uc003uwt.2_Frame_Shift_Del_p.G452fs|SLC12A9_uc003uwv.2_Frame_Shift_Del_p.G247fs|TRIP6_uc010lhk.1_5'Flank|TRIP6_uc003uww.2_5'FlankNM_020246 NP_064631 Q9BXP2 S12A9_HUMANExtracellular (Potential). 0CCGGGGGTCTGGGGGCACCTC0.692

+ 3 751WNT16_uc003vjv.2_Frame_Shift_Del_p.W155fs|WNT16_uc010lkl.2_IntronNM_057168 NP_476509 Q9UBV4 WNT16_HUMAN 5GGCTGGCACTGGGGGGGCTGC0.532

- 4 3398_3401RAB11FIP1_uc010lvz.1_Intron|RAB11FIP1_uc003xkn.1_Intron|RAB11FIP1_uc003xkl.1_Frame_Shift_Del_p.T447fs|RAB11FIP1_uc003xko.1_Frame_Shift_Del_p.T447fs|RAB11FIP1_uc003xkp.1_IntronNM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3TGCTGGTGTGGTGAGTGTCAGAAT0.549



+ 1 804_805LOC401463_uc003xvh.2_IntronNM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Gly-rich. 0 gcgcgggaagtggcggcggcgg0.584

- 2IKBKAP_uc011lwc.1_Intron|IKBKAP_uc010mtq.2_IntronNM_003640 NP_003631 O95163 ELP1_HUMAN 7CAGATTTCGCATGATGAAGTGAT0.404

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

- 19 3629_3631CLSTN1_uc001aqi.2_In_Frame_Del_p.E947del|CLSTN1_uc010oag.1_In_Frame_Del_p.E938del|CLSTN1_uc001aqf.2_In_Frame_Del_p.E221delNM_001009566 NP_001009566 O94985 CSTN1_HUMANGlu-rich (highly acidic).|Cytoplasmic (Potential). 1CCCTGCTCCCCCTCCTCCTCCTC0.557

+ 9 1342FBLIM1_uc001axe.1_Frame_Shift_Del_p.A300fs|FBLIM1_uc001axf.2_RNA|FBLIM1_uc001axh.1_Frame_Shift_Del_p.A203fs|FBLIM1_uc001axi.1_Frame_Shift_Del_p.A203fsNM_017556 NP_060026 Q8WUP2 FBLI1_HUMANPLEKHC1-binding.|LIM zinc-binding 2. 1AGGAAATTCGCCCCCGTCTGC0.488

- 7 894CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CCGCCCCCCCGCCCACCTCAC0.657 rs3982176

+ 1 528_529 uc001bve.1_RNA NM_052841 NP_443073 Q96PN8 TSSK3_HUMANProtein kinase. 1AAGCATTTTCCAAAAAACACCA0.52

+ 15 2319 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN Piwi. 1ATTGTGGTGCAAAAAAGACAT0.383

+ 34 4444_4446MACF1_uc001cda.1_In_Frame_Del_p.E1325del|MACF1_uc001cdc.1_In_Frame_Del_p.E504del|MACF1_uc009vvq.1_In_Frame_Del_p.E474del|MACF1_uc001cdb.1_In_Frame_Del_p.E504delNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16TCCGGCGTCTGGAGGAGGAGGAG0.389

+ 10 1573_1575MPL_uc001civ.2_In_Frame_Del_p.L513del|MPL_uc009vwr.2_In_Frame_Del_p.L506delNM_005373 NP_005364 P40238 TPOR_HUMANHelical; (Potential).|Poly-Leu.p.L510P(1) 363CGTCCTGGGCCTGCTGCTGCTGA0.65

+ 12 2824 NM_014652 NP_055467 O94829 IPO13_HUMAN 1TGTGCCTTCAGGTGGTGGTGGTG0.562

- 4 577EIF2B3_uc001cmu.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmv.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmw.2_Frame_Shift_Del_p.K150fsNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1CCTTACCTGCTTTTTTTTTCC0.318

+ 18 2455MAST2_uc001cow.2_Frame_Shift_Del_p.P724fs|MAST2_uc001coy.1_Frame_Shift_Del_p.P398fs|MAST2_uc001coz.1_Frame_Shift_Del_p.P609fs|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11GCTGCGTCCCTTTTTTTGGAG0.552

+ 1 333_334PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_5'FlankNM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 Ggccgctgccactgctgctgct 0.574 rs67610340

- 1 1343uc001czf.2_5'Flank|uc010oop.1_5'FlankNM_002228 NP_002219 P05412 JUN_HUMAN 0TCACGTTCTTGGGGCACAGGA0.672

+ 15 1294SGIP1_uc010opd.1_Intron|SGIP1_uc001dcs.2_Intron|SGIP1_uc001dct.2_Intron|SGIP1_uc009wat.2_Frame_Shift_Del_p.G126fsNM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3GTCCCACAGGCCCCCCAGGGC0.572

- 1 145WDR78_uc001dcy.2_Frame_Shift_Del_p.K30fs|WDR78_uc001dcz.2_Frame_Shift_Del_p.K30fs|MIER1_uc001dda.3_5'Flank|MIER1_uc010opf.1_5'Flank|MIER1_uc009way.2_5'Flank|MIER1_uc001ddc.2_5'Flank|MIER1_uc001ddh.2_5'Flank|MIER1_uc001ddf.2_5'Flank|MIER1_uc001ddg.2_5'Flank|MIER1_uc010opg.1_5'Flank|MIER1_uc001dde.2_5'FlankNM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2GCACCACCCCTTTTTTTGGCC0.622

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

- 3 606 LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN LRRCT. 2GTCTATATCCTTTTTTAAGGC0.378

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10TCTCTCTCACCTTCTTCTTCTTC0.473

+ 2 248_249CDC7_uc001dof.2_Frame_Shift_Ins_p.L28fs|CDC7_uc010osw.1_Frame_Shift_Ins_p.L28fs|CDC7_uc009wdc.2_Frame_Shift_Ins_p.L28fsNM_003503 NP_003494 O00311 CDC7_HUMAN 5GAAGGCTCTTTAAAAAAAAACG0.406

+ 14 1823SLC44A3_uc001dqx.3_Frame_Shift_Del_p.A571fs|SLC44A3_uc010otq.1_Frame_Shift_Del_p.A504fs|SLC44A3_uc010otr.1_Frame_Shift_Del_p.A536fs|SLC44A3_uc001dqw.3_Frame_Shift_Del_p.A524fs|SLC44A3_uc010ots.1_Frame_Shift_Del_p.A492fs|SLC44A3_uc009wds.2_Frame_Shift_Del_p.A475fs|SLC44A3_uc010ott.1_Frame_Shift_Del_p.A491fsNM_001114106 NP_001107578 Q8N4M1 CTL3_HUMANHelical; (Potential). 1TATTGGTAGCTTTTTTTGCCT0.423

+ 5 1085AMY2B_uc010ouo.1_RNA|LOC648740_uc001dur.2_Frame_Shift_Del_p.K157fs|AMY2B_uc001dus.1_5'FlankNM_020978 NP_066188 P19961 AMY2B_HUMAN 0TGGTAAATGTAAAACTGGAAG0.393

+ 1 654_656WNT2B_uc001eca.2_Intron|WNT2B_uc009wgg.2_IntronNM_024494 NP_078613 Q93097 WNT2B_HUMAN 5CCTTCTGCTCCTGCTGCTGCTGA0.744

- 5 473 NM_005725 NP_005716 O60636 TSN2_HUMANExtracellular (Potential). 0TCCCATTGCCTTTTCCCCTGT0.418

+ 1 33PSMB4_uc010pda.1_Frame_Shift_Del_p.F4fs|PSMB4_uc001eyb.1_Frame_Shift_Del_p.F4fsNM_002796 NP_002787 P28070 PSB4_HUMAN 2GATGGAAGCGTTTTTGGGGTC0.547

+ 2 73_75 NM_173080 NP_775103 Q96PI1 SPRR4_HUMAN Gln-rich. 0AATGTCTTCCcagcagcagcagc0.433

- 2 140_142 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN 0GCTGCTTGCACTGCTGCTGCTGG0.552

- 3 201 NM_002964 NP_002955 P05109 S10A8_HUMAN EF-hand 2. 0GTCTGCACCCTTTTTCTGTCA0.507

- 1 422_424KCNN3_uc009wox.1_In_Frame_Del_p.36_37QQ>QNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 ctgctgctgttgctgctgctgct 0.236

- 8 668APOA1BP_uc010php.1_Intron|GPATCH4_uc001fpl.2_Frame_Shift_Del_p.K205fsNM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN Potential. 1TTTCTTTTTCTTTTTTTTGGG0.537

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6CCTGAGGTGTGGGGGGGATGG0.597

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

- 6 1020_1021SLC9A11_uc010pmq.1_RNANM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2CGAAAATTTCCAAAAAAAATTG0.282

+ 17 2127DHX9_uc001gps.2_Frame_Shift_Del_p.V441fsNM_001357 NP_001348 Q08211 DHX9_HUMANHelicase C-terminal. 2GCTGTGTTGGTTTTTTTGCCT0.378

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

+ 5 642_643ZC3H11A_uc001had.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc001hae.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc001haf.2_Frame_Shift_Ins_p.Y9fs|ZC3H11A_uc010pqm.1_Intron|ZC3H11A_uc001hag.1_Frame_Shift_Ins_p.Y9fsNM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2GAAGACTGCTATTTTTTTTTCT0.371

- 4 1497PIK3C2B_uc010pqv.1_Frame_Shift_Del_p.C340fs|PIK3C2B_uc001hax.1_Frame_Shift_Del_p.C340fs|PIK3C2B_uc009xbd.1_RNANM_002646 NP_002637 O00750 P3C2B_HUMAN 7AGCATGTGGCAAAATGCAGCA0.512

+ 5 701CR1L_uc001hfz.2_RNA|CR1L_uc001hgb.1_RNANM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 3. 0AAGCAGAGGGAAAAAGGTGTT0.507

+ 2 420KCTD3_uc001hkt.2_Frame_Shift_Del_p.S42fs|KCTD3_uc010pub.1_5'UTRNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3TTCCAGATTCTTTTTTTTCCA0.229

- 6 886TP53BP2_uc001hod.2_Frame_Shift_Del_p.K69fs|TP53BP2_uc010pva.1_5'FlankNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3GTGCTCTCACTTTTTTTAGCT0.368

+ 27 7308OBSCN_uc001hsn.2_Frame_Shift_Del_p.G2422fs|OBSCN_uc001hsp.1_Frame_Shift_Del_p.G121fs|OBSCN_uc001hsq.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GTTGCAGGCTGGGGGGAACGT0.662

+ 3 1325 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0CCAAAGAAGTCTAAAAGCAGG0.458

+ 15 3795C10orf18_uc001iik.2_IntronNM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2CTCACCTTTGAAAAAAATGCA0.413

+ 21 2931 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3ACAACAGTGGAAAAGGATTCA0.438

- 14 1771NEBL_uc001iqj.2_RNA|NEBL_uc001iqk.2_Intron|NEBL_uc001iql.1_RNANM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 12. 2 TTCCTTTCCCTTTAATTATTG0.453



- 17 1780MPP7_uc009xkz.1_RNA|MPP7_uc001iub.1_Frame_Shift_Del_p.N459fs|MPP7_uc009xla.2_Frame_Shift_Del_p.N459fs|MPP7_uc010qdv.1_RNANM_173496 NP_775767 Q5T2T1 MPP7_HUMANGuanylate kinase-like. 1ACAAACTTTGTTTTTAGCAAG0.363

- 15 1912FRMPD2_uc001jgh.2_Frame_Shift_Del_p.K570fs|FRMPD2_uc001jgj.2_Frame_Shift_Del_p.K580fsNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1GATGGTGAACTTTTTTTGCTG0.463

- 12 1806_1808A1CF_uc010qhn.1_In_Frame_Del_p.A540del|A1CF_uc001jji.2_In_Frame_Del_p.A532del|A1CF_uc001jjh.2_In_Frame_Del_p.A540del|A1CF_uc010qho.1_In_Frame_Del_p.A548del|A1CF_uc009xov.2_In_Frame_Del_p.A532delNM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 GGAAagcagtagcagcagcagca0.433

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4GATTGCAGGGAAAAAGGCCCG0.607

+ 10 1226_1228ZMIZ1_uc001kag.2_In_Frame_Del_p.Q98del|ZMIZ1_uc001kah.1_In_Frame_Del_p.Q98delNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4AGTTTGCGGGGCAGCAGCAGCAG0.65

+ 22 3201ZMIZ1_uc001kag.2_Frame_Shift_Del_p.P753fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.P30fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN Pro-rich. 4CCTCCCGCCTCCCCCAGGGGG0.652

+ 10 1630STAMBPL1_uc010qmx.1_Frame_Shift_Del_p.K403fs|STAMBPL1_uc009xto.2_RNA|STAMBPL1_uc001kfl.2_Frame_Shift_Del_p.K403fs|STAMBPL1_uc001kfn.2_Frame_Shift_Del_p.K237fsNM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1TTCTGCTTGTAAAAAAAAGGG0.423

+ 4 743FAS_uc010qna.1_RNA|FAS_uc001kfs.2_Frame_Shift_Del_p.F133fs|FAS_uc001kft.2_Frame_Shift_Del_p.F133fs|FAS_uc010qnb.1_Intron|FAS_uc010qnc.1_Intron|FAS_uc001kfw.2_Intron|FAS_uc010qnd.1_Intron|FAS_uc010qne.1_Intron|FAS_uc009xtp.2_RNANM_000043 NP_000034 P25445 TNR6_HUMANTNFR-Cys 3.|Extracellular (Potential). 2TAAACCAAACTTTTTTTGTAA0.368

+ 11 1237LOC100188947_uc010qnl.1_Intron|HECTD2_uc010qnm.1_Frame_Shift_Del_p.A383fs|HECTD2_uc001khm.2_RNA|HECTD2_uc009xty.1_Intron|HECTD2_uc001khn.1_Frame_Shift_Del_p.A29fsNM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1CTGTAGCTGCAAAAAAAATCA0.318

+ 9 6800TACC2_uc001lfw.2_Frame_Shift_Del_p.T293fs|TACC2_uc009xzx.2_Frame_Shift_Del_p.T2102fs|TACC2_uc010qtv.1_Frame_Shift_Del_p.T2151fs|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lga.2_Frame_Shift_Del_p.T225fs|TACC2_uc009xzy.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lgb.2_Frame_Shift_Del_p.T182fs|TACC2_uc010qtw.1_Frame_Shift_Del_p.T242fsNM_206862 NP_996744 O95359 TACC2_HUMAN 10CCCACAGAGACCCCCCCAGTG0.522

+ 16 1588_1589DMBT1_uc001lgl.1_Frame_Shift_Del_p.L484fs|DMBT1_uc001lgm.1_Intron|DMBT1_uc009xzz.1_Frame_Shift_Del_p.L494fs|DMBT1_uc010qtx.1_Intron|DMBT1_uc009yaa.1_IntronNM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 4. 7GTTTGGCCCTGAGGCTGGTGAA0.535

+ 48 4948DOCK1_uc010qun.1_Frame_Shift_Del_p.R1649fs|DOCK1_uc009yaq.2_Frame_Shift_Del_p.R623fsNM_001380 NP_001371 Q14185 DOCK1_HUMAN 9GAGGCAGCCGCCCCCGGTCCA0.587

+ 6 663_665PHRF1_uc010qwc.1_In_Frame_Del_p.E181del|PHRF1_uc010qwd.1_In_Frame_Del_p.E180del|PHRF1_uc010qwe.1_In_Frame_Del_p.E177del|PHRF1_uc009ybz.1_5'UTRNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Poly-Glu. 0CAAAGCGAGCGAGGAGGAGGAGG0.616

+ 1 483HBG2_uc001mak.1_Intron|HBE1_uc001mam.1_Intron|OR51B5_uc001maq.1_IntronNM_001004750 NP_001004750 Q9H340 O51B6_HUMANExtracellular (Potential). 2TTGTTCGCCTACACTGGTTTC0.478

- 9 829_831PSMA1_uc001mll.2_In_Frame_Del_p.D234del|PSMA1_uc010rcp.1_RNA|PSMA1_uc001mlj.2_In_Frame_Del_p.D203delNM_002786 NP_002777 P25786 PSA1_HUMAN 2AATGGAGACACATCATCATCATC0.36

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2ATCCAAGGTACCCCCCCATGA0.517

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1TGGTTGGGCAGGGGGGGCCGT0.642

- 15 2895_2897FNBP4_uc001ngi.2_In_Frame_Del_p.228_229PP>P|FNBP4_uc001ngj.2_In_Frame_Del_p.821_822PP>PNM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 tggtggtggtggaggaggaggag0.32

- 13 2405FNBP4_uc001ngi.2_Frame_Shift_Del_p.P65fs|FNBP4_uc001ngj.2_Frame_Shift_Del_p.P658fs|FNBP4_uc001ngl.2_RNANM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1TCCTGGGGCAGGGGGCTCCTC0.428

+ 2 222_224SERPING1_uc001nkq.1_In_Frame_Del_p.L15del|SERPING1_uc010rju.1_Intron|SERPING1_uc010rjv.1_In_Frame_Del_p.L15del|SERPING1_uc001nkr.1_In_Frame_Del_p.L15del|SERPING1_uc009ymi.1_In_Frame_Del_p.L15del|SERPING1_uc009ymj.1_In_Frame_Del_p.L15del|SERPING1_uc001nks.1_5'UTRNM_000062 NP_000053 P05155 IC1_HUMAN 1GCTGACCCTCCTGCTGCTGCTGC0.709

- 8 877UBXN1_uc001nuj.2_Frame_Shift_Del_p.E249fs|UBXN1_uc001num.1_Frame_Shift_Del_p.E245fs|UBXN1_uc001nuk.2_3'UTR|UBXN1_uc010rme.1_3'UTRNM_015853 NP_056937 Q04323 UBXN1_HUMANUBX.|Interaction with BRCA1. 0CCTAGTTCCTCCCCACGGTGG0.637 rs111325595

- 12 1894_1896SF1_uc010rnm.1_In_Frame_Del_p.Q198del|SF1_uc010rnn.1_In_Frame_Del_p.Q480del|SF1_uc001oaz.1_In_Frame_Del_p.Q631del|SF1_uc001oba.1_In_Frame_Del_p.Q506del|SF1_uc001obc.1_In_Frame_Del_p.Q506del|SF1_uc001obd.1_In_Frame_Del_p.507_508AA>A|SF1_uc001obe.1_In_Frame_Del_p.392_393AA>A|SF1_uc010rno.1_In_Frame_Del_p.Q391delNM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3GGTGGCGGAGGCTGCTGCTGCTG0.66

+ 10 3373EHBP1L1_uc001oep.1_Frame_Shift_Del_p.L56fsNM_001099409 NP_001092879 Q8N3D4 EH1L1_HUMAN 1CACCTGCCCTGGTCAGCTCCA0.602

+ 4 382SNX32_uc009yqt.2_3'UTR|SNX32_uc010rop.1_Frame_Shift_Del_p.S125fsNM_152760 NP_689973 Q86XE0 SNX32_HUMAN PX. 0TTGAGCAGATCCCCCCAGCCC0.612

- 15 4531NUMA1_uc009ysw.1_Frame_Shift_Del_p.G1016fs|NUMA1_uc001ork.1_Intron|NUMA1_uc001orm.1_Frame_Shift_Del_p.G1453fs|NUMA1_uc001orn.2_Frame_Shift_Del_p.G1016fs|NUMA1_uc009ysx.1_Frame_Shift_Del_p.G1453fs|NUMA1_uc001oro.1_Frame_Shift_Del_p.G1453fsNM_006185 NP_006176 Q14980 NUMA1_HUMAN Potential. 8GCTCACCCAGCCCCCGGTTCT0.622

+ 7 1097DGAT2_uc001oxb.2_Frame_Shift_Del_p.G237fsNM_032564 NP_115953 Q96PD7 DGAT2_HUMANCytoplasmic (Potential). 0CTACTCCTTTGGAGAGAATGA0.527

- 6 1081_1083PAK1_uc010rso.1_In_Frame_Del_p.D85del|PAK1_uc001oyg.3_In_Frame_Del_p.D183del|PAK1_uc001oyi.1_In_Frame_Del_p.D183del|PAK1_uc010rsn.1_5'UTRNM_002576 NP_002567 Q13153 PAK1_HUMANInteraction with CRIPAK. 4 GGTGGGGTAGcatcatcatcatc0.429

+ 10 2065_2067USP35_uc001oze.2_In_Frame_Del_p.R366del|USP35_uc001ozc.2_In_Frame_Del_p.R178del|USP35_uc010rsp.1_In_Frame_Del_p.R42del|USP35_uc001ozd.2_In_Frame_Del_p.R221del|USP35_uc001ozf.2_In_Frame_Del_p.R341delNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3TGAGCGCTGTCGCCGCCGCCGCC0.665

+ 9 4910_4912 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMANCadherin 15.|Extracellular (Potential). 5AACCAGACATGACGACGATGGGT0.463

+ 10 1135C11orf54_uc001pef.2_Frame_Shift_Del_p.H218fs|C11orf54_uc001peg.2_Frame_Shift_Del_p.H268fs|C11orf54_uc001peh.2_Frame_Shift_Del_p.H268fs|C11orf54_uc001pei.2_Frame_Shift_Del_p.H249fs|C11orf54_uc001pej.2_Frame_Shift_Del_p.H249fs|C11orf54_uc001pek.2_Frame_Shift_Del_p.H157fsNM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0AGCACACTCATTTTTTTAGTC0.378

- 20 2272_2274MRE11A_uc001pev.2_In_Frame_Del_p.D667del|MRE11A_uc009ywj.2_In_Frame_Del_p.D698delNM_005591 NP_005582 P49959 MRE11_HUMAN 5TCATAAAAGGATCATCATCATCA0.325

+ 1 184 NM_003658 NP_003649 Q9UMQ3 BARX2_HUMAN 0CTTTCCCTCTACTCCGTGTGC0.577

- 27 3275 NM_004963 NP_004954 P25092 GUC2C_HUMANCytoplasmic (Potential). 6CCCGTCTGGGTTTTTGGCTTC0.428

- 17 2565NELL2_uc001rof.3_Frame_Shift_Del_p.N656fs|NELL2_uc001roh.2_Frame_Shift_Del_p.N657fs|NELL2_uc009zkd.2_Frame_Shift_Del_p.N609fs|NELL2_uc010skz.1_Frame_Shift_Del_p.N707fs|NELL2_uc010sla.1_Frame_Shift_Del_p.N680fs|NELL2_uc001roi.1_Frame_Shift_Del_p.N657fsNM_001145108 NP_001138580 Q99435 NELL2_HUMAN VWFC 3. 4GCACCTGTCATTTTCCAACAC0.323

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0GGTTCTCCTTTCTCTCTCTCTC0.446

+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=3; (Potential). 3GGCTCAGCTATTTTTTTTCAT0.438

+ 30 3307ESYT1_uc001sjr.2_Frame_Shift_Del_p.S1096fsNM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5ACAGACCTTTCCCAGGGTGTA0.458

+ 23 2669KIF5A_uc010srr.1_Frame_Shift_Del_p.G732fsNM_004984 NP_004975 Q12840 KIF5A_HUMAN 3CGAAGACAGTGGGGGGATTCA0.502

- 3 695_696B4GALNT1_uc010sru.1_Intron|B4GALNT1_uc010srv.1_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001sph.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001spi.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc010srw.1_Frame_Shift_Ins_p.G165fsNM_001478 NP_001469 Q00973 B4GN1_HUMANLumenal (Potential). 0GGAGGGGGAGGCCCCCCCCACT0.589

- 9 979_980CEP290_uc001tat.2_5'Flank|CEP290_uc009zsl.1_RNANM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7TAAGCTCATAGTTTTTTTTAGA0.317

+ 5 577_578CCDC63_uc009zvt.1_Frame_Shift_Ins_p.E43fs|CCDC63_uc010sye.1_Frame_Shift_Ins_p.E88fs|CCDC63_uc001trw.1_Frame_Shift_Ins_p.E43fsNM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8TCTTCAGATGGAAAAAAAAATC0.416

- 64 11032_11034 NM_001109662 NP_001103132 2AGCTGGGGCACAGCAGCAGCAGC0.64

- 10 1574 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15CTAGGAGGGAGGGGGGGTGCT0.632

+ 5 848_850 NM_014730 NP_055545 Q14165 MLEC_HUMANPoly-Glu.|Lumenal (Potential). 1 gaaagaagaggaagaagaagaag0.404

+ 7 941WASF3_uc001uqw.2_IntronNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1CAGATACTAGGTGTGTGTGTGT0.475



+ 10 1588WASF3_uc001uqw.2_Frame_Shift_Del_p.K452fsNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN WH2. 1AATTCAACTGAAAAAGGTGCA0.507

+ 9 2007CKAP2_uc001vgu.2_Frame_Shift_Del_p.K603fs|CKAP2_uc010tha.1_Frame_Shift_Del_p.K555fsNM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2TTTCAGTGTGAAAAAAAAGGT0.318

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TTCTTCATATAAAAAAAAATA0.418

- 38 5521MYCBP2_uc010aev.2_Frame_Shift_Del_p.T1214fsNM_015057 NP_055872 O75592 MYCB2_HUMAN 14ACTGAACTGTGGTCATTCCTC0.443

+ 2 950_951SLITRK5_uc010tic.1_IntronNM_015567 NP_056382 O94991 SLIK5_HUMANLRRCT 1.|Extracellular (Potential). 5TGTGAGCTGATCTCTCTAAAGG0.525

+ 5 928UBAC2_uc010tiu.1_Frame_Shift_Del_p.V170fs|UBAC2_uc001vob.3_Frame_Shift_Del_p.V121fs|UBAC2_uc010tiv.1_Intron|UBAC2_uc001vod.2_Frame_Shift_Del_p.V35fs|UBAC2_uc001voc.2_Frame_Shift_Del_p.V113fs|UBAC2_uc010tiw.1_Intron|UBAC2_uc001voh.2_5'UTRNM_001144072 NP_001137544 Q8NBM4 UBAC2_HUMANExtracellular (Potential). 1TACCAAGAGTCCAAGTGGCAC0.358

- 2 2808_2810SALL2_uc010tly.1_In_Frame_Del_p.840_841PP>P|SALL2_uc010tlz.1_In_Frame_Del_p.705_706PP>P|SALL2_uc001wbf.3_Intron|SALL2_uc010tma.1_In_Frame_Del_p.707_708PP>P|SALL2_uc001wbg.1_IntronNM_005407 NP_005398 Q9Y467 SALL2_HUMAN Poly-Pro. 3CAGGCTGTCAGGTGGTGGTGGTG0.571 rs113881459

- 13 1508RBM23_uc001whh.2_Frame_Shift_Del_p.Q421fs|RBM23_uc001whi.2_Frame_Shift_Del_p.Q403fs|RBM23_uc010tne.1_Frame_Shift_Del_p.Q267fs|RBM23_uc001whj.2_Frame_Shift_Del_p.Q187fsNM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1CACATGGTCTGGGGGGTAAAG0.507

+ 12 1197CPNE6_uc010tnv.1_Frame_Shift_Del_p.I421fs|CPNE6_uc001wlm.2_Frame_Shift_Del_p.I191fs|CPNE6_uc001wln.2_5'UTRNM_006032 NP_006023 O95741 CPNE6_HUMAN VWFA. 3GGGCTCGAATCCCCCCCAACT0.602

- 5 904TINF2_uc010alm.2_Frame_Shift_Del_p.A12fs|TINF2_uc001wob.3_Frame_Shift_Del_p.A188fs|TINF2_uc010tof.1_Frame_Shift_Del_p.A153fs|TINF2_uc001woc.3_IntronNM_001099274 NP_001092744 Q9BSI4 TINF2_HUMAN 0TGTCTCCAGGCAAGAGAAGAG0.517

- 4 510_511FERMT2_uc001xac.2_Frame_Shift_Ins_p.K152fs|FERMT2_uc001xae.2_Frame_Shift_Ins_p.K152fs|FERMT2_uc001xaf.2_Frame_Shift_Ins_p.K152fsNM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0CTAGCTTCTTCTTTTTTTTCTT0.381

- 18 1872C14orf39_uc010apo.2_Frame_Shift_Del_p.*299fsNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4TGACTAGCTCAAAAAAAAGTA0.289

+ 4 1996ZBTB1_uc010aqg.2_Frame_Shift_Del_p.Q522fs|ZBTB1_uc001xhi.2_Frame_Shift_Del_p.Q522fsNM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN 1AACAGTATCCAAAAAAAGCAG0.378

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0AGCTTCCACCGGGGGGGCGTC0.642

- 16 2283GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Frame_Shift_Del_p.K602fs|GALC_uc010tvy.1_Frame_Shift_Del_p.K605fs|GALC_uc010tvz.1_Frame_Shift_Del_p.K572fsNM_000153 NP_000144 P54803 GALC_HUMAN 0GTGTATACCATTTTTTTGCTG0.308

- 10 982_984ATXN3_uc010aug.2_In_Frame_Del_p.Q290del|ATXN3_uc001yad.3_In_Frame_Del_p.Q250del|ATXN3_uc010auh.2_In_Frame_Del_p.Q239del|ATXN3_uc001yae.3_In_Frame_Del_p.Q207delNM_004993 NP_004984 P54252 ATX3_HUMAN Poly-Gln. 0 ATAGGTCCCCctgctgctgctgc0.325rs67474612;rs147904130

+ 7 2314_2316RIN3_uc010auk.2_In_Frame_Del_p.T387del|RIN3_uc001yaq.2_In_Frame_Del_p.T650del|RIN3_uc001yar.1_In_Frame_Del_p.T387del|RIN3_uc001yas.1_In_Frame_Del_p.T387delNM_024832 NP_079108 Q8TB24 RIN3_HUMANInteraction with RAB5B.|Poly-Thr.|VPS9. 3GTGATCCTGGCCACCACCACCAC0.567

+ 6 1030CHGA_uc010aum.2_RNA|CHGA_uc001ybd.3_IntronNM_001275 NP_001266 P10645 CMGA_HUMAN 2CTGAACCCCCACCCGAGCCTT0.517

- 7 2023BTBD7_uc010aur.2_Frame_Shift_Del_p.N91fs|BTBD7_uc010two.1_Frame_Shift_Del_p.N386fs|BTBD7_uc001ybp.2_Frame_Shift_Del_p.N215fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1GATGCCAGCATTTTTTTGCCG0.383

- 24 4984DICER1_uc010avh.1_Frame_Shift_Del_p.K499fs|DICER1_uc001ydv.2_Frame_Shift_Del_p.K1591fs|DICER1_uc001ydx.2_Frame_Shift_Del_p.K1601fs|DICER1_uc001ydy.1_Frame_Shift_Del_p.K453fsNM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5GCACAGGGCCTTTTCCCGATC0.522

+ 31 6475_6476 NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10GGCAATGTGAAGAGAGAGAGAA0.46

+ 5 799_800EIF5_uc001ymr.2_Frame_Shift_Ins_p.I93fs|EIF5_uc001yms.2_Frame_Shift_Ins_p.I93fs|EIF5_uc001ymt.2_Frame_Shift_Ins_p.I93fs|EIF5_uc001ymu.2_Frame_Shift_Ins_p.I93fs|SNORA28_uc001ymv.1_5'FlankNM_001969 NP_001960 P55010 IF5_HUMAN 3GGATGGATTCATTAAAAAATTT0.406

- 5 903_905INF2_uc010tyi.1_Intron|AKT1_uc001ypl.2_In_Frame_Del_p.E117del|AKT1_uc010axa.2_In_Frame_Del_p.E117del|AKT1_uc001ypm.2_In_Frame_Del_p.E117del|AKT1_uc001ypn.2_In_Frame_Del_p.E117del|AKT1_uc010tyk.1_In_Frame_Del_p.E55delNM_005163 NP_005154 P31749 AKT1_HUMAN 134GGAAGTCCATCTCCTCCTCCTCC0.631

- 8 1515_1517 NM_024490 NP_077816 O60312 AT10A_HUMANPoly-Glu.|Cytoplasmic (Potential). 5CTGGGCACCACCTCCTCCTCCTC0.695

- 14 1621MTMR10_uc010ubk.1_5'UTR|MTMR10_uc001zfg.1_Frame_Shift_Del_p.P89fs|MTMR10_uc010azx.1_Frame_Shift_Del_p.P260fs|MTMR10_uc001zfi.1_Frame_Shift_Del_p.P260fs|MTMR10_uc001zfj.2_Frame_Shift_Del_p.P426fs|MTMR10_uc001zfk.2_Frame_Shift_Del_p.P260fsNM_017762 NP_060232 Q9NXD2 MTMRA_HUMANMyotubularin phosphatase. 1TCGCTGGTGAGGGGAGTTGAA0.473

- 1 420SLC12A6_uc001zhx.2_Frame_Shift_Del_p.Q86fs|SLC12A6_uc001zhy.2_RNA|SLC12A6_uc001zhz.2_RNA|SLC12A6_uc001zia.2_Frame_Shift_Del_p.Q27fs|SLC12A6_uc001zib.2_Frame_Shift_Del_p.Q77fs|SLC12A6_uc001zic.2_Frame_Shift_Del_p.Q86fs|SLC12A6_uc010bau.2_Frame_Shift_Del_p.Q86fs|SLC12A6_uc001zid.2_Frame_Shift_Del_p.Q27fsNM_133647 NP_598408 Q9UHW9 S12A6_HUMANCytoplasmic (Potential). 7ATGACATCCTGGGGGTGAGAA0.498

+ 10 2201PAK6_uc010bbm.2_Frame_Shift_Del_p.L587fs|PAK6_uc001zky.3_Intron|PAK6_uc010bbn.2_Frame_Shift_Del_p.L587fs|PAK6_uc001zlb.2_Frame_Shift_Del_p.L587fsNM_001128628 NP_001122100 Q9NQU5 PAK6_HUMAN Protein kinase. 8TCTGGTCTCTGGGCATCATGG0.602

- 12 2445_2446TP53BP1_uc010udp.1_Frame_Shift_Del_p.P766fs|TP53BP1_uc001zrq.3_Frame_Shift_Del_p.P771fs|TP53BP1_uc001zrr.3_Frame_Shift_Del_p.P771fs|TP53BP1_uc010udq.1_Frame_Shift_Del_p.P771fsNM_005657 NP_005648 Q12888 TP53B_HUMAN 7CATCAACTCTGGGAGATGGCTC0.45

+ 8 1883TRIM69_uc001zui.1_Frame_Shift_Del_p.K126fs|TRIM69_uc010bdy.1_Frame_Shift_Del_p.K109fs|TRIM69_uc001zug.1_Frame_Shift_Del_p.K330fs|TRIM69_uc001zuh.1_Frame_Shift_Del_p.K171fsNM_182985 NP_892030 Q86WT6 TRI69_HUMAN B30.2/SPRY. 0TCTGGACCCTAAAACAGCTCA0.448

+ 18 2010_2011 NM_004212 NP_004203 O43868 S28A2_HUMAN 4TACTAACTGCTGTGGATTCTAC0.421

- 2 1306 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN Homeobox. 0CTGGACATCTGTGAAGACCAA0.448

- 11 1368_1369ZNF280D_uc002adv.2_Frame_Shift_Ins_p.H371fs|ZNF280D_uc010bfq.2_Frame_Shift_Ins_p.H384fs|ZNF280D_uc002adw.1_Frame_Shift_Ins_p.H412fs|ZNF280D_uc010bfr.1_RNA|ZNF280D_uc010bfp.2_RNANM_017661 NP_060131 Q6N043 Z280D_HUMAN 3TAGAAAATTCATGGGGCGTATG0.381

- 3 347_349SNAPC5_uc002apt.1_5'FlankNM_006049 NP_006040 O75971 SNPC5_HUMAN Poly-Glu. 0 ttcttcctcttcctcctcctcct 0.384

+ 2 929_931NOX5_uc002arp.1_Intron|NOX5_uc002arq.1_Intron|NOX5_uc010bid.1_Intron|NOX5_uc002aro.2_IntronNM_145658 NP_663633 Q6UW49 SPESP_HUMAN Poly-Ala. 0GCCTTGCTCTAGCAGCAGCAGCA0.384

+ 24 2916 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8AAAACTTACCAAAAAAAATAA0.363

+ 7 1780_1782BLM_uc010uqh.1_In_Frame_Del_p.D566del|BLM_uc010uqi.1_In_Frame_Del_p.D191del|BLM_uc010bnx.2_In_Frame_Del_p.D566del|BLM_uc002bps.1_In_Frame_Del_p.D128delNM_000057 NP_000048 P54132 BLM_HUMAN Poly-Asp. 6TAGATGACTTTGATGATGATGAT0.374

- 9 996_998VPS33B_uc002bqq.1_In_Frame_Del_p.E123del|VPS33B_uc010uqu.1_In_Frame_Del_p.E187delNM_018668 NP_061138 Q9H267 VP33B_HUMAN 2GGTTTCGCCATCCTCCTCCTCCT0.522 rs147271815

+ 1 40_42TPSD1_uc010brm.1_5'FlankNM_012217 NP_036349 Q9BZJ3 TRYD_HUMAN 0GATGCTGAGCCTGCTGCTGCTGG0.685

- 7 1227ABCA3_uc010bsk.1_Frame_Shift_Del_p.F172fs|ABCA3_uc010bsl.1_Frame_Shift_Del_p.F172fs|ABCA3_uc002cpz.1_Frame_Shift_Del_p.F172fsNM_001089 NP_001080 Q99758 ABCA3_HUMAN 16CTCTTTCAGGAAAAAGGAGCC0.493

- 1 929_930ZNF263_uc002cur.2_3'UTR|TIGD7_uc010btj.1_RNANM_033208 NP_149985 Q6NT04 TIGD7_HUMANH-T-H motif (By similarity).|HTH psq-type. 0TTAACTTCTTATTTTTTTTAAT0.361

+ 3 184_186C16orf62_uc002dgo.1_In_Frame_Del_p.S64del|C16orf62_uc010vas.1_5'UTR|C16orf62_uc002dgm.1_In_Frame_Del_p.S64delNM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1TTCTTCCACGTCCTCCTCCTCCT0.562

+ 22 3160uc010vct.1_Intron|ATXN2L_uc002drb.2_Frame_Shift_Del_p.G998fs|ATXN2L_uc002dqy.2_Frame_Shift_Del_p.G998fs|ATXN2L_uc002dra.2_Frame_Shift_Del_p.G998fs|ATXN2L_uc002dqz.2_Frame_Shift_Del_p.G998fs|ATXN2L_uc010vdb.1_Frame_Shift_Del_p.G1004fs|ATXN2L_uc002dre.2_Frame_Shift_Del_p.G998fs|ATXN2L_uc002drf.2_Frame_Shift_Del_p.G407fs|ATXN2L_uc002drg.2_Frame_Shift_Del_p.G281fsNM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2CCAGAGTCATGGGGGGCCCCC0.682

+ 16 2756SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.F648fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.F361fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMANHelicase ATP-binding. 4CTTGATGCACTTTTTGATGCC0.512

+ 10 1333_1334RSPRY1_uc002elc.2_Frame_Shift_Del_p.C352fs|RSPRY1_uc002eld.2_Frame_Shift_Del_p.C352fsNM_133368 NP_588609 Q96DX4 RSPRY_HUMANB30.2/SPRY. 1AGTGTGCGTTGCACCTTTTGTG0.485

- 13 1866FHOD1_uc010ced.2_Frame_Shift_Del_p.P392fs|FHOD1_uc010vjh.1_Frame_Shift_Del_p.P245fsNM_013241 NP_037373 Q9Y613 FHOD1_HUMANFH1.|Poly-Pro.p.P585fs*43(1) 3AAGTGGGGGAGGGGGGGGTAC0.622

- 3 888_890ACD_uc002etp.3_In_Frame_Del_p.L181del|ACD_uc002etr.3_In_Frame_Del_p.L181del|ACD_uc010vjt.1_In_Frame_Del_p.L174del|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CCGCAGTCCTGCAGCAGCAGCAG0.65

+ 16 2002_2004EDC4_uc010cer.2_In_Frame_Del_p.S236del|EDC4_uc010vkg.1_In_Frame_Del_p.S549del|EDC4_uc002eus.2_In_Frame_Del_p.S347del|EDC4_uc002eut.1_5'FlankNM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4CTGCCTCTCCcagcagcagcagc0.453



+ 10 2333CDH3_uc010vli.1_Frame_Shift_Del_p.K346fsNM_001793 NP_001784 P22223 CADH3_HUMANExtracellular (Potential).|Cadherin 3.p.?(1) 5TTTTGAGGCCAAAAACCAGCA0.522

+ 3 992_994 NM_018975 NP_061848 Q9NYB0 TE2IP_HUMANAsp/Glu-rich (acidic). 1 TGATgaggaggaagaagaagaag0.369 rs140846731

+ 5 718CNTNAP4_uc002fev.1_Frame_Shift_Del_p.L23fs|CNTNAP4_uc010chb.1_Frame_Shift_Del_p.L86fs|CNTNAP4_uc002fex.1_Frame_Shift_Del_p.L114fs|CNTNAP4_uc002few.2_Frame_Shift_Del_p.L86fsNM_033401 NP_207837 Q9C0A0 CNTP4_HUMANExtracellular (Potential).|F5/8 type C. 2GCTACCTCCTGATGTTCAGTG0.493

- 6 1365 NM_020310 NP_064706 Q99583 MNT_HUMAN 1 gggtggtgctggggggtggca 0.353

- 3 1104_1105ZNF232_uc002gar.1_Frame_Shift_Del_p.P144fs|ZNF232_uc002gat.2_Frame_Shift_Del_p.P144fs|ZNF232_uc010vsv.1_Frame_Shift_Del_p.P144fsNM_014519 NP_055334 Q9UNY5 ZN232_HUMAN SCAN box. 2CTCCACTCTTAGGGTGATGTCC0.55

- 1 143_145DHX33_uc002gcb.2_5'UTR|DHX33_uc010clf.2_In_Frame_Del_p.47_48GG>GNM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2CTGCCTCCGGCCTCCTCCTCCTC0.724

+ 4 597BCL6B_uc010clt.1_Frame_Shift_Del_p.G180fsNM_181844 NP_862827 Q8N143 BCL6B_HUMAN Pro-rich. 1GCAGTCAAGGCCCCCCCAGTC0.617

- 7 934PLSCR3_uc002ggl.2_Frame_Shift_Del_p.G218fs|PLSCR3_uc002ggq.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggn.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggo.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggp.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggr.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc010cmg.1_Frame_Shift_Del_p.G242fsNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0TCGGACCAGGCCCCCCCACTG0.612

- 16 2205_2207PER1_uc010vuq.1_RNA|PER1_uc010vur.1_In_Frame_Del_p.S640delNM_002616 NP_002607 O15534 PER1_HUMANPoly-Ser.|CSNK1E binding domain (By similarity). 9GAGGTGGTATAGGAGGAGGAGGA0.586

+ 9 1165_1167NDEL1_uc002gli.2_3'UTR|NDEL1_uc002glk.1_RNANM_030808 NP_110435 Q9GZM8 NDEL1_HUMANInteraction with CENPF.|Interaction with NEFL (By similarity).0TTTGACCCCGCTCCTCCTCCTCC0.576

+ 4 797_798USP43_uc002gma.3_5'UTR|USP43_uc010vva.1_Frame_Shift_Del_p.L266fs|USP43_uc010coe.2_Frame_Shift_Del_p.L63fsNM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5GATCCTTTCCTGTGTGTGTCCC0.515

+ 5 454SUPT6H_uc010crt.2_Frame_Shift_Del_p.K122fsNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3CCGGCGTGTCAAAAAAATGTC0.483

+ 12 1137RHOT1_uc002hgw.2_Frame_Shift_Del_p.E300fs|RHOT1_uc002hgy.2_Frame_Shift_Del_p.E300fs|RHOT1_uc002hha.2_Frame_Shift_Del_p.E173fs|RHOT1_uc010csv.2_RNA|RHOT1_uc002hgx.2_Frame_Shift_Del_p.E173fs|RHOT1_uc010wby.1_Frame_Shift_Del_p.E300fs|RHOT1_uc002hhb.2_Frame_Shift_Del_p.E279fs|RHOT1_uc002hgv.2_Frame_Shift_Del_p.E300fsNM_018307 NP_060777 Q8IXI2 MIRO1_HUMANMitochondrial intermembrane (Potential). 4TTGCACTACTGAATTAAATCA0.239

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN 0TATGGGTCGCAAGAAGAAGAAGC0.542

- 3 300CCL23_uc002hks.1_Frame_Shift_Del_p.E94fsNM_145898 NP_665905 P55773 CCL23_HUMAN 0TTGGAGCACTCGCTGTTCGTT0.532

+ 7 712STARD3_uc010weg.1_3'UTR|STARD3_uc010weh.1_RNA|STARD3_uc002hse.2_Frame_Shift_Del_p.L178fs|STARD3_uc010wei.1_Frame_Shift_Del_p.L196fs|STARD3_uc002hsf.2_Frame_Shift_Del_p.L62fs|STARD3_uc002hsg.2_IntronNM_006804 NP_006795 Q14849 STAR3_HUMANMENTAL.|Cytoplasmic (Potential). 0GTGGACCCCTGCTGTTCTCCG0.627

+ 10 1737_1738STAT5A_uc010cya.1_Frame_Shift_Ins_p.N365fs|STAT5A_uc010cyb.1_Frame_Shift_Ins_p.N365fs|STAT5A_uc010cyc.1_Frame_Shift_Ins_p.N335fsNM_003152 NP_003143 P42229 STA5A_HUMAN 1TGCACATGAATCCCCCCCAGGT0.564 rs146398782

- 22 3004_3005HDAC5_uc002ife.1_Frame_Shift_Ins_p.P931fs|HDAC5_uc002iff.1_Frame_Shift_Ins_p.P932fs|HDAC5_uc010czp.1_Frame_Shift_Ins_p.P846fsNM_005474 NP_005465 Q9UQL6 HDAC5_HUMANHistone deacetylase. 1ACGTCTCCAATGGGGGGGTCCA0.609

+ 4 641_642CCDC103_uc002ihp.1_5'FlankNM_213607 NP_998772 Q8IW40 CC103_HUMAN 1TGAGCCGGGCAGAGAGAGAGAG0.644

- 8 1173 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANHelicase ATP-binding. 1TTAGTTTCTTCCCCAGGCTGA0.388

+ 6 911DCAF7_uc002jbb.2_RNA|DCAF7_uc010wpn.1_IntronNM_005828 NP_005819 P61962 DCAF7_HUMAN 1CTGGAACAAGCAGGACCCTAA0.562

- 11 1158_1160FTSJ3_uc002jca.2_In_Frame_Del_p.360_361EE>ENM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 ctcctcctcttcctcctcctcct 0.463

+ 14 2846_2847COG1_uc002jjh.2_3'UTR|COG1_uc002jjf.1_3'UTR|FAM104A_uc002jjj.3_3'UTR|FAM104A_uc002jji.3_3'UTRNM_018714 NP_061184 Q8WTW3 COG1_HUMAN 1TGGCAGGTTGTCCCCCCGGCAC0.584

+ 7 895_897SLC26A11_uc002jyc.1_In_Frame_Del_p.L213del|SLC26A11_uc002jyd.1_In_Frame_Del_p.L213del|SLC26A11_uc010dhv.1_In_Frame_Del_p.L213delNM_173626 NP_775897 Q86WA9 S2611_HUMANHelical; (Potential). 0CTGGTCTGCATGCTGCTGCTGCT0.675

- 7 1099_1100FAM38B_uc002koq.2_Frame_Shift_Del_p.S218fsNM_022068 NP_071351 Q9H5I5 PIEZ2_HUMANHelical; (Potential). 1AGATCCAGCTGGACAGGCTCAA0.53

- 4 1755_1756ESCO1_uc002kti.1_RNANM_052911 NP_443143 Q5FWF5 ESCO1_HUMAN 0TTGGGAGTGTTGTGTTAGTATT0.436 rs151000067

+ 2 125ATP5A1_uc002lbt.1_5'Flank|HAUS1_uc002lbv.2_5'UTRNM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1CTGCGTGGTTAAAAAAAATAT0.393

- 1 700MBD2_uc002lfh.1_Frame_Shift_Del_p.P157fs|SNORA37_uc002lfi.1_5'FlankNM_003927 NP_003918 Q9UBB5 MBD2_HUMAN MBD. 0TCTTCCATCCGGGGGGGAGGG0.687

+ 8 995WDR7_uc010dpk.1_RNA|WDR7_uc002lgl.1_Frame_Shift_Del_p.G262fsNM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3GACATGGACCGGGGGGGACTT0.418

- 2 2579 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6CACAGCTCGTCCCCCCAGCTT0.458

- 7 1036_1038GTF2F1_uc010xjb.1_In_Frame_Del_p.K72del|GTF2F1_uc010xjc.1_In_Frame_Del_p.K166delNM_002096 NP_002087 P35269 T2FA_HUMAN 0CGTCTGAACCCTTCTTCTTCTTC0.611

- 6 1269_1270ZNF442_uc010xmk.1_Frame_Shift_Ins_p.W151fsNM_030824 NP_110451 Q9H7R0 ZN442_HUMAN C2H2-type 2. 4TAAACTAGGCCAAAAAAAGGCT0.401

+ 16 3826NWD1_uc002net.3_Frame_Shift_Del_p.V1000fs|NWD1_uc002nev.3_Frame_Shift_Del_p.V929fs Q149M9 NWD1_HUMAN WD 8. 7GAGACGGCTGTTTTTGGTACT0.552

- 2 134ZNF43_uc010ecv.2_Splice_Site|ZNF43_uc002nql.2_Splice_Site|ZNF43_uc002nqm.2_Splice_Site|ZNF43_uc002nqk.2_IntronNM_003423 NP_003414 P17038 ZNF43_HUMAN 2CAATGGTCCCTAAAAAAAACAA0.386

+ 11 1438_1440 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN Poly-Ser. 3TACTTCATCGTCATCATCATCAT0.527

+ 2 252_254FFAR2_uc010eea.2_In_Frame_Del_p.L62delNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential). 1CGACCTCCTCCTGCTGCTGCTGC0.645

- 18 2238_2240CAPN12_uc010egd.1_In_Frame_Del_p.4_5YE>*|CAPN12_uc002ojc.1_In_Frame_Del_p.97_98YE>*NM_144691 NP_653292 Q6ZSI9 CAN12_HUMANEF-hand.|Domain IV.|Potential. 2CAGCCTCAGCTCGTAGGAGTTCA0.581 rs150655757

- 8 1256CAPN12_uc010egd.1_5'Flank|CAPN12_uc002ojc.1_5'FlankNM_144691 NP_653292 Q6ZSI9 CAN12_HUMANCalpain catalytic. 2GCCATCCTCCTTTTTCACCAG0.652

- 7 695PAF1_uc002ole.1_Frame_Shift_Del_p.S164fs|PAF1_uc010xuv.1_RNA|MED29_uc010xuw.1_5'Flank|MED29_uc002olf.2_5'Flank|MED29_uc010xux.1_5'FlankNM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1GTGATCTGGCTATCCCTGTCT0.502

+ 8 1917CEACAM5_uc002orj.1_Frame_Shift_Del_p.S598fs|CEACAM5_uc002orl.2_Frame_Shift_Del_p.S599fsNM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2CCCATCATTTCCCCCCCAGAC0.547

+ 3 1121_1123PPP1R13L_uc002pbo.2_5'Flank|PPP1R13L_uc002pbp.2_5'Flank|CD3EAP_uc002pbr.1_In_Frame_Del_p.K219delNM_012099 NP_036231 O15446 RPA34_HUMAN Poly-Lys. 4TGGATGTGCGGAAGAAGAAGAAG0.581

+ 9 1037_1039SAE1_uc002pgd.2_3'UTR|SAE1_uc010ekx.2_In_Frame_Del_p.L259del|SAE1_uc010ekw.2_RNA|SAE1_uc010xyk.1_In_Frame_Del_p.F157del|SAE1_uc002pge.2_In_Frame_Del_p.F267delNM_016402 NP_057486 Q9UBE0 SAE1_HUMAN 1CTCACAACAACTTCTTCTTCTTC0.493

- 9 974_975TEAD2_uc002png.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc002pnh.2_Frame_Shift_Ins_p.H299fs|TEAD2_uc002pni.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc010yao.1_Frame_Shift_Ins_p.H167fs|TEAD2_uc010emw.2_Frame_Shift_Ins_p.H298fsNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GAAGAAGGCATGGGGGGGGCCA0.564

- 11 1285_1287FUZ_uc002ppr.1_In_Frame_Del_p.L294del|FUZ_uc002pps.1_RNA|FUZ_uc002ppt.1_RNA|FUZ_uc002ppu.1_In_Frame_Del_p.L358del|FUZ_uc002ppv.1_In_Frame_Del_p.L344delNM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0TCTGGGGAGACAGCAGCAGCAGC0.635

+ 4 817IL4I1_uc002pqv.1_5'Flank|IL4I1_uc010eno.1_5'Flank|IL4I1_uc002pqw.1_5'Flank|IL4I1_uc002pqu.1_5'Flank|NUP62_uc002pqy.2_5'Flank|NUP62_uc002pqz.2_5'Flank|NUP62_uc002pra.2_5'Flank|NUP62_uc002prb.2_5'Flank|NUP62_uc002prc.2_5'Flank|ATF5_uc002prd.2_Frame_Shift_Del_p.P84fsNM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2GCCTCCCTTACCCCCCGGCAC0.567

- 5 1658ZNF577_uc010ydd.1_5'Flank|ZNF577_uc002pxx.3_5'Flank|ZNF577_uc002pxv.2_5'Flank|ZNF577_uc002pxw.2_5'Flank|ZNF577_uc010yde.1_5'Flank|ZNF577_uc010ydf.1_IntronNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3GAAGGATTTTCCACCTTCACT0.403 rs61731262

- 3 429 NM_024316 NP_077292 Q96BZ8 LENG1_HUMAN 1GGGCGGGGGGCCCCCTCGCCC0.642



+ 1 728_730 NM_003108 NP_003099 P35716 SOX11_HUMAN Poly-Asp. 3TCTGGATGAGgacgacgacgacg0.606

+ 14 2400_2401GREB1_uc002rbo.1_Frame_Shift_Ins_p.I334fsNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1TCATTTGCATTCCCCCCTCAGA0.52

+ 18 3087GREB1_uc002rbo.1_Frame_Shift_Del_p.L563fs|GREB1_uc002rbp.1_5'FlankNM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1TGGAGACGCTGGAGATCACGC0.657

- 11 1472_1474PUM2_uc002rdt.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdr.2_In_Frame_Del_p.422_423AA>A|PUM2_uc010yjy.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdu.1_In_Frame_Del_p.483_484AA>A|PUM2_uc010yjz.1_In_Frame_Del_p.422_423AA>ANM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1AGTTCCTCCAGCTGCTGCTGCTG0.424

- 32 4055_4057OTOF_uc010yla.1_In_Frame_Del_p.K40del|OTOF_uc002rhh.2_In_Frame_Del_p.K543del|OTOF_uc002rhi.2_In_Frame_Del_p.K620del|OTOF_uc002rhj.2_In_Frame_Del_p.K543delNM_194248 NP_919224 Q9HC10 OTOF_HUMANCytoplasmic (Potential).|Poly-Lys. 7 CCGCAGTGCCcttcttcttcttc0.507

- 3 1787_1788RTN4_uc002ryd.2_Frame_Shift_Ins_p.I291fs|RTN4_uc002ryf.2_Intron|RTN4_uc002ryg.2_IntronNM_020532 NP_065393 Q9NQC3 RTN4_HUMANCytoplasmic (Potential). 3CTTTTCTTCTATTTTTTTTTCA0.381

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

+ 8 2887 NM_000189 NP_000180 P52789 HXK2_HUMAN Regulatory. 2GCTGCTCTTTGGGGGGAAGCT0.547

- 13 1977GGCX_uc010yss.1_Frame_Shift_Del_p.K440fs|GGCX_uc010yst.1_Frame_Shift_Del_p.K567fsNM_000821 NP_000812 P38435 VKGC_HUMANLumenal (Potential). 1ATTCTCCACCTTTTCCTTTAA0.438

+ 5 1704_1705 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANExtracellular (Potential). 3ACTTTCCCCTTCTCCATCAAGG0.441

+ 8 824 NM_182640 NP_872578 P82933 RT09_HUMAN 0CTCTTGAATCAAAAAAACAGC0.403

+ 3 766SULT1C4_uc002tdz.2_3'UTR|SULT1C4_uc010ywr.1_Intron|SULT1C4_uc002teb.1_IntronNM_006588 NP_006579 O75897 ST1C4_HUMAN 0AAAACTGTAAGGTAAAAAAGC0.378

+ 6 2252_2253GCC2_uc002ted.2_Frame_Shift_Ins_p.E599fsNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1ACTCAGTTCAGAAAAAAAACAG0.307

+ 14 3080POLR1B_uc010fkn.2_Frame_Shift_Del_p.G778fs|POLR1B_uc002thx.2_Frame_Shift_Del_p.G695fs|POLR1B_uc010fko.2_Frame_Shift_Del_p.G651fs|POLR1B_uc010fkp.2_Frame_Shift_Del_p.G273fs|POLR1B_uc010yxn.1_Frame_Shift_Del_p.G872fs|POLR1B_uc002thy.2_Frame_Shift_Del_p.G695fs|POLR1B_uc010yxo.1_Frame_Shift_Del_p.G611fsNM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1CCTCAACACCGGGGAAAGTTT0.338

- 12 2147uc002udp.2_Intron|SCN9A_uc002udr.1_Frame_Shift_Del_p.I473fs|SCN9A_uc002uds.1_Frame_Shift_Del_p.I473fs|SCN9A_uc002udt.1_Frame_Shift_Del_p.I473fsNM_002977 NP_002968 Q15858 SCN9A_HUMAN 13TGGCTTGGCTGATGTTACTGC0.557

- 65 12348 NM_004525 NP_004516 P98164 LRP2_HUMANEGF-like 15; calcium-binding (Potential).|Extracellular (Potential).29CTGCACATCGTTTTCCAGGGC0.438

+ 5 719_721CDCA7_uc002uic.1_In_Frame_Del_p.E281del|CDCA7_uc010zej.1_In_Frame_Del_p.E237del|CDCA7_uc010zek.1_In_Frame_Del_p.E160delNM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1CTCTACCCATGGAGGAGGAGGAG0.537

- 277 79729uc002umo.2_Intron|uc002ump.1_Intron|TTN_uc010zfh.1_Frame_Shift_Del_p.G20197fs|TTN_uc010zfi.1_Frame_Shift_Del_p.G20130fs|TTN_uc010zfj.1_Frame_Shift_Del_p.G20005fsNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AAGTGGTTTTCCAGAGATTGG0.393

- 15 1903ALS2CR11_uc002uyf.2_Frame_Shift_Del_p.I1816fs|ALS2CR11_uc010fti.2_3'UTRNM_152525 NP_689738 Q53TS8 AL2SA_HUMAN 3CCTCTTTTAATTTTTTTTGGC0.323

+ 16 1908ATIC_uc010zjo.1_Frame_Shift_Del_p.L519fs|ATIC_uc002vey.3_Frame_Shift_Del_p.L577fsNM_004044 NP_004035 P31939 PUR9_HUMAN 29GCGACGAACTGGGAATCATCC0.498

+ 1 94_96ALPI_uc002vsu.3_5'UTRNM_001631 NP_001622 P09923 PPBI_HUMAN 1GGGCCCTGGGTGCTGCTGCTGCT0.66

+ 2 97 NM_054112 NP_473453 Q96PH6 DB118_HUMAN 4TATAGTGGTGAAAAAAAATGC0.398

+ 2 265NFS1_uc002xdt.1_5'Flank|NFS1_uc002xdu.1_5'Flank|NFS1_uc002xdv.1_5'Flank|NFS1_uc010zvk.1_5'Flank|NFS1_uc010zvl.1_5'Flank|NFS1_uc002xdw.1_5'Flank|NFS1_uc002xdx.2_5'Flank|ROMO1_uc010gfm.2_Frame_Shift_Del_p.F40fsNM_080748 NP_542786 P60602 ROMO1_HUMANHelical; (Potential). 0CTTCGGCACCTTTTCCTGTCT0.657

+ 5 768_769SFRS6_uc002xki.2_Frame_Shift_Del_p.S71fs|SFRS6_uc002xkk.2_Frame_Shift_Del_p.S200fsNM_006275 NP_006266 Q13247 SRSF6_HUMANArg/Ser-rich (RS domain). 0TAGGTCTCGATCTAGAAGACGG0.421

+ 6 686SLC9A8_uc010zym.1_5'UTR|SLC9A8_uc010zyj.1_Frame_Shift_Del_p.V159fs|SLC9A8_uc010zyk.1_Frame_Shift_Del_p.V159fs|SLC9A8_uc010zyl.1_Frame_Shift_Del_p.V131fs|SLC9A8_uc010gib.1_IntronNM_015266 NP_056081 Q9Y2E8 SL9A8_HUMANHelical; (Potential). 1CTGTTTGCTGTTTTTGGGACG0.383

- 2 597SALL4_uc010gii.2_Frame_Shift_Del_p.Q166fs|SALL4_uc002xwi.3_IntronNM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2CTTATGTCCTGGGGGGTGGGT0.577

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5GATCTTTATAGTTTTTTTTTGT0.327

+ 3 617_619RTEL1_uc011abc.1_RNA|RTEL1_uc002yft.1_In_Frame_Del_p.A96del|RTEL1_uc011abd.1_In_Frame_Del_p.A96del|RTEL1_uc002yfv.2_In_Frame_Del_p.A96del|RTEL1_uc011abe.1_5'UTR|RTEL1_uc002yfw.2_RNANM_016434 NP_057518 Q9NZ71 RTEL1_HUMANHelicase ATP-binding. 0CTGGGGCAACGCTGCTGCTGCTG0.645

- 5 1145LCA5L_uc002yxv.2_Frame_Shift_Del_p.I278fs|LCA5L_uc002yxw.1_Frame_Shift_Del_p.I278fs|LCA5L_uc002yxx.1_Frame_Shift_Del_p.I140fs|LCA5L_uc002yxy.2_RNANM_152505 NP_689718 O95447 LCA5L_HUMAN 0CAGACCTGTATTTTTTTGTCA0.383

- 3 2043ZNF295_uc002yzz.3_Intron|ZNF295_uc002yzy.3_Frame_Shift_Del_p.S610fs|ZNF295_uc002zaa.3_Frame_Shift_Del_p.S610fsNM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3AACAGCATGTGAACTAGAGGC0.443

+ 11 1360PKNOX1_uc011aex.1_Frame_Shift_Del_p.A274fsNM_004571 NP_004562 P55347 PKNX1_HUMAN 2TCGGACGGGGCCACCCTGGCG0.622

+ 6 711_713MED15_uc002zsn.1_In_Frame_Del_p.Q137del|MED15_uc002zso.2_In_Frame_Del_p.Q147del|MED15_uc002zsq.2_In_Frame_Del_p.Q218del|MED15_uc010gso.2_In_Frame_Del_p.Q218del|MED15_uc002zsr.2_In_Frame_Del_p.Q192del|MED15_uc011ahs.1_In_Frame_Del_p.Q192del|MED15_uc011aht.1_In_Frame_Del_p.Q192del|MED15_uc002zss.2_In_Frame_Del_p.Q137del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagcagctccagcagcagcagc0.187

+ 8 1169_1171MED15_uc002zsq.2_In_Frame_Del_p.Q367del|MED15_uc010gso.2_In_Frame_Del_p.Q367del|MED15_uc002zsr.2_In_Frame_Del_p.Q341del|MED15_uc011ahs.1_In_Frame_Del_p.Q341del|MED15_uc002zss.2_In_Frame_Del_p.Q286del|MED15_uc011ahu.1_In_Frame_Del_p.Q93delNM_001003891 NP_001003891 Q96RN5 MED15_HUMANPro-rich.|Poly-Gln. 1AGCCCCAGGTGCAGCAGCAGCAG0.616

+ 4 415_417RAB36_uc010gtw.1_IntronNM_004914 NP_004905 O95755 RAB36_HUMAN 2AACTCTCCAAGGTGGTGGTGGTT0.586

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5GCTGGGTGGTCTGCTGCTGCTGC0.596 rs141985009

+ 6 1651_1652SMCR7L_uc003axw.2_Frame_Shift_Del_p.L385fs|SMCR7L_uc010gxz.1_Frame_Shift_Del_p.L207fs|SMCR7L_uc003axy.2_Frame_Shift_Del_p.L207fsNM_019008 NP_061881 Q9NQG6 SMC7L_HUMAN 1TGCCAGCCAGCTAACCAATGTC0.604

- 5 623NAGA_uc003bby.2_Frame_Shift_Del_p.P162fs|NAGA_uc003bbw.3_Frame_Shift_Del_p.P162fsNM_000262 NP_000253 P17050 NAGAB_HUMAN 1CCCGCTCCTCGGGGGTGGAGA0.642

+ 29 2853_2854FANCD2_uc003bux.1_Frame_Shift_Del_p.F925fs|FANCD2_uc003buy.1_Frame_Shift_Del_p.F925fs|FANCD2_uc010hcw.1_RNANM_033084 NP_149075 Q9BXW9 FACD2_HUMAN p.R926fs*6(2) 4ATGCTTTTTTCCGAGAGCTGGA0.396

- 11 1376DYNC1LI1_uc011axh.1_Frame_Shift_Del_p.I314fsNM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1TTTGGATCAATTTTTTTTGAC0.398

+ 9 1492DLEC1_uc003chp.1_Frame_Shift_Del_p.G491fs|DLEC1_uc010hgv.1_Frame_Shift_Del_p.G491fs|DLEC1_uc010hgw.1_Frame_Shift_Del_p.G132fs|DLEC1_uc003chq.1_IntronNM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9CTGCCTCATTGGGGGAGTCAA0.473

+ 13 3220_3222NKTR_uc003clm.1_In_Frame_Del_p.E776del|NKTR_uc003clp.2_In_Frame_Del_p.E776del|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_In_Frame_Del_p.E919del|NKTR_uc003clr.1_In_Frame_Del_p.E776del|NKTR_uc003cls.2_In_Frame_Del_p.E729delNM_005385 NP_005376 P30414 NKTR_HUMAN 3ATTTGGTGAAGAGGAGGAGGAGG0.355

- 6 513_515HHATL_uc003clx.2_In_Frame_Del_p.122_123LL>LNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3ACAGTGACCAAGCAGCAGCAGCA0.621

+ 6 1945ZNF167_uc003cni.2_Intron|ZNF167_uc010hio.2_Splice_Site_p.G368_splice|ZNF167_uc003cnj.2_Frame_Shift_Del_p.G519fs|ZNF167_uc003cnk.2_IntronNM_018651 NP_061121 Q9P0L1 ZN167_HUMAN 2TGCACACTGGTAAGAAACCTT0.448

- 7 719CACNA2D2_uc003dap.2_Frame_Shift_Del_p.W227fsNM_006030 NP_006021 Q9NY47 CA2D2_HUMANExtracellular (Potential). 1GGGCCTCTGTCCAGTTGAGCT0.612

- 1 499NT5DC2_uc003den.2_5'Flank|NT5DC2_uc010hmi.2_5'Flank|NT5DC2_uc010hmj.2_5'UTR|LOC440957_uc003dep.2_5'FlankNM_022908 NP_075059 Q9H857 NT5D2_HUMAN 0GAGATGCTGTGGTCTTTTCTA0.592

+ 21 3869ROBO2_uc003dpz.2_Frame_Shift_Del_p.P1080fs|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Frame_Shift_Del_p.P1080fs|ROBO2_uc003dqa.2_Frame_Shift_Del_p.P203fsNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11CCCTCTACCTCCCCCCCCAGT0.433

- 5 499DPPA4_uc011bho.1_Intron|DPPA4_uc011bhp.1_Frame_Shift_Del_p.K148fsNM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1CCACCTTTAATTTTTTTTGCA0.413



- 7 850KIAA2018_uc003eal.2_Frame_Shift_Del_p.I91fsNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TAAACAATAATTTTTTTTTGA0.373

+ 1 197DIRC2_uc010hrl.2_RNA|DIRC2_uc010hrm.2_5'UTR|HSPBAP1_uc003efu.1_5'Flank|HSPBAP1_uc003efv.1_5'FlankNM_032839 NP_116228 Q96SL1 DIRC2_HUMAN 0GCCCGGGCTCGGGCCTGGGCT0.577

+ 2 200_201ABTB1_uc003ejr.2_Intron|ABTB1_uc003ejs.2_Intron|ABTB1_uc003eju.2_Intron|ABTB1_uc010hsm.2_5'FlankNM_172027 NP_742024 Q969K4 ABTB1_HUMAN ANK 2. 0GTGGGACAGCACCCCCTTGTGA0.624

+ 3 470NEK11_uc003enx.2_Frame_Shift_Del_p.D48fs|NEK11_uc003eoa.2_Frame_Shift_Del_p.D48fs|NEK11_uc003enz.2_5'UTR|NEK11_uc010htn.2_RNA|NEK11_uc011blk.1_5'UTR|NEK11_uc011bll.1_Frame_Shift_Del_p.D48fs|NEK11_uc003enw.1_Frame_Shift_Del_p.D48fs|NEK11_uc011blm.1_Frame_Shift_Del_p.D48fsNM_024800 NP_079076 Q8NG66 NEK11_HUMANProtein kinase. 6TGGTTTCAGACAAGAAAGCCA0.403

+ 4 288SERP1_uc003exz.2_Intron|EIF2A_uc003eyb.2_5'UTR|EIF2A_uc003eyc.2_5'UTR|EIF2A_uc011bnv.1_Frame_Shift_Del_p.A66fs|EIF2A_uc011bnw.1_Frame_Shift_Del_p.A91fs|EIF2A_uc003eyd.2_5'UTRNM_032025 NP_114414 Q9BY44 EIF2A_HUMAN 0ACTGTCCTGGCAACGTGGCAG0.398

+ 22 2900ATP11B_uc003flc.2_Frame_Shift_Del_p.Y465fs|ATP11B_uc011bqm.1_Frame_Shift_Del_p.Y185fs|ATP11B_uc010hxf.1_Frame_Shift_Del_p.Y43fsNM_014616 NP_055431 Q9Y2G3 AT11B_HUMANHelical; (Potential). 3 TTGTACAGTATTTTTTTTATA0.269

+ 10 1570_1572EIF4G1_uc003fno.1_In_Frame_Del_p.E406del|EIF4G1_uc010hxw.1_In_Frame_Del_p.E301del|EIF4G1_uc003fnt.2_In_Frame_Del_p.E176del|EIF4G1_uc003fnq.2_In_Frame_Del_p.E378del|EIF4G1_uc003fnr.2_In_Frame_Del_p.E301del|EIF4G1_uc010hxx.2_In_Frame_Del_p.E472del|EIF4G1_uc003fns.2_In_Frame_Del_p.E425del|EIF4G1_uc010hxy.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnv.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnu.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnw.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnx.2_In_Frame_Del_p.E269del|EIF4G1_uc003fny.3_In_Frame_Del_p.E269delNM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7GGAGGAAATGgaagaagaagaag0.443

- 7 1021_1023TRA2B_uc003fpt.2_RNA|TRA2B_uc003fpu.2_RNA|TRA2B_uc010hym.2_In_Frame_Del_p.G149del|TRA2B_uc003fpw.2_IntronNM_004593 NP_004584 P62995 TRA2B_HUMANArg/Ser-rich (RS2 domain). 2 CAGCTCTCCAtcctcctcctcct0.32

+ 3 644KLF3_uc003gtg.2_Frame_Shift_Del_p.I104fsNM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2GCCCACCGATAAAAAAATACT0.617

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

+ 4 418 NM_005212 NP_005203 P07498 CASK_HUMAN 4TTATTGCCATCCCCCCAAAGA0.488

- 3 416_418NUP54_uc010ije.2_5'UTR|NUP54_uc011cbs.1_5'UTR|NUP54_uc011cbt.1_Intron|NUP54_uc003hjt.2_5'UTRNM_017426 NP_059122 Q7Z3B4 NUP54_HUMANPoly-Gln.|Thr-rich.|9 X 2 AA repeats of F-G. 2CTTACTAGTTTGCTGCTGCTGCT0.394

+ 8 1473_1475PRDM8_uc003hmb.3_In_Frame_Del_p.Q217del|PRDM8_uc003hmc.3_In_Frame_Del_p.Q217delNM_020226 NP_064611 Q9NQV8 PRDM8_HUMANGly-rich.|Poly-Gln. 1 tggcaaagaccagcagcagcagc0.384

- 11 1436_1438SEC31A_uc003hne.2_In_Frame_Del_p.Q196del|SEC31A_uc011ccl.1_In_Frame_Del_p.Q424del|SEC31A_uc003hnl.2_In_Frame_Del_p.Q424del|SEC31A_uc003hng.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnh.2_In_Frame_Del_p.Q424del|SEC31A_uc003hni.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnj.2_In_Frame_Del_p.Q424del|SEC31A_uc011ccm.1_In_Frame_Del_p.Q419del|SEC31A_uc011ccn.1_In_Frame_Del_p.Q424del|SEC31A_uc003hnk.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnm.2_In_Frame_Del_p.Q424del|SEC31A_uc003hnn.1_In_Frame_Del_p.Q424del|SEC31A_uc003hno.2_In_Frame_Del_p.Q424delNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with SEC13. 8GAACACATGGTGCTGCTGCTGCT0.448rs146843621;rs140634448

+ 8 1279CDS1_uc010ike.1_Frame_Shift_Del_p.F65fsNM_001263 NP_001254 Q92903 CDS1_HUMAN 4CCTTTTTGGATTTTTTTTTGG0.308

- 9 2145_2146SPARCL1_uc011cdc.1_Frame_Shift_Del_p.L400fs|SPARCL1_uc003hqs.3_Frame_Shift_Del_p.L525fs|SPARCL1_uc011cdd.1_Frame_Shift_Del_p.L400fsNM_001128310 NP_001121782 Q14515 SPRL1_HUMAN 1TCTCATCCGTAGAGGAAACTGA0.401

- 1 538_540HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 gtactcctcttcctcctcctcct 0.369

+ 8 1187_1189NPNT_uc011cfc.1_In_Frame_Del_p.P350del|NPNT_uc011cfd.1_In_Frame_Del_p.P363del|NPNT_uc011cfe.1_In_Frame_Del_p.P363del|NPNT_uc010ilt.1_In_Frame_Del_p.P333del|NPNT_uc011cff.1_In_Frame_Del_p.P333del|NPNT_uc010ilu.1_In_Frame_Del_p.P229delNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1AATTCCTACTCCACCACCACCAC0.522

+ 4 1196_1198SEC24B_uc003hzl.2_Intron|SEC24B_uc011cfp.1_In_Frame_Del_p.E415del|SEC24B_uc011cfq.1_In_Frame_Del_p.E384del|SEC24B_uc011cfr.1_IntronNM_006323 NP_006314 O95487 SC24B_HUMAN Poly-Glu. 3 TGATgaggaagaggaggaggagg0.369

+ 39 6607KIAA1109_uc003iel.1_Frame_Shift_Del_p.G123fs|KIAA1109_uc003iek.2_Frame_Shift_Del_p.G807fsNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ATTGGACAATGGGGGTGGTCT0.438

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 ACGCTggtggtggcggcggcgg0.386rs67907220;rs72269802

- 5 1095LRBA_uc003ilu.3_Frame_Shift_Del_p.F207fs|LRBA_uc010ipk.1_Frame_Shift_Del_p.F126fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7CTGGAAAGTTAAAAAAGGCAT0.408

+ 5 1107 NM_001873 NP_001864 P16870 CBPE_HUMAN 3GATGACGCCATTTTCCAAAGC0.483

- 7 919 DNAH5_uc003jfe.1_RNANM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity). 31TTGGAGAGTCTTTTTTTCCAG0.517

+ 2 689_690PDZD2_uc003jhm.2_Frame_Shift_Ins_p.R101fsNM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9TGAAAAGCGCAGGGGGGGCAAG0.574

+ 46 8393_8395NIPBL_uc003jkk.3_In_Frame_Del_p.E2636del|NIPBL_uc003jkn.2_In_Frame_Del_p.E329delNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9GGACCCTGATGAAGAAGAAGAAG0.379

- 3 564EMB_uc003jol.2_Frame_Shift_Del_p.K36fs|EMB_uc011cpy.1_Frame_Shift_Del_p.K55fs|EMB_uc010ivr.2_IntronNM_198449 NP_940851 Q6PCB8 EMB_HUMANExtracellular (Potential).|Ig-like V-type 1. 0GTTCACCATCTTTTTTCCAAG0.358

- 12 2426ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Frame_Shift_Del_p.E159fsNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0ACCCCTTTTTCAATATTCCCA0.418

+ 8 1149 NM_003248 NP_003239 P35443 TSP4_HUMAN 0CACGGTGGTGCCCCCGGCTCC0.562

+ 7 2288VCAN_uc003kij.3_Intron|VCAN_uc010jau.2_Frame_Shift_Del_p.P644fs|VCAN_uc003kik.3_IntronNM_004385 NP_004376 P13611 CSPG2_HUMANGAG-alpha (glucosaminoglycan attachment domain).16CTACTACACCTTTTCCATCAC0.368

+ 13 1510_1512PAM_uc003kns.2_In_Frame_Del_p.E383del|PAM_uc003knt.2_In_Frame_Del_p.E383del|PAM_uc003knu.2_In_Frame_Del_p.E383del|PAM_uc003knv.2_In_Frame_Del_p.E383del|PAM_uc011cuz.1_In_Frame_Del_p.E286del|PAM_uc003knx.1_In_Frame_Del_p.E75delNM_000919 NP_000910 P19021 AMD_HUMANPeptidylglycine alpha-hydroxylating monooxygenase (By similarity).|Intragranular (Potential).0AGCCAAAACGAGAAGAAGAAGAA0.325

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

- 1 991_993ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_In_Frame_Del_p.E290del|ZNF608_uc003ktt.1_In_Frame_Del_p.E290delNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6GCCTGTGGCTCTCCTCCTCCTCC0.522

+ 10 2028_2030LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_In_Frame_Del_p.E349delNM_005573 NP_005564 P20700 LMNB1_HUMANGlu-rich (highly acidic; could be involved in chromatin binding).|Tail.2ACCTGAAGAAGAGGAGGAGGAGG0.325

+ 17 3181RAD50_uc003kxh.2_Frame_Shift_Del_p.K793fsNM_005732 NP_005723 Q92878 RAD50_HUMAN Potential. 4ATTAATCAACAAAAAAAATAC0.269

- 4 248 NM_000590 NP_000581 P15248 IL9_HUMAN 0TTTGCATGGTGGTATTGGTCA0.388

+ 18 3428ANKHD1_uc003lfq.1_Frame_Shift_Del_p.G1121fs|ANKHD1_uc003lfr.2_Frame_Shift_Del_p.G1102fs|ANKHD1_uc003lft.1_Frame_Shift_Del_p.G313fs|ANKHD1_uc003lfu.1_Frame_Shift_Del_p.G582fs|ANKHD1_uc003lfv.1_Frame_Shift_Del_p.G179fsNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6AGGGCATGTTGGAGTTGTTGA0.368

+ 1 2394_2395PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhc.1_Frame_Shift_Ins_p.D763fs|PCDHA2_uc011czy.1_Frame_Shift_Ins_p.D763fsNM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANCytoplasmic (Potential).|5 X 4 AA repeats of P-X-X-P. 4TCTGGGGAGGACCCCCCCAAGA0.619

+ 1 2373 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANCytoplasmic (Potential). 2CCGAGGGTCCTTTTCCAGGGC0.662

+ 1 2174PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc003lkc.1_Intron|PCDHGA8_uc003lkd.1_Intron|PCDHGB5_uc003lkf.1_Intron|PCDHGA9_uc003lkh.1_Intron|PCDHGB6_uc003lkj.1_Intron|PCDHGA10_uc003lkl.1_Intron|PCDHGB7_uc003lkn.1_Intron|PCDHGA11_uc003lkp.1_Intron|PCDHGA11_uc003lkq.1_Intron|PCDHGA12_uc003lkt.1_Intron|PCDHGC3_uc003lku.1_Frame_Shift_Del_p.K687fs|PCDHGC3_uc003lkw.1_IntronNM_002588 NP_002579 Q9UN70 PCDGK_HUMANExtracellular (Potential). 2CCGGGAGCAGAAAAAAAATCT0.502

- 16 2249DIAPH1_uc003llc.3_Frame_Shift_Del_p.P694fs|DIAPH1_uc010jgc.1_Frame_Shift_Del_p.P142fsNM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. 1GGGAGGAGGTGGGGGGGGAAT0.637

+ 11 2401LARP1_uc003lvo.2_Frame_Shift_Del_p.G581fs|LARP1_uc010jie.1_Frame_Shift_Del_p.G453fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CCGGCACCCAGGGGGGGACCG0.547

- 5 813RNF145_uc011ddy.1_Frame_Shift_Del_p.T181fs|RNF145_uc003lxo.1_Frame_Shift_Del_p.T195fs|RNF145_uc011ddz.1_Frame_Shift_Del_p.T184fs|RNF145_uc010jiq.1_Frame_Shift_Del_p.T197fs|RNF145_uc011dea.1_Frame_Shift_Del_p.T183fsNM_144726 NP_653327 Q96MT1 RN145_HUMAN 5GATAACAATTGTCTCCAAAGG0.373

- 2 129HNRNPH1_uc003mkg.3_5'UTR|HNRNPH1_uc003mke.3_Frame_Shift_Del_p.G8fs|HNRNPH1_uc003mkh.3_Frame_Shift_Del_p.G8fsNM_005520 NP_005511 P31943 HNRH1_HUMAN 0GAATCCCTCTCCACCTTCCGT0.567

- 4 1405_1407TUBB2A_uc003mvb.2_In_Frame_Del_p.E433del|TUBB2A_uc003mvd.2_In_Frame_Del_p.E403delNM_001069 NP_001060 Q13885 TBB2A_HUMAN 1TCGTCCTCGCCCTCCTCCTCCTC0.532

+ 4 615CDYL_uc003mwj.2_Frame_Shift_Del_p.K108fs|CDYL_uc003mwk.2_Intron|CDYL_uc011dhx.1_5'UTR|CDYL_uc011dhy.1_5'UTRNM_001143971 NP_001137443 Q9Y232 CDYL1_HUMAN 0CCACGAATCCAAAAACAGCCA0.488

- 12 1998RANBP9_uc003nba.2_Frame_Shift_Del_p.M306fsNM_005493 NP_005484 Q96S59 RANB9_HUMANInteraction with FMR1. 2ACCTTCAACATTTTTTTGTTT0.378



- 31 3928KIF13A_uc003ncf.2_Frame_Shift_Del_p.A1262fs|KIF13A_uc003nch.3_Frame_Shift_Del_p.A1275fs|KIF13A_uc003nci.3_Frame_Shift_Del_p.A1262fs|KIF13A_uc003nce.1_5'FlankNM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4ATATTGGCTGCAATTCGTTTT0.423

+ 12 1504KDM1B_uc003ncn.1_Frame_Shift_Del_p.F448fs|KDM1B_uc003ncp.1_Frame_Shift_Del_p.F33fs|KDM1B_uc003ncq.1_Frame_Shift_Del_p.F33fsNM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1AGGGGCTGACTTTTTTGGTCA0.463

- 2 149SLC17A1_uc011djy.1_RNA|SLC17A1_uc010jqb.1_Frame_Shift_Del_p.K9fs|SLC17A1_uc010jqc.1_Frame_Shift_Del_p.K9fsNM_005074 NP_005065 Q14916 NPT1_HUMAN 4AAGTGCTACCTTTTTTGGGAG0.403

- 3 544GABBR1_uc003nmu.3_Frame_Shift_Del_p.E70fs|GABBR1_uc011dlr.1_5'UTR|GABBR1_uc011dls.1_Frame_Shift_Del_p.E70fsNM_001470 NP_001461 Q9UBS5 GABR1_HUMANSushi 1.|Extracellular (Potential). 7ACCTCGCGCTCCCCCCGGCAC0.632

- 7 1054TRIM26_uc003nps.2_Frame_Shift_Del_p.K282fs|TRIM26_uc010jry.2_5'UTR|TRIM26_uc003npt.2_Frame_Shift_Del_p.K282fsNM_003449 NP_003440 Q12899 TRI26_HUMAN 3TTCTCCGGTCTTTTTTTTAAC0.483

- 20 3367PPP1R10_uc010jsc.1_Frame_Shift_Del_p.L593fsNM_002714 NP_002705 Q96QC0 PP1RA_HUMAN 4CCCTAGGGCAGGGGGGGCCCA0.572

- 19 2712_2714PPP1R10_uc010jsc.1_In_Frame_Del_p.374_375PP>PNM_002714 NP_002705 Q96QC0 PP1RA_HUMAN Gly-rich. 4GCCTCGGAATggaggaggaggag0.601

+ 13 1843DDR1_uc010jse.2_Intron|DDR1_uc003nrq.2_Intron|DDR1_uc003nrs.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrt.2_Intron|DDR1_uc011dms.1_Intron|DDR1_uc003nru.2_Intron|DDR1_uc003nrv.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrw.1_Frame_Shift_Del_p.A300fs|DDR1_uc003nry.1_Intron|DDR1_uc003nrx.1_Intron|DDR1_uc003nrz.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANGly/Pro-rich.|Cytoplasmic (Potential). 9GAGGCCCGGGCCCCCCCACAC0.682

- 5 1078BAT1_uc003ntr.2_5'Flank|BAT1_uc003nts.2_Frame_Shift_Del_p.F149fs|BAT1_uc011dnn.1_Frame_Shift_Del_p.F71fs|BAT1_uc003ntu.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntv.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntw.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntx.2_Frame_Shift_Del_p.F149fs|BAT1_uc011dno.1_Frame_Shift_Del_p.F102fs|BAT1_uc011dnp.1_Frame_Shift_Del_p.F71fs|SNORD117_uc003nty.1_5'Flank|BAT1_uc011dnq.1_RNANM_004640 NP_004631 Q13838 DX39B_HUMANHelicase ATP-binding. 0ACAGACCACCAAAAAAAACAG0.512

- 22 3361_3362BAT3_uc003nvf.3_Frame_Shift_Ins_p.P1010fs|BAT3_uc003nvh.3_Frame_Shift_Ins_p.P1010fs|BAT3_uc003nvi.3_Frame_Shift_Ins_p.P1010fs|BAT3_uc011dnw.1_Frame_Shift_Ins_p.P1010fs|BAT3_uc011dnx.1_IntronNM_004639 NP_004630 P46379 BAG6_HUMAN 0TGACACTTACTGGGGGGACTGC0.554

- 2 1369_1371HSPA1L_uc010jte.2_In_Frame_Del_p.L396delNM_005527 NP_005518 P34931 HS71L_HUMAN 6GAGCCACGTCCAGCAGCAGCAGG0.596

+ 7 739SCUBE3_uc003okg.1_Frame_Shift_Del_p.G244fs|SCUBE3_uc003okh.1_Frame_Shift_Del_p.G132fsNM_152753 NP_689966 Q8IX30 SCUB3_HUMAN EGF-like 6. 1TGTCAACAACGGGGGCTGTGA0.557

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTACGTCGCCTTTTTTCCTGT0.493

- 10 1967 NM_000255 NP_000246 P22033 MUTA_HUMAN 0ACCAAATACCTTTTTCAGGGC0.368

+ 1 341HCRTR2_uc010jzv.2_RNA|HCRTR2_uc010jzu.1_RNANM_001526 NP_001517 O43614 OX2R_HUMANExtracellular (Potential). 6TTGGAGGACTCCCCCCCTTGT0.567 rs76774128

- 75 13615DST_uc003pcz.3_Frame_Shift_Del_p.V4351fs|DST_uc011dxj.1_Frame_Shift_Del_p.V4380fs|DST_uc011dxk.1_Frame_Shift_Del_p.V4391fs|DST_uc003pcy.3_Frame_Shift_Del_p.V4025fsNM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 15. 14CTGCTTTATTAACGGCTTCCA0.368

+ 7 2884PHF3_uc010kah.1_Frame_Shift_Del_p.E767fs|PHF3_uc003pen.2_Frame_Shift_Del_p.E865fs|PHF3_uc011dxs.1_Frame_Shift_Del_p.E222fsNM_015153 NP_055968 Q92576 PHF3_HUMAN TFIIS central. 5GTACCAGAGGAAAAGGCAGCA0.279

+ 11 3428PHF3_uc010kah.1_Frame_Shift_Del_p.P948fs|PHF3_uc003pen.2_Frame_Shift_Del_p.P1046fs|PHF3_uc011dxs.1_Frame_Shift_Del_p.P403fsNM_015153 NP_055968 Q92576 PHF3_HUMAN 5ATCTTTCTCCAAAAAAAGTAA0.358

- 1 195_197MAP3K7_uc003poa.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003pob.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003poc.1_In_Frame_Del_p.11_12SS>SNM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6GGCCGAAGACGAGGAGGAGGAGG0.655

+ 2 848_849 NM_002356 NP_002347 P29966 MARCS_HUMANCalmodulin-binding (PSD). 0ACGAGACCCCGAAAAAAAAAAA0.614

- 2 1019 NM_145176 NP_660159 Q8TD20 GTR12_HUMANHelical; (Potential). 1TACTAGTGTTAGTCCTATCAT0.383

- 7 1235_1236IFNGR1_uc011edm.1_Frame_Shift_Del_p.S350fsNM_000416 NP_000407 P15260 INGR1_HUMANCytoplasmic (Potential). 1AGGTGAAGAACTCTCTCTCTCT0.431

- 3 1001REPS1_uc003qig.3_Frame_Shift_Del_p.K141fs|REPS1_uc011edr.1_Frame_Shift_Del_p.K141fs|REPS1_uc003qij.2_Frame_Shift_Del_p.K141fs|REPS1_uc003qik.2_5'UTRNM_031922 NP_114128 Q96D71 REPS1_HUMAN 2TACGGATCCCTTTTTCACTTG0.478

+ 6 1390TIAM2_uc003qqe.2_Frame_Shift_Del_p.E39fsNM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4ATGCAAAAGAGGAAAAGTCAT0.463

- 4 366PRKAR1B_uc003siv.2_Frame_Shift_Del_p.P87fs|PRKAR1B_uc003siw.1_Frame_Shift_Del_p.P87fsNM_002735 NP_002726 P31321 KAP1_HUMANDimerization and phosphorylation. 0CACAGGGTTCGGGGGGGTGGG0.617

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1CTGGTGCTTTTTCTTCTTCTTCT0.433

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

- 5 540H2AFV_uc003tlz.2_Intron|H2AFV_uc011kca.1_5'Flank|H2AFV_uc003tmb.2_Frame_Shift_Del_p.*91fs|H2AFV_uc003tmc.2_3'UTR|H2AFV_uc003tmd.2_Frame_Shift_Del_p.*103fsNM_012412 NP_036544 Q71UI9 H2AV_HUMAN 0GCATCCCTCTAAGCAGTTTTC0.363

+ 17 2184_2185EGFR_uc010kzg.1_Frame_Shift_Del_p.I601fs|EGFR_uc011kco.1_Frame_Shift_Del_p.I593fsNM_005228 NP_005219 P00533 EGFR_HUMANHelical; (Potential). 9571TCCCGTCCATCGCCACTGGGAT0.619

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0GTGACAGCGACATCATCATCATC0.586

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

+ 13 1827_1828PHTF2_uc003ugp.2_Frame_Shift_Ins_p.F529fs|PHTF2_uc003ugq.3_Frame_Shift_Ins_p.F529fs|PHTF2_uc010ldv.2_Frame_Shift_Ins_p.F529fs|PHTF2_uc003ugt.3_Frame_Shift_Ins_p.F533fs|PHTF2_uc003ugu.3_Frame_Shift_Ins_p.F529fs|PHTF2_uc010ldw.1_Frame_Shift_Ins_p.F349fsNM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1TGTGGATTTTCTTTTTTTTGCT0.307

- 24 15477 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN C2 2. 7CTTGATCACCTTTTTTTGGGT0.313

- 6 11286PCLO_uc003uhv.2_Frame_Shift_Del_p.P3666fs|PCLO_uc010lec.2_Frame_Shift_Del_p.P631fsNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGGACTTGCTGGGGGAACTTT0.473

+ 19 5175_5176AKAP9_uc003ulf.2_Frame_Shift_Del_p.S1650fs|AKAP9_uc003uli.2_Frame_Shift_Del_p.S1275fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26ACCTGGTTTCAGAGAGAGAGAG0.411

- 15 1860AP4M1_uc003utd.2_Intron|TAF6_uc003utg.2_Frame_Shift_Del_p.P515fs|TAF6_uc003uth.2_Frame_Shift_Del_p.P650fs|TAF6_uc003utk.2_Frame_Shift_Del_p.P593fs|TAF6_uc011kji.1_Frame_Shift_Del_p.P630fs|TAF6_uc003utj.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utl.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utm.2_Frame_Shift_Del_p.P593fsNM_139315 NP_647476 P49848 TAF6_HUMAN 2GAGCAGTGCTGGGGGGTGCGG0.657

- 1 220_222ACHE_uc003uxe.2_In_Frame_Del_p.L22del|ACHE_uc003uxf.2_In_Frame_Del_p.L22del|ACHE_uc003uxg.2_In_Frame_Del_p.L22del|ACHE_uc003uxh.2_In_Frame_Del_p.L22del|ACHE_uc003uxi.2_In_Frame_Del_p.L22del|ACHE_uc003uxj.1_In_Frame_Del_p.L141delNM_000665 NP_000656 P22303 ACES_HUMAN 2CCAGGAGCCAGAGGAGGAGGAGA0.685

- 20 2704_2705RELN_uc010liz.2_Frame_Shift_Del_p.S848fsNM_005045 NP_005036 P78509 RELN_HUMAN 19TCTTCTCTCTGGGAAGAATGAT0.396

+ 15 2282EXOC4_uc011kpo.1_Frame_Shift_Del_p.L648fs|EXOC4_uc003vrl.2_Frame_Shift_Del_p.L359fs|EXOC4_uc011kpp.1_Frame_Shift_Del_p.L281fs|EXOC4_uc011kpq.1_Frame_Shift_Del_p.L37fsNM_021807 NP_068579 Q96A65 EXOC4_HUMAN 9ACACGGATCTCCCCCCAGTGT0.458 rs34608222

- 44 11828MLL3_uc003wkz.2_Frame_Shift_Del_p.K2931fs|MLL3_uc003wkx.2_5'Flank|MLL3_uc003wky.2_Frame_Shift_Del_p.K1379fsNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63CTCTTCGTCCTTTTTCCTTTT0.458

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2GCAGTACACCAAAAAAAATCT0.393

- 1 668_673C8orf42_uc011kwg.1_In_Frame_Del_p.AA32delNM_175075 NP_778250 Q86YL5 CH042_HUMAN Poly-Ala. 0CCTGCGCCTGggcggcggcggcggcg0.65

+ 2 273_275SFTPC_uc003xaw.3_In_Frame_Del_p.V93del|SFTPC_uc011kza.1_In_Frame_Del_p.V44del|SFTPC_uc003xaz.2_In_Frame_Del_p.V44del|SFTPC_uc003xay.3_In_Frame_Del_p.V44del|BMP1_uc011kzb.1_5'Flank|BMP1_uc003xba.2_5'Flank|BMP1_uc003xbb.2_5'Flank|BMP1_uc003xbe.2_5'Flank|BMP1_uc003xbc.2_5'Flank|BMP1_uc003xbd.2_5'Flank|BMP1_uc003xbf.2_5'Flank|BMP1_uc003xbg.2_5'Flank|BMP1_uc011kzc.1_5'Flank|BMP1_uc003xbh.2_5'Flank|BMP1_uc003xbi.2_5'FlankNM_003018 NP_003009 P11686 PSPC_HUMAN 0CCTTCTTATCGTGGTGGTGGTGG0.601

+ 12 2305_2307WRN_uc011lbe.1_In_Frame_Del_p.E38del|WRN_uc010lvk.2_5'UTRNM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7CTTCCTACTAaagaagaagaaga0.266

+ 13 2412UNC5D_uc003xjs.1_Frame_Shift_Del_p.V690fs|UNC5D_uc003xju.1_Frame_Shift_Del_p.V271fsNM_080872 NP_543148 Q6UXZ4 UNC5D_HUMANCytoplasmic (Potential). 6AAGGTGGCGGTTTTTGGCTGC0.488

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7GGCTTTCCGGCTCCTCCTCCTCC0.567



- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMANNuclear localization signal (Potential). 4CATTGGGATCCTTCTTCTTCTTC0.453

- 10 1666_1667MYBL1_uc003xwl.2_Frame_Shift_Ins_p.N420fs|MYBL1_uc003xwk.2_Frame_Shift_Ins_p.N419fsNM_001080416 NP_001073885 P10243 MYBA_HUMANNegative regulatory domain (By similarity). 3CATTACAAGTGTTTTTTTTCCC0.406

- 33 5045_5046ARFGEF1_uc003xxl.1_Frame_Shift_Ins_p.P1006fs|ARFGEF1_uc003xxn.1_Frame_Shift_Ins_p.P535fsNM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8GAGATGGAGGTGGGGGGGCAGT0.421 rs142098461

+ 9 1450_1451LRRCC1_uc010lzz.1_RNA|LRRCC1_uc010maa.1_Frame_Shift_Del_p.Q133fs|LRRCC1_uc003ycx.2_Frame_Shift_Del_p.Q339fs|LRRCC1_uc003ycy.2_Frame_Shift_Del_p.Q412fsNM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0AGCTAGACCAAGAGAGAGAGAA0.267

- 7 1378MMP16_uc003yec.2_Frame_Shift_Del_p.W366fsNM_005941 NP_005932 P51512 MMP16_HUMANExtracellular (Potential).|Hemopexin-like 1. 8CTCACTCGCCAAAACCACTGG0.483

- 6 1241MMP16_uc003yec.2_Frame_Shift_Del_p.N320fsNM_005941 NP_005932 P51512 MMP16_HUMANExtracellular (Potential). 8TGGCCTGTCATTTTTCCTTGG0.517

- 11 1761NBN_uc003yei.1_Frame_Shift_Del_p.R469fs|NBN_uc011lgb.1_Frame_Shift_Del_p.R551fsNM_002485 NP_002476 O60934 NBN_HUMAN 7 TCCATTTCCCTTTTTTTATTT0.323

- 8 1296RUNX1T1_uc003yfc.1_Frame_Shift_Del_p.K377fs|RUNX1T1_uc003yfe.1_Frame_Shift_Del_p.K367fs|RUNX1T1_uc010mao.2_Frame_Shift_Del_p.K377fs|RUNX1T1_uc011lgi.1_Frame_Shift_Del_p.K415fs|RUNX1T1_uc010man.1_5'UTR|RUNX1T1_uc003yfb.1_Frame_Shift_Del_p.K367fsNM_175634 NP_783552 Q06455 MTG8_HUMAN 16TGCCGCCACCTTTTTTTAAGT0.517

- 45 6393_6394UBR5_uc003yks.1_Frame_Shift_Ins_p.K2120fsNM_015902 NP_056986 O95071 UBR5_HUMAN 28TCTTCCCCTTCTTTTTTTTGCC0.381

- 7 1943LRP12_uc003ymb.2_Frame_Shift_Del_p.G597fs|LRP12_uc003ylz.2_Frame_Shift_Del_p.G22fsNM_013437 NP_038465 Q9Y561 LRP12_HUMANCytoplasmic (Potential). 0AAGCCAATGACCCAGAATGAC0.438

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

- 2 331 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1AGGAGGCTGGCCCCCCCGGGC0.632

- 5 1434 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 7. 0ATGATGGAGGAAAAGGCTTGA0.458

- 3 284KIAA0020_uc010mhc.1_Frame_Shift_Del_p.K62fs|KIAA0020_uc003zhq.1_Frame_Shift_Del_p.K63fsNM_014878 NP_055693 Q15397 K0020_HUMAN 1CTTTACACCCTTTTTCCCAAG0.388

- 4 387C9orf46_uc003zjd.2_Frame_Shift_Del_p.F61fsNM_018465 NP_060935 Q9HBL7 CI046_HUMANHelical; (Potential). 1CTGCAAGGCCAAAAAAAGTTC0.383

+ 7 1228_1230KIAA1045_uc003zvr.2_In_Frame_Del_p.S354delNM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1GCAGCCCAGCCAGCAGCAGCAGC0.596

- 7 1190_1192VCP_uc003zvz.2_RNA|VCP_uc010mkh.1_5'UTR|VCP_uc010mki.1_In_Frame_Del_p.F222delNM_007126 NP_009057 P55072 TERA_HUMAN 1ACCATTGATCAAGAAGAAGAAGG0.463

- 2 2007 NM_001206 NP_001197 Q13886 KLF9_HUMAN 0GGCCAGCGCCTTTTTCGATCG0.582

- 26 2978GOLGA2_uc010mxw.2_Frame_Shift_Del_p.Y312fs|GOLGA2_uc004buh.2_Frame_Shift_Del_p.Y339fsNM_004486 NP_004477 Q08379 GOGA2_HUMAN 1TCAGCCCGGTAAAAAAAAGGA0.562

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1CGCGGCCTTCGGGGGGGACCC0.642

- 17 2544_2546RALGDS_uc004cct.1_5'Flank|RALGDS_uc004ccn.2_In_Frame_Del_p.E30del|RALGDS_uc004ccp.2_RNA|RALGDS_uc004ccq.2_In_Frame_Del_p.E830del|RALGDS_uc004ccr.2_In_Frame_Del_p.E841del|RALGDS_uc011mcv.1_In_Frame_Del_p.E813del|RALGDS_uc004ccs.2_In_Frame_Del_p.E787del|RALGDS_uc011mcw.1_In_Frame_Del_p.E913del|RALGDS_uc004ccv.1_3'UTR|RALGDS_uc004ccu.1_3'UTRNM_006266 NP_006257 Q12967 GNDS_HUMANRas-associating.|Poly-Glu. 3AGTCCTCCGGCTCCTCCTCCTCC0.606 rs35200098

+ 10 813WDR5_uc004cez.2_Frame_Shift_Del_p.N214fsNM_017588 NP_060058 P61964 WDR5_HUMAN WD 5. 0ATGACGACAACCCCCCCGTGT0.627

+ 1 214_216MBTPS2_uc004dae.2_In_Frame_Del_p.V11del|MBTPS2_uc004dab.2_In_Frame_Del_p.V11delNM_206923 NP_996806 O15391 TYY2_HUMAN 2CCGGTGTCGCTGGTGGTGGTGGT0.685

+ 12 1252_1254GNL3L_uc004dti.2_RNANM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1ACCGTTTGGGGAAGAAGAAGAAG0.557

+ 12 1981BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Frame_Shift_Del_p.K665fsNM_138923 NP_620278 P21675 TAF1_HUMAN 17AAAGCACATCAAAAAAAAGGC0.313

- 3 4075 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15CAGGCAAGGGTTTTTTTGGAG0.403

- 41 5293BRWD3_uc010nmi.1_RNA|BRWD3_uc004edo.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edp.2_Frame_Shift_Del_p.G1506fs|BRWD3_uc004edq.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc010nmj.1_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edr.2_Frame_Shift_Del_p.G1347fs|BRWD3_uc004eds.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edu.2_Frame_Shift_Del_p.G1347fs|BRWD3_uc004edv.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edw.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edx.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edy.2_Frame_Shift_Del_p.G1273fs|BRWD3_uc004edz.2_Frame_Shift_Del_p.G1347fs|BRWD3_uc004eea.2_Frame_Shift_Del_p.G1347fs|BRWD3_uc004eeb.2_Frame_Shift_Del_p.G1273fs|uc004edn.1_5'FlankNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN Gly-rich. 4ACCCCATCTTCCCCATCTGCC0.259

- 6 731TAF7L_uc004eha.2_Frame_Shift_Del_p.K154fs|TAF7L_uc004ehc.1_Frame_Shift_Del_p.K154fsNM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1GTAACTAACCTTTTTTTGTGT0.363

+ 5 1012_1014FAM199X_uc004elx.2_In_Frame_Del_p.S103delNM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1GTGCCAGCGCCAGCAGCAGCAGT0.567

+ 6 604_606PAK3_uc010npt.1_In_Frame_Del_p.E182del|PAK3_uc010npu.1_In_Frame_Del_p.E182del|PAK3_uc004eoy.1_5'UTR|PAK3_uc004eoz.2_In_Frame_Del_p.E182del|PAK3_uc011mst.1_RNA|PAK3_uc010npv.1_In_Frame_Del_p.E218del|PAK3_uc010npw.1_In_Frame_Del_p.E203delNM_001128173 NP_001121645 O75914 PAK3_HUMAN Linker. 10 agatgaagaggaagaagaagaag0.325

+ 9 1338 NM_007231 NP_009162 Q9UN76 S6A14_HUMANHelical; Name=8; (Potential). 3 GTCCATATTATTTTTTTTCAT0.363

- 2 574_575NKAP_uc004esg.2_5'FlankNM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2ATTCTCCAATTCTCTCTCTCTC0.317

- 3 474_475PLAC1_uc004exp.1_Frame_Shift_Ins_p.P63fsNM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN 1GAACATGGTTTGGGGGGCAACC0.51

+ 12 1535SLC9A6_uc004ezk.2_Frame_Shift_Del_p.F519fsNM_006359 NP_006350 Q92581 SL9A6_HUMANHelical; (Potential). 1TCTGATTGTGTTTTTTACCGT0.453

+ 3 1065 NM_001727 NP_001718 P32247 BRS3_HUMANExtracellular (Potential). 1AGACCCCTCTGCCATGCATTT0.468

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

- 11 886_888CD99L2_uc004fek.2_RNA|CD99L2_uc004fem.2_In_Frame_Del_p.207_208PP>P|CD99L2_uc004fen.2_In_Frame_Del_p.184_185PP>P|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.183_184PP>PNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANCytoplasmic (Potential).|Poly-Pro. 3GGCTGGTTCGGGCGGCGGCGGCG0.611 rs7877654

- 19 3629_3631CLSTN1_uc001aqi.2_In_Frame_Del_p.E947del|CLSTN1_uc010oag.1_In_Frame_Del_p.E938del|CLSTN1_uc001aqf.2_In_Frame_Del_p.E221delNM_001009566 NP_001009566 O94985 CSTN1_HUMANGlu-rich (highly acidic).|Cytoplasmic (Potential). 1CCCTGCTCCCCCTCCTCCTCCTC0.557

- 24 2622EXOSC10_uc001asb.2_Frame_Shift_Del_p.I833fsNM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1GACTGTTTAATTTTTTTGGCT0.478

+ 11 10149SPEN_uc010obp.1_Frame_Shift_Del_p.H3274fsNM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15GCACCTACCACCCCCCGGCCC0.627

- 7 894CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CCGCCCCCCCGCCCACCTCAC0.657 rs3982176

+ 2 482 NM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 1. 4TTGAGCCTCTCCCCCCTGTGG0.572

- 3 649USP48_uc010odq.1_Frame_Shift_Del_p.K137fs|USP48_uc009vqc.2_Frame_Shift_Del_p.K137fs|USP48_uc001bfc.2_Frame_Shift_Del_p.K137fs|USP48_uc001bfe.1_Frame_Shift_Del_p.K137fs|USP48_uc001bff.2_Frame_Shift_Del_p.K137fsNM_032236 NP_115612 Q86UV5 UBP48_HUMAN 2TCCACCCACCTTTTTCTTCTT0.358

- 2 275PEF1_uc001bte.1_5'Flank|PEF1_uc001btf.1_5'Flank|PEF1_uc001btg.1_Frame_Shift_Del_p.G18fs|PEF1_uc010ogm.1_Frame_Shift_Del_p.G88fsNM_012392 NP_036524 Q9UBV8 PEF1_HUMAN9 X 9 AA approximate tandem repeat of [AP]-P-G-G-P-Y-G-G-P-P.|7.0ACCATAGGGGCCCCCGGGAGC0.602

- 9 1711PHC2_uc001bxh.1_Frame_Shift_Del_p.Q525fs|PHC2_uc009vuh.1_Frame_Shift_Del_p.Q554fs|PHC2_uc001bxe.1_Frame_Shift_Del_p.Q18fs|PHC2_uc001bxf.1_5'UTRNM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1TCACCATTCTGGGGGGCAGTG0.587

- 4 577EIF2B3_uc001cmu.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmv.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmw.2_Frame_Shift_Del_p.K150fsNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1CCTTACCTGCTTTTTTTTTCC0.318

+ 1 333_334PCSK9_uc010ool.1_RNA|PCSK9_uc010oom.1_5'FlankNM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 Ggccgctgccactgctgctgct 0.574 rs67610340



+ 4 624FGGY_uc001czg.2_Frame_Shift_Del_p.G26fs|FGGY_uc001czh.2_RNA|FGGY_uc009wac.2_Frame_Shift_Del_p.G138fs|FGGY_uc001czj.3_Frame_Shift_Del_p.G138fs|FGGY_uc001czk.3_Frame_Shift_Del_p.G26fs|FGGY_uc001czl.3_IntronNM_018291 NP_060761 Q96C11 FGGY_HUMAN 1CCAGTACGTCGGGGGGGTGAT0.502

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 9 1732_1734TRIM33_uc010owr.1_In_Frame_Del_p.T140del|TRIM33_uc010ows.1_In_Frame_Del_p.T158del|TRIM33_uc001eex.2_In_Frame_Del_p.T550delNM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11GATGCTGTTGTGTTGTTGTTGTT0.429

+ 8 2428_2429 NM_020440 NP_065173 Q9P2B2 FPRP_HUMANIg-like C2-type 6.|Extracellular (Potential). 1GACTGGAAGAGCGACCTCAGCC0.584

- 4 796FMO5_uc001eph.3_Frame_Shift_Del_p.K136fs|FMO5_uc001epj.2_Frame_Shift_Del_p.K136fs|FMO5_uc001epk.3_Frame_Shift_Del_p.K136fsNM_001461 NP_001452 P49326 FMO5_HUMAN 3ATTCATCTCCTTTTTCCCTTC0.473

- 3 270RFX5_uc001exw.1_Frame_Shift_Del_p.P19fs|RFX5_uc009wmr.1_Frame_Shift_Del_p.P19fs|RFX5_uc010pcx.1_Frame_Shift_Del_p.P19fsNM_001025603 NP_001020774 P48382 RFX5_HUMAN 1AGCACCACCTGGGGGGGCCCT0.557

- 2 3480_3482TCHH_uc009wne.1_In_Frame_Del_p.R1163delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5CTGGCGCCTTCTCTTCTCCGGTT0.172

- 2 1035_1036TCHH_uc009wne.1_In_Frame_Ins_p.345_346insENM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-3; approximate.5 tgctcgcgcctctcctcctgct 0

- 6 410ILF2_uc010pdy.1_Frame_Shift_Del_p.K72fs|ILF2_uc009wok.2_Frame_Shift_Del_p.K110fs|ILF2_uc009wol.1_Frame_Shift_Del_p.K72fsNM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. 0CATTGTCCCCTTTTTATAGGA0.453

- 1 422_424KCNN3_uc009wox.1_In_Frame_Del_p.36_37QQ>QNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 ctgctgctgttgctgctgctgct 0.236

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6CCTGAGGTGTGGGGGGGATGG0.597

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

- 12 1922_1924 NM_000069 NP_000060 Q13698 CAC1S_HUMANII.|Helical; Name=S5 of repeat II; (Potential).|Poly-Leu.5GAAGAGGAAGAGCAGCAGCAGCA0.562

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

+ 2 1350_1352 NM_004767 NP_004758 O60883 ETBR2_HUMANCytoplasmic (Potential).|Cys-rich. 2 CCTTCCTGGActgctgctgctgc0.557

+ 5 643ZC3H11A_uc001had.2_Frame_Shift_Del_p.Y9fs|ZC3H11A_uc001hae.2_Frame_Shift_Del_p.Y9fs|ZC3H11A_uc001haf.2_Frame_Shift_Del_p.Y9fs|ZC3H11A_uc010pqm.1_Intron|ZC3H11A_uc001hag.1_Frame_Shift_Del_p.Y9fsNM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2AAGACTGCTATTTTTTTTTCT0.373

+ 1 791_793 NM_000707 NP_000698 P47901 V1BR_HUMANHelical; Name=5; (Potential). 3TCGTTCTGCCGGTGACCATGCTC0.621 rs150659663

+ 3 1066DYRK3_uc001hek.2_Intron|DYRK3_uc001hei.2_Frame_Shift_Del_p.K280fsNM_003582 NP_003573 O43781 DYRK3_HUMANProtein kinase. 3TGAGCTGATTAAAAAAAATAA0.403

+ 7 1133MOSC2_uc001hmr.2_Frame_Shift_Del_p.L312fs|MOSC2_uc009xdx.2_IntronNM_017898 NP_060368 Q969Z3 MOSC2_HUMAN MOSC. 0TTGTCTCCACTTTTTGGGATC0.413

+ 1 255 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3TGTGGAACCTGGGGGGTCCAG0.532

- 1 235 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMANExtracellular (Potential). 2TCAGCCGCCATTTTGGGCACA0.577

+ 10 1321_1324NET1_uc010qar.1_Frame_Shift_Del_p.S214fs|NET1_uc001iib.2_Frame_Shift_Del_p.S341fs|NET1_uc010qas.1_Frame_Shift_Del_p.S214fsNM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN PH. 1GGAGCTGCGGAGCAAGAGTGGACA0.525

+ 8 1448_1449PARG_uc001jih.2_Intron|uc010qha.1_Intron|uc001jin.2_Intron|uc010qhb.1_Intron|uc010qhc.1_Intron|NCOA4_uc009xon.2_Frame_Shift_Del_p.E431fs|NCOA4_uc010qhd.1_Frame_Shift_Del_p.E431fs|NCOA4_uc010qhe.1_Frame_Shift_Del_p.E315fs|NCOA4_uc010qhf.1_Frame_Shift_Del_p.E249fs|NCOA4_uc001jit.2_Frame_Shift_Del_p.E415fs|NCOA4_uc009xoo.2_Frame_Shift_Del_p.E415fsNM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2GCTTTGCAGAGTGTGTGTGTGA0.485

- 4 520_521 NM_213606 NP_998771 Q6ZSM3 MOT12_HUMANCytoplasmic (Potential). 1TGGAACTCCACAAAAAAAATTG0.361

+ 16 2153_2154 NM_025235 NP_079511 Q9H2K2 TNKS2_HUMAN ANK 12. 8GCAGACCCTACAAAAAAAAACA0.391

+ 9 1586PAX2_uc001krl.3_Frame_Shift_Del_p.P323fs|PAX2_uc001krm.3_Frame_Shift_Del_p.P346fs|PAX2_uc001kro.3_Frame_Shift_Del_p.P323fs|PAX2_uc001krn.3_Frame_Shift_Del_p.P323fs|PAX2_uc010qps.1_Frame_Shift_Del_p.P322fs|PAX2_uc001krp.1_Frame_Shift_Del_p.P319fsNM_003990 NP_003981 Q02962 PAX2_HUMAN 0CCCTCACGTGCCCCCCACTGG0.612

+ 27 4250ATRNL1_uc010qsm.1_Frame_Shift_Del_p.V417fs|ATRNL1_uc010qsn.1_RNANM_207303 NP_997186 Q5VV63 ATRN1_HUMANCytoplasmic (Potential). 7CTCTGGAAGTGGGAGCTGAAC0.463

- 3 1541RAB11FIP2_uc009xyz.1_Frame_Shift_Del_p.K367fsNM_014904 NP_055719 Q7L804 RFIP2_HUMAN 0TTCTGCTATCTTTTTTTCCAG0.343

- 8 1956CUZD1_uc001lgp.2_Frame_Shift_Del_p.R261fs|CUZD1_uc009yad.2_Frame_Shift_Del_p.R261fs|CUZD1_uc009yaf.2_Frame_Shift_Del_p.R176fs|CUZD1_uc001lgr.2_Frame_Shift_Del_p.R261fs|CUZD1_uc010qty.1_Frame_Shift_Del_p.R261fs|CUZD1_uc009yae.2_Frame_Shift_Del_p.R261fs|CUZD1_uc001lgs.2_Frame_Shift_Del_p.R542fs|CUZD1_uc010qtz.1_Frame_Shift_Del_p.R542fsNM_022034 NP_071317 Q86UP6 CUZD1_HUMANExtracellular (Potential). 2CTTCGATCCCTTTTCAGACGA0.413

+ 19 2126_2128PTPRE_uc009yat.2_In_Frame_Del_p.Q631del|PTPRE_uc009yau.2_In_Frame_Del_p.Q620del|PTPRE_uc001lkd.2_In_Frame_Del_p.Q562del|PTPRE_uc010quq.1_In_Frame_Del_p.Q521delNM_006504 NP_006495 P23469 PTPRE_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).1GCCGTGCAGAAGCAGCAGCAGCA0.65

+ 6 663_665PHRF1_uc010qwc.1_In_Frame_Del_p.E181del|PHRF1_uc010qwd.1_In_Frame_Del_p.E180del|PHRF1_uc010qwe.1_In_Frame_Del_p.E177del|PHRF1_uc009ybz.1_5'UTRNM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Poly-Glu. 0CAAAGCGAGCGAGGAGGAGGAGG0.616

+ 13 1667BRSK2_uc009ycv.1_Frame_Shift_Del_p.S449fs|BRSK2_uc001lth.1_Frame_Shift_Del_p.S427fs|BRSK2_uc001ltj.2_Frame_Shift_Del_p.S427fs|BRSK2_uc001ltk.2_RNA|BRSK2_uc001ltl.2_Frame_Shift_Del_p.S427fs|BRSK2_uc001ltm.2_Frame_Shift_Del_p.S473fs|BRSK2_uc001ltn.2_RNA|BRSK2_uc010qwx.1_RNA|BRSK2_uc009ycw.2_5'FlankNM_003957 NP_003948 Q8IWQ3 BRSK2_HUMAN Pro-rich. 0CACTCAGCAGCCCCCGGGTGA0.701

- 12 2561DENND5A_uc001mhk.2_Frame_Shift_Del_p.K112fs|DENND5A_uc010rbw.1_Frame_Shift_Del_p.K769fs|DENND5A_uc010rbx.1_RNANM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN 1TCGGCCCATCTTTTCCACCAG0.517

- 11 2014PAX6_uc001mte.3_Frame_Shift_Del_p.P375fs|PAX6_uc001mtg.3_Frame_Shift_Del_p.P389fs|PAX6_uc001mtf.3_Frame_Shift_Del_p.P375fs|PAX6_uc001mth.3_Frame_Shift_Del_p.P375fs|PAX6_uc009yjr.2_Frame_Shift_Del_p.P375fsNM_001127612 NP_001121084 P26367 PAX6_HUMANPro/Ser/Thr-rich. 9CTGCATATGTGGGGGGGTGTA0.587

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2ATCCAAGGTACCCCCCCATGA0.517

+ 30 3229DGKZ_uc001nch.1_Splice_Site_p.A863_splice|DGKZ_uc001ncj.1_Splice_Site_p.A813_splice|DGKZ_uc010rgr.1_Splice_Site_p.A812_splice|DGKZ_uc001nck.1_Splice_Site_p.A625_splice|DGKZ_uc001ncl.2_Splice_Site_p.A847_splice|DGKZ_uc001ncm.2_Splice_Site_p.A846_splice|DGKZ_uc009yky.1_Splice_Site_p.A847_splice|DGKZ_uc010rgs.1_Splice_Site_p.A824_splice|MDK_uc009ykz.1_5'Flank|MDK_uc001nco.2_5'Flank|MDK_uc001ncp.2_5'Flank|MDK_uc009yla.2_5'Flank|MDK_uc009ylb.2_5'Flank|MDK_uc001ncq.2_5'Flank|MDK_uc001ncr.2_5'Flank|MDK_uc001ncs.2_5'FlankNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3CCCTTCTCCAGCCCCCCCAGAG0.649 rs3832759

- 1 1385 NM_000741 NP_000732 P08173 ACM4_HUMANCytoplasmic (By similarity). 0CCGGAAGGTCTTTTTAAAGGT0.587

- 6 909_911CPSF7_uc001nro.2_In_Frame_Del_p.P250del|CPSF7_uc001nrp.2_In_Frame_Del_p.P302del|CPSF7_uc001nrr.2_In_Frame_Del_p.P250del|CPSF7_uc001nrs.1_In_Frame_Del_p.P160delNM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1AGTGGATACCAGGAGGAGGAGGA0.611

+ 7 1936_1938SLC22A12_uc001oal.1_In_Frame_Del_p.L179del|SLC22A12_uc009yps.1_In_Frame_Del_p.L366del|SLC22A12_uc001oan.1_In_Frame_Del_p.L292del|SLC22A12_uc009ypt.2_In_Frame_Del_p.L218delNM_144585 NP_653186 Q96S37 S22AC_HUMAN 1GATGGGCGCCCTGCTGCTGCTGA0.66

+ 4 634TM7SF2_uc010rny.1_Frame_Shift_Del_p.G47fs|TM7SF2_uc001ocu.2_Frame_Shift_Del_p.G163fs|TM7SF2_uc001ocv.2_Frame_Shift_Del_p.G184fsNM_003273 NP_003264 O76062 ERG24_HUMAN 1CCTGGCACCTGGGGGGAACTC0.587

+ 1 356_358PC_uc001ojo.1_Intron|PC_uc001ojp.1_Intron|PC_uc001ojn.1_Intron|LRFN4_uc001ojq.1_In_Frame_Del_p.L10del|LRFN4_uc001ojs.2_In_Frame_Del_p.L10delNM_024036 NP_076941 Q6PJG9 LRFN4_HUMAN 0CCCGCCGCTCCTGCTGCTGCTGC0.719

+ 12 1367UVRAG_uc010rrw.1_Frame_Shift_Del_p.F275fs|UVRAG_uc001oxd.2_Frame_Shift_Del_p.F4fs|UVRAG_uc010rrx.1_Frame_Shift_Del_p.F4fs|UVRAG_uc009yuh.1_RNANM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6CATGATTTCCTTTTTCCTACA0.383

- 22 3331NCAPD3_uc010scm.1_RNA|NCAPD3_uc009zda.1_RNANM_015261 NP_056076 P42695 CNDD3_HUMAN 5CCTCTGACCTGGGGGGGTGGC0.522 rs138442478

+ 2 451PRMT8_uc009zed.2_Frame_Shift_Del_p.S19fs|PRMT8_uc009zee.1_RNANM_019854 NP_062828 Q9NR22 ANM8_HUMAN 5AGGTGAACAGCCCCCCCTCCC0.657

- 1 80PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_176890 NP_795371 P59544 T2R50_HUMANHelical; Name=1; (Potential). 2ATTAGAATTGAAAAAAAAATG0.318



- 48 7101_7102ITPR2_uc009zjg.1_Frame_Shift_Del_p.L379fsNM_002223 NP_002214 Q14571 ITPR2_HUMANHelical; (Potential). 14ATGCTCCCCCAGAGAGAGATGT0.441

- 11 2355PKP2_uc001rlk.3_Frame_Shift_Del_p.K703fs|PKP2_uc010skj.1_Frame_Shift_Del_p.K700fsNM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2GATGGCTGTCTTTTTCACACT0.473

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0GGTTCTCCTTTCTCTCTCTCTC0.446

+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

+ 2 245_247ACCN2_uc001rvv.2_In_Frame_Del_p.E9del|ACCN2_uc009zln.2_5'UTR|ACCN2_uc009zlo.2_In_Frame_Del_p.E9delNM_001095 NP_001086 P78348 ACCN2_HUMANCytoplasmic (By similarity). 1ACTGAAGGCCGAGGAGGAGGAGG0.616

- 1 170_172KRT77_uc009zmi.2_5'UTRNM_175078 NP_778253 Q7Z794 K2C1B_HUMAN Head. 1GATCCCATATCCACCACCACCAC0.552 rs149726101

- 3 695_696B4GALNT1_uc010sru.1_Intron|B4GALNT1_uc010srv.1_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001sph.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001spi.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc010srw.1_Frame_Shift_Ins_p.G165fsNM_001478 NP_001469 Q00973 B4GN1_HUMANLumenal (Potential). 0GGAGGGGGAGGCCCCCCCCACT0.589

+ 10 2681CAND1_uc001sto.2_Frame_Shift_Del_p.Q258fsNM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2CCTTATTGCAGGGGGGAGCTC0.428

+ 5 706ZDHHC17_uc001syi.1_Splice_Site|ZDHHC17_uc001syj.2_Splice_SiteNM_015336 NP_056151 Q8IUH5 ZDH17_HUMAN 0AAAGGACAGGTAAAAAAAATCT0.351 rs137909589

- 9 979_980CEP290_uc001tat.2_5'Flank|CEP290_uc009zsl.1_RNANM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7TAAGCTCATAGTTTTTTTTAGA0.317

+ 5 541UTP20_uc009ztz.1_Frame_Shift_Del_p.F129fsNM_014503 NP_055318 O75691 UTP20_HUMAN 4CTTTCCAGAGTTTTTTTTGAC0.398

+ 5 474SPIC_uc009zua.2_5'UTR|SPIC_uc010svp.1_Frame_Shift_Del_p.G104fsNM_152323 NP_689536 Q8N5J4 SPIC_HUMAN 1AAAAGGGGGGAAAAGGTACGT0.393

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6GCCCTCGCTGTCCTCCTCCTCCT0.749

- 64 11032_11034 NM_001109662 NP_001103132 2AGCTGGGGCACAGCAGCAGCAGC0.64

+ 7 941WASF3_uc001uqw.2_IntronNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1CAGATACTAGGTGTGTGTGTGT0.475

+ 10 1588WASF3_uc001uqw.2_Frame_Shift_Del_p.K452fsNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN WH2. 1AATTCAACTGAAAAAGGTGCA0.507

- 2 312ATP7B_uc010adv.2_Frame_Shift_Del_p.G52fs|ATP7B_uc001vfx.2_Frame_Shift_Del_p.G52fs|ATP7B_uc001vfy.2_Frame_Shift_Del_p.G52fs|ATP7B_uc010tgt.1_Frame_Shift_Del_p.G52fs|ATP7B_uc010tgu.1_Frame_Shift_Del_p.G52fs|ATP7B_uc010tgv.1_Frame_Shift_Del_p.G52fs|ATP7B_uc010tgw.1_Frame_Shift_Del_p.G20fsNM_000053 NP_000044 P35670 ATP7B_HUMANCytoplasmic (Potential). 3AGAAGAAGGGCCCAGGCCATC0.493

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TTCTTCATATAAAAAAAAATA0.418

- 3 1088UBAC2_uc001voa.3_Intron|UBAC2_uc010tiu.1_Intron|UBAC2_uc001vob.3_Intron|UBAC2_uc010tiv.1_Intron|UBAC2_uc001vod.2_Intron|UBAC2_uc001voc.2_Intron|UBAC2_uc010tiw.1_Intron|GPR18_uc010afv.2_Frame_Shift_Del_p.F196fsNM_005292 NP_005283 Q14330 GPR18_HUMANHelical; Name=5; (Potential). 0AGGAATCAAGAAAAAAAATGT0.438

+ 1 678 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMANCytoplasmic (Potential). 5TCAGTGTACCAAAAAAATCAT0.438

- 20 2986TEP1_uc010ahk.2_Frame_Shift_Del_p.P332fs|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Frame_Shift_Del_p.P874fsNM_007110 NP_009041 Q99973 TEP1_HUMAN 5GGTTGTAGCTGGGGGGAATGT0.557

- 19 4208_4209CDH24_uc001wil.2_5'Flank|CDH24_uc010akf.2_5'Flank|CDH24_uc001win.3_5'Flank|ACIN1_uc001wio.3_RNA|ACIN1_uc001wip.3_Frame_Shift_Del_p.E536fs|ACIN1_uc001wiq.3_Frame_Shift_Del_p.E536fs|ACIN1_uc001wir.3_Frame_Shift_Del_p.E567fs|ACIN1_uc001wis.3_Frame_Shift_Del_p.E975fs|ACIN1_uc010akg.2_Frame_Shift_Del_p.E1281fsNM_014977 NP_055792 Q9UKV3 ACINU_HUMANArg/Asp/Glu/Lys-rich. 4 ccgctccctttctctctctctc 0.436

+ 10 1639NRL_uc001wlq.2_Intron|PCK2_uc001wlr.1_Intron|PCK2_uc010tnw.1_Frame_Shift_Del_p.F369fs|PCK2_uc010tnx.1_Frame_Shift_Del_p.F369fs|PCK2_uc001wlu.3_Frame_Shift_Del_p.F337fsNM_004563 NP_004554 Q16822 PCKGM_HUMAN 1CATGCGGCCCTTTTTTGGCTA0.577

+ 3 688_689SDCCAG1_uc010anj.1_Intron|KLHDC2_uc001wwy.2_Frame_Shift_Del_p.A96fs|KLHDC2_uc010anp.2_Frame_Shift_Del_p.A96fsNM_014315 NP_055130 Q9Y2U9 KLDC2_HUMAN 1GAAGCTGTGCTGTGTGTGTAGA0.396

+ 20 3442_3443ARID4A_uc001xdo.2_Frame_Shift_Ins_p.Q1063fs|ARID4A_uc001xdq.2_Frame_Shift_Ins_p.Q1063fs|ARID4A_uc010apg.1_Frame_Shift_Ins_p.Q741fsNM_002892 NP_002883 P29374 ARI4A_HUMAN 6ATAATTGTACAAGAGAGAGAGA0.386

- 11 2941KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCytoplasmic (Potential). 9CATGGTATCTGGGGGGGTACT0.383

+ 7 910_912RBM25_uc001xnn.3_In_Frame_Del_p.K238del|RBM25_uc010ttu.1_In_Frame_Del_p.K238del|RBM25_uc001xnp.2_In_Frame_Del_p.K33delNM_021239 NP_067062 P49756 RBM25_HUMAN 4CTCACCCCAGGAAGAAGAAGAAG0.384

- 1 1802_1804 NM_006029 NP_006020 Q8ND90 PNMA1_HUMAN Poly-Glu. 1 GTGGCCTcagcctcctcctcctc0.256

- 16 2283GALC_uc010tvw.1_RNA|GALC_uc010tvx.1_Frame_Shift_Del_p.K602fs|GALC_uc010tvy.1_Frame_Shift_Del_p.K605fs|GALC_uc010tvz.1_Frame_Shift_Del_p.K572fsNM_000153 NP_000144 P54803 GALC_HUMAN 0GTGTATACCATTTTTTTGCTG0.308

- 7 1217_1219FOXN3_uc001xxn.3_In_Frame_Del_p.338_339SS>S|FOXN3_uc010atk.2_In_Frame_Del_p.338_339SS>SNM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3GTCGTCGGCTGAGGAGGAGGAGG0.65 rs139532153

- 5 903_905INF2_uc010tyi.1_Intron|AKT1_uc001ypl.2_In_Frame_Del_p.E117del|AKT1_uc010axa.2_In_Frame_Del_p.E117del|AKT1_uc001ypm.2_In_Frame_Del_p.E117del|AKT1_uc001ypn.2_In_Frame_Del_p.E117del|AKT1_uc010tyk.1_In_Frame_Del_p.E55delNM_005163 NP_005154 P31749 AKT1_HUMAN 134GGAAGTCCATCTCCTCCTCCTCC0.631

- 7 3802ZFP106_uc001zpu.2_Frame_Shift_Del_p.F341fs|ZFP106_uc001zpv.2_Frame_Shift_Del_p.F341fs|ZFP106_uc001zpx.2_Frame_Shift_Del_p.F384fsNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3AAAAAGTGGGAAAAAGGGAGT0.522

- 15 4136TTBK2_uc010bcy.2_Frame_Shift_Del_p.Q1164fs|uc001zqn.2_5'FlankNM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7CTCTTCCCTTGGGGGGTTTTA0.537

- 5 646MNS1_uc010bfo.2_Frame_Shift_Del_p.T29fs|TEX9_uc002adp.2_Intron|TEX9_uc010ugl.1_IntronNM_018365 NP_060835 Q8NEH6 MNS1_HUMANPotential.|Glu-rich. 1TCCATCATGGTTTTGGCTATT0.328

+ 6 3071 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12CTTGTTTCCCAAAAAAACCTG0.537

+ 9 1102 NM_002569 NP_002560 P09958 FURIN_HUMAN 7CTCGGGGAACGGGGGCCGGGA0.627

- 7 1108 NM_003223 NP_003214 Q01664 TFAP4_HUMAN 1CAGCTCCTGCTTTTCCTGGGT0.667

+ 17 2056CLEC16A_uc002dan.3_Frame_Shift_Del_p.I591fsNM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2GGAGAAGACATTTTTTTGGAC0.433

+ 24 3260CLEC16A_uc002dap.2_Frame_Shift_Del_p.V97fsNM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2TGACCCTTGTCCCCCCAGTTG0.701

- 10 895PDXDC1_uc002ddc.2_Intron|NTAN1_uc010uzo.1_Frame_Shift_Del_p.N192fsNM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0GCCATCTTCATTTTTTTTGTA0.383

+ 19 3331SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.D839fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.D552fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTGCTCCTGACCCCCCACCCC0.567

+ 28 3281ITGAD_uc010cap.1_Frame_Shift_Del_p.P1079fsNM_005353 NP_005344 Q13349 ITAD_HUMANExtracellular (Potential). 1CTCCCAGCTTCCAGGACAGGA0.552

+ 9 1264GPT2_uc002eem.2_Frame_Shift_Del_p.N290fs|GPT2_uc002een.2_5'FlankNM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2TTGTCGTGAACCCCCCGGTGG0.632

- 1 196OGFOD1_uc002ejb.2_5'Flank|OGFOD1_uc002ejc.2_5'FlankNM_007006 NP_008937 O43809 CPSF5_HUMANNecessary for RNA-binding. 0AACTGAGTGACCCCCCGGGGC0.652

+ 2 113_115CCDC135_uc002emj.2_In_Frame_Del_p.E13del|CCDC135_uc002emk.2_In_Frame_Del_p.E13delNM_032269 NP_115645 Q8IY82 CC135_HUMAN Potential. 1 Gggagaaggtggaggaggaggag0.448

- 3 888_890ACD_uc002etp.3_In_Frame_Del_p.L181del|ACD_uc002etr.3_In_Frame_Del_p.L181del|ACD_uc010vjt.1_In_Frame_Del_p.L174del|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CCGCAGTCCTGCAGCAGCAGCAG0.65



+ 8 1053TSNAXIP1_uc010cep.2_Frame_Shift_Del_p.W84fs|TSNAXIP1_uc010vjz.1_Frame_Shift_Del_p.W97fs|TSNAXIP1_uc002euf.3_5'UTR|TSNAXIP1_uc010vka.1_Frame_Shift_Del_p.W274fs|TSNAXIP1_uc010vkb.1_Frame_Shift_Del_p.W205fs|TSNAXIP1_uc002eug.3_5'UTR|TSNAXIP1_uc002euh.3_5'UTR|TSNAXIP1_uc002eui.3_5'UTR|TSNAXIP1_uc002euk.2_5'UTRNM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0GCAGGCATCTGGGGGGAGGAC0.597

+ 15 2438DHX38_uc010vmp.1_IntronNM_014003 NP_054722 Q92620 PRP16_HUMANHelicase ATP-binding. 1GTTTGCTGCCTTTTTTGGGAA0.562

- 2 1059MYO18A_uc010csa.1_Frame_Shift_Del_p.D301fs|MYO18A_uc002hdu.1_Frame_Shift_Del_p.D301fsNM_078471 NP_510880 Q92614 MY18A_HUMAN PDZ. 0CGCACGCTGTCCCCTGACTGC0.622

- 2 759NUFIP2_uc002hdx.3_IntronNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4CTAGCTTTCCTTTTTTTAGGA0.388

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2TGGTGGGGCCGGGGGCTTCAG0.597 rs139867246

+ 14 4452CDK12_uc002hrw.3_Frame_Shift_Del_p.A1280fsNM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19CTTTCCAGCGCCCCCCAGGAG0.647

- 6 825_826FAM134C_uc010wgq.1_Frame_Shift_Del_p.R41fs|FAM134C_uc002iam.1_Frame_Shift_Del_p.R41fs|FAM134C_uc010cyk.1_Frame_Shift_Del_p.R144fsNM_178126 NP_835227 Q86VR2 F134C_HUMAN 2ACTTACATTGTCTCTCTCTCTG0.515

- 18 1593MPP3_uc002ieh.2_Frame_Shift_Del_p.N501fs|MPP3_uc002iej.2_RNANM_001932 NP_001923 Q13368 MPP3_HUMANGuanylate kinase-like. 2ACAAACTTTGTTTTTGGCCAT0.443

- 5 690CCDC43_uc010czw.1_3'UTRNM_144609 NP_653210 Q96MW1 CCD43_HUMAN Potential. 0CTCTGTGTCCTTTTTTTTTCC0.463

+ 4 641_642CCDC103_uc002ihp.1_5'FlankNM_213607 NP_998772 Q8IW40 CC103_HUMAN 1TGAGCCGGGCAGAGAGAGAGAG0.644

- 2 684HOXB6_uc002ins.1_5'Flank|HOXB6_uc010dbh.1_5'FlankNM_004502 NP_004493 P09629 HXB7_HUMAN Homeobox. 0CTTGTTCTCCTTTTTCCACTT0.473

- 3 722_723 NM_052855 NP_443087 Q6AI12 ANR40_HUMAN Pro-rich. 0AGCCATCTGCAGGGGGTGATGC0.574

- 8 907_909MKS1_uc010wnq.1_In_Frame_Del_p.E75del|MKS1_uc002ivs.1_In_Frame_Del_p.E278delNM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1GCCGTTCCCGCTCCTCCTCCTCC0.532

+ 9 1470ACE_uc010wpi.1_Intron|ACE_uc010ddu.1_Frame_Shift_Del_p.T300fs|ACE_uc002jav.1_5'Flank|ACE_uc010ddv.1_5'Flank|ACE_uc010wpj.1_5'Flank|ACE_uc002jaw.1_5'Flank|ACE_uc010wpk.1_5'FlankNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 1. 4AGTGGGCGTACCCCCCCTTCC0.562

- 1 452_453GNA13_uc010wqh.1_5'FlankNM_006572 NP_006563 Q14344 GNA13_HUMAN 0CGGAACTCCTCGCGCGCGCGCT0.436

- 5 1364_1365ARSG_uc002jhc.2_Intron|SLC16A6_uc002jha.1_Frame_Shift_Ins_p.F392fsNM_004694 NP_004685 O15403 MOT7_HUMANHelical; (Potential). 0ACCATAAACCCAAAAAATATGC0.436

+ 4 505_507KIAA0195_uc010wsa.1_In_Frame_Del_p.L91delNM_014738 NP_055553 Q12767 K0195_HUMANHelical; (Potential). 1CTACTGGCCGTGCTGCTGCTGCT0.675

+ 20 2951KIAA0195_uc010wsa.1_Frame_Shift_Del_p.I902fs|KIAA0195_uc010wsb.1_Frame_Shift_Del_p.I532fs|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1GCTCCGAGATCCCCCCCTCCA0.612

- 21 3612DNAH17_uc002jvq.2_Frame_Shift_Del_p.P415fs|DNAH17_uc002jvs.2_RNA 9AGTCCAGGTTGGGGGGGATCT0.582

+ 4 641_643MPND_uc010dtx.2_RNA|MPND_uc002mag.2_In_Frame_Del_p.E195del|MPND_uc002maf.2_In_Frame_Del_p.E195del|MPND_uc002mah.2_In_Frame_Del_p.E83del|MPND_uc002mai.2_In_Frame_Del_p.E83delNM_032868 NP_116257 Q8N594 MPND_HUMAN Poly-Glu. 1 gctgatggaagaggaggaggagg0.532

- 9 1261_1263GTF2F1_uc010xjb.1_In_Frame_Del_p.E147del|GTF2F1_uc010xjc.1_In_Frame_Del_p.E241delNM_002096 NP_002087 P35269 T2FA_HUMAN Glu-rich. 0 GTGccttcttctcctcctcctcc 0.542

- 1 186SLC25A41_uc010dut.2_5'UTRNM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 ggcggaggttgggggggaggc0.428

- 7 1203CD209_uc010xju.1_Frame_Shift_Del_p.K218fs|CD209_uc010dvp.2_3'UTR|CD209_uc002mhr.2_Frame_Shift_Del_p.K355fs|CD209_uc002mhs.2_Frame_Shift_Del_p.K309fs|CD209_uc002mhu.2_Frame_Shift_Del_p.K287fs|CD209_uc010dvq.2_Frame_Shift_Del_p.K373fs|CD209_uc002mhq.2_Frame_Shift_Del_p.K379fs|CD209_uc002mhv.2_Frame_Shift_Del_p.K355fs|CD209_uc002mhx.2_Frame_Shift_Del_p.K335fs|CD209_uc002mhw.2_Frame_Shift_Del_p.K243fs|CD209_uc010dvr.2_Frame_Shift_Del_p.K143fsNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable). 1GGCTGCGGACTTTTTGCAGAT0.532

- 3 567_570FBXL12_uc002mmd.2_Frame_Shift_Del_p.L56fs|FBXL12_uc002mmf.2_Frame_Shift_Del_p.L56fs|FBXL12_uc002mmg.2_Frame_Shift_Del_p.L56fs|FBXL12_uc002mmh.2_Frame_Shift_Del_p.L56fsNM_017703 NP_060173 Q9NXK8 FXL12_HUMAN LRR 2. 2TCGGCCACGTGCAGGCAGAGGCGC0.647 rs150413068

- 9 1445_1447RFX1_uc010dzi.2_In_Frame_Del_p.391_392GG>GNM_002918 NP_002909 P22670 RFX1_HUMAN Gly-rich. 2 accgcctcccccgccgccgccgc0.365

+ 2 309 NM_003950 NP_003941 Q96RI0 PAR4_HUMAN 0ATCCTGCCTGCCCCCCGCGGC0.667

- 2 134ZNF43_uc010ecv.2_Splice_Site|ZNF43_uc002nql.2_Splice_Site|ZNF43_uc002nqm.2_Splice_Site|ZNF43_uc002nqk.2_IntronNM_003423 NP_003414 P17038 ZNF43_HUMAN 2CAATGGTCCCTAAAAAAAACAA0.386

+ 2 252_254FFAR2_uc010eea.2_In_Frame_Del_p.L62delNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential). 1CGACCTCCTCCTGCTGCTGCTGC0.645

- 9 974_975TEAD2_uc002png.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc002pnh.2_Frame_Shift_Ins_p.H299fs|TEAD2_uc002pni.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc010yao.1_Frame_Shift_Ins_p.H167fs|TEAD2_uc010emw.2_Frame_Shift_Ins_p.H298fsNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GAAGAAGGCATGGGGGGGGCCA0.564

- 11 1285_1287FUZ_uc002ppr.1_In_Frame_Del_p.L294del|FUZ_uc002pps.1_RNA|FUZ_uc002ppt.1_RNA|FUZ_uc002ppu.1_In_Frame_Del_p.L358del|FUZ_uc002ppv.1_In_Frame_Del_p.L344delNM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0TCTGGGGAGACAGCAGCAGCAGC0.635

+ 12 1412PTOV1_uc002ppz.3_RNA|PTOV1_uc002pqb.3_Frame_Shift_Del_p.W359fs|PTOV1_uc002pqa.2_RNA|PTOV1_uc002pqc.1_RNA|PTOV1_uc002pqd.2_RNA|PTOV1_uc002pqe.1_RNANM_017432 NP_059128 Q86YD1 PTOV1_HUMANInteraction with FLOT1. 0CGCCGTAGATGGGGGGGTAGT0.657

- 4 864ZNF547_uc002qpm.3_IntronNM_017879 NP_060349 Q9BWM5 ZN416_HUMAN 0CTCTAGGGTGAAAAAAAGTGT0.453

+ 4 717ZNF547_uc002qpm.3_Intron|ZIK1_uc002qph.2_Frame_Shift_Del_p.Q152fs|ZIK1_uc002qpi.2_Frame_Shift_Del_p.Q194fs|ZIK1_uc002qpj.2_Frame_Shift_Del_p.Q104fsNM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN 2ATTCGCAGTCAAAAAAGTCAT0.483

- 11 1472_1474PUM2_uc002rdt.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdr.2_In_Frame_Del_p.422_423AA>A|PUM2_uc010yjy.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdu.1_In_Frame_Del_p.483_484AA>A|PUM2_uc010yjz.1_In_Frame_Del_p.422_423AA>ANM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1AGTTCCTCCAGCTGCTGCTGCTG0.424

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

- 20 2931MPV17_uc002rjt.2_5'Flank|GTF3C2_uc010eyy.1_Frame_Shift_Del_p.G311fs|GTF3C2_uc002rju.1_Frame_Shift_Del_p.G867fs|GTF3C2_uc002rjw.1_Frame_Shift_Del_p.G856fsNM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN WD 4. 2GCCCTGACTGCCCCCCAGATA0.537

+ 1 105_107 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN 3CGCTGCTGGGGCTGCTGCTGCTG0.714

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

- 2 550MOGS_uc010ffh.2_5'Flank|MOGS_uc010yrt.1_Frame_Shift_Del_p.G10fs|MOGS_uc010ffi.2_Frame_Shift_Del_p.G23fs|MOGS_uc010yru.1_IntronNM_006302 NP_006293 Q13724 MOGS_HUMANLumenal (Potential). 0GCTTAGGAGTCCCCGGGGTGG0.652

+ 6 662SEMA4F_uc010ysb.1_Splice_Site_p.G120_splice|SEMA4F_uc010ffq.1_Splice_Site_p.G151_splice|SEMA4F_uc010ffr.1_Splice_Site|SEMA4F_uc002snb.1_Splice_Site|SEMA4F_uc002snc.1_IntronNM_004263 NP_004254 O95754 SEM4F_HUMAN 4TCGCCCTGCAGGGGGGGTCCT0.587

- 6 747_749VPS24_uc002srk.2_In_Frame_Del_p.140_141EE>E|VPS24_uc002srl.2_In_Frame_Del_p.166_167EE>E|VPS24_uc010ytl.1_In_Frame_Del_p.235_236EE>ENM_016079 NP_057163 Q9Y3E7 CHMP3_HUMANPotential.|Intramolecular interaction with N- terminus.|MIT-interacting motif.|Interaction with STAMBP.|Interaction with VPS4A.1CAGAGCCTCTTCCTCCTCCTCCT0.616

+ 6 2252_2253GCC2_uc002ted.2_Frame_Shift_Ins_p.E599fsNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1ACTCAGTTCAGAAAAAAAACAG0.307

+ 12 2858_2860 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4CAAAAGAGGCGATGATGATGATG0.429

+ 5 719_721CDCA7_uc002uic.1_In_Frame_Del_p.E281del|CDCA7_uc010zej.1_In_Frame_Del_p.E237del|CDCA7_uc010zek.1_In_Frame_Del_p.E160delNM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1CTCTACCCATGGAGGAGGAGGAG0.537

- 2 852CERKL_uc002uod.1_IntronNM_002500 NP_002491 Q13562 NDF1_HUMAN 1GTCGGCAGGTGGGGGGGCATG0.617

- 4 1344PSMD1_uc002vrm.1_Intron|PSMD1_uc010fxu.1_Intron|PSMD1_uc002vrn.1_Intron|HTR2B_uc010fxv.2_Frame_Shift_Del_p.K213fsNM_000867 NP_000858 P41595 5HT2B_HUMANCytoplasmic (By similarity). 0CATTGCCACCTTTTCCGGTGA0.463 rs61731724

+ 8 835DGKD_uc002vuj.1_Frame_Shift_Del_p.H231fs|DGKD_uc010fyh.1_Frame_Shift_Del_p.H142fs|DGKD_uc010fyi.1_5'Flank|DGKD_uc002vuk.1_Frame_Shift_Del_p.H142fsNM_152879 NP_690618 Q16760 DGKD_HUMANPhorbol-ester/DAG-type 2. 5GTTTCAGGTTCACACATCGTG0.562



- 14 1577ADAM33_uc002wiq.1_5'Flank|ADAM33_uc002wir.1_Frame_Shift_Del_p.P497fs|ADAM33_uc002wis.2_Frame_Shift_Del_p.P19fs|ADAM33_uc002wiu.2_Frame_Shift_Del_p.P497fs|uc002wiv.1_5'Flank|ADAM33_uc002wiw.1_Intron|ADAM33_uc010gba.1_Intron|ADAM33_uc010gbb.1_IntronNM_025220 NP_079496 Q9BZ11 ADA33_HUMANExtracellular (Potential).|Disintegrin. 4GTAAACGTCTGGGGGACAGTG0.657

- 7 1256RRBP1_uc002wpu.2_Frame_Shift_Del_p.K75fs|RRBP1_uc002wpw.1_Frame_Shift_Del_p.K301fs|RRBP1_uc010gcl.1_Frame_Shift_Del_p.K75fs|RRBP1_uc010gcm.1_5'UTRNM_001042576 NP_001036041 Q9P2E9 RRBP1_HUMANCytoplasmic (Potential). 1TGCTTTGGCCTTTTCTGCTGC0.622

- 1 5735BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0TGACGGTGTCTGGGGTGAGTG0.517 rs5019194

- 3 453_455SLC19A1_uc010gpy.1_In_Frame_Del_p.L112del|SLC19A1_uc011aft.1_In_Frame_Del_p.L72del|SLC19A1_uc002zhm.1_In_Frame_Del_p.L112del|SLC19A1_uc010gpz.1_5'UTRNM_194255 NP_919231 P41440 S19A1_HUMANHelical; (Probable). 0CCGAGTGGCCCAGCAGCAGCAGC0.645

- 5 573LSS_uc011afv.1_Frame_Shift_Del_p.G154fs|LSS_uc002zil.2_Frame_Shift_Del_p.G165fs|LSS_uc002zik.2_Frame_Shift_Del_p.G85fsNM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 1. 0AGGCCCAACACCCAGAATTCT0.542

+ 6 588_590MED15_uc002zsn.1_In_Frame_Del_p.Q93del|MED15_uc002zso.2_In_Frame_Del_p.Q103del|MED15_uc002zsq.2_In_Frame_Del_p.Q174del|MED15_uc010gso.2_In_Frame_Del_p.Q174del|MED15_uc002zsr.2_In_Frame_Del_p.Q148del|MED15_uc011ahs.1_In_Frame_Del_p.Q148del|MED15_uc011aht.1_In_Frame_Del_p.Q148del|MED15_uc002zss.2_In_Frame_Del_p.Q93del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagcagttccagcagcagcagc0.217

+ 6 711_713MED15_uc002zsn.1_In_Frame_Del_p.Q137del|MED15_uc002zso.2_In_Frame_Del_p.Q147del|MED15_uc002zsq.2_In_Frame_Del_p.Q218del|MED15_uc010gso.2_In_Frame_Del_p.Q218del|MED15_uc002zsr.2_In_Frame_Del_p.Q192del|MED15_uc011ahs.1_In_Frame_Del_p.Q192del|MED15_uc011aht.1_In_Frame_Del_p.Q192del|MED15_uc002zss.2_In_Frame_Del_p.Q137del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagcagctccagcagcagcagc0.187

- 5 615ASCC2_uc003ags.2_RNA|ASCC2_uc003agt.2_Frame_Shift_Del_p.K170fs|ASCC2_uc011akr.1_Frame_Shift_Del_p.K94fsNM_032204 NP_115580 Q9H1I8 ASCC2_HUMAN 0GTGAGTTGCCTTTTCCAAAGA0.483

- 11 1370GATSL3_uc003ahc.2_5'Flank|GATSL3_uc003ahe.2_5'Flank|GATSL3_uc003ahd.2_5'Flank|GATSL3_uc003ahf.2_Intron|GATSL3_uc003ahg.2_Intron|GATSL3_uc003ahh.2_Intron|GATSL3_uc010gvq.2_Intron|GATSL3_uc003ahi.2_Intron|GATSL3_uc010gvr.2_5'Flank|GATSL3_uc010gvs.2_5'Flank|TBC1D10A_uc003ahj.3_Frame_Shift_Del_p.P361fs|TBC1D10A_uc010gvu.2_Frame_Shift_Del_p.P456fs|TBC1D10A_uc003ahk.3_Frame_Shift_Del_p.P449fsNM_031937 NP_114143 Q9BXI6 TB10A_HUMAN 1ATTTGGGGCTGGGGGCTTCTC0.652

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5GCTGGGTGGTCTGCTGCTGCTGC0.596 rs141985009

+ 21 2500SFI1_uc003alf.2_Frame_Shift_Del_p.K672fs|SFI1_uc003alg.2_Frame_Shift_Del_p.K621fs|SFI1_uc011alp.1_Frame_Shift_Del_p.K621fs|SFI1_uc011alq.1_Frame_Shift_Del_p.K648fs|SFI1_uc003alh.2_RNA|SFI1_uc010gwi.2_IntronNM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1GGATGAAGCCAAAAAAACCTT0.512

+ 7 686_688SH3BP1_uc003atg.1_RNA|SH3BP1_uc011anl.1_In_Frame_Del_p.E197del|SH3BP1_uc003ath.1_In_Frame_Del_p.E197del|SH3BP1_uc003atj.1_In_Frame_Del_p.E133del|SH3BP1_uc003atk.1_In_Frame_Del_p.E111del|uc003atl.1_RNANM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1GAGACGCTGAAGGAGGAGGAGGA0.498

- 5 895_896uc003bcd.1_Intron|CYP2D6_uc010gyu.2_5'UTR|CYP2D6_uc003bcf.2_Frame_Shift_Ins_p.R218fsNM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2AGTCAGGTCTCGGGGGGGCTGG0.629 rs72549352

- 1 5454_5456TCF20_uc003bck.1_In_Frame_Del_p.Q1774del|TCF20_uc003bnt.2_In_Frame_Del_p.Q1774delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TCTGCTCCTTCTGCTGCTGCTGC0.601

- 22 3893_3895SRGAP3_uc003brg.1_In_Frame_Del_p.S1050delNM_014850 NP_055665 O43295 SRGP2_HUMAN 9CCACGCCCGAGCTGCTGCTGCTG0.739

- 17 2137GRIP2_uc010heh.2_RNA|GRIP2_uc011avh.1_Frame_Shift_Del_p.D244fsNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 5. 1GGGCAGTTGTCCAGGCGGATA0.617

- 3 2472 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2ACGTACACCCGGGGGTCACTG0.483

- 16 2122LTF_uc003fzr.2_Frame_Shift_Del_p.K651fs|LTF_uc010hjh.2_Frame_Shift_Del_p.K693fs|LTF_uc003cpr.2_Frame_Shift_Del_p.K682fsNM_002343 NP_002334 P02788 TRFL_HUMANTransferrin-like 2. 4GGTTGAGCACTTTTTCAGATT0.463

- 20 3495SCAP_uc011baz.1_Frame_Shift_Del_p.K824fs|SCAP_uc003crg.2_Frame_Shift_Del_p.K687fs|uc003cri.2_RNANM_012235 NP_036367 Q12770 SCAP_HUMANInteraction with SREBF2 (By similarity).|Cytoplasmic (By similarity).|WD 4.1CTGTGATGGGTTTTTGGTGTG0.607

+ 3 580_581KLHDC8B_uc003cwi.1_Frame_Shift_Ins_p.L5fsNM_173546 NP_775817 Q8IXV7 KLD8B_HUMAN Kelch 4. 0GTGTATGCTCTGGGGGGAATGG0.609

+ 21 3869ROBO2_uc003dpz.2_Frame_Shift_Del_p.P1080fs|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Frame_Shift_Del_p.P1080fs|ROBO2_uc003dqa.2_Frame_Shift_Del_p.P203fsNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11CCCTCTACCTCCCCCCCCAGT0.433

- 7 850KIAA2018_uc003eal.2_Frame_Shift_Del_p.I91fsNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TAAACAATAATTTTTTTTTGA0.373

+ 6 776ATP6V1A_uc011bik.1_Frame_Shift_Del_p.L204fsNM_001690 NP_001681 P38606 VATA_HUMAN 3CTTGATGCCCTTTTTCCGTAA0.423

+ 5 2486NR1I2_uc003edi.2_Frame_Shift_Del_p.R179fs|NR1I2_uc003edk.2_Frame_Shift_Del_p.R255fs|NR1I2_uc003edl.2_Frame_Shift_Del_p.R104fsNM_003889 NP_003880 O75469 NR1I2_HUMANLigand-binding. 2CTGCAGCTGCGGGGGGAGGAT0.587

+ 8 1209PARP15_uc003efn.2_Frame_Shift_Del_p.G255fs|PARP15_uc003efo.1_Frame_Shift_Del_p.G128fs|PARP15_uc003efp.1_Frame_Shift_Del_p.G147fs|PARP15_uc011bjt.1_Frame_Shift_Del_p.G147fsNM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5TTCCTGGGGGAAAAGATGTCA0.413

+ 10 1570_1572EIF4G1_uc003fno.1_In_Frame_Del_p.E406del|EIF4G1_uc010hxw.1_In_Frame_Del_p.E301del|EIF4G1_uc003fnt.2_In_Frame_Del_p.E176del|EIF4G1_uc003fnq.2_In_Frame_Del_p.E378del|EIF4G1_uc003fnr.2_In_Frame_Del_p.E301del|EIF4G1_uc010hxx.2_In_Frame_Del_p.E472del|EIF4G1_uc003fns.2_In_Frame_Del_p.E425del|EIF4G1_uc010hxy.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnv.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnu.3_In_Frame_Del_p.E465del|EIF4G1_uc003fnw.2_In_Frame_Del_p.E472del|EIF4G1_uc003fnx.2_In_Frame_Del_p.E269del|EIF4G1_uc003fny.3_In_Frame_Del_p.E269delNM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7GGAGGAAATGgaagaagaagaag0.443

- 18 2192CLCN2_uc003foh.2_Frame_Shift_Del_p.E214fs|CLCN2_uc010hya.1_Frame_Shift_Del_p.E673fs|CLCN2_uc011brl.1_Frame_Shift_Del_p.E690fs|CLCN2_uc011brm.1_Frame_Shift_Del_p.E646fsNM_004366 NP_004357 P51788 CLCN2_HUMANCytoplasmic (By similarity). 0TTGTGGGTCTCCCCCCGGGCT0.622 rs143415674

- 12 1572SLC2A9_uc003gmd.2_Frame_Shift_Del_p.N475fsNM_020041 NP_064425 Q9NRM0 GTR9_HUMANCytoplasmic (Potential). 3ATAGGTTCTGTTTTTGGTCTC0.413

+ 5 567ANAPC4_uc003grp.2_Frame_Shift_Del_p.P31fs|ANAPC4_uc010iet.1_5'Flank|ANAPC4_uc010ieu.1_5'FlankNM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5CTACACTGCCAAAAAAGTATG0.294

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

- 23 3204_3206CLOCK_uc003hba.1_In_Frame_Del_p.Q760del|CLOCK_uc010igu.1_RNANM_004898 NP_004889 O15516 CLOCK_HUMAN Gln-rich. 3 cctgggagctctgctgctgctgc 0.315

+ 8 1473_1475PRDM8_uc003hmb.3_In_Frame_Del_p.Q217del|PRDM8_uc003hmc.3_In_Frame_Del_p.Q217delNM_020226 NP_064611 Q9NQV8 PRDM8_HUMANGly-rich.|Poly-Gln. 1 tggcaaagaccagcagcagcagc0.384

+ 8 1279CDS1_uc010ike.1_Frame_Shift_Del_p.F65fsNM_001263 NP_001254 Q92903 CDS1_HUMAN 4CCTTTTTGGATTTTTTTTTGG0.308

- 1 538_540HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 gtactcctcttcctcctcctcct 0.369

+ 8 1187_1189NPNT_uc011cfc.1_In_Frame_Del_p.P350del|NPNT_uc011cfd.1_In_Frame_Del_p.P363del|NPNT_uc011cfe.1_In_Frame_Del_p.P363del|NPNT_uc010ilt.1_In_Frame_Del_p.P333del|NPNT_uc011cff.1_In_Frame_Del_p.P333del|NPNT_uc010ilu.1_In_Frame_Del_p.P229delNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1AATTCCTACTCCACCACCACCAC0.522

+ 39 6607KIAA1109_uc003iel.1_Frame_Shift_Del_p.G123fs|KIAA1109_uc003iek.2_Frame_Shift_Del_p.G807fsNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12ATTGGACAATGGGGGTGGTCT0.438

- 3 3529ANKRD50_uc011cgo.1_Frame_Shift_Del_p.N909fs|ANKRD50_uc010inw.2_Frame_Shift_Del_p.N1088fsNM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN ANK 19. 1AGAATGTCCATTTTTGGCTGC0.408

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 ACGCTggtggtggcggcggcgg0.386rs67907220;rs72269802

- 5 1095LRBA_uc003ilu.3_Frame_Shift_Del_p.F207fs|LRBA_uc010ipk.1_Frame_Shift_Del_p.F126fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7CTGGAAAGTTAAAAAAGGCAT0.408

+ 9 1176 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 TTCTTCTTTTAGATTATCTCT0.423

+ 20 3494TLL1_uc011cjn.1_Frame_Shift_Del_p.V972fs|TLL1_uc011cjo.1_Frame_Shift_Del_p.V773fsNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 5. 7ATGACTATGTGGAGCTCTTTG0.448

- 8 993_995CLPTM1L_uc003jcg.2_In_Frame_Del_p.K183delNM_030782 NP_110409 Q96KA5 CLP1L_HUMANCytoplasmic (Potential). 2CCGATCATGCTCTTCTTCTTCTT0.537

+ 46 8393_8395NIPBL_uc003jkk.3_In_Frame_Del_p.E2636del|NIPBL_uc003jkn.2_In_Frame_Del_p.E329delNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9GGACCCTGATGAAGAAGAAGAAG0.379

- 1 68_70 NM_004465 NP_004456 O15520 FGF10_HUMAN 3AGCAACAAAAAGCAGCAGCAGCA0.537

- 10 1303FAM172A_uc011cuf.1_Frame_Shift_Del_p.R320fs|FAM172A_uc011cug.1_Frame_Shift_Del_p.R256fs|FAM172A_uc011cuh.1_Frame_Shift_Del_p.R219fs|FAM172A_uc011cui.1_RNA|FAM172A_uc011cuj.1_IntronNM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0GCTGAGACCCGGGGGCAATCA0.388 rs140492306

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

- 37 5307 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 6. 15GCTATTGACAGGGGGGCATGT0.507



+ 1 453_455EGR1_uc011cyu.1_In_Frame_Del_p.S67delNM_001964 NP_001955 P18146 EGR1_HUMAN Gly/Ser-rich. 1 gcggcagcaacagcagcagcagc0.394

- 3 630JAKMIP2_uc011dbx.1_Frame_Shift_Del_p.K41fs|JAKMIP2_uc003lor.1_Frame_Shift_Del_p.K83fs|uc003lop.1_3'UTR|JAKMIP2_uc010jgo.1_Frame_Shift_Del_p.K83fsNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2CTGCAGCTCCTTCATCTTCTC0.532

- 23 12701_12702GM2A_uc011dcs.1_Intron|FAT2_uc003lud.3_Frame_Shift_Ins_p.L837fsNM_001447 NP_001438 Q9NYQ8 FAT2_HUMANCytoplasmic (Potential). 6TTCCATCTCCAGGGGGAAGGGG0.644

+ 5 668_670CPLX2_uc003mdf.1_In_Frame_Del_p.E114delNM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1CTGCGGGGACGAGGAGGAGGAGG0.645

+ 3 266 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6CAGAAGTTTCAAAAAAAGGTA0.259

+ 5 798_799HLA-G_uc011dmb.1_Frame_Shift_Ins_p.D179fs|HLA-G_uc003raj.3_Frame_Shift_Ins_p.D212fs|HLA-G_uc003nnz.3_Frame_Shift_Ins_p.N115fs|HLA-G_uc010jrn.2_Intron|HLA-G_uc003nny.3_RNA|HLA-G_uc003ran.1_5'FlankNM_002127 NP_002118 P17693 HLAG_HUMANExtracellular (Potential).|Alpha-3. 4TTCCTTTCAGACCCCCCCAAGA0.54

- 7 1054TRIM26_uc003nps.2_Frame_Shift_Del_p.K282fs|TRIM26_uc010jry.2_5'UTR|TRIM26_uc003npt.2_Frame_Shift_Del_p.K282fsNM_003449 NP_003440 Q12899 TRI26_HUMAN 3TTCTCCGGTCTTTTTTTTAAC0.483

+ 4 545GTF2H4_uc010jsf.2_Frame_Shift_Del_p.I113fs|GTF2H4_uc011dmv.1_Frame_Shift_Del_p.I57fs|GTF2H4_uc003nsb.1_5'UTR|GTF2H4_uc011dmw.1_Frame_Shift_Del_p.I119fsNM_001517 NP_001508 Q92759 TF2H4_HUMAN 3CTCAACCCCATTTTCCGCCAG0.577

+ 5 800C2_uc003nyc.2_Frame_Shift_Del_p.E119fs|C2_uc011doo.1_Frame_Shift_Del_p.E86fs|C2_uc011dop.1_Frame_Shift_Del_p.E118fs|C2_uc003nyf.2_Frame_Shift_Del_p.E332fs|C2_uc010jtk.2_Frame_Shift_Del_p.E200fs|C2_uc011doq.1_Frame_Shift_Del_p.E303fs|C2_uc003nyg.2_Frame_Shift_Del_p.E109fs|C2_uc003nyh.1_5'UTRNM_001710 NP_001701 P00751 CFAB_HUMAN 1CCAGATCATGAAAATGGAACT0.468

+ 4 1107_1108FANCE_uc010jvw.1_Frame_Shift_Ins_p.A308fsNM_021922 NP_068741 Q9HB96 FANCE_HUMANInteraction with FANCC. 3ATTGGAGGATGCCCCCCCAGTT0.54

+ 2 314_316MAPK13_uc003olt.2_RNANM_002754 NP_002745 O15264 MK13_HUMANProtein kinase. 3CCTACCGGGAGCTGCTGCTGCTG0.67

- 6 995 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11ACTGTTGGTGCCCCCCGGGCT0.542

- 1 195_197MAP3K7_uc003poa.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003pob.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003poc.1_In_Frame_Del_p.11_12SS>SNM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6GGCCGAAGACGAGGAGGAGGAGG0.655

- 13 1854FYN_uc003pvi.2_Frame_Shift_Del_p.K450fs|FYN_uc003pvk.2_Frame_Shift_Del_p.K505fs|FYN_uc003pvh.2_Frame_Shift_Del_p.K502fsNM_002037 NP_002028 P06241 FYN_HUMAN Protein kinase. 7TTCAGGGTCCTTTTTCCAGCA0.562

+ 12 1829SASH1_uc011eeb.1_Frame_Shift_Del_p.K213fs|SASH1_uc003qmf.1_5'UTRNM_015278 NP_056093 O94885 SASH1_HUMAN 1CTCTCTTGGGAAAAAGGTGAA0.408

- 13 2067 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50CTGCGGCTCCGGGGGGGCTGC0.592

- 7 678ICA1_uc010ktr.2_Frame_Shift_Del_p.N204fs|ICA1_uc003srl.2_Frame_Shift_Del_p.N192fs|ICA1_uc003srn.3_Frame_Shift_Del_p.N130fs|ICA1_uc003srp.3_Frame_Shift_Del_p.N203fs|ICA1_uc010kts.2_RNA|ICA1_uc003srq.2_Frame_Shift_Del_p.N204fs|ICA1_uc003srr.2_Frame_Shift_Del_p.N203fs|ICA1_uc003sro.3_Frame_Shift_Del_p.N204fs|ICA1_uc011jxg.1_Frame_Shift_Del_p.N204fs|ICA1_uc003srs.1_Frame_Shift_Del_p.N204fsNM_022307 NP_071682 Q05084 ICA69_HUMAN AH. 1TTTGTCAAAGTTTTTTTTTGC0.378

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

- 8 1153ETV1_uc011jxn.1_Frame_Shift_Del_p.P98fs|ETV1_uc011jxo.1_Intron|ETV1_uc011jxp.1_Frame_Shift_Del_p.P80fs|ETV1_uc003ssw.3_Frame_Shift_Del_p.P138fs|ETV1_uc003ssx.2_RNA|ETV1_uc011jxr.1_Frame_Shift_Del_p.P120fs|ETV1_uc011jxs.1_Frame_Shift_Del_p.P120fs|ETV1_uc010ktv.2_Frame_Shift_Del_p.P7fsNM_004956 NP_004947 P50549 ETV1_HUMAN 35TGGATGGTGTGGGGGGGTTGG0.527

- 2 279AGR2_uc011jxy.1_Frame_Shift_Del_p.K31fsNM_006408 NP_006399 O95994 AGR2_HUMAN 0CTTTGTGTCCTTTTTGGCTCC0.493

- 5 684_685OSBPL3_uc003sxd.2_RNA|OSBPL3_uc003sxe.2_RNA|OSBPL3_uc003sxg.2_Frame_Shift_Del_p.E93fs|OSBPL3_uc003sxh.2_Frame_Shift_Del_p.E93fs|OSBPL3_uc003sxi.2_Frame_Shift_Del_p.E93fsNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN PH. 1CCATGCAGCTTCTCTCTCTCTA0.5

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

- 5 936JAZF1_uc003szm.2_Frame_Shift_Del_p.P168fsNM_175061 NP_778231 Q86VZ6 JAZF1_HUMAN 131AGCCGACACCGGGGGATGGAA0.493

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

+ 18 7753ABCA13_uc010kys.1_5'FlankNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10TAGCTACTTTAAAAAAAATAG0.313

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0GTGACAGCGACATCATCATCATC0.586

- 30 3061HIP1_uc011kfz.1_Frame_Shift_Del_p.K833fsNM_005338 NP_005329 O00291 HIP1_HUMAN I/LWEQ. 8CTCGTAGTGCTTTTTCCGAAG0.507

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

+ 13 1828PHTF2_uc003ugp.2_Frame_Shift_Del_p.F530fs|PHTF2_uc003ugq.3_Frame_Shift_Del_p.F530fs|PHTF2_uc010ldv.2_Frame_Shift_Del_p.F530fs|PHTF2_uc003ugt.3_Frame_Shift_Del_p.F534fs|PHTF2_uc003ugu.3_Frame_Shift_Del_p.F530fs|PHTF2_uc010ldw.1_Frame_Shift_Del_p.F350fsNM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1GTGGATTTTCTTTTTTTTGCT0.303

+ 19 5175_5176AKAP9_uc003ulf.2_Frame_Shift_Del_p.S1650fs|AKAP9_uc003uli.2_Frame_Shift_Del_p.S1275fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26ACCTGGTTTCAGAGAGAGAGAG0.411

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

+ 23 4102MLL5_uc010ljc.2_Frame_Shift_Del_p.G1190fs|MLL5_uc010lje.1_RNA|MLL5_uc010ljf.1_RNA|MLL5_uc010ljg.2_5'UTR|uc003vcp.1_5'Flank|MLL5_uc010ljh.1_5'UTRNM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3CCATGCAAGTGGAAGCTTGAG0.473

+ 26 3637NUP205_uc003vsx.2_5'FlankNM_015135 NP_055950 Q92621 NU205_HUMAN 6TGCAGTTGGATTTTTTTGATC0.373

+ 3 363GSTK1_uc011ksy.1_Intron|GSTK1_uc003wcj.2_Frame_Shift_Del_p.E93fs|GSTK1_uc011ksz.1_Frame_Shift_Del_p.E93fsNM_015917 NP_057001 Q9Y2Q3 GSTK1_HUMAN 0GTGATGCTTGAAAAAGGTGAA0.478

+ 2 1926CHPF2_uc003wjq.1_Frame_Shift_Del_p.R130fsNM_019015 NP_061888 Q9P2E5 CHPF2_HUMANLumenal (Potential). 1ACTGGGCAGCGGGGGGCCCGG0.632

- 38 8744MLL3_uc003wkz.2_Frame_Shift_Del_p.N1903fs|MLL3_uc003wky.2_Frame_Shift_Del_p.N351fsNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63ATTCTCATCATTTTTTTCAGT0.378

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2GCAGTACACCAAAAAAAATCT0.393

+ 12 1730_1731WDR60_uc010lqv.2_RNA|WDR60_uc010lqw.2_Frame_Shift_Ins_p.G156fsNM_018051 NP_060521 Q8WVS4 WDR60_HUMAN p.G524R(1) 4GAAACTTTGGGAAAAAAAATAC0.332

+ 2 273_275SFTPC_uc003xaw.3_In_Frame_Del_p.V93del|SFTPC_uc011kza.1_In_Frame_Del_p.V44del|SFTPC_uc003xaz.2_In_Frame_Del_p.V44del|SFTPC_uc003xay.3_In_Frame_Del_p.V44del|BMP1_uc011kzb.1_5'Flank|BMP1_uc003xba.2_5'Flank|BMP1_uc003xbb.2_5'Flank|BMP1_uc003xbe.2_5'Flank|BMP1_uc003xbc.2_5'Flank|BMP1_uc003xbd.2_5'Flank|BMP1_uc003xbf.2_5'Flank|BMP1_uc003xbg.2_5'Flank|BMP1_uc011kzc.1_5'Flank|BMP1_uc003xbh.2_5'Flank|BMP1_uc003xbi.2_5'FlankNM_003018 NP_003009 P11686 PSPC_HUMAN 0CCTTCTTATCGTGGTGGTGGTGG0.601

+ 12 2305_2307WRN_uc011lbe.1_In_Frame_Del_p.E38del|WRN_uc010lvk.2_5'UTRNM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7CTTCCTACTAaagaagaagaaga0.266

+ 10 6850ZFHX4_uc003yau.1_Frame_Shift_Del_p.I2200fs|ZFHX4_uc003yaw.1_Frame_Shift_Del_p.I2155fsNM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15TAACCCTCCTATAACGGTTTT0.368

+ 9 1450_1451LRRCC1_uc010lzz.1_RNA|LRRCC1_uc010maa.1_Frame_Shift_Del_p.Q133fs|LRRCC1_uc003ycx.2_Frame_Shift_Del_p.Q339fs|LRRCC1_uc003ycy.2_Frame_Shift_Del_p.Q412fsNM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0AGCTAGACCAAGAGAGAGAGAA0.267

+ 4 567 NM_000067 NP_000058 P00918 CAH2_HUMAN 1AATATGGGGATTTTGGGAAAG0.388

- 3 492 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0TGTTGGGGGGTTTTTGATTGG0.393

- 8 1296RUNX1T1_uc003yfc.1_Frame_Shift_Del_p.K377fs|RUNX1T1_uc003yfe.1_Frame_Shift_Del_p.K367fs|RUNX1T1_uc010mao.2_Frame_Shift_Del_p.K377fs|RUNX1T1_uc011lgi.1_Frame_Shift_Del_p.K415fs|RUNX1T1_uc010man.1_5'UTR|RUNX1T1_uc003yfb.1_Frame_Shift_Del_p.K367fsNM_175634 NP_783552 Q06455 MTG8_HUMAN 16TGCCGCCACCTTTTTTTAAGT0.517

- 6 468CCNE2_uc003yhd.2_Frame_Shift_Del_p.K120fsNM_057749 NP_477097 O96020 CCNE2_HUMAN 0TCTGCTCTCCTTTTTTAACAT0.323



+ 62 12067VPS13B_uc003yiw.2_Frame_Shift_Del_p.P3961fsNM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20TGCAGAACCTCCCCCCTCCAC0.468

+ 6 1430DCAF13_uc003ylm.1_Frame_Shift_Del_p.K118fs|DCAF13_uc003ylo.2_Frame_Shift_Del_p.K96fsNM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 4. 1TACTCCTTTGAAAAAGGTGAG0.338

- 19 1853ENPP2_uc011lic.1_Frame_Shift_Del_p.K102fs|ENPP2_uc003yor.1_Frame_Shift_Del_p.K224fs|ENPP2_uc003yos.1_Frame_Shift_Del_p.K641fs|ENPP2_uc010mdd.1_Frame_Shift_Del_p.K589fsNM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7CTGTAGACCCTTTTGTATGAA0.358

+ 2 165_166 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2GATGGAGCAAGAAAAAAAACTG0.396

- 19 4091FAM135B_uc003yux.2_Frame_Shift_Del_p.N1208fs|FAM135B_uc003yuz.2_RNANM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9CAGCACGACGTTTTTAAAATA0.428

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

- 2 529PAX5_uc011lpw.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lpx.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lpy.1_Intron|PAX5_uc010mls.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lpz.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lqa.1_Intron|PAX5_uc010mlq.1_RNA|PAX5_uc011lqb.1_RNA|PAX5_uc010mlo.1_Frame_Shift_Del_p.F27fs|PAX5_uc010mlp.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lqc.1_Frame_Shift_Del_p.F27fs|PAX5_uc010mlr.1_Frame_Shift_Del_p.F27fs|PAX5_uc011lqd.1_Frame_Shift_Del_p.F26fs|PAX5_uc011lqe.1_Intron|PAX5_uc011lqf.1_Intron|PAX5_uc011lqg.1_IntronNM_016734 NP_057953 Q02548 PAX5_HUMAN Paired. p.?(31) 147GTCCATTCACAAAAACCCCCC0.522

- 3 732FBP1_uc010mrl.2_Frame_Shift_Del_p.G134fsNM_000507 NP_000498 P09467 F16P1_HUMAN 0AAAAATGGTTCCAACGGACAC0.398

+ 1 175TMEM38B_uc010mtn.1_Frame_Shift_Del_p.F20fsNM_018112 NP_060582 Q9NVV0 TM38B_HUMANLumenal (Potential). 2CATGTTTCCCTTTTTTGACAT0.627

- 22 6093TNC_uc010mvf.2_Frame_Shift_Del_p.R1638fsNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 15. 7ACTGATGCCCGGGGGGGTCGC0.478 rs148674204

+ 13 3791_3793 NM_173689 NP_775960 Q5IJ48 CRUM2_HUMANHelical; (Potential). 1CCTGTGCCTGCCTCCTCCTCCTC0.67

- 11 1559FAM129B_uc004bri.2_Frame_Shift_Del_p.H440fs|FAM129B_uc004brj.3_Frame_Shift_Del_p.H453fsNM_022833 NP_073744 Q96TA1 NIBL1_HUMAN 0AGCTCCTGGTGCAGGAGGGTC0.657

- 26 2978GOLGA2_uc010mxw.2_Frame_Shift_Del_p.Y312fs|GOLGA2_uc004buh.2_Frame_Shift_Del_p.Y339fsNM_004486 NP_004477 Q08379 GOGA2_HUMAN 1TCAGCCCGGTAAAAAAAAGGA0.562

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1CGCGGCCTTCGGGGGGGACCC0.642

+ 13 2099C9orf86_uc004cjj.1_Frame_Shift_Del_p.P612fs|C9orf86_uc004cjk.1_RNA|C9orf86_uc010nbr.1_Intron|C9orf86_uc004cjl.1_RNA|C9orf86_uc010nbs.1_Frame_Shift_Del_p.P496fs|C9orf86_uc004cjn.1_Frame_Shift_Del_p.P405fsNM_024718 NP_078994 Q3YEC7 PARF_HUMAN 0GCCGCCCCCACCCCCCAAGCT0.652

+ 12 1352_1353CDKL5_uc004cyn.2_Frame_Shift_Ins_p.L367fsNM_003159 NP_003150 O76039 CDKL5_HUMAN 6TGAAAGCTTCCTAAATGGAAAC0.525

- 8 951DMD_uc004dcz.2_Frame_Shift_Del_p.F113fs|DMD_uc004dcy.1_Frame_Shift_Del_p.F232fs|DMD_uc004ddb.1_Frame_Shift_Del_p.F228fs|DMD_uc010ngo.1_Intron|DMD_uc004ddf.2_Frame_Shift_Del_p.F228fs|DMD_uc010ngp.1_Intron|DMD_uc010ngq.1_Intron|DMD_uc010ngr.1_IntronNM_004006 NP_003997 P11532 DMD_HUMANCH 2.|Actin-binding. 6CAAAACTTGGAAGAGTGATGT0.378

- 1 1710_1712PCDH19_uc004efw.3_In_Frame_Del_p.L12del|PCDH19_uc004efx.3_In_Frame_Del_p.L12delNM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN 7ACAGTATGGCCAGCAGCAGCAGC0.665

- 1 3739_3741 NM_003604 NP_003595 O14654 IRS4_HUMAN 10TCACGTGAGTGTCGTCGTCGTTG0.542

- 2 574_575NKAP_uc004esg.2_5'FlankNM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2ATTCTCCAATTCTCTCTCTCTC0.317

+ 4 726_727BCORL1_uc010nrd.1_Frame_Shift_Ins_p.C106fsNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN Pro-rich. 7CCCCTATCTGTCCCCCTGCTCC0.594

+ 13 5150BCORL1_uc004evc.1_Frame_Shift_Del_p.S515fsNM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7GACGACAGATCCCCCCCAGGC0.602 rs137862942

- 11 886_888CD99L2_uc004fek.2_RNA|CD99L2_uc004fem.2_In_Frame_Del_p.207_208PP>P|CD99L2_uc004fen.2_In_Frame_Del_p.184_185PP>P|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.183_184PP>PNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANCytoplasmic (Potential).|Poly-Pro. 3GGCTGGTTCGGGCGGCGGCGGCG0.611 rs7877654

+ 3 2011_2012ARID1A_uc001bmt.1_Frame_Shift_Ins_p.Q546fs|ARID1A_uc001bmu.1_Frame_Shift_Ins_p.Q546fs|ARID1A_uc001bmw.1_Frame_Shift_Ins_p.Q163fsNM_006015 NP_006006 O14497 ARI1A_HUMAN p.Q546*(1) 142AGCACCCCCAGAGCCAGCCCCC0.649

- 16 1769MUTYH_uc009vxn.2_Frame_Shift_Del_p.K343fs|MUTYH_uc001cnf.2_Frame_Shift_Del_p.K493fs|MUTYH_uc009vxo.2_Frame_Shift_Del_p.K493fs|MUTYH_uc001cng.2_Frame_Shift_Del_p.K504fs|MUTYH_uc001cnj.2_Frame_Shift_Del_p.K401fs|MUTYH_uc001cni.2_Frame_Shift_Del_p.K493fs|MUTYH_uc001cnh.2_Frame_Shift_Del_p.K494fs|MUTYH_uc001cno.2_Frame_Shift_Del_p.K401fs|MUTYH_uc001cnk.2_Frame_Shift_Del_p.K378fs|MUTYH_uc010oll.1_Frame_Shift_Del_p.K202fs|MUTYH_uc001cnl.2_Frame_Shift_Del_p.K507fs|MUTYH_uc009vxp.2_Frame_Shift_Del_p.K521fs|MUTYH_uc001cnn.2_Frame_Shift_Del_p.K508fsNM_012222 NP_036354 Q9UIF7 MUTYH_HUMAN 0CATGCGGGGCTTTTTCCGACT0.547

- 7 758_760NBPF10_uc001emp.3_IntronNM_001012758 NP_001012776 P0C025 NUD17_HUMAN 0GGCTCTTCCATCCTCCTCTAGTT0.409

- 1 566_568TYSND1_uc001jqq.2_Intron|TYSND1_uc001jqs.2_In_Frame_Del_p.L138del|TYSND1_uc001jqt.2_IntronNM_173555 NP_775826 Q2T9J0 TYSD1_HUMAN 1CCGGGCAGCTCAGCAGCAGCAGC0.739

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

+ 5 1941_1943FAM111A_uc010rkq.1_In_Frame_Del_p.I572del|FAM111A_uc010rkr.1_In_Frame_Del_p.I572del|FAM111A_uc001nno.2_In_Frame_Del_p.I572del|FAM111A_uc001nnp.2_In_Frame_Del_p.I572del|FAM111A_uc001nnq.2_In_Frame_Del_p.I572delNM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3TCGTAGTATCATTGAGTTTGGCT0.419

- 3 258_259PRB1_uc001qzu.1_In_Frame_Ins_p.74_74P>PP|PRB1_uc001qzv.1_In_Frame_Ins_p.74_74P>PPNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0GTGGCTTTCCTGGAGGTGGGGG0.619

- 3 812_814 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.606

- 4 601_603 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 CCGATTCCGActcctcctcctcc0.601

+ 15 1832PIWIL1_uc001uij.1_Frame_Shift_Del_p.T581fsNM_004764 NP_004755 Q96J94 PIWL1_HUMANRNA-binding (By similarity).|Piwi. 2GATTGCCCTACCCCAAGTCAG0.453

- 3 170_172 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4GGGTAGGTGAAAGCTGTGTGCAC0.596 rs3765330

- 10 11379_11380uc002fcj.1_Intron|ZFHX3_uc002fcl.2_Frame_Shift_Del_p.P2655fsNM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4GTAATAAACTAGGGTGCTCTTT0.584

- 21 2724_2725 NM_002208 NP_002199 P38570 ITAE_HUMANExtracellular (Potential). 4TGCAGGTTTCTGGGGTAATTCA0.53

+ 2 737BPTF_uc002jge.2_Frame_Shift_Del_p.P226fs|BPTF_uc010wqm.1_Frame_Shift_Del_p.P226fsNM_182641 NP_872579 Q12830 BPTF_HUMAN 4AGACATCCCGCCCCTTGAATT0.423

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0GAGGTTCCTTCTCCTCCTCCTCC0.453

- 14 2382_2384ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6TCCTCGCTCTCTCCTCCTCCTCC0.7

- 3 1648_1650RAB11FIP5_uc002sit.3_In_Frame_Del_p.H391delNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0ACTTAGGCCTTGGTGGTGGTGGT0.635

- 24 3343_3344RALGAPA2_uc010gcx.2_Frame_Shift_Ins_p.F771fs|RALGAPA2_uc010zsg.1_Frame_Shift_Ins_p.F515fsNM_020343 NP_065076 Q2PPJ7 RGPA2_HUMAN 1AACCCAGGGAGAAAAAGCGGGG0.45

- 19 1979ULK4_uc003ckw.2_Frame_Shift_Del_p.K593fsNM_017886 NP_060356 Q96C45 ULK4_HUMAN 0TCTAGGGTTCTTTTTTTTTTC0.448

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 0CCCGCCTGCTCACACGTGCCCA0.708

+ 1 3654_3655 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0CCCGCCTGCTCACACGTGCCGA0.678

+ 15 2494_2495 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential). 5TTTATTTCAGGAATACTTCCAA0.337

+ 3 1067_1068TPBG_uc010kbj.2_Frame_Shift_Del_p.S44fs|TPBG_uc003pjo.2_Frame_Shift_Del_p.S44fsNM_006670 NP_006661 Q13641 TPBG_HUMANExtracellular (Potential).|Ser-rich. 1 ttctcctcctcGGCGCCGTTCC0.55

- 36 4449_4450NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Frame_Shift_Del_p.V771fs|ANK1_uc003xoi.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xoj.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xol.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xom.2_Frame_Shift_Del_p.V1496fsNM_020476 NP_065209 P16157 ANK1_HUMAN55 kDa regulatory domain.|Death. 9CCTTCACGGATGACCCAGAGGT0.535



+ 7 1112DENND3_uc010mep.2_Splice_Site_p.K291_spliceNM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1AAGTCAGCAAGGTTAGGTAGCG0.559 rs143399544

- 3 523CT45A5_uc011mvu.1_Frame_Shift_Del_p.P93fsNM_001007551 NP_001007552 Q6NSH3 CT455_HUMAN 0TCCTCCCACAGGTGCATTGCT0.443

- 9 1115_1116RBMX_uc004fac.1_5'Flank|RBMX_uc011mwf.1_Intron|RBMX_uc004fad.1_3'UTR|RBMX_uc011mwg.1_Frame_Shift_Ins_p.P263fs|RBMX_uc004faf.1_Frame_Shift_Ins_p.P163fs|RBMX_uc010nsf.1_Frame_Shift_Ins_p.P263fs|RBMX_uc004fag.1_Frame_Shift_Ins_p.P174fsNM_002139 NP_002130 P38159 HNRPG_HUMAN 1CACCATAAGATGGCGGGGGCCC0.465

- 1 105_113TMEM52_uc001aii.2_5'FlankNM_178545 NP_848640 Q8NDY8 TMM52_HUMAN NA 0CACCTgcggcagcggcaggagcggcagga0.569

- 2 317_319MMEL1_uc009vlg.1_RNANM_033467 NP_258428 Q495T6 MMEL1_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).NA 0CAGCGGTCACcagcagcagcagc0.665

- 7 901_902CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 NA 0CCCAACGCCCGCCCCCCCGCCC0.658

- 14 3810 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. NA 5TCTCCCTGCTGGACAGCTCTT0.557

- 2 283_285 NM_052941 NP_443173 Q96PP9 GBP4_HUMAN Poly-Val. NA 0CCTACAATGGCCACCACCACCAC0.483

+ 9 1146_1147KIAA1324_uc009wex.1_Frame_Shift_Del_p.Y287fs|KIAA1324_uc009wey.2_Intron|KIAA1324_uc010ovg.1_Frame_Shift_Del_p.Y235fs|KIAA1324_uc001dwr.2_5'FlankNM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential).NA 5GATTATTTCTACACACACACGG0.49

- 5 580 NM_183058 NP_898881 Q7Z4W2 LYZL2_HUMAN NA 0CCTCACAGTCTTTTTTCCAGT0.522

- 3 1279_1281DPCD_uc010qpz.1_Intron|POLL_uc001ktd.1_5'Flank|POLL_uc001kte.1_5'Flank|POLL_uc001kth.1_Intron|POLL_uc001kti.1_In_Frame_Del_p.171_172PP>P|POLL_uc001ktj.1_In_Frame_Del_p.171_172PP>P|POLL_uc001ktf.2_In_Frame_Del_p.171_172PP>P|POLL_uc001ktk.1_Intron|POLL_uc010qqa.1_Intron|POLL_uc010qqb.1_Intron|POLL_uc001ktm.2_In_Frame_Del_p.171_172PP>P|POLL_uc001ktl.2_In_Frame_Del_p.83_84PP>P|POLL_uc010qqc.1_Intron|POLL_uc010qqd.1_Intron|DPCD_uc001ktn.2_5'FlankNM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN NA 0AGGCCTGGTGGGAGGAGGAGGAG0.591

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). NA 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

+ 1 800 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANExtracellular (Potential).NA 2GCCCTCCCCACAGAAAAGGCC0.527

+ 2 598 NM_145719 NP_663771 Q6B0B8 TIGD3_HUMAN NA 0CGCCTTCATTCCCCCCTGAGC0.612

- 3 539_541 NM_006248 NP_006239 NA 0ACTTCGGGACTTGTTGTCTCCTT0.596

+ 2 1283 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN NA 4CAGGCTGGTACCCCCCGTTAT0.468

+ 18 2925_2926 NM_015267 NP_056082 O14529 CUX2_HUMAN CUT 2. NA 6CGCAGGTGCTGGGCCTGTCACA0.629

- 2 307BRAP_uc010syh.1_5'Flank|BRAP_uc009zvv.2_Frame_Shift_Del_p.K8fs|ACAD10_uc009zvw.2_5'Flank|ACAD10_uc001tso.3_5'Flank|ACAD10_uc001tsp.2_5'Flank|ACAD10_uc009zvx.2_5'Flank|ACAD10_uc001tsq.2_5'FlankNM_006768 NP_006759 Q7Z569 BRAP_HUMAN NA 1TAGTGTCGTCTTTTTTATCTC0.428

+ 15 1832PIWIL1_uc001uij.1_Frame_Shift_Del_p.T581fsNM_004764 NP_004755 Q96J94 PIWL1_HUMANRNA-binding (By similarity).|Piwi.NA 2GATTGCCCTACCCCAAGTCAG0.453

- 18 1872C14orf39_uc010apo.2_Frame_Shift_Del_p.*299fsNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN NA 4TGACTAGCTCAAAAAAAAGTA0.289

+ 9 1035EML1_uc010avt.1_Frame_Shift_Del_p.G309fs|EML1_uc010tww.1_Frame_Shift_Del_p.G310fs|EML1_uc001ygq.2_Frame_Shift_Del_p.G341fs|EML1_uc001ygr.2_Frame_Shift_Del_p.G341fsNM_004434 NP_004425 O00423 EMAL1_HUMAN NA 5TTGGAATAGGTTTTTTTGACC0.428

- 430 NA 0GCCTCTTGCACGTGTCCTCAGC0.55

- 8 1119CLPX_uc010uiu.1_RNA|CLPX_uc010bhg.1_Frame_Shift_Del_p.K349fsNM_006660 NP_006651 O76031 CLPX_HUMAN NA 0CTTGTTGTGCTTTTTCCACAT0.363

- 1 196OGFOD1_uc002ejb.2_5'Flank|OGFOD1_uc002ejc.2_5'FlankNM_007006 NP_008937 O43809 CPSF5_HUMANNecessary for RNA-binding.NA 0AACTGAGTGACCCCCCGGGGC0.652

- 3 888_890ACD_uc002etp.3_In_Frame_Del_p.L181del|ACD_uc002etr.3_In_Frame_Del_p.L181del|ACD_uc010vjt.1_In_Frame_Del_p.L174del|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN NA 1CCGCAGTCCTGCAGCAGCAGCAG0.65

- 10 1370_1372RANBP10_uc010ceo.2_In_Frame_Del_p.189_190SS>S|RANBP10_uc010vju.1_In_Frame_Del_p.362_363SS>S|RANBP10_uc010vjv.1_In_Frame_Del_p.301_302SS>S|RANBP10_uc010vjw.1_In_Frame_Del_p.79_80SS>SNM_020850 NP_065901 Q6VN20 RBP10_HUMAN Ser-rich. NA 1 ggaagaggacgaggaggaggagg0.414

+ 8 1209_1211MYOCD_uc002gno.2_In_Frame_Del_p.Q310del|MYOCD_uc002gnp.1_In_Frame_Del_p.Q214del|MYOCD_uc002gnq.2_In_Frame_Del_p.Q29delNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. NA 5AATCCTCAGCcagcagcagcagc0.527

+ 2 737BPTF_uc002jge.2_Frame_Shift_Del_p.P226fs|BPTF_uc010wqm.1_Frame_Shift_Del_p.P226fsNM_182641 NP_872579 Q12830 BPTF_HUMAN NA 4AGACATCCCGCCCCTTGAATT0.423

+ 1 288 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMANExtracellular (Potential).NA 1CCACCACGGTCCCCAAGATGA0.507

+ 6 1151 uc002oyi.2_RNA NM_013398 NP_037530 Q9NZL3 ZN224_HUMAN NA 2GAATCCATACGGGGGAGAAGC0.428 rs13346417

- 14 2382_2384ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. NA 6TCCTCGCTCTCTCCTCCTCCTCC0.7

+ 4 510CPT1C_uc002ppl.3_Frame_Shift_Del_p.R102fs|CPT1C_uc002ppi.2_Frame_Shift_Del_p.R19fs|CPT1C_uc002ppk.2_Frame_Shift_Del_p.R102fs|CPT1C_uc010eng.2_Frame_Shift_Del_p.R102fs|CPT1C_uc010enh.2_Frame_Shift_Del_p.R102fs|CPT1C_uc010ybc.1_IntronNM_152359 NP_689572 Q8TCG5 CPT1C_HUMANMitochondrial intermembrane (Potential).NA 3CACGGGCTCCGGGGGGTCCTG0.672

- 7 1078SLC30A3_uc002rjj.2_Frame_Shift_Del_p.P143fs|SLC30A3_uc010ylh.1_Frame_Shift_Del_p.R293fsNM_003459 NP_003450 Q99726 ZNT3_HUMANCytoplasmic (Potential).NA 0CCCACATTGCGGGGGGTACCT0.607 rs146572471

+ 5 5867 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN NA 3TTCGAAGGGGAAAAAAAAGGT0.413

- 24 3343_3344RALGAPA2_uc010gcx.2_Frame_Shift_Ins_p.F771fs|RALGAPA2_uc010zsg.1_Frame_Shift_Ins_p.F515fsNM_020343 NP_065076 Q2PPJ7 RGPA2_HUMAN NA 1AACCCAGGGAGAAAAAGCGGGG0.45

- 20 3610_3611SFRS15_uc002ype.2_Frame_Shift_Del_p.D1040fs|SFRS15_uc010glu.2_Frame_Shift_Del_p.D1047fsNM_020706 NP_065757 O95104 SFR15_HUMAN NA 0ATCTCTAGAATCTCTCTCTCTG0.525

- 1 1860_1862 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. NA 10 tgctgctggggctgctgctgctg 0.483

- 11 3554_3556SATB1_uc003cbi.2_In_Frame_Del_p.Q639del|SATB1_uc003cbj.2_In_Frame_Del_p.Q607delNM_002971 NP_002962 Q01826 SATB1_HUMAN Poly-Gln. NA 4 GCGGCGGTGCctgctgctgctgc0.468

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. NA 9GTTCCTCAACGGGGGGGACCT0.602

- 25 4571MYLK_uc010hrr.2_Splice_Site|MYLK_uc011bjv.1_Splice_Site_p.E230_splice|MYLK_uc011bjw.1_Splice_Site_p.E1430_splice|MYLK_uc003egp.2_Splice_Site_p.E1361_splice|MYLK_uc003egq.2_Splice_Site_p.E1430_splice|MYLK_uc003egr.2_Splice_Site_p.E1361_splice|MYLK_uc003egs.2_Splice_Site_p.E1254_spliceNM_053025 NP_444253 Q15746 MYLK_HUMAN NA 9CCTTCGGCTCTGGGGGGGGCAC0.624 rs41431347

- 3 799_800IFT80_uc003fda.2_RNANM_173084 NP_775107 Q8IWR1 TRI59_HUMAN Potential. NA 0CGTTAGGAAACTTTTTTTTTTC0.342

+ 7 1210SAMD7_uc003fge.2_Frame_Shift_Del_p.G315fs|SAMD7_uc011bpo.1_Frame_Shift_Del_p.G216fsNM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN NA 1GGTTACAATTGGGGGGAATCT0.378

+ 5 386FXR1_uc003fkp.2_Frame_Shift_Del_p.K37fs|FXR1_uc003fkr.2_Frame_Shift_Del_p.K122fs|FXR1_uc011bqj.1_Frame_Shift_Del_p.K36fs|FXR1_uc003fks.2_Frame_Shift_Del_p.K36fs|FXR1_uc011bqk.1_Frame_Shift_Del_p.K73fs|FXR1_uc011bql.1_Frame_Shift_Del_p.K109fsNM_005087 NP_005078 P51114 FXR1_HUMAN NA 1TAAAACTGTCAAAAAAAATAC0.333

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 NA 0CCCGCCTGCTCACACGTGCCCA0.708

+ 12 1317_1318LIMCH1_uc003gvv.3_Frame_Shift_Del_p.R421fs|LIMCH1_uc003gvw.3_Frame_Shift_Del_p.R421fs|LIMCH1_uc003gvx.3_Frame_Shift_Del_p.R409fs|LIMCH1_uc003gwe.3_Frame_Shift_Del_p.R421fs|LIMCH1_uc003gvy.3_Frame_Shift_Del_p.R250fs|LIMCH1_uc003gwa.3_Frame_Shift_Del_p.R262fs|LIMCH1_uc003gvz.3_Frame_Shift_Del_p.R806fs|LIMCH1_uc011byu.1_Frame_Shift_Del_p.R255fs|LIMCH1_uc003gwc.3_Frame_Shift_Del_p.R267fs|LIMCH1_uc003gwd.3_Frame_Shift_Del_p.R255fs|LIMCH1_uc011byv.1_Frame_Shift_Del_p.R172fsNM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN Potential. NA 4TTAGAGAGCGGAGAGAGAGAGA0.465

+ 15 2494_2495 NM_001977 NP_001968 Q07075 AMPE_HUMANExtracellular (Potential).NA 5TTTATTTCAGGAATACTTCCAA0.337

+ 3 269 ITGA1_uc003jov.2_RNANM_181501 NP_852478 P56199 ITA1_HUMANExtracellular (Potential).|FG-GAP 1.NA 3TGGCCAACCCAAAAACAGAAC0.343



+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN NA 2CTGCAGCCGCTGCCGCCGCCGC0.658rs151038013;rs34838882

+ 1 989PCDHB12_uc011dak.1_IntronNM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANExtracellular (Potential).|Cadherin 3.NA 3GTCTCAGCCTGGGATTTAGAC0.428

- 2 331_333DEK_uc011djf.1_In_Frame_Del_p.46_47EE>E|DEK_uc011djg.1_RNANM_003472 NP_003463 P35659 DEK_HUMANAsp/Glu-rich (highly acidic).NA 1 CCCACCTTTTtcctcctcctcct0.365

- 2 1324TAPBP_uc003odx.1_5'Flank|TAPBP_uc010jus.1_5'Flank|TAPBP_uc003ody.2_5'Flank|TAPBP_uc003odz.2_5'Flank|TAPBP_uc010jut.1_5'Flank|TAPBP_uc011drc.1_5'Flank|ZBTB22_uc010juu.2_Frame_Shift_Del_p.G391fsNM_005453 NP_005444 O15209 ZBT22_HUMAN NA 1TGCCACAGGACCCCCACCCTC0.597

- 5 1557_1559ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_In_Frame_Del_p.376_377EE>E|DAXX_uc011dre.1_In_Frame_Del_p.463_464EE>E|DAXX_uc003oed.2_In_Frame_Del_p.451_452EE>ENM_001350 NP_001341 Q9UER7 DAXX_HUMANAsp/Glu-rich (acidic).|Potential.|Necessary for interaction with USP7.NA 23 ctcttcttcttcctcctcctcct 0.251

- 3 436SLC26A8_uc003oln.2_Frame_Shift_Del_p.Q109fs|SLC26A8_uc003oll.2_Frame_Shift_Del_p.Q109fsNM_052961 NP_443193 Q96RN1 S26A8_HUMANHelical; (Potential). NA 2TCCTTACCTTGGGGAACTTGC0.418

+ 24 4729CUL9_uc003oul.2_Frame_Shift_Del_p.Y1552fs|CUL9_uc010jyk.2_Frame_Shift_Del_p.Y704fsNM_015089 NP_055904 Q8IWT3 CUL9_HUMAN NA 12GTTTGCCAGGTACATTGACCA0.562

+ 7 581MEP1A_uc011dwg.1_5'UTR|MEP1A_uc011dwh.1_Frame_Shift_Del_p.W208fs|MEP1A_uc011dwi.1_Frame_Shift_Del_p.W80fsNM_005588 NP_005579 Q16819 MEP1A_HUMANExtracellular (Potential).|Metalloprotease.NA 3AACATCTGGTGGGACCAAATT0.478

+ 1 570_572 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Ser. NA 0 ATGTCCACTGcctcctcctcctc0.527

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential).NA 0GTGACAGCGACATCATCATCATC0.586

+ 15 1890RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.C541fsNM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. NA 3CCCCAAACTGCCCCCCGAGCT0.657

+ 2 163ZKSCAN5_uc010lfx.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqw.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqx.2_Frame_Shift_Del_p.D13fs|ZKSCAN5_uc003uqy.2_5'UTRNM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN NA 1TAGACTTAGACCCCCCAGCTG0.483

+ 25 4379MLL5_uc010ljc.2_Splice_Site_p.G1282_splice|MLL5_uc010lje.1_Splice_Site|MLL5_uc010ljf.1_Splice_Site|MLL5_uc010ljg.2_Intron|uc003vcp.1_5'Flank|MLL5_uc010ljh.1_IntronNM_182931 NP_891847 Q8IZD2 MLL5_HUMAN NA 3TTCATCTCTAGGGGGAGAATC0.463

+ 3 293 SSPO_uc010lpl.1_IntronNM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. NA 0TGCCCAGGCTGGGGGGGCGCC0.622

- 36 4449_4450NKX6-3_uc010lxa.1_Intron|ANK1_uc003xoh.2_Frame_Shift_Del_p.V771fs|ANK1_uc003xoi.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xoj.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xol.2_Frame_Shift_Del_p.V1455fs|ANK1_uc003xom.2_Frame_Shift_Del_p.V1496fsNM_020476 NP_065209 P16157 ANK1_HUMAN55 kDa regulatory domain.|Death.NA 9CCTTCACGGATGACCCAGAGGT0.535

- 4 1442 NM_005328 NP_005319 Q92819 HAS2_HUMANCytoplasmic (Potential).NA 15ATAAATTCTTGATTGTACCAA0.458

- 1 20_21RLN2_uc003ziz.1_Frame_Shift_Ins_p.F7fsNM_134441 NP_604390 P04090 REL2_HUMAN NA 0CTAGCAGGTGGAAAAAAAACAG0.535

- 15 2022SUGT1P1_uc010mjq.1_Intron|NOL6_uc003zsy.2_5'Flank|NOL6_uc003zta.2_Frame_Shift_Del_p.L641fs|NOL6_uc010mjv.2_Frame_Shift_Del_p.L638fs|NOL6_uc011lob.1_Frame_Shift_Del_p.L589fs|NOL6_uc003ztb.1_Frame_Shift_Del_p.L641fsNM_022917 NP_075068 Q9H6R4 NOL6_HUMAN NA 2AGTGCATCCAGGGGGCCCCCC0.512

- 2 1659_1661TPRN_uc004clu.2_In_Frame_Del_p.553_554EE>ENM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 ctcttcctcttcctcctcctcct 0.374

+ 15 2792FRMPD4_uc011mij.1_Frame_Shift_Del_p.V754fsNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN NA 13ACCTCGTGGTGGGGGAGATGA0.572

- 54 7719_7721HUWE1_uc004dsn.2_In_Frame_Del_p.1263_1264EE>ENM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANAsp-rich.|Glu-rich. NA 17 ttcctcatcttcctcctcctcct 0.438

- 15 4609_4611ATRX_uc004ecq.3_In_Frame_Del_p.1421_1422EE>E|ATRX_uc004eco.3_In_Frame_Del_p.1244_1245EE>ENM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. NA 30 ctcctcctcttcctcctcctcct 0.212

+ 4 753MFN2_uc009vni.2_Frame_Shift_Del_p.A100fsNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential).NA 1TGAAAGTGGCTTTTTTTGGCC0.537

+ 20 3859_3861PTPRF_uc001cjs.2_In_Frame_Del_p.R1169del|PTPRF_uc001cju.2_In_Frame_Del_p.R556del|PTPRF_uc009vwt.2_In_Frame_Del_p.R738del|PTPRF_uc001cjv.2_In_Frame_Del_p.R638del|PTPRF_uc001cjw.2_In_Frame_Del_p.R404delNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential).NA 10GAGAGGAGCAGCGGCGGCGGCGG0.631

+ 7 1141_1142SNX7_uc001dsa.2_Frame_Shift_Del_p.V299fs|SNX7_uc010oud.1_Frame_Shift_Del_p.V308fsNM_015976 NP_057060 Q9UNH6 SNX7_HUMAN NA 3ATTCCAAAGTTGAAGTTTTGAC0.287

+ 9 1376 NM_018420 NP_060890 Q8IZD6 S22AF_HUMANHelical; (Potential). NA 2TGCTGCCTTTAACATTGTTTA0.473

+ 3 335ECM1_uc010pce.1_5'UTR|ECM1_uc010pcf.1_5'UTR|ECM1_uc001eut.2_Frame_Shift_Del_p.P46fs|ECM1_uc001euu.2_Frame_Shift_Del_p.P46fs|ECM1_uc001euv.2_Frame_Shift_Del_p.P46fs|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN NA 3CTACGCAGCTCCCCCCTCCCC0.587

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. NA 0CTCCCAAGTGCCCCCCAAAAT0.572 rs138365632

+ 11 2233NPR1_uc010pdz.1_Frame_Shift_Del_p.D350fs|NPR1_uc010pea.1_Frame_Shift_Del_p.D82fsNM_000906 NP_000897 P16066 ANPRA_HUMANCytoplasmic (Potential).|Protein kinase.NA 7CCTGCACCGACCCCCCCAATA0.493

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. NA 2GCCTGGCTATGGGGGGGACCT0.622

- 4 515CCDC19_uc001ful.2_Intron|TAGLN2_uc001fun.1_Frame_Shift_Del_p.S155fs|TAGLN2_uc001fuo.1_3'UTRNM_003564 NP_003555 P37802 TAGL2_HUMAN NA 0GATTCTCCTTGGATTTCCTGG0.468

+ 7 1327_1328PRG4_uc001grt.3_In_Frame_Ins_p.385_386insE|PRG4_uc009wyl.2_In_Frame_Ins_p.333_334insE|PRG4_uc009wym.2_In_Frame_Ins_p.292_293insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|11; approximate.NA 1CACCACCACCAAGTCTGCACCC0.658

+ 11 1627SRGAP2_uc010prt.1_Splice_Site_p.G355_splice|SRGAP2_uc001hdx.2_Splice_Site_p.G432_splice|SRGAP2_uc010pru.1_Splice_Site_p.G355_splice|SRGAP2_uc010prv.1_Splice_Site_p.G356_spliceNM_015326 NP_056141 O75044 FNBP2_HUMAN NA 0AGCAGACACGGTAAGCAGGATG0.441

- 13 1224RGS7_uc010pyh.1_Frame_Shift_Del_p.L272fs|RGS7_uc010pyj.1_Frame_Shift_Del_p.L214fs|RGS7_uc001hyu.2_Frame_Shift_Del_p.L298fs|RGS7_uc009xgn.1_Frame_Shift_Del_p.L245fs|RGS7_uc001hyw.2_Frame_Shift_Del_p.L298fs|RGS7_uc001hyt.2_Frame_Shift_Del_p.L130fsNM_002924 NP_002915 P49802 RGS7_HUMANG protein gamma. NA 7GGTCAGGTGGCAAAAGAAACG0.438

- 2 211_213SYT15_uc001jdz.2_In_Frame_Del_p.L21del|SYT15_uc001jeb.2_Intron|SYT15_uc010qfp.1_5'FlankNM_031912 NP_114118 Q9BQS2 SYT15_HUMANHelical; Signal-anchor for type III membrane protein; (Potential).NA 0CCCCGATCAACAGCAGCAGCAGC0.631

- 13 8094_8095MKI67_uc001lkf.2_Frame_Shift_Del_p.H2273fs|MKI67_uc009yav.1_Frame_Shift_Del_p.H2208fs|MKI67_uc009yaw.1_Frame_Shift_Del_p.H1783fsNM_002417 NP_002408 P46013 KI67_HUMAN14.|16 X 122 AA approximate repeats.NA 7GCTGGTTCTTTGTGTGTGTGTG0.5

+ 16 1890NAT10_uc010ren.1_Frame_Shift_Del_p.S477fsNM_024662 NP_078938 Q9H0A0 NAT10_HUMAN NA 2CAGATGCTCTCCGATGCACCT0.537

- 2 331_333 NM_000256 NP_000247 Q14896 MYPC3_HUMAN NA 3CTCTATGACCTTGAGGTCGAACT0.581

- 1 68 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANExtracellular (Potential).NA 2TTCAGTGGCTGTGGTGAACGC0.512

- 23 2714_2715GANAB_uc001ntz.2_Frame_Shift_Del_p.I81fs|GANAB_uc001nua.2_Frame_Shift_Del_p.I916fs|GANAB_uc001nuc.2_Frame_Shift_Del_p.I797fs|GANAB_uc010rma.1_Frame_Shift_Del_p.I802fs|GANAB_uc010rmb.1_Frame_Shift_Del_p.I780fsNM_198334 NP_938148 Q14697 GANAB_HUMAN NA 5CAGCCCCTATTATCACCACCCG0.535

+ 15 2573_2575 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN NA 3CACGCAGCTACAGCAGCAGCAGc0.498

- 4 792ZNF202_uc001pzc.1_5'UTR|ZNF202_uc001pze.1_Frame_Shift_Del_p.P131fs|ZNF202_uc001pzf.1_Frame_Shift_Del_p.P131fsNM_003455 NP_003446 O95125 ZN202_HUMAN NA 1CCACCGCCTTGGTCTCCTGGG0.602

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.NA 0GTGGCTTTCCTGGAGGTGGGGG0.604

- 3 502_503 NM_006248 NP_006239 NA 0GTGGCTTTCCTGGAGGTGGGGG0.594

+ 14 1837SLC4A8_uc010sni.1_Splice_Site_p.K500_splice|SLC4A8_uc001rym.2_Splice_Site_p.K500_splice|SLC4A8_uc001ryn.2_Splice_Site_p.K500_splice|SLC4A8_uc001ryo.2_Splice_Site_p.K500_splice|SLC4A8_uc010snj.1_Splice_Site_p.K580_splice|SLC4A8_uc001ryq.3_Splice_Site_p.K553_splice|SLC4A8_uc001ryr.2_Splice_Site_p.K553_splice|SLC4A8_uc010snk.1_Splice_Site_p.K500_spliceNM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN NA 5TCTTGTTTCAGAGACTATGCT0.448

+ 1 270_271 NM_014212 NP_055027 O43248 HXC11_HUMAN NA 1CTCCTTCCTGCCCCAGGCCCCC0.644

+ 7 948_950SLC39A5_uc010sqi.1_In_Frame_Del_p.L125del|SLC39A5_uc010sqk.1_In_Frame_Del_p.L234delNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential).NA 2TCCCCTATCCCTGCTGCTGCTGC0.635



+ 4 496_497TSPAN31_uc009zqb.2_Intron|TSPAN31_uc010ssa.1_Frame_Shift_Del_p.V36fsNM_005981 NP_005972 Q12999 TSN31_HUMANExtracellular (Potential).NA 0CTTGGTGGGTCATGAGCAACAA0.421

+ 5 1001_1003OLFM4_uc001vhk.1_In_Frame_Del_p.T170delNM_006418 NP_006409 Q6UX06 OLFM4_HUMANOlfactomedin-like. NA 1ACAGCAGTTTACAACAACAACAT0.433

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN NA 5AACAGGAGGCAGAGAGAGAGAA0.386

- 4 459_460ABCC4_uc010afk.2_Frame_Shift_Del_p.G114fs|ABCC4_uc001vme.2_Frame_Shift_Del_p.G114fs|ABCC4_uc010tih.1_Intron|ABCC4_uc001vmf.2_Frame_Shift_Del_p.G71fs|ABCC4_uc010afl.1_Frame_Shift_Del_p.G71fs|ABCC4_uc010afm.1_Frame_Shift_Del_p.G127fsNM_005845 NP_005836 O15439 MRP4_HUMANABC transmembrane type-1 1.NA 4 aataatttttCCCAAAAATATG0.337

- 2 2145 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN NA 0GGAGGTGGCTGGGGGCCCCAC0.567

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMANNecessary for interaction with MDFIC and transcriptional activation or repression (By similarity).|Poly-His.NA 0CAGCCGCGGCccaccaccaccac0.522

+ 44 4468 NM_001846 NP_001837 P08572 CO4A2_HUMANTriple-helical region. NA 6TTGCAGGAATCCCCCAGAAGA0.687

+ 1 1556_1557PABPN1_uc001wjh.3_Intron|PABPN1_uc001wjj.2_Frame_Shift_Ins_p.A92fsNM_004643 NP_004634 Q86U42 PABP2_HUMANInteracts with SKIP. NA 2TGGTTCGGGAGCCCCCGGCAGC0.564

+ 3 506_507DHRS4_uc001wlc.3_Intron|DHRS4L2_uc001wld.3_Intron|DHRS4L2_uc001wle.3_Intron|DHRS4L2_uc001wlg.3_RNA|DHRS4L2_uc001wlh.3_Intron|DHRS4L2_uc010tnt.1_Intron|DHRS4L2_uc010alb.2_5'UTRNM_198083 NP_932349 D5KJA1 D5KJA1_HUMAN NA 1CTTTGGAAGCCTAATGGATGTC0.53 rs61999853

- 13 3190_3192 NM_001103184 NP_001096654 Q68DA7 FMN1_HUMAN FH2. NA 1ACTCCTTGCACACCACCACCATC0.355

+ 17 1702JMJD7-PLA2G4B_uc001zoo.3_Splice_Site_p.D765_splice|JMJD7-PLA2G4B_uc010bcn.2_Splice_Site_p.D765_splice|JMJD7-PLA2G4B_uc001zoq.3_Splice_Site_p.D235_splice|JMJD7-PLA2G4B_uc001zor.1_Frame_Shift_Del_p.*286fsNM_001114633 NP_001108105 P0C869 PA24B_HUMAN NA 1TTGCCTGTGTAGACAAGGAGCA0.594

+ 9 1421NOX5_uc002arp.1_Frame_Shift_Del_p.P449fs|NOX5_uc002arq.1_Frame_Shift_Del_p.P421fs|NOX5_uc010bid.1_Frame_Shift_Del_p.P432fs|NOX5_uc002arr.1_Frame_Shift_Del_p.P439fs|NOX5_uc010bie.1_Frame_Shift_Del_p.P267fs|NOX5_uc010bif.1_IntronNM_024505 NP_078781 Q96PH1 NOX5_HUMANFAD-binding FR-type.|Cytoplasmic (Potential).|C-terminal catalytic region.NA 2AGCGGCCCCCTTTTTTTCACT0.537

- 17 2199EFTUD1_uc002bgs.1_Intron|EFTUD1_uc002bgu.1_Splice_Site_p.R626_spliceNM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN NA 1ATTTTCACCTAACCTTTCTTTT0.421

- 2 158_159ALG1_uc002cyj.2_5'Flank|NAGPA_uc002cyf.2_5'UTR|NAGPA_uc002cyh.2_RNA|NAGPA_uc002cyi.2_5'UTR|NAGPA_uc010uxx.1_Frame_Shift_Del_p.R46fsNM_016256 NP_057340 Q9UK23 NAGPA_HUMANLumenal (Potential). NA 0CCCGGGGGAGGCGCGCGCGCGC0.767

+ 3 184_186C16orf62_uc002dgo.1_In_Frame_Del_p.S64del|C16orf62_uc010vas.1_5'UTR|C16orf62_uc002dgm.1_In_Frame_Del_p.S64delNM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. NA 1TTCTTCCACGTCCTCCTCCTCCT0.562

- 16 2205VPS35_uc002eed.2_3'UTR|VPS35_uc002eee.2_Frame_Shift_Del_p.K663fsNM_018206 NP_060676 Q96QK1 VPS35_HUMAN NA 0TTTTTAGAGCTTTTTTTAGGC0.368

+ 15 1643_1644PLD2_uc010vsj.1_Frame_Shift_Del_p.L371fs|PLD2_uc002fzd.2_Frame_Shift_Del_p.L514fsNM_002663 NP_002654 O14939 PLD2_HUMAN Catalytic. NA 5ACAGCAATCTTATCACCAAGGA0.614

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. NA 2CTGTCGCCGTcaccaccaccacc0.369

+ 1 24_26 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN NA 1TCTGAGggacgaggaggaggagg0.094

- 3 355_356 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN NA 2GAGGCGACTTTGTAGTATGTGC0.535

+ 5 401SLC5A10_uc002gur.1_Frame_Shift_Del_p.L64fs|SLC5A10_uc002gut.1_Frame_Shift_Del_p.L120fs|SLC5A10_uc002guv.1_Frame_Shift_Del_p.L120fs|SLC5A10_uc010vyl.1_Frame_Shift_Del_p.L120fsNM_001042450 NP_001035915 A0PJK1 SC5AA_HUMANHelical; (Potential). NA 1TCGTCACCTTACCTGAGTACA0.577

+ 1 443 NM_181710 NP_859061 Q8WWF5 ZNRF4_HUMANExtracellular (Potential).NA 2TGTTCGGCGTCCCCCTGGCCC0.687

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential).NA 1CGCCACCCGCCTTCTTCTTCTTG0.601

+ 5 711DMRTC2_uc002orr.1_Splice_Site_p.G87_splice|DMRTC2_uc010xwe.1_Splice_Site_p.G210_spliceNM_001040283 NP_001035373 Q8IXT2 DMRTD_HUMAN NA 0CCCTTCCCTGGTAAGATGATAA0.386

- 2 46_48 NM_000894 NP_000885 P01229 LSHB_HUMAN NA 0CGCCCATGCTCAGCAGCAGCAAC0.655

- 22 3498_3500SHANK1_uc002psw.1_In_Frame_Del_p.I544delNM_016148 NP_057232 Q9Y566 SHAN1_HUMAN NA 2GACGGGGCCTTGATGATGATGGT0.498

- 3 1626ZNF814_uc002qqk.2_Intron|ZNF814_uc010yhl.1_IntronNM_001144989 NP_001138461 B7Z6K7 ZN814_HUMAN C2H2-type 9. NA 0TGATGGCTCCTAAGATGTCCT0.443

- 1 1978_1980KIF3C_uc010eyj.1_RNA|KIF3C_uc010ykr.1_In_Frame_Del_p.N441delNM_002254 NP_002245 O14782 KIF3C_HUMANPoly-Asn.|Potential. NA 4GCGGGCGGTGGTTGTTGTTGTTG0.621

- 4 1987RAB11FIP5_uc002sis.3_5'UTR|RAB11FIP5_uc002sit.3_Frame_Shift_Del_p.T504fsNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN NA 0TCAGCCTTTTGGTGTCCACCA0.612

+ 4 698WBP1_uc002slh.1_RNA|INO80B_uc002sli.1_RNA|WBP1_uc002slk.1_Frame_Shift_Del_p.A179fs|WBP1_uc002sll.1_RNANM_012477 NP_036609 Q96G27 WBP1_HUMAN NA 0CACCAGAGTGCCCCCCCTCAT0.602

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential).NA 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 1 590 NM_014213 NP_055028 P28356 HXD9_HUMAN NA 0GCGGCCCCGGCCCCCGCCACG0.597

- 7 1769_1770SPHKAP_uc002vpp.2_Frame_Shift_Del_p.G574fs|SPHKAP_uc010zlx.1_Frame_Shift_Del_p.G574fsNM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN NA 10TCTTCTCTTTCACCCAGACCAC0.55

- 8 937_939C20orf96_uc002wdc.2_In_Frame_Del_p.213_214KK>K|C20orf96_uc002wdd.2_In_Frame_Del_p.231_232KK>K|C20orf96_uc010zpi.1_In_Frame_Del_p.213_214KK>K|C20orf96_uc010zpj.1_In_Frame_Del_p.231_232KK>K|C20orf96_uc010zpk.1_In_Frame_Del_p.204_205KK>KNM_153269 NP_695001 Q9NUD7 CT096_HUMANPoly-Lys.|Potential. NA 0CAGAATTTTTTTCTTCTTCTTCT0.562

+ 7 904IL10RB_uc002yrl.1_Frame_Shift_Del_p.F271fsNM_000628 NP_000619 Q08334 I10R2_HUMANCytoplasmic (Potential).NA 0CCCTCCACAGTTTTTGGGCCA0.378

- 9 2028_2030C21orf58_uc002ziz.2_Intron|C21orf58_uc002zja.2_In_Frame_Del_p.192_193HH>H|C21orf58_uc011afw.1_In_Frame_Del_p.215_216HH>H|C21orf58_uc002zjc.2_In_Frame_Del_p.192_193HH>H|C21orf58_uc011afx.1_In_Frame_Del_p.192_193HH>H|C21orf58_uc010gqj.1_RNANM_058180 NP_478060 P58505 CU058_HUMAN Poly-His. NA 1 CCACACAGCAtggtggtggtggt0.631

- 35 5235 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. NA 11CGTTCTCTTTGGCCTGGGCCA0.647

+ 18 4729TNRC6B_uc003aym.2_Frame_Shift_Del_p.L702fs|TNRC6B_uc003ayn.3_Frame_Shift_Del_p.L1396fs|TNRC6B_uc003ayo.2_Frame_Shift_Del_p.L1253fsNM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN NA 0GAAGTGTGCTGGGGGGTACAG0.483

- 11 1200_1202MLC1_uc011arl.1_In_Frame_Del_p.257_258LL>L|MLC1_uc003bjh.1_In_Frame_Del_p.309_310LL>L|MLC1_uc011arm.1_In_Frame_Del_p.279_280LL>L|MLC1_uc011arn.1_In_Frame_Del_p.230_231LL>L|MLC1_uc011aro.1_In_Frame_Del_p.275_276LL>LNM_139202 NP_631941 Q15049 MLC1_HUMANHelical; (Potential). NA 1 caggagcactagcagcagcagca0.542

- 9 669TMEM40_uc003bxh.1_Frame_Shift_Del_p.A151fs|TMEM40_uc003bxi.1_Frame_Shift_Del_p.A105fs|TMEM40_uc011auv.1_Frame_Shift_Del_p.A197fsNM_018306 NP_060776 Q8WWA1 TMM40_HUMAN NA 0CCCCTCACCTGCGTAATAGTG0.587

+ 3 392ZNF662_uc003cmk.2_Frame_Shift_Del_p.F74fs|ZNF662_uc003cmj.2_5'UTRNM_207404 NP_997287 Q6ZS27 ZN662_HUMAN KRAB. NA 0TTAAGCAGCATTTCCATTTCC0.587

+ 7 802FBXW12_uc010hjv.2_Splice_Site_p.V187_splice|FBXW12_uc003css.2_Splice_Site_p.V136_splice|FBXW12_uc010hjw.2_Splice_Site_p.V105_spliceNM_207102 NP_996985 Q6X9E4 FBW12_HUMAN NA 0GCTTTGGTTTCAGGTTGGCGAT0.421

+ 7 761SEMA3F_uc003cyk.2_Frame_Shift_Del_p.Y157fsNM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. NA 2TACATCTTCTACCTGGAGCCT0.612

- 17 3301_3302C3orf63_uc003dib.3_Frame_Shift_Del_p.F186fs|C3orf63_uc003dic.3_Frame_Shift_Del_p.F691fs|C3orf63_uc003die.3_Frame_Shift_Del_p.F1128fsNM_015224 NP_056039 Q9UK61 CC063_HUMAN NA 5GTTTATTGTTGAAGTCACTTGA0.436

+ 21 3869ROBO2_uc003dpz.2_Frame_Shift_Del_p.P1080fs|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Frame_Shift_Del_p.P1080fs|ROBO2_uc003dqa.2_Frame_Shift_Del_p.P203fsNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential).NA 11CCCTCTACCTCCCCCCCCAGT0.433

- 4 2231 NM_001038705 NP_001033794 Q86SP6 GP149_HUMANCytoplasmic (Potential).NA 6ATTTCCTCCTGGTAGCCATCC0.423

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN NA 0CTGGAGGAGAAGGAGGAGGAGGA0.562



+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 NA 0GCCTGCTCACATGTGCCGATGT0.683rs35123539;rs79888804

+ 9 1034_1035SLC34A2_uc003grs.2_Frame_Shift_Del_p.S317fs|SLC34A2_uc010iev.2_Frame_Shift_Del_p.S317fsNM_006424 NP_006415 O95436 NPT2B_HUMANExtracellular (Potential).NA 5ACTGTTCCCTCGACTGCTAACT0.515

- 6 908_909PRDM5_uc003ido.2_Intron|PRDM5_uc010ine.2_Intron|PRDM5_uc010inf.2_IntronNM_018699 NP_061169 Q9NQX1 PRDM5_HUMANC2H2-type 2; atypical. NA 2CGCTGTGCACTGAAGAACACTA0.376

- 21 2813_2814BRD8_uc003lcc.1_IntronNM_139199 NP_631938 Q9H0E9 BRD8_HUMAN NA 1TTCACTAGGTTCTCTCTCCGGG0.545

- 8 986_987HSPA9_uc011cyw.1_Frame_Shift_Del_p.E224fsNM_004134 NP_004125 P38646 GRP75_HUMAN NA 0GGTAACTCACCTCTCTCTTGAA0.431

- 8 1648_1649ATXN1_uc010jpi.2_In_Frame_Ins_p.225_226insQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN NA 4 CCCTGCTGAGGtgctgctgctg0.366

- 22 3298_3300MAP3K5_uc011edj.1_In_Frame_Del_p.226_227SS>S|MAP3K5_uc011edk.1_In_Frame_Del_p.825_826SS>SNM_005923 NP_005914 Q99683 M3K5_HUMAN NA 5GCCGTACTCACTGCTGCTGCTGG0.483

+ 16 4100ARID1B_uc003qqo.2_Frame_Shift_Del_p.S1276fs|ARID1B_uc003qqp.2_Frame_Shift_Del_p.S1263fsNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN NA 2ATGGAGCCAGTTACGACCGAA0.502

+ 13 3999TULP4_uc003qrg.2_IntronNM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN NA 1CACTACCAGACCCCCCTGGGC0.657

+ 5 714RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.D149fs|LIMK1_uc003uac.1_5'UTRNM_002314 NP_002305 P53667 LIMK1_HUMAN PDZ. NA 3TCTCCATTGACCCCCCGCACG0.677 rs150491142

- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN NA 2AGTGAGGGGACCCCCCGGCAC0.642

+ 4 467 NM_001283 NP_001274 P61966 AP1S1_HUMAN NA 0AGTTTTTGATGGGGGGGGATG0.562

- 4 481MOGAT3_uc010lhr.2_Frame_Shift_Del_p.P105fsNM_178176 NP_835470 Q86VF5 MOGT3_HUMAN NA 2GTTCCGATCCGGGGGCAGCTC0.582

+ 18 2819CUX1_uc003uys.3_Frame_Shift_Del_p.V938fs|CUX1_uc003uyt.2_Intron|CUX1_uc011kkn.1_Intron|CUX1_uc003uyw.2_Intron|CUX1_uc003uyv.2_Intron|CUX1_uc003uyu.2_IntronNM_181552 NP_853530 P39880 CUX1_HUMAN NA 8AGCCCTCGGTCCCCCCGCTGA0.642

- 5 1108_1109SPDYE6_uc003uzb.2_Frame_Shift_Del_p.V85fsNM_001146210 NP_001139682 P0CI01 SPDE6_HUMAN NA 0AAATACGCTATGACCATAGCCA0.52

- 3 498 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. NA 5ACCTTCTTTTGTCTGCTCTCA0.458

- 2 1009 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN NA 0GTCGGCTTTTCCCCCCAGGAG0.577

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN NA 2GCAGTACACCAAAAAAAATCT0.393

+ 12 1380KIAA1967_uc003xci.2_Frame_Shift_Del_p.P415fs|KIAA1967_uc003xcj.1_Frame_Shift_Del_p.P84fsNM_199205 NP_954675 Q8N163 K1967_HUMAN NA 3GCAGCCGGGACCCCCCCGGCG0.582

+ 9 2311PALM2-AKAP2_uc004bek.3_Frame_Shift_Del_p.P475fs|PALM2-AKAP2_uc004bej.3_Frame_Shift_Del_p.P475fs|PALM2-AKAP2_uc004bel.1_Frame_Shift_Del_p.P285fs|AKAP2_uc011lwi.1_Frame_Shift_Del_p.P333fs|AKAP2_uc004bem.2_Frame_Shift_Del_p.P333fs|PALM2-AKAP2_uc010mtw.1_Frame_Shift_Del_p.P293fs|AKAP2_uc011lwj.1_Frame_Shift_Del_p.P244fs|PALM2-AKAP2_uc004ben.2_Frame_Shift_Del_p.P244fsNM_001136562 NP_001130034 Q9Y2D5 AKAP2_HUMAN Potential. NA 6ATGGTGGAATCCCCCGCAGGA0.512

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential).NA 1GGTGAACAGCGAGGAGGAGGAGG0.739

+ 3 1008CASK_uc004dfl.3_Intron|CASK_uc004dfm.3_Intron|CASK_uc004dfn.3_Intron|GPR34_uc004dfq.3_Frame_Shift_Del_p.G242fs|GPR34_uc010nhg.2_Frame_Shift_Del_p.G242fs|GPR34_uc004dfr.3_Frame_Shift_Del_p.G242fsNM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANCytoplasmic (Potential).NA 1TATTAAGATTGGGAAGAATCT0.313

+ 5 731GDI1_uc011mzo.1_Splice_Site_p.N130_splice|GDI1_uc004flj.2_5'FlankNM_001493 NP_001484 P31150 GDIA_HUMAN NA 0CGCGTTCCTTAGATCTGATGGG0.545

+ 31 5454 NM_017514 NP_059984 P51805 PLXA3_HUMANCytoplasmic (Potential).NA 3CTCCTGCTCTACATCCGAGCA0.587

- 3 1058RERE_uc001apf.2_Frame_Shift_Del_p.K83fs|RERE_uc001aph.1_Frame_Shift_Del_p.K83fsNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2ATAACGAGACTTTTTTTTCGG0.453

+ 4 753MFN2_uc009vni.2_Frame_Shift_Del_p.A100fsNM_014874 NP_055689 O95140 MFN2_HUMANCytoplasmic (Potential). 1TGAAAGTGGCTTTTTTTGGCC0.537

+ 8 1361_1362ZMYM4_uc009vuu.2_Frame_Shift_Ins_p.L395fs|ZMYM4_uc001byu.2_Frame_Shift_Ins_p.L103fs|ZMYM4_uc009vuv.2_Frame_Shift_Ins_p.L166fsNM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 2. 5CATATGAACTGAAAAAAAAACC0.342

- 4 1243_1245SNIP1_uc010oid.1_RNANM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. 2AGACACTTCTTCCTCCTCCTCCT0.448

- 8 1192DAB1_uc001cyt.1_Frame_Shift_Del_p.K173fs|DAB1_uc001cyq.1_Frame_Shift_Del_p.K173fs|DAB1_uc001cyr.1_Intron|DAB1_uc009vzw.1_Frame_Shift_Del_p.K173fs|DAB1_uc009vzx.1_Frame_Shift_Del_p.K173fsNM_021080 NP_066566 O75553 DAB1_HUMAN PID. 3CTTTTGTGCCTTTTTTTCTAA0.393

+ 2 574PGM1_uc010ooy.1_5'UTR|PGM1_uc010ooz.1_Frame_Shift_Del_p.G139fsNM_002633 NP_002624 P36871 PGM1_HUMAN 3TCACAACCCAGGGGGCCCCAA0.433

+ 4 780VANGL1_uc009wgy.1_Frame_Shift_Del_p.L168fs|VANGL1_uc001efw.1_Frame_Shift_Del_p.L170fsNM_138959 NP_620409 Q8TAA9 VANG1_HUMANHelical; Name=2; (Potential). 1ACCTGGGCACTTTTTTTCCGC0.493

+ 9 3614ZNF687_uc009wmo.2_Frame_Shift_Del_p.L1172fs|ZNF687_uc009wmp.2_3'UTRNM_020832 NP_065883 Q8N1G0 ZN687_HUMAN 4CCCTGGGGCTGGGGGATGGGG0.622

+ 6 739PSMB4_uc001eyb.1_3'UTRNM_002796 NP_002787 P28070 PSB4_HUMAN 2ACTGTCACCGAAAAAGGTGTT0.443

- 4 633RAG1AP1_uc010pey.1_Intron|SCAMP3_uc001fjr.2_5'UTR|SCAMP3_uc001fju.2_Frame_Shift_Del_p.G127fs|SCAMP3_uc001fjv.2_Frame_Shift_Del_p.G127fs|SCAMP3_uc001fjt.2_Frame_Shift_Del_p.G101fsNM_005698 NP_005689 O14828 SCAM3_HUMANCytoplasmic (Potential). 3ACTAGCTGTGCCCCCCAGGGC0.517

+ 8 1428C1orf107_uc009xcu.1_Frame_Shift_Del_p.S166fsNM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0CTCATTGCTTCCCCCCTGGGC0.468

+ 20 2533MYO3A_uc009xko.1_Frame_Shift_Del_p.K725fs|MYO3A_uc009xkp.1_RNA|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMANMyosin head-like. 18TGAAAATTTCAAAAAAAATTC0.338

+ 1 78_80SLK_uc001kxp.1_In_Frame_Del_p.K19delNM_014720 NP_055535 Q9H2G2 SLK_HUMAN Poly-Lys. 8TTGGGGAGCGAGAAGAAGAAGAA0.448

+ 14 2026_2027ADD3_uc001kys.3_Frame_Shift_Del_p.R571fs|ADD3_uc001kyu.2_Frame_Shift_Del_p.R571fs|ADD3_uc001kyv.2_Frame_Shift_Del_p.R571fs|ADD3_uc001kyw.2_Frame_Shift_Del_p.R571fs|ADD3_uc001kyx.2_Frame_Shift_Del_p.R144fsNM_016824 NP_058432 Q9UEY8 ADDG_HUMAN 5ACAATCGAACGTAAACAACAAG0.406 rs141186367

- 24 2496_2498MYBPC3_uc010rhl.1_IntronNM_000256 NP_000247 Q14896 MYPC3_HUMANFibronectin type-III 1. 3CACCGGTAGCTCTTCTTCTTCTT0.601

+ 1 94 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMANHelical; Name=1; (Potential). 0TACCTTCCTGTTTTTGGTGTA0.428

- 12 1314NOX4_uc009yvr.2_Splice_Site_p.C334_splice|NOX4_uc001pcu.2_Splice_Site_p.C285_splice|NOX4_uc001pcw.2_Splice_Site_p.C52_splice|NOX4_uc001pcx.2_Splice_Site_p.C52_splice|NOX4_uc001pcv.2_Splice_Site_p.C359_splice|NOX4_uc009yvo.2_Splice_Site|NOX4_uc010rtu.1_Splice_Site_p.C193_splice|NOX4_uc009yvp.2_Intron|NOX4_uc010rtv.1_Splice_Site_p.C335_splice|NOX4_uc009yvq.2_Splice_Site_p.C335_spliceNM_016931 NP_058627 Q9NPH5 NOX4_HUMAN 2AGTTGGACACTAAAAAAAAATA0.292 rs56022003

+ 10 1135C11orf54_uc001pef.2_Frame_Shift_Del_p.H218fs|C11orf54_uc001peg.2_Frame_Shift_Del_p.H268fs|C11orf54_uc001peh.2_Frame_Shift_Del_p.H268fs|C11orf54_uc001pei.2_Frame_Shift_Del_p.H249fs|C11orf54_uc001pej.2_Frame_Shift_Del_p.H249fs|C11orf54_uc001pek.2_Frame_Shift_Del_p.H157fsNM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0AGCACACTCATTTTTTTAGTC0.378

- 7 1531BUD13_uc001ppo.2_Frame_Shift_Del_p.K365fsNM_032725 NP_116114 Q9BRD0 BUD13_HUMAN Potential. 2TCCCTTACCCTTTTCCCCACT0.448

+ 7 774_776SIDT2_uc010rxe.1_In_Frame_Del_p.V249del|SIDT2_uc001pqg.2_In_Frame_Del_p.V249del|SIDT2_uc001pqi.1_In_Frame_Del_p.V249delNM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMANExtracellular (Potential). 0CAGCTTTTATGTGGTGGTGGTGG0.463

- 6 2413BCL9L_uc009zal.2_Frame_Shift_Del_p.P478fsNM_182557 NP_872363 Q86UU0 BCL9L_HUMANPro-rich.|Necessary for interaction with CTNNB1 (By similarity).2ATGCTCCAGCGGGGGGCCCCC0.642 rs147951163

- 7 687 NM_001145018 NP_001138490 Q494R4 CC153_HUMAN 0CAAAGATCCAGGGGGGGTGAG0.567

- 28 4472_4474VWF_uc010set.1_IntronNM_000552 NP_000543 P04275 VWF_HUMANVWFA 1; binding site for platelet glycoprotein Ib. 12TCACAATGACCTTCTTCTTCTTC0.611 rs141990425



+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

- 26 3234SMARCC2_uc001skd.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001ska.2_Frame_Shift_Del_p.P1074fs|SMARCC2_uc001skc.2_Frame_Shift_Del_p.P1073fs|SMARCC2_uc010sqf.1_Frame_Shift_Del_p.P963fsNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6ATGGGGTCCAGGGGGGGGAAC0.577

+ 7 948_950SLC39A5_uc010sqi.1_In_Frame_Del_p.L125del|SLC39A5_uc010sqk.1_In_Frame_Del_p.L234delNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential). 2TCCCCTATCCCTGCTGCTGCTGC0.635

+ 1 123_124EP400_uc001ujl.2_Frame_Shift_Ins_p.A30fs|EP400_uc001ujm.2_Frame_Shift_Ins_p.A30fs|EP400_uc001ujj.1_Frame_Shift_Ins_p.A30fs|EP400_uc001ujk.2_Frame_Shift_Ins_p.A30fsNM_015409 NP_056224 Q96L91 EP400_HUMAN 12GGAGCAGCCGGCCCACCCCAAC0.649 rs71453134

- 10 1917_1918ZC3H13_uc001vas.1_Frame_Shift_Del_p.R637fs|ZC3H13_uc001vat.1_Frame_Shift_Del_p.R637fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich. 2TTTGACAAACCTCTCTCTCTGT0.337

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 6 1323CYSLTR2_uc010acy.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010acz.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010ada.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010adb.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010adc.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010add.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc010acw.1_Frame_Shift_Del_p.F214fs|CYSLTR2_uc001vck.2_Frame_Shift_Del_p.F214fsNM_020377 NP_065110 Q9NS75 CLTR2_HUMANHelical; Name=5; (Potential). 2CCTGCTGCCATTTTTCACACT0.488

- 4 579_580EBPL_uc001vdh.2_RNA|EBPL_uc001vdi.2_3'UTRNM_032565 NP_115954 Q9BY08 EBPL_HUMANHelical; (Potential). 0CACACACCGTTAAAAAAAAACA0.48

- 16 2406DIS3_uc001viy.3_Frame_Shift_Del_p.I648fs|DIS3_uc001viz.2_RNANM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1TCCTCATGAATTTTTTTTGCA0.358

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMANNecessary for interaction with MDFIC and transcriptional activation or repression (By similarity).|Poly-His.0CAGCCGCGGCccaccaccaccac0.522

+ 14 4097FANCM_uc010anf.2_Frame_Shift_Del_p.Q1307fs|FANCM_uc001wwe.3_Frame_Shift_Del_p.Q869fs|FANCM_uc010ang.2_Frame_Shift_Del_p.Q547fsNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7TTACCAGTGCAAAAAAAAGTT0.328 rs143681767

+ 4 371ABHD12B_uc001wyq.2_Frame_Shift_Del_p.R12fs|ABHD12B_uc001wyr.2_Frame_Shift_Del_p.R42fs|ABHD12B_uc010any.2_RNANM_181533 NP_853511 Q7Z5M8 AB12B_HUMAN 1CCCAGCTGCCGGGGGGAAGAT0.493

- 14 2876PTPN21_uc010twc.1_Frame_Shift_Del_p.I645fsNM_007039 NP_008970 Q16825 PTN21_HUMAN 4AGAGGACCAATTTTTTTTGCA0.393

- 3 499BTBD7_uc010aur.2_5'UTR|BTBD7_uc010two.1_5'UTR|BTBD7_uc001ybp.2_Intron|BTBD7_uc001ybq.3_5'UTR|BTBD7_uc001ybr.2_Frame_Shift_Del_p.K58fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1AGAGGTTCTCTTTTTTTTGTC0.438

+ 8 1064_1066CCNK_uc001ygg.3_IntronNM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0GCAACCAGCCCAGCAGCAGCAGC0.621

+ 3 400IREB2_uc010unb.1_5'UTR|IREB2_uc002bdq.2_Frame_Shift_Del_p.F80fsNM_004136 NP_004127 P48200 IREB2_HUMAN 0TGAAGTGCCCTTTTTCCCTGC0.358

- 1 253_255CHRNA3_uc002bea.2_RNA|CHRNA3_uc002beb.2_In_Frame_Del_p.L23delNM_000743 NP_000734 P32297 ACHA3_HUMAN 4 gcagcagagacagcagcagcagc0.601 rs66793222

- 1 929_930ZNF263_uc002cur.2_3'UTR|TIGD7_uc010btj.1_RNANM_033208 NP_149985 Q6NT04 TIGD7_HUMANH-T-H motif (By similarity).|HTH psq-type. 0TTAACTTCTTATTTTTTTTAAT0.361

+ 3 184_186C16orf62_uc002dgo.1_In_Frame_Del_p.S64del|C16orf62_uc010vas.1_5'UTR|C16orf62_uc002dgm.1_In_Frame_Del_p.S64delNM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1TTCTTCCACGTCCTCCTCCTCCT0.562

- 2 423_425CD2BP2_uc002dxs.2_In_Frame_Del_p.D57delNM_006110 NP_006101 O95400 CD2B2_HUMAN 1CTGGACCCCCCATCATCATCATC0.532

+ 10 1762CHD3_uc002gjd.2_Frame_Shift_Del_p.P597fs|CHD3_uc002gjf.2_Frame_Shift_Del_p.P538fs|CHD3_uc002gjg.1_Frame_Shift_Del_p.P366fsNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Chromo 1. 1AGATGTCCCACCCCCCCGTCC0.577

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2TGGTGGGGCCGGGGGCTTCAG0.597 rs139867246

- 9 1016C18orf34_uc010xbr.1_Frame_Shift_Del_p.M292fs|C18orf34_uc010dmf.1_Intron|C18orf34_uc002kxo.2_Frame_Shift_Del_p.M292fs|C18orf34_uc002kxp.2_Frame_Shift_Del_p.M292fsNM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1 TTTACCTCCATTTTTTTTTTA0.318

+ 4 443_444SNAPC2_uc002mix.1_RNANM_003083 NP_003074 Q13487 SNPC2_HUMAN 0TGCACTCCAAGCCCCCCAAGCC0.644

+ 2 813_814 NM_001105570 NP_001099040 A8MXV4 NUD19_HUMAN 0CAAACTTTGCCTCTCTCTCTGA0.45

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1CGCCACCCGCCTTCTTCTTCTTG0.601

- 5 492ZNF566_uc010xte.1_Frame_Shift_Del_p.G137fs|ZNF566_uc010xtf.1_Frame_Shift_Del_p.G138fs|ZNF566_uc002oeb.3_Frame_Shift_Del_p.G137fs|ZNF566_uc002oec.3_Frame_Shift_Del_p.G33fs|ZNF566_uc010xtg.1_Frame_Shift_Del_p.G33fsNM_032838 NP_116227 Q969W8 ZN566_HUMAN 0ATTGAAATGTCCCCCCTGAGA0.393

+ 4 1303_1305U2AF2_uc002qlt.2_In_Frame_Del_p.K87delNM_007279 NP_009210 P26368 U2AF2_HUMAN 1CCCCGCCACGAGAAGAAGAAGAA0.645

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

- 4 737_739TMEM127_uc002svr.2_In_Frame_Del_p.Q160delNM_017849 NP_060319 O75204 TM127_HUMAN 0GTACTTCTTATGCTGCTGCTGCT0.557

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential). 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 30 4637RIF1_uc002txl.2_Frame_Shift_Del_p.K1503fs|RIF1_uc002txn.2_Frame_Shift_Del_p.K1503fs|RIF1_uc002txo.2_Frame_Shift_Del_p.K1503fs|RIF1_uc002txp.2_RNANM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15TGAACAAAATAAAAAAAAGGC0.408

+ 1 982uc002ukl.1_5'Flank|uc002ukm.1_5'Flank|HOXD8_uc002ukn.2_Intron|HOXD8_uc002ukp.2_Frame_Shift_Del_p.P122fsNM_019558 NP_062458 P13378 HXD8_HUMAN Poly-Pro. 0 gccgccacctcccccCTGCGG0.502

- 20 3322 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12ATCATTGGACAAAAAAAAGAA0.318

- 15 1903ALS2CR11_uc002uyf.2_Frame_Shift_Del_p.I1816fs|ALS2CR11_uc010fti.2_3'UTRNM_152525 NP_689738 Q53TS8 AL2SA_HUMAN 3CCTCTTTTAATTTTTTTTGGC0.323

- 3 493 NM_014617 NP_055432 P11844 CRGA_HUMANBeta/gamma crystallin 'Greek key' 4. 0GGCATCTGCACCCCCCCAGTC0.532

- 31 4618_4620PRDM15_uc002yzo.2_In_Frame_Del_p.Q1174del|PRDM15_uc002yzp.2_In_Frame_Del_p.Q1194del|PRDM15_uc002yzr.1_In_Frame_Del_p.Q1194delNM_022115 NP_071398 P57071 PRD15_HUMAN Poly-Gln. 0AGCTGTACATCTGCTGCTGCTGC0.611

- 1 912_914CECR6_uc002zma.2_Intron|uc002zmc.2_5'FlankNM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0ATGGCCCAGCCCACCACCACCAC0.709

- 21 3201_3203MICAL3_uc011agl.1_In_Frame_Del_p.E950delNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 GCAGGCGAGGctcctcctcctcc0.453

+ 7 1464WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|SREBF2_uc003bbj.2_RNANM_004599 NP_004590 Q12772 SRBP2_HUMANInteraction with LMNA (By similarity).|Cytoplasmic (Potential).4CTTCTGATGTCCCCCCCAGCC0.522

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMANLeucine-zipper (Potential).|Helical; (Potential). 0 tgctgctggcgctgctgctgctg 0.562

- 27 3223CLASP2_uc003cfs.2_Frame_Shift_Del_p.M164fs|CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Frame_Shift_Del_p.M557fsNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4TCAGCACCCATTTTTTTTAGT0.343

- 2 2200_2203XIRP1_uc003cji.2_Frame_Shift_Del_p.R660fs|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN Xin 15. 8CTCAAAGACGTGTCTGTCTGTCTG0.618

+ 52 5572 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0CTGGGTGATACCCCCCCAGCC0.597

- 14 3144VPRBP_uc003dbf.1_Frame_Shift_Del_p.K268fsNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2TGTCCAGCTGTTTTTTTATGG0.498

- 5 2710_2711C3orf26_uc003dtk.1_Intron|C3orf26_uc003dtl.2_Intron|FILIP1L_uc003dto.2_Frame_Shift_Ins_p.K749fs|FILIP1L_uc010hpf.2_Frame_Shift_Ins_p.K325fs|FILIP1L_uc010hpg.2_Frame_Shift_Ins_p.K509fs|FILIP1L_uc003dtn.2_Frame_Shift_Ins_p.K509fs|FILIP1L_uc003dtp.1_Frame_Shift_Ins_p.K509fsNM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. 1TGTTGATTTAGTTTTTTTTGCA0.406



- 3 713_715WWTR1_uc003exf.2_In_Frame_Del_p.Q233del|WWTR1_uc011bns.1_In_Frame_Del_p.Q233del|WWTR1_uc003exh.2_In_Frame_Del_p.Q233delNM_015472 NP_056287 Q9GZV5 WWTR1_HUMANPotential.|Gln-rich. 4GCCGCAGTTTCTGCTGCTGCTGC0.581

- 28 3481_3482ATP13A3_uc003ftx.3_5'FlankNM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1CTGTTTGACCCAAAAAAAACCC0.381

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

+ 1 3591_3592 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0GCCTGCCTGCTCACACGTGCCC0.663

+ 16 2842FAM193A_uc010ick.2_Frame_Shift_Del_p.K1031fs|FAM193A_uc003gfd.2_Frame_Shift_Del_p.K831fs|FAM193A_uc011bvm.1_Frame_Shift_Del_p.K853fs|FAM193A_uc011bvn.1_Frame_Shift_Del_p.K831fs|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_RNA|FAM193A_uc003gfe.2_Frame_Shift_Del_p.K685fsNM_003704 NP_003695 P78312 F193A_HUMAN 3GGAGCAACCTAAAAAAATGGA0.453

+ 4 1265TBC1D1_uc011byd.1_Frame_Shift_Del_p.K308fs|TBC1D1_uc010ifd.2_Intron|TBC1D1_uc011byf.1_Frame_Shift_Del_p.K179fsNM_015173 NP_055988 Q86TI0 TBCD1_HUMAN PID. 1TCCTGACACCAAAAAAATAGC0.313

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. 3GCCCATCTCCCACACACACACA0.51

- 1 538_540HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 gtactcctcttcctcctcctcct 0.369

+ 8 1187_1189NPNT_uc011cfc.1_In_Frame_Del_p.P350del|NPNT_uc011cfd.1_In_Frame_Del_p.P363del|NPNT_uc011cfe.1_In_Frame_Del_p.P363del|NPNT_uc010ilt.1_In_Frame_Del_p.P333del|NPNT_uc011cff.1_In_Frame_Del_p.P333del|NPNT_uc010ilu.1_In_Frame_Del_p.P229delNM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1AATTCCTACTCCACCACCACCAC0.522

+ 3 335EXOSC9_uc003idz.2_Frame_Shift_Del_p.L76fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.L60fs|EXOSC9_uc010inp.1_5'FlankNM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0GAAGGTATTCTTTTTTTTAAC0.383

+ 5 535_536 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0GGCTATGGAAAATATCTTGGTA0.361

+ 1 878_879 NM_024563 NP_078839 0CTGATTTTGGGTGTGTGTGTGT0.421

- 4 512_513 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0CTGTCTCTGCAGGGGGGACGGG0.46

- 12 2431ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Frame_Shift_Del_p.K160fsNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0AGCTTACCCCTTTTTCAATAT0.408

- 2 1109_1111TAF9_uc003jwa.2_Intron|TAF9_uc003jwb.2_Intron|TAF9_uc003jwd.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwe.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwf.1_In_Frame_Del_p.259_260DD>DNM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 attatcatagtcatcatcatcat 0.256

- 8 1648_1649ATXN1_uc010jpi.2_In_Frame_Ins_p.225_226insQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4 CCCTGCTGAGGtgctgctgctg0.366

- 5 1078BAT1_uc003ntr.2_5'Flank|BAT1_uc003nts.2_Frame_Shift_Del_p.F149fs|BAT1_uc011dnn.1_Frame_Shift_Del_p.F71fs|BAT1_uc003ntu.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntv.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntw.2_Frame_Shift_Del_p.F149fs|BAT1_uc003ntx.2_Frame_Shift_Del_p.F149fs|BAT1_uc011dno.1_Frame_Shift_Del_p.F102fs|BAT1_uc011dnp.1_Frame_Shift_Del_p.F71fs|SNORD117_uc003nty.1_5'Flank|BAT1_uc011dnq.1_RNANM_004640 NP_004631 Q13838 DX39B_HUMANHelicase ATP-binding. 0ACAGACCACCAAAAAAAACAG0.512

- 2 1047BAT4_uc003nvo.3_Frame_Shift_Del_p.G134fs|BAT4_uc003nvp.3_Frame_Shift_Del_p.G134fs|BAT4_uc003nvq.2_Frame_Shift_Del_p.G134fs|CSNK2B_uc010jsz.1_5'Flank|CSNK2B_uc010jta.1_5'Flank|CSNK2B_uc003nvr.1_5'Flank|CSNK2B_uc003nvs.1_5'FlankNM_033177 NP_149417 O95872 GPAN1_HUMAN ANK 1. 0CGTTGATATTCCCCCCAGCTC0.632

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTACGTCGCCTTTTTTCCTGT0.493

+ 23 2346_2348TMEM63B_uc003ows.2_In_Frame_Del_p.A667del|TMEM63B_uc010jyz.2_RNANM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3CGGCCCCCCACTGCTGCTGCTGT0.591

- 14 1681_1682DST_uc003pcz.3_Frame_Shift_Del_p.E373fs|DST_uc011dxj.1_Frame_Shift_Del_p.E402fs|DST_uc011dxk.1_Frame_Shift_Del_p.E413fs|DST_uc011dxl.1_Frame_Shift_Del_p.E402fs|DST_uc003pcy.3_5'Flank|DST_uc003pdb.2_5'Flank|DST_uc003pdc.3_5'Flank|DST_uc003pdd.3_5'Flank|DST_uc003pde.2_Frame_Shift_Del_p.E489fsNM_001144769 NP_001138241 Q03001 DYST_HUMAN 14CGAAGGGCCTTCTCTCTCTCTA0.441

+ 22 2625_2626TTK_uc003pjb.3_Frame_Shift_Ins_p.E850fsNM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11CAAGACTTTTGAAAAAAAAAGG0.302

+ 3 1448TPBG_uc010kbj.2_Frame_Shift_Del_p.A171fs|TPBG_uc003pjo.2_Frame_Shift_Del_p.A171fsNM_006670 NP_006661 Q13641 TPBG_HUMANExtracellular (Potential). 1AGCGTCTCGGCCCCCAGTCCC0.647

- 16 1855SEC63_uc003psb.3_Frame_Shift_Del_p.K389fsNM_007214 NP_009145 Q9UGP8 SEC63_HUMANSEC63 1.|Cytoplasmic (Potential). 2TAAAGGTTTCTTTTTTTTTGA0.368

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

- 49 7301C7orf69_uc003tnz.3_Intron|C7orf69_uc003toa.1_Intron|PKD1L1_uc003tob.2_Frame_Shift_Del_p.G161fsNM_138295 NP_612152 Q8TDX9 PK1L1_HUMANExtracellular (Potential). 11TGTCCCACAGCCCCCAGGACC0.582

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0GTGACAGCGACATCATCATCATC0.586

- 12 2387EPHB4_uc003uwm.1_Frame_Shift_Del_p.G539fs|EPHB4_uc010lhj.1_Frame_Shift_Del_p.G632fsNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CCTTGAGCCGCCCCCGGCACA0.642

- 5 745MOGAT3_uc010lhr.2_Frame_Shift_Del_p.G193fsNM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2CTCGTGCGCACCCCCCACCAT0.677

- 4 543SLC26A3_uc003ves.2_Frame_Shift_Del_p.F76fsNM_000111 NP_000102 P40879 S26A3_HUMANHelical; (Potential). 4TATGGCTGGGAAAAAGGATGC0.448 rs75733585

- 2 110LAMB4_uc003vey.2_Frame_Shift_Del_p.L9fsNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8ACCAAGGTGCAAAAAAAGGGT0.308

- 9 1235_1237 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0 TTCCCCTagcaggaggaggagga0.443

- 10 1741_1743SLC13A4_uc003vtb.2_In_Frame_Del_p.K352delNM_012450 NP_036582 Q9UKG4 S13A4_HUMAN 0TCCCTTTTGGTCTTCTTCTTCTT0.409

- 10 976SVOPL_uc003vue.2_Frame_Shift_Del_p.D174fsNM_001139456 NP_001132928 Q8N434 SVOPL_HUMAN 0TCCCCTGAGTCCCCCCCAGTC0.557

- 13 2898 NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMANPARP catalytic. 1CATAACGACGTTTTTGGCATC0.383

- 2 227 uc003wda.2_5'Flank NM_005232 NP_005223 P21709 EPHA1_HUMANExtracellular (Potential). 5CCCATCTTTTGGGGGATCCAG0.542

+ 1 162_164uc003xew.2_5'Flank|BNIP3L_uc010luh.1_5'UTR|BNIP3L_uc010lui.1_5'FlankNM_004331 NP_004322 O60238 BNI3L_HUMAN 0CCGCCCCTGCACAACAACAACAA0.655

- 7 969_971ESCO2_uc010luy.1_Intron|PBK_uc011lap.1_In_Frame_Del_p.D267delNM_018492 NP_060962 Q96KB5 TOPK_HUMANProtein kinase. 0ATTCATACCTTCATCATCATCAT0.3 rs116080983

+ 1 804_805LOC401463_uc003xvh.2_IntronNM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Gly-rich. 0 gcgcgggaagtggcggcggcgg0.584

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

+ 9 1450_1451LRRCC1_uc010lzz.1_RNA|LRRCC1_uc010maa.1_Frame_Shift_Del_p.Q133fs|LRRCC1_uc003ycx.2_Frame_Shift_Del_p.Q339fs|LRRCC1_uc003ycy.2_Frame_Shift_Del_p.Q412fsNM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0AGCTAGACCAAGAGAGAGAGAA0.267

- 8 1394_1396 NM_000498 NP_000489 P19099 C11B2_HUMAN 0CTTACGTGGTGCAGCAGCAGCAG0.685

+ 9 2311PALM2-AKAP2_uc004bek.3_Frame_Shift_Del_p.P475fs|PALM2-AKAP2_uc004bej.3_Frame_Shift_Del_p.P475fs|PALM2-AKAP2_uc004bel.1_Frame_Shift_Del_p.P285fs|AKAP2_uc011lwi.1_Frame_Shift_Del_p.P333fs|AKAP2_uc004bem.2_Frame_Shift_Del_p.P333fs|PALM2-AKAP2_uc010mtw.1_Frame_Shift_Del_p.P293fs|AKAP2_uc011lwj.1_Frame_Shift_Del_p.P244fs|PALM2-AKAP2_uc004ben.2_Frame_Shift_Del_p.P244fsNM_001136562 NP_001130034 Q9Y2D5 AKAP2_HUMAN Potential. 6ATGGTGGAATCCCCCGCAGGA0.512

- 15 1633_1635 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN 0 CGTCCTCCTCgctgctgctgctg0.473rs35266724;rs34222232

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

- 10 4018_4020ATRX_uc004ecq.3_In_Frame_Del_p.1224_1225DD>D|ATRX_uc004eco.3_In_Frame_Del_p.1047_1048DD>D|ATRX_uc004ecr.2_In_Frame_Del_p.1194_1195DD>DNM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Asp. 30ATCATTGTCGTCATCATCATCAT0.379

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448



+ 7 512_514ZNF185_uc011myg.1_In_Frame_Del_p.E165del|ZNF185_uc011myh.1_In_Frame_Del_p.E165del|ZNF185_uc011myi.1_In_Frame_Del_p.E165del|ZNF185_uc011myj.1_In_Frame_Del_p.E165del|ZNF185_uc011myk.1_In_Frame_Del_p.E165del|ZNF185_uc004fgw.3_In_Frame_Del_p.E30del|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'FlankNM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3AGGGGACACCgaggaggaggagg0.522

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGAAAGGTTATTTTTTTTGGC0.413

- 19 3543_3545CLSTN1_uc001aqi.2_In_Frame_Del_p.918_919EE>E|CLSTN1_uc010oag.1_In_Frame_Del_p.909_910EE>E|CLSTN1_uc001aqf.2_In_Frame_Del_p.192_193EE>ENM_001009566 NP_001009566 O94985 CSTN1_HUMANGlu-rich (highly acidic).|Cytoplasmic (Potential). 1 ctcttcctcttcctcctcctcct 0.537

+ 4 817AADACL3_uc001aug.1_Frame_Shift_Del_p.C125fsNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0ATCTGCTACTGTTTTTTTCAA0.458 rs7513079

- 28 3551_3553ATP13A2_uc001azz.1_Intron|ATP13A2_uc001bab.2_In_Frame_Del_p.L1116del|ATP13A2_uc001bac.2_IntronNM_022089 NP_071372 Q9NQ11 AT132_HUMANHelical; (Potential). 4TGACCAGACCCAGCAGCAGCAGC0.675

+ 9 1046_1047PADI4_uc009vpc.2_Frame_Shift_Ins_p.E340fsNM_012387 NP_036519 Q9UM07 PADI4_HUMAN 2CTGCCCTGAGGAGGAGAACATG0.55

- 16 1782_1783UBXN11_uc001blz.1_Intron|UBXN11_uc001blv.2_In_Frame_Ins_p.465_466insCP|UBXN11_uc001bly.2_In_Frame_Ins_p.383_384insCP|UBXN11_uc001blx.2_In_Frame_Ins_p.261_262insCP|UBXN11_uc001bma.2_In_Frame_Ins_p.470_471insCPNM_183008 NP_892120 Q5T124 UBX11_HUMANPro-rich.|3 X 8 AA tandem repeats of P-G-P-G-P-G-P- S.|3.1 ggaccgggaccgggactggggc0.287 rs151149897

+ 16 4351_4353ARID1A_uc001bmt.1_In_Frame_Del_p.Q1333del|ARID1A_uc001bmu.1_In_Frame_Del_p.Q1334del|ARID1A_uc001bmw.1_In_Frame_Del_p.Q951del|ARID1A_uc001bmx.1_In_Frame_Del_p.Q180del|ARID1A_uc009vsm.1_5'UTR|ARID1A_uc009vsn.1_5'FlankNM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich.p.Q1334_R1335insQ(1) 142GCTACCCCCCgcagcagcagcag0.512

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

+ 20 3859_3861PTPRF_uc001cjs.2_In_Frame_Del_p.R1169del|PTPRF_uc001cju.2_In_Frame_Del_p.R556del|PTPRF_uc009vwt.2_In_Frame_Del_p.R738del|PTPRF_uc001cjv.2_In_Frame_Del_p.R638del|PTPRF_uc001cjw.2_In_Frame_Del_p.R404delNM_002840 NP_002831 P10586 PTPRF_HUMANExtracellular (Potential). 10GAGAGGAGCAGCGGCGGCGGCGG0.631

+ 1 2682_2683 NM_004474 NP_004465 O60548 FOXD2_HUMAN Fork-head. 0TTCGTCAAGATCCCCCGCGAGC0.644

- 2 1873_1875TCHH_uc009wne.1_In_Frame_Del_p.P625delNM_007113 NP_009044 Q07283 TRHY_HUMAN9 X 28 AA approximate tandem repeats. 5TCTCTTCCTCCGGCTCCTCGCGC0.68

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

+ 7 922_923 NM_024529 NP_078805 Q6P1J9 CDC73_HUMAN 49TATTGTCAGCAGAGAGAGAGTA0.401rs80356649;rs145694828

+ 4 474EPHX1_uc001hpl.2_Frame_Shift_Del_p.P132fsNM_001136018 NP_001129490 P07099 HYEP_HUMAN 4CCACGTGAAGCCCCCCCAGCT0.627

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8GAACCAGTCTCTCCTCCTCCTCC0.596

- 2 551KIAA1462_uc001iuy.2_Intron|KIAA1462_uc001iuz.2_Frame_Shift_Del_p.M26fs|KIAA1462_uc009xle.1_Frame_Shift_Del_p.M164fsNM_020848 NP_065899 Q9P266 K1462_HUMAN 4CTGGCTTCTTCATCACATGCT0.557

+ 11 1139NFKB2_uc001kva.2_Frame_Shift_Del_p.P292fs|NFKB2_uc010qqk.1_Frame_Shift_Del_p.P292fs|NFKB2_uc001kvd.2_Frame_Shift_Del_p.P292fs|NFKB2_uc009xxc.2_Frame_Shift_Del_p.P292fsNM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3GTTCCGGACACCCCCCTATCA0.567

- 16 2264ADAM12_uc010qul.1_Frame_Shift_Del_p.G568fs|ADAM12_uc001ljm.2_Frame_Shift_Del_p.G617fs|ADAM12_uc001ljn.2_Frame_Shift_Del_p.G614fs|ADAM12_uc001ljl.3_Frame_Shift_Del_p.G614fsNM_003474 NP_003465 O43184 ADA12_HUMANExtracellular (Potential).|Cys-rich. 9ACACGTGGGTCCCCCGGCACA0.552

+ 1 167_168 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN 1 ccggctgtggaggctgtggggg0.139 rs144216147

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

- 3 502_503 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.594

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

+ 23 5212_5213ESPL1_uc001scj.2_Frame_Shift_Del_p.T1382fsNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3CAGGGGTGACTGTGTGTGTGTT0.436

+ 2 164RDH16_uc010sqx.1_IntronNM_007264 NP_009195 O15218 GP182_HUMANExtracellular (Potential). 1CAGTGACCTTGGAGAGATCCA0.602

- 21 3042NCOR2_uc010tay.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010taz.1_Frame_Shift_Del_p.P958fs|NCOR2_uc010tbb.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010tbc.1_Frame_Shift_Del_p.P957fs|NCOR2_uc001ugj.1_Frame_Shift_Del_p.P975fsNM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4CACTCACGATGGGGGGGATGG0.652 rs12321697

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 ACGTCctgcagctgctgctgctg0.414

+ 9 1488WASF3_uc001uqw.2_Frame_Shift_Del_p.G418fsNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1CAATGCATGGCCCCCCAGTAG0.667

+ 4 341 NM_194318 NP_919299 Q6Y288 B3GLT_HUMANLumenal (Potential). 2CAGAGCAGTTAAAAAAAAGCA0.373 rs141154947

- 1 1241_1243 NM_024496 NP_078772 Q9H1B7 I2BPL_HUMANPoly-Gln.|Potential. 0 ctgctgctgctgttgctgctgct 0.266 rs28718623

+ 6 1530RIN3_uc010auk.2_Frame_Shift_Del_p.P122fs|RIN3_uc001yaq.2_Frame_Shift_Del_p.P385fs|RIN3_uc001yar.1_Frame_Shift_Del_p.P122fs|RIN3_uc001yas.1_Frame_Shift_Del_p.P122fsNM_024832 NP_079108 Q8TB24 RIN3_HUMAN Pro-rich. 3CCCAGTCCCGCCCCCCAGGAA0.622

- 30 5230_5231SPG11_uc010bdw.2_Frame_Shift_Ins_p.K22fs|SPG11_uc010ueh.1_Frame_Shift_Ins_p.K1733fs|SPG11_uc010uei.1_Frame_Shift_Ins_p.K1733fs|SPG11_uc001zty.1_Frame_Shift_Ins_p.K462fsNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5TTCTCATGGCATTTTTTCCAGA0.391

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

+ 6 864_865IL32_uc002ctk.2_Frame_Shift_Ins_p.D115fs|IL32_uc010uwp.1_Frame_Shift_Ins_p.D152fs|IL32_uc010btb.2_Frame_Shift_Ins_p.D162fs|IL32_uc002ctl.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctm.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctn.2_Frame_Shift_Ins_p.D172fs|IL32_uc002cts.3_Frame_Shift_Ins_p.D172fs|IL32_uc002ctp.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctq.2_Frame_Shift_Ins_p.D218fs|IL32_uc002ctr.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctt.2_Frame_Shift_Ins_p.D172fs|IL32_uc010uwr.1_Frame_Shift_Ins_p.D132fs|IL32_uc002ctu.2_Frame_Shift_Ins_p.D163fsNM_004221 NP_004212 P24001 IL32_HUMAN 1CCACGGGGGGACAAGGAGGAGC0.574 rs2981599

+ 8 1669_1671 NM_139170 NP_631909 Q8IYS4 CP071_HUMAN 1CTCTGACAGTGAGGAGGAGGAGG0.611

+ 15 1993_1995SLC5A11_uc002dms.2_In_Frame_Del_p.S528del|SLC5A11_uc010vcd.1_In_Frame_Del_p.S557del|SLC5A11_uc002dmt.2_In_Frame_Del_p.S436del|SLC5A11_uc010vce.1_In_Frame_Del_p.S522del|SLC5A11_uc010bxt.2_In_Frame_Del_p.S528del|SLC5A11_uc002dmv.2_In_Frame_Del_p.S215delNM_052944 NP_443176 Q8WWX8 SC5AB_HUMANCytoplasmic (Potential). 2TGCCAGAGGCCAGCAGCAGCAGC0.542

+ 2 594ADCY7_uc002egb.1_Frame_Shift_Del_p.Y109fs|ADCY7_uc002egc.1_Frame_Shift_Del_p.Y109fsNM_001114 NP_001105 P51828 ADCY7_HUMANHelical; (Potential). 1GCGCTGGGCTATGTGCTGGTG0.642

+ 4 874 NM_000196 NP_000187 P80365 DHI2_HUMAN 0CTCCTTCCCTGGGGGGTCAAG0.428

+ 16 2021_2023EDC4_uc010cer.2_In_Frame_Del_p.S248del|EDC4_uc010vkg.1_In_Frame_Del_p.S561del|EDC4_uc002eus.2_In_Frame_Del_p.S359del|EDC4_uc002eut.1_5'FlankNM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 cagcagcggtagcagcagcagca0.458

- 10 11252_11254uc002fcj.1_RNA|ZFHX3_uc002fcl.2_In_Frame_Del_p.G2613delNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gly. 4AGTGGTACGAgccgccgccgccg0.394

+ 16 1881_1882CMIP_uc002fgq.1_Frame_Shift_Del_p.L509fs|CMIP_uc010vnq.1_Frame_Shift_Del_p.L416fs|CMIP_uc002fgr.1_Frame_Shift_Del_p.L450fsNM_198390 NP_938204 Q8IY22 CMIP_HUMAN 0ACACCCAACTGCAGATCATCTC0.589

+ 4 1276_1278SMCR7_uc002gsu.2_3'UTR|SMCR7_uc010vxq.1_In_Frame_Del_p.L371delNM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0CTCGCCGGCGGCTGCTGCTGCTG0.685

- 7 830 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0TTAACTCCAGTTTTTGGGCAC0.363

+ 5 1150FKBP10_uc002hxw.1_5'UTRNM_021939 NP_068758 Q96AY3 FKB10_HUMAN 1CGCTGGAGCTCCCCCCCGGCT0.632

- 28 3121_3122EFTUD2_uc010wje.1_Frame_Shift_Ins_p.D919fs|EFTUD2_uc010wjf.1_Frame_Shift_Ins_p.D944fsNM_004247 NP_004238 Q15029 U5S1_HUMAN 1CATAGGATCATCGAAGAATTTG0.52

+ 3 312SP2_uc002iml.2_Frame_Shift_Del_p.P52fs|uc002imm.2_IntronNM_003110 NP_003101 Q02086 SP2_HUMAN 0ACCTCCTGCTCCCCCACAGCC0.547



+ 20 2950_2951KIAA0195_uc010wsa.1_Frame_Shift_Ins_p.I902fs|KIAA0195_uc010wsb.1_Frame_Shift_Ins_p.I532fs|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN 1GGCTCCGAGATCCCCCCCTCCA0.614

+ 9 1159EVI5L_uc010xjz.1_Frame_Shift_Del_p.I335fs|EVI5L_uc002mio.1_Frame_Shift_Del_p.I66fsNM_145245 NP_660288 Q96CN4 EVI5L_HUMAN 1AGAGAGTGATCCCCCACCAGT0.627

+ 5 712CARM1_uc010dxn.2_RNA|CARM1_uc002mqa.2_5'UTRNM_199141 NP_954592 Q86X55 CARM1_HUMAN 0CTGTGGCTCTGGGATCCTGTC0.597

- 1 1072OR7A5_uc010xoa.1_Frame_Shift_Del_p.P283fsNM_017506 NP_059976 Q15622 OR7A5_HUMANHelical; Name=7; (Potential). 2GGTTCAGCATGGGGGTGACCA0.453

- 5 1002_1052DMKN_uc002nzj.2_5'Flank|DMKN_uc002nzk.3_5'Flank|DMKN_uc002nzl.3_5'Flank|DMKN_uc002nzo.3_Intron|DMKN_uc002nzn.3_Intron|DMKN_uc002nzw.2_5'Flank|DMKN_uc002nzr.2_5'Flank|DMKN_uc002nzp.2_5'Flank|DMKN_uc002nzq.2_5'Flank|DMKN_uc002nzt.2_5'Flank|DMKN_uc002nzs.2_5'Flank|DMKN_uc002nzu.2_5'Flank|DMKN_uc002nzv.2_5'Flank|DMKN_uc010xsv.1_5'Flank|DMKN_uc010xsw.1_5'Flank|DMKN_uc002nzx.3_5'Flank|DMKN_uc002nzy.3_5'Flank|DMKN_uc002nzz.2_RNA|DMKN_uc002oac.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc010eeb.2_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oaa.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oab.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>SNM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich.p.S274_S290del(1) 3actgttgccactgctgccaccactgctgccgccactgctgccgccactgctgctgccactgctgctgccac0.303rs142091185;rs59309505;rs112672248;rs117522133;rs142519211;rs148799704;rs11667007;rs58579970;rs144877871;rs147522263;rs140071083;rs138902616;rs113540509;rs111543270;rs71940230;rs140763085

- 1 207_208SBSN_uc002oad.1_Frame_Shift_Del_p.E46fsNM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1CCTTGCCCACCTCTCTCTCTGC0.579

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1AAGCCTCCATCTCCTCCTCCTCC0.631

- 9 1206 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANCytoplasmic (Potential). 0TCAGATGAAGAATTCCTCTTT0.577

+ 12 1271_1273NUCB1_uc002plc.2_In_Frame_Del_p.Q407del|NUCB1_uc002pld.2_In_Frame_Del_p.Q70delNM_006184 NP_006175 Q02818 NUCB1_HUMANPotential.|Poly-Gln. 0 Gagcagcggaagcagcagcagca0.522

+ 4 1303_1305U2AF2_uc002qlt.2_In_Frame_Del_p.K87delNM_007279 NP_009210 P26368 U2AF2_HUMAN 1CCCCGCCACGAGAAGAAGAAGAA0.645

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

+ 5 1121_1123OTX1_uc010ypt.1_In_Frame_Del_p.H235delNM_014562 NP_055377 P32242 OTX1_HUMAN His-rich. 2AGTCCTCAGGccaccaccaccac0.537

- 2 855TGOLN2_uc002soz.2_Frame_Shift_Del_p.P189fs|TGOLN2_uc002spa.2_RNA|TGOLN2_uc002spb.2_Frame_Shift_Del_p.P189fs|TGOLN2_uc002spc.1_Frame_Shift_Del_p.P189fsNM_006464 NP_006455 O43493 TGON2_HUMANExtracellular (Potential).|10.|14 X 14 AA tandem repeats.0GCCGTCTTTTGGGGTCTGGCC0.572

- 23 3871 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12ATCGCTAATATTTTTTTTTAC0.418

+ 6 915_916CCNYL1_uc002vch.2_Frame_Shift_Del_p.L167fsNM_001142300 NP_001135772 Q8N7R7 CCYL1_HUMANCyclin N-terminal. 0GGATTGTTCTGGGAGCCATTCT0.431

- 3 493 NM_014617 NP_055432 P11844 CRGA_HUMANBeta/gamma crystallin 'Greek key' 4. 0GGCATCTGCACCCCCCCAGTC0.532

- 11 1963_1964ABCB6_uc010fwe.1_Frame_Shift_Del_p.E516fsNM_005689 NP_005680 Q9NP58 ABCB6_HUMAN 2TCAAACATGTTCTCCATGTCAA0.49

+ 6 641 GINS1_uc010zte.1_RNANM_021067 NP_066545 Q14691 PSF1_HUMAN 2CAGTCCTATTAAAAAAAAATA0.299

+ 5 716LPIN3_uc010ggh.2_Frame_Shift_Del_p.P210fs|LPIN3_uc010zwf.1_RNANM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN 4TGGCGAGTGGCCCCCCCAGGC0.458

- 3 453_455SLC19A1_uc010gpy.1_In_Frame_Del_p.L112del|SLC19A1_uc011aft.1_In_Frame_Del_p.L72del|SLC19A1_uc002zhm.1_In_Frame_Del_p.L112del|SLC19A1_uc010gpz.1_5'UTRNM_194255 NP_919231 P41440 S19A1_HUMANHelical; (Probable). 0CCGAGTGGCCCAGCAGCAGCAGC0.645

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

+ 4 2301_2318NEFH_uc003afp.2_5'UTRNM_021076 NP_066554 P12036 NFH_HUMAN30 X 6 AA repeats of K-S-P-[AEPV]-[EAK]- [AEVK].|Tail.0GAAGGAAGAAGCTAAGTCCCCAGAGAAGGCCAAGTCCC0.55rs59890097;rs61448451;rs57188573;rs117283469

+ 2 372_374WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_IntronNM_004599 NP_004590 Q12772 SRBP2_HUMANGly/Pro/Ser-rich.|Cytoplasmic (Potential). 4 ggcagcagtggcagcagcagcag0.365

+ 1CACNA1D_uc003dgu.3_Translation_Start_Site|CACNA1D_uc003dgy.3_Translation_Start_SiteNM_001128840 NP_001122312 Q01668 CAC1D_HUMAN 11 aatgttcgtGgatgatgatgatg 0.246

- 7 1127 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3CTTGAACAATAATTGCCCTCC0.383

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 13 1713_1714PAPD7_uc011cmn.1_Frame_Shift_Del_p.K518fs|PAPD7_uc010itl.1_Frame_Shift_Del_p.K348fsNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1GGAGGAAAAAACACACACACAC0.653

- 3 512_514TIMD4_uc010jii.2_In_Frame_Del_p.T152delNM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTGGTGGGGCTTGTTGTTGTTGT0.537

- 2 742ATF6B_uc003nzo.2_5'Flank|ATF6B_uc003nzn.2_5'Flank|ATF6B_uc011dpg.1_5'Flank|ATF6B_uc011dph.1_5'FlankNM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0TCTATGAGCTCCCCCCAAGTT0.587

+ 11 1688FOXP4_uc003oqm.2_Frame_Shift_Del_p.H408fs|FOXP4_uc003oqn.2_Frame_Shift_Del_p.H397fsNM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1GTCTCGTGCACCCCCCGACCT0.682

- 17 3632CUL7_uc010jyg.2_Frame_Shift_Del_p.P389fs|CUL7_uc011dvb.1_Frame_Shift_Del_p.P1194fs|CUL7_uc010jyh.2_Frame_Shift_Del_p.P103fs|KLC4_uc003otr.1_RNANM_014780 NP_055595 Q14999 CUL7_HUMAN 4CACCACAGGAGGGGGTGCCTC0.632

- 24 2621SNAP91_uc011dzd.1_Frame_Shift_Del_p.L266fs|SNAP91_uc003pkb.2_Frame_Shift_Del_p.L677fs|SNAP91_uc003pkc.2_Frame_Shift_Del_p.L738fs|SNAP91_uc003pkd.2_Frame_Shift_Del_p.L461fs|SNAP91_uc003pka.2_Frame_Shift_Del_p.L766fsNM_014841 NP_055656 O60641 AP180_HUMAN 1CAGAAATTCCAAGATCTATAA0.259

+ 6 1344FOXK1_uc003sna.1_Frame_Shift_Del_p.S282fsNM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2CGGGAGGGCTCCCCCATTCCA0.647

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

- 6 853_854DFNA5_uc003swz.2_Frame_Shift_Del_p.L91fs|DFNA5_uc003sxa.1_Frame_Shift_Del_p.L255fs|DFNA5_uc010kut.1_Frame_Shift_Del_p.L91fsNM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1ACCAGGGGGTCCAGGTAGACAG0.47

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

- 2 382POLM_uc003tju.2_Frame_Shift_Del_p.P97fs|POLM_uc003tjx.2_Frame_Shift_Del_p.P97fs|POLM_uc003tjv.2_RNA|POLM_uc011kbt.1_5'UTR|POLM_uc003tka.1_5'Flank|POLM_uc003tjz.3_Frame_Shift_Del_p.P97fs|POLM_uc011kbu.1_Frame_Shift_Del_p.P97fs|POLM_uc010kxy.2_Frame_Shift_Del_p.P97fsNM_013284 NP_037416 Q9NP87 DPOLM_HUMAN BRCT. 3CAGCAGAGCTGGGGGGGTGCA0.637

- 7 981KRIT1_uc010lev.1_Frame_Shift_Del_p.K63fs|KRIT1_uc003ulr.1_Frame_Shift_Del_p.K270fs|KRIT1_uc003uls.1_Frame_Shift_Del_p.K270fs|KRIT1_uc003ult.1_Frame_Shift_Del_p.K270fs|KRIT1_uc003ulu.1_Frame_Shift_Del_p.K270fs|KRIT1_uc003ulv.1_Frame_Shift_Del_p.K270fsNM_194456 NP_919438 O00522 KRIT1_HUMAN 3TTCTCTGCCATTTTTCCTGTT0.338

- 15 1860AP4M1_uc003utd.2_Intron|TAF6_uc003utg.2_Frame_Shift_Del_p.P515fs|TAF6_uc003uth.2_Frame_Shift_Del_p.P650fs|TAF6_uc003utk.2_Frame_Shift_Del_p.P593fs|TAF6_uc011kji.1_Frame_Shift_Del_p.P630fs|TAF6_uc003utj.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utl.2_Frame_Shift_Del_p.P583fs|TAF6_uc003utm.2_Frame_Shift_Del_p.P593fsNM_139315 NP_647476 P49848 TAF6_HUMAN 2GAGCAGTGCTGGGGGGTGCGG0.657

- 8 1217PUS7_uc010lji.2_Frame_Shift_Del_p.N339fs|PUS7_uc003vcy.2_Frame_Shift_Del_p.N333fs|PUS7_uc003vcz.1_Frame_Shift_Del_p.N333fsNM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1TTTCAGTGGGTTTTTTTGATA0.398

+ 1 431_433MDFIC_uc003vhg.2_5'FlankNM_199072 NP_951038 Q9P1T7 MDFIC_HUMAN 1CGGGGCggaagaggaggaggagg0.616

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

+ 1 162_164uc003xew.2_5'Flank|BNIP3L_uc010luh.1_5'UTR|BNIP3L_uc010lui.1_5'FlankNM_004331 NP_004322 O60238 BNI3L_HUMAN 0CCGCCCCTGCACAACAACAACAA0.655

- 11 2018_2019ST18_uc011ldq.1_Frame_Shift_Ins_p.N268fs|ST18_uc011ldr.1_Frame_Shift_Ins_p.N586fs|ST18_uc011lds.1_Frame_Shift_Ins_p.N526fs|ST18_uc003xra.2_Frame_Shift_Ins_p.N621fs|ST18_uc003xrb.2_Frame_Shift_Ins_p.N621fsNM_014682 NP_055497 O60284 ST18_HUMAN 5CCAGGATTCGATTTTTTTTCAT0.411

- 6 1265_1266PABPC1_uc011lhc.1_Frame_Shift_Ins_p.K222fs|PABPC1_uc011lhd.1_Frame_Shift_Ins_p.K209fs|PABPC1_uc003yjt.1_Frame_Shift_Ins_p.K251fs|PABPC1_uc003yju.2_RNANM_002568 NP_002559 P11940 PABP1_HUMANCSDE1-binding.|RRM 3. 0CATTGAGCTCCTTTCCGTTCAT0.371 rs140822921

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 Gggaggggatgaggaggaggagg0.552rs2272754;rs2272753;rs137878905



+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

+ 4 621_623RBM10_uc004dhe.1_In_Frame_Del_p.G83del|RBM10_uc004dhg.2_Intron|RBM10_uc004dhh.2_In_Frame_Del_p.81_82RR>R|RBM10_uc010nhq.2_Intron|RBM10_uc004dhi.2_In_Frame_Del_p.146_147RR>RNM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Arg. 5ACTCAGCGTAGGCGGCGGCGGCG0.65

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0TTGCACTTCATCCTCGAGGCAGCCTCCTCGAGGC0.584

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

- 1 145WDR78_uc001dcy.2_Frame_Shift_Del_p.K30fs|WDR78_uc001dcz.2_Frame_Shift_Del_p.K30fs|MIER1_uc001dda.3_5'Flank|MIER1_uc010opf.1_5'Flank|MIER1_uc009way.2_5'Flank|MIER1_uc001ddc.2_5'Flank|MIER1_uc001ddh.2_5'Flank|MIER1_uc001ddf.2_5'Flank|MIER1_uc001ddg.2_5'Flank|MIER1_uc010opg.1_5'Flank|MIER1_uc001dde.2_5'FlankNM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2GCACCACCCCTTTTTTTGGCC0.622

+ 6 814_816TYW3_uc010oqw.1_In_Frame_Del_p.D214del|TYW3_uc010oqx.1_In_Frame_Del_p.D163del|TYW3_uc010oqy.1_RNANM_138467 NP_612476 Q6IPR3 TYW3_HUMAN 2GAACTTGAAAATGATGATGATGA0.33 rs112765232

+ 4 581CLCA4_uc009wct.2_Intron|CLCA4_uc009wcu.2_IntronNM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2GTGCTAAGTCAAAAAAAATCG0.403

- 3 680_681GBP5_uc001dnd.2_Frame_Shift_Del_p.R48fs|GBP5_uc001dne.1_Frame_Shift_Del_p.R48fsNM_052942 NP_443174 Q96PP8 GBP5_HUMANGTP (By similarity). 1ATTTGCCAGTGCGATAGAGGCC0.495rs147825788;rs61732537

- 2 873SLC16A1_uc001ecy.2_Frame_Shift_Del_p.P14fs|SLC16A1_uc001ecz.2_Frame_Shift_Del_p.P14fsNM_003051 NP_003042 P53985 MOT1_HUMANCytoplasmic (Potential). 1GCCTCCATCTGGGGGGGTGTA0.423

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. 2GCCTGGCTATGGGGGGGACCT0.622

+ 23 3123PEAR1_uc001fqk.1_Frame_Shift_Del_p.P628fsNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3TCCGGGCCTACCCCCCGGCCA0.607

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential). 2TGGCCTGGCTGGGGGGGACCA0.552

+ 17 2658_2659SMG7_uc010pob.1_Frame_Shift_Ins_p.E829fs|SMG7_uc001gqf.2_Frame_Shift_Ins_p.E800fs|SMG7_uc001gqh.2_Frame_Shift_Ins_p.E800fs|SMG7_uc001gqi.2_Frame_Shift_Ins_p.E758fs|SMG7_uc010poc.1_Frame_Shift_Ins_p.E804fsNM_173156 NP_775179 Q92540 SMG7_HUMAN 3GCAGCCTCTAGAAAAAAAAATG0.45

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

- 3 527RAB7L1_uc009xbp.2_5'UTR|RAB7L1_uc001hde.3_Frame_Shift_Del_p.D63fs|RAB7L1_uc010prr.1_Intron|RAB7L1_uc009xbq.2_IntronNM_003929 NP_003920 O14966 RAB7L_HUMANGTP (By similarity). 1CCTGCAATATCCCACAGCTGA0.393

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0GAAATTAGCCAAAAAAAATTT0.338

+ 10 1316ENO2_uc009zfi.1_Frame_Shift_Del_p.W365fs|ENO2_uc010sfq.1_Frame_Shift_Del_p.W322fs|ENO2_uc001qrv.1_Frame_Shift_Del_p.W365fs|ATN1_uc001qrw.1_5'FlankNM_001975 NP_001966 P09104 ENOG_HUMAN 0GAGAATGGCTGGGGGGTCATG0.587

+ 3 524CLEC4A_uc009zga.1_Frame_Shift_Del_p.K54fs|CLEC4A_uc001qub.1_Intron|CLEC4A_uc001quc.1_Intron|CLEC4A_uc009zgb.1_IntronNM_016184 NP_057268 Q9UMR7 CLC4A_HUMANExtracellular (Potential). 0GGAGTGTGTGAAAAAAAATAT0.333

+ 10 2681CAND1_uc001sto.2_Frame_Shift_Del_p.Q258fsNM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2CCTTATTGCAGGGGGGAGCTC0.428

+ 14 3311EP400_uc001ujl.2_Frame_Shift_Del_p.A1091fs|EP400_uc001ujm.2_Frame_Shift_Del_p.A1092fsNM_015409 NP_056224 Q96L91 EP400_HUMANInteractions with RUVBL1 and RUVBL2.|Helicase ATP-binding.12AGATCATTGCTTTTTTTGCCC0.433

- 1 1994_1996TSC22D1_uc001uzo.1_In_Frame_Del_p.501_502QQ>QNM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 ttgttgttgttgctgctgctgct 0.409rs112613609;rs146722477

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TTCTTCATATAAAAAAAAATA0.418

- 72 12231MYCBP2_uc010aev.2_Frame_Shift_Del_p.P3451fs|MYCBP2_uc001vke.2_Frame_Shift_Del_p.P664fsNM_015057 NP_055872 O75592 MYCB2_HUMAN 14GATATCTGCTGGGGGGAGGGA0.433

+ 13 3186ERCC5_uc001vpu.1_Frame_Shift_Del_p.K1369fs|ERCC5_uc010tjc.1_RNA|ERCC5_uc010tjd.1_Frame_Shift_Del_p.K747fsNM_000123 NP_000114 P28715 ERCC5_HUMAN 7CACCAAAGTGAAAAAAAAATT0.428

- 30 5230_5231SPG11_uc010bdw.2_Frame_Shift_Ins_p.K22fs|SPG11_uc010ueh.1_Frame_Shift_Ins_p.K1733fs|SPG11_uc010uei.1_Frame_Shift_Ins_p.K1733fs|SPG11_uc001zty.1_Frame_Shift_Ins_p.K462fsNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5TTCTCATGGCATTTTTTCCAGA0.391

- 30 7699DMXL2_uc002abd.2_Frame_Shift_Del_p.S563fs|DMXL2_uc010ufy.1_Frame_Shift_Del_p.S2493fs|DMXL2_uc010bfa.2_Frame_Shift_Del_p.S1856fsNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9TGTGTATCTGAAAAAAAGGCA0.313

+ 6 1825_1827RNF111_uc002afs.2_In_Frame_Del_p.H520del|RNF111_uc002aft.2_In_Frame_Del_p.H520del|RNF111_uc002afu.2_In_Frame_Del_p.H520del|RNF111_uc002afw.2_In_Frame_Del_p.H520del|RNF111_uc002afx.2_In_Frame_Del_p.H47delNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2TCAACATCATCACCACCACCACC0.512

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

- 2 435_440POLG_uc002bnr.3_In_Frame_Del_p.51_53QQQ>QNM_002693 NP_002684 P54098 DPOG1_HUMAN Poly-Gln. 2 aggctgctgttgctgctgctgctgct0.466

- 5 549_551 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN Glu-rich. 0 GCCCCTtcctctcctcctcctcc0.547

+ 16 2002_2004EDC4_uc010cer.2_In_Frame_Del_p.S236del|EDC4_uc010vkg.1_In_Frame_Del_p.S549del|EDC4_uc002eus.2_In_Frame_Del_p.S347del|EDC4_uc002eut.1_5'FlankNM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4CTGCCTCTCCcagcagcagcagc0.453

- 4 756TRIM16_uc002gor.1_Frame_Shift_Del_p.D67fs|TRIM16_uc002goy.2_IntronNM_006470 NP_006461 O95361 TRI16_HUMAN 3CCAGCAGGATCCCCCTGCTCT0.567

- 7 830 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0TTAACTCCAGTTTTTGGGCAC0.363

- 1 262_264 NM_002145 NP_002136 P14652 HXB2_HUMAN 0TTTGCTCGAAAGGAGGAGGAGGA0.542

- 17 2036PIP5K1C_uc010xhq.1_IntronNM_012398 NP_036530 O60331 PI51C_HUMANMediates interaction with TLN2. 4GTCGGAGGCCGGGGGGGCCTG0.701

- 1 625_627LGI4_uc002nxy.1_Intron|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_In_Frame_Del_p.L11delNM_139284 NP_644813 Q8N135 LGI4_HUMAN 1CCGCCCCAGCCAGCAGCAGCAGC0.695

- 5 1002_1052DMKN_uc002nzj.2_5'Flank|DMKN_uc002nzk.3_5'Flank|DMKN_uc002nzl.3_5'Flank|DMKN_uc002nzo.3_Intron|DMKN_uc002nzn.3_Intron|DMKN_uc002nzw.2_5'Flank|DMKN_uc002nzr.2_5'Flank|DMKN_uc002nzp.2_5'Flank|DMKN_uc002nzq.2_5'Flank|DMKN_uc002nzt.2_5'Flank|DMKN_uc002nzs.2_5'Flank|DMKN_uc002nzu.2_5'Flank|DMKN_uc002nzv.2_5'Flank|DMKN_uc010xsv.1_5'Flank|DMKN_uc010xsw.1_5'Flank|DMKN_uc002nzx.3_5'Flank|DMKN_uc002nzy.3_5'Flank|DMKN_uc002nzz.2_RNA|DMKN_uc002oac.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc010eeb.2_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oaa.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oab.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>SNM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich.p.S274_S290del(1) 3actgttgccactgctgccaccactgctgccgccactgctgccgccactgctgctgccactgctgctgccac0.303rs142091185;rs59309505;rs112672248;rs117522133;rs142519211;rs148799704;rs11667007;rs58579970;rs144877871;rs147522263;rs140071083;rs138902616;rs113540509;rs111543270;rs71940230;rs140763085

- 9 1206 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANCytoplasmic (Potential). 0TCAGATGAAGAATTCCTCTTT0.577

- 14 2382_2384ZC3H4_uc002pgb.1_IntronNM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6TCCTCGCTCTCTCCTCCTCCTCC0.7

- 5 1643ZNF577_uc010ydd.1_5'Flank|ZNF577_uc002pxx.3_5'Flank|ZNF577_uc002pxv.2_5'Flank|ZNF577_uc002pxw.2_5'Flank|ZNF577_uc010yde.1_5'Flank|ZNF577_uc010ydf.1_IntronNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3TTCACTGAATCCCCCCGTTTC0.448

- 11 1472_1474PUM2_uc002rdt.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdr.2_In_Frame_Del_p.422_423AA>A|PUM2_uc010yjy.1_In_Frame_Del_p.483_484AA>A|PUM2_uc002rdu.1_In_Frame_Del_p.483_484AA>A|PUM2_uc010yjz.1_In_Frame_Del_p.422_423AA>ANM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1AGTTCCTCCAGCTGCTGCTGCTG0.424

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

- 11 2183GPR113_uc010yky.1_Frame_Shift_Del_p.G659fs|GPR113_uc002rhb.1_Frame_Shift_Del_p.G331fs|GPR113_uc010eyk.1_Frame_Shift_Del_p.G529fs|GPR113_uc002rhc.1_Frame_Shift_Del_p.G331fs|GPR113_uc002rhd.1_RNANM_001145168 NP_001138640 Q8IZF5 GP113_HUMANGPS.|Extracellular (Potential). 4TTTGGACCAACCCCCCCTGCC0.612

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

+ 5 719_721CDCA7_uc002uic.1_In_Frame_Del_p.E281del|CDCA7_uc010zej.1_In_Frame_Del_p.E237del|CDCA7_uc010zek.1_In_Frame_Del_p.E160delNM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1CTCTACCCATGGAGGAGGAGGAG0.537



+ 21 2503_2505PTPRA_uc002whj.2_In_Frame_Del_p.Q722del|PTPRA_uc002whk.2_In_Frame_Del_p.Q713del|PTPRA_uc002whl.2_In_Frame_Del_p.Q713del|PTPRA_uc002whm.2_In_Frame_Del_p.Q489del|PTPRA_uc002whn.2_In_Frame_Del_p.Q713del|PTPRA_uc002who.2_In_Frame_Del_p.Q385delNM_002836 NP_002827 P18433 PTPRA_HUMANCytoplasmic (Potential).|Tyrosine-protein phosphatase 2.1GCCGTGCAGAAGCAGCAGCAGCA0.621

+ 8 1092PTPN1_uc010zys.1_Frame_Shift_Del_p.I233fsNM_002827 NP_002818 P18031 PTN1_HUMAN 0CCGAGCATATCCCCCCACCTC0.567

+ 19 4651COL6A6_uc003eni.3_5'UTRNM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMANTriple-helical region. 8GCTGGCCAGGCCCCCCCGGGA0.498 rs112135798

- 7 1127 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3CTTGAACAATAATTGCCCTCC0.383

+ 17 2670IFT80_uc003fda.2_Intron|SMC4_uc003fdi.2_Frame_Shift_Del_p.K828fs|SMC4_uc003fdj.2_Frame_Shift_Del_p.K853fs|SMC4_uc010hwd.2_Frame_Shift_Del_p.K853fs|SMC4_uc003fdl.2_Frame_Shift_Del_p.K556fsNM_001002800 NP_001002800 Q9NTJ3 SMC4_HUMAN Potential. 2AGCCCCTGACAAAAAAAAGCA0.323

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMANHelical; (Potential). 1GCATCCAATAGAGGAGGAGGAGG0.463

- 29 6861ANKRD17_uc003hgo.2_Frame_Shift_Del_p.P2135fs|ANKRD17_uc003hgq.2_Frame_Shift_Del_p.P1997fs|ANKRD17_uc003hgr.2_Frame_Shift_Del_p.P2247fsNM_032217 NP_115593 O75179 ANR17_HUMAN 10CAAATGGTAAGGGGGCACTGA0.458

- 3 416_418NUP54_uc010ije.2_5'UTR|NUP54_uc011cbs.1_5'UTR|NUP54_uc011cbt.1_Intron|NUP54_uc003hjt.2_5'UTRNM_017426 NP_059122 Q7Z3B4 NUP54_HUMANPoly-Gln.|Thr-rich.|9 X 2 AA repeats of F-G. 2CTTACTAGTTTGCTGCTGCTGCT0.394

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

- 17 2126SCLT1_uc003ign.2_Frame_Shift_Del_p.K204fs|SCLT1_uc003igo.2_Frame_Shift_Del_p.K150fs|SCLT1_uc003igq.2_Intron|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTACTTTGGCTTTTTTTTGAG0.353

- 9 1430FGG_uc003iog.2_Frame_Shift_Del_p.G430fs|FGG_uc003ioh.2_Frame_Shift_Del_p.G438fs|FGG_uc010ipx.2_Frame_Shift_Del_p.G258fs|FGG_uc010ipy.2_Frame_Shift_Del_p.G141fs|FGG_uc003ioi.2_Frame_Shift_Del_p.G141fs|FGG_uc003iok.2_Frame_Shift_Del_p.G438fsNM_021870 NP_068656 P02679 FIBG_HUMANPlatelet aggregation and Staphylococcus clumping. 0CTGTTTGGCTCCCCCCAGGTG0.448

- 19 3988SORBS2_uc003iyh.2_Frame_Shift_Del_p.E768fs|SORBS2_uc011ckw.1_Frame_Shift_Del_p.E605fs|SORBS2_uc003iyi.2_Frame_Shift_Del_p.E675fs|SORBS2_uc011ckx.1_Frame_Shift_Del_p.E610fs|SORBS2_uc003iyk.2_Frame_Shift_Del_p.E588fs|SORBS2_uc003iym.2_Frame_Shift_Del_p.E1144fs|SORBS2_uc003iyn.1_Frame_Shift_Del_p.E635fs|SORBS2_uc011cku.1_Frame_Shift_Del_p.E436fs|SORBS2_uc011ckv.1_Frame_Shift_Del_p.E948fs|SORBS2_uc003iyd.2_Frame_Shift_Del_p.E743fs|SORBS2_uc003iye.2_Frame_Shift_Del_p.E617fs|SORBS2_uc003iya.2_Frame_Shift_Del_p.E564fs|SORBS2_uc003iyb.2_Frame_Shift_Del_p.E517fs|SORBS2_uc003iyc.2_Frame_Shift_Del_p.E497fs|SORBS2_uc003iyg.2_Frame_Shift_Del_p.E1158fs|SORBS2_uc003iyf.2_Frame_Shift_Del_p.E580fsNM_021069 NP_066547 O94875 SRBS2_HUMAN SH3 3. 1ACTTACGGTTCCCCCCCACCT0.358

- 12 2431ADAMTS6_uc003jto.2_RNA|ADAMTS6_uc003jtq.2_RNA|ADAMTS6_uc003jtr.1_Frame_Shift_Del_p.K160fsNM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0AGCTTACCCCTTTTTCAATAT0.408

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

+ 3 266 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6CAGAAGTTTCAAAAAAAGGTA0.259

+ 7 1520 NM_001732 NP_001723 Q13410 BT1A1_HUMANCytoplasmic (Potential). 2TGTCCCCCATGGGGGAGGACT0.537

- 2 797_799PSORS1C1_uc003nsl.1_Intron|PSORS1C1_uc010jsj.1_IntronNM_001264 NP_001255 Q15517 CDSN_HUMAN Ser-rich. 2CCGTGCTGGTCCACCACCACCAC0.635

- 11 1174CDK19_uc003pui.1_Frame_Shift_Del_p.K307fs|CDK19_uc011eax.1_Frame_Shift_Del_p.K243fsNM_015076 NP_055891 Q9BWU1 CDK19_HUMAN 4CCTTGTCACCTTTTTCTTCAG0.358

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

+ 8 1031DYNC1I1_uc003uod.3_Frame_Shift_Del_p.F235fs|DYNC1I1_uc003uob.2_Frame_Shift_Del_p.F215fs|DYNC1I1_uc003uoe.3_Frame_Shift_Del_p.F232fs|DYNC1I1_uc010lfl.2_Frame_Shift_Del_p.F241fsNM_004411 NP_004402 O14576 DC1I1_HUMAN 4TTCCGACATCTTTTTTGACTA0.383

- 2 313NAPEPLD_uc003vbd.2_Splice_Site|NAPEPLD_uc011klj.1_Splice_Site_p.S68_splice|NAPEPLD_uc003vbe.2_Splice_Site|NAPEPLD_uc003vbf.2_IntronNM_198990 NP_945341 Q6IQ20 NAPEP_HUMAN 1GGTGAAGAACTAAAAAAAACAA0.337

- 2 110LAMB4_uc003vey.2_Frame_Shift_Del_p.L9fsNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8ACCAAGGTGCAAAAAAAGGGT0.308

- 5 3497_3498 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0 gggcgggagccggggcgggggc0.609 rs143409664

+ 9 1531_1533PPP2R2A_uc003xek.2_Intron|CDCA2_uc011lae.1_In_Frame_Del_p.D354del|CDCA2_uc003xeq.1_In_Frame_Del_p.D339del|CDCA2_uc003xer.1_In_Frame_Del_p.D17delNM_152562 NP_689775 Q69YH5 CDCA2_HUMAN 0AACAACCTCTATGATGATGATGG0.325 rs116332536

+ 12 2305_2307WRN_uc011lbe.1_In_Frame_Del_p.E38del|WRN_uc010lvk.2_5'UTRNM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7CTTCCTACTAaagaagaagaaga0.266

- 2 1116WHSC1L1_uc011lbm.1_Frame_Shift_Del_p.S200fs|WHSC1L1_uc010lwe.2_Frame_Shift_Del_p.S200fs|WHSC1L1_uc003xlj.2_Frame_Shift_Del_p.S200fsNM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1TGCTTGTTGCTTTTTTTCCTC0.378

- 45 6393_6394UBR5_uc003yks.1_Frame_Shift_Ins_p.K2120fsNM_015902 NP_056986 O95071 UBR5_HUMAN 28TCTTCCCCTTCTTTTTTTTGCC0.381

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

+ 1 500FRAS1_uc003hkw.2_Frame_Shift_Del_p.L20fsNM_025074 NP_079350 Q86XX4 FRAS1_HUMAN NA NA 5TTGCAGTATTGCCTCATCATT0.453

+ 2 203 NM_024869 NP_079145 Q8TAY7 GRPP1_HUMAN NA 0CCTGGCCCCTCCCTCCACCCC0.617

- 7 708_709SASS6_uc009wdz.2_Frame_Shift_Ins_p.K22fsNM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN Potential. NA 2TCTAATTCTTGTTTTTTTTCTG0.317

+ 6 1846TCL6_uc001yep.1_RNA|TCL6_uc001yes.2_3'UTR|TCL6_uc001yet.1_Frame_Shift_Del_p.W68fs|TCL6_uc001yeu.2_3'UTR|TCL6_uc001yev.2_Intron|TCL1B_uc001yew.2_RNA|TCL1B_uc001yex.2_RNA|TCL1B_uc010avj.2_RNA|TCL6_uc010avk.1_RNANM_020554 NP_065579 NA 0AACAGAAGCTGGGGAGGTGAG0.557

- 2 84LINGO1_uc002bcu.1_Frame_Shift_Del_p.G5fsNM_032808 NP_116197 Q96FE5 LIGO1_HUMAN NA 2GCTCCTCACGCCCCCCGCCAG0.697

+ 1 70ICAM4_uc002mnr.1_Frame_Shift_Del_p.F11fs|ICAM4_uc002mnt.1_Frame_Shift_Del_p.F11fs|ICAM5_uc002mnu.3_5'FlankNM_001544 NP_001535 Q14773 ICAM4_HUMAN NA 1GTCGCTGCTGTTTTTTTTGGC0.677

+ 9 1040CNOT3_uc010yel.1_Frame_Shift_Del_p.P243fs|CNOT3_uc002qdi.2_Frame_Shift_Del_p.P156fs|CNOT3_uc002qdk.1_Frame_Shift_Del_p.P243fs|CNOT3_uc010ere.1_RNANM_014516 NP_055331 O75175 CNOT3_HUMAN NA 3CCACCTCCCCTCCCAGCCACA0.632 rs36665

- 5 929 NM_176810 NP_789780 Q86W25 NAL13_HUMAN NACHT. NA 9TTCTCTGGTTGAGACATGAAC0.428

+ 2 688_689C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198689 NP_941962 P60409 KR107_HUMAN30 X 5 AA repeats of C-C-X(3).|16.NA 0GCTGCACCTCCTCCCCCTGCCA0.653

+ 1 497_499uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN NA 1ATCTCCTTGCCCGCCGCCGCCTC0.729

- 3 3173PCLO_uc003uhv.2_Frame_Shift_Del_p.A962fsNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. NA 7TTCATTGGGGCCCCTGGTCCA0.517

+ 8 1177 NM_002486 NP_002477 Q09161 NCBP1_HUMAN MIF4G. NA 1TCAGAAATTGAAAAAGGATCG0.373

- 18 3406 NM_004463 NP_004454 P98174 FGD1_HUMAN PH 2. NA 6CTGGGTGATCTTGAAGACATG0.652

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN NA 4ACATTCACCTGGGGGGGTGCA0.532

- 19 3629_3631CLSTN1_uc001aqi.2_In_Frame_Del_p.E947del|CLSTN1_uc010oag.1_In_Frame_Del_p.E938del|CLSTN1_uc001aqf.2_In_Frame_Del_p.E221delNM_001009566 NP_001009566 O94985 CSTN1_HUMANGlu-rich (highly acidic).|Cytoplasmic (Potential). 1CCCTGCTCCCCCTCCTCCTCCTC0.557

+ 3 1056_1058SPEN_uc010obp.1_In_Frame_Del_p.S248delNM_015001 NP_055816 Q96T58 MINT_HUMANSer-rich.|By similarity. 15GTGATTCAATCAGCAGCAGCAGT0.468

+ 6 814_816TYW3_uc010oqw.1_In_Frame_Del_p.D214del|TYW3_uc010oqx.1_In_Frame_Del_p.D163del|TYW3_uc010oqy.1_RNANM_138467 NP_612476 Q6IPR3 TYW3_HUMAN 2GAACTTGAAAATGATGATGATGA0.33 rs112765232

- 23 3684ARHGAP29_uc009wdq.1_IntronNM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11TTGTCACTCCTTTTTCCTGGA0.463



+ 8 3460BCL9_uc010ozr.1_Frame_Shift_Del_p.S833fsNM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6TCCATTAAGTCCCCCCCTGTT0.622

- 18 1926ARNT_uc010pck.1_Frame_Shift_Del_p.R84fs|ARNT_uc001evs.1_Frame_Shift_Del_p.R580fs|ARNT_uc009wmb.1_Frame_Shift_Del_p.R581fs|ARNT_uc009wmc.1_Frame_Shift_Del_p.R595fs|ARNT_uc009wmd.1_Frame_Shift_Del_p.R580fsNM_001668 NP_001659 P27540 ARNT_HUMAN 9TCTGCCGGCCGGGGGGTAGGA0.527

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats. 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885

- 3 8141_8142 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 29 3AGAAGAGTGACCCAAGCGAGAC0.579

+ 9 1992SLC27A3_uc009won.2_RNANM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1AGTTCTGCGTCCCCCCCACGC0.617

+ 6 1160TDRD10_uc001ffd.2_Frame_Shift_Del_p.P108fs|TDRD10_uc001ffe.2_Frame_Shift_Del_p.P29fsNM_001098475 NP_001091945 Q5VZ19 TDR10_HUMAN 1AAGCAAAAGGCCCCCCAAGAG0.522

- 13 3761_3762 NM_000130 NP_000121 P12259 FA5_HUMANB.|2-3.|35 X 9 AA approximate tandem repeats of [TNP]-L-S-P-D-L-S-Q-T.6GCTGAGGTCTGGAGAGAGGTTT0.54

+ 14 1753_1755PLA2G4A_uc010pos.1_In_Frame_Del_p.D459delNM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3AGGACTCCTTTGATGATGATGAA0.433

- 13 2418_2420PTPN14_uc010pty.1_In_Frame_Del_p.E617delNM_005401 NP_005392 Q15678 PTN14_HUMAN Poly-Glu. 5GATTCTGGAGCCTCCTCCTCCTC0.626

+ 20 2516MTR_uc010pxw.1_Frame_Shift_Del_p.Q291fs|MTR_uc010pxx.1_Intron|MTR_uc010pxy.1_Frame_Shift_Del_p.Q552fsNM_000254 NP_000245 Q99707 METH_HUMANB12-binding N-terminal. 3AGGTTAAACCAAAAAAAATAT0.279

- 9 1366PARD3_uc010qek.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qel.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qem.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qen.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qeo.1_Frame_Shift_Del_p.I456fs|PARD3_uc010qep.1_Frame_Shift_Del_p.I412fs|PARD3_uc010qeq.1_Frame_Shift_Del_p.I412fs|PARD3_uc001ixo.1_Frame_Shift_Del_p.I186fs|PARD3_uc001ixp.1_Frame_Shift_Del_p.I321fs|PARD3_uc001ixq.1_Frame_Shift_Del_p.I456fs|PARD3_uc001ixr.1_Frame_Shift_Del_p.I456fs|PARD3_uc001ixt.1_Frame_Shift_Del_p.I277fs|PARD3_uc001ixu.1_Frame_Shift_Del_p.I412fs|PARD3_uc001ixs.1_Frame_Shift_Del_p.I109fsNM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1CTCTTGCCTATTTTTTTGGTG0.433

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4GATTGCAGGGAAAAAGGCCCG0.607

- 19 3018FGFR2_uc010qtg.1_Frame_Shift_Del_p.S679fs|FGFR2_uc010qth.1_Frame_Shift_Del_p.S676fs|FGFR2_uc010qti.1_Intron|FGFR2_uc010qtj.1_Frame_Shift_Del_p.S792fs|FGFR2_uc010qtl.1_Frame_Shift_Del_p.S675fs|FGFR2_uc010qtm.1_Frame_Shift_Del_p.S674fs|FGFR2_uc001lfg.3_Frame_Shift_Del_p.S399fs|FGFR2_uc001lfk.1_RNANM_000141 NP_000132 P21802 FGFR2_HUMANCytoplasmic (Potential). 96TCTCCTGAAGAACAAGAACTT0.433

+ 25 8653_8655DNHD1_uc001mdu.2_In_Frame_Del_p.E225del|DNHD1_uc001mdx.1_5'Flank|DNHD1_uc001mdy.1_5'FlankNM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2TCAGGAGAGTgaggaggaggagg0.507

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2ATCCAAGGTACCCCCCCATGA0.517

- 38 5650uc001ndl.2_Intron|LRP4_uc001ndm.3_Frame_Shift_Del_p.G77fsNM_002334 NP_002325 O75096 LRP4_HUMANCytoplasmic (Potential). 4CCGGAGGAGGCCCCCCCGTGA0.562

- 24 2496_2498MYBPC3_uc010rhl.1_IntronNM_000256 NP_000247 Q14896 MYPC3_HUMANFibronectin type-III 1. 3CACCGGTAGCTCTTCTTCTTCTT0.601

+ 2 352NEU3_uc001ovv.2_Frame_Shift_Del_p.P56fs|NEU3_uc010rrl.1_IntronNM_006656 NP_006647 A8K327 A8K327_HUMAN 2GCTCTACATACCCCCCACCCA0.567

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0GCCGTGGCCCCTGCTGCTGCTGC0.616

+ 17 2405_2407DDX10_uc001pkl.1_In_Frame_Del_p.D788delNM_004398 NP_004389 Q13206 DDX10_HUMAN 4 TGGATTGGAGtgatgatgatgat0.31

- 3 382CHD4_uc001qpn.2_Frame_Shift_Del_p.K73fs|CHD4_uc001qpp.2_Frame_Shift_Del_p.K70fsNM_001273 NP_001264 Q14839 CHD4_HUMAN 2ACTCACCTCCTTTTTTTGGCG0.468

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0GTGGCTTTCCTGGAGGTGGGGG0.604

- 7 1320ITGA7_uc001shg.2_Frame_Shift_Del_p.G363fs|ITGA7_uc010sps.1_Frame_Shift_Del_p.G270fs|ITGA7_uc009znw.2_5'Flank|ITGA7_uc009znx.2_Frame_Shift_Del_p.G250fsNM_001144996 NP_001138468 Q13683 ITA7_HUMANFG-GAP 5.|Extracellular (Potential). 5AGCCCAGTGACCCCCCTGGTT0.602

- 23 3886ATXN2_uc001tsh.2_Frame_Shift_Del_p.H977fs|ATXN2_uc001tsi.2_Frame_Shift_Del_p.H935fs|ATXN2_uc001tsk.2_RNA|ATXN2_uc001tsg.2_Frame_Shift_Del_p.H430fs|ATXN2_uc001tsl.1_Frame_Shift_Del_p.H243fsNM_002973 NP_002964 Q99700 ATX2_HUMAN 2TGGGCCATGTGGGGTGGGTTG0.512

- 3 359VPS33A_uc001ucc.2_RNA|VPS33A_uc001uce.2_Frame_Shift_Del_p.F82fsNM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1TGGGTCTGACAAAAAAAATTA0.383

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain). 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 18 2223RXFP2_uc010aba.2_Frame_Shift_Del_p.K677fsNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANCytoplasmic (Potential). 0TTTCAAAATTAAAAAAAAAAG0.348

+ 9 893C13orf34_uc010thq.1_Frame_Shift_Del_p.A33fs|C13orf34_uc010aen.1_Frame_Shift_Del_p.A333fs|C13orf34_uc010thr.1_Frame_Shift_Del_p.A188fs|C13orf34_uc001viw.1_Frame_Shift_Del_p.A207fsNM_024808 NP_079084 Q6PGQ7 BORA_HUMAN Ser-rich. 0AGGCTAGTGCAAAAAAATACA0.383

- 3 331NIN_uc001wyi.2_Frame_Shift_Del_p.P47fs|NIN_uc001wyj.2_RNA|NIN_uc001wyk.2_Frame_Shift_Del_p.P47fs|NIN_uc010tqp.1_Frame_Shift_Del_p.P53fs|NIN_uc001wyo.2_Frame_Shift_Del_p.P47fs|NIN_uc001wyp.1_Frame_Shift_Del_p.P9fsNM_182946 NP_891991 Q8N4C6 NIN_HUMAN EF-hand 2. 6CTGCAGCACTGGGGCCACCTC0.587

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0AGCTTCCACCGGGGGGGCGTC0.642

- 23 2338VPS13C_uc002aha.2_Frame_Shift_Del_p.N712fs|VPS13C_uc002ahb.1_Frame_Shift_Del_p.N755fs|VPS13C_uc002ahc.1_Frame_Shift_Del_p.N712fsNM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TAGTTGTACATTTTTTATTTC0.328

+ 4 746MPG_uc002cfm.2_Frame_Shift_Del_p.T126fs|MPG_uc010bqp.2_Frame_Shift_Del_p.T126fs|MPG_uc002cfo.2_Frame_Shift_Del_p.T138fsNM_002434 NP_002425 P29372 3MG_HUMAN 2GGCCGGCAGACCCCCCGCAAC0.602

+ 3 422_424NME3_uc002cmm.2_5'Flank|NME3_uc010brv.2_5'Flank|MRPS34_uc002cmn.2_5'Flank|MRPS34_uc002cmo.2_5'Flank|MRPS34_uc002cmp.1_5'Flank|EME2_uc010brw.1_In_Frame_Del_p.141_142LL>LNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3GAACAGGAATTGCTGCTGCTGCT0.655

- 2 667_668IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0CTCCTGGTGGATTTTTTTTTTC0.535

+ 17 2641uc010vct.1_Intron|ATP2A1_uc002drn.1_Frame_Shift_Del_p.R819fs|ATP2A1_uc002drp.1_Frame_Shift_Del_p.R694fsNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4TCATGGACCGCCCCCCCCGGA0.657

+ 30 3476_3478ITGAL_uc002dyj.3_In_Frame_Del_p.L1022del|ITGAL_uc010vev.1_In_Frame_Del_p.L340delNM_002209 NP_002200 P20701 ITAL_HUMANHelical; (Potential). 10GCATCGGGGGGCTGCTGCTGCTG0.601

+ 2 117IRF8_uc002fji.2_Frame_Shift_Del_p.S20fsNM_002163 NP_002154 Q02556 IRF8_HUMANIRF tryptophan pentad repeat. 3AGATTGACAGTAGCATGTATC0.483

+ 4 1366SMCR7_uc002gsu.2_3'UTR|SMCR7_uc010vxq.1_Frame_Shift_Del_p.L396fsNM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0TCCTGCGTCTGGGGGAGGACA0.687

- 6 2548_2550 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 ctcctttccttcctcctcctcct 0.527

- 4 1433 NM_032865 NP_116254 Q8IZW8 TENS4_HUMAN 4ATGTGGTAAAGGGGGCATCTG0.512

+ 7 954 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMANHelical; (Potential). 4CCGGGAGACCTTTTTTGCTGG0.607

+ 6 826TBCD_uc002kfx.1_5'Flank|TBCD_uc002kfy.1_5'Flank|TBCD_uc002kfz.2_5'FlankNM_022158 NP_071441 Q9H479 FN3K_HUMAN 0TTGGGGGGTTCCCCAGATCCT0.572

+ 8 627STXBP2_uc002mhb.3_Frame_Shift_Del_p.G191fs|STXBP2_uc010dvj.2_RNA|STXBP2_uc010xjr.1_Frame_Shift_Del_p.G205fs|STXBP2_uc010dvk.2_Frame_Shift_Del_p.G162fs|STXBP2_uc002mhc.3_5'UTR|STXBP2_uc002mhe.1_5'FlankNM_006949 NP_008880 Q15833 STXB2_HUMAN 1CCGCCAGGGGCCCAGAGGACA0.672

- 7 1272CD209_uc010xju.1_Frame_Shift_Del_p.P241fs|CD209_uc010dvp.2_3'UTR|CD209_uc002mhr.2_Frame_Shift_Del_p.P378fs|CD209_uc002mhs.2_Frame_Shift_Del_p.P332fs|CD209_uc002mhu.2_Frame_Shift_Del_p.P310fs|CD209_uc010dvq.2_Frame_Shift_Del_p.P396fs|CD209_uc002mhq.2_Frame_Shift_Del_p.P402fs|CD209_uc002mhv.2_Frame_Shift_Del_p.P378fs|CD209_uc002mhx.2_Frame_Shift_Del_p.P358fs|CD209_uc002mhw.2_Frame_Shift_Del_p.P266fs|CD209_uc010dvr.2_Frame_Shift_Del_p.P166fsNM_021155 NP_066978 Q9NNX6 CD209_HUMANExtracellular (Probable). 1CTACGCAGGAGGGGGGTTTGG0.498

- 3 627NACC1_uc002mwm.2_5'Flank|TRMT1_uc002mwk.2_Frame_Shift_Del_p.K126fs|TRMT1_uc002mwl.3_Frame_Shift_Del_p.K126fs|TRMT1_uc010xmz.1_5'UTRNM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2CAGTTCAACCTTTTCCTCCTC0.552

- 1 90_92SIGLEC8_uc010yda.1_In_Frame_Del_p.L8del|SIGLEC8_uc002pwu.2_RNA|SIGLEC8_uc010eox.2_In_Frame_Del_p.L8delNM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 CAGagcaggggcagcagcagcag0.493



- 3 1334ZNF587_uc002qqb.2_Intron|ZNF552_uc010yhg.1_Frame_Shift_Del_p.K384fsNM_024762 NP_079038 Q9H707 ZN552_HUMAN C2H2-type 9. 0TTTGCCTAAATTTTTTTTCAC0.413

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATTTTGTCTTCCTCCTCCTCCT0.542

+ 6 2252_2253GCC2_uc002ted.2_Frame_Shift_Ins_p.E599fsNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1ACTCAGTTCAGAAAAAAAACAG0.307

- 6 926AMMECR1L_uc002tpm.2_Frame_Shift_Del_p.K225fsNM_031445 NP_113633 Q6DCA0 AMERL_HUMAN AMMECR1. 1GTTTGACACCTTTTTCATTAA0.388

- 1 158_159CIR1_uc002uin.2_5'UTR|CIR1_uc002uio.2_5'UTR|CIR1_uc002uip.2_5'UTR|SCRN3_uc002uiq.2_5'Flank|SCRN3_uc010zen.1_5'Flank|SCRN3_uc010zeo.1_5'Flank|SCRN3_uc002uir.1_5'FlankNM_004882 NP_004873 Q86X95 CIR1_HUMANInteraction with RBPJ. 1TCACTTTTTTGATATTGGATTT0.505

- 23 3871 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANStem (By similarity). 12ATCGCTAATATTTTTTTTTAC0.418

+ 1 164IGFBP2_uc010zju.1_5'UTRNM_000597 NP_000588 P18065 IBP2_HUMAN 0 ctgccgccgccgccgctgctgc 0.337

- 1 986 NM_012072 NP_036204 Q9NPY3 C1QR1_HUMANEGF-like 1.|Extracellular (Potential). 2AAGGAGCCATCCCCCCCTTCA0.627

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0CCTACGATGTGGAGGAGGAGGAG0.547

- 2 236SPINLW1_uc010zxc.1_Frame_Shift_Del_p.K68fs|SPINLW1_uc002xot.2_Frame_Shift_Del_p.K52fs|SPINLW1_uc002xov.1_Frame_Shift_Del_p.K68fsNM_020398 NP_065131 O95925 EPPI_HUMAN WAP. p.C53fs*28(2) 1GATCTAAACATTTTTTTCCGC0.453

+ 4 301 NM_178456 NP_848551 Q9H1P6 CT085_HUMAN 1GTCTTTCCATCCCCCCCAGTC0.582

- 23 2501_2502 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5AAAGCTCACCATTTTTTTTTGT0.322

+ 9 1213_1223CDH4_uc002ybp.1_Frame_Shift_Del_p.E326fsNM_001794 NP_001785 P55283 CADH4_HUMANCadherin 3.|Extracellular (Potential). 6TTTGCAGGGGAGGTCCCCGAAAACCGCGTGG0.412

+ 4 1162IFNGR2_uc002yrq.3_Frame_Shift_Del_p.F191fs|IFNGR2_uc010gma.2_Frame_Shift_Del_p.F93fs|IFNGR2_uc002yrr.3_Frame_Shift_Del_p.F93fsNM_005534 NP_005525 P38484 INGR2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0CTCCACGGCCTTTTTTTGTTA0.458

+ 2 688_689C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198689 NP_941962 P60409 KR107_HUMAN30 X 5 AA repeats of C-C-X(3).|16. 0GCTGCACCTCCTCCCCCTGCCA0.653

+ 38 4673_4675DIP2A_uc011afz.1_In_Frame_Del_p.V1497del|DIP2A_uc002zjs.2_In_Frame_Del_p.V181del|DIP2A_uc002zjt.2_RNANM_015151 NP_055966 Q14689 DIP2A_HUMAN Poly-Val. 2ACCAACCTGCTGGTGGTGGTGGT0.596

- 5 732ARVCF_uc002zqy.2_5'Flank|ARVCF_uc002zra.2_Frame_Shift_Del_p.P154fsNM_001670 NP_001661 O00192 ARVC_HUMAN 1AGGGCCTAGTGGGGGGCCGCC0.647

+ 13 1533_1535PICK1_uc003aur.2_In_Frame_Del_p.E388del|PICK1_uc003aus.2_In_Frame_Del_p.E388del|PICK1_uc003aut.2_In_Frame_Del_p.E388delNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. 0TCACAGATGGggaggaggaggag0.562

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMANLeucine-zipper (Potential).|Helical; (Potential). 0 tgctgctggcgctgctgctgctg 0.562

- 11 1334 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5AGCTGGGCCCGGGGGGAGGTC0.647

+ 13 1986_1987NKTR_uc003clm.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003clp.2_Frame_Shift_Ins_p.S360fs|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Frame_Shift_Ins_p.S503fs|NKTR_uc003clr.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003cls.2_Frame_Shift_Ins_p.S313fsNM_005385 NP_005376 P30414 NKTR_HUMAN 3TGAGTGACAGTCCCCCCCCTTC0.421

- 28 3481ATP13A3_uc003ftx.3_5'FlankNM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1TGTTTGACCCAAAAAAAACCC0.383

- 3 1028RNF168_uc010iah.2_5'UTRNM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0GCTCTTCGCCTTTTTTCTGCC0.448

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3ACCACAGCATCCACAGCAGCTGCAGCAGC0.727rs111245977;rs75328065

- 5 763CCDC158_uc003hkd.2_Frame_Shift_Del_p.I204fsNM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN 6TGTTCACATATTTTTTTGCCT0.393

+ 1 3100_3102PCDH10_uc003igz.2_In_Frame_Del_p.C763delNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCys-rich.|Cytoplasmic (Potential). 2ATTGCTGCCTCTGCTGCTGCTGC0.581

+ 2 930LRAT_uc003ion.1_Frame_Shift_Del_p.L201fsNM_004744 NP_004735 O95237 LRAT_HUMANHelical; (Potential). 1CAGCAGTCTTGGGATTGGCGT0.403

+ 12 2085TLL1_uc011cjn.1_Frame_Shift_Del_p.D480fs|TLL1_uc011cjo.1_Frame_Shift_Del_p.D304fsNM_012464 NP_036596 O43897 TLL1_HUMAN CUB 2. 7CAATTATCCTGATGACTATCG0.423

+ 22 3425_3426NNT_uc003jof.2_Frame_Shift_Del_p.F1057fsNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. 3AATCCAATCTTCTACAAACCTA0.426

+ 5 794RGNEF_uc003kcx.2_Frame_Shift_Del_p.L261fs|RGNEF_uc003kcy.1_Frame_Shift_Del_p.L261fs|RGNEF_uc010izf.2_Frame_Shift_Del_p.L261fsNM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0AGCATTTGTTGGAGGCAGATA0.463

- 5 537SSBP2_uc010jar.2_5'UTR|SSBP2_uc003khn.2_Intron|SSBP2_uc003khp.2_Frame_Shift_Del_p.P109fs|SSBP2_uc011ctp.1_Frame_Shift_Del_p.P109fs|SSBP2_uc011ctq.1_Intron|SSBP2_uc011ctr.1_IntronNM_012446 NP_036578 P81877 SSBP2_HUMAN Pro-rich. 5GCCATCTCCTGGGGGAATGTT0.458

+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN 2CTGCAGCCGCTGCCGCCGCCGC0.658rs151038013;rs34838882

+ 6 1394_1395LMNB1_uc003kuc.2_Frame_Shift_Del_p.K342fs|LMNB1_uc010jdb.1_RNA|LMNB1_uc011cxb.1_Frame_Shift_Del_p.K132fsNM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2TGACAGACAAAGAGAGAGAGAT0.426

- 15 5611 NM_019105 NP_061978 P22105 TENX_HUMANFibronectin type-III 11. 0CAAAGGAGTCAAACTGGCCCT0.662

- 3 1887 NM_019105 NP_061978 P22105 TENX_HUMAN EGF-like 14. 0GCCTCGGCAGCCCCCGGGGCA0.692

+ 2 246PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Frame_Shift_Del_p.P4fs|PHF1_uc010jux.2_5'UTRNM_024165 NP_077084 O43189 PHF1_HUMAN 0AATGGCGCAGCCCCCCCGGCT0.557

+ 14 2112 NM_001371 NP_001362 21AGAAAGATGACCCCCCTCTTG0.383

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTACGTCGCCTTTTTTCCTGT0.493

+ 26 3021_3022MYO6_uc003pig.1_Frame_Shift_Ins_p.Q914fs|MYO6_uc003pii.1_Frame_Shift_Ins_p.Q914fsNM_004999 NP_004990 Q9UM54 MYO6_HUMAN Potential. 2GTGCATTACAGAAAAAAAAACA0.381

- 8 1307_1309GABRR1_uc011dzv.1_In_Frame_Del_p.F261delNM_002042 NP_002033 P24046 GBRR1_HUMANHelical; (Probable). 1AGTTTGGAGCAAGAAGAAGAAGA0.522

+ 1 570_572 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Ser. 0 ATGTCCACTGcctcctcctcctc0.527

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

- 2 698HIPK2_uc003vvd.3_Frame_Shift_Del_p.N175fsNM_022740 NP_073577 Q9H2X6 HIPK2_HUMANTranscriptional corepression (By similarity). 7GGAGCCGCTGTTTTTGGAGGT0.577

+ 3 293 SSPO_uc010lpl.1_IntronNM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. 0TGCCCAGGCTGGGGGGGCGCC0.622

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498



- 11 1327STAU2_uc011lfg.1_Frame_Shift_Del_p.N192fs|STAU2_uc003xzn.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfh.1_Frame_Shift_Del_p.N260fs|STAU2_uc003xzo.2_Frame_Shift_Del_p.N364fs|STAU2_uc003xzp.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfi.1_Frame_Shift_Del_p.N326fs|STAU2_uc003xzq.2_Frame_Shift_Del_p.N144fs|STAU2_uc010lzk.2_Frame_Shift_Del_p.N332fs|STAU2_uc010lzl.1_Frame_Shift_Del_p.N192fsNM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0TTCTGCAGCATTTTTTTTGGC0.328

+ 12 1710_1711ESRP1_uc003ygr.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygs.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygt.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygu.3_Frame_Shift_Ins_p.H509fs|ESRP1_uc003ygv.2_Frame_Shift_Ins_p.H349fs|ESRP1_uc003ygw.2_Frame_Shift_Ins_p.H349fsNM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. 4AGAAGTGTCATAAAAAAAACAT0.436

+ 7 2374KANK1_uc003zgm.2_Frame_Shift_Del_p.V575fs|KANK1_uc003zgn.1_Frame_Shift_Del_p.V575fs|KANK1_uc003zgo.1_Frame_Shift_Del_p.V575fs|KANK1_uc003zgp.1_Frame_Shift_Del_p.V575fs|KANK1_uc003zgq.2_Frame_Shift_Del_p.V417fs|KANK1_uc003zgr.1_Frame_Shift_Del_p.V417fs|KANK1_uc003zgs.1_Frame_Shift_Del_p.V417fsNM_015158 NP_055973 Q14678 KANK1_HUMAN 4AGGAGAGGGTGGAAATGCATG0.498

- 5 410 NM_004669 NP_004660 O95833 CLIC3_HUMANGST C-terminal. 0GCTGCTGGTACAGGGCTAGGG0.771

- 6 1226_1227 NM_005044 NP_005035 P51817 PRKX_HUMANProtein kinase. 3CATGTTTCCTAATCGCCTTGTT0.426

+ 11 1419MSL3_uc004cux.2_Frame_Shift_Del_p.Y379fs|MSL3_uc011mig.1_Frame_Shift_Del_p.Y289fs|MSL3_uc011mih.1_Frame_Shift_Del_p.Y426fs|MSL3_uc004cuy.2_Frame_Shift_Del_p.Y272fsNM_078629 NP_523353 Q8N5Y2 MS3L1_HUMAN 1CTGACAATTACCCCCCAGGTG0.458

+ 1 1125 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3CCAGCTGCCTCCCGAGGCTGG0.632

- 14 1420BTK_uc004ehf.2_Intron|BTK_uc010nnh.2_Intron|BTK_uc010nni.2_Intron|BTK_uc004ehe.2_RNA|BTK_uc010nnj.2_RNA|BTK_uc010nnk.2_Intron|BTK_uc010nnl.2_5'UTR|BTK_uc010nnm.2_5'UTR|BTK_uc010nnn.2_Intron|BTK_uc010nno.2_Frame_Shift_Del_p.G443fs|BTK_uc004ehh.1_RNA|BTK_uc004ehi.2_Frame_Shift_Del_p.G409fsNM_000061 NP_000052 Q06187 BTK_HUMANProtein kinase.|ATP (By similarity). 6ATTGTCCAGTCCCCAGCTCCT0.438

- 5 1312IL1RAPL2_uc004elz.1_Intron|TEX13A_uc004emb.2_3'UTRNM_031274 NP_112564 Q9BXU3 TX13A_HUMANRanBP2-type. 2AGATTCCCTTCCCACAGTCGA0.478

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACATTCACCTGGGGGGGTGCA0.532

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

+ 4 2131_2133MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTCAGAGTCCTCTTCAGGGGGAG0.571

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 TACCTCATCATTTTTTTTGTT0.239

+ 10 1280_1282TP73_uc001akq.2_In_Frame_Del_p.Q394del|TP73_uc010nzj.1_In_Frame_Del_p.Q345del|TP73_uc001akr.2_In_Frame_Del_p.Q345del|TP73_uc009vlk.1_In_Frame_Del_p.Q345del|TP73_uc001aks.2_In_Frame_Del_p.Q345del|TP73_uc010nzk.1_In_Frame_Del_p.Q323del|TP73_uc010nzl.1_5'UTRNM_005427 NP_005418 O15350 P73_HUMAN Poly-Gln. 2ACTCCTATCGGCAGCAGCAGCAG0.606

- 4 1104ERRFI1_uc001apa.1_Frame_Shift_Del_p.P210fsNM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1TGGGAACTCTGGGGGGAACCT0.478

- 23 3755EIF4G3_uc010odi.1_Frame_Shift_Del_p.E771fs|EIF4G3_uc010odj.1_Frame_Shift_Del_p.E1166fs|EIF4G3_uc009vpz.2_Frame_Shift_Del_p.E887fs|EIF4G3_uc001bed.2_Frame_Shift_Del_p.E1167fs|EIF4G3_uc001bef.2_Frame_Shift_Del_p.E1203fs|EIF4G3_uc001bee.2_Frame_Shift_Del_p.E1173fsNM_003760 NP_003751 O43432 IF4G3_HUMAN 1CGCTGCTCTTCTTGAGACTGA0.522

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

- 1 1028 NM_000864 NP_000855 P28221 5HT1D_HUMANHelical; Name=4; (By similarity). 0CCAGAAGAGCGGGGGGATGGA0.597

+ 4 449_450RPS6KA1_uc010ofe.1_Frame_Shift_Del_p.L4fs|RPS6KA1_uc010off.1_Frame_Shift_Del_p.L80fs|RPS6KA1_uc001bms.1_Frame_Shift_Del_p.L105fs|RPS6KA1_uc009vsl.1_5'UTRNM_002953 NP_002944 Q15418 KS6A1_HUMANProtein kinase 1. 1TATGAAGGTGCTGAAGAAGGCA0.599

+ 7 1951ZSCAN20_uc009vui.2_Frame_Shift_Del_p.A594fsNM_145238 NP_660281 P17040 ZSC20_HUMAN 4CAGAGTAGTGCTGAGACTGAT0.582

+ 5 713NBPF10_uc001emp.3_Intron|PIAS3_uc010oyy.1_Frame_Shift_Del_p.P199fs|PIAS3_uc001eod.1_5'FlankNM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1AGATTATTTTCCCCCCAACCT0.463

- 1 185MCL1_uc010pch.1_Intron|MCL1_uc001eva.2_Frame_Shift_Del_p.A19fsNM_021960 NP_068779 Q07820 MCL1_HUMAN 0CCCAAGCCGGCCCCCCCACAG0.682

- 2 1111_1113TCHH_uc009wne.1_In_Frame_Del_p.E371delNM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-5.5 gctcgcgcctctcctcctcctgc 0 rs71757496

- 3 11637_11638 NM_002016 NP_002007 P20930 FILA_HUMANFilaggrin 23.|Ser-rich. 16GCCTCACTGTCACTGTCCTGGC0.574

+ 14 1756UBAP2L_uc009wot.2_Frame_Shift_Del_p.S530fs|UBAP2L_uc010pek.1_Frame_Shift_Del_p.S522fs|UBAP2L_uc010pel.1_Frame_Shift_Del_p.S540fs|UBAP2L_uc010pen.1_Frame_Shift_Del_p.S444fsNM_014847 NP_055662 Q14157 UBP2L_HUMAN 2CCTGTCCTTTCTGATTATGAG0.532

- 7 811CCT3_uc001fom.1_Frame_Shift_Del_p.K196fs|CCT3_uc001fon.1_Frame_Shift_Del_p.K159fs|CCT3_uc010phj.1_Frame_Shift_Del_p.K151fs|CCT3_uc010phk.1_Frame_Shift_Del_p.K151fs|CCT3_uc010phl.1_Frame_Shift_Del_p.K151fsNM_005998 NP_005989 P49368 TCPG_HUMAN 2 CTCTTGCATATTTTTTTATGT0.393

- 11 2418FCRL5_uc009wsm.2_Frame_Shift_Del_p.L754fsNM_031281 NP_112571 Q96RD9 FCRL5_HUMANExtracellular (Potential).|Ig-like C2-type 8. 6CTGAGGGTGAGGACCGGGCGA0.512

- 7 805CCDC19_uc009wtb.2_RNA|CCDC19_uc001fuj.2_RNA|CCDC19_uc001fuk.2_Frame_Shift_Del_p.E178fs|CCDC19_uc001ful.2_Frame_Shift_Del_p.E178fs|CCDC19_uc009wtc.1_Frame_Shift_Del_p.E249fsNM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1TCCATCTGTTCCACAATTTGC0.542

- 1 507 NM_172000 NP_741997 Q5T9Z0 TEDM1_HUMAN 2ACGTGCAGCTCCACCCCTTCT0.522

+ 21 3318HMCN1_uc001grr.1_Frame_Shift_Del_p.A371fsNM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 7. 23AAGTTTTCAGCAGGAGCTGAT0.453

+ 8 1331_1332CD55_uc001hfp.3_Frame_Shift_Del_p.N346fs|CD55_uc001hfr.3_Frame_Shift_Del_p.N346fs|CD55_uc010psf.1_RNA|CD55_uc009xcf.2_Frame_Shift_Del_p.N282fs|CD55_uc009xce.2_Frame_Shift_Del_p.N346fs|CD55_uc009xcg.2_Frame_Shift_Del_p.N88fsNM_000574 NP_000565 P08174 DAF_HUMAN Ser/Thr-rich. 1ACAACCCCAAATAAAGGAAGTG0.421

- 3 2320 NM_002221 NP_002212 P27987 IP3KB_HUMAN 5AGGACATGACGAAGGGAGACC0.468

- 10 1052TTC13_uc009xfi.2_Frame_Shift_Del_p.Q288fs|TTC13_uc009xfj.2_RNA|TTC13_uc001hug.3_Frame_Shift_Del_p.Q288fs|TTC13_uc009xfk.1_Frame_Shift_Del_p.Q231fsNM_024525 NP_078801 Q8NBP0 TTC13_HUMAN TPR 5. 2AGTGCCTTTTGAAAGCTCTCA0.423

- 1 63_65TTC13_uc009xfi.2_In_Frame_Del_p.C11del|TTC13_uc009xfj.2_RNA|TTC13_uc001hug.3_In_Frame_Del_p.C11del|TTC13_uc009xfk.1_In_Frame_Del_p.C11del|ARV1_uc009xfl.1_5'Flank|ARV1_uc001huh.2_5'FlankNM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2CCGCCCcagaagcagcagcagca0.557

+ 3 1545RPP38_uc009xjm.2_Frame_Shift_Del_p.K278fs|RPP38_uc001inx.3_Frame_Shift_Del_p.K278fsNM_183005 NP_892117 P78345 RPP38_HUMAN 1ACCCAAAAGTAAAAAAGCTAC0.358

+ 6 1209 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1TGCAGAGTGTCCCCCTGTACC0.647

+ 12 2642SLK_uc001kxp.1_Frame_Shift_Del_p.K870fsNM_014720 NP_055535 Q9H2G2 SLK_HUMAN Potential. 8TTTACAGAGTAAAAAGCGACA0.348

- 11 1772APBB1_uc001mcz.1_Splice_Site_p.G177_splice|APBB1_uc001mdd.3_Splice_Site_p.G336_splice|APBB1_uc001mda.2_Splice_Site_p.G83_splice|APBB1_uc001mdc.1_Splice_Site_p.G556_splice|APBB1_uc010rab.1_Splice_Site_p.G83_spliceNM_001164 NP_001155 O00213 APBB1_HUMAN 2GACACACATACCAACAGGTTT0.483

- 17 2371PLEKHA7_uc010rcu.1_Frame_Shift_Del_p.E786fs|PLEKHA7_uc010rcv.1_Frame_Shift_Del_p.E360fs|PLEKHA7_uc001mmn.2_Frame_Shift_Del_p.E494fsNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN Potential. 3TTCAGCTGTTCCACATCATTC0.458

+ 3 514TMEM132A_uc001nqi.2_Frame_Shift_Del_p.V107fs|TMEM132A_uc001nqk.2_Frame_Shift_Del_p.V120fs|TMEM132A_uc001nql.1_Frame_Shift_Del_p.V120fsNM_178031 NP_821174 Q24JP5 T132A_HUMANExtracellular (Potential). 1TCCAGGTGGTCCCCCCTCGAG0.587

- 5 6102AHNAK_uc001ntk.1_IntronNM_001620 NP_001611 Q09666 AHNK_HUMAN 19CTTTGACTTTGGGGCCTTTCA0.502

- 3 1341MRGPRF_uc001oop.3_Frame_Shift_Del_p.G325fsNM_001098515 NP_001091985 Q96AM1 MRGRF_HUMANCytoplasmic (Potential). 0GGGCGTGCTGCCCCCGGCCTC0.716

- 9 1311_1312CHRDL2_uc001ovg.2_Frame_Shift_Del_p.R237fs|CHRDL2_uc001ovh.2_Frame_Shift_Del_p.R353fs|CHRDL2_uc001ovj.1_RNA|CHRDL2_uc001ovk.1_Frame_Shift_Del_p.R288fsQ6WN34 CRDL2_HUMAN 0CCAGGGCAAAGCGACGCAGGTT0.614

+ 66 10279DYNC2H1_uc001phn.1_Frame_Shift_Del_p.I3386fs|DYNC2H1_uc009yxe.1_IntronNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANAAA 5 (By similarity). 0AAATCCTTTTATTCCACCGGA0.358

- 13 1569TREH_uc009zaj.1_Frame_Shift_Del_p.Q477fs|TREH_uc001ptz.1_Frame_Shift_Del_p.Q385fsNM_007180 NP_009111 O43280 TREA_HUMAN 1TGGCTGACTTCTGCGAGTAGA0.607

+ 6 1157 NM_032873 NP_116262 Q8TF42 UBS3B_HUMAN SH3. 1TACCCCTATACCCCACAAAAT0.552 rs141920402

- 3 350PARP11_uc001qml.2_Frame_Shift_Del_p.R106fs|PARP11_uc009zef.2_RNA|PARP11_uc001qmm.2_Frame_Shift_Del_p.R25fs|PARP11_uc001qmn.2_Frame_Shift_Del_p.R25fsNM_020367 NP_065100 Q9NR21 PAR11_HUMAN WWE. 2AAGGGGGCTCTTTTTATTAAG0.343



+ 11 1217DYRK4_uc009zeh.1_Frame_Shift_Del_p.K468fs|DYRK4_uc001qmy.1_Frame_Shift_Del_p.K353fs|DYRK4_uc001qmz.1_Frame_Shift_Del_p.K67fs|DYRK4_uc001qna.1_5'UTR|DYRK4_uc010ser.1_5'UTRNM_003845 NP_003836 Q9NR20 DYRK4_HUMANProtein kinase. 3CAACAGGGGGAAAAAAAGATA0.398

+ 2 413_414LRRC23_uc001qrn.1_Frame_Shift_Del_p.L7fs|LRRC23_uc009zfg.2_Intron|LRRC23_uc001qrp.2_Frame_Shift_Del_p.L7fs|LRRC23_uc001qrq.2_Frame_Shift_Del_p.L7fs|LRRC23_uc001qrr.2_5'UTR|LRRC23_uc001qrs.2_5'UTR|LRRC23_uc009zfh.2_Frame_Shift_Del_p.L7fsNM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN 1AAGATGATCTAGAAGACTCTGA0.322

+ 5 882 ETV6_uc001raa.1_5'UTRNM_001987 NP_001978 P41212 ETV6_HUMAN 250CCCCTCCGGTCCCCCCTGGAC0.632

+ 18 1962_1963PPFIBP1_uc010sjr.1_Frame_Shift_Del_p.F360fs|PPFIBP1_uc001rib.1_Frame_Shift_Del_p.F512fs|PPFIBP1_uc001ria.2_Frame_Shift_Del_p.F498fs|PPFIBP1_uc001rid.1_Frame_Shift_Del_p.F376fs|PPFIBP1_uc001rif.1_5'FlankNM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5TGGCCGGGGCTTTTTTAAAATC0.495

- 9 944SMARCC2_uc001skd.2_Frame_Shift_Del_p.E280fs|SMARCC2_uc001ska.2_Frame_Shift_Del_p.E280fs|SMARCC2_uc001skc.2_Frame_Shift_Del_p.E280fs|SMARCC2_uc010sqf.1_Frame_Shift_Del_p.E169fsNM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6TTTGTCACCTCATCTGTCAGT0.433

- 2 164_166STAT2_uc001sld.2_In_Frame_Del_p.V29del|STAT2_uc010sqn.1_In_Frame_Del_p.V29delNM_005419 NP_005410 P52630 STAT2_HUMAN 3TGTCGAATGTCCACAGGCAGGAG0.542

- 1 323_325 NM_139283 NP_644812 Q8NI37 PPTC7_HUMAN Gly-rich. 0AGTCCGTAGTcgccgccgccgcc0.611

- 18 2045_2046NAA25_uc001ttn.3_RNA|NAA25_uc009zvz.1_Frame_Shift_Del_p.H647fs|NAA25_uc009zwa.1_Frame_Shift_Del_p.H675fsNM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3GAAAGTTTCTTATGTTCTTCAG0.356

- 3 558_559COQ5_uc001tyo.2_Frame_Shift_Del_p.G99fs|COQ5_uc010szj.1_IntronNM_032314 NP_115690 Q5HYK3 COQ5_HUMAN 1TTTCTGCTTTCCAACCTTTAGC0.46

+ 4 502P2RX7_uc001tzn.2_Frame_Shift_Del_p.K46fs|P2RX7_uc001tzo.2_RNA|P2RX7_uc001tzp.2_Intron|P2RX7_uc001tzq.2_5'UTRNM_002562 NP_002553 Q99572 P2RX7_HUMAN 5CCGAGGTTGTAAAAAGGGATG0.522

- 4 841CDK2AP1_uc001uep.2_RNANM_004642 NP_004633 O14519 CDKA1_HUMAN 0TCCGTTTCTGCCAAGCACTCC0.498

+ 6 2495_2496ZNF664_uc001uga.2_Frame_Shift_Ins_p.T222fs|ZNF664_uc001ugb.2_Frame_Shift_Ins_p.T222fsNM_152437 NP_689650 Q8N3J9 ZN664_HUMAN 0AGAGTCCACACAGGAGAGAAAC0.515

+ 2 812_813IL25_uc001wjq.2_Frame_Shift_Del_p.C152fs|CMTM5_uc001wjs.2_5'Flank|CMTM5_uc001wjt.2_5'Flank|CMTM5_uc010akm.2_5'Flank|CMTM5_uc010akn.2_5'Flank|CMTM5_uc001wju.2_5'Flank|CMTM5_uc010ako.2_5'FlankNM_022789 NP_073626 Q9H293 IL25_HUMAN 1TTCCTTAGCTTGTGTGTGTGTG0.604

- 1 173ZFP36L1_uc001xki.1_Frame_Shift_Del_p.E15fsNM_004926 NP_004917 Q07352 TISB_HUMAN 1CATAAAACTTCGCTCAAGTCG0.532

+ 21 3242PAPLN_uc001xnw.3_Frame_Shift_Del_p.G1000fs|PAPLN_uc010arl.2_RNA|PAPLN_uc010ttw.1_RNA|PAPLN_uc010tty.1_Frame_Shift_Del_p.G1011fs|PAPLN_uc010arm.2_Frame_Shift_Del_p.G226fs|PAPLN_uc010arn.2_Frame_Shift_Del_p.G227fsNM_173462 NP_775733 O95428 PPN_HUMAN 3GGGGGCTGCTGGGCCCCTGGG0.667

- 8 1077_1078NEK9_uc001xrk.2_5'UTRNM_033116 NP_149107 Q8TD19 NEK9_HUMANProtein kinase. 5TGCGTTTCCTGAGAAGAGGGCG0.396

- 2 865KLC1_uc010tyd.1_5'Flank|BAG5_uc001ynh.1_Frame_Shift_Del_p.E252fs|BAG5_uc001ynj.1_Frame_Shift_Del_p.E211fs|C14orf153_uc001ynl.3_5'Flank|C14orf153_uc010tyc.1_5'FlankNM_004873 NP_004864 Q9UL15 BAG5_HUMAN BAG 3. 2CTGCAGGTCTCATTGTTGTTC0.527

+ 7 1741_1742C15orf55_uc010ucc.1_Frame_Shift_Del_p.S557fs|C15orf55_uc010ucd.1_Frame_Shift_Del_p.S547fsNM_175741 NP_786883 Q86Y26 NUT_HUMAN 30GTTTCTTCTTCAGGAAAACGGG0.604

- 13 1716WDR72_uc010bfi.1_Frame_Shift_Del_p.F558fsNM_182758 NP_877435 Q3MJ13 WDR72_HUMAN WD 8. 2TCCTCACAGGAAAAAGGTGCT0.463

- 2 158_159ALG1_uc002cyj.2_5'Flank|NAGPA_uc002cyf.2_5'UTR|NAGPA_uc002cyh.2_RNA|NAGPA_uc002cyi.2_5'UTR|NAGPA_uc010uxx.1_Frame_Shift_Del_p.R46fsNM_016256 NP_057340 Q9UK23 NAGPA_HUMANLumenal (Potential). 0CCCGGGGGAGGCGCGCGCGCGC0.767

+ 12 1765_1766TMC7_uc002dfp.2_Frame_Shift_Del_p.L545fs|TMC7_uc010vap.1_Frame_Shift_Del_p.L435fsNM_024847 NP_079123 Q7Z402 TMC7_HUMANExtracellular (Potential). 3ATAACGTCCTGGGGATAGTTTA0.49

+ 24 4368 NM_015202 NP_056017 O60303 K0556_HUMAN 8TGAACTCCCTGGAGGGTGTGG0.627

+ 1 694ARMC5_uc010vfn.1_Frame_Shift_Del_p.A150fs|ARMC5_uc010vfo.1_Frame_Shift_Del_p.A87fs|ARMC5_uc002eca.3_Frame_Shift_Del_p.A55fs|ARMC5_uc010vfp.1_Frame_Shift_Del_p.A55fs|ARMC5_uc002ecb.2_Frame_Shift_Del_p.A55fsNM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN 1TCAAGGCAGCGGGGGGAATCG0.746

- 2 214_215SALL1_uc010vgr.1_5'UTR|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8CAGTTCTTCTTGTGGAGCAGAA0.485

+ 3 466_467TCF25_uc002fpc.2_5'UTRNM_014972 NP_055787 Q9BQ70 TCF25_HUMAN 0TCCGGAAGAAGAAAAAAAAACA0.406

+ 15 1616PLD2_uc010vsj.1_Frame_Shift_Del_p.F362fs|PLD2_uc002fzd.2_Frame_Shift_Del_p.F505fsNM_002663 NP_002654 O14939 PLD2_HUMAN Catalytic. 5ACCAATTCTTCTGGCTGGGCA0.617

+ 6 794SHBG_uc010cmo.2_Frame_Shift_Del_p.L140fs|SHBG_uc010cmp.2_Intron|SHBG_uc010cmq.2_Frame_Shift_Del_p.L140fs|SHBG_uc010cmr.2_Intron|SHBG_uc010cms.2_Intron|SHBG_uc010cmt.2_Frame_Shift_Del_p.L194fs|SHBG_uc010cmu.2_Frame_Shift_Del_p.L194fs|SHBG_uc010cmz.2_Intron|SHBG_uc010cmv.2_Frame_Shift_Del_p.L140fs|SHBG_uc010cmw.2_Intron|SHBG_uc010cmx.2_Intron|SHBG_uc010cmy.2_Frame_Shift_Del_p.L194fs|SHBG_uc002gid.3_Frame_Shift_Del_p.L194fs|SHBG_uc010cnd.2_Intron|SHBG_uc010cna.2_Intron|SHBG_uc010vue.1_Frame_Shift_Del_p.L234fs|SHBG_uc010vuf.1_Frame_Shift_Del_p.L252fs|SHBG_uc010cnb.2_Intron|SHBG_uc010cnc.2_Frame_Shift_Del_p.L198fsNM_001040 NP_001031 P04278 SHBG_HUMANLaminin G-like 2.p.0?(1)|p.?(1) 0CCTTCTCTTTGGACCTGGGAC0.567

+ 54 8561_8562 NM_020877 NP_065928 Q9P225 DYH2_HUMANAAA 4 (By similarity). 13ACAAGCCTGATGAATTTGAAGA0.51

- 27 3596_3597 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11TCCCGCTTCTTGTTCAATTCCA0.589

- 23 2989_2990uc002gml.1_Intron|MYH2_uc002gmp.3_Frame_Shift_Del_p.S954fs|MYH2_uc010coj.2_IntronNM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14TCTTGAGTTCTGAACATTCATC0.436

- 33 4838 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7AGTTCCTCTTCAGCTGCTCGA0.502

- 8 974PIGS_uc002hbn.2_5'Flank|PIGS_uc002hbo.2_5'Flank|PIGS_uc010wap.1_5'Flank|ALDOC_uc010cro.2_Frame_Shift_Del_p.E249fsNM_005165 NP_005156 P09972 ALDOC_HUMAN 1GCCTCTTCTTCGCTCTGACCC0.572

- 4 1109_1110SEZ6_uc002hdm.2_RNA|SEZ6_uc010cry.1_Frame_Shift_Ins_p.G305fs|SEZ6_uc002hdq.1_Frame_Shift_Ins_p.G180fs|SEZ6_uc010crz.1_Frame_Shift_Ins_p.G305fsNM_178860 NP_849191 Q53EL9 SEZ6_HUMANExtracellular (Potential). 2AGTGGGTCAGGCCCCCCCAGGC0.614

- 6 1221 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN Rod.|Coil 2. 2ATCTCCTCCTATAAGGAGACA0.468

+ 16 2610CNTNAP1_uc010wgs.1_RNANM_003632 NP_003623 P78357 CNTP1_HUMANExtracellular (Potential). 8CACTACGCTTCCCCCCAATCC0.567

- 5 632AARSD1_uc002icd.2_Frame_Shift_Del_p.I77fs|AARSD1_uc002ice.2_Frame_Shift_Del_p.I77fs|AARSD1_uc010whg.1_Frame_Shift_Del_p.I138fs|AARSD1_uc002icg.2_RNA|AARSD1_uc002ich.2_Frame_Shift_Del_p.I100fs|AARSD1_uc010whh.1_Intron|RUNDC1_uc002ici.1_5'Flank|RUNDC1_uc010whi.1_5'FlankNM_025267 NP_079543 Q9BTE6 AASD1_HUMAN 0CACCCACCTTGATATCCTCCT0.512

+ 4 312HEXIM2_uc010daf.1_Frame_Shift_Del_p.G47fs|HEXIM2_uc002iii.1_Frame_Shift_Del_p.G25fs|HEXIM2_uc002iij.1_Frame_Shift_Del_p.G25fs|uc002iik.1_RNANM_144608 NP_653209 Q96MH2 HEXI2_HUMAN 0TTAGACCTCTGGTGCCCCGGG0.587

+ 5 1488NFE2L1_uc002ina.3_Frame_Shift_Del_p.I249fs|NFE2L1_uc002inb.3_Frame_Shift_Del_p.I249fs|NFE2L1_uc010wle.1_Frame_Shift_Del_p.I91fs|NFE2L1_uc010wlf.1_Frame_Shift_Del_p.I123fsNM_003204 NP_003195 Q14494 NF2L1_HUMANAsp/Glu-rich (acidic). 1TTTCCAGCATAACAGAAGCAG0.493

- 4 643_644 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2GCTCTTCACTGAGAAGGTATAC0.361

- 10 1809_1811UBE2O_uc002jrn.3_In_Frame_Del_p.N582del|UBE2O_uc002jrl.3_In_Frame_Del_p.N185delNM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5GGCAGAACTCGTTGTTGTCCAGG0.611

- 16 2567FASN_uc002kdw.1_Frame_Shift_Del_p.P33fsNM_004104 NP_004095 P49327 FAS_HUMANAcyl and malonyl transferases (By similarity). 1CTCCACAGGTGGGAACAAGGC0.657

+ 13 2103DSG1_uc010xbp.1_Splice_SiteNM_001942 NP_001933 Q02413 DSG1_HUMAN 7ACAACTCAGGTAAGAAAAAAG0.284

- 1 976ZBTB7C_uc002ldb.2_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dnu.2_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010dnv.2_Frame_Shift_Del_p.G342fs|ZBTB7C_uc010dnw.2_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dnx.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dny.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dnz.1_Frame_Shift_Del_p.G342fs|ZBTB7C_uc010dob.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010doc.1_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010dod.1_Frame_Shift_Del_p.G342fs|ZBTB7C_uc010doe.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dof.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dog.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010doh.1_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010doi.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010doj.1_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010dok.1_Frame_Shift_Del_p.G369fs|ZBTB7C_uc010dol.1_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010doa.1_Frame_Shift_Del_p.G342fs|ZBTB7C_uc010don.1_Frame_Shift_Del_p.G328fs|ZBTB7C_uc010doo.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010dop.1_Frame_Shift_Del_p.G320fs|ZBTB7C_uc010doq.1_Frame_Shift_Del_p.G329fs|ZBTB7C_uc010dor.1_Frame_Shift_Del_p !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN Pro-rich. 1GTCCCAGAGGCCCCCCCGGCA0.627 rs113275715

+ 33 7140SPTBN4_uc002onz.2_Frame_Shift_Del_p.P2352fs|SPTBN4_uc010egx.2_Frame_Shift_Del_p.P1095fsNM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5ACGCGAGCTTCCCCCAGGTCG0.488

+ 14 2665_2666CYP2F1_uc010xvw.1_Intron|HNRNPUL1_uc002opz.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc002oqa.3_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010ehm.2_Intron|HNRNPUL1_uc002oqc.3_Frame_Shift_Ins_p.Y688fs|HNRNPUL1_uc002oqe.3_Frame_Shift_Ins_p.Y101fs|HNRNPUL1_uc002oqd.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehn.2_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010eho.2_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010xvy.1_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehp.2_Intron|HNRNPUL1_uc002oqf.3_Frame_Shift_Ins_p.Y326fsNM_007040 NP_008971 Q9BUJ2 HNRL1_HUMANTyr-rich.|Pro-rich.|Necessary for interaction with TP53.2ACGGCGGTTACAACCCGGCCCC0.629

+ 16 2323_2325CNOT3_uc010yel.1_In_Frame_Del_p.F673del|CNOT3_uc002qdi.2_In_Frame_Del_p.S587del|CNOT3_uc002qdk.1_In_Frame_Del_p.F673del|CNOT3_uc010ere.1_RNA|CNOT3_uc002qdl.2_In_Frame_Del_p.F128delNM_014516 NP_055331 O75175 CNOT3_HUMAN 3ACCGAGACACTCTTCTTCATCTT0.69

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458



- 2 269_270TMEM18_uc002qwk.2_RNA|uc002qwm.1_5'FlankNM_152834 NP_690047 Q96B42 TMM18_HUMANHelical; (Potential). 1TTACTCACCTAGACACAGAAAG0.48

+ 3 545 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN 3TCTCCCTTTTAGAAGAGAAGCC0.48

- 11 2105_2107GTF2A1L_uc002rwt.2_IntronNM_000233 NP_000224 P22888 LSHR_HUMANCytoplasmic (Potential). 8ATGTGGACAACTTCAAGGTGGAT0.409

+ 1 1649SEPT10_uc010ywu.1_5'Flank|SEPT10_uc002tew.2_5'Flank|SEPT10_uc002tex.2_5'Flank|SEPT10_uc002tey.2_5'Flank|SEPT10_uc010ywv.1_5'FlankNM_023016 NP_075392 Q53LP3 ANR57_HUMAN 0CTGGAGGGCAGGGGGGAGGAG0.517

+ 12 2021GLI2_uc002tmq.1_Frame_Shift_Del_p.C336fs|GLI2_uc002tmr.1_Frame_Shift_Del_p.C319fs|GLI2_uc002tmt.3_Frame_Shift_Del_p.C336fs|GLI2_uc002tmu.3_Frame_Shift_Del_p.C319fs|GLI2_uc002tmw.1_Frame_Shift_Del_p.C647fsNM_005270 NP_005261 P10070 GLI2_HUMAN 13CAGTCGTCCTGCAGCAGCGAG0.662

- 9 1835_1836GPR155_uc002uiu.2_Frame_Shift_Del_p.G482fs|GPR155_uc002uiv.2_Frame_Shift_Del_p.G482fs|GPR155_uc010fqs.2_Frame_Shift_Del_p.G454fsNM_001033045 NP_001028217 Q7Z3F1 GP155_HUMANHelical; (Potential). 1TATGATTATTCCAACAGGAATT0.366

- 4 1604_1605PDE11A_uc002ulr.2_Frame_Shift_Del_p.E179fs|PDE11A_uc002uls.1_Frame_Shift_Del_p.E71fs|PDE11A_uc002ult.1_Frame_Shift_Del_p.E179fs|PDE11A_uc002ulu.1_Frame_Shift_Del_p.E71fsNM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 2. 4ATTCGATGTCCTCTAGGAGTAA0.347

+ 48 3839 NM_000090 NP_000081 P02461 CO3A1_HUMANFibrillar collagen NC1. 13CTCAAGTCTGTTAATGGACAA0.423

+ 10 1952CASP10_uc002uxm.1_Frame_Shift_Del_p.P469fsNM_032974 NP_116756 Q92851 CASPA_HUMAN 6GACACCTCGACCCCCCATGCG0.572

+ 46 7217NBEAL1_uc002uzs.3_IntronNM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2CAGAAGCCAACCAAAATAGAC0.333

- 4 763_764FN1_uc002vfb.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfc.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfd.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfe.2_Frame_Shift_Del_p.E166fs|FN1_uc002vff.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfg.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfh.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfi.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfj.2_Frame_Shift_Del_p.E166fs|FN1_uc002vfl.2_Frame_Shift_Del_p.E166fsNM_212482 NP_997647 P02751 FINC_HUMANFibrin- and heparin-binding 1.|Fibronectin type-I 3. 13GACACACACACTCTAACATGTA0.49

+ 1 602_603 NM_001927 NP_001918 P17661 DESM_HUMAN Rod.|Coil 1B. 2TCACTAACCAGCGCGCGCGCGT0.693 rs60538473

- 2 256DEFB119_uc002wvs.2_3'UTRNM_153289 NP_695021 Q8N690 DB119_HUMAN 0CAATAGAGGTAGGGCTGTTCG0.443

- 13 1134 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1AGCCTGGGTTCCCCCAGTTGC0.587

- 3 2376_2377ZHX3_uc002xjq.1_Intron|ZHX3_uc002xjr.1_Frame_Shift_Ins_p.K666fs|ZHX3_uc002xjt.1_Frame_Shift_Ins_p.K666fs|ZHX3_uc002xju.1_Frame_Shift_Ins_p.K666fs|ZHX3_uc002xjv.1_Frame_Shift_Ins_p.K666fs|ZHX3_uc002xjw.1_Frame_Shift_Ins_p.K666fs|ZHX3_uc010ggg.1_Frame_Shift_Ins_p.K666fsNM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 3. 3TCAGCATTCACTTTTTTCCGTC0.5

+ 5 759DBNDD2_uc002xnz.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xoa.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xob.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xoc.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xod.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xoe.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xof.2_Frame_Shift_Del_p.T88fs|DBNDD2_uc002xog.2_Frame_Shift_Del_p.T88fsNM_001048225 NP_001041690 0CCTCCACCAACCCCCCAGTCG0.562

+ 4 1167SNX21_uc002xps.1_Intron|SNX21_uc002xpt.1_3'UTR|SNX21_uc002xpu.1_3'UTR|SNX21_uc002xpw.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpx.2_Frame_Shift_Del_p.P350fs|SNX21_uc010zxd.1_3'UTR|SNX21_uc002xpy.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpz.1_Frame_Shift_Del_p.P171fsNM_033421 NP_219489 Q969T3 SNX21_HUMAN 2CCCCACACCACCCCCCAGTCT0.617

+ 14 1882_1883 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1GGACAAGATTACAGCCAAGCAC0.594

- 21 3374_3376MICAL3_uc011agl.1_In_Frame_Del_p.E1007delNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 ctcgtcatagtcctcctcctcct 0.33

- 8 995DGCR14_uc002zot.2_Frame_Shift_Del_p.E241fs|DGCR14_uc002zov.2_RNANM_022719 NP_073210 Q96DF8 DGC14_HUMAN 1TTCTCAACCTCCCCCCAGGTC0.597

+ 7 872GCAT_uc003aua.1_Frame_Shift_Del_p.L310fsNM_014291 NP_055106 O75600 KBL_HUMAN 0TGGTGTCCCTGCTGCGGCAGC0.657

- 3 292_294TMEM40_uc003bxh.1_In_Frame_Del_p.55_56SS>S|TMEM40_uc003bxi.1_Intron|TMEM40_uc011auv.1_In_Frame_Del_p.71_72SS>SNM_018306 NP_060776 Q8WWA1 TMM40_HUMAN Ser-rich. 0 tgaggaggaagaggaggaggagg0.256

- 23 2605ANKRD28_uc003cai.1_Frame_Shift_Del_p.S667fs|ANKRD28_uc011avz.1_Frame_Shift_Del_p.S667fs|ANKRD28_uc003cak.1_RNA|ANKRD28_uc011awa.1_IntronNM_015199 NP_056014 O15084 ANR28_HUMAN 1CCTTCCTTTTGAATCTGTGGC0.259

+ 1 158EXOG_uc010hhg.2_RNA|EXOG_uc011ayq.1_Frame_Shift_Del_p.V21fs|EXOG_uc003cij.2_5'UTR|EXOG_uc010hhd.2_5'UTR|EXOG_uc010hhe.2_5'UTR|EXOG_uc003cik.2_5'UTR|EXOG_uc010hhf.2_5'UTR|EXOG_uc003cii.2_5'UTRNM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0AGCGGCTTCGTGGCTGGGGCT0.657

- 3 337_338 NM_000094 NP_000085 Q02388 CO7A1_HUMANNonhelical region (NC1).|VWFA 1. 11TTGCCCCCCTTGTAGCTAAGCT0.614

+ 49 5198_5199 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0GGTACCAAGGCTCAGTCACCAA0.55 rs114813991

- 5 1184_1185 NM_000097 NP_000088 P36551 HEM6_HUMAN 0GGGGAATGTAAGAAGGAACTAC0.51

- 41 5882 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7CTGCCATACCTTTTTCCCAAA0.368

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANAGC-kinase C-terminal. 5TCTGAGGTTCGGGGGGTGGAA0.463

- 2 826MED12L_uc011bnz.1_Intron|MED12L_uc003eyp.2_IntronNM_176894 NP_795713 Q9BPV8 P2Y13_HUMANHelical; Name=6; (Potential). 4TGAAATGGAGCAAAACACACA0.353

+ 12 1339_1340AP2M1_uc003fmw.2_Frame_Shift_Del_p.F392fs|AP2M1_uc003fmx.2_Frame_Shift_Del_p.F322fs|AP2M1_uc003fmy.2_Frame_Shift_Del_p.F392fs|AP2M1_uc011bqy.1_Frame_Shift_Del_p.F264fs|ABCF3_uc003fmz.2_5'Flank|ABCF3_uc003fna.2_5'FlankNM_004068 NP_004059 Q96CW1 AP2M1_HUMAN MHD. 0AGGTGCCATTCGCGCCCTCTGG0.559

+ 14 2416FAM193A_uc010ick.2_Frame_Shift_Del_p.A889fs|FAM193A_uc003gfd.2_Frame_Shift_Del_p.A689fs|FAM193A_uc011bvm.1_Frame_Shift_Del_p.A711fs|FAM193A_uc011bvn.1_Frame_Shift_Del_p.A689fs|FAM193A_uc011bvo.1_RNA|FAM193A_uc010icm.2_RNA|FAM193A_uc003gfe.2_Frame_Shift_Del_p.A543fsNM_003704 NP_003695 P78312 F193A_HUMAN 3GCTCTCACCTGCCTCCACACC0.627

+ 10 1533_1534TBC1D14_uc003gjs.3_Frame_Shift_Ins_p.P485fs|TBC1D14_uc010idh.2_Frame_Shift_Ins_p.P205fs|TBC1D14_uc011bwh.1_Frame_Shift_Ins_p.P132fs|TBC1D14_uc003gju.3_IntronNM_001113361 NP_001106832 Q9P2M4 TBC14_HUMANRab-GAP TBC. 2TAGGGTGGTCCATATCATGACA0.416

- 1 457 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3ACAGCATCTGCAAAAACGATG0.383

- 1 122_124NAAA_uc003hja.2_In_Frame_Del_p.L20del|NAAA_uc003hjc.3_In_Frame_Del_p.L20del|NAAA_uc003hjd.3_RNA|NAAA_uc011cbq.1_5'Flank|NAAA_uc010iiz.1_In_Frame_Del_p.L20delNM_014435 NP_055250 Q02083 NAAA_HUMAN 1CGGCCCCGGCCAGCAGCAGCAGC0.764

- 3 2689_2691MAML3_uc011chd.1_IntronNM_018717 NP_061187 Q96JK9 MAML3_HUMAN Gln-rich. 1 GGAGGTGGCGgctgctgctgctg0.419

- 2 565FASTKD3_uc011cmp.1_Intron|FASTKD3_uc003jec.2_Intron|MTRR_uc010itn.1_5'Flank|MTRR_uc003jee.3_5'Flank|MTRR_uc003jed.2_5'Flank|MTRR_uc003jef.3_5'Flank|MTRR_uc003jeg.3_5'Flank|MTRR_uc010ito.2_5'FlankNM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4ATCACCATCCTTTTTTTCCAC0.418

+ 1 402 NM_031916 NP_114122 Q96C74 ROP1L_HUMAN 1GTCCGCGGGGTAAGCGCCCTTG0.683

- 6 1423SLC45A2_uc003jie.2_Frame_Shift_Del_p.N444fsNM_016180 NP_057264 Q9UMX9 S45A2_HUMANHelical; Name=10; (Potential). 3AGTAATGAGGTTAAAGGGCAC0.527

+ 11 1863BDP1_uc003kbn.1_Frame_Shift_Del_p.E534fs|BDP1_uc003kbo.2_Frame_Shift_Del_p.E534fsNM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2TGCCTCCACTGAAAAAGTTGA0.313

- 3 913JAKMIP2_uc011dbx.1_Frame_Shift_Del_p.D135fs|JAKMIP2_uc003lor.1_Frame_Shift_Del_p.D177fs|uc003lop.1_3'UTR|JAKMIP2_uc010jgo.1_Frame_Shift_Del_p.D177fsNM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2CCTTGATTTTATCTGCTTGGA0.517

- 13 1336DCTN4_uc003lsu.2_Frame_Shift_Del_p.E355fs|DCTN4_uc010jhi.2_Frame_Shift_Del_p.E419fsNM_016221 NP_057305 Q9UJW0 DCTN4_HUMAN 1ACTTCACCCTCCTCACGCTGT0.428 rs139876545

+ 11 2401LARP1_uc003lvo.2_Frame_Shift_Del_p.G581fs|LARP1_uc010jie.1_Frame_Shift_Del_p.G453fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CCGGCACCCAGGGGGGGACCG0.547

+ 19 2885WWC1_uc003lzv.2_Frame_Shift_Del_p.S931fs|WWC1_uc011den.1_Frame_Shift_Del_p.S931fs|WWC1_uc003lzw.2_Frame_Shift_Del_p.S730fs|WWC1_uc010jjf.1_Frame_Shift_Del_p.S203fsNM_015238 NP_056053 Q8IX03 KIBRA_HUMANInteraction with histone H3. 5AAGACCTTCTCCCCAGGACCC0.582

- 16 2462_2464FLT4_uc003mlz.3_In_Frame_Del_p.L795del|FLT4_uc003mmb.1_In_Frame_Del_p.L328delNM_002020 NP_002011 P35916 VGFR3_HUMANHelical; (Potential). 15TACAGAAGATGAGGAGGAGGAGG0.581

+ 1 669_670 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMANAla-rich.|Glu-rich. 0 gaagcggagagggcggcggcgg0.51

+ 51 7150_7151ITPR3_uc003oey.2_Frame_Shift_Del_p.Y398fsNM_002224 NP_002215 Q14573 ITPR3_HUMANExtracellular (Potential). 19CATCCGGGGCTATAAGGCCATG0.559



+ 4 612FTSJD2_uc010jwu.2_Frame_Shift_Del_p.S120fsNM_015050 NP_055865 Q8N1G2 MTR1_HUMAN G-patch. 5GTTGAGGCTTCCAGTCAGAAA0.527

- 6 706KIF6_uc010jxa.1_5'UTR|KIF6_uc011dua.1_Frame_Shift_Del_p.L204fs|KIF6_uc010jxb.1_Frame_Shift_Del_p.L204fsNM_145027 NP_659464 Q6ZMV9 KIF6_HUMAN Kinesin-motor. 3GGTGTCTCCTAAAAAAAGCAA0.398

+ 46 5073UBR2_uc011dus.1_Frame_Shift_Del_p.C1336fs|UBR2_uc003osh.2_RNA|UBR2_uc011dut.1_Frame_Shift_Del_p.C279fs|UBR2_uc011duu.1_Frame_Shift_Del_p.C83fsNM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4CCAAAGGCTGTTTTTATTCTC0.458

+ 6 1837SRF_uc011dvf.1_Frame_Shift_Del_p.V250fsNM_003131 NP_003122 P11831 SRF_HUMAN 3TAGGTGGCGTCCCCCAGGTGT0.502

- 2 110_111GSTA3_uc010jzq.2_IntronNM_000847 NP_000838 Q16772 GSTA3_HUMANGST N-terminal. 0GCCCCGTCCATTGAAGTAGTGA0.406

- 2 4936_4937CNR1_uc010kbz.2_Frame_Shift_Ins_p.K458fs|CNR1_uc011dzr.1_Frame_Shift_Ins_p.K458fs|CNR1_uc011dzs.1_Frame_Shift_Ins_p.K458fs|CNR1_uc003pmq.3_Frame_Shift_Ins_p.K458fs|CNR1_uc011dzt.1_Frame_Shift_Ins_p.K458fs|CNR1_uc010kca.2_Frame_Shift_Ins_p.K425fsNM_001160260 NP_001153732 P21554 CNR1_HUMANCytoplasmic (Potential). 2ACATGGTTACCTTGGCAATCTT0.515

- 2 1027uc003pwf.2_Intron|HS3ST5_uc003pwh.3_Frame_Shift_Del_p.N332fsNM_153612 NP_705840 Q8IZT8 HS3S5_HUMANLumenal (Potential). 2AAATTTTTGATTAAAAGGATG0.423

- 8 1254_1267HBS1L_uc003qey.2_Frame_Shift_Del_p.K185fs|HBS1L_uc011ecy.1_Frame_Shift_Del_p.K73fs|HBS1L_uc011ecz.1_Frame_Shift_Del_p.K185fs|HBS1L_uc011eda.1_Frame_Shift_Del_p.K307fsNM_006620 NP_006611 Q9Y450 HBS1L_HUMAN 2GTAATCATATTTGGAATGAAGTCCTTATGGCCTG0.364 rs113799065

- 4 366PRKAR1B_uc003siv.2_Frame_Shift_Del_p.P87fs|PRKAR1B_uc003siw.1_Frame_Shift_Del_p.P87fsNM_002735 NP_002726 P31321 KAP1_HUMANDimerization and phosphorylation. 0CACAGGGTTCGGGGGGGTGGG0.617

- 2 967_968HOXA10_uc003syw.3_5'Flank|HOXA11_uc003syy.2_RNA|HOXA11AS_uc003syz.1_5'FlankNM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2GTCTCTGTTAATTTTTTTTTCC0.446

+ 13 1877EGFR_uc003tqi.2_Splice_Site_p.G544_splice|EGFR_uc003tqj.2_Splice_Site_p.G544_splice|EGFR_uc010kzg.1_Splice_Site_p.G499_splice|EGFR_uc011kco.1_Splice_Site_p.G491_splice|EGFR_uc011kcp.1_Intron|EGFR_uc011kcq.1_IntronNM_005228 NP_005219 P00533 EGFR_HUMAN 9571TCTGGAGGGGTAGGAGGTTAT0.517

- 2 106_107 NR_003949 0AGTAGACCTTCATCCATCCCAG0.505

- 5 5233PCLO_uc003uhv.2_Frame_Shift_Del_p.T1648fsNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7CCTGACTTTTAGTTTCTCTGT0.398

+ 5 890_892CLDN12_uc003ukq.2_In_Frame_Del_p.L86del|CLDN12_uc010leq.2_In_Frame_Del_p.L86del|CLDN12_uc003ukr.2_In_Frame_Del_p.L86del|CLDN12_uc003uks.2_In_Frame_Del_p.L86delNM_012129 NP_036261 P56749 CLD12_HUMANExtracellular (Potential). 0GACCTGCGTGTCCTCCAGTTTGC0.576

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606

+ 10 1125_1126CYP3A43_uc003ury.1_Frame_Shift_Del_p.N341fs|CYP3A43_uc003urz.1_Frame_Shift_Del_p.N341fs|CYP3A43_uc003usa.1_RNA|CYP3A43_uc010lgi.1_Frame_Shift_Del_p.N231fs|CYP3A43_uc003usb.1_Frame_Shift_Del_p.N201fsNM_057095 NP_476436 Q9HB55 CP343_HUMAN 2GTTTTACCCAATAAGGTAAGGG0.495

- 16 1707ZCWPW1_uc011kjq.1_Frame_Shift_Del_p.T367fs|ZCWPW1_uc003uur.2_Intron|ZCWPW1_uc003uus.2_Frame_Shift_Del_p.T367fs|ZCWPW1_uc011kjr.1_Intron|ZCWPW1_uc011kjp.1_IntronNM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0CTTGGCTTGGTTTTTTGGGTC0.478

- 15 1785SLC26A5_uc003vbt.1_3'UTR|SLC26A5_uc003vbv.1_Frame_Shift_Del_p.*336fs|PSMC2_uc011kln.1_Intron|PSMC2_uc003vbs.2_Intron|PSMC2_uc011klo.1_IntronNM_206884 NP_996767 P58743 S26A5_HUMANCytoplasmic (Potential). 1 catttcccctACGGTCTCCAT0.065

+ 11 2589MET_uc010lkh.2_Frame_Shift_Del_p.C819fs|MET_uc011knh.1_3'UTR|MET_uc011kni.1_Frame_Shift_Del_p.C801fs|MET_uc011knj.1_Frame_Shift_Del_p.C371fsNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential).|IPT/TIG 3. 159ATAATCTGTTGTACCACTCCT0.408

+ 1 3 NM_001004488 NP_001004488 A4D2G3 O2A25_HUMANExtracellular (Potential). 0ACAGGGAAATGGGGGGAAATC0.443

- 9 1803 NM_004911 NP_004902 P13667 PDIA4_HUMANThioredoxin 3. 6CGGGCTCACCTTTTTTGAAAG0.612

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMANGlu-rich.|Necessary for nucleolar localization and for targeting PPP1CA to the nucleolus.0 ggacgaaagtgaggaggaggagg0.236

- 1 1080_1081 NM_000025 NP_000016 P13945 ADRB3_HUMANHelical; Name=6; (By similarity). 2CATGATGAGACCCAAGGTGCAC0.589

+ 8 1064PTDSS1_uc003yhu.1_Frame_Shift_Del_p.W175fsNM_014754 NP_055569 P48651 PTSS1_HUMANHelical; (Potential). 1CCATTAAGTTGGGGTAGAATT0.408

+ 2 176WISP1_uc003yuc.2_Frame_Shift_Del_p.F34fs|WISP1_uc010meb.2_Intron|WISP1_uc010mec.2_Frame_Shift_Del_p.F34fs|WISP1_uc010med.2_Intron|WISP1_uc003yud.2_5'FlankNM_003882 NP_003873 O95388 WISP1_HUMAN 2GACCATGGACTTTACCCCAGC0.672

- 3 413NAPRT1_uc003yyn.3_Frame_Shift_Del_p.V130fs|NAPRT1_uc011lkh.1_Frame_Shift_Del_p.V130fs|NAPRT1_uc003yyo.3_Frame_Shift_Del_p.V130fsNM_145201 NP_660202 Q6XQN6 PNCB_HUMAN 1AGCTGCACCACCAGGAGCGGC0.741

+ 11 2242_2243TDRD7_uc011lux.1_Frame_Shift_Del_p.C599fs|TDRD7_uc010msp.1_5'UTR|TDRD7_uc011luy.1_Frame_Shift_Del_p.C22fsNM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN 3CCAGGTGCCTTGTAAGGGTCTG0.426

- 3 1008_1009HEMGN_uc004axz.2_Frame_Shift_Del_p.K300fsNM_197978 NP_932095 Q9BXL5 HEMGN_HUMAN 1ATTTCTTGTATTTTAGGAAAAA0.366

+ 1 9 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANExtracellular (Potential). 4ACATGGAAGGTTTTTATCTGC0.274

- 1 681PTGES2_uc004btj.2_RNA|PTGES2_uc004btk.2_Intron|PTGES2_uc004btl.2_Intron|PTGES2_uc004btm.2_Intron|LOC389791_uc004btn.2_5'FlankNM_025072 NP_079348 Q9H7Z7 PGES2_HUMANHelical; (Potential). 0CCCCAGGGCTCCCCCCAGGGC0.677

- 8 993_994RAPGEF1_uc004cbb.2_Frame_Shift_Del_p.P306fs|RAPGEF1_uc010mzm.2_5'Flank|RAPGEF1_uc010mzn.2_Frame_Shift_Del_p.P293fs|RAPGEF1_uc004cbd.2_Frame_Shift_Del_p.P293fsNM_005312 NP_005303 Q13905 RPGF1_HUMAN SH3-binding. 7GTCTTTTCTTGGGTGGCAATGC0.574

- 15 3936_3938IQSEC2_uc004dsc.2_3'UTRNM_001111125 NP_001104595 Q5JU85 IQEC2_HUMANPro-rich.|His-rich. 3 ATGGCCAtgatggtggtggtggt0.586

+ 10 1256_1257NBPF10_uc001emp.3_Intron|PIAS3_uc001eod.1_Frame_Shift_Del_p.S58fsNM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN 1GGAGATTCTTAGTTCCTGTTCA0.465

- 1 299HIST2H2BE_uc001etc.2_5'FlankNM_175065 NP_778235 Q8IUE6 H2A2B_HUMAN 2AATGGTGACACCCCCGAGTAA0.557 rs149336231

+ 2 672 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5AACAACTACACCCCCCAGTTC0.572

- 11 2245_2247PBXIP1_uc001ffs.2_In_Frame_Del_p.H700del|PBXIP1_uc010pep.1_In_Frame_Del_p.H574delNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1TGTCAGCCCCGGTGGTGGTGGTG0.64 rs143592003

+ 7 817NFASC_uc001hbh.2_Frame_Shift_Del_p.N163fs|NFASC_uc010pqz.1_Frame_Shift_Del_p.N157fs|NFASC_uc010pra.1_Frame_Shift_Del_p.N157fs|NFASC_uc001hbi.2_Frame_Shift_Del_p.N157fs|NFASC_uc009xbg.1_Frame_Shift_Del_p.N230fs|NFASC_uc010prb.1_Frame_Shift_Del_p.N157fs|NFASC_uc010prc.1_5'UTR|NFASC_uc001hbk.1_5'FlankNM_001005388 NP_001005388 O94856 NFASC_HUMANExtracellular (Potential).|Ig-like C2-type 2. 6TCCAGTGCAACCCCCCGCCTG0.562

- 2 1141_1142 NM_004778 NP_004769 Q9Y5Y4 GPR44_HUMANCytoplasmic (Potential). 1GTGGAGGAGGTGCGGCGGCGGC0.748 rs55642873

- 2 598_600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_In_Frame_Del_p.79_80EE>ENM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 ctcctcttcttcctcctcctcct 0.532

- 1 372_374LTBP3_uc010roi.1_5'UTR|LTBP3_uc001oei.2_In_Frame_Del_p.L35del|LTBP3_uc010roj.1_In_Frame_Del_p.L21del|LTBP3_uc010rok.1_IntronNM_001130144 NP_001123616 Q9NS15 LTBP3_HUMAN Gly-rich. 3 cgcccaggcccagcagcagcagc0.325

+ 3 321_323ATG16L2_uc001otc.1_In_Frame_Del_p.E98del|ATG16L2_uc010rrf.1_In_Frame_Del_p.E98del|ATG16L2_uc001ote.2_5'UTR|ATG16L2_uc009ytj.1_In_Frame_Del_p.E98delNM_033388 NP_203746 Q8NAA4 A16L2_HUMAN 0GTGAAGTGGCAGGAGGAGGAGGA0.591

+ 8 1729USPL1_uc001utd.2_Frame_Shift_Del_p.H104fs|USPL1_uc001ute.1_Frame_Shift_Del_p.H104fsNM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3TGACTTGCAGCACTATGCATT0.348

+ 6 2499SLC24A1_uc010ujd.1_Frame_Shift_Del_p.K720fs|SLC24A1_uc010uje.1_Frame_Shift_Del_p.K720fs|SLC24A1_uc010ujg.1_Frame_Shift_Del_p.K738fs|SLC24A1_uc010ujh.1_Frame_Shift_Del_p.K720fs|SLC24A1_uc010uji.1_Frame_Shift_Del_p.K65fsNM_004727 NP_004718 O60721 NCKX1_HUMANCytoplasmic (Potential). 0GGGAGATCAGAAGGAGAATCC0.522

+ 2 249CHTF8_uc002ewn.1_5'Flank|CHTF8_uc002ewo.1_5'Flank|CHTF8_uc002ewp.1_5'Flank|CIRH1A_uc002ewr.2_Frame_Shift_Del_p.Q51fs|CIRH1A_uc002ewt.3_5'UTRNM_032830 NP_116219 Q969X6 CIR1A_HUMAN WD 1. 0ACTACTTTCAGGAGAAAGTAA0.368

+ 15 2559ZC3H18_uc010voz.1_Frame_Shift_Del_p.G811fs|ZC3H18_uc010chw.2_Intron|ZC3H18_uc002fkz.2_Frame_Shift_Del_p.G57fsNM_144604 NP_653205 Q86VM9 ZCH18_HUMAN 1ACCTCCAGCAGGGGGGAAGTC0.547 rs139579046

- 32 5122 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMANInvolved in interaction with pre-mRNA 5' splice site. 6GAATCATAGTCCCCCCAGCGC0.532

- 21 2677_2678 NM_002208 NP_002199 P38570 ITAE_HUMANExtracellular (Potential). 4TTCCCCGGAGTTAGTTAGGTTA0.465



+ 2 303_304EIF5A_uc002gfr.2_Frame_Shift_Del_p.C52fs|EIF5A_uc010vtu.1_Frame_Shift_Del_p.A12fs|EIF5A_uc002gft.2_Frame_Shift_Del_p.C22fs|EIF5A_uc002gfu.2_Frame_Shift_Del_p.C22fsNM_001970 NP_001961 P63241 IF5A1_HUMANDOHH-binding. 0CAATGCAGTGCTCAGCATTACG0.525

+ 4 522ENGASE_uc002jwu.1_Frame_Shift_Del_p.P172fs|ENGASE_uc010wtz.1_Intron|ENGASE_uc002jww.2_5'FlankNM_001042573 NP_001036038 Q8NFI3 ENASE_HUMAN p.P172L(1) 1CGTCACCATTCCCCCAGTGGG0.587

+ 2 125ATP5A1_uc002lbt.1_5'Flank|HAUS1_uc002lbv.2_5'UTRNM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1CTGCGTGGTTAAAAAAAATAT0.393

- 9 864SEMA6B_uc010dud.2_Frame_Shift_Del_p.R276fs|SEMA6B_uc010xih.1_Frame_Shift_Del_p.R276fsNM_032108 NP_115484 Q9H3T3 SEM6B_HUMANExtracellular (Potential).|Sema. 1TCCAGCACGCGGGGGGAGCCT0.647

+ 14 2665_2666CYP2F1_uc010xvw.1_Intron|HNRNPUL1_uc002opz.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc002oqa.3_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010ehm.2_Intron|HNRNPUL1_uc002oqc.3_Frame_Shift_Ins_p.Y688fs|HNRNPUL1_uc002oqe.3_Frame_Shift_Ins_p.Y101fs|HNRNPUL1_uc002oqd.3_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehn.2_Frame_Shift_Ins_p.Y702fs|HNRNPUL1_uc010eho.2_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010xvy.1_Frame_Shift_Ins_p.Y692fs|HNRNPUL1_uc010ehp.2_Intron|HNRNPUL1_uc002oqf.3_Frame_Shift_Ins_p.Y326fsNM_007040 NP_008971 Q9BUJ2 HNRL1_HUMANTyr-rich.|Pro-rich.|Necessary for interaction with TP53.2ACGGCGGTTACAACCCGGCCCC0.629

- 2 459PSG6_uc010xwk.1_Intron|PSG5_uc010eir.2_Frame_Shift_Del_p.Q38fs|PSG5_uc002ovx.2_Frame_Shift_Del_p.Q110fs|PSG5_uc002ovv.2_Frame_Shift_Del_p.Q110fs|PSG5_uc002ovw.2_Frame_Shift_Del_p.Q110fsNM_002781 NP_002772 Q15238 PSG5_HUMAN Ig-like V-type. 3GTGACATTCTGGATCAGCAGG0.418

+ 2 480SNRNP70_uc002pmh.1_RNA|SNRNP70_uc002pmi.1_Frame_Shift_Del_p.A14fs|SNRNP70_uc002pml.2_5'UTR|SNRNP70_uc002pmm.2_RNANM_003089 NP_003080 P08621 RU17_HUMAN 0GCCCTCTTTGCCCCCCGTGAC0.542

- 1 1911_1913 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 tcctccagcccctcctcctcctc 0.409

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

- 29 5686_5687LRP1B_uc010fnl.1_Frame_Shift_Ins_p.M754fsNM_018557 NP_061027 Q9NZR2 LRP1B_HUMANExtracellular (Potential). 50AAATTTTTTCATTTCTAAAAAA0.302 rs142525375

+ 48 3839 NM_000090 NP_000081 P02461 CO3A1_HUMANFibrillar collagen NC1. 13CTCAAGTCTGTTAATGGACAA0.423

- 18 3175CCDC108_uc002vjm.3_5'FlankNM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4CTGCCCTGCTCCAGGTAGAGG0.612

+ 15 3131NCOA3_uc010ght.1_Frame_Shift_Del_p.Q971fs|NCOA3_uc002xtl.2_Frame_Shift_Del_p.Q976fs|NCOA3_uc002xtm.2_Frame_Shift_Del_p.Q976fs|NCOA3_uc002xtn.2_Frame_Shift_Del_p.Q976fs|NCOA3_uc010zyc.1_Frame_Shift_Del_p.Q771fsNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Poly-Gln. 5ACCAGTATTGCAACAGCAGCA0.428

- 1 3347_3348 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANExtracellular (Potential).|Cadherin 9. 11GGAAACTGTTGGACTTGTTGGT0.599

- 7 2103TBC1D5_uc010hev.2_Frame_Shift_Del_p.E146fs|TBC1D5_uc003cbe.2_Frame_Shift_Del_p.E146fs|TBC1D5_uc010hew.1_Frame_Shift_Del_p.E98fsNM_014744 NP_055559 Q92609 TBCD5_HUMANRab-GAP TBC. 1ACTTTACCCCTTCATCCTGTG0.378

+ 1 158EXOG_uc010hhg.2_RNA|EXOG_uc011ayq.1_Frame_Shift_Del_p.V21fs|EXOG_uc003cij.2_5'UTR|EXOG_uc010hhd.2_5'UTR|EXOG_uc010hhe.2_5'UTR|EXOG_uc003cik.2_5'UTR|EXOG_uc010hhf.2_5'UTR|EXOG_uc003cii.2_5'UTRNM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0AGCGGCTTCGTGGCTGGGGCT0.657

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 0CCCGCCTGCTCACACGTGCCCA0.708

+ 10 1533_1534TBC1D14_uc003gjs.3_Frame_Shift_Ins_p.P485fs|TBC1D14_uc010idh.2_Frame_Shift_Ins_p.P205fs|TBC1D14_uc011bwh.1_Frame_Shift_Ins_p.P132fs|TBC1D14_uc003gju.3_IntronNM_001113361 NP_001106832 Q9P2M4 TBC14_HUMANRab-GAP TBC. 2TAGGGTGGTCCATATCATGACA0.416

- 9 1111RASGEF1B_uc003hmj.1_Frame_Shift_Del_p.T322fs|RASGEF1B_uc010ijq.1_Frame_Shift_Del_p.T281fsNM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0TTGGCCCAAGTTTTTTTTAGT0.383

- 27 13517FAT1_uc010isn.2_Frame_Shift_Del_p.P90fs|FAT1_uc003ize.2_Frame_Shift_Del_p.P334fsNM_005245 NP_005236 Q14517 FAT1_HUMANCytoplasmic (Potential). 12CATCAGCTGCGGGGAAGTCTT0.542

- 2 624_625PAIP1_uc003joa.2_Frame_Shift_Del_p.S47fs|PAIP1_uc010ivp.2_Frame_Shift_Del_p.S47fs|PAIP1_uc010ivo.2_RNA|PAIP1_uc003joc.2_Frame_Shift_Del_p.S14fsNM_006451 NP_006442 Q9H074 PAIP1_HUMANPABPC1-interacting motif-2 (PAM2). 1CAGACAGCTTAGACATTAATAC0.46

+ 26 5893BAT2_uc003nvc.3_Frame_Shift_Del_p.P1882fsNM_080686 NP_542417 P48634 PRC2A_HUMAN 0CCTATACCTACCCCCCGGCCC0.522

+ 3 761 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0GTCTGTCATTAAAAAAGGTAT0.343

+ 2 172_174DLX6AS_uc003uok.2_5'Flank|DLX6AS_uc003uol.2_Intron|DLX6AS_uc010lfo.1_IntronNM_005222 NP_005213 P56179 DLX6_HUMAN 2GGCCGGCTCGcaccaccaccacc0.571

+ 1 138TAF6_uc003uti.2_5'Flank|TAF6_uc003utk.2_5'Flank|TAF6_uc011kji.1_5'UTR|TAF6_uc003utj.2_5'Flank|TAF6_uc003utl.2_5'Flank|TAF6_uc003utm.2_5'Flank|TAF6_uc003utn.1_5'FlankNM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0TTGCTTTTCCTTTTTTTGGCC0.527

+ 4 451CASP2_uc003wco.2_5'Flank|CASP2_uc003wcp.2_5'Flank|CASP2_uc011kta.1_5'Flank|TMEM139_uc003wck.3_Frame_Shift_Del_p.R104fs|TMEM139_uc003wcl.2_Frame_Shift_Del_p.R104fs|TMEM139_uc003wcm.2_Frame_Shift_Del_p.R104fs|TMEM139_uc003wcn.2_RNANM_153345 NP_699176 Q8IV31 TM139_HUMANCytoplasmic (Potential). 0CCCAGTGCCGCCCCCAAGAGT0.567

- 7 1685_1687PAXIP1_uc003wlq.1_In_Frame_Del_p.Q514del|PAXIP1_uc011kvs.1_In_Frame_Del_p.Q512del|PAXIP1_uc003wlr.1_In_Frame_Del_p.Q457delNM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 GACTTTGCATctgctgctgctgc0.227

- 6 1034KIAA0196_uc011lir.1_Frame_Shift_Del_p.Y87fsNM_014846 NP_055661 Q12768 STRUM_HUMAN 2CCACCTGGTTGTAAATATCAT0.388

+ 3 244 NM_183241 NP_899064 Q9BUH6 CI142_HUMAN 0GAGGACATCACCCCCCGGTTC0.657

- 9 1541_1542NPDC1_uc004ckr.2_5'Flank|NPDC1_uc004ckt.2_5'Flank|NPDC1_uc004cku.2_5'Flank|ENTPD2_uc004ckv.1_Frame_Shift_Del_p.I184fs|ENTPD2_uc004ckx.1_Frame_Shift_Del_p.I472fsNM_203468 NP_982293 Q9Y5L3 ENTP2_HUMAN 0GTCGGCCCCTAAATGGTGCTTG0.416 rs17853460

- 2 1659_1661TPRN_uc004clu.2_In_Frame_Del_p.553_554EE>ENM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 ctcttcctcttcctcctcctcct 0.374

- 5 1775_1776NLGN4X_uc004crp.2_Frame_Shift_Del_p.T445fs|NLGN4X_uc004crq.2_Frame_Shift_Del_p.T425fs|NLGN4X_uc010ndi.2_Frame_Shift_Del_p.T462fs|NLGN4X_uc004crr.2_Frame_Shift_Del_p.T425fs|NLGN4X_uc010ndj.2_Frame_Shift_Del_p.T425fsNM_181332 NP_851849 Q8N0W4 NLGNX_HUMANExtracellular (Potential). 4CGGCCCAGTCTGTGTACATGAA0.579

- 11 1496SYN1_uc004did.2_Frame_Shift_Del_p.P456fsNM_006950 NP_008881 P17600 SYN1_HUMAND; Pro-rich linker. 1CTGCTGAGCCGGGGGCCCTGC0.672

+ 4 763FAM197Y2_uc004frp.1_Intron|TSPY4_uc004frq.1_Frame_Shift_Del_p.L239fsNM_001077697 NP_001071165 P0CW01 TSPYA_HUMAN 0AGTGGTATCTGGATTATGAAG0.493

- 13 2591PPIEL_uc001cdk.2_5'Flank|PABPC4_uc001cdl.2_Frame_Shift_Del_p.Q581fs|PABPC4_uc001cdm.2_Frame_Shift_Del_p.Q552fsNM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. NA 0TTCTGTTCCTGGGGGGGTGCT0.602

- 2 393_395GBP2_uc001dmy.1_RNANM_004120 NP_004111 P32456 GBP2_HUMAN NA 1CCCACAATCGCCACCACCACCAC0.527

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats.NA 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885

+ 2 1416PAPPA2_uc001gky.1_Frame_Shift_Del_p.V84fs|PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN NA 16CCTACCCCGTGGGGGAGCAAG0.567

- 14 2554FAM129A_uc001grb.1_IntronNM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN Glu-rich. NA 4CTCTGGAAATCCCCCCAACTC0.672

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN NA 0CTTCAAGCTCAAAAAAAATGC0.562

+ 30 4013_4015CEP164_uc001prb.2_In_Frame_Del_p.P1287del|CEP164_uc001prf.2_Intron|CEP164_uc009yzp.1_RNA|CEP164_uc001prg.1_In_Frame_Del_p.P717delNM_014956 NP_055771 Q9UPV0 CE164_HUMAN NA 2AACCCTCAGTCGCCGCCGCCGCT0.67

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential).NA 1GCCAACGTAGTTTTTTTTGGC0.398

+ 18 1613TENC1_uc001sbl.2_Frame_Shift_Del_p.T369fs|TENC1_uc001sbn.2_Frame_Shift_Del_p.T503fs|TENC1_uc001sbq.2_5'UTR|TENC1_uc001sbr.2_RNA|TENC1_uc009zmr.2_5'UTR|TENC1_uc001sbs.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. NA 2CCCCGGCAGACCCCCCCGGCA0.677 rs142183380

- 6 959RBM19_uc001tvn.3_Frame_Shift_Del_p.K272fs|RBM19_uc001tvm.2_Frame_Shift_Del_p.K272fsNM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN NA 6CGGTGGTCTCTTTTTCCCAGC0.637

- 15 2654INTS6_uc001vfi.2_Frame_Shift_Del_p.K364fs|INTS6_uc001vfj.2_Frame_Shift_Del_p.K667fs|INTS6_uc001vfl.2_Frame_Shift_Del_p.K502fsNM_012141 NP_036273 Q9UL03 INT6_HUMAN NA 2CAGGTGGTCCTTTTCCCCCAA0.398

+ 3 481_483APBA2_uc010azj.2_In_Frame_Del_p.E95del|APBA2_uc010uat.1_In_Frame_Del_p.E95del|APBA2_uc001zcl.2_In_Frame_Del_p.E95del|APBA2_uc010uas.1_In_Frame_Del_p.E95delNM_005503 NP_005494 Q99767 APBA2_HUMAN Poly-Glu. NA 0GGGCCTCCCTGAGGAGGAGGAGG0.601



+ 11 1617_1622MEF2A_uc010urv.1_In_Frame_Del_p.QQ358del|MEF2A_uc010bos.2_In_Frame_Del_p.QQ418del|MEF2A_uc002bvf.2_In_Frame_Del_p.QQ420del|MEF2A_uc002bve.2_In_Frame_Del_p.QQ426del|MEF2A_uc002bvg.2_In_Frame_Del_p.QQ418del|MEF2A_uc002bvi.2_In_Frame_Del_p.QQ418del|MEF2A_uc010bot.2_In_Frame_Del_p.QQ350delNM_005587 NP_005578 Q02078 MEF2A_HUMAN Gln/Pro-rich. NA 1ATCGGGCTTCcagcagcagcagcagc0.495

+ 12 3846_3848NFAT5_uc002exi.2_In_Frame_Del_p.Q812del|NFAT5_uc002exj.1_In_Frame_Del_p.Q812del|NFAT5_uc002exk.1_In_Frame_Del_p.Q812del|NFAT5_uc002exl.1_In_Frame_Del_p.Q906del|NFAT5_uc002exn.1_In_Frame_Del_p.Q905del|NFAT5_uc002exo.1_5'FlankNM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 ATCTAATcaacagcagcagcagc0.389

+ 8 912_914CHRNB1_uc010vty.1_In_Frame_Del_p.L222del|CHRNB1_uc010vtz.1_In_Frame_Del_p.L128delNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). NA 2TACTGTGTTCCTGCTGCTGCTGG0.498

- 5 1364ARSG_uc002jhc.2_Intron|SLC16A6_uc002jha.1_Frame_Shift_Del_p.F392fsNM_004694 NP_004685 O15403 MOT7_HUMANHelical; (Potential). NA 0CCATAAACCCAAAAAATATGC0.438

+ 20 2951KIAA0195_uc010wsa.1_Frame_Shift_Del_p.I902fs|KIAA0195_uc010wsb.1_Frame_Shift_Del_p.I532fs|KIAA0195_uc002job.3_5'FlankNM_014738 NP_055553 Q12767 K0195_HUMAN NA 1GCTCCGAGATCCCCCCCTCCA0.612

+ 4 988ICAM1_uc010xle.1_Intron|ICAM4_uc002mnr.1_5'Flank|ICAM4_uc002mns.1_5'Flank|ICAM4_uc002mnt.1_5'FlankNM_000201 NP_000192 P05362 ICAM1_HUMANExtracellular (Potential).NA 1AACTTGTCAGCCCCCGGGTCC0.637

+ 20 1991_1993SLC44A2_uc002mpe.3_In_Frame_Del_p.F619del|SLC44A2_uc002mpg.1_In_Frame_Del_p.F341del|SLC44A2_uc002mph.2_In_Frame_Del_p.F170del|SLC44A2_uc002mpi.2_In_Frame_Del_p.F37delNM_020428 NP_065161 Q8IWA5 CTL2_HUMANExtracellular (Potential).NA 1GATCCTGGCTTTCTTCTTCTTCA0.493

+ 6 841KIR2DS4_uc010yfj.1_Intron|KIR2DS4_uc010yfk.1_Intron|KIR2DL4_uc010yfl.1_Frame_Shift_Del_p.K263fs|KIR2DL4_uc002qhg.2_Intron|KIR2DL4_uc002qhi.2_Frame_Shift_Del_p.K251fs|KIR2DL4_uc002qhh.2_Intron|KIR2DL4_uc002qhj.2_Intron|KIR2DL4_uc002qhf.2_Intron|KIR2DL4_uc010esd.2_Intron|KIR2DL4_uc010ese.2_RNANM_002255 NP_002246 Q99706 KI2L4_HUMAN NA 1CTGGTGCTCCAAAAAAAAAGT0.532 rs66505238

- 4 557PSME4_uc010yop.1_Splice_Site_p.N53_splice|PSME4_uc010yoq.1_Splice_Site|PSME4_uc010fbu.1_Splice_Site|PSME4_uc010fbv.1_IntronNM_014614 NP_055429 Q14997 PSME4_HUMAN NA 5TCTACAGAACTGGGGGGGGAAA0.347

+ 5 1137_1139OTX1_uc010ypt.1_In_Frame_Del_p.H235delNM_014562 NP_055377 P32242 OTX1_HUMAN His-rich. NA 2 ccaccaccatcaccaccaccacc0.542

+ 3 782_783uc002stv.1_Intron|TEKT4_uc010fhr.1_RNANM_144705 NP_653306 Q8WW24 TEKT4_HUMAN NA 3CAGGCTCATCCGTACTCCACCA0.663 rs35031477

- 28 4326PLA2R1_uc010zcp.1_Frame_Shift_Del_p.K1371fsNM_007366 NP_031392 Q13018 PLA2R_HUMANExtracellular (Potential).|C-type lectin 8.NA 3 ATATAAAGCCTTTTTTTTCTT0.403

- 13 1637_1639CERKL_uc002uny.2_In_Frame_Del_p.E486del|CERKL_uc010zfm.1_In_Frame_Del_p.E468del|CERKL_uc002unz.2_In_Frame_Del_p.E234del|CERKL_uc002uoa.2_In_Frame_Del_p.E417del|CERKL_uc002uob.2_In_Frame_Del_p.E234del|CERKL_uc002uoc.2_In_Frame_Del_p.E373del|CERKL_uc010frk.2_RNA|CERKL_uc002unw.2_In_Frame_Del_p.E82delNM_001030311 NP_001025482 Q49MI3 CERKL_HUMAN NA 4AGCAGTTTCATCCTCCTCCTCCT0.369

- 9 1595CLTCL1_uc011agv.1_Frame_Shift_Del_p.K507fs|CLTCL1_uc011agw.1_Frame_Shift_Del_p.K507fsNM_007098 NP_009029 P53675 CLH2_HUMAN Flexible linker. NA 5ACACGTTACCTTTTTGGCATA0.428

+ 5 1304_1306 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN NA 2CAGAGCCCCTGCAGCAGCAGCAG0.606

+ 11 1513CNTN6_uc011asj.1_Frame_Shift_Del_p.K344fs|CNTN6_uc003bpa.2_Frame_Shift_Del_p.K416fsNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANIg-like C2-type 5. NA 8AAGTCCAGTTAAAAAAAAGTC0.393

- 6 1160SGOL1_uc003cbr.2_Intron|SGOL1_uc010hfa.2_Intron|SGOL1_uc003cbt.2_Intron|SGOL1_uc003cbu.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003cbv.2_Intron|SGOL1_uc003cbw.2_Intron|SGOL1_uc003cbx.2_Intron|SGOL1_uc003cby.2_Intron|SGOL1_uc003cbz.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003cca.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003ccb.2_Intron|SGOL1_uc003ccc.2_IntronNM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN NA 0GATTTGTGCATTTTTTTTTGG0.214

- 2 2200_2203XIRP1_uc003cji.2_Frame_Shift_Del_p.R660fs|XIRP1_uc003cjj.2_IntronNM_194293 NP_919269 Q702N8 XIRP1_HUMAN Xin 15. NA 8CTCAAAGACGTGTCTGTCTGTCTG0.618

- 7 802_804HHATL_uc003clx.2_In_Frame_Del_p.F219delNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN NA 3TGATGGGCCCGAAGAAGAAGAAG0.552

- 20 7299CELSR3_uc003cuf.1_Frame_Shift_Del_p.A2410fs|CELSR3_uc010hkg.2_Frame_Shift_Del_p.A323fsNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).NA 11TAGCGACGGGCCCCCCGGGGA0.632

- 2 758 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN NA 0CCTCGCCATAGGGGGGTTAGC0.512

- 5 1637C3orf26_uc003dtk.1_Intron|C3orf26_uc003dtl.2_Intron|FILIP1L_uc003dto.2_Frame_Shift_Del_p.M392fs|FILIP1L_uc010hpf.2_Intron|FILIP1L_uc010hpg.2_Frame_Shift_Del_p.M152fs|FILIP1L_uc003dtn.2_Frame_Shift_Del_p.M152fs|FILIP1L_uc003dtp.1_Frame_Shift_Del_p.M152fsNM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. NA 1TGCTCCTCCATTTTTATGAGC0.408

+ 2 398TMEM22_uc003erg.3_Frame_Shift_Del_p.K62fs|TMEM22_uc010hub.2_Frame_Shift_Del_p.K62fsNM_001097600 NP_001091069 Q8TBE7 TMM22_HUMAN NA 1GAGTGAAATGAAAAAAAAAGG0.413

- 6 873 NM_014465 NP_055280 O43704 ST1B1_HUMAN NA 0TTCATAGTACAAAAAAAGTAT0.348

+ 1 251_253FGF5_uc003hme.2_In_Frame_Del_p.L9delNM_004464 NP_004455 P12034 FGF5_HUMAN NA 2AGCTTGTCCTTCCTCCTCCTCCT0.631

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. NA 3GCCCATCTCCCACACACACACA0.51

+ 3 714BTNL8_uc003mmq.2_Frame_Shift_Del_p.F160fs|BTNL8_uc011dhg.1_Frame_Shift_Del_p.F35fs|BTNL8_uc010jll.2_Frame_Shift_Del_p.F160fs|BTNL8_uc010jlm.2_Frame_Shift_Del_p.F44fs|BTNL8_uc011dhh.1_5'UTRNM_001040462 NP_001035552 Q6UX41 BTNL8_HUMANIg-like V-type 2.|Extracellular (Potential).NA 2CGGGCTGGTTCCCCCGGCCCA0.532

+ 1 209_211FOXF2_uc003mtn.2_In_Frame_Del_p.A41delNM_001452 NP_001443 Q12947 FOXF2_HUMAN Poly-Ala. NA 0 AGCccgccgcccgccgccgccgc0.172 rs78728576

+ 11 2086HSP90AB1_uc011dvr.1_Frame_Shift_Del_p.F658fs|HSP90AB1_uc003oxb.1_Frame_Shift_Del_p.F668fs|HSP90AB1_uc011dvs.1_Frame_Shift_Del_p.F488fs|HSP90AB1_uc003oxc.1_Frame_Shift_Del_p.F306fsNM_007355 NP_031381 P08238 HS90B_HUMAN NA 4ATCTTCTGGCTTTTCCCTTGA0.527

- 8 1483TBX18_uc010kbq.1_IntronNM_001080508 NP_001073977 O95935 TBX18_HUMAN NA 5TACTGGAGCTGGGGGGACATT0.537

+ 1 939_941ARID1B_uc003qqo.2_In_Frame_Del_p.G270del|ARID1B_uc003qqp.2_In_Frame_Del_p.G270delNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. NA 2 aggaggcagcggaggaggaggag0.158

+ 5 833_835TTYH3_uc010ksn.2_Intron|TTYH3_uc003smq.2_In_Frame_Del_p.L48delNM_025250 NP_079526 Q9C0H2 TTYH3_HUMANHelical; Name=3; (Potential).NA 0CTACCTGGGCCTGCTGCTGCTGG0.709 rs146815577

+ 11 1744 NM_152744 NP_689957 Q7Z5N4 SDK1_HUMANIg-like C2-type 5. NA 6TTCTTGAATCGGGGGGTCTAC0.542

- 1 915_917 NM_033224 NP_150093 Q96QR8 PURB_HUMAN NA 0TCTGACTCTTCGCCGCCGCCGCT0.576

+ 2 334AKAP9_uc003uld.3_Frame_Shift_Del_p.K37fs|AKAP9_uc003ule.2_Frame_Shift_Del_p.K49fs|AKAP9_uc003ulf.2_Frame_Shift_Del_p.K37fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN NA 26CAAGAAGCAGAAAAAAAAGAG0.353

- 44 11828MLL3_uc003wkz.2_Frame_Shift_Del_p.K2931fs|MLL3_uc003wkx.2_5'Flank|MLL3_uc003wky.2_Frame_Shift_Del_p.K1379fsNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN NA 63CTCTTCGTCCTTTTTCCTTTT0.458

- 15 2965PSD3_uc003wyx.3_Frame_Shift_Del_p.P283fs|PSD3_uc003wyy.2_Frame_Shift_Del_p.P420fs|PSD3_uc003wyz.2_Frame_Shift_Del_p.P255fsNM_015310 NP_056125 Q9NYI0 PSD3_HUMAN NA 3CCTTCTTGTCGGGGGGATATG0.483 rs28651847

+ 8 761EPB49_uc010ltl.2_Frame_Shift_Del_p.P178fs|EPB49_uc011kys.1_Frame_Shift_Del_p.P138fs|EPB49_uc010ltn.2_Frame_Shift_Del_p.P153fs|EPB49_uc011kyu.1_Frame_Shift_Del_p.P178fs|EPB49_uc011kyv.1_Frame_Shift_Del_p.P178fs|EPB49_uc010ltq.2_Frame_Shift_Del_p.P178fsNM_001114136 NP_001107608 Q08495 DEMA_HUMAN NA 1TGCAGCCCAGCCCCCAGACCC0.597

- 7 735PTPLAD2_uc003zoj.1_Frame_Shift_Del_p.K193fs|PTPLAD2_uc010mir.1_Frame_Shift_Del_p.K230fsNM_001010915 NP_001010915 Q5VWC8 HACD4_HUMANCytoplasmic (Potential).|Poly-Lys.NA 1 TCACATCTTCTTTTTTTTAAT0.368

- 54 7719_7721HUWE1_uc004dsn.2_In_Frame_Del_p.1263_1264EE>ENM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANAsp-rich.|Glu-rich. NA 17 ttcctcatcttcctcctcctcct 0.438

- 10 4018_4020ATRX_uc004ecq.3_In_Frame_Del_p.1224_1225DD>D|ATRX_uc004eco.3_In_Frame_Del_p.1047_1048DD>D|ATRX_uc004ecr.2_In_Frame_Del_p.1194_1195DD>DNM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Asp. NA 30ATCATTGTCGTCATCATCATCAT0.379

- 4 447RBBP5_uc010prd.1_Frame_Shift_Del_p.F141fs|RBBP5_uc001hbv.1_Frame_Shift_Del_p.F106fs|RBBP5_uc010pre.1_5'UTRNM_005057 NP_005048 Q15291 RBBP5_HUMAN 1GGGTGAAGGGAATCGAAACCT0.453

+ 3 712CR2_uc001hfv.2_Frame_Shift_Del_p.V206fs|CR2_uc009xch.2_Frame_Shift_Del_p.V206fs|CR2_uc009xci.1_5'FlankNM_001877 NP_001868 P20023 CR2_HUMANSushi 3.|Extracellular (Potential). 8GGAGTGCTGTCCCCCCCACAT0.398

- 18 2120PITRM1_uc001igr.1_Frame_Shift_Del_p.K794fs|PITRM1_uc001igs.1_5'UTR|PITRM1_uc001igt.1_Frame_Shift_Del_p.K794fs|PITRM1_uc009xhv.1_Frame_Shift_Del_p.K360fs|PITRM1_uc001igu.1_Frame_Shift_Del_p.K720fs|PITRM1_uc010qai.1_Frame_Shift_Del_p.K765fs|uc001igv.1_RNAE7ES23 E7ES23_HUMAN 1CTTCGACCGCTTTTTCTGTCT0.478

+ 6 1517_1518 NM_000314 NP_000305 P60484 PTEN_HUMANPhosphatase tensin-type.p.R55fs*1(4)|p.?(2)|p.Y27fs*1(2)|p.Y27_N212>Y(2)|p.D162G(1)|p.D162H(1)|p.D162V(1)|p.F56fs*2(1)|p.D162fs*8(1)2334GGACCAGAGACAAAAAGGTAAG0.332

+ 9 1359CAPN5_uc009yup.2_Frame_Shift_Del_p.F432fs|CAPN5_uc009yuq.2_Frame_Shift_Del_p.F428fs|CAPN5_uc001oxy.2_Frame_Shift_Del_p.F432fs|CAPN5_uc001oya.2_5'FlankNM_004055 NP_004046 O15484 CAN5_HUMAN Domain III. 0gcAGTACATCTTCGAAGTCAA0.308

+ 3 493_494FGFR1OP2_uc001rhl.2_Frame_Shift_Ins_p.Q51fs|FGFR1OP2_uc001rhn.2_Frame_Shift_Ins_p.Q51fsNM_015633 NP_056448 Q9NVK5 FGOP2_HUMAN Potential. 0GGAAGAAATTCAAGAACTTAAT0.282



+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

- 1 113_115MAP3K9_uc001xml.2_In_Frame_Del_p.E38delNM_033141 NP_149132 P80192 M3K9_HUMANAla-rich.|Poly-Glu. 5 GCCGCCGCCGcctcctcctcctc0.68 rs3832971

- 14 1783_1784ITGA11_uc010bib.2_Frame_Shift_Ins_p.L566fsNM_001004439 NP_001004439 Q9UKX5 ITA11_HUMANFG-GAP 6.|Extracellular (Potential). 3GTTGTCCTCCAGGGGGGCTCCC0.574

+ 13 3220_3222NKTR_uc003clm.1_In_Frame_Del_p.E776del|NKTR_uc003clp.2_In_Frame_Del_p.E776del|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_In_Frame_Del_p.E919del|NKTR_uc003clr.1_In_Frame_Del_p.E776del|NKTR_uc003cls.2_In_Frame_Del_p.E729delNM_005385 NP_005376 P30414 NKTR_HUMAN 3ATTTGGTGAAGAGGAGGAGGAGG0.355

- 1 538_540HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 gtactcctcttcctcctcctcct 0.369

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 7 1675_1676 NM_001718 NP_001709 P22004 BMP6_HUMAN 3ATGTCATTCTGAAAAAATACAG0.446

- 13 3188TRERF1_uc011duq.1_Frame_Shift_Del_p.K792fs|TRERF1_uc003osb.2_Frame_Shift_Del_p.K631fs|TRERF1_uc003osc.2_Frame_Shift_Del_p.K631fs|TRERF1_uc003ose.2_Frame_Shift_Del_p.K895fsNM_033502 NP_277037 Q96PN7 TREF1_HUMANInteracts with CREBBP. 5AAGGATGACATTTTAACCTGA0.517

- 4 765uc003tfz.1_Intron|TARP_uc003tgb.2_5'UTR|TARP_uc003tgc.1_5'UTR|TARP_uc003tgd.1_Intron|TARP_uc010kxi.1_Intron|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RNA|TARP_uc003tgh.1_RNA|TARP_uc003tgi.1_RNA|TARP_uc003tgg.1_RNAA2JGV3 A2JGV3_HUMAN 0AATACCTTGATTTTTTTGCCC0.264

- 2 317_319MMEL1_uc009vlg.1_RNANM_033467 NP_258428 Q495T6 MMEL1_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0CAGCGGTCACcagcagcagcagc0.665

- 8 1405_1406 NR_026567 0 cggcggcggcggcagcTGCTGC0.653rs678439;rs67547754

- 9 1126_1131CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CAGCGGACCAGCGCTGGCACTGGACA0.704

+ 7 1510_1511NFIA_uc001czy.2_Frame_Shift_Del_p.L334fs|NFIA_uc010oos.1_Frame_Shift_Del_p.L387fs|NFIA_uc001czv.2_Frame_Shift_Del_p.L342fsNM_001134673 NP_001128145 Q12857 NFIA_HUMAN 2CCTCCTCCCTGGGAACGGCGTT0.554

+ 9 1992SLC27A3_uc009won.2_RNANM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1AGTTCTGCGTCCCCCCCACGC0.617

+ 3 619HAX1_uc001fet.2_Frame_Shift_Del_p.S105fs|HAX1_uc010peo.1_Frame_Shift_Del_p.S161fs|HAX1_uc009wou.2_Frame_Shift_Del_p.S78fs|HAX1_uc009wov.2_Frame_Shift_Del_p.S127fsNM_006118 NP_006109 O00165 HAX1_HUMANInvolved in HCLS1 binding. 0AGAAGTGAATCCCCCCAACCA0.532

- 2 718TNR_uc009wwu.1_Frame_Shift_Del_p.V213fs|TNR_uc010pmz.1_Frame_Shift_Del_p.V213fsNM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11TCCACACACACCCCCCGGCTG0.607

+ 7 2540PRG4_uc001grt.3_Frame_Shift_Del_p.T789fs|PRG4_uc009wyl.2_Frame_Shift_Del_p.T737fs|PRG4_uc009wym.2_Frame_Shift_Del_p.T696fs|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|56; approximate.1GCTCCAACTACCCCCAAGGAG0.592

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMANPotential.|Glu-rich. 0CAAACTTCACCTTTTTTTTTCT0.411

- 5 1984_1986PSD_uc001kvh.1_In_Frame_Del_p.E107del|PSD_uc009xxd.1_In_Frame_Del_p.E486delNM_002779 NP_002770 A5PKW4 PSD1_HUMAN Poly-Glu. 3CTGGCCTCTGCCTCCTCCTCCTC0.66

- 2 586_588APBB1_uc001mdc.1_In_Frame_Del_p.E162del|APBB1_uc010rah.1_IntronNM_001164 NP_001155 O00213 APBB1_HUMAN Glu-rich. p.E162K(1) 2 atcatcatcatcctcctcctcct 0.404 rs145320037

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

- 10 1315PLEKHA7_uc010rcu.1_Frame_Shift_Del_p.Q434fs|PLEKHA7_uc001mmn.2_Frame_Shift_Del_p.Q142fsNM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3TGCTCCACCTGGGCCAGATTG0.537

- 14 1235USH1C_uc001mne.2_Frame_Shift_Del_p.E376fs|USH1C_uc009yhb.2_Frame_Shift_Del_p.E357fs|USH1C_uc001mng.2_RNA|USH1C_uc001mnd.2_Frame_Shift_Del_p.E340fsNM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN Potential. 1CCCCAGTCTTCTTCCCATTGC0.498

- 1 355 NM_001005284 NP_001005284 Q8NGQ1 OR9G4_HUMANHelical; Name=3; (Potential). 3ACAACACAGGAAAAAAACAGC0.473

- 9 1377EML3_uc001ntr.1_Frame_Shift_Del_p.A329fs|EML3_uc001nts.1_Frame_Shift_Del_p.A329fs|EML3_uc001ntt.1_Frame_Shift_Del_p.A241fs|EML3_uc010rly.1_Frame_Shift_Del_p.A357fs|EML3_uc009yny.1_Frame_Shift_Del_p.A140fsNM_153265 NP_694997 Q32P44 EMAL3_HUMAN WD 2. 1CGCTCGAAGGCCCCCAGTCCA0.592

+ 10 2065_2067USP35_uc001oze.2_In_Frame_Del_p.R366del|USP35_uc001ozc.2_In_Frame_Del_p.R178del|USP35_uc010rsp.1_In_Frame_Del_p.R42del|USP35_uc001ozd.2_In_Frame_Del_p.R221del|USP35_uc001ozf.2_In_Frame_Del_p.R341delNM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3TGAGCGCTGTCGCCGCCGCCGCC0.665

+ 6 1228 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1GCTGTTCAAATTAAATCACAA0.418

- 4 670IGSF9B_uc001qgy.1_5'UTRNM_014987 NP_055802 Q9UPX0 TUTLB_HUMANIg-like 2.|Extracellular (Potential). 0TCGATGTACTGGGGGGGTGTT0.572

- 3 812_814 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.606

+ 88 13864 NM_002332 NP_002323 Q07954 LRP1_HUMANCytoplasmic (Potential).|Interaction with MAFB (By similarity).22CCATGAACGTGGAGATTGGAA0.567

+ 3 444PIP4K2C_uc001sot.2_Frame_Shift_Del_p.P105fs|PIP4K2C_uc010srs.1_Frame_Shift_Del_p.P87fs|PIP4K2C_uc010srt.1_Frame_Shift_Del_p.P105fsNM_001146258 NP_001139730 Q8TBX8 PI42C_HUMAN PIPK. 3GGAGTATTGTCCCCAGGTCTT0.388

+ 3 552_553 NM_012240 NP_036372 Q9Y6E7 SIRT4_HUMANDeacetylase sirtuin-type. 0ACAGACTCCCCGGGGGGTGCTG0.579

+ 11 1513DNAH10_uc010tav.1_5'UTR|DNAH10_uc010taw.1_5'UTRNM_207437 NP_997320 Q8IVF4 DYH10_HUMANStem (By similarity). 6AGGCAGTGACGGGGGACCCCA0.478 rs148982654

+ 46 8279_8281EP400_uc001ujl.2_In_Frame_Del_p.T2751del|EP400_uc001ujm.2_In_Frame_Del_p.T2671del|EP400_uc001ujp.2_5'UTRNM_015409 NP_056224 Q96L91 EP400_HUMANInteraction with ZNF42 (By similarity). 12agcagcaacagACGACGACGACC0.34

- 23 3282TEP1_uc010ahk.2_Frame_Shift_Del_p.G431fs|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Frame_Shift_Del_p.G973fs|TEP1_uc010tlh.1_5'FlankNM_007110 NP_009041 Q99973 TEP1_HUMAN 5AGCTGCCACACCCCCCCACTC0.587

+ 6 1186SAMD4A_uc001xbc.2_Frame_Shift_Del_p.E307fs|SAMD4A_uc001xbg.2_5'UTRNM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0ACATCATCGAGGGGGGCAGCC0.637 rs137951039

- 65 12542_12543 NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 10. 19TTCTTCTCCTTGTAAGGCCTCG0.465

- 11 1628_1630DNAH3_uc002die.2_IntronNM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18CATTGCCGATCAGCAGCAGCAGC0.498

- 2 210POLDIP2_uc010wag.1_RNA|TMEM199_uc002hba.2_5'Flank|SARM1_uc010wah.1_5'FlankNM_015584 NP_056399 Q9Y2S7 PDIP2_HUMAN 0AGAGCGGCTTTGCCACCGGGCC0.762 rs113730440

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2TGGTGGGGCCGGGGGCTTCAG0.597 rs139867246

+ 1 118LOC100190938_uc002ibd.1_5'Flank|LOC100190938_uc002ibe.3_5'Flank|LOC100190938_uc002ibf.3_5'Flank|RAMP2_uc010cyt.2_Frame_Shift_Del_p.T17fs|RAMP2_uc002ibh.2_Frame_Shift_Del_p.T17fsNM_005854 NP_005845 O60895 RAMP2_HUMAN 0CTCCCTAGGACCCGAGTCGGG0.791

- 3 1258CA10_uc002itv.3_Frame_Shift_Del_p.G97fs|CA10_uc002itx.3_Frame_Shift_Del_p.G91fs|CA10_uc002ity.3_Frame_Shift_Del_p.G91fs|CA10_uc002itz.2_Frame_Shift_Del_p.G91fsNM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2TACCTTCCTGCCCCCCGTGTT0.493

- 2 452_455TIMP2_uc002jwe.2_5'UTR|TIMP2_uc010wty.1_5'UTRNM_003255 NP_003246 P16035 TIMP2_HUMAN NTR. 2CTTCCTTCTCACTGACCGCTTTGG0.51

+ 12 6027ASXL3_uc002kxq.2_Frame_Shift_Del_p.S1698fsNM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3AACATGTTATCCCCCAATATG0.413

- 5 640 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 1. 0TGCCTATTAAGGGAGACCTGA0.433

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1CGCCACCCGCCTTCTTCTTCTTG0.601

+ 4 656_658KLC3_uc010ejy.1_In_Frame_Del_p.E183del|KLC3_uc002pbg.1_In_Frame_Del_p.E198delNM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1GTTCCCCAGCGAGGAGGAGGAGA0.645



- 11 1735 NM_021733 NP_068379 Q9UJT2 TSKS_HUMAN 2ACTGCTGCCTCCCCCCATTGT0.552

+ 10 1050 NM_033068 NP_149059 Q9BZG2 PPAT_HUMANExtracellular (Potential). 0CTCTCAGCCTCCCCGGGTGCC0.682

- 5 1962 NM_014650 NP_055465 O94892 ZN432_HUMANC2H2-type 13. 3TGGTGAAGCCTTTTCCACATT0.398

- 1 206 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN DAPIN. 7TAATGTTTGTCCAGCAGCTTT0.468

- 8 1077PUM2_uc002rdt.1_Frame_Shift_Del_p.V352fs|PUM2_uc002rdr.2_Frame_Shift_Del_p.V291fs|PUM2_uc010yjy.1_Frame_Shift_Del_p.V352fs|PUM2_uc002rdu.1_Frame_Shift_Del_p.V352fs|PUM2_uc010yjz.1_Frame_Shift_Del_p.V291fsNM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1GCTGGATACACCCCCCATGGA0.507

+ 37 5895CAD_uc010eyw.2_Frame_Shift_Del_p.H1848fsNM_004341 NP_004332 P27708 PYR1_HUMAN Linker. 10GCTTGCTGCACCCCCAGACCT0.622

+ 2 1350_1352KIF3B_uc010ztv.1_Intron|KIF3B_uc010ztw.1_IntronNM_004798 NP_004789 O15066 KIF3B_HUMANPoly-Glu.|Potential. 5GGGTGGggaagaggaggaggagg0.433

- 1 912_914CECR6_uc002zma.2_Intron|uc002zmc.2_5'FlankNM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0ATGGCCCAGCCCACCACCACCAC0.709

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 gctgctgctgttgctgctgctg 0.391 rs34890218

+ 13 1587MTMR3_uc003agu.3_Frame_Shift_Del_p.T420fs|MTMR3_uc003agw.3_Frame_Shift_Del_p.T420fsNM_021090 NP_066576 Q13615 MTMR3_HUMANMyotubularin phosphatase. 5TGGGACCGCACCCCCCAGATT0.547

+ 2 1890SYNGR1_uc003axo.3_Intron|SYNGR1_uc003axp.3_Intron|SYNGR1_uc003axq.3_Intron|SYNGR1_uc003axs.3_IntronNM_006116 NP_006107 Q15750 TAB1_HUMAN 1GGTCCTGGGACCCCCCAGCCT0.592

- 7 1050_1052MKL1_uc003ayw.1_In_Frame_Del_p.Q281del|MKL1_uc010gye.1_In_Frame_Del_p.Q281del|MKL1_uc010gyf.1_In_Frame_Del_p.Q231delNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5GTAGTTGTGGTGCTGCTGCTGCT0.66

- 6 1160SGOL1_uc003cbr.2_Intron|SGOL1_uc010hfa.2_Intron|SGOL1_uc003cbt.2_Intron|SGOL1_uc003cbu.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003cbv.2_Intron|SGOL1_uc003cbw.2_Intron|SGOL1_uc003cbx.2_Intron|SGOL1_uc003cby.2_Intron|SGOL1_uc003cbz.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003cca.2_Frame_Shift_Del_p.M325fs|SGOL1_uc003ccb.2_Intron|SGOL1_uc003ccc.2_IntronNM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0GATTTGTGCATTTTTTTTTGG0.214

+ 19 1660XYLB_uc011ayp.1_Frame_Shift_Del_p.L380fsNM_005108 NP_005099 O75191 XYLB_HUMAN 1AGGCCCTTCTCCCCCAGTATG0.502

+ 1 261 NM_004617 NP_004608 P48230 T4S4_HUMANHelical; (Potential). 0CCAGATGCCTGGGGGGGACCC0.537

+ 42 6369_6371MED12L_uc011bnz.1_In_Frame_Del_p.Q1779delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCAGCAGACCCAGCAGCAGCAGC0.527

+ 1 251_253FGF5_uc003hme.2_In_Frame_Del_p.L9delNM_004464 NP_004455 P12034 FGF5_HUMAN 2AGCTTGTCCTTCCTCCTCCTCCT0.631

- 13 1850CFI_uc003hzq.2_Frame_Shift_Del_p.E345fs|CFI_uc011cft.1_Frame_Shift_Del_p.E556fs|CFI_uc003hzs.3_Frame_Shift_Del_p.E541fsNM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0CCACAGTTTTCCCCCCAACTC0.463 rs7437875

+ 15 2297_2299RASGRF2_uc011ctn.1_RNANM_006909 NP_008840 O14827 RGRF2_HUMAN 12TCCAGCAGTCCCACCACCACCAC0.562

+ 1 41_46PCDHGA1_uc003lji.1_Intron|PCDHGA2_uc003ljk.1_Intron|PCDHGA3_uc003ljm.1_Intron|PCDHGA3_uc010jfx.1_Intron|PCDHGB1_uc003ljo.1_Intron|PCDHGA4_uc003ljq.1_Intron|PCDHGB2_uc003ljs.1_Intron|PCDHGA5_uc003lju.1_Intron|PCDHGB3_uc003ljw.1_Intron|PCDHGA6_uc003ljy.1_Intron|PCDHGA7_uc003lka.1_Intron|PCDHGB4_uc011dav.1_In_Frame_Del_p.PV15delNM_003736 NP_003727 Q9UN71 PCDGG_HUMAN 0GCTGAGAGGCTGCCAGTGCTCTTTCT0.617

- 2 779SPRY4_uc010jgi.1_Frame_Shift_Del_p.R197fsNM_001127496 NP_001120968 Q9C004 SPY4_HUMAN Cys-rich.|SPR. 2GGCAACGTCCGGGGGGATGCA0.607

+ 4 387_388uc003owm.1_Intron|C6orf223_uc003owo.2_In_Frame_Ins_p.112_113insANM_153246 NP_694978 Q8N319 CF223_HUMAN Ala-rich. 0CGGTAGAGCGCgcggcggcggc0.639 rs72369323

- 12 2478COL12A1_uc003pht.2_Intron|COL12A1_uc003phu.1_Frame_Shift_Del_p.P429fsNM_004370 NP_004361 Q99715 COCA1_HUMANFibronectin type-III 4. 9CTGATTGGGTGGGGTGGTAAC0.413

+ 9 1421WBSCR17_uc003tvz.2_Frame_Shift_Del_p.A173fsNM_022479 NP_071924 Q6IS24 GLTL3_HUMANRicin B-type lectin.|Lumenal (Potential). 7AACAACAAGGCAAAAGACGTC0.542

+ 4 1128C7orf51_uc003uve.1_Frame_Shift_Del_p.I105fsNM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1CTTGTGAAATCCCCCCGCCCT0.682

+ 8 1077_1079SRRT_uc010lhl.1_In_Frame_Del_p.E275del|SRRT_uc003uxa.2_In_Frame_Del_p.E275del|SRRT_uc003uwz.2_In_Frame_Del_p.E275delNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2ATCCTGGAGCAGGAGGAGGAGGA0.596

+ 6 972FOXP2_uc003vgu.2_Splice_Site|FOXP2_uc003vgz.2_Splice_Site_p.Q225_splice|FOXP2_uc003vha.2_Splice_Site_p.Q108_splice|FOXP2_uc011kmu.1_Splice_Site_p.Q217_splice|FOXP2_uc011kmv.1_Intron|FOXP2_uc010ljz.1_Splice_Site_p.Q108_splice|FOXP2_uc003vgt.1_Splice_Site|FOXP2_uc003vgv.1_Splice_Site_p.Q200_splice|FOXP2_uc003vgx.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhd.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhc.2_Splice_Site_p.Q225_spliceNM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TTTCTGATACcagcagcagcagc0.414 rs111544687

- 6 468CCNE2_uc003yhd.2_Frame_Shift_Del_p.K120fsNM_057749 NP_477097 O96020 CCNE2_HUMAN 0TCTGCTCTCCTTTTTTAACAT0.323

- 3 2403 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN Lys-rich. 3TGTGTTTTGCTTTTTTTTTGA0.323

+ 3 2665RUSC2_uc010mkq.2_RNA|RUSC2_uc003zwx.3_Frame_Shift_Del_p.P804fsNM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN 1GTGCTCCCCTCCCCCAGAGCA0.667

+ 15 2792FRMPD4_uc011mij.1_Frame_Shift_Del_p.V754fsNM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13ACCTCGTGGTGGGGGAGATGA0.572

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

+ 14 1261RPS6KA1_uc010ofe.1_Frame_Shift_Del_p.I274fs|RPS6KA1_uc010off.1_Frame_Shift_Del_p.I350fs|RPS6KA1_uc001bms.1_Frame_Shift_Del_p.I375fs|RPS6KA1_uc009vsl.1_Frame_Shift_Del_p.I209fsNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1CCCCAGGCATCCCCCCCAGCG0.672

+ 23 3277 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0CATCAGCCTGCCCCGCGTGCC0.602

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0CTCCCAAGTGCCCCCCAAAAT0.572 rs138365632

- 9 1705 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0GAGCCGTAGTGGGGGAGAGGG0.498

- 10 1559SHC1_uc001ffu.2_5'Flank|SHC1_uc001ffz.1_Frame_Shift_Del_p.P217fs|SHC1_uc001ffw.2_Frame_Shift_Del_p.P447fs|SHC1_uc001ffx.2_Frame_Shift_Del_p.P337fs|SHC1_uc001ffy.2_Frame_Shift_Del_p.P336fsNM_183001 NP_892113 P29353 SHC1_HUMAN Pro-rich.|CH1. 2TAGCAGGATTGGGGGGCCCAG0.567

- 11 1713GON4L_uc001fly.1_Frame_Shift_Del_p.G539fs|GON4L_uc009wrh.1_Frame_Shift_Del_p.G539fs|GON4L_uc001fma.1_Frame_Shift_Del_p.G539fs|GON4L_uc001fmc.2_Frame_Shift_Del_p.G539fs|GON4L_uc001fmd.3_Frame_Shift_Del_p.G539fs|GON4L_uc009wri.2_Frame_Shift_Del_p.G125fs|GON4L_uc009wrj.1_Frame_Shift_Del_p.G54fs|GON4L_uc001fme.2_Frame_Shift_Del_p.G367fs|GON4L_uc001fmf.2_Frame_Shift_Del_p.G233fsNM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN Asp-rich. 3ATTCATAAGTCCCCCCAGCCA0.423

+ 1 267_268EFCAB2_uc001ibc.2_Intron|EFCAB2_uc010pyo.1_5'Flank|EFCAB2_uc010pyp.1_5'Flank|EFCAB2_uc001ibe.2_5'FlankNR_026586 Q5VUJ9 EFCB2_HUMAN 0CGGGGACAGGGCGCGCGCTCGG0.777 rs10536649

+ 1 666KILLIN_uc009xti.2_5'FlankNM_000314 NP_000305 P60484 PTEN_HUMAN 2334CGGCGGCGGCGGCTGGCACATCCA0.505 rs71022512

+ 1 51_53 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).1 AGCAGATGAAgctgctgctgctg0.429

- 4 1598_1600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_IntronNM_001144936 NP_001138408 C9JLR9 CK095_HUMANPro-rich.|Glu-rich. 0 GCTCACCCCActcctcctcctcc0.547

+ 5 1036GPR137_uc009ypj.1_Frame_Shift_Del_p.A249fs|GPR137_uc010rni.1_Frame_Shift_Del_p.A301fs|GPR137_uc001nze.1_Frame_Shift_Del_p.A243fs|GPR137_uc001nzf.2_Intron|GPR137_uc001nzi.2_Frame_Shift_Del_p.A243fs|GPR137_uc010rnj.1_Frame_Shift_Del_p.A243fsNM_020155 NP_064540 Q96N19 G137A_HUMANExtracellular (Potential). 1CTGGCCTTGGCCCCCCAGAGC0.637

- 1 189 NM_003793 NP_003784 Q9UBX1 CATF_HUMAN 0GGGACGGCGGCCCCCAGGCCT0.781

+ 1 55_56 NM_021046 NP_066384 O75690 KRA58_HUMAN 0GCTGCTCTGGAGGCTGTGGCTC0.649rs113379698;rs72145325

+ 6 1228 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1GCTGTTCAAATTAAATCACAA0.418

- 2 672EFS_uc001wjp.2_Intron|EFS_uc010tnm.1_IntronNM_005864 NP_005855 O43281 EFS_HUMAN SH3. 1GACAGCTCCTGGGGGGACTCA0.627



+ 9 5934 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3CAGAGAAGCTGGGGTGCATCT0.597

- 5 903_905INF2_uc010tyi.1_Intron|AKT1_uc001ypl.2_In_Frame_Del_p.E117del|AKT1_uc010axa.2_In_Frame_Del_p.E117del|AKT1_uc001ypm.2_In_Frame_Del_p.E117del|AKT1_uc001ypn.2_In_Frame_Del_p.E117del|AKT1_uc010tyk.1_In_Frame_Del_p.E55delNM_005163 NP_005154 P31749 AKT1_HUMAN 134GGAAGTCCATCTCCTCCTCCTCC0.631

- 1 196OGFOD1_uc002ejb.2_5'Flank|OGFOD1_uc002ejc.2_5'FlankNM_007006 NP_008937 O43809 CPSF5_HUMANNecessary for RNA-binding. 0AACTGAGTGACCCCCCGGGGC0.652

- 9 1687CAMTA2_uc010cku.1_Frame_Shift_Del_p.Q550fs|CAMTA2_uc002gag.1_Frame_Shift_Del_p.Q526fs|CAMTA2_uc002gai.1_Frame_Shift_Del_p.Q529fs|CAMTA2_uc010ckv.1_Frame_Shift_Del_p.Q174fs|CAMTA2_uc010vsu.1_Frame_Shift_Del_p.Q340fsNM_015099 NP_055914 O94983 CMTA2_HUMAN 1GGAGACAGCTGGGGGGTCGGA0.562 rs149765180

+ 1 267WNK4_uc010wgx.1_5'UTR|WNK4_uc002ibk.1_5'FlankNM_032387 NP_115763 Q96J92 WNK4_HUMAN 7CCGCTCCGGACCCCCCCGATC0.716

- 2 452_455TIMP2_uc002jwe.2_5'UTR|TIMP2_uc010wty.1_5'UTRNM_003255 NP_003246 P16035 TIMP2_HUMAN NTR. 2CTTCCTTCTCACTGACCGCTTTGG0.51

+ 4 1882_1883ZNF700_uc010xme.1_Frame_Shift_Del_p.H604fs|ZNF763_uc010xmf.1_IntronNM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 13. 0TGAAAGGACTCACACTGGAGAG0.47

+ 8 2673_2674GLTSCR1_uc002phi.3_Frame_Shift_Ins_p.A585fsNM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN 3CCCACCCCAGGCCCCCCCAACT0.723

- 1 437_439PMEPA1_uc002xyr.2_Intron|PMEPA1_uc002xys.2_Intron|PMEPA1_uc002xyt.2_Intron|uc002xyu.1_5'FlankNM_020182 NP_064567 Q969W9 PMEPA_HUMANExtracellular (Potential). 1 TTGGGCTgcccggcggcggcggc0.369

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 gctgctgctgttgctgctgctg 0.391 rs34890218

+ 3 439CHEK2_uc003adt.1_5'Flank|CHEK2_uc003adu.1_5'Flank|CHEK2_uc003adv.1_5'Flank|CHEK2_uc003adw.1_5'Flank|CHEK2_uc003adx.1_5'Flank|CHEK2_uc003ady.1_5'Flank|CHEK2_uc003adz.1_5'FlankNM_172002 NP_741999 Q8IWL3 HSC20_HUMAN J. 1ACCCTCCTGGCCCCCCTGAGC0.493

+ 13 1587MTMR3_uc003agu.3_Frame_Shift_Del_p.T420fs|MTMR3_uc003agw.3_Frame_Shift_Del_p.T420fsNM_021090 NP_066576 Q13615 MTMR3_HUMANMyotubularin phosphatase. 5TGGGACCGCACCCCCCAGATT0.547

- 6 6180C22orf30_uc003alo.1_Frame_Shift_Del_p.P1795fs|C22orf30_uc010gwj.1_Frame_Shift_Del_p.P1795fsNM_173566 NP_775837 Q5THK1 PR14L_HUMAN 0TTTCTGTTCTGGGGGGCTGCT0.532

- 7 1050_1052MKL1_uc003ayw.1_In_Frame_Del_p.Q281del|MKL1_uc010gye.1_In_Frame_Del_p.Q281del|MKL1_uc010gyf.1_In_Frame_Del_p.Q231delNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5GTAGTTGTGGTGCTGCTGCTGCT0.66

- 1 200_202 NM_183357 NP_899200 O95622 ADCY5_HUMANCytoplasmic (Potential). 4CTGGCCAGGCGCTGCTGCTGCTG0.734

- 1 200_202 NM_002994 NP_002985 P42830 CXCL5_HUMAN 0CTGGCTGCGTCAGCAGCAGCAGC0.7 rs139966143

+ 1 184_185DOM3Z_uc003nyo.1_5'UTR|DOM3Z_uc003nyp.1_5'UTR|DOM3Z_uc003nyq.1_5'UTR|DOM3Z_uc003nyr.1_5'UTR|DOM3Z_uc003nys.1_5'Flank|DOM3Z_uc010jtl.1_5'UTR|STK19_uc003nyt.2_5'UTR|DOM3Z_uc003nyu.1_5'UTR|STK19_uc011dow.1_Frame_Shift_Ins_p.A19fs|STK19_uc011dox.1_5'UTR|STK19_uc003nyw.2_Frame_Shift_Ins_p.A19fs|STK19_uc010jtn.1_5'FlankNM_032454 NP_115830 P49842 STK19_HUMAN 4CAGTGGCGGGCAAACCCCTCCC0.634

+ 14 1595SCUBE3_uc003okg.1_Frame_Shift_Del_p.S529fs|SCUBE3_uc003okh.1_Frame_Shift_Del_p.S417fsNM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1AAGTGTGACTCCTCTCGGAAG0.612

+ 7 1611 NM_004053 NP_004044 Q13895 BYST_HUMAN 0AGAGTGCAGTCCCCCGCGATG0.582

+ 1 499_501CNPY3_uc003osy.2_RNA|CNPY3_uc003osz.2_In_Frame_Del_p.17_18LL>L|CNPY3_uc003otc.3_5'UTR|CNPY3_uc003otb.3_5'UTRNM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1 CTTCTTCCCTtgctgctgctgct0.606

+ 4 387_388uc003owm.1_Intron|C6orf223_uc003owo.2_In_Frame_Ins_p.112_113insANM_153246 NP_694978 Q8N319 CF223_HUMAN Ala-rich. 0CGGTAGAGCGCgcggcggcggc0.639 rs72369323

- 2 872 NM_014452 NP_055267 O75509 TNR21_HUMANExtracellular (Potential).|TNFR-Cys 3. 0CACACCGTATGGGGGGCACAG0.557

+ 16 2396 NM_002047 NP_002038 P41250 SYG_HUMAN 1GTGAACAAGACCCCCCACACT0.502

+ 10 1401_1402AGFG2_uc010lgy.2_IntronNM_006076 NP_006067 O95081 AGFG2_HUMAN Pro-rich. 1GCACCGCTGTTCCCCCCGCAGA0.594

+ 8 1077_1079SRRT_uc010lhl.1_In_Frame_Del_p.E275del|SRRT_uc003uxa.2_In_Frame_Del_p.E275del|SRRT_uc003uwz.2_In_Frame_Del_p.E275delNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2ATCCTGGAGCAGGAGGAGGAGGA0.596

+ 10 1861FLNC_uc003voa.3_Frame_Shift_Del_p.W551fsNM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 3. 12ACCATCACGTGGGGCGGCTAC0.652

+ 14 4653ARHGEF5_uc003wem.2_Frame_Shift_Del_p.S313fsNM_005435 NP_005426 Q12774 ARHG5_HUMAN 2TCCAAAGACTCCCCCCAGGTA0.557

+ 6 1464ZNF398_uc011kul.1_Frame_Shift_Del_p.P226fs|ZNF398_uc011kum.1_Frame_Shift_Del_p.P402fsNM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1CAGCGAGACACCCCCCACCTG0.587

+ 8 1236NOS3_uc011kuy.1_Frame_Shift_Del_p.P108fs|NOS3_uc011kuz.1_Frame_Shift_Del_p.P314fs|NOS3_uc011kva.1_Frame_Shift_Del_p.P314fs|NOS3_uc011kvb.1_Frame_Shift_Del_p.P314fsNM_000603 NP_000594 P29474 NOS3_HUMANInteraction with NOSIP. 8CCTTGAGGTGCCCCTGGAGCA0.647

- 2 129CDK5_uc003wis.1_Frame_Shift_Del_p.N23fs|SLC4A2_uc003wit.3_5'FlankNM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase. 2AGTCTCCCGGTTTTTGGCCTT0.582

- 3 346 LSM1_uc003xkx.2_RNANM_014462 NP_055277 O15116 LSM1_HUMAN 0GTATTTTTTGCCCACATGAAT0.393

- 3 618TPD52_uc010lzr.2_RNA|TPD52_uc010lzs.1_RNA|TPD52_uc003ybs.1_Frame_Shift_Del_p.A59fs|TPD52_uc003ybt.1_Frame_Shift_Del_p.A59fs|TPD52_uc003ybq.1_RNA|TPD52_uc003ybu.1_RNANM_001025252 NP_001020423 P55327 TPD52_HUMAN Potential. 1CTTCTCTTTTGCTGCTAACAC0.408

- 16 2344DDX58_uc010mjj.2_Splice_Site|DDX58_uc010mjk.1_Intron|DDX58_uc011lnr.1_Intron|DDX58_uc010mji.2_Splice_Site_p.G658_spliceNM_014314 NP_055129 O95786 DDX58_HUMAN 4TTCCTCTGCCTATTAGAAAATAA0.315

- 10 1827_1829TFE3_uc004dmc.3_In_Frame_Del_p.E425delNM_006521 NP_006512 P19532 TFE3_HUMAN 197CCCACCACCCCCTCCTCCTCCTC0.66

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

- 5 1096AGBL4_uc001cru.2_Intron|AGBL4_uc010omw.1_Intron|AGBL4_uc010omx.1_Intron|AGBL4_uc001crv.1_Intron|AGBL4_uc010omy.1_Intron|BEND5_uc001crw.3_Frame_Shift_Del_p.K182fsNM_024603 NP_078879 Q7L4P6 BEND5_HUMAN BEN. 1TGCATCTTTCTTTTTTTTTGT0.463

+ 2 301_302ST6GALNAC5_uc010ori.1_In_Frame_Ins_p.48_49insQQ|ST6GALNAC5_uc009wbw.2_RNANM_030965 NP_112227 Q9BVH7 SIA7E_HUMANPoly-Gln.|Lumenal (Potential). 2 agcagcagcagcagcagcaaca0.594 rs62637703

+ 8 2280BCL9_uc010ozr.1_Frame_Shift_Del_p.P440fsNM_004326 NP_004317 O00512 BCL9_HUMANPoly-Pro.|Pro-rich. 6GGTCCGAGGACCCCCCCCTCC0.582

+ 6 739PSMB4_uc001eyb.1_3'UTRNM_002796 NP_002787 P28070 PSB4_HUMAN 2ACTGTCACCGAAAAAGGTGTT0.443

- 2 3390_3392TCHH_uc009wne.1_In_Frame_Del_p.R1133delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-8.|10 X 30 AA tandem repeats. 5 ctggcgccttctcttctcccgtt 0.241

- 2 1111_1113TCHH_uc009wne.1_In_Frame_Del_p.E371delNM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-5.5 gctcgcgcctctcctcctcctgc 0 rs71757496

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17CTGGCTTGGCTGTGTGTGTGTC0.515 rs140875805

- 8 2374_2376KCNN3_uc001ffo.2_In_Frame_Del_p.Q382delNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1GCAGACAGGAGCTGCTGCTGCTG0.64

- 1 422_424KCNN3_uc009wox.1_In_Frame_Del_p.36_37QQ>QNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 ctgctgctgttgctgctgctgct 0.236

- 11 2245_2247PBXIP1_uc001ffs.2_In_Frame_Del_p.H700del|PBXIP1_uc010pep.1_In_Frame_Del_p.H574delNM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1TGTCAGCCCCGGTGGTGGTGGTG0.64 rs143592003

- 1 313_314SHC1_uc001ffz.1_5'Flank|SHC1_uc001ffw.2_Frame_Shift_Ins_p.P31fs|SHC1_uc001ffx.2_Intron|SHC1_uc001ffy.2_IntronNM_183001 NP_892113 P29353 SHC1_HUMAN 2GCAGCTCCTCCGGGGGGGTGGA0.619 rs115641580

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. 2GCCTGGCTATGGGGGGGACCT0.622



- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6CCTGAGGTGTGGGGGGGATGG0.597

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential). 2TGGCCTGGCTGGGGGGGACCA0.552

- 6 1357_1359PVRL4_uc010pjy.1_In_Frame_Del_p.V32del|PVRL4_uc010pjz.1_In_Frame_Del_p.V87delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GCGATCACACCCACCACCACCAC0.606

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

+ 20 6213PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16TGTGTGTAATCCCCCCCAGTG0.468

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

+ 7 1843_1845PRG4_uc001grt.3_In_Frame_Del_p.K558del|PRG4_uc009wyl.2_In_Frame_Del_p.K506del|PRG4_uc009wym.2_In_Frame_Del_p.K465del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN33; approximate.|59 X 8 AA repeats of K-X-P-X-P-T-T-X.1CACCACCACCAAGAAGCCTGCAC0.65

- 1 1610 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2ATCAACTACACTTATTCGGCC0.458

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 13 2418_2420PTPN14_uc010pty.1_In_Frame_Del_p.E617delNM_005401 NP_005392 Q15678 PTN14_HUMAN Poly-Glu. 5GATTCTGGAGCCTCCTCCTCCTC0.626

+ 28 5556_5557MIA3_uc001hnm.2_Frame_Shift_Del_p.G727fsNM_198551 NP_940953 Q5JRA6 MIA3_HUMANPro-rich.|Cytoplasmic (Potential). 5GTTCACTTGGCCCAAGAGAGTA0.545

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN 0CTTCAAGCTCAAAAAAAATGC0.562

+ 3 629_631LZTS2_uc010qpw.1_In_Frame_Del_p.S197del|LZTS2_uc001ksk.2_In_Frame_Del_p.S197del|LZTS2_uc001ksl.2_In_Frame_Del_p.S197del|LZTS2_uc001ksm.2_RNANM_032429 NP_115805 Q9BRK4 LZTS2_HUMANSer-rich.|Required for centrosomal localization (By similarity).4 GGGGGCCCTGcctcctcctcctc0.557

- 4 533 NM_001080998 NP_001074467 Q96QU4 FRG2B_HUMAN 0GGGCCCGAGACCTATGCCGCT0.557

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0ATCGAAGGGCCAGGCACCCGGG0.708 rs138894859

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2CACGTGTTCTTCCTCCTCCTCCT0.537

+ 8 941UVRAG_uc010rrw.1_Splice_Site_p.K133_splice|UVRAG_uc001oxd.2_Splice_Site|UVRAG_uc010rrx.1_5'UTR|UVRAG_uc009yuh.1_Splice_SiteNM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6TATTTATTTAGAAAAAAAAAAG0.302

- 8 1187_1189CADM1_uc001ppf.3_Intron|CADM1_uc001ppk.3_Intron|CADM1_uc001ppj.3_Intron|CADM1_uc001pph.3_In_Frame_Del_p.T105delNM_014333 NP_055148 Q9BY67 CADM1_HUMANExtracellular (Potential). 2 atggtaaggatggtggtggtggt 0.266

- 1 355 H2AFX_uc001pvh.1_RNANM_002105 NP_002096 P16104 H2AX_HUMAN 0GCAGCTTGTTGAGCTCCTCGT0.672 rs141798641

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

- 12 1271_1273R3HDM2_uc010srn.1_RNA|R3HDM2_uc001snu.2_In_Frame_Del_p.73_74QQ>Q|R3HDM2_uc001snr.2_In_Frame_Del_p.139_140QQ>Q|R3HDM2_uc001sns.2_In_Frame_Del_p.412_413QQ>Q|R3HDM2_uc001snt.2_In_Frame_Del_p.426_427QQ>Q|R3HDM2_uc009zpn.1_In_Frame_Del_p.35_36QQ>QNM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN Gln-rich. 2 AGCAGGAAGTtgctgctgctgct0.488

+ 1 1317_1319EP400_uc001ujl.2_In_Frame_Del_p.E437del|EP400_uc001ujm.2_In_Frame_Del_p.E437del|EP400_uc001ujj.1_In_Frame_Del_p.E437del|EP400_uc001ujk.2_In_Frame_Del_p.E437delNM_015409 NP_056224 Q96L91 EP400_HUMAN Poly-Glu. 12CATTgaagaagaggaggaggagg0.286 rs62635809

+ 46 8261_8262EP400_uc001ujl.2_In_Frame_Ins_p.2747_2748insQ|EP400_uc001ujm.2_In_Frame_Ins_p.2667_2668insQ|EP400_uc001ujp.2_5'UTRNM_015409 NP_056224 Q96L91 EP400_HUMANInteraction with ZNF42 (By similarity). 12 agcagcagcaacagcagcagca0.327 rs111782215

- 1 410 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN 1TGGACCCGTGAAAAAGGCCGA0.632

- 1 1994_1996TSC22D1_uc001uzo.1_In_Frame_Del_p.501_502QQ>QNM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 ttgttgttgttgctgctgctgct 0.409rs112613609;rs146722477

+ 22 2792FARP1_uc001vnh.2_Frame_Shift_Del_p.W850fsNM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN PH 1. 2GAAGACGAGTGGGGGGTGCCC0.617

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1TCCTGCCCGTCCCCCCCGGCC0.607

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 gccgctgcctctgctgctgctgc 0.404

+ 2 348OSGEP_uc001vxf.2_5'Flank|APEX1_uc001vxh.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxi.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxj.2_Frame_Shift_Del_p.K6fsNM_001641 NP_001632 P27695 APEX1_HUMANNecessary for interaction with YBX1, binding to RNA, NPM1-dependent association with rRNA, endoribonuclease activity on abasic RNA and localization in the nucleoli.4GAAGCGTGGGAAAAAGGGAGC0.557

- 2 306EXOC5_uc010trg.1_5'UTR|EXOC5_uc010trh.1_Frame_Shift_Del_p.E19fsNM_006544 NP_006535 O00471 EXOC5_HUMAN 3ACAAGACGTTCAATATATTCA0.333

- 13 2476_2478PTPN21_uc010twc.1_In_Frame_Del_p.E511delNM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4GAAGTCCTCGTCCTCCTCCTCCT0.704

- 7 2023BTBD7_uc010aur.2_Frame_Shift_Del_p.N91fs|BTBD7_uc010two.1_Frame_Shift_Del_p.N386fs|BTBD7_uc001ybp.2_Frame_Shift_Del_p.N215fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1GATGCCAGCATTTTTTTGCCG0.383

- 6 1584MEIS2_uc001zjl.2_Frame_Shift_Del_p.M170fs|MEIS2_uc010ucj.1_Frame_Shift_Del_p.M170fs|MEIS2_uc001zjm.2_Frame_Shift_Del_p.M95fs|MEIS2_uc001zjn.2_Frame_Shift_Del_p.M37fs|MEIS2_uc001zjo.2_Frame_Shift_Del_p.M183fs|MEIS2_uc001zjp.2_Frame_Shift_Del_p.M183fs|MEIS2_uc001zjs.2_Frame_Shift_Del_p.M183fs|MEIS2_uc001zju.2_Frame_Shift_Del_p.M170fs|MEIS2_uc001zjt.2_Frame_Shift_Del_p.M183fsNM_170675 NP_733775 O14770 MEIS2_HUMAN 2TCGATGGGCATTTTCCCCTTC0.478

- 69 13096 NM_003922 NP_003913 Q15751 HERC1_HUMANRCC1 14.|WD 11. 19CTGAATTGCTCCCCCAGGCAT0.438

- 3 553_555KIAA0430_uc002ddq.2_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzv.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzw.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzx.1_In_Frame_Del_p.119_120GG>GNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0TCCGCTACCGCCACCACCACCAC0.532

- 2 667IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0TCCTGGTGGATTTTTTTTTTC0.532

+ 9 1622_1633LOC100132247_uc010vbv.1_In_Frame_Del_p.PPSA485del|LOC100132247_uc010vbw.1_Intron|LOC100132247_uc010bxi.2_In_Frame_Del_p.PPSA466del|LOC100132247_uc010bxk.2_In_Frame_Del_p.PPSA302delNM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. 0TCACTCCCCTTCCACCCTCAGCTCCACCCTCA0.571

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

+ 2 113_115CCDC135_uc002emj.2_In_Frame_Del_p.E13del|CCDC135_uc002emk.2_In_Frame_Del_p.E13delNM_032269 NP_115645 Q8IY82 CC135_HUMAN Potential. 1 Gggagaaggtggaggaggaggag0.448

- 3 888_890ACD_uc002etp.3_In_Frame_Del_p.L181del|ACD_uc002etr.3_In_Frame_Del_p.L181del|ACD_uc010vjt.1_In_Frame_Del_p.L174del|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CCGCAGTCCTGCAGCAGCAGCAG0.65

- 14 2504ADAMTS18_uc010chc.1_Frame_Shift_Del_p.F283fs|ADAMTS18_uc002ffe.1_Frame_Shift_Del_p.F391fsNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18CGGACATTGCAAAAAAAAATT0.403

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

- 5 772 NM_015982 NP_057066 Q9Y2T7 YBOX2_HUMANPro-rich.|Required for mRNA-binding. 0TTGGGAGGCCGGGGGCCTCGC0.622

+ 8 912_914CHRNB1_uc010vty.1_In_Frame_Del_p.L222del|CHRNB1_uc010vtz.1_In_Frame_Del_p.L128delNM_000747 NP_000738 P11230 ACHB_HUMANHelical; (Potential). 2TACTGTGTTCCTGCTGCTGCTGG0.498

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. 2CTGTCGCCGTcaccaccaccacc0.369



+ 10 1762CHD3_uc002gjd.2_Frame_Shift_Del_p.P597fs|CHD3_uc002gjf.2_Frame_Shift_Del_p.P538fs|CHD3_uc002gjg.1_Frame_Shift_Del_p.P366fsNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Chromo 1. 1AGATGTCCCACCCCCCCGTCC0.577

+ 2 137 PRR11_uc002ixg.1_RNANM_018304 NP_060774 Q96HE9 PRR11_HUMAN 2AAGATTATTCAAAAAAAAAGA0.348

- 19 3481USP36_uc002jwa.1_Frame_Shift_Del_p.V1052fs|USP36_uc002jvy.1_Frame_Shift_Del_p.V112fsNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5CATCCTGACTGACCGCCGACA0.567

+ 11 1445_1447 NM_015897 NP_056981 Q8N2W9 PIAS4_HUMANAsp/Glu-rich (acidic). 1 CTCggaggatgaggaggaggagg0.552

- 6 1132_1134 NM_005934 NP_005925 Q03111 ENL_HUMAN Poly-Ser. 1TTGTCCGAGAAGGAGGAGGAGGA0.65

- 2 440_442 NM_052850 NP_443082 Q8TAE8 G45IP_HUMANPoly-Gln.|Potential. 2CAGTTCTCCCGCTGCTGCTGCTG0.635

- 3 909SFRS14_uc002nkz.1_Frame_Shift_Del_p.I269fs|SFRS14_uc002nla.1_Frame_Shift_Del_p.I255fs|SFRS14_uc002nlb.2_Frame_Shift_Del_p.I255fs|SFRS14_uc010xqk.1_IntronNM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0ACGGTGGGTATTTTTTTTGTG0.502

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMANCytoplasmic (Potential). 1CGCCACCCGCCTTCTTCTTCTTG0.601

+ 10 765 NM_015302 NP_056117 O94927 HAUS5_HUMAN 0TGACAAACCACCCCCCAGGCC0.642

- 2 231PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Frame_Shift_Del_p.P31fs|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_RNA|PSG1_uc002our.1_Frame_Shift_Del_p.P31fs|PSG1_uc010eio.1_Frame_Shift_Del_p.P31fs|PSG1_uc002oux.1_5'UTR|PSG1_uc002ouy.1_Frame_Shift_Del_p.P31fs|PSG1_uc002ouz.1_Frame_Shift_Del_p.P31fs|PSG1_uc002ova.1_Frame_Shift_Del_p.P31fs|PSG1_uc002ovc.2_Frame_Shift_Del_p.P31fs|PSG1_uc002ovd.1_Frame_Shift_Del_p.P31fsNM_006905 NP_008836 P11464 PSG1_HUMAN 2GGGCAGTGGTGGGCAGGTTCC0.493 rs77328225

- 9 974_975TEAD2_uc002png.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc002pnh.2_Frame_Shift_Ins_p.H299fs|TEAD2_uc002pni.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc010yao.1_Frame_Shift_Ins_p.H167fs|TEAD2_uc010emw.2_Frame_Shift_Ins_p.H298fsNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GAAGAAGGCATGGGGGGGGCCA0.564

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458

+ 1 230SPTBN1_uc002rxu.2_Intron|SPTBN1_uc002rxv.1_IntronNR_002229 0CCACGGCCACAAAAAAAAGAA0.537

- 4 737_739TMEM127_uc002svr.2_In_Frame_Del_p.Q160delNM_017849 NP_060319 O75204 TM127_HUMAN 0GTACTTCTTATGCTGCTGCTGCT0.557

+ 8 1145ANKRD36_uc010yuz.1_Splice_Site|ANKRD36_uc010fic.2_Intron|ANKRD36_uc002sxo.2_Intron|ANKRD36_uc002sxp.3_Splice_SiteNM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0CTGGGACAGGTATTTTGGAATA0.302

+ 10 1092 NM_182640 NP_872578 P82933 RT09_HUMAN 0AGCGCAGGCTGGAGCAATACG0.562

+ 9 1518CYP20A1_uc002uzx.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc010zif.1_Frame_Shift_Del_p.Q307fs|CYP20A1_uc002uzy.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc002uzw.3_RNA|CYP20A1_uc010ftw.2_Frame_Shift_Del_p.Q29fsNM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0GAAGAAGTTCAAAAAAAATTA0.348

+ 1 182_184ALPP_uc002vsr.2_5'FlankNM_001632 NP_001623 P05187 PPB1_HUMAN 1 GGGCCCTGCAtgctgctgctgct0.542

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0TTCCGGGTCATCCTCCTCCTCCT0.631

- 14 2158ZMYND8_uc010ghq.1_Frame_Shift_Del_p.K312fs|ZMYND8_uc010ghr.1_Frame_Shift_Del_p.K610fs|ZMYND8_uc002xst.1_Frame_Shift_Del_p.K563fs|ZMYND8_uc002xsu.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc002xsv.1_Frame_Shift_Del_p.K563fs|ZMYND8_uc002xsw.1_Frame_Shift_Del_p.K387fs|ZMYND8_uc002xsx.1_Frame_Shift_Del_p.K387fs|ZMYND8_uc002xsy.1_Frame_Shift_Del_p.K610fs|ZMYND8_uc002xsz.1_Frame_Shift_Del_p.K572fs|ZMYND8_uc010zxy.1_Frame_Shift_Del_p.K662fs|ZMYND8_uc002xtb.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xss.2_Frame_Shift_Del_p.K635fs|ZMYND8_uc010zxz.1_Frame_Shift_Del_p.K630fs|ZMYND8_uc002xtc.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xtd.1_Frame_Shift_Del_p.K630fs|ZMYND8_uc002xte.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc010zya.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc002xtf.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xtg.2_Frame_Shift_Del_p.K629fs|ZMYND8_uc010ghs.1_Frame_Shift_Del_p.K629fsNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5AGGCTTGGGCTTTTTTTTAAC0.488

- 1 737CTCFL_uc010giw.1_Frame_Shift_Del_p.K25fs|CTCFL_uc002xym.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010giz.1_Intron|CTCFL_uc010giy.1_Intron|CTCFL_uc010gja.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjb.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjc.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjd.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gje.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjf.2_Intron|CTCFL_uc010gjg.2_Intron|CTCFL_uc010gjh.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gji.1_Intron|CTCFL_uc010gjj.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjk.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjl.1_Frame_Shift_Del_p.K25fsNM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4CCTTCAGGCCTTTTTCCGGCA0.502

- 11 905TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Frame_Shift_Del_p.F161fs|TPTE_uc002yir.1_Frame_Shift_Del_p.F141fs|TPTE_uc010gkv.1_Frame_Shift_Del_p.F41fsNM_199261 NP_954870 P56180 TPTE_HUMANHelical; (Potential). 5ACTTAATGTCAAAAAAAATGT0.299

+ 4 1162IFNGR2_uc002yrq.3_Frame_Shift_Del_p.F191fs|IFNGR2_uc010gma.2_Frame_Shift_Del_p.F93fs|IFNGR2_uc002yrr.3_Frame_Shift_Del_p.F93fsNM_005534 NP_005525 P38484 INGR2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0CTCCACGGCCTTTTTTTGTTA0.458

- 2 1210DNAJC28_uc002yrw.2_Frame_Shift_Del_p.P254fsNM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0GATCCATTCTGGTTGGTATCC0.393

- 1 5854BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gtgagggtatccagggtgagt 0.159

- 8 995DGCR14_uc002zot.2_Frame_Shift_Del_p.E241fs|DGCR14_uc002zov.2_RNANM_022719 NP_073210 Q96DF8 DGC14_HUMAN 1TTCTCAACCTCCCCCCAGGTC0.597

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

- 1 5454_5456TCF20_uc003bck.1_In_Frame_Del_p.Q1774del|TCF20_uc003bnt.2_In_Frame_Del_p.Q1774delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5TCTGCTCCTTCTGCTGCTGCTGC0.601

+ 4 842CCR3_uc003cpi.1_Frame_Shift_Del_p.V100fs|CCR3_uc003cpj.1_Frame_Shift_Del_p.V100fs|CCR3_uc003cpk.1_Frame_Shift_Del_p.V121fs|CCR3_uc010hjb.1_Frame_Shift_Del_p.V118fs|CCR3_uc003cpl.1_Frame_Shift_Del_p.V133fsNM_178329 NP_847899 P51677 CCR3_HUMANExtracellular (Potential). 8CATAACTGGGTTTTTGGCCAT0.488

+ 6 9506 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8CAGAGCACCCTTTTTCCAGTC0.607

- 6 1104_1105SLCO2A1_uc003eqb.3_Frame_Shift_Ins_p.F201fs|SLCO2A1_uc011blv.1_Intron|SLCO2A1_uc010htw.1_Frame_Shift_Ins_p.F109fsNM_005630 NP_005621 Q92959 SO2A1_HUMANHelical; Name=6; (Potential). 1CTCGAGGGAAGAAAAAAAAGGG0.49 rs141736851

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

- 17 2126SCLT1_uc003ign.2_Frame_Shift_Del_p.K204fs|SCLT1_uc003igo.2_Frame_Shift_Del_p.K150fs|SCLT1_uc003igq.2_Intron|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTACTTTGGCTTTTTTTTGAG0.353

+ 6 626_627 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0TCACTTAGGGGAAAATGGCTTT0.351

- 3 318 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1AACTTGCTCATTTTTAGCTAG0.418

- 11 1838_1839C6_uc003jml.1_Frame_Shift_Del_p.C543fsNM_000065 NP_000056 P13671 CO6_HUMAN EGF-like. 7TGCCACTCTGACACACACACAG0.475

- 4 1093HAPLN1_uc003kin.2_Frame_Shift_Del_p.K341fsNM_001884 NP_001875 P10915 HPLN1_HUMAN Link 2. 5CAGCTTATGCTTTTTATCTGG0.493

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgctgccgctgccgccgccgc 0.391

+ 4 1770KCTD16_uc003lnn.1_Frame_Shift_Del_p.K381fsNM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4CATGAGCAGCAAAAAAAAAGC0.468

- 8 1648_1649ATXN1_uc010jpi.2_In_Frame_Ins_p.225_226insQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4 CCCTGCTGAGGtgctgctgctg0.366

+ 14 2219_2221BAT2_uc011dnv.1_Intron|BAT2_uc003nvc.3_In_Frame_Del_p.Q661delNM_080686 NP_542417 P48634 PRC2A_HUMANPoly-Gln.|4 X 57 AA type A repeats. 0CAGCTCCTGAagcagcagcagca0.453

+ 8 1034_1035CYP21A2_uc011dpb.1_Frame_Shift_Ins_p.V276fs P08686 CP21A_HUMAN 0CTGGGCCGTGGTTTTTTTTGCT0.614

+ 6 808PHACTR2_uc010khh.2_Frame_Shift_Del_p.S146fs|PHACTR2_uc010khi.2_Frame_Shift_Del_p.S237fs|PHACTR2_uc003qjr.3_Frame_Shift_Del_p.S157fsNM_014721 NP_055536 O75167 PHAR2_HUMAN 2CCTCTCATTCAAAAAAAACAA0.398

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMANHelical; (Potential). 1CGCGGCAACGCACACACACACT0.53

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1CTGGTGCTTTTTCTTCTTCTTCT0.433

+ 11 3191_3192POM121_uc003twj.2_In_Frame_Ins_p.799_800insS|POM121_uc010lam.1_In_Frame_Ins_p.799_800insSNM_172020 NP_742017 Q96HA1 P121A_HUMANPore side (Potential). 0ACTGCTGTCTTCTTCGGTGCAG0.663rs148686669;rs67569765

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606



- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGTGAGGGGACCCCCCGGCAC0.642

+ 6 972FOXP2_uc003vgu.2_Splice_Site|FOXP2_uc003vgz.2_Splice_Site_p.Q225_splice|FOXP2_uc003vha.2_Splice_Site_p.Q108_splice|FOXP2_uc011kmu.1_Splice_Site_p.Q217_splice|FOXP2_uc011kmv.1_Intron|FOXP2_uc010ljz.1_Splice_Site_p.Q108_splice|FOXP2_uc003vgt.1_Splice_Site|FOXP2_uc003vgv.1_Splice_Site_p.Q200_splice|FOXP2_uc003vgx.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhd.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhc.2_Splice_Site_p.Q225_spliceNM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TTTCTGATACcagcagcagcagc0.414 rs111544687

- 9 1235_1237 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0 TTCCCCTagcaggaggaggagga0.443

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 2 129CDK5_uc003wis.1_Frame_Shift_Del_p.N23fs|SLC4A2_uc003wit.3_5'FlankNM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase. 2AGTCTCCCGGTTTTTGGCCTT0.582

+ 5 504EPB49_uc010ltl.2_Frame_Shift_Del_p.S92fs|EPB49_uc011kys.1_Intron|EPB49_uc010ltn.2_Frame_Shift_Del_p.S67fs|EPB49_uc011kyu.1_Frame_Shift_Del_p.S92fs|EPB49_uc011kyv.1_Frame_Shift_Del_p.S92fs|EPB49_uc010ltq.2_Frame_Shift_Del_p.S92fsNM_001114136 NP_001107608 Q08495 DEMA_HUMAN 1AAATCCACATCCCCCCCACCA0.602

+ 2 273_275SFTPC_uc003xaw.3_In_Frame_Del_p.V93del|SFTPC_uc011kza.1_In_Frame_Del_p.V44del|SFTPC_uc003xaz.2_In_Frame_Del_p.V44del|SFTPC_uc003xay.3_In_Frame_Del_p.V44del|BMP1_uc011kzb.1_5'Flank|BMP1_uc003xba.2_5'Flank|BMP1_uc003xbb.2_5'Flank|BMP1_uc003xbe.2_5'Flank|BMP1_uc003xbc.2_5'Flank|BMP1_uc003xbd.2_5'Flank|BMP1_uc003xbf.2_5'Flank|BMP1_uc003xbg.2_5'Flank|BMP1_uc011kzc.1_5'Flank|BMP1_uc003xbh.2_5'Flank|BMP1_uc003xbi.2_5'FlankNM_003018 NP_003009 P11686 PSPC_HUMAN 0CCTTCTTATCGTGGTGGTGGTGG0.601

+ 13 1644KIAA1967_uc003xci.2_Frame_Shift_Del_p.P503fs|KIAA1967_uc003xcj.1_Frame_Shift_Del_p.P172fsNM_199205 NP_954675 Q8N163 K1967_HUMAN 3GGCCCCTCCACCCCCCCTAGA0.572

+ 34 7676_7678 NM_017780 NP_060250 Q9P2D1 CHD7_HUMANPotential.|Poly-Arg. 9CCTCGCCAGCGGAGGAGGAGGAG0.512

+ 2 604 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7AGAAAAGGCTCCCCCGGGCTT0.502

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

- 2 1659_1661TPRN_uc004clu.2_In_Frame_Del_p.553_554EE>ENM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 ctcttcctcttcctcctcctcct 0.374

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACATTCACCTGGGGGGGTGCA0.532

+ 4 1735_1737MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCTGTGAGCTCCTCCTCCTCC0.473 rs144357389

+ 4 2131_2133MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4CTCAGAGTCCTCTTCAGGGGGAG0.571

+ 11 9934_9935SPEN_uc010obp.1_Frame_Shift_Ins_p.T3203fsNM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15 AGCTgcccccacccccacccct0.416

- 7 967NBPF1_uc010oce.1_IntronNM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0TCTGCCAGCTGGGGGCGCAAT0.488

- 13 2591PPIEL_uc001cdk.2_5'Flank|PABPC4_uc001cdl.2_Frame_Shift_Del_p.Q581fs|PABPC4_uc001cdm.2_Frame_Shift_Del_p.Q552fsNM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. 0TTCTGTTCCTGGGGGGGTGCT0.602

+ 2 301_302ST6GALNAC5_uc010ori.1_In_Frame_Ins_p.48_49insQQ|ST6GALNAC5_uc009wbw.2_RNANM_030965 NP_112227 Q9BVH7 SIA7E_HUMANPoly-Gln.|Lumenal (Potential). 2 agcagcagcagcagcagcaaca0.594 rs62637703

- 6 852 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6ACTGCTGCCAGGTGTGTCTGC0.423

- 34 7254_7255 NM_024408 NP_077719 Q04721 NOTC2_HUMANCytoplasmic (Potential). 27GCAGGGGGCCCGCAACAGCTGG0.629

+ 6 700ECM1_uc010pce.1_Frame_Shift_Del_p.F96fs|ECM1_uc010pcf.1_Frame_Shift_Del_p.F89fs|ECM1_uc001eut.2_Frame_Shift_Del_p.F167fs|ECM1_uc001euu.2_Frame_Shift_Del_p.F196fs|ECM1_uc001euv.2_Frame_Shift_Del_p.F194fs|ECM1_uc009wlu.2_5'UTRNM_004425 NP_004416 Q16610 ECM1_HUMAN2 X approximate repeats.|1. 3TGGATGGCTTCCCCCCTGGGC0.602

- 25 3397NUP210L_uc009woq.2_Frame_Shift_Del_p.Q18fs|NUP210L_uc010peh.1_Frame_Shift_Del_p.Q1109fsNM_207308 NP_997191 Q5VU65 P210L_HUMAN 11GATTGGGGCTGGGGGCCACCT0.458

- 1 422_424KCNN3_uc009wox.1_In_Frame_Del_p.36_37QQ>QNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 ctgctgctgttgctgctgctgct 0.236

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMANExtracellular (Potential). 2TGGCCTGGCTGGGGGGGACCA0.552

+ 2 652_654 NM_004983 NP_004974 Q92806 IRK9_HUMANHelical; Name=M2; (By similarity). 2GAGGGCATCGTGCTGCTGCTGCT0.64

+ 56 8916 NM_031935 NP_114141 Q96RW7 HMCN1_HUMANIg-like C2-type 27. 23GAGTGTTTATCCAGTGGCAGC0.463

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

+ 4 1558URB2_uc009xfd.1_Frame_Shift_Del_p.L474fsNM_014777 NP_055592 Q14146 URB2_HUMAN 3AAGAGGTTTTGGGGGTGATCT0.567

+ 5 2472 NM_000740 NP_000731 P20309 ACM3_HUMANCytoplasmic (By similarity). 5CCAGTGTGACAAAAAAAAGAG0.502

+ 1 153_154 NM_001004688 NP_001004688 Q96R28 OR2M2_HUMANCytoplasmic (Potential). 4TCATCTACCTGGACACCCAGCT0.53

- 20 2528_2530SFMBT2_uc001ijn.1_In_Frame_Del_p.E813del|SFMBT2_uc010qay.1_In_Frame_Del_p.E648delNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8GAACCAGTCTCTCCTCCTCCTCC0.596

- 9 1622_1624LOC729668_uc001ivd.2_RNA|uc001ive.1_RNA|uc001ivg.1_5'FlankNM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1CCTGATGATGTCCTCCTCCTCCT0.507

- 2 1199CHST15_uc001lhm.2_Frame_Shift_Del_p.F229fs|CHST15_uc001lhn.2_Frame_Shift_Del_p.F229fs|CHST15_uc010que.1_Frame_Shift_Del_p.F229fs|CHST15_uc001lho.2_Frame_Shift_Del_p.F229fsNM_015892 NP_056976 Q7LFX5 CHSTF_HUMANLumenal (Potential). 1CAGGGCGTCGAAGGTGGAGCG0.647

- 2 598_600C11orf95_uc001nxr.2_Intron|C11orf95_uc001nxs.2_In_Frame_Del_p.79_80EE>ENM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 ctcctcttcttcctcctcctcct 0.532

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0GCCGTGGCCCCTGCTGCTGCTGC0.616

- 3 369PRDM10_uc001qfn.2_Frame_Shift_Del_p.P46fs|PRDM10_uc009zct.1_Frame_Shift_Del_p.P46fsNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN 1CACCTGCTGTGGGGGGCGAAC0.547

+ 9 608_610PRPF40B_uc001rup.1_In_Frame_Del_p.Q207del|PRPF40B_uc001ruq.1_In_Frame_Del_p.Q179del|PRPF40B_uc001rus.1_In_Frame_Del_p.Q128delNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN 5CTGCAGGAAACAGCAGCAGCAGC0.64

+ 1 546GEFT_uc009zpy.2_Intron|GEFT_uc001soz.1_Intron|GEFT_uc001spa.2_5'UTR|GEFT_uc001spd.2_5'FlankNM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0TGCTTCGCCCGGGGGGGACGT0.607

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6GCCCTCGCTGTCCTCCTCCTCCT0.749

- 13 2476_2478PTPN21_uc010twc.1_In_Frame_Del_p.E511delNM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4GAAGTCCTCGTCCTCCTCCTCCT0.704

- 8 942HERC2_uc001zbl.1_5'UTRNM_004667 NP_004658 O95714 HERC2_HUMAN 13GGGGATGCTTCCTGGCCCTTT0.592

+ 12 2039THBS1_uc010bbi.2_Frame_Shift_Del_p.C92fsNM_003246 NP_003237 P07996 TSP1_HUMANEGF-like 2; calcium-binding (Potential). 6GCCTGCCCTGCCCCCCACGCT0.572

- 1 694 NM_203349 NP_976224 Q6S5L8 SHC4_HUMAN CH2. 5CTTGCCATGCGGGGGATCAAG0.627

- 5 1150_1151CPEB1_uc002biq.2_Frame_Shift_Del_p.E203fs|CPEB1_uc002bir.2_Frame_Shift_Del_p.E203fs|CPEB1_uc002bis.2_Frame_Shift_Del_p.E203fs|CPEB1_uc010uod.1_Frame_Shift_Del_p.E52fs|CPEB1_uc010uoe.1_Frame_Shift_Del_p.E281fs|CPEB1_uc002biu.2_Frame_Shift_Del_p.E305fs|CPEB1_uc010uof.1_Frame_Shift_Del_p.E203fs|CPEB1_uc002biv.2_Frame_Shift_Del_p.E278fs|CPEB1_uc002bip.2_Frame_Shift_Del_p.E52fsNM_001079533 NP_001073001 Q9BZB8 CPEB1_HUMAN 2GCAGCCTGGCCTCTCTCTCTAT0.579

- 2 292_294C16orf79_uc002cpi.1_In_Frame_Del_p.L39delNM_182563 NP_872369 Q6PL45 CP079_HUMANPoly-Leu.|Helical; (Potential). 1 CGGCcagcaccagcagcagcagc0.562



- 3 385_387uc010vct.1_Intron|RABEP2_uc010vdf.1_In_Frame_Del_p.Q42del|RABEP2_uc010byn.2_In_Frame_Del_p.Q113del|RABEP2_uc002drr.2_In_Frame_Del_p.Q113delNM_024816 NP_079092 Q9H5N1 RABE2_HUMANPoly-Gln.|Potential. 3CCTCACAGTCCTGCTGCTGCTGC0.527

+ 10 1584LRRC36_uc002esw.2_RNA|LRRC36_uc002esx.2_Frame_Shift_Del_p.T401fs|LRRC36_uc010vjk.1_Intron|LRRC36_uc010vjl.1_Frame_Shift_Del_p.P43fs|LRRC36_uc002esy.2_Frame_Shift_Del_p.T32fsNM_018296 NP_060766 Q1X8D7 LRC36_HUMAN 0TCTGCCAGAACCCCCCATGTG0.527

- 3 888_890ACD_uc002etp.3_In_Frame_Del_p.L181del|ACD_uc002etr.3_In_Frame_Del_p.L181del|ACD_uc010vjt.1_In_Frame_Del_p.L174del|PARD6A_uc002ets.2_5'Flank|PARD6A_uc002ett.2_5'Flank|PARD6A_uc002etu.2_5'FlankNM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1CCGCAGTCCTGCAGCAGCAGCAG0.65

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

- 16 2618PELP1_uc010vsf.1_Frame_Shift_Del_p.L651fsNM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2GGGGGTGGCAGGGGGGGAAGC0.617

- 1 338_340PELP1_uc010vsf.1_5'UTRNM_014389 NP_055204 Q8IZL8 PELP1_HUMAN 2AAACACTCTCCAGCAGCAGCAGG0.695

- 1 143_145DHX33_uc002gcb.2_5'UTR|DHX33_uc010clf.2_In_Frame_Del_p.47_48GG>GNM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2CTGCCTCCGGCCTCCTCCTCCTC0.724

- 7 934PLSCR3_uc002ggl.2_Frame_Shift_Del_p.G218fs|PLSCR3_uc002ggq.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggn.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggo.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggp.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggr.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc010cmg.1_Frame_Shift_Del_p.G242fsNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0TCGGACCAGGCCCCCCCACTG0.612

+ 1 24_26 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1TCTGAGggacgaggaggaggagg0.094

- 1 233_235NUFIP2_uc002hdx.3_In_Frame_Del_p.48_49HH>HNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 Ctggtgatgatggtggtggtggt 0.276 rs1054145

- 5 975 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANCytoplasmic (Potential). 1GGCAGCGAGACCCCCCCACGG0.607

+ 4 505_507KIAA0195_uc010wsa.1_In_Frame_Del_p.L91delNM_014738 NP_055553 Q12767 K0195_HUMANHelical; (Potential). 1CTACTGGCCGTGCTGCTGCTGCT0.675

- 5 1361_1363 NM_003655 NP_003646 O00257 CBX4_HUMANHis-rich.|Interaction with BMI1. 2GGCCGACGGCgtggtggtggtgg0.507 rs3833850

- 2 117 PLIN5_uc002mat.1_IntronNM_052972 NP_443204 P02750 A2GL_HUMAN 1CTCAGGGTGACCCCCCAGGCT0.597

- 1 186SLC25A41_uc010dut.2_5'UTRNM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 ggcggaggttgggggggaggc0.428

+ 5 714MCOLN1_uc002mgp.2_Frame_Shift_Del_p.I83fsNM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1CCAGGTGGATCCCCCCGAGCG0.637 rs145706318

- 20 2254 NM_012335 NP_036467 O00160 MYO1F_HUMAN IQ. 3CGCATCTCCTCGTACTTCCGG0.637

- 1 207_208SBSN_uc002oad.1_Frame_Shift_Del_p.E46fsNM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1CCTTGCCCACCTCTCTCTCTGC0.579

+ 9 1289 NM_005178 NP_005169 P20749 BCL3_HUMAN Pro/Ser-rich. 2CTCCCAGTCTCCCCCCAGGGA0.498

+ 13 1642SFRS16_uc002pak.2_5'Flank|SFRS16_uc002pal.2_5'Flank|SFRS16_uc010xxh.1_5'Flank|SFRS16_uc002pam.2_5'Flank|SFRS16_uc002pan.1_5'FlankNM_006509 NP_006500 Q01201 RELB_HUMAN 1GGACCTGCTGCCCCCGGCACC0.697

- 1 1911_1913 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 tcctccagcccctcctcctcctc 0.409

+ 6 694TBC1D17_uc010enn.1_RNA|TBC1D17_uc010ybg.1_Frame_Shift_Del_p.S148fs|TBC1D17_uc002pqp.2_5'UTR|TBC1D17_uc002pqq.1_RNA|TBC1D17_uc002pqr.2_5'UTR|TBC1D17_uc002pqs.2_5'FlankNM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0CCGCAGGACTCCCGCCTCTAC0.627

+ 1 69_71SIGLEC9_uc010yct.1_In_Frame_Del_p.L6delNM_014441 NP_055256 Q9Y336 SIGL9_HUMAN 1ACCCCAGACATGCTGCTGCTGCT0.611

+ 12 1349BRE_uc002rlp.1_Frame_Shift_Del_p.Q344fs|BRE_uc002rlq.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rls.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlt.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlu.2_Frame_Shift_Del_p.Q344fs|BRE_uc002rlv.2_Frame_Shift_Del_p.Q206fs|BRE_uc002rlx.2_RNANM_199194 NP_954664 Q9NXR7 BRE_HUMAN UEV-like 2. 3TCCCAGGCCCAAAAAAATTAT0.448

+ 1 1958_1959 NM_000189 NP_000180 P52789 HXK2_HUMAN Hydrophobic. 2GCCTACTTCTTCACGGAGCTCA0.653

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0TTCCGGGTCATCCTCCTCCTCCT0.631

+ 6 588_590MED15_uc002zsn.1_In_Frame_Del_p.Q93del|MED15_uc002zso.2_In_Frame_Del_p.Q103del|MED15_uc002zsq.2_In_Frame_Del_p.Q174del|MED15_uc010gso.2_In_Frame_Del_p.Q174del|MED15_uc002zsr.2_In_Frame_Del_p.Q148del|MED15_uc011ahs.1_In_Frame_Del_p.Q148del|MED15_uc011aht.1_In_Frame_Del_p.Q148del|MED15_uc002zss.2_In_Frame_Del_p.Q93del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagcagttccagcagcagcagc0.217

- 53 6184PI4KA_uc010gsp.2_Frame_Shift_Del_p.D376fs|PI4KA_uc002zsy.3_Frame_Shift_Del_p.D795fsNM_058004 NP_477352 P42356 PI4KA_HUMAN PI3K/PI4K. 4AGGCCCGTGTCCAACATGAGA0.617

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

+ 5 474POLR2F_uc010gxi.2_3'UTR|POLR2F_uc003aum.2_IntronNM_021974 NP_068809 P61218 RPAB2_HUMAN 1TATGAAGACTGGGGGGTGGAC0.512

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9GTTCCTCAACGGGGGGGACCT0.602

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

+ 1 3191_3192 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCACCTGCTCATGTGCCCAT0.644

+ 1 3654_3655 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0CCCGCCTGCTCACACGTGCCGA0.678

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

+ 2 205SPRY1_uc003ifb.2_Frame_Shift_Del_p.Q6fsNM_199327 NP_955359 O43609 SPY1_HUMAN 3CCCCAAAATCAACATGGCAGT0.428

+ 14 1615RGS14_uc003mgh.2_Frame_Shift_Del_p.S326fs|RGS14_uc003mgi.2_Frame_Shift_Del_p.S249fs|RGS14_uc003mgj.2_RNANM_006480 NP_006471 O43566 RGS14_HUMAN 1CCTCCAGCGTCCCCCAGTTCT0.577

- 8 1648_1649ATXN1_uc010jpi.2_In_Frame_Ins_p.225_226insQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4 CCCTGCTGAGGtgctgctgctg0.366

- 3 1001REPS1_uc003qig.3_Frame_Shift_Del_p.K141fs|REPS1_uc011edr.1_Frame_Shift_Del_p.K141fs|REPS1_uc003qij.2_Frame_Shift_Del_p.K141fs|REPS1_uc003qik.2_5'UTRNM_031922 NP_114128 Q96D71 REPS1_HUMAN 2TACGGATCCCTTTTTCACTTG0.478

+ 9 3522_3524GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANGln/Pro-rich.|Cytoplasmic (Potential). 19CCCTCCTCTCCAGCAGCAGCAGC0.66

+ 13 1711STK31_uc003swt.3_Frame_Shift_Del_p.M525fs|STK31_uc011jze.1_Frame_Shift_Del_p.M548fs|STK31_uc010kuq.2_Frame_Shift_Del_p.M525fsNM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9AAGACGCAATGGATAATATTG0.363

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

+ 1 539_540ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_IntronNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN Gly-rich. 1ACCGGCCACCTGGGGGGGGCGG0.693

+ 6 972FOXP2_uc003vgu.2_Splice_Site|FOXP2_uc003vgz.2_Splice_Site_p.Q225_splice|FOXP2_uc003vha.2_Splice_Site_p.Q108_splice|FOXP2_uc011kmu.1_Splice_Site_p.Q217_splice|FOXP2_uc011kmv.1_Intron|FOXP2_uc010ljz.1_Splice_Site_p.Q108_splice|FOXP2_uc003vgt.1_Splice_Site|FOXP2_uc003vgv.1_Splice_Site_p.Q200_splice|FOXP2_uc003vgx.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhd.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhc.2_Splice_Site_p.Q225_spliceNM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TTTCTGATACcagcagcagcagc0.414 rs111544687

- 12 1351_1352RBM28_uc003vmo.2_Frame_Shift_Del_p.L29fs|RBM28_uc011koj.1_Frame_Shift_Del_p.L271fs|RBM28_uc011kok.1_Frame_Shift_Del_p.L359fsNM_018077 NP_060547 Q9NW13 RBM28_HUMAN RRM 3. 2AAGTCAACCTTGAGCTGCCGGC0.45

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 7 1282_1284PAXIP1_uc003wlq.1_In_Frame_Del_p.Q379del|PAXIP1_uc011kvs.1_In_Frame_Del_p.Q377del|PAXIP1_uc003wlr.1_In_Frame_Del_p.Q322delNM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 TAAAACCGGGtgctgctgctgct0.369



+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

+ 1 210NEFM_uc011lac.1_Frame_Shift_Del_p.P59fs|NEFM_uc010lue.2_5'Flank|uc010luc.1_3'UTRNM_005382 NP_005373 P07197 NFM_HUMAN Head. 1TGCTCGCCCCGCGCCTCGCTT0.706

- 9 1219 NM_152413 NP_689626 Q8NHS2 AATC2_HUMAN 1GACCGTTCTTGGGGATATAGA0.468

+ 4 327_328SDCBP_uc003xto.2_Frame_Shift_Del_p.L59fs|SDCBP_uc003xtr.2_Frame_Shift_Del_p.L59fs|SDCBP_uc003xtp.2_Frame_Shift_Del_p.L53fs|SDCBP_uc003xtq.2_Frame_Shift_Del_p.L59fs|SDCBP_uc003xts.2_Frame_Shift_Del_p.L66fs|SDCBP_uc011led.1_Frame_Shift_Del_p.L59fsNM_005625 NP_005616 O00560 SDCB1_HUMAN 0ACATGGGGCTGAGTTTAAATGA0.342

+ 34 7676_7678 NM_017780 NP_060250 Q9P2D1 CHD7_HUMANPotential.|Poly-Arg. 9CCTCGCCAGCGGAGGAGGAGGAG0.512

+ 11 9751_9753 NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Pro-rich. 15 acctccaccacctcctcctcctc 0.379

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 Gggaggggatgaggaggaggagg0.552rs2272754;rs2272753;rs137878905

+ 3 411CYC1_uc003zay.2_Frame_Shift_Del_p.S64fsNM_001916 NP_001907 P08574 CY1_HUMAN Cytochrome c. 0GTGTGCGCCTCCTGCCACAGC0.602

- 4 3699 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0TTCGAGGCATGGTGCGCATGG0.493

+ 3 1021_1023NR4A3_uc004bae.2_In_Frame_Del_p.H108del|NR4A3_uc004bag.1_In_Frame_Del_p.H108del|NR4A3_uc004bai.2_In_Frame_Del_p.H119delNM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 ccatcaccatcaccaccaccacc0.483

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACATTCACCTGGGGGGGTGCA0.532

- 28 4158 uc001ayw.2_5'Flank NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 7. 0CAAGAGAAAAGCCAACATGTT0.433

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

- 4 983SDC3_uc001bsd.2_Frame_Shift_Del_p.G254fsNM_014654 NP_055469 O75056 SDC3_HUMANExtracellular (Potential). 2CTCCACTGGGCCCCCCACTCA0.607

+ 2 278MAP7D1_uc001caa.2_Frame_Shift_Del_p.T21fs|MAP7D1_uc001cab.2_Frame_Shift_Del_p.T21fs|MAP7D1_uc001cac.2_5'FlankNM_018067 NP_060537 Q3KQU3 MA7D1_HUMAN Pro-rich. 5GTCGCCAGGACCCCCCCAGAG0.612 rs145462639

+ 7 799 NM_033055 NP_149044 Q96MC6 HIAT1_HUMANCytoplasmic (Potential). 0 ATATTCCAGCTTTTTTTTATA0.388

- 4 296_297 NM_001010979 NP_001010979 Q5VU69 CA189_HUMAN 0TTGCCCATCTGATTTAGTTCCT0.475

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

+ 105 16580HMCN1_uc001grs.1_Frame_Shift_Del_p.G903fsNM_031935 NP_114141 Q96RW7 HMCN1_HUMANEGF-like 7; calcium-binding (Potential). 23GAATACCTTTGGAAGTTATCA0.398

- 21 3806CDC42BPA_uc001hqq.2_Frame_Shift_Del_p.A219fs|CDC42BPA_uc001hqs.2_Frame_Shift_Del_p.A874fs|CDC42BPA_uc009xes.2_Frame_Shift_Del_p.A955fs|CDC42BPA_uc010pvs.1_Intron|CDC42BPA_uc001hqp.2_Frame_Shift_Del_p.A111fs|CDC42BPA_uc001hqu.1_Frame_Shift_Del_p.A111fsNM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11TTCAAAAATGCCAAGAAAGAA0.338

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4GATTGCAGGGAAAAAGGCCCG0.607

+ 2 234_235LDB3_uc010qml.1_Frame_Shift_Del_p.S71fs|LDB3_uc010qmm.1_Frame_Shift_Del_p.S71fs|LDB3_uc001kdu.2_Frame_Shift_Del_p.S71fs|LDB3_uc009xsz.2_5'UTR|LDB3_uc001kdr.2_Frame_Shift_Del_p.S71fs|LDB3_uc009xsy.2_Frame_Shift_Del_p.S71fs|LDB3_uc001kds.2_Frame_Shift_Del_p.S71fs|LDB3_uc001kdt.2_RNANM_007078 NP_009009 O75112 LDB3_HUMAN PDZ. 1CAAGATCAAGTCTGCCAGCTAC0.614

+ 1 842PDE3B_uc001mlm.2_Frame_Shift_Del_p.L163fs|PDE3B_uc010rcr.1_Frame_Shift_Del_p.L163fs|PSMA1_uc001mll.2_5'FlankNM_000922 NP_000913 Q13370 PDE3B_HUMANHelical; (Potential). 0GCTGTTACCTGGGGGACTTCT0.731

+ 6 878C11orf9_uc001nse.1_Frame_Shift_Del_p.S252fsNM_001127392 NP_001120864 Q9Y2G1 MRF_HUMANNDT80.|Pro-rich. 1CACTCTGAATCCCCCCCCAGC0.637

- 4 752SLC25A45_uc009yqi.1_Intron|SLC25A45_uc001odq.1_Frame_Shift_Del_p.G86fs|SLC25A45_uc001odr.1_Frame_Shift_Del_p.G110fs|SLC25A45_uc001ods.1_Frame_Shift_Del_p.G68fs|SLC25A45_uc001odt.1_Frame_Shift_Del_p.G68fsNM_001077241 NP_001070709 Q8N413 S2545_HUMANHelical; Name=3; (Potential).|Solcar 2. 0CCTGCAGGAACCCCCCGGTGC0.657

+ 5 700_701NDUFV1_uc010rpv.1_Frame_Shift_Del_p.G82fs|NDUFV1_uc001oml.2_Frame_Shift_Del_p.G176fs|NDUFV1_uc001omk.3_Frame_Shift_Del_p.G174fs|NDUFV1_uc009yrz.1_Frame_Shift_Del_p.G82fs|NDUFV1_uc010rpw.1_5'FlankNM_007103 NP_009034 P49821 NDUV1_HUMAN 1AGGTCTGATTGGCAAGAATGCT0.569

- 3 310C15orf52_uc001zli.1_5'UTR|C15orf52_uc010ucn.1_5'FlankNM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1TCACAGCCATCCCCCCCTGCT0.647

- 36 6678hsa-mir-4310|MI0015840_5'FlankNM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 18. 2AGCTGGCCATCAGCAGGGAGG0.682

+ 7 1780_1782BLM_uc010uqh.1_In_Frame_Del_p.D566del|BLM_uc010uqi.1_In_Frame_Del_p.D191del|BLM_uc010bnx.2_In_Frame_Del_p.D566del|BLM_uc002bps.1_In_Frame_Del_p.D128delNM_000057 NP_000048 P54132 BLM_HUMAN Poly-Asp. 6TAGATGACTTTGATGATGATGAT0.374

- 3 494DHX33_uc002gbz.2_5'Flank|DHX33_uc002gcb.2_5'UTR|DHX33_uc010clf.2_IntronNM_020162 NP_064547 Q9H6R0 DHX33_HUMANHelicase ATP-binding. 2TGATCCTGGTGTCTTCTGAGG0.363

- 1 175_177NUFIP2_uc002hdx.3_In_Frame_Del_p.Q29delNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 tggtggtgcggctgctgctgctg 0.251

+ 4 370STXBP4_uc010dcc.1_Intron|STXBP4_uc010dcd.1_Frame_Shift_Del_p.G55fsNM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1AATTATTCCTGGAGGAGACTG0.383

+ 3 285_286ELAC1_uc010dpe.2_Frame_Shift_Ins_p.I60fs|SMAD4_uc010xdo.1_IntronNM_018696 NP_061166 Q9H777 RNZ1_HUMAN 0AAGATCTTCATCACACACCTTC0.411

+ 6 1225SMAD4_uc010xdo.1_RNA|SMAD4_uc002lfb.3_Frame_Shift_Del_p.L74fsNM_005359 NP_005350 Q13485 SMAD4_HUMAN p.0?(35)|p.?(2) 369CCAGTATACTGGGGGGCAGCC0.443

- 4 734_735DOHH_uc010xhl.1_Frame_Shift_Del_p.A191fsNM_031304 NP_112594 Q9BU89 DOHH_HUMANHEAT-like PBS-type 3. 0CAGCGCCAGGGCGGCCTCCTCG0.723

- 8 1079_1081MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 ctgctgctgttgctgctgctgct 0.552

+ 23 5029_5030SPTBN4_uc002onx.2_Frame_Shift_Del_p.D1648fs|SPTBN4_uc002onz.2_Frame_Shift_Del_p.D1648fs|SPTBN4_uc010egx.2_Frame_Shift_Del_p.D391fs|SPTBN4_uc010egy.1_Frame_Shift_Del_p.D324fs|SPTBN4_uc002ooa.2_Frame_Shift_Del_p.D324fsNM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 14. 5ATGAGTGAGGACAAGGGCAAGG0.708

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0CTCCGTTCTGCCCTTCTCCCCC0.574rs141478862;rs144853314

+ 7 1477AGBL5_uc002ric.2_Frame_Shift_Del_p.I420fs|AGBL5_uc002rid.2_Frame_Shift_Del_p.I420fs|AGBL5_uc002rif.2_RNANM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2CTGATACCATCCCCCCCAAAG0.512

- 9 1691GTF3C2_uc010eyy.1_5'Flank|GTF3C2_uc002rju.1_Frame_Shift_Del_p.G454fs|GTF3C2_uc002rjw.1_Frame_Shift_Del_p.G443fs|GTF3C2_uc010eyz.1_Frame_Shift_Del_p.G443fs|uc002rjy.1_IntronNM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2GGTCCCAAGGCCCCAGAGCTG0.597

+ 6 2201GCC2_uc002ted.2_Frame_Shift_Del_p.L582fsNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1CAAAGAAGTATTGTCAGCTGA0.333

+ 27 3301CCDC150_uc010zgs.1_Frame_Shift_Del_p.G703fsNM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN 0GAGGCCTTCTGGGGAAGACAG0.423

+ 17 2335TRPM8_uc010fyj.2_IntronNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANHelical; Name=3; (Potential). 4CGGTGCCACACCCCCCCGAGC0.577

+ 4 1167SNX21_uc002xps.1_Intron|SNX21_uc002xpt.1_3'UTR|SNX21_uc002xpu.1_3'UTR|SNX21_uc002xpw.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpx.2_Frame_Shift_Del_p.P350fs|SNX21_uc010zxd.1_3'UTR|SNX21_uc002xpy.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpz.1_Frame_Shift_Del_p.P171fsNM_033421 NP_219489 Q969T3 SNX21_HUMAN 2CCCCACACCACCCCCCAGTCT0.617

+ 1 237_239CEBPB_uc002xvh.2_RNANM_005194 NP_005185 P17676 CEBPB_HUMANRequired for Lys-174 sumoylation. 0GTCTCCCCCTGCCGCCGCCGCCG0.65

- 2 208SLMO2_uc010zzv.1_Frame_Shift_Del_p.P31fsNM_016045 NP_057129 Q9Y3B1 SLMO2_HUMANPRELI/MSF1. 1AACCACACTTGGGTTCATAGG0.453



+ 5 751SLC17A9_uc002ydz.3_Frame_Shift_Del_p.F183fs|SLC17A9_uc011aap.1_Frame_Shift_Del_p.F209fsNM_022082 NP_071365 Q9BYT1 S17A9_HUMANHelical; (Potential). 2TCTTCTATTTCTCCGGCGGCC0.642

+ 2 256 NM_172201 NP_751951 Q9Y6J6 KCNE2_HUMAN 0GCCCTCCAAGCCAAAGTTGAT0.458

- 4 571_573PTTG1IP_uc011afj.1_RNA|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMANPoly-Cys.|Cytoplasmic (Potential). 1TCTTCCTCCTGCAGCAGCAGCAG0.616

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

- 2 498_500MCAT_uc003bdm.1_In_Frame_Del_p.A150delNM_173467 NP_775738 Q8IVS2 FABD_HUMAN 1ACACTGAATCCAGCAGCAGCAAC0.532

- 1 2125_2126CELSR3_uc003cuf.1_Frame_Shift_Del_p.E685fsNM_001407 NP_001398 Q9NYQ7 CELR3_HUMANExtracellular (Potential).|Cadherin 3. 11GCAAGGCATACTCTCTCTCTGC0.589

- 7 1792GSK3B_uc003edn.2_Frame_Shift_Del_p.I270fsNM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2TCTCACCTTGATTATTTCTAC0.254

- 7 2209_2211TMCC1_uc003emy.3_In_Frame_Del_p.Q246del|TMCC1_uc011blc.1_In_Frame_Del_p.Q391del|TMCC1_uc010htg.2_In_Frame_Del_p.Q456delNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1GCTGCACCACCTGCTGCTGCTGC0.581

+ 7 1596_1597FGFRL1_uc003gcf.2_Frame_Shift_Del_p.H479fs|FGFRL1_uc003gcg.2_Frame_Shift_Del_p.H479fs|FGFRL1_uc010ibo.2_Frame_Shift_Del_p.H479fsNM_021923 NP_068742 Q8N441 FGRL1_HUMANHis-rich.|Cytoplasmic (Potential). 0 cacagacatccacacacacaca0.46

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.658

- 15 1909PROM1_uc003gor.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gos.2_Frame_Shift_Del_p.N557fs|PROM1_uc003got.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gou.2_Frame_Shift_Del_p.N557fs|PROM1_uc003gop.2_Frame_Shift_Del_p.N557fs|PROM1_uc003goq.3_Frame_Shift_Del_p.N557fsNM_006017 NP_006008 O43490 PROM1_HUMANExtracellular (Potential). 7AGTGCCTCTATTTTTTTTGCA0.428

- 15 2846_2847EPHA5_uc003hcx.2_Frame_Shift_Del_p.Q817fs|EPHA5_uc003hcz.2_Frame_Shift_Del_p.Q863fs|EPHA5_uc011cah.1_Frame_Shift_Del_p.Q886fs|EPHA5_uc011cai.1_Frame_Shift_Del_p.Q864fs|EPHA5_uc003hda.2_Frame_Shift_Del_p.Q886fsNM_004439 NP_004430 P54756 EPHA5_HUMANCytoplasmic (Potential).|Protein kinase. 24ACTCACATCTTGATTGGTCATC0.401

+ 3 948 C5orf35_uc003jqy.2_RNANM_153706 NP_714917 Q8NE22 CE035_HUMAN 1AAAGGGATATCAAAAGTTGTG0.373

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN 1ACAAGAAATTGAGAGAGAGAGA0.46

+ 1 1027 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMANCadherin 3.|Extracellular (Potential). 3GAATGACAATCCCCCAGAACT0.443

- 2 570_572SPRY4_uc010jgi.1_In_Frame_Del_p.S127delNM_001127496 NP_001120968 Q9C004 SPY4_HUMAN Poly-Ser. 2TCAGAGGATGTGCTGCTGCTGCT0.66

+ 15 2605_2606RBM27_uc003lny.2_Frame_Shift_Ins_p.L758fsNM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Potential. 3AAGAAGTGCTTAAAAAAAAACA0.351

+ 10 987C6orf134_uc003nqr.3_Frame_Shift_Del_p.G313fs|C6orf134_uc003rdc.2_Frame_Shift_Del_p.G313fs|C6orf134_uc003nqs.3_Frame_Shift_Del_p.G290fs|C6orf134_uc003rdd.2_Frame_Shift_Del_p.G290fs|C6orf134_uc003nqt.2_Intron|C6orf134_uc011dmm.1_Frame_Shift_Del_p.G278fs|C6orf134_uc003nqv.2_Frame_Shift_Del_p.G301fsNM_024909 NP_079185 Q5SQI0 ATAT_HUMAN 0TGCTGACCCTGGGGGCAGCCC0.602

- 3 1236_1237ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_Frame_Shift_Del_p.Y269fs|DAXX_uc011dre.1_Frame_Shift_Del_p.Y356fs|DAXX_uc003oed.2_Frame_Shift_Del_p.Y344fs|DAXX_uc010juw.2_Frame_Shift_Del_p.Y269fsNM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23CTACCTGGCCTATAGTCATCTG0.525

- 2 168SRPK1_uc003olh.2_5'UTR|SRPK1_uc003oli.2_5'UTRNM_003137 NP_003128 Q96SB4 SRPK1_HUMAN 1TCTTGGCCTTGGTCCTTTTCT0.547

- 27 8038_8040 NM_001080495 NP_001073964 O15417 TNC18_HUMAN Ser-rich. 0 gctgccactactgctgctgctgc 0.483

- 2 601_602 NM_022728 NP_073565 Q96NK8 NDF6_HUMANNuclear localization signal (Potential). 2GCTTTGTTGTCTTTTTTTTCCT0.396

+ 3 358_359RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.E31fs|LIMK1_uc003uac.1_5'FlankNM_002314 NP_002305 P53667 LIMK1_HUMANLIM zinc-binding 1. 3CCAGTACTATGAGAAGGATGGG0.614

+ 6 569_571PRKRIP1_uc003uzf.2_In_Frame_Del_p.E125del|PRKRIP1_uc003uzg.2_In_Frame_Del_p.E125del|PRKRIP1_uc011kkq.1_In_Frame_Del_p.E119del|PRKRIP1_uc011kkr.1_In_Frame_Del_p.G154del|PRKRIP1_uc003uzi.1_3'UTRNM_024653 NP_078929 Q9H875 PKRI1_HUMAN Poly-Glu. 1ATCTGGAACAGAGGAGGAGGAGG0.567

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

- 14 1846EIF2C2_uc010men.2_Frame_Shift_Del_p.P525fs|EIF2C2_uc010meo.2_Frame_Shift_Del_p.P602fsNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0CATCCCCGGCGGGGGGGTGAG0.647 rs148575703

- 5 474TSTA3_uc003yzb.2_Frame_Shift_Del_p.A146fs|TSTA3_uc011lko.1_Frame_Shift_Del_p.P176fsNM_003313 NP_003304 Q13630 FCL_HUMAN 1TCATCCTCTTGGCATACGAGT0.672

+ 1 475_476HABP4_uc010msh.2_Frame_Shift_Ins_p.P109fsNM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1CCGATAGCCCCGGGGGCGGCCT0.782

+ 14 1354_1356 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7CCCACCTTCTCTCCCCACTCCTG0.483

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

- 4 1161 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2TCTTATTGTCTTTTTCGGTGT0.582

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMANCytoplasmic (Potential).|Interaction with LRR-1.p.E250G(1) 4TCACATCCTCCTTCTTCTTCTTC0.379

+ 11 2611_2612SPEN_uc010obp.1_Frame_Shift_Del_p.E762fsNM_015001 NP_055816 Q96T58 MINT_HUMAN Arg-rich. 15GGAGAGAGTGGAGAGAGAGAGA0.431

- 2 497_498FUCA1_uc009vqt.1_RNA|FUCA1_uc010oed.1_RNANM_000147 NP_000138 P04066 FUCO_HUMAN 1AGTTCCAGTTCCAAGACACAGG0.51

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANLumenal (Potential). 1CTGGGGCCTGCCTCCTCCTCCTC0.606

+ 34 4444_4446MACF1_uc001cda.1_In_Frame_Del_p.E1325del|MACF1_uc001cdc.1_In_Frame_Del_p.E504del|MACF1_uc009vvq.1_In_Frame_Del_p.E474del|MACF1_uc001cdb.1_In_Frame_Del_p.E504delNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16TCCGGCGTCTGGAGGAGGAGGAG0.389

+ 18 2455MAST2_uc001cow.2_Frame_Shift_Del_p.P724fs|MAST2_uc001coy.1_Frame_Shift_Del_p.P398fs|MAST2_uc001coz.1_Frame_Shift_Del_p.P609fs|MAST2_uc001cpa.2_RNANM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11GCTGCGTCCCTTTTTTTGGAG0.552

- 1 145WDR78_uc001dcy.2_Frame_Shift_Del_p.K30fs|WDR78_uc001dcz.2_Frame_Shift_Del_p.K30fs|MIER1_uc001dda.3_5'Flank|MIER1_uc010opf.1_5'Flank|MIER1_uc009way.2_5'Flank|MIER1_uc001ddc.2_5'Flank|MIER1_uc001ddh.2_5'Flank|MIER1_uc001ddf.2_5'Flank|MIER1_uc001ddg.2_5'Flank|MIER1_uc010opg.1_5'Flank|MIER1_uc001dde.2_5'FlankNM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2GCACCACCCCTTTTTTTGGCC0.622

- 7 727ZRANB2_uc001dfs.2_Frame_Shift_Del_p.P220fsNM_203350 NP_976225 O95218 ZRAB2_HUMANArg/Ser-rich.|Required for nuclear targeting. 2TTGAACTTGAGGGGGAGGATG0.383

- 2 1873_1875TCHH_uc009wne.1_In_Frame_Del_p.P625delNM_007113 NP_009044 Q07283 TRHY_HUMAN9 X 28 AA approximate tandem repeats. 5TCTCTTCCTCCGGCTCCTCGCGC0.68

- 3 928_931 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0ACTCTGGCCTTGTCTGTCTGTCTG0.49

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17CTGGCTTGGCTGTGTGTGTGTC0.515 rs140875805

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

+ 1 903_904 uc001fso.1_RNA NM_001004472 NP_001004472 Q8NGX6 O10R2_HUMANHelical; Name=7; (Potential). 3ACACGATTGTCACTCCATTACT0.416

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

+ 7 1574_1576PRG4_uc001grt.3_In_Frame_Del_p.T470del|PRG4_uc009wyl.2_In_Frame_Del_p.T418del|PRG4_uc009wym.2_In_Frame_Del_p.T377del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|21. 1GAGCCTGCACCCACCACCACCAA0.645



- 32 4715_4717PCDH15_uc010qhq.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhr.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qhs.1_In_Frame_Del_p.1452_1453PP>P|PCDH15_uc010qht.1_In_Frame_Del_p.1447_1448PP>P|PCDH15_uc010qhu.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_In_Frame_Del_p.1437_1438PP>P|PCDH15_uc010qhw.1_In_Frame_Del_p.1400_1401PP>P|PCDH15_uc010qhx.1_In_Frame_Del_p.1369_1370PP>P|PCDH15_uc010qhy.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhz.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qia.1_In_Frame_Del_p.1418_1419PP>P|PCDH15_uc010qib.1_In_Frame_Del_p.1415_1416PP>PNM_033056 NP_149045 Q96QU1 PCD15_HUMANPoly-Pro.|Cytoplasmic (Potential). 13ACCTggcggaggcggcggcggcg0.438 rs12246234

+ 2 234_235LDB3_uc010qml.1_Frame_Shift_Del_p.S71fs|LDB3_uc010qmm.1_Frame_Shift_Del_p.S71fs|LDB3_uc001kdu.2_Frame_Shift_Del_p.S71fs|LDB3_uc009xsz.2_5'UTR|LDB3_uc001kdr.2_Frame_Shift_Del_p.S71fs|LDB3_uc009xsy.2_Frame_Shift_Del_p.S71fs|LDB3_uc001kds.2_Frame_Shift_Del_p.S71fs|LDB3_uc001kdt.2_RNANM_007078 NP_009009 O75112 LDB3_HUMAN PDZ. 1CAAGATCAAGTCTGCCAGCTAC0.614

+ 7 559HELLS_uc001kjs.2_Frame_Shift_Del_p.K136fs|HELLS_uc009xul.2_Frame_Shift_Del_p.K152fs|HELLS_uc009xum.2_Frame_Shift_Del_p.K152fs|HELLS_uc009xun.2_Frame_Shift_Del_p.K28fs|HELLS_uc009xuo.2_Frame_Shift_Del_p.K152fs|HELLS_uc001kju.2_5'UTR|HELLS_uc009xup.2_RNA|HELLS_uc009xuq.2_Frame_Shift_Del_p.K14fs|HELLS_uc009xur.2_RNANM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2GTCTGTGGCTAAAAAAAATAA0.214

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0CAGGGTGGCAGGGCGCCCGCG0.736

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

+ 3 514TMEM132A_uc001nqi.2_Frame_Shift_Del_p.V107fs|TMEM132A_uc001nqk.2_Frame_Shift_Del_p.V120fs|TMEM132A_uc001nql.1_Frame_Shift_Del_p.V120fsNM_178031 NP_821174 Q24JP5 T132A_HUMANExtracellular (Potential). 1TCCAGGTGGTCCCCCCTCGAG0.587

- 2 285_286STX5_uc010rmi.1_Intron|STX5_uc009yoh.2_RNA|STX5_uc001nvi.2_Splice_Site|STX5_uc010rmj.1_Frame_Shift_Ins_p.P44fs|STX5_uc001nvj.2_5'UTRNM_003164 NP_003155 Q13190 STX5_HUMANCytoplasmic (Potential). 2CGAGGGTCACTGGGGGGGGCAG0.629

+ 17 3442_3444KDM2A_uc001ojx.2_Intron|KDM2A_uc001ojy.2_In_Frame_Del_p.E560del|KDM2A_uc010rpn.1_In_Frame_Del_p.E427del|KDM2A_uc001ojz.1_In_Frame_Del_p.E324del|KDM2A_uc001oka.2_5'FlankNM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9 ggaggaggaagaggaggaggagg0.473

- 3 626_628 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.591

- 3 319_320 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.614

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 3 189_191 NM_006248 NP_006239 0TTCCTGGAGGAGATGGGGGACCT0.557

+ 10 1001_1002LGR5_uc001swm.2_Frame_Shift_Ins_p.I294fs|LGR5_uc001swn.1_RNANM_003667 NP_003658 O75473 LGR5_HUMANExtracellular (Potential).|LRR 11. 9GCCTCACAAATAACTGAATTTC0.356

- 16 2240DCLK1_uc001uve.3_Frame_Shift_Del_p.F362fs|DCLK1_uc010teh.1_Frame_Shift_Del_p.F362fs|DCLK1_uc010abk.2_Frame_Shift_Del_p.F189fsNM_004734 NP_004725 O15075 DCLK1_HUMAN 9GGCCTGTGTTGAAATGCTTCT0.373

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 gccgctgcctctgctgctgctgc 0.404

+ 2 678_680NAA30_uc010trk.1_Intron|NAA30_uc010aow.2_IntronNM_001011713 NP_001011713 Q147X3 NAA30_HUMAN 1GGCACCGAGCAGGAGGAGGAGGA0.675

- 6 961_963BEGAIN_uc001yhp.2_In_Frame_Del_p.E208del|BEGAIN_uc001yhq.2_In_Frame_Del_p.E272delNM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0GCCGCCTCGGCCTCCTCCTCCTC0.724

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0GGAGGACACAGAGGAGGAGGAGG0.616

- 2 158_159ALG1_uc002cyj.2_5'Flank|NAGPA_uc002cyf.2_5'UTR|NAGPA_uc002cyh.2_RNA|NAGPA_uc002cyi.2_5'UTR|NAGPA_uc010uxx.1_Frame_Shift_Del_p.R46fsNM_016256 NP_057340 Q9UK23 NAGPA_HUMANLumenal (Potential). 0CCCGGGGGAGGCGCGCGCGCGC0.767

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

+ 4 370STXBP4_uc010dcc.1_Intron|STXBP4_uc010dcd.1_Frame_Shift_Del_p.G55fsNM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1AATTATTCCTGGAGGAGACTG0.383

- 8 1079_1081MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 ctgctgctgttgctgctgctgct 0.552

- 9 974_975TEAD2_uc002png.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc002pnh.2_Frame_Shift_Ins_p.H299fs|TEAD2_uc002pni.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc010yao.1_Frame_Shift_Ins_p.H167fs|TEAD2_uc010emw.2_Frame_Shift_Ins_p.H298fsNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GAAGAAGGCATGGGGGGGGCCA0.564

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0CTCCGTTCTGCCCTTCTCCCCC0.574rs141478862;rs144853314

+ 19 2288_2290GIGYF2_uc010zmj.1_In_Frame_Del_p.Q655del|GIGYF2_uc002vtg.2_In_Frame_Del_p.Q649del|GIGYF2_uc002vtj.3_In_Frame_Del_p.Q676del|GIGYF2_uc002vtk.3_In_Frame_Del_p.Q655del|GIGYF2_uc002vth.3_In_Frame_Del_p.Q649del|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_In_Frame_Del_p.Q486del|GIGYF2_uc002vtq.3_5'UTRNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7ACTGTCTTCCCAGCAGCAGCAGC0.424

+ 4 1167SNX21_uc002xps.1_Intron|SNX21_uc002xpt.1_3'UTR|SNX21_uc002xpu.1_3'UTR|SNX21_uc002xpw.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpx.2_Frame_Shift_Del_p.P350fs|SNX21_uc010zxd.1_3'UTR|SNX21_uc002xpy.1_Frame_Shift_Del_p.P171fs|SNX21_uc002xpz.1_Frame_Shift_Del_p.P171fsNM_033421 NP_219489 Q969T3 SNX21_HUMAN 2CCCCACACCACCCCCCAGTCT0.617

- 3 332_333 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN DH. 6AGGATGTCTTCGATGTTCGAGA0.48 rs141887028

+ 17 2126 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2GAAGGATGCCAAAAAAAAGGG0.488

- 2 208SLMO2_uc010zzv.1_Frame_Shift_Del_p.P31fsNM_016045 NP_057129 Q9Y3B1 SLMO2_HUMANPRELI/MSF1. 1AACCACACTTGGGTTCATAGG0.453

- 9 2380TIAM1_uc011adk.1_Frame_Shift_Del_p.P636fs|TIAM1_uc011adl.1_Frame_Shift_Del_p.P636fs|TIAM1_uc002yox.1_Frame_Shift_Del_p.P244fsNM_003253 NP_003244 Q13009 TIAM1_HUMAN 10GAAGCCTTTTGGGGTTTGGCA0.507

- 4 571_573PTTG1IP_uc011afj.1_RNA|PTTG1IP_uc011afk.1_IntronNM_004339 NP_004330 P53801 PTTG_HUMANPoly-Cys.|Cytoplasmic (Potential). 1TCTTCCTCCTGCAGCAGCAGCAG0.616

+ 38 4673_4675DIP2A_uc011afz.1_In_Frame_Del_p.V1497del|DIP2A_uc002zjs.2_In_Frame_Del_p.V181del|DIP2A_uc002zjt.2_RNANM_015151 NP_055966 Q14689 DIP2A_HUMAN Poly-Val. 2ACCAACCTGCTGGTGGTGGTGGT0.596

+ 6 711_713MED15_uc002zsn.1_In_Frame_Del_p.Q137del|MED15_uc002zso.2_In_Frame_Del_p.Q147del|MED15_uc002zsq.2_In_Frame_Del_p.Q218del|MED15_uc010gso.2_In_Frame_Del_p.Q218del|MED15_uc002zsr.2_In_Frame_Del_p.Q192del|MED15_uc011ahs.1_In_Frame_Del_p.Q192del|MED15_uc011aht.1_In_Frame_Del_p.Q192del|MED15_uc002zss.2_In_Frame_Del_p.Q137del|MED15_uc011ahu.1_5'FlankNM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagcagctccagcagcagcagc0.187

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

+ 2 2642_2643WDR6_uc011bbx.1_3'UTR|WDR6_uc011bby.1_Frame_Shift_Ins_p.A283fs|WDR6_uc010hkn.2_Frame_Shift_Ins_p.A779fs|WDR6_uc011bbz.1_Frame_Shift_Ins_p.A754fsNM_018031 NP_060501 Q9NNW5 WDR6_HUMAN 1GTGGTGTCTGCGGGGGGGCGGG0.639

+ 13 2407_2408BBX_uc003dwk.3_Frame_Shift_Ins_p.E694fs|BBX_uc003dwl.3_Frame_Shift_Ins_p.L357fs|BBX_uc003dwm.3_Frame_Shift_Ins_p.E694fs|BBX_uc003dwo.3_Frame_Shift_Ins_p.L43fsNM_001142568 NP_001136040 Q8WY36 BBX_HUMAN Lys-rich. 4TGAAGAATTTGAAAAAAAATTC0.381

- 7 2209_2211TMCC1_uc003emy.3_In_Frame_Del_p.Q246del|TMCC1_uc011blc.1_In_Frame_Del_p.Q391del|TMCC1_uc010htg.2_In_Frame_Del_p.Q456delNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1GCTGCACCACCTGCTGCTGCTGC0.581

+ 21 2524_2526PDE6B_uc003gao.3_In_Frame_Del_p.E828del|PDE6B_uc011buy.1_In_Frame_Del_p.E549del|PDE6B_uc011buz.1_In_Frame_Del_p.E260delNM_000283 NP_000274 P35913 PDE6B_HUMAN 0CTGGAGGAGAAGGAGGAGGAGGA0.562

+ 7 528_529TMEM175_uc010ibl.1_Frame_Shift_Del_p.C144fs|TMEM175_uc003gbp.1_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbr.2_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbu.2_Frame_Shift_Del_p.C62fs|TMEM175_uc003gbs.2_Frame_Shift_Del_p.C27fs|TMEM175_uc003gbt.2_Frame_Shift_Del_p.C27fs|TMEM175_uc003gbv.2_Frame_Shift_Del_p.C27fs|TMEM175_uc010ibm.2_Frame_Shift_Del_p.C15fsNM_032326 NP_115702 Q9BSA9 TM175_HUMANHelical; (Potential). 0CTTCTTGTTCTGTGTGTGTGTG0.406

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0CGCCTGCTCACGTGCCGATGTG0.683

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.658

+ 9 1377C4orf23_uc003glf.1_Frame_Shift_Del_p.L385fs|C4orf23_uc003glh.1_Frame_Shift_Del_p.L234fsNM_152544 NP_689757 Q8IYL2 TRM44_HUMAN 0TGGAAAGCAATTAAACACAAG0.493

- 10 5094_5095BOD1L_uc010idr.1_Frame_Shift_Del_p.S996fsNM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6CATTTTTCTTCAGAGCCTGCAC0.406

+ 11 1711CPEB2_uc003gnj.1_Frame_Shift_Del_p.F512fs|CPEB2_uc003gnk.1_Frame_Shift_Del_p.F550fs|CPEB2_uc003gnl.1_Frame_Shift_Del_p.F523fs|CPEB2_uc003gnm.1_Frame_Shift_Del_p.F520fs|CPEB2_uc003gnn.1_Frame_Shift_Del_p.F515fsNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN 1ATTTGCTCCCTTTTTTTGTGC0.443

+ 4 1023KLF3_uc003gtg.2_Frame_Shift_Del_p.Q231fsNM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2AGCATTGTTGCAAGAGTAAGT0.453

+ 8 1054MTHFD2L_uc003hhu.2_RNA|uc003hhv.1_IntronNM_001144978 NP_001138450 Q9H903 MTD2L_HUMAN 2TCTGGCAGCTAAAAAAATCAT0.378



+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 3 335EXOSC9_uc003idz.2_Frame_Shift_Del_p.L76fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.L60fs|EXOSC9_uc010inp.1_5'FlankNM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0GAAGGTATTCTTTTTTTTAAC0.383

+ 1 3100_3102PCDH10_uc003igz.2_In_Frame_Del_p.C763delNM_032961 NP_116586 Q9P2E7 PCD10_HUMANCys-rich.|Cytoplasmic (Potential). 2ATTGCTGCCTCTGCTGCTGCTGC0.581

+ 2 759_761 NM_004575 NP_004566 Q12837 PO4F2_HUMAN Poly-His. 1GGCGGGCACGcaccaccaccacc0.552

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

+ 23 3406SYNJ2_uc003qqw.1_Frame_Shift_Del_p.P1111fs|SYNJ2_uc003qqy.1_Frame_Shift_Del_p.P824fs|SYNJ2_uc003qqz.1_Frame_Shift_Del_p.P728fs|SYNJ2_uc003qra.1_Frame_Shift_Del_p.P454fs|SYNJ2_uc010kjp.1_5'UTRNM_003898 NP_003889 O15056 SYNJ2_HUMANPro-rich.|Catalytic (By similarity). 1CCCGCAGAGACCCCCCCCTCC0.637

+ 6 690SUN1_uc010ksa.1_Frame_Shift_Del_p.A225fs|SUN1_uc003sje.1_Frame_Shift_Del_p.A204fs|SUN1_uc003sjf.2_Frame_Shift_Del_p.A154fs|SUN1_uc011jvq.1_Intron|SUN1_uc003sjg.2_Frame_Shift_Del_p.A15fsNM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0CACCCCGCGGCCCCCGGGCCC0.557

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

+ 19 5175_5176AKAP9_uc003ulf.2_Frame_Shift_Del_p.S1650fs|AKAP9_uc003uli.2_Frame_Shift_Del_p.S1275fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26ACCTGGTTTCAGAGAGAGAGAG0.411

- 5 5440SAMD9L_uc003umj.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc003umi.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc010lfb.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc003umk.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc010lfc.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc010lfd.1_Frame_Shift_Del_p.K1408fs|SAMD9L_uc011khx.1_3'UTRNM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4CTCGGAGTTGTTTTTTTAGCG0.408

+ 14 1294_1295CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Frame_Shift_Ins_p.Q359fs|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Frame_Shift_Ins_p.Q109fsNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0CGAATATGGCAGGTTTGGtttt0.272 rs140810598

- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGTGAGGGGACCCCCCGGCAC0.642

+ 6 569_571PRKRIP1_uc003uzf.2_In_Frame_Del_p.E125del|PRKRIP1_uc003uzg.2_In_Frame_Del_p.E125del|PRKRIP1_uc011kkq.1_In_Frame_Del_p.E119del|PRKRIP1_uc011kkr.1_In_Frame_Del_p.G154del|PRKRIP1_uc003uzi.1_3'UTRNM_024653 NP_078929 Q9H875 PKRI1_HUMAN Poly-Glu. 1ATCTGGAACAGAGGAGGAGGAGG0.567

- 7 1282_1284PAXIP1_uc003wlq.1_In_Frame_Del_p.Q379del|PAXIP1_uc011kvs.1_In_Frame_Del_p.Q377del|PAXIP1_uc003wlr.1_In_Frame_Del_p.Q322delNM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 TAAAACCGGGtgctgctgctgct0.369

- 9 2677_2679DLC1_uc003wwk.1_In_Frame_Del_p.S308del|DLC1_uc003wwl.1_In_Frame_Del_p.S342del|DLC1_uc011kxx.1_In_Frame_Del_p.S234delNM_182643 NP_872584 Q96QB1 RHG07_HUMAN Poly-Ser. 7TCTCCGACTGGCTGCTGCTGCTG0.621 rs137989738

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

- 9 2947_2949ROR2_uc004ari.1_IntronNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential). 20GACAGAGCCTTCCTCCTCCTCCT0.645

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0GGCCATTGAGGTGTGTGTGTGT0.594

+ 11 1816_1818ABL1_uc004bzv.2_In_Frame_Del_p.K628delNM_005157 NP_005148 P00519 ABL1_HUMANNuclear localization signal 1 (Potential).|Poly-Lys. 817CGCCTTGATCAAGAAGAAGAAGA0.616

+ 5 1490NHS_uc011mix.1_Frame_Shift_Del_p.I405fs|NHS_uc004cxy.2_Frame_Shift_Del_p.I228fs|NHS_uc004cxz.2_Frame_Shift_Del_p.I207fs|NHS_uc004cya.2_Frame_Shift_Del_p.I107fsNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7TCTCGGGTATCCCCAGAAGAG0.418

- 2 264ACOT9_uc004dao.2_Splice_Site_p.A40_splice|ACOT9_uc004daq.2_5'UTR|ACOT9_uc004dar.2_Intron|ACOT9_uc011mjt.1_Splice_Site|ACOT9_uc004das.2_5'UTR|ACOT9_uc004dat.1_Splice_Site_p.V40_spliceNM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3CACCATGCTTGCCTTCATGAA0.438

+ 1 385_386 NM_022076 NP_071359 Q9H596 DUS21_HUMANTyrosine-protein phosphatase.|Sufficient for mitochondrial localization (By similarity).2ACGACTTTTTTGACCCCATTGC0.54

- 3 268ZNF630_uc010nhz.1_Splice_Site|ZNF630_uc004diw.2_Splice_SiteNM_001037735 NP_001032824 Q2M218 ZN630_HUMAN 2CACTGGTTCCTATAACAGCACA0.465

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0TTGCACTTCATCCTCGAGGCAGCCTCCTCGAGGC0.584

- 54 7719_7721HUWE1_uc004dsn.2_In_Frame_Del_p.1263_1264EE>ENM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANAsp-rich.|Glu-rich. 17 ttcctcatcttcctcctcctcct 0.438

+ 2 92HEPH_uc004dwn.2_Frame_Shift_Del_p.W11fs|HEPH_uc004dwo.2_Intron|HEPH_uc010nkr.2_Frame_Shift_Del_p.W11fs|HEPH_uc011mpa.1_Frame_Shift_Del_p.W11fsNM_138737 NP_620074 Q9BQS7 HEPH_HUMAN 9CACCTCCTCTGGGCTCTGCTG0.527

+ 12 1981BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Frame_Shift_Del_p.K665fsNM_138923 NP_620278 P21675 TAF1_HUMAN 17AAAGCACATCAAAAAAAAGGC0.313

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448

+ 4 1067_1069BHLHB9_uc011mrq.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrr.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrs.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrt.1_In_Frame_Del_p.E171del|BHLHB9_uc004ejo.2_In_Frame_Del_p.E171del|BHLHB9_uc011mru.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrv.1_In_Frame_Del_p.E171delNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2GTCAGGGGCTGAGGAGGAGGAGG0.488

- 4 413FRMD7_uc011muy.1_IntronNM_194277 NP_919253 Q6ZUT3 FRMD7_HUMAN FERM. 1AAAAATTTCACCATAAATTTG0.323

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

- 4 396_398PLEKHG5_uc001ann.1_In_Frame_Del_p.E80del|PLEKHG5_uc001anq.1_In_Frame_Del_p.E120del|PLEKHG5_uc001anp.1_In_Frame_Del_p.E120del|PLEKHG5_uc009vma.1_5'UTR|PLEKHG5_uc010nzr.1_In_Frame_Del_p.E112del|PLEKHG5_uc001ank.1_In_Frame_Del_p.E43del|PLEKHG5_uc009vmb.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anl.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anm.1_In_Frame_Del_p.E43delNM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1CCACAGAGCTCTCCTCCTCCTCC0.631

- 4 449_450DNAJC11_uc010nzt.1_Frame_Shift_Del_p.E77fs|DNAJC11_uc001aog.2_Frame_Shift_Del_p.E115fs|DNAJC11_uc010nzu.1_Frame_Shift_Del_p.E25fsNM_018198 NP_060668 Q9NVH1 DJC11_HUMAN 2TCTCCTCTCTTCTCTCTCTCTC0.505

+ 4 381_383 NM_004781 NP_004772 Q15836 VAMP3_HUMANHelical; Anchor for type IV membrane protein; (Potential).0CTGGTTATCTTCATCATCATCAT0.365

- 7 1113GRIK3_uc001cba.1_Frame_Shift_Del_p.L326fsNM_000831 NP_000822 Q13003 GRIK3_HUMANExtracellular (Potential). 7CGGCGTCGTACAGTAAGGCTG0.647

- 4 577_578EIF2B3_uc001cmu.1_Frame_Shift_Ins_p.K150fs|EIF2B3_uc001cmv.1_Frame_Shift_Ins_p.K150fs|EIF2B3_uc001cmw.2_Frame_Shift_Ins_p.K150fsNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1TCCTTACCTGCTTTTTTTTTCC0.317 rs148977100

+ 13 1428MIER1_uc010opf.1_Frame_Shift_Del_p.P396fs|MIER1_uc009way.2_Frame_Shift_Del_p.P396fs|MIER1_uc001ddc.2_Frame_Shift_Del_p.P432fs|MIER1_uc001ddh.2_Frame_Shift_Del_p.P316fs|MIER1_uc001ddf.2_Frame_Shift_Del_p.P396fs|MIER1_uc001ddg.2_Frame_Shift_Del_p.P352fs|MIER1_uc010opg.1_Frame_Shift_Del_p.P396fs|MIER1_uc001ddj.1_Frame_Shift_Del_p.P379fs|MIER1_uc001ddi.2_Frame_Shift_Del_p.P379fsNM_001077700 NP_001071168 Q8N108 MIER1_HUMAN 1ACCATCCCCTCCCCCAACTGC0.383

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2CTACTGAGTATTTTTTTTGCA0.343

+ 4 327_329ZNF326_uc001dnp.3_In_Frame_Del_p.G68del|ZNF326_uc009wda.1_In_Frame_Del_p.G68del|ZNF326_uc001dnr.2_IntronNM_182976 NP_892021 Q5BKZ1 ZN326_HUMANMediates transcriptional activation (By similarity).|Gly-rich.1GACAATCACAGTGGTGGTGGTGG0.409

- 9 1232EVI5_uc010otf.1_Frame_Shift_Del_p.M408fs|EVI5_uc001doy.1_RNANM_005665 NP_005656 O60447 EVI5_HUMANDimerization.|Targeting to the centrosomes.|Potential.|Interaction with alpha-tubulin, gamma- tubulin, BIRC5 and FBXO5.2 TACTTTTTCATTTTTTTTGAA0.318

- 64 5252COL11A1_uc001duk.2_Frame_Shift_Del_p.G841fs|COL11A1_uc001dum.2_Frame_Shift_Del_p.G1657fs|COL11A1_uc001dun.2_Frame_Shift_Del_p.G1606fs|COL11A1_uc009weh.2_Frame_Shift_Del_p.G1529fsNM_001854 NP_001845 P12107 COBA1_HUMANFibrillar collagen NC1. 12GCAAGTCTCACCACCAGATGT0.378

- 9 1607SLC16A4_uc009wfs.1_Frame_Shift_Del_p.F427fs|SLC16A4_uc001dzp.1_Frame_Shift_Del_p.F307fs|SLC16A4_uc010ovy.1_Frame_Shift_Del_p.F413fs|SLC16A4_uc001dzq.1_Frame_Shift_Del_p.F245fs|SLC16A4_uc010ovz.1_Frame_Shift_Del_p.L372fsNM_004696 NP_004687 O15374 MOT5_HUMANHelical; (Potential). 3CCAATGGTACAAAAAAAAAGG0.388

+ 32 3100_3101SYCP1_uc010owt.1_RNA|SYCP1_uc001efq.2_Frame_Shift_Ins_p.R964fs|SYCP1_uc009wgw.2_Frame_Shift_Ins_p.R939fsNM_003176 NP_003167 Q15431 SYCP1_HUMANArg/Lys-rich (basic). 1AAAATGGATAGAAAAAAAAAAC0.356



+ 3 513_515NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Intron|HFE2_uc001enk.2_5'UTR|HFE2_uc001enl.2_IntronNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1GGAGCACTTCGAGGAGGAGGAGG0.626

+ 6 910ADAMTSL4_uc001euw.2_Frame_Shift_Del_p.S225fs|ADAMTSL4_uc009wlw.2_Frame_Shift_Del_p.S225fs|ADAMTSL4_uc010pcg.1_Frame_Shift_Del_p.S225fsNM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2CACACCCCATCCCCCCAAGCA0.622 rs145240194

- 1 643_645MCL1_uc010pch.1_In_Frame_Del_p.E61del|MCL1_uc001eva.2_In_Frame_Del_p.E171delNM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0GTACAACTCGTCCTCCTCCTCCT0.635

- 2 1111_1113TCHH_uc009wne.1_In_Frame_Del_p.E371delNM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-5.5 gctcgcgcctctcctcctcctgc 0 rs71757496

- 2 245SPRR2D_uc009wnz.2_Intron|SPRR2A_uc001fbf.2_Intron|SPRR2A_uc009woa.2_IntronNM_001017418 NP_001017418 P35325 SPR2B_HUMAN 0CTGGCAGGGTGGGGAAGGTGT0.567

- 2 985ADAR_uc001ffj.2_Frame_Shift_Del_p.P262fs|ADAR_uc001ffi.2_Frame_Shift_Del_p.P262fs|ADAR_uc001ffk.2_5'UTR|ADAR_uc001ffl.1_5'UTRNM_001111 NP_001102 P55265 DSRAD_HUMAN 6ATGACTGTCTGGTCTTACCAC0.493

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6CCTGAGGTGTGGGGGGGATGG0.597

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

+ 17 2363_2365POU2F1_uc001ged.2_In_Frame_Del_p.T736del|POU2F1_uc001gee.2_In_Frame_Del_p.T738del|POU2F1_uc010plh.1_In_Frame_Del_p.T675del|POU2F1_uc001gef.2_In_Frame_Del_p.T750del|POU2F1_uc001geg.2_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5GGGGCTGCGTCCACCACCACCAC0.601

+ 7 1724_1726PRG4_uc001grt.3_In_Frame_Del_p.E518del|PRG4_uc009wyl.2_In_Frame_Del_p.E466del|PRG4_uc009wym.2_In_Frame_Del_p.E425del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN28.|59 X 8 AA repeats of K-X-P-X-P-T-T-X. 1ACCACCACCAAGGAGCCTGCACC0.635

+ 10 1834PKP1_uc001gwe.2_Frame_Shift_Del_p.C507fs|PKP1_uc009wzm.2_Frame_Shift_Del_p.C115fsNM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 6. 2AACTATGACTGCCCCCTGCCT0.572

- 1 89_91 NM_000537 NP_000528 P00797 RENI_HUMAN 4GGAGCCCCAGAGCAGCAGCAGCA0.581rs121917743;rs142739309

- 1 895 NM_203376 NP_976310 Q6P7N7 TMM81_HUMANCytoplasmic (Potential). 0CTGCTGCAGGCCCCCCCTTAG0.537

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

+ 2 420KCTD3_uc001hkt.2_Frame_Shift_Del_p.S42fs|KCTD3_uc010pub.1_5'UTRNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3TTCCAGATTCTTTTTTTTCCA0.229

+ 4 3146_3147MIA3_uc009xea.1_Frame_Shift_Del_p.P882fsNM_198551 NP_940953 Q5JRA6 MIA3_HUMANExtracellular (Potential). 5ATGGCACCACCTCTAGAGGAAG0.545

+ 3 384_386uc001hnr.1_Intron|FAM177B_uc009xeb.2_RNANM_207468 NP_997351 A6PVY3 F177B_HUMAN Poly-Glu. 1ATATAGCACAgaggaggaggagg0.36

+ 5 775FBXO28_uc009xef.2_Frame_Shift_Del_p.*180fs|FBXO28_uc010pvc.1_Frame_Shift_Del_p.L40fsNM_015176 NP_055991 Q9NVF7 FBX28_HUMAN 5TCTGCAGCCCTAACAACAATG0.423

+ 27 7308OBSCN_uc001hsn.2_Frame_Shift_Del_p.G2422fs|OBSCN_uc001hsp.1_Frame_Shift_Del_p.G121fs|OBSCN_uc001hsq.1_5'FlankNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28GTTGCAGGCTGGGGGGAACGT0.662

- 1 2019_2020 NM_175876 NP_787072 Q8IYI6 EXOC8_HUMAN 1ACCAGGCTCTCCAAAAGTACCA0.455

+ 3 710SLC35F3_uc001hvy.1_Frame_Shift_Del_p.W230fsNM_173508 NP_775779 Q8IY50 S35F3_HUMANHelical; (Potential). 2GGTGTTCTTTGGACACTCACA0.413

+ 20 2516MTR_uc010pxw.1_Frame_Shift_Del_p.Q291fs|MTR_uc010pxx.1_Intron|MTR_uc010pxy.1_Frame_Shift_Del_p.Q552fsNM_000254 NP_000245 Q99707 METH_HUMANB12-binding N-terminal. 3AGGTTAAACCAAAAAAAATAT0.279

+ 99 14329RYR2_uc010pyb.1_Frame_Shift_Del_p.F170fsNM_001035 NP_001026 Q92736 RYR2_HUMANHelical; Name=M7; (Potential). 33CTATAACAACTTTTTTTTTGC0.403

+ 3 422_423OR2W3_uc010pzb.1_Frame_Shift_Del_p.L51fsNM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMANCytoplasmic (Potential). 3TGTCCCGGCTGGACCCCCACCT0.594

+ 1 246OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANCytoplasmic (Potential). 3TCATCTTTTTGGACATCCATC0.363

+ 1 595OR2L13_uc001ids.2_IntronNM_001004687 NP_001004687 Q8NG85 OR2L3_HUMANHelical; Name=5; (Potential). 0GGGCACAGTGTTTTTGAGCAC0.488 rs60743763

- 1 707 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMANCytoplasmic (Potential). 1GGTGAAGGCCTTTTTCCGACC0.478

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

- 25 4223NUP98_uc001lyi.2_Frame_Shift_Del_p.N1311fs|NUP98_uc001lyg.2_Frame_Shift_Del_p.N276fsNM_016320 NP_057404 P52948 NUP98_HUMAN 12CACAGGGCTGTTTTTTTGGGT0.512

- 1 429TRIM5_uc001mbq.1_IntronNM_001005168 NP_001005168 Q6IFG1 O52E8_HUMANCytoplasmic (Potential). 2TGATTTTGCTGGTGAGGATCA0.512

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMANHelical; Name=3; (Potential). 3TCAGATGTATTTCTTCTTCTTCT0.517

+ 9 842PARVA_uc010rck.1_Frame_Shift_Del_p.K212fsNM_018222 NP_060692 Q9NVD7 PARVA_HUMAN CH 2. 3GAATGTGGTGAAAAAGGTGGG0.522

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMANExtracellular (Potential). 1GCATCAATCATTTTTTTTGTG0.443 rs112181516

+ 1 62_64PGA3_uc010rld.1_In_Frame_Del_p.L7delNM_001079807 NP_001073275 2CCATGAAGTGGCTGCTGCTGCTG0.567

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2CACGTGTTCTTCCTCCTCCTCCT0.537

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0GCCGTGGCCCCTGCTGCTGCTGC0.616

- 2 682 NM_004549 NP_004540 O95298 NDUC2_HUMANHelical; (Potential). 0AATATCCAGCAAAAAAAAAGG0.358

- 2 60CASP5_uc010ruz.1_Frame_Shift_Del_p.R23fs|CASP5_uc010rvb.1_Intron|CASP5_uc010rvc.1_Intron|CASP5_uc009yxh.2_Intron|CASP5_uc010rvd.1_IntronNM_004347 NP_004338 P51878 CASP5_HUMAN 3TTCTTACGCCTTTTTTTTTTG0.388

- 8 1187_1189CADM1_uc001ppf.3_Intron|CADM1_uc001ppk.3_Intron|CADM1_uc001ppj.3_Intron|CADM1_uc001pph.3_In_Frame_Del_p.T105delNM_014333 NP_055148 Q9BY67 CADM1_HUMANExtracellular (Potential). 2 atggtaaggatggtggtggtggt 0.266

- 4 537_539IFT46_uc001pto.1_In_Frame_Del_p.D104del|IFT46_uc009zaf.1_In_Frame_Del_p.D104delNM_020153 NP_064538 Q9NQC8 IFT46_HUMANAsp/Glu-rich (highly acidic). 0TCCATGCTCTTCATCATCATCAT0.419

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMANAsp/Glu-rich (acidic).p.D460del(1)|p.E366_K477del(1)149TCCCCAAATTATGATGATGATGA0.473

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMANInteraction with CD2AP.|UBA. 149CGAGATGGCCAAAAACATCCT0.507

- 3 319_320 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.614

- 3 314_315 NM_006248 NP_006239 0TTTCCTGGAGGTGGGGGACCTT0.614

- 18 2595KIF21A_uc001rlv.2_5'Flank|KIF21A_uc001rlw.2_Frame_Shift_Del_p.R134fs|KIF21A_uc001rlx.2_Frame_Shift_Del_p.R804fs|KIF21A_uc001rlz.2_Intron|KIF21A_uc010skl.1_Frame_Shift_Del_p.R804fsNM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7TCTTGGTTTCTTTTTTGGGCT0.323

- 6 782RPAP3_uc010slk.1_Frame_Shift_Del_p.K63fs|RPAP3_uc001rps.2_Frame_Shift_Del_p.K222fsNM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN TPR 4. 1AGAAAATACCTTTTTTGGCCT0.363

+ 9 664PRPF40B_uc001rup.1_Frame_Shift_Del_p.D222fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.D194fs|PRPF40B_uc001rus.1_Frame_Shift_Del_p.D143fsNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN 5CACAGCCTGACCCCCCACCTG0.637



+ 3 427_428DIP2B_uc001rwu.2_Frame_Shift_Del_p.G91fs|DIP2B_uc009zls.1_5'UTRNM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6AACTCGATCTGGGGGAGCCAGG0.48

- 1 193 NM_175068 NP_778238 Q86Y46 K2C73_HUMANHead.|Gly-rich. 6GCTCCGGGCACCCCCCAGGCT0.637

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=3; (Potential). 3GGCTCAGCTATTTTTTTTCAT0.438

+ 5 442_443RAP1B_uc010ste.1_Frame_Shift_Del_p.L27fs|RAP1B_uc001suc.2_Frame_Shift_Del_p.L93fs|RAP1B_uc010stf.1_Frame_Shift_Del_p.L74fs|RAP1B_uc010stg.1_Frame_Shift_Del_p.L51fs|RAP1B_uc010sth.1_Frame_Shift_Del_p.L51fs|RAP1B_uc010sti.1_IntronNM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0TTAACGATTTACAAGACCTGAG0.327

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

- 8 694TPTE2_uc009zzk.2_Intron|TPTE2_uc009zzl.2_Intron|TPTE2_uc001ume.2_Intron|TPTE2_uc009zzm.2_Intron|TPTE2_uc010tcm.1_RNANM_199254 NP_954863 Q6XPS3 TPTE2_HUMANHelical; (Potential). 0ACTTAATGTCAAAAAAAATGT0.303

- 9 1177_1178DIAPH3_uc001vhu.2_Frame_Shift_Ins_p.I57fs|DIAPH3_uc001vhw.1_Frame_Shift_Ins_p.I309fs|DIAPH3_uc010aed.1_Frame_Shift_Ins_p.I274fs|DIAPH3_uc010aee.1_Frame_Shift_Ins_p.I250fsNM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2AAATCTGTCAATTTTTTTTTCT0.322

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

- 15 2201_2202RBM26_uc001vky.2_Frame_Shift_Ins_p.K700fs|RBM26_uc001vla.2_Frame_Shift_Ins_p.K703fs|RBM26_uc010tia.1_Frame_Shift_Ins_p.K84fs|RBM26_uc001vkx.2_Frame_Shift_Ins_p.K439fsNM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Potential. 1GTACTTACCTGTTTTTTTTTCT0.332

+ 16 4738_4740SIPA1L1_uc001xmt.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmu.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmv.2_In_Frame_Del_p.S1468del|SIPA1L1_uc010ttm.1_In_Frame_Del_p.S922del|SIPA1L1_uc001xmw.2_In_Frame_Del_p.S233delNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 ctcctcctcttcctcctcctcct 0.468

- 2 400ZSCAN10_uc002cty.1_5'UTR|ZSCAN10_uc002ctw.1_Intron|ZSCAN10_uc002ctx.1_Frame_Shift_Del_p.P32fsNM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN Pro-rich. 1GGCTGTGGCTGGGGACCTGGG0.582

- 7 1766 NM_000243 NP_000234 O15553 MEFV_HUMAN 6AAGCCCATCTACCTGAGAAGT0.502

+ 7 1037_1039UBN1_uc010uxw.1_In_Frame_Del_p.K238del|UBN1_uc002cyc.2_In_Frame_Del_p.K238delNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2GCCAGTAAGGAGAAGAAGAAGAA0.453

- 11 1628_1630DNAH3_uc002die.2_IntronNM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18CATTGCCGATCAGCAGCAGCAGC0.498

+ 9 3655TNRC6A_uc010bxs.2_Frame_Shift_Del_p.K928fs|TNRC6A_uc010vcc.1_Frame_Shift_Del_p.K928fs|TNRC6A_uc002dmn.2_Frame_Shift_Del_p.K928fs|TNRC6A_uc002dmo.2_Frame_Shift_Del_p.K869fsNM_014494 NP_055309 Q8NDV7 TNR6A_HUMANSufficient for interaction with EIF2C1 and EIF2C4. 2TCTGAGTGGCAAAAAAAGGAG0.224

+ 25 5954SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.P1652fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.P1427fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4GCGCTCTGGTCCCCCCAGCCC0.612

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

- 14 1166_1168CNGB1_uc010cdh.2_In_Frame_Del_p.361_362EE>ENM_001297 NP_001288 Q14028 CNGB1_HUMANPoly-Glu.|Cytoplasmic (Potential). 4 ctcctcctcttcctcctcctcct 0.414

- 6 1372_1373EXOC3L_uc002erv.1_RNA|EXOC3L_uc002erw.1_Frame_Shift_Del_p.L28fs|EXOC3L_uc002ery.1_Frame_Shift_Del_p.L321fs|EXOC3L_uc010vje.1_Frame_Shift_Del_p.L316fsNM_178516 NP_848611 Q86VI1 EX3L1_HUMAN 0AATGTTGCCTCCAGCTGCTCAA0.545

+ 15 2170_2172SLC9A5_uc010cee.2_In_Frame_Del_p.E413del|SLC9A5_uc010vji.1_In_Frame_Del_p.E212delNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2CGTGGAGTCTGAGGAGGAGGAGG0.571

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

- 10 1079_1081C17orf85_uc002fwr.2_In_Frame_Del_p.62_63EE>E|C17orf85_uc002fwq.2_In_Frame_Del_p.72_73EE>ENM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. 1 ctcttcctcttcctcctcctcct 0.379

+ 6 719MYOCD_uc002gno.2_Frame_Shift_Del_p.N140fs|MYOCD_uc002gnp.1_Frame_Shift_Del_p.N44fsNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5CCTCAGGTAACCAGGTGAGTT0.468

+ 9 1291SLC13A2_uc010wam.1_Frame_Shift_Del_p.L364fs|SLC13A2_uc010wan.1_Frame_Shift_Del_p.L457fs|SLC13A2_uc010wao.1_Frame_Shift_Del_p.L365fs|SLC13A2_uc002hbi.2_Frame_Shift_Del_p.L337fsNM_003984 NP_003975 Q13183 S13A2_HUMAN 0TTGGCCTCCTCGACTGGAAGA0.562

+ 3 202_204SUPT6H_uc010crt.2_In_Frame_Del_p.E43delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3TCTTCCAGATGAGGAGGAGGAGG0.453

+ 34 4663_4665SUPT6H_uc010crt.2_In_Frame_Del_p.S1528delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3CATCACCCCTAGCAGCAGCAGCA0.537

- 1 40_41 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN 0GGAGTTGACCATGGTGTCAGAG0.55

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN 1TTTTTCTCTTGTTTTTTTTGCT0.366

- 33 4884USP32_uc002iyn.1_Frame_Shift_Del_p.N1203fsNM_032582 NP_115971 Q8NFA0 UBP32_HUMAN 5GCAGTTTGGGTTTTTGGCATA0.423

+ 9 1570_1571ZNF236_uc002lmj.2_RNA|ZNF236_uc002lmk.1_Frame_Shift_Ins_p.E458fsNM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4GGATAAAAAAGAAAAAAAAATG0.381

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0CTCCCTGAACGAGAGAGAGAGG0.495

+ 17 1944_1945RYR1_uc002oiu.2_Frame_Shift_Del_p.L605fsNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|B30.2/SPRY 1. 12CTATGCTCCCTGTGTGTGTGTA0.53

- 6 1386PSG3_uc002ouf.2_Intron|PSG1_uc002oug.1_Intron|PSG11_uc002ouw.2_Intron|PSG7_uc002ous.1_Intron|PSG7_uc002out.1_Intron|PSG10_uc002ouv.1_Intron|PSG1_uc002oun.2_Intron|PSG1_uc002our.1_Intron|PSG1_uc010eio.1_Intron|PSG1_uc002oux.1_Intron|PSG1_uc002ouy.1_Intron|PSG1_uc002ouz.1_Intron|PSG1_uc002ova.1_Intron|PSG1_uc002ovc.2_Frame_Shift_Del_p.W323fsNM_006905 NP_008836 P11464 PSG1_HUMAN 2 agggaactgtccagtctacag 0

- 1 1886 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3TGGGGCCCCTGCCCTCTGATT0.627

- 9 2408_2410SLC8A2_uc010xyq.1_In_Frame_Del_p.E466del|SLC8A2_uc010xyr.1_In_Frame_Del_p.E173del|SLC8A2_uc010ele.2_In_Frame_Del_p.E710delNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCGGGACCCGTCCTCCTCCTCCT0.616

- 6 547_548MAMSTR_uc002pkf.2_Frame_Shift_Ins_p.P59fsNM_001130915 NP_001124387 Q6ZN01 MASTR_HUMAN Pro-rich. 1CCAACTTGTGTGGGGGGGGCGA0.569

+ 9 1040CNOT3_uc010yel.1_Frame_Shift_Del_p.P243fs|CNOT3_uc002qdi.2_Frame_Shift_Del_p.P156fs|CNOT3_uc002qdk.1_Frame_Shift_Del_p.P243fs|CNOT3_uc010ere.1_RNANM_014516 NP_055331 O75175 CNOT3_HUMAN 3CCACCTCCCCTCCCAGCCACA0.632 rs36665

- 2 333_335TMC4_uc002qdo.2_In_Frame_Del_p.E61delNM_001145303 NP_001138775 Q7Z404 TMC4_HUMANPoly-Glu.|Extracellular (Potential). 1CCTTCCTCCATCCTCCTCCTCCT0.645

+ 11 1043_1044ATP6V1C2_uc002rat.2_IntronNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1GCAGACCGACAGAGAGAGAGAG0.604

+ 9 1268RASGRP3_uc010ync.1_Frame_Shift_Del_p.T214fs|RASGRP3_uc002roy.2_Frame_Shift_Del_p.T214fsNM_170672 NP_733772 Q8IV61 GRP3_HUMAN Ras-GEF. 5AGCAAACCAACCCCCCAGCAA0.428

- 4 557PSME4_uc010yop.1_Splice_Site_p.N53_splice|PSME4_uc010yoq.1_Splice_Site|PSME4_uc010fbu.1_Splice_Site|PSME4_uc010fbv.1_IntronNM_014614 NP_055429 Q14997 PSME4_HUMAN 5TCTACAGAACTGGGGGGGGAAA0.347

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

- 5 659_660ZNF514_uc002sud.1_Frame_Shift_Del_p.F168fsNM_032788 NP_116177 Q96K75 ZN514_HUMAN 0GATACTACCTGGAATAATTCTT0.381

+ 8 1145ANKRD36_uc010yuz.1_Splice_Site|ANKRD36_uc010fic.2_Intron|ANKRD36_uc002sxo.2_Intron|ANKRD36_uc002sxp.3_Splice_SiteNM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0CTGGGACAGGTATTTTGGAATA0.302

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0TCCATCATGCAAAAAAAAAGC0.353

- 2 611_612NCKAP1_uc002upb.2_Frame_Shift_Del_p.R76fsNM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2CATTGTTGTTGCGGGTTTCTAC0.371



+ 7 2036SGOL2_uc010zhd.1_Frame_Shift_Del_p.L641fs|SGOL2_uc010zhe.1_Frame_Shift_Del_p.L641fsNM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4TGCATGGCCTAAAAAAAGGTA0.333

+ 17 2334_2335TRPM8_uc010fyj.2_IntronNM_024080 NP_076985 Q7Z2W7 TRPM8_HUMANHelical; Name=3; (Potential). 4TCGGTGCCACACCCCCCCGAGC0.574

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0TTCCGGGTCATCCTCCTCCTCCT0.631

- 14 1294SEL1L2_uc002woq.3_Frame_Shift_Del_p.K265fs|SEL1L2_uc010zrl.1_Frame_Shift_Del_p.K404fs|SEL1L2_uc002wor.2_RNANM_025229 NP_079505 Q5TEA6 SE1L2_HUMANExtracellular (Potential).|Sel1-like 7. 2CGGGCCACCCTTTTTCCGCAG0.393

+ 10 1729MYBL2_uc010zwj.1_Frame_Shift_Del_p.T481fsNM_002466 NP_002457 P10244 MYBB_HUMAN 5AGGTTTGTAACCCCAGATCAG0.622

+ 20 3995_3997NCOA3_uc010ght.1_In_Frame_Del_p.Q1267del|NCOA3_uc002xtl.2_In_Frame_Del_p.Q1272del|NCOA3_uc002xtm.2_In_Frame_Del_p.Q1271del|NCOA3_uc002xtn.2_In_Frame_Del_p.Q1275del|NCOA3_uc010zyc.1_In_Frame_Del_p.Q1071delNM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANPoly-Gln.|Acetyltransferase. 5 gcagcagcagcaacagcaacagc0.31rs67218125;rs11472494;rs112826888

- 1 737CTCFL_uc010giw.1_Frame_Shift_Del_p.K25fs|CTCFL_uc002xym.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010giz.1_Intron|CTCFL_uc010giy.1_Intron|CTCFL_uc010gja.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjb.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjc.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjd.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gje.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjf.2_Intron|CTCFL_uc010gjg.2_Intron|CTCFL_uc010gjh.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gji.1_Intron|CTCFL_uc010gjj.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjk.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjl.1_Frame_Shift_Del_p.K25fsNM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4CCTTCAGGCCTTTTTCCGGCA0.502

- 11 905TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Frame_Shift_Del_p.F161fs|TPTE_uc002yir.1_Frame_Shift_Del_p.F141fs|TPTE_uc010gkv.1_Frame_Shift_Del_p.F41fsNM_199261 NP_954870 P56180 TPTE_HUMANHelical; (Potential). 5ACTTAATGTCAAAAAAAATGT0.299

- 7 2832 NM_007038 NP_008969 Q9UNA0 ATS5_HUMAN Cys-rich. 4TCACACACTTCCCCCGGACGC0.493

- 3 428_430TFIP11_uc003acs.2_In_Frame_Del_p.18_19DD>D|TFIP11_uc003act.2_In_Frame_Del_p.18_19DD>DNM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0CTCCCGCTCGTCATCATCATCAT0.532 rs145794160

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 gctgctgctgttgctgctgctg 0.391 rs34890218

- 1 130SELM_uc011alj.1_RNA|INPP5J_uc010gwf.2_5'FlankNM_080430 NP_536355 Q8WWX9 SELM_HUMAN 0TAGGCAGTGGCGGCTGTGGCT0.701

+ 7 686_688SH3BP1_uc003atg.1_RNA|SH3BP1_uc011anl.1_In_Frame_Del_p.E197del|SH3BP1_uc003ath.1_In_Frame_Del_p.E197del|SH3BP1_uc003atj.1_In_Frame_Del_p.E133del|SH3BP1_uc003atk.1_In_Frame_Del_p.E111del|uc003atl.1_RNANM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1GAGACGCTGAAGGAGGAGGAGGA0.498

+ 7 1953_1961TRIOBP_uc003atu.2_In_Frame_Del_p.SRT390del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT562del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT390delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.589

+ 2 1850SYNGR1_uc003axo.3_Intron|SYNGR1_uc003axp.3_Intron|SYNGR1_uc003axq.3_Intron|SYNGR1_uc003axs.3_IntronNM_006116 NP_006107 Q15750 TAB1_HUMAN 1CTCACCCTCTCCCCCATGTGT0.612

- 4 1073ATP2B2_uc003bvv.2_Frame_Shift_Del_p.D212fs|ATP2B2_uc003bvw.2_Frame_Shift_Del_p.D212fs|ATP2B2_uc010hdp.2_Frame_Shift_Del_p.D212fs|ATP2B2_uc010hdo.2_5'UTRNM_001001331 NP_001001331 Q01814 AT2B2_HUMANCytoplasmic (Potential). 6TGGGCTATGTCCCCAACCACG0.587

+ 1 263_265SYN2_uc003bwl.1_In_Frame_Del_p.P40delNM_133625 NP_598328 Q92777 SYN2_HUMAN 2AGCCCCAGCAAGCGCCGAcgccg0.345rs76272937;rs74800608

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

- 19 1979_1980ULK4_uc003ckw.2_Frame_Shift_Ins_p.K593fsNM_017886 NP_060356 Q96C45 ULK4_HUMAN 0CTCTAGGGTTCTTTTTTTTTTC0.45

+ 13 1986_1987NKTR_uc003clm.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003clp.2_Frame_Shift_Ins_p.S360fs|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Frame_Shift_Ins_p.S503fs|NKTR_uc003clr.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003cls.2_Frame_Shift_Ins_p.S313fsNM_005385 NP_005376 P30414 NKTR_HUMAN 3TGAGTGACAGTCCCCCCCCTTC0.421

+ 72 11844DNAH1_uc003ddv.2_Frame_Shift_Del_p.L719fsNM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3AGATGTTCCTGGACGAATATG0.602

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9GTTCCTCAACGGGGGGGACCT0.602

- 16 3037_3039ERC2_uc003dhq.1_RNANM_015576 NP_056391 O15083 ERC2_HUMAN Poly-His. 2 gtggtggtgatggtggtggtggt 0.389

- 13 1581_1583SLC25A26_uc011bft.1_RNA|LRIG1_uc011bfu.1_In_Frame_Del_p.S144del|LRIG1_uc003dmw.2_In_Frame_Del_p.S190del|LRIG1_uc010hnz.2_In_Frame_Del_p.S240del|LRIG1_uc010hoa.2_In_Frame_Del_p.S548delNM_015541 NP_056356 Q96JA1 LRIG1_HUMANExtracellular (Potential).|Ig-like C2-type 1.|Poly-Ser. 5TCATGGGGGAGCTGCTGCTGCTG0.547

- 3 457_458ZNF717_uc003dpw.3_RNANM_001128223 NP_001121695 C9JSV9 C9JSV9_HUMAN 0CCCTGTACAGGGTCCTCTGAGC0.51 rs76346895

- 7 2209_2211TMCC1_uc003emy.3_In_Frame_Del_p.Q246del|TMCC1_uc011blc.1_In_Frame_Del_p.Q391del|TMCC1_uc010htg.2_In_Frame_Del_p.Q456delNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1GCTGCACCACCTGCTGCTGCTGC0.581

- 6 2336ATP2C1_uc011blh.1_Intron|ATP2C1_uc011bli.1_Intron|ATP2C1_uc003enm.2_Intron|ATP2C1_uc003enn.2_Intron|ATP2C1_uc003enp.2_Intron|ATP2C1_uc003enr.2_Intron|ATP2C1_uc003ens.2_Intron|ATP2C1_uc003ent.2_Intron|ASTE1_uc010htm.1_Frame_Shift_Del_p.R657fs|ASTE1_uc011blj.1_RNANM_014065 NP_054784 Q2TB18 ASTE1_HUMAN 0TTCTTCTGCCTTTTTTTTTTT0.403

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANAGC-kinase C-terminal. 5TCTGAGGTTCGGGGGGTGGAA0.463

- 6 783 PARL_uc003fme.2_IntronNM_018622 NP_061092 Q9H300 PARL_HUMANMitochondrial intermembrane (Potential). 0AACTGCTCTTGACCCAGAATG0.418

+ 1 3715_3716 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0GCCCGCCTGCTCACGTGCCGAT0.693 rs144861850

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0CGCCTGCTCACGTGCCGATGTG0.683

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.658

- 5 1026_1028 NM_000730 NP_000721 P32238 CCKAR_HUMANCytoplasmic (Potential). 4GCGGTTGGCCCTGCTGCTGCTGC0.606

- 9 1294_1295CLOCK_uc003hba.1_Frame_Shift_Ins_p.L123fsNM_004898 NP_004889 O15516 CLOCK_HUMAN PAS 1. 3TCATGATTGCTAAAAAAAAACC0.287

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 22 2560_2562ANK2_uc003ibd.3_In_Frame_Del_p.T805del|ANK2_uc003ibf.3_In_Frame_Del_p.T826del|ANK2_uc011cgc.1_In_Frame_Del_p.T35del|ANK2_uc003ibc.2_In_Frame_Del_p.T802del|ANK2_uc011cgb.1_In_Frame_Del_p.T841delNM_001148 NP_001139 Q01484 ANK2_HUMAN 14CTGAGGAGGTCACCACCACCACC0.443

+ 32 3975ANK2_uc003ibd.3_Frame_Shift_Del_p.T1283fs|ANK2_uc003ibf.3_Frame_Shift_Del_p.T1292fs|ANK2_uc011cgc.1_Frame_Shift_Del_p.T468fs|ANK2_uc003ibg.3_Frame_Shift_Del_p.T287fs|ANK2_uc003ibh.3_5'Flank|ANK2_uc011cgb.1_Frame_Shift_Del_p.T1307fsNM_001148 NP_001139 Q01484 ANK2_HUMAN 14GTTTCCTTTACAACAAACGTG0.378

- 18 1757OTUD4_uc003ijz.3_Frame_Shift_Del_p.G539fsNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3ACCTGTTGGTCCAAAAGTTGT0.478

- 5 1095LRBA_uc003ilu.3_Frame_Shift_Del_p.F207fs|LRBA_uc010ipk.1_Frame_Shift_Del_p.F126fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7CTGGAAAGTTAAAAAAGGCAT0.408

+ 9 624_625DDX4_uc010ivz.2_Frame_Shift_Del_p.S164fs|DDX4_uc003jqh.3_Frame_Shift_Del_p.S150fs|DDX4_uc003jqj.2_Frame_Shift_Del_p.S51fsNM_001136034 NP_001129506 Q9NQI0 DDX4_HUMAN Gly-rich. 2CCTTTTTGGTTCTAGAAGACCA0.342

- 2 1109_1111TAF9_uc003jwa.2_Intron|TAF9_uc003jwb.2_Intron|TAF9_uc003jwd.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwe.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwf.1_In_Frame_Del_p.259_260DD>DNM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 attatcatagtcatcatcatcat 0.256

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

- 1 189_191HAVCR2_uc003lwl.2_In_Frame_Del_p.15_16LL>LNM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0TGTAAGTAGTAGCAGCAGCAGCA0.291

+ 13 4948NSD1_uc003mft.3_Frame_Shift_Del_p.K1335fs|NSD1_uc003mfs.1_Frame_Shift_Del_p.K1501fs|NSD1_uc011dfx.1_Frame_Shift_Del_p.K1252fsNM_022455 NP_071900 Q96L73 NSD1_HUMAN PHD-type 2. 3GGAAGATGTTAAAAGGTGCCT0.423

+ 11 1475CANX_uc011dgp.1_Frame_Shift_Del_p.I468fs|CANX_uc003mkl.2_Frame_Shift_Del_p.I433fs|CANX_uc011dgq.1_Frame_Shift_Del_p.I325fsNM_001746 NP_001737 P27824 CALX_HUMANLumenal (Potential). 0ACCTCTGACATTTTTTTTGAC0.423

- 1 357RASGEF1C_uc003mlr.2_Frame_Shift_Del_p.P20fs|RASGEF1C_uc003mlp.3_5'FlankNM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1TGGGCTCGGTGGGGGGTGGGC0.652

- 8 1068_1069RPP40_uc003mwm.2_Frame_Shift_Del_p.N322fsNM_006638 NP_006629 O75818 RPP40_HUMAN 0GTCCTGATTATTAAAAATCACA0.356



- 8 1612_1613ATXN1_uc010jpi.2_In_Frame_Ins_p.214_214Q>QQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgctgctgctgatg 0.381rs71806515;rs66949327

- 8 1604_1606ATXN1_uc010jpi.2_In_Frame_Del_p.H211del|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgatgctgatgct 0.384 rs59310777

- 3 444SLC17A2_uc011dkc.1_Frame_Shift_Del_p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M121fsO00624 NPT3_HUMAN 1GCACCAAGCATTTTTTTTGCT0.453

- 3 544GABBR1_uc003nmu.3_Frame_Shift_Del_p.E70fs|GABBR1_uc011dlr.1_5'UTR|GABBR1_uc011dls.1_Frame_Shift_Del_p.E70fsNM_001470 NP_001461 Q9UBS5 GABR1_HUMANSushi 1.|Extracellular (Potential). 7ACCTCGCGCTCCCCCCGGCAC0.632

+ 7 1303_1304HLA-F_uc011dlx.1_Intron|HLA-F_uc011dly.1_Intron|LOC285830_uc003nnp.2_RNA|LOC285830_uc011dlz.1_RNANM_001098479 NP_001091949 P30511 HLAF_HUMAN 0TGTGGATCTTGTTTTTTTTGTG0.535

+ 7 1034 NR_027822 0GCAGGAGTCATTTTTCCTGTC0.488

+ 5 704_705RING1_uc011dqx.1_Frame_Shift_Ins_p.S170fs|RING1_uc003odl.2_Frame_Shift_Ins_p.S141fsNM_002931 NP_002922 Q06587 RING1_HUMANNecessary for transcriptional repression (By similarity).2CAACGATGAGTGGGGGGGAAGG0.619

+ 8 1146_1148UHRF1BP1_uc010jvm.1_RNA|UHRF1BP1_uc010jvn.2_RNANM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3GCAACAGCAACAGCAGCAGCAGC0.552

+ 14 3278_3279CUL9_uc003oul.2_Frame_Shift_Del_p.H1068fs|CUL9_uc010jyk.2_Frame_Shift_Del_p.H220fsNM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12GCCTCGATGCATAAGGACTATG0.52

+ 1 73MEP1A_uc011dwg.1_5'UTR|MEP1A_uc011dwh.1_Frame_Shift_Del_p.F11fs|MEP1A_uc011dwi.1_5'UTRNM_005588 NP_005579 Q16819 MEP1A_HUMAN 3TTGCATTCTCTTTTTTACCTT0.388 rs146460388

+ 2 226 NM_014051 NP_054770 Q9Y6G1 TM14A_HUMANHelical; (Potential). 0TTTGGAAGCATTTTTGGATAT0.433

- 5 501 NM_145740 NP_665683 P08263 GSTA1_HUMANGST C-terminal. 1GAAGTAGCGATTTTTTATTTT0.433

- 2 453 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN BTB. 1TTGACGGGTCTTTTTTTAGGA0.423

+ 26 3021_3022MYO6_uc003pig.1_Frame_Shift_Ins_p.Q914fs|MYO6_uc003pii.1_Frame_Shift_Ins_p.Q914fsNM_004999 NP_004990 Q9UM54 MYO6_HUMAN Potential. 2GTGCATTACAGAAAAAAAAACA0.381

- 13 1115RARS2_uc003pmb.2_Frame_Shift_Del_p.K177fs|RARS2_uc003pmc.2_Frame_Shift_Del_p.K177fs|RARS2_uc003pmd.2_5'UTR|RARS2_uc003pmf.2_RNANM_020320 NP_064716 Q5T160 SYRM_HUMAN 3CTGAAAATGCTTTTTTTGTCC0.333

+ 9 3522_3524GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANGln/Pro-rich.|Cytoplasmic (Potential). 19CCCTCCTCTCCAGCAGCAGCAGC0.66

+ 11 970IQCE_uc010ksm.1_Frame_Shift_Del_p.L262fs|IQCE_uc003sml.1_Frame_Shift_Del_p.L262fs|IQCE_uc011jvy.1_Frame_Shift_Del_p.L246fs|IQCE_uc011jvz.1_Frame_Shift_Del_p.L197fs|IQCE_uc003smk.3_Frame_Shift_Del_p.L246fs|IQCE_uc003smn.3_Frame_Shift_Del_p.L197fsNM_152558 NP_689771 Q6IPM2 IQCE_HUMAN Potential. 0TGCATCGTCTCCAGACCCTCT0.473 rs7786703

+ 6 694_695ZDHHC4_uc003sqg.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sql.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqh.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqj.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqk.2_Frame_Shift_Ins_p.L112fs|ZDHHC4_uc003sqm.2_Frame_Shift_Ins_p.L112fsNM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMANHelical; (Potential). 2GTGTAAACCTGTTTTTTTTCAC0.45

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

+ 9 1209MPP6_uc003swy.2_Frame_Shift_Del_p.K304fs|MPP6_uc010kur.2_5'UTRNM_016447 NP_057531 Q9NZW5 MPP6_HUMAN 0TATAAGTAGCAAAAAAAAGAA0.299

- 21 2723OSBPL3_uc003sxd.2_Splice_Site|OSBPL3_uc003sxe.2_Splice_Site|OSBPL3_uc003sxg.2_Splice_Site_p.N737_splice|OSBPL3_uc003sxh.2_Splice_Site_p.N742_splice|OSBPL3_uc003sxi.2_Splice_Site_p.N706_spliceNM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1CGGCATAGGATCTAAGAAGAAA0.366

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

+ 3 337C7orf16_uc011kaf.1_IntronNM_006658 NP_006649 O96001 GSUB_HUMAN 3GAGTCAGACCAAAAAAAACCA0.438

+ 3 559AVL9_uc011kai.1_Intron|FKBP9_uc011kak.1_RNA|FKBP9_uc011kal.1_Frame_Shift_Del_p.I179fs|FKBP9_uc003tdg.2_Frame_Shift_Del_p.I126fs|FKBP9_uc010kwm.2_Frame_Shift_Del_p.I33fsNM_007270 NP_009201 O95302 FKBP9_HUMANPPIase FKBP-type 1. 14CTGGTGTGATCCCCCCCAATT0.443

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

+ 18 7513_7514ABCA13_uc010kys.1_5'FlankNM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10AACCCCTCTTAGAAATGTCTGG0.421

+ 3 211MRPS17_uc003trb.2_Frame_Shift_Del_p.G156fsNM_015969 NP_057053 Q9Y2R5 RT17_HUMAN 0GTGCACAGTTGGGGATATTGT0.438

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783

- 10 1091_1092ABCB4_uc003uiw.1_Frame_Shift_Ins_p.S339fs|ABCB4_uc003uix.1_Frame_Shift_Ins_p.S339fsNM_018849 NP_061337 P21439 MDR3_HUMANHelical; (By similarity).|ABC transmembrane type-1 1. 6AATTAGGATTGAAAAAAAAACC0.347

- 5 1204PEX1_uc011khr.1_Frame_Shift_Del_p.I162fs|PEX1_uc010ley.2_Frame_Shift_Del_p.I370fs|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN 2TCTGACCTAATTTTTTTTTGA0.353

- 16 1707ZCWPW1_uc011kjq.1_Frame_Shift_Del_p.T367fs|ZCWPW1_uc003uur.2_Intron|ZCWPW1_uc003uus.2_Frame_Shift_Del_p.T367fs|ZCWPW1_uc011kjr.1_Intron|ZCWPW1_uc011kjp.1_IntronNM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0CTTGGCTTGGTTTTTTGGGTC0.478

- 12 1337_1338ZCWPW1_uc011kjq.1_Frame_Shift_Ins_p.F243fs|ZCWPW1_uc003uur.2_Frame_Shift_Ins_p.F243fs|ZCWPW1_uc003uus.2_Frame_Shift_Ins_p.F243fs|ZCWPW1_uc011kjr.1_Frame_Shift_Ins_p.F363fs|ZCWPW1_uc003uuu.1_Frame_Shift_Ins_p.F364fs|ZCWPW1_uc011kjp.1_RNANM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN PWWP. 0ACTGTTTCTCCAAAAAACGTCA0.48

+ 8 1077_1079SRRT_uc010lhl.1_In_Frame_Del_p.E275del|SRRT_uc003uxa.2_In_Frame_Del_p.E275del|SRRT_uc003uwz.2_In_Frame_Del_p.E275delNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2ATCCTGGAGCAGGAGGAGGAGGA0.596

+ 12 2008RINT1_uc010ljj.1_Frame_Shift_Del_p.D168fsNM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN RINT1/TIP20. 4CTCTGTCTTTGATGACATGAT0.398

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GATCAGGAAATTTTTTTTGCA0.453

- 2 417TMEM66_uc003xht.2_Frame_Shift_Del_p.P78fs|TMEM66_uc003xhu.2_Frame_Shift_Del_p.P42fs|TMEM66_uc003xhv.2_IntronNM_016127 NP_057211 Q96BY9 TMM66_HUMAN 0TATGACTTTTGGGGTATAAGA0.458

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7GGCTTTCCGGCTCCTCCTCCTCC0.567

- 7 1563MYST3_uc010lxc.2_Frame_Shift_Del_p.N340fs|MYST3_uc003xon.3_Frame_Shift_Del_p.N340fs|MYST3_uc010lxd.2_Frame_Shift_Del_p.N340fsNM_001099412 NP_001092882 Q92794 MYST3_HUMANInteraction with RUNX1-1. 7CTTTAACCTGTTTTTTGGACG0.398

+ 12 1709_1710POP1_uc011lgv.1_Frame_Shift_Del_p.R537fs|POP1_uc003yik.2_Frame_Shift_Del_p.R537fsNM_001145860 NP_001139332 Q99575 POP1_HUMAN 2TGAGAAAGTTAGACAGCTGCTT0.406

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2CCACCACGCCTTTTTCCCATA0.478

+ 3 444_445NDUFB9_uc011lim.1_Frame_Shift_Del_p.A120fsNM_005005 NP_004996 Q9Y6M9 NDUB9_HUMAN 2GATTACTTTGCCAAGAGAGAAC0.465

- 15 2303KCNQ3_uc010mdt.2_Frame_Shift_Del_p.P681fsNM_004519 NP_004510 O43525 KCNQ3_HUMAN 5GGGTGGTTCCGGGGGGCCTGT0.547

+ 23 3289_3290SMARCA2_uc003zhd.2_Frame_Shift_Del_p.A1064fs|SMARCA2_uc010mha.2_Frame_Shift_Del_p.A997fsNM_003070 NP_003061 P51531 SMCA2_HUMANHelicase C-terminal. 3AAAATTGAGAGCGACTAATCAC0.441

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential). 1GGTGAACAGCGAGGAGGAGGAGG0.739

- 6 2189ARHGAP6_uc004cuo.1_RNA|ARHGAP6_uc004cur.1_Frame_Shift_Del_p.K439fs|ARHGAP6_uc004cum.1_Frame_Shift_Del_p.K236fs|ARHGAP6_uc004cun.1_Frame_Shift_Del_p.K259fs|ARHGAP6_uc010neb.1_Frame_Shift_Del_p.K261fs|ARHGAP6_uc011mif.1_Frame_Shift_Del_p.K236fsNM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2TCTCACTCTCTTTTTTGAGCT0.368



+ 8 1061OFD1_uc004cvr.3_5'UTR|OFD1_uc011mil.1_5'UTR|OFD1_uc004cvq.3_Frame_Shift_Del_p.A94fs|OFD1_uc010nen.2_Frame_Shift_Del_p.A233fs|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Frame_Shift_Del_p.A233fs|OFD1_uc004cvv.3_Frame_Shift_Del_p.A233fs|OFD1_uc010neo.1_Frame_Shift_Del_p.A20fsNM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0AAATGGAAGCAAAAAAAAAGT0.299

+ 16 2457OFD1_uc004cvr.3_Frame_Shift_Del_p.E267fs|OFD1_uc011mil.1_Frame_Shift_Del_p.E267fs|OFD1_uc004cvq.3_Frame_Shift_Del_p.E560fs|OFD1_uc010nen.2_Frame_Shift_Del_p.E699fs|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Frame_Shift_Del_p.E659fs|OFD1_uc004cvv.3_Frame_Shift_Del_p.E659fsNM_003611 NP_003602 O75665 OFD1_HUMANMediates the interaction with SDCCAG8. 0AGTTGTCTCTGAGCAGCCTCA0.537

+ 1 1497_1499 NM_001136234 NP_001129706 1 ctgctgctattgctgctgctgct 0.202

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448

- 3 652_653RAB9B_uc004eli.1_IntronNM_016370 NP_057454 Q9NP90 RAB9B_HUMAN 3TACCTTGTTACCCAGAACTACA0.45

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10CTGAGCCTTTGCCCCCCCCAGA0.545

- 2 203CXorf56_uc004erj.1_Frame_Shift_Del_p.R4fs|CXorf56_uc011mtu.1_Frame_Shift_Del_p.R53fsNM_022101 NP_071384 Q9H5V9 CX056_HUMAN 0GACCGGTCCCGGGGCCTCATG0.463

- 13 1536_1537AIFM1_uc011mur.1_Frame_Shift_Del_p.E101fs|AIFM1_uc011mus.1_3'UTR|AIFM1_uc004evh.2_Frame_Shift_Del_p.E449fs|AIFM1_uc004evi.2_Frame_Shift_Del_p.E166fs|AIFM1_uc004evk.2_RNANM_004208 NP_004199 O95831 AIFM1_HUMANFAD-dependent oxidoreductase (By similarity). 5GATCATGGTGCTCTACCCGCCT0.431

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 TACCTCATCATTTTTTTTGTT0.239

- 1 825 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 TACCTCATCATTTTTTTTGTT0.239

+ 3 1556_1558MAMLD1_uc011mxt.1_In_Frame_Del_p.Q464del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q429delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 AAGCcagcaacagcagcagcagc0.433

+ 3 1864_1866MAMLD1_uc011mxt.1_In_Frame_Del_p.Q568del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q533delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 CCTTgcagctgcagcagcagcag0.488

+ 5 666_668HMGB3_uc004feq.2_3'UTR|HMGB3_uc004fer.2_In_Frame_Del_p.E198delNM_005342 NP_005333 O15347 HMGB3_HUMANAsp/Glu-rich (acidic). 0 ggaggaagaagaggaggaggagg0.281

+ 9 1017_1019 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN Poly-Ala. 3 CGTTGAACCCgctgctgctgctg0.355

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGAAAGGTTATTTTTTTTGGC0.413

- 35 4931UBR4_uc001bbm.1_Frame_Shift_Del_p.E854fsNM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25TCTTCCTCTTCCACCGCCAAC0.507

- 9 1622_1624LOC729668_uc001ivd.2_RNA|uc001ive.1_RNA|uc001ivg.1_5'FlankNM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1CCTGATGATGTCCTCCTCCTCCT0.507

+ 4 1819_1821NLRP6_uc010qvt.1_In_Frame_Del_p.E611delNM_138329 NP_612202 P59044 NALP6_HUMAN Poly-Glu. 2CGAAGAGCCAGAGGAGGAGGAGG0.67

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

+ 9 1630 NM_006108 NP_006099 Q9HCB6 SPON1_HUMAN 0GACCTATGAGGTGTGTGTGTGT0.594

- 2 369RIN1_uc010roy.1_5'Flank|RIN1_uc009yrd.1_5'UTR|RIN1_uc010roz.1_Intron|RIN1_uc010rpa.1_IntronNM_004292 NP_004283 Q13671 RIN1_HUMAN SH2. 3CCTCAGCATGTGCAGTGCGGC0.726

- 1 174_176uc001phh.1_RNA|MMP1_uc010ruv.1_IntronNM_002421 NP_002412 P03956 MMP1_HUMAN 4CACCCCAGAACAGCAGCAGCAGC0.498

- 2 308_322TMPRSS13_uc009yzr.1_5'UTR|TMPRSS13_uc001prt.1_5'UTR|TMPRSS13_uc001pru.1_In_Frame_Del_p.GRASP72delNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN1-10.|12 X 5 AA repeats of A-S-P-A-[GLQR].|Cytoplasmic (Potential).|Ala-rich.1GATGCCTGGGCTGGAGATGCCCGGCCTGGAGATGC0.67

- 4 372RERG_uc001rct.2_Frame_Shift_Del_p.E78fs|RERG_uc010shu.1_Frame_Shift_Del_p.E59fsNM_032918 NP_116307 Q96A58 RERG_HUMAN 1ACAAAGCCTTCCCCCCATCGC0.458

+ 23 5212_5213ESPL1_uc001scj.2_Frame_Shift_Del_p.T1382fsNM_012291 NP_036423 Q14674 ESPL1_HUMAN 3CAGGGGTGACTGTGTGTGTGTT0.436

+ 1 298 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMANHelical; Name=3; (Potential). 0GGCCCAAGTATTTTTTTTAAT0.358

- 19 2421R3HDM2_uc010srn.1_RNA|R3HDM2_uc001snu.2_Frame_Shift_Del_p.R491fs|R3HDM2_uc001snr.2_Frame_Shift_Del_p.R523fs|R3HDM2_uc001sns.2_Frame_Shift_Del_p.R796fs|R3HDM2_uc001snt.2_Frame_Shift_Del_p.R810fs|R3HDM2_uc009zpn.1_IntronNM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN 2CCCCCAGGCCGGGGGAACTGT0.557

- 1 39 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0GGCGGCTGTTCCTGCGCGCGG0.716

+ 35 4504 NM_014503 NP_055318 O75691 UTP20_HUMAN 4CGACGTTCGCTTTGAGACTTT0.333

+ 12 1457_1459IFT81_uc001tqh.2_In_Frame_Del_p.Q445del|IFT81_uc001tqj.2_RNANM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. 1TGAAAATATTCAACAACAACTGG0.345

+ 7 941WASF3_uc001uqw.2_IntronNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1CAGATACTAGGTGTGTGTGTGT0.475

- 2 2237MLH3_uc001xre.1_Frame_Shift_Del_p.N674fs|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2CGTTCTGCAATTTTTTTTGTT0.348

+ 10 1130ASPG_uc001yoo.1_Frame_Shift_Del_p.R385fs|ASPG_uc001yop.1_Frame_Shift_Del_p.R357fs|ASPG_uc001yor.1_Frame_Shift_Del_p.R357fsNM_001080464 NP_001073933 Q86U10 LPP60_HUMAN 0AAGGACCTTCGGGGGGAGATG0.682

+ 8 3011_3013MGA_uc010ucy.1_In_Frame_Del_p.Q981del|MGA_uc010ucz.1_In_Frame_Del_p.Q981delNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12GCGGCAGGCACAGCAGCAGCAGC0.458

+ 4 1969ZNF592_uc010upb.1_RNANM_014630 NP_055445 Q92610 ZN592_HUMAN 6CCACCAGGTGAAAAAGGCTGC0.577

+ 19 3331SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Del_p.D839fs|SRCAP_uc010bzz.1_Frame_Shift_Del_p.D552fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTGCTCCTGACCCCCCACCCC0.567

+ 5 636SLC25A11_uc002fzo.1_5'Flank|SLC25A11_uc002fzp.1_5'Flank|RNF167_uc002fzr.2_Frame_Shift_Del_p.P74fs|RNF167_uc002fzs.2_Frame_Shift_Del_p.P74fs|RNF167_uc002fzt.2_Frame_Shift_Del_p.P74fs|RNF167_uc002fzu.2_Frame_Shift_Del_p.P74fs|RNF167_uc002fzv.2_Frame_Shift_Del_p.P39fs|RNF167_uc002fzw.1_Frame_Shift_Del_p.P39fs|RNF167_uc002fzx.2_Frame_Shift_Del_p.P39fs|RNF167_uc002fzy.2_5'FlankNM_015528 NP_056343 Q9H6Y7 RN167_HUMAN PA. 0TGCCCCACCACCCCCAGCCCC0.537

+ 10 2188_2189CNTROB_uc002gjp.2_Frame_Shift_Del_p.R423fs|CNTROB_uc002gjr.2_Frame_Shift_Del_p.R325fs|CNTROB_uc010vum.1_Frame_Shift_Del_p.R135fsNM_053051 NP_444279 Q8N137 CNTRB_HUMANPotential.|Required for centrosome localization. 2ATACAGCTCGGAGAGAGAGAGA0.579

- 4 595_607TRIM16_uc002gor.1_Frame_Shift_Del_p.P13fs|TRIM16_uc002goy.2_IntronNM_006470 NP_006461 O95361 TRI16_HUMAN 3TGGGGGCTGAGCAGTGGCCCTGGGCAGTGGCCC0.629

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN 0TATGGGTCGCAAGAAGAAGAAGC0.542

- 21 4684_4686BZRAP1_uc010dcs.2_In_Frame_Del_p.1211_1212EE>E|BZRAP1_uc010wnt.1_In_Frame_Del_p.1271_1272EE>ENM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 CAGctcctcttcctcctcctcct 0.468

- 14 1600_1602FTSJ3_uc002jca.2_In_Frame_Del_p.E508delNM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1GCAGTGGATTCTCCTCCTCCTCC0.537

- 7 1257_1277C18orf10_uc002kzv.1_Intron|C18orf10_uc010xci.1_In_Frame_Del_p.SGPSGPS242del|C18orf10_uc002kzx.1_In_Frame_Del_p.SGPSGPS234delNM_015476 NP_056291 Q68CL5 TPGS2_HUMAN 1TGGAGGAAGTGGAGGGACCGGAGGGTCCTGAGGGCCCTTTC0.552rs114805698;rs117567703

- 1 468_470TMEFF2_uc002utd.1_In_Frame_Del_p.L25delNM_016192 NP_057276 Q9UIK5 TEFF2_HUMAN 5AGCATGACGGGCAGCAGCAGCAG0.601

- 1 224_226GBX2_uc010zng.1_In_Frame_Del_p.52_53PP>PNM_001485 NP_001476 P52951 GBX2_HUMAN Poly-Pro. 0GGGCAGCGCGggcggcggcggcg0.626

+ 2 1350_1352KIF3B_uc010ztv.1_Intron|KIF3B_uc010ztw.1_IntronNM_004798 NP_004789 O15066 KIF3B_HUMANPoly-Glu.|Potential. 5GGGTGGggaagaggaggaggagg0.433



- 21 3201_3203MICAL3_uc011agl.1_In_Frame_Del_p.E950delNM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 GCAGGCGAGGctcctcctcctcc0.453

+ 6 591 NM_000496 NP_000487 P43320 CRBB2_HUMANBeta/gamma crystallin 'Greek key' 4. 0GGGCCCCTCACCCCCAGGTGC0.647

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5GCTGGGTGGTCTGCTGCTGCTGC0.596 rs141985009

+ 13 1533_1535PICK1_uc003aur.2_In_Frame_Del_p.E388del|PICK1_uc003aus.2_In_Frame_Del_p.E388del|PICK1_uc003aut.2_In_Frame_Del_p.E388delNM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. 0TCACAGATGGggaggaggaggag0.562

+ 3 406_408MAPK8IP2_uc003bmy.2_In_Frame_Del_p.E76del|MAPK8IP2_uc011asc.1_5'FlankNM_012324 NP_036456 Q13387 JIP2_HUMANAsp/Glu-rich (acidic). 3 ggacgaggaagaggaggaggagg0.483

+ 8 2694GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bql.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bqn.1_Frame_Shift_Del_p.I390fs|GRM7_uc010hch.1_Frame_Shift_Del_p.I318fsNM_000844 NP_000835 Q14831 GRM7_HUMANHelical; Name=6; (Potential). 7TTCATTCCAATTTTTTTTGGC0.383

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

+ 13 1544MLH1_uc011aye.1_Frame_Shift_Del_p.T254fs|MLH1_uc011ayb.1_Frame_Shift_Del_p.T254fs|MLH1_uc010hge.2_Frame_Shift_Del_p.T495fs|MLH1_uc003cgn.3_Frame_Shift_Del_p.T254fs|MLH1_uc011ayc.1_Frame_Shift_Del_p.T397fs|MLH1_uc011ayd.1_Frame_Shift_Del_p.T254fs|MLH1_uc003cgo.2_Frame_Shift_Del_p.T254fs|MLH1_uc010hgi.1_Frame_Shift_Del_p.T137fs|MLH1_uc010hgj.1_Frame_Shift_Del_p.T137fs|MLH1_uc010hgk.2_Frame_Shift_Del_p.T137fs|MLH1_uc010hgl.1_Frame_Shift_Del_p.T70fs|MLH1_uc010hgn.2_Frame_Shift_Del_p.T137fs|MLH1_uc010hgm.2_RNA|MLH1_uc010hgo.2_Frame_Shift_Del_p.T137fsNM_000249 NP_000240 P40692 MLH1_HUMANInteraction with EXO1.p.T495A(1)|p.0?(1) 77GCAGCTTGTACCCCCCGGAGA0.473

+ 7 1229 NM_017875 NP_060345 Q96DW6 S2538_HUMAN Solcar 3. 0AAGGTGGCATCCCCCGAGCCC0.488

- 6 513_515HHATL_uc003clx.2_In_Frame_Del_p.122_123LL>LNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3ACAGTGACCAAGCAGCAGCAGCA0.621

+ 1 221_223 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMANMediates nuclear export. 1AATCCACCTCCAGCAGCAGCAGC0.626

- 3 456_458ALS2CL_uc003cqb.1_In_Frame_Del_p.L89del|ALS2CL_uc003cqc.1_RNANM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5TCAGCACCTCGCAGCAGCAGCAG0.611

- 14 3144VPRBP_uc003dbf.1_Frame_Shift_Del_p.K268fsNM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2TGTCCAGCTGTTTTTTTATGG0.498

+ 11 1711CPEB2_uc003gnj.1_Frame_Shift_Del_p.F512fs|CPEB2_uc003gnk.1_Frame_Shift_Del_p.F550fs|CPEB2_uc003gnl.1_Frame_Shift_Del_p.F523fs|CPEB2_uc003gnm.1_Frame_Shift_Del_p.F520fs|CPEB2_uc003gnn.1_Frame_Shift_Del_p.F515fsNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN 1ATTTGCTCCCTTTTTTTGTGC0.443

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

- 25 3483SEC31A_uc003hnd.2_Frame_Shift_Del_p.I276fs|SEC31A_uc003hne.2_Frame_Shift_Del_p.I856fs|SEC31A_uc011ccl.1_Frame_Shift_Del_p.I1053fs|SEC31A_uc003hnl.2_Frame_Shift_Del_p.I954fs|SEC31A_uc003hng.2_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnh.2_Frame_Shift_Del_p.I1107fs|SEC31A_uc003hni.2_Frame_Shift_Del_p.I993fs|SEC31A_uc003hnj.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc011ccm.1_Frame_Shift_Del_p.I1087fs|SEC31A_uc011ccn.1_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnk.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc003hnm.2_Frame_Shift_Del_p.I1107fsNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with PDCD6. 8 TTCTTGGTAATTTTTTTTGTT0.388

+ 44 7494_7503KIAA1109_uc003iel.1_Frame_Shift_Del_p.V418fs|KIAA1109_uc003iek.2_Frame_Shift_Del_p.V1102fsNM_015312 NP_056127 Q2LD37 K1109_HUMAN 12CAGATATTGTGGATTCAGACACAGCCAAAG0.386

+ 2 574PDZD2_uc003jhm.2_Frame_Shift_Del_p.S62fsNM_178140 NP_835260 O15018 PDZD2_HUMAN 9CTGATCACAGCCCCCCCGAAA0.587

+ 8 2216JARID2_uc011div.1_Frame_Shift_Del_p.F486fs|JARID2_uc011diw.1_Frame_Shift_Del_p.F620fsNM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4CCTGGCCTGCTTTTTCCGGCT0.493

- 8 1420ATXN1_uc010jpi.2_Frame_Shift_Del_p.P150fs|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN 4GTTGGCGGTTGGGGGGATCAG0.632

+ 3 631HLA-DPB1_uc011dqo.1_RNA|HLA-DPB1_uc011dqp.1_Frame_Shift_Del_p.T190fs|HLA-DPB1_uc011dqq.1_Frame_Shift_Del_p.T87fsNM_002121 NP_002112 P04440 DPB1_HUMANBeta-2.|Ig-like C1-type.|Extracellular (Potential). 1CTGGAAATGACCCCCCAGCAG0.562

+ 15 1702PHF1_uc011drh.1_RNA|PHF1_uc003oei.2_Frame_Shift_Del_p.P454fs|PHF1_uc010jux.2_Frame_Shift_Del_p.A289fsNM_024165 NP_077084 O43189 PHF1_HUMAN 0CCTAAAAGTGCCCCCCACTCG0.532

+ 6 808PHACTR2_uc010khh.2_Frame_Shift_Del_p.S146fs|PHACTR2_uc010khi.2_Frame_Shift_Del_p.S237fs|PHACTR2_uc003qjr.3_Frame_Shift_Del_p.S157fsNM_014721 NP_055536 O75167 PHAR2_HUMAN 2CCTCTCATTCAAAAAAAACAA0.398

+ 9 3522_3524GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANGln/Pro-rich.|Cytoplasmic (Potential). 19CCCTCCTCTCCAGCAGCAGCAGC0.66

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

+ 15 1878RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.C537fsNM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3ACCGCTACTGCCCCCCAAACT0.647

- 3 284KIAA0020_uc010mhc.1_Frame_Shift_Del_p.K62fs|KIAA0020_uc003zhq.1_Frame_Shift_Del_p.K63fsNM_014878 NP_055693 Q15397 K0020_HUMAN 1CTTTACACCCTTTTTCCCAAG0.388

- 3 2403_2404 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN Lys-rich. 3TTGTGTTTTGCTTTTTTTTTGA0.327

- 4 473 NM_001561 NP_001552 Q07011 TNR9_HUMANExtracellular (Potential).|TNFR-Cys 3. 4CAAACGTACCTTTTTTTGTCA0.413 rs9657965

- 3 882_883RERE_uc001apf.2_Frame_Shift_Del_p.E24fs|RERE_uc001aph.1_Frame_Shift_Del_p.E24fsNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 TTGTCTCTTTTCtctctctctc0.342

- 2 283_284 NM_004102 NP_004093 P05413 FABPH_HUMAN 1CATCTGCTGTTGTCTCATCGAA0.475

- 7 1080JAK1_uc009wam.1_Frame_Shift_Del_p.L265fsNM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61AATGTTTTGTCAAAGTTTCCA0.393

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

- 2 3480_3482TCHH_uc009wne.1_In_Frame_Del_p.R1163delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5CTGGCGCCTTCTCTTCTCCGGTT0.172

- 2 1203_1204TCHH_uc009wne.1_In_Frame_Ins_p.401_402insENM_007113 NP_009044 Q07283 TRHY_HUMAN8 X 6 AA tandem repeats of R-R-E-Q-Q-L.|2-5. 5 tgctcgcgcctcagctgctgct 0.094

- 3 1792_1795 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0ACTCTGGCCTTGTCTGTCTGTCTG0.466

+ 17 2363_2365POU2F1_uc001ged.2_In_Frame_Del_p.T736del|POU2F1_uc001gee.2_In_Frame_Del_p.T738del|POU2F1_uc010plh.1_In_Frame_Del_p.T675del|POU2F1_uc001gef.2_In_Frame_Del_p.T750del|POU2F1_uc001geg.2_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5GGGGCTGCGTCCACCACCACCAC0.601

+ 14 5165PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16CAGAATGTCCTTTTCCACCAT0.483

+ 7 1574_1576PRG4_uc001grt.3_In_Frame_Del_p.T470del|PRG4_uc009wyl.2_In_Frame_Del_p.T418del|PRG4_uc009wym.2_In_Frame_Del_p.T377del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|21. 1GAGCCTGCACCCACCACCACCAA0.645

- 1 774_775 NM_001004734 NP_001004734 A6ND48 O14I1_HUMANHelical; Name=6; (Potential). 0GCAATTGGTCCTAAGGCAGCAA0.47

- 10 4927JMJD1C_uc001jml.2_Frame_Shift_Del_p.Q1324fs|JMJD1C_uc001jmm.2_Frame_Shift_Del_p.Q1255fs|JMJD1C_uc010qiq.1_Frame_Shift_Del_p.Q1361fs|JMJD1C_uc009xpi.2_Frame_Shift_Del_p.Q1361fs|JMJD1C_uc009xpj.1_RNA|JMJD1C_uc009xpk.1_Frame_Shift_Del_p.Q580fsNM_032776 NP_116165 Q15652 JHD2C_HUMAN 6TAGTTTGGTTGACTTGTCTGG0.398

- 20 2483KCNMA1_uc001jxj.2_Frame_Shift_Del_p.K715fs|KCNMA1_uc001jxk.1_Frame_Shift_Del_p.K387fs|KCNMA1_uc009xrt.1_Frame_Shift_Del_p.K560fs|KCNMA1_uc001jxl.1_Frame_Shift_Del_p.K394fs|KCNMA1_uc001jxo.2_Frame_Shift_Del_p.K711fs|KCNMA1_uc001jxm.2_Frame_Shift_Del_p.K711fs|KCNMA1_uc001jxq.2_Frame_Shift_Del_p.K714fsNM_001161352 NP_001154824 Q12791 KCMA1_HUMANCytoplasmic (Potential). 3ATTCCGTTGCTTTTTTTTTGG0.502

+ 25 3716ZMIZ1_uc001kag.2_Frame_Shift_Del_p.D924fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.D114fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4CTTATCTGGACCCCCCCGACC0.557

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2CGAACTGCACCAGCAGCAGCAGC0.626

- 3 564 NM_002032 NP_002023 P02794 FRIH_HUMANFerritin-like diiron. 1CTGATTCACATTTTTTTCCAA0.423

+ 22 2658PACS1_uc001ogz.1_5'Flank|PACS1_uc001oha.1_5'FlankNM_006842 NP_006833 Q13435 SF3B2_HUMAN 3CCTATACAGCAAAAAAAACGG0.512



+ 7 644_645CCS_uc001ois.2_RNA NM_005125 NP_005116 O14618 CCS_HUMANSuperoxide dismutase-like. 0CCTGATTATTGATGAGGGAGAA0.574

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0AGGAACAAGTGGTGCCTAAGAA0.416rs68192524;rs33924686

- 1 327_328PRR4_uc009zhp.2_Intron|PRH1_uc001qzb.3_Intron|PRH1_uc001qzc.2_Intron|PRB4_uc001qzf.1_Intron|PRH1_uc001qzj.2_IntronNM_176885 NP_795366 P59538 T2R31_HUMANExtracellular (Potential). 0GCCCAGACATTATAAGCAGTAG0.381

- 3 258_259PRB1_uc001qzu.1_In_Frame_Ins_p.74_74P>PP|PRB1_uc001qzv.1_In_Frame_Ins_p.74_74P>PPNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0GTGGCTTTCCTGGAGGTGGGGG0.619

- 3 502_503 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.594

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

- 11 1445KIAA0528_uc010sir.1_Frame_Shift_Del_p.L221fs|KIAA0528_uc010sis.1_Frame_Shift_Del_p.L406fs|KIAA0528_uc010sit.1_Frame_Shift_Del_p.L408fs|KIAA0528_uc010siu.1_Frame_Shift_Del_p.L406fs|KIAA0528_uc001rfr.2_Frame_Shift_Del_p.L397fs|KIAA0528_uc009ziy.1_Frame_Shift_Del_p.L408fsNM_014802 NP_055617 Q86YS7 K0528_HUMAN 4ATGACAGCCTAATGCTTTAGC0.353

+ 3 227ARHGAP9_uc001sod.2_5'Flank|ARHGAP9_uc001soe.1_5'Flank|MARS_uc001sof.1_RNA|MARS_uc010srp.1_Intron|MARS_uc010srq.1_5'UTRNM_004990 NP_004981 P56192 SYMC_HUMAN 5TGGGCAGATATTTTTTTTTGT0.488

- 14 2248MDM1_uc010stc.1_Frame_Shift_Del_p.K669fs|MDM1_uc009zqv.1_Frame_Shift_Del_p.K424fsNM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5CCTTCCTTTTCTTAGCTCGTG0.408

- 19 3106SART3_uc001tmy.1_Frame_Shift_Del_p.A483fs|SART3_uc009zux.1_Frame_Shift_Del_p.A569fs|SART3_uc010swx.1_Frame_Shift_Del_p.A921fsNM_014706 NP_055521 Q15020 SART3_HUMAN 1GAAACAGCTTGGCAAAATCGG0.627

+ 4 646_648TPCN1_uc001tux.2_In_Frame_Del_p.L194del|TPCN1_uc010syt.1_In_Frame_Del_p.L54delNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S1 of repeat I; (Potential). 3GGCCACGGCCCTGCTGCTGCTGC0.64

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain). 0AGTCCCCACGAGAAGAAGAAGAA0.493

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 1 321KIAA1704_uc010tfo.1_5'Flank|KIAA1704_uc001uzq.2_5'Flank|KIAA1704_uc001uzr.1_5'Flank|KIAA1704_uc001uzs.2_5'FlankNM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN Pro-rich. 0ACTGGGCGTCGAAGGGGGGTT0.627

- 11 2278_2279ZC3H13_uc001vas.1_Frame_Shift_Del_p.R758fs|ZC3H13_uc001vat.1_Frame_Shift_Del_p.R758fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMANArg/Glu-rich.|Potential. 2 ctctctctccctctctctctct 0.153

- 9 1177_1178DIAPH3_uc001vhu.2_Frame_Shift_Ins_p.I57fs|DIAPH3_uc001vhw.1_Frame_Shift_Ins_p.I309fs|DIAPH3_uc010aed.1_Frame_Shift_Ins_p.I274fs|DIAPH3_uc010aee.1_Frame_Shift_Ins_p.I250fsNM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2AAATCTGTCAATTTTTTTTTCT0.322

- 2 1567_1569C14orf43_uc001xou.2_In_Frame_Del_p.Q262del|C14orf43_uc010tud.1_In_Frame_Del_p.Q262del|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMANPro-rich.|Gln-rich. 5 GTAGGgctgcctgctgctgctgc0.473

- 24 6379_6380DMXL2_uc002abd.2_Frame_Shift_Del_p.M122fs|DMXL2_uc010ufy.1_Frame_Shift_Del_p.M2052fs|DMXL2_uc010bfa.2_Frame_Shift_Del_p.M1416fsNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9TAATTCAGTCATAAGGATCTTT0.371

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3GATGTCCACACACCACCACCACC0.576

+ 7 861DIS3L_uc010ujl.1_5'UTR|DIS3L_uc002app.2_Frame_Shift_Del_p.M199fs|DIS3L_uc002apq.2_Frame_Shift_Del_p.M282fs|DIS3L_uc010bho.2_Frame_Shift_Del_p.M148fsNM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2TCCACGGGATGAAGGCTCGAA0.483

- 5 697_698PKM2_uc002ats.1_5'Flank|PKM2_uc002att.1_5'Flank|PKM2_uc002atu.1_5'UTR|PKM2_uc010bit.1_Frame_Shift_Del_p.C157fs|PKM2_uc010uki.1_Frame_Shift_Del_p.C226fs|PKM2_uc002atv.1_Frame_Shift_Del_p.C187fs|PKM2_uc002atw.1_Frame_Shift_Del_p.C152fs|PKM2_uc002aty.1_Frame_Shift_Del_p.C152fs|PKM2_uc010ukj.1_Frame_Shift_Del_p.C137fs|PKM2_uc010ukk.1_Frame_Shift_Del_p.C78fs|PKM2_uc010biu.1_Frame_Shift_Del_p.C173fs|PKM2_uc002atz.1_RNANM_182471 NP_872271 P14618 KPYM_HUMAN 1ATGTTCTCGTCACACTTTTCCA0.51

+ 5 1216_1217 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4TCTTGCCCTTCACCATCCCCCA0.629

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0GGAGGACACAGAGGAGGAGGAGG0.616

- 11 4245 NM_001116 NP_001107 O60503 ADCY9_HUMANCytoplasmic (Potential). 6GTCTTCATCTGGCCTTTCCCC0.577

- 3 178GLYR1_uc002cxy.2_RNA|GLYR1_uc002cxz.1_5'UTR|GLYR1_uc002cya.2_Frame_Shift_Del_p.F47fs|GLYR1_uc010uxv.1_Frame_Shift_Del_p.F47fs|UBN1_uc010uxw.1_5'Flank|UBN1_uc002cyb.2_5'FlankNM_032569 NP_115958 Q49A26 GLYR1_HUMAN PWWP. 0CTTCTGTTCCAAAAAATTTCA0.433

- 19 2594_2595ARHGAP17_uc002dmx.2_Frame_Shift_Del_p.S96fs|ARHGAP17_uc002dmw.2_Frame_Shift_Del_p.S96fs|ARHGAP17_uc002dmy.2_Frame_Shift_Del_p.S279fs|ARHGAP17_uc002dmz.2_Frame_Shift_Del_p.S358fs|ARHGAP17_uc002dna.2_Frame_Shift_Del_p.S561fs|ARHGAP17_uc002dnc.2_Frame_Shift_Del_p.S756fs|ARHGAP17_uc010vcf.1_Frame_Shift_Del_p.S577fs|ARHGAP17_uc002dne.1_Frame_Shift_Del_p.S96fsNM_001006634 NP_001006635 Q68EM7 RHG17_HUMAN 0TTACTATCTTGGAAGCTGTTGG0.505

+ 4 3080uc010vct.1_Intron|APOB48R_uc010byg.1_Frame_Shift_Del_p.N562fsNM_018690 NP_061160 Q0VD83 APOBR_HUMAN 0CCCAGCCCCCAACCCTCCTGA0.677

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

+ 12 2232_2234TRPV2_uc002gpz.2_In_Frame_Del_p.L197delNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANHelical; (Potential). 1CGCGGCATGGTGCTGCTGCTGCT0.596

- 8 926_927MYO1D_uc002hhp.1_Frame_Shift_Del_p.S305fs|MYO1D_uc010wcb.1_Frame_Shift_Del_p.S305fsNM_015194 NP_056009 O94832 MYO1D_HUMANMyosin head-like. 3CTGTCTTAGTAGAGAGCAATTC0.426

- 3 566MMP28_uc002hjw.1_RNA|MMP28_uc002hjz.1_RNA|MMP28_uc002hka.2_Frame_Shift_Del_p.A103fsNM_024302 NP_077278 Q9H239 MMP28_HUMAN 1ATCCTCTCAGCCCAGGCCGCA0.572

+ 2 497KLHL10_uc010wfv.1_Frame_Shift_Del_p.F113fs|KLHL10_uc010wfw.1_Frame_Shift_Del_p.F31fsNM_152467 NP_689680 Q6JEL2 KLH10_HUMAN 4TGCAGACCAGTTTAACATCAT0.483

+ 20 6727_6729BPTF_uc002jge.2_In_Frame_Del_p.T2353del|BPTF_uc002jgg.2_In_Frame_Del_p.T27delNM_182641 NP_872579 Q12830 BPTF_HUMAN Thr-rich. 4CCACAGCCAGCACCACCACCACC0.542 rs143937013

+ 9 1438_1439KPNA2_uc002jgl.2_Frame_Shift_Ins_p.I436fsNM_002266 NP_002257 P52292 IMA2_HUMAN ARM 9. 2AGATACCAAGATTATTCTGGTT0.366

+ 6 895_896 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN IRS-type PTB. 3AGCAACATGAAAGATTAATGCT0.45

- 5 1002_1052DMKN_uc002nzj.2_5'Flank|DMKN_uc002nzk.3_5'Flank|DMKN_uc002nzl.3_5'Flank|DMKN_uc002nzo.3_Intron|DMKN_uc002nzn.3_Intron|DMKN_uc002nzw.2_5'Flank|DMKN_uc002nzr.2_5'Flank|DMKN_uc002nzp.2_5'Flank|DMKN_uc002nzq.2_5'Flank|DMKN_uc002nzt.2_5'Flank|DMKN_uc002nzs.2_5'Flank|DMKN_uc002nzu.2_5'Flank|DMKN_uc002nzv.2_5'Flank|DMKN_uc010xsv.1_5'Flank|DMKN_uc010xsw.1_5'Flank|DMKN_uc002nzx.3_5'Flank|DMKN_uc002nzy.3_5'Flank|DMKN_uc002nzz.2_RNA|DMKN_uc002oac.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc010eeb.2_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oaa.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>S|DMKN_uc002oab.3_In_Frame_Del_p.273_290SSGSSSGGSSGGSSGGSS>SNM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich.p.S274_S290del(1) 3actgttgccactgctgccaccactgctgccgccactgctgccgccactgctgctgccactgctgctgccac0.303rs142091185;rs59309505;rs112672248;rs117522133;rs142519211;rs148799704;rs11667007;rs58579970;rs144877871;rs147522263;rs140071083;rs138902616;rs113540509;rs111543270;rs71940230;rs140763085

- 5 1929ZFP112_uc002ozc.3_Frame_Shift_Del_p.E600fs|ZFP112_uc010xwy.1_Frame_Shift_Del_p.E623fs|ZFP112_uc010xwz.1_Frame_Shift_Del_p.E605fsNM_001083335 NP_001076804 Q9UJU3 ZF112_HUMAN 5TATGGTTTTTCTCCAGTGTGA0.463

+ 7 954_955NPAS1_uc002pfx.2_Frame_Shift_Del_p.S77fs|NPAS1_uc002pfy.2_Frame_Shift_Del_p.S253fs|NPAS1_uc010xyj.1_Frame_Shift_Del_p.S77fsNM_002517 NP_002508 Q99742 NPAS1_HUMAN 0CGCATGAAATCCACGCTCACCA0.604

+ 3 136_138FLT3LG_uc002pnv.2_5'UTR|FLT3LG_uc002pnw.2_5'UTR|FLT3LG_uc002pnu.2_In_Frame_Del_p.L20del|FLT3LG_uc002pnx.2_In_Frame_Del_p.L20del|FLT3LG_uc010yav.1_5'UTRNM_001459 NP_001450 P49771 FLT3L_HUMAN 0CTATCTCCTCCTGCTGCTGCTGC0.621

- 7 1721_1722ZNF160_uc002qaq.3_Frame_Shift_Del_p.R435fs|ZNF160_uc002qar.3_Frame_Shift_Del_p.R435fsNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN C2H2-type 7. 1TATGAATTGTACCTAAAGACTT0.426 rs145975178

- 4 719TMC4_uc002qdo.2_Frame_Shift_Del_p.P190fsNM_001145303 NP_001138775 Q7Z404 TMC4_HUMANCytoplasmic (Potential). 1GGGAGGGCCTGGGGGAGCGCC0.647

- 3 316HS1BP3_uc002rdx.2_Frame_Shift_Del_p.P92fs|HS1BP3_uc002rdy.2_Frame_Shift_Del_p.P92fsNM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1CCTGGGTAGTGGGGGGAGGCT0.537 rs77941615

- 67 7984 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19TGTGTGCCAGTTTATTTCGGG0.413

+ 3 1397_1398 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANHelical; Name=I/M7; (Potential). 3CTATTTGTCTTACTTAGCTGCT0.406

+ 8 2074XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Frame_Shift_Del_p.G511fs|XIRP2_uc010fpq.2_Frame_Shift_Del_p.G464fs|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14GGACATAACTGGGGGGGATGT0.418

- 15 1867SAMHD1_uc010gft.1_RNANM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0CCTGCGGCTTGGTGAAATTTC0.383

- 11 905TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Frame_Shift_Del_p.F161fs|TPTE_uc002yir.1_Frame_Shift_Del_p.F141fs|TPTE_uc010gkv.1_Frame_Shift_Del_p.F41fsNM_199261 NP_954870 P56180 TPTE_HUMANHelical; (Potential). 5ACTTAATGTCAAAAAAAATGT0.299



- 1 1882_1884 NM_002430 NP_002421 Q10571 MN1_HUMAN 10 GAACACACCAtgctgctgctgct0.463

+ 13 1587MTMR3_uc003agu.3_Frame_Shift_Del_p.T420fs|MTMR3_uc003agw.3_Frame_Shift_Del_p.T420fsNM_021090 NP_066576 Q13615 MTMR3_HUMANMyotubularin phosphatase. 5TGGGACCGCACCCCCCAGATT0.547

+ 7 1953_1961TRIOBP_uc003atu.2_In_Frame_Del_p.SRT390del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT562del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT390delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.589

- 13 1723_1724GRIP2_uc010heh.2_5'Flank|GRIP2_uc011avh.1_Frame_Shift_Del_p.A106fsNM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 4. p.A478T(1) 1GGTCTCGGTGGCGAAGATGCCG0.678 rs61731933

+ 3 622 NM_005513 NP_005504 P29083 T2EA_HUMAN 1AGCAATGCCCAAAAAAGATGC0.418

+ 1 3006_3007 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.465

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0GCCTGCTCACATGTGCCGATGT0.683rs35123539;rs79888804

+ 1 3836_3837 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.683

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCGCCTGCTCACGTGCCCAT0.663

+ 1 4086_4087 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN10.|Interaction with PAK1. 0CCCGCCTGCTCACACGTGCCCA0.639

+ 2 203_205 NM_002111 NP_002102 P42858 HD_HUMAN 4CAAGTCCTTCcagcagcagcagc0.335 rs10618869

+ 2 790SMAD1_uc003ikd.2_Frame_Shift_Del_p.Y125fs|SMAD1_uc010iov.2_Frame_Shift_Del_p.Y125fs|SMAD1_uc011cic.1_Frame_Shift_Del_p.Y125fsNM_005900 NP_005891 Q15797 SMAD1_HUMAN MH1. 1ATCAATCCCTACCACTATAAG0.438

- 1 1032_1034NBLA00301_uc011ckd.1_5'Flank|NBLA00301_uc003itl.3_5'Flank|NBLA00301_uc003itj.2_5'Flank|NBLA00301_uc010irf.2_5'Flank|NBLA00301_uc010irg.2_5'Flank|NBLA00301_uc010irh.2_5'Flank|NBLA00301_uc010iri.2_5'Flank|NBLA00301_uc010irj.2_5'Flank|NBLA00301_uc010irk.2_5'Flank|NBLA00301_uc010irl.2_5'Flank|NBLA00301_uc010irm.2_5'Flank|NBLA00301_uc010irn.2_5'Flank|NBLA00301_uc003itk.2_5'Flank|HAND2_uc003itg.1_In_Frame_Del_p.A32del|HAND2_uc010ire.1_In_Frame_Del_p.A32delNM_021973 NP_068808 P61296 HAND2_HUMAN Poly-Ala. 1 tgcagcggctggcggcggcggcg0.473

+ 21 2550_2551TNPO1_uc011csj.1_Frame_Shift_Del_p.F751fs|TNPO1_uc003kch.2_Frame_Shift_Del_p.F793fs|TNPO1_uc003kci.3_Frame_Shift_Del_p.F793fs|TNPO1_uc003kcg.3_Frame_Shift_Del_p.F793fsNM_002270 NP_002261 Q92973 TNPO1_HUMAN 7TACAGCAGTTTATAAGACCCTG0.366

+ 19 3557GPR98_uc003kjt.2_5'UTRNM_032119 NP_115495 Q8WXG9 GPR98_HUMANExtracellular (Potential). 16TCTGTATCTTGGCAGCTCTTT0.378

+ 4 322SRP19_uc011cvu.1_Frame_Shift_Del_p.A8fs|REEP5_uc011cvw.1_Intron|REEP5_uc003kqe.1_Intron|REEP5_uc011cvx.1_Intron|REEP5_uc011cvy.1_Intron|REEP5_uc011cvz.1_IntronP09132 SRP19_HUMAN 0GTCAGGCGGTGCTGGCAAGAT0.363

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

- 2 238_239KIF3A_uc003kxn.2_5'UTR|KIF3A_uc011cxf.1_Frame_Shift_Del_p.E28fs|KIF3A_uc003kxp.2_Frame_Shift_Del_p.E28fsNM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1CACATTGATTTCTCTCTCTCAT0.411

+ 10 2092RREB1_uc003mxb.2_Frame_Shift_Del_p.G568fs|RREB1_uc010jnx.2_Frame_Shift_Del_p.G568fsNM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11GTCCAAGTCCGGGACCCAGCC0.711

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

+ 4 952_953 NM_001159279 NP_001152751 2TCTTTAGCCGCTCAACACTTAC0.416

+ 4 1034_1036 NM_001159279 NP_001152751 2CTTTAGCCGCTCTTCAACACTTA0.419

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

+ 21 2194KCNU1_uc003xjw.2_Splice_SiteNM_001031836 NP_001027006 A8MYU2 KCNU1_HUMAN 1CCTTATCCTTAGAAACGAACTG0.46

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0TGATGAGACATTTTTTTACCA0.423

- 10 1506NBN_uc003yei.1_Frame_Shift_Del_p.R384fs|NBN_uc011lgb.1_Frame_Shift_Del_p.R466fsNM_002485 NP_002476 O60934 NBN_HUMANNuclear localization signal. 7AAAACAGACCTTTTTTTGGTA0.338

- 10 978_979CCNE2_uc003yhd.2_Frame_Shift_Del_p.E290fsNM_057749 NP_477097 O96020 CCNE2_HUMAN 0TGTACTGGAACTCTAATGAATC0.376

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 3 991RNF19A_uc003yjk.1_Splice_Site_p.G225_spliceNM_015435 NP_056250 Q9NV58 RN19A_HUMAN 4TTATCTTCTTACCCACAGTCT0.338

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2CCACCACGCCTTTTTCCCATA0.478

+ 12 1287HEATR7A_uc003zbh.3_Frame_Shift_Del_p.L350fs|HEATR7A_uc003zbi.3_Frame_Shift_Del_p.L350fs|HEATR7A_uc011lla.1_Frame_Shift_Del_p.L350fs|HEATR7A_uc010mft.2_Frame_Shift_Del_p.L350fsNM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN HEAT 3. 0CTGACCGCCTACTGGCCTTCC0.592 rs144186714

+ 4 766_768SMARCA2_uc003zhd.2_In_Frame_Del_p.Q238del|SMARCA2_uc010mha.2_In_Frame_Del_p.Q229delNM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcagcaacagcagcagcagc0.271rs113070757;rs62639301

- 5 724_726MLLT3_uc011lne.1_In_Frame_Del_p.123_124SS>S|MLLT3_uc011lnf.1_In_Frame_Del_p.152_153SS>S|MLLT3_uc003zof.2_5'UTR|MLLT3_uc011lng.1_Splice_Site_p.T124_spliceNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 gctgctgctactgctgctgctgc 0.148

- 2 902ZNF367_uc004awg.2_Frame_Shift_Del_p.Q183fsNM_153695 NP_710162 Q7RTV3 ZN367_HUMAN C2H2-type 1. 0TTGTGAGCCTGGAGCGATTTC0.353

+ 23 2412KIAA1529_uc004axe.1_Frame_Shift_Del_p.P547fs|KIAA1529_uc004axg.1_Frame_Shift_Del_p.P408fs|KIAA1529_uc011lus.1_Frame_Shift_Del_p.P365fs|KIAA1529_uc010msm.1_RNA|KIAA1529_uc004axf.2_Frame_Shift_Del_p.P408fs|KIAA1529_uc011luv.1_Frame_Shift_Del_p.P405fsNM_020893 NP_065944 7TGACCTCCTGCCCCCCAGTTA0.507

- 39 9961_9962SVEP1_uc010mty.2_Frame_Shift_Ins_p.A1134fsNM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 30. 7GTATACCCTTCTGCACATGACA0.386

+ 6 785NUP214_uc004cah.2_Frame_Shift_Del_p.E225fs|NUP214_uc004caf.1_Frame_Shift_Del_p.E225fsNM_005085 NP_005076 P35658 NU214_HUMAN 16ACTTTGCAGGAAAAAAAAGTC0.363

+ 42 6348_6350MED12_uc004dyz.2_In_Frame_Del_p.Q2075del|MED12_uc004dza.2_In_Frame_Del_p.Q1926del|MED12_uc010nla.2_In_Frame_Del_p.Q705delNM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. 4ATCCTACCTGagcagcagcagca0.281

+ 3 306ALG13_uc004epi.1_Frame_Shift_Del_p.E91fs|ALG13_uc011msw.1_Frame_Shift_Del_p.E13fs|ALG13_uc011msx.1_5'UTR|ALG13_uc011msz.1_Frame_Shift_Del_p.E13fs|ALG13_uc011mta.1_5'UTR|ALG13_uc011mtb.1_5'UTRQ9NP73 ALG13_HUMAN 1GAGACTCTGGAAAAAGGAAAG0.388

- 3 866_868CUL4B_uc004esv.2_In_Frame_Del_p.125_126SS>SNM_003588 NP_003579 Q13620 CUL4B_HUMAN Ser-rich. 3TGGTGAAGATgaggaggaggagg0.424

- 1 729 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN5 X 6 AA approximate repeats.|1. 0TCCATGTCTTCCAGTAACCTC0.433

+ 4 381_383 NM_004781 NP_004772 Q15836 VAMP3_HUMANHelical; Anchor for type IV membrane protein; (Potential).0CTGGTTATCTTCATCATCATCAT0.365

- 3 882_883RERE_uc001apf.2_Frame_Shift_Del_p.E24fs|RERE_uc001aph.1_Frame_Shift_Del_p.E24fsNM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 TTGTCTCTTTTCtctctctctc0.342

+ 4 817AADACL3_uc001aug.1_Frame_Shift_Del_p.C125fsNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0ATCTGCTACTGTTTTTTTCAA0.458 rs7513079

+ 5 613_615 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0CCGTCCACACCCACCACCACCAG0.675



+ 34 4444_4446MACF1_uc001cda.1_In_Frame_Del_p.E1325del|MACF1_uc001cdc.1_In_Frame_Del_p.E504del|MACF1_uc009vvq.1_In_Frame_Del_p.E474del|MACF1_uc001cdb.1_In_Frame_Del_p.E504delNM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16TCCGGCGTCTGGAGGAGGAGGAG0.389

+ 7 1426_1427ROR1_uc001dbi.3_Frame_Shift_Del_p.H343fs|uc001dbl.2_IntronNM_005012 NP_005003 Q01973 ROR1_HUMANKringle.|Extracellular (Potential). 19CCAGTATCCCCACACACACACT0.554

+ 2 248_249CDC7_uc001dof.2_Frame_Shift_Ins_p.L28fs|CDC7_uc010osw.1_Frame_Shift_Ins_p.L28fs|CDC7_uc009wdc.2_Frame_Shift_Ins_p.L28fsNM_003503 NP_003494 O00311 CDC7_HUMAN 5GAAGGCTCTTTAAAAAAAAACG0.406

+ 12 2267_2269BRDT_uc001dol.3_In_Frame_Del_p.S648del|BRDT_uc010osz.1_In_Frame_Del_p.S652del|BRDT_uc009wdf.2_In_Frame_Del_p.S575del|BRDT_uc010ota.1_In_Frame_Del_p.S602del|BRDT_uc010otb.1_In_Frame_Del_p.S602del|BRDT_uc001dom.3_In_Frame_Del_p.S648delNM_207189 NP_997072 Q58F21 BRDT_HUMAN Ser-rich. 4ACTGAGTGAGagcagcagcagca0.35

- 59 4728COL11A1_uc001duk.2_Frame_Shift_Del_p.K666fs|COL11A1_uc001dum.2_Frame_Shift_Del_p.K1482fs|COL11A1_uc001dun.2_Frame_Shift_Del_p.K1431fs|COL11A1_uc009weh.2_Frame_Shift_Del_p.K1354fsNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. 12CTCGGTCACCTTTTTCCCCTT0.403

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17CTGGCTTGGCTGTGTGTGTGTC0.515 rs140875805

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0CTCCCAAGTGCCCCCCAAAAT0.572 rs138365632

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

- 6 1357_1359PVRL4_uc010pjy.1_In_Frame_Del_p.V32del|PVRL4_uc010pjz.1_In_Frame_Del_p.V87delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GCGATCACACCCACCACCACCAC0.606

+ 17 2363_2365POU2F1_uc001ged.2_In_Frame_Del_p.T736del|POU2F1_uc001gee.2_In_Frame_Del_p.T738del|POU2F1_uc010plh.1_In_Frame_Del_p.T675del|POU2F1_uc001gef.2_In_Frame_Del_p.T750del|POU2F1_uc001geg.2_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5GGGGCTGCGTCCACCACCACCAC0.601

+ 3 348_349RCSD1_uc010pli.1_IntronNM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5CTCCCCCTGTTCCCCCCCAAGG0.554 rs144007158

- 4 615GLUL_uc010pnt.1_5'Flank|GLUL_uc001gpb.1_Frame_Shift_Del_p.Q135fs|GLUL_uc001gpc.1_Frame_Shift_Del_p.Q135fs|GLUL_uc001gpd.1_Frame_Shift_Del_p.Q135fsNM_001033056 NP_001028228 P15104 GLNA_HUMAN 0GTATACTCCTGCTCCATGCCA0.522

+ 7 1327_1328PRG4_uc001grt.3_In_Frame_Ins_p.385_386insE|PRG4_uc009wyl.2_In_Frame_Ins_p.333_334insE|PRG4_uc009wym.2_In_Frame_Ins_p.292_293insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|11; approximate.1CACCACCACCAAGTCTGCACCC0.658

+ 7 1574_1576PRG4_uc001grt.3_In_Frame_Del_p.T470del|PRG4_uc009wyl.2_In_Frame_Del_p.T418del|PRG4_uc009wym.2_In_Frame_Del_p.T377del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|21. 1GAGCCTGCACCCACCACCACCAA0.645

+ 7 1586_1588PRG4_uc001grt.3_In_Frame_Del_p.E472del|PRG4_uc009wyl.2_In_Frame_Del_p.E420del|PRG4_uc009wym.2_In_Frame_Del_p.E379del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|22. 1ACCACCACCAAGGAGCCTTCACC0.64

- 3 472_474SYT2_uc010pqb.1_In_Frame_Del_p.K93del|SYT2_uc009xaf.2_IntronNM_001136504 NP_001129976 Q8N9I0 SYT2_HUMANCytoplasmic (Potential). 3 ctccttcttgttcttcttcttct 0.483

- 3 588 NM_003395 NP_003386 O14904 WNT9A_HUMAN p.C168fs*6(1) 2GTCTCCGCAGCCCCCCCACTG0.627

+ 9 1195_1196CDH23_uc001jrw.3_Frame_Shift_Del_p.Y273fs|CDH23_uc009xql.2_Frame_Shift_Del_p.Y318fsNM_022124 NP_071407 Q9H251 CAD23_HUMANCadherin 3.|Extracellular (Potential). 11GGCATTGGCTACACCATCGTTT0.594

+ 11 1237LOC100188947_uc010qnl.1_Intron|HECTD2_uc010qnm.1_Frame_Shift_Del_p.A383fs|HECTD2_uc001khm.2_RNA|HECTD2_uc009xty.1_Intron|HECTD2_uc001khn.1_Frame_Shift_Del_p.A29fsNM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1CTGTAGCTGCAAAAAAAATCA0.318

+ 16 2167 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN TPR 14. 2TTTGCCCAAGTAAGAGAAGCA0.403

- 4 616BTBD10_uc010rcl.1_Frame_Shift_Del_p.P128fs|BTBD10_uc001mla.2_Frame_Shift_Del_p.P104fs|BTBD10_uc009ygn.2_RNA|BTBD10_uc010rcm.1_Frame_Shift_Del_p.P72fs|BTBD10_uc010rcn.1_Frame_Shift_Del_p.P89fs|BTBD10_uc009ygo.2_Frame_Shift_Del_p.P72fsNM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN Ser-rich. 0GGAACCATTTGGGGATGCTTT0.433

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0AGGAACAAGTGGTGCCTAAGAA0.416rs68192524;rs33924686

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMANAsp/Glu-rich (acidic).p.D460del(1)|p.E366_K477del(1)149TCCCCAAATTATGATGATGATGA0.473

- 2 1302GPR19_uc001raq.2_Frame_Shift_Del_p.N370fsNM_006143 NP_006134 Q15760 GPR19_HUMANCytoplasmic (Potential). 1GCCAACGTAGTTTTTTTTGGC0.398

- 7 1152_1153 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0ATCTGCCATCATATTGGCCACA0.441

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

+ 3 227ARHGAP9_uc001sod.2_5'Flank|ARHGAP9_uc001soe.1_5'Flank|MARS_uc001sof.1_RNA|MARS_uc010srp.1_Intron|MARS_uc010srq.1_5'UTRNM_004990 NP_004981 P56192 SYMC_HUMAN 5TGGGCAGATATTTTTTTTTGT0.488

+ 4 646_648TPCN1_uc001tux.2_In_Frame_Del_p.L194del|TPCN1_uc010syt.1_In_Frame_Del_p.L54delNM_017901 NP_060371 Q9ULQ1 TPC1_HUMANHelical; Name=S1 of repeat I; (Potential). 3GGCCACGGCCCTGCTGCTGCTGC0.64

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain). 0AGTCCCCACGAGAAGAAGAAGAA0.493

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 20 2640_2641ABCC4_uc010afk.2_Frame_Shift_Del_p.L794fs|ABCC4_uc001vme.2_Frame_Shift_Del_p.L841fs|ABCC4_uc010tih.1_Frame_Shift_Del_p.L766fsNM_005845 NP_005836 O15439 MRP4_HUMANHelical; (Potential).|ABC transmembrane type-1 2. 4GATGAAATCTAAAAACGTCAGC0.406

+ 2 666_667NDRG2_uc010tll.1_Intron|RNASE7_uc001vzl.2_RNANM_032572 NP_115961 Q9H1E1 RNAS7_HUMAN 1CTGTAAGCCTCCCCAGAAAAAG0.505

- 3 294RBM23_uc001whh.2_Frame_Shift_Del_p.K32fs|RBM23_uc001whi.2_Frame_Shift_Del_p.K32fs|RBM23_uc010tne.1_Intron|RBM23_uc001whj.2_Intron|RBM23_uc001whk.1_Frame_Shift_Del_p.K32fsNM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1AGGATAATCCTTTTTAACTTC0.483

+ 13 2290_2291FANCM_uc010anf.2_Frame_Shift_Del_p.L705fs|FANCM_uc001wwe.3_Frame_Shift_Del_p.L267fs|FANCM_uc010ang.2_5'FlankNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7AATTCATCAACTCTCTCTCTCT0.347

+ 1 809_811FAM63B_uc002afi.2_In_Frame_Del_p.E206del|FAM63B_uc002afk.2_RNA|FAM63B_uc002afl.2_RNANM_001040450 NP_001035540 Q8NBR6 FA63B_HUMAN 1CAGGGTCCCTGAGGAGGAGGAGG0.621

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3GATGTCCACACACCACCACCACC0.576

+ 8 4222 NM_015042 NP_055857 O15014 ZN609_HUMAN 3ACTCTACCCACCCCCCAGGAG0.338

- 5 728CLPX_uc010uiu.1_RNA|CLPX_uc010bhg.1_Frame_Shift_Del_p.T219fsNM_006660 NP_006651 O76031 CLPX_HUMAN 0TGTTAATGATGTCTGCTTCTC0.343

- 6 1160_1162PARP16_uc002aop.2_In_Frame_Del_p.187_188LL>L|PARP16_uc002aoq.2_In_Frame_Del_p.303_304LL>LNM_017851 NP_060321 Q8N5Y8 PAR16_HUMANHelical; (Potential).|Poly-Leu. 2ACTCACTATGAGCAGCAGCAGCA0.488

- 11 1628_1630DNAH3_uc002die.2_IntronNM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18CATTGCCGATCAGCAGCAGCAGC0.498

+ 5 400_402TNRC6A_uc010bxs.2_5'UTRNM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN Gln-rich. 2 Tcagcagccacagcagcagcagc0.241

- 12 1595uc010vct.1_Intron|RABEP2_uc010vdf.1_Frame_Shift_Del_p.A445fs|RABEP2_uc010byn.2_Frame_Shift_Del_p.A480fsNM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3CTCCAGCTCTGCCTGCAGCCG0.672

+ 5 540STX4_uc002eak.2_Frame_Shift_Del_p.P104fs|STX4_uc002eam.2_Frame_Shift_Del_p.P28fsNM_004604 NP_004595 Q12846 STX4_HUMANCytoplasmic (Potential).|Potential. 0AGCCATAGAGCCCCAGAAGGA0.423

+ 5 1317_1319IRX6_uc002ehx.2_In_Frame_Del_p.E268delNM_024335 NP_077311 P78412 IRX6_HUMAN 6 CCTggaggaagaggaggaggagg0.493

+ 12 2232_2234TRPV2_uc002gpz.2_In_Frame_Del_p.L197delNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANHelical; (Potential). 1CGCGGCATGGTGCTGCTGCTGCT0.596

+ 5 825 NM_001070 NP_001061 P23258 TBG1_HUMANGTP (Potential). 1CTCCATTGCTGGGGGGACAGG0.507

+ 3 443_445PNPO_uc010wkz.1_In_Frame_Del_p.97_98LL>L|PNPO_uc010wla.1_In_Frame_Del_p.2_3LL>L|PNPO_uc010wlb.1_In_Frame_Del_p.97_98LL>LNM_018129 NP_060599 Q9NVS9 PNPO_HUMAN 0GCTCGCATGTTGCTGCTGAAGGG0.498



- 2 1371_1372 NM_004645 NP_004636 P38432 COIL_HUMAN2 X 4 AA repeats of S-L-P-A. 1GGATAATAGTAGATGAATTTTT0.411

+ 2 1067ZACN_uc002jqn.2_5'Flank|ZACN_uc002jqo.2_5'Flank|ZACN_uc010dgu.2_5'FlankNM_003857 NP_003848 O43603 GALR2_HUMANCytoplasmic (Potential). 0GCGCGGGGCACCCACAGTGGC0.726

- 20 3375_3378 NM_005406 NP_005397 Q13464 ROCK1_HUMAN Glu-rich. 5TCCAATAAAGTATTTATTTCCTGT0.309

+ 6 895_896 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN IRS-type PTB. 3AGCAACATGAAAGATTAATGCT0.45

+ 20 2554 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7CGCTTCAGCGCCCCCCAAGAG0.721

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0GAGGTTCCTTCTCCTCCTCCTCC0.453

- 5 1929ZFP112_uc002ozc.3_Frame_Shift_Del_p.E600fs|ZFP112_uc010xwy.1_Frame_Shift_Del_p.E623fs|ZFP112_uc010xwz.1_Frame_Shift_Del_p.E605fsNM_001083335 NP_001076804 Q9UJU3 ZF112_HUMAN 5TATGGTTTTTCTCCAGTGTGA0.463

- 9 974_975TEAD2_uc002png.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc002pnh.2_Frame_Shift_Ins_p.H299fs|TEAD2_uc002pni.2_Frame_Shift_Ins_p.H298fs|TEAD2_uc010yao.1_Frame_Shift_Ins_p.H167fs|TEAD2_uc010emw.2_Frame_Shift_Ins_p.H298fsNM_003598 NP_003589 Q15562 TEAD2_HUMANTranscriptional activation (Potential). 3GAAGAAGGCATGGGGGGGGCCA0.564

+ 3 136_138FLT3LG_uc002pnv.2_5'UTR|FLT3LG_uc002pnw.2_5'UTR|FLT3LG_uc002pnu.2_In_Frame_Del_p.L20del|FLT3LG_uc002pnx.2_In_Frame_Del_p.L20del|FLT3LG_uc010yav.1_5'UTRNM_001459 NP_001450 P49771 FLT3L_HUMAN 0CTATCTCCTCCTGCTGCTGCTGC0.621

- 2 333_335TMC4_uc002qdo.2_In_Frame_Del_p.E61delNM_001145303 NP_001138775 Q7Z404 TMC4_HUMANPoly-Glu.|Extracellular (Potential). 1CCTTCCTCCATCCTCCTCCTCCT0.645

- 7 765RNASEH1_uc002qxs.2_Frame_Shift_Del_p.W108fsNM_002936 NP_002927 O60930 RNH1_HUMAN RNase H. 1CATTTTTCTTCCAACCTTGAA0.403

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

- 4 575_576ST3GAL5_uc010fgq.1_Frame_Shift_Del_p.P21fs|ST3GAL5_uc002sqp.1_Frame_Shift_Del_p.P126fsNM_003896 NP_003887 Q9UNP4 SIAT9_HUMANLumenal (Potential). 0CACTGTCTTTGGGGGCCTTCTG0.505

+ 23 3012_3013 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN 2ATCAGCCAGCCACACACACATC0.574

+ 8 2074XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_Frame_Shift_Del_p.G511fs|XIRP2_uc010fpq.2_Frame_Shift_Del_p.G464fs|XIRP2_uc010fpr.2_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14GGACATAACTGGGGGGGATGT0.418

- 205 40489TTN_uc010zfh.1_Frame_Shift_Del_p.P7117fs|TTN_uc010zfi.1_Frame_Shift_Del_p.P7050fs|TTN_uc010zfj.1_Frame_Shift_Del_p.P6925fsNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153AGTTGGCCTTGGATAGCCTGT0.428

- 7 1855SATB2_uc010fsq.1_Frame_Shift_Del_p.P228fs|SATB2_uc002uuz.1_Frame_Shift_Del_p.P346fs|SATB2_uc002uva.1_Frame_Shift_Del_p.P346fs|SATB2_uc002uvb.1_Frame_Shift_Del_p.P89fsNM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1TAACTGCTCTGGGGATGGGTG0.542

+ 1 209_211ABI2_uc010zig.1_RNA|ABI2_uc002uzz.2_Translation_Start_Site|ABI2_uc010zih.1_Translation_Start_Site|ABI2_uc010zii.1_Translation_Start_Site|ABI2_uc010zij.1_Translation_Start_SiteNM_005759 NP_005750 Q9NYB9 ABI2_HUMAN 0CGACCTGTATgaggaggaggagg0.601

- 4 1070_1071 NM_000214 NP_000205 P78504 JAG1_HUMANExtracellular (Potential).|DSL. 9CATCACAGGTCACGCGGATCTG0.52

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 4 1934_1936YTHDF1_uc011aaq.1_In_Frame_Del_p.E497delNM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN 2TTGCGCACCACCTCCTCCTCCTC0.557

- 11 905TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Frame_Shift_Del_p.F161fs|TPTE_uc002yir.1_Frame_Shift_Del_p.F141fs|TPTE_uc010gkv.1_Frame_Shift_Del_p.F41fsNM_199261 NP_954870 P56180 TPTE_HUMANHelical; (Potential). 5ACTTAATGTCAAAAAAAATGT0.299

- 1 48_50 NM_181610 NP_853641 Q3LI73 KR194_HUMAN 2GCCACCAAAGCCTCCACAGCCAT0.557

+ 4 1162IFNGR2_uc002yrq.3_Frame_Shift_Del_p.F191fs|IFNGR2_uc010gma.2_Frame_Shift_Del_p.F93fs|IFNGR2_uc002yrr.3_Frame_Shift_Del_p.F93fsNM_005534 NP_005525 P38484 INGR2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0CTCCACGGCCTTTTTTTGTTA0.458

+ 11 1903_1905DYRK1A_uc002ywi.2_3'UTR|DYRK1A_uc002ywj.2_In_Frame_Del_p.H610del|DYRK1A_uc002ywl.2_3'UTR|DYRK1A_uc002ywm.2_3'UTR|DYRK1A_uc011aei.1_In_Frame_Del_p.H380delNM_001396 NP_001387 Q13627 DYR1A_HUMAN Poly-His. 4 ccatcaccatcaccaccaccacc0.384

- 2 475ZNF70_uc002zxr.1_5'FlankNM_021916 NP_068735 Q9UC06 ZNF70_HUMAN 2CTTTGTTGCTGGGGGAACCTC0.448

+ 7 1953_1961TRIOBP_uc003atu.2_In_Frame_Del_p.SRT390del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT562del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT390delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.589

- 10 2571_2573RANGAP1_uc003azt.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azu.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azr.2_5'Flank|RANGAP1_uc010gyk.2_5'Flank|RANGAP1_uc011aoz.1_In_Frame_Del_p.312_313EE>ENM_002883 NP_002874 P46060 RAGP1_HUMANAsp/Glu-rich (highly acidic).|Asp/Glu-rich (highly acidic).0 ctcttctccttcctcctcctcct 0.266

+ 1CACNA1D_uc003dgu.3_Translation_Start_Site|CACNA1D_uc003dgy.3_Translation_Start_SiteNM_001128840 NP_001122312 Q01668 CAC1D_HUMAN 11 aatgttcgtGgatgatgatgatg 0.246

- 38 5712_5713ADAMTS9_uc011bfo.1_Frame_Shift_Del_p.Q1866fs|ADAMTS9_uc011bfp.1_Frame_Shift_Del_p.Q805fsNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4ATAATTCCCTTGTGATATCCAT0.401

- 4 757ADAMTS9_uc011bfo.1_Frame_Shift_Del_p.R242fs|ADAMTS9_uc003dmh.1_Frame_Shift_Del_p.R71fs|ADAMTS9_uc003dmk.1_Frame_Shift_Del_p.R242fsNM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4TCCCCATTTTCTTGCTCTGGT0.388

+ 10 1609MITF_uc011bgb.1_Frame_Shift_Del_p.S446fs|MITF_uc003doa.2_Frame_Shift_Del_p.S497fs|MITF_uc003dob.2_Frame_Shift_Del_p.S482fs|MITF_uc003dod.2_Frame_Shift_Del_p.S473fs|MITF_uc003doe.2_Frame_Shift_Del_p.S391fs|MITF_uc003dof.2_Frame_Shift_Del_p.S397fsNM_198159 NP_937802 O75030 MITF_HUMAN 2TCCTCAGTGTCCCCCGGAGCT0.527

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 GCTGGtctttctcctcctcctcc 0.394

- 7 2209_2211TMCC1_uc003emy.3_In_Frame_Del_p.Q246del|TMCC1_uc011blc.1_In_Frame_Del_p.Q391del|TMCC1_uc010htg.2_In_Frame_Del_p.Q456delNM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1GCTGCACCACCTGCTGCTGCTGC0.581

+ 1 3775_3776 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0GCCCGCCTGCTCACGTGCCGAT0.688

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0GCCTGCTCACATGTGCCGATGT0.683rs35123539;rs79888804

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCGCCTGCTCACGTGCCCAT0.663

+ 1 4086_4087 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN10.|Interaction with PAK1. 0CCCGCCTGCTCACACGTGCCCA0.639

+ 2 865RUFY3_uc003hfp.3_Frame_Shift_Del_p.L150fs|RUFY3_uc011cax.1_Frame_Shift_Del_p.L108fs|RUFY3_uc003hfr.2_Frame_Shift_Del_p.L90fs|RUFY3_uc011cay.1_Frame_Shift_Del_p.L26fsNM_014961 NP_055776 Q7L099 RUFY3_HUMAN 0CTCTGAACCTGGGGAGGACTC0.478

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 ACGCTggtggtggcggcggcgg0.386rs67907220;rs72269802

- 41 6826LRBA_uc003ilt.3_Frame_Shift_Del_p.I766fs|LRBA_uc003ilu.3_Frame_Shift_Del_p.I2107fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7TTGGGGTCGATTTTTTTGAAG0.453 rs34237929

- 4 411 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3CCCATCAATCAAAAAAAATTC0.308

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

- 3 512_514TIMD4_uc010jii.2_In_Frame_Del_p.T152delNM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTGGTGGGGCTTGTTGTTGTTGT0.537

- 4 349_350TBC1D7_uc011dis.1_RNA|TBC1D7_uc003nan.2_Frame_Shift_Del_p.L86fs|TBC1D7_uc003nal.2_Frame_Shift_Del_p.L86fs|TBC1D7_uc003nam.2_Frame_Shift_Del_p.L86fs|TBC1D7_uc003nao.2_Frame_Shift_Del_p.L59fs|TBC1D7_uc010jpd.2_Frame_Shift_Del_p.L86fs|TBC1D7_uc003nap.2_Frame_Shift_Del_p.L59fs|TBC1D7_uc003naq.2_Frame_Shift_Del_p.L59fsNM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1TGAAGGACATCCAAGTACTGCT0.475

- 4 884NUP153_uc011dje.1_Frame_Shift_Del_p.K228fs|NUP153_uc010jpl.1_Frame_Shift_Del_p.K228fsNM_005124 NP_005115 P49790 NU153_HUMAN 9TGAATGCTGGTTTTTTTGAGC0.413



+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

+ 7 1095ANKS1A_uc011dss.1_Intron|ANKS1A_uc011dst.1_5'UTR|ANKS1A_uc010jvp.1_5'UTRNM_015245 NP_056060 Q92625 ANS1A_HUMAN 4GTAGATAAAACCCCCCCACCC0.418

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2CCTGTGGCCACAGCAGCAGCAGC0.631

+ 6 926_928MDFI_uc003oqq.3_In_Frame_Del_p.C204del|MDFI_uc010jxn.2_In_Frame_Del_p.C204delNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0ACTCGTGCCTCTGCTGCTGCTGC0.655

+ 22 2625_2626TTK_uc003pjb.3_Frame_Shift_Ins_p.E850fsNM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11CAAGACTTTTGAAAAAAAAAGG0.302

- 12 1315KIAA1009_uc003pkj.3_Frame_Shift_Del_p.F330fs|KIAA1009_uc003pkk.2_Frame_Shift_Del_p.F406fs|KIAA1009_uc003pki.3_5'UTRNM_014895 NP_055710 Q5TB80 QN1_HUMAN 1CATTTTTGTCAAAAAAAAGGT0.358

+ 6 690SUN1_uc010ksa.1_Frame_Shift_Del_p.A225fs|SUN1_uc003sje.1_Frame_Shift_Del_p.A204fs|SUN1_uc003sjf.2_Frame_Shift_Del_p.A154fs|SUN1_uc011jvq.1_Intron|SUN1_uc003sjg.2_Frame_Shift_Del_p.A15fsNM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0CACCCCGCGGCCCCCGGGCCC0.557

+ 22 3420SDK1_uc010kso.2_Frame_Shift_Del_p.Y370fsNM_152744 NP_689957 Q7Z5N4 SDK1_HUMANFibronectin type-III 5. 6CGGCCAGGCTATGACGGGAAA0.577

+ 3 425_426USP42_uc011jwn.1_5'UTR|USP42_uc010kth.1_Intron|USP42_uc011jwp.1_Frame_Shift_Del_p.L101fs|USP42_uc011jwq.1_5'UTR|USP42_uc011jwr.1_5'FlankNM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5AAGATTTGTCTTAAGTGGCAAC0.446

- 2 967_968HOXA10_uc003syw.3_5'Flank|HOXA11_uc003syy.2_RNA|HOXA11AS_uc003syz.1_5'FlankNM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2GTCTCTGTTAATTTTTTTTTCC0.446

+ 4 952_953 NM_001159279 NP_001152751 2TCTTTAGCCGCTCAACACTTAC0.416

+ 4 475STAG3_uc010lgs.1_5'UTR|STAG3_uc011kjk.1_Frame_Shift_Del_p.A107fsNM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8GTGAAAGCCGCCAAAAGTGAC0.458

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

- 3 579LUZP6_uc010lmv.2_IntronNM_145808 NP_665807 Q538Z0 LUZP6_HUMAN 0TCATAGACAGCAGACAGAAGA0.338

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

- 11 2018_2019ST18_uc011ldq.1_Frame_Shift_Ins_p.N268fs|ST18_uc011ldr.1_Frame_Shift_Ins_p.N586fs|ST18_uc011lds.1_Frame_Shift_Ins_p.N526fs|ST18_uc003xra.2_Frame_Shift_Ins_p.N621fs|ST18_uc003xrb.2_Frame_Shift_Ins_p.N621fsNM_014682 NP_055497 O60284 ST18_HUMAN 5CCAGGATTCGATTTTTTTTCAT0.411

- 10 1666_1667MYBL1_uc003xwl.2_Frame_Shift_Ins_p.N420fs|MYBL1_uc003xwk.2_Frame_Shift_Ins_p.N419fsNM_001080416 NP_001073885 P10243 MYBA_HUMANNegative regulatory domain (By similarity). 3CATTACAAGTGTTTTTTTTCCC0.406

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

+ 2 604 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7AGAAAAGGCTCCCCCGGGCTT0.502

- 10 1506NBN_uc003yei.1_Frame_Shift_Del_p.R384fs|NBN_uc011lgb.1_Frame_Shift_Del_p.R466fsNM_002485 NP_002476 O60934 NBN_HUMANNuclear localization signal. 7AAAACAGACCTTTTTTTGGTA0.338

+ 8 954DECR1_uc011lgc.1_Frame_Shift_Del_p.L262fs|DECR1_uc011lgd.1_RNANM_001359 NP_001350 Q16698 DECR_HUMAN 0GTGGTCGCCTGGGGACTGTAG0.413

- 1 150RUNX1T1_uc003yfe.1_Intron|RUNX1T1_uc010mao.2_5'UTR|RUNX1T1_uc011lgi.1_Intron|RUNX1T1_uc003yfh.1_IntronNM_175634 NP_783552 Q06455 MTG8_HUMAN 16CAAAGTTCCCTTTTTTCCGGC0.343

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

+ 8 1488_1489ZFPM2_uc011lhs.1_Frame_Shift_Del_p.G220fsNM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5GCCTAATATTGGGCCTTCTTTC0.436

+ 25 3326COL14A1_uc003yoy.2_Frame_Shift_Del_p.P699fsNM_021110 NP_066933 Q05707 COEA1_HUMAN 12AACCATTCCACCAGCAAAAGA0.388

+ 3 610_612MYC_uc003ysi.2_In_Frame_Del_p.Q52delNM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6GAACTTCTACCAGCAGCAGCAGC0.611 rs61752959

- 30 4625PLEC_uc003zab.1_Splice_Site_p.E1348_splice|PLEC_uc003zac.1_Splice_Site_p.E1352_splice|PLEC_uc003zad.2_Splice_Site_p.E1348_splice|PLEC_uc003zae.1_Splice_Site_p.E1316_splice|PLEC_uc003zag.1_Splice_Site_p.E1326_splice|PLEC_uc003zah.2_Splice_Site_p.E1334_splice|PLEC_uc003zaj.2_Splice_Site_p.E1375_spliceNM_201380 NP_958782 Q15149 PLEC_HUMAN 9ACGGGCTGTACCTCCTCCTCCTC0.621

+ 10 3752_3754KANK1_uc003zgm.2_3'UTR|KANK1_uc003zgn.1_In_Frame_Del_p.E1039del|KANK1_uc003zgs.1_In_Frame_Del_p.E881del|KANK1_uc010mgx.1_5'UTR|KANK1_uc010mgy.1_5'UTR|KANK1_uc003zgt.1_5'FlankNM_015158 NP_055973 Q14678 KANK1_HUMAN 4TCTTGAAGAAGAGGAGGAGGAGG0.463

+ 4 766_768SMARCA2_uc003zhd.2_In_Frame_Del_p.Q238del|SMARCA2_uc010mha.2_In_Frame_Del_p.Q229delNM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcagcaacagcagcagcagc0.271rs113070757;rs62639301

+ 25 4030KIAA1432_uc003zjl.3_Frame_Shift_Del_p.G1276fs|ERMP1_uc011lme.1_IntronNM_020829 NP_065880 Q4ADV7 RIC1_HUMAN 0GGGTGAAGTTGGAAGCAGCAA0.547

- 5 724_726MLLT3_uc011lne.1_In_Frame_Del_p.123_124SS>S|MLLT3_uc011lnf.1_In_Frame_Del_p.152_153SS>S|MLLT3_uc003zof.2_5'UTR|MLLT3_uc011lng.1_Splice_Site_p.T124_spliceNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 gctgctgctactgctgctgctgc 0.148

+ 2 218_219 NM_001145249 NP_001138721 P0CG42 F157B_HUMAN Gln-rich. 0 CGgcagcggcggcagcagcagc0.386

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

- 31 7024_7026ATRX_uc004ecq.3_In_Frame_Del_p.2226_2227EE>E|ATRX_uc004eco.3_In_Frame_Del_p.2049_2050EE>ENM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. 30TTCAGTCAACTCTTCTTCTTCTT0.369

+ 24 2831_2833ALG13_uc011msx.1_Intron|ALG13_uc011msz.1_In_Frame_Del_p.P867del|ALG13_uc011mta.1_Intron|ALG13_uc011mtb.1_IntronQ9NP73 ALG13_HUMAN Pro-rich. 1 accaccaccacctcctcctcctc 0.197 rs13440710

- 25 5169ODZ1_uc011muj.1_Frame_Shift_Del_p.A1708fs|ODZ1_uc010nqy.2_Frame_Shift_Del_p.A1709fsNM_014253 NP_055068 Q9UKZ4 TEN1_HUMANExtracellular (Potential). 23GGTACTAGTTGCCGTCAAGTT0.438

- 8 1013MAP7D3_uc004ezs.2_Frame_Shift_Del_p.Q272fs|MAP7D3_uc011mwc.1_Frame_Shift_Del_p.Q290fs|MAP7D3_uc010nsa.1_Frame_Shift_Del_p.Q266fsNM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4ACATTCACCTGGGGGGGTGCA0.532

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

- 1 825 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 TACCTCATCATTTTTTTTGTT0.239

+ 2 215 NM_017514 NP_059984 P51805 PLXA3_HUMAN 3TCCTTGCCGTGGGGGGGGCCC0.682

- 7 811_812CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 NA 0GGCAAGGTACGCCGCGGTGGTG0.649

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. NA 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 9 1732_1734TRIM33_uc010owr.1_In_Frame_Del_p.T140del|TRIM33_uc010ows.1_In_Frame_Del_p.T158del|TRIM33_uc001eex.2_In_Frame_Del_p.T550delNM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. NA 11GATGCTGTTGTGTTGTTGTTGTT0.429

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANCytoplasmic (Potential).NA 3GCCCGGTTACTTTTTTTGTTT0.358

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats.NA 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885



+ 4 1420_1421PRCC_uc001fqb.2_IntronNM_005973 NP_005964 Q92733 PRCC_HUMAN NA 27CCGGCCCTGGTCCCCCCCCAGG0.53

- 15 2113IGSF9_uc001fuq.2_Frame_Shift_Del_p.V623fs|IGSF9_uc001fup.2_5'UTRNM_001135050 NP_001128522 Q9P2J2 TUTLA_HUMANFibronectin type-III 2.|Extracellular (Potential).NA 5TGCAGGAGTACCCCCCGGGGT0.672

- 4 570_571TOMM40L_uc009wuf.1_Intron|NR1I3_uc001fzf.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001fzg.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzh.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzi.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzj.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzk.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzl.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc001fzm.2_Frame_Shift_Ins_p.R48fs|NR1I3_uc001fzn.2_Intron|NR1I3_uc009wug.2_Intron|NR1I3_uc001fzp.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001fzo.2_Intron|NR1I3_uc001fzq.2_Intron|NR1I3_uc001fzr.2_Intron|NR1I3_uc001fzs.2_Intron|NR1I3_uc001fzt.2_Intron|NR1I3_uc001fzu.2_Intron|NR1I3_uc001fzv.2_Intron|NR1I3_uc001fzw.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001fzy.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001fzz.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001gaa.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001gab.2_Frame_Shift_Ins_p.R123fs|NR1I3_uc001gac.2_Frame_Shift_Ins_p.R94fs|NR1I3_uc010pkm.1_Frame_Shift_Ins_p.R94fs|NR1I3_uc010pkn.1_Frame_Shift_Ins_p.R123fsNM_001077480 NP_001070948 Q14994 NR1I3_HUMAN NA 2GCCCATGTGGCGGGTGTGGGCC0.564 rs139473535

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential).NA 6AATTTGCCAAAGAGAGAGAGAG0.51

- 19 9119ASPM_uc001gtv.2_Frame_Shift_Del_p.K1369fs|ASPM_uc001gtw.3_Frame_Shift_Del_p.K802fsNM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 35.|IQ 34. NA 6CAGCTTTCACTTTACATAAAT0.313

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN NA 0CTTCAAGCTCAAAAAAAATGC0.562

+ 30 3927MYO3A_uc009xkp.1_Intron|MYO3A_uc009xkq.1_IntronNM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN NA 18ATCAGACTCCAAAAAAAATGA0.403

- 32 4715_4717PCDH15_uc010qhq.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhr.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qhs.1_In_Frame_Del_p.1452_1453PP>P|PCDH15_uc010qht.1_In_Frame_Del_p.1447_1448PP>P|PCDH15_uc010qhu.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_In_Frame_Del_p.1437_1438PP>P|PCDH15_uc010qhw.1_In_Frame_Del_p.1400_1401PP>P|PCDH15_uc010qhx.1_In_Frame_Del_p.1369_1370PP>P|PCDH15_uc010qhy.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhz.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qia.1_In_Frame_Del_p.1418_1419PP>P|PCDH15_uc010qib.1_In_Frame_Del_p.1415_1416PP>PNM_033056 NP_149045 Q96QU1 PCD15_HUMANPoly-Pro.|Cytoplasmic (Potential).NA 13ACCTggcggaggcggcggcggcg0.438 rs12246234

+ 4 743FAS_uc010qna.1_RNA|FAS_uc001kfs.2_Frame_Shift_Del_p.F133fs|FAS_uc001kft.2_Frame_Shift_Del_p.F133fs|FAS_uc010qnb.1_Intron|FAS_uc010qnc.1_Intron|FAS_uc001kfw.2_Intron|FAS_uc010qnd.1_Intron|FAS_uc010qne.1_Intron|FAS_uc009xtp.2_RNANM_000043 NP_000034 P25445 TNR6_HUMANTNFR-Cys 3.|Extracellular (Potential).NA 2TAAACCAAACTTTTTTTGTAA0.368

+ 8 1043 NM_000392 NP_000383 Q92887 MRP2_HUMANCytoplasmic (By similarity).NA 1GTCTGGGACCAAAAAAGATGT0.403

+ 19 2126_2128PTPRE_uc009yat.2_In_Frame_Del_p.Q631del|PTPRE_uc009yau.2_In_Frame_Del_p.Q620del|PTPRE_uc001lkd.2_In_Frame_Del_p.Q562del|PTPRE_uc010quq.1_In_Frame_Del_p.Q521delNM_006504 NP_006495 P23469 PTPRE_HUMANTyrosine-protein phosphatase 2.|Cytoplasmic (Potential).NA 1GCCGTGCAGAAGCAGCAGCAGCA0.65

+ 2 1024_1053LOC338651_uc001ltt.1_RNA|KRTAP5-2_uc001ltv.2_In_Frame_Del_p.93_103GSKGGCGSCGG>GNR_021489 NA 0CCCCTTGGAACCCCCACAGGAGCCACAGCCCCCCTTGGAGCCCCCACAGG0.657rs61869704;rs36134435;rs61869706

+ 10 1289DDX10_uc001pkl.1_Splice_Site_p.R408_spliceNM_004398 NP_004389 Q13206 DDX10_HUMAN NA 4CTTTTTGTTTAGGTACAAAGA0.353 rs150843730

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMANInteraction with CD2AP.|UBA.NA 149CGAGATGGCCAAAAACATCCT0.507

- 3 539_541 NM_006248 NP_006239 NA 0ACTTCGGGACTTGTTGTCTCCTT0.596

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). NA 22CCTCTGCTGTTGCTGCTGCTGCT0.557

+ 8 893GLI1_uc009zpq.2_Frame_Shift_Del_p.W144fsNM_005269 NP_005260 P08151 GLI1_HUMAN C2H2-type 2. NA 15GTGTGCCACTGGGGGGGCTGC0.597

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain).NA 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 1 123_124EP400_uc001ujl.2_Frame_Shift_Ins_p.A30fs|EP400_uc001ujm.2_Frame_Shift_Ins_p.A30fs|EP400_uc001ujj.1_Frame_Shift_Ins_p.A30fs|EP400_uc001ujk.2_Frame_Shift_Ins_p.A30fsNM_015409 NP_056224 Q96L91 EP400_HUMAN NA 12GGAGCAGCCGGCCCACCCCAAC0.649 rs71453134

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN NA 8GTTTATTGACCACACACACACA0.604

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN NA 1TCCTGCCCGTCCCCCCCGGCC0.607

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN NA 1TGTTGGCCACCCTCCTCCTCCTC0.67

- 18 1872C14orf39_uc010apo.2_Frame_Shift_Del_p.*299fsNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN NA 4TGACTAGCTCAAAAAAAAGTA0.289

- 2 1567_1569C14orf43_uc001xou.2_In_Frame_Del_p.Q262del|C14orf43_uc010tud.1_In_Frame_Del_p.Q262del|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMANPro-rich.|Gln-rich. NA 5 GTAGGgctgcctgctgctgctgc0.473

- 6 961_963BEGAIN_uc001yhp.2_In_Frame_Del_p.E208del|BEGAIN_uc001yhq.2_In_Frame_Del_p.E272delNM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN NA 0GCCGCCTCGGCCTCCTCCTCCTC0.724

+ 4 2193_2194 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-Lys. NA 3AAAAGAAAGACAAAAAAAAGAA0.49

+ 7 2928_2930SLC24A1_uc010ujd.1_In_Frame_Del_p.E872del|SLC24A1_uc010uje.1_In_Frame_Del_p.E872del|SLC24A1_uc010ujg.1_In_Frame_Del_p.E890del|SLC24A1_uc010ujh.1_In_Frame_Del_p.E872del|SLC24A1_uc010uji.1_In_Frame_Del_p.E217delNM_004727 NP_004718 O60721 NCKX1_HUMANCytoplasmic (Potential).|Poly-Glu.NA 0 gcaggaggaagaggaggaggagg0.281

+ 6 864_865IL32_uc002ctk.2_Frame_Shift_Ins_p.D115fs|IL32_uc010uwp.1_Frame_Shift_Ins_p.D152fs|IL32_uc010btb.2_Frame_Shift_Ins_p.D162fs|IL32_uc002ctl.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctm.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctn.2_Frame_Shift_Ins_p.D172fs|IL32_uc002cts.3_Frame_Shift_Ins_p.D172fs|IL32_uc002ctp.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctq.2_Frame_Shift_Ins_p.D218fs|IL32_uc002ctr.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctt.2_Frame_Shift_Ins_p.D172fs|IL32_uc010uwr.1_Frame_Shift_Ins_p.D132fs|IL32_uc002ctu.2_Frame_Shift_Ins_p.D163fsNM_004221 NP_004212 P24001 IL32_HUMAN NA 1CCACGGGGGGACAAGGAGGAGC0.574 rs2981599

+ 12 3846_3848NFAT5_uc002exi.2_In_Frame_Del_p.Q812del|NFAT5_uc002exj.1_In_Frame_Del_p.Q812del|NFAT5_uc002exk.1_In_Frame_Del_p.Q812del|NFAT5_uc002exl.1_In_Frame_Del_p.Q906del|NFAT5_uc002exn.1_In_Frame_Del_p.Q905del|NFAT5_uc002exo.1_5'FlankNM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 ATCTAATcaacagcagcagcagc0.389

- 10 10282_10284ZFHX3_uc002fcl.2_In_Frame_Del_p.2289_2290QQ>QNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. NA 4 cacctgtggttgctgctgctgct 0.522

- 9 3770ANKRD11_uc002fmy.1_Frame_Shift_Del_p.K1103fs|ANKRD11_uc002fnc.1_Frame_Shift_Del_p.K1103fs|ANKRD11_uc002fnb.1_Frame_Shift_Del_p.K1060fsNM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. NA 6TCTTGTCATCTTTTTTTTCAG0.468

- 10 1079_1081C17orf85_uc002fwr.2_In_Frame_Del_p.62_63EE>E|C17orf85_uc002fwq.2_In_Frame_Del_p.72_73EE>ENM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. NA 1 ctcttcctcttcctcctcctcct 0.379

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. NA 2CTGTCGCCGTcaccaccaccacc0.369

+ 34 4663_4665SUPT6H_uc010crt.2_In_Frame_Del_p.S1528delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. NA 3CATCACCCCTAGCAGCAGCAGCA0.537

- 2 287 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN NA 0ACAGAGTGGACGGCAGCAGCTGGACATACCACAGCTGGGGTGGCAGGTGGTCTGACAGCAGAGTGGGCGGCAGCAGC0.646rs71155126;rs1985673;rs572749;rs483893;rs2320229;rs79048996;rs2320230

- 7 527ETV4_uc002idv.2_5'Flank|ETV4_uc010wih.1_Intron|ETV4_uc010czh.2_Frame_Shift_Del_p.P132fs|ETV4_uc010wii.1_Frame_Shift_Del_p.P94fs|ETV4_uc002idx.2_Frame_Shift_Del_p.P133fs|ETV4_uc010wij.1_Frame_Shift_Del_p.P94fs|ETV4_uc002idy.1_Frame_Shift_Del_p.P94fsNM_001986 NP_001977 P43268 ETV4_HUMAN NA 7CGATTTGTCTGGGGGGGTCAT0.577

+ 7 711ITGB1BP3_uc010xia.1_Frame_Shift_Del_p.P146fsNM_170678 NP_733778 Q9NPI5 NRK2_HUMAN NA 2AGTCCCTGATCCCCCCGGCCT0.587

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN NA 0CTCCCTGAACGAGAGAGAGAGG0.495

- 2 134ZNF43_uc010ecv.2_Splice_Site|ZNF43_uc002nql.2_Splice_Site|ZNF43_uc002nqm.2_Splice_Site|ZNF43_uc002nqk.2_IntronNM_003423 NP_003414 P17038 ZNF43_HUMAN NA 2CAATGGTCCCTAAAAAAAACAA0.386

- 7 4346_4348PRX_uc002onq.2_In_Frame_Del_p.1220_1221EE>E|PRX_uc002ons.2_3'UTRNM_181882 NP_870998 Q9BXM0 PRAX_HUMAN Poly-Glu. NA 2 ACTGCcctcttcctcctcctcct0.606

+ 11 1043_1044ATP6V1C2_uc002rat.2_IntronNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN NA 1GCAGACCGACAGAGAGAGAGAG0.604

+ 12 2379 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential).NA 8ATGCCCAGCACCCCCCCAACA0.527

+ 12 1452_1453DCAF17_uc010zdq.1_RNA|DCAF17_uc010fqf.1_Frame_Shift_Ins_p.V341fs|DCAF17_uc010zdr.1_RNA|DCAF17_uc010fqg.2_Frame_Shift_Ins_p.V128fsNM_025000 NP_079276 Q5H9S7 DCA17_HUMAN NA 0GGACGGGTGGTAAAAAAAAGTT0.371

- 1 139FKBP7_uc002umm.2_Frame_Shift_Del_p.T4fs|FKBP7_uc002uml.2_RNA|FKBP7_uc010zff.1_5'UTR|PLEKHA3_uc002umn.2_5'FlankNM_181342 NP_851939 Q9Y680 FKBP7_HUMAN NA 0AAATGCATGGTTTTTGGCATC0.522

- 56 13909TTN_uc010zfh.1_Intron|TTN_uc010zfi.1_Intron|TTN_uc010zfj.1_Intron|TTN_uc002umz.1_Frame_Shift_Del_p.N1223fsNM_133378 NP_596869 Q8WZ42 TITIN_HUMAN NA 153TCCTGCATCATTTTTGGCCTG0.408

- 29 3477_3478USP40_uc002vul.2_Frame_Shift_Ins_p.K143fsNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN NA 3AAATAATCTTGTTTTTTTTTCT0.317

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).NA 0TTCCGGGTCATCCTCCTCCTCCT0.631



+ 7 739OSBPL2_uc002ycl.1_Frame_Shift_Del_p.H167fs|OSBPL2_uc011aah.1_Frame_Shift_Del_p.H87fs|OSBPL2_uc002ycm.1_5'UTRNM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN NA 2TCAGTCACCACCCCCCCATCA0.463 rs79735057

+ 4 1162IFNGR2_uc002yrq.3_Frame_Shift_Del_p.F191fs|IFNGR2_uc010gma.2_Frame_Shift_Del_p.F93fs|IFNGR2_uc002yrr.3_Frame_Shift_Del_p.F93fsNM_005534 NP_005525 P38484 INGR2_HUMANExtracellular (Potential).|Fibronectin type-III 2.NA 0CTCCACGGCCTTTTTTTGTTA0.458

- 22 3016_3018MYH9_uc003aph.1_In_Frame_Del_p.E793delNM_002473 NP_002464 P35579 MYH9_HUMAN Potential. NA 11GCTGGCAGCGCTCCTCCTCCTCC0.665

- 7 1050_1052MKL1_uc003ayw.1_In_Frame_Del_p.Q281del|MKL1_uc010gye.1_In_Frame_Del_p.Q281del|MKL1_uc010gyf.1_In_Frame_Del_p.Q231delNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. NA 5GTAGTTGTGGTGCTGCTGCTGCT0.66

+ 2 372_374WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_IntronNM_004599 NP_004590 Q12772 SRBP2_HUMANGly/Pro/Ser-rich.|Cytoplasmic (Potential).NA 4 ggcagcagtggcagcagcagcag0.365

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMANLeucine-zipper (Potential).|Helical; (Potential).NA 0 tgctgctggcgctgctgctgctg 0.562

- 19 1979ULK4_uc003ckw.2_Frame_Shift_Del_p.K593fsNM_017886 NP_060356 Q96C45 ULK4_HUMAN NA 0TCTAGGGTTCTTTTTTTTTTC0.448

+ 14 1647PRKCD_uc003dgm.2_Frame_Shift_Del_p.G432fsNM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. NA 9GTTCCTCAACGGGGGGGACCT0.602

- 5 499DPPA4_uc011bho.1_Intron|DPPA4_uc011bhp.1_Frame_Shift_Del_p.K148fsNM_018189 NP_060659 Q7L190 DPPA4_HUMAN NA 1CCACCTTTAATTTTTTTTGCA0.413

+ 7 796KTELC1_uc011biz.1_RNA|KTELC1_uc011bja.1_Frame_Shift_Del_p.K79fsNM_152305 NP_689518 Q8NBL1 PGLT1_HUMAN NA 0AGAATACACCAAAAACCAGGC0.408

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANAGC-kinase C-terminal.NA 5TCTGAGGTTCGGGGGGTGGAA0.463

+ 29 4276_4278MED12L_uc011bnz.1_In_Frame_Del_p.V1274del|P2RY12_uc011boa.1_Intron|P2RY12_uc003eyx.1_Intron|MED12L_uc003eyy.1_In_Frame_Del_p.V577delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN NA 7GGTGTATGGTTGGTGGCCCCCCT0.527

+ 1 59_61HGFAC_uc010icw.2_In_Frame_Del_p.L29delNM_001528 NP_001519 Q04756 HGFA_HUMAN NA 2CTGGGCCCCTTCCTCCTCCTCCT0.729

- 3 304uc003hum.1_RNA|ADH1A_uc011ceg.1_Frame_Shift_Del_p.G78fs|ADH1A_uc010ilf.1_5'Flank|ADH1A_uc010ilg.1_Frame_Shift_Del_p.G78fsNM_000667 NP_000658 P07327 ADH1A_HUMAN NA 2CACCCCTTCTCCAACACTCTC0.473

- 3 299INTS12_uc010ilr.2_Frame_Shift_Del_p.L14fsNM_020395 NP_065128 Q96CB8 INT12_HUMAN NA 0TAGTGCTTTCAAAAAAATGGG0.383

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMANHelical; Name=3; (Potential).NA 1GGATTGAATATTTTTTTTGGA0.393

- 1 1220 NM_152402 NP_689615 Q8N609 TR1L1_HUMANCytoplasmic (Potential).NA 1TTTTCTGTTCTTTTTTTAGAA0.383

- 2 1076_1078ZNF827_uc003ikm.2_In_Frame_Del_p.P343del|ZNF827_uc010iox.2_IntronNM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. NA 0 TCCAGGGATTgtggtggtggtgg0.35

+ 6 626_627 NM_004477 NP_004468 Q14331 FRG1_HUMAN NA 0TCACTTAGGGGAAAATGGCTTT0.351

- 7 919 DNAH5_uc003jfe.1_RNANM_001369 NP_001360 Q8TE73 DYH5_HUMANPotential.|Stem (By similarity).NA 31TTGGAGAGTCTTTTTTTCCAG0.517

+ 1 453_455EGR1_uc011cyu.1_In_Frame_Del_p.S67delNM_001964 NP_001955 P18146 EGR1_HUMAN Gly/Ser-rich. NA 1 gcggcagcaacagcagcagcagc0.394

+ 26 4712ANKHD1_uc003lfr.2_Frame_Shift_Del_p.K1530fs|ANKHD1_uc003lfu.1_Frame_Shift_Del_p.K1010fs|ANKHD1-EIF4EBP3_uc011czh.1_Frame_Shift_Del_p.K269fs|ANKHD1_uc003lfw.2_Frame_Shift_Del_p.K168fs|ANKHD1_uc010jfl.2_5'UTR|ANKHD1-EIF4EBP3_uc003lfx.1_5'FlankNM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN NA 6TGTGTTTGGGAAAAAAAGGGC0.423

+ 11 2401LARP1_uc003lvo.2_Frame_Shift_Del_p.G581fs|LARP1_uc010jie.1_Frame_Shift_Del_p.G453fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN NA 4CCGGCACCCAGGGGGGGACCG0.547

- 1 506_508 uc003mnq.2_5'Flank NM_032765 NP_116154 Q96A61 TRI52_HUMAN Glu-rich. NA 0 CGCTtcctcgtcctcctcctcct0.404 rs146030758

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMANCytoplasmic (Potential).NA 9GGGGAAGAGGACACACACACAC0.495

+ 9 1106_1107BAT2_uc011dnv.1_RNA|BAT2_uc003nvc.3_Frame_Shift_Ins_p.A286fs|BAT2_uc003nve.2_3'UTRNM_080686 NP_542417 P48634 PRC2A_HUMAN1-3.|4 X 57 AA type A repeats.NA 0CCCCGTGTGGCGGGCCCCCGAG0.495 rs147717718

+ 3 406_408RUNX2_uc011dvy.1_In_Frame_Del_p.Q71del|RUNX2_uc003oxt.2_In_Frame_Del_p.Q57delNM_001024630 NP_001019801 Q13950 RUNX2_HUMAN Poly-Gln. NA 3 gcagcagcaacagcagcagcagc0.276

+ 15 2788GRIK2_uc003pqo.3_Frame_Shift_Del_p.K847fs|GRIK2_uc010kcw.2_Frame_Shift_Del_p.K847fsNM_021956 NP_068775 Q13002 GRIK2_HUMANCytoplasmic (Potential).NA 5ATACAAATCCAAAAAAAACGC0.348

+ 2 688 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN NA 0AGCAGCCGGGCCAGGAGAAGC0.716

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN NA 0 CTAAATAACATTTTTTTTGAA0.398

- 9 2023_2025 NM_022574 NP_072096 O75420 PERQ1_HUMAN Poly-Glu. NA 2TTCGGAAGGTTCCTCCTCCTCCT0.675 rs142340746

+ 8 1077_1079SRRT_uc010lhl.1_In_Frame_Del_p.E275del|SRRT_uc003uxa.2_In_Frame_Del_p.E275del|SRRT_uc003uwz.2_In_Frame_Del_p.E275delNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. NA 2ATCCTGGAGCAGGAGGAGGAGGA0.596

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential).NA 1TGGTGAACAATTTTTTTTGTG0.383

+ 1uc011krr.1_Intron|uc003vzp.2_Intron|uc011ksh.1_Intron|uc011ksi.1_Intron|uc003vzw.1_Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_Intron|uc003wan.1_Intron|uc011ksp.1_5'FlankNA 0GAGCTGCTGGCGAGTTTCATGC0.535

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. NA 34AGGCCCAGCCTTTTTTTCCCA0.498

+ 3 780_781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN NA 2AAAGCCAGTCCAAAAAACTCCA0.49

+ 5 332ARHGAP6_uc004cup.1_Intron|ARHGAP6_uc004cuo.1_Intron|ARHGAP6_uc004cur.1_Intron|ARHGAP6_uc004cun.1_Intron|ARHGAP6_uc011mif.1_Intron|AMELX_uc004cus.2_Frame_Shift_Del_p.V102fs|AMELX_uc004cuu.2_Frame_Shift_Del_p.V72fsNM_001142 NP_001133 Q99217 AMELX_HUMAN NA 0TCCCAGTGGTGCCAGCTCAGC0.617

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN NA 3GACTGGCGTTCTCCTCCTCCTCC0.591

+ 12 1981BCYRN1_uc011mpt.1_Intron|TAF1_uc004dzt.3_Frame_Shift_Del_p.K665fsNM_138923 NP_620278 P21675 TAF1_HUMAN NA 17AAAGCACATCAAAAAAAAGGC0.313

- 15 4609_4611ATRX_uc004ecq.3_In_Frame_Del_p.1421_1422EE>E|ATRX_uc004eco.3_In_Frame_Del_p.1244_1245EE>ENM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. NA 30 ctcctcctcttcctcctcctcct 0.212

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN NA 10CTGAGCCTTTGCCCCCCCCAGA0.545

- 14 2723IGSF1_uc004ewe.3_Frame_Shift_Del_p.A823fs|IGSF1_uc004ewf.2_Frame_Shift_Del_p.A809fsNM_001555 NP_001546 Q8N6C5 IGSF1_HUMANExtracellular (Potential).|Ig-like C2-type 8.NA 5GCTGCACTGGCCCCCGGACTT0.488

- 3 645PLAC1_uc004exp.1_Frame_Shift_Del_p.K120fsNM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN NA 1CCATGGGGACTTTTGGGGGGC0.527

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN NA 2 TACCTCATCATTTTTTTTGTT0.239

+ 3 1864_1866MAMLD1_uc011mxt.1_In_Frame_Del_p.Q568del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q581del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q533delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. NA 0 CCTTgcagctgcagcagcagcag0.488

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMANCytoplasmic (Potential).|Interaction with LRR-1.p.E250G(1) 4TCACATCCTCCTTCTTCTTCTTC0.379

+ 10 1424MFN2_uc009vni.2_Splice_Site_p.G324_spliceNM_014874 NP_055689 O95140 MFN2_HUMAN 1CAATCCTCCTAGGGGGCGCTCT0.48



+ 11 10149SPEN_uc010obp.1_Frame_Shift_Del_p.H3274fsNM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15GCACCTACCACCCCCCGGCCC0.627

- 6 632PAFAH2_uc001ble.3_Frame_Shift_Del_p.P151fsNM_000437 NP_000428 Q99487 PAFA2_HUMAN 2GTTCTCTTCTGGGGCCTGCTT0.498

+ 14 1261RPS6KA1_uc010ofe.1_Frame_Shift_Del_p.I274fs|RPS6KA1_uc010off.1_Frame_Shift_Del_p.I350fs|RPS6KA1_uc001bms.1_Frame_Shift_Del_p.I375fs|RPS6KA1_uc009vsl.1_Frame_Shift_Del_p.I209fsNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1CCCCAGGCATCCCCCCCAGCG0.672

+ 20 6238_6239ARID1A_uc001bmu.1_Frame_Shift_Del_p.L1738fs|ARID1A_uc001bmx.1_Frame_Shift_Del_p.L801fs|ARID1A_uc009vsm.1_Frame_Shift_Del_p.L283fs|ARID1A_uc009vsn.1_Frame_Shift_Del_p.L197fsNM_006015 NP_006006 O14497 ARI1A_HUMAN 142TCAAGATCCTAGAGGACGAACC0.535

- 9 1564_1565ZMYM6_uc001byf.1_Frame_Shift_Ins_p.Y446fs|ZMYM6_uc010oht.1_Frame_Shift_Ins_p.Y349fs|ZMYM6_uc009vup.2_Frame_Shift_Ins_p.Y252fs|ZMYM6_uc009vuq.1_Frame_Shift_Ins_p.Y446fs|ZMYM6_uc009vur.1_Frame_Shift_Ins_p.Y252fsNM_007167 NP_009098 O95789 ZMYM6_HUMAN 3CTTTACCTTGTAAAAAAGAAGT0.351

+ 6 520_521ST3GAL3_uc009vwu.1_RNA|ST3GAL3_uc010okj.1_RNA|ST3GAL3_uc001cjz.2_Frame_Shift_Del_p.R130fs|ST3GAL3_uc001cka.2_Frame_Shift_Del_p.R99fs|ST3GAL3_uc001ckb.2_Frame_Shift_Del_p.R184fs|ST3GAL3_uc001ckd.2_Frame_Shift_Del_p.R169fs|ST3GAL3_uc001cke.2_Frame_Shift_Del_p.R99fs|ST3GAL3_uc001ckf.2_Frame_Shift_Del_p.R153fs|ST3GAL3_uc001ckg.2_Frame_Shift_Del_p.R115fs|ST3GAL3_uc001ckh.2_Frame_Shift_Del_p.R130fs|ST3GAL3_uc001cki.2_Frame_Shift_Del_p.R115fs|ST3GAL3_uc009vwv.2_Frame_Shift_Del_p.R115fs|ST3GAL3_uc001ckj.2_RNA|ST3GAL3_uc009vww.2_RNA|ST3GAL3_uc001ckk.2_Frame_Shift_Del_p.R84fs|ST3GAL3_uc009vwy.2_Frame_Shift_Del_p.R21fs|ST3GAL3_uc009vwx.2_RNA|ST3GAL3_uc001ckm.2_Frame_Shift_Del_p.R114fs|ST3GAL3_uc001ckl.2_Frame_Shift_Del_p.R115fs|ST3GAL3_uc009vwz.2_Frame_Shift_Del_p.F4fs|ST3GAL3_uc001ckn.2_RNA|ST3GAL3_uc001ckp.2_Frame_Shift_Del_p.R114fs|ST3GAL3_uc001cko.2_Frame_Shift_Del_p.R99fs|ST3GAL3_uc009vxa.2_5'UTR|ST3GAL3_uc001ckq.2_Frame_Shift_Del_p.R99fs|ST3GAL3_uc001ckr.2_Frame_Shift_Del_p.R68fs|ST3GAL3_uc009vxb.2_IntronNM_006279 NP_006270 Q11203 SIAT6_HUMANLumenal (Potential). 3TGACTCCTTTCGCAAGTGGGCT0.515

+ 13 1543_1544SPATA1_uc001djy.1_RNANM_001081472 NP_001074941 1AACTGGCACAGAAAAAAAAAAT0.228

+ 4 327_329ZNF326_uc001dnp.3_In_Frame_Del_p.G68del|ZNF326_uc009wda.1_In_Frame_Del_p.G68del|ZNF326_uc001dnr.2_IntronNM_182976 NP_892021 Q5BKZ1 ZN326_HUMANMediates transcriptional activation (By similarity).|Gly-rich.1GACAATCACAGTGGTGGTGGTGG0.409

+ 6 1737PRPF38B_uc001dvw.3_Frame_Shift_Del_p.S374fs|PRPF38B_uc010ouz.1_Frame_Shift_Del_p.S288fsNM_018061 NP_060531 Q5VTL8 PR38B_HUMAN 0TTGAAAAATCAAAAAAACGGG0.343

+ 21 3910MAGI3_uc001edi.3_3'UTR|MAGI3_uc010owm.1_3'UTR|MAGI3_uc001edj.2_3'UTR|MAGI3_uc009wgo.2_RNANM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6CTAGTCCTCTAAAAAATAACC0.453

- 9 1732_1734TRIM33_uc010owr.1_In_Frame_Del_p.T140del|TRIM33_uc010ows.1_In_Frame_Del_p.T158del|TRIM33_uc001eex.2_In_Frame_Del_p.T550delNM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11GATGCTGTTGTGTTGTTGTTGTT0.429

- 5 848_849GDAP2_uc001ehg.2_Frame_Shift_Del_p.H183fsNM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN Macro. 2CGAAGTGCTATGTGTGTTGCAT0.292

+ 8 2280BCL9_uc010ozr.1_Frame_Shift_Del_p.P440fsNM_004326 NP_004317 O00512 BCL9_HUMANPoly-Pro.|Pro-rich. 6GGTCCGAGGACCCCCCCCTCC0.582

- 2 4365_4366TCHH_uc009wne.1_In_Frame_Ins_p.1455_1456insSNM_007113 NP_009044 Q07283 TRHY_HUMAN23 X 26 AA approximate tandem repeats. 5CGCTCCTGGCGCAGCTGCTGTT0.559

- 2 1035_1036TCHH_uc009wne.1_In_Frame_Ins_p.345_346insENM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-3; approximate.5 tgctcgcgcctctcctcctgct 0

+ 4 1420_1421PRCC_uc001fqb.2_IntronNM_005973 NP_005964 Q92733 PRCC_HUMAN 27CCGGCCCTGGTCCCCCCCCAGG0.53

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

+ 9 1102_1103SMG7_uc010pob.1_Frame_Shift_Ins_p.C356fs|SMG7_uc001gqf.2_Frame_Shift_Ins_p.C327fs|SMG7_uc001gqh.2_Frame_Shift_Ins_p.C327fs|SMG7_uc001gqi.2_Frame_Shift_Ins_p.C285fs|SMG7_uc010poc.1_Frame_Shift_Ins_p.C285fsNM_173156 NP_775179 Q92540 SMG7_HUMAN 3GAGCAGCTATGTTGGACACAGT0.391

- 15 1913EDEM3_uc010pol.1_RNA|EDEM3_uc010pom.1_Frame_Shift_Del_p.N551fsNM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1ATCCACCACATTTTTCAAGGG0.363

+ 7 1256_1258PRG4_uc001grt.3_In_Frame_Del_p.E362del|PRG4_uc009wyl.2_In_Frame_Del_p.E310del|PRG4_uc009wym.2_In_Frame_Del_p.E269del|PRG4_uc010poo.1_RNANM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|8. 1ACCACCACCAAGGAGCCTGCACC0.65 rs139084037

+ 7 1327_1328PRG4_uc001grt.3_In_Frame_Ins_p.385_386insE|PRG4_uc009wyl.2_In_Frame_Ins_p.333_334insE|PRG4_uc009wym.2_In_Frame_Ins_p.292_293insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|11; approximate.1CACCACCACCAAGTCTGCACCC0.658

+ 7 1633_1634PRG4_uc001grt.3_In_Frame_Ins_p.487_488insE|PRG4_uc009wyl.2_In_Frame_Ins_p.435_436insE|PRG4_uc009wym.2_In_Frame_Ins_p.394_395insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|24; approximate.1CACCACCACCAAGTCTGCACCC0.639

- 2 850PLXNA2_uc001hha.3_Frame_Shift_Del_p.P85fsNM_025179 NP_079455 O75051 PLXA2_HUMAN 3GCCGGCTGCTGGGGGGGCCAG0.652

+ 18 2704KCTD3_uc001hkt.2_Frame_Shift_Del_p.K802fs|KCTD3_uc010pub.1_Frame_Shift_Del_p.K702fs|KCTD3_uc009xdn.2_Frame_Shift_Del_p.K528fsNM_016121 NP_057205 Q9Y597 KCTD3_HUMAN 3TCCTCGGCATAAAAAAAGTGA0.418

- 61 12429 NM_206933 NP_996816 O75445 USH2A_HUMANFibronectin type-III 25.|Extracellular (Potential). 26CATGCACGGTAGGGCTGTTAA0.423

+ 4 474EPHX1_uc001hpl.2_Frame_Shift_Del_p.P132fsNM_001136018 NP_001129490 P07099 HYEP_HUMAN 4CCACGTGAAGCCCCCCCAGCT0.627

+ 4 883ZNF678_uc009xet.1_Intron|ZNF678_uc009xeu.1_IntronNM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1TGGAGAGAAACCCTACAAATG0.363

- 8 852_853RGS7_uc010pyh.1_Frame_Shift_Ins_p.Q148fs|RGS7_uc010pyj.1_Frame_Shift_Ins_p.Q90fs|RGS7_uc001hyu.2_Frame_Shift_Ins_p.Q174fs|RGS7_uc009xgn.1_Frame_Shift_Ins_p.Q121fs|RGS7_uc001hyw.2_Frame_Shift_Ins_p.Q174fs|RGS7_uc001hyt.2_Frame_Shift_Ins_p.Q6fsNM_002924 NP_002915 P49802 RGS7_HUMAN 7ACTCACTTTGCTTGTGCTTCTG0.441

- 1 679OPN3_uc001hza.2_Intron|OPN3_uc001hzb.2_Intron|OPN3_uc001hzc.2_IntronNM_001821 NP_001812 P26374 RAE2_HUMAN 6TGATTCCTCTACATCAGTTAC0.358

- 1 1608PRKG1_uc001jjm.2_Intron|PRKG1_uc001jjn.2_Intron|PRKG1_uc001jjo.2_IntronNM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN2-4.|9 X 5 AA tandem repeats of G-[AT]-G-[MI]- Q.|Gly-rich.1 ttgtatgcctgctccctgcat 0.214

- 22 4568_4569USP54_uc010qkk.1_Frame_Shift_Del_p.S652fs|USP54_uc001juk.2_Frame_Shift_Del_p.S605fs|USP54_uc001jul.2_Frame_Shift_Del_p.S558fs|USP54_uc001jum.2_RNA|USP54_uc001jun.2_RNANM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6TTGGCCCCTTGGGAAGTTTCAC0.52

- 5 914CYP2C8_uc001kkc.2_Splice_Site|CYP2C8_uc010qoa.1_Splice_Site_p.Q203_splice|CYP2C8_uc010qob.1_Splice_Site_p.Q187_splice|CYP2C8_uc010qoc.1_Splice_Site_p.Q171_splice|CYP2C8_uc010qod.1_Splice_Site_p.Q187_spliceNM_000770 NP_000761 P10632 CP2C8_HUMAN 0CTAATATCTTACCTGCTCCAT0.368

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2CGAACTGCACCAGCAGCAGCAGC0.626

+ 10 2005 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN 1CACAGTGGGCGGGGGTGCTGA0.682

+ 2 1024_1053LOC338651_uc001ltt.1_RNA|KRTAP5-2_uc001ltv.2_In_Frame_Del_p.93_103GSKGGCGSCGG>GNR_021489 0CCCCTTGGAACCCCCACAGGAGCCACAGCCCCCCTTGGAGCCCCCACAGG0.657rs61869704;rs36134435;rs61869706

- 1 194 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMANHelical; Name=2; (Potential). 4CAACATGGCCAAAAAAATGTA0.383

- 5 1326FAM160A2_uc001mck.3_Frame_Shift_Del_p.V323fs|FAM160A2_uc001mcm.2_Frame_Shift_Del_p.V323fsNM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2ATATAATCAACCAACTGCTTC0.542

- 4 465LIN7C_uc009yii.2_Splice_Site_p.V122_spliceNM_018362 NP_060832 Q9NUP9 LIN7C_HUMAN 0ATTCATCCTTACCACTCCATTAA0.404

- 6 1027CPSF7_uc001nro.2_Frame_Shift_Del_p.P289fs|CPSF7_uc001nrp.2_Frame_Shift_Del_p.P341fs|CPSF7_uc001nrr.2_Frame_Shift_Del_p.P289fs|CPSF7_uc001nrs.1_Frame_Shift_Del_p.P199fsNM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1AGCGTTTGGTGGGGGGAAGAA0.557

+ 5 419VEGFB_uc001nyx.2_Frame_Shift_Del_p.K127fsNM_003377 NP_003368 P49765 VEGFB_HUMAN 0TTTCAGACCTAAAAAAAAGGA0.388

+ 15 1523TPCN2_uc009ysk.1_RNA|TPCN2_uc001oor.2_Frame_Shift_Del_p.L384fs|TPCN2_uc010rqg.1_Frame_Shift_Del_p.L469fs|TPCN2_uc001oot.2_RNANM_139075 NP_620714 Q8NHX9 TPC2_HUMANHelical; Name=S2 of repeat II; (Potential). 0ACTTCATCCTGGGGGTAAGTT0.637

+ 1 521PIWIL4_uc010rue.1_Intron|PIWIL4_uc009ywk.1_5'FlankNM_002033 NP_002024 P22083 FUT4_HUMANCytoplasmic (Potential). 1TTTGCATTCTGGGACCGCCCC0.741

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0AGGAACAAGTGGTGCCTAAGAA0.416rs68192524;rs33924686

+ 3 358RAD51AP1_uc001qmu.2_Frame_Shift_Del_p.K68fs|RAD51AP1_uc001qmv.2_5'UTR|RAD51AP1_uc010sep.1_5'UTR|RAD51AP1_uc010seq.1_5'UTRNM_001130862 NP_001124334 Q96B01 R51A1_HUMAN 0GAAAACCCCTAAAAAAAGGTG0.348 rs34810644

+ 5 2042_2043ATN1_uc001qrx.1_Frame_Shift_Del_p.P602fsNM_001007026 NP_001007027 P54259 ATN1_HUMAN 6TACCCTTTCCCACCGGTGCCTA0.619

- 1 33 NM_023921 NP_076410 Q9NYW0 T2R10_HUMANHelical; Name=1; (Potential). 0TAACTACAACAAAAATGAAGA0.378

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0GTGGCTTTCCTGGAGGTGGGGG0.604



- 3 258_259PRB1_uc001qzu.1_In_Frame_Ins_p.74_74P>PP|PRB1_uc001qzv.1_In_Frame_Ins_p.74_74P>PPNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0GTGGCTTTCCTGGAGGTGGGGG0.619

- 3 502_503 NM_006248 NP_006239 0GTGGCTTTCCTGGAGGTGGGGG0.594

- 3 257_259 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.601

- 6 542EPS8_uc001rdb.2_Frame_Shift_Del_p.A150fs|EPS8_uc009zig.2_5'UTRNM_004447 NP_004438 Q12929 EPS8_HUMAN 4CACACCAGTGCAAGAACTGAA0.388

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388

+ 31 4582_4583LRRK2_uc009zjw.2_Frame_Shift_Del_p.F325fs|LRRK2_uc001rmi.2_Frame_Shift_Del_p.F320fsNM_198578 NP_940980 Q5S007 LRRK2_HUMAN Roc. 24ATTACCACTTTGTGAATGCCAC0.441

+ 10 1054_1055CCT2_uc009zrm.1_RNA|CCT2_uc009zrn.1_Frame_Shift_Del_p.V320fs|CCT2_uc010stl.1_Frame_Shift_Del_p.V273fsNM_006431 NP_006422 P78371 TCPB_HUMAN 3TTGCAGGTGTGGAACGCCTAGC0.351

+ 8 1314TMTC3_uc009zsm.2_RNANM_181783 NP_861448 Q6ZXV5 TMTC3_HUMANHelical; (Potential). 1GCATCGAACCTTTTTTTTCCA0.303

+ 16 1595_1596KIAA1033_uc010swr.1_Frame_Shift_Del_p.H504fs|KIAA1033_uc010sws.1_Frame_Shift_Del_p.H315fsNM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2TCAGTTTCACATATAACACAGC0.332

- 3 263 NM_005719 NP_005710 O15145 ARPC3_HUMAN 1AATTTCATAGTTTTTGAAGAA0.244

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 2 595_596TRPC4_uc010abv.2_5'UTR|TRPC4_uc001uwt.2_Frame_Shift_Ins_p.K120fs|TRPC4_uc010tey.1_Frame_Shift_Ins_p.K120fs|TRPC4_uc010abw.2_Frame_Shift_Ins_p.K120fs|TRPC4_uc010abx.2_Frame_Shift_Ins_p.K120fs|TRPC4_uc010aby.2_Frame_Shift_Ins_p.K120fsNM_016179 NP_057263 Q9UBN4 TRPC4_HUMANANK 3.|Cytoplasmic (Potential).|Multimerization domain (By similarity).6TCTCCACTAGGTTTTTTGTGGT0.297

+ 9 2007CKAP2_uc001vgu.2_Frame_Shift_Del_p.K603fs|CKAP2_uc010tha.1_Frame_Shift_Del_p.K555fsNM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2TTTCAGTGTGAAAAAAAAGGT0.318

+ 20 3706_3707LMO7_uc010thv.1_Frame_Shift_Del_p.A933fs|LMO7_uc001vjt.1_Frame_Shift_Del_p.A881fs|LMO7_uc010thw.1_Frame_Shift_Del_p.A859fs|LMO7_uc001vjw.1_Frame_Shift_Del_p.A888fsNM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5AACAGGAGGCAGAGAGAGAGAA0.386

- 58 9857_9858MYCBP2_uc010aev.2_Frame_Shift_Ins_p.S2660fsNM_015057 NP_055872 O75592 MYCB2_HUMAN 14ATACCAAGTGCTTCCTCCTATG0.465

- 1 825FARP1_uc001vnh.2_Intron|FARP1_uc001vni.2_Intron|FARP1_uc001vnj.2_IntronNM_178861 NP_849192 Q8IZP6 R113B_HUMAN RING-type. 3GACGACTGGGTTTTGGAAGGC0.567

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1TCCTGCCCGTCCCCCCCGGCC0.607

+ 1 96_97 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMANHelical; Name=1; (Potential). 3TACTATTTTTGTTTTTTTACAT0.381

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1TGTTGGCCACCCTCCTCCTCCTC0.67

- 2 421_422PPP2R3C_uc001wst.2_Intron|PPP2R3C_uc010tpr.1_Intron|PPP2R3C_uc001wsu.2_Intron|PPP2R3C_uc010amn.1_Frame_Shift_Ins_p.S23fs|PPP2R3C_uc001wsw.2_Frame_Shift_Ins_p.S23fs|PPP2R3C_uc001wsx.1_Frame_Shift_Ins_p.S23fsNM_017917 NP_060387 Q969Q6 P2R3C_HUMAN 1TTCTTGTTCACTTTTTTTTTCT0.262

- 8 1800MAP3K9_uc010ttk.1_Frame_Shift_Del_p.G337fs|MAP3K9_uc001xmk.2_Frame_Shift_Del_p.G342fs|MAP3K9_uc001xml.2_Frame_Shift_Del_p.G600fsNM_033141 NP_149132 P80192 M3K9_HUMAN 5GCGTCCCTGGCCCCCACGTCC0.493

+ 13 3597PCNX_uc010are.1_Splice_Site_p.S940_splice|PCNX_uc010arf.1_Splice_SiteNM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1TTTCATTTTTAGAGTGTTCAAC0.312 rs79889635

+ 12 1357_1358DCAF4_uc001xnj.2_Frame_Shift_Del_p.L373fs|DCAF4_uc010ttr.1_Frame_Shift_Del_p.L358fs|DCAF4_uc001xnh.2_Frame_Shift_Del_p.L279fs|DCAF4_uc010tts.1_Frame_Shift_Del_p.L319fs|DCAF4_uc010ttt.1_Frame_Shift_Del_p.L165fs|DCAF4_uc001xni.2_Frame_Shift_Del_p.L209fs|DCAF4_uc001xnk.2_Frame_Shift_Del_p.L379fsNM_015604 NP_056419 Q8WV16 DCAF4_HUMAN WD 1. 3TGCGGATCCTCCAAGATGAGCA0.545 rs148311071

+ 1 707TMED8_uc010ast.1_5'Flank|TMED8_uc001xto.1_5'FlankNM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0CCAAAGATGACCAAACCAGAG0.478

- 5 633_635SEL1L_uc001xvo.3_In_Frame_Del_p.172_173EE>ENM_005065 NP_005056 Q9UBV2 SE1L1_HUMANLumenal (Potential).|Interaction with ERLEC1, OS9 and SYVN1.1CTTAGCAGCCTCTTCTTCAGCTA0.345

- 1 115_116 NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN 0CAGAACACTGGCCCCCCCACCC0.594rs55746726;rs72237204

- 2 1779ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_Frame_Shift_Del_p.S265fs|ZFP106_uc001zpy.1_Frame_Shift_Del_p.S505fsNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3TCTCCAGGGGAAAAAAAATTT0.393

+ 12 1375_1377 NM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0ATGGTTTATTCAGACAATGAATG0.365

+ 4 1018 NM_015554 NP_056369 O94923 GLCE_HUMANLumenal (Potential). 2TGTGGCTGATAAGTCTAGATT0.403

+ 9 2591PML_uc002awu.2_Frame_Shift_Del_p.Q769fs|PML_uc010ule.1_Frame_Shift_Del_p.Q378fsNM_033238 NP_150241 P29590 PML_HUMAN 5GTGACCGGCAGGGGGGCCTGA0.647

- 3 247_248NRG4_uc010bkm.1_RNA|NRG4_uc002bbn.2_RNA|NRG4_uc010bkn.2_RNA|NRG4_uc010bko.2_RNA|NRG4_uc002bbp.2_RNANM_138573 NP_612640 Q8WWG1 NRG4_HUMANExtracellular (Potential).|EGF-like. 0ACATAACAAAGCCCCCCATTCA0.381

+ 5 1049AGPHD1_uc010ble.2_IntronNM_001013619 NP_001013641 A2RU49 AGPD1_HUMAN 0TATGCAGTCGTTTTTGTCAGT0.458

+ 6 864_865IL32_uc002ctk.2_Frame_Shift_Ins_p.D115fs|IL32_uc010uwp.1_Frame_Shift_Ins_p.D152fs|IL32_uc010btb.2_Frame_Shift_Ins_p.D162fs|IL32_uc002ctl.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctm.2_Frame_Shift_Ins_p.D172fs|IL32_uc002ctn.2_Frame_Shift_Ins_p.D172fs|IL32_uc002cts.3_Frame_Shift_Ins_p.D172fs|IL32_uc002ctp.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctq.2_Frame_Shift_Ins_p.D218fs|IL32_uc002ctr.2_Frame_Shift_Ins_p.D152fs|IL32_uc002ctt.2_Frame_Shift_Ins_p.D172fs|IL32_uc010uwr.1_Frame_Shift_Ins_p.D132fs|IL32_uc002ctu.2_Frame_Shift_Ins_p.D163fsNM_004221 NP_004212 P24001 IL32_HUMAN 1CCACGGGGGGACAAGGAGGAGC0.574 rs2981599

- 3 512ATP6V0D1_uc002ete.1_5'Flank|ATP6V0D1_uc010vjo.1_5'FlankNM_001138 NP_001129 O00253 AGRP_HUMAN 0AGTTACCTCTGCCAAGGCCTG0.607

- 10 10282_10284ZFHX3_uc002fcl.2_In_Frame_Del_p.2289_2290QQ>QNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. 4 cacctgtggttgctgctgctgct 0.522

- 14 2504ADAMTS18_uc010chc.1_Frame_Shift_Del_p.F283fs|ADAMTS18_uc002ffe.1_Frame_Shift_Del_p.F391fsNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18CGGACATTGCAAAAAAAAATT0.403

+ 2 617 NM_001406 NP_001397 Q15768 EFNB3_HUMANExtracellular (Potential). 1TCACTCCTCTCCTAATTATGA0.627

- 36 5385 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN 6GAACAGAGCTCACATCCGTGAT0.436 rs112383245

+ 34 4663_4665SUPT6H_uc010crt.2_In_Frame_Del_p.S1528delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3CATCACCCCTAGCAGCAGCAGCA0.537

- 2 287 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN 0ACAGAGTGGACGGCAGCAGCTGGACATACCACAGCTGGGGTGGCAGGTGGTCTGACAGCAGAGTGGGCGGCAGCAGC0.646rs71155126;rs1985673;rs572749;rs483893;rs2320229;rs79048996;rs2320230

- 2 522_524GHDC_uc002hzg.1_In_Frame_Del_p.L13del|GHDC_uc010wgg.1_In_Frame_Del_p.L13del|GHDC_uc002hze.3_In_Frame_Del_p.L13del|GHDC_uc002hzf.3_In_Frame_Del_p.L13del|GHDC_uc010cxz.2_RNANM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0GCCAATGTTGgcagcagcagcag0.502

- 2 973ZNF652_uc002iow.2_Frame_Shift_Del_p.G170fs|ZNF652_uc002iou.3_IntronNM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMAN Glu-rich. 1TTCATTCTCTCCATAGTCATT0.473

+ 4 505_507KIAA0195_uc010wsa.1_In_Frame_Del_p.L91delNM_014738 NP_055553 Q12767 K0195_HUMANHelical; (Potential). 1CTACTGGCCGTGCTGCTGCTGCT0.675

- 4 1782 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14CCATAAGTCCTTTCCCCCCAC0.522

+ 3 617BSG_uc002loy.2_Intron|BSG_uc002lpa.2_Frame_Shift_Del_p.K57fs|BSG_uc002lpb.2_RNA|BSG_uc010drr.2_Frame_Shift_Del_p.K57fs|BSG_uc002lpc.2_Frame_Shift_Del_p.K220fs|BSG_uc002lpd.2_5'FlankNM_001728 NP_001719 P35613 BASI_HUMANExtracellular (Potential).|Ig-like C2-type. 0GCTGGCTGAAGGGGGGCGTGG0.617

+ 6 896ILF3_uc002mpm.2_Frame_Shift_Del_p.D193fs|ILF3_uc002mpl.2_Frame_Shift_Del_p.D193fs|ILF3_uc002mpk.2_Frame_Shift_Del_p.D193fs|ILF3_uc010xli.1_Intron|ILF3_uc002mpo.2_Frame_Shift_Del_p.D193fs|ILF3_uc002mpp.2_Frame_Shift_Del_p.D14fsNM_012218 NP_036350 Q12906 ILF3_HUMAN DZF. 3CAGTCAACGACCCCCCGGACG0.502

+ 3 316ZNF90_uc002nos.1_RNA|ZNF90_uc002not.1_RNANM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2TGGAGCAAGGAAAAAAACCCT0.393



+ 6 1442_1443ZNF714_uc002npl.2_Frame_Shift_Del_p.M206fs|ZNF714_uc010ecp.1_Frame_Shift_Del_p.M312fs|ZNF714_uc002npn.2_RNANM_182515 NP_872321 Q96N38 ZN714_HUMAN C2H2-type 9. 0ACACATAAGATGATTCATACTG0.356

+ 5 839_840 NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN G-patch. 1GTCCTCGAGTAAAGAGACGGCC0.361

- 5 1009_1020DMKN_uc002nzj.2_5'Flank|DMKN_uc002nzk.3_5'Flank|DMKN_uc002nzl.3_5'Flank|DMKN_uc002nzo.3_Intron|DMKN_uc002nzn.3_Intron|DMKN_uc002nzw.2_5'Flank|DMKN_uc002nzr.2_5'Flank|DMKN_uc002nzp.2_5'Flank|DMKN_uc002nzq.2_5'Flank|DMKN_uc002nzt.2_5'Flank|DMKN_uc002nzs.2_5'Flank|DMKN_uc002nzu.2_5'Flank|DMKN_uc002nzv.2_5'Flank|DMKN_uc010xsv.1_5'Flank|DMKN_uc010xsw.1_5'Flank|DMKN_uc002nzx.3_5'Flank|DMKN_uc002nzy.3_5'Flank|DMKN_uc002nzz.2_RNA|DMKN_uc002oac.3_In_Frame_Del_p.SSSG276del|DMKN_uc010eeb.2_In_Frame_Del_p.SSSG276del|DMKN_uc002oaa.3_In_Frame_Del_p.SSSG276del|DMKN_uc002oab.3_In_Frame_Del_p.SSSG276delNM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich.p.S274_S290del(1) 3cactgctgccgccactgctgctgccactgctg0.241rs58579970;rs144877871;rs147522263;rs140071083;rs138902616;rs113540509

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1AAGCCTCCATCTCCTCCTCCTCC0.631

+ 17 1944_1945RYR1_uc002oiu.2_Frame_Shift_Del_p.L605fsNM_000540 NP_000531 P21817 RYR1_HUMANCytoplasmic.|B30.2/SPRY 1. 12CTATGCTCCCTGTGTGTGTGTA0.53

+ 7 1250ZNF283_uc002oxp.3_Frame_Shift_Del_p.F189fsNM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 5. 0TGGGAAGGCCTTTTTTTGGGG0.408

- 4 318_319LIG1_uc002phz.1_RNA|LIG1_uc002pib.1_RNA|LIG1_uc010xzf.1_Frame_Shift_Del_p.S66fs|LIG1_uc010xzg.1_Frame_Shift_Del_p.S36fs|LIG1_uc010xzh.1_RNANM_000234 NP_000225 P18858 DNLI1_HUMAN 3TCTTCCCCTTCGCTGCCCAGGA0.584 rs149883221

+ 3 612FCGRT_uc002pod.2_RNA|FCGRT_uc002pog.2_Frame_Shift_Del_p.P42fs|FCGRT_uc002pof.1_5'UTR|FCGRT_uc010yax.1_Frame_Shift_Del_p.P42fs|FCGRT_uc002poh.1_5'FlankNM_001136019 NP_001129491 P55899 FCGRN_HUMANExtracellular (Potential).|Alpha-1. 1CGCCTGCCCCGGGGACTCCTG0.652 rs11551281

+ 3 238ZNF808_uc002pzq.2_RNANM_001039886 NP_001034975 Q8N4W9 ZN808_HUMAN 0GGCTCTTCCTCAGGTGAAGTG0.378

+ 11 1043_1044ATP6V1C2_uc002rat.2_IntronNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1GCAGACCGACAGAGAGAGAGAG0.604

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATTTTGTCTTCCTCCTCCTCCT0.542

+ 12 2379 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMANCytoplasmic (Potential). 8ATGCCCAGCACCCCCCCAACA0.527

+ 21 2570DGKD_uc002vuj.1_Frame_Shift_Del_p.W809fs|DGKD_uc010fyh.1_Frame_Shift_Del_p.W720fs|DGKD_uc010fyi.1_RNANM_152879 NP_690618 Q16760 DGKD_HUMAN 5ACCAACTTCTGGGGGGGTACC0.582

+ 8 1134TGM6_uc010gal.1_Frame_Shift_Del_p.T358fsNM_198994 NP_945345 O95932 TGM3L_HUMAN 4CTGGATGCCACCCCCCAGGAG0.582

+ 9 1585ATRN_uc002wil.2_Frame_Shift_Del_p.G499fsNM_139321 NP_647537 O75882 ATRN_HUMANExtracellular (Potential).|Kelch 3. 2CCTTGTGCAAGGGGGTTACGG0.502

+ 30 4617RALGAPB_uc002xix.2_Frame_Shift_Del_p.P1451fs|RALGAPB_uc002xiy.1_Intron|RALGAPB_uc002xiz.2_Frame_Shift_Del_p.P1233fsNM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2CTCCTACAGTCCCCCCCATGT0.428

+ 1 368_369FAM83D_uc002xjf.2_In_Frame_Ins_p.116_117insANM_030919 NP_112181 Q9H4H8 FA83D_HUMAN 3GAGAGGAGGGCgcggcggcggc0.619

- 7 859_860 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN PH. 6CAGAGATCTTTAACAAAGTCCC0.545

- 2 2489_2490KCNB1_uc002xus.1_Frame_Shift_Ins_p.P775fsNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2GGGAGGCTTTTGGGGGGGCTGG0.545

- 12 2865_2866 NM_003185 NP_003176 O00268 TAF4_HUMAN 3TCCTTCCTCTGCTTTTCGATTT0.525 rs138584893

+ 4 334KCNJ15_uc002yww.2_Frame_Shift_Del_p.T11fs|KCNJ15_uc002ywx.2_Frame_Shift_Del_p.T11fsNM_002243 NP_002234 Q99712 IRK15_HUMANCytoplasmic (By similarity). 6ATGTCCAGCACCCCCCTGGTG0.522

- 42 7065BRWD1_uc010goc.1_Frame_Shift_Del_p.L952fsNM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4GAACCCCCTTAAAAAAAGCAT0.323

+ 5 602DIP2A_uc011afy.1_Frame_Shift_Del_p.S76fs|DIP2A_uc011afz.1_Frame_Shift_Del_p.S140fs|DIP2A_uc002zjl.2_Frame_Shift_Del_p.S140fs|DIP2A_uc002zjm.2_Frame_Shift_Del_p.S140fs|DIP2A_uc010gql.2_Frame_Shift_Del_p.S140fs|DIP2A_uc002zjn.2_Frame_Shift_Del_p.S140fsNM_015151 NP_055966 Q14689 DIP2A_HUMAN 2TCGTCTGCCTCAGAAGATGAG0.592

+ 2 884 CRKL_uc002ztg.1_RNANM_005207 NP_005198 P46109 CRKL_HUMAN SH3 1. 0AAGATAACCTGGAATATGTAC0.433

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 CTTACCTGGGcatcatcatcatc0.261

+ 8 1121_1122NF2_uc003afy.3_Frame_Shift_Ins_p.N226fs|NF2_uc003afz.3_Frame_Shift_Ins_p.N143fs|NF2_uc003agf.3_Frame_Shift_Ins_p.N226fs|NF2_uc003agb.3_Frame_Shift_Ins_p.N149fs|NF2_uc003agc.3_Frame_Shift_Ins_p.N188fs|NF2_uc003agd.3_RNA|NF2_uc003agg.3_Frame_Shift_Ins_p.N226fs|NF2_uc003aga.3_Frame_Shift_Ins_p.N184fs|NF2_uc003agh.3_Frame_Shift_Ins_p.N185fs|NF2_uc003agi.3_Frame_Shift_Ins_p.N143fs|NF2_uc003agj.3_Intron|NF2_uc003agk.3_Frame_Shift_Ins_p.N188fsNM_000268 NP_000259 P35240 MERL_HUMAN FERM.p.?(2)|p.L127_D382del(1)|p.N226_E270del(1)|p.N226fs*25(1)|p.L140_P252del(1)728ATCCACAGAATAAAAAGGGCAC0.48

- 27 3737_3738 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TCAGGATGTTCACCTCCTGCTC0.614

- 22 3016_3018MYH9_uc003aph.1_In_Frame_Del_p.E793delNM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11GCTGGCAGCGCTCCTCCTCCTCC0.665

+ 3 268EIF3L_uc003aue.1_Frame_Shift_Del_p.K61fs|EIF3L_uc011ann.1_Frame_Shift_Del_p.K61fs|EIF3L_uc003aug.2_5'UTRNM_016091 NP_057175 Q9Y262 EIF3L_HUMAN 1GTATTTCCACAAAACTGTCTC0.443

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1TGTTCCAGAGGATGATGATGATG0.478 rs141840500

- 1 871_873TCF20_uc003bck.1_In_Frame_Del_p.S246del|TCF20_uc003bnt.2_In_Frame_Del_p.S246delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5GGTGAAGGGAaggaggaggagga0.438

- 7 1008_1009POLDIP3_uc011app.1_Frame_Shift_Del_p.C224fs|POLDIP3_uc003bcv.2_Frame_Shift_Del_p.C274fs|POLDIP3_uc011apq.1_Frame_Shift_Del_p.C320fs|POLDIP3_uc010gza.2_RNA|POLDIP3_uc011apr.1_RNA|POLDIP3_uc010gzb.1_IntronNM_032311 NP_115687 Q9BY77 PDIP3_HUMAN RRM. 0TTGAGGGCCCCACACACACAGA0.559

+ 4 644_646uc003bqe.1_5'Flank|uc010hce.1_5'Flank|BHLHE40_uc011asw.1_5'UTRNM_003670 NP_003661 O14503 BHE40_HUMAN 1CCTAATTGATCAGCAGCAGCAGA0.438 rs147291233

+ 16 2116 NM_014296 NP_055111 Q9Y6W3 CAN7_HUMAN Domain III. 1GACTGATGGGAAAAAAGTTTA0.289

- 16 3037_3039ERC2_uc003dhq.1_RNANM_015576 NP_056391 O15083 ERC2_HUMAN Poly-His. 2 gtggtggtgatggtggtggtggt 0.389

- 16 4234_4236POLQ_uc003eed.2_In_Frame_Del_p.K541delNM_199420 NP_955452 O75417 DPOLQ_HUMAN 11TGTGACACTCCTTCTGAAAAGAG0.448

+ 6 1298PARP14_uc010hrk.2_RNA|PARP14_uc003efr.2_Frame_Shift_Del_p.I130fs|PARP14_uc003efs.1_Frame_Shift_Del_p.I130fsNM_017554 NP_060024 Q460N5 PAR14_HUMAN 6GGGACACCATAAAAAATGATG0.398

- 3 790_791MBD4_uc003emi.1_Frame_Shift_Del_p.S205fs|MBD4_uc003emj.1_Frame_Shift_Del_p.S205fs|MBD4_uc003emk.1_Intron|MBD4_uc011bkw.1_Frame_Shift_Del_p.S205fsNM_003925 NP_003916 O95243 MBD4_HUMAN 2AAGTAAAGTTAGAGAGTCCTCT0.416

+ 11 1582_1583CEP63_uc003eql.1_Frame_Shift_Del_p.L332fs|CEP63_uc003eqm.2_Frame_Shift_Del_p.L332fs|CEP63_uc003eqn.1_Frame_Shift_Del_p.L378fs|CEP63_uc003eqp.1_Frame_Shift_Del_p.L7fsNM_025180 NP_079456 Q96MT8 CEP63_HUMAN Potential. 1TATGAAGAACTGAAGAGGATGG0.351

+ 29 4276_4278MED12L_uc011bnz.1_In_Frame_Del_p.V1274del|P2RY12_uc011boa.1_Intron|P2RY12_uc003eyx.1_Intron|MED12L_uc003eyy.1_In_Frame_Del_p.V577delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7GGTGTATGGTTGGTGGCCCCCCT0.527

+ 2 800SKIL_uc011bps.1_Frame_Shift_Del_p.K10fs|SKIL_uc003fgv.2_Frame_Shift_Del_p.K30fs|SKIL_uc003fgw.2_Frame_Shift_Del_p.K30fsNM_005414 NP_005405 P12757 SKIL_HUMAN 3CCCCCCAGCGAAAAAAATGAT0.438

- 2 5329MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0TGGATGCTGAGGAAGTGTCGG0.567

+ 1 3006_3007 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.465

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0CTGCTCACACATGCCCATGTGG0.644 rs144787346

+ 1 3344_3345 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACGTGCCCA0.693

+ 1 4053_4054 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACACGTGCC0.658

+ 17 3256_3257TBC1D1_uc011byd.1_Intron|TBC1D1_uc010ifd.2_Frame_Shift_Del_p.L758fs|TBC1D1_uc003gtd.2_5'FlankNM_015173 NP_055988 Q86TI0 TBCD1_HUMANRab-GAP TBC. 1CCTGGTTCCTCACCATGTTTGC0.535



- 5 391CSN2_uc003het.3_Frame_Shift_Del_p.F125fsNM_001891 NP_001882 P05814 CASB_HUMAN 0TTTGAGGGTCAAAAAAGGGTA0.473

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

- 3 2265MAML3_uc011chd.1_IntronNM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1TGAGtgctgttgctgctgctgctgctgct0.263

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

+ 4 1030_1031 NM_002439 NP_002430 P20585 MSH3_HUMANInteraction with EXO1. 4ATAGATTCTTTGGGGAAGATGC0.347

+ 15 2297_2299RASGRF2_uc011ctn.1_RNANM_006909 NP_008840 O14827 RGRF2_HUMAN 12TCCAGCAGTCCCACCACCACCAC0.562

+ 21 2611_2613WDR36_uc010jbu.2_IntronNM_139281 NP_644810 Q8NI36 WDR36_HUMAN 2CTTGAAACTTGAAGAAGGACTGG0.251

+ 6 912_914CTNNA1_uc011cyx.1_In_Frame_Del_p.G173del|CTNNA1_uc011cyy.1_In_Frame_Del_p.G153del|CTNNA1_uc003ldi.2_Intron|CTNNA1_uc003ldj.2_In_Frame_Del_p.G276delNM_001903 NP_001894 P35221 CTNA1_HUMAN 11GCACCAGGGTGGAGGAGGAGGAG0.512

+ 6 1328LARP1_uc003lvo.2_Frame_Shift_Del_p.A223fs|LARP1_uc010jie.1_Frame_Shift_Del_p.A95fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4GTGCCCGTGGCCCCCCCCACC0.642

+ 4 629_630 NM_145049 NP_659486 Q8WVY7 UBCP1_HUMAN 1ACTTTGATATTGAAGATGAAGT0.312

+ 5 996 NM_003862 NP_003853 O76093 FGF18_HUMAN 0ACGTGGGCTTCACCAAGAAGG0.607

+ 5 1860NSD1_uc003mft.3_Frame_Shift_Del_p.G305fs|NSD1_uc003mfs.1_Frame_Shift_Del_p.G471fs|NSD1_uc011dfx.1_Frame_Shift_Del_p.G222fsNM_022455 NP_071900 Q96L73 NSD1_HUMAN 3CTTCCTGTGGAAAAAACACTG0.423

- 4 1510_1512TUBB2B_uc010jnj.2_In_Frame_Del_p.E403del|TUBB2B_uc010jnk.2_In_Frame_Del_p.E368del|TUBB2B_uc003mvh.2_In_Frame_Del_p.E413del|uc011dhu.1_RNANM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1TCGTCCTCGCCCTCCTCCTCCTC0.65

- 14 1681_1682DST_uc003pcz.3_Frame_Shift_Del_p.E373fs|DST_uc011dxj.1_Frame_Shift_Del_p.E402fs|DST_uc011dxk.1_Frame_Shift_Del_p.E413fs|DST_uc011dxl.1_Frame_Shift_Del_p.E402fs|DST_uc003pcy.3_5'Flank|DST_uc003pdb.2_5'Flank|DST_uc003pdc.3_5'Flank|DST_uc003pdd.3_5'Flank|DST_uc003pde.2_Frame_Shift_Del_p.E489fsNM_001144769 NP_001138241 Q03001 DYST_HUMAN 14CGAAGGGCCTTCTCTCTCTCTA0.441

- 2 894 NM_002031 NP_002022 P42685 FRK_HUMAN SH2. 6AGAATTCTCCTTTTTGGCTTT0.398

- 2 894SHPRH_uc003qld.2_Frame_Shift_Del_p.K165fs|SHPRH_uc003qle.2_Frame_Shift_Del_p.K165fs|SHPRH_uc003qlg.1_5'UTR|SHPRH_uc003qlj.1_Frame_Shift_Del_p.K54fs|SHPRH_uc003qlk.1_Frame_Shift_Del_p.K165fsNM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN p.E166fs*7(1) 3TCATCGGTTCTTTTTTTTGTT0.363

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

- 12 1527_1528WDR27_uc010kkw.1_5'Flank|WDR27_uc003qwx.2_5'Flank|WDR27_uc003qwy.2_5'Flank|WDR27_uc011egw.1_5'Flank|WDR27_uc010kkx.2_5'Flank|C6orf120_uc003qxb.2_3'UTR|PHF10_uc011egz.1_Frame_Shift_Ins_p.P481fsNM_018288 NP_060758 Q8WUB8 PHF10_HUMAN 1TCCTGGGTGTTGGGGGGGCCCG0.391

+ 2 1295C7orf50_uc003sju.2_Intron|C7orf50_uc011jvt.1_Intron|C7orf50_uc011jvu.1_Intron|GPER_uc003sjz.1_Frame_Shift_Del_p.H302fs|GPER_uc003ska.1_Frame_Shift_Del_p.H302fs|GPER_uc003skb.2_Frame_Shift_Del_p.H302fsNM_001098201 NP_001091671 Q99527 GPER_HUMANExtracellular (Potential). 1GCCATGCCCACCCCCTCACGG0.627

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

- 4 706TRA2A_uc011jzb.1_RNA|TRA2A_uc011jzc.1_Frame_Shift_Del_p.F63fs|TRA2A_uc011jzd.1_Frame_Shift_Del_p.F63fs|TRA2A_uc010kuo.1_RNANM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1CAAAATACACAAAAGCAAATC0.368

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

+ 4 952_953 NM_001159279 NP_001152751 2TCTTTAGCCGCTCAACACTTAC0.416

+ 4 1034_1036 NM_001159279 NP_001152751 2CTTTAGCCGCTCTTCAACACTTA0.419

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

- 21 3334PEX1_uc011khr.1_Frame_Shift_Del_p.S872fs|PEX1_uc010ley.2_Frame_Shift_Del_p.S1023fs|PEX1_uc011khs.1_Frame_Shift_Del_p.S758fsNM_000466 NP_000457 O43933 PEX1_HUMAN 2GAAGACAGACTTAGGTCACTA0.373

+ 72 11555_11556TRRAP_uc011kis.1_Frame_Shift_Ins_p.H3753fs|TRRAP_uc003upr.2_Frame_Shift_Ins_p.H3488fs|TRRAP_uc003ups.2_5'FlankNM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37TTGCTTGGCACAAAAAAACACA0.55

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606

- 13 2332MCM7_uc003usv.1_Frame_Shift_Del_p.A432fs|MCM7_uc003usx.1_Frame_Shift_Del_p.A432fs|uc003usy.1_5'Flank|MIR25_hsa-mir-25|MI0000082_5'Flank|uc003usz.1_5'Flank|MIR93_hsa-mir-93|MI0000095_5'Flank|uc003uta.1_5'Flank|MIR106B_hsa-mir-106b|MI0000734_5'FlankNM_005916 NP_005907 P33993 MCM7_HUMANInteraction with ATRIP. 0CGCAGGATAGCCAGCAGGGTC0.547

+ 1 924_926ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_5'UTRNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1ACAGCACCACCAGCAGCAGCAGG0.65

+ 4 467 NM_001283 NP_001274 P61966 AP1S1_HUMAN 0AGTTTTTGATGGGGGGGGATG0.562

+ 5 743CBLL1_uc011kme.1_Frame_Shift_Del_p.E17fs|CBLL1_uc011kmf.1_Frame_Shift_Del_p.E137fsNM_024814 NP_079090 Q75N03 HAKAI_HUMAN RING-type. 5ATTTTACATGAAAAAAAGGGA0.269

- 4 1558_1559 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5TCACAGTATTCCGAGCTAGTTG0.535

+ 4 1161CHRM2_uc003vtg.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vtj.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vtk.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vtl.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vtm.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vti.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vto.1_Frame_Shift_Del_p.F180fs|CHRM2_uc003vtn.1_Frame_Shift_Del_p.F180fs|uc003vtp.1_IntronNM_001006630 NP_001006631 P08172 ACM2_HUMANExtracellular (By similarity). 5CTACATTCAGTTTTTTTCCAA0.498

- 10 1269 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290TAATGAGGCAGGGGGGGTAGC0.428

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 9 2677_2679DLC1_uc003wwk.1_In_Frame_Del_p.S308del|DLC1_uc003wwl.1_In_Frame_Del_p.S342del|DLC1_uc011kxx.1_In_Frame_Del_p.S234delNM_182643 NP_872584 Q96QB1 RHG07_HUMAN Poly-Ser. 7TCTCCGACTGGCTGCTGCTGCTG0.621 rs137989738

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

- 4 555_556LACTB2_uc003xyp.2_Frame_Shift_Del_p.E155fsNM_016027 NP_057111 Q53H82 LACB2_HUMAN 1ATTTTCCTCTTCTAAGAGTAGA0.371

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0TGATGAGACATTTTTTTACCA0.423

- 5 730_731 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0GCCAGAGTGTTGAACCTCAGTT0.317

+ 12 1711ESRP1_uc003ygr.3_Frame_Shift_Del_p.K510fs|ESRP1_uc003ygs.3_Frame_Shift_Del_p.K510fs|ESRP1_uc003ygt.3_Frame_Shift_Del_p.K510fs|ESRP1_uc003ygu.3_Frame_Shift_Del_p.K510fs|ESRP1_uc003ygv.2_Frame_Shift_Del_p.K350fs|ESRP1_uc003ygw.2_Frame_Shift_Del_p.K350fsNM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. 4GAAGTGTCATAAAAAAAACAT0.438

- 38 5023UBR5_uc003yks.1_Frame_Shift_Del_p.D1664fsNM_015902 NP_056986 O95071 UBR5_HUMAN 28TGAGAATCATCTTCAGAAAAG0.353

- 56 8985CSMD3_uc003yns.2_Frame_Shift_Del_p.S2144fs|CSMD3_uc003ynt.2_Frame_Shift_Del_p.S2902fs|CSMD3_uc011lhx.1_Frame_Shift_Del_p.S2773fsNM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential).|Sushi 20. 63TTTCTCTTTTAGAATTGGCTG0.303

+ 3 780_781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2AAAGCCAGTCCAAAAAACTCCA0.49

- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2CAATTTCGTCAAAAAAAATAA0.413

+ 14 2027 uc003yqx.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN 11GACTTCCTGGTAGGTGACTCT0.488



- 32 9448_9450PLEC_uc003zab.1_In_Frame_Del_p.I2956del|PLEC_uc003zac.1_In_Frame_Del_p.I2960del|PLEC_uc003zad.2_In_Frame_Del_p.I2956del|PLEC_uc003zae.1_In_Frame_Del_p.I2924del|PLEC_uc003zag.1_In_Frame_Del_p.I2934del|PLEC_uc003zah.2_In_Frame_Del_p.I2942del|PLEC_uc003zaj.2_In_Frame_Del_p.I2983delNM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9ATGATGATCTTGATGATCTTCTC0.616

- 10 1683TFE3_uc004dmc.3_Frame_Shift_Del_p.G377fsNM_006521 NP_006512 P19532 TFE3_HUMAN 197CTGGGCAGGTCCCCCCCCTAC0.647

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

+ 1 595 NM_015686 NP_056501 O75949 F155B_HUMAN 2CCCCTCCGCCAAAAAAAACTT0.592

+ 16 2323BCYRN1_uc011mpt.1_Intron|OGT_uc004eab.1_Frame_Shift_Del_p.T692fs|OGT_uc004eac.2_Frame_Shift_Del_p.T563fs|OGT_uc004ead.2_Frame_Shift_Del_p.T321fsNM_181672 NP_858058 O15294 OGT1_HUMAN 5TGCCCCACACTTTTTTTATTG0.398

- 3 364 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN Glu-rich. 1CTTGCCCTGCTTTTCCTGGCT0.418

+ 3 1003_1004RGAG1_uc011msr.1_Frame_Shift_Del_p.G253fsNM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4TCTAGCCTCTGGAGAGATATCT0.5

+ 3 421STAG2_uc004eua.2_Frame_Shift_Del_p.E28fs|STAG2_uc004eub.2_Frame_Shift_Del_p.E28fs|STAG2_uc004euc.2_Frame_Shift_Del_p.E28fs|STAG2_uc004eud.2_Frame_Shift_Del_p.E28fs|STAG2_uc004eue.2_Frame_Shift_Del_p.E28fsNM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5CACAGATTTTGAAGATATCGA0.308

+ 15 8000GPR112_uc010nsb.1_Frame_Shift_Del_p.R2365fsNM_153834 NP_722576 Q8IZF6 GP112_HUMANExtracellular (Potential). 12GCTGTGCTGCGGGGGGACCAC0.532

+ 4 1210_1212MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCTGTGAGCTCCTCCTCCTCC0.483rs138660605;rs141900922

+ 7 512_514ZNF185_uc011myg.1_In_Frame_Del_p.E165del|ZNF185_uc011myh.1_In_Frame_Del_p.E165del|ZNF185_uc011myi.1_In_Frame_Del_p.E165del|ZNF185_uc011myj.1_In_Frame_Del_p.E165del|ZNF185_uc011myk.1_In_Frame_Del_p.E165del|ZNF185_uc004fgw.3_In_Frame_Del_p.E30del|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'FlankNM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3AGGGGACACCgaggaggaggagg0.522

- 23 3222L1CAM_uc004fjc.2_Frame_Shift_Del_p.P1038fs|L1CAM_uc010nuo.2_Frame_Shift_Del_p.P1033fsNM_000425 NP_000416 P32004 L1CAM_HUMANFibronectin type-III 5.|Extracellular (Potential). 9GGCCCTCCTTGGGGACCCAGG0.587

- 14 3808_3809 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11TTCTTCCTGAATTTTTTTTTCT0.327

+ 3 2072ARID1A_uc001bmt.1_Frame_Shift_Del_p.Q567fs|ARID1A_uc001bmu.1_Frame_Shift_Del_p.Q567fs|ARID1A_uc001bmw.1_Frame_Shift_Del_p.Q184fsNM_006015 NP_006006 O14497 ARI1A_HUMAN Poly-Gln. NA 142GCAACCTCAGCAGCCAGCACC0.637

- 4 361_362RIT1_uc010pgr.1_Frame_Shift_Del_p.Y22fsNM_006912 NP_008843 Q92963 RIT1_HUMAN NA 1ATCCTGATCTTATAAGCATCTT0.371

+ 5 534_535MBD6_uc001sok.1_5'Flank|MBD6_uc001sol.1_5'FlankNM_052897 NP_443129 Q96DN6 MBD6_HUMAN NA 4GTGCAACCACCGGCGGAAAGCT0.579

- 38 5554CEP290_uc001taq.2_Frame_Shift_Del_p.K797fsNM_025114 NP_079390 O15078 CE290_HUMAN Potential. NA 7TTGTTTCTCCTTCAAGGCTAA0.313

- 5 538_539IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_5'UTR|IPO4_uc001wmx.1_5'UTR|IPO4_uc001wmy.1_5'UTR|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Frame_Shift_Del_p.E136fsNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN NA 1GTGATGGTACCTCTCTCTCTGG0.559

- 4 1894_1896BCL11B_uc001ygb.2_In_Frame_Del_p.E472delNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Glu-rich. NA 10 CCAGTAGCAGctcctcctcctcc0.517

+ 15 1583PDE8A_uc002bli.2_Frame_Shift_Del_p.T419fs|PDE8A_uc010bnc.2_Frame_Shift_Del_p.T218fs|PDE8A_uc010bnd.2_Frame_Shift_Del_p.T218fs|PDE8A_uc002blj.2_Frame_Shift_Del_p.T85fs|PDE8A_uc002blk.2_Frame_Shift_Del_p.T85fsNM_002605 NP_002596 O60658 PDE8A_HUMAN NA 4GTTCTTTCAACAAAAAGTAAG0.303

+ 13 1393TSC2_uc010bsd.2_Frame_Shift_Del_p.Y429fs|TSC2_uc002coo.2_Frame_Shift_Del_p.Y429fs|TSC2_uc010uvv.1_Frame_Shift_Del_p.Y392fs|TSC2_uc010uvw.1_Frame_Shift_Del_p.Y380fs|TSC2_uc002cop.2_Frame_Shift_Del_p.Y229fsNM_000548 NP_000539 P49815 TSC2_HUMAN NA 10TGATCTCCTATAGAGCGCAGT0.602 rs45493394

+ 5 712CMIP_uc002fgq.1_Splice_Site_p.N120_splice|CMIP_uc010vnq.1_Splice_Site_p.N27_splice|CMIP_uc002fgr.1_Splice_Site_p.N61_spliceNM_198390 NP_938204 Q8IY22 CMIP_HUMAN NA 0TCAATCCTTTAGAACACAAACT0.446

+ 10 1094ATP6V0A1_uc002hzq.2_Frame_Shift_Del_p.L309fs|ATP6V0A1_uc002hzs.2_Frame_Shift_Del_p.L316fs|ATP6V0A1_uc010wgj.1_Frame_Shift_Del_p.L266fs|ATP6V0A1_uc010wgk.1_Frame_Shift_Del_p.L266fs|ATP6V0A1_uc010cyg.2_Intron|ATP6V0A1_uc010wgl.1_Frame_Shift_Del_p.L168fsNM_001130021 NP_001123493 Q93050 VPP1_HUMANCytoplasmic (Potential).NA 1CCCTGAACCTGTGCAACATAG0.527

+ 3 1547BAHCC1_uc002kae.2_5'FlankNM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN NA 1GGCGGGAAGGCCCCCCAGGCC0.652

- 4 1505SPPL2B_uc010dsw.1_IntronNM_198532 NP_940934 Q6ZS72 CS035_HUMAN NA 1CACAGCAGCGCCAGGGCCTGG0.682

- 12 1196_1197STAP2_uc002mac.2_Frame_Shift_Del_p.G413fs|STAP2_uc002mad.2_Frame_Shift_Del_p.G305fsNM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN NA 1CAGCTTCCTGCCCAAGCCACCA0.337

- 11 1313_1315 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANGlu-rich.|Potential. NA 3 TCGTCAGGCAcctcctcctcctc0.433

+ 11 1633_1634KIRREL2_uc002obz.3_Frame_Shift_Del_p.T474fs|KIRREL2_uc002oca.3_Frame_Shift_Del_p.T424fs|KIRREL2_uc002occ.3_Frame_Shift_Del_p.T421fs|KIRREL2_uc002ocd.3_Frame_Shift_Del_p.T471fsNM_199180 NP_954649 Q6UWL6 KIRR2_HUMANIg-like C2-type 5.|Extracellular (Potential).NA 3ATTTCGGGGACCCAGGAGTCTG0.668

+ 18 5228 NM_015073 NP_055888 O60292 SI1L3_HUMAN NA 2ACGTGCTCTTCACCAGCACCT0.756

- 8 1171_1172GTF3C3_uc010zgu.1_Frame_Shift_Ins_p.T361fs|GTF3C3_uc002utu.2_Frame_Shift_Ins_p.T361fs|GTF3C3_uc002utt.3_Frame_Shift_Ins_p.T36fsNM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 6. NA 7TTCTTCTGAAGTTTTTTTTTCC0.337

- 23 3555CADPS_uc003dlj.1_Frame_Shift_Del_p.E15fs|CADPS_uc003dlk.1_Frame_Shift_Del_p.E513fs|CADPS_uc003dlm.2_Frame_Shift_Del_p.E1026fs|CADPS_uc003dln.2_Frame_Shift_Del_p.E986fsNM_003716 NP_003707 Q9ULU8 CAPS1_HUMANMHD1.|Interaction with DRD2.NA 3AAAACAGATCTTCTGAGGTGC0.488

+ 4 1374_1375 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN NA 0TCGCTGGGGACccgccgccgcc0.505

- 4 773_774FAM83H_uc010mfk.1_5'FlankNM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN NA 3CGGCACAGTCCACCAGCAGGAA0.658

+ 14 1705CCDC22_uc004dnc.1_RNANM_014008 NP_054727 O60826 CCD22_HUMAN Potential. NA 1GATCTTGTCTGATACGAAGGA0.567

+ 8 892_893ATAD3B_uc001afx.2_Frame_Shift_Del_p.A218fsNM_031921 NP_114127 Q5T9A4 ATD3B_HUMAN 0GTCTACTCAGCCAAGAATGCGA0.683

+ 6 1188 uc001gof.1_Intron NM_033343 NP_203129 Q969G2 LHX4_HUMAN 1TCCCTGCCATCCCACGCTCCT0.562

+ 3 638PGBD2_uc001ifg.2_Intron|PGBD2_uc009xhd.2_Frame_Shift_Del_p.Y161fsNM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1ACCAATCGTTATGCTTGGCAG0.378

+ 15 2195CHAT_uc001jhv.1_Frame_Shift_Del_p.C563fs|CHAT_uc001jhx.1_Frame_Shift_Del_p.C563fs|CHAT_uc001jhy.1_Frame_Shift_Del_p.C563fs|CHAT_uc001jia.2_Frame_Shift_Del_p.C563fs|CHAT_uc010qgs.1_IntronNM_020549 NP_065574 P28329 CLAT_HUMAN 3TATGGTGCCTGCTACAACCCC0.522

+ 23 3324ZMIZ1_uc001kag.2_Frame_Shift_Del_p.P794fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.P71fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN Pro-rich. 4CATGCACGGGCCCCCCCAGCT0.597

+ 2 1449PSD_uc001kvg.1_5'Flank|PSD_uc001kvh.1_5'Flank|PSD_uc009xxd.1_5'Flank|PSD_uc001kvi.1_5'Flank|FBXL15_uc001kvj.1_Frame_Shift_Del_p.Q45fs|FBXL15_uc001kvl.1_Frame_Shift_Del_p.Q132fsNM_024326 NP_077302 Q9H469 FXL15_HUMAN F-box. 1GCTCCGGCTGCAGCGCGTTAG0.711

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

- 7 1231_1232AMBRA1_uc010rgt.1_5'Flank|AMBRA1_uc009ylc.1_Frame_Shift_Del_p.R291fs|AMBRA1_uc001ncu.1_Intron|AMBRA1_uc001ncv.2_Intron|AMBRA1_uc001ncw.2_Intron|AMBRA1_uc001ncx.2_Frame_Shift_Del_p.R291fsNM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3GACCCGCTGTCGGAGCCTGATG0.629

- 27 3487CKAP5_uc009ylg.1_Frame_Shift_Del_p.K1012fs|CKAP5_uc001ndj.1_Frame_Shift_Del_p.K1126fs|CKAP5_uc001ndh.1_Frame_Shift_Del_p.K55fsNM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2AGCTTTGGCCTTTTTTGGATC0.323

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1AGGAGATACCAAAAAAAAGCG0.537

+ 5 419VEGFB_uc001nyx.2_Frame_Shift_Del_p.K127fsNM_003377 NP_003368 P49765 VEGFB_HUMAN 0TTTCAGACCTAAAAAAAAGGA0.388

- 30 5914ODZ4_uc001ozk.3_Frame_Shift_Del_p.K42fs|ODZ4_uc009yvb.1_Frame_Shift_Del_p.K401fsNM_001098816 NP_001092286 Q6N022 TEN4_HUMANExtracellular (Potential). 4GAGCCTGCTCTTTGCGCTGGC0.672

- 1 420_422 NM_007037 NP_008968 Q9UP79 ATS8_HUMAN 1 cgggccagcggcagcagcagcag0.374rs10548872;rs11222097



- 11 1272_1273RAD52_uc001qit.1_RNA|RAD52_uc010sdt.1_Frame_Shift_Del_p.W309fs|RAD52_uc001qiu.1_Frame_Shift_Del_p.W386fs|RAD52_uc001qiv.1_RNA|RAD52_uc001qiw.1_RNANM_134424 NP_602296 P43351 RAD52_HUMAN 1GTTTGGAGGTCCCAAGATCCAG0.465

- 3 297XPO4_uc010tcr.1_Frame_Shift_Del_p.K13fsNM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3CGATGCTACCTTTTTCCAAGA0.433

+ 1 31_33NDRG2_uc010tll.1_IntronNM_138331 NP_612204 Q8TDE3 RNAS8_HUMAN 0ATGCTGCCCCCTGCTGCTGCTGC0.557

- 11 2887KCNH5_uc001xfy.2_3'UTRNM_139318 NP_647479 Q8NCM2 KCNH5_HUMANCAD (involved in subunit assembly) (By similarity).|Cytoplasmic (Potential).9TGGGGTACGCTTTTTTCCGAC0.473

- 36 6843ZFYVE26_uc010tsz.1_RNA|ZFYVE26_uc001xkb.2_Frame_Shift_Del_p.G81fsNM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11CAAGTACTTTCCCCAGCTCTC0.433

- 21 6718TRIP11_uc010auf.1_Frame_Shift_Del_p.L1713fsNM_004239 NP_004230 Q15643 TRIPB_HUMAN 13CTATTGCTTTAAAAGGTCTTT0.423

- 4 1894_1896BCL11B_uc001ygb.2_In_Frame_Del_p.E472delNM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Glu-rich. 10 CCAGTAGCAGctcctcctcctcc0.517

+ 11 1696_1698SPINT1_uc001znb.2_In_Frame_Del_p.H485del|SPINT1_uc001znc.2_In_Frame_Del_p.H485del|SPINT1_uc010ucs.1_In_Frame_Del_p.H492delNM_181642 NP_857593 O43278 SPIT1_HUMAN 1CTTCCACGGACACCACCACCACC0.586

- 65 8481_8482FBN1_uc010beo.1_RNANM_000138 NP_000129 P35555 FBN1_HUMAN 3CATTGATCTTACACTCGTAACA0.51

- 14 1841_1842SCAPER_uc002bbx.2_Frame_Shift_Del_p.M348fs|SCAPER_uc002bbz.1_Frame_Shift_Del_p.M465fs|SCAPER_uc002bca.1_Frame_Shift_Del_p.M459fs|SCAPER_uc002bcb.1_Frame_Shift_Del_p.M600fsNM_020843 NP_065894 Q9BY12 SCAPE_HUMAN Glu-rich. 3AATTTTTCTTCCATCATCCTGC0.371

+ 19 2026POLR3E_uc002dkj.1_3'UTR|POLR3E_uc002dkm.2_Frame_Shift_Del_p.P588fs|POLR3E_uc010vbr.1_Frame_Shift_Del_p.P624fs|POLR3E_uc002dkl.2_Frame_Shift_Del_p.P624fs|POLR3E_uc010vbs.1_Frame_Shift_Del_p.P588fs|POLR3E_uc010vbt.1_Frame_Shift_Del_p.P568fsNM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2TGGTCAGTTTCCCCCCCAGAC0.562

+ 4 271NUTF2_uc010vkf.1_Frame_Shift_Del_p.R87fs|NUTF2_uc002euq.3_5'FlankNM_005796 NP_005787 P61970 NTF2_HUMAN 0TCTCTCTTGTAGAGCCTTCCGT0.554 rs111772962

- 7 934PLSCR3_uc002ggl.2_Frame_Shift_Del_p.G218fs|PLSCR3_uc002ggq.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggn.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggo.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc002ggp.1_Frame_Shift_Del_p.G73fs|PLSCR3_uc002ggr.1_Frame_Shift_Del_p.G242fs|PLSCR3_uc010cmg.1_Frame_Shift_Del_p.G242fsNM_020360 NP_065093 Q9NRY6 PLS3_HUMANCytoplasmic (By similarity). 0TCGGACCAGGCCCCCCCACTG0.612

- 14 1854SPAG9_uc002itb.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itd.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itf.2_Frame_Shift_Del_p.R370fs|SPAG9_uc002ita.2_Frame_Shift_Del_p.R392fs|SPAG9_uc002ite.2_Frame_Shift_Del_p.R379fsNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5ATGCTTGACCTTTTTTTTTCC0.323

- 6 1372_1373ZNF442_uc010xmk.1_Frame_Shift_Del_p.R185fsNM_030824 NP_110451 Q9H7R0 ZN442_HUMAN C2H2-type 3. 4TTCTTTCATGTCTTAGATAGGA0.401

+ 1 303 NM_002446 NP_002437 Q02779 M3K10_HUMAN Poly-Glu. 6AGGAGGAGGAGGGGGCGGTGG0.667

- 5 1643ZNF577_uc010ydd.1_5'Flank|ZNF577_uc002pxx.3_5'Flank|ZNF577_uc002pxv.2_5'Flank|ZNF577_uc002pxw.2_5'Flank|ZNF577_uc010yde.1_5'Flank|ZNF577_uc010ydf.1_IntronNM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3TTCACTGAATCCCCCCGTTTC0.448

- 11 2354MYT1L_uc002qxd.2_Frame_Shift_Del_p.P507fs|MYT1L_uc010ewl.1_RNANM_015025 NP_055840 Q9UL68 MYT1L_HUMANC2HC-type 2. 6CATCACACCCGGGGGTTGGAC0.502 rs114191331

- 3 1031 NM_012344 NP_036476 O95665 NTR2_HUMANExtracellular (Potential). 0CGTAGCAGTACATGAGCCTGC0.597

- 5 632MRPL30_uc002szl.1_Intron|MRPL30_uc002szr.2_IntronNM_138798 NP_620153 Q8WV92 MITD1_HUMAN 2CCTAATTTCTCGGTCATGTAT0.289 rs141265262

- 13 2241EPHA4_uc002vmr.2_Frame_Shift_Del_p.G733fs|EPHA4_uc010zlm.1_Frame_Shift_Del_p.G674fs|EPHA4_uc010zln.1_Frame_Shift_Del_p.G733fsNM_004438 NP_004429 P54764 EPHA4_HUMANProtein kinase.|Cytoplasmic (Potential). 12AATACTTCATCCCAGACCCAA0.453

+ 1 776_805CLIC6_uc002yuf.1_In_Frame_Del_p.VEAGVPAGDS260delNM_053277 NP_444507 Q96NY7 CLIC6_HUMAN13 X 10 AA tandem repeat of G-D-[SNG]- [VIM]-[DEQ]-A-[EAG]-[GDVE]-[PRG]-[LAVP].|12.2GCGGGGGACGGCGTAGAAGCGGGGGTCCCGGCGGGGGACAGCGTAGAAGC0.761rs62213790;rs67358718;rs13049745;rs13048804

+ 7 2100_2108TRIOBP_uc003atu.2_In_Frame_Del_p.SRT439del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT611del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT439delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.579

- 27 3223CLASP2_uc003cfs.2_Frame_Shift_Del_p.M164fs|CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Frame_Shift_Del_p.M557fsNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4TCAGCACCCATTTTTTTTAGT0.343

+ 23 3432DLEC1_uc003chp.1_Frame_Shift_Del_p.S1137fs|DLEC1_uc010hgv.1_Frame_Shift_Del_p.S1140fs|DLEC1_uc003chr.1_Frame_Shift_Del_p.S243fs|DLEC1_uc010hgx.1_RNANM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9ATTTCGGGAGCCCCCAAAACA0.552

- 20 3118CADPS_uc003dlk.1_Frame_Shift_Del_p.E417fs|CADPS_uc003dlm.2_Frame_Shift_Del_p.E930fs|CADPS_uc003dln.2_Frame_Shift_Del_p.E890fsNM_003716 NP_003707 Q9ULU8 CAPS1_HUMANInteraction with DRD2. 3TCCGCATGCTCCACCATTAAA0.448

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0GCCTGCTCACATGTGCCGATGT0.683rs35123539;rs79888804

+ 4 416 NM_144725 NP_653326 Q6PF05 TT23L_HUMAN 1GATTATTTTTGGGGACCATCA0.453

- 6 1240SLCO6A1_uc003kno.2_Intron|SLCO6A1_uc003knp.2_Frame_Shift_Del_p.F356fs|SLCO6A1_uc003knq.2_Frame_Shift_Del_p.F294fsNM_173488 NP_775759 Q86UG4 SO6A1_HUMANCytoplasmic (Potential). 7GTCTGCTGTCAAAAAAATGAA0.299

+ 32 7837_7838DMXL1_uc010jcl.1_Frame_Shift_Del_p.I2552fsNM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2AAAATTATATCGCAAGTCATAC0.441

+ 14 1795_1796 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN Potential. 1CTAAAGGACTGGACTCAAACAA0.465

+ 4 1374_1375 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN 0TCGCTGGGGACccgccgccgcc0.505

- 7 1235_1236IFNGR1_uc011edm.1_Frame_Shift_Del_p.S350fsNM_000416 NP_000407 P15260 INGR1_HUMANCytoplasmic (Potential). 1AGGTGAAGAACTCTCTCTCTCT0.431

+ 6 808PHACTR2_uc010khh.2_Frame_Shift_Del_p.S146fs|PHACTR2_uc010khi.2_Frame_Shift_Del_p.S237fs|PHACTR2_uc003qjr.3_Frame_Shift_Del_p.S157fsNM_014721 NP_055536 O75167 PHAR2_HUMAN 2CCTCTCATTCAAAAAAAACAA0.398

+ 8 1473_1474UNC93A_uc003qvr.2_Frame_Shift_Del_p.S391fsNM_018974 NP_061847 Q86WB7 UN93A_HUMAN 0TGCGTGGAGTCCAAGAACCCGA0.545

+ 13 1827_1828PHTF2_uc003ugp.2_Frame_Shift_Ins_p.F529fs|PHTF2_uc003ugq.3_Frame_Shift_Ins_p.F529fs|PHTF2_uc010ldv.2_Frame_Shift_Ins_p.F529fs|PHTF2_uc003ugt.3_Frame_Shift_Ins_p.F533fs|PHTF2_uc003ugu.3_Frame_Shift_Ins_p.F529fs|PHTF2_uc010ldw.1_Frame_Shift_Ins_p.F349fsNM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1TGTGGATTTTCTTTTTTTTGCT0.307

+ 2 1645PIK3CG_uc003vdu.2_Frame_Shift_Del_p.L520fs|PIK3CG_uc003vdw.2_Frame_Shift_Del_p.L520fsNM_002649 NP_002640 P48736 PK3CG_HUMAN 38CCATTCTTCTGGACAATTACT0.537

+ 6 972FOXP2_uc003vgu.2_Splice_Site|FOXP2_uc003vgz.2_Splice_Site_p.Q225_splice|FOXP2_uc003vha.2_Splice_Site_p.Q108_splice|FOXP2_uc011kmu.1_Splice_Site_p.Q217_splice|FOXP2_uc011kmv.1_Intron|FOXP2_uc010ljz.1_Splice_Site_p.Q108_splice|FOXP2_uc003vgt.1_Splice_Site|FOXP2_uc003vgv.1_Splice_Site_p.Q200_splice|FOXP2_uc003vgx.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhd.2_Splice_Site_p.Q200_splice|FOXP2_uc003vhc.2_Splice_Site_p.Q225_spliceNM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TTTCTGATACcagcagcagcagc0.414 rs111544687

+ 8 921ELP3_uc003xgn.3_Frame_Shift_Del_p.T243fs|ELP3_uc011laq.1_Frame_Shift_Del_p.T186fs|ELP3_uc011lar.1_Frame_Shift_Del_p.T166fs|ELP3_uc011las.1_Frame_Shift_Del_p.T139fs|ELP3_uc011lat.1_Frame_Shift_Del_p.T139fsNM_018091 NP_060561 Q9H9T3 ELP3_HUMAN 0GCTAGAGACACCAACAGGTAA0.463

- 11 1327STAU2_uc011lfg.1_Frame_Shift_Del_p.N192fs|STAU2_uc003xzn.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfh.1_Frame_Shift_Del_p.N260fs|STAU2_uc003xzo.2_Frame_Shift_Del_p.N364fs|STAU2_uc003xzp.2_Frame_Shift_Del_p.N332fs|STAU2_uc011lfi.1_Frame_Shift_Del_p.N326fs|STAU2_uc003xzq.2_Frame_Shift_Del_p.N144fs|STAU2_uc010lzk.2_Frame_Shift_Del_p.N332fs|STAU2_uc010lzl.1_Frame_Shift_Del_p.N192fsNM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0TTCTGCAGCATTTTTTTTGGC0.328

- 5 1330 NM_002546 NP_002537 O00300 TR11B_HUMAN Death 2. 2TTGGTCGCCATTTTTTATTCG0.458

+ 4 1521DMRT2_uc003zgx.3_Frame_Shift_Del_p.D208fs|DMRT2_uc010mgz.2_Frame_Shift_Del_p.D208fs|DMRT2_uc003zgy.3_Frame_Shift_Del_p.D285fs|DMRT2_uc003zhb.3_3'UTR|DMRT2_uc011llt.1_3'UTR|DMRT2_uc011llu.1_3'UTR|DMRT2_uc011llv.1_Frame_Shift_Del_p.D441fsNM_181872 NP_870987 Q9Y5R5 DMRT2_HUMAN 0TCCCATTGTTGACACGGACTC0.532

+ 9 7065ZNF462_uc010mto.2_Frame_Shift_Del_p.C2168fs|ZNF462_uc004bda.2_Frame_Shift_Del_p.C2167fs|ZNF462_uc011lvz.1_Frame_Shift_Del_p.C216fs|ZNF462_uc004bdb.1_Frame_Shift_Del_p.C167fsNM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 24. 5TGTCCTCTCTGCCTCTATCAC0.532

+ 5 602C9orf173_uc004cmj.1_Frame_Shift_Del_p.T198fs|C9orf173_uc011meu.1_Intron|C9orf173_uc010ncd.1_RNA|C9orf173_uc011mev.1_Intron|C9orf173_uc004cml.1_Intron|COBRA1_uc004cmm.3_5'FlankQ8N7X2 CI173_HUMAN 1GAAGGCCACACCCACCTAGGG0.682

- 4 675 NM_000216 NP_000207 P23352 KALM_HUMAN WAP. 4ACAGAGTCTTGGGTACTTGAC0.507

- 7 878_879SNRNP40_uc009vtt.2_5'UTR|SNRNP40_uc010oge.1_Frame_Shift_Del_p.Q278fsNM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0CACATTTCCTTGAAATATCTTT0.391

- 3 127LDLRAD1_uc010onz.1_Intron|LDLRAD1_uc010ooa.1_Intron|LDLRAD1_uc009vzn.1_IntronNM_001010978 NP_001010978 Q5T700 LRAD1_HUMAN 3GAGAGGCAGGCCCCGCGACGT0.672



+ 2 248_249CDC7_uc001dof.2_Frame_Shift_Ins_p.L28fs|CDC7_uc010osw.1_Frame_Shift_Ins_p.L28fs|CDC7_uc009wdc.2_Frame_Shift_Ins_p.L28fsNM_003503 NP_003494 O00311 CDC7_HUMAN 5GAAGGCTCTTTAAAAAAAAACG0.406

+ 31 8393_8394 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANCytoplasmic (Potential). 8GCACAGTACTCCCAAGGGTGGG0.594

+ 9 905FAM40A_uc001dyz.1_Splice_Site_p.C201_splice|FAM40A_uc009wfp.1_Splice_Site_p.C120_spliceNM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4GTCTGTGATGCAGTGCACGCTA0.564

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

- 38 5610HEATR1_uc009xgh.1_Frame_Shift_Del_p.T991fsNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3TGCTTGTAAGTTTTTTTGATG0.438

- 14 1762FOLH1_uc001ngz.2_Frame_Shift_Del_p.S501fs|FOLH1_uc009yly.2_Frame_Shift_Del_p.S486fs|FOLH1_uc009ylz.2_Frame_Shift_Del_p.S486fs|FOLH1_uc009yma.2_Frame_Shift_Del_p.S193fsNM_004476 NP_004467 Q04609 FOLH1_HUMANNAALADase.|Extracellular (Probable). 3GGGGAAGGACTTTTTTTAGTC0.353

+ 6 694_695 NM_014224 NP_055039 P00790 PEPA_HUMAN 1CAGCGATGACAAGAGTGGCAGC0.505

- 2 362_364PDE2A_uc001oso.2_5'UTR|PDE2A_uc010rra.1_In_Frame_Del_p.P33del|PDE2A_uc001osn.2_In_Frame_Del_p.P33del|PDE2A_uc010rrb.1_In_Frame_Del_p.P31del|PDE2A_uc010rrd.1_In_Frame_Del_p.P40del|PDE2A_uc001osq.2_RNANM_002599 NP_002590 O00408 PDE2A_HUMAN 4GCGCATGGCTGCGGCGGCGGCGG0.724

- 39 11819_11827 NM_003482 NP_003473 O14686 MLL2_HUMANPotential.|Gln-rich. 41 tgctgctgctgttgttgaagctgctgctg0.014 rs112586166

+ 2 226ACAD10_uc009zvw.2_Frame_Shift_Del_p.S9fs|ACAD10_uc001tso.3_Frame_Shift_Del_p.S9fs|ACAD10_uc001tsp.2_Frame_Shift_Del_p.S9fs|ACAD10_uc009zvx.2_Frame_Shift_Del_p.S9fsNM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2TGTTTCCAGTCCCCCCGTCTC0.617

+ 3 344_345RFC3_uc001uva.2_Frame_Shift_Ins_p.S78fs|RFC3_uc010ted.1_Frame_Shift_Ins_p.S78fsNM_002915 NP_002906 P40938 RFC3_HUMAN 0AGACTCCATCTAAAAAAAAAAT0.267

+ 20 3443_3444ARID4A_uc001xdo.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc001xdq.2_Frame_Shift_Del_p.Q1063fs|ARID4A_uc010apg.1_Frame_Shift_Del_p.Q741fsNM_002892 NP_002883 P29374 ARI4A_HUMAN 6TAATTGTACAAGAGAGAGAGAG0.381

- 1 985PRKCH_uc010tsa.1_Intron|TMEM30B_uc010apr.1_RNANM_001017970 NP_001017970 Q3MIR4 CC50B_HUMAN 0GAGGTACACTGGGCCCTGGAA0.697

- 18 2031 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2GCGGCGTCCACCAGGCAGAGC0.642

- 7 1499_1501TLE3_uc002ask.2_In_Frame_Del_p.Q71del|TLE3_uc002asl.2_In_Frame_Del_p.Q132del|TLE3_uc010ukd.1_In_Frame_Del_p.Q120del|TLE3_uc010bik.1_Intron|TLE3_uc010bil.1_In_Frame_Del_p.Q127del|TLE3_uc002asn.2_In_Frame_Del_p.Q127del|TLE3_uc002asp.2_In_Frame_Del_p.Q127del|TLE3_uc002aso.2_In_Frame_Del_p.Q127del|TLE3_uc010bim.1_RNANM_005078 NP_005069 Q04726 TLE3_HUMAN Gln-rich. 2TGCGCCTGGAGCTGCTGCTGCTG0.665

- 1 293_295GSPT1_uc002dbu.2_In_Frame_Del_p.15_16GG>G|GSPT1_uc010bux.2_IntronNM_002094 NP_002085 P15170 ERF3A_HUMAN 3 gctgctgctcccgccgccgccgc 0.34

+ 3 715PYDC1_uc002ebo.2_5'FlankNM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0GGAGGTGGAGGTGAGGACTTCA0.599

+ 10 815_816CDK10_uc002fob.2_3'UTR|CDK10_uc002fod.2_Frame_Shift_Del_p.P187fs|CDK10_uc002foe.2_Frame_Shift_Del_p.P187fs|CDK10_uc002fof.2_Frame_Shift_Del_p.P187fs|CDK10_uc002fog.3_Frame_Shift_Del_p.P187fs|CDK10_uc002foh.3_Frame_Shift_Del_p.P187fs|CDK10_uc002foi.2_5'FlankNM_052988 NP_443714 Q15131 CDK10_HUMANProtein kinase. 1GCTGGGCACGCCCAGTGAGAAC0.47

- 9 1040_1041PRDM7_uc002fqo.2_Intron|PRDM7_uc010cjf.2_Intron|PRDM7_uc010cjg.1_Frame_Shift_Del_p.F134fsNM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1CAGGTTCTATAGAAGATCTGCC0.535

- 4 502_503TP53_uc002gig.1_Frame_Shift_Ins_p.Y103fs|TP53_uc002gih.2_Frame_Shift_Ins_p.Y103fs|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_5'Flank|TP53_uc010cng.1_5'Flank|TP53_uc002gii.1_5'Flank|TP53_uc010cnh.1_Frame_Shift_Ins_p.Y103fs|TP53_uc010cni.1_Frame_Shift_Ins_p.Y103fs|TP53_uc002gij.2_Frame_Shift_Ins_p.Y103fs|TP53_uc010cnj.1_5'Flank|TP53_uc002gin.2_Intron|TP53_uc002gio.2_Intron|TP53_uc010vug.1_Frame_Shift_Ins_p.Y64fs|TP53_uc010cnk.1_Frame_Shift_Ins_p.Y118fsNM_001126112 NP_001119584 P04637 P53_HUMANInteraction with HIPK1 (By similarity).||Interaction with WWOX.p.0?(7)|p.G59fs*23(3)|p.Y103*(2)|p.V73fs*9(1)|p.Y103Y(1)|p.Y103_Q104>**(1)|p.W91fs*13(1)|p.Y103_G112>C(1)|p.P13fs*18(1)|p.S33fs*23(1)|p.Y103_L111>L(1)|p.Y103fs*15(1)22245AGCTGCCCTGGTAGGTTTTCTG0.639

- 2 260MYH10_uc002glm.2_Frame_Shift_Del_p.G55fs|MYH10_uc010cnx.2_Frame_Shift_Del_p.G55fsNM_005964 NP_005955 P35580 MYH10_HUMANMyosin head-like. 2AACTTCATCTCCCCGTTCTTC0.443

- 1 174AKAP10_uc002gwp.1_Frame_Shift_Del_p.R13fs|AKAP10_uc010cqw.1_Frame_Shift_Del_p.R13fs|AKAP10_uc010vze.1_5'UTRNM_007202 NP_009133 O43572 AKA10_HUMAN 1CGGAGGGTGCGGGGGGACTGG0.746

+ 2 177ABHD15_uc002hed.1_5'FlankNM_138349 NP_612358 Q8NBR0 P5I13_HUMANExtracellular (Potential). 0TCTGCCTCCGCAGGTAGGAGC0.662

- 2 588 NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN BTB. 1TCCCCCGAGAGGGGGGTGGCT0.527

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1TGGTGTGGGCTTTTTTTTGGA0.294

+ 7 897SERPINB12_uc010xeo.1_Frame_Shift_Del_p.F319fsNM_080474 NP_536722 Q96P63 SPB12_HUMAN 0TCCTGTCCTTCCCCCGGTTCA0.448

+ 1 120_121CRTC1_uc010ebv.2_Frame_Shift_Del_p.S11fsNM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN 519CGGAAATTCAGCGAGAAGATCG0.545

- 6 472C19orf47_uc002ong.2_Frame_Shift_Del_p.P16fs|C19orf47_uc002onh.2_Frame_Shift_Del_p.P90fsNM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2CCGGGCGCCTGGGGGGTGTGC0.612

- 13 1476SMC6_uc010exo.2_Frame_Shift_Del_p.S394fs|SMC6_uc002rcn.2_Frame_Shift_Del_p.S394fs|SMC6_uc002rcp.1_Frame_Shift_Del_p.S420fs|SMC6_uc002rcq.2_Frame_Shift_Del_p.S420fs|SMC6_uc002rcr.1_Frame_Shift_Del_p.S394fsNM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN Potential. 6CTACCCTACCTTTTTTTCAGC0.294

+ 17 10335_10337ALMS1_uc002sjf.1_In_Frame_Del_p.A3369del|ALMS1_uc002sjg.2_In_Frame_Del_p.A2799del|ALMS1_uc002sjh.1_In_Frame_Del_p.A2799delNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9TAGATTCCAGTGCTGCTGCTGCT0.414

- 1 263_265 uc002std.1_5'Flank NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN 3 ccgcGAGCCCcagcagcagcagc0.32 rs72416210

+ 8 7114_7116XIRP2_uc010fpn.2_Intron|XIRP2_uc010fpo.2_Intron|XIRP2_uc010fpp.2_Intron|XIRP2_uc002udy.2_In_Frame_Del_p.P2195del|XIRP2_uc010fpq.2_In_Frame_Del_p.P2148del|XIRP2_uc010fpr.2_Intron|XIRP2_uc010fps.1_IntronNM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14GTTTCTGCCGCCTCCTCCTCCTC0.468

+ 9 1518CYP20A1_uc002uzx.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc010zif.1_Frame_Shift_Del_p.Q307fs|CYP20A1_uc002uzy.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc002uzw.3_RNA|CYP20A1_uc010ftw.2_Frame_Shift_Del_p.Q29fsNM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0GAAGAAGTTCAAAAAAAATTA0.348

+ 2 555_556DSTN_uc002wpq.2_Frame_Shift_Ins_p.M83fs|DSTN_uc010gck.2_Frame_Shift_Ins_p.M83fsNM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2AAGAGTTGATGTTTTTTTTGTG0.356

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANPoly-Glu.|Cytoplasmic (Potential). 0CCTACGATGTGGAGGAGGAGGAG0.547

+ 1 216SH3BGR_uc002yxz.2_IntronNM_007341 NP_031367 P55822 SH3BG_HUMAN 0GGGGTGTGTTGGGGGGAGTCC0.552

+ 35 4221COL18A1_uc002zhg.2_Frame_Shift_Del_p.G985fs|COL18A1_uc002zhi.2_Frame_Shift_Del_p.G1165fs|SLC19A1_uc010gpy.1_Intron|COL18A1_uc002zhj.2_5'UTR|COL18A1_uc002zhk.2_5'FlankNM_130444 NP_569711 P39060 COIA1_HUMANTriple-helical region 9 (COL9). 1GCCCTCCCGGCCCCCCAGGCC0.736

+ 39 5384ITPR1_uc010hca.1_Frame_Shift_Del_p.L1664fs|ITPR1_uc011asu.1_Intron|ITPR1_uc003bqc.2_Frame_Shift_Del_p.L610fsNM_001099952 NP_001093422 Q14643 ITPR1_HUMANCytoplasmic (Potential). 21CTACAGACCCTGAGGGAAATG0.413

- 1 102NCKIPSD_uc003cum.2_Frame_Shift_Del_p.R3fs|NCKIPSD_uc010hkh.1_Frame_Shift_Del_p.R3fsNM_016453 NP_057537 Q9NZQ3 SPN90_HUMAN SH3. 0GTACAGCGCGCGGTACATGAG0.741

- 1 82UROC1_uc010hsi.1_Frame_Shift_Del_p.P17fsNM_144639 NP_653240 Q96N76 HUTU_HUMAN 1CCGGTTCTCTGGGAGGGGCCG0.682

+ 6 1112_1114MRAS_uc011bmi.1_In_Frame_Del_p.K113del|MRAS_uc003esi.3_In_Frame_Del_p.K189del|MRAS_uc011bmj.1_In_Frame_Del_p.K113delNM_012219 NP_036351 O14807 RASM_HUMAN Poly-Lys. 4GAAAAAAGCCAGAAGAAGAAGAA0.522

- 20 3897_3898 NM_001184 NP_001175 Q13535 ATR_HUMAN 20TTTTAATTCTGGATGATCAGGT0.287

- 6 1009 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN 3TTGTAGGCAGTTTTTTTGGCC0.383

+ 4 868_869 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0CATTTAACTGCTTTTTTTACAT0.322

+ 1 177_178 NM_001080478 NP_001073947 A6NHZ5 LR14B_HUMAN 1GCGGAGGTGACGCGCGCGGTGC0.703

- 3 473_475ZFR_uc010iun.1_In_Frame_Del_p.131_132PP>PNM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. 0AGTAGCTGGGGGTGGTGGTGGTG0.483

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgctgccgctgccgccgccgc 0.391



- 1 991_993ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_In_Frame_Del_p.E290del|ZNF608_uc003ktt.1_In_Frame_Del_p.E290delNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6GCCTGTGGCTCTCCTCCTCCTCC0.522

- 5 741 NM_005649 NP_005640 O60765 Z354A_HUMAN 3TTTTTTCTCTGGGAAGTATCT0.358

- 4 239TULP1_uc003okw.3_IntronNM_003322 NP_003313 O00294 TULP1_HUMAN 3GGCTGGGTCTGGGGAAGGCTC0.721

- 16 1855SEC63_uc003psb.3_Frame_Shift_Del_p.K389fsNM_007214 NP_009145 Q9UGP8 SEC63_HUMANSEC63 1.|Cytoplasmic (Potential). 2TAAAGGTTTCTTTTTTTTTGA0.368

+ 5 1958RSPH4A_uc010kee.2_Frame_Shift_Del_p.Y559fsNM_001010892 NP_001010892 Q5TD94 RSH4A_HUMAN 0TCAGAATATACCCCCCTGGAC0.378

+ 2 681 NM_001128636 NP_001122108 0TCGGCTACATCGAGGACGGCG0.637

- 5 1204PEX1_uc011khr.1_Frame_Shift_Del_p.I162fs|PEX1_uc010ley.2_Frame_Shift_Del_p.I370fs|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN 2TCTGACCTAATTTTTTTTTGA0.353

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

- 38 8609MLL3_uc003wkz.2_Frame_Shift_Del_p.K1858fs|MLL3_uc003wky.2_Frame_Shift_Del_p.K306fsNM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN p.K2797fs*26(18) 63TTCTTGTTCCTTTTTTTTTGG0.348

+ 3 299_300ADAM28_uc003xdx.2_Frame_Shift_Ins_p.L72fs|ADAM28_uc011kzz.1_5'UTR|ADAM28_uc011laa.1_RNANM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN 5TGCTTTATTTGAAAAAAAACAA0.332

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 2 136CPSF3L_uc001aef.1_Frame_Shift_Del_p.G32fs|CPSF3L_uc009vjz.1_Frame_Shift_Del_p.G26fs|CPSF3L_uc010nyj.1_5'UTR|CPSF3L_uc001aeg.1_5'UTR|CPSF3L_uc001aeh.1_Frame_Shift_Del_p.G26fs|CPSF3L_uc001aei.1_Intron|CPSF3L_uc001aej.1_5'UTR|CPSF3L_uc001aek.1_Intron|CPSF3L_uc001aem.1_Frame_Shift_Del_p.G26fs|CPSF3L_uc001ael.1_5'UTR|CPSF3L_uc001aen.1_Frame_Shift_Del_p.G26fsNM_017871 NP_060341 Q5TA45 INT11_HUMAN 0TGACATTCTTGCCCGCAATGG0.652

- 5 596_597FOXJ3_uc001chf.2_Frame_Shift_Del_p.P95fs|FOXJ3_uc001chg.2_Frame_Shift_Del_p.P95fs|FOXJ3_uc001chh.1_Frame_Shift_Del_p.P95fsNM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN Fork-head. 2TTTTCTTTTTGGGTGAGCTATT0.381

- 22 3517PTCH2_uc010olg.1_Frame_Shift_Del_p.L867fsNM_003738 NP_003729 Q9Y6C5 PTC2_HUMANCytoplasmic (Potential). 18GCACCAGGCAGGGGGGGTGGG0.657

+ 29 4304AGL_uc001dsj.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsk.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsl.1_Frame_Shift_Del_p.K1302fs|AGL_uc001dsm.1_Frame_Shift_Del_p.K1286fs|AGL_uc001dsn.1_Frame_Shift_Del_p.K1285fsNM_000642 NP_000633 P35573 GDE_HUMAN4-alpha-glucanotransferase. 3GGAATTATCCAAAAAAAATAT0.323

- 3 1569_1570 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2AAGTGGTGCTAAATCTTGTGTT0.5

- 3 2327_2328 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0TCTCGTCTCTGATGGCTCTGCT0.52

- 8 1048EDEM3_uc010pol.1_RNA|EDEM3_uc010pom.1_Frame_Shift_Del_p.R263fs|EDEM3_uc001gqy.2_Frame_Shift_Del_p.R186fsNM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1CTTCGCTGTCTTTTTTCCCAG0.313

+ 7 1633_1634PRG4_uc001grt.3_In_Frame_Ins_p.487_488insE|PRG4_uc009wyl.2_In_Frame_Ins_p.435_436insE|PRG4_uc009wym.2_In_Frame_Ins_p.394_395insE|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|24; approximate.1CACCACCACCAAGTCTGCACCC0.639

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

+ 2 208TBCE_uc010pxq.1_RNA|TBCE_uc001hxa.1_Frame_Shift_Del_p.V29fs|TBCE_uc010pxr.1_Frame_Shift_Del_p.V29fs|TBCE_uc001hxb.1_5'UTRNM_003193 NP_003184 Q15813 TBCE_HUMAN CAP-Gly. 0TGCTGGTGTTGTCCCTCCCGT0.308

- 22 3166_3167HEATR1_uc009xgh.1_Frame_Shift_Del_p.I257fsNM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3AATCTTTTGCTATATAAGATGG0.347

+ 20 5628KIAA1217_uc001irs.2_Frame_Shift_Del_p.A1063fs|KIAA1217_uc001irt.3_Frame_Shift_Del_p.A1108fs|KIAA1217_uc010qcy.1_Frame_Shift_Del_p.A1173fs|KIAA1217_uc010qcz.1_Frame_Shift_Del_p.A1148fs|KIAA1217_uc001irw.2_Frame_Shift_Del_p.A892fs|KIAA1217_uc001irz.2_Frame_Shift_Del_p.A826fs|KIAA1217_uc001irx.2_Frame_Shift_Del_p.A1425fs|KIAA1217_uc001iry.2_Frame_Shift_Del_p.A866fsNM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7TCCAGCGGGGCCCCACAGACG0.612

+ 1 296_298 NM_199461 NP_955631 Q8WY41 NANO1_HUMAN 0GCGGTGGGAACGGCGGCGGCGGC0.562

- 7 1352APBB1_uc001mcz.1_Frame_Shift_Del_p.E39fs|APBB1_uc001mdd.3_Frame_Shift_Del_p.E198fs|APBB1_uc001mda.2_Intron|APBB1_uc001mdc.1_Frame_Shift_Del_p.E418fs|APBB1_uc010rab.1_5'Flank|APBB1_uc010rac.1_5'Flank|APBB1_uc010rad.1_Frame_Shift_Del_p.E39fs|APBB1_uc010rae.1_Frame_Shift_Del_p.E183fs|APBB1_uc010raf.1_Frame_Shift_Del_p.E159fs|APBB1_uc009yfa.2_Frame_Shift_Del_p.E159fs|APBB1_uc009yey.2_Frame_Shift_Del_p.E159fs|APBB1_uc010rag.1_Frame_Shift_Del_p.E159fs|APBB1_uc009yfb.2_Frame_Shift_Del_p.E159fs|APBB1_uc001mde.2_Frame_Shift_Del_p.E159fs|APBB1_uc010rah.1_Frame_Shift_Del_p.E159fsNM_001164 NP_001155 O00213 APBB1_HUMAN PID 1. 2GTCCTTACTTCCCCCCAGCCC0.582

- 4 1327PTPMT1_uc001nfs.3_3'UTR|PTPMT1_uc001nfv.3_3'UTR|PTPMT1_uc009ylt.2_3'UTR|PTPMT1_uc001nfu.3_3'UTR|NDUFS3_uc001nft.3_Intron|KBTBD4_uc001nfw.1_Frame_Shift_Del_p.E411fs|KBTBD4_uc001nfz.2_Frame_Shift_Del_p.E402fs|KBTBD4_uc001nfy.2_Frame_Shift_Del_p.E386fsNM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN Kelch 4. 2TCATTCTCCTCCCCCCCTAGT0.517

- 15 2895_2897FNBP4_uc001ngi.2_In_Frame_Del_p.228_229PP>P|FNBP4_uc001ngj.2_In_Frame_Del_p.821_822PP>PNM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 tggtggtggtggaggaggaggag0.32

- 1 325_330FNBP4_uc001ngj.2_5'UTR|FNBP4_uc001ngl.2_RNANM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1CAGTCACCGCGGTGGTGGTGGTCGTC0.748 rs59413596

- 3 257_259 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.601

- 20 2758GRIP1_uc010sta.1_Frame_Shift_Del_p.W783fs|GRIP1_uc001stj.2_Frame_Shift_Del_p.W621fs|GRIP1_uc001stl.1_Frame_Shift_Del_p.W731fs|GRIP1_uc001stm.2_Frame_Shift_Del_p.W839fsNM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2GCGCTTGAGACCAGAAGTTCT0.468

- 2 1245_1246DUSP6_uc001taz.2_IntronNM_001946 NP_001937 Q16828 DUS6_HUMANTyrosine-protein phosphatase. 0GGGATTTGCTTGTATTTAAACT0.465

+ 5 1001_1003OLFM4_uc001vhk.1_In_Frame_Del_p.T170delNM_006418 NP_006409 Q6UX06 OLFM4_HUMANOlfactomedin-like. 1ACAGCAGTTTACAACAACAACAT0.433

- 23 3282TEP1_uc010ahk.2_Frame_Shift_Del_p.G431fs|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Frame_Shift_Del_p.G973fs|TEP1_uc010tlh.1_5'FlankNM_007110 NP_009041 Q99973 TEP1_HUMAN 5AGCTGCCACACCCCCCCACTC0.587

+ 1 238_239 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANExtracellular (Potential). 4CACTGTGCCTAAGATGTTGGAG0.441

- 4 507MAP4K5_uc001wyb.2_Frame_Shift_Del_p.Q63fs|MAP4K5_uc010anv.1_Frame_Shift_Del_p.Q63fsNM_006575 NP_006566 Q9Y4K4 M4K5_HUMANProtein kinase. 1ATTTCTTGTTGAATCAAAGAA0.289

- 8 2219BTBD7_uc010aur.2_Frame_Shift_Del_p.I156fs|BTBD7_uc010two.1_Frame_Shift_Del_p.I451fs|BTBD7_uc001ybp.2_Frame_Shift_Del_p.I280fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1GGTTGCTGCTGATCTGCTGGT0.438

+ 9 1762_1764TNFAIP2_uc010awo.1_Intron|TNFAIP2_uc010txz.1_In_Frame_Del_p.Q217del|TNFAIP2_uc010tya.1_In_Frame_Del_p.Q31delNM_006291 NP_006282 Q03169 TNAP2_HUMAN 1AAGACGGCCGAGCAGCAGCAGCA0.626

+ 8 3011_3013MGA_uc010ucy.1_In_Frame_Del_p.Q981del|MGA_uc010ucz.1_In_Frame_Del_p.Q981delNM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12GCGGCAGGCACAGCAGCAGCAGC0.458

+ 3 438_439CHRNA5_uc002bdz.2_Frame_Shift_Del_p.L92fsNM_000745 NP_000736 P30532 ACHA5_HUMANExtracellular (Potential). 3AAAATCAGTTAATGACAACAAA0.267

+ 6 1090CHD2_uc002bsm.1_Frame_Shift_Del_p.Q172fs|CHD2_uc002bsn.2_Frame_Shift_Del_p.Q172fs|CHD2_uc002bso.1_Frame_Shift_Del_p.Q172fs|CHD2_uc010urb.1_Frame_Shift_Del_p.Q185fsNM_001271 NP_001262 O14647 CHD2_HUMAN 2GAGCCAGAACAAAAAAAAGTA0.418

- 8 1385_1387SCARF1_uc002fsy.1_In_Frame_Del_p.C445del|SCARF1_uc002fta.1_RNA|SCARF1_uc010cjv.1_In_Frame_Del_p.C359delNM_003693 NP_003684 Q14162 SREC_HUMANCytoplasmic (Potential). 1TCGGGGGGCCCAGCAGCAGCAGG0.67

- 16 2618PELP1_uc010vsf.1_Frame_Shift_Del_p.L651fsNM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2GGGGGTGGCAGGGGGGGAAGC0.617

+ 10 1188ENO3_uc002gac.3_Frame_Shift_Del_p.W365fs|ENO3_uc010vss.1_Frame_Shift_Del_p.W322fs|ENO3_uc010vst.1_Frame_Shift_Del_p.W192fsNM_053013 NP_443739 P13929 ENOB_HUMAN 1TCTAATGGCTGGGGGGTGATG0.567

- 4 502_503TP53_uc002gig.1_Frame_Shift_Ins_p.Y103fs|TP53_uc002gih.2_Frame_Shift_Ins_p.Y103fs|TP53_uc010cne.1_5'Flank|TP53_uc010cnf.1_5'Flank|TP53_uc010cng.1_5'Flank|TP53_uc002gii.1_5'Flank|TP53_uc010cnh.1_Frame_Shift_Ins_p.Y103fs|TP53_uc010cni.1_Frame_Shift_Ins_p.Y103fs|TP53_uc002gij.2_Frame_Shift_Ins_p.Y103fs|TP53_uc010cnj.1_5'Flank|TP53_uc002gin.2_Intron|TP53_uc002gio.2_Intron|TP53_uc010vug.1_Frame_Shift_Ins_p.Y64fs|TP53_uc010cnk.1_Frame_Shift_Ins_p.Y118fsNM_001126112 NP_001119584 P04637 P53_HUMANInteraction with HIPK1 (By similarity).||Interaction with WWOX.p.0?(7)|p.G59fs*23(3)|p.Y103*(2)|p.V73fs*9(1)|p.Y103Y(1)|p.Y103_Q104>**(1)|p.W91fs*13(1)|p.Y103_G112>C(1)|p.P13fs*18(1)|p.S33fs*23(1)|p.Y103_L111>L(1)|p.Y103fs*15(1)22245AGCTGCCCTGGTAGGTTTTCTG0.639

+ 11 2629_2631KDM6B_uc002gix.2_In_Frame_Del_p.T64delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. 2CTGTCGCCGTcaccaccaccacc0.369

- 1 42_44 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN 0 TGCAgccgcggccgccgccgccg0.537

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 ctcctcgtcatcctcctcctcct 0.527



- 9 1430 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANHelicase ATP-binding. 1 TTTCTTCCTTATATTATTGTT0.398

+ 5 423_426TANC2_uc010wpe.1_Frame_Shift_Del_p.L44fsNM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2TTGTTCCACTCTGACTAGCAGCAC0.466

+ 9 1449ACE_uc010wpi.1_Intron|ACE_uc010ddu.1_Frame_Shift_Del_p.W293fs|ACE_uc002jav.1_5'Flank|ACE_uc010ddv.1_5'Flank|ACE_uc010wpj.1_5'Flank|ACE_uc002jaw.1_5'Flank|ACE_uc010wpk.1_5'FlankNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).|Peptidase M2 1. 4CAGTGGCGCTGGGGGGTCTTT0.532

- 21 3612DNAH17_uc002jvq.2_Frame_Shift_Del_p.P415fs|DNAH17_uc002jvs.2_RNA 9AGTCCAGGTTGGGGGGGATCT0.582

- 16 2743_2744USP36_uc002jwa.1_Frame_Shift_Ins_p.Q806fs|USP36_uc002jwb.1_Frame_Shift_Ins_p.Q418fs|USP36_uc002jwc.1_Frame_Shift_Ins_p.Q506fs|USP36_uc002jvy.1_5'FlankNM_025090 NP_079366 Q9P275 UBP36_HUMAN 5TCAGAGGGGCTCTGGGGGGGCT0.634

+ 5 489 NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4TTGATGAGATCAAGATGACCG0.622

+ 14 2041 NM_000453 NP_000444 Q92911 SC5A5_HUMANCytoplasmic (Potential). 4TTGTTGTGGTGGGACCTCGCA0.597

+ 2 648_650ZFP36_uc010egn.1_In_Frame_Del_p.H73delNM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1CGCCGGACCTCACCACCACCACC0.685

- 5 1989_1991ZNF780B_uc002omv.2_In_Frame_Del_p.K494delNM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMANC2H2-type 18. 2ATTCTTTACATTTAAATGGCTTC0.414

+ 7 900TBC1D17_uc010enn.1_RNA|TBC1D17_uc010ybg.1_Frame_Shift_Del_p.P217fs|TBC1D17_uc002pqp.2_5'UTR|TBC1D17_uc002pqq.1_RNA|TBC1D17_uc002pqr.2_5'UTR|TBC1D17_uc002pqs.2_RNANM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0CTCCGACCTTCCCCCGCCACC0.537

- 3 425PTPRH_uc010esv.2_Splice_Site_p.A118_splice|PTPRH_uc002qjs.2_Splice_Site_p.A125_spliceNM_002842 NP_002833 Q9HD43 PTPRH_HUMAN 4GCTGCCTCTTACCTGTGGCAG0.473

+ 12 2844 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMANCytoplasmic (Potential). 3CCTTTGCTCCAAAAAAAATAG0.473

- 11 1630GTF3C3_uc010zgu.1_Frame_Shift_Del_p.E485fsNM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 9. 7TACATTGGTTCCAGAGCTTCC0.473

- 1 157_158 NM_003284 NP_003275 P09430 STP1_HUMAN 0TCACCGTCATCGCCCCGTTTCC0.55

+ 2 889_890DGCR8_uc010grz.2_Frame_Shift_Del_p.D180fs|DGCR8_uc002zrj.2_5'FlankNM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANNecessary for nuclear localization and retention.|Necessary for interaction with NCL.0GAGAGTGCTGATAAGAAGGATG0.515

- 4 542GATSL3_uc003ahf.2_RNA|GATSL3_uc003ahg.2_RNA|GATSL3_uc003ahh.2_RNA|GATSL3_uc010gvq.2_RNA|GATSL3_uc003ahi.2_Frame_Shift_Del_p.G31fs|TBC1D10A_uc003ahj.3_Frame_Shift_Del_p.G85fs|TBC1D10A_uc010gvu.2_Frame_Shift_Del_p.G180fs|TBC1D10A_uc003ahk.3_Frame_Shift_Del_p.G173fsNM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1TCACCCGTGGCCCCCCCGGGA0.607

- 11 1334 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5AGCTGGGCCCGGGGGGAGGTC0.647

+ 6 1060ABHD6_uc003djr.2_Frame_Shift_Del_p.C217fs|ABHD6_uc003djt.3_Frame_Shift_Del_p.C217fsNM_020676 NP_065727 Q9BV23 ABHD6_HUMANCytoplasmic (Potential). 2CTTCAGCTCTGCTCCTATGTC0.577

- 5 1253_1254 NM_000097 NP_000088 P36551 HEM6_HUMAN 0GTCCTCTTCTGAGCTGCTGCCA0.495

- 29 3946 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN 7ATACTTACTTACCACTCTCAC0.468

+ 6 1112_1114MRAS_uc011bmi.1_In_Frame_Del_p.K113del|MRAS_uc003esi.3_In_Frame_Del_p.K189del|MRAS_uc011bmj.1_In_Frame_Del_p.K113delNM_012219 NP_036351 O14807 RASM_HUMAN Poly-Lys. 4GAAAAAAGCCAGAAGAAGAAGAA0.522

+ 1 355_357 NM_000297 NP_000288 Q13563 PKD2_HUMANPoly-Glu.|Cytoplasmic (Potential). 1CTTCGAGGCCgaggaggaggagg0.498

- 1 372_374uc003hxh.1_5'Flank|CXXC4_uc010ilo.2_IntronNM_025212 NP_079488 Q9H2H0 CXXC4_HUMAN Poly-Ser. 1TGAGGAGGACGAGGAGGAGGAGG0.606 rs146939312

- 17 2126SCLT1_uc003ign.2_Frame_Shift_Del_p.K204fs|SCLT1_uc003igo.2_Frame_Shift_Del_p.K150fs|SCLT1_uc003igq.2_Intron|SCLT1_uc010iob.1_IntronNM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5TTACTTTGGCTTTTTTTTGAG0.353

+ 4 576uc003kwm.3_Intron|PDLIM4_uc003kwp.2_Frame_Shift_Del_p.P167fs|PDLIM4_uc003kwo.2_Frame_Shift_Del_p.P167fsNM_003687 NP_003678 P50479 PDLI4_HUMAN 2TGTGTCTCCACCCCCCAGGTA0.592

+ 4 1418_1419TXNDC15_uc010jdy.1_RNA|TXNDC15_uc011cxv.1_RNANM_024715 NP_078991 Q96J42 TXD15_HUMANExtracellular (Potential).|Thioredoxin. 2TTGTAGCCTTTCTACCAGGTTT0.351

+ 1 404PCDHA1_uc003lha.2_Intron|PCDHA1_uc003lhb.2_Intron|PCDHA2_uc003lhd.2_Intron|PCDHA3_uc003lhf.2_Intron|PCDHA4_uc003lhi.2_Intron|PCDHA4_uc003lhh.1_Intron|PCDHA5_uc003lhk.1_Intron|PCDHA5_uc003lhl.2_Intron|PCDHA6_uc003lhn.2_Frame_Shift_Del_p.I126fs|PCDHA6_uc011dab.1_Frame_Shift_Del_p.I126fsNM_018909 NP_061732 Q9UN73 PCDA6_HUMANCadherin 1.|Extracellular (Potential). 2GTGAGGGACATTAACGACAAC0.587

+ 5 1152VARS2_uc003nsd.2_Frame_Shift_Del_p.G174fs|VARS2_uc011dmx.1_Frame_Shift_Del_p.G174fs|VARS2_uc011dmy.1_Frame_Shift_Del_p.G34fs|VARS2_uc011dmz.1_Frame_Shift_Del_p.G204fs|VARS2_uc011dna.1_Frame_Shift_Del_p.G174fs|VARS2_uc011dnb.1_RNA|VARS2_uc011dnc.1_RNA|VARS2_uc011dnd.1_5'FlankNM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4CCGGATGCGTGGGGATCAAGT0.473

- 23 1745COL9A1_uc003pfe.3_Frame_Shift_Del_p.G102fs|COL9A1_uc003pff.3_Frame_Shift_Del_p.G286fsNM_001851 NP_001842 P20849 CO9A1_HUMANTriple-helical region (COL2). 4CCCAGGGAGACCAGGAATTCC0.428

- 85 14337 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TCTTCAAGCTCCCCATCATGC0.358

+ 6 690SUN1_uc010ksa.1_Frame_Shift_Del_p.A225fs|SUN1_uc003sje.1_Frame_Shift_Del_p.A204fs|SUN1_uc003sjf.2_Frame_Shift_Del_p.A154fs|SUN1_uc011jvq.1_Intron|SUN1_uc003sjg.2_Frame_Shift_Del_p.A15fsNM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0CACCCCGCGGCCCCCGGGCCC0.557

- 1 616_618MNX1_uc003wmz.2_5'Flank|MNX1_uc003wna.2_In_Frame_Del_p.G105del|MNX1_uc010lqq.1_5'Flank|MNX1_uc003wnc.1_5'Flank|MNX1_uc010lqr.1_5'Flank|uc003wne.1_5'FlankNM_005515 NP_005506 P50219 MNX1_HUMAN Poly-Gly. 0 cgccgcccgtgccgccgccgccg0.537

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

+ 7 921_923CYC1_uc003zay.2_In_Frame_Del_p.M237delNM_001916 NP_001907 P08574 CY1_HUMANHelical; Note=Anchors to the membrane; (Potential). 0CTGCAGATGTTGATGATGATGGC0.581

- 5 955ELAVL2_uc003zps.2_Frame_Shift_Del_p.P227fs|ELAVL2_uc003zpt.2_Frame_Shift_Del_p.P227fs|ELAVL2_uc003zpv.2_Frame_Shift_Del_p.P227fs|ELAVL2_uc003zpw.2_Frame_Shift_Del_p.P227fsNM_004432 NP_004423 Q12926 ELAV2_HUMAN 3TAGCGGTCCTGGATACCTTCT0.478

- 7 2587PIGO_uc003zwc.1_3'UTR|PIGO_uc003zwe.2_Intron|PIGO_uc003zwf.2_Intron|PIGO_uc003zwg.1_Frame_Shift_Del_p.R294fsNM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3ACCCGGAGACGGGGGGGAGCC0.662 rs148341577

+ 20 2842_2844GPR144_uc010mwo.1_IntronNM_001161808 NP_001155280 Q7Z7M1 GP144_HUMANCytoplasmic (Potential). 0CCCCCTCTTTCTGCCCCCTAAGC0.645

- 2 1154RALGPS1_uc004bqo.1_Intron|RALGPS1_uc011mab.1_Intron|RALGPS1_uc011mac.1_Intron|RALGPS1_uc004bqq.3_Intron|ANGPTL2_uc010mxg.1_IntronNM_012098 NP_036230 Q9UKU9 ANGL2_HUMAN 0GCGGGGCAGCGGGGGGTGGCT0.637

- 2 826_828C9orf69_uc004cgy.2_RNANM_152833 NP_690046 0GCCGGCGGCCCAGCAGCAGCAGC0.685

+ 12 1735_1736GYG2_uc004cqt.1_Frame_Shift_Ins_p.G454fs|GYG2_uc004cqu.1_Frame_Shift_Ins_p.G453fs|GYG2_uc004cqv.1_Frame_Shift_Ins_p.G228fs|GYG2_uc004cqw.1_Frame_Shift_Ins_p.G445fs|GYG2_uc004cqx.1_Frame_Shift_Ins_p.G383fs|GYG2_uc010ndc.1_Frame_Shift_Ins_p.G263fsNM_003918 NP_003909 O15488 GLYG2_HUMAN 2CGACTACATGGGGAAGGACGCG0.564

+ 2 113_114TARS2_uc010pcd.1_RNA|TARS2_uc001eur.2_Frame_Shift_Ins_p.L36fs|TARS2_uc009wlt.2_5'UTR|TARS2_uc009wls.2_Frame_Shift_Ins_p.L36fsNM_025150 NP_079426 Q9BW92 SYTM_HUMAN NA 1GGCAGAGCGGCTTGGCCTTTTT0.51

+ 8 2096_2097FAM5B_uc001glg.2_Frame_Shift_Ins_p.G490fsNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN NA 6CCCTTTGGGGGCAGCCACTCTG0.564rs142394323;rs150183035

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). NA 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

+ 3 771TSPAN10_uc010did.1_RNANM_031945 NP_114151 Q9H1Z9 TSN10_HUMAN NA 1GCAGGTACTTTAACTAACTGCAGC0.637 rs137956393

+ 2 475_499EPN1_uc002qlv.2_Frame_Shift_Del_p.D45fs|EPN1_uc010etd.2_Frame_Shift_Del_p.D45fs|EPN1_uc002qlx.2_Frame_Shift_Del_p.D156fsNM_001130072 NP_001123544 Q9Y6I3 EPN1_HUMAN ENTH. NA 0AGAGATTGCCGACCTCACCTACAACGTTGTCGCCTTCTCGGAGAT0.569

- 2 300BLCAP_uc002xhb.2_Frame_Shift_Del_p.L33fs|BLCAP_uc002xhc.2_Frame_Shift_Del_p.L33fs|NNAT_uc002xhd.2_5'Flank|NNAT_uc002xhe.2_5'FlankNM_006698 NP_006689 P62952 BLCAP_HUMANHelical; (Potential). NA 0AAGCTGAGCAGGTAGAAGCCC0.557

- 4 298_301PHF7_uc003ddy.2_5'Flank|PHF7_uc003ddz.2_5'FlankNM_004656 NP_004647 Q92560 BAP1_HUMAN NA 65CCAAGGTAGAGACCTTTCGCCGGG0.51



+ 3 618HLA-G_uc011dmb.1_Intron|HCG4P6_uc003nog.1_5'Flank|HLA-A_uc010jrq.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003nok.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003non.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003noo.2_Frame_Shift_Del_p.T206fs|HLA-A_uc010jrr.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003nom.2_Frame_Shift_Del_p.T85fs|HLA-A_uc010klp.2_Frame_Shift_Del_p.T178fs|HLA-A_uc011dmc.1_Frame_Shift_Del_p.T85fs|HLA-A_uc011dmd.1_Frame_Shift_Del_p.T85fsNM_002116 NP_002107 P30443 1A01_HUMANExtracellular (Potential).|Alpha-2.NA 2TGCAGCGCACGGGTACCAGGG0.637 rs115073453

+ 2 676_705PRSS35_uc010kbm.2_In_Frame_Del_p.HDGKDYVKGS172delNM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. NA 1CCCACTGTGTTCATGATGGAAAGGACTATGTCAAAGGGAGTAAAAAGCTA0.47rs144739716;rs151268050

+ 39 7196_7230ZAN_uc003uwk.2_Frame_Shift_Del_p.G2344fs|ZAN_uc003uwl.2_RNA|ZAN_uc010lhh.2_RNA|ZAN_uc010lhi.2_RNA|ZAN_uc011kke.1_Frame_Shift_Del_p.G394fsNM_003386 NP_003377 Q9Y493 ZAN_HUMANVWFD 4.|Extracellular (Potential).NA 11ACATTTGACGGCTTCAGCTACCGCTTGCAAGGCCGCATGACCTATGTTCTGATCA0.506rs148032175;rs68029369;rs112538235;rs59541653

- 4 396_398PLEKHG5_uc001ann.1_In_Frame_Del_p.E80del|PLEKHG5_uc001anq.1_In_Frame_Del_p.E120del|PLEKHG5_uc001anp.1_In_Frame_Del_p.E120del|PLEKHG5_uc009vma.1_5'UTR|PLEKHG5_uc010nzr.1_In_Frame_Del_p.E112del|PLEKHG5_uc001ank.1_In_Frame_Del_p.E43del|PLEKHG5_uc009vmb.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anl.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anm.1_In_Frame_Del_p.E43delNM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1CCACAGAGCTCTCCTCCTCCTCC0.631

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

+ 8 5315PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Frame_Shift_Del_p.K1487fs|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Frame_Shift_Del_p.K1286fs|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1TTCTCCTCCCAAAAAAAAAGT0.463 rs141416335

- 7 901_902CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CCCAACGCCCGCCCCCCCGCCC0.658

- 7 811_812CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0GGCAAGGTACGCCGCGGTGGTG0.649

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 16 4351_4353ARID1A_uc001bmt.1_In_Frame_Del_p.Q1333del|ARID1A_uc001bmu.1_In_Frame_Del_p.Q1334del|ARID1A_uc001bmw.1_In_Frame_Del_p.Q951del|ARID1A_uc001bmx.1_In_Frame_Del_p.Q180del|ARID1A_uc009vsm.1_5'UTR|ARID1A_uc009vsn.1_5'FlankNM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich.p.Q1334_R1335insQ(1) 142GCTACCCCCCgcagcagcagcag0.512

- 6 1559_1561SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CAGTGTCTTCCTTCTTCTTCTTC0.325 rs138237342

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

+ 2 155_156CCDC30_uc001chm.2_5'UTR|CCDC30_uc001chn.2_Intron|CCDC30_uc010oju.1_RNA|CCDC30_uc001chp.2_Frame_Shift_Del_p.K15fsNM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0AGTGGTCAAAAGAGAGAGAGAG0.356

- 4 577EIF2B3_uc001cmu.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmv.1_Frame_Shift_Del_p.K150fs|EIF2B3_uc001cmw.2_Frame_Shift_Del_p.K150fsNM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1CCTTACCTGCTTTTTTTTTCC0.318

- 6 1430_1431IPP_uc001cos.3_Frame_Shift_Del_p.C388fsNM_005897 NP_005888 Q9Y573 IPP_HUMAN Kelch 2. 1TAGCCCCATAACACACACACAC0.317

- 5 1172IPP_uc001cos.3_Frame_Shift_Del_p.G302fsNM_005897 NP_005888 Q9Y573 IPP_HUMAN Kelch 1. 1ACTCCAGCGACCCCCCTGCAA0.428

- 4 444LRRC41_uc010omb.1_Frame_Shift_Del_p.S134fs|LRRC41_uc001cpo.1_Frame_Shift_Del_p.S134fsNM_006369 NP_006360 Q15345 LRC41_HUMAN 4AGAACATGGGAAAAAAAGGCC0.483

- 5 1096_1097AGBL4_uc001cru.2_Intron|AGBL4_uc010omw.1_Intron|AGBL4_uc010omx.1_Intron|AGBL4_uc001crv.1_Intron|AGBL4_uc010omy.1_Intron|BEND5_uc001crw.3_Frame_Shift_Ins_p.K182fsNM_024603 NP_078879 Q7L4P6 BEND5_HUMAN BEN. 1CTGCATCTTTCTTTTTTTTTGT0.46

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 3 1621_1622CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Frame_Shift_Ins_p.P302fsNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0CACCATAAGATGGCGGGGGCCC0.475

- 3 717CCBL2_uc001dmp.2_Intron|CCBL2_uc001dmq.2_Intron|CCBL2_uc001dmr.2_Intron|RBMXL1_uc001dms.2_Frame_Shift_Del_p.M1fsNM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0GCTTCAACCATTTTTTTTTTT0.498 rs78548172

- 9 1232EVI5_uc010otf.1_Frame_Shift_Del_p.M408fs|EVI5_uc001doy.1_RNANM_005665 NP_005656 O60447 EVI5_HUMANDimerization.|Targeting to the centrosomes.|Potential.|Interaction with alpha-tubulin, gamma- tubulin, BIRC5 and FBXO5.2 TACTTTTTCATTTTTTTTGAA0.318

+ 9 1146_1147KIAA1324_uc009wex.1_Frame_Shift_Del_p.Y287fs|KIAA1324_uc009wey.2_Intron|KIAA1324_uc010ovg.1_Frame_Shift_Del_p.Y235fs|KIAA1324_uc001dwr.2_5'FlankNM_020775 NP_065826 Q6UXG2 K1324_HUMANExtracellular (Potential). 5GATTATTTCTACACACACACGG0.49

- 7 777GSTM3_uc001dyp.2_Frame_Shift_Del_p.K153fs|GSTM3_uc010ovv.1_Frame_Shift_Del_p.K156fsNM_000849 NP_000840 P21266 GSTM3_HUMANGST C-terminal. 0TCTTCCTACCTTTTCCCCGGC0.438

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0GCTCTGGCCTTGTCTGTCTGTCTG0.485

- 27 9178_9179RAG1AP1_uc010pey.1_Intron|ASH1L_uc001fkt.2_Frame_Shift_Ins_p.T2895fsNM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11ACTTTCCTCTGTTTTTTTTTCA0.52

- 12 1570_1571KIAA0907_uc001fmj.1_Frame_Shift_Del_p.R516fs|KIAA0907_uc009wrk.1_Frame_Shift_Del_p.R373fs|KIAA0907_uc009wrl.1_RNANM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0TTACCTGTCCCTCTCTCTCTCT0.396

- 5 1175SLAMF1_uc010pjk.1_Intron|SLAMF1_uc010pjl.1_Intron|SLAMF1_uc010pjm.1_IntronNM_003037 NP_003028 Q13291 SLAF1_HUMANCytoplasmic (Potential).|Ig-like V-type. 2ATCGTAAGGCTTTTTTTTTCC0.433

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

+ 17 2363_2365POU2F1_uc001ged.2_In_Frame_Del_p.T736del|POU2F1_uc001gee.2_In_Frame_Del_p.T738del|POU2F1_uc010plh.1_In_Frame_Del_p.T675del|POU2F1_uc001gef.2_In_Frame_Del_p.T750del|POU2F1_uc001geg.2_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5GGGGCTGCGTCCACCACCACCAC0.601

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

+ 7 1724_1726PRG4_uc001grt.3_In_Frame_Del_p.E518del|PRG4_uc009wyl.2_In_Frame_Del_p.E466del|PRG4_uc009wym.2_In_Frame_Del_p.E425del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN28.|59 X 8 AA repeats of K-X-P-X-P-T-T-X. 1ACCACCACCAAGGAGCCTGCACC0.635

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2CACCATAGGTCTGCTGCTGCTGC0.626

- 32 4715_4717PCDH15_uc010qhq.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhr.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qhs.1_In_Frame_Del_p.1452_1453PP>P|PCDH15_uc010qht.1_In_Frame_Del_p.1447_1448PP>P|PCDH15_uc010qhu.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc001jjv.1_Intron|PCDH15_uc010qhv.1_In_Frame_Del_p.1437_1438PP>P|PCDH15_uc010qhw.1_In_Frame_Del_p.1400_1401PP>P|PCDH15_uc010qhx.1_In_Frame_Del_p.1369_1370PP>P|PCDH15_uc010qhy.1_In_Frame_Del_p.1445_1446PP>P|PCDH15_uc010qhz.1_In_Frame_Del_p.1440_1441PP>P|PCDH15_uc010qia.1_In_Frame_Del_p.1418_1419PP>P|PCDH15_uc010qib.1_In_Frame_Del_p.1415_1416PP>PNM_033056 NP_149045 Q96QU1 PCD15_HUMANPoly-Pro.|Cytoplasmic (Potential). 13ACCTggcggaggcggcggcggcg0.438 rs12246234

- 37 12084_12086ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. 19 ggtggtggcagtggtggtggtgg 0.32

+ 4 743FAS_uc010qna.1_RNA|FAS_uc001kfs.2_Frame_Shift_Del_p.F133fs|FAS_uc001kft.2_Frame_Shift_Del_p.F133fs|FAS_uc010qnb.1_Intron|FAS_uc010qnc.1_Intron|FAS_uc001kfw.2_Intron|FAS_uc010qnd.1_Intron|FAS_uc010qne.1_Intron|FAS_uc009xtp.2_RNANM_000043 NP_000034 P25445 TNR6_HUMANTNFR-Cys 3.|Extracellular (Potential). 2TAAACCAAACTTTTTTTGTAA0.368

- 2 431TM9SF3_uc010qot.1_Frame_Shift_Del_p.S72fsNM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0TGACTGATACTTTTTTTTGAC0.363

+ 1 753_754DHDPSL_uc001knx.2_Intron|DHDPSL_uc001kny.2_Intron|DHDPSL_uc001knz.2_Intron|PI4K2A_uc010qoy.1_IntronNM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0CTGGTGCCAATCACACACACAC0.545

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0ATCGAAGGGCCAGGCACCCGGG0.708 rs138894859

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0CAGGGTGGCAGGGCGCCCGCG0.736

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMANHelical; Name=3; (Potential). 3TCAGATGTATTTCTTCTTCTTCT0.517

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1AGGAGATACCAAAAAAAAGCG0.537

+ 5 419VEGFB_uc001nyx.2_Frame_Shift_Del_p.K127fsNM_003377 NP_003368 P49765 VEGFB_HUMAN 0TTTCAGACCTAAAAAAAAGGA0.388



+ 12 1367UVRAG_uc010rrw.1_Frame_Shift_Del_p.F275fs|UVRAG_uc001oxd.2_Frame_Shift_Del_p.F4fs|UVRAG_uc010rrx.1_Frame_Shift_Del_p.F4fs|UVRAG_uc009yuh.1_RNANM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6CATGATTTCCTTTTTCCTACA0.383

+ 3 285CD3G_uc009zaa.1_Frame_Shift_Del_p.K9fsNM_000073 NP_000064 P09693 CD3G_HUMANExtracellular (Potential).|Ig-like. 0AACTGAAGATAAAAAAAAATG0.403

+ 3 2334_2335MLL_uc001ptb.2_Frame_Shift_Ins_p.T771fs|MLL_uc001psz.1_Frame_Shift_Ins_p.T804fs|MLL_uc001ptd.1_IntronNM_005933 NP_005924 Q03164 MLL1_HUMAN 25CTCACCTCTCACCCCCCCGTCT0.45

+ 7 1559_1560CHEK1_uc010sbh.1_Frame_Shift_Ins_p.E239fs|CHEK1_uc010sbi.1_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcf.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbp.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcg.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbq.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qci.1_RNANM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6TGACTGGAAAGAAAAAAAAACA0.361 rs35817404

- 4 560SRPR_uc010sbm.1_Frame_Shift_Del_p.K142fs|FOXRED1_uc001qdi.2_5'Flank|FOXRED1_uc010sbn.1_5'Flank|FOXRED1_uc010sbo.1_5'Flank|FOXRED1_uc010sbp.1_5'Flank|FOXRED1_uc010sbq.1_5'Flank|FOXRED1_uc001qdj.2_5'Flank|FOXRED1_uc010sbr.1_5'FlankNM_003139 NP_003130 P08240 SRPR_HUMAN 0CTTGGCCCCCTTTTTTTTGCT0.438

- 22 3672_3674PRDM10_uc001qfj.2_In_Frame_Del_p.T1048del|PRDM10_uc001qfk.2_In_Frame_Del_p.T1010del|PRDM10_uc001qfl.2_In_Frame_Del_p.T1061del|PRDM10_uc010sbx.1_In_Frame_Del_p.T1057del|PRDM10_uc001qfn.2_In_Frame_Del_p.T1143delNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1CCGTTCCCGTTGGTGGTGGTGGT0.547

+ 13 1588GLB1L3_uc010scu.1_3'UTR|GLB1L3_uc001qho.3_RNANM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1GGCTGTGTATCCCCCCGTGAG0.602

+ 4 775LRRC23_uc001qrn.1_Frame_Shift_Del_p.A128fs|LRRC23_uc009zfg.2_RNA|LRRC23_uc001qrp.2_Frame_Shift_Del_p.A128fs|LRRC23_uc001qrq.2_Frame_Shift_Del_p.A128fs|LRRC23_uc001qrr.2_Frame_Shift_Del_p.A77fs|LRRC23_uc001qrs.2_Frame_Shift_Del_p.A77fs|LRRC23_uc009zfh.2_Frame_Shift_Del_p.A128fsNM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN LRR 2. 1CTGCGAAGTGCCCAGATGAAT0.488

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 2 149_151CASC1_uc001rgk.2_In_Frame_Del_p.E29del|CASC1_uc001rgm.3_In_Frame_Del_p.E87del|CASC1_uc001rgj.2_5'UTR|CASC1_uc010sje.1_Intron|CASC1_uc010sjf.1_5'UTR|CASC1_uc010sjg.1_In_Frame_Del_p.E23del|CASC1_uc010sjh.1_RNANM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN Glu-rich. 2TCAGTCGTCTCTCCTCCTCCTCT0.365

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0GGTTCTCCTTTCTCTCTCTCTC0.446

- 9 1884_1886LOC144438_uc001rsd.3_5'Flank|CCNT1_uc009zkz.1_In_Frame_Del_p.H236delNM_001240 NP_001231 O60563 CCNT1_HUMAN His-rich. 6AGTGGTGATTATGATGATGATGA0.443

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=3; (Potential). 4CCCAGATGTACTTCTTCTTCTTC0.414

+ 9 1779_1780IKZF4_uc010sqa.1_Frame_Shift_Del_p.L493fs|IKZF4_uc001sjc.1_Frame_Shift_Del_p.L540fs|IKZF4_uc001sjd.1_Frame_Shift_Del_p.L438fs|IKZF4_uc009zoi.1_Frame_Shift_Del_p.L495fs|IKZF4_uc001sje.1_Frame_Shift_Del_p.L499fsNM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN C2H2-type 5. 1TCCTCTTCCTGGACCACGTCAT0.574

- 3 695_696B4GALNT1_uc010sru.1_Intron|B4GALNT1_uc010srv.1_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001sph.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc001spi.2_Frame_Shift_Ins_p.G88fs|B4GALNT1_uc010srw.1_Frame_Shift_Ins_p.G165fsNM_001478 NP_001469 Q00973 B4GN1_HUMANLumenal (Potential). 0GGAGGGGGAGGCCCCCCCCACT0.589

- 6 409_410 NM_002442 NP_002433 O43347 MSI1H_HUMAN RRM 2. 3TTCACCGACAGCCCCCCCACAA0.564

- 5 489_491POP5_uc001tyt.2_In_Frame_Del_p.E103delNM_015918 NP_057002 Q969H6 POP5_HUMAN 0CCTCACCTGACTCCTCCTCCTCC0.517

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 1 1994_1996TSC22D1_uc001uzo.1_In_Frame_Del_p.501_502QQ>QNM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 ttgttgttgttgctgctgctgct 0.409rs112613609;rs146722477

- 10 1917_1918ZC3H13_uc001vas.1_Frame_Shift_Del_p.R637fs|ZC3H13_uc001vat.1_Frame_Shift_Del_p.R637fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich. 2TTTGACAAACCTCTCTCTCTGT0.337

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMANNecessary for interaction with MDFIC and transcriptional activation or repression (By similarity).|Poly-His.0CAGCCGCGGCccaccaccaccac0.522

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1TGTTGGCCACCCTCCTCCTCCTC0.67

- 6 2422JPH4_uc010tnr.1_Frame_Shift_Del_p.A167fs|JPH4_uc001wkr.2_Frame_Shift_Del_p.A502fsNM_032452 NP_115828 Q96JJ6 JPH4_HUMANCytoplasmic (Potential).p.A502fs*12(1) 2TGTGCGCCTGCCCCCCCCCAC0.687 rs144738828

+ 5 648KIAA0391_uc001wta.2_RNA|PSMA6_uc010tpt.1_Frame_Shift_Del_p.E101fs|PSMA6_uc010tpu.1_Frame_Shift_Del_p.E101fsNM_002791 NP_002782 P60900 PSA6_HUMAN 0AGCTTCCTTGAAAAAAAAGTG0.403

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CTGATGGGACTTTTTTTTTGA0.373

+ 1 839SDCCAG1_uc010anj.1_Intron|RPL36AL_uc001wwq.1_5'FlankNM_002408 NP_002399 Q10469 MGAT2_HUMANLumenal (Potential). 0GGCACCTGGGCCCCCCGGGAG0.602

+ 13 2141PRKCH_uc010tsa.1_Frame_Shift_Del_p.P451fs|PRKCH_uc010tsb.1_Frame_Shift_Del_p.P180fs|PRKCH_uc001xfo.2_RNANM_006255 NP_006246 P24723 KPCL_HUMANProtein kinase. 6TGAGACATCCTTTTTTTAAGG0.522

+ 16 4738_4740SIPA1L1_uc001xmt.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmu.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmv.2_In_Frame_Del_p.S1468del|SIPA1L1_uc010ttm.1_In_Frame_Del_p.S922del|SIPA1L1_uc001xmw.2_In_Frame_Del_p.S233delNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 ctcctcctcttcctcctcctcct 0.468

- 1 61_63C15orf24_uc001zhn.2_5'UTR|PGBD4_uc001zho.2_5'FlankNM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0ATCCCCCGATAGCAGCAGCAGCA0.665

- 3 310C15orf52_uc001zli.1_5'UTR|C15orf52_uc010ucn.1_5'FlankNM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1TCACAGCCATCCCCCCCTGCT0.647

- 15 2082_2083SLTM_uc002afn.2_Frame_Shift_Del_p.E207fs|SLTM_uc002afo.2_Frame_Shift_Del_p.E647fs|SLTM_uc002afq.2_Frame_Shift_Del_p.E234fs|SLTM_uc010bgd.2_Frame_Shift_Del_p.E234fsNM_024755 NP_079031 Q9NWH9 SLTM_HUMANArg/Glu-rich.|Potential. 1TTTCTAGGCGCTCTCTCTCTCT0.475

+ 6 1825_1827RNF111_uc002afs.2_In_Frame_Del_p.H520del|RNF111_uc002aft.2_In_Frame_Del_p.H520del|RNF111_uc002afu.2_In_Frame_Del_p.H520del|RNF111_uc002afw.2_In_Frame_Del_p.H520del|RNF111_uc002afx.2_In_Frame_Del_p.H47delNM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2TCAACATCATCACCACCACCACC0.512

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3GATGTCCACACACCACCACCACC0.576

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0GGAGGACACAGAGGAGGAGGAGG0.616

+ 7 1037_1039UBN1_uc010uxw.1_In_Frame_Del_p.K238del|UBN1_uc002cyc.2_In_Frame_Del_p.K238delNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2GCCAGTAAGGAGAAGAAGAAGAA0.453

- 3 553_555KIAA0430_uc002ddq.2_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzv.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzw.1_In_Frame_Del_p.119_120GG>G|KIAA0430_uc010uzx.1_In_Frame_Del_p.119_120GG>GNM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0TCCGCTACCGCCACCACCACCAC0.532

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

+ 30 3476_3478ITGAL_uc002dyj.3_In_Frame_Del_p.L1022del|ITGAL_uc010vev.1_In_Frame_Del_p.L340delNM_002209 NP_002200 P20701 ITAL_HUMANHelical; (Potential). 10GCATCGGGGGGCTGCTGCTGCTG0.601

+ 25 6010_6011SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Ins_p.Q1670fs|SRCAP_uc010bzz.1_Frame_Shift_Ins_p.Q1445fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTCGACGCCAGCCCCCCCCACC0.569

- 8 897_898BRD7_uc002ege.1_Frame_Shift_Del_p.E277fsNM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0CTCCAGAGTCCTCTCTCTCTCT0.47

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 2 250CKLF_uc002eox.1_Frame_Shift_Del_p.F35fs|CKLF_uc002eot.2_Frame_Shift_Del_p.F35fs|CKLF_uc002eou.2_Intron|CKLF_uc002eov.2_IntronNM_016951 NP_058647 Q9UBR5 CKLF_HUMAN MARVEL. 0 ATCTATGACCTTTTTTATCAT0.318

+ 5 2064_2065ZFP90_uc002ewb.2_3'UTR|ZFP90_uc002ewc.2_3'UTR|ZFP90_uc002ewd.2_Frame_Shift_Ins_p.R591fs|ZFP90_uc002ewe.2_Frame_Shift_Ins_p.R591fsNM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 12. 1AGAGCCTTCCGAAAAAAAACCA0.411

- 6 583_585 NM_014062 NP_054781 Q9ULX3 NOB1_HUMAN Poly-Glu. 0CCCGTTTTCTTCCTCCTCCTCCT0.522



- 14 2504ADAMTS18_uc010chc.1_Frame_Shift_Del_p.F283fs|ADAMTS18_uc002ffe.1_Frame_Shift_Del_p.F391fsNM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18CGGACATTGCAAAAAAAAATT0.403

- 13 1822NUP88_uc002gbn.2_5'Flank|NUP88_uc010vsx.1_Frame_Shift_Del_p.K615fs|NUP88_uc010cle.1_Frame_Shift_Del_p.K598fsNM_002532 NP_002523 Q99567 NUP88_HUMAN Potential. 1TAGTTGTTTCTTTTTTTGGTC0.363

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0ACCACGGTTACGGCGGCGGCGGC0.547

+ 34 4663_4665SUPT6H_uc010crt.2_In_Frame_Del_p.S1528delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3CATCACCCCTAGCAGCAGCAGCA0.537

+ 37 5115SUPT6H_uc010crt.2_Frame_Shift_Del_p.G1675fsNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN 3TCGACTGGGGAAAAATGGCGG0.567

- 12 1542CDC27_uc002ile.3_Frame_Shift_Del_p.G478fs|CDC27_uc002ilf.3_Frame_Shift_Del_p.G471fs|CDC27_uc010wkp.1_Frame_Shift_Del_p.G411fs|CDC27_uc010wkq.1_IntronNM_001256 NP_001247 P30260 CDC27_HUMAN 5AGCTAAATAACCTTTCCCCAT0.368

- 14 1854SPAG9_uc002itb.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itd.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itf.2_Frame_Shift_Del_p.R370fs|SPAG9_uc002ita.2_Frame_Shift_Del_p.R392fs|SPAG9_uc002ite.2_Frame_Shift_Del_p.R379fsNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5ATGCTTGACCTTTTTTTTTCC0.323

- 21 4684_4686BZRAP1_uc010dcs.2_In_Frame_Del_p.1211_1212EE>E|BZRAP1_uc010wnt.1_In_Frame_Del_p.1271_1272EE>ENM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 CAGctcctcttcctcctcctcct 0.468

- 14 1600_1602FTSJ3_uc002jca.2_In_Frame_Del_p.E508delNM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1GCAGTGGATTCTCCTCCTCCTCC0.537

+ 20 6727_6729BPTF_uc002jge.2_In_Frame_Del_p.T2353del|BPTF_uc002jgg.2_In_Frame_Del_p.T27delNM_182641 NP_872579 Q12830 BPTF_HUMAN Thr-rich. 4CCACAGCCAGCACCACCACCACC0.542 rs143937013

+ 9 1570_1571ZNF236_uc002lmj.2_RNA|ZNF236_uc002lmk.1_Frame_Shift_Ins_p.E458fsNM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4GGATAAAAAAGAAAAAAAAATG0.381

- 9 1668_1669C19orf29_uc010xho.1_5'UTR|C19orf29_uc010dtn.2_In_Frame_Ins_p.386_387insGE|C19orf29_uc002lyi.3_In_Frame_Ins_p.538_539insGE|C19orf29_uc010dto.2_RNA|C19orf29_uc010xhp.1_RNANM_001080543 NP_001074012 Q8WUQ7 CS029_HUMAN 0CATGAGCACCGCCTCGCCCTCG0.748

+ 20 2639DNM2_uc010dxk.2_Intron|DNM2_uc002mpt.1_Frame_Shift_Del_p.F825fs|DNM2_uc002mpv.1_Frame_Shift_Del_p.F821fs|DNM2_uc002mpu.1_Frame_Shift_Del_p.F821fs|DNM2_uc010dxl.1_Frame_Shift_Del_p.F825fs|DNM2_uc002mpw.2_Frame_Shift_Del_p.F554fs|DNM2_uc002mpx.1_Frame_Shift_Del_p.F181fsNM_001005361 NP_001005361 P50570 DYN2_HUMAN Pro-rich. 6GTGACCTCTTCCCAGCCCCGC0.667

- 4 860ZNF563_uc002mtq.2_IntronNM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 3. 0AAACTGGGCCAAAAAAAAGCT0.393

- 8 1079_1081MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 ctgctgctgttgctgctgctgct 0.552

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1TTGCCTCCTGCTCCTCCTCCTCC0.64

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1AAGCCTCCATCTCCTCCTCCTCC0.631

- 1 177_179LYPD3_uc002owm.2_In_Frame_Del_p.23_24LL>LNM_014400 NP_055215 O95274 LYPD3_HUMAN 1ACCTCCGCGAAGCAGCAGCAGCA0.675 rs141441894

- 6 2275_2277RSPH6A_uc002pdl.2_In_Frame_Del_p.E447delNM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 GTctcctcgccctcctcctcctc 0.409

- 6 2257_2259RSPH6A_uc002pdl.2_In_Frame_Del_p.E441delNM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 tcctcctcgccctcctcctcctc 0.438 rs62639328

- 9 2408_2410SLC8A2_uc010xyq.1_In_Frame_Del_p.E466del|SLC8A2_uc010xyr.1_In_Frame_Del_p.E173del|SLC8A2_uc010ele.2_In_Frame_Del_p.E710delNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCGGGACCCGTCCTCCTCCTCCT0.616

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1GCCACCATCACTGCTGCTGCTGC0.463

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

- 4 557PSME4_uc010yop.1_Splice_Site_p.N53_splice|PSME4_uc010yoq.1_Splice_Site|PSME4_uc010fbu.1_Splice_Site|PSME4_uc010fbv.1_IntronNM_014614 NP_055429 Q14997 PSME4_HUMAN 5TCTACAGAACTGGGGGGGGAAA0.347

- 16 2711MTIF2_uc010yox.1_Frame_Shift_Del_p.K327fs|MTIF2_uc002ryo.2_Frame_Shift_Del_p.K658fsNM_001005369 NP_001005369 P46199 IF2M_HUMAN 1 TTAGTTTAAATTTTTTTTGTT0.378

+ 3 460UGP2_uc002scl.2_Frame_Shift_Del_p.K41fs|UGP2_uc010ypx.1_Frame_Shift_Del_p.K61fsNM_006759 NP_006750 Q16851 UGPA_HUMAN 0ACAGCACACCAAAAAAGACCT0.358

- 4 737_739TMEM127_uc002svr.2_In_Frame_Del_p.Q160delNM_017849 NP_060319 O75204 TM127_HUMAN 0GTACTTCTTATGCTGCTGCTGCT0.557

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential). 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 3 146_148 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0TTAATCTCATGCCGACATGTGGA0.512

- 7 936 uc002tnj.1_Intron NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0CTTCTTCGTCTTTTTTTCCGT0.294

- 28 4326_4327PLA2R1_uc010zcp.1_Frame_Shift_Ins_p.K1371fsNM_007366 NP_031392 Q13018 PLA2R_HUMANExtracellular (Potential).|C-type lectin 8. 3CATATAAAGCCTTTTTTTTCTT0.401

+ 12 1368MYO3B_uc002ufv.2_Frame_Shift_Del_p.P396fs|MYO3B_uc010fqb.1_Frame_Shift_Del_p.P396fs|MYO3B_uc002ufz.2_Frame_Shift_Del_p.P409fs|MYO3B_uc002ufw.2_RNA|MYO3B_uc002ufx.2_RNA|MYO3B_uc002ugb.2_RNANM_138995 NP_620482 Q8WXR4 MYO3B_HUMANMyosin head-like. 19CGCCTCCAATCCCCCCCACAT0.463

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0TCCATCATGCAAAAAAAAAGC0.353

+ 17 1951_1952ITGAV_uc010frs.2_Frame_Shift_Ins_p.R523fs|ITGAV_uc010zfv.1_Frame_Shift_Ins_p.R513fsNM_002210 NP_002201 P06756 ITAV_HUMANExtracellular (Potential). 4GACTATTTCAAGGGGGGGACTG0.431

+ 7 931SLC11A1_uc010fvp.1_Frame_Shift_Del_p.A197fs|SLC11A1_uc010fvq.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc010zkc.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc002vhu.1_5'UTR|SLC11A1_uc002vhw.2_Frame_Shift_Del_p.A79fs|SLC11A1_uc010fvr.2_5'UTRNM_000578 NP_000569 P49279 NRAM1_HUMANHelical; (Potential). 4AGCTGGAAGCTTTTTTTGGAC0.418

+ 19 2288_2290GIGYF2_uc010zmj.1_In_Frame_Del_p.Q655del|GIGYF2_uc002vtg.2_In_Frame_Del_p.Q649del|GIGYF2_uc002vtj.3_In_Frame_Del_p.Q676del|GIGYF2_uc002vtk.3_In_Frame_Del_p.Q655del|GIGYF2_uc002vth.3_In_Frame_Del_p.Q649del|GIGYF2_uc010zmk.1_RNA|GIGYF2_uc010zml.1_In_Frame_Del_p.Q486del|GIGYF2_uc002vtq.3_5'UTRNM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7ACTGTCTTCCCAGCAGCAGCAGC0.424

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0TTCCGGGTCATCCTCCTCCTCCT0.631

+ 3 173_174FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0TCACTTAGGGGAAAATGGCTTT0.322

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 2 2489_2490KCNB1_uc002xus.1_Frame_Shift_Ins_p.P775fsNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2GGGAGGCTTTTGGGGGGGCTGG0.545

- 4 1934_1936YTHDF1_uc011aaq.1_In_Frame_Del_p.E497delNM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN 2TTGCGCACCACCTCCTCCTCCTC0.557

- 11 905TPTE_uc002yis.1_RNA|TPTE_uc002yiq.1_Frame_Shift_Del_p.F161fs|TPTE_uc002yir.1_Frame_Shift_Del_p.F141fs|TPTE_uc010gkv.1_Frame_Shift_Del_p.F41fsNM_199261 NP_954870 P56180 TPTE_HUMANHelical; (Potential). 5ACTTAATGTCAAAAAAAATGT0.299

- 3 302C21orf91_uc002ykq.3_Frame_Shift_Del_p.Q71fs|C21orf91_uc002ykp.3_Frame_Shift_Del_p.Q71fsNM_001100420 NP_001093890 Q9NYK6 EURL_HUMAN 1GGACAACCCTGGTTTGCAATT0.353

- 20 3323_3325SFRS15_uc002ype.2_In_Frame_Del_p.Q944del|SFRS15_uc010glu.2_In_Frame_Del_p.Q951delNM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GATGGTGgtggctgctgctgctg0.291

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5GCTGGGTGGTCTGCTGCTGCTGC0.596 rs141985009

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMAN6.|8 X 7 AA tandem repeats of [PT]-[AT]-A- [ENT]-[PT]-[PTS]-[AG].0GCAAACCCCCCAGCGCCTGCTGCAAACCCCTCAGCACCTGC0.665rs66468174;rs77417880;rs62235033;rs13056859;rs62235034



- 1 1016_1017XPNPEP3_uc011aox.1_Intron|XPNPEP3_uc003azh.2_Intron|XPNPEP3_uc003azi.2_Intron|XPNPEP3_uc011aoy.1_5'Flank|XPNPEP3_uc003azg.1_Intron|XPNPEP3_uc003azf.1_Intron|XPNPEP3_uc010gyh.1_5'FlankNM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN Poly-Lys. 1CTTTACGCTTCTTTTTTTTCCT0.381

- 10 2571_2573RANGAP1_uc003azt.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azu.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azr.2_5'Flank|RANGAP1_uc010gyk.2_5'Flank|RANGAP1_uc011aoz.1_In_Frame_Del_p.312_313EE>ENM_002883 NP_002874 P46060 RAGP1_HUMANAsp/Glu-rich (highly acidic).|Asp/Glu-rich (highly acidic).0 ctcttctccttcctcctcctcct 0.266

+ 2 372_374WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_IntronNM_004599 NP_004590 Q12772 SRBP2_HUMANGly/Pro/Ser-rich.|Cytoplasmic (Potential). 4 ggcagcagtggcagcagcagcag0.365

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1TGAGTCAACATTTTTTTTGCC0.224

+ 2 818_820TATDN2_uc003bvf.2_In_Frame_Del_p.S83del|TATDN2_uc011atr.1_In_Frame_Del_p.S83del|TATDN2_uc011ats.1_RNA|TATDN2_uc011att.1_RNANM_014760 NP_055575 Q93075 TATD2_HUMAN 2GCAGAAATAACTCCTCCTCCTCC0.635

+ 13 2715NKTR_uc003clm.1_Frame_Shift_Del_p.S603fs|NKTR_uc003clp.2_Frame_Shift_Del_p.S603fs|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Frame_Shift_Del_p.S746fs|NKTR_uc003clr.1_Frame_Shift_Del_p.S603fs|NKTR_uc003cls.2_Frame_Shift_Del_p.S556fsNM_005385 NP_005376 P30414 NKTR_HUMAN 3GCCCTCATTCAAAAAAAAGAA0.373

- 2 303ANO10_uc011azs.1_Frame_Shift_Del_p.K44fs|ANO10_uc003cmw.2_Frame_Shift_Del_p.K44fs|ANO10_uc010hil.2_Frame_Shift_Del_p.K44fs|ANO10_uc011azt.1_Frame_Shift_Del_p.K44fsNM_018075 NP_060545 Q9NW15 ANO10_HUMANCytoplasmic (Potential). 2CACCTCCATCTTTTTTTTTAG0.408

- 7 2318_2319MAP4_uc003csc.3_Frame_Shift_Del_p.Q598fs|MAP4_uc011bbf.1_Frame_Shift_Del_p.Q575fs|MAP4_uc003csf.3_Frame_Shift_Del_p.Q615fsNM_002375 NP_002366 P27816 MAP4_HUMAN 3TATTCCTTTTTGTGTTTGTGCA0.455

+ 11 2031ALAS1_uc003dcz.1_Frame_Shift_Del_p.R565fs|ALAS1_uc011bec.1_Frame_Shift_Del_p.R582fsNM_000688 NP_000679 P13196 HEM1_HUMAN 3ACGGTGCCCCGGGGAGAAGAG0.517 rs139914359

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

+ 3 425_426EAF2_uc003eeo.2_IntronNM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0AACATCACTGTAAAAAAAACAA0.243

+ 42 6369_6371MED12L_uc011bnz.1_In_Frame_Del_p.Q1779delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCAGCAGACCCAGCAGCAGCAGC0.527

- 2 132_134PHC3_uc003fgl.2_In_Frame_Del_p.T35del|PHC3_uc011bpq.1_In_Frame_Del_p.T35del|PHC3_uc011bpr.1_In_Frame_Del_p.T35del|PHC3_uc003fgm.2_In_Frame_Del_p.T35del|PHC3_uc003fgo.1_In_Frame_Del_p.T23del|PHC3_uc003fgp.3_In_Frame_Del_p.T35del|PHC3_uc003fgq.3_In_Frame_Del_p.T35del|PHC3_uc003fgr.1_RNANM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 GAAgtggtgatggtggtggtggt0.424

+ 5 690FETUB_uc011brz.1_5'UTR|FETUB_uc003fqn.2_Frame_Shift_Del_p.S143fs|FETUB_uc003fqo.2_Frame_Shift_Del_p.S38fs|FETUB_uc010hyr.2_Frame_Shift_Del_p.S106fs|FETUB_uc010hys.2_5'UTR|FETUB_uc003fqp.3_Frame_Shift_Del_p.S78fsNM_014375 NP_055190 Q9UGM5 FETUB_HUMAN 2CAACAGTTTCAAAAAAAAAGA0.418

- 3 1028RNF168_uc010iah.2_5'UTRNM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0GCTCTTCGCCTTTTTTCTGCC0.448

+ 1 3159_3160 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACACGTGTC0.634

+ 1 3283_3284 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 2 0GCCCGCCTGCTCACGTGCCCAT0.668 rs79704405

- 15 1909PROM1_uc003gor.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gos.2_Frame_Shift_Del_p.N557fs|PROM1_uc003got.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gou.2_Frame_Shift_Del_p.N557fs|PROM1_uc003gop.2_Frame_Shift_Del_p.N557fs|PROM1_uc003goq.3_Frame_Shift_Del_p.N557fsNM_006017 NP_006008 O43490 PROM1_HUMANExtracellular (Potential). 7AGTGCCTCTATTTTTTTTGCA0.428

+ 4 1003KLF3_uc003gtg.2_Frame_Shift_Del_p.S224fsNM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2AACTCAGTGTCCCCCCCGCAA0.423

+ 16 1633_1634PDGFRA_uc003haa.2_Intron|FIP1L1_uc011bzu.1_Frame_Shift_Del_p.R477fs|FIP1L1_uc003gzz.2_Frame_Shift_Del_p.R409fs|FIP1L1_uc003hab.2_Frame_Shift_Del_p.R448fs|FIP1L1_uc003hac.2_Frame_Shift_Del_p.R237fs|FIP1L1_uc010ign.2_RNA|FIP1L1_uc003had.2_Frame_Shift_Del_p.P67fs|FIP1L1_uc003hae.2_Frame_Shift_Del_p.P67fsNM_030917 NP_112179 Q6UN15 FIP1_HUMANArg-rich.|Sufficient for interaction with CPSF1 and CSTF3.|Glu-rich.2agaACGCACCAGAGAGAGAGAG0.292

- 8 1472AASDH_uc010ihb.2_5'UTR|AASDH_uc011caa.1_Frame_Shift_Del_p.L287fs|AASDH_uc003hbo.2_Frame_Shift_Del_p.L340fs|AASDH_uc011cab.1_Intron|AASDH_uc010ihc.2_Frame_Shift_Del_p.L440fs|AASDH_uc003hbp.2_Frame_Shift_Del_p.L440fsNM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4TTTTCGTCCCAAAAAAAAAAT0.363 rs148777026

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 3 335EXOSC9_uc003idz.2_Frame_Shift_Del_p.L76fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.L60fs|EXOSC9_uc010inp.1_5'FlankNM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0GAAGGTATTCTTTTTTTTAAC0.383

- 8 596_598OTUD4_uc003ijz.3_In_Frame_Del_p.A153delNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3CCATTCACATCAGCAGCAGCAGC0.34

- 41 6826LRBA_uc003ilt.3_Frame_Shift_Del_p.I766fs|LRBA_uc003ilu.3_Frame_Shift_Del_p.I2107fsNM_006726 NP_006717 P50851 LRBA_HUMAN 7TTGGGGTCGATTTTTTTGAAG0.453 rs34237929

+ 13 1713_1714PAPD7_uc011cmn.1_Frame_Shift_Del_p.K518fs|PAPD7_uc010itl.1_Frame_Shift_Del_p.K348fsNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1GGAGGAAAAAACACACACACAC0.653

- 14 2587_2589CTNND2_uc010itt.2_In_Frame_Del_p.723_724KK>K|CTNND2_uc011cmy.1_In_Frame_Del_p.477_478KK>K|CTNND2_uc011cmz.1_In_Frame_Del_p.381_382KK>K|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_In_Frame_Del_p.381_382KK>KNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Poly-Lys. 8GGATTTCTTTTTCTTCTTCTTCT0.502

- 77 13500DNAH5_uc003jfc.2_Frame_Shift_Del_p.F654fsNM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31CCTGGGGGTTAAAAAAACCCG0.423

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

- 11 1838_1839C6_uc003jml.1_Frame_Shift_Del_p.C543fsNM_000065 NP_000056 P13671 CO6_HUMAN EGF-like. 7TGCCACTCTGACACACACACAG0.475

- 2 1109_1111TAF9_uc003jwa.2_Intron|TAF9_uc003jwb.2_Intron|TAF9_uc003jwd.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwe.1_In_Frame_Del_p.259_260DD>D|TAF9_uc003jwf.1_In_Frame_Del_p.259_260DD>DNM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 attatcatagtcatcatcatcat 0.256

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4TGTTAGGGACAAAAAAAAGGG0.348

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

+ 1 1731_1743 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMANExtracellular (Potential).|Cadherin 6. 2AGCTGGTGCCCCGGGCGGCTGAGCCGGGCTACC0.709

- 3 512_514TIMD4_uc010jii.2_In_Frame_Del_p.T152delNM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential).|Thr-rich. 2GTGGTGGGGCTTGTTGTTGTTGT0.537

- 3 567RNF145_uc011ddy.1_Frame_Shift_Del_p.L99fs|RNF145_uc003lxo.1_Frame_Shift_Del_p.L113fs|RNF145_uc011ddz.1_Frame_Shift_Del_p.L102fs|RNF145_uc010jiq.1_Frame_Shift_Del_p.L115fs|RNF145_uc011dea.1_Frame_Shift_Del_p.L101fsNM_144726 NP_653327 Q96MT1 RN145_HUMANHelical; (Potential). 5CAGAGCAGTCAAAAAATATAG0.343

+ 11 1475CANX_uc011dgp.1_Frame_Shift_Del_p.I468fs|CANX_uc003mkl.2_Frame_Shift_Del_p.I433fs|CANX_uc011dgq.1_Frame_Shift_Del_p.I325fsNM_001746 NP_001737 P27824 CALX_HUMANLumenal (Potential). 0ACCTCTGACATTTTTTTTGAC0.423

+ 18 2852DSP_uc003mxq.1_Frame_Shift_Del_p.E858fsNM_004415 NP_004406 P15924 DESP_HUMANGlobular 1.|Spectrin 2. 9AAGTTCGGTGAAAAAGTCACA0.493

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

+ 1 72_74BTN2A3_uc011dkm.1_RNA 0GGCCAGCCTCCCTCCTCCTCCTC0.586 rs113134648

+ 3 618HLA-G_uc011dmb.1_Intron|HCG4P6_uc003nog.1_5'Flank|HLA-A_uc010jrq.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003nok.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003non.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003noo.2_Frame_Shift_Del_p.T206fs|HLA-A_uc010jrr.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003nom.2_Frame_Shift_Del_p.T85fs|HLA-A_uc010klp.2_Frame_Shift_Del_p.T178fs|HLA-A_uc011dmc.1_Frame_Shift_Del_p.T85fs|HLA-A_uc011dmd.1_Frame_Shift_Del_p.T85fsNM_002116 NP_002107 P30443 1A01_HUMANExtracellular (Potential).|Alpha-2. 2TGCAGCGCACGGGTACCAGGG0.637 rs115073453

+ 26 5893BAT2_uc003nvc.3_Frame_Shift_Del_p.P1882fsNM_080686 NP_542417 P48634 PRC2A_HUMAN 0CCTATACCTACCCCCCGGCCC0.522

- 4 658BAT3_uc003nvf.3_Frame_Shift_Del_p.P115fs|BAT3_uc003nvh.3_Frame_Shift_Del_p.P115fs|BAT3_uc003nvi.3_Frame_Shift_Del_p.P115fs|BAT3_uc011dnw.1_Frame_Shift_Del_p.P115fs|BAT3_uc011dnx.1_Frame_Shift_Del_p.P115fs|BAT3_uc003nvj.1_Frame_Shift_Del_p.P115fsNM_004639 NP_004630 P46379 BAG6_HUMAN 0CCGAGTACCAGGGGGGGATCC0.592

- 2 742ATF6B_uc003nzo.2_5'Flank|ATF6B_uc003nzn.2_5'Flank|ATF6B_uc011dpg.1_5'Flank|ATF6B_uc011dph.1_5'FlankNM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0TCTATGAGCTCCCCCCAAGTT0.587

- 2 290FKBP5_uc003okx.2_Frame_Shift_Del_p.K29fs|FKBP5_uc011dtf.1_Intron|FKBP5_uc003oky.2_Frame_Shift_Del_p.K29fs|FKBP5_uc003okz.2_Frame_Shift_Del_p.K29fsNM_001145776 NP_001139248 Q13451 FKBP5_HUMAN 1CTCCCCTGTCTTTTTTGGAGG0.468 rs143557566

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTACGTCGCCTTTTTTCCTGT0.493



+ 16 2191 NM_012120 NP_036252 Q9Y5K6 CD2AP_HUMAN Potential. 2AGATGATGTGAAAAAAAATTC0.388

- 12 1315KIAA1009_uc003pkj.3_Frame_Shift_Del_p.F330fs|KIAA1009_uc003pkk.2_Frame_Shift_Del_p.F406fs|KIAA1009_uc003pki.3_5'UTRNM_014895 NP_055710 Q5TB80 QN1_HUMAN 1CATTTTTGTCAAAAAAAAGGT0.358

+ 9 3522_3524GRM1_uc010khv.1_3'UTR|GRM1_uc003qll.2_3'UTR|GRM1_uc011edz.1_3'UTR|GRM1_uc011eea.1_3'UTRNM_000838 NP_000829 Q13255 GRM1_HUMANGln/Pro-rich.|Cytoplasmic (Potential). 19CCCTCCTCTCCAGCAGCAGCAGC0.66

- 3 360ADAP1_uc010ksc.2_IntronNM_001031617 NP_001026788 Q49B96 COX19_HUMAN 0TCAAAATTCATTTTTTTGCCT0.463 rs75087611

+ 3 337C7orf16_uc011kaf.1_IntronNM_006658 NP_006649 O96001 GSUB_HUMAN 3GAGTCAGACCAAAAAAAACCA0.438

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2GCAGTACACCAAAAAAAATCT0.393

+ 2 273_275SFTPC_uc003xaw.3_In_Frame_Del_p.V93del|SFTPC_uc011kza.1_In_Frame_Del_p.V44del|SFTPC_uc003xaz.2_In_Frame_Del_p.V44del|SFTPC_uc003xay.3_In_Frame_Del_p.V44del|BMP1_uc011kzb.1_5'Flank|BMP1_uc003xba.2_5'Flank|BMP1_uc003xbb.2_5'Flank|BMP1_uc003xbe.2_5'Flank|BMP1_uc003xbc.2_5'Flank|BMP1_uc003xbd.2_5'Flank|BMP1_uc003xbf.2_5'Flank|BMP1_uc003xbg.2_5'Flank|BMP1_uc011kzc.1_5'Flank|BMP1_uc003xbh.2_5'Flank|BMP1_uc003xbi.2_5'FlankNM_003018 NP_003009 P11686 PSPC_HUMAN 0CCTTCTTATCGTGGTGGTGGTGG0.601

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GATCAGGAAATTTTTTTTGCA0.453

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7GGCTTTCCGGCTCCTCCTCCTCC0.567

- 3 971_972PABPC1_uc011lhc.1_Frame_Shift_Ins_p.E124fs|PABPC1_uc011lhd.1_Frame_Shift_Ins_p.E111fs|PABPC1_uc003yjt.1_Frame_Shift_Ins_p.E156fs|PABPC1_uc003yju.2_RNANM_002568 NP_002559 P11940 PABP1_HUMAN RRM 2. 0CATTCATTTTTTCAATAGCTCT0.337

- 3 363_367C8orf76_uc003yqd.2_Frame_Shift_Del_p.E79fsNM_032847 NP_116236 Q96K31 CH076_HUMAN 2CAATCTCCAGCGCCTCCATATGCCT0.424

- 6 524_525ANXA13_uc003yqt.2_Frame_Shift_Ins_p.I192fsNM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3AGACACCAGGATTTTTTTTAGG0.411

- 30 4625PLEC_uc003zab.1_Splice_Site_p.E1348_splice|PLEC_uc003zac.1_Splice_Site_p.E1352_splice|PLEC_uc003zad.2_Splice_Site_p.E1348_splice|PLEC_uc003zae.1_Splice_Site_p.E1316_splice|PLEC_uc003zag.1_Splice_Site_p.E1326_splice|PLEC_uc003zah.2_Splice_Site_p.E1334_splice|PLEC_uc003zaj.2_Splice_Site_p.E1375_spliceNM_201380 NP_958782 Q15149 PLEC_HUMAN 9ACGGGCTGTACCTCCTCCTCCTC0.621

- 5 724_726MLLT3_uc011lne.1_In_Frame_Del_p.123_124SS>S|MLLT3_uc011lnf.1_In_Frame_Del_p.152_153SS>S|MLLT3_uc003zof.2_5'UTR|MLLT3_uc011lng.1_Splice_Site_p.T124_spliceNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 gctgctgctactgctgctgctgc 0.148

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26CATCTTGGCCTTTTTTTTGAT0.478

- 14 2236_2237VCP_uc003zvz.2_RNA|VCP_uc010mkh.1_Frame_Shift_Ins_p.N285fs|VCP_uc010mki.1_Frame_Shift_Ins_p.N571fsNM_007126 NP_009057 P55072 TERA_HUMAN 1TGATGAACACATTTTTTTTTGT0.515

- 12 1637 NM_006289 NP_006280 Q9Y490 TLN1_HUMANInteraction with LAYN (By similarity). 13CCCTTCGTACTTTTTGGGGGA0.498

- 3 128_129C9orf114_uc004bwe.2_Frame_Shift_Ins_p.K34fs|C9orf114_uc010mym.2_RNANM_016390 NP_057474 Q5T280 CI114_HUMAN 0AGATCCTTCCATTTTTTTTTCT0.525

+ 24 2526NUP188_uc004bwu.2_Frame_Shift_Del_p.S178fsNM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7AATGTGGTGTCCCCCCTGGAA0.473

+ 5 647PRRG1_uc004ddo.2_Frame_Shift_Del_p.P132fsNM_000950 NP_000941 O14668 TMG1_HUMANCytoplasmic (Potential).|Poly-Pro. 2TATCACCCCACCCCCCCCACC0.488

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10CTGAGCCTTTGCCCCCCCCAGA0.545

+ 2 310_311LOC100303728_uc004ere.1_5'Flank|LOC100303728_uc004erg.1_5'FlankNM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1CCCAAGGAGCAGGGAGTTCTGT0.49 rs113356560

+ 4 1735_1737MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCTGTGAGCTCCTCCTCCTCC0.473 rs144357389

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 TACCTCATCATTTTTTTTGTT0.239

+ 20 4967CAMTA1_uc001aok.3_Frame_Shift_Del_p.Q630fs|CAMTA1_uc001aoj.2_Frame_Shift_Del_p.Q550fs|CAMTA1_uc009vmf.2_Frame_Shift_Del_p.Q177fsNM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9TACTATGAACAAAAAAAATTC0.473

- 4 473 NM_001561 NP_001552 Q07011 TNR9_HUMANExtracellular (Potential).|TNFR-Cys 3. 4CAAACGTACCTTTTTTTGTCA0.413 rs9657965

+ 8 5315PRDM2_uc001avg.2_Intron|PRDM2_uc001avh.2_Frame_Shift_Del_p.K1487fs|PRDM2_uc001avj.2_Intron|PRDM2_uc001avk.2_Frame_Shift_Del_p.K1286fs|PRDM2_uc009voe.2_Intron|PRDM2_uc009vof.2_IntronNM_012231 NP_036363 Q13029 PRDM2_HUMAN 1TTCTCCTCCCAAAAAAAAAGT0.463 rs141416335

- 7 811_812CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0GGCAAGGTACGCCGCGGTGGTG0.649

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 2 155_156CCDC30_uc001chm.2_5'UTR|CCDC30_uc001chn.2_Intron|CCDC30_uc010oju.1_RNA|CCDC30_uc001chp.2_Frame_Shift_Del_p.K15fsNM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0AGTGGTCAAAAGAGAGAGAGAG0.356

- 5 924_925LRRIQ3_uc001dfz.3_RNANM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2TTTTCCTGCTGTTTTTTTTTGT0.327

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2CTACTGAGTATTTTTTTTGCA0.343

- 11 1958_1959GBP3_uc010oss.1_Frame_Shift_Ins_p.T506fs|GBP3_uc001dmu.2_Frame_Shift_Ins_p.T451fs|GBP3_uc001dmv.2_RNANM_018284 NP_060754 Q9H0R5 GBP3_HUMAN Potential. 2ATATCTCTTGGTTTTTTTTTTC0.371

- 9 1232EVI5_uc010otf.1_Frame_Shift_Del_p.M408fs|EVI5_uc001doy.1_RNANM_005665 NP_005656 O60447 EVI5_HUMANDimerization.|Targeting to the centrosomes.|Potential.|Interaction with alpha-tubulin, gamma- tubulin, BIRC5 and FBXO5.2 TACTTTTTCATTTTTTTTGAA0.318

- 9 1732_1734TRIM33_uc010owr.1_In_Frame_Del_p.T140del|TRIM33_uc010ows.1_In_Frame_Del_p.T158del|TRIM33_uc001eex.2_In_Frame_Del_p.T550delNM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11GATGCTGTTGTGTTGTTGTTGTT0.429

- 4 601NBPF10_uc001emp.3_Intron|CD160_uc001eom.1_Intron|CD160_uc010oyz.1_IntronNM_007053 NP_008984 O95971 BY55_HUMAN 0TAGAATGGAGAAAAAATGGCC0.498

+ 8 2280BCL9_uc010ozr.1_Frame_Shift_Del_p.P440fsNM_004326 NP_004317 O00512 BCL9_HUMANPoly-Pro.|Pro-rich. 6GGTCCGAGGACCCCCCCCTCC0.582

+ 14 2499ADAMTSL4_uc001euw.2_Frame_Shift_Del_p.G755fs|ADAMTSL4_uc009wlw.2_Frame_Shift_Del_p.G778fs|ADAMTSL4_uc010pcg.1_Frame_Shift_Del_p.G716fs|ADAMTSL4_uc009wlx.2_5'UTRNM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2GCAGGAATTTGGGGGGGGTGG0.692 rs149280379

- 3 1792_1795 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0ACTCTGGCCTTGTCTGTCTGTCTG0.466

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0GCTCTGGCCTTGTCTGTCTGTCTG0.485

- 3 1720_1723 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0ACTCTGGCCTTGTCTGTCTGTCTG0.505

+ 11 2233NPR1_uc010pdz.1_Frame_Shift_Del_p.D350fs|NPR1_uc010pea.1_Frame_Shift_Del_p.D82fsNM_000906 NP_000897 P16066 ANPRA_HUMANCytoplasmic (Potential).|Protein kinase. 7CCTGCACCGACCCCCCCAATA0.493



- 12 1570_1571KIAA0907_uc001fmj.1_Frame_Shift_Del_p.R516fs|KIAA0907_uc009wrk.1_Frame_Shift_Del_p.R373fs|KIAA0907_uc009wrl.1_RNANM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0TTACCTGTCCCTCTCTCTCTCT0.396

- 5 1175SLAMF1_uc010pjk.1_Intron|SLAMF1_uc010pjl.1_Intron|SLAMF1_uc010pjm.1_IntronNM_003037 NP_003028 Q13291 SLAF1_HUMANCytoplasmic (Potential).|Ig-like V-type. 2ATCGTAAGGCTTTTTTTTTCC0.433

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

- 12 2285ABL2_uc010pnf.1_Frame_Shift_Del_p.P666fs|ABL2_uc010png.1_Frame_Shift_Del_p.P645fs|ABL2_uc010pnh.1_Frame_Shift_Del_p.P645fs|ABL2_uc001gmg.3_Frame_Shift_Del_p.P651fs|ABL2_uc001gmi.3_Frame_Shift_Del_p.P651fs|ABL2_uc001gmh.3_Frame_Shift_Del_p.P630fs|ABL2_uc010pne.1_Frame_Shift_Del_p.P630fsNM_007314 NP_009298 P42684 ABL2_HUMAN 14TGCTGCGTTTGGGGGGTGTAG0.502 rs138240636

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

+ 7 1574_1576PRG4_uc001grt.3_In_Frame_Del_p.T470del|PRG4_uc009wyl.2_In_Frame_Del_p.T418del|PRG4_uc009wym.2_In_Frame_Del_p.T377del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|21. 1GAGCCTGCACCCACCACCACCAA0.645

- 6 886TP53BP2_uc001hod.2_Frame_Shift_Del_p.K69fs|TP53BP2_uc010pva.1_5'FlankNM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3GTGCTCTCACTTTTTTTAGCT0.368

- 19 2548 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 4. 19ACACGTTAGGAAAAAAAGGCG0.413

- 15 1912_1913FRMPD2_uc001jgh.2_Frame_Shift_Ins_p.K570fs|FRMPD2_uc001jgj.2_Frame_Shift_Ins_p.K580fsNM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1TGATGGTGAACTTTTTTTGCTG0.465

+ 2 237 NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4TTTCAAAAGGTAAGTTGTCTT0.388

- 4 784RUFY2_uc001jnz.1_RNA|RUFY2_uc001joc.2_Intron|RUFY2_uc010qiw.1_Frame_Shift_Del_p.M60fs|RUFY2_uc001jod.1_Frame_Shift_Del_p.M118fs|RUFY2_uc009xpv.1_Frame_Shift_Del_p.M1fs|RUFY2_uc001joe.1_Frame_Shift_Del_p.M118fsNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1TAATCGGCCATTTTTTTTTGC0.398

- 2 431TM9SF3_uc010qot.1_Frame_Shift_Del_p.S72fsNM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0TGACTGATACTTTTTTTTGAC0.363

+ 3 629_631LZTS2_uc010qpw.1_In_Frame_Del_p.S197del|LZTS2_uc001ksk.2_In_Frame_Del_p.S197del|LZTS2_uc001ksl.2_In_Frame_Del_p.S197del|LZTS2_uc001ksm.2_RNANM_032429 NP_115805 Q9BRK4 LZTS2_HUMANSer-rich.|Required for centrosomal localization (By similarity).4 GGGGGCCCTGcctcctcctcctc0.557

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

- 8 920 NM_006292 NP_006283 Q99816 TS101_HUMAN Potential. 0CTGGTGACCCTTTTTCAGGTC0.438

- 4 391APIP_uc010reo.1_Frame_Shift_Del_p.S112fsNM_015957 NP_057041 Q96GX9 MTNB_HUMAN 0GTACACTGGCTTTTTTTTAGC0.343

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2ATCCAAGGTACCCCCCCATGA0.517

+ 7 728EXT2_uc010rfo.1_Intron|ACCS_uc010rfm.1_Intron|ACCS_uc010rfn.1_3'UTR|ACCS_uc001mxx.2_Frame_Shift_Del_p.Y195fsNM_001127219 NP_001120691 Q96QU6 1A1L1_HUMAN 4ACCCCTTACTATGGCGCTATC0.577

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0GCCGTGGCCCCTGCTGCTGCTGC0.616

- 3 483SNORA8_uc001pec.2_5'Flank|TAF1D_uc001pdz.2_RNA|TAF1D_uc001pea.1_RNANM_024116 NP_077021 Q9H5J8 TAF1D_HUMAN 0 CCTCTTTTTCTTTTTTTTATA0.348

+ 3 285CD3G_uc009zaa.1_Frame_Shift_Del_p.K9fsNM_000073 NP_000064 P09693 CD3G_HUMANExtracellular (Potential).|Ig-like. 0AACTGAAGATAAAAAAAAATG0.403

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMANAsp/Glu-rich (acidic).p.D460del(1)|p.E366_K477del(1)149TCCCCAAATTATGATGATGATGA0.473

- 4 1425C11orf61_uc001qaz.1_Frame_Shift_Del_p.E416fs|C11orf61_uc010sap.1_Frame_Shift_Del_p.E188fs|C11orf61_uc001qay.1_Frame_Shift_Del_p.E238fsNM_024631 NP_078907 Q6P1R3 CK061_HUMAN 0CGGGTGGGTTCTATTTCCACC0.488

+ 7 1559_1560CHEK1_uc010sbh.1_Frame_Shift_Ins_p.E239fs|CHEK1_uc010sbi.1_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcf.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbp.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcg.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbq.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qci.1_RNANM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6TGACTGGAAAGAAAAAAAAACA0.361 rs35817404

- 4 560SRPR_uc010sbm.1_Frame_Shift_Del_p.K142fs|FOXRED1_uc001qdi.2_5'Flank|FOXRED1_uc010sbn.1_5'Flank|FOXRED1_uc010sbo.1_5'Flank|FOXRED1_uc010sbp.1_5'Flank|FOXRED1_uc010sbq.1_5'Flank|FOXRED1_uc001qdj.2_5'Flank|FOXRED1_uc010sbr.1_5'FlankNM_003139 NP_003130 P08240 SRPR_HUMAN 0CTTGGCCCCCTTTTTTTTGCT0.438

- 3 258_259PRB1_uc001qzu.1_In_Frame_Ins_p.74_74P>PP|PRB1_uc001qzv.1_In_Frame_Ins_p.74_74P>PPNM_005039 NP_005030 P04280 PRP1_HUMAN5.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0GTGGCTTTCCTGGAGGTGGGGG0.619

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0GGTTCTCCTTTCTCTCTCTCTC0.446

- 9 1884_1886LOC144438_uc001rsd.3_5'Flank|CCNT1_uc009zkz.1_In_Frame_Del_p.H236delNM_001240 NP_001231 O60563 CCNT1_HUMAN His-rich. 6AGTGGTGATTATGATGATGATGA0.443

- 9 1781_1782KRT1_uc001sav.1_In_Frame_Ins_p.567_568insGNM_006121 NP_006112 P04264 K2C1_HUMANGly/Ser-rich.|Tail. 2 tagctgccatggccgccgccgc 0.084

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=3; (Potential). 4CCCAGATGTACTTCTTCTTCTTC0.414

+ 5 734ESYT1_uc001sjr.2_Frame_Shift_Del_p.Y228fsNM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5TGAAGAAATATTTTTGCAAAG0.478

- 12 1669UHRF1BP1L_uc001tgr.2_Frame_Shift_Del_p.P480fs|UHRF1BP1L_uc001tgp.2_Frame_Shift_Del_p.P130fsNM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2TCATGCTTTTGGGGGAAGAAC0.348

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 10 3917SACS_uc001uoo.2_Frame_Shift_Del_p.I963fs|SACS_uc001uop.1_Intron|SACS_uc001uoq.1_IntronNM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12AAGGCTTCAATTTTTTTTGCC0.383

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

- 29 3774ABCC4_uc010afj.2_Intron|ABCC4_uc010afk.2_Frame_Shift_Del_p.I1172fsNM_005845 NP_005836 O15439 MRP4_HUMANABC transporter 2. 4TTCTCCCGGATTTTTTTTTGT0.378

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1TGTTGGCCACCCTCCTCCTCCTC0.67

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CTGATGGGACTTTTTTTTTGA0.373

+ 1 839SDCCAG1_uc010anj.1_Intron|RPL36AL_uc001wwq.1_5'FlankNM_002408 NP_002399 Q10469 MGAT2_HUMANLumenal (Potential). 0GGCACCTGGGCCCCCCGGGAG0.602

- 1 61_63C15orf24_uc001zhn.2_5'UTR|PGBD4_uc001zho.2_5'FlankNM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0ATCCCCCGATAGCAGCAGCAGCA0.665

- 15 2082_2083SLTM_uc002afn.2_Frame_Shift_Del_p.E207fs|SLTM_uc002afo.2_Frame_Shift_Del_p.E647fs|SLTM_uc002afq.2_Frame_Shift_Del_p.E234fs|SLTM_uc010bgd.2_Frame_Shift_Del_p.E234fsNM_024755 NP_079031 Q9NWH9 SLTM_HUMANArg/Glu-rich.|Potential. 1TTTCTAGGCGCTCTCTCTCTCT0.475

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0GGAGGACACAGAGGAGGAGGAGG0.616

- 1 929ZNF263_uc002cur.2_3'UTR|TIGD7_uc010btj.1_RNANM_033208 NP_149985 Q6NT04 TIGD7_HUMANH-T-H motif (By similarity).|HTH psq-type. 0 TAACTTCTTATTTTTTTTAAT0.358

- 3 972_973 NM_001012991 NP_001013009 Q1ED39 CP088_HUMANInteraction with ZFP106 (By similarity). 0TCCATGTTGCCTTTTTTTTCCA0.564

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562



+ 30 3476_3478ITGAL_uc002dyj.3_In_Frame_Del_p.L1022del|ITGAL_uc010vev.1_In_Frame_Del_p.L340delNM_002209 NP_002200 P20701 ITAL_HUMANHelical; (Potential). 10GCATCGGGGGGCTGCTGCTGCTG0.601

+ 25 6010_6011SRCAP_uc002dzf.2_RNA|SRCAP_uc002dzg.1_Frame_Shift_Ins_p.Q1670fs|SRCAP_uc010bzz.1_Frame_Shift_Ins_p.Q1445fsNM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4CTCGACGCCAGCCCCCCCCACC0.569

- 8 897_898BRD7_uc002ege.1_Frame_Shift_Del_p.E277fsNM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0CTCCAGAGTCCTCTCTCTCTCT0.47

+ 5 1317_1319IRX6_uc002ehx.2_In_Frame_Del_p.E268delNM_024335 NP_077311 P78412 IRX6_HUMAN 6 CCTggaggaagaggaggaggagg0.493

+ 6 773_774CPNE2_uc010cct.1_Frame_Shift_Del_p.Y208fs|CPNE2_uc010ccu.1_Frame_Shift_Del_p.Y182fsNM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2TCTGGAGTTTTATAAGCCAGGA0.599

- 3 393CIAPIN1_uc002elk.1_RNA|CIAPIN1_uc002elm.1_Frame_Shift_Del_p.L61fs|CIAPIN1_uc002eln.1_Frame_Shift_Del_p.L74fs|CIAPIN1_uc010cda.1_Frame_Shift_Del_p.L74fs|CIAPIN1_uc002elo.1_Frame_Shift_Del_p.L74fs|CIAPIN1_uc010vhm.1_Frame_Shift_Del_p.L74fsNM_020313 NP_064709 Q6FI81 CPIN1_HUMAN 0CAGCACTGTGCAGAGTGGTGC0.473

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 15 2170_2172SLC9A5_uc010cee.2_In_Frame_Del_p.E413del|SLC9A5_uc010vji.1_In_Frame_Del_p.E212delNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2CGTGGAGTCTGAGGAGGAGGAGG0.571

+ 3 433KIAA0182_uc002fiw.2_Frame_Shift_Del_p.T16fs|KIAA0182_uc002fiy.2_Frame_Shift_Del_p.T47fsNM_014615 NP_055430 Q14687 GSE1_HUMAN 5GTGCCCAGCACCCCCCCCGTG0.687

- 15 2000_2002MPDU1_uc010vuc.1_3'UTR|SOX15_uc002ghy.1_5'Flank|SOX15_uc002ghz.1_5'FlankNM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0ACCACGGTTACGGCGGCGGCGGC0.547

+ 10 2188_2189CNTROB_uc002gjp.2_Frame_Shift_Del_p.R423fs|CNTROB_uc002gjr.2_Frame_Shift_Del_p.R325fs|CNTROB_uc010vum.1_Frame_Shift_Del_p.R135fsNM_053051 NP_444279 Q8N137 CNTRB_HUMANPotential.|Required for centrosome localization. 2ATACAGCTCGGAGAGAGAGAGA0.579

+ 6 2233CYTSB_uc010cqx.2_Frame_Shift_Del_p.L696fs|CYTSB_uc002gwr.2_Frame_Shift_Del_p.L696fs|CYTSB_uc002gws.2_Frame_Shift_Del_p.L696fs|CYTSB_uc002gwv.2_Frame_Shift_Del_p.L615fs|CYTSB_uc010vzf.1_Frame_Shift_Del_p.L36fs|CYTSB_uc002gww.2_Frame_Shift_Del_p.L472fs|CYTSB_uc002gwt.2_Frame_Shift_Del_p.L615fs|CYTSB_uc002gwu.2_Frame_Shift_Del_p.L615fsNM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN Potential. 0TGATCAAGCTGGAGGAACAGA0.478

+ 34 4663_4665SUPT6H_uc010crt.2_In_Frame_Del_p.S1528delNM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3CATCACCCCTAGCAGCAGCAGCA0.537

- 15 2756SSH2_uc010wbh.1_Frame_Shift_Del_p.P946fsNM_033389 NP_203747 Q76I76 SSH2_HUMAN 2TGAATGTTCTGGGGGGGCTTC0.483

- 8 2163_2164GPATCH8_uc002igv.1_Frame_Shift_Del_p.S622fs|GPATCH8_uc010wiz.1_Frame_Shift_Del_p.S622fsNM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN Lys-rich. 4ACTCTGCCTTAGAGCTTTTCTC0.45

- 5 690CCDC43_uc010czw.1_3'UTRNM_144609 NP_653210 Q96MW1 CCD43_HUMAN Potential. 0CTCTGTGTCCTTTTTTTTTCC0.463

+ 5 488_489MYL4_uc002ilh.2_Frame_Shift_Del_p.L120fsNM_001002841 NP_001002841 P12829 MYL4_HUMAN 2TGCCCATCCTGCAGCACATTTC0.53

- 4 843COX11_uc010wne.1_Intron|COX11_uc010wnf.1_Intron|COX11_uc002iue.2_RNANM_004375 NP_004366 Q9Y6N1 COX11_HUMANMitochondrial intermembrane (Potential).|Mitochondrial matrix (Potential).1CCTTTGCTTCAAAAAAAGTGT0.353

+ 6 1129SLC9A3R1_uc002jlp.2_Frame_Shift_Del_p.S146fsNM_004252 NP_004243 O14745 NHRF1_HUMAN 0CCCAAGACAGCCCCCCAAAAC0.597

- 8 1079_1081MED26_uc002nee.2_IntronNM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 ctgctgctgttgctgctgctgct 0.552

+ 7 1022LSM14A_uc002nva.3_Frame_Shift_Del_p.R276fs|LSM14A_uc010xru.1_Frame_Shift_Del_p.R235fs|LSM14A_uc002nvc.3_Frame_Shift_Del_p.R82fsNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1TGGGGGTCATCGGGGTGGCAG0.438

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1TTGCCTCCTGCTCCTCCTCCTCC0.64

- 1 177_179LYPD3_uc002owm.2_In_Frame_Del_p.23_24LL>LNM_014400 NP_055215 O95274 LYPD3_HUMAN 1ACCTCCGCGAAGCAGCAGCAGCA0.675 rs141441894

- 2 1402_1404PNMAL1_uc002per.3_In_Frame_Del_p.K366delNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0CCAAGCTCACCTTCTTCTTCTTC0.562

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1GCCACCATCACTGCTGCTGCTGC0.463

- 15 2287_2289 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 gtggtggtgatggtggtggtggt 0.281

+ 30 3643_3645DYSF_uc010feg.2_In_Frame_Del_p.R1124del|DYSF_uc010feh.2_In_Frame_Del_p.R1079del|DYSF_uc002sig.3_In_Frame_Del_p.R1079del|DYSF_uc010yqx.1_RNA|DYSF_uc010fee.2_In_Frame_Del_p.R1093del|DYSF_uc010fef.2_In_Frame_Del_p.R1110del|DYSF_uc010fei.2_In_Frame_Del_p.R1110del|DYSF_uc010fek.2_In_Frame_Del_p.R1111del|DYSF_uc010fej.2_In_Frame_Del_p.R1080del|DYSF_uc010fel.2_In_Frame_Del_p.R1080del|DYSF_uc010feo.2_In_Frame_Del_p.R1125del|DYSF_uc010fem.2_In_Frame_Del_p.R1094del|DYSF_uc010fen.2_In_Frame_Del_p.R1111del|DYSF_uc002sif.2_In_Frame_Del_p.R1094del|DYSF_uc010yqy.1_5'FlankNM_003494 NP_003485 O75923 DYSF_HUMANCytoplasmic (Potential).|Arg-rich. 7CAGATGCCTTCCGCCGCCGCCGC0.655

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential). 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 5 1001MARCH7_uc010foq.2_Frame_Shift_Del_p.T293fs|MARCH7_uc010zcn.1_Frame_Shift_Del_p.T237fs|MARCH7_uc010for.2_Frame_Shift_Del_p.T255fs|MARCH7_uc002uay.2_RNANM_022826 NP_073737 Q9H992 MARH7_HUMAN Ser-rich. 0TGTCATCTACTTTTTTTTCAC0.393

- 7 1432GRB14_uc010zcv.1_Frame_Shift_Del_p.K210fs|GRB14_uc002ucm.2_RNANM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7GTGCTCCATGTTTTTTTTTGC0.373

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0TCCATCATGCAAAAAAAAAGC0.353

+ 4 842 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANGlutamine amidotransferase type-2. 3TTGGTAGGGATTTTTTTGGTC0.393

+ 9 1518CYP20A1_uc002uzx.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc010zif.1_Frame_Shift_Del_p.Q307fs|CYP20A1_uc002uzy.3_Frame_Shift_Del_p.Q197fs|CYP20A1_uc002uzw.3_RNA|CYP20A1_uc010ftw.2_Frame_Shift_Del_p.Q29fsNM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0GAAGAAGTTCAAAAAAAATTA0.348

+ 4 350RQCD1_uc002vih.1_Frame_Shift_Del_p.L117fs|RQCD1_uc010zki.1_Frame_Shift_Del_p.L117fsNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CACATCCCACTTTTTTTGTAC0.413

+ 2 364_365DSTN_uc002wpq.2_Frame_Shift_Ins_p.I20fs|DSTN_uc010gck.2_Frame_Shift_Ins_p.I20fsNM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2GAAGGCTGTCATTTTTTGTCTC0.386

+ 3 173_174FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0TCACTTAGGGGAAAATGGCTTT0.322

- 2 797BCL2L1_uc002wwk.2_RNA|BCL2L1_uc002wwm.2_Intron|BCL2L1_uc002wwn.2_Frame_Shift_Del_p.F144fs|BCL2L1_uc002wwo.1_Frame_Shift_Del_p.F144fsNM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2GCCGAAGGAGAAAAAGGCCAC0.542

+ 3 213 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6AAGACCCTGGCCCCCCAGACC0.587

- 8 665SYCP2_uc010gju.1_Frame_Shift_Del_p.M77fsNM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 ATAGCATTCATTTTTTTTATA0.289

- 20 3323_3325SFRS15_uc002ype.2_In_Frame_Del_p.Q944del|SFRS15_uc010glu.2_In_Frame_Del_p.Q951delNM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GATGGTGgtggctgctgctgctg0.291

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN 0TCTTCAGACACCCCCCCGTCT0.478

+ 4 1162IFNGR2_uc002yrq.3_Frame_Shift_Del_p.F191fs|IFNGR2_uc010gma.2_Frame_Shift_Del_p.F93fs|IFNGR2_uc002yrr.3_Frame_Shift_Del_p.F93fsNM_005534 NP_005525 P38484 INGR2_HUMANExtracellular (Potential).|Fibronectin type-III 2. 0CTCCACGGCCTTTTTTTGTTA0.458

+ 33 3643TTC3_uc011aee.1_Frame_Shift_Del_p.K870fs|TTC3_uc002ywa.2_Frame_Shift_Del_p.K1180fs|TTC3_uc002ywb.2_Frame_Shift_Del_p.K1180fs|TTC3_uc010gnf.2_Frame_Shift_Del_p.K945fs|TTC3_uc002ywc.2_Frame_Shift_Del_p.K870fs|TTC3_uc002ywd.1_Frame_Shift_Del_p.K244fsNM_001001894 NP_001001894 P53804 TTC3_HUMANArg/Lys-rich (basic). 9ACGGCTCAAGAAAAAAAGGAA0.383

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5GCTGGGTGGTCTGCTGCTGCTGC0.596 rs141985009

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMAN6.|8 X 7 AA tandem repeats of [PT]-[AT]-A- [ENT]-[PT]-[PTS]-[AG].0GCAAACCCCCCAGCGCCTGCTGCAAACCCCTCAGCACCTGC0.665rs66468174;rs77417880;rs62235033;rs13056859;rs62235034

- 10 2571_2573RANGAP1_uc003azt.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azu.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azr.2_5'Flank|RANGAP1_uc010gyk.2_5'Flank|RANGAP1_uc011aoz.1_In_Frame_Del_p.312_313EE>ENM_002883 NP_002874 P46060 RAGP1_HUMANAsp/Glu-rich (highly acidic).|Asp/Glu-rich (highly acidic).0 ctcttctccttcctcctcctcct 0.266

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1TGAGTCAACATTTTTTTTGCC0.224



- 9 2343TUBGCP6_uc010har.1_Frame_Shift_Del_p.R611fs|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc010hat.1_5'Flank|TUBGCP6_uc003bkd.1_5'UTRNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4CTCCTCACCCGGGGGCAGCAG0.597

+ 11 1513CNTN6_uc011asj.1_Frame_Shift_Del_p.K344fs|CNTN6_uc003bpa.2_Frame_Shift_Del_p.K416fsNM_014461 NP_055276 Q9UQ52 CNTN6_HUMANIg-like C2-type 5. 8AAGTCCAGTTAAAAAAAAGTC0.393

+ 13 1986_1987NKTR_uc003clm.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003clp.2_Frame_Shift_Ins_p.S360fs|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_Frame_Shift_Ins_p.S503fs|NKTR_uc003clr.1_Frame_Shift_Ins_p.S360fs|NKTR_uc003cls.2_Frame_Shift_Ins_p.S313fsNM_005385 NP_005376 P30414 NKTR_HUMAN 3TGAGTGACAGTCCCCCCCCTTC0.421

- 2 303ANO10_uc011azs.1_Frame_Shift_Del_p.K44fs|ANO10_uc003cmw.2_Frame_Shift_Del_p.K44fs|ANO10_uc010hil.2_Frame_Shift_Del_p.K44fs|ANO10_uc011azt.1_Frame_Shift_Del_p.K44fsNM_018075 NP_060545 Q9NW15 ANO10_HUMANCytoplasmic (Potential). 2CACCTCCATCTTTTTTTTTAG0.408

+ 5 867 NM_016006 NP_057090 Q8WTS1 ABHD5_HUMAN 1CTACCACTGTAATGTGCAGAC0.299

- 25 4571MYLK_uc010hrr.2_Splice_Site|MYLK_uc011bjv.1_Splice_Site_p.E230_splice|MYLK_uc011bjw.1_Splice_Site_p.E1430_splice|MYLK_uc003egp.2_Splice_Site_p.E1361_splice|MYLK_uc003egq.2_Splice_Site_p.E1430_splice|MYLK_uc003egr.2_Splice_Site_p.E1361_splice|MYLK_uc003egs.2_Splice_Site_p.E1254_spliceNM_053025 NP_444253 Q15746 MYLK_HUMAN 9CCTTCGGCTCTGGGGGGGGCAC0.624 rs41431347

- 25 4273 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7CTTTGCTGGATTTTTTTTCTC0.343

- 8 1759_1761DBR1_uc003eru.2_In_Frame_Del_p.490_491DD>D|DBR1_uc003ert.2_In_Frame_Del_p.309_310DD>DNM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0TTAAGCTGCATCGTCATCATCAT0.251rs150114751;rs2622736

+ 42 6369_6371MED12L_uc011bnz.1_In_Frame_Del_p.Q1779delNM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7GCAGCAGACCCAGCAGCAGCAGC0.527

- 2 132_134PHC3_uc003fgl.2_In_Frame_Del_p.T35del|PHC3_uc011bpq.1_In_Frame_Del_p.T35del|PHC3_uc011bpr.1_In_Frame_Del_p.T35del|PHC3_uc003fgm.2_In_Frame_Del_p.T35del|PHC3_uc003fgo.1_In_Frame_Del_p.T23del|PHC3_uc003fgp.3_In_Frame_Del_p.T35del|PHC3_uc003fgq.3_In_Frame_Del_p.T35del|PHC3_uc003fgr.1_RNANM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 GAAgtggtgatggtggtggtggt0.424

- 2 355PARL_uc003fme.2_Frame_Shift_Del_p.I99fsNM_018622 NP_061092 Q9H300 PARL_HUMANMitochondrial matrix (Potential). 0TAAAGGTTTTATGAGACTCCT0.418

+ 5 690FETUB_uc011brz.1_5'UTR|FETUB_uc003fqn.2_Frame_Shift_Del_p.S143fs|FETUB_uc003fqo.2_Frame_Shift_Del_p.S38fs|FETUB_uc010hyr.2_Frame_Shift_Del_p.S106fs|FETUB_uc010hys.2_5'UTR|FETUB_uc003fqp.3_Frame_Shift_Del_p.S78fsNM_014375 NP_055190 Q9UGM5 FETUB_HUMAN 2CAACAGTTTCAAAAAAAAAGA0.418

- 15 1909PROM1_uc003gor.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gos.2_Frame_Shift_Del_p.N557fs|PROM1_uc003got.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gou.2_Frame_Shift_Del_p.N557fs|PROM1_uc003gop.2_Frame_Shift_Del_p.N557fs|PROM1_uc003goq.3_Frame_Shift_Del_p.N557fsNM_006017 NP_006008 O43490 PROM1_HUMANExtracellular (Potential). 7AGTGCCTCTATTTTTTTTGCA0.428

+ 16 1633_1634PDGFRA_uc003haa.2_Intron|FIP1L1_uc011bzu.1_Frame_Shift_Del_p.R477fs|FIP1L1_uc003gzz.2_Frame_Shift_Del_p.R409fs|FIP1L1_uc003hab.2_Frame_Shift_Del_p.R448fs|FIP1L1_uc003hac.2_Frame_Shift_Del_p.R237fs|FIP1L1_uc010ign.2_RNA|FIP1L1_uc003had.2_Frame_Shift_Del_p.P67fs|FIP1L1_uc003hae.2_Frame_Shift_Del_p.P67fsNM_030917 NP_112179 Q6UN15 FIP1_HUMANArg-rich.|Sufficient for interaction with CPSF1 and CSTF3.|Glu-rich.2agaACGCACCAGAGAGAGAGAG0.292

- 10 1336CFI_uc003hzq.2_Frame_Shift_Del_p.L173fs|CFI_uc011cft.1_Frame_Shift_Del_p.L384fs|CFI_uc003hzs.3_Frame_Shift_Del_p.L369fsNM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0GTGCAGCAGTCAGAATCCAAC0.418

+ 6 700EXOSC9_uc003idz.2_Frame_Shift_Del_p.F198fs|EXOSC9_uc003ieb.2_Frame_Shift_Del_p.F182fs|EXOSC9_uc010inp.1_RNANM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0CAGTTTTGCCTTTTTCCAGCA0.358

- 14 1840CLGN_uc003iii.2_Frame_Shift_Del_p.K541fsNM_001130675 NP_001124147 O14967 CLGN_HUMANCytoplasmic (Potential). 3ATCATTTTGCTTTTTTTCCTC0.378

- 8 596_598OTUD4_uc003ijz.3_In_Frame_Del_p.A153delNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3CCATTCACATCAGCAGCAGCAGC0.34

- 4 702_704HMGB2_uc003ita.3_In_Frame_Del_p.194_195EE>E|HMGB2_uc003itb.2_In_Frame_Del_p.194_195EE>E|HMGB2_uc003itc.2_3'UTRNM_001130689 NP_001124161 P26583 HMGB2_HUMANAsp/Glu-rich (acidic). 0 atcttcttcttcctcctcctcct 0.286

- 14 2587_2589CTNND2_uc010itt.2_In_Frame_Del_p.723_724KK>K|CTNND2_uc011cmy.1_In_Frame_Del_p.477_478KK>K|CTNND2_uc011cmz.1_In_Frame_Del_p.381_382KK>K|CTNND2_uc010itu.1_RNA|CTNND2_uc011cmx.1_In_Frame_Del_p.381_382KK>KNM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Poly-Lys. 8GGATTTCTTTTTCTTCTTCTTCT0.502

- 27 4142_4143MYO10_uc011cnc.1_Frame_Shift_Ins_p.G104fs|MYO10_uc011cnd.1_Frame_Shift_Ins_p.G582fs|MYO10_uc011cne.1_Frame_Shift_Ins_p.G582fs|MYO10_uc010itx.2_Frame_Shift_Ins_p.G848fsNM_012334 NP_036466 Q9HD67 MYO10_HUMAN PH 1. p.S1226fs*25(1) 3GCGTGGAGGAGCCCCCCCCTTT0.564

- 10 1909CDH10_uc011cnu.1_RNANM_006727 NP_006718 Q9Y6N8 CAD10_HUMANCadherin 5.|Extracellular (Potential). 12AGCTAAACTGAAAAAAAATTT0.313

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0GTGACGAGTGTGATGATGATGAT0.562

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4TGTTAGGGACAAAAAAAAGGG0.348

+ 2 237_240AP3S1_uc003krk.2_Frame_Shift_Del_p.K19fs|AP3S1_uc003krm.2_Frame_Shift_Del_p.K41fsNM_001284 NP_001275 Q92572 AP3S1_HUMAN 0TTTGGTATCTAAGAGAGATGAAAA0.304 rs80118146

- 1 991_993ZNF608_uc003ktr.1_RNA|ZNF608_uc003kts.1_In_Frame_Del_p.E290del|ZNF608_uc003ktt.1_In_Frame_Del_p.E290delNM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6GCCTGTGGCTCTCCTCCTCCTCC0.522

- 22 3471RAPGEF6_uc003kvp.1_Frame_Shift_Del_p.R1139fs|RAPGEF6_uc003kvo.1_Frame_Shift_Del_p.R1102fs|RAPGEF6_uc010jdi.1_Frame_Shift_Del_p.R1097fs|RAPGEF6_uc010jdj.1_Frame_Shift_Del_p.R1097fs|RAPGEF6_uc003kvq.2_Frame_Shift_Del_p.R814fs|RAPGEF6_uc003kvr.2_Frame_Shift_Del_p.R1089fs|RAPGEF6_uc011cxe.1_RNA|RAPGEF6_uc003kvm.1_Frame_Shift_Del_p.R12fsNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3CGGCGTGCCCTTTTTTTGTGA0.453

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN 1ACAAGAAATTGAGAGAGAGAGA0.46

- 3 1571PCDH1_uc003llp.2_Frame_Shift_Del_p.P485fs|PCDH1_uc011dbf.1_Frame_Shift_Del_p.P463fsNM_002587 NP_002578 Q08174 PCDH1_HUMANExtracellular (Potential).|Cadherin 4. 5GCTGGAGAGTGGGGGGTTGCC0.532

+ 6 1327_1328LARP1_uc003lvo.2_Frame_Shift_Ins_p.A223fs|LARP1_uc010jie.1_Frame_Shift_Ins_p.A95fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CGTGCCCGTGGCCCCCCCCACC0.644

+ 5 351MRPL22_uc003lvz.3_Frame_Shift_Del_p.K25fsNM_014180 NP_054899 Q9NWU5 RM22_HUMAN 0ATTCAATGACAAAAAAGGGGC0.378

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

+ 1 72_74BTN2A3_uc011dkm.1_RNA 0GGCCAGCCTCCCTCCTCCTCCTC0.586 rs113134648

+ 3 618HLA-G_uc011dmb.1_Intron|HCG4P6_uc003nog.1_5'Flank|HLA-A_uc010jrq.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003nok.2_Frame_Shift_Del_p.T85fs|HLA-A_uc003non.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003noo.2_Frame_Shift_Del_p.T206fs|HLA-A_uc010jrr.2_Frame_Shift_Del_p.T206fs|HLA-A_uc003nom.2_Frame_Shift_Del_p.T85fs|HLA-A_uc010klp.2_Frame_Shift_Del_p.T178fs|HLA-A_uc011dmc.1_Frame_Shift_Del_p.T85fs|HLA-A_uc011dmd.1_Frame_Shift_Del_p.T85fsNM_002116 NP_002107 P30443 1A01_HUMANExtracellular (Potential).|Alpha-2. 2TGCAGCGCACGGGTACCAGGG0.637 rs115073453

+ 26 5893BAT2_uc003nvc.3_Frame_Shift_Del_p.P1882fsNM_080686 NP_542417 P48634 PRC2A_HUMAN 0CCTATACCTACCCCCCGGCCC0.522

- 20 3156BAT3_uc003nvf.3_Frame_Shift_Del_p.Q942fs|BAT3_uc003nvh.3_Frame_Shift_Del_p.Q942fs|BAT3_uc003nvi.3_Frame_Shift_Del_p.Q942fs|BAT3_uc011dnw.1_Frame_Shift_Del_p.Q942fs|BAT3_uc011dnx.1_Frame_Shift_Del_p.Q816fsNM_004639 NP_004630 P46379 BAG6_HUMAN 0TCCCTTACCTGGGGGGGATCA0.532

+ 7 1416KIFC1_uc011drf.1_Frame_Shift_Del_p.P314fsNM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0CTGTCCTGCCGGGGGAGCCCA0.652 rs116903030

- 4 1648ZNF318_uc003ouw.2_RNANM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7CTACGTCGCCTTTTTTCCTGT0.493

+ 11 1515SLC35A1_uc003plx.2_5'Flank|C6orf165_uc003plw.2_Frame_Shift_Del_p.K287fs|C6orf165_uc010kbv.1_RNA|C6orf165_uc003plu.1_Frame_Shift_Del_p.K475fsNM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1AGAAAAGGCCAAAAAAAATAC0.269

+ 14 3679ARID1B_uc003qqo.2_Frame_Shift_Del_p.T1136fs|ARID1B_uc003qqp.2_Frame_Shift_Del_p.T1123fsNM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2GGCCCACAGACCCCCCAGTCA0.547

+ 3 945QKI_uc003que.2_Frame_Shift_Del_p.K132fs|QKI_uc003quf.2_Frame_Shift_Del_p.K132fs|QKI_uc003qug.2_Frame_Shift_Del_p.K132fs|QKI_uc003quh.2_Frame_Shift_Del_p.K132fs|QKI_uc003quj.2_Frame_Shift_Del_p.K132fsNM_006775 NP_006766 Q96PU8 QKI_HUMAN KH. 2AATGAGGGATAAAAAAAAGGT0.363

- 3 360ADAP1_uc010ksc.2_IntronNM_001031617 NP_001026788 Q49B96 COX19_HUMAN 0TCAAAATTCATTTTTTTGCCT0.463 rs75087611

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

+ 3 337C7orf16_uc011kaf.1_IntronNM_006658 NP_006649 O96001 GSUB_HUMAN 3GAGTCAGACCAAAAAAAACCA0.438

+ 3 342OGDH_uc003tlm.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbx.1_Frame_Shift_Del_p.I78fs|OGDH_uc011kby.1_Intron|OGDH_uc003tlp.2_Frame_Shift_Del_p.I78fs|OGDH_uc011kbz.1_5'UTR|OGDH_uc003tlo.1_5'UTRNM_002541 NP_002532 Q02218 ODO1_HUMAN 2TCATGGGACATTTTTTTTCGC0.577

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783



- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

+ 13 1828PHTF2_uc003ugp.2_Frame_Shift_Del_p.F530fs|PHTF2_uc003ugq.3_Frame_Shift_Del_p.F530fs|PHTF2_uc010ldv.2_Frame_Shift_Del_p.F530fs|PHTF2_uc003ugt.3_Frame_Shift_Del_p.F534fs|PHTF2_uc003ugu.3_Frame_Shift_Del_p.F530fs|PHTF2_uc010ldw.1_Frame_Shift_Del_p.F350fsNM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1GTGGATTTTCTTTTTTTTGCT0.303

- 2 1795PCLO_uc003uhv.2_Frame_Shift_Del_p.Q502fsNM_033026 NP_149015 Q9Y6V0 PCLO_HUMANGln-rich.|Pro-rich.|10 X 10 AA tandem approximate repeats of P-A-K-P-Q-P-Q-Q-P-X.7AGCCAGGCTGTTGAGATGGGG0.607

- 5 585 NM_018843 NP_061331 Q8TBP6 S2540_HUMAN Solcar 1. 1CTGGCTTCTTATACCATAGTT0.323

- 7 1188CYP51A1_uc011khn.1_Frame_Shift_Del_p.K237fs|CYP51A1_uc003uln.3_Frame_Shift_Del_p.K279fsNM_000786 NP_000777 Q16850 CP51A_HUMAN 0 CTAAATAACATTTTTTTTGAA0.398

+ 14 1294_1295CCDC132_uc003umq.2_RNA|CCDC132_uc003ump.2_Frame_Shift_Ins_p.Q359fs|CCDC132_uc003umr.2_RNA|CCDC132_uc011khz.1_Frame_Shift_Ins_p.Q109fsNM_017667 NP_060137 Q96JG6 CC132_HUMAN 0CGAATATGGCAGGTTTGGtttt0.272 rs140810598

- 2 390_392PTCD1_uc011kiw.1_In_Frame_Del_p.E136delNM_015545 NP_056360 O75127 PTCD1_HUMAN 1TCCCAAAACTCTCCTCCTCCTCC0.606

- 5 964GPC2_uc010lgr.2_Intron|GPC2_uc003utw.1_3'UTRNM_152742 NP_689955 Q8N158 GPC2_HUMAN 2AGTGAGGGGACCCCCCGGCAC0.642

- 6 841PMPCB_uc011kll.1_Intron|DNAJC2_uc003vbn.2_Translation_Start_Site|DNAJC2_uc010lix.2_Frame_Shift_Del_p.N197fs|DNAJC2_uc003vbp.2_Translation_Start_Site|DNAJC2_uc003vbq.1_RNANM_014377 NP_055192 Q99543 DNJC2_HUMAN ZRF1-UBD. 1 TTTAGGAACATTTTTTTTATT0.234

- 2 110LAMB4_uc003vey.2_Frame_Shift_Del_p.L9fsNM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8ACCAAGGTGCAAAAAAAGGGT0.308

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 3 341 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0TGTGTCTCCTGGGCGATAAGT0.443

- 4 4130_4131 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8CTCTAATTGCACCTCTTCTTGC0.297

- 9 1257MTMR7_uc003wxn.2_Frame_Shift_Del_p.D119fs|MTMR7_uc011kya.1_5'UTR|MTMR7_uc011kyb.1_5'UTRNM_004686 NP_004677 Q9Y216 MTMR7_HUMANMyotubularin phosphatase.|Substrate binding (By similarity).1TCCCAGCCATCAGAACAGTGA0.552

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GATCAGGAAATTTTTTTTGCA0.453

- 9 1343_1344 NM_152413 NP_689626 Q8NHS2 AATC2_HUMAN 1TCCAATCAGTGTTTTTTTTTCC0.371

+ 9 940_941ADAM9_uc011lcf.1_RNA|ADAM9_uc011lcg.1_RNA|ADAM9_uc010lwr.2_RNANM_003816 NP_003807 Q13443 ADAM9_HUMANExtracellular (Potential).|Peptidase M12B. 2CGTGCAGTGGCGGGAAAAGTTT0.376

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

+ 4 614 NM_000067 NP_000058 P00918 CAH2_HUMAN 1GTTCTAGGTATTTTTTTGAAG0.388

- 3 534_536C8orf38_uc003yhe.1_Intron|C8orf38_uc003yhf.2_Intron|TP53INP1_uc003yhh.2_In_Frame_Del_p.50_51EE>ENM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0GATGTCCTCCTCTTCTTCTTCTT0.458

- 8 1503PABPC1_uc011lhc.1_Frame_Shift_Del_p.K301fs|PABPC1_uc011lhd.1_Frame_Shift_Del_p.K288fs|PABPC1_uc003yjt.1_Frame_Shift_Del_p.K330fs|PABPC1_uc003yju.2_RNANM_002568 NP_002559 P11940 PABP1_HUMAN RRM 4. 0AACCAAACCCTTTGCTGCGAC0.383 rs112966887

- 3 363_367C8orf76_uc003yqd.2_Frame_Shift_Del_p.E79fsNM_032847 NP_116236 Q96K31 CH076_HUMAN 2CAATCTCCAGCGCCTCCATATGCCT0.424

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

- 5 724_726MLLT3_uc011lne.1_In_Frame_Del_p.123_124SS>S|MLLT3_uc011lnf.1_In_Frame_Del_p.152_153SS>S|MLLT3_uc003zof.2_5'UTR|MLLT3_uc011lng.1_Splice_Site_p.T124_spliceNM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 gctgctgctactgctgctgctgc 0.148

- 2 633 NM_005384 NP_005375 Q16649 NFIL3_HUMAN Basic motif. 0TTTTTCCGCCTTTTTTCCCAA0.423

- 4 884_886CENPP_uc004arz.2_Intron|CENPP_uc010mqx.2_Intron|ECM2_uc004asf.3_In_Frame_Del_p.E251del|ECM2_uc011lty.1_In_Frame_Del_p.E273del|ECM2_uc004asg.2_In_Frame_Del_p.E251delNM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 ctcctcctcatcctcctcctcct 0.399 rs137929518

- 3 128_129C9orf114_uc004bwe.2_Frame_Shift_Ins_p.K34fs|C9orf114_uc010mym.2_RNANM_016390 NP_057474 Q5T280 CI114_HUMAN 0AGATCCTTCCATTTTTTTTTCT0.525

+ 6 1019_1020TXLNG_uc010ney.1_Frame_Shift_Del_p.Q191fs|TXLNG_uc004cxr.1_5'FlankNM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1GAAAAACATCAGAGAGAGAGAG0.386

+ 5 647PRRG1_uc004ddo.2_Frame_Shift_Del_p.P132fsNM_000950 NP_000941 O14668 TMG1_HUMANCytoplasmic (Potential).|Poly-Pro. 2TATCACCCCACCCCCCCCACC0.488

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

- 6 725OPHN1_uc011mpg.1_Frame_Shift_Del_p.L144fs|OPHN1_uc004dwx.2_Frame_Shift_Del_p.L144fsNM_002547 NP_002538 O60890 OPHN1_HUMAN 2CCGATCCAGTAAAGAATAAAA0.413

- 38 4617_4618BRWD3_uc010nmi.1_RNA|BRWD3_uc004edo.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edp.2_Frame_Shift_Del_p.L1281fs|BRWD3_uc004edq.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc010nmj.1_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edr.2_Frame_Shift_Del_p.L1122fs|BRWD3_uc004eds.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edu.2_Frame_Shift_Del_p.L1122fs|BRWD3_uc004edv.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edw.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edx.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edy.2_Frame_Shift_Del_p.L1048fs|BRWD3_uc004edz.2_Frame_Shift_Del_p.L1122fs|BRWD3_uc004eea.2_Frame_Shift_Del_p.L1122fs|BRWD3_uc004eeb.2_Frame_Shift_Del_p.L1048fsNM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4GCTGCTTCTTAGACGTTTTCTG0.361

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448

- 3 383PSMD10_uc004enq.1_Frame_Shift_Del_p.K95fs|PSMD10_uc010nph.1_IntronNM_002814 NP_002805 O75832 PSD10_HUMANInteraction with RELA.|ANK 3. 1CTTGAGCACCTTTTCCCAGAA0.453

+ 2 310_311LOC100303728_uc004ere.1_5'Flank|LOC100303728_uc004erg.1_5'FlankNM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1CCCAAGGAGCAGGGAGTTCTGT0.49 rs113356560

+ 6 1104_1106HTATSF1_uc004ezx.2_In_Frame_Del_p.K232delNM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3TGATGCCTCAAAGAAGAAGAAGA0.335

+ 4 1210_1212MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCTGTGAGCTCCTCCTCCTCC0.483rs138660605;rs141900922

- 2 1111_1113TCHH_uc009wne.1_In_Frame_Del_p.E371delNM_007113 NP_009044 Q07283 TRHY_HUMAN5 X 13 AA tandem repeats of R-R-E-Q-E-E- E-R-R-E-Q-Q-L.|1-5.NA 5 gctcgcgcctctcctcctcctgc 0 rs71757496

+ 7 1104BUB1B_uc010ucl.1_Frame_Shift_Del_p.P161fsNM_001211 NP_001202 O60566 BUB1B_HUMAN NA 4ATGGATAGCACCCCCCATGCC0.478

+ 3 3566RAI1_uc002grn.1_Frame_Shift_Del_p.P1033fsNM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN NA 2CTGCACAGGGCCCCCCCAGGG0.697

- 2 210POLDIP2_uc010wag.1_RNA|TMEM199_uc002hba.2_5'Flank|SARM1_uc010wah.1_5'FlankNM_015584 NP_056399 Q9Y2S7 PDIP2_HUMAN NA 0AGAGCGGCTTTGCCACCGGGCC0.762 rs113730440

- 16 2136SEMA6B_uc010dud.2_Frame_Shift_Del_p.H700fs|SEMA6B_uc010xih.1_IntronNM_032108 NP_115484 Q9H3T3 SEM6B_HUMANCytoplasmic (Potential).NA 1TCCAGGTCGTGGGGCCCGCCC0.701

- 2 1021_1023INHBA_uc003thr.2_In_Frame_Del_p.262_263KK>KNM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

+ 9 2353_2354AUTS2_uc003tvx.3_Frame_Shift_Ins_p.H537fs|AUTS2_uc011keg.1_5'FlankNM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN His-rich. NA 3 acccaccagcacacgcaccagc0.51

+ 14 1576_1588POMT1_uc004cax.2_Frame_Shift_Del_p.W436fs|POMT1_uc011mcj.1_Frame_Shift_Del_p.W214fs|POMT1_uc004cau.2_Frame_Shift_Del_p.W436fs|POMT1_uc004caw.2_Frame_Shift_Del_p.W382fs|POMT1_uc011mck.1_Frame_Shift_Del_p.W319fs|POMT1_uc011mcl.1_Frame_Shift_Del_p.W284fs|POMT1_uc011mcm.1_Frame_Shift_Del_p.W406fs|POMT1_uc011mcn.1_Frame_Shift_Del_p.W161fsNM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN MIR 3. NA 1CAGACGTCTGGAAGACCATCCTCTCAGAGGTCC0.451

- 2 1659_1661TPRN_uc004clu.2_In_Frame_Del_p.553_554EE>ENM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 ctcttcctcttcctcctcctcct 0.374

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. NA 3 GTGCCGGGACtggtggtggtggt0.537



- 4 1248_1250SNIP1_uc010oid.1_RNANM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. NA 2CTGTCAGACACTTCTTCCTCCTC0.453

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. NA 2CTACTGAGTATTTTTTTTGCA0.343

- 9 1232EVI5_uc010otf.1_Frame_Shift_Del_p.M408fs|EVI5_uc001doy.1_RNANM_005665 NP_005656 O60447 EVI5_HUMANDimerization.|Targeting to the centrosomes.|Potential.|Interaction with alpha-tubulin, gamma- tubulin, BIRC5 and FBXO5.NA 2 TACTTTTTCATTTTTTTTGAA0.318

- 59 4728COL11A1_uc001duk.2_Frame_Shift_Del_p.K666fs|COL11A1_uc001dum.2_Frame_Shift_Del_p.K1482fs|COL11A1_uc001dun.2_Frame_Shift_Del_p.K1431fs|COL11A1_uc009weh.2_Frame_Shift_Del_p.K1354fsNM_001854 NP_001845 P12107 COBA1_HUMANTriple-helical region. NA 12CTCGGTCACCTTTTTCCCCTT0.403

+ 2 267_269HAX1_uc001fet.2_Intron|HAX1_uc010peo.1_In_Frame_Del_p.E40del|HAX1_uc009wou.2_5'UTR|HAX1_uc009wov.2_In_Frame_Del_p.E14delNM_006118 NP_006109 O00165 HAX1_HUMANAsp/Glu-rich (highly acidic).|Required for localization in mitochondria (By similarity).NA 0TGATGATGAGGAAGAAGAAGAAG0.522 rs11556342

+ 4 474EPHX1_uc001hpl.2_Frame_Shift_Del_p.P132fsNM_001136018 NP_001129490 P07099 HYEP_HUMAN NA 4CCACGTGAAGCCCCCCCAGCT0.627

- 2 955_957HBG2_uc001mak.1_IntronNM_017481 NP_059509 Q9H347 UBQL3_HUMAN NA 3GAAGGTTGGCTGGTGGTGGTGGT0.537 rs2234451

- 4 499_501IFT46_uc001pto.1_In_Frame_Del_p.D92del|IFT46_uc009zaf.1_In_Frame_Del_p.D92delNM_020153 NP_064538 Q9NQC8 IFT46_HUMANAsp/Glu-rich (highly acidic).NA 0 TTTCAGATGAatcatcatcatca0.424

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. NA 0GGTTCTCCTTTCTCTCTCTCTC0.446

+ 7 948_950SLC39A5_uc010sqi.1_In_Frame_Del_p.L125del|SLC39A5_uc010sqk.1_In_Frame_Del_p.L234delNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential).NA 2TCCCCTATCCCTGCTGCTGCTGC0.635

+ 8 1314TMTC3_uc009zsm.2_RNANM_181783 NP_861448 Q6ZXV5 TMTC3_HUMANHelical; (Potential). NA 1GCATCGAACCTTTTTTTTCCA0.303

+ 18 2223RXFP2_uc010aba.2_Frame_Shift_Del_p.K677fsNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANCytoplasmic (Potential).NA 0TTTCAAAATTAAAAAAAAAAG0.348

+ 1 314_316LRCH1_uc010acp.2_In_Frame_Del_p.H33del|LRCH1_uc001vbk.2_In_Frame_Del_p.H33del|LRCH1_uc001vbl.3_In_Frame_Del_p.H33delNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN His-rich. NA 2 TTCATCATCCccaccaccaccac0.409

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. NA 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

+ 16 4738_4740SIPA1L1_uc001xmt.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmu.2_In_Frame_Del_p.S1447del|SIPA1L1_uc001xmv.2_In_Frame_Del_p.S1468del|SIPA1L1_uc010ttm.1_In_Frame_Del_p.S922del|SIPA1L1_uc001xmw.2_In_Frame_Del_p.S233delNM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. NA 4 ctcctcctcttcctcctcctcct 0.468

- 2 1567_1569C14orf43_uc001xou.2_In_Frame_Del_p.Q262del|C14orf43_uc010tud.1_In_Frame_Del_p.Q262del|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMANPro-rich.|Gln-rich. NA 5 GTAGGgctgcctgctgctgctgc0.473

- 3 499BTBD7_uc010aur.2_5'UTR|BTBD7_uc010two.1_5'UTR|BTBD7_uc001ybp.2_Intron|BTBD7_uc001ybq.3_5'UTR|BTBD7_uc001ybr.2_Frame_Shift_Del_p.K58fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN NA 1AGAGGTTCTCTTTTTTTTGTC0.438

- 9 996_998VPS33B_uc002bqq.1_In_Frame_Del_p.E123del|VPS33B_uc010uqu.1_In_Frame_Del_p.E187delNM_018668 NP_061138 Q9H267 VP33B_HUMAN NA 2GGTTTCGCCATCCTCCTCCTCCT0.522 rs147271815

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. NA 3 CAGctcctcatcctcctcctcct 0.389

- 10 1079_1081C17orf85_uc002fwr.2_In_Frame_Del_p.62_63EE>E|C17orf85_uc002fwq.2_In_Frame_Del_p.72_73EE>ENM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. NA 1 ctcttcctcttcctcctcctcct 0.379

- 1 71SUPT6H_uc002hby.2_5'Flank|SUPT6H_uc010crt.2_5'Flank|SDF2_uc002hbx.2_Intron|SDF2_uc010crs.1_Frame_Shift_Del_p.G11fsNM_006923 NP_008854 Q99470 SDF2_HUMAN NA 0GCTCCACAAACCCCCCAACAA0.582

+ 1 158_160ZNF207_uc002hhj.3_In_Frame_Del_p.K7del|ZNF207_uc002hhi.3_In_Frame_Del_p.K7del|ZNF207_uc010csz.2_5'UTR|ZNF207_uc002hhk.1_In_Frame_Del_p.K7delNM_003457 NP_003448 O43670 ZN207_HUMAN NA 0TATGGGTCGCAAGAAGAAGAAGC0.542

- 6 825_826FAM134C_uc010wgq.1_Frame_Shift_Del_p.R41fs|FAM134C_uc002iam.1_Frame_Shift_Del_p.R41fs|FAM134C_uc010cyk.1_Frame_Shift_Del_p.R144fsNM_178126 NP_835227 Q86VR2 F134C_HUMAN NA 2ACTTACATTGTCTCTCTCTCTG0.515

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN NA 3 ctcctcgtcatcctcctcctcct 0.527

+ 1 140_142 NM_003811 NP_003802 P41273 TNFL9_HUMANPoly-Leu.|Helical; Signal-anchor for type II membrane protein; (Potential).NA 1 TGGTCGCGGGgctgctgctgctg0.66

+ 11 1321CYP4F3_uc010xok.1_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xol.1_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xom.1_Frame_Shift_Del_p.V275fs|CYP4F3_uc002nbk.2_Frame_Shift_Del_p.V424fs|CYP4F3_uc010xon.1_Frame_Shift_Del_p.V134fsNM_000896 NP_000887 Q08477 CP4F3_HUMAN NA 3CTCATCAGTGTTTTTGGAACC0.622

+ 16 3826NWD1_uc002net.3_Frame_Shift_Del_p.V1000fs|NWD1_uc002nev.3_Frame_Shift_Del_p.V929fs Q149M9 NWD1_HUMAN WD 8. NA 7GAGACGGCTGTTTTTGGTACT0.552

+ 2 252_254FFAR2_uc010eea.2_In_Frame_Del_p.L62delNM_005306 NP_005297 O15552 FFAR2_HUMANHelical; Name=2; (Potential).NA 1CGACCTCCTCCTGCTGCTGCTGC0.645

- 15 2287_2289 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN NA 19 gtggtggtgatggtggtggtggt 0.281

- 14 2158ZMYND8_uc010ghq.1_Frame_Shift_Del_p.K312fs|ZMYND8_uc010ghr.1_Frame_Shift_Del_p.K610fs|ZMYND8_uc002xst.1_Frame_Shift_Del_p.K563fs|ZMYND8_uc002xsu.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc002xsv.1_Frame_Shift_Del_p.K563fs|ZMYND8_uc002xsw.1_Frame_Shift_Del_p.K387fs|ZMYND8_uc002xsx.1_Frame_Shift_Del_p.K387fs|ZMYND8_uc002xsy.1_Frame_Shift_Del_p.K610fs|ZMYND8_uc002xsz.1_Frame_Shift_Del_p.K572fs|ZMYND8_uc010zxy.1_Frame_Shift_Del_p.K662fs|ZMYND8_uc002xtb.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xss.2_Frame_Shift_Del_p.K635fs|ZMYND8_uc010zxz.1_Frame_Shift_Del_p.K630fs|ZMYND8_uc002xtc.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xtd.1_Frame_Shift_Del_p.K630fs|ZMYND8_uc002xte.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc010zya.1_Frame_Shift_Del_p.K635fs|ZMYND8_uc002xtf.1_Frame_Shift_Del_p.K655fs|ZMYND8_uc002xtg.2_Frame_Shift_Del_p.K629fs|ZMYND8_uc010ghs.1_Frame_Shift_Del_p.K629fsNM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN NA 5AGGCTTGGGCTTTTTTTTAAC0.488

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN NA 5GATCTTTATAGTTTTTTTTTGT0.327

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. NA 1 CTTACCTGGGcatcatcatcatc0.261

+ 7 600APPL1_uc010hnb.2_Frame_Shift_Del_p.S151fs|APPL1_uc011bey.1_Frame_Shift_Del_p.S134fsNM_012096 NP_036228 Q9UKG1 DP13A_HUMANRequired for RAB5A binding.NA 1GCCGTTTATCAAAAAAAAGAG0.299

- 8 1092ETV5_uc003fpy.2_Frame_Shift_Del_p.P324fsNM_004454 NP_004445 P41161 ETV5_HUMAN NA 5CCCGTGTGCTGGGGGCCCTGG0.547

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMANHelical; (Potential). NA 1GCATCCAATAGAGGAGGAGGAGG0.463

+ 11 1711CPEB2_uc003gnj.1_Frame_Shift_Del_p.F512fs|CPEB2_uc003gnk.1_Frame_Shift_Del_p.F550fs|CPEB2_uc003gnl.1_Frame_Shift_Del_p.F523fs|CPEB2_uc003gnm.1_Frame_Shift_Del_p.F520fs|CPEB2_uc003gnn.1_Frame_Shift_Del_p.F515fsNM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN NA 1ATTTGCTCCCTTTTTTTGTGC0.443

- 13 2807_2809SORBS2_uc003iyh.2_Intron|SORBS2_uc011ckw.1_Intron|SORBS2_uc003iyi.2_Intron|SORBS2_uc011ckx.1_Intron|SORBS2_uc003iyk.2_Intron|SORBS2_uc003iym.2_In_Frame_Del_p.H750del|SORBS2_uc003iyn.1_Intron|SORBS2_uc011cku.1_Intron|SORBS2_uc011ckv.1_In_Frame_Del_p.H554del|SORBS2_uc003iyd.2_Intron|SORBS2_uc003iye.2_Intron|SORBS2_uc003iya.2_Intron|SORBS2_uc003iyb.2_Intron|SORBS2_uc003iyc.2_Intron|SORBS2_uc003iyg.2_In_Frame_Del_p.H764del|SORBS2_uc003iyf.2_Intron|SORBS2_uc003iyo.1_IntronNM_021069 NP_066547 O94875 SRBS2_HUMAN His-rich. NA 1 ATGAggtggcggtggtggtggtg0.384

+ 13 1713_1714PAPD7_uc011cmn.1_Frame_Shift_Del_p.K518fs|PAPD7_uc010itl.1_Frame_Shift_Del_p.K348fsNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN NA 1GGAGGAAAAAACACACACACAC0.653

+ 10 2300NIPBL_uc003jkk.3_Frame_Shift_Del_p.K601fs|NIPBL_uc003jkm.1_Frame_Shift_Del_p.K480fsNM_133433 NP_597677 Q6KC79 NIPBL_HUMAN NA 9TGAGACACCTAAAAAAAAGTC0.353

- 2 331_333DEK_uc011djf.1_In_Frame_Del_p.46_47EE>E|DEK_uc011djg.1_RNANM_003472 NP_003463 P35659 DEK_HUMANAsp/Glu-rich (highly acidic).NA 1 CCCACCTTTTtcctcctcctcct0.365

+ 8 1034_1035CYP21A2_uc011dpb.1_Frame_Shift_Ins_p.V276fs P08686 CP21A_HUMAN NA 0CTGGGCCGTGGTTTTTTTTGCT0.614

- 3 477SLC17A5_uc010kay.2_RNA|SLC17A5_uc011dyo.1_Frame_Shift_Del_p.L15fsNM_012434 NP_036566 Q9NRA2 S17A5_HUMANHelical; (Potential). NA 6ATGTAGCCATAAAAAAAGGAA0.423

- 3 577_578ARHGAP18_uc011ebw.1_Frame_Shift_Ins_p.N163fsNM_033515 NP_277050 Q8N392 RHG18_HUMAN NA 3GGTACTGTTTGTTTTTTTTCCT0.421

+ 11 1744 NM_152744 NP_689957 Q7Z5N4 SDK1_HUMANIg-like C2-type 5. NA 6TTCTTGAATCGGGGGGTCTAC0.542

- 2 601_602 NM_022728 NP_073565 Q96NK8 NDF6_HUMANNuclear localization signal (Potential).NA 2GCTTTGTTGTCTTTTTTTTCCT0.396

- 2 1021_1023INHBA_uc003thr.2_In_Frame_Del_p.262_263KK>KNM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

+ 9 1443WBSCR17_uc003tvz.2_Frame_Shift_Del_p.Q180fsNM_022479 NP_071924 Q6IS24 GLTL3_HUMANRicin B-type lectin.|Lumenal (Potential).NA 7GCTTGGACCAGGGGCCGCTGG0.532



- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential).NA 0GTGACAGCGACATCATCATCATC0.586

+ 1 1295_1297ZCWPW1_uc003uut.2_5'Flank|ZCWPW1_uc011kjr.1_5'Flank|ZCWPW1_uc003uuu.1_5'Flank|ZCWPW1_uc011kjt.1_5'Flank|ZCWPW1_uc011kju.1_5'Flank|MEPCE_uc003uuv.2_5'UTRNM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN NA 1GGGGAGGCCGCCACCACCACCAC0.581 rs71555278

+ 8 1077_1079SRRT_uc010lhl.1_In_Frame_Del_p.E275del|SRRT_uc003uxa.2_In_Frame_Del_p.E275del|SRRT_uc003uwz.2_In_Frame_Del_p.E275delNM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. NA 2ATCCTGGAGCAGGAGGAGGAGGA0.596

+ 4 1653_1654FBXL13_uc010liq.1_Intron|FBXL13_uc003vaq.2_Intron|FBXL13_uc010lir.1_Intron|FBXL13_uc003var.2_Intron|FBXL13_uc003vas.2_Intron|LRRC17_uc003vat.2_3'UTRNM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN NA 1TGATGAATGGGAAAAAAAACAT0.337

- 3 838_842WNT2_uc003vja.2_Frame_Shift_Del_p.K84fsNM_003391 NP_003382 P09544 WNT2_HUMAN NA 7 GGCTCTGGCAtcctttcctttcctt0.424

+ 6 1464ZNF398_uc011kul.1_Frame_Shift_Del_p.P226fs|ZNF398_uc011kum.1_Frame_Shift_Del_p.P402fsNM_170686 NP_733787 Q8TD17 ZN398_HUMAN NA 1CAGCGAGACACCCCCCACCTG0.587

- 2 129CDK5_uc003wis.1_Frame_Shift_Del_p.N23fs|SLC4A2_uc003wit.3_5'FlankNM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase. NA 2AGTCTCCCGGTTTTTGGCCTT0.582

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMANGlu-rich.|Necessary for nucleolar localization and for targeting PPP1CA to the nucleolus.NA 0 ggacgaaagtgaggaggaggagg0.236

+ 12 1731WDR60_uc010lqv.2_RNA|WDR60_uc010lqw.2_Frame_Shift_Del_p.K157fsNM_018051 NP_060521 Q8WVS4 WDR60_HUMAN NA 4AAACTTTGGGAAAAAAAATAC0.328

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. NA 7GGCTTTCCGGCTCCTCCTCCTCC0.567

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN NA 7TTCGTGTGCCTTTTTTTATTC0.408

+ 27 3072_3073INTS8_uc011lgq.1_RNA|INTS8_uc011lgr.1_RNA|INTS8_uc010mba.2_Frame_Shift_Ins_p.R792fsNM_017864 NP_060334 Q75QN2 INT8_HUMAN NA 0CGCAGAGAAGGAAAAAAAAGTT0.332

+ 2 1053C9orf131_uc003zvu.2_Frame_Shift_Del_p.P294fs|C9orf131_uc003zvv.2_Frame_Shift_Del_p.P269fs|C9orf131_uc003zvx.2_Frame_Shift_Del_p.P307fsNM_203299 NP_976044 Q5VYM1 CI131_HUMAN NA 0TCCGATGCCACCCCCCTGCCA0.527

- 2 633 NM_005384 NP_005375 Q16649 NFIL3_HUMAN Basic motif. NA 0TTTTTCCGCCTTTTTTCCCAA0.423

+ 14 1576_1588POMT1_uc004cax.2_Frame_Shift_Del_p.W436fs|POMT1_uc011mcj.1_Frame_Shift_Del_p.W214fs|POMT1_uc004cau.2_Frame_Shift_Del_p.W436fs|POMT1_uc004caw.2_Frame_Shift_Del_p.W382fs|POMT1_uc011mck.1_Frame_Shift_Del_p.W319fs|POMT1_uc011mcl.1_Frame_Shift_Del_p.W284fs|POMT1_uc011mcm.1_Frame_Shift_Del_p.W406fs|POMT1_uc011mcn.1_Frame_Shift_Del_p.W161fsNM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN MIR 3. NA 1CAGACGTCTGGAAGACCATCCTCTCAGAGGTCC0.451

- 1 160_162LRCH2_uc004epz.2_In_Frame_Del_p.43_44GG>GNM_020871 NP_065922 Q5VUJ6 LRCH2_HUMAN Gly-rich. NA 1CACCAGGGTCccgccgccgccgc0.34 rs111707157

- 2 574_575NKAP_uc004esg.2_5'FlankNM_024528 NP_078804 Q8N5F7 NKAP_HUMAN NA 2ATTCTCCAATTCTCTCTCTCTC0.317

+ 2 555AFF2_uc004fco.2_Frame_Shift_Del_p.K26fs|AFF2_uc004fcq.2_Frame_Shift_Del_p.K26fs|AFF2_uc004fcr.2_Frame_Shift_Del_p.K26fs|AFF2_uc011mxb.1_Frame_Shift_Del_p.K26fs|AFF2_uc004fcs.2_Frame_Shift_Del_p.K26fsNM_002025 NP_002016 P51816 AFF2_HUMAN NA 5TAGTGCACTTAAAAAAAGGGA0.378

- 4 1243_1245SNIP1_uc010oid.1_RNANM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. 2AGACACTTCTTCCTCCTCCTCCT0.448

+ 3 634CDC14A_uc009web.2_RNA|CDC14A_uc010oui.1_5'UTR|CDC14A_uc001dte.3_Frame_Shift_Del_p.Y49fs|CDC14A_uc001dtf.2_Frame_Shift_Del_p.Y49fs|CDC14A_uc009wed.1_5'UTR|CDC14A_uc009wee.2_Frame_Shift_Del_p.Y49fs|CDC14A_uc009wec.1_Frame_Shift_Del_p.Y49fsNM_003672 NP_003663 Q9UNH5 CC14A_HUMAN A. 1CTTAGTTTCTATGCAGATTTT0.284

- 4 796FMO5_uc001eph.3_Frame_Shift_Del_p.K136fs|FMO5_uc001epj.2_Frame_Shift_Del_p.K136fs|FMO5_uc001epk.3_Frame_Shift_Del_p.K136fsNM_001461 NP_001452 P49326 FMO5_HUMAN 3ATTCATCTCCTTTTTCCCTTC0.473

- 2 4369_4370TCHH_uc009wne.1_In_Frame_Ins_p.1456_1457insRNM_007113 NP_009044 Q07283 TRHY_HUMAN23 X 26 AA approximate tandem repeats. 5GTGACGCTCCTGGCGCAGCTGC0.564

- 2 3480_3482TCHH_uc009wne.1_In_Frame_Del_p.R1163delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-9.|10 X 30 AA tandem repeats. 5CTGGCGCCTTCTCTTCTCCGGTT0.172

+ 20 6213PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16TGTGTGTAATCCCCCCCAGTG0.468

+ 7 1345FAM5B_uc010pna.1_Frame_Shift_Del_p.K95fs|FAM5B_uc001glg.2_Frame_Shift_Del_p.K240fsNM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6GGCCCTGCTGAAAAGGCTGCC0.592

- 1 369ETNK2_uc001han.3_Frame_Shift_Del_p.F14fs|ETNK2_uc010pqs.1_Frame_Shift_Del_p.F14fs|ETNK2_uc010pqt.1_5'UTRNM_018208 NP_060678 Q9NVF9 EKI2_HUMAN 2TCCTCAGGTGAAAGGACGCGC0.672

- 15 2268 NM_001618 NP_001609 P09874 PARP1_HUMANPARP alpha-helical. 10TGCTCAGCTTCCCCAAGGGCA0.597

+ 1 408OR2L13_uc001ids.2_IntronNM_001004686 NP_001004686 Q8NH16 OR2L2_HUMANHelical; Name=3; (Potential). 3TCTTCTTCTTGACTTTAGCAG0.308

+ 5 1149ZNF365_uc001jmb.3_Intron|ZNF365_uc001jmc.2_Intron|ZNF365_uc001jlz.3_Frame_Shift_Del_p.K348fs|ZNF365_uc001jma.3_RNANM_014951 NP_055766 Q70YC4 TALAN_HUMAN 2GAACCACCTGAAAAAGGCCAA0.567

- 4 1313FAM53B_uc001lhu.1_Frame_Shift_Del_p.S264fs|FAM53B_uc001lhw.2_Frame_Shift_Del_p.S264fsNM_014661 NP_055476 Q14153 FA53B_HUMAN 2CGGCTGCGGGAAAGGCCGCTG0.572

- 25 4223NUP98_uc001lyi.2_Frame_Shift_Del_p.N1311fs|NUP98_uc001lyg.2_Frame_Shift_Del_p.N276fsNM_016320 NP_057404 P52948 NUP98_HUMAN 12CACAGGGCTGTTTTTTTGGGT0.512

- 2 491_492 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN 5 agcagcagcagcagcagcaatg0.52

+ 1 84_85C11orf80_uc001ojg.2_5'UTR|C11orf80_uc001ojh.2_5'UTR|C11orf80_uc010rpk.1_5'UTRNM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0GCTGAGGAGGGggcggcggcgg0.569

+ 5 552C11orf54_uc001pee.1_Frame_Shift_Del_p.Q74fs|C11orf54_uc001pef.2_Frame_Shift_Del_p.Q74fs|C11orf54_uc001peg.2_Frame_Shift_Del_p.Q74fs|C11orf54_uc001peh.2_Frame_Shift_Del_p.Q74fs|C11orf54_uc001pei.2_Frame_Shift_Del_p.Q55fs|C11orf54_uc001pej.2_Frame_Shift_Del_p.Q55fs|C11orf54_uc001pek.2_5'UTRNM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0CTTGTAAACCAAAAAAAAGTA0.353

+ 3 1103 NM_018039 NP_060509 Q6B0I6 KDM4D_HUMAN Poly-Lys. 0TCAATACCATAAAAAAAAGAA0.453

- 17 3723_3726NPAT_uc010rvv.1_Frame_Shift_Del_p.M263fsNM_002519 NP_002510 Q14207 NPAT_HUMAN 2CTTGTTTTTTGGTCATTTCTTGCA0.358

- 10 1165TMPRSS5_uc009yys.2_Frame_Shift_Del_p.G339fs|TMPRSS5_uc009yyt.2_Frame_Shift_Del_p.G304fs|TMPRSS5_uc001pod.3_Frame_Shift_Del_p.G89fs|TMPRSS5_uc010rww.1_Frame_Shift_Del_p.G269fs|TMPRSS5_uc009yyu.2_Frame_Shift_Del_p.G89fs|TMPRSS5_uc010rwx.1_Frame_Shift_Del_p.G235fsNM_030770 NP_110397 Q9H3S3 TMPS5_HUMANPeptidase S1.|Extracellular (Potential). 1GTGGGTGTGGCCCCAGCCAGA0.652

- 4 745_747PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN13.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TGGCTTTCCTGGAGGAGGTGGGG0.611

- 4 562_564PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|10.0TGGCTTTCCTGGAGGAGGTGGGG0.606

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0GTGGCTTTCCTGGAGGTGGGGG0.604

- 3 626_628 NM_006248 NP_006239 0TGGCTTTCCTGGAGGAGGTGGGG0.591

- 2 149_151CASC1_uc001rgk.2_In_Frame_Del_p.E29del|CASC1_uc001rgm.3_In_Frame_Del_p.E87del|CASC1_uc001rgj.2_5'UTR|CASC1_uc010sje.1_Intron|CASC1_uc010sjf.1_5'UTR|CASC1_uc010sjg.1_In_Frame_Del_p.E23del|CASC1_uc010sjh.1_RNANM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN Glu-rich. 2TCAGTCGTCTCTCCTCCTCCTCT0.365

- 8 3259_3261NCKAP5L_uc001rvc.3_In_Frame_Del_p.223_224YQ>*|NCKAP5L_uc001rvb.2_In_Frame_Del_p.612_613YQ>*NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN 1GTCTGCACCTTGGTACATGCCAG0.66

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMANHelical; Name=3; (Potential). 3GGCTCAGCTATTTTTTTTCAT0.438

+ 3 227ARHGAP9_uc001sod.2_5'Flank|ARHGAP9_uc001soe.1_5'Flank|MARS_uc001sof.1_RNA|MARS_uc010srp.1_Intron|MARS_uc010srq.1_5'UTRNM_004990 NP_004981 P56192 SYMC_HUMAN 5TGGGCAGATATTTTTTTTTGT0.488

- 13 2872 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2TTGGAAATACTTTTTTTTCTC0.353

- 9 807TMEM116_uc001ttd.1_Frame_Shift_Del_p.Q143fs|TMEM116_uc001tte.1_Frame_Shift_Del_p.Q108fs|TMEM116_uc001ttf.1_Frame_Shift_Del_p.Q51fs|TMEM116_uc001ttg.1_RNA|TMEM116_uc001tth.1_Frame_Shift_Del_p.P3fs|TMEM116_uc001tti.1_Frame_Shift_Del_p.Q143fsNM_138341 NP_612350 Q8NCL8 TM116_HUMAN 1CTGAAGTTTTGGAAACATTCA0.368



- 8 694TPTE2_uc009zzk.2_Intron|TPTE2_uc009zzl.2_Intron|TPTE2_uc001ume.2_Intron|TPTE2_uc009zzm.2_Intron|TPTE2_uc010tcm.1_RNANM_199254 NP_954863 Q6XPS3 TPTE2_HUMANHelical; (Potential). 0ACTTAATGTCAAAAAAAATGT0.303

+ 18 2222_2223RXFP2_uc010aba.2_Frame_Shift_Ins_p.I676fsNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANCytoplasmic (Potential). 0TTTTCAAAATTAAAAAAAAAAG0.351

+ 2 318 NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 tggcggcaccgggggcagcgg0.557

- 29 3774ABCC4_uc010afj.2_Intron|ABCC4_uc010afk.2_Frame_Shift_Del_p.I1172fsNM_005845 NP_005836 O15439 MRP4_HUMANABC transporter 2. 4TTCTCCCGGATTTTTTTTTGT0.378

+ 1 371BIVM_uc001vps.2_Frame_Shift_Del_p.Y83fs|BIVM_uc010agc.2_Intron|BIVM_uc001vpt.2_Frame_Shift_Del_p.Y83fsNM_000123 NP_000114 P28715 ERCC5_HUMAN 7CCTCAATCTATAAAACTCCAA0.428

- 2 376HEATR5A_uc010ami.2_5'UTR|HEATR5A_uc001wrg.1_5'UTR|HEATR5A_uc010tpk.1_Frame_Shift_Del_p.K393fsNM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1CATAACTTTCTTTAGCTTCCA0.373

+ 2 609KIAA0391_uc010tps.1_Intron|KIAA0391_uc001wsz.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wta.2_RNA|KIAA0391_uc001wtb.1_Frame_Shift_Del_p.H83fs|KIAA0391_uc001wtc.1_Intron|PPP2R3C_uc001wss.2_5'Flank|PPP2R3C_uc001wst.2_5'Flank|PPP2R3C_uc010tpr.1_5'Flank|PPP2R3C_uc001wsu.2_5'Flank|PPP2R3C_uc010amn.1_5'Flank|PPP2R3C_uc001wsw.2_5'Flank|PPP2R3C_uc001wsx.1_5'FlankNM_014672 NP_055487 O15091 MRRP3_HUMAN 0CTGTTCCTCATTTTTTTTTAG0.423

- 16 3454CREBBP_uc002cvw.2_Frame_Shift_Del_p.I1046fsNM_004380 NP_004371 Q92793 CBP_HUMAN p.I1084fs*15(1) 127AATGGCCTACTTTTTTTGCGC0.398

+ 7 1037_1039UBN1_uc010uxw.1_In_Frame_Del_p.K238del|UBN1_uc002cyc.2_In_Frame_Del_p.K238delNM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2GCCAGTAAGGAGAAGAAGAAGAA0.453

- 6 570_571SEPT1_uc002dxw.2_5'Flank|SEPT1_uc002dxx.2_5'UTR|SEPT1_uc010veq.1_Frame_Shift_Ins_p.N175fsNM_052838 NP_443070 Q8WYJ6 SEPT1_HUMAN 1AGTCCTGGATGTTCTTCCGGTT0.594

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 8 752LGALS9_uc002gzq.2_Frame_Shift_Del_p.A180fs|LGALS9_uc002gzr.2_Frame_Shift_Del_p.A123fs|LGALS9_uc010waa.1_Frame_Shift_Del_p.A155fs|LGALS9_uc002gzs.2_Frame_Shift_Del_p.A180fsNM_009587 NP_033665 O00182 LEG9_HUMAN 0ACAGACTCCCGCCATCCCACC0.587

- 14 1854SPAG9_uc002itb.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itd.2_Frame_Shift_Del_p.R535fs|SPAG9_uc002itf.2_Frame_Shift_Del_p.R370fs|SPAG9_uc002ita.2_Frame_Shift_Del_p.R392fs|SPAG9_uc002ite.2_Frame_Shift_Del_p.R379fsNM_001130528 NP_001124000 O60271 JIP4_HUMAN 5ATGCTTGACCTTTTTTTTTCC0.323

+ 1 434PPM1D_uc010ddm.1_RNANM_003620 NP_003611 O15297 PPM1D_HUMANInteraction with CHEK1.|PP2C-like. 1CCAGCGGTGGCAGCCCGAGAG0.522

+ 1 455_457BPTF_uc002jge.2_In_Frame_Del_p.E138del|BPTF_uc010wqm.1_In_Frame_Del_p.E138delNM_182641 NP_872579 Q12830 BPTF_HUMAN 4CCACGAGAGCgaggaggaggagg0.384

- 20 2662AZI1_uc002jzm.1_Frame_Shift_Del_p.L248fs|AZI1_uc002jzn.1_Frame_Shift_Del_p.L818fs|AZI1_uc002jzo.1_Frame_Shift_Del_p.L782fs|AZI1_uc010wum.1_Frame_Shift_Del_p.L785fs|AZI1_uc002jzq.2_5'UTRNM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4CTGCTGCCTCAGCTCTTCCAG0.662

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1TGGTGTGGGCTTTTTTTTGGA0.294

- 5 625_626ISYNA1_uc002nja.1_Frame_Shift_Del_p.A64fs|ISYNA1_uc002njb.1_Frame_Shift_Del_p.A42fs|ISYNA1_uc002njc.1_Frame_Shift_Del_p.A42fs|ISYNA1_uc010xqh.1_Intron|ISYNA1_uc002nje.1_Frame_Shift_Del_p.A138fs|ISYNA1_uc002njf.1_Frame_Shift_Del_p.A42fsNM_016368 NP_057452 Q9NPH2 INO1_HUMAN 2TGAGGTTGTCCGCGCGCGCGCT0.644

- 6 472C19orf47_uc002ong.2_Frame_Shift_Del_p.P16fs|C19orf47_uc002onh.2_Frame_Shift_Del_p.P90fsNM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2CCGGGCGCCTGGGGGGTGTGC0.612

- 1 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0TCGGGCTCCATGGGGGGGGCCT0.401

+ 2 1058 NM_002030 NP_002021 P25089 FPR3_HUMANHelical; Name=7; (Potential). 6CTCCTTGGCCTTTTTTAACAG0.428

- 32 4507 NM_004850 NP_004841 O75116 ROCK2_HUMAN 4GTCTGGAGCTGGGGGCTTTTT0.438

- 2 718HNRPLL_uc002rqx.2_Splice_Site_p.C98_spliceNM_138394 NP_612403 Q8WVV9 HNRLL_HUMAN 1 TATCATCCTTACCATATTGTC0.408

+ 1 202TET3_uc010fez.1_Frame_Shift_Del_p.F68fsNM_144993 NP_659430 O43151 TET3_HUMAN 0TCTGGTGGCCTTTTCGGCTGT0.607

- 2 111LOXL3_uc002smo.1_5'Flank|LOXL3_uc010ffm.1_Frame_Shift_Del_p.G13fs|LOXL3_uc002smq.1_Frame_Shift_Del_p.G13fs|LOXL3_uc010ffn.1_Frame_Shift_Del_p.G13fs|DOK1_uc002smr.2_Intron|DOK1_uc002sms.2_5'Flank|DOK1_uc010ffo.2_5'Flank|DOK1_uc002smt.2_5'Flank|DOK1_uc002smu.2_5'Flank|DOK1_uc010yrz.1_5'Flank|DOK1_uc002smv.2_5'Flank|DOK1_uc002smw.1_5'FlankNM_032603 NP_115992 P58215 LOXL3_HUMAN 0ACAGCAGCAGCCCCCAGGGGC0.557

- 27 5465 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN IV. 13CAGGATGAACTTTTTTTGGGT0.423

+ 8 1077_1079DNAJC10_uc002uox.1_RNA|DNAJC10_uc002uoy.1_RNA|DNAJC10_uc002uoz.1_In_Frame_Del_p.221_222SK>*|DNAJC10_uc010fro.1_RNANM_018981 NP_061854 Q8IXB1 DJC10_HUMANThioredoxin 1. 4GGAGACAGATCAAAGGAGAGTTT0.32

- 6 598_600NINL_uc010gdn.1_In_Frame_Del_p.L175del|NINL_uc010gdo.1_In_Frame_Del_p.L15del|NINL_uc010ztf.1_In_Frame_Del_p.L191delNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5TCCCAGGTCTGCAGCTGTCCTGA0.429

- 15 1983RBL1_uc010zvt.1_Splice_Site|RBL1_uc002xgj.1_Splice_Site_p.D635_spliceNM_002895 NP_002886 P28749 RBL1_HUMAN 10 GTTGCATATCtaaaaaaaaata0.282

+ 1 368_369FAM83D_uc002xjf.2_In_Frame_Ins_p.116_117insANM_030919 NP_112181 Q9H4H8 FA83D_HUMAN 3GAGAGGAGGGCgcggcggcggc0.619

+ 16 2099CNOT10_uc003cfd.1_Frame_Shift_Del_p.S614fs|CNOT10_uc003cfe.1_Frame_Shift_Del_p.S588fs|CNOT10_uc010hfv.1_RNA|CNOT10_uc011axj.1_Frame_Shift_Del_p.S675fs|CNOT10_uc010hfw.1_Frame_Shift_Del_p.S310fsNM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2TTTGTAGGATCAGACAAAGGT0.368

+ 13 3220_3222NKTR_uc003clm.1_In_Frame_Del_p.E776del|NKTR_uc003clp.2_In_Frame_Del_p.E776del|NKTR_uc011azp.1_Intron|NKTR_uc003clq.1_In_Frame_Del_p.E919del|NKTR_uc003clr.1_In_Frame_Del_p.E776del|NKTR_uc003cls.2_In_Frame_Del_p.E729delNM_005385 NP_005376 P30414 NKTR_HUMAN 3ATTTGGTGAAGAGGAGGAGGAGG0.355

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 GCTGGtctttctcctcctcctcc 0.394

- 4 709WDR49_uc003feu.1_5'Flank|WDR49_uc011bpd.1_Frame_Shift_Del_p.A188fs|WDR49_uc003few.1_Frame_Shift_Del_p.A476fsNM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3CTTTTCATTGCCAACAATGCT0.408

- 2 5455MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_IntronNM_018406 NP_060876 Q99102 MUC4_HUMAN 0TGGTGACAGGAAGAGGGGTGG0.587

- 2 2132MUC4_uc003fvo.2_Intron|MUC4_uc003fvp.2_Intron|MUC4_uc010hzu.1_Frame_Shift_Del_p.T440fsNM_018406 NP_060876 Q99102 MUC4_HUMAN 0GCCCCTGTTGTTTTTGGGAGA0.547

- 3 1028RNF168_uc010iah.2_5'UTRNM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0GCTCTTCGCCTTTTTTCTGCC0.448

- 2 838_839 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3GAATCCTCCAACAAAATCAACG0.391

+ 1 71 NM_001133 NP_001124 P43652 AFAM_HUMAN 3TTTTTTCTTGTTTTTTTTGAC0.313 rs145217978

+ 5 949_950ADAMTS16_uc003jdk.1_Frame_Shift_Del_p.Y271fs|ADAMTS16_uc003jdj.1_Frame_Shift_Del_p.Y271fsNM_139056 NP_620687 Q8TE57 ATS16_HUMAN 8GCCAGATGAGTATAAGTCTTGC0.48

+ 13 1510_1512PAM_uc003kns.2_In_Frame_Del_p.E383del|PAM_uc003knt.2_In_Frame_Del_p.E383del|PAM_uc003knu.2_In_Frame_Del_p.E383del|PAM_uc003knv.2_In_Frame_Del_p.E383del|PAM_uc011cuz.1_In_Frame_Del_p.E286del|PAM_uc003knx.1_In_Frame_Del_p.E75delNM_000919 NP_000910 P19021 AMD_HUMANPeptidylglycine alpha-hydroxylating monooxygenase (By similarity).|Intragranular (Potential).0AGCCAAAACGAGAAGAAGAAGAA0.325

- 1 94_96MGC29506_uc010jfd.2_5'UTR|MGC29506_uc010jfe.2_5'UTR|MGC29506_uc003lej.2_5'UTRNM_016459 NP_057543 Q8WU39 PERP1_HUMAN 0CCCAGGCTCCcagcagcagcagc0.527

- 7 1054TRIM26_uc003nps.2_Frame_Shift_Del_p.K282fs|TRIM26_uc010jry.2_5'UTR|TRIM26_uc003npt.2_Frame_Shift_Del_p.K282fsNM_003449 NP_003440 Q12899 TRI26_HUMAN 3TTCTCCGGTCTTTTTTTTAAC0.483

+ 1 184_185DOM3Z_uc003nyo.1_5'UTR|DOM3Z_uc003nyp.1_5'UTR|DOM3Z_uc003nyq.1_5'UTR|DOM3Z_uc003nyr.1_5'UTR|DOM3Z_uc003nys.1_5'Flank|DOM3Z_uc010jtl.1_5'UTR|STK19_uc003nyt.2_5'UTR|DOM3Z_uc003nyu.1_5'UTR|STK19_uc011dow.1_Frame_Shift_Ins_p.A19fs|STK19_uc011dox.1_5'UTR|STK19_uc003nyw.2_Frame_Shift_Ins_p.A19fs|STK19_uc010jtn.1_5'FlankNM_032454 NP_115830 P49842 STK19_HUMAN 4CAGTGGCGGGCAAACCCCTCCC0.634

- 5 1557_1559ZBTB22_uc003oeb.2_5'Flank|ZBTB22_uc010juu.2_5'Flank|DAXX_uc011drd.1_In_Frame_Del_p.376_377EE>E|DAXX_uc011dre.1_In_Frame_Del_p.463_464EE>E|DAXX_uc003oed.2_In_Frame_Del_p.451_452EE>ENM_001350 NP_001341 Q9UER7 DAXX_HUMANAsp/Glu-rich (acidic).|Potential.|Necessary for interaction with USP7.23 ctcttcttcttcctcctcctcct 0.251

- 1 195_197MAP3K7_uc003poa.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003pob.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003poc.1_In_Frame_Del_p.11_12SS>SNM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6GGCCGAAGACGAGGAGGAGGAGG0.655

+ 2 481 NM_001198 NP_001189 O75626 PRDM1_HUMAN p.?(1) 56GGAGGCATCCTTACCAAGGAA0.498



+ 3 337C7orf16_uc011kaf.1_IntronNM_006658 NP_006649 O96001 GSUB_HUMAN 3GAGTCAGACCAAAAAAAACCA0.438

- 2 382POLM_uc003tju.2_Frame_Shift_Del_p.P97fs|POLM_uc003tjx.2_Frame_Shift_Del_p.P97fs|POLM_uc003tjv.2_RNA|POLM_uc011kbt.1_5'UTR|POLM_uc003tka.1_5'Flank|POLM_uc003tjz.3_Frame_Shift_Del_p.P97fs|POLM_uc011kbu.1_Frame_Shift_Del_p.P97fs|POLM_uc010kxy.2_Frame_Shift_Del_p.P97fsNM_013284 NP_037416 Q9NP87 DPOLM_HUMAN BRCT. 3CAGCAGAGCTGGGGGGGTGCA0.637

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

- 7 12205PCLO_uc003uhv.2_Frame_Shift_Del_p.P3972fs|PCLO_uc010lec.2_Frame_Shift_Del_p.P937fsNM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7AGGTTATCTTGGGCTCCAAAT0.423

+ 3 535SERPINE1_uc011kkj.1_Frame_Shift_Del_p.V114fs|SERPINE1_uc003uxu.1_5'FlankNM_000602 NP_000593 P05121 PAI1_HUMAN 3TGAAGCTGGTCCAGGGCTTCA0.567

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

- 5 4079_4081 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0TCCGCAAACTTCATCATCATCAG0.675

+ 3 299_300ADAM28_uc003xdx.2_Frame_Shift_Ins_p.L72fs|ADAM28_uc011kzz.1_5'UTR|ADAM28_uc011laa.1_RNANM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN 5TGCTTTATTTGAAAAAAAACAA0.332

+ 19 2164SLC26A7_uc003yey.2_RNA|SLC26A7_uc003yez.2_Frame_Shift_Del_p.I629fs|SLC26A7_uc003yfa.2_Frame_Shift_Del_p.I629fsNM_052832 NP_439897 Q8TE54 S26A7_HUMANSTAS.|Cytoplasmic (Potential). 2GAGAAACCAATTTTTTTTGAA0.343

- 23 3681_3682RGS22_uc003yja.1_Frame_Shift_Ins_p.K981fs|RGS22_uc003yjc.1_Frame_Shift_Ins_p.K1150fsNM_015668 NP_056483 Q8NE09 RGS22_HUMAN Potential. 7AGGACTGCCAATTTTTTTTTCT0.312 rs7841915

- 5 777_778CRAT_uc004bxg.2_Frame_Shift_Ins_p.G144fs|CRAT_uc004bxk.3_Frame_Shift_Ins_p.G144fsNM_000755 NP_000746 P43155 CACP_HUMAN 1CACAGTGGCTTCCCCCCCAGGT0.609

+ 4 514PPP2R4_uc004bxl.1_Intron|PPP2R4_uc011mbo.1_Frame_Shift_Del_p.Q83fs|PPP2R4_uc010myr.1_Intron|PPP2R4_uc004bxn.1_Intron|PPP2R4_uc004bxo.1_Intron|PPP2R4_uc011mbp.1_Intron|PPP2R4_uc011mbq.1_Intron|PPP2R4_uc010mys.1_IntronNM_178001 NP_821068 Q15257 PTPA_HUMAN 3 ggaaaaggagcaggctgcaaa0.154

+ 1 788NHS_uc011mix.1_Frame_Shift_Del_p.F150fsNM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7GCAGCCTCTTCCAGGAGCTCG0.692

- 1 573_574FAM133A_uc004efr.1_5'FlankNM_004538 NP_004529 Q99457 NP1L3_HUMAN 2TCCCAACGGGGCCCGCCGCGCC0.386

+ 4 1067_1069BHLHB9_uc011mrq.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrr.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrs.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrt.1_In_Frame_Del_p.E171del|BHLHB9_uc004ejo.2_In_Frame_Del_p.E171del|BHLHB9_uc011mru.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrv.1_In_Frame_Del_p.E171delNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2GTCAGGGGCTGAGGAGGAGGAGG0.488

+ 3 557_558TCEAL4_uc004ekn.2_Frame_Shift_Del_p.S88fs|TCEAL4_uc004ekm.2_Frame_Shift_Del_p.S88fs|TCEAL4_uc004eko.2_Frame_Shift_Del_p.S88fsNM_024863 NP_079139 Q96EI5 TCAL4_HUMAN Glu-rich. 0 agggaggatcagagagagaggg0.144

+ 17 2287SCNN1D_uc001adt.1_Frame_Shift_Del_p.A719fs|SCNN1D_uc001adw.2_Frame_Shift_Del_p.A621fs|SCNN1D_uc001adx.2_Frame_Shift_Del_p.A344fs|SCNN1D_uc001adv.2_Frame_Shift_Del_p.A555fsNM_002978 NP_002969 0CGATGCTTCTGCCCTCACCCT0.701

- 23 2999_3000HSPG2_uc009vqd.2_Frame_Shift_Del_p.G988fsNM_005529 NP_005520 P98160 PGBM_HUMANLaminin IV type A 2. 9GAAGTAGGGTCCAGATAAGAGT0.396

- 17 2052SASS6_uc009wdz.2_Frame_Shift_Del_p.S470fsNM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN 2CTGTGGGTTTGGAAGATGTAT0.388

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

+ 7 1724_1726PRG4_uc001grt.3_In_Frame_Del_p.E518del|PRG4_uc009wyl.2_In_Frame_Del_p.E466del|PRG4_uc009wym.2_In_Frame_Del_p.E425del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN28.|59 X 8 AA repeats of K-X-P-X-P-T-T-X. 1ACCACCACCAAGGAGCCTGCACC0.635

- 4 459_460PIH1D2_uc009yyl.2_Frame_Shift_Ins_p.N126fs|PIH1D2_uc001pmp.3_Frame_Shift_Ins_p.N126fs|PIH1D2_uc010rws.1_Frame_Shift_Ins_p.N126fsNM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1GAATTAACTGATTTTTTTTCAC0.376

- 7 2967SNX19_uc009zcw.2_Frame_Shift_Del_p.Q44fs|SNX19_uc010sce.1_Frame_Shift_Del_p.Q187fs|SNX19_uc010scf.1_Frame_Shift_Del_p.Q250fs|SNX19_uc010scg.1_Frame_Shift_Del_p.Q44fs|SNX19_uc001qgl.3_Frame_Shift_Del_p.Q790fs|SNX19_uc009zcx.1_RNANM_014758 NP_055573 Q92543 SNX19_HUMAN 4CTGGGGTCTTGGGCTGGCACG0.562

- 20 2170DDX12_uc001qvx.3_5'Flank|DDX12_uc001qvy.1_5'FlankNM_004400 NP_004391 0ACAAGGGGCAGGATGTTGTCT0.572

- 4 745_747PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN13.|15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].0TGGCTTTCCTGGAGGAGGTGGGG0.611

- 3 441_442PRB1_uc001qzu.1_Intron|PRB1_uc001qzv.1_IntronNM_005039 NP_005030 P04280 PRP1_HUMAN15 X 20 AA approximate tandem repeats of P-P-G-K-P-Q-G-P-P-[PAQ]-Q-[GE]-[GD]- [NKS]-[KSQRN]-[PRQS]-[QS] [GPS]-[PQAR]- [PSR].|8.0GTGGCTTTCCTGGAGGTGGGGG0.604

- 4 372RERG_uc001rct.2_Frame_Shift_Del_p.E78fs|RERG_uc010shu.1_Frame_Shift_Del_p.E59fsNM_032918 NP_116307 Q96A58 RERG_HUMAN 1ACAAAGCCTTCCCCCCATCGC0.458

+ 4 1266PPM1A_uc001xew.3_Frame_Shift_Del_p.L361fs|PPM1A_uc001xex.3_Frame_Shift_Del_p.L288fs|PPM1A_uc001xey.3_Frame_Shift_Del_p.L288fsNM_021003 NP_066283 P35813 PPM1A_HUMAN 1GTGTGATTTTGATCTGTTTTC0.403

- 4 714KIAA0317_uc010tut.1_Intron|KIAA0317_uc001xqc.2_Frame_Shift_Del_p.Y70fs|KIAA0317_uc001xqd.1_IntronNM_001039479 NP_001034568 O15033 K0317_HUMAN Filamin. 5GCCCACCTCATAGGGGTCCTT0.557

+ 1 1107_1108TMED8_uc010ast.1_5'Flank|TMED8_uc001xto.1_5'FlankNM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0AGTCAAATGAGAAAAAAAATCC0.386rs111283439;rs4903576

+ 13 1457_1459TTC8_uc001xxl.2_In_Frame_Del_p.N190del|TTC8_uc010ati.2_In_Frame_Del_p.N231del|TTC8_uc001xxm.2_In_Frame_Del_p.N389del|TTC8_uc010atj.2_In_Frame_Del_p.N164del|TTC8_uc001xxi.2_In_Frame_Del_p.N429del|TTC8_uc001xxj.2_In_Frame_Del_p.N419del|TTC8_uc001xxk.2_In_Frame_Del_p.N389delNM_198309 NP_938051 Q8TAM2 TTC8_HUMAN TPR 7. 0TGGCTCTGGTCAACAACAACAAC0.537

- 1 65C14orf102_uc001xyj.1_5'UTRNM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3TCGGGAGCCTCACTAAGCCCC0.627

+ 6 2496NFAT5_uc002exh.1_Frame_Shift_Del_p.Q224fs|NFAT5_uc002exi.2_Frame_Shift_Del_p.Q354fs|NFAT5_uc002exj.1_Frame_Shift_Del_p.Q354fs|NFAT5_uc002exk.1_Frame_Shift_Del_p.Q354fs|NFAT5_uc002exl.1_Frame_Shift_Del_p.Q448fs|NFAT5_uc002exn.1_Frame_Shift_Del_p.Q448fsNM_006599 NP_006590 O94916 NFAT5_HUMAN RHD. 0TTTGACACTGCAAACACCCTC0.378

+ 6 508_509STXBP4_uc010dcc.1_Frame_Shift_Del_p.W26fs|STXBP4_uc010dcd.1_Frame_Shift_Del_p.W101fsNM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1AGAATCTGCTTGGGAGATAGCA0.337

- 4 506EXOC7_uc010dgv.1_Frame_Shift_Del_p.N84fs|EXOC7_uc002jqq.2_Frame_Shift_Del_p.N137fs|EXOC7_uc010wsw.1_Frame_Shift_Del_p.N137fs|EXOC7_uc010wsx.1_Frame_Shift_Del_p.N137fs|EXOC7_uc002jqr.2_Frame_Shift_Del_p.N137fs|EXOC7_uc010wsv.1_Frame_Shift_Del_p.N96fs|EXOC7_uc002jqu.2_Frame_Shift_Del_p.N137fs|EXOC7_uc002jqv.2_Frame_Shift_Del_p.N137fsNM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0TTACCACTTTGTTGAGTTCCG0.542

- 2 1458 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1ATTCAACATCTTTTTTTTTGA0.368

- 9 1986 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN 1CTAAATTACCTTTTTTTTCCA0.328

+ 18 2301OSBPL6_uc002uly.2_Frame_Shift_Del_p.F666fs|OSBPL6_uc010zfe.1_Frame_Shift_Del_p.F610fs|OSBPL6_uc002ulz.2_Frame_Shift_Del_p.F605fs|OSBPL6_uc002uma.2_Frame_Shift_Del_p.F645fsNM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1CCACCTATTTCAGAGCAGGAA0.453

- 17 2265TNS1_uc002vgr.2_Frame_Shift_Del_p.S623fs|TNS1_uc002vgs.2_Frame_Shift_Del_p.S623fs|TNS1_uc010zjv.1_Frame_Shift_Del_p.S623fs|TNS1_uc010fvj.1_Frame_Shift_Del_p.S691fs|TNS1_uc010fvk.1_Frame_Shift_Del_p.S748fs|TNS1_uc010fvi.1_Frame_Shift_Del_p.S310fsNM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4TCAGCTTCCGAAAAGGATTGA0.587

+ 4 350RQCD1_uc002vih.1_Frame_Shift_Del_p.L117fs|RQCD1_uc010zki.1_Frame_Shift_Del_p.L117fsNM_005444 NP_005435 Q92600 RCD1_HUMAN 2CACATCCCACTTTTTTTGTAC0.413

- 5 552_553C20orf194_uc002wik.2_5'UTR|C20orf194_uc010gay.1_RNANM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0TACTCACCTTGGGAGCTGTAAG0.436

+ 8 1224XPNPEP3_uc003azi.2_Frame_Shift_Del_p.G299fs|XPNPEP3_uc011aoy.1_RNANM_022098 NP_071381 Q9NQH7 XPP3_HUMAN 0CTGCTTCCCTGGGACAAGCTT0.473

- 5 1900TUBGCP6_uc010har.1_Frame_Shift_Del_p.F463fs|TUBGCP6_uc010has.1_RNA|TUBGCP6_uc003bkd.1_5'FlankNM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4AAGTTTCTTGAAGAGAAAACC0.622

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0GCCCGCCTGCTCACGTGCCCAT0.663

+ 1 3958_3959 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0CCCGCCTGCTCACACACATGCC0.668

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

+ 8 715_716 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN Potential. 2TGAAAAGGAATTTAAGAAGACA0.406



- 1 929_931MYOT_uc011cye.1_Intron|HNRNPA0_uc010jeo.2_RNANM_006805 NP_006796 Q13151 ROA0_HUMAN Gly-rich. 0 gctgttgtaaccgccgccgccgc0.261

+ 2 128_130BTN2A2_uc011dkf.1_In_Frame_Del_p.L24del|BTN2A2_uc011dkg.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhr.2_In_Frame_Del_p.L24del|BTN2A2_uc011dkh.1_In_Frame_Del_p.L24del|BTN2A2_uc003nhs.2_In_Frame_Del_p.L24del|BTN2A2_uc003nht.2_In_Frame_Del_p.L24delNM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 TGCCAGCCTCcctcctcctcctc0.483

- 1 349_351RRAGD_uc010kcc.2_Translation_Start_SiteNM_021244 NP_067067 Q9NQL2 RRAGD_HUMAN 3 CACCAGctcatcctcctcctcct0.493

+ 11 1314_1315PMPCB_uc003vbk.1_Frame_Shift_Del_p.L427fs|PMPCB_uc003vbm.2_Frame_Shift_Del_p.L336fs|PMPCB_uc010liv.2_Frame_Shift_Del_p.L333fs|PMPCB_uc010liw.2_Intron|PMPCB_uc011kll.1_Frame_Shift_Del_p.L322fsNM_004279 NP_004270 O75439 MPPB_HUMAN 4AGGCAAATGTTATGCTATAATA0.347

+ 11 2081_2082RBM33_uc011kvv.1_Frame_Shift_Del_p.P380fsNM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1CGTTTCTGCCCACACACACACA0.53

- 1 1746RANBP6_uc011lmf.1_Frame_Shift_Del_p.E227fs|RANBP6_uc003zjs.2_Frame_Shift_Del_p.E167fsNM_012416 NP_036548 O60518 RNBP6_HUMAN p.E579K(1) 3ATAAATTTTTCCTTCCCAACA0.393

- 13 2033_2034MAP3K6_uc009vsw.1_Frame_Shift_Ins_p.P587fs|MAP3K6_uc001bnz.1_Frame_Shift_Ins_p.P118fsNM_004672 NP_004663 O95382 M3K6_HUMAN NA 9CGTCCTGAGCCGGGGGGAGTGC0.663rs143793155;rs139401154

+ 3 249HDAC1_uc010ohd.1_Frame_Shift_Del_p.E62fs|HDAC1_uc010ohe.1_5'UTR|HDAC1_uc010ohf.1_Frame_Shift_Del_p.E33fsNM_004964 NP_004955 Q13547 HDAC1_HUMANHistone deacetylase. NA 3CCAATGCTGAGGAGATGACCA0.458

+ 9 1706AMY2B_uc010ouo.1_RNA|LOC648740_uc001dur.2_Frame_Shift_Del_p.Q364fs|AMY2B_uc001dus.1_RNANM_020978 NP_066188 P19961 AMY2B_HUMAN NA 0AAGACAGTTTCAAAATGGAAA0.333

+ 10 1080_1081 NM_001010883 NP_001010883 Q5T8I3 F102B_HUMAN NA 1TGTGGGTCCTGGGGGAAGTACA0.302

- 4 848ANP32E_uc010pbt.1_5'Flank|ANP32E_uc010pbu.1_Frame_Shift_Del_p.E112fs|ANP32E_uc010pbv.1_Frame_Shift_Del_p.E119fs|ANP32E_uc001etv.3_Frame_Shift_Del_p.E160fs|ANP32E_uc010pbw.1_IntronNM_030920 NP_112182 Q9BTT0 AN32E_HUMANAsp/Glu-rich (highly acidic).|LRRCT.NA 0TCATCCTCCTCTTCAGAGTCC0.393

- 13 1089ILF2_uc010pdy.1_Frame_Shift_Del_p.A298fs|ILF2_uc009wok.2_Frame_Shift_Del_p.A314fsNM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. NA 0ACTCACAGCTGGCATCACCCT0.463

+ 14 1753_1755PLA2G4A_uc010pos.1_In_Frame_Del_p.D459delNM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. NA 3AGGACTCCTTTGATGATGATGAA0.433

- 17 3001LAMB3_uc009xco.2_Frame_Shift_Del_p.E871fs|LAMB3_uc001hhh.2_Frame_Shift_Del_p.E871fsNM_001017402 NP_001017402 Q13751 LAMB3_HUMANDomain I.|Potential. NA 6ACCTGGGTCTCCAAGCGCTGG0.582

- 4 784RUFY2_uc001jnz.1_RNA|RUFY2_uc001joc.2_Intron|RUFY2_uc010qiw.1_Frame_Shift_Del_p.M60fs|RUFY2_uc001jod.1_Frame_Shift_Del_p.M118fs|RUFY2_uc009xpv.1_Frame_Shift_Del_p.M1fs|RUFY2_uc001joe.1_Frame_Shift_Del_p.M118fsNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. NA 1TAATCGGCCATTTTTTTTTGC0.398

+ 7 1229DGKZ_uc001nch.1_Frame_Shift_Del_p.R196fs|DGKZ_uc010rgq.1_Intron|DGKZ_uc001ncj.1_Frame_Shift_Del_p.R146fs|DGKZ_uc010rgr.1_Frame_Shift_Del_p.R145fs|DGKZ_uc001nck.1_5'UTR|DGKZ_uc001ncl.2_Frame_Shift_Del_p.R180fs|DGKZ_uc001ncm.2_Frame_Shift_Del_p.R179fs|DGKZ_uc009yky.1_Frame_Shift_Del_p.R180fs|DGKZ_uc010rgs.1_IntronNM_001105540 NP_001099010 Q13574 DGKZ_HUMANPhorbol-ester/DAG-type 2.NA 3ACAGACGACGCCAGGACGGCA0.642

- 1 174_176uc001phh.1_RNA|MMP1_uc010ruv.1_IntronNM_002421 NP_002412 P03956 MMP1_HUMAN NA 4CACCCCAGAACAGCAGCAGCAGC0.498

+ 1 422 NM_175854 NP_787050 Q58A45 PAN3_HUMANInteraction with polyadenylate-binding protein.NA 1CCCTGGCTCTGGCTGGTGCAC0.746

+ 1 310 NM_021999 NP_068839 Q9Y287 ITM2B_HUMANCytoplasmic (Potential).NA 0CGCTCATCATCCCCCCCGACG0.721

- 7 1217_1219FOXN3_uc001xxn.3_In_Frame_Del_p.338_339SS>S|FOXN3_uc010atk.2_In_Frame_Del_p.338_339SS>SNM_001085471 NP_001078940 O00409 FOXN3_HUMAN NA 3GTCGTCGGCTGAGGAGGAGGAGG0.65 rs139532153

- 7 2023BTBD7_uc010aur.2_Frame_Shift_Del_p.N91fs|BTBD7_uc010two.1_Frame_Shift_Del_p.N386fs|BTBD7_uc001ybp.2_Frame_Shift_Del_p.N215fsNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN NA 1GATGCCAGCATTTTTTTGCCG0.383

- 1 346SEPHS2_uc002dyh.1_Intron|SEPHS2_uc010vet.1_5'UTRNM_012248 NP_036380 Q99611 SPS2_HUMAN NA 2TCAGCCCTTCATGCCGGAGAA0.726

+ 2 473_475WSCD1_uc002gcn.2_In_Frame_Del_p.L35del|WSCD1_uc002gco.2_In_Frame_Del_p.L35del|WSCD1_uc010clj.2_5'UTRNM_015253 NP_056068 Q658N2 WSCD1_HUMANHelical; (Potential). NA 0GACCGGCAGCCTGCTGCTGCTGC0.68

+ 15 2007_2009FMNL1_uc002iiq.2_In_Frame_Del_p.P190del|FMNL1_uc010dag.2_RNANM_005892 NP_005883 O95466 FMNL_HUMAN Pro-rich. NA 1 GCCGGTgcctccgccgccgccgc0.3

- 14 2528LOC100133991_uc010dah.2_Intron|LOC100133991_uc002iit.3_Intron|LOC100133991_uc010dai.2_Intron|MAP3K14_uc002iiu.1_Frame_Shift_Del_p.D337fs|MAP3K14_uc010daj.1_RNA|MAP3K14_uc002iiv.1_Frame_Shift_Del_p.D391fsNM_003954 NP_003945 Q99558 M3K14_HUMAN NA 8TCACTGTCATCCGACAGGGAG0.582

+ 25 3766ACE_uc002jav.1_Frame_Shift_Del_p.L674fs|ACE_uc010ddv.1_Frame_Shift_Del_p.L475fs|ACE_uc010wpj.1_Frame_Shift_Del_p.L633fs|ACE_uc002jaw.1_Intron|ACE_uc010wpk.1_Frame_Shift_Del_p.L453fsNM_000789 NP_000780 P12821 ACE_HUMANExtracellular (Potential).NA 4TCCTGGGCCTGGACCTGGATG0.612

+ 11 1514_1515 NM_001001664 NP_001001664 Q6IQ16 SPOPL_HUMAN NA 3AGAAGCCTTTCGAGCACTAGCA0.421

- 1 1023_1024THBD_uc002wst.1_5'Flank|THBD_uc002wsu.1_Frame_Shift_Del_p.C229fsNM_000361 NP_000352 P07204 TRBM_HUMANEGF-like 2.|Extracellular (Potential).NA 0AGAGGTCGTTGCAGGACTGCGT0.713 rs151272584

+ 7 1073DOK5_uc010gin.2_Frame_Shift_Del_p.Q177fs|DOK5_uc002xwz.2_Frame_Shift_Del_p.Q147fsNM_018431 NP_060901 Q9P104 DOK5_HUMAN NA 1CTACCGCTTGCAAGGTAAGCG0.667

+ 28 5463PCNT_uc002zjj.2_Frame_Shift_Del_p.Q1668fsNM_006031 NP_006022 O95613 PCNT_HUMAN Potential. NA 8CCCTCGTGGGCAGGCCCTACA0.706

+ 7 1806_1817TRIOBP_uc003atu.2_In_Frame_Del_p.SRTS341del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRTS513del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRTS341delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1AATCCCAGAGCCTCCAGAACCTCCTCTCCCAA0.599

+ 7 1953_1961TRIOBP_uc003atu.2_In_Frame_Del_p.SRT390del|TRIOBP_uc003atq.1_In_Frame_Del_p.SRT562del|TRIOBP_uc003ats.1_In_Frame_Del_p.SRT390delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1AATCCCAGAGCCTCCAGAACCTCCTCTCC0.589

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN NA 1TGAGTCAACATTTTTTTTGCC0.224

- 4 998TMCC1_uc010htg.2_Frame_Shift_Del_p.S52fsNM_001017395 NP_001017395 O94876 TMCC1_HUMAN NA 1CATCATAGCAGAGCTGGTAGG0.438

+ 1 185IQCG_uc003fyp.2_5'Flank|LMLN_uc003fyt.2_Intron|LMLN_uc010iar.2_Frame_Shift_Del_p.P55fs|LMLN_uc010ias.2_Intron|LMLN_uc003fyu.2_5'UTRNM_033029 NP_149018 Q96KR4 LMLN_HUMAN NA 1CACATCTACTCCCGTCTCCTT0.687

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN NA 0GCCCGCCTGCTCACGTGCCCAT0.663

+ 5 786_787WFS1_uc003gix.2_Frame_Shift_Del_p.V207fs|WFS1_uc003giz.2_Frame_Shift_Del_p.V25fsNM_001145853 NP_001139325 O76024 WFS1_HUMAN NA 2GTCGGCCAGGTCAACGAGCACG0.649

- 6 1359_1360 NM_001237 NP_001228 P20248 CCNA2_HUMAN NA 1AATAACTGATGGCAAATACTTG0.391

- 16 2171DIAPH1_uc003llc.3_Frame_Shift_Del_p.P668fs|DIAPH1_uc010jgc.1_Frame_Shift_Del_p.P116fsNM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. NA 1AGGAGGAGGTGGGGGGATGGC0.612

+ 6 824KLHDC3_uc003otm.2_RNA|KLHDC3_uc010jyf.2_Frame_Shift_Del_p.F195fs|KLHDC3_uc003otn.2_Frame_Shift_Del_p.F103fs|KLHDC3_uc003oto.2_Frame_Shift_Del_p.F160fsNM_057161 NP_476502 Q9BQ90 KLDC3_HUMAN Kelch 4. NA 1CATTCGAGTCTTTGACACCAG0.567

- 2 394ATG5_uc010kdb.2_Frame_Shift_Del_p.G14fs|ATG5_uc003prg.2_5'UTR|ATG5_uc010kdc.2_Frame_Shift_Del_p.G14fsNM_004849 NP_004840 Q9H1Y0 ATG5_HUMAN NA 1TGGAATTCGTCCAAACCACAC0.383

- 3 371_372BCL7B_uc003tye.1_RNA|BCL7B_uc003tyg.1_Frame_Shift_Del_p.L85fsNM_001707 NP_001698 Q9BQE9 BCL7B_HUMAN NA 1CCCTGGAATTCAAGAAGGAGAG0.366

- 2 609_611SEMA3C_uc011kgw.1_In_Frame_Del_p.34_35SI>F|SEMA3C_uc011kgx.1_5'UTRNM_006379 NP_006370 Q99985 SEM3C_HUMAN NA 1TTCACACAGATAGAACAAATAAA0.355

- 37 4148DOCK4_uc011kml.1_Frame_Shift_Del_p.S174fs|DOCK4_uc011kmm.1_Frame_Shift_Del_p.S200fs|DOCK4_uc003vfw.2_Frame_Shift_Del_p.S743fs|DOCK4_uc003vfy.2_Frame_Shift_Del_p.S1338fsNM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN DHR-2. NA 4CCCGCATCTTGCTCAGGTTTC0.443

+ 2 644MET_uc010lkh.2_Frame_Shift_Del_p.D153fs|MET_uc011knc.1_Frame_Shift_Del_p.D153fs|MET_uc011knd.1_Frame_Shift_Del_p.D153fs|MET_uc011kne.1_Frame_Shift_Del_p.D153fs|MET_uc011knf.1_Frame_Shift_Del_p.D153fs|MET_uc011kng.1_Frame_Shift_Del_p.D153fs|MET_uc011knh.1_Frame_Shift_Del_p.D153fs|MET_uc011kni.1_Frame_Shift_Del_p.D153fs|MET_uc003vii.1_Frame_Shift_Del_p.D172fs|MET_uc010lkg.2_Frame_Shift_Del_p.D153fs|MET_uc011kmz.1_Frame_Shift_Del_p.D153fs|MET_uc011kna.1_Frame_Shift_Del_p.D153fs|MET_uc011knb.1_Frame_Shift_Del_p.D153fsNM_000245 NP_000236 P08581 MET_HUMANExtracellular (Potential).|Sema.NA 159TCATACTGCTGACATACAGTC0.522

+ 4 582_583IDO2_uc003xno.1_RNA|IDO2_uc010lwz.1_5'UTRNM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN NA 2GGAAGGAGAGGCGCAGCCTGCA0.624

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN NA 7TTCGTGTGCCTTTTTTTATTC0.408



- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN NA 2CAATTTCGTCAAAAAAAATAA0.413

- 2 154ANXA13_uc003yqt.2_Frame_Shift_Del_p.C68fsNM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 1. NA 3CCATTCCTTTGCAGGCTTTGT0.408

+ 3 610_612MYC_uc003ysi.2_In_Frame_Del_p.Q52delNM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. NA 6GAACTTCTACCAGCAGCAGCAGC0.611 rs61752959

- 11 3440KIF24_uc010mkb.2_IntronNM_194313 NP_919289 Q5T7B8 KIF24_HUMAN NA 1CCTAGTTGCTGAAGACACTGG0.582

- 9 948ALDH1A1_uc011lsh.1_Frame_Shift_Del_p.Q220fs|ALDH1A1_uc011lsg.1_Frame_Shift_Del_p.Q125fsNM_000689 NP_000680 P00352 AL1A1_HUMAN NA 4CACTGGCCCTGGTGGTAGAAT0.368

- 2 1659_1661TPRN_uc004clu.2_In_Frame_Del_p.553_554EE>ENM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 ctcttcctcttcctcctcctcct 0.374

+ 15 2470CDKL5_uc004cyn.2_Frame_Shift_Del_p.L739fsNM_003159 NP_003150 O76039 CDKL5_HUMAN NA 6TTTCTTCTCTACCATCAGAGA0.373

+ 2 1213_1215ZBTB33_uc010nqm.1_In_Frame_Del_p.E333delNM_006777 NP_006768 Q86T24 KAISO_HUMAN NA 3GGCCAATGAAGAGGAGGAGGAGG0.433

+ 4 877_878 NM_024082 NP_076987 Q9BZD7 TMG3_HUMANCytoplasmic (Potential).NA 4GGGGCCCAGTCGGGGGGGCAGG0.673 rs139807152

+ 3 432_433PHACTR4_uc001bpu.2_Frame_Shift_Ins_p.R50fs|PHACTR4_uc001bpv.1_RNA|PHACTR4_uc001bpx.2_Frame_Shift_Ins_p.R34fs|PHACTR4_uc001bpy.2_Frame_Shift_Ins_p.R60fsNM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0GGAAATGGAGGAAAAAAAAAAG0.391

+ 7 1426_1427ROR1_uc001dbi.3_Frame_Shift_Del_p.H343fs|uc001dbl.2_IntronNM_005012 NP_005003 Q01973 ROR1_HUMANKringle.|Extracellular (Potential). 19CCAGTATCCCCACACACACACT0.554

+ 10 2124FNDC7_uc010ova.1_Frame_Shift_Del_p.P475fsNM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANFibronectin type-III 8. 2CTTTCTGTCCAAAAAAAATAT0.363

+ 3 278C1orf77_uc001fcm.1_5'Flank|C1orf77_uc001fcn.1_5'Flank|S100A13_uc001fcj.2_Intron|S100A1_uc001fcl.1_RNA|C1orf77_uc009woi.1_5'Flank|C1orf77_uc009woj.1_5'FlankNM_006271 NP_006262 P23297 S10A1_HUMAN EF-hand 2. 0TGGATGCTGTGGACAAGGTGA0.557

- 5 1175SLAMF1_uc010pjk.1_Intron|SLAMF1_uc010pjl.1_Intron|SLAMF1_uc010pjm.1_IntronNM_003037 NP_003028 Q13291 SLAF1_HUMANCytoplasmic (Potential).|Ig-like V-type. 2ATCGTAAGGCTTTTTTTTTCC0.433

+ 7 1748_1750PRG4_uc001grt.3_In_Frame_Del_p.E526del|PRG4_uc009wyl.2_In_Frame_Del_p.E474del|PRG4_uc009wym.2_In_Frame_Del_p.E433del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|29. 1ACCACTCCCAAGGAGCCTGCACC0.635

+ 5 637CTSE_uc001hdv.2_Frame_Shift_Del_p.G173fs|CTSE_uc010prs.1_Frame_Shift_Del_p.G98fsNM_001910 NP_001901 P14091 CATE_HUMAN 1CAGAGCCAGGCCAGACCTTTG0.542

- 4 784RUFY2_uc001jnz.1_RNA|RUFY2_uc001joc.2_Intron|RUFY2_uc010qiw.1_Frame_Shift_Del_p.M60fs|RUFY2_uc001jod.1_Frame_Shift_Del_p.M118fs|RUFY2_uc009xpv.1_Frame_Shift_Del_p.M1fs|RUFY2_uc001joe.1_Frame_Shift_Del_p.M118fsNM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1TAATCGGCCATTTTTTTTTGC0.398

- 1 106_108SAAL1_uc001mnr.2_In_Frame_Del_p.E19del|SAAL1_uc001mns.2_RNA|SAAL1_uc009yhf.2_In_Frame_Del_p.E19delNM_138421 NP_612430 Q96ER3 SAAL1_HUMAN 0CCACCGGCCACCTCCTCCTCCTC0.67

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2CACGTGTTCTTCCTCCTCCTCCT0.537

- 9 1657_1659IFFO1_uc001qoy.2_RNA|IFFO1_uc001qpa.1_In_Frame_Del_p.181_182PP>P|IFFO1_uc001qpb.1_In_Frame_Del_p.218_219PP>P|IFFO1_uc001qpe.1_RNA|IFFO1_uc010sfe.1_In_Frame_Del_p.553_554PP>P|IFFO1_uc001qpf.1_In_Frame_Del_p.544_545PP>P|IFFO1_uc001qoz.1_In_Frame_Del_p.182_183PP>P|IFFO1_uc001qpc.1_In_Frame_Del_p.545_546PP>P|IFFO1_uc001qpg.2_In_Frame_Del_p.R181delNM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0AGCCTCGCTTGGCGGCGGCGGCG0.601 rs144019095

- 1 174 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1GGGGCGGCTCGGGGGGGCCCT0.711

- 2 1785_1786LIG4_uc001vqo.2_Frame_Shift_Del_p.S504fs|LIG4_uc010agg.1_Frame_Shift_Del_p.S437fs|LIG4_uc010agf.2_Frame_Shift_Del_p.S504fs|LIG4_uc001vqp.2_Frame_Shift_Del_p.S504fsNM_002312 NP_002303 P49917 DNLI4_HUMAN 0GACCCAACACGAGAGAGAGTAT0.48

+ 2 503 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3ACCCCTTCCGAGCGCATTACC0.507

- 1 348_353FAM174B_uc002bsl.3_IntronNM_207446 NP_997329 Q3ZCQ3 F174B_HUMANExtracellular (Potential). 0CCACTGCTGTTGGAGCTGGAGCTGCC0.578rs68056278;rs111725167

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

- 12 1561_1562LRP2_uc010zdf.1_Frame_Shift_Ins_p.S450fsNM_004525 NP_004516 P98164 LRP2_HUMANLDL-receptor class B 1.|Extracellular (Potential). 29AATGTCAACTGAAAAAACCTGA0.317

- 6 791PRKAG3_uc010zkn.1_RNA|PRKAG3_uc010fvy.1_Frame_Shift_Del_p.L258fsNM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN CBS 1. 2CTCCTCACCAGGGGGGACCTG0.652

+ 1 228_230 NM_138983 NP_620450 Q8TAK6 OLIG1_HUMAN Ser-rich. 1 AGGCAGCCGCcctcctcctcctc0.552

- 1 1016_1017XPNPEP3_uc011aox.1_Intron|XPNPEP3_uc003azh.2_Intron|XPNPEP3_uc003azi.2_Intron|XPNPEP3_uc011aoy.1_5'Flank|XPNPEP3_uc003azg.1_Intron|XPNPEP3_uc003azf.1_Intron|XPNPEP3_uc010gyh.1_5'FlankNM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN Poly-Lys. 1CTTTACGCTTCTTTTTTTTCCT0.381

+ 7 1464WBP2NL_uc011ape.1_Intron|LOC339674_uc003bba.1_Intron|SREBF2_uc003bbj.2_RNANM_004599 NP_004590 Q12772 SRBP2_HUMANInteraction with LMNA (By similarity).|Cytoplasmic (Potential).4CTTCTGATGTCCCCCCCAGCC0.522

- 1 668_670TCF20_uc003bck.1_In_Frame_Del_p.178_179QQ>Q|TCF20_uc003bnt.2_In_Frame_Del_p.178_179QQ>QNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Poly-Gln. 5CTGCTGGACTTGCTGCTGCTGCT0.571

- 10 1116ARFGAP3_uc010gzf.2_Frame_Shift_Del_p.N255fs|ARFGAP3_uc011apu.1_Frame_Shift_Del_p.N227fsNM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1TGAGTCAACATTTTTTTTGCC0.224

- 2 451NCEH1_uc003fig.2_Frame_Shift_Del_p.S105fs|NCEH1_uc011bpw.1_5'UTR|NCEH1_uc011bpy.1_IntronNM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANLumenal (Potential). 0GACCACGCGCTTTTTTTGCCA0.507

- 8 1472AASDH_uc010ihb.2_5'UTR|AASDH_uc011caa.1_Frame_Shift_Del_p.L287fs|AASDH_uc003hbo.2_Frame_Shift_Del_p.L340fs|AASDH_uc011cab.1_Intron|AASDH_uc010ihc.2_Frame_Shift_Del_p.L440fs|AASDH_uc003hbp.2_Frame_Shift_Del_p.L440fsNM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4TTTTCGTCCCAAAAAAAAAAT0.363 rs148777026

- 1 169 CCNO_uc003jpv.2_RNANM_021147 NP_066970 P22674 CCNO_HUMAN 0TGGTGGGACAGGGGGTCACCA0.716

- 6 830DEPDC1B_uc011cqm.1_Splice_Site_p.W253_splice|DEPDC1B_uc011cqn.1_Splice_Site_p.W226_spliceNM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN 1AATTAGTACTTACAATTTGCCA0.351

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4TGTTAGGGACAAAAAAAAGGG0.348

+ 6 1327_1328LARP1_uc003lvo.2_Frame_Shift_Ins_p.A223fs|LARP1_uc010jie.1_Frame_Shift_Ins_p.A95fsNM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4CGTGCCCGTGGCCCCCCCCACC0.644

- 2 222RDBP_uc011dot.1_Frame_Shift_Del_p.P6fs|RDBP_uc003nyl.1_5'UTR|RDBP_uc003nym.1_Frame_Shift_Del_p.P6fs|MIR1236_hsa-mir-1236|MI0006326_5'Flank|SKIV2L_uc003nyn.1_5'Flank|SKIV2L_uc011dou.1_5'Flank|SKIV2L_uc011dov.1_5'FlankNM_002904 NP_002895 P18615 NELFE_HUMAN 0CGCTCAGTCCGGGGGGTATCA0.547

+ 7 1137SLC35F1_uc003pxy.1_Frame_Shift_Del_p.V117fsNM_001029858 NP_001025029 Q5T1Q4 S35F1_HUMANHelical; (Potential). 1CCACTTCAGTCAACCTCTCCT0.473

+ 30 5366 NM_003777 NP_003768 Q96DT5 DYH11_HUMANStem (By similarity). 15GGATTTCCATAAAAAACAGGT0.338

+ 7 1038EGFR_uc003tqh.2_Frame_Shift_Del_p.C264fs|EGFR_uc003tqi.2_Frame_Shift_Del_p.C264fs|EGFR_uc003tqj.2_Frame_Shift_Del_p.C264fs|EGFR_uc010kzg.1_Frame_Shift_Del_p.C219fs|EGFR_uc011kco.1_Frame_Shift_Del_p.C211fs|EGFR_uc011kcp.1_5'Flank|EGFR_uc011kcq.1_5'FlankNM_005228 NP_005219 P00533 EGFR_HUMANApproximate.|Extracellular (Potential).p.V30_R297>G(5) 9571AGGACACCTGCCCCCCACTCA0.582

- 5 1204PEX1_uc011khr.1_Frame_Shift_Del_p.I162fs|PEX1_uc010ley.2_Frame_Shift_Del_p.I370fs|PEX1_uc011khs.1_Intron|PEX1_uc011kht.1_RNANM_000466 NP_000457 O43933 PEX1_HUMAN 2TCTGACCTAATTTTTTTTTGA0.353

- 12 1587 NM_144651 NP_653252 A1KZ92 PXDNL_HUMANIg-like C2-type 3. 2ACCTTTTTCACCCCCAACGAA0.453

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0TGATGAGACATTTTTTTACCA0.423

- 3 1842C8orf76_uc003yqd.2_Intron|ZHX1_uc003yqf.2_Frame_Shift_Del_p.K471fs|ZHX1_uc003yqg.2_Intron|ZHX1_uc010mdi.2_Frame_Shift_Del_p.K471fsNM_007222 NP_009153 Q9UKY1 ZHX1_HUMANHomeobox 2.|Required for interaction with NFYA. 1CTCTTTTGTCTTTTTTGCCCG0.393



- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2CAATTTCGTCAAAAAAAATAA0.413

+ 3 610_612MYC_uc003ysi.2_In_Frame_Del_p.Q52delNM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6GAACTTCTACCAGCAGCAGCAGC0.611 rs61752959

+ 20 2671_2673CNKSR2_uc004czw.2_In_Frame_Del_p.E886del|CNKSR2_uc011mjn.1_In_Frame_Del_p.E837del|CNKSR2_uc011mjo.1_In_Frame_Del_p.E856del|CNKSR2_uc004czy.2_In_Frame_Del_p.E478delNM_014927 NP_055742 Q8WXI2 CNKR2_HUMANPotential.|Poly-Glu. 2 ggtggaggaagaggaggaggagg0.379

+ 4 756 NM_001136273 NP_001129745 A6NM28 ZFP92_HUMAN C2H2-type 4. 0TCGCGCTCCTGGAGCACGCGC0.697

- 4 396_398PLEKHG5_uc001ann.1_In_Frame_Del_p.E80del|PLEKHG5_uc001anq.1_In_Frame_Del_p.E120del|PLEKHG5_uc001anp.1_In_Frame_Del_p.E120del|PLEKHG5_uc009vma.1_5'UTR|PLEKHG5_uc010nzr.1_In_Frame_Del_p.E112del|PLEKHG5_uc001ank.1_In_Frame_Del_p.E43del|PLEKHG5_uc009vmb.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anl.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anm.1_In_Frame_Del_p.E43delNM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1CCACAGAGCTCTCCTCCTCCTCC0.631

- 7 901_902CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CCCAACGCCCGCCCCCCCGCCC0.658

- 6 1559_1561SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CAGTGTCTTCCTTCTTCTTCTTC0.325 rs138237342

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

+ 4 1436_1453 NM_000098 NP_000089 P23786 CPT2_HUMANMitochondrial matrix (By similarity). 0AGAAGCTGATGAGTAGTGGCAATGAGGAGAGCCTGAGG0.546 rs142790440

- 12 1182_1183 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13TTAAGCTGATCTGAATTAAATT0.337

- 2 1873_1875TCHH_uc009wne.1_In_Frame_Del_p.P625delNM_007113 NP_009044 Q07283 TRHY_HUMAN9 X 28 AA approximate tandem repeats. 5TCTCTTCCTCCGGCTCCTCGCGC0.68

- 1 422_424KCNN3_uc009wox.1_In_Frame_Del_p.36_37QQ>QNM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 ctgctgctgttgctgctgctgct 0.236

- 12 1570_1571KIAA0907_uc001fmj.1_Frame_Shift_Del_p.R516fs|KIAA0907_uc009wrk.1_Frame_Shift_Del_p.R373fs|KIAA0907_uc009wrl.1_RNANM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0TTACCTGTCCCTCTCTCTCTCT0.396

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2CACCATAGGTCTGCTGCTGCTGC0.626

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN 0CTTCAAGCTCAAAAAAAATGC0.562

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2CGAACTGCACCAGCAGCAGCAGC0.626

- 3 345PAMR1_uc001mwf.2_Frame_Shift_Del_p.G101fs|PAMR1_uc010rew.1_Frame_Shift_Del_p.G101fs|PAMR1_uc010rex.1_Frame_Shift_Del_p.G61fsNM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2ATCCAAGGTACCCCCCCATGA0.517

- 2 584NDUFS3_uc001nft.3_Intron|KBTBD4_uc001nfw.1_Frame_Shift_Del_p.L163fs|KBTBD4_uc001nfz.2_Frame_Shift_Del_p.L154fs|KBTBD4_uc001nfy.2_Frame_Shift_Del_p.L138fs|NDUFS3_uc010rhn.1_5'Flank|NDUFS3_uc001nga.2_5'FlankNM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN 2TGTGCGGGCCAAAAACCGAGA0.517

- 2 285_286STX5_uc010rmi.1_Intron|STX5_uc009yoh.2_RNA|STX5_uc001nvi.2_Splice_Site|STX5_uc010rmj.1_Frame_Shift_Ins_p.P44fs|STX5_uc001nvj.2_5'UTRNM_003164 NP_003155 Q13190 STX5_HUMANCytoplasmic (Potential). 2CGAGGGTCACTGGGGGGGGCAG0.629

- 9 1226DDX6_uc001pua.2_5'UTR|DDX6_uc001puc.2_Splice_Site_p.N289_spliceNM_004397 NP_004388 P26196 DDX6_HUMAN 1ATGGGAATTCTGGGGGGGGAGC0.426

+ 7 1559_1560CHEK1_uc010sbh.1_Frame_Shift_Ins_p.E239fs|CHEK1_uc010sbi.1_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcf.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbp.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcg.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbq.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qci.1_RNANM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6TGACTGGAAAGAAAAAAAAACA0.361 rs35817404

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 8 775CHPT1_uc001tip.1_3'UTR|SYCP3_uc001tir.2_Frame_Shift_Del_p.I215fs|SYCP3_uc001tis.2_Frame_Shift_Del_p.I215fsNM_153694 NP_710161 Q8IZU3 SYCP3_HUMANPotential.|Gln-rich. 0 TCCATCATAATTTTTTTTTGC0.259

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 ACGTCctgcagctgctgctgctg0.414

- 23 3282TEP1_uc010ahk.2_Frame_Shift_Del_p.G431fs|TEP1_uc010tlf.1_RNA|TEP1_uc010tlg.1_Frame_Shift_Del_p.G973fs|TEP1_uc010tlh.1_5'FlankNM_007110 NP_009041 Q99973 TEP1_HUMAN 5AGCTGCCACACCCCCCCACTC0.587

+ 2 348OSGEP_uc001vxf.2_5'Flank|APEX1_uc001vxh.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxi.2_Frame_Shift_Del_p.K6fs|APEX1_uc001vxj.2_Frame_Shift_Del_p.K6fsNM_001641 NP_001632 P27695 APEX1_HUMANNecessary for interaction with YBX1, binding to RNA, NPM1-dependent association with rRNA, endoribonuclease activity on abasic RNA and localization in the nucleoli.4GAAGCGTGGGAAAAAGGGAGC0.557

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1TGTTGGCCACCCTCCTCCTCCTC0.67

+ 5 647_648KIAA0391_uc001wta.2_RNA|PSMA6_uc010tpt.1_Frame_Shift_Ins_p.E101fs|PSMA6_uc010tpu.1_Frame_Shift_Ins_p.E101fsNM_002791 NP_002782 P60900 PSA6_HUMAN 0CAGCTTCCTTGAAAAAAAAGTG0.406

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CTGATGGGACTTTTTTTTTGA0.373

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3GATGTCCACACACCACCACCACC0.576

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

+ 2 1053uc010vct.1_Intron|APOB48R_uc010byg.1_5'UTRNM_018690 NP_061160 Q0VD83 APOBR_HUMAN 0CGGGGAGGCTGGGACAGCCTCAGGAGGGGAGGAGGCCGGGACAGCCT0.705rs62034314;rs62034315;rs365499;rs67465726;rs71657822;rs441214

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

+ 15 2170_2172SLC9A5_uc010cee.2_In_Frame_Del_p.E413del|SLC9A5_uc010vji.1_In_Frame_Del_p.E212delNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2CGTGGAGTCTGAGGAGGAGGAGG0.571

+ 10 1188ENO3_uc002gac.3_Frame_Shift_Del_p.W365fs|ENO3_uc010vss.1_Frame_Shift_Del_p.W322fs|ENO3_uc010vst.1_Frame_Shift_Del_p.W192fsNM_053013 NP_443739 P13929 ENOB_HUMAN 1TCTAATGGCTGGGGGGTGATG0.567

+ 11 2629_2634KDM6B_uc002gix.2_In_Frame_Del_p.TT62delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. 2CTGTCGCCGTcaccaccaccaccacc0.364

+ 12 2232_2234TRPV2_uc002gpz.2_In_Frame_Del_p.L197delNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANHelical; (Potential). 1CGCGGCATGGTGCTGCTGCTGCT0.596

+ 14 4391CDK12_uc002hrw.3_Frame_Shift_Del_p.P1260fsNM_016507 NP_057591 Q9NYV4 CDK12_HUMAN Poly-Pro. 19GCCCCCTGAGCCCCCCGGACC0.562

- 1 96_98KRT10_uc010cxd.2_5'Flank|TMEM99_uc002hvj.1_IntronNM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 ctcctccacatcctcctcctcct 0.409

- 1 279_280 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN14.|27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].0 gcaggtggtctggcagcagcag0.139rs141265645;rs146438235

+ 15 2006_2007FMNL1_uc002iiq.2_In_Frame_Ins_p.190_191insP|FMNL1_uc010dag.2_RNANM_005892 NP_005883 O95466 FMNL_HUMAN Pro-rich. 1 GGCCGGTgcctccgccgccgcc0.292

+ 11 1588NPEPPS_uc010wkt.1_Splice_Site_p.K451_splice|NPEPPS_uc010wku.1_Splice_Site_p.K419_splice|NPEPPS_uc010wkv.1_Splice_Site_p.K9_spliceNM_006310 NP_006301 P55786 PSA_HUMAN 0GGGGATAAGGTAAAAAAAAACT0.337 rs142614305

- 5 1214_1216CXXC1_uc002lep.3_In_Frame_Del_p.Q18del|CXXC1_uc002ler.3_In_Frame_Del_p.Q161del|CXXC1_uc010doy.2_In_Frame_Del_p.Q161del|CXXC1_uc002les.2_In_Frame_Del_p.Q161delNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 ACCGTTTGATctgctgctgctgc0.468



+ 4 651LDLR_uc010xlk.1_Frame_Shift_Del_p.I161fs|LDLR_uc010xll.1_Frame_Shift_Del_p.I120fs|LDLR_uc010xlm.1_Frame_Shift_Del_p.I14fs|LDLR_uc010xln.1_Intron|LDLR_uc010xlo.1_IntronNM_000527 NP_000518 P01130 LDLR_HUMANLDL-receptor class A 4.|Extracellular (Potential). 4CCACCTGCATCCCCCAGCTGT0.642

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1TTGCCTCCTGCTCCTCCTCCTCC0.64

+ 2 648_650ZFP36_uc010egn.1_In_Frame_Del_p.H73delNM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1CGCCGGACCTCACCACCACCACC0.685

- 1 177_179LYPD3_uc002owm.2_In_Frame_Del_p.23_24LL>LNM_014400 NP_055215 O95274 LYPD3_HUMAN 1ACCTCCGCGAAGCAGCAGCAGCA0.675 rs141441894

- 9 2408_2410SLC8A2_uc010xyq.1_In_Frame_Del_p.E466del|SLC8A2_uc010xyr.1_In_Frame_Del_p.E173del|SLC8A2_uc010ele.2_In_Frame_Del_p.E710delNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCGGGACCCGTCCTCCTCCTCCT0.616

- 2 333_335TMC4_uc002qdo.2_In_Frame_Del_p.E61delNM_001145303 NP_001138775 Q7Z404 TMC4_HUMANPoly-Glu.|Extracellular (Potential). 1CCTTCCTCCATCCTCCTCCTCCT0.645

- 10 1701_1703LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_In_Frame_Del_p.L479del|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_In_Frame_Del_p.L478del|LILRB2_uc010yet.1_In_Frame_Del_p.L363delNM_005874 NP_005865 Q8N423 LIRB2_HUMANHelical; (Potential). 1 ggatgaggaagaggaggaggagg0.488

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0CTCCGTTCTGCCCTTCTCCCCC0.574rs141478862;rs144853314

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATTTTGTCTTCCTCCTCCTCCT0.542

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential). 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 7 1430_1431SLC20A1_uc002tic.1_Frame_Shift_Del_p.P140fsNM_005415 NP_005406 Q8WUM9 S20A1_HUMANCytoplasmic (Potential). 2AGGAAGCTCCAGAGAGAGAGAG0.515

+ 36 4261UGGT1_uc002tpr.2_Splice_Site_p.Q1337_spliceNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1GCTGATCAGGTAGGCCCTTAAA0.376

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 20 3323_3325SFRS15_uc002ype.2_In_Frame_Del_p.Q944del|SFRS15_uc010glu.2_In_Frame_Del_p.Q951delNM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GATGGTGgtggctgctgctgctg0.291

+ 7 1737_1739TRIOBP_uc003atu.2_In_Frame_Del_p.S319del|TRIOBP_uc003atq.1_In_Frame_Del_p.S491del|TRIOBP_uc003ats.1_In_Frame_Del_p.S319delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCTCTCCCAG0.601

+ 7 2031_2033TRIOBP_uc003atu.2_In_Frame_Del_p.S417del|TRIOBP_uc003atq.1_In_Frame_Del_p.S589del|TRIOBP_uc003ats.1_In_Frame_Del_p.S417delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCTCTCCCAA0.596

- 10 2571_2573RANGAP1_uc003azt.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azu.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azr.2_5'Flank|RANGAP1_uc010gyk.2_5'Flank|RANGAP1_uc011aoz.1_In_Frame_Del_p.312_313EE>ENM_002883 NP_002874 P46060 RAGP1_HUMANAsp/Glu-rich (highly acidic).|Asp/Glu-rich (highly acidic).0 ctcttctccttcctcctcctcct 0.266

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

- 4 1615_1616QRICH1_uc003cvu.2_In_Frame_Ins_p.440_440Q>QQ|QRICH1_uc003cvv.2_In_Frame_Ins_p.440_440Q>QQNM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 TAACTTGGAgttgctgctgctg0.361

+ 21 3869ROBO2_uc003dpz.2_Frame_Shift_Del_p.P1080fs|ROBO2_uc011bgj.1_RNA|ROBO2_uc011bgk.1_Frame_Shift_Del_p.P1080fs|ROBO2_uc003dqa.2_Frame_Shift_Del_p.P203fsNM_002942 NP_002933 Q9HCK4 ROBO2_HUMANCytoplasmic (Potential). 11CCCTCTACCTCCCCCCCCAGT0.433

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0CTCGCCTGCTCACACGTGCCGA0.658

+ 1 4053_4054 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0CCCGCCTGCTCACACACGTGCC0.658

- 15 1909PROM1_uc003gor.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gos.2_Frame_Shift_Del_p.N557fs|PROM1_uc003got.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gou.2_Frame_Shift_Del_p.N557fs|PROM1_uc003gop.2_Frame_Shift_Del_p.N557fs|PROM1_uc003goq.3_Frame_Shift_Del_p.N557fsNM_006017 NP_006008 O43490 PROM1_HUMANExtracellular (Potential). 7AGTGCCTCTATTTTTTTTGCA0.428

+ 4 994_996MMRN1_uc010iku.2_In_Frame_Del_p.Q279del|MMRN1_uc011cds.1_In_Frame_Del_p.Q55delNM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4GGAGTAGCTGAGCAGCAGCAGCA0.448

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMANHelical; Name=3; (Potential). 1GGATTGAATATTTTTTTTGGA0.393

+ 15 2059_2060SDHA_uc011clw.1_Frame_Shift_Del_p.T600fs|SDHA_uc003jap.3_Frame_Shift_Del_p.T567fs|SDHA_uc003jaq.3_Frame_Shift_Del_p.T423fs|SDHA_uc003jar.3_Frame_Shift_Del_p.T242fsNM_004168 NP_004159 P31040 DHSA_HUMAN 0TCGACAAAACTTTGAACGAGGC0.431 rs112307877

+ 7 1303_1304HLA-F_uc011dlx.1_Intron|HLA-F_uc011dly.1_Intron|LOC285830_uc003nnp.2_RNA|LOC285830_uc011dlz.1_RNANM_001098479 NP_001091949 P30511 HLAF_HUMAN 0TGTGGATCTTGTTTTTTTTGTG0.535

- 2 531_533KIAA1949_uc003nrb.3_In_Frame_Del_p.100_101QQ>QNM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CCGTtgttgttgctgctgctgct 0.547

- 2 1592_1593TAPBP_uc003odx.1_5'Flank|TAPBP_uc010jus.1_5'Flank|TAPBP_uc003ody.2_5'Flank|TAPBP_uc003odz.2_5'Flank|TAPBP_uc010jut.1_5'Flank|TAPBP_uc011drc.1_5'Flank|ZBTB22_uc010juu.2_Frame_Shift_Del_p.G480fsNM_005453 NP_005444 O15209 ZBT22_HUMAN 1TTATTCCCGTCCCCACTGCCAG0.629

- 40 6082_6083 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10TGAAACTCACCTTTTTTTTGTC0.401

- 1 195_197MAP3K7_uc003poa.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003pob.1_In_Frame_Del_p.11_12SS>S|MAP3K7_uc003poc.1_In_Frame_Del_p.11_12SS>SNM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6GGCCGAAGACGAGGAGGAGGAGG0.655

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

+ 1 403_405uc003tbj.2_5'Flank|uc003tbl.3_5'Flank|uc010kvv.2_5'FlankNM_002047 NP_002038 P41250 SYG_HUMAN 1TCGCGCCGCTCTGCTGCTGCTGC0.749

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783

+ 1 478_480RSBN1L_uc003ugm.2_5'Flank|uc003ugj.1_RNANM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN Poly-Ala. 1CTCCTCCTGCCCGCCGCCGCCGC0.685

- 9 1592MCM7_uc003usv.1_Frame_Shift_Del_p.G185fs|MCM7_uc003usx.1_Frame_Shift_Del_p.G185fsNM_005916 NP_005907 P33993 MCM7_HUMAN MCM. 0CTGGTCCACACCCCCGACTAG0.502

+ 3 9487_9489MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|51.27GCCCATTCATCTCCTACAACTTC0.493

+ 3 9663_9664MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|52.27AGCCACTTCATCTACAACTGCT0.5

- 15 1999_2001SCRIB_uc003yzo.1_In_Frame_Del_p.664_665EE>ENM_015356 NP_056171 Q14160 SCRIB_HUMANPotential.|Glu-rich.|Sufficient for targeting to adherens junction and to inhibit cell proliferation.5 actaccctcttcctcctcctcct 0.478

+ 10 3752_3754KANK1_uc003zgm.2_3'UTR|KANK1_uc003zgn.1_In_Frame_Del_p.E1039del|KANK1_uc003zgs.1_In_Frame_Del_p.E881del|KANK1_uc010mgx.1_5'UTR|KANK1_uc010mgy.1_5'UTR|KANK1_uc003zgt.1_5'FlankNM_015158 NP_055973 Q14678 KANK1_HUMAN 4TCTTGAAGAAGAGGAGGAGGAGG0.463

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26CATCTTGGCCTTTTTTTTGAT0.478

+ 3 1021_1023NR4A3_uc004bae.2_In_Frame_Del_p.H108del|NR4A3_uc004bag.1_In_Frame_Del_p.H108del|NR4A3_uc004bai.2_In_Frame_Del_p.H119delNM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 ccatcaccatcaccaccaccacc0.483

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0GGCCATTGAGGTGTGTGTGTGT0.594

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1CGCGGCCTTCGGGGGGGACCC0.642

+ 3 392TSPAN7_uc011mkj.1_Frame_Shift_Del_p.S134fs|TSPAN7_uc011mkk.1_Frame_Shift_Del_p.S125fs|TSPAN7_uc004deh.2_Frame_Shift_Del_p.S16fsNM_004615 NP_004606 P41732 TSN7_HUMANHelical; (Potential). 1GCTGGCATTTCAGGGTTTGTG0.423



- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

+ 4 1067_1069BHLHB9_uc011mrq.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrr.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrs.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrt.1_In_Frame_Del_p.E171del|BHLHB9_uc004ejo.2_In_Frame_Del_p.E171del|BHLHB9_uc011mru.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrv.1_In_Frame_Del_p.E171delNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2GTCAGGGGCTGAGGAGGAGGAGG0.488

+ 5 1012_1014FAM199X_uc004elx.2_In_Frame_Del_p.S103delNM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1GTGCCAGCGCCAGCAGCAGCAGT0.567

+ 2 310_311LOC100303728_uc004ere.1_5'Flank|LOC100303728_uc004erg.1_5'FlankNM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1CCCAAGGAGCAGGGAGTTCTGT0.49 rs113356560

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr. 3CCTATTGGTTGTGGTGGTGGTGG0.552

- 4 451_460BCAP31_uc011myy.1_Frame_Shift_Del_p.A11fs|BCAP31_uc004fid.2_Frame_Shift_Del_p.A166fs|BCAP31_uc011mza.1_Frame_Shift_Del_p.A99fs|BCAP31_uc004fie.2_Frame_Shift_Del_p.A99fsNM_001139441 NP_001132913 P51572 BAP31_HUMANLumenal (Potential). 0ATGTAGAGATTCCTCTGGGCACGGAAAAGC0.552

- 2 90RPL22_uc001ame.2_Frame_Shift_Del_p.K15fsNM_000983 NP_000974 P35268 RL22_HUMAN 0AACTTGCTTCTTTTTTTTGCC0.398

- 4 396_398PLEKHG5_uc001ann.1_In_Frame_Del_p.E80del|PLEKHG5_uc001anq.1_In_Frame_Del_p.E120del|PLEKHG5_uc001anp.1_In_Frame_Del_p.E120del|PLEKHG5_uc009vma.1_5'UTR|PLEKHG5_uc010nzr.1_In_Frame_Del_p.E112del|PLEKHG5_uc001ank.1_In_Frame_Del_p.E43del|PLEKHG5_uc009vmb.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anl.1_In_Frame_Del_p.E43del|PLEKHG5_uc001anm.1_In_Frame_Del_p.E43delNM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1CCACAGAGCTCTCCTCCTCCTCC0.631

+ 4 817AADACL3_uc001aug.1_Frame_Shift_Del_p.C125fsNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0ATCTGCTACTGTTTTTTTCAA0.458 rs7513079

- 7 901_902CROCC_uc009voy.1_Intron|MST1P9_uc001azp.3_5'UTRNR_002729 0CCCAACGCCCGCCCCCCCGCCC0.658

+ 14 1261RPS6KA1_uc010ofe.1_Frame_Shift_Del_p.I274fs|RPS6KA1_uc010off.1_Frame_Shift_Del_p.I350fs|RPS6KA1_uc001bms.1_Frame_Shift_Del_p.I375fs|RPS6KA1_uc009vsl.1_Frame_Shift_Del_p.I209fsNM_002953 NP_002944 Q15418 KS6A1_HUMANAGC-kinase C-terminal. 1CCCCAGGCATCCCCCCCAGCG0.672

+ 3 699_701 NM_018053 NP_060523 Q9H6D3 XKR8_HUMANHelical; (Potential). 0CCTGTGGAACCTGCTGCTGCTGT0.665

- 6 1559_1561SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0CAGTGTCTTCCTTCTTCTTCTTC0.325 rs138237342

- 6 1205SFRS4_uc010ofy.1_3'UTRNM_005626 NP_005617 Q08170 SRSF4_HUMANArg/Ser-rich (RS domain). 0TCATTGTTTTGGATCTTCTCT0.443

- 4 520ZMYM6_uc001byf.1_Frame_Shift_Del_p.M98fs|ZMYM6_uc010oht.1_Frame_Shift_Del_p.M1fs|ZMYM6_uc009vup.2_Intron|ZMYM6_uc009vuq.1_Frame_Shift_Del_p.M98fs|ZMYM6_uc009vur.1_Intron|ZMYM6_uc001byj.2_Frame_Shift_Del_p.M98fs|ZMYM6_uc001byi.2_Frame_Shift_Del_p.M98fs|ZMYM6_uc001byk.2_Frame_Shift_Del_p.M98fsNM_007167 NP_009098 O95789 ZMYM6_HUMAN 3 TTATAAAGCATTTTTTTACAA0.453

+ 8 1361_1362ZMYM4_uc009vuu.2_Frame_Shift_Ins_p.L395fs|ZMYM4_uc001byu.2_Frame_Shift_Ins_p.L103fs|ZMYM4_uc009vuv.2_Frame_Shift_Ins_p.L166fsNM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 2. 5CATATGAACTGAAAAAAAAACC0.342

- 3 179INPP5B_uc009vvk.1_5'UTR|INPP5B_uc001cch.2_5'UTRNM_005540 NP_005531 P32019 I5P2_HUMAN 1TGCCGGCTGTCCCCCTCACAC0.687

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1CCTCTTAGAGTCTCTCTCTCTC0.406

- 4 379TAL1_uc001crb.1_Intron|STIL_uc010omn.1_Frame_Shift_Del_p.N75fs|STIL_uc010omo.1_Frame_Shift_Del_p.N75fs|STIL_uc001crd.1_Frame_Shift_Del_p.N75fs|STIL_uc001cre.1_Frame_Shift_Del_p.N75fs|STIL_uc001crg.1_Frame_Shift_Del_p.N75fsNM_003035 NP_003026 Q15468 STIL_HUMAN 3GCATGACGAATTTTTTTTATT0.303 rs144192357

+ 4 1436_1453 NM_000098 NP_000089 P23786 CPT2_HUMANMitochondrial matrix (By similarity). 0AGAAGCTGATGAGTAGTGGCAATGAGGAGAGCCTGAGG0.546 rs142790440

- 12 1182_1183 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13TTAAGCTGATCTGAATTAAATT0.337

+ 23 2276_2278TNNI3K_uc001dge.1_In_Frame_Del_p.S847delNM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10TCTCTCTCACCTTCTTCTTCTTC0.473

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2CTACTGAGTATTTTTTTTGCA0.343

+ 2 248_249CDC7_uc001dof.2_Frame_Shift_Ins_p.L28fs|CDC7_uc010osw.1_Frame_Shift_Ins_p.L28fs|CDC7_uc009wdc.2_Frame_Shift_Ins_p.L28fsNM_003503 NP_003494 O00311 CDC7_HUMAN 5GAAGGCTCTTTAAAAAAAAACG0.406

- 10 3781_3783IGSF3_uc001egq.1_In_Frame_Del_p.D1046delNM_001007237 NP_001007238 O75054 IGSF3_HUMANIg-like C2-type 8.|Extracellular (Potential). 2 GCTCTGTTGGgtcgtcgtcgtcg0.478 rs55719879

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANCytoplasmic (Potential). 3GCCCGGTTACTTTTTTTGTTT0.358

+ 3 190NBPF9_uc010oxn.1_Intron|NBPF9_uc010oxo.1_Intron|NBPF9_uc010oxr.1_Intron|NBPF9_uc010oxt.1_Intron|NBPF9_uc001ekg.1_Intron|NBPF9_uc001ekk.1_Intron|NBPF10_uc009wir.2_Intron|NBPF9_uc010oyd.1_Intron|NBPF9_uc010oye.1_5'UTR|NBPF9_uc001eli.3_RNA|NBPF9_uc010oyf.1_5'UTR|NBPF9_uc010oyg.1_Frame_Shift_Ins_p.K39fs|NBPF9_uc009wii.1_5'UTR|NBPF9_uc009wif.1_RNA|C1orf152_uc001elf.3_5'FlankNM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0GTAAACCTCAAAGAGATGTTTT0.47

+ 3 513_515NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Intron|HFE2_uc001enk.2_5'UTR|HFE2_uc001enl.2_IntronNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1GGAGCACTTCGAGGAGGAGGAGG0.626

+ 14 2499ADAMTSL4_uc001euw.2_Frame_Shift_Del_p.G755fs|ADAMTSL4_uc009wlw.2_Frame_Shift_Del_p.G778fs|ADAMTSL4_uc010pcg.1_Frame_Shift_Del_p.G716fs|ADAMTSL4_uc009wlx.2_5'UTRNM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2GCAGGAATTTGGGGGGGGTGG0.692 rs149280379

- 1 643_645MCL1_uc010pch.1_In_Frame_Del_p.E61del|MCL1_uc001eva.2_In_Frame_Del_p.E171delNM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0GTACAACTCGTCCTCCTCCTCCT0.635

- 2 2734_2736TCHH_uc009wne.1_In_Frame_Del_p.E912delNM_007113 NP_009044 Q07283 TRHY_HUMAN4-1.|10 X 30 AA tandem repeats. 5CTCTCTGTAGCTCCTCCTCCTCC0.586 rs143222885

+ 1 171_176 NM_178356 NP_848133 Q5TA78 LCE4A_HUMAN Cys-rich. 0CTCTGGGGGCTGTGGTTGCTGCAGCT0.578rs113617356;rs11269814;rs74871420;rs79268808

+ 9 1991_1992SLC27A3_uc009won.2_RNANM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1TAGTTCTGCGTCCCCCCCACGC0.619

- 12 1570_1571KIAA0907_uc001fmj.1_Frame_Shift_Del_p.R516fs|KIAA0907_uc009wrk.1_Frame_Shift_Del_p.R373fs|KIAA0907_uc009wrl.1_RNANM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0TTACCTGTCCCTCTCTCTCTCT0.396

- 2 1126ISG20L2_uc001fpt.1_Frame_Shift_Del_p.L289fsNM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2TTCCGGTTGAGGGGGGGGATA0.557

- 1 400ARHGAP30_uc001fxk.2_Frame_Shift_Del_p.F18fs|ARHGAP30_uc001fxm.2_5'UTR|ARHGAP30_uc009wtx.2_5'UTR|ARHGAP30_uc001fxn.1_5'UTRNM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3AGTCGCACCCAAAAACCCGCT0.632

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GGGACATGAGCACCACCACCACC0.571

- 6 1357_1359PVRL4_uc010pjy.1_In_Frame_Del_p.V32del|PVRL4_uc010pjz.1_In_Frame_Del_p.V87delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GCGATCACACCCACCACCACCAC0.606

- 6 1125_1127 NM_005814 NP_005805 Q99795 GPA33_HUMANCytoplasmic (Potential).|Poly-Cys. 0CCTTCCCTCGGCAGCAGCAGCAG0.567

- 5 1433C1orf114_uc001gfz.1_Frame_Shift_Del_p.K421fs|C1orf114_uc009wvq.1_Frame_Shift_Del_p.K421fsNM_021179 NP_067002 Q5TID7 CA114_HUMAN 0CTCTTCGTGCTTTTTTTTAAG0.363

+ 20 6213PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16TGTGTGTAATCCCCCCCAGTG0.468

+ 8 1233_1234CACNA1E_uc009wxs.2_Frame_Shift_Del_p.K263fsNM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6AATTTGCCAAAGAGAGAGAGAG0.51

- 2 1361_1363RGL1_uc010pof.1_Intron|RGL1_uc001gqm.2_Intron|RGL1_uc010pog.1_Intron|RGL1_uc010poh.1_IntronNM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0TTTCTTCCCTTTCTTCTTCTTCT0.419 rs141411396

+ 14 4052CAMSAP1L1_uc001gvk.2_Frame_Shift_Del_p.Q1250fs|CAMSAP1L1_uc001gvm.2_Frame_Shift_Del_p.Q1234fsNM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4GTAGTAAAACAAAAAAAACAG0.368

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ggaggaggaagaggaggaggagg0.33

+ 4 635_646 NM_001104548 NP_001098018 0ccaccaccgTagcagcagcagcagcagcagca0.283rs3842530;rs71830217;rs72359595;rs150848171

- 20 2967_2969INTS7_uc009xdb.1_In_Frame_Del_p.934_935QQ>Q|INTS7_uc001hix.1_In_Frame_Del_p.830_831QQ>Q|INTS7_uc001hiy.1_In_Frame_Del_p.940_941QQ>Q|INTS7_uc010pta.1_In_Frame_Del_p.905_906QQ>QNM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0GGCATTGCGTTGCTGCTGCTGCT0.443



- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2CACCATAGGTCTGCTGCTGCTGC0.626

- 5 1798AGT_uc009xfe.2_3'UTR|AGT_uc009xff.2_Frame_Shift_Del_p.F402fsNM_000029 NP_000020 P01019 ANGT_HUMAN 0CTTCAAGCTCAAAAAAAATGC0.562

+ 14 1271KMO_uc001hyy.2_Frame_Shift_Del_p.T389fs|KMO_uc009xgo.1_Frame_Shift_Del_p.T402fsNM_003679 NP_003670 O15229 KMO_HUMANHelical; (Potential). 2TGCAGGTCACTTTTTCCAGAA0.348

- 37 12102_12104ANK3_uc001jkw.2_Intron|ANK3_uc009xpa.2_Intron|ANK3_uc001jkx.2_Intron|ANK3_uc010qih.1_Intron|ANK3_uc001jkz.3_Intron|ANK3_uc001jkv.2_Intron|ANK3_uc009xpb.1_IntronNM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. 19 agtggtggtagtggtggtggtgg0.291

+ 25 3716ZMIZ1_uc001kag.2_Frame_Shift_Del_p.D924fs|ZMIZ1_uc010qlq.1_Frame_Shift_Del_p.D114fsNM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4CTTATCTGGACCCCCCCGACC0.557

- 3 1355PANK1_uc001kgn.1_Frame_Shift_Del_p.K175fs|PANK1_uc001kgo.1_Frame_Shift_Del_p.K175fs|PANK1_uc009xtu.1_Frame_Shift_Del_p.K202fsNM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0GCAGTACGGCTTTTTTTGACA0.438

+ 14 2864SEMA4G_uc001krv.2_RNA|SEMA4G_uc001krx.2_Intron|MRPL43_uc001kry.1_Intron|MRPL43_uc010qpu.1_Intron|MRPL43_uc001krz.1_Intron|MRPL43_uc001ksa.1_Intron|MRPL43_uc001ksb.1_IntronNM_017893 NP_060363 Q9NTN9 SEM4G_HUMANCytoplasmic (Potential). 1CGCATCCTGGAAAAAAGGAAG0.562

+ 3 629_631LZTS2_uc010qpw.1_In_Frame_Del_p.S197del|LZTS2_uc001ksk.2_In_Frame_Del_p.S197del|LZTS2_uc001ksl.2_In_Frame_Del_p.S197del|LZTS2_uc001ksm.2_RNANM_032429 NP_115805 Q9BRK4 LZTS2_HUMANSer-rich.|Required for centrosomal localization (By similarity).4 GGGGGCCCTGcctcctcctcctc0.557

+ 9 6800TACC2_uc001lfw.2_Frame_Shift_Del_p.T293fs|TACC2_uc009xzx.2_Frame_Shift_Del_p.T2102fs|TACC2_uc010qtv.1_Frame_Shift_Del_p.T2151fs|TACC2_uc001lfx.2_5'UTR|TACC2_uc001lfy.2_5'UTR|TACC2_uc001lfz.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lga.2_Frame_Shift_Del_p.T225fs|TACC2_uc009xzy.2_Frame_Shift_Del_p.T225fs|TACC2_uc001lgb.2_Frame_Shift_Del_p.T182fs|TACC2_uc010qtw.1_Frame_Shift_Del_p.T242fsNM_206862 NP_996744 O95359 TACC2_HUMAN 10CCCACAGAGACCCCCCCAGTG0.522

- 9 1499_1501CPXM2_uc001lhj.2_RNANM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2CGAACTGCACCAGCAGCAGCAGC0.626

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0ATCGAAGGGCCAGGCACCCGGG0.708 rs138894859

+ 5 471_473TSPAN4_uc001lse.1_In_Frame_Del_p.L28del|TSPAN4_uc001lsf.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsg.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsh.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsi.1_In_Frame_Del_p.L92del|TSPAN4_uc001lsj.1_In_Frame_Del_p.L92delNM_003271 NP_003262 O14817 TSN4_HUMANHelical; (Potential). 1ACAGTTCTTCCTGCTGCTGCTGC0.65 rs61867552

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMANHelical; Name=3; (Potential). 3TCAGATGTATTTCTTCTTCTTCT0.517

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMANHelical; Name=3; (Potential). 1TCAGATGTATTTCTTCTTCTTCT0.517

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0GAAATTAGCCAAAAAAAATTT0.338

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMANExtracellular (Potential). 1GCATCAATCATTTTTTTTGTG0.443 rs112181516

+ 3 548_550FADS2_uc001nsj.2_In_Frame_Del_p.L115del|FADS2_uc010rlo.1_In_Frame_Del_p.L106del|FADS2_uc001nsk.2_In_Frame_Del_p.L137delNM_004265 NP_004256 O95864 FADS2_HUMANHelical; (Potential). 2CACGTGTTCTTCCTCCTCCTCCT0.537

+ 4 543_544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1TAGGAGATACCAAAAAAAAGCG0.54 rs74932327

- 5 412_414FAU_uc001ocy.1_3'UTR|MRPL49_uc001ocz.1_5'Flank|MRPL49_uc001oda.1_5'FlankNM_001997 NP_001988 P35544 UBIM_HUMAN 0GCCCGACCTGTCTTCTTCTTCTT0.542 rs1065065

+ 17 3442_3444KDM2A_uc001ojx.2_Intron|KDM2A_uc001ojy.2_In_Frame_Del_p.E560del|KDM2A_uc010rpn.1_In_Frame_Del_p.E427del|KDM2A_uc001ojz.1_In_Frame_Del_p.E324del|KDM2A_uc001oka.2_5'FlankNM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9 ggaggaggaagaggaggaggagg0.473

+ 3 321_323ATG16L2_uc001otc.1_In_Frame_Del_p.E98del|ATG16L2_uc010rrf.1_In_Frame_Del_p.E98del|ATG16L2_uc001ote.2_5'UTR|ATG16L2_uc009ytj.1_In_Frame_Del_p.E98delNM_033388 NP_203746 Q8NAA4 A16L2_HUMAN 0GTGAAGTGGCAGGAGGAGGAGGA0.591

+ 9 1297C11orf30_uc009yuj.1_Frame_Shift_Del_p.S400fs|C11orf30_uc010rsa.1_Frame_Shift_Del_p.S335fs|C11orf30_uc001oxm.2_Intron|C11orf30_uc010rsb.1_Frame_Shift_Del_p.S400fs|C11orf30_uc010rsc.1_Frame_Shift_Del_p.S400fs|C11orf30_uc001oxn.2_Frame_Shift_Del_p.S386fs|C11orf30_uc010rsd.1_Frame_Shift_Del_p.S399fsNM_020193 NP_064578 Q7Z589 EMSY_HUMANSer-rich.|Interaction with BRCA2. 6AGACTTCCTTCCCCCAAAAGC0.408

- 5 675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0TGAGGAACAAGTGGTGCCTAAG0.416rs139197361;rs35342965

+ 17 2405_2407DDX10_uc001pkl.1_In_Frame_Del_p.D788delNM_004398 NP_004389 Q13206 DDX10_HUMAN 4 TGGATTGGAGtgatgatgatgat0.31

+ 7 1559_1560CHEK1_uc010sbh.1_Frame_Shift_Ins_p.E239fs|CHEK1_uc010sbi.1_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcf.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbp.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qcg.3_Frame_Shift_Ins_p.E223fs|CHEK1_uc009zbq.2_Frame_Shift_Ins_p.E223fs|CHEK1_uc001qci.1_RNANM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6TGACTGGAAAGAAAAAAAAACA0.361 rs35817404

- 22 3672_3674PRDM10_uc001qfj.2_In_Frame_Del_p.T1048del|PRDM10_uc001qfk.2_In_Frame_Del_p.T1010del|PRDM10_uc001qfl.2_In_Frame_Del_p.T1061del|PRDM10_uc010sbx.1_In_Frame_Del_p.T1057del|PRDM10_uc001qfn.2_In_Frame_Del_p.T1143delNM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1CCGTTCCCGTTGGTGGTGGTGGT0.547

+ 3 1265KLHDC5_uc009zjj.2_RNANM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 5. 2TCTACATCGTGGGGGGGTGTC0.592 rs145908611

+ 4 669FAR2_uc001rit.2_Frame_Shift_Del_p.P174fs|FAR2_uc009zjm.2_Frame_Shift_Del_p.P77fs|uc001riu.1_IntronNM_018099 NP_060569 Q96K12 FACR2_HUMAN 0CTGTGGAGCCAAAAAAAATCA0.388

+ 4 1243_1245 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2TGACAAAAGACCTCCTCCTCCTC0.414 rs79406084

- 14 2006_2008KIF21A_uc001rlw.2_5'Flank|KIF21A_uc001rlx.2_In_Frame_Del_p.607_608EE>E|KIF21A_uc001rlz.2_In_Frame_Del_p.607_608EE>E|KIF21A_uc010skl.1_In_Frame_Del_p.607_608EE>ENM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 AATGTCAtcttcctcctcctcct0.281

+ 1 371_373ANO6_uc010sld.1_In_Frame_Del_p.E16del|ANO6_uc010sle.1_In_Frame_Del_p.E16del|ANO6_uc010slf.1_In_Frame_Del_p.E16del|PLEKHA9_uc001rom.1_5'Flank|PLEKHA9_uc009zke.2_5'FlankNM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMANCytoplasmic (Potential). 2TGCTACAAATGGAGGAGGAGGAG0.626

- 12 4127_4129SFRS2IP_uc001row.2_In_Frame_Del_p.965_966PP>PNM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0TGGGGGAGGGGGTGGTGGTGGTG0.483

- 11 3063_3064SFRS2IP_uc001row.2_Frame_Shift_Del_p.E611fs|SFRS2IP_uc001roy.1_Frame_Shift_Del_p.E1000fsNM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0GGTTCTCCTTTCTCTCTCTCTC0.446

+ 2 157PRPF40B_uc001rup.1_Frame_Shift_Del_p.I53fs|PRPF40B_uc001ruq.1_Frame_Shift_Del_p.I25fs|PRPF40B_uc001rus.1_5'FlankNM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5CACCAGCTATCCCCCCCATGC0.607

+ 13 1098TENC1_uc001sbl.2_Frame_Shift_Del_p.F197fs|TENC1_uc001sbn.2_Frame_Shift_Del_p.F331fs|TENC1_uc001sbo.1_Frame_Shift_Del_p.F321fs|TENC1_uc001sbq.2_5'Flank|TENC1_uc001sbr.2_5'Flank|TENC1_uc009zmr.2_5'FlankNM_170754 NP_736610 Q63HR2 TENC1_HUMANC2 tensin-type. 2CTCCAGGCTTCCAGCCCTTCC0.572

+ 4 553_555AMHR2_uc009zmy.1_In_Frame_Del_p.L162delNM_020547 NP_065434 Q16671 AMHR2_HUMANHelical; (Potential). 2CCTCCTCCTCCTGCTGCTGCTGG0.591

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMANHelical; Name=3; (Potential). 4CCCAGATGTACTTCTTCTTCTTC0.414

+ 7 948_950SLC39A5_uc010sqi.1_In_Frame_Del_p.L125del|SLC39A5_uc010sqk.1_In_Frame_Del_p.L234delNM_173596 NP_775867 Q6ZMH5 S39A5_HUMANCytoplasmic (Potential). 2TCCCCTATCCCTGCTGCTGCTGC0.635

- 3 467_469GOLGA2B_uc001tgt.2_RNA|GOLGA2B_uc001tgu.2_In_Frame_Del_p.E8delNM_017600 NP_060070 0GGCTGAGGCACCTCCTCCTCCTC0.635

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6GCCCTCGCTGTCCTCCTCCTCCT0.749

- 26 3014_3016 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4GGGCCATCCACTCCTCCTCCTCC0.631

- 25 3416SBNO1_uc009zxv.2_RNA|SBNO1_uc010tao.1_Frame_Shift_Del_p.N1138fs|SBNO1_uc010taq.1_Frame_Shift_Del_p.N90fs|SBNO1_uc001ues.1_Frame_Shift_Del_p.N90fsNM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9ATATCTTCCATTTTTTTTGGC0.388

- 21 3042NCOR2_uc010tay.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010taz.1_Frame_Shift_Del_p.P958fs|NCOR2_uc010tbb.1_Frame_Shift_Del_p.P975fs|NCOR2_uc010tbc.1_Frame_Shift_Del_p.P957fs|NCOR2_uc001ugj.1_Frame_Shift_Del_p.P975fsNM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4CACTCACGATGGGGGGGATGG0.652 rs12321697

+ 46 8261_8262EP400_uc001ujl.2_In_Frame_Ins_p.2747_2748insQ|EP400_uc001ujm.2_In_Frame_Ins_p.2667_2668insQ|EP400_uc001ujp.2_5'UTRNM_015409 NP_056224 Q96L91 EP400_HUMANInteraction with ZNF42 (By similarity). 12 agcagcagcaacagcagcagca0.327 rs111782215

- 34 4381_4382POLE_uc001ukq.1_5'Flank|POLE_uc001ukr.1_Frame_Shift_Del_p.V250fs|POLE_uc010tbq.1_RNA|POLE_uc009zyu.1_Frame_Shift_Del_p.V1419fsNM_006231 NP_006222 Q07864 DPOE1_HUMAN 8GTTTATTGACCACACACACACA0.604

- 8 694TPTE2_uc009zzk.2_Intron|TPTE2_uc009zzl.2_Intron|TPTE2_uc001ume.2_Intron|TPTE2_uc009zzm.2_Intron|TPTE2_uc010tcm.1_RNANM_199254 NP_954863 Q6XPS3 TPTE2_HUMANHelical; (Potential). 0ACTTAATGTCAAAAAAAATGT0.303

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 ACGTCctgcagctgctgctgctg0.414



+ 12 1143_1145CDK8_uc001uqs.1_In_Frame_Del_p.Q376del|CDK8_uc001uqt.1_In_Frame_Del_p.Q204delNM_001260 NP_001251 P49336 CDK8_HUMAN Poly-Gln. 5TGAGAAGAACCAGCAGCAGCAGC0.463

+ 7 941WASF3_uc001uqw.2_IntronNM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1CAGATACTAGGTGTGTGTGTGT0.475

+ 18 2223RXFP2_uc010aba.2_Frame_Shift_Del_p.K677fsNM_130806 NP_570718 Q8WXD0 RXFP2_HUMANCytoplasmic (Potential). 0TTTCAAAATTAAAAAAAAAAG0.348

- 14 3949_3950ZC3H13_uc001vaq.2_5'UTR|ZC3H13_uc001vas.1_Frame_Shift_Del_p.R1315fsNM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. 2 cgtatctctcctctctctctcg 0.178

+ 3 707_710LRCH1_uc010acp.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbk.2_Frame_Shift_Del_p.A157fs|LRCH1_uc001vbl.3_Frame_Shift_Del_p.A157fsNM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2AGCTGTCCGCCCTGCCTGCCTGCC0.436

- 15 2201_2202RBM26_uc001vky.2_Frame_Shift_Ins_p.K700fs|RBM26_uc001vla.2_Frame_Shift_Ins_p.K703fs|RBM26_uc010tia.1_Frame_Shift_Ins_p.K84fs|RBM26_uc001vkx.2_Frame_Shift_Ins_p.K439fsNM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Potential. 1GTACTTACCTGTTTTTTTTTCT0.332

+ 7 1388_1390TOX4_uc001way.2_In_Frame_Del_p.A304del|TOX4_uc001wba.2_Splice_Site|TOX4_uc010tlu.1_In_Frame_Del_p.A411del|TOX4_uc010tlv.1_In_Frame_Del_p.A304delNM_014828 NP_055643 O94842 TOX4_HUMANGln/Pro-rich.|Poly-Ala. 1GGCAGCAGCAGCTGCTGCTGCTG0.581

+ 1 568_570LRP10_uc001whe.2_5'FlankNM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1TGTTGGCCACCCTCCTCCTCCTC0.67

+ 5 668_670RNF31_uc001wmp.2_RNA|IRF9_uc010alj.2_In_Frame_Del_p.S85delNM_006084 NP_006075 Q00978 IRF9_HUMAN Poly-Ser. 1AGACATTGGGagcagcagcagca0.448

+ 11 1225_1226G2E3_uc010tpe.1_Intron|G2E3_uc010tpf.1_Frame_Shift_Ins_p.I311fsNM_017769 NP_060239 Q7L622 G2E3_HUMAN 3GATTCCAAATTAAAAAAAAAAC0.272

+ 2 505CTAGE5_uc010tqe.1_Frame_Shift_Del_p.F45fs|CTAGE5_uc001wuz.3_Frame_Shift_Del_p.F45fs|CTAGE5_uc001wuy.3_5'UTR|CTAGE5_uc001wvb.3_Frame_Shift_Del_p.F28fs|CTAGE5_uc001wvc.3_Frame_Shift_Del_p.F28fs|CTAGE5_uc001wva.3_Frame_Shift_Del_p.F28fs|CTAGE5_uc001wve.1_Frame_Shift_Del_p.F28fs|CTAGE5_uc001wvh.3_Frame_Shift_Del_p.F57fs|CTAGE5_uc001wvf.3_Intron|CTAGE5_uc001wvi.3_Frame_Shift_Del_p.F57fs|CTAGE5_uc010amz.2_5'UTR|CTAGE5_uc001wvj.3_Frame_Shift_Del_p.F28fsNM_005930 NP_005921 O15320 CTGE5_HUMAN 0TGCTGTTCTCTTTTTTTTGTG0.373 rs75842899

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0CTGATGGGACTTTTTTTTTGA0.373

+ 16 1934PLEKHG3_uc001xhn.1_Frame_Shift_Del_p.D499fs|PLEKHG3_uc001xhp.2_Frame_Shift_Del_p.D676fs|PLEKHG3_uc010aqh.1_Frame_Shift_Del_p.D97fs|PLEKHG3_uc001xhq.1_Frame_Shift_Del_p.D60fsNM_015549 NP_056364 A1L390 PKHG3_HUMAN 1TGGGGATGGACCCCCCAGGTG0.612

- 2 1567_1569C14orf43_uc001xou.2_In_Frame_Del_p.Q262del|C14orf43_uc010tud.1_In_Frame_Del_p.Q262del|C14orf43_uc010arw.2_RNANM_194278 NP_919254 Q6PJG2 CN043_HUMANPro-rich.|Gln-rich. 5 GTAGGgctgcctgctgctgctgc0.473

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0AGCTTCCACCGGGGGGGCGTC0.642

- 2 1971MLH3_uc001xre.1_Frame_Shift_Del_p.K585fs|MLH3_uc010tuy.1_RNANM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2TGCTAGATTCTTTTTTTTTCT0.358

- 13 2476_2478PTPN21_uc010twc.1_In_Frame_Del_p.E511delNM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4GAAGTCCTCGTCCTCCTCCTCCT0.704

+ 13 1457_1459TTC8_uc001xxl.2_In_Frame_Del_p.N190del|TTC8_uc010ati.2_In_Frame_Del_p.N231del|TTC8_uc001xxm.2_In_Frame_Del_p.N389del|TTC8_uc010atj.2_In_Frame_Del_p.N164del|TTC8_uc001xxi.2_In_Frame_Del_p.N429del|TTC8_uc001xxj.2_In_Frame_Del_p.N419del|TTC8_uc001xxk.2_In_Frame_Del_p.N389delNM_198309 NP_938051 Q8TAM2 TTC8_HUMAN TPR 7. 0TGGCTCTGGTCAACAACAACAAC0.537

- 10 982_984ATXN3_uc010aug.2_In_Frame_Del_p.Q290del|ATXN3_uc001yad.3_In_Frame_Del_p.Q250del|ATXN3_uc010auh.2_In_Frame_Del_p.Q239del|ATXN3_uc001yae.3_In_Frame_Del_p.Q207delNM_004993 NP_004984 P54252 ATX3_HUMAN Poly-Gln. 0 ATAGGTCCCCctgctgctgctgc0.325rs67474612;rs147904130

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMANAsp/Glu-rich (acidic). 0 AGTggtgggcgaggaggaggagg0.34

- 3 310C15orf52_uc001zli.1_5'UTR|C15orf52_uc010ucn.1_5'FlankNM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1TCACAGCCATCCCCCCCTGCT0.647

- 2 1779ZFP106_uc001zpu.2_5'Flank|ZFP106_uc001zpv.2_Intron|ZFP106_uc001zpx.2_Intron|ZFP106_uc010udh.1_Frame_Shift_Del_p.S265fs|ZFP106_uc001zpy.1_Frame_Shift_Del_p.S505fsNM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3TCTCCAGGGGAAAAAAAATTT0.393

+ 10 1137ADAL_uc001zrh.2_Frame_Shift_Del_p.Q215fs|ADAL_uc001zri.1_Frame_Shift_Del_p.Q100fsNM_001159280 NP_001152752 Q6DHV7 ADAL_HUMAN 0ATTCCAAACCAAAAAAAAGAA0.453

+ 11 1380TUBGCP4_uc001zrn.2_Frame_Shift_Del_p.L380fs|TUBGCP4_uc010bdh.2_RNANM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3AACACATGTTGAAAACACCAC0.428

- 17 3106SPG11_uc010ueh.1_Frame_Shift_Del_p.K1025fs|SPG11_uc010uei.1_Frame_Shift_Del_p.K1025fsNM_025137 NP_079413 Q96JI7 SPTCS_HUMANExtracellular (Potential). 5CATGTAACTCTTTTTTTTCCA0.328

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3GATGTCCACACACCACCACCACC0.576

- 6 580SPG21_uc002aoe.2_Frame_Shift_Del_p.I163fs|SPG21_uc010bhb.2_Frame_Shift_Del_p.I136fs|SPG21_uc010bhc.2_Frame_Shift_Del_p.I9fsNM_001127889 NP_001121361 Q9NZD8 SPG21_HUMAN 0CCAAGAACTATTTTTTTGAGC0.378

+ 2 2046_2048SLC24A1_uc010ujd.1_In_Frame_Del_p.L591del|SLC24A1_uc010uje.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujg.1_In_Frame_Del_p.L591del|SLC24A1_uc010ujh.1_In_Frame_Del_p.L591delNM_004727 NP_004718 O60721 NCKX1_HUMANHelical; (Potential). 0GTGGGAGAGCCTGCTGCTGCTGC0.547

+ 7 1140_1142NOX5_uc002arp.1_In_Frame_Del_p.L362del|NOX5_uc002arq.1_In_Frame_Del_p.L334del|NOX5_uc010bid.1_In_Frame_Del_p.L345del|NOX5_uc002arr.1_In_Frame_Del_p.L352del|NOX5_uc010bie.1_In_Frame_Del_p.L180del|NOX5_uc010bif.1_RNANM_024505 NP_078781 Q96PH1 NOX5_HUMANPoly-Leu.|Ferric oxidoreductase.|Helical; (Potential). 2AGGTGTCGCTCTGCTGCTGCTGC0.626

- 8 1968_1970KIF7_uc010upw.1_In_Frame_Del_p.E118delNM_198525 NP_940927 Q2M1P5 KIF7_HUMAN Poly-Glu. 3 GCCTGGGCGGctcctcctcctcc0.567

+ 6 919_920RAB40C_uc002chq.2_Frame_Shift_Ins_p.S249fs|WFIKKN1_uc002chs.1_5'FlankNM_021168 NP_066991 Q96S21 RB40C_HUMAN 0CCACCCCAGAGCCCCCCCCAGA0.678

- 10 895PDXDC1_uc002ddc.2_Intron|NTAN1_uc010uzo.1_Frame_Shift_Del_p.N192fsNM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0GCCATCTTCATTTTTTTTGTA0.383

+ 3 184_186C16orf62_uc002dgo.1_In_Frame_Del_p.S64del|C16orf62_uc010vas.1_5'UTR|C16orf62_uc002dgm.1_In_Frame_Del_p.S64delNM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1TTCTTCCACGTCCTCCTCCTCCT0.562

- 2 667_668IQCK_uc002dgr.2_5'Flank|IQCK_uc002dgs.2_5'FlankNM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0CTCCTGGTGGATTTTTTTTTTC0.535

- 11 1628_1630DNAH3_uc002die.2_IntronNM_017539 NP_060009 Q8TD57 DYH3_HUMANStem (By similarity). 18CATTGCCGATCAGCAGCAGCAGC0.498

+ 11 1356_1358IL4R_uc002dop.3_In_Frame_Del_p.E361del|IL4R_uc010bxy.2_In_Frame_Del_p.E376del|IL4R_uc002doo.2_In_Frame_Del_p.E216delNM_000418 NP_000409 P24394 IL4RA_HUMANPoly-Glu.|Cytoplasmic (Potential). 2GGTGGAGTGTGAGGAGGAGGAGG0.591

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

+ 17 2641uc010vct.1_Intron|ATP2A1_uc002drn.1_Frame_Shift_Del_p.R819fs|ATP2A1_uc002drp.1_Frame_Shift_Del_p.R694fsNM_173201 NP_775293 O14983 AT2A1_HUMANCytoplasmic (By similarity). 4TCATGGACCGCCCCCCCCGGA0.657

+ 30 3476_3478ITGAL_uc002dyj.3_In_Frame_Del_p.L1022del|ITGAL_uc010vev.1_In_Frame_Del_p.L340delNM_002209 NP_002200 P20701 ITAL_HUMANHelical; (Potential). 10GCATCGGGGGGCTGCTGCTGCTG0.601

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 CAGctcctcatcctcctcctcct 0.389

- 2 749_751SALL1_uc010vgr.1_In_Frame_Del_p.Q143del|SALL1_uc010cbv.2_IntronNM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Gln. 8GCTGGTGGATCTGCTGCTGCTGC0.562

+ 3 278_280COQ9_uc002elp.1_In_Frame_Del_p.E91del|COQ9_uc010vhn.1_In_Frame_Del_p.E91del|COQ9_uc010vho.1_In_Frame_Del_p.E91del|COQ9_uc010vhp.1_In_Frame_Del_p.E91del|COQ9_uc002elr.2_In_Frame_Del_p.E91delNM_020312 NP_064708 O75208 COQ9_HUMAN 1CCAGGGCGGCGAGGAGGAGGAGG0.576 rs149029279

+ 15 2170_2172SLC9A5_uc010cee.2_In_Frame_Del_p.E413del|SLC9A5_uc010vji.1_In_Frame_Del_p.E212delNM_004594 NP_004585 Q14940 SL9A5_HUMAN 2CGTGGAGTCTGAGGAGGAGGAGG0.571

+ 3 1005MARVELD3_uc002fau.2_Intron|MARVELD3_uc010cge.2_IntronNM_052858 NP_443090 Q96A59 MALD3_HUMANMARVEL.|Helical; (Potential). 1TGCTCATCGCGGGGGGGTACA0.582 rs150498655

- 10 10282_10284ZFHX3_uc002fcl.2_In_Frame_Del_p.2289_2290QQ>QNM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. 4 cacctgtggttgctgctgctgct 0.522

+ 11 2629_2634KDM6B_uc002gix.2_In_Frame_Del_p.TT62delNM_001080424 NP_001073893 O15054 KDM6B_HUMANPro-rich.|Thr-rich. 2CTGTCGCCGTcaccaccaccaccacc0.364

+ 13 2245_2247CHD3_uc002gjd.2_In_Frame_Del_p.K762del|CHD3_uc002gjf.2_In_Frame_Del_p.K703delNM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1CCGCAAGTATAAGAAGAAGAAGA0.488



+ 12 2232_2234TRPV2_uc002gpz.2_In_Frame_Del_p.L197delNM_016113 NP_057197 Q9Y5S1 TRPV2_HUMANHelical; (Potential). 1CGCGGCATGGTGCTGCTGCTGCT0.596

+ 2 393_395 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN Potential. 0GAGCCCCGAACAGCAGCAGCAGC0.581

- 1 233_235NUFIP2_uc002hdx.3_In_Frame_Del_p.48_49HH>HNM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 Ctggtgatgatggtggtggtggt 0.276 rs1054145

+ 14 4391CDK12_uc002hrw.3_Frame_Shift_Del_p.P1260fsNM_016507 NP_057591 Q9NYV4 CDK12_HUMAN Poly-Pro. 19GCCCCCTGAGCCCCCCGGACC0.562

- 1 96_98KRT10_uc010cxd.2_5'Flank|TMEM99_uc002hvj.1_IntronNM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 ctcctccacatcctcctcctcct 0.409

- 1 279_280 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN14.|27 X 5 AA repeats of C-C-[GRQVCHIEK]- [SPTR]-[VSTQYC].0 gcaggtggtctggcagcagcag0.139rs141265645;rs146438235

- 9 1271STAT5B_uc002hzi.3_Frame_Shift_Del_p.Q368fsNM_012448 NP_036580 P51692 STA5B_HUMAN 6GCCTTCACCTGGGGGGGGTTC0.577 rs144993426

- 12 1542CDC27_uc002ile.3_Frame_Shift_Del_p.G478fs|CDC27_uc002ilf.3_Frame_Shift_Del_p.G471fs|CDC27_uc010wkp.1_Frame_Shift_Del_p.G411fs|CDC27_uc010wkq.1_IntronNM_001256 NP_001247 P30260 CDC27_HUMAN 5AGCTAAATAACCTTTCCCCAT0.368

+ 11 1588NPEPPS_uc010wkt.1_Splice_Site_p.K451_splice|NPEPPS_uc010wku.1_Splice_Site_p.K419_splice|NPEPPS_uc010wkv.1_Splice_Site_p.K9_spliceNM_006310 NP_006301 P55786 PSA_HUMAN 0GGGGATAAGGTAAAAAAAAACT0.337 rs142614305

- 1 262_264 NM_002145 NP_002136 P14652 HXB2_HUMAN 0TTTGCTCGAAAGGAGGAGGAGGA0.542

- 21 4684_4686BZRAP1_uc010dcs.2_In_Frame_Del_p.1211_1212EE>E|BZRAP1_uc010wnt.1_In_Frame_Del_p.1271_1272EE>ENM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 CAGctcctcttcctcctcctcct 0.468

- 6 506GGA3_uc002jnj.1_Frame_Shift_Del_p.N133fs|GGA3_uc010wrw.1_Frame_Shift_Del_p.N44fs|GGA3_uc002jnk.1_Frame_Shift_Del_p.N94fs|GGA3_uc010wrx.1_Frame_Shift_Del_p.N44fs|GGA3_uc010wry.1_Frame_Shift_Del_p.N94fs|GGA3_uc010wrz.1_IntronNM_138619 NP_619525 Q9NZ52 GGA3_HUMANBinds to ARF1 (in long isoform). 2AAAAACAGGGTTTTTGGGACG0.542

+ 9 844_846NEDD4L_uc002lgz.2_In_Frame_Del_p.P194del|NEDD4L_uc002lgx.2_In_Frame_Del_p.P194del|NEDD4L_uc010xee.1_In_Frame_Del_p.P73del|NEDD4L_uc002lhc.2_In_Frame_Del_p.P186del|NEDD4L_uc002lhd.2_In_Frame_Del_p.P73del|NEDD4L_uc002lhb.2_In_Frame_Del_p.P73del|NEDD4L_uc002lhe.2_In_Frame_Del_p.P186del|NEDD4L_uc002lhf.2_In_Frame_Del_p.P73del|NEDD4L_uc002lhg.2_In_Frame_Del_p.P73del|NEDD4L_uc002lhh.2_In_Frame_Del_p.P73del|NEDD4L_uc010dpm.1_In_Frame_Del_p.P45delNM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN WW 1. 4AAGAGGAACTTCCTCCTCCTCCT0.498

- 6 1132_1134 NM_005934 NP_005925 Q03111 ENL_HUMAN Poly-Ser. 1TTGTCCGAGAAGGAGGAGGAGGA0.65

- 11 1320_1321HAUS8_uc002nff.2_Frame_Shift_Del_p.S402fs|HAUS8_uc002nfg.1_Frame_Shift_Del_p.S341fs|HAUS8_uc002nfh.1_Frame_Shift_Del_p.S402fsNM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0CTCCCTGAACGAGAGAGAGAGG0.495

- 13 1932_1934ANO8_uc010eap.2_RNANM_020959 NP_066010 Q9HCE9 ANO8_HUMANGlu-rich.|Cytoplasmic (Potential). 3 ttcctcctcgtcctcctcctcct 0.197

- 2 165_166IL12RB1_uc010xqb.1_Frame_Shift_Ins_p.P34fs|IL12RB1_uc002nhx.1_Frame_Shift_Ins_p.P74fs|IL12RB1_uc002nhy.2_Frame_Shift_Ins_p.P34fsNM_005535 NP_005526 P42701 I12R1_HUMANExtracellular (Potential). 1CCGGATATGGCGGGTCCTGAAA0.564rs146978336;rs113524129

+ 7 1022LSM14A_uc002nva.3_Frame_Shift_Del_p.R276fs|LSM14A_uc010xru.1_Frame_Shift_Del_p.R235fs|LSM14A_uc002nvc.3_Frame_Shift_Del_p.R82fsNM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1TGGGGGTCATCGGGGTGGCAG0.438

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1TTGCCTCCTGCTCCTCCTCCTCC0.64

- 5 751_753ZNF569_uc002ogh.2_Intron|ZNF569_uc002ogj.2_In_Frame_Del_p.E89delNM_152484 NP_689697 Q5MCW4 ZN569_HUMAN KRAB. 3TCACCCATGGTTCTTCTTCTTGC0.433

+ 8 1049_1051FAM98C_uc002oio.1_In_Frame_Del_p.K267del|FAM98C_uc010xtz.1_3'UTRNM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1TTGGGGTCGCAAGAAGAAGAAGA0.606

+ 2 648_650ZFP36_uc010egn.1_In_Frame_Del_p.H73delNM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1CGCCGGACCTCACCACCACCACC0.685

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0GAGGTTCCTTCTCCTCCTCCTCC0.453

- 1 177_179LYPD3_uc002owm.2_In_Frame_Del_p.23_24LL>LNM_014400 NP_055215 O95274 LYPD3_HUMAN 1ACCTCCGCGAAGCAGCAGCAGCA0.675 rs141441894

+ 17 1960MARK4_uc002pba.1_Frame_Shift_Del_p.P679fs Q96L34 MARK4_HUMAN 3ACGGAAACCGCCCCCCGGCTG0.642

- 6 2257_2259RSPH6A_uc002pdl.2_In_Frame_Del_p.E441delNM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 tcctcctcgccctcctcctcctc 0.438 rs62639328

- 2 1402_1404PNMAL1_uc002per.3_In_Frame_Del_p.K366delNM_018215 NP_060685 Q86V59 PNML1_HUMAN 0CCAAGCTCACCTTCTTCTTCTTC0.562

- 9 2408_2410SLC8A2_uc010xyq.1_In_Frame_Del_p.E466del|SLC8A2_uc010xyr.1_In_Frame_Del_p.E173del|SLC8A2_uc010ele.2_In_Frame_Del_p.E710delNM_015063 NP_055878 Q9UPR5 NAC2_HUMANCytoplasmic (Potential). 4CCGGGACCCGTCCTCCTCCTCCT0.616

- 2 333_335TMC4_uc002qdo.2_In_Frame_Del_p.E61delNM_001145303 NP_001138775 Q7Z404 TMC4_HUMANPoly-Glu.|Extracellular (Potential). 1CCTTCCTCCATCCTCCTCCTCCT0.645

- 10 1701_1703LILRA6_uc002qew.1_Intron|LILRB2_uc010eri.2_In_Frame_Del_p.L479del|LILRB2_uc010erj.2_RNA|LILRB2_uc002qfc.2_In_Frame_Del_p.L478del|LILRB2_uc010yet.1_In_Frame_Del_p.L363delNM_005874 NP_005865 Q8N423 LIRB2_HUMANHelical; (Potential). 1 ggatgaggaagaggaggaggagg0.488

+ 11 1757_1759LILRB1_uc010erp.1_In_Frame_Del_p.L94del|LILRB1_uc002qgl.2_In_Frame_Del_p.L479del|LILRB1_uc002qgk.2_In_Frame_Del_p.L480del|LILRB1_uc002qgm.2_In_Frame_Del_p.L480del|LILRB1_uc010erq.2_In_Frame_Del_p.L463del|LILRB1_uc010err.2_RNANM_006669 NP_006660 Q8NHL6 LIRB1_HUMANHelical; (Potential).p.L479del(1) 3 CAtcctactgctcctcctcctcc 0.458

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATTTTGTCTTCCTCCTCCTCCT0.542

- 2 234_236DHX57_uc002rre.2_5'Flank|DHX57_uc002rrg.2_In_Frame_Del_p.45_46GG>GNM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 Gccgccacctccaccaccaccac0.384

- 12 1400 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19GTACAGTGTCTAAAAAAAAGAG0.342

+ 1 96_98AFTPH_uc002scz.2_In_Frame_Del_p.D26del|AFTPH_uc002sda.2_In_Frame_Del_p.D26del|AFTPH_uc002sdb.2_In_Frame_Del_p.D26delNM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2TGGAGCAGAGGATGATGATGATG0.409

- 3 1648_1650RAB11FIP5_uc002sit.3_In_Frame_Del_p.H391delNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0ACTTAGGCCTTGGTGGTGGTGGT0.635

+ 1 147_152ALMS1_uc002sjf.1_In_Frame_Del_p.EE27delNM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN Glu-rich. 9CGGGCGAGCTggaggaggaggaggag0.403 rs72319667

- 4 737_739TMEM127_uc002svr.2_In_Frame_Del_p.Q160delNM_017849 NP_060319 O75204 TM127_HUMAN 0GTACTTCTTATGCTGCTGCTGCT0.557

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential). 3TTCCAGCAGTGAGGAGGAGGAGG0.532

- 6 1386REV1_uc002tac.2_Frame_Shift_Del_p.M392fs|REV1_uc002tae.1_Frame_Shift_Del_p.M371fsNM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2CCTGTTTTCATTTTTTTTAAC0.348

+ 6 2252_2253GCC2_uc002ted.2_Frame_Shift_Ins_p.E599fsNM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1ACTCAGTTCAGAAAAAAAACAG0.307

- 7 738_740NPHP1_uc002tfm.3_In_Frame_Del_p.E215del|NPHP1_uc002tfl.3_In_Frame_Del_p.E215del|NPHP1_uc002tfo.3_In_Frame_Del_p.E153del|NPHP1_uc010ywx.1_In_Frame_Del_p.E215del|NPHP1_uc010fjv.1_In_Frame_Del_p.E215delNM_207181 NP_997064 O15259 NPHP1_HUMAN Glu-rich. 2GACTCTTGGCCTTCTTCTTCTTC0.404

+ 7 1430_1431SLC20A1_uc002tic.1_Frame_Shift_Del_p.P140fsNM_005415 NP_005406 Q8WUM9 S20A1_HUMANCytoplasmic (Potential). 2AGGAAGCTCCAGAGAGAGAGAG0.515

+ 36 4261UGGT1_uc002tpr.2_Splice_Site_p.Q1337_spliceNM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1GCTGATCAGGTAGGCCCTTAAA0.376

+ 13 1538RIF1_uc002txl.2_Frame_Shift_Del_p.F470fs|RIF1_uc010fnv.1_Frame_Shift_Del_p.F434fs|RIF1_uc002txn.2_Frame_Shift_Del_p.F470fs|RIF1_uc002txo.2_Frame_Shift_Del_p.F470fs|RIF1_uc010zby.1_RNANM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15CAGCCCTTCCTTTTTTTCCAA0.343

- 28 4326_4327PLA2R1_uc010zcp.1_Frame_Shift_Ins_p.K1371fsNM_007366 NP_031392 Q13018 PLA2R_HUMANExtracellular (Potential).|C-type lectin 8. 3CATATAAAGCCTTTTTTTTCTT0.401

+ 2 422PPP1R1C_uc002uon.2_Intron|PPP1R1C_uc002uop.1_Frame_Shift_Del_p.N45fs|PPP1R1C_uc010frm.1_Frame_Shift_Del_p.N52fs|PPP1R1C_uc010frn.1_RNANM_001080545 NP_001074014 Q8WVI7 PPR1C_HUMAN 0ATGAGCATAACCCCCCAGGTA0.388



+ 7 931SLC11A1_uc010fvp.1_Frame_Shift_Del_p.A197fs|SLC11A1_uc010fvq.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc010zkc.1_Frame_Shift_Del_p.A130fs|SLC11A1_uc002vhu.1_5'UTR|SLC11A1_uc002vhw.2_Frame_Shift_Del_p.A79fs|SLC11A1_uc010fvr.2_5'UTRNM_000578 NP_000569 P49279 NRAM1_HUMANHelical; (Potential). 4AGCTGGAAGCTTTTTTTGGAC0.418

- 12 1511DOCK10_uc002vob.2_Frame_Shift_Del_p.F418fs|DOCK10_uc002vod.1_Frame_Shift_Del_p.F424fsNM_014689 NP_055504 Q96BY6 DOC10_HUMAN 2CCACACTCACAAAAAAAGGCT0.398

- 29 3477_3478USP40_uc002vul.2_Frame_Shift_Ins_p.K143fsNM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3AAATAATCTTGTTTTTTTTTCT0.317

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMANHelical; Signal-anchor for type II membrane protein; (Potential).0TTCCGGGTCATCCTCCTCCTCCT0.631

+ 2 85_86FRG1B_uc002wvm.1_RNA|FRG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0GGCTATGGAAAATATCTTGGTA0.342

- 12 5661_5663NCOA6_uc002xaw.2_In_Frame_Del_p.1030_1031QQ>QNM_014071 NP_054790 Q14686 NCOA6_HUMANNCOA1-binding region.|Gln-rich.|CREBBP-binding region.7 CATCATTtgttgctgctgctgct0.498rs112895426;rs140426729

- 2 2489_2490KCNB1_uc002xus.1_Frame_Shift_Ins_p.P775fsNM_004975 NP_004966 Q14721 KCNB1_HUMANCytoplasmic (Potential). 2GGGAGGCTTTTGGGGGGGCTGG0.545

- 1 737CTCFL_uc010giw.1_Frame_Shift_Del_p.K25fs|CTCFL_uc002xym.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010giz.1_Intron|CTCFL_uc010giy.1_Intron|CTCFL_uc010gja.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjb.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjc.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjd.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gje.2_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjf.2_Intron|CTCFL_uc010gjg.2_Intron|CTCFL_uc010gjh.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gji.1_Intron|CTCFL_uc010gjj.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjk.1_Frame_Shift_Del_p.K25fs|CTCFL_uc010gjl.1_Frame_Shift_Del_p.K25fsNM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4CCTTCAGGCCTTTTTCCGGCA0.502

+ 30 1616COL9A3_uc002ydn.2_Frame_Shift_Del_p.A32fsNM_001853 NP_001844 Q14050 CO9A3_HUMANNonhelical region 3 (NC3). 0GAACAAATTGCACAGTTAGCC0.552

- 20 3323_3325SFRS15_uc002ype.2_In_Frame_Del_p.Q944del|SFRS15_uc010glu.2_In_Frame_Del_p.Q951delNM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GATGGTGgtggctgctgctgctg0.291

- 1 167_168C21orf29_uc002zfe.1_Intron|C21orf29_uc010gpv.1_IntronNM_198688 NP_941961 P60371 KR106_HUMAN2.|29 X 5 AA repeats of C-C-X(3). 0GGCAGGGGGCCGGGGCGCAGCA0.688

- 24 5314MCM3APAS_uc002zim.2_Intron|MCM3APAS_uc002zin.2_Intron|MCM3AP_uc002zio.1_Frame_Shift_Del_p.R255fs|MCM3AP_uc002zip.1_Frame_Shift_Del_p.R501fs|MCM3AP_uc002ziq.1_Frame_Shift_Del_p.R687fs|MCM3APAS_uc002zis.1_IntronNM_003906 NP_003897 O60318 MCM3A_HUMAN 5ACAGGAAGCCGGGGGGGCGTC0.527

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 CTTACCTGGGcatcatcatcatc0.261

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

+ 7 2031_2033TRIOBP_uc003atu.2_In_Frame_Del_p.S417del|TRIOBP_uc003atq.1_In_Frame_Del_p.S589del|TRIOBP_uc003ats.1_In_Frame_Del_p.S417delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCTCTCCCAA0.596

- 12 2566MKL1_uc003ayw.1_Frame_Shift_Del_p.L787fs|MKL1_uc010gye.1_Frame_Shift_Del_p.P790fs|MKL1_uc010gyf.1_Frame_Shift_Del_p.L737fsNM_020831 NP_065882 Q969V6 MKL1_HUMAN Pro-rich. 5TGTGCTGCCAGGGGGGACCCA0.612

- 10 2571_2573RANGAP1_uc003azt.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azu.2_In_Frame_Del_p.367_368EE>E|RANGAP1_uc003azr.2_5'Flank|RANGAP1_uc010gyk.2_5'Flank|RANGAP1_uc011aoz.1_In_Frame_Del_p.312_313EE>ENM_002883 NP_002874 P46060 RAGP1_HUMANAsp/Glu-rich (highly acidic).|Asp/Glu-rich (highly acidic).0 ctcttctccttcctcctcctcct 0.266

- 1 871_873TCF20_uc003bck.1_In_Frame_Del_p.S246del|TCF20_uc003bnt.2_In_Frame_Del_p.S246delNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5GGTGAAGGGAaggaggaggagga0.438

- 1 668_670TCF20_uc003bck.1_In_Frame_Del_p.178_179QQ>Q|TCF20_uc003bnt.2_In_Frame_Del_p.178_179QQ>QNM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Poly-Gln. 5CTGCTGGACTTGCTGCTGCTGCT0.571

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMANLeucine-zipper (Potential).|Helical; (Potential). 0 tgctgctggcgctgctgctgctg 0.562

+ 8 2694GRM7_uc011ata.1_RNA|GRM7_uc011atb.1_RNA|GRM7_uc010hcf.2_RNA|GRM7_uc011atc.1_RNA|GRM7_uc010hcg.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bql.2_Frame_Shift_Del_p.I807fs|GRM7_uc003bqn.1_Frame_Shift_Del_p.I390fs|GRM7_uc010hch.1_Frame_Shift_Del_p.I318fsNM_000844 NP_000835 Q14831 GRM7_HUMANHelical; Name=6; (Potential). 7TTCATTCCAATTTTTTTTGGC0.383

- 1 205_207XPC_uc011avf.1_5'UTR|XPC_uc011avg.1_In_Frame_Del_p.E34del|LSM3_uc003byn.2_5'FlankNM_004628 NP_004619 Q01831 XPC_HUMANPoly-Glu.|Glu-rich (acidic). 3TCGCTCTCACCCTCCTCCTCCTC0.734 rs72561774

+ 2 804 NM_003884 NP_003875 Q92831 KAT2B_HUMAN 3CTCACCCACTCCCCCCAGAGC0.448

- 27 3223CLASP2_uc003cfs.2_Frame_Shift_Del_p.M164fs|CLASP2_uc003cft.2_RNA|CLASP2_uc010hgb.2_RNA|CLASP2_uc011axt.1_Frame_Shift_Del_p.M557fsNM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4TCAGCACCCATTTTTTTTAGT0.343

+ 5 750PDCD6IP_uc011axv.1_Frame_Shift_Del_p.F199fs|PDCD6IP_uc003cfy.2_Frame_Shift_Del_p.F199fsNM_013374 NP_037506 Q8WUM4 PDC6I_HUMANInteraction with EIAV p9.|Interaction with CHMP4A, CHMP4B and CHMP4C.|BRO1.2TCAAGAAGTATTTTTTTTAAA0.368

+ 13 1544MLH1_uc011aye.1_Frame_Shift_Del_p.T254fs|MLH1_uc011ayb.1_Frame_Shift_Del_p.T254fs|MLH1_uc010hge.2_Frame_Shift_Del_p.T495fs|MLH1_uc003cgn.3_Frame_Shift_Del_p.T254fs|MLH1_uc011ayc.1_Frame_Shift_Del_p.T397fs|MLH1_uc011ayd.1_Frame_Shift_Del_p.T254fs|MLH1_uc003cgo.2_Frame_Shift_Del_p.T254fs|MLH1_uc010hgi.1_Frame_Shift_Del_p.T137fs|MLH1_uc010hgj.1_Frame_Shift_Del_p.T137fs|MLH1_uc010hgk.2_Frame_Shift_Del_p.T137fs|MLH1_uc010hgl.1_Frame_Shift_Del_p.T70fs|MLH1_uc010hgn.2_Frame_Shift_Del_p.T137fs|MLH1_uc010hgm.2_RNA|MLH1_uc010hgo.2_Frame_Shift_Del_p.T137fsNM_000249 NP_000240 P40692 MLH1_HUMANInteraction with EXO1.p.T495A(1)|p.0?(1) 77GCAGCTTGTACCCCCCGGAGA0.473

- 7 802_804HHATL_uc003clx.2_In_Frame_Del_p.F219delNM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3TGATGGGCCCGAAGAAGAAGAAG0.552

- 14 1709_1710CDC25A_uc003csi.1_Frame_Shift_Del_p.D409fsNM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. 5ACCCAGGCGATCTCTCTCTCTC0.515

- 4 1615_1616QRICH1_uc003cvu.2_In_Frame_Ins_p.440_440Q>QQ|QRICH1_uc003cvv.2_In_Frame_Ins_p.440_440Q>QQNM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 TAACTTGGAgttgctgctgctg0.361

- 18 2397_2399USP4_uc003cwo.2_In_Frame_Del_p.K485del|USP4_uc003cwp.2_In_Frame_Del_p.K503del|USP4_uc003cwr.2_In_Frame_Del_p.K726delNM_003363 NP_003354 Q13107 UBP4_HUMAN 4GCCACTGTGGTCTTCTTCTTCTT0.532

+ 3 1740_1742 NM_004393 NP_004384 Q14118 DAG1_HUMANThr-rich.|Mucin-like domain. 2TCAACTGACTCCACCACCACCAC0.581

- 11 1563FOXP1_uc003dom.2_Frame_Shift_Del_p.L338fs|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_Frame_Shift_Del_p.L414fs|FOXP1_uc003dop.2_Frame_Shift_Del_p.L414fs|FOXP1_uc003doq.1_Frame_Shift_Del_p.L413fs|FOXP1_uc003doi.2_Frame_Shift_Del_p.L314fs|FOXP1_uc003doj.2_Frame_Shift_Del_p.L314fs|FOXP1_uc003dok.2_Frame_Shift_Del_p.L227fs|FOXP1_uc003dor.1_Frame_Shift_Del_p.L192fsNM_032682 NP_116071 Q9H334 FOXP1_HUMAN 2ACGGGAGTCAGGGGGGCGGTT0.572

- 2 497_499FOXP1_uc003dom.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003don.2_RNA|FOXP1_uc003doo.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dop.2_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003doq.1_In_Frame_Del_p.58_59QQ>Q|FOXP1_uc003dos.2_In_Frame_Del_p.58_59QQ>QNM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. 2CAGTACCTGTTGCTGCTGCTGCT0.586

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 GCTGGtctttctcctcctcctcc 0.394

+ 18 2116TBC1D23_uc003dts.2_Frame_Shift_Del_p.K632fs|TBC1D23_uc003dtu.2_Frame_Shift_Del_p.K78fsNM_018309 NP_060779 Q9NUY8 TBC23_HUMAN 2AATTACATCCAAAAAAAAACA0.353

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

- 10 1345_1348SLC9A10_uc011bhu.1_Intron|SLC9A10_uc010hqc.2_Frame_Shift_Del_p.M327fsNM_183061 NP_898884 Q4G0N8 S9A10_HUMANHelical; (Potential). 5TTTATATTAGGCATCCCCTTCATT0.377rs148170229;rs141074336

- 7 850KIAA2018_uc003eal.2_Frame_Shift_Del_p.I91fsNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TAAACAATAATTTTTTTTTGA0.373

- 9 2364GPR156_uc011bjg.1_Frame_Shift_Del_p.G784fsNM_153002 NP_694547 Q8NFN8 GP156_HUMANCytoplasmic (Potential). 2AGGAAGCCAGCCCCCCAGTAG0.552

+ 12 4015PARP14_uc010hrk.2_RNA|PARP14_uc003efr.2_Frame_Shift_Del_p.E1036fs|PARP14_uc003efs.1_Frame_Shift_Del_p.E1036fsNM_017554 NP_060024 Q460N5 PAR14_HUMAN Macro 3. 6CAGGAGTGTGAAAAAAAAAAT0.423

- 7 2240ZXDC_uc010hsh.2_Intron|ZXDC_uc003eix.2_3'UTRNM_025112 NP_079388 Q2QGD7 ZXDC_HUMAN 1TCCTCTCTGCTTTTTTTCCTT0.522

- 4 1041_1043TMCC1_uc010htg.2_In_Frame_Del_p.66_67AA>ANM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1TGGTAGACATgcagcagcagcag0.404

- 8 1759_1761DBR1_uc003eru.2_In_Frame_Del_p.490_491DD>D|DBR1_uc003ert.2_In_Frame_Del_p.309_310DD>DNM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0TTAAGCTGCATCGTCATCATCAT0.251rs150114751;rs2622736

+ 5 386FXR1_uc003fkp.2_Frame_Shift_Del_p.K37fs|FXR1_uc003fkr.2_Frame_Shift_Del_p.K122fs|FXR1_uc011bqj.1_Frame_Shift_Del_p.K36fs|FXR1_uc003fks.2_Frame_Shift_Del_p.K36fs|FXR1_uc011bqk.1_Frame_Shift_Del_p.K73fs|FXR1_uc011bql.1_Frame_Shift_Del_p.K109fsNM_005087 NP_005078 P51114 FXR1_HUMAN 1TAAAACTGTCAAAAAAAATAC0.333

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMANHelical; (Potential). 1GCATCCAATAGAGGAGGAGGAGG0.463

- 12 2438TNK2_uc003fvq.1_Frame_Shift_Del_p.P39fs|TNK2_uc003fvr.1_Frame_Shift_Del_p.P157fs|TNK2_uc003fvs.1_Frame_Shift_Del_p.P664fs|TNK2_uc003fvt.1_Frame_Shift_Del_p.P710fs|TNK2_uc010hzw.1_RNA|TNK2_uc003fvv.1_3'UTRNM_005781 NP_005772 Q07912 ACK1_HUMANRequired for interaction with SRC.|Required for interaction with NEDD4 (By similarity).|Pro-rich.10ATAGGCGGGCGGGGGGGGCAG0.726

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0CTCGCCTGCTCACACGTGCCGA0.658



+ 1 4117_4118 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN10.|Interaction with PAK1. 0CCTGCCTGCTCACACACGTGCC0.639

+ 8 1111GRK4_uc003ggo.1_Frame_Shift_Del_p.Q219fs|GRK4_uc003ggp.1_Frame_Shift_Del_p.Q187fs|GRK4_uc003ggq.1_Frame_Shift_Del_p.Q187fsNM_182982 NP_892027 P32298 GRK4_HUMANProtein kinase. 1AAAAAGCTACAAAAAAAAAGA0.393

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMANHelical; (Potential). 3ACCACAGCATCCACAGCAGCTGCAGCAGC0.727rs111245977;rs75328065

- 7 900_902LYAR_uc011bvx.1_In_Frame_Del_p.K136del|LYAR_uc003ght.2_In_Frame_Del_p.K253delNM_001145725 NP_001139197 Q9NX58 LYAR_HUMAN Lys-rich. 0CCTTGCGCTGCTTCTTCTTCTTG0.601

- 15 1909PROM1_uc003gor.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gos.2_Frame_Shift_Del_p.N557fs|PROM1_uc003got.2_Frame_Shift_Del_p.N566fs|PROM1_uc003gou.2_Frame_Shift_Del_p.N557fs|PROM1_uc003gop.2_Frame_Shift_Del_p.N557fs|PROM1_uc003goq.3_Frame_Shift_Del_p.N557fsNM_006017 NP_006008 O43490 PROM1_HUMANExtracellular (Potential). 7AGTGCCTCTATTTTTTTTGCA0.428

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANExtracellular (Probable). 2TGCTCAGGTCAAAAAAAATTG0.294

+ 8 2988_2990KIAA1211_uc010iha.2_In_Frame_Del_p.K863del|KIAA1211_uc011bzz.1_In_Frame_Del_p.K780del|KIAA1211_uc003hbm.1_In_Frame_Del_p.K756delNM_020722 NP_065773 Q6ZU35 K1211_HUMAN Poly-Lys. 2CAGGCAGAACAGAAGAAGAAGAA0.567

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggaggatggcgaggaggaggagg0.291

- 25 3483SEC31A_uc003hnd.2_Frame_Shift_Del_p.I276fs|SEC31A_uc003hne.2_Frame_Shift_Del_p.I856fs|SEC31A_uc011ccl.1_Frame_Shift_Del_p.I1053fs|SEC31A_uc003hnl.2_Frame_Shift_Del_p.I954fs|SEC31A_uc003hng.2_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnh.2_Frame_Shift_Del_p.I1107fs|SEC31A_uc003hni.2_Frame_Shift_Del_p.I993fs|SEC31A_uc003hnj.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc011ccm.1_Frame_Shift_Del_p.I1087fs|SEC31A_uc011ccn.1_Frame_Shift_Del_p.I1092fs|SEC31A_uc003hnk.2_Frame_Shift_Del_p.I1068fs|SEC31A_uc003hnm.2_Frame_Shift_Del_p.I1107fsNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with PDCD6. 8 TTCTTGGTAATTTTTTTTGTT0.388

- 11 1548SEC31A_uc003hne.2_Frame_Shift_Del_p.I234fs|SEC31A_uc011ccl.1_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnl.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hng.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnh.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hni.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnj.2_Frame_Shift_Del_p.I462fs|SEC31A_uc011ccm.1_Frame_Shift_Del_p.I457fs|SEC31A_uc011ccn.1_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnk.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnm.2_Frame_Shift_Del_p.I462fs|SEC31A_uc003hnn.1_Frame_Shift_Del_p.I462fs|SEC31A_uc003hno.2_Frame_Shift_Del_p.I462fsNM_001077207 NP_001070675 O94979 SC31A_HUMANInteraction with SEC13. 8GAAGCATCAATTTTTTTTTGG0.353

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. 3GCCCATCTCCCACACACACACA0.51

- 1 591_593HERC3_uc003hrw.1_Intron|HERC3_uc011cdn.1_Intron|HERC3_uc011cdo.1_IntronNM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 TCTGCCGCAGcctcctcctcctc0.389

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMANHelical; Name=3; (Potential). 1GGATTGAATATTTTTTTTGGA0.393

+ 10 2336_2338GAB1_uc003ijd.2_In_Frame_Del_p.V692del|GAB1_uc011chq.1_In_Frame_Del_p.V559delNM_002039 NP_002030 Q13480 GAB1_HUMAN 4GAGTGGATTATGTTGTTGTTGAC0.458

- 8 596_598OTUD4_uc003ijz.3_In_Frame_Del_p.A153delNM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3CCATTCACATCAGCAGCAGCAGC0.34

+ 15 2059_2060SDHA_uc011clw.1_Frame_Shift_Del_p.T600fs|SDHA_uc003jap.3_Frame_Shift_Del_p.T567fs|SDHA_uc003jaq.3_Frame_Shift_Del_p.T423fs|SDHA_uc003jar.3_Frame_Shift_Del_p.T242fsNM_004168 NP_004159 P31040 DHSA_HUMAN 0TCGACAAAACTTTGAACGAGGC0.431 rs112307877

+ 13 1713_1714PAPD7_uc011cmn.1_Frame_Shift_Del_p.K518fs|PAPD7_uc010itl.1_Frame_Shift_Del_p.K348fsNM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1GGAGGAAAAAACACACACACAC0.653

+ 13 2025NNT_uc003jof.2_Frame_Shift_Del_p.D590fsNM_012343 NP_036475 Q13423 NNTM_HUMANMitochondrial matrix. 3GTCCCACTGACCCCCCAGAAT0.463

- 3 349 NM_003664 NP_003655 O00203 AP3B1_HUMAN 1TTCAGATGCATTTTTCCCTTT0.294

+ 3 1200_1201TNFAIP8_uc003ksf.1_3'UTR|TNFAIP8_uc003ksg.2_Frame_Shift_Del_p.L161fs|TNFAIP8_uc011cwf.1_Frame_Shift_Del_p.L165fs|TNFAIP8_uc003ksi.2_Frame_Shift_Del_p.L171fsNM_014350 NP_055165 O95379 TFIP8_HUMAN 1TTGGCTGCCTTGTATAATCCTT0.376

- 12 1247ALDH7A1_uc003ktv.2_5'UTR|ALDH7A1_uc003kty.2_RNA|ALDH7A1_uc011cxa.1_IntronNM_001182 NP_001173 P49419 AL7A1_HUMAN 3TGCATAGGCCTTTTTAAGTCT0.383

+ 1 725_727FLJ33630_uc003kun.2_5'Flank|FLJ33630_uc003kuo.2_5'Flank|FLJ33630_uc003kup.1_5'Flank|FLJ33630_uc003kuq.1_5'Flank|FLJ33630_uc003kur.2_5'Flank|SLC12A2_uc010jdf.2_RNA|SLC12A2_uc010jdg.2_In_Frame_Del_p.G192delNM_001046 NP_001037 P55011 S12A2_HUMANPoly-Gly.|Cytoplasmic (Potential). 3GCCTGCACTCCGGCGGCGGCGGC0.65

- 22 3471RAPGEF6_uc003kvp.1_Frame_Shift_Del_p.R1139fs|RAPGEF6_uc003kvo.1_Frame_Shift_Del_p.R1102fs|RAPGEF6_uc010jdi.1_Frame_Shift_Del_p.R1097fs|RAPGEF6_uc010jdj.1_Frame_Shift_Del_p.R1097fs|RAPGEF6_uc003kvq.2_Frame_Shift_Del_p.R814fs|RAPGEF6_uc003kvr.2_Frame_Shift_Del_p.R1089fs|RAPGEF6_uc011cxe.1_RNA|RAPGEF6_uc003kvm.1_Frame_Shift_Del_p.R12fsNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3CGGCGTGCCCTTTTTTTGTGA0.453

- 16 2124_2125RAPGEF6_uc003kvp.1_Frame_Shift_Ins_p.S690fs|RAPGEF6_uc003kvo.1_Frame_Shift_Ins_p.S640fs|RAPGEF6_uc010jdi.1_Frame_Shift_Ins_p.S640fs|RAPGEF6_uc010jdj.1_Frame_Shift_Ins_p.S640fs|RAPGEF6_uc003kvq.2_Frame_Shift_Ins_p.S357fs|RAPGEF6_uc003kvr.2_Frame_Shift_Ins_p.S640fs|RAPGEF6_uc011cxe.1_RNA|RAPGEF6_uc010jdk.2_Frame_Shift_Ins_p.S640fsNM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3ATGGCGATTACTTTTTTTTTCA0.366

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANHelical; Name=12; (Potential). 0ATCCTCACCCTTTTTTTCCCT0.418

+ 5 378_379IK_uc011czk.1_Frame_Shift_Del_p.E90fsNM_006083 NP_006074 Q13123 RED_HUMAN 1ACAAGAAATTGAGAGAGAGAGA0.46

+ 4 1770KCTD16_uc003lnn.1_Frame_Shift_Del_p.K381fsNM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4CATGAGCAGCAAAAAAAAAGC0.468

- 19 2076LARS_uc011dbq.1_Frame_Shift_Del_p.G567fs|LARS_uc011dbr.1_Frame_Shift_Del_p.G559fs|LARS_uc011dbs.1_Frame_Shift_Del_p.G586fsNM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0ATGCAAGTTACCCCCCTGCAA0.453

- 1 189_191HAVCR2_uc003lwl.2_In_Frame_Del_p.15_16LL>LNM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0TGTAAGTAGTAGCAGCAGCAGCA0.291

+ 2 364_366RIOK1_uc003mxm.1_Translation_Start_SiteNM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN 4 ggagggttatgacgatgatgatg 0.3 rs2274212

+ 8 2216JARID2_uc011div.1_Frame_Shift_Del_p.F486fs|JARID2_uc011diw.1_Frame_Shift_Del_p.F620fsNM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4CCTGGCCTGCTTTTTCCGGCT0.493

- 2 1369_1371HSPA1L_uc010jte.2_In_Frame_Del_p.L396delNM_005527 NP_005518 P34931 HS71L_HUMAN 6GAGCCACGTCCAGCAGCAGCAGG0.596

+ 1 184_185DOM3Z_uc003nyo.1_5'UTR|DOM3Z_uc003nyp.1_5'UTR|DOM3Z_uc003nyq.1_5'UTR|DOM3Z_uc003nyr.1_5'UTR|DOM3Z_uc003nys.1_5'Flank|DOM3Z_uc010jtl.1_5'UTR|STK19_uc003nyt.2_5'UTR|DOM3Z_uc003nyu.1_5'UTR|STK19_uc011dow.1_Frame_Shift_Ins_p.A19fs|STK19_uc011dox.1_5'UTR|STK19_uc003nyw.2_Frame_Shift_Ins_p.A19fs|STK19_uc010jtn.1_5'FlankNM_032454 NP_115830 P49842 STK19_HUMAN 4CAGTGGCGGGCAAACCCCTCCC0.634

+ 15 3067_3069SYNGAP1_uc010juy.2_In_Frame_Del_p.H937del|SYNGAP1_uc010juz.2_In_Frame_Del_p.H678delNM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4 TTCCTCccatcaccaccaccacc0.547

- 5 372_374TULP1_uc003okw.3_In_Frame_Del_p.67_68EE>ENM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 gtcctcctcttcctcctcctcct 0.389

+ 6 926_928MDFI_uc003oqq.3_In_Frame_Del_p.C204del|MDFI_uc010jxn.2_In_Frame_Del_p.C204delNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0ACTCGTGCCTCTGCTGCTGCTGC0.655

- 8 1307_1309GABRR1_uc011dzv.1_In_Frame_Del_p.F261delNM_002042 NP_002033 P24046 GBRR1_HUMANHelical; (Probable). 1AGTTTGGAGCAAGAAGAAGAAGA0.522

- 7 875_877GABRR2_uc011dzx.1_In_Frame_Del_p.F165delNM_002043 NP_002034 P28476 GBRR2_HUMANHelical; (Potential). 0TGTTTGGAGCAAGAAGAAGAAGA0.517

- 13 5977REV3L_uc003pux.3_Frame_Shift_Del_p.P1807fs|REV3L_uc003puz.3_Frame_Shift_Del_p.P1807fsNM_002912 NP_002903 O60673 DPOLZ_HUMANMediates interaction with MAD2L2. 6TTCCCTACTTGGGGGGGACAT0.428

+ 2 498 uc003qid.1_5'Flank NM_015439 NP_056254 Q8IWP9 CC28A_HUMAN 0TGTCAATGCCAAAAAAAATGC0.413

+ 26 3025_3026MTHFD1L_uc011een.1_RNA|MTHFD1L_uc011eeo.1_Frame_Shift_Ins_p.D920fs|MTHFD1L_uc003qoc.2_Frame_Shift_Ins_p.D867fsNM_015440 NP_056255 Q6UB35 C1TM_HUMANFormyltetrahydrofolate synthetase. 4ACCAACCTGACAAAAAAGGTGT0.48

+ 3 945QKI_uc003que.2_Frame_Shift_Del_p.K132fs|QKI_uc003quf.2_Frame_Shift_Del_p.K132fs|QKI_uc003qug.2_Frame_Shift_Del_p.K132fs|QKI_uc003quh.2_Frame_Shift_Del_p.K132fs|QKI_uc003quj.2_Frame_Shift_Del_p.K132fsNM_006775 NP_006766 Q96PU8 QKI_HUMAN KH. 2AATGAGGGATAAAAAAAAGGT0.363

- 15 2268_2270 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50CGGATTGGTGGGAGGAGGAGGAG0.616

+ 8 2004_2005PHF14_uc011jxi.1_Frame_Shift_Del_p.Q238fs|PHF14_uc003srz.2_Frame_Shift_Del_p.Q523fs|PHF14_uc011jxj.1_Frame_Shift_Del_p.Q238fsNM_014660 NP_055475 O94880 PHF14_HUMAN 3TGTCTTTGCAAGAGAGAGAGAA0.376

- 1 310_312HOXA1_uc003syd.2_In_Frame_Del_p.72_73HH>H|uc003syg.2_5'FlankNM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 Ctgggggtggcgatggtggtggt0.527 rs10951154

- 2 601 NM_022728 NP_073565 Q96NK8 NDF6_HUMANNuclear localization signal (Potential). 2CTTTGTTGTCTTTTTTTTCCT0.398

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365



+ 21 3700_3702AEBP1_uc003tkc.3_In_Frame_Del_p.K708del|AEBP1_uc003tkd.2_In_Frame_Del_p.K383delNM_001129 NP_001120 Q8IUX7 AEBP1_HUMANRequired for transcriptional repression (By similarity).|Glu-rich.|Interaction with MAPK1 and MAPK3 (By similarity).0 gaggaggaggagaaagaggagga0.458 rs13928

- 2 83_85STX1A_uc003tyy.2_In_Frame_Del_p.D19del|STX1A_uc010lbj.1_In_Frame_Del_p.D19del|hsa-mir-4284|MI0015893_5'FlankNM_004603 NP_004594 Q16623 STX1A_HUMANCytoplasmic (Potential). 0GTGACAGCGACATCATCATCATC0.586

+ 5 714RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.D149fs|LIMK1_uc003uac.1_5'UTRNM_002314 NP_002305 P53667 LIMK1_HUMAN PDZ. 3TCTCCATTGACCCCCCGCACG0.677 rs150491142

+ 5 1249DTX2_uc011kgk.1_Frame_Shift_Del_p.P140fs|DTX2_uc003ufg.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufh.3_Frame_Shift_Del_p.P231fs|DTX2_uc003ufj.3_Frame_Shift_Del_p.P231fsNM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2AGCACCCCCCACACAGGACCG0.657 rs147779783

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0GGTACCAGGCTTTTTTTTTAA0.408

- 11 1360SEMA3D_uc010led.2_Frame_Shift_Del_p.F440fs|SEMA3D_uc003uib.2_Frame_Shift_Del_p.F79fsNM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5TGATTCTCTTGAACGTTGGTC0.438

+ 19 5175_5176AKAP9_uc003ulf.2_Frame_Shift_Del_p.S1650fs|AKAP9_uc003uli.2_Frame_Shift_Del_p.S1275fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26ACCTGGTTTCAGAGAGAGAGAG0.411

+ 46 11454AKAP9_uc003ulf.2_Frame_Shift_Del_p.M3735fs|AKAP9_uc003uli.2_Frame_Shift_Del_p.M3366fs|AKAP9_uc003ulj.2_Frame_Shift_Del_p.M1513fs|AKAP9_uc003ull.2_Frame_Shift_Del_p.M639fsNM_005751 NP_005742 Q99996 AKAP9_HUMAN 26TTGCCCGGATGGGGGGGCAGC0.537 rs143306820

+ 1 137_138TAF6_uc003uti.2_5'Flank|TAF6_uc003utk.2_5'Flank|TAF6_uc011kji.1_5'UTR|TAF6_uc003utj.2_5'Flank|TAF6_uc003utl.2_5'Flank|TAF6_uc003utm.2_5'Flank|TAF6_uc003utn.1_5'FlankNM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0ATTGCTTTTCCTTTTTTTGGCC0.525

+ 4 574AGFG2_uc003uvg.1_Intron|AGFG2_uc010lgy.2_Frame_Shift_Del_p.S8fsNM_006076 NP_006067 O95081 AGFG2_HUMAN Arf-GAP. 1AAAGGTATGTCCCCCCAGACC0.517

+ 1 1875_1876 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANHelical; Voltage-sensor; Name=Segment S4; (Potential).5CTTTAAGTTTTCCCGCCACTCT0.52 rs143247237

- 20 2915TNPO3_uc010llx.1_Frame_Shift_Del_p.P258fs|TNPO3_uc003vom.1_Frame_Shift_Del_p.P781fs|TNPO3_uc010lly.1_Frame_Shift_Del_p.P881fs|TNPO3_uc010llz.1_Frame_Shift_Del_p.P783fsNM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5GTAGGGTATAGGGGGGGAGGC0.483

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

- 5 4079_4081 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0TCCGCAAACTTCATCATCATCAG0.675

- 9 2293DLC1_uc003wwk.1_Frame_Shift_Del_p.R180fs|DLC1_uc003wwl.1_Frame_Shift_Del_p.R214fs|DLC1_uc011kxx.1_Frame_Shift_Del_p.R106fsNM_182643 NP_872584 Q96QB1 RHG07_HUMAN 7GAGTTAGTCCGGGGGGTGGCA0.652

+ 8 1102_1104TUSC3_uc003wwu.2_In_Frame_Del_p.L298del|TUSC3_uc003wwv.2_In_Frame_Del_p.L298del|TUSC3_uc003www.2_In_Frame_Del_p.L298del|TUSC3_uc003wwx.2_RNA|TUSC3_uc003wwy.2_In_Frame_Del_p.276_277F*>LNM_006765 NP_006756 Q13454 TUSC3_HUMAN 3GATGGTTCTTCTAAATGAAGCAG0.384

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2GATCAGGAAATTTTTTTTGCA0.453

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7GGCTTTCCGGCTCCTCCTCCTCC0.567

- 60 8167PRKDC_uc003xqj.2_Frame_Shift_Del_p.R2704fs|PRKDC_uc011ldh.1_IntronNM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34AGGCCCAGCCTTTTTTTCCCA0.498

- 10 1666_1667MYBL1_uc003xwl.2_Frame_Shift_Ins_p.N420fs|MYBL1_uc003xwk.2_Frame_Shift_Ins_p.N419fsNM_001080416 NP_001073885 P10243 MYBA_HUMANNegative regulatory domain (By similarity). 3CATTACAAGTGTTTTTTTTCCC0.406

+ 10 1740SULF1_uc003xyd.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xye.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyf.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyg.2_Frame_Shift_Del_p.P341fs|SULF1_uc003xyh.1_RNANM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7TTCGTGTGCCTTTTTTTATTC0.408

- 10 1506NBN_uc003yei.1_Frame_Shift_Del_p.R384fs|NBN_uc011lgb.1_Frame_Shift_Del_p.R466fsNM_002485 NP_002476 O60934 NBN_HUMANNuclear localization signal. 7AAAACAGACCTTTTTTTGGTA0.338

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2CCACCACGCCTTTTTCCCATA0.478

+ 14 1975WDR67_uc011lig.1_Splice_Site_p.F629_splice|WDR67_uc011lih.1_Splice_Site_p.F519_splice|WDR67_uc003ypq.1_Splice_Site|WDR67_uc003yps.1_Intron|WDR67_uc003ypt.1_Splice_Site_p.F86_splice|WDR67_uc003ypu.1_Splice_Site_p.F86_spliceNM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1TTTTCTTACAGTTTTTTTTTCA0.322

- 13 1698ATAD2_uc011lii.1_Frame_Shift_Del_p.F321fs|ATAD2_uc003yqi.3_RNA|ATAD2_uc003yqj.2_Frame_Shift_Del_p.F530fsNM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2CAATTTCGTCAAAAAAAATAA0.413

- 14 1846EIF2C2_uc010men.2_Frame_Shift_Del_p.P525fs|EIF2C2_uc010meo.2_Frame_Shift_Del_p.P602fsNM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0CATCCCCGGCGGGGGGGTGAG0.647 rs148575703

- 13 1637_1639TSNARE1_uc011lju.1_In_Frame_Del_p.I506del|TSNARE1_uc003ywj.2_In_Frame_Del_p.I508delNM_145003 NP_659440 Q96NA8 TSNA1_HUMANPoly-Ile.|Helical; (Potential). 0CAGAGGTGGCGATGATGATGATG0.414 rs142964918

+ 10 3752_3754KANK1_uc003zgm.2_3'UTR|KANK1_uc003zgn.1_In_Frame_Del_p.E1039del|KANK1_uc003zgs.1_In_Frame_Del_p.E881del|KANK1_uc010mgx.1_5'UTR|KANK1_uc010mgy.1_5'UTR|KANK1_uc003zgt.1_5'FlankNM_015158 NP_055973 Q14678 KANK1_HUMAN 4TCTTGAAGAAGAGGAGGAGGAGG0.463

- 1 2929RANBP6_uc011lmf.1_Frame_Shift_Del_p.N621fs|RANBP6_uc003zjs.2_Frame_Shift_Del_p.N561fsNM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3AGCAATGACATTTTTTTTGGT0.358

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26CATCTTGGCCTTTTTTTTGAT0.478

- 11 2102KIF24_uc010mkb.2_IntronNM_194313 NP_919289 Q5T7B8 KIF24_HUMAN 1CTCTTCTGGCTTTTTTTTGGC0.527

+ 1 417_419LOC158376_uc003zys.1_5'FlankNM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. 0 accacccccaccgccaccatccc0.389 rs138232567

- 9 2947_2949ROR2_uc004ari.1_IntronNM_004560 NP_004551 Q01974 ROR2_HUMANCytoplasmic (Potential). 20GACAGAGCCTTCCTCCTCCTCCT0.645

- 2 367_369XPA_uc004axs.3_RNA NM_000380 NP_000371 P23025 XPA_HUMANPoly-Glu.|Interaction with CEP164 and required for UV resistance.1CAATTTTCTGTTCTTCTTCTTCT0.34

+ 3 1021_1023NR4A3_uc004bae.2_In_Frame_Del_p.H108del|NR4A3_uc004bag.1_In_Frame_Del_p.H108del|NR4A3_uc004bai.2_In_Frame_Del_p.H119delNM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 ccatcaccatcaccaccaccacc0.483

- 22 6093TNC_uc010mvf.2_Frame_Shift_Del_p.R1638fsNM_002160 NP_002151 P24821 TENA_HUMANFibronectin type-III 15. 7ACTGATGCCCGGGGGGGTCGC0.478 rs148674204

- 3 762_764ASTN2_uc004bjr.1_In_Frame_Del_p.L221del|ASTN2_uc004bjt.1_In_Frame_Del_p.L221delNM_198187 NP_937830 O75129 ASTN2_HUMANHelical; (Potential). 9CGGTGAACACCAGCAGCAGCAGC0.601

- 3 561_562 NM_016322 NP_057406 P61106 RAB14_HUMAN 0TTGAACTTACATTTTTTTTCTG0.292

+ 6 826_828DAB2IP_uc004blo.2_In_Frame_Del_p.K161delNM_032552 NP_115941 Q5VWQ8 DAB2P_HUMAN C2. 2GGAGACCGACAAGAAGAAGAAGA0.601

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0GGCCATTGAGGTGTGTGTGTGT0.594

+ 13 2110_2112GRIN1_uc004cli.1_In_Frame_Del_p.E273del|GRIN1_uc004clj.1_In_Frame_Del_p.E595del|GRIN1_uc004cll.2_In_Frame_Del_p.E598del|GRIN1_uc004clm.2_In_Frame_Del_p.E598del|GRIN1_uc004cln.2_In_Frame_Del_p.E616del|GRIN1_uc004clo.2_In_Frame_Del_p.E616delNM_007327 NP_015566 Q05586 NMDZ1_HUMANCytoplasmic (Potential). 1GGTGAACAGCGAGGAGGAGGAGG0.739

- 3 1135_1137IQSEC2_uc004dsc.2_In_Frame_Del_p.E107delNM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Poly-Glu. 3AGCGCTTTATCTCCTCCTCCTCC0.635

- 18 2564_2566PHF8_uc004dst.2_In_Frame_Del_p.E795del|PHF8_uc004dsv.2_In_Frame_Del_p.E661del|PHF8_uc004dsw.2_In_Frame_Del_p.E694del|PHF8_uc004dsx.2_In_Frame_Del_p.E559del|PHF8_uc004dsy.2_In_Frame_Del_p.E778delNM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3GACTGGCGTTCTCCTCCTCCTCC0.591

- 1 1019_1021NAP1L2_uc011mqj.1_In_Frame_Del_p.E79delNM_021963 NP_068798 Q9ULW6 NP1L2_HUMANGlu-rich (acidic). 1 CTCAATGTCGtcctcctcctcct0.33

+ 5 716_718ARMCX3_uc004eia.1_In_Frame_Del_p.D66del|ARMCX3_uc004eib.1_In_Frame_Del_p.D66del|ARMCX3_uc004eic.1_In_Frame_Del_p.D66delNM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2ATGACTGGTCTGATGATGATGAT0.448

+ 4 1067_1069BHLHB9_uc011mrq.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrr.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrs.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrt.1_In_Frame_Del_p.E171del|BHLHB9_uc004ejo.2_In_Frame_Del_p.E171del|BHLHB9_uc011mru.1_In_Frame_Del_p.E171del|BHLHB9_uc011mrv.1_In_Frame_Del_p.E171delNM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2GTCAGGGGCTGAGGAGGAGGAGG0.488

+ 9 1337_1338 NM_007231 NP_009162 Q9UN76 S6A14_HUMANHelical; Name=8; (Potential). 3GGTCCATATTATTTTTTTTCAT0.361



+ 2 310_311LOC100303728_uc004ere.1_5'Flank|LOC100303728_uc004erg.1_5'FlankNM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1CCCAAGGAGCAGGGAGTTCTGT0.49 rs113356560

+ 2 339_340ZBTB33_uc010nqm.1_Frame_Shift_Del_p.I37fsNM_006777 NP_006768 Q86T24 KAISO_HUMANBTB.|Self-association (By similarity).|Interaction with NCOR1.3TTACCGTTATTGTGGAAGACCG0.45

- 3 866_868CUL4B_uc004esv.2_In_Frame_Del_p.125_126SS>SNM_003588 NP_003579 Q13620 CUL4B_HUMAN Ser-rich. 3TGGTGAAGATgaggaggaggagg0.424

- 6 1931USP26_uc011mvf.1_Frame_Shift_Del_p.F487fsNM_031907 NP_114113 Q9BXU7 UBP26_HUMAN p.G488fs*6(2)|p.F487fs*7(1)8CTTCTGCTCCAAAAAAAAGAT0.383

- 3 474PLAC1_uc004exp.1_Frame_Shift_Del_p.P63fsNM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN 1AACATGGTTTGGGGGGCAACC0.507

+ 4 1210_1212MAGEC1_uc010nsl.1_IntronNM_005462 NP_005453 O60732 MAGC1_HUMAN 4TTCCTGTGAGCTCCTCCTCCTCC0.483rs138660605;rs141900922

+ 3 1556_1558MAMLD1_uc011mxt.1_In_Frame_Del_p.Q464del|MAMLD1_uc011mxu.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxv.1_In_Frame_Del_p.Q477del|MAMLD1_uc011mxw.1_In_Frame_Del_p.Q429delNM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 AAGCcagcaacagcagcagcagc0.433

- 3 274_276CD99L2_uc004fek.2_5'Flank|CD99L2_uc004fem.2_Intron|CD99L2_uc004fen.2_Intron|CD99L2_uc004feo.2_RNA|CD99L2_uc011myb.1_In_Frame_Del_p.52_53TT>TNM_031462 NP_113650 Q8TCZ2 C99L2_HUMANExtracellular (Potential).|Poly-Thr. 3CCTATTGGTTGTGGTGGTGGTGG0.552

+ 7 512_514ZNF185_uc011myg.1_In_Frame_Del_p.E165del|ZNF185_uc011myh.1_In_Frame_Del_p.E165del|ZNF185_uc011myi.1_In_Frame_Del_p.E165del|ZNF185_uc011myj.1_In_Frame_Del_p.E165del|ZNF185_uc011myk.1_In_Frame_Del_p.E165del|ZNF185_uc004fgw.3_In_Frame_Del_p.E30del|ZNF185_uc004fgu.2_5'UTR|ZNF185_uc004fgv.2_5'FlankNM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3AGGGGACACCgaggaggaggagg0.522

- 4 451_460BCAP31_uc011myy.1_Frame_Shift_Del_p.A11fs|BCAP31_uc004fid.2_Frame_Shift_Del_p.A166fs|BCAP31_uc011mza.1_Frame_Shift_Del_p.A99fs|BCAP31_uc004fie.2_Frame_Shift_Del_p.A99fsNM_001139441 NP_001132913 P51572 BAP31_HUMANLumenal (Potential). 0ATGTAGAGATTCCTCTGGGCACGGAAAAGC0.552

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11AGAAAGGTTATTTTTTTTGGC0.413

- 6 4241_4243AHDC1_uc009vsz.1_In_Frame_Del_p.S1091delNM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1GAGGGCTGGAaggaggaggagga0.596

+ 4 654_655THRAP3_uc001caf.3_Frame_Shift_Del_p.R144fs|THRAP3_uc001cag.1_Frame_Shift_Del_p.R144fsNM_005119 NP_005110 Q9Y2W1 TR150_HUMANArg-rich.|Ser-rich. 9GAGCCATTCTAGAAACTCTGAT0.535

+ 7 1426_1427ROR1_uc001dbi.3_Frame_Shift_Del_p.H343fs|uc001dbl.2_IntronNM_005012 NP_005003 Q01973 ROR1_HUMANKringle.|Extracellular (Potential). 19CCAGTATCCCCACACACACACT0.554

+ 7 1343_1345PRG4_uc001grt.3_In_Frame_Del_p.P391del|PRG4_uc009wyl.2_In_Frame_Del_p.P339del|PRG4_uc009wym.2_In_Frame_Del_p.P298del|PRG4_uc010poo.1_IntronNM_005807 NP_005798 Q92954 PRG4_HUMAN59 X 8 AA repeats of K-X-P-X-P-T-T-X.|11; approximate.1GCACCCACCACTCCCAAGGAGCC0.655

- 20 2967_2969INTS7_uc009xdb.1_In_Frame_Del_p.934_935QQ>Q|INTS7_uc001hix.1_In_Frame_Del_p.830_831QQ>Q|INTS7_uc001hiy.1_In_Frame_Del_p.940_941QQ>Q|INTS7_uc010pta.1_In_Frame_Del_p.905_906QQ>QNM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0GGCATTGCGTTGCTGCTGCTGCT0.443

+ 2 983_984 NM_014053 NP_054772 Q9Y5Y0 FLVC1_HUMAN 0TTAGTACCCAACACACAGAATG0.361

+ 3 629_631LZTS2_uc010qpw.1_In_Frame_Del_p.S197del|LZTS2_uc001ksk.2_In_Frame_Del_p.S197del|LZTS2_uc001ksl.2_In_Frame_Del_p.S197del|LZTS2_uc001ksm.2_RNANM_032429 NP_115805 Q9BRK4 LZTS2_HUMANSer-rich.|Required for centrosomal localization (By similarity).4 GGGGGCCCTGcctcctcctcctc0.557

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0CAGGGTGGCAGGGCGCCCGCG0.736

+ 5 886FADS2_uc001nsj.2_Frame_Shift_Del_p.P224fs|FADS2_uc010rlo.1_Frame_Shift_Del_p.P215fs|FADS2_uc001nsk.2_Frame_Shift_Del_p.P246fsNM_004265 NP_004256 O95864 FADS2_HUMANCytoplasmic (Potential). 2CGAATGGCAGCCCATCGAGGT0.527

- 5 1096 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 5. 0ACAGCTGCCTCCCCCCACACA0.562

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 2 665DACH1_uc010tho.1_Splice_Site_p.G81_splice|DACH1_uc010thp.1_Splice_Site_p.G81_spliceNM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 cgcctccgctgccgccgccgccgccg0.262

- 2 57SNX6_uc001wse.1_5'UTR|SNX6_uc010tpm.1_5'UTR|SNX6_uc010amm.1_5'UTRNM_152233 NP_689419 Q9UNH7 SNX6_HUMAN 0CCGTCGTCCAGGCCTTCCTGT0.592

+ 13 2290_2291FANCM_uc010anf.2_Frame_Shift_Del_p.L705fs|FANCM_uc001wwe.3_Frame_Shift_Del_p.L267fs|FANCM_uc010ang.2_5'FlankNM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7AATTCATCAACTCTCTCTCTCT0.347

- 18 1872C14orf39_uc010apo.2_Frame_Shift_Del_p.*299fsNM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4TGACTAGCTCAAAAAAAAGTA0.289

+ 9 960_962uc010vct.1_Intron|EIF3CL_uc010byi.2_In_Frame_Del_p.E294del|EIF3CL_uc002dqs.3_In_Frame_Del_p.E294del|EIF3C_uc002dqt.3_In_Frame_Del_p.E294del|EIF3CL_uc010vcy.1_In_Frame_Del_p.E284del|EIF3C_uc002dqu.3_In_Frame_Del_p.E294del|EIF3CL_uc002dqv.3_In_Frame_Del_p.E40delNM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0GCGCCTGGATGAGGAGGAGGAGG0.562

- 2 423_425CD2BP2_uc002dxs.2_In_Frame_Del_p.D57delNM_006110 NP_006101 O95400 CD2B2_HUMAN 1CTGGACCCCCCATCATCATCATC0.532

- 5 412PSTPIP2_uc002lbq.3_Frame_Shift_Del_p.E106fsNM_024430 NP_077748 Q9H939 PPIP2_HUMAN Potential. 1CTGAATTCTTCCATCTTCCTG0.378

+ 9 977SPPL2B_uc010dsw.1_Frame_Shift_Del_p.S271fs|SPPL2B_uc010dsy.1_Frame_Shift_Del_p.S271fs|SPPL2B_uc010dsz.1_Frame_Shift_Del_p.S299fs|SPPL2B_uc002lvr.2_Frame_Shift_Del_p.L299fs|SPPL2B_uc010dta.1_Frame_Shift_Del_p.S151fs|SPPL2B_uc002lvu.2_Frame_Shift_Del_p.S93fsNM_152988 NP_694533 Q8TCT7 PSL1_HUMANHelical; (Potential). 0GTATGCTGCTCCTGGCGCTCT0.697

+ 7 641_642USE1_uc010eal.1_IntronNM_018467 NP_060937 Q9NZ43 USE1_HUMANCytoplasmic (Potential).|Potential. 0 cagagtgtcatcaagaaggaca0.262

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1CATTTTGTCTTCCTCCTCCTCCT0.542

+ 2 483ARHGAP25_uc010yqk.1_Frame_Shift_Del_p.T14fs|ARHGAP25_uc010fdg.2_Frame_Shift_Del_p.T40fs|ARHGAP25_uc010yql.1_Frame_Shift_Del_p.T40fs|ARHGAP25_uc002sev.2_Frame_Shift_Del_p.T33fs|ARHGAP25_uc002sew.2_Frame_Shift_Del_p.T33fs|ARHGAP25_uc002sex.2_Frame_Shift_Del_p.T33fs|ARHGAP25_uc010fdh.1_RNANM_001007231 NP_001007232 P42331 RHG25_HUMAN 4CCATCGTCCACCCCCAACCCG0.592

+ 8 1145ANKRD36_uc010yuz.1_Splice_Site|ANKRD36_uc010fic.2_Intron|ANKRD36_uc002sxo.2_Intron|ANKRD36_uc002sxp.3_Splice_SiteNM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0CTGGGACAGGTATTTTGGAATA0.302

+ 2 495CD28_uc002vag.1_Intron|CD28_uc010zio.1_Intron|CD28_uc010ftx.2_Intron|CD28_uc002vaj.3_IntronNM_006139 NP_006130 P10747 CD28_HUMANExtracellular (Potential).|Ig-like V-type. 0GGAAATTGGGCAATGAATCAG0.403

- 1 5854BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gtgagggtatccagggtgagt 0.159

- 1 80_82RNF215_uc011akw.1_5'FlankNM_001017981 NP_001017981 Q9Y6U7 RN215_HUMANHelical; (Potential). 1 ggcagcaggggcagcagcagcag0.266

- 1 1195MST1R_uc011bdd.1_Frame_Shift_Del_p.A311fs|MST1R_uc011bde.1_Frame_Shift_Del_p.A311fs|MST1R_uc011bdf.1_Frame_Shift_Del_p.A311fs|MST1R_uc011bdg.1_Frame_Shift_Del_p.A311fsNM_002447 NP_002438 Q04912 RON_HUMANExtracellular (Potential).|Sema. 6CCTTCTGGGGCCCCCCGGCGC0.667

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0GGAGCACAAAGATGATGATGATG0.507

+ 12 1247ACTL6A_uc003fjx.2_Frame_Shift_Del_p.Q316fs|ACTL6A_uc003fjy.2_Frame_Shift_Del_p.Q316fsNM_004301 NP_004292 O96019 ACL6A_HUMAN 1CACTAATACAGAGTTTTACTG0.353

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0CTGCTCACACATGCCCATGTGG0.644 rs144787346

+ 1 3804_3805 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0GCCCGCCTGCTCACATGTGCCG0.693

- 16 3651SH3TC2_uc003lpp.1_RNA|SH3TC2_uc010jgw.2_Frame_Shift_Del_p.V811fs|SH3TC2_uc003lps.2_RNA|SH3TC2_uc003lpt.2_Frame_Shift_Del_p.V714fs|SH3TC2_uc010jgx.2_Frame_Shift_Del_p.V1160fsNM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 7. 2TGAAAGGCCACCAGCTCTTGC0.453

- 25 3048_3049SLIT3_uc010jjg.2_Frame_Shift_Del_p.Y876fsNM_003062 NP_003053 O75094 SLIT3_HUMAN LRRCT 4. 4CCAGGCTCCTTGTACCCCGCCT0.639

+ 1 1337_1338 NM_001453 NP_001444 Q12948 FOXC1_HUMAN 1TCCCTGAGTCAcggcggcggcg0.54

+ 2 364_366RIOK1_uc003mxm.1_Translation_Start_SiteNM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN 4 ggagggttatgacgatgatgatg 0.3 rs2274212

- 8 1612_1613ATXN1_uc010jpi.2_In_Frame_Ins_p.214_214Q>QQ|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgctgctgctgatg 0.381rs71806515;rs66949327



- 8 1604_1606ATXN1_uc010jpi.2_In_Frame_Del_p.H211del|ATXN1_uc010jpj.1_IntronNM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgatgctgatgct 0.384 rs59310777

- 19 2712_2714PPP1R10_uc010jsc.1_In_Frame_Del_p.374_375PP>PNM_002714 NP_002705 Q96QC0 PP1RA_HUMAN Gly-rich. 4GCCTCGGAATggaggaggaggag0.601

+ 13 1843DDR1_uc010jse.2_Intron|DDR1_uc003nrq.2_Intron|DDR1_uc003nrs.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrt.2_Intron|DDR1_uc011dms.1_Intron|DDR1_uc003nru.2_Intron|DDR1_uc003nrv.2_Frame_Shift_Del_p.G528fs|DDR1_uc003nrw.1_Frame_Shift_Del_p.A300fs|DDR1_uc003nry.1_Intron|DDR1_uc003nrx.1_Intron|DDR1_uc003nrz.1_5'FlankNM_013993 NP_054699 Q08345 DDR1_HUMANGly/Pro-rich.|Cytoplasmic (Potential). 9GAGGCCCGGGCCCCCCCACAC0.682

+ 1 284C2_uc003nyc.2_Intron|C2_uc011doo.1_Intron|C2_uc011dop.1_Intron|C2_uc003nye.3_Frame_Shift_Del_p.L7fs|C2_uc003nyf.2_Frame_Shift_Del_p.L7fs|C2_uc010jtk.2_Frame_Shift_Del_p.L7fs|C2_uc011doq.1_5'UTR|C2_uc003nyg.2_Frame_Shift_Del_p.L7fsNM_001710 NP_001701 P00751 CFAB_HUMAN 1CTGATGGTTCTTTTTTGCCTG0.582

- 5 372_374TULP1_uc003okw.3_In_Frame_Del_p.67_68EE>ENM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 gtcctcctcttcctcctcctcct 0.389

+ 24 2661 NM_015050 NP_055865 Q8N1G2 MTR1_HUMANInteraction with POLR2A. 5TTCTGGGAGTGGGGGGATGGC0.572

+ 6 926_928MDFI_uc003oqq.3_In_Frame_Del_p.C204del|MDFI_uc010jxn.2_In_Frame_Del_p.C204delNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0ACTCGTGCCTCTGCTGCTGCTGC0.655

+ 14 2482_2484 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANGlu-rich.|Potential. 9 GAaggaggaagaggaggaggagg0.291

- 6 2278_2279 NM_014452 NP_055267 O75509 TNR21_HUMANCytoplasmic (Potential). 0GGAATCTCTTCAATCACCCGCA0.52

+ 2 1016 NM_004770 NP_004761 Q92953 KCNB2_HUMANCytoplasmic (Potential). 7AGATATCATCAAAAAAAAGAA0.448

+ 10 1284_1286C9orf43_uc004bhp.2_In_Frame_Del_p.Q304delNM_152786 NP_689999 Q8TAL5 CI043_HUMAN Gln-rich. 0 agcagcagcggcagcagcagcag0.438

- 3 1637_1638TNC_uc010mvf.2_Frame_Shift_Del_p.C425fsNM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 9. 7TAGCCCTCATCACACACACACT0.579

+ 3 627DPH2_uc001cla.2_Frame_Shift_Del_p.D144fs|DPH2_uc010okk.1_Intron|DPH2_uc001clb.2_Frame_Shift_Del_p.D68fsNM_001384 NP_001375 Q9BQC3 DPH2_HUMAN NA 1AGAACCCAGACCCCAAAGCGC0.602

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN NA 0CAGGGTGGCAGGGCGCCCGCG0.736

- 3 539_541 NM_006248 NP_006239 NA 0ACTTCGGGACTTGTTGTCTCCTT0.596

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMANHelical; (Potential). NA 22CCTCTGCTGTTGCTGCTGCTGCT0.557

- 1 1385_1387 NM_024496 NP_078772 Q9H1B7 I2BPL_HUMAN Poly-Ala. NA 0 TTCCACCgcagcggcggcggcgg0.581

- 5 891CCPG1_uc002acy.2_5'UTR|DYX1C1_uc010ugh.1_RNA|DYX1C1_uc010ugi.1_Intron|DYX1C1_uc002adb.2_Frame_Shift_Del_p.I175fs|DYX1C1_uc002add.2_Frame_Shift_Del_p.I175fsNM_130810 NP_570722 Q8WXU2 DYXC1_HUMAN NA 1 tctctctgaatttttttttgc 0.045

- 1 253_255CHRNA3_uc002bea.2_RNA|CHRNA3_uc002beb.2_In_Frame_Del_p.L23delNM_000743 NP_000734 P32297 ACHA3_HUMAN NA 4 gcagcagagacagcagcagcagc0.601 rs66793222

- 9 1952CCDC144B_uc002gua.3_RNA|CCDC144B_uc010vyc.1_RNANM_182568 NP_872374 NA 2CTAAGTTGTTCATCAGCAACAT0.406 rs66528329

+ 3 759_761ITPRIPL1_uc010yuk.1_In_Frame_Del_p.E139del|ITPRIPL1_uc002svy.2_In_Frame_Del_p.E155del|ITPRIPL1_uc010yul.1_In_Frame_Del_p.E139delNM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMANCytoplasmic (Potential).NA 3TTCCAGCAGTGAGGAGGAGGAGG0.532

+ 5 757MFF_uc002vot.2_Frame_Shift_Del_p.L87fs|MFF_uc002vou.2_Frame_Shift_Del_p.L113fs|MFF_uc002vov.2_Frame_Shift_Del_p.L87fs|MFF_uc002vow.2_Frame_Shift_Del_p.L87fs|MFF_uc002vox.2_Frame_Shift_Del_p.L87fs|MFF_uc002voy.2_Frame_Shift_Del_p.L113fs|MFF_uc002voz.2_Frame_Shift_Del_p.L87fsNM_020194 NP_064579 Q9GZY8 MFF_HUMANCytoplasmic (Potential).NA 1CCCTGGCACTGAAAACACCAC0.393

- 7 1050_1052MKL1_uc003ayw.1_In_Frame_Del_p.Q281del|MKL1_uc010gye.1_In_Frame_Del_p.Q281del|MKL1_uc010gyf.1_In_Frame_Del_p.Q231delNM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. NA 5GTAGTTGTGGTGCTGCTGCTGCT0.66

- 1 135LOC150381_uc011aqw.1_Intron|LOC400931_uc003bgr.3_IntronNM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. NA 0TTGCGGGGTTGGGGGGGGAGG0.751

+ 2 1293_1295LNP1_uc003dty.3_RNA|LNP1_uc011bhb.1_RNANM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. NA 0GGAGCACAAAGATGATGATGATG0.507

+ 12 1247ACTL6A_uc003fjx.2_Frame_Shift_Del_p.Q316fs|ACTL6A_uc003fjy.2_Frame_Shift_Del_p.Q316fsNM_004301 NP_004292 O96019 ACL6A_HUMAN NA 1CACTAATACAGAGTTTTACTG0.353

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 NA 0CTGCTCACACATGCCCATGTGG0.644 rs144787346

+ 1 1337_1338 NM_001453 NP_001444 Q12948 FOXC1_HUMAN NA 1TCCCTGAGTCAcggcggcggcg0.54

+ 2 364_366RIOK1_uc003mxm.1_Translation_Start_SiteNM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN NA 4 ggagggttatgacgatgatgatg 0.3 rs2274212

+ 6 926_928MDFI_uc003oqq.3_In_Frame_Del_p.C204del|MDFI_uc010jxn.2_In_Frame_Del_p.C204delNM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. NA 0ACTCGTGCCTCTGCTGCTGCTGC0.655

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 3 433PHACTR4_uc001bpu.2_Frame_Shift_Del_p.K51fs|PHACTR4_uc001bpv.1_RNA|PHACTR4_uc001bpx.2_Frame_Shift_Del_p.K35fs|PHACTR4_uc001bpy.2_Frame_Shift_Del_p.K61fsNM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0GAAATGGAGGAAAAAAAAAAG0.393

+ 3 513_515NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Intron|HFE2_uc001enk.2_5'UTR|HFE2_uc001enl.2_IntronNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1GGAGCACTTCGAGGAGGAGGAGG0.626

+ 2 1178DARC_uc001ftp.3_Frame_Shift_Del_p.R315fsNM_002036 NP_002027 Q16570 DUFFY_HUMANCytoplasmic (Potential). 2CAGGCCACCCGCACCCTCTTG0.582

- 6 746RNF141_uc009yga.1_RNANM_016422 NP_057506 Q8WVD5 RN141_HUMAN 0AGATTCATTTGCTCCAGTCAT0.428

+ 7 1028RNF121_uc001ord.2_Frame_Shift_Del_p.G149fs|RNF121_uc001orb.2_Frame_Shift_Del_p.G198fs|RNF121_uc009yst.2_IntronNM_018320 NP_060790 Q9H920 RN121_HUMANRING-type; atypical. 0TGCTGTGTGTGGGCAGCAGAT0.502

- 3 539_541 NM_006248 NP_006239 0ACTTCGGGACTTGTTGTCTCCTT0.596

- 1 61_63C15orf24_uc001zhn.2_5'UTR|PGBD4_uc001zho.2_5'FlankNM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0ATCCCCCGATAGCAGCAGCAGCA0.665

+ 6 1090CHD2_uc002bsm.1_Frame_Shift_Del_p.Q172fs|CHD2_uc002bsn.2_Frame_Shift_Del_p.Q172fs|CHD2_uc002bso.1_Frame_Shift_Del_p.Q172fs|CHD2_uc010urb.1_Frame_Shift_Del_p.Q185fsNM_001271 NP_001262 O14647 CHD2_HUMAN 2GAGCCAGAACAAAAAAAAGTA0.418

- 5 1214_1216CXXC1_uc002lep.3_In_Frame_Del_p.Q18del|CXXC1_uc002ler.3_In_Frame_Del_p.Q161del|CXXC1_uc010doy.2_In_Frame_Del_p.Q161del|CXXC1_uc002les.2_In_Frame_Del_p.Q161delNM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 ACCGTTTGATctgctgctgctgc0.468

- 67 12634_12635 NM_004525 NP_004516 P98164 LRP2_HUMANExtracellular (Potential). 29TGGCTGCATTACGTATTTCAGT0.47 rs150382715

+ 4 301 NM_178456 NP_848551 Q9H1P6 CT085_HUMAN 1GTCTTTCCATCCCCCCCAGTC0.582

- 1 5854BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gtgagggtatccagggtgagt 0.159

+ 7 1737_1739TRIOBP_uc003atu.2_In_Frame_Del_p.S319del|TRIOBP_uc003atq.1_In_Frame_Del_p.S491del|TRIOBP_uc003ats.1_In_Frame_Del_p.S319delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCTCTCCCAG0.601

+ 4 287_289CTNNB1_uc003ckp.2_In_Frame_Del_p.S45del|CTNNB1_uc003ckq.2_In_Frame_Del_p.S45del|CTNNB1_uc003ckr.2_In_Frame_Del_p.S45del|CTNNB1_uc011azf.1_In_Frame_Del_p.S38del|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.S45F(396)|p.S45P(163)|p.S45del(79)|p.A5_A80del(63)|p.S45Y(21)|p.S45C(18)|p.S45A(10)|p.H24_S47del(9)|p.A5_A80>D(7)|p.A5_Q143del(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.T3_A126del(2)|p.M5_N141>D(2)|p.D32_S47del(2)|p.P44_S45del(2)|p.V22_L139>V(2)|p.A5_Y142>D(2)|p.?(2)|p.L10_N141del(2)|p.P44L(2)|p.E9_S47del(1)|p.Q28_Q61del(1)|p.A20_R151del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.Y30_A97del(1)|p.A20_A80del(1)|p.E15_I140>V(1)|p.D17_P128del(1)|p.H24_M131del(1)|p.L7_I140del(1)|p.G38_S45del(1)|p.K19_Y142>V(1)|p.A20_L148del(1)|p.V22_A80del(1)|p.V22_G80>NNNNN(1)|p.P44del(1)|p.A20_Q143del(1)|p.A43_E53del(1)|p.A13_R151del(1)|p.S23_I140del(1)|p.M1_A87del(1)|p.P44_N51del(1)|p.V22_T102del(1)|p.S45fs*2(1)|p.S45E(1)|p.A21_A80del(1)|p.S45T(1)|p.S45S(1)|p.D6_I140del(1)|p.Q28_I140del(1)|p.E9_A80del(1)|p.I35_K170del(1)|p.S45_S47>C(1)|p.M14_S45del(1)|p.M8_G50del(1)|p.A5_G80>(1)|p.T42_G48del(1)|p.S45_G48del(1)|p.S45_D58del(1)|p.P16_K133del(1)|p.T40_L46del(1)|p.A5_T59del(1)|p.M1_V173del(1)|p.A5_R90del(1)|p.P44_S45>AP(1)|p.M8_A80del(1)!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166ACCACAGCTCCTTCTCTGAGTGG0.502 rs121913407

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0CTCGCCTGCTCACACGTGCCGA0.658

- 6 585_592 NM_152680 NP_689893 Q6P9G4 TM154_HUMANCytoplasmic (Potential). 0GTAAACATTCAAAGTCGGCTAGGACAGA0.409



+ 3 500PHF3_uc010kaf.1_Frame_Shift_Del_p.T158fs|PHF3_uc003pem.2_Frame_Shift_Del_p.T111fs|PHF3_uc010kag.1_Frame_Shift_Del_p.T70fs|PHF3_uc010kah.1_5'UTR|PHF3_uc003pen.2_Frame_Shift_Del_p.T70fs|PHF3_uc011dxs.1_Intron|PHF3_uc003peo.2_Frame_Shift_Del_p.T158fsNM_015153 NP_055968 Q92576 PHF3_HUMAN 5TAAGTAACACAAAAAAAGCAT0.383

- 2 171CDCA7L_uc003sve.3_5'UTR|CDCA7L_uc010kul.2_Frame_Shift_Del_p.F17fs|CDCA7L_uc003svf.3_Frame_Shift_Del_p.F17fs|CDCA7L_uc011jyk.1_Frame_Shift_Del_p.F17fsNM_018719 NP_061189 Q96GN5 CDA7L_HUMAN 0TGGGGGCGTTAAAGATGTCAG0.468

+ 3 9487_9489MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|51.27GCCCATTCATCTCCTACAACTTC0.493

- 5 1878CSGALNACT1_uc011kyo.1_Frame_Shift_Del_p.R272fs|CSGALNACT1_uc003wzg.2_RNA|CSGALNACT1_uc011kyp.1_Frame_Shift_Del_p.R271fs|CSGALNACT1_uc003wzh.2_RNANM_001130518 NP_001123990 Q8TDX6 CGAT1_HUMANLumenal (Potential). 3TTGTCCACCCTTTTTGCTAGA0.433

- 16 3521_3523MYST3_uc010lxc.2_In_Frame_Del_p.E993del|MYST3_uc003xon.3_In_Frame_Del_p.E993delNM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7GGCTTTCCGGCTCCTCCTCCTCC0.567

+ 12 2906_2908ZBTB40_uc001bfu.2_In_Frame_Del_p.K803del|ZBTB40_uc009vqi.1_In_Frame_Del_p.K691del|ZBTB40_uc001bfv.1_In_Frame_Del_p.K432delNM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1CGATGCCCCCAAGAAGAAGAAGA0.517

+ 6 796XPOT_uc009zqm.1_Frame_Shift_Del_p.F34fsNM_007235 NP_009166 O43592 XPOT_HUMANNecessary for interaction with Ran, nuclear localization and nuclear import.2GTGGCCCAAGTTTTTTTTTGA0.443

- 3 1787RTN4_uc002ryd.2_Frame_Shift_Del_p.I291fs|RTN4_uc002ryf.2_Intron|RTN4_uc002ryg.2_IntronNM_020532 NP_065393 Q9NQC3 RTN4_HUMANCytoplasmic (Potential). 3 TTTTCTTCTATTTTTTTTTCA0.378

- 10 1758RNF160_uc010gll.1_RNANM_015565 NP_056380 O94822 LTN1_HUMAN 0 AACCTTACCATTTTTTTTTTT0.378

- 1 5854BACE2_uc002yyw.2_Intron|BACE2_uc002yyx.2_Intron|BACE2_uc002yyy.2_IntronNM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gtgagggtatccagggtgagt 0.159

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11TTGTGCTTGGCCTCCTCCTCCTC0.65

+ 7 1737_1739TRIOBP_uc003atu.2_In_Frame_Del_p.S319del|TRIOBP_uc003atq.1_In_Frame_Del_p.S491del|TRIOBP_uc003ats.1_In_Frame_Del_p.S319delNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1AATCCCAGAGCCTCCTCTCCCAG0.601

+ 4 287_289CTNNB1_uc003ckp.2_In_Frame_Del_p.S45del|CTNNB1_uc003ckq.2_In_Frame_Del_p.S45del|CTNNB1_uc003ckr.2_In_Frame_Del_p.S45del|CTNNB1_uc011azf.1_In_Frame_Del_p.S38del|CTNNB1_uc011azg.1_Intron|uc010hib.1_RNANM_001904 NP_001895 P35222 CTNB1_HUMANp.S45F(396)|p.S45P(163)|p.S45del(79)|p.A5_A80del(63)|p.S45Y(21)|p.S45C(18)|p.S45A(10)|p.H24_S47del(9)|p.A5_A80>D(7)|p.A5_Q143del(7)|p.Q28_H134del(5)|p.W25_I140del(4)|p.T3_A126del(2)|p.M5_N141>D(2)|p.D32_S47del(2)|p.P44_S45del(2)|p.V22_L139>V(2)|p.A5_Y142>D(2)|p.?(2)|p.L10_N141del(2)|p.P44L(2)|p.E9_S47del(1)|p.Q28_Q61del(1)|p.A20_R151del(1)|p.A20_N141del(1)|p.D11_Y142>H(1)|p.Y30_A97del(1)|p.A20_A80del(1)|p.E15_I140>V(1)|p.D17_P128del(1)|p.H24_M131del(1)|p.L7_I140del(1)|p.G38_S45del(1)|p.K19_Y142>V(1)|p.A20_L148del(1)|p.V22_A80del(1)|p.V22_G80>NNNNN(1)|p.P44del(1)|p.A20_Q143del(1)|p.A43_E53del(1)|p.A13_R151del(1)|p.S23_I140del(1)|p.M1_A87del(1)|p.P44_N51del(1)|p.V22_T102del(1)|p.S45fs*2(1)|p.S45E(1)|p.A21_A80del(1)|p.S45T(1)|p.S45S(1)|p.D6_I140del(1)|p.Q28_I140del(1)|p.E9_A80del(1)|p.I35_K170del(1)|p.S45_S47>C(1)|p.M14_S45del(1)|p.M8_G50del(1)|p.A5_G80>(1)|p.T42_G48del(1)|p.S45_G48del(1)|p.S45_D58del(1)|p.P16_K133del(1)|p.T40_L46del(1)|p.A5_T59del(1)|p.M1_V173del(1)|p.A5_R90del(1)|p.P44_S45>AP(1)|p.M8_A80del(1)!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!3166ACCACAGCTCCTTCTCTGAGTGG0.502 rs121913407

- 6 585_592 NM_152680 NP_689893 Q6P9G4 TM154_HUMANCytoplasmic (Potential). 0GTAAACATTCAAAGTCGGCTAGGACAGA0.409

+ 9 1208_1209MPP6_uc003swy.2_Frame_Shift_Ins_p.S303fs|MPP6_uc010kur.2_5'UTRNM_016447 NP_057531 Q9NZW5 MPP6_HUMAN 0CTATAAGTAGCAAAAAAAAGAA0.302

+ 3 9487_9489MUC17_uc010lho.1_RNANM_001040105 NP_001035194 Q685J3 MUC17_HUMANExtracellular (Potential).|Ser-rich.|59 X approximate tandem repeats.|51.27GCCCATTCATCTCCTACAACTTC0.493

- 1 549 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN LRR 4. 2CGCGCCGGGGCGAAAGAGCTC0.692

- 4 449_450DNAJC11_uc010nzt.1_Frame_Shift_Del_p.E77fs|DNAJC11_uc001aog.2_Frame_Shift_Del_p.E115fs|DNAJC11_uc010nzu.1_Frame_Shift_Del_p.E25fsNM_018198 NP_060668 Q9NVH1 DJC11_HUMAN 2TCTCCTCTCTTCTCTCTCTCTC0.505

+ 3 513_515NBPF10_uc001emp.3_Intron|HFE2_uc001enj.2_Intron|HFE2_uc001enk.2_5'UTR|HFE2_uc001enl.2_IntronNM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1GGAGCACTTCGAGGAGGAGGAGG0.626

- 3 393NBPF10_uc001emp.3_Intron|RNF115_uc001eoj.2_5'Flank|RNF115_uc001eok.2_5'Flank|RNF115_uc009wiy.2_5'Flank|POLR3C_uc001eog.2_Frame_Shift_Del_p.Q91fs|POLR3C_uc001eoi.2_Intron|POLR3C_uc009wix.2_Frame_Shift_Del_p.Q78fsNM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1CGGCTGCACTGGGCTTCATAC0.468

+ 7 866PEAR1_uc009wsl.1_Frame_Shift_Del_p.C51fs|PEAR1_uc001fqk.1_5'UTRNM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EGF-like 2. 3CCTGCAGCTGCCCCCCTGGCT0.612 rs77456537

- 6 1357_1359PVRL4_uc010pjy.1_In_Frame_Del_p.V32del|PVRL4_uc010pjz.1_In_Frame_Del_p.V87delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). 2GCGATCACACCCACCACCACCAC0.606

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0TCAAGAAGGCGGAGGAGGAGGAG0.488

+ 17 2363_2365POU2F1_uc001ged.2_In_Frame_Del_p.T736del|POU2F1_uc001gee.2_In_Frame_Del_p.T738del|POU2F1_uc010plh.1_In_Frame_Del_p.T675del|POU2F1_uc001gef.2_In_Frame_Del_p.T750del|POU2F1_uc001geg.2_IntronNM_002697 NP_002688 P14859 PO2F1_HUMAN 5GGGGCTGCGTCCACCACCACCAC0.601

- 12 1603SCYL3_uc010plw.1_Intron|SCYL3_uc001ggt.2_Intron|SCYL3_uc001ggu.2_IntronNM_181093 NP_851607 Q8IZE3 PACE1_HUMAN 2GTGCTGCCAGAAAAGAAACAT0.413

+ 10 1695KLHL20_uc010pmr.1_Frame_Shift_Del_p.Q317fs|KLHL20_uc009wwf.2_Frame_Shift_Del_p.Q488fsNM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 4. 1TGCAGTATATCAGGACATGAT0.507

+ 22 6427PAPPA2_uc009www.2_RNANM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16CCACTATGACGGGGGAGACTG0.532

+ 1 611_613 NM_005298 NP_005289 O00155 GPR25_HUMANHelical; Name=5; (Potential).|Poly-Leu. 1GGCCTCAGCTTGCTGCTGCTGCT0.724

+ 13 2034PPP2R5A_uc010ptd.1_Frame_Shift_Del_p.*428fsNM_006243 NP_006234 Q15172 2A5A_HUMAN 1AGTGCCGAATAAAAAAAAAGC0.328 rs71759537

- 3 1355PANK1_uc001kgn.1_Frame_Shift_Del_p.K175fs|PANK1_uc001kgo.1_Frame_Shift_Del_p.K175fs|PANK1_uc009xtu.1_Frame_Shift_Del_p.K202fsNM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0GCAGTACGGCTTTTTTTGACA0.438

- 13 4574MKI67_uc001lkf.2_Frame_Shift_Del_p.K1100fs|MKI67_uc009yav.1_Frame_Shift_Del_p.K1035fs|MKI67_uc009yaw.1_Frame_Shift_Del_p.K610fsNM_002417 NP_002408 P46013 KI67_HUMAN16 X 122 AA approximate repeats.|4. 7GGGTTGGGCCTTTTCCTTAGT0.488

+ 9 1225SYT8_uc001lud.2_Frame_Shift_Del_p.A366fs|SYT8_uc001luf.1_Frame_Shift_Del_p.A352fs|TNNI2_uc010qxc.1_5'Flank|TNNI2_uc010qxd.1_5'Flank|TNNI2_uc010qxe.1_5'FlankNM_138567 NP_612634 Q8NBV8 SYT8_HUMANCytoplasmic (Potential). 1CTGGCCCACGCCCGGCGGCCC0.756

+ 6 839ACCSL_uc009ykr.2_Frame_Shift_Del_p.L80fsNM_001031854 NP_001027025 Q4AC99 1A1L2_HUMAN 5AGGCCTTCCTGGTCCCTGCTC0.537

+ 11 1217RAD9A_uc001oks.2_Frame_Shift_Del_p.S232fsNM_004584 NP_004575 Q99638 RAD9A_HUMANSufficient for interaction with ABL1. 0CCTGTACGCTCCCCCCAGGGC0.612

+ 9 928_929TCIRG1_uc001ong.2_Frame_Shift_Del_p.T58fs|TCIRG1_uc001onh.2_5'UTR|TCIRG1_uc001oni.2_5'UTRNM_006019 NP_006010 Q13488 VPP3_HUMANCytoplasmic (Potential). 1CCTCGGGGAGACAGAGCGGTTC0.708

+ 8 1369_1389 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2TTCAGGTTACTGAGCCAGAAGGCCAGGCCATTGAGCCAGAA0.475

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain). 0AGTCCCCACGAGAAGAAGAAGAA0.493

- 5 538_539IPO4_uc001wmt.1_5'Flank|IPO4_uc001wmu.2_5'UTR|IPO4_uc001wmx.1_5'UTR|IPO4_uc001wmy.1_5'UTR|IPO4_uc010tnz.1_RNA|IPO4_uc001wmw.1_RNA|IPO4_uc001wmz.1_Frame_Shift_Del_p.E136fsNM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1GTGATGGTACCTCTCTCTCTGG0.559

- 3 462_463TMED10_uc010ash.1_RNA|TMED10_uc010asg.1_RNA|TMED10_uc010tuz.1_Frame_Shift_Del_p.A7fsNM_006827 NP_006818 P49755 TMEDA_HUMANLumenal (Potential).|GOLD. 0CGTAATTTTTCGCCTCCACTCC0.485

- 22 5408DMXL2_uc010ufy.1_Frame_Shift_Del_p.F1728fs|DMXL2_uc010bfa.2_Frame_Shift_Del_p.F1092fsNM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9AGCTAGCAAGAAAAAAGCAGC0.348

+ 1 150MCTP2_uc010urg.1_Frame_Shift_Del_p.K29fs|MCTP2_uc002bti.2_Frame_Shift_Del_p.K29fs|MCTP2_uc010boj.2_5'UTR|MCTP2_uc010bok.2_Frame_Shift_Del_p.K29fs|MCTP2_uc002btg.3_Frame_Shift_Del_p.K29fs|MCTP2_uc002bth.3_Frame_Shift_Del_p.K29fsNM_018349 NP_060819 Q6DN12 MCTP2_HUMAN 3GAAGAAGGTGAAAAAGAACCC0.532

- 2 1377_1378IGFALS_uc010uvn.1_Frame_Shift_Ins_p.G470fs|IGFALS_uc010uvo.1_Frame_Shift_Ins_p.G66fsNM_004970 NP_004961 P35858 ALS_HUMAN 0AGCTCCGCCAGCCCCCACAGGC0.678

- 7 1266ABCA3_uc010bsk.1_Frame_Shift_Del_p.F185fs|ABCA3_uc010bsl.1_Frame_Shift_Del_p.F185fs|ABCA3_uc002cpz.1_Frame_Shift_Del_p.F185fsNM_001089 NP_001080 Q99758 ABCA3_HUMAN 16GAAAAGCGGGAAAAGGGAAGT0.527

+ 9 1085 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2CTGGGAGTGAGCGAGCCGACT0.617

+ 8 1209_1211MYOCD_uc002gno.2_In_Frame_Del_p.Q310del|MYOCD_uc002gnp.1_In_Frame_Del_p.Q214del|MYOCD_uc002gnq.2_In_Frame_Del_p.Q29delNM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. 5AATCCTCAGCcagcagcagcagc0.527

- 15 2100_2101TOP3A_uc010cpz.1_Frame_Shift_Del_p.A76fs|TOP3A_uc010vxr.1_Frame_Shift_Del_p.A154fs|TOP3A_uc002gsw.1_Frame_Shift_Del_p.A76fs|TOP3A_uc010vxs.1_Frame_Shift_Del_p.A522fsNM_004618 NP_004609 Q13472 TOP3A_HUMAN 3CTTACTTCTTTGCTTTAGCCAC0.248

+ 12 1003ADAM11_uc010wjd.1_Frame_Shift_Del_p.F135fsNM_002390 NP_002381 O75078 ADA11_HUMANExtracellular (Potential).|Peptidase M12B. 1GGGCAGGACCTTCCAGAGCAC0.697



- 7 1092 NM_080284 NP_525023 Q8N139 ABCA6_HUMANHelical; (Potential). 7TAAGCCATATAAAAAAAAGAG0.308

- 13 3301_3302GRIN2C_uc010wrh.1_RNANM_000835 NP_000826 Q14957 NMDE3_HUMANCytoplasmic (Potential). 4CAGGTCCTCCAGCTCCGGGAAG0.762rs139495021;rs67510083

- 2 402DHPS_uc002muf.1_5'UTR|DHPS_uc002mug.1_Frame_Shift_Del_p.G60fs|DHPS_uc002mui.1_Frame_Shift_Del_p.G102fs|DHPS_uc002muj.1_Frame_Shift_Del_p.G102fs|DHPS_uc002muk.1_RNA|DHPS_uc010xmn.1_RNANM_001930 NP_001921 P49366 DHYS_HUMAN 1GGATGTATATCCCAGGAAAAT0.577

- 1 142_143 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMANExtracellular (Potential). 0GGGGGAAGACAGAGAAGCCGAC0.574 rs147833765

- 2 412_413PSG9_uc002owe.3_Frame_Shift_Ins_p.A105fs|PSG9_uc010xwm.1_Frame_Shift_Ins_p.A105fs|PSG9_uc002owf.3_Frame_Shift_Ins_p.A105fs|PSG9_uc002owg.2_Frame_Shift_Ins_p.A105fs|PSG9_uc002owh.2_Frame_Shift_Ins_p.A105fsNM_002784 NP_002775 Q00887 PSG9_HUMAN Ig-like V-type. 2CAGCAGGGATGCGTTGGAATAT0.406

- 4 491LILRA6_uc002qew.1_Intron|LILRB5_uc010yer.1_Intron|LILRB5_uc002qey.2_Frame_Shift_Del_p.L127fs|LILRB5_uc002qez.2_Intron|LILRB5_uc002qfa.1_Intron|LILRB5_uc010yes.1_IntronNM_006840 NP_006831 O75023 LIRB5_HUMANExtracellular (Potential).|Ig-like C2-type 2. 2CGGCAGGGCTAAAAGAGTGGG0.547

- 3 1648_1650RAB11FIP5_uc002sit.3_In_Frame_Del_p.H391delNM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0ACTTAGGCCTTGGTGGTGGTGGT0.635

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0TCCATCATGCAAAAAAAAAGC0.353

+ 1 209_211ABI2_uc010zig.1_RNA|ABI2_uc002uzz.2_Translation_Start_Site|ABI2_uc010zih.1_Translation_Start_Site|ABI2_uc010zii.1_Translation_Start_Site|ABI2_uc010zij.1_Translation_Start_SiteNM_005759 NP_005750 Q9NYB9 ABI2_HUMAN 0CGACCTGTATgaggaggaggagg0.601

- 21 3762_3763NINL_uc010gdn.1_Frame_Shift_Del_p.Q881fs|NINL_uc002wuw.1_5'FlankNM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5CACCTGGTCTTGACTTTCCTCA0.569

- 23 2501 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5AAGCTCACCATTTTTTTTTGT0.323

- 20 3610_3611SFRS15_uc002ype.2_Frame_Shift_Del_p.D1040fs|SFRS15_uc010glu.2_Frame_Shift_Del_p.D1047fsNM_020706 NP_065757 O95104 SFR15_HUMAN 0ATCTCTAGAATCTCTCTCTCTG0.525

+ 5 1336_1337HMGXB4_uc011amh.1_Frame_Shift_Ins_p.E279fs|HMGXB4_uc003ank.2_Frame_Shift_Ins_p.E279fsNM_001003681 NP_001003681 Q9UGU5 HMGX4_HUMAN 2TGGGCATAGTGAaaaaaaaaag0.406 rs76572304

- 6 579_580COLQ_uc003bzv.2_Frame_Shift_Del_p.P141fs|COLQ_uc003bzz.2_Frame_Shift_Del_p.P142fs|COLQ_uc010heo.2_Frame_Shift_Del_p.P117fs|COLQ_uc003cac.1_RNA|COLQ_uc003cae.1_Frame_Shift_Del_p.P10fs|COLQ_uc003cad.1_RNANM_005677 NP_005668 Q9Y215 COLQ_HUMANCollagen-like 1. 0CTGGGTCCTTCAGGGCCTGGCC0.584

- 7 850KIAA2018_uc003eal.2_Frame_Shift_Del_p.I91fsNM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TAAACAATAATTTTTTTTTGA0.373

- 9 2364GPR156_uc011bjg.1_Frame_Shift_Del_p.G784fsNM_153002 NP_694547 Q8NFN8 GP156_HUMANCytoplasmic (Potential). 2AGGAAGCCAGCCCCCCAGTAG0.552

+ 9 1470DIRC2_uc010hrl.2_RNA|DIRC2_uc010hrm.2_Frame_Shift_Del_p.W282fs|uc003efx.1_RNANM_032839 NP_116228 Q96SL1 DIRC2_HUMANHelical; (Potential). 0GAGTTGTCTTGGTTCAACTGG0.458

- 1 150_152FAM194A_uc003eyh.2_5'UTRNM_152394 NP_689607 Q7L0X2 F194A_HUMAN Glu-rich. 3 ctccacctcttcctcctcctcct 0.232

- 2 132_134PHC3_uc003fgl.2_In_Frame_Del_p.T35del|PHC3_uc011bpq.1_In_Frame_Del_p.T35del|PHC3_uc011bpr.1_In_Frame_Del_p.T35del|PHC3_uc003fgm.2_In_Frame_Del_p.T35del|PHC3_uc003fgo.1_In_Frame_Del_p.T23del|PHC3_uc003fgp.3_In_Frame_Del_p.T35del|PHC3_uc003fgq.3_In_Frame_Del_p.T35del|PHC3_uc003fgr.1_RNANM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 GAAgtggtgatggtggtggtggt0.424

- 1 218EMCN_uc011cel.1_Frame_Shift_Del_p.P13fs|EMCN_uc011cem.1_Frame_Shift_Del_p.P13fsNM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN 0TGCAAATACTGGGCAGAAGAA0.458

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMANHelical; Name=3; (Potential). 1GGATTGAATATTTTTTTTGGA0.393

+ 13 2105RBM27_uc003lny.2_Frame_Shift_Del_p.T592fsNM_018989 NP_061862 Q9P2N5 RBM27_HUMAN RRM. 3CCAATATCTTACCAATGAGGA0.378

- 9 1715_1716PPP2R2B_uc010jgm.2_Frame_Shift_Ins_p.G386fs|PPP2R2B_uc003log.3_Frame_Shift_Ins_p.G397fs|PPP2R2B_uc003lof.3_Frame_Shift_Ins_p.G397fs|PPP2R2B_uc003loi.3_Frame_Shift_Ins_p.G400fs|PPP2R2B_uc003loh.3_Frame_Shift_Ins_p.G397fs|PPP2R2B_uc003loj.3_Frame_Shift_Ins_p.G377fs|PPP2R2B_uc003lok.3_Frame_Shift_Ins_p.G386fs|PPP2R2B_uc011dbu.1_Frame_Shift_Ins_p.G403fs|PPP2R2B_uc011dbv.1_Frame_Shift_Ins_p.G455fsNM_004576 NP_004567 Q00005 2ABB_HUMAN 2TTCTCCGCTTGCCCCCCACACA0.5

- 39 4906KIF13A_uc003ncf.2_Frame_Shift_Del_p.S1553fs|KIF13A_uc003nch.3_Frame_Shift_Del_p.S1566fs|KIF13A_uc003nci.3_Frame_Shift_Del_p.S1553fs|KIF13A_uc003nce.1_Frame_Shift_Del_p.S152fsNM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4GCACTGTGGGAAAAGTAGCCA0.522

+ 7 1303_1304HLA-F_uc011dlx.1_Intron|HLA-F_uc011dly.1_Intron|LOC285830_uc003nnp.2_RNA|LOC285830_uc011dlz.1_RNANM_001098479 NP_001091949 P30511 HLAF_HUMAN 0TGTGGATCTTGTTTTTTTTGTG0.535

- 4 649CCHCR1_uc011dne.1_Frame_Shift_Del_p.Q176fs|CCHCR1_uc003nsq.3_Frame_Shift_Del_p.Q229fs|CCHCR1_uc003nsp.3_Frame_Shift_Del_p.Q265fs|CCHCR1_uc010jsk.1_Frame_Shift_Del_p.Q176fsNM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1ACCTGCTCTTGGTGCAGCCTC0.557

- 2 1782_1783HSPA1L_uc010jte.2_Frame_Shift_Del_p.V533fsNM_005527 NP_005518 P34931 HS71L_HUMAN 6TTCTCCCTCTGGACCTCATCTT0.446

+ 4 418AGPAT1_uc003oaf.2_5'Flank|AGPAT1_uc003oag.2_5'Flank|AGPAT1_uc003oah.2_5'FlankNM_006913 NP_008844 Q99942 RNF5_HUMAN 0CTCCACCCCGCCCCCAGGGCC0.522

- 61 11385_11386 NM_138694 NP_619639 P08F94 PKHD1_HUMANExtracellular (Potential). 44TTCAGAACATTCTCTAGTACCC0.406

- 8 1152ICK_uc003pbi.2_Frame_Shift_Del_p.K221fs|ICK_uc003pbj.2_Frame_Shift_Del_p.K221fsNM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5TATCATTACCTTTTTTGGTGT0.502

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0GCAGCCATCCCAGCAGCAGCAGC0.562

+ 5 601_603POU6F2_uc010kxo.2_In_Frame_Del_p.Q188delNM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 gctccagctccagcagcagcagc0.365

+ 15 1890RFC2_uc011kfa.1_Intron|LIMK1_uc010lbl.1_RNA|LIMK1_uc003uab.2_Frame_Shift_Del_p.C541fsNM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3CCCCAAACTGCCCCCCGAGCT0.657

- 18 3149_3151 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2TCTGCTCCTCCTGCTGCTGCTGG0.65

- 12 2387EPHB4_uc003uwm.1_Frame_Shift_Del_p.G539fs|EPHB4_uc010lhj.1_Frame_Shift_Del_p.G632fsNM_004444 NP_004435 P54760 EPHB4_HUMANCytoplasmic (Potential).|Protein kinase. 15CCTTGAGCCGCCCCCGGCACA0.642

- 4 2096 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34GTATTATCTCTTTTTCCCCAC0.393

+ 7 1118_1119LUC7L2_uc011kqs.1_Frame_Shift_Del_p.E245fs|LUC7L2_uc011kqt.1_Frame_Shift_Del_p.E314fs|LUC7L2_uc003vuy.2_Frame_Shift_Del_p.E247fs|LUC7L2_uc003vuz.1_Frame_Shift_Del_p.E195fs|LUC7L2_uc003vva.2_Frame_Shift_Del_p.E195fsNM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0AACGAAGAGAAGAGAGAGAGAG0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANExtracellular (Potential). 1TGGTGAACAATTTTTTTTGTG0.383

+ 8 1621 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANExtracellular (Potential). 11CTTTTCTTGTGTGGAACCCTA0.438

+ 57 8246 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 6. 0CCGGCAGCCTGGGGGGGTGCC0.667

- 6 524_525ANXA13_uc003yqt.2_Frame_Shift_Ins_p.I192fsNM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3AGACACCAGGATTTTTTTTAGG0.411

- 4 505_506FLJ43860_uc011ljs.1_RNA|FLJ43860_uc010meu.1_RNANM_207414 NP_997297 Q6ZUA9 Q6ZUA9_HUMAN 0CAGCCGGAACTTGTGCCTGCTG0.594

+ 22 3293OFD1_uc004cvr.3_Frame_Shift_Del_p.S508fs|OFD1_uc011mil.1_Frame_Shift_Del_p.S545fs|OFD1_uc004cvq.3_Frame_Shift_Del_p.S801fs|OFD1_uc010nen.2_Frame_Shift_Del_p.S976fs|OFD1_uc004cvs.3_RNA|OFD1_uc004cvu.3_Frame_Shift_Del_p.S937fs|OFD1_uc004cvv.3_Frame_Shift_Del_p.S936fsNM_003611 NP_003602 O75665 OFD1_HUMANMediates the interaction with SDCCAG8. 0ATCAGAGCTCAAAAAAGATGG0.348

- 3 1261_1262FGD1_uc011moi.1_5'FlankNM_004463 NP_004454 P98174 FGD1_HUMANSH3-binding (Potential).|Pro-rich. 6TGGGCTCCAGTGGGGGGGGCAT0.658

- 3 361NXF5_uc004eih.1_RNA|NXF5_uc004eii.1_RNA|NXF5_uc004eij.1_RNA|NXF5_uc004eik.1_RNA|NXF5_uc004eil.1_RNANM_032946 NP_116564 Q9H1B4 NXF5_HUMAN 1TTCCGCCTCATTTTTCTCTCT0.368

- 3 564 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMANCytoplasmic (Potential). 0CTTATGTGCCTTTTCCAGGTG0.413

- 6 1404_1406PVRL4_uc010pjy.1_In_Frame_Del_p.V48del|PVRL4_uc010pjz.1_In_Frame_Del_p.V103delNM_030916 NP_112178 Q96NY8 PVRL4_HUMANHelical; (Potential). NA 2GGGACATGAGCACCACCACCACC0.571



- 12 1603SCYL3_uc010plw.1_Intron|SCYL3_uc001ggt.2_Intron|SCYL3_uc001ggu.2_IntronNM_181093 NP_851607 Q8IZE3 PACE1_HUMAN NA 2GTGCTGCCAGAAAAGAAACAT0.413

+ 8 1369_1389 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN NA 2TTCAGGTTACTGAGCCAGAAGGCCAGGCCATTGAGCCAGAA0.475

+ 16 2686_2688SFRS8_uc010tbn.1_In_Frame_Del_p.K905delNM_004592 NP_004583 Q12872 SFSWA_HUMANPoly-Lys.|Arg/Ser-rich (RS domain).NA 0AGTCCCCACGAGAAGAAGAAGAA0.493

+ 12 931RAP1GAP2_uc010cke.2_Frame_Shift_Del_p.N266fsNM_015085 NP_055900 Q684P5 RPGP2_HUMAN Rap-GAP. NA 1ATTTGGGAACAATGAGGAGAG0.473

- 1 142_143 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMANExtracellular (Potential).NA 0GGGGGAAGACAGAGAAGCCGAC0.574 rs147833765

- 1 725LGI4_uc002nxy.1_5'UTR|LGI4_uc002nxz.1_5'Flank|LGI4_uc002nya.2_Frame_Shift_Del_p.P44fsNM_139284 NP_644813 Q8N135 LGI4_HUMAN NA 1GGGCAGGTCCGGGGAGCCCTC0.662

- 1 207_208SBSN_uc002oad.1_Frame_Shift_Del_p.E46fsNM_198538 NP_940940 Q6UWP8 SBSN_HUMAN NA 1CCTTGCCCACCTCTCTCTCTGC0.579

- 2 412_413PSG9_uc002owe.3_Frame_Shift_Ins_p.A105fs|PSG9_uc010xwm.1_Frame_Shift_Ins_p.A105fs|PSG9_uc002owf.3_Frame_Shift_Ins_p.A105fs|PSG9_uc002owg.2_Frame_Shift_Ins_p.A105fs|PSG9_uc002owh.2_Frame_Shift_Ins_p.A105fsNM_002784 NP_002775 Q00887 PSG9_HUMAN Ig-like V-type. NA 2CAGCAGGGATGCGTTGGAATAT0.406

- 4 491LILRA6_uc002qew.1_Intron|LILRB5_uc010yer.1_Intron|LILRB5_uc002qey.2_Frame_Shift_Del_p.L127fs|LILRB5_uc002qez.2_Intron|LILRB5_uc002qfa.1_Intron|LILRB5_uc010yes.1_IntronNM_006840 NP_006831 O75023 LIRB5_HUMANExtracellular (Potential).|Ig-like C2-type 2.NA 2CGGCAGGGCTAAAAGAGTGGG0.547

- 2 132_134PHC3_uc003fgl.2_In_Frame_Del_p.T35del|PHC3_uc011bpq.1_In_Frame_Del_p.T35del|PHC3_uc011bpr.1_In_Frame_Del_p.T35del|PHC3_uc003fgm.2_In_Frame_Del_p.T35del|PHC3_uc003fgo.1_In_Frame_Del_p.T23del|PHC3_uc003fgp.3_In_Frame_Del_p.T35del|PHC3_uc003fgq.3_In_Frame_Del_p.T35del|PHC3_uc003fgr.1_RNANM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. NA 2 GAAgtggtgatggtggtggtggt0.424

- 5 1565THEMIS_uc010kfa.2_Frame_Shift_Del_p.I319fs|THEMIS_uc011ebt.1_Frame_Shift_Del_p.I416fs|THEMIS_uc010kfb.2_Frame_Shift_Del_p.I381fsNM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. NA 4TTTTTGAGGATTTTTTCACAG0.453


